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FEATURES             Location/Qualifiers
     source          order(1..447282,484668..3456504,3507047..3745622,
                     3789666..4841730,4858490..5227293)
                     /organism="Bacillus anthracis str. Ames"
                     /mol_type="genomic DNA"
                     /strain="Ames"
                     /db_xref="taxon:198094"
                     /focus
     source          447283..484667
                     /organism="Bacillus phage lambda Ba01"
                     /proviral
                     /mol_type="genomic DNA"
                     /db_xref="taxon:229343"
                     /note="putative prophage; Putative lysogenic prophage
                     region; Best Hits not completed; putative attL/R"
     source          3456505..3507046
                     /organism="Bacillus phage lambda Ba04"
                     /proviral
                     /mol_type="genomic DNA"
                     /db_xref="taxon:229346"
                     /note="Putative prophage; Putative lysogenic prophage
                     region. Best Hits not completed. Putative attL/R; Putative
                     attL occurs within, but close to the terminus of the 3'
                     end of ORF03960, a good house-keeping gene"
     source          3745623..3789665
                     /organism="Bacillus phage lambda Ba03"
                     /proviral
                     /mol_type="genomic DNA"
                     /db_xref="taxon:229345"
                     /note="Putative prophage; Putative lysogenic prophage
                     region; Best Hits not completed; Putative attL/R"
     source          4841731..4858489
                     /organism="Bacillus phage lambda Ba02"
                     /proviral
                     /mol_type="genomic DNA"
                     /db_xref="taxon:229344"
                     /note="Putative prophage; Putative lysogenic prophage
                     region; Best Hits not completed; Putative attL/R"
     gene            407..1747
                     /gene="dnaA"
                     /locus_tag="BA_0001"
                     /old_locus_tag="BA0001"
                     /db_xref="Pathema:BA_0001"
     CDS             407..1747
                     /gene="dnaA"
                     /locus_tag="BA_0001"
                     /old_locus_tag="BA0001"
                     /note="identified by similarity to EGAD:14548; match to
                     protein family HMM PF00308; match to protein family HMM
                     PF08299; match to protein family HMM TIGR00362"
                     /codon_start=1
                     /transl_table=11
                     /product="chromosomal replication initiator protein DnaA"
                     /protein_id="AAP24059.1"
                     /db_xref="Pathema:BA_0001"
                     /translation="MENISDLWNSALKELEKKVSKPSYETWLKSTTAHNLKKDVLTIT
                     APNEFARDWLESHYSELISETLYDLTGAKLAIRFIIPQSQAEEEIDLPPAKPNAAQDD
                     SNHLPQSMLNPKYTFDTFVIGSGNRFAHAASLAVAEAPAKAYNPLFIYGGVGLGKTHL
                     MHAIGHYVIEHNPNAKVVYLSSEKFTNEFINSIRDNKAVDFRNKYRNVDVLLIDDIQF
                     LAGKEQTQEEFFHTFNALHEESKQIVISSDRPPKEIPTLEDRLRSRFEWGLITDITPP
                     DLETRIAILRKKAKAEGLDIPNEVMLYIANQIDSNIRELEGALIRVVAYSSLINKDIN
                     ADLAAEALKDIIPNSKPKIISIYDIQKAVGDVYQVKLEDFKAKKRTKSVAFPRQIAMY
                     LSRELTDSSLPKIGEEFGGRDHTTVIHAHEKISKLLKTDTQLQKQVEEINDILK"
     gene            1926..3065
                     /gene="dnaN1"
                     /locus_tag="BA_0002"
                     /old_locus_tag="BA0002"
                     /db_xref="Pathema:BA_0002"
     CDS             1926..3065
                     /gene="dnaN1"
                     /locus_tag="BA_0002"
                     /old_locus_tag="BA0002"
                     /EC_number="2.7.7.7"
                     /note="identified by similarity to EGAD:16050; match to
                     protein family HMM PF00712; match to protein family HMM
                     PF02767; match to protein family HMM PF02768; match to
                     protein family HMM TIGR00663"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA polymerase III, beta subunit"
                     /protein_id="AAP24060.1"
                     /db_xref="Pathema:BA_0002"
                     /translation="MRFSIQKDYLVRSVQDVMKAVSFRTTIPILTGIKVVATEEGVTL
                     TGSDADISIESFIPVEEDGKEIVEVKQSGSIVLQAKYFSEIVKKLPKETVEISVENHL
                     MTKITSGKSEFNLNGLDSAEYPLLPQIEEHHVFKIPTDLLKHMIRQTVFAVSTSETRP
                     ILTGVNWKVYNSELTCIATDSHRLALRKAKIEGIVDEFQANVVIPGKSLNELSKILDE
                     SEEMVDIVITEYQVLFRTKHLLFFSRLLEGNYPDTTRLIPAESKTDIFVNTKEFLQAI
                     DRASLLARDGRNNVVKLSTLEQAMLEISSNSPEIGKVVEEVQCEKVDGEELKISFSAK
                     YMMDALKALDSTEIKISFTGAMRPFLIRTVNDESIIQLILPVRTY"
     gene            3193..3405
                     /locus_tag="BA_0003"
                     /old_locus_tag="BA0003"
                     /db_xref="Pathema:BA_0003"
     CDS             3193..3405
                     /locus_tag="BA_0003"
                     /old_locus_tag="BA0003"
                     /note="identified by similarity to EGAD:13382; match to
                     protein family HMM TIGR02988"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24061.1"
                     /db_xref="Pathema:BA_0003"
                     /translation="MKRIKISTEYITLGQFLKLADVIDTGGAVKWFLQEYEVYVNQEL
                     ENRRGRKLYANDIIEIPGSGSFQVQS"
     gene            3418..4545
                     /gene="recF"
                     /locus_tag="BA_0004"
                     /old_locus_tag="BA0004"
                     /db_xref="Pathema:BA_0004"
     CDS             3418..4545
                     /gene="recF"
                     /locus_tag="BA_0004"
                     /old_locus_tag="BA0004"
                     /note="identified by similarity to EGAD:12641; match to
                     protein family HMM PF02463; match to protein family HMM
                     TIGR00611"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA replication and repair protein RecF"
                     /protein_id="AAP24062.1"
                     /db_xref="Pathema:BA_0004"
                     /translation="MFISEIQLKNYRNYEKLELSFEDKVNVIIGENAQGKTNLMEAIY
                     VLAMAKSHRTSNDRELIRWDEDFGQIKGKLQKRNSSLSLELNISKKGKKAKLNQLEQQ
                     KLSQYIGVMNVVMFAPEDLNLVKGSPQVRRRFLDMELGQIAPVYLYELSQYQKVLTQR
                     NHLLKKMQGNSKNEETMLDVFTLQLIEHGTKILRKRFEFLHLLQEWAAPIHRGISRGL
                     EELEIVYKPSVDVSESMDLSKIKEVYYESFQSVKQREIFRGTTLIGPHRDDLQFFVNS
                     KNVQVFGSQGQQRTTALSLKLAEIELIYSEVKEYPILLLDDVLSELDDYRQSHLLNTI
                     QGKVQTFVTTTSVDGIEHETLKEAKTIHVTNGTVDCEIDRA"
     gene            4584..6506
                     /gene="gyrB"
                     /locus_tag="BA_0005"
                     /old_locus_tag="BA0005"
                     /db_xref="Pathema:BA_0005"
     CDS             4584..6506
                     /gene="gyrB"
                     /locus_tag="BA_0005"
                     /old_locus_tag="BA0005"
                     /EC_number="5.99.1.3"
                     /note="identified by similarity to EGAD:14605; match to
                     protein family HMM PF00204; match to protein family HMM
                     PF00986; match to protein family HMM PF01751; match to
                     protein family HMM PF02518; match to protein family HMM
                     TIGR01059"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA gyrase, B subunit"
                     /protein_id="AAP24063.1"
                     /db_xref="Pathema:BA_0005"
                     /translation="MEQKQMQENSYDESQIQVLEGLEAVRKRPGMYIGSTSGKGLHHL
                     VWEIVDNSIDEALAGYCDEINVSIEEDNSIRVTDNGRGIPVGIQEKMGRPAVEVIMTV
                     LHAGGKFGGGGYKVSGGLHGVGASVVNALSTELEVFVHREGKIHYQKYERGIPVADLK
                     VIGDTDQTGTITRFKPDPEIFQETTVYEFDTLATRMRELAFLNRNIKLTIEDKREHKQ
                     KKEFHYEGGIKSYVEHLNRSKQPIHEEPVYVEGSKDGIQVEVSLQYNEGYTNNIYSFT
                     NNIHTYEGGTHEVGFKTALTRVINDYGRKNSILKDADSNLTGEDVREGLTAIVSIKHP
                     NPQFEGQTKTKLGNSEARTITESVFSEAFEKFLLENPNVARKIVEKGTMAARARVAAK
                     KARELTRRKSALEVSSLPGKLADCSSKDPAISEIYIVEGDSAGGSAKQGRDRHFQAIL
                     PLKGKIINVEKARLDKILSNDEVRTIITAIGTNIGGDFDIEKARYHKVIIMTDADVDG
                     AHIRTLLLTFFYRYMRQIIEHGYIYIAQPPLFKVQQGKKIQYAYNEKELEKILAELPA
                     QPKPGIQRYKGLGEMNPTQLWETTMDPEVRSLLQVSLQDAIEADETFEILMGDKVEPR
                     RNFIQENAKYVKNLDI"
     gene            6595..9066
                     /gene="gyrA"
                     /locus_tag="BA_0006"
                     /old_locus_tag="BA0006"
                     /db_xref="Pathema:BA_0006"
     CDS             6595..9066
                     /gene="gyrA"
                     /locus_tag="BA_0006"
                     /old_locus_tag="BA0006"
                     /EC_number="5.99.1.3"
                     /note="identified by similarity to EGAD:20636; match to
                     protein family HMM PF00521; match to protein family HMM
                     PF03989; match to protein family HMM TIGR01063"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA gyrase, A subunit"
                     /protein_id="AAP24064.1"
                     /db_xref="Pathema:BA_0006"
                     /translation="MSDNQQQARIREINISHEMRTSFLDYAMSVIVSRALPDVRDGLK
                     PVHRRVLYAMNDLGITADKAYKKSARIVGEVIGKYHPHGDSAVYETMVRMAQDFSQRY
                     MLVDGHGNFGSVDGDSAAAMRYTEARMSKISMELIRDISKNTIDYQDNYDGSEREPIV
                     LPARFPNLLVNGTTGIAVGMATNIPPHQLGEVIDGVLALSHNPDITIAELMECIPGPD
                     FPTAGLILGRSGIRRAYETGRGSIILRAKVEIEEKSNGKQSIIVTELPYQVNKARLIE
                     KIAELVRDKKIEGITDLRDESDRNGMRIVMEVRRDANANVLLNNLYKHTALQTSFGIN
                     MLSLVNGEPQVLNLKQNLYHYLEHQKVVIRRRTAYELEKAEARAHILEGLRIALDHLD
                     EVITLIRSSKTAEIAKQGLMERFGLSEKQAQAILDMRLQRLTGLEREKIEQEYQDLMK
                     LIAELKAILADEEKVLEIIREELTEVKERFNDKRRTEITIGGMESIEDEDLIPEQNIA
                     ITLTHNGYIKRLPASTYKTQNRGGRGVQGMGTNDDDFVEHLLTTSTHDHILFFTNKGK
                     VYRTKGYEIPEYSRTAKGIPIINLLGVDKGEWINAIIPIREFGDDEFLFFTTKQGISK
                     RTPLSSFANIRTNGLIAISLREEDEVISVRLTSGDKDIIVGTSNGMLIRFNEQDVRSM
                     GRNAAGVKAITLGEEDQVVGMEIVEEDVNVLIVTKNGYGKRTPIDEYRLQSRGGKGLK
                     TCNITDKNGKLVAVKSVTGEEDIMLITAAGVIIRMPVDQISQMGRNTQGVRLIRLEDE
                     QEVATVAKAQKDDEEETSEEVSSEE"
     gene            9335..10841
                     /gene="rrsA"
                     /locus_tag="BA_5739"
     rRNA            9335..10841
                     /gene="rrsA"
                     /locus_tag="BA_5739"
                     /product="16S ribosomal RNA"
     gene            10992..11068
                     /locus_tag="BA_5740"
     tRNA            10992..11068
                     /locus_tag="BA_5740"
                     /product="tRNA-Ile"
     gene            11077..11152
                     /locus_tag="BA_5741"
     tRNA            11077..11152
                     /locus_tag="BA_5741"
                     /product="tRNA-Ala"
     gene            11247..14154
                     /gene="rrlA"
                     /locus_tag="BA_5742"
     rRNA            11247..14154
                     /gene="rrlA"
                     /locus_tag="BA_5742"
                     /product="23S ribosomal RNA"
     gene            14203..14318
                     /gene="rrfA"
                     /locus_tag="BA_5743"
     rRNA            14203..14318
                     /gene="rrfA"
                     /locus_tag="BA_5743"
                     /product="5S ribosomal RNA"
     gene            complement(14353..15352)
                     /locus_tag="BA_0007"
                     /old_locus_tag="BA0007"
                     /note="conserved hypothetical protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_0007"
     gene            15468..16931
                     /gene="guaB"
                     /locus_tag="BA_0008"
                     /old_locus_tag="BA0008"
                     /db_xref="Pathema:BA_0008"
     CDS             15468..16931
                     /gene="guaB"
                     /locus_tag="BA_0008"
                     /old_locus_tag="BA0008"
                     /EC_number="1.1.1.205"
                     /note="identified by match to protein family HMM PF00478;
                     match to protein family HMM PF00571; match to protein
                     family HMM TIGR01302"
                     /codon_start=1
                     /transl_table=11
                     /product="inosine-5'-monophosphate dehydrogenase"
                     /protein_id="AAP24065.1"
                     /db_xref="Pathema:BA_0008"
                     /translation="MWESKFVKEGLTFDDVLLVPAKSDVLPREVSVKTVLSESLQLNI
                     PLISAGMDTVTEADMAIAMARQGGLGIIHKNMSIEQQAEQVDKVKRSESGVISDPFFL
                     TPEHQVYDAEHLMGKYRISGVPVVNNLDERKLVGIITNRDMRFIQDYSIKISDVMTKE
                     QLITAPVGTTLSEAEKILQKYKIEKLPLVDNNGVLQGLITIKDIEKVIEFPNSAKDKQ
                     GRLLVGAAVGVTADAMTRIDALVKASVDAIVLDTAHGHSQGVIDKVKEVRAKYPSLNI
                     IAGNVATAEATKALIEAGANVVKVGIGPGSICTTRVVAGVGVPQLTAVYDCATEARKH
                     GIPVIADGGIKYSGDMVKALAAGAHVVMLGSMFAGVAESPGETEIYQGRQFKVYRGMG
                     SVGAMEKGSKDRYFQEGNKKLVPEGIEGRVPYKGPLADTVHQLVGGLRAGMGYCGAQD
                     LEFLRENAQFIRMSGAGLLESHPHHVQITKEAPNYSL"
     gene            17045..18352
                     /gene="dacA"
                     /locus_tag="BA_0009"
                     /old_locus_tag="BA0009"
                     /db_xref="Pathema:BA_0009"
     CDS             17045..18352
                     /gene="dacA"
                     /locus_tag="BA_0009"
                     /old_locus_tag="BA0009"
                     /EC_number="3.4.16.4"
                     /note="identified by similarity to EGAD:12442; match to
                     protein family HMM PF00768; match to protein family HMM
                     PF07943"
                     /codon_start=1
                     /transl_table=11
                     /product="serine-type D-Ala-D-Ala carboxypeptidase DacA"
                     /protein_id="AAP24066.1"
                     /db_xref="Pathema:BA_0009"
                     /translation="MFCKRFIALVTMLTLVCSMLLPYSNASAETGSALNIEAGAAILV
                     EANSGKILYQKNADELLSIASMTKMMSEYLVHEAVDKGKFKWDQKIKVSEYAYKVSQD
                     ASLSNVALENGGSYTVKELYEAMAIFSANGATIALAEAIAGKEVDFVKMMNDKSKELG
                     LKNYKFVNSTGLTNKDLKGMHPEGTTADEENKMSAKDVATLAQHLIKDYPKVLDTAKI
                     PKKEFRPEKEKFAMSNWNWMLKGLVKEYDGVDGLKTGSTPEAGDCFTGTVERNGMRFI
                     SVVIKTSSHTARFDETKKLYDYGFANFEMKQMYKKGSSVKGQETVRVENAKDKDVAVQ
                     TKQAISLPVPKGSKEVYKTELKESSKGQEAPIKKGAALGQMVITPKDTNDPGFLTGKS
                     LQVDLVTTSEVEEANWFTRAMRGIGSFFSGIWNSAVDTVKGWF"
     gene            18514..19401
                     /locus_tag="BA_0010"
                     /old_locus_tag="BA0010"
                     /db_xref="Pathema:BA_0010"
     CDS             18514..19401
                     /locus_tag="BA_0010"
                     /old_locus_tag="BA0010"
                     /note="identified by match to protein family HMM PF01680;
                     match to protein family HMM TIGR00343"
                     /codon_start=1
                     /transl_table=11
                     /product="pyridoxal 5'-phosphate synthase, synthase
                     subunit Pdx1"
                     /protein_id="AAP24067.1"
                     /db_xref="Pathema:BA_0010"
                     /translation="MTNVTGTERVKRGMAEMQKGGVIMDVINAEQAKIAEEAGAVAIM
                     ALERVPADIRAAGGVSRMADPTIVEEVMGAVSIPVMAKCRIGHLVEARVLESLGVDYI
                     DESEVLTPADEVYHLNKRDYTVPFVCGCRDIGEAARRIAEGASMLRTKGEPGTGNIVE
                     AVRHMRQVNAEIRQVASLREDELMTYAKNTGAPYEVLLEIKRLGRLPVVNFAAGGVAT
                     PADAALMMQLGADGVFVGSGIFKSENPAKFARAIVEATTHYEDYELIASLSKGLGNAM
                     KGIEISTLLPEQRMQERGW"
     gene            19420..20010
                     /gene="pdxT"
                     /locus_tag="BA_0011"
                     /old_locus_tag="BA0011"
                     /db_xref="Pathema:BA_0011"
     CDS             19420..20010
                     /gene="pdxT"
                     /locus_tag="BA_0011"
                     /old_locus_tag="BA0011"
                     /EC_number="2.6.-.-"
                     /note="identified by similarity to SP:P37528; match to
                     protein family HMM PF01174; match to protein family HMM
                     PF07685; match to protein family HMM TIGR03800"
                     /codon_start=1
                     /transl_table=11
                     /product="pyridoxal 5'-phosphate synthase, glutaminase
                     subunit Pdx2"
                     /protein_id="AAP24068.1"
                     /db_xref="Pathema:BA_0011"
                     /translation="MVKIGVLGLQGAVREHVKSVEASGAEAVVVKRIEQLEEIDGLIL
                     PGGESTTMRRLIDKYDFMEPLRTFAKSGKPMFGTCAGMILLAKTLIGYDEAHIGAMDI
                     TVERNAFGRQKDSFEAALSIKGVGEDFVGVFIRAPYVVDVADDVEVLSTHGDRMVAVK
                     QGPFLAASFHPELTDDHRVTAYFVEMVKEAKMKKVV"
     gene            20338..21612
                     /gene="serS"
                     /locus_tag="BA_0012"
                     /old_locus_tag="BA0012"
                     /db_xref="Pathema:BA_0012"
     CDS             20338..21612
                     /gene="serS"
                     /locus_tag="BA_0012"
                     /old_locus_tag="BA0012"
                     /EC_number="6.1.1.11"
                     /note="identified by similarity to SP:P37464; match to
                     protein family HMM PF00587; match to protein family HMM
                     PF02403; match to protein family HMM TIGR00414"
                     /codon_start=1
                     /transl_table=11
                     /product="serine--tRNA ligase"
                     /protein_id="AAP24069.1"
                     /db_xref="Pathema:BA_0012"
                     /translation="MLDIKFLRTNFEEVKAKLQHRGEDLTDFGRFEELDTRRRELLVQ
                     TEELKSKRNEVSQQISVLKREKKDAEALILEMREVGEKVKDLDNELRTVEEDLERLML
                     SIPNIPHESAPVGETEDDNVVARTWGEVKEFAFEPKPHWDLATDLGILDFERAGKVTG
                     SRFVFYKGAGARLERALISFMLDLHTDEHGYEEVLPPYMVNRASMTGTGQLPKFEEDA
                     FRIESEDYFLIPTAEVPVTNMHRDEILNKEQLPIRYAAFSSCFRSEAGSAGRDTRGLI
                     RQHQFNKVELVKFVKPEDSYEELEKLTNDAERVLQLLELPYRVMSMCTGDLGFTAAKK
                     YDIEVWIPSYGTYREISSCSNFEAFQARRANIRFRREPNGKPEHVHTLNGSGLAIGRT
                     VAAILENYQQEDGTIIIPEVLRPYMGGKTVIK"
     gene            21769..21861
                     /locus_tag="BA_5744"
     tRNA            21769..21861
                     /locus_tag="BA_5744"
                     /product="tRNA-Ser"
     gene            21869..22420
                     /locus_tag="BA_0013"
                     /old_locus_tag="BA0013"
                     /db_xref="Pathema:BA_0013"
     CDS             21869..22420
                     /locus_tag="BA_0013"
                     /old_locus_tag="BA0013"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24070.1"
                     /db_xref="Pathema:BA_0013"
                     /translation="MTTAHISGDWRTRYQHVTSFYFKTNHKVWCKDIMSLLHTHIPMI
                     IFIDMKGVNMDLIIQTFPLDGKTLYYVQCPVCKNNRILNSGANVSRIISDDTFRKLCG
                     CTCDVKQTATKVEAPKKVKKEAVKKEAAPKRTGKVLTAVINGKEMTVKEIAEAYDIST
                     STVRQRINAGKSESEIIAPTKKK"
     gene            complement(22456..23124)
                     /locus_tag="BA_0014"
                     /old_locus_tag="BA0014"
                     /db_xref="Pathema:BA_0014"
     CDS             complement(22456..23124)
                     /locus_tag="BA_0014"
                     /old_locus_tag="BA0014"
                     /EC_number="2.7.1.-"
                     /note="identified by match to protein family HMM PF01712"
                     /codon_start=1
                     /transl_table=11
                     /product="deoxynucleoside kinase family protein"
                     /protein_id="AAP24071.1"
                     /db_xref="Pathema:BA_0014"
                     /translation="MNLRQKYDIPNDAVITIAGTVGVGKSTMTTALANALGYRTSFEK
                     VDSNPYLDKFYADFTRWSFHLQVYFLAERFKEQKRIFEYGGGFVQDRSIYEDTGIFAK
                     MHHEKGTMTETDYETYKGLFDAMVMTPYFPHPDLLIYLEGSFDDIVDRIQERGRPMEQ
                     QTPIEYWKEMHGRYENWINNFNSCPVLRLNINEYDILKDGDSIEPIIKKIGHFLKQTR
                     KLVK"
     gene            complement(23127..23762)
                     /locus_tag="BA_0015"
                     /old_locus_tag="BA0015"
                     /db_xref="Pathema:BA_0015"
     CDS             complement(23127..23762)
                     /locus_tag="BA_0015"
                     /old_locus_tag="BA0015"
                     /EC_number="2.7.1.-"
                     /note="identified by match to protein family HMM PF01712"
                     /codon_start=1
                     /transl_table=11
                     /product="deoxynucleoside kinase family protein"
                     /protein_id="AAP24072.1"
                     /db_xref="Pathema:BA_0015"
                     /translation="MTGVPFITVEGPIGVGKTSLAKEISTHMQLHLLKEIVDENPFLG
                     KFYEDIDEWSFQTEMFFLCNRYKQLEDINIKYLNQRKPVVADYHIFKNVIFASRTLKD
                     SQYDKYMQIYRILTQDMPVPNVIVYLTASLETLQRRIAMRGREFEKNMDPNYLLQLTK
                     DYETAMDAFKKDHPDIPVLKFNGDDMDFVKNPDDLNVILSALQNTLLKESK"
     gene            complement(23888..24427)
                     /locus_tag="BA_0016"
                     /old_locus_tag="BA0016"
                     /db_xref="Pathema:BA_0016"
     CDS             complement(23888..24427)
                     /locus_tag="BA_0016"
                     /old_locus_tag="BA0016"
                     /note="identified by match to protein family HMM PF00857"
                     /codon_start=1
                     /transl_table=11
                     /product="isochorismatase family protein"
                     /protein_id="AAP24073.1"
                     /db_xref="Pathema:BA_0016"
                     /translation="MKNTALLIIDMINDFQFSHGPILAKKCEMITNPILQLKKTMKSF
                     GYPIIYINDHYQLWRSDIDQLITHCTNEYSENIIHKIAPSSDDYIFIKPHYSAFYETP
                     LNSLLGYLKIENLILTGVAGNICILFTANDAHMRNYTLYVPQDCIASNHDQDNLHALK
                     IMETTLKANIVPSSQIKFN"
     gene            24405..24545
                     /locus_tag="BA_0017"
                     /old_locus_tag="BA0017"
                     /db_xref="Pathema:BA_0017"
     CDS             24405..24545
                     /locus_tag="BA_0017"
                     /old_locus_tag="BA0017"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24074.1"
                     /db_xref="Pathema:BA_0017"
                     /translation="MSKAVFFICNPLSFFLGWIEFVKVIPCVVNGNKCTLFVMKGLCY
                     GT"
     gene            24535..25035
                     /locus_tag="BA_0018"
                     /old_locus_tag="BA0018"
                     /db_xref="Pathema:BA_0018"
     CDS             24535..25035
                     /locus_tag="BA_0018"
                     /old_locus_tag="BA0018"
                     /note="identified by match to protein family HMM PF00383"
                     /codon_start=1
                     /transl_table=11
                     /product="cytidine/deoxycytidylate deaminase zinc-binding
                     domain protein"
                     /protein_id="AAP24075.1"
                     /db_xref="Pathema:BA_0018"
                     /translation="MERDQDIYFMQLAIEEAKKAEAIQEVPIGAVIVLNGEVISAAHN
                     LRETEQRSIAHAELLAIDEACKKLGTWRLEDATLYVTLEPCPMCAGGIVLSRVKRVVY
                     GAGDPKGGCAGTLMNLLTDERFNHQCEVVAGVLEEECGTLLTNFFRELRKKRKAIKKL
                     EKSNEN"
     gene            25512..27200
                     /gene="dnaX"
                     /locus_tag="BA_0019"
                     /old_locus_tag="BA0019"
                     /db_xref="Pathema:BA_0019"
     CDS             25512..27200
                     /gene="dnaX"
                     /locus_tag="BA_0019"
                     /old_locus_tag="BA0019"
                     /EC_number="2.7.7.7"
                     /note="identified by match to protein family HMM PF00004;
                     match to protein family HMM TIGR02397"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA polymerase III, gamma and tau subunit"
                     /protein_id="AAP24076.1"
                     /db_xref="Pathema:BA_0019"
                     /translation="MSYQALYRTWRPQKFEDVVGQKHVTKTLQNALLQEKVSHAYLFS
                     GPRGTGKTTIAKVFAKAINCEHAPVAEPCNECPSCLGITQGSISDVLEIDAASNNGVD
                     EIRDIRDKVKYAPSAVEYKVYIIDEVHMLSMGAFNALLKTLEEPPGHVIFILATTEPH
                     KIPPTIISRCQRFEFRKISVNDIVERLSTVVTNEGTQVEDEALQIVARAAEGGMRDAL
                     SLIDQAISYSDERVTTEDVLAVTGSVSQQYLGNLVECIRENDVSRALRIIDEMMGKGK
                     DPVRFMEDFIYYYRDMLLYQTSPQLEHMLERVMVDEQFRMLSEEMQPEVIYEIIHTLS
                     KGQQEMKWTNHPRIFLEVVMVQLCQQFMMQANGADRLQAIMNRMQQLEKELEQVKKNG
                     VPVGVQQEVKETRAAPKPVRTGSMKIPVGRVNEVLKQAKRQDLEQLKAVWGELLGRLK
                     AYNKVAFAVLLENSEPVAASDDTYVLAFQYEIHCKMASENREAMDTVEQALFELLSKK
                     LNMIAIPKSEWGKIREDFLKREGGSSEESPEKKEDPLIEEAIKLVGQELIEIKE"
     gene            27223..27552
                     /locus_tag="BA_0020"
                     /old_locus_tag="BA0020"
                     /db_xref="Pathema:BA_0020"
     CDS             27223..27552
                     /locus_tag="BA_0020"
                     /old_locus_tag="BA0020"
                     /note="identified by similarity to EGAD:19844; match to
                     protein family HMM PF02575; match to protein family HMM
                     TIGR00103"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein, YbaB/EbfC family"
                     /protein_id="AAP24077.1"
                     /db_xref="Pathema:BA_0020"
                     /translation="MMRGGMGNMNNMMKQMQKMQKEMAKAQEELGEKTVEGTAGGGMI
                     TVIANGHKQILEVKVKEEVVDPEDIEMLQDLVLAATNDALKKADELSNSTMGKFTKGL
                     NLPGGMF"
     gene            27567..28163
                     /gene="recR"
                     /locus_tag="BA_0021"
                     /old_locus_tag="BA0021"
                     /db_xref="Pathema:BA_0021"
     CDS             27567..28163
                     /gene="recR"
                     /locus_tag="BA_0021"
                     /old_locus_tag="BA0021"
                     /note="identified by match to protein family HMM PF01751;
                     match to protein family HMM PF02132; match to protein
                     family HMM TIGR00615"
                     /codon_start=1
                     /transl_table=11
                     /product="recombination protein RecR"
                     /protein_id="AAP24078.1"
                     /db_xref="Pathema:BA_0021"
                     /translation="MHYPEPISKLIDSFMKLPGIGPKTAVRLAFFVLDMKEDDVLGFA
                     KALVNAKRDLAYCSVCGHITDRDPCYICNDSHRDQSVVCVVQEPKDVIAMEKMKEYQG
                     VYHVLRGAISPMGGIGPEDINIPQLLKRLHDETVQEVILATNPNIEGEATAMYISRLL
                     KPTGIKVTRIAHGLPVGGDLEYADEVTLSKALEGRREV"
     gene            28178..28399
                     /locus_tag="BA_0022"
                     /old_locus_tag="BA0022"
                     /db_xref="Pathema:BA_0022"
     CDS             28178..28399
                     /locus_tag="BA_0022"
                     /old_locus_tag="BA0022"
                     /note="identified by similarity to EGAD:14978"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24079.1"
                     /db_xref="Pathema:BA_0022"
                     /translation="MFFQKKGKLRKEYDDNLIVLLEKVKNEWLRQKRMVEQSVEPSQD
                     VLCSLKIAEAKYFFLLKEAKRRPVKMEQW"
     gene            28614..28883
                     /gene="bofA"
                     /locus_tag="BA_0024"
                     /old_locus_tag="BA0024"
                     /db_xref="Pathema:BA_0024"
     CDS             28614..28883
                     /gene="bofA"
                     /locus_tag="BA_0024"
                     /old_locus_tag="BA0024"
                     /note="identified by similarity to SP:P24282; match to
                     protein family HMM PF07441; match to protein family HMM
                     TIGR02862"
                     /codon_start=1
                     /transl_table=11
                     /product="sigma-k factor processing regulatory protein
                     BofA"
                     /protein_id="AAP24080.1"
                     /db_xref="Pathema:BA_0024"
                     /translation="MNSTIIIVGILALVFIFLVFGVSSKPLRFIGKALFHVTLGVALL
                     FIVNVVGTYFDFHIPINLGTATITSLLGLPGVAALVVIKLYIMPR"
     gene            29129..30635
                     /gene="rrsB"
                     /locus_tag="BA_5745"
     rRNA            29129..30635
                     /gene="rrsB"
                     /locus_tag="BA_5745"
                     /product="16S ribosomal RNA"
     gene            30786..30862
                     /locus_tag="BA_5746"
     tRNA            30786..30862
                     /locus_tag="BA_5746"
                     /product="tRNA-Ile"
     gene            30871..30946
                     /locus_tag="BA_5747"
     tRNA            30871..30946
                     /locus_tag="BA_5747"
                     /product="tRNA-Ala"
     gene            31041..33948
                     /gene="rrlB"
                     /locus_tag="BA_5748"
     rRNA            31041..33948
                     /gene="rrlB"
                     /locus_tag="BA_5748"
                     /product="23S ribosomal RNA"
     gene            33997..34112
                     /gene="rrfB"
                     /locus_tag="BA_5749"
     rRNA            33997..34112
                     /gene="rrfB"
                     /locus_tag="BA_5749"
                     /product="5S ribosomal RNA"
     gene            34303..34482
                     /locus_tag="BA_0025"
                     /old_locus_tag="BA0025"
                     /db_xref="Pathema:BA_0025"
     CDS             34303..34482
                     /locus_tag="BA_0025"
                     /old_locus_tag="BA0025"
                     /note="identified by similarity to EGAD:13971"
                     /codon_start=1
                     /transl_table=11
                     /product="putative csfB protein"
                     /protein_id="AAP24081.1"
                     /db_xref="Pathema:BA_0025"
                     /translation="MKSQNEVCIVCETERKEGIYVYNNLICYECEKDMVNTETDDPKY
                     IYYLKQLRKLEVSYF"
     gene            34554..35975
                     /locus_tag="BA_0026"
                     /old_locus_tag="BA0026"
                     /db_xref="Pathema:BA_0026"
     CDS             34554..35975
                     /locus_tag="BA_0026"
                     /old_locus_tag="BA0026"
                     /note="identified by similarity to SP:P21885; match to
                     protein family HMM PF01276; match to protein family HMM
                     PF03711"
                     /codon_start=1
                     /transl_table=11
                     /product="Orn/Lys/Arg decarboxylase family protein"
                     /protein_id="AAP24082.1"
                     /db_xref="Pathema:BA_0026"
                     /translation="MNQNRIPLYEALIEFKERRRLSFHVPGHKNGLNFPQEVVEEFKD
                     ILSIDVTELSGLDDLHSPFECIDEAQQLLADVYGVNKSYFLINGSTVGNLAMILSCCG
                     EHDIVLVQRNCHKSIINGLKLAGANPIFLDPWIDEAYNVPVGIHDEIIKEAIEKYPNA
                     KALILTHPNYYGMGMDLEASIAYAHTHKIPVLVDEAHGAHFCLGGAFPQSALAYGADM
                     VVHSAHKTLPAMTMGSYLHINSRLVKEEKVSTYLSMLQSSSPSYPIMASLDIARFTIA
                     RIKEKGHDEIVEFLQEFKEELSTIPQIAILQYPLQDGLKITVQTRCRLSGYELQSVFE
                     KVGIYTEMADPYNVLFILPLQVNKKYMKAIEMIRVALQYYEVKDKTESIRYTYKGEIS
                     PLPYTYKQLEEYETKVVPIEEAVGMVAAEMVIPYPPGIPLIMYGERITSGHKEQIMYL
                     EKAGARFQGSRKYMKVYDIESRF"
     gene            35977..36603
                     /gene="tmk"
                     /locus_tag="BA_0027"
                     /old_locus_tag="BA0027"
                     /db_xref="Pathema:BA_0027"
     CDS             35977..36603
                     /gene="tmk"
                     /locus_tag="BA_0027"
                     /old_locus_tag="BA0027"
                     /EC_number="2.7.4.9"
                     /note="identified by match to protein family HMM PF02223;
                     match to protein family HMM TIGR00041"
                     /codon_start=1
                     /transl_table=11
                     /product="dTMP kinase"
                     /protein_id="AAP24083.1"
                     /db_xref="Pathema:BA_0027"
                     /translation="MKGLFVTIEGPEGSGKTTLIQSLLPYFEQKEQKVMATREPGGIA
                     ISEDIRTILHKQEYTMMEARTEALLYAAARRQHLVEKVMPALNEDYLVLCDRFIDSSL
                     AYQGYARGLGMDKVFEINRFATEDCMPSLTIYLDIEPEVGLARIAKDAGREVNRLDME
                     DISFHKRVREGYLQVVERFSDRIVLVNADQPMEKLIEEVIQVIEDKLL"
     gene            36639..37622
                     /gene="holB"
                     /locus_tag="BA_0028"
                     /old_locus_tag="BA0028"
                     /db_xref="Pathema:BA_0028"
     CDS             36639..37622
                     /gene="holB"
                     /locus_tag="BA_0028"
                     /old_locus_tag="BA0028"
                     /EC_number="2.7.7.7"
                     /note="identified by similarity to EGAD:13071; match to
                     protein family HMM TIGR00678"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA polymerase III, delta prime subunit"
                     /protein_id="AAP24084.1"
                     /db_xref="Pathema:BA_0028"
                     /translation="MTKTWEQLSAIQPIGVKMLMNSIAKERISHAYLLEGEKGTGKFA
                     TAIQMAKSFLCSQRNRVEPCHVCTNCKRIDSGNHPNLHIVKPDGLSIKKQQIHDLQEE
                     FSKTGLEANKKVYIIEHADRMTANAANALLKFLEEPSSDTTAILLTEQSHQILNTILS
                     RCQVVTFRPLPTESLIRRLQDEGITVSLSTLAAQLTNSFDEALTLCNDEWFAQARALV
                     IKLCEALEKDKASIFFVQEKWGKHFGEKEQLQQGLDMLLLIYKDLLYVQLGEEDRLVF
                     REQKEMFESFSYAQKRIVSALFNILEAKNRINANVNAQLVFEQLVLRLQEG"
     gene            37619..38455
                     /locus_tag="BA_0029"
                     /old_locus_tag="BA0029"
                     /db_xref="Pathema:BA_0029"
     CDS             37619..38455
                     /locus_tag="BA_0029"
                     /old_locus_tag="BA0029"
                     /note="identified by similarity to OMNI:NTL01BS00032;
                     match to protein family HMM PF04468"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24085.1"
                     /db_xref="Pathema:BA_0029"
                     /translation="MTVLYDVVGVRFKKAGKVYYFDPNQFDISENEFVIVETVRGIEY
                     GKVVITKKQVDENDVVLPLKKVIRIANENDRTIVEENKHAAKEAYQVCQQKVVEHNLD
                     MKLVDVEYTFDRNKIIFYFTADGRIDFRELVKDLAAIFRTRIELRQIGVRDEAKMLGG
                     IGPCGRMLCCSTFLGDFEPVSIKMAKDQNLSLNPAKISGLCGRLMCCLKYENDEYEAA
                     KEQLPDLDQRIQTPHGTGRVIGLNILERLIQVELVDKERIVEYTLDELVNKGVVSSQT
                     TD"
     gene            38470..38820
                     /locus_tag="BA_0030"
                     /old_locus_tag="BA0030"
                     /db_xref="Pathema:BA_0030"
     CDS             38470..38820
                     /locus_tag="BA_0030"
                     /old_locus_tag="BA0030"
                     /note="identified by similarity to EGAD:12219; match to
                     protein family HMM PF06156"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24086.1"
                     /db_xref="Pathema:BA_0030"
                     /translation="MEKKDIFASVSSMEEQIGHLYKQLGELKQHLAELLEENQHIKME
                     NENLRHRFEEVQIKEKQKTQKRKEVKPKTDIGEGYDNLARLYQEGFHICNLHYGSVRK
                     EGDCLFCLSFLNKK"
     gene            38941..39681
                     /locus_tag="BA_0031"
                     /old_locus_tag="BA0031"
                     /db_xref="Pathema:BA_0031"
     CDS             38941..39681
                     /locus_tag="BA_0031"
                     /old_locus_tag="BA0031"
                     /note="identified by similarity to EGAD:23049"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24087.1"
                     /db_xref="Pathema:BA_0031"
                     /translation="MNLYEDERLDYLLAQDMKIIQSPSVFNFSLDAVLLADFAWVPIQ
                     KGNLLDLCTGNAVVPLLLSTRTKGNITGVEIQERLYDMGIRSVQYNKLEERIHLIHGD
                     LKDMPEKLGRHQYDVVTCNPPYFQTPVTSEKNMNEHLAIARHEIMCTLEDVVSASSQL
                     VKQGGKVAFVHRPGRLLDIVTLMRKYKIEPKRVRFVYPKAGKEANTLLIEGIKDGNAD
                     LKILPPLFVYEENNEYTKEIRSILYGEE"
     gene            39668..39958
                     /locus_tag="BA_0032"
                     /old_locus_tag="BA0032"
                     /db_xref="Pathema:BA_0032"
     CDS             39668..39958
                     /locus_tag="BA_0032"
                     /old_locus_tag="BA0032"
                     /note="identified by similarity to EGAD:108187; match to
                     protein family HMM PF01541"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24088.1"
                     /db_xref="Pathema:BA_0032"
                     /translation="MEKNKHCFYVVECSDGSYYAGYTNHIEKRIGTHNSGRGAKYTRA
                     RLPVVLKYVEFHEDKRTAMQAEYYFKQLNRKQKEEYMQKGERYVATKKLSTK"
     gene            39927..40802
                     /locus_tag="BA_0033"
                     /old_locus_tag="BA0033"
                     /db_xref="Pathema:BA_0033"
     CDS             39927..40802
                     /locus_tag="BA_0033"
                     /old_locus_tag="BA0033"
                     /EC_number="2.1.1.-"
                     /note="identified by similarity to OMNI:NTL01BH0050; match
                     to protein family HMM PF00590; match to protein family HMM
                     TIGR00096"
                     /codon_start=1
                     /transl_table=11
                     /product="tetrapyrrole methylase family protein"
                     /protein_id="AAP24089.1"
                     /db_xref="Pathema:BA_0033"
                     /translation="MWQQKSFQQNEKGVLYLVPTPIGNLEDMTFRAIRILKEADLIAA
                     EDTRQTKKLCNYFEIETPVMSYHEHNKEVSGKKILEKLDEGKTVALVSDAGMPCISDP
                     GYDIVVEAVAEQYHVIPLPGANAALTALIASGLQTKQFYFYGFLQRNKKERKMELEKL
                     RYVQTTMMFYEAPHRLDDTLISMQEVLGNREIVLCRELTKKFEEFIRGTVEEAIEWTK
                     QNEVRGEFCILVAGSTEEPAPEEQWWESISVYNHIEHYINEKGMNSKEAIKTVAKDRD
                     LSKRDVYQIYHVDKK"
     gene            complement(40823..41107)
                     /gene="abrB"
                     /locus_tag="BA_0034"
                     /old_locus_tag="BA0034"
                     /db_xref="Pathema:BA_0034"
     CDS             complement(40823..41107)
                     /gene="abrB"
                     /locus_tag="BA_0034"
                     /old_locus_tag="BA0034"
                     /note="identified by similarity to EGAD:14837; match to
                     protein family HMM PF04014; match to protein family HMM
                     TIGR01439"
                     /codon_start=1
                     /transl_table=11
                     /product="transition state transcriptional regulatory
                     protein AbrB"
                     /protein_id="AAP24090.1"
                     /db_xref="Pathema:BA_0034"
                     /translation="MKSTGIVRKVDELGRVVIPIELRRTLGIAEKDALEIYVDDEKII
                     LKKYKPNMTCQVTGEVSDGNLFLAEGKIILSKEGAEQILNELQDYIETAK"
     gene            41598..43580
                     /gene="metS"
                     /locus_tag="BA_0036"
                     /old_locus_tag="BA0036"
                     /db_xref="Pathema:BA_0036"
     CDS             41598..43580
                     /gene="metS"
                     /locus_tag="BA_0036"
                     /old_locus_tag="BA0036"
                     /EC_number="6.1.1.10"
                     /note="identified by similarity to SP:P37465; match to
                     protein family HMM PF00133; match to protein family HMM
                     PF01588; match to protein family HMM PF09334; match to
                     protein family HMM TIGR00398; match to protein family HMM
                     TIGR00399"
                     /codon_start=1
                     /transl_table=11
                     /product="methionine--tRNA ligase"
                     /protein_id="AAP24091.1"
                     /db_xref="Pathema:BA_0036"
                     /translation="MTEENKSFYITTPIYYPSGKLHIGHAYTTVAGDAMARYKCMQGY
                     NVHYLTGTDEHGQKIQKKAEELNVTPQAYVDNIVAGIKELWEKMDISYDDFIRTTEDR
                     HKDVVEKIFKQLVDQGDIYLDEYEGWYSVQDETFYTEHQLVDPIMEGDKVVGGKSPDS
                     GHDVELVREESYFFRMGKYVDRLLKFYEDNPHFIQPESRKNEMINNFIKPGLEDLAVS
                     RTSFDWGVRVPGNPKHVIYVWVDALSNYITALGYGTENEEMYKKFWPADVHLVGKEIV
                     RFHTIYWPIILMALDLPLPKKVFAHGWILMKDGKMSKSKGNVVDPVILIDRYGLDALR
                     YYLLREVPFGSDGVFTPEGFVERINFDLANDLGNLLNRTVAMIDKYFNGEIPAFKANV
                     TEFDETLVTFAKDTLKKVEEAMENMEFSVALSSIWQLVSRTNKYIDETQPWVLAKDED
                     DREKLASVMAHLAEVLRQTGIMLMPFLTVAPSKMFAQLGLTDEAHTSWGSLSTIGCIP
                     AGTKVEKGQPIFPRLEMDVEVAYIKEQMKASAPKVEEKKEEEPKAEEITIDDFFKVEL
                     RVAEVLSAEPVKKADKLLKIQLDLGTEKRQVVSGIAKFYSPEDLKGKKVICVTNLKPV
                     KLRGELSQGMILAGEENGVLSLASIDQNIPNGTKIK"
     gene            43746..44513
                     /locus_tag="BA_0037"
                     /old_locus_tag="BA0037"
                     /db_xref="Pathema:BA_0037"
     CDS             43746..44513
                     /locus_tag="BA_0037"
                     /old_locus_tag="BA0037"
                     /note="identified by match to protein family HMM PF01026;
                     match to protein family HMM TIGR00010"
                     /codon_start=1
                     /transl_table=11
                     /product="deoxyribonuclease, TatD family"
                     /protein_id="AAP24092.1"
                     /db_xref="Pathema:BA_0037"
                     /translation="MLFDTHSHLNAEQFEEDLQEVIARMKEAGVTYTVVVGFDEATIK
                     KAIELAEAYDFIYAAVGWHPVDAIDMTEEHLAWLEELASHPKVVALGEMGLDYHWDKS
                     PKEIQKEVFRKQITLAKKVKLPIIIHNRDATQDIVDILEEENAAEVGGIMHCFSGSVE
                     VAERCVDMNFLISLGGPVTFKNAKKPKEVATEIPLEKLLIETDCPYLTPHPFRGKRNE
                     PSYVKLVAEEIANLKGISYEEVAEITTKNAKALFGVE"
     gene            44728..45285
                     /gene="rnmV"
                     /locus_tag="BA_0038"
                     /old_locus_tag="BA0038"
                     /db_xref="Pathema:BA_0038"
     CDS             44728..45285
                     /gene="rnmV"
                     /locus_tag="BA_0038"
                     /old_locus_tag="BA0038"
                     /EC_number="3.1.26.8"
                     /note="identified by match to protein family HMM PF01751;
                     match to protein family HMM TIGR00334"
                     /codon_start=1
                     /transl_table=11
                     /product="ribonuclease M5"
                     /protein_id="AAP24093.1"
                     /db_xref="Pathema:BA_0038"
                     /translation="MKIKEIIVVEGKDDTVAIKRAVDADTIETNGSAIGDHVIEQVKL
                     ALQKRGVIIFTDPDYPGERIRKIISDKVPGCKHAFLPKEEALAKRKKGVGIEHASNES
                     IRRALENIHEEMEAYTSEISWSDLVDAGLVGGEMAKSRRERMGKLLKIGYTNAKQLHK
                     RLQMFQVSKESFAEAYKQVIQEERK"
     gene            45282..46160
                     /gene="ksgA"
                     /locus_tag="BA_0039"
                     /old_locus_tag="BA0039"
                     /db_xref="Pathema:BA_0039"
     CDS             45282..46160
                     /gene="ksgA"
                     /locus_tag="BA_0039"
                     /old_locus_tag="BA0039"
                     /EC_number="2.1.1.-"
                     /note="identified by similarity to EGAD:18456; match to
                     protein family HMM PF00398; match to protein family HMM
                     TIGR00755"
                     /codon_start=1
                     /transl_table=11
                     /product="dimethyladenosine transferase"
                     /protein_id="AAP24094.1"
                     /db_xref="Pathema:BA_0039"
                     /translation="MKDIATPNRTKDIVEKYGFSFKKSLGQNFLIDTNVLNRIVDHAE
                     IGSESGAIEIGPGIGALTEQLAKRAKKVVAFEIDQRLLPILDETLAPYGNVTVINKDV
                     LKADVHEVFSEQFEEGQDVMVVANLPYYITTPILFKLLEEKLPVRGFVVMMQKEVGDR
                     LAAKPGTKEYGSLSIAIQYYTEVETVMTVPRTVFVPQPNVDSAIIRLLKRPKPVVEVT
                     DETFFFEVVRASFAQRRKTLMNNLSNNLNGFPKDKELLDRILTEVGIDPKRRGETLSI
                     EEFATLSNALVLHKLS"
     gene            46271..47134
                     /locus_tag="BA_0040"
                     /old_locus_tag="BA0040"
                     /db_xref="Pathema:BA_0040"
     CDS             46271..47134
                     /locus_tag="BA_0040"
                     /old_locus_tag="BA0040"
                     /note="identified by similarity to EGAD:24564; match to
                     protein family HMM PF05582; match to protein family HMM
                     TIGR02855"
                     /codon_start=1
                     /transl_table=11
                     /product="yabG protein"
                     /protein_id="AAP24095.1"
                     /db_xref="Pathema:BA_0040"
                     /translation="MALHVGELVERYSHNRDILFRIIEIKGEIAILFGEEIRLVADAP
                     LEDLISIDQREHKKRAKREKETMERTYRLFQQDYVLMKQRHEHTSTGGYTSEVNYFQM
                     PGRVLHIDGDPLYLRKCLDLYNKIGVPVQGIHCKETEMHEKVVDLIDHFRPDILVITG
                     HDAYTKSKGVKGDLAAYRHSRHFVQAVREVRKKYPSLDQLVIFAGACQSHFEALIRAG
                     ANFASSPSRINIHALDPVYVVGKISFTSFMERVNVWDVVRNTITGEKGLGGIETRGIL
                     RTGLPFQHYEE"
     gene            47373..47633
                     /locus_tag="BA_0041"
                     /old_locus_tag="BA0041"
                     /db_xref="Pathema:BA_0041"
     CDS             47373..47633
                     /locus_tag="BA_0041"
                     /old_locus_tag="BA0041"
                     /note="identified by similarity to EGAD:13222; match to
                     protein family HMM PF06257"
                     /codon_start=1
                     /transl_table=11
                     /product="veg protein"
                     /protein_id="AAP24096.1"
                     /db_xref="Pathema:BA_0041"
                     /translation="MSKRLDEIKSELDHHLGQRLMLKANSGRRKTVEQSGVLAETYRS
                     VFVVQLDQQEDALQRVSYSYADVLTETVELTFYGEPHNEVIL"
     gene            47725..47904
                     /gene="sspF"
                     /locus_tag="BA_0042"
                     /old_locus_tag="BA0042"
                     /db_xref="Pathema:BA_0042"
     CDS             47725..47904
                     /gene="sspF"
                     /locus_tag="BA_0042"
                     /old_locus_tag="BA0042"
                     /note="identified by similarity to EGAD:12298"
                     /codon_start=1
                     /transl_table=11
                     /product="small, acid-soluble spore protein"
                     /protein_id="AAP24097.1"
                     /db_xref="Pathema:BA_0042"
                     /translation="MSRRRGVMSNQFKEELAKELGFYDVVQKEGWGGIRAKDAGNMVK
                     RAIEIAEQQLMKQNQ"
     gene            48101..48970
                     /gene="ispE"
                     /locus_tag="BA_0043"
                     /old_locus_tag="BA0043"
                     /db_xref="Pathema:BA_0043"
     CDS             48101..48970
                     /gene="ispE"
                     /locus_tag="BA_0043"
                     /old_locus_tag="BA0043"
                     /EC_number="2.7.1.148"
                     /note="identified by match to protein family HMM PF00288;
                     match to protein family HMM PF08544; match to protein
                     family HMM TIGR00154"
                     /codon_start=1
                     /transl_table=11
                     /product="4-(cytidine
                     5'-diphospho)-2-C-methyl-D-erythritol kinase"
                     /protein_id="AAP24098.1"
                     /db_xref="Pathema:BA_0043"
                     /translation="MKLLVKAPAKINLSLDVLGKRQDGYHEVKMIMTTIDLADRLELM
                     ELAEDRIEILSHNRYVPDDQRNLAYQAAKLLKEKFNVKKGVSITIEKTIPVAAGLAGG
                     SSDAAATLRGLNKLWNLGLTIDQLAELGAEIGSDVSFCVYGGTAIATGRGEQIEHIKT
                     PPSCWVILAKPHIGVFTADVYGNLKLNRVTHPNVDKMVDVINAGDYKGICDTVGNVLE
                     DVTFAMHPEVARIKAQMKRFGADAVLMSGSGPTVFGLVHHDSRMHRIYNGLKGFCEQV
                     YAVRLLGERETLE"
     gene            49025..49873
                     /gene="purR"
                     /locus_tag="BA_0044"
                     /old_locus_tag="BA0044"
                     /db_xref="Pathema:BA_0044"
     CDS             49025..49873
                     /gene="purR"
                     /locus_tag="BA_0044"
                     /old_locus_tag="BA0044"
                     /note="identified by similarity to SP:P37551; match to
                     protein family HMM PF00156; match to protein family HMM
                     PF09182; match to protein family HMM TIGR01743"
                     /codon_start=1
                     /transl_table=11
                     /product="pur operon repressor"
                     /protein_id="AAP24099.1"
                     /db_xref="Pathema:BA_0044"
                     /translation="MKIRRSTRLVDMTYYLLQNPRQLVSLTFFAERYQSAKSSISEDL
                     VIIKQTFEQQGVGTLQTIPGAAGGVKYIPYISEEEADLIIGELCSLFENPDRILPGGY
                     LYMTDLLSNPRHINGAGRLFASVFARQPIDAVMTVATKGIPLAYAVANYLDVPVVIAR
                     KDNKVTEGPTVSINYVSGSSKRIQTMTLAKRSLPEGSNVLIIDDFMKAGGTIQGMMSM
                     LEEFKANVVGIGVLVESTDIEERLINNFVSLIRLSEVDVKEKAIQVEKGNYSLAPFDE
                     GIVEAE"
     gene            49860..49979
                     /locus_tag="BA_0045"
                     /old_locus_tag="BA0045"
                     /db_xref="Pathema:BA_0045"
     CDS             49860..49979
                     /locus_tag="BA_0045"
                     /old_locus_tag="BA0045"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24100.1"
                     /db_xref="Pathema:BA_0045"
                     /translation="MRLSKKIKQIALSFFILFINYKIDGQTAFRALFLKSKNK"
     gene            49996..50370
                     /locus_tag="BA_0046"
                     /old_locus_tag="BA0046"
                     /db_xref="Pathema:BA_0046"
     CDS             49996..50370
                     /locus_tag="BA_0046"
                     /old_locus_tag="BA0046"
                     /note="identified by match to protein family HMM PF01042;
                     match to protein family HMM TIGR00004"
                     /codon_start=1
                     /transl_table=11
                     /product="putative endoribonuclease L-PSP"
                     /protein_id="AAP24101.1"
                     /db_xref="Pathema:BA_0046"
                     /translation="MKVVQTNNAPQAIGPYSQGIIVNNMFYSSGQIPLTASGELVAGD
                     VTVQTEQVFQNLQAVLEEAGASFDTVVKTTVFLKDMDDFNAVNEVYGSYFSAHKPARS
                     CVQVAKLPKDVSVEIEVIALVK"
     gene            50523..50816
                     /gene="spoVG"
                     /locus_tag="BA_0047"
                     /old_locus_tag="BA0047"
                     /db_xref="Pathema:BA_0047"
     CDS             50523..50816
                     /gene="spoVG"
                     /locus_tag="BA_0047"
                     /old_locus_tag="BA0047"
                     /note="identified by match to protein family HMM PF04026"
                     /codon_start=1
                     /transl_table=11
                     /product="stage V sporulation protein G"
                     /protein_id="AAP24102.1"
                     /db_xref="Pathema:BA_0047"
                     /translation="MEVTDVRLRRVNTEGRMRAIASITLDHEFVVHDIRVIDGNNGLF
                     VAMPSKRTPDGEFRDIAHPINSGTRSKIQDAVLTEYHRLGELEEVEFEEAGAS"
     gene            51139..52518
                     /gene="glmU"
                     /locus_tag="BA_0048"
                     /old_locus_tag="BA0048"
                     /db_xref="Pathema:BA_0048"
     CDS             51139..52518
                     /gene="glmU"
                     /locus_tag="BA_0048"
                     /old_locus_tag="BA0048"
                     /EC_number="2.7.7.23"
                     /EC_number="2.3.1.157"
                     /note="identified by match to protein family HMM PF00132;
                     match to protein family HMM PF00483; match to protein
                     family HMM TIGR01173"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-N-acetylglucosamine
                     diphosphorylase/glucosamine-1-phosphate
                     N-acetyltransferase"
                     /protein_id="AAP24103.1"
                     /db_xref="Pathema:BA_0048"
                     /translation="MSNRFAVILAAGKGTRMKSKLYKVLHPVCGKPMVQHVVDQVSQL
                     GLQKLVTVVGHGAEMVQEQLGNVSEFALQAEQLGTAHAVDQAAGVLANEEGTTLVICG
                     DTPLITAETMEALLQQHKEAGAMATVLTAYIEEPAGYGRIVRNENGHVEKIVEHKDAN
                     EKELAIKEINTGTYCFDNKALFASLSKVSNDNVQGEYYLPDVIEILKNEGHIVSAYQT
                     EHFDETLGVNDRVALSQAEIIMKNRINRKNMVNGVTIIDPSNTYISADAIIGSDTVLH
                     PGTIIEGNTVIGSDCEIGPHTVIRDSEIGDRTTIRQSTVHDSKLGTEVSVGPFAHIRP
                     DSVIGDEVRVGNFVEIKKTVFGNRSKASHLSYIGDAQVGEDVNLGCGSITVNYDGKNK
                     FKTVIGNGVFIGCNSNLVAPVTVEDGAYVAAGSTITENVPSKALSVARARQVNKEDYV
                     DQLLNKKKS"
     gene            52537..53490
                     /gene="prsA"
                     /locus_tag="BA_0049"
                     /old_locus_tag="BA0049"
                     /db_xref="Pathema:BA_0049"
     CDS             52537..53490
                     /gene="prsA"
                     /locus_tag="BA_0049"
                     /old_locus_tag="BA0049"
                     /EC_number="2.7.6.1"
                     /note="identified by similarity to SP:P14193; match to
                     protein family HMM PF00156; match to protein family HMM
                     TIGR01251"
                     /codon_start=1
                     /transl_table=11
                     /product="ribose-phosphate pyrophosphokinase"
                     /protein_id="AAP24104.1"
                     /db_xref="Pathema:BA_0049"
                     /translation="MSTQYLNSNLKVFSLNSNKELAEQIAKHIGVGLGKCSVDRFSDG
                     EVQINIEESIRGCDVFIIQSTSFPVNEHIMELLIMIDALKRASAKTINIVIPYYGYAR
                     QDRKARSREPITSKLVANLLETAGATRVITLDLHAPQIQGFFDIPIDHLMGVPILSDY
                     FETKGLKDIVIVSPDHGGVTRARKMADRLKAPIAIIDKRRPRPNVSEVMNIIGNIEGK
                     TAILIDDIIDTAGTITLAANALVENGASEVYACCTHPVLSGPAIERIQNSNIKELVVT
                     NSIVLPEEKKIDKVHELSVAPLIGEAIIRVYEEESVSVLFN"
     gene            53563..54123
                     /gene="spoVC"
                     /locus_tag="BA_0050"
                     /old_locus_tag="BA0050"
                     /db_xref="Pathema:BA_0050"
     CDS             53563..54123
                     /gene="spoVC"
                     /locus_tag="BA_0050"
                     /old_locus_tag="BA0050"
                     /EC_number="3.1.1.29"
                     /note="identified by match to protein family HMM PF01195;
                     match to protein family HMM TIGR00447"
                     /codon_start=1
                     /transl_table=11
                     /product="aminoacyl-tRNA hydrolase"
                     /protein_id="AAP24105.1"
                     /db_xref="Pathema:BA_0050"
                     /translation="MKLIVGLGNPGREYELTRHNIGFMAIDELAKRWNISLNEQKFKG
                     LFGAGFVNGEKVILLKPLTYMNLSGESIRPLMDYYKIDVEDFVVLYDDLDIPVGKLRL
                     RMKGSAGGHNGVKSTISHLGTQEFQRIRMGIDRPKNGMKVVDYVLGRFTSEEIPDVNH
                     SIEKAADACEEWLNKPFLQIMNTFNS"
     gene            54194..54418
                     /locus_tag="BA_0051"
                     /old_locus_tag="BA0051"
                     /db_xref="Pathema:BA_0051"
     CDS             54194..54418
                     /locus_tag="BA_0051"
                     /old_locus_tag="BA0051"
                     /note="identified by similarity to EGAD:13260"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24106.1"
                     /db_xref="Pathema:BA_0051"
                     /translation="MEGYYYCRHCGSNVGSVTAEKVYSDVLFQLTEQEVVEMIHFHEN
                     GNIYIKTICELCQETLASYPEYYEYEKFLQ"
     gene            54524..58054
                     /gene="mfd"
                     /locus_tag="BA_0052"
                     /old_locus_tag="BA0052"
                     /db_xref="Pathema:BA_0052"
     CDS             54524..58054
                     /gene="mfd"
                     /locus_tag="BA_0052"
                     /old_locus_tag="BA0052"
                     /EC_number="3.6.1.-"
                     /note="identified by match to protein family HMM PF00270;
                     match to protein family HMM PF00271; match to protein
                     family HMM PF02559; match to protein family HMM PF03461;
                     match to protein family HMM PF04851; match to protein
                     family HMM TIGR00580"
                     /codon_start=1
                     /transl_table=11
                     /product="transcription-repair coupling factor"
                     /protein_id="AAP24107.1"
                     /db_xref="Pathema:BA_0052"
                     /translation="MIGLLEQFYKNEEIQSVINGLEDGLKEQLVSGMATSSRSFLMAA
                     LYKKTKKSQLIVTHNLYQAQKVHEDLVALLGEKDVWLYPVNELIASELGVASPELKAQ
                     RIEVLNRLAAGEHGIIVAPVAGLRRFLPMKELWKQRQIEISLGQEIDLDTFLHTLHHI
                     GYERKSMVEAPGEFSLRGGILDIYPLTEELPFRIEFFDTEVDSIRLFDVDEQRSQDKK
                     ESVRFGPATEFLFSQEELKSGIKHLEEGLTKTMQKLSDDKLKTTVLETVSHEIEMLKN
                     GQSIEQMFKYLSIFYNEPASLIDYLPEDGVVILDEISRIQETASHLESEEAEWYISLL
                     GEGTIIQDLSFSHSFEEFLHHKKRSFVYLTLFLRHIAHTHPQNIVNVTCKTMQDFHGQ
                     MQLLKTEIDRWNEGHFTTVVLGTDDERVKKLQHILSDYDIDADIVEGTDILLPGRLQI
                     AVGDLHAGFEMPMQKLVVITEKELFHKKVKKSQRKQKLSNAERIKSYSELKVGDYVVH
                     VNHGIGKFLGIETLEINGVHKDYLNIKYQGNDKLYVPIEQIDQVQKYVGSEGKDPKVY
                     KLGGNDWKKVKTKVEKSVQDIADDLIKLYAEREASKGYAYTPDTAEQQEFESSFPYQE
                     TEDQLRSIEEIKKDMERGRPMDRLLCGDVGYGKTEVAIRAAFKAIMDEKQVAILVPTT
                     ILAQQHYETIRERFQDYPINIGLLSRFRTRKQQNETIKGLKDGTVDIVIGTHRILSKD
                     VTYKDLGLLIIDEEQRFGVTHKEKIKQLKANVDVLTLTATPIPRTLHMSMLGVRDLSV
                     IETPPENRFPVQTYVVEYNPALMREAIERELARGGQVYFLYNRVEDIERKADEISMLV
                     PDARVTYAHGKMNESELESVMLSFLEGQHDVLVSTTIIETGVDIPNVNTLIVFDADRM
                     GLSQLYQLRGRVGRSNRVAYAYFAYKRDKVLSEVAEKRLQAIKEFTELGSGFKIAMRD
                     LSIRGAGNLLGAEQHGFIDSVGFDLYSQMLKDAIEQRRGTDGVENTVNVEIDLEVDAY
                     LPDAYISDSKQKIMMYKQFRGVSAIEDIEELQEEMIDRFGDYPQEVGYLLQIANIKVL
                     AMKEQIELIKQNKFEVTILFSEQASQNIDGGKLFMLGNSFGRMIGLGMEGSQLKIVMK
                     TNGLETSKWLTIAENLLKGLPDVKKEVINA"
     gene            58190..58726
                     /gene="spoVT"
                     /locus_tag="BA_0053"
                     /old_locus_tag="BA0053"
                     /db_xref="Pathema:BA_0053"
     CDS             58190..58726
                     /gene="spoVT"
                     /locus_tag="BA_0053"
                     /old_locus_tag="BA0053"
                     /note="identified by match to protein family HMM PF04014;
                     match to protein family HMM TIGR01439; match to protein
                     family HMM TIGR02851"
                     /codon_start=1
                     /transl_table=11
                     /product="stage V sporulation protein T"
                     /protein_id="AAP24108.1"
                     /db_xref="Pathema:BA_0053"
                     /translation="MKATGIVRRIDDLGRVVIPKEIRRTLRIREGDPLEIFVDRDGEV
                     ILKKYSPISELGDFAKEYAEALYDSLGHNVLVCDRDSIIAVSGVSKKEYLNKSVGDLI
                     EKTMEERKSVIMTDESDVSIIDGVTEKVHSYTVGPIVANGDPIGAVIIFSKEAIISEI
                     EHKAVNTAASFLAKQMEQ"
     gene            58957..60558
                     /locus_tag="BA_0054"
                     /old_locus_tag="BA0054"
                     /db_xref="Pathema:BA_0054"
     CDS             58957..60558
                     /locus_tag="BA_0054"
                     /old_locus_tag="BA0054"
                     /note="identified by similarity to SP:Q00758; match to
                     protein family HMM PF01554; match to protein family HMM
                     PF01943; match to protein family HMM PF03023"
                     /codon_start=1
                     /transl_table=11
                     /product="polysaccharide synthase family protein"
                     /protein_id="AAP24109.1"
                     /db_xref="Pathema:BA_0054"
                     /translation="MESKKYQAFWRGAIILTIASFVTKVLSAFYRIPYQNIAGDIGFY
                     IYQQIYPFYGFCLILATYGFPIIISKMVAERLERGKKQEAEEIICVSFWFLLGIGFIG
                     FFTLFFGAEVIATAMGDIHLDKLLRVISFSFILMPFLSVARGYFQGFNNMVPTAVSQV
                     IEQTIRVSIIVFLSLFLIAHEFDLYTVGAGAMLGSIAGGLIGIIVLILYMRHDFRSIF
                     FKSVKRIKGKKKIIKILFWQGLAICVSNLVLIFIQMADSVSFYSLLIGAGEPAESAKV
                     LKGVYDRSIPLMQLGTVVTTSFSLSLIPIITAAKERGDLTFIREKVRLAMKITFVIGF
                     AAAIGLTCIIQPTNIMLFENSDGSDVLSILSLSILFSSLSITTASILQGLGQTLKPAI
                     FVVFGGCLKLVLNYILMPYFGAKGAAIATLVALIVISVLNSMLLMRAVSESLIDKRNM
                     LGIVISGFSMGFVLIMFMRVLQMSGLVMDTSHRGVATFEALLGVAIGGLAYMFLILKL
                     RVFTKAEIGTVMKKEKKEGSLKKSG"
     gene            60571..62031
                     /locus_tag="BA_0055"
                     /old_locus_tag="BA0055"
                     /db_xref="Pathema:BA_0055"
     CDS             60571..62031
                     /locus_tag="BA_0055"
                     /old_locus_tag="BA0055"
                     /note="identified by match to protein family HMM PF00590;
                     match to protein family HMM PF03819; match to protein
                     family HMM TIGR00444"
                     /codon_start=1
                     /transl_table=11
                     /product="tetrapyrrole methylase family protein/MazG
                     family protein"
                     /protein_id="AAP24110.1"
                     /db_xref="Pathema:BA_0055"
                     /translation="MSGIITILGLGAGELDQLTMGVYRKIKEADHMFVRTKEHPVIEE
                     LEKEGIQYTAFDNVYEAHDTFEIVYETIANTLIEKAEGTEIIYAVPGHPLVAERTVQL
                     LLEKGEVANIEVRIEGGQSFLDPMFASLKIDPIEGFQLIDATSFERGQLELRQHLIFC
                     QVYDAFVASDVKLTLMEMLPDDYEVYIVTAAGTSFEQVKKVPLYMLDHETELNNLTSV
                     YVPPVQERASLYQQFDVLREIIADLRGPNGCPWDKKQTHQSLKKYLIEEAYEVLEAID
                     EEDDDHLVEELGDILLQVMLHAQIGEDEGWFSIDDIIRTLSEKMVRRHPHVFGNTDVD
                     NADEVIANWEEIKKQEKGFVKESVLDGVPKSLPQLLRAYEIQKKAGKVGFDWVDVQPM
                     IEKALEEWQEFQQEVTNMDEAKMLSEFGDLLFAFVNIARHYKIDPEEALHSTNEKFVG
                     RFLYMEAKVAEMNKEMQDLSLEQLDVLWEEAKQTER"
     gene            62046..62321
                     /locus_tag="BA_0056"
                     /old_locus_tag="BA0056"
                     /db_xref="Pathema:BA_0056"
     CDS             62046..62321
                     /locus_tag="BA_0056"
                     /old_locus_tag="BA0056"
                     /note="identified by similarity to OMNI:SA0550; match to
                     protein family HMM PF01479"
                     /codon_start=1
                     /transl_table=11
                     /product="S4 domain protein"
                     /protein_id="AAP24111.1"
                     /db_xref="Pathema:BA_0056"
                     /translation="MRLDKFLKVSRLIKRRTLAKEVADQGRISINGQVAKASSDVKVA
                     DELTIRFGQKIVTVKINELKETTKKEDAANMYSLVREEKVKAEEGLF"
     gene            62380..62688
                     /gene="yabP"
                     /locus_tag="BA_0057"
                     /old_locus_tag="BA0057"
                     /db_xref="Pathema:BA_0057"
     CDS             62380..62688
                     /gene="yabP"
                     /locus_tag="BA_0057"
                     /old_locus_tag="BA0057"
                     /note="identified by match to protein family HMM PF07873;
                     match to protein family HMM TIGR02892"
                     /codon_start=1
                     /transl_table=11
                     /product="sporulation protein YabP"
                     /protein_id="AAP24112.1"
                     /db_xref="Pathema:BA_0057"
                     /translation="MNNGYSPMSSNQQNVSVEHDIIMRGRRVIDITGVKQVESFDSEE
                     FLLETVMGFLTIRGQNLQMKNLDVEKGVVSIKGKVHEMLYIDENQGEKTKGFFSKLFK
                     "
     gene            62685..63338
                     /gene="yabQ"
                     /locus_tag="BA_0058"
                     /old_locus_tag="BA0058"
                     /db_xref="Pathema:BA_0058"
     CDS             62685..63338
                     /gene="yabQ"
                     /locus_tag="BA_0058"
                     /old_locus_tag="BA0058"
                     /note="identified by match to protein family HMM PF09578;
                     match to protein family HMM TIGR02893"
                     /codon_start=1
                     /transl_table=11
                     /product="spore cortex biosynthesis protein YabQ"
                     /protein_id="AAP24113.1"
                     /db_xref="Pathema:BA_0058"
                     /translation="MSLTIQLYTMLSMIGMGAWIGASLDTYQRFLKRQERKRWLVFIH
                     DILFWIVQALFVFYVLLLVNEAELRIYVFLALLCGFAAYQSLLKAIYMRLLNFLIYIF
                     VQTTHFFVQIIKLLMIKPVIIIAQLFIAFILFLFRILLSIGHVLWKMVIWILLFIWKV
                     FFWPVRFIASLIWKLLPNRVKLFIMKHVGFLQYIAKLKGHIFQLWERIKKKLGGPRK"
     gene            63335..63694
                     /gene="divIC1"
                     /locus_tag="BA_0059"
                     /old_locus_tag="BA0059"
                     /db_xref="Pathema:BA_0059"
     CDS             63335..63694
                     /gene="divIC1"
                     /locus_tag="BA_0059"
                     /old_locus_tag="BA0059"
                     /note="identified by match to protein family HMM PF04977"
                     /codon_start=1
                     /transl_table=11
                     /product="cell division protein DivIC"
                     /protein_id="AAP24114.1"
                     /db_xref="Pathema:BA_0059"
                     /translation="MRELRQRTIEKQSPNPVKEHIIQTDENRKRLYRRLAVFLVFAFT
                     IIASISVTFYQQNSSIKAKEAKVKDMKKELDSLTNKEKSLKDEVQKLNDEEYVLKIAR
                     RDYFFSGKGEIIFPVSK"
     gene            63782..64264
                     /locus_tag="BA_0060"
                     /old_locus_tag="BA0060"
                     /db_xref="Pathema:BA_0060"
     CDS             63782..64264
                     /locus_tag="BA_0060"
                     /old_locus_tag="BA0060"
                     /note="identified by similarity to EGAD:20846; match to
                     protein family HMM PF00575"
                     /codon_start=1
                     /transl_table=11
                     /product="S1 RNA binding domain protein"
                     /protein_id="AAP24115.1"
                     /db_xref="Pathema:BA_0060"
                     /translation="MSIEVGSKLQGKVTGITNFGAFVELPEGLTGLVHISEVADNYVK
                     DINDHLKVGDQVEVKVINVEKDGKIGLSIKKAKEREKTEGDRPRGEYQRGGDQQRSGR
                     PQRNRSFNRDNRGGGNDRAPKETFEQKMARFLKDSEDRLTSLKRNTESKRGGRGARRG
                     "
     gene            64425..64498
                     /locus_tag="BA_5750"
     tRNA            64425..64498
                     /locus_tag="BA_5750"
                     /product="tRNA-Met"
     gene            64512..64583
                     /locus_tag="BA_5751"
     tRNA            64512..64583
                     /locus_tag="BA_5751"
                     /product="tRNA-Glu"
     gene            64936..67314
                     /gene="spoIIE"
                     /locus_tag="BA_0061"
                     /old_locus_tag="BA0061"
                     /db_xref="Pathema:BA_0061"
     CDS             64936..67314
                     /gene="spoIIE"
                     /locus_tag="BA_0061"
                     /old_locus_tag="BA0061"
                     /EC_number="3.1.3.16"
                     /note="identified by similarity to SP:P37475; match to
                     protein family HMM PF07228; match to protein family HMM
                     TIGR02865"
                     /codon_start=1
                     /transl_table=11
                     /product="stage II sporulation protein E"
                     /protein_id="AAP24116.1"
                     /db_xref="Pathema:BA_0061"
                     /translation="MKFEQVFFRWGFIIVVIGFLLGRAYILTNILPFALPFFAAVYVM
                     KRDKMPLAFLALMGGALSVSIDNLFFTFASIFTFFIYNIFFSRFTRKTVGLVPFQVFI
                     SALTAHLVVVYFAQQTVTMYDLLVSTIEAGLSFVLTMIFLQSVPLLVERKGKQQALET
                     EEIVCLIILLASVLTGTTDWFVYDASIQHIFTRYLVLVFAFIAGAATGSTVGVVTGLI
                     LSLANVSSLSQLSLLAFSGLLGGLLKEGKRIGVSLGLLIGTSLITLYVDKQTNIVTTL
                     IESGVAIAFFLLTPKLVMDRIAKFMPGTQEHSQDQQQYLRRMRDVTANKINQFANVFA
                     ALSNSFSVYGYVEEEDKETEADLFLSTITAKTCQTCFKKDQCWVVNFDKTYDYMKQIM
                     SETEEGTLQHNRKLVREWDKHCVRGKKVTDLVAGELDHFYEGQKLRKQMKENRRIVAE
                     QLLGVSKVMEDFAKEIQRERENHQVQEEQILQAFRDFGVEIEHVDIYCLDRGSIDIEM
                     LIPVASNEHGECEKLVAPMLSDILKENIVVKHEEKSSYPNGHSLISFGSAKTYSLDTG
                     LATAAKGGGFVSGDSYAMMDLSVGKYALAISDGMGNGQRAHMESKETVKLLQKILQSG
                     IDEEIAIKSINSILSLRTTEEMFTTLDLAMVDLRDASAKFLKIGSTPSFVKRANNILK
                     IEASNLPMGIIEDVEVDVVGEQLKTGDILIMMSDGIFEGAQHVENHELWMKRKIKELQ
                     TEDPQEIADIIMEEVIRSGDGYINDDMTIVVAKVKKNMPKWATIPIVGMQAQ"
     gene            67548..68978
                     /gene="tilS"
                     /locus_tag="BA_0062"
                     /old_locus_tag="BA0062"
                     /db_xref="Pathema:BA_0062"
     CDS             67548..68978
                     /gene="tilS"
                     /locus_tag="BA_0062"
                     /old_locus_tag="BA0062"
                     /EC_number="6.-.-.-"
                     /note="identified by similarity to GP:467456; match to
                     protein family HMM PF01171; match to protein family HMM
                     PF06508; match to protein family HMM TIGR02432; match to
                     protein family HMM TIGR02433"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA(Ile)-lysidine synthetase"
                     /protein_id="AAP24117.1"
                     /db_xref="Pathema:BA_0062"
                     /translation="MKDTFVEKVDDFVRQHDVLKERSTIVVGVSGGPDSLALLYYLLE
                     KRAAKQFEIVVAHVDHMFRGDESHEDLQFVQDLCKGLGVICETIRINVSQYQKQYGMN
                     AQVAARECRYAFLERIMKKYDARYVALGHHGDDQVETILMRLVRGSTPKGYAGIAVKR
                     PFHNGYLIRPLLGVTKEEIVNYCNELKIIPRIDPSNKKEVYTRNRLRKYVLPHLKEEN
                     PQVHEKFQKFSMQMQEDEAYLQELAFEKMNKVITKKSDKQISLSIPTFESMSMPLQRR
                     GIQLILNYLYEYKIPSSLSSIHIDKVIEFFKRTQPSGSLDFPGDLKIVRAYEECSFGF
                     KQEIVSPFLQDLSVPGTITLSNGDKLVTEVSEDIPSDMNETVFVAKYNDISYPIRIRS
                     RENGDRMSIQGMNGTKKIKAIFIEAKVPREKREEWPVVCDASGNIIWLPLLKRSAFAI
                     SKETAKKDKYMIIHYKSKESSGRIMK"
     gene            68975..69517
                     /gene="hpt1"
                     /locus_tag="BA_0063"
                     /old_locus_tag="BA0063"
                     /db_xref="Pathema:BA_0063"
     CDS             68975..69517
                     /gene="hpt1"
                     /locus_tag="BA_0063"
                     /old_locus_tag="BA0063"
                     /EC_number="2.4.2.8"
                     /note="identified by match to protein family HMM PF00156;
                     match to protein family HMM TIGR01203"
                     /codon_start=1
                     /transl_table=11
                     /product="hypoxanthine phosphoribosyltransferase"
                     /protein_id="AAP24118.1"
                     /db_xref="Pathema:BA_0063"
                     /translation="MMNQDIEKVLISEEQIQEKVLELGAIIAEDYKNTVPLAIGVLKG
                     AMPFMADLLKRTDTYLEMDFMAVSSYGHSTVSTGEVKILKDLDTSVEGRDILIVEDII
                     DSGLTLSYLVDLFKYRKAKSVKIVTLLDKPTGRKVDLKADYVGFTVPHEFVVGYGLDY
                     KEQYRNLPYVGVLKPSVYSN"
     gene            69603..71504
                     /gene="ftsH"
                     /locus_tag="BA_0064"
                     /old_locus_tag="BA0064"
                     /db_xref="Pathema:BA_0064"
     CDS             69603..71504
                     /gene="ftsH"
                     /locus_tag="BA_0064"
                     /old_locus_tag="BA0064"
                     /EC_number="3.4.24.-"
                     /note="identified by match to protein family HMM PF00004;
                     match to protein family HMM PF01434; match to protein
                     family HMM PF06480; match to protein family HMM PF07728;
                     match to protein family HMM TIGR01241"
                     /codon_start=1
                     /transl_table=11
                     /product="cell division protein FtsH"
                     /protein_id="AAP24119.1"
                     /db_xref="Pathema:BA_0064"
                     /translation="MNRIFRNTIFYLLIFLVVIGIVSYFNGSTQKTTSVSYDKFITKL
                     EKGEVRNVQLQPKNGVFEVKGQFNNSSQGEQFVTYAPNTEELQKKINDKAQGAEVKYQ
                     PAEETSAWVTFFTSIIPFVIIFILFFFLLNQAQGGGSRVMNFGKSKAKLYNDEKKKVR
                     FRDVAGADEEKQELVEVVEFLKDPRKFAEVGARIPKGVLLVGPPGTGKTLLARAVAGE
                     AGVPFFSISGSDFVEMFVGVGASRVRDLFENAKKNAPCIIFIDEIDAVGRQRGAGLGG
                     GHDEREQTLNQLLVEMDGFGANEGIIIIAATNRPDILDPALLRPGRFDRQITVDRPDV
                     NGREAVLKVHARNKPLDENINLRAIATRTPGFSGADLENLLNEAALVAARQDKKKIDM
                     SDIDEATDRVIAGPAKKSRVISEKERNIVAFHEAGHTVIGVVLDEADVVHKVTIVPRG
                     QAGGYAVMLPKEDRYFMTKPELLDKITGLLGGRVAEEIVFGEVSTGAHNDFQRATGIA
                     RRMVTEFGMSDKLGPMQFGSSQGGQVFLGRDFHSEQNYSDAIAHEIDMEMQTIMKECY
                     ARAKQILTDNRDKLDLIAKTLLEVETLDAEQINHLCDYGRLPERPTSSADVKVNINMK
                     KDDEESEDK"
     gene            71729..72517
                     /locus_tag="BA_0065"
                     /old_locus_tag="BA0065"
                     /db_xref="Pathema:BA_0065"
     CDS             71729..72517
                     /locus_tag="BA_0065"
                     /old_locus_tag="BA0065"
                     /note="identified by similarity to GP:11066275; match to
                     protein family HMM PF03309; match to protein family HMM
                     TIGR00671"
                     /codon_start=1
                     /transl_table=11
                     /product="putative transcriptional activator, Baf family"
                     /protein_id="AAP24120.1"
                     /db_xref="Pathema:BA_0065"
                     /translation="MIFVLDVGNTNAVLGVFEEGELRQHWRMETDRHKTEDEYGMLVK
                     QLLEHEGLSFEDVKGIIVSSVVPPIMFALERMCEKYFKIKPLVVGPGIKTGLNIKYEN
                     PREVGADRIVNAVAGIHLYGSPLIIVDFGTATTYCYINEEKHYMGGVITPGIMISAEA
                     LYSRAAKLPRIEITKPSSVVGKNTVSAMQSGILYGYVGQVEGIVKRMKEEAKQEPKVI
                     ATGGLAKLISEESNVIDVVDPFLTLKGLYMLYERNANLQHEKGE"
     gene            72524..73399
                     /gene="hslO"
                     /locus_tag="BA_0066"
                     /old_locus_tag="BA0066"
                     /db_xref="Pathema:BA_0066"
     CDS             72524..73399
                     /gene="hslO"
                     /locus_tag="BA_0066"
                     /old_locus_tag="BA0066"
                     /note="identified by match to protein family HMM PF01430"
                     /codon_start=1
                     /transl_table=11
                     /product="chaperonin, 33 kDa"
                     /protein_id="AAP24121.1"
                     /db_xref="Pathema:BA_0066"
                     /translation="MKDYLVKALAFDGEVRAYSVRTTNTVSEAQRRHDTWRTASAALG
                     RSLTAGTMMGAMLKGDQKLTIKVEGNGPIGPILVDAHANGDVRGYVTNPHVDFEGTEQ
                     GKLRVYQAVGTEGFVTVIKDIGMREPFIGQSPIVSGELGEDFTYYFAVSEQTPSSVGV
                     GVLVNGDDSILAAGGFILQIMPGAQEETISFIEERLQKIPPVSTLIEQGLSPEELLYA
                     VLGEDKVKVLETMDVQFNCTCSRERIESVLISLGKTELEQVREEEEETEVHCHFCNER
                     YKFSKEDITNLIENL"
     gene            73504..74427
                     /gene="cysK1"
                     /locus_tag="BA_0067"
                     /old_locus_tag="BA0067"
                     /db_xref="Pathema:BA_0067"
     CDS             73504..74427
                     /gene="cysK1"
                     /locus_tag="BA_0067"
                     /old_locus_tag="BA0067"
                     /EC_number="2.5.1.47"
                     /note="identified by similarity to SP:P37887; match to
                     protein family HMM PF00291; match to protein family HMM
                     TIGR01136; match to protein family HMM TIGR01139"
                     /codon_start=1
                     /transl_table=11
                     /product="cysteine synthase A"
                     /protein_id="AAP24122.1"
                     /db_xref="Pathema:BA_0067"
                     /translation="MRVAQSVSELIGKTPIVKLNRIVESDSADIYLKLEFMNPGSSVK
                     DRIALAMIEDAEKKGLLKEGDTIIEPTSGNTGIGLAMVAAAKGYKAILVMPETMSVER
                     RNLLRAYGAELVLTPGPEGMGGAIRQATELAKEHGYFIPQQFKNQSNPEIHRLTTGPE
                     IVEQMGDQLDAFIAGIGTGGTITGAGEVLKEAYKDIKIYAVEPADSPVLSGGKPGPHK
                     IQGIGAGFVPETLDVEVYDEIIQVKTEQAFEYARRVAKEEGILVGISSGAVIYAATEV
                     AKKLGKGKKVLVIIPSNGERYLSTPLYQFES"
     gene            74648..76045
                     /gene="pabB"
                     /locus_tag="BA_0068"
                     /old_locus_tag="BA0068"
                     /db_xref="Pathema:BA_0068"
     CDS             74648..76045
                     /gene="pabB"
                     /locus_tag="BA_0068"
                     /old_locus_tag="BA0068"
                     /EC_number="2.6.1.85"
                     /note="aminodeoxychorismate synthase; identified by match
                     to protein family HMM PF00425; match to protein family HMM
                     PF04715"
                     /codon_start=1
                     /transl_table=11
                     /product="para-aminobenzoate synthase, component I"
                     /protein_id="AAP24123.1"
                     /db_xref="Pathema:BA_0068"
                     /translation="MQRRKSLALSIPYQLDFFKQYKFLSKDKPQHILLESGRGGRYNI
                     VGLNPVAVIRGKGEALHISESGKETIKQGNPLDLMQEYMERWKTDYNPEYPPFQGGAI
                     GYFSYDCIRYIEKLPSLAEDDINIPDIFFLLFDDVFVYDQKEKVLWIITHYVDKHEEA
                     KERLNEWKILWATEAPEVTIPFACPEKKNEAVAFTEESFMKAVECIQEYIGAGDVFQV
                     NLSTRQERTLQTHPLEIYTSLREINPSPYMGYLELGDFQIVSGSPELLIKKQGTEVST
                     RPIAGTRSRGANEQEDEELARELIENEKERAEHVMLVDLERNDLGRVCKYGTVEVDEF
                     MVIEKYSHVMHIVSNVRGEVEEDKDAFDLVKAVFPGGTITGAPKIRTMEIIEELEPVR
                     RGIYTGSIGWIGYSGDTELNIVIRTLLAKDGKAHVQAGAGIVIDSNPENEYKESLKKA
                     IALWRAKERSEETVR"
     gene            76051..76638
                     /gene="pabA"
                     /locus_tag="BA_0069"
                     /old_locus_tag="BA0069"
                     /db_xref="Pathema:BA_0069"
     CDS             76051..76638
                     /gene="pabA"
                     /locus_tag="BA_0069"
                     /old_locus_tag="BA0069"
                     /EC_number="4.1.3.27"
                     /note="identified by similarity to SP:P28819; match to
                     protein family HMM PF00117; match to protein family HMM
                     TIGR00566"
                     /codon_start=1
                     /transl_table=11
                     /product="para-aminobenzoate synthase, glutamine
                     amidotransferase component"
                     /protein_id="AAP24124.1"
                     /db_xref="Pathema:BA_0069"
                     /translation="MILMIDNYDSFTFNLVQFLGELGQELVVKRNDEVTISDIENMKP
                     DFLMISPGPCSPNEAGISMDVIRYFAGKIPIFGVCLGHQSIAQVFGGEVVRAERLMHG
                     KTSPMHHDGKTIFSDIPNPFTATRYHSLIVKKETLPDCLEVTSWTEEGEIMALRHTTL
                     PIEGVQFHPESIMTSHGKELLQNFIRKYSPSVTSC"
     gene            76632..77504
                     /gene="pabC"
                     /locus_tag="BA_0070"
                     /old_locus_tag="BA0070"
                     /db_xref="Pathema:BA_0070"
     CDS             76632..77504
                     /gene="pabC"
                     /locus_tag="BA_0070"
                     /old_locus_tag="BA0070"
                     /note="identified by similarity to OMNI:NTL01BS00076;
                     match to protein family HMM PF01063"
                     /codon_start=1
                     /transl_table=11
                     /product="4-amino-4-deoxychorismate lyase PabC"
                     /protein_id="AAP24125.1"
                     /db_xref="Pathema:BA_0070"
                     /translation="MLIYVNGQYVKSSEARISPYDHGYLYGLGVFETFRIYNGHPFLL
                     DDHYDRLIDALDTLQIKWTMTKDEVLLILKNLLIKNKLENAYVRFNVSAGIDEIGLQT
                     EMYEEPSVIVFIKPLAAPGEVAEKEGVVLKQVRNTPEGAARLKSHHYLNNILGKREIG
                     NVVNKEGIFLTETGYVAEGIVSNLFFVKGDILYTPSLETGILNGITRAFIIKVAEELG
                     IKVKEGFFTKDELLSADEVFVTNSIQEIVPLNRIEERDFPGKVGMVTKRFINLYEMQR
                     EKLWSRNELRRGDV"
     gene            77497..78339
                     /gene="folP"
                     /locus_tag="BA_0071"
                     /old_locus_tag="BA0071"
                     /db_xref="Pathema:BA_0071"
     CDS             77497..78339
                     /gene="folP"
                     /locus_tag="BA_0071"
                     /old_locus_tag="BA0071"
                     /EC_number="2.5.1.15"
                     /note="identified by match to protein family HMM PF00809;
                     match to protein family HMM TIGR01496"
                     /codon_start=1
                     /transl_table=11
                     /product="dihydropteroate synthase"
                     /protein_id="AAP24126.1"
                     /db_xref="Pathema:BA_0071"
                     /translation="MCSLKWDYDLRCGEYTLNLNEKTLIMGILNVTPDSFSDGGSYNE
                     VDAAVRHAKEMRDEGAHIIDIGGESTRPGFAKVSVEEEIKRVVPMIQAVSKEVKLPIS
                     IDTYKAEVAKQAIEAGAHIINDIWGAKAEPKIAEVAAHYDVPIILMHNRDNMNYRNLM
                     ADMIADLYDSIKIAKDAGVRDENIILDPGIGFAKTPEQNLEAMRNLEQLNVLGYPVLL
                     GTSRKSFIGHVLDLPVEERLEGTGATVCLGIEKGCEFVRVHDVKEMSRMAKMMDAMIG
                     KGVK"
     gene            78340..78702
                     /gene="folB"
                     /locus_tag="BA_0072"
                     /old_locus_tag="BA0072"
                     /db_xref="Pathema:BA_0072"
     CDS             78340..78702
                     /gene="folB"
                     /locus_tag="BA_0072"
                     /old_locus_tag="BA0072"
                     /EC_number="4.1.2.25"
                     /note="identified by similarity to SP:P28823; match to
                     protein family HMM PF02152; match to protein family HMM
                     TIGR00525; match to protein family HMM TIGR00526"
                     /codon_start=1
                     /transl_table=11
                     /product="dihydroneopterin aldolase"
                     /protein_id="AAP24127.1"
                     /db_xref="Pathema:BA_0072"
                     /translation="MDKIYIHDMEFYGYHGVFPEENKLGQRFKVDLTVELDLKRAGES
                     DDLEHSVNYGELFELCRKVVEDRTYKLVESIAENIATDILKQYESISRCTIKVIKPDP
                     PIPGHYRAVAVEITRERP"
     gene            78699..79214
                     /gene="folK"
                     /locus_tag="BA_0073"
                     /old_locus_tag="BA0073"
                     /db_xref="Pathema:BA_0073"
     CDS             78699..79214
                     /gene="folK"
                     /locus_tag="BA_0073"
                     /old_locus_tag="BA0073"
                     /EC_number="2.7.6.3"
                     /note="identified by similarity to SP:P29252; match to
                     protein family HMM PF01288; match to protein family HMM
                     TIGR01498"
                     /codon_start=1
                     /transl_table=11
                     /product="2-amino-4-hydroxy-6-
                     hydroxymethyldihydropteridine diphosphokinase"
                     /protein_id="AAP24128.1"
                     /db_xref="Pathema:BA_0073"
                     /translation="MNNIAYIALGSNIGERYTYLTEAIQFLNKNPYIKVEDVSSVYET
                     EPVGYTDQSCFLNLVIKISTNLSPQELLKVTQKVENDLGRKREIRWGPRTIDLDILLY
                     NQENIEAENLIVPHPRMFERAFVIVPLLEINQDIKQNISRSQVEEMKRREGVTVWKQK
                     NGEDAFVLFEN"
     gene            79166..79369
                     /locus_tag="BA_0074"
                     /old_locus_tag="BA0074"
                     /db_xref="Pathema:BA_0074"
     CDS             79166..79369
                     /locus_tag="BA_0074"
                     /old_locus_tag="BA0074"
                     /note="identified by match to protein family HMM PF01381"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein"
                     /protein_id="AAP24129.1"
                     /db_xref="Pathema:BA_0074"
                     /translation="MEAEKWGRRIRAFRKLKGYTQEGFAKELGVSVSVLGEVERGNRS
                     PSQDFVVEVAKALKVSIDELMPK"
     gene            79372..80391
                     /locus_tag="BA_0075"
                     /old_locus_tag="BA0075"
                     /db_xref="Pathema:BA_0075"
     CDS             79372..80391
                     /locus_tag="BA_0075"
                     /old_locus_tag="BA0075"
                     /note="identified by match to protein family HMM PF01180;
                     match to protein family HMM PF01207; match to protein
                     family HMM TIGR00737"
                     /codon_start=1
                     /transl_table=11
                     /product="putative TIM-barrel protein, NifR3 family"
                     /protein_id="AAP24130.2"
                     /db_xref="Pathema:BA_0075"
                     /translation="MKEGVNRVLKIANIEMKNPVVLAPMAGVCNSAFRLTVKEFGAGL
                     VCAEMVSDKAILLNNKRTLDMLYIDEREKPLSLQIFGGEKETLVDAAKYVDQYTTADI
                     IDINMGCPVPKIVKCDAGAKWLLDPNKIYEMVAAVVDAVEKPVTVKMRIGWDEDHIFA
                     IENAKAVERAGGQVVAVHGRTRVQMYEGKADWDIIKQVKQAVNIPVIGNGDVATPQDA
                     KRMLDEIGVDGVMIGRAALGDPWMIYRTVKYLETGELMPEPTVREKIDVCMLHLDRLI
                     DLKNESVAVREMRKHAAWYLKGIRGNANVRNGINACNTREDLANVLGVFVEEVEAKQQ
                     TIHVG"
     gene            80551..82050
                     /gene="lysS"
                     /locus_tag="BA_0076"
                     /old_locus_tag="BA0076"
                     /db_xref="Pathema:BA_0076"
     CDS             80551..82050
                     /gene="lysS"
                     /locus_tag="BA_0076"
                     /old_locus_tag="BA0076"
                     /EC_number="6.1.1.6"
                     /note="identified by similarity to SP:P37477; match to
                     protein family HMM PF00152; match to protein family HMM
                     PF01336; match to protein family HMM TIGR00499"
                     /codon_start=1
                     /transl_table=11
                     /product="lysine--tRNA ligase"
                     /protein_id="AAP24131.1"
                     /db_xref="Pathema:BA_0076"
                     /translation="MDNMNHEELNDQLLVRREKLHNLREQGIDPFGKRFERTNATNDL
                     LSLYGEFSKEELEEKEISVSIAGRIMTKRGKGKAGFAHIQDLHGQVQIYVRKDAVGDE
                     EYELFKTADLGDLVGIEGKVFKTNVGELSVKATGFTLLTKSLRPLPDKYHGLKDVEQR
                     YRQRYLDLITSMESRETFVTRSKIIREMRRYLDDNGYLEVETPMMHAIAGGASARPFI
                     THHNALDMELYMRIAIELHLKRLIVGGLEKVYEIGRVFRNEGVSTRHNPEFTMIELYE
                     AYADYKDIMKLTENMVAHIAKQVLGTTTIQYGDYEINLEPEWTRLHMVDAIKEHSGAD
                     FWNPMSVEEARELAKEHNVEIKDTMEVGHIINEFFEQKVEDKLIQPTFIYGHPVEISP
                     LAKKNDEDPRFTDRFELFIVAREHANAFTELNDPIDQKERFEAQLKEREQGNDEAHMM
                     DDDYIEALEYGMPPTGGLGIGIDRLVMLLTNAPSIRDVLLFPAMRHKQD"
     gene            82451..83957
                     /gene="rrsC"
                     /locus_tag="BA_5752"
     rRNA            82451..83957
                     /gene="rrsC"
                     /locus_tag="BA_5752"
                     /product="16S ribosomal RNA"
     gene            84136..87043
                     /gene="rrlC"
                     /locus_tag="BA_5753"
     rRNA            84136..87043
                     /gene="rrlC"
                     /locus_tag="BA_5753"
                     /product="23S ribosomal RNA"
     gene            87093..87208
                     /gene="rrfC"
                     /locus_tag="BA_5754"
     rRNA            87093..87208
                     /gene="rrfC"
                     /locus_tag="BA_5754"
                     /product="5S ribosomal RNA"
     gene            87415..87876
                     /gene="ctsR"
                     /locus_tag="BA_0077"
                     /old_locus_tag="BA0077"
                     /db_xref="Pathema:BA_0077"
     CDS             87415..87876
                     /gene="ctsR"
                     /locus_tag="BA_0077"
                     /old_locus_tag="BA0077"
                     /note="identified by similarity to SP:P37568; match to
                     protein family HMM PF05848"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator CtsR"
                     /protein_id="AAP24132.1"
                     /db_xref="Pathema:BA_0077"
                     /translation="MRNISDIIEQYLKQVIDLSNNNVIEIKRNEIADRFECVPSQINY
                     VINTRFTLERGFVVESKRGGGGYIRIIKVKLHDDIDIIDQMLHMIDHSVAQGNAESMI
                     IRLIEEGIITNREAKLMLSVLDRSVLSMDVPSRDELRARILCAMLRTLKYK"
     gene            88050..88598
                     /locus_tag="BA_0078"
                     /old_locus_tag="BA0078"
                     /db_xref="Pathema:BA_0078"
     CDS             88050..88598
                     /locus_tag="BA_0078"
                     /old_locus_tag="BA0078"
                     /note="identified by similarity to EGAD:12309; match to
                     protein family HMM PF02151"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24133.1"
                     /db_xref="Pathema:BA_0078"
                     /translation="MTCQNCNIRPATLHYTKVINEKKAEVHLCEQCAEQSGYTSFFQS
                     SQSNFSFHDLFAGLLHGESTMFEEGKNGFSNTSILRCPDCKMTYEQFTKVGRFGCASC
                     YDTFKEHLKPLLKRLHGGHTDHCGKIPERIEGNIHLKKELDELKLILKQYVQKEEFEK
                     AAEVRDKIRNLENQLSEYREGE"
     gene            88603..89667
                     /locus_tag="BA_0079"
                     /old_locus_tag="BA0079"
                     /db_xref="Pathema:BA_0079"
     CDS             88603..89667
                     /locus_tag="BA_0079"
                     /old_locus_tag="BA0079"
                     /note="identified by similarity to EGAD:21117; match to
                     protein family HMM PF00217"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphotransferase domain protein"
                     /protein_id="AAP24134.1"
                     /db_xref="Pathema:BA_0079"
                     /translation="MSLDKIMNEAISPWMKGDGPDSDIVLSSRIRLARNFKKYQFSTM
                     QNEEETKQIQELFKKEFINKTVEPFGEFELLKMNELTPLQRRVLVEKHLISPNLAGTE
                     YGACLLSESEHISVMLNEEDHIRIQCLFSGLQLSEALQSANQIDNWIEKEVEYAFDES
                     LGYITSCPTNVGTGLRASVMIHLPGLVLTKRISRIIQVIQKLGLVVRGIYGEGSEALG
                     NIFQVSNQMTLGKSEEDIIADLKSVIQQIIQQEKMARELIVQNSSIELEDKVYRSYGI
                     LANSRLIQSAEAANCLSDLRLGIDLGYIQGISRNILTELMVLTQPGILQQYAGGPLGP
                     EERDYRRATLIRERLRIEKN"
     gene            89690..92125
                     /locus_tag="BA_0080"
                     /old_locus_tag="BA0080"
                     /db_xref="Pathema:BA_0080"
     CDS             89690..92125
                     /locus_tag="BA_0080"
                     /old_locus_tag="BA0080"
                     /note="identified by similarity to SP:P37571; match to
                     protein family HMM PF00004; match to protein family HMM
                     PF02151; match to protein family HMM PF02861; match to
                     protein family HMM PF07724; match to protein family HMM
                     PF07728"
                     /codon_start=1
                     /transl_table=11
                     /product="negative regulator of genetic competence
                     ClpC/MecB"
                     /protein_id="AAP24135.1"
                     /db_xref="Pathema:BA_0080"
                     /translation="MMFGRFTERAQKVLALSQEEAIRIGHNNIGTEHILLGLVREGEG
                     IAAKALIALGLSPEKVQKEVEALIGRGTEASQTVHYTPRAKKVIELSMDEARKLGHSY
                     VGTEHILLGLIREGEGVAARVLNNLGVSLNKARQQVLQLLGSNEASSGHQGGSSTNAN
                     TPTLDSLARDLTVVARENRLDPVIGRGKEIQRVIEVLSRRTKNNPVLIGEPGVGKTAI
                     AEGLAQQIVNNEVPETLRDKRVMTLDMGTVVAGTKYRGEFEDRLKKVMDEIRQAGNII
                     LFIDELHTLIGAGGAEGAIDASNILKPSLARGELQCIGATTLDEYRKYIEKDAALERR
                     FQPIHVDEPSLDESTQILKGLRDRYEAHHRVSITDDAIDAAVKLSDRYITDRFLPDKA
                     IDLIDEAASKVRLRSYTTPPNLKELEVKLEEIRKEKDAAVQSQEFEKAASLRDMEQRL
                     REKLEDTKRQWKEQQGKENSEVTVEDIANVVSTWTRIPVSKLAQTETDKLLNLESILH
                     DRVIGQDEAVVAVAKAVRRARAGLKDPKRPIGSFIFLGPTGVGKTELARALAESMFGD
                     EDAMIRIDMSEYMEKHSTSRLVGSPPGYVGYEEGGQLTEKVRRKPYSVVLLDEVEKAH
                     PDVFNILLQVLEDGRLTDSKGRTVDFRNTIVIMTSNVGAEALKRNKHLGFNVQDESRD
                     YSDMKGKVMDELKKAFRPEFLNRIDEIIVFHMLEKKHIQEIVTLMVNQLVNRLKEQEI
                     ELHLTEGAISAIADKGFDREYGARPLRRAIQKHVEDRLSEELLKGAIEKGQKVIFDVE
                     GESFVIHSAEKVK"
     gene            92222..93598
                     /gene="radA"
                     /locus_tag="BA_0081"
                     /old_locus_tag="BA0081"
                     /db_xref="Pathema:BA_0081"
     CDS             92222..93598
                     /gene="radA"
                     /locus_tag="BA_0081"
                     /old_locus_tag="BA0081"
                     /note="identified by similarity to EGAD:13219; match to
                     protein family HMM TIGR00416"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA repair protein RadA"
                     /protein_id="AAP24136.1"
                     /db_xref="Pathema:BA_0081"
                     /translation="MAKKKTKFTCQECGYQSPKYMGKCPGCGQWNTLVEEMEPVVSSR
                     RLNYANAIQTEVTKPRRLTEVETKSEARIETKFQEFNRVLGGGIVDGSLVLIGGDPGI
                     GKSTLLLQISSQLADSSYDVLYISGEESAKQIKLRADRLHVNGSNLFVVSETDLQRIA
                     THIEEMNPAFVVIDSIQTIHLPEVTSAPGSVAQVRECTAELMKLAKTKGIPIFIVGHV
                     TKEGAIAGPRMLEHMVDAVLYFEGDRHHTYRILRAVKNRFGSTNEMGIFEMKELGLAE
                     VLNPSEIFLEERPVGVAGSTVVASMEGTRPVLVEIQALISPTSFGNPRRMATGIDHNR
                     VSLIMAVLEKRTGLLLQNQDAYLKVAGGLKLDEPAIDLAVALSIASSFRDKSTAPTDA
                     VIGEVGLTGEIRRVSRIEQRVQEAAKLGFQRAIIPRKNLGGWTIPDGIEVVGVSNLGE
                     ALRLTLGG"
     gene            93602..94675
                     /locus_tag="BA_0082"
                     /old_locus_tag="BA0082"
                     /db_xref="Pathema:BA_0082"
     CDS             93602..94675
                     /locus_tag="BA_0082"
                     /old_locus_tag="BA0082"
                     /note="identified by match to protein family HMM PF00633;
                     match to protein family HMM PF02457"
                     /codon_start=1
                     /transl_table=11
                     /product="putative DNA-binding protein"
                     /protein_id="AAP24137.1"
                     /db_xref="Pathema:BA_0082"
                     /translation="MEENKQRVKSMINILQLVAPGTPLREGIDNVLRAQTGGLIVLGY
                     NEQIKSIVDGGFHINCAFSPASLYELAKMDGALILNETGSKILIANAQLVPESSIDSI
                     ETGMRHRTAERVAKQTGSLVVAISQRRNVITLYQGNLRYTLKDIGVILTKANQAIQTL
                     EKYKAVWNDGITNLGILEFEEVVTMSEVVHVLHSVEMVLRIKNEILSYIHELGTEGRL
                     IRLQLTELLADLEAEAALLIKDYYQEKTQDHHQILKKLQELANTQLLEDSDLVKLLGY
                     PGQTSLEESVTPRGYRITSKISRVPPLIIENLINRFKTLQGVCRATINELDDVEGIGE
                     VRAKKIREGLKRIQEHLYMSRHN"
     gene            94836..95945
                     /locus_tag="BA_0083"
                     /old_locus_tag="BA0083"
                     /db_xref="Pathema:BA_0083"
     CDS             94836..95945
                     /locus_tag="BA_0083"
                     /old_locus_tag="BA0083"
                     /note="identified by match to protein family HMM PF01850;
                     match to protein family HMM PF01938"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24138.1"
                     /db_xref="Pathema:BA_0083"
                     /translation="MLKRIVQLFFLVIGGALGIYLIPKVINVLDIGAVPLLEGSYVRA
                     IIGAIILFLTTFWLVDYIVQLIKHIEEALVKAPVADVLFGTLGLISGLIVAYLILIPI
                     REFTIPVISTVLQVFFTLLLGYLGFQVGFKKRNELLGLFTLPQRGKKKNNNSENEEPE
                     NEVEESLAHWKILDTSVIIDGRIADICQTKFLEGTIVIPQFVLEELQHIADSSDALKR
                     NRGRRGLDILNRIQKEMPIPVEIYEGDFDDIQEVDSKLVKLAKITGGTVVTNDFNLNK
                     VSELQGVTVLNINDLANAIKPVVLPGEELSVYVVKDGKEQNQGVAYLDDGTMIVVEDG
                     REYVGSQLDVLVTSVLQTSAGRMIFAKRKLLEKAL"
     gene            95962..96642
                     /gene="ispD"
                     /locus_tag="BA_0084"
                     /old_locus_tag="BA0084"
                     /db_xref="Pathema:BA_0084"
     CDS             95962..96642
                     /gene="ispD"
                     /locus_tag="BA_0084"
                     /old_locus_tag="BA0084"
                     /EC_number="2.7.7.60"
                     /note="identified by match to protein family HMM PF01128;
                     match to protein family HMM TIGR00453"
                     /codon_start=1
                     /transl_table=11
                     /product="2-C-methyl-D-erythritol 4-phosphate
                     cytidylyltransferase"
                     /protein_id="AAP24139.1"
                     /db_xref="Pathema:BA_0084"
                     /translation="MYTLIIPAAGQGKRMGAGKNKLFLLINEVPIIVHTLRAFEKDKA
                     CKNIIMAINEEERPYFEELMQKYPVEKPVQFIQGGAERQDSVYNAIQHTTDVEYVLVH
                     DGARPFVTNKVIQDVLTAAEKYGASICAVPVKDTVKKVEQGVVVETVERSQLKAVQTP
                     QGFSVSLLLEAHRSAKQSCFLGTDDASLVERIGKQVGVVEGSYYNIKVTTPEDLLIAE
                     SFLHVQKK"
     gene            96757..97233
                     /gene="ispF"
                     /locus_tag="BA_0085"
                     /old_locus_tag="BA0085"
                     /db_xref="Pathema:BA_0085"
     CDS             96757..97233
                     /gene="ispF"
                     /locus_tag="BA_0085"
                     /old_locus_tag="BA0085"
                     /EC_number="4.6.1.12"
                     /note="identified by similarity to SP:P36663; match to
                     protein family HMM PF02542; match to protein family HMM
                     TIGR00151"
                     /codon_start=1
                     /transl_table=11
                     /product="2-C-methyl-D-erythritol 2,4-cyclodiphosphate
                     synthase"
                     /protein_id="AAP24140.1"
                     /db_xref="Pathema:BA_0085"
                     /translation="MFRIGQGFDVHEFAEGRPLIIGGITIPHEKGLIGHSDADVLLHT
                     IADACLGAIAAGDIGKHFPDTDPAFKDADSAVLLQKVWEFVREQGYELGNLDCTIIAQ
                     KPKMAPHIESMRKRISELLETSIDNINVKATTTEKLGFTGREEGIASQAVVLLQKK"
     gene            97323..98780
                     /gene="gltX"
                     /locus_tag="BA_0086"
                     /old_locus_tag="BA0086"
                     /db_xref="Pathema:BA_0086"
     CDS             97323..98780
                     /gene="gltX"
                     /locus_tag="BA_0086"
                     /old_locus_tag="BA0086"
                     /EC_number="6.1.1.17"
                     /note="identified by similarity to SP:P22250; match to
                     protein family HMM PF00749; match to protein family HMM
                     TIGR00464"
                     /codon_start=1
                     /transl_table=11
                     /product="glutamate--tRNA ligase"
                     /protein_id="AAP24141.1"
                     /db_xref="Pathema:BA_0086"
                     /translation="MEKQVRVRYAPSPTGHLHIGNARTALFNYLFARHQDGKFIIRIE
                     DTDVKRNVAGGEESQLKYLKWLGMDWDEGVDVGGEFGPYRQTERLDIYKKLYEDLLER
                     GLAYKCYMTEEELEAEREGQIARGETPRYAGNHRDLTEAQVKEFEAEGRIPSIRFRVP
                     ADRDYTFKDIVKDEVAFHSNDFGDFVIVKKDGIPTYNFAVAVDDHLMEITHVLRGDDH
                     ISNTPKQMMIYEAFGWDIPQFGHMTLIVNESRKKLSKRDESIIQFIEQYKELGYLPEA
                     IFNFIALLGWSPVGEEEIFSQEEFIKMFDAARLSKSPALFDSQKLKWMNNQYMKKQDL
                     DTVVELSLPHLVKAGRIGETLSEQEQAWIRDVIALYHEQMSFGAEIVELSEMFFKDHV
                     DYEEEGQEVLKGEQVPEVLRAFAGQVEALEAMEPAAIKAAIKAVQKETGHKGKNLFMP
                     IRVATTGQTHGPELPNAIALLGKEKVLNRLQKVIG"
     gene            99213..99878
                     /gene="cysE"
                     /locus_tag="BA_0088"
                     /old_locus_tag="BA0088"
                     /db_xref="Pathema:BA_0088"
     CDS             99213..99878
                     /gene="cysE"
                     /locus_tag="BA_0088"
                     /old_locus_tag="BA0088"
                     /EC_number="2.3.1.30"
                     /note="identified by similarity to SP:Q06750; match to
                     protein family HMM PF00132; match to protein family HMM
                     TIGR01172"
                     /codon_start=1
                     /transl_table=11
                     /product="serine O-acetyltransferase"
                     /protein_id="AAP24142.1"
                     /db_xref="Pathema:BA_0088"
                     /translation="MFKRLREDIEVVFEQDPAARSYFEVILTYSGLHAVWAHRIAHAF
                     YKKNFFFIARWISQVSRFFTGIEIHPGATIGRRFFIDHGMGVVIGETCEIGDNVTIYQ
                     GVTLGGTGKEKGKRHPTIQDNVLIATGAKVLGSITVGENSKIGAGSVVLKEVPAHSTV
                     VGIPGRVVIQNGVKIGQELNHSDLPDPIFDKLKVMEVELDKLKKQLEVKVERKDKNDY
                     SHL"
     gene            99859..101256
                     /gene="cysS"
                     /locus_tag="BA_0089"
                     /old_locus_tag="BA0089"
                     /db_xref="Pathema:BA_0089"
     CDS             99859..101256
                     /gene="cysS"
                     /locus_tag="BA_0089"
                     /old_locus_tag="BA0089"
                     /EC_number="6.1.1.16"
                     /note="identified by similarity to SP:Q06752; match to
                     protein family HMM PF01406; match to protein family HMM
                     PF09190; match to protein family HMM PF09334; match to
                     protein family HMM TIGR00435"
                     /codon_start=1
                     /transl_table=11
                     /product="cysteine--tRNA ligase"
                     /protein_id="AAP24143.1"
                     /db_xref="Pathema:BA_0089"
                     /translation="MTIHIYNTLTRQKEEFTPLEENKVKMYVCGPTVYNYIHIGNARP
                     PMVFDTVRRYLEYKGYDVQYVSNFTDVDDKLIKAANELGEDVPTIADRFVEAYFEDVT
                     ALGCKHATVHPRVTENMDIIIEFIQELVNKGYAYESEGDVYFRTKEFEGYGKLSHQPI
                     ADLRHGARIEVGEKKQDPLDFALWKAAKEGEIFWESPWGQGRPGWHIECSAMARKYLG
                     DTIDIHAGGQDLAFPHHENEIAQSEALTGKTFARYWMHNGYININNEKMSKSLGNFIL
                     VHDIIKQYDPQLIRFFMLSVHYRHPINFSEELLQSTNNGLERIKTAYGNLKHRMESST
                     DLTDHNEKWLADLEKFQTAFEEAMNDDFNTANAITELYNVANHANQYLLEEHTSTVVI
                     EAYVKQLETLFDILGLELAQEELLDEEIEALIQKRIEARKNRDFALSDQIRDDLKDRN
                     IILEDTAQGTRWKRG"
     gene            101259..101666
                     /locus_tag="BA_0090"
                     /old_locus_tag="BA0090"
                     /db_xref="Pathema:BA_0090"
     CDS             101259..101666
                     /locus_tag="BA_0090"
                     /old_locus_tag="BA0090"
                     /note="identified by similarity to GP:2632362; match to
                     protein family HMM PF00636"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24144.1"
                     /db_xref="Pathema:BA_0090"
                     /translation="MIDAKQLNSLALAYMGDAVYEQYIRYHLLQKGKVRPNQLHRLGT
                     SFVSAKAQAKVVYHLLETAFLTEEEEAVLRRGRNANSGTVPKNTDVQTYRHSTAFEAL
                     IGYHHLLNNRERLDEIVYKAIAVLEEKEGGTSS"
     gene            101663..102406
                     /locus_tag="BA_0091"
                     /old_locus_tag="BA0091"
                     /db_xref="Pathema:BA_0091"
     CDS             101663..102406
                     /locus_tag="BA_0091"
                     /old_locus_tag="BA0091"
                     /note="identified by similarity to SP:Q06753; match to
                     protein family HMM PF00588; match to protein family HMM
                     PF08032; match to protein family HMM TIGR00186"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA methyltransferase, TrmH family, group 3"
                     /protein_id="AAP24145.1"
                     /db_xref="Pathema:BA_0091"
                     /translation="MSSEYIIGRNPVIEALRSGRDINKIWIAEGAAKGQVQIVLALAK
                     ENKIILQHAPKKKLDQLVEGNHQGVIAQVAAYQYAELEDLFKVAEKRNEDPFFLILDE
                     IEDPHNLGSIMRTADATGAHGIIIPKRRAVGLTASVAKASTGAIEYIPVARVTNLSRT
                     IDELKERGLWIAGTDAKGKTDYRNLDGKMPIGLVIGSEGKGMSRIIGEKCDFLITLPM
                     VGKVTSLNASVAASLLMYEVYRKRNEIGK"
     gene            102410..102922
                     /locus_tag="BA_0092"
                     /old_locus_tag="BA0092"
                     /db_xref="Pathema:BA_0092"
     CDS             102410..102922
                     /locus_tag="BA_0092"
                     /old_locus_tag="BA0092"
                     /note="identified by similarity to EGAD:14028; match to
                     protein family HMM PF05991"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24146.1"
                     /db_xref="Pathema:BA_0092"
                     /translation="MNDILIVDGYNIIGAWGDLKKLRDVDLQSSRDALIDKMADYQGY
                     TGTKVMIVFDAYTVHGIEKKMKQSRVEVIFTRKNQTADEKIEQLAIELRNINTQIYVA
                     TSDYTEQWVIFAQGALRKSARELELEVQAMEQQVRRRTQDTKEKQPAMRKIFSKDITE
                     KLEKLRRGER"
     gene            102990..103646
                     /gene="sigH"
                     /locus_tag="BA_0093"
                     /old_locus_tag="BA0093"
                     /db_xref="Pathema:BA_0093"
     CDS             102990..103646
                     /gene="sigH"
                     /locus_tag="BA_0093"
                     /old_locus_tag="BA0093"
                     /note="identified by similarity to EGAD:24440; match to
                     protein family HMM PF04542; match to protein family HMM
                     PF08281; match to protein family HMM TIGR02859; match to
                     protein family HMM TIGR02937"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA polymerase sigma-30 factor"
                     /protein_id="AAP24147.1"
                     /db_xref="Pathema:BA_0093"
                     /translation="MEAGFVSVGDVTFRDLEDEAIVELVRKGNTDALEYLIHKYKNFV
                     RAKSRSYFLVGADREDIVQEGMIGLFKAIRDYKEDKLSSFKAFAELCITRQIITAIKT
                     ATRQKHIPLNSYVSLDKPIYDEESDRTLLDVISEAKVTDPEEMIISQEEYTDIESKIS
                     ELLSDLERKVLSLYLDGRSYQEISEQLNRHVKSIDNALQRVKRKLERYMEMRESTTSN
                     "
     gene            103778..103924
                     /gene="rpmG"
                     /locus_tag="BA_0094"
                     /old_locus_tag="BA0094"
                     /db_xref="Pathema:BA_0094"
     CDS             103778..103924
                     /gene="rpmG"
                     /locus_tag="BA_0094"
                     /old_locus_tag="BA0094"
                     /note="identified by similarity to SP:Q06798; match to
                     protein family HMM PF00471; match to protein family HMM
                     TIGR01023"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L33"
                     /protein_id="AAP24148.1"
                     /db_xref="Pathema:BA_0094"
                     /translation="MRKKVVLSCEECKNRNYSTMKDTSSVERLEIKKFCKTCNQHTVH
                     KETK"
     gene            103957..104136
                     /locus_tag="BA_0095"
                     /old_locus_tag="BA0095"
                     /db_xref="Pathema:BA_0095"
     CDS             103957..104136
                     /locus_tag="BA_0095"
                     /old_locus_tag="BA0095"
                     /note="identified by similarity to SP:Q06799; match to
                     protein family HMM PF00584; match to protein family HMM
                     TIGR00964"
                     /codon_start=1
                     /transl_table=11
                     /product="preprotein translocase, SecE subunit"
                     /protein_id="AAP24149.1"
                     /db_xref="Pathema:BA_0095"
                     /translation="MRLTNFFGDVGREMKKVSWPKKDELLRSTATVIATVVFFAIFFA
                     VVDMGISSLIRLILG"
     gene            104268..104801
                     /gene="nusG"
                     /locus_tag="BA_0096"
                     /old_locus_tag="BA0096"
                     /db_xref="Pathema:BA_0096"
     CDS             104268..104801
                     /gene="nusG"
                     /locus_tag="BA_0096"
                     /old_locus_tag="BA0096"
                     /note="identified by match to protein family HMM PF02357;
                     match to protein family HMM TIGR00922"
                     /codon_start=1
                     /transl_table=11
                     /product="transcription termination/antitermination factor
                     NusG"
                     /protein_id="AAP24150.1"
                     /db_xref="Pathema:BA_0096"
                     /translation="MEKSWYVVHTYSGYENKVKANLEKRVESMGMQDKIFRVVVPEEV
                     EVEMKNGKEKLMKRKVFPGYVLVELIMTDDSWYVVRNTPGVTGFVGSSGSGSKPSPLL
                     EEEVVTIMKHMGMDNEVVDFDFELHETVRVNEGPFADYTGAIEEIDVEKKKVSVLVDM
                     FGRETPVELDFHQIEKL"
     gene            104969..105394
                     /gene="rplK"
                     /locus_tag="BA_0097"
                     /old_locus_tag="BA0097"
                     /db_xref="Pathema:BA_0097"
     CDS             104969..105394
                     /gene="rplK"
                     /locus_tag="BA_0097"
                     /old_locus_tag="BA0097"
                     /note="identified by similarity to SP:Q06796; match to
                     protein family HMM PF00298; match to protein family HMM
                     PF03946; match to protein family HMM TIGR01632"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L11"
                     /protein_id="AAP24151.1"
                     /db_xref="Pathema:BA_0097"
                     /translation="MAKKVIKMVKLQIPAGKANPAPPVGPALGQAGVNIMGFCKEFNA
                     RTADQAGLIIPVEITVFEDRSFTFITKTPPAAVLLKKVAGIESGSGEPNRNKVATVKR
                     DKVREIAETKMPDLNAASVEAAMRMVEGTARSMGIVIED"
     gene            105572..106264
                     /gene="rplA"
                     /locus_tag="BA_0098"
                     /old_locus_tag="BA0098"
                     /db_xref="Pathema:BA_0098"
     CDS             105572..106264
                     /gene="rplA"
                     /locus_tag="BA_0098"
                     /old_locus_tag="BA0098"
                     /note="identified by similarity to SP:Q06797; match to
                     protein family HMM PF00687; match to protein family HMM
                     TIGR01169"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L1"
                     /protein_id="AAP24152.1"
                     /db_xref="Pathema:BA_0098"
                     /translation="MAKRGKKYVEAAKLVDRAAAYSATEAVELVKKTNTAKFDATVEA
                     AFRLGVDPKKADQQIRGAVVLPHGTGKVQRVLVFAKGEKAKEAEAAGADFVGDADYIG
                     KIQQGWFDFDVVVATPDMMGEVGKLGRVLGPKGLMPNPKTGTVTFDVTKAVNEIKAGK
                     VEYRVDKAGNIHVPIGKVSFEDAKLVENFRTIADTLQKVKPAAAKGTYMKNVTVASTM
                     GPGVRVDVSTLA"
     gene            106497..106997
                     /gene="rplJ"
                     /locus_tag="BA_0099"
                     /old_locus_tag="BA0099"
                     /db_xref="Pathema:BA_0099"
     CDS             106497..106997
                     /gene="rplJ"
                     /locus_tag="BA_0099"
                     /old_locus_tag="BA0099"
                     /note="identified by similarity to SP:P42923; match to
                     protein family HMM PF00466"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L10"
                     /protein_id="AAP24153.1"
                     /db_xref="Pathema:BA_0099"
                     /translation="MSKVIETKQQVVTEIADKLRASKSTIVVDYRGLTVSEATELRKQ
                     LREAGVEFKVYKNSLTRRAAESAEMAELNEFLTGPNAIAFSNEDVVAPAKVLNDFAKD
                     HEALEIKAGVIEGKLVTLDEVKAIATLPSREGLLSMLLSVLQAPIRNLALATKAVADQ
                     KEEQGA"
     gene            107065..107424
                     /gene="rplL"
                     /locus_tag="BA_0100"
                     /old_locus_tag="BA0100"
                     /db_xref="Pathema:BA_0100"
     CDS             107065..107424
                     /gene="rplL"
                     /locus_tag="BA_0100"
                     /old_locus_tag="BA0100"
                     /note="identified by similarity to SP:P02394; match to
                     protein family HMM PF00542; match to protein family HMM
                     TIGR00855"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L7/L12"
                     /protein_id="AAP24154.1"
                     /db_xref="Pathema:BA_0100"
                     /translation="MTKEQIIEAVKSMTVLELNDLVKAIEEEFGVTAAAPVAVAGGAG
                     EAAAEKTEFDVELTSAGAQKIKVIKVVREITGLGLKEAKELVDNTPKVIKEAAAKEEA
                     EEIKAKLEEVGAAVEVK"
     gene            107499..108098
                     /locus_tag="BA_0101"
                     /old_locus_tag="BA0101"
                     /db_xref="Pathema:BA_0101"
     CDS             107499..108098
                     /locus_tag="BA_0101"
                     /old_locus_tag="BA0101"
                     /note="identified by similarity to EGAD:20573; match to
                     protein family HMM PF05175; match to protein family HMM
                     PF08242"
                     /codon_start=1
                     /transl_table=11
                     /product="ybxB protein"
                     /protein_id="AAP24155.1"
                     /db_xref="Pathema:BA_0101"
                     /translation="MADHYFSNDPSSKSDRKRWEFTLRGSRFTFLSDRGVFSKNEVDF
                     GSRLLIEAFQVPDIKGDILDVGCGYGPIGLSLAKEFQDRKVHMVDVNERALELAKENA
                     ANNRIGNVHIFQSSVYENVDGMYAAILSNPPIRAGKDIVHEILEKAVEHLVPGGELWI
                     VIQKKQGAPSALKKLEEVFSEVEVVEKKKGYYIIKSKKR"
     gene            108391..111924
                     /gene="rpoB"
                     /locus_tag="BA_0102"
                     /old_locus_tag="BA0102"
                     /db_xref="Pathema:BA_0102"
     CDS             108391..111924
                     /gene="rpoB"
                     /locus_tag="BA_0102"
                     /old_locus_tag="BA0102"
                     /EC_number="2.7.7.6"
                     /note="identified by similarity to EGAD:12597; match to
                     protein family HMM PF00562; match to protein family HMM
                     PF04560; match to protein family HMM PF04561; match to
                     protein family HMM PF04563; match to protein family HMM
                     PF04565; match to protein family HMM TIGR02013"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-directed RNA polymerase, beta subunit"
                     /protein_id="AAP24156.1"
                     /db_xref="Pathema:BA_0102"
                     /translation="MTGQLVQYGRHRQRRSYARISEVLELPNLIEIQTSSYQWFLDEG
                     LREMFQDISPIEDFTGNLSLEFIDYSLGEPKYSVDECKERDVTYAAPLRVKVRLINKE
                     TGEVKEQDVFMGDFPLMTETGTFVINGAERVIVSQLVRSPSVYYSGKVDKNGKRGFTA
                     TVIPNRGAWLEYETDAKDVVYVRIDRTRKLPVTVLLRALGFGSDQEITELLGDNEYLS
                     NTLEKDNTDSTEKALLEIYERLRPGEPPTVENAKSLLVSRFFDPKRYDLANVGRYKIN
                     KKLHIKNRLFNQRLAETLVDPETGEILAAEGTILDRRTLDRILPYLEKNIGFKTAKPM
                     GGVVEGDVELQSIKIYAPESEGERVINVIGNANITRDVKHITPGDILASISYFFNLLY
                     KVGDTDDIDHLGNRRLRSVGELLQNQFRIGLSRMERVVRERMSIQDTNAITPQALINI
                     RPVIAAIKEFFGSSQLSQFMDQTNPLAELTHKRRLSALGPGGLTRERAGFEVRDVHYS
                     HYGRMCPIETPEGPNIGLINSLSSFAKVNEFGFIETPYRRVDPETGLVTGHVDYLTAD
                     EEDNYVVAQANMKLSEEGEFLDEDIVARFRGENIVTNKERIDYMDVSPKQVVSAATAC
                     IPFLENDDSNRALMGANMQRQAVPLMNPESPIVGTGMEYVSAKDSGAAVICKHPGIVE
                     RVEAREVWVRRYVEVDGQTVKGDLDRYKMQKFIRSNQGTCYNQRPIVSVGNEVVKGEI
                     LADGPSMELGELALGRNVLVGFMTWDGYNYEDAIIMSERLVKDDVYTSIHIEEYESEA
                     RDTKLGPEEITRDIPNVGEDALRNLDERGIIRVGAEVKDGDLLVGKVTPKGVTELTAE
                     ERLLHAIFGEKAREVRDTSLRVPHGGGGIILDVKVFNREDGDELPPGVNQLVRAYIVQ
                     KRKISEGDKMAGRHGNKGVISRILPEEDMPYLPDGTPIDIMLNPLGVPSRMNIGQVLE
                     LHLGMAARYLGIHIATPVFDGAREEDVWGTIEEAGMANDAKTILYDGRTGEPFDNRVS
                     VGVMYMIKLAHMVDDKLHARSTGPYSLVTQQPLGGKAQFGGQRFGEMEVWALEAYGAA
                     YTLQEILTVKSDDVIGRVKTYEAIVKGENVPEPGVPESFKVLIKELQSLGMDVKMMSS
                     DDTEIEMRDTEDDDDHQSADKLNVEVETTKE"
     gene            111962..115573
                     /gene="rpoC"
                     /locus_tag="BA_0103"
                     /old_locus_tag="BA0103"
                     /db_xref="Pathema:BA_0103"
     CDS             111962..115573
                     /gene="rpoC"
                     /locus_tag="BA_0103"
                     /old_locus_tag="BA0103"
                     /EC_number="2.7.7.6"
                     /note="identified by similarity to SP:P37871; match to
                     protein family HMM PF00623; match to protein family HMM
                     PF04983; match to protein family HMM PF04997; match to
                     protein family HMM PF04998; match to protein family HMM
                     PF05000; match to protein family HMM TIGR02386"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-directed RNA polymerase, beta' subunit"
                     /protein_id="AAP24157.2"
                     /db_xref="Pathema:BA_0103"
                     /translation="MIDVNNFEYMKIGLASPDKIRSWSYGEVKKPETINYRTLKPEKD
                     GLFCERIFGPQKDWECHCGKYKRVRYKGVVCDRCGVEVTRAKVRRERMGHIELAAPVS
                     HIWYFKGIPSRMGLVLDMSPRALEEVIYFASYVVTESGDTPLDKKQLLSEKEYRAYRD
                     RYGSTFQAAMGAEAIKKLLQDIDLDKEVDFLKEELKTAQGQRRTRAIKRLEVLEAFRN
                     SGNEPSWMILDVLPVIPPELRPMVQLDGGRFATSDLNDLYRRVINRNNRLKRLLDLGA
                     PSIIVQNEKRMLQEAVDALIDNGRRGRPVTGPGNRPLKSLSHMLKGKQGRFRQNLLGK
                     RVDYSGRSVIVVGPNLKMYQCGLPKEMALELFKPFVMKELVEKGLAHNIKSAKRKIER
                     VQPEVWDVLESVIKEHPVLLNRAPTLHRLGIQAFEPTLVEGRAIRLHPLVCTAYNADF
                     DGDQMAVHVPLSSEAQAEARLLMLAAQNILNPKDGKPVVTPSQDMVLGNYYLTLEREG
                     AIGEGMVFKDANEALLAYQNGYVHLHTRVAVAASAVNNVTFTEEQKNMLLLTTVGKLI
                     FNEILPESFPYINEPTNSNLEKETPAKYFVEKGANIKEIIASREEVAPFSKKILGNII
                     AEVFKRFKITETSRMLDRMKNLGFKYSTKAGITVGVSDILVLGEKDEILHEAQAKVDN
                     VIKQFRRGLITEEERYDRVISIWSNAKDVIQGKLMKSLNKRNPIFMMSDSGARGNASN
                     FTQLAGMRGLMANPSGRIIELPIKSSFREGLTVLEYFISTHGARKGLADTALKTADSG
                     YLTRRLVDVAQDVIVREDDCGTDRGLLIGAIKEGNEVIESLYDRLVGRFARKTVKHPE
                     TGEVLVAENQLITEDIAHIVENSGVETVNIRSAFTCNTRHGVCKKCYGRNLATGTDVE
                     VGEAVGIIAAQSIGEPGTQLTMRTFHTGGVAGDDITQGLPRIQEIFEARNPKGQAVIS
                     EIDGVIAAINDVKDRQEVVVQGEVEARTYAIPYGARLKVIPGQKISHGKELTEGSIDP
                     KELLKVTDITAVQEYLLREVQKVYRMQGVEIGDKHVEVMVRQMLRKVRVSDAGETDVL
                     PGTLLDIHQFTDANAKVLLQGKQPATARPVLLGITKASLETDSFLSAASFQETTRVLT
                     DAAIKGKRDELLGLKENVIIGKLVPAGTGMNRYRKVDLVKTTQDDMNVENDEVYVEQ"
     gene            115687..115935
                     /locus_tag="BA_0104"
                     /old_locus_tag="BA0104"
                     /db_xref="Pathema:BA_0104"
     CDS             115687..115935
                     /locus_tag="BA_0104"
                     /old_locus_tag="BA0104"
                     /note="identified by match to protein family HMM PF01248"
                     /codon_start=1
                     /transl_table=11
                     /product="ribosomal protein L7A family"
                     /protein_id="AAP24158.1"
                     /db_xref="Pathema:BA_0104"
                     /translation="MSYQKVSNAENVVVGHKRTLEAIKNGIVKEVVIAEDADMRLTHV
                     IIRTALQHNIPITKVESVRKLGKVAGIQVGASAIGIIS"
     gene            116050..116472
                     /gene="rpsL"
                     /locus_tag="BA_0105"
                     /old_locus_tag="BA0105"
                     /db_xref="Pathema:BA_0105"
     CDS             116050..116472
                     /gene="rpsL"
                     /locus_tag="BA_0105"
                     /old_locus_tag="BA0105"
                     /note="identified by similarity to SP:P21472; match to
                     protein family HMM PF00164; match to protein family HMM
                     TIGR00981"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S12"
                     /protein_id="AAP24159.1"
                     /db_xref="Pathema:BA_0105"
                     /translation="MPTINQLVRNGRTDKVWKSKSPALNKGFNSLKKKSTDISAPQKR
                     GVCTRVGTMTPKKPNSALRKYARVRLTNGIEVTAYIPGIGHNLQEHSVVLIRGGRVKD
                     LPGVRYHIVRGALDTAGVDKRMQGRSKYGTKKPKAAKK"
     gene            116502..116972
                     /gene="rpsG"
                     /locus_tag="BA_0106"
                     /old_locus_tag="BA0106"
                     /db_xref="Pathema:BA_0106"
     CDS             116502..116972
                     /gene="rpsG"
                     /locus_tag="BA_0106"
                     /old_locus_tag="BA0106"
                     /note="identified by similarity to SP:P21469; match to
                     protein family HMM PF00177; match to protein family HMM
                     TIGR01029"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S7"
                     /protein_id="AAP24160.1"
                     /db_xref="Pathema:BA_0106"
                     /translation="MPRKGPVAKRDVLPDPMYNSKLVTRLINKMMVDGKKGKSQTILY
                     NAFDIVSERTGKEPMEVFEQALKNIMPVLEVRARRVGGANYQVPVEVRPERRTTLGLR
                     WLVNYARLRGEKTMEERLANEILDAANNAGASVKKREDTHKMAEANKAFAHYRW"
     gene            117180..119258
                     /gene="fusA"
                     /locus_tag="BA_0107"
                     /old_locus_tag="BA0107"
                     /db_xref="Pathema:BA_0107"
     CDS             117180..119258
                     /gene="fusA"
                     /locus_tag="BA_0107"
                     /old_locus_tag="BA0107"
                     /note="identified by similarity to SP:P80868; match to
                     protein family HMM PF00009; match to protein family HMM
                     PF00679; match to protein family HMM PF03144; match to
                     protein family HMM PF03764; match to protein family HMM
                     TIGR00231; match to protein family HMM TIGR00484"
                     /codon_start=1
                     /transl_table=11
                     /product="translation elongation factor G"
                     /protein_id="AAP24161.1"
                     /db_xref="Pathema:BA_0107"
                     /translation="MAREFSLENTRNIGIMAHIDAGKTTATERILYYTGRIHKIGETH
                     EGASQMDWMEQEQERGITITSAATTAQWKGHRVNIIDTPGHVDFTVEVERSLRVLDGA
                     VAVLDAQSGVEPQTETVWRQATTYGVPRIVFVNKMDKIGADFLYSVGTIHDRLQANAH
                     PIQLPIGAEDEFNGIIDLVEECAYMYGNDLGTDIQRVEIPEEHKELAEEYRGKLIEAV
                     AELDEEMMMKYLEGEEITVEELKAGIRKATTSVEFFPVICGSAFKNKGVQILLDAVID
                     YLPSPLDVPAIKGIVPDTDEEVERKSSDEEPFAALAFKIMTDPYVGKLTFFRVYSGVL
                     NSGSYVKNSTKGKRERVGRILQMHANSREEISTVYAGDIAAAVGLKDTTTGDTLCDEK
                     SLVILESMEFPEPVISVAIEPKSKADQDKMGTALSKLSEEDPTFRAHTDQETGQTIIA
                     GMGELHLDIIVDRMRREFKVEANVGAPQVAYRETFRAAAKVEGKFARQSGGRGQFGHV
                     WIEFEPNEEGKGFEFENKIVGGVVPREYIPAVGAGLEDALKNGVLAGYPVVDIKAALV
                     DGSYHDVDSSEMAFKIAASMALKAAVSKCNPVILEPMMKVEVVIPEEYMGDIMGDVTS
                     RRGRVEGMEARGNAQVVRAMVPLSEMFGYATSLRSNTQGRGTFSMVFDHYEEVPKSVS
                     EEIIKKNKGE"
     gene            119376..120563
                     /gene="tuf"
                     /locus_tag="BA_0108"
                     /old_locus_tag="BA0108"
                     /db_xref="Pathema:BA_0108"
     CDS             119376..120563
                     /gene="tuf"
                     /locus_tag="BA_0108"
                     /old_locus_tag="BA0108"
                     /note="identified by similarity to SP:O50306; match to
                     protein family HMM PF00009; match to protein family HMM
                     PF03143; match to protein family HMM PF03144; match to
                     protein family HMM TIGR00231; match to protein family HMM
                     TIGR00485"
                     /codon_start=1
                     /transl_table=11
                     /product="translation elongation factor Tu"
                     /protein_id="AAP24162.1"
                     /db_xref="Pathema:BA_0108"
                     /translation="MAKAKFERSKPHVNIGTIGHVDHGKTTLTAAITTVLAKAGGAEA
                     RGYDQIDAAPEERERGITISTAHVEYETETRHYAHVDCPGHADYVKNMITGAAQMDGG
                     ILVVSAADGPMPQTREHILLSRQVGVPYIVVFLNKCDMVDDEELLELVEMEVRDLLSE
                     YGFPGDDIPVIKGSALKALQGEADWEAKIIELMAEVDAYIPTPERETDKPFLMPVEDV
                     FSITGRGTVATGRVERGIVKVGDVVEIIGLAEENASTTVTGVEMFRKLLDQAQAGDNI
                     GALLRGVAREDIQRGQVLAKSGSVKAHAKFKAEVFVLSKEEGGRHTPFFANYRPQFYF
                     RTTDVTGIIQLPEGTEMVMPGDNIEMTIELIAPIAIEEGTKFSIREGGRTVGYGVVAT
                     IVE"
     gene            120962..121270
                     /gene="rpsJ"
                     /locus_tag="BA_0109"
                     /old_locus_tag="BA0109"
                     /db_xref="Pathema:BA_0109"
     CDS             120962..121270
                     /gene="rpsJ"
                     /locus_tag="BA_0109"
                     /old_locus_tag="BA0109"
                     /note="identified by similarity to SP:P21471; match to
                     protein family HMM PF00338; match to protein family HMM
                     TIGR01049"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S10"
                     /protein_id="AAP24163.1"
                     /db_xref="Pathema:BA_0109"
                     /translation="MAKEKIRIRLKAYDHRILDQSADKIVETAKRSGATVSGPIPLPT
                     EKTVYTILRAVHKYKDSREQFEMRTHKRLIDIVSPTPQTVDSLMRLDLPSGVDIEIKL
                     "
     gene            121305..121937
                     /gene="rplC"
                     /locus_tag="BA_0110"
                     /old_locus_tag="BA0110"
                     /db_xref="Pathema:BA_0110"
     CDS             121305..121937
                     /gene="rplC"
                     /locus_tag="BA_0110"
                     /old_locus_tag="BA0110"
                     /note="identified by similarity to OMNI:NTL01BS00116;
                     match to protein family HMM PF00297; match to protein
                     family HMM TIGR03625"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L3"
                     /protein_id="AAP24164.1"
                     /db_xref="Pathema:BA_0110"
                     /translation="MTKGILGRKIGMTQVFAENGELIPVTVIAANPNVVLQKKTTETD
                     GYNAIQLGFEDKREKLTNKPEQGHTAKASTTPKRFIREIRDADVDGLEVGQEVKVDVF
                     ATGEIVDVTGISKGKGFQGVIKRHGQSRGPMSHGSRYHRRPGSMGPVAPNRVFKGKKL
                     AGRMGGDQVTIQNLEIVQVDTERNLLLVKGNVPGAKKSLVVVQGAVKVSK"
     gene            121963..122586
                     /gene="rplD"
                     /locus_tag="BA_0111"
                     /old_locus_tag="BA0111"
                     /db_xref="Pathema:BA_0111"
     CDS             121963..122586
                     /gene="rplD"
                     /locus_tag="BA_0111"
                     /old_locus_tag="BA0111"
                     /note="identified by similarity to SP:P42921; match to
                     protein family HMM PF00573"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L4"
                     /protein_id="AAP24165.1"
                     /db_xref="Pathema:BA_0111"
                     /translation="MPKVTVYNQTGSQVGEIELAEAIFGIEPNEAVLFEAVMMQRASL
                     RQGTHKVKTRSEVRGGGRKPWRQKGTGRARQGSIRSPQWRGGGTVFGPTPRSYAYKLP
                     KKVRRLAIKSALATKVVENNIVVLEDLVLNAPKTKDMLAVLKGLTVEKKALIVTADAN
                     ESVELSARNIPGVTVITADGVNVLDVLHHDKLIMTKAAVEKVEEVLA"
     gene            122586..122876
                     /gene="rplW"
                     /locus_tag="BA_0112"
                     /old_locus_tag="BA0112"
                     /db_xref="Pathema:BA_0112"
     CDS             122586..122876
                     /gene="rplW"
                     /locus_tag="BA_0112"
                     /old_locus_tag="BA0112"
                     /note="identified by similarity to OMNI:NTL01BS00118;
                     match to protein family HMM PF00276"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L23"
                     /protein_id="AAP24166.1"
                     /db_xref="Pathema:BA_0112"
                     /translation="MRDPRDIIKRPVITERSMEMMAEKKYTFDVDVKSNKTEVKDALE
                     AIFGVKVEKVNIMNYKPKAKRVGRHAGFTSRRRKAIVKLTADSKEIEIFQGV"
     gene            122905..123735
                     /gene="rplB"
                     /locus_tag="BA_0113"
                     /old_locus_tag="BA0113"
                     /db_xref="Pathema:BA_0113"
     CDS             122905..123735
                     /gene="rplB"
                     /locus_tag="BA_0113"
                     /old_locus_tag="BA0113"
                     /note="identified by similarity to SP:P42919; match to
                     protein family HMM PF00181; match to protein family HMM
                     PF03947; match to protein family HMM TIGR01171"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L2"
                     /protein_id="AAP24167.1"
                     /db_xref="Pathema:BA_0113"
                     /translation="MGIKKYNPTTNGRRNMTTNDFAEITTDRPEKSLLAPLSKKAGRN
                     NQGKITVRHQGGGHKRQYRIIDFKRNKDGIPGRVATIEYDPNRSANIALINYVDGEKR
                     YILAPKNLEVGMEIMSGAEADIKIGNALPLINIPVGTVVHNIELKPGRGGQLVRSAGT
                     SAQVLGKEGKYVLVRLTSGEVRLVLSACRATVGQVGNESHELIKIGKAGRSRWLGKRP
                     TVRGSVMNPVDHPHGGGEGRSPIGRKSPMSPWGKPTLGFKTRKKNKASDKFIVRRRKK
                     "
     gene            123796..124074
                     /gene="rpsS"
                     /locus_tag="BA_0114"
                     /old_locus_tag="BA0114"
                     /db_xref="Pathema:BA_0114"
     CDS             123796..124074
                     /gene="rpsS"
                     /locus_tag="BA_0114"
                     /old_locus_tag="BA0114"
                     /note="identified by similarity to SP:P21476; match to
                     protein family HMM PF00203; match to protein family HMM
                     TIGR01050"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S19"
                     /protein_id="AAP24168.1"
                     /db_xref="Pathema:BA_0114"
                     /translation="MARSLKKGPFVDDHLMSKIAKLNETEQKQVVKTWSRRSTIFPQF
                     IGHTIAVYDGRKHVPVYVTEDMVGHKLGEFAPTRTYKGHDADDKKTRR"
     gene            124092..124433
                     /gene="rplV"
                     /locus_tag="BA_0115"
                     /old_locus_tag="BA0115"
                     /db_xref="Pathema:BA_0115"
     CDS             124092..124433
                     /gene="rplV"
                     /locus_tag="BA_0115"
                     /old_locus_tag="BA0115"
                     /note="identified by similarity to OMNI:NTL01BS00121;
                     match to protein family HMM PF00237; match to protein
                     family HMM TIGR01044"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L22"
                     /protein_id="AAP24169.1"
                     /db_xref="Pathema:BA_0115"
                     /translation="MQAKAVARTVRIAPRKVRLVVDLIRGKQVGEAIAILNHTPKTAS
                     PVVEKVLKSAIANAEHNYEMDINSLVVEKVFVDEGPTLKRFRPRAMGRASQINKRTSH
                     ITVVVSEKKEG"
     gene            124437..125096
                     /gene="rpsC"
                     /locus_tag="BA_0116"
                     /old_locus_tag="BA0116"
                     /db_xref="Pathema:BA_0116"
     CDS             124437..125096
                     /gene="rpsC"
                     /locus_tag="BA_0116"
                     /old_locus_tag="BA0116"
                     /note="identified by match to protein family HMM PF00189;
                     match to protein family HMM PF00417; match to protein
                     family HMM PF07650; match to protein family HMM TIGR01009"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S3"
                     /protein_id="AAP24170.1"
                     /db_xref="Pathema:BA_0116"
                     /translation="MGQKVNPIGLRVGVIRDWESRWFAEKDYATLLHEDIKIREYINV
                     RLKDSAVAKVEIERAANRVNVTIHTAKPGMVIGKGGTEVEALRKALNQLTGKRVHINI
                     LEVKRADLNAKLVGENIARQLENRVSFRRAQKQVIQRAMRAGAKGIKTQVSGRLGGAD
                     IARAESYSEGTVPLHTLRADIDYAAVEADTTYGKLGVKVWIYRGEVLPTKKKASEEGG
                     K"
     gene            125098..125532
                     /gene="rplP"
                     /locus_tag="BA_0117"
                     /old_locus_tag="BA0117"
                     /db_xref="Pathema:BA_0117"
     CDS             125098..125532
                     /gene="rplP"
                     /locus_tag="BA_0117"
                     /old_locus_tag="BA0117"
                     /note="identified by similarity to EGAD:5179; match to
                     protein family HMM PF00252; match to protein family HMM
                     TIGR01164"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L16"
                     /protein_id="AAP24171.1"
                     /db_xref="Pathema:BA_0117"
                     /translation="MLMPKRVKYRREHRGKMRGRAKGGTEIAFGEFGLQAQAASWITN
                     RQIEAARRAMTRYMKRGGKVWIKIFPSKPYTAKPLEVRMGSGKGAPEGWVAVVKPGKI
                     MFEIAGVSEEVAREALRLAAHKLPVKCKFVKREENGGESNEN"
     gene            125522..125722
                     /gene="rpmC"
                     /locus_tag="BA_0118"
                     /old_locus_tag="BA0118"
                     /db_xref="Pathema:BA_0118"
     CDS             125522..125722
                     /gene="rpmC"
                     /locus_tag="BA_0118"
                     /old_locus_tag="BA0118"
                     /note="identified by similarity to OMNI:NTL01BS00124;
                     match to protein family HMM PF00831; match to protein
                     family HMM TIGR00012"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L29"
                     /protein_id="AAP24172.1"
                     /db_xref="Pathema:BA_0118"
                     /translation="MKTNDIRELTTAEIETKVKALKEELFNLRFQLATGQLENPTRIR
                     EVRKAIARMKTVVREREIGINR"
     gene            125743..126006
                     /gene="rpsQ"
                     /locus_tag="BA_0119"
                     /old_locus_tag="BA0119"
                     /db_xref="Pathema:BA_0119"
     CDS             125743..126006
                     /gene="rpsQ"
                     /locus_tag="BA_0119"
                     /old_locus_tag="BA0119"
                     /note="identified by similarity to SP:P12874; match to
                     protein family HMM PF00366; match to protein family HMM
                     TIGR03635"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S17"
                     /protein_id="AAP24173.1"
                     /db_xref="Pathema:BA_0119"
                     /translation="MSERNQRKVYTGRVVSDKMDKTITVLVETYKTHSLYGKRVKYSK
                     KYKAHDEQNQAKLGDIVKIMETRPLSATKRFRLVEIVEEAVII"
     gene            126050..126418
                     /gene="rplN"
                     /locus_tag="BA_0120"
                     /old_locus_tag="BA0120"
                     /db_xref="Pathema:BA_0120"
     CDS             126050..126418
                     /gene="rplN"
                     /locus_tag="BA_0120"
                     /old_locus_tag="BA0120"
                     /note="identified by similarity to EGAD:7028; match to
                     protein family HMM PF00238; match to protein family HMM
                     TIGR01067"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L14"
                     /protein_id="AAP24174.1"
                     /db_xref="Pathema:BA_0120"
                     /translation="MIQQESRLKVADNSGARELLTIKVLGGSGRKYANIGDIIVATVK
                     QATPGGVVKKGDVVKAVVVRTKSGARRPDGSYIKFDENAAVIIKDDKSPRGTRIFGPV
                     ARELRDSNFMKIVSLAPEVL"
     gene            126457..126768
                     /gene="rplX"
                     /locus_tag="BA_0121"
                     /old_locus_tag="BA0121"
                     /db_xref="Pathema:BA_0121"
     CDS             126457..126768
                     /gene="rplX"
                     /locus_tag="BA_0121"
                     /old_locus_tag="BA0121"
                     /note="identified by similarity to SP:P12876; match to
                     protein family HMM PF00467; match to protein family HMM
                     TIGR01079"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L24"
                     /protein_id="AAP24175.1"
                     /db_xref="Pathema:BA_0121"
                     /translation="MHVKKGDKVQVITGKDKGKQGVILVAFPKQNRVIVEGVNIVKKH
                     SKPSQLNPQGGIITKEAPIHVSNVMILDPKTGEPTRVGFKVEDGKKVRIAKKSGELLD
                     K"
     gene            126795..127334
                     /gene="rplE"
                     /locus_tag="BA_0122"
                     /old_locus_tag="BA0122"
                     /db_xref="Pathema:BA_0122"
     CDS             126795..127334
                     /gene="rplE"
                     /locus_tag="BA_0122"
                     /old_locus_tag="BA0122"
                     /note="identified by similarity to SP:P12877; match to
                     protein family HMM PF00281; match to protein family HMM
                     PF00673"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L5"
                     /protein_id="AAP24176.1"
                     /db_xref="Pathema:BA_0122"
                     /translation="MNRLKEKFQKEITPALVSKFNYKSVMQVPKIEKIVINTGVGDAV
                     SNSKTLDNAVEELTQITGQKPVVTRAKKSIAGFRLREGMPIGAKVTLRGEQMYEFFDK
                     LVSVSLPRVRDFRGVSKKSFDGRGNYTLGVKEQLIFPEIDYDKVSKVRGMDIVIVTTA
                     KTDEEARELLTQFGMPFQK"
     gene            127368..127553
                     /gene="rpsN"
                     /locus_tag="BA_0123"
                     /old_locus_tag="BA0123"
                     /db_xref="Pathema:BA_0123"
     CDS             127368..127553
                     /gene="rpsN"
                     /locus_tag="BA_0123"
                     /old_locus_tag="BA0123"
                     /note="identified by similarity to SP:P12878; match to
                     protein family HMM PF00253"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S14"
                     /protein_id="AAP24177.1"
                     /db_xref="Pathema:BA_0123"
                     /translation="MAKKSMIAKQKRTPKFKVQEYTRCERCGRPHSVYRKFKLCRICF
                     RELAYKGQIPGVKKASW"
     gene            127583..127981
                     /gene="rpsH"
                     /locus_tag="BA_0124"
                     /old_locus_tag="BA0124"
                     /db_xref="Pathema:BA_0124"
     CDS             127583..127981
                     /gene="rpsH"
                     /locus_tag="BA_0124"
                     /old_locus_tag="BA0124"
                     /note="identified by similarity to SP:P12879; match to
                     protein family HMM PF00410"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S8"
                     /protein_id="AAP24178.1"
                     /db_xref="Pathema:BA_0124"
                     /translation="MVMTDPIADMLTRIRNANMVRHEKLEVPASKIKKEIAELLKREG
                     FIRDVEYIEDNKQGILRIFLKYGANNERVITGLKRISKPGLRVYAKADEVPRVLNGLG
                     IALVSTSKGVMTDKDARQLQTGGEVVAYVW"
     gene            128014..128553
                     /gene="rplF"
                     /locus_tag="BA_0125"
                     /old_locus_tag="BA0125"
                     /db_xref="Pathema:BA_0125"
     CDS             128014..128553
                     /gene="rplF"
                     /locus_tag="BA_0125"
                     /old_locus_tag="BA0125"
                     /note="identified by similarity to SP:P46898; match to
                     protein family HMM PF00347; match to protein family HMM
                     TIGR03654"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L6"
                     /protein_id="AAP24179.1"
                     /db_xref="Pathema:BA_0125"
                     /translation="MSRIGKKILEIPAGVTITVAEDNTVTVKGPKGELTRTFNADMLI
                     KIEENTLTVERPSEQKEHRALHGTTRALIGNMVEGVTEGFARGLELVGVGYRAQKQGD
                     KLVLSVGYSHPVEMTPEAGLEVEVPAPTKIVIKGIDKQRVGEFAANIRAVRAPEPYKG
                     KGIRYEGEVVRRKEGKTAK"
     gene            128585..128947
                     /gene="rplR"
                     /locus_tag="BA_0126"
                     /old_locus_tag="BA0126"
                     /db_xref="Pathema:BA_0126"
     CDS             128585..128947
                     /gene="rplR"
                     /locus_tag="BA_0126"
                     /old_locus_tag="BA0126"
                     /note="identified by similarity to SP:P46899; match to
                     protein family HMM PF00861; match to protein family HMM
                     TIGR00060"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L18"
                     /protein_id="AAP24180.1"
                     /db_xref="Pathema:BA_0126"
                     /translation="MITKADKNATRKKRHARVRAKLTGTAERPRLNVFRSNQHIYAQV
                     IDDVNGVTLVSASTLDKDLALNGTSNIEAATKVGESVAKRAVEKGVKEVVFDRGGYLY
                     HGRVKALAEAAREAGLQF"
     gene            128969..129469
                     /gene="rpsE"
                     /locus_tag="BA_0127"
                     /old_locus_tag="BA0127"
                     /db_xref="Pathema:BA_0127"
     CDS             128969..129469
                     /gene="rpsE"
                     /locus_tag="BA_0127"
                     /old_locus_tag="BA0127"
                     /note="identified by similarity to SP:P21467; match to
                     protein family HMM PF00333; match to protein family HMM
                     PF03719; match to protein family HMM TIGR01021"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S5"
                     /protein_id="AAP24181.1"
                     /db_xref="Pathema:BA_0127"
                     /translation="MHRIDPSKLELEERVVTINRVAKVVKGGRRFRFAALVVVGDKNG
                     HVGFGTGKAQEVPDAIRKAIEDAKKNLIAVPLVGTTIPHTINGHFGAGEVFLKPAAEG
                     TGVIAGGPVRAVLELAGVQDILSKSLGSNTPINMIRATVNGLSELKRAEDVAKLRGKS
                     VEELLG"
     gene            129483..129665
                     /gene="rpmD"
                     /locus_tag="BA_0128"
                     /old_locus_tag="BA0128"
                     /db_xref="Pathema:BA_0128"
     CDS             129483..129665
                     /gene="rpmD"
                     /locus_tag="BA_0128"
                     /old_locus_tag="BA0128"
                     /note="identified by similarity to SP:P19947; match to
                     protein family HMM PF00327; match to protein family HMM
                     TIGR01308"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L30"
                     /protein_id="AAP24182.1"
                     /db_xref="Pathema:BA_0128"
                     /translation="MAKKLEITLTRSVIGRPQDQRATVEALGLKKLNSTVVKEETPAI
                     LGMINKVSHLVTVKEA"
     gene            129699..130139
                     /gene="rplO"
                     /locus_tag="BA_0129"
                     /old_locus_tag="BA0129"
                     /db_xref="Pathema:BA_0129"
     CDS             129699..130139
                     /gene="rplO"
                     /locus_tag="BA_0129"
                     /old_locus_tag="BA0129"
                     /note="identified by similarity to EGAD:16743; match to
                     protein family HMM PF00256; match to protein family HMM
                     PF01305; match to protein family HMM TIGR01071"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L15"
                     /protein_id="AAP24183.1"
                     /db_xref="Pathema:BA_0129"
                     /translation="MKLHELKPAEGSRKVRNRVGRGIGSGNGKTAGKGHKGQNARSGG
                     GVRLGFEGGQTPLFRRLPKRGFTNINRKEFAIVNLSTLNRFEDGTEVTPELLLETGVI
                     SKLNDGVKILASGAVEKKLTVKAHKFSSSAKEAIEAAGGSVEVI"
     gene            130139..131440
                     /gene="secY1"
                     /locus_tag="BA_0130"
                     /old_locus_tag="BA0130"
                     /db_xref="Pathema:BA_0130"
     CDS             130139..131440
                     /gene="secY1"
                     /locus_tag="BA_0130"
                     /old_locus_tag="BA0130"
                     /note="identified by similarity to SP:P16336; match to
                     protein family HMM PF00344; match to protein family HMM
                     TIGR00967"
                     /codon_start=1
                     /transl_table=11
                     /product="preprotein translocase, SecY subunit"
                     /protein_id="AAP24184.1"
                     /db_xref="Pathema:BA_0130"
                     /translation="MFRTISNFMRVAEIRRKILFTLAMLIVFRIGTFIPVPFTNGDVL
                     KAQDQLNALGILNTFGGGALKNFSIFAMGIMPYITASIIVQLLQMDVVPKFSEWAKQG
                     EMGRRKLTQFTRYFTIVLAFIQGFGMSIGFNGMVGGQLILNPGWSTYLYIATVLTAGT
                     AFLMWLGEQITAKGVGNGISILIFGGIAAAIPSVISQVYQQQFQNIGDQLFMSIVKVA
                     LILLAVLAVIVGVIFIQQAVRKIPIQYAKRVTGGNGGYAGAQNTHLPLKVNSAGVIPV
                     IFAVSFLITPPTIAQFFPKHDVSQWIIANFNYSHPVGMIIYVALIVAFTYFYAFVQVN
                     PEQMSENLNKQGGYVPGIRPGKNTEQYLTKILYRLTFVGSIFLAAIAILPVIFTKLGN
                     LPPSAQIGGTSMLIVVGVALETMKQLESQLVKRHYKGFIKQ"
     gene            131497..132147
                     /gene="adk"
                     /locus_tag="BA_0131"
                     /old_locus_tag="BA0131"
                     /db_xref="Pathema:BA_0131"
     CDS             131497..132147
                     /gene="adk"
                     /locus_tag="BA_0131"
                     /old_locus_tag="BA0131"
                     /EC_number="2.7.4.3"
                     /note="identified by similarity to SP:P27142; match to
                     protein family HMM PF00406; match to protein family HMM
                     PF05191; match to protein family HMM TIGR01351"
                     /codon_start=1
                     /transl_table=11
                     /product="adenylate kinase"
                     /protein_id="AAP24185.1"
                     /db_xref="Pathema:BA_0131"
                     /translation="MNLILMGLPGAGKGTQAEQIVAKYNIPHISTGDMFRAAMKAETE
                     MGLQAKSFIDKGALVPDEVTIGIVRERLSQEDCVRGFLLDGFPRTVAQASALEEIMKD
                     LGKKIDYVLNINVDSGLLLKRLTGRRICKECGATYHLEFNAPAKADVCDKCGGELYQR
                     SDDNEETVANRLDVNIKQTKPLLDFYEELGYLQSINGEQDINKVFADIDVLIGGLA"
     gene            132147..132893
                     /gene="maP1"
                     /locus_tag="BA_0132"
                     /old_locus_tag="BA0132"
                     /db_xref="Pathema:BA_0132"
     CDS             132147..132893
                     /gene="maP1"
                     /locus_tag="BA_0132"
                     /old_locus_tag="BA0132"
                     /EC_number="3.4.11.18"
                     /note="identified by match to protein family HMM PF00557;
                     match to protein family HMM TIGR00500"
                     /codon_start=1
                     /transl_table=11
                     /product="methionine aminopeptidase, type I"
                     /protein_id="AAP24186.1"
                     /db_xref="Pathema:BA_0132"
                     /translation="MIICKTPREIEIMREAGRIVALTHQELKQHITPGITTKELDQIA
                     EKTIQKYGATPSFKGYNGFPGSICASVNEELVHGIPGKRKLKEGDIISIDIGAKYNGY
                     HGDSAWTYPVGNISESVQKLLDVTEKSLYLGLEQVKPGERLSNISHAVQTHAEENGFS
                     IVREYVGHGIGQDLHEDPQIPHYGPPNRGPRLKPGMVICVEPMVNQGRRYVKTLSDDW
                     TVVTVDGKWCAHFEHTIALTEAGYEILTTL"
     gene            132962..133180
                     /gene="infA"
                     /locus_tag="BA_0133"
                     /old_locus_tag="BA0133"
                     /db_xref="Pathema:BA_0133"
     CDS             132962..133180
                     /gene="infA"
                     /locus_tag="BA_0133"
                     /old_locus_tag="BA0133"
                     /note="identified by similarity to SP:P20458; match to
                     protein family HMM PF00575; match to protein family HMM
                     PF01176; match to protein family HMM TIGR00008"
                     /codon_start=1
                     /transl_table=11
                     /product="translation initiation factor IF-1"
                     /protein_id="AAP24187.1"
                     /db_xref="Pathema:BA_0133"
                     /translation="MAKDDVIEVEGTVLETLPNAMFKVELENGHVVLAHVSGKIRMNF
                     IRILPGDKVTVELSPYDLNRGRITYRFK"
     gene            133216..133329
                     /gene="rpmJ"
                     /locus_tag="BA_0134"
                     /old_locus_tag="BA0134"
                     /db_xref="Pathema:BA_0134"
     CDS             133216..133329
                     /gene="rpmJ"
                     /locus_tag="BA_0134"
                     /old_locus_tag="BA0134"
                     /note="identified by similarity to SP:P20278; match to
                     protein family HMM PF00444; match to protein family HMM
                     TIGR01022"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L36"
                     /protein_id="AAP24188.1"
                     /db_xref="Pathema:BA_0134"
                     /translation="MKVRPSVKPICEKCKVIRRRGKVMVICENPKHKQKQG"
     gene            133351..133716
                     /gene="rpsM"
                     /locus_tag="BA_0135"
                     /old_locus_tag="BA0135"
                     /db_xref="Pathema:BA_0135"
     CDS             133351..133716
                     /gene="rpsM"
                     /locus_tag="BA_0135"
                     /old_locus_tag="BA0135"
                     /note="identified by similarity to SP:P20282; match to
                     protein family HMM PF00416; match to protein family HMM
                     TIGR03631"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S13"
                     /protein_id="AAP24189.1"
                     /db_xref="Pathema:BA_0135"
                     /translation="MARIAGVDIPRDKRVVISLTYVFGIGRTTAEKILAEAGISEETR
                     VRDLTEDELGRIRDIIDRIKVEGDLRREVSLNIKRLMEIGSYRGLRHRRGLPVRGQNS
                     KNNARTRKGPRRTVANKKK"
     gene            133741..134130
                     /gene="rpsK"
                     /locus_tag="BA_0136"
                     /old_locus_tag="BA0136"
                     /db_xref="Pathema:BA_0136"
     CDS             133741..134130
                     /gene="rpsK"
                     /locus_tag="BA_0136"
                     /old_locus_tag="BA0136"
                     /note="identified by similarity to SP:P04969; match to
                     protein family HMM PF00411; match to protein family HMM
                     TIGR03632"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S11"
                     /protein_id="AAP24190.1"
                     /db_xref="Pathema:BA_0136"
                     /translation="MARKTNTRKKRVKKNIEAGVAHIRSTFNNTIVTLTDTHGNALSW
                     SSAGALGFRGSRKSTPFAAQMAAETAAKAAMEHGLKTLEVTVKGPGAGREAAIRALQA
                     AGLEVTAIRDVTPVPHNGCRPPKRRRV"
     gene            134311..135255
                     /gene="rpoA"
                     /locus_tag="BA_0137"
                     /old_locus_tag="BA0137"
                     /db_xref="Pathema:BA_0137"
     CDS             134311..135255
                     /gene="rpoA"
                     /locus_tag="BA_0137"
                     /old_locus_tag="BA0137"
                     /EC_number="2.7.7.6"
                     /note="identified by similarity to EGAD:15427; match to
                     protein family HMM PF01000; match to protein family HMM
                     PF01193; match to protein family HMM PF03118; match to
                     protein family HMM TIGR02027"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-directed RNA polymerase, alpha subunit"
                     /protein_id="AAP24191.1"
                     /db_xref="Pathema:BA_0137"
                     /translation="MIEIEKPKIETVELNEDAKYGKFVIEPLERGYGTTLGNSLRRIL
                     LSSLPGAAVTAIQIDGVLHEFSTVEGVVEDVTTIILNLKKLALKIYSEEEKTLEIDVQ
                     GEGIVTAADITHDSDVEILNPDLHIATLAKDAHFRVRLTAKRGRGYTPADANKSEDQP
                     IGVIPIDSIYTPVSRVTYQVEKTRVGQVANYDKLTLDVWTDGSIGPKEAISLGAKILT
                     EHLNIFVGLTDEAQNAEIMVEKEEDQKEKVLEMTIEELDLSVRSYNCLKRAGINTVQE
                     LANKTEEDMMKVRNLGRKSLEEVKHKLEELGLGLRKDD"
     gene            135291..135653
                     /gene="rplQ"
                     /locus_tag="BA_0138"
                     /old_locus_tag="BA0138"
                     /db_xref="Pathema:BA_0138"
     CDS             135291..135653
                     /gene="rplQ"
                     /locus_tag="BA_0138"
                     /old_locus_tag="BA0138"
                     /note="identified by similarity to SP:P20277; match to
                     protein family HMM PF01196; match to protein family HMM
                     TIGR00059"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L17"
                     /protein_id="AAP24192.1"
                     /db_xref="Pathema:BA_0138"
                     /translation="MAYRKLGRTSAQRKAMLRDLATDLIINERIQTTETRAKELRSVV
                     EKMITLGKRGDLHARRQAAAFIRNEVANAETGQDALQKLFADVAPRYAERQGGYTRIA
                     KIGPRRGDAAPMVIIELV"
     gene            135757..136599
                     /locus_tag="BA_0139"
                     /old_locus_tag="BA0139"
                     /db_xref="Pathema:BA_0139"
     CDS             135757..136599
                     /locus_tag="BA_0139"
                     /old_locus_tag="BA0139"
                     /note="identified by match to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP24193.1"
                     /db_xref="Pathema:BA_0139"
                     /translation="MKKEKLRTENISFQYPGAATYALKDVSFSLFEGEWVSVIGQNGS
                     GKSTLAKLLNGLFLPEAGTITVNDTMILSEETVWDVRKQIGMVFQNPDNQFVGTTVQD
                     DVVFGLENIGMPREQMVERLNQALRLVRMEDFLNDEPHSLSGGQKQRVAIAGVLALQP
                     SILILDEATSMLDPQGRREVVETVRQLVNEKGITVLSITHDLEEAAQSDRVIILNKGE
                     ILEEGTPEQIFKSSHMLQEIGLDVPFSVKIAELLKRNEILLQNTHLTMESLVNELWRL
                     HSKK"
     gene            136575..137456
                     /locus_tag="BA_0140"
                     /old_locus_tag="BA0140"
                     /db_xref="Pathema:BA_0140"
     CDS             136575..137456
                     /locus_tag="BA_0140"
                     /old_locus_tag="BA0140"
                     /note="identified by match to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP24194.1"
                     /db_xref="Pathema:BA_0140"
                     /translation="MEITFQKVEHRYQYKTPFERRALYDVDVSFPSGGYYAIIGHTGS
                     GKSTMIQHLNGLLQPTNGTVQIGEHFISAGKKEKKLKPLRKKVGVVFQFPEHQLFEET
                     VEKDICFGPTNFGVSEEAAKQKAREAIELVGLEPELLARSPFELSGGQMRRVAIAGVL
                     AMEPEVLVLDEPTAGLDPKGQNELMEMFYKLHKEKGLTVILVTHNMEDAAKYAEQIVV
                     MHKGTVFLQGSAEEVFSHADELEKIGVDLPMSLKYKRAIEEKFGISIPKATLSLEDLT
                     HEVVQVLRKGGHESCSS"
     gene            137444..138238
                     /locus_tag="BA_0141"
                     /old_locus_tag="BA0141"
                     /db_xref="Pathema:BA_0141"
     CDS             137444..138238
                     /locus_tag="BA_0141"
                     /old_locus_tag="BA0141"
                     /note="identified by match to protein family HMM PF02361"
                     /codon_start=1
                     /transl_table=11
                     /product="cobalt transport protein"
                     /protein_id="AAP24195.1"
                     /db_xref="Pathema:BA_0141"
                     /translation="MQQLIIGRYIPGNSLIHQLDPRTKLLIVFLYVFVVFLANNAISY
                     GFLFLYALIALFFAKVPIRYVLSGLKPILWIFLFTFFLHIFTNKEGEVLFQLGWFSIH
                     EKGLEQGIYISIRFFVIILMTTLLTLTTTPIEITDGLETLLKPLKRIKVPVHEIALMM
                     SISLRFIPTLMDETSKIMKAQSSRGIDFAGGPIKDRMKAIISLLVPLFISAFKRAEDL
                     AIAMEARGYQSGEGRTKFRQLRWKTSDTVTIISLLCLACILAWVRS"
     gene            138253..138996
                     /gene="truA1"
                     /locus_tag="BA_0142"
                     /db_xref="Pathema:BA_0142"
     CDS             138253..138996
                     /gene="truA1"
                     /locus_tag="BA_0142"
                     /EC_number="5.4.99.12"
                     /note="identified by similarity to SP:P70973; match to
                     protein family HMM PF01416; match to protein family HMM
                     TIGR00071"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA pseudouridine synthase A"
                     /protein_id="ACZ49980.1"
                     /db_xref="Pathema:BA_0142"
                     /translation="MDRIKCTVAYDGMHFCGYQIQPQHRTVQQEIEKALQKLHKGELV
                     RVQASGRTDSTVHAKGQVIHFDTPLSLEEWQWSNALNTMLPDDIVITQVEKKTEEFHA
                     RYGVERKEYRYRVLVSKTADVFRRNYVYQYPYPLEVNSIRKAIPYFIGTHDFTSFCSA
                     KTDKKDKVRTIYEIELIEQDDELIFRFVGNGFLYNMVRIIVGTLLNVGQGKLDPDSIP
                     EILAKQNRQFAGKMAPGHGLYLWQVNYNN"
     gene            139149..139586
                     /gene="rplM"
                     /locus_tag="BA_0143"
                     /old_locus_tag="BA0143"
                     /db_xref="Pathema:BA_0143"
     CDS             139149..139586
                     /gene="rplM"
                     /locus_tag="BA_0143"
                     /old_locus_tag="BA0143"
                     /note="identified by similarity to EGAD:97842; match to
                     protein family HMM PF00572; match to protein family HMM
                     TIGR01066"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L13"
                     /protein_id="AAP24196.1"
                     /db_xref="Pathema:BA_0143"
                     /translation="MRTTFMAKANEVERKWYVVDAEGQTLGRLASEVASILRGKNKPT
                     FTPHVDTGDHVIIINAEKIHLTGNKLNDKIYYRHTNHPGGLKQRTALEMRTNYPVQML
                     ELAIKGMLPKGRLGRQVSKKLNVYAGAEHPHQAQKPEVYELRG"
     gene            139608..140000
                     /gene="rpsI"
                     /locus_tag="BA_0144"
                     /old_locus_tag="BA0144"
                     /db_xref="Pathema:BA_0144"
     CDS             139608..140000
                     /gene="rpsI"
                     /locus_tag="BA_0144"
                     /old_locus_tag="BA0144"
                     /note="identified by similarity to SP:P21470; match to
                     protein family HMM PF00380"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S9"
                     /protein_id="AAP24197.1"
                     /db_xref="Pathema:BA_0144"
                     /translation="MAQVQYYGTGRRKSSVARVRLVSGEGRVIINGRDFENYIPFAAL
                     REVVKQPLVATETLGNYDVLVNVNGGGYTGQAGAIRHGISRALLKADPEYRLTLKRAG
                     LLTRDARMKERKKYGLKGARRAPQFSKR"
     gene            140163..140591
                     /locus_tag="BA_0145"
                     /old_locus_tag="BA0145"
                     /db_xref="Pathema:BA_0145"
     CDS             140163..140591
                     /locus_tag="BA_0145"
                     /old_locus_tag="BA0145"
                     /note="identified by similarity to OMNI:NTL01BH0239"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24198.1"
                     /db_xref="Pathema:BA_0145"
                     /translation="MNVIVSLQEKQKEKQLKYERKMLRELSLKTLRSNIRDAFQMQEL
                     HRQYEDYCIELGIESYLLGARYSKFGYYGESFFDVKYRALEEEQQLTETLFQFLTSMT
                     MREIKLQDEELLFESCQQFIGLWWQEGYEKGERRYRLKLH"
     gene            140658..141371
                     /gene="cwlD"
                     /locus_tag="BA_0146"
                     /old_locus_tag="BA0146"
                     /db_xref="Pathema:BA_0146"
     CDS             140658..141371
                     /gene="cwlD"
                     /locus_tag="BA_0146"
                     /old_locus_tag="BA0146"
                     /EC_number="3.5.1.28"
                     /note="identified by match to protein family HMM PF01520;
                     match to protein family HMM TIGR02883"
                     /codon_start=1
                     /transl_table=11
                     /product="N-acetylmuramoyl-L-alanine amidase CwlD"
                     /protein_id="AAP24199.1"
                     /db_xref="Pathema:BA_0146"
                     /translation="MKRIRIISFALAAVILFFLVKQEFQIIKSWRAWNLPLSGKVIVL
                     DAGHGGPDGGAVGGKDIVEKDITLEITKKVQDYLQEQGALVILTREGDYDLAQKDTKS
                     YSRRKAEDLKKRVEIINKPDVDFFASIHLNALTSSGSKGAQTFYYRSSIENERAAKFI
                     QAELRTSLENTNRSAKTISHVYLLKYAKTPGALIEAGFLSNVNERYMLNSEKYQQKVA
                     AAVYRGILRYFTEKGNPPE"
     gene            141516..142580
                     /locus_tag="BA_0147"
                     /old_locus_tag="BA0147"
                     /db_xref="Pathema:BA_0147"
     CDS             141516..142580
                     /locus_tag="BA_0147"
                     /old_locus_tag="BA0147"
                     /note="identified by match to protein family HMM PF01883"
                     /codon_start=1
                     /transl_table=11
                     /product="mrp protein"
                     /protein_id="AAP24200.1"
                     /db_xref="Pathema:BA_0147"
                     /translation="MVMKEQVVEALEGIVDPFLHKTLKETGAIKEVTVKPEKKHVSVK
                     IAIVKTGTAEQMQLQSGIVKLVKELGAATVGLRFAEFTEEELAQFAPEQEEQTESLLS
                     PNSKTTFLAVASGKGGVGKSTVSVNLAIALARLGKKVGIIDADIYGFSVPDMMGIEKR
                     PVVRGDKIIPVERLGVKVISMGFFVEDNAPVIWRGPMLGKMLNHFFTEVEWGDLDYLV
                     LDLPPGTGDVALDLHSMLPACKEIIVTTPHPTAAFVAARAGAMALRTEHSILGVVENM
                     AYFESKTTGEKEYVFGRGGGDKLATELQTEVLGRIPLQQPDWNKEDFAPSVYEDTHTT
                     GLIYRTIAETVIDKTAFAQK"
     gene            complement(142637..143254)
                     /gene="gerD"
                     /locus_tag="BA_0148"
                     /old_locus_tag="BA0148"
                     /db_xref="Pathema:BA_0148"
     CDS             complement(142637..143254)
                     /gene="gerD"
                     /locus_tag="BA_0148"
                     /old_locus_tag="BA0148"
                     /codon_start=1
                     /transl_table=11
                     /product="spore germination protein GerD"
                     /protein_id="AAP24201.1"
                     /db_xref="Pathema:BA_0148"
                     /translation="MKRMLLVLTSSFLFLVLVACAQEKEAKSELDYDQTKKMIVDILK
                     TDQGKKAIQDVLTDEKMKQALILDETVVKKTIEDAMVSDKGQQFWEKLFKDPEFSSKF
                     AKSMGKEQTALMKTLLKDPEYQAGVIEIMKNPEVEKMMLQTMKSKEYRQYLQQVLTET
                     AESPLFQAKMIDIISKGVQKAEKSGSDKKEAGGEGGSQEGKKEQQ"
     gene            143394..144005
                     /gene="kbaA"
                     /locus_tag="BA_0149"
                     /old_locus_tag="BA0149"
                     /db_xref="Pathema:BA_0149"
     CDS             143394..144005
                     /gene="kbaA"
                     /locus_tag="BA_0149"
                     /old_locus_tag="BA0149"
                     /note="identified by similarity to SP:P16449"
                     /codon_start=1
                     /transl_table=11
                     /product="kinb signaling pathway activation protein"
                     /protein_id="AAP24202.1"
                     /db_xref="Pathema:BA_0149"
                     /translation="MNSRKWVRLFFTTLFLGGISTVIIGFVLEWDKYAKFFQNFDGKE
                     ILAVSFWLMGVGFIFSVISQMGFFAYLTIHRFGLGMFRSSSLWNIVQLFFIAFVLFDF
                     VYLRSVLIANGEVSLGNNILVAGVLFMFGAIVAYIKSKETNKKAFVPALFFMVVVTIL
                     EWVPALRINDTDWLYLMVIPLLLCNAYQLLILHRLIGKTSKSA"
     gene            complement(144110..144874)
                     /locus_tag="BA_0150"
                     /old_locus_tag="BA0150"
                     /db_xref="Pathema:BA_0150"
     CDS             complement(144110..144874)
                     /locus_tag="BA_0150"
                     /old_locus_tag="BA0150"
                     /note="identified by match to protein family HMM PF01522;
                     match to protein family HMM TIGR02764"
                     /codon_start=1
                     /transl_table=11
                     /product="putative polysaccharide deacetylase"
                     /protein_id="AAP24203.1"
                     /db_xref="Pathema:BA_0150"
                     /translation="MFFFFITSKRNFKHISLIVILSLFTAWLLFLKTYSHESAFSTAT
                     GPKVIYKGDTSKKQVAFTFDISWGDKKAIPILDTLKERDIKNATFFLSAAWAERHPDV
                     VERIIKDGHEIGSMGYNYTSYTSLETNEIRRDLLRAQDVFTKLGVKQIKLLRPPSGDF
                     NKATLKIAESLGYTVVHWSNNSNDWKNPGVNKIVSTVSNNLKGGDIVLLHASDSALQT
                     NKALPLLLQKLKSDGYEQISVSQLISNTSTKSKDVQ"
     gene            145045..145263
                     /locus_tag="BA_0151"
                     /old_locus_tag="BA0151"
                     /db_xref="Pathema:BA_0151"
     CDS             145045..145263
                     /locus_tag="BA_0151"
                     /old_locus_tag="BA0151"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24204.1"
                     /db_xref="Pathema:BA_0151"
                     /translation="MLGFMLTKEEKKEMEYILKRELEELLFDFEDERIHDVVKKAMEE
                     RYKIIFCLFRRVANAEDCIRYVRKRTFY"
     gene            145421..145519
                     /locus_tag="BA_0152"
                     /old_locus_tag="BA0152"
                     /db_xref="Pathema:BA_0152"
     CDS             145421..145519
                     /locus_tag="BA_0152"
                     /old_locus_tag="BA0152"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24205.1"
                     /db_xref="Pathema:BA_0152"
                     /translation="MKTERNKQRETSIFILDARQTNFIGEFDPGSG"
     gene            145515..147021
                     /gene="rrsD"
                     /locus_tag="BA_5755"
     rRNA            145515..147021
                     /gene="rrsD"
                     /locus_tag="BA_5755"
                     /product="16S ribosomal RNA"
     gene            147200..150107
                     /gene="rrlD"
                     /locus_tag="BA_5756"
     rRNA            147200..150107
                     /gene="rrlD"
                     /locus_tag="BA_5756"
                     /product="23S ribosomal RNA"
     gene            150194..150309
                     /gene="rrfD"
                     /locus_tag="BA_5757"
     rRNA            150194..150309
                     /gene="rrfD"
                     /locus_tag="BA_5757"
                     /product="5S ribosomal RNA"
     gene            150319..150393
                     /locus_tag="BA_5758"
     tRNA            150319..150393
                     /locus_tag="BA_5758"
                     /product="tRNA-Asn"
     gene            150398..150470
                     /locus_tag="BA_5759"
     tRNA            150398..150470
                     /locus_tag="BA_5759"
                     /product="tRNA-Thr"
     gene            150495..150569
                     /locus_tag="BA_5760"
     tRNA            150495..150569
                     /locus_tag="BA_5760"
                     /product="tRNA-Glu"
     gene            150575..150650
                     /locus_tag="BA_5761"
     tRNA            150575..150650
                     /locus_tag="BA_5761"
                     /product="tRNA-Val"
     gene            150668..150751
                     /locus_tag="BA_5762"
     tRNA            150668..150751
                     /locus_tag="BA_5762"
                     /product="tRNA-Tyr"
     gene            150817..150891
                     /locus_tag="BA_5763"
     tRNA            150817..150891
                     /locus_tag="BA_5763"
                     /product="tRNA-Gln"
     gene            150897..150972
                     /locus_tag="BA_5764"
     tRNA            150897..150972
                     /locus_tag="BA_5764"
                     /product="tRNA-Lys"
     gene            150978..151049
                     /locus_tag="BA_5765"
     tRNA            150978..151049
                     /locus_tag="BA_5765"
                     /product="tRNA-Gly"
     gene            151060..151132
                     /locus_tag="BA_5766"
     tRNA            151060..151132
                     /locus_tag="BA_5766"
                     /product="tRNA-Ala"
     gene            151247..152393
                     /locus_tag="BA_0153"
                     /old_locus_tag="BA0153"
                     /note="glycerate kinase, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_0153"
     gene            152603..153496
                     /gene="rocF"
                     /locus_tag="BA_0154"
                     /old_locus_tag="BA0154"
                     /db_xref="Pathema:BA_0154"
     CDS             152603..153496
                     /gene="rocF"
                     /locus_tag="BA_0154"
                     /old_locus_tag="BA0154"
                     /EC_number="3.5.3.1"
                     /note="identified by similarity to EGAD:14086; match to
                     protein family HMM PF00491; match to protein family HMM
                     TIGR01229"
                     /codon_start=1
                     /transl_table=11
                     /product="arginase"
                     /protein_id="AAP24206.1"
                     /db_xref="Pathema:BA_0154"
                     /translation="MKKEISVIGVPMDLGQMRRGVDMGPSAIRYAGVIERIEEIGYDV
                     KDMGDICIEREKEVDVNTSLRNLTQVATVCNELASKVDHIIEEGRFPLVLGGDHSIAI
                     GTLAGVAKHYKNLGVIWYDAHGDLNTEETSPSGNIHGMSLAASLGYGHPTLVDLYGAY
                     PKVKKENVVIIGARALDEGEKDFIRNEGIKVFTMHEIDRMGMTAVMEETIEYLSHTDG
                     VHLSLDLDGLDPHDAPGVGTPVIGGLSYRESHLAMEMLAEADIVTSAEFVEVNMILDE
                     RNRTATTAVALMGSLFGEKLK"
     gene            153745..154566
                     /locus_tag="BA_0155"
                     /old_locus_tag="BA0155"
                     /db_xref="Pathema:BA_0155"
     CDS             153745..154566
                     /locus_tag="BA_0155"
                     /old_locus_tag="BA0155"
                     /note="identified by similarity to EGAD:108364; match to
                     protein family HMM PF02457; match to protein family HMM
                     TIGR00159"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein TIGR00159"
                     /protein_id="AAP24207.1"
                     /db_xref="Pathema:BA_0155"
                     /translation="MPFEDTTILKYLSTALDIAVVWFIIYKLILIIRGTKAVQLLKGI
                     TVIIVVRMISIFLELRTLYWLTEQVLTWGFLAVIIIFQPELRRALEQLGRGSLFSRTG
                     THEDDEPEMVATAIAKATEYMGKRRIGALITLSKETGMGDYVETGIPLNANVSSELLI
                     NIFIPNTPLHDGAVIMQGSTIKAAACYLPLSESPFISKELGTRHRAAMGVSEVTDSIT
                     VVVSEETGQISLTKNGKLHRDLKTEQLKDMLLAEFSANEKTTSSSLWNWRRKRHG"
     gene            154559..156049
                     /locus_tag="BA_0156"
                     /old_locus_tag="BA0156"
                     /db_xref="Pathema:BA_0156"
     CDS             154559..156049
                     /locus_tag="BA_0156"
                     /old_locus_tag="BA0156"
                     /note="identified by similarity to EGAD:108365; match to
                     protein family HMM PF07949"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24208.1"
                     /db_xref="Pathema:BA_0156"
                     /translation="MDKLMENHWFLKGISLLLACMLFMSATLTEKNTTSGILPFANDA
                     KETLTNYAINVKYDEEKYIVSGIPAEGVKVKLEGPKAAVATAKAKKQFDIPVDLRDSE
                     KGTYEVSLKTNGLPDDVKGTVQPSTIKVTLHEKARKYVHVDLKLSNEDQMPAGAILEK
                     SSLKPDTVEVVGTKEEIESISSAKAYVDLKGVNKTVTKTPEVTLYNKEGKRLNVRTSP
                     SKISVTLNVATQATANNTEKTVPIAYTKKGSLPEGLAVTNISVEPREVTIAGPKDILD
                     NIQSIEGVEVDLSQLTESTTFDTSVLLPKGVTSAKPNQVKVSVGVQKTKQTKTRTIDG
                     ISIQKNGLSKDVTAQLLSPQDGKISVDISGETSIVDKIIANQITAVINLQNVSPGTKD
                     VAIQVSGPSNISIEPKQKSAKVTIVKKENPDKEVQGNGEQPNSNNNQDNQDNQTEKPK
                     NPEPEPNPDPDPEKEKEPEQNKDKETSQEPTVDNQKEPEKGANHNG"
     gene            156042..157388
                     /gene="glmM"
                     /locus_tag="BA_0157"
                     /old_locus_tag="BA0157"
                     /db_xref="Pathema:BA_0157"
     CDS             156042..157388
                     /gene="glmM"
                     /locus_tag="BA_0157"
                     /old_locus_tag="BA0157"
                     /EC_number="5.4.2.10"
                     /note="identified by similarity to EGAD:108366; match to
                     protein family HMM PF00408; match to protein family HMM
                     PF02878; match to protein family HMM PF02879; match to
                     protein family HMM PF02880; match to protein family HMM
                     TIGR01455"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphoglucosamine mutase"
                     /protein_id="AAP24209.1"
                     /db_xref="Pathema:BA_0157"
                     /translation="MGKYFGTDGVRGVANKELTPELAFKIGRFGGYVLTKDTDRPKVI
                     IGRDTRISGHMLEGALVAGLLSTGAEVMRLGVISTPGVAYLTKALDAQAGVMISASHN
                     PVQDNGIKFFGSDGFKLTDEQEAEIEALLDKEVDELPRPTGTNLGQVSDYFEGGQKYL
                     QYIKQTVEEDFSGLHIALDCAHGATSSLAPYLFADLEADISTMGTSPNGMNINDGVGS
                     THPEVLAELVKEKGADIGLAFDGDGDRLIAVDEKGNIVDGDQIMFICAKYMKETGQLK
                     HNTVVSTVMSNLGFYKALEANGITSDKTAVGDRYVMEEMKRGGYNLGGEQSGHIILLD
                     YITTGDGMLSALQLVNIMKMTKKPLSELAGEMTKFPQLLVNVRVTDKKLALENEKIKE
                     IIRVVEEEMNGDGRILVRPSGTEPLIRVMAEAPTQEVCDAYVHRIVEVVKAEVGAE"
     gene            157676..157861
                     /locus_tag="BA_0158"
                     /old_locus_tag="BA0158"
                     /db_xref="Pathema:BA_0158"
     CDS             157676..157861
                     /locus_tag="BA_0158"
                     /old_locus_tag="BA0158"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24210.1"
                     /db_xref="Pathema:BA_0158"
                     /translation="MREKERIQTSCISIYGLKPNREEGESRYKLTGLAICNPFFSINK
                     NGIGLCRYMFAEQRKHL"
     gene            157874..159676
                     /gene="glmS"
                     /locus_tag="BA_0159"
                     /old_locus_tag="BA0159"
                     /db_xref="Pathema:BA_0159"
     CDS             157874..159676
                     /gene="glmS"
                     /locus_tag="BA_0159"
                     /old_locus_tag="BA0159"
                     /EC_number="2.6.1.16"
                     /note="identified by match to protein family HMM PF00310;
                     match to protein family HMM PF01380; match to protein
                     family HMM TIGR01135"
                     /codon_start=1
                     /transl_table=11
                     /product="glutamine--fructose-6-phosphate transaminase
                     (isomerizing)"
                     /protein_id="AAP24211.1"
                     /db_xref="Pathema:BA_0159"
                     /translation="MCGIVGFIGEQDAKEILLKGLEKLEYRGYDSAGIAVQAENGVVV
                     YKEKGRIAKLREIVDENVAASVGIGHTRWATHGVPSKVNAHPHQSTSKRFTLVHNGVI
                     ENYELVKKEYLQDVTFVSETDTEVIVQLMEQQVSTGLSVEEAFRNTLSLLHGSYAIGL
                     LDAENPNMIYVAKNKSPLLVGVGDNFNVVASDAMAMLQVTDQFIELMDKEIVIVMKES
                     ITIKNLQGETIERAPFTAELDASDIEKGTYPHFMLKEIDEQPLVIRNIIQKYQDENGE
                     IELDQDIRNAILDSDRIYIIACGTSYHAGLVGKQFIEKFAKMPVEVHVASEFSYNMPL
                     LTERPFFIYISQSGETADSRAVLVQTNEMGHKALTITNVPGSTLSREADYTLPLYAGP
                     EIAVASTKAYTAQLAVLSILAADIAKAKGEVLGFDLTHELGLVANAMIELCDQKEEMD
                     ALAKQFLATTRNCFFIGRSVDFYVGLEGALKLKEISYIQAEGFAGGELKHGTIALIEN
                     GTPVIALATQEHVNLGIRGNVKEVVARGANPCIISMKGLEMEGDSFVLPAVHEALAPL
                     VAVIPLQLISYYAALHRECDVDKPRNLAKSVTVE"
     gene            160040..160849
                     /locus_tag="BA_0160"
                     /old_locus_tag="BA0160"
                     /db_xref="Pathema:BA_0160"
     CDS             160040..160849
                     /locus_tag="BA_0160"
                     /old_locus_tag="BA0160"
                     /note="identified by similarity to OMNI:NTL01BS02683;
                     match to protein family HMM PF00561"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24212.1"
                     /db_xref="Pathema:BA_0160"
                     /translation="MSIVKNGTLQVIGASIYYEVRGSGPILLLIHGGGGDADKFHNIA
                     DHLAKWYTVVTYDRRGHSRSNLVNKNEDYHVHTHSEDAHRLLANLTKEPAYVFGSSSG
                     AVIGLDLCIRHPEQVQLLIPHEPVLLQLLSENELKQAINFLEDLKGNHQNEVMKLLSN
                     IDDSNSEPSKDMLTERLLGNSTYFTEYEIPGILSYTLNIDALKSLLKPASIQVRPAGG
                     SISRETFPYHCAFNLAEHLGTEFAEFPGHHVGYNTVHHKEFAERLHDVIEN"
     gene            161256..161987
                     /gene="gntR"
                     /locus_tag="BA_0161"
                     /old_locus_tag="BA0161"
                     /db_xref="Pathema:BA_0161"
     CDS             161256..161987
                     /gene="gntR"
                     /locus_tag="BA_0161"
                     /old_locus_tag="BA0161"
                     /note="identified by similarity to OMNI:NTL01BS03999;
                     match to protein family HMM PF00392; match to protein
                     family HMM PF07729"
                     /codon_start=1
                     /transl_table=11
                     /product="gluconate operon transcriptional repressor"
                     /protein_id="AAP24213.1"
                     /db_xref="Pathema:BA_0161"
                     /translation="MTKSMEFLYPEKWLSKASTGDRVASELRMRIIAGVIESGTILSE
                     NKIAADFSVSRSPVREALKLLVSENIIRLERMGAVVIGLTEKEIEEIYDVRLLIETFI
                     FERLGKMDTNDLVRELNKIMEMMKIAIKYHDSDEFSYQDLLFHETIIRTIEHSYILMI
                     WNNLKPVMESLILLSMRTRFKEKYEDFERIIKNHELYIKAIESKDRALMIEALHQNFD
                     DVQGKVEDLWMSQQMLSKGVEQGHE"
     gene            161980..163515
                     /locus_tag="BA_0162"
                     /old_locus_tag="BA0162"
                     /note="gluconate kinase, authentic point mutation; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_0162"
     gene            163635..164981
                     /gene="gntP1"
                     /locus_tag="BA_0163"
                     /old_locus_tag="BA0163"
                     /db_xref="Pathema:BA_0163"
     CDS             163635..164981
                     /gene="gntP1"
                     /locus_tag="BA_0163"
                     /old_locus_tag="BA0163"
                     /note="identified by similarity to EGAD:19179; match to
                     protein family HMM PF02447; match to protein family HMM
                     PF03600; match to protein family HMM TIGR00791"
                     /codon_start=1
                     /transl_table=11
                     /product="gluconate permease"
                     /protein_id="AAP24214.1"
                     /db_xref="Pathema:BA_0163"
                     /translation="MPLVIVAIGILALLLLIMRFKLNTFISLIIVSVGVALALGMPPE
                     KIFKTIEAGLGGTLGHLALVFGLGAMLGKLLSDSGGAQRIAMTLVKKFGEKNIQWAVV
                     TASFIIGIALFFEVGLVLLIPIVFAISRELKVSILYLGISMAAALSVTHGFLPPHPGP
                     TAIAGELHANIGEVLLYGFMIAVPTVVLAGPVFTKLAKKLVPEAFTKTGNIQSLGEQK
                     VFKLEETPGFGISVFTALLPVLLMAVATIITLLQKTMGFKDNSLLATIEFIGNADTAM
                     LISLLVAIYTMGLARNIPIKSVMESCTTAISNIGMMLLIIGGGGAFKQVLIDGGVGNY
                     VAELFKGTSLSPILLAWIIAAILRISLGSATVAALTTVGLVIPMLGQSDVNLALVVLA
                     TGAGSLIASHVNDAGFWMFKEYFGLSMKETFATWTLLETIVSVAGLGFTLLLSLFV"
     gene            165246..166655
                     /gene="yqjI"
                     /locus_tag="BA_0164"
                     /old_locus_tag="BA0164"
                     /db_xref="Pathema:BA_0164"
     CDS             165246..166655
                     /gene="yqjI"
                     /locus_tag="BA_0164"
                     /old_locus_tag="BA0164"
                     /EC_number="1.1.1.44"
                     /note="identified by similarity to SP:P80859; match to
                     protein family HMM PF00393; match to protein family HMM
                     PF03446; match to protein family HMM TIGR00873"
                     /codon_start=1
                     /transl_table=11
                     /product="6-phosphogluconate dehydrogenase,
                     decarboxylating"
                     /protein_id="AAP24215.1"
                     /db_xref="Pathema:BA_0164"
                     /translation="MENLQIGVVGVGVMGKSLALNFESKGYSVALYDISKEKVDETIE
                     ENRGKNLVGTHIVEEFVNSLESPRKILLMVNAGEITDKAIDSLVPHLDKGDILIDGGN
                     TYFVDTIRRNKRLAEEGINFIGAGVSGGEEGALKGPSIMPGGQKDAYEKVKDMLENIS
                     AKVNNEPCCSYIGPNGAGHYVKMVHNGIEYGDMQLICEAYFFLKQTLDLTAEEFHEIF
                     AEWNKGELNSYLIEITADIFKKKDEETGKPLVDVILDTAGQKGTGKWTSQSALDLGIS
                     LPIITESVFARCISALKEERVNASKVLSGPKDKTAIGVEKAELIEAVRQALYMSKICS
                     YAQGFTQLKAASEEYNWNLDFGSISMLWRGGCIIRAAFLQNIKEAYETNTDLPNLLLD
                     PYFKEIVESYQGGLRQIISMAVQQGIPIPAFSAAISYYDSYRTAKLPANLLQAQRDYF
                     GAHTYKRVDKEGTFHTKWI"
     gene            166998..168962
                     /locus_tag="BA_0165"
                     /old_locus_tag="BA0165"
                     /db_xref="Pathema:BA_0165"
     CDS             166998..168962
                     /locus_tag="BA_0165"
                     /old_locus_tag="BA0165"
                     /note="identified by match to protein family HMM PF00326;
                     match to protein family HMM PF07676"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prolyl oligopeptidase family protein"
                     /protein_id="AAP24216.1"
                     /db_xref="Pathema:BA_0165"
                     /translation="MKVSEKTYLSIEEIISLPTVSSTNISDDGKNVAFVKRTANWEDN
                     TYRNHVWIYEKDKGKSYPLTTGDIDSIHPLWSPDSKSIAYLSSGGDGDMKNQIFVKSL
                     DDYSKVKITDEKEGISNFKWDPTGKGFYYITQSKECEEIKKRKELYGDFQHVGKEHQN
                     NCLCYIEMEKVIQNDKEEREINGVYQLTGGKDFYIHGFDISDNGKKVVCMATPSLNDH
                     MNGDLYILDVEARELQQMNVDKLLGGSACFSPEGNKICYSASIREKEYYRNHIQESTL
                     EIYDMNTGEVIQPLTNFDSMVMPLQWTAKGILIRWQDKTNYFIGLLAEDGTVETLREK
                     VDGFIMDASITRDGNHITYNKAITNETFEIYLDDKKITNENSLFEGKLKSNREIISWR
                     SSDGLEIEGVLSTPVEFDANKKYPLLVVIHGGPAWASFPIFSNCFNEKYPIEQFVEKG
                     FIVLEPNYRGSSGYGNEFLKANYRKQGLADYDDVISGVDELVEKGMVDKDRVGVMGWS
                     NGGYISAFCSTFSSRFKAISVGGGITNWSTHYVNTDIPYFIRMYLGNTPWNDPDIYKR
                     TSPMTYIKSACTPTLIQHGEKDARIPITNAYELHQGLKDMEVDTELIIFKGMAYSSDQ
                     PGVHVAIMKQNLMWFSHYILGESMEDFSTI"
     gene            169081..169647
                     /locus_tag="BA_0166"
                     /old_locus_tag="BA0166"
                     /db_xref="Pathema:BA_0166"
     CDS             169081..169647
                     /locus_tag="BA_0166"
                     /old_locus_tag="BA0166"
                     /note="identified by similarity to GP:22775861"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24217.1"
                     /db_xref="Pathema:BA_0166"
                     /translation="MTENKNELSVEQREELLKVLQARFEKNMNRHEGLEWAKVETKLA
                     TNNEKLWTLNEMEVTGGEPDVVGYDEEKDEYTFYDCSKESPKGRRSLCYDLEALESRK
                     KHKPENNAIDVAAAMGIELLTEQQYRELQKLGDFDMKSSSWVQTPSDIRELGGALFCD
                     YRFGHVFVYHNGADSYYAARGFRGSLRV"
     gene            complement(169719..170225)
                     /locus_tag="BA_0167"
                     /old_locus_tag="BA0167"
                     /db_xref="Pathema:BA_0167"
     CDS             complement(169719..170225)
                     /locus_tag="BA_0167"
                     /old_locus_tag="BA0167"
                     /note="identified by similarity to OMNI:NTL01BH2256; match
                     to protein family HMM PF04173; match to protein family HMM
                     PF07681"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24218.1"
                     /db_xref="Pathema:BA_0167"
                     /translation="MVINFLRTDKRAAFILLFLRLYIGYTWLAAGIGKVFGQSFDASG
                     FLKGAIAQASGDHPAVQSWWADFLQHFVLPNADLFSFLVQWGEILVGLGLILGGLTKT
                     AAFFGIIMNLAFLLSGTVSVNPNLLILTMFILVAGQNAGRIGLDGYVFPKLFRKNSHG
                     TYKLSKTA"
     gene            complement(170466..171380)
                     /locus_tag="BA_0168"
                     /old_locus_tag="BA0168"
                     /db_xref="Pathema:BA_0168"
     CDS             complement(170466..171380)
                     /locus_tag="BA_0168"
                     /old_locus_tag="BA0168"
                     /note="identified by similarity to OMNI:EF3019"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24219.1"
                     /db_xref="Pathema:BA_0168"
                     /translation="MDTSLKNALKKAQRKQLLKIIITSILVVIILIPIIYKVGNYFAA
                     KGSMRLHEQLFLYNSIAEPNVQIDSQVTSSSSMFGGNITSNRSKNINGYVVKWNTLTS
                     PYNWFRSNIDYNEVIPGTHWGRSNTESYNYDKQTKNKVATFYNPAIKEYYDGVKNELS
                     AVSKMENYVAEVAISFDQPYTLKEIQTKIPDNLNIVWLYMVSPIRDESGGPAGMPVYG
                     FEPGTPLEESYKGFFDSLKQYNDGYDKDIQKFLKSNENKPFDQVKILGVMLTGKTENF
                     KALENQNFIRGASVGVTAQIVPYIKPEK"
     gene            complement(171380..171871)
                     /locus_tag="BA_0169"
                     /old_locus_tag="BA0169"
                     /db_xref="Pathema:BA_0169"
     CDS             complement(171380..171871)
                     /locus_tag="BA_0169"
                     /old_locus_tag="BA0169"
                     /note="identified by match to protein family HMM PF04542;
                     match to protein family HMM PF04545; match to protein
                     family HMM PF08281; match to protein family HMM TIGR02937"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA polymerase sigma-70 factor, ECF family"
                     /protein_id="AAP24220.1"
                     /db_xref="Pathema:BA_0169"
                     /translation="MGKENILTSYLINLGEEVFKLLLAKGAIKEDAEDIIQNTFYKVY
                     TLLDDLTENNIRPWFFRVALNEYIDLKRKKEQQNIYLTEEIYSKLQYTDRELDAVLNK
                     DEIFYLLKDIKLEYKEAFFLKYYYDFTYEEIALILDIRVNSVKQKLHRARKTIHSTVG
                     GKP"
     gene            complement(172012..172974)
                     /locus_tag="BA_0170"
                     /old_locus_tag="BA0170"
                     /db_xref="Pathema:BA_0170"
     CDS             complement(172012..172974)
                     /locus_tag="BA_0170"
                     /old_locus_tag="BA0170"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24221.1"
                     /db_xref="Pathema:BA_0170"
                     /translation="MNSYTLVELNGFHTDFNIPFNRQTEGGVILVNYSVKNSSAKDIY
                     YMPALDISFTGAQKVYSNYKDLIPKEDQLPTKLAPTNDYLVKAGETISGYIAYPFGKD
                     DLAKISSLSTVSVTVPTAQANKGKFDAPIGSPGSFSLSLNKQGAEKVATDKAFYQDKA
                     TANNMGDKKMLKEKSSINNSQELGAVNVTLDGYQFTQFTPNSVEAPRFANFKNGIVLL
                     TVKFKLDNKDTQDVSLSPISSTLRVNDGTQYTINEGMLLNYDYNASVKTGTSGELLQV
                     FILDQEQYEKIWKEKSFEIELGPMRNKEAKDISQGKKAKFTLPK"
     gene            complement(172971..173312)
                     /locus_tag="BA_0171"
                     /old_locus_tag="BA0171"
                     /db_xref="Pathema:BA_0171"
     CDS             complement(172971..173312)
                     /locus_tag="BA_0171"
                     /old_locus_tag="BA0171"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP24222.1"
                     /db_xref="Pathema:BA_0171"
                     /translation="MSKKLLSLFSAVIVAAFVITGCGQSDTTNKEQKENAAKENKTEK
                     TDTTKENKPEEKNPKTRKLKIKRRKIPLLAPAIILNLFPTWKKKQAEKQKFFLKIRNH
                     KSINLKMFQYR"
     gene            173755..174528
                     /locus_tag="BA_0172"
                     /old_locus_tag="BA0172"
                     /note="oxidoreductase, short-chain dehydrogenase/reductase
                     family, authentic point mutation; an automated process has
                     identified a potential problem with this gene model; it
                     may contain one or more premature stops and/or
                     frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_0172"
     gene            complement(174566..175234)
                     /locus_tag="BA_0173"
                     /old_locus_tag="BA0173"
                     /db_xref="Pathema:BA_0173"
     CDS             complement(174566..175234)
                     /locus_tag="BA_0173"
                     /old_locus_tag="BA0173"
                     /note="identified by similarity to OMNI:NTL01EC00198;
                     match to protein family HMM PF00528"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, permease protein"
                     /protein_id="AAP24223.1"
                     /db_xref="Pathema:BA_0173"
                     /translation="MENKSFLDEWGKVIWEATIQTFQMTSISLFISILIALPLGVTLV
                     LTRPGGQHENKIIYSILNTIINIIRSLPFIILLFFILPFTKFLMGTSIGVQGVIVPLV
                     VFTAPYIARLMETALLEVDRGVIEAYQAMGVSTIQIIWHVMVKEARPSLVLGLTIATI
                     GLIGATAMAGLVGAGGLGDLAYRFGHLRYEPEVMYATVFILIILVQGLQSLGNGIARR
                     LKKD"
     gene            complement(175209..176249)
                     /locus_tag="BA_0174"
                     /old_locus_tag="BA0174"
                     /db_xref="Pathema:BA_0174"
     CDS             complement(175209..176249)
                     /locus_tag="BA_0174"
                     /old_locus_tag="BA0174"
                     /note="identified by similarity to OMNI:NTL01EC00199;
                     match to protein family HMM PF00005; match to protein
                     family HMM PF09383"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP24224.1"
                     /db_xref="Pathema:BA_0174"
                     /translation="MIELKNVSKVFTTKKGNVEALKSTSLQVKKGEVFGIIGYSGAGK
                     STLIRCVNLLEKPTTGNIIVNEQDLTTLSTKELAKARQKIGMIFQGFNLLKTVTVYEN
                     IALPLRLAGVPKLEIEKRVEKYLRIVDLFNRKDAYPSELSGGQKQRVAIARALSHEPE
                     VLLSDEATSALDPETTDSILDLLLKINEEIGITILLITHEMNVIQRICDRVAVMEHGA
                     VVESGTVKDIFTNPQHVTTKKFVNSAFAAKIPAEVQKELQRTGEIVTLSFIGNSSGEP
                     ALAVATKRFQVYPNILSGNITQLKHEAYGKLVIHMQGEQNEINHALSFLQEQGIIVEG
                     GRTDYGKQVLFG"
     gene            complement(176262..177074)
                     /locus_tag="BA_0175"
                     /old_locus_tag="BA0175"
                     /db_xref="Pathema:BA_0175"
     CDS             complement(176262..177074)
                     /locus_tag="BA_0175"
                     /old_locus_tag="BA0175"
                     /note="identified by similarity to GP:17984003; match to
                     protein family HMM PF03180"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter, substrate-binding
                     protein"
                     /protein_id="AAP24225.1"
                     /db_xref="Pathema:BA_0175"
                     /translation="MKKVLLSIVSGAVLLLGACSAGSDKEVKALDEKKITVGVTGGPH
                     EQIFEKVKEVAAKDGLEIDVKVFNDYVAPNVSLDEKSLDVNSYQTKSYLDVFKAERNM
                     KLTEVFSTVTFPMGVYSKSLKDVKDLKDGDAIAVPNDPTNELRALKLFEKAGVLKVDP
                     KATEKATAKDVIENPKNLKIVELEASQLPTQLSEVKAAAINTNFALGAKLSPAKDSIF
                     REGKDSPYVNWVVVRTENKDDAVVNKLKKAYQSKEVKEFIEKKFDGSVLPSW"
     gene            complement(177354..178262)
                     /locus_tag="BA_0176"
                     /old_locus_tag="BA0176"
                     /db_xref="Pathema:BA_0176"
     CDS             complement(177354..178262)
                     /locus_tag="BA_0176"
                     /old_locus_tag="BA0176"
                     /note="identified by match to protein family HMM PF00107;
                     match to protein family HMM PF08240"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, zinc-binding dehydrogenase
                     family"
                     /protein_id="AAP24226.1"
                     /db_xref="Pathema:BA_0176"
                     /translation="MKAIICTQYGPPNVLQLQNIEKPIPKKNEVLVKIHATSVSTGDC
                     RIRGFNSPLLFWIPMRLILGLRKPRNPILGVELAGEIEDIGTDVTQFKKGDQIFALTE
                     LNLGGYAEYTCVHESGLITLKPTNVTYEEAAVIPFGGTSALHFLRKSRIKKGQQVLIY
                     GASGSVGTAAIQLAKYFGATVTAVCSNSNFELVQSLGADKVIDYTKEDFTKRRERYDI
                     IFDAVGKHKKSLCKQVLAPNGKYVSVNGMMAKVSKEDMILLKKLTETEHLKPVIDRTY
                     RLEEIAEAHMYVEIGHKKGNVSITLK"
     gene            178408..179172
                     /locus_tag="BA_0177"
                     /old_locus_tag="BA0177"
                     /db_xref="Pathema:BA_0177"
     CDS             178408..179172
                     /locus_tag="BA_0177"
                     /old_locus_tag="BA0177"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP24227.1"
                     /db_xref="Pathema:BA_0177"
                     /translation="MKKIIFVSSLVLAISLGVGCSNEKTAKTDEPKKESVQKEKELTA
                     KDVFKKTNEAFKNEEHVTMTYGVGVKAEGTEMDIVKAKMQLEPKTKNSRSEMNISGTD
                     VVVYTVDGKVAGEVKKPNTGEVITVPEEQLNAGGMKATQDIIDKLEVPEVVLDKMKLE
                     KSGDKYKLKFTLKGQETESMLTSMDETQKKMLQAQNAKIEEVDAEYIITKDFKYESAK
                     IDMIMSSNGKDKAHIITNAKYTSYEKFDPIQLPAAK"
     gene            179305..180720
                     /locus_tag="BA_0178"
                     /old_locus_tag="BA0178"
                     /db_xref="Pathema:BA_0178"
     CDS             179305..180720
                     /locus_tag="BA_0178"
                     /old_locus_tag="BA0178"
                     /note="identified by match to protein family HMM PF01565"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, FAD-binding protein"
                     /protein_id="AAP24228.1"
                     /db_xref="Pathema:BA_0178"
                     /translation="MVTVAYTVLLATSVHTYKKQLDHPIMSDVGKLLPTKIKRVESAT
                     DEHSLIKLVQDANVSGEKISIAGMQHSQGGQTYYPHGTMLDMKGYNKILEFDPEKKRI
                     TVQSGVTWNDIQKKVNPYGLAVQVMQSQNIFTVGGSLSVNVHGRDIRHEALIDTVESF
                     RLLMADGIVRNVSREENADLFPYVIGGYGLFGVILDVTLKLTNDELYETHTKMLDYKE
                     YTSYFKEKVKKDANVRMHLARISVAPNSFLREMYVTDYTLAQNQNMREEYSELKEETI
                     IAAPKFLLGLSRYSDWGKNTFWDIQRSYFERTDGKYETRNNVMRSDSTFMEYENPNRT
                     EVLQEYFVPIDSFTEYIDDLRNVLNEEEFNLLNITIRYVEKNENAVLSYAKDDMFALV
                     LLINQGRSENEIKKTEGVIQKMIDVTLKHNGSYYLPYYSYPTKEQLKRAYPRIEEFLG
                     KKKEADPKERFVNLFYREYTK"
     gene            180717..181250
                     /locus_tag="BA_0179"
                     /old_locus_tag="BA0179"
                     /db_xref="Pathema:BA_0179"
     CDS             180717..181250
                     /locus_tag="BA_0179"
                     /old_locus_tag="BA0179"
                     /note="identified by similarity to OMNI:NTL01BS01119"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24229.1"
                     /db_xref="Pathema:BA_0179"
                     /translation="MTYRRFVASQSIIMMAGSMVFPFYILLLRNVGNSFSQFGWAYGL
                     FALTSALVYPLVGKLSDRVGDQKLLIIYAWTMAILMLCFPIATEVWHVYILQILMGVL
                     GAVQRNTEKTSLARKVVQENAGYEIGKYHVWTSIGGAVAIIATGYLVDFFTIGTIFYI
                     ASILYVVSGVVLSSKKI"
     gene            181329..183050
                     /locus_tag="BA_0180"
                     /old_locus_tag="BA0180"
                     /db_xref="Pathema:BA_0180"
     CDS             181329..183050
                     /locus_tag="BA_0180"
                     /old_locus_tag="BA0180"
                     /note="identified by similarity to OMNI:EF3018"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP24230.1"
                     /db_xref="Pathema:BA_0180"
                     /translation="MKFLILAILTLFLIPWTRRSGSKLRAVDKKGDEKVVKGKKSSIL
                     VIPVLFWIGIAIYEYFWLIDDRADSILTHYSVAVAILIGLVLFSQDQIGKLEGTLKGL
                     LMFVLLASYGYFGYLHDIVISQTKYDSVVKIEKDISEPFTENDQPFTVPPKTAENKMK
                     KVFGDIPKVAYFELGELTPQMVNGEALYVAPIEVSGFFKARKAETIPGYVTMSGTNPD
                     AEAKLHLGYKMKYVPSMFFGNNLERVVRQAEPNLIFKGKPKLEVDDKGKPYYTMTYGE
                     FISGRSGFEIEGVVVVDAQTGEVKRYDKGKAPKFIDGVLNHETASTLNTYFGKYIHGF
                     WNTKFSQTDMKIPTEWGTKEGVTPIFGKDGTLYYFTDFTSPKEGVDSALGYSLIDART
                     GKLYYYNGKEVKGIMDGSAASEVVDNSFKREKWHGTMPVIYNVYGKPSWIVPVIDDGG
                     LVRAHTVIYASNAKIFATGSTQKEALENYKNALSGSGDSFRPTSSSKEAQKEGVVQRV
                     YKEKTGENTIVYVLLENEQKVFMIPAKKFPYAMFTEVGDPIQITYLDTGEAMSSVSKF
                     TNSNLNK"
     gene            183178..184428
                     /locus_tag="BA_0181"
                     /old_locus_tag="BA0181"
                     /db_xref="Pathema:BA_0181"
     CDS             183178..184428
                     /locus_tag="BA_0181"
                     /old_locus_tag="BA0181"
                     /note="identified by match to protein family HMM PF07690;
                     match to protein family HMM TIGR00710"
                     /codon_start=1
                     /transl_table=11
                     /product="drug resistance transporter, Bcr/CflA family"
                     /protein_id="AAP24231.1"
                     /db_xref="Pathema:BA_0181"
                     /translation="MNEVNQEIYKPVKTNRLWMILVLGTLTAIGPLSIDMYLPSLPKL
                     TDDLQTGASLAQLTLTACLLGLSVGQLFVGSISDIYGRRKPLIIALIIYVASSLLCAV
                     APSIWTLVLLRFLQGASGSAGIVISRAMVRDMYSGSEMTKFFSLLMLVNGAAPILAPI
                     IGGQLLQFTTWRGVFIVLGAISVFMLISATFVLRETLPPEERETGGLSGTLATYGKLL
                     KDRLFMGYALSQGLVTAAMFAYISGSPFVLQNIYGASPQQFSLFFAINGIGIIIASQV
                     TGRLAGKVNEKTLFVSGIVIAAVGGLSLLLTILLGIGLIGVLCSLFLVVSSVGVVSTT
                     GFSLAMRNQKQAAGTASALLGLLQFISGALVAPLVGIGGSNTALPMGIVIALCEIGAV
                     LCYLFMARRSEKQFELQARQNLEV"
     gene            184679..185179
                     /locus_tag="BA_0183"
                     /old_locus_tag="BA0183"
                     /db_xref="Pathema:BA_0183"
     CDS             184679..185179
                     /locus_tag="BA_0183"
                     /old_locus_tag="BA0183"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP24232.1"
                     /db_xref="Pathema:BA_0183"
                     /translation="MKKALGIAVMGSMILLAGCNGSKDTKEPKEKVEQSTEQTEEMKE
                     YRAVHEKYDLKMNKEINNALQLFEVAKEKGGKEITTATYKEDVQKVTTSMLEDIDHIR
                     KEIRVPKSKEQEHEVYVGFLNESEQAMKKLQKLAKEDSSLIRDIEINFATASTYYKRF
                     QAETKK"
     gene            complement(185196..185411)
                     /locus_tag="BA_0184"
                     /old_locus_tag="BA0184"
                     /db_xref="Pathema:BA_0184"
     CDS             complement(185196..185411)
                     /locus_tag="BA_0184"
                     /old_locus_tag="BA0184"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24233.1"
                     /db_xref="Pathema:BA_0184"
                     /translation="MDPLLLATIGLPLTIVILVIIGFYKLFIKKKSITSFYTPFDNIT
                     GQTISEFHEEQKVLVSEDEDGDGKKKK"
     gene            185820..186743
                     /locus_tag="BA_0185"
                     /old_locus_tag="BA0185"
                     /db_xref="Pathema:BA_0185"
     CDS             185820..186743
                     /locus_tag="BA_0185"
                     /old_locus_tag="BA0185"
                     /note="identified by similarity to EGAD:8134; match to
                     protein family HMM PF00528"
                     /codon_start=1
                     /transl_table=11
                     /product="oligopeptide ABC transporter, permease protein"
                     /protein_id="AAP24234.1"
                     /db_xref="Pathema:BA_0185"
                     /translation="MEVYVIKKLSVMVFTLWVITTVTFLIMHIIPGDPFSSDAKIFPE
                     EVIQNMRAKYHLDEPLWNQYVAYLDGVVHFDFGESVQSTGQGVSEIITTGFGPSAIIG
                     LQALIISLLVGIAAGTFAALYHGKVIDYSVSLLAILGISIPSFILAPLFIQVFAIQFE
                     LLPVASWGTFEHTVLPSFALALGPIAVITRFVRSNMIEVLQSDYIKLARAKGIPIKKI
                     IIRHALRNAIVPVLTFVGPLMAGLLTGTFVIEKIFSIPGLGKYFVDSIFNRDYPVIMG
                     TTIFYSALLILCIFITDIIHRIVDPRIRSIT"
     gene            186760..187764
                     /locus_tag="BA_0186"
                     /old_locus_tag="BA0186"
                     /db_xref="Pathema:BA_0186"
     CDS             186760..187764
                     /locus_tag="BA_0186"
                     /old_locus_tag="BA0186"
                     /note="identified by similarity to EGAD:19603; match to
                     protein family HMM PF00528"
                     /codon_start=1
                     /transl_table=11
                     /product="oligopeptide ABC transporter, permease protein"
                     /protein_id="AAP24235.1"
                     /db_xref="Pathema:BA_0186"
                     /translation="MGAYEINNQLLTNEEKKELTINKDQQKISRKKEVFRKFVSNPIA
                     VLGSVTLLLIIVFSLIGESLTPFTASEQVKKATNLPPSSEHWFGTDDLGRDIWARTWA
                     GGKISLTVGLVAAALDIGLGVLIGGFSGYVRGRNCLGTLIDEWIIRGIEVLYGIPYLL
                     IVILLLIVMKPGLFTIIIALALTGWIGMARLIRAQVLSLKQREFVIAAERLGTSHMKI
                     IYGHLIPNLTGIIIVNLSFTIPAAIFSESFLSFIGLGVQSPAASWGTMTNDALGTLLS
                     GEWWQLFFPAIMIALIMFAFNAIGDGLQDAIDPKIIKRNRKEKKHGASLIFRKRNISR
                     "
     gene            187721..188731
                     /locus_tag="BA_0187"
                     /old_locus_tag="BA0187"
                     /db_xref="Pathema:BA_0187"
     CDS             187721..188731
                     /locus_tag="BA_0187"
                     /old_locus_tag="BA0187"
                     /note="identified by similarity to EGAD:30672; match to
                     protein family HMM PF00005; match to protein family HMM
                     PF08352; match to protein family HMM TIGR01727"
                     /codon_start=1
                     /transl_table=11
                     /product="oligopeptide ABC transporter, ATP-binding
                     protein"
                     /protein_id="AAP24236.1"
                     /db_xref="Pathema:BA_0187"
                     /translation="MAQVLSLENVTLAVEKENSKQAIVKHVSFFINEGEIVALVGESG
                     SGKSVTAQSIIGLNQESIQFDDGNISFESKDLTNLQESEWNQIRGKDISFIFQDPLSS
                     LNPTMKVGRQITEVILQHEKKSKKEAKEIAINLLNDLGIHEAEKRFEQYPHQLSGGMR
                     QRICLAIAFACHPKLVIADEPTTALDVTIQKQIMGLLKERKEKQNTSILLITHDLALV
                     REVADRVVVMYGGRIVEKGTIQEVIGSPKHPYTKSLLQAIPNMDDAEKVLRAIEGTTP
                     SIETLNSFGCPFVNRCPVAIQECIHRFPERTTYSAEHSSHCWQHVLEHDRAKSKEKVN
                     VS"
     gene            188728..189501
                     /locus_tag="BA_0188"
                     /old_locus_tag="BA0188"
                     /db_xref="Pathema:BA_0188"
     CDS             188728..189501
                     /locus_tag="BA_0188"
                     /old_locus_tag="BA0188"
                     /note="identified by similarity to SP:P24137; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="oligopeptide ABC transporter, ATP-binding
                     protein"
                     /protein_id="AAP24237.1"
                     /db_xref="Pathema:BA_0188"
                     /translation="MTTDLITVKQVTKTYGSKNKEIAALKDISLAIPKGTTLGIIGES
                     GSGKTTLGKLIAGIESPTSGEIDYNGQVVHKLKAAHKRDFLQKVQFIFQDSTAALNPR
                     WKVRDSVTEGYISFGLGDKGLKDKVAGDALERVGLDRRYINRYPHEFSGGQRQRIAIA
                     RALLCEPEVLILDEPISALDVSLQIQIVHLLQKIQREQGYTYLFIAHDLPMVHYLCEK
                     VAVLYKGELVEFGNTDEVFRNPQHSYTKTLLASTPKISG"
     gene            189515..191125
                     /locus_tag="BA_0189"
                     /old_locus_tag="BA0189"
                     /db_xref="Pathema:BA_0189"
     CDS             189515..191125
                     /locus_tag="BA_0189"
                     /old_locus_tag="BA0189"
                     /note="identified by match to protein family HMM PF00496"
                     /codon_start=1
                     /transl_table=11
                     /product="oligopeptide ABC transporter,
                     oligopeptide-binding protein"
                     /protein_id="AAP24238.1"
                     /db_xref="Pathema:BA_0189"
                     /translation="MKKFLLFVIMTVLAITSVACGKKETQKASAGKGEGDRLVTNISS
                     DPYTLDAAISTDSTSGYVIGHLFSSLYTQDSDGKYQNELAEKEEVNADGTEYTIHLKK
                     DIKWSDGSPITANDFEFAWKRLLNPKTGSMNATEMYFIKGAEAYNTGKGEEGQVGIQV
                     VDPQTLKITLEHPVSSIKQKLASSLFIPLSKKSIDDNNKLKTNPKELITNGPFTLKEW
                     KHNQAITVQKNKEYYDKKVTLKEIEFRIIPDSKTAYQLYKSKELDLLSGLPQEMIEKE
                     KGNKEYKRVAGFSSYIYSFNVEKEPFTNAKVRKAFSLAVDRKFIVEKLYKNNAQEAYA
                     FVPEGAKTQGGRDFRKEKGDYVKFDPEEAKKLLEEGMKEQGWSTLPAVTLKFTTDTQH
                     KKVAEAMQEMFKKNLGVDIKLENKEWKSYIDTYKQSDFQLAYMGWGGSLLDPITKLDL
                     YAGDGLNNYAKWHNKEFDALVKEAEVEQNEDKRFDLLHKAEDIMFTDSPLIPIIFPSD
                     SYLQKESVSGLQYYVGSKPDLRYVKIKK"
     gene            complement(191142..191609)
                     /locus_tag="BA_0190"
                     /old_locus_tag="BA0190"
                     /db_xref="Pathema:BA_0190"
     CDS             complement(191142..191609)
                     /locus_tag="BA_0190"
                     /old_locus_tag="BA0190"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP24239.1"
                     /db_xref="Pathema:BA_0190"
                     /translation="MRTLLSVLLALMLVPALTGCKAPAKEDTTSNKKTTEEAKNETPA
                     DLKLNFNEFSLDADYQDTKKDYEADYKNVAADKKMEAKIEDHKADVNLTGDEAITKLS
                     PLLQELKFDKGTPDQEVIDQVLNVFKLDKDYQKFELEVVFSDGTKKEYKREIK"
     gene            191781..192680
                     /locus_tag="BA_0191"
                     /old_locus_tag="BA0191"
                     /db_xref="Pathema:BA_0191"
     CDS             191781..192680
                     /locus_tag="BA_0191"
                     /old_locus_tag="BA0191"
                     /note="identified by similarity to GP:3599654; match to
                     protein family HMM PF00165"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, AraC family"
                     /protein_id="AAP24240.1"
                     /db_xref="Pathema:BA_0191"
                     /translation="MHEEYKEMIKKAIEYIENHLHEELTTERVASHSAVSMYHFHRIF
                     QRYIGMSVTDYIRKRRLTHAAQVLVSTERAVIDIAMQYGFSSQEAFTRAFKRMFQLPP
                     KKYRKYFQSFYIEREGVSMQKGIPKGWILSGSHPAEYEMGLDYEVVHQGKVSAYIKAK
                     ENVTHGGFSTLMQMFRADKYVGKRLRFTAFVKSENVRDWAGLWMRVDGKETEPFAMDN
                     MQNRPIKNTNNWQSYSVVLDIKEGALGIAFGVLLSGEGCVWLDSIRFDEVDEKIPTTD
                     LAENFYETLLEEPVNLQFEEVEK"
     gene            192699..192890
                     /locus_tag="BA_0192"
                     /old_locus_tag="BA0192"
                     /db_xref="Pathema:BA_0192"
     CDS             192699..192890
                     /locus_tag="BA_0192"
                     /old_locus_tag="BA0192"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP24241.1"
                     /db_xref="Pathema:BA_0192"
                     /translation="MLKYVKLISISLVISSCIMGINYLVSYIWSGHTPSLTWKTYLMF
                     LFIFMMSFSSMQKEGEEDY"
     gene            192939..193235
                     /locus_tag="BA_0193"
                     /old_locus_tag="BA0193"
                     /db_xref="Pathema:BA_0193"
     CDS             192939..193235
                     /locus_tag="BA_0193"
                     /old_locus_tag="BA0193"
                     /note="identified by similarity to SP:P32399"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP24242.1"
                     /db_xref="Pathema:BA_0193"
                     /translation="MFGNAGMIFNIISLSLQLVSSGVIVPHEMLSKTYQTIGELFPAT
                     YAANGYYTIIFGGVSLERNIISLLVIVLVTQSVAVMTLAIKGIVKGRSSVVKEA"
     gene            complement(193280..194920)
                     /locus_tag="BA_0194"
                     /old_locus_tag="BA0194"
                     /db_xref="Pathema:BA_0194"
     CDS             complement(193280..194920)
                     /locus_tag="BA_0194"
                     /old_locus_tag="BA0194"
                     /note="identified by similarity to GP:10717143; match to
                     protein family HMM PF00496"
                     /codon_start=1
                     /transl_table=11
                     /product="putative oligopeptide ABC transporter,
                     oligopeptide-binding protein"
                     /protein_id="AAP24243.1"
                     /db_xref="Pathema:BA_0194"
                     /translation="MKKKVVPVVASVLGASLLLTACGGNKDNASGAKANDKAPDKQAI
                     NLSFASEIPTMDVAKATDGESMNVMRNVFEGLYAMGEDNKPIPGVAESVDVSADKTKY
                     TFHLRDSKWSNGTPVTAKDFVFAWQRAVNPDTAAEYAFLFFDIKNAKQINQKQLPVDQ
                     LGIKAVDDKTLEVQLDRPVPYFLSLTTFSTFLPINEEYLKSQGDKYGLETNHLIYNGA
                     FTLDNWKHEQSFQLKKNPNYWDAKTVKLEEINFNVVKDKSTEVNLYDSGQIDRVALTA
                     EFVDKYKGDPNFKERAEVGIQFLRLNQKNETLKNQHARLAINGAMNKKAYVETILNNG
                     AVPAEGMIPAKFAKSPDGNDFRKENGNLVKDDVKTAKENWKKAKQELGTDKVTIELLT
                     SDNALAKKTGEYLKGELEKNLDGLTVNLKPQPRKQQLKLLLSGDYEIGIDGWGPDFAD
                     PITFLDLFTTDSAYNFDKYSNKEYDELIHKVKTDLAGDEKARFEAMKQAEKILLQDGA
                     VAPLYQQGRSYLQRSFIKGLVTTDFGGEFNYKWTEVAK"
     gene            complement(195308..196948)
                     /locus_tag="BA_0195"
                     /old_locus_tag="BA0195"
                     /db_xref="Pathema:BA_0195"
     CDS             complement(195308..196948)
                     /locus_tag="BA_0195"
                     /old_locus_tag="BA0195"
                     /note="identified by similarity to GP:10717143; match to
                     protein family HMM PF00496"
                     /codon_start=1
                     /transl_table=11
                     /product="putative oligopeptide ABC transporter,
                     oligopeptide-binding protein"
                     /protein_id="AAP24244.1"
                     /db_xref="Pathema:BA_0195"
                     /translation="MKKKFVPGIASVVGVSILLTGCGSYKNEASGANAKDEAPSKQVL
                     NLSSPTEIRTMDTARATDTDSGQVMRNVFEGLYNLGEGNKPIPGVAKSHEVSGDKTKY
                     TFHLRDSKWSNGTPVTAKDFVFAWQRAVDPATASEYAFLFFDIKNATKINNKELPADQ
                     LGVKAVDDHTFEVELERPVPYFISLTAFPTFLPINEEFFKAQGDKYALEDNTILYNGA
                     FTLSDWKHEQSFKFKKNPTYWDKDTVKLEEINFNVVKEKSTEVNLFESKQLDRIKLTS
                     DFVDKYKKDANFKERPNVGVQFLRMNQQNKVLQNVSARQAIDQTIDRKSFVNTLLNDG
                     STPTFGLVPKNFAKGPDGKDFRTINGDLTKVDTKSAQELWKKAKQELGSEKITLELLT
                     SDADLDKKTGEFLKGQLEKNLDGLTVNVKPQPRKQQVSLLLKGDYEIGIDGWSPDFAD
                     PITFLELFTTNNPYNLDHYSNKEFDKTIEKVKTTLAGDEKARWEALLASEKILFKDSV
                     IAPLYQKGESYLERSYVKGIVQVDFAGQLNFKWAQIEK"
     gene            complement(197340..198173)
                     /locus_tag="BA_0196"
                     /old_locus_tag="BA0196"
                     /db_xref="Pathema:BA_0196"
     CDS             complement(197340..198173)
                     /locus_tag="BA_0196"
                     /old_locus_tag="BA0196"
                     /note="identified by match to protein family HMM PF00248"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, aldo/keto reductase family"
                     /protein_id="AAP24245.1"
                     /db_xref="Pathema:BA_0196"
                     /translation="MSLTSLKDYTTLHNGVKMPWFGLGVFKVEDGSQVIDSVKAAIKN
                     GYRSIDTAAIYQNEEGVGQAIRESGVSREELFITSKVWNSDQGYETTLQAFETTLEKL
                     GLEYLDLYLVHWPVKGKYTESWKALEKLYKDGRVRAIGVSNFHIHHLQDVFEIAEIKP
                     MVNQVEYHPRLAQEELHAFCKEHNIQLEAWSPLMQGQLLDNPTLQDIAKKYNKSTAQI
                     ILRWDLQNEVVTIPKSIKEHRIIENANIFDFELSSDDMKAIQALNEDHRVGPDPDNFN
                     F"
     gene            complement(198241..198978)
                     /locus_tag="BA_0197"
                     /old_locus_tag="BA0197"
                     /db_xref="Pathema:BA_0197"
     CDS             complement(198241..198978)
                     /locus_tag="BA_0197"
                     /old_locus_tag="BA0197"
                     /note="identified by similarity to SP:P14383; match to
                     protein family HMM PF01210; match to protein family HMM
                     PF03807"
                     /codon_start=1
                     /transl_table=11
                     /product="putative pyrroline-5-carboxylate reductase"
                     /protein_id="AAP24246.1"
                     /db_xref="Pathema:BA_0197"
                     /translation="MLTKHRILFIGAGRMAEAIFSGLLKTSKEYIEEIIVSNRSNVEK
                     LDQLRARYNVSTTTDWKQHVTSVDTIVLAMPPSAHEELLAELSPLLSNQLVVTVAAGI
                     SPSYLEERLPGGTPVAWIMPNTAAEIGKSISLYTMGQFVNETHQETLQLLLRGIGTSQ
                     LCTEEEVHQLTAVTGSAPAFLYYFAESLIEATKSYGVDEATAKHLVIQMISGSASMLE
                     QTQDPANLREQVTTPGGSTAEGLKALY"
     gene            199078..199173
                     /locus_tag="BA_0198"
                     /old_locus_tag="BA0198"
                     /db_xref="Pathema:BA_0198"
     CDS             199078..199173
                     /locus_tag="BA_0198"
                     /old_locus_tag="BA0198"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24247.1"
                     /db_xref="Pathema:BA_0198"
                     /translation="MKSRKLMVKGRVIPYTGDREFITHLGRDDYD"
     gene            199166..199816
                     /locus_tag="BA_0199"
                     /old_locus_tag="BA0199"
                     /db_xref="Pathema:BA_0199"
     CDS             199166..199816
                     /locus_tag="BA_0199"
                     /old_locus_tag="BA0199"
                     /note="identified by similarity to SP:P24520; similarity
                     to OMNI:NTL01EC00727; match to protein family HMM PF04973;
                     match to protein family HMM TIGR01528"
                     /codon_start=1
                     /transl_table=11
                     /product="nucleoside transporter, PnuC family"
                     /protein_id="AAP24248.1"
                     /db_xref="Pathema:BA_0199"
                     /translation="MIRSPLFLLITSIICVLVGLYIQSSYIEIFASVMGIINVWLLAR
                     EKVSNFLFGMITVAVFLYIFITQGLYAMAVLAAFQFIFNVYGWYHWIARSGEEEVKAT
                     VRLDLKGWIFYIIFILVAWIGWGYYQVHYLESTSPYLDALNAVLGLVAQFMLSRKILE
                     NWHLWILYNVVSISIYISTGLYVMLILAVINLFICVAGLLEWKNNYKGQKHTNNYI"
     gene            complement(199884..200735)
                     /locus_tag="BA_0200"
                     /old_locus_tag="BA0200"
                     /db_xref="Pathema:BA_0200"
     CDS             complement(199884..200735)
                     /locus_tag="BA_0200"
                     /old_locus_tag="BA0200"
                     /note="identified by similarity to OMNI:NTL01LL2308; match
                     to protein family HMM PF06800"
                     /codon_start=1
                     /transl_table=11
                     /product="putative transporter"
                     /protein_id="AAP24249.1"
                     /db_xref="Pathema:BA_0200"
                     /translation="MGILLALLPAIAWGNILLVSVKMGGGAYSQTVGMTIGALFFATI
                     MYVFTQPALTMTILIVGFISGLFWALGQVNQLKTVEKLGVSTTVTISTGMQLVATSIF
                     GVIAFREWTTTTTIILGTIAILLIVVGVVFTSLDDKENAQPPGQLKKGLLTLIVSTFG
                     YLVYVIIIRWYNIDGWSAILPQAVGMFVGAVVLTSKHKPFNKYAIRNALSGLLWGTGN
                     LFLLLSLPRVGVATSFPLSQTGIVISTFGAIVFLGEKKTKRQLIFIALGSVLIIGGAV
                     LLGMTKA"
     gene            complement(201022..201711)
                     /gene="modB"
                     /locus_tag="BA_0202"
                     /old_locus_tag="BA0202"
                     /db_xref="Pathema:BA_0202"
     CDS             complement(201022..201711)
                     /gene="modB"
                     /locus_tag="BA_0202"
                     /old_locus_tag="BA0202"
                     /note="identified by similarity to OMNI:NTL01EC00740;
                     match to protein family HMM PF00528; match to protein
                     family HMM TIGR02141"
                     /codon_start=1
                     /transl_table=11
                     /product="molybdenum ABC transporter, permease protein"
                     /protein_id="AAP24250.2"
                     /db_xref="Pathema:BA_0202"
                     /translation="MSFDIILSPIFLSLRVAACATIIVTILGTIIGRALARSSWRYKV
                     ILETIFLLPMVLPPTVIGFFLIIIFGNNSPIGMWIESIFQQSIMFTSTAAIIASTVVA
                     FPLMYQSAKTGFSIANVQIEESARDLGASEYQVFLHVTLPLAFPALLSGMILSFVRAL
                     GEFGATLMFAGNIPGKTQTIPTAIYMAIDASNMQLAWTLVVITISMSLLFLLCIQLIN
                     KRITNSSGSFF"
     gene            complement(201717..202522)
                     /gene="modA"
                     /locus_tag="BA_0204"
                     /old_locus_tag="BA0204"
                     /note="molybdenum ABC transporter, molybdenum-binding
                     protein, authentic frameshift; an automated process has
                     identified a potential problem with this gene model; it
                     may contain one or more premature stops and/or
                     frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_0204"
     gene            202684..203604
                     /locus_tag="BA_0205"
                     /old_locus_tag="BA0205"
                     /db_xref="Pathema:BA_0205"
     CDS             202684..203604
                     /locus_tag="BA_0205"
                     /old_locus_tag="BA0205"
                     /note="identified by similarity to GP:2832791; similarity
                     to GP:15025004; match to protein family HMM PF05930; match
                     to protein family HMM TIGR01764"
                     /codon_start=1
                     /transl_table=11
                     /product="putative molybdopterin biosynthesis protein"
                     /protein_id="AAP24252.1"
                     /db_xref="Pathema:BA_0205"
                     /translation="MDHHSYTTEEVAKRLKVSKLTVYDLIKKGELPSYRVGRQMRIDA
                     ADLEQYIKQMKTGKVQVTPVKNDSNSISNTCIISGQELTLDMLAKRIENRLPSSNILR
                     AYQGSLTSLVKMYQGEGSIVSLHLFDGETGTYNVPYVKRILVGQPCTMINLLSRNVGF
                     YVQKGNPKNIKTWADLSQSSIRFVNREKGSGIRVLVDEQLRIQNLNKERISGYEWEES
                     NHLGVATQVANEKADVGVGSEKFSQIVNVDFIPIMKEQYDLVILKNKENEELIEVVKD
                     ILQSEEFHNELKAIGGYDMTKTGQIIYEIK"
     gene            complement(203820..203921)
                     /locus_tag="BA_0206"
                     /old_locus_tag="BA0206"
                     /db_xref="Pathema:BA_0206"
     CDS             complement(203820..203921)
                     /locus_tag="BA_0206"
                     /old_locus_tag="BA0206"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24253.1"
                     /db_xref="Pathema:BA_0206"
                     /translation="MNNITFNKSDFIGLASGATLLTAFIYSLAQGLV"
     gene            complement(203934..204035)
                     /locus_tag="BA_0207"
                     /old_locus_tag="BA0207"
                     /db_xref="Pathema:BA_0207"
     CDS             complement(203934..204035)
                     /locus_tag="BA_0207"
                     /old_locus_tag="BA0207"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24254.1"
                     /db_xref="Pathema:BA_0207"
                     /translation="MMNKMKSNKFLNTMGMVLSALVDAKAVATTLNK"
     gene            complement(204177..205043)
                     /locus_tag="BA_0208"
                     /old_locus_tag="BA0208"
                     /db_xref="Pathema:BA_0208"
     CDS             complement(204177..205043)
                     /locus_tag="BA_0208"
                     /old_locus_tag="BA0208"
                     /note="identified by similarity to SP:P94501; match to
                     protein family HMM PF00126; match to protein family HMM
                     PF03466"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, LysR family"
                     /protein_id="AAP24255.1"
                     /db_xref="Pathema:BA_0208"
                     /translation="MELRDLQIFQSVADQGSVSSAAKELNYVQSNVTARIKQLENELK
                     TPLFYRHKRGMTLTAEGRKMLVYVNKILQDVDELKQVFLDSETPSGILKIGTVETVST
                     LPTILSSYYKSYPNVDLSLQAGLTEELIREVLDHQLDGAFISGPIKHPLIEQYDVSTE
                     KLMLVTQNKTFHIEEFTTTPLLVFNQGCGYRSKLERWLKDEGLLPKRIMEFNILETLL
                     NSVALGLGITLVPQSAVHHLSKAGKVHCHAIPEKYGSISTVFIRRKDSYMTNSMRSFL
                     KTIEEHHHINML"
     gene            205171..206139
                     /locus_tag="BA_0210"
                     /old_locus_tag="BA0210"
                     /db_xref="Pathema:BA_0210"
     CDS             205171..206139
                     /locus_tag="BA_0210"
                     /old_locus_tag="BA0210"
                     /note="identified by similarity to SP:O07086; match to
                     protein family HMM PF00892"
                     /codon_start=1
                     /transl_table=11
                     /product="transporter, EamA family"
                     /protein_id="AAP24256.1"
                     /db_xref="Pathema:BA_0210"
                     /translation="MRRGQMIIGALACLIASMSWGAMFPVADHALEYIDPFYFSLIRY
                     GAVAIMLIILLLMKEGKQAFRLEGRGKLLVFFGTMAFTVYNVLIFLGQMLMGKSGVMV
                     ASIMEALMPMISICILWGYKHVKPKKYMITSMLIAFIGAVFVITKGDMSFFLTLKDNM
                     FSLACIFVGVVGWVIYTMGGQTCSDWSTLRYSTLTCVFGTTVTGIITIIITAFGYVSV
                     PNMGTISIVKYDLLFMMTLPGIVALLAWNYGVKILSSINGILFINFVPITTLVIMMMQ
                     GYQITMFDIVGTLLVIAALIRNNVCQRKEENINKRILEKEQLRQAV"
     gene            206161..206301
                     /locus_tag="BA_0211"
                     /old_locus_tag="BA0211"
                     /db_xref="Pathema:BA_0211"
     CDS             206161..206301
                     /locus_tag="BA_0211"
                     /old_locus_tag="BA0211"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24257.1"
                     /db_xref="Pathema:BA_0211"
                     /translation="MLESLLFFFAVGVACELAAINRNGRKKIKQQAEMIELLKELKER
                     NI"
     gene            complement(206362..206457)
                     /locus_tag="BA_0212"
                     /old_locus_tag="BA0212"
                     /db_xref="Pathema:BA_0212"
     CDS             complement(206362..206457)
                     /locus_tag="BA_0212"
                     /old_locus_tag="BA0212"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24258.1"
                     /db_xref="Pathema:BA_0212"
                     /translation="MQNITFNKLDLLGLASGSILLTAFIYTATLV"
     gene            206669..207274
                     /locus_tag="BA_0213"
                     /old_locus_tag="BA0213"
                     /db_xref="Pathema:BA_0213"
     CDS             206669..207274
                     /locus_tag="BA_0213"
                     /old_locus_tag="BA0213"
                     /note="identified by match to protein family HMM PF01553;
                     match to protein family HMM TIGR00530"
                     /codon_start=1
                     /transl_table=11
                     /product="putative 1-acyl-sn-glycerol-3-phosphate
                     acyltransferase"
                     /protein_id="AAP24259.1"
                     /db_xref="Pathema:BA_0213"
                     /translation="MYKPITFSLKYIFKTAGKVEVQGREKLPEGGPYVVACTHTSFMD
                     VLMLATGMYPTEIHYMAKKELFEGKFKNWFFKNVNAFPVDRANPGPSTLKIPSRLLKE
                     GKVVGIFPSGTRSTEDVSLKAGAVTIAMRSNVPLIPAAYIGPSSVKELIKGKRAQLIF
                     GDPIQIDAEEQIDRKTAMKMMTDQLNEKFEGLKEALQSNQK"
     gene            207749..208726
                     /locus_tag="BA_0216"
                     /old_locus_tag="BA0216"
                     /db_xref="Pathema:BA_0216"
     CDS             207749..208726
                     /locus_tag="BA_0216"
                     /old_locus_tag="BA0216"
                     /note="identified by similarity to GP:16415415; match to
                     protein family HMM PF00356; match to protein family HMM
                     PF00532"
                     /codon_start=1
                     /transl_table=11
                     /product="sugar-binding transcriptional regulator, LacI
                     family"
                     /protein_id="AAP24260.1"
                     /db_xref="Pathema:BA_0216"
                     /translation="MANIKDIAKMAGVSVTTVSRVLNDHPYVSEEKRKAVIEIVEKLN
                     YSQNANAVHLSKGKTNIVGVILPYINHPSFDAMVGGMMEGALTHNYRVLLCQTNYNKK
                     EEMKSLHMLKTKQLDGLIICSRANDWEIIEPYASYGTIIACEDNDISNISSVYTNHSA
                     AFQLGMNHLIEKGYKKIGYCTGRKLGPSSQKRFDVYKQQLQSIDEEVNEEWIFTECFT
                     LEDGVRVAHKLKGMQNLPEALIVAGDEVAIGVMTEVGKLGIQVPEDLAIIGLDNQPIS
                     QVLQLTTIDQNLKEIGKTAFEMFYRHISDKSSKQEKVEIPYELVERSTV"
     gene            208875..209204
                     /locus_tag="BA_0217"
                     /old_locus_tag="BA0217"
                     /db_xref="Pathema:BA_0217"
     CDS             208875..209204
                     /locus_tag="BA_0217"
                     /old_locus_tag="BA0217"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24261.1"
                     /db_xref="Pathema:BA_0217"
                     /translation="MNELLLSVKKYLENDENIVAFVIGIFEKDNFTLCYQHGIFVATT
                     RRLLFYGKFPYYPSTFKEYSYLHIDSIDFCPYFEFTCNHETVRAKCIQKGNVEQFVRT
                     VRTNMNN"
     gene            209323..210159
                     /locus_tag="BA_0218"
                     /old_locus_tag="BA0218"
                     /db_xref="Pathema:BA_0218"
     CDS             209323..210159
                     /locus_tag="BA_0218"
                     /old_locus_tag="BA0218"
                     /note="identified by similarity to EGAD:108622; match to
                     protein family HMM PF02588"
                     /codon_start=1
                     /transl_table=11
                     /product="yitT family protein"
                     /protein_id="AAP24262.1"
                     /db_xref="Pathema:BA_0218"
                     /translation="MVNQRIKEITLITIGSLLFAIGINYFAIPNRLSEGGIIGLTVVT
                     YYLFDWSPGIVNFAINAILLAIGYKFFDKKTMVYTILGIVETSLFLYVTEHIEYHVNS
                     DTLLAALFAGLFVGIGLGCMFKAGGTSGGSAILAQLANQYLGWSVGKGVLIIDIVVIA
                     GSVFIIGQEKAMYTLVAVFIGAKVIDFIVEGMDTKTAVTIISNQPDLIREAITKNMTR
                     GVTVLEGRGGYTGKNKEVLYVVINKQELVKLKQVISRVDEDAFVVIHDVRDVLGGGFK
                     AS"
     gene            210297..210653
                     /locus_tag="BA_0219"
                     /old_locus_tag="BA0219"
                     /db_xref="Pathema:BA_0219"
     CDS             210297..210653
                     /locus_tag="BA_0219"
                     /old_locus_tag="BA0219"
                     /note="identified by similarity to EGAD:45945; match to
                     protein family HMM PF06486; match to protein family HMM
                     TIGR01655"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24263.1"
                     /db_xref="Pathema:BA_0219"
                     /translation="MKKKMITTIIAMLVIVVMLLPTKLGPVIDKYNPFYKTKEYYTVV
                     NTIGQHVGDEWYEYEFIAFDERGKEQKIKKTVKHMLKRDEMLKVYAKGRYGELIEEIE
                     AVNIPINAKSKLLSMR"
     gene            211225..211338
                     /locus_tag="BA_0221"
                     /old_locus_tag="BA0221"
                     /db_xref="Pathema:BA_0221"
     CDS             211225..211338
                     /locus_tag="BA_0221"
                     /old_locus_tag="BA0221"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24264.1"
                     /db_xref="Pathema:BA_0221"
                     /translation="MRKEEVVKFPIKDFCSYFTVAVVCIGLFDIITNLIVK"
     gene            211397..212161
                     /locus_tag="BA_0222"
                     /old_locus_tag="BA0222"
                     /db_xref="Pathema:BA_0222"
     CDS             211397..212161
                     /locus_tag="BA_0222"
                     /old_locus_tag="BA0222"
                     /note="identified by similarity to EGAD:28653; match to
                     protein family HMM PF01026"
                     /codon_start=1
                     /transl_table=11
                     /product="putative deoxyribonuclease, TatD family"
                     /protein_id="AAP24265.1"
                     /db_xref="Pathema:BA_0222"
                     /translation="MKWIDSHIHVDQYKDEEKSRLLKDVENSKEIQGLIAVSMNYQSS
                     KEILSLAKRYSFVHPAVGFHPEQPIHKEECEKIYKLIEDHVEDIVAIGEVGLPYYLRK
                     EDEHIAINSYISVLQRFVELASKYDLPIVLHAVYEDADVVCDLLEKHKVSRAHFHWFK
                     GSETTMERMMRNGYYISITPDVLHKEKIRKIVSYYPLEYMMVETDGPWGFQEGVMTHP
                     GMIREVLKEISVIKNVAVDKVAETIYENTIQFYLKG"
     gene            complement(212264..213913)
                     /locus_tag="BA_0223"
                     /old_locus_tag="BA0223"
                     /db_xref="Pathema:BA_0223"
     CDS             complement(212264..213913)
                     /locus_tag="BA_0223"
                     /old_locus_tag="BA0223"
                     /note="identified by similarity to GP:1881239"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24266.1"
                     /db_xref="Pathema:BA_0223"
                     /translation="MKKWLLLLFSLLLLIPVPISAQKNENPKVLILYSSSDDQITSDT
                     QILNTQVGHFTNNITIKSIKQLAEITDKSSYTHVIYIGEKQEELPTETKEFLENFSGP
                     LLVLGQNIEKLSKRFSFITLKNEDINSDTIEYPTRKLKNTLEDERSIKILDTNGTILA
                     NALKGKNTYPLIVQQNNSYYVATPNLFDWMSHYIGEVLFSYFGQKPTNNKVEAYLRLE
                     DVHPAADINQLKEIAELLKEKKMPYMITVIPVYTDPETGKTLHLKDKPELVDLLRSMQ
                     DDGATIIMHGYTHQFYDSETGEGFEFWDVKTDQPIRQPKHEKPKTKDDFPNIEAYNTY
                     VKKGEEFEEKYTTDHIEKGIQELVDAKLYPVAFEAPHYTMSQKGYEILSRYFSTYVGQ
                     LQLSDTTWKSMHSPAYRSTPSFLNGMKLMPETVGFIEEDKPHAIAKMKANAVSVAKLS
                     DGVIGAFYHPYLGVKPLKEVLKDLESIPNIEWIDLQKETNEVKMKDIHITTNKDGIHV
                     EKPTSASDVMDYIKQYGFFLILGFLVIVFLLLLRRAKKLES"
     gene            214164..214697
                     /locus_tag="BA_0224"
                     /old_locus_tag="BA0224"
                     /db_xref="Pathema:BA_0224"
     CDS             214164..214697
                     /locus_tag="BA_0224"
                     /old_locus_tag="BA0224"
                     /note="identified by similarity to EGAD:156443; match to
                     protein family HMM PF01464"
                     /codon_start=1
                     /transl_table=11
                     /product="invasion protein IagB domain protein"
                     /protein_id="AAP24267.1"
                     /db_xref="Pathema:BA_0224"
                     /translation="MKKFFVGFLVVLGVYLYFQGKSEGMGKLVNETSYVDSEEAKQMK
                     QIIIEEAKKVNLPEWIPLTIAEHESRLNPRSVGDNGTSFGLFQLHRGGGLAPDHLTDD
                     ELKDPRTNAQIAMPHLMKGYKRGVQKGLTDFALLKYIANTSGWPGNLGPEWTDNNMKY
                     NVGLEDVYYRNKGIIKE"
     gene            complement(214713..215495)
                     /locus_tag="BA_0225"
                     /old_locus_tag="BA0225"
                     /db_xref="Pathema:BA_0225"
     CDS             complement(214713..215495)
                     /locus_tag="BA_0225"
                     /old_locus_tag="BA0225"
                     /note="identified by similarity to OMNI:NTL01LL0849"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24268.1"
                     /db_xref="Pathema:BA_0225"
                     /translation="MDTQQLYFLNDIGKQKPESIRNRSAACPFCDRENLTDILATEGP
                     IIWLKNKFPTLKDTFQTVLIETDNCEDHIATYTEEHMRSLIRFSVKHWLDLQKNEEFK
                     SVILYKNHGPFSGGSLHHAHMQIIGMKYVNYLDNVEQDNFQGVIVQKNKNIELNISDR
                     PIIGFTEFNIIVKDIECIDEMANYIQQTVRYILTDFHKGCSSYNLFFYHVSGKIICKV
                     VPRFVVSPLYVGYKIPQVSTKLEDVKIQLAEYFTKRHDDPQK"
     gene            215703..215795
                     /locus_tag="BA_0226"
                     /old_locus_tag="BA0226"
                     /db_xref="Pathema:BA_0226"
     CDS             215703..215795
                     /locus_tag="BA_0226"
                     /old_locus_tag="BA0226"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24269.1"
                     /db_xref="Pathema:BA_0226"
                     /translation="MYKAIAVLAMTIMAFFIFVYPFFIVGLILG"
     gene            216438..218318
                     /locus_tag="BA_0228"
                     /old_locus_tag="BA0228"
                     /db_xref="Pathema:BA_0228"
     CDS             216438..218318
                     /locus_tag="BA_0228"
                     /old_locus_tag="BA0228"
                     /note="identified by match to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP24270.1"
                     /db_xref="Pathema:BA_0228"
                     /translation="MTICSVNNVTKSFGGNIIFENISLEIKNGERVGLVGRNGSGKTT
                     IFQLLTGMESLDAGAIHMKKGTRIGHVAQIPKFDESMTVYEVLSSAFKIEKELEREMR
                     TLEKDMAEEQESSVLQKLMERYGIIQEKFAFLGGYEIEANIMKVANGLQVTELFPRSF
                     LELSGGEQTKVSLAYMLLQKPDLLLLDEPTNHLDLFAVEWLEQFLKEYNGTVMVISHD
                     RYFLDEVVTKIFDLEDGEIHVYHTNYSRFVEEKEERLLQEFQAYQEQQKKIKKMKEAI
                     KRLREWANQANPPNEGLHKRARSMERALERMQKLKKPILERKQIGLQFEGQDRSGKDV
                     VVIKEVSKGFADHPLFNEVNLHVRFQERAAIVGRNGTGKTTLLKLLLEEIEPDAGEIR
                     IGSSVKIGYLSQHAYGNMKSDVLEAFREYVAVTEGEARHILAKFLFYGPAVFKKVTQL
                     SGGEKMRLRLAQLMYQDINFLILDEPTNHLDIESREVLEEALEQYNGTILAVSHDRYF
                     LNKLFEKTYWIDEHKLFEFAGNYAWARQKWEERLETQVIKQQRQGRKSIETAPVKKKE
                     ARNIEEIETELMHVEEDIYTLECTMEHVVDIKRLEQLYEEKTKKELLRAELYNELENI
                     VE"
     gene            complement(218560..218805)
                     /locus_tag="BA_0229"
                     /old_locus_tag="BA0229"
                     /db_xref="Pathema:BA_0229"
     CDS             complement(218560..218805)
                     /locus_tag="BA_0229"
                     /old_locus_tag="BA0229"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24271.1"
                     /db_xref="Pathema:BA_0229"
                     /translation="MKHRILITNYQKGGENMDNLFQYVLHYVLLTIMIVGALLLFPFF
                     PKFVLFLAFFIMLGVAIIISTREDTTQKENRVQRVKL"
     gene            218858..218977
                     /locus_tag="BA_0230"
                     /old_locus_tag="BA0230"
                     /db_xref="Pathema:BA_0230"
     CDS             218858..218977
                     /locus_tag="BA_0230"
                     /old_locus_tag="BA0230"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24272.1"
                     /db_xref="Pathema:BA_0230"
                     /translation="MIDMFNSKVVSAHHARIQGLQEDNYNGILLSLPKLKIEQ"
     gene            219275..220942
                     /locus_tag="BA_0231"
                     /old_locus_tag="BA0231"
                     /db_xref="Pathema:BA_0231"
     CDS             219275..220942
                     /locus_tag="BA_0231"
                     /old_locus_tag="BA0231"
                     /note="identified by similarity to EGAD:30669; match to
                     protein family HMM PF00496"
                     /codon_start=1
                     /transl_table=11
                     /product="putative oligopeptide ABC transporter,
                     oligopeptide-binding protein"
                     /protein_id="AAP24273.1"
                     /db_xref="Pathema:BA_0231"
                     /translation="MLSACGGQEDTASTEPVKKQDLKDAKIESIPATDKKKSPEKANQ
                     RKDTFITAISKPGGVFLPYFQENGWDGNVTSVIFASLVTTDKQSKPIPDLAEKWDISA
                     DQLTYTFHLRKNLKFSDGSPLTADDVAFTLTLLHDKAYEGGLDIAQYAVKGGKEYKEG
                     KTTSIEGIQVVDPQTIKITTEKVNSQALTNLGGPVLSKAYYGKDYKQNTSLDYLKALY
                     GQPIAAGPYKFEKYVPGQEVRFVSNEHYYAGKPKIKNFIYKITSGDTGFQLFQTGELD
                     YSGFRANPENIDQLKGLEFANINLESSSDIAYIYVNNKKSYLKDKKVRQALTYGLDRK
                     KYVDTALQGYGSVANVPIAPVSWAYTEEGINKYPHDVEKAKKLLDEAGWKVGSDGVRE
                     KDGQKLKLTYYASNTGKTNDIFIPIAKESYKEIGVELNPELMDFNTMLSKVGKGDYDL
                     AAVSTPGISDPSEVVSEYLSTNPKSDTGYNNPKVDELIVKGIGTTDIEKRKAIYKELY
                     KELSDDPPVILLNYRKLLYAHNARIKGIDPEKYDSISSNLPVLSIEQ"
     gene            221051..222007
                     /locus_tag="BA_0232"
                     /old_locus_tag="BA0232"
                     /db_xref="Pathema:BA_0232"
     CDS             221051..222007
                     /locus_tag="BA_0232"
                     /old_locus_tag="BA0232"
                     /note="identified by similarity to EGAD:30670; match to
                     protein family HMM PF00528"
                     /codon_start=1
                     /transl_table=11
                     /product="oligopeptide ABC transporter, permease protein"
                     /protein_id="AAP24274.1"
                     /db_xref="Pathema:BA_0232"
                     /translation="MKTYIIRRFLQMIPTLFGTSIIIFFLFALLPGDYIDSNPKLTPE
                     RAQELRELYGLNKPIIERYFHWLVNALHGDFGFSLQYQEPVTSLLNKFIWNTFIVAVA
                     ALFFTWIIALIIGVISATKQHSWFDRLVTIGVFAAMSFPSFFIGLFLIKLLAVDLKLL
                     PIGGMIDIGSNSTGIAYILEVLRHMILPVFILTLLGVGSLTRYFRTGMLDVIRQDYIR
                     TARAKGLKERTVIYKHALKNAILPAITLLAFELPGLFSGAIIIEQIFNWPGIGSIQLE
                     ALNFRDYTVLMAFTMFLSCLTIMANFLADIVYAFVDPRIRLK"
     gene            222020..222943
                     /locus_tag="BA_0233"
                     /old_locus_tag="BA0233"
                     /db_xref="Pathema:BA_0233"
     CDS             222020..222943
                     /locus_tag="BA_0233"
                     /old_locus_tag="BA0233"
                     /note="identified by match to protein family HMM PF00528"
                     /codon_start=1
                     /transl_table=11
                     /product="oligopeptide ABC transporter, permease protein"
                     /protein_id="AAP24275.1"
                     /db_xref="Pathema:BA_0233"
                     /translation="METITPIIEKKKERKKRNESSPWRQAYKKIKKNKMALCGLYVLI
                     FMFLFSFIGPIFSPYADGKVQVTQINKPPSLSHWLGTDQLGRDILTRLMQAGRISLTI
                     GLASMLLSVILGALLGAIAGFYRGVVDHLIMRVADVLMSIPGLPLLIIMGAILSEWKL
                     PSEYRLYVVMIILSLVGWPGLARLVRGQILTLREQAFMQAADVLGLKDSRKIIHHLIP
                     NVFPLLIVVATLGVAGSILSESALSYLGLGVVPPTPPWGNMISAANSLIDFQKRPWLW
                     IPPGFAIFITVVSINLLGDALRDALDPKMRR"
     gene            222954..223934
                     /locus_tag="BA_0234"
                     /old_locus_tag="BA0234"
                     /db_xref="Pathema:BA_0234"
     CDS             222954..223934
                     /locus_tag="BA_0234"
                     /old_locus_tag="BA0234"
                     /note="identified by similarity to EGAD:30672; match to
                     protein family HMM PF00005; match to protein family HMM
                     PF08352; match to protein family HMM TIGR01727"
                     /codon_start=1
                     /transl_table=11
                     /product="oligopeptide ABC transporter, ATP-binding
                     protein"
                     /protein_id="AAP24276.1"
                     /db_xref="Pathema:BA_0234"
                     /translation="MSKAVVELKDLQTHFQTEEGTVKAVNHVSFSVREGETVCVVGES
                     GCGKSVTALSIMGLIAESGSVVGGDILYEGKSLLGMKEKELRSLRGNDIAMIFQEPMT
                     SLNPVFTVGEQIVETLREHELLSKNEAYKKAIELIRKVGIARADEIVHSYPHELSGGM
                     LQRIMIAVALSCNPKLLIADEPTTALDVTIQAQILDLLRQIKREFKTSILLITHDLGV
                     VAEMADYVVVMYGGKVIEEAPVLEIFQNPKHPYTKGLLKSKPVMGKRIDKLYSIPGQV
                     PNLVGLDEFCYFSGRCEHCMEICKEEAPNLNVHDENHKVACWLYEERAGQ"
     gene            223931..224941
                     /locus_tag="BA_0235"
                     /old_locus_tag="BA0235"
                     /db_xref="Pathema:BA_0235"
     CDS             223931..224941
                     /locus_tag="BA_0235"
                     /old_locus_tag="BA0235"
                     /note="identified by similarity to EGAD:30673; match to
                     protein family HMM PF00005; match to protein family HMM
                     PF08352; match to protein family HMM TIGR01727"
                     /codon_start=1
                     /transl_table=11
                     /product="oligopeptide ABC transporter, ATP-binding
                     protein"
                     /protein_id="AAP24277.1"
                     /db_xref="Pathema:BA_0235"
                     /translation="MSEPLLEVKNLKTYFPIKGGIFSRTVGHVKAVDGVSFTIKKGEV
                     FGLVGESGSGKTTIGKTILRLVQKTEGEVKFKGHDVHSLSKEELRKHRPNMQLVFQDP
                     FSSLNPRMRIGEALGEPMLAHGLATKENVREKVTEVLELCGLAPYHIDRYPHEFSGGQ
                     RQRIVIARAMVLNPEFIVADEPVAALDVSIQAQIINLFSELQEKKGLSYLFISHDLSV
                     VEHLCTKIGIMYLGTIVETAPRDELFTNPLHPYTKALLSAVPIPDPTVKRERIILEGD
                     IPSPANPPSGCCFHTRCPFATDICKQTGNSVMLVKSTLLLVIMYKREGLFQKLKESFF
                     IY"
     gene            complement(224931..225891)
                     /locus_tag="BA_0236"
                     /old_locus_tag="BA0236"
                     /note="hydrolase, haloacid dehalogenase-like family,
                     authentic frameshift; an automated process has identified
                     a potential problem with this gene model; it may contain
                     one or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_0236"
     gene            226255..226362
                     /locus_tag="BA_0238"
                     /old_locus_tag="BA0238"
                     /db_xref="Pathema:BA_0238"
     CDS             226255..226362
                     /locus_tag="BA_0238"
                     /old_locus_tag="BA0238"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24278.1"
                     /db_xref="Pathema:BA_0238"
                     /translation="MKEQVLQVTKGDFVGSASGAVVLTALIVFLSSVLV"
     gene            226405..226515
                     /locus_tag="BA_0239"
                     /old_locus_tag="BA0239"
                     /db_xref="Pathema:BA_0239"
     CDS             226405..226515
                     /locus_tag="BA_0239"
                     /old_locus_tag="BA0239"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24279.1"
                     /db_xref="Pathema:BA_0239"
                     /translation="MNSEQVLQVTKTDLLGSLGGAVVLTSFILFLANVLV"
     gene            226826..227944
                     /gene="hppD"
                     /locus_tag="BA_0240"
                     /old_locus_tag="BA0240"
                     /db_xref="Pathema:BA_0240"
     CDS             226826..227944
                     /gene="hppD"
                     /locus_tag="BA_0240"
                     /old_locus_tag="BA0240"
                     /EC_number="1.13.11.27"
                     /note="identified by match to protein family HMM PF00903;
                     match to protein family HMM TIGR01263"
                     /codon_start=1
                     /transl_table=11
                     /product="4-hydroxyphenylpyruvate dioxygenase"
                     /protein_id="AAP24280.1"
                     /db_xref="Pathema:BA_0240"
                     /translation="MKQKSMDTLAAQMEDFFPVRDVDHLEFYVGNAKQSSYYLARAFG
                     FKIVAYSGLETGNREKVSYVLVQKNMRFVVSGALSSDNRIAEFVKTHGDGVKDVALLV
                     DDVDKAYSEAVKRGAVAIAPPVELTDENGTLKKAVIGTYGDTIHTLVERKNYKGTFMP
                     GFQKAEFDIPFEESGLIAVDHVVGNVEKMEEWVSYYENVMGFKQMIHFDDDDISTEYS
                     ALMSKVMTNGSRIKFPINEPADGKRKSQIQEYLEFYNGAGVQHLALLTNDIVKTVEAL
                     RANGVEFLDTPDTYYDELTARVGKIDEEIDKLKELKILVDRDDEGYLLQIFTKPIVDR
                     PTLFIEIIQRKGSRGFGEGNFKALFESIEREQERRGNL"
     gene            228011..228967
                     /locus_tag="BA_0241"
                     /old_locus_tag="BA0241"
                     /db_xref="Pathema:BA_0241"
     CDS             228011..228967
                     /locus_tag="BA_0241"
                     /old_locus_tag="BA0241"
                     /note="identified by match to protein family HMM PF01557"
                     /codon_start=1
                     /transl_table=11
                     /product="FAH family protein"
                     /protein_id="AAP24281.1"
                     /db_xref="Pathema:BA_0241"
                     /translation="MKFVTFRLPSKEMRAGWLEGDKVIDMNLASDGKLPSSMFAFLEK
                     ADEYVEVLRNIKNPEKGIYSLEEVQLAAAIPNPSSIRDFYAFEQHVKTARGRRGLDVV
                     PEWYDIPVFYFTNHRAVIGPNDVVIGPKKSEKIDYELEIACVIGKEGRNISREQAEEY
                     IFGYCIMNDWSARDLQATEMKVGLGPAKGKDFATSLGAHLVTKEELDVYRNGDRYELE
                     MTAHVNGKLLSKGNFQDIYYTFAEMIERASEDVTLYPGDVIGSGTVGTGCILELGTEE
                     WLQDGDVVELTITGLGTLRNTVKKEKEAGDEHVLSSHGGATS"
     gene            228933..230105
                     /locus_tag="BA_0242"
                     /old_locus_tag="BA0242"
                     /db_xref="Pathema:BA_0242"
     CDS             228933..230105
                     /locus_tag="BA_0242"
                     /old_locus_tag="BA0242"
                     /note="identified by match to protein family HMM PF04209"
                     /codon_start=1
                     /transl_table=11
                     /product="putative homogentisate 1,2-dioxygenase"
                     /protein_id="AAP24282.1"
                     /db_xref="Pathema:BA_0242"
                     /translation="MFYRHMGELPHKRHVQFRKKDGSLYREQVMGTKGFSGTQSILYH
                     HYMPTEVGHAALSHSCQLQYEEDVVLSHRHFRTKENKKSGDAVSGRNFILGNEDLLIG
                     VVTPTEKMNYFYRNGDGDEMLFVHYGTGKIETMFGTIHYRKGDYVTIPIGTIYRVIPD
                     EGETKFLVVEANSQITTPRRYRNEYGQLLEHSPFCERDIRGPEKLETYDEKGEFVVMT
                     KSRGYMHKHVLGHHPLDVVGWDGYLYPWVFNVEDFEPITGRIHQPPPVHQTFEGHNFV
                     ICSFVPRLYDYHPESIPAPYYHSNVNSDEVLYYVEGNFMSRKGVEEGSITLHPSGIPH
                     GPHPGKTEASIGKKETLELAVMIDTFRPLRIVKQAHETEDEKYMYSWIEEGSYTVK"
     gene            230118..230228
                     /locus_tag="BA_0243"
                     /old_locus_tag="BA0243"
                     /db_xref="Pathema:BA_0243"
     CDS             230118..230228
                     /locus_tag="BA_0243"
                     /old_locus_tag="BA0243"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24283.1"
                     /db_xref="Pathema:BA_0243"
                     /translation="MLNNGACLFYGIDMYNNTKKSYRKIYRKDDQDNAYS"
     gene            230339..231610
                     /locus_tag="BA_0244"
                     /old_locus_tag="BA0244"
                     /db_xref="Pathema:BA_0244"
     CDS             230339..231610
                     /locus_tag="BA_0244"
                     /old_locus_tag="BA0244"
                     /note="identified by similarity to GP:16414326; match to
                     protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="MFS transporter"
                     /protein_id="AAP24284.1"
                     /db_xref="Pathema:BA_0244"
                     /translation="MKNTWRELREMDRNVWIRFIGETLNGIAMMMLMPFFALYLKDKV
                     DSLLQVGVIMALSPIAASFGSIIGGRIADIYGRKPIMIFSMTSNALLMLGFLFIEGFI
                     PYAILSVFLGLSNSLFHPAASAMVADVTAPEKRTEAYGLLRMGHNIGAAIGPIMGASV
                     VMLSKNLVFIIASSTMLFYALLVFVLIQETMPKSANKEEDNEKESGVVWKIVLRDKAL
                     MIYLLAGIIISMGFSQTEGMLPLHFDNEMKDIFGTNNPYPYLMALNGLLVVLFQFQIS
                     KWATDKPVGKTMLYGACLFGIGLFFIGWLPKWFGGLDTNATIILIMLLFVYAIYTLGE
                     MIMSPVQMTFVANLAPEHLRGTYMGAASLQWITGNAFGPLLGGFLLDRLLGHFLFTIL
                     AIGCVVAGVVYISLDRLVEQRQKGTLTKQSS"
     gene            231993..233079
                     /locus_tag="BA_0245"
                     /old_locus_tag="BA0245"
                     /note="D-alanine--D-alanine ligase, authentic frameshift;
                     an automated process has identified a potential problem
                     with this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_0245"
     gene            233140..234516
                     /gene="murF"
                     /locus_tag="BA_0246"
                     /old_locus_tag="BA0246"
                     /db_xref="Pathema:BA_0246"
     CDS             233140..234516
                     /gene="murF"
                     /locus_tag="BA_0246"
                     /old_locus_tag="BA0246"
                     /EC_number="6.3.2.10"
                     /note="identified by similarity to EGAD:108108; match to
                     protein family HMM PF01225; match to protein family HMM
                     PF02875; match to protein family HMM PF08245; match to
                     protein family HMM TIGR01143"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-N-acetylmuramoyl-tripeptide--D-alanyl-D-
                     alanine ligase"
                     /protein_id="AAP24285.1"
                     /db_xref="Pathema:BA_0246"
                     /translation="MINRTLKQVEQMINGTGLAEQYEGITIQGVSIDTRKIEKGNLYV
                     PIQGERFDGHAFVDKAVENGAVATLWVKDVANPPENLPVIFVEDTLSALQMLAKNYRD
                     QLDVKVIGVTGSNGKTSTKDIVTSLLATKFKVQKTEGNFNNHIGLPLTILNLEENTEV
                     AVLEMGMSSRGEIEFLSKLARPNAAIITNIGEAHLMDLGSREAIAEAKLEIVTGLQEG
                     GVFVYNGDEPLLTNRVPEMNLIAETVTFGDARANDYYPTTVTLQATGTHFKMNREENI
                     SFYLPVLGKHNVYNTLASMAIAKYFGVTWEEMKEGLVTLQMTGMRMEIVKTDSGLTII
                     NDAYNASPTAMEAAFHLMNGLDGFSKKIVVLGDMLELGDQEVQFHYEVGKLIDPAKIS
                     YVFTYGKLGAQIAEGAKINFPNERVKAYDNKEELVKELQAVVDTKDVVLVKASRGMKL
                     EEVITMLK"
     gene            234821..236407
                     /locus_tag="BA_0247"
                     /old_locus_tag="BA0247"
                     /db_xref="Pathema:BA_0247"
     CDS             234821..236407
                     /locus_tag="BA_0247"
                     /old_locus_tag="BA0247"
                     /note="identified by match to protein family HMM PF00270;
                     match to protein family HMM PF00271"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent RNA helicase, DEAD/DEAH box
                     family"
                     /protein_id="AAP24286.1"
                     /db_xref="Pathema:BA_0247"
                     /translation="MTTFRELGLSDSLLQSVESMGFEEATPIQAETIPHALQGKDIIG
                     QAQTGTGKTAAFGLPLLDKVDTHKESVQGIVIAPTRELAIQVGEELYKIGKHKRVRIL
                     PIYGGQDINRQIRALKKHPHIIVGTPGRILDHINRKTLRLQNVETVVLDEADEMLNMG
                     FIEDIEAILTDVPETHQTLLFSATMPDPIRRIAERFMTEPQHIKVKAKEVTMPNIQQF
                     YLEVQEKKKFDVLTRLLDIQSPELAIVFGRTKRRVDELSEALNLRGYAAEGIHGDLTQ
                     AKRMSVLRKFKEGSIEVLVATDVAARGLDISGVTHVYNFDIPQDPESYVHRIGRTGRA
                     GKKGIAMLFVTPRESGQLKNIERTTKRKMDRMDAPTLDEALEGQQRLIAEKLQSTIEN
                     ENLAYYKRIAEEMLEENDSVTVVAAALKMMTKEPDTTPIALTSEPPVVSRGGGSKKRG
                     GNGGGYRDGNRNRSRDGRGGDGRNRDRNRDGRNRDGNRDRNREGSRDGNRGRRGEGQG
                     RPGSSNGRGERKHHSRKPQA"
     gene            236504..237466
                     /gene="uvdE"
                     /locus_tag="BA_0248"
                     /old_locus_tag="BA0248"
                     /db_xref="Pathema:BA_0248"
     CDS             236504..237466
                     /gene="uvdE"
                     /locus_tag="BA_0248"
                     /old_locus_tag="BA0248"
                     /note="identified by match to protein family HMM PF03851;
                     match to protein family HMM TIGR00629"
                     /codon_start=1
                     /transl_table=11
                     /product="UV damage endonuclease UvdE"
                     /protein_id="AAP24287.1"
                     /db_xref="Pathema:BA_0248"
                     /translation="MLVRLGHVAMSVHLKNASPSQTMTYAQFQKIDDREAAIRKLERI
                     ANSNLENCLRLLKHNKGHDISFFRLSSKLIPLANHEELLEWNYIRPLKENLKVLGDYA
                     IRMNMRIDFHPDHFVVLNSPEENIFKQSVKTLQMHRKLLKGMGIEHKQRCVMHVGGGY
                     KDKELALERFIENWSNVPRGIQEMIMLENDDTTFTLEDTLYLGEKLDIPVVFDLHHHM
                     MNHDREDWHEDWARVVHTWESSLLPVKMHISSPREGKDPRAHADFIDVDTFLSFLKKI
                     KGSVPQIDCMIEAKMKDESLFQLMRDLSEQTDVEIIDGASFYIK"
     gene            complement(237459..238031)
                     /locus_tag="BA_0249"
                     /old_locus_tag="BA0249"
                     /db_xref="Pathema:BA_0249"
     CDS             complement(237459..238031)
                     /locus_tag="BA_0249"
                     /old_locus_tag="BA0249"
                     /note="identified by match to protein family HMM PF01694"
                     /codon_start=1
                     /transl_table=11
                     /product="rhomboid family protein"
                     /protein_id="AAP24288.1"
                     /db_xref="Pathema:BA_0249"
                     /translation="MLIPSARISLQPIAISLLLIQFIMIMLGDFFLFPMAAYHEYIAN
                     GEWWRLITSLFVHVDLQHFLSNSICLFVLGSSIEKQLGRFSFIIIFFLSGILGNIFSY
                     LIMPHEYIHAGASGGIFGLLGAQLFLLYSRYRSSNPKDIAIFSIMICILLLFTFFNPS
                     ANPISHLTGLVIGGICTPLLIKKLDGAELI"
     gene            238124..238483
                     /gene="acpS"
                     /locus_tag="BA_0250"
                     /old_locus_tag="BA0250"
                     /db_xref="Pathema:BA_0250"
     CDS             238124..238483
                     /gene="acpS"
                     /locus_tag="BA_0250"
                     /old_locus_tag="BA0250"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by match to protein family HMM
                     PF01648; match to protein family HMM TIGR00516; match to
                     protein family HMM TIGR00556"
                     /codon_start=1
                     /transl_table=11
                     /product="holo-[acyl-carrier-protein] synthase"
                     /protein_id="AAP24289.1"
                     /db_xref="Pathema:BA_0250"
                     /translation="MIVGIGIDIIELNRIEKMLDGKLKFMERILTENERNVAKGLKGS
                     RLTEFVAGRFAAKEAYSKAVGTGIGKEVSFLDIEVRNDDRGKPILITSTEHIVHLSIS
                     HSKEFAVAQVVLESSSS"
     gene            238577..239590
                     /locus_tag="BA_0251"
                     /old_locus_tag="BA0251"
                     /db_xref="Pathema:BA_0251"
     CDS             238577..239590
                     /locus_tag="BA_0251"
                     /old_locus_tag="BA0251"
                     /note="identified by similarity to EGAD:108121"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP24290.1"
                     /db_xref="Pathema:BA_0251"
                     /translation="MKRRLFLVLVGLLTVFVLAGCMEKKQDDVVRDLEAKVKGLKSYQ
                     AEAKLSIKTGNEPQEYKVEIWHKEPSFYRVNLQNAKKDQSQIILRNEEGVFVLTPALN
                     KSFRFQSDWPQNSSQAYLYESLVRDILQDKKNLTFEKTDKHYIFKTKTNYQHQNMLPR
                     QEITLKKSDLTPVSVKLMDNDQNVLVKVDFSKVKFDAKFDKGAFDTKQNMSRAQVDVQ
                     TTAKEDKPFAILYPRDTPQGMTLKDEKELKTDSGKRAILTYTGSKKSFTLIQEKAKVA
                     EASSAISVSGELVDLGFTIGALTKDSLTWSHNGVEYMLVSKGLEPKELLMVARSVTEK
                     QVK"
     gene            239709..240878
                     /gene="dal1"
                     /locus_tag="BA_0252"
                     /old_locus_tag="BA0252"
                     /db_xref="Pathema:BA_0252"
     CDS             239709..240878
                     /gene="dal1"
                     /locus_tag="BA_0252"
                     /old_locus_tag="BA0252"
                     /EC_number="5.1.1.1"
                     /note="identified by similarity to SP:P10724; similarity
                     to GB:AAP24291.1; match to protein family HMM PF00842;
                     match to protein family HMM PF01168; match to protein
                     family HMM TIGR00492"
                     /codon_start=1
                     /transl_table=11
                     /product="alanine racemase, spore-specific"
                     /protein_id="AAP24291.1"
                     /db_xref="Pathema:BA_0252"
                     /translation="MEEAPFYRDTWVEVDLDAIYNNVTHIKEFIPSDVEIFAVVKGNA
                     YGHDYVPVAKIALEAGATRLAVAFLDEALVLRRAGITAPILVLGPSPPRDINVAAEND
                     VALTVFQKEWVDEAIKLWDGSSTMKYHINFDSGMGRIGIRERKELKGFLKSLEGAPFL
                     ELEGVYTHFATADEVETSYFDKQYNTFLEQLSWLKEFGVDPKFVHTANSAATLRFQGI
                     TFNAVRIGIAMYGLSPSVEIRPFLPFKLEPALSLHTKVAHIKQVIKGDGISYNVTYRT
                     KTEEWIATVAIGYADGWLRRLQGFEVLVNGKRVPIVGRVTMDQFMIHLPCEVPLGTKV
                     TLIGRQGDEYISATEVAEYSGTINYEIITTISFRVPRIFIRNGKVVEVINYLNDI"
     gene            241188..241475
                     /gene="pemI"
                     /locus_tag="BA_0253"
                     /old_locus_tag="BA0253"
                     /db_xref="Pathema:BA_0253"
     CDS             241188..241475
                     /gene="pemI"
                     /locus_tag="BA_0253"
                     /old_locus_tag="BA0253"
                     /note="identified by similarity to OMNI:NTL01BH0522"
                     /codon_start=1
                     /transl_table=11
                     /product="addiction module antitoxin component PemI"
                     /protein_id="AAP24292.1"
                     /db_xref="Pathema:BA_0253"
                     /translation="MSESSVTTEIVVRLPKQMVTELDGIGKQENKNRHELICQATQLL
                     LRQHKTKKRYQHESMRRGYIEMGKINLGIASEAFLAEYEAAHTVERLVSGG"
     gene            241480..241830
                     /gene="pemK"
                     /locus_tag="BA_0254"
                     /old_locus_tag="BA0254"
                     /db_xref="Pathema:BA_0254"
     CDS             241480..241830
                     /gene="pemK"
                     /locus_tag="BA_0254"
                     /old_locus_tag="BA0254"
                     /note="identified by match to protein family HMM PF02452"
                     /codon_start=1
                     /transl_table=11
                     /product="addiction module toxin component PemK"
                     /protein_id="AAP24293.1"
                     /db_xref="Pathema:BA_0254"
                     /translation="MIVKRGDVYFADLSPVVGSEQGGVRPVLVIQNDIGNRFSPTVIV
                     AAITAQIQKAKLPTHVEIDAKKYGFERDSVILLEQIRTIDKQRLTDKITHLDEVMMIR
                     VDEALQISLGLIDF"
     gene            241898..244066
                     /locus_tag="BA_0255"
                     /old_locus_tag="BA0255"
                     /db_xref="Pathema:BA_0255"
     CDS             241898..244066
                     /locus_tag="BA_0255"
                     /old_locus_tag="BA0255"
                     /note="identified by similarity to OMNI:NTL01BH0532; match
                     to protein family HMM PF00575; match to protein family HMM
                     PF09371"
                     /codon_start=1
                     /transl_table=11
                     /product="S1 RNA binding domain protein"
                     /protein_id="AAP24294.1"
                     /db_xref="Pathema:BA_0255"
                     /translation="MEMVDNRQALMKMLVKELGFTEKQVRHVIQLTEEGNTVPFIARY
                     RKEWTGSLDEVQIRTILERWQYIMQLEDRKEEVLRLIDEKGKLTGELRQQILKATKLQ
                     EVEDLYRPYKEKRRTKATIAKEKGLEPLAEWLLLYTKEDPNQKAMEFINAEKEVQSAE
                     EALQGAQDIIAEIVSDEAAYRSWIRNVTFRKGVMSSVVKDEEKDEKNIYEMYYDYEEP
                     LQKVVPHRVLAMNRGEKEDILRVSVVPPVDEIVTFLYKKVIRDNDSKSAQYVKLAIED
                     GYKRLIQSSIEREIRKELTETAEEQAIHIFSENLRNLLLQPPMKGKVVLAVDPAYRTG
                     CKLAIVDDTGKVLYIDVIYPHPPVRKYEDAKAKVLSIIDKYQVEMIAIGNGTASRESE
                     EFIVDVLQNVKREVFYIIVNEAGASVYSASDLAREEFPDLQVEERSAVSIGRRLQDPL
                     AELVKIDPKSVGVGQYQHDVSQKRLNESLTFVVETAVNQVGVNVNTASVALLQYVSGL
                     SKTVAKNIVAKREEEGKFTKRTDLKKIPRLGAKTYEQCIGFLRILEGANPLDRTGIHP
                     EQYKNVELLLKSLGLSKDDVGQPQLQKSLEEVEISKLSEETGIGEPTLVDIIDALISP
                     ERDMRDELPKPLLKKGILKLEDLKRGMELEGTARNVVDFGAFVDVGVKQDGLVHISKL
                     SKQYVKHPLDVVSVGQIVKVWVDDIDTKKGRVALSMLPIE"
     gene            complement(244124..244240)
                     /locus_tag="BA_0256"
                     /old_locus_tag="BA0256"
                     /db_xref="Pathema:BA_0256"
     CDS             complement(244124..244240)
                     /locus_tag="BA_0256"
                     /old_locus_tag="BA0256"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24295.1"
                     /db_xref="Pathema:BA_0256"
                     /translation="MPTWLKKQMQRAYFEKNRYQIKLLNECWFYYSKIHQSS"
     gene            244436..244894
                     /locus_tag="BA_0257"
                     /old_locus_tag="BA0257"
                     /db_xref="Pathema:BA_0257"
     CDS             244436..244894
                     /locus_tag="BA_0257"
                     /old_locus_tag="BA0257"
                     /note="identified by similarity to EGAD:108492; match to
                     protein family HMM PF03926"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24296.1"
                     /db_xref="Pathema:BA_0257"
                     /translation="MDEQEIQRLVEEVSLQYFGMPFLHKAMFNSRLRTTGGRYLLNTH
                     NIELNYRYYEMYGKEELVGIVKHELCHYHLHITGRGYKHRDKDFRELLKAVDAPRFCK
                     RMVNAEKEKRVYVYECMECLLQYVRRRQINTKRYVCGKCKGKLNLIKKTS"
     gene            245009..245083
                     /locus_tag="BA_5767"
     tRNA            245009..245083
                     /locus_tag="BA_5767"
                     /product="tRNA-Asn"
     gene            245087..245177
                     /locus_tag="BA_5768"
     tRNA            245087..245177
                     /locus_tag="BA_5768"
                     /product="tRNA-Ser"
     gene            245186..245260
                     /locus_tag="BA_5769"
     tRNA            245186..245260
                     /locus_tag="BA_5769"
                     /product="tRNA-Glu"
     gene            245265..245340
                     /locus_tag="BA_5770"
     tRNA            245265..245340
                     /locus_tag="BA_5770"
                     /product="tRNA-Val"
     gene            245387..245462
                     /locus_tag="BA_5771"
     tRNA            245387..245462
                     /locus_tag="BA_5771"
                     /product="tRNA-Asp"
     gene            245551..245625
                     /locus_tag="BA_5772"
     tRNA            245551..245625
                     /locus_tag="BA_5772"
                     /product="tRNA-Gln"
     gene            245631..245703
                     /locus_tag="BA_5773"
     tRNA            245631..245703
                     /locus_tag="BA_5773"
                     /product="tRNA-Lys"
     gene            245721..245806
                     /locus_tag="BA_5774"
     tRNA            245721..245806
                     /locus_tag="BA_5774"
                     /product="tRNA-Leu"
     gene            245902..245978
                     /locus_tag="BA_5775"
     tRNA            245902..245978
                     /locus_tag="BA_5775"
                     /product="tRNA-Arg"
     gene            245983..246059
                     /locus_tag="BA_5776"
     tRNA            245983..246059
                     /locus_tag="BA_5776"
                     /product="tRNA-Pro"
     gene            246061..246131
                     /locus_tag="BA_5777"
     tRNA            246061..246131
                     /locus_tag="BA_5777"
                     /product="tRNA-Gly"
     gene            246235..247741
                     /gene="rrsE"
                     /locus_tag="BA_5778"
     rRNA            246235..247741
                     /gene="rrsE"
                     /locus_tag="BA_5778"
                     /product="16S ribosomal RNA"
     gene            247920..250827
                     /gene="rrlE"
                     /locus_tag="BA_5779"
     rRNA            247920..250827
                     /gene="rrlE"
                     /locus_tag="BA_5779"
                     /product="23S ribosomal RNA"
     gene            250877..250992
                     /gene="rrfE"
                     /locus_tag="BA_5780"
     rRNA            250877..250992
                     /gene="rrfE"
                     /locus_tag="BA_5780"
                     /product="5S ribosomal RNA"
     gene            251005..251081
                     /locus_tag="BA_5781"
     tRNA            251005..251081
                     /locus_tag="BA_5781"
                     /product="tRNA-Met"
     gene            251085..251160
                     /locus_tag="BA_5782"
     tRNA            251085..251160
                     /locus_tag="BA_5782"
                     /product="tRNA-Asp"
     gene            251335..251808
                     /locus_tag="BA_0258"
                     /old_locus_tag="BA0258"
                     /db_xref="Pathema:BA_0258"
     CDS             251335..251808
                     /locus_tag="BA_0258"
                     /old_locus_tag="BA0258"
                     /note="identified by similarity to OMNI:NTL01BH0546; match
                     to protein family HMM PF02367; match to protein family HMM
                     TIGR00150"
                     /codon_start=1
                     /transl_table=11
                     /product="ATPase, YjeE family"
                     /protein_id="AAP24297.1"
                     /db_xref="Pathema:BA_0258"
                     /translation="MSKYEITTKSSEETQKLSEKLGELVRAQDVIILEGDLGAGKTTF
                     TKGLAKGLGVKRVVNSPTFNIIKEYKGRLPLYHMDVYRLAESEEDLGFDEYFYGEGIT
                     VVEWAHLIEAYLPNEKLQISLFHAGDDTRNIVLEPIGNRYIRLCEELLQDESTSN"
     gene            251789..252481
                     /locus_tag="BA_0259"
                     /old_locus_tag="BA0259"
                     /db_xref="Pathema:BA_0259"
     CDS             251789..252481
                     /locus_tag="BA_0259"
                     /old_locus_tag="BA0259"
                     /note="identified by match to protein family HMM PF00814"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24298.1"
                     /db_xref="Pathema:BA_0259"
                     /translation="MKVLAIDTSNYVMGVSLIEEGNVIGEIITNLTKNHSVRLMPAVE
                     QLLKECGVKPKELTKIVVAAGPGSYTGVRIGVTAAKTLAWSLQIPIVGVSSLEVVAAN
                     GANFNGLISPLFDGRRGQIYTGLYTYEGEDLTSIEEDRIILIVDWLQMLKDKGKPVLF
                     IGNDVKLHKETIIEHLGDQAVFAPVTKNNPRPSELAFLGLQKEEQDVHSFVPSYLRLA
                     EAETKWLESQNK"
     gene            252501..252938
                     /gene="rimI"
                     /locus_tag="BA_0260"
                     /old_locus_tag="BA0260"
                     /db_xref="Pathema:BA_0260"
     CDS             252501..252938
                     /gene="rimI"
                     /locus_tag="BA_0260"
                     /old_locus_tag="BA0260"
                     /EC_number="2.3.1.128"
                     /note="identified by similarity to SP:P09453; match to
                     protein family HMM PF00583; match to protein family HMM
                     TIGR01575"
                     /codon_start=1
                     /transl_table=11
                     /product="ribosomal-protein-alanine acetyltransferase"
                     /protein_id="AAP24299.1"
                     /db_xref="Pathema:BA_0260"
                     /translation="MIFRKMELDDIAQIVAIEEASFSTPWTADAFHRELTMNEHAHYV
                     VLEKDGRVIGYCGLWIIIDESHITNIAILPEYRGLKLGDALLKEVISEAKTLGVKTMT
                     LEVRVSNEVAKQLYRKYGFQNGGIRKRYYADNQEDGLVMWVNI"
     gene            252938..253954
                     /locus_tag="BA_0261"
                     /old_locus_tag="BA0261"
                     /db_xref="Pathema:BA_0261"
     CDS             252938..253954
                     /locus_tag="BA_0261"
                     /old_locus_tag="BA0261"
                     /EC_number="3.4.24.57"
                     /note="identified by match to protein family HMM PF00814;
                     match to protein family HMM TIGR00329"
                     /codon_start=1
                     /transl_table=11
                     /product="putative O-sialoglycoprotein endopeptidase"
                     /protein_id="AAP24300.1"
                     /db_xref="Pathema:BA_0261"
                     /translation="MEKNTIILGIETSCDETAVAVVKNGTEIIANVVASQIESHKRFG
                     GVVPEIASRHHVEEITVVLEEALKEANITFDDIDAIAVTEGPGLVGALLIGVNAAKAV
                     AFAHDIPLVGVHHIAGHIYANRLVKEVQFPLLSLVVSGGHTELVYMKEHGSFEVIGET
                     RDDAAGEAYDKVARTLSMPYPGGPHIDRLAHEGKPTIDLPRAWLEPDSYDFSFSGLKS
                     AVINTVHNAKQRGIEIAPEDLAASFQESVIDVLVTKASRAADAYNVKQVLLAGGVAAN
                     KGLRARLETEFAQKENVELIIPPLSLCTDNAAMIAAAGTIAYEQGKRATLALNANPGL
                     DIEA"
     gene            complement(254436..256358)
                     /locus_tag="BA_0262"
                     /old_locus_tag="BA0262"
                     /db_xref="Pathema:BA_0262"
     CDS             complement(254436..256358)
                     /locus_tag="BA_0262"
                     /old_locus_tag="BA0262"
                     /note="identified by match to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP24301.1"
                     /db_xref="Pathema:BA_0262"
                     /translation="MILLQVNALSKLYGAETILANIKLEVQTKDRIALVGRNGAGKST
                     LLKIIAGELSHDGGEIIKPKDVSMGYLAQNTGLETSLTIWDEMLTVFTHLQQMETKLR
                     RLEQEMGKEENFSNEATYERLLADYDQLQLDYKDQGGYQYEADIRSILSGLGFPVETH
                     QTTISTLSGGQKTRLALGKLLLTKPDLLILDEPTNHLDIETLTWLEQYLQGYPGAILI
                     VSHDRYFLDKLVTQVYEISNKESRRFVGNYSKYLDLKSALYEQEMKRYEKQQDEIAKL
                     EDFVQKNIARASTTKRAQSRRKQLDRMELLTRPLGDSKSASFHFDIEKQSGNDVLQVK
                     DATIGYDKDPIIEHVTMRLTRGDSVALVGPNGIGKSTLLKSIVNKLPLLHGDVSFGSN
                     VSVGYYDQEQANLTSSKRVLNELWDEYPLQPEKEIRTILGNFLFTGDDVLKPVSSLSG
                     GQKARLALAKLMMQKSNLLILDEPTNHLDLNSKEILENALIDYPGTLLFVSHDRYFIN
                     RVTTTVIELSTEGAQEYLGDYDYYVEKKNEMIERAELEQEDETPVQKTVAQEKLNYLE
                     EKERKKLERQRTRKIEELEQNIVQFEEEIATLEDQLCLPEIYADYEKASEITTKKQTL
                     QEQLDACMAEWEELHV"
     gene            256546..257175
                     /locus_tag="BA_0263"
                     /old_locus_tag="BA0263"
                     /db_xref="Pathema:BA_0263"
     CDS             256546..257175
                     /locus_tag="BA_0263"
                     /old_locus_tag="BA0263"
                     /note="identified by similarity to EGAD:109959; match to
                     protein family HMM PF02629; match to protein family HMM
                     PF06971"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24302.1"
                     /db_xref="Pathema:BA_0263"
                     /translation="MEQQKIPQATAKRLPLYYRFIQNLSLSGKQRVSSAELSEAVKVD
                     SATIRRDFSYFGALGKKGYGYNVNYLLSFFRETLDQDDITRVALIGVGNLGTAFLHYN
                     FTKNNNTKIEMAFDVSEEKVGTEIGGIPVYHLDELEERLSSDIQVAILTVPATVAQSV
                     ADRLAETNVHGILNFTPARLNVSDNIRIHHIDLAVELQTLVYFLKNYPQ"
     gene            complement(257205..257396)
                     /locus_tag="BA_0264"
                     /old_locus_tag="BA0264"
                     /db_xref="Pathema:BA_0264"
     CDS             complement(257205..257396)
                     /locus_tag="BA_0264"
                     /old_locus_tag="BA0264"
                     /note="identified by similarity to EGAD:107497"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP24303.1"
                     /db_xref="Pathema:BA_0264"
                     /translation="MRNSPLFMAALYFLLGCIFTHLAIRNVTDTIWNMWTILFAVMAT
                     IDFNLALRLILVKFTKKKQ"
     gene            complement(257393..258100)
                     /locus_tag="BA_0265"
                     /old_locus_tag="BA0265"
                     /db_xref="Pathema:BA_0265"
     CDS             complement(257393..258100)
                     /locus_tag="BA_0265"
                     /old_locus_tag="BA0265"
                     /note="identified by match to protein family HMM PF02517"
                     /codon_start=1
                     /transl_table=11
                     /product="CAAX amino terminal protease family protein"
                     /protein_id="AAP24304.1"
                     /db_xref="Pathema:BA_0265"
                     /translation="MQLSSIAGLPLLLKTGLYDNRGFTREEKFQLITGHWAIISFFIA
                     LCIVLWLLRTDIRDRHLDTKRSTVPATIGWIFIGFFLAFFSQSIAGMIEMYVLGIKPG
                     SENTARLMDIARTTPWFLIVISIIGPILEEIVFRKILFGTLYKKFNFFIAAIISSLVF
                     AAIHFDFTHLLVYTAMGLVFAFLYVKTKRIIVPIAAHVAMNTLVAIAQVLVSNEQIQE
                     MIKEAEKMQGFIGGFLV"
     gene            258543..258827
                     /gene="groES"
                     /locus_tag="BA_0266"
                     /old_locus_tag="BA0266"
                     /db_xref="Pathema:BA_0266"
     CDS             258543..258827
                     /gene="groES"
                     /locus_tag="BA_0266"
                     /old_locus_tag="BA0266"
                     /note="identified by similarity to SP:P28599; match to
                     protein family HMM PF00166"
                     /codon_start=1
                     /transl_table=11
                     /product="chaperonin, 10 kDa"
                     /protein_id="AAP24305.1"
                     /db_xref="Pathema:BA_0266"
                     /translation="MLKPLGDRVVIELVQAEEKTASGIVLPDTAKEKPQEGKVIAVGT
                     GRVLENGERVALEVAAGDLIIFSKYAGTEVKYEGTDYLILRESDILAVIG"
     gene            258866..260500
                     /gene="groEL"
                     /locus_tag="BA_0267"
                     /old_locus_tag="BA0267"
                     /db_xref="Pathema:BA_0267"
     CDS             258866..260500
                     /gene="groEL"
                     /locus_tag="BA_0267"
                     /old_locus_tag="BA0267"
                     /note="identified by similarity to SP:P28598; match to
                     protein family HMM PF00118; match to protein family HMM
                     TIGR02348"
                     /codon_start=1
                     /transl_table=11
                     /product="chaperonin, 60 kDa"
                     /protein_id="AAP24306.1"
                     /db_xref="Pathema:BA_0267"
                     /translation="MAKDIKFSEEARRSMLRGVDTLANAVKVTLGPKGRNVVLEKKFG
                     SPLITNDGVTIAKEIELEDAFENMGAKLVAEVASKTNDVAGDGTTTATVLAQAMIREG
                     LKNVTAGANPMGLRKGIEKAVVAAVEELKTISKPIEGKSSIAQVAAISAADEEVGQLI
                     AEAMERVGNDGVITLEESKGFTTELDVVEGMQFDRGYASPYMITDSDKMEAVLDNPYI
                     LITDKKISNIQEILPVLEQVVQQGKPLLIIAEDVEGEALATLVVNKLRGTFNVVAVKA
                     PGFGDRRKAMLEDIAILTGGEVITEELGRDLKSATVESLGRAGKVVVTKENTTVVEGV
                     GSTEQIEARIGQIRAQLEETTSEFDREKLQERLAKLVGGVAVIKVGAATETELKERKL
                     RIEDALNSTRAAVEEGIVAGGGTSLMNVYTKVASIVAEGDEATGINIVLRALEEPVRQ
                     IAINAGLEGSVVVERLKGEKVGVGFNAATGEWVNMLETGIVDPAKVTRSALQNAASVA
                     AMFLTTEAVVADKPEPNAPAMPDMGGMGMGGMGGMM"
     gene            260908..262446
                     /gene="guaA"
                     /locus_tag="BA_0268"
                     /old_locus_tag="BA0268"
                     /db_xref="Pathema:BA_0268"
     CDS             260908..262446
                     /gene="guaA"
                     /locus_tag="BA_0268"
                     /old_locus_tag="BA0268"
                     /EC_number="6.3.5.2"
                     /note="identified by match to protein family HMM PF00117;
                     match to protein family HMM PF00958; match to protein
                     family HMM TIGR00884; match to protein family HMM
                     TIGR00888"
                     /codon_start=1
                     /transl_table=11
                     /product="GMP synthase"
                     /protein_id="AAP24307.1"
                     /db_xref="Pathema:BA_0268"
                     /translation="MKKQHDTIIVLDFGSQYNQLIARRIREFGVYSELHPHTITAEEI
                     KAMNPKGIIFSGGPNSVYGEGALHCDEKIFDLGLPIFGICYGMQLMTQQFGGTVERAN
                     HREYGKAVLKVENESKLYANLPEEQVVWMSHGDLVTGLPEGFVVDATSESCPIAGMSN
                     EAKNLYGVQFHPEVRHSEHGNDLIKNFVFGVCGCSEGWNMENFIEVELEKIRETVGDK
                     KVLCALSGGVDSSVVAVLIHKAIGDQLTCIFVDHGLLRKGEAEGVMKTFSEGFHMNVI
                     KVDAKERFMNKLKGVEDPEQKRKIIGNEFIYVFDDEASKLEGMDFLAQGTLYTDIVES
                     GTATAQTIKSHHNVGGLPEDMQFKLIEPLNTLFKDEVRVLGSELGIPDEIVWRQPFPG
                     PGLGIRVLGEITEEKLEIVRESDAILREEIIKAGLDREIWQYFTALPGMRSVGVMGDE
                     RTYDYTVGIRAVTSIDGMTADWARIPWDVLEKISVRIVNEVKHVNRIVYDVTSKPPAT
                     IEWE"
     gene            262831..264156
                     /locus_tag="BA_0270"
                     /old_locus_tag="BA0270"
                     /db_xref="Pathema:BA_0270"
     CDS             262831..264156
                     /locus_tag="BA_0270"
                     /old_locus_tag="BA0270"
                     /note="identified by similarity to OMNI:SA2242; match to
                     protein family HMM PF00860"
                     /codon_start=1
                     /transl_table=11
                     /product="xanthine/uracil permease family protein"
                     /protein_id="AAP24308.1"
                     /db_xref="Pathema:BA_0270"
                     /translation="MKRYFQFDELGTNYKTEFIAGLTTFLSMAYVLFVNPATLSLGNV
                     KGLPAGTGMDPGAVFVATALAAAIGSLIMGIFAKYPIALAPGMGINAFFAYTAVLTMG
                     IPWQTAIAGTLMSGIIFIILTASGIREKIINAIPSELKFAVAAGIGLFIAFLGFQNAG
                     IIVKNDAVLVGLGDLTKGTTLLAIFGVVTTIIFMIKKVNGAVFYGMILTAILGVATGL
                     IDTPKAVVGAIPSLEPTFGAALTHFGDIFTVQMGIVIITFFFIDFFDTAGTLVAVANQ
                     AGLMKNNKLPRAGKALFADAIATVIGAILGTSTTTSYIESSAGVAAGGRSGFTAVVTA
                     GFFLLALFFSPLLSVVTPAVTAPALIIVGILMVSSLGEIDWKKFEIAVPAFFTIISMP
                     LTYSIATGIAIGFIFYPITMVVSGRRKEIHPIMYVMGVLFVLYFIYVRK"
     gene            264301..265002
                     /locus_tag="BA_0271"
                     /old_locus_tag="BA0271"
                     /db_xref="Pathema:BA_0271"
     CDS             264301..265002
                     /locus_tag="BA_0271"
                     /old_locus_tag="BA0271"
                     /note="identified by similarity to GP:15023431; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF00486"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator"
                     /protein_id="AAP24309.1"
                     /db_xref="Pathema:BA_0271"
                     /translation="MAHETILVVDDEKEIRNLITIYLKNEGYKVLQAGDGEEGLRLLE
                     ENEVHLVVLDIMMPKVDGIHMCMKIREEKEMPIIMLSAKTQDMDKILGLTTGADDYVT
                     KPFNPLELIARIKSQLRRYMKMNGFAIQNEDELEIGEMKINISTHKVIVEGEEVKLTP
                     REFSILELLARNPGMVFSAEQIYEKVWNERSFQSDNTVMVHIRKVREKIEENPRKPRY
                     IKTVWGVGYKIEKDI"
     gene            264986..266491
                     /locus_tag="BA_0272"
                     /old_locus_tag="BA0272"
                     /db_xref="Pathema:BA_0272"
     CDS             264986..266491
                     /locus_tag="BA_0272"
                     /old_locus_tag="BA0272"
                     /EC_number="2.7.13.3"
                     /note="identified by similarity to GP:15023432; match to
                     protein family HMM PF00512; match to protein family HMM
                     PF00672; match to protein family HMM PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase"
                     /protein_id="AAP24310.1"
                     /db_xref="Pathema:BA_0272"
                     /translation="MKKIFNPFTYIRKARQLIEKLVKGVRKSIRIQLITTFAACALLG
                     VFFAKGAAPFFENANRQATIDYRAGMEQINHEAQRAANSSVHENKLEAISNMIEMENQ
                     NLERGSRALKILVTDESGKVLYKTKQAQEEQIDLHNTIRNAASFAINYSNGRDVFENT
                     RKEFIAFSPITIEDKNLYMFVSGIPDGVVMYDTQEGPFPFLIGVLVFIFSFFYITKRK
                     MKQIEAMAEGVKEIEKGNLAYRIEKKGEDEIASLTENINNMAEELMNNIEKERKLEKQ
                     KNELITNVSHDLRTPLTSIMGYLRLLRDSKYENKEQHDEYTRIAFAKSEQLKNLIEDL
                     FEYTKLTNEQVVLEKQEVCVNELLEQLIEELVPQAEEHGLTFVKKFPEERAYAAIDSE
                     KMVRVFDNLLMNAIKYSKDDGEIKVSLQRQRWEIQIVIANHSEEFTREELASLFERFY
                     KKDQSRSRVTEGSGLGLAIAKSIVELQGGSIRAEYKDGIIQFIVSLPIIER"
     gene            266814..268320
                     /gene="rrsF"
                     /locus_tag="BA_5783"
     rRNA            266814..268320
                     /gene="rrsF"
                     /locus_tag="BA_5783"
                     /product="16S ribosomal RNA"
     gene            268499..271406
                     /gene="rrlF"
                     /locus_tag="BA_5784"
     rRNA            268499..271406
                     /gene="rrlF"
                     /locus_tag="BA_5784"
                     /product="23S ribosomal RNA"
     gene            271456..271571
                     /gene="rrfF"
                     /locus_tag="BA_5785"
     rRNA            271456..271571
                     /gene="rrfF"
                     /locus_tag="BA_5785"
                     /product="5S ribosomal RNA"
     gene            complement(271709..272662)
                     /locus_tag="BA_0273"
                     /old_locus_tag="BA0273"
                     /db_xref="Pathema:BA_0273"
     CDS             complement(271709..272662)
                     /locus_tag="BA_0273"
                     /old_locus_tag="BA0273"
                     /note="identified by similarity to OMNI:CC0633"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP24311.1"
                     /db_xref="Pathema:BA_0273"
                     /translation="MKIIAFYLPQFHQIKENDRWWGKGFTEWTNTKSARPLFSKHYQP
                     REPYQDFYYDLTDPSVRKWQAEIAKAHGIYGFCYYHYWFKGKRLLETPFNEVLKTGEP
                     DFPFCLSWANEPWTKTWDGLDSHILMPQNYGELSDWKEHFDYLLQAFQDERYIRIDDK
                     PLFIIYRPGHIPDCEQMLNYWNILAQENGLKGIYFVETLNSFPLPNIHGFDASIQFEP
                     FYTIAHDSSSDINKTIYESGKQINAWDYDKVWMYILKRSPSEKKTFPGAFVDWDNTAR
                     RKDLNSSIFLGSTPEKFTIYLSKQIYRTYSLYNSEFLFMNA"
     gene            complement(272895..273767)
                     /locus_tag="BA_0274"
                     /old_locus_tag="BA0274"
                     /db_xref="Pathema:BA_0274"
     CDS             complement(272895..273767)
                     /locus_tag="BA_0274"
                     /old_locus_tag="BA0274"
                     /note="identified by similarity to OMNI:NTL02MT01494;
                     match to protein family HMM PF08241; match to protein
                     family HMM PF08242"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP24312.1"
                     /db_xref="Pathema:BA_0274"
                     /translation="MNNFKLGNDFDNLVSPLSDVELLNLFIQSCSQTKINGTPVPMFP
                     PEEIQQQFVGASYEHALYEAYLFYSHVKTYAQNLGVPLNKERKILDFGCGWGRIIRFF
                     FKDIRDENLLGIDVDPAMINICNETLGRGIYKTANPQPPVEFISDNSLDIIFAYSVFS
                     HLSEETAEHWIKEFSRILRPGGIFIATTQARYFLDYCQQFKEHPEFIQTGWHKTLSQA
                     FPDINRAISDYESGNFVHSPTGAGNVRNSRFYGETVIPRTYIKNHYEKYLKLRDFFDD
                     VNRLPQALFVLQKD"
     gene            complement(273794..274516)
                     /locus_tag="BA_0275"
                     /old_locus_tag="BA0275"
                     /db_xref="Pathema:BA_0275"
     CDS             complement(273794..274516)
                     /locus_tag="BA_0275"
                     /old_locus_tag="BA0275"
                     /note="identified by similarity to EGAD:170757; match to
                     protein family HMM PF08241"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP24313.1"
                     /db_xref="Pathema:BA_0275"
                     /translation="MEGNLKHNNGYCVICEKEATFIEHNDWLRDHYLCSTCHSIPRQR
                     ALVHVLNTLFPKWDSYHIHESSPGGITTQLLIKNCKNYTYSQYFKNYPLGQYFQGIRC
                     ENLENMTFQNESFDLFITQDVFEHVMEPEKAFKEIERVLKPGGAHVFTVPWYPTLPKT
                     LQRARNNKDGIEYMEEPIYHGNPIDEKGALVTFDWGQDMIEYIYTHANMYTIVYLQKD
                     RSLGLDAEFLHVFISKKHEHNF"
     gene            complement(274820..275614)
                     /locus_tag="BA_0276"
                     /old_locus_tag="BA0276"
                     /db_xref="Pathema:BA_0276"
     CDS             complement(274820..275614)
                     /locus_tag="BA_0276"
                     /old_locus_tag="BA0276"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24314.1"
                     /db_xref="Pathema:BA_0276"
                     /translation="MKNINQKFLEYIILHKDRIPHFHKDFPLILFWSHRSGCTALANW
                     FFFQIGLFPEAKKYNDFIHYYEFWVYKNNPNYIQAVHSGLLEAKKHVCKLVRNPYTRA
                     VSSFLLLADNPYASPQWDSIRKCFYNDKHSKQGISFKQFLYYVQTLGSNSQVIDMHFS
                     QQYVQGEEAFIQSYIPLEDFNKQIPKTENEYGLIKSDLTKLTSSGHHRAHKMVYTGSY
                     AELSITDEAFPRFPTYASFYDKETMDLVTEIYAKDFEMYPYTKGIF"
     gene            275877..276819
                     /locus_tag="BA_0277"
                     /old_locus_tag="BA0277"
                     /note="UDP-glucose 4-epimerase, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_0277"
     gene            complement(276860..277633)
                     /locus_tag="BA_0278"
                     /old_locus_tag="BA0278"
                     /db_xref="Pathema:BA_0278"
     CDS             complement(276860..277633)
                     /locus_tag="BA_0278"
                     /old_locus_tag="BA0278"
                     /note="identified by similarity to EGAD:47667; match to
                     protein family HMM PF08241; match to protein family HMM
                     PF08242"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP24315.1"
                     /db_xref="Pathema:BA_0278"
                     /translation="MKEFIETNKDLISQIAQNYNVNASIHPEDHIFQFLVTNPVFPSK
                     KEAIDYYFKDGRKSAETLLDLMTSFYPPVDTPIKLLEFASGYGCVTRHLLNLQTNLRI
                     TACDIHEEAITFLERTLHTSSILSHPEPEQIKLSSTYDIVFGLSFFSHMPDTTWFRWL
                     QTLYNAVSPGGLFIFTTHGYQSKKYFGFPDLNKQGYWFLPSSEQLDLDVHQYGQTIVS
                     PSYVCDKIKLLPYNPIIKKYTEGFWWEHQDLWVIQKEIK"
     gene            complement(277701..278135)
                     /locus_tag="BA_0279"
                     /old_locus_tag="BA0279"
                     /db_xref="Pathema:BA_0279"
     CDS             complement(277701..278135)
                     /locus_tag="BA_0279"
                     /old_locus_tag="BA0279"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24316.1"
                     /db_xref="Pathema:BA_0279"
                     /translation="MANHYLDYTNDIDKEKWQSSYVRKGIDEIQDTLLIKNTIPNVSS
                     VVFKNIDIKTTAKQLEKFKIASDWFFYVSILKEGNIYFNPKPLNYHRRHKNSVTRAED
                     SYSHYSEVVQMQNFIKETFTIDDISKKKMYAYRKYLKAYLKV"
     gene            complement(278301..279632)
                     /locus_tag="BA_0280"
                     /old_locus_tag="BA0280"
                     /db_xref="Pathema:BA_0280"
     CDS             complement(278301..279632)
                     /locus_tag="BA_0280"
                     /old_locus_tag="BA0280"
                     /note="identified by similarity to GP:5702002; match to
                     protein family HMM PF00534"
                     /codon_start=1
                     /transl_table=11
                     /product="glycosyltransferase, group 1 family"
                     /protein_id="AAP24317.1"
                     /db_xref="Pathema:BA_0280"
                     /translation="MHVNKKIIYVSHDAHFHGAQLLSLHTIKALKENFHYSVAIISIR
                     TGILIHDFQKYGPVYCLEEDYPTENKVESLIKKLLSQDYTIAICSTVISGDIVALLAK
                     HNIKVISLIHELPHLIQQYSAEGKARKIAESAHKIVFPSQYVYEKFHTITQLDHQKCH
                     ILPQGLFNHNPYKNNIAKARNELRKKHNLPLDSKIILGVGFADHRKGIDLFSLIAYSV
                     RKIHKNIHFIWVGKTDVHFLNTLSQRYTAHFTLVEPTPDIGLYNAGADLYLLTSREDP
                     FPNVVLEALDTKVPVIGFKNAGGFGDVVTEQTGALVDYLNLPMMLEKIYEFIGDEDLR
                     LQKGTFGQELIEKNFNFLHYIYQLLNLLEHNYKKISVIVPNYNYEKYLSERVKSILNQ
                     TYPLYELIFLDDASTDNSVSIFEKLLSNENKHHLKIQQIINDKNSGSVFKQ"
     gene            280018..280116
                     /locus_tag="BA_0281"
                     /old_locus_tag="BA0281"
                     /db_xref="Pathema:BA_0281"
     CDS             280018..280116
                     /locus_tag="BA_0281"
                     /old_locus_tag="BA0281"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24318.1"
                     /db_xref="Pathema:BA_0281"
                     /translation="MKTERNKQRETSIFILDARQTNFIGEFDPGSG"
     gene            280112..281618
                     /gene="rrsG"
                     /locus_tag="BA_5786"
     rRNA            280112..281618
                     /gene="rrsG"
                     /locus_tag="BA_5786"
                     /product="16S ribosomal RNA"
     gene            281797..284704
                     /gene="rrlG"
                     /locus_tag="BA_5787"
     rRNA            281797..284704
                     /gene="rrlG"
                     /locus_tag="BA_5787"
                     /product="23S ribosomal RNA"
     gene            284755..284870
                     /gene="rrfG"
                     /locus_tag="BA_5788"
     rRNA            284755..284870
                     /gene="rrfG"
                     /locus_tag="BA_5788"
                     /product="5S ribosomal RNA"
     gene            complement(285321..286118)
                     /gene="uppP"
                     /locus_tag="BA_0283"
                     /old_locus_tag="BA0283"
                     /db_xref="Pathema:BA_0283"
     CDS             complement(285321..286118)
                     /gene="uppP"
                     /locus_tag="BA_0283"
                     /old_locus_tag="BA0283"
                     /EC_number="3.6.1.27"
                     /note="identified by match to protein family HMM PF02673;
                     match to protein family HMM TIGR00753"
                     /codon_start=1
                     /transl_table=11
                     /product="undecaprenyl-diphosphatase UppP"
                     /protein_id="AAP24319.1"
                     /db_xref="Pathema:BA_0283"
                     /translation="MSDIITAFILGIVEGLAEFLPISSTGHLILVGHLLGFEGERAKT
                     FEIVIQLGAILAIAILYHKRLVSLCNLKPLLRKEKKFNAFHVFLGVFPAVVAGLLLHD
                     VIKTYLFQPYTVVIGLVAGAILMIFAEVKKQEATSYSLDDLTYRQALTIGLFQCLAVY
                     PGFSRAGSTISGGLLAKVNYKTASEFSFLIALPVMVGATGLDLLKSWTYLSVDDIPMF
                     AVGFITSFIVAMLAVVTFLKLLEKIGLKPFAYYRILLAILFTVFVLL"
     gene            complement(286136..286882)
                     /locus_tag="BA_0284"
                     /old_locus_tag="BA0284"
                     /db_xref="Pathema:BA_0284"
     CDS             complement(286136..286882)
                     /locus_tag="BA_0284"
                     /old_locus_tag="BA0284"
                     /note="identified by similarity to SP:P42333"
                     /codon_start=1
                     /transl_table=11
                     /product="putative bacitracin ABC transporter, permease
                     protein"
                     /protein_id="AAP24320.1"
                     /db_xref="Pathema:BA_0284"
                     /translation="MEQLVNLFYTELLKLKRSNMFLISIIGAGVAPFLVVVASYIHIK
                     TKQPTPTIWFHQLFTEVNLYTTLVIGFPLYGVVVAYLFTREYAEDTLKNLLTIPVSRI
                     SFIISKFIILFLWIMMLTLVAWSLTLILGLLGNFPGFNTTLLLGSFLKFLICGGLLFL
                     LSSPIVLLTLVMKSYVPPIILTVIITMTNLMLVNSKHKDLFPWTATLDIANNELQPTY
                     PPEYSYIIIVTTAIFGFIATLFYFKRVDIH"
     gene            complement(286866..287795)
                     /locus_tag="BA_0285"
                     /old_locus_tag="BA0285"
                     /db_xref="Pathema:BA_0285"
     CDS             complement(286866..287795)
                     /locus_tag="BA_0285"
                     /old_locus_tag="BA0285"
                     /note="identified by similarity to SP:P42332; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="putative bacitracin ABC transporter, ATP-binding
                     protein"
                     /protein_id="AAP24321.1"
                     /db_xref="Pathema:BA_0285"
                     /translation="MSPINTIIKTTNLTKVYGKQKSVDNLNINVQQGEIYGFIGRNGA
                     GKTTTIRMLLGLIKPTSGTIEIFGEDLFQNQKDILSRIGSIVEVPGFYENLTAKENLL
                     INAKIIGVYKKNAIEDTLEIVGLQHETKKLVGKYSLGMKQRLGIARALLHYPELLILD
                     EPTNGLDPIGIKEMRKLIHSLAQERNITILISSHILAEVEQLVDRIGIIHEGRLLEEV
                     SLDKLRKANRKYIEFQVNNENKAAMLLENQFQIFDYEVHDEGNIRIYSHFGQQGYINR
                     TFVLNDIEVLKMMISEDRLEDYFTKLVGGGTIG"
     gene            complement(287864..288808)
                     /locus_tag="BA_0286"
                     /old_locus_tag="BA0286"
                     /db_xref="Pathema:BA_0286"
     CDS             complement(287864..288808)
                     /locus_tag="BA_0286"
                     /old_locus_tag="BA0286"
                     /note="identified by similarity to GP:10173433; match to
                     protein family HMM PF00512; match to protein family HMM
                     PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="putative sensor histidine kinase"
                     /protein_id="AAP24322.1"
                     /db_xref="Pathema:BA_0286"
                     /translation="MDPKVKISLFITLILITMYLFFSRIQFIQNHKSIDTKLSRALKG
                     NLQTRLFTSNDQSLHNIVFSINELITELEKVRIKAKRSEESRKQLLSSISHDIRTPLT
                     SIIGYIDALKDGVAASEIEKQEYLKILYMKSNNLKHLVDEIFNMAKLDANEFPLKEEK
                     LDFSEVTREVLIDFLPEISKHNIKLQVLMPESTCPIIADHLSLMRIIGNLMKNAIYYG
                     KDGKTIGVELLETDAAYELLIWDKGPGIPKHDLQNVFERMYRSEQSRNSSFGGSGLGL
                     SISKALVEKNGGHIWVESIPWERTTFGFSIPKHNTFKK"
     gene            complement(288867..289580)
                     /locus_tag="BA_0287"
                     /old_locus_tag="BA0287"
                     /db_xref="Pathema:BA_0287"
     CDS             complement(288867..289580)
                     /locus_tag="BA_0287"
                     /old_locus_tag="BA0287"
                     /note="identified by similarity to OMNI:NTL01BS02308;
                     match to protein family HMM PF00072; match to protein
                     family HMM PF00486"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator"
                     /protein_id="AAP24323.1"
                     /db_xref="Pathema:BA_0287"
                     /translation="MKDIRILIADDDKEIRNLLKIYLERELYMVDTAIDGEVALQLFN
                     QNNYSIVILDLMMPKVDGIEVCRKLRDKTNVPILMLTAKDHEVDKILGLSIGADDYIT
                     KPFSIHEVVARVKALIRRFLVLGSNINVQEKTTLAFKGLTINLNTYTVHTNKEEISLT
                     GKELELLKFFTSNPGQVFTKTQLFRNVWDDNYIEDDNTVMVHIRKLRKKIEIDPSNPK
                     FIQTVWGIGYKFVGEKLED"
     gene            290085..291591
                     /gene="rrsH"
                     /locus_tag="BA_5789"
     rRNA            290085..291591
                     /gene="rrsH"
                     /locus_tag="BA_5789"
                     /product="16S ribosomal RNA"
     gene            291770..294677
                     /gene="rrlH"
                     /locus_tag="BA_5790"
     rRNA            291770..294677
                     /gene="rrlH"
                     /locus_tag="BA_5790"
                     /product="23S ribosomal RNA"
     gene            294728..294843
                     /gene="rrfH"
                     /locus_tag="BA_5791"
     rRNA            294728..294843
                     /gene="rrfH"
                     /locus_tag="BA_5791"
                     /product="5S ribosomal RNA"
     gene            295542..296027
                     /gene="purE"
                     /locus_tag="BA_0288"
                     /old_locus_tag="BA0288"
                     /db_xref="Pathema:BA_0288"
     CDS             295542..296027
                     /gene="purE"
                     /locus_tag="BA_0288"
                     /old_locus_tag="BA0288"
                     /EC_number="4.1.1.21"
                     /note="identified by match to protein family HMM PF00731;
                     match to protein family HMM TIGR01162"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphoribosylaminoimidazole carboxylase,
                     catalytic subunit"
                     /protein_id="AAP24324.1"
                     /db_xref="Pathema:BA_0288"
                     /translation="MKSLVGVIMGSTSDWETMKYACDILDELNIPYEKKVVSAHRTPD
                     YMFEYAETARERGLKVIIAGAGGAAHLPGMVAAKTNLPVIGVPVQSKALNGLDSLLSI
                     VQMPGGVPVATVAIGKAGSTNAGLLAAQILGSFHDDIHDALELRREAIEKDVREGSEL
                     V"
     gene            296024..297175
                     /gene="purK"
                     /locus_tag="BA_0289"
                     /old_locus_tag="BA0289"
                     /db_xref="Pathema:BA_0289"
     CDS             296024..297175
                     /gene="purK"
                     /locus_tag="BA_0289"
                     /old_locus_tag="BA0289"
                     /EC_number="4.1.1.21"
                     /note="identified by match to protein family HMM PF02222;
                     match to protein family HMM PF02655; match to protein
                     family HMM TIGR01161"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphoribosylaminoimidazole carboxylase, ATPase
                     subunit"
                     /protein_id="AAP24325.1"
                     /db_xref="Pathema:BA_0289"
                     /translation="MTRIILPGKTIGIIGGGQLGRMMALAAKEMGYKIAVLDPTKNSP
                     CAQVADIEIVASYDDLKAIQHLAEISDVVTYEFENIDYRCLQWLEKHAYLPQGSQLLS
                     KTQNRFTEKNAIEKAGLPVATYRLVQNQEQLTEAIAELSYPSVLKTTTGGYDGKGQVV
                     LRSEADVDEARKLANAAECILEKWVPFEKEVSVIVIRSVSGETKVFPVAENIHVNNIL
                     HESIVPARITEELSQKAIAYAKVLADELELVGTLAVEMFATADGEIYINELAPRPHNS
                     GHYTQDACETSQFGQHIRAICNLPLGETNLLKPVVMVNILGEHIEGVLRQVNRLTGCY
                     LHLYGKEEAKAQRKMGHVNILNDNIEVALEKAKSLHIWDHQEQLLEGKR"
     gene            297172..298479
                     /gene="purB"
                     /locus_tag="BA_0290"
                     /old_locus_tag="BA0290"
                     /db_xref="Pathema:BA_0290"
     CDS             297172..298479
                     /gene="purB"
                     /locus_tag="BA_0290"
                     /old_locus_tag="BA0290"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by match to protein family HMM
                     PF00206; match to protein family HMM TIGR00928"
                     /codon_start=1
                     /transl_table=11
                     /product="adenylosuccinate lyase"
                     /protein_id="AAP24326.1"
                     /db_xref="Pathema:BA_0290"
                     /translation="MISRYTRPEMGAIWTEENKFKAWLEVEILACEAWAELGDIPKED
                     VKKIREHASFDIDRIYEIEKETRHDVVAFTRAVSETPALGEERKWVHYGLTSTDVVDT
                     ALSYILKQANEIILKDLENFVSILANKAKEHKYTIMMGRTHGVHAEPTTFGLKLGLWY
                     EEMKRNVERFKQAANTVRVGKLSGAVGTYANIDPFVEKYVCENLGLEAAPISTQTLQR
                     DRHAHYMSTLALIATSIEKMAVEIRGLQKSETREVEEAFAKGQKGSSAMPHKRNPIGS
                     ENMTGLARVIRGYMMTAYENVPLWHERDISHSSAERVILPDATIALNYMLNRFGNIVK
                     NLTVYPENMKRNMTRTYGLIYSQRVMLTLIDKGMVREEAYDIVQPKAMEAWETQVQFK
                     ELVEADERITSKLTQEEINECFNYEHHMQHVDTIFERLGLNEA"
     gene            298568..299287
                     /gene="purC"
                     /locus_tag="BA_0291"
                     /old_locus_tag="BA0291"
                     /db_xref="Pathema:BA_0291"
     CDS             298568..299287
                     /gene="purC"
                     /locus_tag="BA_0291"
                     /old_locus_tag="BA0291"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by match to protein family HMM
                     PF01259; match to protein family HMM TIGR00081"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphoribosylaminoimidazolesuccinocarboxamide
                     synthase"
                     /protein_id="AAP24327.1"
                     /db_xref="Pathema:BA_0291"
                     /translation="MQKLELLYEGKAKRIYRTESADMVWVEYKDSATAFNGEKKETIT
                     GKGRLNNEITTLLFRKLQEVGIKTHFVEKLSETEQLVKKVSIIPLEVVTRNVIAGSLS
                     KRLGMEEGTVLAEPIVEFYFKDDDLGDPLVTEDHIRVLNVASPEQVSVLRDMALQINQ
                     VLIDHFASCRVRLVDFKLEFGVTDEGAIILADEISPDTCRLWDETSNEKFDKDVFRRD
                     LGNLTDAYEEILKRLGGISHV"
     gene            299280..299534
                     /gene="purS"
                     /locus_tag="BA_0292"
                     /old_locus_tag="BA0292"
                     /db_xref="Pathema:BA_0292"
     CDS             299280..299534
                     /gene="purS"
                     /locus_tag="BA_0292"
                     /old_locus_tag="BA0292"
                     /note="identified by similarity to EGAD:10915; match to
                     protein family HMM PF02700; match to protein family HMM
                     TIGR00302"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphoribosylformylglycinamidine synthase, purS
                     protein"
                     /protein_id="AAP24328.1"
                     /db_xref="Pathema:BA_0292"
                     /translation="MYKVKVYVTLRESVLDPQGTAVKGALHSLSFTEVQDVRIGKYME
                     LTIDKSVSDLDAKVKEMCEKLLANVVMEDFRYEVEEVVAQ"
     gene            299531..300214
                     /gene="purQ"
                     /locus_tag="BA_0293"
                     /old_locus_tag="BA0293"
                     /db_xref="Pathema:BA_0293"
     CDS             299531..300214
                     /gene="purQ"
                     /locus_tag="BA_0293"
                     /old_locus_tag="BA0293"
                     /EC_number="6.3.5.3"
                     /note="identified by similarity to SP:P12041; match to
                     protein family HMM PF00117; match to protein family HMM
                     PF07685; match to protein family HMM TIGR01737"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphoribosylformylglycinamidine synthase I"
                     /protein_id="AAP24329.1"
                     /db_xref="Pathema:BA_0293"
                     /translation="MKFAVIVFPGSNCDVDMFHAIKDELGEEVDYVWHDTENLDEYDA
                     ILLPGGFSYGDYLRCGAISRFANAMKAVQKAAEQGKPILGVCNGFQILVESGLLPGAL
                     MRNENLKFMCRTVQLRVENNETMFTSQYEKDEVINIPIAHGEGNYYCDEETLKQLEEN
                     NQIAFRYVENPNGSVSDIAGIVNEKGNVLGMMPHPERAVDELLGGAEGLKVFQSILKQ
                     WRETYVVNA"
     gene            300198..302417
                     /gene="purL"
                     /locus_tag="BA_0294"
                     /old_locus_tag="BA0294"
                     /db_xref="Pathema:BA_0294"
     CDS             300198..302417
                     /gene="purL"
                     /locus_tag="BA_0294"
                     /old_locus_tag="BA0294"
                     /EC_number="6.3.5.3"
                     /note="identified by similarity to SP:P12042; match to
                     protein family HMM PF00586; match to protein family HMM
                     PF02769; match to protein family HMM TIGR01736"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphoribosylformylglycinamidine synthase II"
                     /protein_id="AAP24330.1"
                     /db_xref="Pathema:BA_0294"
                     /translation="MSLMLEPNPTQIKEERIYAEMGLTDEEFAMVEKILGRLPNYTET
                     GLFSVMWSEHCSYKNSKPVLRKFPTTGERVLQGPGEGAGIVDIGDNQAVVFKMESHNH
                     PSAIEPYQGAATGVGGIIRDVFSMGARPVALLNSLRFGELQSPRVKYLFEEVVAGIAG
                     YGNCIGIPTVGGEVQFDPCYEGNPLVNAMCVGLINHEDIKKGQAHGAGNTVMYVGAST
                     GRDGIHGATFASEELSESSEAKRPAVQVGDPFMEKLLIEACLELIQSDALVGIQDMGA
                     AGLTSSSAEMASKAGMGIEMYLDDVPQRETGMTPYEMMLSESQERMLIVVKKGREQEI
                     VDLFEKYGLAAVTMGKVTEDKMLRLFHKGEMVAEVPADALAEEAPIYHKPSKEAAYFA
                     EFQQMKMETPKVENYKETLFALLQQPTIASKEWVYDQYDYQVRTSTVVTPGSDAAVVR
                     VRGTEKGLAMTTDCNSRYIYLDPEVGGKIAVAEAARNIVCSGGEPLAITDCLNFGNPE
                     KPEIFWQIEKSVDGMSEACRTLQTPVIGGNVSMYNERSGEAVYPTPTVGMVGLVHDLK
                     HVTTQEFKQAGDLVYVIGETKAEFGGSELQKMLHGKIFGQSPSIDLDVELKRQKQVLA
                     AIQAGLVQSAHDVAEGGLAVAISESAIGANGLGATVKLDGEATAALFAESQSRFVITV
                     KRENKEAFEKAVEAIQVGEVTNTNEVTIHNEENEVLLTANVDEMRKAWKGAIPCLLK"
     gene            302402..303817
                     /gene="purF"
                     /locus_tag="BA_0295"
                     /old_locus_tag="BA0295"
                     /db_xref="Pathema:BA_0295"
     CDS             302402..303817
                     /gene="purF"
                     /locus_tag="BA_0295"
                     /old_locus_tag="BA0295"
                     /EC_number="2.4.2.14"
                     /note="identified by match to protein family HMM PF00156;
                     match to protein family HMM PF00310; match to protein
                     family HMM TIGR01134"
                     /codon_start=1
                     /transl_table=11
                     /product="amidophosphoribosyltransferase"
                     /protein_id="AAP24331.1"
                     /db_xref="Pathema:BA_0295"
                     /translation="MLAEIKGLNEECGVFGIWGHENAAQVSYYGLHSLQHRGQEGAGI
                     VVNNGEKIVGHKGLGLISEVFSRGELEGLNGKSAIGHVRYATAGGSEVANVQPLLFRF
                     SDHSMALAHNGNLINAKMLRRELEAEGSIFQTSSDTEVLLHLIKRSTKDSLIESVKEA
                     LNKVKGAFAYLLLTGNEMIVALDPNGFRPLSIGKMGDAYVVASETCAFDVVGATYIRD
                     VEPGELLIINDEGIHVDRFTNEVDHAICSMEYIYFARPDSNIAGINVHAARKNMGKRL
                     AAEAPIEADVVTGVPDSSISAAIGYAEATGIPYELGLIKNRYVGRTFIQPSQELREQG
                     VKMKLSAVRGVVEGKRVVMIDDSIVRGTTSKRIVRMLREAGATEVHVRIASPPLKYPC
                     FYGIDIQTRKELIAANHTVEEIREMIGADSLTFLSEDGLVDAIGRPYEGKYGGLCMAY
                     FNGDYPTALYDYEQELLESMK"
     gene            303924..304964
                     /gene="purM"
                     /locus_tag="BA_0296"
                     /old_locus_tag="BA0296"
                     /db_xref="Pathema:BA_0296"
     CDS             303924..304964
                     /gene="purM"
                     /locus_tag="BA_0296"
                     /old_locus_tag="BA0296"
                     /EC_number="6.3.3.1"
                     /note="identified by match to protein family HMM PF00586;
                     match to protein family HMM PF02769; match to protein
                     family HMM TIGR00878"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphoribosylformylglycinamidine cyclo-ligase"
                     /protein_id="AAP24332.1"
                     /db_xref="Pathema:BA_0296"
                     /translation="MANAYKQAGVDIEAGYEAVSRMKKHVQTTMRKEVLGGLGGFGGM
                     FDLSKFALEEPVLVSGTDGVGTKLMLAFMADKHDTIGIDAVAMCVNDIVVQGAEPLFF
                     LDYIACGKAEPSKIENIVKGISEGCRQAGCALIGGETAEMPGMYSTEEYDLAGFTVGI
                     VDKKKIVTGEKIEAGHVLIGLASSGIHSNGYSLVRKVLLEDGELSLDRIYGRLELPLG
                     EELLKPTKIYVKPILELLKNHEVYGMAHITGGGFIENIPRMLPEGIGAEIELGSWKIQ
                     PIFSLLQEVGKLEEKEMFNIFNMGIGMVVAVKEEDAKDIVRLLEEQGETARIIGRTVQ
                     GAGVTFNGGKAL"
     gene            304961..305548
                     /gene="purN"
                     /locus_tag="BA_0297"
                     /old_locus_tag="BA0297"
                     /db_xref="Pathema:BA_0297"
     CDS             304961..305548
                     /gene="purN"
                     /locus_tag="BA_0297"
                     /old_locus_tag="BA0297"
                     /EC_number="2.1.2.2"
                     /note="identified by match to protein family HMM PF00551;
                     match to protein family HMM TIGR00639"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphoribosylglycinamide formyltransferase"
                     /protein_id="AAP24333.1"
                     /db_xref="Pathema:BA_0297"
                     /translation="MSRLAVFASGSGSNFQSLVNAVEEKRLDAEISLLVCDKPEARAV
                     GRANYHHIPCFAFSAKAYESKEAFEKEILNKLEEYEIDYVILAGYMRLIGPTLLEAYG
                     GRIINIHPSLLPSFPGKDAVGQALEAGVKVTGVTIHYVDAGMDTGPIIAQEAVVVSEG
                     DTRESLQKKIQQVEHKLYVNTVNQIVQSTKEPTVN"
     gene            305573..307108
                     /gene="purH"
                     /locus_tag="BA_0298"
                     /old_locus_tag="BA0298"
                     /db_xref="Pathema:BA_0298"
     CDS             305573..307108
                     /gene="purH"
                     /locus_tag="BA_0298"
                     /old_locus_tag="BA0298"
                     /EC_number="2.1.2.3"
                     /EC_number="3.5.4.10"
                     /note="identified by match to protein family HMM PF01808;
                     match to protein family HMM PF02142; match to protein
                     family HMM TIGR00355"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphoribosylaminoimidazolecarboxamide
                     formyltransferase/IMP cyclohydrolase"
                     /protein_id="AAP24334.1"
                     /db_xref="Pathema:BA_0298"
                     /translation="MKKRALVSVSDKTGVVEFVKGLLEQGIEVISTGGTKKLLEENGL
                     QVIGISEVTGFPEIMDGRVKTLHPNIHGGLLAVRDNETHVAQMNELGMEPIDFVVVNL
                     YPFKETIAKPDVTFADAIENIDIGGPTMIRSAAKNHKFVSVIVDPVDYDVVLAELKEN
                     GEVAEETKRKLAAKVFRHTAAYDALISNYLTEQMGEESPETLTVTFEKKQDLRYGENP
                     HQKATFYKAPFAATSSVAYAEQLHGKELSYNNINDADAALSIVKEFTEPAVVAVKHMN
                     PCGVGVGTDIHEAYTRAYEADPVSIFGGIIAANREIDKATAEKLHEIFLEIIIAPSFS
                     KEALEVLQSKKNLRLLTVNIEKATSASKKLTSVQGGLLVQEEDTLSLDESTISIPTKR
                     EPSEQEWKDLKLAWKVVKHVKSNAIVLAKDDMTIGVGAGQMNRVGSAKIAITQAGEKA
                     QGSALASDAFFPMPDTVEEAAKAGITAIIQPGGSIRDEDSIKVADTYGIAMVFTGVRH
                     FKH"
     gene            307230..308501
                     /gene="purD"
                     /locus_tag="BA_0299"
                     /old_locus_tag="BA0299"
                     /db_xref="Pathema:BA_0299"
     CDS             307230..308501
                     /gene="purD"
                     /locus_tag="BA_0299"
                     /old_locus_tag="BA0299"
                     /EC_number="6.3.4.13"
                     /note="identified by match to protein family HMM PF01071;
                     match to protein family HMM PF02222; match to protein
                     family HMM PF02655; match to protein family HMM PF02843;
                     match to protein family HMM PF02844; match to protein
                     family HMM PF08442; match to protein family HMM TIGR00877"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphoribosylamine--glycine ligase"
                     /protein_id="AAP24335.1"
                     /db_xref="Pathema:BA_0299"
                     /translation="MNVLVIGRGGREHALAWKFAQSEKVEKVYVAPGNEGMRDVATPI
                     DIDENDFDALVLFAKENHVELTFVGPEIPLMNGIVDRFKEEGLRVFGPNKAAAVIEGS
                     KAFTKELMKKYNIPTAAYETFTDYEEAVQYIEKVGAPIVIKADGLAAGKGVTVAMTLE
                     EALQAAKEMLQDVKFGEASKKVVIEEFLDGQEFSLMAFVNGTTVHPMVIAQDHKRAFD
                     GDKGPNTGGMGAYSPVPQISESAVQEAIETVLYPTAKAMIQENRSFTGILYAGLILTN
                     DGPKVIEFNARFGDPETEVVLPRLENDLVDVCNAVLDESELTLQWSDEAVIGVVLAAK
                     GYPEAYKKGDIIKGLDALQDVIVFHAGTAMKRGDFVTNGGRVLFVACKANSLQEAKDK
                     VYKEIGKIESDVLFYRSDIGYRAIGHEMTRS"
     gene            complement(308537..308701)
                     /locus_tag="BA_0300"
                     /old_locus_tag="BA0300"
                     /db_xref="Pathema:BA_0300"
     CDS             complement(308537..308701)
                     /locus_tag="BA_0300"
                     /old_locus_tag="BA0300"
                     /note="identified by similarity to OMNI:SP2133"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP24336.1"
                     /db_xref="Pathema:BA_0300"
                     /translation="MAKKKSFPLRIDPELHAVIEKWANDEFRSVNAHIEYLLREMAKQ
                     KGKLKKDKDA"
     gene            complement(308718..309563)
                     /locus_tag="BA_0301"
                     /old_locus_tag="BA0301"
                     /db_xref="Pathema:BA_0301"
     CDS             complement(308718..309563)
                     /locus_tag="BA_0301"
                     /old_locus_tag="BA0301"
                     /note="identified by similarity to OMNI:EF1789; match to
                     protein family HMM PF01145"
                     /codon_start=1
                     /transl_table=11
                     /product="SPFH domain/band 7 family protein"
                     /protein_id="AAP24337.1"
                     /db_xref="Pathema:BA_0301"
                     /translation="MKEKQVFYVNGFLGIIGILILAAIGVFFLIQEIFIGAALTIILA
                     AVLATGIGIVQPNQAKVITFFGNYLGTIRQNGLFLTIPFAFRQTVSLRVENFNSKKLK
                     VNDVDGNPIEIAAVIVYKVVDSAKAMFGVEHYDRFVEIQSETAIRHVATKYPYDNFQD
                     ETCITLRGNTEEISEELKRELEARLEIAGVEVLETRLTHLAYATEIAHAMLQRQQAKA
                     VLAARKEIVEGAVKMAKDSIHMLDEEGVLELDDERKANMVNNLLVAIVSDKGAQPVIN
                     TGSLY"
     gene            complement(309773..310150)
                     /locus_tag="BA_0302"
                     /old_locus_tag="BA0302"
                     /db_xref="Pathema:BA_0302"
     CDS             complement(309773..310150)
                     /locus_tag="BA_0302"
                     /old_locus_tag="BA0302"
                     /note="identified by similarity to OMNI:NTL01BH0637"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24338.1"
                     /db_xref="Pathema:BA_0302"
                     /translation="MKQNIGTINALIRITLGLVLFGCSATKLVRKPWCTWSNILLWIG
                     AMKVAEGIVRFCPVVEMWKFGKYMNMGAFKMPSMNFAEKGHTKEEVNQTSNHDKPQSN
                     GSYDASDKEIESAIEDIILAKPL"
     gene            310422..311174
                     /locus_tag="BA_0304"
                     /old_locus_tag="BA0304"
                     /db_xref="Pathema:BA_0304"
     CDS             310422..311174
                     /locus_tag="BA_0304"
                     /old_locus_tag="BA0304"
                     /note="identified by match to protein family HMM PF01884;
                     match to protein family HMM TIGR01768"
                     /codon_start=1
                     /transl_table=11
                     /product="pcrB family protein"
                     /protein_id="AAP24339.1"
                     /db_xref="Pathema:BA_0304"
                     /translation="MKINCYFEQKYIQLEKRKGVFMYDISGWKHVFKLDPNKELSDEH
                     LEMICESGTDAVIVGGSDGVTIDNVLHMLVSIRRYAVPCVLEVSDVEAITPGFDFYYI
                     PSVLNSRKVEWVTGVHHEALKEFGDIMDWDEIFMEGYCVLNPEAKVAQLTDAKCDVTE
                     DDVIAYARLADKLLRLPIFYLEYSGTYGDVELVKNVKAELKQAKLYYGGGISNAEQAK
                     EMAQHADTVVVGNIIYDDIKAALKTVKAVKGE"
     gene            311187..313430
                     /gene="pcrA"
                     /locus_tag="BA_0305"
                     /old_locus_tag="BA0305"
                     /db_xref="Pathema:BA_0305"
     CDS             311187..313430
                     /gene="pcrA"
                     /locus_tag="BA_0305"
                     /old_locus_tag="BA0305"
                     /EC_number="3.6.1.-"
                     /note="identified by match to protein family HMM PF00580;
                     match to protein family HMM TIGR01073"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent DNA helicase PcrA"
                     /protein_id="AAP24340.1"
                     /db_xref="Pathema:BA_0305"
                     /translation="MSMTDRLLNGLNPQQQKAVQTTNGPLLLMAGAGSGKTRVLTHRI
                     AYLLGEKGVAPWNVLAITFTNKAAREMRERIDTLVGPEAEDIWISTFHSMCVRILRRD
                     IDHIGINRNFTILDSGDQLTVVKKIMKERNIDPKKFEPRSILAGISNAKNELLSADKY
                     AKKITIADPYEKLTSDVYTEYQKRLLKNNSLDFDDLIMTTIQLFERVPEVLEFYQRKF
                     QYIHVDEYQDTNKAQYLLVKHLAARFKNLCVVGDSDQSIYRWRGADISNILSFEKDYE
                     NAQVILLEQNYRSSQNILNAANAVIERNTNRKPKKLWTDNEVGSKISYYRAATEKDEA
                     YFVAKKIRDDIQMGKRKYTDFAVLYRTNAQSRMVEEIFLKSNIPYKIVGGTKFYDRKE
                     IKDILAYLRLIGNPDDEISFARIINVPKRGIGATSIDKIINYGVQNGISLTAVFDEIE
                     HVGVSAKVTKAVKEFAGLLHNWVNMQEYLSVTELVEEVIEKTGYRDMLKNERTLEAEG
                     RLENLDEFLSVTQTFESQSEDKSLVAFLTDLALVADIDRVDEDPTAGEEVILMTMHSA
                     KGLEFPVVFIVGLEEGIFPHTRSLMEEDEMQEERRLAYVGITRAEEELYLSNAQMRTL
                     FGRTSMNAASRFITEIPTELVESLNETAPKRETSFGAKGRVASSSKTTTTTRSRSAFA
                     RPAAKTTGGEQIGWAVGDKASHQKWGVGTVISVKGEGDAKELDIAFPSPIGVKRLLAK
                     FAPVTKQ"
     gene            313446..315455
                     /gene="ligA"
                     /locus_tag="BA_0306"
                     /old_locus_tag="BA0306"
                     /db_xref="Pathema:BA_0306"
     CDS             313446..315455
                     /gene="ligA"
                     /locus_tag="BA_0306"
                     /old_locus_tag="BA0306"
                     /EC_number="6.5.1.2"
                     /note="identified by similarity to SP:O87703; match to
                     protein family HMM PF00533; match to protein family HMM
                     PF00633; match to protein family HMM PF01653; match to
                     protein family HMM PF03119; match to protein family HMM
                     PF03120; match to protein family HMM TIGR00575"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA ligase (NAD(+))"
                     /protein_id="AAP24341.1"
                     /db_xref="Pathema:BA_0306"
                     /translation="MSKEIAKKRIEELRDLLNTFNYQYHVLDNPSVSDAEYDRNMQEL
                     IKLEAENPEFMSEDSPSIRVGGTVLDIFEKVTHKSPMLSLGNAFNEGDLRDFDRRVRQ
                     GIDDANVRYICELKIDGLAVSLHYEKGRFIQGATRGDGVTGEDITQNLKTIKAIPLRL
                     NEEVTLEARGEAYMPKRSFVKLNEEKEQNGEDVFANPRNAAAGSIRQLDPKIAAKRNL
                     SMFVYGLANVEEKTIPSHSESLDYLGELGFKTNPNRRTCETIEEVIAYVEEWQEKRPH
                     LDYEIDGIVIKVDDVALQESLGTTAKSPRWAIAYKFPAEEVVTRLTGIELSVGRTGVV
                     TPTAELEPVRVAGTIVRRASLHNEDLIREKDIRIGDYVVVKKAGDIIPEVVNVIFDKR
                     TGGEEEYHMPTHCPACESELVRLEEEVALRCINPTCPAQIREGLIHFVSRNAMNIDGL
                     GERVITQLFDADYIRTFADLYSLTKEQLLQLERFGEKSATNLVQAIENSKENSLERLL
                     FGLGIRHVGAKAARTFAEHFETMDALVKATEEELKAINEIGEKMAQSVVAYFDNEDVL
                     ELLQQFKEYGVNMTYKGIKIADLQNVESYFAGKTVVLTGKLEVMGRSEAKKKIEALGG
                     KVTGSVSKSTDLVVAGEAAGSKLAQAEKHNVEVWNEERFLQELNK"
     gene            315472..316665
                     /locus_tag="BA_0307"
                     /old_locus_tag="BA0307"
                     /db_xref="Pathema:BA_0307"
     CDS             315472..316665
                     /locus_tag="BA_0307"
                     /old_locus_tag="BA0307"
                     /note="identified by similarity to EGAD:107634; match to
                     protein family HMM PF07537"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP24342.1"
                     /db_xref="Pathema:BA_0307"
                     /translation="MKKIALAVLSLGLLVSGCSAGADKDEKVVEKSGKAKEQVIVPNY
                     SISDEYYKTTIPFEGGNARGLVVQGVSNRLDIDEFETGLMRIAKESFSTKDNVLKGGK
                     SLTTQYIQMLVKRKRTDAEQKELEDTLKKDAVKFPNIGLNPALGAGSESLEAKNKKNP
                     IYISNILEHDYYVNKDKKDERSGIVVGLAMNSVHYYEEEHGYPREVTISNEKMLAEGK
                     KMVPEILKVMHQQDPETKNLPITFAIYRQAPKSSLVPGNFVSYGNVEKGSETVEDWKQ
                     INEKYYLFPSEQAKTDNKREDLARVSNFKAKLSDYFQGDYTAVIGTGMYRDDELREIK
                     LDIPVQFNGKAEIIGFTQYVAGLVMEYFPNYMKVQVTIKSVERPEAIIIREAKQDEPY
                     VKILD"
     gene            316761..317531
                     /locus_tag="BA_0308"
                     /old_locus_tag="BA0308"
                     /db_xref="Pathema:BA_0308"
     CDS             316761..317531
                     /locus_tag="BA_0308"
                     /old_locus_tag="BA0308"
                     /note="identified by match to protein family HMM PF01925"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP24343.1"
                     /db_xref="Pathema:BA_0308"
                     /translation="MDELSFQVIILLIAFGFLAAFIDSVVGGGGLISLPALMFVGLPP
                     ASAIATNKLAATMGTFTSAIYFIRSGKVDFKIVGKLIPLTVIGAVAGALVVKFIPPDI
                     LRPLVLVMLVFIAIYIIAKKDWGSVSTYKKMTKRKTLIFFFVILMIGFYDGFFGPGTG
                     SFLIFAFLLIGLDFIQAAASGKLLNFVSNIVSLITFLFLDVIHFEYGIIMGLSMIFGA
                     YFGSKFAVQKGVGYVRALFLLVTILLISKNVLEYTHIL"
     gene            317685..319232
                     /locus_tag="BA_0309"
                     /old_locus_tag="BA0309"
                     /db_xref="Pathema:BA_0309"
     CDS             317685..319232
                     /locus_tag="BA_0309"
                     /old_locus_tag="BA0309"
                     /note="identified by match to protein family HMM PF00171;
                     match to protein family HMM TIGR01237"
                     /codon_start=1
                     /transl_table=11
                     /product="putative delta-1-pyrroline-5-carboxylate
                     dehydrogenase"
                     /protein_id="AAP24344.1"
                     /db_xref="Pathema:BA_0309"
                     /translation="MVVAYKHEPFTDFSVEANKLAFEEGLKKVESYLGQDYPLIIGGE
                     KITTEDKIVSVNPANKEELVGRVSKASRELAEKAMQVADETFQTWRKSKPEMRADILF
                     RAAAIVRRRKHEFSAILVKEAGKPWNEADADTAEAIDFMEYYGRQMLKLKDGIPVESR
                     PIEYNRFSYIPLGVGVIISPWNFPFAIMAGMTTAALVSGNTVLLKPASTTPVVAAKFM
                     EVLEEAGLPAGVVNFVPGNGSEVGDYLVDHPRTRFISFTGSRDVGIRIYERAAKVNPG
                     QIWLKRVIAEMGGKDTIVVDKEADLELAAKSIVASAFGFSGQKCSACSRAVIHEDVYD
                     HVLNRAVELTKELTVANPAVLGTNMGPVNDQAAFDKVMSYVAIGKEEGRILAGGEGDD
                     SKGWFIQPTIVADVAEDARLMKEEIFGPVVAFCKAKDFDHALAIANNTEYGLTGAVIS
                     NNRDHIEKAREDFHVGNLYFNRGCTGAIVGYQPFGGFNMSGTDSKAGGPDYLALHMQA
                     KTTSETL"
     gene            319418..319567
                     /locus_tag="BA_0310"
                     /old_locus_tag="BA0310"
                     /db_xref="Pathema:BA_0310"
     CDS             319418..319567
                     /locus_tag="BA_0310"
                     /old_locus_tag="BA0310"
                     /note="identified by similarity to OMNI:SP0203"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24345.1"
                     /db_xref="Pathema:BA_0310"
                     /translation="MGKYQLDYKGQVAVAKFHEKQTPVKFDKKQQIEKLRAEYLKKKQ
                     KQTDK"
     gene            complement(319799..320362)
                     /locus_tag="BA_0311"
                     /old_locus_tag="BA0311"
                     /db_xref="Pathema:BA_0311"
     CDS             complement(319799..320362)
                     /locus_tag="BA_0311"
                     /old_locus_tag="BA0311"
                     /note="identified by match to protein family HMM PF00857"
                     /codon_start=1
                     /transl_table=11
                     /product="isochorismatase family protein"
                     /protein_id="AAP24346.1"
                     /db_xref="Pathema:BA_0311"
                     /translation="MKTALLLVDIQNDYFPHGKMELRNPAEASAYASQLLQLFRKKNE
                     PIFHIQHISIKEDATFFLPNTEGVHIHESVRPLREESVILKHYPNSFRETDLLKQLQR
                     LAIEHVVICGMMTHMCIDATVRAAFDFGLQCTVIHDACATKDLSFKNATIPAVYIHNT
                     ILASLNGVYANVMSTEEFLATKKHSLQ"
     gene            320835..321854
                     /locus_tag="BA_0312"
                     /old_locus_tag="BA0312"
                     /db_xref="Pathema:BA_0312"
     CDS             320835..321854
                     /locus_tag="BA_0312"
                     /old_locus_tag="BA0312"
                     /note="identified by match to protein family HMM PF00005;
                     match to protein family HMM PF09383"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP24347.1"
                     /db_xref="Pathema:BA_0312"
                     /translation="MISFNNVSKVYESGGQSVHAVEDVTLSVEKGEIFGIIGFSGAGK
                     STLLRLVNMLERPTAGTISIDDKDITSLSTKELRKLRQRIGMIFQSFNLFNSRTVFGN
                     IAYPLKLAKVPKNEIKERVNELLKFVGLEDKANNYPEQLSGGQKQRVGIARALATSPD
                     ILICDEATSALDPETTTEILNLLKKVNREYNLTILLITHEMHVVKEICHRVAVMEKGK
                     VIEEGKLFDVFTQPKTTTTQNFVRSVINDHLPESVLAKIQNGGQIYRLTFTGEETGQP
                     VLSYIAKNYNVDVNVLYGNIIELQNVLFGNLLVELQGEQREIQKALQHLRLQVQLKEV
                     EAHAS"
     gene            321844..322509
                     /locus_tag="BA_0313"
                     /old_locus_tag="BA0313"
                     /db_xref="Pathema:BA_0313"
     CDS             321844..322509
                     /locus_tag="BA_0313"
                     /old_locus_tag="BA0313"
                     /note="identified by match to protein family HMM PF00528"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, permease protein"
                     /protein_id="AAP24348.1"
                     /db_xref="Pathema:BA_0313"
                     /translation="MRVDWSIFWPRILDATGDTLLMVIVTLIFATILGIPLGLLLYVT
                     RKGNFLENKWVFSILNIIINTIRPIPFIIFLVALSPLTRSVIGTTIGTAAAIFPMTLV
                     ASIGIARMVETNLVSVPKGVIEAAQAMGASPIRIVFEILVPEALAPLILGVTFMTVGL
                     IEFSAVAGLVGGGGLGDLAMTYGYQRFDTSVMFVTVVLLIILVQLAQNLGNYFAKVFL
                     RRS"
     gene            322531..323385
                     /locus_tag="BA_0314"
                     /old_locus_tag="BA0314"
                     /db_xref="Pathema:BA_0314"
     CDS             322531..323385
                     /locus_tag="BA_0314"
                     /old_locus_tag="BA0314"
                     /note="identified by similarity to OMNI:NTL02SP0147; match
                     to protein family HMM PF03180"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter, substrate-binding
                     protein"
                     /protein_id="AAP24349.1"
                     /db_xref="Pathema:BA_0314"
                     /translation="MKKILAFALSAIVGVSALSGCSSGDTGAGAKEKVVRVGVTGTDG
                     DAWEILKRKAEKEGIKIKLVEFSDYTTPNKALADGDIELNSFQHIAFLEQFKKEHKLD
                     ITAVGTTQIAPMGLYSEKHKKANEIPDGSEIAIPNDPTNQARALKLLDAAGLLKLKKD
                     FGLFGDPSGIAENPKKLKITPVIAQQTPRVLKDVAASVINNGVAGQAGLDPAKDPIFL
                     EDPKNENAKPYINIFAARTKDKDDPTLKKVIELYHSKEVTDAIKKETNDGSISVDLSL
                     DELEKIVK"
     gene            complement(323552..324022)
                     /locus_tag="BA_0315"
                     /old_locus_tag="BA0315"
                     /db_xref="Pathema:BA_0315"
     CDS             complement(323552..324022)
                     /locus_tag="BA_0315"
                     /old_locus_tag="BA0315"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24350.1"
                     /db_xref="Pathema:BA_0315"
                     /translation="MLKRISTIIFWIIPLLFFIHNLEESFQMPQYLANQFSITFISSQ
                     HFFIAISVLTLFVLVIIFLYQLNFLSSIYWIIFIQGAIFFNSVQHIILFFIYRSYNPG
                     VISTVFIVIFSIFFFSSQKHLIHKKQFVITLVFSLFSYPIIIWITLLLASYFHS"
     gene            complement(324081..324272)
                     /locus_tag="BA_0316"
                     /old_locus_tag="BA0316"
                     /db_xref="Pathema:BA_0316"
     CDS             complement(324081..324272)
                     /locus_tag="BA_0316"
                     /old_locus_tag="BA0316"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24351.1"
                     /db_xref="Pathema:BA_0316"
                     /translation="MHEELLRKIIRTKIKVGMHILEELPAPIQQSAKQMLNILQEELS
                     SYPNEQGHHKNNLKNIIIE"
     gene            complement(324265..325442)
                     /locus_tag="BA_0317"
                     /old_locus_tag="BA0317"
                     /note="anion-transporting ATPase family protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_0317"
     gene            complement(325522..326004)
                     /locus_tag="BA_0318"
                     /old_locus_tag="BA0318"
                     /db_xref="Pathema:BA_0318"
     CDS             complement(325522..326004)
                     /locus_tag="BA_0318"
                     /old_locus_tag="BA0318"
                     /note="identified by similarity to GP:10175694; match to
                     protein family HMM PF01047"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, MarR family"
                     /protein_id="AAP24352.1"
                     /db_xref="Pathema:BA_0318"
                     /translation="MLQYEHFLDLLLDNAKKLFYPEEWVSLDLTLSKTEVFCLLWMER
                     NTDITMTKIADLLDIPMSTTTGVVNRLVKKGYIERYRDENDRRIVLIRLTENGVTLVQ
                     EVKQNAAHYFNLVTEALSEEEKAFLLQIFQKIMNHIATSQQKTEEKVSTPKMKNIPIE
                     "
     gene            326236..326352
                     /locus_tag="BA_0319"
                     /old_locus_tag="BA0319"
                     /db_xref="Pathema:BA_0319"
     CDS             326236..326352
                     /locus_tag="BA_0319"
                     /old_locus_tag="BA0319"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain
                     one or more premature stops and/or frameshifts; identified
                     by similarity to EGAD:108669"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein, degenerate"
                     /protein_id="ACZ49982.1"
                     /db_xref="Pathema:BA_0319"
                     /translation="MRRRNTQAFTFLAWTSFVCALSGMLIGIYTLDETLSVK"
     gene            326615..326905
                     /gene="gatC"
                     /locus_tag="BA_0320"
                     /old_locus_tag="BA0320"
                     /db_xref="Pathema:BA_0320"
     CDS             326615..326905
                     /gene="gatC"
                     /locus_tag="BA_0320"
                     /old_locus_tag="BA0320"
                     /EC_number="6.3.5.-"
                     /note="identified by similarity to SP:O06492; match to
                     protein family HMM PF02686; match to protein family HMM
                     TIGR00135"
                     /codon_start=1
                     /transl_table=11
                     /product="glutamyl-tRNA(Gln) amidotransferase, C subunit"
                     /protein_id="AAP24353.1"
                     /db_xref="Pathema:BA_0320"
                     /translation="MSRISVENVKHVAHLARLAITDQEAEKFQKQLDAIVTFAEQLNE
                     LDTTDVKPTTHVLTMKNVMREDVPEKGLPVEEVLKNAPDHKDNQIRVPAVLE"
     gene            326921..328378
                     /gene="gatA"
                     /locus_tag="BA_0321"
                     /old_locus_tag="BA0321"
                     /db_xref="Pathema:BA_0321"
     CDS             326921..328378
                     /gene="gatA"
                     /locus_tag="BA_0321"
                     /old_locus_tag="BA0321"
                     /EC_number="6.3.5.-"
                     /note="identified by match to protein family HMM PF01425;
                     match to protein family HMM TIGR00132"
                     /codon_start=1
                     /transl_table=11
                     /product="glutamyl-tRNA(Gln) amidotransferase, A subunit"
                     /protein_id="AAP24354.1"
                     /db_xref="Pathema:BA_0321"
                     /translation="MSLFDHSVSELHKKLNNKEISVTDLVEESYKRIADVEDNVKAFL
                     TLDEENARAKAKELDAKIGAEDNGLLFGMPIGVKDNIVTNGLRTTCASKILANFDPIY
                     DATVVQKLKAADTITIGKLNMDEFAMGSSNENSGFYATKNPWNLDYVPGGSSGGSAAA
                     VAAGEVLFSLGSDTGGSIRQPAAYCGVVGLKPTYGRVSRYGLVAFASSLDQIGPITRT
                     VEDNAYLLQAISGLDRMDATSANVEVGNYLAGLTGDVKGLRIAVPKEYLGEGVGEEAR
                     ESVLAALKVLEGMGATWEEVSLPHSKYALATYYLLSSSEASANLSRFDGVRYGVRSDN
                     VNNLMDLYKNTRSEGFGDEVKRRIMLGTFALSSGYYDAYYKKAQQVRTLIKNDFENVF
                     ANYDVIIGPTTPTPAFKVGEKVDDPMTMYANDILTIPVNLAGVPAISVPCGFGANNMP
                     LGLQIIGKHFDEATIYRVAHAFEQATDHHTKKASL"
     gene            328393..329820
                     /gene="gatB"
                     /locus_tag="BA_0322"
                     /old_locus_tag="BA0322"
                     /db_xref="Pathema:BA_0322"
     CDS             328393..329820
                     /gene="gatB"
                     /locus_tag="BA_0322"
                     /old_locus_tag="BA0322"
                     /EC_number="6.3.5.-"
                     /note="identified by similarity to SP:O30509; match to
                     protein family HMM PF01162; match to protein family HMM
                     PF02637; match to protein family HMM PF02934; match to
                     protein family HMM TIGR00133"
                     /codon_start=1
                     /transl_table=11
                     /product="glutamyl-tRNA(Gln) amidotransferase, B subunit"
                     /protein_id="AAP24355.1"
                     /db_xref="Pathema:BA_0322"
                     /translation="MNLETIIGLEVHVELKTNSKIFSASPTEFGAEPNTQTSVIDLGY
                     PGVLPTLNKEAVNFAMKAAMALNCEIATETKFDRKNYFYPDNPKAYQISQFDKPIGEN
                     GWIEIEVDGKKKRIGITRLHLEEDAGKSTHTADGSLVDYNRQGMPLIEIVSEPDMRTP
                     EEAYAYLEKLKSIIQYTGVSDCKMEEGSLRCDANISLRPVGQEKFGTKAELKNLNSFT
                     YVQKGLEHEQVRQEKELLSGGIIQQETRRYDEATKKTILMRVKEGSDDYRYFPEPDLV
                     ELYIDDAWKEEVRASIPELPDARKARYVAEIGLPAYDAHVLTLTKEMSDFFEAAIADG
                     ADAKLTSNWLMGEVLAYLNKQQKELKDVALTPAGLSKMVQLIEKGTISSKIAKKVFNE
                     LIEKGGDPEEIVKAKGLVQISDEGTLRKVVTEILDNNEQSIEDFKNGKDRAIGFLVGQ
                     IMKATKGQANPPLVNKILLEEINKR"
     gene            330291..331196
                     /locus_tag="BA_0323"
                     /old_locus_tag="BA0323"
                     /db_xref="Pathema:BA_0323"
     CDS             330291..331196
                     /locus_tag="BA_0323"
                     /old_locus_tag="BA0323"
                     /note="identified by similarity to EGAD:107654; match to
                     protein family HMM PF00781; match to protein family HMM
                     TIGR00147"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein TIGR00147"
                     /protein_id="AAP24356.1"
                     /db_xref="Pathema:BA_0323"
                     /translation="MMKRARIIYNPTSGRELFKKSLPEVLQKLEQAGYEASCHATTGP
                     GDATVAARQAADRKFDVVIAAGGDGTLNEVVNGLVGHEHRPKFGIIPVGTTNDFARAI
                     GVPRSIEEAADIICEGKTVPLDLGRANDTYFINIAGGGRITELTYEVPSKLKTVLGQL
                     AYYLKGIEMLPSLHPTYVEIEYDGKLLQEEITMFLITNTRSVGGFEKVAPYASINDGL
                     FDLLVLKKGSIADLIKAATQAQRGEHINNPKVLYTQANRIKVHSPDKLMINLDGEYGG
                     DAPMEFENIYHCLELFVPEHQEDAL"
     gene            331336..332079
                     /locus_tag="BA_0324"
                     /old_locus_tag="BA0324"
                     /db_xref="Pathema:BA_0324"
     CDS             331336..332079
                     /locus_tag="BA_0324"
                     /old_locus_tag="BA0324"
                     /note="identified by match to protein family HMM PF00702;
                     match to protein family HMM TIGR01549"
                     /codon_start=1
                     /transl_table=11
                     /product="haloacid dehalogenase/epoxide hydrolase family
                     protein"
                     /protein_id="AAP24357.1"
                     /db_xref="Pathema:BA_0324"
                     /translation="MEKVKAILFDKDGTLMDFHSIWIKVAEELVAECINLYELPKSMQ
                     PTLLKEIGVEGVFVNPRSAIAAGTSLDVAKGLCKYITSSKEEEMHEWVSEKLFSLMYE
                     HRSYMKMTADLPRILQSLKDRGFILGVVTADDFAPTELFLKQYQLESFFDYVVASDTF
                     PAQKPDKRIVESFCDKFHLDACEVAVVGDTPTDLHLAKNGDCYAIGVLSGTGDRQTLE
                     PLADLVVQSVEDFISHSGEFIWERGKSNV"
     gene            332234..333598
                     /gene="gabT"
                     /locus_tag="BA_0325"
                     /old_locus_tag="BA0325"
                     /db_xref="Pathema:BA_0325"
     CDS             332234..333598
                     /gene="gabT"
                     /locus_tag="BA_0325"
                     /old_locus_tag="BA0325"
                     /EC_number="2.6.1.19"
                     /note="identified by match to protein family HMM PF00202;
                     match to protein family HMM TIGR00700"
                     /codon_start=1
                     /transl_table=11
                     /product="4-aminobutyrate transaminase"
                     /protein_id="AAP24358.1"
                     /db_xref="Pathema:BA_0325"
                     /translation="MNTKKFAKVNEQIPGPKAASLLERRQNIVPKGVSNGIPTFVQSA
                     NGALVTDVDGNQYIDFAGAIGTINVGHCHPAVKEALHKQVDQYIHTGFNVMMYEPYIE
                     LAEKLAALAPGSFDKQVLFLNSGAEAVENAVKIARKYTKRPGIIAFSKGFHGRTLMTM
                     TMTSKVKPYKFGFGPFAPEVYKAPFPYEYRCPEGLTEEQYDDFMIEEFKNFFISEVAP
                     ETIAAVVMEPVQGEGGFIVPSKKFAQEVRNICSEHGILFVADEIQTGFSRTGKYFAID
                     HYDVVPDLITVSKSLGAGVPISGVIGRKEIMNESAPGELGGTYAGSPLGCAAALAVLD
                     VIEKENLNDRAIELGKVVMNRFEEMKNKYNCIGDVRGLGAMCAFELVQDRKTKTPDKT
                     LTANLCTEANKRGLLLLSAGTYGNVIRVLMPLVITDEQLEEGLTIIEESLQICYEKAN
                     TARV"
     gene            333711..335078
                     /locus_tag="BA_0326"
                     /old_locus_tag="BA0326"
                     /db_xref="Pathema:BA_0326"
     CDS             333711..335078
                     /locus_tag="BA_0326"
                     /old_locus_tag="BA0326"
                     /note="identified by similarity to GP:10173607; match to
                     protein family HMM PF00158; match to protein family HMM
                     PF07728; match to protein family HMM PF08448; match to
                     protein family HMM TIGR00229"
                     /codon_start=1
                     /transl_table=11
                     /product="sensory box sigma-54 dependent DNA-binding
                     response regulator"
                     /protein_id="AAP24359.1"
                     /db_xref="Pathema:BA_0326"
                     /translation="MVAEKERVLMDLQDVFEYAFDEIFVTDDKGIVVRVNSTCERHYQ
                     IAAKELVGKHVKELQKDGIFYPSATLEVIEKKRPIELVQTTKSGEYLHVRTRPVFDDE
                     GNLRRVISYSRDLTELYQLRQKVEEMDNQLKTYKKELRETYEHEGLIFKSIAMQKIIE
                     TIKKVSVVDSTVLVLGETGVGKSRLVRHLHEMSNRKNESFYEINCAALPTNLIESELF
                     GYSGGSFTGANREGKKGLLESAHKGTLFLDEIGEMPLEIQAKLLQVLQEKTFRPIGGR
                     ELKKVDVRIVAATNRDLSMMVKQGTFRKDLYYRLNVIPILIPPLRERTEDILPLIYHY
                     LQHFNEKYGRNVKLAPSTLQMFVGYPWEGNNREIENVIERIVITADDIVTIEDLPIAM
                     QESTVEQSGQSLYKMLEEVERNIILKAYKTYGSSYKVAEFLKISQSAATRKIKKLIEE
                     EENIG"
     gene            335071..336522
                     /gene="gabD"
                     /locus_tag="BA_0327"
                     /old_locus_tag="BA0327"
                     /db_xref="Pathema:BA_0327"
     CDS             335071..336522
                     /gene="gabD"
                     /locus_tag="BA_0327"
                     /old_locus_tag="BA0327"
                     /EC_number="1.2.1.16"
                     /note="identified by match to protein family HMM PF00171;
                     match to protein family HMM TIGR01780"
                     /codon_start=1
                     /transl_table=11
                     /product="succinate-semialdehyde dehydrogenase (NADP+)"
                     /protein_id="AAP24360.1"
                     /db_xref="Pathema:BA_0327"
                     /translation="MDKKATFVNVEKKAMYINGEWITLQEQIEVNNPATKEIFATVPK
                     GGVTEAKQAVDAAHEAFKSWSKLTAADRAAKLKKWFTLIDENKEEIAAIMTKEQGKPF
                     AEALGEVNYANSFVEWYAEEGKRVYGEMIPASHPNKRILVMKQPVGVMAAITPWNFPA
                     AMITRKVAPALAAGCTAVVKPASQTPLTALKLAELAHEADIPKGVINIVTGSAKAIAD
                     TWMEDGRVRKVSFTGSTEIGKELMASAAQTMKKVSLELGGHAPFIVMNDADLDKAVEA
                     VIGSKFRNAGQTCICTNRVFVQEEVYEAFVEKFEKAVGQLKVGDGFGDGTTVGPLIDE
                     NAVSKVQEHIEDAIQKGGTVLYGGQKVAELDGHFMQPTVIGLANDTMLCMNEETFGPV
                     APVAKFKTVEEVIERANHTPYGLAAYIFTKDISQAFQISEALEYGIIGLNDGLPSVAQ
                     APFGGFKESGIGREGGHFGIEEYLEIKYISLGL"
     gene            336570..336893
                     /locus_tag="BA_0328"
                     /old_locus_tag="BA0328"
                     /db_xref="Pathema:BA_0328"
     CDS             336570..336893
                     /locus_tag="BA_0328"
                     /old_locus_tag="BA0328"
                     /note="identified by similarity to GP:12024949; match to
                     protein family HMM PF00893"
                     /codon_start=1
                     /transl_table=11
                     /product="multidrug resistance protein, Smr family"
                     /protein_id="AAP24361.1"
                     /db_xref="Pathema:BA_0328"
                     /translation="MVYWLLLLVTIIFEVAGTIAMKLSNGLTKLVPSVLIFVFYGICF
                     SVFAIVVKKIHLSIAYAIWSGVGTLLITIISVYFFKEHISLFQACCILFIVLGVIGLK
                     VSSAS"
     gene            complement(336933..338162)
                     /gene="ampS"
                     /locus_tag="BA_0329"
                     /old_locus_tag="BA0329"
                     /db_xref="Pathema:BA_0329"
     CDS             complement(336933..338162)
                     /gene="ampS"
                     /locus_tag="BA_0329"
                     /old_locus_tag="BA0329"
                     /EC_number="3.4.11.-"
                     /note="identified by similarity to SP:P39762; match to
                     protein family HMM PF02073"
                     /codon_start=1
                     /transl_table=11
                     /product="aminopeptidase AmpS"
                     /protein_id="AAP24362.1"
                     /db_xref="Pathema:BA_0329"
                     /translation="MSFEQTLEKYAALAVNVGVNIQPGQTLSISAPLEAVQFVRLVTE
                     KAYKSGAKHVYVDWNDETLTRLKFDLAPEEAFAEFPSWKANAREELAKEGAAFMSIYA
                     ENPDLLKGVDSTRIATAHKVAGEAMKVYRDYVQADKVSWCVISVPTKEWAAKVFPDAA
                     PEEQEAKLWDAIFKATRADLENPVEAWKEHDKTLHTKVDYLNEKHYKALHYTGPGTDL
                     TIELPEKHVWAGAGSLNEKNVPFMANIPTEEVFTMPLKTGVNGQVSSTKPLAFAGNII
                     DNFTLTFENGRIVDYKAEVGEEALKHLVETDKGSHFLGEVALVPHDSPISNTNILFYN
                     TLFDENASCHLAIGSAYAFNLVGGKTMSKEELAENGANTSITHNDFMIGSAKLDIDGI
                     TADGRHEPIFRKGNWAF"
     gene            complement(338279..339361)
                     /locus_tag="BA_0330"
                     /old_locus_tag="BA0330"
                     /db_xref="Pathema:BA_0330"
     CDS             complement(338279..339361)
                     /locus_tag="BA_0330"
                     /old_locus_tag="BA0330"
                     /note="identified by match to protein family HMM PF01522"
                     /codon_start=1
                     /transl_table=11
                     /product="polysaccharide deacetylase-like protein"
                     /protein_id="AAP24363.1"
                     /db_xref="Pathema:BA_0330"
                     /translation="MRKYAAIALCTSAILAGCNTSNVSQEPNKERKVQETKKQAETVQ
                     EQGKISYNPITHESTNTTIHMTDIKDTLTEVQYKIWRTADGKETAKSLSSKEKEKQFS
                     LPFDTKEFEGKRGEFQIEAIGIKEDGKTIPLTKSAITFEQKVPVLMYHAIDDYHGQGI
                     KDLFVSPANFEAQMKYLKDNGYTLLTFERWGDINKVNKPIFVTFDDGMKNNMNAFHVL
                     QKLKDDTFKPVATEYMIVNNVDAEGSLSTSDIKEMVDSGIFSMQSHTATHADLPKITN
                     YEEELKESKEKLEKITGKPVIAVAYPFGHVDDKVVAETKKYYQFATTTKPGKFITKGE
                     PDELLKMKRVRIHHTTTVEQFASSIK"
     gene            complement(339513..340616)
                     /locus_tag="BA_0331"
                     /old_locus_tag="BA0331"
                     /db_xref="Pathema:BA_0331"
     CDS             complement(339513..340616)
                     /locus_tag="BA_0331"
                     /old_locus_tag="BA0331"
                     /note="identified by match to protein family HMM PF01522"
                     /codon_start=1
                     /transl_table=11
                     /product="polysaccharide deacetylase-like protein"
                     /protein_id="AAP24364.1"
                     /db_xref="Pathema:BA_0331"
                     /translation="MKKYTYIALLSSAILVGCNTSSASDKQIQETTAKQAVEQKKAKA
                     VELPLTQGVITWDPYEYNAQNTTLYTKDLRDSFKEVRYNIWRTADGPESKQTFTSQEK
                     DRDFALPLHLKTFHLKRGEFQIETVGIKEDNTETNLVTSKITFQQHVPVLMYHAIEKF
                     PGPSDGDYGLYVPPEQFEKHMQYLKDNGYTMLTFERWNDINRVNKPIFITMDDGRKNN
                     MNALHILQKLKDDTFQPAATEFLTANEIDKPNRLSTDDIKQMMDSGIFSIQSHTANHT
                     MMAHSNNYDEELRGSKEKIEALTGKKVIALAYPVGSYNDPAVEETKKYYEFAVTTDHG
                     NHITKGMPNEQYLIKRHFVGPNTSMEKFISLIK"
     gene            complement(340856..342052)
                     /locus_tag="BA_0332"
                     /old_locus_tag="BA0332"
                     /db_xref="Pathema:BA_0332"
     CDS             complement(340856..342052)
                     /locus_tag="BA_0332"
                     /old_locus_tag="BA0332"
                     /note="identified by similarity to EGAD:6216; match to
                     protein family HMM PF01773; match to protein family HMM
                     PF07662; match to protein family HMM PF07670"
                     /codon_start=1
                     /transl_table=11
                     /product="nucleoside transporter, NupC family"
                     /protein_id="AAP24365.1"
                     /db_xref="Pathema:BA_0332"
                     /translation="MQYVMSIIGILVVLGLCFALSNNKSKINFRAIAIMIGFQILIGW
                     FMFGTKIGQQIIIFISKVFNKLIKLGTTGVDFLFNGIQRDFVFFLNVLLIIVFFSALL
                     SIFSYLGVLPFIVRVVGGAISKVTGLPRVESFHAVNSVFFGSSEALIVIKNDLQHFNK
                     NRMFIICCSAMSSVSASVTASYVMMLDAKYVLAALPLNLFSSLIVCSLLTPVDTKKED
                     EVVQKFDRTVFGDSFIGAMINGALDGLKVAGIVAALMIAFIGVMEVVNYVISAASGAM
                     GHAVTLQQIFGYVLAPFAFLMGIPAQDIIPAGGIMGTKIVLNEFVAILDLKGVAATLS
                     PRTVGIVTVFLISFASISQIGAIVGTIRALSEKQGSIVSKFGWKMLFASTLASILSAT
                     IAGLFI"
     gene            342478..343854
                     /locus_tag="BA_0333"
                     /old_locus_tag="BA0333"
                     /db_xref="Pathema:BA_0333"
     CDS             342478..343854
                     /locus_tag="BA_0333"
                     /old_locus_tag="BA0333"
                     /note="identified by match to protein family HMM PF01938;
                     match to protein family HMM PF02475; match to protein
                     family HMM PF05958; match to protein family HMM TIGR00479"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA methyltransferase, TrmA family"
                     /protein_id="AAP24366.1"
                     /db_xref="Pathema:BA_0333"
                     /translation="MSTKMTPPVEKNEFIDVVFEDLTHDGAGVAKVKGYPIFVKNGLP
                     GEEAQIKIVKVKKNFAFGRLMKLHTESPYRKDAECPVYNQCGGCQLQHLTYEGQLQAK
                     EKQVRDVMQRIGGLGDVPVHPVLGMKNPWVYRNKAQVPIGEREGGLVAGFYRQGTHDI
                     INMESCLIQAEENDTLIQEVKRICEKHGISAYNEERNKGTLRHVMARYGQVTGEIMLV
                     FITRTAELPNKKAIIEEIAAKFPEVKSIVQNVNPKRTNVIFGDKTTVLYGSEYIYDFI
                     GDIKFAISARSFYQVNPEQTKVLYDKTLEYAKLDGNETVIDAYCGIGSISLFLAQKAK
                     KVYGVEIVPEAIEDAKRNAALNNMTNAEFGVGEAEVVIPKWYKEGVIADTMVVDPPRK
                     GCDEALLNTIIDMKPKRVVYVSCNPATLARDLKVLEEGGYKTQEVQLVDMFPHTTHVE
                     CVAWLKLV"
     gene            343951..344940
                     /locus_tag="BA_0334"
                     /old_locus_tag="BA0334"
                     /db_xref="Pathema:BA_0334"
     CDS             343951..344940
                     /locus_tag="BA_0334"
                     /old_locus_tag="BA0334"
                     /note="identified by similarity to EGAD:108206; match to
                     protein family HMM PF01207"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24367.1"
                     /db_xref="Pathema:BA_0334"
                     /translation="MIDNFWRDLPRPFFVLAPMEDVTDVVFRHVVSEAGRPDVFFTEF
                     TNSDSYCHPEGMKSVRGRLIFTEDEQPMVAHIWGDNPEYFRQMSIGMAELGFKGIDIN
                     MGCPVPNVASRGKGSGLILRPDVAAELIQAAKAGGLPVSVKTRLGFKELSEWEDWLTH
                     IFKQDIANLSIHLRTREEMSQVDAHWELIPEIKKLRDRIAPNTLLTINGDIPDRKTGL
                     ELAEKYGIDGVMIGRGIFKNPFAFEKEPREHSSKEHLDLLRLQLDLQDQYAEVLPRSI
                     TGLHRFFKIYVKGFPGAAELRNQLMSTKSTDEVRALLNKFEESVNVVEGSETV"
     gene            345216..345770
                     /locus_tag="BA_0335"
                     /old_locus_tag="BA0335"
                     /db_xref="Pathema:BA_0335"
     CDS             345216..345770
                     /locus_tag="BA_0335"
                     /old_locus_tag="BA0335"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24368.1"
                     /db_xref="Pathema:BA_0335"
                     /translation="MKKKKKLSVMKFLIYMLIAIVVINWIYKTPEEKKADLEEKVASY
                     EEFESHCITYEDWNVDKGGNKNLNTLYNDPQECLEKELFIWRNDGTELTRGVAKLVFH
                     NTDYYFTEEELKDDIQTEAENKYKLLEEIQRECKSTLLGGFSYDYYTDGYDYIIEDTS
                     GEKSKMNEKIFNSLFEITKTYKNN"
     gene            346049..346561
                     /locus_tag="BA_0336"
                     /old_locus_tag="BA0336"
                     /db_xref="Pathema:BA_0336"
     CDS             346049..346561
                     /locus_tag="BA_0336"
                     /old_locus_tag="BA0336"
                     /note="identified by similarity to GP:15979249; match to
                     protein family HMM PF07308"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24369.1"
                     /db_xref="Pathema:BA_0336"
                     /translation="MSNNDILKRVRYALDIRDIDMVEIFKLGGIEVTKEDVVDMLTKI
                     KRAPQYEPENPDVEEDEYVKTCDMMMLEAFFNGFITLKRGKQDPKPGQPAPVQSKESA
                     NNLLLKKMKIALSLTSEDVLDILDSVGVKVTKGELGALLRKKGHKNYKECGDRYARNF
                     IKGLAVKYRG"
     gene            346656..347363
                     /locus_tag="BA_0337"
                     /old_locus_tag="BA0337"
                     /db_xref="Pathema:BA_0337"
     CDS             346656..347363
                     /locus_tag="BA_0337"
                     /old_locus_tag="BA0337"
                     /note="identified by similarity to OMNI:NTL01HS00093;
                     match to protein family HMM PF01863"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24370.1"
                     /db_xref="Pathema:BA_0337"
                     /translation="MIHTYLGETINFHITYKKKKSVRLFVDSYGNVEVQAPKGTPVEY
                     LIQLLEEKWDWIQTTRKEMAERARGPQEKDYDQGEGFLYLGNTYPIQISQDASIEQDN
                     AIFEGDKLHIYVKELKDEKIQQALKRFYYKQCKSLVGKSIKAHQSNFKTKPRSIRITD
                     SSRTWGTCDSNLQLTFNWKLAMAPQRVIDYVVVHEMCHMVHLNHDRSFWRLVGKIMPD
                     YKEMENWLALSSWKMTV"
     gene            complement(347563..348258)
                     /locus_tag="BA_0338"
                     /old_locus_tag="BA0338"
                     /db_xref="Pathema:BA_0338"
     CDS             complement(347563..348258)
                     /locus_tag="BA_0338"
                     /old_locus_tag="BA0338"
                     /note="identified by similarity to GP:22776251"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24371.1"
                     /db_xref="Pathema:BA_0338"
                     /translation="MTVLYEGRLKQNNERFHVTLLSLEYIEQILLLQNVVVEALEDKS
                     RLQPLSQEEFQYILEGNGMMIGAFIENELIAFRALLVPPIDDEHLGLDIGLPESELHR
                     VIYQEISNVHPNCRGNGMQKILATVIMDELQKEDSKYDYVCCTVAPFNIPSLKDKFAQ
                     GMKIAALKEKYGGSMRYVFVKELREDNERDWTDIKSIPMNNAGGQQALLSEGYRGYKM
                     EKVDEDFVVKFGR"
     gene            complement(348273..349382)
                     /locus_tag="BA_0339"
                     /old_locus_tag="BA0339"
                     /db_xref="Pathema:BA_0339"
     CDS             complement(348273..349382)
                     /locus_tag="BA_0339"
                     /old_locus_tag="BA0339"
                     /note="identified by match to protein family HMM PF01188;
                     match to protein family HMM PF02746"
                     /codon_start=1
                     /transl_table=11
                     /product="mandelate racemase/muconate lactonizing enzyme
                     family protein"
                     /protein_id="AAP24372.1"
                     /db_xref="Pathema:BA_0339"
                     /translation="MKITAIHLYAIRLPLRDPFVISYGSYSDMPSIIVKMETDEGIIG
                     YGEGVADDHVTGESWESTFHILKHTLAPALIGQNPMNIEKIHDMMDNTIYGVPTAKAA
                     IDIACFDIMGKKLNQPVYQLIGGRYHEEFPITHVLSIADPEEMAEEAASMIQKGYQSF
                     KMKVGTNVKEDVKRIEAVRERVGNDIAIRVDVNQGWKNSANTLMALRSLGHLNIDWIE
                     QPVIADDIDAMAHIRSKTDLPLMIDEGLKGSREMRQIINLDAADKVNIKLMKCGGIYP
                     AVKLAHQAEMAGIECQVGSMVESSVASSAGFHVAFSKKIITSVELTGPLKFTKDIGNL
                     HYDVPFIRLNEKPGLGIEINEDTLRELTVFQDIVR"
     gene            349475..350746
                     /locus_tag="BA_0340"
                     /old_locus_tag="BA0340"
                     /db_xref="Pathema:BA_0340"
     CDS             349475..350746
                     /locus_tag="BA_0340"
                     /old_locus_tag="BA0340"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator domain protein"
                     /protein_id="AAP24373.1"
                     /db_xref="Pathema:BA_0340"
                     /translation="MMIKIAVVGSKEFMETLLPIAHKLEEIEIDPYVYLHPAESSELL
                     KRLKPCDFIFFSGALPYYMAKEIREQLRIPSTYLQQDETTVASSILSVMYHQGIQPHK
                     ISIDLVDRSFIINVFHDIGIKESPQVFDYENMLWSKDEINRVIDFHVAKYQSGKAHLA
                     LTSIHAVYDELQKIGIPSERMIDLKQSIIHGLKDAKIKAELARSHSATVGACIISSLE
                     LRDGLLEQLDVISKELRGSFKTIDEMTFILYTTRGDIESIIKTNIINNLFASIEGMIA
                     IGFGYGKTVKEAEQNAKIAQGFAKNNPIDHCFYILTSDKELFGPFPKEQRVQSLKNDN
                     PELMKIAKETKLSPANLSKIIQFSQSHPSLKFTAADLSEYLQVTRRSTERLLKKLVDY
                     GYVHICGEEMPYQQGRPRAIYELNLPLSLSF"
     gene            complement(350735..352156)
                     /gene="nhaC1"
                     /locus_tag="BA_0341"
                     /old_locus_tag="BA0341"
                     /db_xref="Pathema:BA_0341"
     CDS             complement(350735..352156)
                     /gene="nhaC1"
                     /locus_tag="BA_0341"
                     /old_locus_tag="BA0341"
                     /note="identified by similarity to PIR:A41594; match to
                     protein family HMM PF03553; match to protein family HMM
                     PF03600; match to protein family HMM TIGR00931"
                     /codon_start=1
                     /transl_table=11
                     /product="Na+/H+ antiporter NhaC"
                     /protein_id="AAP24374.1"
                     /db_xref="Pathema:BA_0341"
                     /translation="MKKEIPFGVAMIPIIITVAVMMVTIVVLKQSPHVPLIIGTTVAS
                     IVAWRYGYKWNDIEEAMYKGIHLALPAIVIIILVGLTIGAWIGGGIVATMIYYGLNLL
                     TPSLFLVSITIICSIVALAIGSSWSTMGTIGVAGMGIGLSMGIPAPMVAGAIISGSYF
                     GDKMSPLSDTTNLAAGLTNTDLFTHIRHMLFTTIPGLIITLIVYAFLGRSFGANNIDA
                     KSIEQTLQVLQQNFVISPFLLIIPVVVMVLVAKKVPAIPAILVGIILGFLSQVFIQGG
                     SVSASVGALQAGFVIDTGNKLVDELFNRGGLDSMMNTVSMTIVAMTFGGVLEHTGILR
                     SIVNQILKLAKSAKGLIASTIASCFATNLTCSEQYISIVVPSRMYANAYTEKGLHSKN
                     LSRALEDGGTLTSVFVPWNTCGVFILATLGVGAFEYAPYAILNFIVPIISIIYGITGL
                     TITKLSDIEKAELLKKQNAQLEA"
     gene            352436..353551
                     /gene="amhX"
                     /locus_tag="BA_0342"
                     /old_locus_tag="BA0342"
                     /db_xref="Pathema:BA_0342"
     CDS             352436..353551
                     /gene="amhX"
                     /locus_tag="BA_0342"
                     /old_locus_tag="BA0342"
                     /EC_number="3.5.1.-"
                     /note="identified by similarity to SP:P54983; match to
                     protein family HMM PF01546; match to protein family HMM
                     PF07687; match to protein family HMM TIGR01891"
                     /codon_start=1
                     /transl_table=11
                     /product="amidohydrolase amhX"
                     /protein_id="AAP24375.1"
                     /db_xref="Pathema:BA_0342"
                     /translation="MKTLELQERLTEIFQHLHENPEVSWKEYETTAYITNFLKEEGIS
                     YKTFDDCPGVIAEIGNGNPVVAIRADMDALWQEVNGEFKANHSCGHDAHMTIVMGLIL
                     QLKNMRWKSGTVRFIFQPAEEKGNGALKMVEKGAVDDADFLFGVHLRPIEELSLKQAA
                     SSIRHGAAGFLEGTIHGEDAHGARPHQGINAIDVISMINIGLKNIWLRPQSSYSVKMT
                     RCQAGGDNLNIIPGNGHFSLDVRAENNTLLEELKKRIEHVIESAASMGSKTSYEWIDL
                     APGAEVSEEAERFMRKGILEVYGEDKCTGPLYTTGSDDFHYYTVKRPYLKAVMLGLGA
                     DLQPGLHHPYMKFDHSCIMDGVEILKQTVLKVLEDRG"
     gene            353703..354311
                     /locus_tag="BA_0343"
                     /old_locus_tag="BA0343"
                     /db_xref="Pathema:BA_0343"
     CDS             353703..354311
                     /locus_tag="BA_0343"
                     /old_locus_tag="BA0343"
                     /note="identified by similarity to GP:15622504"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP24376.1"
                     /db_xref="Pathema:BA_0343"
                     /translation="MNEQYYDAVLNIKTVGEQKGFNKSMHYHRYEPTPYSGLDELLNQ
                     YEIKRSDRVVDFGCGKGRLNFYMHHKCGASAVGIEMNEEFYKEALDNLDRYARKVRDS
                     KDKIRFECCLAQEYEINPCDNRFYFFNPFSVQVFMNVVNNILLSVEETGREVDIILYY
                     PSEDYIFFLENQTTFELKREVRLPGAYEKNGNERFLVYTLGL"
     gene            complement(354356..355882)
                     /gene="ahpF"
                     /locus_tag="BA_0344"
                     /old_locus_tag="BA0344"
                     /db_xref="Pathema:BA_0344"
     CDS             complement(354356..355882)
                     /gene="ahpF"
                     /locus_tag="BA_0344"
                     /old_locus_tag="BA0344"
                     /EC_number="1.8.1.-"
                     /note="identified by similarity to EGAD:30995; match to
                     protein family HMM PF00070; match to protein family HMM
                     PF01134; match to protein family HMM PF07992; match to
                     protein family HMM TIGR03140"
                     /codon_start=1
                     /transl_table=11
                     /product="alkyl hydroperoxide reductase, F subunit"
                     /protein_id="AAP24377.1"
                     /db_xref="Pathema:BA_0344"
                     /translation="MILDADIKTQLSQYLQLMENDILLKVSAGNDDVSKDMLALVDEL
                     ATMSSKITVEKVELERTPSFSVNRPGEDTGVVFAGIPLGHEFTSLVLALLQVSGRAPK
                     VEQKLIDQIKNIQGEYHFESYISLSCHNCPDVVQALNVMSVLNSGITHTMIDGAAFKE
                     EVESKDIMAVPTVFLNGESFGSGRMTLEEILAKMGNGPDASELSDKDPYDVLVVGGGP
                     AGASAAIYAARKGIRTGIVAERFGGQVMDTMGIENFISVKRTEGPKLVASLEEHVKEY
                     DIDVMNLQRAKRLEKKELIEVELENGAILKSKSVIVSTGARWRNVGVPGEAEFKNKGV
                     AYCPHCDGPLFTGKDVAVIGGGNSGIEAAIDLAGIVKHVTVLEFMPELKADAVLQERL
                     NSLPNVTVLKNVQTKEITGTDKVNGISYIDRETEEVHHVELQGVFVQIGLVPNTDWLG
                     ETVERVRGEIVTDKHGATNVPGVFAAGDCTNNPYKQIIISMGSGANAALGAFDYLIRN
                     "
     gene            complement(355897..356460)
                     /gene="ahpC"
                     /locus_tag="BA_0345"
                     /old_locus_tag="BA0345"
                     /db_xref="Pathema:BA_0345"
     CDS             complement(355897..356460)
                     /gene="ahpC"
                     /locus_tag="BA_0345"
                     /old_locus_tag="BA0345"
                     /EC_number="1.11.1.15"
                     /note="identified by similarity to EGAD:37649; match to
                     protein family HMM PF00578; match to protein family HMM
                     PF08534; match to protein family HMM TIGR03137"
                     /codon_start=1
                     /transl_table=11
                     /product="peroxiredoxin"
                     /protein_id="AAP24378.1"
                     /db_xref="Pathema:BA_0345"
                     /translation="MLLIGTEVKPFKANAYHNGEFIQVTDESLKGKWSVVCFYPADFT
                     FVCPTELEDLQNQYATLKELGVEVYSVSTDTHFTHKAWHDSSETIGKIEYIMIGDPTR
                     TITTNFNVLMEEEGLAARGTFIIDPDGVIQSMEINADGIGRDASILVNKIKAAQYVRN
                     NPGEVCPAKWQEGSATLKPSLDLVGKI"
     gene            357051..358280
                     /locus_tag="BA_0346"
                     /old_locus_tag="BA0346"
                     /db_xref="Pathema:BA_0346"
     CDS             357051..358280
                     /locus_tag="BA_0346"
                     /old_locus_tag="BA0346"
                     /note="identified by similarity to OMNI:NTL01BS01357;
                     match to protein family HMM TIGR01767"
                     /codon_start=1
                     /transl_table=11
                     /product="putative 5-methylthioribose kinase"
                     /protein_id="AAP24379.1"
                     /db_xref="Pathema:BA_0346"
                     /translation="MSKFTKYFLMEANDVIVYVKEKLCKFEHAKGLQCKEIGDGNLNY
                     VFRVWDEQKNISVIVKQAGDTARISDEFKLSTNRIRIESDVLQLEEELAPGLVPKVYL
                     FDSVMNCCVMEDLSDHTILRTALINHEIFPRLADDLTTFLVNTLLLTSDVVMNHKEKK
                     ELVKNYINPELCEITEDLVYAEPFTNHNKRNELFPLNEGWIREHIYSDKELRIEVAKL
                     KFSFMTNAQALIHGDLHTGSVFVKNDSTKVIDPEFAFYGPMGYDIGNVMANLMFAWVN
                     ADATMSAGAKKDTYMDWLQSTMVEVIDLFKKKFLDAWNIHVTEIMAKEEGFNEIYLQS
                     VLEDTAAVTGLELIRRIVGLAKVKDITCIENEEARARAERICLQVAKKFILRANQYKT
                     GTSFVETLKEQSMHYAK"
     gene            358293..359336
                     /gene="mtnA"
                     /locus_tag="BA_0347"
                     /old_locus_tag="BA0347"
                     /db_xref="Pathema:BA_0347"
     CDS             358293..359336
                     /gene="mtnA"
                     /locus_tag="BA_0347"
                     /old_locus_tag="BA0347"
                     /EC_number="5.3.1.23"
                     /note="identified by match to protein family HMM PF01008;
                     match to protein family HMM TIGR00512; match to protein
                     family HMM TIGR00524"
                     /codon_start=1
                     /transl_table=11
                     /product="S-methyl-5-thioribose-1-phosphate isomerase"
                     /protein_id="AAP24380.1"
                     /db_xref="Pathema:BA_0347"
                     /translation="MEEQLIPIQWKDDALVLLDQTLLPNEVVYESFNTAEGVWDAIQV
                     MKVRGAPAIGVSAAYGVYLGVKEFVESTEAEFIDEVKRVCAYLATSRPTAVNLFWALE
                     RMESVATDHTHLSITQLKDRLLEEAKEIHREDEEINRQIGEHALTLFHDGMGVLTHCN
                     AGALATTKYGTATAPMYLAKEKGWDLKIYSDETRPRLQGSTLTALELQRAGIDVTVIT
                     DNMAAMVMSQGKIDAVIVGCDRVAANGDVANKIGTLGVSILAKYYNIPFYVAAPTPTI
                     DLKTPTGKEIPIEERDASEVINRFGQYSAPKESKVYNPAFDVTPHENVTAIITEKGIV
                     KAPFTENLKKLFQ"
     gene            359391..360032
                     /locus_tag="BA_0348"
                     /old_locus_tag="BA0348"
                     /db_xref="Pathema:BA_0348"
     CDS             359391..360032
                     /locus_tag="BA_0348"
                     /old_locus_tag="BA0348"
                     /note="identified by match to protein family HMM PF00596"
                     /codon_start=1
                     /transl_table=11
                     /product="aldolase, class II"
                     /protein_id="AAP24381.1"
                     /db_xref="Pathema:BA_0348"
                     /translation="MLLQKEREEIVAYGKKMISSGLTKGTGGNISIFNREQGLVAISP
                     SGLDCYETKPEDVVILNLDGEVVEGERKPSSELDMHLIYYRNREDINALVHTHSPYAK
                     TIASLGWELPAVSYLIAFAGPNVRCAPYETFGTKQLAEAAFEGMIDRRAVLLANHGLI
                     AGANHIKMAFTVAEEIEFCAQIYYQTKSIGEPKLLPEDEMENLAKKFEGYGQQ"
     gene            complement(360073..361080)
                     /locus_tag="BA_0349"
                     /old_locus_tag="BA0349"
                     /db_xref="Pathema:BA_0349"
     CDS             complement(360073..361080)
                     /locus_tag="BA_0349"
                     /old_locus_tag="BA0349"
                     /note="identified by similarity to EGAD:37682; match to
                     protein family HMM PF01032"
                     /codon_start=1
                     /transl_table=11
                     /product="iron compound ABC transporter, permease protein"
                     /protein_id="AAP24382.1"
                     /db_xref="Pathema:BA_0349"
                     /translation="MIPSILRKQRLIILALLILTITTIVIGMGLGSASLSYDRLLPIL
                     MGQGTFKEEFVLYSLRLPRIIITLLAGMALALSGAILQGITRNDLAEPGILGINSGAG
                     VAVAIFFLYFPIDVGSFLYLLPVVGFIGAFLTAVLIYVFSYSKSSGLQPVRLTLTGIG
                     FAFALSGMMIVLISSADRMKVDFISKWIAGNIWGDDWIFIFAMLPWLIVLIPFVFYKA
                     NRLNILALNEPVAIGVGIEIEKERRYLLVAAVALAAAAVSVTGGISFIGLMAPHIAKS
                     LVGPRHQIFMPIALLIGGWLLLLADTIGRNIVEPNGIPAGIVVALIGAPYFMYLLLKK
                     A"
     gene            complement(361077..362093)
                     /locus_tag="BA_0350"
                     /old_locus_tag="BA0350"
                     /db_xref="Pathema:BA_0350"
     CDS             complement(361077..362093)
                     /locus_tag="BA_0350"
                     /old_locus_tag="BA0350"
                     /note="identified by similarity to EGAD:37681; match to
                     protein family HMM PF01032"
                     /codon_start=1
                     /transl_table=11
                     /product="iron compound ABC transporter, permease protein"
                     /protein_id="AAP24383.1"
                     /db_xref="Pathema:BA_0350"
                     /translation="MTKEHDNTRSIAFTYKLILSIIAFFLIFMVAMVLGAADTSIKDV
                     WLALTSSAKGDKISIIREIRLPREVAAIFVGAGLAVSGAIMQGLTRNPLAEPGLLGLS
                     GGANAALALTLAFNPSISYLYLTLACFIGAAVGAIMVFGIGMVKKGGLSPLRIVLAGA
                     AVSAFLLAISEGVGIYFKISQDVSLWTAGGVIGTTWSQLKVIIPVISISIFIAILLAK
                     KLTVLSFSEEVAIGLGQKIIVIKTILFIIIILLAGASVALVGNMAFIGLMVPHMVRPI
                     VGPDYRFVIPMSAIAGASFMLLADTIGRTINAPYETPVAAIVAIVGLPFFLFIVRKGG
                     KTFS"
     gene            complement(362166..363083)
                     /locus_tag="BA_0351"
                     /old_locus_tag="BA0351"
                     /db_xref="Pathema:BA_0351"
     CDS             complement(362166..363083)
                     /locus_tag="BA_0351"
                     /old_locus_tag="BA0351"
                     /note="identified by similarity to GP:15023677; match to
                     protein family HMM PF01497"
                     /codon_start=1
                     /transl_table=11
                     /product="iron compound ABC transporter, iron
                     compound-binding protein"
                     /protein_id="AAP24384.1"
                     /db_xref="Pathema:BA_0351"
                     /translation="MKKLFISLTVLFVLVMSACSNGSTDKKNDAKGSKSETITYQSEN
                     GKVEVPANPKRVVVLSSFAGNVMSLGVNLVGVDSWSKQNPRFDSKLKDVAEVSDENVE
                     KIAELNPDLIIGLSNIKNVDKLKKIAPTVTYTYGKVDYLTQHLEIGKLLNKEKEAKTW
                     VDDFKKRAQDAGKEIKAKIGEDATVSVVENFNKQLYVYGENWGRGTEILYQEMKLKMP
                     EKVKEKALKEGYYALSTEVLPEFAGDYLIVSKNKDTDNSFQETESYKNIPAVKNNRVY
                     EANMMEFYFNDPLTLDFQLDFFKKSFLGK"
     gene            363416..364465
                     /locus_tag="BA_0352"
                     /old_locus_tag="BA0352"
                     /db_xref="Pathema:BA_0352"
     CDS             363416..364465
                     /locus_tag="BA_0352"
                     /old_locus_tag="BA0352"
                     /note="identified by match to protein family HMM PF00070;
                     match to protein family HMM PF01134; match to protein
                     family HMM PF03486; match to protein family HMM PF07992"
                     /codon_start=1
                     /transl_table=11
                     /product="pyridine nucleotide-disulfide oxidoreductase
                     family protein"
                     /protein_id="AAP24385.1"
                     /db_xref="Pathema:BA_0352"
                     /translation="MNREELFDVTVIGGGPAGLYSAFYSGLREMKTKIIEFQPQLGGK
                     IHVYPEKMIWDIGGLLPVTGEKLIEQLVQQGLTFQPEVVLNTKIESIIRNKDGIFTLK
                     TSTGEEHFSKTVIVATGSGILNPQKLSIEGAERFEVSNLNYTVKSLKRFKNKTVIISG
                     GGNSAIDWANELEPIAKKVYLTYRKEELSGHEAQVKQLMNSSAECFFNTSITTLIAGD
                     NHEAIEYVELTNHETGEVSQLAIDEVIINHGYERDITLLENSELDVAIIDNYYIAGNA
                     NSESSVDGLYAAGDILKHEGKLHLIAGAFQDAGNAVNKAKQFIQPDASEYGMVSSHNE
                     VFKKRNRELIKQMMK"
     gene            complement(364662..365030)
                     /locus_tag="BA_0353"
                     /old_locus_tag="BA0353"
                     /db_xref="Pathema:BA_0353"
     CDS             complement(364662..365030)
                     /locus_tag="BA_0353"
                     /old_locus_tag="BA0353"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24386.1"
                     /db_xref="Pathema:BA_0353"
                     /translation="MATRHIITMLEKTLQVETENTISHLTTSLSDRILSQSAAIQENN
                     CYHTIGEWYKNHFLFQQDDFLWAKYVFYDAYCEEIKKQGHLTKRVRQILESLARMHGK
                     QYIASILNMPFPKKRAKGTA"
     gene            365212..365451
                     /locus_tag="BA_0354"
                     /old_locus_tag="BA0354"
                     /db_xref="Pathema:BA_0354"
     CDS             365212..365451
                     /locus_tag="BA_0354"
                     /old_locus_tag="BA0354"
                     /note="identified by match to protein family HMM
                     TIGR01764"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA binding domain, excisionase family"
                     /protein_id="AAP24387.1"
                     /db_xref="Pathema:BA_0354"
                     /translation="MNALYITVEEAAEYLNLPKSYIEELIQQKKIRALFDGEQYLLNK
                     EQFNTHLEQMEKYKQLVEEILNEPIPEDMDVKDED"
     gene            365687..366678
                     /locus_tag="BA_0355"
                     /old_locus_tag="BA0355"
                     /note="putative spore coat protein B, degenerate; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_0355"
     gene            366741..366848
                     /locus_tag="BA_0356"
                     /old_locus_tag="BA0356"
                     /db_xref="Pathema:BA_0356"
     CDS             366741..366848
                     /locus_tag="BA_0356"
                     /old_locus_tag="BA0356"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24388.1"
                     /db_xref="Pathema:BA_0356"
                     /translation="MKRNYLLLKQNFALIIFLKMEDWKEEIHRKEDIDE"
     gene            366841..367509
                     /locus_tag="BA_0357"
                     /old_locus_tag="BA0357"
                     /db_xref="Pathema:BA_0357"
     CDS             366841..367509
                     /locus_tag="BA_0357"
                     /old_locus_tag="BA0357"
                     /note="identified by similarity to EGAD:107744"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24389.1"
                     /db_xref="Pathema:BA_0357"
                     /translation="MNELNKSIGENIYVKLIGEKRFKGVLIDVGNDIVVLYNGQDYVY
                     ISLYHVQYYKILRTYDEEISKPDVDSVIKRESPSISLRKVLSTSKGIFTEIYVAGNAP
                     IHGYVTSIMNDYIVFYSPVYKTVYISLKHLKWLIPYKENQVPYALNKNELPVNPLNIT
                     LARTFEEQLIKMSGKIMVFDLGEESNKIGKMAKIDEGHIEILKARDAKMYVNIQHVKS
                     VHCP"
     gene            367746..369011
                     /locus_tag="BA_0358"
                     /old_locus_tag="BA0358"
                     /db_xref="Pathema:BA_0358"
     CDS             367746..369011
                     /locus_tag="BA_0358"
                     /old_locus_tag="BA0358"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24390.1"
                     /db_xref="Pathema:BA_0358"
                     /translation="MEQFPNSLSITLLGSAGGAAKAVLAILNQAIVNEKDPIYEVIKS
                     VTFHLVDIKQKDRTYYDELFPNLKDQLFLSEIDLQDVVTFKKHLKESSTSVVIDVSGA
                     DTIRVLSCCNELGICYINSALENEAVDQDDSLIGFQLTERYTRFEKEKEKFTNTKAII
                     GSGMNPGVVQWMVVELMKERPNEKPRACYIVEHDTSFLNDTALIKPHTLYASWAVERF
                     LDEAIWSYPMYMSHHRPLYFYEDVYASEYKVKLGEKEFYGCLMPHEEVLILGKNFNME
                     VGFLYRINEYTTNIIRQNLNKVEDLWNWNRKVFNPAEEEIAGEDLVGVLLVYENSEAY
                     MYNVMNSSQVFHKYKTNATYFQVGCGIYAGLCSLLFDEFKQGAYYVEELLLNTESKYG
                     EYLNLYMKDFVVGENDFTDGLLHDRVRWI"
     gene            369284..369665
                     /locus_tag="BA_0359"
                     /old_locus_tag="BA0359"
                     /note="sensor histidine kinase domain protein, degenerate;
                     an automated process has identified a potential problem
                     with this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_0359"
     gene            369889..370269
                     /locus_tag="BA_0360"
                     /old_locus_tag="BA0360"
                     /db_xref="Pathema:BA_0360"
     CDS             369889..370269
                     /locus_tag="BA_0360"
                     /old_locus_tag="BA0360"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24391.1"
                     /db_xref="Pathema:BA_0360"
                     /translation="MELTLNSTVCLHTIQFRKEQKNYIVKDTITGEKYEMPPLWIDAL
                     AMMRDGFLLGEIEEKLKEEYPAEEINMLAFTRQLLELELVEMVDGEEIACTKKKEKDY
                     LAWVRPRVEQFFLSLNKKYRSKGQ"
     gene            complement(370298..370930)
                     /locus_tag="BA_0361"
                     /old_locus_tag="BA0361"
                     /db_xref="Pathema:BA_0361"
     CDS             complement(370298..370930)
                     /locus_tag="BA_0361"
                     /old_locus_tag="BA0361"
                     /note="identified by similarity to EGAD:106397; match to
                     protein family HMM PF04199"
                     /codon_start=1
                     /transl_table=11
                     /product="putative cyclase"
                     /protein_id="AAP24392.1"
                     /db_xref="Pathema:BA_0361"
                     /translation="MKVIDLSQTFENNMSQFPGTPKINLEAITSVEETGYQVTDFHSV
                     VHVGTHCDAPAHFISGATTIDQLPLDQFVGEAVLIDVTHVQERKLRKEVLHNADIKEG
                     DIVIFHSNLSTKWNTEAYEQEAFYLSEELAEELVQLKVKSVGLDFISPDEVTTETSPI
                     HHILLGNNIYLIENLTNLDAIKTKRFFFSAAPLKIKDSDGAFARAFAVIF"
     gene            371279..372388
                     /locus_tag="BA_0362"
                     /old_locus_tag="BA0362"
                     /db_xref="Pathema:BA_0362"
     CDS             371279..372388
                     /locus_tag="BA_0362"
                     /old_locus_tag="BA0362"
                     /note="identified by similarity to OMNI:NTL03CP1550"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24393.1"
                     /db_xref="Pathema:BA_0362"
                     /translation="MTGNVLNYFAGGNTARGFHNLYEENLKGLNRLFILKGGPGTGKS
                     SLIKAIGRDWVEKGYDIEFLHCSSDNKSVDGVIIPKLKVGIVDGTSPHVIEPKMPGVV
                     EEYINLGGAWDSDKLREQKVEIERFVSEASKAFQAAYARFNEALIIHDEWEKIYIDNI
                     DFNKANELTDQLIQKLFADKGGKQSLVKHRFLGAATPKGAVDFVPNLTEGLLHRYFIK
                     GRPGSGKSTMLKKLAKAAEEKGFEVEVYHCGFDPNSLDMVIVRELGFAIFDSTAPHEY
                     FPSREGDEIIDMYALIVTPGTDEKYAEEIRHVSIQYKTKMNEAMSFLAKAKSVRDKLE
                     RIYIAAMDFSKVDAYKEEIQKEFERIAISVTEKNK"
     gene            372511..373293
                     /locus_tag="BA_0363"
                     /old_locus_tag="BA0363"
                     /db_xref="Pathema:BA_0363"
     CDS             372511..373293
                     /locus_tag="BA_0363"
                     /old_locus_tag="BA0363"
                     /note="identified by similarity to EGAD:108881"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24394.1"
                     /db_xref="Pathema:BA_0363"
                     /translation="MREKIKLELERIEKEKDVKILFAVESGSRAWGFPSKDSDYDVRF
                     VYMHPVEWYLSIHDKRDVIEYPISDDLDISGWDIKKALQLFAKSNPALLEWIRSPIFY
                     SKNSNFPEQLQQMSEKNFDPKATIYHYLHMASKNYREFLQGENVKLKKYFYVLRPILA
                     CKWLEEKTTLPPVEFDRLITELLLERSVLDEIEQLLIKKKAGTELDVGLKIEVLNQFL
                     EEQIHYYQQYVKGIEKGSGIDIESLNTLFRDMLFEVYKKEHE"
     gene            complement(373308..374609)
                     /locus_tag="BA_0364"
                     /old_locus_tag="BA0364"
                     /db_xref="Pathema:BA_0364"
     CDS             complement(373308..374609)
                     /locus_tag="BA_0364"
                     /old_locus_tag="BA0364"
                     /note="identified by match to protein family HMM PF00083;
                     match to protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative benzoate transport protein"
                     /protein_id="AAP24395.1"
                     /db_xref="Pathema:BA_0364"
                     /translation="MQPSAPPHLESTKTIFSNSITKLVVFICWLAILADGYDLGIYGA
                     VLPKLLEDNSWALSPAHAGTIASYALFGMFIGAILVGTITDLIGRKWTLICCLALFSI
                     TMGLAALAPSPELFGLWRFIGGIGLGGVIPTASALTVEYSPKKRQSFIYALMFTGYPL
                     GIVLGAILSMFMLEDFGWRIMFGIGMIPLLLIPFIIRYLPESIQFLLSRNRQEEVDKI
                     LNRFQIEFYAKDETHQAPSNIRKKNGFLTLFSKEYIKATLLFWITYIMGMFLIYGLNT
                     WLPQMMRQAGYPLGSSLSFLLMLNITAAIGALFAGAIADRIGAKIVISISYLMAAICI
                     GLLTIKPSVSIIYLLIGLAGIGSVGITQILNAYVTQYFPSHIRATSLGWGLGLGRVGA
                     IAGPILVGIIMTMQYDLAWNFYLFSFAGLLAAISVFFIPTK"
     gene            complement(374753..376279)
                     /locus_tag="BA_0365"
                     /old_locus_tag="BA0365"
                     /db_xref="Pathema:BA_0365"
     CDS             complement(374753..376279)
                     /locus_tag="BA_0365"
                     /old_locus_tag="BA0365"
                     /note="identified by match to protein family HMM PF00355;
                     match to protein family HMM PF01266"
                     /codon_start=1
                     /transl_table=11
                     /product="putative Rieske 2Fe-2S iron-sulfur protein"
                     /protein_id="AAP24396.1"
                     /db_xref="Pathema:BA_0365"
                     /translation="MTSDTFPQFPSSYWIESTQIPTFPPLSENIKTKVAIIGAGITGI
                     TTAYLLAKEGIDVVLIDSGLILNGTTGHTTAKITAQHDLIYDELINHFGMEKAGLYYE
                     ANNHALQFINKTVQTYKIDCNFLNEDSYLYTTTDNGLRTLSKEYEAYQKLNIPCDFVQ
                     SLSIPIPVQSALVMKNQAQFHPLLYLKTLLEKFVEMGGKVYEQTTAIDVEKGDYPQVI
                     TKGGHRITCEYVVSCSHFPFYDATSFFFTRMYAERSYALAIKAKTDYPGGMYLSIDDP
                     KRSLRYTTNNGEKLILIGGESHKTGQGINTMLHYEALYSFAEATFGVDEVPYRWSAQD
                     LITLDKVPYIGHINESNPNIFVATGYRKWGMTTGTAAAHLLKDSILKVHSPYKELYTP
                     SRFHANPDIKTFLSQNIDVAKHLIEGKIETALRKPEDLEVGEGSVVHVNGKRAGAYKD
                     KEGKLHIVDTTCTHLGCEVEWNNGDCTWDCPCHGSRFSIEGDVIEGPADQPLKRVDNE
                     "
     gene            376862..377947
                     /locus_tag="BA_0366"
                     /old_locus_tag="BA0366"
                     /db_xref="Pathema:BA_0366"
     CDS             376862..377947
                     /locus_tag="BA_0366"
                     /old_locus_tag="BA0366"
                     /note="identified by match to protein family HMM PF00487"
                     /codon_start=1
                     /transl_table=11
                     /product="stearoyl-CoA 9-desaturase"
                     /protein_id="AAP24397.1"
                     /db_xref="Pathema:BA_0366"
                     /translation="MKELHTFGWYAARVSPHLPKKAFKPVPTRLFGGLAYLLVALAGL
                     ISIGVFELNVWANLGIAIVLGLCFASLGFLGHEILHGTVVRKAWLRDFLGAIAFMPLS
                     TGPKLWRKWHNATHHVHTQHEENDPDAWPTLEKLKKSKFLSWVYRMPLHVRSFFSFLS
                     LTIQFTLHSTRMFFHFIKEFKSSNQKSVWLQLLLPWTVWISLLFIMGPGKWLFAYVIP
                     LLIANFIVMAYIATNHRLNPIVPVNDPLANCLSVTVPRWVDVLHFNFSYHTEHHLFPA
                     MSSKYYPLVKEKIKEMWPERYHEMPMTKALAALWNTPRVYYQGSELVDPHREHFYGSL
                     GNGLDPHNISYREEHIEEEESIKKVNQ"
     gene            complement(378000..379581)
                     /locus_tag="BA_0367"
                     /old_locus_tag="BA0367"
                     /note="putative amino acid ABC transporter, amino
                     acid-binding protein, authentic frameshift; an automated
                     process has identified a potential problem with this gene
                     model; it may contain one or more premature stops and/or
                     frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_0367"
     gene            complement(379703..380425)
                     /locus_tag="BA_0368"
                     /old_locus_tag="BA0368"
                     /db_xref="Pathema:BA_0368"
     CDS             complement(379703..380425)
                     /locus_tag="BA_0368"
                     /old_locus_tag="BA0368"
                     /note="identified by similarity to SP:P27675; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="amino acid ABC transporter, ATP-binding protein"
                     /protein_id="AAP24398.1"
                     /db_xref="Pathema:BA_0368"
                     /translation="MIQVRNLVKSFGSLDVLKGIDLEVNEKEVVVLIGASGSGKSTLL
                     RCLNFLEMYDEGEIHLQGERIDPKHSNLNKVRENVGMVFQHFNLFPHMTSLENIIEAP
                     IHVKKLETANAKEIGNQLLQKVGLQDKADVTPHLLSGGQKQRIAIARALAMNPKIMLF
                     DEPTSALDPELVGEVLQVMKELAEEGMTMVIVTHEMNFARDVADRVIFMDDGKIVEDA
                     PPAQFFSTPSHERAKQFLRNVL"
     gene            complement(380595..382319)
                     /locus_tag="BA_0369"
                     /old_locus_tag="BA0369"
                     /db_xref="Pathema:BA_0369"
     CDS             complement(380595..382319)
                     /locus_tag="BA_0369"
                     /old_locus_tag="BA0369"
                     /note="identified by similarity to GP:16410112; match to
                     protein family HMM PF00015; match to protein family HMM
                     PF00672"
                     /codon_start=1
                     /transl_table=11
                     /product="methyl-accepting chemotaxis protein"
                     /protein_id="AAP24399.1"
                     /db_xref="Pathema:BA_0369"
                     /translation="MLKILYLLNVINRLILLIAVPIISILIISVVNYMNLQQMHKQLQ
                     TVYVDRLQPIKWLGSIESSLYQEFSYVKELIITEDENRRTTILNKLNDTNKETEKLQA
                     QYENTYITGEEKKLLSQYKEKLENYKKHRAQMLDFIKENKLNQAYSFYLTTVEHNLSA
                     TVGALKNLSDYNEKLAEGLYNDSEHSYKQVISITIILFITCLVLCILISLFTAKSIIN
                     PINSLRSIMNTAGKGDLTIAVPKQYHHEFGHMFNSFDQMISNLQQIIKNVIQTSVQVK
                     SSTNHIVETATVSSSTMDNIANTMKQLSHHINDQSANIKDSSTAMDEIANGVQSIAES
                     STTISNLAISTSDKANVGTEIIENSISQMTTIHTVMDEIYKVVDQLVIRTQDIDKALQ
                     TITYISEQTNLLSLNAAIESARAGEHGKGFAVVSEEVRKLAEQSKQAATDITKLNLLV
                     QNDTKDVVNVMGKGQQEIQEGIHAVQNAKLAFHNIVNHINEVTDQIQDITASAEEMSA
                     SSEEINSALINISSISQNIVSETNHTSQSSQAQSVSIQDITNMSLQMQKLVDELEKSA
                     TQFKIKNL"
     gene            382527..383819
                     /locus_tag="BA_0370"
                     /old_locus_tag="BA0370"
                     /db_xref="Pathema:BA_0370"
     CDS             382527..383819
                     /locus_tag="BA_0370"
                     /old_locus_tag="BA0370"
                     /note="identified by similarity to EGAD:45917; match to
                     protein family HMM PF00015; match to protein family HMM
                     PF00672"
                     /codon_start=1
                     /transl_table=11
                     /product="methyl-accepting chemotaxis protein"
                     /protein_id="AAP24400.1"
                     /db_xref="Pathema:BA_0370"
                     /translation="MEKERKAFSFGLRTQLMLFTTVLALITYSTSIFFIYVIYDYFQS
                     YVSQTAYNIIVMLLGVVWSGILAYGAAVFLIKPLRKLEEAARKAAEGDIREDVPLPKT
                     DDEIKSLSVAFNMMLGNLRGMVKNIDTTFSYTYNQVQQIRKQTGEATKQAQGVSETLA
                     EISSGAEQSAASIQAIVSAVDTTTSIASEVEEKAKQSDELSSEMVQALGHSTRVFTSL
                     IQGIQTLAKENEDSMQNVQKLEERMKQVEHIVSVVSEIASQTNLLALNASIEAARAGE
                     HGRGFAVVAEEVRKLADESDHSARNISQLLRNMQEEVQQVAMKMTEQVKIAKEEARRG
                     EATELILKEMSSSVMEVADATKQISSYMNEQVSHIHQTGAQTKAVAAIAEETSAGSQE
                     VACVTVQQSKNMVVIDQLLKDLEKQAADLKQTIERFSM"
     gene            384056..385720
                     /locus_tag="BA_0371"
                     /old_locus_tag="BA0371"
                     /db_xref="Pathema:BA_0371"
     CDS             384056..385720
                     /locus_tag="BA_0371"
                     /old_locus_tag="BA0371"
                     /note="identified by similarity to SP:P21332; match to
                     protein family HMM PF00128"
                     /codon_start=1
                     /transl_table=11
                     /product="glycosyl hydrolase family protein"
                     /protein_id="AAP24401.1"
                     /db_xref="Pathema:BA_0371"
                     /translation="MNKTWWKEAVAYQIYPRSFMDSNGDGIGDLQGIIAKLDYLKDLG
                     IDVIWICPMYKSPNDDNGYDISDYQDIMDEFGTMEDFDALLDEVHKRDMKLIIDLVIN
                     HTSDEHPWFIESRSSKDNPKRDWYIWHDGKDGAEPNNWESIFNGSAWEYDEVTGQYYL
                     HLFSRKQPDLNWENKEVREVLYDTVNWWLDKGIDGFRVDAISHIKKEDGFKDMPNPKG
                     LKYVPSFDKHMNVDGIQPLLEELKENTFSKYDIMTVGEANGVKIEDAELWVGEEQGKF
                     NMVFQFEHLSLWDAEKKKDLDVVGLKKVLTKWQKGLENKGWNALYIENHDKPRIVSTW
                     GDDKQYWRESATALGAMYFFMHGTPFIYQGQEIGMTNVQFPNIEDYDDVAIKNLYREK
                     IAEGVSHQDMMEIIWASCRDNSRTPMHWDDEINAGFTTGTPWFGMNQNYKEINVAKQK
                     NEENSIFNFYKKMIALKKEHDVLNYGTYDLLLEDDPQIYAYTRTLNDEKIVVISNISK
                     EEAVYNEDLFALERKRLLLNNYEVAEHEQLTTITLKPYETRVYRIS"
     gene            385893..387530
                     /locus_tag="BA_0372"
                     /old_locus_tag="BA0372"
                     /db_xref="Pathema:BA_0372"
     CDS             385893..387530
                     /locus_tag="BA_0372"
                     /old_locus_tag="BA0372"
                     /note="identified by match to protein family HMM PF00367;
                     match to protein family HMM PF02378; match to protein
                     family HMM TIGR00826; match to protein family HMM
                     TIGR02003"
                     /codon_start=1
                     /transl_table=11
                     /product="PTS system, IIBC component"
                     /protein_id="AAP24402.1"
                     /db_xref="Pathema:BA_0372"
                     /translation="MKITSFDFWQKFGKALLVVVAVMPAVGLMISIGKLIGMSAGDIN
                     AVHTIARVMEDIGWAIITNLHILFAVAIGGSWAKDRAGGAFAALLAFVLTNRITGAIF
                     GVNAEMLADSKAKVSSVLAGDLIVKDYFTSVLGAPALNMGVFVGIITGFLGATLYNKY
                     YNYNKLPQALAFFNGKRFVPFVVIVWSTVTAIVLSLLWPFIQSGLNEFGRWIAASKDS
                     APVVAPFVYGTLERLLLPFGLHHMLTIPMNYTELGGTYTMLTGSKIGQVVAGQDPLWL
                     AWITDLNNLLANGDTKAYNDLLNNVVPARFKAGQVIGSTAALMGIAFAMFRNVDKEKR
                     AKYKPMFLSAALAVFLTGVTEPIEFMFMFIAPVLYVVYAITTGLAFALADLINLRVHA
                     FGFIELITRTPMMVNAGLTRDLINFVIVSLVFFGLNFTLFNFLIKKFNLPTPGRAGNY
                     IDNEDEASEGTGNVQEGSLATKVIDLLGGKENIADVDACMTRLRVTVKDLDVVAPEAQ
                     WKQNGALGLIVKDKGVQAVYGPKADVLKSDIQDMLGA"
     gene            387535..388326
                     /locus_tag="BA_0373"
                     /old_locus_tag="BA0373"
                     /db_xref="Pathema:BA_0373"
     CDS             387535..388326
                     /locus_tag="BA_0373"
                     /old_locus_tag="BA0373"
                     /note="identified by similarity to OMNI:NTL02SP0669; match
                     to protein family HMM PF03372"
                     /codon_start=1
                     /transl_table=11
                     /product="endonuclease/exonuclease/phosphatase family
                     protein"
                     /protein_id="AAP24403.1"
                     /db_xref="Pathema:BA_0373"
                     /translation="MKLLTLNCHSWQEENQIEKIKYLAKVIQEEEYDVVALQEVSQSI
                     GAKNVCGNKKEDNFGLLLLEELKALHVKDYNITWDFSHIGYDVYEEGLAIITKHNVVK
                     EDTFFISENKDTTYWKTRKIVSATIAYNGKNITFYSCHLGWWNDEEELFKGQVNRLME
                     RVDSNELSFLMGDFNNNARLQGEGYEYMMQEGLYDTYELAIEKDEGTTVQGEIAGWDE
                     NKHNLRIDLILCNRSEKIRSSKVVFNGTNRKIISDHFGVEVQVDI"
     gene            388632..391457
                     /locus_tag="BA_0374"
                     /old_locus_tag="BA0374"
                     /db_xref="Pathema:BA_0374"
     CDS             388632..391457
                     /locus_tag="BA_0374"
                     /old_locus_tag="BA0374"
                     /note="identified by similarity to GP:16413093; match to
                     protein family HMM PF01061; match to protein family HMM
                     TIGR03061; match to protein family HMM TIGR03062"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP24404.1"
                     /db_xref="Pathema:BA_0374"
                     /translation="MKQIWRIYKTDLRNVAKHWAAIVIVVGLMILPSLYAWFNIKASW
                     DPYGNTKEVPIAVSNQDAGSNLRGKDINIGNEIVDSLKKNKNLGWKFVDEKQAIYGVE
                     RGDYYASITIPKDFSEKIATVLDENPQKPELDYYVNEKVNAIAPKITAKGASGITEEI
                     SKNFVKTANGEIFKIFNDLGIDLETNLPSIEKVKDLVFKLEAQFPEMNTLMDKALDDA
                     TRAEDLVKVAQKELPVVESVINDGQEALTNLDKFFANNDQTLQNAPGTIRNHLTAAKN
                     VMDKANAFTDFLMHPGIDFSGMKGLPEFPARPDLSKLNDEGYKNIARNINQTVNNVLN
                     SARAGTTYGKSVVNGLQNGQFDPEKAKQDLNAVSENLQGRTDSIAYLINVFTELQKSA
                     TTDFGQSFFQGRVDRLTKLKSGMENANNGIKDIVNVIGTGQEVKKDVTDVANQKLDAA
                     NGLIDQAEKDYNETFVADYKKAVSTVDQAKADANEAYDSVKNEYDKFKNGVEDAKANI
                     SNKGVTDLEWAKVSLNDLNGQLQATNNLIGDAIPVLESTNKVLADVNSGKNLNGGIAK
                     LNKIQNSVQKGIDATNKATTLINNGQKPTKEVVESINEATQNASAQLGDFLATYDSEI
                     VPNFNTAIERTKRMSKNTSQILKEADKKLPDVKKLLEDSSKGLVDGRKKLADIKAEMP
                     ATEKKIKELADKIRDFESEEDLKDIIRLLKNDVEKQSDYFANPVNLKENKLFAMPNYG
                     SAMSPFYTVLALWVGALLMVSLLTVEVHEEGANYKSHEIYFGRLLTFLTMGLSQAFIV
                     SMGDIFLLGTYVVDKFWFVLFSLFIGGVFVCIVYSLVSIFGNVGKSMAIILLVLQVAG
                     SGGTFPIQMTPAFFQAIYPFLPFTYAISAIRETVGGMLWDIVTRDLLVLSAFVVVMIV
                     AALLLKTPINKSSEKFVENAKGSKIIH"
     gene            complement(391498..393687)
                     /gene="topB1"
                     /locus_tag="BA_0375"
                     /old_locus_tag="BA0375"
                     /db_xref="Pathema:BA_0375"
     CDS             complement(391498..393687)
                     /gene="topB1"
                     /locus_tag="BA_0375"
                     /old_locus_tag="BA0375"
                     /EC_number="5.99.1.2"
                     /note="identified by similarity to EGAD:107325; match to
                     protein family HMM PF01131; match to protein family HMM
                     PF01751; match to protein family HMM TIGR01056"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA topoisomerase III"
                     /protein_id="AAP24405.1"
                     /db_xref="Pathema:BA_0375"
                     /translation="MAKSVVIAEKPSVARDIARVLKCDKKGNGYLEGSKYIVTWALGH
                     LVTLADPESYDVKYKKWNLEDLPMLPERLKLTVIKQTGKQFNAVKSQLLRKDVNEIIV
                     ATDAGREGELVARWIIDKVRINKPIKRLWISSVTDKAIKDGFANLKPGKAYDNLYASA
                     VARSEADWYIGLNATRALTTRFNAQLNCGRVQTPTVAMIANREDEIKNFKAQTYYGIE
                     AQTTNQLKLTWQDANGNSRSFNKEKIDGIVKGLDKHNATVLEIDKKQKKSFSPGLYDL
                     TELQRDANKKFGYSAKETLNIMQKLYEQHKVLTYPRTDSRYISSDIVGTLPERLKACG
                     VGEYRPLAHKVLQKPIKANKSFVDDSKVSDHHAIIPTEGYVNFSAFTDKERKIYDLVV
                     KRFLAVLFPAFEYEQLTLRTKVGNETFIARGKTILHAGWKEVYENRFEDDDVTDDVKE
                     QLLPRIEKGDTLTVKLIMQTSGQTKAPARFNEATLLSAMENPTKYMDTQNKQLADTLK
                     STGGLGTVATRADIIDKLFNSFLIEKRGKDIHITSKGRQLLDLVPEELKSPTLTGEWE
                     QKLEAIAKGKLKKEVFISEMKNYTKEIVSEIKSSDKKYKHDNISTKSCPDCGKPMLEV
                     NGKKGKMLVCQDRECGHRKNVSRTTNARCPQCKKKLELRGEGAGQIFACKCGYREKLS
                     TFQERRKKESGNKADKRDVQKYMKQQKKEEEPLNNPFAEALKKLKFD"
     gene            394096..394902
                     /gene="thiM"
                     /locus_tag="BA_0376"
                     /old_locus_tag="BA0376"
                     /db_xref="Pathema:BA_0376"
     CDS             394096..394902
                     /gene="thiM"
                     /locus_tag="BA_0376"
                     /old_locus_tag="BA0376"
                     /EC_number="2.7.1.50"
                     /note="identified by similarity to SP:P39593; match to
                     protein family HMM PF02110; match to protein family HMM
                     TIGR00694"
                     /codon_start=1
                     /transl_table=11
                     /product="hydroxyethylthiazole kinase"
                     /protein_id="AAP24406.1"
                     /db_xref="Pathema:BA_0376"
                     /translation="MNTKEISKVVDLVRESNPLVHNITNVVVTNFTANGLLALGASPV
                     MAYAKEEVAEMASIAGALVLNMGTLRPDEVEAMLLAGKSANRNDVPVLFDPVGAGATS
                     YRTEVARHIPAEIELAIIRGNAAEIANVINEKWEIKGVDAGAGNGNVVSIAKQAADEL
                     NTVAVITGKEDVVTDGERTIVIRNGHSILTKITGTGCLLTSVIGAFVAVEKDYVKAAV
                     AALTFYGVAAELAAAKTVEKGPGSFQIEFLNQLANTTSGDIEKYGKIEVI"
     gene            394919..395578
                     /gene="thiE"
                     /locus_tag="BA_0377"
                     /old_locus_tag="BA0377"
                     /db_xref="Pathema:BA_0377"
     CDS             394919..395578
                     /gene="thiE"
                     /locus_tag="BA_0377"
                     /old_locus_tag="BA0377"
                     /EC_number="2.5.1.3"
                     /note="identified by similarity to SP:P39594; match to
                     protein family HMM PF02581; match to protein family HMM
                     TIGR00693"
                     /codon_start=1
                     /transl_table=11
                     /product="thiamine-phosphate diphosphorylase"
                     /protein_id="AAP24407.1"
                     /db_xref="Pathema:BA_0377"
                     /translation="MSRISKAEMSKLLSVYFIMGSNNCTKDPLQVLREALEGFITIFQ
                     FREKGEGALTGEERICFAKELQAICKEYGVPFIVNDDVELALELDADGVHVGQDDEGI
                     TSVREKMGDKIVGVSTHTIEEARWVIENGADYLGVGPIFPTSTKKDTKAVQGTKGLAH
                     FREQGITIPIVGIGGISIENTASVIEAGADGVSVISAISLAESAYESTKKLVEEVSRS
                     L"
     gene            complement(395694..397007)
                     /locus_tag="BA_0378"
                     /old_locus_tag="BA0378"
                     /db_xref="Pathema:BA_0378"
     CDS             complement(395694..397007)
                     /locus_tag="BA_0378"
                     /old_locus_tag="BA0378"
                     /note="identified by similarity to EGAD:17560; match to
                     protein family HMM PF03605; match to protein family HMM
                     TIGR00770"
                     /codon_start=1
                     /transl_table=11
                     /product="anaerobic C4-dicarboxylate membrane transporter"
                     /protein_id="AAP24408.1"
                     /db_xref="Pathema:BA_0378"
                     /translation="MFWLQFLTLLLCIFIGARLGGVGLGVMGGVGMAILVFVFHLQPT
                     APPIDVMLMILAVITAAGALQAAGGMDYLVHLAEKALRKNPKRITFFAPIVTYLFTLC
                     AGTGHVAYSVLPVIAEVSRESGIRPERPMSIAVIASQQAITASPISAATVALLAMLAD
                     YKITLLDILKVSIPSTFIACMIAAFVASKMGKELNEDPEYLKRLKEGMIPKIEEKKEF
                     VGVKGAKLSVILFLVGTFLVVLLGSFEALRPGWIVDGKLARLSMPNTIEMVMLTIAAL
                     IIIFCKPNVESIVSGNVFKAGATAVVAIFGIAWMGDTFFNGNLNMIQGSIQHLVTSAP
                     WLFAIALFILSILLYSQAATVRALMPLGLSLGIPPALLIAMFPAVNGYFFIPNYGTIV
                     AAINFDRTGTTGIGKYVLNHSFMIPGLIATFTSIGIGMLLISIMF"
     gene            397518..399257
                     /locus_tag="BA_0379"
                     /old_locus_tag="BA0379"
                     /db_xref="Pathema:BA_0379"
     CDS             397518..399257
                     /locus_tag="BA_0379"
                     /old_locus_tag="BA0379"
                     /note="identified by match to protein family HMM PF00015;
                     match to protein family HMM PF00672"
                     /codon_start=1
                     /transl_table=11
                     /product="methyl-accepting chemotaxis protein"
                     /protein_id="AAP24409.1"
                     /db_xref="Pathema:BA_0379"
                     /translation="MKKYWHKLSFLQKNVLLTVLVILTLVGTMGALSFNMFQNSMMSI
                     FERHSFETGDTVLHKLDEEIVRDVTKDPVAQREKREKLTEKLDEATEELNSVGQTYIV
                     GAKKNEKGELLIVDLSTDLANVVEVRPGEYYKQLDLWMEAYDKVMSTKKANMTVVYED
                     LLGTWVTILEPIKDGEGNIVAIVAADVDASIVPSTKEKFIIQGLMFICISVLIATVIQ
                     FLIVRNALAPLRDLREGLRRVGEGDLNIKLEERSDDIGIINSYFNNTIEKFKGIIDKV
                     KQTAEQVSSSSQELSVSTKENSMAVQEIVSSMVELRAGAQLQETSVPQYLGIVYEVED
                     KMEEITNAAKQMEKVSEGIEHHSVKGNGVTKQAINQMNIIQNAVQDLSSIIYSLEVRS
                     KEISDIVTVITSISNQTNSLALHATIEASRAEETGEGFAVVADEVRKLAEQMEASAKD
                     IANLIRETQAGTEEAVVSIRKASKEVESGMKLVEMNGAFFEEISKSAQSVTNQVRVVS
                     SNSSDILQNSQNIVRVVNELSLIANTYTNSSSNVEESMKEQEMSVQDIAELASSLSWL
                     SQELQELIGEFKS"
     gene            399521..399841
                     /locus_tag="BA_0380"
                     /old_locus_tag="BA0380"
                     /db_xref="Pathema:BA_0380"
     CDS             399521..399841
                     /locus_tag="BA_0380"
                     /old_locus_tag="BA0380"
                     /note="identified by similarity to GP:15024336; match to
                     protein family HMM PF01910"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24410.1"
                     /db_xref="Pathema:BA_0380"
                     /translation="MSQQVTMSFSVVPQAKTKDVYSVVDKAIEVVQQSGVRYEVGAME
                     TTLEGELDVLLDVVKRAQQACVDAGAEEVITSIKIHYRPSTGVTIDEKVWKYRDEYAK
                     PEAI"
     gene            399813..400586
                     /locus_tag="BA_0381"
                     /old_locus_tag="BA0381"
                     /db_xref="Pathema:BA_0381"
     CDS             399813..400586
                     /locus_tag="BA_0381"
                     /old_locus_tag="BA0381"
                     /note="identified by similarity to GP:15024337; match to
                     protein family HMM PF00528"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter, permease protein"
                     /protein_id="AAP24411.1"
                     /db_xref="Pathema:BA_0381"
                     /translation="MNMQNQKQSKIITTIWLILLIAIWEGSVSLFKIEPWILPKPSAI
                     VQELIGMKDLLLPNTMQTLQEVIIGLFFAILIGTSIAILMDVIPLFRILINPLLVISQ
                     TIPIVVLAPLFIIWFGYGMLPKVMVVILVCFFPIALSILEGFQTVDKNMLKLLQTMKA
                     TKWQVYQKVKFPAVLPYFFSGLKIAVTYSVMGAIIGEWLGASEGLGVMLTRATKSFLT
                     ARVFGVAAIIVMVTLCLYFIVEFMARITAPWIYRKDGRK"
     gene            400583..401581
                     /locus_tag="BA_0382"
                     /old_locus_tag="BA0382"
                     /db_xref="Pathema:BA_0382"
     CDS             400583..401581
                     /locus_tag="BA_0382"
                     /old_locus_tag="BA0382"
                     /note="identified by similarity to GP:15024338; match to
                     protein family HMM PF09084"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter, substrate-binding
                     protein"
                     /protein_id="AAP24412.1"
                     /db_xref="Pathema:BA_0382"
                     /translation="MKKGLKVMLAALLAVGVAGCNPAKKEESASKDQKVKVVLDWFPN
                     TNHTGLYVAQAKDYYKKQGLDVEIIQPGDNVTAEQMIASGKADFAISAQENVTLARVE
                     GIPVVSVGAIIQHNTSAFASLKKDNMTSPKDFEGKRYGGWGGPAEEATLKTIMDKHQA
                     DFNKVEKIILGQTDFFKSIGRDADFEWIYYGWDGIEAKRQGKELNTIMVKDLDPALDF
                     YSPVMITSEKHTKQDKDFVKKFMSATTEGYNFAIKEPKEAADILIKAVPDVNKDLVQE
                     SQKWLSTKYQDDAKAWGVQKEEVWTNYMNFLYDNKVIKKKIDVKDAFTNEFLPSEK"
     gene            401578..402327
                     /locus_tag="BA_0383"
                     /old_locus_tag="BA0383"
                     /db_xref="Pathema:BA_0383"
     CDS             401578..402327
                     /locus_tag="BA_0383"
                     /old_locus_tag="BA0383"
                     /note="identified by similarity to GP:15024339; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP24413.1"
                     /db_xref="Pathema:BA_0383"
                     /translation="MRGLQIKDIVKSFDGNNVLANISASIREGEFVSFVGPSGCGKST
                     LLNMIANVENPTSGSVTYNDKHIQEQDVVSYMPQQDLLLPWRSALQNIVLPLEIEGKP
                     KKQRLTEGMEALKQFELDEYADHYPDELSGGMRQRISFLRTYLCEKPIMLLDEPFGKL
                     DAFTKMEVHSWLLNSWHQEKQTIVMVTHDLDEAILLSDRVFILSQRPASIVGEVQVKL
                     PRPRTMDMLTSIELKKDKEEILRVLAPYMKK"
     gene            402619..404163
                     /locus_tag="BA_0384"
                     /old_locus_tag="BA0384"
                     /db_xref="Pathema:BA_0384"
     CDS             402619..404163
                     /locus_tag="BA_0384"
                     /old_locus_tag="BA0384"
                     /note="identified by match to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP24414.1"
                     /db_xref="Pathema:BA_0384"
                     /translation="MSILTVENLSHSYGEKTILYNACFRLLKGEHVGVVGGNGIGKST
                     LLRILTGELIHDDGNIEWFPHVKIGFLQQHMDLQEGMTIEGYLQSAFADLYAIECEML
                     KIAEEMNGAGEVEKLLVKYGELQTILESSNFYHIHAEVEEVAIGLGLFEIGLKKDVSK
                     LSGGQRTKLLLGKLLLEKADVLLLDEPTNYLDTAHIEWLQSYLRLYEKAYVIISHDEL
                     FLNSITNVIFHLEGGKVKRYVGNYEKFVQSYQVQKKQLQSAYVKQQKEISQLETFIQK
                     NKIRKAKQAKSREKVLEKMQRIEKIHPVPRSRFDFNVYEEPVSRILQAEKLRIGYSDP
                     LCPELNLQVKKGEKIAIIGHNGIGKTTMLKTLLGQIKPLSGSISVGERVNPAYFAQEE
                     FASETTPLEKVWAERPDMTKKEVRQALAKCGLKEEHVLKPIRLLSGGEQTKVRLCELI
                     VTRSNVLILDEPTNHLDIETKKSLQEALQQYKGTVLLVSHEPSFYEAWITKVWNIEEW
                     NAEQYE"
     gene            complement(404624..406648)
                     /locus_tag="BA_0385"
                     /old_locus_tag="BA0385"
                     /db_xref="Pathema:BA_0385"
     CDS             complement(404624..406648)
                     /locus_tag="BA_0385"
                     /old_locus_tag="BA0385"
                     /note="identified by similarity to SP:P20533; match to
                     protein family HMM PF00041; match to protein family HMM
                     PF00553; match to protein family HMM PF00704"
                     /codon_start=1
                     /transl_table=11
                     /product="chitinase B"
                     /protein_id="AAP24415.1"
                     /db_xref="Pathema:BA_0385"
                     /translation="MKSKKFTLLLLSLLLFLPLFLTNFITPNVVLADSQKQDQKIVGY
                     FPSWGIYGRNYQVADIDASKLTHLNYAFADICWNGKHGNPSTHPDNPNKQTWNCKESG
                     VPLQNKEVPNGTLVLGEPWADVTKSYPGSGTTWEDCDKYARCGNFGELKRLKAKYPHL
                     KTIISVGGWTWSNRFSDMAADEKTRKVFADSTVDFLREYGFDGVDLDWEYPGVETIPG
                     GSYRPEDKQNFTLLLQDVRNALTKAGAEDGKQYLLTIASGASQRYADHTELKKISQIL
                     DWINIMTYDFHGGWEATSNHNAALYKDPNDPAADTKFYVDGAIDIYTNEGVPADKLVL
                     GVPFYGRGWKSCGKENNGQYQPCKPGSDGKLASKGTWDDYSTGDTGVYDYGDLAANYV
                     NKNGFVRGWNDVAKVPYLYNATTGTFISYDDNESMKYKTDYIKTKGLSGAMFWELSGD
                     CRTSPKYSCSGPKLLDTLVKELLGGPITQKDIEPPTNVKNIAVTNKNSNSVQLNWTAS
                     TDNVGVTEYEITAGEEKWSTTTNSIAIKNLKPNTEYTFSILAKDAAGNKSQPTSILVK
                     TDDANTTPPGGNSNATFSVTSNWGSGYNFSIVIKNSGTTPIKNWKLEFDYNGNLTQVW
                     DSKISSKINNHYVITNAGWNGEIPPGGSITIGGAGTGTPAELVNASISEN"
     gene            407020..407391
                     /locus_tag="BA_0386"
                     /old_locus_tag="BA0386"
                     /db_xref="Pathema:BA_0386"
     CDS             407020..407391
                     /locus_tag="BA_0386"
                     /old_locus_tag="BA0386"
                     /note="identified by similarity to OMNI:NTL01BH0861; match
                     to protein family HMM PF09350"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24416.1"
                     /db_xref="Pathema:BA_0386"
                     /translation="MDVFLNIAEEKIRQAIRNGDLDNIPGKGKPLQLEDLSMVPPELR
                     MSYKILKNAGMIPPEMELQKDILKIEDLIACCYDEEERKKLQQELTAKTLRFQQVMEK
                     RKIKDSSAFRMYQDKVFHKLR"
     gene            407402..407716
                     /locus_tag="BA_0387"
                     /old_locus_tag="BA0387"
                     /db_xref="Pathema:BA_0387"
     CDS             407402..407716
                     /locus_tag="BA_0387"
                     /old_locus_tag="BA0387"
                     /note="identified by similarity to EGAD:109878"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24417.1"
                     /db_xref="Pathema:BA_0387"
                     /translation="MKKFETIEELATYIEEQQLVLLFIKTENCGVCDVMLRNVNYVLE
                     NYDYVEKIEILLQDMQEVAGRYAVFTGPTILLFHNGKEILRESRFISLENLERTIQLF
                     EE"
     gene            407730..407981
                     /locus_tag="BA_0388"
                     /old_locus_tag="BA0388"
                     /db_xref="Pathema:BA_0388"
     CDS             407730..407981
                     /locus_tag="BA_0388"
                     /old_locus_tag="BA0388"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24418.1"
                     /db_xref="Pathema:BA_0388"
                     /translation="MEFIIFILLFVVIGIIVTAVRSNKKKVNLMKQNNIHNSSNSSSP
                     LFFFAGSDNDSSHGGSHDCGGSFGGDSGGSCDGGGGGGD"
     gene            408264..408845
                     /locus_tag="BA_0389"
                     /old_locus_tag="BA0389"
                     /db_xref="Pathema:BA_0389"
     CDS             408264..408845
                     /locus_tag="BA_0389"
                     /old_locus_tag="BA0389"
                     /note="identified by similarity to GP:17943283; match to
                     protein family HMM PF00440; match to protein family HMM
                     PF08360"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, TetR family"
                     /protein_id="AAP24419.1"
                     /db_xref="Pathema:BA_0389"
                     /translation="MRRSAEEIKKEIAYKAEILFSQKGYAATSMEEICEITERSKGSI
                     YYHFKSKEELFLFVVKQHTYDWLEKWNEKEKLYSTSTEKLYALAEYHVEDIQQPISNA
                     IEEFSMSQVVSKEILDEMLALTRESYVMFETLIEAGIQSGEFREDNTRDLMYIVNGLL
                     SGLGVLYYELDYKELKRIYKKAIDVLLKGMAAE"
     gene            408912..410144
                     /locus_tag="BA_0390"
                     /old_locus_tag="BA0390"
                     /db_xref="Pathema:BA_0390"
     CDS             408912..410144
                     /locus_tag="BA_0390"
                     /old_locus_tag="BA0390"
                     /note="identified by match to protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="MFS transporter"
                     /protein_id="AAP24420.1"
                     /db_xref="Pathema:BA_0390"
                     /translation="MNALFKNRAFMLVMASDILQQFAIWIRNMALLYFIMERTNNDPV
                     SVSLLSVMEYAPIFIFSFIGGALADRWNPKRTMVAGDVLSVLSIIGIVLLLKLDYWQA
                     IFFATLISAIVGQFSQPSSSRIFKRYVKEEQVANAIAFNQTLQSLFMIFGPVVGSLVY
                     TQLGLFTSLYSLIILFLLSAIALSFLPKWVEQEQVARDSLKNDIKEGWKYVLHTKNLR
                     MITITFTIMGLAVGLTNPLEVFLVIERLGMEKEAVQYLAAADGIGMLIGGIVAAVFAS
                     KVNPKKMFVFGMSILAMSFLVEGLSTSFWITSFMRFGTGICLACVNIVVGTLMIQLVP
                     ENMVGRVNGTILPLFMGAMLIGTALAGGLKEMTSLVIVFCIAMALILLAIGPVLRMQI
                     KKEDVTTKEELTNSLASK"
     gene            410258..410452
                     /locus_tag="BA_0391"
                     /old_locus_tag="BA0391"
                     /db_xref="Pathema:BA_0391"
     CDS             410258..410452
                     /locus_tag="BA_0391"
                     /old_locus_tag="BA0391"
                     /note="identified by similarity to OMNI:NTL01LL0334; match
                     to protein family HMM PF01381"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein"
                     /protein_id="AAP24421.1"
                     /db_xref="Pathema:BA_0391"
                     /translation="MKNQIYELRTENNISQGALADKCKVSRQTINAIENNKYDPSLAL
                     AFRLAEVLGTTVDKLFLYKQ"
     gene            410465..410857
                     /locus_tag="BA_0392"
                     /old_locus_tag="BA0392"
                     /db_xref="Pathema:BA_0392"
     CDS             410465..410857
                     /locus_tag="BA_0392"
                     /old_locus_tag="BA0392"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP24422.1"
                     /db_xref="Pathema:BA_0392"
                     /translation="MGKEKISLFVTILVAIGTLLYALYYWLTELQVNWYALFICSIAL
                     HYLFKSSASHSVEGETEENQDLEKHVLKTSANVTYYVLVVFIFGLFFASVGFNRWIDF
                     HNIPLLFALCAAIVVKPAVEFLIVRRYR"
     gene            complement(410884..412167)
                     /locus_tag="BA_0393"
                     /old_locus_tag="BA0393"
                     /db_xref="Pathema:BA_0393"
     CDS             complement(410884..412167)
                     /locus_tag="BA_0393"
                     /old_locus_tag="BA0393"
                     /note="identified by match to protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP24423.1"
                     /db_xref="Pathema:BA_0393"
                     /translation="MKKMSRQEKSWILYDWANSVYSLVITTALFPIYFKAAAKEAGLS
                     GATSTAYWGYANSFATLLISILAPILGTVADYKGFKKRFFTFFFGLGIVFTSMLAVVP
                     TSQWYLLLGCYMLALVGFAGANIFYDAFLVDVTSEDRMDRISTRGFALGYIGSTIPFI
                     GCIALIILAQKGTIPLSVGIASQISFAITALWWGLFTIPMLKNVEQTHYIERHPKPIA
                     MSFKRLADTFKNIKEYKTVFMFLIAYFFYIDGVDTIITMSTAYGTDLGISATNLLIIL
                     FVTQIVACPFALLYGKLSTTFTGKKMLYVGIIIYIIICIYAYFLKTTLDFWILAMLVA
                     TSQGGIQALSRSYFAKLVPKESANEFFGFYNIFGKFAAIMGPVLVGVTTQLTGKTNAG
                     VLSIIVLFIIGGFLLTRVPENNTSVTPPNPKTKTL"
     gene            complement(412276..413589)
                     /locus_tag="BA_0394"
                     /old_locus_tag="BA0394"
                     /db_xref="Pathema:BA_0394"
     CDS             complement(412276..413589)
                     /locus_tag="BA_0394"
                     /old_locus_tag="BA0394"
                     /note="identified by match to protein family HMM PF01663"
                     /codon_start=1
                     /transl_table=11
                     /product="type I phosphodiesterase/nucleotide
                     pyrophosphatase family protein"
                     /protein_id="AAP24424.1"
                     /db_xref="Pathema:BA_0394"
                     /translation="MDKALTNRVIILSFDCLSALDFPILQKLPHFQSLIKKGTVVEKV
                     EPIYPSVTYPSHSTIVTGNYPNKHGVVSNTLLQPGRESPDWHWYRKSIKGTTLYDEAH
                     KANLTTAALLWPVTGRANIDYNLPEIFPNRPWQNQVLVSLFSGSPLYQLDLNRRFGHI
                     RNGLSQPELDDFVLASAVHTIQTKKPNVMFVHFTDLDTQRHYHGFESKETIAAIHRHD
                     ERLGQIIQALKDSDLYEESTIIALGDHSALSENKAIQLNVLFHQKGLISVNSKGNLVD
                     WKVYCQSCDGSAYVYVKDKNDTDTIREVQLLLEELLQHKQNGIEFILHDEDAKECGAD
                     GNCLFMLEAREGYYFTENYTGDFIKEITEKDVTPSKKYTFGTHGYSPTKPNYETIFIA
                     AGKGIKSGVTIPYMRLIDESPTIARLLGLHLGETDGSIVEDLLQL"
     gene            413725..414036
                     /locus_tag="BA_0395"
                     /old_locus_tag="BA0395"
                     /db_xref="Pathema:BA_0395"
     CDS             413725..414036
                     /locus_tag="BA_0395"
                     /old_locus_tag="BA0395"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24425.1"
                     /db_xref="Pathema:BA_0395"
                     /translation="MEGGNSMDWLDGFGIFYIIGGITIILVFAISYLLKKRFPDKQFD
                     IIFALSLILLCLASFPVTMMVIGGWEGMGYGFIGFFVLLGTLIGMIAHQLVKISRKSY
                     V"
     gene            414384..415910
                     /gene="proS1"
                     /locus_tag="BA_0396"
                     /old_locus_tag="BA0396"
                     /db_xref="Pathema:BA_0396"
     CDS             414384..415910
                     /gene="proS1"
                     /locus_tag="BA_0396"
                     /old_locus_tag="BA0396"
                     /EC_number="6.1.1.15"
                     /note="identified by similarity to SP:Q9L4Q8; match to
                     protein family HMM PF00587; match to protein family HMM
                     PF03129; match to protein family HMM PF09180; match to
                     protein family HMM TIGR00408"
                     /codon_start=1
                     /transl_table=11
                     /product="proline--tRNA ligase"
                     /protein_id="AAP24426.1"
                     /db_xref="Pathema:BA_0396"
                     /translation="MAKEQVQAITKMEEDFAQWYTDIVKKAELVDYSSVKGCMILRPY
                     GYALWENMQKVMDEKLKATGHENVYMPMFIPESLLQKEKDHVEGFAPEVAWVTHGGDE
                     KLAERLCVRPTSETLFCEHFSKIVQSYNDLPKLYNQWCSVVRWEKTTRPFLRTTEFLW
                     QEGHTIHETAEESQAETLNILNLYASFCEDYLAIPVIKGQKTEKEKFAGAKATYTIES
                     LMHDGKALQTGTSHNFGTNFSEAFDIKFLDRNGKWQYVHQTSWGVSTRMIGGLIMVHS
                     DNNGLVMPPKVAPVQVVIVPIAQHKEGVLAKATELQGHIQKVARVKIDASNKTPGWKF
                     NEYEMKGIPIRLEVGPKDIEKNQVVLVRRDTKEKEFISMDQLEERIPALLEEIHNSLF
                     NKAKVFRDENTYSVTNFEEMKKLADEKQGFIKAMWCGELACEEKLKEEVASRCMPFEQ
                     EHLAEECVCCVNKWCIGEKRINALLDRKDEKDFGLHNKCNPKSFLVLQFVSCIFKMEG
                     "
     gene            complement(415915..416688)
                     /locus_tag="BA_0397"
                     /old_locus_tag="BA0397"
                     /db_xref="Pathema:BA_0397"
     CDS             complement(415915..416688)
                     /locus_tag="BA_0397"
                     /old_locus_tag="BA0397"
                     /note="identified by match to protein family HMM
                     TIGR01167"
                     /codon_start=1
                     /transl_table=11
                     /product="LPXTG-motif cell wall anchor domain protein"
                     /protein_id="AAP24427.1"
                     /db_xref="Pathema:BA_0397"
                     /translation="MTKIFILASTLSLSFFSGLNIGNAATENFSPITNAIVQNNDYFV
                     EGNSKDNNKPPGNGGSQDDSGSDGNGSDGSGSGDNGSGDNGSGGNGSGGNGSGENGSG
                     GNGSGSSGSGDNGSGGNGSGGNGSGSSGSGENGSGGNGSGSSGSGENGSGGNGSGSSG
                     SGENGSGGNGSGGNGSGGNSSGGSGSGGSGSQGGNRVKGDSSSQGGNGSQGGNVKDNA
                     KKQGDKLPNTATHYPASILMGLSTFLIGMLLFIRRKNAK"
     gene            416891..417769
                     /locus_tag="BA_0398"
                     /old_locus_tag="BA0398"
                     /db_xref="Pathema:BA_0398"
     CDS             416891..417769
                     /locus_tag="BA_0398"
                     /old_locus_tag="BA0398"
                     /note="identified by similarity to OMNI:SP1675; match to
                     protein family HMM PF00480"
                     /codon_start=1
                     /transl_table=11
                     /product="ROK family protein"
                     /protein_id="AAP24428.1"
                     /db_xref="Pathema:BA_0398"
                     /translation="MKEYIAFDIGGTQIKYGIVSETGIVLKHKTVPTEIHLGGEQIIQ
                     KLILLSKKLMSEHTISGIGISTAGIVDVNRGVVTGGADHIPGYSTIPIINRLQEVLKV
                     PVSIENDVNCAALGEKWNGIGREKENFIMLTLGTGIGGAIFIDRELYRGHSYSAGEWG
                     NMLIEGKTFEEVASISGLIHLVRNYKGKGNWNGKTIFELYDKGDREVTQAVEVFFKHL
                     AIGISNLAYIFNPETIIIGGGITDRGNQFLKEVKEEVGRYLNKEIYSDCEIELAQNGN
                     RAGMIGAIYHFLHHHK"
     gene            417898..418494
                     /locus_tag="BA_0399"
                     /old_locus_tag="BA0399"
                     /db_xref="Pathema:BA_0399"
     CDS             417898..418494
                     /locus_tag="BA_0399"
                     /old_locus_tag="BA0399"
                     /note="identified by match to protein family HMM PF02342"
                     /codon_start=1
                     /transl_table=11
                     /product="putative tellurium resistance protein"
                     /protein_id="AAP24429.1"
                     /db_xref="Pathema:BA_0399"
                     /translation="MPIILEKGQKIDLTKGQPKVAKLQVGLGWDPIGQSGGFLSSLFG
                     SKPNVDCDASVVMLEGDRFLNKNDLVYFGNKLSTCGSIIHSGDNLTGEGAGDDETIFV
                     ELHKVPSRINRLVFVVNIYDCVNRRQDFGMIRNAYIRIQNPQTGEELARYNLSDNYAG
                     KTTLIAGEMYRHGSEWKFSAVGEGTQDKNLSEIVSRYQ"
     gene            418518..419102
                     /locus_tag="BA_0400"
                     /old_locus_tag="BA0400"
                     /db_xref="Pathema:BA_0400"
     CDS             418518..419102
                     /locus_tag="BA_0400"
                     /old_locus_tag="BA0400"
                     /note="identified by similarity to EGAD:10152; match to
                     protein family HMM PF02342"
                     /codon_start=1
                     /transl_table=11
                     /product="tellurium resistance protein"
                     /protein_id="AAP24430.1"
                     /db_xref="Pathema:BA_0400"
                     /translation="MASISLKKGQKVDLTKTNPGLSKVLVGLGWDTNRYDGQNDFDLD
                     VSIFLVGANGKVSGAEDFVFYNNPKGANGAVEHLGDNRTGEGEGDDESIKVDLKNVPA
                     HIERICFTITIYDGEGRSQNFGQVSNSFVRILDEEKNAELIRYDLGEDFSIETAVVVG
                     ELYRHAGEWKFNAIGSGFQGGLASLCNNFGLDVE"
     gene            419183..419767
                     /locus_tag="BA_0401"
                     /old_locus_tag="BA0401"
                     /db_xref="Pathema:BA_0401"
     CDS             419183..419767
                     /locus_tag="BA_0401"
                     /old_locus_tag="BA0401"
                     /note="identified by similarity to EGAD:10152; match to
                     protein family HMM PF02342"
                     /codon_start=1
                     /transl_table=11
                     /product="tellurium resistance protein"
                     /protein_id="AAP24431.1"
                     /db_xref="Pathema:BA_0401"
                     /translation="MVIQLQKGQKIDLGKTSPGLTKAVIGLGWDIKSYDGGSDFDLDA
                     SAFLLDANGKCTKETDFIFYNNLQSPCGSVLHTGDNRTGEGEGEGDDEQLVVDLKKVP
                     ADVHRIAITVTIYDAEGRSQNFGQVGNAFVRLANEETNEEVLRFDLGEDFSIETAVVF
                     CELYRHNGQWKFNAVGSGFQGGLGALVRAYGLDA"
     gene            419841..420632
                     /locus_tag="BA_0402"
                     /old_locus_tag="BA0402"
                     /db_xref="Pathema:BA_0402"
     CDS             419841..420632
                     /locus_tag="BA_0402"
                     /old_locus_tag="BA0402"
                     /note="identified by similarity to SP:O34447; match to
                     protein family HMM PF03741"
                     /codon_start=1
                     /transl_table=11
                     /product="putative tellurium resistance protein"
                     /protein_id="AAP24432.1"
                     /db_xref="Pathema:BA_0402"
                     /translation="MSILQGILDTYAQFFDLDMWIKVLQDPVSWGLIGTLVVLEGLLS
                     ADNALVLAVMVKHLPEEKRKKALFYGLIGAYVFRFIAIGIGMFLIKLAWVKVLGALYL
                     AWLSVKYFIDKRKGNAEEEEAHGMNQNSILFRMFGVFWGTVAMVELMDIAFSVDSVLA
                     AFGVSNEVWILLLGGMLGILMMRGIAGVFLKLLERIPELETTAYILILIIAAKMLLSV
                     IHIEVSHTLFFIILVVAFGATFILHYVKNSGQAKEEVAATKNNHK"
     gene            420742..422373
                     /locus_tag="BA_0403"
                     /old_locus_tag="BA0403"
                     /db_xref="Pathema:BA_0403"
     CDS             420742..422373
                     /locus_tag="BA_0403"
                     /old_locus_tag="BA0403"
                     /note="identified by similarity to EGAD:108707"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24433.1"
                     /db_xref="Pathema:BA_0403"
                     /translation="MFSRFTLQPYALKDESDLKHFETLLEKRPQYELTENEMKFSYIA
                     CRILGVPNDVDEYFNELFDYSEAKGIEVLHEQNLNKVIDSEKLRHIQEVFGLHQEAPN
                     GLTVNRLVAHLSGKQLLPKVDNPDLQHYIHTTFISVLKLYEKQHNQSLKTEGFRRFLI
                     DMIKLSENYVAKWFSTINYKKQMPRIIWYGDAQESRIYFLYFLIMLGCDVLYYHPEGK
                     DGFENIDEEARTFVVSHSSRISLEPFPDRRRERVATVAYQASKEIEQVLHHDNSLLYK
                     PWQFRSYTPVARTLKTTYDELFLITKEKAFVRPTFFVENKHIYIPSLFAKISGVSKND
                     KEYFQRLKAVTSFDNSLLINTFPFTKEQKANFQYHYRDALDRGGKLHPDLIMNSHWWP
                     HKRLPEGLQHGIAEAIIHTCESEMCKPIAKETKQDVALYVFAQLSQIPPNILEQLEKF
                     DYSQDVPKIVIFNNEKSGELTRSDAVLLLFLNQIGVDVFHFNPTGRNDIEPYIEAGAF
                     DSHWLEEVNFDFEFHGSSAYKNLSQTIKGLFRPFL"
     gene            422392..423474
                     /locus_tag="BA_0404"
                     /old_locus_tag="BA0404"
                     /db_xref="Pathema:BA_0404"
     CDS             422392..423474
                     /locus_tag="BA_0404"
                     /old_locus_tag="BA0404"
                     /note="identified by similarity to EGAD:143199; match to
                     protein family HMM PF05816"
                     /codon_start=1
                     /transl_table=11
                     /product="putative tellurite resistance protein"
                     /protein_id="AAP24434.1"
                     /db_xref="Pathema:BA_0404"
                     /translation="MNNPVVLDSKTELNEQTAQDVRLQLRQDADVQRIYNAVDIKDQL
                     ELIELGKEPSMEISRFADQILHTMSLSKIEDSGELLKQLGKIMDRFDSKDFAEEKSGF
                     FSRMFKKADKMIEQIFSKYQTMGREIDKVYVEITKYQDEMKKSIGTLDGLYEQNLKYY
                     LDLEKYVVAGEMLLERLNTELVPMYEERVRNNDQLAGIELESLKNSVEILEQRIDDLE
                     KARMVALLTAPQIRMIQRGNNKLIGKINTAFITTIPIFKNGIIQAVNAKRQKLVADSM
                     AELDRRTNELLKKNAQNIATQSVEVARLSGSSSIKMETLEETWNIISRGMQETQQIEE
                     QNKREREESRKRMATLTENIKKELQG"
     gene            complement(423510..426176)
                     /locus_tag="BA_0405"
                     /old_locus_tag="BA0405"
                     /db_xref="Pathema:BA_0405"
     CDS             complement(423510..426176)
                     /locus_tag="BA_0405"
                     /old_locus_tag="BA0405"
                     /note="identified by match to protein family HMM PF00122;
                     match to protein family HMM PF00689; match to protein
                     family HMM PF00690; match to protein family HMM PF00702;
                     match to protein family HMM TIGR01494"
                     /codon_start=1
                     /transl_table=11
                     /product="cation-transporting ATPase, E1-E2 family"
                     /protein_id="AAP24435.1"
                     /db_xref="Pathema:BA_0405"
                     /translation="MSNWYSKTKDQTLIDLETNEQHGLTEEIVNERLTQYGANELATK
                     QKRSLWQRIFAQINDVLVYVLIIAALISAFVGEWADASIIALVVVLNAVIGVVQESKA
                     EQALEALKKMATPKAIVKRDGELKEIPSEHVVPGDIVMLDAGRYIPCDLRLIETANLK
                     VEESALTGESVPVDKDAIYHPSMQSDEQVPLGDQKNMAFMSTLVTYGRGVGVAVETGM
                     NSQIGKIATLLHEADDDMTPLQKSLAQVGKYLGFVAVAICIVMFLIGFLQGRDTLEMF
                     MTAISLAVAAIPEGLPAIVSIVLAIGVQRMIKQNVIIRKLPAVEALGSVTIICSDKTG
                     TLTQNKMTVTHFYSDNTYDQLERLNVNNDTQRLLLENMVLCNDASYNNESQTGDPTEI
                     ALLVAGSTFNMQKDHLEKIHERVNELPFDSDRKMMSTVHTYDESYYSMTKGAIDKLLP
                     LCTHIFKNGKIEGLTEDDKNQILEAAEVMSQEALRVLSFAFKQYNSSDVDIDHLEENL
                     IFIGLVGMIDPPRTEVKDSISECKKAGIRTVMITGDHKDTAFAIAKELGIAEEISEIM
                     IGTELDNISDTELANKINHLHVFARVSPEHKVKIVKALRAKGNIVSMTGDGVNDAPSL
                     KQADVGVAMGITGTDVAKGAADVVLTDDNFSSIVKAVEEGRNIYRNIKKSILFLLSCN
                     FGEIIALFLAILLGWATPLRPIHILWVNLITDTLPALSLGVDPEDPDVMKEKPRHAKE
                     SLFSGSVPFLIFNGFVIGLLTLIAFIAGAKFYTGDTNLFPLFPERIDEDALLHAQTMA
                     FVVLSFSQLVHSFNLRSRTKSIFSIGIFTNKYLVFSLLIGVLMQVCIISIPPLANIFG
                     VHALTMRDWGFVLLLSIIPLVVNEFIKLVKRN"
     gene            complement(426368..426592)
                     /locus_tag="BA_0406"
                     /old_locus_tag="BA0406"
                     /db_xref="Pathema:BA_0406"
     CDS             complement(426368..426592)
                     /locus_tag="BA_0406"
                     /old_locus_tag="BA0406"
                     /note="identified by similarity to OMNI:NTL01BH2491; match
                     to protein family HMM PF06569"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24436.1"
                     /db_xref="Pathema:BA_0406"
                     /translation="MDLSVKSEENVEYMVEAIKEKLRMVNAGAMRAASFNEEMYEDLR
                     DIYEHVMKRETFSISEMQAITEELGTLIKK"
     gene            426767..427231
                     /locus_tag="BA_0407"
                     /old_locus_tag="BA0407"
                     /db_xref="Pathema:BA_0407"
     CDS             426767..427231
                     /locus_tag="BA_0407"
                     /old_locus_tag="BA0407"
                     /note="identified by match to protein family HMM PF01451"
                     /codon_start=1
                     /transl_table=11
                     /product="low molecular weight phosphotyrosine protein
                     phosphatase family protein"
                     /protein_id="AAP24437.1"
                     /db_xref="Pathema:BA_0407"
                     /translation="MVQVLFVCLGNICRSPMAEAIFRDLVVKEGLEEKIVIDSAGTGD
                     WHVGHPPHKGTQKILKENAVTFEGIKARQVEKEDLTKFDYIIAMDNKNIADLKSLGKT
                     GGYIGRLSDFVPDGGWTDVPDPYYTGNFQEVYDLVTEGCAKLLAFIRNEQGI"
     gene            427285..427767
                     /locus_tag="BA_0408"
                     /old_locus_tag="BA0408"
                     /db_xref="Pathema:BA_0408"
     CDS             427285..427767
                     /locus_tag="BA_0408"
                     /old_locus_tag="BA0408"
                     /note="identified by similarity to EGAD:107999"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24438.1"
                     /db_xref="Pathema:BA_0408"
                     /translation="MAKKNNIARNIAIGVAAGVAVSMLKKENREKVKNTAEKAKTKMI
                     EIGENAKIKEKVQTVTDKGRELADLNVVKAKVAEIKKLTPSVVETLKETKEIFSKKKV
                     EPAEKPETIEIQAVSPKVDELKVEEEPVVAEDGGMKESRELFMKDSNVEEKKLKRTLS
                     "
     gene            427806..428675
                     /locus_tag="BA_0409"
                     /old_locus_tag="BA0409"
                     /db_xref="Pathema:BA_0409"
     CDS             427806..428675
                     /locus_tag="BA_0409"
                     /old_locus_tag="BA0409"
                     /note="identified by match to protein family HMM PF03631;
                     match to protein family HMM TIGR00765"
                     /codon_start=1
                     /transl_table=11
                     /product="YihY family protein"
                     /protein_id="AAP24439.1"
                     /db_xref="Pathema:BA_0409"
                     /translation="MRKILEKVRRNRTYSFGKDLYDRTMRDDVAGLAAQLAYFFLLAI
                     FPGLVFLITLLGFIDLQTESVLNLLEPYVPEDAMSLIEVNVDKVVNEQNGGLLSFGLL
                     SMLWFASNGVNAVMNAFNRAYDVTETRSFIKTRALSIVFTLAIIFMIVFALIVPVFGQ
                     VIGAAVFKAIGLSDSFSYVWSITRLVASFFVLFALFSFLYTFAPDRKLKRREVISGAT
                     FATVGWIVVSYSFAYYVDKFANYANTYGGLGGIIILMLWFYLTGWVILLGGEINGLLH
                     HYRTGDNNSRNEK"
     gene            complement(428860..430785)
                     /locus_tag="BA_0410"
                     /old_locus_tag="BA0410"
                     /db_xref="Pathema:BA_0410"
     CDS             complement(428860..430785)
                     /locus_tag="BA_0410"
                     /old_locus_tag="BA0410"
                     /note="identified by match to protein family HMM PF00122;
                     match to protein family HMM PF00702; match to protein
                     family HMM TIGR01494; match to protein family HMM
                     TIGR01512; match to protein family HMM TIGR01525"
                     /codon_start=1
                     /transl_table=11
                     /product="heavy metal-transporting ATPase"
                     /protein_id="AAP24440.1"
                     /db_xref="Pathema:BA_0410"
                     /translation="MNSEVKTLQVQKSISHPSLWDTLKKHYELIFAITSGIFILAGWL
                     FTKNDVMNVGITCYILAYIVGGYAKAKEGIEDTIEEKELNVEMLMLIAAIGAAMIGYW
                     AEGAILIFIFALSGAMESYTLSKSQKEISALLDLQPEEALRISNGTEERVPVGRLQIN
                     DIILIKPGERVPADGTIHSGETNIDEAAITGEPIPNEKKHGDEVFAGTVNLRGAIEVK
                     ITKPSDQTLFQKIIRLVQSAQSEKSPSQLFIEKFEGTYVKGVLLVVTLMMFVPHFLLD
                     WSWNETFYRAMILLVVASPCALVAAITPATLSAISNGARNGILFKGGIHLERLASVKA
                     IAFDKTGTLTEGKPTVTDVYVRENMTEKEVLSITAAIESHSTHPLAESIVKYAQHTYD
                     ITLKKPENVEDVTGFGLKGIFESKAYKIGKADFIGEETKTFHNGVSASLEKEGKTVVY
                     ISDEEGILGLIALKDTLRQETIAAIRELQSIGVEAIMITGDNEETAKAIASESNIKEY
                     YASCLPETKVETIKKLKEKYGTVAMVGDGINDAPALATASIGVAMGEGTDVALETADV
                     VLMKNELSRLSQAIRLSKRMNRIVKQNVIFSLAVIAMLICSNFLQFLALPFGVIGHEG
                     STILVILNGLRLLKGNN"
     gene            431056..432006
                     /locus_tag="BA_0411"
                     /old_locus_tag="BA0411"
                     /db_xref="Pathema:BA_0411"
     CDS             431056..432006
                     /locus_tag="BA_0411"
                     /old_locus_tag="BA0411"
                     /note="identified by similarity to SP:O32256; match to
                     protein family HMM PF00892"
                     /codon_start=1
                     /transl_table=11
                     /product="transporter, EamA family"
                     /protein_id="AAP24441.1"
                     /db_xref="Pathema:BA_0411"
                     /translation="MKTEKFFTHPIGVFIAAIVATFLWGSAFPFIKLSYAELGIQPKE
                     VGEQILFAGYRFFLSGVMLLFFFKLLGKDMNFKKGTGKQLVQIGLFQTFLQYICFYIG
                     MSYSSGIEGAIISGTSSFFQIILAHFLYKDDALNMRKIIGVSIGFCGVVLVNVPSDGS
                     LSFHFGIGSLLLLSAAMLYSYGNILAKEGSKTLDVGYMTAYQMIFGSIGLLCIGALQV
                     GIMPFTFSVHAILMLIYLSFLSAAGFCIWNTIMKYNKVGKVSMYMFFIPVFGVLLSSM
                     ILGEAIHSFVLFGLACVAAGIIVVNRTPAKQKIEQEKQVA"
     gene            432129..432809
                     /locus_tag="BA_0412"
                     /old_locus_tag="BA0412"
                     /db_xref="Pathema:BA_0412"
     CDS             432129..432809
                     /locus_tag="BA_0412"
                     /old_locus_tag="BA0412"
                     /note="identified by similarity to GP:7301806; match to
                     protein family HMM PF07947"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24442.1"
                     /db_xref="Pathema:BA_0412"
                     /translation="MNLLYMVLIGQIILFLIGAIYAIGQTKKTTNNIPLPLAVRLILS
                     FSLTASAIWIWLQDPSVEYSTWVALGMTLSTVGDLFMAGLIPIGHRLIGGMITFALAH
                     CFYVKAFLQTGISWNGFWIGLLVYGLFLIIGWFFFIRNEKQDKLFTIGALIYGLWVGG
                     MACFAFALYYENTGIWWIPAFGGLLFVISDFIIGVTDIGGRKLKYEPLWIWFTYVAAQ
                     MCIVYVGL"
     gene            433039..433574
                     /gene="sipS1"
                     /locus_tag="BA_0413"
                     /old_locus_tag="BA0413"
                     /note="signal peptidase I S, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_0413"
     gene            complement(433618..436380)
                     /locus_tag="BA_0414"
                     /old_locus_tag="BA0414"
                     /db_xref="Pathema:BA_0414"
     CDS             complement(433618..436380)
                     /locus_tag="BA_0414"
                     /old_locus_tag="BA0414"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24443.1"
                     /db_xref="Pathema:BA_0414"
                     /translation="MTIENQFIQKVYYKTFLTEETSTPVSDVLGEAYINESTNEFSNI
                     SNIRFAQGELYYQNKDFEAAIFKWEKVNNELALWATKNIADAYFELGFLPKAEEMYQS
                     IQTEDTTLTMEVSLQLLSLYIEQDRLGLAFKTISEAVAFQPDYPNITSIARSFYEKQE
                     DWNNAIELAVQEGIRTKSLHWFDTLINYVNQGFTKQIKPEYFYESLKALYAIDQVQFK
                     ELVITLWNSYQNEKLHLPWIETINHLFLHIETDNNDDWHEIVERYQDTYFELITGEHF
                     MHEMQGLVPDLLTNWFSLTRAKDALFVSAAVLAWNEVSPTTLESLLVKSAGALLSNST
                     AETNVNMETVSHLFETIAVWAEKNDVDLSHQFTLLVHELCDLNVTQLLIAGTSDHDKL
                     SFVNSILGENILTETITTPILFKDDSQTEITEFTALDVHNIPNFDEFHQIMATSDQSE
                     LENKCIEIKLPSRFLRKNKFAFLVTPSVQGQVDKNSSYFEYLQAADSLIYVLNSASPL
                     HGKELDTLLYLREQVPNLQIHFVLHTNSADKNEKLMSKIKVHFPNAQFFPYSPSQESS
                     QQLGDVTESILSNLATRDIEQERIEKLIWFTQKTIAYLVNERVELENTLVKSVRWNKH
                     ISVKLNGFINNLTALEKDKIRSITESYLLTKEEITRDIHSQIPELLQSCSDLVQEDSD
                     FKLVHEELNTAMNERIQKHVQQVLLPKFTGFIQEWIETAHNEFIQAQSYLDEMSETFN
                     KLYKEERMKLPCDFKLLDDWHRDVVRMTNRITVSNINILLRFTPTQFFLKSAGKLFGN
                     MQKNQSMLANKYKQYIETEDYTEIAQTISKQFFLQFEVFEGALERDIMMFFKDPLSIL
                     KQNVEAAQLEIQEDEQTLATLRSNPETYHDPLAFFKLQLLQHKFILSTHKNNEDIYEF
                     NESPTI"
     gene            436855..437445
                     /locus_tag="BA_0415"
                     /old_locus_tag="BA0415"
                     /db_xref="Pathema:BA_0415"
     CDS             436855..437445
                     /locus_tag="BA_0415"
                     /old_locus_tag="BA0415"
                     /note="identified by match to protein family HMM PF09335"
                     /codon_start=1
                     /transl_table=11
                     /product="dedA family protein"
                     /protein_id="AAP24444.1"
                     /db_xref="Pathema:BA_0415"
                     /translation="MEQHIGELIAHYGYFGIIIALAGGIVGLPIPDEFLLTFVGYNVS
                     KGVMSGTAAFLSGMAGAMLGITLSYILGLKLGLPVLKKYGPKIRIKEHHIEKTHILFE
                     KYGPFLLMIGYFIPGVRHLTAYFAGMSNLTIWRFCLYAYGGALIWISVFIGLGWKLGE
                     KWRFVEYSLHHYGIWILSISVVVTCVVWFYIKKNRE"
     gene            complement(437454..437882)
                     /locus_tag="BA_0416"
                     /old_locus_tag="BA0416"
                     /db_xref="Pathema:BA_0416"
     CDS             complement(437454..437882)
                     /locus_tag="BA_0416"
                     /old_locus_tag="BA0416"
                     /note="identified by similarity to SP:P29939; match to
                     protein family HMM PF00892"
                     /codon_start=1
                     /transl_table=11
                     /product="transporter, EamA family"
                     /protein_id="AAP24445.1"
                     /db_xref="Pathema:BA_0416"
                     /translation="MSSWLLFALLSAIAAALVSIFGKIGLDGIDANVATTVRSIIMAL
                     FMVGVIIIQGKFQNIGDVLLNKKALLFITLSGVAGASSWLFYFLALKTGKVSQVAPVD
                     KLSVVFSIILAMIILGEKLNFMTGIGVVFITAGVLFIAFS"
     gene            complement(437989..438138)
                     /locus_tag="BA_0417"
                     /old_locus_tag="BA0417"
                     /db_xref="Pathema:BA_0417"
     CDS             complement(437989..438138)
                     /locus_tag="BA_0417"
                     /old_locus_tag="BA0417"
                     /note="identified by similarity to OMNI:NTL01BH0510"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24446.1"
                     /db_xref="Pathema:BA_0417"
                     /translation="MMKREERKNMIEFIEKKKGIERDELLFMTDDEVEHIYNVTYFLY
                     EEIAE"
     gene            complement(438289..438705)
                     /locus_tag="BA_0418"
                     /old_locus_tag="BA0418"
                     /db_xref="Pathema:BA_0418"
     CDS             complement(438289..438705)
                     /locus_tag="BA_0418"
                     /old_locus_tag="BA0418"
                     /note="identified by similarity to EGAD:107318; match to
                     protein family HMM PF01243"
                     /codon_start=1
                     /transl_table=11
                     /product="general stress protein 26"
                     /protein_id="AAP24447.1"
                     /db_xref="Pathema:BA_0418"
                     /translation="MHLKEKITTIIQGQRTGVLSTVRNDKPHSAFMMFFHEDFVLYVA
                     TDRQSKKITDIENNPNVHVLLGREGKKLDEDYIEVEGLASIEEDSTLKNKFWNNSLKR
                     WLLRPEDPNYVLIKINPDTIYYIDGAGTTEPEFLRL"
     gene            438876..439940
                     /gene="cax"
                     /locus_tag="BA_0419"
                     /old_locus_tag="BA0419"
                     /db_xref="Pathema:BA_0419"
     CDS             438876..439940
                     /gene="cax"
                     /locus_tag="BA_0419"
                     /old_locus_tag="BA0419"
                     /note="identified by match to protein family HMM PF01699;
                     match to protein family HMM TIGR00378; match to protein
                     family HMM TIGR00846"
                     /codon_start=1
                     /transl_table=11
                     /product="calcium/proton exchanger"
                     /protein_id="AAP24448.1"
                     /db_xref="Pathema:BA_0419"
                     /translation="MESMFNKIFLIVALIGVPLSVLGKTLHWPQTIMFAVYCITIIAL
                     AGFMGRATESLAIVSGPRIGGLLNATFGNAVELIISIFALQAGLIEVVLASLTGSVLG
                     NLLLVGGLSFFIGGLKYKRQSFNVYDARHNSALLIFAVVVAFVIPEIFSMKMDAGKTY
                     QLSIGVSIIMIIMYLAALLFKLVTHRGVYQHKSDEVAHEEEPEWSKGKALLILAIATI
                     AVAYVSEALVHTFETVAKSFGWSELFIGVIIVAIVGNAAEHASAIIMAYKNKVNIAVE
                     IAVGSTLQIAMFVAPVLVLLSMFFAQRMPLVFTIPELVSMITAVFLTIAISNDGDTNW
                     FEGGTLLAAYVIMGIGFYLL"
     gene            440022..440819
                     /locus_tag="BA_0420"
                     /old_locus_tag="BA0420"
                     /db_xref="Pathema:BA_0420"
     CDS             440022..440819
                     /locus_tag="BA_0420"
                     /old_locus_tag="BA0420"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24449.1"
                     /db_xref="Pathema:BA_0420"
                     /translation="MKRVYSICLSTMVSFILLFPNMSFAKTTVETKMPSSVLNISKDN
                     TFPNDAQDLPRLQPSKFAQELLKTANIKIENPDLIRMFNETTISNAPLAVGYRAKIYL
                     GQWALHYESIDTSINWEYKQVNRNVYDNRGGDRLYPLRYKQETQKTVEGDLTADMKDA
                     TDVKKMMLLKALEKVQLPLSFKTTIGYGTGHERVYNISPSQLGYLYAYTPAVNEKGKV
                     TFGEVYLVLKGNQKRLVVKNITSQGIGAAIPIHDHLYFKFISSSHSQ"
     gene            complement(440854..441981)
                     /locus_tag="BA_0421"
                     /old_locus_tag="BA0421"
                     /db_xref="Pathema:BA_0421"
     CDS             complement(440854..441981)
                     /locus_tag="BA_0421"
                     /old_locus_tag="BA0421"
                     /note="identified by similarity to GP:10173504; match to
                     protein family HMM PF04055; match to protein family HMM
                     PF08756"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24450.1"
                     /db_xref="Pathema:BA_0421"
                     /translation="MTISQKMKPITPSYDPWEAYMDLEEYGKLLLTNVEFTTTTLCNM
                     RCEHCAVGYTLQPKDPNPLPMDLLLKRLDEIPHLRSLSITGGEPMLSKKSVDNYVTPL
                     LKYAHERGVPTQINSNLTIDLARYEQIIPYLDVLHISHNWGTIDDFVEGGFAMMERKP
                     TYEQRAKLFERMITNSKALSDAGVLVSAETMLNKRTLPHIEHIHRQIVDEMGCKRHEV
                     HPMYPSDFASNLEILTKAEIRDAIEHLLEIRDENVWMLFGTLPFYACSDDERDIATFR
                     KLQESKNVTVRNDPDGRSRLNVNIFDGNIIVTDFGDVPLLGNIQTNTLQEAYEKWSAS
                     KTAKSLSCHCPTVKCLGPNVLVKNSYYPTEDFLSKTANITL"
     gene            442195..442377
                     /locus_tag="BA_0422"
                     /old_locus_tag="BA0422"
                     /db_xref="Pathema:BA_0422"
     CDS             442195..442377
                     /locus_tag="BA_0422"
                     /old_locus_tag="BA0422"
                     /note="identified by similarity to EGAD:108017"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24451.1"
                     /db_xref="Pathema:BA_0422"
                     /translation="MGKAIQDKDTQLVYLKERLNMFIEVIDTIEPEEVELEDVDRLLA
                     MLDELELKCEQFKKDE"
     gene            442584..444104
                     /gene="fumA"
                     /locus_tag="BA_0423"
                     /old_locus_tag="BA0423"
                     /db_xref="Pathema:BA_0423"
     CDS             442584..444104
                     /gene="fumA"
                     /locus_tag="BA_0423"
                     /old_locus_tag="BA0423"
                     /EC_number="4.2.1.2"
                     /note="identified by similarity to SP:Q04718; match to
                     protein family HMM PF05681; match to protein family HMM
                     PF05683; match to protein family HMM TIGR00722; match to
                     protein family HMM TIGR00723"
                     /codon_start=1
                     /transl_table=11
                     /product="fumarate hydratase, class I"
                     /protein_id="AAP24452.1"
                     /db_xref="Pathema:BA_0423"
                     /translation="MEKLQESMYQLIVETSTNLPKDVRRAIQQAKERENAGTRSAMAL
                     GTITNNIKMADDNISPICQDTGMPTFKIYTPVGVNQLKLKEAIYHALERATKDGKLRP
                     NSVDSLFGDNSGNNLGPGTPVIKFEQWEKDYIDARLILKGGGCENKNIQYSLPCELEG
                     LGRAGRDLEGIRKCLLHAVYQAQGQGCSAGVIGVGIGGDRTSGYELAKNQLFRTLDDV
                     NPIPELQQLEEYVLENANKLGIGTMGFGGETTLLGCKIGVYNRLPASFYVSVAYNCWA
                     YRRLGVTIHPETGEIMDWLYQEGDDTLQQEAQEKTEQREIVLQAPITEEQIRKLRVGD
                     VVTINGMMYTGRDAIHKHLMDNDCPVDLNGQVIYHCGPVVVKDENDNWQIKAAGPTTS
                     IREEPYQGDIMKKFGIRAVIGKGGMGAKTLAALEEHGGVYLNAIGGAAQYYAECIKEV
                     KDVDFLQFGIPEAMWHLRIEGFKAVVTMDSHGNSLHADVDKTSLEKLASFKEPVFK"
     gene            444231..445013
                     /gene="pdaA"
                     /locus_tag="BA_0424"
                     /old_locus_tag="BA0424"
                     /db_xref="Pathema:BA_0424"
     CDS             444231..445013
                     /gene="pdaA"
                     /locus_tag="BA_0424"
                     /old_locus_tag="BA0424"
                     /EC_number="3.5.-.-"
                     /note="identified by match to protein family HMM PF01522;
                     match to protein family HMM TIGR02884"
                     /codon_start=1
                     /transl_table=11
                     /product="delta-lactam-biosynthetic de-N-acetylase"
                     /protein_id="AAP24453.1"
                     /db_xref="Pathema:BA_0424"
                     /translation="MKHKWLYIGLIFSIMMALVPVSALAYTNTPHNWGIPRPKNETVP
                     DAGKLYTDLLQKNGGFYLGDTKKKDIYLTFDNGYENGYTGKILDVLKEKKVPATFFVT
                     GHYIKTQKDLLLRMKDEGHIIGNHSWSHPDFTAVNDEKLREELTSVTEEIKKVTGQKE
                     VKYVRPPRGVFSERTLALTKEMGYYNVFWSLAFLDWKVDEQRGWQYAHNNVMTMIHPG
                     SILLLHAISKDNAEALAKIIDDLREKGYHFKSLDDLVKSNQP"
     gene            445061..445936
                     /locus_tag="BA_0425"
                     /old_locus_tag="BA0425"
                     /note="endonuclease III domain protein, authentic point
                     mutation; an automated process has identified a potential
                     problem with this gene model; it may contain one or more
                     premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_0425"
     gene            445947..447326
                     /locus_tag="BA_0426"
                     /old_locus_tag="BA0426"
                     /db_xref="Pathema:BA_0426"
     CDS             445947..447326
                     /locus_tag="BA_0426"
                     /old_locus_tag="BA0426"
                     /note="identified by match to protein family HMM PF01938;
                     match to protein family HMM PF05958; match to protein
                     family HMM TIGR00479"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA methyltransferase, TrmA family"
                     /protein_id="AAP24454.1"
                     /db_xref="Pathema:BA_0426"
                     /translation="MIQKQHESKLEVGQTFPVTIKRLGINGEGVGYFKRQVVFIPGAL
                     PGEEVVAETTKIQRGFAEAKVKKVRKASPHRVKAPCPVYEECGGCQLQHLDYKEQLNQ
                     KRDIVVQAFEKYMKNSMEEKIRPTLGMENPWHYRNKSQLQVGRKDEKVITGLYKQNSH
                     QLIDIAHCMIQHKATNEATKVVRRILEKLNVSIYNEKKQKGLVRTIVTRTAVQTGEVQ
                     VTLITTKEELPNKEQFIAEVQKQMPAVKSIMQNVNWRKTSVIFGDKTFKLAGKEVIQE
                     TLGDLSFELSARAFFQLNPEQTVVLYNEAKKAAALTGNEKIVDAYCGVGTIGLWLAND
                     AAEVRGMDVIPEAIADARKNAKRHGFTNTKYEAGKAEQWLPKWVKEGWRPDVIVVDPP
                     RTGCDDKLLETILKVKPKQVVYVSCNPSSLARDVQALMKSYEVEYVQPVDMFPHTAHV
                     ENVVKLTLK"
     gene            complement(447387..448511)
                     /locus_tag="BA_0427"
                     /old_locus_tag="BA0427"
                     /db_xref="Pathema:BA_0427"
     CDS             complement(447387..448511)
                     /locus_tag="BA_0427"
                     /old_locus_tag="BA0427"
                     /note="identified by match to protein family HMM PF00589"
                     /codon_start=1
                     /transl_table=11
                     /product="prophage LambdaBa04, site-specific recombinase,
                     phage integrase family"
                     /protein_id="AAP24455.1"
                     /db_xref="Pathema:BA_0427"
                     /translation="MKGYFRKRGEKWSFTIDIGKDPITGKRKQKTASGFKTKKEAERA
                     CNELIHQFNTGSLVDDKNFTLSEYLQEWLENTAKQRVRETTFTNYKRAINSRIIPVLG
                     SHKLKDLKPLHGQRFVKSLIDEGLSPAYIEYIFIVLKGSLEDAVRWELLFKNPFQHVE
                     IPRPRKVVNSTWSIEETKKFLNRTKFENVIYYHLFLLALNTGMRRGEILGLKWKNFDL
                     NEGKISVTETLIYDENGFRFTEPKTHGSKRLISIDQNLCKEFKSYKAKQNEFKLLFGQ
                     SYEDNDLVFAKETGQPILPRTMTTTFNQFIKKADVPQIRFHDLRHTHATILLKLGINP
                     KIVSERLGHSSIKTTLDTYSHVTIDMQESAVLKLSEALKS"
     gene            complement(449227..449571)
                     /locus_tag="BA_0428"
                     /old_locus_tag="BA0428"
                     /db_xref="Pathema:BA_0428"
     CDS             complement(449227..449571)
                     /locus_tag="BA_0428"
                     /old_locus_tag="BA0428"
                     /note="identified by similarity to OMNI:NTL01SPL1443;
                     match to protein family HMM PF01381"
                     /codon_start=1
                     /transl_table=11
                     /product="prophage LambdaBa04, DNA-binding protein"
                     /protein_id="AAP24456.1"
                     /db_xref="Pathema:BA_0428"
                     /translation="MRHFGQILKKLRKSRGLTQEQLSHKLNLSRSQIKNWETDRYQPD
                     IDTLVIIASFFNVSVDALIGFTNEFDEEPLTELLSNVQTTYAALNEQQRERFCKQVSV
                     LINMLEDNQDIF"
     gene            450106..451281
                     /locus_tag="BA_0429"
                     /old_locus_tag="BA0429"
                     /db_xref="Pathema:BA_0429"
     CDS             450106..451281
                     /locus_tag="BA_0429"
                     /old_locus_tag="BA0429"
                     /note="identified by similarity to OMNI:NTL01BS2084"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24457.1"
                     /db_xref="Pathema:BA_0429"
                     /translation="MWKVLNVLEGELYVAGIKKNKLADYWGVKPATVTKVFKGANDIS
                     FGYLSKTLILLKKSLISQAKIVNDYVTNTDPKPENLREAMEDLAIRGKFELLKAIIDQ
                     EIHSDVAENREFAEVYEIIFRRYHDGLNASAYFKLLRQKNKNVKTIEMEVLTEILLCQ
                     AQYQSGNYKTLYERLKSVSEKINEITNKFIKECLLLRYKEAIAVTSLQGGEVVESRSI
                     CRDILDELEWDDFFSLPKLNAYLKIGESLIFEPDNYDSAKFYLEKTLELLGNPSCKGL
                     EKKWKLVQQTLSFLKIHQQRDLNTLEFVHPSEKAYSMILEGDVLGAKKILLDLKEKNG
                     EWTDIQTAYYALTCEGEERESLLKKSLLMCQKSGNIHYSQLPKNILGFNLKKWYNYL"
     gene            451278..451445
                     /locus_tag="BA_0430"
                     /old_locus_tag="BA0430"
                     /db_xref="Pathema:BA_0430"
     CDS             451278..451445
                     /locus_tag="BA_0430"
                     /old_locus_tag="BA0430"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24458.1"
                     /db_xref="Pathema:BA_0430"
                     /translation="MKEEVEILKKILALLPILLVAGLFTFSADNQQTKDKQEASEPVV
                     QRMMTDPGGGW"
     gene            451613..451747
                     /locus_tag="BA_0431"
                     /old_locus_tag="BA0431"
                     /db_xref="Pathema:BA_0431"
     CDS             451613..451747
                     /locus_tag="BA_0431"
                     /old_locus_tag="BA0431"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24459.1"
                     /db_xref="Pathema:BA_0431"
                     /translation="MKKEQLARELMVKWVLENKETNSEEVLKEITSHTYTEEKLKEAN
                     "
     gene            complement(451775..452116)
                     /locus_tag="BA_0432"
                     /old_locus_tag="BA0432"
                     /db_xref="Pathema:BA_0432"
     CDS             complement(451775..452116)
                     /locus_tag="BA_0432"
                     /old_locus_tag="BA0432"
                     /note="identified by similarity to OMNI:NTL01BS01252;
                     match to protein family HMM PF01381"
                     /codon_start=1
                     /transl_table=11
                     /product="prophage LambdaBa04, DNA-binding protein"
                     /protein_id="AAP24460.1"
                     /db_xref="Pathema:BA_0432"
                     /translation="MTFGEKLKQLRGKRTQGDVANLLNISRATYSHLENNRIEPSMTV
                     LNSIADLFCVSTDYLLGRSSDPRLTEEQDKTADEMARRFMELVADLPKEEQENAWKQA
                     AMYVNFTKNQK"
     gene            452291..452512
                     /locus_tag="BA_0433"
                     /old_locus_tag="BA0433"
                     /db_xref="Pathema:BA_0433"
     CDS             452291..452512
                     /locus_tag="BA_0433"
                     /old_locus_tag="BA0433"
                     /note="identified by match to protein family HMM PF01381"
                     /codon_start=1
                     /transl_table=11
                     /product="prophage LambdaBa04, DNA-binding protein"
                     /protein_id="AAP24461.1"
                     /db_xref="Pathema:BA_0433"
                     /translation="MNNILKNERKKMKFTQKQLAEKLGISTIYVRKIESGYIPRPDIM
                     VKYQEVFDISVKELFPDYFSAFNDKKFII"
     gene            452530..453261
                     /locus_tag="BA_0434"
                     /old_locus_tag="BA0434"
                     /db_xref="Pathema:BA_0434"
     CDS             452530..453261
                     /locus_tag="BA_0434"
                     /old_locus_tag="BA0434"
                     /note="identified by similarity to OMNI:EF2037; match to
                     protein family HMM PF09669; match to protein family HMM
                     TIGR02681"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24462.1"
                     /db_xref="Pathema:BA_0434"
                     /translation="MNQLQDLRHPVSEFVFTERNQVVTDSLTMAQMFGKEHKNVIRDI
                     EVQLEKLIEANETEWGQLNFEPTQYQHYQNKQWYPKFNLTEDAFAIVAMSYITPEAMK
                     MKIKFLQEFKRMKEHIQKVQQQPKSVEDAIIYSMTELKQIKSRQDHTEEEMNKMKLLV
                     DNELWLTEQHKGSVQRKVKQRVFELKKEGYDNASYQGIYGALKRHFGVAKYDKIPRKY
                     YQNAMRFIAGWYPPERPNTLDDYVS"
     gene            453306..453656
                     /locus_tag="BA_0435"
                     /old_locus_tag="BA0435"
                     /db_xref="Pathema:BA_0435"
     CDS             453306..453656
                     /locus_tag="BA_0435"
                     /old_locus_tag="BA0435"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa04, DNA binding
                     protein"
                     /protein_id="AAP24463.1"
                     /db_xref="Pathema:BA_0435"
                     /translation="MKNSTVQIALAVTKFSAQKGWSDEEFWEAIELLRFNKEDARQTA
                     IEKLDTIPVTYDNTNDYPIMLKVDHVAEVLGISQRKAYDIMDQKGFPLVKIGRKKVVP
                     RDAFFNWLERGVSA"
     gene            453629..453820
                     /locus_tag="BA_0436"
                     /old_locus_tag="BA0436"
                     /db_xref="Pathema:BA_0436"
     CDS             453629..453820
                     /locus_tag="BA_0436"
                     /old_locus_tag="BA0436"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24464.1"
                     /db_xref="Pathema:BA_0436"
                     /translation="MARKGGVSMMEDTTSLVAFAMFIAFSILLLYITYEPIKRWAWSN
                     VEQNKKTHGSGSFKKKQLS"
     gene            453850..454035
                     /locus_tag="BA_0437"
                     /old_locus_tag="BA0437"
                     /db_xref="Pathema:BA_0437"
     CDS             453850..454035
                     /locus_tag="BA_0437"
                     /old_locus_tag="BA0437"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24465.1"
                     /db_xref="Pathema:BA_0437"
                     /translation="MDLIKYQVLLPNKFWDLAESKDELKKMIEQYFKNSYPHYKIKEI
                     IRSGESHIAICERKWLI"
     gene            454161..454904
                     /locus_tag="BA_0438"
                     /old_locus_tag="BA0438"
                     /db_xref="Pathema:BA_0438"
     CDS             454161..454904
                     /locus_tag="BA_0438"
                     /old_locus_tag="BA0438"
                     /note="identified by similarity to GP:12829835; match to
                     protein family HMM PF04271; match to protein family HMM
                     TIGR01446"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa04, DnaD replication
                     protein"
                     /protein_id="AAP24466.1"
                     /db_xref="Pathema:BA_0438"
                     /translation="MVYWYKPTEVRDEHSNNVRYKQKFKADTLQKSYQQFADSFGFTK
                     RQVKDACDYLKDRRLVHIEFRTIFVNGTRCNNVMFIEPIPEEIQKISILYWENGTPPT
                     LERKRVLQQNEPPSYDKKEEPPTFKRKTNTENTTKNTTENVSSSSIFSFYENNFGILN
                     SFIAENISQWVNDTSEELVQAAMERALKQQKKWNYAEGILKQWVNNNVKTLKDVDALE
                     TEYQRNKGVKKRVGINRKSDDSDSEYIGL"
     gene            454873..455676
                     /locus_tag="BA_0439"
                     /old_locus_tag="BA0439"
                     /db_xref="Pathema:BA_0439"
     CDS             454873..455676
                     /locus_tag="BA_0439"
                     /old_locus_tag="BA0439"
                     /note="identified by similarity to EGAD:7684; match to
                     protein family HMM PF01695"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa04, DNA replication
                     protein DnaC"
                     /protein_id="AAP24467.1"
                     /db_xref="Pathema:BA_0439"
                     /translation="MTRIVNTSACSEETEGYTCEHCNKYIAAITVEVPQLRIKNKILP
                     TCECVVEREEAKIREAQNFAKKREIEKLFSISNLGERFSKSTFESFLDRNGSETAYKV
                     AVKYVKTFKEWNGESLMLWGEPGNGKTHLAAAIVNELSKKGYIVVFQSVPELLQRIRS
                     TFNSENKENETQIMRALLECDLLILDDIGAEKTTEWVEEKLFNIIDGRYRKELPTLYT
                     SNLEPKELKNQVGKRSYDRMVETSLTVKNEAASYRREIAKQRLQRFIEA"
     gene            455692..455886
                     /locus_tag="BA_0440"
                     /old_locus_tag="BA0440"
                     /db_xref="Pathema:BA_0440"
     CDS             455692..455886
                     /locus_tag="BA_0440"
                     /old_locus_tag="BA0440"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24468.1"
                     /db_xref="Pathema:BA_0440"
                     /translation="MCVLCHDTGIIRKETYPGVIETNGCNCEVAKRQQAENDKRWQAW
                     LIKFESMKQELERSKQQKAS"
     gene            455911..456084
                     /locus_tag="BA_0441"
                     /old_locus_tag="BA0441"
                     /db_xref="Pathema:BA_0441"
     CDS             455911..456084
                     /locus_tag="BA_0441"
                     /old_locus_tag="BA0441"
                     /note="identified by similarity to GP:16414921"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24469.1"
                     /db_xref="Pathema:BA_0441"
                     /translation="MKPTKVEIDVTDNKIYVVKNGEVTPLNPPATGFGEQIITWQGGK
                     VDRVSTTITEKIK"
     gene            456365..456781
                     /locus_tag="BA_0442"
                     /old_locus_tag="BA0442"
                     /db_xref="Pathema:BA_0442"
     CDS             456365..456781
                     /locus_tag="BA_0442"
                     /old_locus_tag="BA0442"
                     /note="identified by similarity to GP:5730276"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP24470.1"
                     /db_xref="Pathema:BA_0442"
                     /translation="MFNRWLTDEEYQQAESNGISRRVLYMRMYRYGWELQEALTTPPR
                     TYWHMGEGKHNKWLKLAEKNGVNSSTFYSRVNNGWDPKDAASIPTRKQMDRKELVKIA
                     ESNGISVSTFRSRLSYGWDPMKAATTPAKSKNKNIS"
     gene            456797..457261
                     /locus_tag="BA_0443"
                     /old_locus_tag="BA0443"
                     /db_xref="Pathema:BA_0443"
     CDS             456797..457261
                     /locus_tag="BA_0443"
                     /old_locus_tag="BA0443"
                     /note="identified by similarity to GP:15281706; match to
                     protein family HMM PF03819"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24471.1"
                     /db_xref="Pathema:BA_0443"
                     /translation="MNIMENGVLEATKLISEARKEATVLQIASILSIGELNDYQEATL
                     RTWNNKTDFGGRVSNAALGLTGEAGEVADIVKKAIYHGHGFQPSHCPGEEDGNTYKLA
                     LELGDILYYLSIMAHELGYTLQDIAEMNIAKLAKRYPDGFSREASQARVDVK"
     gene            457299..457478
                     /locus_tag="BA_0444"
                     /old_locus_tag="BA0444"
                     /db_xref="Pathema:BA_0444"
     CDS             457299..457478
                     /locus_tag="BA_0444"
                     /old_locus_tag="BA0444"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24472.1"
                     /db_xref="Pathema:BA_0444"
                     /translation="MNMYVVTLSHYTDEAYFEIECVCPTKELAKEQVDKLQREKDPTH
                     SEWKYSWDIVKVISE"
     gene            457521..457811
                     /locus_tag="BA_0445"
                     /old_locus_tag="BA0445"
                     /db_xref="Pathema:BA_0445"
     CDS             457521..457811
                     /locus_tag="BA_0445"
                     /old_locus_tag="BA0445"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by similarity to GB:AAA91935.1"
                     /codon_start=1
                     /transl_table=11
                     /product="prophage LambdaBa04, transactivating regulatory
                     domain protein"
                     /protein_id="AAP24473.1"
                     /db_xref="Pathema:BA_0445"
                     /translation="MVMNIKVDELKENEDGIKGGKITITNEAHTITIHSQHVDDAYYL
                     AGNLEDCANKIEVKQNCEKCCHCDGKGVGLDWGAMKFWECDVCDGTGELDSK"
     gene            458011..458610
                     /locus_tag="BA_0446"
                     /old_locus_tag="BA0446"
                     /db_xref="Pathema:BA_0446"
     CDS             458011..458610
                     /locus_tag="BA_0446"
                     /old_locus_tag="BA0446"
                     /note="identified by similarity to GP:13491646"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24474.1"
                     /db_xref="Pathema:BA_0446"
                     /translation="MEYIEKATKEIRENWFGDHVAEIQGEEGLQVIYWGKPGTGSYRA
                     KFVLSGYNVFVSGDIGEAVYNLTCPATLENIKGCNLGYFTGKLTAFCEERWNFDQDKA
                     KEELNEFWEEYEMNETKDGKEIYDDIVSAIDESSSMESYHFWVGNVYHNSSLESDTME
                     CIWDFGKRLPRRLIGYWLGLQMAIEQLEKNKPAAEAVTL"
     gene            458648..458818
                     /locus_tag="BA_0447"
                     /old_locus_tag="BA0447"
                     /db_xref="Pathema:BA_0447"
     CDS             458648..458818
                     /locus_tag="BA_0447"
                     /old_locus_tag="BA0447"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24475.1"
                     /db_xref="Pathema:BA_0447"
                     /translation="MAKTEKFSVVLELPRDIEVGSTVRQKGKILTITSIRKIECISSR
                     LILVSGNATVQK"
     gene            458831..459016
                     /locus_tag="BA_0448"
                     /old_locus_tag="BA0448"
                     /db_xref="Pathema:BA_0448"
     CDS             458831..459016
                     /locus_tag="BA_0448"
                     /old_locus_tag="BA0448"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24476.1"
                     /db_xref="Pathema:BA_0448"
                     /translation="MKRIGINDKCIGCGAEVDDPECECEWRTCSCCGYPDCFVYEEGR
                     YYHCKNCDHSTDPGHYM"
     gene            459042..459179
                     /locus_tag="BA_0449"
                     /old_locus_tag="BA0449"
                     /db_xref="Pathema:BA_0449"
     CDS             459042..459179
                     /locus_tag="BA_0449"
                     /old_locus_tag="BA0449"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24477.1"
                     /db_xref="Pathema:BA_0449"
                     /translation="MRERENWDVLCEECDKVIIIGVKTESGDHYCEACYDKLAYGNKD
                     K"
     gene            459223..459627
                     /locus_tag="BA_0450"
                     /old_locus_tag="BA0450"
                     /db_xref="Pathema:BA_0450"
     CDS             459223..459627
                     /locus_tag="BA_0450"
                     /old_locus_tag="BA0450"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24478.1"
                     /db_xref="Pathema:BA_0450"
                     /translation="MKTYEELVEKCKELVEKGWTPESVRECFEAYSEFGIDAIQSAMN
                     EALLNNGCSDNVLDYRPNLENLKALGLEEDYVFQALAYMGNASQFMSWANTVLALVDD
                     VPEQLKQDIKKVHSGIYEMQEKLREYKKEDDE"
     gene            460114..460296
                     /locus_tag="BA_0452"
                     /old_locus_tag="BA0452"
                     /db_xref="Pathema:BA_0452"
     CDS             460114..460296
                     /locus_tag="BA_0452"
                     /old_locus_tag="BA0452"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24479.1"
                     /db_xref="Pathema:BA_0452"
                     /translation="MGTLVVNCGEYEFTRFESAVRTLEQEYGYEGEAWEMVVASGDLE
                     ILSDFLNSDGLNAEIE"
     gene            460328..460702
                     /locus_tag="BA_0453"
                     /old_locus_tag="BA0453"
                     /db_xref="Pathema:BA_0453"
     CDS             460328..460702
                     /locus_tag="BA_0453"
                     /old_locus_tag="BA0453"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24480.1"
                     /db_xref="Pathema:BA_0453"
                     /translation="MTVVSRSHRALKRKYRPIRKEFKKDILEATKNNRAFAMMIIETY
                     TASQHRTHIMKVWELLGIHHREAYKDYCDKLMGKHLTGRDEIMRSIYFADKVLYDKYH
                     RKLPECYAMGDALGIAYKVLKQ"
     gene            460808..461164
                     /locus_tag="BA_0454"
                     /old_locus_tag="BA0454"
                     /db_xref="Pathema:BA_0454"
     CDS             460808..461164
                     /locus_tag="BA_0454"
                     /old_locus_tag="BA0454"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24481.1"
                     /db_xref="Pathema:BA_0454"
                     /translation="MSKVIEGQEVYVSTSGGWVGKSEPNLRKYIVVRANKTSFYANPE
                     GVEDKSPYRFNQKDLSHNTGWGYHYQAYRTEKEYWDMIERGKEKAQLRKELKDTVDKM
                     SLIELRKLKEVLFVTK"
     gene            461355..461507
                     /locus_tag="BA_0455"
                     /old_locus_tag="BA0455"
                     /db_xref="Pathema:BA_0455"
     CDS             461355..461507
                     /locus_tag="BA_0455"
                     /old_locus_tag="BA0455"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24482.1"
                     /db_xref="Pathema:BA_0455"
                     /translation="MINIESEVKRMKPLKKRKVRKAIARRAKAVEKHQVDKAWRNIFV
                     RNGYLK"
     gene            461623..461793
                     /locus_tag="BA_0456"
                     /old_locus_tag="BA0456"
                     /db_xref="Pathema:BA_0456"
     CDS             461623..461793
                     /locus_tag="BA_0456"
                     /old_locus_tag="BA0456"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24483.1"
                     /db_xref="Pathema:BA_0456"
                     /translation="MKVLKDQLREWKKQSNQMKKKPKKKRKEKLSTRDIEGLMGIHGP
                     RYERRRGALRQK"
     gene            461821..462303
                     /locus_tag="BA_0457"
                     /old_locus_tag="BA0457"
                     /db_xref="Pathema:BA_0457"
     CDS             461821..462303
                     /locus_tag="BA_0457"
                     /old_locus_tag="BA0457"
                     /note="identified by match to protein family HMM
                     TIGR01637"
                     /codon_start=1
                     /transl_table=11
                     /product="phage transcriptional regulator, ArpU family"
                     /protein_id="AAP24484.1"
                     /db_xref="Pathema:BA_0457"
                     /translation="MTKQLSFLPKIDRTATQEELEGVLESVRIHRQFGMMRKEMKVTP
                     SYEIREHGPTHTVGKPLEDVAIANIQQSKREEWLERMSVRIDQFLNRLGNGRAGSIQR
                     DIIYKRYLEEEDVCDYMVYNEIGMSERTYRRWKSKAFYKLAFALGLEVYETEETGGNE
                     "
     gene            462303..462845
                     /locus_tag="BA_0458"
                     /note="prophage LambdaBa04, site-specific recombinase,
                     phage integrase family, authentic point mutation; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_0458"
     gene            462978..463088
                     /locus_tag="BA_0459"
                     /old_locus_tag="BA0459"
                     /db_xref="Pathema:BA_0459"
     CDS             462978..463088
                     /locus_tag="BA_0459"
                     /old_locus_tag="BA0459"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24485.1"
                     /db_xref="Pathema:BA_0459"
                     /translation="MGKSLVKKYIREEYKNKWQSRDRFLAGNVPVVLEST"
     gene            complement(463157..463255)
                     /locus_tag="BA_0460"
                     /old_locus_tag="BA0460"
                     /db_xref="Pathema:BA_0460"
     CDS             complement(463157..463255)
                     /locus_tag="BA_0460"
                     /old_locus_tag="BA0460"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24486.1"
                     /db_xref="Pathema:BA_0460"
                     /translation="MLLAQRRAKALLINGNIQSVPSAGFGFYVPSL"
     gene            463434..463736
                     /locus_tag="BA_0461"
                     /old_locus_tag="BA0461"
                     /db_xref="Pathema:BA_0461"
     CDS             463434..463736
                     /locus_tag="BA_0461"
                     /old_locus_tag="BA0461"
                     /note="identified by match to protein family HMM PF01844"
                     /codon_start=1
                     /transl_table=11
                     /product="prophage LambdaBa04, Gp54"
                     /protein_id="AAP24487.1"
                     /db_xref="Pathema:BA_0461"
                     /translation="MAKEYAKKFYKSTVWKKCRDSYFKFRHGLCERCTDPGKIVHHKN
                     YITPENINDPEITLSFNNLELLCQDCHNREHHEKNSPVVEGVMFDENGDLIRREDI"
     gene            463733..463900
                     /locus_tag="BA_0462"
                     /old_locus_tag="BA0462"
                     /db_xref="Pathema:BA_0462"
     CDS             463733..463900
                     /locus_tag="BA_0462"
                     /old_locus_tag="BA0462"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa04, DNA binding
                     protein"
                     /protein_id="AAP24488.1"
                     /db_xref="Pathema:BA_0462"
                     /translation="MNTFFHNTIGVNDAAILLKVSPGHIKNMCAEGKIIAKKIGKTWV
                     IDRSKLKGVRK"
     gene            463897..464043
                     /locus_tag="BA_0463"
                     /old_locus_tag="BA0463"
                     /db_xref="Pathema:BA_0463"
     CDS             463897..464043
                     /locus_tag="BA_0463"
                     /old_locus_tag="BA0463"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24489.1"
                     /db_xref="Pathema:BA_0463"
                     /translation="MSEENKFGCRNWVSPEANLAYEEKVPSKDVLEVKREVLKMKQSP
                     PIKK"
     gene            464144..464515
                     /locus_tag="BA_0464"
                     /old_locus_tag="BA0464"
                     /db_xref="Pathema:BA_0464"
     CDS             464144..464515
                     /locus_tag="BA_0464"
                     /old_locus_tag="BA0464"
                     /note="identified by similarity to OMNI:NTL01SA1848"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24490.1"
                     /db_xref="Pathema:BA_0464"
                     /translation="MASKKELTKEERVNKEIRRLKRIYKELPKDTLMVVEGLIVEAAD
                     LRVRLEDIRKDLDENGYDEMFSQSENQEPYERERPAARRYIAMNKSYQTIMKQLGDYI
                     PKKPIENKEKDDGFDDFVTNR"
     gene            464512..466200
                     /locus_tag="BA_0465"
                     /old_locus_tag="BA0465"
                     /db_xref="Pathema:BA_0465"
     CDS             464512..466200
                     /locus_tag="BA_0465"
                     /old_locus_tag="BA0465"
                     /note="identified by match to protein family HMM PF03354"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa04, terminase, large
                     subunit"
                     /protein_id="AAP24491.1"
                     /db_xref="Pathema:BA_0465"
                     /translation="MRVQYPLSYNPIIEYYNKIESGEEIVGYKVKRIYKKLVDDIYDQ
                     DSIYEYNPKRANHAMEFIENFCKHSKGKWAGKPIDLELWQKAFIGSLFGFIHKIDGTR
                     KYREALLIVARKNGKSTLSSGICLYLQIADGEGGAEVYAVATKEKQAKIVWSEAKRMV
                     KKSPVLSKRIKALVKELNADFNDSTFQPVGSDSDTLDGLNVHGASLDEIHAWKDKNLY
                     DVIVDGTSAREQPLILMITTAGTVRESVYDMKYEEAERLLLSLDDEKEYTDPTFLPII
                     YELDSRKEWTDPKCWKKANPGLGTIKKIDNLQTKVNKAQANPLLVKNLLTKDFNVRET
                     SSEAWLTFEQLNNKQTFDVMELKPNYGIGGTDLSETTDLTAAKVIFMLPNDINVYVLQ
                     MYWLPEELLEQRSKEDKIPYDLWHEAGYLRTTPGNSIHPKFVTEWFLEIRDEYGIYLP
                     WIGYDRWSAKYWVEEMQGYFGKEAMVPVAQGKQTLSMPMKLLGADLEAKRIIYNNNPI
                     DKWCLSNTAIDIDKNLNIQPDKTNNQRRRIDGTAALLDAYVVLQEKKNDYLNMI"
     gene            466471..467436
                     /locus_tag="BA_0466"
                     /note="prophage LambdaBa04, portal protein, truncation;
                     comparison of this gene to its homologs suggests this gene
                     has been truncated; identified by similarity to
                     OMNI:SA0368"
                     /pseudo
                     /db_xref="Pathema:BA_0466"
     gene            467384..467974
                     /locus_tag="BA_0467"
                     /old_locus_tag="BA0467"
                     /db_xref="Pathema:BA_0467"
     CDS             467384..467974
                     /locus_tag="BA_0467"
                     /old_locus_tag="BA0467"
                     /note="identified by similarity to OMNI:NTL02EC1648; match
                     to protein family HMM PF04586; match to protein family HMM
                     TIGR01543"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa04, prohead protease"
                     /protein_id="AAP24492.1"
                     /db_xref="Pathema:BA_0467"
                     /translation="MGKLDKTETREIVTQKIEIREDDNGNRTLIGYAVKWEKKSVVMG
                     YYRKFREQFKNGAFTETLQNDDQRFLWSHDTSKVLGRTKNNTLRLNEDAVGLRFELDL
                     PDTTLGNDTYKSIKRGDVDGVSFGFSMISEEIQEPDDDLMLRTVTKAKLLEVSAVAFP
                     AYPDSEVSARGYDPYKHFTEEKKRSEKRRRLYLQTL"
     gene            467993..469183
                     /locus_tag="BA_0468"
                     /old_locus_tag="BA0468"
                     /db_xref="Pathema:BA_0468"
     CDS             467993..469183
                     /locus_tag="BA_0468"
                     /old_locus_tag="BA0468"
                     /note="identified by match to protein family HMM PF05065;
                     match to protein family HMM TIGR01554"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa04, major capsid
                     protein"
                     /protein_id="AAP24493.1"
                     /db_xref="Pathema:BA_0468"
                     /translation="MNKEQLLKRKSEIGELLSDETRSIDNLDTIETELRDINEQLAAI
                     EKREQLLNEARSINEGNAAGANKIETFNANLNLSNEKREIGTNTVEYRNAFMNYVLRG
                     EAIPAELRANAVTKTSDIGSVIPQTVLDKIIEKIEAVGMILPLITRTAIKGGVTVPTS
                     AVKPVATWVAESSGSDKQKKTTGSITFNYHKLRCAVAVSLEVETMSLAVFETTLINNI
                     VEAMTKAIEQAIVSGDGSGKPKGILAETPFEGQALDVAKINYKTLTDAEAALPLEYEA
                     SAIWTMTKKTFMEFSAMTDADGQPIARTNYGISGKPERILLGRPVVLCNYVDSFATAT
                     EGTAFAFLFNYKDYILNTNYQMGVKKYEDNETDDQVTKAIMIVDGKVVDKNSLVVLKK
                     APSA"
     gene            469199..469456
                     /locus_tag="BA_0469"
                     /old_locus_tag="BA0469"
                     /db_xref="Pathema:BA_0469"
     CDS             469199..469456
                     /locus_tag="BA_0469"
                     /old_locus_tag="BA0469"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24494.1"
                     /db_xref="Pathema:BA_0469"
                     /translation="MNHFVLNTFIDKETKVGYSKGDMYESNDSERIAFLIEKGFLKGN
                     KEIPTFPKHTGGGWYELSNGEKVQGKEEAMSAEQSLKDKES"
     gene            469453..469725
                     /locus_tag="BA_0470"
                     /old_locus_tag="BA0470"
                     /db_xref="Pathema:BA_0470"
     CDS             469453..469725
                     /locus_tag="BA_0470"
                     /old_locus_tag="BA0470"
                     /note="identified by match to protein family HMM
                     TIGR01560"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa04, DNA packaging
                     protein"
                     /protein_id="AAP24495.1"
                     /db_xref="Pathema:BA_0470"
                     /translation="MILKDVKKTLRISHDALDDEINDSIEAARHDLMLSGVSSVKANN
                     DDDPLIKRAIKVYCKAEFVTEAKEAERFQASYNMLKNHLTLAGDYK"
     gene            469722..470021
                     /locus_tag="BA_0471"
                     /old_locus_tag="BA0471"
                     /db_xref="Pathema:BA_0471"
     CDS             469722..470021
                     /locus_tag="BA_0471"
                     /old_locus_tag="BA0471"
                     /note="identified by similarity to GP:16415096; match to
                     protein family HMM TIGR01563"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24496.1"
                     /db_xref="Pathema:BA_0471"
                     /translation="MNDILFFPVVTTTKDDLGQIEVSEDFTRQVFCEKKSISQNEFFQ
                     AGQNGFKPKCVLIVYSLDYQEEQKVNYNNKTYSIYRTYERDDERIELYCEVKAGG"
     gene            470014..470370
                     /locus_tag="BA_0472"
                     /old_locus_tag="BA0472"
                     /db_xref="Pathema:BA_0472"
     CDS             470014..470370
                     /locus_tag="BA_0472"
                     /old_locus_tag="BA0472"
                     /note="identified by similarity to GP:16415095"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24497.1"
                     /db_xref="Pathema:BA_0472"
                     /translation="MASIDSLANDIARELQRYGKEVEEKLEVEKEEVANNLVSDLKEN
                     SPKNTGKYAKGWRKKKEGNGFIVHNALKPQLTHLLEKGHAQVNGGRVPAKVHIAPAEE
                     KAENEFLERVERAIQQ"
     gene            470367..470696
                     /locus_tag="BA_0473"
                     /old_locus_tag="BA0473"
                     /db_xref="Pathema:BA_0473"
     CDS             470367..470696
                     /locus_tag="BA_0473"
                     /old_locus_tag="BA0473"
                     /note="identified by similarity to GP:16415094"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24498.1"
                     /db_xref="Pathema:BA_0473"
                     /translation="MTLSELKKILDATGYPVAYSHFTATIGNPVPKPPFICYLVTGSP
                     NMIADSKVHFKISDVNIELYTAKKDLVAEAKLEKVLDDNEIPYESSEIYIDSEKLFQK
                     IYETRLI"
     gene            470697..471266
                     /locus_tag="BA_0474"
                     /old_locus_tag="BA0474"
                     /db_xref="Pathema:BA_0474"
     CDS             470697..471266
                     /locus_tag="BA_0474"
                     /old_locus_tag="BA0474"
                     /note="identified by match to protein family HMM
                     TIGR01603"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa04, major tail
                     protein"
                     /protein_id="AAP24499.1"
                     /db_xref="Pathema:BA_0474"
                     /translation="MENKVVFGLKKVHYSVITEDSSGKITYGTPAKLPGAVKMKLDPK
                     GEQSDFWADDSNYYTDSSNQGYEGTLNIANITEAFRTDVLGEILDEDDQVLTEVSNAK
                     IKRIALMFEFDGDVKATRHLLYNVSVSRPGFGSSTKSDKTEPNTTELKFVASQHPETL
                     NVKTSTKVTTPAGIYDAWYTKVYEKVVGA"
     gene            471271..471633
                     /locus_tag="BA_0475"
                     /old_locus_tag="BA0475"
                     /db_xref="Pathema:BA_0475"
     CDS             471271..471633
                     /locus_tag="BA_0475"
                     /old_locus_tag="BA0475"
                     /note="identified by similarity to GP:16415092"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24500.1"
                     /db_xref="Pathema:BA_0475"
                     /translation="MKKTIIIDEKAVLLKSTAGTAIRYKSQFRRDMFADILSLGVLSS
                     YISTDGDQSNIDLSQVDLSKLDFEVIYNLVWAFAKTANKEVPDPLTWLDTFGEFPIAE
                     IITEIQDLIKSTVQSKKK"
     gene            471744..471857
                     /locus_tag="BA_0476"
                     /old_locus_tag="BA0476"
                     /db_xref="Pathema:BA_0476"
     CDS             471744..471857
                     /locus_tag="BA_0476"
                     /old_locus_tag="BA0476"
                     /note="identified by similarity to GP:12724001"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24501.1"
                     /db_xref="Pathema:BA_0476"
                     /translation="MTIGDCLDYIDEYVELRNPKKEKENTRTATQDDFNNF"
     gene            471875..475810
                     /locus_tag="BA_0477"
                     /old_locus_tag="BA0477"
                     /db_xref="Pathema:BA_0477"
     CDS             471875..475810
                     /locus_tag="BA_0477"
                     /old_locus_tag="BA0477"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa04, tape measure
                     protein"
                     /protein_id="AAP24502.1"
                     /db_xref="Pathema:BA_0477"
                     /translation="MVGRIKGITIEIGGETTGLQSALKDVNKRSSELSKELKDIERLL
                     KFNPGNVEALAQKQQLLTQQIENTTKKLDSLKSAQQQVQAQFESGAISEEQYRAFRRE
                     IEFTEGQLNGFKNSLAGLKAEQEKAASSTRQLETLFSATGKSVDDFADALGNRLVNAI
                     KNGTASSRQLEQAIEIVGREALGAEADIGKLQQALRSVDDGNSIQNIRNDLNQLSQEA
                     EEASESVKGLGVELENVLGGIVAGGGIQEVIGQALDMSELKTKIDITFDVPESSKRSV
                     EDAIRTVVAYGGDAEEALEGVRRQWSLNKDASDAANTEIIKGAANIASSYSQIDFTEL
                     IQETNEIGSELNISNKEALGLVNSLLKIGFPPEQLDIIAEYGAQLRRVGYTAQEVQSI
                     MASAAKEKSWNIDNLLDGLKEGRIRSVEMARGLSNSMKDAVRDAVDDTEKMSDAQISA
                     MQKGFAKQESALANSFSNQEKALSKSHSRRQNELAKSLDAEYNAVSKSYENQQKNLEK
                     KLSAEYDAASKNYDRQQKALEKSLDAEVKAFEKSSEQKIKLIDKEYMERMKLIDEEKY
                     NRLKAVDDQINSLDAKTAAEDKYFKDRENAEKRADLKVKISKAKNEEERQAAIKALRD
                     LEEKMRLDKIREERKSQIDRLKEEKDSIKEASDAKKEALKSEFDSRKERVKEQINNEK
                     EALKERQQEQKEAFQQNKQENLKAISESNKAQLDSLREVNQANLSALKENHNERKQAL
                     SERLSDEMDAVRESHRAELESFKEMNAEKLELAKNPPDSAAVQEIFAQLEGWGKAIAK
                     GGEEGKQAFVDMVKWLDQIEDADLKEAIGVELFGTMWEDQGQKIINTILQTEQKQADL
                     KQGIDDLQQSVSKTDASPMVKLKEAMNDLKQALEPILLIIADVVSAFAGFISAHPVLA
                     AAITAITVAIGILVGICAALAPVIFLATSGAITFAGVMAALTSPIALVVAAIAGLIAI
                     WVLFGDKIMAIYNEYFKPTIDQIVSIIVSTLKPVFEQGFAIIKDVVQDAFIIIQRVWN
                     EILSPVFSVITSIIKTVLLPAFKFVFSAIGSVVSDAFSGIKDMWNNVLKPILNGIIDF
                     ISGIFSGNWEKAWGGIVKIFSGVFEGIKSAAKAPINAVVSMLNGLIEGINSIEMPDWV
                     PFVGGSKPSIPRIPMLATGGHVLGDGSFIAGEAGPELFTKRGNRVSVTPLSSTEKSLG
                     ITGTMSRLIGDMSYSMASSMKELSGLKSVMSNVYGSMASSSQAMSRNASQRTAEGNSS
                     SNANKSDSYNFADMFRGSTFVVREEADVQKLAVELGKYIKASGRRVGQL"
     gene            475807..476616
                     /locus_tag="BA_0478"
                     /old_locus_tag="BA0478"
                     /db_xref="Pathema:BA_0478"
     CDS             475807..476616
                     /locus_tag="BA_0478"
                     /old_locus_tag="BA0478"
                     /note="identified by similarity to OMNI:NTL01BH3522; match
                     to protein family HMM TIGR01633"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24503.1"
                     /db_xref="Pathema:BA_0478"
                     /translation="MSLTLDGKPLKQLGLALLPGYQHPAAPPVRDYTVSIPGRPGAYY
                     FGSDIDPMEFNLPLIIKPQENRYELAAAIRKMVDTFIDPYGKPKEVKLIYDYEPDKYY
                     LARYSGSMSIERYFRMGKFELPMIAYDPYAYSIIDSTNGIKWGDPIPWMSDIPISAGD
                     NSYTINSPQNISLNNYGTLVVRPVINISGSAENLTLTLKGERFSLGTFTNSTFLLDAK
                     HYTAIKNGQNYLFQLKGDLEKLELIPGANVIKISGVNLNINITFEYRAKYI"
     gene            476631..480209
                     /locus_tag="BA_0479"
                     /old_locus_tag="BA0479"
                     /db_xref="Pathema:BA_0479"
     CDS             476631..480209
                     /locus_tag="BA_0479"
                     /old_locus_tag="BA0479"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24504.1"
                     /db_xref="Pathema:BA_0479"
                     /translation="MADAPKLTGEETIKQSYYKINMAIDNSNDALKTAKDSLTSPVSN
                     ARIDPKAVTKDKLGDDVDYQTTALGGAIIGDNVMWEKVAIFGPKSNMTEEFTDNNELE
                     FGKKLLKLTVTSTSNYKQLLNPGTSEHANAGVEIPVYAKRYKKISGALNYKINKATGE
                     TLIRAGITVRYTDGTIQKSTMFKLKADGKEYADVFEQDIDNTKTISSMYLYISGGDVN
                     DVIKISYVSFWMGKTNDNIFDKSLLLSKIGDVDSSVTIIKENNRINWFTDAKNIIQNK
                     PMIKQGNELESSGSFLQKGIKNLNVNNIMGTPFWFEFECNSDSATPYFRFELPELMKK
                     LHEIRQSGLKLSKVNATVELYFPYNLKHNVTYRLLSKKITGEWHFFPLKTITKNTGAQ
                     TITIQLNEDIDSVIDTLGDYLTVYVTFQSALNTQKVYLGWMDIWMDDDKQVLFSENFD
                     GRAILPGTVVEQSLEKSLQEKINGTTVSNNPKKQLRVAMTGSSITWGKGLLDDGFVRE
                     IDYYLRDYLSNTYLHSDPSLLFKGANSIITNEKFYKRTARKMTGTESSVSFSLVGDEL
                     SIVHGLERSNKGAAIIELYVDGQLYDTFSNYNTEPYGNTVVNAIGDGTTVKFDLGRAF
                     TYNHVVKVNGITLVGKINDAESGATFPNGHDYMIIRKYGQNPDTQETEVHHFLYLKNA
                     PAARANIEVTMSYGENIIYTKSTIGEITESIEGALESRYGDDEISFDPANPAALSSGL
                     DFRETDERSVKTWNFAEYKEREFMFKIKGYDPRANKTVSPYFILNFITNRMHYIMNAG
                     IGGWTAEKLYNDNGLRNYHYLMRFDPDILFVESGTNDDWDSANQFVATKTITDVTEAA
                     LRRYPTLWLKSSKYVAVDNYTIETAALTIEEVTRNSVKINGTNTDLSSVKKGDYLIIG
                     DYHFDEREVVTRIIDTWDIATRTATFKKPLKPQEILNIRKLSDLTGRTVMVKRIDGFI
                     SWLDKVVDGVRQYNEDVQIGLVSTGLCAFTTRLLLGYPDKIKELALQKECTFANAFDF
                     IKRFQYNQTRVGSAFLNSANNTTSSGSNEYNLVNASGVDINVAQKLRGIRNYSIKVDG
                     IERYGDGCYIDNAYGYYFKPATTSSNLTIDNWNNKVTTKIAADYVTTKLVFTKDIPPN
                     GAKIEVSFSTEKWSSDDCHMGSLGGIHMYKNSLIDAMQIMICKSIG"
     gene            480275..480436
                     /locus_tag="BA_0480"
                     /old_locus_tag="BA0480"
                     /db_xref="Pathema:BA_0480"
     CDS             480275..480436
                     /locus_tag="BA_0480"
                     /old_locus_tag="BA0480"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24505.1"
                     /db_xref="Pathema:BA_0480"
                     /translation="MHLFEVDRECTYKSVDYKVISVLDNDLLLVVPKEDLANEKFPLQ
                     TYVIPEQIE"
     gene            480505..482139
                     /locus_tag="BA_0481"
                     /old_locus_tag="BA0481"
                     /db_xref="Pathema:BA_0481"
     CDS             480505..482139
                     /locus_tag="BA_0481"
                     /old_locus_tag="BA0481"
                     /note="identified by match to protein family HMM
                     TIGR01665"
                     /codon_start=1
                     /transl_table=11
                     /product="phage minor structural protein"
                     /protein_id="AAP24506.1"
                     /db_xref="Pathema:BA_0481"
                     /translation="MKHIKLYDKQLQLKAYLENAFKIKYSPPLNELWTAGFSLPFTDP
                     KREEIETFDYVEIFDNGKRIGLFRIMDSEEEREVSQKIITYDCEHVLSTLMDSVLFGY
                     HERINLTTRENIEYLLSKQRIKHWKLGQCDFVKYFQYSWENEDTILGPIYSIAKPFDE
                     KFQWTWDDTSYPWTLNLVKYSDEITGELRYRKNMKGIKRKVEAKDVMTRIYPLGYGEG
                     VNQLNIKSVNNGLPYIDAPDFVRELQDGFDYIWVDRRFEDPKTLYASAKAMLLKACMP
                     KVTYEIDAIDYELIDPYKIEKYETGKLVRLYDEDFNISVDLRVMDRSKDDVTGNPLDV
                     KLVLENKVTDIGTIQADIEKRQKVNEVYSQGTTNIDSQPFQDNCDPDHPAIIRFQIPN
                     DVKNVNQLILTFETLRFRAYERAIKGGGAVVASTSAGGANVSSTSSGGGTVGSTSSGG
                     SSVQASSSGGGTVKASSSGGDHVHKMFHGGGIVPAEPSTIGLYTAFSDPGRNTSASFY
                     AKGTGSSFYTYGSSGNHTHDISIPNHTHSININHKI"
     gene            482157..482636
                     /locus_tag="BA_0482"
                     /old_locus_tag="BA0482"
                     /db_xref="Pathema:BA_0482"
     CDS             482157..482636
                     /locus_tag="BA_0482"
                     /old_locus_tag="BA0482"
                     /note="identified by similarity to OMNI:VC0742"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP24507.1"
                     /db_xref="Pathema:BA_0482"
                     /translation="MQTIEIHTQGGLKHKVQTEVYNAEALNTKLNDNDLITVLIGDFI
                     IQRIDVKRIIPLNMIDAEGAKRVEVHTNAGKVIEITTNDYDPIYLNEQLNNNNTITVV
                     IGDYIFSRIDVKQVVPVKEEPKEPEQPPVTEPEKPTEPVTPPGEGTEDDSITTTEQL"
     gene            482731..482970
                     /locus_tag="BA_0483"
                     /old_locus_tag="BA0483"
                     /db_xref="Pathema:BA_0483"
     CDS             482731..482970
                     /locus_tag="BA_0483"
                     /old_locus_tag="BA0483"
                     /note="identified by similarity to OMNI:EF2804"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24508.1"
                     /db_xref="Pathema:BA_0483"
                     /translation="MAELKHDDMKELLVGLTRVETKLDTLGNVKEVAIEAQQSAKSAH
                     LRVDRLDKLVFWLGTTVIGAVIVGAITALFKFAGK"
     gene            483043..483186
                     /locus_tag="BA_0484"
                     /old_locus_tag="BA0484"
                     /db_xref="Pathema:BA_0484"
     CDS             483043..483186
                     /locus_tag="BA_0484"
                     /old_locus_tag="BA0484"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24509.1"
                     /db_xref="Pathema:BA_0484"
                     /translation="MLGFLFTKFGVPEAKSFLDELAPYLLSVGIALGIWSDHDVNSEG
                     DDK"
     gene            483186..483983
                     /locus_tag="BA_0485"
                     /old_locus_tag="BA0485"
                     /db_xref="Pathema:BA_0485"
     CDS             483186..483983
                     /locus_tag="BA_0485"
                     /old_locus_tag="BA0485"
                     /note="identified by match to protein family HMM PF01183"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa04, glycosyl
                     hydrolase, family 25"
                     /protein_id="AAP24510.1"
                     /db_xref="Pathema:BA_0485"
                     /translation="MGHIIDISKWNGDINWSIAKQHIDFIIARVQDGSNYVDPLYKGY
                     VQAMKQHGIPFGNYAFCRFVSIADAKKEAQDFWNRGDKSATVWVADVEVKTMNDMRAG
                     TQAFIDELYRLGAKKVGLYVGHHMYTPFGMANVKSDFVWIPRYGGNKPAYPCDIWQYT
                     ETGNVPGIGKCDLNSLIGNKSLSWFTESATQESVQAPTQNIIQSGAFSPYETPDVTGA
                     LTSLKMTAKFILKPDGLTYFISDPTSDAQLNAMKEYLDRKGWWYEVK"
     gene            complement(484037..484339)
                     /locus_tag="BA_0486"
                     /old_locus_tag="BA0486"
                     /db_xref="Pathema:BA_0486"
     CDS             complement(484037..484339)
                     /locus_tag="BA_0486"
                     /old_locus_tag="BA0486"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24511.1"
                     /db_xref="Pathema:BA_0486"
                     /translation="MQQLKQSEAASGEKLILKREDSKSEKTVLILCIILALPTIGISL
                     LFLVLYGLIKERNRKTYLVKNVATGERFHVDKEDFKQYEKEFKAKEKEVKKISDLQ"
     gene            484752..485489
                     /gene="truA2"
                     /locus_tag="BA_0487"
                     /db_xref="Pathema:BA_0487"
     CDS             484752..485489
                     /gene="truA2"
                     /locus_tag="BA_0487"
                     /EC_number="5.4.99.12"
                     /note="identified by similarity to SP:Q45557; match to
                     protein family HMM PF01416; match to protein family HMM
                     TIGR00071"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA pseudouridine synthase A"
                     /protein_id="ACZ49994.1"
                     /db_xref="Pathema:BA_0487"
                     /translation="MNNYKLTIQYDGARFKGWQRLGNNDNTIQGKIESVISEMVGKET
                     EIIGCSRTDAGVHALNQVANFQSDEKLVEHKVKKYLNQYLPNDISITNVEEVHDRFHA
                     RYNSKAKTYLYKIWNEEHTNPFMRKYSMHVNKKLNVKSMKEAAKHLVGSHDFTAFSNA
                     KSKKKSMVREVYSLEVMEEAGFVQIRVSGNGFLHNMVRKIVGALIEVGLGQLAAEAIP
                     QILEAKQRNQINCLAEASGLYLENVEF"
     gene            complement(485540..485743)
                     /locus_tag="BA_0488"
                     /old_locus_tag="BA0488"
                     /db_xref="Pathema:BA_0488"
     CDS             complement(485540..485743)
                     /locus_tag="BA_0488"
                     /old_locus_tag="BA0488"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24512.1"
                     /db_xref="Pathema:BA_0488"
                     /translation="MSNDNKLNLLQYLYFFPAILCMMLFINTDTSSFPYAKLLATISG
                     SFAAIMLAAFWNLKIRMKREKSS"
     gene            complement(485827..487230)
                     /gene="rocR1"
                     /locus_tag="BA_0489"
                     /old_locus_tag="BA0489"
                     /db_xref="Pathema:BA_0489"
     CDS             complement(485827..487230)
                     /gene="rocR1"
                     /locus_tag="BA_0489"
                     /old_locus_tag="BA0489"
                     /note="identified by similarity to SP:P38022; match to
                     protein family HMM PF00158; match to protein family HMM
                     PF02954; match to protein family HMM PF07728"
                     /codon_start=1
                     /transl_table=11
                     /product="arginine utilization regulatory protein RocR"
                     /protein_id="AAP24513.1"
                     /db_xref="Pathema:BA_0489"
                     /translation="MRTEEINLKQIIEMNMLYETLLNELDIGIHIINEESKTIIYNRK
                     MMEIESMERSDVLYKSPLEVFAFEENKNSTLIEALKLGKTNKNIKQTYFNNKGQEITT
                     INDTFPIIENGKIKGAIEISKEMNHLKQTIKMDSFRKQNTKFTFDHIIGDSEAIQSTI
                     AEGKRVIRTSSSILLVGETGTGKELFAQSIHNESQRSTKPFISQNCAAIPDTLMESLL
                     FGTNRGAFTGAIDKAGLFEEANGGTLLLDEINSLSPALQAKLLRAIQEKTIRRIGGTQ
                     EKEIDVRIIATINEDPLEAITHNRLREDLYYRLSVVTLCLPPLRERKEDIPALVQHFI
                     EKYNIQFGLSVTDVDIHVREFLYAYDWPGNVRELEHIIEGSMNLVEDENIITAFHLPT
                     RFREQIKKEFNTQPFLTNNATDAPKTLKHTIAEMEKNYITQILKEYHGNISQAAKFLG
                     LSRQNLQYRIKKLHLHI"
     gene            487504..487758
                     /locus_tag="BA_0490"
                     /old_locus_tag="BA0490"
                     /db_xref="Pathema:BA_0490"
     CDS             487504..487758
                     /locus_tag="BA_0490"
                     /old_locus_tag="BA0490"
                     /note="identified by similarity to OMNI:NTL01BH3947; match
                     to protein family HMM PF00364"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24514.1"
                     /db_xref="Pathema:BA_0490"
                     /translation="MKTVIEGVYSPCYGKVEKLFVKESSYVYEWEKLALIETIDKQKV
                     EIKVGISGYIESLEVVEGQAIADQKLLITMRDDLLITGSD"
     gene            487863..489284
                     /locus_tag="BA_0492"
                     /old_locus_tag="BA0492"
                     /db_xref="Pathema:BA_0492"
     CDS             487863..489284
                     /locus_tag="BA_0492"
                     /old_locus_tag="BA0492"
                     /note="identified by similarity to EGAD:24467; match to
                     protein family HMM PF00324"
                     /codon_start=1
                     /transl_table=11
                     /product="amino acid permease family protein"
                     /protein_id="AAP24515.1"
                     /db_xref="Pathema:BA_0492"
                     /translation="MMNQNQGLKRELKSRHIFMIALGGVIGTGLFLGSGYTIHEAGPG
                     GAIVAYLVGGFVMYLTMLCLGELAVAMPDAGSYQTYATKHISPAAGYVVGWMSWLNWS
                     ATIGIELIAVSILMKRWFPDVPSWIWCVVFAVLLFAINALSSRSFAEVEFWFASIKVI
                     TIIAFIILGGAAMFGFLDMKGNEPAPMFSSFTDYGGLFPNGLSAILITMIAVNFSFQG
                     TELVGIAAGESENPEKTIPKAINNTVWRILVFFVLSIFILAGLFPWQQAGVIESPFVV
                     VFDKIGIPYAADIINFVIITAVLSVANSGLYATSRMLWSMSNQGMISPIFGKLSKNGV
                     PIYALIVSTIVGCLSLLSGIYAEDTVYLWLLSIAGFGAILVWASIALSNLLARRSYIK
                     QGGDVKDLKFKTPLYPFVPLLALVLNVTVIVGMAFIPEQRMALYCGIPFMIVCLLFYR
                     ATRNKAHKVEHIEKTDTTEVDSL"
     gene            489380..490660
                     /locus_tag="BA_0493"
                     /old_locus_tag="BA0493"
                     /db_xref="Pathema:BA_0493"
     CDS             489380..490660
                     /locus_tag="BA_0493"
                     /old_locus_tag="BA0493"
                     /note="identified by similarity to GP:2634363; match to
                     protein family HMM PF01546; match to protein family HMM
                     PF07687; match to protein family HMM TIGR01910"
                     /codon_start=1
                     /transl_table=11
                     /product="putative acetylornitine deacetylase"
                     /protein_id="AAP24516.1"
                     /db_xref="Pathema:BA_0493"
                     /translation="MNEEVSQLLEQIDLRKDELLELTKTLIRFETPAPPARNTNEAQE
                     FVAEFLRKRNFSVDKWDVYPNDPNVVGVKKGTESDTHKSLIINGHMDVAEVSADEAWE
                     TNPFEPFIKDGWLVGRGAADMKGGLAGALFAIQLLQEAGIELPGDVIFQSVIGEEVGE
                     AGTLQCCKRGYDADFAVVVDTSDLHMQGQGGVITGWITVKSPQTFHDATRRQMIHAGG
                     RLFGASAIEKMMKIVQSLQELERHWAVMKTYEGYPSGTTTINPAVIEGGRHAAFIADE
                     CRLWITVHFYPNETHEQIIKEIEEYIGKVAAADPWLSENPPQFKWGGESMIVDRGEIF
                     PSLEIDSEHAAVKTLSSVHESILSKNAILDMSATVTDGGWFSEFHIPAVIYGPGTLEE
                     AHSINEKVEIEQLIEFTKVITAFIYEWCHTKKID"
     gene            complement(490755..491408)
                     /locus_tag="BA_0494"
                     /old_locus_tag="BA0494"
                     /db_xref="Pathema:BA_0494"
     CDS             complement(490755..491408)
                     /locus_tag="BA_0494"
                     /old_locus_tag="BA0494"
                     /note="identified by similarity to OMNI:NTL01BS03362;
                     match to protein family HMM PF01381; match to protein
                     family HMM PF06803"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein"
                     /protein_id="AAP24517.1"
                     /db_xref="Pathema:BA_0494"
                     /translation="MPKDNPNERLSKLIKKLLKERALSMRQLGMLTSIDPATISRIMN
                     GKQPPKQKHLQKFAECLQVPPQLLFDEMYPDSPHINKEKTDMYTSLDTIQQTLQSSNL
                     FDFDYTTTRVKQELENYERYAQTTEGEKRIHESFASKLEQIDSAGPFIEQLTDMYQQF
                     CNETISKEERAVLGGALLYFILSTDIIPDYLFPIGYLDDAIAVELAKEKLIELKRKT"
     gene            491538..492149
                     /locus_tag="BA_0495"
                     /old_locus_tag="BA0495"
                     /db_xref="Pathema:BA_0495"
     CDS             491538..492149
                     /locus_tag="BA_0495"
                     /old_locus_tag="BA0495"
                     /note="identified by similarity to GP:15022957; match to
                     protein family HMM TIGR02840"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24518.1"
                     /db_xref="Pathema:BA_0495"
                     /translation="MSTAGLFSIFLIGIASNLDNAGVGIAYGIRKIRISWFNNFIIAF
                     LGFLFTLLAGFFGNWIALFISEFTANLIGAIVLGIIGVFILCQPFLGQKNTVGSKDGN
                     VLMGILRDPEKADFDGSKTISFSEAVVLGVALSINNIAGGFDAGVTNLNLWLTATISG
                     VFSFICISGFAYVGKRFLAEYLGKWATVIAGLLLIFIGIDQLL"
     gene            492264..492422
                     /locus_tag="BA_0496"
                     /old_locus_tag="BA0496"
                     /db_xref="Pathema:BA_0496"
     CDS             492264..492422
                     /locus_tag="BA_0496"
                     /old_locus_tag="BA0496"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24519.1"
                     /db_xref="Pathema:BA_0496"
                     /translation="MGRGKAFDHKKKGHDHQPPKGAFIHKDVNEHTLEEEELPVNIEA
                     YKNSLKKH"
     gene            complement(492445..492786)
                     /locus_tag="BA_0497"
                     /old_locus_tag="BA0497"
                     /db_xref="Pathema:BA_0497"
     CDS             complement(492445..492786)
                     /locus_tag="BA_0497"
                     /old_locus_tag="BA0497"
                     /note="identified by similarity to OMNI:SA1849"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24520.1"
                     /db_xref="Pathema:BA_0497"
                     /translation="MKLIFQMGKQPVLEKTILLFILSIVESLKLKVVSLDEAHRYIFN
                     LEVLELLMDRNIDDQVLELIHFGMGLEDIHHVLPEELEHTIEELKWLCIQVLSEYSMH
                     EESEQLIEDIR"
     gene            complement(492825..492977)
                     /locus_tag="BA_0498"
                     /old_locus_tag="BA0498"
                     /db_xref="Pathema:BA_0498"
     CDS             complement(492825..492977)
                     /locus_tag="BA_0498"
                     /old_locus_tag="BA0498"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24521.1"
                     /db_xref="Pathema:BA_0498"
                     /translation="MEHFLIQSYPAILAGFFHFIKISILSAIHDRTETVLKVSLYHAY
                     LLPPPE"
     gene            complement(492962..493891)
                     /gene="glsA1"
                     /locus_tag="BA_0499"
                     /old_locus_tag="BA0499"
                     /db_xref="Pathema:BA_0499"
     CDS             complement(492962..493891)
                     /gene="glsA1"
                     /locus_tag="BA_0499"
                     /old_locus_tag="BA0499"
                     /EC_number="3.5.1.2"
                     /note="identified by similarity to SP:O87405; match to
                     protein family HMM PF04960"
                     /codon_start=1
                     /transl_table=11
                     /product="glutaminase A"
                     /protein_id="AAP24522.1"
                     /db_xref="Pathema:BA_0499"
                     /translation="MQCIETNNLQQLLEQVKPYTKKGKLATYIPELGNANPDDLGIAI
                     FHKETEYIHAGNSQTLFTLQSISKVITLALALLDRGEEYVFSKVGMEPTGDPFNSIIK
                     LETTSPSKPLNPMINAGALAITSMLAGKDNEEKMERILHFVREITDNPTINYSSKVAN
                     SELETAYLNRSLCYYMKQNGIIDCDIEELMDLYTRQCAVEVNCIDLARIGLIFAMDGY
                     DPYKKKQIIPKHITKICKTFMVTCGMYNESGEFAIRVGIPAKSGVAGGIFGCVKGEMG
                     IGIFGPALDANGNSIAGFKILELLSAQEGWSIF"
     gene            493961..494074
                     /locus_tag="BA_0500"
                     /old_locus_tag="BA0500"
                     /db_xref="Pathema:BA_0500"
     CDS             493961..494074
                     /locus_tag="BA_0500"
                     /old_locus_tag="BA0500"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24523.1"
                     /db_xref="Pathema:BA_0500"
                     /translation="MKKWNDKTKVTCSILGLSFRVFYSEKGEFSFYITVWK"
     gene            494216..495709
                     /locus_tag="BA_0501"
                     /old_locus_tag="BA0501"
                     /db_xref="Pathema:BA_0501"
     CDS             494216..495709
                     /locus_tag="BA_0501"
                     /old_locus_tag="BA0501"
                     /note="identified by similarity to OMNI:NTL01EC00662;
                     match to protein family HMM PF00367; match to protein
                     family HMM PF02378; match to protein family HMM TIGR00826;
                     match to protein family HMM TIGR01998"
                     /codon_start=1
                     /transl_table=11
                     /product="putative PTS system,
                     N-acetylglucosamine-specific IIBC component"
                     /protein_id="AAP24524.1"
                     /db_xref="Pathema:BA_0501"
                     /translation="MLQFLQRIGKALMLPIAVLPAAGLLLRLGQEDVFNIPVMAQAGA
                     AIFDNLALIFAIGVAIGLSVDGSGAAGLAGAIGYLVLQNTTNALSKTYSAAELNDKLK
                     SVQDLVGSVDPTKLADTMTKVSKAAALTPKINMAILGGIIAGVVAGLLYNKFHKIKLP
                     EWLGFFAGKRFVPIITSIVMLLLGLVFGQIWPTIQSGIDAVAHGIVNLGSIGAGLFGL
                     LNRLLIPIGLHHVMNTYFWFVLGDFTNAAGDIVHGDIARFFAKDPSAGMFMTGFFPVM
                     MFGLPAACFAMIAAAKPEKRKMVTGMLGGLALTSFLTGITEPIEFSFMFLSPVLYGIH
                     AVLTGLSLFITTTLGIHDGFSFSAGAIDYVLNFGIATKPLLLAGIGLIYAAIYFVVFY
                     FLIKKFDLKTPGREDEEEMAEGEEAPVAGSIGETYVAALGGKENLTVIDNCATRLRLQ
                     VKDAGQVNEAALKRAGAKGVMKLSNTSVQVIVGTNVESVADDMKKHV"
     gene            495964..497202
                     /locus_tag="BA_0502"
                     /old_locus_tag="BA0502"
                     /db_xref="Pathema:BA_0502"
     CDS             495964..497202
                     /locus_tag="BA_0502"
                     /old_locus_tag="BA0502"
                     /note="identified by similarity to EGAD:108570; match to
                     protein family HMM PF00144"
                     /codon_start=1
                     /transl_table=11
                     /product="putative penicillin-binding protein"
                     /protein_id="AAP24525.1"
                     /db_xref="Pathema:BA_0502"
                     /translation="MDQEKNNANGKSRRPIVYIKRTIILVLLFSLVYFMYTKIVTHNK
                     KEEILKAAEMKKQEELKKKEEKKKQEAQKQKEQEEQVKQAQAAEQPAEGPPQEINENA
                     QLDQYLQNIGFSGTAVIVKNGKVLVNKGYGMANKEKQVPNNSETTFYIGSISKAFVAT
                     AIMQLKDQHKLNVEDTIAKYIPDFPQGNSIQLKHLLTHTSGIPEYEQGAEDISHEELI
                     KRIGKQKRIGSPGEKWKYSDSNYSILAYIAEKVSGQPLEEYIKQHIFAPAGMKHSGFG
                     RELEQTRFPSTGYKIVNNNMTTPNIPSMSQLYGCGDIYTSAHDLYLFNEALFSGKLIS
                     KESYDQMFTGGKKDYGFGWYVDPGSYSNHGVMPGWNCLNGFSKNGSVYVVLLSNIQNN
                     IKSFGKVNNDIYTMLRNIEV"
     gene            497356..497757
                     /locus_tag="BA_0503"
                     /old_locus_tag="BA0503"
                     /db_xref="Pathema:BA_0503"
     CDS             497356..497757
                     /locus_tag="BA_0503"
                     /old_locus_tag="BA0503"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24526.1"
                     /db_xref="Pathema:BA_0503"
                     /translation="MCLFGKYWKKLSRLFNRQLDYFLDNKLLPAVERLLFSQNFARFI
                     QRNSKQATEEFIESSKFQSIICNILKECNTSPFKEIAEQYLGKNVEITVTVGQLTGVI
                     VAVGDDFLILQEGIGTEVLLPFASIISIKEA"
     gene            497774..497968
                     /locus_tag="BA_0504"
                     /old_locus_tag="BA0504"
                     /db_xref="Pathema:BA_0504"
     CDS             497774..497968
                     /locus_tag="BA_0504"
                     /old_locus_tag="BA0504"
                     /note="identified by similarity to OMNI:NTL01OI0577"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24527.1"
                     /db_xref="Pathema:BA_0504"
                     /translation="MLFTDELRNHVGELVQVVTAVEIVSGVLLSVTDGAVSVRTSPSY
                     GPPEDVIVRIPVIAYVRLEG"
     gene            497943..499529
                     /locus_tag="BA_0505"
                     /old_locus_tag="BA0505"
                     /db_xref="Pathema:BA_0505"
     CDS             497943..499529
                     /locus_tag="BA_0505"
                     /old_locus_tag="BA0505"
                     /note="identified by match to protein family HMM PF00535"
                     /codon_start=1
                     /transl_table=11
                     /product="glycosyltransferase, group 2 family"
                     /protein_id="AAP24528.1"
                     /db_xref="Pathema:BA_0505"
                     /translation="MPMFAWKGKRDKSMKVSVVIPVHNEASTLSKVLAEVKKLEPYEI
                     IIVDNGSTDGTKEIALQHHCRVIYYNHSLGNDVGRAIGAREAKGEIVLFLDGDIVMKS
                     EELYPFIKGIQQGHQIVLNNLTWSVYLKVRPHYTTVGKYMLNRYLNKKEFVVGSLIAI
                     PHAISREVIEKLGWWNLADPALFQAMAMSRGVDISDMASVDVIYTNKVRPVHTGTSPD
                     SPYPKATSRIMGDHLRALQYITETYGKRGGFSEGNRDREFIGKYKPVVLKKEKAKYSA
                     IIPVSEEKTTIRSVIQEVKKAGVDEIIIVANGADIETIKQVNLENVIVVEVTKTLGNN
                     VARAIGAMHATAEICLFVDGDYAIPAKKLVPFLRAIEDGSDMALNDLQCLLDIFHPAD
                     PISMGKYFVNLVAKRPDLWNNSLTAVPHAIRKKVIEKIGYDSLIIPPLAQMKAILEGF
                     SITTVEFVDVIKTNRVRPEQHEFVNGRISAFDRIFGDQLEAIAYLLQHTDERGGFTDG
                     DRDREIIQQLRREEENTNEY"
     gene            499519..500762
                     /locus_tag="BA_0506"
                     /old_locus_tag="BA0506"
                     /note="putative polysaccharide biosynthesis protein,
                     authentic frameshift; an automated process has identified
                     a potential problem with this gene model; it may contain
                     one or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_0506"
     gene            500759..501724
                     /locus_tag="BA_0507"
                     /old_locus_tag="BA0507"
                     /db_xref="Pathema:BA_0507"
     CDS             500759..501724
                     /locus_tag="BA_0507"
                     /old_locus_tag="BA0507"
                     /note="identified by match to protein family HMM PF00106;
                     match to protein family HMM PF01073; match to protein
                     family HMM PF01370; match to protein family HMM PF02719;
                     match to protein family HMM PF04321; match to protein
                     family HMM PF07993"
                     /codon_start=1
                     /transl_table=11
                     /product="NAD-dependent epimerase/dehydratase family
                     protein"
                     /protein_id="AAP24529.1"
                     /db_xref="Pathema:BA_0507"
                     /translation="MSKKCLITGGAGFIGSHLAEELVGRGYNVTIVDNFYKGKNKYHD
                     ELMKEIRVIPISVLDKNSIYELVNQHDVVFHLAAILGVKTTMEKSIELIETNFDGTRN
                     ILQAALKGKKKVVFASTSEVYGKAKPPFSEEGDRLYGATSKIRWSYAICKTLEETLCL
                     GYALEGLPVTIVRYFNIYGPRAKDGPYAGVIPRFISAALQGEDILVYGDGEQTRCFTY
                     VSDAVEATIRAMDEKVNGEIINIGSENEKSIKEVAEVIKKLTDSSSKIVQVPFEEVYP
                     HGFEEIPNRRPDVTKLKDLVQFQAKVTWEDGLKETIKWFREEDNG"
     gene            501717..503261
                     /locus_tag="BA_0508"
                     /old_locus_tag="BA0508"
                     /db_xref="Pathema:BA_0508"
     CDS             501717..503261
                     /locus_tag="BA_0508"
                     /old_locus_tag="BA0508"
                     /note="identified by match to protein family HMM PF00535"
                     /codon_start=1
                     /transl_table=11
                     /product="glycosyltransferase, group 2 family"
                     /protein_id="AAP24530.1"
                     /db_xref="Pathema:BA_0508"
                     /translation="MAKSLSVIIPAWNEIDTISDVIQSVKGLNPLEIIVVANGCTDGT
                     ETVAEHLGCKVLRYTEKLGNDVGRAAGAKESIGDVLLFIDGDFAIQTSKLQLFLNPIL
                     YNQADVVLNNLDALFLKRQKPNSITVWRQILNSILEREELKIDSLLAVPHALTKEVVQ
                     SIGYECFVNPILAHLRLVQGKWRISRHCAIDVITPNKFRPTEHAAYGTDLSPSEKRMI
                     GDHIEAVAERIVGSDERGGYCDGNRKRDSVYHTLDFEDFYQGWGVTSNLYKGKQLSVI
                     IPVQDEEKTIGNVIEELRKIEPFEIIVVVNGSSDQTATIAKDKGATTIVYKEALGNDV
                     GRSLGTYFAKGEIVLFIDGDFVIPASELYPFAKAIADGTDVALNDLNHYLDLRVPLHL
                     VTAFKYALNLACDRKDLGVGSLIAVPNAFSRKCLKQIGYRSLLAPCVAQVKAILSGFE
                     VACVSRVEVDKMNRIRPSEHFAKIGHPPAVLRIIGDHIEGLEQLIGLTGSRGGFHDGN
                     RKRDIL"
     gene            503601..505850
                     /gene="pfl"
                     /locus_tag="BA_0509"
                     /old_locus_tag="BA0509"
                     /db_xref="Pathema:BA_0509"
     CDS             503601..505850
                     /gene="pfl"
                     /locus_tag="BA_0509"
                     /old_locus_tag="BA0509"
                     /EC_number="2.3.1.54"
                     /note="identified by match to protein family HMM PF01228;
                     match to protein family HMM PF02901; match to protein
                     family HMM TIGR01255"
                     /codon_start=1
                     /transl_table=11
                     /product="formate C-acetyltransferase"
                     /protein_id="AAP24531.1"
                     /db_xref="Pathema:BA_0509"
                     /translation="MTQVLENVKNAWENFKGEKWKAEIDVRDFILNNVNVYEGDESFL
                     AGATEATKQLWDQVMDLTTKERENGGVLDMDTKIVSSITSHEPGYLNKETEKVVGFQT
                     DKPFKRSLQPYGGIRMAEQACESYGYEMDKELSRIFRDWRKTHNQGVFDAYTPEMRAA
                     RKSGVITGLPDAYGRGRIIGDYRRVALYGVDHLIEAKKADLNLTGGVMSEDTMRLREE
                     LSEQIRALQELKQMAASHGFDISKPATNAQEAFQWLYFAYLAAIKEQNGAAMSLGRTS
                     TFLDIYIERDLANGTLTEEDVQEIVDHFIMKLRLVKFARTPDYNELFSGDPTWVTESI
                     GGMALDGRPLVTKNSFRFLHTLDNLGPAPEPNLTVLWSKQLPQNFKNYCAKMSIKTSA
                     IQYENDDIMRADYGDDYGIACCVSAMRIGKQMQFFGARANLAKALLYAINGGKDEKSK
                     AQVGPEYAPITSEVLDYEEVMHKFDMTMEWLAGLYLNTLNVIHYMHDKYSYERIEMAL
                     HDTNVLRTMATGIAGLSVVADSLSAIKYAKVKPIRDENGIAVDFEIEGDFPKYGNNDD
                     RVDEIAVNLVKTFMNKLRKHKTYRNSVHTMSILTITSNVVYGKKTGNTPDGRRTGEPF
                     APGANPMHGRDTKGALASLLSVAKLPYEDAQDGISNTFSIIPKALGKEDEVQVRNLVS
                     MLDGYAVKEGHHLNINVFNRETLMDAMEHPEKYPQLTIRVSGYAVNFIKLTREQQIDV
                     INRTMHESM"
     gene            505920..506651
                     /gene="pflA"
                     /locus_tag="BA_0510"
                     /old_locus_tag="BA0510"
                     /db_xref="Pathema:BA_0510"
     CDS             505920..506651
                     /gene="pflA"
                     /locus_tag="BA_0510"
                     /old_locus_tag="BA0510"
                     /EC_number="1.97.1.4"
                     /note="identified by similarity to SP:P09374; match to
                     protein family HMM PF04055; match to protein family HMM
                     TIGR02493"
                     /codon_start=1
                     /transl_table=11
                     /product="pyruvate formate-lyase-activating enzyme"
                     /protein_id="AAP24532.1"
                     /db_xref="Pathema:BA_0510"
                     /translation="MVKGRIHSVESCGTVDGPGIRYVIFTQGCLLRCQYCHNADTWEI
                     GKGKEITVEEVMQDVTCYLPFIEASGGGITVSGGEPLLQLDFLIELFKKCKEIGIHTT
                     IDSSGGCYSEETEFQNKLDILMEYTDLVLLDLKHIDSKKHRKLTGKPNEHILQFARYL
                     SDKNKPIWVRHVLVPGVTDNEEDLQKLSSFIQSLSNVQKIEVLPYHKLGVYKWEALGH
                     KYPLANVEPPTEKNVEQARHILQAV"
     gene            507064..508230
                     /locus_tag="BA_0511"
                     /old_locus_tag="BA0511"
                     /db_xref="Pathema:BA_0511"
     CDS             507064..508230
                     /locus_tag="BA_0511"
                     /old_locus_tag="BA0511"
                     /note="identified by similarity to EGAD:45732; match to
                     protein family HMM PF04101; match to protein family HMM
                     PF06925"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24533.1"
                     /db_xref="Pathema:BA_0511"
                     /translation="MIKNPKVLILTAHYGNGHVQVAKTLEQTFRQKGIKDVIVCDLFG
                     ESHPVITDITKYLYLKSYTIGKELYRLFYYGVEKIYDKKIASWYANFGRKRLKLLLQA
                     EKPDIVINTFPIIAVPELKKQTGISIPVYNVLTDFCVHKIWIHREVDRYFVATDHVKK
                     VMVDIGVPAEQIVETGIPIRSSFELKINPDIIYNKYQLCKNKKILLIVAGAHGVLGSV
                     KELCQSFMSVPDLQVVVVCGKNEALKQDLVGVQETNPDALKVFGYVENIDELFRVTSC
                     MITKPGGITLSEAAALQVPVILYKPVPGQENENAMYFERKGAAVVIRDDSEVFAKTEA
                     LLQDDMKLLQMKEAMKSIYRPEPADHIVDTILAENHVEPNHIPIKSPALAQSFT"
     gene            complement(508595..508714)
                     /locus_tag="BA_0512"
                     /old_locus_tag="BA0512"
                     /db_xref="Pathema:BA_0512"
     CDS             complement(508595..508714)
                     /locus_tag="BA_0512"
                     /old_locus_tag="BA0512"
                     /note="identified by similarity to OMNI:NTL01BH0924"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24534.1"
                     /db_xref="Pathema:BA_0512"
                     /translation="MDKKKRDKTKNALSSTQEVLYQREFRKADRAAGYRSKSI"
     gene            complement(508825..509382)
                     /locus_tag="BA_0513"
                     /old_locus_tag="BA0513"
                     /db_xref="Pathema:BA_0513"
     CDS             complement(508825..509382)
                     /locus_tag="BA_0513"
                     /old_locus_tag="BA0513"
                     /note="identified by similarity to OMNI:NTL01BH0925"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24535.1"
                     /db_xref="Pathema:BA_0513"
                     /translation="MLKKRDLHDSHVLYELMVDPAVFPFVRQKAYSYEEYLFLTKQTI
                     EAEERGELISRTILDEWGNPIGTITLFDVQEKAGFLGTWLGKPYHGKGYNKLAKDSFF
                     SELFYELDIETIFMRIRKINIRSIKAAEKLQYVNLANETRKAVYDEINANEEVYNLYE
                     IPKDQYTLATMRDTTFQDAHHLKEA"
     gene            complement(509624..510754)
                     /locus_tag="BA_0514"
                     /old_locus_tag="BA0514"
                     /db_xref="Pathema:BA_0514"
     CDS             complement(509624..510754)
                     /locus_tag="BA_0514"
                     /old_locus_tag="BA0514"
                     /note="identified by match to protein family HMM PF01979;
                     match to protein family HMM PF07969"
                     /codon_start=1
                     /transl_table=11
                     /product="chlorohydrolase family protein"
                     /protein_id="AAP24536.1"
                     /db_xref="Pathema:BA_0514"
                     /translation="MKILLKQAMVYPITSQKFQGDVLVIGEKIAEVKPFIQPTQDMTV
                     IDARALHLLPGFIDVHTHLGLYDEGTGWAGNDANETSEVSTPHIRSLDGIHPLDIAFQ
                     DAVQNGITTVHVMPGSQNIIGGTTCVIKTAGTCIDHMIIQEPAGLKIAFGENPKKVHS
                     NGTKESITRMGIMGLLRESFYEAQHYGHEADFRMLPILKALRREIPVRIHAHRADDIS
                     SALRFATEFNLDLRIEHCTEGHFIIEELSKHNLKVSVGPTLTRRSKIELKNKTWDTYH
                     ILSKNGVEVSITTDHPYTPIQYLNLCAAVAVREGLDEKTALEGITIFPARNLRLEDRI
                     GSIEVGKDADLVLWTHHPFHYLAKPVLTMIDGKIIYKKNKKN"
     gene            complement(510895..511800)
                     /locus_tag="BA_0515"
                     /old_locus_tag="BA0515"
                     /db_xref="Pathema:BA_0515"
     CDS             complement(510895..511800)
                     /locus_tag="BA_0515"
                     /old_locus_tag="BA0515"
                     /note="identified by match to protein family HMM PF01370;
                     match to protein family HMM PF08338; match to protein
                     family HMM TIGR01777"
                     /codon_start=1
                     /transl_table=11
                     /product="cell division inhibitor-like protein"
                     /protein_id="AAP24537.1"
                     /db_xref="Pathema:BA_0515"
                     /translation="MKIAISGGTGFIGTYLSTFFIQKGYTVYILTRKKTTETSHPNLQ
                     YVQWTPDLQTFPLSSIDVVINLAGESINSRWTKKQKKIILNSRIQTTKGLIKQLQALP
                     AKPHTFINASAIGYYGTSETESFTEQHVTPGNDFLANTVYSWEQEASKARSLGIRTIY
                     ARFGVILGPDGGALPKMLLPYQFYIGGTVGSGKQWLSWIHIDDVASMIDFIIHKKEID
                     GPLNITAPEPIRMKGFGETIATIMKKPHWLPVPSFMLHALLGEMSILVLEGQHVLPSK
                     AIEHGYQYTFPTIDHALQNILSHTM"
     gene            511882..512694
                     /locus_tag="BA_0516"
                     /old_locus_tag="BA0516"
                     /db_xref="Pathema:BA_0516"
     CDS             511882..512694
                     /locus_tag="BA_0516"
                     /old_locus_tag="BA0516"
                     /note="identified by similarity to GP:10173539; match to
                     protein family HMM PF02631"
                     /codon_start=1
                     /transl_table=11
                     /product="recX domain protein"
                     /protein_id="AAP24538.1"
                     /db_xref="Pathema:BA_0516"
                     /translation="MAVITKIEVQKRSKERFNIYIDKGQGEEYGFSVNEVILIKHGLQ
                     KGLEIDEIALGNILYNEEVQKAYLQAISYLSYQMRTKLEIEDFLRKKEVGQAIISEVV
                     SKLLHDRYINDKEYAILYTRTQSNVNRKGPTVIKRELLNKGVQDLIIMHSLQEYTKEK
                     QIENALILIEKKKKSYQKHSFLQMKLKLDEMLVRKGYSRDVIQICLEELKDEKDDEKQ
                     QEALHYHGNKYYEKYKKYDGWTFENKMKQALYRKGFSIDEIEIFLQMKREEG"
     gene            512710..513021
                     /locus_tag="BA_0517"
                     /old_locus_tag="BA0517"
                     /db_xref="Pathema:BA_0517"
     CDS             512710..513021
                     /locus_tag="BA_0517"
                     /old_locus_tag="BA0517"
                     /note="identified by similarity to EGAD:108273; match to
                     protein family HMM PF08838"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24539.1"
                     /db_xref="Pathema:BA_0517"
                     /translation="MPKRYSEMTPYELREEIGVLKEQAIKAEQLGIVNEFDVLMRKIA
                     MARAYMTDINKFHIGETYELVEEPGILFEITYFNGVFAWGHKQNDNEEIGIPISLLQE
                     K"
     gene            complement(513086..513238)
                     /locus_tag="BA_0518"
                     /old_locus_tag="BA0518"
                     /db_xref="Pathema:BA_0518"
     CDS             complement(513086..513238)
                     /locus_tag="BA_0518"
                     /old_locus_tag="BA0518"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24540.1"
                     /db_xref="Pathema:BA_0518"
                     /translation="MSYRDRLDSRSELFNHTWTRPKHAKAQVNGQTQQTQSLIILANE
                     CKKRQF"
     gene            complement(513282..513440)
                     /locus_tag="BA_0519"
                     /old_locus_tag="BA0519"
                     /db_xref="Pathema:BA_0519"
     CDS             complement(513282..513440)
                     /locus_tag="BA_0519"
                     /old_locus_tag="BA0519"
                     /note="identified by similarity to OMNI:NTL01BH0929; match
                     to protein family HMM PF08176; match to protein family HMM
                     TIGR03091"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24541.1"
                     /db_xref="Pathema:BA_0519"
                     /translation="MGKQAEFWSESKNNSKIDGQPKAKSRFASKRPNGTINTHPQERM
                     RAANQQEE"
     gene            513562..513828
                     /locus_tag="BA_0520"
                     /old_locus_tag="BA0520"
                     /db_xref="Pathema:BA_0520"
     CDS             513562..513828
                     /locus_tag="BA_0520"
                     /old_locus_tag="BA0520"
                     /note="identified by similarity to OMNI:NTL01BH0930"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24542.1"
                     /db_xref="Pathema:BA_0520"
                     /translation="MNDIYEALTKELLEKNDKLSYAQARAWVELLWEDFQTTYAKSGR
                     YQGEEMTEQVVRSWINNHGGRLHEMRTNNPKYSHLINQEDHLKH"
     gene            complement(513853..514833)
                     /locus_tag="BA_0521"
                     /old_locus_tag="BA0521"
                     /db_xref="Pathema:BA_0521"
     CDS             complement(513853..514833)
                     /locus_tag="BA_0521"
                     /old_locus_tag="BA0521"
                     /note="identified by similarity to PIR:H69801; match to
                     protein family HMM PF04307"
                     /codon_start=1
                     /transl_table=11
                     /product="yfhP protein"
                     /protein_id="AAP24543.1"
                     /db_xref="Pathema:BA_0521"
                     /translation="MDTATHLVMGVTLGSLATLDPAIAQSDIGPQAVMLATIAGSNIP
                     DIDTVLKLRNNAKYIRNHRGITHSIPAVILWSFLISGISFAFFSDAPYLHLLLWSFIA
                     VFLHVFVDIFNAYGTQALRPFTKKWVALGIINTFDTVIFFIHILAIACMLVGSHKGYT
                     ALAAYILMIIYYIGRIIMHRNIRSVVHKRFKNVEKIIISPSYRFYHYHLAVVTADYYY
                     VARWHRGNIMIYDKFDRVPFPDNAIMRAAKQDENISAFLSFSPVYRWDIFDYDHYYEV
                     RFIDLRYRSKDYYPFVAIVQLDHNLNIISSYTGWIFSEEKLRKKLELLPH"
     gene            514983..516080
                     /gene="mutY"
                     /locus_tag="BA_0522"
                     /old_locus_tag="BA0522"
                     /db_xref="Pathema:BA_0522"
     CDS             514983..516080
                     /gene="mutY"
                     /locus_tag="BA_0522"
                     /old_locus_tag="BA0522"
                     /EC_number="3.2.2.-"
                     /note="identified by similarity to OMNI:NTL01BH0933; match
                     to protein family HMM PF00633; match to protein family HMM
                     PF00730; match to protein family HMM TIGR01084"
                     /codon_start=1
                     /transl_table=11
                     /product="A/G-specific adenine glycosylase"
                     /protein_id="AAP24544.1"
                     /db_xref="Pathema:BA_0522"
                     /translation="MTLEILNNFNIEQFQNDLIGWFEKEQRDLPWRKNKDPYRVWVSE
                     IMLQQTRVEAVKPYYANFMGKFPTLEALANADDEEVLKAWEGLGYYSRARNLHAAVKE
                     VKEVYGGIVPSDVKKIEKLKGVGPYTKGAILSIAYGIPEPAVDGNVVRVLSRILSVWD
                     DIAKPKTRKVFEEIVREIISAENPSYFNQGLMELGALICIPKNPACLLCPVREHCRGY
                     AEGVQKELPVKSKAKAPTMVPIVAGVLQTEDGRYVINKRPSTGLLANMWEFPNVELGE
                     GIRNQKEQLIDYMKEKFELSISIEEYAMNVQHTFTHRTWDIFVFYGKVTGDIVETDTL
                     KFVSKEAFEQLPFSKSHRTIYENCVEKITMQ"
     gene            complement(516115..516402)
                     /locus_tag="BA_0523"
                     /old_locus_tag="BA0523"
                     /db_xref="Pathema:BA_0523"
     CDS             complement(516115..516402)
                     /locus_tag="BA_0523"
                     /old_locus_tag="BA0523"
                     /codon_start=1
                     /transl_table=11
                     /product="yfhS protein"
                     /protein_id="AAP24545.1"
                     /db_xref="Pathema:BA_0523"
                     /translation="MKKFRIYLLLLIQTIENGGGNMYIGRDMTELTMVSKNEWKEDEL
                     AYFHHSLQQILPYLNAEGQSIYKEIVIEIESRGGLQEGEASWTHGTKISYD"
     gene            516465..516752
                     /locus_tag="BA_0524"
                     /old_locus_tag="BA0524"
                     /db_xref="Pathema:BA_0524"
     CDS             516465..516752
                     /locus_tag="BA_0524"
                     /old_locus_tag="BA0524"
                     /note="identified by match to protein family HMM PF04259;
                     match to protein family HMM TIGR01442"
                     /codon_start=1
                     /transl_table=11
                     /product="small acid-soluble spore protein, gamma-type"
                     /protein_id="AAP24546.1"
                     /db_xref="Pathema:BA_0524"
                     /translation="MSKKQQGYNKATSGASIQSTNASYGTEFATETNVQAVKQANAQS
                     EAKKAQASGASIQSTNASYGTEFATETDVHAVKKQNAQSAAKQSQSSSSNQ"
     gene            516941..517201
                     /locus_tag="BA_0526"
                     /old_locus_tag="BA0526"
                     /db_xref="Pathema:BA_0526"
     CDS             516941..517201
                     /locus_tag="BA_0526"
                     /old_locus_tag="BA0526"
                     /note="identified by similarity to EGAD:108291"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24547.1"
                     /db_xref="Pathema:BA_0526"
                     /translation="MNDFDKLVGEQLETMDELLKLQAHLEKYQQIEMSEKDTCDKKEL
                     HFIRQEIYRTELALKLLHEKFEEQTNSVIQSFETEKMISNLG"
     gene            517434..517964
                     /locus_tag="BA_0527"
                     /old_locus_tag="BA0527"
                     /db_xref="Pathema:BA_0527"
     CDS             517434..517964
                     /locus_tag="BA_0527"
                     /old_locus_tag="BA0527"
                     /note="identified by similarity to OMNI:NTL01BH0942; match
                     to protein family HMM PF04167"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24548.1"
                     /db_xref="Pathema:BA_0527"
                     /translation="MGFPKEGEKVQIHSYKHNGSIHRMWKETTILKGTQSLVIGANDR
                     TVVTESDGRTWITREPAICYFHENYWFNVIGMLREEGVYYYCNLSSPFAYDSEALKYI
                     DYDLDIKVYPDMTYTLLDEDEYEKHSQIMQYPPVIDTILKRNVAQLTQWIHQRKGPFA
                     PDFVDMWYERYLMYRN"
     gene            518019..519779
                     /locus_tag="BA_0528"
                     /old_locus_tag="BA0528"
                     /db_xref="Pathema:BA_0528"
     CDS             518019..519779
                     /locus_tag="BA_0528"
                     /old_locus_tag="BA0528"
                     /note="identified by match to protein family HMM PF00005;
                     match to protein family HMM PF00664"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, permease/ATP-binding protein"
                     /protein_id="AAP24549.1"
                     /db_xref="Pathema:BA_0528"
                     /translation="MQGIKRYLQFVKPYRWLIAITIMIGLVKFGIPLIMPWLLKYIID
                     DVIQGAGSLQDKTSQLVTAIGIAFFIFAVLRPPIEYYRQYFAQRIANTILYDLRKHIF
                     GHLQKLSLRYYSNTKTGEIISRVIHDVEQTKDFVITGLMNVWLDTATIAIAIIVMFSM
                     NIKLTFVALLILPIYVVAVKYFFGRLRKLTKERSQALATMQGYLHERIQGMQVTRSFA
                     LEEYEGKQFEKRNNEFLTKALTHTSWTARTFSAVNTLTDLGPLLVIGFAAYEVIQGQL
                     TLGTMVAFVGYMDSLYSPLRRLVNSSTTLTQSFASMDRVFELLDEKYDIVNVPSAVQT
                     KKLNGEVIFDNVSFRYNADEKEILHNLSLTMLPGEKVALVGASGGGKSSLASLIPRFY
                     DVSSGAVYVDGIDVRKYDMRNLRSHIGIVLQDNLLFSDTIGANILYGNPKATEEEVIA
                     AAKAAQIHDFIIELPDGYDTVVGERGVKLSGGQRQRVAIARVFLKNPSLLILDEATPA
                     LDLENERYIQEALQTLAADRTTIIIAHRLATITHVDTIIYIEDGEIKETGSHEELMKK
                     RGYYYNLYQLQHITETAPLA"
     gene            complement(519793..520881)
                     /locus_tag="BA_0529"
                     /old_locus_tag="BA0529"
                     /db_xref="Pathema:BA_0529"
     CDS             complement(519793..520881)
                     /locus_tag="BA_0529"
                     /old_locus_tag="BA0529"
                     /note="identified by similarity to EGAD:108295; match to
                     protein family HMM PF06081"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP24550.1"
                     /db_xref="Pathema:BA_0529"
                     /translation="MKLGARILKTGIAITLALFACILLNLPSPVFAGISAIFAVQPSV
                     YRSYLTALEQIQANVIGAVFAIAFATAFGHNPFIIGLTCILVIALTLQLRLENTISIA
                     LVTVIAIMEYQGEDFFSFALLRFATIMVGIIAASLVNLVFMPPKYETKLYHRIVDNTE
                     EIVKWIRMNSRQASDFTTLKTDIDRMKEKMIKLNHYYLLYKEERSYTKKVQFAKIRKL
                     VLFRQMLATTSRALSTLKSLHRTENELRYMPEEFQESIQNELDSLTHYHEQVLLKFIG
                     KAKKQQSVEMLDEVETGKQELIDIFMEYQNKDDEEAYKTWLHLFPLISAIINYSEEVE
                     HLDLLVDSFYTYHKPEAELKIDDKKEDE"
     gene            complement(521142..525578)
                     /locus_tag="BA_0530"
                     /old_locus_tag="BA0530"
                     /db_xref="Pathema:BA_0530"
     CDS             complement(521142..525578)
                     /locus_tag="BA_0530"
                     /old_locus_tag="BA0530"
                     /note="identified by similarity to SP:P09831; match to
                     protein family HMM PF00310; match to protein family HMM
                     PF01493; match to protein family HMM PF01645; match to
                     protein family HMM PF04898"
                     /codon_start=1
                     /transl_table=11
                     /product="putative glutamate synthase, large subunit"
                     /protein_id="AAP24551.1"
                     /db_xref="Pathema:BA_0530"
                     /translation="MLNKTNTWTPSLFRDYKNAEHDACGIVSVMEKRKIPTKENIDLC
                     IQSLVKMNHRAGFINGEGDGIGIHIDVPKALWNEKLKSSGYNPTIVDHPHFIVGHFFL
                     NKNENIVDLKNHIRTQLNNENFAILFESDNVINSDALGPLGKQEEPLFWQVALIAENE
                     VVNIEQTLFSVTIKIEENEAIHVASLSRDHVVYKVLGAGDTLVAYYNDLQHPLIASTM
                     TLGHNRYSTNTLSNFFRVQPFSILGHNGEINTIAKLRDQAEMIHVPLTAGGSDSQDLN
                     RTLETLLVQYGYSLFEAMDILFPPIINEIKLYETHLQDLYTYIREAWGHFAQGPAGII
                     SRYKDEAVFSVDSLGLRPVWKVEIESSYIFSSEPGVVSPTEYVAEPKPLAPGEKVGLK
                     WNEQDELVLYEHDDYQTQVYNRFKKKVDVTNYHLHLSIPKTKEIPDACDSMQVETKQY
                     VAFGWDREHIQLLEQMATKGVEPIRSLGHDSPLAALDTDRRNIADFIKESVAVVTNPA
                     IDRDREVEHFSTRTILGERPSLLSDAKKPFVVEMLSPIILEGSVAQSIAQELHTITYE
                     QLIELFNTHSSIATISATFSQAETLQCALSRISSEAITAVNDGASLLLIDDADAHLNE
                     RLWIDPHLVTAKVHQVLSENKLRRNCSLVIRSGALRSLHDIVTLHGLGADSINPYLLF
                     ATVNDGTKTPITNLYNALNKGLEKVISTIGIHELRGYGRLYSSIGLHEEIANILQITN
                     FLGSNDLAFSLESLAEDAQMRADDYNDPKVRIRKSFHIFPRIWKAIGDVAKGNSYDDY
                     RDKLSELEENNPIAIRHLIQTKETKHVIPTEEVSISIQNHDLPFIISSMSFGSQNEIA
                     FRAYAEAADQLNMISLNGEGGEIKDMIGKYPHTRGQQVASGRFGVNAELLNSSNLIEI
                     KIGQGAKPGEGGHLPGSKVTAKIAEARNATIGSDLISPSNNHDIYSIEDLAQMITEIK
                     TANQLAKVAVKVPVVPNIGTIAVGIAKAGADFINISGFDGGTGAARIHALQHVGLPVE
                     IGVKAAHNALLEANMRHNVEIWADGGIRSVNDALKIMLLGANRIGFGTLSMIAIGCTT
                     CRGCHLDTCHVGIATQIESEAQAKEHGLRRFVPRELESAVAGLLHLFTTFGEELKRLT
                     GNLGYTNLQEIVGRSDLLEQVRGKNLLNLCNLLQTIEHPSVIKTEHVLEKQFEPIHSP
                     HSKELVGVGVEQRVMGGLESCYRVRSKLYEDTKLEPLTLKYTNGSIPGNGLGAYNSEN
                     LFIHVNGGAQDGIGKTSFGGGIYITKAKGKDGLYYNGSVGKGFGYGAQKGALYVQGNA
                     DARAGIRLSGADMIIGGRMTKPLREKEQGNIGAYSNIKGFAFEYMTNGRALVLGDPGP
                     WICAGMTGGVVYLRHDSSLGLTEQALKRRIAKGANVTLQPISKNGVRDVNELLLDYIR
                     VLNEHEQYEEVALLTPLLDDMQQQFFEIIPKKEQADPSISTE"
     gene            complement(525778..527082)
                     /gene="hemL1"
                     /locus_tag="BA_0531"
                     /old_locus_tag="BA0531"
                     /db_xref="Pathema:BA_0531"
     CDS             complement(525778..527082)
                     /gene="hemL1"
                     /locus_tag="BA_0531"
                     /old_locus_tag="BA0531"
                     /EC_number="5.4.3.8"
                     /note="identified by similarity to SP:P71084; match to
                     protein family HMM PF00202; match to protein family HMM
                     TIGR00713"
                     /codon_start=1
                     /transl_table=11
                     /product="glutamate-1-semialdehyde-2,1-aminomutase"
                     /protein_id="AAP24552.1"
                     /db_xref="Pathema:BA_0531"
                     /translation="MVVKFTKSEALHKEALEHIVGGVNSPSRSFKAVGGGAPIAMERG
                     KGAYFWDVDGNKYIDYLAAYGPIITGHAHPHITKAITTAAENGVLYGTPTALEVKFAK
                     MLKEAMPALDKVRFVNSGTEAVMTTIRVARAYTGRTKIMKFAGCYHGHSDLVLVAAGS
                     GPSTLGTPDSAGVPQSIAQEVITVPFNNVETLKEALDKWGHEVAAILVEPIVGNFGIV
                     EPKPGFLEKVNELVHEAGALVIYDEVITAFRFMYGGAQDLLGVTPDLTALGKVIGGGL
                     PIGAYGGKKEIMEQVAPLGPAYQAGTMAGNPASMASGIACLEVLQQEGLYEKLDELGA
                     MLEKGILEQAAKHNIDITLNRLKGALTVYFTTNTIEDYDAAQDTDGEMFGKFFKLMLQ
                     EGVNLAPSKYEAWFLTTEHTKEDIEYTIEAVGRAFAALADNK"
     gene            527204..528217
                     /locus_tag="BA_0532"
                     /old_locus_tag="BA0532"
                     /db_xref="Pathema:BA_0532"
     CDS             527204..528217
                     /locus_tag="BA_0532"
                     /old_locus_tag="BA0532"
                     /note="identified by similarity to OMNI:NTL01SPL0383;
                     match to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP24553.1"
                     /db_xref="Pathema:BA_0532"
                     /translation="MKSVIEVQGLRKEFTAYSSRPGLKGAFRDLLNRNYKIVPAVNDV
                     SFTVKQGEMVGYIGENGAGKSTTIKMLTGILTPTSGDILVNGMNPHKQREEFVRTIGV
                     VFGQRSQLWWDIAVQESFRLLKKVYGVSDAQYKEHMEHVIETLDIGPLLDKPVRKLSL
                     GQRMRCELAAALIHNPPLLFLDEPTIGLDVLVKLKIREFLKEMNERYKTTILLTTHDI
                     TDIEALCERVIMLDEGNIMYDGSLNNLRTQWGAEKEIHFQFVAPVSYQALSMVMPDSH
                     VVWSKAKEENAWIAKIPNEEVIISMLISKVVQAFQIKDLKINEVSTEEIIRNIYEEGI
                     KHG"
     gene            528210..529001
                     /locus_tag="BA_0533"
                     /old_locus_tag="BA0533"
                     /db_xref="Pathema:BA_0533"
     CDS             528210..529001
                     /locus_tag="BA_0533"
                     /old_locus_tag="BA0533"
                     /note="identified by match to protein family HMM PF06182"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter, permease protein"
                     /protein_id="AAP24554.1"
                     /db_xref="Pathema:BA_0533"
                     /translation="MGKYIEMIRIRFLMMLAYRTNYYSGILIYTINIGAYYFLWQAIY
                     SGKENIESLSISQMTTYIAIAWMARAFYFNNIDREIAMEIQEGRVAVELIRPYNYLGM
                     KVMQGLGEGIFRFAFFSIPGMVIVTLLFSLQITTNFQTWLYFFLSLIFSFIINTQINL
                     MTGMLTFFLFNNSGIMYAKRVVIDLFSGLLLPISFYPLWAQKAMVFLPFQAISYIPSM
                     IFSEGIQGSKLYEALLFQVIWAIVLIIPIVLMWRTARKRLIVQGG"
     gene            529006..529791
                     /locus_tag="BA_0534"
                     /old_locus_tag="BA0534"
                     /db_xref="Pathema:BA_0534"
     CDS             529006..529791
                     /locus_tag="BA_0534"
                     /old_locus_tag="BA0534"
                     /note="identified by match to protein family HMM PF06182"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter, permease protein"
                     /protein_id="AAP24555.1"
                     /db_xref="Pathema:BA_0534"
                     /translation="MIYIKLFLQYASQYIKTKLEYRGDFIVGLLSDLSLQAVNLIFIL
                     VVFGHTQALKGWSREEVIFIYGFFLVPFAIFSAFFNIWDFNDRYIIKGEMDRILTRPI
                     HSLFQIILERMELESLIGAITGMIVMGYAAVELQLSFYWYDFFLFLLMVGGGALVYGG
                     IFVTLASLGFWSDAKSSIMPLMYNIGNYGRYPVNIYNRVIRFILTFVLPFAFVGVYPA
                     AYFLRKTEWNSYAFATPLVGVICFTIAITLWNQGVKRYRGAGN"
     gene            529864..530268
                     /locus_tag="BA_0535"
                     /old_locus_tag="BA0535"
                     /db_xref="Pathema:BA_0535"
     CDS             529864..530268
                     /locus_tag="BA_0535"
                     /old_locus_tag="BA0535"
                     /note="identified by similarity to EGAD:6263; match to
                     protein family HMM PF07885"
                     /codon_start=1
                     /transl_table=11
                     /product="putative potassium channel protein"
                     /protein_id="AAP24556.1"
                     /db_xref="Pathema:BA_0535"
                     /translation="MLWGFILLIVAIAILRSVQLLWSSYSDSTRFFSLYNLATLFLIY
                     TTVLIAFGLSYVVLEEMGFAVLKEEGESLNAHSFQLVEICLYFSAVTLLSVGYGDISP
                     IGIGRWIAIGEALIGYTLPFAFVMRSVIDNEK"
     gene            530313..530768
                     /gene="bcP"
                     /locus_tag="BA_0536"
                     /old_locus_tag="BA0536"
                     /db_xref="Pathema:BA_0536"
     CDS             530313..530768
                     /gene="bcP"
                     /locus_tag="BA_0536"
                     /old_locus_tag="BA0536"
                     /note="identified by similarity to EGAD:18740; match to
                     protein family HMM PF00578; match to protein family HMM
                     PF08534"
                     /codon_start=1
                     /transl_table=11
                     /product="bacterioferritin comigratory protein"
                     /protein_id="AAP24557.1"
                     /db_xref="Pathema:BA_0536"
                     /translation="MVTVGEMAPEFTLEGSNGEQVRLADFRGKNVVLYFYPKDMTPGC
                     TTEACDFRDSYGLFQEKDTVILGVSPDPANRHLKFIEKHELPFTLLVDEDHKVAELYD
                     VWKLKKNFGKEYMGIERSTFLINKDGELVKEWRKVKVKGHIEDVLSYIN"
     gene            531060..531494
                     /locus_tag="BA_0537"
                     /old_locus_tag="BA0537"
                     /db_xref="Pathema:BA_0537"
     CDS             531060..531494
                     /locus_tag="BA_0537"
                     /old_locus_tag="BA0537"
                     /note="identified by similarity to GP:16414294; match to
                     protein family HMM PF01475"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, Fur family"
                     /protein_id="AAP24558.1"
                     /db_xref="Pathema:BA_0537"
                     /translation="MTVVKEELKEALEMLKNTGVRITPQRHAILEYLVESMTHPTADD
                     IYKALEGKFPNMSVATVYNNLRVFKEVGLVKELTYGDASSRFDYVTSQHYHVICEKCG
                     KIVDFPYGGLEKLEEEAAKTTGFVINSHRLEIYGVCPECHKA"
     gene            complement(531693..532049)
                     /locus_tag="BA_0538"
                     /old_locus_tag="BA0538"
                     /db_xref="Pathema:BA_0538"
     CDS             complement(531693..532049)
                     /locus_tag="BA_0538"
                     /old_locus_tag="BA0538"
                     /note="identified by similarity to OMNI:NTL01BH0954"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24559.1"
                     /db_xref="Pathema:BA_0538"
                     /translation="MSIKYSNKINKIRTFALSLVFIGLFIAYLGVFFRENIIIMTTFM
                     MVGFLAVIASTVVYFWIGMLSTKTVQIICPSCDKPTKMLGRVDACMHCNQPLTMDRDL
                     EGKEFDEKYNKKSYKS"
     gene            532369..532467
                     /locus_tag="BA_0539"
                     /old_locus_tag="BA0539"
                     /db_xref="Pathema:BA_0539"
     CDS             532369..532467
                     /locus_tag="BA_0539"
                     /old_locus_tag="BA0539"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24560.1"
                     /db_xref="Pathema:BA_0539"
                     /translation="MKTERNKQRETSIFILDARQTNFIGEFDPGSG"
     gene            532463..533968
                     /gene="rrsI"
                     /locus_tag="BA_5792"
     rRNA            532463..533968
                     /gene="rrsI"
                     /locus_tag="BA_5792"
                     /product="16S ribosomal RNA"
     gene            534140..537047
                     /gene="rrlI"
                     /locus_tag="BA_5793"
     rRNA            534140..537047
                     /gene="rrlI"
                     /locus_tag="BA_5793"
                     /product="23S ribosomal RNA"
     gene            537148..537263
                     /gene="rrfI"
                     /locus_tag="BA_5794"
     rRNA            537148..537263
                     /gene="rrfI"
                     /locus_tag="BA_5794"
                     /product="5S ribosomal RNA"
     gene            537272..537346
                     /locus_tag="BA_5795"
     tRNA            537272..537346
                     /locus_tag="BA_5795"
                     /product="tRNA-Asn"
     gene            537349..537440
                     /locus_tag="BA_5796"
     tRNA            537349..537440
                     /locus_tag="BA_5796"
                     /product="tRNA-Ser"
     gene            537458..537532
                     /locus_tag="BA_5797"
     tRNA            537458..537532
                     /locus_tag="BA_5797"
                     /product="tRNA-Glu"
     gene            537538..537613
                     /locus_tag="BA_5798"
     tRNA            537538..537613
                     /locus_tag="BA_5798"
                     /product="tRNA-Val"
     gene            537638..537714
                     /locus_tag="BA_5799"
     tRNA            537638..537714
                     /locus_tag="BA_5799"
                     /product="tRNA-Met"
     gene            537718..537793
                     /locus_tag="BA_5800"
     tRNA            537718..537793
                     /locus_tag="BA_5800"
                     /product="tRNA-Asp"
     gene            537803..537878
                     /locus_tag="BA_5801"
     tRNA            537803..537878
                     /locus_tag="BA_5801"
                     /product="tRNA-Phe"
     gene            537897..537972
                     /locus_tag="BA_5802"
     tRNA            537897..537972
                     /locus_tag="BA_5802"
                     /product="tRNA-Thr"
     gene            537983..538066
                     /locus_tag="BA_5803"
     tRNA            537983..538066
                     /locus_tag="BA_5803"
                     /product="tRNA-Tyr"
     gene            538074..538147
                     /locus_tag="BA_5804"
     tRNA            538074..538147
                     /locus_tag="BA_5804"
                     /product="tRNA-Trp"
     gene            538167..538242
                     /locus_tag="BA_5805"
     tRNA            538167..538242
                     /locus_tag="BA_5805"
                     /product="tRNA-His"
     gene            538306..538380
                     /locus_tag="BA_5806"
     tRNA            538306..538380
                     /locus_tag="BA_5806"
                     /product="tRNA-Gln"
     gene            538386..538460
                     /locus_tag="BA_5807"
     tRNA            538386..538460
                     /locus_tag="BA_5807"
                     /product="tRNA-Gly"
     gene            538475..538545
                     /locus_tag="BA_5808"
     tRNA            538475..538545
                     /locus_tag="BA_5808"
                     /product="tRNA-Cys"
     gene            538556..538640
                     /locus_tag="BA_5809"
     tRNA            538556..538640
                     /locus_tag="BA_5809"
                     /product="tRNA-Leu"
     gene            complement(538848..539168)
                     /locus_tag="BA_0540"
                     /old_locus_tag="BA0540"
                     /db_xref="Pathema:BA_0540"
     CDS             complement(538848..539168)
                     /locus_tag="BA_0540"
                     /old_locus_tag="BA0540"
                     /note="identified by similarity to OMNI:EF1407"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24561.1"
                     /db_xref="Pathema:BA_0540"
                     /translation="MTHSNEKKPHGLKGIGEKLNPTIYQVRFMKLDEPIQFESFPELK
                     KLGDWLSTSTHMWACHSTMYKYNKEEFKKRFLEITNLTVDHVLISTGGVGFNFMSPGW
                     RDSL"
     gene            539521..540240
                     /locus_tag="BA_0541"
                     /old_locus_tag="BA0541"
                     /db_xref="Pathema:BA_0541"
     CDS             539521..540240
                     /locus_tag="BA_0541"
                     /old_locus_tag="BA0541"
                     /note="identified by similarity to EGAD:107673; match to
                     protein family HMM PF01709; match to protein family HMM
                     TIGR01033"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding regulatory protein, YebC/PmpR
                     family"
                     /protein_id="AAP24562.1"
                     /db_xref="Pathema:BA_0541"
                     /translation="MGRKWNNIKDKKASKDANTSRIYAKFGREIYVAAKQGEPDPESN
                     QALRVVLERAKTYNVPRTIIDRAVEKAKGGSEENYDELRYEGFGPNGAMVIVDTLTNN
                     VNRTAADVRAAFSKNSGNMGVNGSVAYMFDATAVIGLEGKTSDEVLEILMEADVDARD
                     ILEEEDAVIVYAEPDQFHAVQSALKDAGVEEFTVAELTMLAQNDVTLPEDAQAQFEKM
                     VDALEDLEDVQQVYHNVDLGE"
     gene            540358..540852
                     /locus_tag="BA_0542"
                     /old_locus_tag="BA0542"
                     /db_xref="Pathema:BA_0542"
     CDS             540358..540852
                     /locus_tag="BA_0542"
                     /old_locus_tag="BA0542"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by similarity to EGAD:8153;
                     match to protein family HMM PF00293"
                     /codon_start=1
                     /transl_table=11
                     /product="mutT/nudix family protein"
                     /protein_id="AAP24563.1"
                     /db_xref="Pathema:BA_0542"
                     /translation="MEYSLLLGGLHVEHKTPKHIVAVAGYLTNEKDEVLLAKVHWRAD
                     TWELPGGQVEEGEALDQAVCREIKEETGLTVKPIGITGVYYNASMNILAVVFKVAYVS
                     GEIKIQHEEIQEAKFVALNEENIDEYITRPHMKSRTLDAMRSSHFIPYETWEVQPYNL
                     IGRL"
     gene            541339..542115
                     /locus_tag="BA_0543"
                     /old_locus_tag="BA0543"
                     /db_xref="Pathema:BA_0543"
     CDS             541339..542115
                     /locus_tag="BA_0543"
                     /old_locus_tag="BA0543"
                     /note="identified by similarity to EGAD:6569; match to
                     protein family HMM PF00912"
                     /codon_start=1
                     /transl_table=11
                     /product="penicillin-binding domain protein"
                     /protein_id="AAP24564.1"
                     /db_xref="Pathema:BA_0543"
                     /translation="MKERVLSRVNYHQKVALNPMTKFFYKAIILLLLLSFTLLFIGNV
                     MIEQSDISKLHVPAKLEVPESLTHAFIATEDKRFYHHNGLDYIAIIRASVENIKAGGV
                     VQGGSTITQQLSKNAFLTNERTFSRKWKEIFYTKKIERTFTKDEILKLYVSNIYYGEG
                     AWGIEKAANLYFGKKVSQLTLAESAMMAAVVKAPAYYSPAQNYDKAVERRNVVLRLME
                     KEGYINHDEYMQAVSEKLVIRHDIKTERSMLNHAREKAVS"
     gene            542303..542956
                     /locus_tag="BA_0544"
                     /old_locus_tag="BA0544"
                     /db_xref="Pathema:BA_0544"
     CDS             542303..542956
                     /locus_tag="BA_0544"
                     /old_locus_tag="BA0544"
                     /note="identified by similarity to GP:2635861; match to
                     protein family HMM PF01323"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24565.1"
                     /db_xref="Pathema:BA_0544"
                     /translation="MKSSNKLMALGIVFSIAVLIVIGTIVYSIINDKKDKGNEMFAYS
                     TQQSLGKDDAPVKVVEFGDFKCPACRTWDVTVLPRLKEEYIDKGKVQLYFINFPFIGK
                     DSDLGAAAGEAIYKQDQDSFWIFYDEIYQSQKKDTEEWITEELLLNIVKEKLPKIDVE
                     QFKKDLHSKEIKEKVRKDSDRAQKLKVQGAPSVYVNGNLANPDFDSLKKAIDKELKK"
     gene            543071..543144
                     /locus_tag="BA_5810"
     tRNA            543071..543144
                     /locus_tag="BA_5810"
                     /product="tRNA-Gly"
     gene            543343..544485
                     /locus_tag="BA_0545"
                     /old_locus_tag="BA0545"
                     /db_xref="Pathema:BA_0545"
     CDS             543343..544485
                     /locus_tag="BA_0545"
                     /old_locus_tag="BA0545"
                     /note="identified by match to protein family HMM PF00037;
                     match to protein family HMM PF03130; match to protein
                     family HMM PF08331; match to protein family HMM TIGR00276"
                     /codon_start=1
                     /transl_table=11
                     /product="putative iron-sulfur cluster-binding protein"
                     /protein_id="AAP24566.1"
                     /db_xref="Pathema:BA_0545"
                     /translation="MDFEQLKQDVIAYSKTIGIDKIGFASASPFEELKQRLIQQQQLN
                     YQSGFEEPDIEKRTNPQLLLSGAKSIIAIALAYPSKLKNAPLSKRGERRGIFCRASWG
                     QDYHLVLRDRLQKLEAYLIEKLPDIEVKSMVDTGELSDRAVSERAGIGWSGKNCSIIT
                     PEFGSYVYLGEMITNVPFPPDQPIEDQCGSCTKCIDICPTGALIQGGQLDSKKCIAFL
                     TQTKGFLPEEYRDKIGNRIYGCDTCQTVCPKNKGMDFHNHPEMEPDPELVKPLLTPLL
                     TISNRDFKEKYGIMSGSWRGKKPLQRNAILALAHFKEASAIPDLIGVMKDDPRPVLRG
                     TAAWALGKIGGDGVGEAIEKAMQREKDEEVLHEMNRGLELLAQKKE"
     gene            544530..545417
                     /locus_tag="BA_0546"
                     /old_locus_tag="BA0546"
                     /db_xref="Pathema:BA_0546"
     CDS             544530..545417
                     /locus_tag="BA_0546"
                     /old_locus_tag="BA0546"
                     /note="identified by similarity to OMNI:NTL01BH1024"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24567.1"
                     /db_xref="Pathema:BA_0546"
                     /translation="MVVKINIEKQVQQFLAYVTEKRTNVDGIAEDLLQIAKRKRLLFQ
                     KRNADIVKATADVSFMRQLNNSNHQEIDYQIHFKYLIKHKELFYIEEEQLKRRVCLNN
                     SQVIGDYAIEAPEAVGMSETLEREVTKEKYGSYQYNRLEAVKYAERWWDDRNPVYRNF
                     PDNCTNFISQCLHTGEVPMNGYPNIRKGWWQRENQWSWSWAVAHSFYWYLSGATTGLR
                     AEAVERPEDLILGDVIAYDFEDDGRWNHTTIVVAKDADGMPLVNAHSANSRRRYWNYE
                     DSSKYTPQMKYKFFHIING"
     gene            545476..545964
                     /locus_tag="BA_0547"
                     /old_locus_tag="BA0547"
                     /db_xref="Pathema:BA_0547"
     CDS             545476..545964
                     /locus_tag="BA_0547"
                     /old_locus_tag="BA0547"
                     /note="identified by match to protein family HMM PF00588;
                     match to protein family HMM TIGR00185"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA methyltransferase, TrmH family, group 2"
                     /protein_id="AAP24568.1"
                     /db_xref="Pathema:BA_0547"
                     /translation="MGVHVVLYQPEIPANTGNIARTCAATGTELHLIRPLGFSTDDKM
                     LKRAGLDYWQHVKITYYDSIEEFYEKNKDGEFFYLTKYGEKAHTAFDYSKREKDYYFV
                     FGRETNGLPANVIEENFDHCLRIPMTDKVRSLNLSNTAAILIYEAFRQQNYPGLDLEI
                     VY"
     gene            546092..548161
                     /locus_tag="BA_0548"
                     /old_locus_tag="BA0548"
                     /db_xref="Pathema:BA_0548"
     CDS             546092..548161
                     /locus_tag="BA_0548"
                     /old_locus_tag="BA0548"
                     /note="identified by match to protein family HMM PF00563;
                     match to protein family HMM PF00989; match to protein
                     family HMM PF00990; match to protein family HMM PF08447;
                     match to protein family HMM PF08448; match to protein
                     family HMM TIGR00229; match to protein family HMM
                     TIGR00254"
                     /codon_start=1
                     /transl_table=11
                     /product="sensory box/GGDEF family protein"
                     /protein_id="AAP24569.1"
                     /db_xref="Pathema:BA_0548"
                     /translation="MKEQYSNQNTFLSMIDMDLIRRGLLHAIQDLVFIVKVIDDETFK
                     YIYVNKLGMDYAKLSEECYGKTFAEVLPEDTAEILQVQYAKVASEAKAHTFCDVVSLP
                     KGELHYESSLNPVFDEEGVCQFIICITRDITAQIEEKMEIEEKQMLFKSLLEYNNDSI
                     ISIDSIGRITYANPATYEIFGYRFEELNNKFIFEFINKEYEKDFQIIFKEAMQGRAKQ
                     IVSKKYVHKEGYELYISLRTIPIIVNGEIVGVYIVTRDVTKQVLNEMRTEYLAYYDQL
                     TGLMNRISCTNKLNDFLNEKVAFAFIFIDLDEFHLINDTFGHKEGDKVLQKVTECLSS
                     FQIPDMHLFREHDDQFVMLIENITKERVEVFAKSIQKKISEHFVIEEEDVYLSASIGI
                     VMAPTDGEDEKILFQRVDAALEKAKEKGKGHYHFYGNGLDCEREKRFIIENQLHRAIE
                     KNEFFLYYQPQMNIETKKIASMEALIRWENKELGFVSPNQFIPLAERTGFIIKLDEWV
                     INEVCRQIREWLNKGYEVVPIAVNISARHFRSITLIEMITRALHKYNVSAHLLAIEVT
                     EGALIHKDISKRVLLQLKEQNLKIHLDDFGTGYSSLSYLKTYPIDTLKIDRSFMEGIH
                     VDERDTNITAAIIHLAHTLELDVIAEGVEKAEQIQFLKEKNVKFVQGYYYSRPLSKYD
                     VENVYYK"
     gene            complement(548192..548287)
                     /locus_tag="BA_0549"
                     /old_locus_tag="BA0549"
                     /db_xref="Pathema:BA_0549"
     CDS             complement(548192..548287)
                     /locus_tag="BA_0549"
                     /old_locus_tag="BA0549"
                     /note="identified by similarity to OMNI:NTL01BH1026"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24570.1"
                     /db_xref="Pathema:BA_0549"
                     /translation="MKLLLILGVSLTFLTAIFTSGYNDKPGTHKK"
     gene            548553..550448
                     /locus_tag="BA_0550"
                     /old_locus_tag="BA0550"
                     /db_xref="Pathema:BA_0550"
     CDS             548553..550448
                     /locus_tag="BA_0550"
                     /old_locus_tag="BA0550"
                     /note="identified by similarity to OMNI:NTL01BS00896;
                     match to protein family HMM PF06798; match to protein
                     family HMM PF08298"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24571.1"
                     /db_xref="Pathema:BA_0550"
                     /translation="MDILKKIEQHREAEERLQWEGTFAEYLELVKERPWVAQTAHSRI
                     YNMIKDAGIEEVDGRRKYNFFSNQLFGLEDALERLVEEYFHPSAKRLDVRKRILLLMG
                     PVSGGKSTLVTMLKRGLETYSRTDRGAIFAIKGCPMHEDPLHLIPHHLRDDFFDEYGV
                     RIEGNLSPLNVMRLEQEYGSRIEDVVVERIFFSEDRRTGIGTFSPSDPKSQDIADLTG
                     SLDFSTIAEYGSESDPRAYRFDGELNKANRGMMEFQEMLKCDEKFLWHLLSLTQEGNF
                     KAGRFALISADELIVAHTNETEYRSFIANKKNEALHSRIIVMPVPYNLRVSEEEHIYE
                     KMIRESDVSDVHIAPHTLRVAAMFTILTRLKDPKRPDIDLIKKMRLYDGETVEGYNAI
                     DVEELQREYQDEGMKGIDPRYVINRISSTIIRKEVPSINALDVLRSLKDGLDQHPSIS
                     NEDRERYMNFISLARKEYDEIAKKEVQKAFVYSYEESAKTLMDNYLDNVEAYCNKSKL
                     RDPLTGEEMSPDEKLMRSIEEQIGISENAKKAFREEILIRISAYARKGKRFDYNSHER
                     LREAIQKKLFADLKDIVKITTSTKTPDENQLKKINDVVARLIDEHGYNSSSANELLRY
                     VGSLLNR"
     gene            550894..552069
                     /locus_tag="BA_0551"
                     /old_locus_tag="BA0551"
                     /db_xref="Pathema:BA_0551"
     CDS             550894..552069
                     /locus_tag="BA_0551"
                     /old_locus_tag="BA0551"
                     /note="identified by similarity to EGAD:29891; match to
                     protein family HMM PF04285; match to protein family HMM
                     TIGR02877"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24572.1"
                     /db_xref="Pathema:BA_0551"
                     /translation="MGEENQPNYTISQENWSLHRKGYDDQQRHQEKVQEAIKNNLPDL
                     VTEESIVMSNGKDVVKIPIRSLDEYKIRYNYDKNKHVGQGNGDSKVGDVVARDGSGGQ
                     KQKGPGKGQGAGDAAGEDYYEAEVSILELEQAFFKELELPNLKRKEMDENRIEHVEFN
                     DIRKTGLWGNIDKKRTMISAYKRNAMRGKASFHPIHQEDLKFRTWNEVLKPDSKAVVL
                     AMMDTSGSMGIWEKYMARSFFFWMTRFLRTKYETVDIEFIAHHTEAKVVPEEEFFSKG
                     ESGGTICSSVYKKALELIDNKYSPDRYNIYPFHFSDGDNLTSDNARCVKLVEELMKKC
                     NMFGYGEVNQYNRHSTLMSAYKNIKDENFRYYILKQKADVFHAMKSFFREESGEKMA"
     gene            552231..555443
                     /locus_tag="BA_0552"
                     /old_locus_tag="BA0552"
                     /db_xref="Pathema:BA_0552"
     CDS             552231..555443
                     /locus_tag="BA_0552"
                     /old_locus_tag="BA0552"
                     /note="identified by similarity to SP:P25146; match to
                     protein family HMM PF00560; match to protein family HMM
                     PF00746; match to protein family HMM PF05031; match to
                     protein family HMM TIGR01167"
                     /codon_start=1
                     /transl_table=11
                     /product="putative internalin"
                     /protein_id="AAP24573.1"
                     /db_xref="Pathema:BA_0552"
                     /translation="MLVAATLSLPFAVYATPILAATAATENMAVQSPKKHVFDAVIKA
                     YKDNSDEESYATVYIKDPKLTIENGKRIITATLKDSDFFDYLKVEDSKEPGVFHDVKV
                     LSEDKRKHGTKVIQFEVGELGKRYNMQMHILIPTLGYDKEFKIQFEVNMRTFVESDIE
                     EDEEEQIEDTQNIIRDKRLQQAINKNVLNRKDVNEPIFEEDLKEIKELNIYAGQGIES
                     LKGLEYMENLERITIQGSDVRNIAPISQLKRLKVVDLSFNKIENVEPLVNLEKLDILE
                     LQNNRIADVTPLSQLKKVRTINLSGNKISDIKPLYNVSSLRKLYVSNNKITDFTGIEQ
                     LNKLGTLGVGSNGLVNIEPISQMSGIVELNLEKNDIKDITSLSKLTGLQSLNLEENYV
                     SDVSSLSNLINLYELKLATNEIRDIRPIQELGKRIKIDAQRQKVFLDEAYMNEEVKIP
                     VYDVNGTALQNIEWKSEGGSITNGVIKWNSLGEKMYEFKMDAGESKIRFQGRVIQNIV
                     EKREESSNVIQDMKLRQYMNKHNFERKNVNTPITKEDLLTVKALKITDGKKEGITDFS
                     GLEFMTNVEELTLQNVNMKNAEFISSLRNLKSVDLSYNQIEDIKPLHSLEDLEKLNVS
                     DNGIKNVPELFKMQKLKTLDLSNNKLDNAALDGIHQLENLDALLVNNNEINNLDEISK
                     VSKLNKLEMMSNKVRDISPLASLKNLQWLNLSDNKIQDISTLSSMLDLLSLKLAGNEI
                     RDVRPVIQLAQWITVDIKNQKIVLEDGQMNQEIQIPIYDLEGEIFEDIELKSTDGIVT
                     DRGTVVWKTPGAKIYSFSLNGNYHGLSLLFSGTVTQNIVAKEEPKEPVEEVEGSKEEP
                     IKEAEGSKEEPKEPAKEVEGSKEEPKEPAKEVEGSKEEVKEPAKEVEGPKEEVKEPTK
                     EVEGPKEEVKEPTKEVEGPKEEVKEPMKEVEGSKEEVKGPTKEAEGSKEEVKEPTTEV
                     EGSKEVKEPGKEVEGSKDAINQSAVAQETNVNNQVGKEKVVENQNMKENKPAVTKQEE
                     SKKSLGATGGQENTSTLLSGLALVLSALSMFVFRKRLFKK"
     gene            555598..556464
                     /locus_tag="BA_0553"
                     /old_locus_tag="BA0553"
                     /db_xref="Pathema:BA_0553"
     CDS             555598..556464
                     /locus_tag="BA_0553"
                     /old_locus_tag="BA0553"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP24574.1"
                     /db_xref="Pathema:BA_0553"
                     /translation="MHVSSILKIEEVASFIASMNKDATQYVGYCGDEKEELLQTIIQD
                     FSHIGWEKSFVVTYENNKIIGVLGFDVDEVKKCADIWGPFIKAENWEEVALHMWKELI
                     EKVPFHIEKFYGFYHVENNNCARLMKKLHVKEQGRHSIFSLSHNTVEERSICNVEEAL
                     PKVFGQFVALHNYVFPNTYYEGNEIIGRLSDTNKLFVSMKNEKLEGYVYVEVNPEFQE
                     ANIEFIATAENSRRKGVGERLLQAAIQYIFSFQGMREIELCLNTNNDRAVKLYKKVGF
                     EEKACLQHYIIE"
     gene            complement(556568..558118)
                     /gene="opuD1"
                     /locus_tag="BA_0554"
                     /old_locus_tag="BA0554"
                     /db_xref="Pathema:BA_0554"
     CDS             complement(556568..558118)
                     /gene="opuD1"
                     /locus_tag="BA_0554"
                     /old_locus_tag="BA0554"
                     /note="identified by similarity to OMNI:NTL01BS03001;
                     match to protein family HMM PF02028; match to protein
                     family HMM TIGR00842"
                     /codon_start=1
                     /transl_table=11
                     /product="glycine betaine transporter"
                     /protein_id="AAP24575.1"
                     /db_xref="Pathema:BA_0554"
                     /translation="MIKKENSVFYISILLTTLFIIWGITPASWIQGYDLQSVTSSLNS
                     FILNKFGWFYSLLMTAMIILATYLAFSKYGSIRLGKDGEKPKYSYPSWLSMLFGAGMG
                     IGLLFYGIAEPISHFTDPLTGKAGTEESAKLAMQYSFFHWGLFPWALYAMVALTIAYF
                     TFRKQKGSTIGATVTPLFNRSKNSPIGKTVDILAVLATVFGIVPSVGIGAQQIAGGLS
                     YLFPSIHNTLLTQLVLIAIFAVLYLTSAQTGLDRGIKYLSNLNFSLTGILLVSFLLLG
                     PTVFIMKYFTSTLGSYIGALPSMGLNLGAFNEKSSSWIENWTIFYWGWWISWSPFVGT
                     FIARISKGRTIKEFIFGVVLVPTLICTFWFAVFGGTAIHMEMFQSLGVADEIAKNGTE
                     IGLFAVISHLPFSTFLTIIGLILVATFFVTSADSATFVVSMQTSNGSLSPKNSLKLIW
                     GLTIAIIAAILLQAGGLNALQIAAIIAALPFSIVVVLMVTSLFKELRKEDINSQTKEV
                     PKKIKKVM"
     gene            558387..561284
                     /locus_tag="BA_0555"
                     /old_locus_tag="BA0555"
                     /db_xref="Pathema:BA_0555"
     CDS             558387..561284
                     /locus_tag="BA_0555"
                     /old_locus_tag="BA0555"
                     /EC_number="3.4.24.3"
                     /note="identified by similarity to SP:P43153; match to
                     protein family HMM PF00801; match to protein family HMM
                     PF01752; match to protein family HMM PF04151; match to
                     protein family HMM PF08453"
                     /codon_start=1
                     /transl_table=11
                     /product="putative microbial collagenase"
                     /protein_id="AAP24576.1"
                     /db_xref="Pathema:BA_0555"
                     /translation="MNKKSKINKVMLSISTMALSLGAIQTHVSAEEKVPYNVLHSKPV
                     GIEKPVDEIGHVSKAEETLSFQERLKVGDFSQRPASITNKVTVKQVKESYSMADLNKM
                     NNQELVETLGSIKWHQITDLFQFNEDAKAFYKDKGKMQVVIDELAHRGSTFTKDDSKG
                     IQTFTEVLRSAFYLAFYNNELSELNERSFQDKCLPALKAIAKNPNFKLGTTEQDTVVS
                     AYGKLISNASSDVETVQYASNILKQYNDNFTTYVNDRMKGQAIYDIMQGIDYDIQSYL
                     IEARKEANETMWYGKVDGFINEINRIALLNEVTQENKWLVNNGIYFASRLGKFHSNPN
                     KGLEVVTQAMHMYPRLSEPYFVAVEQITTNYNGKDYSGNTVDLEKIRKEGKEQYLPKT
                     YTFDDGSIVFKTGDKVSEEKIKRLYWAAKEVKAQYHRVIGNDKALEPGNADDILTIVI
                     YNSPEEYQLNRQLYGYETNNGGIYIEETGTFFTYERTPEQSIYSLEELFRHEFTHYLQ
                     GRYEVPGLFGRGDMYQNERLTWFQEGNAEFFAGSTRTNNVVPRKSIISGLSSDPASRY
                     TAERTLFAKYGSWDFYNYSFALQSYLYTHQFETFDKIQDLIRANDVKNYDAYRENLSK
                     DLKLNEEYQEYMQHLIDNQDKYNVPEVADDYLAEHTPKSLTAVEKEITETLPMKDAKM
                     TKHSSQFFNTFTLEGTYTGSVTKGDSEDWNAMSKKVNEALEQLAQKEWSGYKTVTAYF
                     VNYGVNSSNQFEYDVVFHGIAKDDEENKAPTVNINGPYNGLVKEGIQFKSDGSKDEDG
                     KIVSYLWDFGDGSTSAEVNPVHVYESEGSYKVALIVKDDKGKESKSEITVTVKGGSLT
                     ESEPNNRPEEANRIGLNTTIKGSLIGGDHTDVYTFNVASAKNIDISVLNEYGIGMTWV
                     LHHESDMQNYAAYGQANGNHIEANFNAKPGKYYLYVYKYDNGDGTYELSVK"
     gene            561531..562079
                     /locus_tag="BA_0556"
                     /old_locus_tag="BA0556"
                     /db_xref="Pathema:BA_0556"
     CDS             561531..562079
                     /locus_tag="BA_0556"
                     /old_locus_tag="BA0556"
                     /note="identified by similarity to EGAD:108460; match to
                     protein family HMM PF01957"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24577.1"
                     /db_xref="Pathema:BA_0556"
                     /translation="MVLFGYPLETIYLYGFIIATILTVIYIFFGDIFESIFSFGGGSV
                     SIVTLLLSFFAMLCGLSYIGEYLFSFNSILIFVAAFAISFIGVFIMKILILKPIAEAE
                     QNTVQRMDEFIGCKGEVITTIPTEGFGEVLISSQFGSNAIPAKTIGKKDISQGTEVII
                     EGVQDGVLLVQNIAYSLKKPKL"
     gene            562092..563672
                     /locus_tag="BA_0557"
                     /old_locus_tag="BA0557"
                     /db_xref="Pathema:BA_0557"
     CDS             562092..563672
                     /locus_tag="BA_0557"
                     /old_locus_tag="BA0557"
                     /note="identified by similarity to EGAD:108459; match to
                     protein family HMM PF01145"
                     /codon_start=1
                     /transl_table=11
                     /product="SPFH domain/band 7 family protein"
                     /protein_id="AAP24578.1"
                     /db_xref="Pathema:BA_0557"
                     /translation="MTIPLIIGGVLLAILILLILVFITKYRTVGPDEALIVTGNWLGG
                     GKNVVTTDDGKKIKIIRGGGTFVVPIMQRAEPLSLLNYKLEVGTRDTYTKQGVPVTVN
                     GVSIIKVGSTIEEVSTAAEQYLGKETEELKVEAKEVLEGHLRAILSSMTVEDAYSNRE
                     QFAQKVHEVASTDLKKMGLRIVSFTIKEIMDKNGYLDALGQPQIATVKRDATIANAER
                     EKEARIEKARAEKEAKEAEYQRDAQIAEAEKHKELKVQSYKREQEQARADADLSYELQ
                     QAKAQQGVTEEQMRVKIIEREKQIELEEKEIARREKQYDAEVKKKADADRYAVEQSAE
                     AEKVKQIKKADADQYKIEAEARARAEEVRVEGLAKAEIEKAQGQAKAEVQKAQGTAEA
                     DVIRLKGLAEAEAKQKIAEAFELYGQAAIMDMVLKMLPSYAKEVASPLSNIDKITVVD
                     TGGGGKNSGAGKIAGYATDLMATMQETLKASSGIDLKELLEGFAGKGAVQQLSSDKPV
                     VSVVEDEKKEVEKDKDKE"
     gene            563909..565885
                     /locus_tag="BA_0558"
                     /old_locus_tag="BA0558"
                     /db_xref="Pathema:BA_0558"
     CDS             563909..565885
                     /locus_tag="BA_0558"
                     /old_locus_tag="BA0558"
                     /note="identified by similarity to EGAD:16380; match to
                     protein family HMM PF00015; match to protein family HMM
                     PF00672; match to protein family HMM PF02743"
                     /codon_start=1
                     /transl_table=11
                     /product="methyl-accepting chemotaxis protein"
                     /protein_id="AAP24579.1"
                     /db_xref="Pathema:BA_0558"
                     /translation="MLQGKLRRSSLKAKLLVSFVIVLILPSIVIGWTSYQQAKTNFNE
                     TILQSAEDNVKILNNVINKEIDSKKVDAVYFTKLFNGVSYGTDQLQNVQNKLEEYNKL
                     HPEIEAIYTGSSTGQFIQSPSIQMPDGYNPTERDWYKEAAKKSGEVVITAPYKSSTTG
                     NIVITIAKQNEDKSGVLGIDLIINDIVNTSKMVNIGKTGFVAIFDQSKHVIAHPTIKP
                     GDKIEEKVEKELYKQETGDFKFKLDGDDRNITFITNKQTGWKIAGIMPSKEIIEAANP
                     IFYKTLTVIGISLIIGGVLIYFIIASIISPLKQLVISSKKISEGDLTETITVHSKDEI
                     GQLGESFNEMAASLHHVISNINTSASHVAASSEELTASMKQTSEATEQITQAIEQVSS
                     GAEIQTKEVEEGATLLEEVTEGIQRVADSSSLVSTASMYTKKKAEDGGKLVEQTVNQM
                     QLIHESVSQSDKVIVLLDDKSKQIGAILEVIQHIAEQTNLLALNAAIEAARAGEQGRG
                     FAIVADEVRKLAEQSGQSSTEIGKLVKEIQFDIKETVSSMKLVGTEVQSGLVVANETK
                     QSFAEILKSTDDTVVQIDNMVDVAKQMTVDARQVSASINEIAATIEENAASVQNIAGS
                     SEEQLASVDEINAAAVHLSQMAEELQEMIGKFKV"
     gene            566037..567647
                     /locus_tag="BA_0559"
                     /old_locus_tag="BA0559"
                     /db_xref="Pathema:BA_0559"
     CDS             566037..567647
                     /locus_tag="BA_0559"
                     /old_locus_tag="BA0559"
                     /EC_number="2.7.13.3"
                     /note="identified by similarity to OMNI:NTL01BH3845; match
                     to protein family HMM PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase"
                     /protein_id="AAP24580.1"
                     /db_xref="Pathema:BA_0559"
                     /translation="MVLKFKKLKLQPRITLTISALILVVLMLTSYLFYYILSETVEEQ
                     IGKRALHVAKTVAAIPEIKEAFQTENPASIIQPIAERIRMDTEADFIVVGNKEGIRYA
                     HPERDKIGEAMIGGDNKGVLLEGKSYVSKATGSLGPSLRGKVPIRNQENEIIGVVSVG
                     FSMDDIHGAVEVYGKRVFWITIIGLLIGVIGSIYLAGSIKRMMFGMEPEEISSLYEEH
                     STVIQSVREGIIVIDQNGMISLVNQAAYDILALDEQRNIIGEFILDIIPNSTILDVLQ
                     TGEEQFDRQLNIKGQAVIANRLPIKVKNKVTGVVSSLRLKSEMDQLTAELSQTKQYTE
                     ALRAQTHEYNNLLYTLSGLIQLELYEDALELIHKETAVYQDFVQFIMKRIQNPWLGGI
                     LIGFYNRARELKIEFMLDRESSLDKLSPPIESNYVVSILGNLITNAFEAIERNEEHDK
                     KVRMFVTDIGEEIVIEVEDSGQGIHDEVITSIFYKGFSTKEGEKRGYGLAKVKELVED
                     LNGSIAIEKGDLGGALFIIALPKERGDL"
     gene            567647..568338
                     /locus_tag="BA_0560"
                     /old_locus_tag="BA0560"
                     /note="response regulator, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_0560"
     gene            complement(568382..569686)
                     /locus_tag="BA_0561"
                     /old_locus_tag="BA0561"
                     /db_xref="Pathema:BA_0561"
     CDS             complement(568382..569686)
                     /locus_tag="BA_0561"
                     /old_locus_tag="BA0561"
                     /note="identified by similarity to EGAD:30764; match to
                     protein family HMM PF03600; match to protein family HMM
                     PF03606; match to protein family HMM PF06808; match to
                     protein family HMM TIGR00784"
                     /codon_start=1
                     /transl_table=11
                     /product="citrate transporter, CitM family"
                     /protein_id="AAP24581.1"
                     /db_xref="Pathema:BA_0561"
                     /translation="MLALLGFAMVFVFMFLIMKKRMSALVALILIPITFALIGGFYAD
                     MGPMMLEGIQKLAPTGIMLMFAILYFGIMIDSGLFDPVISRILKFVKGDPLKIVVGTA
                     ILTIIVSLDGDGTTTYMITVSAMYPLYKRLGMNPLILAGVVMLGAGVTNLTPWGGPTA
                     RVMSALGLDASELFTPLIPGMIAGALWVVFVAYYLGKKERKRLGIMDVQYLKQMQTTD
                     EQAATVEAAVHKRPKLLWINFLLTATLLVCLILEVMPLPVLFTIAFAIAVMLNYPNLE
                     QQKERIASHAGNVLAVVSLVFAAGIFTGILSGTKMVDAMAKSVVTLIPDALGPQLPII
                     TALLSMPFTFFMSNDAFYFGVLPILTKAAATYGISAAEMGRASLLRQPVHLLSPLVAS
                     TYLLVGMAKVDFGEHQRFTLLWAVGTTMVMLITGILIGVIPI"
     gene            569938..570192
                     /locus_tag="BA_0562"
                     /old_locus_tag="BA0562"
                     /db_xref="Pathema:BA_0562"
     CDS             569938..570192
                     /locus_tag="BA_0562"
                     /old_locus_tag="BA0562"
                     /note="identified by similarity to OMNI:NTL01BH3947"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24582.1"
                     /db_xref="Pathema:BA_0562"
                     /translation="MKTRMEEICSSYEGKVEEIFVNESSYVYEWEKLMMIRKNNGELE
                     KVAVGISGNIRLVNVVVGQQIHTDTLLVRLEDDLLITGCE"
     gene            570327..570830
                     /locus_tag="BA_0563"
                     /old_locus_tag="BA0563"
                     /db_xref="Pathema:BA_0563"
     CDS             570327..570830
                     /locus_tag="BA_0563"
                     /old_locus_tag="BA0563"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP24583.1"
                     /db_xref="Pathema:BA_0563"
                     /translation="MRTKYVMFAICLFFVFTIVGCGKKQAEAVAIDEKHDKCDICQIG
                     VMDNQFATEIILENGKALKFDDIGCMYKWMEINPGEKTKEKFVRDYDSKDWISLEDAT
                     YVYDKTITTPMAYNVISFKNKKDAENFVSNYKGKVLSYKELAEHKWEMNKEMMGNQKK
                     GNHGGHH"
     gene            571366..571989
                     /locus_tag="BA_0564"
                     /old_locus_tag="BA0564"
                     /db_xref="Pathema:BA_0564"
     CDS             571366..571989
                     /locus_tag="BA_0564"
                     /old_locus_tag="BA0564"
                     /note="identified by match to protein family HMM PF00023"
                     /codon_start=1
                     /transl_table=11
                     /product="ankyrin repeat domain protein"
                     /protein_id="AAP24584.1"
                     /db_xref="Pathema:BA_0564"
                     /translation="MDKQLLLSATLGDTETAMKLIQDGANINVEGDNGETPVLAATYQ
                     NHVETVKALIGAGANIEIKDEKQSNPLLYASREGYTDIVKVLINAGVNTKETTKLGGT
                     ALISASERGHVEVVKELLEHTDIDVNYKNARGGTALVEAIVLGNGSENHKKVIQMLID
                     HGADVSMANKENITPLQFAEKRGFKDIANMLRAAGANEVVEPQQPVE"
     gene            572548..573114
                     /locus_tag="BA_0565"
                     /old_locus_tag="BA0565"
                     /db_xref="Pathema:BA_0565"
     CDS             572548..573114
                     /locus_tag="BA_0565"
                     /old_locus_tag="BA0565"
                     /note="identified by similarity to OMNI:NTL01BS00926;
                     match to protein family HMM PF04309"
                     /codon_start=1
                     /transl_table=11
                     /product="putative glycerol uptake operon antiterminator
                     regulatory protein"
                     /protein_id="AAP24585.1"
                     /db_xref="Pathema:BA_0565"
                     /translation="MFKEPYIAMIKDWKGYNTYKKLPKTVFLMTGSMLELPERVYELQ
                     KHGHDVFLHCDFIQGLNTNTEEALSYIQDVIGAQGIISTKGSTIRNANKIGLKTIQRI
                     SIVDTLSLTKSIENCKTTKPNAVEIMPGIMPSIIKQLAEEIEFPIIAGGLIQTREDAE
                     IAIRSGASAISTSHYEVWIQEEKRSAIL"
     gene            573078..574208
                     /locus_tag="BA_0566"
                     /old_locus_tag="BA0566"
                     /db_xref="Pathema:BA_0566"
     CDS             573078..574208
                     /locus_tag="BA_0566"
                     /old_locus_tag="BA0566"
                     /note="identified by similarity to SP:P10907; match to
                     protein family HMM PF00005; match to protein family HMM
                     PF08402"
                     /codon_start=1
                     /transl_table=11
                     /product="putative glycerol-3-phosphate ABC transporter,
                     ATP-binding protein"
                     /protein_id="AAP24586.1"
                     /db_xref="Pathema:BA_0566"
                     /translation="MDTRRKKECNLVIELKNVSKVYQNAEETAVKGVSVHIKKGEFFV
                     LVGPSGCGKSTLLRMIAGLEEISSGDLIINERVANDLEPKDRNLSMVFQNYALYPHLS
                     VEENILFGLKVRKVQKEERQKRLMEAVEMVGLKEYVKMKPGQLSGGQRQRVALARAIV
                     SQAPICLMDEPLSNLDAKLRAQMRIEIREIQQRLGITMIYVTHDQIEAMTMGDRIMVL
                     NKGSVQQVGTPLDIYNKPANEFVASFIGSPSMNMNDGEVDEEKGVLHIGQLQIPLSIG
                     QLKQLPAGTVRVGMRPEHIALSEEGQEVTLQSVEVLGNESILNFVINGTTWSAKVIGQ
                     LLLNKGDKVKLLFSEEKLCFFHQNTNERLKVVAEEELKVVAK"
     gene            574208..575140
                     /locus_tag="BA_0567"
                     /old_locus_tag="BA0567"
                     /db_xref="Pathema:BA_0567"
     CDS             574208..575140
                     /locus_tag="BA_0567"
                     /old_locus_tag="BA0567"
                     /note="identified by similarity to GP:10173692; match to
                     protein family HMM PF00528"
                     /codon_start=1
                     /transl_table=11
                     /product="putative glycerol-3-phosphate ABC transporter,
                     permease protein"
                     /protein_id="AAP24587.1"
                     /db_xref="Pathema:BA_0567"
                     /translation="MIEVSKLPVQTKVSKKKNLWGRTKDLRIGLLFLAPSILLFSIFL
                     FYPLFRTIYYSFYLTDIHGEANLFVGLENYQYLFSNPAFYKSIKSTLLFVLYTVPTSI
                     IFALFLALIANGKVRGIGLFRVLFSSTMGISVAASAVIWLFLFHPSVGLFNNILASMN
                     LPAIAWLTSPDWALFSVSVTTVWVNTGFAFLVILGGLQNIDTSLYESASIDGASYLYK
                     LRRVTLPMLSPTLFFIVTVTLISAFQSFGQIDILTHGGPNDATNLIVYSIYKEAFVNH
                     QFGTASAQAMVLFVFIFIATLLQFKFAERKVHYK"
     gene            575137..575958
                     /locus_tag="BA_0568"
                     /old_locus_tag="BA0568"
                     /db_xref="Pathema:BA_0568"
     CDS             575137..575958
                     /locus_tag="BA_0568"
                     /old_locus_tag="BA0568"
                     /note="identified by match to protein family HMM PF00528"
                     /codon_start=1
                     /transl_table=11
                     /product="putative glycerol-3-phosphate ABC transporter,
                     permease protein"
                     /protein_id="AAP24588.1"
                     /db_xref="Pathema:BA_0568"
                     /translation="MIVKQWKQNFLLYMLLIISAVMVFFPVLYAFLISFMTPDDIQMR
                     RIFPTQFTFDNFINIFQKVPLFAYLYNSLVVSTVVMIGQLIVSSLAAYAFVFLQFKGR
                     NLIFFLFISTMLIPWEATMVPNFLTIQNFGWINSFAGMTVPFFATAFGIFLLRQHFMT
                     LPNELKEAAFIEGIGNVRFLFSVVIPYCKTSFITLGVYSFLTTWNMYLWPLLVTTDET
                     VRTVQIGVKQLQSQEVATDWGSVMAGVTVIVIPTLILLFLGQKQLQQGLTKGAIK"
     gene            575980..577356
                     /locus_tag="BA_0569"
                     /old_locus_tag="BA0569"
                     /db_xref="Pathema:BA_0569"
     CDS             575980..577356
                     /locus_tag="BA_0569"
                     /old_locus_tag="BA0569"
                     /note="identified by similarity to OMNI:NTL01EC03376;
                     match to protein family HMM PF01547"
                     /codon_start=1
                     /transl_table=11
                     /product="putative glycerol-3-phosphate ABC transporter,
                     glycerol-3-phosphate-binding protein"
                     /protein_id="AAP24589.1"
                     /db_xref="Pathema:BA_0569"
                     /translation="MSLVKKGAALLMVATMALSSAACSNSKTEGKPEAQAKVAPVEKN
                     GDKTVIRFWHAMGGKTQGVLDGLVADYNKSQNKYEIKAEFQGTYEESLTKFKTMSATK
                     EAPALVQSSEITTKYMIDSKKITPIDSWIKKDKYDTSKLEKAITNYYSVDGKMYSMPF
                     NSSTPVLIYNKDAFAKAGLDPEKAPKTYAELQEAAKKLTIKEGGNVKQYGFSMLNYGW
                     FFEELLATQGALYVDNENGRKDAAKKAVFNGKEGQKVFGMLDELNKAGALGKYGASWD
                     DIRAAFQSGQVAMYLDSSAGVRDLIDASKFNVGVSYIPYPEDSKQNGVVIGGASLWMT
                     NMVSEETQQGAWDFMKYLTKPDVQAKWHTATGYFSINPDAYNEPLVKEQYEKYPQLKV
                     TVDQLQATKQSPATQGALISVFPESRDAVVKALEAMYDGENSKEALDEAAKATDRAIS
                     ISARTSQK"
     gene            577772..578476
                     /locus_tag="BA_0570"
                     /old_locus_tag="BA0570"
                     /db_xref="Pathema:BA_0570"
     CDS             577772..578476
                     /locus_tag="BA_0570"
                     /old_locus_tag="BA0570"
                     /note="identified by similarity to GP:16410044; match to
                     protein family HMM PF00149"
                     /codon_start=1
                     /transl_table=11
                     /product="putative serine/threonine phosphatase"
                     /protein_id="AAP24590.1"
                     /db_xref="Pathema:BA_0570"
                     /translation="MKRILVISDIHGEIEKFEQLLEEAQYDAKQDQLILLGDYVDRGP
                     NARAVIEKVKELKEDGALVLKGNHEDMMIKALTTDEERSWNHWVKRNGGDKTLYSYGF
                     VEEDIMVNEKDFRKPILQSLVLEEHVKFIQKLDHYIETEEYIFVHAGVEPLKRVSECE
                     PYTLMWIRNEFHSEYSGEKVVVFGHTETKTLHGNDNCNVYFGNNRIIGIDGGAVYGGQ
                     LNCLELPSKKVYVVKS"
     gene            578626..579297
                     /locus_tag="BA_0571"
                     /old_locus_tag="BA0571"
                     /db_xref="Pathema:BA_0571"
     CDS             578626..579297
                     /locus_tag="BA_0571"
                     /old_locus_tag="BA0571"
                     /note="identified by match to protein family HMM PF00072;
                     match to protein family HMM PF00486"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator"
                     /protein_id="AAP24591.1"
                     /db_xref="Pathema:BA_0571"
                     /translation="MRLLVVEDNASLLESIVQILCDEFEVDTALNGEDGLFLALQNIY
                     DAILLDVMMPEMDGFEVIQKIRDEKIETPVLFLTARDSLEDRVKGLDFGGDDYIVKPF
                     QAPELKARIRALLRRSGSLTTKQTIRYKGIELFGKDKDVQVDGQSMKLTLKQYELLEY
                     LVQNSGKILMREQIFDRVWGFDSDTTVAIVEVYVHHLRKKLEPFGYQKDIQTVRGIGY
                     ILKEQ"
     gene            579294..580544
                     /locus_tag="BA_0572"
                     /old_locus_tag="BA0572"
                     /db_xref="Pathema:BA_0572"
     CDS             579294..580544
                     /locus_tag="BA_0572"
                     /old_locus_tag="BA0572"
                     /EC_number="2.7.13.3"
                     /note="identified by similarity to GP:17134690; match to
                     protein family HMM PF00512; match to protein family HMM
                     PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase"
                     /protein_id="AAP24592.1"
                     /db_xref="Pathema:BA_0572"
                     /translation="MKKGSMFQKTRIRLTILNSLVFIILIGVLGSIIYSYTYKRIYSG
                     VNESIEKAVQHRKNADDKKLPKKIRGYPPIGDPRIMELTWLGNTVEIDIENGKRRFIF
                     EDNLEKFSPKKLGTLQDIEVQGRYFRIFAFQKDAKIVQIARDITAEKEMLHTLFLILV
                     IGCSIGSLCAIGIGFFLAGRALVPIQNSWEKQQQFVSDASHELRTPLAVIQSKTDILF
                     QSPSATIEEKAMDISTISKECRRLSKLVANLLLLARSDSNQIEMDKKIFELDKLLEEI
                     VEPYKEIASYQEKEMILKVEYDISFMGDRERIHQMMVILLDNAMKYTNEGGHIQIDCT
                     QTNSSIRIRVKDDGIGVKGEDIPKLFDRFYQGDKARSASEGAGLGLSIANWIVEKHYG
                     KISVESQWGEGTCFEVILPKNQRI"
     gene            580763..581572
                     /locus_tag="BA_0573"
                     /old_locus_tag="BA0573"
                     /db_xref="Pathema:BA_0573"
     CDS             580763..581572
                     /locus_tag="BA_0573"
                     /old_locus_tag="BA0573"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24593.1"
                     /db_xref="Pathema:BA_0573"
                     /translation="MMMVFTIGVMSLSILGGASPSETSKGKTDYKQRSKEQLNNGKIH
                     AVHTEEKAEKLGIETTGKEQITLEKEIHETEVGREAKQLGISIEGKDVGTLSEEIYET
                     KVEQEALKLGISIENTSIVNLINQINTIKINDEADKLGISTNGKEIEDIAEEIYGTKV
                     REEAGKLGISPKGKEIEVLAQEVYEQKVQEEAKEYHIDLYGKDIYQVLSEINEQKVLQ
                     MADELNMDKTNMNVQELAEKIKKDQPEKGKELNFVPVIRTDADAFYSYLTN"
     gene            581586..582332
                     /locus_tag="BA_0574"
                     /old_locus_tag="BA0574"
                     /db_xref="Pathema:BA_0574"
     CDS             581586..582332
                     /locus_tag="BA_0574"
                     /old_locus_tag="BA0574"
                     /note="identified by similarity to GP:16410113"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24594.1"
                     /db_xref="Pathema:BA_0574"
                     /translation="MIRKFKWYICMALLGIAVWGIYTNGITKYVEKLTFFNIQSGKQV
                     EFNRDEKVILSNVPFIQQLPELDRGCEVTSLAMMLQYAGITVDKMKLANEIKKVDFMN
                     DGVRGNPNEGFVGNIYTFSESGYGVYHGPLFQLAKKYLPNKAVDLTGKSIEELYKSVK
                     AGQPVVIITNATFAPLDEDEFTTWETNNGDVSITYNEHCVVLIGYDQESVYIRDPLKD
                     SLDVKVPREKFEQAWVQMGSQAISYVKRSK"
     gene            582586..584568
                     /locus_tag="BA_0575"
                     /old_locus_tag="BA0575"
                     /db_xref="Pathema:BA_0575"
     CDS             582586..584568
                     /locus_tag="BA_0575"
                     /old_locus_tag="BA0575"
                     /note="identified by similarity to EGAD:16380; match to
                     protein family HMM PF00015; match to protein family HMM
                     PF00672; match to protein family HMM PF02743"
                     /codon_start=1
                     /transl_table=11
                     /product="methyl-accepting chemotaxis protein"
                     /protein_id="AAP24595.1"
                     /db_xref="Pathema:BA_0575"
                     /translation="MQKIFNWVKCMSIKKKLIISFFLILTIPGLIIGGVSYQTAKTNF
                     EQQITGKAKENISILNTVISQNIEEKFVDAAYFADILTEDTYPNGQEEIVRTKLAQYI
                     KLHPEVEGIYIGTQTGKFIREPFIQMSDGYNPTDRDWYKEAHENKGKVIVTAPYQSAS
                     TKNMVVTIAKEVKDGKGVIGINLNLDNILKISKMINIGEKGYAVILDQNKQIVSHPSR
                     KPGAKVTDPWIKPIYEDKQRNVAYTEKDDKKNLIFATNEKTGWKVVGVMFDEEITQAA
                     NPVFYKTFIVIAIAIVFGSVLIYFITKSITRPLRKIADSAYKISKGDLTEKITIHSKD
                     DIGKLGNSFNEMSASLQDVITQISFSAEHVAASAEELTASVQQANDATDQITIAMEQV
                     SGGAESQSQGVEEGAATLQQVNTAIQDVNGSAESISISSLHARERAKEGEDLVEQTAT
                     QMQSISRSVSESDAIIKLLDEKSKQVGAISEAIQNIATQTNLLALNAAIEAARAGEQG
                     RGFAIVADEVRKLAEQSGESSGEIANLIAEIKADIEHTVKAMDNVNGEVQQGLDVVTK
                     TKVSFTEILSSTTHIVSQVNEMVETTKRIAGDANEVTNAIDEIAAAAEENTASMQSVA
                     ASTEEQVNSMEEISSASQNLAEMAEELQAMTSKFKV"
     gene            584647..586251
                     /locus_tag="BA_0576"
                     /old_locus_tag="BA0576"
                     /db_xref="Pathema:BA_0576"
     CDS             584647..586251
                     /locus_tag="BA_0576"
                     /old_locus_tag="BA0576"
                     /EC_number="2.7.13.3"
                     /note="identified by similarity to GP:10173010; match to
                     protein family HMM PF00989; match to protein family HMM
                     PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="sensory box histidine kinase"
                     /protein_id="AAP24596.1"
                     /db_xref="Pathema:BA_0576"
                     /translation="MKKRKRLWNLWKTITLLVCTVVIFSLLVTDILISHNVERTTEDS
                     QAEKAKTIAHIVANDSIVIDGLIGKADTSAIQTYTNRILKNTGVQFIVVMDMNGIRKS
                     HPNPQKIGHHFIGGDEGPALKGKEHVSLAEGTLGISMRVFVPIFSETGEQLGAVAVGI
                     SADNVKERVKESRHIIYIGVGVGVLVGIIGAILLARHIKKSLFGLEPHRIAKILEERN
                     TMLQSVKEGIIAVDKEARVTLINNEAKRLFKKSGLEEDFIGKDVELYMPNSRIKEVLQ
                     TGEVQLNEEQNIYGITIVTNRVPLYVKEEIVGAIATFRDKTEIRKLAEELTGIRLYAE
                     ALRAQSHEFMNKMHVVLGLTHMKQYEELQKYISGMVSEHQYEIGGVMKRIKSPVFAGF
                     LLGKLSYAREKNIKLIISEDSYMPEIDDESITHELITIVGNLIDNALEAVTNCEKKRV
                     EVKIQHEDILTITVQDTGKGIQEKEIEELFTKGYSTKGDNRGYGLYLVKESIQRINGE
                     IHMHSLVGKGTTITIEIPKGRDERQI"
     gene            586248..586955
                     /locus_tag="BA_0577"
                     /old_locus_tag="BA0577"
                     /db_xref="Pathema:BA_0577"
     CDS             586248..586955
                     /locus_tag="BA_0577"
                     /old_locus_tag="BA0577"
                     /note="identified by similarity to GP:1934810; match to
                     protein family HMM PF00072"
                     /codon_start=1
                     /transl_table=11
                     /product="response regulator"
                     /protein_id="AAP24597.2"
                     /db_xref="Pathema:BA_0577"
                     /translation="MIKVLIVEDDPMVAMLNTHYLEQVGGFELVQAVNSIKSAIEVLE
                     ESRIDLVLLDIFMPEETGFELLMYIRNQEKEIDIMMISAVHDMGSIKKALQYGVVDYL
                     IKPFTFERFKEALTIYREKLTFMKEQQKISQSELDSLILQKEKREPTVTKELPKGLTK
                     QTLQLIWQKIESLNGRVFTTDEMAQLVGISRVSIRKYVMFLTDIGVLENEMMYQHVGR
                     PVSKLRCVDQKKIEFYV"
     gene            587078..588424
                     /locus_tag="BA_0578"
                     /old_locus_tag="BA0578"
                     /db_xref="Pathema:BA_0578"
     CDS             587078..588424
                     /locus_tag="BA_0578"
                     /old_locus_tag="BA0578"
                     /note="identified by similarity to GP:1146122; match to
                     protein family HMM PF03390"
                     /codon_start=1
                     /transl_table=11
                     /product="citrate cation symporter family"
                     /protein_id="AAP24598.1"
                     /db_xref="Pathema:BA_0578"
                     /translation="MGIQKNVEAVSFSEGNEVQRESFASKIMNVKIGVIPLPLYVVLA
                     AIIYGASVYNKLPADMIGGFAVIMIMGIFLGDIGMRIPILKNIGGPAILSLFIPSLLV
                     FFNWMNPASMEAATMLMKKSNFLYLYISCLVVGSILGMNRKVLVQGFVRMFIPLVVGT
                     LASVAVGLLVGSLFGFEMKHTFFFIIVPIVSGGIGEGILPLSLAYSDILNESSATFVS
                     QLIPAAIIGNMFAIVSAGYMKRLGEKKPELSGNGVLVKTDNQAELLKEQNTEKPIDFS
                     LMGAGLLIACTFFIFGGFASKFIGIPGAIIMIFSAALVKYFKLMPAKMEQGAFHLYKF
                     ISKNLTWPLMVGLGLLYIPLKDVAAVLSVGYVVVCASVVLTMVASGFLVGKVMKMYPV
                     ESAIVTGCHSGLGGTGDVAILSASNRMELMPFAQISTRLGGAAMVVTATILLKMFS"
     gene            588484..589683
                     /locus_tag="BA_0579"
                     /old_locus_tag="BA0579"
                     /db_xref="Pathema:BA_0579"
     CDS             588484..589683
                     /locus_tag="BA_0579"
                     /old_locus_tag="BA0579"
                     /note="identified by similarity to GP:10173012; match to
                     protein family HMM PF00390; match to protein family HMM
                     PF03949"
                     /codon_start=1
                     /transl_table=11
                     /product="putative malate dehydrogenase"
                     /protein_id="AAP24599.1"
                     /db_xref="Pathema:BA_0579"
                     /translation="MLANQINERSLLLHKELVGKIEITSKVEVNSADDLSLTYTPGVA
                     ESCKAIAADEETVYDYTARGNMVAVVSDGTAVLGLGNIGPKAAMPVMEGKSILFKKFA
                     NVDAFPLCLGTTDVDEIVTLVKNLEPTFAGINLEDIAAPRCFEIEKRLKEETNIPVFH
                     DDQHGTAIVVLAAVINALKVVSKQMDHVKIVINGAGSAGIAIGKLLLKAGAQHITLVS
                     LEGIVCEGEAWMNEAQIEVSKKTNREHVRGTLKEAIHQADIFIGVSAPNVLTKELVQM
                     MNEKAIVFAMANPIPEIFPEDALEAGAAVVGTGRSDYANQVNNVLAFPGIFRGALDVR
                     ATDITEEMKLAAAYGIANIITDEERNANYVIPNPLDKRVVPSVAEAVAKAAIDSGVAQ
                     IMKIPSY"
     gene            complement(589979..590503)
                     /locus_tag="BA_0580"
                     /old_locus_tag="BA0580"
                     /db_xref="Pathema:BA_0580"
     CDS             complement(589979..590503)
                     /locus_tag="BA_0580"
                     /old_locus_tag="BA0580"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP24600.1"
                     /db_xref="Pathema:BA_0580"
                     /translation="MKKIGTMLLFSILIAGCTQAQPDLKKPKKEAIATSSTQVNAPSF
                     FHLSVLKDVNWEETPSFIQEKIPLKGIEEKIAMADSPIIANEKNEIMWYFLDPEMPTG
                     KLSIIALKQGSVTPTPLLFQQESSEPTWTTSNTIDSTTNELPLTMSLPSSGLWVLNIY
                     VNEKYYDQFVITAE"
     gene            complement(590619..591545)
                     /locus_tag="BA_0581"
                     /old_locus_tag="BA0581"
                     /db_xref="Pathema:BA_0581"
     CDS             complement(590619..591545)
                     /locus_tag="BA_0581"
                     /old_locus_tag="BA0581"
                     /note="identified by match to protein family HMM PF00892"
                     /codon_start=1
                     /transl_table=11
                     /product="transporter, EamA family"
                     /protein_id="AAP24601.1"
                     /db_xref="Pathema:BA_0581"
                     /translation="MNNSRRIGLIMIITGATLWGLSGPMIQWLFQHTNVSSVDFLTIR
                     LLLAGIFILSFLLIKKQNIFQIWKHPRYSIQLIIFSILGMLGAQYAFIETVHISNAVT
                     ATLFQFLGPVLITMYVAFEQRKSPAPIQLLAIITALTGTYFIITNGSIENIVLSKEAI
                     IFGLLTAIGFAFYTLHPASLIKECGTIVVIGWGMLIGGIALLICNRSFEWTQLSQTFT
                     LKTFSMLILIIISGTLSFLLYIGSLKYLAATETSILSSIEPLVAAIVSIAWLNESFGA
                     YQLLGGLCIVLSVIFLTMPQKENEATFSTEQI"
     gene            591666..593066
                     /locus_tag="BA_0582"
                     /old_locus_tag="BA0582"
                     /db_xref="Pathema:BA_0582"
     CDS             591666..593066
                     /locus_tag="BA_0582"
                     /old_locus_tag="BA0582"
                     /note="identified by similarity to OMNI:NTL01BH0579; match
                     to protein family HMM PF00155; match to protein family HMM
                     PF00392"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, GntR family"
                     /protein_id="AAP24602.1"
                     /db_xref="Pathema:BA_0582"
                     /translation="MLELTPNLNMNSKKALYVQLYEYIKKEIKDGTISAFTKLPAKRK
                     LAGYLQVSKNTIEAAYEQLLAEGYIESISRKGYFVCEFEQMMDVEGSEAEVEEIPFRE
                     GNYTFDFTQTGVDTNTFPFTTYRKLINDVWQPHNNDLLFLGHPQGELSLREEIANYLY
                     ESRGVRCSASQIVLGAGTQILVKLLFQLLKGSNYAVENPGYHRKMVVFEQGEKKVQML
                     SLDRDGICMADLENSDANVVFVTPSHQFPYGMIMPITRRTQLLQWAKKEEDRYIIEDD
                     YDSEFRYSGRPIPALQGLDTDGKVIYMGTLSKALLPSLRMSYIVLPKNLIKKYQKEYL
                     FYTQSVSRMDQEVIRKFLNEGYWEKHIHKMRVVYRKKRDRLVFEIEKYFSNRVEVIGE
                     DSGLHILLKVHNGMREEELIKAAAKYSIKIYPFSTYYKDDTAPENVVLLGFAILSEEE
                     IAKAIQLLHKAWFTRK"
     gene            complement(593100..593612)
                     /locus_tag="BA_0583"
                     /old_locus_tag="BA0583"
                     /db_xref="Pathema:BA_0583"
     CDS             complement(593100..593612)
                     /locus_tag="BA_0583"
                     /old_locus_tag="BA0583"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP24603.1"
                     /db_xref="Pathema:BA_0583"
                     /translation="MDIHVLTKDEAEIYLELRVEGLKQNPEAFSSSYEDIINKECAIE
                     YKAQKLAQDENYTLGAFKDGKLIGVATLETKPYVKQEHKAKIGSVYVSPKARGLGAGK
                     ALIKECLELAKSLEVEQVMLDVVVGNDGAKKLYESLGFKTFGVQERSLKYNGQYWDEE
                     HMVLFLDENK"
     gene            complement(593759..595222)
                     /locus_tag="BA_0584"
                     /old_locus_tag="BA0584"
                     /db_xref="Pathema:BA_0584"
     CDS             complement(593759..595222)
                     /locus_tag="BA_0584"
                     /old_locus_tag="BA0584"
                     /EC_number="2.7.13.3"
                     /note="identified by match to protein family HMM PF00512;
                     match to protein family HMM PF00672; match to protein
                     family HMM PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase"
                     /protein_id="AAP24604.1"
                     /db_xref="Pathema:BA_0584"
                     /translation="MSKLSLKIGTYFLILALCIETIAFVSFYKSISKMRIEEETLALL
                     EKGNRYSNKITRRAKWSAHAQEKKNIERTEYNKNPNRPIYPDFDIADEAEHLVESESI
                     SNSDIAIIITDNNGKIISTSEPVTKAMQKQLTCKTEPIPKDGLIVEKNWKKSKFITTV
                     SPIHTTEFQGKLYMLLKTSFLENMLLKLMKQFLIISVLTIILTTISVFIFSRVITEPL
                     IKMKRATEKMSKLNKPIQLGIKRNDELGSLAKTIEDLSSELTYMKKERGEFLASVAHE
                     LLTPLTYMKGYAKVAKRDSLTKEEREEYLQIIEDETDSVTDLVQDLFMLVQLEQHQFV
                     IKKQKVLLRPFLERMVEKTKTTLTNKQMQLHVYCKDDLEVCIDERRMEQVMLNLLHNA
                     YQHSLENTTITIRVLAETNSFTISVQDEGEGIPEGDIPHIFDRFYRVDKSRTRATGGK
                     GIGLAVAKEIVELHNGSILVTSKLDVGTNFIIELPFE"
     gene            complement(595288..595959)
                     /locus_tag="BA_0585"
                     /old_locus_tag="BA0585"
                     /db_xref="Pathema:BA_0585"
     CDS             complement(595288..595959)
                     /locus_tag="BA_0585"
                     /old_locus_tag="BA0585"
                     /note="identified by similarity to GP:3687663; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF00486"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator"
                     /protein_id="AAP24605.1"
                     /db_xref="Pathema:BA_0585"
                     /translation="MVKILLVDDEERMLRLLDLFLSPRGYFCMKATSGLEALKLIEQK
                     DFDIILLDVMMPNMDGWDTCYQIRQISNVPIIMLTARNQNYDMVKGLTMGADDYITKP
                     FDEHVLVARIEAILRRTKKDGFVSFNGIEWDKTKHTVTVYDEKISLTPIEFSLLRLFL
                     QNTNRAYSRDDLIEKIWGYETDIEYRTIDSHIRNIRDKLRKKGFPVENYLETVYKVGY
                     KWKSE"
     gene            596289..596411
                     /locus_tag="BA_0586"
                     /old_locus_tag="BA0586"
                     /db_xref="Pathema:BA_0586"
     CDS             596289..596411
                     /locus_tag="BA_0586"
                     /old_locus_tag="BA0586"
                     /note="identified by similarity to GB:AAS39584.1"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24606.1"
                     /db_xref="Pathema:BA_0586"
                     /translation="MNPKEEISKKEKQDRNTVVMCIAVSMVIIISCVNKIWGIL"
     gene            complement(596793..597299)
                     /locus_tag="BA_0587"
                     /old_locus_tag="BA0587"
                     /db_xref="Pathema:BA_0587"
     CDS             complement(596793..597299)
                     /locus_tag="BA_0587"
                     /old_locus_tag="BA0587"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP24607.1"
                     /db_xref="Pathema:BA_0587"
                     /translation="MEIRLLTTEDAEIYLKVCMEGLTKNPEAFSSSYEDVLKHEDPVA
                     AMAKRLSNPDKYTLGVFKDKDLIGIATLETKPFIKQEHKAKIGSVFVSPKARGLGAGR
                     ALIKAIIENADKLHVEQLMLDVVVGNDAAKKLYESLGFQTYGVQERSLKHNGQYWDEE
                     HMVLFLND"
     gene            complement(597528..598334)
                     /gene="fdhD1"
                     /locus_tag="BA_0588"
                     /old_locus_tag="BA0588"
                     /db_xref="Pathema:BA_0588"
     CDS             complement(597528..598334)
                     /gene="fdhD1"
                     /locus_tag="BA_0588"
                     /old_locus_tag="BA0588"
                     /note="identified by match to protein family HMM PF02634;
                     match to protein family HMM TIGR00129"
                     /codon_start=1
                     /transl_table=11
                     /product="formate dehydrogenase accessory protein FdhD"
                     /protein_id="AAP24608.1"
                     /db_xref="Pathema:BA_0588"
                     /translation="MGPTQETYTIVRYHSGTFSKQIDEIVTESPITIKLNGEEYVTVV
                     CTPNYIEDMVIGFLISEGIISSYKDVGELWVQKDNGIVHVTSSKVNPLYQNLYNKRYI
                     TSCCGKGRQGFIFANDAAKAKNLHNIHVTITPEECFHLMNTLQQSSTTFRQTGGVHNT
                     ALCDRNNILLSRMDIGRHNALDKIYGHCLRNDISVKGKIIAFSGRISSEILLKVSKIG
                     CEIVLSKSAPTKLALQLAHDLGITVVGFIRNESCNIYTHPHRIDGYQSNN"
     gene            598638..601574
                     /locus_tag="BA_0589"
                     /old_locus_tag="BA0589"
                     /db_xref="Pathema:BA_0589"
     CDS             598638..601574
                     /locus_tag="BA_0589"
                     /old_locus_tag="BA0589"
                     /note="identified by match to protein family HMM PF00037;
                     match to protein family HMM PF00111; match to protein
                     family HMM PF00384; match to protein family HMM PF01568;
                     match to protein family HMM PF04879; match to protein
                     family HMM TIGR01591"
                     /codon_start=1
                     /transl_table=11
                     /product="molybdopterin oxidoreductase family protein"
                     /protein_id="AAP24609.1"
                     /db_xref="Pathema:BA_0589"
                     /translation="MAEQTVRVTVDGKEFSASGEKTILQLFNESNLEHPQICHVPEVD
                     PIQTCDTCIVEVDGKLMRACSTQIENGMHIERQSQRAKEAQTEAMDRILENHLLYCTV
                     CDNNNGNCKVHNTVHMMGIEEQKYPYEPKVSACEVDMSHPFYRYDPNQCIACGQCVEV
                     CQNLQVNETISIDWSLDRPRVIWDHGVSINDSSCVSCGQCVTVCPCNALMEKSMLGEA
                     GFMTGLKPDVLDPMIDFVKDVEPGYSSILAVSEVEAAMRKTKVNKTKTVCTFCGVGCS
                     FEVWTKDRHILKVQPVSDAPVNGISTCVKGKFGWDFVNSEDRITKPLIRQGDMFVEAS
                     WEEALEVVASNMQHIKSAYGSDAFGFISSSKVTNEENYLMQKLARQIYGTNNVDNCSR
                     YCQSPATDGLFKTVGMGGDAGTVKDIAEAGLVIIVGANPTEGHPVLATRVKRAHKLHE
                     QKLIVADLRKHEMAERADLFIHPRQGTDYVWLAGITKYIIDQDWHDKKFIAENVKNFD
                     EYSKMVEKYTLDYTEKITGISKENLKEMARMVYEADGTCVLWGMGVTQNTGGSTTSAA
                     ISNLLLVTGNYRRPGAGAYPLRGHNNVQGACDMATLPNWLPGYQAVSDDTLRAKFEKA
                     YGTTIPKAPGLNNIAMLLAAEEGKLRGMYVMGEEMALVDSNANHVQHILANLDFLVVQ
                     DMFLSKTARFADVILPAAPSLEKEGTFTNTERRIQRLYEVLKPLGDSKPDWWILQKVA
                     RALGGDWNYESPSEIMDEIASLAPLYSQATYDRLEGWNSLCWGSHDGSDTPLLYVDGF
                     NFPDKLARLSLDEWIPPVVAPDEYDLLLNNGRMLEHFHEGNMTNKSAGILSKVSEVFV
                     EISPELAIERNVKDGGLVELASPFGKIKVQALITDRVTGKELYLPMHATINEEAINIL
                     TGTATDLYTCTPAYKQTMVKMRVLREKGNRPLPPSNPRDKNRNPQNGVEIEQKWQRKQ
                     YVSLVD"
     gene            601587..602069
                     /locus_tag="BA_0590"
                     /old_locus_tag="BA0590"
                     /note="conserved hypothetical protein, authentic point
                     mutation; an automated process has identified a potential
                     problem with this gene model; it may contain one or more
                     premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_0590"
     gene            602262..604097
                     /locus_tag="BA_0591"
                     /old_locus_tag="BA0591"
                     /db_xref="Pathema:BA_0591"
     CDS             602262..604097
                     /locus_tag="BA_0591"
                     /old_locus_tag="BA0591"
                     /note="identified by match to protein family HMM PF03009"
                     /codon_start=1
                     /transl_table=11
                     /product="glycerophosphoryl diester phosphodiesterase
                     family protein"
                     /protein_id="AAP24610.1"
                     /db_xref="Pathema:BA_0591"
                     /translation="MGHSFQTVKFAFWNVLTFQLAYKLLAAIVFVPLFGIIFNKLLYF
                     GGYANATNDELLAFLKTPYGILAIVILSLLALFLIFTEFAVLIIISYFAHKRQKVRLR
                     PILYKTVTYLPTLFTYCLPGFILYAVVLLPLLNMGYETALIPQIQIPNFITGELFKTT
                     MGQVGYYTFFAVVAYLNLRWIFVLPIVVLEQKPFRVAARKSAKLVKESFFKVLFFLVG
                     FFISIGIVYVLFLGIYLLCLWGVYEFTNPKGTFALLAESTMSVFLTSTLYLFSFIVTP
                     FYIMAITRLYLQKVPVEDVLLEEGLDYSKTKADKCFFQKHRWKFIGVYIVGIITAGMV
                     VAFIVTFITNTYKEPIIMAHRGYISKGVENTKEALQGAIDAKADYAEIDVLQTKDGEL
                     AVIHDLKLKRLANANVHVSDLTMDELRQLTLSQDGFSGQISTLDEIIKLAKGKIKLNI
                     EVKLHGGEKDFVNKVLKTIKDNEFEKQCVIQTLHYPLIKEFKRANPNIKVGYILYASR
                     AHLKNVKADFYVAEEYMLNKKLVKEARKLNKPIYVWTVNDMESLKGYYKLNVDGIITD
                     YPEDARETIKMLKEQEEEESDLFDKITETTDDLFSKLFISYPAAS"
     gene            604465..605598
                     /gene="ald1"
                     /locus_tag="BA_0592"
                     /old_locus_tag="BA0592"
                     /db_xref="Pathema:BA_0592"
     CDS             604465..605598
                     /gene="ald1"
                     /locus_tag="BA_0592"
                     /old_locus_tag="BA0592"
                     /EC_number="1.4.1.1"
                     /note="identified by match to protein family HMM PF01262;
                     match to protein family HMM PF01488; match to protein
                     family HMM PF05222; match to protein family HMM TIGR00518"
                     /codon_start=1
                     /transl_table=11
                     /product="alanine dehydrogenase"
                     /protein_id="AAP24611.1"
                     /db_xref="Pathema:BA_0592"
                     /translation="MRIGVPAEIKNNENRVAMTPAGVVHLIRNNHEVFIQKGAGLGSG
                     FTDAQYVEAGAKIVDTAEEAWNMEMVMKVKEPIESEYKHFSEGLILFTYLHLAPEPEL
                     TKALIEKKVVSIAYETVQLENRSLPLLAPMSEVAGRMAAQIGAQFLEKNKGGKGILLA
                     GVPGVKRGKVTIIGGGQAGTNAAKIAVGLGADVTIIDLSAERLRQLDDIFGNQVKTLM
                     SNPYNIAEAVKESDLVIGAVLIPGAKAPKLVTEEMIKSMEPGSVVVDIAIDQGGIFET
                     TDRITTHDNPTYEKHGVVHYAVANMPGAVPRTSTLALTNVTVPYAVQIANKGYKEACL
                     GNSALLKGINTLDGYVTFEAVAEAHGVEYKGAKELLEAETVSC"
     gene            605702..607117
                     /locus_tag="BA_0593"
                     /old_locus_tag="BA0593"
                     /db_xref="Pathema:BA_0593"
     CDS             605702..607117
                     /locus_tag="BA_0593"
                     /old_locus_tag="BA0593"
                     /note="identified by similarity to GP:6759463; match to
                     protein family HMM PF00324; match to protein family HMM
                     PF03845"
                     /codon_start=1
                     /transl_table=11
                     /product="amino acid permease family protein"
                     /protein_id="AAP24612.1"
                     /db_xref="Pathema:BA_0593"
                     /translation="MANLFKKKSVTQLLGESKSKTLTKTLGAFDLTMLGIGAIIGTGV
                     LVLTGLVAARDAGPAVIFSFMIAAIVCGFAALCYAEVASTLPVSGSVYTYSYATIGEF
                     IAHLMGWTLLSVYVVTTAAVAGGWTGYFNNLVSGFGLEIPTELLKIPSQGGIVNLPAV
                     VITLVLTWLLSRGTKESKRVNNIMVLIKIGIVILFIAVGAFYVQPENWTPFAPYGISG
                     IFAGGAAVFFAFLGFDALATSAEEVKNPQRDLPIGIIASLVICTIIYVVVCLVMTGMV
                     SYKELDVPEAMAYVLEVVGQDKVAGVIAVGAVIGIMAVIFAYIYATTRVFFAMSRDGL
                     LPKSFAKINKKTEAPVFSTWLTGIGSALIAGFIDLKELSNLANIGALLTFAMVGVSVI
                     ILRKTHPNLKRGFMVPLVPTLPLISIACCLFLMFNLPLTTWIYFGIWLAIGVVVYFVY
                     SKKHSHLKDDGSSQDNLEQAN"
     gene            607384..607761
                     /locus_tag="BA_0594"
                     /old_locus_tag="BA0594"
                     /db_xref="Pathema:BA_0594"
     CDS             607384..607761
                     /locus_tag="BA_0594"
                     /old_locus_tag="BA0594"
                     /note="identified by similarity to OMNI:NTL01SS02736;
                     match to protein family HMM PF01022"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, ArsR family"
                     /protein_id="AAP24613.1"
                     /db_xref="Pathema:BA_0594"
                     /translation="MAGNKVETPQETCSQTIIHEEVVDQVKQTIPTDESLSKVAELFK
                     VLGDRTRTRILHALFEAEMCVCDLAYLLGMTQSSISHQLRVLKQAKLVKNRKEGKVVY
                     YSLADQHVIHIFEQAFEHVNEEE"
     gene            607786..610152
                     /locus_tag="BA_0595"
                     /old_locus_tag="BA0595"
                     /db_xref="Pathema:BA_0595"
     CDS             607786..610152
                     /locus_tag="BA_0595"
                     /old_locus_tag="BA0595"
                     /note="identified by match to protein family HMM PF00122;
                     match to protein family HMM PF00403; match to protein
                     family HMM PF00702; match to protein family HMM TIGR01494;
                     match to protein family HMM TIGR01512; match to protein
                     family HMM TIGR01525"
                     /codon_start=1
                     /transl_table=11
                     /product="heavy metal-transporting ATPase"
                     /protein_id="AAP24614.1"
                     /db_xref="Pathema:BA_0595"
                     /translation="MAEALVKKKLMLEGLDCANCAMKIEKGVGNIEGVNSCSVNFATK
                     TMVLETAQNKESEVVTEAKKLVTKLEPHIKVQEEKNTKVAKEVFILEGLDCANCAMKI
                     ENKVKEMPTVSAATVDFVSKKLRVEVANKRELEATVANITNVVQKLEPDVKVVREEKG
                     GHDHGHSHDHGEANVKKMVGRLVVGGILTAIAALAGLPQMITIPLFVLAYLLIGGDIV
                     WRAVRNITRGQVFDENFLMAIATLGAFAIQQYPEAVAVMLFYQVGELFQSIAVNRSRK
                     SITSLMDIRPDYANVKIGNETKQVSPEDVQIGDYIIVKPGEKVPLDGKVVEGTSMVDT
                     SALTGESVPREVEVGNDVLSGFVNQNGVLTIEVTKEFGESTVSKILDLVQNASSKKAP
                     TENFITKFARYYTPVVVITAAIMAFIPPLILEGATFSDWIYRALVFLVISCPCALVVS
                     IPLGFFGGIGGASKSGVLVKGSNYLEALNDVKYIVFDKTGTLTKGVFKVTKMEPSEGI
                     TNEELLEYAAFAEVYSNHPIAQSIRNAYRKSIDEKIIDDYNEISGHGTVVKVQGKEIF
                     AGNAKLMRKENITFKQPETVGTLVHVAVDGKYAGYIVISDEVKEDSKQAIQKLKELGI
                     KKTVMLTGDAKLVGEAVGKELGLDEVHAELLPQQKVEEIEKIDAAKHGKEKVAFVGDG
                     INDTPVLARADVGIAMGGLGSDAAIEAADIVIMTDEPSKIATAVNIAKRTRRIVWQNI
                     IFALGVKGLVLLLGAFGIATMWEAVFSDVGVTLLAVLNAMRVLRVKDL"
     gene            complement(610356..611819)
                     /locus_tag="BA_0596"
                     /old_locus_tag="BA0596"
                     /db_xref="Pathema:BA_0596"
     CDS             complement(610356..611819)
                     /locus_tag="BA_0596"
                     /old_locus_tag="BA0596"
                     /note="identified by match to protein family HMM PF04095;
                     match to protein family HMM TIGR01513"
                     /codon_start=1
                     /transl_table=11
                     /product="putative nicotinate phosphoribosyltransferase"
                     /protein_id="AAP24615.1"
                     /db_xref="Pathema:BA_0596"
                     /translation="MTYYKDDSYALHTDLYQINMAYTYWKDGIHNRRSVFDLYFRKLP
                     FENGYAVFAGLEKIVEYIENFSFTESDIAYLAELQFEEEFLHYLQNMKFTGTVRSMQE
                     GEVVFNNEPLLRVDAPLGEAQIIETALLNIVNYQTLIATKAARMKHAANNDELLEFGT
                     RRAHEFDAALWGTRAAFIGGFSSTSNVRAGKRFGIPVAGTHAHSFVQAYRDEYVAFKK
                     YAETHKKCVFLVDTYDTLKSGVPNAIRVAKEFGDRIDFYGIRLDSGDMAYLSKKARKL
                     LDEAGFTNTKIIASSDLDEYTIMHLKSQGAKINVWGVGTKLITSFEQPALGAVYKLVA
                     IEDTDGKLNDTIKISSNPEKITTPGLKRIYRIINRVNDHAEGDYIALDYEEPGKEERL
                     KMFHPVHTYISKFVTNFEARELHKDIFVNGERTYELPSILDIQKYNEQSLSLFWEEYM
                     RTLNPEEYPVDLSQECWDHKMNYIQTVREQVEKNIQK"
     gene            612020..613288
                     /locus_tag="BA_0597"
                     /old_locus_tag="BA0597"
                     /db_xref="Pathema:BA_0597"
     CDS             612020..613288
                     /locus_tag="BA_0597"
                     /old_locus_tag="BA0597"
                     /note="identified by similarity to GP:12655807; match to
                     protein family HMM PF00515; match to protein family HMM
                     PF01381; match to protein family HMM PF07719"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator/TPR domain protein"
                     /protein_id="AAP24616.1"
                     /db_xref="Pathema:BA_0597"
                     /translation="MQQTLEKIGKQVFYKRLQQKMTQEELCQGICSVSYLSKIENGKI
                     EASEEILQLLCTRLEIAVTDLRDVEEDVKGKLDEWLNALVHLDKPQVERIYEELQSEM
                     KHVLDFEIINYYKLLYTRYLIMKRDIATLEEELDRLKKVYKKYSPFQKLLYMYSRGLL
                     CCLQYRWKEGLDYLLKTEVMAKEQGYHETGLYYNIALVYTHLDIHHLAIHFVNIALEG
                     FRSEYKFRNIINCQILIAVSYTEKGQYEEALKMYESILRESASFADKDVLLAITLSNM
                     GSIYYKKGKYQQAKKYYLDSLQLQKQIDLNYLDTIYEMAVVCIKLEELEEAKALIDKG
                     IDAAKQEERFNAKLYLLLMLRYKYFEEAKDYKAFLENEAIPLYKSAGNKIELKKVYIE
                     LAEHFSSLSRFEESNRYYRLVIDLMNDKEE"
     gene            613291..613422
                     /locus_tag="BA_0598"
                     /old_locus_tag="BA0598"
                     /db_xref="Pathema:BA_0598"
     CDS             613291..613422
                     /locus_tag="BA_0598"
                     /old_locus_tag="BA0598"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24617.1"
                     /db_xref="Pathema:BA_0598"
                     /translation="MKKMVFGALAFIVTLTVAGGIHQYSSKPDIVGQEAKTVQQINS"
     gene            613589..615289
                     /locus_tag="BA_0599"
                     /old_locus_tag="BA0599"
                     /db_xref="Pathema:BA_0599"
     CDS             613589..615289
                     /locus_tag="BA_0599"
                     /old_locus_tag="BA0599"
                     /note="identified by similarity to SP:P05806; match to
                     protein family HMM PF01447; match to protein family HMM
                     PF02868; match to protein family HMM PF03413; match to
                     protein family HMM PF07504"
                     /codon_start=1
                     /transl_table=11
                     /product="neutral protease"
                     /protein_id="AAP24618.1"
                     /db_xref="Pathema:BA_0599"
                     /translation="MKKKSLALVLATGMAVTTFGGTGSAFADSKNVLSTKKYNETVQS
                     PEFISGDLTEATGKKAESVVFDYLNAAKGDYKLGEKSAQDSFKVKQAKKDAVTDSTVL
                     RLQQVYEGVPVWGSTQVAHVSKDGSLKVLSGTVAPDLDKKEKLKNKNKIEGAKAIEIA
                     QKDLGVTPKYEVEPKADLYVYQNGEETTYAYVVNLNFLEPSPGNYYYFIEADSGKVLN
                     KYNKLDHVANEDKSPVKQEAPKQEAKPAVKPVTGTNAVGTGKGVLGDTKSLNTTLSAS
                     SYYLQDNTRGATIFTYDAKNRSTLPGTLWVDADNVFNAAYDAAAVDAHYYAGRTYDYY
                     KATFNRNSINDAGAPLKSTVHYGSRYNNAFWNGSQMVYGDGDGVTFTSLSGGIDVIGH
                     ELTHAVTEYSSDLIYQNESGALNEAISDVFGTLVEYYDNRNPDWEIGEDIYTPGKAGD
                     ALRSMSDPTKYGDPDHYSKRYTGTGDNGGVHTNSGIINKAAYLLANGGTHYGVTVNGI
                     GKDKVGAIYYRANTQYFTQSTTFSQARAGLVQAAADLYGASSAEVAAVKQSYSAVGVN
                     "
     gene            complement(615352..615900)
                     /locus_tag="BA_0600"
                     /old_locus_tag="BA0600"
                     /db_xref="Pathema:BA_0600"
     CDS             complement(615352..615900)
                     /locus_tag="BA_0600"
                     /old_locus_tag="BA0600"
                     /note="identified by match to protein family HMM PF09335"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP24619.1"
                     /db_xref="Pathema:BA_0600"
                     /translation="MAETIQNFLTDYYSIAIPLSILINIIISLLGFIPSIFLTAINIQ
                     LFGVTNGTIISIAGEALGAIISFYIYRIGLQKFTHSKVNKYPKVERLLYVKGKEAFLL
                     VLSFRLIPFIPSSIVTLFAALGKMSLLSFSIASTIGKIPALLIEVYSAYHVINGTNEA
                     KWIVTIAGAIGLFYLWKKWRKK"
     gene            616279..616797
                     /locus_tag="BA_0602"
                     /old_locus_tag="BA0602"
                     /db_xref="Pathema:BA_0602"
     CDS             616279..616797
                     /locus_tag="BA_0602"
                     /old_locus_tag="BA0602"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP24620.1"
                     /db_xref="Pathema:BA_0602"
                     /translation="MKRISSLFLSSLLALMLILSGCAGKEQKTEKQTGNQSTSVEKIS
                     DNILDEMEGPPKNGHTIERHVGKSEEDLKNRLKTDKVSAASTYYDKETATKAVKDSLK
                     QHDKEIQDWLKNSKEARLVLNTTHSFPVGKTVIKKNMNVKDKLVKTVTVLARDKSGDL
                     GYKIITSYPSDK"
     gene            616813..617085
                     /locus_tag="BA_0603"
                     /old_locus_tag="BA0603"
                     /db_xref="Pathema:BA_0603"
     CDS             616813..617085
                     /locus_tag="BA_0603"
                     /old_locus_tag="BA0603"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24621.1"
                     /db_xref="Pathema:BA_0603"
                     /translation="MYTTLQYFLKSYCTLSIHEDEIVGVMEEFIEQEDEEIVLKLRDE
                     LLYMKKKDAWEEACVLAARQGNRMWSLEETKDHLTTFLVLLQKKKA"
     gene            complement(617134..618396)
                     /locus_tag="BA_0604"
                     /old_locus_tag="BA0604"
                     /db_xref="Pathema:BA_0604"
     CDS             complement(617134..618396)
                     /locus_tag="BA_0604"
                     /old_locus_tag="BA0604"
                     /note="identified by similarity to GP:15023569; match to
                     protein family HMM PF04294"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24622.1"
                     /db_xref="Pathema:BA_0604"
                     /translation="MKLSKILIGSAIAGGILLCVGGVSGYQYVSKLNNQLDTTALPNT
                     TFEGISLDGKNKKDIQAIINQKITELDQKSLTYIFQNDKQTYTWKDLGINYKEKDIID
                     KIFKEQEGNAINRYKMRKQAENGELKRDYKLTPQLNTTAYESFMKDKYNKTLKNPVNA
                     ELSIEGTTVNISQSQNGEKIDKGKLTDLTKQAITSGTSDITLPVTLLKPERSTEDIQK
                     MGIKEVIAEYSTPMAGRNGNQSFNVNKSANTLSGVIVAPDETFSFNGRVGVTDAAHGY
                     KSAAVYSQGKVIQSAGGGVCQVSSTLYSAALRADLGIVSRSNHSMPVNYLPLGQDAAV
                     ADYGPDLKFKNNTGNHIYIQAFSNGGSITTRIFGTNTGKNVEVSSQVISRTNDKITAV
                     TYKKVTQNGEVISNGQISKSVYKSAPKQ"
     gene            complement(618631..619632)
                     /locus_tag="BA_0605"
                     /old_locus_tag="BA0605"
                     /db_xref="Pathema:BA_0605"
     CDS             complement(618631..619632)
                     /locus_tag="BA_0605"
                     /old_locus_tag="BA0605"
                     /note="identified by similarity to OMNI:NTL01BS03560;
                     match to protein family HMM PF03816; match to protein
                     family HMM TIGR00350"
                     /codon_start=1
                     /transl_table=11
                     /product="transcription antiterminator, LytR family"
                     /protein_id="AAP24623.1"
                     /db_xref="Pathema:BA_0605"
                     /translation="MNKDTRAKKGRSKKKRLLWFLLIPLLIIALGAGGYSFHIYSKAK
                     SILSNAYSELGRGDKSSKREKAVKPMTDNISILIMGVDESDIRDKNYGKATRTDALLL
                     ATINKNDKSVKLVSIPRDSRVYIKSREKYDKITHAHVFGGVDSTIDTVENFLDVPVDY
                     YVKFNFKSFIKIVDSLGGITVDVPVEFTEQNSKDEADAIHLKKGRQHLNGEEALALAR
                     TRHIDSDYMRGQRQQLVLEAIAEKALSLNSINKIGGLLDAVDKDLKTNLTFDDMMTIA
                     KNSMGSNLKMDKLQVEGTDKYIGGIYYYVPNEKSVNNISTTLQEHLGVTNKNEHKKL"
     gene            complement(619908..621086)
                     /locus_tag="BA_0606"
                     /old_locus_tag="BA0606"
                     /db_xref="Pathema:BA_0606"
     CDS             complement(619908..621086)
                     /locus_tag="BA_0606"
                     /old_locus_tag="BA0606"
                     /note="identified by similarity to OMNI:NTL01BS03934;
                     match to protein family HMM PF01773; match to protein
                     family HMM PF07662; match to protein family HMM PF07670;
                     match to protein family HMM TIGR00804"
                     /codon_start=1
                     /transl_table=11
                     /product="nucleoside transporter, NupC family"
                     /protein_id="AAP24624.1"
                     /db_xref="Pathema:BA_0606"
                     /translation="MKFITFFLGLIVVFFLAYIASNNKKHIKFKPIFIMLLIQLILTY
                     LLLNTEIGLILIRVISSLFTKLLEYAADGINFVFGGLANKGEMPFFLTVLLPIVFISV
                     LIGILQHFKILPFFIHWIGYFLSKINGLGKLESYNAIASAIVGQSEVFITVKKQLAQI
                     PKHRLYTLCASAMSTVSMSIVGAYMTMIEPKYVVTALVLNLFSGFIIVLIINPYDVKD
                     DEDILEIKGEKQSFFEMLGEYILDGFRVAIVVGAMLIGFVALISCINDLFLIIFGITF
                     QQLIGYVFAPIAFLIGVPSSEIVAAGSIMATKLVTNEFVAMMDLSKISNSLSPRTVGI
                     ISVFLVSFANFSSIGIISGAVKGLNEEQGNVVARFGLKLLYGATLVSILSAIIVSIML
                     "
     gene            621178..621564
                     /locus_tag="BA_0607"
                     /old_locus_tag="BA0607"
                     /db_xref="Pathema:BA_0607"
     CDS             621178..621564
                     /locus_tag="BA_0607"
                     /old_locus_tag="BA0607"
                     /note="identified by similarity to GP:17133605; match to
                     protein family HMM PF00903"
                     /codon_start=1
                     /transl_table=11
                     /product="glyoxylase family protein"
                     /protein_id="AAP24625.1"
                     /db_xref="Pathema:BA_0607"
                     /translation="MNISRVHHVAIICSNYEVSKDFYTRILGFKAINEVYRKERDSYK
                     LDLCVGKEYQIELFSFPNPPKRPSFPEAAGLRHLAFAVTNIEEAVQDLSQCGVETEAI
                     RIDEITGKKFVFFQDPDGLPLELYEV"
     gene            621672..622757
                     /locus_tag="BA_0608"
                     /old_locus_tag="BA0608"
                     /db_xref="Pathema:BA_0608"
     CDS             621672..622757
                     /locus_tag="BA_0608"
                     /old_locus_tag="BA0608"
                     /note="identified by similarity to EGAD:108547; match to
                     protein family HMM PF00571; match to protein family HMM
                     PF01595"
                     /codon_start=1
                     /transl_table=11
                     /product="CBS domain protein"
                     /protein_id="AAP24626.1"
                     /db_xref="Pathema:BA_0608"
                     /translation="MDILKLLMVAILIGLTAFFVAVEFAIIKVRSSRIDQLVSEKRRG
                     ALAAKKVTSNLDEYLSACQLGITITALGLGWLGEPTIKHLLEPLFLKLNLSPAIASTV
                     SFIIAFAVITFLHVVIGELAPKTFAIQRAEQVSLLLSKPLIYFYRIMYPFIWALNGSA
                     RLVTGLFGLHPASEHEVAHSEEELRLILSESYESGEINQREFKYVNNIFEFDNRVAKE
                     IMVPRTEVIGLYEDEPFETHIKIIAQEKYTRYPVFGEDKDEIIGMVNVKDLFIRYMDG
                     NRDEECSITPYTRPVIEVLENIPIHDLLLQMQRKHIPLAVLYDEYGGTAGIVTLEDIL
                     EEIVGEIRDEYDEDEHPPIEHISEGGH"
     gene            622841..624274
                     /gene="aspA1"
                     /locus_tag="BA_0609"
                     /old_locus_tag="BA0609"
                     /db_xref="Pathema:BA_0609"
     CDS             622841..624274
                     /gene="aspA1"
                     /locus_tag="BA_0609"
                     /old_locus_tag="BA0609"
                     /EC_number="4.3.1.1"
                     /note="identified by similarity to EGAD:17758; match to
                     protein family HMM PF00206; match to protein family HMM
                     TIGR00839"
                     /codon_start=1
                     /transl_table=11
                     /product="aspartate ammonia-lyase"
                     /protein_id="AAP24627.1"
                     /db_xref="Pathema:BA_0609"
                     /translation="MIATKDIRIEKDFLGEKEVPSIAYYGVQTLRAVENFPITGYRIH
                     PSLITAMAIVKKAAALANMDTGYLAKDIGHEIAEAAQEIVDGKFHDQFIVDPIQGGAG
                     TSINMNTNEVIANRALERMGYEKGEYAKISPNTHVNMAQSTNDAFPTGIHIATLMRLE
                     ELLITMEELHAAFRAKAKEFDHVIKMGRTHLQDAVPIRLGQEFEAYSRVLARDIKRIK
                     QSRQHLYEVNMGATAVGTGLNANPTYIEQVVKHLRTFSGFPLVGAEHLVDATQNTDAY
                     TEVSAALKVCMMNMSKIANDLRIMASGPRVGLAEIQLPARQPGSSIMPGKVNPVMAEV
                     INQVAFQVIGNDHTICLASEAGQLELNVMEPVLVFNLIQSISIMNNGFRVFREYCIKG
                     ITANEELLKQYVEKSVGIITAVNPHIGYEAASRIAREAIETGKSVRELCLEHGVLTEE
                     ELDIILDPFEMTHPEIAGASLLKDKKM"
     gene            complement(624314..625933)
                     /gene="lldP1"
                     /locus_tag="BA_0610"
                     /old_locus_tag="BA0610"
                     /db_xref="Pathema:BA_0610"
     CDS             complement(624314..625933)
                     /gene="lldP1"
                     /locus_tag="BA_0610"
                     /old_locus_tag="BA0610"
                     /note="identified by similarity to EGAD:8633; match to
                     protein family HMM PF02652; match to protein family HMM
                     TIGR00795"
                     /codon_start=1
                     /transl_table=11
                     /product="L-lactate permease"
                     /protein_id="AAP24628.1"
                     /db_xref="Pathema:BA_0610"
                     /translation="MSTWTQIYDPLNNIWLSALIAALPIFCFIICLVGFKMKGYMAGL
                     YSVIVAIILAIFVYKMPTTAAVASAGFGVLSGFYPICTIVIAAIFLYKLTVKTEQFNV
                     IRDSISSITNDQRLQVLLIAYSFGAFLEGAAGFGVPVAITAALLVGMGFNPLKAAGIC
                     LVANIAGGAMGAMGIPVTVPAQLTGIDALTVGRQAVYILPFISIVLPFLLVSMVDGFK
                     GIKETWQGILVSGVSFAITQFVVTYFLGAELTNIFAAVVSMVALALFLRVWQPKSSAK
                     EEKQEEKESHTFNQILYAWSPFVFLTAFVTIFNLKPIKALFAPDGPLANLVFNIQFPG
                     LHNQVIKTAPITKADTPFAAIFKLDVFSSTTTAIVLAIIVSLIVYRVNGKMIKELMIE
                     TIKELKVPVYTICSVIALAYVENYSGMSSTLGLAFSSTGNAFPILSPILGWIGVFITG
                     SVVSSGSLFAPLQAVTADQLNIVPSTLVSLNVVGGTIAKMVSPQSVAVACAAVGLVGK
                     ESALFKTVMKYSLIFLAIISLLQLNAVFNIF"
     gene            626770..627057
                     /locus_tag="BA_0612"
                     /old_locus_tag="BA0612"
                     /db_xref="Pathema:BA_0612"
     CDS             626770..627057
                     /locus_tag="BA_0612"
                     /old_locus_tag="BA0612"
                     /note="identified by similarity to GP:14022747; match to
                     protein family HMM PF01022"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, ArsR family"
                     /protein_id="AAP24629.1"
                     /db_xref="Pathema:BA_0612"
                     /translation="MSQNQFECRISEEDVQMLRALAHPLRLRLVMELMQRGTCNVTQL
                     QEVLEIPQSTVSQHLTKLKQNKVVRFERRGLEVYYQIHNDKVSEVVKTLFS"
     gene            627172..627351
                     /locus_tag="BA_0613"
                     /old_locus_tag="BA0613"
                     /db_xref="Pathema:BA_0613"
     CDS             627172..627351
                     /locus_tag="BA_0613"
                     /old_locus_tag="BA0613"
                     /note="identified by similarity to EGAD:108218; match to
                     protein family HMM PF08141; match to protein family HMM
                     TIGR02861"
                     /codon_start=1
                     /transl_table=11
                     /product="small acid-soluble spore protein, H-type"
                     /protein_id="AAP24630.1"
                     /db_xref="Pathema:BA_0613"
                     /translation="MDVKRVKQILSSSSRIDVTYEGVPVWIESCDEQSGVAQVYDVSN
                     PGESVHVHVNALEEK"
     gene            complement(627392..628750)
                     /locus_tag="BA_0614"
                     /old_locus_tag="BA0614"
                     /db_xref="Pathema:BA_0614"
     CDS             complement(627392..628750)
                     /locus_tag="BA_0614"
                     /old_locus_tag="BA0614"
                     /note="identified by similarity to EGAD:108941; match to
                     protein family HMM PF00854; match to protein family HMM
                     PF07690; match to protein family HMM TIGR00924"
                     /codon_start=1
                     /transl_table=11
                     /product="proton/peptide symporter family protein"
                     /protein_id="AAP24631.1"
                     /db_xref="Pathema:BA_0614"
                     /translation="MDAALKLDKAGEQQSPKKHPPGLYLLFLTEMWERFSYYGMRGLL
                     VLYLTTAAVSGGLGFDKAFAVQLYGTFTAAVYFMPIIGGWLTDHYITRRHAITLGGII
                     MAIGNFVLFSMNTKTGLFLGLVLLVIGNGFFKPNISTLLGELYEENDSRRDSAFTIFY
                     MGINVGAFFAPLICGFLAEDFFKTSVDGVMVMGYKYGFLAACIGMIIGQIVFNLLAPR
                     YLGTAGTTVIGKKTKNQPAVEKKPLTKQEKNRTWAIVILTCFVVFFWAGFEQAGSSLT
                     LYTDKFVDRTIFGWEIPTSWFQSVNPAFIVLLAPFVSMLWLKLSKSKRGDLKIPTKMA
                     FGMILLGIGYLVLTLAVLKTGSSEADITVKANLLFIVITYMFHTIGELFLSPIGLSMV
                     SAIAPVKLASLLMGVWLAGKLASFTQSLGYLEVFASIGIIVIVLGLVLLLFSKKVASM
                     ME"
     gene            complement(629132..630097)
                     /locus_tag="BA_0615"
                     /old_locus_tag="BA0615"
                     /db_xref="Pathema:BA_0615"
     CDS             complement(629132..630097)
                     /locus_tag="BA_0615"
                     /old_locus_tag="BA0615"
                     /note="identified by similarity to EGAD:49661; match to
                     protein family HMM PF01497"
                     /codon_start=1
                     /transl_table=11
                     /product="iron compound ABC transporter, iron
                     compound-binding protein"
                     /protein_id="AAP24632.1"
                     /db_xref="Pathema:BA_0615"
                     /translation="MNFMRKKSFTVFVFSLAFSLLLSACGKSNTKEESKEDTKKEMIP
                     VEHAMGKTEVPANPKRVVILTNEGTEALLELGVKPVGAVKSWTGDPWYPHIKDKMKDV
                     KVVGDEGQVNVETIASLKPDLIIGNKMRHEKVYEQLKAIAPTVFSETLRGEWKDNFKF
                     YAKALNKEKDGQKVLAAYDKRMKDLKAKLGDKVNQEISMVRFMPGDVRIYHGDTFSGV
                     ILKELGFKRPGDQNKNDFAERNVSKERISAMDGDVLFYFTFDKGNEKKGSELEKEYIN
                     DPLFKNLNAVKNGKAYKVDDVIWNTAGGVMAANLLLDDIEKRFVK"
     gene            630270..631274
                     /locus_tag="BA_0616"
                     /old_locus_tag="BA0616"
                     /db_xref="Pathema:BA_0616"
     CDS             630270..631274
                     /locus_tag="BA_0616"
                     /old_locus_tag="BA0616"
                     /note="identified by similarity to EGAD:37681; match to
                     protein family HMM PF01032"
                     /codon_start=1
                     /transl_table=11
                     /product="iron compound ABC transporter, permease protein"
                     /protein_id="AAP24633.1"
                     /db_xref="Pathema:BA_0616"
                     /translation="MLLKTNRAKWIGLFVGIIAVITCIWGSIIFGYTNTSWKLALDAF
                     FHFNGSNEHIIIQNVRLPRALIAASVGASLAIAGCLMQTLTKNPLASPDFIGLNSGAA
                     FFIVVAIVIFSVTSLSAFTWIAFLGAAIAAVLVFASSSLGKEGTTPLKLTLAGVAISA
                     LFSSLTQGLLVLNEKALEEVLFWLAGSVQGRKLEILQSVFPYLLIGWIASIMMTGKVN
                     TLMMGEDVAKGLGQRTILMKSFVLLIIVLLSGGSVAVAGPIGFIGIVTPHFARFLVGV
                     DHRWRVPYSGLLGAILLILADIAARYVIMPQEVPVGVMTAFIGAPFFIYIARKRGLSK
                     "
     gene            631271..632329
                     /locus_tag="BA_0617"
                     /old_locus_tag="BA0617"
                     /db_xref="Pathema:BA_0617"
     CDS             631271..632329
                     /locus_tag="BA_0617"
                     /old_locus_tag="BA0617"
                     /note="identified by similarity to EGAD:37682; match to
                     protein family HMM PF01032"
                     /codon_start=1
                     /transl_table=11
                     /product="iron compound ABC transporter, permease protein"
                     /protein_id="AAP24634.1"
                     /db_xref="Pathema:BA_0617"
                     /translation="MKKYIPFRIGKGELSFLMYKRACLVLFSLLVVLIGLFFASAGMG
                     DMKIAPYDVWQAITGNGDAMSNMVVNKFRMPRILIAILVGIALAVAGCILQGLVRNPL
                     ASPDIIGITGGASVAVVLFLAIFSDKNNALTVSIHYMPLAAFIGATIVALFVYLFAWR
                     NDGLSPISLVLIGVGFWALTKAATTLFMLLAPIYQASQANVWITGTVYGSSWQNVMVL
                     APWVLILTVISFIAARHLNAQELGDDIAVGLGVPLTKSRIFMLLLSTALIGGAVAFAG
                     GIGFVGLMAPHISRRLVGSLYGALLPVAAIVGAILVLAADLIGRTVFTPLEIPAGVFT
                     SAIGAPYFIYLLYKSRNS"
     gene            632342..633163
                     /locus_tag="BA_0618"
                     /old_locus_tag="BA0618"
                     /db_xref="Pathema:BA_0618"
     CDS             632342..633163
                     /locus_tag="BA_0618"
                     /old_locus_tag="BA0618"
                     /note="identified by similarity to EGAD:10278; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="iron compound ABC transporter, ATP-binding
                     protein"
                     /protein_id="AAP24635.1"
                     /db_xref="Pathema:BA_0618"
                     /translation="MQKALETKRLTLSYGETIIIDELNLEIPKGEITIFIGSNGCGKS
                     TLLRSLARLLKPTTGDILLDNQAIQSMQTKQIARQMAILPQGPQAPEGLTVLQLVKQG
                     RYPYQTWLKQWSEKDEEMVQNALAATGMTEFAERDVHALSGGQRQRAWIAMTLAQDTD
                     IILLDEPTTYLDMTHQIEVLDLLFELNETEQRTIVMVLHDLNLACRYADNIVAIQDKQ
                     IYAQGKPEEVVDEKLVRDVFRMECQISTDPLFGTPLCIPHGKGRRVRKEVAHAMR"
     gene            complement(633195..633926)
                     /locus_tag="BA_0619"
                     /old_locus_tag="BA0619"
                     /db_xref="Pathema:BA_0619"
     CDS             complement(633195..633926)
                     /locus_tag="BA_0619"
                     /old_locus_tag="BA0619"
                     /note="identified by similarity to OMNI:HI0912; match to
                     protein family HMM PF08241; match to protein family HMM
                     PF08242"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24636.1"
                     /db_xref="Pathema:BA_0619"
                     /translation="MAFTESDVYNNEAFFKQYMKRRYRENSPNELLEKPAFFQLIGDV
                     KGKKILDLGCGDAKFGKELLEKDCHSYTGIEGSQLMYEKAKKQLENKNGIVHFLNLKD
                     YTYPPATFDLVTSRLALHYIEHLPIIFQNVYETLKTNGTFTFSVQHPVITSSFESLQT
                     SGKRTSWLVDDYFKTGKRVEPWIDQEVIKYHRTTEEYFTLLQQAGFTITNLKEATPNQ
                     TYFQSAEEYERRLRIPLFLLFSCRK"
     gene            634139..635329
                     /locus_tag="BA_0620"
                     /old_locus_tag="BA0620"
                     /db_xref="Pathema:BA_0620"
     CDS             634139..635329
                     /locus_tag="BA_0620"
                     /old_locus_tag="BA0620"
                     /note="identified by similarity to SP:P22806; match to
                     protein family HMM PF00155; match to protein family HMM
                     TIGR01825"
                     /codon_start=1
                     /transl_table=11
                     /product="putative 8-amino-7-oxononanoate synthase"
                     /protein_id="AAP24637.1"
                     /db_xref="Pathema:BA_0620"
                     /translation="MSSKTLAKFLEENLEDLKSKGLYNVIDPLESSNGPIITIGGKEY
                     INLSSNNYLGLATDSRLQEAAIGAIHKYGVGAGAVRTINGTLDLHIKLEETIAKFKHT
                     EAAIAYQSGFNCNMAAISAVMDKNDAILSDELNHASIIDGSRLSKAKIIVYKHSDMED
                     LRQKAIAAKESGLYNKLMVITDGVFSMDGDVAKLPEIVEIAEELDLMTYVDDAHGSGV
                     LGKGAGTVKHFGLSDKVDFQIGTLSKAIGVIGGYVAGKQNLIDWLKVRSRPFLFSTAV
                     TPADAAACMRSIEILMESTELHDRLWENGRYLKQGLKELGFNIGESETPITPCIIGDE
                     VLTQEFSKRLNEEGVYAKSIVFPTVAKGTGRVRNMPTAAHTKEMLDEAIRKYEKVGKE
                     MGII"
     gene            635374..636327
                     /locus_tag="BA_0621"
                     /old_locus_tag="BA0621"
                     /db_xref="Pathema:BA_0621"
     CDS             635374..636327
                     /locus_tag="BA_0621"
                     /old_locus_tag="BA0621"
                     /note="identified by similarity to OMNI:SA0599; match to
                     protein family HMM PF01073; match to protein family HMM
                     PF01370; match to protein family HMM PF02719; match to
                     protein family HMM PF07993"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24638.1"
                     /db_xref="Pathema:BA_0621"
                     /translation="MKKILVTGSLGQIGSELVMKLRDVYGASNVIATDIRETDSEVVT
                     SGPFETLDVTDGQKLHDIAKRNEVDTIIHLAALLSATAEKNPLFAWNLNMGGLVNALE
                     AARELNCKFFTPSSIGAFGPSTPKDNTPQDTIQRPTTMYGVNKVAGELLCDYYHQKFG
                     VDTRGVRFPGLISYVAPPGGGTTDYAVEIYYEAIKKGTYTSYIAEGTYMDMMYMPDAL
                     QAIISLMEADPSKLVHRNAFNITAMSFEPEQIAASIRKHIPTFTMDYAVDPARQTIAD
                     SWPNSIDATAAMKEWGFKAEYDLDKMTTDMLVKLKKSSQLS"
     gene            636393..636815
                     /locus_tag="BA_0622"
                     /old_locus_tag="BA0622"
                     /db_xref="Pathema:BA_0622"
     CDS             636393..636815
                     /locus_tag="BA_0622"
                     /old_locus_tag="BA0622"
                     /note="identified by similarity to GP:16411856; match to
                     protein family HMM PF00293"
                     /codon_start=1
                     /transl_table=11
                     /product="mutT/nudix family protein"
                     /protein_id="AAP24639.1"
                     /db_xref="Pathema:BA_0622"
                     /translation="MQRVDVVYALIHDEETDKILMVHNVEQNVWSLPGGAVEKGETLE
                     EALVREVKEETGLTAVAGGLVAINEKFFEEPGNHALLFTFRAHVVKGELVAADEGEIS
                     AIEWVDRAIANERFPFYDGGFDSLLEVAIPYKFQPETK"
     gene            complement(636855..638735)
                     /locus_tag="BA_0623"
                     /old_locus_tag="BA0623"
                     /db_xref="Pathema:BA_0623"
     CDS             complement(636855..638735)
                     /locus_tag="BA_0623"
                     /old_locus_tag="BA0623"
                     /note="identified by similarity to EGAD:109250"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24640.1"
                     /db_xref="Pathema:BA_0623"
                     /translation="MRQIFSDKKIDASLFLQMENLMYALLKEDDAYLEYGYKAYYDEI
                     EKKVVISHFWDDRKEEDTVIGLKSEVFLKALGNKHYSDMTLIRSYAIELQESPLKKFL
                     TQLFVLLEDLRVEEIVKNLRPGTKHVFKRRKEMYRNYFSSQNEINRVRNYHGDRLFCL
                     CYLSLTSDKYEMFNNEYFEQIEAILHETFQARNTEDIMYIVEKIRYRLEELLESDMLN
                     NYFGHAPLYLSVIADEKDSRPEKLTNDDTQIVDDENKNKMNESFSTWHRENKNNENEN
                     FLRFELESGTKTNMMGDTARESEDGDQALGSVQGTSQKSTQSNFDGADTEEARASHAS
                     SQNDGAYGKYNVGASHTFKEARKSTPDEKKDYQAIKSVVNKDVKELKKIIEKTIENKT
                     NANSDKYYGRLRKKFLRIYTEKQPRMFYKKGQESQELDVAFQLLVDCSGSMYNKMEET
                     KKSVVLFHEALKSLKIPHAISGFWEDASSAKPEDKPNVIHEVVTYKNSTLPNVGPEIM
                     QLREEEDNRDGYIIRIVSEKLAKRPEKHKFLLVFTDGEPSALDYQQDGILDTHEAVKL
                     ARKSGMEVIGIFIEEGEAKEATYQLMKNIYNHHFLVANHAEDLRLKIKPLLKKLLLKT
                     IE"
     gene            complement(638739..639632)
                     /locus_tag="BA_0624"
                     /old_locus_tag="BA0624"
                     /db_xref="Pathema:BA_0624"
     CDS             complement(638739..639632)
                     /locus_tag="BA_0624"
                     /old_locus_tag="BA0624"
                     /note="identified by match to protein family HMM PF07726;
                     match to protein family HMM PF07728"
                     /codon_start=1
                     /transl_table=11
                     /product="putative norQ protein"
                     /protein_id="AAP24641.1"
                     /db_xref="Pathema:BA_0624"
                     /translation="MLEQFHIHADLKQQLSTIHEKNKQEAGENAHLIGTKIYKASDNS
                     IIEDAITALLLGKNILLKGPTGSGKTVLAETLSSLFQKPMHSINCSVDLDVEGILGYN
                     TLQTKDGASEVTFVNGPLMKAMKNGHFLYIDEINMAKPETLPLLHGALDYRKMITNPF
                     TQEVVYGDDEYRVIAAINEGYVGTSELNEALKNRFVIIEVPYIQGDTLKELLLAESKL
                     KDVATIEKFVAFASDLMPLARDGRVSEEAASIRGIIDACDLGVYIPVMRAIERSIIAK
                     LNDETEQMTVRELAESYFFEG"
     gene            complement(639760..641289)
                     /gene="cls1"
                     /locus_tag="BA_0625"
                     /old_locus_tag="BA0625"
                     /db_xref="Pathema:BA_0625"
     CDS             complement(639760..641289)
                     /gene="cls1"
                     /locus_tag="BA_0625"
                     /old_locus_tag="BA0625"
                     /EC_number="2.7.8.-"
                     /note="identified by similarity to SP:O66043; match to
                     protein family HMM PF00614"
                     /codon_start=1
                     /transl_table=11
                     /product="cardiolipin synthetase"
                     /protein_id="AAP24642.1"
                     /db_xref="Pathema:BA_0625"
                     /translation="MKKPIIQLLLIFTIVSIVPFLLNTSYISLYTFVGVLWSITIVGI
                     SFVIFIENRSPQSTLAWFLVLALLPVVGVLLYSIFGRSRWRRKKHLHRSEEQRKLFRE
                     ILEGRRLELSLKVPLSERSVHLTEVVQKFGGGPAADRTTTKLLTNGDQTFSEILQAIE
                     QAKHHIHIQYYIYKSDEIGTKVRDALIKKAKDGVIVRFLYDGLGSNTLRRRFLQPMKE
                     AGIEIVEFDPIFSAWLLETVNYRNHRKIVIVDGEIGFTGGLNVGDEYLGRSKKFPVWR
                     DSHLKVEGKALYKLQAIFLEDWLYASSGLNTYSWDPFMNRQYFPGKEISNAEGAVQIV
                     ASGPSSDDKSIRNTLLAVMGSAKKSIWIATPYFIPDQETLTLLRLSAISGIDVRILYP
                     GKSDSIISDQASQSYFTPLLKAGASIYSYKDGFMHAKILLVDDKIATIGTANMDVRSF
                     ELNYEIISVLYESETVHDIKRDFEDDFKHSTEIKWNAFQKRSIKKRILESFMRLISPL
                     L"
     gene            641341..641709
                     /locus_tag="BA_0626"
                     /old_locus_tag="BA0626"
                     /db_xref="Pathema:BA_0626"
     CDS             641341..641709
                     /locus_tag="BA_0626"
                     /old_locus_tag="BA0626"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24643.1"
                     /db_xref="Pathema:BA_0626"
                     /translation="MYCDIFIIKCFLFFTKCRYLPILSAFVLHTVYCYVFKEKRKVNI
                     MYGRPIGGFGHGGGFGHGGFHGGFGHSPFFGGGFFPGFVAGALLSPGFGYGGYGYPYY
                     SDYSYYTGYQQDPYYSYNTY"
     gene            641740..642078
                     /locus_tag="BA_0627"
                     /old_locus_tag="BA0627"
                     /db_xref="Pathema:BA_0627"
     CDS             641740..642078
                     /locus_tag="BA_0627"
                     /old_locus_tag="BA0627"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24644.1"
                     /db_xref="Pathema:BA_0627"
                     /translation="MNYIENNGLYYRNHHHGGHHHNGGHHHHGGHNHHDHHHHHGGGW
                     GWGGGSWGGGFFPGSFAGGVLGGLTAGALTGAAGGGYYPAPYPVTYPAPYPVPYPTPY
                     PGYQQTPYPY"
     gene            642437..644140
                     /locus_tag="BA_0628"
                     /old_locus_tag="BA0628"
                     /db_xref="Pathema:BA_0628"
     CDS             642437..644140
                     /locus_tag="BA_0628"
                     /old_locus_tag="BA0628"
                     /note="identified by match to protein family HMM PF00563;
                     match to protein family HMM PF00989; match to protein
                     family HMM PF00990; match to protein family HMM PF08447;
                     match to protein family HMM TIGR00229; match to protein
                     family HMM TIGR00254"
                     /codon_start=1
                     /transl_table=11
                     /product="sensory box/GGDEF family protein"
                     /protein_id="AAP24645.1"
                     /db_xref="Pathema:BA_0628"
                     /translation="MLEQRGHALYESSLRDLKLALDESSIVAITDRKGLITYVNDKFC
                     EISKYTREELIGKDHRILNSGYHPKTFFQMLWKRILSGKVWRGEIRNQAKDGTYYWVK
                     TTIVLFLNEKGEPYQFIAIRNDISSRKEAEQRLRLSESRYRELAYHDALTSLPNRLQL
                     ITTVNELIADKNEFGMIYFDLDRFKLVNDTLGHMIGDLLLSEVASRLHYVLGEKDVLA
                     RLGGDEFVLLTKNHKQDEMRQLATSVLSCFQAPFMLEGHEVYISASLGLCSYPQDGQD
                     VETLLKNSDLAMYSAKEQGRNAACFFTDELRAKINRRMKIEFALQKAIRDEELDVVLQ
                     PIIDLKTKKYTGIEALVRCTTEEGPISPSEFIPIAEESGLIIKLGDWVLEKSCRLFKT
                     LPEYEEGLKLSVNLSIQQLMQKRFIISVRSILRRTGFPANRLILEITESIAVRHFDYI
                     IATLQELRNMGILIALDDFGTGYSSLYYLKQLPLDIVKIDRNFIREFHYDHAQPERTI
                     VKSVIEIAHSLNLAVVAEGVETVEQESLLKSMGCDYVQGFYYAKPLSVAELKEKLIID
                     F"
     gene            complement(644171..645568)
                     /locus_tag="BA_0629"
                     /old_locus_tag="BA0629"
                     /db_xref="Pathema:BA_0629"
     CDS             complement(644171..645568)
                     /locus_tag="BA_0629"
                     /old_locus_tag="BA0629"
                     /note="identified by similarity to EGAD:108521; match to
                     protein family HMM PF00324; match to protein family HMM
                     PF03222"
                     /codon_start=1
                     /transl_table=11
                     /product="amino acid permease family protein"
                     /protein_id="AAP24646.1"
                     /db_xref="Pathema:BA_0629"
                     /translation="METKKWGLWVLTAFVIGNMVGGGVFMLPANLAQVSGPMGSTLAW
                     SITGLGVFMIALVFGNLAIRKPELKAGPQSYAQAMFPSKKAGKVAGYSMAWGYWAANW
                     AATASVIISFAGYLSTFFPVLQSKQILFSTNGFSLELGKGLTFLVCSLMLWGIQYILS
                     QNIDRAGNMNLLATIAKIIGFTMFIVITLFIFNASNFGDGQTFMNEAGQSISLGGQIN
                     SAAIATLWAFIGIESAVMLSNRAKSQRDVKKATIFGLIIALLIYMSITLLTMGALSQD
                     ALKDSQKPLVDALNLAIGNKGAYIMALLALVSLFGSTVDWIVVSSEVPYQAAKNGLFP
                     KFFAKTNKKGSPSKSLFITNVMTQIFLFSTISGTVSEAYNFAIVVATLAYLIPYLVST
                     LYQFKLVITGETYDILPGSRIKDGIITTLAFVYSIWVIKTGTADLKTFFLGIGLFVLG
                     LILYPVLMKDSQKMN"
     gene            646020..646730
                     /gene="treR"
                     /locus_tag="BA_0630"
                     /old_locus_tag="BA0630"
                     /db_xref="Pathema:BA_0630"
     CDS             646020..646730
                     /gene="treR"
                     /locus_tag="BA_0630"
                     /old_locus_tag="BA0630"
                     /note="identified by similarity to OMNI:NTL01BS00782;
                     match to protein family HMM PF00392; match to protein
                     family HMM PF07702; match to protein family HMM TIGR02404"
                     /codon_start=1
                     /transl_table=11
                     /product="trehalose operon repressor"
                     /protein_id="AAP24647.1"
                     /db_xref="Pathema:BA_0630"
                     /translation="MMSKYEQIYTAISKSIDNKQLKEGCKIPSETELMKQYEASRGTV
                     RKAVDLLQERGYVQKIHGKGVFVLKRKNIEFNFGGIVSFQEENERLGRHCITEVVEIE
                     KIKATKEIAKLLNVKEKTEIDHIKRVRNIDGEKVILDINHFVSEHIPGLTSEIAAGSI
                     YKYIEKELGLHISYSQRVIEVQSCTEDDRKYLDLNGTDYVVVVKNFTHFYDGSQFEYT
                     ESRHRLDIFHFSDVARRK"
     gene            646868..648295
                     /gene="treB"
                     /locus_tag="BA_0631"
                     /old_locus_tag="BA0631"
                     /db_xref="Pathema:BA_0631"
     CDS             646868..648295
                     /gene="treB"
                     /locus_tag="BA_0631"
                     /old_locus_tag="BA0631"
                     /EC_number="2.7.1.69"
                     /note="identified by similarity to OMNI:NTL01BS00780;
                     match to protein family HMM PF00367; match to protein
                     family HMM PF02378; match to protein family HMM TIGR00826;
                     match to protein family HMM TIGR01992"
                     /codon_start=1
                     /transl_table=11
                     /product="PTS system, trehalose-specific IIBC component"
                     /protein_id="AAP24648.1"
                     /db_xref="Pathema:BA_0631"
                     /translation="MGKDYRKTAEEVLQYIGGKDNIEQAAHCVTRLRIALKDESKIDN
                     DKLQSVSLVKGAFHNAGVFQIVIGPGDVDRVYAELITLAGMKEATVADVKDSGNQKLN
                     PAQKFVKVFSDVFMPILPAIVTAGLLMGINNLLGAKDLFFDGKNLLDVYPNLSGLWDL
                     INMMANTAFVFLPALVGWSATKRFGGSPILGIVMGLMLVHPALLNAWDYGKAATGLDG
                     QKIEYFNILGLFQIEKVGYQGQILPVLVAAFVLSKVEIFLKKHVPNAIQLLVVPITTI
                     VVTGVLALGIIGPVTRHIGDLLTAGLVGVYETVPVVGAVLFGALYAPLVITGMHHMFI
                     AIDLQLIAQHGGTFIWPMIALSNIAQGSAALAMFWISKNQNDKSMASTSAISAYFGIT
                     EPAMFGVNLRNKFPFYAAIIGSAVAAIFITLNGVLAPAIGIGGLPAFISIIPKSIPMF
                     IVGMVIAVVIPFTLTWLFAKRVKQK"
     gene            648309..649970
                     /gene="treC"
                     /locus_tag="BA_0632"
                     /old_locus_tag="BA0632"
                     /db_xref="Pathema:BA_0632"
     CDS             648309..649970
                     /gene="treC"
                     /locus_tag="BA_0632"
                     /old_locus_tag="BA0632"
                     /EC_number="3.2.1.93"
                     /note="identified by match to protein family HMM PF00128;
                     match to protein family HMM TIGR02403"
                     /codon_start=1
                     /transl_table=11
                     /product="alpha,alpha-phosphotrehalase"
                     /protein_id="AAP24649.1"
                     /db_xref="Pathema:BA_0632"
                     /translation="MKDWHKSVVYQIYPKSFNSYYNKETGDIKGVTEKLDYLKELGVD
                     YIWLTPIYQSPQNDNGYDVSDYYSIDPSYGTMEEFEELLEEAKARNIEIMLDIVVNHS
                     STEHKWFKEAKKDKNSPYRNYYIWRDEKNNWQSKFGGSAWKYDEKTKQYFLHLFDETQ
                     ADLNWENEKLREEVYDMMRFWLDKGVTGFRLDVINLISKDQQFLNDDGSTATSDGRKY
                     YTDGPRVHEYLQEMNRNVFEGKDVLTVGEMSSTTIDNCIKYSNPDRNELSMTFSFHHL
                     KVDYPNGDKWTKADFDFIKLKEIMSNWQIEMQKGGGWNALFWCNHDQPRIVSRFGNDE
                     KYRNESAKMLATAMHMLQGTPYIYQGEEIGMTNPNFESIEQYRDVESLNIYDIKLEEG
                     LSKEEIIGILKQKSRDNSRTPMQWNEDVNSGFTTSTPWISVAENFKEINVEKALEDKE
                     SVFYYYKKLIELRKTYDVITEGEYAILDENDSEIWAYTRTTESEVLLVINNFYGEEIT
                     YSVPAHVQLDGMKQEVLLSNYKDSSKDIAKLNLRPYESIVYRYTK"
     gene            complement(650002..651126)
                     /gene="gerKC"
                     /locus_tag="BA_0633"
                     /old_locus_tag="BA0633"
                     /db_xref="Pathema:BA_0633"
     CDS             complement(650002..651126)
                     /gene="gerKC"
                     /locus_tag="BA_0633"
                     /old_locus_tag="BA0633"
                     /note="identified by match to protein family HMM PF05504;
                     match to protein family HMM TIGR02887"
                     /codon_start=1
                     /transl_table=11
                     /product="spore germination protein GerKC"
                     /protein_id="AAP24650.1"
                     /db_xref="Pathema:BA_0633"
                     /translation="MFKKRVKLLFILCTSAFLSGCWDQEPLREARLAYSIGSDITEEN
                     KLQQTIELVKSSSGEQASFENEIHSATGHNIRDTSDALKKNVTGNIRYFKYGVQLLGT
                     KILKKGVLPYLDVSFRDPTNPTALVKLIAVDGETSEILEKKKVGNLLIGDFLKKKVKS
                     LEDMSVFPKETLETAATKMLDPGKDFTLPSIKIKGREVITNGLALFNNDKLTGHLPLK
                     QSVLFVLLTGKMGTSARITQKLTSDESEKTSDYLTMEVSNRKLKRDLKITTDKKGNVY
                     AHIKLQLKVIALEAPRDNLYKMDERKKLNKELSKQLTKEAKKITNKLQKANCDAFGIG
                     RHLIAYHPDLWKKKKWNKDYAKVKFKPEVDVNILYSGVLK"
     gene            complement(651107..652213)
                     /gene="gerKB"
                     /locus_tag="BA_0634"
                     /old_locus_tag="BA0634"
                     /db_xref="Pathema:BA_0634"
     CDS             complement(651107..652213)
                     /gene="gerKB"
                     /locus_tag="BA_0634"
                     /old_locus_tag="BA0634"
                     /note="identified by match to protein family HMM PF03845;
                     match to protein family HMM TIGR00912"
                     /codon_start=1
                     /transl_table=11
                     /product="spore germination protein GerKB"
                     /protein_id="AAP24651.1"
                     /db_xref="Pathema:BA_0634"
                     /translation="MTNTQSKISLVQFTFFVIQCQIGVGILSLPNRLHPIAKGGGWIS
                     ALIAGLAIQLIILLMWLFLKRFPDADMYESVCMLFGNKFGKLLGFAYVFYFTLIGMTV
                     MLNACNVIKVWVLQATPWYAILLLFTIACCYIAYNTFKVIVRFYVMASILILPMALLI
                     ALGFSRADFSYIFPITEAGWWNIIQASKETITAMYGFEIILIAFPKVNGSSVAKLKAI
                     SIANGFVTLFYTFTVWICFIVFSPKQIELIPEPVAYLLRSLHIGIIDRTDLLFIPIWM
                     ITVVASIASYYCAASIGIGHIFNLANHKKAVPIVGIIAFSVALFIDTPEELKVIATFT
                     DKFTYIFIVVLPLLFLLYSVIRNKKGEQYVQKKS"
     gene            complement(652194..653696)
                     /gene="gerKA"
                     /locus_tag="BA_0635"
                     /old_locus_tag="BA0635"
                     /db_xref="Pathema:BA_0635"
     CDS             complement(652194..653696)
                     /gene="gerKA"
                     /locus_tag="BA_0635"
                     /old_locus_tag="BA0635"
                     /note="identified by match to protein family HMM PF03323"
                     /codon_start=1
                     /transl_table=11
                     /product="spore germination protein GerKA"
                     /protein_id="AAP24652.1"
                     /db_xref="Pathema:BA_0635"
                     /translation="MTEQKEQQESTGQKHMFPSLPENINYIENKLCHSDDIKKLDLPF
                     QNGKGTILYIESLADPNLIHQLALEPLLTRSDLSLDKAFATLNMKKETNLNYGVQLLL
                     QGKSLYFHEHVDSFCIFETAISLKRDIAEPDNEGIVRGPHTGFVEDLATNLTSIRKLI
                     KSPNIVVKYFTLGEEMHTKVAIAYMQNIANDDLVTEVKRRLETIKTDALMPPGYIQEF
                     IEDTSFSPFPQQLNTERPDRVAANLMEGRVAIFSDGDPTALIVPVTLFAFYQSPDDYN
                     NRWIVGSFVRMIRLVSFLIAFLLPAIYIATVAFHPDVLPLELVYTIKASLEKVPLPPI
                     FEALLMELIFELLREAGIRLPSRVGQTIGIVGGLVIGDAIVKAGLVSYTMIIVVALTA
                     ISSFLVPSNDMSSAVRILRFPLMLLAALFGYVGISFGLIITFVHLCQLHSFHTPYLSP
                     VAPMRIKDMKDSFVRLPIWSFWERPHDPKPKKMQRQHVTREEEDGDKHAK"
     gene            653846..654532
                     /locus_tag="BA_0636"
                     /old_locus_tag="BA0636"
                     /db_xref="Pathema:BA_0636"
     CDS             653846..654532
                     /locus_tag="BA_0636"
                     /old_locus_tag="BA0636"
                     /note="identified by match to protein family HMM PF02517"
                     /codon_start=1
                     /transl_table=11
                     /product="CAAX amino terminal protease family protein"
                     /protein_id="AAP24653.1"
                     /db_xref="Pathema:BA_0636"
                     /translation="MTLRHMWGWKEVLYLFMFVFVIVPVTVESLFYKYILEVIGNSLY
                     AGVLMGFIMAVIFTTVVYLFCIKRYKLSWKDIGIRKLSWKDILWTVGAVIFLIVASIA
                     VLVIMEKMGISFENSKTETVQNDKSIYSFCIAVIGAAIISPIYEEILYRGVFYTFFRN
                     RYGIWSGMFISSIIFTVVHIPTYNTLPVNFLSGVVFAWLYEKTNSILSAMIAHALFNF
                     IAVLLTFMSN"
     gene            654556..655527
                     /locus_tag="BA_0637"
                     /old_locus_tag="BA0637"
                     /db_xref="Pathema:BA_0637"
     CDS             654556..655527
                     /locus_tag="BA_0637"
                     /old_locus_tag="BA0637"
                     /note="identified by similarity to EGAD:107635; match to
                     protein family HMM PF01636"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24654.1"
                     /db_xref="Pathema:BA_0637"
                     /translation="MEIAVERVFTKEIVKRAASLFHVTVDEKPLGDFENYIFKAKGDR
                     GEDYVLRLTHSSHRSKQGVEAELDFLRYVAENGAKVAGPLYSTSRNLVEEIVAEDGTF
                     FFASLFTYAKGEQVKGEESPYWGDAYFEAWGKAIGQLHRLTMNYPKTNHRDTWEEDES
                     GIVNELEDDQVKKIATVLMDEIKALPVERETFGLMHGDIHPGNFHYDGKELTIFDFDD
                     AAYNYFIHDLAMVLYYSVLFTPWTAEEKTDFARKQLQVLRKGYEYEHRLADSWYESLP
                     LFLRLRDIGLYGTLQKKFKGKDMPDNFQKLSEELYERIISEEPIVNI"
     gene            655655..657115
                     /locus_tag="BA_0638"
                     /old_locus_tag="BA0638"
                     /db_xref="Pathema:BA_0638"
     CDS             655655..657115
                     /locus_tag="BA_0638"
                     /old_locus_tag="BA0638"
                     /note="identified by match to protein family HMM PF01235;
                     match to protein family HMM TIGR00835"
                     /codon_start=1
                     /transl_table=11
                     /product="sodium/alanine symporter family protein"
                     /protein_id="AAP24655.1"
                     /db_xref="Pathema:BA_0638"
                     /translation="MEAFVNWLNNIVWSPALVYLCLGVGLYFSIRTRFLQVRHVGEMV
                     KLTFQGEKSEAGVSSFQALALSLSGRVGTGNIAGVATAVAFGGPGAVFWMWAVAFLGA
                     GSAYVESTLAQIYKTKHQGQFRGGPAYYIEKGLGVKWYALVFVAATILATGLLLPGVQ
                     ANSIAVSLETAFGINTTLSGALLVVVLALIIFGGVKRIVNVAQVVVPFMAVGYILVAC
                     VIVAMNIEKLPEAFMLIIRSAFALEAAFGGIIGLAISWGVKRGIYSNEAGQGTGPHAA
                     AAAEVSHPAKQGLVQAFSVYIDTLFVCSATAFMMIITGMYNVFDASGKNFIVNKLNGA
                     QPGPGYTQAAVESVFPGFGNGFVAISLLFFAFTTIMAYYYIAETNIAYLNRDKDRPWL
                     SMVLKFVFLGAVFYGCIKTAATAWALGDIGVEIMAWVNIIAILLLQKPALVALKDYEK
                     QKKEGKDPVFDPGPLGIKNADFWEHEYGKGKKEEVS"
     gene            657249..657980
                     /locus_tag="BA_0639"
                     /old_locus_tag="BA0639"
                     /db_xref="Pathema:BA_0639"
     CDS             657249..657980
                     /locus_tag="BA_0639"
                     /old_locus_tag="BA0639"
                     /note="identified by similarity to SP:P27675; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="amino acid ABC transporter, ATP-binding protein"
                     /protein_id="AAP24656.1"
                     /db_xref="Pathema:BA_0639"
                     /translation="MLIEFRNVNKYYGNFQVLKDINVQVKKGEVVVVVGPSGSGKSTL
                     LRCINQLESITDGELIVQNTEVHNAKTDMNELRRNIGMVFQHFYLYPHKTVLQNITLA
                     PIKVNKISKEEAEKTAMFYLEKVGIPEKANVYPHQLSGGQQQRVAIARGLAMQPEIML
                     FDEPTSALDPEMIGEVLDVMKTLAKEGMTMVVVTHEMGFAREVADRILFMDDGKIIED
                     TTPAQFFASPEQERARLFLSRVLNH"
     gene            657993..658823
                     /locus_tag="BA_0640"
                     /old_locus_tag="BA0640"
                     /db_xref="Pathema:BA_0640"
     CDS             657993..658823
                     /locus_tag="BA_0640"
                     /old_locus_tag="BA0640"
                     /note="identified by similarity to EGAD:17088; match to
                     protein family HMM PF00497"
                     /codon_start=1
                     /transl_table=11
                     /product="amino acid ABC transporter, amino acid-binding
                     protein"
                     /protein_id="AAP24657.1"
                     /db_xref="Pathema:BA_0640"
                     /translation="MLKMKKLFTLIVFSCLFVLVVAGCGSKKDEAKETNTKQGGAVEQ
                     IKKRGKLVVGVKNDTNLFGLKNPSTGQVEGFDVDVAKALAKKILGDEKKLELKEVTSK
                     TRIPLLKNGDIDAIIATMTITEERKKEVDFSDVYFKAGQSLLVKKGSDIKSIDDVKKG
                     VKVLAVKGSTSTNNIRQKSPEATVLEFENYSEAFTALKAGKGDVLTTDNAILYGMAKQ
                     DSNYEVVGKIFTDEPYGIAVQKGADDLTKEINSLIKDMKANGEYDKLYEKWIGQKPEK
                     "
     gene            658886..659542
                     /locus_tag="BA_0641"
                     /old_locus_tag="BA0641"
                     /db_xref="Pathema:BA_0641"
     CDS             658886..659542
                     /locus_tag="BA_0641"
                     /old_locus_tag="BA0641"
                     /note="identified by similarity to EGAD:37774; match to
                     protein family HMM PF00528; match to protein family HMM
                     TIGR01726"
                     /codon_start=1
                     /transl_table=11
                     /product="amino acid ABC transporter, permease protein"
                     /protein_id="AAP24658.1"
                     /db_xref="Pathema:BA_0641"
                     /translation="MPDFSILTNNIDMYLEGFKYTVMSSVIALIGSFILGVVLAIMRI
                     APIRILNWLGTAFVEFVRNIPLVLIAFIFYFALPVVGITLNGFVAGTVTLTVYTAAFI
                     AEVIRAGILSVAKGQMEAARSSGLTYTQAMYHVVLPQAMKIVIPPLGNQFLNLVKNSS
                     ILGIIAGADLMYQGDLISTKTFVTFDVYIFVGMFYLILTIPLSMLVRYLEKRLAKEAV
                     "
     gene            659543..660187
                     /locus_tag="BA_0642"
                     /old_locus_tag="BA0642"
                     /db_xref="Pathema:BA_0642"
     CDS             659543..660187
                     /locus_tag="BA_0642"
                     /old_locus_tag="BA0642"
                     /note="identified by similarity to EGAD:37775; match to
                     protein family HMM PF00528; match to protein family HMM
                     TIGR01726"
                     /codon_start=1
                     /transl_table=11
                     /product="amino acid ABC transporter, permease protein"
                     /protein_id="AAP24659.1"
                     /db_xref="Pathema:BA_0642"
                     /translation="MDFKGALTGDHILFLLKGLLITLEVALVAIVLSFIIGSVIGILR
                     YMKIPVVSQVLGIIVEVIRNLPLLLIIFFTYFALPEAGLKLEIITAVIVALTIFEAAM
                     ISEIVRSGLLSIEKGQIEAARSSGLTYVQALWHIILPQALRRMVPPLVSQFISLLKDT
                     SLAVAISLPELMHNAQIISGQNVNYMIPTFIVVACMYFIVNYSLSILSRRLELR"
     gene            660392..661819
                     /locus_tag="BA_0643"
                     /old_locus_tag="BA0643"
                     /db_xref="Pathema:BA_0643"
     CDS             660392..661819
                     /locus_tag="BA_0643"
                     /old_locus_tag="BA0643"
                     /note="identified by similarity to EGAD:24467; match to
                     protein family HMM PF00324"
                     /codon_start=1
                     /transl_table=11
                     /product="amino acid ABC transporter, permease protein"
                     /protein_id="AAP24660.1"
                     /db_xref="Pathema:BA_0643"
                     /translation="MQQTTNEKLHRTMKSRHLFMIALGGVIGTGFFLGSGYTINQAGP
                     GGAILSYLVGGFIMYLTMLCLGELTVAMPVSGSFQKYATKFIGPGTGFMIGWLYWLGW
                     AVTVGLELTSIGLMMKRWFPNVDVWVWCLVFGVILYASNAISAKSYAELEFWFSSIKV
                     ITILAFVVLGGSALLGFISYDGKEAAPLFSNFVSEGGLFPNGLAAVLLTMITVNFSFQ
                     GTELIGIAAGESENPEKTIPRAIRNTVWRIMLFFILTMTILVGLISWKEAGVIESPFV
                     VVFDKIGIPYAADIMNFVIITALLSVANSGLYAATRILWSLANEGMAPTSFQKVNKRG
                     IPITALVVTIAVAGLSLFTSFLAEDTVYMYLLSIAGLSAVSSWIIIALSQLRFRSQYI
                     KGGGKLEDLKYRTPLYPIVPILALITNSIVVISLAFIPEQRMALYCGIPFIIFCYIYY
                     YINKKRQKPMKVEMEKANETNNQTR"
     gene            661794..662171
                     /locus_tag="BA_0644"
                     /old_locus_tag="BA0644"
                     /db_xref="Pathema:BA_0644"
     CDS             661794..662171
                     /locus_tag="BA_0644"
                     /old_locus_tag="BA0644"
                     /note="identified by similarity to OMNI:NTL01BH0887; match
                     to protein family HMM PF02566"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24661.1"
                     /db_xref="Pathema:BA_0644"
                     /translation="MKLTIKHDDIEADLSYGPLAIGKENGYSPLQLLVSSIAGCSAIV
                     FRTILEKKRIPYDTFTIETEIGRSEALSKPVESVHLHYKIKAQNITEEQLDKALQLAV
                     KNCTIVQSVKDSIKITETIELIK"
     gene            662233..662667
                     /locus_tag="BA_0645"
                     /old_locus_tag="BA0645"
                     /db_xref="Pathema:BA_0645"
     CDS             662233..662667
                     /locus_tag="BA_0645"
                     /old_locus_tag="BA0645"
                     /note="identified by match to protein family HMM PF01230"
                     /codon_start=1
                     /transl_table=11
                     /product="HIT family protein"
                     /protein_id="AAP24662.1"
                     /db_xref="Pathema:BA_0645"
                     /translation="MECLGCRLAGGEEKIYKVYEDDYVTCFLDHEPFYTGHTLIVPKQ
                     HVVEVDELDDVVAKSIMDASKLITKAIKLLYKPDGVTVCQNGGIFNELTHYHMHVVPR
                     YKERSFAEFYMVQQGENKNYNFEETKNLLKEAIERILCTEKV"
     gene            662844..663401
                     /locus_tag="BA_0646"
                     /old_locus_tag="BA0646"
                     /db_xref="Pathema:BA_0646"
     CDS             662844..663401
                     /locus_tag="BA_0646"
                     /old_locus_tag="BA0646"
                     /note="identified by similarity to GP:15026342; match to
                     protein family HMM PF04542; match to protein family HMM
                     PF04545; match to protein family HMM PF08281; match to
                     protein family HMM TIGR02937"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA polymerase sigma-70 factor, ECF family"
                     /protein_id="AAP24663.1"
                     /db_xref="Pathema:BA_0646"
                     /translation="MKVTDNDYEKMEELYELYEQKVYYVAYSILNNIQQAEDAVQETF
                     ITLYKNLEKLHNLNIQEFKRYILRVAKNKAIDSYRKNKRHETFLEEYERESIEAVDEN
                     IEEWEKRKMSEVQIDTLLKELNESNRQVFKYKVFYNLTYQEISSVMGIKEANVRKQFE
                     RARKRVQNMIGGIQHDEFKELQRNI"
     gene            664012..664800
                     /locus_tag="BA_0647"
                     /old_locus_tag="BA0647"
                     /db_xref="Pathema:BA_0647"
     CDS             664012..664800
                     /locus_tag="BA_0647"
                     /old_locus_tag="BA0647"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24664.1"
                     /db_xref="Pathema:BA_0647"
                     /translation="MVDVLGNISLEPTSKEKASDITDYDKKYFSEESKPKKTKVIPLK
                     KDSKRLFHIGQKVPVTISMDNSKIEYMIEKVEVFDSIKDFKQENFSELGLGILSENQA
                     LDQTGQLIPYRRDEYKFGNGKDSIDKLVDSKLVHPKFVYLTTTVKNIGKKSTEEIYMH
                     PSIKLLKSEGNAWNYAERDGIAEKNIMTGEVDYLEPHGDGKSFYNIGSIRPGETVKVN
                     LGYFVDEDKLDSIFLDAFRYSGSSGTENMNEKNRWWFDIRQQSK"
     gene            complement(664834..665787)
                     /locus_tag="BA_0648"
                     /old_locus_tag="BA0648"
                     /db_xref="Pathema:BA_0648"
     CDS             complement(664834..665787)
                     /locus_tag="BA_0648"
                     /old_locus_tag="BA0648"
                     /note="identified by similarity to OMNI:NTL01BH1892; match
                     to protein family HMM PF08279"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24665.1"
                     /db_xref="Pathema:BA_0648"
                     /translation="MSKAKRLLDILIFASAKKTFTAQEIADEFNISVRTVHRYIVDLS
                     DMGLPIYAEQGRNGGYKVLTNRVIPPILFTEEEAVSIFFAFQSLSYYRDLPFNTEINS
                     VTHKLYSSLQHDAKTKVDKIRSYIAFWNPKRTVNTPLLNEVLTAAIENKNLHFQYESK
                     SGIKTKHVHPIGVYAHDGLWYLPSYDFSRKKVLLYRVDRILSILSAEENESTFMNLEE
                     WFDSNSNVVHSPTQLHVLLTTEGVRQCKSVPYLEEFVVVNEDGTGYIHSTIDKGEINF
                     ITPLFYRLGKDTRVLEPKELIDGLRIRAKEILHMYEDEKSC"
     gene            665894..666415
                     /locus_tag="BA_0649"
                     /old_locus_tag="BA0649"
                     /db_xref="Pathema:BA_0649"
     CDS             665894..666415
                     /locus_tag="BA_0649"
                     /old_locus_tag="BA0649"
                     /note="identified by similarity to SP:Q60034; match to
                     protein family HMM PF01872"
                     /codon_start=1
                     /transl_table=11
                     /product="dihydrofolate reductase family protein"
                     /protein_id="AAP24666.1"
                     /db_xref="Pathema:BA_0649"
                     /translation="MSREIVLFIAASLDGYIAKEDDDLEWLMETEGEGDNGYTEMYET
                     IDTIIMGKRTYDYVVEHMDIFPYVDKKCYVFSNSEKGSNEHAEFVNEDVVEFTKGLKA
                     QEGSKIWMVGGGSLLREFFKNNLIDEYVVTITPHILGSGVPLFQDKNPEIHLTLTDTK
                     RFGQFVNLYYKVK"
     gene            complement(666429..667820)
                     /locus_tag="BA_0650"
                     /old_locus_tag="BA0650"
                     /db_xref="Pathema:BA_0650"
     CDS             complement(666429..667820)
                     /locus_tag="BA_0650"
                     /old_locus_tag="BA0650"
                     /EC_number="2.7.13.3"
                     /note="identified by similarity to GP:3687664; match to
                     protein family HMM PF00512; match to protein family HMM
                     PF00672; match to protein family HMM PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase"
                     /protein_id="AAP24667.1"
                     /db_xref="Pathema:BA_0650"
                     /translation="MKRISIQFGFYFLIVTLLIESVLFVLLYYSLVNTRVNEEMTALL
                     KRGNSHRDVLEKYYDEQTISHVALMESEAETTVVITNTNKEVLAKSNKINTTIKNHIS
                     SMQTRTNHDGAIIENHWKTSNYICTVSPIIVAGKHEGYVYMFLGTESIEKLVNGLTKQ
                     FIIAGAITFLLTVITIFLLSRLLTKPLLHMKHATEKMSKGDLSVSLTTTRNDEIGELS
                     SSIQTLANDLHYMKTERSEFLASVAHELRTPLTYVRGYADIALKETTSPEQRLRYLSI
                     IKDESDYITNLVQDLFSLAQMEQHNFSIQVKEVHLHTFLTRISEKVNAMYKERYITVS
                     FSCPPTLLVNLDEQRFEQVVVNILNNAYRHSKEHSQIHISVIEENKRISITMEDEGEG
                     IPPEDLPHIFERFYRVDKARSRATGGTGLGLSIVKEIVELHGGNITVTSEVDHGSCFT
                     ISLPSIKKHDYHQ"
     gene            complement(667832..668509)
                     /locus_tag="BA_0651"
                     /old_locus_tag="BA0651"
                     /db_xref="Pathema:BA_0651"
     CDS             complement(667832..668509)
                     /locus_tag="BA_0651"
                     /old_locus_tag="BA0651"
                     /note="identified by similarity to GP:3687663; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF00486"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator"
                     /protein_id="AAP24668.1"
                     /db_xref="Pathema:BA_0651"
                     /translation="MIDILLVDDEPRMLELLTLYLTPIGYNCICARSGEEAISHIENQ
                     NFKFILLDIMMPKMDGWETCKKIRSFSNVPIIMVTARDQTIDVVQGLKLGADDYVTKP
                     FHEEELFARIEAVLRRTNQHAQIQYHGILWNEAKHSASVHNEELLLTPIEFSLLGLFL
                     RHVNYVLSRDQLIERIWGLNTNTEDRTVDSHIRNLRDKLRKVNFPIDNHLKTVYGVGY
                     RWIDIEH"
     gene            668683..669934
                     /locus_tag="BA_0652"
                     /old_locus_tag="BA0652"
                     /note="putative lipoprotein, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_0652"
     gene            670092..671543
                     /locus_tag="BA_0653"
                     /old_locus_tag="BA0653"
                     /db_xref="Pathema:BA_0653"
     CDS             670092..671543
                     /locus_tag="BA_0653"
                     /old_locus_tag="BA0653"
                     /note="identified by similarity to OMNI:NTL01BH0415; match
                     to protein family HMM PF00860; match to protein family HMM
                     PF00916"
                     /codon_start=1
                     /transl_table=11
                     /product="sulfate permease family protein"
                     /protein_id="AAP24669.1"
                     /db_xref="Pathema:BA_0653"
                     /translation="MFQTIKNDWFSNVKGDVLSGIVVALALIPEAIAFSVIAGVDPTV
                     GLYAAFCIAVTISFVGGRTGMISAATGAMALLMVTLVKDHGLQYLFATTILTGIVQII
                     FGVFKLSSFMKFVPKSVMSGFLNALGILVFTAQLPQLKNATWQMYALVALGLAIIYVF
                     PRITTAVPSTLIAIIIVTSIALMSGLQLKTVGDMGSLPKELPFFSIPDVPFTLETLGI
                     ILPYAVMLAIIGLLESLLTASVLDDMTHTESNKHKEARGQGIANIVAGFFGGMAGCAM
                     IGQSVINIKSGGRGRLSTFVAGGFLIVLLFVLGDYVVHIPMAALVAVMIMVSIGTFDW
                     NSVATIHKVPKGNAFVMIVTVVVVLITHNLGLGVVIGTVISAVLFAFNMAKIHVKHLY
                     IENKKIYEIHGQLFFASTADFINNFSFNEDVKEIEMNFTHAHVWDDSAVASIDKVIMK
                     YEQSGVKVSITGLNERSAKLVTNLATYNKRIAS"
     gene            671609..672031
                     /locus_tag="BA_0654"
                     /old_locus_tag="BA0654"
                     /db_xref="Pathema:BA_0654"
     CDS             671609..672031
                     /locus_tag="BA_0654"
                     /old_locus_tag="BA0654"
                     /note="identified by match to protein family HMM PF00582"
                     /codon_start=1
                     /transl_table=11
                     /product="universal stress family protein"
                     /protein_id="AAP24670.1"
                     /db_xref="Pathema:BA_0654"
                     /translation="MYKQIILACDGSEHALRAAEHATHIAKFNEETNVEVVYVVDNRT
                     AKSDIIQGQTDLETVSASRKDKLKEIEGLLKKENISYKITILHGDPGDTIVQYVNTGD
                     IDLVIAGSRGLNTLQEMVLGSVSHKIAKRVKCPVMIIK"
     gene            672240..672365
                     /locus_tag="BA_0655"
                     /old_locus_tag="BA0655"
                     /db_xref="Pathema:BA_0655"
     CDS             672240..672365
                     /locus_tag="BA_0655"
                     /old_locus_tag="BA0655"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24671.1"
                     /db_xref="Pathema:BA_0655"
                     /translation="MKKMKALQDLSYSQGVGLICLGGFAASVTLAVVIKIIHQIF"
     gene            complement(672469..674250)
                     /locus_tag="BA_0656"
                     /old_locus_tag="BA0656"
                     /db_xref="Pathema:BA_0656"
     CDS             complement(672469..674250)
                     /locus_tag="BA_0656"
                     /old_locus_tag="BA0656"
                     /note="identified by match to protein family HMM PF00496"
                     /codon_start=1
                     /transl_table=11
                     /product="oligopeptide ABC transporter,
                     oligopeptide-binding protein"
                     /protein_id="AAP24672.1"
                     /db_xref="Pathema:BA_0656"
                     /translation="MNKPKLYKVLSTLAASTLLLSACGGADSGSKKTNTKKVETNKFS
                     AAVKNDGKEIKDGSLTYGLVSNSPFAGVLSRVLYEVAPDSEIMDFFDEGLLASDKNWE
                     ITNDGAATYTISEDKKTITIKIKDNVKWHDGNPVTAEDLEYSYLIIGNSKYTGIRYDT
                     QMQMIEGMEEYHAGKADKISGIKVVDPKTISITYKEVNPSLKTGIWTYPTPKKYLGDV
                     PIEKLAESDKIRQNPIGFGPFKVKKIVPGESVEYERFDDYWAGKPKLKNVTLKVVNPS
                     IVSASLKKGDIDIASITADQYPNVSKLKNTQLVGKTALAYTYIGFKFGHMDKAKNEAV
                     MDNDKFKDVRLRQAMAYAIDREKLGEKVYHGLRVPANSPIPPSMPKYHNNNAGAYNLD
                     VDKAKKLLDEAGYKDKNGDGFREDPKGNEFKINFLASNGSETSEPLAKFYIQSWKDIG
                     LKVELVDGRLHEFNAMREMIKKDDPKVDIFSGAWNTGSDPDLSGLWGKNAGFNYQRWV
                     NDENTKLLDAGLSEKATDEKYRKEVYDKWQKLIHDEAPMIPIHYTFDLTGVNKRVKDF
                     DVNAEVNQITSHWKDVTVTSEKPEVEK"
     gene            complement(674265..675170)
                     /locus_tag="BA_0657"
                     /old_locus_tag="BA0657"
                     /db_xref="Pathema:BA_0657"
     CDS             complement(674265..675170)
                     /locus_tag="BA_0657"
                     /old_locus_tag="BA0657"
                     /note="identified by similarity to EGAD:30671; match to
                     protein family HMM PF00528"
                     /codon_start=1
                     /transl_table=11
                     /product="oligopeptide ABC transporter, permease protein"
                     /protein_id="AAP24673.1"
                     /db_xref="Pathema:BA_0657"
                     /translation="MLANPEKQTEVIHYEKIPSGFSIMWREFRKDKLAMFSLFFLALI
                     LIAVYTTSFIMKQEDIVRVDLFAIYDPPSAEHWLGTDYGGRDIFGQLIIGTRNSFTVG
                     LAITLLSTLIGLTMGLIAGYFGGVVDNIIMRFIDFMMILPFLMIVIVFISLVPTFNIT
                     TFILIMTAFLWVGKARLIRSKVLTEKELDYVSASKTLGTPNWKIIFQQILPNLSSIII
                     VNITLNLAGNIGIESSLTYLGFGLPESTPSLGTLVSYATNPDVLQEKWWIWLPASIMI
                     LVLMLCINFIGQALKRAADARQRKG"
     gene            complement(675189..676157)
                     /locus_tag="BA_0658"
                     /old_locus_tag="BA0658"
                     /db_xref="Pathema:BA_0658"
     CDS             complement(675189..676157)
                     /locus_tag="BA_0658"
                     /old_locus_tag="BA0658"
                     /note="identified by similarity to EGAD:30670; match to
                     protein family HMM PF00528"
                     /codon_start=1
                     /transl_table=11
                     /product="oligopeptide ABC transporter, permease protein"
                     /protein_id="AAP24674.1"
                     /db_xref="Pathema:BA_0658"
                     /translation="MWKFILRRILVMIPQLFVLSVLVFTLAKAMPGDALSGAELANPK
                     ADPKVIEEQREKLGLNDPIPTQYVRWISNAVQGDFGISYAHKIQVTDIIGERLGNTVL
                     LALLILILTYLIAIPLGVISGRWNDTWADRLITLYNFLGFGTPLFIFGLVMLFLFGFL
                     YPIFPTSGSVDPQVAAGSFDYYLSKLNHMILPALSGALIGTVGTVQYLRSEIIDTKHK
                     DFVRTVKAKGVPESKVYSRHILRNSFLPIAAFLGYEITGLVGGSIILENIFGYPGIGQ
                     LFFQSITQRDFSVVTALVLFTGFATLLGTLLSDIILSIVDPRIRID"
     gene            complement(676172..677098)
                     /locus_tag="BA_0659"
                     /old_locus_tag="BA0659"
                     /db_xref="Pathema:BA_0659"
     CDS             complement(676172..677098)
                     /locus_tag="BA_0659"
                     /old_locus_tag="BA0659"
                     /note="identified by similarity to SP:Q07734; match to
                     protein family HMM PF00005; match to protein family HMM
                     PF08352"
                     /codon_start=1
                     /transl_table=11
                     /product="oligopeptide ABC transporter, ATP-binding
                     protein"
                     /protein_id="AAP24675.1"
                     /db_xref="Pathema:BA_0659"
                     /translation="MALLKVEDLKVHFPIKGGVFGRTLDYVRAVDGVSFELQPGETYG
                     IVGESGSGKSTTGKAIMHLTKATGGSIHFNNRDLTKLSRSELREQRKDIQMIFQDPYS
                     SLNPKKRVMDIIAEPLRNFEKLSPDEERRAVQDYLDKVGLNPESIYKYPHEFSGGQRQ
                     RIGIARALTLKPKLIIADEPVSALDVSVQAQVLNFLQDLQSELGLTYLFISHDLGVIR
                     HMCDRIGVMYRGRIVEEATSAEIYNNPQHIYTKRLISAIPDIRPENREQQRKLRREVS
                     AEYEKSYENYFNENGRAYDLKPISPTHRVALP"
     gene            complement(677085..678103)
                     /locus_tag="BA_0660"
                     /old_locus_tag="BA0660"
                     /note="oligopeptide ABC transporter, ATP-binding protein,
                     authentic frameshift; an automated process has identified
                     a potential problem with this gene model; it may contain
                     one or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_0660"
     gene            complement(678388..679737)
                     /gene="glpT"
                     /locus_tag="BA_0661"
                     /old_locus_tag="BA0661"
                     /db_xref="Pathema:BA_0661"
     CDS             complement(678388..679737)
                     /gene="glpT"
                     /locus_tag="BA_0661"
                     /old_locus_tag="BA0661"
                     /note="identified by similarity to OMNI:NTL01BS00215;
                     match to protein family HMM PF07690; match to protein
                     family HMM TIGR00712; match to protein family HMM
                     TIGR00881"
                     /codon_start=1
                     /transl_table=11
                     /product="glycerol-3-phosphate transporter"
                     /protein_id="AAP24676.1"
                     /db_xref="Pathema:BA_0661"
                     /translation="MFFTQFFKPAPHAERLPADRVDSEYRKLRLQVFLGIFIGYAGYY
                     FVRKNFSLAMPYLIEQGFSKGELGVILSAVSIAYGLSKFLMGIVSDRCNPRYFLAAGL
                     FLSGIINIIFGSFSFITTSIILMFVLQFLNGWVQGMGWPPCGRTMVHWFSISERGTKM
                     SIWNVAHNVGGALMPSLVTLGLYFFANDWKSIFYFPGILSILVGVYVLITMKDTPQSC
                     GLPSIEEHTGEYPPDEKIKDRERELSAKEILFKYVLNNKFLWYIAIANVFVYFVRYGV
                     VDWAPTYLVEEKSFTHSSSRTAYALYEWAGIPGTLLCGWMSDKLFKGRRAPAGILFMV
                     GVFIAVLVYWLNPPGNPMVDSIALVAIGFLIYGPVMLIGLHALDLAPKKAAGTAAGLT
                     GFFGYLGGAAFASAAMGFIVDAFGWDGGFILLLASCVLAMFFLALTLKTGSVKQKQA"
     gene            680010..680468
                     /locus_tag="BA_0662"
                     /old_locus_tag="BA0662"
                     /db_xref="Pathema:BA_0662"
     CDS             680010..680468
                     /locus_tag="BA_0662"
                     /old_locus_tag="BA0662"
                     /note="identified by similarity to OMNI:NTL01BS03281;
                     match to protein family HMM PF01047"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, MarR family"
                     /protein_id="AAP24677.1"
                     /db_xref="Pathema:BA_0662"
                     /translation="MPNDMTHIDKIQALAFSIGKKMQTELLEQMQATGLTPPQFYILK
                     ILDHYGASRATKLAKKMYVKPSAITVMIDRLIDQELVERYHDKDDRRVVIIELTKKGK
                     ARVEEAMVARNEHIAKYFSHLELQEREDLLRLFEKLETIICGTQEKKENN"
     gene            680488..682088
                     /locus_tag="BA_0663"
                     /old_locus_tag="BA0663"
                     /note="putative multidrug resistance protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_0663"
     gene            682226..683197
                     /gene="rbsR"
                     /locus_tag="BA_0664"
                     /old_locus_tag="BA0664"
                     /db_xref="Pathema:BA_0664"
     CDS             682226..683197
                     /gene="rbsR"
                     /locus_tag="BA_0664"
                     /old_locus_tag="BA0664"
                     /note="identified by similarity to SP:P36944; match to
                     protein family HMM PF00356; match to protein family HMM
                     PF00532"
                     /codon_start=1
                     /transl_table=11
                     /product="ribose operon repressor"
                     /protein_id="AAP24678.1"
                     /db_xref="Pathema:BA_0664"
                     /translation="MSTIKDVAKLAGVSVSTVSRVLNKNGYVHEDTLKKVERAIEMLD
                     YKPSTVARSLYNKKSRLIGLVVPNIVNPFFPEVARAVEDVAHKQGYTVVLCNSDESLE
                     KEKQYIDVLRQNNVDGFIVATNPQNSVNYMNLSVPVVAIDRMFNERIPAVYADNYAGS
                     QAATKLLIDKGCKRIAHIRGPRDVSTANERFEGFVDVITQNNLSYMIAESTFDPANSE
                     RVAVELLEEYPHIDGIVAGNDLIAIGIVKAALQKGISIPDDLQIIGFDGISLTEMMYP
                     SITTVAQPIYEMGKVATELLLEQMEGNVLEEKHYRLPIEIIERNTTK"
     gene            683211..684107
                     /gene="rbsK"
                     /locus_tag="BA_0665"
                     /old_locus_tag="BA0665"
                     /db_xref="Pathema:BA_0665"
     CDS             683211..684107
                     /gene="rbsK"
                     /locus_tag="BA_0665"
                     /old_locus_tag="BA0665"
                     /EC_number="2.7.1.15"
                     /note="identified by match to protein family HMM PF00294;
                     match to protein family HMM TIGR02152"
                     /codon_start=1
                     /transl_table=11
                     /product="ribokinase"
                     /protein_id="AAP24679.1"
                     /db_xref="Pathema:BA_0665"
                     /translation="MPNIAVVGSISMDLVAVSKKRPKAGETVIGEAFHTIPGGKGANQ
                     AVAAARLGANVAMVGAVGDDNYGTVVKRNLENERVFIDYVVPVTDAATGIAHIVLAEE
                     DNSIVVVQGANALVNESVVNRSKDLLIKADMVVLQLEIPLETVKYVLAICQEHKIPVM
                     LNPAPAQVLSEDILEKATYITPNEHECRIVLDDFTSPIEDLLAKYPNKLLMTEGSNGV
                     RFHNGTEIVHVPSIAVDVVDTTGAGDTFNGALAVALSEGETLQKAIRFANIAGGLSVT
                     KLGAQGGMPTRDRVREVQVIVG"
     gene            684104..684499
                     /gene="rbsD"
                     /locus_tag="BA_0666"
                     /old_locus_tag="BA0666"
                     /db_xref="Pathema:BA_0666"
     CDS             684104..684499
                     /gene="rbsD"
                     /locus_tag="BA_0666"
                     /old_locus_tag="BA0666"
                     /note="identified by similarity to OMNI:NTL01BS03588;
                     match to protein family HMM PF05025"
                     /codon_start=1
                     /transl_table=11
                     /product="ribose ABC transporter protein"
                     /protein_id="AAP24680.1"
                     /db_xref="Pathema:BA_0666"
                     /translation="MKKHGVLNSEIAAVLASLGHTDTIVIADCGLPIPDGVKRIDLAV
                     EIGKPSFLDVLQVVADDMAIEKVTLAEEVINNNAEVNKEIELKLIEPAFEYVCHEQFK
                     EHTKKAKAIIRTGEATPYANVILHAGVIF"
     gene            684509..686002
                     /gene="rbsA"
                     /locus_tag="BA_0667"
                     /old_locus_tag="BA0667"
                     /db_xref="Pathema:BA_0667"
     CDS             684509..686002
                     /gene="rbsA"
                     /locus_tag="BA_0667"
                     /old_locus_tag="BA0667"
                     /note="identified by similarity to OMNI:NTL01BS03589;
                     match to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ribose ABC transporter, ATP-binding protein"
                     /protein_id="AAP24681.2"
                     /db_xref="Pathema:BA_0667"
                     /translation="MMGMRIEMKNISKAFNGNPVLKNAQFMIETGEVHALMGENGAGK
                     STLMKILTGVYKRDGGTITIDGQERTFKNAKEAEEYGIAFIHQELNILPNLTVAENMF
                     LGKELMYGKTGILRTRQMNAIAQQQLAELGLHVKGAMLAGELSVGQQQIIEIAKALMT
                     NASVIIMDEPTAALTDREIETLFTVINKLRKEGVSFVYISHRMEEIFSICDAITILRD
                     GEYVGKRSIPETSFDEVVSMMVGRSIGERYPERNSQIGDVIFEMRNGTKKGKFENVSF
                     QVRKGEILGVAGLMGAGRTDIMKAIFGYEPLDSGQIFINGQEVKIDSPIDAIRQRIAF
                     ITEDRKSEGLVLDFSIRENLALPNLESLSKGSVLSNELEQQFTADMMKLLNVKASSGE
                     QAVKSLSGGNQQKVVIAKWLGIHPQLLILDEPTRGVDVGAKKEIYSIMNKLTEEGDAV
                     IMVSSELPEVLGMSDRVLVIHEGKVGGILEKDEASQESIMALATGGE"
     gene            686005..686940
                     /gene="rbsC"
                     /locus_tag="BA_0668"
                     /old_locus_tag="BA0668"
                     /db_xref="Pathema:BA_0668"
     CDS             686005..686940
                     /gene="rbsC"
                     /locus_tag="BA_0668"
                     /old_locus_tag="BA0668"
                     /note="identified by similarity to OMNI:NTL01EC03671;
                     match to protein family HMM PF02653"
                     /codon_start=1
                     /transl_table=11
                     /product="ribose ABC transporter, permease protein"
                     /protein_id="AAP24682.1"
                     /db_xref="Pathema:BA_0668"
                     /translation="MAKKGNVLQQLGSLIGLALIIVVITALNPAFIEIPNLFNILRQV
                     SINALIAFGMTFVILTGGIDLSVGSILALSSALVAGMMASGMDPFLAMAVGLLAGLVM
                     GIVNGIIIAKGKVAPFIATLATMTIFRGLTLVYMDGRPITGLGDHLMFQMFGRGYFLG
                     IPVPAVTMMIAFAVLYFILKKTTFGRRTFAIGGNEEAAALSGINVTKIKVMIYGLSGI
                     LAAFAGIVLTSRLDSAQPTAGTSYELDAIAAVVLGGTSLSGGRGWIVGTFIGVLIIGV
                     LNNGLNLLGVSSFFQQVVKGLVILLAVLIDRRKEA"
     gene            686955..687881
                     /gene="rbsB"
                     /locus_tag="BA_0669"
                     /old_locus_tag="BA0669"
                     /db_xref="Pathema:BA_0669"
     CDS             686955..687881
                     /gene="rbsB"
                     /locus_tag="BA_0669"
                     /old_locus_tag="BA0669"
                     /note="identified by similarity to OMNI:NTL01BS03591;
                     match to protein family HMM PF00532"
                     /codon_start=1
                     /transl_table=11
                     /product="ribose ABC transporter, ribose-binding protein"
                     /protein_id="AAP24683.1"
                     /db_xref="Pathema:BA_0669"
                     /translation="MKKWLLILVACMMVITAGCSMEPPEWAKDSSDKGRNKTIKVGFS
                     VSTLNNPFFVTLKKGAEKKAKESGIELIAVDAQNDAAKQTNDVEDLIQKGVDVVVINP
                     TDSDAVASAVSAANAANVPVITVDRVANSGKVVSHIASNNIEGGQMASDYIRELVGEG
                     ANVAELEGIPGSSAARERGKGFHNVADKSLKVVAKQAADFDRAKGLSVMENILQANGD
                     IKAVFAHNDEMALGALEALKSAGKTDVVVVGFDATEDAVKAVNDGRMAATVAQKPELI
                     GEKAMQTAKEITQGKKVDKSIPIELELIKKNK"
     gene            687916..688563
                     /locus_tag="BA_0670"
                     /old_locus_tag="BA0670"
                     /db_xref="Pathema:BA_0670"
     CDS             687916..688563
                     /locus_tag="BA_0670"
                     /old_locus_tag="BA0670"
                     /note="identified by match to protein family HMM PF00923;
                     match to protein family HMM TIGR00875"
                     /codon_start=1
                     /transl_table=11
                     /product="putative transaldolase"
                     /protein_id="AAP24684.1"
                     /db_xref="Pathema:BA_0670"
                     /translation="MKFFIDTANINEIKEANALGVLAGVTTNPSLVAKEGVDFHERIR
                     EICNVVEGPVSAEVISLEADKMIEEGKELAKIAPNVVVKVPMTTEGLKAVKAFSDLGI
                     RTNVTLVFSAVQALLAARAGATYVSPFLGRLDDIGHNGMDLIRQIAEIFAIHGIETEI
                     IAASVRHSVHVTDAALNGAHIATIPANVIASLVKHPLTDQGIEKFLADWEKTQEK"
     gene            688880..691279
                     /locus_tag="BA_0672"
                     /old_locus_tag="BA0672"
                     /db_xref="Pathema:BA_0672"
     CDS             688880..691279
                     /locus_tag="BA_0672"
                     /old_locus_tag="BA0672"
                     /EC_number="3.4.24.-"
                     /note="identified by similarity to GP:16226177; match to
                     protein family HMM PF05547; match to protein family HMM
                     TIGR03296"
                     /codon_start=1
                     /transl_table=11
                     /product="immune inhibitor A metalloprotease"
                     /protein_id="AAP24685.1"
                     /db_xref="Pathema:BA_0672"
                     /translation="MRRKAPLKVLSSLAIAAIIGCTSVMSAPLAYAETPAKEKENVST
                     TPIDYNLIQEDRLAEALKERGTINPASSKEETKKAVEKYIEKKQGDQANKEILPADTA
                     KEASDFVKKVKEKKMEEKEKVKKPEKNVSPEQKPEPNKKQLNGQVPTSKAKQAPYKGS
                     VRTDKVLVLLVEFSDYKHNNIDQTPGYMYSNDFSREHYQKMLFGNEPYTLFDGSKVKT
                     FKQYYEEQSGGSYTTDGYVTEWLTVPGKASDYGADGSSGHDNKGPKGARDLVKEALHA
                     AAEKGLDLSQFDQFDRYDTNSDGNQNEPDGVIDHLMVIHAGVGQEAGGGKLGDDAIWS
                     HRSKLAIDPVAIEGTKSKVDYFGGKVAAHDYTIEPEDGAVGVFAHEFGHDLGLPDEYD
                     TKYTGTGSPVEAWSLMSGGSWTGKIAGTEPTSFSPQNKDFLQKNMGGNWAKILEVDYD
                     KIKRGVGVPTYIDQSVTKSNRPGVVRVNLPGKSVETIKPEFGKHAYYSTRGDDMHTTL
                     ETPFFDLTKGTNAKFDYKANYELEAECDFVEVHAVTEDGTKTLIDRLGEKVVQGDKDT
                     TDGKWIDKSYDLSQFKGKKVKLQFDYITDPAVTYKGFAMDHVNVTVDGQVVFSDDAEG
                     QSKMNLNGFVVSDGTEKKAHYYYLEWRNYAGSDNGLKAGKGPVYNTGLVVWYADDSFK
                     DNWVGVHPGEGFLGVVDSHPEAFVGNLNGKPTYGNTGMQIADAAFSFDQTPAWSVNSL
                     TRGQFNYSGLQGVTTFDDSKVYSNNQIADAGRKVPKLGLKFQVVGQADDKSAGAVWIK
                     R"
     gene            691598..691939
                     /locus_tag="BA_0673"
                     /old_locus_tag="BA0673"
                     /db_xref="Pathema:BA_0673"
     CDS             691598..691939
                     /locus_tag="BA_0673"
                     /old_locus_tag="BA0673"
                     /note="identified by similarity to EGAD:108995"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24686.1"
                     /db_xref="Pathema:BA_0673"
                     /translation="MKEVIECPQCEGNITAQHIMDLPHSFSFRCPHCKVKLKEMRITP
                     CLILVAICIIPLFIMIGESIKELLVKYFSIIDGVPTVLIFFLFCYPLYYLYEKYNAIL
                     FIKYGLLKVKS"
     gene            complement(691977..693149)
                     /locus_tag="BA_0674"
                     /old_locus_tag="BA0674"
                     /db_xref="Pathema:BA_0674"
     CDS             complement(691977..693149)
                     /locus_tag="BA_0674"
                     /old_locus_tag="BA0674"
                     /note="identified by similarity to OMNI:NTL01BH0238; match
                     to protein family HMM PF00083; match to protein family HMM
                     PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative multidrug resistance protein"
                     /protein_id="AAP24687.1"
                     /db_xref="Pathema:BA_0674"
                     /translation="MKYFIYFIVIVAFLDTFSQLPIMSTFAQSLGGSPLIIGLVVGMY
                     SFANMIGNIIAGAAVDKFGAKKILYISMGLTSFIVLLYTVVQSGEQLLVVRFMHGFSD
                     GFLIPAAFTFLSKQTNAARQGKAMALSGAAVGTAAIVGPAFSGIMKATAGIEWVFITI
                     SILMVLGTIVSLFFLPNNVSRKDTSRTQMMNKEDMFELLKSEPLLQAYIGAFTLMFSQ
                     GIVTYMLPVKVEALALKASTTGMMLSAFGITAILFFLLPTNRIYDRFNRSKLMLIGIA
                     VMALALSLLGLFATKGMLFIVMMIYGIGFAILFPSINALLVENTTNDKRGKAFGLFYA
                     FFSLGVVAGSFTVGAIGASPSVSFVIGTAFLLTFAGMIYVRSKVKGRDKVKKTMIG"
     gene            693375..694427
                     /locus_tag="BA_0675"
                     /old_locus_tag="BA0675"
                     /db_xref="Pathema:BA_0675"
     CDS             693375..694427
                     /locus_tag="BA_0675"
                     /old_locus_tag="BA0675"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by match to protein family HMM
                     PF00107; match to protein family HMM PF08240"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, zinc-binding dehydrogenase
                     family"
                     /protein_id="AAP24688.1"
                     /db_xref="Pathema:BA_0675"
                     /translation="MKALLWHNQRDVRVEEVPEPTVKPGAVKIKVKWCGICGTDLHEY
                     LAGPIFIPTEEHPLTHVKAPVILGHEFSGEVVEIGEGVTSHKVGDRVVVEPIYSCGKC
                     EACKHGHYNVCEQLVFHGLGGEGGGFSEYTVVPEDMVHHIPDEMTYEQGALVEPAAVA
                     VHAVRQSKLKEGEAVAVFGCGPIGLLVIQAAKAAGATPVIAVELSKERQELAKLAGAD
                     YVLNPATQDVLAEIRNLTNSLGVNVSFEVTGVEVVLRQAIESTSFEGQTVIVSVWEKD
                     ATITPNNLVLKEKEVVGILGYRHIFPAVIKLISSGQIQAEKLITKKITVDQVVEEGFE
                     ALVKDKTQVKILVSPK"
     gene            694546..694890
                     /locus_tag="BA_0676"
                     /old_locus_tag="BA0676"
                     /db_xref="Pathema:BA_0676"
     CDS             694546..694890
                     /locus_tag="BA_0676"
                     /old_locus_tag="BA0676"
                     /note="identified by similarity to GP:14475603; match to
                     protein family HMM PF07885"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24689.1"
                     /db_xref="Pathema:BA_0676"
                     /translation="MLSFMLTLKRMLKACLRAWKDKEFQVLFVLTFLTLTSGTIFYST
                     VEGLRPLDALYFSVVTLTTVGDANFSPQTDFGKIFTILYIFIGIGLVFGFIHKLAVNV
                     QLPSILSNRKKE"
     gene            695144..695995
                     /gene="plC"
                     /locus_tag="BA_0677"
                     /old_locus_tag="BA0677"
                     /db_xref="Pathema:BA_0677"
     CDS             695144..695995
                     /gene="plC"
                     /locus_tag="BA_0677"
                     /old_locus_tag="BA0677"
                     /EC_number="3.1.4.3"
                     /note="identified by similarity to SP:P09598; match to
                     protein family HMM PF00882"
                     /codon_start=1
                     /transl_table=11
                     /product="phospholipase C"
                     /protein_id="AAP24690.1"
                     /db_xref="Pathema:BA_0677"
                     /translation="MKKKVLALAAAITLVAPLQNVAFAHENDGGSKIKIVHRWSAEDK
                     HKEGVNSHLWIVNRAIDIMSRNTTLVKQDRVAQLNEWRTELENGIYAADYENPYYDNS
                     TFASHFYDPDNGKTYIPFAKQAKETGAKYFKLAGESYKNKDMKQAFFYLGLSLHYLGD
                     VNQPMHAANFTNLSYPQGFHSKYENFVDTIKDNHKVTDGNGYWNWKGTNPEDWIHGAA
                     VVAKQDYSGIVNDNTKDWFVKAAVSQEYADKWRAEVTPMTGKRLMDAQRVTAGYIQLW
                     FDTYGDR"
     gene            696054..697070
                     /gene="spH"
                     /locus_tag="BA_0678"
                     /old_locus_tag="BA0678"
                     /db_xref="Pathema:BA_0678"
     CDS             696054..697070
                     /gene="spH"
                     /locus_tag="BA_0678"
                     /old_locus_tag="BA0678"
                     /EC_number="3.1.4.12"
                     /note="identified by similarity to EGAD:37886; match to
                     protein family HMM PF03372; match to protein family HMM
                     TIGR03395"
                     /codon_start=1
                     /transl_table=11
                     /product="sphingomyelin phosphodiesterase C"
                     /protein_id="AAP24691.1"
                     /db_xref="Pathema:BA_0678"
                     /translation="MEVWNVKGKLLKGVLSFGIGLGVLYGGSSAQADTSTDQNNTLKV
                     MTHNVYMLSTNLYPNWGQSERADLIGAADYIKNQDVVILNEVFDNSASDRLLGNLKKE
                     YPNQTAVLGRSNGNEWDKTLGSYSSATPEDGGVAIVSKWPIVEKVQYVFANGCGPDNL
                     SNKGFVYTKIKKNDRFVHVIGTHLQAEDSMCGKTSPASVRTNQLKEIQDFIKNKNIPN
                     DEYVLFGGDMNVNKINAENNSDSEYASMFKTLHASIPSYTGHTATWDATTNSIAKYNF
                     PDSPAEYLDYIIASKDHANPSFIENKVLQPKSPQWTVTSWLKKYTYNDYSDHYPVEAT
                     ISMK"
     gene            697178..698350
                     /locus_tag="BA_0679"
                     /old_locus_tag="BA0679"
                     /db_xref="Pathema:BA_0679"
     CDS             697178..698350
                     /locus_tag="BA_0679"
                     /old_locus_tag="BA0679"
                     /note="identified by similarity to EGAD:161881"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24692.1"
                     /db_xref="Pathema:BA_0679"
                     /translation="MDRGIFKEVPLPCAFLDEVALDRNIQSIIELSGNKKIRIASKSL
                     RSVPVMQRILAASDRFQGIMCFSPREALFLIEQGFNDLLLGYPAYDERALHEISLLTK
                     QGLIITCMVDCEDHIVYLEKIAEKSKGCFRVCLDIDMSSRFFKFHFGVKRSPVKDGQG
                     ALKIVKRLKESSFLILDGVMGYEAQIAGVGDHIPNQRVKSKVISYLKKKSVLEVKERR
                     GHIVKEIQNLGIELRFVNGGGTGSIKTTEQDHSVSEITIGSAFYAPKLFDYYKEVQFH
                     PAVGFALPVVRKPAPTIYTCLGGGYIASGAIGKDKEPEIWRPGGAKLLALEGAGEVQT
                     PIFYNGEERVEIGDSILFRHSKAGELCERFPFLYRVKEGEIVGEYSTYRGDGQCFL"
     gene            698338..699651
                     /locus_tag="BA_0680"
                     /old_locus_tag="BA0680"
                     /db_xref="Pathema:BA_0680"
     CDS             698338..699651
                     /locus_tag="BA_0680"
                     /old_locus_tag="BA0680"
                     /note="identified by match to protein family HMM PF01565;
                     match to protein family HMM PF04030; match to protein
                     family HMM TIGR01679"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, FAD-binding protein"
                     /protein_id="AAP24693.1"
                     /db_xref="Pathema:BA_0680"
                     /translation="MLSIKGQKWRNWTGNVEGTPHYTMYPESIQDVVEVIELARKKGK
                     KIRVVGSGHSFTPLVQTEEILVSLDEMKGIVNIDTEKMIAEVWAGTKLHELGKLLEEK
                     GYAQENLGDIDSQSIAGAISTGTHGTGITFGSLSTQVIEITAVLSTGETIVCSEMENV
                     EYWRAFQLSLGMLGIIVRIKLNIIRAYSLVYESEKQSLATVMNKLEEYKKNRHFEFFV
                     FPYSDEVQVKVTNETTGKKSDLKWHKLKVELLENKMFSLLSKGCKWFPSISKGVSRLS
                     AKAVPNTKIIGPSYEVFATSRAVPFYEMEYSVPSKYMQAVVEEISNLIEKKKYKVHFP
                     IECRYVKRDDIWLSPAYGRDSAYIAVHMYKGMKYAAYFGEVEKIFLKYEGRPHWGKMH
                     TLTYEKLQNIYPELHSFLKVRKLLDEAEMFSNPYTEKLFTIMKKS"
     gene            complement(699659..700810)
                     /locus_tag="BA_0681"
                     /old_locus_tag="BA0681"
                     /db_xref="Pathema:BA_0681"
     CDS             complement(699659..700810)
                     /locus_tag="BA_0681"
                     /old_locus_tag="BA0681"
                     /note="identified by match to protein family HMM PF04892"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP24694.1"
                     /db_xref="Pathema:BA_0681"
                     /translation="MTAYLFPVKTAFILFPFLAMFLLIPFLIFNYRKYGYLNKWRSFI
                     LYSLLLYLLNAYFLVILPLPQTYDTCSLQPANTQHMQLSPFYFIQEISNHTSAILTKP
                     ATYFYLLKESAFLQVAFNVLLTVPFGIYLRYYFRRSFLQTICISFCLSLFFELTQVTG
                     LYGIYNCAYRLFDIDDLFLNTLGGVIGFIIAPIFMYFLPKANELDSHVDLETKPVGFV
                     RRFIAMQIDWIFLSIVVPVIKNKGNSFFVSNIQAYTNIYELIFITCSILIYFIIIPYF
                     TNGKTIGKALLRIYVKGKSDRITMKELFIRYGIFYFILGGINYILSSSSILNLKEPLV
                     LIVIVLFQLVINGLFIIHVLLHVFSRDKLLFYERISQTRNAIILKKADK"
     gene            700983..701186
                     /locus_tag="BA_0682"
                     /old_locus_tag="BA0682"
                     /db_xref="Pathema:BA_0682"
     CDS             700983..701186
                     /locus_tag="BA_0682"
                     /old_locus_tag="BA0682"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24695.1"
                     /db_xref="Pathema:BA_0682"
                     /translation="MRYELFSVSGNHITTFESAWCFQEGEQIFVHDDQTKRNFIIIRL
                     THDVFQQNKHVIRLYCQEKKVYA"
     gene            complement(701244..702056)
                     /locus_tag="BA_0683"
                     /old_locus_tag="BA0683"
                     /db_xref="Pathema:BA_0683"
     CDS             complement(701244..702056)
                     /locus_tag="BA_0683"
                     /old_locus_tag="BA0683"
                     /note="identified by similarity to OMNI:NTL01BH0465; match
                     to protein family HMM PF02673"
                     /codon_start=1
                     /transl_table=11
                     /product="undecaprenol kinase family protein"
                     /protein_id="AAP24696.1"
                     /db_xref="Pathema:BA_0683"
                     /translation="MEQFYYILKYLILGLFQGLTEPIPISSSGHLVLAQHLLGLKIEG
                     FSFELLVNSASLLAVLLIYRNDLIRLTKNGLSYIFTRAEDAKSDFFFIIYLVIATIPA
                     GVIGVLFKDYIDQYLKGVKMVGISLLITAVGLWIIRNLRGRRNDGDLSMKDAIIVGLA
                     QACALIPGISRSGATIVAAMLLGMKQETALRFSFLLYIPVSLGGLLLSITDIAKDPNL
                     DTLFVPYIVAFIATFIMTYISLKWFMNIMAKGNLKYFSFYCIIVGVLTLIFL"
     gene            complement(702189..703133)
                     /locus_tag="BA_0684"
                     /old_locus_tag="BA0684"
                     /db_xref="Pathema:BA_0684"
     CDS             complement(702189..703133)
                     /locus_tag="BA_0684"
                     /old_locus_tag="BA0684"
                     /note="identified by match to protein family HMM PF00015"
                     /codon_start=1
                     /transl_table=11
                     /product="methyl-accepting chemotaxis protein"
                     /protein_id="AAP24697.1"
                     /db_xref="Pathema:BA_0684"
                     /translation="MFTQKKSLQHKIDQLENRIQELKAELKQKDIEQQETISSIHDRV
                     QNIVQEHKLVNNQHHTLQNLVQQLNSCFENVSTRTTHSNELNNEMLQKEQSLIQSIEE
                     IIDCSNEGKESVHRLLIVINKLAEQSQRTSNSMNHLSERSKEIEQIVEVIQNIAAQTN
                     LLALNASIEAARAGEHGKGFAVVANEVRKLAESTAESTKNIGNLTKKIQEEIEKAYDN
                     TKDNLHLVDEGVEMSADTNARIENILIMIQTLQNGATNVIKAIENQKSCNDDILREFA
                     NTQQMFQKLNTTIMNHIHDAEKVDVQLTKSLEETVVSH"
     gene            703354..704616
                     /locus_tag="BA_0685"
                     /old_locus_tag="BA0685"
                     /db_xref="Pathema:BA_0685"
     CDS             703354..704616
                     /locus_tag="BA_0685"
                     /old_locus_tag="BA0685"
                     /note="identified by similarity to OMNI:NTL01LL1969; match
                     to protein family HMM PF06725"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24698.1"
                     /db_xref="Pathema:BA_0685"
                     /translation="MNYFKRISSLVLAGIIGLSSTVAVKAESNDEKLNNMQQQLQQND
                     AEMQKKEQEKQAVSKEIQGIENELHNLNNTIAKNKEDQAAIQRKIDETHKQIEQKKNE
                     IVVLEDKVLARKDIMRKRMVSVQNSSNTSLVVEVVVESKNFADFLQRMNAVSTILEAD
                     KEILRLQEQDLRQIEEDKKTIDEKEASLVVDKQKLAKAQAELQDNLKKRQANLQTVQA
                     KYNQVASQLNLAAEEKAKIESNMKAVQETIAREQEAARIAAEERAKAEAAAKAEQEAL
                     AKAQAEVAEKKKQEQASKPAEPVANNNSKVEPVQPSKPTAGGREIYVHATAYTADPAE
                     NGYGPGQQVYSAWGGYNLTANPGMKLIAVDPSVIPLGSRVYVEGYGEAIAADTGGAIK
                     GHKIDVLMPDKASSSKWGRKNVKLTILS"
     gene            704729..704947
                     /locus_tag="BA_0686"
                     /old_locus_tag="BA0686"
                     /db_xref="Pathema:BA_0686"
     CDS             704729..704947
                     /locus_tag="BA_0686"
                     /old_locus_tag="BA0686"
                     /note="identified by similarity to OMNI:NTL01PA00626;
                     match to protein family HMM PF01381"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein"
                     /protein_id="AAP24699.1"
                     /db_xref="Pathema:BA_0686"
                     /translation="MTILNRVKELRARFNFSQSVLAEKVGVTRQTIAAIEKGDYVPSL
                     LLALMICDVFQLKMEDVFVLNKEGEEDE"
     gene            704940..705413
                     /locus_tag="BA_0687"
                     /old_locus_tag="BA0687"
                     /db_xref="Pathema:BA_0687"
     CDS             704940..705413
                     /locus_tag="BA_0687"
                     /old_locus_tag="BA0687"
                     /note="identified by similarity to EGAD:108306"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24700.1"
                     /db_xref="Pathema:BA_0687"
                     /translation="MNRLVFSYMLNVLLMVLAGWAFIELYYFTIEVANFIQTKRVPFE
                     VSVSLMPLGLLLIFGIVSTVLYKVQKKKYKELSYWMFPLLFPQEDEREKAITEKACRT
                     TFMSLWYVLPCAVGFLTLSPIVNLYVPAYPIYIAFSIFFIQMTIFHVSLYRNKIA"
     gene            705461..706162
                     /locus_tag="BA_0688"
                     /old_locus_tag="BA0688"
                     /db_xref="Pathema:BA_0688"
     CDS             705461..706162
                     /locus_tag="BA_0688"
                     /old_locus_tag="BA0688"
                     /note="identified by match to protein family HMM PF04203;
                     match to protein family HMM TIGR01076"
                     /codon_start=1
                     /transl_table=11
                     /product="LPXTG-site transpeptidase family protein"
                     /protein_id="AAP24701.1"
                     /db_xref="Pathema:BA_0688"
                     /translation="MYIQQYYLIILYRVRFCKGKELYMNKQRIYSIVAILLFVVGGVL
                     IGKPFYDGYQAEKKQTENVQAVQKMDYEKHETEFVDASKIDQPDLAEVANASLDKKQV
                     IGRISIPSVSLELPVLKSSTEKNLLSGAATVKENQVMGKGNYALAGHNMSKKGVLFSD
                     IASLKKGDKIYLYDNENEYEYAVTGVSEVTPDKWEVVEDHGKDEITLITCVSVKDNSK
                     RYVVAGDLVGTKAKK"
     gene            complement(706191..707576)
                     /locus_tag="BA_0689"
                     /old_locus_tag="BA0689"
                     /db_xref="Pathema:BA_0689"
     CDS             complement(706191..707576)
                     /locus_tag="BA_0689"
                     /old_locus_tag="BA0689"
                     /note="identified by similarity to GP:15023634; match to
                     protein family HMM PF00854; match to protein family HMM
                     PF07690; match to protein family HMM TIGR00924"
                     /codon_start=1
                     /transl_table=11
                     /product="proton/peptide symporter family protein"
                     /protein_id="AAP24702.1"
                     /db_xref="Pathema:BA_0689"
                     /translation="MESAIQLEKEQQRKKKHPPGLYLLFFTEMWERFSYYGLRGLLTL
                     YLTTALVSGGLGFSPAWALSIYGFYTGACYFTPMIGGYLTDRFLGRRKAITIGGITMA
                     IGNLTLFAMQNQVGLYLGLALIIIGNGFFKPNISTLVGELYEENDPKRDSAFTIFYMG
                     INVGSFLAPLVCGFLSENLFKTTVDGVVHYGFRYGFLAASIGMIIGQILFTTLSNRFL
                     GDIGKKPTRDLQTTDGQPSVGDTPLTKKEKQRTAVIVILTCFVVFFWAGFEQAGSSLT
                     LYTNKFVDRSVFGWEVPTSWFQSVNPLFIILLAPVISALWAKLATRKRGDLKIPTKMG
                     LGMILLGIGYIILVIATLKTGSDEHNITEKANLLFIVFTYLFHTLGELFLSPVGLSMV
                     SALAPVKLASLLMGVWLASSGIANILGGQLASFTTSLGYAEVFTVIGAVAIVLGCVLL
                     LISKKLVKWMD"
     gene            707829..709130
                     /gene="brnQ1"
                     /locus_tag="BA_0690"
                     /old_locus_tag="BA0690"
                     /db_xref="Pathema:BA_0690"
     CDS             707829..709130
                     /gene="brnQ1"
                     /locus_tag="BA_0690"
                     /old_locus_tag="BA0690"
                     /note="identified by similarity to EGAD:109239; match to
                     protein family HMM PF05525; match to protein family HMM
                     TIGR00796"
                     /codon_start=1
                     /transl_table=11
                     /product="branched-chain amino acid transport system II
                     carrier protein"
                     /protein_id="AAP24703.1"
                     /db_xref="Pathema:BA_0690"
                     /translation="MKLLQKKEILLISLMLFSMFFGAGNLIFPPFLGYEAGEHVWISL
                     VGFIISATGLPILGVIAIAKAGSFQALAGRVHSSFAIIFPCIVYLFIGPGLGIPRAGS
                     LAFEMGPGQFFPEAGSIVLLCYTVIFFSIVYWLSLSPSKLMGLFGKVLTPLLLGMIAL
                     IFIKSMFTSVGSVKEAAGNYGQAPMFQGFLDGYLTMDALAALIFGIVIANALRAKGIE
                     DDKGLAKYMSIAGIGAGLLLSIIYVILGYVGSMSGSLGTFDNGAQVLAQVMTTLFGQG
                     GVVLLGLIFTIACLCVSIGLVTSCSQFFASAFPKVAYKFWAFILSFVSMILANLGLTQ
                     ILKVSVPILGFIYPVALTLIILGLFQKYIGKYAYVYAVTVGIVAVFSAIDIFNKNVML
                     NQWTSVLKYIPFYTEGVGWIVPAIIGACIGVIVSFVFNKKK"
     gene            709266..710987
                     /locus_tag="BA_0691"
                     /old_locus_tag="BA0691"
                     /db_xref="Pathema:BA_0691"
     CDS             709266..710987
                     /locus_tag="BA_0691"
                     /old_locus_tag="BA0691"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP24704.1"
                     /db_xref="Pathema:BA_0691"
                     /translation="MKEDLNKKIEALETTIETMQEALFELKAKQREIEVENAQQHVSK
                     EKKEYIETVIEEKQKEEVVTIKEPVQEREVKQVDISAFKPEPFNIIKFCQTWLPRIFV
                     GIMLLGVIWLFKAGVDAGLLTPAIRIVFGIVLSMGFYYIGDIQIKRERQALGLVLAGG
                     SITGIVLTTFAAHYLYGFIPASIAFVCNIAWVILGIYIAKRYQSEYLTIFVAVGAFFV
                     PFLLNSTTPNPYIFFGYETILTLSLLWYALKNRYQYLYMISYAVAAIVLFVFFAVMSM
                     LVEDLQVQLTVVYGLIHLLLFWHMFTERSFIVEPRLAIFSANAVFFILAISKILEFTT
                     WGLMISALVHANMFVFEYRKNRHSTFTNLLFGFAMGAFSLAILYEYSLVNAAIVLLLQ
                     GFLGMVTSIKGKQQIKLYVSATVYAIGMIQTIFSPFDQFISAGFVAHLILIGTFYYCM
                     RQAKDVLASFGKYVYSIALYWFMVIVFITITRIGEVLSTDGSIISVSVSLLWMVYALF
                     AVWLGRNKHMNEILYAGLIVLVVTIGKLFLLDLPEVSMMIRAVLFLIVGSIGIVISRM
                     FFSKEEK"
     gene            complement(711023..712570)
                     /locus_tag="BA_0692"
                     /old_locus_tag="BA0692"
                     /db_xref="Pathema:BA_0692"
     CDS             complement(711023..712570)
                     /locus_tag="BA_0692"
                     /old_locus_tag="BA0692"
                     /note="identified by similarity to OMNI:NTL01SA0147"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24705.1"
                     /db_xref="Pathema:BA_0692"
                     /translation="MKNKKWITFSLATAITLSIGASFIPSTYAESSVDPAPEIAAKVV
                     NQNNGKKVLFDNTHGQTAGTADWVIDGGFSDFGNGIAQNGYHVKELRKSTPITYEDLK
                     DYNVFIVPEANIPYKKSEQDAMLQYVKNGGSIFFIADHYNADRNKNRWDSSEVFNGYR
                     RGAWDNPAKGMSNEEANSQAMQGVESSDWLSDNFGIRFRYNAIGDVAAKNIVSPEQSF
                     GITEGVSSVAMHAGSTLAITNPKLAKGLVYLPENPSKWNNAVDSGVYNGGGVAEGPYA
                     AIAKVGLGKAAFIGDSSPVEDATPKYVREDSGQTKKTYDGYKEENDAILLENIVNWLS
                     NKETFTSLDQVNGLQLDLPTTLQTFEQPSLSTEPQPEPWSAPNAGYQWFNTNTFKPGS
                     YGYNGAVTANDYVVTHPSILPNNEVFQMKIQVNNLLPNTTYDNYSLGIFTTGGTQVAK
                     VQNTNGTWPSTFGYSSAFSFTTNSLGSAEKIVNVQINPNTTGQATLRLRQNTTAKYSE
                     TVTINKK"
     gene            complement(712752..714143)
                     /locus_tag="BA_0693"
                     /old_locus_tag="BA0693"
                     /db_xref="Pathema:BA_0693"
     CDS             complement(712752..714143)
                     /locus_tag="BA_0693"
                     /old_locus_tag="BA0693"
                     /note="identified by similarity to EGAD:91121; match to
                     protein family HMM PF00324"
                     /codon_start=1
                     /transl_table=11
                     /product="amino acid permease family protein"
                     /protein_id="AAP24706.1"
                     /db_xref="Pathema:BA_0693"
                     /translation="MQHSNKSGTLNRGLKERHITLMSLGSAIGVGLFLGSASAIKLAG
                     PSILLGYMIAGLVIFFIMRALGEMAIEQPVAGSFSKYAYDYLGPLAGYITGWNYWFLW
                     VVTCMAEITAAGIYMQYWFPDIPRWTWALLALLLMSAFNFLSVKVFGELEFWFALIKI
                     VTIICMIVVGAGIILFGFGNGGIATGISNLWSHGGWFPNGFSGLLLSMQMVLFAYLGV
                     ELIGVTAGEAQNPKKTLAKAIDNVFWRILLFYVGALFVMMAIYPWNELGEKGSPFVLT
                     FQQIGIAKAAGIINFVVLTAALSSCNGGLFSTGRMLYTLAQQKKAPERFGRLNKNGIP
                     SQGIVATAIVLLIGVILNYLVPAKVFTWLTSISTFGAIWTWGIILVAQIKFRKSLPTQ
                     NRQKLSYKMPLYPLSSYFSLAFLVLVLGIMAYSEDTRIALIVGPIWLIGLAIVYYMKG
                     FHKIDETPNSKIS"
     gene            714424..715716
                     /locus_tag="BA_0694"
                     /old_locus_tag="BA0694"
                     /db_xref="Pathema:BA_0694"
     CDS             714424..715716
                     /locus_tag="BA_0694"
                     /old_locus_tag="BA0694"
                     /note="identified by similarity to OMNI:NTL01BS02993;
                     match to protein family HMM PF00860; match to protein
                     family HMM PF00916"
                     /codon_start=1
                     /transl_table=11
                     /product="xanthine/uracil permease family protein"
                     /protein_id="AAP24707.1"
                     /db_xref="Pathema:BA_0694"
                     /translation="MFQLQKYNTSVKQEFLAGITTFFTFAYILVINPKILSDAGVPFD
                     QAFTATIIATVVGTIGMAIFANYPIVIAPAMGMNAYFAYSVVQKAEGITYVIAFSAVF
                     VTGIIFLLLSFTSFRQKLILAIPDSLKHAIAGGIGLFIAFIGLRLFGIIVDHPSNLVT
                     IGDFHSPAVILTLIGLILAAVLMALRVSGALFISMIVTGVIAFFTGQLKFTDKIVAMP
                     HLPEGIIVSNPINAFSDVIEYGLYGVVFSFLLVLLFDTTGALLGLIKQAGLITDNTEK
                     RFGKAFIADAIGGTTGSIFGTSPTAATIESSAGIAAGGKTGLTGIVVVGLTIITAFFS
                     PVIASLSSVAAITAPSLIIVGSLMAQSIRDINWNEFEDALPAFLIFVGIPLTSSIANG
                     IAIGFLVYPVLKIVKGKGMEVHPLLYLFTILFGCHLFL"
     gene            715848..716048
                     /locus_tag="BA_0695"
                     /old_locus_tag="BA0695"
                     /db_xref="Pathema:BA_0695"
     CDS             715848..716048
                     /locus_tag="BA_0695"
                     /old_locus_tag="BA0695"
                     /note="identified by similarity to OMNI:SP1423; match to
                     protein family HMM PF01381"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein"
                     /protein_id="AAP24708.1"
                     /db_xref="Pathema:BA_0695"
                     /translation="MAVSKIKVARVQLDLTQQQLAEKVGVTRQTISLIEKGKYNPSLD
                     LCLKICYAVDKTLNDLFWEEKE"
     gene            716053..716481
                     /locus_tag="BA_0696"
                     /old_locus_tag="BA0696"
                     /db_xref="Pathema:BA_0696"
     CDS             716053..716481
                     /locus_tag="BA_0696"
                     /old_locus_tag="BA0696"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24709.1"
                     /db_xref="Pathema:BA_0696"
                     /translation="MKIVKDERLMIEGLKHIRLVFILQNIFILGIVFYRYVLQDAGYE
                     SVSDLLMVFMGGIVVINFLNLKNSVEVYEHTGGVSRSYFMKLLLVPVSIVIGILAICI
                     VVTPDISIKEISMTGLIMFACFLVPSLFIYIYMKKIKSED"
     gene            complement(716519..716956)
                     /locus_tag="BA_0697"
                     /old_locus_tag="BA0697"
                     /db_xref="Pathema:BA_0697"
     CDS             complement(716519..716956)
                     /locus_tag="BA_0697"
                     /old_locus_tag="BA0697"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP24710.1"
                     /db_xref="Pathema:BA_0697"
                     /translation="MITVKNIDGSETYVLRQKILRSSQTLADCKYSSDYETDTFHLGA
                     FINDKLISIASFSKEMHPDLQAGMHYRLRGMATLPEFRNNHAGSSLIQKAEQILQERQ
                     ANILWCNGRVTVANYYKRLGFQEHGEIFEIEPIGLHKVLYKRI"
     gene            complement(716971..717210)
                     /locus_tag="BA_0698"
                     /old_locus_tag="BA0698"
                     /db_xref="Pathema:BA_0698"
     CDS             complement(716971..717210)
                     /locus_tag="BA_0698"
                     /old_locus_tag="BA0698"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24711.1"
                     /db_xref="Pathema:BA_0698"
                     /translation="MRMDYIMSIITLALLLLAEILVAIILIGVSIEICSYGWKKSNGI
                     KYSCLLLSLLLGTASILGLFAAPAYFFIQLTEKAL"
     gene            complement(717282..719111)
                     /locus_tag="BA_0699"
                     /old_locus_tag="BA0699"
                     /db_xref="Pathema:BA_0699"
     CDS             complement(717282..719111)
                     /locus_tag="BA_0699"
                     /old_locus_tag="BA0699"
                     /note="identified by match to protein family HMM PF00999;
                     match to protein family HMM PF02080; match to protein
                     family HMM PF02254"
                     /codon_start=1
                     /transl_table=11
                     /product="sodium/hydrogen exchanger family protein/TrkA
                     domain protein"
                     /protein_id="AAP24712.1"
                     /db_xref="Pathema:BA_0699"
                     /translation="MEHHTSVLSLMVVVAIAFFVPLLLQRFKLKALPVVVAEIIAGIF
                     VGKSGFNIIEPDMWLQVLSTLGFIFLMFLSGLEIDFSIFKQKGKKNTTNEPNTFQAAS
                     VIFLFIFILSYALSLLFVWLGFVDNAMFMTLIISTISLGVVVPTLKENNLGKTAIGQI
                     ILLVAVIADLVTMILLAVFVGLNSESGQSMWLLLLLFGAGIVIYFVAKRFKNIPYLDS
                     LKAGSVQIDTRAVFALILILVGLSESVGAENILGAFLAGVLVSLLSPNEDMVEKLDSI
                     GYGFFIPIFFVMVGVNLEVWSIFKEPSSMLMIPILIVGLFISKLIPSLVLRKWYPRNI
                     VLGSAILLTSTLSLVIAAAQIGEKLGIISPSLSASLILSAVITCIFAPILFKKMFPKV
                     ETPKPKVSIIGASRITLPLSLDLKREDYDVTLYMMRQNKINDEEAKSHDFPIVKLDDI
                     TIASLTEQTAFHADRVVVATSDDEQNLLLAEHAKELGVEHVIASVEDPLLQEKATQEH
                     IAVFSTINSTRILLRALIDKPSLVRLITTANETVREVELRSNKYNGVALRRLPFLGDV
                     LVIQIYRGNKALIPHGDTRLQHGDTLLVTGSKEHIDTLKSILE"
     gene            complement(719333..719644)
                     /gene="qoxD"
                     /locus_tag="BA_0700"
                     /old_locus_tag="BA0700"
                     /db_xref="Pathema:BA_0700"
     CDS             complement(719333..719644)
                     /gene="qoxD"
                     /locus_tag="BA_0700"
                     /old_locus_tag="BA0700"
                     /EC_number="1.10.3.-"
                     /note="identified by similarity to SP:P34959; match to
                     protein family HMM PF03626; match to protein family HMM
                     TIGR02901"
                     /codon_start=1
                     /transl_table=11
                     /product="cytochrome aa3 quinol oxidase, subunit IV"
                     /protein_id="AAP24713.1"
                     /db_xref="Pathema:BA_0700"
                     /translation="MGQNNNQANGHAHSGFPWSHVFGFILSLALTFLALYVALYTNLP
                     LSTILTTIIAMAVAQALLQLIMFMHLKEGEGRVQILTMIYSFFVATATVGLTVWIFFS
                     M"
     gene            complement(719645..720247)
                     /gene="qoxC"
                     /locus_tag="BA_0701"
                     /old_locus_tag="BA0701"
                     /db_xref="Pathema:BA_0701"
     CDS             complement(719645..720247)
                     /gene="qoxC"
                     /locus_tag="BA_0701"
                     /old_locus_tag="BA0701"
                     /EC_number="1.10.3.-"
                     /note="identified by match to protein family HMM PF00510;
                     match to protein family HMM TIGR02897"
                     /codon_start=1
                     /transl_table=11
                     /product="cytochrome aa3 quinol oxidase, subunit III"
                     /protein_id="AAP24714.1"
                     /db_xref="Pathema:BA_0701"
                     /translation="MAALDKSLPLEYQSEQSRLNILGFWIFLGAEIMLFATLFASYLV
                     LAGRTADGPTPAQLFELKTLLIQTLLLLTSSFTCGIVIHEMRKHNQKAMLGWFVLTLL
                     LGAGFLFFEIEEFIMYIGEGATIQTSAFLSGFFVLLGTHGAHVTGGIIWAICVIIQIL
                     KRGLTPVTARKVFIISLYWHFLDLVWVFIYTLVYLNGMVA"
     gene            complement(720261..722195)
                     /gene="qoxB"
                     /locus_tag="BA_0702"
                     /old_locus_tag="BA0702"
                     /db_xref="Pathema:BA_0702"
     CDS             complement(720261..722195)
                     /gene="qoxB"
                     /locus_tag="BA_0702"
                     /old_locus_tag="BA0702"
                     /EC_number="1.10.3.-"
                     /note="identified by similarity to OMNI:NTL01BS03809;
                     match to protein family HMM PF00115; match to protein
                     family HMM TIGR02882"
                     /codon_start=1
                     /transl_table=11
                     /product="cytochrome aa3 quinol oxidase, subunit I"
                     /protein_id="AAP24715.1"
                     /db_xref="Pathema:BA_0702"
                     /translation="MKLDEFFVTGDPIIYGADASIVLVTLAIIFVLTKYKKWKWLWDE
                     WLTTVDHKKIGAMYIISAVIMLFRGGMDGLMIRAQLTFPETTYLNAEHYNGIFTTHGT
                     VMILFMAMPFVMGLMNLVVPLQIGARDVAYPFLNALSFWLFFVGAMLFNIAFVIGGSP
                     DAGWTSYFPMAGTEFTSGVGNNYYAIALQISGLGTLMTGINFLVTILKMRTPGMTLMR
                     MPMFTWSILITTIIIIFAFPVLTVALALMTFDRLFDAHFFTMASGGMPMLWANLFWVW
                     GHPEVYIVILPAFGIFSEIISTFSRKRLFGYSAMVYSMVAISLLSFVVWLHHFFTMGA
                     GPAVNSFFSISTMAISIPTGVKIFNWLFTLYKGRIRFTVPMLWSLAFIPNFVVGGVTG
                     VMLGMAAADYQYHNSYFLIAHFHYVLIAGTVFAMLAGFTFWYPKMTGHMLNERLGKWT
                     FWIFMSGFNICFFPMYFLGLDGMTRRMYTYSESLGWGWLNQIASVGAVMMGIGFLLLC
                     YNVIWSARHGERDTTGDPWDGRTLEWATQSPVQHYNFAKLPEIKEADAFWYMKKRGET
                     VTPAAEDIKPIHMPSNSGVPIIASGFFGLAGFALVFSWFWLAAIGGIGILACLIYRSF
                     DYDEGYYISVDEIKKSEHVA"
     gene            complement(722229..723104)
                     /gene="qoxA"
                     /locus_tag="BA_0703"
                     /old_locus_tag="BA0703"
                     /db_xref="Pathema:BA_0703"
     CDS             complement(722229..723104)
                     /gene="qoxA"
                     /locus_tag="BA_0703"
                     /old_locus_tag="BA0703"
                     /EC_number="1.10.3.-"
                     /note="identified by similarity to SP:P34957; match to
                     protein family HMM PF02790; match to protein family HMM
                     TIGR01432"
                     /codon_start=1
                     /transl_table=11
                     /product="cytochrome aa3 quinol oxidase, subunit II"
                     /protein_id="AAP24716.1"
                     /db_xref="Pathema:BA_0703"
                     /translation="MQLKKAFWKLASLLPLSLLLFLGGCDKKLAVLNPQGPVAKAQYD
                     LIVWSFLLMSLIIAIVFILFTVILIRYREKPENMDYEPPEQHGNTLLEIIWTLVPVII
                     VIALSIPTVKATYASEEVPKESKHIKPVEIYVTSANWKWLFSYPEEKIETVNYLNIPA
                     GVPIQFKLTSVGPMNAFWVPELGGMKYTMDGMIMDLYLQADKPGSYLGRSANFSGEGF
                     THMEFEVEAKTKEKYDKWVKEVQQTAPKLTEDKYNEIVKPGVVGRMTFSSHHLSYVDP
                     KSLEYCDYNYYKNKK"
     gene            complement(723386..723583)
                     /locus_tag="BA_0704"
                     /old_locus_tag="BA0704"
                     /db_xref="Pathema:BA_0704"
     CDS             complement(723386..723583)
                     /locus_tag="BA_0704"
                     /old_locus_tag="BA0704"
                     /codon_start=1
                     /transl_table=11
                     /product="amino acid permease domain protein"
                     /protein_id="AAP24717.1"
                     /db_xref="Pathema:BA_0704"
                     /translation="MLLTSLLERFCELLFTFVSLVFIPDQRIALYCGIPFMVICCILY
                     QMKYKKIVTFEQQRTISKRIN"
     gene            723640..724350
                     /locus_tag="BA_0705"
                     /old_locus_tag="BA0705"
                     /db_xref="Pathema:BA_0705"
     CDS             723640..724350
                     /locus_tag="BA_0705"
                     /old_locus_tag="BA0705"
                     /note="identified by similarity to EGAD:107388"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24718.1"
                     /db_xref="Pathema:BA_0705"
                     /translation="MKKLKYLFVFGIIFAAVFFIGKDKIIQKAQVLRLDFLSEMKEAA
                     MIENVPFIKQLPELPRGCEVTSLAMLLQYKGVQVDKMQLASEIHRVPFEQDGLRGNPY
                     EGFVGNIYTKAEPGYGVYNKPIFNLAEKYVSEKVINLTDRDVNDLYKVISSGSPVWVI
                     INTTFKPLAESSFETWNTSSGEVKITYFEHSVVVVGYDQNFVYVNDPLKNNPRFAVPR
                     AEFEKAWEQMGKQAITIL"
     gene            724483..725658
                     /locus_tag="BA_0706"
                     /old_locus_tag="BA0706"
                     /db_xref="Pathema:BA_0706"
     CDS             724483..725658
                     /locus_tag="BA_0706"
                     /old_locus_tag="BA0706"
                     /note="identified by similarity to SP:P37112; match to
                     protein family HMM PF01546; match to protein family HMM
                     PF07687; match to protein family HMM TIGR01891"
                     /codon_start=1
                     /transl_table=11
                     /product="N-acyl-L-amino acid amidohydrolase"
                     /protein_id="ACZ50001.1"
                     /db_xref="Pathema:BA_0706"
                     /translation="MDVAKELVLSKDQLVEWRRHFHKYPELSFQEEKTSQFVFDILRK
                     IPCLEVSRPTKYSVMARLIGKQSGKTIAVRADMDALPIHEENEFDFISAYPGVMHACG
                     HDGHIAILLGVVHKLVEAREKIKGEVRFLFQHAEENFPGGAEEMVAAGVMEGVDYIVG
                     AHLWASLEVGKVGVIYGPAMAAPDVFKITIEGKGGHAGIPHETVDSIAIGTQVVSQLQ
                     QIVSRLTNPLDSLVVSVTQFHAGTTHNVIPAQTEIEGTVRSLRHELREETEKRIEQIV
                     KHVTEAYGAKYTFSYEYGYRPVVNDYEVTEIIEQTALQLYGRERVTRLQPTMAGEDFS
                     AFLQKVPGTFFFIGAGSKEKGIIYPHHHPRFTIDEDALPIGVQVFVSSIMNFISKGE"
     gene            725660..725857
                     /locus_tag="BA_0707"
                     /old_locus_tag="BA0707"
                     /db_xref="Pathema:BA_0707"
     CDS             725660..725857
                     /locus_tag="BA_0707"
                     /old_locus_tag="BA0707"
                     /note="identified by similarity to EGAD:108876"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24719.1"
                     /db_xref="Pathema:BA_0707"
                     /translation="MKKIHVLALIPVFCLVVGPVFANSVTPYILGMPFLLFWILLSVL
                     ITSLCMGIVYVFDPANKGDVK"
     gene            725854..727326
                     /locus_tag="BA_0708"
                     /old_locus_tag="BA0708"
                     /db_xref="Pathema:BA_0708"
     CDS             725854..727326
                     /locus_tag="BA_0708"
                     /old_locus_tag="BA0708"
                     /note="identified by similarity to GP:14587067; match to
                     protein family HMM PF00474"
                     /codon_start=1
                     /transl_table=11
                     /product="sodium/solute symporter family protein"
                     /protein_id="AAP24720.1"
                     /db_xref="Pathema:BA_0708"
                     /translation="MTALLIIILFLFLALFLGIRAQHGKDMNLEQWSVGGRGFGTIFV
                     FLLMAGEIYTTFTFLGGSGWAYSKGAPTFYILGYGALAYILSYFLLPPVWKYAKEHNL
                     VSQPDFFVKKYKSQALGLIVSIIGVISIIPYLVLQLKGLGIIVSEASYGRVSPVIAVW
                     IGAIVITIYVMVSGIHGSAWTAALKDIMILFIVMFLGIYLPYHYYGGFQPMFEAVEAA
                     KPGFLSLPDEGMSISWFVSTIILTALGFYMWPHTFASAFSAKNEKVFRKNAAIMPLYS
                     LVLLFVFFAGFAAILQVPGLKGGDVDLSLFRLALQTFDPWFIGIIGSAGVLTALVPGS
                     MLVMAASTLLAKNIYRTMVPSASDRQVAKVAKLFVPVVTLVAVLFTFKGGETIGALLL
                     MGYSIVTQLFPALVCSLFPRQTITKQGAIAGMGIGLLVVAYITLSGSTIATMFPGFPQ
                     YIKDLNVGIVALLMNMIVMFIVSGFTKNVSIKKDNIIVEK"
     gene            727471..728907
                     /gene="gerLA"
                     /locus_tag="BA_0709"
                     /old_locus_tag="BA0709"
                     /db_xref="Pathema:BA_0709"
     CDS             727471..728907
                     /gene="gerLA"
                     /locus_tag="BA_0709"
                     /old_locus_tag="BA0709"
                     /note="identified by match to protein family HMM PF03323"
                     /codon_start=1
                     /transl_table=11
                     /product="spore germination protein GerLA"
                     /protein_id="AAP24721.1"
                     /db_xref="Pathema:BA_0709"
                     /translation="MKKIRDELGSPNDLTIREVALAGSFTRCAVVFLCGLTDKDNVYK
                     YVVRTLQYEEIQKDEAVVQTLLDRFISIAEVGKKTTFPDIINAILAGDTVILIDNIQT
                     AIVINSRAWEKRSLESPVTEDLIRGPRIGLNEDINVNKMLIRRSLRDPKLRFQSYIMG
                     KRSQKEVTLVYIEDIINPYIVKELDRRLQSIVTDVVFETGTIEQLIQDNNLSPFPQFL
                     NTERPDNIVASLAKGKAAILVDGSPFALIAPLVFVDIFQSVEDHYERWVIGTLLRILR
                     MGSGIVAILMPAMYVALVSYHQGLIPSKLAYSIAGAREGVPFPAYIETLMMALTMELI
                     REAGIRLPKPMGQTIGIVGGLVIGEAAVNAGIVNPFLVIIIAVTAIATFSLPVYSITI
                     TFRILLFVFVLAATAFGLYGIILALIALAVHITNLTSVGVPYTTPIAPAFYKDWKEEF
                     IRMPKSMLKERPEYLQTKDSTVRPKERE"
     gene            728908..730032
                     /gene="gerLB"
                     /locus_tag="BA_0710"
                     /old_locus_tag="BA0710"
                     /db_xref="Pathema:BA_0710"
     CDS             728908..730032
                     /gene="gerLB"
                     /locus_tag="BA_0710"
                     /old_locus_tag="BA0710"
                     /note="identified by match to protein family HMM PF03845;
                     match to protein family HMM TIGR00912"
                     /codon_start=1
                     /transl_table=11
                     /product="spore germination protein GerLB"
                     /protein_id="AAP24722.2"
                     /db_xref="Pathema:BA_0710"
                     /translation="MKPFEYGDEEIGSREIGFAVSSTIIGIGALSMPRDIANQTLFSD
                     GWIILLLGGLICAVLGWFVTRVAILFPKQNFVQYTSAHLTKPVAYTISMVLVLTFAAL
                     TAYESRMIAIISQTYLFSETPVQLLSFFFLLVVIYGIAGSRAALLRLNVMFLPIVLIA
                     IVLLSLLNINLMEINNLFPAFQTEVSQYAVGVKNSIFTFIGFEVALFYAVLLNDKTAK
                     KAPMAVAKAVIVNVLSYILIYVTCISVFTYMTTRGLTYPTIELGKEIEIGGGFLERFD
                     AIFFTTWIITIYNTTAMYYDVASLLFCAMFPKVKKHIFIFGSAPLIFMLNMLPGNLDT
                     LSSYGTYLAWIDMGFVVLAPLLVFIVYKIKRRNGRNETPS"
     gene            730016..731182
                     /gene="gerLC"
                     /locus_tag="BA_0711"
                     /old_locus_tag="BA0711"
                     /db_xref="Pathema:BA_0711"
     CDS             730016..731182
                     /gene="gerLC"
                     /locus_tag="BA_0711"
                     /old_locus_tag="BA0711"
                     /note="identified by match to protein family HMM PF05504;
                     match to protein family HMM TIGR02887"
                     /codon_start=1
                     /transl_table=11
                     /product="spore germination protein GerLC"
                     /protein_id="AAP24723.1"
                     /db_xref="Pathema:BA_0711"
                     /translation="MKHLLKIIMVIVLAGSISGCSELEEIEERGFVVGAAYDIVKKKK
                     SNPIMKGTYQMVLPSKLAQQGGQGDGDSENYINVSAKADSVFEQIRIIAKKISRTLFF
                     PHIQVIIFSDKLLANPYVLQNTLDVYFRDHEMRRNIRLFVSKKNAESILKQSAKPENL
                     PAQYIDMLAEHPPKNAQMIEAARIGEVQGKMIADRSFALPLLGLTKQGVQMEGAALIR
                     GKDNKCVGTLSGEQTLGMNYVIGKKIGGFFTVRKKNQLITYEIHKLRRKIQVSTENAT
                     KPKFDIHLSTEGILAELHFNEPKQVMNEKFLKKEISKEMKKRIEKSIQLVQKKYKVDV
                     LELGEVYKRHNYKEWKKISKNWDQGQNYFSNAEINVHVDPTIEHSGSALPKKVK"
     gene            731194..731331
                     /locus_tag="BA_0712"
                     /old_locus_tag="BA0712"
                     /db_xref="Pathema:BA_0712"
     CDS             731194..731331
                     /locus_tag="BA_0712"
                     /old_locus_tag="BA0712"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24724.1"
                     /db_xref="Pathema:BA_0712"
                     /translation="MFTGLGISCTILIAILPGAIYFIHKKLTTYGAQPWNTDVQKKKP
                     E"
     gene            complement(731393..733493)
                     /locus_tag="BA_0713"
                     /old_locus_tag="BA0713"
                     /note="ferrous iron transport protein B, degenerate; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_0713"
     gene            complement(733490..733747)
                     /locus_tag="BA_0714"
                     /old_locus_tag="BA0714"
                     /db_xref="Pathema:BA_0714"
     CDS             complement(733490..733747)
                     /locus_tag="BA_0714"
                     /old_locus_tag="BA0714"
                     /note="identified by similarity to OMNI:NTL01EC03331;
                     match to protein family HMM PF04023"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ferrous iron transport protein A"
                     /protein_id="AAP24725.1"
                     /db_xref="Pathema:BA_0714"
                     /translation="MVSANTKPLSEFKTGEFVQIEKIQLEGTMKRRLLDLGFIPGATI
                     KVLQRSPLGDPVAYQVSNTTIALRKEESSLIFGVLIGDDFR"
     gene            734260..735159
                     /locus_tag="BA_0715"
                     /old_locus_tag="BA0715"
                     /db_xref="Pathema:BA_0715"
     CDS             734260..735159
                     /locus_tag="BA_0715"
                     /old_locus_tag="BA0715"
                     /note="identified by similarity to OMNI:SP1400; match to
                     protein family HMM PF01547; match to protein family HMM
                     TIGR02136"
                     /codon_start=1
                     /transl_table=11
                     /product="putative phosphate ABC transporter,
                     phosphate-binding protein"
                     /protein_id="AAP24726.1"
                     /db_xref="Pathema:BA_0715"
                     /translation="MVMKKGIKFSLAALVVAGSLVGCGKAEETSGKDAKGSDNAKQEL
                     SGTIAAAGSTALQPLAEEAGKKFMEKNSNVSIQVQGGGSGTGINQVASGAVQIGNSDV
                     PSADKIKDADKAKELVDNKVAGIAFALVVNKDVKVDNLTVQQVQDIFTGKVTNWKEVG
                     GKDEKINVINRPASSGTRATFEKTIMKDAKINDGTGTTQDSNGAVEQAINSTPGSVSY
                     LAMSYMVGEKKGALQTVKIDGAEPKVENIASGKYPFWSYEYMVTKGEAKEATKAYIDY
                     VKGKDFEKQVEDMGYIPMSKLNK"
     gene            735230..736120
                     /locus_tag="BA_0716"
                     /old_locus_tag="BA0716"
                     /db_xref="Pathema:BA_0716"
     CDS             735230..736120
                     /locus_tag="BA_0716"
                     /old_locus_tag="BA0716"
                     /note="identified by similarity to OMNI:SP1399; match to
                     protein family HMM PF00528; match to protein family HMM
                     TIGR02138"
                     /codon_start=1
                     /transl_table=11
                     /product="putative phosphate ABC transporter, permease
                     protein"
                     /protein_id="AAP24727.1"
                     /db_xref="Pathema:BA_0716"
                     /translation="MKGKKQINYVKSEYIGRSLVTFCGIFIVLVTLAIIAFICGKGIQ
                     SFTQSGISFTEMLTSTKWSPNADEGTFGAVIFIVGSTVVSLGAVIISAPIAIALAIFM
                     NLISPKFGNKVLKPVLELLVGIPSVVYGLLGVTILVPLLRDSFGGVGFSLIAGIVVLS
                     IMILPTIASIASDAIRSVPFDYLEASYGLGSTKWQAISRVIVPAAKKGILTGVVLGLA
                     RAFGEALAVQMVIGNTIKLPEGIYSPTATLTGILTMDMTNTLNGTAWNNALWTLAMIL
                     LVISFLFILVIRAIGQRGER"
     gene            736123..737043
                     /locus_tag="BA_0717"
                     /old_locus_tag="BA0717"
                     /db_xref="Pathema:BA_0717"
     CDS             736123..737043
                     /locus_tag="BA_0717"
                     /old_locus_tag="BA0717"
                     /note="identified by similarity to OMNI:SP2086; match to
                     protein family HMM PF00528; match to protein family HMM
                     TIGR00974"
                     /codon_start=1
                     /transl_table=11
                     /product="putative phosphate ABC transporter, permease
                     protein"
                     /protein_id="AAP24728.1"
                     /db_xref="Pathema:BA_0717"
                     /translation="MNARTVNKVWTGIFYAIAALVVALLVFLVFEILQKGWGFWDPNF
                     LFGEPSNTRAGGGIGPQLFNSFYMLVITLIISIPLGLGAGIYLAEYAKQGRFLNFVRL
                     CIETMASLPSIVVGLFGLLVFVTMTGWGYTVMGGALALTILNLPGLTRVCENAISEVP
                     SNVKEASLGLGATKWQTITRIIIPSSLPQIITGVILAAGRIFGEAAALIYTAGLTSPI
                     LNSAADFSSPAHPLNPFRPAETLAVHIWKLNSEGIIPDAKLIATKSAAVLIIMVLLFN
                     VISRLVASILHKRFTGAKRKSKTTKKVKAA"
     gene            737229..737753
                     /locus_tag="BA_0718"
                     /old_locus_tag="BA0718"
                     /db_xref="Pathema:BA_0718"
     CDS             737229..737753
                     /locus_tag="BA_0718"
                     /old_locus_tag="BA0718"
                     /note="identified by similarity to EGAD:44142"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24729.2"
                     /db_xref="Pathema:BA_0718"
                     /translation="MFFLQMSGFPGSGKSTVSKYIGELTGAIIVDHDVLKSALLRSLE
                     VKGIESTIIGGLAYDAEWALIDSYLEQGHSVILDSPCLYEGMVGKGIKLSNKHGVKYK
                     YIECYLNDMEEINMRLQTRKRLVSQIEKVESEVAFKKWLDGGKRPLNSEYLIVNSSEP
                     LERYAEKMMDYMSR"
     gene            complement(737797..740841)
                     /locus_tag="BA_0719"
                     /old_locus_tag="BA0719"
                     /db_xref="Pathema:BA_0719"
     CDS             complement(737797..740841)
                     /locus_tag="BA_0719"
                     /old_locus_tag="BA0719"
                     /note="identified by similarity to EGAD:107652; match to
                     protein family HMM PF00873"
                     /codon_start=1
                     /transl_table=11
                     /product="transporter, AcrB/AcrD/AcrF family"
                     /protein_id="AAP24730.1"
                     /db_xref="Pathema:BA_0719"
                     /translation="MDRLTKFSLKNRAAVIIMVFLISILGVYSGSKLPMEFLPSIDNP
                     AVTVTTLSPGLDAEAMTKEVTDPLEKQFRNLEHIDNITSSTHEGLSRIDIAYTSKANM
                     KDATREVEKAINTIKLPKDATKPIVSQLNTTMIPLAQIAIQKQNGFSKADEKQIEKEI
                     VPQLESIDGVANVMFFGKSTSELSIILDPNQLKDKNVTTEQILKVLQGKETSTPAGAV
                     TVNKEEYNLRVIGDIKNVDDIKNITVAPHVKLQDVAQIELKQHYDTISHINGEEGTGL
                     IIMKEPSKNAVAIGKEIDKKIKDISKQYKDQFSIKLLASTHEQVENAVTSMGKEVILG
                     AIAATLIILIFLRNFRTTLIAVVSIPLSILLTLFLLHQSNITLNTLTLGGLAVAVGRL
                     VDDSIVVIENIFRRLQKEYFSKDIILDATKEVAVAITSSTLTTVAVFLPIGLVSGVIG
                     KLMLPMVLAVVYSILSSLIVALTVVPLMAFLLLKKIKHKKPSSSPRYVATLKWALSHK
                     FIILLTSFLLFAGSIAAYVLLPKANIKSEDDTMLSINMTFPADYALETQKQKAFDFEK
                     KLLSNSDVTDVILRMGSSAEDAQWGQTTKNNLASIFVVFKKGSDIDQYIKELKKEHNA
                     FEPAELDYIKTSYSSSGGGNNLQFNVTATNETNLKKAATIVETKLKNMDDLSKVKTNL
                     EDSKKEWQIHVDQTKAEQLGLTPELAAQQVAFLMKKSPIGEVSINNEKTTIMIEHKKE
                     SITKQEDILNTNILSPINGPIPLKDIATISEKQLQTEVFHKDGKETIQITAEASNEDL
                     SKVSAEVNKAITDLDLPSGAKVNIAGATESMQENFTDLFKIMGIAIGIVYLIMVITFG
                     QARAPFAILFSLPLAAVGGILGLIISGTPVDVNSLIGALMLIGIVVTNAIVLIERVQQ
                     NREHGMETREALLEAGSTRLRPIIMTAITTIVAMLPLLFGQSQAGSMVSKSLAVVVIG
                     GLAVSTVLTLVVVPVMYELLDKIGRKRRSRRKINTSTETPDI"
     gene            741564..743070
                     /gene="rrsJ"
                     /locus_tag="BA_5811"
     rRNA            741564..743070
                     /gene="rrsJ"
                     /locus_tag="BA_5811"
                     /product="16S ribosomal RNA"
     gene            743249..746156
                     /gene="rrlJ"
                     /locus_tag="BA_5812"
     rRNA            743249..746156
                     /gene="rrlJ"
                     /locus_tag="BA_5812"
                     /product="23S ribosomal RNA"
     gene            746258..746373
                     /gene="rrfJ"
                     /locus_tag="BA_5813"
     rRNA            746258..746373
                     /gene="rrfJ"
                     /locus_tag="BA_5813"
                     /product="5S ribosomal RNA"
     gene            746379..746454
                     /locus_tag="BA_5814"
     tRNA            746379..746454
                     /locus_tag="BA_5814"
                     /product="tRNA-Val"
     gene            746466..746540
                     /locus_tag="BA_5815"
     tRNA            746466..746540
                     /locus_tag="BA_5815"
                     /product="tRNA-Gln"
     gene            746545..746620
                     /locus_tag="BA_5816"
     tRNA            746545..746620
                     /locus_tag="BA_5816"
                     /product="tRNA-Lys"
     gene            746635..746715
                     /locus_tag="BA_5817"
     tRNA            746635..746715
                     /locus_tag="BA_5817"
                     /product="tRNA-Leu"
     gene            746745..746819
                     /locus_tag="BA_5818"
     tRNA            746745..746819
                     /locus_tag="BA_5818"
                     /product="tRNA-Gly"
     gene            746836..746924
                     /locus_tag="BA_5819"
     tRNA            746836..746924
                     /locus_tag="BA_5819"
                     /product="tRNA-Leu"
     gene            746928..747001
                     /locus_tag="BA_5820"
     tRNA            746928..747001
                     /locus_tag="BA_5820"
                     /product="tRNA-Arg"
     gene            747012..747085
                     /locus_tag="BA_5821"
     tRNA            747012..747085
                     /locus_tag="BA_5821"
                     /product="tRNA-Pro"
     gene            747102..747174
                     /locus_tag="BA_5822"
     tRNA            747102..747174
                     /locus_tag="BA_5822"
                     /product="tRNA-Ala"
     gene            747195..747287
                     /locus_tag="BA_5823"
     tRNA            747195..747287
                     /locus_tag="BA_5823"
                     /product="tRNA-Ser"
     gene            747342..747434
                     /locus_tag="BA_5824"
     tRNA            747342..747434
                     /locus_tag="BA_5824"
                     /product="tRNA-Ser"
     gene            747455..747531
                     /locus_tag="BA_5825"
     tRNA            747455..747531
                     /locus_tag="BA_5825"
                     /product="tRNA-Met"
     gene            747536..747611
                     /locus_tag="BA_5826"
     tRNA            747536..747611
                     /locus_tag="BA_5826"
                     /product="tRNA-Asp"
     gene            747620..747695
                     /locus_tag="BA_5827"
     tRNA            747620..747695
                     /locus_tag="BA_5827"
                     /product="tRNA-Phe"
     gene            747705..747777
                     /locus_tag="BA_5828"
     tRNA            747705..747777
                     /locus_tag="BA_5828"
                     /product="tRNA-Thr"
     gene            747784..747854
                     /locus_tag="BA_5829"
     tRNA            747784..747854
                     /locus_tag="BA_5829"
                     /product="tRNA-Trp"
     gene            747865..747941
                     /locus_tag="BA_5830"
     tRNA            747865..747941
                     /locus_tag="BA_5830"
                     /product="tRNA-Ile"
     gene            747950..748024
                     /locus_tag="BA_5831"
     tRNA            747950..748024
                     /locus_tag="BA_5831"
                     /product="tRNA-Asn"
     gene            748026..748097
                     /locus_tag="BA_5832"
     tRNA            748026..748097
                     /locus_tag="BA_5832"
                     /product="tRNA-Glu"
     gene            748236..748655
                     /locus_tag="BA_0720"
                     /old_locus_tag="BA0720"
                     /db_xref="Pathema:BA_0720"
     CDS             748236..748655
                     /locus_tag="BA_0720"
                     /old_locus_tag="BA0720"
                     /note="identified by match to protein family HMM PF00571"
                     /codon_start=1
                     /transl_table=11
                     /product="CBS domain protein"
                     /protein_id="AAP24731.1"
                     /db_xref="Pathema:BA_0720"
                     /translation="MTRVRDVMSTHIVQCTPLDNVYEAAVKMKEESIGLIPVVENEQV
                     VGLVTDRDLVVRGIAEKHPGSNKITNVMTTNIISVAPDDSLEKATELMAQHQIRRLPV
                     VESDQLVGMLALGDLAIRESADDQAGFALSEISEHTE"
     gene            748950..750101
                     /locus_tag="BA_0721"
                     /old_locus_tag="BA0721"
                     /db_xref="Pathema:BA_0721"
     CDS             748950..750101
                     /locus_tag="BA_0721"
                     /old_locus_tag="BA0721"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24732.1"
                     /db_xref="Pathema:BA_0721"
                     /translation="MKAVQRDPNWNLVTDTYIEPNNFAELFSLLVPCHPKGEGKERTI
                     LVWKEKEFYKEENLAAFIVYGMNKAKNLPQFHKDEIPTLVRILRLCQEIGWYEEANTF
                     MVNQGLAEFVHTSLEYETWDLLTQAVALNYLIIKYRIGELTDGDVEIWDRVKFNEKCI
                     TDCKHLLSHKEVLEFTFFYMCKRAKSLSKEQLNSDMMSLAMYCNTFVYDLYTYDLLRK
                     YRKCTDFLSYYGPSQAVLACQRAVLSQISDRLDPLKTTHVDDYLYVMKDMMEHMTIGI
                     MDRYDHFIGKLLSYVPFFEMIQVPQHAYYCEELLYICKGIAYKEEILRNYLFIQLHDC
                     LPSFFKLFLKNKRYATIHDILFYWCDDEQRMSLERKYNLSFIYEKYACG"
     gene            complement(750160..750315)
                     /locus_tag="BA_0722"
                     /old_locus_tag="BA0722"
                     /db_xref="Pathema:BA_0722"
     CDS             complement(750160..750315)
                     /locus_tag="BA_0722"
                     /old_locus_tag="BA0722"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24733.1"
                     /db_xref="Pathema:BA_0722"
                     /translation="MYQSFKDNPLKYILNLYKKINTFFGIQGSYTAQSLLYGMLFLVL
                     ITFSLLY"
     gene            complement(750330..750662)
                     /locus_tag="BA_0723"
                     /old_locus_tag="BA0723"
                     /db_xref="Pathema:BA_0723"
     CDS             complement(750330..750662)
                     /locus_tag="BA_0723"
                     /old_locus_tag="BA0723"
                     /note="identified by similarity to EGAD:43450"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP24734.1"
                     /db_xref="Pathema:BA_0723"
                     /translation="MPRNIPLLIEYLAFLGLICCLIIYNTNTLFLSIIIAFVALEIMM
                     EAFQVQLKQKIAHIYNAIFLLSALITNIISNGFYLTTVFPVFFMAILLFIARYIHVPN
                     NKKHEQEA"
     gene            complement(750668..751828)
                     /locus_tag="BA_0724"
                     /old_locus_tag="BA0724"
                     /db_xref="Pathema:BA_0724"
     CDS             complement(750668..751828)
                     /locus_tag="BA_0724"
                     /old_locus_tag="BA0724"
                     /note="identified by match to protein family HMM PF01551;
                     match to protein family HMM PF08239"
                     /codon_start=1
                     /transl_table=11
                     /product="peptidase, M23/M37 family"
                     /protein_id="AAP24735.1"
                     /db_xref="Pathema:BA_0724"
                     /translation="MNMKATALTATTVAIASLLPSMGETNVQTANAEQLSNVKTGYVK
                     VHQVALHTKDNANSSSIDTIRFNTKVNILETTNGWYKVSVNNKVGYVQKDSILLKNKL
                     QSNNQYIVNANALNVRSEPNLESSILDVLPNGKFVTIQEEQGEWYKILHNGKAGYVQK
                     AFVSNDSQPLVKGITVQNNTKYTVATPKLNVRSNASTSSALLGSLQNGTQLQVVETVG
                     TWYKIRFGTGYGYVAKHYVVQNQTQSQTQTAQPTSIPAVFKFPTQGRISSTFDMRWEQ
                     MHYGIDIAAQGNVSIQAAAAGKVVKSYYSASYGNVVFIAHQINGKLYTTVYAHMKDRT
                     VQAGDQVQAGQLVGHMGNTGHSYGQHLHFELHNGEWNFEKTNAVNPLPYLVR"
     gene            752459..753154
                     /locus_tag="BA_0725"
                     /old_locus_tag="BA0725"
                     /db_xref="Pathema:BA_0725"
     CDS             752459..753154
                     /locus_tag="BA_0725"
                     /old_locus_tag="BA0725"
                     /note="identified by similarity to SP:P25052; match to
                     protein family HMM PF03070"
                     /codon_start=1
                     /transl_table=11
                     /product="putative transcriptional activator TenA"
                     /protein_id="AAP24736.1"
                     /db_xref="Pathema:BA_0725"
                     /translation="MKFCDRLLETVQPVWEMSHNHPFVVGMGDGTLEKDKFQYYIIQD
                     YLYLLDYAKLYAIGVVKATNPQVMGKFAEQIDGILNGEMTIHKQYAKRLGISIEEIES
                     AKPSAKNLAYTNYMMSVSQNGTLAELIAALLPCMWSYWEIGKRLNDIPGARDHEFFGE
                     WIQGYSSEEYGNLCIWLIDLLNEMAVGKSEKELDRLEEIFLYSSRFEYLFWDMSYRKE
                     MWGFEEQEHTTVS"
     gene            753123..753872
                     /locus_tag="BA_0726"
                     /old_locus_tag="BA0726"
                     /db_xref="Pathema:BA_0726"
     CDS             753123..753872
                     /locus_tag="BA_0726"
                     /old_locus_tag="BA0726"
                     /note="identified by similarity to OMNI:NTL01EC00358;
                     match to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP24737.1"
                     /db_xref="Pathema:BA_0726"
                     /translation="MRSKNILQFHNVSFHYDEKPIINELNASIQDKEFVSIIGPSGCG
                     KSTLFRLITGLEEASTGQIELTETKSHPVGYMPQKDMLLPWRTIIENAALPLECQGVQ
                     KKEAQIKAKELLQKFGLQGYETKYPKDLSGGMRQRVSFIRTLLTGGEILLLDEPFSAL
                     DALTKASLQEWLFEQWKEWEKTILFITHDVEEALFLSNRIFVVENQPITTLTERIVPL
                     DRNRTRKDLYKPEVLALKDELLSMLQRQVLV"
     gene            753872..754624
                     /locus_tag="BA_0727"
                     /old_locus_tag="BA0727"
                     /db_xref="Pathema:BA_0727"
     CDS             753872..754624
                     /locus_tag="BA_0727"
                     /old_locus_tag="BA0727"
                     /note="identified by similarity to OMNI:HI0355; match to
                     protein family HMM PF00528"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter, permease protein"
                     /protein_id="AAP24738.1"
                     /db_xref="Pathema:BA_0727"
                     /translation="MSRLKELIPALTLSSILLTMWEVGARIVDEMYILPSPSAIVMKI
                     WKLKDILFTVHLPATLYVVLIGVVISVVLGVGLAMLMNASSWMERAFYPLLVASQTIP
                     ITALAPLFVLWFGYTIWSKVVVTVLITFFPIAVNTYDGLRSTKKEWEELLVTYGATKK
                     DVFLKLKLPSALPYFFSALKIAVPLSVIGAAIGEWLGAQAGLGYFSKRMMTQLDGAGV
                     FAPIVLLSLLAIFFVILISVLEKKFISWRKHS"
     gene            754621..755622
                     /locus_tag="BA_0728"
                     /old_locus_tag="BA0728"
                     /db_xref="Pathema:BA_0728"
     CDS             754621..755622
                     /locus_tag="BA_0728"
                     /old_locus_tag="BA0728"
                     /note="identified by match to protein family HMM PF09084"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter, substrate-binding
                     protein"
                     /protein_id="AAP24739.1"
                     /db_xref="Pathema:BA_0728"
                     /translation="MKFLKRIFVFTLLVAMIAGCSSNSASDKSKKEKEITVMLDWYPN
                     AVHSFIYAAIEKGYFKEEGVKVNIKFPSNPTDPLTLAAAGKVTVGLYYQPDVVMAKAN
                     EQIPVKSIGAVVRSPLNHVVSLKSAGIQSPKDLEGKTVGYFGTPLSEMYLKTMVKEAG
                     GNPDTVKVVDVGFDLVPALITKKVDAVTGAYINHEVPVMRHEGHEPAYFNPADYGVPN
                     YHELVFVTGDKTLKKDKEALQAFLRGAKKGYDFMKKNPDEALNILLNHQEKENFPLVP
                     EVEKESMKILLEKMETKDEPFLSDSKESWEKQNKWLKDKGMTKEIVPANELFENILK"
     gene            755633..756253
                     /gene="tenI"
                     /locus_tag="BA_0729"
                     /old_locus_tag="BA0729"
                     /db_xref="Pathema:BA_0729"
     CDS             755633..756253
                     /gene="tenI"
                     /locus_tag="BA_0729"
                     /old_locus_tag="BA0729"
                     /note="identified by similarity to SP:P25053; match to
                     protein family HMM PF02581"
                     /codon_start=1
                     /transl_table=11
                     /product="regulatory protein TenI"
                     /protein_id="AAP24740.1"
                     /db_xref="Pathema:BA_0729"
                     /translation="MKNELHVISNGHMSFEELVSVAMQIESEIDYLHIREREKSTKEL
                     YEGVESLLKKGFPASKLVINDRIDIAILLNIPRVQLGYRSTDVRSVKEKFSYLHVGYS
                     VHSLEEAIEAFKNGADSLVYGHVFPTECKKGVPARGLEEISDIARSLSIPIIAIGGIT
                     PENTKDILASEVSGIAVMSGIVSSSNPYSKAKSYKESIRKWAEKHV"
     gene            756246..757355
                     /gene="thiO"
                     /locus_tag="BA_0730"
                     /old_locus_tag="BA0730"
                     /db_xref="Pathema:BA_0730"
     CDS             756246..757355
                     /gene="thiO"
                     /locus_tag="BA_0730"
                     /old_locus_tag="BA0730"
                     /EC_number="1.4.3.19"
                     /note="identified by similarity to EGAD:108079; match to
                     protein family HMM PF01266; match to protein family HMM
                     TIGR02352"
                     /codon_start=1
                     /transl_table=11
                     /product="glycine oxidase ThiO"
                     /protein_id="AAP24741.1"
                     /db_xref="Pathema:BA_0730"
                     /translation="MCKKYDVAIIGGGVIGSSVAHFLAERGHKVAIVEKQQIASEASK
                     AAAGLLGVQAEWDEYDPLFDLARESRAIFPQLAEVLREKTGIDIGYEEKGIYRIAQNE
                     DEKERILHIMDWQQKTGEDSYFLTGDRLREQEPYLSESIIGAVYYPKDGHVIAPELTK
                     AFAHSAAISGADIYEQTEVFDIRIENKKVIGIVTSEGMISCEKVVIAGGSWSTKLLGY
                     FHREWGTYPVKGEVVAVKSRKQLLKAPIFQERFYIAPKRGGRYVIGATMKPHTFNKTV
                     QPESITSILERAYTILPALKEAEWESTWAGLRPQSNHEAPYMGEHEEIKGLYACTGHY
                     RNGILLSPVSGQYMADLIEGKQENHLLDSLLSKTV"
     gene            757371..757574
                     /gene="thiS"
                     /locus_tag="BA_0731"
                     /old_locus_tag="BA0731"
                     /db_xref="Pathema:BA_0731"
     CDS             757371..757574
                     /gene="thiS"
                     /locus_tag="BA_0731"
                     /old_locus_tag="BA0731"
                     /note="identified by match to protein family HMM PF02597;
                     match to protein family HMM TIGR01683"
                     /codon_start=1
                     /transl_table=11
                     /product="thiamine biosynthesis protein ThiS"
                     /protein_id="AAP24742.1"
                     /db_xref="Pathema:BA_0731"
                     /translation="MNLKINGNQIEVPESVKTVAELLTHLELDNRIVVVERNKDILQK
                     DDHTDTSVFDGDQIEIVTFVGGG"
     gene            757577..758347
                     /gene="thiG"
                     /locus_tag="BA_0732"
                     /old_locus_tag="BA0732"
                     /db_xref="Pathema:BA_0732"
     CDS             757577..758347
                     /gene="thiG"
                     /locus_tag="BA_0732"
                     /old_locus_tag="BA0732"
                     /note="identified by similarity to SP:P30139; match to
                     protein family HMM PF05690"
                     /codon_start=1
                     /transl_table=11
                     /product="thiazole biosynthesis protein ThiG"
                     /protein_id="AAP24743.1"
                     /db_xref="Pathema:BA_0732"
                     /translation="MLNIGPFSFHSRLLLGTGKFPDFDVQQKAIDVSEAEVLTFAVRR
                     MDIFDAKQPNLLEKLDVKKYKLLPNTAGAKNAEEAVRIAKLAKASGLCDMIKVEVIGD
                     DRTLLPDPVETLRASEMLLEEGFIVLPYTSDDVVLARKLQELGVHAIMPGASPIGSGL
                     GIVNPLNLSFIIEQATVPVIVDAGIGSPADAAFAMELGADGVLLNTAVSGAKDPIKMA
                     QAMKLSIEAGRLGFEAGRIARKRCATASSPLEGMSVVE"
     gene            758340..759359
                     /locus_tag="BA_0733"
                     /old_locus_tag="BA0733"
                     /db_xref="Pathema:BA_0733"
     CDS             758340..759359
                     /locus_tag="BA_0733"
                     /old_locus_tag="BA0733"
                     /note="identified by match to protein family HMM PF00899;
                     match to protein family HMM PF05237; match to protein
                     family HMM TIGR02356"
                     /codon_start=1
                     /transl_table=11
                     /product="hesA/moeB/thiF family protein"
                     /protein_id="AAP24744.1"
                     /db_xref="Pathema:BA_0733"
                     /translation="MNNRYSRQELFSPIGEEGQQKIRKKHVLIIGAGALGSANAEMFV
                     RAGVGTVTIVDRDYVDWSNLQRQQLYVESDVENNLPKAVAAKKRLEEINSEVRVKALV
                     QDVTAEELEELVTNVNVMIDATDNFETRFIVNDIAQKYSIPWIYGACVGSYGLSYTIL
                     PSKTPCLSCLLQSIPLGGATCDTAGIISPAVSLVVSHQVTEALKLLVEDYESLRDGLV
                     SFDVWKNEYSCMNVQKLRKHNCPSCGENALYPYLNKENTSKTAVLCGRNTVQIRPPYK
                     EEMDFERYKELLNDRVNDLNVNPYLLSFSVEEKRLVAFKDGRVLVHGTKDISEAKTVY
                     HRYFG"
     gene            759375..760187
                     /gene="thiD1"
                     /locus_tag="BA_0734"
                     /old_locus_tag="BA0734"
                     /db_xref="Pathema:BA_0734"
     CDS             759375..760187
                     /gene="thiD1"
                     /locus_tag="BA_0734"
                     /old_locus_tag="BA0734"
                     /EC_number="2.7.4.7"
                     /note="identified by similarity to SP:P39610; match to
                     protein family HMM PF08543; match to protein family HMM
                     TIGR00097"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphomethylpyrimidine kinase"
                     /protein_id="AAP24745.1"
                     /db_xref="Pathema:BA_0734"
                     /translation="MKVNKALTIAGSDSGGGAGIQADLKTFQELGVYGMTAITAITAQ
                     NTLGVQGVYPVSLEGITEQLNSIGTDLTPDAVKIGMLFSSEIIQIVAEYINKFGWNNI
                     VLDPVMIAKGGASLLQQEAVQALKEYLLPVATVITPNVPEAEVLTGLEIHNIEDSKEA
                     AKVLHELGAKYVLMKGGHAEYQGNEVIDLLFDGEKFIEFRSERIPSKQTHGSGCTFAS
                     AVTAGLAKGYSMEEAVQEAKRFISIAIEEPLHIGSGHGPTNHFAYKMNKAQV"
     gene            760629..760898
                     /locus_tag="BA_0735"
                     /old_locus_tag="BA0735"
                     /db_xref="Pathema:BA_0735"
     CDS             760629..760898
                     /locus_tag="BA_0735"
                     /old_locus_tag="BA0735"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24746.1"
                     /db_xref="Pathema:BA_0735"
                     /translation="MRNCGFDWTYSCSKEQDFTSICECIKKVILLGDELPIVSFFTEH
                     IRFSFQAPITVVTRNKRYPARLYETIGAAFVVFTNCDNISFLFFE"
     gene            760867..761145
                     /locus_tag="BA_0736"
                     /old_locus_tag="BA0736"
                     /db_xref="Pathema:BA_0736"
     CDS             760867..761145
                     /locus_tag="BA_0736"
                     /old_locus_tag="BA0736"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24747.1"
                     /db_xref="Pathema:BA_0736"
                     /translation="MIIYLFYFLNRVGEKEMKVLLLGDIANRWAVSIERVQELVMLDP
                     IFPKPYIILPSKDALYLKTDVIEYEQLHAELSQVYIRGRNLRTFLRGE"
     gene            761175..761306
                     /locus_tag="BA_0737"
                     /old_locus_tag="BA0737"
                     /db_xref="Pathema:BA_0737"
     CDS             761175..761306
                     /locus_tag="BA_0737"
                     /old_locus_tag="BA0737"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24748.1"
                     /db_xref="Pathema:BA_0737"
                     /translation="MQQAMHFMSFALFISYLKDHFYEKARKDEKIDGIILIILNVSV"
     gene            761652..761756
                     /locus_tag="BA_0738"
                     /old_locus_tag="BA0738"
                     /db_xref="Pathema:BA_0738"
     CDS             761652..761756
                     /locus_tag="BA_0738"
                     /old_locus_tag="BA0738"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24749.1"
                     /db_xref="Pathema:BA_0738"
                     /translation="MLDVVMIGIFVVLVASMVSLASWSDKVVKEGKQS"
     gene            761753..761833
                     /gene="kdpF"
                     /locus_tag="BA_5871"
     CDS             761753..761833
                     /gene="kdpF"
                     /locus_tag="BA_5871"
                     /EC_number="3.6.3.12"
                     /note="identified by match to protein family HMM PF09604;
                     match to protein family HMM TIGR02115"
                     /codon_start=1
                     /transl_table=11
                     /product="K+-transporting ATPase, F subunit"
                     /protein_id="ACZ49995.1"
                     /translation="MTIALSIIVAAITVYLVYALLNPEKF"
     gene            761853..763520
                     /gene="kdpA"
                     /locus_tag="BA_0739"
                     /old_locus_tag="BA0739"
                     /db_xref="Pathema:BA_0739"
     CDS             761853..763520
                     /gene="kdpA"
                     /locus_tag="BA_0739"
                     /old_locus_tag="BA0739"
                     /EC_number="3.6.3.12"
                     /note="identified by similarity to SP:O32327; match to
                     protein family HMM PF03814; match to protein family HMM
                     TIGR00680"
                     /codon_start=1
                     /transl_table=11
                     /product="K+-transporting ATPase, A subunit"
                     /protein_id="AAP24750.1"
                     /db_xref="Pathema:BA_0739"
                     /translation="MIWVAVVITMLLFILVAKPTGIYLEKAFQGSKKLDKVFGPFEKL
                     IFKITGVKEYNQTWKQYALSLVLLNGFMIVVVYFIFRLQGVLPLNPAHIEGMEPTLAF
                     NTAISFMADTNLQHYSGENGLSYLSQLIGITFLMFAAPATTLALVMAFIRGLAGKELG
                     NFFIDFTRALTRVFLPIAFMAALVFVALGVPQTLDGAVTAQTIDGAKQSILRGPVASF
                     VAIKELGNNGGGFFGANSTHPFENPGQMSNILQMMLMMLLPTALPFTYGRMVGNKKQG
                     RILFVSLFMVFLLGFITITTSELNGNPALNAMGIEHVQGSTEGKEVRFGTVFSSLYAT
                     VTTAAETGAVNTMHDTLTPIGGLVPLVNMMLNTVYGGVGAGFVNIIMYAIIAVFISGL
                     MVGRTPEFLGKKIEGKEMKLIAVTILFHPLLILGFSALALSTSLGTDAISHSGFHGLT
                     QVVYEYTSSAANNGSGFEGLGDNTPFWNITTGLVMFLGRYFSLITMLAVAASLKEKTV
                     VPETVGTFRTDNGLFGGIFIGTIVIVGALTFFPMLVLGPIAEFLTLK"
     gene            763534..765624
                     /gene="kdpB"
                     /locus_tag="BA_0740"
                     /old_locus_tag="BA0740"
                     /db_xref="Pathema:BA_0740"
     CDS             763534..765624
                     /gene="kdpB"
                     /locus_tag="BA_0740"
                     /old_locus_tag="BA0740"
                     /EC_number="3.6.3.12"
                     /note="identified by similarity to SP:O32328; match to
                     protein family HMM PF00122; match to protein family HMM
                     PF00702; match to protein family HMM TIGR01494; match to
                     protein family HMM TIGR01497"
                     /codon_start=1
                     /transl_table=11
                     /product="potassium-transporting ATPase, B subunit"
                     /protein_id="AAP24751.1"
                     /db_xref="Pathema:BA_0740"
                     /translation="MRPVVVKEKRVNESHIHAVEDEVRQAKTMDRDIVKHAMKQSVAK
                     LNPKVMIKNPIMFVVEIGFVITFILSFLPSHSSSIPGWFNITVSLILLFTVLFANFAE
                     ALAEGRGKAQADSLKQSKKDVFANVVKENGEIVQVSATDLRKDDVVIVKQGEMIPSDG
                     EVIKGLASVDESAITGESAPVIKEAGGDFCSVTGGTMVVSDEITIVITSNPGKSFIDK
                     MISLVEGAARQKTPNEIALNTVLTSLTLIFLIVVVTLPIFTNYLGFQIDTAVLVALLV
                     CLIPTTIGGLLSAIGIAGMDRVTKFNVLAMSGKAVEAAGDINTIILDKTGTITFGNRM
                     AHTLLPVGNETIEQVGKWAAISSVLDETPEGRSVIEYVQAKSISYNRELAEQGEFIPF
                     KAETRMSGVDLQDGMKVRKGAVGSVIEWVRSQGGTIPKDVNQKADFISKEGGTPLVVA
                     VDNRIYGLIYLKDTVKPGMRERFEQLRQMGIKTVMCTGDNPLTAATIAKEAGVDEFVA
                     ECKPEDKIAVIKAEQDKGKLVAMTGDGTNDAPALAQADVGLAMNSGTTAAKEAANMID
                     LDSNPTKIIEVVGIGKQLLMTRGALTTFSIANDIAKYFAIIPAMFTLAIPQMEALNIM
                     KLTSPLSAILSALLFNAVIIPLLIPLAMKGIAYKPMSSNALLGRNLLIYGLGGVIVPF
                     IGIKVIDIIVGLFI"
     gene            765641..766222
                     /gene="kdpC"
                     /locus_tag="BA_0741"
                     /old_locus_tag="BA0741"
                     /db_xref="Pathema:BA_0741"
     CDS             765641..766222
                     /gene="kdpC"
                     /locus_tag="BA_0741"
                     /old_locus_tag="BA0741"
                     /EC_number="3.6.3.12"
                     /note="identified by similarity to OMNI:NTL01EC00679;
                     match to protein family HMM PF02669; match to protein
                     family HMM TIGR00681"
                     /codon_start=1
                     /transl_table=11
                     /product="K+-transporting ATPase, C subunit"
                     /protein_id="AAP24752.1"
                     /db_xref="Pathema:BA_0741"
                     /translation="MAKKQSILSPIIRITFTFLVLCGLVYPLIVTGIAQAVMKDNADG
                     SLIYNDKNEVIGSKLIGQNFTDPRYFHGRVSSIEYKAEASGSNNYAPSNPDLEKRVEK
                     SIEEWKKQNPSVPVTEVPIDLVTNSGSGLDPDISPKAASVQVERISKLTNIPKETLDQ
                     LIKDQTEGAALGLFGETRVNVLKLNLGLQKIMK"
     gene            766279..767433
                     /gene="kdpD"
                     /locus_tag="BA_0742"
                     /old_locus_tag="BA0742"
                     /db_xref="Pathema:BA_0742"
     CDS             766279..767433
                     /gene="kdpD"
                     /locus_tag="BA_0742"
                     /old_locus_tag="BA0742"
                     /EC_number="2.7.13.3"
                     /note="identified by similarity to OMNI:NTL01EC00678;
                     match to protein family HMM PF00582; match to protein
                     family HMM PF02702"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase KdpD"
                     /protein_id="AAP24753.1"
                     /db_xref="Pathema:BA_0742"
                     /translation="MCVLYADDYKPTFQRRTPEEYLEYIRQQNRGKLKLYVGAAPGVG
                     KSYKMLYDAREMKKDGMDIVIGLIETHGRKETEEAIADLEKVPLKEIQYKGKVFYELD
                     VEGIIKRAPQVVVVDELAHSNVPGSKNKKRYMDVQELIDAGISVLSAFNIQHLESVHD
                     IVAQITNVKVRERIPDFILQKANEIQLVDATPEVLRKRLIDGKIYKEEKIQQSLQNFF
                     TLNNLGALRELSLREVADDMDEKISQTVIEPIGVKEKILVCVQYSSTAEKLIRRGWRM
                     ADRLNAELYVLNVEREKIDSLSAGKKQTIEEWKSLTNQFDASFVLEEANGRKPADVII
                     EVAKRLQVTQILLGQSARTRWDEIRKGSIVNEIMRETKYIDIHIVADQRA"
     gene            complement(767458..768639)
                     /locus_tag="BA_0743"
                     /old_locus_tag="BA0743"
                     /db_xref="Pathema:BA_0743"
     CDS             complement(767458..768639)
                     /locus_tag="BA_0743"
                     /old_locus_tag="BA0743"
                     /note="identified by similarity to EGAD:107646; match to
                     protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="MFS transporter"
                     /protein_id="AAP24754.1"
                     /db_xref="Pathema:BA_0743"
                     /translation="MKKSKLTFILYVVCMSALLGSFAQNIYTPILPMIQNSFHTSLYL
                     VNVTVSLFTFVLAIMQLIYGPLIDTKGRKSVLIPSLIISTIGSIGCAFSANIYLFLFF
                     RAVQAIGIAAIPVVAATIIGDLFEGKERGEAMSLYQMLLALAPAIGPLIGGYLGSING
                     HVSVFLFLSILGILLLTINISLLPETKPTVSQQPQSKKNHWFILKNKTGFSITLIGFI
                     QFCIYFCFLVFLPSISTNLFHLTASEIGLMFVPMSLSIMLGSYCFKLLQKRFTTKQAL
                     FITSFFNIICVTLFSFTYSINIPFIIIVTSLYGFSMGLSMPTHTTLLTEEFVQERATA
                     IGMYNFIRYLGMGTVPLVGGFLVFNQNYFWIFFLGAIMFLLIILYAMKMLRFPTTQKV
                     K"
     gene            768792..769241
                     /locus_tag="BA_0744"
                     /old_locus_tag="BA0744"
                     /db_xref="Pathema:BA_0744"
     CDS             768792..769241
                     /locus_tag="BA_0744"
                     /old_locus_tag="BA0744"
                     /note="identified by similarity to OMNI:NTL01BS03503;
                     match to protein family HMM PF01047"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, MarR family"
                     /protein_id="AAP24755.1"
                     /db_xref="Pathema:BA_0744"
                     /translation="MKQMEILSDIRTLLHKKEEHLKRQNEKFLYETGVSSMSLSELHV
                     IECIGKNGLMNVTAITTEMGMTKGAISKICTKLFQKQFVEKMQMLDNQKEIFFRLTES
                     GNEIYKAHEKLHKQAEEKWLLLLDRYTKEEQDFIQRFVKDVSDHLEI"
     gene            769370..770224
                     /locus_tag="BA_0745"
                     /old_locus_tag="BA0745"
                     /db_xref="Pathema:BA_0745"
     CDS             769370..770224
                     /locus_tag="BA_0745"
                     /old_locus_tag="BA0745"
                     /note="identified by similarity to OMNI:NTL01PM0640; match
                     to protein family HMM PF01734"
                     /codon_start=1
                     /transl_table=11
                     /product="putative phospholipase"
                     /protein_id="AAP24756.1"
                     /db_xref="Pathema:BA_0745"
                     /translation="MLENTGLVLEGGGMRGVYTGGILEYFMEQDLYFPYVIGVSAGAC
                     HAASYLSRQRNRNKTVNIDYASHPKYLSYKNLWRKRQLFDMDFIFHEIPEKHVPFDFE
                     TYFNSPERFLVGTTDCETGQSVYFEKEGTNDDALNLLQASSSLPFIAPVVNYRGKQLL
                     DGGISDPIPVRKAQEDGFKKSVVILTRNHGYAKKKSRFGWVAAKAYKKYPNLVNTMLN
                     RYEVYNETLHYIEKEEQAGNLFVIRPEVPLQVDRMEKDTAKLQSLYEQGYEDAKRQFA
                     DLKAFLQK"
     gene            770241..770555
                     /locus_tag="BA_0746"
                     /old_locus_tag="BA0746"
                     /db_xref="Pathema:BA_0746"
     CDS             770241..770555
                     /locus_tag="BA_0746"
                     /old_locus_tag="BA0746"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24757.1"
                     /db_xref="Pathema:BA_0746"
                     /translation="MGFSAVFFIIGFNAECWLYTFLGYGIRWIKVCREVIHMENVYKG
                     LRHTGYTMMLIFGGVFLLRWFIHDEMLLDQLIGCSVGMVMVISSVFIQKYSKELQVEE
                     KY"
     gene            complement(770653..771954)
                     /locus_tag="BA_0747"
                     /old_locus_tag="BA0747"
                     /db_xref="Pathema:BA_0747"
     CDS             complement(770653..771954)
                     /locus_tag="BA_0747"
                     /old_locus_tag="BA0747"
                     /note="identified by similarity to OMNI:NTL01BS02993;
                     match to protein family HMM PF00860; match to protein
                     family HMM PF00916"
                     /codon_start=1
                     /transl_table=11
                     /product="xanthine/uracil permease family protein"
                     /protein_id="AAP24758.1"
                     /db_xref="Pathema:BA_0747"
                     /translation="MFNLSKHKTSIKTEIMAGIITFLTMAYIIVVNPVILGDAGVPFE
                     QAFTATIIAAVVGTLFMAIFTNLPIAIAPGMGLNAYFSYSVVKAHEGMTFAIAFSAVF
                     VAGMILILLSFTSFRTKLMEAIPENLKHAITAGIGLFIAFIGLRLTGIVTKNEANLVG
                     LGDLHSAPVLLALAGLGITIVLMSLNVNGALFIGMLLTGIIAFFTGQLTFSNGVTSMP
                     GLPEGIIVSNPITAVSDVINYGLYGVVFSFFLVTLFDTTGTLLGVAQQGGFMKDGKLP
                     KAGRALLSDSFSATIGSMFGTTPSTAYIESSAGVAAGGRTGLTTVTVAVLFALAAFFG
                     PLVSAVSGVSAITAPSLIIVGSLMMGSVRHIDWDAFDEAFPAFLVILSMPLTSSIATG
                     IALGFISYPLMKVAKGKFRAVHPLVYVFGILFAYQLIFLPH"
     gene            772156..773022
                     /locus_tag="BA_0748"
                     /old_locus_tag="BA0748"
                     /db_xref="Pathema:BA_0748"
     CDS             772156..773022
                     /locus_tag="BA_0748"
                     /old_locus_tag="BA0748"
                     /note="identified by match to protein family HMM PF00106"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, short chain
                     dehydrogenase/reductase family"
                     /protein_id="AAP24759.1"
                     /db_xref="Pathema:BA_0748"
                     /translation="MPQQKNFVTMPAQHQNKQPGIESLMNPLPQFEDPNYKGSEKLKG
                     KNVLITGGDSGIGRAVSIAFAKEGANIAIAYLDEEGDANETKQYVEKEGVKCVLLPGD
                     LSDEQHCKDIVQETVRQLGSLNILVNNVAQQYPQQGLEYITAEQLEKTFRINIFSYFH
                     VTKAALSHLKQGDVIINTASIVAYEGNETLIDYSATKGAIVAFTRSLSQSLVQKGIRV
                     NGVAPGPIWTPLIPSSFDEKKVSQFGSNVPMQRPGQPYELAPAYVYLASSDSSYVTGQ
                     MIHVNGGVIVNG"
     gene            773089..773571
                     /locus_tag="BA_0749"
                     /old_locus_tag="BA0749"
                     /note="conserved hypothetical protein, degenerate; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_0749"
     gene            773568..773849
                     /locus_tag="BA_0750"
                     /old_locus_tag="BA0750"
                     /db_xref="Pathema:BA_0750"
     CDS             773568..773849
                     /locus_tag="BA_0750"
                     /old_locus_tag="BA0750"
                     /note="identified by similarity to GP:9758952"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP24760.1"
                     /db_xref="Pathema:BA_0750"
                     /translation="MSWNGRKIEEEQIGILTLVDRVDIYWQEPNGQLTKVKTVLPNER
                     YAVYSKRKDGIYYIGNNLYIVDETGEKIRYEQIPSSILSNIYKRKYNVP"
     gene            773954..774205
                     /locus_tag="BA_0751"
                     /old_locus_tag="BA0751"
                     /db_xref="Pathema:BA_0751"
     CDS             773954..774205
                     /locus_tag="BA_0751"
                     /old_locus_tag="BA0751"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP24761.1"
                     /db_xref="Pathema:BA_0751"
                     /translation="MKSEFAFKVFLVTTCLFIVCLYAFLVFSFYVPYVDLILFFGFIW
                     AFVKAREGEKSIYRRITLCGTAVLVILYFFIMHDFWRGM"
     gene            complement(774216..775157)
                     /gene="scrK"
                     /locus_tag="BA_0752"
                     /old_locus_tag="BA0752"
                     /db_xref="Pathema:BA_0752"
     CDS             complement(774216..775157)
                     /gene="scrK"
                     /locus_tag="BA_0752"
                     /old_locus_tag="BA0752"
                     /EC_number="2.7.1.4"
                     /note="identified by similarity to GP:4091873; match to
                     protein family HMM PF00294"
                     /codon_start=1
                     /transl_table=11
                     /product="fructokinase"
                     /protein_id="AAP24762.1"
                     /db_xref="Pathema:BA_0752"
                     /translation="MRNVFCIGELLIDFVCRNTNVSLVNGSNFEKKAGGAPANVAAAI
                     TKLGGHATFMGQVGNDPFGEFLEQTLQHAHVDTSMLIKDKQTTLAFVSIDQNGERDFT
                     FMRGADGEYHFNSIDLSKIKTNDLIHFGSATALLSSPLKDTYFQLLQHARESGQFISF
                     DPNYRNALITNTEQFIQDCLTFIKHAHFVKVSQEEAIMLSKESDLQQSALKLLNHGAK
                     AVAITLGKDGTLLATKDKQTIVPSISIQQVDTTGAGDAFVGAMLYQIAKSEQMFLHNF
                     EGLTTFISFANKVGALTCTNYGAISSLPSLTDVKAYE"
     gene            complement(775154..776629)
                     /gene="scrB"
                     /locus_tag="BA_0753"
                     /old_locus_tag="BA0753"
                     /db_xref="Pathema:BA_0753"
     CDS             complement(775154..776629)
                     /gene="scrB"
                     /locus_tag="BA_0753"
                     /old_locus_tag="BA0753"
                     /EC_number="3.2.1.26"
                     /note="identified by match to protein family HMM PF00251;
                     match to protein family HMM PF08244; match to protein
                     family HMM TIGR01322"
                     /codon_start=1
                     /transl_table=11
                     /product="beta-fructofuranosidase"
                     /protein_id="AAP24763.1"
                     /db_xref="Pathema:BA_0753"
                     /translation="MSKYKTILQSNKDELHSLYEIANQDSWKPIYHIHPPFGLMNDPN
                     GVSYYNDEYHVFYQWYPFGPIHGMKHWGHVKSKDLINWERMPVAIIPTESYESHGAYS
                     GSAIVKDDLLHLLYTGNIKNPDDSRDAKQCMATMDSQYTMTKYSNNPVIDIIPDGYTK
                     HVRDPKVWKHNDIYYMLLGAQRKNKTGTLLLYKSKDLYNWNFQGEITTNLKEFGFMWE
                     CPDYFQLSGKDVLLFSPQGIEKDREDFHNIYNVVYAIGHFDIKNLYFHIDSYYEADKG
                     FDFYAPQTLEDSTSRRLLFAWAGSSEITYPSDDYMWAHCLTLPRELTLEDNILKQKPV
                     SELTKLRTTKKEISGDITAGLNVLSTLDNEGSYELIVTLKTEDAKRFGLSLFHNEEEC
                     FPITFNREQGTISIDRGNFYHQFGGEYGFERCKKIDIQDTIELQIFVDKSIVEIFLYD
                     GSTVFTSRVFPRKDMKHHIAIFSDAKLNFTITQYKLKRGIV"
     gene            complement(776647..778023)
                     /gene="scrA"
                     /locus_tag="BA_0754"
                     /old_locus_tag="BA0754"
                     /db_xref="Pathema:BA_0754"
     CDS             complement(776647..778023)
                     /gene="scrA"
                     /locus_tag="BA_0754"
                     /old_locus_tag="BA0754"
                     /EC_number="2.7.1.69"
                     /note="identified by similarity to GP:47926; similarity to
                     OMNI:NTL01BS03798; match to protein family HMM PF00367;
                     match to protein family HMM PF02378; match to protein
                     family HMM TIGR00826; match to protein family HMM
                     TIGR01996"
                     /codon_start=1
                     /transl_table=11
                     /product="PTS system, sucrose-specific IIBC component"
                     /protein_id="AAP24764.1"
                     /db_xref="Pathema:BA_0754"
                     /translation="MNMKQIATQVLQNIGGKENIMRATHCATRLRLVLKDETKINASE
                     IENIDEVKGAFATTEQYQIIFGTGIVNKVYDEFSKLIGIAELDSTRSNDIPKKKMNPI
                     ARLAKTLSNIFVPIIPAIVASGLLMGLLGMLKAFKLVPGDHSLIQLLDMFSSAAFIIL
                     PILIGVSAAKEFGGNIFLGAVVGGILTHPSLTNPWTLSNAKPTVLHFLGMDIDMIGYQ
                     GTVLPILLCVYVMSTIEKELRKRVPNSLDLLVTPFLTIIITGFLSLIIIGPIGYKIGD
                     GITYLLNTIYQFAGPVAGLIFGGLYSTIVLTGLHHSFHAIEAGLLANKDIGVNFLLPI
                     WSMANVAQGGATLAVYFKTKNKKTKEIAIPAAASAFLGITEPAIFGVNLKLGKPFIAA
                     AIGGAIGGAYVVWMQVAANAYGLTGIPMLTIVAPLGMMNMIHYIIGFAIAVTTAFVAT
                     FILYKESK"
     gene            complement(778152..779138)
                     /gene="scrR"
                     /locus_tag="BA_0755"
                     /old_locus_tag="BA0755"
                     /db_xref="Pathema:BA_0755"
     CDS             complement(778152..779138)
                     /gene="scrR"
                     /locus_tag="BA_0755"
                     /old_locus_tag="BA0755"
                     /note="identified by similarity to SP:P74892; match to
                     protein family HMM PF00356; match to protein family HMM
                     PF00532"
                     /codon_start=1
                     /transl_table=11
                     /product="sucrose operon repressor"
                     /protein_id="AAP24765.1"
                     /db_xref="Pathema:BA_0755"
                     /translation="MTKTIADIAKLAGVAKSTVSRYLNGGYVSDKTKLKIESIIQETN
                     FSPNTFAQSLKAKTTNLIGVIIPRLDSFATMKTLIGIDNTLQENNYQMLVANANQTIE
                     TEIQAMENFIKQRVAGIILLTKTLTNKHQQIIANSNIPILFVGQEYKDQYCLVHDDYD
                     AAYELGAYVLSQGHRNIAYLGVEKDDISVGINRKNGFQKAIENLEPTCSVCYYETSFH
                     IEDAMKQVQHILDNNRPTLIVCATDNIALGAMKVIHSHSLSVPGDISVTGFGGYDISE
                     MVHPSLTTIAFDYEYAGKLAATSLSQLVENKTIPKILHSRYTLKIQESVDKI"
     gene            complement(779256..779471)
                     /locus_tag="BA_0756"
                     /old_locus_tag="BA0756"
                     /db_xref="Pathema:BA_0756"
     CDS             complement(779256..779471)
                     /locus_tag="BA_0756"
                     /old_locus_tag="BA0756"
                     /note="identified by similarity to OMNI:NTL01BH1401; match
                     to protein family HMM PF07561"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24766.1"
                     /db_xref="Pathema:BA_0756"
                     /translation="MPEVRCSVSNCSFWGQGNFCQASAIIVQPDADESGQTENNSYTN
                     AVLTNETLESSVATSVETCCHTFKPRY"
     gene            complement(779544..779963)
                     /locus_tag="BA_0757"
                     /old_locus_tag="BA0757"
                     /db_xref="Pathema:BA_0757"
     CDS             complement(779544..779963)
                     /locus_tag="BA_0757"
                     /old_locus_tag="BA0757"
                     /note="identified by match to protein family HMM PF00085"
                     /codon_start=1
                     /transl_table=11
                     /product="putative thioredoxin"
                     /protein_id="AAP24767.1"
                     /db_xref="Pathema:BA_0757"
                     /translation="MKKMLIFGGIIIVLFAAIFAVTQMEKKNASTDEKGYYSNKISLE
                     DLNKNIEDKKEQTISFYQTSCVHCQKVSPIVVPLAKDLNVDMKVIDIENLNEPWDKYN
                     IQGTPTIIHFKDGKEVSRISGEQSKDKFKEWFEQTKK"
     gene            complement(779976..780395)
                     /locus_tag="BA_0758"
                     /old_locus_tag="BA0758"
                     /db_xref="Pathema:BA_0758"
     CDS             complement(779976..780395)
                     /locus_tag="BA_0758"
                     /old_locus_tag="BA0758"
                     /note="identified by similarity to SP:Q9KBI6; match to
                     protein family HMM PF02600"
                     /codon_start=1
                     /transl_table=11
                     /product="putative disulfide bond formation protein B"
                     /protein_id="AAP24768.1"
                     /db_xref="Pathema:BA_0758"
                     /translation="MGREKKQEYALFTAWGASFIATLGSLYFSEIMKFEPCVLCWYQR
                     IFMYPFVLWLGIAVVKKDYRIASYSLPIASIGACISLYHYVIQKVAAFSAAGAACGRV
                     PCTGEYINWFGFVTIPFLALIGFITIAVCSFIVIKNK"
     gene            complement(780561..780809)
                     /locus_tag="BA_0759"
                     /old_locus_tag="BA0759"
                     /db_xref="Pathema:BA_0759"
     CDS             complement(780561..780809)
                     /locus_tag="BA_0759"
                     /old_locus_tag="BA0759"
                     /note="identified by similarity to EGAD:108476"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24769.1"
                     /db_xref="Pathema:BA_0759"
                     /translation="MQKYNDYDKALYYTYCCNWDKLLVLMVQTNDQLFSKRIEHFLHA
                     YQYSKELPEVDKQLQLLFQYIDHASQKSHVEEVEQIQM"
     gene            complement(780926..781435)
                     /locus_tag="BA_0760"
                     /old_locus_tag="BA0760"
                     /db_xref="Pathema:BA_0760"
     CDS             complement(780926..781435)
                     /locus_tag="BA_0760"
                     /old_locus_tag="BA0760"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP24770.1"
                     /db_xref="Pathema:BA_0760"
                     /translation="MKKYVFSLLAVLSLILAGCGSSGTNEKKSSESKEEHDHASHTQQ
                     ADIQEKTKGVDTLPTFLDKLDPQMKDIYTVAGQNAELLDWIPCYCGCGESVGHKNNKN
                     CFIREIKKNGEVVWDSHATTCVNCLEIAVESASMKQKGKSTLEIRNYIDNKYKEGYGK
                     PTPTPMPKA"
     gene            complement(781481..782589)
                     /gene="gerYB"
                     /locus_tag="BA_0761"
                     /old_locus_tag="BA0761"
                     /note="spore germination protein GerYB, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_0761"
     gene            complement(782602..783597)
                     /gene="gerYC"
                     /locus_tag="BA_0762"
                     /old_locus_tag="BA0762"
                     /db_xref="Pathema:BA_0762"
     CDS             complement(782602..783597)
                     /gene="gerYC"
                     /locus_tag="BA_0762"
                     /old_locus_tag="BA0762"
                     /note="identified by similarity to GP:6090937; match to
                     protein family HMM PF05504; match to protein family HMM
                     TIGR02887"
                     /codon_start=1
                     /transl_table=11
                     /product="spore germination protein GerYC"
                     /protein_id="AAP24771.1"
                     /db_xref="Pathema:BA_0762"
                     /translation="MIHVGGFDITKNKKFRGTILYPDYTKGVQSKPETQSTHAGTIET
                     ISSLLNAKSPHTIAVGQMRVVLFGKAFGEHGLGDVINNLQRDPNIGRDVQLALVDGSS
                     EELLKHVRTNGSLYLSELLEQNIKTETIPRTALNIFLYNFYSSGCDPFLPYIQVSEDK
                     SASIKGLAFLKKDKVAMYTDRKRSFLFKLLINPTKNGRYEVPIRQGKHKGVIATQNLS
                     GNSVCSLSSNGDIPKVNIHLKLNGLVKNAPSWLDLSKGKNVTYVKRHIEKMLEKDLNE
                     LIKQFQENKIDPIGIREEIRSHSRKWSMKQIQDMYPNVDIAVNVKINVVQSGIGE"
     gene            complement(783681..785186)
                     /gene="gerYA"
                     /locus_tag="BA_0763"
                     /old_locus_tag="BA0763"
                     /db_xref="Pathema:BA_0763"
     CDS             complement(783681..785186)
                     /gene="gerYA"
                     /locus_tag="BA_0763"
                     /old_locus_tag="BA0763"
                     /note="identified by match to protein family HMM PF03323"
                     /codon_start=1
                     /transl_table=11
                     /product="spore germination protein GerYA"
                     /protein_id="AAP24772.1"
                     /db_xref="Pathema:BA_0763"
                     /translation="MFHLSSKKKKQTFCSIPDFIHAMKKSSDFSSYNIIEDGTLCLFY
                     YKSTVESLIIKRFILAPIKNKLDEIQHIDDILNVVSIEDTLINPSIDDIREKLLGGYV
                     LLQLKKGSGQAAYALLRAESTVLGTRLVNDTENEYSVIGPKVGFVENVDINIHLLRRN
                     IVTEQLIFKEVSIGSMSKTKIVVAYIEGITNEQHINTAMQRLQDIDFDYPFDATLVEQ
                     LISDNSNSPFRVLLPTERLDRSVYALLNGGVVILTDGSPYALAGPATLLDFFVSPEDY
                     YLPWIAGSFLRLVRFFGAAFSLFSSAIYTAVLTYHYQMIPADLLGPIIYSRANVPFPP
                     VLEALFLEITIELLREAGARLPTKVGQTIGIVGGIVIGQASVEAALTSTILLIAVALS
                     ALASFTTPTVKMSSTIRILRFPLIILAGAFGGVGLIVGFVFILAHLIHLKSLGSPYLL
                     PLYPFRGLGTAEGLLRLPFSQTAERASFLRPKKKWRYDPNKAKEKRDGEEK"
     gene            complement(785311..785556)
                     /locus_tag="BA_0764"
                     /old_locus_tag="BA0764"
                     /db_xref="Pathema:BA_0764"
     CDS             complement(785311..785556)
                     /locus_tag="BA_0764"
                     /old_locus_tag="BA0764"
                     /note="identified by similarity to GP:15076756"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP24773.1"
                     /db_xref="Pathema:BA_0764"
                     /translation="MQKSTPDGLKQKMKEYNIGLRQLTVLTIISQKSNTPLDDVLKMK
                     KDEMDMKQIAEKLNVKKEDIRAEMIKLVKSIKEKKTN"
     gene            complement(785562..785906)
                     /locus_tag="BA_0765"
                     /old_locus_tag="BA0765"
                     /db_xref="Pathema:BA_0765"
     CDS             complement(785562..785906)
                     /locus_tag="BA_0765"
                     /old_locus_tag="BA0765"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24774.1"
                     /db_xref="Pathema:BA_0765"
                     /translation="MYKKIVVSMTMAALLCGISTFPASAATPKEVTLHHHKPISEEEM
                     QSLEKLGYNKHEIWKAAHIAKMSKKEIKDVLAYYKQNNSWEKTAEHFGVDPSKLKKHH
                     MNKETKKHYCNN"
     gene            786139..786699
                     /locus_tag="BA_0766"
                     /old_locus_tag="BA0766"
                     /db_xref="Pathema:BA_0766"
     CDS             786139..786699
                     /locus_tag="BA_0766"
                     /old_locus_tag="BA0766"
                     /note="identified by match to protein family HMM PF00881"
                     /codon_start=1
                     /transl_table=11
                     /product="nitroreductase family protein"
                     /protein_id="AAP24775.1"
                     /db_xref="Pathema:BA_0766"
                     /translation="MTTYTSIANVIKERRSVRTFTDKAVDKELLIELLNDATWAPNHK
                     HREPWNCKLYIGEGRQKLVDAVLNSFTEEERAKRGKILSDRFLSTPAQIVVYINEDPR
                     QIQRDEDYAATCAFMQNFQLLAWERGLGCVWKSGGLNYNPLFIEGLGLTRGQRIVGIL
                     HLGYFDKSPEGKARTPITEKMEIIEG"
     gene            786815..788233
                     /gene="spoVR"
                     /locus_tag="BA_0767"
                     /old_locus_tag="BA0767"
                     /db_xref="Pathema:BA_0767"
     CDS             786815..788233
                     /gene="spoVR"
                     /locus_tag="BA_0767"
                     /old_locus_tag="BA0767"
                     /note="identified by match to protein family HMM PF04293"
                     /codon_start=1
                     /transl_table=11
                     /product="stage V sporulation protein R"
                     /protein_id="AAP24776.1"
                     /db_xref="Pathema:BA_0767"
                     /translation="MRASDDKALQYAIAEITEIATGFGLDFYPMRYEICPAEIIYTFG
                     AYGMPTRFSHWSFGKQFFRMKLQYDLGLSKIYELVINSDPCYAFLLDTNSLIQNKLIV
                     AHVLAHCDFFKNNIRFSNTKRDMVESMSATAEWVKAYEHKYGKEEVETFLDAVLAIQE
                     HIDPSLMRPKLAWSIDDLEEEEVEKKKASQYDDLWNLDNRNKKQERSNVRKKKKIPPQ
                     PEKDLLLFIEEYSRELEDWQRDILTMMREEMLYFWPQLETKIMNEGWASFWHQRILRE
                     MDLTSDEAIEFAKLNAGVVQPSKTSINPYYLGIKMFEDIEERYNNPTEEMKRRGVKPG
                     SGRDKIFEVREIEWDVSFLRNYLNKDLVMREDMYLFQRQGKEYKVIDKEWEHVRDQLV
                     NMRTNGGFPYLVVEDGDYLKNGELYIKHSYEGIELDLKYLEKVLPYLHQLWGRTVHME
                     SIVESKGVVFSYDGKMVHRKYV"
     gene            788341..789603
                     /locus_tag="BA_0768"
                     /old_locus_tag="BA0768"
                     /db_xref="Pathema:BA_0768"
     CDS             788341..789603
                     /locus_tag="BA_0768"
                     /old_locus_tag="BA0768"
                     /note="identified by similarity to GB:AAS39790.1"
                     /codon_start=1
                     /transl_table=11
                     /product="alkaline ceramidase domain protein"
                     /protein_id="AAP24777.1"
                     /db_xref="Pathema:BA_0768"
                     /translation="MSKVGVCKVDITPPIGIDFVGYHRETGINNIEEHIYGTVFVFEK
                     DEMKIVFISIDNIGMLVEDTNMIREQVASELHVPFERITVVYTHTHSGPETVGDDPLV
                     QSYKTILVNNVVHGAVTANKNLKQCEVGWGVTTGDIGVNRRERTFDGRAKMGTNIEGV
                     VDKRIGMLAIRHAETKELSGIVVFCTAHPNVLKGDSDVLSADYPGMTREILEKIVNCP
                     VIIVQGAAGNVNAKYRGSREALKKMAYTLSGHVLTMLPTVTYSPIVNVRTVSSTMQMK
                     LKDIPEMNEIRSMAQLVEKQWGVNTDEWLTIVLEKYKQGIRQLRIDLEVQLFQINDGI
                     FSGIPMEPFSETALEMKESLQNELAFFGGYTNGYIGYLPTKEEFAYGGYEVELSPVVY
                     GPVTNLLMPLEENTAELVVKRVMGLYNT"
     gene            complement(789725..790195)
                     /locus_tag="BA_0770"
                     /old_locus_tag="BA0770"
                     /db_xref="Pathema:BA_0770"
     CDS             complement(789725..790195)
                     /locus_tag="BA_0770"
                     /old_locus_tag="BA0770"
                     /note="identified by match to protein family HMM PF01047"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, MarR family"
                     /protein_id="AAP24778.1"
                     /db_xref="Pathema:BA_0770"
                     /translation="MDQTFNELDLTSLLSLSFSTLITELHDKLSELGFEDIRPAHGFM
                     FKRILPNGATGIELAEYLGVSKQAVSKMVDSLENSGYVTRKTHPTDKRGKIIVLTERG
                     LAVMKAKEEIVAEIEQRWIENIGTERMQMLKEDLTTFVTKENTEKLSSNIRPVW"
     gene            790293..790877
                     /locus_tag="BA_0771"
                     /old_locus_tag="BA0771"
                     /db_xref="Pathema:BA_0771"
     CDS             790293..790877
                     /locus_tag="BA_0771"
                     /old_locus_tag="BA0771"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24779.1"
                     /db_xref="Pathema:BA_0771"
                     /translation="MVHIVKVRGSVFAPYALLEPIKDPATGRLFEYAGDAREFTPYAA
                     NAKRSRLEQEVNIDFYKREIFTYADACIVTVKITNPDGSTEYQKGEISTENIVCTNIV
                     WGEDEVSFEMRASASNPLNAAAPAADYLLAIRVNKSGTVHVEGVHDGFPCYEFYKQVD
                     FGPFESIYIHDFRETNDTPAALAGEMEYSFKTTV"
     gene            791011..791595
                     /locus_tag="BA_0772"
                     /old_locus_tag="BA0772"
                     /db_xref="Pathema:BA_0772"
     CDS             791011..791595
                     /locus_tag="BA_0772"
                     /old_locus_tag="BA0772"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24780.1"
                     /db_xref="Pathema:BA_0772"
                     /translation="MTNIIKIRASVFIPMSWTEAKMDMETGQVIQFEGDSREFTPHAV
                     NTMRSRVEQEVVVDFYKQEVFSYANTGITTEKVISPDGSVNKRTGKASTENIVCTDIV
                     WNSGGVQFKMSASASNPLNVYAPPVDYVLNVCVKKDGSIDVQGEHDGFPCFEFYKQVD
                     FGPFEKIYTHDFRETGDTAAALGGNMDYSFTKRL"
     gene            791607..791702
                     /locus_tag="BA_0773"
                     /old_locus_tag="BA0773"
                     /db_xref="Pathema:BA_0773"
     CDS             791607..791702
                     /locus_tag="BA_0773"
                     /old_locus_tag="BA0773"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24781.1"
                     /db_xref="Pathema:BA_0773"
                     /translation="MERWVASFVKNLGMSKFFFICFKFVKERHMD"
     gene            791804..793468
                     /gene="cdr"
                     /locus_tag="BA_0774"
                     /old_locus_tag="BA0774"
                     /db_xref="Pathema:BA_0774"
     CDS             791804..793468
                     /gene="cdr"
                     /locus_tag="BA_0774"
                     /old_locus_tag="BA0774"
                     /EC_number="1.8.1.14"
                     /note="identified by match to protein family HMM PF00070;
                     match to protein family HMM PF00581; match to protein
                     family HMM PF02852; match to protein family HMM PF07992;
                     match to protein family HMM TIGR03385"
                     /codon_start=1
                     /transl_table=11
                     /product="CoA-disulfide reductase"
                     /protein_id="AAP24782.1"
                     /db_xref="Pathema:BA_0774"
                     /translation="MSRKIVVVGGVAGGASVAARLRRLSEEDEIIMVERGEYISFANC
                     GLPYYIGGVITERQKLLVQTVERMSKRFNLDIRVLSEVVKINKEEKTITIKNVTTNET
                     YNEAYDVLILSPGAKPIVPSIPGIEEAKALFTLRNVPDTDRIKAYIDEKKPRHATVIG
                     GGFIGVEMVENLRERGIEVTLVEMANQVMPPIDYEMAAYVHEHMKNHDVELVFEDGVD
                     ALEENGAVVRLKSGSVIQTDMLILAIGVQPESSLAKGAGLALGVRGTIKVNEKFQTSD
                     PHIYAIGDAIEVKDFVTETETMIPLAWPANRQGRMLADIIHGHTDSLYKGTLGTSVAK
                     VFDLTVATTGLNEKILKRLNIPYEVVHVQANSHAGYYPNATPVLIKLIFNKDSGKIYG
                     AQTLGRDGVDKRMDVIATAIKANLTVLDLPDLELSYAPPYSSAKDPVNMVGYAASNIV
                     DGFVDTVQWHEIDRIVENGGYLIDVREPNELKQGMIKGSINIPLDELRDRLEEVPVDK
                     DIYITCQLGMRGYVAARMLMEKGYKVKNVDGGFKLYGTVLPERIVY"
     gene            793654..793917
                     /locus_tag="BA_0775"
                     /old_locus_tag="BA0775"
                     /db_xref="Pathema:BA_0775"
     CDS             793654..793917
                     /locus_tag="BA_0775"
                     /old_locus_tag="BA0775"
                     /note="identified by similarity to GP:6332750; match to
                     protein family HMM PF02583"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24783.1"
                     /db_xref="Pathema:BA_0775"
                     /translation="MEYNQDMKNRLKRIEGQVRGVLRMMEEGKDCREVITQLTASRSA
                     LDRTIGLVVGTNLEQCLREQFESGNGSNEELIKEAVQLLVKSR"
     gene            794006..794566
                     /locus_tag="BA_0776"
                     /old_locus_tag="BA0776"
                     /db_xref="Pathema:BA_0776"
     CDS             794006..794566
                     /locus_tag="BA_0776"
                     /old_locus_tag="BA0776"
                     /note="identified by similarity to EGAD:45775; match to
                     protein family HMM PF00581; match to protein family HMM
                     PF01206"
                     /codon_start=1
                     /transl_table=11
                     /product="rhodanese domain protein"
                     /protein_id="AAP24784.1"
                     /db_xref="Pathema:BA_0776"
                     /translation="MSIKVDMSLDCKGLACPMPIVKTKKAIEGLASGQVIEVKATDKG
                     STVDIKSWANKVGHQYIGTKHESDILMHYVRKAHEHEVNEVVKYPHTITNIELEEILV
                     SGEECTVLDVREAAEFAFGHIPSATSMPLGELESLVLDKTKQIYVVCRTGNRSDVACQ
                     MLKEKGYTNVKNVIPGMIEWQGNIEN"
     gene            794605..795735
                     /locus_tag="BA_0777"
                     /old_locus_tag="BA0777"
                     /db_xref="Pathema:BA_0777"
     CDS             794605..795735
                     /locus_tag="BA_0777"
                     /old_locus_tag="BA0777"
                     /note="identified by match to protein family HMM PF00753"
                     /codon_start=1
                     /transl_table=11
                     /product="metallo-beta-lactamase family protein"
                     /protein_id="AAP24785.1"
                     /db_xref="Pathema:BA_0777"
                     /translation="MEVKSLQAKDVAEKVLFGELFILDVRNETDYEDWKIEGKQISSI
                     NKPYFDLLDGVDQIVSELPKDKDVLVVCAKEGSSIFVAEQLTEAGLENIYYLAGGMKA
                     WSEYVKPIKVGDLKNGGSMYQFNRLGKGCLSYMVVSNGEAAVIDAIRTVEAYEQFAKE
                     NGVTITNVMDTHLHADHISGGRKLAEKVGGTYWLPPKDAEEVVFSYEPLVEGSVITVG
                     GTKIEIDALYSPGHTIGSTSFIVDNSYLLSGDILFVDSIGRPDLAGKAEDWVSDLRNT
                     LYSRYKELSQSLIVLPAHYSKISEMDESGIVSAKLKDLFEHNAGLNIEDEGEFRKVVT
                     ENLPPQPNAYEEIRQTNMGKIHPSVDEEREMEIGPNRCAVHK"
     gene            795770..795997
                     /locus_tag="BA_0778"
                     /old_locus_tag="BA0778"
                     /db_xref="Pathema:BA_0778"
     CDS             795770..795997
                     /locus_tag="BA_0778"
                     /old_locus_tag="BA0778"
                     /note="identified by similarity to EGAD:45778; match to
                     protein family HMM PF01206"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24786.1"
                     /db_xref="Pathema:BA_0778"
                     /translation="MNVKQVLDAKDLACPMPIVRTKRAMDTLQTGEVLEVQVTDKGSV
                     KDIPAWANKSGHDIVKHEEEGDVLKFWIKKA"
     gene            796056..796388
                     /locus_tag="BA_0779"
                     /old_locus_tag="BA0779"
                     /db_xref="Pathema:BA_0779"
     CDS             796056..796388
                     /locus_tag="BA_0779"
                     /old_locus_tag="BA0779"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by match to protein family HMM
                     PF00581"
                     /codon_start=1
                     /transl_table=11
                     /product="rhodanese-like domain protein"
                     /protein_id="AAP24787.1"
                     /db_xref="Pathema:BA_0779"
                     /translation="MYLLHGLLFHAFYLWKGVQNINGKELKSIVGKQGKYFIDVRTVG
                     EYRGNHMKGFQNIPLNDLASKTNQLDKNREVIVICQSGMRSKQAAKMLKKLGFQHVIN
                     VSGGMNGL"
     gene            796403..797239
                     /locus_tag="BA_0780"
                     /old_locus_tag="BA0780"
                     /note="rhodanese domain family protein, degenerate; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_0780"
     gene            797273..798037
                     /locus_tag="BA_0781"
                     /old_locus_tag="BA0781"
                     /db_xref="Pathema:BA_0781"
     CDS             797273..798037
                     /locus_tag="BA_0781"
                     /old_locus_tag="BA0781"
                     /note="identified by match to protein family HMM PF01925"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP24788.1"
                     /db_xref="Pathema:BA_0781"
                     /translation="MSLVVLLFIIGFIGSFISGMVGIGGAIINYPMILYIPVLLGFTG
                     YTAHEVSGITAVQVFFATFAGAWAYRKSNDMDKTLVVYMGASILIGSFIGSFGANALE
                     EHTVNVVYAALATIAAIMMFVPKRNNGDELKYNKWLASLLAFIVGGASGIIGAGGSFL
                     LVPIMLVILKLPIRRTIATSIAITFISSVGITTGKVITGQVVVMPALIIAIASIFAAP
                     LGARVGKRINQKALQYMLSILIVGTAVKMWIDMISK"
     gene            complement(798071..798511)
                     /locus_tag="BA_0782"
                     /old_locus_tag="BA0782"
                     /db_xref="Pathema:BA_0782"
     CDS             complement(798071..798511)
                     /locus_tag="BA_0782"
                     /old_locus_tag="BA0782"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24789.1"
                     /db_xref="Pathema:BA_0782"
                     /translation="MKAAVKHNISDFKDYLKSNDIYMEENIDENDGSVHFSVGLETEA
                     GAKIQLIAAFQNEHPTVDIYCFNVAHVPDATATNDILHVINELNTSYRFAKFTLNKQN
                     AIDISTSLAFSEPNFNPALVFEHTRMLYKLANDEYKNLMKVIWA"
     gene            complement(798657..799853)
                     /locus_tag="BA_0783"
                     /old_locus_tag="BA0783"
                     /db_xref="Pathema:BA_0783"
     CDS             complement(798657..799853)
                     /locus_tag="BA_0783"
                     /old_locus_tag="BA0783"
                     /note="identified by similarity to OMNI:NTL01BS03560;
                     match to protein family HMM PF03816; match to protein
                     family HMM TIGR00350"
                     /codon_start=1
                     /transl_table=11
                     /product="transcription antiterminator, LytR family"
                     /protein_id="AAP24790.1"
                     /db_xref="Pathema:BA_0783"
                     /translation="MEQNPSLQENTRSKPKKSKKKIKIIISVILFFLIVGGGYTWFLV
                     NKASSAVRNAAHDLARGDKSDLRDKAVKPITNNVSVLVMGVDESDVRGKEYGEAIRTD
                     ALLLATFNKDSKTVKLLSIPRDTYTYIPVEKKKDKITHAHAYGSTKNGKDGGPQASID
                     AVEKLLNVPVDYFVKFNFKSFMKIVDDLGGIEVDVPVEFTEQDSNDNADAIHLKKGVQ
                     KLNSEEALALARTRHIDSDAMRGQRQQLVIEAILEKLTSVGSVTKVGNIIDDINGQFV
                     TNLTFDDMLSFYKYGADSSIEKLQIQGDDCYMEKGDDTCSKSAGGGRTYFYNPDKKEL
                     AKVTNDLRTHLGLPAYTKTDSDSKKTSTEKTKESKSENSSERESSNNESKNSNEDKET
                     SSNDNE"
     gene            800167..801165
                     /locus_tag="BA_0784"
                     /old_locus_tag="BA0784"
                     /db_xref="Pathema:BA_0784"
     CDS             800167..801165
                     /locus_tag="BA_0784"
                     /old_locus_tag="BA0784"
                     /note="identified by match to protein family HMM PF00107;
                     match to protein family HMM PF08240; match to protein
                     family HMM TIGR02823"
                     /codon_start=1
                     /transl_table=11
                     /product="putative quinone oxidoreductase, YhdH/YhfP
                     family"
                     /protein_id="AAP24791.1"
                     /db_xref="Pathema:BA_0784"
                     /translation="MNHTSFRAIVVNETESKQFVRNVVAREVSSLPEGDVFIQVHYSS
                     LNYKDALSATGNKGVTRIYPHTPGIDAAGVVVSSKDATIKAGDQVIVTGYDLGMNTSG
                     GFGEYIRVPASWIVPLPEEMSLKESMMYGTAGFTAALSVYKLIGAGITPSMGDVLVTG
                     ATGGVGSVAVSILSKLGFNVVGATGKMEEEEMLLRLGAKKVIHRAELNDESGRPMLQG
                     IYAGVIDTVGGHMLETALKTVKYGGCVTTCGNVAGQELQTTVYPFILRGISLLGIDSV
                     QCPVDVRRDVWTLLANEWGNKELRSYTEECILEELDEKFTLILQGRLKGRTVINMK"
     gene            complement(801200..802855)
                     /locus_tag="BA_0785"
                     /old_locus_tag="BA0785"
                     /db_xref="Pathema:BA_0785"
     CDS             complement(801200..802855)
                     /locus_tag="BA_0785"
                     /old_locus_tag="BA0785"
                     /note="identified by match to protein family HMM PF01895;
                     match to protein family HMM PF02690; match to protein
                     family HMM TIGR00704"
                     /codon_start=1
                     /transl_table=11
                     /product="Na/Pi-cotransporter family protein"
                     /protein_id="AAP24792.1"
                     /db_xref="Pathema:BA_0785"
                     /translation="MEYNVQDMIFQFIGGLGIFLFGIKYMGDGLQQAAGDRLRDILDR
                     FTTNPLMGVLAGMLVTVLIQSSSGTTALTVGLVSAGFMTLRQAIGVIMGANIGTTVTA
                     FIIGIKIGEYALPIMAVGAILLFFFKNKKVHSLGQVIFGFGMLFFGLELMSTGMKPLR
                     SLESFQELTVSMSDNPILGIVVGTVFTLIVQSSSATIGILQELFGQGAIDLQAALPVL
                     FGDNIGTTITAVLAAIGTSIAARRAALVHVIFNIVGTIIFTILLIPFTNLIQYFQTSL
                     NLNPEMTIAFAHGTFNVTNTIIQFPFIAVLAWIVTKIIRGEDAAIDFKPQHLNPIFIE
                     QSPAIALTEAQKEIIRMAEFSLHGLKEANQFLNTQDKKHVDMATQLEGAINNLDKKIT
                     EYLVLLSEKPLSPTDSEKHSVLAGVVGDIERVGDHVENLVELVDFQISNRVSLSNEAL
                     AELNEMLELTISTLQDAINALTNFDTELAQTVIAKERKIDQMERVLRKRHVLRLNERS
                     CSGDASIIYVDMVSNLERIGDHAVNIADGVLGEQGKINLKQSL"
     gene            complement(803186..804385)
                     /locus_tag="BA_0787"
                     /old_locus_tag="BA0787"
                     /db_xref="Pathema:BA_0787"
     CDS             complement(803186..804385)
                     /locus_tag="BA_0787"
                     /old_locus_tag="BA0787"
                     /note="identified by match to protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="MFS transporter"
                     /protein_id="AAP24793.1"
                     /db_xref="Pathema:BA_0787"
                     /translation="MGEAILVKREPLWTKEFVALILANLCMFLGFQMLIPTLPVYVKE
                     IGGTSSNIGFVVGMFTVAALFVRPLTGNALQKFSKKIILMIGTAICLLAMGSYLFAST
                     VFLLLAVRILHGAGFGITTTTYGTVVSDLIPQARRGEGMGYFGLSGTIAMALGPLIGL
                     WLMQTYNFTILFLCALSCTIVSLILTKLLQIKKSPQPPKQTSGTFLDGFIERKALLPS
                     LLILCITLMYGGIGSFITLFATEVGIADISLFLFNALAIAVTRPFSGKLYDAKGHSFV
                     IIPGVIITFAGIILLSYTTTIPSLIIAAACYGSGFGAIQPALQAWMIDRVAPHRRGVA
                     TATFFSAFDLGIGAGAIIFGFIAHFTNYATVYRYSSLLLIAFLFIYITSVKKQKHGDK
                     NTEKAAG"
     gene            804704..805792
                     /locus_tag="BA_0789"
                     /old_locus_tag="BA0789"
                     /db_xref="Pathema:BA_0789"
     CDS             804704..805792
                     /locus_tag="BA_0789"
                     /old_locus_tag="BA0789"
                     /note="identified by similarity to OMNI:EF1535; match to
                     protein family HMM PF05913"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24794.1"
                     /db_xref="Pathema:BA_0789"
                     /translation="MRRLGISIYPEHSTVEKDKEYLTLASKYGFNRVFTCLLSVDGEK
                     EKIIEEFKETISHANALGFQVLVDISPAVFEQLGISYNDLSFFHELGAYGIRLDVGFS
                     GLEESIMTYNPYGLKIEINMSNGTKYVDNIMSHRPNRENLIGCHNFYPHRYSGLSYNH
                     FITCSKQFKDYGMRTAAFISSFDATYGPWPVTEGLCTLEQHRELPMTTQAKHLFATEL
                     IDDVIIANAYAPEEELQALGALNKEKQTFDIELYDTTTELERIIVLDEPHFYRGDVSE
                     YMIRSTQSRVKYKKEEFKPHHTREIKRGDLLIDNEQYGQYKGELQIALKDMVNTGKTN
                     VVGRIVEEEIFLLDYLQAWDKFGFTLKR"
     gene            805865..807805
                     /locus_tag="BA_0790"
                     /old_locus_tag="BA0790"
                     /db_xref="Pathema:BA_0790"
     CDS             805865..807805
                     /locus_tag="BA_0790"
                     /old_locus_tag="BA0790"
                     /note="identified by similarity to SP:P46321; match to
                     protein family HMM PF00359; match to protein family HMM
                     PF00874; match to protein family HMM PF05043; match to
                     protein family HMM PF08279"
                     /codon_start=1
                     /transl_table=11
                     /product="transcription antiterminator, BglG family"
                     /protein_id="AAP24795.1"
                     /db_xref="Pathema:BA_0790"
                     /translation="MTKVHQRLISILEEFLEEKSMLNRAFLASRLHVSTKTIQKDIKL
                     LNDILEENGAKIESQRGTGYELEIIQTKKFEEFCVSLFQKQTEKIPTSYEERIAYILQ
                     RILTTEGYVKLSQLAEEIYVSKSTVNLIMKDVTDICGRYQLQIEKRPYYGIRIVGEEF
                     HIRSCLSQYGLPRYDHTPFHEQFEQSDTYVSLPHIPLIRSVILKYIEGGTIYLSDIEI
                     DNLVIHIAIALKRCEDQHYMKGLNEEQAELIIKKEYAIAKQIVGDLEKELHLSFPEEE
                     VLYVTMHLLSTAVTSKDRYENVEELLGKDLYAFMQHILFKVAEERNLVFYYDEELLFG
                     FGVHLKTLLNRLKYKLNTRNPLLAEVKKNYPYAFEIAVLVGDIIGEYTGESIPESEIG
                     YIAIHFGGAMSRLQEQNQKKRCLLVCATGQGSAQLLKYKILSQFRDKLEIVGITGYYQ
                     LKVEDLYKEKIDCIISTIHIPSGLPVPIIKVNSIFDDKEIKSIGQQLFTHVNNSVQQY
                     MKEDLIFLNHSASTKEEVIQFLCEKAAEKNYVPEHFYDSVMERENTSPTAVGNLVAIP
                     HPMQLLSAETFLMFCTLEKAVDWGDKKVQVIILFSVKRNNNEDLQRLYDFLYDIMSSQ
                     STIEKLTHAEGIEDFQEVLLSI"
     gene            807917..808237
                     /gene="celC1"
                     /locus_tag="BA_0791"
                     /old_locus_tag="BA0791"
                     /db_xref="Pathema:BA_0791"
     CDS             807917..808237
                     /gene="celC1"
                     /locus_tag="BA_0791"
                     /old_locus_tag="BA0791"
                     /EC_number="2.7.1.69"
                     /note="identified by similarity to SP:P46319; match to
                     protein family HMM PF02255"
                     /codon_start=1
                     /transl_table=11
                     /product="PTS system, cellobiose-specific IIA component"
                     /protein_id="AAP24796.1"
                     /db_xref="Pathema:BA_0791"
                     /translation="MADMQTPFALILHGGNARSIALEAIAFARQGDFENASEKMTLAS
                     EEISAAHRIQTDLIQEEARGNHAEISLLLVHAQDHLMNAITVKELAEEFITLHKRMEE
                     KVIA"
     gene            808239..808544
                     /gene="celA1"
                     /locus_tag="BA_0792"
                     /old_locus_tag="BA0792"
                     /db_xref="Pathema:BA_0792"
     CDS             808239..808544
                     /gene="celA1"
                     /locus_tag="BA_0792"
                     /old_locus_tag="BA0792"
                     /EC_number="2.7.1.69"
                     /note="identified by similarity to OMNI:NTL01BS03852;
                     match to protein family HMM PF02302"
                     /codon_start=1
                     /transl_table=11
                     /product="PTS system, cellobiose-specific IIB component"
                     /protein_id="AAP24797.1"
                     /db_xref="Pathema:BA_0792"
                     /translation="MYILLCCAAGMSTSMVVRKMQEEAKKQGKDYKIKAVDSELVKLE
                     IKNADVVLIGPQVKYLFPAVQFLAKSYDIPVAIIEQRDYGMCDGLKVLKQAEQLVLA"
     gene            808627..809937
                     /gene="celB1"
                     /locus_tag="BA_0793"
                     /old_locus_tag="BA0793"
                     /db_xref="Pathema:BA_0793"
     CDS             808627..809937
                     /gene="celB1"
                     /locus_tag="BA_0793"
                     /old_locus_tag="BA0793"
                     /EC_number="2.7.1.69"
                     /note="identified by similarity to SP:P46317; match to
                     protein family HMM PF02378; match to protein family HMM
                     TIGR00410"
                     /codon_start=1
                     /transl_table=11
                     /product="PTS system, cellobiose-specific IIC component"
                     /protein_id="AAP24798.1"
                     /db_xref="Pathema:BA_0793"
                     /translation="MNGFMSFMEQKIMPTTQKIAGQRHLLAIRNGVISTLPLTIVGSF
                     FVIFLNLPIDAYMEWIAPFRHILDIPFRFTVGLMALYAAFGVGASLANFYQLNQLSAG
                     LLSVLAFLLASVEPIQITKAVPGVIDAGRYISVGTLSATSLFGAIVTALIAVEIYHFM
                     IKHNISIKLPDSVPPAVSNSFAALIPTLAVILLFWGIRYGLKFDVNTTITYLIAPLKS
                     VLVGNNLFGGLLTVFLIVFFWSFGIHGPAILGPIIRPMWDSAILENMEVFTATGNAHQ
                     LPNLFTEQFIQWFVWIGGSGSTLALVIMFMFSKSKFLKELGRLSFVPGLFNINEPIIF
                     GAPIVMNPILIIPFVITPLVTTTVSYFAVVSGMIPLMMAKLPFTMLAPIAAVISTDWT
                     IMAGVLVLVNFVISFVIYYPFFKMYEKQQLAGEEKEKCSEQLSS"
     gene            809913..810191
                     /locus_tag="BA_0794"
                     /old_locus_tag="BA0794"
                     /db_xref="Pathema:BA_0794"
     CDS             809913..810191
                     /locus_tag="BA_0794"
                     /old_locus_tag="BA0794"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24799.1"
                     /db_xref="Pathema:BA_0794"
                     /translation="MLGAIIILITFVAGQCIAHYSKWVQSKSLLVLLLVSIVFIGCSM
                     GAYVMLSLQSPYVIIVPTILCATCLSAKYRFTSMALIQRVKEMQKHGA"
     gene            810181..811266
                     /locus_tag="BA_0795"
                     /old_locus_tag="BA0795"
                     /db_xref="Pathema:BA_0795"
     CDS             810181..811266
                     /locus_tag="BA_0795"
                     /old_locus_tag="BA0795"
                     /note="identified by similarity to OMNI:EF0836; match to
                     protein family HMM PF05913"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24800.1"
                     /db_xref="Pathema:BA_0795"
                     /translation="MERKLGISLYPEHSTKEQDMAYISAAARHGFSRIFTCLLSVNRP
                     KEEIIAEFKEIINHAKDNNMEVILDVAPAVFDQLGISYSDLSFFAELGADGIRLDLGF
                     DGLTEAKMTNNPYGLKIELNVSNDIAYLENILSHQANKSALIGCHNFYPQKFTGLPYE
                     YFIRCSERFKKYGIRTAAFITSHAANIGPWDINDGLCTLEEHRNLPIEVQAKHLWATG
                     FIDDVIIGNAYASEEELEKLGNLNRYMLQLKVHFVDEVTEVEKRATLQELHVRRVDIT
                     EYMVRSTEVRKKYKDYDFPVRKSVRQERGQVVIGNNSFGKYKGELQIILKEMPIDERK
                     NIVGTIAEEELFLLDYVGAWTQFTCVE"
     gene            complement(811536..812696)
                     /locus_tag="BA_0796"
                     /old_locus_tag="BA0796"
                     /db_xref="Pathema:BA_0796"
     CDS             complement(811536..812696)
                     /locus_tag="BA_0796"
                     /old_locus_tag="BA0796"
                     /note="identified by similarity to EGAD:12288; match to
                     protein family HMM PF06347; match to protein family HMM
                     PF06725; match to protein family HMM PF08239"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24801.1"
                     /db_xref="Pathema:BA_0796"
                     /translation="MKKFMGIATAAVFGLGIFTTSAKAETIVTTDVLNVRENPTTESK
                     VVGKLLDGYKVNVLHTENGWSKVKLNSGKEAFISADYTKDTYYVTANVLNVRAGANTD
                     SEILGKLKQDDVIETTHQVENGWIQFEYNGKTAYVHVPYLTGKAPVKVQPVVKAEKTT
                     TVQDTAKAVATTKAREVAETQAKAKAEEATKAREVAEAQAAAKAREAAKAQEAAKAQA
                     EAKAQEAAEAQAAAKAQEAAKAREAAKAQAEAKAQEAAEAREAAKAQKPATQQPVAKE
                     TETSAPSSSRELRVVATAYTADPLENGYKAGDQVKSALGHNLTANPNMKLIAVDPSVI
                     PLGSKVWVEGYGVAIAGDTGGAIKGNKIDVLMPDKGTSSNWGRKTVTVKVLN"
     gene            complement(813267..814442)
                     /locus_tag="BA_0797"
                     /old_locus_tag="BA0797"
                     /db_xref="Pathema:BA_0797"
     CDS             complement(813267..814442)
                     /locus_tag="BA_0797"
                     /old_locus_tag="BA0797"
                     /note="identified by similarity to OMNI:NTL01BS01438;
                     match to protein family HMM PF02687"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter, permease protein"
                     /protein_id="AAP24802.1"
                     /db_xref="Pathema:BA_0797"
                     /translation="MNTSENIRMALSSIFAHKMRSILTMLGIIIGISAIITIISMGDG
                     TNAKFKKELGQGKDNEVTIYYNNPDYGTDNAKITADMLNRLQTVPGVKDVYPDVSMKV
                     KASAGSKDVNLDLKGGTGAFMTDSKIKLVHGRELNDSELNQAIPAVILNEEAFNKLFS
                     GWESNQYTDIKGKPYKIVGVYETKNDFGMPMPEGYTSLENAPVISGVTEYDSVRLTMT
                     SPTERKSVEKQAVSVLNEMKAPKFEHKFEAQDLGEFTKQLDESIGMMKMVFGGIAAIS
                     LLVGGIGVMNIMLVSVTERTREIGIRKALGATRGKVLTQFLIESCILTGLGGFIGFML
                     GIFFAWIVSIFAGWPLVVSKELGLLAVGISMLIGIIFGLLPANKAAKLDPIECLRYE"
     gene            complement(814445..815119)
                     /locus_tag="BA_0798"
                     /old_locus_tag="BA0798"
                     /db_xref="Pathema:BA_0798"
     CDS             complement(814445..815119)
                     /locus_tag="BA_0798"
                     /old_locus_tag="BA0798"
                     /note="identified by similarity to OMNI:NTL01BS01437;
                     match to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP24803.1"
                     /db_xref="Pathema:BA_0798"
                     /translation="MINLKGITKSFQNGAESIQILHGIDVTLNQGEFTSIMGPSGSGK
                     STLMNIIGCLDKPTTGTYELAGQNISNMSKTELAHVRNKEIGFVFQNFMLLPRLSALQ
                     NVELPLIYAGVDKKERRERSLAALTKVGLADRATHLPNELSGGQKQRVAVARAIVNNP
                     KFILADEPTGALDTKTSTQIMDLFYELNKQGSTIIMITHDREIGEAAARQIVIRDGNI
                     VQDWRG"
     gene            complement(815116..816222)
                     /locus_tag="BA_0799"
                     /old_locus_tag="BA0799"
                     /db_xref="Pathema:BA_0799"
     CDS             complement(815116..816222)
                     /locus_tag="BA_0799"
                     /old_locus_tag="BA0799"
                     /note="identified by similarity to EGAD:107868; match to
                     protein family HMM TIGR01730"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24804.1"
                     /db_xref="Pathema:BA_0799"
                     /translation="MKKKNKVLITSVVAIGIAAGSYFAFAGGGGSEVAMAYSGYKVTE
                     KQIENAQKFGGEVIPNGIETISFDPTKGTYELAVKKGDEVKKGQLLFKYNDPAAKQGV
                     TEAEMQKKIAQKEVTLFQKQIDAAKQKLQKDKNAGLPAEALKASEIEVQQLESQLEMK
                     KFEVEKSDEMIKAAKERVNTLSVTSPADGVIDDIVKIADEKTGMSGITLRHAGPFKVK
                     GQLSEYELASMKVGQEVTVSSKTVAGKTWTGKVTEIGSTPLKSMDENKTVSNYQFTVT
                     LDNSEELQNGFHVYVTSKSGEATGTIVPKSSIVKKGDKNVVFVIKDGKAKEQAVTVEF
                     ETDSEAKVSGVKKGEQIISKPEKDLKDGMEVVVE"
     gene            816433..817167
                     /locus_tag="BA_0800"
                     /old_locus_tag="BA0800"
                     /db_xref="Pathema:BA_0800"
     CDS             816433..817167
                     /locus_tag="BA_0800"
                     /old_locus_tag="BA0800"
                     /note="identified by match to protein family HMM PF09529;
                     match to protein family HMM TIGR02206"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter, permease protein"
                     /protein_id="AAP24805.1"
                     /db_xref="Pathema:BA_0800"
                     /translation="MEAYFSAHPLKPFIPYSRQHAIILFIMLVGIVFLYQYQDVLRQN
                     EWNITVRYAIAILFIGSEIGLHMWEWKAGIFELATSLPFELCTISLLLASIMIVTKSY
                     RIYEIVFFTGIIGASQAILTPNLQYAFPHFRFIEYFIAHILLIWAPLFMTWVEGYRPT
                     VQSIKRTMIFLNILIPIVSFVNYKTGGNYMFLAHKPETASLLDMLGPHPYYIISLELA
                     ALIGCFILYMPFAKREGHTHKESLGS"
     gene            817256..819127
                     /locus_tag="BA_0801"
                     /old_locus_tag="BA0801"
                     /note="putative ABC transporter, permease protein,
                     degenerate; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_0801"
     gene            complement(819172..820488)
                     /gene="brnQ2"
                     /locus_tag="BA_0802"
                     /old_locus_tag="BA0802"
                     /db_xref="Pathema:BA_0802"
     CDS             complement(819172..820488)
                     /gene="brnQ2"
                     /locus_tag="BA_0802"
                     /old_locus_tag="BA0802"
                     /note="identified by similarity to EGAD:109239; match to
                     protein family HMM PF05525; match to protein family HMM
                     TIGR00796"
                     /codon_start=1
                     /transl_table=11
                     /product="branched-chain amino acid transport system II
                     carrier protein"
                     /protein_id="AAP24806.1"
                     /db_xref="Pathema:BA_0802"
                     /translation="MRTTLKPAQILSISLLLFAVFFGAGNMIFPPLLGLSSGENMWIS
                     ITGFIITDVGLSLLAIVAVALAGGSFNTLASRVHPKFAAIFAIIIYLSIGPLFVIPRT
                     GSVSYEIGIAPLFPDQWYSMLIFSAIFFTVVYFLSLNPSKLVDHIGKILTPILLGIIA
                     IMATKAILSPGTFAEPVGDYKEIPFFKGFLEGFLTLDAIGALVLSTIVVNAIRQNGIP
                     EKKSIAKYTIICGSIAALFLTIVYFLLGYIGASNGNLGQFENGGQLLATVMYHFFGTS
                     GNVLLSIAIIFACLTTAIGVVSAFANYFATVLTNVSYKKLVLYVCIFSFIISNLGLSL
                     LIKITLPVLIILYPITIILIFVSFIDKYTKRKPSVYIGAMIAAFLISCIHALDNVGMI
                     PNFIANIVHTIPFYNLGIGWIIPAIIGGIIGYFIPQTEAEGEVSTK"
     gene            complement(820707..821276)
                     /gene="cotJC"
                     /locus_tag="BA_0803"
                     /old_locus_tag="BA0803"
                     /db_xref="Pathema:BA_0803"
     CDS             complement(820707..821276)
                     /gene="cotJC"
                     /locus_tag="BA_0803"
                     /old_locus_tag="BA0803"
                     /note="identified by similarity to EGAD:107683; match to
                     protein family HMM PF05067"
                     /codon_start=1
                     /transl_table=11
                     /product="cotJC protein"
                     /protein_id="AAP24807.1"
                     /db_xref="Pathema:BA_0803"
                     /translation="MWIYEKKLQYPVKVGTCNPALAKLLIEQYGGADGELAAALRYLN
                     QRYTIPDKVIGLLTDIGTEEFAHLEMIATMVYKLTKDATPEQMKAAGLDPHYVDHDSA
                     LHYHNAAGVPFTATYIQAKGDPIADLYEDIAAEEKARATYQWLINQSDDPDINDSLRF
                     LREREIVHSQRFREAVEILKEERDRKIYF"
     gene            complement(821289..821564)
                     /gene="cotJB"
                     /locus_tag="BA_0804"
                     /old_locus_tag="BA0804"
                     /db_xref="Pathema:BA_0804"
     CDS             complement(821289..821564)
                     /gene="cotJB"
                     /locus_tag="BA_0804"
                     /old_locus_tag="BA0804"
                     /note="identified by similarity to EGAD:107682"
                     /codon_start=1
                     /transl_table=11
                     /product="cotJB protein"
                     /protein_id="AAP24808.1"
                     /db_xref="Pathema:BA_0804"
                     /translation="MTTDVNQPLPEEYYRLLENLQELDFVLVELTLYLDTHPDDTAAI
                     NQFNDFSYKRRVLKQQMEEKYGPLQQYGNSYSNAPWEWSKGPWPWQI"
     gene            complement(821561..821776)
                     /gene="cotJA"
                     /locus_tag="BA_0805"
                     /old_locus_tag="BA0805"
                     /db_xref="Pathema:BA_0805"
     CDS             complement(821561..821776)
                     /gene="cotJA"
                     /locus_tag="BA_0805"
                     /old_locus_tag="BA0805"
                     /note="identified by similarity to EGAD:107677"
                     /codon_start=1
                     /transl_table=11
                     /product="cotJA protein"
                     /protein_id="AAP24809.1"
                     /db_xref="Pathema:BA_0805"
                     /translation="MDKYMKSYVPYHSPQDPCPPIGKKYYSTPPNLYLGFQPPNLPQF
                     SPKEALQKGTLWPVFYDYYENPYKKGR"
     gene            821871..822230
                     /locus_tag="BA_0806"
                     /old_locus_tag="BA0806"
                     /db_xref="Pathema:BA_0806"
     CDS             821871..822230
                     /locus_tag="BA_0806"
                     /old_locus_tag="BA0806"
                     /note="identified by similarity to OMNI:NTL01BH3878"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24810.1"
                     /db_xref="Pathema:BA_0806"
                     /translation="MNVEQCIVLEVKNLKETLYFYEGILGIKPSLERPQLDVTGVWYD
                     SDSKRISFVMNRMLGGREKGVTDSCEVLTFTISNIEKLKKKLAFYEILYTENECAKSI
                     VVQDPDGYKLQVVEKDE"
     gene            822245..823024
                     /locus_tag="BA_0807"
                     /old_locus_tag="BA0807"
                     /db_xref="Pathema:BA_0807"
     CDS             822245..823024
                     /locus_tag="BA_0807"
                     /old_locus_tag="BA0807"
                     /note="identified by similarity to OMNI:NTL01BH1565"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24811.1"
                     /db_xref="Pathema:BA_0807"
                     /translation="MERNYEESALFEHQFWLKVLSDHAQFLLDALAPKEKEDIKKATY
                     FVELFTNLLNKVRNVNLVAFSKEAEQAAKEIRMFKLNIIQKQLEGKITIHFTPTFINH
                     MVNEVEEYITVLEFLKKGEVPPVFHELHYHLVWLTDAAGHAGSISGGLDLVEKRLKEK
                     SEEFEKHFEQFYLKAVEMTGYLRTELHHFPALKKFTKDVSIELKLFSHFLHEVEELEL
                     SNEILSALSARMADHMAREECYYLLKLAQSSGLEMPKCNPL"
     gene            complement(823042..823854)
                     /locus_tag="BA_0808"
                     /old_locus_tag="BA0808"
                     /db_xref="Pathema:BA_0808"
     CDS             complement(823042..823854)
                     /locus_tag="BA_0808"
                     /old_locus_tag="BA0808"
                     /note="identified by similarity to OMNI:NTL01BH2211; match
                     to protein family HMM PF02735; match to protein family HMM
                     TIGR02772"
                     /codon_start=1
                     /transl_table=11
                     /product="Ku protein"
                     /protein_id="AAP24812.1"
                     /db_xref="Pathema:BA_0808"
                     /translation="MHTVWKGALSLGLLNIGIKLYSAVDENDIKFLSLHKECLTPIKY
                     KKFAPDCTDEEVDDKDIVKAYEYAPHKYIIMDEKELSALQKAHEPRSIRIISFIQNNE
                     IDSVLYDRSYFIGPTPGHEKSYLLLKEALERTNKLGLIYISIRKKQHLAIIRNFEDGL
                     MLQTIHYPNEIRDITNIPNLPSNENYPIQKQELTAAINLIHHLTNPFEQELYTDEYKE
                     ALTELIENKIEEQEKTETISPAPNIINIMETLQASIEQAKIKRDNKTEKEAK"
     gene            824207..824488
                     /locus_tag="BA_0809"
                     /old_locus_tag="BA0809"
                     /db_xref="Pathema:BA_0809"
     CDS             824207..824488
                     /locus_tag="BA_0809"
                     /old_locus_tag="BA0809"
                     /note="identified by similarity to GP:10173075; match to
                     protein family HMM PF06803"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24813.1"
                     /db_xref="Pathema:BA_0809"
                     /translation="MKKLISRLRVVFHVRRFVPFLFDFFTSKEVSIKKKILSIAFLVG
                     YVAMPLDLIPDFLPFIGILDDIGIVLFILNRIVKMAPVQLQEKHNVNVG"
     gene            824499..825104
                     /locus_tag="BA_0810"
                     /old_locus_tag="BA0810"
                     /db_xref="Pathema:BA_0810"
     CDS             824499..825104
                     /locus_tag="BA_0810"
                     /old_locus_tag="BA0810"
                     /note="identified by match to protein family HMM PF09335"
                     /codon_start=1
                     /transl_table=11
                     /product="dedA family protein"
                     /protein_id="AAP24814.1"
                     /db_xref="Pathema:BA_0810"
                     /translation="MEQIILDIIEFLKQFSYFGVVLALTFEFIPAEVVLPMVGYWVYE
                     GDMNFWLAVLAGTLGGTTGPLTLYALGYYGGRPLLIKYGKYFFIKEEQIQKADDFFEK
                     YGPVVAFVGRFVPGVRTLISVPCGMAKMNIWKFSIYTFVAMFPLTTLYVYFGMKLGPH
                     WEKAADVVGQYMLPILLVVVIVVGGILIYKFMKKRNSTESI"
     gene            825209..825577
                     /locus_tag="BA_0811"
                     /old_locus_tag="BA0811"
                     /db_xref="Pathema:BA_0811"
     CDS             825209..825577
                     /locus_tag="BA_0811"
                     /old_locus_tag="BA0811"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24815.1"
                     /db_xref="Pathema:BA_0811"
                     /translation="MSCECSGTALTCCPDKNYVQDKVCSPWSATVVATAIDNVLYTNN
                     INQNVVGTGFVKYDVGPGPITVEALDSAGTVIDTQTLNPGTSIGFTYRRFDIIQVVLP
                     ATPAGTYQGEFCITTRYPLS"
     gene            825598..825942
                     /locus_tag="BA_0812"
                     /old_locus_tag="BA0812"
                     /db_xref="Pathema:BA_0812"
     CDS             825598..825942
                     /locus_tag="BA_0812"
                     /old_locus_tag="BA0812"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24816.1"
                     /db_xref="Pathema:BA_0812"
                     /translation="MGMRSSSLSCCSNKTLVQDQVCTDWSITGAGTQIVYTNNIAQEV
                     YGSGYVKYDVGTAPITVDFLVGATVVDTITVQPQSSGTFTVRYFTTVRITTTGTTVNQ
                     GEFCITVRYPIS"
     gene            825971..826198
                     /locus_tag="BA_0813"
                     /old_locus_tag="BA0813"
                     /db_xref="Pathema:BA_0813"
     CDS             825971..826198
                     /locus_tag="BA_0813"
                     /old_locus_tag="BA0813"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24817.1"
                     /db_xref="Pathema:BA_0813"
                     /translation="MIEKVMKLVFYKQHVNWQQYLPSKYSEGLCWILAILTDCKSFPV
                     YDIVLPGNIVKILVTAPTISIVIASVLLVLL"
     gene            826268..826444
                     /locus_tag="BA_0814"
                     /old_locus_tag="BA0814"
                     /db_xref="Pathema:BA_0814"
     CDS             826268..826444
                     /locus_tag="BA_0814"
                     /old_locus_tag="BA0814"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24818.1"
                     /db_xref="Pathema:BA_0814"
                     /translation="MAEGMVFFVMRKFPANSFVTRSQFGFGGGVDGQGSGQMIDKGAK
                     QPMFFYSSIQPPPF"
     gene            826780..829239
                     /locus_tag="BA_0815"
                     /old_locus_tag="BA0815"
                     /db_xref="Pathema:BA_0815"
     CDS             826780..829239
                     /locus_tag="BA_0815"
                     /old_locus_tag="BA0815"
                     /note="identified by match to protein family HMM PF00041;
                     match to protein family HMM PF00149"
                     /codon_start=1
                     /transl_table=11
                     /product="purple acid phosphatase/fibronectin domain
                     protein"
                     /protein_id="AAP24819.1"
                     /db_xref="Pathema:BA_0815"
                     /translation="MDRTALRKVKGLIGLLMVFVLAFVSFPWSTSVKAEEKKQEKVPS
                     EKKIVFPVVSDVHIKNSGTDDTFRWKRAIEQLNTLAPKQDAFVIVGDFTDTGSLQQYD
                     RFMQVYNENENKDAVRMNSLGNHDYWNGLSVEGAQKRFLEKTGMESIYYHKVVKGYHF
                     LVMSPENGTTHGYYSDKQINWLKEEMAKAQKDDPEKPIFVFLHQHIKETVYGSHEWGT
                     QDSAKINAVLKEYPQAITFSGHSHYPLDDPRSIHQKDFTSVGTSSISYMEVEGGKVQG
                     NIPPGASTLSQGLLVEVDDEEVTINRRDFHTNSWTGEPWKIKLPAKKETFTHVEDRDK
                     EKPSFSTDAKLSVSNVTENAATVTFPQALDNLLVHSYRVQARDKQTGEIKNKLLAFSE
                     FYRDPVPKDLTFTLAGLDGGKTYTLEVVAIDSFGNESAQPLTAEVTTKKDNIDPNVKV
                     PKADVFDVNFLDGTFKDNSSFGTKGDVKGNVSIAYDKALKTNVMKLNGQANTFGYLPF
                     SAAQKEKVANTFTLETVFSMNEIRGQGILQNTESGGIGFESTGSGNVELWAHIGGSYK
                     RVGVQLEANKTYHLTGTYNGSEVAIYVDGKKANSQPAKGKVSHPNVPFAFGADPDSNG
                     NGGIPLNGQIALARLYSKALSSSEVLAAYNEFSNRTKLEQVNALYEELGKVKEVLAGT
                     YEFGDKPGQYSKEAFQELEKSYNNAKQAFENVGSTGEQIVQTYNELKTANVTFVQSKV
                     VEQPKTPKEKLQINIESAKAVVKKAQDANVTDGSVKALSQKITVAETVVKDVKVKDAQ
                     VETMNRTLEYTISLVEKSINK"
     gene            829370..829522
                     /locus_tag="BA_0816"
                     /old_locus_tag="BA0816"
                     /db_xref="Pathema:BA_0816"
     CDS             829370..829522
                     /locus_tag="BA_0816"
                     /old_locus_tag="BA0816"
                     /note="identified by similarity to GP:2224504"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24820.1"
                     /db_xref="Pathema:BA_0816"
                     /translation="MLLVGYYFLKEKSIWVLFLMTFLLAGLGTLFINFFFDSLNAWKK
                     KKKGTK"
     gene            829535..829705
                     /locus_tag="BA_0817"
                     /old_locus_tag="BA0817"
                     /db_xref="Pathema:BA_0817"
     CDS             829535..829705
                     /locus_tag="BA_0817"
                     /old_locus_tag="BA0817"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24821.1"
                     /db_xref="Pathema:BA_0817"
                     /translation="MQKWKLIYQVIIFLLLVGIGVFKYATPIGNWASFTACIGIFFIL
                     QSLTKKYNSTER"
     gene            complement(829734..831137)
                     /locus_tag="BA_0818"
                     /old_locus_tag="BA0818"
                     /db_xref="Pathema:BA_0818"
     CDS             complement(829734..831137)
                     /locus_tag="BA_0818"
                     /old_locus_tag="BA0818"
                     /note="identified by similarity to GP:2116759; match to
                     protein family HMM PF00324"
                     /codon_start=1
                     /transl_table=11
                     /product="amino acid permease family protein"
                     /protein_id="AAP24822.1"
                     /db_xref="Pathema:BA_0818"
                     /translation="MKSLLRKKALSTESPRQLQRTLTALDLTFLGIGAVIGTGIFVLT
                     GIVAAKHSGPGIMLSFLIAAFTCACVAFCYAEFASSIPVSGSVYTYAYMTVGEVVAFI
                     VGWCLMLEYLLAVAAVAVGWSGYLQSLLQGFNIHLPAIIASAPGVGKGGLIDLPAVCI
                     LLIITVLLSFGIRESARINNIMVLIKLAVIIAFIVAGAKYVKPENWTPFIPFGYDGII
                     TGAATVFFAFLGFDAIATAAEETKKPQRDLPIGIIGSLLICTVLYMIVSFVLTGMVPY
                     TQLDVSDPVAFALHFVGEDTIAGLLAVGAMTGMTTVLLVVMYGQVRVSYAMSRDGLLP
                     KALARVNKRVKIPLLNTWITGVVAALLAGLLDLHVLANLVNIGTLTAFTFVCCAVLIL
                     RKTHPDLKRGFRTPFVPVLPVVAILCCLYLMINLSKTTWISFAIWLIVGLCFYFFYSR
                     KHSHLATEKTNDEQKKA"
     gene            831414..832541
                     /locus_tag="BA_0819"
                     /old_locus_tag="BA0819"
                     /db_xref="Pathema:BA_0819"
     CDS             831414..832541
                     /locus_tag="BA_0819"
                     /old_locus_tag="BA0819"
                     /note="identified by similarity to GB:AAF91326.1; match to
                     protein family HMM PF00999; match to protein family HMM
                     TIGR00932"
                     /codon_start=1
                     /transl_table=11
                     /product="germination protein gerN"
                     /protein_id="AAP24823.1"
                     /db_xref="Pathema:BA_0819"
                     /translation="MLFYFELVVILLCTKLAGDISVRLGQPSVLGKLIVGIIIGPAVL
                     GIINSSELIDELSEIGVLLLMFMAGLETDLEELNRNLKSSFAVAAGGIIFPFIGGYVT
                     GLLFGLIQSHAIFLGLLLCATSVSITVQTLRDLGKMNTRESTTILGAAVFDDVIVVIL
                     LAFVMSFLGTQDVNITLVIVKKIIFFVSIVFIAWKVVPWIMKMLVPLRVTEALISAAL
                     IICFSFSYYSEMMGIAGIIGAFAAGIAISQTEYKHEVEHKIEPIAYAIFVPVFFVSIG
                     MEITFQGIGSQLWFIIIMTLIAIFTKLIGSGLGARLTGFNLQSSISIGAGMVSRGEVA
                     LIIAANGLAANLLAKENFTAIVIVVILTTIITPPLLKKYFV"
     gene            832667..832981
                     /locus_tag="BA_0820"
                     /old_locus_tag="BA0820"
                     /db_xref="Pathema:BA_0820"
     CDS             832667..832981
                     /locus_tag="BA_0820"
                     /old_locus_tag="BA0820"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24824.1"
                     /db_xref="Pathema:BA_0820"
                     /translation="MRITKGKIIGVIILLLLCIPFTAWKESKVKDFPVSIFSEEADGE
                     YDQKLKYTAFLPDVAIWMNGWEKKWTEGERTVYQKGNRIVNVFHPPGDDGFYLLEARE
                     NK"
     gene            833011..833874
                     /locus_tag="BA_0821"
                     /old_locus_tag="BA0821"
                     /db_xref="Pathema:BA_0821"
     CDS             833011..833874
                     /locus_tag="BA_0821"
                     /old_locus_tag="BA0821"
                     /note="identified by match to protein family HMM PF01380;
                     match to protein family HMM PF01418"
                     /codon_start=1
                     /transl_table=11
                     /product="putative transcriptional regulator, RpiR family"
                     /protein_id="AAP24825.1"
                     /db_xref="Pathema:BA_0821"
                     /translation="MKASTLLFKIESNMDQFSPAEKKVAMYIMENAEIVPNLTTKEVS
                     TNAGASEASVVRFCKSIGIGSFKAFKIALVRELTIADYNINDFSVMNTEDGPYDLFNK
                     VTYVNKAAIEASVTAIDKKELEKAADRIVNADKIIFYGVGGSATPAMDGAYKFTRLGF
                     TAMMLSDFHMMLPLVTNLKEGDIFVAISTSGRTKDVLEMAQYAKRQGATVIAITKLDQ
                     SSPLYKEADIRLCMPDVEQDHRIASIASRMTQLNMIDALYVITFNRIGNKVLDQFMET
                     REEALRLRKLK"
     gene            834030..834914
                     /locus_tag="BA_0822"
                     /old_locus_tag="BA0822"
                     /db_xref="Pathema:BA_0822"
     CDS             834030..834914
                     /locus_tag="BA_0822"
                     /old_locus_tag="BA0822"
                     /note="identified by match to protein family HMM PF01380;
                     match to protein family HMM TIGR00274"
                     /codon_start=1
                     /transl_table=11
                     /product="glucokinase regulator-related protein"
                     /protein_id="AAP24826.1"
                     /db_xref="Pathema:BA_0822"
                     /translation="MLENLSTEHRNEKTMNLDEMNIKEVLQSMNEEDRTVALAVEKEI
                     EHIEKVVRVVIQSFEEEGRLIYIGAGTSGRLGILDAVECPPTFGTDDKMVQGFIAGGL
                     KAFTKAVEGAEDREELAEEDLKSIGLNEKDTVIGIAASGRTPYVIGGLKYANSVGAST
                     ASISCNKNAEISKYAKLNVEVETGAEILTGSTRLKAGTAQKLVLNMISTASMIGVGKV
                     YKNLMVDVQSTNEKLVERSKRIIVEATGVSYEVAAEHYEKAERNVKAAIVMVLLQCEY
                     GEALEKLKQAKGFVKKAL"
     gene            834939..836303
                     /locus_tag="BA_0823"
                     /old_locus_tag="BA0823"
                     /db_xref="Pathema:BA_0823"
     CDS             834939..836303
                     /locus_tag="BA_0823"
                     /old_locus_tag="BA0823"
                     /EC_number="2.7.1.69"
                     /note="identified by similarity to SP:P08470; match to
                     protein family HMM PF00367; match to protein family HMM
                     PF02378"
                     /codon_start=1
                     /transl_table=11
                     /product="PTS system, sucrose-specific IIBC component"
                     /protein_id="AAP24827.1"
                     /db_xref="Pathema:BA_0823"
                     /translation="MKKEERMAKEISEQLGGVKNIRGIAHCMTRLRLTLHDESKVNMD
                     LLKKVEGVMGVIEDETLQVVVGPGTVNKVAAEMEGLTGLRIGEVADYHLEDLGQEMKS
                     EIKKKNNTPVKNFLRKIGSIFIPLIPGLVASGIINGVANFAKNAGADPNATWLQMLLL
                     IGGGIFTFLGILVGWNTAKEFGGTPVLGAIAGILIFNPAMANVKLFGEALVPGRGGLF
                     AVIFAAWLMVVVERQVRKAVPNAVDIIITPLITVLVVSIVTMLAIQPVAGFLSEGITN
                     GINGILNIGGAFAGAVLAGTFLPLVMVGLHHGLTPIHMEFINQTHVTPLLPVLAMAGA
                     GQVGAAIAIFVKTKNKRLRNVIKGALPVGFLGIGEPLLYGVTLPLGKPFLTACLGAAV
                     GGAFQAVMKTAALGIGVSGLSLIPLIADNKYLLYFLGLVVAYTFGFIFTYFFGFKEEM
                     AENI"
     gene            836352..837416
                     /locus_tag="BA_0824"
                     /old_locus_tag="BA0824"
                     /db_xref="Pathema:BA_0824"
     CDS             836352..837416
                     /locus_tag="BA_0824"
                     /old_locus_tag="BA0824"
                     /note="identified by similarity to OMNI:NTL01LL1144; match
                     to protein family HMM PF05913"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24828.1"
                     /db_xref="Pathema:BA_0824"
                     /translation="MLGVSIYLSKERVKKQEEWLKVAKKNGFLSIFTSLHIPEDDPNT
                     YKELIQILGKQALENEMELMVDVSQKSLHHLGMTYENVEELVEWGITGLRMDYGITPK
                     EIARVSHKMKVALNASTITDSFWKELLSENIRVKNVEAWHNFYPRPETGLAKSFLQKQ
                     NEYLHECGIKTMAFIPGDGEKRGPLYEGLPTLEKHRYMRPLEAYLELVQGCGVDKVLI
                     GDISGRVESVQEIASASRGIIPLRYEPLIEKSEVLKMVEQVHTNRLDPARDVIRSVES
                     REEHKVILQPMNAIVRKKGSITIDNELYGRYAGEMQVAIHDLPADEKVNVVGMVVEED
                     ISLLPYVGAGKMFQLFCAIE"
     gene            837577..837981
                     /locus_tag="BA_0825"
                     /old_locus_tag="BA0825"
                     /db_xref="Pathema:BA_0825"
     CDS             837577..837981
                     /locus_tag="BA_0825"
                     /old_locus_tag="BA0825"
                     /note="identified by similarity to OMNI:NTL01BH3307; match
                     to protein family HMM PF07681"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24829.1"
                     /db_xref="Pathema:BA_0825"
                     /translation="MNQYIGNLIIRIVLGVTFFAHGLAKFQSGIDNVAGWFTSIGLPG
                     GLAYGVATVELVGGILLIIGLGVRYVGLLFALILAGAIVKVNGAAGLLGDGKNPGYEL
                     DLALLSMGAYLFVVKAEGYVDRFLKEKVMKTK"
     gene            838137..838538
                     /locus_tag="BA_0827"
                     /old_locus_tag="BA0827"
                     /db_xref="Pathema:BA_0827"
     CDS             838137..838538
                     /locus_tag="BA_0827"
                     /old_locus_tag="BA0827"
                     /note="identified by similarity to OMNI:NTL03PA01818"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24830.1"
                     /db_xref="Pathema:BA_0827"
                     /translation="MPKSNLEMIRSTYEGSASSNAKHLAEALSEIAEWTEAEGFPYGG
                     TYIGVEAIMENVFSRLGSEWDDYKASVNTYHEVNGKDVIIAEGIYSGVYKKTEKSFEA
                     EFVHVWQLENGKIVKFKQYVDSHLVREAMKS"
     gene            838538..839023
                     /locus_tag="BA_0828"
                     /old_locus_tag="BA0828"
                     /db_xref="Pathema:BA_0828"
     CDS             838538..839023
                     /locus_tag="BA_0828"
                     /old_locus_tag="BA0828"
                     /note="identified by similarity to GP:22776532"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24831.1"
                     /db_xref="Pathema:BA_0828"
                     /translation="MLFKWIVGICITSIVIISSIVGGKKLLAYVEKENKNIQTQQVAN
                     EKEKKVAEESPHVSEGEIISTMHKMVHQKVKSSEKWGFVEMTKKEISNVKRDIENSTG
                     FRYKMKLFSIINRWEKGDFSQTVEEHNFLWSLQGGDTGKATERLSPEEEKQYIKEMKN
                     K"
     gene            complement(839059..839970)
                     /locus_tag="BA_0829"
                     /old_locus_tag="BA0829"
                     /db_xref="Pathema:BA_0829"
     CDS             complement(839059..839970)
                     /locus_tag="BA_0829"
                     /old_locus_tag="BA0829"
                     /note="identified by similarity to SP:P37511; match to
                     protein family HMM PF00892; match to protein family HMM
                     PF03151"
                     /codon_start=1
                     /transl_table=11
                     /product="transporter, EamA family"
                     /protein_id="AAP24832.1"
                     /db_xref="Pathema:BA_0829"
                     /translation="MPYFYVFLLLLTSLLWGGNFVVGKSLVDHASPMTLTSLRWIIAI
                     VCLLPMVWFKEKKIIPPRAAILPLILMGISGVALFNIFQFLALEKTSATNVGLISTLN
                     AISIALFSVLFLKEKVNTLQILSMILSFFGVILVLLKGNFALLFSLHFNSGDLWMIAA
                     VCIWGIYSVCSKWATKTTTPLMATLYSGIFGVILLLPFNIGSFTVTNINTSFITSLLY
                     TGLISTVLCMVFWNIGVQKLGATTSGIFLNFNPIFTAILAFLFLGEELTWIQIVGTMI
                     VMTGCYLFSHFKTVTVQPTGTLLRKHS"
     gene            840174..840668
                     /locus_tag="BA_0830"
                     /old_locus_tag="BA0830"
                     /db_xref="Pathema:BA_0830"
     CDS             840174..840668
                     /locus_tag="BA_0830"
                     /old_locus_tag="BA0830"
                     /note="identified by similarity to SP:P42179; match to
                     protein family HMM PF01037"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, AsnC family"
                     /protein_id="AAP24833.1"
                     /db_xref="Pathema:BA_0830"
                     /translation="MESSVIKVLDDLDVQILDILQKESQVSNAELARRVNLSPAAMHA
                     RIKRLDGEGFIDKQVAILNQEKLGFDLLCFIFMSTNIHQSDKLEVLEKELEAMPEVLE
                     CHCLTGEYDYLLKVANRDRKELEQFIRKLNKLGITRIQTSLALREIKYSTVLPIRNEE
                     PSID"
     gene            840797..841252
                     /locus_tag="BA_0831"
                     /old_locus_tag="BA0831"
                     /db_xref="Pathema:BA_0831"
     CDS             840797..841252
                     /locus_tag="BA_0831"
                     /old_locus_tag="BA0831"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP24834.1"
                     /db_xref="Pathema:BA_0831"
                     /translation="MKICNAVTSDVKEIYSLIEVYAKEGVVLPRSLLSLYQYLQCLYV
                     VKEEGEIVGVAGLHVLGEDLAEVRSLVVSHIYAGKGIGRMLVNHVINEAAKIKVSRVI
                     SLTYETEFFQKCGFDFVNRDALPEKVWIDCRHCPKVDYCDEVAMIRYVG"
     gene            841611..841955
                     /locus_tag="BA_0832"
                     /old_locus_tag="BA0832"
                     /db_xref="Pathema:BA_0832"
     CDS             841611..841955
                     /locus_tag="BA_0832"
                     /old_locus_tag="BA0832"
                     /note="identified by match to protein family HMM PF00893"
                     /codon_start=1
                     /transl_table=11
                     /product="putative sugE protein"
                     /protein_id="AAP24835.1"
                     /db_xref="Pathema:BA_0832"
                     /translation="MKNKAWLYVILTCIFEVFWVFGFNTANTWWHWIIILGVIAVDFH
                     FLSKACEHLATGTVYAVFAGAGTVGTFLMDVFLFGGSFSVGKLFFIVMVVAGVIGLKL
                     ADNKEETVEGAA"
     gene            841958..842272
                     /locus_tag="BA_0833"
                     /old_locus_tag="BA0833"
                     /db_xref="Pathema:BA_0833"
     CDS             841958..842272
                     /locus_tag="BA_0833"
                     /old_locus_tag="BA0833"
                     /note="identified by similarity to SP:P30743; match to
                     protein family HMM PF00893"
                     /codon_start=1
                     /transl_table=11
                     /product="putative sugE protein"
                     /protein_id="AAP24836.1"
                     /db_xref="Pathema:BA_0833"
                     /translation="MGWFFVFCAAISEIVGVIGLKMYSKDKTLANGALYIGGFATSFA
                     FLYTSFLFLQVSVAYAVWIGIGTAGAVLLNMFLFGESKSKARIISVALIVCGVTGLKA
                     LS"
     gene            842405..842980
                     /locus_tag="BA_0834"
                     /old_locus_tag="BA0834"
                     /db_xref="Pathema:BA_0834"
     CDS             842405..842980
                     /locus_tag="BA_0834"
                     /old_locus_tag="BA0834"
                     /note="identified by similarity to OMNI:NTL01BS03443;
                     match to protein family HMM PF00440"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, TetR family"
                     /protein_id="AAP24837.1"
                     /db_xref="Pathema:BA_0834"
                     /translation="MNKKEKIVYAAIEVFQEKGVEKTKISDIVKLAGIAQGTFYLYFP
                     SKLSVMPAIAEVMVEKMILAVKEKVQNDAPFSSKVTQVIDAVFHFIEEYREIQALMYA
                     GLASTEHIKEWEAVYEPLYMWLSEFLSEAKEAGEIRESVHAERTAKLFIALVESAAEQ
                     VYLYDHKDDEQVELQKAEVLDFLTHALHIKK"
     gene            843191..844393
                     /gene="blT"
                     /locus_tag="BA_0835"
                     /old_locus_tag="BA0835"
                     /db_xref="Pathema:BA_0835"
     CDS             843191..844393
                     /gene="blT"
                     /locus_tag="BA_0835"
                     /old_locus_tag="BA0835"
                     /note="identified by similarity to OMNI:NTL01BS02651;
                     match to protein family HMM PF00083; match to protein
                     family HMM PF05978; match to protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="multidrug resistance protein"
                     /protein_id="AAP24838.1"
                     /db_xref="Pathema:BA_0835"
                     /translation="MKKPIKEQKMVLVILLSNIFIAFLGIGLIIPVMPSFMNDMHLTG
                     KTMGYLVAVFAMAQLIASPITGRWVDLYGRKKMIIIGLFIFGVSELLFGLGTDVWMLY
                     VARVLGGISAAFIMPGVTAYVADITSIQERPKAMGYLSAAISTGFIIGPGIGGFIAEY
                     GIRVPLFVAAAIAFIACVISIFILKEPLTKEELAEISSNTKESSFIGDLKKSLHPMYA
                     IAFIIVFVLAFGLSAYETVFSLFSDHKFGFTPKDIAAIITISSIFGVVVQVFMFGKLV
                     DMFGEKVLIQICLIVGAVLAFVSTVVFNYWIVLLVTCFIFLAFDLLRPALTTFLSKAA
                     GKEQGFVAGMNSTYTSLGNIAGPAMGGILFDMNIHYPYAFSGVVLIVGLAITFMWREK
                     QLAESFAK"
     gene            complement(844427..844765)
                     /locus_tag="BA_0836"
                     /old_locus_tag="BA0836"
                     /db_xref="Pathema:BA_0836"
     CDS             complement(844427..844765)
                     /locus_tag="BA_0836"
                     /old_locus_tag="BA0836"
                     /note="identified by similarity to EGAD:48374; match to
                     protein family HMM PF01047; match to protein family HMM
                     PF01638"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24839.1"
                     /db_xref="Pathema:BA_0836"
                     /translation="MNNIDPVELTKGLPGIPCPIAKTLDVIRTKWTFLIIRDLLIEGT
                     LRFSDLQKSMDGISPKTLSLRLKELESQGIITRKVYPEVPPRVEYTLTDKGKQLEGIF
                     IELKRFGLSL"
     gene            844934..845473
                     /locus_tag="BA_0837"
                     /old_locus_tag="BA0837"
                     /db_xref="Pathema:BA_0837"
     CDS             844934..845473
                     /locus_tag="BA_0837"
                     /old_locus_tag="BA0837"
                     /note="identified by match to protein family HMM PF07366"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP24840.1"
                     /db_xref="Pathema:BA_0837"
                     /translation="MGVKKLFGFLSLFVICIVLVACGVEEKTEVQLLKEMPKAKTMTI
                     DPSLSKMEATEMVHAAQRFYAFWDTGKEELLSQTVTKDFFDNTLPKGRSQGIEGLKFA
                     AQNFRKVVPDIHCKIEDLLVVGDKVTARLSFSGTHNGKKINFFAIDILHVKDGKITED
                     WHLEDNLTLKQQLGLINEE"
     gene            845493..846041
                     /locus_tag="BA_0838"
                     /old_locus_tag="BA0838"
                     /db_xref="Pathema:BA_0838"
     CDS             845493..846041
                     /locus_tag="BA_0838"
                     /old_locus_tag="BA0838"
                     /note="identified by match to protein family HMM PF02525"
                     /codon_start=1
                     /transl_table=11
                     /product="NAD(P)H dehydrogenase, quinone family"
                     /protein_id="AAP24841.1"
                     /db_xref="Pathema:BA_0838"
                     /translation="MKNIFIINGHEKYGTKEGRLNKTLVDHMVTVLSENHQVKTTTIQ
                     DGYNIKEEQDKFLWADVVIYQTPIYWFSVPGLFKTYMDEVYEYGLFFKGADEYGTGGL
                     LTEKEYMFSTTWNAPENSFGDKTKFFEGESLESTLSHLHRVQKFLGMSPLKSFACYDV
                     VKNPDIEQYLLNLKDHLDEVIK"
     gene            complement(846114..847853)
                     /locus_tag="BA_0839"
                     /old_locus_tag="BA0839"
                     /db_xref="Pathema:BA_0839"
     CDS             complement(846114..847853)
                     /locus_tag="BA_0839"
                     /old_locus_tag="BA0839"
                     /note="identified by similarity to GP:16414664; match to
                     protein family HMM PF00496"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter, substrate-binding
                     protein"
                     /protein_id="AAP24842.1"
                     /db_xref="Pathema:BA_0839"
                     /translation="MKIMDYYIRLRLHAQDQQHIRNSLQELADVLYCSTKNVKILLKK
                     MSEEQLISWTPGRGRGNKTEILFSHNFVEAIESYTDELLAQEKLKDVFLLLKEPLPPA
                     LQKKIENKLHHHFGYEPSNDMYDILKIPISRKIFPLDPAFVAVTTESHLTSQIFDTLV
                     VYNDVTEKMEPHIAHTWELSEDWLTWTFYLRKDIHFHNETILTSKDVQFSFERLKEVH
                     SPFEWLTEEIVQIETPSPLQIRFHLAKPNLFSLHYVSSIQLAILPRDVSIENHHYIGT
                     GPFKLAHYSEDNIVLEAFTHYFKERALLDRIEFWGIPDHVQIDADYELPNEEENERHD
                     IQIEEIGCIYAGFNFTKPGPHHDMYFRKAWRELYDVETILRSIEGRRTIAASSFFPER
                     SRQAFKRSYSLEKAKKYLKKSTYNGEAIHIYFFAFKDSANDAYFLKERCDGLGIQVEL
                     HPFLVSDYMNRSIDQHADIIFMGEVFASNHELAFLNVFKNKSCFVNRFMDQHYEKQIN
                     CLLDTFLLEENKEKRYELMYEIEEFLQAEHIILFNYHVLKRKTYPSSLKNVTIDSFGW
                     ANFAKLWIQPSMS"
     gene            847959..849215
                     /locus_tag="BA_0840"
                     /old_locus_tag="BA0840"
                     /db_xref="Pathema:BA_0840"
     CDS             847959..849215
                     /locus_tag="BA_0840"
                     /old_locus_tag="BA0840"
                     /note="identified by similarity to GP:16414663; match to
                     protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="MFS transporter"
                     /protein_id="AAP24843.1"
                     /db_xref="Pathema:BA_0840"
                     /translation="MGFWSMHRNIKIRIITSFLTRTVSTMIFPFMAIYFSIKLGSAIA
                     GALLLINVMASLVIGLYGGYVGDRLGRKKVMIIGQSIQVISIACMGIANSDYVDSPWL
                     TFVFMLVNSLGSGLMNPATEAMLIDVSTPENRKVMYSINYWAINLSIAIGAIFGGLLF
                     ENYRLQLFIVLTLVAIITLYVMAVYMEEVYVARKTVEKKNVLKDMADSYKVVMKDRAF
                     LIFCAASICTLSLEFQINNYLGVRLQKEFETVHFFFGNGFTFDLTGIRMLSWISAENT
                     ILVVLCSALLIKMLKRFNDLKILYVGLFIYTIGFTILGTSNSLWILLIAGLFQTVGEM
                     MYVPVRQSIMADMVPNEARGSYMAINGMVFQVAKMNGALGVMLGSFIASWGMSALYFI
                     VGMSSILLFMKAIGKEKYERQISQIG"
     gene            complement(849260..849463)
                     /locus_tag="BA_0841"
                     /old_locus_tag="BA0841"
                     /db_xref="Pathema:BA_0841"
     CDS             complement(849260..849463)
                     /locus_tag="BA_0841"
                     /old_locus_tag="BA0841"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24844.1"
                     /db_xref="Pathema:BA_0841"
                     /translation="MNNTPPSTPPNPTETNNREVSLQTLRVIGLIVLISGYILVALSE
                     VGTLKNLLLQPNTTPNLAEVDPF"
     gene            complement(849701..850216)
                     /locus_tag="BA_0842"
                     /old_locus_tag="BA0842"
                     /db_xref="Pathema:BA_0842"
     CDS             complement(849701..850216)
                     /locus_tag="BA_0842"
                     /old_locus_tag="BA0842"
                     /note="identified by similarity to SP:P80876; match to
                     protein family HMM PF01965; match to protein family HMM
                     TIGR01382"
                     /codon_start=1
                     /transl_table=11
                     /product="thiJ/pfpI family protein"
                     /protein_id="AAP24845.1"
                     /db_xref="Pathema:BA_0842"
                     /translation="MSKKIAILITDYFEDTEYTEPAEAFKQKGYELTTIEAEKGKTVH
                     GKQGKSEVVIDTGIDDVSPENFDALFIPGGFSPDILRADERFVRFSKAFMDAEKPVFA
                     ICHGPQLLITAQTLEGRDVTGYKSIEVDLKNAGGNFHDKEVVVCQNQLVTSRQPEDIP
                     AFIEESLRILR"
     gene            complement(850240..852225)
                     /locus_tag="BA_0843"
                     /old_locus_tag="BA0843"
                     /db_xref="Pathema:BA_0843"
     CDS             complement(850240..852225)
                     /locus_tag="BA_0843"
                     /old_locus_tag="BA0843"
                     /note="identified by match to protein family HMM PF00199;
                     match to protein family HMM PF06628"
                     /codon_start=1
                     /transl_table=11
                     /product="catalase"
                     /protein_id="AAP24846.1"
                     /db_xref="Pathema:BA_0843"
                     /translation="MEQLKHHVTDNQRKHALTTNQGVKIAEDEFSLKMGLRGPTLMED
                     FHFREKMTHFDHERIPERIVHARGVGAHGYFQLYESLEAYTKADFLTNPSKKTPVFVR
                     FSTVQGSKGSNDAVRDVRGFATKFYTDEGNYDLVGNNMPVFFIQDAIKFPDFVHAVKP
                     EPHNDIPQGASAHDTFWDFVAHNPESTHMVMWQMSDRAIPRSLRMMEGFGVHTFRLIN
                     KEGKAHFVKFHWKPALGVHSLVWDEAQKIAGKNPDFHRQDLYEAIEKGDYPEWELGLQ
                     LIPEEDEHTFDFDILDPTKLWPEEEVPVKLVGKMTLNKNVDNFFAETEQVAFHPGHVV
                     PGIDFSNDPLLQGRLFSYTDTQLSRLGGPNFHQTPINQPVCPFHNNQRDGMHQMQIHR
                     GQTSYHPNGLNDNQPATVQAEQGGYEHYQEKIDGHKIRGRSKSFLNFYSQAKLFYNSM
                     SPIEKQHIKEAFCFEVGKCKSDMVKANVIALLNHVDRQLAQEVANIIGAPLPKENHEV
                     NSDAKSPALSMSNTIFKADSKNVAIVLNGDPSVSLLSEWIQAFAQHRINYSIVDNKIY
                     QFNNSIKVTDTYTTTDSSLFDAVLVFSSESAIHPPVLEFAETTFKHFKPIAHVLSNPH
                     ALDNSKIKLDGAGIYNLANTSIESFIEGIAQGRFWNR"
     gene            complement(852430..853629)
                     /locus_tag="BA_0844"
                     /old_locus_tag="BA0844"
                     /db_xref="Pathema:BA_0844"
     CDS             complement(852430..853629)
                     /locus_tag="BA_0844"
                     /old_locus_tag="BA0844"
                     /note="identified by similarity to OMNI:NTL01BS01005;
                     match to protein family HMM PF05975"
                     /codon_start=1
                     /transl_table=11
                     /product="putative permease"
                     /protein_id="AAP24847.1"
                     /db_xref="Pathema:BA_0844"
                     /translation="MSIESLWSSRFQQHMQNIITYFARMINGLLYSFIFISCVGAYYY
                     AQFLKTSPSKGISLLLITIVLTFIITRCPIRTFIQKPDAVYLLAIEEKLTSYFKKSLL
                     YNYIMQLFPLLFTFLILVPLALQSLQLTVPFLCTIFIVLMVTKAWNIYIHWMWRDRHE
                     KNIWLIIRITCNALLIYMLFYAANVLILGGLLLLLAFLLLYTNKQPTKRIPWDYIIEQ
                     EEKMNVRFYQFASIFTDVPQLNKQVNKRKWLTTWIEPLLHKKRATFFYLHTLAFLRGN
                     DYFGIYIRLGLIGAFALYFIPNIYVKGAITYIVLYMISMQLRSLWKYFSGNIIVALYP
                     IDTEKRMNQFLRLIFILLSIQLIIFSIVILIATGQFLHTLIIMIIGLLWIKFIIVPKT
                     KQRVSSF"
     gene            complement(853690..855060)
                     /locus_tag="BA_0845"
                     /old_locus_tag="BA0845"
                     /db_xref="Pathema:BA_0845"
     CDS             complement(853690..855060)
                     /locus_tag="BA_0845"
                     /old_locus_tag="BA0845"
                     /note="identified by similarity to EGAD:124604; match to
                     protein family HMM PF00324"
                     /codon_start=1
                     /transl_table=11
                     /product="amino acid permease family protein"
                     /protein_id="AAP24848.1"
                     /db_xref="Pathema:BA_0845"
                     /translation="MVGAGIFMVPSTLAQTASPLGVTLAWLTTGFGVLMLALVFGNLA
                     IRRPDLTTGPQSHAYALFSTPKKKKMAGFSMVWGYWVANWASNVAIITSFAGYLSLFF
                     PIMKDTRLLFSIGSFNVEVGKLITFTICSILLWGTHVILTNGVSGAGKLNFLATTTKV
                     TGFLLFIVVTLFAFEASKFGQWYTPMIDKSGVSHGLLSQVNLAALTTLWAFIGIESAV
                     LLSNRAVSPKTVKRATVAGLLITVAIYLGITILTMGVLHVDTLQASERPLADALNAAM
                     GHGGGKLMALLALTSLFGSILGWILLSSEVPYQAAKEGFFPSFFAKTNKKGSPIYSLR
                     LTNIMSQVFLFSTLSGTIAEAYTFVITVSTLAYLIPYLVSPIFQLKLVATGETYKNEM
                     RARITDGIVAVIALCYALWVIKTGASDIKTFLLGIGLFVIGFAFYPLMNRDQKKNNEK
                     KDGQVA"
     gene            855643..856473
                     /gene="racE1"
                     /locus_tag="BA_0847"
                     /old_locus_tag="BA0847"
                     /db_xref="Pathema:BA_0847"
     CDS             855643..856473
                     /gene="racE1"
                     /locus_tag="BA_0847"
                     /old_locus_tag="BA0847"
                     /EC_number="5.1.1.3"
                     /note="identified by match to protein family HMM PF01177;
                     match to protein family HMM TIGR00067"
                     /codon_start=1
                     /transl_table=11
                     /product="glutamate racemase"
                     /protein_id="AAP24849.1"
                     /db_xref="Pathema:BA_0847"
                     /translation="MSVCHKHSVIGVLDSGVGGLTVASEIIRQLPKESICYIGDNERC
                     PYGPRSVEEVQSFVFEMVEFLKQFPLKALVVACNTAAAATLAALQEALSIPVIGVIHP
                     GARAAIKVTKKGKIGVIGTVGTIQSNMYEKALHELDTYLKVHSHACPTLATVVENRLE
                     DTAYVTQQVKQALLPLTKEDIDTLILGCTHYPLLESYIKKELGEDVTIISSAEETAIE
                     LSTILQHKGILADNLNPKHRFFTTGSVSSFEHIAERWLGYQISVDCVDLPVKNARICN
                     "
     gene            856586..857677
                     /locus_tag="BA_0848"
                     /old_locus_tag="BA0848"
                     /db_xref="Pathema:BA_0848"
     CDS             856586..857677
                     /locus_tag="BA_0848"
                     /old_locus_tag="BA0848"
                     /note="identified by similarity to OMNI:SO3782"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24850.1"
                     /db_xref="Pathema:BA_0848"
                     /translation="MELSRSQLFALEYISKYAENEKREAKATINHILNMSNITDEMFE
                     EAVANLKSHARIALHFHPDRLDSNMRNIAEALLEQGRYKSQFETLLSNGSVSAYPGGE
                     RDLWEKRIFGGAYQLEGVTNDQRPKYGALNLMLHPEGPAPRFGSCYFLLSPKVSSRST
                     YTYLDSHQDPKEKGTYEEFDMILAALLEETFVRDFAIGEGNLTPTRFIHHLLANLERP
                     FIELVNKESARNLNHYIEAQIHGEISLKEDVEALVVDPSFKGTDVGRTLEEICMKYAI
                     DLYWHMGFVLMVDDVPMNFRGSKMPSLARRIARNNCIDANIIGSAVVDLKSNPLSWSD
                     RGTYEEVLQELKLLWHVLVRFGKPNRNLK"
     gene            complement(857752..859191)
                     /gene="gapN"
                     /locus_tag="BA_0849"
                     /old_locus_tag="BA0849"
                     /db_xref="Pathema:BA_0849"
     CDS             complement(857752..859191)
                     /gene="gapN"
                     /locus_tag="BA_0849"
                     /old_locus_tag="BA0849"
                     /EC_number="1.2.1.9"
                     /note="identified by match to protein family HMM PF00171"
                     /codon_start=1
                     /transl_table=11
                     /product="glyceraldehyde-3-phosphate dehydrogenase,
                     NADP-dependent"
                     /protein_id="AAP24851.1"
                     /db_xref="Pathema:BA_0849"
                     /translation="MTTSNTYKFYLNGEWRESSSGETIEIPSPYLHEVIGQVQAITRG
                     EVDEAIASAKEAQKSWAEASLQDRAKYLYKWADELVNMQDEIADIIMKEVGKGYKDAK
                     KEVVRTADFIRYTIEEALHMHGESMMGDSFPGGTKSKLAIIQRAPLGVVLAIAPFNYP
                     VNLSAAKLAPALIMGNAVIFKPATQGAISGIKMVEALHKAGLPQGLVNVATGRGSVIG
                     DYLVEHEGINMVSFTGGTNTGKHLAKKASMIPLVLELGGKDPGIVREDADLQDAANHI
                     VSGAFSYSGQRCTAIKRVLVHENVADELVSLVKEQVAKLSVGSPEQDSTIVPLIDDKS
                     ADLVQGLVDDAVEKGATIVIGNKRERNLIYPTLIDHVTEEMKVAWEEPFGPILPIIRV
                     SSDEQAIEIANKSEFGLQASVFTKDINKAFAIANKIETGSVQINGRTERGPDHFPFIG
                     VKGSGMGAQGIRKSLESMTREKVTVLNLV"
     gene            859435..859539
                     /locus_tag="BA_0851"
                     /old_locus_tag="BA0851"
                     /db_xref="Pathema:BA_0851"
     CDS             859435..859539
                     /locus_tag="BA_0851"
                     /old_locus_tag="BA0851"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24852.1"
                     /db_xref="Pathema:BA_0851"
                     /translation="MKGVCVMIVIVNVMDLALLNGRKHLYHYATRADI"
     gene            859782..861542
                     /locus_tag="BA_0852"
                     /old_locus_tag="BA0852"
                     /db_xref="Pathema:BA_0852"
     CDS             859782..861542
                     /locus_tag="BA_0852"
                     /old_locus_tag="BA0852"
                     /note="identified by similarity to OMNI:NTL01BH1159; match
                     to protein family HMM PF00005; match to protein family HMM
                     PF00664"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, permease/ATP-binding protein"
                     /protein_id="AAP24853.1"
                     /db_xref="Pathema:BA_0852"
                     /translation="MFSVLLKLKWFFKEHWKRYSIAIGALLIVNIVEVIPPKVLGVTI
                     DNIKTGTLSNEAIIQSILILIGVTIVGYGLTFVWQHQLFGGAFVLEKTMRSKFMGHLL
                     KMTPTFYQKNRTGDLMARATNDLKAIAMTAGFGILTLVDSSLYMLTIVFMMGFTISWE
                     LTFAALIPLPIMAYAMNIYGKKLHERFTVAQDAFGDMNDKVLESIAGVRVIRAYVQEN
                     ADQERFHQLGDDVYEKNMKVARIDALFQPTVKMLVGLSYLIGLVYGAYLVFQSKVTLG
                     ELVSFNVYLGMMIWPMFAIGELINVMQRGNASLDRVNETLAYEPDVKDPKHPKLVQEP
                     DYIQFDDVTFSYPSSTETNLKKVSFTLKQGETLGVVGKTGSGKTTLVRQLLRQYPLGD
                     GDIAVSDVTLDKMTNENVLGWIGYVPQEHISFSKTARENILFGNREATEEELEKAIEI
                     AAFKKDLEFLPEGLETLVGEKGVSLSGGQKQRISIARAVIQNPEILILDDSLSAVDAR
                     TEAAIIENIRTERSGKTTIITTHRLSAVQHADWILVMDEGEVMEEGTHDQLIQKGGWY
                     AEQFERQQGESESADSGVKI"
     gene            861539..863541
                     /locus_tag="BA_0853"
                     /old_locus_tag="BA0853"
                     /note="ABC transporter, permease/ATP-binding protein,
                     authentic frameshift; an automated process has identified
                     a potential problem with this gene model; it may contain
                     one or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_0853"
     gene            863814..864611
                     /locus_tag="BA_0855"
                     /old_locus_tag="BA0855"
                     /db_xref="Pathema:BA_0855"
     CDS             863814..864611
                     /locus_tag="BA_0855"
                     /old_locus_tag="BA0855"
                     /note="identified by similarity to SP:P42199; match to
                     protein family HMM PF00497"
                     /codon_start=1
                     /transl_table=11
                     /product="amino acid ABC transporter, amino acid-binding
                     protein"
                     /protein_id="AAP24854.1"
                     /db_xref="Pathema:BA_0855"
                     /translation="MKKLFSVLAVTTLAIGIVAGCGKEEKKDTASQDALQKIKQSGEL
                     VIGTEGTYPPFTFHDSSNKLTGFDVELAEEVAKRLGVKPVFKETQWDSLLAGLDAKRF
                     DMVANEVGIREDRQKKYDFSKPYVSSSAALVIAKDKDKPATFADVKGLKGAQSLTSNY
                     ADIAKKNGAEIIGVEGFSQAAELLASGRVDFTINDKLSVLNYLETKKDAKIKIVDTEK
                     EASESGFLFRKGSTKLVQEVDKALEDMKKDGTYDKITKKWFGENVSK"
     gene            864589..865296
                     /locus_tag="BA_0856"
                     /old_locus_tag="BA0856"
                     /db_xref="Pathema:BA_0856"
     CDS             864589..865296
                     /locus_tag="BA_0856"
                     /old_locus_tag="BA0856"
                     /note="identified by similarity to EGAD:30721; match to
                     protein family HMM PF00528; match to protein family HMM
                     TIGR01726"
                     /codon_start=1
                     /transl_table=11
                     /product="amino acid ABC transporter, permease protein"
                     /protein_id="AAP24855.1"
                     /db_xref="Pathema:BA_0856"
                     /translation="MVKMYLSSALISDRLSTWIDIMQTSFMPMLKEAVFTTIPLTLIT
                     FIIGLILATLTALARISGSRILQWIARIYVSIIRGTPLLVQLFIIFYGLPTLNVEVEP
                     YTAAVIGFSLNVGAYASEIIRASILSIPKGQWEAAYTIGMTYPQALKRVILPQATRVS
                     IPPLSNTFISLVKDTSLASLILVTEMFRKAQEIAAMNYEFLIVYFEAGLIYWVICFLL
                     SIVQQMLEKRSERYTLK"
     gene            865325..866059
                     /locus_tag="BA_0857"
                     /old_locus_tag="BA0857"
                     /db_xref="Pathema:BA_0857"
     CDS             865325..866059
                     /locus_tag="BA_0857"
                     /old_locus_tag="BA0857"
                     /note="identified by similarity to EGAD:28089; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="amino acid ABC transporter, ATP-binding protein"
                     /protein_id="AAP24856.1"
                     /db_xref="Pathema:BA_0857"
                     /translation="MISIQHLQKSFGDNTVLKHIDLTVEKGEVVVIIGPSGSGKTTFL
                     RCLNVLETPNAGNIRIGDKELNFSQKVTKKDIVNLRTQTGMVFQHHNLFPHLTALQNV
                     MEGLVTVKKMGKEEAKKKANYFLEKVGLADKVDLYPFQLSGGQQQRVGIARALAMEPE
                     VLLFDELTSALDPELVQEVLKVMKELAKEGMTMVIVTHEMRFAHQIANRVIFMDGGVV
                     VEQGTPEDVFTNPKEERTKKFLQMLQ"
     gene            complement(866111..866314)
                     /gene="sasP1"
                     /locus_tag="BA_0858"
                     /old_locus_tag="BA0858"
                     /db_xref="Pathema:BA_0858"
     CDS             complement(866111..866314)
                     /gene="sasP1"
                     /locus_tag="BA_0858"
                     /old_locus_tag="BA0858"
                     /note="identified by match to protein family HMM PF00269"
                     /codon_start=1
                     /transl_table=11
                     /product="small acid-soluble spore protein"
                     /protein_id="AAP24857.1"
                     /db_xref="Pathema:BA_0858"
                     /translation="MANQNSSNQLVVPGATAAIDQMKYEIAQEFGVQLGADSTARANG
                     SVGGEITKRLVAMAEQSLGGFHK"
     gene            866671..866916
                     /locus_tag="BA_0859"
                     /old_locus_tag="BA0859"
                     /db_xref="Pathema:BA_0859"
     CDS             866671..866916
                     /locus_tag="BA_0859"
                     /old_locus_tag="BA0859"
                     /note="identified by similarity to OMNI:NTL01BH1141"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24858.1"
                     /db_xref="Pathema:BA_0859"
                     /translation="MGICPLCNALELQTYSCQNCQSILQDYGKAVDYIDDYSAYMDQE
                     LLSAVDGLTHNNSNEYCNHIFYCGVCNVETEIVVKLV"
     gene            complement(866933..868393)
                     /locus_tag="BA_0860"
                     /old_locus_tag="BA0860"
                     /db_xref="Pathema:BA_0860"
     CDS             complement(866933..868393)
                     /locus_tag="BA_0860"
                     /old_locus_tag="BA0860"
                     /note="identified by similarity to EGAD:108582"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24859.1"
                     /db_xref="Pathema:BA_0860"
                     /translation="MKEHIYTLNISDENPNSITLPYIFSITPPITSLSFGLRHVASED
                     VKIHYSFTREIIIGKQIVKKLLLPHSTTIHAFTQNETIIFGPLIGIFTTGFNDDTSNP
                     LGNRSTSLGELLTPPFTLRPFVFVFGVQHIDWEDETIEGYFFQEEKWIKKKVPLPNVI
                     YDRLPNRKAENYKPIVRAKRKLEHDYAIPWFNPGFFNKWEVHQLLMKDESIMPLLPST
                     ETFQHFEQVERFLGTYKSIYMKPIHGSFGRNIHQLFYSQTENCYYCRYRENEENKLRK
                     YQSLETLLNHVLKGHDLKKFIVQQGISLLRFDGQPVDFRIHTNKNHFGQWMVSAIVAK
                     IAGKGSLTTHVNSGGDTKLLQELFPDSTKQIQIENKLKHTALQISYALDEQVTGNIGE
                     IGFDIGLDTQENPWLFEANSKPGRTVFQDAKLKEQSELTRQLFYEYAIYLTEHSLRYT
                     KEKMSQIKSENSSNNEHIPSPMIHSQIQKQKLPPHS"
     gene            complement(868414..869466)
                     /locus_tag="BA_0861"
                     /old_locus_tag="BA0861"
                     /db_xref="Pathema:BA_0861"
     CDS             complement(868414..869466)
                     /locus_tag="BA_0861"
                     /old_locus_tag="BA0861"
                     /note="identified by similarity to EGAD:108583"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24860.1"
                     /db_xref="Pathema:BA_0861"
                     /translation="MVLGILTSQPHYEQTYYTEIAKRARLYHNVVAQFTPFGIDPKTD
                     LISGLIYDTDTGKWKEQTFPIPSYIYDRSSFNEETNVEKAKSIIRSLHTRPSTTFLNN
                     TLIDLSELHDVFLTNKKLSPYIPKFEIATIHNIFKLLLKTKDIIIRPTNAHSSESLYR
                     VVYKNKTFHIDTINDAYHISTPIKRTDEFISWYKSNIRSARYMTHTMLQPPNQLTYPL
                     HIRTILQKNKEHNWNVIGQFIQKSSFPNQLLLSAPEDSSLHAFSKIKYVLSSTGVQLL
                     QDALQDIINEVFQTLDASYSSLFELELSTIMDQKGAIWLMYVNTIPPYEHYIRHSDSL
                     AEKIYHGPLKFSRFTP"
     gene            869592..870737
                     /locus_tag="BA_0862"
                     /old_locus_tag="BA0862"
                     /db_xref="Pathema:BA_0862"
     CDS             869592..870737
                     /locus_tag="BA_0862"
                     /old_locus_tag="BA0862"
                     /note="identified by similarity to GP:3688818; match to
                     protein family HMM PF04286"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24861.2"
                     /db_xref="Pathema:BA_0862"
                     /translation="MIVMNIWLSMLTTTGLGAIIGGFTNHLAIKMLFRPHRPMYIGKF
                     QVPFTPGLIPKRRDELAVQLGKMVVEHLLTPEGIGKKLTNEEFQKGLIHWAQVEVDKV
                     ITNEQSLRHMLGKWDVAHVEKEATEKIEQVITEKIQAFLEEYYTYTWEQALPHSVHEK
                     IENAIPNVSAFILKRAIHFFESEEGKSRLSRMIDDFFASRGALLNLVGMFLGNVSVVD
                     RVQPEVIKFLGQDGTKQLLTDVLQKEWEKLKGRDVKELETFVEKEMIVSSILSAVKVE
                     ETVSKFLNQSVQQVCEPVRETIIEKVVPNAVTKGLKWGGENVESILNNLHLAEIVQQE
                     VSTFSTERLEDLVLSITKNELKMITYLGALLGGMIGIVQGLLLLFLK"
     gene            870879..871235
                     /locus_tag="BA_0863"
                     /old_locus_tag="BA0863"
                     /db_xref="Pathema:BA_0863"
     CDS             870879..871235
                     /locus_tag="BA_0863"
                     /old_locus_tag="BA0863"
                     /note="identified by similarity to GP:3688819; match to
                     protein family HMM PF06133"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24862.1"
                     /db_xref="Pathema:BA_0863"
                     /translation="MTKNIHDVAYELQKAIAENDDFKTLKESYAAVQADAASKNLFDE
                     FRTMQLSLQQKMMQGQEITEEDNQQAQEVVVRIQQDAKITKLMETEQRLNVVIGDVNK
                     IIMKPLEELYSAQQQV"
     gene            complement(871274..871870)
                     /locus_tag="BA_0864"
                     /old_locus_tag="BA0864"
                     /db_xref="Pathema:BA_0864"
     CDS             complement(871274..871870)
                     /locus_tag="BA_0864"
                     /old_locus_tag="BA0864"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP24863.1"
                     /db_xref="Pathema:BA_0864"
                     /translation="MKKYTLYSLMLLTLLFLSACSNSAQPKEENDVQSIKDVTVKIPE
                     TIFTSSKKNETINEDEMKRSIKTYLDYSGELYENTVPLSSAMSDEKVTESDREKLQKL
                     IDLAQQNDANFHHFISNNTIPHDYKQPSKEIHDYISSSTALSVELEQELDKLAEDGNL
                     FKTDFSFTKRFEKVNGRKQKEIEKFLKEKKIETEYFKK"
     gene            complement(871892..872452)
                     /locus_tag="BA_0865"
                     /old_locus_tag="BA0865"
                     /db_xref="Pathema:BA_0865"
     CDS             complement(871892..872452)
                     /locus_tag="BA_0865"
                     /old_locus_tag="BA0865"
                     /note="identified by similarity to GP:10178299; match to
                     protein family HMM PF08006"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24864.1"
                     /db_xref="Pathema:BA_0865"
                     /translation="MNKSEFLSQLSSSLRNIPNSEKEYIISEYETHFISGKQDGKCEE
                     EIARKLGNPKTIAKELTVSYAITNADNKRSFKNMITALFSVMSLSVLNFAFIFVAFFV
                     LLFLLPFLLALIIATPLLIISPILLIGLGFFKGFHQISYSDVYNVFIAFCVGLLISVV
                     CYQMVKHLYVLLVKYLKWNIAILQRH"
     gene            872857..874545
                     /gene="alsS"
                     /locus_tag="BA_0866"
                     /old_locus_tag="BA0866"
                     /db_xref="Pathema:BA_0866"
     CDS             872857..874545
                     /gene="alsS"
                     /locus_tag="BA_0866"
                     /old_locus_tag="BA0866"
                     /EC_number="2.2.1.6"
                     /note="identified by similarity to SP:Q04789; match to
                     protein family HMM PF00205; match to protein family HMM
                     PF02775; match to protein family HMM PF02776; match to
                     protein family HMM TIGR02418"
                     /codon_start=1
                     /transl_table=11
                     /product="acetolactate synthase, catabolic"
                     /protein_id="AAP24865.1"
                     /db_xref="Pathema:BA_0866"
                     /translation="MSTGVKANDVKTKTKGADLVVDCLIKQGVTHVFGIPGAKIDSVF
                     DVLQERGPELIVCRHEQNAAFMAAAIGRLTGKPGVCLVTSGPGTSNLATGLVTANAES
                     DPVVALAGAVPRTDRLKRTHQSMDNAALFEPITKYSVEVEHPDNVPEALSNAFRSATS
                     TNPGATLVSLPQDVMTAETTVESIGALSKPQLGIAPTHDITYVVEKIKAAKLPVILLG
                     MRASTNEVTKAVRALIADTELPVVETYQAAGAISRELEDHFFGRVGLFRNQPGDILLE
                     EADLVISIGYDPIEYDPKFWNKLGDRTIIHLDDHQADIDHDYQPERELIGDIALTVNS
                     IAERLPKLVLSTKSEAVLERLRAKLSEQAEVPNRDSEGVTHPLQVIRTLRSLISDDTT
                     VTCDIGSHSIWMARCFRSYEPRRLLFSNGMQTLGVALPWAIAATLVEPGKKVVSVSGD
                     GGFLFSAMELETAVRLNSPIVHLVWRDGTYDMVAFQQMMKYGRTSATEFGDVDLVKYA
                     ESFGATGLRVNTPDELEGVLKSALAADGPVIIDIPIDYRDNIKLSEKLLPNQLN"
     gene            874562..875320
                     /gene="alsD"
                     /locus_tag="BA_0867"
                     /old_locus_tag="BA0867"
                     /db_xref="Pathema:BA_0867"
     CDS             874562..875320
                     /gene="alsD"
                     /locus_tag="BA_0867"
                     /old_locus_tag="BA0867"
                     /EC_number="4.1.1.5"
                     /note="identified by similarity to SP:Q04777; match to
                     protein family HMM PF03306; match to protein family HMM
                     TIGR01252"
                     /codon_start=1
                     /transl_table=11
                     /product="alpha-acetolactate decarboxylase"
                     /protein_id="AAP24866.1"
                     /db_xref="Pathema:BA_0867"
                     /translation="MTVAQLIDIDAKRTKTNNEVYQTSTMLALLDGIYDGVISFEELK
                     ERGDFGIGTFDQLDGEMIAFDNEFYHLRSDGSAEKVEPEETTPFATVTFFEKEMSYTI
                     ERPMNREEVEALLHELMPSKNLFYAIRMDGTFREVRTRTVPRQEKPYTPLVEVTKSQP
                     IFSFENTEGTLAGFWTPDYAQGIGVAGFHLHYIDDERSGGGHVFDYVVENCTIQICQK
                     AHMHLALPETADFMAAELSRENLEDNIATAEGAE"
     gene            complement(875357..875713)
                     /locus_tag="BA_0868"
                     /old_locus_tag="BA0868"
                     /db_xref="Pathema:BA_0868"
     CDS             complement(875357..875713)
                     /locus_tag="BA_0868"
                     /old_locus_tag="BA0868"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24867.1"
                     /db_xref="Pathema:BA_0868"
                     /translation="MRGKPELKIESEKVYKTKKNPNGMFVARILQIPKEEDKLDFVLI
                     LQNIKTKNITYNKVLVTTDNDYYSFRLARGNIKWSSLYTVTVWDGLGHQLVEVSALTG
                     KKNYSISDEHCSTYRE"
     gene            complement(875735..876352)
                     /locus_tag="BA_0869"
                     /old_locus_tag="BA0869"
                     /db_xref="Pathema:BA_0869"
     CDS             complement(875735..876352)
                     /locus_tag="BA_0869"
                     /old_locus_tag="BA0869"
                     /note="identified by similarity to GP:15026024; match to
                     protein family HMM PF02245; match to protein family HMM
                     TIGR00567"
                     /codon_start=1
                     /transl_table=11
                     /product="methylpurine-DNA glycosylase family protein"
                     /protein_id="AAP24868.1"
                     /db_xref="Pathema:BA_0869"
                     /translation="MQAPPSFYEGDTLEVAKKLLGQKLVHIVNGIKRSGIIVEVEAYK
                     GPDDKAAHSYGGRRTDRTEVMFGAPGHAYVYLIYGMYHCFNVITAPVGTPQGVLIRAL
                     EPVDGIEEIKLARYNKTDITKAQYKNLTNGPGKLCRALGITLEERGVSLQSDTLHIEL
                     VPEEKHISSQYKITAGPRINIDYAEEAVHYPWRFYYEGHPFVSKK"
     gene            876493..877365
                     /locus_tag="BA_0870"
                     /old_locus_tag="BA0870"
                     /db_xref="Pathema:BA_0870"
     CDS             876493..877365
                     /locus_tag="BA_0870"
                     /old_locus_tag="BA0870"
                     /note="identified by match to protein family HMM PF00702;
                     match to protein family HMM PF05116; match to protein
                     family HMM PF08282; match to protein family HMM TIGR01484"
                     /codon_start=1
                     /transl_table=11
                     /product="hydrolase, haloacid dehalogenase-like family"
                     /protein_id="AAP24869.1"
                     /db_xref="Pathema:BA_0870"
                     /translation="MIYRLLALNIDGTLLYNNGKIAKGLRETIEFVKRKDVYVTLFTS
                     RNFQSAHKVAKALKLDSILVTHGGAFISATLDKPYVQRRLSEEKTFNIVQVLEHFDCN
                     VRISHERFSIGNRERNTPNLIARTVLSSADPLFYPVQFVDSLGDALRDHPVAAPKIDV
                     LFQTKGEKERGLNTLRKAFQHIEYVECDSKRIEILPQNVSKLRGLQLLGEHLNISLNE
                     MVAIGDSLEDLEVIENVGLGVAMGNAPVEVKQAADWITRSNSENGVEYMIKEHFRKQF
                     PLPFLKNHKNTPKR"
     gene            877850..880759
                     /locus_tag="BA_0871"
                     /old_locus_tag="BA0871"
                     /db_xref="Pathema:BA_0871"
     CDS             877850..880759
                     /locus_tag="BA_0871"
                     /old_locus_tag="BA0871"
                     /note="identified by match to protein family HMM PF05738;
                     match to protein family HMM TIGR01167"
                     /codon_start=1
                     /transl_table=11
                     /product="LPXTG-motif cell wall anchor domain protein"
                     /protein_id="AAP24870.1"
                     /db_xref="Pathema:BA_0871"
                     /translation="MNFLRKSFNQKINKLSSSFIVVLLVCMNFLIHLPYKAEAATTEL
                     KGLGDVSYYNAIIFGDHSATSADIEGAMAIQKNMNASSYTVLAAATGANNLAGATWVD
                     EGYPSLLLGGQFTKAGAGQVIIQDGTVAMTKDGDPDSAMKTSYDRISYKEQAEIDAKF
                     KEFRKDVDGVIGDASKLQTDKPKPNMSFGIGEDVNNPNIYVSSGQTGKKAFDVTDVFL
                     PNVENKDFIVIYSDAEEVSFGSGAILYDTRNTGMATDLINTSQAYDPNSSFTELASKV
                     IWVFPNATKITTKGYGVVGSVFAPNAVVETKGGSINGQAYVGGLHQRDGFEVHNFKFN
                     WPKWKKPAAKKGNLQIKKVDENNENIVLKDAKFDVIDKENNVVDTVTTNEKGIAEVKD
                     LPFGDYFVKEISAPEGYIKIDAPVKVTIDNTNIIEFVIKNTKKLENGQLKLLKKDSES
                     GQLLPGAKFDVIDKDGKVVETIVTDDKGEALSKQLPVGSYTLKEVEAPKGYELSSSSV
                     SVDVEANKVVTVDVVNKKIPEKVTGQFEVVKVDANDKTKLLSGAEFEVYKDGKKVAEL
                     KTGESGKVMSPKLPLGEYTVKETKAPAGYKLSDKEWKVTIQNEKEVVKVEAENEKILG
                     SLQIIKMDDKDQTKRLAGAEFTLKDVKGNVVKEGITTDKSGTVKVDGLVPGEYTLEET
                     KAPEGYKALEVTIEVNVVANEVVKQDVLNEKVKEEITGQLEITKVDANDINKKLAGAV
                     FEIWKDGTKIDTLTSDENGKAISKELDPGDYILKEVQAPEGYELSDKEIEFTISNQKF
                     EVVKLQITNKKETSKGPENPGEETEKPGEETEKPGEETEKPGEETEKPGEETEKPGEE
                     TEKPGEETEKPGEETEKPGEETEKPGEETEKPGEETEKPGGETEKPGKETEKPGEGME
                     NPDKEKENPTLPEKGQGTSHAQQLPATGHDMNYLPFIGFALVLLGIRLRFMTKNN"
     gene            complement(880817..881863)
                     /locus_tag="BA_0872"
                     /old_locus_tag="BA0872"
                     /db_xref="Pathema:BA_0872"
     CDS             complement(880817..881863)
                     /locus_tag="BA_0872"
                     /old_locus_tag="BA0872"
                     /note="identified by match to protein family HMM PF00395;
                     match to protein family HMM PF01510"
                     /codon_start=1
                     /transl_table=11
                     /product="N-acetylmuramoyl-L-alanine amidase, family 2"
                     /protein_id="AAP24871.1"
                     /db_xref="Pathema:BA_0872"
                     /translation="MIVPKGNENIRPGYAMEPKYITIHETANTSKGANALNHAKYLDN
                     QARGNTDRSASWHFTVDDKEIYQHLPLNEVGWHAGNKTGNYESIGIEIAVNSDGNYTK
                     AVENAKKLAAYLMNELNISLDHVQKHQFWSGKNCPAFMIQRGQWDAFLKGTNAYYNEH
                     HKDVIPPPEVPHEKDDITGGWYEQDIRQLAARKIMFGDGNGSYWPNRLVTRAEFANLM
                     SRALNLPAGNAKFTDLNEAHPSLVDGINRAASAGIINGRGNNKFDPNATITRDEAVIM
                     IDRALEYNWIYRKEVKLPFTDQHLAYDKKALQNVYAYGIVKGNERNEFVPKGTATRAE
                     SAAFLNRMLKVIEA"
     gene            complement(881860..882555)
                     /locus_tag="BA_0873"
                     /old_locus_tag="BA0873"
                     /db_xref="Pathema:BA_0873"
     CDS             complement(881860..882555)
                     /locus_tag="BA_0873"
                     /old_locus_tag="BA0873"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by similarity to GB:AAS39893.1"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP24872.1"
                     /db_xref="Pathema:BA_0873"
                     /translation="MKKKFYNILALSLALQTFVAPTHSFAESIEKTAELSIDEQALKS
                     IEEHAKQHRHDEENDLEISGEYLLHLSTKLPLYDSNDLKTKTNIEIAEPVVKATKKKN
                     NAYYIQTTSGAGWVNKENNSLEVQEIHKLSNQKLIVSEETSIYSFPFQSFKEEMKLQP
                     QTVAPTEQAGNWFKIQMNGTEKWIYAPSATFEGTKATLFEKKFLWKIEAPHFSKHHLI
                     YLQITFMVLHLKK"
     gene            882813..884303
                     /locus_tag="BA_0875"
                     /old_locus_tag="BA0875"
                     /db_xref="Pathema:BA_0875"
     CDS             882813..884303
                     /locus_tag="BA_0875"
                     /old_locus_tag="BA0875"
                     /note="identified by match to protein family HMM PF04055"
                     /codon_start=1
                     /transl_table=11
                     /product="putative oxygen-independent coproporphyrinogen
                     III oxidase"
                     /protein_id="AAP24873.1"
                     /db_xref="Pathema:BA_0875"
                     /translation="MLLISIKTLQDDRFLRPLQNISGLFFEDSTIGFEQEEANLIVDI
                     HIEENVKASARLTDVATGNVYEETFAKDLSAFTDEKERMKQVKHVVSYVYLSVLQQLT
                     GIEQSWGILTGVRPTKLLHKMLQNGMSKEEAHQELRESYLIHEEKIELLQRIVDCQLA
                     VVPDLYRLKEEVSIYIGIPFCPTKCAYCTFPAYAINGRQGSVDSFLGGLHYEVREIGK
                     FLKEKGVTVTTIYYGGGTPTSITAEEMDMLYEEMYEAFPDVKNVREVTVEAGRPDTIT
                     PAKLEVLNKWNIDRISINPQSYHQETLKAIGRHHTVEETIEKYHLAREMGMNNINMDL
                     IIGLPGEGLDIFKHTLDETEKLMPESLTVHTLSFKRASEMTQNKRKYKVAGREEITAM
                     MHEAEEWTQKHNYVPYYLYRQKNILGNLENVGYAMPTQESIYNIVIMEEVQSIIGLGC
                     GASSKFVHPKTGAITHFANPKDPKSYNDGFVKYTEDKLKILEELFA"
     gene            884618..886174
                     /locus_tag="BA_0876"
                     /old_locus_tag="BA0876"
                     /db_xref="Pathema:BA_0876"
     CDS             884618..886174
                     /locus_tag="BA_0876"
                     /old_locus_tag="BA0876"
                     /note="identified by match to protein family HMM PF00501"
                     /codon_start=1
                     /transl_table=11
                     /product="AMP-binding protein"
                     /protein_id="AAP24874.1"
                     /db_xref="Pathema:BA_0876"
                     /translation="MYMTVGRIFDLSVGKYPNKEALVEPEKNIRWTYKQWDEQINKTA
                     HALLEEGVRKGDTVSVYLYNCREFVNVYLACAKIGAIFNPINFRLKAKEVSYILQDAF
                     SKVVVFEKAVESTVAIIERDFPNASFWYVEDDTPSYASSYHEKVNAASSKKIDIEINE
                     MDYCSMLYTSGTTGHPKGVLHRHREMAEHSMICTYFLKYNRDSVGLVVAPLYHCGELN
                     AGIIPRIQVGGKNVILHHFDTETVLHTIQEEKITTFFAAPTMWNMLLQKDLTQYDLTS
                     MKIGIYGGAAMAPALVKECKERLYIDLVQIYGMTEMGPVVAFLVEEDQITKAGSAGTP
                     CFSHEIRIVKPSEDAPAEPDDVLPPYEVGEIILRGPTMMAGYHNREEANVKSMYKGWY
                     HSGDLGYFDKDGYLFVADRVDDMVISGGVNIYPREIEDFLHSHPGILDVAVLGEPDEL
                     WGERVVAVVVKKDKNISEADLETYCKESDELADYKRPRHYLFVDELPRNASGKLQKFV
                     LRESLKGAKK"
     gene            complement(886202..886666)
                     /locus_tag="BA_0877"
                     /old_locus_tag="BA0877"
                     /db_xref="Pathema:BA_0877"
     CDS             complement(886202..886666)
                     /locus_tag="BA_0877"
                     /old_locus_tag="BA0877"
                     /note="identified by similarity to GP:16414356"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24875.1"
                     /db_xref="Pathema:BA_0877"
                     /translation="MLTFEEKLSIIESFPELERKNVSLKRVNFHFEESRLDKKNVVYH
                     LHPNGNGFVYASGIKGYKTDDKGMVNIREFSADELRSVIEQSIELLSQEEVVIPAEPA
                     KEEEWHNEDGHILTLISEDDMWNVYAGVNLDGTFNSYPEAAEYLDEEGFSRK"
     gene            886855..888333
                     /locus_tag="BA_0878"
                     /old_locus_tag="BA0878"
                     /db_xref="Pathema:BA_0878"
     CDS             886855..888333
                     /locus_tag="BA_0878"
                     /old_locus_tag="BA0878"
                     /note="identified by similarity to OMNI:MT1748; match to
                     protein family HMM PF00860; match to protein family HMM
                     PF00916; match to protein family HMM PF00955; match to
                     protein family HMM PF01740"
                     /codon_start=1
                     /transl_table=11
                     /product="sulfate permease family protein"
                     /protein_id="AAP24876.1"
                     /db_xref="Pathema:BA_0878"
                     /translation="MFQKIAKECLAGFTVAIVALPLAIAFGIAATGTSEGALVGLYGA
                     IFAGLFAALFGGTPGQVTGPTGPITVIATGVIATHGLEASFIAFMMAGLFQILFGVCK
                     LGSYVRYIPYPVVSGFMNGIALIIILGEMKHVQNSFLLVVLTIIVMIVSGKWIKAIPS
                     SLVALVGVTALLPLFSSALEGLTVKLPVIGNLTLNKVIEKIGTIPEAMPTLHIPSLGG
                     TGIAELVLPALSIALLGSIDSLLTSVVMDNVTGTRHKSNKELVGQGIGNMVSGLFGGL
                     AGAGATVRSIVNIRSGGKTALSACMHSVILFIFIMGLGSVVQYIPLAVLSGILILTGI
                     GMFDWESMKKMHVAPKGDVIVMLVTMIVTVKFDLMIAVAFGILLSFLIYMVKCKERKV
                     SIVKEKEATYKIKGPLSFLTVDRVFYALQDVKSPVVLRMKDARYMDVSGAMALLNFIE
                     QSDKSGLSVTLEQVPVHIKKTLVTMASNEQKDKLLFAEVDVM"
     gene            888667..888930
                     /locus_tag="BA_0879"
                     /old_locus_tag="BA0879"
                     /db_xref="Pathema:BA_0879"
     CDS             888667..888930
                     /locus_tag="BA_0879"
                     /old_locus_tag="BA0879"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24877.1"
                     /db_xref="Pathema:BA_0879"
                     /translation="MNCLKNIKARNVVLTFIVLIGIVLLLKSLDFANNLTHSWVQSVG
                     GDVDTSTYNIMLNNYMNVFQISGGILLGIGAFLLLYSVLFYKE"
     gene            889289..889660
                     /locus_tag="BA_0880"
                     /old_locus_tag="BA0880"
                     /db_xref="Pathema:BA_0880"
     CDS             889289..889660
                     /locus_tag="BA_0880"
                     /old_locus_tag="BA0880"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24878.1"
                     /db_xref="Pathema:BA_0880"
                     /translation="MYKQLPHGVKIGITRSIVVSFEKYMKEIEWNEEKFDMQQFVEQW
                     KQYLYTKSTWINKVDDKLKGHPDFHQALAMKVNEKINELINKKPSEEQVEQLKRNKVK
                     HADEMCKLEAEYHIERLLVTK"
     gene            complement(889762..890643)
                     /locus_tag="BA_0881"
                     /old_locus_tag="BA0881"
                     /db_xref="Pathema:BA_0881"
     CDS             complement(889762..890643)
                     /locus_tag="BA_0881"
                     /old_locus_tag="BA0881"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by similarity to OMNI:NTL01OI0836"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP24879.1"
                     /db_xref="Pathema:BA_0881"
                     /translation="MLSFLKKAKKNGKDTTVSSNQLFGQEETNTENKTVKPTLYFHPS
                     WGAVAQEQKYIYQFLHKELPRLEEYQISLSGIEIEKRDNGYDVAVFIRSTVPKPISFE
                     EVTLILLNKEKKLCARKTFNLSALGDIPSNVNMPFIFTFEQETITDAALSQTDWELAF
                     ELESKHTLDLDPSWEAQLPEASKEALRNFVDNLTPPNDGEINFLGLQAARKENGDLHT
                     TLLIRNGCKDNIQLEQLPLHIEDATGAVVVKGAFTLPNLEIKANTTKPWSFVFPASSI
                     LKEDMDLSSWKALVPQD"
     gene            complement(890658..893024)
                     /gene="secA2"
                     /locus_tag="BA_0882"
                     /old_locus_tag="BA0882"
                     /db_xref="Pathema:BA_0882"
     CDS             complement(890658..893024)
                     /gene="secA2"
                     /locus_tag="BA_0882"
                     /old_locus_tag="BA0882"
                     /note="identified by similarity to SP:P28366; similarity
                     to GB:ABK84171.1; match to protein family HMM PF00271;
                     match to protein family HMM PF01043; match to protein
                     family HMM PF07516; match to protein family HMM PF07517;
                     match to protein family HMM TIGR00963"
                     /codon_start=1
                     /transl_table=11
                     /product="putative accessory secretory protein SecA2"
                     /protein_id="AAP24880.1"
                     /db_xref="Pathema:BA_0882"
                     /translation="MLNSVKKLLGDSQKRKLKKYEQLVQEINNLEEKLSDLSDEELRH
                     KTITFKDMLRDGKTVDDIKVEAFAVVREAAKRVLGLRHYDVQLIGGLVLLEGNIAEMP
                     TGEGKTLVSSLPTYVRALEGKGVHVITVNDYLAKRDKELIGQVHEFLGLKVGLNIPQI
                     DPSEKKLAYEADITYGIGTEFGFDYLRDNMAASKNEQVQRPYHFAIIDEIDSVLIDEA
                     KTPLIIAGKKSSSSDLHYLCAKVIKSFQDTLHYTYDAESKSASFTEDGITKIEDLFDI
                     DNLYDLEHQTLYHYMIQALRAHVAFQCDVDYIVHDEKILLVDIFTGRVMDGRSLSDGL
                     HQALEAKEGLEITEENQTQASITIQNFFRMYPALSGMTGTAKTEEKEFNRVYNMEVMP
                     IPTNRPIIREDKKDVVYVTADAKYKAVREDVLKHNKQGRPILIGTMSILQSETVARYL
                     DEANITYQLLNAKSAEQEADLIATAGQKGQITIATNMAGRGTDILLGEGVHELGGLHV
                     IGTERHESRRVDNQLKGRAGRQGDPGSSQFFLSLEDEMLKRFAQEEVEKLTKSLKTDE
                     TGLILTSKVHDFVNRTQLICEGSHFSMREYNLKLDDVINDQRNVIYKLRNNLLQEDTN
                     MIEIIIPMIDHAVEAISKQYLVEGMLPEEWDFASLTASLNEILSVENMPSLSANNVHS
                     PEDLQSVLKETLSLYKERVNELDSNTDLQQSLRYVALHFLDQNWVNHLDAMTHLKEGI
                     GLRQYQQEDPTRLYQKEALDIFLYTYGNFEKEMCRYVARHLGVPENVQ"
     gene            893307..894827
                     /locus_tag="BA_0883"
                     /old_locus_tag="BA0883"
                     /db_xref="Pathema:BA_0883"
     CDS             893307..894827
                     /locus_tag="BA_0883"
                     /old_locus_tag="BA0883"
                     /note="identified by similarity to GP:7899269; match to
                     protein family HMM PF01943; match to protein family HMM
                     PF03023"
                     /codon_start=1
                     /transl_table=11
                     /product="polysaccharide synthase family protein"
                     /protein_id="AAP24881.1"
                     /db_xref="Pathema:BA_0883"
                     /translation="MNNKFVKGAAILTITTFLSKVLGSFFQIPLQNIAGDEVLGIFRL
                     VFPVYMIALTLSVAGVPLAISKLIAELHEKNDQDGIAKLFTSASIIGVIFGVLGFSVI
                     MIGSSMFANMLGGQDTRLPLIVTSFALLIAPYMAVYRGYFQGFGDMIPTGVSQVIEQF
                     IRVFFMLAIAFLFVYWNKESDVVAGGAMIGSCLGVITSLIYLRLKYVKSIYRYKSNTY
                     SLQDFKDNAKKILQVSIPIAIGALSMPVLNLVDSVTIPHMLHESTTTIQEQFGIYSRG
                     FAFTQLIVVFASAMVFPLIPLLTAALTKKDIALAKQTIERTNDLAHVLTTPITIWLMA
                     LTIPLNVGLFTDAKGSGMLAILIGSSYFTSLMVLSIGILQGINRSKQAAWIVVGASFV
                     KVILNIVLVSQFGITGAAYSTLIIYIMICIVNYIYIRKELAYSIHMGRFFAVIGVSSI
                     VGIGLYFTSTFINVVDSRIITIIYSGLAFCVALFIYGICALKLNWISKKQIPFLRK"
     gene            894969..896072
                     /gene="csaB"
                     /locus_tag="BA_0884"
                     /old_locus_tag="BA0884"
                     /db_xref="Pathema:BA_0884"
     CDS             894969..896072
                     /gene="csaB"
                     /locus_tag="BA_0884"
                     /old_locus_tag="BA0884"
                     /EC_number="2.-.-.-"
                     /note="identified by match to protein family HMM PF04230;
                     match to protein family HMM TIGR03609"
                     /codon_start=1
                     /transl_table=11
                     /product="polysaccharide pyruvyl transferase CsaB"
                     /protein_id="AAP24882.1"
                     /db_xref="Pathema:BA_0884"
                     /translation="MRLVLSGYYGFYNVGDEAILQSIIKALHEEDPTLELVVLSNDPD
                     YTRKMYGVEAVNRWDIRAIYKEIKRSNGLISGGGSLLQDKTSIKSILYYTGIMRIARF
                     LKKPYYIYAQGIGPITKRQNRLLVKWQVSKAEYISVRDEDSFLYLKEIGIKKDIELVP
                     DPVLACQPEGMKSEWLQKHSIQGKVIAVSVRYWDAKEDYMKKLADTLKQLKRDGYHIL
                     FVPMHGPFDQNASRDIINLMGEEAHMLPYKLDIHEKISILSECSLLIGMRLHALILSA
                     VANIPMVGISYDPKIDSFLQQVNQPIIGNVDGDWTAETLYNVATKQLEQKEYVQETLE
                     QRVEELREQISTASRYIISDLNSKEFKKRGMGS"
     gene            896748..899192
                     /gene="sap"
                     /locus_tag="BA_0885"
                     /old_locus_tag="BA0885"
                     /db_xref="Pathema:BA_0885"
     CDS             896748..899192
                     /gene="sap"
                     /locus_tag="BA_0885"
                     /old_locus_tag="BA0885"
                     /note="identified by similarity to EGAD:31922; match to
                     protein family HMM PF00395; match to protein family HMM
                     PF02368"
                     /codon_start=1
                     /transl_table=11
                     /product="S-layer protein Sap"
                     /protein_id="AAP24883.1"
                     /db_xref="Pathema:BA_0885"
                     /translation="MAKTNSYKKVIAGTMTAAMVAGVVSPVAAAGKTFPDVPADHWGI
                     DSINYLVEKGAVKGNDKGMFEPGKELTRAEAATMMAQILNLPIDKDAKPSFADSQGQW
                     YTPFIAAVEKAGVIKGTGNGFEPNGKIDRVSMASLLVEAYKLDTKVNGTPATKFKDLE
                     TLNWGKEKANILVELGISVGTGDQWEPKKTVTKAEAAQFIAKTDKQFGTEAAKVESAK
                     AVTTQKVEVKFSKAVEKLTKEDIKVTNKANNDKVLVKEVTLSEDKKSATVELYSNLAA
                     KQTYTVDVNKVGKTEVAVGSLEAKTIEMADQTVVADEPTALQFTVKDENGTEVVSPEG
                     IEFVTPAAEKINAKGEITLAKGTSTTVKAVYKKDGKVVAESKEVKVSAEGAAVASISN
                     WTVAEQNKADFTSKDFKQNNKVYEGDNAYVQVELKDQFNAVTTGKVEYESLNTEVAVV
                     DKATGKVTVLSAGKAPVKVTVKDSKGKELVSKTVEIEAFAQKAMKEIKLEKTNVALST
                     KDVTDLKVKAPVLDQYGKEFTAPVTVKVLDKDGKELKEQKLEAKYVNKELVLNAAGQE
                     AGNYTVVLTAKSGEKEAKATLALELKAPGAFSKFEVRGLEKELDKYVTEENQKNAMTV
                     SVLPVDANGLVLKGAEAAELKVTTTNKEGKEVDATDAQVTVQNNSVITVGQGAKAGET
                     YKVTVVLDGKLITTHSFKVVDTAPTAKGLAVEFTSTSLKEVAPNADLKAALLNILSVD
                     GVPATTAKATVSNVEFVSADTNVVAENGTVGAKGATSIYVKNLTVVKDGKEQKVEFDK
                     AVQVAVSIKEAKPATK"
     gene            899914..902502
                     /gene="eag"
                     /locus_tag="BA_0887"
                     /old_locus_tag="BA0887"
                     /db_xref="Pathema:BA_0887"
     CDS             899914..902502
                     /gene="eag"
                     /locus_tag="BA_0887"
                     /old_locus_tag="BA0887"
                     /note="identified by similarity to EGAD:144691; match to
                     protein family HMM PF00395"
                     /codon_start=1
                     /transl_table=11
                     /product="S-layer protein EA1"
                     /protein_id="AAP24884.1"
                     /db_xref="Pathema:BA_0887"
                     /translation="MAKTNSYKKVIAGTMTAAMVAGIVSPVAAAGKSFPDVPAGHWAE
                     GSINYLVDKGAITGKPDGTYGPTESIDRASAAVIFTKILNLPVDENAQPSFKDAKNIW
                     SSKYIAAVEKAGVVKGDGKENFYPEGKIDRASFASMLVSAYNLKDKVNGELVTTFEDL
                     LDHWGEEKANILINLGISVGTGGKWEPNKSVSRAEAAQFIALTDKKYGKKDNAQAYVT
                     DVKVSEPTKLTLTGTGLDKLSADDVTLEGDKAVAIEASTDGTSAVVTLGGKVAPNKDL
                     TVKVKNQSFVTKFVYEVKKLAVEKLTFDDDRAGQAIAFKLNDEKGNADVEYLNLANHD
                     VKFVANNLDGSPANIFEGGEATSTTGKLAVGIKQGDYKVEVQVTKRGGLTVSNTGIIT
                     VKNLDTPASAIKNVVFALDADNDGVVNYGSKLSGKDFALNSQNLVVGEKASLNKLVAT
                     IAGEDKVVDPGSISIKSSNHGIISVVNNYITAEAAGEATLTIKVGDVTKDVKFKVTTD
                     SRKLVSVKANPDKLQVVQNKTLPVTFVTTDQYGDPFGANTAAIKEVLPKTGVVAEGGL
                     DVVTTDSGSIGTKTIGVTGNDVGEGTVHFQNGNGATLGSLYVNVTEGNVAFKNFELVS
                     KVGQYGQSPDTKLDLNVSTTVEYQLSKYTSDRVYSDPENLEGYEVESKNLAVADAKIV
                     GNKVVVTGKTPGKVDIHLTKNGATAGKATVEIVQETIAIKSVNFKPVQTENFVEKKIN
                     IGTVLELEKSNLDDIVKGINLTKETQHKVRVVKSGAEQGKLYLDRNGDAVFNAGDVKL
                     GDVTVSQTSDSALPNFKADLYDTLTTKYTDKGTLVFKVLKDKDVITSEIGSQAVHVNV
                     LNNPNL"
     gene            complement(902598..903788)
                     /locus_tag="BA_0888"
                     /old_locus_tag="BA0888"
                     /db_xref="Pathema:BA_0888"
     CDS             complement(902598..903788)
                     /locus_tag="BA_0888"
                     /old_locus_tag="BA0888"
                     /note="identified by similarity to GP:7710207"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24885.1"
                     /db_xref="Pathema:BA_0888"
                     /translation="MKKLGNLILFIGFLTIIFSFGILSLLKTDRDISPVENRPLAQKP
                     ALTKEALLTGSFFKDFETYTNDQLIGRDELIKNYTIAQINMGKSLINDIILTDDKWLL
                     KNPAWTTKYNEIDQSMPAINDLSQFSKEQNVEFYFALPPSKTNALSFKLPSHIHTYAQ
                     ENLNYFLTKLPADVKPIKLMEHLKKNYTNEEIQDMYFKTDHHWNMDGAFLGYQYIMNT
                     IGQQSSIYKGKEIKKEDYTRTCAQNKHLVGSFNNQLYQLIDATGEKLCYYTPKDGFNF
                     TSVTAKDVKGTIHQNLDEIYGVEKQKDTTSYAGYYTDDYPEIVIENNNAQNEVRALVL
                     KDSFANAIVPHLAQSFKHTSILDLRHYHEKDVYQYMKDNNINMVLFVYSDSNLSGDMF
                     KFKK"
     gene            complement(903813..905228)
                     /locus_tag="BA_0889"
                     /old_locus_tag="BA0889"
                     /db_xref="Pathema:BA_0889"
     CDS             complement(903813..905228)
                     /locus_tag="BA_0889"
                     /old_locus_tag="BA0889"
                     /note="identified by match to protein family HMM PF03062"
                     /codon_start=1
                     /transl_table=11
                     /product="putative alginate O-acetyltransferase"
                     /protein_id="AAP24886.1"
                     /db_xref="Pathema:BA_0889"
                     /translation="MVFSSSIFLFIFLPLVLFFYFIVRAELRNFVLLAFSLIFYAWGE
                     PRFVLLMLFSILLNYCFGLLVHHYDKRKNMKVTFLIMAVIGNILLLSYFKYISFFTDI
                     LNNVLHLSIHVEPIPLPIGISFYTFQAMSYVIDIYRKDGDVQKNPLNLALYISIFPQL
                     IAGPIVRYNIVAEQIKTRIHSFERFTEGIQIFVLGLAKKILIANQVGFVADKIFALPP
                     SEMSVGTAWIGIIAYTLQIYFDFSGYSDMAIGIGKMFGFDFPKNFNYPYISKSISEFW
                     RRWHITLGSWFRDYIYIPLGGNRVSKLANYRNLFIVWGLTGLWHGASWTFIAWGLYYG
                     FIISIEKAGFEKILNKLWKPLQHAYVLLIVMIGWVFFRADNFAYSFQYLKAMFGIDGQ
                     SFIDDNTMLYVHEYIIVFLIAFIAATPILKRMKNILELAPKTYMFTTQFVRPILLLTL
                     FMISVMYLINSTYNPFIYFRF"
     gene            905455..906912
                     /locus_tag="BA_0890"
                     /old_locus_tag="BA0890"
                     /db_xref="Pathema:BA_0890"
     CDS             905455..906912
                     /locus_tag="BA_0890"
                     /old_locus_tag="BA0890"
                     /note="identified by similarity to EGAD:38563; match to
                     protein family HMM PF03062"
                     /codon_start=1
                     /transl_table=11
                     /product="putative alginate O-acetyltransferase"
                     /protein_id="AAP24887.1"
                     /db_xref="Pathema:BA_0890"
                     /translation="MLFNSFEFIFLFLPIAFLLYFLLNKFGQTTLAKAWLVAASLFFY
                     SYWNIKYLPLMLVSLIVNYFIGMKLVKHKSKLLLTVGLIFNIGMLSYFKYYDFFLQNV
                     NSLFGTHFTLLSLTLPLAISFYTFQKIAFLVDTYRGETEACHFLDYALFVTFFPQLIA
                     GPIVHHAQIMPQFADRSKKRWQSNYIVLGIFVFAIGIFKKVGIADVLSPVVREGFDVQ
                     QSLTFVEAWLSSLAFTFQLYFDFSGYSDMAIGIALMFNIKLPQNFNSPYKAVSIQDFW
                     HRWHMTLSQFLTKYVYISLGGNRKGITRTYVNIMIVFLISGLWHGAGWTFIFWGFLHG
                     LASVVHRLWNKAGGRMPDWAGWLVTFFFINITWVFFRATSMHDAVKVLKGMFGFNGFE
                     LANSVFPVFIIEKLQFLKEYGVSFTEAYHVSLLNTEIVAYIFGALCISFFLKNSIQLK
                     DSFRPTVWTALFTAILLVYSVLHLTSISEFLYFNF"
     gene            906922..907953
                     /locus_tag="BA_0891"
                     /old_locus_tag="BA0891"
                     /db_xref="Pathema:BA_0891"
     CDS             906922..907953
                     /locus_tag="BA_0891"
                     /old_locus_tag="BA0891"
                     /note="identified by similarity to OMNI:NT01MC4705"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24888.1"
                     /db_xref="Pathema:BA_0891"
                     /translation="MKNKQWLIFVFVCVFVPLAGVGIFNGYADSLWLFSHKNKWNDVQ
                     FGFNERQQKTNYITYRPFTYDGVILGSSRTTFINENDFTGLNAFNYAVSSTDPREYDA
                     YIEYAKERKGSELSSIVIGLDFLGTNKNREIGFEKPEVYINEAQSLLYPIKSYVSMDG
                     ITYSRNTIQNSIHHNKTIDVYNRDNIKSMREYTKEERDTQIAAQVDKFSREIYGGNYE
                     YQNMKEILGTVKSHNPNTKFYIFTTPVSEPLFRTMIQSGRWEDYKRWLHDAVDVFGEV
                     HHFMYLNSVTKNLDNYMDGHHFRPEVGKIIAHKVVNEEDRNVPKDFGIVITKDNIDEV
                     LEQIHASFQ"
     gene            908006..908125
                     /locus_tag="BA_0892"
                     /old_locus_tag="BA0892"
                     /db_xref="Pathema:BA_0892"
     CDS             908006..908125
                     /locus_tag="BA_0892"
                     /old_locus_tag="BA0892"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24889.1"
                     /db_xref="Pathema:BA_0892"
                     /translation="MQSAKNLIKRVKPIVTEAERSSIQIDAASFYSISKSTIK"
     gene            complement(908095..909474)
                     /locus_tag="BA_0893"
                     /old_locus_tag="BA0893"
                     /db_xref="Pathema:BA_0893"
     CDS             complement(908095..909474)
                     /locus_tag="BA_0893"
                     /old_locus_tag="BA0893"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP24890.1"
                     /db_xref="Pathema:BA_0893"
                     /translation="MVTKLKQTANYFPHFLLLFIVFQPILDLLTSFSIYVLHMSATVG
                     IVVRFAFMLLALGYLLLHHKQQGAKKYILYLCLFGIVLAIGLVNNLMIKSPVSFGEEV
                     KFIMKSVYPIVLLFGYIIALKELKNNEFAFHKIITYFLYATLILSISIITAMATGTDF
                     PSYPNSKIGSRGWFFAGNDLSSIFAIMFPIVVLYSVHKTTSFSKVYYWIPTVLAMYAS
                     IMIGTKVGYGAIVITLGIALFFLFIEYMMHRKKEGKGFTYLVNTIVAAVVLGGLLVLT
                     PQTPIAKNMSIHLQIYEYKKSVQDEKDRKEGKVVKEEEHKQGELTDSEMKSLIYSDRD
                     KFLKVYKQYYKEAPLSQKLFGMGYAGNYTTKMKLVEMDFHDLFFAFGIVGFLMYLLPL
                     LYFGIKIFIRLITNFKKLFSVKHMLLASTLVLSLGIGFMSGHVLTAPAVSIFFVVILA
                     YLIVDLEIE"
     gene            909776..910564
                     /locus_tag="BA_0894"
                     /old_locus_tag="BA0894"
                     /db_xref="Pathema:BA_0894"
     CDS             909776..910564
                     /locus_tag="BA_0894"
                     /old_locus_tag="BA0894"
                     /note="identified by match to protein family HMM PF00378"
                     /codon_start=1
                     /transl_table=11
                     /product="enoyl-CoA hydratase/isomerase family protein"
                     /protein_id="AAP24891.1"
                     /db_xref="Pathema:BA_0894"
                     /translation="MEVTSKTESVIVKYEGHVATVMVNRPEVLNALDEPTLKELLQKL
                     KEVAESSAHIVVLCGNGRGFSAGGDIKSMLSSNDESKFDGIMNTISEVVVTLYTMPKL
                     VISAIHGPTAGLGLSIALTADYVMADISSIIAMNFIGIALIPDGGGHFFLQKRVGENM
                     TKQIIWEGKKLSATEALDIGLIDEVIGEDFQTAVKQKISEWSQKPIKAMIQTKQILCE
                     VNRSNLEQTLQLEKRGQYAMRQTADHKEGIAAFLEKRLPAFKGE"
     gene            910814..911119
                     /locus_tag="BA_0895"
                     /old_locus_tag="BA0895"
                     /db_xref="Pathema:BA_0895"
     CDS             910814..911119
                     /locus_tag="BA_0895"
                     /old_locus_tag="BA0895"
                     /note="identified by similarity to GP:15025866"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24892.1"
                     /db_xref="Pathema:BA_0895"
                     /translation="MSAYNKLVRDRVPEKILMSGKTYTAQKLTGQAYIQALAKIGTEE
                     IREFASMKEREHALDSLADALEVIISLARAEGATIEDVERLRKQKEIEHGGFERGIY"
     gene            complement(911158..911337)
                     /locus_tag="BA_0896"
                     /old_locus_tag="BA0896"
                     /db_xref="Pathema:BA_0896"
     CDS             complement(911158..911337)
                     /locus_tag="BA_0896"
                     /old_locus_tag="BA0896"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24893.1"
                     /db_xref="Pathema:BA_0896"
                     /translation="MNISKKHVHIALIWFLASLLCLQVSYAVHTTTSITIGWVLTAIF
                     FIISLIATKKHSVNA"
     gene            911464..912513
                     /locus_tag="BA_0897"
                     /old_locus_tag="BA0897"
                     /db_xref="Pathema:BA_0897"
     CDS             911464..912513
                     /locus_tag="BA_0897"
                     /old_locus_tag="BA0897"
                     /note="identified by match to protein family HMM PF05343"
                     /codon_start=1
                     /transl_table=11
                     /product="Peptidase, family M20/M25/M40 protein"
                     /protein_id="AAP24894.1"
                     /db_xref="Pathema:BA_0897"
                     /translation="MAHHAKETMELIKELVSIPSPSGNTEKIIRFIENYVSEWNVETK
                     RNNKGALILTVKGKNDAQHRLLTAHVDTLGAMVKEIKPDGRLSLSMIGGFRWNSVEGE
                     YCEIETSSGKTYTGTILMHQTSVHVYKDAGEAKRDEKNIEVRIDERVFSADEVRELGI
                     EVGDFVSFDPRVQITESGYIKSRHLDDKVSVAILLKLIKRLQDENVTLPYTTHFLISN
                     NEEIGYGGNSNIPEETVEYLAVDMGALGDGQASDEYTVSICAKDSSGPYHYALRKHLV
                     ELAKTNNIEYKVDIYPYYGSDASAAIRAGFDVKHALIGAGIDSSHAFERTHESSIAHT
                     EALVYAYVLSEMIAE"
     gene            912753..914342
                     /locus_tag="BA_0898"
                     /old_locus_tag="BA0898"
                     /db_xref="Pathema:BA_0898"
     CDS             912753..914342
                     /locus_tag="BA_0898"
                     /old_locus_tag="BA0898"
                     /note="identified by match to protein family HMM PF00395;
                     match to protein family HMM PF01520"
                     /codon_start=1
                     /transl_table=11
                     /product="N-acetylmuramoyl-L-alanine amidase, family 3"
                     /protein_id="AAP24895.1"
                     /db_xref="Pathema:BA_0898"
                     /translation="MKYRAVAAGILAASLLSSPVSSFAAAKKFSDVPTWAQQSVDYLV
                     GKKALDGKPDGTFSPSEAVDRGSAAKILAVVLGLPVDPKAKPSFKDAQNHWAAPYIAA
                     VEKAGVINGDGTGKFNPSSQINRASMASMLVQAYSLDKKIIGELPTQFKDLEPHWGKK
                     QANILVALEISKGTGNGWNPEGTVTRAEAAQFIAMADQNKTSTSKRMYMNRNVITYHQ
                     PSLSSGITDVQHKPQMVEVTEQRADGWLKIVTSKGEKWTPLTEKTETINEEFTTYETA
                     SHSSKVLGTYNAQTVTVMEESGSWIRIRVGAGFQWVDKNQLNPVKQENFLEGKAIIID
                     PGHGGIDSGNVGYYEKESETVLDVSLRLKKIFEQKAPFTVMFTRTDNTRPGVNSTDSL
                     KKRVEFAQEHNGDIFVSIHANGSAEKNGQGTETLYYQSARAKVTNPHVEDSKLLAQKI
                     QDRLVAALGTKDRGVKHQDLYVTRENTMPAVLTELAFVDNKSDADKIATPKQRQAAAE
                     AIYQGILDYYEAKGNNVSSFR"
     gene            914574..915428
                     /locus_tag="BA_0899"
                     /old_locus_tag="BA0899"
                     /db_xref="Pathema:BA_0899"
     CDS             914574..915428
                     /locus_tag="BA_0899"
                     /old_locus_tag="BA0899"
                     /note="identified by similarity to GP:15621968; match to
                     protein family HMM PF01170"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP24896.1"
                     /db_xref="Pathema:BA_0899"
                     /translation="MESHINILKSDVKIDPSRSAFIKECVEVMYEGDDLESILKQVEQ
                     IDLAGASFKVIFVKINDLVGENKIEYGERRLIERDLGMHIEGEADVRNPERVFGIVPL
                     GGRWYFGHYVESEPVWYHHIKKPHSYSTSLSTRVARSVANIAVPNPEGVRAIDPCCGI
                     GTVVVEALSMGINIVGRDINPLVVLGTRKNIAHFGLEGTVTKGPIEEITENYDVAIID
                     MPYDLFTHATPEDQLSILSSARRIAKKVVVVTMETMDDMIHEAGFEITDRCTTKKGSF
                     SRQILVCE"
     gene            complement(915632..915778)
                     /locus_tag="BA_0900"
                     /old_locus_tag="BA0900"
                     /db_xref="Pathema:BA_0900"
     CDS             complement(915632..915778)
                     /locus_tag="BA_0900"
                     /old_locus_tag="BA0900"
                     /note="identified by similarity to EGAD:107956"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24897.1"
                     /db_xref="Pathema:BA_0900"
                     /translation="MYYGTKGWYVAELKKLGVRYHEGRKLESYRGHILRNLLLAQQEK
                     LKEQ"
     gene            916011..917006
                     /locus_tag="BA_0901"
                     /old_locus_tag="BA0901"
                     /db_xref="Pathema:BA_0901"
     CDS             916011..917006
                     /locus_tag="BA_0901"
                     /old_locus_tag="BA0901"
                     /note="identified by similarity to GP:6900003; match to
                     protein family HMM PF05544"
                     /codon_start=1
                     /transl_table=11
                     /product="putative proline racemase"
                     /protein_id="AAP24898.1"
                     /db_xref="Pathema:BA_0901"
                     /translation="MKVSKVYTTIDAHVAGEPLRIITGGVPEIKGETQLERRWYCMEH
                     LDYLREVLMYEPRGHHGMYGCIITPPASAHADFGVLFMHNEGWSTMCGHGIIAVITVG
                     IETGMFETKQKFIIDSPAGEVIAYAKYNGSEVESVSFENVPSFVYKKDVPIKIDNYEF
                     QVDIAFGGAFYAVVDSKEFGLKVDFKDLSAIQQWGGKIKHYIESKMEVKHPLEEGLKG
                     IYGVIFSDDPKGEGATLRNVTIFADGQVDRSPCGTGTSARIATLFEKGILQKGEIFIH
                     ECITDGEFEGEVLSVTAVHTYEAVVPKVTGNAFITGFHQFVVDPRDDLNRGFLLG"
     gene            917026..918003
                     /locus_tag="BA_0902"
                     /old_locus_tag="BA0902"
                     /db_xref="Pathema:BA_0902"
     CDS             917026..918003
                     /locus_tag="BA_0902"
                     /old_locus_tag="BA0902"
                     /note="identified by match to protein family HMM PF01488;
                     match to protein family HMM PF02423"
                     /codon_start=1
                     /transl_table=11
                     /product="ornithine cyclodeaminase/mu-crystallin family
                     protein"
                     /protein_id="AAP24899.1"
                     /db_xref="Pathema:BA_0902"
                     /translation="MLVISAKEQRDLVNMNEVIAYAALALQEFSAERTITPIRTSLPF
                     ANEKNTALIMPSVAEGLEVLGLKVVTVVPHNKKIGKKTINGIVMLSDFQTGEPLALLE
                     GSYLTMIRTGALSGVATKYLARHNAKTLCIIGTGEQAKGIAEAVFAVRDIERVMLYNR
                     TEEKAYAFSQYIQKRFNTPTYVHKNANEAISEADIIVTTTNASTPVFSEKLQKGVHIN
                     AVGSFRPNMQELPSHAIANANKVVVESKEAALEETGDLQVPVREGLFEASDIHAELGQ
                     IISGEKAGRESDEEITVFKSVGLAVVDIIVAKYLYEKAVERGGGSRIEF"
     gene            918389..918687
                     /locus_tag="BA_0903"
                     /old_locus_tag="BA0903"
                     /note="conserved hypothetical protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_0903"
     gene            919358..920029
                     /locus_tag="BA_0904"
                     /old_locus_tag="BA0904"
                     /db_xref="Pathema:BA_0904"
     CDS             919358..920029
                     /locus_tag="BA_0904"
                     /old_locus_tag="BA0904"
                     /note="identified by similarity to GB:AAP07918.1"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP24900.1"
                     /db_xref="Pathema:BA_0904"
                     /translation="MKKSIDFNKKAFAHYMALYPVNEIRVHVIVLVLLGADVFVLLPA
                     FANPFRLLYVYIVTPPVIFLNLWAIWIAINPRKRQLQYTLFRGVYGTICSVGLLVITQ
                     KYAYEVLQLQTPIYFILSFGLYGFALYHFYKNHIEKLQEPRKKSKSSKGTGGVKVAAI
                     AAGLGQLIANIILSIATQQMGAIVFMCACTVFSFALFYMIIELHKYYYLRKHIEDGGK
                     IRIGF"
     gene            920440..921090
                     /locus_tag="BA_0905"
                     /old_locus_tag="BA0905"
                     /db_xref="Pathema:BA_0905"
     CDS             920440..921090
                     /locus_tag="BA_0905"
                     /old_locus_tag="BA0905"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24901.1"
                     /db_xref="Pathema:BA_0905"
                     /translation="METPENQFKRALNPWFSIWTKPRDTMKEIFISKPKNVFLLILLG
                     SFVQTLDRASSKNVADSISSPVSLISMVIFGTFVAFLIYYFLLPALFNWVAKKLGGQG
                     TFEKTRYSVAYSYIPYVYSLILVWVPSFFLFGIENFTSETPEMDSSITLTILFLIFAI
                     IDVVIGIWTIIISLKCLGEAHQFSAWKALLTVIVSFMIIILPLVIIVFLIVGVTTF"
     gene            921142..921303
                     /locus_tag="BA_0906"
                     /old_locus_tag="BA0906"
                     /db_xref="Pathema:BA_0906"
     CDS             921142..921303
                     /locus_tag="BA_0906"
                     /old_locus_tag="BA0906"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24902.1"
                     /db_xref="Pathema:BA_0906"
                     /translation="MLQDEQPHDSDVPLGEAYDLYDQIDRPFYGLFFLLSVLTGICEG
                     KLENQILNY"
     gene            complement(921402..921710)
                     /locus_tag="BA_0907"
                     /old_locus_tag="BA0907"
                     /note="conserved hypothetical protein, truncation;
                     comparison of this gene to its homologs suggests this gene
                     has been truncated; identified by similarity to
                     GP:6498246"
                     /pseudo
                     /db_xref="Pathema:BA_0907"
     gene            922058..923644
                     /locus_tag="BA_0908"
                     /old_locus_tag="BA0908"
                     /db_xref="Pathema:BA_0908"
     CDS             922058..923644
                     /locus_tag="BA_0908"
                     /old_locus_tag="BA0908"
                     /note="identified by similarity to EGAD:30669; match to
                     protein family HMM PF00496"
                     /codon_start=1
                     /transl_table=11
                     /product="oligopeptide ABC transporter,
                     oligopeptide-binding protein"
                     /protein_id="AAP24903.1"
                     /db_xref="Pathema:BA_0908"
                     /translation="MKKKLFVLPFVLLLFIALAACSGEKDSKQAGTSKSGIPKDGGTL
                     TIGVSDNPETMNPLYANDRVSLTVQQALYAPLYHMEDGKKKFVLAESFTPSEDQLTWT
                     LKLKDNLKWHDGKKITSDDIAFTFQSILDEKQNSSSRENFVFKGKPLEVKKVDELTTQ
                     FVLPQVSASFEGVMNDFFPIPKHVFEGEADLAKSKKNLQPVGSGPFKFKEYKSDEYVA
                     LDRFDDYVGGKAKLDSIVYRVVKDRNTANVSLQNGQINMKMIEPQDFKKLDSTGNFSM
                     VTFPEGRLFYLSYNMNTDLMKKKEVRQAIAHALDKKEMINSAFVSSQFAEPANSILTP
                     DAMYYAKDIKEYKYDKKEAKDLLAKAGVKDKEKVRVMYVTNNKIMESLALYTQQKLQE
                     VGLEVELNALDASAASDKSLDKENKEYDITFGGYIMGPEPDSYKSLFLSNAEYNYARY
                     KNADFDKLWEEAAVETDKTKRAELYHKIQETAREDLPYLPIAYPKAVIAVDKKFDGLK
                     EAKAIPVTMFEDVSKIYEVK"
     gene            923704..924654
                     /locus_tag="BA_0909"
                     /old_locus_tag="BA0909"
                     /db_xref="Pathema:BA_0909"
     CDS             923704..924654
                     /locus_tag="BA_0909"
                     /old_locus_tag="BA0909"
                     /note="identified by similarity to EGAD:30670; match to
                     protein family HMM PF00528"
                     /codon_start=1
                     /transl_table=11
                     /product="oligopeptide ABC transporter, permease protein"
                     /protein_id="AAP24904.1"
                     /db_xref="Pathema:BA_0909"
                     /translation="MYKVIAKRLLNAIPLLFVISIISFLLIKLAPGDPVRNFVTPNMS
                     PIDVERIRKSLGLDQPIYMQYILWLKNILTGNFGYSLQNHRPVLDLIVERLPATIGLM
                     GSSLLVSFVIAIPLGLFTGVKKNSIFDRIVNFISYVGISMLVFWFALLLIYLFSLKLN
                     LLPSMGMRTVGQDSVWDIVQHGILPCMVLAFQNISVYMRYIRSSTIQQLEEDYVQIQY
                     AYGASKKTVLFNHVLRNVLIPIITIFGLSIPSLVGGAFITETVFSWPGLGSLGVNAIF
                     RFDYPIIMAITLLSSFMLILGNLIADILYGVVDPRIRMRG"
     gene            924661..925512
                     /locus_tag="BA_0910"
                     /old_locus_tag="BA0910"
                     /db_xref="Pathema:BA_0910"
     CDS             924661..925512
                     /locus_tag="BA_0910"
                     /old_locus_tag="BA0910"
                     /note="identified by similarity to EGAD:30671; match to
                     protein family HMM PF00528"
                     /codon_start=1
                     /transl_table=11
                     /product="oligopeptide ABC transporter, permease protein"
                     /protein_id="AAP24905.1"
                     /db_xref="Pathema:BA_0910"
                     /translation="MNNRRFQTIKHSFTKNKFVAMGVIILAVLTVASIFAFVSPYDPS
                     KMSIPDRLQEPSVSHPFGTDDYGRDYLTRALYGGRVSLAVGFLAMVVSVTIGTAVGTI
                     SGYFGGKLDNFLMRVVEVLMSIPSFFLMLLLNAYLKPGITTLVLIIGLLTWMDTARIV
                     RAETLSVKEREYVLYAKVSGQKSLTIIVRHIIPNILSTIIIAATLTIATSILMESSLS
                     FLGLGIREPDSSWGSMLNNAQGYIGEAWYLTLFPGFLILLTVLSFNVIGEALKKAFAP
                     KGAGNEN"
     gene            925539..926531
                     /locus_tag="BA_0911"
                     /old_locus_tag="BA0911"
                     /note="oligopeptide ABC transporter, ATP-binding protein,
                     authentic point mutation; an automated process has
                     identified a potential problem with this gene model; it
                     may contain one or more premature stops and/or
                     frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_0911"
     gene            926524..927495
                     /locus_tag="BA_0912"
                     /old_locus_tag="BA0912"
                     /db_xref="Pathema:BA_0912"
     CDS             926524..927495
                     /locus_tag="BA_0912"
                     /old_locus_tag="BA0912"
                     /note="identified by similarity to EGAD:30673; match to
                     protein family HMM PF00005; match to protein family HMM
                     PF08352; match to protein family HMM TIGR01727"
                     /codon_start=1
                     /transl_table=11
                     /product="oligopeptide ABC transporter, ATP-binding
                     protein"
                     /protein_id="AAP24906.1"
                     /db_xref="Pathema:BA_0912"
                     /translation="MHEENLIEVRNSKKYFPIKKGPFGRKTEQLKAVDDLSFTIKKGE
                     TFGLVGESGCGKSTTGRSIIRLHDVTSGNVLFDGKDIASLKESELKEYRKRMQIIFQD
                     PYASLNPAMNVFQIISEPMNIHGSYEKEEQKEIILDLLKKVGLKEEHLYRYPHEFSGG
                     QRQRISIARALSVKPDFILCDEPISALDVSVQAQVVNMLQDIQEETGVTYLFIAHDLS
                     MVRHISDRIGVMYLGNIVEIADSEDLYTKPAHPYTQALLSSMPEPDPTKTGKDRIILE
                     GEVPSPLNSPSGCKFRTRCKFATEKCAQEVPKMVEIAKGHEVACHLF"
     gene            927480..927575
                     /locus_tag="BA_0913"
                     /old_locus_tag="BA0913"
                     /db_xref="Pathema:BA_0913"
     CDS             927480..927575
                     /locus_tag="BA_0913"
                     /old_locus_tag="BA0913"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24907.1"
                     /db_xref="Pathema:BA_0913"
                     /translation="MSFVLEWGKALGGPGAFFFCRGRGCWCGIGW"
     gene            927796..927965
                     /locus_tag="BA_0914"
                     /old_locus_tag="BA0914"
                     /note="conserved hypothetical protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_0914"
     gene            928135..928764
                     /locus_tag="BA_0915"
                     /old_locus_tag="BA0915"
                     /db_xref="Pathema:BA_0915"
     CDS             928135..928764
                     /locus_tag="BA_0915"
                     /old_locus_tag="BA0915"
                     /note="identified by similarity to EGAD:108623"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24908.1"
                     /db_xref="Pathema:BA_0915"
                     /translation="MLKKFTTCILGGALVFNLSGCGNTSDKTSSESKETNSKQEEKNV
                     QTTDEAKTKENTKQKNTEQTKEKSKIKEKEYAVNKDFHTPKFDVTVKRVVERDKVGKE
                     SIGFQKPEDGHVFIVVEAEGKNITSEPMKLAFLPSVDLVDENDNAYQSDVWAASSYDV
                     EKGETSSITKELKPGEVKRQNKVYVINKEKFDTGKWYVVVNNEYKEQIK"
     gene            928934..929506
                     /locus_tag="BA_0916"
                     /old_locus_tag="BA0916"
                     /db_xref="Pathema:BA_0916"
     CDS             928934..929506
                     /locus_tag="BA_0916"
                     /old_locus_tag="BA0916"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24909.1"
                     /db_xref="Pathema:BA_0916"
                     /translation="MKIWELKSSFDDYESFQLLNLEEDSKKYFEGKIDSAVKASDSWG
                     EIRIKCVEEGNQSDLPHFWGEVGTTMVSGKAKKFLESILGDNVEFLPLIHDVTGEVYY
                     IINVLNAIDAIDYEKAILKKLHSGLVIDFKKYAFLPNMVKNQTIFKVYLNEILHIPSV
                     FVSDEFRNTVLESDLKGFEFITVWDSEANM"
     gene            929543..929662
                     /locus_tag="BA_0917"
                     /old_locus_tag="BA0917"
                     /db_xref="Pathema:BA_0917"
     CDS             929543..929662
                     /locus_tag="BA_0917"
                     /old_locus_tag="BA0917"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24910.1"
                     /db_xref="Pathema:BA_0917"
                     /translation="MDAKVLEVLRMLNNYEGNEKEIFELIQAEVMVKFICGKI"
     gene            929647..930063
                     /locus_tag="BA_0918"
                     /old_locus_tag="BA0918"
                     /db_xref="Pathema:BA_0918"
     CDS             929647..930063
                     /locus_tag="BA_0918"
                     /old_locus_tag="BA0918"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24911.1"
                     /db_xref="Pathema:BA_0918"
                     /translation="MWKNLILEIEKIEKSFNDKLNTPATDSEVQKLRERMKESFNVDL
                     PSEYEEFLKNVNGLDFNGLVFYGVDSYLLDTERDESICGLIETNDIWYENEFQKEHLF
                     FGDSNIAWFCKSLSDGTYLELDKPSGTVMNTYNEHI"
     gene            930131..930589
                     /locus_tag="BA_0919"
                     /old_locus_tag="BA0919"
                     /db_xref="Pathema:BA_0919"
     CDS             930131..930589
                     /locus_tag="BA_0919"
                     /old_locus_tag="BA0919"
                     /note="identified by similarity to EGAD:11603; match to
                     protein family HMM PF09346"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24912.1"
                     /db_xref="Pathema:BA_0919"
                     /translation="MFNFLKEYVVADRSVCSKQKPIFYPIYQDGIDEAESLLQMELPK
                     ELKRFYQEIGCGFLKSDKKTFFNRFMDPISVADFRLRQDIYEYNPNLDDVDDDESLVF
                     FEVTELNFLTIKFKEENELSQCPIYSEDEKIADSLEEFLIKMDENPDYYI"
     gene            complement(930636..930842)
                     /locus_tag="BA_0920"
                     /old_locus_tag="BA0920"
                     /db_xref="Pathema:BA_0920"
     CDS             complement(930636..930842)
                     /locus_tag="BA_0920"
                     /old_locus_tag="BA0920"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24913.1"
                     /db_xref="Pathema:BA_0920"
                     /translation="MMYNSIEIIENGLLIESATFLEDARSKVCTSEPNKMSKNTFLDL
                     DMKISFILWTLKKLMQVIHKLFYS"
     gene            complement(931158..932480)
                     /locus_tag="BA_0921"
                     /old_locus_tag="BA0921"
                     /db_xref="Pathema:BA_0921"
     CDS             complement(931158..932480)
                     /locus_tag="BA_0921"
                     /old_locus_tag="BA0921"
                     /note="identified by similarity to SP:P17448; match to
                     protein family HMM PF00083; match to protein family HMM
                     PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative alpha-ketoglutarate permease"
                     /protein_id="AAP24914.1"
                     /db_xref="Pathema:BA_0921"
                     /translation="MAQAKSNRVAGNIFKGSVGNLIEWYDWYVYSAFAVYFSAEFFPK
                     GDPTSQLLNTAAIFAVGFLMRPIGSLLMGRYADRHGRRAALTLSITVMASGSLIIACT
                     PSYESIGIMAPIILVLARLLQGLSLGGEYGTSATYLSEMASSGRRGFYSSFQYVTLVA
                     GQMVALGVQIVLQQLLSEPDMKAWGWRIPFIIGAMGAVAVLWLRRTMDESEQFANIKS
                     QKRESAGTVRTLMKHPKAVLTVVGLTLGGTVAFYTYTTYLQKFMVNTVGLPKEIVSWI
                     NFVALLIFVVLQPIAGLLSDKIGRRPLLMAFGILGTLLTAPIFFFMEKTTEPIVAFLL
                     MMVGLIIVTGYTSINAIVKAELFPTEIRALGVGLPYALTVAIFGGTAEFIALWLKSIG
                     MESLFYFYVAGCIAISFITYWRMDESSKTSQIEAELGGGDQLVNNKSS"
     gene            932706..934295
                     /locus_tag="BA_0923"
                     /old_locus_tag="BA0923"
                     /db_xref="Pathema:BA_0923"
     CDS             932706..934295
                     /locus_tag="BA_0923"
                     /old_locus_tag="BA0923"
                     /EC_number="2.7.13.3"
                     /note="identified by similarity to GP:2443240; match to
                     protein family HMM PF00989; match to protein family HMM
                     PF02518; match to protein family HMM PF08448"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase"
                     /protein_id="AAP24915.1"
                     /db_xref="Pathema:BA_0923"
                     /translation="MKKSRKVSLQTKIVSLIIALILFVVLLLAGIFVYIQSVDTKRQV
                     EQLALQTAKSLSFMPAIKEAFQNNEHKNNIQSIAEQVREQAGADYVIVEDRYGVMYSH
                     SNSELIGTKNNNPYNYEALTFGGYYTLEGNGTSSPALMAKAPIIVHNGDYDQVVGVVT
                     VEFLIKGIESNILSRTKEIILFSLAVLLVGIVGGILLARSIRKDTLGLEPNEIAALYR
                     ERSAILLSIKEGIIAIDRNGFITMMNTSAEEMLHVNGDYMQQHISKVLPEFHMERVLE
                     NDQEIAFQDKVFILNMTPILENNNTVGVVCSFRDKTELQNLVNTISEVRKYSEDLRAQ
                     THEFTNKLFVLSGLLQLGHYREAIEFIQQESNIHQSQNHILFHQIHDAKVQAILLGKI
                     GTASEKKIDFHIEGDSALHPLPDHIKVSHLITILGNIIDNAFDAVSEREEKNVSFFVT
                     DIGHDIVFEVIDRGIGIPAEKITTIFQKGFSTKGNNRGYGLANVKEMVDVLEGTIEIQ
                     NERNGGAIFTIYLPKTLREST"
     gene            934314..934991
                     /locus_tag="BA_0924"
                     /old_locus_tag="BA0924"
                     /db_xref="Pathema:BA_0924"
     CDS             934314..934991
                     /locus_tag="BA_0924"
                     /old_locus_tag="BA0924"
                     /note="identified by similarity to GP:2443239; match to
                     protein family HMM PF00072"
                     /codon_start=1
                     /transl_table=11
                     /product="response regulator"
                     /protein_id="AAP24916.1"
                     /db_xref="Pathema:BA_0924"
                     /translation="MLKVAIAEDDFRVAQIQEEFLLKIKDVKVMGKALNAKETMELLQ
                     REEIDLLLLDNYLPDGIGTDLLPQIHAEFPNVDVIMVTAANENHMLEKAIRNGVSNYL
                     IKPVTLEKFVRTIEDYKRKKQLLHNNNEVNQTLIDNFFGISQTQDIKNLPTGVDPLTL
                     QKVKGIIKGFEEGITIEEMGEQMGASRTTARRYLEYLVATNECTVEYTYGIIGRPERK
                     YRIGRGL"
     gene            934988..935965
                     /locus_tag="BA_0925"
                     /old_locus_tag="BA0925"
                     /db_xref="Pathema:BA_0925"
     CDS             934988..935965
                     /locus_tag="BA_0925"
                     /old_locus_tag="BA0925"
                     /note="identified by match to protein family HMM PF03401"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP24917.1"
                     /db_xref="Pathema:BA_0925"
                     /translation="MKKRLLLCIWIMTGVIAGCSSEKSQTNIVNIDEVEIVAPNVQGA
                     GWDLTARAMQKTLTEEKIFTKPITVTNKVGGSGDVGWKYTKQKGGHVLAINSSLLITN
                     NLLGHSKLTYKDFTPLATLASDWEVVVVSKDSTIDNANELMEQLKQNKKNFNIGVAPG
                     LGNDDHLSFVQVSKAFGINPAELQFFVYENKEKIINALTNKQISAATMTLSEAEKQYK
                     AGKIKILAVSAPKRLDRLLQIPTWKEQGINVIFQHWKGIMGPKNMTEEEVAYWDGVIK
                     RMVESDSWKGILRERGWNSYYKDSRETRGFLEESSGWYGGMVGGARVDK"
     gene            936189..937394
                     /locus_tag="BA_0926"
                     /old_locus_tag="BA0926"
                     /db_xref="Pathema:BA_0926"
     CDS             936189..937394
                     /locus_tag="BA_0926"
                     /old_locus_tag="BA0926"
                     /note="identified by similarity to EGAD:6006; match to
                     protein family HMM PF02342"
                     /codon_start=1
                     /transl_table=11
                     /product="putative tellurium resistance protein"
                     /protein_id="AAP24918.1"
                     /db_xref="Pathema:BA_0926"
                     /translation="MIHTLVRGQKIDVTNNHLEIRGLLVDLTWNAPMNMDVDASAFLV
                     GFNGKITKEEDFVFYGQPYSSCRSVQLNQNETNGSKQRFSIDFTHIKDEVQKIVFSIT
                     IHNAEEKKQALRDVSHIQLKISNAQSGLEIIHFPITYPFTDESAIIVGELYRHGGGWK
                     FNPIGAGYFGGLAALCTSFGIEIADDEKQTAPPIEKKIVPTPPPVQKAINAVKVELKK
                     KQSINIQKSKMVTATLEWETNKDLDLYCFYVTTNGEIGKVYYKNLGSSKISPYIVLDG
                     DSQEPGKETIRIYRPEALKYVLFAAYSAVGNGIGSFYSMKAKAVVDNHMGSVVTAPLL
                     EINDHAYWVCIAHIDFTNLNEMKISHVESYSKNHSEASPLLYENGKFRMDVGPIEFKN
                     EEDYQKYFK"
     gene            937494..940025
                     /locus_tag="BA_0927"
                     /old_locus_tag="BA0927"
                     /db_xref="Pathema:BA_0927"
     CDS             937494..940025
                     /locus_tag="BA_0927"
                     /old_locus_tag="BA0927"
                     /note="identified by similarity to GP:4584112; match to
                     protein family HMM PF07728"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24919.1"
                     /db_xref="Pathema:BA_0927"
                     /translation="MLEQLIIELAKSMKQAEDINGDKNYLIINKDDEGLDVEVKISCG
                     QYEDEVSYFKVSFELLKNTLEKFMAMRTVKSENFGQTSECNAFLLAFFSQLPFVNVME
                     SGAITFKEFQTDNLPSEKYDKVMLFLEEIMNGTYNPSMLRQQTDENLYRMKSNARQDL
                     RLLGFLNESHEMNQLLLNEYVQSEDKNVYIAQLILKQEYFRHVLFILGLLEKYSKDEK
                     KEALVGLGMTIVQNSLGDNLMVESVAKRRTGNLLDWLEQVGLINDEWIPVEQYVKDDG
                     EKGGSMNSNLREKFLTVMNEYLQARTERFAGHKMGSVVRNEMTTEITRLPFIDHSQYV
                     VTGSVGQGNWAAVPWLAIMNKDITTSTQRGYYIVYLFSEDMERLYLTLAQGVTETTKE
                     EMQKIKEEIREQIHMSQKVKKDDDIFLGTSPKAKGYANSTAAYIAYDVNKMPSEKELV
                     EDLEEMLRYYEGFIAYKEEGTKYEMIYERKEVYLDQQSIIDHVSSYIQSKGFFYEKKD
                     LVNFFLSLKTKPFVILSGISGTGKTKIVQWFAESLGATEENGQFTLIPVRPDWSDSSD
                     LLGYVNLQGEFQERPLIKVLENADANPNRPYFVVLDEMNLARVEYYFSDFLSVIESRK
                     WKDGKIVTLPVLPESIANKHITIPSNVYIIGTVNMDETTHPLSKKVLDRANTIEFNTV
                     NLDYFNFLMDVEEKEAEIASNRSLETEYLHLKECFKDNEDLVRNISTILIEINKILES
                     VGAQVGYRIRDEICFYMAYNEQGKLFSFDEALDYQIYQKILPRLAGSDGRTEEVLKQL
                     YVLCANEEYDSGNNDASYAKYPRSANKLSHMLRRFEYDGFTSFWI"
     gene            939997..942444
                     /locus_tag="BA_0928"
                     /old_locus_tag="BA0928"
                     /db_xref="Pathema:BA_0928"
     CDS             939997..942444
                     /locus_tag="BA_0928"
                     /old_locus_tag="BA0928"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP24920.1"
                     /db_xref="Pathema:BA_0928"
                     /translation="MMVSPLSGSNNEIELVKIETEELSLTIKGNPYHEKYESLKEYHA
                     MNADEMMYFHVDGKVESVSVFDARLQRLDEGNEHPPIFFENRSYQLVVVPKNNKQLSF
                     YHEHPGFRKQVSSIQMGSLHVLMGNLSFPNEVGNTTFEIKDDQDTLLTVTFEVFPAKL
                     DYKDDYRALLDEVNDEIYNLAFHLLKRTYLGASAIYATNPSKSEFYRILNDSFERFMK
                     SISHIKRQPHHTLMTRHQLVRGEKIRKLDSVGMNYLRKRPHLLQGENSIPTKGITAYK
                     EVSYDTLENRFVKWMIQRVVHKIEDLLKALEPKSRYTRGVTDEDLLERVKNMKYRMKN
                     ELNDPFWRGIGKLDRSVFSLVIQMVAGYRDAYQIFLMLSRGLTLRGQIFKMSVKDVAR
                     LYEYWTYLKLGQILSKKYIPLHQDVIQVKQDGLYVTLDESKTAKRTFKHPETDEVIEL
                     YFQKRNGRLPTVTQKPDTMLAIEKKGKNYQYQYIFDAKYRIDFAERSHYKRKYGTPGP
                     MEEDINTMHRYRDALVVEQEGPFERTAYGAYVLFPWNQEEAYENHPFYKSIEKVNIGG
                     FPFLPNATRLVEQFLDHLIEKSPEEIIREGILPRGTKEEWHSSLEEKVLVGSVKTEAD
                     YETYRKEGLYQLPVTQLKPGWQEAKYIALYAPKKWHGEKGGIQYVAKIKQIQMHQNDE
                     YIYFELESWKKLDHLIRPVGYGIQTYTITTMSLLKEVQELPELFMKSKEERTLWKTLR
                     RFTKQVKVELDHHNLDEASAIKSYYVQDVQIWVNYENGVVMVGRDGRVKEVPLELVIG
                     RGSVLFREVLEVLNVEE"
     gene            942788..943126
                     /locus_tag="BA_0929"
                     /old_locus_tag="BA0929"
                     /db_xref="Pathema:BA_0929"
     CDS             942788..943126
                     /locus_tag="BA_0929"
                     /old_locus_tag="BA0929"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24921.1"
                     /db_xref="Pathema:BA_0929"
                     /translation="MKTTTKEKRNTIIMLLLSAVIGIFSPLLMYITLARKNEVYKYHC
                     RKAFNFHLLIFLLFNISSRISDVLFWIVFAFEVVHVIFVAWKVISDEPYRYLIRIPLF
                     KEDKYTVEGE"
     gene            943130..943381
                     /locus_tag="BA_0930"
                     /old_locus_tag="BA0930"
                     /db_xref="Pathema:BA_0930"
     CDS             943130..943381
                     /locus_tag="BA_0930"
                     /old_locus_tag="BA0930"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24922.1"
                     /db_xref="Pathema:BA_0930"
                     /translation="MKQEVEIRGKRLLVMIAVLFIAIYIVLRKRKYEYFYDGISEYEN
                     RYKGNVPFLLFFVGLFQYCRQNEMSFSHMLQYVKEKLAE"
     gene            943390..944133
                     /locus_tag="BA_0931"
                     /old_locus_tag="BA0931"
                     /db_xref="Pathema:BA_0931"
     CDS             943390..944133
                     /locus_tag="BA_0931"
                     /old_locus_tag="BA0931"
                     /note="identified by match to protein family HMM PF00376"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, MerR family"
                     /protein_id="AAP24923.1"
                     /db_xref="Pathema:BA_0931"
                     /translation="MAWMISEFASVGDVTVRTLRYYDKINLLKPSDYTEGGHRLYTKD
                     DLYVLQQIQSFKHLGFSLGEIQNIILQRNVETEDFLRQMHFQRELLLAEQERIAKVLS
                     HMDEMTKKFQKEERVDVALFSSFLQTFIWEKENKEWLEEHFSKDSVQSFYNNKELKEK
                     FDRRFMDVIGKLKKYKEEEKDPIHHEVQVTLKEFFNVIQEITNYLDIPQSDIEDIIQK
                     SNLPLSEFPALFTTEEENYIKEAMQQFNN"
     gene            944187..944513
                     /locus_tag="BA_0932"
                     /old_locus_tag="BA0932"
                     /db_xref="Pathema:BA_0932"
     CDS             944187..944513
                     /locus_tag="BA_0932"
                     /old_locus_tag="BA0932"
                     /note="identified by similarity to GP:15025866"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24924.1"
                     /db_xref="Pathema:BA_0932"
                     /translation="MQTYNKLIRNKIPQIIKANGKTPTTKILPKDEYIKELCKKTEEE
                     LTEYLEATTKEYKLEELSDLLELINALAEHEDTTLEEINNIRKKKAEERGDFSDRVFL
                     IEVTAN"
     gene            944714..945574
                     /locus_tag="BA_0933"
                     /old_locus_tag="BA0933"
                     /db_xref="Pathema:BA_0933"
     CDS             944714..945574
                     /locus_tag="BA_0933"
                     /old_locus_tag="BA0933"
                     /note="identified by match to protein family HMM PF04271;
                     match to protein family HMM TIGR01446"
                     /codon_start=1
                     /transl_table=11
                     /product="DnaD domain protein"
                     /protein_id="AAP24925.1"
                     /db_xref="Pathema:BA_0933"
                     /translation="MAVYRNVQVNFWQDDFVLDLTPEERYFYVYLLTCSKTTQCGIFP
                     FPKRLAEMETGYNRETVDKLVQRFVDYGKILYDAETRELFVLNWLRYNPVTNTNVEKC
                     VLRELKGEKNKEFVHMFLQKCVDEELSVPMLLAHFGMPSDLAVDDVELVCEGTEEEEG
                     IEEETGSRVFSFYEQHFGSLSPHTVEELSAWMEDLSEELVLKALQIAFENNKRTVAYV
                     KGILRGWHGKGFTKVSEVEADTASFRKKGSSASTGETEEFLARCEEWEKNAPSEEELQ
                     RFLAERGWRP"
     gene            945571..946857
                     /locus_tag="BA_0934"
                     /old_locus_tag="BA0934"
                     /db_xref="Pathema:BA_0934"
     CDS             945571..946857
                     /locus_tag="BA_0934"
                     /old_locus_tag="BA0934"
                     /note="identified by similarity to EGAD:21924; match to
                     protein family HMM PF00772; match to protein family HMM
                     PF03796; match to protein family HMM TIGR00665"
                     /codon_start=1
                     /transl_table=11
                     /product="putative replicative DNA helicase"
                     /protein_id="AAP24926.1"
                     /db_xref="Pathema:BA_0934"
                     /translation="MSIQNVEAEKTVLGSLLLDGELIKECRLTEQYFSMPVHKSIFQL
                     MRKMEGEGQPIDLVTFTSRVDPNFLKGIGGMEYFIGLMDGVPTTSNFSYYEGLVRGAW
                     KMYQAGVLGHKMGERLIAEKSEKIIGETITALCELEEKDCVCEFDLKDALVDLYEELH
                     QDAKEITGIETGYTSLNKMTCGLQEGDFVVLGARPSMGKTAFALNVGLHAAKSGAAVG
                     LFSLEMSSKQLLKRMASCVGEVSGGRLKNPKHRFAIEDWERVSKAFAEIGELPLEIYD
                     HAGVTVQDIWMQTRKLKRKHGDKKILIIVDYLQLITGDPKHKGNRFQEISEISRKLKL
                     LARELNVCVVALSQLSRSVESRQDKRPLLSDLRETGQIEQDADVIMLMYREDYYDKET
                     MQKEMTEIHVAKHRNGPVGSFKLRFMKEFGRFVEGG"
     gene            946890..947057
                     /locus_tag="BA_0935"
                     /old_locus_tag="BA0935"
                     /db_xref="Pathema:BA_0935"
     CDS             946890..947057
                     /locus_tag="BA_0935"
                     /old_locus_tag="BA0935"
                     /note="identified by similarity to OMNI:NTL02SS1252"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP24927.1"
                     /db_xref="Pathema:BA_0935"
                     /translation="MTKVGRLYEQEKQEEIDKALSAAGMLFKGMSIEEVAKKLDVTIE
                     KVKEWEKRLSR"
     gene            947184..947600
                     /locus_tag="BA_0936"
                     /old_locus_tag="BA0936"
                     /db_xref="Pathema:BA_0936"
     CDS             947184..947600
                     /locus_tag="BA_0936"
                     /old_locus_tag="BA0936"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP24928.1"
                     /db_xref="Pathema:BA_0936"
                     /translation="MLKKLGILVLGSAVALSLVACGDSTKEASNEKKEEPKQEAKKEN
                     KENKESKKKITAADVEAIKVGDSLTGAGGEKYEDVVAKFGEPDNKAESQAGDIKMIIA
                     SWTKNVNGDLGANFNVTFTEKDGQKLATSKAQMGMK"
     gene            947622..947966
                     /locus_tag="BA_0937"
                     /old_locus_tag="BA0937"
                     /db_xref="Pathema:BA_0937"
     CDS             947622..947966
                     /locus_tag="BA_0937"
                     /old_locus_tag="BA0937"
                     /note="identified by similarity to GP:15023412"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24929.1"
                     /db_xref="Pathema:BA_0937"
                     /translation="MKRTTEFVLGLIGGIFGILCAFIALFIGGVASAMEAEGASNVIG
                     LGWAAVALSILGIVGSVMVKSKAKVGGGMMTIAAIGGFICISFIYILPAVLLLIGGLM
                     GIFRKEKVTVSA"
     gene            complement(948301..949122)
                     /locus_tag="BA_0938"
                     /old_locus_tag="BA0938"
                     /db_xref="Pathema:BA_0938"
     CDS             complement(948301..949122)
                     /locus_tag="BA_0938"
                     /old_locus_tag="BA0938"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by similarity to OMNI:EF0618;
                     match to protein family HMM PF01978"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24930.2"
                     /db_xref="Pathema:BA_0938"
                     /translation="MKYKSKHRRTKKVDYIVQQLKKIGFNEYEAKSYVSLVKQGPVTA
                     YQVSKDSGVPRARIYEILGNLVEKGIVMKEEINDTTRYSPLPVEIFLQKAQSEWQSTY
                     EGISDSLKKLETSEEKTDNRVITLKDNQTIISYCQTLIKKAEQRIVISMWDEMYEALK
                     EELAEVADKVTVQGITLHVENPIKNLEAHRITAYTETLSTEHWFILSIDSKEMIYGPS
                     LEERNIAFYTDDPVHIYLLEDYVWHDVLVNRLVRRSKDDLEQWITAERRSFFMGK"
     gene            949197..949964
                     /locus_tag="BA_0939"
                     /old_locus_tag="BA0939"
                     /db_xref="Pathema:BA_0939"
     CDS             949197..949964
                     /locus_tag="BA_0939"
                     /old_locus_tag="BA0939"
                     /note="identified by match to protein family HMM PF01925"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP24931.1"
                     /db_xref="Pathema:BA_0939"
                     /translation="MDFYLDPSVLMILIVFGFVAAFIDSVVGGGGLIALPALLFTGLN
                     PASAVATNKLASTMGSATSNIVFYRSGNLDLKSAFKLFPITFIGSIIGAWTVHLMNPE
                     VLKPLMLIMLGVIAIYTIFKKDWGSISTHKKLSGRHVIIFAFFIFVIGFYDGFLGPGT
                     GSFLMFSLLFIGYDFLKAAGTAKFLNLGSNVGALLMFMYVGQVNYVYGFIMGIAQIAG
                     GIAGSKFAIKKGSGYVRALFITVTCLLLAKNLYDYVQ"
     gene            complement(950096..950188)
                     /locus_tag="BA_0940"
                     /old_locus_tag="BA0940"
                     /db_xref="Pathema:BA_0940"
     CDS             complement(950096..950188)
                     /locus_tag="BA_0940"
                     /old_locus_tag="BA0940"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24932.1"
                     /db_xref="Pathema:BA_0940"
                     /translation="MARSFIIKNKCSLNGETTTPVIVTIKYYLF"
     gene            950317..950472
                     /locus_tag="BA_0942"
                     /old_locus_tag="BA0942"
                     /db_xref="Pathema:BA_0942"
     CDS             950317..950472
                     /locus_tag="BA_0942"
                     /old_locus_tag="BA0942"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24933.1"
                     /db_xref="Pathema:BA_0942"
                     /translation="MDFLFDLVKEFVKATVREVSAYFLQNQLLDKDNKKTTPRRRKQK
                     GGFRKKK"
     gene            complement(950644..951219)
                     /locus_tag="BA_0943"
                     /old_locus_tag="BA0943"
                     /db_xref="Pathema:BA_0943"
     CDS             complement(950644..951219)
                     /locus_tag="BA_0943"
                     /old_locus_tag="BA0943"
                     /note="identified by similarity to OMNI:NTL01SA2438"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, TetR-related family"
                     /protein_id="AAP24934.1"
                     /db_xref="Pathema:BA_0943"
                     /translation="MNDNEKQIDLRIRRTHKLLWDSLFELMTQSKQKYSTITINQICE
                     RAMVHRTTFYKHFEDKDALLTFGFKRYSKIVAEIPLLDRLSKPFQVMEQFLHHEEIGK
                     ILETQMSDEQFNSRIQYLSHETRKQETEALNRLCKNHTMPNDLITEFYSGVINSLSSW
                     WFQNERKLPAAEMDKYFHQLINRDIFQFEKE"
     gene            951362..952822
                     /locus_tag="BA_0944"
                     /old_locus_tag="BA0944"
                     /db_xref="Pathema:BA_0944"
     CDS             951362..952822
                     /locus_tag="BA_0944"
                     /old_locus_tag="BA0944"
                     /note="identified by similarity to EGAD:108662; match to
                     protein family HMM PF07690; match to protein family HMM
                     TIGR00711"
                     /codon_start=1
                     /transl_table=11
                     /product="drug resistance transporter, EmrB/QacA family"
                     /protein_id="AAP24935.1"
                     /db_xref="Pathema:BA_0944"
                     /translation="MNMTTKSPASGKVDTSNMKHTPILIALLLGTMVALLNETLLGNA
                     LTVLMKEFDVTASTIQWLSTAYMLVVGVLVPITALLQQWLTTRQMFLIAMVTFLVGTL
                     IAGFAPTFSVLLVGRIVQAVATGLISPLLMNTILIICPPEKRGATMGLIALVMMSAPA
                     IGPTLSGVIVDSLNWRWLFYIVIPIVIISIMIGMKYIQNVSEITRPKVDYPSILLSTL
                     GFGGLVYSFSASGDLGWSDTKVYGALIVGLISLCIFIVRQLKIDNPILELRAFKVPMF
                     TLSVGLIVIVMMSLFSTMTLLPMFLQTVLLVTAFKSGIIMLPGSVISAIMGPIAGKLF
                     DKFSPKVIIVPGIVLVGIAMFLFKGITPDTSIVQIIVMHSVLMVGLMFVMTAQTYGLN
                     QLTPDLYPHGTALFNTLQQVAGAIGTAIFISKMSSGTTSYMESSANPMDPVEKLNGLT
                     SGFQGAFALGLVFIVVAFIVSLFLKEEKKGVLQNEN"
     gene            complement(952864..953406)
                     /locus_tag="BA_0945"
                     /old_locus_tag="BA0945"
                     /db_xref="Pathema:BA_0945"
     CDS             complement(952864..953406)
                     /locus_tag="BA_0945"
                     /old_locus_tag="BA0945"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24936.1"
                     /db_xref="Pathema:BA_0945"
                     /translation="MDGDGMKELKRYRFFFIFLLGLFILTFINQSLGWRALQLTGNSI
                     LDMLFLLPPVLLFVGLLDQWVKKETLMKYMDKKSGIYGILFSLLLGGIAAGPLYVAFP
                     IAALLLKKGASIRYIVFFLGVWTTAKLPILVYEYSSFGATFTLIHIGFGLVFFYIMGI
                     IFERFYDQEELLRYDVMEEM"
     gene            complement(953388..953870)
                     /locus_tag="BA_0946"
                     /old_locus_tag="BA0946"
                     /db_xref="Pathema:BA_0946"
     CDS             complement(953388..953870)
                     /locus_tag="BA_0946"
                     /old_locus_tag="BA0946"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by similarity to GB:AAT59211.1"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24937.1"
                     /db_xref="Pathema:BA_0946"
                     /translation="MINGVILYTLAIILTGISFMKDRRKTKDALMKSWNMFRNLLPAM
                     LSIMLFVGLSLSILTPSFISSIIGEQSGFIGIVYSAILGSVALIPSFVVFPLGHTLVQ
                     HGAGLPQVAALMSTLMSVGITTLPMEQKIFGRSFAYARNAAALLMSLLFSYIIWMVMV
                     "
     gene            complement(953863..954204)
                     /locus_tag="BA_0947"
                     /old_locus_tag="BA0947"
                     /db_xref="Pathema:BA_0947"
     CDS             complement(953863..954204)
                     /locus_tag="BA_0947"
                     /old_locus_tag="BA0947"
                     /note="identified by similarity to GP:17133113; match to
                     protein family HMM PF03551"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, PadR family"
                     /protein_id="AAP24938.1"
                     /db_xref="Pathema:BA_0947"
                     /translation="MKHTGRHTGAFLLLFLAEGDNYGGQLLQKCEEELPVNPIDSAIL
                     YRTLKKLENEGAIESYVSTDYQDKPRKMYKITSAGKEQLADFQMDIEEKMKNLSFFLG
                     KYKDLQEPDHD"
     gene            complement(954405..954557)
                     /locus_tag="BA_0948"
                     /old_locus_tag="BA0948"
                     /db_xref="Pathema:BA_0948"
     CDS             complement(954405..954557)
                     /locus_tag="BA_0948"
                     /old_locus_tag="BA0948"
                     /note="identified by match to protein family HMM PF09680;
                     match to protein family HMM TIGR01732"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24939.1"
                     /db_xref="Pathema:BA_0948"
                     /translation="MVFMEGGVNMGYGGTCGGGCGFGGGFALLVVLFILLIIVGASCW
                     GGGFGC"
     gene            954730..954996
                     /locus_tag="BA_0949"
                     /old_locus_tag="BA0949"
                     /db_xref="Pathema:BA_0949"
     CDS             954730..954996
                     /locus_tag="BA_0949"
                     /old_locus_tag="BA0949"
                     /note="identified by similarity to OMNI:TP0410"
                     /codon_start=1
                     /transl_table=11
                     /product="protein-export membrane protein-related protein"
                     /protein_id="AAP24940.1"
                     /db_xref="Pathema:BA_0949"
                     /translation="MANSEMILRLLTDLKIEQQALKEQLEKIQTAVNTLEEKSAIVEE
                     KTKVIKEKPMIIEEKPAVAAAKQRAHSGRPTSFRAWRAAAQKNS"
     gene            complement(955344..956750)
                     /locus_tag="BA_0950"
                     /old_locus_tag="BA0950"
                     /db_xref="Pathema:BA_0950"
     CDS             complement(955344..956750)
                     /locus_tag="BA_0950"
                     /old_locus_tag="BA0950"
                     /note="identified by similarity to OMNI:NTL01BH0728; match
                     to protein family HMM PF03403"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24941.1"
                     /db_xref="Pathema:BA_0950"
                     /translation="MLEIIFVAVLLLSSITLIFIERGLTKKNVVILLINYAFLFATII
                     VIGANWRMIPTYFLLFVLTLQVFLKPKTTAVSKKLVMKVLKGLGIIVTAIAMFTLPLL
                     FPIITLPEPTGKYTVGTKAFHLIDKNRKETTVPNNHRNRELMIQVYYPAEKGSGNPST
                     YFENINELAEQLAVTNGAPYIVTTHLGLTKTHSYQDAKPLQAKEKFPLLLFGHGMGLY
                     GQQNTFQLEELASQGYVVIALNFTGYAATTIFPNGNRVDSIPIENTPTALNTIVQKWE
                     QDTTFVLNEVIEGNFDKSFKTITNLINYNKIGMFGHSFGGATSAQMLVKDTRIKAAID
                     MDGGLFGDPMPKDGPQKPFMLMNAEATIHFMKEAKNQKITGIQNELLEIVYLRNKTIE
                     KPGVYTVVIPKTNHTSFTDLAAFSPIINEPDEDVAANYTLINKLVTSFFDQNLKGINE
                     NHLEDIQKQYPELQLIKH"
     gene            complement(956931..957032)
                     /locus_tag="BA_0951"
                     /old_locus_tag="BA0951"
                     /db_xref="Pathema:BA_0951"
     CDS             complement(956931..957032)
                     /locus_tag="BA_0951"
                     /old_locus_tag="BA0951"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24942.1"
                     /db_xref="Pathema:BA_0951"
                     /translation="MEHNKNGMLALIVLFVGLAFFVFGMVYHLWGTV"
     gene            957182..957766
                     /locus_tag="BA_0952"
                     /old_locus_tag="BA0952"
                     /db_xref="Pathema:BA_0952"
     CDS             957182..957766
                     /locus_tag="BA_0952"
                     /old_locus_tag="BA0952"
                     /note="identified by similarity to GP:17430774; match to
                     protein family HMM PF07336"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24943.1"
                     /db_xref="Pathema:BA_0952"
                     /translation="MQETKQFPLISGNLSLDLVNTELVRRGQRYDLLITDEDVLEWLH
                     VIKVNLPFWNEKTLIGIQERMDQVTSSILEAREVLRKQFETIADQHEISNDFITYLEK
                     QVEKAPFTYKVIEQSLVPIPVGEIEDVLVSIIAFDALTLVAENKLIFLKRCSNPDCVL
                     LFIDKSGKRKWCSMKICGNRKKVAKFQDRKCEEV"
     gene            957883..958437
                     /locus_tag="BA_0953"
                     /old_locus_tag="BA0953"
                     /db_xref="Pathema:BA_0953"
     CDS             957883..958437
                     /locus_tag="BA_0953"
                     /old_locus_tag="BA0953"
                     /note="identified by similarity to EGAD:49272; match to
                     protein family HMM PF04982"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24944.1"
                     /db_xref="Pathema:BA_0953"
                     /translation="MDNITAAKQKEAPPISVRYFAKMKGKGRSPLQVNIKDSLTGLLG
                     GFLTILTLTYLTSITSTELLMAPFGASCVLAFGVWNAPLSQPRNIIGGHLISTFIGLS
                     IYHLFGNEYWTIALAVGMSIAIMMLTRTTHPPAGADPIVVILEAYSWSYLVTPVLVGS
                     LVIVVIALFINNMSSKRSYPTFWI"
     gene            complement(958792..960675)
                     /locus_tag="BA_0954"
                     /old_locus_tag="BA0954"
                     /db_xref="Pathema:BA_0954"
     CDS             complement(958792..960675)
                     /locus_tag="BA_0954"
                     /old_locus_tag="BA0954"
                     /note="identified by match to protein family HMM PF01073;
                     match to protein family HMM PF01370; match to protein
                     family HMM PF07993"
                     /codon_start=1
                     /transl_table=11
                     /product="mxaA domain protein"
                     /protein_id="AAP24945.1"
                     /db_xref="Pathema:BA_0954"
                     /translation="MRTVFLTGGTGFIGKQLVKELAKEDVKILLLVRSKSKAIRIFQE
                     RGSLKKAFMHFIEGDLTKIDLGLSAEDKERVLKTDVIIHAGGPMDIQATSKEAASVFL
                     NGAKHINELAKSIHQLKGLQQFIHVVGYMSPFDDTNSKIAIDVFQEGNNYLKIKNPYE
                     RTKFLADLYIRQQASAVGYPLSVINPPTVVGSSKTGSTEQIAGLGLLVMSMRRGLMPV
                     IPGGKGYRLPLISNDELAKFIVQVFRLEQPTIQTYTLVEDKQHDQNIAELLSIMSESM
                     NMRAPKISVPMPFMKAIMNSGGSKITKIPSDGLTFITKQKFSNVSAKKIMGGDWFKKT
                     SVMKFFPAVVADLDYRMMYQNGRHNHLFKRTLCDNTTFYQLQGKGKPFILLHGLLSDG
                     EDLFPLAQELHEKTGQPVWILDLPGLGRSPFKREKNLLDIYLNVVKRLLEKATNGAHL
                     IGHSFGAFILLEALVQEYIDKKYSITLLQPPVAKKNAKSLNVPQFMNKWTLKLATTNL
                     IGRYLLSNGLFESMESIPEHYIEKISNSFTSPRILNTTVQLNSLLLKNDQGDFNEVTK
                     YNLHIIWGDYDRAYSAPSHLGKVDFVPYGHHFPLSHPSETATLVIKNSNTSRWECGIN
                     KSV"
     gene            complement(960733..961317)
                     /locus_tag="BA_0955"
                     /old_locus_tag="BA0955"
                     /db_xref="Pathema:BA_0955"
     CDS             complement(960733..961317)
                     /locus_tag="BA_0955"
                     /old_locus_tag="BA0955"
                     /note="identified by similarity to GP:17133703; match to
                     protein family HMM PF00440"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, TetR family"
                     /protein_id="AAP24946.1"
                     /db_xref="Pathema:BA_0955"
                     /translation="MTKVKLMNQKRVIEVAATLFLEKGFAYTSMDELVRVSKVSKSNV
                     YYHFSNKEQLLEGVVDYWIEMYQSAIDDVLSQNQFLVENRIQLFLKQLSQGVQSREYK
                     GGCPFITLYIQSPTQATQIKEKIGLFFTGLQEKVSLLLKQGVENGEFRNTIHIDEVAS
                     LFITNLEGALFISETLKDATVITKTADHFFKLLR"
     gene            complement(961717..961983)
                     /locus_tag="BA_0956"
                     /old_locus_tag="BA0956"
                     /db_xref="Pathema:BA_0956"
     CDS             complement(961717..961983)
                     /locus_tag="BA_0956"
                     /old_locus_tag="BA0956"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24947.1"
                     /db_xref="Pathema:BA_0956"
                     /translation="MEHPVARELRNIRICLIILIIVIAFWDREKPVEITDHSSNPMLN
                     TSNMTQVGDHTFAYKDESNQIKIFKFDPDTNEIKLIKEFYANEY"
     gene            962364..962720
                     /locus_tag="BA_0957"
                     /old_locus_tag="BA0957"
                     /db_xref="Pathema:BA_0957"
     CDS             962364..962720
                     /locus_tag="BA_0957"
                     /old_locus_tag="BA0957"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24948.1"
                     /db_xref="Pathema:BA_0957"
                     /translation="MGAWGTGLFDDDTTCDVKDQFIEYIEEGNSAEEATKLILEEYVD
                     EFDIEEELEEMSLVYIGLAAIQLEKGCLQEEVRNKAIALIERGADLELWEEADTEDYE
                     ERKRVLDEFKQQLING"
     gene            962992..963450
                     /locus_tag="BA_0958"
                     /old_locus_tag="BA0958"
                     /db_xref="Pathema:BA_0958"
     CDS             962992..963450
                     /locus_tag="BA_0958"
                     /old_locus_tag="BA0958"
                     /note="identified by similarity to GP:10176440; match to
                     protein family HMM PF01047"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, MarR family"
                     /protein_id="AAP24949.1"
                     /db_xref="Pathema:BA_0958"
                     /translation="MTRTYKEIINEMNRAYNEFYILLFQELKDEYGLTGQQESMLFHI
                     HLNENTTANHIATTFNISKSAVSQVLSKLEKQKMISKQVNPNNKREYFLTLGPNGSKY
                     MEQLSELDDVLIEKYFSKIDIGALEQMTDTLKKINKVILEEKQKDLDCNE"
     gene            963494..964027
                     /gene="pssA"
                     /locus_tag="BA_0959"
                     /old_locus_tag="BA0959"
                     /db_xref="Pathema:BA_0959"
     CDS             963494..964027
                     /gene="pssA"
                     /locus_tag="BA_0959"
                     /old_locus_tag="BA0959"
                     /EC_number="2.7.8.8"
                     /note="identified by match to protein family HMM PF01066;
                     match to protein family HMM TIGR00473"
                     /codon_start=1
                     /transl_table=11
                     /product="CDP-diacylglycerol--serine
                     O-phosphatidyltransferase"
                     /protein_id="AAP24950.1"
                     /db_xref="Pathema:BA_0959"
                     /translation="MSYIPNMITIANFVCGLLAIHAVFVHDMYGAVMFIITGMVFDLF
                     DGMVARKLDSVSEIGGELDSFADLVTFGVAPSILAYSVALKDLQSIGMLCALAYSVCG
                     MLRLARFNTQQSKLPTFIGMPIPFAAICLLILCLLNNPVSVAFGTCILAYLMVSKIKF
                     PHFKKDISESLKSERWD"
     gene            964051..964422
                     /locus_tag="BA_0960"
                     /old_locus_tag="BA0960"
                     /db_xref="Pathema:BA_0960"
     CDS             964051..964422
                     /locus_tag="BA_0960"
                     /old_locus_tag="BA0960"
                     /note="identified by similarity to OMNI:NTL01BS03683"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ATP synthase protein I"
                     /protein_id="AAP24951.1"
                     /db_xref="Pathema:BA_0960"
                     /translation="MIRMALRSFNIQMYCLLGVMLLGWWMTPFSAQFVGISIGLLVSM
                     YCAWILGRRIEKFGDSIVKKEKAPMLGMMNRFAAAILGAIIMYEIEHREYMWTFAAGI
                     MVGYFLVIINLGYYSMRDAEE"
     gene            964715..965368
                     /locus_tag="BA_0961"
                     /old_locus_tag="BA0961"
                     /db_xref="Pathema:BA_0961"
     CDS             964715..965368
                     /locus_tag="BA_0961"
                     /old_locus_tag="BA0961"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP24952.1"
                     /db_xref="Pathema:BA_0961"
                     /translation="MNRKIWFVFTCFALLVSGYIVVQYFIMDGFQTGLVKAKLMYGSK
                     LSEFWYSMLFTHITTSIVALVIGPFTLSTKFRERNINRHRIAGRIYMVGILLGGISGL
                     YLSFYATGGLVAKLGFGLLSVFWLTSAYQALHRVKNKKMKDHRNWMIRNYSLTFAAVT
                     LRIWLPLFIVLFGIERFELSYAVIAWLAWVPNLIVAELFIRKRLNKGKYEGNEDLHF"
     gene            965744..966364
                     /locus_tag="BA_0962"
                     /old_locus_tag="BA0962"
                     /db_xref="Pathema:BA_0962"
     CDS             965744..966364
                     /locus_tag="BA_0962"
                     /old_locus_tag="BA0962"
                     /note="identified by similarity to GP:7110140; match to
                     protein family HMM PF04892"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP24953.1"
                     /db_xref="Pathema:BA_0962"
                     /translation="MSYLYTYFFTIMFCILFQIGFYFKAKNNISIRHFLWVYVFLFYL
                     SLVYKVTQIATVWDISRYETWIRVNQINLTLFDTAGSTTYLLNILLFMPLGFLLPTIW
                     PQFRKIKNTVCAGFFFSLAIELNQLLNNRITDVDDLFTNTLGAIIGYVLYTALFKLIL
                     KREEKKLDKNSSLVIKYEAIFCLVCSFVGAMLIYYPALFGRPVILQ"
     gene            complement(966464..967462)
                     /locus_tag="BA_0963"
                     /old_locus_tag="BA0963"
                     /db_xref="Pathema:BA_0963"
     CDS             complement(966464..967462)
                     /locus_tag="BA_0963"
                     /old_locus_tag="BA0963"
                     /note="identified by match to protein family HMM PF02733;
                     match to protein family HMM TIGR02362"
                     /codon_start=1
                     /transl_table=11
                     /product="dihydroxyacetone kinase family protein"
                     /protein_id="AAP24954.1"
                     /db_xref="Pathema:BA_0963"
                     /translation="MKKIMNDVQNIVQDMLHGFYFEHNDKVNYDETNNIIYVKDIEKL
                     KQDVAIISGGGSGHEPADIGYVGKGMLTAAVNGSIFTPPTVEQIVAATRLMPKEKSIL
                     FIIKNFKDDVANFVAAEQIAKEEGREIDHIIVNDDVSIEDDASFTKRRRGVAGTVFVQ
                     KILGAAALEGHSLEELTTLGCSVTENLHTLGVALSPANDPVKGQASFTLNEDEVFYGV
                     GIHGEKGYRKEALSSSEILAIELMNKLKSIYRWRKGDNFAILINGLGATPLMEQYIFA
                     NDIRRLCELEGLQITFVKVGTLLTSLDMKGVSLSLLKIEDWDWVKWLKADTRVGSW"
     gene            complement(967482..968048)
                     /locus_tag="BA_0964"
                     /old_locus_tag="BA0964"
                     /db_xref="Pathema:BA_0964"
     CDS             complement(967482..968048)
                     /locus_tag="BA_0964"
                     /old_locus_tag="BA0964"
                     /note="identified by similarity to OMNI:NTL01BH3398; match
                     to protein family HMM TIGR02366"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24955.1"
                     /db_xref="Pathema:BA_0964"
                     /translation="MTSSIISKKIIANSLKYLMETESFHKISVSDIMLHCQMRRQTFY
                     YHFKDKFELLGWIYREETKENIIDFLDYETWENIFDLLFDYFYENQKFYRNAFKVIEQ
                     NSFNHYLFEHTKNLYMKIIDELSVSCGFSLSDETKNTIASFYSHGFVGTIKDWIESKC
                     EVDPSIMSSLMKNMINNQLLLLLEQSAK"
     gene            968227..969978
                     /locus_tag="BA_0965"
                     /old_locus_tag="BA0965"
                     /db_xref="Pathema:BA_0965"
     CDS             968227..969978
                     /locus_tag="BA_0965"
                     /old_locus_tag="BA0965"
                     /note="identified by match to protein family HMM PF02733;
                     match to protein family HMM PF02734; match to protein
                     family HMM TIGR02363; match to protein family HMM
                     TIGR02365"
                     /codon_start=1
                     /transl_table=11
                     /product="dihydroxyacetone kinase family protein"
                     /protein_id="AAP24956.1"
                     /db_xref="Pathema:BA_0965"
                     /translation="MKKIINKPETLVMEMCNGMVMAHPELELLKKYKVIKKKEMNENK
                     VTLISGGGSGHEPAHAGLVGKGMLDAAVCGDVFASPSQIQVYQAIKETASKKGTLLII
                     KNYSGDIMNFKNGAHLATEDGIEVDYVKVDDDIAVEDSLYTVGRRGVAGVILVHKIAG
                     AAAEAGMDLRAVKAIAEKAAANVRTIGLALTSCTVPASGSPTFTLAEDEMEYGVGIHG
                     EPGIKREKMLSADELANRMTNDLMKDLGVKDGEEIALLVNGFGGTPLQELYLFNNAVT
                     RELAARNIKINRVFVGNYMTSIDMAGMSLTVMKLDDELKTLLSKECNTPAFKVDGPVE
                     SVEYVNVLEETEEKEVSFELETAEEHAVIKNNVITLNNMIYLVDKMSDIIIKNEVPFC
                     ELDTHAGDGDFGMSVAKGFKQLKREWHSIVEQENVTIGSFLDGCSMIIMEHCGGASGP
                     IWGGAFRAASKAAGEKRELTVKEFAEMLQGALQGIQSIGERSFGRGAVVGDKTLVDAL
                     APCVDSWLASASNEEDMKTAFEKGAEAAVKGAEYTKEIVARMGRAGTVGERSLGYPDA
                     GAHALGVIFTEIAGSLK"
     gene            complement(970032..970694)
                     /locus_tag="BA_0966"
                     /old_locus_tag="BA0966"
                     /db_xref="Pathema:BA_0966"
     CDS             complement(970032..970694)
                     /locus_tag="BA_0966"
                     /old_locus_tag="BA0966"
                     /note="identified by similarity to GP:10176668; match to
                     protein family HMM PF02525"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24957.1"
                     /db_xref="Pathema:BA_0966"
                     /translation="MNKTLIINAHPKVDDTSSVSIKVFKHFLESYKELISNNETIEQI
                     NLYDDVVPMIDKTVLSAWEKQGNGQELTREEQKVTERMSEILQQFKSANTYVIVLPLH
                     NFNIPSKLKDYMDNIMIARETFKYTETGSVGLLKDGRRMLVIQASGGIYTNDDWYTDV
                     EYSHKYLKAMFNFLGIEDYQIVRAQGTAVLDPTEVLQNAYKEVEEAASRLANKYIFSL
                     EE"
     gene            970905..971411
                     /locus_tag="BA_0967"
                     /old_locus_tag="BA0967"
                     /db_xref="Pathema:BA_0967"
     CDS             970905..971411
                     /locus_tag="BA_0967"
                     /old_locus_tag="BA0967"
                     /note="identified by similarity to GP:15026619; match to
                     protein family HMM PF02082; match to protein family HMM
                     TIGR00738"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24958.1"
                     /db_xref="Pathema:BA_0967"
                     /translation="MQYSVGVEYALHCLVYLINTPSKESVGIKDLAEFQGLSETFLSK
                     VFGKLSKVGIVNSVPGVKGGYRLAKSPEDISFWDVIEAVEGPKPIFQCKNIVQNGLLY
                     RDEACNSCEPSNSSCTINLVMLEAEEHMREFLRKKTLAWLDKELDIVLPEKIRVNTRE
                     YFNQKNSN"
     gene            complement(972067..972186)
                     /locus_tag="BA_0969"
                     /old_locus_tag="BA0969"
                     /db_xref="Pathema:BA_0969"
     CDS             complement(972067..972186)
                     /locus_tag="BA_0969"
                     /old_locus_tag="BA0969"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24959.1"
                     /db_xref="Pathema:BA_0969"
                     /translation="MIVIFFMVFKQYDTFLTPSVQVREDILMDVFFSYIITTQ"
     gene            complement(972629..973462)
                     /locus_tag="BA_0971"
                     /old_locus_tag="BA0971"
                     /db_xref="Pathema:BA_0971"
     CDS             complement(972629..973462)
                     /locus_tag="BA_0971"
                     /old_locus_tag="BA0971"
                     /note="identified by match to protein family HMM PF02517"
                     /codon_start=1
                     /transl_table=11
                     /product="CAAX amino terminal protease family protein"
                     /protein_id="AAP24960.1"
                     /db_xref="Pathema:BA_0971"
                     /translation="MTEGKRLKKPVVSFILLTNIIFWPLFLLVGITKLLHFPTWIFDV
                     MLCISAWSSTFAFMFLFKRIYPGQSFIQFVKGRFKNKLNYSIVLTVSMTQIIIFLMML
                     FLISTNSEANSIFNRTTWGVLLYYVVKTIVSGPLGEELGWRGFALMELQKKYSPLKSS
                     IIIGFWWGMWHLPIWFTTGFTGSNLIKYILFFMIAIISTTIIMTTFYNLNQNLIVPII
                     IHFFFNLFIGIINGQLIELIMYTAIFYLIVAILLIVINPKKVLYGNKIKKIVNKEQDS
                     I"
     gene            973557..973751
                     /locus_tag="BA_0972"
                     /old_locus_tag="BA0972"
                     /db_xref="Pathema:BA_0972"
     CDS             973557..973751
                     /locus_tag="BA_0972"
                     /old_locus_tag="BA0972"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24961.1"
                     /db_xref="Pathema:BA_0972"
                     /translation="MKILFSQLINDIGVDHEYGKLNGKLGGAELSVVAKDGYYHFRAK
                     ADLAKDEGEVKVPLPFTDWK"
     gene            974010..974291
                     /locus_tag="BA_0973"
                     /old_locus_tag="BA0973"
                     /db_xref="Pathema:BA_0973"
     CDS             974010..974291
                     /locus_tag="BA_0973"
                     /old_locus_tag="BA0973"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24962.1"
                     /db_xref="Pathema:BA_0973"
                     /translation="MILGISYFNIFCIVVIILFFFIFWRLHVWYNKKHNVPKVFQWFP
                     RKWGKRKVSEHLSQLNEKLEAEGKGIWVTIYAIDLYIVTIPCTVKKYKS"
     gene            974837..975970
                     /locus_tag="BA_0975"
                     /old_locus_tag="BA0975"
                     /db_xref="Pathema:BA_0975"
     CDS             974837..975970
                     /locus_tag="BA_0975"
                     /old_locus_tag="BA0975"
                     /note="identified by match to protein family HMM PF01966"
                     /codon_start=1
                     /transl_table=11
                     /product="HD domain protein"
                     /protein_id="AAP24963.1"
                     /db_xref="Pathema:BA_0975"
                     /translation="MCKMMKGIKNIETKEPINMFLFIPCSTLLFDNIYQHFILGKDFT
                     LEKLLFELVFLFIFISFFLCNKCLQKMNKQMFTKYIFLGVSIIYLLAYDLMFIRDPGS
                     SLHIPYLECFLVISAPLFLSIHYLLTVSICMVCRFLIAIYYFEINYPISLILLFLIIF
                     VTSFFVFLSLKFLVQKIKASYEKQMKETALSIMRIMELKDQYTKGHSERVANYATILA
                     KETNEYDDNSLKQFHFICLLHDIGKIGIPDEVLKKASSLTEEEYNLIKTHPQLGLEVF
                     KNISLIKGSEDIILSHHERWDGKGYPQKLKGNQIPLCARIVAIADAFDAMTSSRAYRS
                     ALSPEEAYRRIIEGSGTQFDPSMVEVFKKVFPLWERMVPNSFR"
     gene            complement(976121..976231)
                     /locus_tag="BA_0976"
                     /old_locus_tag="BA0976"
                     /db_xref="Pathema:BA_0976"
     CDS             complement(976121..976231)
                     /locus_tag="BA_0976"
                     /old_locus_tag="BA0976"
                     /note="identified by match to protein family HMM PF09680;
                     match to protein family HMM TIGR01732"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24964.1"
                     /db_xref="Pathema:BA_0976"
                     /translation="MGYGGSCGEGCGFAGGFALLVVLFILLIIIGCSCFC"
     gene            976635..976916
                     /locus_tag="BA_0977"
                     /old_locus_tag="BA0977"
                     /db_xref="Pathema:BA_0977"
     CDS             976635..976916
                     /locus_tag="BA_0977"
                     /old_locus_tag="BA0977"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24965.1"
                     /db_xref="Pathema:BA_0977"
                     /translation="MFKKLVVGLLATGIALTGGIGAASADTQKAVSSPKQATCSIPYE
                     YSNGKFKRTLYYSNGVYANSFTENVCGGTITWYLKHVQHGVAFYEGNLK"
     gene            complement(977553..977774)
                     /locus_tag="BA_0978"
                     /old_locus_tag="BA0978"
                     /db_xref="Pathema:BA_0978"
     CDS             complement(977553..977774)
                     /locus_tag="BA_0978"
                     /old_locus_tag="BA0978"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24966.1"
                     /db_xref="Pathema:BA_0978"
                     /translation="MTMKRYFNFISLFLTVLVIINLTNIHTKYQFFIGASIALCLTII
                     STNEIIKFLATSSLLVYGFAACTFLSIAY"
     gene            978764..978901
                     /locus_tag="BA_0980"
                     /old_locus_tag="BA0980"
                     /db_xref="Pathema:BA_0980"
     CDS             978764..978901
                     /locus_tag="BA_0980"
                     /old_locus_tag="BA0980"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24967.1"
                     /db_xref="Pathema:BA_0980"
                     /translation="MYNEISDDMERKQTRESLIIVLDKTINKFIKIRNIGKDPLEFGS
                     F"
     gene            979208..980941
                     /locus_tag="BA_0981"
                     /old_locus_tag="BA0981"
                     /db_xref="Pathema:BA_0981"
     CDS             979208..980941
                     /locus_tag="BA_0981"
                     /old_locus_tag="BA0981"
                     /note="identified by match to protein family HMM PF00395"
                     /codon_start=1
                     /transl_table=11
                     /product="putative S-layer protein"
                     /protein_id="AAP24968.1"
                     /db_xref="Pathema:BA_0981"
                     /translation="MYTKLLKSITSLSLIGGALLYTNGSDVRAAEASIFSDVPTSHWS
                     YPAIKDLSSKNIISGYGNGKFGFGDVATREQVAALIYRALLPNKQGGTFSNEGARYVL
                     KDGSTLNNPYRDIRAGSTLFPEEVLTLTKLGIFNGDGNGGFRPKDSVSRAEMAQIIKN
                     AFQVSAKQKHTFNDVPNGFWAEGAISAVQSNGIASGTGDGKFEPAKTVTREQYAQFLY
                     NALQYKKPAVAVQDTGDAALLAAFKDEVQKRINTYETNITLPYKTTNSNTKEVMNTLF
                     NAYKEVASKNEYTNNRSNVSYGLSGSPGNYTFTLKITYRETKEQTEYVMKQAKAIVSS
                     ITQVGMDDHEKVKAIHDYVVKHISYDTSYKAYTAYEALVNRSAVCQGYALLTYQLLKE
                     AGIENHFVVGTGDGQPHAWNLVKIENKWYHLDTTFDDPVPDEQGRVTYSYFNLSDEQI
                     ARNHEWNRGDYPQATTNYYSTLTNKIAAGSTKTPAYQQILKDTKLNYLGNEYIANNYN
                     EFKNKMQQRYNEKSPKIEILYKQSMDGALQDVKKVIGEIGYPQGANRVSYKAEPYNAK
                     EGYSLVTITFM"
     gene            981082..981396
                     /locus_tag="BA_0982"
                     /old_locus_tag="BA0982"
                     /db_xref="Pathema:BA_0982"
     CDS             981082..981396
                     /locus_tag="BA_0982"
                     /old_locus_tag="BA0982"
                     /note="identified by similarity to GP:16413635; match to
                     protein family HMM PF01047; match to protein family HMM
                     PF03551"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24969.1"
                     /db_xref="Pathema:BA_0982"
                     /translation="MNRDKNLPLTETTYYVLLALLEPAHGYLIMQKVEELSNQQVKIA
                     AGTLYGAVENLLKQGLIESVKSEDKRRKVYVITERGKEVLHLDFMRMQHIIEVTKSLL
                     HV"
     gene            981413..982021
                     /locus_tag="BA_0983"
                     /old_locus_tag="BA0983"
                     /db_xref="Pathema:BA_0983"
     CDS             981413..982021
                     /locus_tag="BA_0983"
                     /old_locus_tag="BA0983"
                     /note="identified by similarity to GP:16410630"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24970.1"
                     /db_xref="Pathema:BA_0983"
                     /translation="MWRLKFFLDFEKEEKWLEEMAWKGYQLESNTFGYTFRYTEPEDA
                     TIRIDHRVFSRKSEFINYCTLFEDSGWEHIAGNWWSGTHYFKKVNEESEDDIFSDQMS
                     RAGKYKRLSKTFLELAMCSIPILILFMFNDTIHLGALANSKELYFTPGLWDKQGVSFL
                     WSFLFETPFALMRGLAWLFIPAAIVMYLVCSYKANRLYEERR"
     gene            complement(982603..982842)
                     /locus_tag="BA_0984"
                     /old_locus_tag="BA0984"
                     /db_xref="Pathema:BA_0984"
     CDS             complement(982603..982842)
                     /locus_tag="BA_0984"
                     /old_locus_tag="BA0984"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24971.1"
                     /db_xref="Pathema:BA_0984"
                     /translation="MKINKKFEPIIFNLFMILGISSIISFVMVSMNVGYTALFLKSWL
                     KTWAIAFVLAFLASKLLPFVVKRIMKIFIFVEKDA"
     gene            complement(983074..983535)
                     /locus_tag="BA_0985"
                     /old_locus_tag="BA0985"
                     /db_xref="Pathema:BA_0985"
     CDS             complement(983074..983535)
                     /locus_tag="BA_0985"
                     /old_locus_tag="BA0985"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP24972.1"
                     /db_xref="Pathema:BA_0985"
                     /translation="MKKIISICALTALSFTLIGCASTSATDKSPQAKQEHKQNAFQLN
                     SANITDIEILQTTNNTTSKSQTDNKEMIQSIVSAVQKGTPKTITLDQKKRKSAHSTIT
                     VTYKDDAKEEFLVWVDNKEQITIAKDKKKDKVEGVTVNIKNTKMMKDFFKM"
     gene            983749..984138
                     /locus_tag="BA_0986"
                     /old_locus_tag="BA0986"
                     /db_xref="Pathema:BA_0986"
     CDS             983749..984138
                     /locus_tag="BA_0986"
                     /old_locus_tag="BA0986"
                     /note="identified by similarity to EGAD:107944"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24973.1"
                     /db_xref="Pathema:BA_0986"
                     /translation="METKYSKPFVYEFITEKEVMNAANDLVKKGIDQKDIYVLTHEKE
                     RTDRIADNADVNTIGIKEEGLGTSIINVFQNTGDQLRNKMQELGLNEEEANFYEEKLD
                     EGKILLFVKDLERVGEWLQERRCMYSI"
     gene            984189..984389
                     /locus_tag="BA_0987"
                     /old_locus_tag="BA0987"
                     /db_xref="Pathema:BA_0987"
     CDS             984189..984389
                     /locus_tag="BA_0987"
                     /old_locus_tag="BA0987"
                     /note="identified by similarity to EGAD:108069; match to
                     protein family HMM PF05532"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24974.1"
                     /db_xref="Pathema:BA_0987"
                     /translation="MSESGLKEQITGKVEKTKGQVKEGIGEVTEDRKLKNEGKWDKTK
                     GTIKEKVGKVKQKISDGLDNKE"
     gene            984465..984716
                     /locus_tag="BA_0988"
                     /old_locus_tag="BA0988"
                     /db_xref="Pathema:BA_0988"
     CDS             984465..984716
                     /locus_tag="BA_0988"
                     /old_locus_tag="BA0988"
                     /note="identified by similarity to OMNI:SA0446; match to
                     protein family HMM PF04226"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24975.1"
                     /db_xref="Pathema:BA_0988"
                     /translation="MGLIITCIVGGLIGALAGMITGKDFPLGIVGNVIAGLIGSWVGS
                     ALFGHWGPEWGGIFILPALLGAIVFILIVTFFSRMLRKA"
     gene            complement(984897..985097)
                     /locus_tag="BA_0989"
                     /old_locus_tag="BA0989"
                     /db_xref="Pathema:BA_0989"
     CDS             complement(984897..985097)
                     /locus_tag="BA_0989"
                     /old_locus_tag="BA0989"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24976.1"
                     /db_xref="Pathema:BA_0989"
                     /translation="MEEHNFKKGDFVQFSYRHDHATKLVGSIINILTNTIVVDIGNNE
                     DVSHIEPRQVVRINNCEKATMV"
     gene            985298..985633
                     /gene="rsbV"
                     /locus_tag="BA_0990"
                     /old_locus_tag="BA0990"
                     /db_xref="Pathema:BA_0990"
     CDS             985298..985633
                     /gene="rsbV"
                     /locus_tag="BA_0990"
                     /old_locus_tag="BA0990"
                     /note="identified by similarity to SP:P17903; match to
                     protein family HMM PF01740; match to protein family HMM
                     TIGR00377"
                     /codon_start=1
                     /transl_table=11
                     /product="anti sigma b factor antagonist RsbV"
                     /protein_id="AAP24977.1"
                     /db_xref="Pathema:BA_0990"
                     /translation="MNLGINILQNDVGYTVQLNGEIDAYTASDLKNKIMPIASEKEVR
                     IVVDFNKVDYMDSTGLGVFIALLKAVKKNDGKLEFIGVSKRLKRLFDITGLTEILNLN
                     SDFEKVERR"
     gene            985640..986122
                     /gene="rsbW"
                     /locus_tag="BA_0991"
                     /old_locus_tag="BA0991"
                     /db_xref="Pathema:BA_0991"
     CDS             985640..986122
                     /gene="rsbW"
                     /locus_tag="BA_0991"
                     /old_locus_tag="BA0991"
                     /note="identified by similarity to EGAD:16920; match to
                     protein family HMM PF02518; match to protein family HMM
                     TIGR01924"
                     /codon_start=1
                     /transl_table=11
                     /product="anti-sigma b factor"
                     /protein_id="AAP24978.1"
                     /db_xref="Pathema:BA_0991"
                     /translation="MMERFEKIEMKIPAKAEYVAIIRLTMAGVANRMGFAYDDIEDMK
                     IAISEACTNIVQHAYKEDVGEIAIVFGLYENRLEIMVADNGVSFDFNNLRSKVGPYDI
                     SKPVEHLPENGLGLYLINTLMDDIQIMHDEGMTVLMTKYIQREQVENDGNPISTYESY
                     "
     gene            986088..986861
                     /gene="sigB"
                     /locus_tag="BA_0992"
                     /old_locus_tag="BA0992"
                     /db_xref="Pathema:BA_0992"
     CDS             986088..986861
                     /gene="sigB"
                     /locus_tag="BA_0992"
                     /old_locus_tag="BA0992"
                     /note="identified by similarity to SP:Q9K5J6; match to
                     protein family HMM PF04539; match to protein family HMM
                     PF04542; match to protein family HMM PF04545; match to
                     protein family HMM TIGR02937; match to protein family HMM
                     TIGR02941; match to protein family HMM TIGR02980"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA polymerase sigma-B factor"
                     /protein_id="AAP24979.1"
                     /db_xref="Pathema:BA_0992"
                     /translation="MEIQSQPTNLTKEDVIKLIAEFQQNQCGEAQERLVDHYKNLVYS
                     IAYRYSKGGPMHEDIIQVGMLGLLGAIRRYDYSIGNAFEPFAIPTIVGEIKKYLRDKT
                     WGIHVPRRIKDLGGKIKLAIEELTDHLQRSPKIIEIADHLGLSEEEVLEIMDAKNNYR
                     VSSLDDVVENASDGSSVARIESVGEVEQGYEQTERRLVLKDIFNVLNETEKSVIHYIF
                     EENLNQKDTGERLGISQMHVSRIKRQAISKLKQAAFLDT"
     gene            986931..987371
                     /locus_tag="BA_0993"
                     /old_locus_tag="BA0993"
                     /db_xref="Pathema:BA_0993"
     CDS             986931..987371
                     /locus_tag="BA_0993"
                     /old_locus_tag="BA0993"
                     /note="identified by similarity to SP:Q9S2N0; match to
                     protein family HMM PF00210"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24980.1"
                     /db_xref="Pathema:BA_0993"
                     /translation="MSHDVKELIEGLNEDLAGEYSAIIMYNHNAATVSGIYRQVLKPF
                     FESEISDEQGHALYLAEKIKTLGGTPTTIPLRVKQAEDVREMLEYARQSEYETIKRYE
                     KRKEQAANLNMTELVVKLEDMIADETNHMEELDRLLNDKAMVLN"
     gene            987547..988689
                     /locus_tag="BA_0994"
                     /old_locus_tag="BA0994"
                     /db_xref="Pathema:BA_0994"
     CDS             987547..988689
                     /locus_tag="BA_0994"
                     /old_locus_tag="BA0994"
                     /note="identified by similarity to GP:17131371; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF07228"
                     /codon_start=1
                     /transl_table=11
                     /product="response regulator"
                     /protein_id="AAP24981.1"
                     /db_xref="Pathema:BA_0994"
                     /translation="MSILIVDDNPVNIFVIKKILKQAGYQDLVSLNSAQELFEYIHFG
                     KDSSRHNEIDLILLDIMMPEIDGLEVCRRLQKEEKFKDIPIIFVTALEDANKLAEALD
                     IGAMDYITKPINKVELLARMRVALCLKSELNWHKEQEENLRNELDLATQVQRNLLSSP
                     LREEHIKIEASYLPSFKLAGDMYYWYKIDENRYGIILLDVMGHGVSASLVCMFISSVL
                     RETIKCLIDPELVMKDLNKYMTLLHNENDNIPYYFTAIYLVVNTEDRTIEYVNAGHPS
                     GYVLVDETNVVELNRGSCAVGFFDEIKVEKTVIPFEKNAQIVLFTDGVLEAIANDEFE
                     AEEKLRTFTERKWGELEEEIEGFYKEEQKQAQSDDMCLIMIQTNAK"
     gene            complement(988728..989585)
                     /locus_tag="BA_0995"
                     /old_locus_tag="BA0995"
                     /db_xref="Pathema:BA_0995"
     CDS             complement(988728..989585)
                     /locus_tag="BA_0995"
                     /old_locus_tag="BA0995"
                     /note="identified by similarity to EGAD:14223; match to
                     protein family HMM PF01739; match to protein family HMM
                     PF03705"
                     /codon_start=1
                     /transl_table=11
                     /product="methyltransferase, CheR family"
                     /protein_id="AAP24982.1"
                     /db_xref="Pathema:BA_0995"
                     /translation="MENKYYNFDPSVDTDKRTNLEIDLLLEAVFKLSGFDFRQYARTS
                     IYRRICNRMQISNIPTISKLIEKVIHEEGVLEQLLNDFSINVTEMFRNPIFFKALREH
                     VIPELRKHPEIRIWHAGCATGEEVLSMSILLHEEGLSEKAVIYATDMNTDVLEKAKQG
                     ILPLNKMQTYTKNYLQAGGTQAFSNYYSTDSRFAYFNPSLLQNIIFAQHNLVTDQSFN
                     EFHIILCRNVLIYFTSKLQNQVQQLFYESLSHNGFLCLGNKETLRFSDIMPHYTQFNP
                     HEQIYQKIQ"
     gene            complement(989602..992292)
                     /locus_tag="BA_0996"
                     /old_locus_tag="BA0996"
                     /db_xref="Pathema:BA_0996"
     CDS             complement(989602..992292)
                     /locus_tag="BA_0996"
                     /old_locus_tag="BA0996"
                     /EC_number="2.7.13.3"
                     /note="identified by similarity to GP:17130973; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF00512; match to protein family HMM PF00672; match to
                     protein family HMM PF01590; match to protein family HMM
                     PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase/response regulator"
                     /protein_id="AAP24983.1"
                     /db_xref="Pathema:BA_0996"
                     /translation="MKSKAKFSIRYKIMAGYLVIILFLLISFIMLNNQISNLQKSRNF
                     IIDHDFKVLNLTNQVEKDLLTIENKAKGFITSNNANYLQSLNSAERDYEKHYHDLFSL
                     LEDNPSQQEKLKEINGNITNWMNKEIHPLIANHNSNKIQEIDTTEIQSLQSQLTDFRS
                     TEEQLTKKRAAQLDTKNNKLELWLYSLLFLLSCISIIVSLYISNSITKTIKNVIQAIK
                     SISSKEKITERIHVNTHDEIKDLAHTTNHLLDEISKREWLQTEIAELILMYQGVSSIE
                     MLGNKILSGIIQKTQTSCGAFYVREEYEETVYYVKKASFADQGFDIGKQSIKMGEGFI
                     GQSALEKKSFILRDIPEEFRYVTTGLLEIRPKNLLVIPVLFEDEVIAVMELVSVTDIS
                     DLHQDLIQQTVDNLGLTIHSIMGRMRIQTLLHESQAMTEELQVQSEELQTQAEELQMQ
                     AEELRTTNEQLESRTEEAEQKTADLQITKLELEEKASELLRSSKYKSEFLANMSHELR
                     TPLNSILLLSEMLKENHDNHLSDDEIELATVIHSSGKDLLTLINDILDLSKVEAGKLD
                     VIFEATNISDMAASMHQNFLHIAAQKNVEFTVEDSDTIPDLFYTDAKRIEQIIKNLLS
                     NAFKFTEKGSVSLHFDSIETSNLSHDMQSISKDWITISVKDTGIGIAKEQHQLIFEAF
                     QQADGATIRKYGGTGLGLSICKEFARLLGGWITLESHVGEGSTFTVYIPNLPNGLHDV
                     QLSNLEVAATVDEVIPAEVIEETIVLPEANNVFQEKTIMIVDDDHRNIFALQNALKKQ
                     HANIITAQNGLECLEILKNNTNIDLILMDIMMPNMDGYETMEHIRMNLGLHEIPIIAL
                     TAKAMPNDKEKCLSAGASDYISKPLNLHQLYSVMSVWLIK"
     gene            complement(992498..992767)
                     /locus_tag="BA_0997"
                     /old_locus_tag="BA0997"
                     /db_xref="Pathema:BA_0997"
     CDS             complement(992498..992767)
                     /locus_tag="BA_0997"
                     /old_locus_tag="BA0997"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24984.1"
                     /db_xref="Pathema:BA_0997"
                     /translation="MERKITMNAIHSTTILYNETPTITQIHHFYALMTTFQTNLFISK
                     QGTLTSIKNLSTLVSFFLTVKKKELVLFIFEGIDAKRALRTLFPS"
     gene            992971..993108
                     /locus_tag="BA_0998"
                     /old_locus_tag="BA0998"
                     /db_xref="Pathema:BA_0998"
     CDS             992971..993108
                     /locus_tag="BA_0998"
                     /old_locus_tag="BA0998"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24985.1"
                     /db_xref="Pathema:BA_0998"
                     /translation="MDKMITDITFDFIYLLSSSLVILLLLAFFVNGYVNKKISVYKNE
                     E"
     gene            993148..993678
                     /locus_tag="BA_0999"
                     /old_locus_tag="BA0999"
                     /db_xref="Pathema:BA_0999"
     CDS             993148..993678
                     /locus_tag="BA_0999"
                     /old_locus_tag="BA0999"
                     /note="identified by similarity to GP:3089535"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24986.1"
                     /db_xref="Pathema:BA_0999"
                     /translation="MNMDRKIVGVFPTIDDAALVINELKEKGYSADNISAIAKDQKEI
                     EHLEEKSGEKVNSETAHKADIFSATGLVAGGVAGGLGGLLTGLGVLAVSGMGPIVAAG
                     PIAAAIGGAGIGGGAGSLIGAFIGLGIPEEHAKKYEEYIYDGNILILVDVKLDDKLEI
                     YKIFDKHHAYNSDFFK"
     gene            993739..994020
                     /locus_tag="BA_1000"
                     /old_locus_tag="BA1000"
                     /db_xref="Pathema:BA_1000"
     CDS             993739..994020
                     /locus_tag="BA_1000"
                     /old_locus_tag="BA1000"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24987.1"
                     /db_xref="Pathema:BA_1000"
                     /translation="MTIREEGLIVKDQVLFYYLKGKRCLFVIVKILKDSSNSFLCTVQ
                     NKNGDQYVKKWFRKHENNEELGRPTFKEVERDWKENRESFMYPNVKALY"
     gene            994163..994474
                     /locus_tag="BA_1001"
                     /old_locus_tag="BA1001"
                     /db_xref="Pathema:BA_1001"
     CDS             994163..994474
                     /locus_tag="BA_1001"
                     /old_locus_tag="BA1001"
                     /note="identified by similarity to SP:Q9RMY7; match to
                     protein family HMM PF01906"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24988.1"
                     /db_xref="Pathema:BA_1001"
                     /translation="MIVTTTSGIQGKEIIEYIDIVNGEAIMGANIVRDLFASVRDVVG
                     GRAGSYESKLKEARDIAMDEMKELAKQKGANAIVGVDVDYEVVRDGMLMVAVSGTAVR
                     I"
     gene            994734..994955
                     /locus_tag="BA_1002"
                     /old_locus_tag="BA1002"
                     /db_xref="Pathema:BA_1002"
     CDS             994734..994955
                     /locus_tag="BA_1002"
                     /old_locus_tag="BA1002"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24989.1"
                     /db_xref="Pathema:BA_1002"
                     /translation="MIEINDGACKELYYIKFIMNGGGDNMFWLGCFLGYIVGSVITCA
                     LLYFGYRSHENKKANIQKREERKINQKGV"
     gene            complement(995053..995358)
                     /locus_tag="BA_1003"
                     /old_locus_tag="BA1003"
                     /db_xref="Pathema:BA_1003"
     CDS             complement(995053..995358)
                     /locus_tag="BA_1003"
                     /old_locus_tag="BA1003"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24990.1"
                     /db_xref="Pathema:BA_1003"
                     /translation="MWLISAIWPVILVGGIVVFVIKRLEHKYKHGKLGKKKLNEAQIL
                     LDSFIPIGMLIGCIIGLIFGMFFPDYSLLTMSLGSGIGYLLGFFAYEIYSKPGNNFS"
     gene            complement(995476..996471)
                     /locus_tag="BA_1004"
                     /old_locus_tag="BA1004"
                     /db_xref="Pathema:BA_1004"
     CDS             complement(995476..996471)
                     /locus_tag="BA_1004"
                     /old_locus_tag="BA1004"
                     /note="identified by similarity to OMNI:NTL01SM00884;
                     match to protein family HMM PF00107; match to protein
                     family HMM PF08240"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, zinc-binding dehydrogenase
                     family"
                     /protein_id="AAP24991.1"
                     /db_xref="Pathema:BA_1004"
                     /translation="MLHGTCIQFHKFGNPKDVLQVEYKNIEPLKENEVLVRMLVRPIN
                     PSDLIPITGAYAHRIPLPNIPGYEGVGIVEDVGAGVTRDLISKRVLPLRGEGTWQEYV
                     KTSADFVVPIPDSIDDFTAAQMYINPLTAWVTCTETLNLQSNDVLLVNACGSAIGHLF
                     AQLSQILNFRFIAVTRNNKHTEELLSLGAAYVIDTSTAPLYETVMELTNGLGADAAID
                     SIGGPDGNELAFSLRPNGHFLTIGLLSGIQVNWAEIVTKAKVHANIFHLRHWNKEVSP
                     YKWQETFRHLIRLVENKQLRFMTVHSTYDLADVKAAVDVVQSAEKTKGKVFLTSY"
     gene            complement(996600..996740)
                     /locus_tag="BA_1005"
                     /old_locus_tag="BA1005"
                     /db_xref="Pathema:BA_1005"
     CDS             complement(996600..996740)
                     /locus_tag="BA_1005"
                     /old_locus_tag="BA1005"
                     /note="identified by similarity to EGAD:107956"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24992.1"
                     /db_xref="Pathema:BA_1005"
                     /translation="MYFGSKGWYVKELKKLGIRTYEGKKLESYRTHVLSSLLERMKKA
                     SA"
     gene            996832..997257
                     /locus_tag="BA_1006"
                     /old_locus_tag="BA1006"
                     /db_xref="Pathema:BA_1006"
     CDS             996832..997257
                     /locus_tag="BA_1006"
                     /old_locus_tag="BA1006"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP24993.1"
                     /db_xref="Pathema:BA_1006"
                     /translation="MVNFVAKDIYTKDSIQRGGQDVIIEKHEIQIDQITSGKVNIFTF
                     YRNRKQIDDQFLRLQEPSLTANYFFHFHFDAESLHLLQEEFPSVYPYDGSETIHDWTE
                     KMKAELQHQIQTGKWNKRVRIGNRILDVVFTWCDEDIVE"
     gene            complement(997284..997469)
                     /locus_tag="BA_1007"
                     /old_locus_tag="BA1007"
                     /db_xref="Pathema:BA_1007"
     CDS             complement(997284..997469)
                     /locus_tag="BA_1007"
                     /old_locus_tag="BA1007"
                     /note="identified by similarity to OMNI:NTL01BH1164"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24994.1"
                     /db_xref="Pathema:BA_1007"
                     /translation="MGVYVLTVFEKDGSKALDESFEAATEKEAKAKGESILQEKGLYE
                     KTHRCTSSAGKLVLFQR"
     gene            997638..998879
                     /locus_tag="BA_1008"
                     /old_locus_tag="BA1008"
                     /db_xref="Pathema:BA_1008"
     CDS             997638..998879
                     /locus_tag="BA_1008"
                     /old_locus_tag="BA1008"
                     /note="identified by similarity to EGAD:108598; match to
                     protein family HMM PF00149"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA repair exonuclease family protein"
                     /protein_id="AAP24995.1"
                     /db_xref="Pathema:BA_1008"
                     /translation="MKQVKFIHAADLHLDSPFKGMEMNVPQSVWERMKQSTFESFERI
                     IDKAIQERVDFVLLAGDLYDAETRSLRAQVFVREQMKRLSQYDIPVFIIHGNHDHLGG
                     SWAAIEFPENVHVFTEPYVEEKSFYKNGELLASIYGFSYLQQAVTDNMTAQYTKMSDA
                     PFHIGMLHGSVEGDAEHNRYAPFQIRELKEKQFDYWALGHIHKREILLEEPYIIYPGN
                     IQGRHRKETGEKGAYLIELTKQGSHCSFFHTADVVWDEIEVNIDGLETVDELMTSVST
                     AMNECRREEEGTQLTVVFTGQGPLSPYLRDEKRVEEIFHILAAGEERKDFVYTMKWKN
                     ETVSFAEIERLKEENHFVGSVLKELEAFTNMDGVLRSIWTSPIARNSIESFTEEEKKE
                     IQKEAENIILEQLFQQERDKK"
     gene            998876..999475
                     /locus_tag="BA_1009"
                     /old_locus_tag="BA1009"
                     /db_xref="Pathema:BA_1009"
     CDS             998876..999475
                     /locus_tag="BA_1009"
                     /old_locus_tag="BA1009"
                     /note="identified by similarity to GP:16411691"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP24996.1"
                     /db_xref="Pathema:BA_1009"
                     /translation="MRMEKLYIYGYGKLENVEIDLSMLTVLYGENEAGKSTIRSFMKS
                     ILFGFPTRGQRRYEPKEGGKYGGAITVQTEKYGRLKIERLPKTAAGEVTVYFEDGKTG
                     GEEILHDILTGMNESLFESVFSFDMHGLQNIHQLGEADIGNYLFSASAVGSDALLQLD
                     KKLEKEMDQRFKPSGRKPEINVSLQEMKKLEEKMKEWQG"
     gene            1000114..1001244
                     /locus_tag="BA_1010"
                     /old_locus_tag="BA1010"
                     /db_xref="Pathema:BA_1010"
     CDS             1000114..1001244
                     /locus_tag="BA_1010"
                     /old_locus_tag="BA1010"
                     /note="identified by match to protein family HMM PF01385;
                     match to protein family HMM PF07282; match to protein
                     family HMM TIGR01766"
                     /codon_start=1
                     /transl_table=11
                     /product="transposase, IS605 family"
                     /protein_id="AAP24997.1"
                     /db_xref="Pathema:BA_1010"
                     /translation="MILAKKVRLIPTPEQEQVLRNHAGAARFAYNYCKRMSDRYYKLF
                     GKSVSQLALQKRFTKIKKRKRYEWLNDINAQVPKQASKDFDKARKHSFKKYKNGYHTS
                     YKSKKDLIQGFYANYERLIIGKKVVHIQSIGEVKTSQQLPRNKKPFNPRVTFDGRHWW
                     ISVGFQEFFESQELTNESIGVDVGLKELFVASNGTKERNINKDAKVKKLLKRKKSAQR
                     DMSRRFKKGVKTQSAGYEKAKAEHLRLSRKIKNIRNNHIHQATAKLVKTKPMRIVVED
                     LSISNLLKNKKLSKAFLFQKLNFFFQCLSYKCEKYGVAYVKADKWFASSKICSCCGVK
                     YEHSVQPEGQWSLKIREWRCVPCNSHHDRDLNASINLSRWVK"
     gene            1001412..1003715
                     /locus_tag="BA_1011"
                     /old_locus_tag="BA1011"
                     /db_xref="Pathema:BA_1011"
     CDS             1001412..1003715
                     /locus_tag="BA_1011"
                     /old_locus_tag="BA1011"
                     /note="identified by similarity to EGAD:108599"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP24998.1"
                     /db_xref="Pathema:BA_1011"
                     /translation="MEQLKESEEKLAFVRAEKESAEKRKQDYEILAALEPLVIEKRAH
                     EKVLEDESGQFPVNGMARYEAIKAKMEPLQLQVDSLYKKIETVQSEMESIQIDEEFLQ
                     KESYVEELRMQHMSYENARQEMRDVTGTITNIKEELAELEQQIGATFEKETVLSFDMS
                     LATKELITQAVQKARELETQKAQLDDRFKVAQEQLEEQEENIRQIQKQMLADEERNTL
                     VEKEKSFQDAAFIGMGAERMKRKYEEKAGAAMQKKKQWQRVCLLLLLINTGVLFTSLF
                     IDNRLLLFISVIVFVGIVLALVLYKDPSSGLQEELLTLQQSAGGRQSEEAMTVRYQLE
                     KDEEIRKLFERESYKLQQMERAYDKVVSSYEEWERETFRMSEQVNVYKKRYTFPEFYT
                     YAHILPAFERMEKMQQLYRELEKQGTRKSSLYEMISQFEHKLETVIGSAEYSKLHEAQ
                     SRMQNEKEKRQTCKQLKEKLAEWQEEYALMQEQLKQLLVERDSLWHIAHSTDEEMFLE
                     AGKLAEKREDAEKQVGRLLPQIDLLEQRLTSLSLAEHYEADGYDEKLKQEMTVMQNCL
                     TKEKELTERIAKHRMEIANLEEGSTYGDLLHEWEMKKAQVREQVKKWAAYAAAKTVLT
                     KTKQYYHKVHLPRILQKSEEYFVYLTGGRYSKIFSPSEAEPFIVERNDGMRFYSHELS
                     QATAEQLYLSLRFALAKTFEHDYPFIIDDSFVHFDAVRTNRTIELIKEIAKDRQVIFF
                     TCHAHLLAYFTEKQIIKLTHMRKENEL"
     gene            1003757..1004701
                     /locus_tag="BA_1012"
                     /old_locus_tag="BA1012"
                     /db_xref="Pathema:BA_1012"
     CDS             1003757..1004701
                     /locus_tag="BA_1012"
                     /old_locus_tag="BA1012"
                     /note="identified by match to protein family HMM PF01336;
                     match to protein family HMM PF01966"
                     /codon_start=1
                     /transl_table=11
                     /product="HD domain protein"
                     /protein_id="AAP24999.1"
                     /db_xref="Pathema:BA_1012"
                     /translation="MKKKIAEYEVGEQVDVFLLIKTATKGIASNGKPFLTVILQDPSG
                     DIEAKLWDVSPEVEKQYVAETIVKVAGDILNYKGRIQLRVKQIRVANENEVTDISDFV
                     EKAPVKKEDMVEKITQYIFEMRNPNIQRLTRHLLNKHQNEFLDYPAATKNHHEFVSGL
                     AYHVVSMLDLAKAISNLYPSLDKDLLYAGVILHDLGKVIELSGPISTTYTLEGNLLGH
                     ISIMVNEIGKAADELQIDAEEVLILQHIVLSHHGKAEWGSPKPPLVKEAEILHYIDNL
                     DAKMNMMDRALGRTKPGEYTERVFALDNRSFYKPSFHN"
     gene            1004878..1005453
                     /locus_tag="BA_1013"
                     /old_locus_tag="BA1013"
                     /db_xref="Pathema:BA_1013"
     CDS             1004878..1005453
                     /locus_tag="BA_1013"
                     /old_locus_tag="BA1013"
                     /note="identified by similarity to GP:16502382; match to
                     protein family HMM PF00440"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, TetR family"
                     /protein_id="AAP25000.1"
                     /db_xref="Pathema:BA_1013"
                     /translation="MGRKISFNKERALNKAMHLFWEKGYDATYISDLIETMGISRSTL
                     YDSFGDKDALFKLVLEQYKNYGSQKRNLLFSDTNTKESLKSFFYQHIEKCYSDDIPKG
                     CIITNSSLLIGQIDPSIEEILINDFNELEKAFKQVIEEGKKKGEISQEDDTELVAYSL
                     LSLNHSLNLMSMYKKEKKLAYNLVDKAIADL"
     gene            1005502..1006722
                     /locus_tag="BA_1014"
                     /old_locus_tag="BA1014"
                     /db_xref="Pathema:BA_1014"
     CDS             1005502..1006722
                     /locus_tag="BA_1014"
                     /old_locus_tag="BA1014"
                     /note="identified by match to protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative transporter"
                     /protein_id="AAP25001.1"
                     /db_xref="Pathema:BA_1014"
                     /translation="MINLTKKTNFLIFILAISCGSLVANIYYAQPIVQFIAKDLNIAS
                     DLSGLLTTLTQIGYGLGLFFIVPMADLFKSKKIIGILIGLTIISLIGTLISTNGIVFL
                     ILTTVIGIGACAAQMLVPLTMRIVPIEEMGKYVGKVMSGLLIGIMIARPLSIGITEWF
                     GWRMVFLFSLIILVAVLLLLIKFLPNYEVVSNSNMSYSNLIASMVKLLLHTSPLQQRA
                     FYHACLFATFSLYWTVIPILLRSEPLHFSNNEIALFGFAAIAGALLTPTIGKIADKGY
                     IFTMTNVSMALVLLSIVLLFFVQDHSLFSVIVILISGISIDIGVAGNLLLGQKVIFSL
                     NPEIRNRLNGLYMTIFFLGGAFGSCIGSYTYYKFNSEVPLLIGAALPLIALFVHLIKN
                     NAIHLSKTKNKYMS"
     gene            1007139..1008083
                     /locus_tag="BA_1015"
                     /old_locus_tag="BA1015"
                     /db_xref="Pathema:BA_1015"
     CDS             1007139..1008083
                     /locus_tag="BA_1015"
                     /old_locus_tag="BA1015"
                     /note="identified by match to protein family HMM PF00903"
                     /codon_start=1
                     /transl_table=11
                     /product="glyoxalase family protein"
                     /protein_id="AAP25002.1"
                     /db_xref="Pathema:BA_1015"
                     /translation="MYEIKGHHHISMVTKNANENNHFYKNVLGLRRVKMTVNQDDPSM
                     YHLFYGDKTGSPGTELSFFEIPLVGKTYRGTNAITRIGLLVPSEDSLHYWKERFEKFD
                     VKHSEITTYANRPALQFEDAEGLRLVLLVSNGEKVEHWETWEKSEVPAEHQIQGMGSV
                     EMTVRRLDKMASTLTDMFGYTEVSRNEEEAIFQSIKGEAFGEIVVKYLDGPTEKPGRG
                     SIHHLAIRVKNDAELAYWEEQVIQRGFQSSGIIDRFYFKSLYFRESNGILFEIATDGP
                     GFTVDGDVEHLGEKLDLPPFLEDQRAEIEANLAPIEEK"
     gene            1008127..1009104
                     /locus_tag="BA_1016"
                     /old_locus_tag="BA1016"
                     /db_xref="Pathema:BA_1016"
     CDS             1008127..1009104
                     /locus_tag="BA_1016"
                     /old_locus_tag="BA1016"
                     /note="identified by match to protein family HMM PF00903"
                     /codon_start=1
                     /transl_table=11
                     /product="glyoxylase family protein"
                     /protein_id="AAP25003.1"
                     /db_xref="Pathema:BA_1016"
                     /translation="MNQLKGIHHVTAITSSAEKNYEFFTHILGMRLVKKTVNQDDIQT
                     YHLFFADDKGSAGTDMTFFDFPGIPKGVHGTNEISKTSFRVPTDAALAYWVKRFDRLE
                     VEHTGIKEQFGKKTLSFVDFDDQHYQLISDELDKGIESGTPWQKGPVPLEYAITGLGP
                     VFIRIANFSFFKEVLEKVLLFKEVAQEGEFYLFEVNEGGNGASVIVEHNTVLPEARQG
                     FGTVHHAAFRVEDRAVLEEWIERISSVGLPSSGYVDRHFFESLYARVAPQILFEFATD
                     GPGFMGDEPYETLGEKLSLPPFLEPKREEIEKLVRPIDTVRSTKEFIKE"
     gene            1009328..1010440
                     /locus_tag="BA_1017"
                     /old_locus_tag="BA1017"
                     /db_xref="Pathema:BA_1017"
     CDS             1009328..1010440
                     /locus_tag="BA_1017"
                     /old_locus_tag="BA1017"
                     /note="identified by similarity to GP:1805447; match to
                     protein family HMM PF00515"
                     /codon_start=1
                     /transl_table=11
                     /product="tetratricopeptide repeat protein"
                     /protein_id="AAP25004.1"
                     /db_xref="Pathema:BA_1017"
                     /translation="MITSTTNEKLTQLLNEWYLEIRSRRISNAERLKQEIDFKFTKLK
                     KETGEGLQNQNLLLYYYLLEFRYNYLIDNLGLSQESFNKIDSFDQPTDNFLTYYYYFF
                     KAIHASELGNFHLAKEHYEKAESFLKYVPDQLEKAEFYYKLATFHYDTQQALVSIKHA
                     TKVKDMYLNHDGYELNVAFCDNILGLACMNLKEWELAEEHFTAAMDQFQKIGEEKFII
                     MVRHNLGWMYSTQNLSALAIRYLTEVVEKSPQHYKALYVKAKEHYKLKEHEIANKLIE
                     KGLKICRDSKIEGYQHHYEILNALNQGVKAEELEDIILRGITYFEREELYDYTQEYQE
                     KLAVKFYEENLWEEASKYFYFSKKAREKLFDKGALK"
     gene            1010437..1010568
                     /locus_tag="BA_1018"
                     /old_locus_tag="BA1018"
                     /db_xref="Pathema:BA_1018"
     CDS             1010437..1010568
                     /locus_tag="BA_1018"
                     /old_locus_tag="BA1018"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25005.1"
                     /db_xref="Pathema:BA_1018"
                     /translation="MKKMVIKLLGIVTVFTLTLGVYSSTNHQKSPTLMKAEHGDYGG"
     gene            1010796..1011671
                     /locus_tag="BA_1019"
                     /old_locus_tag="BA1019"
                     /db_xref="Pathema:BA_1019"
     CDS             1010796..1011671
                     /locus_tag="BA_1019"
                     /old_locus_tag="BA1019"
                     /note="identified by match to protein family HMM PF00561"
                     /codon_start=1
                     /transl_table=11
                     /product="alpha/beta hydrolase family protein"
                     /protein_id="AAP25006.1"
                     /db_xref="Pathema:BA_1019"
                     /translation="MLKRFKFYMISGIVLVLLIVCNFVDKPIAKVGEVKDTVMMKLNT
                     KESMAQIDGQTIYFKKIGEGKPPLLMLHGFGGSSDGFSDIYPELARDHTIIAVDILGF
                     GRSSKPIDFEYSFPAQVNLYYKLMKKLGYDQFAVLGHSMGGEMSLNLAYLYPDAVTHL
                     ILADSTGIESFQQKESYEVPPLSTDLQTVTEITDYNKNEVKNSRDDKGHYDQLTKMRE
                     RRIAMEADKIKVPTLIIWGRHDKSVSWKNGELYHGLFANSTFHIIEKGYHAPFRQEPI
                     EFMEYVQAFFAKNPQ"
     gene            1011752..1011952
                     /locus_tag="BA_1020"
                     /old_locus_tag="BA1020"
                     /db_xref="Pathema:BA_1020"
     CDS             1011752..1011952
                     /locus_tag="BA_1020"
                     /old_locus_tag="BA1020"
                     /note="identified by similarity to EGAD:108601"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25007.1"
                     /db_xref="Pathema:BA_1020"
                     /translation="METLPWWVYLVIVGIVLSGYMVLYTSKKEQEMDNEFIEKEGEVY
                     MKRLAEEREKRNQDSDKDSVLL"
     gene            1012177..1012977
                     /locus_tag="BA_1021"
                     /old_locus_tag="BA1021"
                     /db_xref="Pathema:BA_1021"
     CDS             1012177..1012977
                     /locus_tag="BA_1021"
                     /old_locus_tag="BA1021"
                     /note="identified by similarity to OMNI:NTL01BH1565"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25008.1"
                     /db_xref="Pathema:BA_1021"
                     /translation="MFVERSLNEIRFWSRIMKEHSLFLRLGFRCEDTQLIEEANQFYR
                     LFEHIEQIAHSYTNETDPEQIKRFNAEVQQAATNIWGFKRKILGLILTCKLPGQNNFP
                     LLVDHTSREADYFRKRLMELNEGKLDALPDAIIKENVFFLRIMADHAKFIGHLLDPSE
                     RKLVDTARNFSNDFDALMYQAIDLESMKPQSQTVPLLDQFLDQNRVSVASLRDFKKTA
                     RDLIEQCKIKSIIHPLLADHVFREADRFLEIIDMYDVHLTNIQSQPRY"
     gene            1013337..1013558
                     /locus_tag="BA_1022"
                     /old_locus_tag="BA1022"
                     /db_xref="Pathema:BA_1022"
     CDS             1013337..1013558
                     /locus_tag="BA_1022"
                     /old_locus_tag="BA1022"
                     /note="identified by match to protein family HMM PF01381"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein"
                     /protein_id="AAP25009.1"
                     /db_xref="Pathema:BA_1022"
                     /translation="MIFSERLKEEREKRNWSQSDLAEKIHVSRQSVSKWETGKNYPSI
                     EIIIHLSDLFGITIDELLRTDEELTQKSN"
     gene            1013572..1013787
                     /locus_tag="BA_1023"
                     /old_locus_tag="BA1023"
                     /db_xref="Pathema:BA_1023"
     CDS             1013572..1013787
                     /locus_tag="BA_1023"
                     /old_locus_tag="BA1023"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25010.1"
                     /db_xref="Pathema:BA_1023"
                     /translation="MAYPKWKFFFDSLFMMGVFLFITKIVVWILNKFAVANIAIIADA
                     PYVMNFLPLILMVVGGMGSDKLKKIYK"
     gene            1013885..1014445
                     /gene="glpP"
                     /locus_tag="BA_1024"
                     /old_locus_tag="BA1024"
                     /db_xref="Pathema:BA_1024"
     CDS             1013885..1014445
                     /gene="glpP"
                     /locus_tag="BA_1024"
                     /old_locus_tag="BA1024"
                     /note="identified by similarity to OMNI:NTL01BS00926;
                     match to protein family HMM PF04309"
                     /codon_start=1
                     /transl_table=11
                     /product="glycerol uptake operon antiterminator regulatory
                     protein"
                     /protein_id="AAP25011.1"
                     /db_xref="Pathema:BA_1024"
                     /translation="MEFHEQKILPAVRQIKDLEKLLHSSYEYIVILDIHVGQLKSVIS
                     LAKQYCKKVFLHVDLIHGLQSDGHATEYLCQEFRPYGLLSTKASVIMKAKQKGVVAIQ
                     RIFLIDSSAMEKSCNLLEKTKPDYIEVLPGALTDVIAEVKERTGVPILAGGFIRTVDD
                     VERALNAGATAITTSKRELWKHYQKK"
     gene            1014674..1015495
                     /gene="glpF"
                     /locus_tag="BA_1025"
                     /old_locus_tag="BA1025"
                     /db_xref="Pathema:BA_1025"
     CDS             1014674..1015495
                     /gene="glpF"
                     /locus_tag="BA_1025"
                     /old_locus_tag="BA1025"
                     /note="identified by similarity to OMNI:NTL01BS00927;
                     match to protein family HMM PF00230; match to protein
                     family HMM TIGR00861"
                     /codon_start=1
                     /transl_table=11
                     /product="glycerol uptake facilitator protein"
                     /protein_id="AAP25012.1"
                     /db_xref="Pathema:BA_1025"
                     /translation="MSAFLGELIGTALLIVLGGGVCAGVSLKKSFAKDSGWIVITMGW
                     GLAVAVAAYVVGSISGAHLNPALTIGLAFKGAFPWGDVPGYIAAQMIGAIIGAVIVYL
                     HYLPHWKETEDPGTKLGVFATGPAIPNTFANLLSEMIGTFVLVFGILAIGANKFADGL
                     NPFIVGFLIVSIGLSLGGTTGYAINPARDLGPRIAHFFLPIAGKGGSNWKYAWIPVVG
                     PILGGSLAGLFHQVVFEGKQNAALIYVIIATVIVLAISYMTSKKSGSNTNSRKVA"
     gene            1015509..1016999
                     /gene="glpK"
                     /locus_tag="BA_1026"
                     /old_locus_tag="BA1026"
                     /db_xref="Pathema:BA_1026"
     CDS             1015509..1016999
                     /gene="glpK"
                     /locus_tag="BA_1026"
                     /old_locus_tag="BA1026"
                     /EC_number="2.7.1.30"
                     /note="identified by match to protein family HMM PF00370;
                     match to protein family HMM PF02782; match to protein
                     family HMM TIGR01311"
                     /codon_start=1
                     /transl_table=11
                     /product="glycerol kinase"
                     /protein_id="AAP25013.1"
                     /db_xref="Pathema:BA_1026"
                     /translation="MKKYILSLDQGTTSSRAILFNKKGEIVHSAQKEFTQHFPKPGWV
                     EHNAQEIWGSILAVIATCLSEADVKPEQIAGIGITNQRETAVVWDKTTGKPIYNAIVW
                     QSRQTAEICDELKEKGYSEMVREKTGLLIDAYFSGTKVKWILDNVEGAREKAENGDLL
                     FGTIDTWLVWKLSGGKAHVTDYSNASRTLMFNIHDLQWDDELLDMLTVPKSMLPEVRP
                     SSEVYGETIDYHFFGQNVPIAGVAGDQQAALFGQACFGEGMAKNTYGTGCFMLMNTGE
                     KAVASEHGLLTTIAWGIDGKVNYALEGSIFVAGSAIQWLRDGMRMFKDASESEVYASR
                     VESTDGVYVVPAFVGLGTPYWDSEVRGAMFGVTRGTTKEHFIRATLESLAYQIKDVLC
                     AMEADSGIELKTLRVDGGAVKNNFLMKFQSDILDVPVERPVINETTALGAAYLAGLAV
                     GYWKNQDEIKEQWHMDKRFEPTMEAETSEELYAGWKKAIEATKAFK"
     gene            1017133..1018815
                     /gene="glpD"
                     /locus_tag="BA_1027"
                     /old_locus_tag="BA1027"
                     /db_xref="Pathema:BA_1027"
     CDS             1017133..1018815
                     /gene="glpD"
                     /locus_tag="BA_1027"
                     /old_locus_tag="BA1027"
                     /EC_number="1.1.5.3"
                     /note="identified by match to protein family HMM PF01266"
                     /codon_start=1
                     /transl_table=11
                     /product="glycerol-3-phosphate dehydrogenase, aerobic"
                     /protein_id="AAP25014.1"
                     /db_xref="Pathema:BA_1027"
                     /translation="MKFSSKQRKDVLNGVNKQELDVIVIGGGITGSGIALDGATRGLS
                     TIVFEMQDFAAGTSSRSTKLVHGGLRYLKQLEVKMVAEVGKERAIVYENGPHVTTPEW
                     MLLPFHTGGTFGSFSTSIGLRVYDFLAGVKRSERRKMFNREETLKKEPLVKQEGLKGG
                     GYYVEYRTDDARLTIEVMKEAIEHGAKAVNYAKVDGFLYKDGKVCGVRVIDLLDGEVY
                     EVYGKKIVNAAGPWVDTLREKDNSKKGKVLQLSKGVHLVIDQKRFPLGQAIYFDTPDK
                     RMVFAIPRGGKTYVGTTDTFYDKDAAVPQMTTEDRTYIINAINYMFPSVKITEKDIES
                     SWAGVRPLIYEEGKSASEISRKDEIWTSESGLITIAGGKLTGYRKMAEMVVDYVTNLL
                     QKEGHSAYPKSSTKHMPISGGHVDGSKGLPAFIAKKAGEGTKYGLTTAQAEEFAKFYG
                     SNVDVLFDLAKKHKDEAKEYNMPLDVLIPLVYAMDYEMTAKPVDFFVRRRGAVFFNIH
                     WVYEWKEAVINYMAAKLGWSKEEQMKYTAELEKALTDAVIPVDQQEHAAALA"
     gene            complement(1019013..1019177)
                     /locus_tag="BA_1028"
                     /old_locus_tag="BA1028"
                     /db_xref="Pathema:BA_1028"
     CDS             complement(1019013..1019177)
                     /locus_tag="BA_1028"
                     /old_locus_tag="BA1028"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25015.1"
                     /db_xref="Pathema:BA_1028"
                     /translation="MIAMFVIKLVYGILTGAGVVIGRRYVGPWLISVYKKARTTLLRG
                     KGKGGSRLKR"
     gene            1019625..1020035
                     /locus_tag="BA_1030"
                     /old_locus_tag="BA1030"
                     /db_xref="Pathema:BA_1030"
     CDS             1019625..1020035
                     /locus_tag="BA_1030"
                     /old_locus_tag="BA1030"
                     /note="identified by similarity to EGAD:108754"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25016.1"
                     /db_xref="Pathema:BA_1030"
                     /translation="MKNLITYDPAIQMAYLYVIPFTSEIEIESTEELEENPTLNLDID
                     QFDRIVGIEFFGENARKLKELTNKSKIYIKKTSNDNTYIYSFRLSQDTHLQKVLFHNI
                     VFYFSDKKYEEFIGFDIMKPSLYGNEILDSLSEC"
     gene            1020029..1020136
                     /locus_tag="BA_1031"
                     /old_locus_tag="BA1031"
                     /db_xref="Pathema:BA_1031"
     CDS             1020029..1020136
                     /locus_tag="BA_1031"
                     /old_locus_tag="BA1031"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25017.1"
                     /db_xref="Pathema:BA_1031"
                     /translation="MLGRRGTLIKWVLFYLAVFEEEFQNERAPWEKDAL"
     gene            1020290..1020823
                     /locus_tag="BA_1032"
                     /old_locus_tag="BA1032"
                     /db_xref="Pathema:BA_1032"
     CDS             1020290..1020823
                     /locus_tag="BA_1032"
                     /old_locus_tag="BA1032"
                     /note="identified by match to protein family HMM PF04542;
                     match to protein family HMM PF04545; match to protein
                     family HMM PF08281; match to protein family HMM TIGR02937"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA polymerase sigma-70 factor, ECF family"
                     /protein_id="AAP25018.1"
                     /db_xref="Pathema:BA_1032"
                     /translation="MDELTVEAFEIEDKEDLIDEIMNKYGQEVLQLVYSYVNNKEVAE
                     DVTQDIFVKCYKSLHTYKGNSNLKTWLWRIAINHCKDYLKSWYNKKVIVTEDDFTYME
                     SQKESVEQIVIQNAEDSRLASAVMSLPIKYREVIYLFYYEELSIKEIATVIEVKENTI
                     KTRLKKAKELLKKGLEE"
     gene            1020828..1021235
                     /locus_tag="BA_1033"
                     /old_locus_tag="BA1033"
                     /db_xref="Pathema:BA_1033"
     CDS             1020828..1021235
                     /locus_tag="BA_1033"
                     /old_locus_tag="BA1033"
                     /note="identified by similarity to OMNI:NTL01BH3364; match
                     to protein family HMM PF03551"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, PadR family"
                     /protein_id="AAP25019.1"
                     /db_xref="Pathema:BA_1033"
                     /translation="MEDRLKGLRKSMENTTFKHLSFSDQHQKRVREKINQSSEKEEDI
                     LLAVLQLLMNEKTGYELVQLLRGRGIQTFEGNEGSLYTLLHRLEQNRFIQSSWDHEGA
                     KYYQLNDKGNKMLRKAEKNATKARFILKGLVQE"
     gene            1021315..1022493
                     /locus_tag="BA_1034"
                     /old_locus_tag="BA1034"
                     /db_xref="Pathema:BA_1034"
     CDS             1021315..1022493
                     /locus_tag="BA_1034"
                     /old_locus_tag="BA1034"
                     /codon_start=1
                     /transl_table=11
                     /product="cell division protein, FtsW/RodA/SpoVE family"
                     /protein_id="AAP25020.1"
                     /db_xref="Pathema:BA_1034"
                     /translation="MAAELDFHLKQTKNMWIGKGLSEEIAEDKAVEQMGSPIKLGQEL
                     NKLHKPKVDWFLLILLVAAMGLGFLPIIALGHTNDLLMNKIIFVTLGIATAIGMMLLD
                     YRKLERLGWLFYTIGILILLAIKCFPTGYVIGEAIIKIGPIKIDCLMTIPFFFLAWTS
                     FFNNSRLKFMHLLMLYVFSLYLFSTTAILLHIFIYITMVFVMLWWSKLGKKTAWLITI
                     LPILPLIIRDLFSWSAVKEYRIARILGFINPAHDQWDLRLQEAMSSAGWFGTYGNIKS
                     IPATHTDFVFASLTYYYGYVLALIIVFILSLFAVRIMNIAYKINDGYGKLLLVGGVTL
                     FIIHCICNVGMILGILPRFSISLPFISYGLVPTLFHAFIMGIVLSVYRRKDIPARKSA
                     "
     gene            complement(1022551..1023036)
                     /locus_tag="BA_1035"
                     /old_locus_tag="BA1035"
                     /db_xref="Pathema:BA_1035"
     CDS             complement(1022551..1023036)
                     /locus_tag="BA_1035"
                     /old_locus_tag="BA1035"
                     /note="identified by similarity to OMNI:NTL01BH4050; match
                     to protein family HMM PF01047"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, MarR family"
                     /protein_id="AAP25021.1"
                     /db_xref="Pathema:BA_1035"
                     /translation="MKSNNPAAIDIIHILMQSSNYVQREFQSQLSALDTPYHLTGPRL
                     RVLSTVSENGPIRMNALAAKLGVKARTVTDFVDALEQDKLLIRIPDPTDRRATLIQLT
                     ERAHSNMEKALAFQDKVADDILQNLTLEQREQFFELLLLLIKDKQIPDSCGEVENGKT
                     C"
     gene            1023321..1023686
                     /locus_tag="BA_1036"
                     /old_locus_tag="BA1036"
                     /db_xref="Pathema:BA_1036"
     CDS             1023321..1023686
                     /locus_tag="BA_1036"
                     /old_locus_tag="BA1036"
                     /note="identified by similarity to EGAD:109892; match to
                     protein family HMM PF07681"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25022.1"
                     /db_xref="Pathema:BA_1036"
                     /translation="MTIVALVLQCLLIFAFFFSSVSKIAGAKMQVEAFAHLGLPQWFR
                     IATGWIALAGVVGLIFGFWNEVVLVLAALWIACIMLGAVLSHMRVKDPIGKIMPAAVL
                     MILALILAFIHFSAVTELL"
     gene            1023848..1025239
                     /locus_tag="BA_1037"
                     /old_locus_tag="BA1037"
                     /db_xref="Pathema:BA_1037"
     CDS             1023848..1025239
                     /locus_tag="BA_1037"
                     /old_locus_tag="BA1037"
                     /note="identified by similarity to OMNI:NTL01BH1969; match
                     to protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="MFS transporter"
                     /protein_id="AAP25023.1"
                     /db_xref="Pathema:BA_1037"
                     /translation="MVDHSSQNADKLLGVLVVTLIFSVMNGTMFNVALPEIGKEFNLV
                     PSEVSWIMTSYMVVYAVGSIVMGKLADKYRLKDLLTYGLLIFALGSLLGLLATEYWVI
                     ILGRVIQAAGASVLPATAMIIPVRYFAPEKRGRALGTSAVGLALGNALGPVAAGLITS
                     FGSWRLMFVLSLLPLLTLPFFRKYLDNAKGKAGSIDILGGGLLAVSVAFFLLAITQMQ
                     VLLFLSGFATLAFFILRIRKAKEPFIKPILFKNKNFSIGLLLAFMTTAMSFSMTFMTP
                     QFLSAVNGLTPSNIGFVLVPAAIASAIMGRKGGRVADTRGNFALVFIASVFIFLAFSL
                     LSTFIGVSAFVIALILIFGNVGQTFMQISMSNTISQTLSKEETGVGMGLLSMINFISG
                     AMAMSVVGKLLDKGSTSLKLNPFVANEAANMYSNIFGVMSLLILFVVVLYRFQFGTGV
                     STLNMTSKGNKNL"
     gene            1025262..1026710
                     /locus_tag="BA_1038"
                     /old_locus_tag="BA1038"
                     /db_xref="Pathema:BA_1038"
     CDS             1025262..1026710
                     /locus_tag="BA_1038"
                     /old_locus_tag="BA1038"
                     /note="identified by similarity to EGAD:108662; match to
                     protein family HMM PF07690; match to protein family HMM
                     TIGR00711"
                     /codon_start=1
                     /transl_table=11
                     /product="drug resistance transporter, EmrB/QacA family"
                     /protein_id="AAP25024.1"
                     /db_xref="Pathema:BA_1038"
                     /translation="MNAQPASVSSQSKEFDNVKRLPILISMIIGAFFTILNETLLNVA
                     FPQLMIELNVTPSTLQWLSTGYMLVVAVLIPASALLVQWFTTRQVFIGAMVVFTFGTL
                     VSAIAPGFSILLMGRLLQAAGTGLMMPVLMNTILLLYPPEKRGAAMGSIGLVIMFAPA
                     IGPTLSGIILETLNWRWLFYIVLPFAIFSIVFAFIYLKNVSEPTKPKVDVLSILLSTI
                     GFGGIVYGFSSSGEGWDSFQVYGIILIGLVALLFFVLRQLKLKEPLLDLSAFKYPMFT
                     LTTILLTIMMMTMFSTMTLLPFLFQGALGLTVYATGLIMLPGSLLNGLLSPVSGKLFD
                     KFGPRALIIPGTLLLASVMWFFTQVTADTSKITFILLHVTMMVSISMIMMPAQTNGLN
                     QLPKRFYPHGTAILNTLSQVAGAVGVAFFISVMTSGQKKYLDASSNPTDPAQLTEAMV
                     SGVHNAFTIGFGLALLAVVVALFIKRSQTSES"
     gene            complement(1026879..1027442)
                     /locus_tag="BA_1039"
                     /old_locus_tag="BA1039"
                     /db_xref="Pathema:BA_1039"
     CDS             complement(1026879..1027442)
                     /locus_tag="BA_1039"
                     /old_locus_tag="BA1039"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25025.1"
                     /db_xref="Pathema:BA_1039"
                     /translation="MNHYFIAIYDGEFPTEKLHTILQSNPTFTDLNVRTLSISSPRPF
                     TLLVDEEHDALTIELTDKYHLLTKELQTLEQQEKYYYVYDYKIRKTIENPTQKCFPFA
                     QINISVTKFHQMIQKVKDLKRPVFAGYNIVSHDADILTIDVLLSSPLLDPNTSEKDAA
                     EYAYLQQLAESISRSELCTSIKASSLI"
     gene            complement(1027530..1029860)
                     /locus_tag="BA_1040"
                     /old_locus_tag="BA1040"
                     /db_xref="Pathema:BA_1040"
     CDS             complement(1027530..1029860)
                     /locus_tag="BA_1040"
                     /old_locus_tag="BA1040"
                     /note="identified by similarity to EGAD:109040; match to
                     protein family HMM PF00580"
                     /codon_start=1
                     /transl_table=11
                     /product="helicase, UvrD/Rep family"
                     /protein_id="AAP25026.1"
                     /db_xref="Pathema:BA_1040"
                     /translation="MNKKLDQEQKRLDTVIETITQQIDKLENETGRRRAEVINIRKHF
                     WDDVKVNTDTFDDYLETVINLRQQAQSLAVTQITHKHTFNRLAALRRMHKAPYFGRID
                     FKEEGESAAEQIYIGVATLTDASGENFLIYDWRAPISSVYYDYPPGPAEYSTPGGVIH
                     GNVEKKLQYIIQNGEIDSMFDTSLTIGDEILQQALGKGTNKHMQSIVATIQREQNEII
                     RHDEGRLLIVQGAAGSGKTSAALQRIAYLLYKYREWLKADQIILFSPNSMFNSYVSNV
                     LPELGEENMQQVTFQEYLNHRLSKSFDVEDPYEQLEYMLTETNSPAYKTRNASIRFKA
                     STQFFEMIRAYRQSLESSGMLFRGMKFRGKLIVSAKEITEQFYNTDSSLRFHSRIEKL
                     TDWLNKQIDAIEKAELKKPWVEEEIELLSKDEYQKAYKYLQKKGEFDDNSFQDFEKET
                     RVLGRMIVRKKLKPLRKGVQTLRFINFTGIYKQLFTDASWGTGEKLKEWDDICSLTVN
                     MLDEGKLYYEDATPFLLLKELIEGFQTNRSIKHVLVDEAQDYSPFQFEFLKRLFPAAR
                     MTVLGDFNQAIFAHASETVNFDTLTNLYGPDETNGINLTRSYRSTKPIIEFTRALVPE
                     GKNIHAFERDGEKPTVTKVANESELHERITAKVAELQKQNHNTIAIICKSAAESAAAY
                     EALSPIENIKLVKSNSAEYEQGIVVIPAYLAKGIEFDAVIIYDASKDVYNDESVRRLF
                     YTACTRAMHELQLYSVGEVSPFIVEADSESFELITP"
     gene            complement(1030238..1031101)
                     /gene="prsA1"
                     /locus_tag="BA_1041"
                     /old_locus_tag="BA1041"
                     /db_xref="Pathema:BA_1041"
     CDS             complement(1030238..1031101)
                     /gene="prsA1"
                     /locus_tag="BA_1041"
                     /old_locus_tag="BA1041"
                     /EC_number="5.2.1.8"
                     /note="identified by similarity to SP:Q81U45; match to
                     protein family HMM PF00639"
                     /codon_start=1
                     /transl_table=11
                     /product="peptidylprolyl isomerase PrsA1"
                     /protein_id="AAP25027.1"
                     /db_xref="Pathema:BA_1041"
                     /translation="MKKAMLALAATSVIALSACGTSSSDKIVTSKAGDITKDEFYEQM
                     KTQAGKQVLNNMVMEKVLIKNYKVEDKEVDKKYDEMKKQYGDQFDTLLKQQGIKEETL
                     KTGVRAQLAQEKAIEKTITDKELKDNYKPEIKASHILVKDEATAKKVKEELGQGKSFE
                     ELAKQYSEDTGSKEKGGDLGFFGAGKMVKEFEDAAYKLKKDEVSEPVKSQFGYHIIKV
                     TDIKEPEKSFEQSKADIKKELVAKKSQDGEFMNDLMMKEIKKADVKVDDKDLKDLFEE
                     KKADAKKEEKK"
     gene            complement(1031527..1031721)
                     /locus_tag="BA_1043"
                     /old_locus_tag="BA1043"
                     /db_xref="Pathema:BA_1043"
     CDS             complement(1031527..1031721)
                     /locus_tag="BA_1043"
                     /old_locus_tag="BA1043"
                     /note="identified by similarity to OMNI:NTL01BH1182"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25028.1"
                     /db_xref="Pathema:BA_1043"
                     /translation="MTLITVVFVAFALLVIFYTNFMTHTLCERKQISASRQPGVFRVI
                     NVCITILLISSYIEIIFHGK"
     gene            1031840..1032175
                     /locus_tag="BA_1044"
                     /old_locus_tag="BA1044"
                     /db_xref="Pathema:BA_1044"
     CDS             1031840..1032175
                     /locus_tag="BA_1044"
                     /old_locus_tag="BA1044"
                     /note="identified by match to protein family HMM PF08963"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25029.1"
                     /db_xref="Pathema:BA_1044"
                     /translation="MDVVRRLEQAEYYVDLLFKMIDEEKCPFYSLIIKKKARKKDIER
                     ILNLCEILNEQYVVEKAEGLLLFDALLDQFEKALPHQLEVHETAEALAKQGLFKPLMN
                     EFLSMIAKK"
     gene            complement(1032181..1032738)
                     /gene="hpr"
                     /locus_tag="BA_1045"
                     /old_locus_tag="BA1045"
                     /db_xref="Pathema:BA_1045"
     CDS             complement(1032181..1032738)
                     /gene="hpr"
                     /locus_tag="BA_1045"
                     /old_locus_tag="BA1045"
                     /note="identified by similarity to OMNI:NTL01BS00999;
                     match to protein family HMM PF01047"
                     /codon_start=1
                     /transl_table=11
                     /product="protease production regulatory protein Hpr"
                     /protein_id="AAP25030.1"
                     /db_xref="Pathema:BA_1045"
                     /translation="MKSGEKDYSVKEAMIFSQRIAQLSKALWKCVEKDWQMWIKPYDL
                     NINEHHILTIAYHLKGASISEIAKFGVMHVSTAFNFSKKLEERGYLVFSKKEDDKRNT
                     YIEITDKGEELLLRLMEEYDPENNSVFNGALALRNFYGKFPENIELIAILRNIYGQDF
                     IDIFEKSLEDIEENFTESDQKLVKK"
     gene            complement(1033037..1033399)
                     /locus_tag="BA_1046"
                     /old_locus_tag="BA1046"
                     /db_xref="Pathema:BA_1046"
     CDS             complement(1033037..1033399)
                     /locus_tag="BA_1046"
                     /old_locus_tag="BA1046"
                     /note="identified by similarity to EGAD:13263"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25031.1"
                     /db_xref="Pathema:BA_1046"
                     /translation="MSKAKSFITGVICGGAVAGLAVLFSTPSSGKDMRGKLKEKGNDI
                     KKTLADITADTKLLKRQIVETASEGKEVFQELKDDMHDTLSNWKQDISQNKRHIEKEI
                     LDIQKSIEKLQEAVPEKA"
     gene            complement(1033577..1034011)
                     /locus_tag="BA_1047"
                     /old_locus_tag="BA1047"
                     /db_xref="Pathema:BA_1047"
     CDS             complement(1033577..1034011)
                     /locus_tag="BA_1047"
                     /old_locus_tag="BA1047"
                     /note="identified by match to protein family HMM PF01230"
                     /codon_start=1
                     /transl_table=11
                     /product="HIT family protein"
                     /protein_id="AAP25032.1"
                     /db_xref="Pathema:BA_1047"
                     /translation="MNHTADNCIFCKIIDGQILCSKVYEDEHVLAFLDISQVTKGHTL
                     VIPKVHKQDIFALTPEIASHIFSVVPKIANAIKAEFNPVGFNLLNNNGEKAGQTVFHF
                     HLHLIPRYGENDGFGAVWKSHQNEYTMENLQNIASTIANSVK"
     gene            1034571..1035314
                     /gene="ecsA"
                     /locus_tag="BA_1048"
                     /old_locus_tag="BA1048"
                     /db_xref="Pathema:BA_1048"
     CDS             1034571..1035314
                     /gene="ecsA"
                     /locus_tag="BA_1048"
                     /old_locus_tag="BA1048"
                     /note="identified by similarity to OMNI:NTL01BS01004;
                     match to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein EcsA"
                     /protein_id="AAP25033.1"
                     /db_xref="Pathema:BA_1048"
                     /translation="MSELLRVENVTGGYTKRPVLKDVSFSVNKGELVGLIGLNGAGKS
                     TTIKHIIGLMEPKKGTVTINGKTIRDDMTAYRSSFSFIPETPVLYDELTLEEHLKLTA
                     MAYGVDEKQYEERVGQLLQEFRMKNRLKWFPSHFSKGMKQKVMIMSAFLVEPSLYIVD
                     EPFVGLDPLAIQSLLQMMDQMKKSGAGILMSTHILATAERYCDSFIILHQGEVRAKGT
                     LSELQLQFNMPGATLDDIYIALTKEEDYE"
     gene            1035307..1036518
                     /gene="ecsB"
                     /locus_tag="BA_1049"
                     /old_locus_tag="BA1049"
                     /db_xref="Pathema:BA_1049"
     CDS             1035307..1036518
                     /gene="ecsB"
                     /locus_tag="BA_1049"
                     /old_locus_tag="BA1049"
                     /note="identified by similarity to OMNI:NTL01BS01005;
                     match to protein family HMM PF05975"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, permease protein EscB"
                     /protein_id="AAP25034.1"
                     /db_xref="Pathema:BA_1049"
                     /translation="MNSTALWKERFRHFLQEVRTYSKYVFNDHLKFIFVFIIGAGAYY
                     YQQWLQTLTPSFPTALVMAVLLGLVLTAGSIQTLLKEADLVYLLPVEEKLKPYFTKAF
                     LFTFMIQLYIIAIVAAALAPLYFQQMKQTGAAYIWIVIAFVMVKAWNLFVAWEKSFLT
                     DQNIQRADWFIRFILNAVFVYFLVERTSVMFIGGIVLLMVLYLAIMHQMVKGKPLNWE
                     YLISEEGKKMMLLYRIANMFVDVPALKERVARRKWLDFILSMIGEKRTYLYLYTRTFL
                     RSGNYFGLYVRLLALGGVILYFIPFLYGRFIVSLIFLYLIGYQLLTLWKHHRMKIWLD
                     LYPVGGEEKKKDFLTLLNAILITGSIIFTIIFLLATKDFMMTGILLVVSIVFSIGFVY
                     QYGAKRIERLN"
     gene            1036532..1037239
                     /gene="ecsC"
                     /locus_tag="BA_1050"
                     /old_locus_tag="BA1050"
                     /db_xref="Pathema:BA_1050"
     CDS             1036532..1037239
                     /gene="ecsC"
                     /locus_tag="BA_1050"
                     /old_locus_tag="BA1050"
                     /note="identified by similarity to OMNI:NTL01BS01006"
                     /codon_start=1
                     /transl_table=11
                     /product="EcsC protein"
                     /protein_id="AAP25035.1"
                     /db_xref="Pathema:BA_1050"
                     /translation="MITYEEKVIKELEQWKATFMKDSSMMTRFSKKVQTKVQQLIPAK
                     VQKVLTETIRMMVQTISAGSNFIKPKLKETNWSLQRRDDEVRKKMDEYKKIAAAEGAG
                     TGAGGILLGLADFPLLLGIKIKFLFDAATLYGFDTSDKEERLFILHVFQLAFSSDEHR
                     KEIWKAIETWDTEEENHMDWEKFQTEYRDYIDLAKMLQLVPIIGAPVGAYANYQLLQR
                     LGEVTMNCYRMRLLNRN"
     gene            complement(1037280..1037423)
                     /locus_tag="BA_1051"
                     /old_locus_tag="BA1051"
                     /db_xref="Pathema:BA_1051"
     CDS             complement(1037280..1037423)
                     /locus_tag="BA_1051"
                     /old_locus_tag="BA1051"
                     /note="identified by match to protein family HMM PF09680;
                     match to protein family HMM TIGR01732"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25036.1"
                     /db_xref="Pathema:BA_1051"
                     /translation="MGLGGKGGSGGNGGGEVGQAGKSGFSLIIVLFVVLIIVGVSYIG
                     LGF"
     gene            1037579..1038160
                     /locus_tag="BA_1052"
                     /old_locus_tag="BA1052"
                     /db_xref="Pathema:BA_1052"
     CDS             1037579..1038160
                     /locus_tag="BA_1052"
                     /old_locus_tag="BA1052"
                     /note="identified by match to protein family HMM PF00440"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, TetR family"
                     /protein_id="AAP25037.1"
                     /db_xref="Pathema:BA_1052"
                     /translation="MTKNLQTSQNIVEASFKLMAEHGIEKMSLSMIAKEVGISKPAIY
                     YHFSSKEALVDFLFEEIFSGYHFVSYFDKEQYTKENFVEKLIADGLHMLSEYEGQEGI
                     LRVINEFIVTAARNEKYQKRLFEIQEEFLNGFHELLKKGARLGVVSQHATEENAHTLA
                     LVIDNMSNYMLMGFQLKYKEIWIRNVKNVMKEE"
     gene            1038169..1038330
                     /locus_tag="BA_1053"
                     /old_locus_tag="BA1053"
                     /db_xref="Pathema:BA_1053"
     CDS             1038169..1038330
                     /locus_tag="BA_1053"
                     /old_locus_tag="BA1053"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25038.1"
                     /db_xref="Pathema:BA_1053"
                     /translation="MQKNWWLGFLGFIGVYKIPGMIEAFQADGNWMKLIGFIWLLWFG
                     YFIPEKKED"
     gene            1038410..1038886
                     /locus_tag="BA_1054"
                     /old_locus_tag="BA1054"
                     /db_xref="Pathema:BA_1054"
     CDS             1038410..1038886
                     /locus_tag="BA_1054"
                     /old_locus_tag="BA1054"
                     /note="identified by similarity to EGAD:108112; match to
                     protein family HMM PF03703"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25039.1"
                     /db_xref="Pathema:BA_1054"
                     /translation="MDPLKNEIHPDMVKVWKVRAVIEEGIGILVMLAYLFLMIKFDWW
                     AWILYVMIGLTVVFAPFSYFLFPKLRQRYYSYQLNEEELEIQHGLFVVKRVLVPMIRV
                     QHVTIEQGPIMRKYGLAELHISTAATSHSIPGLTMYEAEMLKTKIAELAKVSDEDV"
     gene            1038879..1040331
                     /locus_tag="BA_1055"
                     /old_locus_tag="BA1055"
                     /note="conserved hypothetical protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1055"
     gene            1040436..1040870
                     /locus_tag="BA_1056"
                     /old_locus_tag="BA1056"
                     /db_xref="Pathema:BA_1056"
     CDS             1040436..1040870
                     /locus_tag="BA_1056"
                     /old_locus_tag="BA1056"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25040.1"
                     /db_xref="Pathema:BA_1056"
                     /translation="MGKFLIPYSHSLLSLFISMTIIQIYDEKGIFEGELFSIFTNLFI
                     AMAQMLAATLIVGVPVVLVGCLLGEILFRCVILPIKLHFIPSLILYILLAISIVFCYE
                     VISDGVPTTYENTRIIKMMYFMGLTIICSITFLVSRTTYEGK"
     gene            1040880..1041146
                     /locus_tag="BA_1057"
                     /old_locus_tag="BA1057"
                     /db_xref="Pathema:BA_1057"
     CDS             1040880..1041146
                     /locus_tag="BA_1057"
                     /old_locus_tag="BA1057"
                     /note="identified by similarity to OMNI:NTL01NM00296"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25041.1"
                     /db_xref="Pathema:BA_1057"
                     /translation="MKYTCPCCGYKTLEEEPPGTYEICNICFWEDDSVQFKEPDYEGG
                     ANEVSLRQAQENFIVFGACEKRCIELVRKPTSEDVKDASWKQIC"
     gene            1041599..1041816
                     /locus_tag="BA_1058"
                     /old_locus_tag="BA1058"
                     /note="conserved domain protein, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1058"
     gene            1041856..1042227
                     /locus_tag="BA_1059"
                     /old_locus_tag="BA1059"
                     /db_xref="Pathema:BA_1059"
     CDS             1041856..1042227
                     /locus_tag="BA_1059"
                     /old_locus_tag="BA1059"
                     /note="identified by match to protein family HMM PF06993"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25042.1"
                     /db_xref="Pathema:BA_1059"
                     /translation="MEIIAAILVGIVALEHLFIMILEMFFMNSKVAKRAFKLPEHLEG
                     DRNVAIMFANQGLYNGFLAVGLIWGLILGLNSIGYMVQLFFVICVVVAALFGGFTSNK
                     SIIVKQGLPAILALIALLIVI"
     gene            1042919..1043743
                     /locus_tag="BA_1061"
                     /old_locus_tag="BA1061"
                     /db_xref="Pathema:BA_1061"
     CDS             1042919..1043743
                     /locus_tag="BA_1061"
                     /old_locus_tag="BA1061"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP25043.1"
                     /db_xref="Pathema:BA_1061"
                     /translation="MRKLLTVIGITFLILAGCSNGDFEKEIDAGKTALTNKEYKNALS
                     SFERALDEKKDDSGAIVLVEQTKIMMEAVKLKEEKKIEESIQSFEKVENMKDGNATLI
                     KQAKKERTALLAILEQKKKYSEQLTKSEELINKKNYAEAKETLNKLVLETKDNKNLEE
                     YNKKAVGLVTKIGEEEKTAKSKATAKAQKTSAVTSQKVVTEKNQDAFTFEKAKEYIKN
                     EYKENYDYTLENTQVENGKKYYQIRVRTTYKIEGAAGSGFTGVFKVFEDGTIVEMH"
     gene            complement(1043837..1044452)
                     /locus_tag="BA_1062"
                     /old_locus_tag="BA1062"
                     /note="conserved hypothetical protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1062"
     gene            1044730..1045533
                     /locus_tag="BA_1063"
                     /old_locus_tag="BA1063"
                     /db_xref="Pathema:BA_1063"
     CDS             1044730..1045533
                     /locus_tag="BA_1063"
                     /old_locus_tag="BA1063"
                     /note="identified by match to protein family HMM PF00376;
                     match to protein family HMM PF09278"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, MerR family"
                     /protein_id="AAP25044.1"
                     /db_xref="Pathema:BA_1063"
                     /translation="MENLFSIGEVANMKGVTIKALRYYHQTGILIPVYIDTKTGYRYY
                     SVDQFVYIDIIKVCRALGTSTKELQQIFTEKNMDELLKFLALKREETEQKIKEMQAVI
                     HTIDKLDNSVQVAKKVLVHNQITRQYFEQRYIVTAPCKDVGNFKEFLYYSDVDKIIQE
                     RNLETTMEIGIAYSIHSKYRFEPKYAFSVLCKYDYTENEQNIDILPEGNYLTLAYKKN
                     NKEESMEKLKDYIEKNNVTIKNCIEVELLDEFFSTDSYSCQMQLLIEKE"
     gene            1045836..1046132
                     /locus_tag="BA_1064"
                     /old_locus_tag="BA1064"
                     /db_xref="Pathema:BA_1064"
     CDS             1045836..1046132
                     /locus_tag="BA_1064"
                     /old_locus_tag="BA1064"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25045.1"
                     /db_xref="Pathema:BA_1064"
                     /translation="MINFKPENLNQLLKVMLISANKSYDAIQEYECTGEAVIFRVDFE
                     YIDVSLMIVDMLGRSAARFNILPFAKPDTNEVDYIQFQVYSINEGNFKEVMDTM"
     gene            1046206..1046682
                     /locus_tag="BA_1065"
                     /old_locus_tag="BA1065"
                     /db_xref="Pathema:BA_1065"
     CDS             1046206..1046682
                     /locus_tag="BA_1065"
                     /old_locus_tag="BA1065"
                     /note="identified by similarity to EGAD:108112; match to
                     protein family HMM PF03703"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25046.1"
                     /db_xref="Pathema:BA_1065"
                     /translation="MQPLEREIHSNMLKVWRIHALIGAAVILAVVIAYFFFMINFNWW
                     GWLFGLLVTAAITFIPLNYFVFPNLRQRYYSYRLNEEEIEIQKGMFVVKRVLIPMIRV
                     QHVTIEQGPIMRKYNLAELHISTAATSHSIPGLTKEEAEQLKRQIGELAKVSDEDV"
     gene            1046675..1048093
                     /locus_tag="BA_1066"
                     /old_locus_tag="BA1066"
                     /db_xref="Pathema:BA_1066"
     CDS             1046675..1048093
                     /locus_tag="BA_1066"
                     /old_locus_tag="BA1066"
                     /note="identified by match to protein family HMM PF03703"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25047.1"
                     /db_xref="Pathema:BA_1066"
                     /translation="MYKRQHPITILLGIRIAGLLPFIFLVLFRSDGQVEPWYFFHLIL
                     LALLFIMAIFSAIKWYFKVYWDENNILHIKHGVFVKKESYLNKERVQNISTSSNIIYQ
                     VLGLTKLNIEVAGGGTEPEVMLAGIREEEAKELIALLHKEKSTVSEEAPAEEGSKTVY
                     QLTTKEILAASITSGRFGLVFSMLVILYTEFNQFLPEWLINKVEAYVMDNGVYELIVM
                     AAILMAVSWVISTAGYALKYANFKIERNGNEVRIVQGLFDKKEFVLKLHRIQAITVKE
                     GILRQPFGYCSVEVEVIQSIEAAGNEVTLHPFMKKKDVQQLLAYLQLPYEMEEKIVPL
                     PRDALRRYVIMGWVTSAVLAVPIIGASIYFKQNIALFILIPLFIIFTLLAYARYTSSG
                     YMIRDNQLVMVYRGLAKYTGIMRRRHVQAVGYSQSYFQKKDELCTANVSVAGHRYKVK
                     HMQKEDALRIYNWYKEKGNTGV"
     gene            complement(1048246..1048749)
                     /locus_tag="BA_1068"
                     /old_locus_tag="BA1068"
                     /db_xref="Pathema:BA_1068"
     CDS             complement(1048246..1048749)
                     /locus_tag="BA_1068"
                     /old_locus_tag="BA1068"
                     /note="identified by similarity to EGAD:17398; match to
                     protein family HMM PF03992"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25048.1"
                     /db_xref="Pathema:BA_1068"
                     /translation="MKAIISYETPLEQAHFTAKNNEKDMFYKENTEESVEGSLKYDVL
                     DAVGEFKGQPGYIVCNNISVTDEGRPVFENRFKNRAGLIENEPGFQAIRVLRPLSNDT
                     YVILTMWETEQNFKDWTESRSFENAHKKRPAQAEGQAPSQAHPHAEQQKSIFSRPSFV
                     TTFDVLV"
     gene            1048877..1050994
                     /gene="pbpF"
                     /locus_tag="BA_1069"
                     /old_locus_tag="BA1069"
                     /db_xref="Pathema:BA_1069"
     CDS             1048877..1050994
                     /gene="pbpF"
                     /locus_tag="BA_1069"
                     /old_locus_tag="BA1069"
                     /note="identified by similarity to EGAD:6569; match to
                     protein family HMM PF00905; match to protein family HMM
                     PF00912; match to protein family HMM TIGR02074"
                     /codon_start=1
                     /transl_table=11
                     /product="penicillin-binding protein 1"
                     /protein_id="AAP25049.1"
                     /db_xref="Pathema:BA_1069"
                     /translation="MKKVKWTLLGGLATLVLAIVLYKLIVLAGGYMMDEKQLVFHSSS
                     RIVDQKGKEITKLYVENRDLVPIEQIPKYVQQAFVAVEDSRFYEHQGIDYPSIFRALY
                     KDTLAGEKVEGGSTITQQLAKNVFLTREKTFTRKLKEVAISLQLEQKYTKQQILEMYM
                     NHIYFGHGAYGIQAAAKLYFNKNVEDLTVEEGAMLAGLPKSPNGYSPYFSPEKSKERR
                     DLVLSLMHKQGYLTAEESVRYQGKTIALYKNLDENELAYMPYIDMVIDEAARLYGLSH
                     QEVLRGGYTFVVPMDEKIQKVAYNQFQDARNFPGKEEGAQGAFLLMDNRTGGIKAAIG
                     GRKYVPRGFNRVFAKRQPGSVLKPLIVYAPALETKKYNPYSLLTNERHSFEGYEPRNY
                     NREYSKEITMYDAILESANVPAVSLLNELGVEEGKQYLEKGNVHIADAGLSTALGGLK
                     NGVSTFDLVKMYRAFLANGDIVEPHVIDKVLNRHGAVIGESPKVETKIFSKQTAWYMT
                     KMLEGVVKEGTAKAGVYSGALAGKTGTTSLPNDDNGARDMWFVGYTPNLVGAVWIGYD
                     RIDKEHKLQGESASATKLFKKILTKANVEQKEQFRKPEGVETIGAPIRLRKIEDVKMK
                     LAFSPFGLFKAKLSWTPLPDERIMYRIYRVENGIHTHVGTVNGAGEYEEKFVNIFSKP
                     SFYVVPYNTQTNREGEKSKVAKP"
     gene            1051174..1052220
                     /gene="hemE"
                     /locus_tag="BA_1070"
                     /old_locus_tag="BA1070"
                     /db_xref="Pathema:BA_1070"
     CDS             1051174..1052220
                     /gene="hemE"
                     /locus_tag="BA_1070"
                     /old_locus_tag="BA1070"
                     /EC_number="4.1.1.37"
                     /note="identified by similarity to SP:P32395; match to
                     protein family HMM PF01208; match to protein family HMM
                     TIGR01464"
                     /codon_start=1
                     /transl_table=11
                     /product="uroporphyrinogen decarboxylase"
                     /protein_id="AAP25050.1"
                     /db_xref="Pathema:BA_1070"
                     /translation="MVRTINETFLKACRGERTDYVPAWYMRQAGRSQPEYRKIKEKYS
                     LFEITHNPELCAYVTKLPVDQYNVDAAILYKDIMSPLPAIGVDVEIKSGIGPVIDNPI
                     RSLQDVEKLGEINPEDDVPYILDTIRLLTTEMLDVPLIGFSGAPFTLASYMIEGGPSR
                     NYHNTKAFMYAEPKAWFALIDKLADMVITYLKAQINAGAKAVQIFDSWVGTVNVADYR
                     VFIKPAMERIFAEVRTMGVPMIMHGVGAAHLVNEWHDLPLDVVGLDWRLPIEEARARG
                     VHKAVQGNMDPSFLLAPWSVIEEHVKGILDQGMKQPGYIFNLGHGVFPEVNPDTLKRL
                     TTFIHEYSKGQLAK"
     gene            1052235..1053170
                     /gene="hemH1"
                     /locus_tag="BA_1071"
                     /old_locus_tag="BA1071"
                     /db_xref="Pathema:BA_1071"
     CDS             1052235..1053170
                     /gene="hemH1"
                     /locus_tag="BA_1071"
                     /old_locus_tag="BA1071"
                     /EC_number="4.99.1.1"
                     /note="identified by similarity to SP:P32396; match to
                     protein family HMM PF00762; match to protein family HMM
                     TIGR00109"
                     /codon_start=1
                     /transl_table=11
                     /product="ferrochelatase"
                     /protein_id="AAP25051.1"
                     /db_xref="Pathema:BA_1071"
                     /translation="MKKKIGLLVMAYGTPYKEEDIERYYTHIRRGRKPSPEMLEDLTE
                     RYRAIGGISPLATITLEQAKKLEKRLNEVQDEVEYHMYLGLKHIEPFIEDAVKEMHND
                     GIQDAIALVLAPHYSTFSVKSYVGRAQEEAEKLGNLTIHGIDSWYKEPKFIQYWVDAV
                     KSIYSGMSDAEREKAVLIVSAHSLPEKIIAMGDPYPDQLNETADYIARGAEVANYAVG
                     WQSAGNTPDPWIGPDVQDLTRELNEKYGYTSFVYAPVGFVAEHLEVLYDNDFECKVVT
                     DEIGAKYYRPEMPNASDAFIDCLTDVVVKKKESVM"
     gene            1053190..1054611
                     /gene="hemY1"
                     /locus_tag="BA_1072"
                     /old_locus_tag="BA1072"
                     /db_xref="Pathema:BA_1072"
     CDS             1053190..1054611
                     /gene="hemY1"
                     /locus_tag="BA_1072"
                     /old_locus_tag="BA1072"
                     /EC_number="1.3.3.4"
                     /note="identified by match to protein family HMM PF01593;
                     match to protein family HMM TIGR00562"
                     /codon_start=1
                     /transl_table=11
                     /product="protoporphyrinogen oxidase"
                     /protein_id="AAP25052.2"
                     /db_xref="Pathema:BA_1072"
                     /translation="MRKKVVIIGGGITGLTTMYHLQKDIRDKNLPIDTLLIEASGKLG
                     GKIQTVRKDGFTIERGPDSFLARKESAARLVKELGLGDELVNNQAGQSFILVNNRLHK
                     MPSGSMMGIPTQITPFLFSGLFSPIGKLRAGFDLLMPRSKPVSDQSLGHFFRHRLGNE
                     VVENLIEPLLSGIYAGDIDEMSLMSTFPQMYQIEQKHRSISLGMRTLAPKAEKAEPKK
                     GIFQTVKTGLESIVESLELKMHEGTIIKGTRIEKVAKQGDGYAITLSNGKEIEADAVV
                     VASSHKVLPSMFAQYKQFRFFRNIPSTSVANVAMAFPKSAIQRDIDGTGFVVSRNSDY
                     TITACTWTHKKWPHTTPEGKTLLRCYVGRPGDEAVVEQTEEELVQLVLEDLRKTMDIT
                     EDPEFTVVSRWKEAMPQYTVGHNERMKKLTTFMEKELPGIYLAGSSYAGSGLPDCIDQ
                     GEKAAKRVLSHLEKVMNTELIAQ"
     gene            complement(1054651..1056003)
                     /locus_tag="BA_1073"
                     /old_locus_tag="BA1073"
                     /db_xref="Pathema:BA_1073"
     CDS             complement(1054651..1056003)
                     /locus_tag="BA_1073"
                     /old_locus_tag="BA1073"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25053.1"
                     /db_xref="Pathema:BA_1073"
                     /translation="MEVQTETYRAAMNGTLERHFSDMIAVIPTRITIEQLKQRLENIA
                     TKVDELKIVYSDETSLIVELHMDNKVIPYELHIDETDDPEEYKLYNRQDSTIVDRSFE
                     DAAYGTEIFTRTLFVGDVLNCFFQQLQFLWNLAPDLLFVIDSSAAMKVISRNYIEYHV
                     ENELLPDIPDLYVIHSVYEDDKEGEPTQYWFHTHGLLRAGVTEIELIIPNRISSYYGI
                     GDLFQTFANNAVENGQVPMNEPIVIAHSQQGSIHTVAVPWEKGLSYIGHKTSMDQLSS
                     IEDEEVKLQPISAQNTFLGGMDDRDEYHQSPSVLLFKFDTSEEYIESFFKEHEEATGL
                     MFYKTNSETARMAYNAKNTFGYFSNIFQIEQSNEEFRFLAKFGVSYEEGKSEHMWFEM
                     QHITEEFIQGILINEPYFIEDMSEGNSYHLDFDDLTEWVIYAGDAVIKPNNLYMFIGE
                     "
     gene            1056859..1058610
                     /locus_tag="BA_1075"
                     /old_locus_tag="BA1075"
                     /db_xref="Pathema:BA_1075"
     CDS             1056859..1058610
                     /locus_tag="BA_1075"
                     /old_locus_tag="BA1075"
                     /note="identified by similarity to EGAD:156886; match to
                     protein family HMM PF03372"
                     /codon_start=1
                     /transl_table=11
                     /product="endonuclease/exonuclease/phosphatase family
                     protein"
                     /protein_id="AAP25054.1"
                     /db_xref="Pathema:BA_1075"
                     /translation="MKAIAEKEGLTSSPISTFSFVIVNNEPVRIHDIQGKSHLSPYNG
                     KKVYNVEGVVTALDKNGFYIEDNQPDNDPATSEGMYVYKKDANVAVGDLIQVDGVVEE
                     YVGPGYAERFETDLTTTEIKASRVAVIAKDQPLPAPIVLGENGVKIPDQIIDNDAFGL
                     FDPNEDAIDFYESVEGMRVTMPTPKIIAPQKNGNLYVTVKNGGNKVVTKYGTPVLDEN
                     QLNPERLSVKVPRDYVAKVGDTFTGDIIGVVGYDYGSFRIAPITELPSVVDGGFKQIG
                     ANIQPRLDKLTVATYNIENFSANKKETTDEKVKALAYSIKYNLKMPDIIGVEEMQDNN
                     GTVNDGTTDASLSAKRIIDAVLEIRGPKYEYVEIAPNNNLDGGAPGANIRVGFFYNPS
                     RVKLATVPKLLDKNVVRIGDENPLFESTRKPLAAEFTFQGQNLVVVANHLNSKIGDAT
                     PFGKVQPLVLKSEEKRVQLAQEVNNFVQGIQKKNTNAPVVVLGDMNDFEFAKPLKTLE
                     GTILKNMLNTVPKENRYTYIHEGNAQVLDHILVTNNIAPHTIVDPVHLNTNIMKEHGR
                     VSDHDPVLAQIDLKKAS"
     gene            1058789..1059115
                     /locus_tag="BA_1076"
                     /old_locus_tag="BA1076"
                     /db_xref="Pathema:BA_1076"
     CDS             1058789..1059115
                     /locus_tag="BA_1076"
                     /old_locus_tag="BA1076"
                     /note="identified by similarity to OMNI:NTL02SA2269"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25055.1"
                     /db_xref="Pathema:BA_1076"
                     /translation="MNQLAIFFSTIVMLQFIADVTGFTQNLDITYNLIHTAASYITFS
                     LAVIFTLIGARRELSKYAIISLCLVVGIKAKGSLFYGDWLARRKRIVNKPLISKIVRK
                     LEVYYT"
     gene            complement(1059112..1059948)
                     /locus_tag="BA_1077"
                     /old_locus_tag="BA1077"
                     /db_xref="Pathema:BA_1077"
     CDS             complement(1059112..1059948)
                     /locus_tag="BA_1077"
                     /old_locus_tag="BA1077"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25056.1"
                     /db_xref="Pathema:BA_1077"
                     /translation="MRALRLNIKQAFCNRVSLIIMFSGFVLICIYHYYYVIRYLGDAA
                     SGPISTDIKWIGFRDNEMDVYLLLMPIIASLPFSTSYNSDKSDGFKQFVSKGINLFSY
                     SITKYIVTFFCGGLLYTLPFILSLLFCKLTIPDGEMPAGSGIINVNGMFASLYEASPI
                     IYITVYIEINFLFAGLMALLGLAASAWSQKDYMSLLFPFAATSIPYVLLNTVFPTIGG
                     APIHLYDPKQPLDGMSPYILTVQCAFFLFVSLLMYIRGVKRDRKKYRRRLQKRDRCRK
                     TF"
     gene            1060181..1060579
                     /gene="blaI"
                     /locus_tag="BA_1078"
                     /old_locus_tag="BA1078"
                     /db_xref="Pathema:BA_1078"
     CDS             1060181..1060579
                     /gene="blaI"
                     /locus_tag="BA_1078"
                     /old_locus_tag="BA1078"
                     /note="identified by similarity to EGAD:16395; match to
                     protein family HMM PF03965"
                     /codon_start=1
                     /transl_table=11
                     /product="penicillinase repressor"
                     /protein_id="AAP25057.1"
                     /db_xref="Pathema:BA_1078"
                     /translation="MTNQLPKISEAELEIMKVLWLKSPQTANEIIEELEDPMDWKPKT
                     IRTLINRLVQKEAVSYHQDKGRMYAYYPLVSQDNYLQVETKSLLKRFCGAAFKPLLVN
                     FLKEEKLSSEDINELKRLLDEKTEENKRKD"
     gene            1060594..1062483
                     /locus_tag="BA_1079"
                     /old_locus_tag="BA1079"
                     /db_xref="Pathema:BA_1079"
     CDS             1060594..1062483
                     /locus_tag="BA_1079"
                     /old_locus_tag="BA1079"
                     /note="identified by match to protein family HMM PF05569"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25058.1"
                     /db_xref="Pathema:BA_1079"
                     /translation="MLINVYLPHFFDWLIETSLMASILVGFILCIKILFRNKLTPRWQ
                     YMLWIVLMIRLLLPWSPDSSYSIYSLLSYRSSVSEVIPKNMPSTESKMNIESDRKVEL
                     ESHAETVTKSGKPEVNVSTEQQITLSLYKIAMYVWLVGVFLLAVITFITNRRLYSYIK
                     KQPDITDEQVVTVFNRCKQSMKMKKAVSLRLAGKIASPTVFSFFRPKVLLSKKHMKVL
                     NEQQLQYVFYHELAHIKRNDVAVNWIMYSLILLNWFNPILWYAYFCMREDQELACDAY
                     ALTFIDKEEQIAYGHTIITLLEHYSYQAPSLANLSRNKRTMKRRIVMIKKFQKKSYRL
                     SLLGVIVIVAIASLSLFNVRATEGKEKQEDKVEQSKDAFQNAVDMLYGTEENAKKEYH
                     YSARVYEEKTDYLYLAEKALTKDEFQQYIKLSKKIINIQKKGAPRDSDYESTVFREER
                     LSKADRDKLYALYDQAKPFDDKVYESLNYTVKEAQQHVDFQIKKPTYTIEGYNLKDEN
                     VGYFIKRRPELIIELEYTNAKGNYTIYQSQVFGESKDPFSHQFVVPENIEQYELEGNQ
                     IFYATDHSDSNLQGMKMIVPAKGKNSAYQVVIINHSLERQGEAVFDKNVNKEELEKIM
                     ISMLK"
     gene            1062697..1063269
                     /locus_tag="BA_1080"
                     /old_locus_tag="BA1080"
                     /db_xref="Pathema:BA_1080"
     CDS             1062697..1063269
                     /locus_tag="BA_1080"
                     /old_locus_tag="BA1080"
                     /note="identified by similarity to OMNI:NTL01BS01015;
                     match to protein family HMM PF00440"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, TetR family"
                     /protein_id="AAP25059.1"
                     /db_xref="Pathema:BA_1080"
                     /translation="MAIDRKRSIIEAATKYFSAFGYKATTMDQVAKLANVGKGTIYTF
                     FKNKEELFGEIISNLITEMKQVAENAIRSDVSFFENVHRALYSILEFRKEHQLMIKLI
                     QEERDMGTKEVQEVMQQVDVEIVSVIQSYLKIAIDKGEISKCDPEITAFIMLRLYVSL
                     IFDWEKNHEPLEKEKIAELFELYLLKGLSN"
     gene            1063484..1066093
                     /locus_tag="BA_1081"
                     /old_locus_tag="BA1081"
                     /db_xref="Pathema:BA_1081"
     CDS             1063484..1066093
                     /locus_tag="BA_1081"
                     /old_locus_tag="BA1081"
                     /note="identified by similarity to SP:P32399; match to
                     protein family HMM PF01061; match to protein family HMM
                     TIGR03061; match to protein family HMM TIGR03062"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25060.1"
                     /db_xref="Pathema:BA_1081"
                     /translation="MKGNQLLRKEFTQIIKSKKILIPIIAVLFVPILYAGMFLWAFWD
                     PYKQLDDLPVAVVNLDKGAVFDGKPIEVGKGLVDNLKDNTSFKWEFVSEKEAKKGMEG
                     RKYYMLVRIPDDFSSNATTLLKDEPKPLNLEYIPNESLNFLSSQIGGTAIEKIKGEVA
                     STLTKTYAEKMFDSIQDVSKGLADGAEGASKLHDGSSELHDGSSKVTDGLHTLQGKSG
                     EMKDGVQKLADGSNKLVDGSGKVTAGLNTLNSKSGIGKLQDGSGKVTDGLNTLNSKTG
                     EMQKGISELHDGSEKVTNGLSILVSKTGELKTGTTELSNGMEKLAGGQRQLEEGSQEI
                     QKGLQELNNKVQSSVAGLGEMQSKVPSILNTVNEKIDGAGANVNQLNELTQSTAGDAK
                     NATQDVANLQKQIESLPKEYQEQLQPFITNAVKSTATVQQKAAGVAGGTNKLNEEVKQ
                     LKGEISEKKSGMQSKMPNPEDVGNLTSGIKKLTNAQNEFVSKFHGLGEGLGNAKVGVD
                     RLKNGSGQLIDGVNQLFDGSGKVTEGLGTLSVGANQMAGGINQLADGSSQVTGGLGTL
                     SVGVTKLADGSDQVTTGIGTLNGGLNKMSTGSTQLIDGVNKLADGSGKVTDGLVKVND
                     GSGELAEKLGEGAEKTGEVKGTDKTYDMFASPVKVKTEKMAEVPNYGTGFTPYFLSLG
                     LFVGALLLSIVYPLRDTVGIPKSGFSWFISKFGVLLSVGVIQAVVADVILLFGLGVEV
                     QSIPYFILFSIVTSLAFIALIQCLVTAFGDAGRFIAIITLIIQLTTSAGTFPLELIPK
                     FLQPFNAWLPMTYSVSGLKAVVSSGDFNFMWQNIGILMIFIVVLSLGTIASLTWMHKR
                     QFKNIAENQSVEA"
     gene            1066240..1066452
                     /locus_tag="BA_1082"
                     /old_locus_tag="BA1082"
                     /db_xref="Pathema:BA_1082"
     CDS             1066240..1066452
                     /locus_tag="BA_1082"
                     /old_locus_tag="BA1082"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25061.1"
                     /db_xref="Pathema:BA_1082"
                     /translation="MKGNLTYYFILNPLIIFLVYALSPILFHKEKYINMKDALGILVV
                     YYVLISGYCLMDVVSERMKKDSKDKQ"
     gene            1066474..1066794
                     /locus_tag="BA_1083"
                     /old_locus_tag="BA1083"
                     /db_xref="Pathema:BA_1083"
     CDS             1066474..1066794
                     /locus_tag="BA_1083"
                     /old_locus_tag="BA1083"
                     /note="identified by similarity to EGAD:172363"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25062.1"
                     /db_xref="Pathema:BA_1083"
                     /translation="MEDNKMTESEMKFRDATIRNFFDKEDRLKSIPGQKKKKLVLLEH
                     LISKLNAANQYTEKEMNTFIKQYHDDFCTIRREFIVHGFMDREANMYHINGREVWTKW
                     EELK"
     gene            complement(1066821..1067249)
                     /locus_tag="BA_1084"
                     /old_locus_tag="BA1084"
                     /db_xref="Pathema:BA_1084"
     CDS             complement(1066821..1067249)
                     /locus_tag="BA_1084"
                     /old_locus_tag="BA1084"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25063.1"
                     /db_xref="Pathema:BA_1084"
                     /translation="MQHYILSIFSLLIQYSYIYVKGMYTMNPILTTAKQLLHKEETIL
                     STLNCSLTGYMITYNVPYPGMLLTTNRRLLFFSQYKNTLIAEFDYEKILSIETKRRIF
                     DKKIIFYYEDEYITLGYITSSNIEEFIDLLRRKCKISTNS"
     gene            1067308..1067811
                     /locus_tag="BA_1085"
                     /old_locus_tag="BA1085"
                     /db_xref="Pathema:BA_1085"
     CDS             1067308..1067811
                     /locus_tag="BA_1085"
                     /old_locus_tag="BA1085"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP25064.1"
                     /db_xref="Pathema:BA_1085"
                     /translation="MIRLAKETDAEAIMDIRKEIILSKTTTKFFIVSPKKLPNDTNAE
                     REKIRKSNEKGNLYIVYEIDNKVVGFLLFNRYELDRLRHAGTMGIKEAYCNQGIGTKL
                     IEFLIRWAKEQNGLEKICLGVVSVNDRAIKVYKRMGFVEEGRQRKQIKYEDGSYGDDV
                     LMGFYID"
     gene            1068049..1069026
                     /locus_tag="BA_1086"
                     /old_locus_tag="BA1086"
                     /db_xref="Pathema:BA_1086"
     CDS             1068049..1069026
                     /locus_tag="BA_1086"
                     /old_locus_tag="BA1086"
                     /note="identified by similarity to GP:10173866; match to
                     protein family HMM PF00356; match to protein family HMM
                     PF00532"
                     /codon_start=1
                     /transl_table=11
                     /product="sugar-binding transcriptional regulator, LacI
                     family"
                     /protein_id="AAP25065.1"
                     /db_xref="Pathema:BA_1086"
                     /translation="MSTIEDVAKLAGLSRTTVSRVINNHPYVSDEKKKRVQLAMKHLG
                     FVPNSAARRLRKQKTETIAVLVPRITNPFFSRFIEAIEIAASEHKYKLIICQTRYLPE
                     KEMEYLQLLSTKQVDGIILCSLENPWEDVEPYLQHGPIVLCNEYIEEANIPTVKFDHA
                     QGAYIAAKHVLEQGYRNLIFCRGNETKVVSQQRKMGFLRAITEKSRQVEAIDFLENAF
                     SWEDGKRIFHEVLKDKKNPTAILAGGDEVAAGIISEAKRHNWSIPDDLAVIGFDNQIL
                     SQITEPGITTIEQPIDEMARKVVDLMMDKIHTKNYRKKELYEFELELLV"
     gene            complement(1069102..1069263)
                     /locus_tag="BA_1087"
                     /old_locus_tag="BA1087"
                     /db_xref="Pathema:BA_1087"
     CDS             complement(1069102..1069263)
                     /locus_tag="BA_1087"
                     /old_locus_tag="BA1087"
                     /note="identified by similarity to GP:2226241"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25066.1"
                     /db_xref="Pathema:BA_1087"
                     /translation="MIVRNGNGGIDMIDQPMEFFRNLPTKTCAHCGKEIDEQHEAYHN
                     KCDDCVHEE"
     gene            1069410..1070144
                     /locus_tag="BA_1088"
                     /old_locus_tag="BA1088"
                     /db_xref="Pathema:BA_1088"
     CDS             1069410..1070144
                     /locus_tag="BA_1088"
                     /old_locus_tag="BA1088"
                     /note="identified by match to protein family HMM PF00753"
                     /codon_start=1
                     /transl_table=11
                     /product="metallo-beta-lactamase family protein"
                     /protein_id="AAP25067.1"
                     /db_xref="Pathema:BA_1088"
                     /translation="MKMTVVGFWGGFPEAGEATSGYLFEHDGFRLLVDCGSGVLAQLQ
                     KYITPSDIDAVVLSHYHHDHVADIGVLQYARLITSATKGQLPELPIYGHTFDENGFHS
                     LTHEPHTKGIPYNPEETLQIGPFSISFLKTVHPVTCFAMRITAGNDIVVYSADSSYIP
                     EFIPFTKDADLFICECNMYAHQEAAKAGHMNSTEVASIAKDANVKELLLTHLPHTGNP
                     ADLVTEAKQIFSGHITLAHSGYVWNS"
     gene            1070154..1071143
                     /locus_tag="BA_1089"
                     /old_locus_tag="BA1089"
                     /db_xref="Pathema:BA_1089"
     CDS             1070154..1071143
                     /locus_tag="BA_1089"
                     /old_locus_tag="BA1089"
                     /note="identified by match to protein family HMM PF03099;
                     match to protein family HMM TIGR00545"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoate-protein ligase A"
                     /protein_id="AAP25068.1"
                     /db_xref="Pathema:BA_1089"
                     /translation="MLFIDNKGITDPRINLAIEEYCVKNLDINETYLLFYINEPSIII
                     GKNQNTVEEINADYVKEKGIHVVRRLSGGGAVYHDLGNLNFSFITKDDGDSFSNFKKF
                     TEPVTKALGKLGVNAELSGRNDILAEGRKISGNAQFSTKGRMFSHGTLLFDSEIDHVV
                     SALKVKMDKIQSKGIKSIRSRVANITEFLNEEMTTEEFRQLLLETIFEGETEIPTYEL
                     TEEDWKEIHKLSEERYRNWDWNYGKSPKFNLQHSHRFPVGQVDVRLEVKKGTVTECKI
                     YGDFFGSLDVHDIEERLTGVQFDKDAFTTALEGVDIARYFGNITTEDFLHLFF"
     gene            1071398..1071826
                     /locus_tag="BA_1090"
                     /old_locus_tag="BA1090"
                     /db_xref="Pathema:BA_1090"
     CDS             1071398..1071826
                     /locus_tag="BA_1090"
                     /old_locus_tag="BA1090"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP25069.1"
                     /db_xref="Pathema:BA_1090"
                     /translation="MKRVMYVVLLLSFVIGMTACNDETSSSRTLLSIGKPAKDNVIYF
                     THTDNKRKIQEIQDMFQNKKWKRNETFSTVNKTPDVVFSIDEDNTGLPALYVTVYFHE
                     DGADVLNLYGEYTSFNKQELAMLREKMSAYYPKMIFGLVS"
     gene            1071988..1073520
                     /locus_tag="BA_1091"
                     /old_locus_tag="BA1091"
                     /db_xref="Pathema:BA_1091"
     CDS             1071988..1073520
                     /locus_tag="BA_1091"
                     /old_locus_tag="BA1091"
                     /note="identified by similarity to SP:P29212; match to
                     protein family HMM PF00501"
                     /codon_start=1
                     /transl_table=11
                     /product="putative long-chain-fatty-acid--CoA ligase"
                     /protein_id="AAP25070.1"
                     /db_xref="Pathema:BA_1091"
                     /translation="MNLVQSLAETAKKKGDKPAYIFMDQSVSYDQLNKMVTRFSSNLA
                     EMGIGKGDNVALVVGNSPHFLVGLYGTMKAGATVIPVNPIYTADEMHYILQNGDVKTI
                     IVLDVLLPVIQSLTTRLPSLENIIICETSSDFNHTETEKMKTFTRMIGAGDLTYEGPE
                     LDEEDVAVILYTSGTTGKPKGAMLTHKNLYSNASDVASYLQYTADDRVVAALPMFHVF
                     CLTVAVNAPIVNGATILMLPKFSPKEVFRICRTYEPTIFAGVPTMYNYLYLFEEASAE
                     DVKTLRLCISGGASMPVALLQNFEKRFDVIVSEGYGLSEASPVTCFNPLDRPRKPGSI
                     GTNIWHVENKIVNELGEEVPVGAVGELIVRGPNVMKGYYNAPEDTAATLKDGWLYTGD
                     LAKMDEEGYFYIVDRKKDIVLVGGYNVYPREVEEVLYMHESVAEVVVIGVPDENLGEA
                     VRAYVVLKQTNVTEEELMHYCTLHLAKYKVPKSIEFLTELPKNTTGKLLRRALREKAM
                     QV"
     gene            1073778..1073903
                     /locus_tag="BA_1092"
                     /old_locus_tag="BA1092"
                     /db_xref="Pathema:BA_1092"
     CDS             1073778..1073903
                     /locus_tag="BA_1092"
                     /old_locus_tag="BA1092"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25071.1"
                     /db_xref="Pathema:BA_1092"
                     /translation="MIHRARILSIIWKGKFIQRIIYFLKMSGKRTYVGNNIIIFI"
     gene            1073974..1075008
                     /locus_tag="BA_1093"
                     /old_locus_tag="BA1093"
                     /db_xref="Pathema:BA_1093"
     CDS             1073974..1075008
                     /locus_tag="BA_1093"
                     /old_locus_tag="BA1093"
                     /note="identified by match to protein family HMM PF00395;
                     match to protein family HMM PF05031"
                     /codon_start=1
                     /transl_table=11
                     /product="putative S-layer protein"
                     /protein_id="AAP25072.1"
                     /db_xref="Pathema:BA_1093"
                     /translation="MIKKKYMNAFVIAATLAVPFSSIMAPIAKAEAAVEMKAASKLAD
                     GTYDVILKTYKDKTNDTSVASTYLKNLKVTIQGDKKIVTLTVQDSSYFQYLRVEDTNK
                     VGTFHDVKVISEDKANNGTKVVQFEIDEFSKKYNMQMHILIPAIKYDHKYQVQFEIDA
                     SAIEQKPKFSDVPTWAQESVQYLVDKEAVHGKPDGTFAPAESIDRSSAAKILATVLRL
                     EIKKDAKPSFPDAQNHWATPYIAAVEKAGIVKGDEKGNFNPSGLINRASMASMLVNAY
                     KLERNENIKLPKEFADLNNHWGAKYANILIQEKISIGTDNGWAPNKAVSRAEAAQFIA
                     KADKLKKEMK"
     gene            1075334..1082008
                     /locus_tag="BA_1094"
                     /old_locus_tag="BA1094"
                     /db_xref="Pathema:BA_1094"
     CDS             1075334..1082008
                     /locus_tag="BA_1094"
                     /old_locus_tag="BA1094"
                     /note="identified by similarity to EGAD:16584; match to
                     protein family HMM PF02018; match to protein family HMM
                     PF05593; match to protein family HMM TIGR01643; match to
                     protein family HMM TIGR03696"
                     /codon_start=1
                     /transl_table=11
                     /product="putative wall-associated protein"
                     /protein_id="AAP25073.1"
                     /db_xref="Pathema:BA_1094"
                     /translation="MEAKKWYRYLIQLIVVALIVTSVPLNGLAETAPPFTPSPNSEQS
                     PETEKKEEKELPAPHPDQSKKDKAKAKANPTEIVEERTETEKVFDNNDGTYTKRVYTE
                     PIHIEKDGKLEEVSPKLVEAPNEKIITENTTLEPEFEKATQDGKYVQFKVKNHNIQYK
                     LISANGEKGELKPTPVTATHEKNTVWYKGIFPNIDLKSTTFNENVKEDFVLREYTGHH
                     IFTFALETDLTPSLQEDGSIDFQNEKKEKVFTLPKPYMNDSNVDQQSGEAVTSDAVRY
                     NIEKKDEETYTLTVTADPQWLQAPERKYPVYVDPSIQLKDFDNAYASSAYPTVNYSGG
                     KLWDAGQNAYTLKVGYYDGASGTNFAFIKPDVSNFKGANIESATFNAHTIWHYYTNQP
                     NGVWLDEVTGAWNEGSLNWNNKPGSNNIAHADVTRGQWARFNVTNTVKAWVEGTKQNN
                     GFKLHANGNGQNHWKKFIAAENGTNAPYLEVKYSYAKPNKPRVQTYSNGSGSSSGHFN
                     VQWDAVPGANGYKVAIFNGHEYEEIEVGNVTNWTTKDKKIFPTPEEIAQGRYWVHDDG
                     KGAEAPVNPGPIYKNAFLDKSPYGDYSSARGYWIRIIATYPTGEDSPLSDEAIVYIPL
                     EQVKKPDGSAYINATDQTTGYVTLKWDAVPEAAGYKVWIYNGKDYEAFDVGNKTNWTT
                     QNEKIWPTKDEIAKGQYLLHHDKKGVELAVDPSPVYKNSGGIYAGAKNYWFRVTAYSK
                     VGHAESEISHEFVPRFSQDSGFIGMFDYWASIPVLNGKVNATNGNFIMSEKDITLSGR
                     GPDVSVERTYNSQSKKVGLFGTGWSSGLEERVWADGNGNLLLISTDGANITFTRTGDN
                     KYQAPTGIYLEIKQVSGGYEIKDKDQTVTFYKSGDAQGRIEYTKDKYGNTTTYEYDGA
                     SRLSKVKNASGKELVLQYDGNNKKAARVIGPDNKTITFNYDGDLLVSSTTPEGKVYKY
                     GYDNGVLTSIYDPQHTDAKPYKTSYAYENDRLVKVTDPLGKATTLAYNTGSKEVTLTN
                     PKGRKTVYTYNDAGNPVKTVEDVGRLNLTTSYEYNANNLVKTTTPKNQTETATYDGNG
                     NVTSVTDEMGTEKFEYNKDNGIIKATDNEDRKTTVAYVGANTEVSQTDQGANTSSVIH
                     HDQYGNPIETSKELSAGGNLIQNPSFEMNGTEKWVKVDTNNSGSISKDATPAPGGLGG
                     ESSLKITTKATNNDWGYIAAIQEVTLEPNTTYTLSGMVKTDLVNGAAFFNVQSLNENG
                     AGIDGGWHDTRHNKVQGTSDWVNRQVTFKTTEQTRKVKIYLQVENGGSATSGSAWFDK
                     IQLEKGEVSSSFNPVLNSSFEENWPDGFVPQWVRSCSQHCERNDVSDDSFTGHSSIVM
                     ERSEYGPNDIGYRNRVILNQKKAETVTLTAMSKSENVVNDAPDKLSKDYAVLAETYYQ
                     DGTVVNYYTSFPSGTNDWNRSAAVIPAKKPIQKIEIFLLFRKNNKGKVWFDDIRLLEG
                     NALIKNEYDNDGNVVATYDEEGQKNTFTYDASGNKKSETDEKGNTKLYDYNKDNLLTK
                     VTLKNGTSVNYRYDHNGNTTEKSVMFGGKTQTHKYEYDVDNKNTVYIDALNRRIENTY
                     DENANKIKTKMPNGSILESVYDTADRVVGEKRNGKDSFTFERDQNGQVTKVKDLVNGV
                     ERTKTYDKADRVTSATDSRGGKIDWAYHDKANSKTEKLKEQTVTQGGYTNKVSYDYNT
                     LDQNIRVTDGSQTYRFDYDDQGNVRTYTAGNGSGSTFNYDQANKIKDLVVGTSNSILL
                     SERYEYDQSGNRTKIKHEGAGGKVTETNFVYDPINQLLNEVLPNGTTKSYTYDGFGNR
                     TSVKVIENGKETKSIAATFNEGNQLVKFGNESLTYDVNGNRTSDGKYKYTWNEDDQIV
                     AITKQGENNAFATYKYDEDNRRIEKNVNGQVTRYFYDGDSINPLYETDGNGTVLRQYV
                     YSADGARLAMKAQGQTLYYHYNPRGDVVAMTNQDKEVVATYEYDAWGNVLTSDTKGIA
                     ADNPFGYAGYMYDKEIGMYYLIARYYNPEHGVFLSVDPDPGDEDDPVTMNGYTYADNN
                     PVMMTDPDGKWAWLVPVVIAGAMVAARFGAKYAIRYGAKYGKKAVKSGWDYGKKVAKS
                     GWNKGKSIAQKIPRIHKVGRIKGDNDKGKGYWGVIYSTTKKTGKRTYSSFEFHTPHNG
                     HGYHLQKNKYSKYQGKWNRGKATWRQTIWKAKNW"
     gene            1082016..1082495
                     /locus_tag="BA_1095"
                     /old_locus_tag="BA1095"
                     /db_xref="Pathema:BA_1095"
     CDS             1082016..1082495
                     /locus_tag="BA_1095"
                     /old_locus_tag="BA1095"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25074.1"
                     /db_xref="Pathema:BA_1095"
                     /translation="MMDRYVKKEKHSLIISTNDAYNKEEGVYETIDNVINQVLNILKL
                     KYNLYIYYLEGYNKKSKENEKYVALKGIFTRDIVIFEPLELSILNDGYISERFVVGDI
                     EIEQKLESIMKNSYRSIVEIEEYLCQNCEVVCKIFDSAYIEIQTKDYSIIEEIKNEI"
     gene            1082539..1082877
                     /locus_tag="BA_1096"
                     /old_locus_tag="BA1096"
                     /db_xref="Pathema:BA_1096"
     CDS             1082539..1082877
                     /locus_tag="BA_1096"
                     /old_locus_tag="BA1096"
                     /note="identified by similarity to OMNI:SO1836; match to
                     protein family HMM PF06877"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25075.1"
                     /db_xref="Pathema:BA_1096"
                     /translation="MKFPKDEDGQVLNMLYKQVIDFNKKHIMDFFIAIPDQGNGEKII
                     SRLQEQGLNCELDYNEEFENCNCTCSKEMYLAYEDIVEMSILSEEFGGYTDGWGHLSK
                     NEFVYDNMLN"
     gene            1082895..1083014
                     /locus_tag="BA_1097"
                     /old_locus_tag="BA1097"
                     /db_xref="Pathema:BA_1097"
     CDS             1082895..1083014
                     /locus_tag="BA_1097"
                     /old_locus_tag="BA1097"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25076.1"
                     /db_xref="Pathema:BA_1097"
                     /translation="MWKEGLLSALLSLCINGFWVVESEGQTIITATFAVTSLR"
     gene            1083149..1083685
                     /locus_tag="BA_1098"
                     /old_locus_tag="BA1098"
                     /db_xref="Pathema:BA_1098"
     CDS             1083149..1083685
                     /locus_tag="BA_1098"
                     /old_locus_tag="BA1098"
                     /note="identified by similarity to EGAD:16584; match to
                     protein family HMM TIGR03696"
                     /codon_start=1
                     /transl_table=11
                     /product="wall-associated domain protein"
                     /protein_id="AAP25077.1"
                     /db_xref="Pathema:BA_1098"
                     /translation="MYYLIARYYNPEHGVFLSVDPDPGDEDDPVTMNGYTYGDNNPVM
                     MINPDGHLAWFIPVAVHEARIAAPHVGRFVGKQLAKRAITQPLKYKNTKAVAGKIIGY
                     TKHGFNQAISRNNGLGVSPKAILHTVKSGKMVIQKDRGTIKYTSKQAVVVLNKRGKIV
                     TTFARGTKYTRKGKNKRE"
     gene            1083678..1083923
                     /locus_tag="BA_1099"
                     /old_locus_tag="BA1099"
                     /db_xref="Pathema:BA_1099"
     CDS             1083678..1083923
                     /locus_tag="BA_1099"
                     /old_locus_tag="BA1099"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25078.1"
                     /db_xref="Pathema:BA_1099"
                     /translation="MSKFNSDVQGVLQGILKEKQPELLWIVNCRDFSILEIETIHELR
                     DILADELIEKGFDEQDNINDFGRDLEKLIDVFGDLLP"
     gene            1083998..1084132
                     /locus_tag="BA_1100"
                     /old_locus_tag="BA1100"
                     /db_xref="Pathema:BA_1100"
     CDS             1083998..1084132
                     /locus_tag="BA_1100"
                     /old_locus_tag="BA1100"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25079.1"
                     /db_xref="Pathema:BA_1100"
                     /translation="MNSILNETLPNGTSKSYTYEEFGNCTRLKVVENGKETKSIEATF
                     "
     gene            1084459..1085314
                     /locus_tag="BA_1102"
                     /old_locus_tag="BA1102"
                     /note="conserved hypothetical protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1102"
     gene            1085383..1085541
                     /locus_tag="BA_1103"
                     /old_locus_tag="BA1103"
                     /db_xref="Pathema:BA_1103"
     CDS             1085383..1085541
                     /locus_tag="BA_1103"
                     /old_locus_tag="BA1103"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25080.1"
                     /db_xref="Pathema:BA_1103"
                     /translation="MKDLVNGVERTKTLAFEKRHMKQTSQEPIEQLNTSNFTQPLPAN
                     SFTLYDDK"
     gene            1085943..1086101
                     /locus_tag="BA_1106"
                     /old_locus_tag="BA1106"
                     /db_xref="Pathema:BA_1106"
     CDS             1085943..1086101
                     /locus_tag="BA_1106"
                     /old_locus_tag="BA1106"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25081.1"
                     /db_xref="Pathema:BA_1106"
                     /translation="MVVYDLNNNHVHDVNLRNELGEPIQFVAYYSRGSVMYFQMDDRL
                     YYVDTINI"
     gene            complement(1086151..1086246)
                     /locus_tag="BA_1107"
                     /old_locus_tag="BA1107"
                     /db_xref="Pathema:BA_1107"
     CDS             complement(1086151..1086246)
                     /locus_tag="BA_1107"
                     /old_locus_tag="BA1107"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25082.1"
                     /db_xref="Pathema:BA_1107"
                     /translation="MGILESYVLDEIDSGVAFVATQVGELMKRNI"
     gene            1086417..1086683
                     /locus_tag="BA_1109"
                     /old_locus_tag="BA1109"
                     /db_xref="Pathema:BA_1109"
     CDS             1086417..1086683
                     /locus_tag="BA_1109"
                     /old_locus_tag="BA1109"
                     /note="identified by similarity to OMNI:NTL03EC1912"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25083.1"
                     /db_xref="Pathema:BA_1109"
                     /translation="MFFEVFKPYDRSFYLADTLLTQPLQIIVGSKQGAFGSYKDGHEL
                     YEKAASEKKDLLVVEGASHYDLYDQPEPVKIAVEKLTSFYNDNL"
     gene            1086830..1087936
                     /locus_tag="BA_1110"
                     /old_locus_tag="BA1110"
                     /note="Ser/Thr protein phosphatase family protein,
                     authentic point mutation; an automated process has
                     identified a potential problem with this gene model; it
                     may contain one or more premature stops and/or
                     frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1110"
     gene            1088152..1089129
                     /locus_tag="BA_1111"
                     /old_locus_tag="BA1111"
                     /db_xref="Pathema:BA_1111"
     CDS             1088152..1089129
                     /locus_tag="BA_1111"
                     /old_locus_tag="BA1111"
                     /note="identified by match to protein family HMM PF01966"
                     /codon_start=1
                     /transl_table=11
                     /product="HD domain protein"
                     /protein_id="AAP25084.1"
                     /db_xref="Pathema:BA_1111"
                     /translation="MIISDVLYGEFKVDPVVEELILSKSVQRLKGIHQTGASYLVNKE
                     WNVTRFDHSVGVMLLVKKLGGSVEEQIAGLLHDVSHTAFSHVIDYVFDNRNESYHEEI
                     FSSVVKNSEIPAILAKYGYNYEDILLDDSKWTLLERSAPELCADRVDYTLRDMYTYGY
                     ISLEEAHSFLEDVIEVNGKMVLQNIEMAEWFTETYYKEVIDFFMQPMNSYGNDMLAKT
                     LKLALHKKVIHADDFLLEDDELILKLQQCSDSEVHALLSKVHPNVKVKEDKNDYDLYQ
                     KNKVRLIDPPLLCEGEVVPSSVVSENIRQMSDSVYEQAVRGMYVKVVSD"
     gene            complement(1089169..1090287)
                     /locus_tag="BA_1112"
                     /old_locus_tag="BA1112"
                     /db_xref="Pathema:BA_1112"
     CDS             complement(1089169..1090287)
                     /locus_tag="BA_1112"
                     /old_locus_tag="BA1112"
                     /note="identified by similarity to EGAD:108541"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25085.1"
                     /db_xref="Pathema:BA_1112"
                     /translation="MGCTAFKKLWERYENGTLTHNEQELLENHIETCEECEAYLDQLL
                     SKSEPIKKKLPPQKLKVPFWKIKWKQRWQTVSFVLAVCIAIYFVGHFSSSLYFYNMKK
                     LVEVDEIPALALEATIPNSRSAGGSTKIKPFFRTENEMNLVKTVGKKEMPIGTVTTRS
                     FLSSVTDTNQSWANKPYSKKLSFVHPKIKQDDHLKEISKKVWSTLGKIHEGTVAEVAI
                     SFDKPYTLQELESILYSAFEAQEMPPTPLWYALDTGQERIDEEDFILHDGEVIGFSEH
                     INLPDNEAKRPKTKEDEVIEMMRILSTHKETVSKTTRTSEKELNLDKRYEYVKDNGVK
                     VYGIVITGPSKELLKLQNSPHVRYATLGDIEVWNWFNQ"
     gene            complement(1090293..1090778)
                     /locus_tag="BA_1113"
                     /old_locus_tag="BA1113"
                     /db_xref="Pathema:BA_1113"
     CDS             complement(1090293..1090778)
                     /locus_tag="BA_1113"
                     /old_locus_tag="BA1113"
                     /note="identified by match to protein family HMM PF04542;
                     match to protein family HMM PF04545; match to protein
                     family HMM PF08281; match to protein family HMM TIGR02937;
                     match to protein family HMM TIGR02950"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA polymerase sigma-70 factor, ECF family"
                     /protein_id="AAP25086.1"
                     /db_xref="Pathema:BA_1113"
                     /translation="MKRKQSLEEIYSEHMQDLFRYLLSLTGDSHFAEDLMQETFYRML
                     VHIDYYKGEEIRPWLFTIAYNAFIDWYRKEKRYKTTTITEFHLPNVPSTEHSYFIKHE
                     IASWLDRLSSLPLERRNVLLLRDYYGFSYKEIAVMTGLSLAKVKIELHRGRKEMKSIK
                     E"
     gene            1090916..1091818
                     /locus_tag="BA_1114"
                     /old_locus_tag="BA1114"
                     /db_xref="Pathema:BA_1114"
     CDS             1090916..1091818
                     /locus_tag="BA_1114"
                     /old_locus_tag="BA1114"
                     /note="identified by similarity to GP:10176130; match to
                     protein family HMM PF00165; match to protein family HMM
                     PF06445"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, AraC family"
                     /protein_id="AAP25087.1"
                     /db_xref="Pathema:BA_1114"
                     /translation="MESYETQIQRSIDYIEEDVMEKQTLRNLARIAGFSESHFHRVFQ
                     ALVGDTVMEYVRKRRLARAAYQLSHTDEKIIDIAFEHGFQSHETFTRAFKKLFQMTPS
                     EYRKQEIETPMYYSVNVKQRKLNPYLGGIQMEYRIVNKPEFLMAGYELKTTSKEGKNH
                     QDIPAFWQEYLQKDLGTTIPNRKDTSQWVELGLCTDFNLETGDFTYIIGMEVTDFENV
                     PNEIAKRTFPAATYAVFTTPKVPHEEMVSSIHQTWNAVFSEWFPHSGYEHCGVNEFEL
                     YDERSHADKSEFAQIELWIPVKKK"
     gene            1091878..1092243
                     /locus_tag="BA_1116"
                     /old_locus_tag="BA1116"
                     /db_xref="Pathema:BA_1116"
     CDS             1091878..1092243
                     /locus_tag="BA_1116"
                     /old_locus_tag="BA1116"
                     /note="identified by similarity to OMNI:NTL01OI1238; match
                     to protein family HMM PF00903"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25088.1"
                     /db_xref="Pathema:BA_1116"
                     /translation="MFQKLECVSIHTKDIEKSVSFYKEMGMEQNWVIERELEEGAIWT
                     LIGLKFPDEKSSELVISNHPDINCIEVEVLVEDVQQTYESLKDNKDVKWIREPFPTES
                     GHVAVMEAPDENVFVLVGK"
     gene            1092369..1092587
                     /locus_tag="BA_1117"
                     /old_locus_tag="BA1117"
                     /db_xref="Pathema:BA_1117"
     CDS             1092369..1092587
                     /locus_tag="BA_1117"
                     /old_locus_tag="BA1117"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25089.1"
                     /db_xref="Pathema:BA_1117"
                     /translation="MRVEGYALSSFGEERRCNRMEFLLQILLEITKTIAREGIVMGFK
                     KLTAKKRKKKATRLPAKRGKSSFCANKL"
     gene            complement(1092965..1094707)
                     /locus_tag="BA_1118"
                     /old_locus_tag="BA1118"
                     /db_xref="Pathema:BA_1118"
     CDS             complement(1092965..1094707)
                     /locus_tag="BA_1118"
                     /old_locus_tag="BA1118"
                     /EC_number="2.7.13.3"
                     /note="identified by similarity to GP:2832807; match to
                     protein family HMM PF00512; match to protein family HMM
                     PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase"
                     /protein_id="AAP25090.1"
                     /db_xref="Pathema:BA_1118"
                     /translation="MNFNKRLIIQFILQHVFVLVTLLIAVVAAFTYLIFLVTSTSYEP
                     NIPDADNFMIARYISSEDGNISLKSEVKDLIKEKNDWIQVVEENGKVLYHFNTPSDVP
                     TSYTKASLFSYIQNHIENPYTFTYWEIELEEKNVLVIYGGMLKSNALLKTIQKAHPSV
                     STDSFTLTEEEQQLLSKEKATLQIFNSKGDEVFSYPNGKKKTFSVIQAALNEREPWNH
                     KENTSSFYDTNSNHLLVVTAKNEHYYPDDEIDDVFTKKFLIGCGLILLIVFVYLVILS
                     IWYGNKFGKPLLHAMRWLKNIAGGKYEEPVSKKGKPIRFRKSGKEKWSFRLFSDVTNS
                     LEHLSITLKKNDAMRQVLQQTREEWITGLTHDLKTPLSSIYGYALLLESKQYNWTDRD
                     IQQFGSVMKEKSQYMTTLIDDLSLTYQLKNNSLPAQHVNIEMNQFVQKVLLQFINNPT
                     LQNQNIEFVPSSNKIQYFIEEKWFQRIIENLLVNAVKHNNETTNVIVKLSQNATSFTL
                     SISDNGKGMDDKTKELLFERYYRGTNTEESNIGTGLGLAITKQLVHAHNGAISIDSEL
                     GKGTTIILVFPFCS"
     gene            complement(1094717..1095421)
                     /locus_tag="BA_1119"
                     /old_locus_tag="BA1119"
                     /db_xref="Pathema:BA_1119"
     CDS             complement(1094717..1095421)
                     /locus_tag="BA_1119"
                     /old_locus_tag="BA1119"
                     /note="identified by similarity to OMNI:NTL01BH3430; match
                     to protein family HMM PF00072; match to protein family HMM
                     PF00486"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator"
                     /protein_id="AAP25091.1"
                     /db_xref="Pathema:BA_1119"
                     /translation="MYEANILLVDDETAILQLLTTILEKEGFSHITTATSAEMALSLT
                     QQNDYDLIILDVMLPGQSGFDICPIIRQKTDCPIFFLTAKTSDLDKISGFSHGADDYI
                     TKPFNPLEVVARMKAQLRRHMKQVMPHEQKAHSSSFGRFEIDRYSAELTVNGRVVECS
                     AQLFQLLLFFCENPNYVFSKEEIYEKVWEAPAYNGDDNTVMVHIRKLREKIEQDPSKP
                     EYIKTVRGLGYKFITK"
     gene            1095557..1096411
                     /locus_tag="BA_1120"
                     /old_locus_tag="BA1120"
                     /db_xref="Pathema:BA_1120"
     CDS             1095557..1096411
                     /locus_tag="BA_1120"
                     /old_locus_tag="BA1120"
                     /note="identified by match to protein family HMM PF02517"
                     /codon_start=1
                     /transl_table=11
                     /product="CAAX amino terminal protease family protein"
                     /protein_id="AAP25092.1"
                     /db_xref="Pathema:BA_1120"
                     /translation="MSVNPFQTMRARYFLIVFTLLTLVARASNELIEHTFHMQNSTFI
                     NILIFYILPMTWIFFEYRKYRVSFSLFINKNETFNLVQVLYITIMLCVFSYGYLILYM
                     YSFAWITPAFIMNALREPIIDSTGGYVYQVIMVVFIAPIIGEFVFRGFLLQRFAAKWG
                     TSIAIIVVAILFALLHVDFLGAVVFSVVLSIVYIRTNSLLMPIAIHMLNNAFVISLSF
                     LINKEEIMSFADFSNYTTFFPGLIIFITGLNLVLIFLFVNRKYWSKEMPAIYVEQENS
                     FSDVVGSK"
     gene            1096426..1096758
                     /locus_tag="BA_1121"
                     /old_locus_tag="BA1121"
                     /db_xref="Pathema:BA_1121"
     CDS             1096426..1096758
                     /locus_tag="BA_1121"
                     /old_locus_tag="BA1121"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25093.1"
                     /db_xref="Pathema:BA_1121"
                     /translation="MKDIIDATSVTDMCDRNVCHWLQPVVDTIVFPEYYLFSSTHVKE
                     NIISLLIVLGGLLIFGLIVEEMMKRIFRKNEEKYMWVQKIFEKVIVAFLLFYSMKTII
                     YFIALKHH"
     gene            1096790..1097089
                     /locus_tag="BA_1122"
                     /old_locus_tag="BA1122"
                     /db_xref="Pathema:BA_1122"
     CDS             1096790..1097089
                     /locus_tag="BA_1122"
                     /old_locus_tag="BA1122"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25094.1"
                     /db_xref="Pathema:BA_1122"
                     /translation="MNETISSNKFFYLIVLSIVLITTVNVILRWEEAYFFMYLALHLL
                     GILCISGGVVAEKKSEESVNYMCVTGLILLLAVQGIMKYSSFSLQDFSLLMDVLP"
     gene            1097101..1097289
                     /locus_tag="BA_1123"
                     /old_locus_tag="BA1123"
                     /db_xref="Pathema:BA_1123"
     CDS             1097101..1097289
                     /locus_tag="BA_1123"
                     /old_locus_tag="BA1123"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25095.1"
                     /db_xref="Pathema:BA_1123"
                     /translation="MLSKKQIGYVLVLVGFFTLIVTTLFFQDYEYIRYIKGAGLICWV
                     VSIFLIPDYEPNKVSKGR"
     gene            1097424..1098692
                     /locus_tag="BA_1124"
                     /old_locus_tag="BA1124"
                     /db_xref="Pathema:BA_1124"
     CDS             1097424..1098692
                     /locus_tag="BA_1124"
                     /old_locus_tag="BA1124"
                     /note="identified by match to protein family HMM PF01435"
                     /codon_start=1
                     /transl_table=11
                     /product="peptidase, M48 family"
                     /protein_id="AAP25096.1"
                     /db_xref="Pathema:BA_1124"
                     /translation="MRKVIGWSLFLYVGFALFIYWYLFGWSHELIPDMYKGTSADPET
                     FMNARELTLSQDYSRVKNLLYFLATPLEWIILLFVLVLGVSKKFEKWSKETTKISVLQ
                     VAIYFFYLSLLTTVLALPMQWISRKVSVDYGISTQSTQSWIKDHVIGFWESYATMLIV
                     VAVLLWLIRKFPKRWWLAGWALSVPFTIFLTFIQPVVIDPLYNDFSTLKNKELETKIL
                     AIADKADIPAKHVYEVNMSEKTNALNAYVTGIGPNARIVMWDTTLKQLKDKEILFIMA
                     HEMGHYVMKHIYWGVASYVLLSFIGMYLISRIINMCIRKWGDTLQVSKAACFSILPLF
                     FLISSVLSFASQPATNYVSRIEERAADQYALDMTKDGKSGVKTFQYLSKTSLSQVNPP
                     ALVKFFLYTHPPIFERIHAFEQYEKQSKKK"
     gene            1098829..1100556
                     /locus_tag="BA_1125"
                     /old_locus_tag="BA1125"
                     /db_xref="Pathema:BA_1125"
     CDS             1098829..1100556
                     /locus_tag="BA_1125"
                     /old_locus_tag="BA1125"
                     /note="identified by similarity to EGAD:16680; match to
                     protein family HMM PF00015; match to protein family HMM
                     PF00672"
                     /codon_start=1
                     /transl_table=11
                     /product="methyl-accepting chemotaxis protein"
                     /protein_id="AAP25097.1"
                     /db_xref="Pathema:BA_1125"
                     /translation="MYFLQNLKVKYKLLSLISLAVLGMVIMSYVAIQSINKIKQNTEV
                     VVDDYQYSTILLEGMLRTQNSLEYNLLELITTSQNEGTNKEEIIDNIEKDLKKYDSLL
                     KEYDDGFNLSKQEDELFQEMKKSLPIYMGTYKKLFEKAKVKNESQMVNEFQKELKPRG
                     VELAGYAVDLESYVSNLADQVFNDSQKMIDRSVITFIILVVVTTIVICIVSYSISRLI
                     VAPLQTVSRMMERAKNGDLTVHGEYNAKDELGVLVSDFNEMITGLRTNMKEVDNNIQL
                     LFQHADGVVSASEVSSSAAEKITMDIEEVANGAESQMQAMEQTAGAMEELTQGMQSIV
                     NTSSSVNELSAQSALDAESGNKLMKQMIQQMNIIQNSVHSGVKQVETMKEQSEEIVKI
                     IDVMQGIASQINLLALNAAIEAARAGESGRGFAIVADEVRKLAEQSSNSAKQIEKLIT
                     QVMGTTSHTVHMMERVDNEVQAGTQVVMDTEKVFGKITEKVHQVSEQIQTVSMSTDEI
                     AASSEEISASAEDMAQISQRSSDRTDRVKESIQQQEKSVQEISVSIEHMHNAAGKLKQ
                     IVAQFTLQK"
     gene            1100769..1101677
                     /locus_tag="BA_1126"
                     /old_locus_tag="BA1126"
                     /db_xref="Pathema:BA_1126"
     CDS             1100769..1101677
                     /locus_tag="BA_1126"
                     /old_locus_tag="BA1126"
                     /note="identified by similarity to SP:Q07835; match to
                     protein family HMM PF00892"
                     /codon_start=1
                     /transl_table=11
                     /product="transporter, EamA family"
                     /protein_id="AAP25098.1"
                     /db_xref="Pathema:BA_1126"
                     /translation="MFNKKSMPAIKMILSMSIFGSIGFFSVQTGLPSFELVFVRCICA
                     TIFLALCWLVTGQYKTEKWNKKEVIQILACGIFLVFNWVFLFKAFEVMSITIAISVYH
                     LAPIIVLMIGSIVFKERLTMFAVLSIVICFIGTVLVAGVDGNVSLEKLMSSGMVWALL
                     AALFYAFTTLLGKGIRHTSAYAMTFLQTFLGIFLLLPFVDFGKFQGLTEMNWMMITAT
                     GLIHTGFVYYLFFDSLRDLSTRMISVLVFLDPAVAILLDTVFTGFRLTSMQVVGIILI
                     FVGMAFTFRKTKGEKIVVEEKMYSEL"
     gene            1101755..1102426
                     /locus_tag="BA_1127"
                     /old_locus_tag="BA1127"
                     /db_xref="Pathema:BA_1127"
     CDS             1101755..1102426
                     /locus_tag="BA_1127"
                     /old_locus_tag="BA1127"
                     /note="identified by match to protein family HMM PF00395"
                     /codon_start=1
                     /transl_table=11
                     /product="putative S-layer protein"
                     /protein_id="AAP25099.1"
                     /db_xref="Pathema:BA_1127"
                     /translation="MREMKKLVKIATSLTLMGGIFVSANGVSANTDVTQKSSPNIMIE
                     FDDVTTDHWAYDEITNLVYHRIMYGYGNGKFGTEDNITREQAAAVLHRALGLKRSVFD
                     ANPYGDISGKSTMFPYEILHLTNLGIFKGDENGNFRPKDTLTRAELAQILTKAYELKA
                     KSPHTFTDIPEKHWARDAISALQSNKVAVGTGDGKFEPEMLVTRGQFAKFLQRSIDNS
                     PGKME"
     gene            1102838..1103497
                     /locus_tag="BA_1129"
                     /old_locus_tag="BA1129"
                     /db_xref="Pathema:BA_1129"
     CDS             1102838..1103497
                     /locus_tag="BA_1129"
                     /old_locus_tag="BA1129"
                     /note="identified by similarity to EGAD:31923; match to
                     protein family HMM PF00395"
                     /codon_start=1
                     /transl_table=11
                     /product="putative S-layer protein"
                     /protein_id="AAP25100.1"
                     /db_xref="Pathema:BA_1129"
                     /translation="MKKNMLRIMATVTIMGGLFVSTNVPNVKAEEYPEMIVFDDVPVN
                     HWAYDDIMDVVYNKVMLGYGNGKFGVGDNVTREQVAAVLYRTLNLKKEGPLKNPYKDI
                     SERATFFLDEILVLTKHGIFEGDEKGNFRPAAPVTRAETAQILTKAFTFEVKKNHTFK
                     DVPNNHWAKNAISALQSNHVIVGTGNGKFEPNKVVTREQYATFLNKAVFYFPVKDENY
                     E"
     gene            1103837..1104493
                     /locus_tag="BA_1130"
                     /old_locus_tag="BA1130"
                     /db_xref="Pathema:BA_1130"
     CDS             1103837..1104493
                     /locus_tag="BA_1130"
                     /old_locus_tag="BA1130"
                     /note="identified by similarity to EGAD:144691; match to
                     protein family HMM PF00395"
                     /codon_start=1
                     /transl_table=11
                     /product="putative S-layer protein"
                     /protein_id="AAP25101.1"
                     /db_xref="Pathema:BA_1130"
                     /translation="MKKKILKVATALTIMGGVAFSAEGATAKAELAAKPQQASQAIFK
                     DVPAGHWSYEAIQTLAEQEIMLGYGNGVFGFGHNVTREQVAALIYRALDLDEEFGEDE
                     ELESPYNDIVDDNSTMFPFEVLAVTELGIFTGDEKGNFRPKDTLTRAEMAQVLTRAFG
                     LQVQGLAGFKDVPKGHWAENAINAVGSNGISVGDGNGNFAPNMKVTREQYAQFLFRAL
                     "
     gene            1104677..1106266
                     /gene="aceB"
                     /locus_tag="BA_1131"
                     /old_locus_tag="BA1131"
                     /db_xref="Pathema:BA_1131"
     CDS             1104677..1106266
                     /gene="aceB"
                     /locus_tag="BA_1131"
                     /old_locus_tag="BA1131"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by match to protein family HMM
                     PF01274; match to protein family HMM TIGR01344"
                     /codon_start=1
                     /transl_table=11
                     /product="malate synthase A"
                     /protein_id="AAP25102.1"
                     /db_xref="Pathema:BA_1131"
                     /translation="MSTQTSRVTLVGEMLPAYNEILTPEALSFLKELHENFNERRIEL
                     LQKRMKKQQKIDAGEFPKFLEETKRIREADWTIAKLPKDLEDRRVEITGPVDRKMVIN
                     ALNSGAHLFMADFEDSNSPTWENAIEGQINLRDAVKGTISHKNENGKEYRLNSKTAVL
                     IVRPRGWHLEEKHMQVDGKNMSGSLVDFGLYFFHNAKALLEKGSGPYFYLPKMESYLE
                     ARLWNDVFVFAQKYIGIPNGTIKATVLLETIHASFEMDEILYELKDHSAGLNCGRWDY
                     IFSFLKAFRNHNEFLLPDRAQVTMTAPFMRAYSLKVIQTCHRRNAPAIGGMAAQIPIK
                     NNPEANEAAFEKVRADKEREALDGHDGTWVAHPGLVPVAMEVFNHIMKTPNQIFRKRE
                     EIHVTEKDLLEVPVGTITEEGLRMNISVGIQYIASWLSGRGAAPIYNLMEDAATAEIS
                     RAQVWQWIRHEGGKLNDGRNITLELMEELKEEELAKIEREIGKEAFKKGRFQEATTLF
                     TNLVRNDEFVPFLTLPGYEIL"
     gene            1106290..1107567
                     /gene="aceA"
                     /locus_tag="BA_1132"
                     /old_locus_tag="BA1132"
                     /db_xref="Pathema:BA_1132"
     CDS             1106290..1107567
                     /gene="aceA"
                     /locus_tag="BA_1132"
                     /old_locus_tag="BA1132"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by match to protein family HMM
                     PF00463; match to protein family HMM TIGR01346"
                     /codon_start=1
                     /transl_table=11
                     /product="isocitrate lyase"
                     /protein_id="AAP25103.1"
                     /db_xref="Pathema:BA_1132"
                     /translation="MKNERIEKLQESWELDTRWKGITRPYSAEDVIRLRGSIDIEHTL
                     ARRGAEKLWASLHTEDYINALGALTGNQAMQQVKAGLKAIYLSGWQVAADANLSGHMY
                     PDQSLYPANSVPAVVKRINQTLQRADQIQHMEGSGDTDYFVPIVADAEAGFGGQLNVF
                     ELMKGMIEAGASGVHFEDQLSSEKKCGHLGGKVLLPTQTAVRNLISARLAADVMGVPT
                     IIVARTDADAADLITSDIDPVDKAFITGERTPEGFYRTKAGLDQAIARGLAYAPYADL
                     VWCETSEPNLEDAKRFADAIHKEHPGKLLAYNCSPSFNWKQKLDEKTIASFQKEIASY
                     GYKFQFVTLAGFHSLNYGMFELARGYKERGMAAYSELQQAEFAAEKHGYSATRHQREV
                     GTGYFDEVAQVITGGTSSTTALKGSTEEAQFTK"
     gene            complement(1107741..1108529)
                     /locus_tag="BA_1133"
                     /old_locus_tag="BA1133"
                     /db_xref="Pathema:BA_1133"
     CDS             complement(1107741..1108529)
                     /locus_tag="BA_1133"
                     /old_locus_tag="BA1133"
                     /note="identified by similarity to EGAD:18256; match to
                     protein family HMM PF01636"
                     /codon_start=1
                     /transl_table=11
                     /product="trifolitoxin immunity domain protein"
                     /protein_id="AAP25104.1"
                     /db_xref="Pathema:BA_1133"
                     /translation="MSYTNEEKLTGGNVSNVYRSKNTVRRELKPGSAKIHKVLQHLEN
                     KGFHYASKFLGIDEKNREILSFIEGKAGNYPLKEYMRSNDVLKEIAKMLRLYHDAVSD
                     FPLLDDWKPMDHTPNNIEVLCHNDFAIYNIIFNDEKPVGIIDFDVAAPGPRIWDIAYT
                     LYTCVPLSRVYYTKSGEAIHYESAQHADSIKERVKLFVQSYGKSMDEDYLGMVLLRLE
                     ALCTYMKRKANEGDVNFKRMIDEGHLEHYEKDMQFIREHRAEWI"
     gene            1108881..1109084
                     /gene="cspA1"
                     /locus_tag="BA_1135"
                     /old_locus_tag="BA1135"
                     /db_xref="Pathema:BA_1135"
     CDS             1108881..1109084
                     /gene="cspA1"
                     /locus_tag="BA_1135"
                     /old_locus_tag="BA1135"
                     /note="identified by similarity to EGAD:101814; match to
                     protein family HMM PF00313"
                     /codon_start=1
                     /transl_table=11
                     /product="cold shock protein CspA"
                     /protein_id="AAP25105.1"
                     /db_xref="Pathema:BA_1135"
                     /translation="MAVTGQVKWFNNEKGFGFIEVPGENDVFVHFSAIETDGFKSLEE
                     GQKVSFEIEEGNRGPQAKNVIKL"
     gene            1109111..1109461
                     /locus_tag="BA_1136"
                     /old_locus_tag="BA1136"
                     /db_xref="Pathema:BA_1136"
     CDS             1109111..1109461
                     /locus_tag="BA_1136"
                     /old_locus_tag="BA1136"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25106.1"
                     /db_xref="Pathema:BA_1136"
                     /translation="MAAAILFLLSYTSIMIILGGKRGIYMIEKYTNEVILDVRRGDKE
                     DLHNTIEEIKAYAKMYEHDKVTLINLKKSHSSVLDEERYIVLLQIERDKENLGRKYEY
                     EEEKIVGFFEDEEE"
     gene            complement(1109487..1109672)
                     /locus_tag="BA_1137"
                     /old_locus_tag="BA1137"
                     /db_xref="Pathema:BA_1137"
     CDS             complement(1109487..1109672)
                     /locus_tag="BA_1137"
                     /old_locus_tag="BA1137"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25107.1"
                     /db_xref="Pathema:BA_1137"
                     /translation="MEEKEIQPTIQMKNSSIVIVKNSASIIFGLFFILLFFARPFCKS
                     KCSECKKREKKKVEKEE"
     gene            1109954..1110535
                     /locus_tag="BA_1138"
                     /old_locus_tag="BA1138"
                     /db_xref="Pathema:BA_1138"
     CDS             1109954..1110535
                     /locus_tag="BA_1138"
                     /old_locus_tag="BA1138"
                     /note="identified by similarity to OMNI:NTL01BS01042;
                     match to protein family HMM PF06338"
                     /codon_start=1
                     /transl_table=11
                     /product="putative competence transcription factor"
                     /protein_id="AAP25108.1"
                     /db_xref="Pathema:BA_1138"
                     /translation="MENKVERYVENYVVNKNTMALLPVILSEKKIVTRVVEVQDSFFV
                     FQKPLDIIERSCRKHGSSFLGRKEGTKELTHITHKAPIAISPTDQLYFFPTYSYSRKE
                     CAWLSHFYIESNKELKDGNLIIRFINGFAVKLEISKTSFENQQNRTAKLRTEYEDRRK
                     KQGNPCFKEVDKNEESRLKPAYESVYFVKEEEV"
     gene            1110809..1111402
                     /locus_tag="BA_1139"
                     /old_locus_tag="BA1139"
                     /db_xref="Pathema:BA_1139"
     CDS             1110809..1111402
                     /locus_tag="BA_1139"
                     /old_locus_tag="BA1139"
                     /note="identified by similarity to EGAD:108879; match to
                     protein family HMM PF09335"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25109.1"
                     /db_xref="Pathema:BA_1139"
                     /translation="MDFQTIKEYFSPENMDHIVESYKAFGPLLGIGLPMIEALIPALP
                     LIVFVLANAVAFGFWLGFLYSWLGSVMGALLVFFIIRHFGRSRFFSFVNKHEKVRKAM
                     GWIERKGFAPIFVIFCFPFTPSALINVVAGLSRISVKQFGLALAFGKLVMIFILTYIG
                     HDLMSFIHNPVKSVIVAIGIFILWYVGKKIEVKLELH"
     gene            1111459..1112022
                     /gene="sipT"
                     /locus_tag="BA_1140"
                     /old_locus_tag="BA1140"
                     /db_xref="Pathema:BA_1140"
     CDS             1111459..1112022
                     /gene="sipT"
                     /locus_tag="BA_1140"
                     /old_locus_tag="BA1140"
                     /EC_number="3.4.21.89"
                     /note="identified by similarity to SP:P71013; match to
                     protein family HMM PF00717; match to protein family HMM
                     TIGR02227"
                     /codon_start=1
                     /transl_table=11
                     /product="signal peptidase I"
                     /protein_id="AAP25110.1"
                     /db_xref="Pathema:BA_1140"
                     /translation="MKKTLKKEGIEWIRTILIGVLLAVFFRTFFFSTYVVEGKSMMPT
                     LQDGNMLVVNKVSYHVGDLNRFDVVVFHANKKEDYVKRIIGLPGDHIEYKHDKLYVNG
                     QFVDEPYLETYKKEIDGRQLTGDFKLEELTKEKSVPPGYIFVVGDNRLGSWDSRHFGF
                     VKADTVVGKVDLRYWPIQDVQTNFSKG"
     gene            1112139..1115654
                     /gene="addB"
                     /locus_tag="BA_1141"
                     /old_locus_tag="BA1141"
                     /db_xref="Pathema:BA_1141"
     CDS             1112139..1115654
                     /gene="addB"
                     /locus_tag="BA_1141"
                     /old_locus_tag="BA1141"
                     /note="identified by similarity to SP:P23477; match to
                     protein family HMM TIGR02773"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent nuclease, subunit B"
                     /protein_id="AAP25111.1"
                     /db_xref="Pathema:BA_1141"
                     /translation="MSLRFVIGRAGSGKSTLCLHEVQEELKQRPRGETILYLVPEQMT
                     FQTQQALIGSEDVRGSIRAQVFSFSRLAWKVLQEVGGASRLHIDEAGVHMLLRKIVES
                     RKDGLSVFQKAAEQNGFFEHLGSMIAEFKRYNVTPSNVYEMWQQLDAHSSSAEQKLLA
                     NKVYDLQLLYDDFERALIGKYLDSEDYLQLLVEKLPQSEYVKGAEVYIDGFHSFSPQE
                     LEIVRQLMICGARVTITLTIDEKTLAQPVNELDLFYETTLTYEKIKQVAREEKIEIEK
                     TIPLMEQPRFHSPALAHLEMHYEARPNEKFHGEASVTIHTAANLRAEVEGVAREIRRL
                     VAEENYRYRDIAVLLRNGESYYDVMRTLFTDYNIPHFIDEKRPMSHHPLVECIRSALE
                     IISGNWRYDAVFRCVKTELLYPLDVRKETMREEMDEFENYCLAYGVQGKRWTSEDPWM
                     YRRYRSLDDTNGMITDSEREMEEKINRLRDVVRTPVIRMQKRLKRAGTVMQMCEAVYL
                     FLEELDVPKKLEALRIRAEENGDFLFATDHEQVWEEVMSLLDTFVEMLGEEKMSLSMF
                     TDVMSTGLEALQFANIPPSLDQVLIANIDRSRLSNVKATFVIGVNEGVIPAAPMDEGM
                     LSDEERDVLSAAGIELAPTTRQTLLEEQFVMYQMVTRATEKLYISCPLADEEGKTLLA
                     SSFIKKIKRMFPDVKDTFITNDVNDLSRLEQISYVATPEVTLSYVMQQLQTWKRYGFE
                     GNLDFWWDVYNFYVTSDEWKQKSSRVLSSLFYRNRAQKLSTAVSRDLYGDKIKGSVSR
                     MELFNRCAYAHFAQHGLSLRERDIFKLDAPDIGELFHAALKRIADRLLRENRTWADLS
                     IKECEHLSAVVIEEIAPLLQRQILLSSNRHFYLKQKLQQIIFRTSIILREHAKSSGFV
                     PVDLEVPFGMGGTGSLPPMEFSLPNGVKMEVVGRIDRVDKAEDENGTFLRIIDYKSSS
                     KALDLTEVYYGLALQMLTYLDVVTSNAQTWMKKGGTASPAGVLYFHIHNPIVEVKGDA
                     SEAEIEKEILKKFKMKGLVLGDADVVRLMDNKLSTGSSDIISAGLKKDGSFSARSSIA
                     SEQEFNVLQKYVHHTFENIGKDITEGVIDIAPYKKGNKAACTFCNFKSVCQFDESLED
                     NQFRTLKDMKDSEAMEKIREEVGGE"
     gene            1115651..1119376
                     /gene="addA"
                     /locus_tag="BA_1142"
                     /old_locus_tag="BA1142"
                     /db_xref="Pathema:BA_1142"
     CDS             1115651..1119376
                     /gene="addA"
                     /locus_tag="BA_1142"
                     /old_locus_tag="BA1142"
                     /note="identified by similarity to SP:P23478; match to
                     protein family HMM PF00580; match to protein family HMM
                     TIGR02785"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent nuclease, subunit A"
                     /protein_id="AAP25112.1"
                     /db_xref="Pathema:BA_1142"
                     /translation="MMENWPKKPEGSQWTDDQWKAVVATGRDILVAAAAGSGKTAVLV
                     ERIIKKIINEENPVDVDRLLVVTFTNAAAQEMKNRIGEALEKVLIDEPGSQHVRKQLS
                     LLNKASISTIHSFCLQVIRGYYYMLDVDPRFRIANQTENELLKEEVLDDILEEEYGIE
                     DNTIFFELVDRYTSDRSDDDLQRMILALHTESRAHPNPEKWLDKLVEAYDVEGKTIED
                     LVYASYLLEDVKFQLETAEQHIRKATELAMLPDGPAPRIETLQADLALLGTLSAAARE
                     SWTSVYEAMQNVSWQTLKRIKKSDYNEDIVKQVDSLRNKAKDEVKKLQEELFSRRPES
                     FLRDFQDMHPVLEKLVQLVKVFTERFQAMKRDKGMVDFTDLEHFCLQILSEQSEDGEM
                     KPSAVALQYRNKFAEVLVDEYQDTNFVQESIIKFVTKDSESEGNLFMVGDVKQSIYRF
                     RLAEPGLFLGKYKRFTQEGLGGGMKIDLAKNFRSRHEVLAGTNFIFKQIMGEEVGEID
                     YDADAELKLGASYPEGEDVAAELLCIQQTEEEVIDGEEGAEVEKAQLEARLMAQRIKA
                     MVDSGYEVYDRKTDSMRPVKYRDFVILLRSMPWAPQIMEELKLQGIPVYADLATGYFE
                     ATEVNIMMNVFRVIDNPMQDIPLAAVLRSPIVGLNDEELATLRAHGKKGSFYEVMSSF
                     LKGAPLEEEKELHDKLEWFYNLLQGWREFARQQSLSDLIWKVYGETGYYDFVGGLPAG
                     KQRQANLRVLYDRARQYEATSFRGLFRFLRFIERILERGDDMGTARALGEQEDVVRIM
                     TIHKSKGLEFPVVFVAGLGRRFNTQDLMKRFLLHKDFGFGSQFIDPRKRIKYTTLSQL
                     AIKRKMKMELIAEEMRVLYVALTRAKEKLILIGTVKDATKEMEKWLDAREHSEWLLPD
                     HVRAGASCYLDWIAPSLYRHRDSEMLLELGQGSIPDEIYGYDTSWKVEVVDGNTLLAP
                     EPVQEEKQELLEALREKKAVPLESERKEEVYDRLMWKYGYGEATSHRAKQSVTEIKRN
                     YQSEEGSDNAFIKKLRAPIQTRPRFMEKKGLTYAERGTAVHAVMQHVDLKKPITVEIL
                     QEQIAGMVNKELLTFEQAEEIAIEKVISFFDSDLGKRVLAAKSVEREVPFTMMLAAEE
                     AYQDWQGESGESILVQGVIDCMIEEEDGITLIDFKTDTIEGKFPGGFEQAKPILETRY
                     KVQLSLYAKALEKSLQHPVKEKCLYFFDGNHVIKVEE"
     gene            1119389..1119676
                     /locus_tag="BA_1143"
                     /old_locus_tag="BA1143"
                     /db_xref="Pathema:BA_1143"
     CDS             1119389..1119676
                     /locus_tag="BA_1143"
                     /old_locus_tag="BA1143"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25113.1"
                     /db_xref="Pathema:BA_1143"
                     /translation="MAAEKTLRTCEKGHEYYKSSDCPTCPTCEKERTPQEGFLSLLSA
                     PARRALEHHGIHTVEELSKYSEKEILKLHGMGPASLPKLRKALEESGLSFK"
     gene            complement(1119714..1119929)
                     /gene="gerPF1"
                     /locus_tag="BA_1144"
                     /old_locus_tag="BA1144"
                     /db_xref="Pathema:BA_1144"
     CDS             complement(1119714..1119929)
                     /gene="gerPF1"
                     /locus_tag="BA_1144"
                     /old_locus_tag="BA1144"
                     /codon_start=1
                     /transl_table=11
                     /product="spore germination protein GerPF"
                     /protein_id="AAP25114.1"
                     /db_xref="Pathema:BA_1144"
                     /translation="MPSVVGNLVVQNSNGSFNLGDFYNVSPKENTKAYNGSGASNVGF
                     VVNTFNGVSATNTFDSDVADQDQIGTA"
     gene            complement(1119972..1120358)
                     /gene="gerPE"
                     /locus_tag="BA_1145"
                     /old_locus_tag="BA1145"
                     /db_xref="Pathema:BA_1145"
     CDS             complement(1119972..1120358)
                     /gene="gerPE"
                     /locus_tag="BA_1145"
                     /old_locus_tag="BA1145"
                     /codon_start=1
                     /transl_table=11
                     /product="spore germination protein GerPE"
                     /protein_id="AAP25115.1"
                     /db_xref="Pathema:BA_1145"
                     /translation="MLHHVSVVQNVSIISLGITAVFQVGDANQMELKSRALAVHREIP
                     CYIKDEGRLDAFEIFTDEYITIPKRTTDVKLNIVNECPFIEVNSVELRTLLNSGCFQI
                     GNVDYVFNNSRIMQIRQYITDEPSVQ"
     gene            complement(1120374..1120568)
                     /gene="gerPD"
                     /locus_tag="BA_1146"
                     /old_locus_tag="BA1146"
                     /db_xref="Pathema:BA_1146"
     CDS             complement(1120374..1120568)
                     /gene="gerPD"
                     /locus_tag="BA_1146"
                     /old_locus_tag="BA1146"
                     /codon_start=1
                     /transl_table=11
                     /product="spore germination protein GerPD"
                     /protein_id="AAP25116.1"
                     /db_xref="Pathema:BA_1146"
                     /translation="MNLNVVNREFKVGQIKMNGVSSSALFLIGDANFLILSSILDTPF
                     ETVTEGPFVPLVTDVPPTPG"
     gene            complement(1120575..1121189)
                     /gene="gerPC"
                     /locus_tag="BA_1147"
                     /old_locus_tag="BA1147"
                     /db_xref="Pathema:BA_1147"
     CDS             complement(1120575..1121189)
                     /gene="gerPC"
                     /locus_tag="BA_1147"
                     /old_locus_tag="BA1147"
                     /codon_start=1
                     /transl_table=11
                     /product="spore germination protein GerPC"
                     /protein_id="AAP25117.1"
                     /db_xref="Pathema:BA_1147"
                     /translation="MNQDIYTYLHQLQQALQVQQATILNLEDQVRQLQEELNELKNRP
                     SSSIGKVEYKFDQLKVENLNGTLNIGLNPFSTKEQQIEDFQVDTETLKVNPETDTNPD
                     FYQGILQEMHRYLDEEAYNRILHFEKEERTPLDEMYRQMMVDDIKKQMEHRLPYYLSQ
                     AQSYEGTSTDPDYLRDIIIQAMKHDIDKAFLSFIQHIPGNFRKE"
     gene            complement(1121256..1121462)
                     /gene="gerPB"
                     /locus_tag="BA_1148"
                     /old_locus_tag="BA1148"
                     /db_xref="Pathema:BA_1148"
     CDS             complement(1121256..1121462)
                     /gene="gerPB"
                     /locus_tag="BA_1148"
                     /old_locus_tag="BA1148"
                     /codon_start=1
                     /transl_table=11
                     /product="spore germination protein GerPB"
                     /protein_id="AAP25118.1"
                     /db_xref="Pathema:BA_1148"
                     /translation="MNFYVNQSIIINSIKIDSITTSSVFQIGTAGSIKSLSKFSNTGG
                     FTEPLRPLQAKGQIISIKPSTSSS"
     gene            complement(1121477..1121698)
                     /gene="gerPA"
                     /locus_tag="BA_1149"
                     /old_locus_tag="BA1149"
                     /db_xref="Pathema:BA_1149"
     CDS             complement(1121477..1121698)
                     /gene="gerPA"
                     /locus_tag="BA_1149"
                     /old_locus_tag="BA1149"
                     /codon_start=1
                     /transl_table=11
                     /product="spore germination protein GerPA"
                     /protein_id="AAP25119.1"
                     /db_xref="Pathema:BA_1149"
                     /translation="MPAMVGHIRIVNIGSSGIFHIGDVFAIRPISYSRAFAGAGSFNV
                     GDNVSVYNYQSATTVNDSDVVDQAIIGST"
     gene            complement(1121795..1121988)
                     /locus_tag="BA_1150"
                     /old_locus_tag="BA1150"
                     /note="conserved hypothetical protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1150"
     gene            1122221..1123120
                     /locus_tag="BA_1152"
                     /old_locus_tag="BA1152"
                     /db_xref="Pathema:BA_1152"
     CDS             1122221..1123120
                     /locus_tag="BA_1152"
                     /old_locus_tag="BA1152"
                     /note="identified by match to protein family HMM PF01557"
                     /codon_start=1
                     /transl_table=11
                     /product="FAH family protein"
                     /protein_id="AAP25120.1"
                     /db_xref="Pathema:BA_1152"
                     /translation="MRLVTAKKEEKVFVGIVDEEEEKVLHLREAQRQKGEKVTIPITM
                     LECIERGTECFEKICDIVNWAKENGGTAYYPLTEVKILAPIPRPRKNILCVGKNYREH
                     AIEMGGVESIPENIMIFTKAPTTVIGMDEKINSHPHATNELDYEGELAIVIGKRGKQI
                     KKEKALEHVFGYTIINDITARDIQRKHKQFFLGKSFDTFCPMGPYLIHKSMISTPNAL
                     HIETIVNGEVRQTSNTNKMIFSIEEIISTISKGMTLEPGDIIATGTPAGVGKGFTPPK
                     FLHAGDEVVITVEGIGTLRNVVK"
     gene            complement(1123156..1123440)
                     /locus_tag="BA_1153"
                     /old_locus_tag="BA1153"
                     /db_xref="Pathema:BA_1153"
     CDS             complement(1123156..1123440)
                     /locus_tag="BA_1153"
                     /old_locus_tag="BA1153"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25121.1"
                     /db_xref="Pathema:BA_1153"
                     /translation="MLLKYGKHINYLATILISITFIGFLLSTTLLSHYSTPHTFMLLK
                     ISFWAAVFLTAIGFGRERSSLAVILIGICTLILIGLYIVAILDFFNIPQP"
     gene            complement(1123546..1124736)
                     /gene="rocD"
                     /locus_tag="BA_1154"
                     /old_locus_tag="BA1154"
                     /db_xref="Pathema:BA_1154"
     CDS             complement(1123546..1124736)
                     /gene="rocD"
                     /locus_tag="BA_1154"
                     /old_locus_tag="BA1154"
                     /EC_number="2.6.1.13"
                     /note="identified by similarity to SP:P38021; match to
                     protein family HMM PF00202; match to protein family HMM
                     TIGR01885"
                     /codon_start=1
                     /transl_table=11
                     /product="ornithine aminotransferase"
                     /protein_id="AAP25122.1"
                     /db_xref="Pathema:BA_1154"
                     /translation="MIQTKDIIELTDTYGANNYHPLPIVISKAEGVWVEDPEGNRYMD
                     LLSAYSAVNQGHRHPKIINALIDQANRVTLTSRAFHSDQLGPWYEKVAKLTNKEMVLP
                     MNTGAEAVETAIKTARRWAYDVKKVEANRAEIIVCEDNFHGRTMGAVSMSSNEEYKRG
                     FGPMLPGIIVIPYGDLEALKAAITPNTAAFILEPIQGEAGINIPPAGFLKEALEVCKK
                     ENVLFVADEIQTGLGRTGKVFACDWDNVTPDMYILGKALGGGVFPISCAAANRDILGV
                     FEPGSHGSTFGGNPLACAVSIAALEVLEEEKLTERSLQLGEKLVGQLKEIDNPMITEV
                     RGKGLFIGIELNEPARPYCEQLKAAGLLCKETHENVIRIAPPLVISEEDLEWAFQKIK
                     AVLS"
     gene            1124887..1125252
                     /locus_tag="BA_1155"
                     /old_locus_tag="BA1155"
                     /db_xref="Pathema:BA_1155"
     CDS             1124887..1125252
                     /locus_tag="BA_1155"
                     /old_locus_tag="BA1155"
                     /note="identified by similarity to EGAD:108917; match to
                     protein family HMM PF07457"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25123.1"
                     /db_xref="Pathema:BA_1155"
                     /translation="MVHMHITAWALGLILFFVAYSLYSAGRKGKGVHMGLRLMYIIII
                     VTGFMLYMGIMKTATSNMHMWYGLKMIAGILVIGGMEMVLVKMSKNKATGAVWGLFIV
                     ALVAVFYLGLKLPIGWQVF"
     gene            complement(1125311..1125865)
                     /locus_tag="BA_1156"
                     /old_locus_tag="BA1156"
                     /db_xref="Pathema:BA_1156"
     CDS             complement(1125311..1125865)
                     /locus_tag="BA_1156"
                     /old_locus_tag="BA1156"
                     /note="identified by similarity to EGAD:108918"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25124.1"
                     /db_xref="Pathema:BA_1156"
                     /translation="MIQRKHILYNQPRAHTVGNVEYINNEWIFFDDENEEAFLLEEIA
                     EDGFEILYNNNWLPARFYEQDVLQIADEQHHLQNGEMIRIRKKLLLSYKEWLEELPDS
                     VFTLLTELLQSLHYSLYDCMYCHNYLSFLPKEETCEGVNILLFDNEEMICSLQHHFVR
                     HSSSNKNMFRFTKVNGEELHIDAT"
     gene            1126104..1127951
                     /gene="asnO1"
                     /locus_tag="BA_1157"
                     /old_locus_tag="BA1157"
                     /db_xref="Pathema:BA_1157"
     CDS             1126104..1127951
                     /gene="asnO1"
                     /locus_tag="BA_1157"
                     /old_locus_tag="BA1157"
                     /EC_number="6.3.5.4"
                     /note="identified by similarity to SP:O05272; match to
                     protein family HMM PF00310; match to protein family HMM
                     PF00733; match to protein family HMM TIGR01536"
                     /codon_start=1
                     /transl_table=11
                     /product="asparagine synthetase, glutamine-hydrolyzing"
                     /protein_id="AAP25125.2"
                     /db_xref="Pathema:BA_1157"
                     /translation="MCGITGWVDYKRSLEGERDVVTKMAETLAKRGPDDNKVWIKGNV
                     AFGHKRLIVVDPEGGKQPMTCLKDEANYAICYNGELYNTEDIRKELLRRGYTFKGHSD
                     TEVLLASYIEWKEECVDHLNGIYAFAVWDEQKEQVFIARDRLGVKPLFYKYDSGRLLF
                     GSELKAILAHPDVKAEVTLEGLSEIFGLGPSRTPGHGIYTGIKELRPGHAMTFSKNGL
                     CIWRYWNVESKKHEDSFEETVEKTRFLLQDAITRQLVSDVPLCTFLSGGVDSSAITAI
                     AAKEYEKSGKGQLHTYSVDYEDNDKYFKANAFQPNSDAPFIHLMTETFQTIHHRCVIS
                     NEQLAQYLTEAVLVRDLPGMADIDSSLLWFCREIKQDFVVGLSGECADEIFGGYPWFY
                     REDDLQSSAFPWMRSTEAREQLLKKEWRNKLNLQQYVQQRYEESIQEVPILDGESPLE
                     AKRRQLFYLNMVWFMTTLLDRKDRMSMGASLEVRVPFADHRLVEYAWNIPWEMKMYKN
                     REKGLLRKALEGLLPNDILYRKKSPYPKTHNPHYTKAVTVWIQDLLTDKGSILHELFD
                     KEQLSGLIESGGSAFQTPWYGQLMTGPQLLAHLAQIHVWFKEYGVNIKE"
     gene            1128140..1129099
                     /gene="hemH2"
                     /locus_tag="BA_1158"
                     /old_locus_tag="BA1158"
                     /db_xref="Pathema:BA_1158"
     CDS             1128140..1129099
                     /gene="hemH2"
                     /locus_tag="BA_1158"
                     /old_locus_tag="BA1158"
                     /EC_number="4.99.1.1"
                     /note="identified by similarity to SP:P32396; match to
                     protein family HMM PF00762; match to protein family HMM
                     TIGR00109"
                     /codon_start=1
                     /transl_table=11
                     /product="ferrochelatase"
                     /protein_id="AAP25126.1"
                     /db_xref="Pathema:BA_1158"
                     /translation="MKKKKIGLLVMAYGTPDSLDEVEAYYTHIRHGRKPSEEALQDLI
                     GRYKAIGGISPLAKITKEQAHKLTDSMNNMFTEYEFNCYLGLKHTAPFIEDAVEEMKR
                     DGIEQAISIVLAPHYSTFSIKAYNERAIRLSEEIGGPVIKPIDQWYDEPKFISYWADQ
                     IKETFTKIEDKEKAVVIFSAHSLPEKIIAAGDPYVEQLQHTADLIAAAANIQNYTIGW
                     QSAGNTPDPWIGPDVQDLTRDLFEEYRYESFIYCPVGFVAEHLEVLYDNDYECKVVTD
                     ELNAAYFRPNMPNAQSTFIDCLATIVSRKMKEIVDKELILNNN"
     gene            1129159..1130625
                     /gene="katB"
                     /locus_tag="BA_1159"
                     /old_locus_tag="BA1159"
                     /db_xref="Pathema:BA_1159"
     CDS             1129159..1130625
                     /gene="katB"
                     /locus_tag="BA_1159"
                     /old_locus_tag="BA1159"
                     /EC_number="1.11.1.6"
                     /note="identified by match to protein family HMM PF00199"
                     /codon_start=1
                     /transl_table=11
                     /product="catalase"
                     /protein_id="AAP25127.1"
                     /db_xref="Pathema:BA_1159"
                     /translation="MNPNNRLTTNQGAPVGDNQNSRTAGRRGPVLLEDYHLVEKLAHF
                     DRERIPERVVHARGAGAHGVFVTKNSMKKYTKAAFLQNEGTETPVFVRFSTVIHGQGS
                     PETARDPRGFAVKFYTEEGNYDIVGNHLPVFFIRDAIKFPDMVHSLKPAPDTNIQTPD
                     RYWDFMTLSPESTHMMTWVFSDYGTPASYREMEGFGVHSFKWINAEGKIVYIKYHWKP
                     QQGVRNLSAKEVQEVQGKDFNHATRDLFDAIEKGNYPKWDLHVQVMQLEETDSLDFDP
                     LDPTKVWPEDRFPLMEVGTMTLNRNPKNFFAEVEQVAFSPSATVNGIEPSEDKLLQGR
                     LFSYPDTQRYRLGANYLQIPVNCPYAAVHNQQRDGAMQINQNPSTINYEPSRHAENPV
                     EDPAYRDSTMKVEGYVSREKIDKPNDFKQAGERYRSFSKEEQDNLIANLTSDLKDVNE
                     RTKLLAVCNFFRADQEYGMRLAQALNVDITQYVGNAPK"
     gene            complement(1130900..1132132)
                     /locus_tag="BA_1160"
                     /old_locus_tag="BA1160"
                     /note="ammonium transporter, authentic point mutation; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1160"
     gene            1132149..1132370
                     /locus_tag="BA_1161"
                     /old_locus_tag="BA1161"
                     /db_xref="Pathema:BA_1161"
     CDS             1132149..1132370
                     /locus_tag="BA_1161"
                     /old_locus_tag="BA1161"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25128.1"
                     /db_xref="Pathema:BA_1161"
                     /translation="MLEKITSICYVSYHIRSEKKNQLKIQKNSCVMSENLTCINLIRM
                     KSTYAIRSDNWYNILTIKNVGDACGENTY"
     gene            1132345..1133646
                     /locus_tag="BA_1162"
                     /old_locus_tag="BA1162"
                     /db_xref="Pathema:BA_1162"
     CDS             1132345..1133646
                     /locus_tag="BA_1162"
                     /old_locus_tag="BA1162"
                     /note="identified by match to protein family HMM PF00128"
                     /codon_start=1
                     /transl_table=11
                     /product="alpha-amylase family protein"
                     /protein_id="AAP25129.1"
                     /db_xref="Pathema:BA_1162"
                     /translation="MRVGKIHTRKLFICFCLAVVLFVPIHTFADEKREWRDEVIYSIM
                     IDRFNNGEPKNDKQLEVGNLEGYQGGDIRGIIKRLDYIKEIGFTTVMLSPLFESVKYD
                     GVDVRNFQKVNEHFGTENDVKELVQEAHTKGMKVILQFPLGENEQQVIDSMKWWVKEV
                     DLDASYVMHSEKKSPAFWDDVQKDMQVIKKDFRVMTKEDSEYNEKIVESFSKADVSVK
                     SLYDVSKKDEEFITFLDNQDTKRFARIAKENMNYPPSRLKLALTYLLTSPGIPNFYYG
                     TEIALDGGDTPDNRRLMDFKSDEKFMQHITKLGELRQMRPSLRRGTFELLYDKNGMSV
                     LKRKYKGEVTLVAINNTKETQKVALPASTIGEKQELRGLLEDEIIREENGKFYLVLKR
                     EESNVYKVNRETGVNWLFISLIVGVNVLFITFLIAVKKRRK"
     gene            1133897..1134781
                     /locus_tag="BA_1163"
                     /old_locus_tag="BA1163"
                     /db_xref="Pathema:BA_1163"
     CDS             1133897..1134781
                     /locus_tag="BA_1163"
                     /old_locus_tag="BA1163"
                     /note="identified by similarity to OMNI:NTL01BH1817; match
                     to protein family HMM PF01381"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein"
                     /protein_id="AAP25130.1"
                     /db_xref="Pathema:BA_1163"
                     /translation="MEFYDLGITIKELRIKKNISQSELCHGICSQSQISKIEKGVIYP
                     SSILLYQLSERLGIDPNNIFALTQNKKFKYTENVKCIMKDCIRQHQYKELYEIVTKEK
                     NLNNFRMKEDKQFLIWHEAIAIYRVNNLIKTALTLLNNALKITVTNIDFLTEREIDIM
                     QTMAIFHAENKEYKESINILKRCLNNFDKLDFPRDKEIKLKIIYNLAKCLNYTYQYEE
                     AKKYIDKGIKLAINLNTLYLLGELYYEKGSNLLKLEQSNKEEVADNMKTALFIFELTK
                     NEKKLQIIKEGYFEKHNC"
     gene            complement(1135616..1136107)
                     /locus_tag="BA_1166"
                     /old_locus_tag="BA1166"
                     /db_xref="Pathema:BA_1166"
     CDS             complement(1135616..1136107)
                     /locus_tag="BA_1166"
                     /old_locus_tag="BA1166"
                     /note="identified by similarity to EGAD:107280; match to
                     protein family HMM PF04461"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25131.1"
                     /db_xref="Pathema:BA_1166"
                     /translation="MAKDSSFDIVSKVELPEVTNAINTALKEIQNRYDFKGSKSDIKL
                     EKEVLVLTSDDEFKLEQVKDVLISKLVKRNVPIKNLDYGKVEAAAGNTVRQRATLQQG
                     IDKDNAKKINNIIKEMKLKVKTQVQDDQVRVTAKSRDDLQAVIAAVRSADLPIDVQFI
                     NYR"
     gene            1136347..1137201
                     /locus_tag="BA_1167"
                     /old_locus_tag="BA1167"
                     /db_xref="Pathema:BA_1167"
     CDS             1136347..1137201
                     /locus_tag="BA_1167"
                     /old_locus_tag="BA1167"
                     /note="identified by similarity to EGAD:107281"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25132.1"
                     /db_xref="Pathema:BA_1167"
                     /translation="MYLQIGSIEQVTVLRETEIGYMVGNEEEEIFLHKNEVAGEIEEG
                     DTIDVFLYLDHQNRISATMKEPIITTYDWNWVKVVEVIPSLGVFVDIGVSKDILIPAD
                     EFPIYMPVWPEVGDELYCTLKLTNRDRLIALPARDSDMQEIVVEATPSMRNKNVNGRV
                     YRSLQVGSFVLTDEHFRAFLHHTERKEQVRIGQRVTGRIIDVKDDGTINISLLPRKEE
                     GMEDDAAVIYAYMEERGGAMPFWDKSYPEDIKERFNMSKAAFKRALGKLMKEEKVYQE
                     EGWTYFKK"
     gene            1137379..1137648
                     /locus_tag="BA_1168"
                     /old_locus_tag="BA1168"
                     /db_xref="Pathema:BA_1168"
     CDS             1137379..1137648
                     /locus_tag="BA_1168"
                     /old_locus_tag="BA1168"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25133.1"
                     /db_xref="Pathema:BA_1168"
                     /translation="MKVQYNVLEQLIKSLSALFPEKEREIVAVDLHDIYESAERFEKI
                     LENIMDSQHSKEDLIDALIEVEIELDHINWHYKSLKKKLKILMKD"
     gene            complement(1137689..1138546)
                     /gene="prsA2"
                     /locus_tag="BA_1169"
                     /old_locus_tag="BA1169"
                     /db_xref="Pathema:BA_1169"
     CDS             complement(1137689..1138546)
                     /gene="prsA2"
                     /locus_tag="BA_1169"
                     /old_locus_tag="BA1169"
                     /EC_number="5.2.1.8"
                     /note="identified by similarity to SP:Q81TU1; match to
                     protein family HMM PF00639"
                     /codon_start=1
                     /transl_table=11
                     /product="peptidylprolyl isomerase PrsA2"
                     /protein_id="AAP25134.1"
                     /db_xref="Pathema:BA_1169"
                     /translation="MRGKHIFIITALISILMLAACGQKNSSATVATATDSTITKSDFE
                     KQLKDRYGKDMLYEMIAQDVITKKYKVSDDDVDKEVQKAKSQYGDQFKNVLKNNGLKD
                     EADFKNQIKFKLSMNKAIKQSVTEKDVKDHYKPEIKASHILVSDENEAKEIKKKLDTG
                     ASFEELAKQESQDLLSKEKGGDLGYFHSGAMTPEFETAAYKLKIGQISDPVQSPNGYH
                     IIKLTGKKDLKPYDEVKNSIRKNLEEERTADPIFGKKLLQSELKKANIKINDSELEDT
                     FTIVSPQGN"
     gene            complement(1138675..1138845)
                     /locus_tag="BA_1170"
                     /old_locus_tag="BA1170"
                     /db_xref="Pathema:BA_1170"
     CDS             complement(1138675..1138845)
                     /locus_tag="BA_1170"
                     /old_locus_tag="BA1170"
                     /note="identified by similarity to OMNI:NTL01BH2922"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25135.1"
                     /db_xref="Pathema:BA_1170"
                     /translation="MINVQRLEMELIHMPHTSDNDKKARDNNAKRAQKNEQEQKNIEQ
                     GKRAYSKKTDHL"
     gene            1138907..1139764
                     /locus_tag="BA_1171"
                     /old_locus_tag="BA1171"
                     /db_xref="Pathema:BA_1171"
     CDS             1138907..1139764
                     /locus_tag="BA_1171"
                     /old_locus_tag="BA1171"
                     /note="identified by similarity to EGAD:22953; match to
                     protein family HMM PF02588"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25136.1"
                     /db_xref="Pathema:BA_1171"
                     /translation="MDLKLNYTELIKKLIVVIIAGLLNAIGMNLFLTPAKVYASGFAG
                     LSQLLSQILGDFLSIHISTGVLFSLFNIPVVILAWKKVGKAFTFFSFLCVIFMTLFLE
                     IIPVRAVSNDIILNAIFGGLISAIGVGIALKWGASTGGLDIIAMILSKIKDKPVGTYF
                     FFFNALIIIAAGYVYGWEKALYTLVTLYVSMRIIDAIHTRHVKITALIVTKNGADVRK
                     AIHSRLVRGITTIPATGAYTNENKEMLMIVITRYELYELERVIKQVDPGAFTNVLQTV
                     GVFGLFRKD"
     gene            complement(1139790..1139987)
                     /locus_tag="BA_1172"
                     /old_locus_tag="BA1172"
                     /db_xref="Pathema:BA_1172"
     CDS             complement(1139790..1139987)
                     /locus_tag="BA_1172"
                     /old_locus_tag="BA1172"
                     /note="identified by similarity to GP:22776874"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25137.1"
                     /db_xref="Pathema:BA_1172"
                     /translation="MGNLLFQQARDAVANAVSCSSGVEQQDLVYRAKNALQSAYANSS
                     TAEKVQLREMQEQLQTITNLH"
     gene            complement(1139988..1140128)
                     /locus_tag="BA_1173"
                     /old_locus_tag="BA1173"
                     /db_xref="Pathema:BA_1173"
     CDS             complement(1139988..1140128)
                     /locus_tag="BA_1173"
                     /old_locus_tag="BA1173"
                     /note="identified by similarity to GP:22776875"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25138.1"
                     /db_xref="Pathema:BA_1173"
                     /translation="MGKKNKSKRFIQQGADAVMKHDARFPYRGTLAEAEKARSNSSFG
                     GV"
     gene            complement(1140234..1141043)
                     /locus_tag="BA_1174"
                     /old_locus_tag="BA1174"
                     /db_xref="Pathema:BA_1174"
     CDS             complement(1140234..1141043)
                     /locus_tag="BA_1174"
                     /old_locus_tag="BA1174"
                     /note="identified by match to protein family HMM PF00702;
                     match to protein family HMM PF05116; match to protein
                     family HMM PF08282; match to protein family HMM TIGR00099;
                     match to protein family HMM TIGR01484"
                     /codon_start=1
                     /transl_table=11
                     /product="hydrolase, haloacid dehalogenase-like family"
                     /protein_id="AAP25139.1"
                     /db_xref="Pathema:BA_1174"
                     /translation="MNKQHLIALDLDGTLLTDNKIISTRTKHTIAKAKEQGHIVVIST
                     GRPFRASYDYYKELGLNTPIVNFNGAYVHHPLDSKWGTHHSPLELATAQEIVRACFDF
                     GVKNIYAEVMDDVYVREIDEDKKHIFEFGSPNIFTGDLLNILNDHPTCLLIDAHDEHS
                     SAIRQHLTDMHAEVIDHRKWGAPWPIIEIVKSGLNKAVGLQKISSHYNIPQERIIAFG
                     DEDNDFEMIEFAGHGIAMGNAIPELKSLANHTTLTNEEDGIALYLEEVLGL"
     gene            1141535..1141714
                     /locus_tag="BA_1175"
                     /old_locus_tag="BA1175"
                     /db_xref="Pathema:BA_1175"
     CDS             1141535..1141714
                     /locus_tag="BA_1175"
                     /old_locus_tag="BA1175"
                     /note="identified by similarity to EGAD:107295"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25140.1"
                     /db_xref="Pathema:BA_1175"
                     /translation="MGQNRRFRSGQKAPNDGIYVEIGETGSMVKDPQMVKLTAGDKFP
                     DNTNHNRQWTYKRKP"
     gene            1141925..1144525
                     /gene="clpB"
                     /locus_tag="BA_1177"
                     /old_locus_tag="BA1177"
                     /db_xref="Pathema:BA_1177"
     CDS             1141925..1144525
                     /gene="clpB"
                     /locus_tag="BA_1177"
                     /old_locus_tag="BA1177"
                     /note="identified by similarity to SP:Q9RA63; match to
                     protein family HMM PF00004; match to protein family HMM
                     PF02861; match to protein family HMM PF07724; match to
                     protein family HMM PF07728; match to protein family HMM
                     TIGR03346"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent Clp protease, ATP-binding subunit
                     ClpB"
                     /protein_id="AAP25141.1"
                     /db_xref="Pathema:BA_1177"
                     /translation="MDLNQMTTKTQEAIMSAQSLAVSHHHQEVDTVHLLFTLLEEQDG
                     LAVRIFQKMNVDIEALKQGVENLIKKKPSVTGSGAEAGKLYITGALQQLLVRAGKEAE
                     KLQDDYISVEHVLLAFTEEKGDISQLFTRFHITKDNLLQSLMTVRGNQRVTSQNPEAT
                     YEALEKYGRDLVAEVKAGKIDPVIGRDSEIRRVIRILSRKTKNNPVLIGEPGVGKTAI
                     VEGLAQRIVKKDVPEGLKDRTIFALDMSALVAGAKFRGEFEERLQAVLNEIKKSEGRI
                     LLFIDELHTIVGAGKTEGAMDAGNMLKPMLARGELHCIGATTLDEYRKYIEKDPALER
                     RFQQVLAEEPTVEDTISILRGLKERFEIYHGVNIHDRAIVAASVLSDRYISDRFLPDK
                     AIDLVDEACATIRTEIDSMPTELDEVTRRIMQLEIEEAALGKEKDFGSQERLKTLQRE
                     LSDLKEVASSMRAKWEKEKEDIHKVRDLREHLERLRRELEEAEGNYDLNRAAELRHGK
                     IPAIEKELKEAEEMGANNKQENRLLREEVSEEEIADIVSRWTGIPVAKLVEGEREKLL
                     RLEQILSERVIGQEEAVSLVSDAVLRARAGIKDPNRPIGSFIFLGPTGVGKTELAKTL
                     AQSLFDSEEQMIRIDMSEYMEKHAVSRLIGAPPGYVGYEEGGQLTEAVRRKPYSVILL
                     DEIEKAHPEVFNILLQMLDDGRITDSQGRTVDFKNTVIIMTSNIGSAHLLDGLEEDGS
                     IKEESRELVMGQLRGHFRPEFLNRVDEIILFKPLTTNEIKGIVDKIVKELQGRLADRH
                     ITVKLTEAAKEFVVEAGFDPMYGARPLKRYVQRQVETKLARELIAGTITDNSHVVVDV
                     ENNELVVHVK"
     gene            complement(1144559..1144741)
                     /locus_tag="BA_1178"
                     /old_locus_tag="BA1178"
                     /db_xref="Pathema:BA_1178"
     CDS             complement(1144559..1144741)
                     /locus_tag="BA_1178"
                     /old_locus_tag="BA1178"
                     /note="identified by similarity to GP:2564027"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25142.1"
                     /db_xref="Pathema:BA_1178"
                     /translation="MRFIWALIWSFLLVHMMSYVIGSMTGGTYDFNQASIFSVVLAVL
                     VLAISAAIPNEPVEQH"
     gene            1144898..1145632
                     /locus_tag="BA_1180"
                     /old_locus_tag="BA1180"
                     /db_xref="Pathema:BA_1180"
     CDS             1144898..1145632
                     /locus_tag="BA_1180"
                     /old_locus_tag="BA1180"
                     /note="identified by similarity to EGAD:107297"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25143.1"
                     /db_xref="Pathema:BA_1180"
                     /translation="MSITERFFYLEKEPCVIYLPEKPNGFSVMLLGDYNYFIENGTSL
                     WTQHAGRSYFLHGLIEEGYTVFSSNLYGRHWGNDQSVRLAKRLYDVVLRKETLNAKMH
                     IMADGMGALVALEMMNKYPECIRSVIMLNPCLDLPEYVEFEKEHKFFYKRLLKELSLA
                     YDSKEEELEAKINKKSFTLLPSCVPVKIFVSTQEKRGRKQLLRKYEKMRQLNQCDTSV
                     LFHLQDVKYKMVRQTTDFFKKYEEEL"
     gene            1145689..1146534
                     /locus_tag="BA_1181"
                     /old_locus_tag="BA1181"
                     /db_xref="Pathema:BA_1181"
     CDS             1145689..1146534
                     /locus_tag="BA_1181"
                     /old_locus_tag="BA1181"
                     /note="identified by match to protein family HMM PF01370"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-glucose 4-epimerase-like protein"
                     /protein_id="AAP25144.1"
                     /db_xref="Pathema:BA_1181"
                     /translation="MERVLIIGALTFVGYHLVNKMIAEEVEVYGLDFDEFDSMTKINE
                     EKLLLIGRNALFTYYSIRDEDGWRSVEEEKFDAVYFCLYEPNQQSGFRNERVILQYLK
                     RIIRLCEEHKVKLNLISSIEVGNADESENKRLFAKVEEGLKKGEVQYSVFRVPTLYGP
                     WQPSFMMYHQLILSELGEKECHYASEENGSDLLYVEDVCEYLWENGMNEEQLGIYNLL
                     SGKKSLWKKGMNLLRADDKVNKENAEERDGAAEDISIKRNTPLEYGLNKQLAHMKKYK
                     ELYEG"
     gene            1146588..1146764
                     /locus_tag="BA_1182"
                     /old_locus_tag="BA1182"
                     /db_xref="Pathema:BA_1182"
     CDS             1146588..1146764
                     /locus_tag="BA_1182"
                     /old_locus_tag="BA1182"
                     /note="identified by similarity to EGAD:107300"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25145.1"
                     /db_xref="Pathema:BA_1182"
                     /translation="MNEKSMQFLQIVMKHLPEAKAILDDNGIALDMEKAQPVLELLMK
                     VMNEAYELGKADQE"
     gene            1146937..1147038
                     /locus_tag="BA_1183"
                     /old_locus_tag="BA1183"
                     /db_xref="Pathema:BA_1183"
     CDS             1146937..1147038
                     /locus_tag="BA_1183"
                     /old_locus_tag="BA1183"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25146.1"
                     /db_xref="Pathema:BA_1183"
                     /translation="MEERPEPWIEAVRAFLYFERNRERYVSVSFHKQ"
     gene            1147155..1148087
                     /gene="fabH"
                     /locus_tag="BA_1184"
                     /old_locus_tag="BA1184"
                     /db_xref="Pathema:BA_1184"
     CDS             1147155..1148087
                     /gene="fabH"
                     /locus_tag="BA_1184"
                     /old_locus_tag="BA1184"
                     /EC_number="2.3.1.41"
                     /note="identified by similarity to SP:P30790; match to
                     protein family HMM PF08541; match to protein family HMM
                     PF08545; match to protein family HMM TIGR00747"
                     /codon_start=1
                     /transl_table=11
                     /product="3-oxoacyl-(acyl-carrier-protein) synthase III"
                     /protein_id="AAP25147.1"
                     /db_xref="Pathema:BA_1184"
                     /translation="MNVGILGIGRYVPEKVVTNHDLEKIMDTSDEWIRTRTGIAERRI
                     ADDTIDTSYMAVEASKKALEDAGISGEDIDLILVATVTPDRAFPAVACVIQEAIGAKH
                     AAAMDLSAACAGFMYGMITAQQFIQTGTYKNVLVVGSDKLSKIVDWNDRNTAVLFGDG
                     AGAIVMGAVSEGKGVLSFELGADGSGGKHLYQDEYVMMNGREVFKFAVRQLGDSCLRV
                     LDKAGLTKEDVDFLVPHQANIRIMESARERLNLPQEKMSMTIEKFGNTSASSIPIAMV
                     EELQNGRIQDGDLIILVGFGGGLTWGAVALRWGK"
     gene            1148119..1149357
                     /gene="fabF"
                     /locus_tag="BA_1185"
                     /old_locus_tag="BA1185"
                     /db_xref="Pathema:BA_1185"
     CDS             1148119..1149357
                     /gene="fabF"
                     /locus_tag="BA_1185"
                     /old_locus_tag="BA1185"
                     /EC_number="2.3.1.41"
                     /note="identified by similarity to GP:6118425; match to
                     protein family HMM PF00109; match to protein family HMM
                     PF02801; match to protein family HMM TIGR03150"
                     /codon_start=1
                     /transl_table=11
                     /product="3-oxoacyl-(acyl-carrier-protein) synthase II"
                     /protein_id="AAP25148.1"
                     /db_xref="Pathema:BA_1185"
                     /translation="MEKKRVVITGLGAVTPVGTDVETAWENIKKGVSGIGRLTRIDPE
                     LFPAKVAAEINDFEVEKYIDKKEARRMDRFTQYAVAAAKMAVADAKLEITEENGPRIG
                     VWIGSGIGGMETYEEQFKIFTEKGPRRVSPFFVPMMIPDMAAGQVSIATGAKGINTCS
                     VTACASGANSIGDAFKAIQRGDADAMITGGAEAPLTSMAFAGFSSAKALTFNEDPATA
                     CRPFDKNRSGFVMGEGSGILILEELEHALARGAHIYAEIAGYGATGDAFHITMPAPGG
                     EGGVRAMRQALADAGLQPEDIDYINAHGTSTDANEKYETMAIKETFGEHAYKVAISST
                     KSMTGHLLGAAGAVEAIFSIKSITDGVIPPTINYETPDPECDLDYVPNNARHQEVNAV
                     LSNSLGFGGHNAVLVFKSYK"
     gene            1149464..1150252
                     /locus_tag="BA_1186"
                     /old_locus_tag="BA1186"
                     /db_xref="Pathema:BA_1186"
     CDS             1149464..1150252
                     /locus_tag="BA_1186"
                     /old_locus_tag="BA1186"
                     /note="identified by similarity to EGAD:107305"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25149.1"
                     /db_xref="Pathema:BA_1186"
                     /translation="MGIVETAEWLHLYYGRPEKLCEKFTKYIPLPKERLYRFLISKGM
                     YRPVMRGEREIKELEKKEVWKELRAEYEKLKNWLKGPDVPVFILLSDSYNRTVQEEYN
                     GRAGLSMRHVIFLFVCGRNSVEELKVLLAHEYHHICRLHQIETKETEYTLLDTMIMEG
                     LAEQAVTERYSEKNNAPWTTYLSKEEAIYYWKNVVHERISIKRGTREHDILLNGLHSY
                     PKLLGYALGFHIVKDCVTLQGEDTLSLLPIDAKEILNKANTFHI"
     gene            1150395..1151141
                     /locus_tag="BA_1187"
                     /old_locus_tag="BA1187"
                     /db_xref="Pathema:BA_1187"
     CDS             1150395..1151141
                     /locus_tag="BA_1187"
                     /old_locus_tag="BA1187"
                     /note="identified by similarity to EGAD:107307"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25150.1"
                     /db_xref="Pathema:BA_1187"
                     /translation="MLYLHDVWVNWFEGEENGYNVCHFYEWRKDDTIELLDQVPLLKV
                     DSTLYHYIENELLELPQKLLEDVHHKAYIRKNHERLQQEYCFVVTDGKGIIAIDTIGY
                     NVPIRKSRLIPRQEQMVYEMVENVQAEKYEFQVEEMEKEHHILSPSPFVMNGLTRKER
                     QLKQLLFMALDQLHTTKNTAEIRYWFTEWDPSAYGMVQHMEFEDIWAKLYDEAKTGWS
                     EKHEQLCERLVKGQPFFEKLWEMENEQKVN"
     gene            complement(1151299..1152288)
                     /gene="trpS"
                     /locus_tag="BA_1188"
                     /old_locus_tag="BA1188"
                     /db_xref="Pathema:BA_1188"
     CDS             complement(1151299..1152288)
                     /gene="trpS"
                     /locus_tag="BA_1188"
                     /old_locus_tag="BA1188"
                     /EC_number="6.1.1.2"
                     /note="identified by similarity to SP:P21656; match to
                     protein family HMM PF00579; match to protein family HMM
                     TIGR00233"
                     /codon_start=1
                     /transl_table=11
                     /product="tryptophan--tRNA ligase"
                     /protein_id="AAP25151.1"
                     /db_xref="Pathema:BA_1188"
                     /translation="MSVIFSGIQPSGTITLGNYLGAMKQFTELQNEHDCYFCIVNQHA
                     ITVPQDPVQLRKNIRSLAALYVACGIDPEKATLFVQSEVPAHAQLGWIMQSVAYVGEL
                     ERMTQYKDKASGRDSVPAGLLTYPPLMAADILLYNTEIVPVGDDQKQHMELTRDLAER
                     FNKRFREVFTIPEIRIPKVGARVMSLTEPTKKMSKSDPNPKSMISMLDEPKTIEKKIK
                     SAVTDSEGIVKFDKENKPGISNLLTIYSSFSGKTVEEIEAMYEGKGYGDFKGDLAQVV
                     VEAIRPIQDKYNELINSPELDEILDKGAEKANRVAFKQLRKVENAMGLSRKRR"
     gene            complement(1152686..1153066)
                     /locus_tag="BA_1189"
                     /old_locus_tag="BA1189"
                     /db_xref="Pathema:BA_1189"
     CDS             complement(1152686..1153066)
                     /locus_tag="BA_1189"
                     /old_locus_tag="BA1189"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25152.1"
                     /db_xref="Pathema:BA_1189"
                     /translation="MNKVFFHTCILIFIAIIASSIGAFLVSSQFLLNFVNISFYIALF
                     FILIGGFLFIFQNGFFNVTIYAFQRVFGTNKKIDSLIEEVEEPIDKKERIYKTYSFKW
                     TYPICITGIVLGLFSTFISFTILM"
     gene            1153386..1155017
                     /locus_tag="BA_1191"
                     /old_locus_tag="BA1191"
                     /db_xref="Pathema:BA_1191"
     CDS             1153386..1155017
                     /locus_tag="BA_1191"
                     /old_locus_tag="BA1191"
                     /note="identified by similarity to GP:10717143; match to
                     protein family HMM PF00496"
                     /codon_start=1
                     /transl_table=11
                     /product="oligopeptide ABC transporter,
                     oligopeptide-binding protein"
                     /protein_id="AAP25153.1"
                     /db_xref="Pathema:BA_1191"
                     /translation="MKKKIPLLLASTLTVSMLGACSYQKEDNKAGAKEKSSNKQVLNL
                     TETAEIPTMDTTLSTDATSSNIMNNTMEGLYRLGKEDKLVPGVAKSYEKSEDGKKYVF
                     KLREDAKWSNGEPVTAKDFVYSWRRAVDSNTGAKFAYILFDVKNAEKVNKKELPVEEL
                     GVKAIDDHTLEVELDNPVPYFVSLTVYPTLYPLNEKFVTEQGAKFGLESNTTLYNGPF
                     VLNEWKHEQSFQLKKNPSYWENKEVKLEEINFNIVKDRSTAINLYETKAIDRVVLTSE
                     FVDKYKSDADFKTIKKPSTQFIRLNEKNKFLANKNIRKAIAMSFERENIGKVILNDGS
                     EGIYGFVPKGLAKGPNGKDFREENGKLIKEDMKEAQKYWEAGKKELGVDKVELELLNF
                     DTDDAKKIGEYLKGQFEKNLPGLTVPTKMQPFAQKLKLEASGDYAMSYAGWSPDYMDP
                     MSFLEMYTTGNAQNKVHYANPAYDDLIKKAKTEVDVQARWDALLQAEKQLLEDAAIAP
                     VYQPGKAYLQRGSITGLLEHKYGGEFSYKWVELKN"
     gene            1155145..1156074
                     /locus_tag="BA_1192"
                     /old_locus_tag="BA1192"
                     /db_xref="Pathema:BA_1192"
     CDS             1155145..1156074
                     /locus_tag="BA_1192"
                     /old_locus_tag="BA1192"
                     /note="identified by similarity to EGAD:8134; match to
                     protein family HMM PF00528"
                     /codon_start=1
                     /transl_table=11
                     /product="oligopeptide ABC transporter, permease protein"
                     /protein_id="AAP25154.1"
                     /db_xref="Pathema:BA_1192"
                     /translation="MGRYVLKRFVYMALTLFLITTLTFFLMKLLPGSPLKNQEKLSPA
                     QKEIILEKYGLNDPVPVQYARYLGNLAKGDLGVSFQYDNRPVTDMIVDRIGPSAQLGL
                     QAIILGTFIGLILGIVAALRNNTWVDYGATIISVLGMSVPSFVFAALLQYFVGVKLGW
                     FPVAFWKGPEFTVMPTIALSMAVIATIARFARAELIEVMQADYILTAKAKGISQGVII
                     IKHALRNALIPVVTILGPMVAGLITGTLVIEQIYAVPGLGEQFVKSITVNDYTVIMGT
                     TIFYSAIFILVIFIVDILYGIIDPRIRLAGGKK"
     gene            1156071..1157087
                     /locus_tag="BA_1193"
                     /old_locus_tag="BA1193"
                     /db_xref="Pathema:BA_1193"
     CDS             1156071..1157087
                     /locus_tag="BA_1193"
                     /old_locus_tag="BA1193"
                     /note="identified by similarity to EGAD:19603; match to
                     protein family HMM PF00528"
                     /codon_start=1
                     /transl_table=11
                     /product="oligopeptide ABC transporter, permease protein"
                     /protein_id="AAP25155.1"
                     /db_xref="Pathema:BA_1193"
                     /translation="MMKDVQKLSPDLFQQANQNNVDNEVIARPSLTFWQDVRRRLFQH
                     KGAMFGLVLLTLIILLAILGPMVSKHSYKEQDLGRAKLPPKIPVIENVHWLPFDGTDQ
                     YGVDQYEKRDIKEYFWFGTDDLGRDLWTRTWEGTRVSLYIALLAAAIDLVIGVAYGGI
                     SAFYGGRVDNIMQRIMEIINGIPYLIIVILMVIIMGSGIWSITLAMAITGWIGMSRIV
                     RGQILKLKNQEYVLASRTLGATNTQLIVKHLIPNVMGPIIVMTMFTIPTAVFGEAFLS
                     FIGLGIQPPFASLGSLVNDGYKSIQTYPHMMFIPAVVISILILAFNLMADGLRDALDP
                     KMRK"
     gene            1157106..1158149
                     /locus_tag="BA_1194"
                     /old_locus_tag="BA1194"
                     /db_xref="Pathema:BA_1194"
     CDS             1157106..1158149
                     /locus_tag="BA_1194"
                     /old_locus_tag="BA1194"
                     /note="identified by similarity to EGAD:24096; match to
                     protein family HMM PF00005; match to protein family HMM
                     PF08352; match to protein family HMM TIGR01727"
                     /codon_start=1
                     /transl_table=11
                     /product="oligopeptide ABC transporter, ATP-binding
                     protein"
                     /protein_id="AAP25156.1"
                     /db_xref="Pathema:BA_1194"
                     /translation="MKTLLEVKDLQVSFDTHAGEVQAVRGVTFDLKKGETLAIVGESG
                     SGKSVTSKALMGLIPNPPGRIKNGEIVFEGRDLTKLTEKEMQQVRGKDIAMIFQDPMT
                     SLNPTMTIGNQIMEGLIKHQGMSKADARKVALELIDLVGIPNPEARLKQYPHQFSGGM
                     RQRVVIAMALACNPKLLIADEPTTALDVTIQAQILELMKDIQQKTEAAIIFITHDLGV
                     VANVADRVAVMYAGKVVEIGTVDEIFYNPKHPYTWGLIASMPSLDGSEEELYAIPGTP
                     PDLLKPPKGDAFAPRNPQALKIDFEMDPPLFKVSDTHYAATWLLHEQAPEVRPPAVVE
                     KRILQMKAGEQHD"
     gene            1158142..1159077
                     /locus_tag="BA_1195"
                     /old_locus_tag="BA1195"
                     /db_xref="Pathema:BA_1195"
     CDS             1158142..1159077
                     /locus_tag="BA_1195"
                     /old_locus_tag="BA1195"
                     /note="identified by similarity to SP:P24137; match to
                     protein family HMM PF00005; match to protein family HMM
                     PF08352"
                     /codon_start=1
                     /transl_table=11
                     /product="oligopeptide ABC transporter, ATP-binding
                     protein"
                     /protein_id="AAP25157.1"
                     /db_xref="Pathema:BA_1195"
                     /translation="MTKQREKLIEVKNVKQHFDVSGGVVKAVNDISFDIYRGETFGLV
                     GESGCGKSTTGRTIIRLYDATAGEVLFDGENVHGKKSRAELKKFNRKMQMIFQDPYAS
                     LNPRMTVGDIIAEGIDIHGLAKNKKERMDRVHELLNTVGLNKEHANRFPHEFSGGQRQ
                     RIGIARALAVEPEFIIADEPISALDVSIQAQVVNLLKKLQKEKGLTYLFIAHDLSMVK
                     YISDRIGVMYRGQIVELTTSDELYANPIHPYTKSLLSAIPLPDPDYERNRKRIVYDPS
                     QHNYGSEEPTMREIRPGHFVLCSEAEYKKYKEIYQ"
     gene            complement(1159227..1160621)
                     /locus_tag="BA_1196"
                     /old_locus_tag="BA1196"
                     /db_xref="Pathema:BA_1196"
     CDS             complement(1159227..1160621)
                     /locus_tag="BA_1196"
                     /old_locus_tag="BA1196"
                     /note="identified by similarity to OMNI:NTL01BS01081;
                     match to protein family HMM PF01554; match to protein
                     family HMM TIGR00797"
                     /codon_start=1
                     /transl_table=11
                     /product="MATE efflux family protein"
                     /protein_id="AAP25158.1"
                     /db_xref="Pathema:BA_1196"
                     /translation="MTAIQAKNGPTEKLSLFLLTWPIFLEVFLFMLMGIADTFMLSAL
                     SDDAVSGVGAANQYLHIAILVLEVIGNGAAIVVSQYLGSKRFMEASKISALAVTLNLV
                     VGLVISAGFLLFSKHMMMAMNLQGDVLMYAQSYLSIVGGAIFLQAIINSLAAIIRVHG
                     FTKQAMFISLGMNIIHIAGNYVLIFGKFGFPELGVQGAAISSAVSRLIALIVFFWLLY
                     RVMEYRVKLQYYFTLSKEYIGKILKIGIPSAFEQVMYQACQIVFLYYATYLGTESLAA
                     RQYATNISMFTYLFAIAIGMGTAIIIGRLVGGGEKDEAYERVWKSVKWAIGVTLCMVA
                     LVITFRTQLMGLFTDNPHIIALGASVLLLSVLLETGRTMNIVIINSLRAAGDAKYPVL
                     IGAFSMVLMSLPLGYFFAFHLDMGLVGIWLAIAIDEWTRAIIMFFRWKSRAWERYALV
                     KPEEQEEIVSVQAQ"
     gene            1161077..1162675
                     /locus_tag="BA_1197"
                     /old_locus_tag="BA1197"
                     /db_xref="Pathema:BA_1197"
     CDS             1161077..1162675
                     /locus_tag="BA_1197"
                     /old_locus_tag="BA1197"
                     /note="identified by similarity to GP:10717143; match to
                     protein family HMM PF00496"
                     /codon_start=1
                     /transl_table=11
                     /product="oligopeptide ABC transporter,
                     oligopeptide-binding protein"
                     /protein_id="AAP25159.1"
                     /db_xref="Pathema:BA_1197"
                     /translation="MMLGACSYQKDEPQANAKGDSGKSGAKQVINLTEVSEIPTMDTT
                     LASDAASSKVMNNTMEGLYRLGKGDKLVPGVAKSHTKSEDGKKYTFKLREDAKWSNGD
                     PVTAKDFVYAWQRAVNPDTAAKSGYIMLDVKNAEKINKRELSPDQLGVKAIDDYTFEV
                     ELDNPVPYFLDLTVYPLFFPLNEKYMKEQGEKFGLEANTTLYNGPFVLNEWKHEQSFQ
                     LKKNPSYWDQKEVKLEEVNFNVVKDTGAAVNLYNTSAIDRVGLSAELVDKYKGQQDFK
                     TINDPTVFFLRFNQKNPALANKNIRKAISSAYDRDGIGEVILNNGSKGAYGLVPSDFV
                     KGPDKQDFRKENGKLSKVDVKEAKKFWEAGKKELGKDKIEIEFLNFDNEESKKIGEYV
                     KGELEKNLPGLTVTIKMQPFAQKLKLEDSGQFDISFTGWGPDFPDAITFLDMFITDGS
                     QNKMGYSNAEYDSLIKKAKQEGSDVKGRWNDLLKAEKILFEDAAIAPVFQRGRSILER
                     ETIKDVYIHKYGGELSFKWASVEK"
     gene            complement(1162702..1162845)
                     /locus_tag="BA_1198"
                     /old_locus_tag="BA1198"
                     /db_xref="Pathema:BA_1198"
     CDS             complement(1162702..1162845)
                     /locus_tag="BA_1198"
                     /old_locus_tag="BA1198"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25160.1"
                     /db_xref="Pathema:BA_1198"
                     /translation="MIGVITNSIGEKLFGGKEKMKFVNKSLDVQSGWNEVGGKGIYKK
                     RTY"
     gene            1163477..1163872
                     /gene="spx"
                     /locus_tag="BA_1200"
                     /old_locus_tag="BA1200"
                     /db_xref="Pathema:BA_1200"
     CDS             1163477..1163872
                     /gene="spx"
                     /locus_tag="BA_1200"
                     /old_locus_tag="BA1200"
                     /note="identified by similarity to EGAD:107317; match to
                     protein family HMM PF03960; match to protein family HMM
                     TIGR01617"
                     /codon_start=1
                     /transl_table=11
                     /product="global transcriptional regulator Spx"
                     /protein_id="AAP25161.1"
                     /db_xref="Pathema:BA_1200"
                     /translation="MVTLYSSPSCTSCRKAKLWLEENHIPYTERNIFSDPLTIEEIKE
                     ILRMTESGTDEIISTRSKVFQELNVNLESLPLQDLYKMIRDYPGILRRPIMIDEKRLQ
                     VGYNEDEIRRFLPRTVRTFQLREAQRLVN"
     gene            complement(1163922..1164596)
                     /locus_tag="BA_1201"
                     /old_locus_tag="BA1201"
                     /db_xref="Pathema:BA_1201"
     CDS             complement(1163922..1164596)
                     /locus_tag="BA_1201"
                     /old_locus_tag="BA1201"
                     /note="identified by match to protein family HMM PF03741"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25162.1"
                     /db_xref="Pathema:BA_1201"
                     /translation="MDLEFLTSVLMIVGIDVVLGGDNAIVIALASRNLPESKRNKAIL
                     IGTLLAIVLRIILTILAVYLLDIPFLQLIGGVLLTLIAVNLLTDNSNDLSSIQGKTTL
                     FQAVRTIVFADLVMGFDNVIAIAGAAHGRFSLVIIGLLISIPIIIWGSKLILMLMERF
                     PFLIYCGAAILAYTAGKMVTHEDRLATFFHNNPSFTAGIPYLFIFTILCIGFIVQQVR
                     LRNVKH"
     gene            1164923..1165606
                     /gene="mecA"
                     /locus_tag="BA_1203"
                     /old_locus_tag="BA1203"
                     /db_xref="Pathema:BA_1203"
     CDS             1164923..1165606
                     /gene="mecA"
                     /locus_tag="BA_1203"
                     /old_locus_tag="BA1203"
                     /note="identified by match to protein family HMM PF05389"
                     /codon_start=1
                     /transl_table=11
                     /product="negative regulator of competence MecA"
                     /protein_id="AAP25164.2"
                     /db_xref="Pathema:BA_1203"
                     /translation="MDIERINDHTMKFFITYIDIEDRGFNREEIWYDRERSEELFWEM
                     MDEARDHDDFFIDGPLWIQVQAVDKGIEVLVTKAELSKDGQKLELPIGVDKIIDIPLD
                     EGIESLFQQELVEEVEEQAGTNFNEDGTFGFLIKFNDFEDVISLSHRLIFEDIKDELY
                     SFEDRYYVYVEFDEVLHDEEEIDRILSIVLEYGEESTLTIHRVSEYGKQIVKEHALET
                     IRNNFPAKT"
     gene            1165679..1167223
                     /gene="cls2"
                     /locus_tag="BA_1204"
                     /old_locus_tag="BA1204"
                     /db_xref="Pathema:BA_1204"
     CDS             1165679..1167223
                     /gene="cls2"
                     /locus_tag="BA_1204"
                     /old_locus_tag="BA1204"
                     /EC_number="2.7.8.-"
                     /note="identified by similarity to SP:O66043; match to
                     protein family HMM PF00614"
                     /codon_start=1
                     /transl_table=11
                     /product="cardiolipin synthetase"
                     /protein_id="AAP25165.1"
                     /db_xref="Pathema:BA_1204"
                     /translation="MKNTLKLIFFVLLLFALFVSLRMFIDVAFYSDVIGIKDVSILGI
                     ISILFTVSAFLIGCVIFLENRHPSKTLTWLIVLGIFPVFGFFAYLLFGQNFRRKRMFQ
                     KKALLDEQAFLQYKGHEDYEERILRNHKHQELLFRLADRLGALNISFQTETRTLTNGD
                     ETFQAILDGLKRAKHHIHMEYYIVRDDKLGTEIKDILIQKSKEGVVVRFLYDAVGSFK
                     LSKSYIEELNDAGVEMIPFFPVRFPILNDKINYRNHRKIVIIDGNEGFVGGLNIGDEY
                     LGKDKYFGFWRDTHLYLRGEAVQSLQLIFLQDWFYMTGEAVLAPEYLQAKAVEGEHWG
                     GVQLVAGGPDNKWETIKHLYFAMIASARKSIWIATPYFIPDDDILSALKVAALAGIDV
                     RLLMPSKPDKRTVFYASRSYFPELLDAGVKIYEYEKGFLHSKVVIVDSDLASIGTANM
                     DMRSFHLNFEVNAFLYDTDSIRKLVQDFKDDLEESSEIHVDRFHKRRLHRRIVESTYR
                     LLSPLL"
     gene            1167305..1168549
                     /locus_tag="BA_1205"
                     /old_locus_tag="BA1205"
                     /db_xref="Pathema:BA_1205"
     CDS             1167305..1168549
                     /locus_tag="BA_1205"
                     /old_locus_tag="BA1205"
                     /note="identified by match to protein family HMM PF06054"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25166.1"
                     /db_xref="Pathema:BA_1205"
                     /translation="MIPIFIAKRENGEKIHLLDHHDEELLHHMRKRESFFCIACGKEV
                     LMRLGKQKRWHFAHKKVDSCLAFYEAESTYHMYGKELLYRWFKRQNVHVEIEHYLPEI
                     QQRPDIFIERAGRKIAIEYQCANLSIEQLCKRTYSYWQAGIQVIWIIGGNQLKKHSAY
                     WMKFSSIMAFSLQSYPQPLLIFFCSKQKSFMKCTFITSFSTSIAFSHIIYLPIETTTF
                     EMLFSPVPFQREVLKREWKRRKDYFRQNALPILNYNHKSLLRLLYQCKCNPANFPSEI
                     GVPLPSSFAFQTNSFIWQAFLYMKCIGELAVGDCISLKYVCGYIKKYTKRRMLPYFSQ
                     HIWKVAVTEYMTFLCYAGVLYKVGMYTYRKIRDAVPLKTGGEIIKHDEICLAHALSLF
                     EAKFNMRGGKGDIIKTDREGIT"
     gene            1168600..1170426
                     /gene="pepF1"
                     /locus_tag="BA_1206"
                     /old_locus_tag="BA1206"
                     /db_xref="Pathema:BA_1206"
     CDS             1168600..1170426
                     /gene="pepF1"
                     /locus_tag="BA_1206"
                     /old_locus_tag="BA1206"
                     /EC_number="3.4.24.-"
                     /note="identified by match to protein family HMM PF01432;
                     match to protein family HMM PF08439; match to protein
                     family HMM TIGR00181"
                     /codon_start=1
                     /transl_table=11
                     /product="oligoendopeptidase F"
                     /protein_id="AAP25167.1"
                     /db_xref="Pathema:BA_1206"
                     /translation="MSEQNTAKTLPDRNEIEESSTWRLEDIFQTDTEWEKEFQAIKEL
                     LPKLTEFKGKLGDSANNLLEALQYEDEISMRLGKLYTYAHMRYDQDTTNSVYQALNDR
                     ATNLYSQVSSSTAYIVPEILSISEDTLQTFLKENRDLSVYEHALEEITRQRPHVLSEA
                     EEALLAEASEVMSTSSNTFGMLNNADLKFPSIKGEDGEEVEITHGRYIQFLESDDRRV
                     REDAFKAVYETYGKYKNTFASTLSGAVKRNNFNARVRKYDSARQAALSNNNIPEAVYD
                     QLIESVNDNLHLLHRYIDIRKRALGLDELHMYDLYTPLVPEVKMNVKYEEAQDMLLKS
                     LHVLGDEYVDILKEAYENRWVDVYENKGKRSGAYSSGAYGTNPYILMNWHDNVNNLFT
                     LAHEFGHSVHSYYTRKTQPHVYGDYSIFVAEVASTCNEALLNDYLLKTTEDKKERLYL
                     LNHYLEGFRGTVFRQTMFAEFEHIIHKKVQEGHAVTPDMLTEIYYDLNKKYFGDALVI
                     DEEIGLEWSRIPHFYYNYYVYQYATGFSAATALSKQILEEGQPAVERYINEFLKAGSS
                     DYPIEVLKKAGVDMASPEPVKEALQVFEEKLNELEALLFEEK"
     gene            complement(1170546..1170719)
                     /locus_tag="BA_1207"
                     /old_locus_tag="BA1207"
                     /db_xref="Pathema:BA_1207"
     CDS             complement(1170546..1170719)
                     /locus_tag="BA_1207"
                     /old_locus_tag="BA1207"
                     /note="identified by similarity to EGAD:109058"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25168.1"
                     /db_xref="Pathema:BA_1207"
                     /translation="MKKTYILLIILAVIVSFFLYILSLLQAFPKMIAFPLLFGVIVIA
                     LSYFNHKKRFKGF"
     gene            complement(1170949..1171842)
                     /locus_tag="BA_1208"
                     /old_locus_tag="BA1208"
                     /db_xref="Pathema:BA_1208"
     CDS             complement(1170949..1171842)
                     /locus_tag="BA_1208"
                     /old_locus_tag="BA1208"
                     /note="identified by similarity to OMNI:NTL01BH2858"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25169.1"
                     /db_xref="Pathema:BA_1208"
                     /translation="MDKQEAKHINMPSPSACEYKSVEAYLFIDPLCKDCWEIEPFIIK
                     LWLEYGKYFSIRHIVTGKVDGTNASSHKWNKPANIRFVWEKTTSLHGFSYDGKVHMQE
                     ASSTPYLVSMAIKAAELQGRKAGSKFLRKLQEYIFLENVSNPDCELLLACAKDSDIDV
                     EEFKKDLYSASAKKAFQCDLKFTNEMHITEIPSLVFFHANSDEEGIKIAGTYSYDVYV
                     QLLKELVKCEIEPEPLPSLEVLLEATQFISSKEVAFIYDCSKQEIERELKKLQLKRKV
                     QMIDVKCERYWKWIAKEKDLV"
     gene            complement(1171842..1172240)
                     /locus_tag="BA_1209"
                     /old_locus_tag="BA1209"
                     /db_xref="Pathema:BA_1209"
     CDS             complement(1171842..1172240)
                     /locus_tag="BA_1209"
                     /old_locus_tag="BA1209"
                     /note="identified by match to protein family HMM PF01152"
                     /codon_start=1
                     /transl_table=11
                     /product="protozoan/cyanobacterial globin family protein"
                     /protein_id="AAP25170.1"
                     /db_xref="Pathema:BA_1209"
                     /translation="MSKQPMTPFEAIGGEQCIEILVDTFYSYVSKHPDLSPIFPDDLT
                     ETARKQKQFLTQYLGGPNLYTEEHGHPMLRARHLPFEITPKRAEAWLSCMEQAMDDTG
                     VHGHIREFVFERLALTAQHMVNTPNETGEI"
     gene            complement(1172421..1172999)
                     /locus_tag="BA_1210"
                     /old_locus_tag="BA1210"
                     /db_xref="Pathema:BA_1210"
     CDS             complement(1172421..1172999)
                     /locus_tag="BA_1210"
                     /old_locus_tag="BA1210"
                     /note="identified by similarity to EGAD:107332; match to
                     protein family HMM PF01928"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25171.1"
                     /db_xref="Pathema:BA_1210"
                     /translation="MTQEIEIEFKNIVTEEEFHALCKSFSIEVFTKQVNHYFETPNFS
                     LKEAGSALRIRHKGETYTLTLKQPAEVGLLETHQVVTENEAKMMMETNVIISGAVMNQ
                     LCKLQIPVSALTYMGSLTTERAETLFEGGTLVFDHSFYYNHDDYEIEFEVQDEETGKA
                     AFIHLLKQHNIPIRHTNNKVKRFFLAKQNKAR"
     gene            1173146..1173505
                     /locus_tag="BA_1211"
                     /old_locus_tag="BA1211"
                     /db_xref="Pathema:BA_1211"
     CDS             1173146..1173505
                     /locus_tag="BA_1211"
                     /old_locus_tag="BA1211"
                     /note="identified by similarity to EGAD:107334"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25172.1"
                     /db_xref="Pathema:BA_1211"
                     /translation="MQNKIQVKSVEKRENALIFCAENSEIEVKGLSARNHVLVDSDNL
                     SFLYILENESSFIYVSIPHTCWEAMNNDVVMFVRVNDIEMELEGLKEEVEYLVENIEG
                     NANYGEELVTAVEKVFL"
     gene            1173536..1174174
                     /locus_tag="BA_1212"
                     /old_locus_tag="BA1212"
                     /db_xref="Pathema:BA_1212"
     CDS             1173536..1174174
                     /locus_tag="BA_1212"
                     /old_locus_tag="BA1212"
                     /note="identified by similarity to GP:16410369; match to
                     protein family HMM PF04607"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25173.1"
                     /db_xref="Pathema:BA_1212"
                     /translation="MNRNWEEFLAPYHQAVAELKVKLKGMRTQFAMLTEHSPIEFVTG
                     RVKSVASIIDKAEKRNVPLDRLREDMQDIAGLRMMCQFVDEIKPVVEYLRKRNDFEIV
                     EERDYVTQKKDSGYRSYHVVISYPVQTIQGEQKVLVEIQIRTLAMNFWATIEHSLNYK
                     YSGRFPEDIKIRLQRAAEAAFLLDEEMSSIRLEIQEAQKAFSRKQETKDSES"
     gene            1174193..1174990
                     /locus_tag="BA_1213"
                     /old_locus_tag="BA1213"
                     /db_xref="Pathema:BA_1213"
     CDS             1174193..1174990
                     /locus_tag="BA_1213"
                     /old_locus_tag="BA1213"
                     /note="identified by similarity to SP:P58055; match to
                     protein family HMM PF01513"
                     /codon_start=1
                     /transl_table=11
                     /product="putative inorganic polyphosphate/ATP-NAD kinase"
                     /protein_id="AAP25174.1"
                     /db_xref="Pathema:BA_1213"
                     /translation="MKFTIMSKGDQSSDTLASTMKEYLLDFGFIMDEQEPDIVISVGG
                     DGTLLYAFHRYYNRLDETAFVGVHTGHLGFYADWLPTEVEKLVIAIAKTPFQVVEYPL
                     LEVIIRYMNGSKESQYLAMNEATVKSAEGTLVTEVEIRGEYFETFRGDGLCISTPSGS
                     TAYNKALGGAIIHPSIEAIQIAEMASINNRVFRTVGSPLVLPKHHTCVLKPTAGMNLQ
                     ITVDHLTMVHQDVKSIQYRVANEKVRFVRFRPFPFWKRVRDSFVADK"
     gene            1175006..1175899
                     /locus_tag="BA_1214"
                     /old_locus_tag="BA1214"
                     /db_xref="Pathema:BA_1214"
     CDS             1175006..1175899
                     /locus_tag="BA_1214"
                     /old_locus_tag="BA1214"
                     /note="identified by similarity to EGAD:107341; match to
                     protein family HMM PF00849; match to protein family HMM
                     TIGR00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ribosomal large subunit pseudouridine synthase,
                     RluA family"
                     /protein_id="ACZ49984.1"
                     /db_xref="Pathema:BA_1214"
                     /translation="MNRFTLKWDIESAEEGTLVREFLKTKGISKAALTDIKFHGGAIE
                     VNGQHASVRHQLQVGEELRIFFPVEERSEGMIAEDIPLCIVYEDDAVLVINKEANMST
                     IPSREHPSGSVANALLSHYDKQYLPSTVHIVTRLDRDTSGLMLIAKNRFVHHLLSKQH
                     QQKAVKRTYEAIVHGEMVEREGTIDAPIGRKSDSIIERTVCEEGQRAVTHFRVIDSAN
                     HKTHVSLELDTGRTHQIRVHLAHIGHPLLGDNLYGGKRDEMKRQALHSTSLTFYHPIL
                     EKEMSFAAMIPSDMQEVLRQT"
     gene            complement(1175948..1176565)
                     /locus_tag="BA_1215"
                     /old_locus_tag="BA1215"
                     /db_xref="Pathema:BA_1215"
     CDS             complement(1175948..1176565)
                     /locus_tag="BA_1215"
                     /old_locus_tag="BA1215"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25175.1"
                     /db_xref="Pathema:BA_1215"
                     /translation="MGRFGTAEESYSWFIANGTNETDHNIGAKWLAHNGEMYIDGASY
                     NASGTDFAQMFEAVDNTLIDVGYFVTFSSEEKIRIATSNDSFILGISSATPALIGNSG
                     ALSWQKRYKTDSFGKRQYVRTESQDIQPLLNTEWDPACKYIARKDRTEWLPVGLIGQM
                     LVRDDGTCETHGYCRPNDNGIATKSESGFFVIKRTGDNQILILFR"
     gene            complement(1176973..1177335)
                     /locus_tag="BA_1216"
                     /old_locus_tag="BA1216"
                     /db_xref="Pathema:BA_1216"
     CDS             complement(1176973..1177335)
                     /locus_tag="BA_1216"
                     /old_locus_tag="BA1216"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25176.1"
                     /db_xref="Pathema:BA_1216"
                     /translation="MKKKSSKQKRKCPPFYLPMYGINNWCSIRAAALEELEGQEASLK
                     NKARPKYVSLENAVMSRIIDNRKTKRQQKNKPLSTHTEQIVPSEQTEKKTEENIPVAI
                     NKKAESEIPAAIINQVKK"
     gene            complement(1177476..1178216)
                     /locus_tag="BA_1217"
                     /old_locus_tag="BA1217"
                     /db_xref="Pathema:BA_1217"
     CDS             complement(1177476..1178216)
                     /locus_tag="BA_1217"
                     /old_locus_tag="BA1217"
                     /note="identified by similarity to OMNI:NTL01BH2848; match
                     to protein family HMM PF00149"
                     /codon_start=1
                     /transl_table=11
                     /product="Ser/Thr protein phosphatase family protein"
                     /protein_id="AAP25177.1"
                     /db_xref="Pathema:BA_1217"
                     /translation="MKYDIIGDIHGCLQEFQNLTEKLGYNWSSGLPVHPDQRKLAFVG
                     DITDRGPHSLRMIEIVWELVIHKKVAYYAPGNHCNKLYRFFLGRNVTIAHGLETTVAE
                     YEALPSHKQNMIKEKFITLYEQSPLYHILDEKRLLVCHAGIRQDYIGRQDKKVQTFVL
                     YGDITGEKHADGSPVRRDWAKEYKGTTWIVYGHTPVKEPRFVNHTVNIDTGAVFGGRL
                     TALRYPEMETVSVPSSLPFVPEKFRPIS"
     gene            complement(1178291..1179450)
                     /locus_tag="BA_1218"
                     /old_locus_tag="BA1218"
                     /note="cell cycle protein, FtsW/RodA/SpoVE family,
                     authentic frameshift; an automated process has identified
                     a potential problem with this gene model; it may contain
                     one or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1218"
     gene            complement(1179593..1180528)
                     /locus_tag="BA_1219"
                     /old_locus_tag="BA1219"
                     /db_xref="Pathema:BA_1219"
     CDS             complement(1179593..1180528)
                     /locus_tag="BA_1219"
                     /old_locus_tag="BA1219"
                     /note="identified by match to protein family HMM PF00535"
                     /codon_start=1
                     /transl_table=11
                     /product="glycosyltransferase, group 2 family"
                     /protein_id="AAP25178.1"
                     /db_xref="Pathema:BA_1219"
                     /translation="MENIKNVPLVSILIPTYNRPHYFKIALESALAQTYSNIEIIVGD
                     DSTNNETEKLIYRDYLHKHKHITYIRNPSTLGQFHNALMLLEQSNGEYINFLMDDDIF
                     YNNKIEKMMFYFQKDLDQNLALITSYRTWINDDGDIIEQHPSMKKLYDEDTLLNGKDF
                     GNRMLILGQNIIGEPTTVLFRKRLLTEPFGTLNGRNYNCSVDMASWISLLSKGDAIYI
                     TEPLSSFRLHTGQQVHHKYLEGCEDFSHLVLHSKKYGFLQDIDYYKTSLLKACEWYKN
                     ATTFYQLYPELIPTTDTHTRLSHCLNIVTKELHAI"
     gene            complement(1180535..1181302)
                     /locus_tag="BA_1220"
                     /old_locus_tag="BA1220"
                     /db_xref="Pathema:BA_1220"
     CDS             complement(1180535..1181302)
                     /locus_tag="BA_1220"
                     /old_locus_tag="BA1220"
                     /note="identified by similarity to OMNI:MT1546; match to
                     protein family HMM PF08241; match to protein family HMM
                     PF08242"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25179.1"
                     /db_xref="Pathema:BA_1220"
                     /translation="MNFWNENKKKITLIPPPELVQYVGGHFEEVGKEFMQYFIEIGNL
                     KSNETVLDVGCGIGRMAVPLMNYLSDDGTYYGFDLFNKGITWCKNNISTRRNNFHFEH
                     VDIYNQFYNPDGKEDASQYKFPYEDESFDFIFLTSVFTHLLPKELEHYVREIARVLKK
                     DGRCFITFFLINPESSYYLNAGLSPLGFYHQIDNCYVLNKDIPNFAVAYPEEDIRTLL
                     NKYGLEMQTPPHYGSWCGRTEHTSYQDIILTQKISER"
     gene            complement(1181430..1182275)
                     /locus_tag="BA_1221"
                     /old_locus_tag="BA1221"
                     /db_xref="Pathema:BA_1221"
     CDS             complement(1181430..1182275)
                     /locus_tag="BA_1221"
                     /old_locus_tag="BA1221"
                     /note="identified by similarity to EGAD:21299; match to
                     protein family HMM PF05711"
                     /codon_start=1
                     /transl_table=11
                     /product="putative bacteriocin O-metyltransferase"
                     /protein_id="AAP25180.1"
                     /db_xref="Pathema:BA_1221"
                     /translation="MENKSAVQLYLELLKKTILFEIWLEYEPYLPASLHISKELSYEP
                     VTVPLPLFLKQYVENHNLKIVNPNVSNNERQGGKDWPRAAHSMVGRKRMNQLQEAMET
                     VVKENIEGDFIETGVWRVGSCIFMNGFLQANNITDRTVWVADSFEGLSAPNLEQYPKD
                     YGDYLHTFDYLRVSLETVQENFRKYDLLNDQVKFLKGWFKDTLPSAPIEKIAIARLDG
                     DMYESTMDSLVNLYDKVSIGGFIIIDDYGLITCAEAVTDFRSERNIKTPMTQIDDFGI
                     FWRKE"
     gene            complement(1182398..1183546)
                     /gene="bclA"
                     /locus_tag="BA_1222"
                     /old_locus_tag="BA1222"
                     /db_xref="Pathema:BA_1222"
     CDS             complement(1182398..1183546)
                     /gene="bclA"
                     /locus_tag="BA_1222"
                     /old_locus_tag="BA1222"
                     /note="This collagen-like glycoprotein is the main protein
                     in filaments of the hair-like nap of the exosporium, the
                     outermost layer of the spore.; identified by similarity to
                     GB:CAD56871.1; match to protein family HMM PF01391; match
                     to protein family HMM TIGR03720"
                     /codon_start=1
                     /transl_table=11
                     /product="spore surface glycoprotein BclA"
                     /protein_id="AAP25181.1"
                     /db_xref="Pathema:BA_1222"
                     /translation="MSNNNYSNGLNPDESLSASAFDPNLVGPTLPPIPPFTLPTGPTG
                     PTGPTGPTGPTGPTGPTGPTGPTGPTGDTGTTGPTGPTGPTGPTGPTGDTGTTGPTGP
                     TGPTGPTGPTGPTGPTGDTGTTGPTGPTGPTGPTGPTGDTGTTGPTGPTGPTGPTGPT
                     GPTGPTGPTGPTGPTGPTGPTGPTGDTGTTGPTGPTGPTGPTGPTGDTGTTGPTGPTG
                     PTGPTGPTGPTGPTGATGLTGPTGPTGPSGLGLPAGLYAFNSGGISLDLGINDPVPFN
                     TVGSQFGTAISQLDADTFVISETGFYKITVIANTATASVLGGLTIQVNGVPVPGTGSS
                     LISLGAPIVIQAITQITTTPSLVEVIVTGLGLSLALGTSASIIIEKVA"
     gene            1183712..1184824
                     /locus_tag="BA_1224"
                     /old_locus_tag="BA1224"
                     /db_xref="Pathema:BA_1224"
     CDS             1183712..1184824
                     /locus_tag="BA_1224"
                     /old_locus_tag="BA1224"
                     /note="identified by match to protein family HMM PF00535"
                     /codon_start=1
                     /transl_table=11
                     /product="glycosyltransferase, group 2 family"
                     /protein_id="AAP25182.1"
                     /db_xref="Pathema:BA_1224"
                     /translation="MLNKQGITISLCMIVRDEEKTIARCLDSVEKIVDEIIVVDTGSI
                     DRTKEIVEKYTSNIYDFQWIDDFAAARNFSFSKATQEYILWLDADDVLLEDAQEALKL
                     LKRELDPKIDAVSMPYHLAMDSNGKPLYCTKRNRLVKREKQFQWFGKVHEYLAISGET
                     FSSNVAITHKKEKKVTNRNLKIFQDAVAAGEELSPRDLFYYANECMDNQKYDDAVLLY
                     ETFLNQDEGWYEEKIYACGKLGDCYAKLGLWEKAVESCVKSFRYAIPRGENCTRIGYI
                     YMEQQKYNEAIFWFKLATEVPMATESPFHSPASYTWLPYLQMCICYSKLGEQDKAYYY
                     NELAASYVPNNAAIEYNRKYFRSIFDQQKNRYRLFF"
     gene            1184962..1185651
                     /locus_tag="BA_1225"
                     /old_locus_tag="BA1225"
                     /db_xref="Pathema:BA_1225"
     CDS             1184962..1185651
                     /locus_tag="BA_1225"
                     /old_locus_tag="BA1225"
                     /note="identified by match to protein family HMM PF08241;
                     match to protein family HMM PF08242"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25183.1"
                     /db_xref="Pathema:BA_1225"
                     /translation="MNSPKNSLYEEKSGHYYNAVNPNLLKHIKKEWKEVLDIGCSSGA
                     LGAAIKENGTRVSGIEAFPEAAEQAKEKLDHVVLGDIETMEMPYEEEQFDCVIFGDVL
                     EHLFDPWAVIEKVKPYIKHNGVILASIPNVAHISVLAPLLAGNWSYTEYGLLDKTHIR
                     FFTFNEMLRMFLKAGYSISKVDRVYIDHKMYEPLIEELYGVCKKYRLGSGFMAETVVF
                     QYIIEAEKSSL"
     gene            1185648..1186334
                     /locus_tag="BA_1226"
                     /old_locus_tag="BA1226"
                     /db_xref="Pathema:BA_1226"
     CDS             1185648..1186334
                     /locus_tag="BA_1226"
                     /old_locus_tag="BA1226"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25184.1"
                     /db_xref="Pathema:BA_1226"
                     /translation="MSAAEKTILFVTCINDSKMYAQCVRHILRLAVPPGYVVQFMPIR
                     NAKSMTSGYNQAISHPAKYKVYIHQDVFIMNVAFLHGLLQLFNEHEHLGMIGMIGAQY
                     VPPNGVWNEGKGVVGKVIGYMNDLFYMASQEQPYHESKTFMPVECIDGLLMATQYDIP
                     WREDLFDGFDYYDVSQSFEFRKAGYTVGVPVQRDAWCIHYHIDVNMTNYEKYRKIFVE
                     HYMSDVNQDE"
     gene            1186347..1187027
                     /locus_tag="BA_1227"
                     /old_locus_tag="BA1227"
                     /db_xref="Pathema:BA_1227"
     CDS             1186347..1187027
                     /locus_tag="BA_1227"
                     /old_locus_tag="BA1227"
                     /note="identified by similarity to GB:ABK84434.1"
                     /codon_start=1
                     /transl_table=11
                     /product="streptomycin biosynthesis StrF domain protein"
                     /protein_id="AAP25185.1"
                     /db_xref="Pathema:BA_1227"
                     /translation="MKDHTILVVVCINNEELFEQCERQIRNLFVPPGYVVQIFPIRDA
                     KSMASAYNRALSYPAKYKVYIHQDTFLINREMFYTLISLFKDNEKLGLIGVAGAQFLP
                     SNGIWWEGKNLVGKVIEYRRQNYQLLNLDQLFYGNQSFMSVQAIDGLLMATQYDIPWR
                     EDLFQGFHFYDVSQSLEFQKAGYLIGIPNQANLWCIHYNGDEFDADTYEKYRKVFVEH
                     YKDILSPS"
     gene            1187042..1187779
                     /locus_tag="BA_1228"
                     /old_locus_tag="BA1228"
                     /db_xref="Pathema:BA_1228"
     CDS             1187042..1187779
                     /locus_tag="BA_1228"
                     /old_locus_tag="BA1228"
                     /note="identified by similarity to EGAD:7632; match to
                     protein family HMM PF00483"
                     /codon_start=1
                     /transl_table=11
                     /product="putative glucose-1-phosphate
                     thymidylyltransferase"
                     /protein_id="AAP25186.1"
                     /db_xref="Pathema:BA_1228"
                     /translation="MKGIILAGGTGSRLYPITKVTNKHLLPVGRYPMIYHAVYKLKQC
                     DITDIMIITGKEHMGDVVSFLGSGQEFGVSFTYRVQDKAGGIAQALGLCEDFVGNDRM
                     VVILGDNIFSDDIRPYVEEFTNQKEGAKVLLQSVDDPERFGVANIQNRKIIEIEEKPK
                     EPKSSYAVTGIYLYDSKVFSYIKELKPSARGELEITDINNWYLKRGVLTYNEMSGWWT
                     DAGTHVSLQRANALARDINFGKQFNGE"
     gene            1187788..1188333
                     /gene="rfbC"
                     /locus_tag="BA_1229"
                     /old_locus_tag="BA1229"
                     /db_xref="Pathema:BA_1229"
     CDS             1187788..1188333
                     /gene="rfbC"
                     /locus_tag="BA_1229"
                     /old_locus_tag="BA1229"
                     /EC_number="5.1.3.13"
                     /note="identified by similarity to EGAD:8797; match to
                     protein family HMM PF00908; match to protein family HMM
                     TIGR01221"
                     /codon_start=1
                     /transl_table=11
                     /product="dTDP-4-dehydrorhamnose 3,5-epimerase"
                     /protein_id="AAP25187.1"
                     /db_xref="Pathema:BA_1229"
                     /translation="MKVIETNFTDAKLLEPRLFGDDRGFFTESYNKKVLETLGVTHSF
                     VQDNVSYSAEAGTIRGLHFQKNPKAQTKLIQVMQGAIYDVIVDLRKDSPTFKQWRGYI
                     LSADNHRQLLVPKGFAHGFCTLVPHTIVMYKVDEYYSADHDSGVLWNDKELAIPWPVT
                     SPILSDKDRILPLLQECEDSF"
     gene            1188350..1189318
                     /gene="rfbB"
                     /locus_tag="BA_1230"
                     /old_locus_tag="BA1230"
                     /db_xref="Pathema:BA_1230"
     CDS             1188350..1189318
                     /gene="rfbB"
                     /locus_tag="BA_1230"
                     /old_locus_tag="BA1230"
                     /EC_number="4.2.1.46"
                     /note="identified by match to protein family HMM PF01073;
                     match to protein family HMM PF01370; match to protein
                     family HMM PF02719; match to protein family HMM PF04321;
                     match to protein family HMM PF07993; match to protein
                     family HMM TIGR01181"
                     /codon_start=1
                     /transl_table=11
                     /product="dTDP-glucose 4,6-dehydratase"
                     /protein_id="AAP25188.1"
                     /db_xref="Pathema:BA_1230"
                     /translation="MNILVTGGAGFIGSNFVHYMLQSYETYKIINFDALTYSGNLNNV
                     KSIQDHPNYYFVKGEIQNGELLEHVIKERDVQVIVNFAAESHVDRSIENPIPFYDTNV
                     IGTVTLLELVKKYPHIKLVQVSTDEVYGSLGKTGRFTEETPLAPNSPYSSSKASADMI
                     ALAYYKTYQLPVIVTRCSNNYGPYQYPEKLIPLMVTNALEGKKLPLYGDGLNVRDWLH
                     VTDHCSAIDVVLHKGRVGEVYNIGGNNEKTNVEVVEQIITLLGKTKKDIEYVTDRLGH
                     DRRYAINAEKMKNEFDWEPKYTFEQGLQETVQWYEKNEEWWKPLKK"
     gene            1189330..1190184
                     /gene="rfbD"
                     /locus_tag="BA_1231"
                     /old_locus_tag="BA1231"
                     /db_xref="Pathema:BA_1231"
     CDS             1189330..1190184
                     /gene="rfbD"
                     /locus_tag="BA_1231"
                     /old_locus_tag="BA1231"
                     /EC_number="1.1.1.133"
                     /note="identified by match to protein family HMM PF01073;
                     match to protein family HMM PF01370; match to protein
                     family HMM PF02719; match to protein family HMM PF04321;
                     match to protein family HMM PF07993; match to protein
                     family HMM TIGR01214"
                     /codon_start=1
                     /transl_table=11
                     /product="dTDP-4-dehydrorhamnose reductase"
                     /protein_id="AAP25189.1"
                     /db_xref="Pathema:BA_1231"
                     /translation="MKERVIITGANGQLGKQLQEELNPEEYDIYPFDKKLLDITNISQ
                     VQQVVQEIRPHIIIHCAAYTKVDQAEKERDLAYVINAIGARNVAVASQLVGAKLVYIS
                     TDYVFQGDRPEGYDEFHNPAPINIYGASKYAGEQFVKELHNKYFIVRTSWLYGKYGNN
                     FVKTMIRLGKEREEISVVADQIGSPTYVADLNVMINKLIHTSLYGTYHVSNTGSCSWF
                     EFAKKIFSYANMKVNVLPVSTEEFGAAAARPKYSIFQHNMLRLNGFLQMPSWEEGLER
                     FFIETKSH"
     gene            1190293..1191063
                     /gene="fabI"
                     /locus_tag="BA_1232"
                     /old_locus_tag="BA1232"
                     /db_xref="Pathema:BA_1232"
     CDS             1190293..1191063
                     /gene="fabI"
                     /locus_tag="BA_1232"
                     /old_locus_tag="BA1232"
                     /EC_number="1.3.1.9"
                     /note="identified by similarity to OMNI:SA1016"
                     /codon_start=1
                     /transl_table=11
                     /product="enoyl-(acyl-carrier-protein) reductase"
                     /protein_id="AAP25190.1"
                     /db_xref="Pathema:BA_1232"
                     /translation="MELLQGKTFVVMGVANQRSIAWGIARSLHNAGAKLIFTYAGERL
                     ERNVRELADTLEGQESLVLPCDVTNDEELTACFETIKQEVGTIHGVAHCIAFANRDDL
                     KGEFVDTSRDGFLLAQNISAFSLTAVAREAKKVMTEGGNILTLTYLGGERVVKNYNVM
                     GVAKASLEASVKYLANDLGQHGIRVNAISAGPIRTLSAKGVGDFNSILREIEERAPLR
                     RTTTQEEVGDTAVFLFSDLARGVTGENIHVDSGYHILG"
     gene            1191204..1191752
                     /locus_tag="BA_1233"
                     /old_locus_tag="BA1233"
                     /db_xref="Pathema:BA_1233"
     CDS             1191204..1191752
                     /locus_tag="BA_1233"
                     /old_locus_tag="BA1233"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25191.1"
                     /db_xref="Pathema:BA_1233"
                     /translation="MEVGGTSVKNKNKSSTVGKPLLYIAQVSLELAAPKIKRIILTNF
                     ENEDRKEESNRNENVVSSAVEEVIEQEEQQQEQEQEQEEQVEEKTEEEEQVQEQQEPV
                     RTVPYNKSFKDMNNEEKIHFLLNRPHYIPKVRCRIKTATISYVGSIISYRNGIVAIMP
                     PNSMRDIRLSIEEIKSIDMAGF"
     gene            complement(1191813..1192271)
                     /gene="exsY"
                     /locus_tag="BA_1234"
                     /old_locus_tag="BA1234"
                     /db_xref="Pathema:BA_1234"
     CDS             complement(1191813..1192271)
                     /gene="exsY"
                     /locus_tag="BA_1234"
                     /old_locus_tag="BA1234"
                     /note="identified by similarity to RF:YP_082716.1"
                     /codon_start=1
                     /transl_table=11
                     /product="exosporium protein Y"
                     /protein_id="AAP25192.1"
                     /db_xref="Pathema:BA_1234"
                     /translation="MSCNENKHHGSSHCVVDVVKFINELQDCSTTTCGSGCEIPFLGA
                     HNTASVANTRPFILYTKAGAPFEAFAPSANLTSCRSPIFRVESVDDDSCAVLRVLSVV
                     LGDSSPVPPTDDPICTFLAVPNARLVSTSTCITVDLSCFCAIQCLRDVTI"
     gene            1192324..1192755
                     /locus_tag="BA_1235"
                     /old_locus_tag="BA1235"
                     /db_xref="Pathema:BA_1235"
     CDS             1192324..1192755
                     /locus_tag="BA_1235"
                     /old_locus_tag="BA1235"
                     /note="identified by similarity to EGAD:108096; match to
                     protein family HMM PF07098"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25193.1"
                     /db_xref="Pathema:BA_1235"
                     /translation="MRRFGHNLKTFFLNRRKRIREGGIMLFTSWLLFFIFALAAFRLT
                     RLIVYDKITGFLRRPFIDELEITEPDGSVSTFTKVKGKGLRKWIGELLSCYWCTGVWV
                     SAFLLVLYNWIPIVAEPLLALLAIAGAAAIIETITGYFMGE"
     gene            1192857..1193042
                     /locus_tag="BA_1236"
                     /old_locus_tag="BA1236"
                     /db_xref="Pathema:BA_1236"
     CDS             1192857..1193042
                     /locus_tag="BA_1236"
                     /old_locus_tag="BA1236"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25194.1"
                     /db_xref="Pathema:BA_1236"
                     /translation="MFAVSNNPRQNSYDLQQWYHMQQQHQAQQQAYQEQLQQQGFVKK
                     KGCNCGKKKSTIKHYEE"
     gene            complement(1193121..1193624)
                     /gene="exsF"
                     /locus_tag="BA_1237"
                     /old_locus_tag="BA1237"
                     /db_xref="Pathema:BA_1237"
     CDS             complement(1193121..1193624)
                     /gene="exsF"
                     /locus_tag="BA_1237"
                     /old_locus_tag="BA1237"
                     /note="identified by similarity to GB:AAN85821.1"
                     /codon_start=1
                     /transl_table=11
                     /product="exosporium protein F"
                     /protein_id="AAP25195.1"
                     /db_xref="Pathema:BA_1237"
                     /translation="MFSSDCEFTKIDCEAKPASTLPAFGFAFNASAPQFASLFTPLLL
                     PSVSPNPNITVPVINDTVSVGDGIRILRAGIYQISYTLTISLDNSPVAPEAGRFFLSL
                     GTPANIIPGSGTAVRSNVIGTGEVDVSSGVILINLNPGDLIRIVPVELIGTVDIRAAA
                     LTVAQIS"
     gene            complement(1193792..1194262)
                     /gene="cotY"
                     /locus_tag="BA_1238"
                     /old_locus_tag="BA1238"
                     /db_xref="Pathema:BA_1238"
     CDS             complement(1193792..1194262)
                     /gene="cotY"
                     /locus_tag="BA_1238"
                     /old_locus_tag="BA1238"
                     /note="identified by similarity to RF:NP_843710.1"
                     /codon_start=1
                     /transl_table=11
                     /product="spore coat protein Y"
                     /protein_id="AAP25196.1"
                     /db_xref="Pathema:BA_1238"
                     /translation="MSCNCNEDHHHHDCDFNCVSNVVRFIHELQECATTTCGSGCEVP
                     FLGAHNSASVANTRPFILYTKAGAPFEAFAPSANLTSCRSPIFRVESIDDDDCAVLRV
                     LSVVLGDTSPVPPTDDPICTFLAVPNARLISTNTCLTVDLSCFCAIQCLRDVTI"
     gene            complement(1194405..1196378)
                     /locus_tag="BA_1239"
                     /old_locus_tag="BA1239"
                     /db_xref="Pathema:BA_1239"
     CDS             complement(1194405..1196378)
                     /locus_tag="BA_1239"
                     /old_locus_tag="BA1239"
                     /note="identified by similarity to SP:P56255; match to
                     protein family HMM PF00580"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent DNA helicase, UvrD/REP family"
                     /protein_id="AAP25197.1"
                     /db_xref="Pathema:BA_1239"
                     /translation="MEEDADAAYFRALEQQNVFLNEKQLEAVRTTEGPVLTLAGAGSG
                     KTSVLTTRVGYLVNVKQVHPRNILLLTFTQKAAEEIRNRVANLPGMNHAASSYVVAGT
                     FHSVFLKLLRSQGYNQQILANEKHKQIMIKKILKELRLKDAYDAETMLAMISLEKNKL
                     NRPKDVKAKTPVEQEFKEVYERFEEVKQRYNYIDFDDILLETYYMLENNAPLLTQLQQ
                     RFHYIEVDEFQDTSYAQYEIVKLLASPRNNLFIAGDDDQAIYGWRGASHQIILSFPKE
                     FDNTTIIALNTNYRSNPFIVGLGNEVIKLNQERFDKELYSVREEGVQPFYARPATTLD
                     EANQILQLIQEKVDSGERNYKDFCLLYRTHSVSRSLLDQLTIHKIPFIKHGASQSFYE
                     HSLIKPVLDHLRLVIEPFRLESLSNILPTMYIGRDDCISFIEREQWKYGEGRFPSLLH
                     FLLLNPSLKPFQVKKVNERIDFIKFIKELEPKKALKEIIHGKGKYLEYLQSNDRSSFT
                     MHKDIQEEMLEELMESANRFTDIPAYLQFIDEAIQGQKEMEALKTMPQKDAVSLMSIH
                     NAKGLEFPCVFLLGASDGILPHTSSLKDANDRVTETSEALEEERRLLYVAITRAKEEL
                     YISSPQFFRGKKLDISRFLYTVRKDLPEKTSTK"
     gene            complement(1196571..1196993)
                     /locus_tag="BA_1240"
                     /old_locus_tag="BA1240"
                     /db_xref="Pathema:BA_1240"
     CDS             complement(1196571..1196993)
                     /locus_tag="BA_1240"
                     /old_locus_tag="BA1240"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP25198.1"
                     /db_xref="Pathema:BA_1240"
                     /translation="MHAQIVQTDEQLRDAFSVRKQVFVKEQQVSAEEEYDEFEETSIH
                     VVIYDNDVPVGAGRFRTIDGIGKMERICVLASHRKKGIGKIVMDALEAYAKENSLSKL
                     KLHAQTHAEDFYKKLGYVTNSDVFMEANIPHIVMIKEL"
     gene            complement(1196995..1197513)
                     /locus_tag="BA_1241"
                     /old_locus_tag="BA1241"
                     /db_xref="Pathema:BA_1241"
     CDS             complement(1196995..1197513)
                     /locus_tag="BA_1241"
                     /old_locus_tag="BA1241"
                     /note="identified by similarity to EGAD:108107; match to
                     protein family HMM PF02834"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25199.1"
                     /db_xref="Pathema:BA_1241"
                     /translation="MKLGIVIFPSKMIQDKANGLRKRYDPHYALVPPHITLKTPFETQ
                     DEQLESIVNKLHTIASKTNPFTLHVGKVGSFAPVNNVIYFKVEKTPELTFLNEEMHSG
                     FFTQEREYAFVPHLTIGQGLSDAEHADVLGRLRMKDFYYEQPIDRFHLLYQLENGTWT
                     VHETFRLGKGNN"
     gene            complement(1197606..1198337)
                     /locus_tag="BA_1242"
                     /old_locus_tag="BA1242"
                     /db_xref="Pathema:BA_1242"
     CDS             complement(1197606..1198337)
                     /locus_tag="BA_1242"
                     /old_locus_tag="BA1242"
                     /note="identified by similarity to EGAD:108109; match to
                     protein family HMM PF00756"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25200.1"
                     /db_xref="Pathema:BA_1242"
                     /translation="MNQTIGRIEEISFYSASLQEDVTLLVYLPVNYTPLHKHTVVIAQ
                     DGRDYFQLGKAHRVIERLRETEEIDRTIIVGIPYKNVHDRKEKYFPNEVKNAAYIRFL
                     AHELAPYIDENYPTYQMGKGRVLIGDSLGGTVSFMTALMYPHTFGKVVMQSPFVDETV
                     MNLAKDFKNPEALELYHVIGTEETAVKRTDGQVSDFVGPNRELNTLLTDRNFITHYEE
                     FEGNHTWKYWQTDLPKAFSHMLSMK"
     gene            1198541..1199452
                     /locus_tag="BA_1243"
                     /old_locus_tag="BA1243"
                     /db_xref="Pathema:BA_1243"
     CDS             1198541..1199452
                     /locus_tag="BA_1243"
                     /old_locus_tag="BA1243"
                     /note="identified by match to protein family HMM PF00892"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25201.1"
                     /db_xref="Pathema:BA_1243"
                     /translation="MKQERSIALPLAISIIAISFAAVFVKMSSAPSSILSMYRLWIIV
                     LIMLPIVWKKREEFSKIQIKDWGFLIGSGFFLALHFLLWFESLKHTTVASSTIILALQ
                     PIVSLVGGFFLFKERTTYSAIATMGIAILGVVCIGWGDLGLSEQAIYGDILSFLSVIA
                     VVGYLFIGQTTVKKVSHWIYSFTVFAFAGIFMGMYNIVLQVPFTGYTKWDWTVFLLLA
                     VVPTVSHVINNWLLNYVNATTISMSILGEPVGASILAFFLLGERLNAMQMIGSMLVLF
                     GVSVFLLQQEKRTAKDVVNEPVYTQEL"
     gene            1199601..1199996
                     /locus_tag="BA_1244"
                     /old_locus_tag="BA1244"
                     /db_xref="Pathema:BA_1244"
     CDS             1199601..1199996
                     /locus_tag="BA_1244"
                     /old_locus_tag="BA1244"
                     /note="identified by similarity to GP:10173337; match to
                     protein family HMM PF06713"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP25202.1"
                     /db_xref="Pathema:BA_1244"
                     /translation="MEFPSKKDAWLYPILFIVVGACFAPIFAGREYFLLFFTIPLAIL
                     FMWSWFSTKYIVGEETITIRSGFVKKRIFIRDIKQISNTKNPIAAYALSFDRLEIVYG
                     AHQTEIISPKDKEQFINHVKNKNPHIEIK"
     gene            complement(1200021..1200419)
                     /locus_tag="BA_1245"
                     /old_locus_tag="BA1245"
                     /db_xref="Pathema:BA_1245"
     CDS             complement(1200021..1200419)
                     /locus_tag="BA_1245"
                     /old_locus_tag="BA1245"
                     /note="identified by similarity to EGAD:17137"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25203.1"
                     /db_xref="Pathema:BA_1245"
                     /translation="MLAAFQQQQTRKFSPITNTSASCLNIQPNPPKISIAPSVISVIG
                     VHMEKNKLKVRTGQSTELSASVLPMQATNKELIWTNMNADVITLYPKGDTVTITGKSA
                     GRAVVIVTTAEGKFRDLCIIHVQPYMTNPK"
     gene            complement(1200690..1202168)
                     /locus_tag="BA_1246"
                     /old_locus_tag="BA1246"
                     /db_xref="Pathema:BA_1246"
     CDS             complement(1200690..1202168)
                     /locus_tag="BA_1246"
                     /old_locus_tag="BA1246"
                     /note="identified by similarity to SP:O06493; match to
                     protein family HMM PF00474; match to protein family HMM
                     TIGR00813; match to protein family HMM TIGR02121"
                     /codon_start=1
                     /transl_table=11
                     /product="sodium/proline symporter family protein"
                     /protein_id="AAP25204.1"
                     /db_xref="Pathema:BA_1246"
                     /translation="MSTQMLTLTSISIYMLGMLVIGYFAYKRTSNLTDYMLGGRTLGP
                     AVTALSAGASDMSGWLLMGLPGAMFSVGLSSSWIAIGLTLGAYANWLYVAPRLRTYSE
                     IANNSITIPEFLEHRFQDKSHMLRLVSGLVIMIFFTFYVASGLVSGAVLFENSFGMNY
                     HVGLFIVAGVVVAYTLFGGFLAVSWTDFVQGIIMVIALILVPTVTIMNVNGLGPAFST
                     IKSIDPTLLDIFKGTSVLGIISLFAWGLGYVGQPHIIVRFMAISSVKEIKSARRIGMS
                     WMIFSVVGAMFTGLIGIAYYSDKGLKLSNPETIFLELGKILFHPLITGFLLAAILAAI
                     MSTISSQLLVTSSAITEDLYRTFFKRSASDKELVFVGRMAVLVIALVGCALAFKQNDT
                     ILALVGYAWAGFGSSFGPAILLSLYWKRMTKWGALAGMISGAATVIIWTQFKFLKEFL
                     YEMIPGFTISLLVIVIVSLLTQPSKEIEEQFENFEKQHSDNL"
     gene            1202460..1202648
                     /locus_tag="BA_1247"
                     /old_locus_tag="BA1247"
                     /db_xref="Pathema:BA_1247"
     CDS             1202460..1202648
                     /locus_tag="BA_1247"
                     /old_locus_tag="BA1247"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25205.1"
                     /db_xref="Pathema:BA_1247"
                     /translation="MQLKKMQALMKKSTHDEHVRELMVGANQYGIDVEWASELPNRNE
                     RSRLWRHDLIDTRDTYCF"
     gene            1203055..1204470
                     /gene="trpE"
                     /locus_tag="BA_1248"
                     /old_locus_tag="BA1248"
                     /db_xref="Pathema:BA_1248"
     CDS             1203055..1204470
                     /gene="trpE"
                     /locus_tag="BA_1248"
                     /old_locus_tag="BA1248"
                     /EC_number="4.1.3.27"
                     /note="identified by match to protein family HMM PF00425;
                     match to protein family HMM PF04715; match to protein
                     family HMM TIGR00564"
                     /codon_start=1
                     /transl_table=11
                     /product="anthranilate synthase component I"
                     /protein_id="AAP25206.1"
                     /db_xref="Pathema:BA_1248"
                     /translation="MTKEEFIKQKEQRKTFLVIAEEEGDSITPISLYRRMKGKKKFLL
                     ESSQLHQDKGRYSYLGCNPYGEVKSVGTEVERTIYGRAEKLQSNVLQVLEEIIAPSQV
                     DSPFPFCGGAVGYIGYDVIRQYENIGADLHDPLNIPEVHLLLYREFIVYDHLRQKLSF
                     VYVCREDDSADYEEVYERLRVYKEEVLQGEEAEVTEIRSTLSFTSSITEREFCVMVET
                     AKEHIGAGDIFQVVLSQRLQSECIGDPFALYRKLRIANPSPYMFYIDFQDYVVLGSSP
                     ESLLSVREDKVMTNPIAGTRPRGKTKEEDTEIEKELLENEKERAEHMMLVDLGRNDIG
                     RVSEIGSVTIDKYMKVEKYSHVMHIVSEVYGTLRKQMSGFDALAYCLPAGTVSGAPKI
                     RAMEIINELENEKRNVYAGAVGYVSFSGNLDMALAIRTMVVKDEKAYVQAGAGIVYDS
                     DPVAEYEETLNKARALLEVMK"
     gene            1204467..1205054
                     /locus_tag="BA_1249"
                     /old_locus_tag="BA1249"
                     /db_xref="Pathema:BA_1249"
     CDS             1204467..1205054
                     /locus_tag="BA_1249"
                     /old_locus_tag="BA1249"
                     /note="identified by similarity to SP:P28819; match to
                     protein family HMM PF00117; match to protein family HMM
                     TIGR00566"
                     /codon_start=1
                     /transl_table=11
                     /product="anthranilate synthase, glutamine
                     amidotransferase component"
                     /protein_id="AAP25207.1"
                     /db_xref="Pathema:BA_1249"
                     /translation="MIVLIDNYDSFTYNLYQLLGEYEEEIVVVRNDQITIEQLEEMNP
                     KGIVLSPGPGKPEEAGICIEVIRHFYKNVPILGICLGHQAIISAFGGEIVRAERIKHG
                     KTSRAKHNGTSIFSYVTQPLTAMRYHSLVAAQTSLPQCFDILATAMDDGEIMAVRHNY
                     YPLFGLQFHPESIATEEGGKLIRAFLGEVKEEERV"
     gene            1205051..1206076
                     /gene="trpD"
                     /locus_tag="BA_1250"
                     /old_locus_tag="BA1250"
                     /db_xref="Pathema:BA_1250"
     CDS             1205051..1206076
                     /gene="trpD"
                     /locus_tag="BA_1250"
                     /old_locus_tag="BA1250"
                     /EC_number="2.4.2.18"
                     /note="identified by match to protein family HMM PF00591;
                     match to protein family HMM PF02885; match to protein
                     family HMM TIGR01245"
                     /codon_start=1
                     /transl_table=11
                     /product="anthranilate phosphoribosyltransferase"
                     /protein_id="AAP25208.1"
                     /db_xref="Pathema:BA_1250"
                     /translation="MNNYLRKLVEGQHLTEEEMYKAGLLLLNENILESEIAAFLVLLK
                     AKGETAEEIYGLVRALREKALPFSNHIQGAMDNCGTGGDGAQTFNISTTSAFVLAGAG
                     VKVAKHGNRAVSSKTGSADLLEELGVNISSTPNEIDYLLEHVGIAFLFAPAMHPALKR
                     IMKIRKELNVPTIFNLIGPLTNPVNLETQFVGIYKRDMLLPVAQVLQKLGRKQALVVN
                     GSGFLDEASLQGENHVVILKDNEIVETSIEPEKYGFSIVKNEEIRGGNSKENAKITLG
                     VLSGEKSVYRDTVLFNAGLALFANGKAKTIEEGITLAAHSIDSGKALAKLNLLIAASN
                     EELERVN"
     gene            1206078..1206839
                     /locus_tag="BA_1251"
                     /old_locus_tag="BA1251"
                     /db_xref="Pathema:BA_1251"
     CDS             1206078..1206839
                     /locus_tag="BA_1251"
                     /old_locus_tag="BA1251"
                     /note="identified by similarity to OMNI:NTL01BS02262;
                     match to protein family HMM PF00218"
                     /codon_start=1
                     /transl_table=11
                     /product="indole-3-glycerol phosphate synthase"
                     /protein_id="AAP25209.1"
                     /db_xref="Pathema:BA_1251"
                     /translation="MGTILDKIVNQKKKEVAALYETYTPVKEKRKTRSLVKALEQFTV
                     IAEVKRASPSKGDINLHVDVRKQVKTYEECGAGAVSVLTDGQFFKGSFYDLQTAREES
                     SIPLLCKDFIIDKIQIDRAYEAGADIILLIVAALTKEKLKELYSYVLEKGLEAIVEVH
                     DEQELEIAIQLNPHVIGINNRNLKTFEVDLSQTEKLGKRLNEEKLLWISESGIHSKED
                     IIRVKRAGAKGVLVGEALMTSSSIHTFFEDCKVNI"
     gene            1206836..1207450
                     /gene="trpF"
                     /locus_tag="BA_1252"
                     /old_locus_tag="BA1252"
                     /db_xref="Pathema:BA_1252"
     CDS             1206836..1207450
                     /gene="trpF"
                     /locus_tag="BA_1252"
                     /old_locus_tag="BA1252"
                     /EC_number="5.3.1.24"
                     /note="identified by similarity to SP:Q56320; match to
                     protein family HMM PF00697"
                     /codon_start=1
                     /transl_table=11
                     /product="N-(5'phosphoribosyl)anthranilate isomerase"
                     /protein_id="AAP25210.1"
                     /db_xref="Pathema:BA_1252"
                     /translation="MKVKICGITDMETAKRACEYGADALGFVFAESKRKITPGLAKEI
                     IQELPANVLKIGVFVNESVEVIQKITGNCGLTHVQLHGGEDNHQIRRLNIPSIKSLGV
                     TSESDMKNAQGYETDYILFDSPKEKFHGGNGKTFPWELLAHMPKELREKTILAGGLNT
                     LNIEEAIRTVRPYMVDVSSGVETEGKKDVEKIKQFIIKAKECSK"
     gene            1207447..1208640
                     /gene="trpB"
                     /locus_tag="BA_1253"
                     /old_locus_tag="BA1253"
                     /db_xref="Pathema:BA_1253"
     CDS             1207447..1208640
                     /gene="trpB"
                     /locus_tag="BA_1253"
                     /old_locus_tag="BA1253"
                     /EC_number="4.2.1.20"
                     /note="identified by match to protein family HMM PF00291;
                     match to protein family HMM TIGR00263"
                     /codon_start=1
                     /transl_table=11
                     /product="tryptophan synthase, beta subunit"
                     /protein_id="AAP25211.1"
                     /db_xref="Pathema:BA_1253"
                     /translation="MNYAYPDEKGHYGIYGGRYVPETLMQSVLELEEAYKEAMEDEAF
                     QKELNHYLKTYVGRETPLYFAENMTEYCGGAKIYLKREDLNHTGAHKINNTIGQALLA
                     VRMGKKKVVAETGAGQHGVATATVCALLGLECVIFMGEEDVRRQKLNVFRMELLGAKV
                     ESVAAGSGTLKDAVNEALRYWVSHVHDTHYIMGSVLGPHPFPQIVRDFQSVIGNETKK
                     QYEALEGKLPEAVVACIGGGSNAMGMFYPFVHDEEVALYGVEAAGKGVHTEKHAATLT
                     KGSVGVLHGSMMYLLQNEEGQIQEAHSISAGLDYPGVGPEHSLLKDIGRVSYHSITDD
                     EALEAFQLLTKKEGIIPALESSHAVAYALKLAPQMKEDEGLVICLSGRGDKDVESIKR
                     YMEEV"
     gene            1208644..1209420
                     /gene="trpA"
                     /locus_tag="BA_1254"
                     /old_locus_tag="BA1254"
                     /db_xref="Pathema:BA_1254"
     CDS             1208644..1209420
                     /gene="trpA"
                     /locus_tag="BA_1254"
                     /old_locus_tag="BA1254"
                     /EC_number="4.2.1.20"
                     /note="identified by match to protein family HMM PF00290;
                     match to protein family HMM TIGR00262"
                     /codon_start=1
                     /transl_table=11
                     /product="tryptophan synthase, alpha subunit"
                     /protein_id="AAP25212.1"
                     /db_xref="Pathema:BA_1254"
                     /translation="MGVERIKAAFENGKKAFIPYVMGGDGGLEILKERIRFLDEAGAS
                     IVEIGIPFSDPVADGPTIQRAGKRALDSGVTVKGIFQALIEVRKEVQIPFVLMTYLNP
                     VLAFGKERFIENCMEAGVDGIIVPDLPYEEQDIIAPLLREANIALIPLVTVTSPIERI
                     KKITSESEGFVYAVTVAGVTGVRQNFKDEIHSYLEKVKSHTHLPVVAGFGISTKEHVE
                     EMVTICDGVVVGSKVIELLENEKREEICEFIQATKQKEEA"
     gene            1209495..1209854
                     /locus_tag="BA_1255"
                     /old_locus_tag="BA1255"
                     /db_xref="Pathema:BA_1255"
     CDS             1209495..1209854
                     /locus_tag="BA_1255"
                     /old_locus_tag="BA1255"
                     /note="identified by similarity to OMNI:SA1631"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25213.1"
                     /db_xref="Pathema:BA_1255"
                     /translation="MLRRKLLYLLLTVPLYAWLISMTKIELMALFLGYVFIFSNLNRI
                     QEQSILEICIFSISIELFSIVSIILLNELFRWIHSFELMKFGNVVLQVICAYIVFVVL
                     DKIVGQQTVFQDNRKWE"
     gene            1209969..1211468
                     /locus_tag="BA_1256"
                     /old_locus_tag="BA1256"
                     /db_xref="Pathema:BA_1256"
     CDS             1209969..1211468
                     /locus_tag="BA_1256"
                     /old_locus_tag="BA1256"
                     /note="identified by similarity to EGAD:8633"
                     /codon_start=1
                     /transl_table=11
                     /product="putative L-lactate permease"
                     /protein_id="AAP25214.1"
                     /db_xref="Pathema:BA_1256"
                     /translation="MAILLALIPIMMIFICLFLFKQTSLRSSLISYAVCVGIVLLSPT
                     FQLGISETVHATIKGWLICFIVGYVLFFGIFLFHLMNKRGYIDQVARFLEEVTHDRLL
                     QMLLMCFGICPLIESVSGFGIGFMVAAPIFLSLDYKPFQAVLLSFIGLLASSWGAMAT
                     GTIIGSQLINMPLTTLGTNTALLSIPMFAYFVILSLHVVGGWQAVIEKWKEGFGFFLL
                     FSLGIYLSNAYVSVELAGILSSIVTITFGFLIIKVKGKSGQNLMTEHAAATEREVSII
                     KIISPYIFLTVCILLSRLVPALHDVFRSYAVLDLKSYSYKLEMLYSPGFWLGMTCLFT
                     IIFFRIPSHIMKQSLLQTIKQWIPFAITTTMFIAISELMGASGMHSLLAKTAGDTFGT
                     FFVFVAPFIGGIGGFLTGSNAGSNAMFIKLQMQTAQNVALPWQYVTTLQNTASSVATI
                     ACPSRITLGAYLCNILYRENELLKKTTLMIFGAVLLIVVEVIFWYMLRN"
     gene            1211560..1212243
                     /locus_tag="BA_1257"
                     /old_locus_tag="BA1257"
                     /db_xref="Pathema:BA_1257"
     CDS             1211560..1212243
                     /locus_tag="BA_1257"
                     /old_locus_tag="BA1257"
                     /note="identified by similarity to GP:17428563"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25215.1"
                     /db_xref="Pathema:BA_1257"
                     /translation="MALKNYGVLKGTAIQSKMGKGKTPHYQVHLQGEAEVDYRIAINV
                     KSQSYPSEVLYFASDNIRSEAIHILPTLPFGFTEIKNNEPKVALDYVRGNVFDSKQMI
                     PLPAEKAGVDNDLNEKIERYIKRAIEEKAIIYAFGERWGPEENTPDSYFHFEPGNGIH
                     DIHMNQGNVEKWKGDNGIWQDGGILIQFEKEEEWVGIFLAFQSQSWCTDEEGHARVPV
                     EHCDYKRNN"
     gene            complement(1212258..1213091)
                     /locus_tag="BA_1258"
                     /old_locus_tag="BA1258"
                     /db_xref="Pathema:BA_1258"
     CDS             complement(1212258..1213091)
                     /locus_tag="BA_1258"
                     /old_locus_tag="BA1258"
                     /note="identified by similarity to GP:15025457"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25216.1"
                     /db_xref="Pathema:BA_1258"
                     /translation="MELVNSIFQILLTSVIQLFSLIGVIIVIGFLLGYLESLTRMYWS
                     RAFGRKGFLLTAWIGVPIHELGHAIMCVLFRHKIVATQFFPTDTSQGALGYVQHQYNQ
                     KSVYQRIGNFFIGIGPIISGITALILLMRYFVPDSYFLFNTALEKTIATTSINLEMLQ
                     NMLLSTFVLLKSLFTIGNLLNPSFWLFLFIAICISAHIALSKPDIKGSIDGVIVMFIV
                     LFLFNIIAGLFQYDSNQLIGKLMKYNMYLIAFSSVALLFSCISTLVSFGFYKIRGGRS
                     F"
     gene            1213288..1214073
                     /locus_tag="BA_1259"
                     /old_locus_tag="BA1259"
                     /db_xref="Pathema:BA_1259"
     CDS             1213288..1214073
                     /locus_tag="BA_1259"
                     /old_locus_tag="BA1259"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25217.1"
                     /db_xref="Pathema:BA_1259"
                     /translation="MKCLACHTENATEAKFCGNCGHSLTEGAVASSSQEEGEQQVRVE
                     QAKETRPNETVEKAKRFASGYFQFFKHAFKAPTAIMKSGKVEVRNGIVSLVLICFLGA
                     CIFYRMMSAGAALTRTLAPDLSTPSFFGDSITVFLFLLILTLFVGFIIFVSGKMMKSS
                     FSFLEVFGVWGTIATPAIAILVLSFLFSFLLIFFLPILLGLATTYMSISIIVAIVKLD
                     NGGLDLIYTLLIANVLIGIATFIVLWSYISTIIQTFTQGFTGF"
     gene            1214471..1214575
                     /locus_tag="BA_1260"
                     /old_locus_tag="BA1260"
                     /db_xref="Pathema:BA_1260"
     CDS             1214471..1214575
                     /locus_tag="BA_1260"
                     /old_locus_tag="BA1260"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25218.1"
                     /db_xref="Pathema:BA_1260"
                     /translation="MTLLDPPDVLACICDKGPDVNAASEWGGTTILSA"
     gene            1214651..1214875
                     /locus_tag="BA_1261"
                     /old_locus_tag="BA1261"
                     /db_xref="Pathema:BA_1261"
     CDS             1214651..1214875
                     /locus_tag="BA_1261"
                     /old_locus_tag="BA1261"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25219.1"
                     /db_xref="Pathema:BA_1261"
                     /translation="MDLPACDAEANWVAFQISCANVSSLDSQARALYIVALMENSWSS
                     ETAGFGSFGSCGSSGRWARRPAHIYFTYFQ"
     gene            1214954..1215049
                     /locus_tag="BA_1262"
                     /old_locus_tag="BA1262"
                     /db_xref="Pathema:BA_1262"
     CDS             1214954..1215049
                     /locus_tag="BA_1262"
                     /old_locus_tag="BA1262"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25220.1"
                     /db_xref="Pathema:BA_1262"
                     /translation="MKMKFSFFTIEVGVISIKYGKRKEYVKKKEW"
     gene            1215051..1216385
                     /locus_tag="BA_1263"
                     /old_locus_tag="BA1263"
                     /db_xref="Pathema:BA_1263"
     CDS             1215051..1216385
                     /locus_tag="BA_1263"
                     /old_locus_tag="BA1263"
                     /note="identified by match to protein family HMM PF00070;
                     match to protein family HMM PF02852; match to protein
                     family HMM PF07992"
                     /codon_start=1
                     /transl_table=11
                     /product="pyridine nucleotide-disulfide oxidoreductase,
                     class I"
                     /protein_id="AAP25221.1"
                     /db_xref="Pathema:BA_1263"
                     /translation="MNYVIIGGDAAGMSAAMQIVRNDENANVVTLEKGEIYSYAQCGL
                     PYVISGAIASTEKLIARNVKTFRDKYGIDAKVRHEVTKVDTEKKIVYAEHTKTKDVFE
                     FSYDRLLIATGVRPVMPEWEGRDLQGVHLLKTIPDAERILKTLETNKVEDVTIIGGGA
                     IGLEMAETFVELGKKVRMIERNDHIGTIYDGDMAEYIYKEADKHHIEILTNENVKAFK
                     GNERVEAVETDKGTYKADLVLVSVGVKPNTDFLEGTNIRTNHKGAIEVNAYMQTNVQD
                     VYAAGDCATHYHVIKEIHDHIPIGTTANKQGRLAGLNMLDKRRAFKGTLGTGIIKFMN
                     LTLARTGLNEKEAKGLHIPYKTVKVDSTNMAGYYPNAKPLYLKLLYRSDTKQLLGGQV
                     IGEEGVDKRIDVIAMALFNKMSIHDLEDVDLSYAPPYNSVWDPIQQAARRAE"
     gene            1216487..1216978
                     /locus_tag="BA_1264"
                     /old_locus_tag="BA1264"
                     /db_xref="Pathema:BA_1264"
     CDS             1216487..1216978
                     /locus_tag="BA_1264"
                     /old_locus_tag="BA1264"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP25222.1"
                     /db_xref="Pathema:BA_1264"
                     /translation="MFITLQAVQESEKEILRNLYALYLHDLSTFTPHITIGANGFFEF
                     EDLHMFWVNDGITPYFIKGDNDIVGFLLLLERPFLKKENDFSIHDIFILNQYKGKGIG
                     KQVIKNVLKEKRGQYFVIELVKNVPAVSFWKKVYRELNIEFDEKIQLIDDEECLVQMF
                     KIQ"
     gene            1217123..1217533
                     /locus_tag="BA_1265"
                     /old_locus_tag="BA1265"
                     /db_xref="Pathema:BA_1265"
     CDS             1217123..1217533
                     /locus_tag="BA_1265"
                     /old_locus_tag="BA1265"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25223.1"
                     /db_xref="Pathema:BA_1265"
                     /translation="MAINMKTIEEWIAESNARHEEDFGNVVEEMKEVCIGLDNATLIY
                     TKNVFCFGKKVEVLFFFQDHVVIGQEKNEYVEIEKLKYDAITHSNLKTNDKNTTLELK
                     FANGQSINLDSLNDNYGTKNWLFARQIKSIFKLI"
     gene            complement(1217565..1219106)
                     /locus_tag="BA_1266"
                     /old_locus_tag="BA1266"
                     /db_xref="Pathema:BA_1266"
     CDS             complement(1217565..1219106)
                     /locus_tag="BA_1266"
                     /old_locus_tag="BA1266"
                     /note="identified by similarity to GP:17134021; match to
                     protein family HMM TIGR03605"
                     /codon_start=1
                     /transl_table=11
                     /product="SagB-type dehydrogenase domain protein"
                     /protein_id="AAP25224.1"
                     /db_xref="Pathema:BA_1266"
                     /translation="MQLDTFLHHLHFSIDEIMPNHEIDWEDAPLPYKLYRNLPIIPLS
                     LEIPLSLPNSSTTPTLDEIGHYLWCSFGLTQLCQLNSEKILFRRSIPSGGALYPNELY
                     IYLKIDDYPDGIYHYDAAHHRLILLREGNFDSYITEALGNRCNIQSCFGAAFVSTMFW
                     KNFFKYNNFSYRLQGLDSGVLIGQLLECAKQFGYTNGVYFQFLDRAINHLLGLSEGEE
                     SVYAVVPFSTEPQFNWFHNDYREIKTVTSHELLQQIPPLAHEHFVRSKYVNEYPMITK
                     INEASMIESTAQFQTLAHEEYYQHHAHAVQLPKVERLSYDFLQLCRKRYSPDADFILT
                     KWDAAELATLLQEASLSFPYSNDLDGTYVNENARVSLYGCFYNVKDIKNGAYAYNSKT
                     HSIQPIRYGDLRYPLQSSMTMDNINLFQVPLCLHVVGKKDYYTNALGYRGYRIHQMEA
                     GILVHKLVFAATAMGMGGHPLLSFDTNSCDQLYGIDAGNETSLIQIPVGAYRARNWLK
                     GDLRN"
     gene            complement(1219123..1221072)
                     /locus_tag="BA_1267"
                     /old_locus_tag="BA1267"
                     /db_xref="Pathema:BA_1267"
     CDS             complement(1219123..1221072)
                     /locus_tag="BA_1267"
                     /old_locus_tag="BA1267"
                     /note="identified by similarity to EGAD:106470; match to
                     protein family HMM PF02624; match to protein family HMM
                     TIGR03604"
                     /codon_start=1
                     /transl_table=11
                     /product="bacteriocin biosynthesis docking scaffold, SagD
                     family"
                     /protein_id="AAP25225.1"
                     /db_xref="Pathema:BA_1267"
                     /translation="MTQNILLIGDGILADYVHDQLYKQYSIIRQHTIADELPENIDLA
                     LVLHDGSPSTIHHDAELTFRSNHIPWLRGFTSFGEGIIGPYIHPPAAGCTHCADGRRF
                     IAGFDQKEMWELQRKYAVKEENVTRRDVRATQNGILQMCHLICAETEKILTHNHPSLE
                     NELILLNLQTLQCTRHSFLPDPICPVCSNLPDDTADAAAISLQPSLKTSDATYRCRSI
                     HELNTFLTKDYLDYRVGMLNGKMQHSLLPFADVIINMPLMFGNEGVAGRTHSFAISET
                     TAILEGLERYCGMSPRGKKTNVYGSFHDVENHALNPLTLGVHTNEHYNRDGFPFKPFD
                     PDYEQNWVWGYSLSQNRPILVPESIAYYSLGHRDACVYETSNGCAIGGSLEEAIFHGI
                     LEIVERDAFLLTWYAELPLPRLDLSSAHDTELQLMIQRLYTITGYELHAFNATMEHGI
                     PSLWVIAKNTRENGMNVVCAGGSHLDPVRALKSAIHEIAGMLLITDDELEEKREYYEN
                     CLQDPYLVNKMEDHSMLYGLKEAEERLHFLLRGDAPVQTFQEMNALQSVDLDLTSDLH
                     QLLNRLGQSGLEVIVVDQTVPLIEKNGLHCVKVIIPGMLPMTFGHHLTRLTGLDRVYT
                     VPMTLGYTDEPLTTEQLNPHPHPFP"
     gene            complement(1221069..1222988)
                     /locus_tag="BA_1268"
                     /old_locus_tag="BA1268"
                     /db_xref="Pathema:BA_1268"
     CDS             complement(1221069..1222988)
                     /locus_tag="BA_1268"
                     /old_locus_tag="BA1268"
                     /note="identified by match to protein family HMM
                     TIGR03693"
                     /codon_start=1
                     /transl_table=11
                     /product="putative thiazole-containing bacteriocin
                     maturation protein"
                     /protein_id="AAP25226.1"
                     /db_xref="Pathema:BA_1268"
                     /translation="MSNLPAHAKLKANKDTFFLPDSNGGVYFRNNASSFRMDGDGIYN
                     WIEKLMPMFNGNYSLAEITDGLPLPYQNRVFEIGEILYTNGFVRDVSQDAPHELNSAL
                     LDRYASQIEFLEADSHSGALKFETYRNANVLIIGSGDMLTSLVSSLLESGLPTFHYLV
                     TDYEETNYDRIHELVELAHEVDDAVLVQEIDTTIDRPLHEVFEPFDWVLYVSQNGDIE
                     GLRAVHAICKEIGKNFIPAVCLSTVGLAGPVVTTNREECWESAWHRLHETTLQNENSS
                     AAFSPITSAMLANIIVFELFKHVADDSHREKNPQFFLLNYETLEGTWHPFIKHPLATD
                     ESFTIDTIENLSEKLEHRSNQHTSTDLFRFFDSLTSKETGIFHVWDEQDLHQLPLSQC
                     HIQVATPLSDGPASLLPLITCSGLTHNEARREAGLVGIETYVAEIMHRLIPEHNDIGI
                     GAGETMTEGVYRALQQHLNNKLYERQSHMLEEITTVDLTDIHDKNCRFYYDALATIHE
                     APKIAVSEEILSFPVVWVGINDRWYGASNINTTLALRSALQLSLLHIQNEETPYRANI
                     LPESSIILYDTDSFRLEIQAEEEIPSTQSVQLALQHLEEHHFYPFVFDLAIESFLKEN
                     LDGVYGVLIAKEDGL"
     gene            complement(1223113..1224369)
                     /gene="odhB"
                     /locus_tag="BA_1269"
                     /old_locus_tag="BA1269"
                     /db_xref="Pathema:BA_1269"
     CDS             complement(1223113..1224369)
                     /gene="odhB"
                     /locus_tag="BA_1269"
                     /old_locus_tag="BA1269"
                     /EC_number="2.3.1.61"
                     /note="identified by match to protein family HMM PF00198;
                     match to protein family HMM PF00364; match to protein
                     family HMM PF02817; match to protein family HMM TIGR01347"
                     /codon_start=1
                     /transl_table=11
                     /product="2-oxoglutarate dehydrogenase, E2 component,
                     dihydrolipoamide succinyltransferase"
                     /protein_id="AAP25227.1"
                     /db_xref="Pathema:BA_1269"
                     /translation="MIEIKVPELAESITEGTISQWLLNVGDKVEKGGSVVELETDKVN
                     VEIIAEDSGIVSKLLGEPGDTVEVGATIAILDANGAPVAVSTPAPAEQSKQETAEAPK
                     AAAPSAEQTATLQGLPNTNRPIASPAARKMARELGIDLNDVRSTDPLGRVRPHDVQAH
                     AAAPKEAPAAPKSPAPAPVAKTEFEKPVERVKMSRRRQTIAKRLVEVQQTSAMLTTFN
                     EVDMTAIMELRKERKDAFEKKHDVRLGFMSFFTKAVVAALKQFPLLNAEIQGDELIIK
                     KFYDIGIAVAAPDGLVVPVVRDANQLNFAEIESEIRELGKKARDNKLSLKELQGGTFT
                     ITNGGVFGSLMSTPILNSPQVGILGMHKIQVRPVAIDNERMENRPMMYIALSYDHRIV
                     DGKEAVSFLVAVKDMLEDPKSLLLEG"
     gene            complement(1224505..1227372)
                     /gene="odhA"
                     /locus_tag="BA_1270"
                     /old_locus_tag="BA1270"
                     /db_xref="Pathema:BA_1270"
     CDS             complement(1224505..1227372)
                     /gene="odhA"
                     /locus_tag="BA_1270"
                     /old_locus_tag="BA1270"
                     /EC_number="1.2.4.2"
                     /note="identified by match to protein family HMM PF00676;
                     match to protein family HMM PF02779; match to protein
                     family HMM TIGR00239"
                     /codon_start=1
                     /transl_table=11
                     /product="2-oxoglutarate dehydrogenase, E1 component"
                     /protein_id="AAP25228.1"
                     /db_xref="Pathema:BA_1270"
                     /translation="MTRKNTTTNPWAKFHGPNLGYVIEQYDLYVTGAGSVDPELQELF
                     EIFGAPSFQDDVVTGDNTATHFSPQNTGNIEKILKVVQLVEQIRSFGHTLAHINPMED
                     AANGQSLLEKAMNELSDADLKAIPAKTVWQDAPEGIHTALDVIHRLKEVYTQSLAYEF
                     SHIQDSEERAWLHQMVESNSLRQPLSNKKRTALLKRLTAVEGFEQFLHKTFVGQKRFS
                     IEGVDMLVPVLDEIVLEGAKNGVEDVMIGMAHRGRLSVLAHVLEKPYSHMFAEFKHAK
                     IEGAVANSGWTGDVKYHLGREQVVSNEEVSTRVTLANNPSHLEFVNPVVEGFARAAQE
                     NRKKSGLPEQDTSKSFVILVHGDAAFPGQGIVSETLNLSRLNAYQTGGTIHVIANNAV
                     GFTTDSYDSRSTKYSSDLAKGFDIPIVHVNADDPEACLAAANLAIQYRMLFKKDFLID
                     LIGYRRYGHNEMDDPAVTQPQVYKKIKNHPTVRAIYADQLQAAGVLNADEIETITQFT
                     QEQLKSDYAQVPPADTSDATIHVKVPDVVAKGIQPIDTGVELDSLRAINEGLLSWPEG
                     FNVYPKVKKILERRKDALEENGKIEWALAESLAFASILQEGTPIRLTGQDSQRGTFAH
                     RHIVLHDTDTNETYSPLHRLPNINASFSVHNSPLSEAAVVGYEYGYNVFAPETLVMWE
                     AQYGDFSNTAQALFDQYVSAGRAKWGQKSGLVLLLPHGYEGQGPEHSSARPERFLQLA
                     AENNWTVANLTSAAQYFHILRRQASILGTEAVRPLVLMTPKSLLRHPLTLSTANQLSE
                     GRFQPALEQENLGTKPNKVKRLVLSTGKMAIDLAAEIESGRHEYNLDEIHIVRIEQLY
                     PFPAEKVQSIIKRFKNLEEIIWVQEEPRNMGAWHYMAPILFELAGDKVKTGYIGRPDR
                     SSPSGGDPFAHKAEQELIVSHALDVKYNFRQDKLEIEVFSN"
     gene            1228198..1228407
                     /locus_tag="BA_1271"
                     /old_locus_tag="BA1271"
                     /db_xref="Pathema:BA_1271"
     CDS             1228198..1228407
                     /locus_tag="BA_1271"
                     /old_locus_tag="BA1271"
                     /note="identified by similarity to OMNI:NTL01PA00626;
                     match to protein family HMM PF01381"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein"
                     /protein_id="AAP25229.2"
                     /db_xref="Pathema:BA_1271"
                     /translation="MENKMVEYRKKFGLSQEKLAEKLGVSRQTIISIEKGKYDPSLPL
                     AFEIAKTFQTTIEHVFIYEGKEGEE"
     gene            1228410..1228787
                     /locus_tag="BA_1272"
                     /old_locus_tag="BA1272"
                     /db_xref="Pathema:BA_1272"
     CDS             1228410..1228787
                     /locus_tag="BA_1272"
                     /old_locus_tag="BA1272"
                     /note="identified by similarity to GP:22776803"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25230.1"
                     /db_xref="Pathema:BA_1272"
                     /translation="MNYSQKYFVIMGIIFLFMSGFMILTGIMTHSAPPAITYPLLGMM
                     IMSFCLSYLHPQFKEKDERMKLIRYKGMFVTFFALTAYYLLFSIGLNLKILTLSATEL
                     LNILMALTMSTVFISFVVFAKRY"
     gene            1228816..1228998
                     /locus_tag="BA_1273"
                     /old_locus_tag="BA1273"
                     /db_xref="Pathema:BA_1273"
     CDS             1228816..1228998
                     /locus_tag="BA_1273"
                     /old_locus_tag="BA1273"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25231.1"
                     /db_xref="Pathema:BA_1273"
                     /translation="MQMMYAFGIGLVLFLAVFLFIRKDVQGGTLTKRGFYKMIGCLVV
                     MFIAIIVMIVLINRSL"
     gene            1229133..1229492
                     /locus_tag="BA_1274"
                     /old_locus_tag="BA1274"
                     /db_xref="Pathema:BA_1274"
     CDS             1229133..1229492
                     /locus_tag="BA_1274"
                     /old_locus_tag="BA1274"
                     /note="identified by similarity to OMNI:NTL01BH3084"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25232.1"
                     /db_xref="Pathema:BA_1274"
                     /translation="MNKKTIFFLLTCLLLVASTTYIICNKREQVPPMLVWEGQEYYVT
                     NEPAKAEEVGQRLGEVTKKIETSEKPIKNSESNIVQEKTEVFTMIEEEKGPHSPLIIK
                     EPDGEEYRIVRAMLKVL"
     gene            1229550..1229780
                     /locus_tag="BA_1275"
                     /old_locus_tag="BA1275"
                     /db_xref="Pathema:BA_1275"
     CDS             1229550..1229780
                     /locus_tag="BA_1275"
                     /old_locus_tag="BA1275"
                     /note="identified by similarity to GP:10175368"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25233.1"
                     /db_xref="Pathema:BA_1275"
                     /translation="MFVFFLCFILPPIGAIYILRNREALQKRDFILYVLFAAINISLW
                     LSLMIFDRGVWLVSGHYVLGAIVIVFSNINKR"
     gene            1229933..1230337
                     /locus_tag="BA_1276"
                     /old_locus_tag="BA1276"
                     /db_xref="Pathema:BA_1276"
     CDS             1229933..1230337
                     /locus_tag="BA_1276"
                     /old_locus_tag="BA1276"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25234.1"
                     /db_xref="Pathema:BA_1276"
                     /translation="MLEYLHNGLYNQIKNIATQWNGASREQFYQRFNKVKPKMFTVLI
                     EAKNYNVMISSGRRSLINIVVKQFEDRLKHLPEGSHQTVVIDVRGPDETGEILKQIRE
                     EINQRTFGQAEIIIKKIKKVGYITELARMHKL"
     gene            1230472..1231341
                     /locus_tag="BA_1277"
                     /old_locus_tag="BA1277"
                     /db_xref="Pathema:BA_1277"
     CDS             1230472..1231341
                     /locus_tag="BA_1277"
                     /old_locus_tag="BA1277"
                     /note="identified by similarity to GP:15022861; match to
                     protein family HMM PF06013"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25235.1"
                     /db_xref="Pathema:BA_1277"
                     /translation="MDLIKITPERLEQSAKLVQDIRQTLDNMHKDLYNQTEYIASQWT
                     GATSQNFYQMFNEAKPKIFEVNNLLDKISEKLKHSAKKFREADQTDYMLAKAKSQNDV
                     EYLQGKAEYKEGDRFGGTLEGAVVEAKNSVGTNGEFTMKALSGKVDVNIPYSFDAAKD
                     DLFEGNIIGTKMEGSVLENEYSTKVPILTPTGFEMKDIKITQKFGEGNFAYGVDEYTL
                     KNAAEVTTNKYEVEMELFHIPEFVPLIGDKDVVVKGELGLGTLGYDFKLGKETGLYVG
                     DGYGLGGTIKFED"
     gene            1231359..1231541
                     /locus_tag="BA_1278"
                     /old_locus_tag="BA1278"
                     /db_xref="Pathema:BA_1278"
     CDS             1231359..1231541
                     /locus_tag="BA_1278"
                     /old_locus_tag="BA1278"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25236.1"
                     /db_xref="Pathema:BA_1278"
                     /translation="MQPFKAGKYITYVAIAILLVVAITSPYELPKKVGFIIGVLILGA
                     CALGTNKMYERMYSKF"
     gene            1231579..1231827
                     /locus_tag="BA_1279"
                     /old_locus_tag="BA1279"
                     /db_xref="Pathema:BA_1279"
     CDS             1231579..1231827
                     /locus_tag="BA_1279"
                     /old_locus_tag="BA1279"
                     /note="identified by similarity to OMNI:NTL01BH2525"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25237.1"
                     /db_xref="Pathema:BA_1279"
                     /translation="MKLLPIGTVVKLEGVEPVIMIIGRMIVSADKRDFDYVGVPYPVG
                     YLGDEKVLCFNHDKIVEEMHRGYMTESELVLREKLVEL"
     gene            1231870..1232058
                     /locus_tag="BA_1280"
                     /old_locus_tag="BA1280"
                     /db_xref="Pathema:BA_1280"
     CDS             1231870..1232058
                     /locus_tag="BA_1280"
                     /old_locus_tag="BA1280"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25238.1"
                     /db_xref="Pathema:BA_1280"
                     /translation="MGKIMRIIVIIGILIPPALLWSAPDIPLNVKLLFTGLQLTVGFI
                     AVVVLEVIFRNRKKKRAK"
     gene            complement(1232478..1232550)
                     /locus_tag="BA_5833"
     tRNA            complement(1232478..1232550)
                     /locus_tag="BA_5833"
                     /product="tRNA-Val"
     gene            complement(1232739..1232963)
                     /locus_tag="BA_1281"
                     /old_locus_tag="BA1281"
                     /db_xref="Pathema:BA_1281"
     CDS             complement(1232739..1232963)
                     /locus_tag="BA_1281"
                     /old_locus_tag="BA1281"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25239.1"
                     /db_xref="Pathema:BA_1281"
                     /translation="MARCTYCKTKWKVKDVWSILMAFEKDCPYCFGRQYLSKKTVNAM
                     PELLSLPLHFLFPFLVHLSDESPLNWYRKK"
     gene            complement(1233241..1233996)
                     /locus_tag="BA_1282"
                     /old_locus_tag="BA1282"
                     /db_xref="Pathema:BA_1282"
     CDS             complement(1233241..1233996)
                     /locus_tag="BA_1282"
                     /old_locus_tag="BA1282"
                     /note="identified by similarity to OMNI:NTL01TA01321;
                     match to protein family HMM PF08241; match to protein
                     family HMM PF08242"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25240.1"
                     /db_xref="Pathema:BA_1282"
                     /translation="MKTTENFTDKADIYAKYRPSYPNEYIEYLLSANELNENQIVADI
                     GSGTGIFSRQLLDSGLHVIGVEPNDDMRKMAEQSLKRYPRFQSIKATAENTTLKENSV
                     DLVTVAQAFHWFDKEAFKIECQRILKQKANVALVWNSRDVTSPLIKENAEICQKTCPT
                     FKGFSGGIDETPEVFNSFFKDGKYEFKEYQNDLLFDYESFLGRNLSASYAPKENDEQY
                     KNFIFLLSELFEKYSKNGKIVLPNLTRSYMGNV"
     gene            complement(1234166..1234270)
                     /locus_tag="BA_1283"
                     /old_locus_tag="BA1283"
                     /db_xref="Pathema:BA_1283"
     CDS             complement(1234166..1234270)
                     /locus_tag="BA_1283"
                     /old_locus_tag="BA1283"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25241.1"
                     /db_xref="Pathema:BA_1283"
                     /translation="MANLDIENGNRLSYIPLIPYTNGHIIQQLNHLDE"
     gene            1234362..1234589
                     /locus_tag="BA_1284"
                     /old_locus_tag="BA1284"
                     /db_xref="Pathema:BA_1284"
     CDS             1234362..1234589
                     /locus_tag="BA_1284"
                     /old_locus_tag="BA1284"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25242.1"
                     /db_xref="Pathema:BA_1284"
                     /translation="MVRKTFKMRVSKNRTISINGSILDVDVTHDEFLQEFVEWVDSKG
                     WSFMGMTDEITPEEASQNLIDSLIDEKDKKE"
     gene            1234745..1236031
                     /locus_tag="BA_1286"
                     /old_locus_tag="BA1286"
                     /db_xref="Pathema:BA_1286"
     CDS             1234745..1236031
                     /locus_tag="BA_1286"
                     /old_locus_tag="BA1286"
                     /note="identified by match to protein family HMM PF00768"
                     /codon_start=1
                     /transl_table=11
                     /product="serine-type D-Ala-D-Ala carboxypeptidase"
                     /protein_id="AAP25243.1"
                     /db_xref="Pathema:BA_1286"
                     /translation="MVNFKKISAFITVIGLFFLTPMTLRAETNIGVNPEQVAPPPKEG
                     PNVFSQFATTIDAKTGDILYDKNAHHRAFPASMTKVLTAILLMEHTKPEDQFTFSQLA
                     LDQEKSNYQIEFQPGETINRNTALMILMVLSANDVSYAIAERIGGSVENFANMMNERA
                     KQLGATDSHFVTPNGLHDPNHYTTPYDMAMITRGVQKYPEILQAMNTKRTTVTTSRQT
                     VSIFNKSTYFENPFSIGGKTGFTNEARNTLVLLNEKDGNRIINVVMASQRPEIYEDLK
                     QMADYSFGQFVKQTVLDKHSWHQKTTYLNKDIDSELEKSAELMLKKDEVKNVKTTFRA
                     ASLDKDSLYHKGIHRGEVVGAVDITKNNQTIATVNVLSKEDVTFAMPKKDTIEPEVNE
                     SNVKIISIGIGAAILFGAILFVVLRRNTKGMKSEEK"
     gene            1236226..1236795
                     /gene="sipW"
                     /locus_tag="BA_1287"
                     /old_locus_tag="BA1287"
                     /db_xref="Pathema:BA_1287"
     CDS             1236226..1236795
                     /gene="sipW"
                     /locus_tag="BA_1287"
                     /old_locus_tag="BA1287"
                     /EC_number="3.4.21.89"
                     /note="identified by similarity to EGAD:45848; match to
                     protein family HMM PF00717; match to protein family HMM
                     TIGR02228"
                     /codon_start=1
                     /transl_table=11
                     /product="signal peptidase I"
                     /protein_id="AAP25244.1"
                     /db_xref="Pathema:BA_1287"
                     /translation="MKLIWKVISNVISFVLFALMVCLAFVVISSKASGGDPTVMGYQF
                     KSVLSGSMEPTFLTGSIIAIEPTKDGSKYQKGDVITFKEKDEKIITHRIIGVKDTNGK
                     VMYETKGDNNNGPDLEPVLAENVIGKYADITVPYAGYALNYANSKAGAALLLIIPGVF
                     LLGYSAITIFSAIRSIDGEKKEKKVEQSV"
     gene            1236858..1237445
                     /locus_tag="BA_1288"
                     /old_locus_tag="BA1288"
                     /db_xref="Pathema:BA_1288"
     CDS             1236858..1237445
                     /locus_tag="BA_1288"
                     /old_locus_tag="BA1288"
                     /note="identified by similarity to EGAD:45849"
                     /codon_start=1
                     /transl_table=11
                     /product="spore coat-associated protein"
                     /protein_id="AAP25245.1"
                     /db_xref="Pathema:BA_1288"
                     /translation="MTLKKKLGMGIASAVLGAALVGGGTFAFFSDKEVSNNTFATGTL
                     DLALNPSTVVNVSNLKPGDTVEKEFKLENKGTLDIKKVLLKTDYNVEDVKKDNKDDFG
                     KHIKVTFLKNVDKHETIVKETALDKLKGDTLTAVNNDLAAWFWDEKGISAGKSDKFKV
                     KFEFVDNKKDQNEFQGDKLQLTWTFDAQQGDGETK"
     gene            1237607..1238254
                     /locus_tag="BA_1289"
                     /old_locus_tag="BA1289"
                     /note="conserved hypothetical protein, authentic
                     frameshift; this gene contains a frame shift which is not
                     the result of sequencing error; identified by similarity
                     to GP:18894130"
                     /pseudo
                     /db_xref="Pathema:BA_1289"
     gene            1238768..1239361
                     /gene="calY"
                     /locus_tag="BA_1290"
                     /old_locus_tag="BA1290"
                     /db_xref="Pathema:BA_1290"
     CDS             1238768..1239361
                     /gene="calY"
                     /locus_tag="BA_1290"
                     /old_locus_tag="BA1290"
                     /note="identified by similarity to GB:CAD55815.1"
                     /codon_start=1
                     /transl_table=11
                     /product="camelysin"
                     /protein_id="AAP25246.1"
                     /db_xref="Pathema:BA_1290"
                     /translation="MSLKKKLGMGVASAALGLSLIGGGTFAYFSDKEVSNNTFAAGTL
                     DLTLDPKTLVDIKDLKPGDSVKKEFLLKNSGSLTIKDVKLATKYTVKDVKGDNAGEDF
                     GKHVKVKFLWNWDKQSEPVYETTLADLQKTDPDLLAQDIFAPEWGEKGGLEAGTEDYL
                     WVQFEFVDDGKDQNIFQGDSLNLEWTFNANQEAGEEK"
     gene            complement(1239437..1239760)
                     /gene="sinR"
                     /locus_tag="BA_1292"
                     /old_locus_tag="BA1292"
                     /db_xref="Pathema:BA_1292"
     CDS             complement(1239437..1239760)
                     /gene="sinR"
                     /locus_tag="BA_1292"
                     /old_locus_tag="BA1292"
                     /note="identified by similarity to SP:P06533; match to
                     protein family HMM PF01381; match to protein family HMM
                     PF08671"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator SinR"
                     /protein_id="AAP25247.1"
                     /db_xref="Pathema:BA_1292"
                     /translation="MIGERIKRLRLQKGISLTELAEKAGVAKSYISSIERNLQKNPSI
                     QFLEKIAAVLQIPVDTLLHDETTKEANLDSEWTQLVKDAMNSGVSKEQFREFLEFTKW
                     KQNQK"
     gene            complement(1239840..1239974)
                     /locus_tag="BA_1293"
                     /old_locus_tag="BA1293"
                     /db_xref="Pathema:BA_1293"
     CDS             complement(1239840..1239974)
                     /locus_tag="BA_1293"
                     /old_locus_tag="BA1293"
                     /note="identified by similarity to SP:P23308; match to
                     protein family HMM PF08671"
                     /codon_start=1
                     /transl_table=11
                     /product="SinI protein"
                     /protein_id="AAP25248.1"
                     /db_xref="Pathema:BA_1293"
                     /translation="MYKDKTDALDQEWIDLILEALDAGIALQDIEHFFKRMKPSSQAQ
                     "
     gene            1240318..1242705
                     /locus_tag="BA_1295"
                     /old_locus_tag="BA1295"
                     /db_xref="Pathema:BA_1295"
     CDS             1240318..1242705
                     /locus_tag="BA_1295"
                     /old_locus_tag="BA1295"
                     /EC_number="3.4.24.-"
                     /note="identified by similarity to GP:9858110; match to
                     protein family HMM PF05547; match to protein family HMM
                     TIGR03296"
                     /codon_start=1
                     /transl_table=11
                     /product="immune inhibitor A metalloprotease"
                     /protein_id="AAP25249.1"
                     /db_xref="Pathema:BA_1295"
                     /translation="MNKKPFKVLSSIALTAVLGLSFGAGGQSVYAETPVNKTATSPVD
                     DHLIPEERLADALKKRGVIDSKASEKETKKAVEKYVENKKGENPGKEVTNGDPLTKEA
                     SDFVKKVKDAKADTKEKLDKPATGTPAATGPVRGGLNGKVPTSPAKQKAYNGDVRKDK
                     VLVLLVEYADFKHNNIDKEPGYMYSEDFNKEHYEKMLFGDEPFTLDDGSKIETFKQYY
                     EEQSGGSYTVDGTVTKWLTVPGKAADYGADAATGHDNKGPKGPRDLVKDALKAAVDSG
                     LDLSEFDQFDQYDVNGDGNKNQPDGLIDHLMIIHAGVGQEAGGGKLGDDAIWSHRWTV
                     GPKPFPIEGTQAKVPYWGGKMAAFDYTIEPEDGAVGVFAHEYGHDLGLPDEYDTQYSG
                     HGEPVQAWSIMSGGSWAGKIAGTTPTSFSPQNKEFFQKTIGGNWANIVEVDYEKLNKG
                     IGLATYLDQSVTKTNRPGMIRVNLPDKDIKTIDPAFGKQYYYSTKGDDLHTKLETPLF
                     DLTNATTAKFDFKSLYEIEAEYDFLEVHAVTEDGQQTLIERLGEKANNGNADSTNGKW
                     IDKSYDLSQFKGKKVKLTFDYITDGGLALNGFLLDNASLTVDGKVVFSDDAEGTPQFK
                     LDGFAVSNGTEKKSHNYYVEWRNYAGSDNALKFARGPEYNTGMVVWYADSAYTDNWVG
                     VHPGHGFLGVVDSHPEAIVGTLNGKPTVESSTRFQIADAAFSFDKTPAWKVVSPTRGT
                     YTYNGLAGVPKFDDSKTYINQQIPDAGRILPNLGLKFEVVGQADDNSAGAVRLYR"
     gene            1242877..1244244
                     /locus_tag="BA_1296"
                     /old_locus_tag="BA1296"
                     /db_xref="Pathema:BA_1296"
     CDS             1242877..1244244
                     /locus_tag="BA_1296"
                     /old_locus_tag="BA1296"
                     /EC_number="1.2.1.-"
                     /note="identified by similarity to SP:P39616; match to
                     protein family HMM PF00171"
                     /codon_start=1
                     /transl_table=11
                     /product="aldehyde dehydrogenase (NAD) family protein"
                     /protein_id="AAP25250.1"
                     /db_xref="Pathema:BA_1296"
                     /translation="MSVSSIVNKQKAYFYNGHTRSVEVRKNNLKKLYEGIQRFEEEIF
                     QALKLDLNKSVHESFTTEVGYVLKEISFQLKHMSSWSKPKRVRTALTHFGSKGKVVPE
                     PYGVTLIIAPWNYPFQLAIAPLVGALAAGNTIVLKPSELTPNVSKVITRMLAELFQEE
                     LVAVVEGGVEESTALLKEPFDYIFFTGSVGVGKVVMEAAAKQLTPLTLELGGKSPCIV
                     HKDAKVDVTARRIVWGKFLNAGQTCVAPDYLYVHASVKEQLIEALRHEIAEQYGNEPL
                     QNENYVRIVSERHFERLCRFLQDGQVAIGGNYKRDTLHIEPTVVKDITWQDAVMEDEI
                     FGPILPIIEYENIEEVIDTIQQHPKPLALYVFSEDKEMQKKVTSNISYGGGCVNDVVY
                     HLATPYLPFGGVGSSGLGSYHGEESFRTFSHYKSILAQSTAFDMKIRYSSTKSALKFI
                     RKLLK"
     gene            1244471..1245466
                     /gene="potA"
                     /locus_tag="BA_1297"
                     /old_locus_tag="BA1297"
                     /db_xref="Pathema:BA_1297"
     CDS             1244471..1245466
                     /gene="potA"
                     /locus_tag="BA_1297"
                     /old_locus_tag="BA1297"
                     /note="identified by similarity to OMNI:NTL01EC01099;
                     match to protein family HMM PF00005; match to protein
                     family HMM PF08402; match to protein family HMM TIGR01187"
                     /codon_start=1
                     /transl_table=11
                     /product="spermidine/putrescine ABC transporter,
                     ATP-binding protein"
                     /protein_id="AAP25251.1"
                     /db_xref="Pathema:BA_1297"
                     /translation="MDGKMKKIIKVEAVEKHFGNQVIIPPLSLDIKEGEFLTILGPSG
                     CGKTTLLRMIAGFETPTKGNLLLDDEKINDLPPYKRHMNLVFQHYALFPHMNVEKNIC
                     FGMKMQKVPVAEQKERAEEAMRLTQLLEFRNRKPAKLSGGQQQRVAIARAIVNNPRVL
                     LLDEPLGALDFKLRKDLQRELKNLQRNLGITFIYVTHDQEEAMSMSDRIVVMNKGHIE
                     QIGTPKEIYNKPKTLFVATFIGENNIVKNGEGYVAIRPENVKVRSVEEPILKEYHLGH
                     IEDIEFVGNMEKLYVRDEKTSELLMAYQTAEEAAQWSIGDNVYVGWEQEDEVTLN"
     gene            1245463..1246311
                     /gene="potB"
                     /locus_tag="BA_1298"
                     /old_locus_tag="BA1298"
                     /db_xref="Pathema:BA_1298"
     CDS             1245463..1246311
                     /gene="potB"
                     /locus_tag="BA_1298"
                     /old_locus_tag="BA1298"
                     /note="identified by similarity to SP:P23860; match to
                     protein family HMM PF00528"
                     /codon_start=1
                     /transl_table=11
                     /product="spermidine/putrescine ABC transporter, permease
                     protein"
                     /protein_id="AAP25252.1"
                     /db_xref="Pathema:BA_1298"
                     /translation="MKKGKLLALPTVAWLLIFFLIPFLFVLAFAFMQRGAYGTVEMQF
                     TLENIARVFDPLYMGTLWETVKIAVITTVICLLIGYPFAYTITIVDRKYRSILLLLAT
                     IPFWINFLVRSYAWIVILRSQGLVNTFLLKLGIISEPLNLLYNTPSVILGMVYSLLPF
                     MILPVYAAIEQLDKRKLEAAYDLGATPVKAFWNVTVPMTMSGIATGSILVFVSSIGMF
                     VVSDVMGGSKVALIGNVIQNQFLGARDWPFGSALSMIVVLFSVLLIYLYYRATKVYKY
                     DGNGGE"
     gene            1246318..1247118
                     /gene="potC"
                     /locus_tag="BA_1299"
                     /old_locus_tag="BA1299"
                     /db_xref="Pathema:BA_1299"
     CDS             1246318..1247118
                     /gene="potC"
                     /locus_tag="BA_1299"
                     /old_locus_tag="BA1299"
                     /note="identified by similarity to OMNI:NTL01EC01097;
                     match to protein family HMM PF00528"
                     /codon_start=1
                     /transl_table=11
                     /product="spermidine/putrescine ABC transporter, permease
                     protein"
                     /protein_id="AAP25253.1"
                     /db_xref="Pathema:BA_1299"
                     /translation="MKKFLVSYSWLILLFLYFPMMVLMVYSFNDSRINAEWEGFTFHW
                     YTDLFQKQDVIDAFVNSMTIAIVTTIVTTVLGVIFAIALHRYKYRYEGAINGLVYLPI
                     LIPDILMGLSLLILFSQLGMELGKTTIIIAHITFSISFVVVILAARLSGMGRDLEEAA
                     NDLGATPWQTFRYVTFPAIAPGVISAALLTFTLSIDDFVISFFVSGPGSTTLPLYIYS
                     MVKRGVSPEINALSTILIVAIVGLMVLSEIFRNKGADGEENSGGHLPL"
     gene            1247157..1248194
                     /gene="potD"
                     /locus_tag="BA_1300"
                     /old_locus_tag="BA1300"
                     /db_xref="Pathema:BA_1300"
     CDS             1247157..1248194
                     /gene="potD"
                     /locus_tag="BA_1300"
                     /old_locus_tag="BA1300"
                     /note="identified by similarity to OMNI:NTL01EC01096;
                     match to protein family HMM PF01547"
                     /codon_start=1
                     /transl_table=11
                     /product="spermidine/putrescine ABC transporter,
                     spermidine/putrescine-binding protein"
                     /protein_id="AAP25254.1"
                     /db_xref="Pathema:BA_1300"
                     /translation="MKLTKRLAGAAISFSLVAGCGEKKEELNIYSWADNFDEQVLRDF
                     EKKYNVKINYDKYASNEEMLAKLQAGGAKYDLIQPSDYMVKTMAKMDLLAPLDKKNIP
                     NIENMVSNFKTPAFDPENKYSLVYTWGVTGIAYNKKYVKEAPTSWTDLWNEKYKGHVT
                     LLNDSREVLGMGLKKNGFSNSTKDDAQLKTAATDLQKLLPNLLAFDTDNIKQKFITED
                     AWIGTVWSGDAAFIAKDNKDVEYVVPKEGGTIWADTLAIPKGAKNKELAEKFMNYLLD
                     EKVSVKNYESIGYSNPNEKAHPLHSKEYRENHMIFLTKEELDRTEWLVDVDDKLKDYD
                     RYWTELKTKGK"
     gene            1248284..1248901
                     /locus_tag="BA_1301"
                     /old_locus_tag="BA1301"
                     /db_xref="Pathema:BA_1301"
     CDS             1248284..1248901
                     /locus_tag="BA_1301"
                     /old_locus_tag="BA1301"
                     /note="identified by match to protein family HMM PF01569"
                     /codon_start=1
                     /transl_table=11
                     /product="PAP2 family protein"
                     /protein_id="AAP25255.1"
                     /db_xref="Pathema:BA_1301"
                     /translation="MCIGLLLAVFGIVAWRVHAGGVTVMDTYIRGLVKGLQTEGSLAF
                     FSHYTKLGSAIGIVTVLVISLLVFWKKSYYAAMIVYPMGILTTHLVNKGIKEIVKRDR
                     PSLNEAFDALGYSFPSGHAMLSIMTFGFLAYIIAANLKSVTGKFVITLFMGIVIVSIG
                     LSRVILNVHYPTDILAGYCVGGILLIIVIYCHRLFTEKLGLHKER"
     gene            1249012..1251204
                     /locus_tag="BA_1302"
                     /old_locus_tag="BA1302"
                     /db_xref="Pathema:BA_1302"
     CDS             1249012..1251204
                     /locus_tag="BA_1302"
                     /old_locus_tag="BA1302"
                     /note="identified by similarity to OMNI:SA2566"
                     /codon_start=1
                     /transl_table=11
                     /product="putative transporter"
                     /protein_id="AAP25256.1"
                     /db_xref="Pathema:BA_1302"
                     /translation="MKTNVHKVDKWGKLGVFLYQFRYTVIVALLLVAIALGIFAPKLP
                     GVLGGDGFQTEGDYQKTKEILDKDFKRSQDTLLLVFEKNKGVSHEEFQKQVETIVKNV
                     QEKETYESFHHPVQNKEMLQDDIGYATILFSGKTNKERMEKTLQFADKIEKESNATLK
                     VTPTGFPKINKEINERTQNDLKVAEMIGLPIAFLVLLFSFGSLLASILPIVNGALSVI
                     STMGILYFIGSDKELSIFVLNVAPMIGLALSIDFALLFVNRFREEVAKRTVKEAIAIT
                     YQTAGRAIVFSGLCVFVGLSGLFFFKIDYIQSVAISGMIVVIMSIVFSLTLLPALLSL
                     IGKRILKKNQVAHTPAKAWRTFAQFVMKHPIAMIIVVTTFIVICLLPLRTANLQFPDV
                     EALPKQSDTRIAYEKYEEAFNETAKTHADVTLVVETKKDMKETESLQRVEEVVQKLKD
                     DKKVYEVRSLYDSLNGMKSEQVAGMLQSPEAAKIAPVFESYTKGNKTTIEVFLDTKPR
                     TEIAKQWVRDFKQNYKETNVTYYLGGMTTFQQELEDEIKDKVAIGMSVIFGSTFVILL
                     FAFRSILIPIKAIIMNVLSLSATIGIVVWLFEGGHFGLEASPVLFVLPIFIFGLVFGL
                     SMDYEVFLISRIHELYEETGDNDQATLEGLVSTSRIITSAALIMIVVTGAFAFTDILP
                     VRQMGLGVALAIFLDATIIRLMLVPSLMKLFGDWNWWLPFRKKREKSS"
     gene            1251305..1251721
                     /locus_tag="BA_1303"
                     /old_locus_tag="BA1303"
                     /db_xref="Pathema:BA_1303"
     CDS             1251305..1251721
                     /locus_tag="BA_1303"
                     /old_locus_tag="BA1303"
                     /note="identified by similarity to EGAD:109307"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25257.1"
                     /db_xref="Pathema:BA_1303"
                     /translation="MFRYFKFKLNDTVQFAENDGHMYRIVGYRLEKGFYPKDEWTHII
                     YELLRDFDGYTMDAEEEELVKVIQVEDEYYKIQEVSGYRYPVKMKQKQQVMKVEKMDD
                     LLDTYNDYKRLADFFKDLSYEQKAEEVLQEMRRRRA"
     gene            1251820..1252743
                     /locus_tag="BA_1304"
                     /old_locus_tag="BA1304"
                     /db_xref="Pathema:BA_1304"
     CDS             1251820..1252743
                     /locus_tag="BA_1304"
                     /old_locus_tag="BA1304"
                     /note="identified by similarity to EGAD:37861; match to
                     protein family HMM PF00849; match to protein family HMM
                     TIGR00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ribosomal large subunit pseudouridine synthase,
                     RluA family"
                     /protein_id="ACZ49998.1"
                     /db_xref="Pathema:BA_1304"
                     /translation="METKKKGEWCEMTVPAKWNGISIESLLKIEWEIPKKLLHQLRME
                     KGVTVNGEQRRWNELLKEGDKLQVHMFMEEEYDVEPEYGELDVVYEDDHVLIVNKPEK
                     MDTHPAEKGGMGTLANLVAFHYQMKGLETKVRHIHRLDKDTTGGVVFAKHRIAGAIMD
                     RLLMERKIKRTYAALVEGKVKKKQGTIDAAIGRDRHHATRRRVSPKGDQAITYYKVEE
                     YFKKQNVTFVTLQLETGRTHQIRVHMSYNGNPLVGDVLYGGQTKYMSRQALHAMKINF
                     LHPITKEEIEVDIPFPTKLNDTMKEFQRVNA"
     gene            1252835..1253440
                     /locus_tag="BA_1305"
                     /old_locus_tag="BA1305"
                     /db_xref="Pathema:BA_1305"
     CDS             1252835..1253440
                     /locus_tag="BA_1305"
                     /old_locus_tag="BA1305"
                     /note="identified by match to protein family HMM PF07853"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25258.1"
                     /db_xref="Pathema:BA_1305"
                     /translation="MIKYKYILGIFFACLLITLCLYPYLPNQMAVHWNENGEPNEFMS
                     KQVVVAFIPCLIIFLHGLMYIISHNIYKFNEDEHVIISGFLKTITLFMLFIHMLILFI
                     NFGSMISFQTGLTIGISMFLFMLSKAFKKVQSTEKDPIKLKKICLVSRRIFQVMACSI
                     LFSLFLNLKWGFYVLLSVISGGSILFMFYALYSYIIESYET"
     gene            complement(1253481..1254308)
                     /locus_tag="BA_1306"
                     /old_locus_tag="BA1306"
                     /db_xref="Pathema:BA_1306"
     CDS             complement(1253481..1254308)
                     /locus_tag="BA_1306"
                     /old_locus_tag="BA1306"
                     /note="identified by similarity to GP:2632218; match to
                     protein family HMM PF00188; match to protein family HMM
                     TIGR02909"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25259.1"
                     /db_xref="Pathema:BA_1306"
                     /translation="MKKRVLLSVAAATALTLGVSSLDAQAATVQPSNVKIQNIQHSKV
                     MMKQMSQQELQAFLQSMGVESLAQWQQGNFQPNCFIPGQQPTENVVTEQPTAKPETQK
                     PVEQKPAEQKPAEEVQKPEAQKPAENNNTQKPAEQKPAEQKPAEEAKSLSEFEQRVVE
                     LTNAERAKQGLPALKIDTELSKVARIKSEDMQKNNYFDHNSPTYGSPFDMMKKFGISY
                     TSAGENIAQGQRTPEEVVQAWMNSAGHRANILNNGFTHIGVGYVESGNYWTQQFITK"
     gene            complement(1254774..1256102)
                     /locus_tag="BA_1308"
                     /old_locus_tag="BA1308"
                     /db_xref="Pathema:BA_1308"
     CDS             complement(1254774..1256102)
                     /locus_tag="BA_1308"
                     /old_locus_tag="BA1308"
                     /note="identified by similarity to SP:P52074; match to
                     protein family HMM PF02754"
                     /codon_start=1
                     /transl_table=11
                     /product="putative glycolate oxidase, iron-sulfur subunit"
                     /protein_id="AAP25260.1"
                     /db_xref="Pathema:BA_1308"
                     /translation="MTTLNKENIQKEFKERLSEDELLNCMRCGFCLPTCPTYIQSGYK
                     ESHSPRGRIALMKAVVDGLIEPDEDVENTLNVCLGCRACEPVCPSGVNYGHLLEEARD
                     IINQNKKFSMPVRAVRKVVFEELFPHQNRMRTLTGLIGFYQRSGLQTITHKTGIMKLF
                     PETLATMDLVLPKVPKMKAMKDRPTFLPAESTKKKQVAFFTGCLMDTMFLETNNATMK
                     LLQLAGCDIVIPKTQSCCGALHGHAGEKSGAKELAKRNIKAFEDLNIDYIITNAGGCG
                     AYLVDYDYLLKDDPQWAGRAKQFVSKIKDITAILVELDFHKRNDLRLTPQIITYQDSC
                     HLRNVMRTSSEPRMLLEAIQGATYREMKDADRCCGSAGIYNIVHSELSMEFLDYKMDR
                     VHETDATTIVTANPGCLLQMKLGIEREGLSHKMRGIHIVDLLLEAIETNS"
     gene            complement(1256099..1257511)
                     /gene="glcD"
                     /locus_tag="BA_1309"
                     /old_locus_tag="BA1309"
                     /db_xref="Pathema:BA_1309"
     CDS             complement(1256099..1257511)
                     /gene="glcD"
                     /locus_tag="BA_1309"
                     /old_locus_tag="BA1309"
                     /note="identified by similarity to OMNI:NTL01EC02913;
                     match to protein family HMM PF01565; match to protein
                     family HMM PF02913; match to protein family HMM TIGR00387"
                     /codon_start=1
                     /transl_table=11
                     /product="glycolate oxidase, subunit GlcD"
                     /protein_id="AAP25261.1"
                     /db_xref="Pathema:BA_1309"
                     /translation="MLEKQIIDSFVSIVGEDNVDTSNMGRLTYSYDATPNFQAMPDAV
                     IAPRNTNEIAEVLKVCNTHKIPVYVRGSGTNLCAGTCPLEGGIVLIFRHMNNILEIDE
                     ENLTITVQAGVITLDIIKAVEEKGLFYPPDPSSMKISTIGGNINENSGGLRGLKYGVT
                     RDYVMGLELVLPNGDIIRTGGKLAKDVAGYDLTRLFIGSEGTLGVVTEAILKLVPMPE
                     TKKTMLALYEDINEAARAVSSIIANKIIPATLEFLDQPTIEVVEEFAQIGLPTDVKAI
                     LLIEQDGPPEVVNRDIEKMANVCRSMNAVDVRVAKDEAEADALRTARRSALSALARLK
                     PTTILEDATVPRSQIAPMVEAINAIAKKYNIPICTFGHVGDGNLHPTCMTDARNEEEM
                     HRAEQAFAEIFAKAIELGGTITGEHGVGAMKAPYLEMKLGKEGITAMQGIKHAFDPNN
                     IMNPGKMFAKDTRKRVVVER"
     gene            complement(1257629..1258744)
                     /locus_tag="BA_1310"
                     /old_locus_tag="BA1310"
                     /db_xref="Pathema:BA_1310"
     CDS             complement(1257629..1258744)
                     /locus_tag="BA_1310"
                     /old_locus_tag="BA1310"
                     /note="identified by similarity to SP:P37047; similarity
                     to OMNI:NTL01BH2734; match to protein family HMM PF05651"
                     /codon_start=1
                     /transl_table=11
                     /product="putative carbohydrate diacid regulator"
                     /protein_id="AAP25262.1"
                     /db_xref="Pathema:BA_1310"
                     /translation="MLFPDLANKIVREVRRLIKENIIIINIQGVIIASTDIERIGQFH
                     EGALRCAKQKKTVIITKEDERRLHGVKAGMNLPLLFHDEVIGVIGITGEPENISQYGE
                     ILRKMTELLIHENYFLEQLELEHRSYEAFVFDWLQNTDWSPSFLDRAKTLGIDLYKKK
                     QLILFSIDQNDTMLQRKIWQHVRNLLTKEHLFVRWGNDRFILFTAMSSKEQTYQFLKR
                     LKQDCETLFSIPLYIGIGQSVTPSNMNLSYEQALQALSVSLATKKIVFNDDLRLEMCL
                     QDISAETREQFLKRTIKNLLSSPELMHTLRLFIDYNQSYKQTAEQLHIHINTLHYRLK
                     KIEEYTGLDPKQFKDLNILYFSLLLLDNHTKKNDKID"
     gene            1258881..1259855
                     /locus_tag="BA_1311"
                     /old_locus_tag="BA1311"
                     /db_xref="Pathema:BA_1311"
     CDS             1258881..1259855
                     /locus_tag="BA_1311"
                     /old_locus_tag="BA1311"
                     /note="identified by similarity to GP:10174561; match to
                     protein family HMM TIGR02276"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP25263.1"
                     /db_xref="Pathema:BA_1311"
                     /translation="MRKSVFLICFLFLLVGCQGSSYTPIAKDKSVIITTNIKEGSISF
                     VDKQTKKLITTWELNEPMAGTLLLPNGEDILVYGKQLEYMYVYSLVEGRQVEKYKTGK
                     GIVNVIVSEDKKQLFAADQTAQKVRFFTIKGKETGNVSTGKGPITMVEYDNQLSVLNF
                     YDTKLTTIDTKKKEVIQSFMIPPASTGATISPDGKEIWIGGHGDGNQVNEKVLVYSLQ
                     SGEMVRSLHAPFMPVNITKDNKYVYALSHGSNTLRKFDVSTYKEVASVEVGSNPFAFL
                     KSGAEGYVASYDSDEVCVMDMKNLKIKQTIKVGKGPFQLIEREGKDNE"
     gene            1259848..1260519
                     /locus_tag="BA_1312"
                     /old_locus_tag="BA1312"
                     /db_xref="Pathema:BA_1312"
     CDS             1259848..1260519
                     /locus_tag="BA_1312"
                     /old_locus_tag="BA1312"
                     /note="identified by similarity to OMNI:NTL01BH1947; match
                     to protein family HMM PF00072; match to protein family HMM
                     PF00486"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator"
                     /protein_id="AAP25264.1"
                     /db_xref="Pathema:BA_1312"
                     /translation="MSKYRVLVVDDESDMRQLVGMYLDNFGYEWGEAENGKEALKKLE
                     TDHYDFVVLDIMMPEMDGLSVCKEIRKTSDVPIIFLTAKGEEWNRVNGLRMGADDYIV
                     KPFSPGELIARMEAVLRRYTKQEQQEEIQFGPILINEKSRKIEADGEPISLTVKEFDL
                     LYFLCQHTGQVFSREQLLEKVWGYDYAGSTRTVDTHVKTMRLKLGEGGNYIQTVWGVG
                     YKFEV"
     gene            1260523..1261923
                     /locus_tag="BA_1313"
                     /old_locus_tag="BA1313"
                     /db_xref="Pathema:BA_1313"
     CDS             1260523..1261923
                     /locus_tag="BA_1313"
                     /old_locus_tag="BA1313"
                     /EC_number="2.7.13.3"
                     /note="identified by similarity to GP:10174563; match to
                     protein family HMM PF00512; match to protein family HMM
                     PF00672; match to protein family HMM PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase"
                     /protein_id="AAP25265.1"
                     /db_xref="Pathema:BA_1313"
                     /translation="MFTMVQKLWLTVVCAVFVTVSFLYFVSLYSYEKLYVDNLKDSLV
                     MEGKRLAAQYDKSEGISTFEEKVRAFDQISSSDVLFVSNPRDLSACLPFDVHHHSLIS
                     EGDRQALLDGKTVTKIGYEEHFERNIMGVVIPVLENKKLVGIVYSYIPLKSIKDLIYD
                     MGLILAPLALAITLLTIWIGRKIIIAITRPLSQMERVANHLATGDFSERITISSEDEI
                     GRLGKAFNKMANSLETEDVKRKEFLANVSHELRTPLSYIKGYSEAILDGVAKGPQQEK
                     VTQLIHKEADRMQRLVHDLLDLAQLEGEHFPLQKQPIVFSQLIEDVLDTYEIKFIEKK
                     IRISTNLNPEIIVMIDEDRMQQVLHNVLDNAIRYTNQNGDIMITLRQIDDYCELSIKD
                     TGIGIDTEHLENLGERFYRVDKARSRQHGGTGLGLAIVRQIVHIHDGQWQIESEKGNG
                     TTVSIKLKVQNEESMF"
     gene            1262184..1262840
                     /locus_tag="BA_1314"
                     /old_locus_tag="BA1314"
                     /db_xref="Pathema:BA_1314"
     CDS             1262184..1262840
                     /locus_tag="BA_1314"
                     /old_locus_tag="BA1314"
                     /note="identified by similarity to GP:1945709; match to
                     protein family HMM PF00392; match to protein family HMM
                     PF07729"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, GntR family"
                     /protein_id="AAP25266.1"
                     /db_xref="Pathema:BA_1314"
                     /translation="MIKNGTLKPGDKLLPVHQLAEQFQVGRSAVREALSALRAMGLIE
                     MKQGEGTYVKNFDSSSLTKSLNNRLLMKKEDILNLLEVRKVLEVGAVRAAAAKRTEAN
                     LQNMKHWLDEMAKSIGDEKAGEKADFQFHMGIAESSHNNILLELMNHVSEMIAETIGE
                     SRRIILYGEQTTSERLIEEHQVIYDAVLKQDVELAQQAMLDHLTNVEHIVTGRNDINS
                     "
     gene            1263008..1263727
                     /locus_tag="BA_1315"
                     /old_locus_tag="BA1315"
                     /db_xref="Pathema:BA_1315"
     CDS             1263008..1263727
                     /locus_tag="BA_1315"
                     /old_locus_tag="BA1315"
                     /note="identified by similarity to EGAD:109906; match to
                     protein family HMM PF02754"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25267.1"
                     /db_xref="Pathema:BA_1315"
                     /translation="MKVTLFVTCLVDMFETNVGKATVEVLERLGCEIEFPEAQVCCGQ
                     PAYNSGHVEAAKEAMKHMIETFEDAEYIVTPSGSCATMFHEYPHVFKDDPKWAKRAQK
                     VADKTYEFTQFIVDVLKVTDVGASLPGIATIHKSCHMTRMLGVTEAPGILLSNVKGLT
                     VRELPNVQNCCGFGGTFSVKMTPISEQMVDEKVDSAMETGADYLIGADCGCLLNIGGR
                     IERLGKEIKVMHIAEVLNSRS"
     gene            1263744..1265165
                     /locus_tag="BA_1316"
                     /old_locus_tag="BA1316"
                     /db_xref="Pathema:BA_1316"
     CDS             1263744..1265165
                     /locus_tag="BA_1316"
                     /old_locus_tag="BA1316"
                     /note="identified by match to protein family HMM PF02589;
                     match to protein family HMM TIGR00273"
                     /codon_start=1
                     /transl_table=11
                     /product="iron-sulfur cluster-binding protein"
                     /protein_id="AAP25268.1"
                     /db_xref="Pathema:BA_1316"
                     /translation="MSMKISEKKFNDRVGDGIQDSFMRGAVSSAQTRLYTNRLKAADE
                     LGNWEEWRELGEEIRQHTLENLDYYLMQLSENVSKRGGHVYFAKTKEEAAKYIQDVAK
                     KKQAKKVVKSKSMVTEEISMNHALEEIGCEVLESDLGEYILQVDNDPPSHIIAPALHK
                     NRTQIRDVFKEKLGYENSDDPYEMTKFVRKQLREKFMDAEIGVTGCNFAVANTGSLCL
                     VTNEGNADLVMSIPKTQIAVMGMERMVPTMEELDVLVGLLCRSAVGQKLTSYVTVAGP
                     IQEEEVDGPEEFHLVVVDNGRSQILGSEFRQVLQCIRCAACVNVCPVYRHVGGHSYGS
                     IYSGPIGAVLTPLLGGYDDYKELPYASSLCGACTEACPVKIPLHDLLLKHRQVIVEQE
                     GRAPLAEKLAMKMFSMGASSAALYKMGSKMAPAAMSPFTSGNRVSKGVGPLKNWTDIR
                     EFPAPSKERFRDWYKDHKKGGDK"
     gene            1265165..1265875
                     /locus_tag="BA_1317"
                     /old_locus_tag="BA1317"
                     /db_xref="Pathema:BA_1317"
     CDS             1265165..1265875
                     /locus_tag="BA_1317"
                     /old_locus_tag="BA1317"
                     /note="identified by similarity to EGAD:109259; match to
                     protein family HMM PF02589"
                     /codon_start=1
                     /transl_table=11
                     /product="ykgG family protein"
                     /protein_id="AAP25269.1"
                     /db_xref="Pathema:BA_1317"
                     /translation="MTGLIQNRDSFLDNIAKELGRTRKTDGVERPVWKNNVNKETLKD
                     YSQEELLEVFKNQCTNIHTTVVETTNDRLREDIQKVIVENGGGPIMLSADERFDSYGL
                     TSLFKEELPKQNVEVNVWDPEKKEENMRIAERANIGIAFSDYTLAESGTIVVQSHKGQ
                     GRSLHFLPTVYFAIIPRETLVPRITQAVQDMNTRVENGEEVASCINFITGPSNSADIE
                     MNLVVGVHGPLKAVYFIV"
     gene            1265988..1266710
                     /gene="comC"
                     /locus_tag="BA_1318"
                     /old_locus_tag="BA1318"
                     /db_xref="Pathema:BA_1318"
     CDS             1265988..1266710
                     /gene="comC"
                     /locus_tag="BA_1318"
                     /old_locus_tag="BA1318"
                     /note="identified by match to protein family HMM PF01478;
                     match to protein family HMM PF06750"
                     /codon_start=1
                     /transl_table=11
                     /product="late competence protein comC"
                     /protein_id="AAP25270.1"
                     /db_xref="Pathema:BA_1318"
                     /translation="MFTYVYALLVGMVFGSFFMLIAMRIPLGESIIIPRSHCHYCKYV
                     LKPKELIPIISFCIQRGRCTNCKRKISILYVIFELVTGIICLLTVYMIGVERELIIIL
                     SLFSLLLIISVTDYIYMLIPNRILAWFSCLLILECVFVPLVTWTESIVGSGVIFILLY
                     CMQKIYPEGLGGGDIKLLSLLGFIAGLKGVFMILFLSSFFSLCFFGAGLVLKRMKMRT
                     QIPFGPFISLGAICYMLVTYAK"
     gene            1266725..1266874
                     /locus_tag="BA_1319"
                     /old_locus_tag="BA1319"
                     /db_xref="Pathema:BA_1319"
     CDS             1266725..1266874
                     /locus_tag="BA_1319"
                     /old_locus_tag="BA1319"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25271.1"
                     /db_xref="Pathema:BA_1319"
                     /translation="MNVYMDDQRSCPYGYVLATTVECALQMVRDYDVNMLSLDFNMGW
                     GEKVD"
     gene            1266853..1267035
                     /locus_tag="BA_1320"
                     /old_locus_tag="BA1320"
                     /db_xref="Pathema:BA_1320"
     CDS             1266853..1267035
                     /locus_tag="BA_1320"
                     /old_locus_tag="BA1320"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25272.1"
                     /db_xref="Pathema:BA_1320"
                     /translation="MGRKSGLDFVEAFCKEGLYVNEIHLHTNDVIGMHKMKQRINKGK
                     EEGEINPNLVVKYVGS"
     gene            complement(1267062..1267913)
                     /locus_tag="BA_1321"
                     /old_locus_tag="BA1321"
                     /db_xref="Pathema:BA_1321"
     CDS             complement(1267062..1267913)
                     /locus_tag="BA_1321"
                     /old_locus_tag="BA1321"
                     /note="identified by match to protein family HMM PF01226"
                     /codon_start=1
                     /transl_table=11
                     /product="formate/nitrite transporter family protein"
                     /protein_id="AAP25273.1"
                     /db_xref="Pathema:BA_1321"
                     /translation="MLEQGLDYVVKLAKSKKQILDANPMQYFIRAALAGIYIGFIIVL
                     CFKLGNFFHIADSPATYLAASMFFGIALVLIIYGGAELFTGNTMYFTVATLRKETTIS
                     DTLRNWVACYAGNLAGALFFALLFYATGIFEAIDHGHLMNKVVEGKMNTPTMQLFFKA
                     ILCNWLVCLACFLPSQVKGDTAKIMIMMLLVFTFFLSGYEHSIANLSLFALSLVSPHP
                     ETISFAGAIHNLIPVTIGNIIGGSVFVGMVYHYLTKKVPDVKQEDTELVAAQQEEIIP
                     LQAHMKH"
     gene            complement(1268117..1268911)
                     /locus_tag="BA_1322"
                     /old_locus_tag="BA1322"
                     /db_xref="Pathema:BA_1322"
     CDS             complement(1268117..1268911)
                     /locus_tag="BA_1322"
                     /old_locus_tag="BA1322"
                     /note="identified by similarity to GP:4160468; match to
                     protein family HMM PF03741"
                     /codon_start=1
                     /transl_table=11
                     /product="membrane protein, TerC family"
                     /protein_id="AAP25274.1"
                     /db_xref="Pathema:BA_1322"
                     /translation="MDVSLLLEYGWVLLILIALEGILAADNALVLAIMVKHLPEEKRK
                     KALFYGLAGAFVFRFGSLFMISFLVDVWQVQAIGAIYLMFIAGNHLFKTYVKKNTDEE
                     TEEKEAKKKQENFWWTVFKVEVADIAFAVDSILAAVALAMTLPKTGLGTIGSLDTGQF
                     VVIFVGGLIGLIIMRFAATAFVQFLKRKPGLETAAFLIVGWVGVKLAVYTLAHPALNV
                     IPHSFPESTPWKLTFWIVLVGIAVGGWFFSKEVETKVEKNLDEKAL"
     gene            complement(1269206..1270525)
                     /locus_tag="BA_1323"
                     /old_locus_tag="BA1323"
                     /db_xref="Pathema:BA_1323"
     CDS             complement(1269206..1270525)
                     /locus_tag="BA_1323"
                     /old_locus_tag="BA1323"
                     /note="identified by similarity to GP:3395637; match to
                     protein family HMM PF02386; match to protein family HMM
                     TIGR00933"
                     /codon_start=1
                     /transl_table=11
                     /product="potassium uptake protein, TrkH family"
                     /protein_id="AAP25275.1"
                     /db_xref="Pathema:BA_1323"
                     /translation="MKRINIRMSPPRVLTLSFIMLSIIGTCLLKLPIATTTSISWLDA
                     LFTTVSACTVTGLGVVDTGKVFTLFGQCVILTLIQVGGLGIMSFAVLIAIMLGRKIGL
                     QNRILLQQALNQTNIGGVIRLAKALFLFSFTVECIATLILSFEWIPKYGIAKGLYYSF
                     FHSISAFNNAGFSVWSDNLMSHSHSILVNVVISSLIILGGIGFTVIVDIKKKKNFKNL
                     TLHSKLMLSSTLIVNIIATVFIFIFEFHNSLSMRGFTPFEEGMAAYFQAVSTRTAGFN
                     TVDISALSKPSLLLMMLLMFIGAGSASTGGGIKLTTFLIMFFGVFKFLQEQDDIVVFK
                     KSIKDTLIVKSLTIAIISISFIFFAILILSITERVPLLMSAFEVFSAFGTVGLSMNFT
                     PHLTIIGKAIIIFMMFFGKMGPLTLAFSFARKKNRKIKYPNEDILTG"
     gene            complement(1270640..1270825)
                     /locus_tag="BA_1324"
                     /old_locus_tag="BA1324"
                     /db_xref="Pathema:BA_1324"
     CDS             complement(1270640..1270825)
                     /locus_tag="BA_1324"
                     /old_locus_tag="BA1324"
                     /note="identified by match to protein family HMM PF00269"
                     /codon_start=1
                     /transl_table=11
                     /product="small, acid-soluble spore protein, alpha/beta
                     family"
                     /protein_id="AAP25276.1"
                     /db_xref="Pathema:BA_1324"
                     /translation="MVKTNKLLVPGAEQALEQFKYEIAQEFGVSLGSNTASRSNGSVG
                     GEVTKRLVALAQQQLRG"
     gene            complement(1270973..1271416)
                     /locus_tag="BA_1326"
                     /old_locus_tag="BA1326"
                     /db_xref="Pathema:BA_1326"
     CDS             complement(1270973..1271416)
                     /locus_tag="BA_1326"
                     /old_locus_tag="BA1326"
                     /note="identified by match to protein family HMM PF01575"
                     /codon_start=1
                     /transl_table=11
                     /product="maoC family protein"
                     /protein_id="AAP25277.1"
                     /db_xref="Pathema:BA_1326"
                     /translation="MNPFQEAQTVPELRYDEIQVGDQASLTKTITDEDVINFAKLTGD
                     VNPIHILDSFAKTTMFKERIAHGMLVSSFISTILGTKLPGKNTIYLSQNVSFRAPVKI
                     GDTLRVVAEVIKKRDDKKIITLQTNIYNQSDDIVVEGTATILKKE"
     gene            complement(1271518..1272042)
                     /locus_tag="BA_1327"
                     /old_locus_tag="BA1327"
                     /db_xref="Pathema:BA_1327"
     CDS             complement(1271518..1272042)
                     /locus_tag="BA_1327"
                     /old_locus_tag="BA1327"
                     /note="identified by similarity to GP:4160471; match to
                     protein family HMM PF09602; match to protein family HMM
                     TIGR02131"
                     /codon_start=1
                     /transl_table=11
                     /product="phaP protein"
                     /protein_id="AAP25278.1"
                     /db_xref="Pathema:BA_1327"
                     /translation="METKPYELVDAFWKNWSQSLSLFSSAGKQLEQLTLETLKQQQDA
                     LHKLTSGVDELEKELQQFTAQFNNQYTDYVKQLTGNSLNDQINEWQEKWKELSAHMHQ
                     LTVSPTKTSLSILTQTSGQFEETTKQFIEQQQLQREEAQKQLEGFLEEFKLKQLELAK
                     KFEENSKNLFTSIK"
     gene            complement(1272085..1272537)
                     /locus_tag="BA_1328"
                     /old_locus_tag="BA1328"
                     /db_xref="Pathema:BA_1328"
     CDS             complement(1272085..1272537)
                     /locus_tag="BA_1328"
                     /old_locus_tag="BA1328"
                     /note="identified by similarity to GP:4160472; match to
                     protein family HMM PF03551; match to protein family HMM
                     TIGR02719"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, PadR family"
                     /protein_id="AAP25279.1"
                     /db_xref="Pathema:BA_1328"
                     /translation="MLHNEPEQRESLENTQAKQPNSMPKNFLVPFLLLCLKDWSLHGY
                     KLIQMLMDIGFSSVDQGNVYRTLRKLEKENLISSTWDTSDGGPAKRIYSLTEYGEQYL
                     TTCATSFEHYQNMLRTFFTLYTNAFFPFSTSPEKDEKDSSSSPGDTAE"
     gene            1272736..1273218
                     /locus_tag="BA_1329"
                     /old_locus_tag="BA1329"
                     /db_xref="Pathema:BA_1329"
     CDS             1272736..1273218
                     /locus_tag="BA_1329"
                     /old_locus_tag="BA1329"
                     /note="identified by similarity to GP:13812267; match to
                     protein family HMM TIGR02132"
                     /codon_start=1
                     /transl_table=11
                     /product="phaR protein"
                     /protein_id="AAP25280.1"
                     /db_xref="Pathema:BA_1329"
                     /translation="MIDQKFDPLQAWKNAYEQTETFWGKALNETIKTEEYSAWMGSVL
                     DLNLFYQKALNDTTKNYLEQVNVPTKEDIARVATLVINLENKVDNIEEFLEEKVESVG
                     QAPTLKRDVTKVKQDLRTLETKVDQILELLEKQNTVLAKLQEPVKEEVKPTNKPENKK
                     "
     gene            1273368..1274111
                     /gene="phbB"
                     /locus_tag="BA_1330"
                     /old_locus_tag="BA1330"
                     /db_xref="Pathema:BA_1330"
     CDS             1273368..1274111
                     /gene="phbB"
                     /locus_tag="BA_1330"
                     /old_locus_tag="BA1330"
                     /EC_number="1.1.1.36"
                     /note="identified by similarity to SP:P51831; match to
                     protein family HMM PF00106; match to protein family HMM
                     PF08659; match to protein family HMM TIGR01829"
                     /codon_start=1
                     /transl_table=11
                     /product="acetoacetyl-CoA reductase"
                     /protein_id="AAP25281.1"
                     /db_xref="Pathema:BA_1330"
                     /translation="MVQLNGKVAIVTGGAKGIGKAITVALAQEGAKVVINYNSSKEAA
                     ENLVNELGKEGHDVYAVQADVSKVEDANRLVEEAVNHFGKVDILVNNAGITRDRTFKK
                     LNREDWERVIDVNLSSVFNTTSAVLPYITEAEEGRIISISSIIGQAGGFGQTNYSAAK
                     AGMLGFTKSLALELAKTNVTVNAICPGFIDTEMVAEVPEEVRQKIVAKIPKKRFGQAD
                     EIAKGVVYLCRDGAYITGQQLNINGGLYM"
     gene            1274194..1275279
                     /gene="phaC"
                     /locus_tag="BA_1331"
                     /old_locus_tag="BA1331"
                     /db_xref="Pathema:BA_1331"
     CDS             1274194..1275279
                     /gene="phaC"
                     /locus_tag="BA_1331"
                     /old_locus_tag="BA1331"
                     /EC_number="2.3.1.-"
                     /note="identified by similarity to GP:4160475; match to
                     protein family HMM PF00561; match to protein family HMM
                     TIGR01836"
                     /codon_start=1
                     /transl_table=11
                     /product="poly(R)-hydroxyalkanoic acid synthase, class
                     III, PhaC subunit"
                     /protein_id="AAP25282.1"
                     /db_xref="Pathema:BA_1331"
                     /translation="MTTFATEWEKQLELYPEEYRKAYRRVKRASEILLREPEPQVGLT
                     PKEVIWTKNKTKLYRYIPKQEKTQRVPILLIYALINKPYIMDLTPGNSLVEYLVDRGF
                     DVYMLDWGTFGLEDSHLKFDDFVFDYIAKAVKKVMRTAKSDEISLLGYCMGGTLTSIY
                     AALHPHMPIRNLIFMTSPFDFSETGLYGPLLDEKYFNLDKAVDTFGNIPPEMIDFGNK
                     MLKPITNFVGPYVALVDRSENERFVESWRLVQKWVGDGIPFPGESYRQWIRDFYQNNK
                     LVKGELVIRGQKVDLANIKANVLNISGKRDHIALPCQVEALLDHISSTDKQYVCLPTG
                     HMSIVYGGTAVKQTYPTIGDWLDERSK"
     gene            1275375..1276568
                     /locus_tag="BA_1332"
                     /old_locus_tag="BA1332"
                     /db_xref="Pathema:BA_1332"
     CDS             1275375..1276568
                     /locus_tag="BA_1332"
                     /old_locus_tag="BA1332"
                     /note="identified by similarity to OMNI:NTL02ML2326; match
                     to protein family HMM PF01266"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25283.1"
                     /db_xref="Pathema:BA_1332"
                     /translation="MNLISGKLFWNRGVSVPCYPPLENDMICDVLVVGSGEAGAHIAY
                     FLAKIGMSVMLIEKREIACGSTFANVGLLQFFHDKSLTSLIHTFGEEKGVRAYKLCYE
                     ALRTMEKVVPTLDIDPQFIPRNSLYYASKSEDVSSLQEEYNTLQKYGLPVEYFTEVDI
                     KERYSFTKQAALYTHGDAEVNPYLLAHSLLHKANQMGAIIHEHTEVIHIKKRQNDLIC
                     YTKTGNQIVAKNIIMATGYEALFGKKEKNTTVETSYAVVTNEIDQFEGWHERSLIWET
                     ARPYLYFRTYKNRIMVGGLDEAMQIQSIGDTKLLHKRDILINIVREMFPQYKNIQAEY
                     YWAAAFGSSHDGLPILKEDKKIHNLFYALLHGGNGTVYGMVFAKIFEQLFTNKEREDF
                     SLFNR"
     gene            1276592..1277941
                     /locus_tag="BA_1333"
                     /old_locus_tag="BA1333"
                     /db_xref="Pathema:BA_1333"
     CDS             1276592..1277941
                     /locus_tag="BA_1333"
                     /old_locus_tag="BA1333"
                     /note="identified by similarity to OMNI:NTL01BS01351;
                     match to protein family HMM PF02386"
                     /codon_start=1
                     /transl_table=11
                     /product="sodium transporter family protein"
                     /protein_id="AAP25284.1"
                     /db_xref="Pathema:BA_1333"
                     /translation="MRDIKKFLQKLRPVQLIVLFYLLAVVVSVILLSLPFVTKSGVKW
                     TFIDALFTSVSVVSVTGLSVVTISDTFTTAGIIILALILQLGGLGIMALGTFVWIITG
                     KKIGLQRRRLIMADHNQGNLSGLVELMRSILIVIISIELIGAILLGTRFLLYFPTWQE
                     AYFHGFFAAVSATTNGGFDLTGQSLIPYKKDYIVQMIHMLLIILGAIGFPVLMEVKQF
                     LSKRGQQLFRFSLFTKLTTTTFFALVVVGTIMIFLLERNHFLVGKSWHETVFYTLFQS
                     VTTRSGGLATMDILELSQPTLLFMSILMFIGASPSSVGGGIRTTTFAVSILSLYTFAR
                     GGRTVRVFKRQIHEEDVLKASVVMTMGILLCATALFILSITENVPLMSLIVEVCSAFG
                     TTGLSTGITPDLTTVGKLVLIVLMFIGRVGILTFILASGGREQPPRYKYPKERIIIG"
     gene            complement(1277980..1278321)
                     /locus_tag="BA_1334"
                     /old_locus_tag="BA1334"
                     /db_xref="Pathema:BA_1334"
     CDS             complement(1277980..1278321)
                     /locus_tag="BA_1334"
                     /old_locus_tag="BA1334"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25285.1"
                     /db_xref="Pathema:BA_1334"
                     /translation="MILKKKEKIQSPILDETLPHQMNFPSFKGTGKTMQQPFVNQYDV
                     VIGDSKYNSENNPLHNWSDEVDPAIMAGDEWIHPTNDIGWISEENQELLKNESDNKKE
                     AFMHPQFGIND"
     gene            1278455..1278616
                     /locus_tag="BA_1335"
                     /old_locus_tag="BA1335"
                     /db_xref="Pathema:BA_1335"
     CDS             1278455..1278616
                     /locus_tag="BA_1335"
                     /old_locus_tag="BA1335"
                     /note="identified by similarity to GP:10173477"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25286.1"
                     /db_xref="Pathema:BA_1335"
                     /translation="MNVLVKRKVKQNAAINNNKTPKESLPDAEFALEYEGENSAKYAN
                     RNSKKGKQK"
     gene            1278845..1279921
                     /locus_tag="BA_1337"
                     /old_locus_tag="BA1337"
                     /db_xref="Pathema:BA_1337"
     CDS             1278845..1279921
                     /locus_tag="BA_1337"
                     /old_locus_tag="BA1337"
                     /note="identified by match to protein family HMM PF01547;
                     match to protein family HMM TIGR03261"
                     /codon_start=1
                     /transl_table=11
                     /product="putative iron compound ABC transporter, iron
                     compound-binding protein"
                     /protein_id="AAP25287.1"
                     /db_xref="Pathema:BA_1337"
                     /translation="MKKTIFKAVATGMVFSLLMGCGAKKEESAGAKVKDDKLSGSLTV
                     YTAIEEELVPIYLDSFKKKYPDVKLNIVRDSTGVITAKLLAEGKNTQADVVWGTAASS
                     LLALDKKDMLKGYSPKGADRVLPQFKDDKQPEKWVGNTAFMTGIAINKEELKKKNLPM
                     PESYEDLTKPEYKGTLVMPHPASSGTGFLTVSAWLQIMGEDKGWDYMKKLHDNMATYT
                     HSGSKPAKLAGAGEYPVGVSMVYSALKEKQKGAPVEVVLPKEGLGWEVEANALIKKDN
                     AKNEKLAQAFLDWAITDDVMKLYFEKNGFATIKNDYKLPDGFPKDVTEKLYKKNDFKW
                     AAENRDKILEKWEKEFGQKAEPKK"
     gene            1279942..1280943
                     /locus_tag="BA_1338"
                     /old_locus_tag="BA1338"
                     /note="ABC transporter, ATP-binding protein, degenerate;
                     an automated process has identified a potential problem
                     with this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1338"
     gene            1281042..1282700
                     /locus_tag="BA_1339"
                     /old_locus_tag="BA1339"
                     /db_xref="Pathema:BA_1339"
     CDS             1281042..1282700
                     /locus_tag="BA_1339"
                     /old_locus_tag="BA1339"
                     /note="identified by similarity to GP:17984741; match to
                     protein family HMM PF00528; match to protein family HMM
                     TIGR03262"
                     /codon_start=1
                     /transl_table=11
                     /product="putative iron compound ABC transporter, permease
                     protein"
                     /protein_id="AAP25288.1"
                     /db_xref="Pathema:BA_1339"
                     /translation="MILAFLIMLVLPLLQLFTQAFYDKDGAFIGVANFSKYFTTPTLV
                     QSLQNTVWVSGATTIIAVTLAFAYAYAIARTNVFGKRVFQYIALLPLFAPTMMHGIAL
                     TYLFGNQGLVTKGMFGLFEGIQIPLYGPVGIVMAEVMYTFPQAFLILLIAFQGSDYRL
                     YEASNMLGASKIKQFFTVTLPSVKYGLISAMFVVFTLSFTDFGAPKIVGGQYNVLATD
                     VYKQVIGQQNMPMGATVGMILLIPAIFAFAVDRITQRKQANFLSSKAVPYRITANKKR
                     DVVSFIYCSVITLMIVLLFVAVGIAASVKVWPYNMSFTFEHFNFSSLTGDGLEAFKNS
                     VIVSAVTAVIGAILTFMFAYAIEKIDQLKFFRKTGYFFSIVPLAIPGLVLGLGYVFFF
                     SQPTIQIFGLSVTNPFHSLYGTIAVLVLVNIIHFYSVTFVTATTALKKLDREFELVSQ
                     SMGIPFYKTFFRVTVPMCLPAILEMVMYYFVNSMVTVSAVVFLYAADFKLAAVSIVNM
                     DDAGNVAPAAAMSVLIVVTNIVVRVVYEWGTKALRNRTSQWQKR"
     gene            1282722..1283516
                     /gene="phnX"
                     /locus_tag="BA_1340"
                     /old_locus_tag="BA1340"
                     /db_xref="Pathema:BA_1340"
     CDS             1282722..1283516
                     /gene="phnX"
                     /locus_tag="BA_1340"
                     /old_locus_tag="BA1340"
                     /EC_number="3.11.1.1"
                     /note="identified by match to protein family HMM PF00702;
                     match to protein family HMM TIGR01422; match to protein
                     family HMM TIGR01509; match to protein family HMM
                     TIGR01549"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphonoacetaldehyde phosphonohydrolase"
                     /protein_id="AAP25289.1"
                     /db_xref="Pathema:BA_1340"
                     /translation="MKIEAVIFDWAGTTVDYGCFAPLEVFMEIFHKRGVGITAEEARK
                     PMGLLKIDHVRALTEMPRIANEWNRIFGQLPTETDIQEMYEEFEEILFAILPRYASPI
                     HGVKEVIASLRERGIKIGSTTGYTREMMDIVAKEAALQGYKPDFLVTPDDVPAGRPYP
                     WMCYKNAMELGVYPMNHMIKIGDTVSDMKEGRNAGMWTVGVILGSSELGLSEEEVENM
                     DPAELREKIEVVRNRFVENGAHFTIETMQELESVMERIEKQELIIS"
     gene            1283532..1284629
                     /locus_tag="BA_1341"
                     /old_locus_tag="BA1341"
                     /db_xref="Pathema:BA_1341"
     CDS             1283532..1284629
                     /locus_tag="BA_1341"
                     /old_locus_tag="BA1341"
                     /note="identified by match to protein family HMM PF00266;
                     match to protein family HMM TIGR02326; match to protein
                     family HMM TIGR03301"
                     /codon_start=1
                     /transl_table=11
                     /product="aminotransferase, class V"
                     /protein_id="AAP25290.1"
                     /db_xref="Pathema:BA_1341"
                     /translation="MTENHYLLLTPGPLTTTKTVKEVMLYDWCTWDVEYNTMVQKVRA
                     KLVSLATKEEEKYTTVLMQGSGTFSVEAVIGSVIPKNGKLLVCTNGAYGKRIVQMAEM
                     LHIDVVVSQTEEWEPTNIVEVEKILQQDKEITHIAVVHCETTTGIINPIVDVCKLGKQ
                     YGKVTLVDAMSSFGGIEIDIAELQIDFLISSANKCIQGVPGFGFVIAQRDELLKCKGQ
                     ARSLSLDLYDQWETMENQNGKWRFTSPTHVVHAFYQALLELEKEGGVRARYNRYYNNQ
                     KLLVNRMGEIGFKPLVNEKYQSPIITSFIYPEGNFEFQQLYNELKRYGFVIYPGKISK
                     VDTFRIGNIGDVHEEDINRLVDSIAKGVVIG"
     gene            1284626..1285810
                     /locus_tag="BA_1342"
                     /old_locus_tag="BA1342"
                     /db_xref="Pathema:BA_1342"
     CDS             1284626..1285810
                     /locus_tag="BA_1342"
                     /old_locus_tag="BA1342"
                     /note="identified by match to protein family HMM PF03435"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25291.1"
                     /db_xref="Pathema:BA_1342"
                     /translation="MKVFCLGGAGKICREAILDLVQFSSFETITVADFNEEEGLKIVE
                     WLNDPRVNFVKVDVTNHEDTVAKMKGYDIVMDGTTIKLNGLSTRCIAEAGCHGVNLNG
                     FGEENDSHSIFVQNGKTCLPGFGMTPGVTQMMAMHAANQLHTVESVRVSHGSYRPIAF
                     SASITETTTYEYDPHLPSRTVYENGEFKQVPPFARPREIELPAPYGKATQYIIPHSET
                     ITLAKALENKGVKLIETRGTWPKQNMQLVRALYDYGILRNDQVEINGEAIGIMDCVSK
                     YLLQSKEGQETEVYGYALHVEVIGMKNNEKQRHVLYHTHPLSDGSVEGWEKLRAYTRN
                     VGIPFGIATELIAKGDVNKVGVVTPEEAFVNPQVIFDELKKRGIHIHEEISTYKESYN
                     FV"
     gene            1285851..1286633
                     /locus_tag="BA_1343"
                     /old_locus_tag="BA1343"
                     /db_xref="Pathema:BA_1343"
     CDS             1285851..1286633
                     /locus_tag="BA_1343"
                     /old_locus_tag="BA1343"
                     /note="identified by similarity to OMNI:NTL01BH1556; match
                     to protein family HMM PF00455; match to protein family HMM
                     PF08220; match to protein family HMM PF08279"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, DeoR family"
                     /protein_id="AAP25292.1"
                     /db_xref="Pathema:BA_1343"
                     /translation="MSVVGEERKRTILEKVEFKGKVKVSELAREFAVSTETIRRYLEE
                     LDREKKLKKVYGGAVQLPGAGIEAPMLEREMLHIEEKKRIGYKAATFVEDGDVIAIDD
                     GSTPLQMVPYLVHRKNLTIVTSSFPVATQLISSINKKMFHGEVLFIGGKVSPKHSRVS
                     GSISQQVIQQFHFHKAFVSIDGLLPSFGVSSFELEKAKLSEAMMKLAEKTYILCDHTK
                     VGVKGNYRIAAFSRIQHVICDKKMPYSFEEEVKKHNIQWTIC"
     gene            1286705..1286914
                     /locus_tag="BA_1344"
                     /old_locus_tag="BA1344"
                     /db_xref="Pathema:BA_1344"
     CDS             1286705..1286914
                     /locus_tag="BA_1344"
                     /old_locus_tag="BA1344"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25293.1"
                     /db_xref="Pathema:BA_1344"
                     /translation="MYAKKVDTFSHLFHIIYQYKKSWSKERRESMSERIYNKLVLYAN
                     ILQKIGVINEKEKSEILHTISKKAL"
     gene            1287070..1287742
                     /locus_tag="BA_1345"
                     /old_locus_tag="BA1345"
                     /note="conserved hypothetical protein, internal deletion;
                     an automated process has identified a potential problem
                     with this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1345"
     gene            1287723..1289351
                     /locus_tag="BA_1346"
                     /old_locus_tag="BA1346"
                     /db_xref="Pathema:BA_1346"
     CDS             1287723..1289351
                     /locus_tag="BA_1346"
                     /old_locus_tag="BA1346"
                     /note="identified by similarity to SP:P25146; match to
                     protein family HMM PF00395"
                     /codon_start=1
                     /transl_table=11
                     /product="putative internalin"
                     /protein_id="AAP25294.1"
                     /db_xref="Pathema:BA_1346"
                     /translation="MFLNTNEILDYSALKYMPNLKSLTVANAKIKDPSFFANLKQLNH
                     LALRGNEFSDVTPLVKMDHLDSLDLSNNKITNVAPLIEMKNVKSLYLSGNQIEDVTAL
                     AKMEQLDYLNLANNKITNVAPLSALKNVTYLTLAGNQIEDIKPLYSLPLTDLVLTRNK
                     VKDLSGIEQMKQLEELWIGKNEIKDVTPLSKMTQLKQLHLPNNELKDITPLSSLVNLQ
                     KLDLEANYISDLTPASNLKKLVFLSFVANEIRDVRPVIELSKTAYINVQNQKVFLEET
                     EVNKEVKVPIYEKDGKISTKIRLKGEGGTYSNDAVKWSTPGEKVYEFGVKDPFADTGI
                     FFTGSVIQNVVESKADNTSKEDNTSKEDAKVEVVEFKDVPKGHWSEEAIHYLAKENIF
                     KGYGNGQFGFGDSITRGQVASLVQRYLKLENKVEQKERFTDTKGHMFEQDIATVAQAG
                     IMQGDGTGEFRPDGVLTRYEMSVVLYKVFQLKEDGNNKVNFKDVPTGHWAEGYVKALV
                     DNNISKGDGKERFLGDDFVTREQYAQFLYNAITK"
     gene            1289637..1290226
                     /locus_tag="BA_1347"
                     /old_locus_tag="BA1347"
                     /note="conserved hypothetical protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1347"
     gene            1290352..1290975
                     /locus_tag="BA_1348"
                     /old_locus_tag="BA1348"
                     /db_xref="Pathema:BA_1348"
     CDS             1290352..1290975
                     /locus_tag="BA_1348"
                     /old_locus_tag="BA1348"
                     /note="identified by match to protein family HMM PF00571"
                     /codon_start=1
                     /transl_table=11
                     /product="CBS domain protein"
                     /protein_id="AAP25295.1"
                     /db_xref="Pathema:BA_1348"
                     /translation="MRVKYHFLPKPQVTFCKMNDSGEKALQIMNKTGFRAIPVLAEDE
                     KKFMGIIYKVDLLEKKCNGGLEELSTEHMLEDSAAFIFEKDSFFRAFYVIRRLPFLAV
                     LNDYNEFVGILTHSNIFDVIEDSFGMRTGGYILTIATQDCKGTIKELGTLLKAFHIGG
                     LFTLDNGDQYIRRVIVNITDELNEKRLKQLIEKIEKKGFRVSHVDYI"
     gene            complement(1291043..1291813)
                     /locus_tag="BA_1349"
                     /old_locus_tag="BA1349"
                     /db_xref="Pathema:BA_1349"
     CDS             complement(1291043..1291813)
                     /locus_tag="BA_1349"
                     /old_locus_tag="BA1349"
                     /note="identified by similarity to OMNI:NTL01BH1495; match
                     to protein family HMM PF04748"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25296.1"
                     /db_xref="Pathema:BA_1349"
                     /translation="MRKYTIALLILTMFLPSFLFPVQAKAHTNKVAIVIDDFGNNMKG
                     TDKMLSLPIPLTVAVMPFLPSTKEDAIAAHKKGHEVIIHMPMEPIKGKKEWLGPKAIT
                     TDLSDEEINNRLEQAIQEVPHAIGMNNHMGSKVTADERIVRLILAACKKHGLFYLDSK
                     TNPKSVVPKIGKELGVPIIENQLFFDDVYTAAHISKQAQLLIKKLQEKPIMVAIGHVG
                     PPGEITSRVIETSIPKIREHADFIFLSDLALSPPPVSK"
     gene            1292153..1292434
                     /locus_tag="BA_1350"
                     /old_locus_tag="BA1350"
                     /db_xref="Pathema:BA_1350"
     CDS             1292153..1292434
                     /locus_tag="BA_1350"
                     /old_locus_tag="BA1350"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by similarity to EGAD:6664; match
                     to protein family HMM PF09388"
                     /codon_start=1
                     /transl_table=11
                     /product="stage 0 sporulation regulatory protein"
                     /protein_id="ACZ49991.1"
                     /db_xref="Pathema:BA_1350"
                     /translation="MFTVKRKYTLEKLSRDIHMKREEMIQLGLTSGLNSMETIQVSQE
                     LDKLILQYQCYKEKQTPKWLSIIKAPIFQIGYEGKSSNFWRMLVAGFMK"
     gene            complement(1292464..1293960)
                     /locus_tag="BA_1351"
                     /old_locus_tag="BA1351"
                     /db_xref="Pathema:BA_1351"
     CDS             complement(1292464..1293960)
                     /locus_tag="BA_1351"
                     /old_locus_tag="BA1351"
                     /EC_number="2.7.13.3"
                     /note="identified by match to protein family HMM PF00512;
                     match to protein family HMM PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase KinD"
                     /protein_id="AAP25297.1"
                     /db_xref="Pathema:BA_1351"
                     /translation="MKFKFHNIVLYILLVILPMIGIGATFYSYHSYKMKQENKRIAHT
                     VLFLYRDYLDHHLGEAISALEMLSKVVGTETGNINGMKEIVHDTDGNDARFSGLYYTT
                     PEGIITIASEGDRPPVDVSDRKYIQNALQTKKTTVSSVITDRVLGHQAIMIASPIFNK
                     QKELSGLLLASLRFDYISSSLNAIKPQYHFEVTDKYDVVFLTDDNNETSDAHSNMLTT
                     PLQRLDWKVSVSPLPIHQKTLNQWVAVECIATLFLMSILFLLAQYMLLKRQTKLERQQ
                     NELQKIELVGTFAASTAHEIRNPLTGIKGLVALLKEKYKDEQDQFYFSIIEQEIKRIN
                     EIVSEFLILGKPTATIEQTYDVRTILNEVALIIQSEANLHNIVFHLHLPDHPVHIRCS
                     KDHMKQVVLNITKNAIEAMTSGDTLTISVTSNETHAQLQIIDTGKGIPKHIQKHLFHP
                     FFTNKDTGTGLGLVICKRIVEMYNGHLFIDSIENEGTTVHAEIPLHIV"
     gene            1294151..1294597
                     /locus_tag="BA_1352"
                     /old_locus_tag="BA1352"
                     /db_xref="Pathema:BA_1352"
     CDS             1294151..1294597
                     /locus_tag="BA_1352"
                     /old_locus_tag="BA1352"
                     /note="identified by similarity to OMNI:NTL01BS01368;
                     match to protein family HMM PF01047"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, MarR family"
                     /protein_id="AAP25298.1"
                     /db_xref="Pathema:BA_1352"
                     /translation="MTSNNEREDISQSLKVFIALSRVHRSVMDTTNKSIQSNGLNPTE
                     FAVLELLYHKGGQPLQQIGERILIASGSITYVVDKLEKKGLVKRIPCPNDRRVIYAQL
                     TESGETFIASIFPGHEQVIHQSFEMLTKEEKDELLDLLKKIGKYEK"
     gene            1294758..1296452
                     /locus_tag="BA_1353"
                     /old_locus_tag="BA1353"
                     /db_xref="Pathema:BA_1353"
     CDS             1294758..1296452
                     /locus_tag="BA_1353"
                     /old_locus_tag="BA1353"
                     /note="identified by similarity to OMNI:TP1026; match to
                     protein family HMM PF01432; match to protein family HMM
                     TIGR02289"
                     /codon_start=1
                     /transl_table=11
                     /product="putative oligoendopeptidase F"
                     /protein_id="AAP25299.1"
                     /db_xref="Pathema:BA_1353"
                     /translation="MSFKDYEYKRPNIEELKEKFTVALEKFDNAKTVEEQKQVIHSIN
                     EIRNDFGTMGNLCYIRHSVDTTDAFYKEEQDFFDEFSPVVQGYGTKYYNALIHSPFRE
                     ELEAYYGKQLFALAECDLKTYSDEVVKDLQLENKLSSQYTQLLASAKIDFAGEERTLS
                     QLIPFMQGKERSERKAASEAYYGFLAENEEELDRIYDELVKVRTKIAKSLGFKNFVEL
                     GYARMYRTDYNAEMVANYRQQVLDYIVPVTTELRKRQQARIGVEKLAYYDENFEFPTG
                     NPTPKGDADWIVNHGKTMYKELSAETDEFFNFMLDNDLLDLVAKKGKAGGGYCTYIEN
                     YKAPFIFSNFNGTSGDIDVLTHEAGHAFQVYESRKFEIPEYNWPTYEACEIHSMSMEF
                     FTWPWMKLFFEEDADKYYFSHLSSALLFLPYGVSVDEYQHYVYENPEASPEERKTAWR
                     NIEKKYLPHRDYEDNDYLERGGFWQRQGHIYSSPFYYIDYTLAQICALQFWKRARDNR
                     QEAWEDYVNLCQQGGSKSFLELVEVANLTSPFAEGCVKSVITEIEAWLHAIDDTKL"
     gene            1296591..1297124
                     /locus_tag="BA_1354"
                     /old_locus_tag="BA1354"
                     /db_xref="Pathema:BA_1354"
     CDS             1296591..1297124
                     /locus_tag="BA_1354"
                     /old_locus_tag="BA1354"
                     /note="identified by similarity to EGAD:108462"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25300.1"
                     /db_xref="Pathema:BA_1354"
                     /translation="MLQSNMDVSLESLVSSLQSTRSTLLSEIEMLNDTEVNVKPRRDK
                     WSIIQILHHLHLVEQSVTSALVYALQKNERNTTPFKDLQLTLDRTHKREAPQQMKPTE
                     TLMKKQQGIQLLEHSRQELLHALHSVIDEKDLFENGLKHPVFNDLNLYQWVQFLDLHE
                     QRHLTQLKEAKHAILQR"
     gene            1297227..1297343
                     /locus_tag="BA_1355"
                     /old_locus_tag="BA1355"
                     /db_xref="Pathema:BA_1355"
     CDS             1297227..1297343
                     /locus_tag="BA_1355"
                     /old_locus_tag="BA1355"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25301.1"
                     /db_xref="Pathema:BA_1355"
                     /translation="MSKKKKEEERAWKARKENQKPHGKVKAFAELVEGTEKT"
     gene            complement(1297355..1298563)
                     /gene="kinB1"
                     /locus_tag="BA_1356"
                     /old_locus_tag="BA1356"
                     /db_xref="Pathema:BA_1356"
     CDS             complement(1297355..1298563)
                     /gene="kinB1"
                     /locus_tag="BA_1356"
                     /old_locus_tag="BA1356"
                     /EC_number="2.7.13.3"
                     /note="identified by match to protein family HMM PF00512;
                     match to protein family HMM PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="sporulation kinase B"
                     /protein_id="AAP25302.1"
                     /db_xref="Pathema:BA_1356"
                     /translation="MLVYHLFWNQKGKRSPKLNSAIFIVLCCLVTILCITFAAKTIYG
                     FQFDMRHIVLIVGTLTGGPIAGGSILVVLNIYRFLLGGIGVFPSLIGSILLFIVLLFT
                     YKFFNRTSNRIKITLAIIYSLIYGFSWIPFFLSKVTNKADYIPHIIVYELCTILGTIL
                     ILYLLHILQTQVRLQNELMNAEKFHLIGEMAASISHEIRNPLTSTKGFLQLLQSDTCT
                     EQERKLYIDIAINGIEQANHVLTDYLTFAKPSIEKEQRLQLEEELLHALSLITPLANL
                     TNVRTHYIKQSTSFFIAGEKQKLNQCLLNILKNCIEAMPKGGDLYFTLVPDHKHIQLY
                     IKDTGVGMDQEQVKRLGSPFYSTKEKGTGLGMMVVFSVVQAMNGKIDIISEKGTGTTF
                     LLTFPLIQKT"
     gene            1298908..1299570
                     /locus_tag="BA_1359"
                     /old_locus_tag="BA1359"
                     /db_xref="Pathema:BA_1359"
     CDS             1298908..1299570
                     /locus_tag="BA_1359"
                     /old_locus_tag="BA1359"
                     /note="identified by similarity to OMNI:NTL01BH2247; match
                     to protein family HMM PF06508; match to protein family HMM
                     TIGR00364"
                     /codon_start=1
                     /transl_table=11
                     /product="protein ExsB"
                     /protein_id="AAP25303.1"
                     /db_xref="Pathema:BA_1359"
                     /translation="MKKEKAVVVFSGGQDSTTCLFWAIEQFAEVEAVTFNYNQRHKLE
                     IDCAVEIAKELGIKHTVLDMSLLNQLAPNALTRTDMEITHEEGELPSTFVDGRNLLFL
                     SFAAVLAKQVGARHIVTGVCETDFSGYPDCRDVFVKSLNVTLNLSMDYPFVIHTPLMW
                     IDKAETWKLSDELGAFEFVREKTLTCYNGIIGDGCGECPACQLRKAGLDTYLQEREGA
                     SN"
     gene            1299570..1300061
                     /locus_tag="BA_1360"
                     /old_locus_tag="BA1360"
                     /db_xref="Pathema:BA_1360"
     CDS             1299570..1300061
                     /locus_tag="BA_1360"
                     /old_locus_tag="BA1360"
                     /note="identified by match to protein family HMM PF01242;
                     match to protein family HMM TIGR03367"
                     /codon_start=1
                     /transl_table=11
                     /product="putative 6-pyruvoyl tetrahydrobiopterin
                     synthase"
                     /protein_id="AAP25304.1"
                     /db_xref="Pathema:BA_1360"
                     /translation="MDNFFGFRIVENLQKMDKDIQRKQLKYHNKRVMVSKEFTFDAAH
                     HLHCYEGKCKNLHGHTYKVVFGISGYVNEIGLAIDFGDIKEIWKNEIEIYLDHRYLNE
                     TLPAMNTTAENMVVWIYEKMAEALTKDNRANEYKGARVEFVRLFETPTSYAEVRREWM
                     LDE"
     gene            1300054..1300770
                     /gene="queE"
                     /locus_tag="BA_1361"
                     /old_locus_tag="BA1361"
                     /db_xref="Pathema:BA_1361"
     CDS             1300054..1300770
                     /gene="queE"
                     /locus_tag="BA_1361"
                     /old_locus_tag="BA1361"
                     /note="identified by match to protein family HMM PF04055;
                     match to protein family HMM TIGR03365"
                     /codon_start=1
                     /transl_table=11
                     /product="7-cyano-7-deazaguanosine (preQ0) biosynthesis
                     protein QueE"
                     /protein_id="AAP25305.1"
                     /db_xref="Pathema:BA_1361"
                     /translation="MSKIPVLEIFGPTIQGEGMVVGQKTMFIRTAGCDYSCAWCDSAF
                     TWDGSAKDQIRQMTAEDVWNELVEIGGENFSHVTISGGNPVLLKNIEFLLSILKENGM
                     RTAIETQGSKWQDWLLQIDEITISPKPPSSTMNTDFQKLDDVIQKLAGKDISLKVVVF
                     DDYDFEYAVKMHERYPDVPFFLQVGNDDTKTVDDAMLIKKLLDKYEWLIEKAVNRKEM
                     NNAKVLPQLHALVWGNKRGV"
     gene            1300789..1301286
                     /locus_tag="BA_1362"
                     /old_locus_tag="BA1362"
                     /db_xref="Pathema:BA_1362"
     CDS             1300789..1301286
                     /locus_tag="BA_1362"
                     /old_locus_tag="BA1362"
                     /note="identified by similarity to EGAD:107611; match to
                     protein family HMM PF01227; match to protein family HMM
                     TIGR03139"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25306.1"
                     /db_xref="Pathema:BA_1362"
                     /translation="MAGRLDEDLKDVTLLGNQNTKYLFEYSPEILEVFDNNHPNRDYF
                     VKFNCPEFTSLCPKTGQPDFATIYISYIPEQRMVESKSLKLYLFSFRNHGDFHEDCMN
                     VIMNDLIKLMDPRYIEVWGKFTPRGGISIDPYCNYGRPGTKYEQMADYRMMNHDLYPE
                     TIDNR"
     gene            complement(1301342..1301527)
                     /locus_tag="BA_1363"
                     /old_locus_tag="BA1363"
                     /db_xref="Pathema:BA_1363"
     CDS             complement(1301342..1301527)
                     /locus_tag="BA_1363"
                     /old_locus_tag="BA1363"
                     /note="identified by similarity to EGAD:107617"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25307.1"
                     /db_xref="Pathema:BA_1363"
                     /translation="MQIAETGDIIEFKGGMQGRVQKENQNSVIVDITIMENFRELDME
                     PLTVVSHKNYTVINQNA"
     gene            1301788..1301943
                     /locus_tag="BA_1364"
                     /old_locus_tag="BA1364"
                     /db_xref="Pathema:BA_1364"
     CDS             1301788..1301943
                     /locus_tag="BA_1364"
                     /old_locus_tag="BA1364"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25308.1"
                     /db_xref="Pathema:BA_1364"
                     /translation="MFQFVGSIIALTLFVFSYMHLKKIRHHETTTYFDGMDGIYDGVT
                     HESGGDM"
     gene            1302032..1302634
                     /locus_tag="BA_1365"
                     /old_locus_tag="BA1365"
                     /db_xref="Pathema:BA_1365"
     CDS             1302032..1302634
                     /locus_tag="BA_1365"
                     /old_locus_tag="BA1365"
                     /note="identified by similarity to OMNI:CC2071"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25309.1"
                     /db_xref="Pathema:BA_1365"
                     /translation="MKISFIRHGRLERTIEPMTVTSFHEWMKGYDLHIITEKASIPLE
                     TREAVEAAKLIVTSDQRCAVQSAAELMDSLSFIQNSLFREAAVPTSFYAPKWIKCKPN
                     VWIFIGRTLWILGYHKDVESYKEVRERARQAADLLHRYALVHGSIALVGHNYVNGMIG
                     AELRAMGWSGSPILHREPWGCTTYTFHEAMNGNVLNTNLT"
     gene            complement(1302670..1303248)
                     /locus_tag="BA_1366"
                     /old_locus_tag="BA1366"
                     /db_xref="Pathema:BA_1366"
     CDS             complement(1302670..1303248)
                     /locus_tag="BA_1366"
                     /old_locus_tag="BA1366"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP25310.1"
                     /db_xref="Pathema:BA_1366"
                     /translation="MIRKAKKTDAKLVAPLLYNALHEIAEKITGSTVETEVLLGLETW
                     FSKEKNRLSYENCFVYEQDGGAVGVIVAYHGSEATMLDAPIVHHLRELHKDESITLEK
                     EAELDEYYIDTLSVSSVYGGKGIGSKLIEAAEIYATEKEHEKIALLVNLENKRAYSLY
                     EKLGYKKDQIVMLVGEPYAHLVKPLNIKISIS"
     gene            1303494..1303688
                     /locus_tag="BA_1367"
                     /old_locus_tag="BA1367"
                     /db_xref="Pathema:BA_1367"
     CDS             1303494..1303688
                     /locus_tag="BA_1367"
                     /old_locus_tag="BA1367"
                     /note="identified by similarity to OMNI:NTL01BH2330"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25311.1"
                     /db_xref="Pathema:BA_1367"
                     /translation="MDKELANTILDQLKNGEIKEYVVTKDVFYTFREVLVNREDFKHF
                     IGNAQRGGQVIYTYSETPRS"
     gene            1303715..1304032
                     /locus_tag="BA_1368"
                     /old_locus_tag="BA1368"
                     /db_xref="Pathema:BA_1368"
     CDS             1303715..1304032
                     /locus_tag="BA_1368"
                     /old_locus_tag="BA1368"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25312.1"
                     /db_xref="Pathema:BA_1368"
                     /translation="MGDFKQSILPHWDYMWKDRAGNRFMGMVMYPEKRKCSTKMLQKI
                     KRAYEEAVEIKVTVQVQHTYQYIEGMIVYFDEEAPVCTMIDKDENPHHIFVKDILRIE
                     HSE"
     gene            1304509..1304868
                     /gene="nrdI"
                     /locus_tag="BA_1369"
                     /old_locus_tag="BA1369"
                     /db_xref="Pathema:BA_1369"
     CDS             1304509..1304868
                     /gene="nrdI"
                     /locus_tag="BA_1369"
                     /old_locus_tag="BA1369"
                     /note="identified by match to protein family HMM PF07972;
                     match to protein family HMM TIGR00333"
                     /codon_start=1
                     /transl_table=11
                     /product="nrdI protein"
                     /protein_id="AAP25313.1"
                     /db_xref="Pathema:BA_1369"
                     /translation="MLVAYDSMTGNVKRFIHKLNMPAVQIGEDLVIDEDFILITYTTG
                     FGNVPERVLEFLERNNEKLKGVSASGNRNWGDMFGASADKISAKYEVPIVSKFELSGT
                     NNDVEYFKERVREIATH"
     gene            1304855..1308041
                     /gene="nrdE"
                     /locus_tag="BA_1371"
                     /old_locus_tag="BA1371"
                     /db_xref="Pathema:BA_1371"
     CDS             join(1304855..1305620,1306723..1308041)
                     /gene="nrdE"
                     /locus_tag="BA_1371"
                     /old_locus_tag="BA1371"
                     /EC_number="1.17.4.1"
                     /note="This gene is interrupted by a group I intron that
                     is spliced out to create a functional form of the nrdE
                     transcript.; identified by match to protein family HMM
                     PF00317; match to protein family HMM PF02867; match to
                     protein family HMM PF08343; match to protein family HMM
                     TIGR02506"
                     /codon_start=1
                     /transl_table=11
                     /product="ribonucleoside-diphosphate reductase, alpha
                     subunit, group I intron-containing"
                     /protein_id="AAP25314.2"
                     /db_xref="Pathema:BA_1371"
                     /translation="MRHIELNNEITQMQDGFYQLHKDKEALEVFMEEARENTVHFNSV
                     AERMEYMKEHDYYYNVLDEYNLEEVEEVYNIAYGENFEFQSYMAASKFYKDYALKTND
                     QKQYLESYEDRVAIVSLYLGRGDVAKAKQFASMIVKQNYQPATPTFLNAGRSRRGEMV
                     SCFLLEMDDSLNSIGFNINTAMQLSKIGGGVALNLSKLRARGEQIKGIDNAASGVVPV
                     MKLLEDSFSYANQLGQRKGAGAVYLNIFHWDIIEFLDSKKINADEKSRIQSLSIGIIV
                     PSKFFELAEKNEPFHVFAPYTVYKEYGKHLDDIDIDEMYDELMSNPKVKKKPLDISAR
                     DMLIKIAMIQLESGYPYLMFKSNANNQHPLKDIGTVKMSNLCTEIFQLQETSEINDYG
                     TDDIIRRDINCNLGSLNIVNVMENKEIREAVHAGMEALTAVSDMTIIPNAPTVKKAND
                     ELHSVGLGAMNLHGYLAKNKIAYESEEAKEFARTFFMMLNYYSIEKSMEIAKEKGETF
                     KDFDKSDYANGTYFEKYETTDYSPVTEKVQQLFEGIHIPTKEDWTSLKEQVQKNGLYN
                     SYRLAIAPTQSISYVQNATSSVMPIVSQIESRTYANATTYYPMPYLSKDTFWYYKSSY
                     DMNQFKLIDLIAEIQEHIDQGISTILYVNSDISTRELARYYIYAHKKGLKSLYYTRTR
                     KLSVEECVACTV"
     gene            1305863..1306624
                     /locus_tag="BA_1370"
                     /old_locus_tag="BA1370"
                     /db_xref="Pathema:BA_1370"
     CDS             1305863..1306624
                     /locus_tag="BA_1370"
                     /old_locus_tag="BA1370"
                     /EC_number="3.1.-.-"
                     /note="This endonuclease is encoded within a group I
                     intron. The intron interrupts the
                     ribonucleoside-diphosphate reductase alpha subunit gene
                     nrdE.; identified by match to protein family HMM PF01541;
                     match to protein family HMM PF07460; match to protein
                     family HMM TIGR01453"
                     /codon_start=1
                     /transl_table=11
                     /product="group I intron GIY-YIG endonuclease"
                     /protein_id="AAP25315.1"
                     /db_xref="Pathema:BA_1370"
                     /translation="MNCGIYLIINKENRKFYIGSSNNFKVRFKTHRNQLNANQHHSKH
                     LQAAWNLYGENKFEFKGIIELPNDKDILHKIEQSLLSQYYGKQYCYNGHPIARGGALS
                     GEKNHMYGKTHSKEVKKFLSEINTGPNNYWYDKPQHLENMRSKITKRFHGRKHTDETK
                     EKMSRSRKGKKHTKETCMKISKAQKNQYNSGREKQKKPIVINDIYYESLAEAGRAFNV
                     PANTIKYRVLSNNFPNYQYFQEGVETIERASLDES"
     gene            1308135..1309103
                     /gene="nrdF"
                     /locus_tag="BA_1372"
                     /old_locus_tag="BA1372"
                     /db_xref="Pathema:BA_1372"
     CDS             1308135..1309103
                     /gene="nrdF"
                     /locus_tag="BA_1372"
                     /old_locus_tag="BA1372"
                     /EC_number="1.17.4.1"
                     /note="identified by similarity to SP:P50621; match to
                     protein family HMM PF00268"
                     /codon_start=1
                     /transl_table=11
                     /product="ribonucleoside-diphosphate reductase, beta
                     subunit"
                     /protein_id="AAP25316.1"
                     /db_xref="Pathema:BA_1372"
                     /translation="MRAVNWNKKEDDFSLMFWKQNIAQFWTEEEIAVSSDKNTWVQLS
                     KEEQIAYKRVLGGLTLLDTKQGGEGMPLVLVHLENLQAKSVLAFMGAMEEVHAKSYSH
                     IFTTLATEEEIDEIFDWVDTHPLLEKKAGIITSYYRRLLKPEVTKKELYMAMVASVFL
                     ESYLFYSGFFYPLYLAGQGKLTASGEIINLIIRDESIHGVFVGILAQQIFAELSAEDQ
                     QEVQKETQELLMELYEIEMAYTEEIYTSIGLVEDVNRFVRYNANKGLMNLGLEPKFEE
                     EEINPIVLNGLRTDTKNHDFFSVKGNGYVKATNVEKLSDDDFVFNF"
     gene            1309320..1309700
                     /locus_tag="BA_1373"
                     /old_locus_tag="BA1373"
                     /db_xref="Pathema:BA_1373"
     CDS             1309320..1309700
                     /locus_tag="BA_1373"
                     /old_locus_tag="BA1373"
                     /note="identified by similarity to GP:15023102; match to
                     protein family HMM PF00392"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, GntR family"
                     /protein_id="AAP25317.1"
                     /db_xref="Pathema:BA_1373"
                     /translation="MKIEFSPNTPIYIQVMEYIKKEIVTGHLLPGDKIPSVRELASEL
                     QVNPNTIQRTFQELERDGVVVTRRGMGRYVTNEGEKIMELRKEMAKELLHSFIDGMDN
                     LGFSEEEILTILRSSLHEKREESE"
     gene            1309697..1310395
                     /locus_tag="BA_1374"
                     /old_locus_tag="BA1374"
                     /db_xref="Pathema:BA_1374"
     CDS             1309697..1310395
                     /locus_tag="BA_1374"
                     /old_locus_tag="BA1374"
                     /note="identified by similarity to GP:15023103; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP25318.1"
                     /db_xref="Pathema:BA_1374"
                     /translation="MTELLKIENLWKRYGLKAVIRELNIEITEGKIIGLVGDNGSGKT
                     TLLKMIAGLQHPSEGSITIAGKKVGLETKEIVSFMSDKPVFDDWMTVKDSLFFYRDFY
                     KDFDIQKAVDTIAEFKIPLEERITALSKGMVEKLQIILTFSRKAKLYVLDEPLGGIDL
                     VSREHVLELILQFYREDCTILIATHLIGEVENIFDEVIFLKDGESVLHENVEELRFQR
                     GKAVTDLFKEVFSR"
     gene            1310392..1311186
                     /locus_tag="BA_1375"
                     /old_locus_tag="BA1375"
                     /db_xref="Pathema:BA_1375"
     CDS             1310392..1311186
                     /locus_tag="BA_1375"
                     /old_locus_tag="BA1375"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter, permease protein"
                     /protein_id="AAP25319.1"
                     /db_xref="Pathema:BA_1375"
                     /translation="MKASLIYMYNANKKQIFISLLSFIFIVAVAFVSMGNYIKQESGE
                     VRQMIIIALVFLVYMIFAVLVFLQAISAFGKMTESTLFRLTPISGKKIILAILSYAAI
                     SFMCFEVIGTMFVYSISMKVIKGTELYGMLFTESTIELDIVKQLFSSVLYVFNLSSIL
                     LVLLFTVAGVKVFSLKKKKMEYVIIFFLFLLVTKVINLIYEMLGRLAPTPTFIKKSVY
                     IDESVDINLILYPESLMNLYSITFSISIFVLLVYITGRIIDKKLEV"
     gene            1311201..1312103
                     /locus_tag="BA_1376"
                     /old_locus_tag="BA1376"
                     /db_xref="Pathema:BA_1376"
     CDS             1311201..1312103
                     /locus_tag="BA_1376"
                     /old_locus_tag="BA1376"
                     /note="identified by match to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP25320.2"
                     /db_xref="Pathema:BA_1376"
                     /translation="MGNVVVKLENVRKKIGGTEIIRGLSFEVREGEVYGFLGPNGSGK
                     TTTIRMMTGLISMTEGDITICGHSIRTEREKALEQIGAIVENPELYDYMTGMQNLKHF
                     ANMAITPISKERIAEIVKLVELEHAIHKKVKTYSLGMKQRLGIAQALLHQPKILILDE
                     PTNGLDPAGIRQIRDYLQRLAKEENIAVIVSSHLLSEIELMCDRVVIIKQGEFVQEYN
                     LHEQAKHDETVVVAFEVDQVQKANEIVQGKAQGNVIVVSVTKEEIPQLVKKLVNNDVL
                     VYGVTVQNKTLEDEFLAITGGVKA"
     gene            1312103..1312879
                     /locus_tag="BA_1377"
                     /old_locus_tag="BA1377"
                     /db_xref="Pathema:BA_1377"
     CDS             1312103..1312879
                     /locus_tag="BA_1377"
                     /old_locus_tag="BA1377"
                     /note="identified by similarity to EGAD:37850"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter, permease protein"
                     /protein_id="AAP25321.1"
                     /db_xref="Pathema:BA_1377"
                     /translation="MLKLIQNEFLKLHAKKGMYILIGVIAVLEILGVLAMMKWGDGTE
                     FKGSYLDFASSEIGLITLFATIFGITIASRMITDEFQKGTIKQLLIRPRKRMTVLFSK
                     YITVLLTIIFIIFASTLIAMIIGGIVMDGSKTELTIGIVMKSTLYQVLSPLFFATLAF
                     FLANVFRKSVLPLIITMFLFFLQGAINMVLMMFAKGVAKFIVFFHLDLRAYDGNKLIS
                     GGVEPTFTEFTFTTSLLLVITYIVVLLIASSALFQKRDVL"
     gene            1313082..1314095
                     /locus_tag="BA_1378"
                     /old_locus_tag="BA1378"
                     /db_xref="Pathema:BA_1378"
     CDS             1313082..1314095
                     /locus_tag="BA_1378"
                     /old_locus_tag="BA1378"
                     /note="identified by match to protein family HMM PF02517"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, AbrB family"
                     /protein_id="AAP25322.1"
                     /db_xref="Pathema:BA_1378"
                     /translation="MHYAFSRIRLRSFFGWMIIGLFLTMIPLSLANVSENMMEVISQI
                     TVFFVFPLFWLYVKTNKNNIVFNSFFDKPGRLTWGLIVLATIMGMIFSVGISHIQFYI
                     LAHTLPNFLVTMLEDGTVINTSNIYMTIFTFISACVLAPIMEEVIFRGFFLQRMAYKW
                     GIKKAVIISSLIFGLGHFDVIGAFMFGVVMCLLYIKTKNIWTNIAVHALNNFIATSMQ
                     FIGGEESSAISIPELQAQSNLWIGIGLTVVGLLWLIPYVWKQWRTVKEVGVPPVRFIN
                     EEKVVRAPEGNEVYSQVIVTDRLMAVELPDEAVNKLRLEENDYVTVSVEEDKIVIKKA
                     HDR"
     gene            complement(1314125..1314307)
                     /locus_tag="BA_1379"
                     /old_locus_tag="BA1379"
                     /db_xref="Pathema:BA_1379"
     CDS             complement(1314125..1314307)
                     /locus_tag="BA_1379"
                     /old_locus_tag="BA1379"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25323.1"
                     /db_xref="Pathema:BA_1379"
                     /translation="MKIWFYEKTAQLDDLLGIWDNVPTIPRIGEKVEILKTVRTVTDI
                     KYVKNGNNFRVEIITN"
     gene            complement(1314408..1314860)
                     /locus_tag="BA_1380"
                     /old_locus_tag="BA1380"
                     /db_xref="Pathema:BA_1380"
     CDS             complement(1314408..1314860)
                     /locus_tag="BA_1380"
                     /old_locus_tag="BA1380"
                     /note="identified by similarity to OMNI:NTL01BS00425;
                     match to protein family HMM PF01037"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, AsnC family"
                     /protein_id="AAP25324.1"
                     /db_xref="Pathema:BA_1380"
                     /translation="MQLDRVDRKILNELYNDSRLSMRELAKRVNLSAPSTAERVRKLE
                     SEGVVQKYTIDIDYKKAGLVLDCILEITLKNGDTTRMQQFIQSYPSASFCYRVTGSLC
                     YIVKISVPSLVELEEFINDVSSYATTVSHIVLSEISLTPDIEHIFPED"
     gene            1314987..1315415
                     /locus_tag="BA_1381"
                     /old_locus_tag="BA1381"
                     /db_xref="Pathema:BA_1381"
     CDS             1314987..1315415
                     /locus_tag="BA_1381"
                     /old_locus_tag="BA1381"
                     /note="identified by similarity to OMNI:NTL01BH0425"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25325.1"
                     /db_xref="Pathema:BA_1381"
                     /translation="MERISLSNVGDTKFQKLLGHNPEILHSWSTLENTLYNKGTLSAE
                     LKEQVRRTLAYGNECPYCMAKGRPDHMQKVEEISVAVTFAHTFVYDKQAIDDTMFHVL
                     KQYWTEKEIVELCAYICFITASQQLGFLFQLQPNEGGKDE"
     gene            1315408..1315962
                     /locus_tag="BA_1382"
                     /old_locus_tag="BA1382"
                     /db_xref="Pathema:BA_1382"
     CDS             1315408..1315962
                     /locus_tag="BA_1382"
                     /old_locus_tag="BA1382"
                     /note="identified by match to protein family HMM PF00857"
                     /codon_start=1
                     /transl_table=11
                     /product="isochorismatase family protein"
                     /protein_id="AAP25326.1"
                     /db_xref="Pathema:BA_1382"
                     /translation="MNNQIALILIDVQKAFQLPYWGERNNLFAEENMRILLAEWRKRK
                     RPVFHIQHVNKENDQSMFYEGAETVNFKEEVKPLSGEVVIQKTVNSAFIGTNLEEQLR
                     ENKCNAVVIVGLTTNHCVETTTRMAGNLGFTTYLVRDATATFNRKGLDGKEYSAEDIH
                     NMTLVNLHEEFATIVTTKEALKLF"
     gene            1316049..1316447
                     /locus_tag="BA_1383"
                     /old_locus_tag="BA1383"
                     /db_xref="Pathema:BA_1383"
     CDS             1316049..1316447
                     /locus_tag="BA_1383"
                     /old_locus_tag="BA1383"
                     /note="identified by similarity to SP:P31143"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25327.1"
                     /db_xref="Pathema:BA_1383"
                     /translation="MEQIPVKRIEEVLVVAGDDKQKQKEFYELLLSTEFYVAGSLEAE
                     EGATEGILRLRHFQGDGRWIVPFFTQMEFVKDVLPEGTPLITIRGKELFGSIEKDATA
                     VLNVGTDISKTFIPEEIADIASGRIFNYYK"
     gene            complement(1316475..1317395)
                     /locus_tag="BA_1384"
                     /old_locus_tag="BA1384"
                     /db_xref="Pathema:BA_1384"
     CDS             complement(1316475..1317395)
                     /locus_tag="BA_1384"
                     /old_locus_tag="BA1384"
                     /note="identified by similarity to GP:15023135; match to
                     protein family HMM PF02016"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25328.1"
                     /db_xref="Pathema:BA_1384"
                     /translation="MIYPNVLQQGDTVMIIAPSGPPTIENVLKGVKALQEMGLSVVIG
                     KSVYEKYGYLAGRDQVRLDDIHEAFSNHEVKAVFCARGGYGSARLLPHIQYEIIRKNP
                     KIFWGYSDITALHTAFSRYAKLITFHGPMVEELGKGIDSLSLSSFNQLFHPYSTILSA
                     SECIVPSSSRTITGQLVGGNLAVLTSIIGSHYEVHTANKLLLLEDIGEEPYRVDRMLN
                     QLLLSGKFNECSGVIFTSCHDCTPSKPSQSLQTILYEYFAPYHIPVLFGLPIGHISPN
                     IGIPLGATATISTHNKTLSISSGVATPCSN"
     gene            1317511..1318605
                     /locus_tag="BA_1385"
                     /old_locus_tag="BA1385"
                     /db_xref="Pathema:BA_1385"
     CDS             1317511..1318605
                     /locus_tag="BA_1385"
                     /old_locus_tag="BA1385"
                     /note="identified by similarity to GP:10173821; match to
                     protein family HMM PF01180; match to protein family HMM
                     PF03060"
                     /codon_start=1
                     /transl_table=11
                     /product="2-nitropropane dioxygenase"
                     /protein_id="AAP25329.1"
                     /db_xref="Pathema:BA_1385"
                     /translation="MFTSRVIDTLQIKYPIIQAGMAGAITTPKLVAAVSNSGGLGTLG
                     AGYMSPEQIREAIYTIRELTDKPFGVNLLLTKEVQIEEEKINLGKGLLSGVNREFGIE
                     EEEQLKLPKSYKEQFQVLLEEKVPVVSFAFQTLEKEEINDLKRSGIKVIGTATHVAEA
                     KVLAELGVDIIVGQGSEAGGHRGTFIGKEQDAMIGTFALIPQLVAAVPHIPIVAVGGV
                     MNGQGLVAAFTLGAEAVQMGSAFLTSEESITHDVYKEAVLHSTDTSTTVTRAFSGKYA
                     RGIRNEFIEKHEGKEEGLPMYPVQNVLTSKIRQEAAKQNNGEYMSLWAGQASSLARIE
                     SAQHVVERVMEEANNVIEQLQNVYRKRPLE"
     gene            complement(1318623..1319798)
                     /gene="dltD"
                     /locus_tag="BA_1386"
                     /old_locus_tag="BA1386"
                     /db_xref="Pathema:BA_1386"
     CDS             complement(1318623..1319798)
                     /gene="dltD"
                     /locus_tag="BA_1386"
                     /old_locus_tag="BA1386"
                     /note="identified by match to protein family HMM PF04914;
                     match to protein family HMM PF04915; match to protein
                     family HMM PF04918"
                     /codon_start=1
                     /transl_table=11
                     /product="D-alanyl-lipoteichoic acid biosynthesis protein
                     DltD"
                     /protein_id="AAP25330.1"
                     /db_xref="Pathema:BA_1386"
                     /translation="MNKAKFGPMLLALALFAVFLLIPTRFLLPLLSDEKVEQAATSLK
                     EEKIQSMILQQKMLADPKYLPMYGSSEFARMDAFHPSNYFKVKPEGFTPFLLGRGGTQ
                     DLVHVLNFASTMDQLKDKKMVFVLSPQWFVPQGIDETHFAPNFSKQQGYHFIFNDDVK
                     PEMKKQIAKRLLNFEIVKKETLLKISLEGIAYDDTKYKVKALAAKPFAYIYRNILDRK
                     DLFTAMFNIKPHKEKLDPSLKQMNWDEARKHADQTGAAESRSNEYGIEDGYFNSKIKK
                     KLKQREGYLKNDSYDQSPEYEDLQIVLDLLKQSGAKPLFISVPVKGPWYDYAGFPKER
                     RELYYKKVHEQIEKAGYPIADFSNHEYDKYFLKDHMHLGWKGWVYIDEAIQQFYKAN"
     gene            complement(1319795..1320034)
                     /gene="dltC"
                     /locus_tag="BA_1387"
                     /old_locus_tag="BA1387"
                     /db_xref="Pathema:BA_1387"
     CDS             complement(1319795..1320034)
                     /gene="dltC"
                     /locus_tag="BA_1387"
                     /old_locus_tag="BA1387"
                     /EC_number="6.1.1.13"
                     /note="identified by similarity to SP:P39579; match to
                     protein family HMM TIGR01688"
                     /codon_start=1
                     /transl_table=11
                     /product="D-alanine--poly(phosphoribitol) ligase, subunit
                     2"
                     /protein_id="AAP25331.1"
                     /db_xref="Pathema:BA_1387"
                     /translation="MAEFKEQVLDILEEVCENDIVKENLDVQLFEEGILDSFAVVSLL
                     VEFQERLDIEVSISDFDRDEWATPNMVIKKLEEIR"
     gene            complement(1320103..1321269)
                     /gene="dltB"
                     /locus_tag="BA_1388"
                     /old_locus_tag="BA1388"
                     /db_xref="Pathema:BA_1388"
     CDS             complement(1320103..1321269)
                     /gene="dltB"
                     /locus_tag="BA_1388"
                     /old_locus_tag="BA1388"
                     /note="identified by similarity to EGAD:22430; match to
                     protein family HMM PF03062"
                     /codon_start=1
                     /transl_table=11
                     /product="D-alanyl-lipoteichoic acid biosynthesis protein
                     DltB"
                     /protein_id="AAP25332.1"
                     /db_xref="Pathema:BA_1388"
                     /translation="MTAYGSFYFFAIVGILLIPTIIAGLKGKMLRKYNAVLTLVMIAI
                     IFSDKPKQAIMLAAFIIWQYALIKGYLLLRKQNNSTFMFCIAVILSILPLILAKIAPF
                     VPELHFIVFAGMSYVTFRAVQMVFEVRDNLIKELSFFNFWEFVLFFPAISSGPIDRYR
                     RFQKDIQKPPSAEEYQNLLYTGLNRIFQGFLYKFIIAHLITTYLVKAVFANQDTLLSN
                     VIFMYATSMQLFFDFAGYSAFVIGISYMMGIKTPENFNKPFLSRNIKDFWNRWHMSLS
                     FWFRDFIYMRFVFFATKKKLIKNRYTISYIGAFLNFFIMGIWHIQGSAVAQYVIYGLY
                     HAALFILFDIFERKNKKHKFWPNNKFTHVLAIVITFHVVCFGFLIFSGHLNRYF"
     gene            complement(1321266..1322777)
                     /gene="dltA"
                     /locus_tag="BA_1389"
                     /old_locus_tag="BA1389"
                     /db_xref="Pathema:BA_1389"
     CDS             complement(1321266..1322777)
                     /gene="dltA"
                     /locus_tag="BA_1389"
                     /old_locus_tag="BA1389"
                     /EC_number="6.1.1.13"
                     /note="identified by similarity to SP:P39581; match to
                     protein family HMM PF00501; match to protein family HMM
                     TIGR01733; match to protein family HMM TIGR01734"
                     /codon_start=1
                     /transl_table=11
                     /product="D-alanine--poly(phosphoribitol) ligase, subunit
                     1"
                     /protein_id="AAP25333.1"
                     /db_xref="Pathema:BA_1389"
                     /translation="MKLLEQIEKWAIETPDQTAFVWRDAKITYKQLKEDSDALAHWIS
                     SEYPDDRSPIMVYGHMQPEMIINFLGCVKAGHAYIPVDLSIPADRVQRIAENSGAKLL
                     LSAAVTVTDLPVRIVSEDNLKDIFFTHKGNTPNPEHAVKGDENFYIIYTSGSTGNPKG
                     VQITYNCLVSFTQWAVEDFNLQTGQVFLNQAPFSFDLSVMDIYPSLVTGGTLWAIDKD
                     MIARPKDLFASLEQSDIQVWTSTPSFAEMCLMEASFSESMLPNMKTFLFCGEVLPNEV
                     ARKLIERFPKATIMNTYGPTEATVAVTGIHVTEEVLDQYKSLPVGYCKSDCRLLIMKE
                     DGTIAPDGEKGEIVIVGPSVSVGYLGSPELTEKAFTMIDGERAYKTGDAGYVENGLLF
                     YNGRLDFQIKLHGYRMELEEIEHHLRACSYVEGAVIVPIKKGEKYDYLLAVVVPGEHS
                     FEKEFKLTSAIKKELNERLPNYMIPRKFMYQSSIPMTPNGKVDRKKLLSEVTA"
     gene            complement(1322790..1322981)
                     /locus_tag="BA_1390"
                     /old_locus_tag="BA1390"
                     /db_xref="Pathema:BA_1390"
     CDS             complement(1322790..1322981)
                     /locus_tag="BA_1390"
                     /old_locus_tag="BA1390"
                     /note="identified by similarity to OMNI:EF2750"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25334.1"
                     /db_xref="Pathema:BA_1390"
                     /translation="MIPTKSYYFIKRGKDMERLKEIWSRPLTQWVAKTVYYLAILFAL
                     LWLYGFHDTNTSTFIYNEF"
     gene            1323274..1324443
                     /gene="amaA"
                     /locus_tag="BA_1392"
                     /old_locus_tag="BA1392"
                     /db_xref="Pathema:BA_1392"
     CDS             1323274..1324443
                     /gene="amaA"
                     /locus_tag="BA_1392"
                     /old_locus_tag="BA1392"
                     /EC_number="3.5.1.14"
                     /note="identified by similarity to SP:P37112; match to
                     protein family HMM PF01546; match to protein family HMM
                     PF07687; match to protein family HMM TIGR01891"
                     /codon_start=1
                     /transl_table=11
                     /product="aminoacylase"
                     /protein_id="AAP25335.1"
                     /db_xref="Pathema:BA_1392"
                     /translation="MNRVWKSLIAEENIVKWRRHFHKYPELSFHEKETSQFIYDTLCT
                     FSSFEVTRPTKYSVLAIKRGTEQGKVVAIRADIDALPIQEETSKSYTSVNKGIMHACG
                     HDAHAAILLSTAEVLSNIKEDFAGEIRLFFQHAEEVYPGGGQEMVEAGVMDGVDYVIG
                     LHVMSGLESGKIGIAYGPMMAAPDVFTVEIQGKGGHAARPEETIDPIAIGAQIITNLQ
                     HIVSRNTSAFMQRVVSVTQFHGGMADNIIPSVATLMGTVRSFNQVLRVEAEEKIEKIV
                     KGITKAHGGAYTYTYRYGYNPVINDEYITKVVEESAIHLFGNERVVKLEPSMGGEDFS
                     AYLRKAPGCFIKLGTGNEKINTCYPHHHPKFDVDESALINGVELFLETAIRLLKS"
     gene            1324670..1324846
                     /locus_tag="BA_1393"
                     /old_locus_tag="BA1393"
                     /db_xref="Pathema:BA_1393"
     CDS             1324670..1324846
                     /locus_tag="BA_1393"
                     /old_locus_tag="BA1393"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25336.1"
                     /db_xref="Pathema:BA_1393"
                     /translation="MLMRKNFHLLRRGLKDKNKDIDQHMEWQRNVIRSEYVDEKKSIQ
                     TEKEIQSKGRGSVE"
     gene            1324839..1325285
                     /locus_tag="BA_1394"
                     /old_locus_tag="BA1394"
                     /db_xref="Pathema:BA_1394"
     CDS             1324839..1325285
                     /locus_tag="BA_1394"
                     /old_locus_tag="BA1394"
                     /note="identified by match to protein family HMM PF00258;
                     match to protein family HMM TIGR01753"
                     /codon_start=1
                     /transl_table=11
                     /product="flavodoxin"
                     /protein_id="AAP25337.2"
                     /db_xref="Pathema:BA_1394"
                     /translation="MSKLVMIFASMSGNTEEMADHIAGVIRETENEIEVIDIMDSPEA
                     SILEQYDGIILGAYTWGDGDLPDDFLDFYDAMDSIDLTGKKAAVFGSCDSAYPKYGVA
                     VDILIEKLQERGAAVVLEGLKVELTPEDEDVEKCLQFGAEFVKHLS"
     gene            1325337..1326083
                     /locus_tag="BA_1395"
                     /old_locus_tag="BA1395"
                     /db_xref="Pathema:BA_1395"
     CDS             1325337..1326083
                     /locus_tag="BA_1395"
                     /old_locus_tag="BA1395"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25338.1"
                     /db_xref="Pathema:BA_1395"
                     /translation="MTDYHLYDFMRCPHKFYFRHIKRREPSSFEWQQIAQMIVNQIIN
                     EYYTLPAGQQTKIVLLLLIEKYWKKVRINMFASKTEYYIVLAKLTDHLLQFVERDDSQ
                     TLPLFLYEKFQTYMKELGVHMSLTLEVGEWSTESFVIKKYVVDADEEMLALCQKLMTV
                     FSYKAFGILPGKIEVINLIEGTKYEYIPKQEDITTGMADLSRMKEMLQQPEHYTERHF
                     RSECISCAFRSECQGEEVKKEAKQKKNIVH"
     gene            1326183..1326344
                     /locus_tag="BA_1396"
                     /old_locus_tag="BA1396"
                     /db_xref="Pathema:BA_1396"
     CDS             1326183..1326344
                     /locus_tag="BA_1396"
                     /old_locus_tag="BA1396"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25339.1"
                     /db_xref="Pathema:BA_1396"
                     /translation="MKDETKVFQWLKEQNAPFGIQLQILQAFQLYKVIIEMDKKLMMY
                     EEREYRERM"
     gene            complement(1326347..1327249)
                     /locus_tag="BA_1397"
                     /old_locus_tag="BA1397"
                     /db_xref="Pathema:BA_1397"
     CDS             complement(1326347..1327249)
                     /locus_tag="BA_1397"
                     /old_locus_tag="BA1397"
                     /note="identified by match to protein family HMM PF01636"
                     /codon_start=1
                     /transl_table=11
                     /product="aminoglycoside phophotransferase family protein"
                     /protein_id="AAP25340.1"
                     /db_xref="Pathema:BA_1397"
                     /translation="MDSYKQYIKEALPNLSIHSYKQNEEGWDNVAVIVNDELLFRFPR
                     KQEYAMRIPLEKELCTILTQSLQEIEVPQYHLIYKNESDEVPLCSYYTLIHGEPLKTE
                     IVANLDEKERKIIITQLATFLAALHSIPLKSVTALGFPTEKTLTYWKELQTKLNEYVT
                     NSLTSFQKSTLNRLFENFFACIATSAFPNAIIHADFTHHHILFDKQNKIISGIIDFGD
                     AQIGDPAFDFAGLYYDFGHEFTTSVYEQYSTLTSHHDPLLIHRITSFYQYSPLLHNMI
                     YNFETKNELEFLASIEQLKVILQG"
     gene            1327354..1327851
                     /locus_tag="BA_1398"
                     /old_locus_tag="BA1398"
                     /db_xref="Pathema:BA_1398"
     CDS             1327354..1327851
                     /locus_tag="BA_1398"
                     /old_locus_tag="BA1398"
                     /note="identified by similarity to EGAD:13370"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, Bla/Mec family"
                     /protein_id="AAP25341.1"
                     /db_xref="Pathema:BA_1398"
                     /translation="MKKRIVIISLCIVFGMFWSYKEEVFASYKPIDQYGLNKELKNKS
                     IETLTHNEMKKVGEHFVTEQLSVFEFTNKEDVKRKGEELFLNRGYEQLMKNYYPNRFQ
                     DLEYKFTNEEIREVTDESFLYQTVAYVTGIENGKRSEMKLNYEMKIVKVNHTFKVLEQ
                     KQYVQ"
     gene            complement(1327916..1328065)
                     /locus_tag="BA_1399"
                     /old_locus_tag="BA1399"
                     /db_xref="Pathema:BA_1399"
     CDS             complement(1327916..1328065)
                     /locus_tag="BA_1399"
                     /old_locus_tag="BA1399"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25342.1"
                     /db_xref="Pathema:BA_1399"
                     /translation="MKKQDSNRSKRTVKTEKGYAGDSVLTQKQVEQGNLYIAQKEIGQ
                     QNENL"
     gene            complement(1328084..1328257)
                     /locus_tag="BA_1400"
                     /old_locus_tag="BA1400"
                     /db_xref="Pathema:BA_1400"
     CDS             complement(1328084..1328257)
                     /locus_tag="BA_1400"
                     /old_locus_tag="BA1400"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25343.1"
                     /db_xref="Pathema:BA_1400"
                     /translation="MDEKEKKQSFDEEFAPEISPGYRQDVHKPPKYKNTSFLMGITIF
                     AAVLLVLIIFVYF"
     gene            1328258..1328386
                     /locus_tag="BA_1401"
                     /old_locus_tag="BA1401"
                     /db_xref="Pathema:BA_1401"
     CDS             1328258..1328386
                     /locus_tag="BA_1401"
                     /old_locus_tag="BA1401"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25344.1"
                     /db_xref="Pathema:BA_1401"
                     /translation="MYPPFFFIMLYVTRKNMHKENNRYIMSGCFALYIFSELERDG"
     gene            complement(1328331..1329692)
                     /locus_tag="BA_1402"
                     /old_locus_tag="BA1402"
                     /db_xref="Pathema:BA_1402"
     CDS             complement(1328331..1329692)
                     /locus_tag="BA_1402"
                     /old_locus_tag="BA1402"
                     /note="identified by similarity to OMNI:NTL01BS01942;
                     match to protein family HMM PF01554; match to protein
                     family HMM TIGR00797"
                     /codon_start=1
                     /transl_table=11
                     /product="MATE efflux family protein"
                     /protein_id="AAP25345.1"
                     /db_xref="Pathema:BA_1402"
                     /translation="MKETNSFSQKLKQFVLLFFPIFVTQMSLFAMSFFDTTMSGHASP
                     IDLAGVAIGTSIWIPVSTGLTGILMATTPIVAQLVGSKKKEDVPHVIIQAVYLAICAS
                     FVVILIGLFTVTPILNGMRLEEPVERIAAQFLSIIAIGIIPLFTYTVLRGFIDALGKT
                     RTTMIITLLSLPINVVLNYVLIFGNFGFPKLGGVGAAIASAATYWCILIITVMIIRTK
                     EPFASFNIFKQLYRPSLSSWKEFLKLGVPIGFAIFFETSIFAAVTLMMSNFSTTTIAA
                     HQAAMNFASLLYMTPLSLAMAMTIAVGFEVGAKRYNNAKQYGFIGIGLALAFALLYSI
                     LLYFFDDEIASIYTTDIQVHHLAKEFLIFAILFQISDAIATPVQGALRGYKDVNVALI
                     MTLIAYWVIGLPLGYILATYTDWAAKGYWIGLIIGLAFGATFLLIRLFQVQRKYTTQN
                     SRS"
     gene            1329875..1330666
                     /gene="bacA2"
                     /locus_tag="BA_1403"
                     /old_locus_tag="BA1403"
                     /db_xref="Pathema:BA_1403"
     CDS             1329875..1330666
                     /gene="bacA2"
                     /locus_tag="BA_1403"
                     /old_locus_tag="BA1403"
                     /EC_number="2.7.1.66"
                     /note="identified by similarity to EGAD:37519; match to
                     protein family HMM PF02673; match to protein family HMM
                     TIGR00753"
                     /codon_start=1
                     /transl_table=11
                     /product="bacitracin resistance protein"
                     /protein_id="AAP25346.2"
                     /db_xref="Pathema:BA_1403"
                     /translation="MADWLIGIIMGAVEGLTEFLPVSSTGHMILTGHLIGFDDDRAKV
                     FEVVIQLGSILAVVVIFWKRLWSLVGIGKVTDGPSLNLLHIIIGMIPAGVLGVLFHSA
                     IKEVLFGPGPVVISLVAGGILMIVAEKFSKPSTARTLDEITYKQAFTIGMFQCLALWP
                     GFSRSGSTISGGLLARVSHTAAAEYTFILAVPMMVAASGLDLIKSWDILSTADIPLFA
                     TGFITAFVVAMLAIVSFLKLLSRVKLTPFAYYRFILAAVFYFFIM"
     gene            complement(1330696..1331250)
                     /locus_tag="BA_1404"
                     /old_locus_tag="BA1404"
                     /db_xref="Pathema:BA_1404"
     CDS             complement(1330696..1331250)
                     /locus_tag="BA_1404"
                     /old_locus_tag="BA1404"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25347.1"
                     /db_xref="Pathema:BA_1404"
                     /translation="MNLQQWADKGMSFDTYVNEMKVNQYELLHIYNNFLIPNELLPVL
                     EERQNDGWRVIVLTADWCGDALLCVPVMKRISEVANIDMSLLIRDENLELMDQYLTNG
                     TARAIPIFIFIDKDGNEQAVWGPRAPKVQELVTSMRATLPEKEDPTFEEKQKEMYANF
                     RATLADDTSLWEHVMESMIEKVVK"
     gene            complement(1331317..1331748)
                     /locus_tag="BA_1405"
                     /old_locus_tag="BA1405"
                     /db_xref="Pathema:BA_1405"
     CDS             complement(1331317..1331748)
                     /locus_tag="BA_1405"
                     /old_locus_tag="BA1405"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25348.1"
                     /db_xref="Pathema:BA_1405"
                     /translation="MNEEDKFSNLNLKDKTLIIGFVILFLIIVFAFIFFVYVGIFHIT
                     GIGYSSRTALLLFFLLITFLDGITFFFFIFFKVILYPMTKNMPNWLSITLFAIIEITL
                     DWFVIHIADDWIESVQLSNLAELCIVLFLFLLSKLLSDKKE"
     gene            1331935..1332330
                     /locus_tag="BA_1406"
                     /old_locus_tag="BA1406"
                     /db_xref="Pathema:BA_1406"
     CDS             1331935..1332330
                     /locus_tag="BA_1406"
                     /old_locus_tag="BA1406"
                     /note="identified by similarity to SP:P54182; match to
                     protein family HMM PF01047"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, MarR family"
                     /protein_id="AAP25349.1"
                     /db_xref="Pathema:BA_1406"
                     /translation="MEELSTNVFAMFRTLRNDIGKIFGGYIPWNEFIVLRILNRTNKE
                     MVSRVANELNVSNSHITAVTEKLINKGFVTRSRSTSDRRVVYLEITEQGKDLVAKMEG
                     AKKQYLQERFSTLSEEEMNIMISISKKLI"
     gene            1332467..1332622
                     /locus_tag="BA_1407"
                     /old_locus_tag="BA1407"
                     /db_xref="Pathema:BA_1407"
     CDS             1332467..1332622
                     /locus_tag="BA_1407"
                     /old_locus_tag="BA1407"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25350.1"
                     /db_xref="Pathema:BA_1407"
                     /translation="MTNRNGSKGSGNQGSPKSGQFQQEFSAEFETGDDNKGKEYRSKK
                     GSKSKKE"
     gene            complement(1332645..1333880)
                     /locus_tag="BA_1408"
                     /old_locus_tag="BA1408"
                     /db_xref="Pathema:BA_1408"
     CDS             complement(1332645..1333880)
                     /locus_tag="BA_1408"
                     /old_locus_tag="BA1408"
                     /note="identified by similarity to OMNI:NTL01EC03971;
                     match to protein family HMM PF00375"
                     /codon_start=1
                     /transl_table=11
                     /product="proton/glutamate symporter family protein"
                     /protein_id="AAP25351.1"
                     /db_xref="Pathema:BA_1408"
                     /translation="MKQTKAILLALFLGLVVGLTLNLAAPSIFDPLNQYVFNPLGQLF
                     IRLIKMLVVPVVFISIVLGAAGLGDPKQLGRIGLKSISFFLVTTAVAISIAVTFALII
                     KPGSGGNFKTEGLKYEGAKTETSFVDTLLNIVPDNPAKAMADGNMLQIIAFAVLIGLG
                     IAILGKRVQGIHSLLEQGNELMMYLVNLVMKLAPIGTFGLLASSVGKMGLAGVAAMFK
                     YMIVVMLVLIIHGVFVYGGLLKVLAKESIVRFFKHFGPVMAIGFSTSSSNASLPFAMK
                     TAQEKLGVPKAISSFVQPLGATINMDGTAIMQGVATVFIAQVYGVELTVTQLAVVVLT
                     AVLASIGTAGVPGVGLVMLTMVLNQVNLPVEGIALIIGIDRILDMSRTAVNISGDAIC
                     AMIVAKSEEKYNTDQSAAS"
     gene            1335076..1336419
                     /locus_tag="BA_1409"
                     /old_locus_tag="BA1409"
                     /db_xref="Pathema:BA_1409"
     CDS             1335076..1336419
                     /locus_tag="BA_1409"
                     /old_locus_tag="BA1409"
                     /note="identified by similarity to GP:3395637; match to
                     protein family HMM PF02386; match to protein family HMM
                     TIGR00933"
                     /codon_start=1
                     /transl_table=11
                     /product="potassium uptake protein, TrkH family"
                     /protein_id="AAP25352.1"
                     /db_xref="Pathema:BA_1409"
                     /translation="MEVTKRQRLYNRFIRLNPPQILALGFFCLIVVGGLLLKLPFATK
                     VHISWVDAFFTATSAATVTGLGVVDTASTFTMFGEIVIMFLIQTGGLGLMTIAILIVW
                     VLGKKIGLRHRLLIGEAFNQTNIGGLVKLVKRVFIFSICIEFIGVIFLSFRFIPEFGF
                     GKGIHYSIFHVIASYNNAGFALWPDNLTRYVGDPIINIGICSLIVIGGLGFTVLIDIW
                     YSRSFRKLSLHSKIMIVGTVALNVIAMIVIFILEYNNVKTLGNLPLNEKLWASFFQGI
                     TPRTAGFNTVDYGGMEESSILFTMVLMFIGAGSVSTGGGIKLTTFVILVTSVLSFFRK
                     KEEIVLFQRTIKMSTVTRALAIAVASQILIFAAVFVLMLTENFSFIQLLFETISAFGT
                     VGLTMGITAKLSAFGKCIIMFVMFCGLIGPLTLVFSLARPAKQKIKYPSEDVFTG"
     gene            complement(1336453..1336824)
                     /locus_tag="BA_1410"
                     /old_locus_tag="BA1410"
                     /db_xref="Pathema:BA_1410"
     CDS             complement(1336453..1336824)
                     /locus_tag="BA_1410"
                     /old_locus_tag="BA1410"
                     /note="identified by similarity to OMNI:NTL01BH1403"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25353.1"
                     /db_xref="Pathema:BA_1410"
                     /translation="MTLTEKFDEYKKRDRIDSDYKEEYAAEVAPQRIDYDYDEKDHKD
                     DVRSSAAGSTAGFIALALSILSLFTFPTLFGLVSVLLGIYAYNRGATVTGGIAAIVGG
                     IAALIAILFRVALIGLLFSLF"
     gene            1337111..1337518
                     /locus_tag="BA_1411"
                     /old_locus_tag="BA1411"
                     /db_xref="Pathema:BA_1411"
     CDS             1337111..1337518
                     /locus_tag="BA_1411"
                     /old_locus_tag="BA1411"
                     /note="identified by similarity to EGAD:108145; match to
                     protein family HMM PF09579; match to protein family HMM
                     TIGR02874"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25354.1"
                     /db_xref="Pathema:BA_1411"
                     /translation="MEHPIENLMKTAMTNLKEMVDVNTIVGSPVSTADGNVVLTVSQV
                     AFGFGAGGSDFKGDFISEKHSNGQGQHKEKKQSHPFGGGSGAGVSVSPVAFLVVGSNG
                     VQVLHLNSSTHLIEKALNTVPGTVDKFVNSRQK"
     gene            1337603..1337716
                     /locus_tag="BA_1412"
                     /old_locus_tag="BA1412"
                     /db_xref="Pathema:BA_1412"
     CDS             1337603..1337716
                     /locus_tag="BA_1412"
                     /old_locus_tag="BA1412"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25355.1"
                     /db_xref="Pathema:BA_1412"
                     /translation="MWNKGEEFMINIKNLVVGLCMLVSGFVVYVVKEKAPF"
     gene            complement(1338069..1338317)
                     /locus_tag="BA_1413"
                     /old_locus_tag="BA1413"
                     /db_xref="Pathema:BA_1413"
     CDS             complement(1338069..1338317)
                     /locus_tag="BA_1413"
                     /old_locus_tag="BA1413"
                     /note="identified by similarity to OMNI:NTL01BH2670; match
                     to protein family HMM PF03698"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25356.1"
                     /db_xref="Pathema:BA_1413"
                     /translation="MRIKARIGVENSLTDVQQALKQQGHEVVTLNSEQDAQGCDCCVV
                     TGQDSNMMGIADASIKGSVITAHGLTTDDICQQVESRT"
     gene            complement(1338435..1338674)
                     /locus_tag="BA_1414"
                     /old_locus_tag="BA1414"
                     /db_xref="Pathema:BA_1414"
     CDS             complement(1338435..1338674)
                     /locus_tag="BA_1414"
                     /old_locus_tag="BA1414"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25357.1"
                     /db_xref="Pathema:BA_1414"
                     /translation="MACVQIEGTRQEVVEMLQLFDLMDTKGFCKFDNYVEVEPNNKEH
                     NNFIASIDIHSNTSSAQDTLNDQFVSQMLTGVYND"
     gene            1338734..1338970
                     /locus_tag="BA_1415"
                     /old_locus_tag="BA1415"
                     /db_xref="Pathema:BA_1415"
     CDS             1338734..1338970
                     /locus_tag="BA_1415"
                     /old_locus_tag="BA1415"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25358.1"
                     /db_xref="Pathema:BA_1415"
                     /translation="MKNMNVIFRQRYFYYFPPFSAKVVVYSRIYKNGRPFIEYNRFVS
                     IDENPSFKQIFFLAEIGEKIFRLFVNVNNVVKSI"
     gene            1339090..1339986
                     /gene="ilvE1"
                     /locus_tag="BA_1416"
                     /old_locus_tag="BA1416"
                     /db_xref="Pathema:BA_1416"
     CDS             1339090..1339986
                     /gene="ilvE1"
                     /locus_tag="BA_1416"
                     /old_locus_tag="BA1416"
                     /EC_number="2.6.1.42"
                     /note="identified by similarity to SP:P00510; match to
                     protein family HMM PF01063; match to protein family HMM
                     TIGR01122"
                     /codon_start=1
                     /transl_table=11
                     /product="branched-chain-amino-acid transaminase"
                     /protein_id="AAP25359.1"
                     /db_xref="Pathema:BA_1416"
                     /translation="MNEQWIFLNGEFVPKDEAKVSVYDHGYLYGDGVFEGIRVYSGNV
                     FRLREHLVRLYESAKSIMLEIPYSLDEITNIVVETIRQNKLSNGYIRLVVSRGAGNLG
                     LDPDSCTKPNVVVIAEQLSLFPQEYYEKGIPVVTVATRRNRPDVLSPQVKSLNYLNNI
                     LVRIEAKLAGVQEALMLNDQGYVAEGSGDNVFIVKGNKLITPPSSAGALEGITRNAIL
                     EIGEKLGYDVREELFTRHDVYVADEVFLTGTAAEVIAVTTVDGRTIGLGQTGPHTNRL
                     LEEFRKLVIEDGEKIYEENKVG"
     gene            1340302..1342002
                     /gene="ilvB"
                     /locus_tag="BA_1417"
                     /old_locus_tag="BA1417"
                     /db_xref="Pathema:BA_1417"
     CDS             1340302..1342002
                     /gene="ilvB"
                     /locus_tag="BA_1417"
                     /old_locus_tag="BA1417"
                     /EC_number="2.2.1.6"
                     /note="identified by similarity to SP:P37251; match to
                     protein family HMM PF00205; match to protein family HMM
                     PF02775; match to protein family HMM PF02776; match to
                     protein family HMM TIGR00118"
                     /codon_start=1
                     /transl_table=11
                     /product="acetolactate synthase, large subunit,
                     biosynthetic type"
                     /protein_id="AAP25360.1"
                     /db_xref="Pathema:BA_1417"
                     /translation="MSSKTEEKLATGAQLLLEALEKEGVEVIFGYPGGAVLPLYDALY
                     DCEIPHILTRHEQGAIHAAEGYARITGNPGVVIATSGPGATNVITGLADAMIDSLPLV
                     VFTGQVATTLIGSDAFQEADIMGLTMPVTKHNYQVRKASDLPRIIKEAFHIARTGRPG
                     PVVIDLPKDMVVEQGERCSDVQMDLPGYNPNYEPNLLQINKLLQAIQVANKPLILAGA
                     GVLHAKASKELTSFARKYEIPVVHTLLGLGGFPPDDELFLGMGGMHGSYTANMALYEC
                     NLLINIGARFDDRLTGNLAYFAKEATVAHIDIDPAEIGKNVPTEIPIVASAKQALQVL
                     LQPEGRKENHHEWISLLKNRKEKYPFSYKRNSESIKPQYAIDMLYEITKGEAIVTTDV
                     GQHQMWAAQYYPLKTPDKWVTSGGLGTMGFGFPAAIGAQIAKPDELVIAIVGDAGFQM
                     TLQELSVLKEHSLPVKVFILNNEALGMVRQWQDEFYNQRYSHSLLSCQPDFVALANAY
                     GIKGVRIDDPLLAKKQLQHAIELQEPVVIDCRVLQSEKVMPMVAPGKGVHQMEGVEKR
                     "
     gene            1341999..1342508
                     /gene="ilvN"
                     /locus_tag="BA_1418"
                     /old_locus_tag="BA1418"
                     /db_xref="Pathema:BA_1418"
     CDS             1341999..1342508
                     /gene="ilvN"
                     /locus_tag="BA_1418"
                     /old_locus_tag="BA1418"
                     /EC_number="2.2.1.6"
                     /note="identified by similarity to SP:P37252; match to
                     protein family HMM PF01842; match to protein family HMM
                     TIGR00119"
                     /codon_start=1
                     /transl_table=11
                     /product="acetolactate synthase, small subunit"
                     /protein_id="AAP25361.1"
                     /db_xref="Pathema:BA_1418"
                     /translation="MKRIVTATVRNQSGVLNRITGVMTRRHFNIESISVGHTESSDIS
                     RMTIVVHVENEQQVEQLIKQLHKQIDVLKVSDITEEAMIARELALIKVATSVARAELY
                     SLIEPFRAAVIDVGKDSIVVQVTGTQEKVEALIELLRPYGLKEIARTGVTAFTRSMKK
                     QDKQVMLIQ"
     gene            1342535..1343545
                     /gene="ilvC1"
                     /locus_tag="BA_1419"
                     /old_locus_tag="BA1419"
                     /db_xref="Pathema:BA_1419"
     CDS             1342535..1343545
                     /gene="ilvC1"
                     /locus_tag="BA_1419"
                     /old_locus_tag="BA1419"
                     /EC_number="1.1.1.86"
                     /note="identified by similarity to SP:P37253; match to
                     protein family HMM PF01450; match to protein family HMM
                     PF02629; match to protein family HMM PF07991; match to
                     protein family HMM TIGR00465"
                     /codon_start=1
                     /transl_table=11
                     /product="ketol-acid reductoisomerase"
                     /protein_id="AAP25362.1"
                     /db_xref="Pathema:BA_1419"
                     /translation="MAKVYYEKDVTVNVLKEKKVAIIGYGSQGHAHAQNLRDNGFDVV
                     VGLRKGKSWDKAKEDGFSVYTVAEAAKQADVVMILLPDELQPEVYEEEIAPNLQAGNS
                     LVFAHGFNVHFDQVKPPVNVDVFLVAPKGPGHLVRRTFSEGGAVPALFAVYQDATGVA
                     TEKALSYADGIGATRAGVLETTFKEETETDLFGEQAVLCGGVTALVKAGFETLVDAGY
                     QPELAYFECLHELKLIVDLMYEGGLENMRYSVSDTAQWGDFVSGPRVVTEDTKKAMGT
                     VLAEIQDGTFARGWIAEHKAGKPNFYATNEKENEHEIEVVGRKLRGMMPFVQPRVKAG
                     VK"
     gene            1343547..1345067
                     /gene="leuA"
                     /locus_tag="BA_1420"
                     /old_locus_tag="BA1420"
                     /db_xref="Pathema:BA_1420"
     CDS             1343547..1345067
                     /gene="leuA"
                     /locus_tag="BA_1420"
                     /old_locus_tag="BA1420"
                     /EC_number="2.3.3.13"
                     /note="identified by similarity to SP:P94565; match to
                     protein family HMM PF00682; match to protein family HMM
                     PF08502; match to protein family HMM TIGR00973"
                     /codon_start=1
                     /transl_table=11
                     /product="2-isopropylmalate synthase"
                     /protein_id="AAP25363.1"
                     /db_xref="Pathema:BA_1420"
                     /translation="MKQILFMDTTLRDGEQSPGVNLNEQEKLQIARQLERLGIHVMEA
                     GFAAASEGDFQSVKRIANTIQNATVMSLARAKESDIRRAYEAVKGAVSPRLHVFLATS
                     DIHMKYKLCMSKEDVLDSIYRSVTLGKSLFPTVQFSAEDATRTARDFLAEAVEVAIRA
                     GANVINIPDTVGYTNPEEYYALFKYLQESVPSYEKAIFSCHCHDDLGMAVANSLAAVE
                     GGALQVEGTINGIGERAGNAALEEVAVALHIRKDFYKAEPSMTLKEIKATSTLVSRLT
                     GMVVSKNKAIVGANAFAHESGIHQDGVLKEVTTYEIIEPALVGESQNLFVLGKHSGRH
                     AFTEKMKELGYEFTNDERDAVFEAFKKLADRKKEITEEDLRALMLGEAAFAAQQYNIT
                     QLQVHFVSNSTQCATVVLKDEEGNVFEDAATGSGSIEAIYNAIQRILGLECELADYRI
                     QSITQGQDALAHVHVELKEGAHQVSGFGVAQDVLEASARAYVHAAGKLKSFIQLVK"
     gene            1345145..1346209
                     /gene="leuB"
                     /locus_tag="BA_1421"
                     /old_locus_tag="BA1421"
                     /db_xref="Pathema:BA_1421"
     CDS             1345145..1346209
                     /gene="leuB"
                     /locus_tag="BA_1421"
                     /old_locus_tag="BA1421"
                     /EC_number="1.1.1.85"
                     /note="identified by similarity to SP:P05645; match to
                     protein family HMM PF00180; match to protein family HMM
                     TIGR00169"
                     /codon_start=1
                     /transl_table=11
                     /product="3-isopropylmalate dehydrogenase"
                     /protein_id="AAP25364.1"
                     /db_xref="Pathema:BA_1421"
                     /translation="MEKRIVCLAGDGVGPEVMESAKEVLHMVERLYGHHFHLQDEHFG
                     GVAIDLTGQPLPQRTLAACLASDAVLLGAVGGPRWDGAKERPEKGLLALRKGLGVFAN
                     VRPVTVESATAHLSPLKKADEIDFVVVRELTGGIYFSYPKERTDEVATDTLTYHRHEI
                     ERIVSCAFQLASKRKKKVTSIDKANVLESSKLWRIVTEEVALRYPDVELEHILVDAAA
                     MELIRNPGRFDVIVTENLFGDILSDEASVLAGSLGMLPSASHAEKGPSLYEPIHGSAP
                     DIAGKNKANPIAMMRSVAMMLGQSFGLTREGCAIEEAISAVLKSGKCTADIGGTETTT
                     SFTKAVMQEMEEQALVGRGR"
     gene            1346209..1347603
                     /gene="leuC"
                     /locus_tag="BA_1422"
                     /old_locus_tag="BA1422"
                     /db_xref="Pathema:BA_1422"
     CDS             1346209..1347603
                     /gene="leuC"
                     /locus_tag="BA_1422"
                     /old_locus_tag="BA1422"
                     /EC_number="4.2.1.33"
                     /note="identified by similarity to SP:P80858; match to
                     protein family HMM PF00330; match to protein family HMM
                     TIGR00170"
                     /codon_start=1
                     /transl_table=11
                     /product="3-isopropylmalate dehydratase, large subunit"
                     /protein_id="AAP25365.1"
                     /db_xref="Pathema:BA_1422"
                     /translation="MGKRLLDKLWERHVVTTNENGLDLLYIDLHLVHEVTSPQAFEGL
                     RLTNRTVRRPDLTFATMDHNIPTKDVWNITDRIAKQQLDTLRENCKQFQVPLADIGDE
                     EQGIVHVIGPELGLTQPGKTIVCGDSHTATHGAFGALAFGIGTSEVEHVLATQTLWQR
                     KPKAMGIELKGKLQKGVYAKDIILHLLSKYGVAVGTGYVMEFYGETIGTMEMEERMTL
                     CNMAIEGGAKAGIIAPDEKTFAYVKGRKYAPRDYETFEKKWFELYTDADAIYDLHISI
                     DVTDLAPYVTWGTNPSMGVRIDEKLPEKHDVNDERAFSYMGLIPGQSTYDIPVQHVFI
                     GSCTNSRLSDLEIAASVVKGRKVKEGVRALVVPGSKRVRDAAMQKGLHHIFEEAGFEW
                     REPGCSMCLGMNPDQVPEGEHCASTSNRNFEGRQGKGARTHLVSPAMAAAAALYGHFV
                     DIRKESYDGAISYS"
     gene            1347581..1348162
                     /gene="leuD"
                     /locus_tag="BA_1423"
                     /old_locus_tag="BA1423"
                     /db_xref="Pathema:BA_1423"
     CDS             1347581..1348162
                     /gene="leuD"
                     /locus_tag="BA_1423"
                     /old_locus_tag="BA1423"
                     /EC_number="4.2.1.33"
                     /note="identified by similarity to SP:P94568; match to
                     protein family HMM PF00694; match to protein family HMM
                     TIGR00171"
                     /codon_start=1
                     /transl_table=11
                     /product="3-isopropylmalate dehydratase, small subunit"
                     /protein_id="AAP25366.1"
                     /db_xref="Pathema:BA_1423"
                     /translation="MEPFRIHKGTAAVLMNDNIDTDQIIPKQYLKRIERTGFGKFLFD
                     EWRYDNERHENPNFPLNAPDRKGASILITGNNFGCGSSREHAPWALADYGFRVIIAGG
                     FADIFYMNCMKNGMLPIVMDKEMREKLVKTDAREQIEVDLENEVITTSTHRFHFTIEK
                     MWKEKLLNGLDEISITMQYEQEIKEYERRIAAY"
     gene            1348473..1349735
                     /gene="hisZ"
                     /locus_tag="BA_1424"
                     /old_locus_tag="BA1424"
                     /db_xref="Pathema:BA_1424"
     CDS             1348473..1349735
                     /gene="hisZ"
                     /locus_tag="BA_1424"
                     /old_locus_tag="BA1424"
                     /note="identified by similarity to OMNI:MJ1000; match to
                     protein family HMM PF00587; match to protein family HMM
                     TIGR00443"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP phosphoribosyltransferase, regulatory
                     subunit"
                     /protein_id="AAP25367.1"
                     /db_xref="Pathema:BA_1424"
                     /translation="MTKWKRANPNGTRDYLFEECTLIEEVEQKLRRTFLERGYEEIRT
                     PTIEFYDVFAFQSRPIDEEKMYKFFDEKGRIIVLRPDMTIPLARVVGTQRCDTPLKVT
                     YSGNVFRANESLAGKYNEIVQSGIEVIGIDNVRAEIECVISVIQSLQKLRVQSFTIEI
                     GQVQLYKCIVKKLSIHEEEEKFLRTYIESKNYASLSNFIRDKKLDRCDETVKLLEKLP
                     RLFGNLEVIEEAEKLASSNEMKMAITRVKEIYEAIEKLGYGSYISIDLGTIQHLDYYT
                     GVIFKGYIYEIGEEIVSGGRYDELIGNFGEMLPAVGLAVQVNQIVKALQEQQEPYERK
                     RIDIMIHYELNRLAEAERLRNLLQKDGKKVALSLFSNLNDTFQFARKNQIVTVVEAKS
                     ESLVEYVWKEKWVVQKEGETSCVTFKLR"
     gene            1349711..1350346
                     /gene="hisG"
                     /locus_tag="BA_1425"
                     /old_locus_tag="BA1425"
                     /db_xref="Pathema:BA_1425"
     CDS             1349711..1350346
                     /gene="hisG"
                     /locus_tag="BA_1425"
                     /old_locus_tag="BA1425"
                     /EC_number="2.4.2.17"
                     /note="identified by similarity to SP:O34520; match to
                     protein family HMM PF01634; match to protein family HMM
                     TIGR00070"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP phosphoribosyltransferase"
                     /protein_id="AAP25368.1"
                     /db_xref="Pathema:BA_1425"
                     /translation="MRNIQIALTKGRLEKHVIPLFEQIGIDCSELKNKGRKLVFQSKN
                     TDISFILVKAVDVATYVEHGVADIGVVGKDILMENEKDIYEMLDLGVGVCKFCVASIP
                     TYNPKSYRKKCIATKYPHITSNYFHNKGEDVEIIKIEGSVEIAPILGLADAIVDIVET
                     GKTLQENGLIVFEEMYSISARMIVNKAALKTKKDEIFSIINMMEQEILSGK"
     gene            1350358..1351647
                     /gene="hisD"
                     /locus_tag="BA_1426"
                     /old_locus_tag="BA1426"
                     /db_xref="Pathema:BA_1426"
     CDS             1350358..1351647
                     /gene="hisD"
                     /locus_tag="BA_1426"
                     /old_locus_tag="BA1426"
                     /EC_number="1.1.1.23"
                     /note="identified by similarity to SP:O34651; match to
                     protein family HMM PF00815; match to protein family HMM
                     TIGR00069"
                     /codon_start=1
                     /transl_table=11
                     /product="histidinol dehydrogenase"
                     /protein_id="AAP25369.1"
                     /db_xref="Pathema:BA_1426"
                     /translation="MEIVCEDFQKALTKIKLLRENANIIEETVQRSVREIVQNVRESR
                     DEALSFYTKKFDGVEIKDVRVSEEEIKQASMFVESSFLEALQEAKKNIISYHEKQKRQ
                     SMFDCTSKGIIRGQIIRPLENIGVYVPGGTASYPSSVLMNVLPAKLAGVKKIVMVTPP
                     RAGGIDPHILVAASLAGVDEIYMIGGAQAIAALAYGTESIPKVDKIVGPGNLYVALAK
                     REVYGIVNIDMIAGPSEIVVIADETGNAKYIAADLLSQAEHDERATAICITTNIELAK
                     EVEKEIERQLETLPRSEIARESINRNGAIFIVPSIDEALQLSNEIAPEHLELHIKEPM
                     NALAYVKHAGSIFLGPYAPEPLGDYLAGPNHVLPTSGTARFFSPLSVDDFVKKSSFLS
                     YTEGALRDVKHHIVELANKEGLHAHARAIQIRFGEEE"
     gene            1351647..1352231
                     /gene="hisB"
                     /locus_tag="BA_1427"
                     /old_locus_tag="BA1427"
                     /db_xref="Pathema:BA_1427"
     CDS             1351647..1352231
                     /gene="hisB"
                     /locus_tag="BA_1427"
                     /old_locus_tag="BA1427"
                     /EC_number="4.2.1.19"
                     /note="identified by similarity to SP:O34683; match to
                     protein family HMM PF00475"
                     /codon_start=1
                     /transl_table=11
                     /product="imidazoleglycerol-phosphate dehydratase"
                     /protein_id="AAP25370.1"
                     /db_xref="Pathema:BA_1427"
                     /translation="MRESSQIRETTETKIKLSLQLDEGKNVSVQTGVGFFDHMLTLFA
                     RHGRFGLQVEAEGDVFVDAHHTVEDVGIVLGNCLKEALQNKEGINRYGSAYVPMDESL
                     GFVAIDISGRSYIVFQGELTNPKLGDFDTELTEEFFRAVAHAANITLHARILYGSNTH
                     HKIEALFKAFGRALREAVERNAHITGVNSTKGML"
     gene            1352232..1352861
                     /gene="hisH"
                     /locus_tag="BA_1428"
                     /old_locus_tag="BA1428"
                     /db_xref="Pathema:BA_1428"
     CDS             1352232..1352861
                     /gene="hisH"
                     /locus_tag="BA_1428"
                     /old_locus_tag="BA1428"
                     /EC_number="2.4.2.-"
                     /note="identified by similarity to SP:O34565; match to
                     protein family HMM PF00117; match to protein family HMM
                     PF07685; match to protein family HMM TIGR01855"
                     /codon_start=1
                     /transl_table=11
                     /product="imidazole glycerol phosphate synthase, glutamine
                     amidotransferase"
                     /protein_id="AAP25371.1"
                     /db_xref="Pathema:BA_1428"
                     /translation="MIAIIDYGMGNIRSVEQALKYIGAAYIVTSDKEEIFRSDGVILP
                     GVGAFPKAMDILEEKDLVRVLQEIGRSRKPLLGICLGMQLLFEKSEELQDCNGLSLLP
                     GVIRKLKVPYKIPHMGWNELKKEGEIALWNGVEDGSFVYYVHSYYADCPNEIVYGISD
                     YGVKVPGFVAKGNIYGAQFHPEKSGDIGMQMLKNFKGVVETWKSSQLSI"
     gene            1352834..1353553
                     /gene="hisA"
                     /locus_tag="BA_1429"
                     /old_locus_tag="BA1429"
                     /db_xref="Pathema:BA_1429"
     CDS             1352834..1353553
                     /gene="hisA"
                     /locus_tag="BA_1429"
                     /old_locus_tag="BA1429"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by match to protein family HMM
                     PF00977; match to protein family HMM TIGR00007"
                     /codon_start=1
                     /transl_table=11
                     /product="1-(5-phosphoribosyl)-5-[(5-
                     phosphoribosylamino)methylideneamino]imidazole-4-
                     carboxamide isomerase"
                     /protein_id="AAP25372.1"
                     /db_xref="Pathema:BA_1429"
                     /translation="MEIFPAIDLKEGRCVRLYQGEFSKETVMNEDPVAQAIIFEKFGA
                     KRLHIVDLDGAVAGESLNLSVIERICKAVRIPVQVGGGIRSLVAVEKLFSVGVDKVIL
                     GTAALYDKTFLEEAVLLYKEKIIVGIDAKNGFVATRGWLDVSEISYIDLAKQMEKIGV
                     QTIVFTDISKDGTLAGPNIEQLELLQKSVAIRLIASGGVASIQDVKKLNDMNIYGVII
                     GKALYEKTIDLEEVVEVTKLC"
     gene            1353547..1354305
                     /gene="hisF"
                     /locus_tag="BA_1430"
                     /old_locus_tag="BA1430"
                     /db_xref="Pathema:BA_1430"
     CDS             1353547..1354305
                     /gene="hisF"
                     /locus_tag="BA_1430"
                     /old_locus_tag="BA1430"
                     /note="identified by similarity to SP:O34727; match to
                     protein family HMM PF00977; match to protein family HMM
                     TIGR00735"
                     /codon_start=1
                     /transl_table=11
                     /product="imidazoleglycerol phosphate synthase, cyclase
                     subunit"
                     /protein_id="AAP25373.1"
                     /db_xref="Pathema:BA_1430"
                     /translation="MLAKRIIPCLDVKEGRVVKGVNFIGLQDVGDPVEIAALYNDAGA
                     DEIVFLDITATHEGRKTIIDVVEKTASKVFIPLTVGGGISSVKDMYNLLRAGADKVSI
                     NSAAVRNPKLIEEGAQHFGSQCIVVAIDARKVAEGKWNVYVNGGRVDTGMDAIGWAKR
                     VVMLGAGEILLTSMDADGTKNGYDLRLTEEISKSVSIPVIASGGCGHADHIIEVFQKT
                     TVDAALAASIFHYGEATIGDVKRKLRNANVEVRL"
     gene            1354302..1354607
                     /gene="hisI"
                     /locus_tag="BA_5872"
     CDS             1354302..1354607
                     /gene="hisI"
                     /locus_tag="BA_5872"
                     /EC_number="3.5.4.19"
                     /note="identified by match to protein family HMM PF01502"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphoribosyl-AMP cyclohydrolase"
                     /protein_id="ACZ50000.1"
                     /translation="MKPNFSKGLLPAVVIEEGTKEVLMLAYMNEEAYEKTLKTKRTWF
                     YSRSRRSLWNKGETSGHVQHVQSLYLDCDQDAIVVFVKQVGPACHTGEKTCFHYKII"
     gene            1354618..1354941
                     /gene="hisI"
                     /locus_tag="BA_1431"
                     /old_locus_tag="BA1431"
                     /db_xref="Pathema:BA_1431"
     CDS             1354618..1354941
                     /gene="hisI"
                     /locus_tag="BA_1431"
                     /old_locus_tag="BA1431"
                     /EC_number="3.6.1.31"
                     /note="identified by match to protein family HMM PF01503;
                     match to protein family HMM PF03819; match to protein
                     family HMM TIGR03188"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphoribosyl-ATP pyrophosphohydrolase"
                     /protein_id="ACZ49992.1"
                     /db_xref="Pathema:BA_1431"
                     /translation="MENTFKLLFETIEERKRNPLPESYTNYLFSKGEDKILKKIGEEC
                     TEVIIASKNNDKEELVKEMVDVLYHCFVLLAEKNIPLEDIMEEVTERNGKLSRVGDRR
                     EIDTL"
     gene            1354953..1355969
                     /locus_tag="BA_1432"
                     /old_locus_tag="BA1432"
                     /db_xref="Pathema:BA_1432"
     CDS             1354953..1355969
                     /locus_tag="BA_1432"
                     /old_locus_tag="BA1432"
                     /note="identified by similarity to SP:Q02150; match to
                     protein family HMM PF02811; match to protein family HMM
                     TIGR01856"
                     /codon_start=1
                     /transl_table=11
                     /product="putative histidinol phosphatase"
                     /protein_id="AAP25374.1"
                     /db_xref="Pathema:BA_1432"
                     /translation="MKVDYHIHLEEGPYSIGWLAKINEALQHYEPLKEAKHSMEWLVK
                     TQERLQRRVKEGPFTTKWIDLYLEEAVRKGIKEVGIVDHLYRFYEAKEYYERYVDISD
                     SRLGRLQKEWLDQVRVASLHDFTKAIEEAKERWSKRGVTLKLGIEADYFIGGEQELQS
                     LLALGDFDYVIGSVHFLNGWGFDNPDMKEYFREHDLYALYDTFFKTVECAVRSELFDI
                     IAHLDNIKVFNYRLDENEQLSYYKEIARALVETNTATEINAGLYYRYPVREMCPSPLY
                     LQVLAKHEVPITLSSDAHYPNDLGKYVEENVKTLRNHNISHLATFTKRVRTMRLLEEV
                     TISK"
     gene            1356037..1356204
                     /locus_tag="BA_1433"
                     /old_locus_tag="BA1433"
                     /db_xref="Pathema:BA_1433"
     CDS             1356037..1356204
                     /locus_tag="BA_1433"
                     /old_locus_tag="BA1433"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25375.1"
                     /db_xref="Pathema:BA_1433"
                     /translation="MAKQQNKQNVQGVQQQSYTSETTNTAQSVIEEQISDTVAEGTID
                     VKLGKASQEKA"
     gene            1356351..1357322
                     /locus_tag="BA_1434"
                     /old_locus_tag="BA1434"
                     /db_xref="Pathema:BA_1434"
     CDS             1356351..1357322
                     /locus_tag="BA_1434"
                     /old_locus_tag="BA1434"
                     /note="identified by match to protein family HMM PF00389;
                     match to protein family HMM PF02826"
                     /codon_start=1
                     /transl_table=11
                     /product="D-isomer specific 2-hydroxyacid dehydrogenase
                     family protein"
                     /protein_id="AAP25376.1"
                     /db_xref="Pathema:BA_1434"
                     /translation="MAKILVAGKIPEIGLELLKDHDVEMYDKEELISLDELTERVKDK
                     DALLSLLSTKVTKEVIDAAPSLKIVANYGAGYDNIDYTYAGEKGIAVTNTPKVSTEAT
                     AELTFALLLAAARRIPEGDTLCRTTGFNGWAPLFFLGREVHGKTIGIIGLGEIGKAVA
                     KRAKAFGMNILYTGPNRKPEAESELEATYVTLEELLQTADFITINCAYNPKLHHMIDE
                     EQFKMMKKTAYIVNASRGPIMHEAALAHALKTNEIEGAALDVFEFEPKITEELKGLKN
                     VVLAPHVGNATFETRDAMAEMAVRNILAVLKGEEPVTPVNQKVFVTK"
     gene            complement(1357355..1358056)
                     /locus_tag="BA_1435"
                     /old_locus_tag="BA1435"
                     /db_xref="Pathema:BA_1435"
     CDS             complement(1357355..1358056)
                     /locus_tag="BA_1435"
                     /old_locus_tag="BA1435"
                     /note="identified by match to protein family HMM PF01066;
                     match to protein family HMM TIGR00473"
                     /codon_start=1
                     /transl_table=11
                     /product="putative CDP-diacylglycerol--serine
                     O-phosphatidyltransferase"
                     /protein_id="AAP25377.1"
                     /db_xref="Pathema:BA_1435"
                     /translation="MYRAAIPNLFTLGNLYSGFLSIGYASLGYYKSAAILVLIGMMLD
                     SLDGRVARLLRVDSQMGKELDSLADVVTFGAAPAVLMYYTSFSNYGIIGLYIAGLFPL
                     FGAYRLARFNVTPSSTSMKYFTGVPITAAGGLVAFLTLFSHTIPKIVLITVFVTFAFL
                     MVSRIRIPSLKDVPIPRYSIIITLFLVGIIITMYQTGFGNFSVFLFIAIPLYILYMLS
                     QFLRQRPSKRANKEK"
     gene            complement(1358238..1360124)
                     /locus_tag="BA_1436"
                     /old_locus_tag="BA1436"
                     /db_xref="Pathema:BA_1436"
     CDS             complement(1358238..1360124)
                     /locus_tag="BA_1436"
                     /old_locus_tag="BA1436"
                     /note="identified by match to protein family HMM PF00884"
                     /codon_start=1
                     /transl_table=11
                     /product="arylsulfatase"
                     /protein_id="AAP25378.1"
                     /db_xref="Pathema:BA_1436"
                     /translation="MLQRLFPKLRFALVAVVLLWIKTYIVYKLAFDIKIDNFFEEFML
                     FMNPLAALLLFFGFALFASKHRNRIIVGISFILSFILFGNAMFYGFYNDFVTFPVLFQ
                     TNNMADLGTSIKELFTYKTLLLFADAIILMFLSRKFPAFCDKTPLSRSEKRTFFSSVT
                     ALLALQIVVSVIYKPQMFSRSFDRQTVVKNLGLYTYHLFDITLQSKSSAERVFASGDG
                     FSEIKNYTDSKDKQVDKNLFGAAKGKNVILISMESTQSFVINKKINGKEITPFLNEFI
                     KDSFYFDNFYHQTGQGKTSDAEFIVENSLYPLDRGSVFFTHATNEYTATPEQLKKYGY
                     SSAVFHSNDKAFWNRDVMYPALGYDRYFNLNDYVGTEQMSVGWGLKDKEFFEQSIPKL
                     KSLPQPFYTKFITLTNHFPFLLNPEDQYVDEFNSESGVVNRYFPTVRYTDEALKQFIK
                     QLKAEGLYDNSVIVIYGDHYGISENHNAAMAQFLGKDAITPFDSMQLQRVPLIIHVPG
                     QEGKVISKVSGQIDIKPTLLHLLGIKTNKSVEFGTDLFIKEEDPLMVMRDGSFVSEDY
                     VYTKNMCYKRSTGEEADISLCQPNIEKAKTELKLSDKLIYGDLLRFDPTNQYKTGTMT
                     TKFE"
     gene            1360325..1360768
                     /locus_tag="BA_1437"
                     /old_locus_tag="BA1437"
                     /db_xref="Pathema:BA_1437"
     CDS             1360325..1360768
                     /locus_tag="BA_1437"
                     /old_locus_tag="BA1437"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25379.1"
                     /db_xref="Pathema:BA_1437"
                     /translation="MYDYYRAQKELCNNTEVIMRKLLYFIVCSSVILFASPSVSVAQY
                     EAPLMEDALYSVLFPKINKAIEKQYGSLKPYQCPKIISLKKVYSGTYLFQASIEVTKY
                     ERVAGKIAPPFEKVTITFNNDEGEWEVTKVLVKRLPNDTKLNCKK"
     gene            1361225..1362541
                     /gene="lysA"
                     /locus_tag="BA_1438"
                     /old_locus_tag="BA1438"
                     /db_xref="Pathema:BA_1438"
     CDS             1361225..1362541
                     /gene="lysA"
                     /locus_tag="BA_1438"
                     /old_locus_tag="BA1438"
                     /EC_number="4.1.1.20"
                     /note="identified by similarity to GP:410117; match to
                     protein family HMM PF00278; match to protein family HMM
                     PF02784; match to protein family HMM TIGR01048"
                     /codon_start=1
                     /transl_table=11
                     /product="diaminopimelate decarboxylase"
                     /protein_id="AAP25380.1"
                     /db_xref="Pathema:BA_1438"
                     /translation="MYLHGTSRINGQGHLEIGGCDTTQLAKQYGTPLYVYDEESIRGK
                     CRAFHRAFKESGFSYQVAYASKAFLCMEMCRVAREENMSLDVVSGGELYTALQAGFPA
                     SRIHFHGNNKTEEEIVMALQANIGCFVVDNFLELEILHDLAVQHGKFVNILIRVTPGV
                     EAHTHEYITTGQDDSKFGFGVSNGQAMQAIELALQKSNYNVLGIHSHIGSQIFETAGF
                     VRAIEVLHQFLEEVRERTNYVVKVLNVGGGFGIRYTESDTPLTLETYVRAVTSAVREQ
                     FTVCNYPLPEIWVEPGRSIVGDAGTTLYTVGSVKDIPGIRKYVSVDGGMTDNLRPALY
                     NARYEAMLANRGNDENEETVSIAGKCCESGDMLIWDITLPKVASADLLAISCTGAYGY
                     SMANNYNRIRRPAVVFVKGGTSQIVVERETYENIIGNDRIRIKELV"
     gene            1362838..1362981
                     /locus_tag="BA_1439"
                     /old_locus_tag="BA1439"
                     /db_xref="Pathema:BA_1439"
     CDS             1362838..1362981
                     /locus_tag="BA_1439"
                     /old_locus_tag="BA1439"
                     /note="identified by similarity to OMNI:NTL01BH1488"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25381.1"
                     /db_xref="Pathema:BA_1439"
                     /translation="MSVREHFEEVSERIQAMLADMKYGSITIVVQDGKVIQLEKSEKV
                     RLK"
     gene            1363068..1363748
                     /gene="cysH"
                     /locus_tag="BA_1440"
                     /old_locus_tag="BA1440"
                     /db_xref="Pathema:BA_1440"
     CDS             1363068..1363748
                     /gene="cysH"
                     /locus_tag="BA_1440"
                     /old_locus_tag="BA1440"
                     /EC_number="1.8.4.8"
                     /note="identified by match to protein family HMM PF01507;
                     match to protein family HMM TIGR00434; match to protein
                     family HMM TIGR02055"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphoadenylyl-sulfate reductase (thioredoxin)"
                     /protein_id="AAP25382.1"
                     /db_xref="Pathema:BA_1440"
                     /translation="MLTYETWEENETKGALSVLSWAYKEYKSEIVYACSFGVEGMVLL
                     DLINQVNPSAKVVFLDTNVHFQETYELIQKVRERFPSLNIIEKQPKLTLDEQDKLHGD
                     KLWESNPNLCCKIRKILPLEESLANEKAWISGLRREQSETRKHTKFINQDHRFQSIKV
                     CPLIHWTWKEVWRYVYKHSLPYNSLHDIGYPSIGCEKCTLPVGEGGDSRDGRWAGKVK
                     TECGLHYQ"
     gene            1363787..1364923
                     /gene="sat"
                     /locus_tag="BA_1441"
                     /old_locus_tag="BA1441"
                     /db_xref="Pathema:BA_1441"
     CDS             1363787..1364923
                     /gene="sat"
                     /locus_tag="BA_1441"
                     /old_locus_tag="BA1441"
                     /EC_number="2.7.7.4"
                     /note="identified by match to protein family HMM PF01747;
                     match to protein family HMM TIGR00339"
                     /codon_start=1
                     /transl_table=11
                     /product="sulfate adenylyltransferase"
                     /protein_id="AAP25383.1"
                     /db_xref="Pathema:BA_1441"
                     /translation="MSTVNELVNLVDETYDISQIEKEIGLDNIALSDLELLATGGYSS
                     LTGFLGKKDYDSVVETLRLDNGSVWSIPITLPVTEEVAKSLKSGEEVKFVNGGNVYGV
                     IQIEDIFVPDKEKEALLVYKTTDEAHPGVKKLYERPNVYVGGAIVLTKRFENNPFPSY
                     HLDPIETREEFKKRGWKTVVGFQTRNPVHRAHEYIQKSALEIVDGLFLNPLVGETKSD
                     DIPADVRMESYEVLLQNYYPKDRVFLSVFPAAMRYAGPREAIFHALVRKNFGCTHFIV
                     GRDHAGVGDYYGTYEAQEIFTNFTVEELGITPLFFEHSFYCTKCEAMASTKTCPHGKE
                     DHVILSGTKVRELLRNGEIPPSTFSRKEVVEVLIKGLKKEVVTE"
     gene            1364936..1365529
                     /gene="cysC"
                     /locus_tag="BA_1442"
                     /old_locus_tag="BA1442"
                     /db_xref="Pathema:BA_1442"
     CDS             1364936..1365529
                     /gene="cysC"
                     /locus_tag="BA_1442"
                     /old_locus_tag="BA1442"
                     /EC_number="2.7.1.25"
                     /note="identified by match to protein family HMM PF01583;
                     match to protein family HMM TIGR00455"
                     /codon_start=1
                     /transl_table=11
                     /product="adenylyl-sulfate kinase"
                     /protein_id="AAP25384.1"
                     /db_xref="Pathema:BA_1442"
                     /translation="MDTNITWHTASVSKDERRVKNGHHSFVIWFTGLSASGKSTVANA
                     VARKLFEKNIGNYVLDGDNIRHGLNKDLGFSESDRMENIRRIGEVAKLFVDQGAVVLT
                     AFISPFRVDRKQVRDLLAVDEFIEVFVKCPIEECEKRDPKGLYKKARKGDIKEFTGID
                     SPYEEPEKAELIVETHKYSIEECAEQIVKYLQERSLI"
     gene            1365541..1367163
                     /locus_tag="BA_1443"
                     /old_locus_tag="BA1443"
                     /db_xref="Pathema:BA_1443"
     CDS             1365541..1367163
                     /locus_tag="BA_1443"
                     /old_locus_tag="BA1443"
                     /EC_number="1.8.7.-"
                     /note="identified by similarity to GP:1113082; match to
                     protein family HMM PF01077; match to protein family HMM
                     PF03460"
                     /codon_start=1
                     /transl_table=11
                     /product="putative sulfite reductase"
                     /protein_id="AAP25385.1"
                     /db_xref="Pathema:BA_1443"
                     /translation="MSYEKVWANNEKLNQTEKNKLKKDGLEIFNDIPYYAENGFESIP
                     KEEWDAFKWAGLYLQRPKEAGYFMMRVNIPSGIITNAQAEVLASIAEDYGRDVIDITT
                     RQAIQFHWLEIHQIPDIFKRLARVGLSSAGACGDITRNITGNPLAGIDANELFDTTHI
                     VKEVYDYFQHNEEFSNLPRKFKMSISSNIYNAANAEINCVAFTPAKKEIDGEKKVGFH
                     IKVGGGLSARPYLADELDVFVLPEEVKAVAIAIATIFRDFGYREKRHLARLKFLVADW
                     GAEKFKEKLIEYTGPLQSKGESALKGWNAGYFYGVQDQKQEGLKYVGFNVPVGRLHAE
                     EMFEIARIAKQYGNGQIRTCNSQNFIIPNVPPENVTGLLTEPLFEAISANPKSFIGHA
                     VSCTGIEYCNLALVETKERLRKIAEYLDTQIALDVPVRIHMVGCPNSCGQRQIADIGL
                     QGVKMKTKEKGIVEAFEIYVGGTLLDGGAYNQKLKGKIDGEDLPDVLASFISYFKENK
                     LPAETFYDFVGRVGVETLQIALNNVLEEVIAS"
     gene            1367174..1367377
                     /locus_tag="BA_1444"
                     /old_locus_tag="BA1444"
                     /db_xref="Pathema:BA_1444"
     CDS             1367174..1367377
                     /locus_tag="BA_1444"
                     /old_locus_tag="BA1444"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25386.1"
                     /db_xref="Pathema:BA_1444"
                     /translation="MDLYRFEAVLENSIVPIVVVVAESEEKAFKMAEIELEKHFLPLP
                     EVKEIALFEKKKIRKSAAFVIHE"
     gene            1367464..1368240
                     /gene="cysG"
                     /locus_tag="BA_1445"
                     /old_locus_tag="BA1445"
                     /db_xref="Pathema:BA_1445"
     CDS             1367464..1368240
                     /gene="cysG"
                     /locus_tag="BA_1445"
                     /old_locus_tag="BA1445"
                     /EC_number="2.1.1.107"
                     /note="identified by similarity to SP:P29928; match to
                     protein family HMM PF00590; match to protein family HMM
                     TIGR01469"
                     /codon_start=1
                     /transl_table=11
                     /product="uroporphyrinogen-III C-methyltransferase"
                     /protein_id="AAP25387.1"
                     /db_xref="Pathema:BA_1445"
                     /translation="MGKVYIVGAGPGDPDLITVKGLKCIEKADVILYDRLVNKELLSY
                     AKPEADLIYCGKLPNYHTMKQETINTFLIKYAKKGKIVTRLKGGDPFVFGRGGEEAEA
                     LAKQGVPFEIVPGISAGIAAPAYAGIPVTHRDASASFAIVTGHRKEDAAEEVKWGNLA
                     KGVETLAVYMGVSNLPYICEQLMKHGKDKSTPAAIIERGTTSMQRTVVGTLGTIVDVA
                     KKEQIQNPSMIVIGEVVRFREKIHWFEKQTESTYQVSGVL"
     gene            1368242..1368997
                     /locus_tag="BA_1446"
                     /old_locus_tag="BA1446"
                     /db_xref="Pathema:BA_1446"
     CDS             1368242..1368997
                     /locus_tag="BA_1446"
                     /old_locus_tag="BA1446"
                     /note="identified by similarity to GP:2462961; match to
                     protein family HMM PF01903"
                     /codon_start=1
                     /transl_table=11
                     /product="cbiX domain protein"
                     /protein_id="AAP25388.1"
                     /db_xref="Pathema:BA_1446"
                     /translation="MKAILYICHGSRLKAAKEEAVAFITSCMNRVEVSIQEICFLELA
                     SPTIDEGFRTCVKRGATEIIVIPVFLLAAGHVKKDIPFELEKLNNQYPSIKVTYGNPF
                     GVSEALIKSVYSGSGIEQENKNEVTLLLVARGSSDPEVLRDINWIASLFQKEEKIKKV
                     EVCYLAAAEPKFEEKLKEVVERKEKNIVVLPYLLFTGLLMKHIEKEVRQYELDEIKIS
                     PYLGKNEAFQYMLIQKTKKLLKGDQYVSTYSAS"
     gene            1368972..1369589
                     /locus_tag="BA_1447"
                     /old_locus_tag="BA1447"
                     /db_xref="Pathema:BA_1447"
     CDS             1368972..1369589
                     /locus_tag="BA_1447"
                     /old_locus_tag="BA1447"
                     /note="identified by similarity to OMNI:NTL01BS01564;
                     match to protein family HMM TIGR01470"
                     /codon_start=1
                     /transl_table=11
                     /product="siroheme synthase, precorrin 2
                     oxidase/ferrochelatase domain protein"
                     /protein_id="AAP25389.1"
                     /db_xref="Pathema:BA_1447"
                     /translation="MYPLTVRVEKKRVVVIGGGKVAGFKIIPLLKQGADIVVVSPELD
                     ANLVKLVEEKKIRWYQREYEKSDINGAFLVVAASSDAVLNEKVAEDTAENQLVNVITN
                     PESGNVHFPAAFHRGLLNIAVSTGGASPKLAKKIRDDIANKYDEAYESYLDFLYEVRI
                     KVKELQIEKRERNILLQEVLKSIYVQNEQKRELFLQELERRVHIG"
     gene            1370011..1371366
                     /locus_tag="BA_1448"
                     /old_locus_tag="BA1448"
                     /db_xref="Pathema:BA_1448"
     CDS             1370011..1371366
                     /locus_tag="BA_1448"
                     /old_locus_tag="BA1448"
                     /note="identified by similarity to OMNI:HI1690; match to
                     protein family HMM PF00209"
                     /codon_start=1
                     /transl_table=11
                     /product="putative sodium-dependent transporter"
                     /protein_id="AAP25390.1"
                     /db_xref="Pathema:BA_1448"
                     /translation="MKETQQWTSKIGFVLAAAGAAVGLGAIWKFPYVAGNGGGGAFFL
                     VFLLLTLFIGMPLLLAEFVIGRSTQKEAVTAYKVLVPNSKLYPWIGRMGVVTCFSVLS
                     FYSVVGGWILLYLYYSITGSFWNGVVDYGKLFNETISNPLSAIGAQFIFMLCTIFVVS
                     KGVEKGIEKASKYMMPLLFILFIAIIVRALTLDGAFAGVEFFLKPDFSKLTADTVLYA
                     MGQSFFSLTVGASVMVTYSSYLKKEEHLAKSATSIVSLTVFITVLAGLAIFPAIFALG
                     VKPTEGPGLLFIVLPAVFAKIPFGQFFFIMFLVLFFFATLTSAISMLEIVVASVAKDN
                     EKKRPSASLLIGILIFAVGIPSALSFGIMSDVKIFGKTFFDFVDFVVSNVLLPLGVLA
                     ISLFVPNKMSKEMLMKELEVTETKGKTLFNIWFFLLRYVIPVTVIIVFLNAIGVFKMF
                     A"
     gene            complement(1371627..1372880)
                     /locus_tag="BA_1449"
                     /old_locus_tag="BA1449"
                     /db_xref="Pathema:BA_1449"
     CDS             complement(1371627..1372880)
                     /locus_tag="BA_1449"
                     /old_locus_tag="BA1449"
                     /note="identified by match to protein family HMM PF01551"
                     /codon_start=1
                     /transl_table=11
                     /product="peptidase, M23/M37 family"
                     /protein_id="AAP25391.1"
                     /db_xref="Pathema:BA_1449"
                     /translation="MKKKFAAFSVLAAGTIFVSPLLSPAYAETNQDKLSNIQSELEGK
                     QNDLQNKSAEKEQIEKEIQELQKKIDDLTTSINKNEAELNDTKKEISKTQQVIAEKKK
                     HIEQLQTNIDTRQEVIKQRLQSMQEKPRTNIITEVLTTSTNIADLVDNMYSVSLILNN
                     DTDIVKKQTTDQNAVTKEKEAVEKKEQELKEAEQKLVHKQQELQTNQQQQQTFISDLH
                     TKVAKVDSEIEGLEESKGILENQRQAVQKAIEEEKRAEEARKAEEARKQATTSAQKAQ
                     AAPTPHDTNIGGFIKPAAGSKTSGFGVRSIDNHKGIDIAASGTVPIIAAADGVVIRSE
                     LSSSYGNVVYLSHRINGKTYTTVYAHMSSRSVSNGQTVKQGTQLGFMGNTGQSYGQHL
                     HFELHLGEWNVGKTNAVDPSPYIGL"
     gene            1373373..1374644
                     /locus_tag="BA_1450"
                     /old_locus_tag="BA1450"
                     /db_xref="Pathema:BA_1450"
     CDS             1373373..1374644
                     /locus_tag="BA_1450"
                     /old_locus_tag="BA1450"
                     /note="identified by similarity to OMNI:NTL01EC03971;
                     match to protein family HMM PF00375"
                     /codon_start=1
                     /transl_table=11
                     /product="proton/glutamate symporter family protein"
                     /protein_id="AAP25392.1"
                     /db_xref="Pathema:BA_1450"
                     /translation="MKRIGLAWQILIGLALGIAVGAIFFDNPAVVKYLQPIGDIFIRL
                     IKMIVVPIVVASIVVGVAGVGDVKKLGRLGGKTIIYFEIITTIAIIVGLLIANIFQPG
                     KGVNMEQLTKTDISKYTHTTEQVQSHSFADTFVNIVPTNIMKSLADGDMLAIIFFSVL
                     FGLGVAAIGERGRPVLQFFQGVADAMFYVTNQVMKFAPFGVFALIGVTVSTFGLASLI
                     PLGKLLIVVYGAMIFFVVVVLGLTAKIFGINIFQFFKILKDELILAYSTASSETVLPK
                     IMEKMEKFGCPKAITSFVIPTGYSFNLDGSTLYQAIAAIFLAQMYGIDLSITEQITLL
                     LVLMVTSKGIAGVPGVSFVVLLATLGTVGIPAEGLAFIAGIDRILDMARTAVNVVGNS
                     LAAVVMSKWEGQYDAEKGQAYLKEISNKQAA"
     gene            1374712..1375230
                     /locus_tag="BA_1451"
                     /old_locus_tag="BA1451"
                     /db_xref="Pathema:BA_1451"
     CDS             1374712..1375230
                     /locus_tag="BA_1451"
                     /old_locus_tag="BA1451"
                     /note="identified by similarity to EGAD:173390; match to
                     protein family HMM PF04167"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25393.1"
                     /db_xref="Pathema:BA_1451"
                     /translation="MKRKYGDGSSWKRLIERNYTVKQIEEGMLGILEIKKVREPSYKE
                     YDGKELCIACNQYTWIQYFIDGKNFAITAMLDNQKTLVQYYIDVAKEYEIDDRGLPYF
                     DDLYLDVVLLPNGKMYVLDEDELEDAYKSGDVTKEEYELAWYTTKWIIAAIKNSEFYW
                     ISILEEEIKKLK"
     gene            1375552..1376868
                     /locus_tag="BA_1452"
                     /old_locus_tag="BA1452"
                     /db_xref="Pathema:BA_1452"
     CDS             1375552..1376868
                     /locus_tag="BA_1452"
                     /old_locus_tag="BA1452"
                     /note="identified by similarity to OMNI:NTL01SA2211; match
                     to protein family HMM PF03553; match to protein family HMM
                     PF03600"
                     /codon_start=1
                     /transl_table=11
                     /product="Na+/H+ antiporter family protein"
                     /protein_id="AAP25394.1"
                     /db_xref="Pathema:BA_1452"
                     /translation="MKETRGNGLALLPLGIFLALFIGSGIITGDFYKLPILVAISIAV
                     GVALAMNRKESFHVKVERFAKGAGNPDIMIMVLIFVLAGAFSETAKGMGGVDSTVNLA
                     LSILPQGFIIAGIFVIGAFISLAMGTSMGTIAALAPIAVGISGQTDISIALAMATVVG
                     GAMFGDNLSFISDTTIAAVRSQGTEMKDKFKTNFLIVLPAAIITIVLLVILTLGSDTQ
                     VKAHSFDLIKILPYAGVLITALLGWNVLIVLTGGTVLSGVIGLLDGSYTLESFFKSVT
                     TGMGGMMELVLLAILIGGMVELIQYNGGIQYLMNLLTRNIRSKKGAEFGIAGLVGMTN
                     MCTANNTISIIFTGPLAKNIADQYEIDPRKSASVLDLFSCCVQGLIPYGAQMLTAAGF
                     AALSPIELLPYAFYPILVGVCGIISILIGFPRFSKVTEKKEYHKTA"
     gene            1377097..1377453
                     /locus_tag="BA_1453"
                     /old_locus_tag="BA1453"
                     /db_xref="Pathema:BA_1453"
     CDS             1377097..1377453
                     /locus_tag="BA_1453"
                     /old_locus_tag="BA1453"
                     /note="identified by similarity to OMNI:NTL01BH1197"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25395.1"
                     /db_xref="Pathema:BA_1453"
                     /translation="MKQFLAFIAAGILALIALGSLAGIIGFAIGAGVVYWSYKSFVRA
                     QSFFGKLAWGIVGLIGLSIALSHSPALIGIAALVVLYYGYREWKKEKDVVVDSAPESS
                     KPYSNFEDEWNKLMKN"
     gene            1377504..1378166
                     /locus_tag="BA_1454"
                     /old_locus_tag="BA1454"
                     /db_xref="Pathema:BA_1454"
     CDS             1377504..1378166
                     /locus_tag="BA_1454"
                     /old_locus_tag="BA1454"
                     /note="identified by similarity to SP:O32201; match to
                     protein family HMM PF04012"
                     /codon_start=1
                     /transl_table=11
                     /product="PspA/IM30 family protein"
                     /protein_id="AAP25396.1"
                     /db_xref="Pathema:BA_1454"
                     /translation="MKQSLFGRVRDAILADFHNVLDEKERKNPIAMLNQYLRDSEREI
                     TKIEKLIQRHKTLKSNFARELEQARYFVNKRSKQALIAQEAGELQLHERALEEVAYYE
                     GQVTRLEEMYAGVVEQIDELERRLSEMKNKLKEMHAKRMELMARENMAHANRRMNTAM
                     HKMDENNPFLRFEEIEEHIRDLETRMNDEHERDTFDMKIAKLEREMKEKNDVSLTKEL
                     TK"
     gene            1378273..1379013
                     /locus_tag="BA_1455"
                     /old_locus_tag="BA1455"
                     /db_xref="Pathema:BA_1455"
     CDS             1378273..1379013
                     /locus_tag="BA_1455"
                     /old_locus_tag="BA1455"
                     /note="identified by similarity to GP:16410422"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25397.1"
                     /db_xref="Pathema:BA_1455"
                     /translation="MKKHFSKTQLMGMLLIIFGFGLFLDMILGHFEPGGLIFAFIMLM
                     FGRHYRKKNRYVRGNVFLFVGGIVFLFFLFSSAAFVLVVFACLALIGYQLIQQGHKQK
                     AMKVEIKEKGIIDEEKQIYRTEPYLKNMFVGNVRMMDHIYELEDINVQYGACDVEIDL
                     TTAMIPEGETVIVIRGVVGNIRLYVPYDIELSLNHSVIVGRVLLPGHEETGFNRNVTF
                     RTEQYKEAPRRIKIISSLVVGDTEVRKV"
     gene            1379013..1380068
                     /locus_tag="BA_1456"
                     /old_locus_tag="BA1456"
                     /db_xref="Pathema:BA_1456"
     CDS             1379013..1380068
                     /locus_tag="BA_1456"
                     /old_locus_tag="BA1456"
                     /EC_number="2.7.13.3"
                     /note="identified by similarity to GP:16413479; match to
                     protein family HMM PF02518; match to protein family HMM
                     PF07730"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase"
                     /protein_id="AAP25398.1"
                     /db_xref="Pathema:BA_1456"
                     /translation="MKKQKNISCMYIRYSMLSSVSIALICTIVYVWKSEQQVYDLLWK
                     ESIASVPIGLFIMTTSLLIGGIVGYAIGYYIEQRIQGLNTFLFEVERGNFPSDVSFTA
                     DDEFHEVERKVIVLARRLEEQAGLFQKVTNERAHWNEEMRQEAISQERHRLARELHDS
                     VSQQLFAMSMMMSAINEQVAEIPETTKKQLQLVENMVVNAQSEMRALLLHLRPVQLEG
                     KKLTEGIEELLTELSRKQHMKIEWLIEPIQLKKGVEDHLFRIVQEALSNTLRHAKAKK
                     TEVRLRKIEQYAILKIIDDGVGFKVGVNKAGSYGLRSMQERVHEIGGTLKVLSFPNKG
                     TQIEVKVPIMIERGGES"
     gene            1380065..1380697
                     /locus_tag="BA_1457"
                     /old_locus_tag="BA1457"
                     /db_xref="Pathema:BA_1457"
     CDS             1380065..1380697
                     /locus_tag="BA_1457"
                     /old_locus_tag="BA1457"
                     /note="identified by similarity to GP:16410424; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF00196; match to protein family HMM PF08281"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator"
                     /protein_id="AAP25399.1"
                     /db_xref="Pathema:BA_1457"
                     /translation="MIKVLLVDDHEMVRMGVSAYLSTQPDIEVVGEAENGRKGSELAL
                     QLRPDIILMDLVMDEMDGVEATRAIIQEWPEAKIVVVTSFLDDEKLYPVIEAGATSYL
                     LKTSRASDIADAVRATYDGETVLEPKVTGKMMSRMRQKKEQPLHEELTERESEILLLI
                     AEGKSNQEIADELFIALKTVKTHVSNILNKLNVSDRTQAVIYAFRHQLTK"
     gene            1380764..1381093
                     /locus_tag="BA_1458"
                     /old_locus_tag="BA1458"
                     /db_xref="Pathema:BA_1458"
     CDS             1380764..1381093
                     /locus_tag="BA_1458"
                     /old_locus_tag="BA1458"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25400.1"
                     /db_xref="Pathema:BA_1458"
                     /translation="MTLIYVSVIIKLLTVHTKGRMYMLVQTIFGMDKSKKLGDYVNAL
                     QALCEQYNVETDKIAIVEATEEYYLFLVKQEDCYDVVKVETVDTNIDYYTKVYKISSF
                     NHTAYQK"
     gene            complement(1381117..1382472)
                     /gene="brnQ3"
                     /locus_tag="BA_1459"
                     /old_locus_tag="BA1459"
                     /db_xref="Pathema:BA_1459"
     CDS             complement(1381117..1382472)
                     /gene="brnQ3"
                     /locus_tag="BA_1459"
                     /old_locus_tag="BA1459"
                     /note="identified by similarity to EGAD:109239; match to
                     protein family HMM PF05525; match to protein family HMM
                     TIGR00796"
                     /codon_start=1
                     /transl_table=11
                     /product="branched-chain amino acid transport system II
                     carrier protein"
                     /protein_id="AAP25401.1"
                     /db_xref="Pathema:BA_1459"
                     /translation="MNTVSKKHIFFTGLMLFSLFFGAGNLIFPPMLGQNAGENFWPAM
                     IGFLLTGVGLPLLTVIAISLSGNGMQQLASHVHPLFGIFFTVVVYIAIGPSMGIPRVA
                     NVAYEMGVSSFLPETIRSSSLVLFVYTIIFFAIVFWLSLNPSKLVDRIGNILTPILLL
                     SIFLLFVKSVFTPLGQSGPAMQEYQTFPIFKGFMEGYLTMDTISALAFGIIVVNAIRS
                     KGVNDRKSIAIATAKAGLIAATGLVLVYGALGWLGTTSVSLGYAKNGGQLLTVIVQQL
                     FGPYGLLLLALIVTLACLTTCVGLVSACSQYFSTLLTKFSYKTFASIICALGLLVANL
                     GLTKIIAISVPILLVVYPIAIVLVLLSLLHKYFGGYRSVYVGALIGAAIVSVFDGLKQ
                     GGISVSFITSYFEFIPLYNEGIGWLVPALTGALIGLTIAKLSGAKKVPLLTESREVKA
                     S"
     gene            1383060..1383269
                     /locus_tag="BA_1461"
                     /old_locus_tag="BA1461"
                     /db_xref="Pathema:BA_1461"
     CDS             1383060..1383269
                     /locus_tag="BA_1461"
                     /old_locus_tag="BA1461"
                     /note="identified by similarity to GP:12832776"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25402.1"
                     /db_xref="Pathema:BA_1461"
                     /translation="MLAMGVLFGIIAIIGFMWLYYSRSFKQAEVLLFQKGSLLTNQSR
                     YLVCPKCGSAQARSGGYQECCKIRL"
     gene            complement(1383309..1384085)
                     /locus_tag="BA_1462"
                     /old_locus_tag="BA1462"
                     /db_xref="Pathema:BA_1462"
     CDS             complement(1383309..1384085)
                     /locus_tag="BA_1462"
                     /old_locus_tag="BA1462"
                     /note="identified by match to protein family HMM PF01209;
                     match to protein family HMM PF08241; match to protein
                     family HMM PF08242"
                     /codon_start=1
                     /transl_table=11
                     /product="methyltransferase, UbiE/COQ5 family"
                     /protein_id="AAP25403.1"
                     /db_xref="Pathema:BA_1462"
                     /translation="MPINFHDANNKYTYAQRNAHISWGEMIKGITNIQNKQIIDIGCG
                     GGIYTKELALMGAKSVVGLDFSKEILQAAKENCSGFSNISFIHGDAHSTPYPNDTFDI
                     VISRAVIHHLQDIPTFLREASRILKKNGVLIVQDRTIEDCTIPGSPEHIRGYFFSIFP
                     KLIEIESKRRPKTTTIQKELQKYFLHVFPTQTQWEVRKIHDSVEALLQDLSPRTGRSI
                     LYELTDYELSQLLQQVQTALQNVSPIIERDRWTIWSAMKL"
     gene            1384289..1385044
                     /locus_tag="BA_1463"
                     /old_locus_tag="BA1463"
                     /db_xref="Pathema:BA_1463"
     CDS             1384289..1385044
                     /locus_tag="BA_1463"
                     /old_locus_tag="BA1463"
                     /codon_start=1
                     /transl_table=11
                     /product="ribosomal protein L5 domain protein"
                     /protein_id="AAP25404.1"
                     /db_xref="Pathema:BA_1463"
                     /translation="MNEVKEIIEVTVIQKKDKEKKLQESEANVVIDIIDKAEKQEITG
                     SFGEPEYEIQISRDGKKETYYAWLRGEDRKGWIQHKKAMYMLNKKDTEKLLAIFLNVS
                     KQKEDEIQVGPLTEVTKKDLQITAFHIKAGNQKVNYTVRYTISQSLYNKLEKEQEYYL
                     QVIFPEKVQKLIGAKESEKILGEKVKEGYKQYELHATVPIQGASESQLKSLETYYENY
                     DLKILNSKQEKIGVFQNIIQIVKEYGEKMNLQR"
     gene            complement(1385139..1385336)
                     /locus_tag="BA_1464"
                     /old_locus_tag="BA1464"
                     /db_xref="Pathema:BA_1464"
     CDS             complement(1385139..1385336)
                     /locus_tag="BA_1464"
                     /old_locus_tag="BA1464"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25405.1"
                     /db_xref="Pathema:BA_1464"
                     /translation="MNLQSLIIGVLSFLASTLIFYTVSYVLLLDLLPNHIFIALIILS
                     ALMISFLITRKSMNEPSAKAK"
     gene            1385487..1386584
                     /locus_tag="BA_1465"
                     /old_locus_tag="BA1465"
                     /db_xref="Pathema:BA_1465"
     CDS             1385487..1386584
                     /locus_tag="BA_1465"
                     /old_locus_tag="BA1465"
                     /note="identified by similarity to GP:17429545; match to
                     protein family HMM PF02163"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25406.1"
                     /db_xref="Pathema:BA_1465"
                     /translation="MKNNQKGLWGIIVAIGLFLLSKLKWVFAIFKLAKFSTVFSMFLS
                     LGAYAVIYGWKFGVALIYLLFIHEMGHLWAAKRKGIPTSPAIFIPFMGALIGMKEMPK
                     NAKDEAYIAYMGPLFGLLSFLPAIPLYMITKEPFWALIILLGSMINFFNLIPVSPLDG
                     GRIISVVSTKIWGAGLVLLLGYSIYFKSILGGFIVIIGCMELYRVIKRDEPIKELGYR
                     IDGMKEYIARLEEELKETGAVHRNIYMMQHEINVLRQKEREKELKTGEFQKIEVLEYL
                     LPKFEPLDYVPYEDEKETHTIHIREAFEMSERKLEEWDAEKRQQENYYKVDTKTKWTV
                     FACYIGLMAILGYAAYEGYIVLQEHLPTRNV"
     gene            1386699..1387217
                     /locus_tag="BA_1466"
                     /old_locus_tag="BA1466"
                     /db_xref="Pathema:BA_1466"
     CDS             1386699..1387217
                     /locus_tag="BA_1466"
                     /old_locus_tag="BA1466"
                     /note="identified by similarity to OMNI:NTL01OI1017"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25407.1"
                     /db_xref="Pathema:BA_1466"
                     /translation="MKKLLNVFVIIIVMIIASYSLMKVLLHYANKPAGVSTTAEIEDV
                     QEETKVLDFIRMTHESYNNFLNYGKAENYTEGDWNQFKQWFQQQESSLKNIHTDIKNE
                     KIKRDVNRSYEIAKKGVELQNIEYVVYAHRVYHDLDIIVNKYRGETNIWGYTEFGDGK
                     DIRVIEQAIQSK"
     gene            1387377..1388585
                     /gene="hmp"
                     /locus_tag="BA_1467"
                     /old_locus_tag="BA1467"
                     /db_xref="Pathema:BA_1467"
     CDS             1387377..1388585
                     /gene="hmp"
                     /locus_tag="BA_1467"
                     /old_locus_tag="BA1467"
                     /EC_number="1.14.12.17"
                     /note="identified by similarity to SP:P24232; match to
                     protein family HMM PF00042; match to protein family HMM
                     PF00175; match to protein family HMM PF00970"
                     /codon_start=1
                     /transl_table=11
                     /product="nitric oxide dioxygenase"
                     /protein_id="AAP25408.1"
                     /db_xref="Pathema:BA_1467"
                     /translation="MLSEKTIEIVKSTVPLLQEKGVEITTRFYEILFSEHPELLNIFN
                     HTNQKKGRQQQALANAVYAAATYIDNLEAIIPVVKQIGHKHRSLGIKAEHYPIVGTCL
                     LRAIKEVAGAPDEVLNAWGEAYGVIADAFISIEAEMYEEAAHKEGGWKDFRNFVVVKK
                     VKESDVITSLYLKPEDGGKVSSFIPGQYVTVQINIEGETYTHNRQYSLSDAPGKEYYR
                     ISVKKEKGVDTPDGKVSNYLHDHVKEGDMLPVSAPAGDFVLNMDSTLPVVLISGGVGI
                     TPMMSMLNTLIEQDSKRNVCFVHAAINSNTHAMKEHVEAVDNEYEQVKAYTCYSAPTE
                     KDLEMKNFDKEGFVEREWLQTIIPTTEAEFYFCGPVPFMKHINAVLTDLGVKQEHIHY
                     EFFGPAASLQ"
     gene            complement(1388619..1389131)
                     /locus_tag="BA_1468"
                     /old_locus_tag="BA1468"
                     /db_xref="Pathema:BA_1468"
     CDS             complement(1388619..1389131)
                     /locus_tag="BA_1468"
                     /old_locus_tag="BA1468"
                     /note="identified by similarity to EGAD:30455; match to
                     protein family HMM PF00027"
                     /codon_start=1
                     /transl_table=11
                     /product="putative transcriptional regulator"
                     /protein_id="AAP25409.1"
                     /db_xref="Pathema:BA_1468"
                     /translation="MILHKGDVLFRQGEDGPLYFIKTGLLKVVRLEEDGTPFLFNIIV
                     PGETIPHHSLISPKEYHGTAIALMKTEVEPIMSNEWYDQLQANPASYANIAMQLQSKL
                     RMMQQRIDQLTTVSPKERLHRLQEWFTLYLGDIPIYEILTQTEIGQLIGIRRETVNRL
                     LREQIKNEVK"
     gene            1389302..1389529
                     /locus_tag="BA_1469"
                     /old_locus_tag="BA1469"
                     /db_xref="Pathema:BA_1469"
     CDS             1389302..1389529
                     /locus_tag="BA_1469"
                     /old_locus_tag="BA1469"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25410.1"
                     /db_xref="Pathema:BA_1469"
                     /translation="MLDAIKMTDMRIPANAIIHVEEMKGGVVLSVEVDGQIIYTMAYD
                     EETDSYAELYDRNDKRACQVHEDFMGWSLLH"
     gene            complement(1389823..1390623)
                     /locus_tag="BA_1470"
                     /old_locus_tag="BA1470"
                     /db_xref="Pathema:BA_1470"
     CDS             complement(1389823..1390623)
                     /locus_tag="BA_1470"
                     /old_locus_tag="BA1470"
                     /note="identified by match to protein family HMM PF01925"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25411.2"
                     /db_xref="Pathema:BA_1470"
                     /translation="MEYIMLLFIGLIAGTVGSLVGLGGGIIIVPLLIGLHSLSPQLAV
                     GTSMVTVVFTGLSSTLTYMKHKRVDYKSGLILFIGSGPGGIIGSWANKFLNQDTFSLY
                     FGIFLIFVSILLILRDKLKPLSLSNMTVIKRSFTDNEGNTVHYQFPPLLAIFIAFIVG
                     FISGLFGIGGGALLVPAMMLLFAFPAHIAVATSMFIVFLSAIVSSATHISLGNVSWIY
                     ALILIPGAWIGGKIGAYINTKLSGKAVINLLRITLIILGTRLIITSFL"
     gene            complement(1390741..1391739)
                     /locus_tag="BA_1471"
                     /old_locus_tag="BA1471"
                     /db_xref="Pathema:BA_1471"
     CDS             complement(1390741..1391739)
                     /locus_tag="BA_1471"
                     /old_locus_tag="BA1471"
                     /note="identified by similarity to GP:16411719; match to
                     protein family HMM PF01384"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphate transporter family protein"
                     /protein_id="AAP25412.1"
                     /db_xref="Pathema:BA_1471"
                     /translation="MDTLLILTVLVVICALAFDFINGFHDTANAIATAVSTKALKPRH
                     AIVMAAIMNFLGAMTFTGVAKTITKDIVDPFALQNGSLVILAALLAAIAWNLITWYYG
                     IPSSSSHAIIGSIAGAAIAAAGISSLNLKGFIKIIEALIISPIIAFVIGYTVYSIFKV
                     VFKNFNLTKTNKNFRIFQIFTAALQAYTHGTNDAQKAMGIITMALMANNYHTSSDIPF
                     WVQLSCAIAMGLGTSVGGWKIIKTVGGQIMKIRPVNGVAADLSSSLVIFGATFIHLPV
                     STTHVISSSILGVGASHRVKGVKWGTAKRMLITWVITLPISASLAALFYSLLHLIF"
     gene            complement(1391751..1392371)
                     /locus_tag="BA_1472"
                     /old_locus_tag="BA1472"
                     /db_xref="Pathema:BA_1472"
     CDS             complement(1391751..1392371)
                     /locus_tag="BA_1472"
                     /old_locus_tag="BA1472"
                     /note="identified by similarity to EGAD:109887; match to
                     protein family HMM PF01865"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25413.1"
                     /db_xref="Pathema:BA_1472"
                     /translation="MVFKSKKDKFSEMLMNVSENLKEGAQFFVEYKIKNASDLKEFSM
                     RMKDYESKGDSFIHEIIMELNKAFITPIEREDILQLAMSMDDVLDGLDHSAGLFEMYS
                     ITEADEYMIKFVEAINQCAIEIANSVELMSNKKLVDIRTNAIKIKDYESQCDDIRRHA
                     IKHLFSREKDPIKIIQYKEIYEELEEVADSCQSVANVLETIIMKNA"
     gene            1392684..1394705
                     /locus_tag="BA_1474"
                     /old_locus_tag="BA1474"
                     /db_xref="Pathema:BA_1474"
     CDS             1392684..1394705
                     /locus_tag="BA_1474"
                     /old_locus_tag="BA1474"
                     /note="identified by similarity to EGAD:6569; match to
                     protein family HMM PF00905; match to protein family HMM
                     PF00912; match to protein family HMM TIGR02074"
                     /codon_start=1
                     /transl_table=11
                     /product="penicillin-binding protein"
                     /protein_id="AAP25414.1"
                     /db_xref="Pathema:BA_1474"
                     /translation="MKLKNTHLKKMQEWFNKRKKLRNLLIILGSLLATLFIAINIIIS
                     IQDISELKQAVPQPTLIYDANNEVATKLASSKTEGVKRKDIPDIMVQAIVAVEDKEFF
                     NHHGIYYSGIISAIFKNITAGEVVAGGSTITQQLAKNVFLTQDRTYSRKIKEYFLTKK
                     IERTYTKDEIIEMYMNQIYFGEGAWGIKRAAKSYFDKDVKDLTISEAATIAGLIKAPS
                     AYSPYKNFNKSIERRNVVLSLMKEQGYISDEQYNKEKESGLVLKRGVDDKYKGKYSQY
                     VDYIVREAMDKYELTQNEILAGGYRIYTELDPKKQQAVEDVVNNDSYFKDSGSDQLMQ
                     TGVVLMNPTTGGVPALVGGRGPYQFLQFNHATQLKRQPGSTLKPLAVYVPALEQGYEV
                     YDILKDEPFNIKEYKPQNSDHTFHGDVTMYEAVAKSYNVSAVWLLEQIGLDKGLKSLE
                     RFGIPLVPEDRTYPIALGGMHVGTSPFVMAQAYSTFANDGVQVEAHAIREIQNAEGET
                     IGKWYKKETRVTSEKISQKMTYLLKGVVEKGTGEKAKVTNVDTAGKTGTTQIVNGPST
                     GAKDSWFVGYTPDLVGAIWVGYDKTDSDHYVPGGSQITTTMFRDIMKKANANPAQKAF
                     QLSLISEADYKKQLTTIEEEKRRKEEEQQRKQEQQEWLDKVKEWIPSFW"
     gene            complement(1394824..1395051)
                     /locus_tag="BA_1475"
                     /old_locus_tag="BA1475"
                     /db_xref="Pathema:BA_1475"
     CDS             complement(1394824..1395051)
                     /locus_tag="BA_1475"
                     /old_locus_tag="BA1475"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25415.1"
                     /db_xref="Pathema:BA_1475"
                     /translation="MLITKASSSEALLQIAETIKDQYTNKKIDEITLSIHNENNGNYE
                     EELPYEPISKGKIIITYDSESFGSTNIILNE"
     gene            complement(1395057..1395251)
                     /locus_tag="BA_1476"
                     /old_locus_tag="BA1476"
                     /db_xref="Pathema:BA_1476"
     CDS             complement(1395057..1395251)
                     /locus_tag="BA_1476"
                     /old_locus_tag="BA1476"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25416.1"
                     /db_xref="Pathema:BA_1476"
                     /translation="MRVMSLIRIWFALMVCIILYVGFFLTLKYSTISKAEKKTTPYKL
                     LYTKQSNIPYSNATKNEKKL"
     gene            complement(1395447..1396352)
                     /locus_tag="BA_1477"
                     /old_locus_tag="BA1477"
                     /db_xref="Pathema:BA_1477"
     CDS             complement(1395447..1396352)
                     /locus_tag="BA_1477"
                     /old_locus_tag="BA1477"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25417.1"
                     /db_xref="Pathema:BA_1477"
                     /translation="MNNKNKGKVFYGNDCCEVRACSHINISKSELTEFVRLLQALGQA
                     IQAVFQNPSQTNINNLIAALNNLQKFLNCLDLSPAQKQIGNSIIANLLTILRTTPFSC
                     GALYVELQSLLNYLLYIAKLFKVDCCTIDKLVRLITEIQTILVQYGSGCLGGGGATGA
                     QGAQGPAGTPIPVTIAAIGNSNAQTISPGTNIQFNQVFEINNINFNDTADTLTILETG
                     VYDISFSASTTFPGSSPFGFGISFNGQPPTRNFSTNVIGSAVSFSTIVTLEAGTTISV
                     QPTANTISIPNTGDTTATLSVFRIY"
     gene            complement(1396578..1397839)
                     /locus_tag="BA_1478"
                     /old_locus_tag="BA1478"
                     /note="sensor histidine kinase, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1478"
     gene            1398000..1398845
                     /locus_tag="BA_1479"
                     /old_locus_tag="BA1479"
                     /db_xref="Pathema:BA_1479"
     CDS             1398000..1398845
                     /locus_tag="BA_1479"
                     /old_locus_tag="BA1479"
                     /note="identified by similarity to EGAD:109000; match to
                     protein family HMM PF01904"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25418.1"
                     /db_xref="Pathema:BA_1479"
                     /translation="MLFIGVTGWGDHDSLYIDPYENRNKLRTYSEYFPIVEVDSSFYA
                     MQPERNYTKWAMETPKDFSFIVKAYQGMTGHMKGEIPFSTFDEMFDVYKQSILPLIEA
                     SKLKTILFQYPPWFDCKKKNVDFLRYTKEKMEGLPCAIEFRNQTWFYPEMRDKTLQFL
                     EQEKWIHTICDEPQAGMGSVPLVLEVTSAEMVLIRFHGRNVHGWLDKGENWRAVRCLY
                     RYNNKELEEWVERLEQLKKKTKDIYVLFNNNSGGDAADNAKQLMKMMNITYGEPKPEQ
                     LNLFE"
     gene            complement(1399139..1399333)
                     /locus_tag="BA_1480"
                     /old_locus_tag="BA1480"
                     /db_xref="Pathema:BA_1480"
     CDS             complement(1399139..1399333)
                     /locus_tag="BA_1480"
                     /old_locus_tag="BA1480"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25419.1"
                     /db_xref="Pathema:BA_1480"
                     /translation="MNTLTIELPKETAEKLDLLKQAYEKKTGASISESTLVQTLISKE
                     FIQAITPFDLQQFITGKEQH"
     gene            complement(1399453..1399983)
                     /locus_tag="BA_1481"
                     /old_locus_tag="BA1481"
                     /db_xref="Pathema:BA_1481"
     CDS             complement(1399453..1399983)
                     /locus_tag="BA_1481"
                     /old_locus_tag="BA1481"
                     /note="identified by similarity to OMNI:NTL01BH4045; match
                     to protein family HMM PF00589"
                     /codon_start=1
                     /transl_table=11
                     /product="site-specific recombinase, phage integrase
                     family"
                     /protein_id="AAP25420.1"
                     /db_xref="Pathema:BA_1481"
                     /translation="MKQAGQPIQNEKQLETIKNILLQSSKRDGLLFVLAVNSGLKVSE
                     ILQLKVSDVIDENENVRHSILFYNEKVKKHKWFAVNEDLQHAIEDYMKERKTWKRNEP
                     LLKSQKGTKSITRQHAWYILNKAAKEVGLEGISSHTLRKTWGYYAYKSGVDIAFLQHF
                     FDHSTPSKTLKYVGIA"
     gene            complement(1400091..1401902)
                     /locus_tag="BA_1482"
                     /old_locus_tag="BA1482"
                     /db_xref="Pathema:BA_1482"
     CDS             complement(1400091..1401902)
                     /locus_tag="BA_1482"
                     /old_locus_tag="BA1482"
                     /EC_number="2.7.13.3"
                     /note="identified by similarity to GP:15025450; match to
                     protein family HMM PF00512; match to protein family HMM
                     PF00672; match to protein family HMM PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase"
                     /protein_id="AAP25421.1"
                     /db_xref="Pathema:BA_1482"
                     /translation="MKNRSIVFKLFLLTSTLFTIIFLLFFLGQSLFLEKFYINKKVKT
                     VQTAFEKFVANYEKSEKNPEEVRKLKQEFHDKTNADMQFLNTNGIIKSDNNYYIEVFN
                     PKNHETYSIPLNNLLTPEEYKKFENLGLKKDDVINVVGLLQNNTITPIKLTTNYNRWQ
                     NEYTNSDFSSISGNPSKNRLTNRYKTVTQIEFTGTISKLQLPSKAEVRLANDIETLQA
                     VQYFAELIRNGTANSQQLNTYIIDSGENIKNSIFVKPIIKNGEITEYAFAIASLQPVN
                     EAMLVLKDYYVYALIIVFLVIILLSFYYSKIIVKPLIKINRVTKKMANFDFSEKLPVT
                     ADDEIGGLSGSINTLSVNLKDRIDRLNVANTKLQQDIERERQLEKTRKEFISGVSHEL
                     KTPLSVIRSFAEGIKDGVSKDTTYYTDVILEETENMNRLIVEMLELAKLESGTYKLDM
                     TTFSIGELIQQVYTKLLFSMEEKHLQVNIDVNSSIFVKANRSRIEQVVVNLLSNAIRY
                     TPEGEKIQVSVITMEDTVKIEIENTGNPIPEESLEKIWDRFYRLDASRSRHTGGTGLG
                     LSIVKNILDLHHAEYGVYNTTNSVVFYFNLQKVKEVK"
     gene            complement(1402059..1402766)
                     /gene="deoD"
                     /locus_tag="BA_1483"
                     /old_locus_tag="BA1483"
                     /db_xref="Pathema:BA_1483"
     CDS             complement(1402059..1402766)
                     /gene="deoD"
                     /locus_tag="BA_1483"
                     /old_locus_tag="BA1483"
                     /EC_number="2.4.2.1"
                     /note="identified by match to protein family HMM PF01048;
                     match to protein family HMM TIGR00107"
                     /codon_start=1
                     /transl_table=11
                     /product="purine nucleoside phosphorylase"
                     /protein_id="AAP25422.1"
                     /db_xref="Pathema:BA_1483"
                     /translation="MSVHIEAKQGEIAESILLPGDPLRAKYIAETFLEDVTCYNNVRG
                     MLGFTGTYKGKRVSVQGTGMGVPSISIYVNELIQSYGVKNLIRVGTCGAIQKDVKVRD
                     VIIAMTACTDSNMNRLTFPGFDFAPAANFDLLKKAYDAGTEKGLHVRVGNVLTADVFY
                     RESMDMVKKLGDYGVLAVEMETTALYTLAAKYGVNALSVLTVSDHIFTGEETTSEERQ
                     TTFNEMIEIALDAAIQQ"
     gene            1403127..1404482
                     /locus_tag="BA_1484"
                     /old_locus_tag="BA1484"
                     /db_xref="Pathema:BA_1484"
     CDS             1403127..1404482
                     /locus_tag="BA_1484"
                     /old_locus_tag="BA1484"
                     /note="identified by match to protein family HMM PF07282;
                     match to protein family HMM TIGR01766"
                     /codon_start=1
                     /transl_table=11
                     /product="transposase, IS605 family"
                     /protein_id="AAP25423.1"
                     /db_xref="Pathema:BA_1484"
                     /translation="MAKKKAVKVLRKQKKRETLRRFTQKQNIGRACLTAQEFRLLQRM
                     SHSSKALRNVGLYTMKQSYLNYNKMATVKEVDTAMQADMNYWGIQSNSVQAIRRALFT
                     EVKSFFKALEQWKKNPEKFTGRPKFPNYSHSTDKRIIEIYQVPKVDENGFWMIPMSVA
                     FRKKFGSIKIRMPKNLRNKNISYIEIVPKQKGRFFEVHYTYEMHVSQMKKQPMTTSNA
                     LGCDLGVDRLVSCVTNTGDAFLIDGKKLKSINQYFNKTIRNLQQKNVENGLSKRIVTN
                     KIAALWHKRERQIHGYIAQTVGLLFKKVKEFDIDTIVVGCNAGWKQNSHMGKKNNQKF
                     VQIPFHKLIAAIENKCIKEGIRFFKQEESYTSKASFLDKDPVPVWSKDDRTQYRFSGK
                     RITRGLYQSKAGTCIHADINGALNTLQKSQVVELDGNLKVKTPILLEVQKRKAVASRI
                     A"
     gene            1404875..1405648
                     /locus_tag="BA_1485"
                     /old_locus_tag="BA1485"
                     /db_xref="Pathema:BA_1485"
     CDS             1404875..1405648
                     /locus_tag="BA_1485"
                     /old_locus_tag="BA1485"
                     /note="identified by similarity to GP:17134725"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25424.1"
                     /db_xref="Pathema:BA_1485"
                     /translation="MKNLVIGLVALLFVVVGGFYIKKYQETTETVGDVQEVKWDVSNG
                     KGNEKADIVFQLLNNKSSEVRGVNDQIRAVIVDGQLKHVQQTKPTFAGNGSYKVSSKI
                     AKDEGYTIFLYEDKNKSVQSFAKKDFGKEIDEKNKKKVKFPIDSVLTKKIGEYEVSLL
                     FGALHPNEPVTLTFQFQAKKGEKLKLHAERGEVEALYIVDETRENFLYAIPVDTDEQL
                     QYRITFPAEGTYKIWGDFYINGKKYEKEFIVQVQKRKNS"
     gene            complement(1405653..1408238)
                     /gene="mprF"
                     /locus_tag="BA_1486"
                     /old_locus_tag="BA1486"
                     /db_xref="Pathema:BA_1486"
     CDS             complement(1405653..1408238)
                     /gene="mprF"
                     /locus_tag="BA_1486"
                     /old_locus_tag="BA1486"
                     /note="identified by similarity to GP:14276147; match to
                     protein family HMM PF03706; match to protein family HMM
                     PF04329; match to protein family HMM PF04330; match to
                     protein family HMM PF04331"
                     /codon_start=1
                     /transl_table=11
                     /product="virulence factor MprF"
                     /protein_id="AAP25425.1"
                     /db_xref="Pathema:BA_1486"
                     /translation="MSFSWKRFLQIGKIIFPFVVLTIVFFQAKKELAGISFLEAINTI
                     KNIPTGGVFLAITLGAFAVSTMFFYDYVMLRYLKADIPVQKIFRISWIANTLNGFIGF
                     GGLVGAGVRTMLYRPYIKENGKLIKSIAWMTTAFINGLAILSFLGLIGILDTSFILHE
                     KPWLWPVLIFFALFVPIYIGFSKLKNRKTKQAEGQDEGEEEKNPTVLYSLVSLVEWVS
                     AGIVMYVILILFGIDIEFQKFLGVYVIAALAGVVSLVPGGLGSFDLVFLTGLGQYGID
                     TGVLLPAMLLYRLVYYILPFCLGLIFAAFEMTGVAIKKFEDKPFIAPALETTGVIWTL
                     QRDFLGKLGSWASAALTVFAGLMVILSTILPTSINRAHALHILAPKHLIQFSFSLSLT
                     FGILLLILSRGIYYGTKRSYYMTIISLIGAAVFNTLKGIDIEETFILLIVLAVLYMLR
                     KRFVREKMEVSLSDIVKVFIFLLITLYLYKNLGILFAGAKEAFKPDFVVRNITQVKRS
                     ALAAAFFVPTFLLIGSLIANRYRNEFPGQPANDKRLQNFLDEHGGNVLSHLGFLGDKQ
                     FFFSSDGKALLLFSITGKRLVVLGDPIGDPSSYRTVLQEFLAEADRFGYICVFYQIES
                     KWMSLYHDFGYNFFKLGEEAVVDLNTFTITGKKRAGMRATFNRFEREGYTFSIHQPPF
                     SNELFEELRKVSDAWLGGKKEKSFSLGYFDHEYISRAPIATLSDADGKIIAFTTFMPV
                     YQDGSLSVDLMRYYPDAPSGIMDAIFIHLFQWAKENEYHSFNIGMAPLSNVGLSTQSF
                     WSERVAAAIFNNVRYTYSFSGLRHFKEKYKPAWSGKYLAFRKNHSLPITMLSVTKLIG
                     KRKNS"
     gene            1408425..1408814
                     /locus_tag="BA_1487"
                     /old_locus_tag="BA1487"
                     /db_xref="Pathema:BA_1487"
     CDS             1408425..1408814
                     /locus_tag="BA_1487"
                     /old_locus_tag="BA1487"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25426.1"
                     /db_xref="Pathema:BA_1487"
                     /translation="MIIIGYAGYELEKAKPNTSEDFFNRSEVTYILNNKERTFSVLYV
                     RYFEEVLQGITLFEGNTVCKVEEQDIHLRDIVAICCLLKENELRTQKRLYLNNIEEFQ
                     QYFDKETLLKVQEILAELHKNKRVEIS"
     gene            1408836..1409327
                     /locus_tag="BA_1488"
                     /old_locus_tag="BA1488"
                     /db_xref="Pathema:BA_1488"
     CDS             1408836..1409327
                     /locus_tag="BA_1488"
                     /old_locus_tag="BA1488"
                     /note="identified by similarity to EGAD:15968"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25427.1"
                     /db_xref="Pathema:BA_1488"
                     /translation="MSNLMVENQTEQVSIFLEDAITLITNYVNYHTLPSLLEETPAGN
                     EQYYKGLLASMRRLLVFCEEGHDACFVLLNSQPFRKTAAEKTLYKIYHQVIAEFFSPK
                     SDYWYENSRSAYTGKNCIVFQQTPPASVEEVMKSLEGKFQLMREELEYYETDYQTKML
                     HKY"
     gene            1409433..1410347
                     /locus_tag="BA_1489"
                     /old_locus_tag="BA1489"
                     /db_xref="Pathema:BA_1489"
     CDS             1409433..1410347
                     /locus_tag="BA_1489"
                     /old_locus_tag="BA1489"
                     /note="identified by match to protein family HMM PF00081;
                     match to protein family HMM PF02777"
                     /codon_start=1
                     /transl_table=11
                     /product="superoxide dismutase"
                     /protein_id="AAP25428.1"
                     /db_xref="Pathema:BA_1489"
                     /translation="MSQQGVFTDYFHEVESWCESVLHVLDSRAMEVYDVHMLAYKIQT
                     LLDRMKEHEYDTDAEFMYEISDDVEHIQHHLQEVFVQGEEEYELCERGDSERAVPIGG
                     HTLPPLPYPYNALEPYISREIMMLHHDKHHRSYVEGLNKAEKMMEEARKTNQFDLIKH
                     WEREAAFHGSGHYLHTIFWNNMKKGGGGSPRGALSHRIEQDFGSFLRFQKHFTEAASK
                     VEGSGWAILVWVPRSGRLEILQSTLHQLFTQWDTIPLLVLDVWEHAYYLQYQNRKDEY
                     IKNWWNVVNWPDVEKRFESAKQIEWTPY"
     gene            1410460..1411584
                     /gene="dacB"
                     /locus_tag="BA_1490"
                     /old_locus_tag="BA1490"
                     /db_xref="Pathema:BA_1490"
     CDS             1410460..1411584
                     /gene="dacB"
                     /locus_tag="BA_1490"
                     /old_locus_tag="BA1490"
                     /note="identified by similarity to SP:P35150; match to
                     protein family HMM PF00768; match to protein family HMM
                     PF07943"
                     /codon_start=1
                     /transl_table=11
                     /product="serine-type D-Ala-D-Ala carboxypeptidase"
                     /protein_id="AAP25429.1"
                     /db_xref="Pathema:BA_1490"
                     /translation="MRRICVIITLLIIYASVMPIPTYAKMNSNVSARNAVLMEQHSGR
                     VLYGKAEHEPQKIASITKIMTALLAAESGKMKERVLVSNEAVRVEGSAIYLKPGQKVK
                     LEDLVYGLMLRSGNDAAQVIAENVGGSIEGFVYLMNEKAKQIRMKDTHFSNPHGLDGD
                     GSHYSSAYDMALLTRYAMGNETFKEIFGTKTYKSDSWDYPWKNKHKLVTSYYEFATGG
                     KTGFTKKAGRTLVTTASKDGLDLIVVTLSASSDWDDHMNLFDKGFDRFEQTKVLGQGA
                     LAEITEKKYANHVYTKNSFSVPLTEEEKKSVVLKVELDKSAKLVDGVKVGKTDVYVGN
                     EKVGERNLFYSKRKLVATTGMYWNNVKEIFSYMIGVGSDG"
     gene            1411577..1412173
                     /gene="spmA"
                     /locus_tag="BA_1491"
                     /old_locus_tag="BA1491"
                     /db_xref="Pathema:BA_1491"
     CDS             1411577..1412173
                     /gene="spmA"
                     /locus_tag="BA_1491"
                     /old_locus_tag="BA1491"
                     /note="identified by similarity to SP:P35157; match to
                     protein family HMM PF07670"
                     /codon_start=1
                     /transl_table=11
                     /product="spore maturation protein A"
                     /protein_id="AAP25430.1"
                     /db_xref="Pathema:BA_1491"
                     /translation="MVNLVWVAMAVIGIVYAMINGTMEAINKAVFDGAKDAVTICIGL
                     ISVLVFWLGLMKIAEEAGLLKKLVALFMPIVKRLFPEIPKDHPSMGFILSNMMANFFG
                     LGNAATPLGIKAMEQLKELNGGKDSASRSMVTFLALNTSAITLIPTTVISIRMTYESA
                     NPTEIVGVTFIAQVLSMIGAIWIDRYFYRRRSRKGRKK"
     gene            1412170..1412700
                     /gene="spmB"
                     /locus_tag="BA_1492"
                     /old_locus_tag="BA1492"
                     /db_xref="Pathema:BA_1492"
     CDS             1412170..1412700
                     /gene="spmB"
                     /locus_tag="BA_1492"
                     /old_locus_tag="BA1492"
                     /note="identified by similarity to SP:P35158; match to
                     protein family HMM PF07670"
                     /codon_start=1
                     /transl_table=11
                     /product="spore maturation protein B"
                     /protein_id="AAP25431.1"
                     /db_xref="Pathema:BA_1492"
                     /translation="MSIVNTISLWVIPCVIGFILLYGTIKKVPTYESFVEGGKEGIQI
                     AISILPFMVGMLVSISIFRASGALDAMISVMKPMLDLIHVPAEIVPLALIRPISGSAG
                     LSITTDLIATYGPDSFIGRLASTMQGSTDTTFYILTVYFGAVGIRKMGDALKVGLFAD
                     LIGIICSIVFVSLMFK"
     gene            1412990..1413718
                     /gene="rluB"
                     /locus_tag="BA_1493"
                     /old_locus_tag="BA1493"
                     /db_xref="Pathema:BA_1493"
     CDS             1412990..1413718
                     /gene="rluB"
                     /locus_tag="BA_1493"
                     /old_locus_tag="BA1493"
                     /note="identified by similarity to EGAD:14622; match to
                     protein family HMM PF00849; match to protein family HMM
                     PF01479; match to protein family HMM TIGR00093"
                     /codon_start=1
                     /transl_table=11
                     /product="ribosomal large subunit pseudouridine synthase
                     B"
                     /protein_id="ACZ49988.1"
                     /db_xref="Pathema:BA_1493"
                     /translation="MKRLQKVIAQAGIASRRKAEELIQQGKVKVNGKIVKELGTKVTP
                     QDKVEVNNIPLEKEEPVYFLLYKPTGVISSVSDDKGRSVVTDFFPEITQRLFPIGRLD
                     YDTSGVLLMTNDGDFANVLMHPRYKVEKTYVAKIKGPLTGEKIRMLERGVTLEDGKTA
                     PARVKIISWDKRKEMAIVQLTIHEGRNRQVRRMFEALDCKVVKLKRERYAFLEVGSLR
                     PGDARELTPHEVKQLRALASTKPR"
     gene            1413813..1414334
                     /gene="resA"
                     /locus_tag="BA_1494"
                     /old_locus_tag="BA1494"
                     /db_xref="Pathema:BA_1494"
     CDS             1413813..1414334
                     /gene="resA"
                     /locus_tag="BA_1494"
                     /old_locus_tag="BA1494"
                     /note="identified by similarity to SP:P35160; match to
                     protein family HMM PF00085; match to protein family HMM
                     PF00578; match to protein family HMM PF02630; match to
                     protein family HMM PF08534"
                     /codon_start=1
                     /transl_table=11
                     /product="resA protein"
                     /protein_id="AAP25432.1"
                     /db_xref="Pathema:BA_1494"
                     /translation="MKKNRLLFRVIILLILSGAVGFTLYQGFFADKEKMQIGKEAPNF
                     VVTDLEGKKIELKDLKGKGVFLNFWGTWCKPCEKEMPYMNELYPKYKEKGVEIIALDA
                     DETDIAVKNFVNQYGLKFPVAIDKGQKIIGTYGVGPLPTSFLIDKDGKVVEQIIGEQT
                     KEQLEGYLKKITP"
     gene            1414456..1416081
                     /gene="resB"
                     /locus_tag="BA_1495"
                     /old_locus_tag="BA1495"
                     /db_xref="Pathema:BA_1495"
     CDS             1414456..1416081
                     /gene="resB"
                     /locus_tag="BA_1495"
                     /old_locus_tag="BA1495"
                     /note="identified by similarity to SP:P35161; similarity
                     to EGAD:17053; match to protein family HMM PF05140"
                     /codon_start=1
                     /transl_table=11
                     /product="resB protein"
                     /protein_id="AAP25433.1"
                     /db_xref="Pathema:BA_1495"
                     /translation="MLKEIKCECGHVNPIGTVFCEACGKPFESNENIKLLDMRYEGSA
                     RRSLTQTKTIVDKIWSFFSSVKVGVWLIVITLAASAIGTIFPQEMYITPGIAPAEYYK
                     QEYGFLGQLYYQLGFNNLYGSWWYMILIASIGISLVICSLDRVIPLYKALKKQGVKRH
                     PSFLKRQRLYGTGAPQDGDLERVQKNLKKVNYNVKVEDGNILAEKGRFSRWGPYVNHI
                     GLIIFLFGAMLRFLPSMYVDEALWLRDGETKEIPGTDGQYYLKNEKFIKEVYDKSKDK
                     EVFDEAIDRVGDKMIAKNFQTNAILYKAIGENIAGEKPKLEKVKEAEIRVNEPLKFDQ
                     FAVYQVDYKESEFKSMSFNLQNKENNQKWGPIKVDLTNPIEKYDLGNGYSLELLNYFP
                     DFYFDENGRPNTKTKLPNNPAFVFKMFTPETPDGEVSFVGIQQNIEADGNNKYKMSFA
                     GVEMQNATALTVRKDLTLWILGIGGFIFMVGVIQGMYWNHRRIWIQRVNDEWWIAGHT
                     NKNWFGLKKDIERVLEGTAIPQPNDKVVDKKIS"
     gene            1416096..1417253
                     /gene="resC"
                     /locus_tag="BA_1496"
                     /old_locus_tag="BA1496"
                     /db_xref="Pathema:BA_1496"
     CDS             1416096..1417253
                     /gene="resC"
                     /locus_tag="BA_1496"
                     /old_locus_tag="BA1496"
                     /note="identified by match to protein family HMM PF01578;
                     match to protein family HMM TIGR03144"
                     /codon_start=1
                     /transl_table=11
                     /product="resC protein"
                     /protein_id="AAP25434.1"
                     /db_xref="Pathema:BA_1496"
                     /translation="MVQISSNFLFTAFILYLIATLFFGGAIKEKGHKWANVGITITIL
                     GFIAQTVYFVTRWIASGHAPVSNFFEFGTFFGMMLVGAFIVMYFMYRVSIIGLFALPV
                     ALLLIAYASMFPREISPLIPSLKSNWLHIHVTTAAAGQAILAISFITGVMYLLKNVDQ
                     STRSKRTFWLETVVFTLVCTVGFIGVTTVFSSMKYEAKFQWVDKNEQQVEMKYNLPAL
                     VGPHEGKLLTENKLEPTVEVPAIVNAKKLNTVIWSVLVGTLLYIVLRLILRKRVSAAL
                     QPLVKNTNSDLLDEIGYRSIAIGFPVFTLGALIFAMIWAQIAWTRFWGWDPKEVWALI
                     TWLFYAAALHLRLSKGWHGDKSAWLAVIGFAIIMFNFIVVNLIIAGLHSYA"
     gene            1417556..1418272
                     /gene="resD"
                     /locus_tag="BA_1497"
                     /old_locus_tag="BA1497"
                     /db_xref="Pathema:BA_1497"
     CDS             1417556..1418272
                     /gene="resD"
                     /locus_tag="BA_1497"
                     /old_locus_tag="BA1497"
                     /note="identified by similarity to OMNI:NTL01BS02308;
                     match to protein family HMM PF00072; match to protein
                     family HMM PF00486"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator ResD"
                     /protein_id="AAP25435.1"
                     /db_xref="Pathema:BA_1497"
                     /translation="MENESRILIVDDEDRIRRLLKMYLEREQYTIEEADNGDTALEMA
                     LQNDYDLILLDLMMPGKDGIEVCKGVREKKATPIIMLTAKGEEVNRVQGFEVGTDDYI
                     VKPFSPREVVLRVKAVLRRSVPTTFFTQDTTTKDVTVFPHLTIDNDAHRVTADGNEVN
                     LTPKEYELLLFLAKAPDKVFDREQLLKEVWQYEFFGDLRTVDTHVKRLREKLSKKSPD
                     AAKMIVTVWGVGYKFEVVND"
     gene            1418272..1420047
                     /gene="resE"
                     /locus_tag="BA_1498"
                     /old_locus_tag="BA1498"
                     /db_xref="Pathema:BA_1498"
     CDS             1418272..1420047
                     /gene="resE"
                     /locus_tag="BA_1498"
                     /old_locus_tag="BA1498"
                     /EC_number="2.7.13.3"
                     /note="identified by similarity to OMNI:NTL01BS02307;
                     match to protein family HMM PF00512; match to protein
                     family HMM PF00672; match to protein family HMM PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase ResE"
                     /protein_id="AAP25436.1"
                     /db_xref="Pathema:BA_1498"
                     /translation="MLWRSVVGKLWMTILLLVSFVLGFVAILLSQFFRTYYVDMSEAR
                     LQKVATSVSELIEEGADVKTIENIAYKFSDPLSRIIIVEEGKEISSSPKQEGLVTLTI
                     DDLKEDKELAAVFTDKKEIKNKVRKASNSRKNKNTENDIMIVGKPVQSKNESAVFVYE
                     SLQVPIQGMERTTDFIFLSAGIAIILTTFFAFFLSTRITAPLRKMREVAFEVSRGKFD
                     AKAPMVSQDEIGELATALNQMGKQLKFNMNALQQEKEQLASILSSMADGVITLNQEGE
                     VVVINPPAEHFLQVWQEEKEIELSKKLPSELVELFHLVVESEQQQVVGINLQKGNYVV
                     LMTPLYNQTKIRGAVAVLRDMTEERRLEKMRQDFIANVSHELRTPMVMLQGYSEAILD
                     DIVQTKEEINEFVQIIYDESVRLGKLVNELLDLARMESGNVELHIGEVDIHPFVEKIG
                     RKFQGIAKDKEVALTVDFKDSIEQYPFDADRMEQVLTNLIDNAIRHTNAGGHVTLVID
                     TKNNGLIFEVQDSGAGIPEEDIPFLFDRFYKADKARTRGKKGGTGLGLAIAKNIVQGH
                     GGKISVSSVVGEGTTFSVYLPNRII"
     gene            1420185..1420766
                     /locus_tag="BA_1499"
                     /old_locus_tag="BA1499"
                     /db_xref="Pathema:BA_1499"
     CDS             1420185..1420766
                     /locus_tag="BA_1499"
                     /old_locus_tag="BA1499"
                     /note="identified by match to protein family HMM PF01923;
                     match to protein family HMM TIGR00636"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ATP:cob(I)alamin adenosyltransferase"
                     /protein_id="AAP25437.1"
                     /db_xref="Pathema:BA_1499"
                     /translation="MKLYTKTGDKGTTSVIGGRVDKDDIRVEAYGTIDEANSHIGYAM
                     TKLQGGAFIDIYNELENIQHELFDCGGDLAIVEQKIPYKVTIEMVESLERKIDLYIEE
                     APPLERFILPGGSEAAATIHIARTVVRRAERSIVSLQKEVKINEVVLKYVNRLSDYLF
                     AIARVINARLQVKDVEYNRSALVFRDKKEKEVE"
     gene            1420851..1421465
                     /locus_tag="BA_1500"
                     /old_locus_tag="BA1500"
                     /db_xref="Pathema:BA_1500"
     CDS             1420851..1421465
                     /locus_tag="BA_1500"
                     /old_locus_tag="BA1500"
                     /note="identified by similarity to SP:P33648; match to
                     protein family HMM PF01476; match to protein family HMM
                     PF01551"
                     /codon_start=1
                     /transl_table=11
                     /product="peptidase, M23/M37 family"
                     /protein_id="AAP25438.1"
                     /db_xref="Pathema:BA_1500"
                     /translation="MKVLKCGVMLLSILFVSQLHVYAEENRWTWPVEGQISDYFGTRH
                     GKHYGIDVAAPIGTPVVAIQDGKVTRSYYSSSYGNVVFIKHGEYEAVYAHLNKRYVNQ
                     GDYISKGEKIGEVGNTGESRGAHLHLELHQGRWTMAKKNAMNPLLVLSEQRNEVVSSS
                     LYVVQKGDTLVSIARKFSMTLKEIKEKNGLQQELIYPNQQLYVK"
     gene            complement(1421630..1422316)
                     /locus_tag="BA_1501"
                     /old_locus_tag="BA1501"
                     /db_xref="Pathema:BA_1501"
     CDS             complement(1421630..1422316)
                     /locus_tag="BA_1501"
                     /old_locus_tag="BA1501"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25439.1"
                     /db_xref="Pathema:BA_1501"
                     /translation="MKKDKRHSIREAMKKNLRKEYFYLKKELLFYCPIDLGTFSNETY
                     YATFDEDGISIYQYDKKTESKLKLCERHPWKSWNKVKIDHYLTTSQFIFQGERNWILS
                     LFQKGKEAQKIIEEHTSLQTEVVSRSFLKKLPGFRSNTPLNKYIGSICYTALIAFLLK
                     WMIPFQAPQIALYSISIGCMLLGLLCLTIGLIEPTIVLFRTKEKTRTKVFYLYSYLAI
                     SGFICVFIFW"
     gene            1422866..1423444
                     /locus_tag="BA_1502"
                     /old_locus_tag="BA1502"
                     /db_xref="Pathema:BA_1502"
     CDS             1422866..1423444
                     /locus_tag="BA_1502"
                     /old_locus_tag="BA1502"
                     /note="identified by similarity to SP:P50726"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25440.1"
                     /db_xref="Pathema:BA_1502"
                     /translation="MKQKNSVVQMVSVAMLSSIAYLLMMLDFPFPGLPPFLKIDFSDV
                     PALIAAIIFGPVAGVIVEAIKNILHYGIQGSLTGVPVGEIANFIAGCLFIGPAAFLFR
                     KYRTVKSLTTGLMLGTITMALIMSVLNYIIIFPAYTWFLNSPAMSSEAIRTTVVTAIL
                     PFNLIKGIVVTIVFVALFSRLKVWVFAKMKNA"
     gene            complement(1423566..1423814)
                     /gene="fer"
                     /locus_tag="BA_1503"
                     /old_locus_tag="BA1503"
                     /db_xref="Pathema:BA_1503"
     CDS             complement(1423566..1423814)
                     /gene="fer"
                     /locus_tag="BA_1503"
                     /old_locus_tag="BA1503"
                     /note="identified by similarity to SP:P50727"
                     /codon_start=1
                     /transl_table=11
                     /product="ferredoxin"
                     /protein_id="AAP25441.1"
                     /db_xref="Pathema:BA_1503"
                     /translation="MAKYTIVDKDTCIACGACGAAAPDIYDYDDEGIAFVTLDDNQGI
                     VEIPDVLIEDMMDAFEGCPTDSIKVADESFDGDALKFE"
     gene            1424113..1425174
                     /locus_tag="BA_1504"
                     /old_locus_tag="BA1504"
                     /db_xref="Pathema:BA_1504"
     CDS             1424113..1425174
                     /locus_tag="BA_1504"
                     /old_locus_tag="BA1504"
                     /note="identified by similarity to SP:P50728"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25442.1"
                     /db_xref="Pathema:BA_1504"
                     /translation="MQIQYTLLHCLKQLNGERTVSSIYYLLKGKRSSQTLQDGNMFRI
                     SFLFGIYKSLNRNDYDGEVAKLLQADFIQEIHENTYVLTPTGKMQLHKWEEVYAFPAH
                     LHGLHYGELGETFWKRLSLIIQIISNLQQNNTRFIPIQQDTEIMMWVKRFLTGRPYKR
                     SELARKLWTEVHNLLEKSNAIEATIVTYRLTGYERIGCTLQQLAEITKQDIFRVYFLF
                     WGTIHFFIQEVRDKENEFPLLAEIISYPNERAELFSLSTKKTYNFWRQGRSLEEIATI
                     RNLKVATIEDHFVEIALREKDFSIEMFMEKEKIDKVIKVIEALQTRKLRVLKQAVGED
                     ISYFEVRLVLARMEGVNET"
     gene            1425164..1426693
                     /gene="recQ1"
                     /locus_tag="BA_1505"
                     /old_locus_tag="BA1505"
                     /db_xref="Pathema:BA_1505"
     CDS             1425164..1426693
                     /gene="recQ1"
                     /locus_tag="BA_1505"
                     /old_locus_tag="BA1505"
                     /EC_number="3.6.1.-"
                     /note="identified by similarity to SP:P50729; match to
                     protein family HMM PF00270; match to protein family HMM
                     PF00271; match to protein family HMM TIGR00614"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent DNA helicase RecQ"
                     /protein_id="AAP25443.1"
                     /db_xref="Pathema:BA_1505"
                     /translation="MKLEEYLYKWFGYSEFRPGQKGVITDLLEGKDVIAMLPTGRGKS
                     MCYQFPGLMREGTVLVVSPLLSLMEDQVTQLKYVVKDRVIAFNSFRTLNEKREAMKKL
                     SSYKFIFVSPEMLQSELLIRELKKIHISLFVVDEAHCISQWGYDFRPDYKKLNVVIEN
                     IGSPTVLALTATATKGVLQDIADSLNLKGAAEHVYSIDRPNIAMDVQFVETIEEKKEA
                     LLEQVMYLQGPGIVYCSSRAWTERLTEYLRGKGVTGVAFYHGGMEHEERMLIQQQFMN
                     NQLQLVICTSAFGMGVNKANTRYIIHFHYPTNIASYLQEIGRAGRDGEPSIAILLCSP
                     LDHDLPISIIEDELPSKSQIQFLFSLLQERMFQTKELPIEDVEEICYNAARFNEQYWR
                     FVRYHLEQVGIIQQRRLLLEGLSDEIMNRLIAEVEIRLRNKYSELENMKSWIQVKGCR
                     REYVLQQFGYRKEQELMNCCDYCGITKEDYKKRRAQQSDFDYNWETELQKLFGLEKME
                     E"
     gene            1426693..1427256
                     /locus_tag="BA_1506"
                     /old_locus_tag="BA1506"
                     /db_xref="Pathema:BA_1506"
     CDS             1426693..1427256
                     /locus_tag="BA_1506"
                     /old_locus_tag="BA1506"
                     /note="identified by match to protein family HMM PF02517"
                     /codon_start=1
                     /transl_table=11
                     /product="CAAX amino terminal protease family protein"
                     /protein_id="AAP25444.1"
                     /db_xref="Pathema:BA_1506"
                     /translation="MNIQRHNVEDMSPQEIRLNLYITQLIIIGIGCLLAYILFQDAKE
                     VFNLWKWEPVSILIIGGLLAIGIVLLDYVAMRVFPESWFDDGGINDKMFRGMSVLHLL
                     VITFLIGFAEEFLFRGVVQTHFGIVIASFVFAVLHIRYITKPFLFCFVCFISFVFGYV
                     FEWTGNLFITIFAHFLVDFIMGLQLRK"
     gene            1427279..1427758
                     /locus_tag="BA_1507"
                     /old_locus_tag="BA1507"
                     /db_xref="Pathema:BA_1507"
     CDS             1427279..1427758
                     /locus_tag="BA_1507"
                     /old_locus_tag="BA1507"
                     /note="identified by similarity to EGAD:37726; match to
                     protein family HMM PF01476"
                     /codon_start=1
                     /transl_table=11
                     /product="lysM domain protein"
                     /protein_id="AAP25445.1"
                     /db_xref="Pathema:BA_1507"
                     /translation="MRKRIPDFEEELEVERVEEKESLPPRSEIHRNKEKKQKFKINHI
                     FVRVLTFLFILLPISILWYTDKYIQVKGDSNNAGKSAFEVIFFDSAKSESQKHSEKVI
                     THTVKEGETLESIAKQYFSDGNGIEVIKKYNNLQEDEVSAGQELKIRIKDKSTKQES"
     gene            1427825..1428600
                     /locus_tag="BA_1508"
                     /old_locus_tag="BA1508"
                     /note="conserved hypothetical protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1508"
     gene            1428600..1429475
                     /locus_tag="BA_1509"
                     /old_locus_tag="BA1509"
                     /db_xref="Pathema:BA_1509"
     CDS             1428600..1429475
                     /locus_tag="BA_1509"
                     /old_locus_tag="BA1509"
                     /note="identified by match to protein family HMM PF00376"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, MerR family"
                     /protein_id="AAP25446.1"
                     /db_xref="Pathema:BA_1509"
                     /translation="MPTLNGKYNIKAVSKIIGVQPSTLRAWERRYQMIAPKRNHAGHR
                     LYTEEHIQILKWLMDKVSSGMMIGQAVQLLEGNRLQNSVQNEIHYDREVVLVDDLLQA
                     LLKFDEITTSALLNEAFSIYATEKVIASIVLQVSNKLLTLKNNNEVTMVQFQYVLSFL
                     QTRLGMIYHNASSFSSIHKVVVLESNMLKGFVFSTYLRLKGYEVIYIRASLAEDSITL
                     AVEQIRPKYVVISFDDGRELKNAMSYLNLLQEKSENLSVGVIGEIGAGDQLNIQTSLI
                     GDTKEEWDDWLKMLE"
     gene            1429553..1430161
                     /locus_tag="BA_1510"
                     /old_locus_tag="BA1510"
                     /db_xref="Pathema:BA_1510"
     CDS             1429553..1430161
                     /locus_tag="BA_1510"
                     /old_locus_tag="BA1510"
                     /note="identified by similarity to SP:P37958; match to
                     protein family HMM PF05389"
                     /codon_start=1
                     /transl_table=11
                     /product="putative negative regulator of competence MecA"
                     /protein_id="AAP25447.1"
                     /db_xref="Pathema:BA_1510"
                     /translation="MRLERLNYNKIKIFLTFDDLSERGLTKEDLWRNAPKVQQLFRDM
                     MQEANKELGFEADGPIAVEVFSLQAQGMVVIVTKEHQEADTDDEFRDEFIEMQVTLDE
                     SEHILYEFATLDDVINLSNRLYNLDVTGGKLYTWDGRFYLWMEEEEQIQLLKADFIAI
                     LAEYGNPSTATIYRLMEYGKELMASQAIEQIHNYFVKKQNLS"
     gene            1430430..1431716
                     /gene="gudB"
                     /locus_tag="BA_1511"
                     /old_locus_tag="BA1511"
                     /db_xref="Pathema:BA_1511"
     CDS             1430430..1431716
                     /gene="gudB"
                     /locus_tag="BA_1511"
                     /old_locus_tag="BA1511"
                     /EC_number="1.4.1.2"
                     /note="identified by similarity to SP:O74024; match to
                     protein family HMM PF00208; match to protein family HMM
                     PF02812"
                     /codon_start=1
                     /transl_table=11
                     /product="glutamate dehydrogenase, NAD-specific"
                     /protein_id="AAP25448.1"
                     /db_xref="Pathema:BA_1511"
                     /translation="MVAEKGTQTKTQQQREQHFELLNSTQIVISEALEKLGYPNEVYE
                     LLKEPIRMMTVKIPVRMDDGTVKIFTGYRAQHNDAVGPTKGGIRFHPNVTENEVKALS
                     IWMSLKCGIVDLPYGGGKGGIICDPREMSFRELERLSRGYVRAISQIVGPTKDIPAPD
                     VFTNSQIMAWMMDEYSRIDEFNSPGFITGKPLVLGGSHGRETATAKGVTICIREAAKK
                     RDIDIKGARVVVQGFGNAGSFLAKFMHDAGAKVIAISDAYGALHDPNGLDIDYLLDRR
                     DSFGTVTKLFNNTISNKELLELDCDILVPAAIENQITEENANDIKAKIVVEAANGPTT
                     LEATKILTDRGILLVPDVLASAGGVTVSYFEWVQNNQGYYWTEEEVEQRLEKVMVRSF
                     DSIYETAQVRKVNMRLAAYMVGVRKMAEASRFRGWV"
     gene            1431795..1432004
                     /locus_tag="BA_1512"
                     /old_locus_tag="BA1512"
                     /db_xref="Pathema:BA_1512"
     CDS             1431795..1432004
                     /locus_tag="BA_1512"
                     /old_locus_tag="BA1512"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25449.1"
                     /db_xref="Pathema:BA_1512"
                     /translation="MENKMMERVEQLEEKVKRLEGELARTTKAKKTSIVRVFGEGLLF
                     LIFGAVVVGPIIAFVITILTGFAEK"
     gene            1432100..1432333
                     /locus_tag="BA_1513"
                     /old_locus_tag="BA1513"
                     /db_xref="Pathema:BA_1513"
     CDS             1432100..1432333
                     /locus_tag="BA_1513"
                     /old_locus_tag="BA1513"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25450.1"
                     /db_xref="Pathema:BA_1513"
                     /translation="MKMTVDQRFMMPADVVERVEVLRNKQSKRGTLLQSVNKFFGLDT
                     KEDCVWFYGFYGVAVSILLFMVFTSNIFDFLFA"
     gene            1432419..1432883
                     /locus_tag="BA_1514"
                     /old_locus_tag="BA1514"
                     /db_xref="Pathema:BA_1514"
     CDS             1432419..1432883
                     /locus_tag="BA_1514"
                     /old_locus_tag="BA1514"
                     /note="identified by match to protein family HMM PF01510"
                     /codon_start=1
                     /transl_table=11
                     /product="N-acetylmuramoyl-L-alanine amidase, family 2"
                     /protein_id="AAP25451.1"
                     /db_xref="Pathema:BA_1514"
                     /translation="MFPIERNYIGYGSSRSGIPLSKVRFIVSHDTGNPGSNAIGNRDY
                     FNEIQPKASAHTFIDDKTILEIIPINEVAYHVRYGVPTDNDLYGYDANKAAIGVELCY
                     GGDVNFWEAYTRFTWYHAYLCQNFGLNPKKDIVSHKTLDPARKIDPENVLGK"
     gene            1433053..1434033
                     /locus_tag="BA_1515"
                     /old_locus_tag="BA1515"
                     /db_xref="Pathema:BA_1515"
     CDS             1433053..1434033
                     /locus_tag="BA_1515"
                     /old_locus_tag="BA1515"
                     /note="identified by match to protein family HMM PF00070;
                     match to protein family HMM PF07992"
                     /codon_start=1
                     /transl_table=11
                     /product="pyridine nucleotide-disulfide oxidoreductase
                     family protein"
                     /protein_id="AAP25452.1"
                     /db_xref="Pathema:BA_1515"
                     /translation="MQKETAIIIGGGPCGLAAAISLQKVGINPLVIEKGNIVNAIYNY
                     PTHQTFFSSSEKLEIGDVAFITENRKPVRNQALAYYREVVKRKSVRVNAFERVEKVQK
                     DGEVFQVETTKRDGSKEIYIAKYIVVATEYYDNPNYMNVPGEELKKVAHYFKEGHPYF
                     DRDVVVIGGKNSSVDAALELVKAGARVTVLYRGSEYSPSIKPWILPEFEALVRNGTIQ
                     MHFGAHVKEITEHTLTYTVDGEANTIQNDFVFAMTGYHPDHSFLTKMGVRIDEATGRP
                     IYAEDTMETNAANIFIAGVIAAGNNANEIFIENGRFHGDAIAQTIATREI"
     gene            complement(1434071..1435045)
                     /gene="ansA1"
                     /locus_tag="BA_1516"
                     /old_locus_tag="BA1516"
                     /db_xref="Pathema:BA_1516"
     CDS             complement(1434071..1435045)
                     /gene="ansA1"
                     /locus_tag="BA_1516"
                     /old_locus_tag="BA1516"
                     /EC_number="3.5.1.1"
                     /note="identified by similarity to SP:P50286; match to
                     protein family HMM PF00710"
                     /codon_start=1
                     /transl_table=11
                     /product="L-asparaginase"
                     /protein_id="AAP25453.1"
                     /db_xref="Pathema:BA_1516"
                     /translation="MKRILVLHTGGTIAMEEDKETGVVQPGEKNPLLKFIPDLEGDVD
                     LIVEDVFHLPSPHMTPSEMLQLQVIIDERVKQDNIHGVVITHGTDTLEETAYFLDLTV
                     QATIPIVVTGAMRSSNELGADGLYNFLSAVKVASSSEAAEKGVLVVLNDEIHCATNVT
                     KTHTSNVATFQSPQYGPIGMVTKRGVVFHHALVHHETYSVNKVSKNVVVLKAYAGMDD
                     TLLAAIENLPVDGIVIEALGQGNLPPRTLPSLERLINKGIPVVLVSRCFNGIVQDVYS
                     YEGGGKQLKDMGIVFTYGLNAQKARIKLLVALENTTSHEAIQNMFMHD"
     gene            1435225..1435398
                     /locus_tag="BA_1517"
                     /old_locus_tag="BA1517"
                     /db_xref="Pathema:BA_1517"
     CDS             1435225..1435398
                     /locus_tag="BA_1517"
                     /old_locus_tag="BA1517"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25454.1"
                     /db_xref="Pathema:BA_1517"
                     /translation="MKKMERIFIRILIIQFICLCVVQLLFIHKSSVKYLSKIVYYEGV
                     MVKNKTKILQVNR"
     gene            1435527..1436204
                     /gene="cmk"
                     /locus_tag="BA_1518"
                     /old_locus_tag="BA1518"
                     /db_xref="Pathema:BA_1518"
     CDS             1435527..1436204
                     /gene="cmk"
                     /locus_tag="BA_1518"
                     /old_locus_tag="BA1518"
                     /EC_number="2.7.4.14"
                     /note="identified by match to protein family HMM PF02224;
                     match to protein family HMM TIGR00017"
                     /codon_start=1
                     /transl_table=11
                     /product="cytidylate kinase"
                     /protein_id="AAP25455.1"
                     /db_xref="Pathema:BA_1518"
                     /translation="MDKRISIAIDGPAAAGKSTVAKVVAKKLSYVYIDTGAMYRTITY
                     AALEQKVDIENEEQLMEVVKNVKIEFQQGENTQLVFLNGQDVSEVIRTPEVTNRVSIV
                     AKHRLVREEMVRRQQELAEKGGVVMDGRDIGTHVLPDAEVKIFMLASVEERAERRHLE
                     NMNKGFDSNLEQLKEEIAQRDKLDSEREVSPLKKADDALELDTTSLSIEEVVQKIMGI
                     VLGVFAK"
     gene            1436538..1437686
                     /gene="rpsA"
                     /locus_tag="BA_1519"
                     /old_locus_tag="BA1519"
                     /db_xref="Pathema:BA_1519"
     CDS             1436538..1437686
                     /gene="rpsA"
                     /locus_tag="BA_1519"
                     /old_locus_tag="BA1519"
                     /note="identified by match to protein family HMM PF00575"
                     /codon_start=1
                     /transl_table=11
                     /product="ribosomal protein S1"
                     /protein_id="AAP25456.1"
                     /db_xref="Pathema:BA_1519"
                     /translation="MVEKMNEEVMDSKELQVGDVVTGSVTKVEEKQVLVNVGYKTDGV
                     IPISELANVHIEKASDVVELDQTLELKVIKLEENDLVLSKRAVDAEKAWVELQEKFNS
                     GHVFDVTVKDIVNGGLVVDLGVRGFIPASLVEVHYVEDFTDYKGKTLAVKIVELDREK
                     NRVILSHKAVVELELDSKKKEAISSLKEGDVVEGTVQRLTDFGAFVNVGGVDGLVHIS
                     QISHERVEQPSEVLEQGQKVKVKVLSVDADTQRISLSIKAAQPGPWENVGGEVKAGDI
                     REGVVKRLVTFGAFVEILPGVEGLVHVSQIANRHVKNPNEVLEMGQEVKVKVLEVHVA
                     EKRISLSIKEALEENNVTEDYSQYEPNADSATFQLSDIIGEQLKKLKK"
     gene            1437699..1438748
                     /locus_tag="BA_1520"
                     /old_locus_tag="BA1520"
                     /db_xref="Pathema:BA_1520"
     CDS             1437699..1438748
                     /locus_tag="BA_1520"
                     /old_locus_tag="BA1520"
                     /EC_number="5.3.3.2"
                     /note="identified by similarity to SP:P58052; match to
                     protein family HMM PF01180; match to protein family HMM
                     TIGR02151"
                     /codon_start=1
                     /transl_table=11
                     /product="isopentenyl-diphosphate delta-isomerase"
                     /protein_id="AAP25457.1"
                     /db_xref="Pathema:BA_1520"
                     /translation="MVRAKRKLDHIEYALSTGQSRTHGFHDIEFVHQSLPNSSYETIT
                     CETKIGELSLSSPIFINAMTGGGGEKTLHINEQLAYVAKHHNLAMAVGSQMAALKDES
                     EAASYKIIRKVNPNGIFFANLGSEATVEQAERAVDMVGANALQIHLNVIQELTMPEGD
                     RDFTGVLQRIEEIVLNSKVPVIVKEVGFGMSKETMQQLASVGVTAIDIGGQGGTNFAA
                     VENERRQRMLSYFNNWGIQTATSIIEATSTNNNLSFIASGGIQTALDVAKAIALGANT
                     TAFAGYFLRILMEDGIEKLVDEIDLLHTDLKFIMTALGAKTIEELQSVPLVIKGETYH
                     WLTQRGIDTTHYSRR"
     gene            complement(1439065..1439277)
                     /locus_tag="BA_1521"
                     /old_locus_tag="BA1521"
                     /db_xref="Pathema:BA_1521"
     CDS             complement(1439065..1439277)
                     /locus_tag="BA_1521"
                     /old_locus_tag="BA1521"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25458.1"
                     /db_xref="Pathema:BA_1521"
                     /translation="MKVNPLSSRIVFSDNSNTFNKEVLFIMGKDRQERKLRESRRVES
                     DRDQSLQYPGATGLDTPEQARKQNQH"
     gene            1439316..1439927
                     /locus_tag="BA_1522"
                     /old_locus_tag="BA1522"
                     /db_xref="Pathema:BA_1522"
     CDS             1439316..1439927
                     /locus_tag="BA_1522"
                     /old_locus_tag="BA1522"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25459.1"
                     /db_xref="Pathema:BA_1522"
                     /translation="MEGSTFYFVAWIGWIVVTFFMKKESIRWKISACILIFIICSPLH
                     VTIASFTVSINALLLSVVAFIGIALYSIWKKLYSLLSALIIAMLYTSFHLLEVYDPIW
                     IVVDRLFLLSSALVYAAVLLHEDRILRLCSLYIGMLQGELFVTIIFRKLHFPYDYGSL
                     AFLDSVAVSTFFMAILFWIAKASVYMEQFKRKTRKRKARVIHD"
     gene            1439920..1440813
                     /locus_tag="BA_1523"
                     /old_locus_tag="BA1523"
                     /db_xref="Pathema:BA_1523"
     CDS             1439920..1440813
                     /locus_tag="BA_1523"
                     /old_locus_tag="BA1523"
                     /note="identified by similarity to EGAD:37737"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25460.1"
                     /db_xref="Pathema:BA_1523"
                     /translation="MIEYTPAILCGVIAGTVTRVLMLRTDTRQYPTRLHGKIIHIAMG
                     LIAAALGAIAIPSILKKDFSAITFLTLAATQFRDVRNMERNTLQQLDGYELVPRGNTY
                     IEGIALVFESRNYLAMLTSFATTFAYIGFRSWIAGVIMAIIAFFIAKTLMSGKRLHDL
                     VDIEHVPLRFEGAGLYIDNIYIMNIGLPARQEEIMKYGMGFILRPKSIDAMVTISNLG
                     QRQAILHDVSVALGIYRDSGTPALVPLAKRDLEDGRVGIFVLPQDQDAEKAIGVIGNV
                     PTLESAVHMSSEAPKGRGDKR"
     gene            1440810..1440995
                     /locus_tag="BA_1524"
                     /old_locus_tag="BA1524"
                     /db_xref="Pathema:BA_1524"
     CDS             1440810..1440995
                     /locus_tag="BA_1524"
                     /old_locus_tag="BA1524"
                     /note="identified by similarity to OMNI:NTL01OI1798"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25461.1"
                     /db_xref="Pathema:BA_1524"
                     /translation="MMLESVILAVITTTPEKFAGGAPLFTCESTEELEFVANNLEAIL
                     DGIAHRLQENVYIIVKH"
     gene            1441120..1442430
                     /gene="engA"
                     /locus_tag="BA_1525"
                     /old_locus_tag="BA1525"
                     /db_xref="Pathema:BA_1525"
     CDS             1441120..1442430
                     /gene="engA"
                     /locus_tag="BA_1525"
                     /old_locus_tag="BA1525"
                     /note="identified by similarity to EGAD:37738; match to
                     protein family HMM PF01926; match to protein family HMM
                     PF08477; match to protein family HMM TIGR00231; match to
                     protein family HMM TIGR03594"
                     /codon_start=1
                     /transl_table=11
                     /product="ribosome-associated GTPase EngA"
                     /protein_id="AAP25462.1"
                     /db_xref="Pathema:BA_1525"
                     /translation="MPKPVIAIVGRPNVGKSTIFNRIVGERVSIVEDIPGVTRDRIYS
                     AGEWLNHEFNIIDTGGIDIGDEPFLTQIRQQAEVAIDEADVIIFMTNGRDGVTAADEE
                     VAKILYRSNKPVVLAVNKVDNPEMRSDIYDFYALGFGEPFPISGTHGLGLGDLLDEAA
                     QHFPKIEEDGYDEDTIRFSLIGRPNVGKSSLVNALLGQERVIVSNVAGTTRDAVDTPY
                     SKDGKDYVIIDTAGMRKKGKVYESTEKYSVLRALRAIERSDVVLVVLDGEEGIIEQDK
                     KIAGYAHDSGRAVVIVVNKWDAVKKDEKTMKAFEENIRAHFQFLEYAPIVFLSAKTRK
                     RTQTLIPVIDEVNESHSIRIQTNVLNDVIMDAVAMNPTPTHNGSRLKIFYATQVAVKP
                     PTFVVFVNDPELLHFSYERFLKNRLRESFGFVGTPIHIIARARD"
     gene            1442449..1443471
                     /gene="gpsA"
                     /locus_tag="BA_1526"
                     /old_locus_tag="BA1526"
                     /db_xref="Pathema:BA_1526"
     CDS             1442449..1443471
                     /gene="gpsA"
                     /locus_tag="BA_1526"
                     /old_locus_tag="BA1526"
                     /EC_number="1.1.1.94"
                     /note="identified by similarity to SP:P46919; match to
                     protein family HMM PF01210; match to protein family HMM
                     PF03446; match to protein family HMM PF03807; match to
                     protein family HMM PF07479"
                     /codon_start=1
                     /transl_table=11
                     /product="glycerol-3-phosphate dehydrogenase [NAD(P)+ ]"
                     /protein_id="AAP25463.1"
                     /db_xref="Pathema:BA_1526"
                     /translation="MTKITVVGAGSWGTALAMVLADNGHDVRIWGNRSELMDEINTKH
                     ENSRYLPGITLPSTIVAYSSLEEALVDVNVVLIVVPTKAYREVLQDMKKYVAGPTTWI
                     HASKGIEPGTSKRISEVIEEEIPEDLIKDVVVLSGPSHAEEVGLRQATTVTSAAKRME
                     AAEEVQDLFMNSYFRVYTNPDIVGVELGGALKNIIALAAGITDGLGLGDNAKAALMTR
                     GLTEIARLGRKMGGNPLTFAGLTGMGDLIVTCTSVHSRNWRAGNMLGKGHSLEEVLES
                     MGMVVEGVRTTKAAHELAEKMEVEMPITAALYDVLFNGNNVKDAVGSLMGRVRKHEVE
                     AIPDLL"
     gene            1443588..1443839
                     /locus_tag="BA_1527"
                     /old_locus_tag="BA1527"
                     /db_xref="Pathema:BA_1527"
     CDS             1443588..1443839
                     /locus_tag="BA_1527"
                     /old_locus_tag="BA1527"
                     /note="identified by similarity to OMNI:NTL01BH1644"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25464.1"
                     /db_xref="Pathema:BA_1527"
                     /translation="MDNNIFNNIEKEAKVNKEDIFKLASSVQNANLRDETVLRQLIHQ
                     VALMAGREVPKEQEDQIVKAIINNNMPADFGSLSKMFKK"
     gene            1444106..1444309
                     /locus_tag="BA_1528"
                     /old_locus_tag="BA1528"
                     /db_xref="Pathema:BA_1528"
     CDS             1444106..1444309
                     /locus_tag="BA_1528"
                     /old_locus_tag="BA1528"
                     /note="identified by similarity to EGAD:37739"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25465.1"
                     /db_xref="Pathema:BA_1528"
                     /translation="MSEGLIKMWFALGAIGFMFFAVSFILLSRYKIKNKFLKGITALV
                     AYTLMIVSGIVIFLVVFSGPVQQ"
     gene            1444410..1445087
                     /locus_tag="BA_1529"
                     /old_locus_tag="BA1529"
                     /db_xref="Pathema:BA_1529"
     CDS             1444410..1445087
                     /locus_tag="BA_1529"
                     /old_locus_tag="BA1529"
                     /note="identified by similarity to EGAD:23335"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25466.1"
                     /db_xref="Pathema:BA_1529"
                     /translation="MSILTGCLYPKENMKQNAVPYEDQLQVVQKAVVTFKEQNDGILP
                     IKTRDMNTPIYQKYPIDFQKVSPRYIQEAPGNAYESGGVYQYVLIDVETNPTVKLIDV
                     RMAEQIQELSLKLRMYRDEHQYPPFKKVISDGVYELDFKKLGYKDVPQVTSPYSGKGL
                     PFVINEKGEIYVDYRIDLYEALKKNEGQLKEGEDIRNILSKDSPFVPAYSLPYTVKNG
                     EPIFLKS"
     gene            1445330..1446808
                     /gene="spoIVA"
                     /locus_tag="BA_1530"
                     /old_locus_tag="BA1530"
                     /db_xref="Pathema:BA_1530"
     CDS             1445330..1446808
                     /gene="spoIVA"
                     /locus_tag="BA_1530"
                     /old_locus_tag="BA1530"
                     /note="identified by similarity to EGAD:12246; match to
                     protein family HMM PF09547; match to protein family HMM
                     TIGR02836"
                     /codon_start=1
                     /transl_table=11
                     /product="stage IV sporulation protein A"
                     /protein_id="AAP25467.1"
                     /db_xref="Pathema:BA_1530"
                     /translation="MEKVDIFKDIAERTGGDIYFGVVGAVRTGKSTFIKKFMELVVIP
                     NIENESDRQRAQDELPQSAAGRTIMTTEPKFVPNQAVSIEVDEGLEVNIRLVDCVGYT
                     VPGAKGYEDENGPRMINTPWYEEPIPFHEAAEIGTRKVIQEHSTIGVVITTDGTIGEI
                     PRRDYIEAEERVVNELKEVGKPFIMIINTVQPYHPDTEQLRQSLSEEYDIPVIAMSVE
                     SLRETDVYNVLREALFEFPVLEVNVNLPSWVMVLNEGHWLRQSYQEAVQETVKDIKRL
                     RDVDRVVWQFSQYEFIDRASLAGIDMGQGVAEIDLYAPDELYDQILKEVVGVEIRGKD
                     HLLKLMLDLSHAKIEYDQVADALRMVKQTGYGVAAPALADMSLDEPEIIRHGSRFGVK
                     LKAVAPSIHMIKVDVESTFEPIIGTEKQSEELVRYLMQDFEDDPLSIWNSDIFGRSLS
                     SIVREGIQAKLSLMPENARYKLKETLERIINEGSGGLIAIIL"
     gene            1447107..1447379
                     /gene="hup1"
                     /locus_tag="BA_1531"
                     /old_locus_tag="BA1531"
                     /db_xref="Pathema:BA_1531"
     CDS             1447107..1447379
                     /gene="hup1"
                     /locus_tag="BA_1531"
                     /old_locus_tag="BA1531"
                     /note="identified by match to protein family HMM PF00216"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein HU"
                     /protein_id="AAP25468.1"
                     /db_xref="Pathema:BA_1531"
                     /translation="MNKTDLINAVAEASSLSKKDATKAVDAVFDSILEALKQGDKVQL
                     IGFGNFEVRERAARKGRNPQTGEEIEIAASKVPAFKPGKALKDAVK"
     gene            1447500..1448069
                     /gene="folE"
                     /locus_tag="BA_1532"
                     /old_locus_tag="BA1532"
                     /db_xref="Pathema:BA_1532"
     CDS             1447500..1448069
                     /gene="folE"
                     /locus_tag="BA_1532"
                     /old_locus_tag="BA1532"
                     /EC_number="3.5.4.16"
                     /note="identified by match to protein family HMM PF01227;
                     match to protein family HMM TIGR00063"
                     /codon_start=1
                     /transl_table=11
                     /product="GTP cyclohydrolase I"
                     /protein_id="AAP25469.1"
                     /db_xref="Pathema:BA_1532"
                     /translation="MAKVNLEQIEHAVRLILEAIGDDPNREGVLDTPKRVAKMYAEVF
                     SGMHEDPKEHLHKVFGEDHEELVLVKDIPFYSMCEHHLVPFYGVAHVAYIPQGGKVTG
                     LSKLARTVDTIARRPQLQERITSTVANSIMEVLEPHGVMVVVEAEHMCMTMRGVKKPG
                     AKTVTTAVRGVLENDAAARSEILSFIKTK"
     gene            1448330..1449034
                     /locus_tag="BA_1533"
                     /old_locus_tag="BA1533"
                     /db_xref="Pathema:BA_1533"
     CDS             1448330..1449034
                     /locus_tag="BA_1533"
                     /old_locus_tag="BA1533"
                     /note="identified by similarity to SP:P31112; match to
                     protein family HMM PF07307"
                     /codon_start=1
                     /transl_table=11
                     /product="putative heptaprenyl diphosphate synthase
                     component I"
                     /protein_id="AAP25470.1"
                     /db_xref="Pathema:BA_1533"
                     /translation="MVKLRHPYFINYIEEPFIDEEKIALLYGALKGANLHIEQIEHYV
                     VTIMLVQIALDTHERVSNKSGEEANESHKHRQLTVLAGDYYSGLYYYLLSMNRDIVLI
                     RALAEGIKEINEHKIMLYQKAHKTVDDIMESVVMIESALLQKTCDHFQLAHWKPFITY
                     VLGKNRLQKECELHVNKQHSPVFQAVQGIVNDKADAETVMNGWMMKLGKKENQFLENH
                     TDISEINSVLRDTSKT"
     gene            1449064..1449777
                     /gene="menG"
                     /locus_tag="BA_1534"
                     /old_locus_tag="BA1534"
                     /db_xref="Pathema:BA_1534"
     CDS             1449064..1449777
                     /gene="menG"
                     /locus_tag="BA_1534"
                     /old_locus_tag="BA1534"
                     /EC_number="2.1.1.-"
                     /note="identified by similarity to SP:O86169; match to
                     protein family HMM PF01209; match to protein family HMM
                     PF02353; match to protein family HMM PF08241; match to
                     protein family HMM PF08242; match to protein family HMM
                     TIGR01934; match to protein family HMM TIGR02752"
                     /codon_start=1
                     /transl_table=11
                     /product="2-heptaprenyl-1,4-naphthoquinone
                     methyltransferase"
                     /protein_id="AAP25471.1"
                     /db_xref="Pathema:BA_1534"
                     /translation="MQQSKEERVHDVFEKISDKYDVMNSVISFQRHKAWRKETMRIMD
                     VKPGSKALDVCCGTADWTIALAGAVGEQGKVVGLDFSENMLSVGKQKVEALQLKQVEL
                     LHGNAMELPFEDNTFDYVTIGFGLRNVPDYMHVLKEMTRVVKPGGKVICLETSQPTMI
                     GFRQGYILYFKYIMPLFGKLFAKSYKEYSWLQESASTFPGMKELANMFEKAGLERVQV
                     KPFTFGVAAMHLGMKPESK"
     gene            1449809..1450771
                     /gene="hepT"
                     /locus_tag="BA_1535"
                     /old_locus_tag="BA1535"
                     /db_xref="Pathema:BA_1535"
     CDS             1449809..1450771
                     /gene="hepT"
                     /locus_tag="BA_1535"
                     /old_locus_tag="BA1535"
                     /EC_number="2.5.1.30"
                     /note="identified by similarity to SP:P31114; match to
                     protein family HMM PF00348; match to protein family HMM
                     TIGR02748"
                     /codon_start=1
                     /transl_table=11
                     /product="heptaprenyl diphosphate synthase component II"
                     /protein_id="AAP25472.1"
                     /db_xref="Pathema:BA_1535"
                     /translation="MKLQLMYSFLRSDINVIEKELKKTVASEQPLVEEAALQLIEAGG
                     KRIRPVFVLLAGKFGDYKLDAIKHVAVALELIHMASLVHDDVIDAAFLRRGSATVNAK
                     WGDRIAMYTGDYLFAKSLECITNIEIPEAHQALSHTILEVCKGEIEQIKDKYNYDQNL
                     RTYLRRIKRKTALLIAASCQLGAIAAGANRDTVSRLFWYGYFVGMSYQIIDDILDFVS
                     TEEKLGKPAGGDLLQGNITLPALYAMEDPILCKKIRSVHENTTADEMKEIIEAVKNSA
                     AIDKAFAFSERYLHKALEMIKPLPRGQAKYALQNVAKYIGKRKF"
     gene            1450896..1451342
                     /locus_tag="BA_1536"
                     /old_locus_tag="BA1536"
                     /db_xref="Pathema:BA_1536"
     CDS             1450896..1451342
                     /locus_tag="BA_1536"
                     /old_locus_tag="BA1536"
                     /note="identified by match to protein family HMM PF00334"
                     /codon_start=1
                     /transl_table=11
                     /product="putative nucleoside diphosphate kinase"
                     /protein_id="AAP25473.1"
                     /db_xref="Pathema:BA_1536"
                     /translation="MEKTFLMVKPDGVQRAFIGEIVARFEKKGFQLVGAKLMQVTPEI
                     AGQHYAEHTEKPFFGELVDFITSGPVFAMVWQGEGVVDTARNMMGKTRPHEAAPGTIR
                     GDFGVTVAKNIIHGSDSLESAEREIGIFFKEEELVDYSKLMNEWIY"
     gene            1451613..1452785
                     /gene="aroC1"
                     /locus_tag="BA_1537"
                     /old_locus_tag="BA1537"
                     /db_xref="Pathema:BA_1537"
     CDS             1451613..1452785
                     /gene="aroC1"
                     /locus_tag="BA_1537"
                     /old_locus_tag="BA1537"
                     /EC_number="4.2.3.5"
                     /note="identified by similarity to OMNI:NTL01BS02267;
                     match to protein family HMM PF01264; match to protein
                     family HMM TIGR00033"
                     /codon_start=1
                     /transl_table=11
                     /product="chorismate synthase"
                     /protein_id="AAP25474.1"
                     /db_xref="Pathema:BA_1537"
                     /translation="MRYITAGESHGPQLTTIIEGVPAGLPLVADDINEELARRQKGYG
                     RGRRMQIETDQVQIVSGVRHGETLGSPIALVVENRDFAHWTKIMGAEPLTEQEEKEMK
                     RKVTKPRPGHADLNGAIKYGHRDMRNVLERSSARETTVRVAAGAVAKKVLAELGITVA
                     GHVIEIGGVEAKETTYRSIEELKSITEASPVRCLDEEAGNQMIKAIDDAKSNGDSIGG
                     IVEVIVEGMPIGVGSYVHYDRKLDAKLAAAIMSINAFKGVEIGIGFEAAHRPGSEVHD
                     EILWNEEHGYTRRTNNAGGLEGGMTTGMPIVVRGVMKPIPTLYKPLQSVDIDTKEPFT
                     ASIERSDSCAVPAASVVAEAVVAWELATALIEQFGLDRMDLIRENIEKHNEYARGF"
     gene            1452785..1453876
                     /gene="aroB"
                     /locus_tag="BA_1538"
                     /old_locus_tag="BA1538"
                     /db_xref="Pathema:BA_1538"
     CDS             1452785..1453876
                     /gene="aroB"
                     /locus_tag="BA_1538"
                     /old_locus_tag="BA1538"
                     /EC_number="4.2.3.4"
                     /note="identified by similarity to OMNI:NTL01BS02266;
                     match to protein family HMM PF01761; match to protein
                     family HMM TIGR01357"
                     /codon_start=1
                     /transl_table=11
                     /product="3-dehydroquinate synthase"
                     /protein_id="AAP25475.1"
                     /db_xref="Pathema:BA_1538"
                     /translation="MGNIHIQTKSKEYDVYVGKESLSHLTTIVQNMQPSVSNIMIISD
                     EAVASLHLQTVVDALQIDQKVFSFVVPSGEKEKSFENFYAAHTSALENKLDRNSLIIA
                     LGGGMIGDLAGFVAASFMRGIRFVQVPTTLLAHDSAVGGKVAINHPLGKNMIGAFHQP
                     EAVVYHTPFLQSLPEKEWRSGYAEVIKHALIGDVKLYHWLKEEVQTLADLRDEKLIHI
                     LMKAIPVKANIVAQDETEKGVRAHLNFGHTLGHALEKELGYGNITHGDGVAVGMLFAI
                     FLSEQVYKVNLAYEEMKQWFLNYGYPKMPSDLSVERLVGLMKQDKKANAGTIHMVLMQ
                     EYGVVNVVSIPDETVHIALEAFQKDMVEK"
     gene            1454008..1455120
                     /gene="hisC1"
                     /locus_tag="BA_1539"
                     /old_locus_tag="BA1539"
                     /db_xref="Pathema:BA_1539"
     CDS             1454008..1455120
                     /gene="hisC1"
                     /locus_tag="BA_1539"
                     /old_locus_tag="BA1539"
                     /EC_number="2.6.1.9"
                     /note="identified by similarity to SP:P17731; match to
                     protein family HMM PF00155; match to protein family HMM
                     TIGR01141"
                     /codon_start=1
                     /transl_table=11
                     /product="histidinol-phosphate transaminase"
                     /protein_id="AAP25476.1"
                     /db_xref="Pathema:BA_1539"
                     /translation="MRVKEQLLTLRAYVPGKNIEEVKREYGLSKIVKLASNENPFGCS
                     ARVTEALTSLASQYALYPDGHAFELRTQVAKHLGVKAEQLLFGSGLDEVIQMISRALL
                     HEGTNVVMANPTFSQYHHHAVIEGAEVREVSLKDGIHDLDAMLQQVDDQTKIVWICNP
                     NNPTGTYVEKQKLLSFLESVPKSALVIMDEAYYEYAGAEDYPQTLPLLEKYENLMVLR
                     TFSKAYGLAAFRIGYAVGNTELIGQLEVARLPFNTSTVAQSVALAALEDQAFLQECVK
                     KNEEGLHQYYAFCKEYNVFYYPSQTNFIFLKLGIPGNEAFERLMKKGYIVRSGAAFGI
                     DDGIRITVGLKEENDEIIELLKELVNEQVQKEETYS"
     gene            1455433..1456695
                     /locus_tag="BA_1541"
                     /old_locus_tag="BA1541"
                     /db_xref="Pathema:BA_1541"
     CDS             1455433..1456695
                     /locus_tag="BA_1541"
                     /old_locus_tag="BA1541"
                     /note="identified by similarity to EGAD:37740; match to
                     protein family HMM PF00515; match to protein family HMM
                     PF07719; match to protein family HMM PF07720"
                     /codon_start=1
                     /transl_table=11
                     /product="tetratricopeptide repeat protein"
                     /protein_id="AAP25477.1"
                     /db_xref="Pathema:BA_1541"
                     /translation="MQKFEQAVSYIENGEAEKGLQLLKEQLKIANDEEKYDIARYYHT
                     LGFTDEALSITEDLRLLYPEESEFTVFLAELYIDLDKEDEAIEVLHDIPENDDLYVQS
                     LLLVADLFQMQGFDDVAEQKLLKAKEMMPDEPVITFGLAELYSSKGEEQKAITYYESL
                     LSEHKVMGGVVIALRLGETLSAIGNWEEAISYYEAGLEEQKDIHSLFGYAFTLYQGEE
                     YQRAIGAWQELKELDPEYASLYMYLAKSYEKEGMLQESYETLHEGIKVDELSVPFYVE
                     LANIAAKLGKIAEAEEVLQKALELDPGHLGATLKYAYILKEQEKYEELIAVVERAIDS
                     GEPDTQLLWDLAFAKKQLEMYSDALKHYESAYTSFKNHPDFLEEYGYFLLEEGMQKEA
                     KEVFTQLIQLDPTQIHIEELLYNLEDFS"
     gene            1456769..1457305
                     /locus_tag="BA_1542"
                     /old_locus_tag="BA1542"
                     /db_xref="Pathema:BA_1542"
     CDS             1456769..1457305
                     /locus_tag="BA_1542"
                     /old_locus_tag="BA1542"
                     /note="identified by similarity to EGAD:37741; match to
                     protein family HMM PF08858; match to protein family HMM
                     PF08864"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25478.1"
                     /db_xref="Pathema:BA_1542"
                     /translation="MNTPVSVNEKKDFVKWFLNNYQLKQRECVWILNYLMSHDQLMHK
                     VHFVEHAKYCPRGLVMSANCVKDTPFHFFKQNVMTTDAEKSFHDIRLNRDEDIYIQLN
                     FKSSFQNANYVAVLEENPYLPKHIEVNEKDRLLAERFLEESVFSFRRERLLKQIDEAL
                     DKQDKEAFHRLTAELKML"
     gene            1457459..1457914
                     /locus_tag="BA_1543"
                     /old_locus_tag="BA1543"
                     /db_xref="Pathema:BA_1543"
     CDS             1457459..1457914
                     /locus_tag="BA_1543"
                     /old_locus_tag="BA1543"
                     /note="identified by similarity to OMNI:NTL01BH1674"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25479.1"
                     /db_xref="Pathema:BA_1543"
                     /translation="MKWIVKDVEQFEQAREYVDTGVIPLLSISAAKEMKTVVEQGEFI
                     ELLSMELEREYKGRVLLLPAFTYLVESQKNEKGRLQEWTNHLQKQGFKHIAYVTSDFS
                     WKEDMQELQGDLFWFPSLALEQFSDQAKREVIHAHIKNVMVMLEEKWGR"
     gene            1458058..1458570
                     /gene="qcrA"
                     /locus_tag="BA_1544"
                     /old_locus_tag="BA1544"
                     /db_xref="Pathema:BA_1544"
     CDS             1458058..1458570
                     /gene="qcrA"
                     /locus_tag="BA_1544"
                     /old_locus_tag="BA1544"
                     /note="identified by match to protein family HMM PF00355"
                     /codon_start=1
                     /transl_table=11
                     /product="menaquinol-cytochrome c reductase, iron-sulfur
                     subunit"
                     /protein_id="AAP25480.2"
                     /db_xref="Pathema:BA_1544"
                     /translation="MSEKEHRVSRRQFLNYTLTGVGGFMAAGILMPMTRFALDPVLRK
                     EAGTDMVAVAQVKDITTEPKRFDFKVKQVDGWYKSEEPKSAWVHKDESGDIVAFSPVC
                     KHLGCTVNWNSDKSHPNQFFCPCHGGRYTKDGMNIKGTPPLAPLDVYESKVKDGTLYL
                     GKAKPRGGAK"
     gene            1458571..1459245
                     /gene="qcrB"
                     /locus_tag="BA_1545"
                     /old_locus_tag="BA1545"
                     /db_xref="Pathema:BA_1545"
     CDS             1458571..1459245
                     /gene="qcrB"
                     /locus_tag="BA_1545"
                     /old_locus_tag="BA1545"
                     /note="identified by similarity to OMNI:NTL01BS02251;
                     match to protein family HMM PF00033"
                     /codon_start=1
                     /transl_table=11
                     /product="menaquinol-cytochrome c reductase, cytochrome b
                     subunit"
                     /protein_id="AAP25481.1"
                     /db_xref="Pathema:BA_1545"
                     /translation="MLNKIYDWVDERLDITPIWRDIADHEVPEHVNPAHHFSAFVYCF
                     GGLTFFVTVIQILSGMFLTMYYVPDIKNAWESVYYLQNEVAYGQIVRGMHHWGASLVI
                     VMMFLHTLRVFFQGAYKKPRELNWIVGVLIFFVMLGLGFTGYLLPWDMKALFATKVGI
                     QIAEQTPLIGPYIKTLLAGHSEIVGAQTLTRFFAIHVFFLPAALLGLMAFHFIMIRKQ
                     GISGPL"
     gene            1459289..1460056
                     /gene="qcrC"
                     /locus_tag="BA_1546"
                     /old_locus_tag="BA1546"
                     /db_xref="Pathema:BA_1546"
     CDS             1459289..1460056
                     /gene="qcrC"
                     /locus_tag="BA_1546"
                     /old_locus_tag="BA1546"
                     /note="identified by similarity to SP:P46913"
                     /codon_start=1
                     /transl_table=11
                     /product="menaquinol-cytochrome c reductase, cytochrome
                     b/c subunit"
                     /protein_id="AAP25482.1"
                     /db_xref="Pathema:BA_1546"
                     /translation="MHRGKGMKFVGDSRVPVARKPNIPKDYSEYPGKTEAFWPNFLLK
                     EWMVGAVFLIGYLCLTVAHPSPLERMADPTDAGYIPLPDWYFLFLYQLLKYSYASGSF
                     TVIGAFIMPGIAFGALLLAPFLDRGPERRPLKRPVATGFMLLSVASIIFLTWESVAHH
                     DWEAAKKQGAIVKTAPVDKNDDGYKLMQKNTCLTCHGDNLQGGAAAPALQNLTLKPEE
                     IAKIAKDGKGAMPKGIFKGTDEELKKLSEFIAKYNKK"
     gene            1460099..1460191
                     /locus_tag="BA_1547"
                     /old_locus_tag="BA1547"
                     /db_xref="Pathema:BA_1547"
     CDS             1460099..1460191
                     /locus_tag="BA_1547"
                     /old_locus_tag="BA1547"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25483.1"
                     /db_xref="Pathema:BA_1547"
                     /translation="MKESLLYNRVELEERIKGVGHTVWFICMQC"
     gene            1460185..1460769
                     /locus_tag="BA_1548"
                     /old_locus_tag="BA1548"
                     /db_xref="Pathema:BA_1548"
     CDS             1460185..1460769
                     /locus_tag="BA_1548"
                     /old_locus_tag="BA1548"
                     /note="identified by match to protein family HMM PF07187"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25484.1"
                     /db_xref="Pathema:BA_1548"
                     /translation="MLRQRSVLLFLLVVNILGTIYGFIWYGNQLKETSPIFWPFVPDS
                     PMASLFFVFVLIAFLIKRNWGLIEALAIVTLIKYGIWAVVVNGVMIYVKGPIGFIGYM
                     LMLSHFAMAVQAVLYAPFYRIKKWHFAVAAIWTLHNDAIDYLFWQMPRYGIMHLFVGE
                     IGYFTFWLSITVLCITYYYYYYYCLRENRKQFSL"
     gene            1460795..1461481
                     /locus_tag="BA_1549"
                     /old_locus_tag="BA1549"
                     /db_xref="Pathema:BA_1549"
     CDS             1460795..1461481
                     /locus_tag="BA_1549"
                     /old_locus_tag="BA1549"
                     /note="identified by similarity to GP:15025738; match to
                     protein family HMM PF07314; match to protein family HMM
                     TIGR01906"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25485.1"
                     /db_xref="Pathema:BA_1549"
                     /translation="MKKNKSGTKILDRLITIVVSYSIAFSIFALATTAVVYGKWLYYF
                     EIDFLNIPDLADMTKGDIKRNYNVLITYLSPFYDGALHLPTLDMSTNGRIHFVDVKNI
                     LVKIQYVMYATIMIAMIGGMYLLKKKNEKFLLHGSILTIIFPIALMLPIAINFEKSFV
                     IFHKLLFSNDYWVFDPEKDPIILMLPEEFFMHAACAILLFILFGSILCYSLYRYFLKK
                     KRMSNKKFSA"
     gene            1461589..1462377
                     /locus_tag="BA_1550"
                     /old_locus_tag="BA1550"
                     /db_xref="Pathema:BA_1550"
     CDS             1461589..1462377
                     /locus_tag="BA_1550"
                     /old_locus_tag="BA1550"
                     /note="identified by similarity to EGAD:37744; match to
                     protein family HMM PF09577; match to protein family HMM
                     TIGR02878"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25486.1"
                     /db_xref="Pathema:BA_1550"
                     /translation="MKRTLIGLIAFLIIMFPLRIYAEEWSELTGLLDDSLQLVKRNED
                     EKAVQVLQHFSEQFVIKGNEKKQEVTPDQVRVISLAYDRAKQSLAEEDVRKQVKIDNV
                     LALQLAVDAQVSKYQPLWMEREGKVMDAFSQMEKAMKKEDTGQFQQTLNTFLHEFNII
                     YPSLMIALPENEVQRVNAHLSYLDEFRNVMLKTKGGQMQLGIIKGDLQKIFHTVKKDE
                     IAPSLIWFMTITGGLILFTLTYVGWRKYKGEREKRKSNVHSKNR"
     gene            1462490..1463170
                     /locus_tag="BA_1551"
                     /old_locus_tag="BA1551"
                     /db_xref="Pathema:BA_1551"
     CDS             1462490..1463170
                     /locus_tag="BA_1551"
                     /old_locus_tag="BA1551"
                     /note="identified by similarity to OMNI:NTL01BH1680; match
                     to protein family HMM PF04298"
                     /codon_start=1
                     /transl_table=11
                     /product="putative neutral zinc metallopeptidase"
                     /protein_id="AAP25487.1"
                     /db_xref="Pathema:BA_1551"
                     /translation="MFYLIYFAIILIIPLYAQSKVRSAYSKYSQVYSTSGMTGAEVAR
                     KILDENGLYNVAVEETPGHLSDHYDPTAKTVRLSTDNYYGHSVAGTAVAAHEVGHAIQ
                     DAKDYNFMRIRHSLVPVANFGSNISWIFIMIGAFASMANLLLLGIILMAAGVVFQLVT
                     LPVEFDASKRAMQQIEALGIVSTDEYGQARKVLNAAALTYVAAAAVAVFELLRLVLMY
                     TGMQRSDE"
     gene            1463272..1463913
                     /locus_tag="BA_1552"
                     /old_locus_tag="BA1552"
                     /db_xref="Pathema:BA_1552"
     CDS             1463272..1463913
                     /locus_tag="BA_1552"
                     /old_locus_tag="BA1552"
                     /note="identified by match to protein family HMM PF03167"
                     /codon_start=1
                     /transl_table=11
                     /product="uracil-DNA glycosylase family protein"
                     /protein_id="AAP25488.1"
                     /db_xref="Pathema:BA_1552"
                     /translation="MKYPDHLVKQVKERSAPYQLEGFLSGQGPENPKFMLLGEAPGET
                     EIHNGIPFSGRAGKQLMGFLERIHVTREEVYITSAVRSRPYKWREKKERSGSIIQKKY
                     NRTPNQGEIVAHAPLLDYELEKLNPKLIVTLGNIGLQRLTGKDKKITDVHGQLLKQPI
                     QKLKDMQSAEFIWSEKEYHIFPTFHPASIFYNRSLLELIYEDLEKLKQYVIKN"
     gene            complement(1463942..1464823)
                     /locus_tag="BA_1553"
                     /old_locus_tag="BA1553"
                     /db_xref="Pathema:BA_1553"
     CDS             complement(1463942..1464823)
                     /locus_tag="BA_1553"
                     /old_locus_tag="BA1553"
                     /note="identified by similarity to OMNI:NTL01BH1681; match
                     to protein family HMM PF02588"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25489.1"
                     /db_xref="Pathema:BA_1553"
                     /translation="MTSNLKIRNIIFILIGSAIFSFGIVNINIENHLAEGGFTGITLL
                     LYFLFKFDPSYSNLILNIPIFFIGWKLLGRTTFIYTLIGTFSVSLFLWIFQRYEVLNL
                     HLNLQNDMTLAALFAGAFIGIGLGIIFKYGGTTGGVDIIARLAHKYVGWSMGKTMFMF
                     DAIVIIVSILTYLSYREGMYTLVAVFIGAKVIDFMQEGAYAAKGATIISDKNDEIAAK
                     ILSEMERGATFLKAVGSYTKVERNVLYCVVAKNEIVKLKNIITSVDPHAFVAVSDVHD
                     VVGEGFTLDENKNPLHT"
     gene            1465176..1465547
                     /locus_tag="BA_1554"
                     /old_locus_tag="BA1554"
                     /db_xref="Pathema:BA_1554"
     CDS             1465176..1465547
                     /locus_tag="BA_1554"
                     /old_locus_tag="BA1554"
                     /note="identified by similarity to EGAD:31000; match to
                     protein family HMM PF03819"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25490.1"
                     /db_xref="Pathema:BA_1554"
                     /translation="MKEEGLEVNCMEAKTMKDMQKEVDAYIGQFKEGYFSPLAMMARL
                     TEEMGELAREVNHYYGEKPKKTTEKERSIEEELGDVLFVMICMANSLNIDLETAHNIV
                     MNKFNTRDKDRWTRIDEGEKE"
     gene            1465547..1466347
                     /gene="dapB"
                     /locus_tag="BA_1555"
                     /old_locus_tag="BA1555"
                     /db_xref="Pathema:BA_1555"
     CDS             1465547..1466347
                     /gene="dapB"
                     /locus_tag="BA_1555"
                     /old_locus_tag="BA1555"
                     /EC_number="1.17.1.8"
                     /note="identified by similarity to SP:P42976; match to
                     protein family HMM PF01113; match to protein family HMM
                     PF05173; match to protein family HMM TIGR00036"
                     /codon_start=1
                     /transl_table=11
                     /product="dihydrodipicolinate reductase"
                     /protein_id="AAP25491.1"
                     /db_xref="Pathema:BA_1555"
                     /translation="MKEMKVIIAGPRGRMGHEAVLLMERTEHFNLVAAVDYKHGGEKI
                     SDLPGMPALDATIYADLHTCLEEVEADVLLDLTTPEVGKQHVTLAVERGLRSVIGTTG
                     FTEEELKQLTETAKEKAVGTIIAPNFAIGAVLMMKFSQMAAKYFQDVEVIELHHDQKL
                     DAPSGTAVKTVELIRQNRESKQQGHPNEVEQLEGARGANVDGIHIHSVRLPGLIAHQE
                     VMFGGDGQMLTVRHDSFNRASFMSGVKLSIETVMNLDHLVYGLENIID"
     gene            1466362..1466757
                     /gene="mgsA"
                     /locus_tag="BA_1556"
                     /old_locus_tag="BA1556"
                     /db_xref="Pathema:BA_1556"
     CDS             1466362..1466757
                     /gene="mgsA"
                     /locus_tag="BA_1556"
                     /old_locus_tag="BA1556"
                     /EC_number="4.2.3.3"
                     /note="identified by match to protein family HMM PF02142;
                     match to protein family HMM TIGR00160"
                     /codon_start=1
                     /transl_table=11
                     /product="methylglyoxal synthase"
                     /protein_id="AAP25492.1"
                     /db_xref="Pathema:BA_1556"
                     /translation="MKIALIAHDKKKEDMVSFAYAYKPIFEQHELFATGTTGLRIMEA
                     TGLVVTRYQSGPLGGDQEIGAMIAKNDLDMVIFFRDPLTAQPHEPDVNALLRLCDVYA
                     IPLATNMASAEMLMHALERGDLDYRKLRK"
     gene            1466769..1467473
                     /locus_tag="BA_1557"
                     /old_locus_tag="BA1557"
                     /db_xref="Pathema:BA_1557"
     CDS             1466769..1467473
                     /locus_tag="BA_1557"
                     /old_locus_tag="BA1557"
                     /note="identified by similarity to EGAD:31002; match to
                     protein family HMM PF02585"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25493.1"
                     /db_xref="Pathema:BA_1557"
                     /translation="MSGLHILAFGAHADDVEIGMAGTIAKYTKQGYEVGICDLTEADL
                     SSNGTIELRKEEAKAAARIMGVKTRLNLAMPDRGLYMKEEYIREIVKVIRTYKPKLVF
                     APYYEDRHPDHANCAKLVEEAIFSAGIRKYMPEVPPHRVESFYHYMINGFHKPNFCID
                     ISEYVSQKVEALEAYESQFSTGSDGVKTPLTEGYVETVVAREKMFGKEVGVLYAEGFM
                     SKKPVLLHADLIGGCK"
     gene            1467470..1468615
                     /locus_tag="BA_1558"
                     /old_locus_tag="BA1558"
                     /db_xref="Pathema:BA_1558"
     CDS             1467470..1468615
                     /locus_tag="BA_1558"
                     /old_locus_tag="BA1558"
                     /note="identified by match to protein family HMM PF00534"
                     /codon_start=1
                     /transl_table=11
                     /product="glycosyltransferase, group 1 family"
                     /protein_id="AAP25494.1"
                     /db_xref="Pathema:BA_1558"
                     /translation="MKLKIGITCYPSVGGSGVVGTELGKQLAERGHEIHFITSGLPFR
                     LNKVYPNIYFHEVTVNQYSVFQYPPYDLALASKMAEVAQRENLDILHVHYAIPHAICA
                     YLAKQMIGERIKIVTTLHGTDITVLGSDPSLNNLIRFGIEQSDVVTAVSHSLINETHE
                     LVKPNKDIQTVYNFIDERVYFKRDMTQLKKEYGISESEKILIHISNFRKVKRVQDVVQ
                     AFAKIVTEVDAKLLLVGDGPEFCTILQLVKNLHIEDRVLFLGKQDNVAELLAMSDLML
                     LLSEKESFGLVLLEAMACGVPCIGTRVGGIPEVIQHGDTGYLCEVGDTTGVADQAIQL
                     LKDEELHRNMGERARESVYEQFRSEKIVSQYETIYYDVLRDDKNGKI"
     gene            1468602..1469795
                     /locus_tag="BA_1559"
                     /old_locus_tag="BA1559"
                     /db_xref="Pathema:BA_1559"
     CDS             1468602..1469795
                     /locus_tag="BA_1559"
                     /old_locus_tag="BA1559"
                     /note="identified by similarity to EGAD:37746; match to
                     protein family HMM PF01743"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA nucleotidyltransferase/poly(A) polymerase
                     family protein"
                     /protein_id="AAP25495.1"
                     /db_xref="Pathema:BA_1559"
                     /translation="MERFKKASSIIETLKQQGHEAYFVGGSVRDLIIDRPIGDIDIAT
                     SALPEEVMAIFPRHVPVGLEHGTVIVVENGEPYEVTTFRTESEYEDFRRPSSVQFVRS
                     LEEDLKRRDFTMNAIAMTEEGEMVDLFAGQEAIQKREIVTVGNAADRFQEDALRMMRG
                     IRFVSTLGFSLETKTKQAIETYGHLLEHIAIERITVEFEKLLTGTYCVKGLKELVETK
                     LFSHLPYLQMSEERLLKATQYNWDSFETDIEAWAFFLYCIGEEHPSVFLRQWKFSNKK
                     IKDIVAVLLTIRKRKEKDWDTVLLYKTGIHIAEMAERVYEAMIESYDHTSVERVQTLF
                     QALPIKSRQEMDVTGNDLLNWASKKPGPWVAEMIQKIEEAIVQGNVVNEKECIREWLQ
                     ECNLL"
     gene            1469780..1470760
                     /gene="birA"
                     /locus_tag="BA_1560"
                     /old_locus_tag="BA1560"
                     /db_xref="Pathema:BA_1560"
     CDS             1469780..1470760
                     /gene="birA"
                     /locus_tag="BA_1560"
                     /old_locus_tag="BA1560"
                     /EC_number="6.3.4.15"
                     /note="identified by similarity to GP:773349; match to
                     protein family HMM PF02237; match to protein family HMM
                     PF03099; match to protein family HMM PF08279; match to
                     protein family HMM TIGR00121; match to protein family HMM
                     TIGR00122"
                     /codon_start=1
                     /transl_table=11
                     /product="biotin operon
                     repressor/biotin--[acetyl-CoA-carboxylase] ligase"
                     /protein_id="AAP25496.1"
                     /db_xref="Pathema:BA_1560"
                     /translation="MQSTIRKQLLQVFSEADGEFVSGQTISDKLGCSRTAVWKHMEDL
                     RNEGYELEAVRRLGYRIASKPDKVTANEIQLGLQTKHIGRTVYFEESVESTQHIAAKL
                     AYEGAEEGTIVVAEEQTAGRGRLSRKWHSPKGTGIWMSIILRPSIPVHHAPQLTLLAA
                     VSVAQAIEKCTGVNVGIKWPNDILIQGKKAVGILTEMQADPDKINAVIMGIGINANQK
                     QEHFDEEIQHIATSLAIESGKPIVRAELMQQIFLQLEKLYEEYLQNGFSVIKILWESY
                     AVSIGKEINARTMRETITGVAKGITEDGVLLLEDHEGKVHHIHSADIEIK"
     gene            complement(1470861..1471250)
                     /locus_tag="BA_1561"
                     /old_locus_tag="BA1561"
                     /db_xref="Pathema:BA_1561"
     CDS             complement(1470861..1471250)
                     /locus_tag="BA_1561"
                     /old_locus_tag="BA1561"
                     /note="identified by similarity to OMNI:NTL03PA02807"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25497.1"
                     /db_xref="Pathema:BA_1561"
                     /translation="MSINKWLFRFIGFLVMLVVITTLNSLNVFASVNDLAQPIASAKV
                     IEVELNDDYFNPNVITIPINESTTLLLKNKGKSEHTFTIKKLGIDVVVESGKEKNITV
                     KPKSAGTYELICRYHLLKGMEGKVIVK"
     gene            1471657..1472496
                     /gene="panB"
                     /locus_tag="BA_1562"
                     /old_locus_tag="BA1562"
                     /db_xref="Pathema:BA_1562"
     CDS             1471657..1472496
                     /gene="panB"
                     /locus_tag="BA_1562"
                     /old_locus_tag="BA1562"
                     /EC_number="2.1.2.11"
                     /note="identified by similarity to SP:P52996; match to
                     protein family HMM PF02548; match to protein family HMM
                     TIGR00222"
                     /codon_start=1
                     /transl_table=11
                     /product="3-methyl-2-oxobutanoate
                     hydroxymethyltransferase"
                     /protein_id="AAP25498.1"
                     /db_xref="Pathema:BA_1562"
                     /translation="MKTKTDFLKMKEQGEPITMLTAYDYPSAKLAEEAEVDMILVGDS
                     LGMVVLGYDSTVPVTVEDMIHHTKAVRRGAKETFIVTDMPFMSYHVSLQDTMVNARRI
                     VQESGAHALKVEGAGEVISTIHYLTNAGIPVVAHLGLTPQSVGVLGGYKVQGKDAESA
                     KKLIEDAKKCEEAGAIALVLECVPMQLAELISEQLTIPTIGIGAGQKVDGQVLVYHDL
                     ISYGVNRVPKFVKQYTSVQEEIVRGISQYVAEVKTRQFPEEKHSFTMKEEECLALYGG
                     KQS"
     gene            1472493..1473341
                     /gene="panC"
                     /locus_tag="BA_1563"
                     /old_locus_tag="BA1563"
                     /db_xref="Pathema:BA_1563"
     CDS             1472493..1473341
                     /gene="panC"
                     /locus_tag="BA_1563"
                     /old_locus_tag="BA1563"
                     /EC_number="6.3.2.1"
                     /note="identified by similarity to SP:P52998; match to
                     protein family HMM PF02569; match to protein family HMM
                     TIGR00018; match to protein family HMM TIGR00125"
                     /codon_start=1
                     /transl_table=11
                     /product="pantoate--beta-alanine ligase"
                     /protein_id="AAP25499.1"
                     /db_xref="Pathema:BA_1563"
                     /translation="MKIVTTVQEMQHITKELRASGKSIGFVPTMGYLHEGHATLLRKA
                     REENEIVVLSVFVNPLQFGPNEDLDRYPRDIDRDENVAKENGVDYLFYPSVEEMYPAE
                     QTTTVEVVKRTDVLCGKQRPGHFAGVATVLMKLFNITLPTRAYFGMKDAQQVAVIEGF
                     VADFNIPVIIVPVDIVREEDGLAKSSRNVYLSQKERKEAPHLYRSLCMAKERIEAGER
                     NAEIITTLVKEYIETYTKGTVDYADLYAYPSLQVVDQIEGRIILAIAVKFENVRLIDN
                     ITLTVK"
     gene            1473354..1473737
                     /gene="panD"
                     /locus_tag="BA_1564"
                     /old_locus_tag="BA1564"
                     /db_xref="Pathema:BA_1564"
     CDS             1473354..1473737
                     /gene="panD"
                     /locus_tag="BA_1564"
                     /old_locus_tag="BA1564"
                     /EC_number="4.1.1.11"
                     /note="identified by similarity to SP:P52999; match to
                     protein family HMM PF02261; match to protein family HMM
                     TIGR00223"
                     /codon_start=1
                     /transl_table=11
                     /product="aspartate 1-decarboxylase"
                     /protein_id="AAP25500.1"
                     /db_xref="Pathema:BA_1564"
                     /translation="MFRTMMRAKLHRATVTEANLNYVGSITIDEDLMDAVNIVENEKV
                     QIVNNNNGARLETYVIKGERGSGVVCLNGAAARLVQPGDKVIIICYGLVAEENIHKQE
                     PKIAVLDDDNQIIEMLGAEKAGTIL"
     gene            1473866..1476670
                     /locus_tag="BA_1565"
                     /old_locus_tag="BA1565"
                     /db_xref="Pathema:BA_1565"
     CDS             1473866..1476670
                     /locus_tag="BA_1565"
                     /old_locus_tag="BA1565"
                     /note="identified by similarity to EGAD:37750; match to
                     protein family HMM PF00929; match to protein family HMM
                     TIGR00573; match to protein family HMM TIGR01407"
                     /codon_start=1
                     /transl_table=11
                     /product="putative DnaQ family exonuclease/DinG family
                     helicase"
                     /protein_id="AAP25501.1"
                     /db_xref="Pathema:BA_1565"
                     /translation="MSKRYVVVDLETTGNSWKDGKDKITQIAAVVVEDGEILEIFSSF
                     INPKREIPPFITELTGIDESMVKQAPLFEDVAPMVVELLQGAAFVAHNVHFDWNFLTE
                     ELRQAGYTEIHCPKVDTVELAQILLPTADSYKLRDLAKQHELEHDQPHRADSDALATA
                     ELFLQFLNEIEKLPLVTLQSLYELSDVFQSDIADVLSENILKKMMHGKKVAEEYEVYR
                     NIALRKRNYSLNLSETCSSKFDAFLHKTIDKLALNMPKFEKRESQQIMMKEIYTALRD
                     SRFSLIEAGTGTGKTLAYLLPSIYFAKKKEEPVIISTQTVQLQQQILEKEIPLLQKIM
                     PFSFEIALLKGRKHYLCLHKFEYALQEEEKNYDMALTKAKILVWLLQTETGDRDELNI
                     PEGGKLLWNRICSDVHSPGGMQSNWFSRCFYQRAKNKALFADIVITNHALLFQDFSSE
                     EPLLASCEHIIFDEAHHIEEAASRTLGEQFSCMYFQLVLSRLGTLETDDVLSKVYKMM
                     KKSEQASRSTFRMVSHSLKELKFDADELFQMLRAFIFKQTKQEQGISNMPLIYRYNTE
                     VEKGKLWDSITELTNRFVYDIRKLLTILQKQVDILQSKIEWEMHVVTGEFMHLIELLR
                     KMAQALQLLILEKNSYVTWMETETKGTIHSTVLYGQPVHIAERFADEFLTEKKSVIFT
                     SATLTVNDSFAYIKEELGLHDFAPNTLQVPSPFRFEEQMKLMVSTDVPFIKKASNEEY
                     IESVSAHIAKIAKATKGRMLVLFTSYEMLKEAYTNLKNDEELEGYLLLTQSVNNKSRS
                     RLIRKFQEFDKSILLGTSSFWEGIDIPGDALSCLVIVRLPFTPPYQPMIEAKGEWLKN
                     QGEDVFAKLALPQAILRFKQGFGRLIRTSTDTGTVFVLDRRLTSSSYGKYFLQSIPTV
                     PLYEGPLEELLEQVKERPTE"
     gene            1476921..1477091
                     /locus_tag="BA_1566"
                     /old_locus_tag="BA1566"
                     /db_xref="Pathema:BA_1566"
     CDS             1476921..1477091
                     /locus_tag="BA_1566"
                     /old_locus_tag="BA1566"
                     /note="identified by similarity to EGAD:37751"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25502.1"
                     /db_xref="Pathema:BA_1566"
                     /translation="MDKKIEVLSTTRIKYSSDLYKIVDSLNRTLKEQDLMFGLALDEK
                     DKETAVFTIYRT"
     gene            1477099..1477602
                     /locus_tag="BA_1567"
                     /old_locus_tag="BA1567"
                     /db_xref="Pathema:BA_1567"
     CDS             1477099..1477602
                     /locus_tag="BA_1567"
                     /old_locus_tag="BA1567"
                     /note="identified by similarity to OMNI:NTL01BH1697; match
                     to protein family HMM PF03413"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25503.1"
                     /db_xref="Pathema:BA_1567"
                     /translation="MKKWIFTIIIVIVASGIYGAYVYNKAMEKKLPKEAKSVEIAKEK
                     AKLTKVKSVDYYNGESSYTVVQGTDENGEQLIVWVPEKKGETIVRKKSEGISEKDALQ
                     RTIEQVGDESKEPKSKPKEILKVKLGVENNIPLWEVTYIDDDNRYSYYNLAFQDGQFL
                     KRYSIEK"
     gene            1477621..1478808
                     /gene="aspB"
                     /locus_tag="BA_1568"
                     /old_locus_tag="BA1568"
                     /db_xref="Pathema:BA_1568"
     CDS             1477621..1478808
                     /gene="aspB"
                     /locus_tag="BA_1568"
                     /old_locus_tag="BA1568"
                     /EC_number="2.6.1.1"
                     /note="identified by similarity to SP:P53001; match to
                     protein family HMM PF00155"
                     /codon_start=1
                     /transl_table=11
                     /product="aspartate aminotransferase"
                     /protein_id="AAP25504.1"
                     /db_xref="Pathema:BA_1568"
                     /translation="MKLAKRVAALTPSATLEITAKAQALKAEGHDVIGLGAGEPDFNT
                     PEHIMDAAHKAMLEGHTKYTPTGGLQALKQEIVKKFTRDQGIAYDPSEIIVCNGAKHA
                     LYTLFQVLLDEGDEVIIPTPYWVSYPEQVKLAGGKPVYVEGLEGNEYKITAEQLREAI
                     TEKTKAVIINSPSNPTGMIYSKEELQQLGEVCLEHDILIVSDEIYEKLIYGGAEYTSI
                     AQLSNALKEQTLIINGVSKSHSMTGWRIGYAAGNKQLIKAMTNLASHSTSNPTSIAQY
                     GAIAAYAGSQEPVETMRQAFEERLNIIYDKLIQIPGFTCIKPQGAFYLFPNVKEAVAL
                     SGYETVDEWAKALLEEEKVALVPGTGFGAPNNVRLSYATSLEQVEKALERIHTFMKSK
                     VQA"
     gene            1478930..1479637
                     /gene="dnaD"
                     /locus_tag="BA_1569"
                     /old_locus_tag="BA1569"
                     /db_xref="Pathema:BA_1569"
     CDS             1478930..1479637
                     /gene="dnaD"
                     /locus_tag="BA_1569"
                     /old_locus_tag="BA1569"
                     /note="identified by similarity to EGAD:16577; match to
                     protein family HMM PF04271; match to protein family HMM
                     TIGR01446"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA replication protein DnaD"
                     /protein_id="AAP25505.1"
                     /db_xref="Pathema:BA_1569"
                     /translation="MKKKMMLQWFEQGSIAIPKLLMMHYKKLGLNETEFMVVLHVHTF
                     LESGNSFPTPSEISERMTITEMKCMEVIQTLIQKGFLSLEGGQKSEAMMCESYSLQPL
                     WEKILHFLMNESIEEEQKEIKQLQVNLYTVFEKEFGRPLSPFECETLGMWEDQDQHHP
                     NLIQAALREAVMSGKLNFRYIDRILFEWKKNGIKTVDQAQNQGRKFRANQQRTQQTTK
                     QETKFTGKVPLYNWLEQ"
     gene            1479653..1480300
                     /gene="nth"
                     /locus_tag="BA_1570"
                     /old_locus_tag="BA1570"
                     /db_xref="Pathema:BA_1570"
     CDS             1479653..1480300
                     /gene="nth"
                     /locus_tag="BA_1570"
                     /old_locus_tag="BA1570"
                     /EC_number="4.2.99.18"
                     /note="identified by similarity to EGAD:24337; match to
                     protein family HMM PF00633; match to protein family HMM
                     PF00730; match to protein family HMM TIGR01083"
                     /codon_start=1
                     /transl_table=11
                     /product="endonuclease III"
                     /protein_id="AAP25506.1"
                     /db_xref="Pathema:BA_1570"
                     /translation="MLNKTQIRYCLDTMADMYPEAHCELIHDNPFELVIAVALSAQCT
                     DALVNKVTKNLFQKYKTPEDYLSVSLEELQQDIRSIGLYRNKAKNIQKLCRMLLDDYN
                     GEVPKDRDELTKLPGVGRKTANVVVSVAFGIPAIAVDTHVERVSKRLAICRWKDSVLE
                     VEKTLMKKIPMDEWSVTHHRMIFFGRYHCKAQRPQCEECPLLEVCREGKKRMKGK"
     gene            1480304..1480822
                     /locus_tag="BA_1571"
                     /old_locus_tag="BA1571"
                     /db_xref="Pathema:BA_1571"
     CDS             1480304..1480822
                     /locus_tag="BA_1571"
                     /old_locus_tag="BA1571"
                     /note="identified by similarity to OMNI:NTL01BH1702"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25507.1"
                     /db_xref="Pathema:BA_1571"
                     /translation="MERVIEIPREFRCLPFFKESVNSIAYYAEQSFEETIQKTYFIYD
                     IEKQYEPWNEIENSIPVMLNVWKNKHGDIATLFRNRKKQEAEGPMILFAAHLLSIVYW
                     LNEQPVHSLNKIEDFTSELEVQPVNFIERYSFIIKKPNNYHSYIQLAQLYIEIEKLYV
                     KKMITKKKSCSR"
     gene            complement(1480846..1483539)
                     /locus_tag="BA_1572"
                     /old_locus_tag="BA1572"
                     /db_xref="Pathema:BA_1572"
     CDS             complement(1480846..1483539)
                     /locus_tag="BA_1572"
                     /old_locus_tag="BA1572"
                     /note="identified by similarity to EGAD:20513; match to
                     protein family HMM PF00041; match to protein family HMM
                     PF00905; match to protein family HMM PF00912; match to
                     protein family HMM TIGR02074"
                     /codon_start=1
                     /transl_table=11
                     /product="penicillin-binding protein"
                     /protein_id="AAP25508.1"
                     /db_xref="Pathema:BA_1572"
                     /translation="MSDNYRSRTERNHVKNQKQETNKEKKPKKKGSFFKKFLIGCLLL
                     GIVGLVAGVSAFFVMVKDAPKLDKSKLVNPLSTKFLDKDGNFFYEYGAEKRTHVTYDQ
                     IPKVVENAFLATEDSRFYDHNGIDFKRTTKAVMENVTGGFGSQGGSTITQQVVKNYFL
                     TMDKTAKRKVQEWYLSYKLEQQYSKHEILEMYLNKINLGNRSYGIATAAQKYYGKDLK
                     DLQLHEAAMLAGLPQGPNIYDPTKKENVERATNRRNVVLSLMNRHGYITKEEMNNAVK
                     IPVTEGLQPSSEITEMKYQAFLDAVVKEVEKEYPDVNIGSDGLTIHTTLDQDAQDYAE
                     KIMDGNLIKYPNDQFQGSFVFMDTQSGEVRAIGAGRKGSKSTFKGHNMATDLKRQVGS
                     TMKPIFDYGPAIENLQWSTYHQLNDSEYTYSNGKKIRNATNSYKGDVSLREALKKSLN
                     IPALKTAQAVGLPKSQAFAEGLGMTFKDGKTFESTAIGSNDSSPLQLAGAYAAFGNGG
                     NYNKPHFVKEVTFPDGKKKSFKPKEQRAMQDYTAYMVTDVLRDVVKPGSGGTGPTAYV
                     SGVDVAGKTGTQNFDADVIKEYGIPADANRDSWFAGYTPQYTMAVWTGYEKNGPENYI
                     SDRYTRIAQQMFQVMMSKFATDKTRFERPSSVQEINGELYVKGAKKDAIKQIKVDAPS
                     GLNVTFDGASTVTLNWSGPTEVDAYAASYKATDGSSGSLSVKGTTATLGGIKPGVTYS
                     FSVVAKKGTGTSPAVGASFTAPGGTPDAKKAEEEAKKKAEEEAKKKADEEAQKKANED
                     KLKQEEATKKAEEEAKKQQEQQRKQQEEAQKKAEEEARKKAEEEAKKQQEEAQKKAEE
                     EARKKAEEEAKKQQEQQQQEQQQNTGGNTPHADGNFVTTES"
     gene            complement(1483605..1484207)
                     /gene="recU"
                     /locus_tag="BA_1573"
                     /old_locus_tag="BA1573"
                     /db_xref="Pathema:BA_1573"
     CDS             complement(1483605..1484207)
                     /gene="recU"
                     /locus_tag="BA_1573"
                     /old_locus_tag="BA1573"
                     /note="identified by similarity to EGAD:24099; match to
                     protein family HMM PF03838; match to protein family HMM
                     TIGR00648"
                     /codon_start=1
                     /transl_table=11
                     /product="recombination protein U"
                     /protein_id="AAP25509.1"
                     /db_xref="Pathema:BA_1573"
                     /translation="MTIRYPNGKRYNQASQPHKTPIKKHTYSNRGMSLEEELNETNEY
                     YLTHNIACVHKKPTPLQIVKVDYPARSAAVVKEAYFKQPSTTDYNGVYKGKYIDFEAK
                     ETKNKTSFPLQNFHLHQIEHMKQVIAHNGIAFVIIKFTLFDELYLLDAKHIITFWNRQ
                     NTGGRKSITKEEIVEHGSLLSCGYHPRIDYIRVLDTVYFS"
     gene            1484311..1485336
                     /locus_tag="BA_1574"
                     /old_locus_tag="BA1574"
                     /db_xref="Pathema:BA_1574"
     CDS             1484311..1485336
                     /locus_tag="BA_1574"
                     /old_locus_tag="BA1574"
                     /note="identified by similarity to EGAD:24563"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25510.1"
                     /db_xref="Pathema:BA_1574"
                     /translation="MFTWNDYEKIKQYRKRAVCTEEEKATVYNIKKEIEIANMDNISR
                     TQSYQDYYVRNSEIRWAFLASMVSRNAGWNMTDLKGRYYATVLPQTVKKHLFLTYEEA
                     NWIIFLDAFPQLLLYEESKRRQVPLFHLLQYFNVSIFMEKEWIYFWEKKDINRLMTAL
                     IINEQNKIQKPIIENTYFKKHVFHTALFKLQEMLHVSAVIFPTVEGKMYGFSVYQFET
                     LQKRVELGKKLAALLFHPNYKSLFHRFALQTVHTGSRADYEQYIREARKSCTPTLREV
                     YPAVAHKEISMRDWFCRDMEINELFSREEYKGEVDITEWYKRKREQIYFASIINRFVK
                     RMDEFVI"
     gene            complement(1485603..1485779)
                     /locus_tag="BA_1575"
                     /old_locus_tag="BA1575"
                     /db_xref="Pathema:BA_1575"
     CDS             complement(1485603..1485779)
                     /locus_tag="BA_1575"
                     /old_locus_tag="BA1575"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25511.1"
                     /db_xref="Pathema:BA_1575"
                     /translation="MLFVKEIILYVIYRNGNNTKRRCMKMAKNKNEKKKKQNKQNKPK
                     TGNPKLDGPNFPAT"
     gene            1485892..1486107
                     /locus_tag="BA_1577"
                     /old_locus_tag="BA1577"
                     /db_xref="Pathema:BA_1577"
     CDS             1485892..1486107
                     /locus_tag="BA_1577"
                     /old_locus_tag="BA1577"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25512.1"
                     /db_xref="Pathema:BA_1577"
                     /translation="MKTMDQMLSSLDLLEMNIGIRTNHALKDKSEKICNKIEITEMHI
                     EHMENKLVHHEEKGNWVKAFQNVVVSA"
     gene            1486123..1486467
                     /locus_tag="BA_1578"
                     /old_locus_tag="BA1578"
                     /db_xref="Pathema:BA_1578"
     CDS             1486123..1486467
                     /locus_tag="BA_1578"
                     /old_locus_tag="BA1578"
                     /note="identified by similarity to OMNI:NTL01BH1710; match
                     to protein family HMM PF08807"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25513.1"
                     /db_xref="Pathema:BA_1578"
                     /translation="MKYEALIQSSEKLMQHNNEANVKKREMIEYDFYKDMKPFVDMVD
                     EELKVWKELAYEWIKEEKPKYIHVQQIDQVYDNLQTNVLQCFVNKGKGKRFFETHQAI
                     SYTLQNIIEQCK"
     gene            complement(1486493..1486684)
                     /locus_tag="BA_1579"
                     /old_locus_tag="BA1579"
                     /db_xref="Pathema:BA_1579"
     CDS             complement(1486493..1486684)
                     /locus_tag="BA_1579"
                     /old_locus_tag="BA1579"
                     /note="identified by similarity to EGAD:37703"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25514.1"
                     /db_xref="Pathema:BA_1579"
                     /translation="MVLGDLKQAFSQKKGYYTENVNELLDFARHWYLEGKICISDYRT
                     VIKELEINGATKPTTMTEA"
     gene            1486862..1487341
                     /locus_tag="BA_1580"
                     /old_locus_tag="BA1580"
                     /db_xref="Pathema:BA_1580"
     CDS             1486862..1487341
                     /locus_tag="BA_1580"
                     /old_locus_tag="BA1580"
                     /note="identified by similarity to OMNI:NTL01BH2276"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25515.1"
                     /db_xref="Pathema:BA_1580"
                     /translation="MFQQSNVYQQSNPYAQQNMYQYNTDTYLRYNMYPFEPHYGNQNY
                     YQPFEVSFMNQQQQPQQPYMNQQPQPYMNSQYYMPPPSPYGNQQAMFYPPKQPYPTQN
                     KQKQQQQPSQFSSFVSQFKNSDGNYDVNKMMNTAGQMMNAMNQVTGIVKQVGGFFGK"
     gene            1487496..1487918
                     /locus_tag="BA_1581"
                     /old_locus_tag="BA1581"
                     /db_xref="Pathema:BA_1581"
     CDS             1487496..1487918
                     /locus_tag="BA_1581"
                     /old_locus_tag="BA1581"
                     /codon_start=1
                     /transl_table=11
                     /product="putative spore coat protein D"
                     /protein_id="AAP25516.1"
                     /db_xref="Pathema:BA_1581"
                     /translation="MHHCHPCFGGHKPTGPICTTAPVIHPTKQCVTHSFSTTVVPHIF
                     PTHTTHVHHQQIKNQNFFPQTNSNVNVVDPIDPGFGGCGPCGHGHHHHHGHQISPFGP
                     GPNVSPFGPGPNVSPFLPNNVSPVGPNIGPNVGGIFKK"
     gene            1487974..1488528
                     /locus_tag="BA_1582"
                     /old_locus_tag="BA1582"
                     /db_xref="Pathema:BA_1582"
     CDS             1487974..1488528
                     /locus_tag="BA_1582"
                     /old_locus_tag="BA1582"
                     /note="identified by similarity to EGAD:37709; match to
                     protein family HMM PF06908"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25517.1"
                     /db_xref="Pathema:BA_1582"
                     /translation="MKVIAVTGYKPFELGIFKNDHPGVECIKKALRRKLTAFVEGGLE
                     WVIISGQLGVELWTAEVVFEIQVEYPDLKLAVFTPFLEQEEGWKEDNREYYEFILSQA
                     DHVDSITKRKYESPEQFKLKNQIFIEKSDALLAVYDEEKPGSPKYIVEAAKKKGEIEN
                     YHSYFILFSDLQDIIEEEQWNNAE"
     gene            1488626..1488964
                     /locus_tag="BA_1583"
                     /old_locus_tag="BA1583"
                     /db_xref="Pathema:BA_1583"
     CDS             1488626..1488964
                     /locus_tag="BA_1583"
                     /old_locus_tag="BA1583"
                     /note="identified by match to protein family HMM PF05103;
                     match to protein family HMM TIGR03544"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25518.1"
                     /db_xref="Pathema:BA_1583"
                     /translation="MISDKIKLTAKDILEKEFKTGMRGYQQEEVDKFLDMIIKDYEAF
                     HKEFEQLKQQNARLKRELEEQKLAATQVPQQPVVQTPVAQPVYNNTNTDILKRLSNLE
                     KAVFGSKLYE"
     gene            1489623..1490762
                     /locus_tag="BA_1584"
                     /old_locus_tag="BA1584"
                     /db_xref="Pathema:BA_1584"
     CDS             1489623..1490762
                     /locus_tag="BA_1584"
                     /old_locus_tag="BA1584"
                     /note="identified by similarity to EGAD:37711; match to
                     protein family HMM PF01170; match to protein family HMM
                     PF02926"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25519.1"
                     /db_xref="Pathema:BA_1584"
                     /translation="MGKVTLIATAAMGIEALVAREVRDLGYECQVENSKVTFEADEKA
                     ICRTNLWLRTADRVKIKVGEFKATTFDELFEKTKALNWGDYIPENGEFPVIGKSLKSE
                     LFSVSDCQRIVKKAVVEKLKTTYKRTTWFEEDGPLFRIEIAMLKDIATLTIDASGVGL
                     HKRGYRVDQGEAPLKETLAASLIKLTNWKPDRPFVDPFCGSGTIPIEAALIGQNIAPG
                     FNRGFASDEWGWVGKQNWREARQEAEDLANYDQPLQIIGSDIDHRMIRVAQDNAEEVG
                     LGDLITFKQMQVKDFTTKEDYGYVVTNPPYGERLSEKALVEQLYKEMGQVFRPLDTWS
                     AYVLTSYEAFEKCYGKDASKKRKLFNGFIRTDYYQYFGKRPPRNS"
     gene            1490824..1491006
                     /locus_tag="BA_1585"
                     /old_locus_tag="BA1585"
                     /db_xref="Pathema:BA_1585"
     CDS             1490824..1491006
                     /locus_tag="BA_1585"
                     /old_locus_tag="BA1585"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25520.1"
                     /db_xref="Pathema:BA_1585"
                     /translation="MDSFQLSMIQKAIHRTYDEIGKELDSQGAIVDEIQKAQEEYLSA
                     LSHETAIDKRYLKSLI"
     gene            1491144..1493081
                     /locus_tag="BA_1586"
                     /old_locus_tag="BA1586"
                     /db_xref="Pathema:BA_1586"
     CDS             1491144..1493081
                     /locus_tag="BA_1586"
                     /old_locus_tag="BA1586"
                     /note="identified by similarity to SP:P50831"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25521.1"
                     /db_xref="Pathema:BA_1586"
                     /translation="MFTEKRLPFEVGKQDNFYDKLNEWIGDVFYDILPEKGFEERDEQ
                     IFMAFQLERAFQEKKVMFAEAGVGNGKTIVYLLYAICYARYTGKPAIIACADETLIEQ
                     LVKEEGDIAKLSEALGLSVDVRLAKSMDNYLCLRKLEDVMSGRAPEVIEDVYYELPQF
                     VFDHGTMQNFTHYGDRKEFPLLNDEEWSKVNWDYFQDCFTCDSRHRCGQTLSREHYRK
                     AADLIICSQDFYMDHIWTYDARKREGQIPLLPESSCVVFDEGHLVEYAAQKALTYRLK
                     QTMMEQLLTRLLQNDIREEFAHLVEETIWQTERFFDVLQENKKEIAGSDRLEITVTEK
                     VTAEAKRLYAKIGEVGDALVFESEMHTVNTYDLNIVDEHLDVLEHSLRLFMHEKNVIT
                     WGEEGDGAFTLVIMPRAVEEVLQEKVFSKKIPYIFSSATLSNNDSFSFTANSLGVKDY
                     LSFSVASPFDYEEQMAVNLLSHTKENEWERKCQYTLENIQKTNGRTLVLFRTTQELAA
                     FKEYVSKEQMSVPFLYEGDQEISQLVSRFQNEEETVLCAVHLWEGLDIPGSSLSHVII
                     WSLPFPPNDPVFEAKRKHVNDPFWDVDVPYMILRLRQGIGRLIRTSDDKGAISIFLSD
                     TEDEKVVEAVKNVLPVEGKEL"
     gene            1493187..1494704
                     /locus_tag="BA_1587"
                     /old_locus_tag="BA1587"
                     /db_xref="Pathema:BA_1587"
     CDS             1493187..1494704
                     /locus_tag="BA_1587"
                     /old_locus_tag="BA1587"
                     /EC_number="3.4.17.19"
                     /note="identified by similarity to SP:P42663; match to
                     protein family HMM PF02074"
                     /codon_start=1
                     /transl_table=11
                     /product="thermostable carboxypeptidase 1"
                     /protein_id="AAP25522.1"
                     /db_xref="Pathema:BA_1587"
                     /translation="MTVATYEVEKQFLTYVKKIQNYGEALSLMFWDLRTGAPKKGVDQ
                     RSEVIGMLSSEVFAMSTSDEMGNYLTELEALISEDKLSETTKKMVEECRKEYDRNKKI
                     PQAEYEAYVKLEAKAESVWEEAREKSDFEMFRPYLEQIVEFKKKFITYWGYETYKYNT
                     LLDMYEPGITVEVLDHVFGQLRERIVPLVKEISESQKRLKTSALSEHFSKEKQKNFTL
                     ELLKQLNYDFEAGRLDETVHPFEITLNRGDVRITTRYDEKDFRMAVFGTIHECGHAVY
                     EQNIAEKFEGTPLCSGTSMGIHESQSLFFENFIGRNKSFWKKNYDLLKEYSDGQFNDI
                     SVDEFYDAINESKPSFIRIEADELTYPLHVMVRYELEKELFDGTLQVKDLPAAWNDKM
                     EAYLGIRPANDAQGVLQDVHWAGGSFGYFPSYALGYMYAAQFKQRMVKDIPNFDALLE
                     EGNVTPIREWLTENIHQYGKTKKPLEILEDVTGEGLNANYLADYLEAKYREIYEL"
     gene            1494750..1495223
                     /locus_tag="BA_1588"
                     /old_locus_tag="BA1588"
                     /db_xref="Pathema:BA_1588"
     CDS             1494750..1495223
                     /locus_tag="BA_1588"
                     /old_locus_tag="BA1588"
                     /note="identified by similarity to GP:15026402; match to
                     protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP25523.1"
                     /db_xref="Pathema:BA_1588"
                     /translation="MDYTYTVMTQEEAEEIAYNWHYEGKYSFYDIEADEEDLAEFLHD
                     ESRGDHTFSVKENGTLIGYFTVCKITDGTVDIGLGIRPNITGNGFGLQFINAILAFSK
                     EKYGCNYITLSVATFNKRAIKVYKRAGFEAVGTFIQKTNGSCFEFLKMNYICKNN"
     gene            complement(1495278..1496174)
                     /locus_tag="BA_1589"
                     /old_locus_tag="BA1589"
                     /db_xref="Pathema:BA_1589"
     CDS             complement(1495278..1496174)
                     /locus_tag="BA_1589"
                     /old_locus_tag="BA1589"
                     /note="identified by similarity to EGAD:134902; match to
                     protein family HMM PF01636"
                     /codon_start=1
                     /transl_table=11
                     /product="putative macrolide 2-phosphotransferase"
                     /protein_id="AAP25524.1"
                     /db_xref="Pathema:BA_1589"
                     /translation="MTTLKVKQLANKKGLNILEDSIEINESGVDFQVAHVTEQNGDKW
                     ILRIPRRPESMRHALREKEALEIMKKHAAFQVPNWSIFSEELIAYKQLSGFPAATIDI
                     EQQKYVWNFNEKNVPTEYYISLGKVLANVHSLSQQKFNNIGVEILTANELRTSMKQRM
                     NRVKEQYHINQNLWDRWQAWLAEDSFWPSHVGVKHGDIHPGHILIDKKNNVTGLIDWT
                     EVGIGDVSIDFTSHYLLFGKDGLTKLIHSYDNAGGKTWSRMDEHIIELLTTSSITVAE
                     YAQVSGLKDMHEAAIHMLATEC"
     gene            1496708..1497454
                     /gene="maP2"
                     /locus_tag="BA_1590"
                     /old_locus_tag="BA1590"
                     /db_xref="Pathema:BA_1590"
     CDS             1496708..1497454
                     /gene="maP2"
                     /locus_tag="BA_1590"
                     /old_locus_tag="BA1590"
                     /EC_number="3.4.11.18"
                     /note="identified by similarity to SP:P19994; match to
                     protein family HMM PF00557; match to protein family HMM
                     TIGR00500"
                     /codon_start=1
                     /transl_table=11
                     /product="methionine aminopeptidase, type I"
                     /protein_id="AAP25525.1"
                     /db_xref="Pathema:BA_1590"
                     /translation="MITIKTKNEIDLMHESGKLLASCHREIAKIMKPGITTKGINTFV
                     ETYLEKHGATSEQKGYNGYPYAVCASVNDEMCHGFPNEIPLNEGDIVTIDMVVNLNGG
                     LSDSAWTYIVGNVSDEAERLLLVAENALYKGIDQAVIGNRVGDIGYAIESYVANEGFS
                     VARDFTGHGIGKKIHEEPAIFHFGKQGQGPELQEGMVITIEPIVNVGMRYCKVDLNGW
                     TARTMDGKLSAQYEHTIVITKDGPIILTKL"
     gene            1497780..1498373
                     /gene="xpt"
                     /locus_tag="BA_1591"
                     /old_locus_tag="BA1591"
                     /db_xref="Pathema:BA_1591"
     CDS             1497780..1498373
                     /gene="xpt"
                     /locus_tag="BA_1591"
                     /old_locus_tag="BA1591"
                     /EC_number="2.4.2.22"
                     /note="identified by similarity to SP:P42085; match to
                     protein family HMM PF00156; match to protein family HMM
                     TIGR01744"
                     /codon_start=1
                     /transl_table=11
                     /product="xanthine phosphoribosyltransferase"
                     /protein_id="AAP25526.1"
                     /db_xref="Pathema:BA_1591"
                     /translation="MKVLQEKILNEGKVLSGDVLKVDAFLNHQIDPVLMQEIGKEFAK
                     RFKEENITKIVTIESSGIAPAVMAALELGVKVIFARKRKSLTLQDNMYVANVYSFTKQ
                     ETNEISLSRNHIDESDRVLIIDDFLANGQAALGLMSLVEQAGASIAGIGIVIEKAFQD
                     GGKKLREQGIRVESLAEIASLDNNAVTFVQQETAEVK"
     gene            1498377..1499699
                     /gene="pbuX"
                     /locus_tag="BA_1592"
                     /old_locus_tag="BA1592"
                     /db_xref="Pathema:BA_1592"
     CDS             1498377..1499699
                     /gene="pbuX"
                     /locus_tag="BA_1592"
                     /old_locus_tag="BA1592"
                     /note="identified by match to protein family HMM PF00860;
                     match to protein family HMM PF00916; match to protein
                     family HMM TIGR00801; match to protein family HMM
                     TIGR03173"
                     /codon_start=1
                     /transl_table=11
                     /product="xanthine permease"
                     /protein_id="AAP25527.1"
                     /db_xref="Pathema:BA_1592"
                     /translation="MKQHPFKIASLGMQHMLAMYAGAIIVPLIVGGGLGLNQKELTYL
                     VSIDLLMCGVATILQALSNRFFGIGLPVVLGCTFTAVGPMIAIGKQYGVSSIYGAIIA
                     AGLFVVIFAKLFGKLVKLFPPVVTGSVVTVIGVTLVPAAINDMAGGVGSKDFGSLENL
                     ALAFGVLLFIIIMYRFFDGFIRSISILLGLLFGTIVAAFMGKVSLQAVGEADWFHGIQ
                     PFYFGTPTFELTPIITMILVACVGIVEATGVYFALSDICNKKIGEKELTKGYRAEGLA
                     MVLGGIFNAFPYTTYSQNVGLVQLTGVRNRVIIYTCGGMLIALGFIPKIAAITTIIPK
                     SVLGGAMLAMFGMVMAYGIKMLSSVDFGRQENLLIVACSVGIGLGVTVVPTLFSQLPE
                     SIRILTDNGIVLGSASAVLLNIVFNMVPQRKVKVKDEPVPMQSAVREA"
     gene            complement(1499772..1500935)
                     /locus_tag="BA_1593"
                     /old_locus_tag="BA1593"
                     /db_xref="Pathema:BA_1593"
     CDS             complement(1499772..1500935)
                     /locus_tag="BA_1593"
                     /old_locus_tag="BA1593"
                     /note="identified by match to protein family HMM PF04171;
                     match to protein family HMM PF04235"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25528.1"
                     /db_xref="Pathema:BA_1593"
                     /translation="MTQNISQGERIHSIDIIRGIAVLGIFLVNWPIIAGIDSRDLSGV
                     YEGLDSYIRLFYDMFIQTKFYTIFSFLFGLGFYIFMTRAEAKTDRPKTLFVRRLLILL
                     LFGFLHYVLLWDGDILHSYAIAGFFLFLFYKRKPRTILIWAIVLLSIFQFLMLIATIG
                     IAFMPKEELGLSLPIMPLEDWVSQIQNRFHAFYANGIGLNVSMLPETVGLFLLGLYAG
                     KKDIFRRTKELDPKLKKWQIIMFVLTLPFWFFMVRYFLSTSSYEPLYMQGLAMFSGKT
                     LFIFYIFTLMRLLQKEKWQTLLRPFQYVGRMALTNYISHTIVTLLVFGLLLKSYYPAP
                     LWVGPLFCVGFYTLQIFISRWWLSRYQYGPLEYIWHLGTYGKMMPLKKKSKVS"
     gene            complement(1501099..1501314)
                     /locus_tag="BA_1594"
                     /old_locus_tag="BA1594"
                     /db_xref="Pathema:BA_1594"
     CDS             complement(1501099..1501314)
                     /locus_tag="BA_1594"
                     /old_locus_tag="BA1594"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25529.1"
                     /db_xref="Pathema:BA_1594"
                     /translation="MKGILCNITHFAVPTPFKTYFAITAYTATVPATNAYTILMHQPF
                     LIMIITFEYILSLKRIIINTFHKESPL"
     gene            1501483..1505142
                     /locus_tag="BA_1595"
                     /old_locus_tag="BA1595"
                     /db_xref="Pathema:BA_1595"
     CDS             1501483..1505142
                     /locus_tag="BA_1595"
                     /old_locus_tag="BA1595"
                     /note="identified by similarity to OMNI:NTL01BH1703; match
                     to protein family HMM PF00350; match to protein family HMM
                     PF01926"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25530.1"
                     /db_xref="Pathema:BA_1595"
                     /translation="MTNIVQTNGMKKLVCFYEEWQKHGDAENSLKLFEVIQKYKREQL
                     MIAFCGHFSAGKSTMMNHLYKAQLLPTSPIPTSANVVKIEKGSDRVVVTIKSGEQYEY
                     DGAYSAEELKQICKDGDEVIGVHIYRNDAPIPEGVMLVDTPGIDSTDDAHQLATESTL
                     HLADVIFYMMDYNHVQSEVNLQFVKELKQRNKTVYLVVNQIDKHKENELSFADYRDSV
                     KQSFSNWDIEVDGVYYTSLRMMNHPHNEIENLETLITSIMKEKEQYVRDGMERETEYL
                     MGEHVSFILSENEKALLKYEEELASPLSISEIVEKKEGLTETKHREASKESHVRNEFI
                     KGLQAILDNAYLMPFEMRELANAYLETKLTKFKVGLLFAKGKTEQEKQRRLDAFYSAL
                     QKTVETQLDFHVKEFIVAFLKEEGLFTEEIGKDIYALEIAFGPEMLAEVIKQGAGFTG
                     DYLLLYTADVANELKKRYFTKAQQIFDKSAVVLKKKVKEAVARIEEEIETYTMLQTAK
                     ETKLQYSNNLETYESYLQNVWHERVATPEGLQIEEILQSEKQIVSEKFTLQAQEVVND
                     NVAAHEEEIKGTAALNIQRILEKVKEAETILEPLPALKHVQQEIIEKRRRVETKQFTV
                     ALFGAFSAGKSSFANALLGEKVLPVSPNPTTATINQILPVTEEKPHGTVMVQFKSKQA
                     LLEDMKAVYKLFHYEITTLDEALAQIDKVMKYPSPTGKQKTTFSFLRAVQKGYDTVST
                     HLGEQVQVTLEEFSDYVANEEKSCFVEYMELYYDCALTRQGVALVDTPGADSINARHT
                     DVAFQYIKNADAILFVTYYNHVFSRADREFLIQLGRVKDTFALDKMFFLINAADLAES
                     EEELEMVKGYIADQLLQYGIRNPRLFAISSLCALEEKQGKNIGKEKYGILQNSGIAKL
                     EESFTSFMMRDLMLVSVHALYGALQGADHLLVNMINGAKQGNEEKEKQTKKYEAERDQ
                     LLHIISSYSVLAEEQAMQNEVKELLYYVQQRLFLRYNDVFTEFINPASLRTDGNVKVQ
                     LQQCVMELVAFIQHDLLQEMRATSLRLEKWIDETMKRAKNEIVVSCKVENESISMNGT
                     VEYEYKDITHKEPFPSVEIKDFKKALAHFKNEKSFFEKNDKAFMQEDAKSVLEPLVSN
                     YVADEKDLFIHHYKQEWDLKWDLFQKVMQQDVMNYYESVLFALAATIDVSLYEQSKEQ
                     LQKQLVEIEKEIYVM"
     gene            complement(1505146..1505400)
                     /locus_tag="BA_1596"
                     /old_locus_tag="BA1596"
                     /db_xref="Pathema:BA_1596"
     CDS             complement(1505146..1505400)
                     /locus_tag="BA_1596"
                     /old_locus_tag="BA1596"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25531.1"
                     /db_xref="Pathema:BA_1596"
                     /translation="MDNNEKKCNVISIDGKKKKSDTYAYPKLVVENKTYEFSSFVLCG
                     ETPDGRRLVLTHMISTDEFAGFVKSLDTVLQKKIERIFFS"
     gene            1505473..1505940
                     /locus_tag="BA_1597"
                     /old_locus_tag="BA1597"
                     /db_xref="Pathema:BA_1597"
     CDS             1505473..1505940
                     /locus_tag="BA_1597"
                     /old_locus_tag="BA1597"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP25532.1"
                     /db_xref="Pathema:BA_1597"
                     /translation="MNVVIERISKEAVQKPLLLLADPSEGQIDTYVQRGKTYVAKQEG
                     RVIGVYVLLETRPKTMEIMNIAVVEHLQGKGIGKKLLEHAVETAKEHGMSKLEVGTGN
                     SSVSQLALYQKCGFRIFSIDFDYFSKHYEEEIIENGIVCRDMIRLAMELNENV"
     gene            1505962..1506234
                     /locus_tag="BA_1598"
                     /old_locus_tag="BA1598"
                     /db_xref="Pathema:BA_1598"
     CDS             1505962..1506234
                     /locus_tag="BA_1598"
                     /old_locus_tag="BA1598"
                     /note="identified by similarity to EGAD:45726"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25533.1"
                     /db_xref="Pathema:BA_1598"
                     /translation="MEVHKAITAHSRKQNESVKACLQLDAQREAAIEAAVSLASNGKE
                     FSVDVINVVTKQINALAKNGVTLQRKYVTKEMVMEYVSRLKEKEGR"
     gene            1506237..1507070
                     /locus_tag="BA_1599"
                     /old_locus_tag="BA1599"
                     /db_xref="Pathema:BA_1599"
     CDS             1506237..1507070
                     /locus_tag="BA_1599"
                     /old_locus_tag="BA1599"
                     /note="identified by match to protein family HMM PF00581"
                     /codon_start=1
                     /transl_table=11
                     /product="rhodanese-like domain protein"
                     /protein_id="AAP25534.1"
                     /db_xref="Pathema:BA_1599"
                     /translation="MIVTVEWLREHIEDENVRIIDCRFDLANPNWGREKYEEEHIPYA
                     LYFDLNVDLSSPVTEHGGRHPLPNVEEFADKLSQAGIDEHMTVIAYDSEAGANASRLW
                     WLLNYVGHEKVYILDGGFPAWKENGLPITPEIPVVIRKTFKANIQDHMLVTMETVREN
                     IDAGKDVTLIDSREPKRYAGVEELVDPKAGHIPTAVNYFWKDGMLQSGQFKNEAQQQE
                     RFQNLSKDKETIVYCGSGVTACPNIVALKLAGFQNVKLYAGSWSDWISYPENQIAKEE
                     D"
     gene            1507177..1507380
                     /locus_tag="BA_5834"
     ncRNA           1507177..1507380
                     /ncRNA_class="other"
                     /locus_tag="BA_5834"
                     /product="6S RNA sequence"
     gene            1507381..1507583
                     /locus_tag="BA_5835"
     ncRNA           1507381..1507583
                     /ncRNA_class="other"
                     /locus_tag="BA_5835"
                     /product="6S RNA sequence"
     gene            complement(1507750..1508199)
                     /locus_tag="BA_1600"
                     /old_locus_tag="BA1600"
                     /db_xref="Pathema:BA_1600"
     CDS             complement(1507750..1508199)
                     /locus_tag="BA_1600"
                     /old_locus_tag="BA1600"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25535.1"
                     /db_xref="Pathema:BA_1600"
                     /translation="MRLEYRLNDETKKYPALWNYTNISNAEIIARMTCEYFIKDKNTY
                     VVTATSVDPDGTAVIYIQKEEFANDPSDPIYSHIGFEVRELSETSSSIINSKDVWNYE
                     EILPSLHSDIIYIQHDGMHMEFTLDSREIDEDRKCYIYYGNFTGESR"
     gene            1508283..1508594
                     /locus_tag="BA_1601"
                     /old_locus_tag="BA1601"
                     /db_xref="Pathema:BA_1601"
     CDS             1508283..1508594
                     /locus_tag="BA_1601"
                     /old_locus_tag="BA1601"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP25536.1"
                     /db_xref="Pathema:BA_1601"
                     /translation="MTKTKWLVGGVVTSLMTGTLFGCAQDLPPKPNDKSCSDWDWDDE
                     LGVWQCDESSSSYRGHYFYGGTYYRNKSTFKNSSAFKSYQSSAEFKGGIGSGSKGGFG
                     G"
     gene            1508682..1509833
                     /locus_tag="BA_1602"
                     /old_locus_tag="BA1602"
                     /db_xref="Pathema:BA_1602"
     CDS             1508682..1509833
                     /locus_tag="BA_1602"
                     /old_locus_tag="BA1602"
                     /note="identified by similarity to EGAD:29412; match to
                     protein family HMM PF03738"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25537.1"
                     /db_xref="Pathema:BA_1602"
                     /translation="MFHVFSITNETMKQLKLATERMGKIFFKTARLLRNLNDDQLLEL
                     GFPPASLSFIRIKGLYPESVISRFDFVLTDDNQIKMLEFNSDTPTFIMECFQMNGKVC
                     EQLGYDDPNSDQERLLSSGITKAVMEATQGIDNPNVVFTAHHEHIEDWNTTMYLSQLC
                     HVENKVVPMSELRITKDALVDRDGVQIDVLYRQTYPIEDLIEDQDPETGDLVGVELLQ
                     LVKAGKLFIINPLSAFLLQPKSVQCLIWGLAEEEAFYTNEEQQWIKEYMLPTYLEPDL
                     FLGKGSFVQKPSFGREGDTITIRDKDEHIMIQNAHQTYKASLPIFQKYTELPVVSLET
                     EKGVEELSYVFGSFLIAGKASSIGIRAGEKITGNESYYLPVGIKKEESI"
     gene            1509830..1510216
                     /locus_tag="BA_1603"
                     /old_locus_tag="BA1603"
                     /db_xref="Pathema:BA_1603"
     CDS             1509830..1510216
                     /locus_tag="BA_1603"
                     /old_locus_tag="BA1603"
                     /note="identified by similarity to EGAD:107717; match to
                     protein family HMM PF03994"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25538.1"
                     /db_xref="Pathema:BA_1603"
                     /translation="MINFLLYLAVTLGLLCIGLLLMEVTTKVKEFKLMAQGNKAVSYV
                     LGGRLLGLAIVLYSTAANSISLFDMVSWGAVGILAQIIVFYLAEWLTPRFNINKSLEE
                     DNQAVGLFLMFLSLSIGIVIAGCITY"
     gene            1510909..1511634
                     /locus_tag="BA_1605"
                     /old_locus_tag="BA1605"
                     /db_xref="Pathema:BA_1605"
     CDS             1510909..1511634
                     /locus_tag="BA_1605"
                     /old_locus_tag="BA1605"
                     /codon_start=1
                     /transl_table=11
                     /product="putative cation transporter"
                     /protein_id="AAP25539.1"
                     /db_xref="Pathema:BA_1605"
                     /translation="MLYANKTVGNTSYKLSKKSMKEQTLLQKNKDLLIEIATRDVKSV
                     FAYFKTTRDGLSMKEAQKRIQVYGRNELTSKRARIAEVMMKLSEMIPGFSKQHVRDGL
                     QCEKITVSRVECSSVTGVNGELKMMNLPVQELVPGDMIFLSEGDTVPADVRIIYANDL
                     LVNESALTGNDANIEKFESCYHLERKRFMPLKRMKDYNPLELENVCFKGTYIVGGNAK
                     AVVVSTGKNTYSGILHTCCSRTS"
     gene            1511765..1512631
                     /locus_tag="BA_1606"
                     /old_locus_tag="BA1606"
                     /db_xref="Pathema:BA_1606"
     CDS             1511765..1512631
                     /locus_tag="BA_1606"
                     /old_locus_tag="BA1606"
                     /note="identified by similarity to EGAD:45727; match to
                     protein family HMM PF01367; match to protein family HMM
                     PF02739"
                     /codon_start=1
                     /transl_table=11
                     /product="5'-3' exonuclease family protein"
                     /protein_id="AAP25540.1"
                     /db_xref="Pathema:BA_1606"
                     /translation="MKKVLLVDGMALLFRAFYATSVYGQFMKRQDGTPTNGIHGYMKH
                     LLTAMQAIEPTHIVTCWDMGSTTFRTESFSNYKANRAAPPEELIPQFDLVQEMTAKLS
                     VPVIGMKGYEADDCIGTLAKQYCNEAEVYILTGDTDLLQLVDKNVTVMLLRKGMGNYE
                     YYTPEKIMEEKGVEPWQIVHAKAFMGDTSDNYPGVKGIGEKTAYKLIQEHGTVATVLE
                     NVASLTKAQRTKIESDLENLNISLQLAQIHCEVPISCSLEEGLHTIDEEKLRFVCEEM
                     NWGRPEMLINML"
     gene            1512988..1513128
                     /locus_tag="BA_1607"
                     /old_locus_tag="BA1607"
                     /db_xref="Pathema:BA_1607"
     CDS             1512988..1513128
                     /locus_tag="BA_1607"
                     /old_locus_tag="BA1607"
                     /note="identified by similarity to OMNI:NTL01BH2299"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25541.1"
                     /db_xref="Pathema:BA_1607"
                     /translation="MRKKVRKSFKQLLIENKQSLLNNKENMKEIEERIEKRHVAYSGA
                     SN"
     gene            1513465..1514658
                     /locus_tag="BA_1608"
                     /old_locus_tag="BA1608"
                     /db_xref="Pathema:BA_1608"
     CDS             1513465..1514658
                     /locus_tag="BA_1608"
                     /old_locus_tag="BA1608"
                     /note="identified by match to protein family HMM PF01757"
                     /codon_start=1
                     /transl_table=11
                     /product="acyltransferase family protein"
                     /protein_id="AAP25542.1"
                     /db_xref="Pathema:BA_1608"
                     /translation="MNRYEELDSIRGISSLVVMIGHHLMIFSVFQNYSYEDNKPFVMY
                     LLKETPARLVFSSGNESVIIFFVLSGFVLYESIQKNYDSYRSFLVKRICRIYIPYIVA
                     ILIAILCQTTMSEYGISHLSEWFNRSWTIESSLSLIVQHILLVGKYNTDAYNGVIWSL
                     VHEMRISIIFPLVLMVCLRKTLRDSLLTLFSFSICSVAILFLFRSSLTLTSYMLTPHY
                     TVLFLLGALVAKYKNNVIVFYSNRTKNEKIAWFLLAILLYMYEGLIGEIKVLNNFILR
                     DYVVAISACLFVILSLSVSTFSSLLRNKYLLYLGKISYSLYLYHIISLFSLIYMLHEI
                     LPLPIILIFSLVFSFILAMLSYIFVEKFAFRVGKYVTKQANRKKKGLSVKNDVQNMNQ
                     TKAVK"
     gene            1514659..1515402
                     /locus_tag="BA_1609"
                     /old_locus_tag="BA1609"
                     /db_xref="Pathema:BA_1609"
     CDS             1514659..1515402
                     /locus_tag="BA_1609"
                     /old_locus_tag="BA1609"
                     /note="identified by similarity to OMNI:NTL01BH3675; match
                     to protein family HMM PF02706"
                     /codon_start=1
                     /transl_table=11
                     /product="chain length determinant protein"
                     /protein_id="AAP25543.1"
                     /db_xref="Pathema:BA_1609"
                     /translation="MKQEISMKDFQQLLKRRIVTIILTMCCLTVSLILISMYVLKPSY
                     QYSTQILVGNLDEFNKENSTNKTQENKQLVTSYVDILKSPLIISTVKKTLKLEQSSHE
                     LVQKISVVNMDNSQIVTVTAKDSDPIIVKEIVKSLAEQSQKSFQQYTNVQGVKILTDP
                     ELQEKAEKLFPKFQLIIPISVIVSFFVGIGLAVFRDYFDERIYVEQDLEKITTVPVIG
                     HINMEPKRKKESTEVDPQSAIYRGEHVDV"
     gene            1515395..1515604
                     /locus_tag="BA_1610"
                     /old_locus_tag="BA1610"
                     /db_xref="Pathema:BA_1610"
     CDS             1515395..1515604
                     /locus_tag="BA_1610"
                     /old_locus_tag="BA1610"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25544.1"
                     /db_xref="Pathema:BA_1610"
                     /translation="MFKTKKQLLFNPHDALMKEQFYTVYHELKKTGKQVFTVISTKDR
                     GVVAQLIVNIGLVFAEMKKRCYLSM"
     gene            1515586..1516008
                     /locus_tag="BA_1611"
                     /old_locus_tag="BA1611"
                     /db_xref="Pathema:BA_1611"
     CDS             1515586..1516008
                     /locus_tag="BA_1611"
                     /old_locus_tag="BA1611"
                     /note="identified by similarity to GP:18076482"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25545.1"
                     /db_xref="Pathema:BA_1611"
                     /translation="MLLIDVNFSDPKLHLLLQSNHTKTVNDIISDFTCSYESFSSNLS
                     KYLYCIPAKKTVHTGTTLVSMDEFDRAIAKWREDFDYIFLYSSEVFELPATHISAGKC
                     DGVILAVKKRKDSLRTVQKAITDIKKKECELMGIVLYS"
     gene            1516027..1516665
                     /locus_tag="BA_1612"
                     /old_locus_tag="BA1612"
                     /db_xref="Pathema:BA_1612"
     CDS             1516027..1516665
                     /locus_tag="BA_1612"
                     /old_locus_tag="BA1612"
                     /note="identified by match to protein family HMM PF02397"
                     /codon_start=1
                     /transl_table=11
                     /product="putative capsular polysaccharide biosynthesis
                     glycosyltransferase"
                     /protein_id="AAP25546.1"
                     /db_xref="Pathema:BA_1612"
                     /translation="MIRETNQAKLYAIPAPEKNSILNRSIKRLFDIIFSLILLLVTLP
                     IMLFFCIMIAFETAGAPIYFQERLGINGKKFNVFKLRSMVKEAEINGPQWADENDSRI
                     TKVGSFIRKTRIDELPQLLNILKGDMSFVGPRPEREYFYKQFDTYIPEFKDRLIVKPG
                     LTGWAQINGGYNLDAKEKLKLDMEYIEMKTIRMDIRILCKTVLIVLNGNGAR"
     gene            1516708..1518144
                     /locus_tag="BA_1613"
                     /old_locus_tag="BA1613"
                     /db_xref="Pathema:BA_1613"
     CDS             1516708..1518144
                     /locus_tag="BA_1613"
                     /old_locus_tag="BA1613"
                     /note="identified by match to protein family HMM PF01943"
                     /codon_start=1
                     /transl_table=11
                     /product="polysaccharide synthase family protein"
                     /protein_id="AAP25547.1"
                     /db_xref="Pathema:BA_1613"
                     /translation="MGKSILNNIIHLFYSTILANLLQAVSLIALANFFNAQHYGMFSV
                     AIAVTFIMLFFTDLGLTNTFLREGAKDGVDLGKILSSYIKIRMILLIFISIIGYIAIH
                     YMYADRNVIYMMINVMFFMLIGLIFQNIGITYFQLMERMKYIALIKVVSASVVIIITC
                     FCIFGELPVYVTARLYAFGYMIGGLFSIYIMRKKTKMNMKVVIHKALFWQLTPFIISG
                     FLIMSTPQLAPILLNYTLPLSMVGVFAVAYRMPAALYQVPGVIAGAFYPVLFKHYNQK
                     NLEEHTKLNLLQIKSMAIVGICMTIGLYYLAPYFISIFFHEEWSNAVEPLQILSFLIV
                     LQSLNIAIADGLTTSGRQNKRTVVQCIALVIGGIMLYSFSSIGGVIGAAYAMVLFEIV
                     ALVGYIAVSVVRKKIVFQIVIPYTSYFGVTFIGVQYMLHTYHFIALVLNTLIVVVGIF
                     LYDYELKKLLLSFITKTRKKDYITKQGI"
     gene            1518148..1519362
                     /locus_tag="BA_1614"
                     /old_locus_tag="BA1614"
                     /db_xref="Pathema:BA_1614"
     CDS             1518148..1519362
                     /locus_tag="BA_1614"
                     /old_locus_tag="BA1614"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by match to protein family HMM
                     PF04932"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25548.1"
                     /db_xref="Pathema:BA_1614"
                     /translation="MENNMKISMKWIMLLILFVMLSKYNIYIGFSLKIYMIFLVIYFC
                     LTIKNFHIQKLYFHEVVFLLFYFIYCLSGILSIYLHASIRMIFGVLLVLGCYFIMRNL
                     LGNVEIATLESSIVYVGFIFNIVSLILYIVGLQHFGLYGGEEREIFAGLLVDRGYPRL
                     IGLLDDPNIFIFYNTIFFMYYMTNLHNMTNILGLILCVTTSLLTFSRGGILALVLVIF
                     VYVCTSSFAKKIKIMMSLLLFSVVIFSLSNSVMGGQLDDILNKRISDFSHDNGSGRFT
                     LWEAAFKYYLTNPYIGIGAFNFSNYYEFQFNEKLYVHNTFLEILSESGTIGFLLYSAF
                     LFVLMFKLMQYTLFREKPYLLLTMVAFLFQMMSLSLIINEAFFLFLAIVVKYISIYEG
                     RGKIDGKMSIST"
     gene            1519337..1520137
                     /locus_tag="BA_1615"
                     /old_locus_tag="BA1615"
                     /db_xref="Pathema:BA_1615"
     CDS             1519337..1520137
                     /locus_tag="BA_1615"
                     /old_locus_tag="BA1615"
                     /note="identified by similarity to OMNI:NTL01BH3667; match
                     to protein family HMM PF00535"
                     /codon_start=1
                     /transl_table=11
                     /product="glycosyltransferase, group 2 family"
                     /protein_id="AAP25549.1"
                     /db_xref="Pathema:BA_1615"
                     /translation="MVKCLSAHNKAPHVSVITPSYNSIRFIGETIVSVQNQSYENWEM
                     IIVDDASTDESVTKIKEIIEGDSRIRLVSLKENIGAAKARNIAIQEARGRYIAFLDSD
                     DIWLPHKLKTQLLFMEEMNVSFSYASYSLIDENGNELNRKVNVPKSVDYHCLAGNTII
                     GCLTVIIDRERIPHIEMPSVQPEDTALWLKLLHEGHEAKGIQQVLAKYRIVANSVSRN
                     KIKAAFRYWKLLRDQKCLNAVQIFYYFSKYAYHAYRKNKINVVGKTQL"
     gene            1520134..1521185
                     /locus_tag="BA_1616"
                     /old_locus_tag="BA1616"
                     /note="glycosyltransferase, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1616"
     gene            1521260..1522825
                     /locus_tag="BA_1617"
                     /old_locus_tag="BA1617"
                     /db_xref="Pathema:BA_1617"
     CDS             1521260..1522825
                     /locus_tag="BA_1617"
                     /old_locus_tag="BA1617"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25550.1"
                     /db_xref="Pathema:BA_1617"
                     /translation="MRSEFILSEYISSQEDCAPENSVHIDCFGAVPNSGNDSSLAIQQ
                     AINYCVANRISTVRITGVNTYKIVKPIIIKSNVRLELDPTVTLQIDGDFNVFELQQNA
                     SITGGTVQVINPVFQSAVIYVSGSQQIEVPNHSLISNINIINATSSYKGKAIHFYCQK
                     AWDYISFFQVNFIQIKNFQTAIHLKTEYIDDINTPCWINANVFQSIFIDGCQYGIEVD
                     GNSDLPNESSGNTFHDIQVQCRQQTKKVIRCTGAYNTFDCMIWDTYRMSSEQIVIEFS
                     SNSHRNYLFSNLLSTTIVDKGQYNVCKSTYEESLRIQLPITLNKPHLIGNQDDILVNA
                     QQKYTVKQVSGKLPYGGNLANCFNLIDEQSVNYIDVPDSNPVVIELDFTKNPIKMLNC
                     FGMYFGWGESPKKIKVEYALSATGNWVVASDVPLNVGDTIISNMKASQLYKVRITLSG
                     YSQDHKRFRINRMFARSSMENGNAWLATTGGRMFGDIEIEASKGIIMKTASGVKWKVT
                     MNEAGQLITTKIT"
     gene            complement(1522937..1537990)
                     /locus_tag="BA_1618"
                     /old_locus_tag="BA1618"
                     /db_xref="Pathema:BA_1618"
     CDS             complement(1522937..1537990)
                     /locus_tag="BA_1618"
                     /old_locus_tag="BA1618"
                     /note="identified by match to protein family HMM PF01345;
                     match to protein family HMM TIGR01451"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved repeat domain protein"
                     /protein_id="AAP25551.1"
                     /db_xref="Pathema:BA_1618"
                     /translation="MPITNRFSTTTNGALAITGNTLGLSKISNQNRAGTIGAIGAFIT
                     TNTALQVPTFPAGTTLNYTQNSSTAILNIPAGSTILYAELIWGGNYLSRDQNITSVLG
                     NPVSFTTPVSTYSITPSAVTASNQTFVSGSITFGFYTRSADVTSLIQAGGSGSYTTGS
                     VPGLVDPIDASNGTINSAGWTLIVAYQNGTLPARNLTIYVAGNRVSAETGSADVSVSG
                     FLTPSGGPVSGRLFLSSTEGDADLIGDQALFGPNFSSLNALSGPNNAVNNFFGSQINN
                     AAGNLDTTGTFGTRNQSASTGTNISAGRQGWDITSIDISPYLTNSQVSAAIRLTTNGD
                     AYMLNTVGLQININSPNIQATKSVNKSVAAIGDVLTYTVTIPNTGLLPANNVIFTDIL
                     PNGTSFIPGTVTVDNVPQTNANPAAGISLGTINNSASRTVTFQATVVSFPSQNPISNT
                     ANITFQYTPIAGGTTFNGLATSNSAGTQVNLADINGTKSVNKLFTDIGETLTYSIALA
                     NIGNIAATNVIYTDPIPSGTTFVPGSVTVNGVTQAGANPATGISIGSIAANSTTTVAF
                     QVFVPSIPQTNPILNSGTTTYQYIPVPNQPAVSGTDTTNIVSTQVNNATVTMAKAVDK
                     NFADIGDTLTYTVSFTSTGNTNANNVIFTDVIPTGTTFVLNSLTIDGTTQGGANPANG
                     VNIGSIPTGTTKNVSFQVVVNTIPALNVVSNGSSASYQYTVNPSQSPVTKNISSNLVS
                     TQINNANLALTKSTNKQFATIGETISYTILITNSGNTAATNVQLTDPLPNGTILTPGS
                     VTLNGVLQNVDSLVALPIGTIPGGATFTLSFQVTVINITTQNPIINNAFASYLYTVNP
                     SLPPTSKTANSNSVTSTIRLANLQATKSVDKTFAEVGDVLTYTFSLTNDGNVAANNIV
                     LSDSIANGTAFVPNSVTINNVTQPGVTPASINIGSTTAGTTITASFKVLITSIPNPNP
                     ISNSASISYNFIVDPNAFPISKNTTSTTTFTQVNDANIISAKTVDRASATVGDVLTYT
                     VVLTNAGSVSADSPTFVDTNPDGTTFIPNTFLINGVLQNNADPNVGVPLPSIPANGSL
                     TVSYQVTVTSLPTQNPTINSSSTQYSFILNPGDPPTIETSLSNTVSTQINLANVVIVK
                     QVDLTIADVGQPITYTIALANPGNTPANNVVVTDILPPGTTLVPNSIFIGGALQLGAD
                     PSAGLQVGTIPAGGFTTIVFQIGANSLPSPNPVQNSAVLQYNFIADPNSPPVVRNSAS
                     NIVTTQINTANIVATKLTSTNFADVGDVITYATILTNNGNIPASNVTFTDIIPAGTIF
                     LPNTVTINGVPIANANPANGILIGTIGANSSRTVAFQVFVPTIPSANPIANQSSTTFQ
                     YTYDPSKPAVMQMVASNTVQTTINNATITSVKSADKQFANVNDIITYTTTLTNNGNTL
                     ASNIVFTDAIPSGTSFIPNSVTVNGTTLSNANPANGIAIDPINPNANTIISFQVQVNS
                     IPNPNPIPNQSNTTYQYVVNPNLPPASSNTLSNVITTQINNATIIATKSVNTPNAAIG
                     DIVTYTIAVTNTGNIPASATVLTDGLGPGASFIPNSVTINNVSQPGLDPSLGIHLDDI
                     SPEGTTFITFQVKILAIPPSGTLTNNALVNYEYTVNPTETPAVGSTVTNTTVTPIVDA
                     TLVINKNASTTFATIGDTITFTSVVTNTGNTTANNIVFTDSIPNGTTFVPNSFKINGV
                     TVPNTNPQNSINIGNLNANASVTLSFQVNITTLPNPNPIPNQSSLQYRFIVDINEPPV
                     SRTVQSNKTFTQVNSASVIATKTASSAFAAVGDTITYTTTLTNSGNTTANTPVFIDIL
                     PAELSFVPDSVQINTIPQLGFRPDTGVPLDSIPVGGTITISFQAIVGSIPAINPTLNQ
                     SSTTYSIIVDPTQPPVTEIATSNPTLIQINEAIIQATKSVDRLFSDVAPGNSFLTYTV
                     LLENIGNTTATNIIFTDPIPNHTVFIEDSVRVGGILLPGVNPANGIPIGDIIAGDFIN
                     ITFRVQVVSIPNPIFTIGPGGPNSPVVNGASINYQFMTGPNLPLASRSTTSNPVSTQI
                     NSGEIALVKSVDKTFVTIGDTLSYSISLSNPGNVTSQNIIFTDVLPEGITFISGTLTN
                     DSGTQQIGNPATGIQIGNINPGSTATIVINALVTNIPSINPISNFSSVQFAHVVDPSQ
                     PSVSQTNLSNTVSTTIKSAILTTTKSADKSVISVGDTITYTTTITNTGNTAAANIKFT
                     SAIPANTTFIPNSVTINGVQQSGVQPALGVNIPNIAPGETVTVTFQVNVLSVPSSSSI
                     MGNDTILYSYTVDPNGTPVTTSTSTNIVTNPVLDAIITMVKSVDQTLVTLGDTITYTI
                     LLTNTGNTNATNITFTDLIPNGTTFITDSVTIDGITQIGLNPNTGITIGAIAPNSSIS
                     IAFQVTATSTPVQNPIANSATASYTFIADPNAPIVSRTVTSNTVFTTINTATILSLKQ
                     VDKSFSRIGDTLTYTVALTNNGNSSAQNVIFTDTVPSGTAFIADTFSINGIPQSGANP
                     VNGVNIGSITAGTTVTVSFQVTVTSLPTENPIVNFSSTSYQLVSPPDAETSISNPVST
                     QIKEAILSMAKNESLSFANIGQTAFYTTSISNIGNTDATNIVFTDVLPNGVTFVPNTL
                     TVDGVLQPDANPNTGVLLATLPPNEIYSIVFQVTVNSIPPINPAPNTASTTYEFTVDP
                     VNPPVLSAATSNTTLLQINNANIISTKTTDLTFADVGNTITFTLNLPNTGNVTATDVT
                     VIDTLDSNLTFVPNSFTVNGQTILNADLSTGVNIGSINGGTAAIVTFQATVTTLPINN
                     PISNSALTTYRYIVDPDQSPITTSNQSNTTTTQINSAILTAQKSTNVFTVDIGQDIVY
                     SVTITNSGNVNATNVIFTDVIPDGTSFEPNSFTLNGTIIENANIITGVPIGDIAPNES
                     AIVEFHITSNEIPAINPITNQASVSFQHIVNPANPPVSKNITSNSVTTTIESAILTTT
                     KIGDKAFATIGDTITYTTTITNIGNIPANNVIFSDPIPSWTQFVAGSVIVDGTPLPSA
                     SITSGIGINTIIPNQTVTIIFQVQIVSNPPTFTPELQNLAFVNFQYNVGNALQAQPGN
                     VETNVFVTAIHSAILSAVKTASTAFANIGDTITYTVLIQNSGNTNATNVNFSDLIPGG
                     TTFVENSFAVNGNTIPGANPNSGVNIGTVSAGSSLTVTFQVIVTSTPPSNPITNVASI
                     QFAFIVDPAAPPVTGTVTSNSASTQINNATVTTLLEADRTIVSIGDIITYTATLTNTG
                     NFPANSVLLINGVPEGALFVPNSVTLNGISLPDASPTLGIPVGIIAPGNSATITFQFL
                     ANSIPPQGAIINQALTSYTYIVDPSQPPVTATSSSNTVTTAVVDASLSVIKNTDSIVQ
                     STDGTITYTVVIQNNGNTTANTVTLTDLVPEGTALIPNSVTINSISIPGADPNVGIPL
                     NSIAPSEIVTVTFQVIVQSIPSVNPISNIARIDYTFIADPTAPIVSRTITSNPAFTQI
                     SDANVLSLKAVNAQQATTGDILTYTITLENTGNIPATNLIFSDTIPEGTTFVENSFTL
                     NGTAILGANPNVGVTLPNLAANATHLIAFQVLINDPFSQQSITNQSNTTYTIQPDPGQ
                     PPITETSTSNIVITNFVQAQLTITKTSNPITVDIGGTILYISEVKNSGNVDAINIIFT
                     DSIPVGTTFVLDSVTINGVLQPDANPENGIPIGTIPPNSSKTILFQVQTNNPPTETEI
                     VNQSSVTYQYVSIPTAPPVNRSANSNIVTTSLQNANIISVKSADVTFVSIGQFITYTN
                     TLQNIGTVPANNTVFIDNIPEGTIFIEDSLSINNVIQPGTNPENGVTLGTIQPDETVT
                     ISFQVQLTNIPEDNTVINISDTSYEYQIDPSSPIIQRRSLSNTVNTEVRTANVSAIKS
                     ANRSITRIGQIITYTIAVTNAGTVPITNTLLIDAIAAGTTFVPDSILVDGIPRPNENP
                     STGISLNIILPNNTIIVTFQVNVDSIPSQNNMNNIAVIHYEYQPDQSLPPISETTASN
                     STNIQFIEAILFATKSANTVLANIDETIEYTVLIQNNGSTTTNSIFFTDTIEDGSIFI
                     PGSVIVNNTVLPAADPNIGFSIPNIASGQVATITFQVSVTNLPVANPTPNTANIVYDF
                     IFNPDFAPIQKSTTSNTTFVQINDADIVSLKTVDLTSVTIGDVLTYTTTLTNTGNTDA
                     TAVVFTDNIPGGTTFIDGSVLVNNIPQLNANPSTGILVGTIAPNISIPVTFSVTVVAL
                     PTSGHVQNQATSRYTINGEEQISTSNITFTEVISANIIAVKTTPIQYADLQTIIPYTI
                     SITNNGNIQVENIIVTDIIPANTNFIENSVIVNGNTRPNDNPLSGIPIDNILPNTTAT
                     VLFQVRVTSIPQTNPISNTSTIEYEYTVGDQPPITKTIISSAALTEINHANLNSNKAV
                     DLAFAMVGDTLTYTITLNQTGNVAANDVIIQDMIPQGTTFIENSVIVNGETLPGVNPA
                     NGIPIGTIIVDGDAIASFQVTVTSIPIRNELTNQAISTFNYIVNPNNVPVTNTTTTNT
                     VTTTVQNDNVIAIKAVDFTSALPGQTLTYTITITNNGNITIEDLLLVDMAPVDTTFVI
                     GSVTINGINQPNANPENGITLGTLAPNDSVIITFQVTISSSTLQSTINNDATIFYTPI
                     VGLIEPPITITRQIDIVTKQTNTVTTTIIDPMVHIEKTADKSIVVLGDILTFTLEIFN
                     DSPIPTVSTAVIDTIPAGTTFIENSVTLNGTPVPNVRPDTSMNIGSLPADAVAILTFK
                     VLVTSIPSNSTIINSATVTATFQLTPQDPIITFIVNSNIVRIPVQFVTATVVKNASVT
                     SAYLNQYFDYTVRITNTSEISLSNISLQDTIPVGLQFINGTVFINEERSPLANPNIGF
                     LVATNLEPNETIIVLFTVQVISPPVNNEFKNTANISLQLQVSPTDPPITETVTSNENI
                     VIFVPENQDEIVPNLNCFFDGERFVRITPRNVGNYLWTWIWWR"
     gene            1538113..1538973
                     /locus_tag="BA_1619"
                     /old_locus_tag="BA1619"
                     /db_xref="Pathema:BA_1619"
     CDS             1538113..1538973
                     /locus_tag="BA_1619"
                     /old_locus_tag="BA1619"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP25552.1"
                     /db_xref="Pathema:BA_1619"
                     /translation="MIVLEMRVERLKKENIEDIVVLSSYIGWDYNRAEVETIFNSGIV
                     YGVWNERKKLIASAAIILYGEALASIGMVIVHPDYKGKGIGKMITNSCIKSVSTQNPI
                     MLIATDEGKPLYEKLGFRSVSYVSKYICNSYNVNNHCVGNEDYMMNYEVSDLEKIIKI
                     DEDAFGTNRKEFLKKRIMQSEQCTVVKDKEQNILGYGLSIQTPENKIIGPVSAKNDAM
                     AMRIVHDLARGHHGKLRIDVPEGKKDFMKELQIIGFQKVNTPPIMMKNSDQLLKRNNE
                     LYSIAAQIFG"
     gene            complement(1539014..1539574)
                     /locus_tag="BA_1620"
                     /old_locus_tag="BA1620"
                     /db_xref="Pathema:BA_1620"
     CDS             complement(1539014..1539574)
                     /locus_tag="BA_1620"
                     /old_locus_tag="BA1620"
                     /note="identified by match to protein family HMM PF00857"
                     /codon_start=1
                     /transl_table=11
                     /product="isochorismatase family protein"
                     /protein_id="AAP25553.1"
                     /db_xref="Pathema:BA_1620"
                     /translation="MKQALLIIDAQQELMDGNEQEHEVFRKTDLLATLNTAVQKAIDA
                     NALIVFVRDIDVASGSGEGFEVHNQIQVPQSAILINKAATNSFYGTSLLELLKEEKIN
                     HIVIGGCKTEHCIDTAVRTATVEGFDVTLIKNGHSTTDSTVLSAEQIIDHHNKILHGH
                     YNVDHFSVVRDVEENLFQPIHDQYRD"
     gene            1539756..1540016
                     /locus_tag="BA_1621"
                     /old_locus_tag="BA1621"
                     /db_xref="Pathema:BA_1621"
     CDS             1539756..1540016
                     /locus_tag="BA_1621"
                     /old_locus_tag="BA1621"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25554.1"
                     /db_xref="Pathema:BA_1621"
                     /translation="MQTVEDYLSFLHTKGFKLSEEAQGFIMFGQGYTGASDGIVNAAI
                     EATIKHQLQFDGSYFVALLERLKEEEITDKKSAKAFMRKLQA"
     gene            complement(1540019..1540930)
                     /locus_tag="BA_1622"
                     /old_locus_tag="BA1622"
                     /db_xref="Pathema:BA_1622"
     CDS             complement(1540019..1540930)
                     /locus_tag="BA_1622"
                     /old_locus_tag="BA1622"
                     /note="identified by similarity to SP:O29470; match to
                     protein family HMM PF00892"
                     /codon_start=1
                     /transl_table=11
                     /product="transporter, EamA family"
                     /protein_id="AAP25555.1"
                     /db_xref="Pathema:BA_1622"
                     /translation="MSVKKDWIAPLALLFVSFIWGATFVVVQNAMSFVGPFTFNGIRF
                     LFAGIILLFVQILFSKKASKQHIKQSSLAGLIVGFFLCIGYVLQTFGLLYTTSSKAGF
                     LTGLSIVMVPILSFIFLKQKATIFIVIGIAVATAGLYLLTAGDSFQLNIGDILVLGCA
                     VAFAAHILVNGFFSKKISPLLLSTSQVLAVGLFSSICAFLFEDWEKLFSVALWTNSSF
                     LFALFLTSLFATSIAFFIQTSAQKHTSPTRVAIIFAMEPVFAALTGVLVANEQLSISA
                     IIGCLCIFLGMVFVELPSKTKKEAQAA"
     gene            complement(1540938..1541324)
                     /gene="rnhA"
                     /locus_tag="BA_1623"
                     /old_locus_tag="BA1623"
                     /db_xref="Pathema:BA_1623"
     CDS             complement(1540938..1541324)
                     /gene="rnhA"
                     /locus_tag="BA_1623"
                     /old_locus_tag="BA1623"
                     /note="identified by match to protein family HMM PF00075"
                     /codon_start=1
                     /transl_table=11
                     /product="ribonuclease H"
                     /protein_id="AAP25556.1"
                     /db_xref="Pathema:BA_1623"
                     /translation="MIEVYIDGASKGNPGPSGAGVFIKGVQPAVQLSLPLGTMSNHEA
                     EYHALLAALKYCTEHNYNIVSFRTDSQLVERAVEKEYAKNKMFAPLLEEALQYIKSFD
                     LFFIKWIPSSQNKVADELARKAILQN"
     gene            complement(1541394..1542266)
                     /locus_tag="BA_1624"
                     /old_locus_tag="BA1624"
                     /db_xref="Pathema:BA_1624"
     CDS             complement(1541394..1542266)
                     /locus_tag="BA_1624"
                     /old_locus_tag="BA1624"
                     /note="identified by similarity to SP:P42096; match to
                     protein family HMM PF01263"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lacX protein"
                     /protein_id="AAP25557.1"
                     /db_xref="Pathema:BA_1624"
                     /translation="MIATIQNEKVIVSISDKGAELQSVRLKEDNTEYLWQGDSTYWGR
                     RAPILFPIVGRLVDNTYYVDDKPYSLTQHGFARDLTFTVKEQSETKITYIVTSNEETL
                     KKYPYEFELLVSYELDGQIVHVTYEVNNPTSKEMFFSIGAHPGFNFPLLEGESFTDYH
                     LSFNGSERLETSVLEGPYLSNKKQLIAESTNELPLTYDLFKNDALIFENMNTDEISIR
                     SHKHNKFVKVEFDGFPFVGVWTPGENAPFLCIEPWYGIADEVNPAKDFKEKKGIQSLQ
                     ANETFTCRYSITIG"
     gene            1542450..1542935
                     /locus_tag="BA_1625"
                     /old_locus_tag="BA1625"
                     /db_xref="Pathema:BA_1625"
     CDS             1542450..1542935
                     /locus_tag="BA_1625"
                     /old_locus_tag="BA1625"
                     /note="identified by similarity to OMNI:EF2659; match to
                     protein family HMM PF06177"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25558.1"
                     /db_xref="Pathema:BA_1625"
                     /translation="MNIRTLVGNGILAALYIAVSMLIQPFGFTNVQFRISEMFNHLVV
                     FNKKAIYGIVLGVFLTNLFFSPMIAYDLVFGVGQSILALVATIISMRFIKGVWARMIF
                     NTVIFTITMFMIAIELHLAFDLPFMLTWLTCAVGEFVVMAIGMPVMYWINKRVQFERF
                     M"
     gene            1543121..1543738
                     /locus_tag="BA_1626"
                     /old_locus_tag="BA1626"
                     /db_xref="Pathema:BA_1626"
     CDS             1543121..1543738
                     /locus_tag="BA_1626"
                     /old_locus_tag="BA1626"
                     /note="identified by similarity to GP:14702032"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25559.1"
                     /db_xref="Pathema:BA_1626"
                     /translation="MQTELMTDYMNIEEALQFAEDFEKTGRVKELLFYDEMDTEWLLK
                     EMKKLSKQVEEEPQEILVYFDGGYDVQTKEAGVGICVYYKKGNAKYRIRRNAYIEGIY
                     DNNEAEYASLLYSMNILEELGIKYEAVTLRGDSQVVLQQLAGEWPCYDEHLNHYLDQI
                     EQKAKQMKLKLVCEPISRKQNKEAQQLATQALEGTVIDSHKEITE"
     gene            1543751..1543927
                     /locus_tag="BA_1627"
                     /old_locus_tag="BA1627"
                     /db_xref="Pathema:BA_1627"
     CDS             1543751..1543927
                     /locus_tag="BA_1627"
                     /old_locus_tag="BA1627"
                     /note="identified by similarity to EGAD:45731"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25560.1"
                     /db_xref="Pathema:BA_1627"
                     /translation="MDKKQLITEVNDLLETYCEGCFLREHNRKTNSKYYAHSFCIRQC
                     TVGETLKKYGEQLS"
     gene            complement(1543961..1544209)
                     /locus_tag="BA_1628"
                     /old_locus_tag="BA1628"
                     /db_xref="Pathema:BA_1628"
     CDS             complement(1543961..1544209)
                     /locus_tag="BA_1628"
                     /old_locus_tag="BA1628"
                     /note="identified by similarity to OMNI:NTL01BH2154"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25561.1"
                     /db_xref="Pathema:BA_1628"
                     /translation="MGSEVNDFEEVKFRVETAQKMVGSATISMDPDTLEHATTAVEAA
                     RSQLEIMKSVATDLDEPFLMNEEKKLNKCEHQLNEARH"
     gene            complement(1544329..1544526)
                     /gene="cspB1"
                     /locus_tag="BA_1629"
                     /old_locus_tag="BA1629"
                     /db_xref="Pathema:BA_1629"
     CDS             complement(1544329..1544526)
                     /gene="cspB1"
                     /locus_tag="BA_1629"
                     /old_locus_tag="BA1629"
                     /note="identified by similarity to EGAD:45634; match to
                     protein family HMM PF00313"
                     /codon_start=1
                     /transl_table=11
                     /product="cold shock protein CspB"
                     /protein_id="AAP25562.1"
                     /db_xref="Pathema:BA_1629"
                     /translation="MQGKVKWFNNEKGFGFIEMEGADDVFVHFSAIQGEGYKALEEGQ
                     EVSFDITEGNRGPQAANVVKL"
     gene            1544789..1545517
                     /locus_tag="BA_1630"
                     /old_locus_tag="BA1630"
                     /db_xref="Pathema:BA_1630"
     CDS             1544789..1545517
                     /locus_tag="BA_1630"
                     /old_locus_tag="BA1630"
                     /note="identified by similarity to EGAD:30040; match to
                     protein family HMM PF08892"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25563.1"
                     /db_xref="Pathema:BA_1630"
                     /translation="MNKSYLLDNEGMRTRTDIPNWVAKEFENFSNVILEPTFPCYFGV
                     TALKKNELRYSFLSHNDWSHLPNTMLSFLELMKERPVVRRGFFLFVEPECEEQSIEYY
                     RDYFWKVLQYLHENDDQTWPKQIPEDPDHYLWEFSFGGEPIFAFGNAPAYKQRKTRHL
                     GNSLVIGFQPRTIFGGLEGDRPKGAYSRQTVRDRVEKWDQLPKHPNISHYGDPEHREW
                     KQYFIGDDVEPIKGKCPFLHKIEK"
     gene            1545657..1546289
                     /locus_tag="BA_1631"
                     /old_locus_tag="BA1631"
                     /db_xref="Pathema:BA_1631"
     CDS             1545657..1546289
                     /locus_tag="BA_1631"
                     /old_locus_tag="BA1631"
                     /note="identified by similarity to GP:2632595; match to
                     protein family HMM PF01810"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25564.1"
                     /db_xref="Pathema:BA_1631"
                     /translation="MFGAIIQQIVLGISLAAPVGPINIEMLKRGIERGFWHAWIVGIG
                     GMTADILFMLLIYFGLSSLFMYTYVQAFMYCTGFFLLFYLGFQSVKQGISHSNMEYKK
                     EEVGGLKQSFMAGFFIAISNPLNLVFWFGIYGSTLSSLLTKVTKQEAFLYSLCIIVGI
                     ILWNLNIAFSVHFGRTLLKQKALGYITAGAGIILVGYSIHFAYKALQLFT"
     gene            1546309..1546602
                     /locus_tag="BA_1632"
                     /old_locus_tag="BA1632"
                     /db_xref="Pathema:BA_1632"
     CDS             1546309..1546602
                     /locus_tag="BA_1632"
                     /old_locus_tag="BA1632"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25565.1"
                     /db_xref="Pathema:BA_1632"
                     /translation="MYRTTIDGKEIIITLAPKIRKEITDRNPLYEAVFQNAARLLQTK
                     QPTFAVNHEILGLIIGEVQRGEVTVFAVEHIIPKQNIFGTNNFFTTIEQQANL"
     gene            1546682..1547311
                     /locus_tag="BA_1633"
                     /old_locus_tag="BA1633"
                     /db_xref="Pathema:BA_1633"
     CDS             1546682..1547311
                     /locus_tag="BA_1633"
                     /old_locus_tag="BA1633"
                     /note="identified by match to protein family HMM PF04116"
                     /codon_start=1
                     /transl_table=11
                     /product="fatty acid hydroxylase-like protein"
                     /protein_id="AAP25566.1"
                     /db_xref="Pathema:BA_1633"
                     /translation="MKRVGKEFFLQHDIVIMYSILFVFIIILKMQFFTWIGLLSCLFG
                     IIFYTLNEYMTHRFLFHLKPPKNVFLLKMLRRLHYDHHVYPDDLKLLFLPVWFSIPSF
                     TIYLLISYAITKSVTITLSFGIGMIIMLLVYEWKHYIAHKPIRPVTKFGRWLKKQHIL
                     HHYKNEKFWFGVSNPVFDFIFGTLKDGKDVELSETARNLEKEKKTKVVR"
     gene            1547535..1547876
                     /locus_tag="BA_1634"
                     /old_locus_tag="BA1634"
                     /db_xref="Pathema:BA_1634"
     CDS             1547535..1547876
                     /locus_tag="BA_1634"
                     /old_locus_tag="BA1634"
                     /note="identified by similarity to EGAD:23197; match to
                     protein family HMM PF04341"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25567.1"
                     /db_xref="Pathema:BA_1634"
                     /translation="MKRDDTSARKLQNEVNYTEVVQSEEFQLLLNKKKKFIVPMSIFF
                     LSFFIALPILTSYSKVLNTPAFGDVTWAWVFAFAQFIMTWALCMIYSKKAESFDEISQ
                     KILQNMQKGRG"
     gene            1547879..1549429
                     /locus_tag="BA_1635"
                     /old_locus_tag="BA1635"
                     /db_xref="Pathema:BA_1635"
     CDS             1547879..1549429
                     /locus_tag="BA_1635"
                     /old_locus_tag="BA1635"
                     /note="identified by similarity to OMNI:DR0477; match to
                     protein family HMM PF00474; match to protein family HMM
                     TIGR00813"
                     /codon_start=1
                     /transl_table=11
                     /product="sodium/solute symporter family protein"
                     /protein_id="AAP25568.1"
                     /db_xref="Pathema:BA_1635"
                     /translation="MNTTAFALFLIIVLGTLVITYFASKKTKNASEFYTAGGGLTGWQ
                     NGLAIAGDYMSAASFLGIAGAIALTGFDGFFYSIGFLVAYLVVLYLVAEPLRNLGKYT
                     LADMIAARFDAKKVRGVAALNTMTISIFYMIAQLVGAGALIKLLLGIEYTTSVLIVGT
                     LMTVYVIFGGMTATSWVQIVKAVLLMAGTFIISVIVFAKFNFSVTEMFAQMKTATPLK
                     DSFLNPGVKYKDGLDTLSLNLGLVLGTAGLPHILVRFFTVRDAKTARQSVVYATWLIG
                     AFYIMTIFLGFGAAAFVGNEAIMKANPAGNMAAPLLAKALGGDFLFAFVSAIAFATIL
                     AVVAGLVLTAASAFAHDFYNEIIRKGKSTEKEQVSMARYASIGVAVLSIILALFAQTL
                     NVAFLVSLAFAVAASANLPVILFTIYWKRFNTTGAISGMIVGLVSAIVLVALSPNVWN
                     PVAGKAIFVGEAIFPYTTPGIISIPLGFLAAYLGTVLSSKKEDAAKFDEILVKSNTGH
                     GISDASSH"
     gene            1549616..1550968
                     /locus_tag="BA_1636"
                     /old_locus_tag="BA1636"
                     /db_xref="Pathema:BA_1636"
     CDS             1549616..1550968
                     /locus_tag="BA_1636"
                     /old_locus_tag="BA1636"
                     /note="identified by match to protein family HMM PF00202"
                     /codon_start=1
                     /transl_table=11
                     /product="putative
                     adenosylmethionine--8-amino-7-oxononanoate
                     aminotransferase"
                     /protein_id="AAP25569.1"
                     /db_xref="Pathema:BA_1636"
                     /translation="MMKTKQTDELLAKDEQYVWHGMRPFSPNSTMVGAKAEGCWVEDI
                     QGKRYLDGMSGLWCVNSGYGRKELAEAAYKQLQTLSYFPMSQSHEPAIKLAEKLNEWL
                     GGEYVIFFSNSGSEANETAFKIARQYYAQKGEPHRYKFMSRYRGYHGNTMATMAATGQ
                     AQRRYQYEPFASGFLHVTPPDCYRMPGIERENIYDVECVKEVDRVMTWELSETIAAFI
                     MEPIITGGGILMPPQDYMKAVHETCQKHGALLISDEVICGFGRTGKAFGFMNYDVKPD
                     IITMAKGITSAYLPLSATAVKREIYEAFKGKGEYEFFRHINTFGGNPAACALALKNLE
                     IIENENLIERSAQMGSLLLEQLKEEIGEHPLVGDIRGKGLLVGIELVNDKETKEPIDN
                     DKIASVVNACKEKGLIIGRNGMTTAGYNNILTLAPPLVISSEEIAFVIGTLKTAMERI
                     "
     gene            1550968..1551066
                     /locus_tag="BA_1637"
                     /old_locus_tag="BA1637"
                     /db_xref="Pathema:BA_1637"
     CDS             1550968..1551066
                     /locus_tag="BA_1637"
                     /old_locus_tag="BA1637"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25570.1"
                     /db_xref="Pathema:BA_1637"
                     /translation="MNEASCTIQLAFVYDVKYDKFSKRGGIYYEEI"
     gene            1551053..1551331
                     /locus_tag="BA_1638"
                     /old_locus_tag="BA1638"
                     /db_xref="Pathema:BA_1638"
     CDS             1551053..1551331
                     /locus_tag="BA_1638"
                     /old_locus_tag="BA1638"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25571.1"
                     /db_xref="Pathema:BA_1638"
                     /translation="MKKYDSSQHYHIGYYEDGYDLEVTAYKRINEPVWDAYIPHYVVN
                     DFYKKVEEMKLGEYIDNYGIMVYSFSNDIDDDEARIIFEKWLKKNRIV"
     gene            complement(1551390..1552553)
                     /locus_tag="BA_1639"
                     /old_locus_tag="BA1639"
                     /db_xref="Pathema:BA_1639"
     CDS             complement(1551390..1552553)
                     /locus_tag="BA_1639"
                     /old_locus_tag="BA1639"
                     /note="identified by match to protein family HMM PF00999;
                     match to protein family HMM TIGR00932"
                     /codon_start=1
                     /transl_table=11
                     /product="germination protein gerN"
                     /protein_id="AAP25572.1"
                     /db_xref="Pathema:BA_1639"
                     /translation="MEFEFFFQIALILLSTKLAGDLSVRLGQPSVLGKLIVGIVIGPA
                     VLGWIENSELLTQLSNVGVILLMFMAGLETDLEELNANRNSSLAVALGGIILPFVGGY
                     VSGLVMGMEQGNAVFLGLLLCATSVSISVQTLRDLGKMKTRESTTMLGAAVFDDILVV
                     ILLAFAMSFLGTDDVNLTMVILKKVVFFASIILIGWKGVPAIMRWLSPLRVSESIVSA
                     ALIICFSFAYFGELLGIAGIIGAFAAGIAISQTNYKHEVEKKVEPIAYAMFVPVFFVS
                     IGMNITFDGIGDQIGFILALTVIAVLTKLIGCGVGARMTGFDAKSSAIIGSGMVSRGE
                     VALIIAGTGLSSGLLAQDYFTAIVIVVILTTMITPPMLKYTFGAKDKAMKASK"
     gene            1552885..1554534
                     /locus_tag="BA_1640"
                     /old_locus_tag="BA1640"
                     /db_xref="Pathema:BA_1640"
     CDS             1552885..1554534
                     /locus_tag="BA_1640"
                     /old_locus_tag="BA1640"
                     /note="identified by match to protein family HMM PF00753;
                     match to protein family HMM PF07521; match to protein
                     family HMM TIGR00649"
                     /codon_start=1
                     /transl_table=11
                     /product="metallo-beta-lactamase family protein"
                     /protein_id="AAP25573.1"
                     /db_xref="Pathema:BA_1640"
                     /translation="MKSLKNNLSIVALGGVNEIGKNMYAIQYENDIVVIDCGSKFPDE
                     SLLGIDLIIPDVTYLQENKEKIRGLVVTHGHEDHIGGIPYFLKQLNVPIYATRLTLGL
                     IEIKLKEHNLQNDTELIVIHSESEIDFGSIKTTFFKTNHSIPDCLGIAFHTPEGTVVH
                     TGDFKFDLTPVNNQQPDIHKMAKIGSEGVLALLSESTNAERPGFTPSERSVGERIEEI
                     FMKANRKVIISTFASNVNRVQQIVEACIKTNRKLALLGRSMVNVVEVALEKGYLNIPD
                     GMLIEASEVNRLDPKQVAILCTGSQGEPMAALARLASGNYRQVDVLPEDTVIIAATPI
                     PGNERNVSRIIDNLFALGAKVIYGSGSSTGVHVSGHAYQEELKLMLALMKPKYFIPIH
                     GEFRMLHHHSLLAESIGVEKENIFIVRNGDVVDISNEVAIQSRKIQAGNIYVDGLGIG
                     DVGNALLRDRKQLSEDGMLVIVITFNKADGDIISGPDIISRGFVYVRDSEEFLKELNK
                     LAVITINNLKKEKVNSWGILKREVREALGKYIYIRIRKESR"
     gene            1554658..1555488
                     /locus_tag="BA_1641"
                     /old_locus_tag="BA1641"
                     /db_xref="Pathema:BA_1641"
     CDS             1554658..1555488
                     /locus_tag="BA_1641"
                     /old_locus_tag="BA1641"
                     /note="identified by similarity to OMNI:NTL01BH3500; match
                     to protein family HMM PF00376"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, MerR family"
                     /protein_id="AAP25574.1"
                     /db_xref="Pathema:BA_1641"
                     /translation="MLLNKRFTIGEMAKMHNIAESTLRYYDEKGIFHPSIVDPQTNYR
                     YYTIDQFSLLDTIKFLRQLNIPLKEIKKYIDERNPAYALNLLEKQQEMMLKKQREIEY
                     ALAKMEHRIHLIKEATKAKAEQMVMKEIPRRKITAIAVAPNTTDDMFEYYIHSLQKNM
                     RQMDDSLFSGDIGVTVAKKGFMQNEFQAYSSVFILLDYMPFQVHRSDEIKEGMFACVY
                     HHGPYEETDETYKKLMKYIDQEGYKIDGDAIEIALIDWSVTENPDEQVTEIQIPVVKK
                     "
     gene            1555627..1556982
                     /locus_tag="BA_1642"
                     /old_locus_tag="BA1642"
                     /db_xref="Pathema:BA_1642"
     CDS             1555627..1556982
                     /locus_tag="BA_1642"
                     /old_locus_tag="BA1642"
                     /note="identified by similarity to OMNI:EF0660; match to
                     protein family HMM PF01554; match to protein family HMM
                     TIGR00797"
                     /codon_start=1
                     /transl_table=11
                     /product="putative MATE efflux family protein"
                     /protein_id="AAP25575.1"
                     /db_xref="Pathema:BA_1642"
                     /translation="MEVTEKLREKPIKSLFITYLIPAVLGMVLMSVNIVIDAVMISRG
                     VGANGLAGVNVAIPAFSIFFSISLWIGMGGATLYSIALGENKIERARSIFTQSMTVAV
                     IIVGILAAICLWRIEDLAYLFGANEVILPYALDYLHVLLTFGMIYVLENILSTFIRND
                     GNPNLAMAGLVVTAILNIVFDYIFIFIFGWGVTGAASATILSAAIGFLVLLTHFFRKS
                     SILKWTKFHFEWDTIKQIMIIGFPSFITESTVAIVTIGFNIAFVQYAGEVGVASYAMV
                     NSIHAMTLLLFFGVGAALQPIASFHYGANLSERLREGLQFAVKIAVILGGVAIIVGLF
                     FGKYIIGLFDVQSPQLLELTLTGISLFFIQYVFLGYNIVYGEYFQSVRQTKKSILIIM
                     SRGLLFIIPLLWIMPKLFGINGIWLVMPVAEVITAIILFTMNRMKHPVPLNMAGEKEV
                     I"
     gene            complement(1557018..1557683)
                     /locus_tag="BA_1643"
                     /old_locus_tag="BA1643"
                     /db_xref="Pathema:BA_1643"
     CDS             complement(1557018..1557683)
                     /locus_tag="BA_1643"
                     /old_locus_tag="BA1643"
                     /note="identified by similarity to EGAD:107877; match to
                     protein family HMM PF04239"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25576.1"
                     /db_xref="Pathema:BA_1643"
                     /translation="MLLFLCNVSFFFILFLLSLKMLGKSALAQLTPHDFGAIIFLSYL
                     AFQAIPVSGALQAFLGMVVITCLHLILTKLSLFNKLNRFILGHPIILIKHGDIIFENL
                     QKSRYPIAELLSNLRVAGYPSVHEIEYAILEANGAISILPKRELVPLTPKDLNIDVKY
                     AGLPIALIVDSQIQYDNLKLIHKDEKWLYKELKEKGITNITNVAFASVQEIDGSFAIS
                     LKK"
     gene            1557798..1557923
                     /locus_tag="BA_1644"
                     /old_locus_tag="BA1644"
                     /db_xref="Pathema:BA_1644"
     CDS             1557798..1557923
                     /locus_tag="BA_1644"
                     /old_locus_tag="BA1644"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25577.1"
                     /db_xref="Pathema:BA_1644"
                     /translation="MDIIIKEAKNIGVYGYEKEENNEVYDRNYNGLRRLYGVFTI"
     gene            1557844..1558422
                     /locus_tag="BA_1645"
                     /old_locus_tag="BA1645"
                     /db_xref="Pathema:BA_1645"
     CDS             1557844..1558422
                     /locus_tag="BA_1645"
                     /old_locus_tag="BA1645"
                     /note="identified by similarity to GP:16411930; match to
                     protein family HMM PF02698"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25578.2"
                     /db_xref="Pathema:BA_1645"
                     /translation="MKKKKIMKYMIGIIMVCVVYMGFLQYNIYKHGQMNATYDADYII
                     VLGSKVNGTKPSYSLQYRIDKAAEYLKSHEKAIAIVSGGKGKGEDISEALAMKNELMK
                     LNIAEDRIIMEDKSTSTDENIKFSKPLIPDNMKKGMIVTNDFHMFRAKKIAAKQGLQL
                     EGLPAATPKRIVIPSNIREYLAITQYWFMDRI"
     gene            1558568..1558885
                     /locus_tag="BA_1646"
                     /old_locus_tag="BA1646"
                     /db_xref="Pathema:BA_1646"
     CDS             1558568..1558885
                     /locus_tag="BA_1646"
                     /old_locus_tag="BA1646"
                     /note="identified by similarity to EGAD:107653"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25579.1"
                     /db_xref="Pathema:BA_1646"
                     /translation="MKGNNILSSLCYFSIFFAPFLLPIIVYFVAEDEVKYHAKKAFWS
                     HIFPYAILFGGLAISGIYGLGFNQSDGAGIGMMITYAVFILVGIYYFIWNIVKGVKVL
                     KAA"
     gene            1559158..1559892
                     /locus_tag="BA_1647"
                     /old_locus_tag="BA1647"
                     /db_xref="Pathema:BA_1647"
     CDS             1559158..1559892
                     /locus_tag="BA_1647"
                     /old_locus_tag="BA1647"
                     /note="identified by similarity to SP:Q56691; match to
                     protein family HMM PF00881"
                     /codon_start=1
                     /transl_table=11
                     /product="nitroreductase family protein"
                     /protein_id="AAP25580.1"
                     /db_xref="Pathema:BA_1647"
                     /translation="MNEMIHKMEQHVSVRKYKEESIPKDVVERMVQAGQHAASSHFVQ
                     AYSVIYVTDQDLKAKLAELSGNRHVKDCAAFFVCCADLKRLEMACEKHGTEIKHEGVE
                     DFIVATVDASLFAQNLALAAESLGYGICYIGGIRNNPREVSELLHLPDKVYPVFGMTV
                     GVPNEDHGVKPRLPVAAILHENEYDEKKYDELLNEYDETMSAYYKGRSSNKKSVTWTE
                     SMSSFMSKEKRMHMKEFLNERGLNKK"
     gene            1559943..1560527
                     /locus_tag="BA_1648"
                     /old_locus_tag="BA1648"
                     /db_xref="Pathema:BA_1648"
     CDS             1559943..1560527
                     /locus_tag="BA_1648"
                     /old_locus_tag="BA1648"
                     /note="identified by similarity to GP:17739264; match to
                     protein family HMM PF01965"
                     /codon_start=1
                     /transl_table=11
                     /product="thiJ/pfpI family protein"
                     /protein_id="AAP25581.1"
                     /db_xref="Pathema:BA_1648"
                     /translation="MKKALIFLFDGFAEFEVNIASLFLISKQFEIITATVDGKTVTGE
                     GGFLCQPHVSMEHIEVADYELFIVPGGHIFDHLENDQLLSIVNKLHEQNKWIAGICAG
                     TSLLHAAGVLNKKKFSTSLTSDEKQLAHLHEWEYKQNKDVTVDGKIITAVGSAYVEFA
                     TEIMKQLNLFNEAEAKENLQYFKNVTETCDGTLV"
     gene            complement(1560640..1561365)
                     /locus_tag="BA_1649"
                     /old_locus_tag="BA1649"
                     /db_xref="Pathema:BA_1649"
     CDS             complement(1560640..1561365)
                     /locus_tag="BA_1649"
                     /old_locus_tag="BA1649"
                     /note="identified by match to protein family HMM PF01925"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25582.1"
                     /db_xref="Pathema:BA_1649"
                     /translation="MNTIFIFICIILVASILQTSTGFGFSIMATPFLLMLFLPQEAIQ
                     INIILSLIISISLIWKIRMDIDFILLKRLIFGSIVGVPFGIFIFISININTFKLAISI
                     LLLLLTLMLICNFKIQSTKSRDFLVGGLSGLLTTSIGMPGPPLLLYFTGTDTKKEKLR
                     ATTLAFYLFIYFISLLTQILFTGTNKTIWESSFYAIPIVFLGLYIGQIIFKWLNQRVF
                     KIFTYILLSCTGIYLLIDNLHLL"
     gene            complement(1561490..1562710)
                     /locus_tag="BA_1650"
                     /old_locus_tag="BA1650"
                     /db_xref="Pathema:BA_1650"
     CDS             complement(1561490..1562710)
                     /locus_tag="BA_1650"
                     /old_locus_tag="BA1650"
                     /note="identified by match to protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25583.1"
                     /db_xref="Pathema:BA_1650"
                     /translation="MKNKLLLLSGTGISRLGDFMYLIALNVMVLHSTNSPAAVAGLWI
                     VGPIATVFTKIWSGSIVDRLNKRSIMLITDIIRAALIGCIPLFDSIWAIYIFIFLTRI
                     ATSFFDPASFSYKTMLIRAEERAQFNAWSNFCTSGAFIIGPALAGILLTTHSATFVIY
                     CNSLSFLLSTIFIYFLPNIALQTKQNEEVANTFVQTLRNDWKQVFSFARTETYIILIF
                     VLFQATMLVAMALDSQEVVFTKQVLLLSNMEYSMLVSITGAAYVFGSFLVSLFAKRLP
                     IQYCIGFGMIFTAIGYVIFAFSNSFIVAAGGFILLGVSSSFAGTGFITFYQNNIPVHM
                     IGRIDSVFDSIKSFIQVFFILAIGASAQFLSVQITVISSSLLILFLSCLLAIRVMTPS
                     REKYFKATESSLEY"
     gene            complement(1562730..1563179)
                     /locus_tag="BA_1651"
                     /old_locus_tag="BA1651"
                     /db_xref="Pathema:BA_1651"
     CDS             complement(1562730..1563179)
                     /locus_tag="BA_1651"
                     /old_locus_tag="BA1651"
                     /note="identified by similarity to GP:3080560; match to
                     protein family HMM PF01022"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25584.1"
                     /db_xref="Pathema:BA_1651"
                     /translation="MFEDRLTISAEQQKLISNATRIQILHLLKNEALTAKQVATKLNK
                     STGSVHYHVQILYDGGLLELVDTKEKRGIIEKYYKAKSAHFYIEESGTEGTNTGSHIV
                     SHLFLTPEELQQLTWEVTQVLLRWENKTARQSNSEEEYAISCRIKKQ"
     gene            complement(1563308..1564522)
                     /locus_tag="BA_1652"
                     /old_locus_tag="BA1652"
                     /db_xref="Pathema:BA_1652"
     CDS             complement(1563308..1564522)
                     /locus_tag="BA_1652"
                     /old_locus_tag="BA1652"
                     /note="identified by similarity to EGAD:164547; match to
                     protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative permease"
                     /protein_id="AAP25585.1"
                     /db_xref="Pathema:BA_1652"
                     /translation="MSVSYSALLKTNKNFNKLFYGQTLSVLGDWFHTVALLTFVYSIT
                     ESPFMIALTFISKGLPQLLLSPFIGGVVDRFSKKNIMIFTDITRGILVLTYILASYKI
                     EIIFIANICLSVLSCLFEPAKQATLKNIVHENHFVTANSLSSTMNGFMSIMGASLGGI
                     IAQSLHIEFAFLVNSLSYFISAYFIYSMCIPSHNTCNKKKAFLTDIKDGYTYILQTKI
                     ILTLILVGISWGLIGGAYQLLLTIYAEKIFHTNIGILYTVQGAGLMIGSLLVNLYISH
                     NKEKIKKAFGWACFLQGVFFLGFILSSQLIFGLTTLLCMRIAGGIIVPLDTTLLQTYT
                     RENMIGKVFSFHYSIYGSLIQLSMLMTGSLLEILSPQMIGSLLATCCIFVSFIWLYLF
                     YRGKLSEESTIT"
     gene            complement(1564530..1564997)
                     /locus_tag="BA_1653"
                     /old_locus_tag="BA1653"
                     /db_xref="Pathema:BA_1653"
     CDS             complement(1564530..1564997)
                     /locus_tag="BA_1653"
                     /old_locus_tag="BA1653"
                     /note="identified by similarity to OMNI:NTL01BH1781"
                     /codon_start=1
                     /transl_table=11
                     /product="glyoxalase family protein"
                     /protein_id="AAP25586.1"
                     /db_xref="Pathema:BA_1653"
                     /translation="MIKGRYEAHLPVRNLEVSISFYESLGLKLYKRGNDIAFFWIKEN
                     ESWLGLWEGTEYKVNYHPSLRHIAFQVSLHDLENAIHWLNQKGISARKDFGMEPIEPI
                     VFPELAHAAVYFNDPDGNSLELIAQLPVGLPSEKKVYLSEWKKQIQASSLHKD"
     gene            complement(1565164..1565388)
                     /locus_tag="BA_1654"
                     /old_locus_tag="BA1654"
                     /db_xref="Pathema:BA_1654"
     CDS             complement(1565164..1565388)
                     /locus_tag="BA_1654"
                     /old_locus_tag="BA1654"
                     /note="identified by match to protein family HMM PF09680;
                     match to protein family HMM TIGR01732"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25587.1"
                     /db_xref="Pathema:BA_1654"
                     /translation="MSNYKRDWLLFYTKNILYIVVHELYRLTYSKGGTHMSYGGSCAG
                     FGGGFALLIVLFILLIIIGCSCWGGGGYGY"
     gene            1565523..1565741
                     /locus_tag="BA_1655"
                     /old_locus_tag="BA1655"
                     /db_xref="Pathema:BA_1655"
     CDS             1565523..1565741
                     /locus_tag="BA_1655"
                     /old_locus_tag="BA1655"
                     /note="identified by similarity to RF:NP_844102.1; match
                     to protein family HMM PF09388"
                     /codon_start=1
                     /transl_table=11
                     /product="stage 0 sporulation regulatory protein"
                     /protein_id="AAP25588.1"
                     /db_xref="Pathema:BA_1655"
                     /translation="MYYNFTSNIMGKGSFSEEMEMGQLKNKIENKKKELIQLVARHGL
                     DHDKVLLFSRDLDKLINKFMNVKDKVHK"
     gene            1565789..1565983
                     /gene="hfq1"
                     /locus_tag="BA_1656"
                     /old_locus_tag="BA1656"
                     /db_xref="Pathema:BA_1656"
     CDS             1565789..1565983
                     /gene="hfq1"
                     /locus_tag="BA_1656"
                     /old_locus_tag="BA1656"
                     /note="identified by similarity to GP:16410711; match to
                     protein family HMM PF01423; match to protein family HMM
                     TIGR02383"
                     /codon_start=1
                     /transl_table=11
                     /product="host factor-I protein"
                     /protein_id="AAP25589.1"
                     /db_xref="Pathema:BA_1656"
                     /translation="MYLEHLQDELYKQIKEEKGIVTIFLKSGVRIVGEIVAIDKFTVL
                     MLVDGKQQLIYKQAISTIMK"
     gene            complement(1566011..1566613)
                     /locus_tag="BA_1657"
                     /old_locus_tag="BA1657"
                     /db_xref="Pathema:BA_1657"
     CDS             complement(1566011..1566613)
                     /locus_tag="BA_1657"
                     /old_locus_tag="BA1657"
                     /note="identified by similarity to GP:6498258; match to
                     protein family HMM PF01966"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25590.1"
                     /db_xref="Pathema:BA_1657"
                     /translation="MEHNILQVIALAEKLKYEMRHSWLSNGRQESVAEHTWRMSLMAI
                     LVEPYLDQKVNIEKLLKMVIIHDLVEAEAGDIPAFDTMNSHELQLQKQINEQEAILNI
                     KRTLKGSLGEELYDLWMEFEAKETYEAKVANALDKLEVKIQHNEAHIDTWLPIEHKMT
                     FQVAKHTNFDSFLSKLQKIIEQDGENKLLAAGIDVEACKQ"
     gene            1566854..1567618
                     /locus_tag="BA_1658"
                     /old_locus_tag="BA1658"
                     /db_xref="Pathema:BA_1658"
     CDS             1566854..1567618
                     /locus_tag="BA_1658"
                     /old_locus_tag="BA1658"
                     /note="identified by similarity to EGAD:14089; match to
                     protein family HMM PF01618"
                     /codon_start=1
                     /transl_table=11
                     /product="putative chemotaxis protein MotA"
                     /protein_id="AAP25591.1"
                     /db_xref="Pathema:BA_1658"
                     /translation="MGIIVGFAIVIAAIMLGGGGIKAFKNFLDVSSILIVIGGTTATI
                     VVAYRFGEIKKYTKSIFTVLHRREEDLEQLTDLFVDFSKKSKKHGLLSLEVDGEQVDN
                     PFIQKGIRLMLSGYDEEELKEVLMKDVETEVYELRKGAALLDKIGDFAPAWGMIGTLI
                     GLIIMLQNLQDTSQIGTGMAVAMLTTLYGSVLANMIAIPLAEKVYRGIEDLYTEKKFV
                     IEAISELYRGQIPSKLKLKLDTYVYETKIKKVKRAA"
     gene            1567641..1568318
                     /locus_tag="BA_1659"
                     /old_locus_tag="BA1659"
                     /db_xref="Pathema:BA_1659"
     CDS             1567641..1568318
                     /locus_tag="BA_1659"
                     /old_locus_tag="BA1659"
                     /note="identified by similarity to EGAD:13545; match to
                     protein family HMM PF00691"
                     /codon_start=1
                     /transl_table=11
                     /product="putative chemotaxis protein MotB"
                     /protein_id="AAP25592.1"
                     /db_xref="Pathema:BA_1659"
                     /translation="MIKRPQKGSPRWMTTFTDLTMLLLTFFVLLVATSKQDAVKLSKM
                     LEKFSDTEQVDAKVMENTIPDISHEKNDEKMISKKRMDELYKKLKAYVDNNGISQVNV
                     YREDTGVSVVIVDNLIFDTGDANVKPEAKEIISQLVGFFQSVPNPIVVEGHTDSRPIH
                     NDKFPSNWELSSARAANMIHHLIEVYNVDDKRLAAVGYADTKPVVPNDSPQNWEKNRR
                     VVIYIKE"
     gene            1568469..1568837
                     /locus_tag="BA_1660"
                     /old_locus_tag="BA1660"
                     /db_xref="Pathema:BA_1660"
     CDS             1568469..1568837
                     /locus_tag="BA_1660"
                     /old_locus_tag="BA1660"
                     /note="identified by similarity to SP:P24072; match to
                     protein family HMM PF00072"
                     /codon_start=1
                     /transl_table=11
                     /product="chemotaxis response regulator"
                     /protein_id="AAP25593.1"
                     /db_xref="Pathema:BA_1660"
                     /translation="MAHKILVVDDAMFMRTMIKNLLKSNSEFEVIGEAENGVEAIQKY
                     KELQPDIVTLDITMPEMDGLEALKEIIKIDASAKVVICSAMGQQGMVLDAIKGGAKDF
                     IVKPFQADRVIEALTKVANS"
     gene            1568967..1570969
                     /locus_tag="BA_1661"
                     /old_locus_tag="BA1661"
                     /note="chemotaxis protein CheA, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1661"
     gene            1571143..1572783
                     /locus_tag="BA_1662"
                     /old_locus_tag="BA1662"
                     /db_xref="Pathema:BA_1662"
     CDS             1571143..1572783
                     /locus_tag="BA_1662"
                     /old_locus_tag="BA1662"
                     /note="identified by similarity to EGAD:14570; match to
                     protein family HMM PF01052; match to protein family HMM
                     PF04509"
                     /codon_start=1
                     /transl_table=11
                     /product="putative flagellar motor switch protein"
                     /protein_id="AAP25594.1"
                     /db_xref="Pathema:BA_1662"
                     /translation="MPEQHTKGDTSTIVLEKENEHLTPQECDILGEIANISFGSASTV
                     LSTILNRQVSITAPRIELVDLYDSSDVEVPHVVLNIHFTKGLDMENLLVLKQDVALSI
                     ADLMMMGTGEVEDGKELGELELSAVQEAMNQMMGFAATSMSEFFQDTVDMSPPTIKVV
                     KLSEEMEKISEIDGNQTIVKVSFDLKIDNLVNSKLVQIVSVEHAKQMINKLMQLSGGV
                     EEQDEPAEVVETEIVEEQVEKEHLTQEEKDVLGEIANISIGSASTVLSTLLNQPVSIS
                     TPNVEAINVRHYDGVPVPFVILNVDFVEGLKNENVFVFTKDVALTMVDLMMMGTGEVD
                     SEKELSELELSGIKEIMNQMMGHAATAMSEMFQEKMDMTPPNVKFVTLKEEMEYLGES
                     MEVDELVQITFNLEIGDLLQSKMYQILPISEAKEMVRRLLYPMVEEEEIVTEEIEEEK
                     VVEPVVQPIEFKEVKQMEPVYMDTSILQNVEMNVKFVFGSTVKTIQDILSLQENEAVV
                     LDEDIDEPIRIYVNDVLVAYGELVNVDGFFGVKVTKSL"
     gene            1572813..1574165
                     /locus_tag="BA_1663"
                     /old_locus_tag="BA1663"
                     /db_xref="Pathema:BA_1663"
     CDS             1572813..1574165
                     /locus_tag="BA_1663"
                     /old_locus_tag="BA1663"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25595.1"
                     /db_xref="Pathema:BA_1663"
                     /translation="MKNVKFFLMSWLCIHVCLLFPLQSKAEEQNVPEQNINEVNVQEE
                     NKEVQEQLEQVEMKQDKEEQQEAKNEQETEKKIETDQGVITVNKPELKVGEEVLVTIE
                     PKEKNVQSIKGILRLPKNGDQYEQERMLSFKYEEETKRWIANYKVETFDLQGDWNLQL
                     VQSYKENEKEELVENEVKVPLIHINNEMPTLDKELPKLHKVTIDEMKGNVIERKQGDS
                     IRVRVKATDVESAVKEVHVTLKGKENKEITFLLDYNKRDMDWQKVFEITDALPSGTYE
                     LLVEVVDAAGNKLIEASEYVVSVLEQKTEEDKKIEEPENEDKLENKLEDKKVTEKQED
                     SKVEISLPEEKTPVVQIPKKEEKVNDLIKEPLKEKEKITYVIKEPLTDNKEVNKTKAQ
                     KDKDNNNQVISKKKEKKEEPEEKKEAKSEQGIQASNVFAIMSGLFVLFLVLKSNKEWG
                     "
     gene            1574193..1574909
                     /locus_tag="BA_1664"
                     /old_locus_tag="BA1664"
                     /db_xref="Pathema:BA_1664"
     CDS             1574193..1574909
                     /locus_tag="BA_1664"
                     /old_locus_tag="BA1664"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25596.1"
                     /db_xref="Pathema:BA_1664"
                     /translation="MEIKRTTIEDKTLQPLKQPAAISEHEIQKERKRSNLVFTGHSKI
                     ITKNNEIGILLASLGDGKVMKEMLSKEMDTVLQLFKKLHTLSGEGKQTDKIFEQVMRS
                     LQGLVKQAHIKELLLLDGTYDFAEVQLSFGRKVHIPLLDVSALLSRVESDSSEGNINL
                     MVTVITAYITKLSNETILISVTDRTAKERDVSVWRALAEMNMTQLSQALKHTMQEHKW
                     SMTFLFLFVWIVAIILIRVI"
     gene            complement(1574943..1575725)
                     /gene="cheR"
                     /locus_tag="BA_1665"
                     /old_locus_tag="BA1665"
                     /db_xref="Pathema:BA_1665"
     CDS             complement(1574943..1575725)
                     /gene="cheR"
                     /locus_tag="BA_1665"
                     /old_locus_tag="BA1665"
                     /EC_number="2.1.1.80"
                     /note="identified by match to protein family HMM PF01739;
                     match to protein family HMM PF03705"
                     /codon_start=1
                     /transl_table=11
                     /product="chemotaxis protein methyltransferase CheR"
                     /protein_id="AAP25597.1"
                     /db_xref="Pathema:BA_1665"
                     /translation="MIIEQDYDHFIASFKQQFNMDIASYKQDRMRRRIDAFISRKGFV
                     NYTSFLSNLRTDQKLFLSFIDYITINVSEFFRNKERWQTLETKALPKLLEQNNGKLKV
                     WSAACAAGEEPYTLSLILSKHLAPYRFEIQATDLDFHILETAKRGQYTERSLKELPAD
                     LKERHFTKENEIYSLHQNIKQNVTFKQHDLLMQSFDTNYDLIICRNVMIYFTEEARVK
                     LYEKFSRALRKGGVLFVGSTEQILTPERYNLQRFDTFFYEKI"
     gene            complement(1575770..1576261)
                     /locus_tag="BA_1666"
                     /old_locus_tag="BA1666"
                     /db_xref="Pathema:BA_1666"
     CDS             complement(1575770..1576261)
                     /locus_tag="BA_1666"
                     /old_locus_tag="BA1666"
                     /note="identified by similarity to GP:16413147"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25598.1"
                     /db_xref="Pathema:BA_1666"
                     /translation="MNIFLCGSNQLTALDQEEIKKFLTDYAHKHKIYILCYKSIENEI
                     LRFFIENERLAQNLCLYTLQPLQALTDEFQEVVDYLKKHGAEYVAFDHPSDSIYRSDY
                     MFFVKQIIEDTDLVLCFYNGDKHTSVIPVDVAKDAGIDAVIYDLPGLHEKQMKKTLNK
                     KSV"
     gene            1576405..1576869
                     /locus_tag="BA_1667"
                     /old_locus_tag="BA1667"
                     /db_xref="Pathema:BA_1667"
     CDS             1576405..1576869
                     /locus_tag="BA_1667"
                     /old_locus_tag="BA1667"
                     /note="identified by similarity to GP:16410092"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25599.1"
                     /db_xref="Pathema:BA_1667"
                     /translation="MLRSISHNPILSHIPPATQMPKEANVRTGLAFSDNLHADPKKDK
                     LLEQMEAFVDNIGEIKEKIEMELTLDNVMEYKNTVKSFLNFYVDNVLQYKDVMSRHPR
                     YGYSQKMTIVKQAEMGLNELEDVMNLINTKTGHLEMLNQIGEIHGLIVNLVL"
     gene            1576886..1577338
                     /locus_tag="BA_1668"
                     /old_locus_tag="BA1668"
                     /db_xref="Pathema:BA_1668"
     CDS             1576886..1577338
                     /locus_tag="BA_1668"
                     /old_locus_tag="BA1668"
                     /note="identified by similarity to OMNI:NTL01BA00554"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25600.1"
                     /db_xref="Pathema:BA_1668"
                     /translation="MYIQLYEKLVIIQKAYENIQALGEQIYENLKHKNVNAVQKLQVE
                     QLQYIDGLKKLSSSFEEMVVQFCKEKGIEPFRVSALFSHFSNEEIEKMEELQKNVAEL
                     EENVKMILLKNQYYLNVLLKTTESIVDSVSEYNLERNNNSQIFMNELL"
     gene            1577356..1578654
                     /locus_tag="BA_1669"
                     /old_locus_tag="BA1669"
                     /db_xref="Pathema:BA_1669"
     CDS             1577356..1578654
                     /locus_tag="BA_1669"
                     /old_locus_tag="BA1669"
                     /note="identified by match to protein family HMM PF06429;
                     match to protein family HMM TIGR02492"
                     /codon_start=1
                     /transl_table=11
                     /product="putative flagellar hook-associated protein"
                     /protein_id="AAP25601.1"
                     /db_xref="Pathema:BA_1669"
                     /translation="MRLSDYNTPLSGLLAAQMGLQTTKQNLSNIHTPGYVRQMVNYGS
                     AGASQGYSPEQKIGYGVQTLGVDRITDEVKTKQFNDQLSQLSYYNYMNSTLSRVESMV
                     GTTGKNSLSSLMDGFFNAFREVAKNPEQPNYYDTLISETGKFTSQVNRLAKSLDTAEA
                     QTTEDIEAHVNEFNRLAGSLAEANKKIGQAGTQVPNQLLDERDRIITEMSKYANIEVS
                     YESMNPNIASVRMNGVLTVNGQDTYPLQLNKEKEPMTAEIYGSEIPLRSGAIQSAIDT
                     KAKIASYKKNLEELMSSVKNEVNTVMGKEFFVGDQAKDMKLNPEFAKDVSKMKISAET
                     ANKLAAITDGNYKEGLSYKQALDQFVVGVASDKSAVNAYQKIHVDLLEGIQQEKMGIE
                     GVNMEEEMVNLMAFQKYFVANSKAITTMNEVFDSLFSIIR"
     gene            1578859..1579723
                     /locus_tag="BA_1670"
                     /old_locus_tag="BA1670"
                     /note="putative flagellar hook-associated protein FlgL,
                     authentic frameshift; an automated process has identified
                     a potential problem with this gene model; it may contain
                     one or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1670"
     gene            1579743..1581095
                     /locus_tag="BA_1671"
                     /old_locus_tag="BA1671"
                     /db_xref="Pathema:BA_1671"
     CDS             1579743..1581095
                     /locus_tag="BA_1671"
                     /old_locus_tag="BA1671"
                     /note="identified by match to protein family HMM PF02465;
                     match to protein family HMM PF07195"
                     /codon_start=1
                     /transl_table=11
                     /product="putative flagellar hook-associated FliD"
                     /protein_id="AAP25602.1"
                     /db_xref="Pathema:BA_1671"
                     /translation="MAGALTGIDGRQQIWNLGNNMIDTSKLVELELQTLEMKKSPYNN
                     QKQLLTTERNIYASMKKEFGSFLQIFKDLYTFKGNEKKTALSKEGFVTAQADASAIAG
                     TYTVTIEKIAERHQITTKPGNKIDLDAKIGKDVTFGINDKEVEVPKDMTYKDLVNKIN
                     NGNYGVSVYSLGGQLFFTSTTAGEKGAINLVDGKDGFLEEIGLVQSSIGTGGEKLFVA
                     AHEITAATNAEYTINGIKDSSTSNKIDTIPGLVINLEKETTEPIKITIEDSNIKDSID
                     LIKKMKDEYNKAVSNLDLFAGENGAVQGSSIAFSISNAMTSIFRYSQNGKFLNDFGIQ
                     VDKSGKMNLDEEKLKNAFKENPETAKQFFFGFSGLGHQMEKQLDGIFGDEGIIGKRSK
                     SIEKQMKNLDDKIRYIDGVNKEKQQAIIDKYSKLESTLAELDSQLKTIKAMTKQKSDD
                     "
     gene            1581118..1581486
                     /locus_tag="BA_1672"
                     /old_locus_tag="BA1672"
                     /db_xref="Pathema:BA_1672"
     CDS             1581118..1581486
                     /locus_tag="BA_1672"
                     /old_locus_tag="BA1672"
                     /note="identified by similarity to EGAD:13049"
                     /codon_start=1
                     /transl_table=11
                     /product="putative flagellar protein FliS"
                     /protein_id="AAP25603.1"
                     /db_xref="Pathema:BA_1672"
                     /translation="MQAWQRYMQNDIMTSNPIKNTIFIYERCIVEFRNLEELLHAFKL
                     QEGDALLEKLERIFEELKLQLNPEITKDLYDSLYGLYDWICIQIQTMKVTREAKDIDA
                     IVKVLQDLIDGYRGALENEQ"
     gene            1581476..1581748
                     /locus_tag="BA_1673"
                     /old_locus_tag="BA1673"
                     /db_xref="Pathema:BA_1673"
     CDS             1581476..1581748
                     /locus_tag="BA_1673"
                     /old_locus_tag="BA1673"
                     /note="identified by similarity to GP:16410098"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25604.1"
                     /db_xref="Pathema:BA_1673"
                     /translation="MNNDIYRTFVGCFNEIGELQVSDEEFAEKSEMLNRWMMTLDEET
                     RAQVAAEVSPFIIKAAQHIRDKQKILEEMIMTNDGRMKANSFYGKF"
     gene            1582118..1582525
                     /gene="flgB"
                     /locus_tag="BA_1674"
                     /old_locus_tag="BA1674"
                     /db_xref="Pathema:BA_1674"
     CDS             1582118..1582525
                     /gene="flgB"
                     /locus_tag="BA_1674"
                     /old_locus_tag="BA1674"
                     /note="identified by similarity to SP:P75934; match to
                     protein family HMM TIGR01396"
                     /codon_start=1
                     /transl_table=11
                     /product="flagellar basal-body rod protein FlgB"
                     /protein_id="AAP25605.1"
                     /db_xref="Pathema:BA_1674"
                     /translation="MPDLVSDVGHYMNYLVTKRNTVSSNIANANTPGYKAQDVTFAEQ
                     MNKSSALYKNNAADLKSNPDLYQTNEMHVPTVNTKNTYAKIQTKSMQTNKDGNSVDVT
                     TEMLDLMKANQLYGISINAINTQYAINQAARGR"
     gene            1582546..1582959
                     /gene="flgC"
                     /locus_tag="BA_1675"
                     /old_locus_tag="BA1675"
                     /db_xref="Pathema:BA_1675"
     CDS             1582546..1582959
                     /gene="flgC"
                     /locus_tag="BA_1675"
                     /old_locus_tag="BA1675"
                     /note="identified by similarity to EGAD:21815; match to
                     protein family HMM PF06429; match to protein family HMM
                     TIGR01395"
                     /codon_start=1
                     /transl_table=11
                     /product="flagellar basal-body rod protein FlgC"
                     /protein_id="AAP25606.1"
                     /db_xref="Pathema:BA_1675"
                     /translation="MFQAINASGSGLTTARKWMEVTSNNIVNANTTAAPGADLYERRS
                     VVLESNNSFANMLDGSPTNGVKIKSIEADKTENLVYDPTHPHANEEGYVRYPNIDVTA
                     EMTNVMVAQKMYEANTSVLNANKKMLDKDLEIGRG"
     gene            1582976..1583275
                     /locus_tag="BA_1676"
                     /old_locus_tag="BA1676"
                     /db_xref="Pathema:BA_1676"
     CDS             1582976..1583275
                     /locus_tag="BA_1676"
                     /old_locus_tag="BA1676"
                     /note="identified by similarity to SP:P25797"
                     /codon_start=1
                     /transl_table=11
                     /product="putative flagellar hook-basal body complex
                     protein FliE"
                     /protein_id="AAP25607.1"
                     /db_xref="Pathema:BA_1676"
                     /translation="MKIQPMLNTQPFGAIQSIGAPKTSQTSVVEGKKFIDLLEDMNQT
                     QNNAQTAVYDLLTKGVGETHDVLIQQKKAESQMKTAALVRDNLIENYKSLINMQI"
     gene            1583298..1584868
                     /locus_tag="BA_1677"
                     /old_locus_tag="BA1677"
                     /note="putative flagellar M-ring protein FliF, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1677"
     gene            1584882..1585886
                     /gene="fliG"
                     /locus_tag="BA_1679"
                     /old_locus_tag="BA1679"
                     /db_xref="Pathema:BA_1679"
     CDS             1584882..1585886
                     /gene="fliG"
                     /locus_tag="BA_1679"
                     /old_locus_tag="BA1679"
                     /note="identified by similarity to EGAD:13577; match to
                     protein family HMM PF01706; match to protein family HMM
                     TIGR00207"
                     /codon_start=1
                     /transl_table=11
                     /product="flagellar motor switch protein FliG"
                     /protein_id="AAP25608.1"
                     /db_xref="Pathema:BA_1679"
                     /translation="MLDEISSKEKAAILIRTLEEGVAAKVIEYMTAKEKEVLLREIAK
                     FRVYKSETLENVLGEFLYELNVKELNLVTPDKEYIRRIFKNMPEDELEKLLEDLWYNK
                     DNPFEFLNSLTDLEPLLTVLNDESPQTIAIIASYIKPQLASQLIERLPDHKRVETVMG
                     IAKLEQVDGELINQIGDLLKSKLNNMAFNAINKTDGLKTIVNILNNVSRGVEKTVFQK
                     LDEMDYELSEKIKENMFVFEDLLGLEDLALRRVLEEITDNGVIAKALKIAKEEIKEKL
                     FTCMSSNRKEMILEELDGLGPLKMTDAEKAQQTITDTVKKLEKEGRIIVQRGEDDVLI
                     "
     gene            1585873..1586559
                     /locus_tag="BA_1680"
                     /old_locus_tag="BA1680"
                     /db_xref="Pathema:BA_1680"
     CDS             1585873..1586559
                     /locus_tag="BA_1680"
                     /old_locus_tag="BA1680"
                     /note="identified by similarity to GP:16410104"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25609.1"
                     /db_xref="Pathema:BA_1680"
                     /translation="MSLFKNRIPKNSVSFSEETYELQFPKPIPVHVEEEIQVDHEELL
                     AQQQSLHVELAQLRKEQQILERERQQLLHDQEQFQIHVQQQMKEIESARQQFQKEQQE
                     TAYEWTELLWDQSFQLAEKIVNQAVDARLLDVLPILTGIVQTLPTSFEKLVITVHPET
                     FERIQEEKGNTKEYWLLQLVEWKYDFSLQFGEFVLEEEKEFFEFKFAPIFAKLRQKWE
                     EEKLFEEQNV"
     gene            1586556..1587860
                     /locus_tag="BA_1681"
                     /old_locus_tag="BA1681"
                     /db_xref="Pathema:BA_1681"
     CDS             1586556..1587860
                     /locus_tag="BA_1681"
                     /old_locus_tag="BA1681"
                     /note="identified by similarity to SP:P23445; match to
                     protein family HMM PF00006; match to protein family HMM
                     TIGR01026; match to protein family HMM TIGR03497"
                     /codon_start=1
                     /transl_table=11
                     /product="putative flagellum-specific ATP synthase"
                     /protein_id="AAP25610.1"
                     /db_xref="Pathema:BA_1681"
                     /translation="MNRLLMNENQKWNTFIETPFYTKVGKVHSVQEQFFVAKGPKAKI
                     GDVCFVGEHNVLCEVIAIEKENNMLLPFEQTEKVCYGDSVTLIAEDVVIPRGNHLLGK
                     VLSANGEVLNEDAENIPLQKIKLDAPPIHAFEREEITDVFETGIKSIDSMLTIGIGQK
                     IGIFAGSGVGKSTLLGMIAKNAKADINVISLVGERGREVKDFIRKELGEEGMRKSVVV
                     VATSDESHLMQLRAAKLATSIAEYFRDQGNNVLLMMDSVTRFADARRSVDIAVKELPI
                     GGKTLLMESYMKKLLERSGKTQKGSITGIYTVLVDGDDLNGPVPDLARGILDGHIVLK
                     RELATLSHYPAISVLDSVSRIMEEIVSSNHWQLANEMRKILSVYKENELYFKLGTIQE
                     NAENAYIFECKNKVEGINTFLKQGRSDRFQFDDIVEAMHHIV"
     gene            1587977..1588386
                     /locus_tag="BA_1682"
                     /old_locus_tag="BA1682"
                     /note="conserved hypothetical protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1682"
     gene            1588379..1588600
                     /locus_tag="BA_1683"
                     /old_locus_tag="BA1683"
                     /db_xref="Pathema:BA_1683"
     CDS             1588379..1588600
                     /locus_tag="BA_1683"
                     /old_locus_tag="BA1683"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by similarity to EGAD:116502"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25611.1"
                     /db_xref="Pathema:BA_1683"
                     /translation="MDEVNIVIQSVLPVQQSLPPQKEKGLEVQSKSEDSSFDRTMRME
                     NKKQPKTEKMKREEAPKEEKKNIFFLNNQ"
     gene            1588675..1589511
                     /locus_tag="BA_1684"
                     /old_locus_tag="BA1684"
                     /db_xref="Pathema:BA_1684"
     CDS             1588675..1589511
                     /locus_tag="BA_1684"
                     /old_locus_tag="BA1684"
                     /note="identified by similarity to GP:16413155"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25612.1"
                     /db_xref="Pathema:BA_1684"
                     /translation="MVAIEQLRVQPELLYQYIQKIQELYKEYGNIKLNELPAAELQQL
                     QELLSNMNIKNAICLEDTMQMVLDKVTMPEQTMQVLKVVETETCNIAKKQEESKDLDV
                     DLPKAEGDDVKIELPEGDVFNDSSSAGAELLNKATGTDSIGKSNSGAEKVSLPDLGKK
                     MEAQVEALQKFVVKQERVLFQLNPEKLGTLTVFMKKHGDQIDVHVEMEKHDAKKRVEI
                     IFDELRLKLKEKEINIQISYADKDENRKEQREQEQRQKQKLASPKHEKQHAKEFAGLL
                     EE"
     gene            1589515..1590087
                     /locus_tag="BA_1685"
                     /old_locus_tag="BA1685"
                     /db_xref="Pathema:BA_1685"
     CDS             1589515..1590087
                     /locus_tag="BA_1685"
                     /old_locus_tag="BA1685"
                     /note="identified by similarity to GP:16413156; match to
                     protein family HMM PF03963"
                     /codon_start=1
                     /transl_table=11
                     /product="flagellar hook assembly protein family protein"
                     /protein_id="AAP25613.1"
                     /db_xref="Pathema:BA_1685"
                     /translation="MPTVGLNTTSTNHIPLQAGAQTKNASVTGAQSTAQQANGVSAST
                     QKTPGIMDKDDFLKLFLASFQHQDPFNAMDMNQMMNQTAQLSLMEQVQNMTKAVDKLQ
                     STMYSTALDGGMKFLGKYVRGVSNNGKQVTGQVETVRLAENNDVQLIVDNQVVSLRFI
                     ERVSDKPITETNPEDEKKDDIEKNEEVKPD"
     gene            1590109..1591422
                     /locus_tag="BA_1686"
                     /old_locus_tag="BA1686"
                     /db_xref="Pathema:BA_1686"
     CDS             1590109..1591422
                     /locus_tag="BA_1686"
                     /old_locus_tag="BA1686"
                     /note="identified by similarity to SP:P75937; match to
                     protein family HMM PF00460; match to protein family HMM
                     PF06429; match to protein family HMM PF07559; match to
                     protein family HMM TIGR03506"
                     /codon_start=1
                     /transl_table=11
                     /product="putative flagellar hook protein FlgE"
                     /protein_id="AAP25614.1"
                     /db_xref="Pathema:BA_1686"
                     /translation="MIKALYTSITGMNAAQNALSVTSNNIANAQTVGYKKQKAIFDDL
                     LYNNTVGSRGDGAYAGTNPKSIGNGVKFSGTSTDFSDGSITLTSDKMETAIEGNGLFL
                     VGDRNAGNVEYTRKGSFGVSKDNYVTTTGGQYVLGYGVKTGTQEIDFSSRPSPIHIPM
                     GSAVGGIQTDKATIGGNLPRNQNALSHEFTVFDAEGNSLTLRVNIKQKTTKETVDGKE
                     VEKPVPGEYTYTVSVRNDSKNEKEFKPVEGMTGEKNLKFDTLGNLKETDEAVQKDPVT
                     GEIIKGGSVQIPFGSGLTLDLSGLTNYPTGKTLSTTEVTGRPAAIANDYSISDGGFVM
                     MKYSDGSMKVVGQLAVATFPNSGGLMKTGNGNYVATPSAGIPGIGVAGENGAGNVRGS
                     AKESSNVDLSVEFVDLMLYQRGFQGNAKVIKVSDEVLNEVVNLIR"
     gene            1591472..1591810
                     /locus_tag="BA_1687"
                     /old_locus_tag="BA1687"
                     /db_xref="Pathema:BA_1687"
     CDS             1591472..1591810
                     /locus_tag="BA_1687"
                     /old_locus_tag="BA1687"
                     /note="identified by similarity to GP:16413144"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25615.1"
                     /db_xref="Pathema:BA_1687"
                     /translation="MTTRQERILQLPFFENKRELAEQVLKMEREEHIYLPDQFEIKQV
                     PPYSFGEKQSIIGRIHEFYFVSVGSEGEWKYQLFKDEMKCREFFITLSGITDQQIAFW
                     FNNIELLKSS"
     gene            1592118..1592288
                     /locus_tag="BA_1688"
                     /old_locus_tag="BA1688"
                     /db_xref="Pathema:BA_1688"
     CDS             1592118..1592288
                     /locus_tag="BA_1688"
                     /old_locus_tag="BA1688"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25616.1"
                     /db_xref="Pathema:BA_1688"
                     /translation="MAQNKYRVTFISPSEVEQRTVMAASSLPDLIRKVESIIADPNGY
                     FVNDKKIIAILK"
     gene            1592285..1592602
                     /locus_tag="BA_1689"
                     /old_locus_tag="BA1689"
                     /db_xref="Pathema:BA_1689"
     CDS             1592285..1592602
                     /locus_tag="BA_1689"
                     /old_locus_tag="BA1689"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25617.1"
                     /db_xref="Pathema:BA_1689"
                     /translation="MIKDNVAFIQYELLFSDKEIHIEKLKHIAPAILKQLFKKINDPE
                     LYALALLDVDIATKEYVLEEMDSELRIRVETELSKRWEAMPTEIVGAQEVLLEALASF
                     IQD"
     gene            1592727..1593634
                     /locus_tag="BA_1690"
                     /old_locus_tag="BA1690"
                     /note="chemotaxis protein CheV, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1690"
     gene            1594271..1595218
                     /locus_tag="BA_1692"
                     /old_locus_tag="BA1692"
                     /db_xref="Pathema:BA_1692"
     CDS             1594271..1595218
                     /locus_tag="BA_1692"
                     /old_locus_tag="BA1692"
                     /note="identified by similarity to EGAD:145174"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25618.1"
                     /db_xref="Pathema:BA_1692"
                     /translation="MYHHTAINVLSLLQNMSNNKMNDMQLEAEFKKIEKQFQVKYEEL
                     VDLYNRMVLFQIDIEKHGGMRAYEKSAITWLKSELELLYEVYQFSQRHGLNIINISKY
                     VSKKELNLFPKTESQLQNTYYKLKKCEIPFENIEKQKPGRKRKYTPVKEPIVEIKKEN
                     KQEFRNEVPNTENEKNLVTVISGIVDNFETISQCSERKEHELHQFMEGIYKLSSMAAE
                     RSKDEKNARGLEGELHVLRAENEKLKREKEELVHDIKEMTHHLIHFITSSDIDQIRTL
                     PFFVKDCKQDLHKLGLYNAQDGKMKIMVDRSGQVMTVTQ"
     gene            1596297..1596749
                     /locus_tag="BA_1693"
                     /old_locus_tag="BA1693"
                     /db_xref="Pathema:BA_1693"
     CDS             1596297..1596749
                     /locus_tag="BA_1693"
                     /old_locus_tag="BA1693"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by match to protein family HMM
                     PF00535"
                     /codon_start=1
                     /transl_table=11
                     /product="glycosyltransferase, group 2 family"
                     /protein_id="AAP25619.1"
                     /db_xref="Pathema:BA_1693"
                     /translation="MIVIKPFILACLIVKKRKDILGKCLYSLESIGGEIIIVDNGSTD
                     KKKEIAQKLTDKVYDFKWMNNFVEARNFAASKVSGTWIIAVDADECIDINNFVAAMEE
                     IKSYKDKISIFLVEIMSFVGDNGEEITVNTMARLYKNDGSVYFLWWNV"
     gene            1596734..1596850
                     /locus_tag="BA_1694"
                     /old_locus_tag="BA1694"
                     /db_xref="Pathema:BA_1694"
     CDS             1596734..1596850
                     /locus_tag="BA_1694"
                     /old_locus_tag="BA1694"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25620.1"
                     /db_xref="Pathema:BA_1694"
                     /translation="MVECLVKLKCYEEALDIVRDTESLWPDSLDFTGDFYFL"
     gene            1596902..1597009
                     /locus_tag="BA_1695"
                     /old_locus_tag="BA1695"
                     /db_xref="Pathema:BA_1695"
     CDS             1596902..1597009
                     /locus_tag="BA_1695"
                     /old_locus_tag="BA1695"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25621.1"
                     /db_xref="Pathema:BA_1695"
                     /translation="MLYEETIYHFDCISFLSNECLGRIYRIEKNDEQAI"
     gene            1597148..1597423
                     /locus_tag="BA_1696"
                     /old_locus_tag="BA1696"
                     /db_xref="Pathema:BA_1696"
     CDS             1597148..1597423
                     /locus_tag="BA_1696"
                     /old_locus_tag="BA1696"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25622.1"
                     /db_xref="Pathema:BA_1696"
                     /translation="MYIHIVKYILNIEFAELAKLIEEDLVEDNDELVRVILLKSNIIT
                     ASYVENEGIVFKMEDILFRTEIGIFDLADLCILHEIRKDENVKNTRI"
     gene            1597539..1597691
                     /locus_tag="BA_1697"
                     /old_locus_tag="BA1697"
                     /db_xref="Pathema:BA_1697"
     CDS             1597539..1597691
                     /locus_tag="BA_1697"
                     /old_locus_tag="BA1697"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25623.1"
                     /db_xref="Pathema:BA_1697"
                     /translation="MEQLMGDRYVFKNDINAKLADLFFENGYEEIALNHYQLVNCNQF
                     TKMGYI"
     gene            1597924..1599627
                     /locus_tag="BA_1698"
                     /old_locus_tag="BA1698"
                     /db_xref="Pathema:BA_1698"
     CDS             1597924..1599627
                     /locus_tag="BA_1698"
                     /old_locus_tag="BA1698"
                     /note="identified by match to protein family HMM PF00515;
                     match to protein family HMM PF07719"
                     /codon_start=1
                     /transl_table=11
                     /product="TPR/glycosyltransferase domain protein"
                     /protein_id="AAP25624.1"
                     /db_xref="Pathema:BA_1698"
                     /translation="MKKVLVIAHIFPPLGGSGVQRTLKFIKYLREYNYEPIVVTVGES
                     DFLFKDTSLLKEVPEDINIIRVDEPEAIQKEVLEKTVELYKSLIKEVPILTEYISILK
                     NNLNQLNQVVLPDQYIFWAMHVIEKIQEEIDLNNIDLVYTTSGPYSDHVVGYYYKNKF
                     NKPWVCDFRDEWSNNPYFNYNKDEIMFKIIKSMEETFVQTADLILTTTPLATENYRRI
                     FSLPTDKVVTITNGYDELDFSKIVKKVKMNEKFTIVHNGMLYMIRTPRTFLLALASLI
                     EKGAIDKGKVQVQFSFTENREQWLLESRQLGLEECVTFSDYTEHSVSLQKASEATVLL
                     LIVGPGEKNKSVYPGKIFEYLRLGKPIISLSPIGGVVDTLIQQTKRGYNVDFDNIRGI
                     EQSILQLYKKWEKSRSEDLPVSAEIRRYERKQLTGKLAKQFDKAIVISQDKDNEQIQL
                     ALIREDIRQLINQGMISQAKYLISEYEKTFPITSEIYQMKGIVAFSENNYLDAENFFK
                     LALKLYHFDVDALFNLGYLYEVQEQYDRAVQNYNLALEYCDDELLKEELHSKIRFIQS
                     N"
     gene            1600879..1600974
                     /locus_tag="BA_1699"
                     /old_locus_tag="BA1699"
                     /db_xref="Pathema:BA_1699"
     CDS             1600879..1600974
                     /locus_tag="BA_1699"
                     /old_locus_tag="BA1699"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25625.1"
                     /db_xref="Pathema:BA_1699"
                     /translation="MKKYGIICPTRKANPYKRMTRATKEHFVVPN"
     gene            1600975..1601497
                     /locus_tag="BA_1700"
                     /old_locus_tag="BA1700"
                     /note="transposase, degenerate; an automated process has
                     identified a potential problem with this gene model; it
                     may contain one or more premature stops and/or
                     frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1700"
     gene            1602103..1602780
                     /locus_tag="BA_1701"
                     /old_locus_tag="BA1701"
                     /db_xref="Pathema:BA_1701"
     CDS             1602103..1602780
                     /locus_tag="BA_1701"
                     /old_locus_tag="BA1701"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25626.1"
                     /db_xref="Pathema:BA_1701"
                     /translation="MKGKNSKFLASVCVSSALMVSTVYPSVNAMAAEVAIVKTKAVTV
                     DAITVANNEKEAEDTIKVTGLVTGDIVKVYDAASKGKELGTTKVAENATDATITGKDL
                     LAVAGGTVYVSVQSKDQLESPRTAKKYDTQVSLAPAVKNIVILNNDDADDIVRVTGLE
                     SGDVVKVYGEATGGEVIEKATVQGNKTAVNVKIPQLGIEAGKVYVTVTKPNKDESKRV
                     GKDYIAE"
     gene            1603090..1604992
                     /locus_tag="BA_1702"
                     /old_locus_tag="BA1702"
                     /note="conserved hypothetical protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1702"
     gene            1605093..1605281
                     /locus_tag="BA_1703"
                     /old_locus_tag="BA1703"
                     /db_xref="Pathema:BA_1703"
     CDS             1605093..1605281
                     /locus_tag="BA_1703"
                     /old_locus_tag="BA1703"
                     /note="identified by similarity to GP:20520197"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25627.1"
                     /db_xref="Pathema:BA_1703"
                     /translation="MSKRTKKQFTEREIQILSNNPYVKSVSEKGITYTAKFKHIFIEG
                     NEKGKLPRYIFEDCGFDI"
     gene            1605321..1605500
                     /locus_tag="BA_1704"
                     /old_locus_tag="BA1704"
                     /db_xref="Pathema:BA_1704"
     CDS             1605321..1605500
                     /locus_tag="BA_1704"
                     /old_locus_tag="BA1704"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25628.1"
                     /db_xref="Pathema:BA_1704"
                     /translation="MLLIEKMVYLVYVIHVSKTQEELLRGLTLEEKYACLEAERNSLK
                     AENELQKKSNLWKGG"
     gene            1605688..1606422
                     /locus_tag="BA_1705"
                     /old_locus_tag="BA1705"
                     /note="transposase, degenerate; an automated process has
                     identified a potential problem with this gene model; it
                     may contain one or more premature stops and/or
                     frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1705"
     gene            complement(1606871..1607734)
                     /locus_tag="BA_1706"
                     /old_locus_tag="BA1706"
                     /db_xref="Pathema:BA_1706"
     CDS             complement(1606871..1607734)
                     /locus_tag="BA_1706"
                     /old_locus_tag="BA1706"
                     /note="identified by similarity to SP:Q02551; match to
                     protein family HMM PF00669; match to protein family HMM
                     PF00700"
                     /codon_start=1
                     /transl_table=11
                     /product="flagellin protein"
                     /protein_id="AAP25629.1"
                     /db_xref="Pathema:BA_1706"
                     /translation="MRINTNINSMRTQEYMRQNQDKMNVSMNRLSSGKRINSAADDAA
                     GLAIATRMRARQSGLEKASQNTQDGMSLIRTAESAMNSVSNILTRMRDIAVQSSNGTN
                     TAENQSALQKEFAELQEQIDYIAKNTEFNDKNLLAGTGAVTIGSTSISGAEISIETLD
                     SSATNQQITIKLANTTAEKLGIDATTSNISISGAASALAAISALNTALNTVAGNRATL
                     GATLNRLDRNVENLNNQATNMASAASQIEDADMAKEMSEMTKFKILNEAGISMLSQAN
                     QTPQMVSKLLQ"
     gene            1607990..1608775
                     /locus_tag="BA_1707"
                     /old_locus_tag="BA1707"
                     /db_xref="Pathema:BA_1707"
     CDS             1607990..1608775
                     /locus_tag="BA_1707"
                     /old_locus_tag="BA1707"
                     /note="identified by match to protein family HMM PF01464"
                     /codon_start=1
                     /transl_table=11
                     /product="transglycosylase, SLT family"
                     /protein_id="AAP25630.1"
                     /db_xref="Pathema:BA_1707"
                     /translation="MLVGNIVKEVLAYKKGQIQQKLSSPQAFVSSRFQEKLQSEPAKE
                     TKGTTQLAKVEDMSQPVQSTKIETVVNKPEQSIHKVEEASKPEEKAETKNVDEVQVAQ
                     KEFERRFPETKNEAADTWGLTKKYNIQKIRSSNEGKYEDIIDRVSHTYGIPKTLIQKM
                     IEVESDFNPKTVSHAGAKGLMQLMPANVKEMGIKNPFSPAESIEGGVKELSGYLKKNN
                     GDLVLALASYNAGPGNVRKYGGVPPFKETQGYIKKILNIDVSK"
     gene            1609075..1610065
                     /locus_tag="BA_1709"
                     /old_locus_tag="BA1709"
                     /note="putative flagellar motor switch protein FliM,
                     authentic frameshift; an automated process has identified
                     a potential problem with this gene model; it may contain
                     one or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1709"
     gene            1610076..1610435
                     /locus_tag="BA_1710"
                     /old_locus_tag="BA1710"
                     /db_xref="Pathema:BA_1710"
     CDS             1610076..1610435
                     /locus_tag="BA_1710"
                     /old_locus_tag="BA1710"
                     /note="identified by match to protein family HMM PF01052;
                     match to protein family HMM TIGR02480"
                     /codon_start=1
                     /transl_table=11
                     /product="putative flagellar motor switch protein FliN"
                     /protein_id="AAP25631.1"
                     /db_xref="Pathema:BA_1710"
                     /translation="MKHEVSPVSLMELEDFAGKRNEASKAHIDTVSDISIELGVKLGK
                     ASITLGDVKQLKVGDVLEVEKNLGHKVDVYLSNMKVGIGEAIVMDEKFGIIISEIEAD
                     KKQAALMKAQSQMQDKE"
     gene            1610448..1610768
                     /locus_tag="BA_1711"
                     /old_locus_tag="BA1711"
                     /db_xref="Pathema:BA_1711"
     CDS             1610448..1610768
                     /locus_tag="BA_1711"
                     /old_locus_tag="BA1711"
                     /note="identified by similarity to GP:16410064"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25632.1"
                     /db_xref="Pathema:BA_1711"
                     /translation="MSYMTTLFQVVLLFGALGYGAYYMTKKTRKQQFFKQGENGHIQV
                     KDGVYLNHQTSAFLFEVDGKQVFTVISNNGVQSVQLTGTGNQFQQALEDAVKSETKKV
                     EDPS"
     gene            1610765..1611523
                     /locus_tag="BA_1712"
                     /old_locus_tag="BA1712"
                     /db_xref="Pathema:BA_1712"
     CDS             1610765..1611523
                     /locus_tag="BA_1712"
                     /old_locus_tag="BA1712"
                     /note="identified by similarity to EGAD:18286; match to
                     protein family HMM PF00813"
                     /codon_start=1
                     /transl_table=11
                     /product="putative flagellar biosynthetic protein FliP"
                     /protein_id="AAP25633.1"
                     /db_xref="Pathema:BA_1712"
                     /translation="MRIKKQLSLLAVIFVFSIVFSIIFVNPAYAAQNGFINFENGKEF
                     TSNSSVQLFALVTLLSLSSSIVLLFTHFTYFMIVLGITRQGLGVMNLPPNQVLVGLAL
                     FLSLFTMQPVLGQLKSDVWDPMTKEKITVSQAAETTAPIMKEYMSKHTYKHDLKMMLK
                     VRGEELPKDLKDLSLFTLVPSFTLTQIQKGLLTGMFIYLAFVFIDLIISTLLMYLGMM
                     MVPPMILSLPFKILIFVYLGGYTKIVDIMFKTVA"
     gene            1611557..1611832
                     /locus_tag="BA_1713"
                     /old_locus_tag="BA1713"
                     /db_xref="Pathema:BA_1713"
     CDS             1611557..1611832
                     /locus_tag="BA_1713"
                     /old_locus_tag="BA1713"
                     /note="identified by similarity to EGAD:34114; match to
                     protein family HMM PF01313"
                     /codon_start=1
                     /transl_table=11
                     /product="putative flagellar biosynthetic protein FliQ"
                     /protein_id="AAP25634.1"
                     /db_xref="Pathema:BA_1713"
                     /translation="MNTSPIIDIFQTFFYKGVMILMPVAGVSMIVVIIIAVIMAMMQI
                     QEQTLTFLPKMASIVLVIIILGPWMFQELTTLILDLFDKIPSLLRSY"
     gene            1611848..1612609
                     /gene="fliR"
                     /locus_tag="BA_1714"
                     /old_locus_tag="BA1714"
                     /db_xref="Pathema:BA_1714"
     CDS             1611848..1612609
                     /gene="fliR"
                     /locus_tag="BA_1714"
                     /old_locus_tag="BA1714"
                     /note="identified by similarity to EGAD:8745; match to
                     protein family HMM PF01311"
                     /codon_start=1
                     /transl_table=11
                     /product="flagellar biosynthetic protein FliR"
                     /protein_id="AAP25635.1"
                     /db_xref="Pathema:BA_1714"
                     /translation="MNMELWAATFFAFCRITSFLYFLPFFSGRSIPAMAKVTFGLALS
                     ITVADQVDVSHIKTVWDVAAYAGTQIVIGLSLSKIVEMLWNIPKMAGHILDFDIGLSQ
                     ASLFDVNAGSQSTLLSTIFDIFFLIIFISLGGINYFVATILKSFQYTEAISKLLTTSF
                     LDSLLATLLFAITSAVEIALPLMGSLFIINFVLILIAKNAPQLNVFMNAYVIKITCGI
                     LFIAMSVPMLGYVFKNMTDVLLEEYTKLFNFFLTK"
     gene            1612620..1613666
                     /locus_tag="BA_1715"
                     /old_locus_tag="BA1715"
                     /db_xref="Pathema:BA_1715"
     CDS             1612620..1613666
                     /locus_tag="BA_1715"
                     /old_locus_tag="BA1715"
                     /note="identified by similarity to EGAD:7593; match to
                     protein family HMM PF01312"
                     /codon_start=1
                     /transl_table=11
                     /product="putative flagellar biosynthetic protein FlhB"
                     /protein_id="AAP25636.1"
                     /db_xref="Pathema:BA_1715"
                     /translation="MAKDNKTEKATPQKRKKSREEGNIARSKDLNNLFSILVLAVVVY
                     FFGDWLGFEIANSVSVLFDQIGKNTDSTEYFYMMGILLLKVSAPILILVYAFHLFNYM
                     IQVGFLFSSKVIKPKASRINPKNYFTRLFSRKSLVDILKSLFYMGLIGYVAYVLFKKN
                     LEKIVSMIGFNWTASLTEIIRQIKFIFLAILIILIVLSIIDFIYQKWEYEQDIKMKKE
                     EVKQEHKDNEGDPQVKGKRKNFMHAILQGTIAKKMDGATFIVNNPTHISVVLRYNKHV
                     DAAPIVVAKGEDELALYIRTLAREQEIPMVENRPLARSLYYQVEEDETIPEDLYVAVI
                     EVMRYLIQTNELEV"
     gene            1613690..1615756
                     /gene="flhA"
                     /locus_tag="BA_1716"
                     /old_locus_tag="BA1716"
                     /db_xref="Pathema:BA_1716"
     CDS             1613690..1615756
                     /gene="flhA"
                     /locus_tag="BA_1716"
                     /old_locus_tag="BA1716"
                     /note="identified by similarity to SP:P35620; match to
                     protein family HMM PF00771"
                     /codon_start=1
                     /transl_table=11
                     /product="Flagellar biosynthesis protein FlhA"
                     /protein_id="AAP25637.1"
                     /db_xref="Pathema:BA_1716"
                     /translation="MFKIDSARTYFSIFLAASFVVALLIPLPPFILDIIIVFLLSMSV
                     LIYMRATSINEWDELKSFPTMLLLIGIFRVSINVSTTRAILTNGNAGHVIEEFGQFVI
                     GGNLLIGIVIFTVLIIFQFIVANGASRTAEVAARFTLDSLPGKQMSIDADLNQRIITE
                     KDAQAKRKKLNMEAEFYGAMDGAGKFIKGDVIFGIVILFVNIIFGLIVGMMQQGMSFG
                     EAALHYTQLTVGDGIVNQIGSLMLAISTGIIVTRVFDGSPDTVTEGIFKELLAHEVVV
                     YALGGLFIAMGIFTPLPFLPFALVGGTIIFLGIRNKNRIKKEKEDELQKEIEMIQGED
                     EQLQQVEDSFGVFTDKYPIIVELGLDLAALVKQKINGETARDKVVLMRKSIITDLGIN
                     VPGINFKDNTSFRPRGRYIIRIKGAKAAEGVLKSGYLLALKTPNVMADLDAEPAKDPI
                     FGEDGYWILEHMVQDAQMKGYQVLEPLSILITHLDVVVRRNLHELIQRQHVKDLINSL
                     ENDNGVLLEEIKKKEIDLSLVQNVIKQLLKEGISIRDLPTIIEGIIDGKEIYQNHVDG
                     VTSFVRECISKVICENAKNPDGKIYAALFSDSIELDADVVNNSYQGYLLNWDLDLETR
                     VVEQVQRVFKQARLMGREPVLLTRRKDFRFAIVRLLERYQVEAQVLCISELAPEIVVD
                     QIAYIE"
     gene            1615771..1616226
                     /locus_tag="BA_1717"
                     /old_locus_tag="BA1717"
                     /db_xref="Pathema:BA_1717"
     CDS             1615771..1616226
                     /locus_tag="BA_1717"
                     /old_locus_tag="BA1717"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25638.1"
                     /db_xref="Pathema:BA_1717"
                     /translation="MESTEKKEALMRIKAASKNELYRKLFDQYGTDYYYVVDESVKRN
                     IPFFWKKNYEMLVAFPEDKQEEVNEGTAQFHEQLMDVVNDPSEQIVKANGIQSVLHNL
                     ENVTTPMSYAAMQTGNSEEWARKKEKLLKLFEKGIVVVKQTEETKVTKK"
     gene            1616266..1617078
                     /locus_tag="BA_1718"
                     /old_locus_tag="BA1718"
                     /db_xref="Pathema:BA_1718"
     CDS             1616266..1617078
                     /locus_tag="BA_1718"
                     /old_locus_tag="BA1718"
                     /note="identified by match to protein family HMM PF00448"
                     /codon_start=1
                     /transl_table=11
                     /product="putative flagellar biosynthetic protein FlhF"
                     /protein_id="AAP25639.1"
                     /db_xref="Pathema:BA_1718"
                     /translation="MVVKKEKQESVPFIIQKVIRMLEQNDVEQYFIHAYAEKLKVKFE
                     NATMITEEVIEYILEDMSSHFNTENVFEKEVQTIALIGPTGVGKTTTLAKMAWQFHGK
                     KKTVGFITTDHSRIGTVQQLQDYVKTIGFEVIAVRDEAAMTRALTYFKEEARVDYILI
                     DTAGKNYRASETVEEMIETMGQVEPDYICLTLSASMKSKDMIEIITNFKDIHIDGIVF
                     TKFDETASSGELLKIPAVSSAPIVLMTDGQDVKKNIHIATAEHLAKQMLQTS"
     gene            1617121..1617894
                     /locus_tag="BA_1719"
                     /old_locus_tag="BA1719"
                     /db_xref="Pathema:BA_1719"
     CDS             1617121..1617894
                     /locus_tag="BA_1719"
                     /old_locus_tag="BA1719"
                     /note="identified by similarity to EGAD:12411; match to
                     protein family HMM PF00460; match to protein family HMM
                     PF06429; match to protein family HMM TIGR03506"
                     /codon_start=1
                     /transl_table=11
                     /product="putative flagellar basal-body rod protein"
                     /protein_id="AAP25640.1"
                     /db_xref="Pathema:BA_1719"
                     /translation="MNGLYIGSMGMMNYMQRINVHSNNVANAQTTGFKAENMTSKVFD
                     VQDTYRRGDGAVTNIGSVDYAVVPAATHVNLVQGNIQMTNSDTDFLLDDGTAGTASFF
                     VTSKNNETFLTRDGSFTLNSDRYLQTTSGAFVMGENNERIRIPEGAKVAVQADGTLYD
                     AVTQNNIARLQTKTVGAEANNRLIQRENKSFTLAEGNIADLPNGVGTVKNYMLENSNV
                     DMTKEMADLMTDQRMISASQRVMTSFDKIYEKEANEILR"
     gene            1618012..1618722
                     /locus_tag="BA_1720"
                     /old_locus_tag="BA1720"
                     /db_xref="Pathema:BA_1720"
     CDS             1618012..1618722
                     /locus_tag="BA_1720"
                     /old_locus_tag="BA1720"
                     /note="identified by similarity to GP:10175556; match to
                     protein family HMM PF07973"
                     /codon_start=1
                     /transl_table=11
                     /product="alanyl-tRNA synthetase domain protein"
                     /protein_id="AAP25641.1"
                     /db_xref="Pathema:BA_1720"
                     /translation="MTTALYLEDAYKTSCETEVIKVEGNKVFVKETVFYPTGGGQECD
                     TGVIVQDGFVFEVEKVKKEQGEIVHYIKDGAQVKLGPVKLEINWERRHNLMRHHSLLH
                     LIGAVVYEKYGALCTGNQIYPDKARIDFNELQELSSVEVEGIVKEVNKLIEQNKEIST
                     RYMSREEAENAVGMIKTAINLLPTTIQEIRIVTIENLDEQACGGTHVKNTSEIGTLVI
                     DKVKSKGKQNRRFEVRAI"
     gene            1618740..1619576
                     /locus_tag="BA_1721"
                     /old_locus_tag="BA1721"
                     /db_xref="Pathema:BA_1721"
     CDS             1618740..1619576
                     /locus_tag="BA_1721"
                     /old_locus_tag="BA1721"
                     /note="identified by similarity to EGAD:109967; match to
                     protein family HMM PF01978"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25642.1"
                     /db_xref="Pathema:BA_1721"
                     /translation="MDEIIKELQKLGFSQYECKAYIGLLKHSPVTGYEVSKQTGVPRS
                     MIYEVLGKLMDKGAVHIVPSEPVKYVPVPATELMNRMRKDFEKSFEFLDEKLNGLEQE
                     RQIDVISHIRSNDRVLKEICNIINRAKEELWISVWEDQVHEIEPYIHQKEEEGVHIFS
                     ILFGAPETKIGATFHHNYMTPHVVEKRMGGHLTVIARDGEEVLIANFSNDSTSWAVTT
                     YDPALVLVATEYVRHDIMVEEITKEFGADKLDTLWRENIDLVHVVTGKRTMEGMEDDK
                     DE"
     gene            1619569..1620294
                     /locus_tag="BA_1722"
                     /old_locus_tag="BA1722"
                     /db_xref="Pathema:BA_1722"
     CDS             1619569..1620294
                     /locus_tag="BA_1722"
                     /old_locus_tag="BA1722"
                     /note="identified by match to protein family HMM PF03591"
                     /codon_start=1
                     /transl_table=11
                     /product="AzlC family protein"
                     /protein_id="AAP25643.1"
                     /db_xref="Pathema:BA_1722"
                     /translation="MSKAEAHVALQSDDTFQQGVKDCLPTVFGYLSIGIAAGVIAKTA
                     GFSIIEIAFMSTLIYAGSAQFILAGMYAAGAPASAIIFTVFFVNLRHLLMSAALAPYF
                     TKLPLFKNLLIGSQITDETFGVAVQHAAQKGYLGERWMIGLNVTAYLNWILATIIGGL
                     FGEWIPDPHTYGMDYALPAMFIGLFVLQLISSKPKLAIHLTVAIVAIILAYVSHLFMP
                     DSIAVIIATLLAATIGVVIEKWK"
     gene            1620285..1620596
                     /locus_tag="BA_1723"
                     /old_locus_tag="BA1723"
                     /db_xref="Pathema:BA_1723"
     CDS             1620285..1620596
                     /locus_tag="BA_1723"
                     /old_locus_tag="BA1723"
                     /note="identified by similarity to OMNI:SA0011; match to
                     protein family HMM PF05437"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25644.1"
                     /db_xref="Pathema:BA_1723"
                     /translation="MEMRLDVILLLLAAGAVTLVPRILPLLVFSKLQIPDWGLKWLNY
                     IPIAILAALLAQVLFMHETIQWDYLIAAIPTFLVAIYTRSLLGTVLTGVIVIILLRFF
                     F"
     gene            1620659..1620829
                     /locus_tag="BA_1724"
                     /old_locus_tag="BA1724"
                     /db_xref="Pathema:BA_1724"
     CDS             1620659..1620829
                     /locus_tag="BA_1724"
                     /old_locus_tag="BA1724"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25645.1"
                     /db_xref="Pathema:BA_1724"
                     /translation="MILLTIGAILLTLFIFFIIGFITFMMFVDRATPQIYYTPCESVT
                     VKSKGKHKRKKS"
     gene            1620917..1621501
                     /locus_tag="BA_1725"
                     /old_locus_tag="BA1725"
                     /db_xref="Pathema:BA_1725"
     CDS             1620917..1621501
                     /locus_tag="BA_1725"
                     /old_locus_tag="BA1725"
                     /note="identified by similarity to OMNI:NTL01BH0354; match
                     to protein family HMM PF00440"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, TetR family"
                     /protein_id="AAP25646.1"
                     /db_xref="Pathema:BA_1725"
                     /translation="MAKPNVVNKEKLLQAAKEIIAEHGMEKLTLKAVAESAQVTQGTV
                     YYHFKTKDQLLLEVTEAFCKASWEQIGKDVQLEKALQSAESRCVKDSMYHHLFFQLVA
                     SGLQNDAMKDKIGGLLHYENQQLTRVLNKNIGGTMTSQISTETWSVLCNALIDGLALQ
                     ALFNPSFSSDKVYGDLHLLLEKFIELQKGGNGSE"
     gene            1621488..1621892
                     /locus_tag="BA_1726"
                     /old_locus_tag="BA1726"
                     /db_xref="Pathema:BA_1726"
     CDS             1621488..1621892
                     /locus_tag="BA_1726"
                     /old_locus_tag="BA1726"
                     /note="identified by similarity to EGAD:109113"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25647.1"
                     /db_xref="Pathema:BA_1726"
                     /translation="MVVNNKLWLTILFSIGVWFFASAFFIIFGSSVLLEYTSNRFFLQ
                     LTFLELATAIALYFVMWLYKRLDTTKYAVIKLGICGTAIGLTLDSYILYNSSNIFSQL
                     SSQQIMSFTIWMVIAYALYLIIPFVMERKRLL"
     gene            complement(1622279..1622884)
                     /locus_tag="BA_1727"
                     /old_locus_tag="BA1727"
                     /db_xref="Pathema:BA_1727"
     CDS             complement(1622279..1622884)
                     /locus_tag="BA_1727"
                     /old_locus_tag="BA1727"
                     /note="identified by similarity to EGAD:107301; match to
                     protein family HMM PF01738"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25648.1"
                     /db_xref="Pathema:BA_1727"
                     /translation="MKKKLALIAVHEIYGVNDHMHHVTDHFTSSHIDVFCPNLLQSQH
                     AFPYSDEEKAYHFFMNHIGFEDGKKQIEKFITSLSSSYTHIGLIGFSVGATISWLCSN
                     NPNINFIIGCYGSRIRDYIHMKPTCATLLIFPEKEASFSVSSFIQTLQQQKNPLLEIH
                     QLHGEHGFLNPYTEKYNGHSTKQAYNVIDSFLVKNTLIKEM"
     gene            complement(1622887..1623222)
                     /locus_tag="BA_1728"
                     /old_locus_tag="BA1728"
                     /db_xref="Pathema:BA_1728"
     CDS             complement(1622887..1623222)
                     /locus_tag="BA_1728"
                     /old_locus_tag="BA1728"
                     /note="identified by similarity to GP:17427291; match to
                     protein family HMM PF03992"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25649.1"
                     /db_xref="Pathema:BA_1728"
                     /translation="MASNLEKNNSYYAVIFTSNLSNDTADYSTVADKMEELAKQQPGF
                     LDVESVRDHSGLGITISYWESLEAIENWKQNVLHKEAKKRGREQWYENFHLRICLVEK
                     EFKFHRNTL"
     gene            complement(1623411..1623590)
                     /locus_tag="BA_1729"
                     /old_locus_tag="BA1729"
                     /db_xref="Pathema:BA_1729"
     CDS             complement(1623411..1623590)
                     /locus_tag="BA_1729"
                     /old_locus_tag="BA1729"
                     /note="identified by similarity to OMNI:NTL01BH2056; match
                     to protein family HMM PF08141; match to protein family HMM
                     TIGR02861"
                     /codon_start=1
                     /transl_table=11
                     /product="small acid-soluble spore protein, H-type"
                     /protein_id="AAP25650.1"
                     /db_xref="Pathema:BA_1729"
                     /translation="MNIQRAKELSVSAEQANVSFQGMPVMIQHVDESNETARIYEVKN
                     PGRELTVPVNSLEEI"
     gene            complement(1623657..1624868)
                     /locus_tag="BA_1730"
                     /old_locus_tag="BA1730"
                     /db_xref="Pathema:BA_1730"
     CDS             complement(1623657..1624868)
                     /locus_tag="BA_1730"
                     /old_locus_tag="BA1730"
                     /note="identified by match to protein family HMM PF01381"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein"
                     /protein_id="AAP25651.1"
                     /db_xref="Pathema:BA_1730"
                     /translation="MATLGEKIKALRKEKKLTQTELAGSELTKSMLSQIENGKATPSM
                     KTLQYIAEKLGCETSFLLEEDDDEIVELIQKMERLIKNKCDEVYDTLLPIVQKELPST
                     LNTARLYKQFITAAAVMNDYNIEYYVETAISIFEKYTLYRESTETKLLFYYMLFKQKK
                     YKECLQMIATIRDEYKAKNLEMDLITHIQLYLKEAIILLAYGNYEKCEKVILDALAFS
                     KKHQVYYKTDEFYRILSYQKIITTDKEQYLYYIKKSEQFAIFTEDTLSAANIDILKAY
                     YYNTVTNEYTIALEHLEQFREKLKNDPIFQDDGLYYLEKGKSLYGLKRYKEALETLKH
                     ATIPDYMNHPLDQSWVLTAGSYRALCYIELQDKKSALTEAKEAVQAIDSYPDSIFTSF
                     IKETLQIIQKL"
     gene            1624988..1626256
                     /locus_tag="BA_1731"
                     /old_locus_tag="BA1731"
                     /db_xref="Pathema:BA_1731"
     CDS             1624988..1626256
                     /locus_tag="BA_1731"
                     /old_locus_tag="BA1731"
                     /note="identified by similarity to EGAD:164547; match to
                     protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative permease"
                     /protein_id="AAP25652.1"
                     /db_xref="Pathema:BA_1731"
                     /translation="MEDVSIGQTDSRMKIATRNIILMMIGKMTSLLGASIYTFAMGLY
                     VLKTTGSGMGFATTLVCGSLPRMICGPIAGAVADRVSRRWLVIGTDLLSSLTMLIMFI
                     LATIFGPSLPFIYISAALLSICASFYSVALTSSIPNLVDEGRIQKASALNQTAASLSN
                     ILGPIIGGVVFGFLSIQSFFLLNSITFFLAVILQLFIVFDLYKKEVAESKEHFLTSIK
                     EGFSYVKRQHEIYGLMKIALWVNFFACGLTVALPYIIVHTLHLSSKQLGTVEGMLAVG
                     MLMGAITLSVRKEVNNPFRSIYTGLFLFAGLSLCTVFPLLVTIPKVASFIYYIAFMML
                     TGIAIMIVNIPMQVHMQKTTDPSYLGRVFGLLETIATAIAPLGMIVYGLLLDMLPTSI
                     VMMTIGGGLLLVVLVGVRQHMAKKQVDVSA"
     gene            1626362..1626889
                     /locus_tag="BA_1732"
                     /old_locus_tag="BA1732"
                     /db_xref="Pathema:BA_1732"
     CDS             1626362..1626889
                     /locus_tag="BA_1732"
                     /old_locus_tag="BA1732"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP25653.1"
                     /db_xref="Pathema:BA_1732"
                     /translation="MKKLSFVMLFLLVVMAGCSNYDTYIETGMQSLKDEKYSDATMWF
                     EKAEKEKSGNEAKSYKEMAEKMDHGATALKDGKYLEAKDIANEVLQMKKDDALETAVT
                     SNAENMLQKAKDVEKKVNERVAKRRKVEEEEGIDKLIKAVDSIDDVKEKEKKVSEALD
                     KAEEAQAKIEAKKNK"
     gene            complement(1626930..1627823)
                     /locus_tag="BA_1733"
                     /old_locus_tag="BA1733"
                     /db_xref="Pathema:BA_1733"
     CDS             complement(1626930..1627823)
                     /locus_tag="BA_1733"
                     /old_locus_tag="BA1733"
                     /note="identified by match to protein family HMM PF00126;
                     match to protein family HMM PF03466"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, LysR family"
                     /protein_id="AAP25654.1"
                     /db_xref="Pathema:BA_1733"
                     /translation="MNLLKLEIVVLIKKYKKLTIVAEKLGVKQPTITFHIKSLEEELG
                     VSLFELRSGRYFLTEAGEALHHYACKIDALMKEARRVTQEFKDFHKGAITIGASYVPA
                     TYLLPEIVYQFQCEFPNIKITLMVKTAPEIRTMLQNHEINLGVISAAPFDESLLKQTN
                     VMPDTLVLAFSKEHHFSKKENVSLQDIEKERILLHRNPSTTRDLLTKWMLAHNITFQS
                     EIELDSLETMKQILKYGNGVAFISKLAIEQEVQRNELRYIPIPEFEFQRNIYTIHHED
                     RWNSKIISFLLQSITSYAEKS"
     gene            1627986..1628942
                     /locus_tag="BA_1734"
                     /old_locus_tag="BA1734"
                     /db_xref="Pathema:BA_1734"
     CDS             1627986..1628942
                     /locus_tag="BA_1734"
                     /old_locus_tag="BA1734"
                     /note="identified by similarity to GP:15023732; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP25655.1"
                     /db_xref="Pathema:BA_1734"
                     /translation="MDIQISGLEKNFGKTQALKPLQIVMKQGEFTTLLGPSGCGKTTL
                     LRMIAGLEEPDKGEIYFGDTCMYSSTKKIKTSPHERNIGMVFQDFALWPHMTVFENVA
                     FGLRATKQTNQLREKVEEAIKRVRLQGMEKRYPHELSGGQQQRVAFARAIVTKPHFIL
                     FDEPLSALDAILREEMRLELMDIVHSIGLTALYVTHDQTEAMSMSDQIIVMKQGEVLQ
                     KGTPEDIYVKPSHEFVAKFVGKANWLVEGKQMVRPEHVSWTKNEVCEIYTGEIQHVTY
                     VGERYEVKVNMGTLGIWTAYHNSKLSIGKPVSLYVPKNVFII"
     gene            1628955..1629980
                     /locus_tag="BA_1735"
                     /old_locus_tag="BA1735"
                     /db_xref="Pathema:BA_1735"
     CDS             1628955..1629980
                     /locus_tag="BA_1735"
                     /old_locus_tag="BA1735"
                     /note="identified by similarity to GP:17740469; match to
                     protein family HMM PF01547"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter, substrate-binding
                     protein"
                     /protein_id="AAP25656.1"
                     /db_xref="Pathema:BA_1735"
                     /translation="MKKFSSLKSLFVCTLLFSAVVTGCSSKTGNVDAKSKTTNEKKIV
                     VYSAGPKGLAEKIQKDFEKKTGIKVEMFQGTTGKILARMEAEKKKPVVDVVVLASLPA
                     MEGLKKDGQTLAYKEAKQADKLRSEWSDDKGHYFGYSASALGIVYNTKNVKTAPEDWS
                     DITKGEWKGKVNLPDPALSGSALDFVTGYVKKNGKDGWDLFEQLKKNEVTVAGANQEA
                     LDPVVTGAKDMVIAGVDYMTYSAKAKGEPVDIVYPKSGTVISPRAAGIMKDSKNVEGA
                     KEFIDYLLSDDVQKQISKAYLLPGRTDIKAENRPNVEEIPVLNIDWKTVEKEQDEIGK
                     QFKKVFQ"
     gene            1629993..1631663
                     /locus_tag="BA_1736"
                     /old_locus_tag="BA1736"
                     /db_xref="Pathema:BA_1736"
     CDS             1629993..1631663
                     /locus_tag="BA_1736"
                     /old_locus_tag="BA1736"
                     /note="identified by similarity to OMNI:NTL01PM1457; match
                     to protein family HMM PF00528"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter, permease protein"
                     /protein_id="AAP25657.1"
                     /db_xref="Pathema:BA_1736"
                     /translation="MVNRFVSVRQVGMTVALLLVAMLIVIPLFLILLSSVYENSSWNF
                     LKPFEVMQSSGLAGIFLNSMLLGVLVVIGATVFAFPLAFIMSKTDVGKHSKLDIVFMI
                     PFMTPPYIGSMGWILFMQPNGYFEQFFPMLKTISSSFFSLGGMVLIMSLHLFPFLYFM
                     LKNTLLQIGSSKEEAAAVHGGSFFYRLRKIILPLLVSSYVMGALLIFVKTIAEFGTPA
                     TFGRRIGFHVLTSEIHKFISSWPIDFSSATALSSLLLSACMLIWYMQNVLNRKYSYAM
                     VSGKGVKSKRYTLSIFARVVAWFYVIGLLIVSIGIPYFSILIASLSKLRGGGLHVNNF
                     TTSHYEALFTIGSPGLEALWNSFLFSLITAIIAVMIGVFLALMIRKGKKSSEKWLDMC
                     GMLPNMVPGIVMVVGLILFWNSPYMPLSIYNTPVMVIVTYVVLFLPYTVQYVKASLGQ
                     IDDSLVQAGSIFSGNYIYIFRKIILPLIIPGILAGWAMTFTISIRELVASLLVLPPSV
                     ETSATFIFAQFEQGEVSIGMAMAVVSVGLTTLCLLLLQHMEQKRKGVA"
     gene            1631663..1632922
                     /locus_tag="BA_1737"
                     /old_locus_tag="BA1737"
                     /db_xref="Pathema:BA_1737"
     CDS             1631663..1632922
                     /locus_tag="BA_1737"
                     /old_locus_tag="BA1737"
                     /note="identified by match to protein family HMM PF00753;
                     match to protein family HMM PF07521"
                     /codon_start=1
                     /transl_table=11
                     /product="metallo-beta-lactamase family protein"
                     /protein_id="AAP25658.1"
                     /db_xref="Pathema:BA_1737"
                     /translation="MRVEVWGGAGEYGRSCYFVKNKETKILFDCGINRSYEDSYPKIE
                     REVVPFLEAVFLSHIHEDHTMGLPLLAKYGYKKKIWTTRYTKEQLPAYYEKWRNYNVT
                     QGWNVPYNDQNVKDLNYIYVDEISNPNEWIQITPTLRFQWGYSGHVLGSVWFLVDMSH
                     TYVFYSGDYSAESNILRANLPEKLRGDIKVAIVDAAYHTDDVSQRERVNELCTEIERA
                     AGNKGIALLPLPPLGRAQDIVLYLYEKYKEFPIIVDQEILDGFDEMFLYKDWIKNNKE
                     LEELMESLKRNIIVMDDDGGTQHSCGIVVMSDANMQTKRAQLYYEQIRHEERNSIIFT
                     GHVAKGSFAEKVLKERIGKECRVKRVPYKVHQSIRDVKEMLNTLLPEHTVLVHALKED
                     TDRLQKKLSTAGYENVYSLTMERIEVI"
     gene            1632943..1633776
                     /locus_tag="BA_1738"
                     /old_locus_tag="BA1738"
                     /db_xref="Pathema:BA_1738"
     CDS             1632943..1633776
                     /locus_tag="BA_1738"
                     /old_locus_tag="BA1738"
                     /note="identified by similarity to GP:13278507"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25659.1"
                     /db_xref="Pathema:BA_1738"
                     /translation="MKKVFVFVSIFFCCFLYSDKEGFAASPMTPSFEVKLLLKPEQVL
                     GPNKEMKQDVLEHFQAGTNYERIQVQFLDTENKNLSNEGWFARIRKKEFSKDFELTYK
                     KRYPIPNGVIQDALEVAKNDGFDSKTDNYDAEIDWGFEKKTLSISNKKSYSAKGYGVL
                     DLPDEQAAQNMLIEKLPGKMNKWLYTNWGEEMLKNSRIYGPVLMKRYTAEFENIKTNI
                     EVWPLSNTGKIEDDFVIEVSFKTNEASIAKEQREVLMQSLDQKGWLLPKDSLKTELIF
                     Q"
     gene            complement(1633826..1634247)
                     /locus_tag="BA_1739"
                     /old_locus_tag="BA1739"
                     /note="conserved hypothetical protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1739"
     gene            1634471..1634632
                     /locus_tag="BA_1741"
                     /old_locus_tag="BA1741"
                     /db_xref="Pathema:BA_1741"
     CDS             1634471..1634632
                     /locus_tag="BA_1741"
                     /old_locus_tag="BA1741"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25660.1"
                     /db_xref="Pathema:BA_1741"
                     /translation="MSTVAIVYGIILSTIIVLFFVGVSRYIHKWKESVAKLNHIEEEL
                     SDLMLHHGK"
     gene            1634792..1635427
                     /locus_tag="BA_1742"
                     /old_locus_tag="BA1742"
                     /db_xref="Pathema:BA_1742"
     CDS             1634792..1635427
                     /locus_tag="BA_1742"
                     /old_locus_tag="BA1742"
                     /note="identified by similarity to OMNI:NTL01BS03319;
                     match to protein family HMM PF00190"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25661.1"
                     /db_xref="Pathema:BA_1742"
                     /translation="MGSSGYVPDNKNLKKSSGTPNLFFDSRKNVFFKRDKKNVAYEVT
                     STQLPAMIGGAFVDLFMTKGHMREPHWHPNAWELDVVVSGEAITSILNPETNQLQNYH
                     VKAGQTVFIPMGWWHWITAVTEEVQLHLFFNNDQFETAEGSDILRLTPPEVFQAAYGV
                     SAEKLEKDLSPIKESVVIGPPNSNRISSVKESDESNIVVTLNGQITPCEIE"
     gene            1635529..1636620
                     /locus_tag="BA_1743"
                     /old_locus_tag="BA1743"
                     /db_xref="Pathema:BA_1743"
     CDS             1635529..1636620
                     /locus_tag="BA_1743"
                     /old_locus_tag="BA1743"
                     /note="identified by similarity to GP:19712798"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25662.1"
                     /db_xref="Pathema:BA_1743"
                     /translation="MNILKIIGIVAGVIIVAVIAFFVIMKYYLSKEDPNYVLKYIKEH
                     KDDKTCSLFIKRNGEVITSINENKKLPLASMAKIVIAVEFAKQVSEGKISRDEQISLH
                     ELNKYYVKDTDGGAHPDWLEDARARELVKNGQITLEEVAKGMIHYSSNANTTHLLDKL
                     GIERVNESIKELELTSHDKFSSYTASLYMRGYVEKELHEPENQSLEKIRNMSQDEYNQ
                     HVLQIHEWMKDEEEWKKRDIPLKVDMKFQRIWSDRLVGANAKDYMSIMEKINSRKYFP
                     KPMQEEIENIFKGTVKNSKFEYAGQKGGSTAFVLTKSLYTTDKKGNKVEVVIMFNDIE
                     DQVAYQKLRNNVDYFIRDIITSEEFKNKL"
     gene            1636671..1637312
                     /locus_tag="BA_1744"
                     /old_locus_tag="BA1744"
                     /db_xref="Pathema:BA_1744"
     CDS             1636671..1637312
                     /locus_tag="BA_1744"
                     /old_locus_tag="BA1744"
                     /note="identified by similarity to EGAD:108799"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25663.1"
                     /db_xref="Pathema:BA_1744"
                     /translation="MRLNEYMLETFPNLELRPPLFYNGDTGIRFRLGVNYDCNNIYEN
                     CLYLEVVYNRAITLFQSLHATEDDIYIVVDVNDYADGESFKHKLNIFSKYVKAKSDLF
                     KLQKNTIPYVFPEDDEDGVYKMHRYILKCKVSDLKYIPMLKAICNQDMGIKPRIVHRV
                     YFINSNKNTIFHVYDDRGCDVLATSPNTIRDIYHTYNDWILEYDRNKIDKVFN"
     gene            1637471..1638046
                     /locus_tag="BA_1745"
                     /old_locus_tag="BA1745"
                     /db_xref="Pathema:BA_1745"
     CDS             1637471..1638046
                     /locus_tag="BA_1745"
                     /old_locus_tag="BA1745"
                     /note="identified by match to protein family HMM PF00300"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphoglycerate mutase family protein"
                     /protein_id="AAP25664.1"
                     /db_xref="Pathema:BA_1745"
                     /translation="MTTIYFVRHAHSTYTKEERERPLSEKGHCDAENVTSLLKDKHID
                     VVISSPYKRAVQTVQGIANTYHVSIEIEEGLRERLLSSEPIADFNDAIENVWEDWSFA
                     YEGGESNDVAQRRAVICMQSILKKYKGKNIVIGTHGNIMVLLMNYFDSKYDFRFWKTL
                     RMPDIFKLNFHNEDLVSAERIENTGHQINNL"
     gene            1638136..1638507
                     /locus_tag="BA_1746"
                     /old_locus_tag="BA1746"
                     /db_xref="Pathema:BA_1746"
     CDS             1638136..1638507
                     /locus_tag="BA_1746"
                     /old_locus_tag="BA1746"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25665.1"
                     /db_xref="Pathema:BA_1746"
                     /translation="MFEKEKEGLIEVHNVYEIAPADGTIIGMATEEEMEIAAELELQY
                     YAHSRLLETNIQLDGSSYKELLQEFQEYERKSMSFWRAIHKRLAVPWAWVLRIDVANG
                     PIYVSNGNSYYEEIDDEEDYE"
     gene            complement(1638526..1639386)
                     /locus_tag="BA_1747"
                     /old_locus_tag="BA1747"
                     /db_xref="Pathema:BA_1747"
     CDS             complement(1638526..1639386)
                     /locus_tag="BA_1747"
                     /old_locus_tag="BA1747"
                     /note="identified by match to protein family HMM PF00561"
                     /codon_start=1
                     /transl_table=11
                     /product="alpha/beta hydrolase family protein"
                     /protein_id="AAP25666.1"
                     /db_xref="Pathema:BA_1747"
                     /translation="MGQTIEVYIKGCNTQTVVIQTGMGCSFYDWFPIIEKLSQHFTVV
                     SYHRPGYGKSDLGNDSRTIRKVTKELHMLLQKLAIHEPIILIGHSYGGLCAQHFTMLH
                     EDKLQALILVDSTSMNLHRLDELHLPISDQTDSDDMWLQKYNTYSKMDVDMLSNRLKP
                     MLAGQSRQQIEFSTSPSLYKATASELSEWKNCALSLKELYKTLEIPLIVIGRDPQYAI
                     TQLIKSGMPIEEATQLEAMWQELIHEQLKLSMNSQYILAEHAGHGIENDRPDIIIEAV
                     HSLKIKKGSN"
     gene            complement(1639419..1639766)
                     /locus_tag="BA_1748"
                     /old_locus_tag="BA1748"
                     /db_xref="Pathema:BA_1748"
     CDS             complement(1639419..1639766)
                     /locus_tag="BA_1748"
                     /old_locus_tag="BA1748"
                     /note="identified by similarity to OMNI:NTL01BH0645"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25667.1"
                     /db_xref="Pathema:BA_1748"
                     /translation="MHFLVKVIVSALIIGVITEVAKHYSTIGGFIAALPLVSLLSLFW
                     ISFEGGNKQELSQFALGVLYGFPASALLLFIVYIGLKNSFSLSTSVLFGIGVWCLVSG
                     VLFSLVKNYFKLS"
     gene            complement(1639750..1640158)
                     /locus_tag="BA_1749"
                     /old_locus_tag="BA1749"
                     /note="putative transcriptional regulator, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1749"
     gene            complement(1641153..1642976)
                     /gene="asnO2"
                     /locus_tag="BA_1751"
                     /old_locus_tag="BA1751"
                     /db_xref="Pathema:BA_1751"
     CDS             complement(1641153..1642976)
                     /gene="asnO2"
                     /locus_tag="BA_1751"
                     /old_locus_tag="BA1751"
                     /EC_number="6.3.5.4"
                     /note="identified by similarity to SP:O05272; match to
                     protein family HMM PF00310; match to protein family HMM
                     PF00733; match to protein family HMM TIGR01536"
                     /codon_start=1
                     /transl_table=11
                     /product="asparagine synthetase, glutamine-hydrolyzing"
                     /protein_id="AAP25668.1"
                     /db_xref="Pathema:BA_1751"
                     /translation="MCGITGWVDWKEDLSNQHVILKKMANRIQHRGPDAEGFWFSPRA
                     AFAHRRLIVIDPEGGAQPKTFRAGDYTYALTYNGEIYNFRELREQLQKCGHTFETHSD
                     TEVLLHAYLEWKEDCVQHLNGIFAFALWDDQKQRLFLARDHLGVKPLFYTERNDSIIF
                     GSEIKALLAHPSVPAEIDADGINEIFGLGLFRTPGCGVFKHIEEVRAGHSITFTRDKK
                     VVTKYWNLESKVHTDSIEDTSSHILSILQDTVKRQLIADVPLVCMLSGGLDSSGITAL
                     AGKEFAAENKTLHTYSVDFVNSAKDFELTFARTGLDAPWVKRVSEHVGTSHHDIIVNA
                     EELANHLFVPLRAKDLPSAGEMETSLYLLFCEMKKDATVALSGESADEVFGGYPWFHQ
                     EELLYVDKFPWLTNWKNTSPLLLHEISNQCNLENYIDTRFQEAILEVPTLEGESKKSA
                     KQRQMFYLFLTRFLPFLLDRKDRMSMAVGFEVRVPFCDYRLVEYLWNVPFNIKSIDNI
                     EKGILRRALKPALPDDVRNRRKSAYPTSQDPQYLQTIRHLSLDMCSNKNNPIFSLINH
                     STLLAIADGSNKEINNFEARSAMEYMLQVNEWLKTYHIHIA"
     gene            1643241..1643807
                     /locus_tag="BA_1753"
                     /old_locus_tag="BA1753"
                     /db_xref="Pathema:BA_1753"
     CDS             1643241..1643807
                     /locus_tag="BA_1753"
                     /old_locus_tag="BA1753"
                     /note="identified by match to protein family HMM PF04542;
                     match to protein family HMM PF04545; match to protein
                     family HMM PF08281; match to protein family HMM TIGR02937"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA polymerase sigma-70 factor, ECF family"
                     /protein_id="AAP25669.1"
                     /db_xref="Pathema:BA_1753"
                     /translation="MKSNEKDYIKRLKRQKEDALEFVVDTYLPLIKGITHKVLFPVQN
                     DGLIEECVNDIFLSIWNNANKFHGEPSDFKKWVAAIAKFKAIDYYRKATKKVEIISDE
                     FHISTEKSAEDELIVMEDREELLKLINQLEPLDQKVFIMKYLLGMKTEEIGDKLGLTR
                     AAIDNRVYRGKKKLQQNATNISFGGSAI"
     gene            1643804..1644904
                     /locus_tag="BA_1754"
                     /old_locus_tag="BA1754"
                     /db_xref="Pathema:BA_1754"
     CDS             1643804..1644904
                     /locus_tag="BA_1754"
                     /old_locus_tag="BA1754"
                     /note="identified by similarity to EGAD:105921"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25670.1"
                     /db_xref="Pathema:BA_1754"
                     /translation="MKDIYELLNDIDIDEKELEEIEASEIEKEKVKRNVKQSIRTKKK
                     MKSWKKGVAAASILVGLSVTTLGIGFPTYAGGLPIVGDIFRFLDNGRTGLYENYKEFS
                     TELNMTRESNGVKVTINDVISDGRTLSITYSLESEQDLGDDPIILGGLDIMDAHGSSG
                     SGKMTKVTEKKYVGMVTTTHHDSNKKDKVNFRWNIEGIEIPDRKKSIQGHWNFALTVK
                     SMDSKERTIGGSSEKEGIKANMEKVAMSPVSFILYYNQEVSKGARKEWDSVDVELTVK
                     DDLGNDYSGEGNGGSGNDPYNIRWSATFQKLNENATKLIVTPRVHLRVHTPENHGGVE
                     YVNGKEKKIEVPNKEAKKKDIVLDDIVIDLKK"
     gene            complement(1644944..1645996)
                     /locus_tag="BA_1755"
                     /old_locus_tag="BA1755"
                     /db_xref="Pathema:BA_1755"
     CDS             complement(1644944..1645996)
                     /locus_tag="BA_1755"
                     /old_locus_tag="BA1755"
                     /codon_start=1
                     /transl_table=11
                     /product="BNR repeat domain protein"
                     /protein_id="AAP25671.1"
                     /db_xref="Pathema:BA_1755"
                     /translation="MERELIVVKERYGNYETAYHLQNMQPTCIAVDPFQKNRVYCGTF
                     GRGLWLSDDSGDSWRPIGDSYRYFDFPKEDGILHSSITSITISPNEKVNGYGVVYVGT
                     EPSALFCSENGGETWTELKNMKSLLSSYTWAFPPRPFTHHVRWITVDPQNPNTIHVSI
                     EAGAVIQSNDKGHTWIDKKFGAPIDAHQLLMHPEAPNRLYASCGDGFMGGPDRAYLES
                     YNSGNSWISRSEGLEHHYLYSMAIDPADCNTILVSAAPSADLAHHRIPYESYIYRKTK
                     DTPFEQVQQGLPSAIGTVISMFATNPAEPHTFYTLNNNGVFQSNDSGESWEQLNIPWK
                     GEYKTQHPHALLVTTP"
     gene            1646208..1647107
                     /locus_tag="BA_1756"
                     /old_locus_tag="BA1756"
                     /db_xref="Pathema:BA_1756"
     CDS             1646208..1647107
                     /locus_tag="BA_1756"
                     /old_locus_tag="BA1756"
                     /note="identified by match to protein family HMM PF01545;
                     match to protein family HMM TIGR01297"
                     /codon_start=1
                     /transl_table=11
                     /product="cation efflux family protein"
                     /protein_id="AAP25672.1"
                     /db_xref="Pathema:BA_1756"
                     /translation="MGHSHNHGHSKNKKALLLAFLLTTSFMIAEVIGGFVTNSLALLS
                     DAGHMLSDAVSLALSLLAFKLGEKTATAAKTYGYKRVEMLAALCNGVVLIVVSVYIFI
                     EAIRRFKEPVEIASNGMLIIAVLGLLINILSAWILMRGGDVKGNLNLRSAFLHVLGDL
                     LGSVGAIIAALLIKFFGWTAADAIASILVSILVIISGWRVTRDTVHILMEGAPQHINV
                     EEVKSTLLNITVVKEVHDLHIWSVTSDFQVLTCHLIIKGNETQSVLKEATEVLKEKFH
                     VEHVTIQVEIDGEFHHSETTCKV"
     gene            1647301..1647471
                     /locus_tag="BA_1757"
                     /old_locus_tag="BA1757"
                     /db_xref="Pathema:BA_1757"
     CDS             1647301..1647471
                     /locus_tag="BA_1757"
                     /old_locus_tag="BA1757"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25673.1"
                     /db_xref="Pathema:BA_1757"
                     /translation="MSSQLRFAVENRKRHLIDVLIGAGVFKIRDRQLYELSLEELEKE
                     YEDMEDYADIQA"
     gene            complement(1647528..1648199)
                     /locus_tag="BA_1758"
                     /old_locus_tag="BA1758"
                     /db_xref="Pathema:BA_1758"
     CDS             complement(1647528..1648199)
                     /locus_tag="BA_1758"
                     /old_locus_tag="BA1758"
                     /note="identified by similarity to GP:17985222; match to
                     protein family HMM PF00392; match to protein family HMM
                     PF07729"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, GntR family"
                     /protein_id="AAP25674.1"
                     /db_xref="Pathema:BA_1758"
                     /translation="MPIPQNYKKQGRVSAKSLVLNQLQDWIIEGVLKPDEKINDGELA
                     EALGVSRTPVREALQILELSGLVEMVPGQKTKIAPIKLDDIPTIYETMAGLHSIIGKQ
                     ALQHTTEADLKLLSEINNDFQYSIEKKNAKQALELDIQFHNVISSIAKNQYIEPFLEN
                     MQLHVLRLEYLFFQNFVPASQSIDEHHAIIQALQKQDEKQMEQMMTQNWLRPMKEIQK
                     IISTK"
     gene            complement(1648216..1649184)
                     /locus_tag="BA_1759"
                     /old_locus_tag="BA1759"
                     /db_xref="Pathema:BA_1759"
     CDS             complement(1648216..1649184)
                     /locus_tag="BA_1759"
                     /old_locus_tag="BA1759"
                     /note="identified by similarity to SP:P96661; match to
                     protein family HMM PF00892"
                     /codon_start=1
                     /transl_table=11
                     /product="transporter, EamA family"
                     /protein_id="AAP25675.1"
                     /db_xref="Pathema:BA_1759"
                     /translation="MMDPNRLKGIIMVVIGACLWGLSGTAAQQLFQYDNISTEWLVTI
                     RLLISGIILLIIASFGTSKKEIFGIWKQRSDAYKMILFGLFGMLAVQYTYFASIKEGN
                     AAVATLLQYLAPIFITVYLLFKWNVRPSKIDFISITLSLVGTFLLLTNGSVHNLAVST
                     PAIIWGILSGLSLAFYSLYSKGLLERWSSSVIVGWGMIIGGIGVTIVHFISTKEFILL
                     STVKYVKLSTLPLITFVVIFGTLIAFYLYLDSIRYLTPKETTLFGCTEPLAAIISSVL
                     ILHVPFQSFQLLGAFCVIVMVLILSQKPDEGKPELKLVHEKKENIQ"
     gene            complement(1649367..1650554)
                     /locus_tag="BA_1760"
                     /old_locus_tag="BA1760"
                     /db_xref="Pathema:BA_1760"
     CDS             complement(1649367..1650554)
                     /locus_tag="BA_1760"
                     /old_locus_tag="BA1760"
                     /note="identified by match to protein family HMM PF02492;
                     match to protein family HMM PF07683"
                     /codon_start=1
                     /transl_table=11
                     /product="putative cobalamin synthesis protein"
                     /protein_id="AAP25676.1"
                     /db_xref="Pathema:BA_1760"
                     /translation="MKKIPITVLSGFLGSGKTTLLHHILTNKNNLKVAVIVNDMSEVN
                     FDASLIKKGGFSRTEEKLVEIQNGCICCTLREDLIIEVNRLVENGDIDYIVIESSGIS
                     EPIPVAQTFTYTDDVLNIDLTKNCRLDTMVTVVDANRFWDDFADGESLLDRKQAINEN
                     DTREVIDLLIDQIEFANVIILNKIDLLEKEDVIELHQLLQKLNPNAKIIESSFSNVPL
                     QEILNTNVFNYEEASQSAGWIQELNSEHHTPETEEYGINSFVYRRKYPFHPERLMNWL
                     EKWPVDVVRAKGFFWLASRNNMIGLLSQAGSSITIQGAGEWIAALPETERNQMIIEEP
                     EVLKNWDKQYGDRITELVFIGIDMNRSLIEQSLDDCLLTEKEMTQNWNTFIDPIPAFT
                     YTS"
     gene            1650742..1651719
                     /locus_tag="BA_1762"
                     /old_locus_tag="BA1762"
                     /db_xref="Pathema:BA_1762"
     CDS             1650742..1651719
                     /locus_tag="BA_1762"
                     /old_locus_tag="BA1762"
                     /note="identified by match to protein family HMM PF03773"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25677.1"
                     /db_xref="Pathema:BA_1762"
                     /translation="MVFNRVSKELAGIVLIVIFLFLLFLVDFTSLANLHKSMPQVWLN
                     VNTLFLSIIFEAIPFILLGIIVSSLIQVFVTEDMIQKVMLRSPIVAMIPAVFVGILFP
                     MCECVIIPIVRRLIQKGLPLHVGIVILLSAPIMNPVVLLSTIYAFQKNDYVVYARFGI
                     TIFVALFIGLIVYHRYRERNVLKDVEGSVQKSKNKSWKDVMNHTVDEFFDTGKYLLMG
                     AFLASVFQTFFDRNVLDTVAHNEVVAPIIMMGFGYVLSICSSADAFIAASFGQVFSVK
                     ALLAFLVFGPMLDMKNTLMLFAYFQKKFVFFLIGIIILSVYTIVQITRL"
     gene            1651733..1652605
                     /locus_tag="BA_1763"
                     /old_locus_tag="BA1763"
                     /db_xref="Pathema:BA_1763"
     CDS             1651733..1652605
                     /locus_tag="BA_1763"
                     /old_locus_tag="BA1763"
                     /note="identified by similarity to EGAD:108890; match to
                     protein family HMM PF09323"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25678.1"
                     /db_xref="Pathema:BA_1763"
                     /translation="MEKEEQKAYHRYIRGIILIGLAMLLFKLLVTGNIYNFIAPKMIK
                     FTYIAFVVLLLLGSLQVWRDGREKQDDCNCCKYHTASKLGMKSLFVYVLFVVPIISAF
                     LFGSVTIDGSLAGKRGMNQSVQARSMEKNEKEGIRANSDSKEQDETSNLKVTEQVEEQ
                     LTKSMLGQRKIQVEDKDYVQTMGIIGQDVNGFKGKELTFTGFIYKDKDVRGNKAVVAR
                     YGITCCIADASVWGMIVTGQNVEKFPEETWVKVTGILDKTTYKRMPFPLVKISKLEKI
                     NKPADPYVYDALLQ"
     gene            1652718..1653377
                     /locus_tag="BA_1764"
                     /old_locus_tag="BA1764"
                     /db_xref="Pathema:BA_1764"
     CDS             1652718..1653377
                     /locus_tag="BA_1764"
                     /old_locus_tag="BA1764"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by similarity to EGAD:97182"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25679.1"
                     /db_xref="Pathema:BA_1764"
                     /translation="MNWVTHKPTFEFDNFSPFIRANTAWLGHLEFAYDLVRFEKPEIL
                     VELGTHMGASFFSFCQGVKDGGLATKCFAVDTWTGDGHTGPYGEGVFHIVDKVVKTSY
                     PNIGNLIKSTFDEAVDQFQDGTINLLHIDGYHTYEAVSHDYKTWLPKLADNGIVLFHD
                     IEVKDRNFGVYKFWDEVKAKYPHFQFQHSYGLGVLFPKGCSDRFKEILKNKEEIQDMY
                     K"
     gene            1653710..1655113
                     /gene="nhaC2"
                     /locus_tag="BA_1766"
                     /old_locus_tag="BA1766"
                     /db_xref="Pathema:BA_1766"
     CDS             1653710..1655113
                     /gene="nhaC2"
                     /locus_tag="BA_1766"
                     /old_locus_tag="BA1766"
                     /note="identified by similarity to SP:P54571; match to
                     protein family HMM PF03553; match to protein family HMM
                     PF03600; match to protein family HMM TIGR00931"
                     /codon_start=1
                     /transl_table=11
                     /product="Na+/H+ antiporter NhaC"
                     /protein_id="AAP25680.1"
                     /db_xref="Pathema:BA_1766"
                     /translation="MKSVRLPSMLEIIVLLLLFLAVVFSFQTIFDLPIQLALFISWFL
                     VIALGLRLGFRYQELQDAITKGISNGLEAILILVAVGALIGTWIAGGIVPTLIYYGLE
                     FIHPSIFLLATLIICSITSIATGTSWGTVGTAGIAMMAIGEGLGLPLPLVAGAVLSGA
                     YFGDKLSPLSDSTVLAASMAKVDVIAHVRAMLVLDVPAYIITSIMFTVAGWMYGGDNV
                     DLNRVEFLKESLLKHFDIKIWMLVPAIIVIVLLAMKKPSMPTIAMGALLGAIWATVFQ
                     GMHFGDAIGTAYNGFSIQSGVEFVDKLLNRGGINGMLGSVAVIIFGLGFGGLLEKLGV
                     LKVIVSKFEKKLNSAGNVTLSTLIVAFLANIFGCAMYVSLILTPKIMQESYDKLKIDR
                     RVLARNSEVGGTLTSGMVPWSDNGIFMAGILGVATISYIPFMWLSFVSLILAVIYGYT
                     GKFIWYVDDAEKGKEAS"
     gene            1655369..1656757
                     /gene="fumC"
                     /locus_tag="BA_1767"
                     /old_locus_tag="BA1767"
                     /db_xref="Pathema:BA_1767"
     CDS             1655369..1656757
                     /gene="fumC"
                     /locus_tag="BA_1767"
                     /old_locus_tag="BA1767"
                     /EC_number="4.2.1.2"
                     /note="identified by match to protein family HMM PF00206;
                     match to protein family HMM TIGR00979"
                     /codon_start=1
                     /transl_table=11
                     /product="fumarate hydratase, class II"
                     /protein_id="AAP25681.1"
                     /db_xref="Pathema:BA_1767"
                     /translation="MEYRIERDTLGEIKVPADKLWAAQTQRSKENFPIGTEQMPLEIV
                     KAFAILKKSAALSNQKLGKLSEEKAEAIVVAADEIIAGKWNEHFPLVVWQTGSGTQSN
                     MNVNEVIANRGNQILKEKGSDVHIHPNDDVNMSQSSNDTFPTALHVACVLAVENHVLP
                     AITKLKETLAEKVTAFEHIIKIGRTHLQDATPLTLGQEISGWHRMLEKTERMIAESNT
                     YMKELAIGGTAVGTGINAHPKFGEMVSEEISQFTGKQFISAPNKFHALTSHDEVVYTH
                     GALKALAADLMKIANDVRWLASGPRSGLGEIIIPANEPGSSIMPGKVNPTQSEALTMV
                     VAQVMGNDATIGFAASQGNFELNVFKPVIAYNFLQSAHLLADAIVSFNDNCAVGIEAD
                     EEIIKENVNRSLMLVTALNPHIGYENAAKIAKHAHKEGLTLKEAALQSGLLTEEQFNE
                     IVDPKKMIAPKE"
     gene            complement(1656845..1657267)
                     /locus_tag="BA_1768"
                     /old_locus_tag="BA1768"
                     /db_xref="Pathema:BA_1768"
     CDS             complement(1656845..1657267)
                     /locus_tag="BA_1768"
                     /old_locus_tag="BA1768"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25682.1"
                     /db_xref="Pathema:BA_1768"
                     /translation="MKFKAKKNPFHVIFISLFIMIFFISLFFQNENSIFFTLMMLLNV
                     VNLSSFYFSHYHITASSLIVKHGFIFHTEILFKDIRHVKYAGKKLHSKKWTRQQLEIH
                     YNLFDSVTVFIPQEEEKFLSVLKENCPHMKVLNMPANK"
     gene            1657416..1657592
                     /locus_tag="BA_1769"
                     /old_locus_tag="BA1769"
                     /db_xref="Pathema:BA_1769"
     CDS             1657416..1657592
                     /locus_tag="BA_1769"
                     /old_locus_tag="BA1769"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25683.1"
                     /db_xref="Pathema:BA_1769"
                     /translation="MEWHEVTYKNRKIALVIISCMMIMGSCANTFVEDRNRKHTFVQA
                     SKVLVETVNRIYKK"
     gene            1657956..1658720
                     /locus_tag="BA_1770"
                     /old_locus_tag="BA1770"
                     /db_xref="Pathema:BA_1770"
     CDS             1657956..1658720
                     /locus_tag="BA_1770"
                     /old_locus_tag="BA1770"
                     /note="identified by similarity to GP:15023301"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25684.1"
                     /db_xref="Pathema:BA_1770"
                     /translation="MSDISEKFWDASVEELKKGYVFDEETEEYICLACGETFIKGVIY
                     QDNQVLYEAEKFVQLHVQNEHTSMFDYLLNLDKKYTGLTDLQKKMVQFFHMGLNDKEI
                     VKEMDGGSTSTIRNHRFTLREKMKQAKVFLALMELSEEKSKVQTKFVPIHRTATMVDD
                     RYNITEEENDEVLKAHFTEGLDGPLSKFPKKQKRKLIILRHLVTKFDSNKKYTEKEVN
                     TIIESVYPDFVTLRRYLIEYGFLDRTDDGSQYWVKL"
     gene            1658900..1660227
                     /locus_tag="BA_1772"
                     /old_locus_tag="BA1772"
                     /note="putative MATE efflux protein, authentic frameshift;
                     an automated process has identified a potential problem
                     with this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1772"
     gene            1660191..1660289
                     /locus_tag="BA_1773"
                     /old_locus_tag="BA1773"
                     /db_xref="Pathema:BA_1773"
     CDS             1660191..1660289
                     /locus_tag="BA_1773"
                     /old_locus_tag="BA1773"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25685.1"
                     /db_xref="Pathema:BA_1773"
                     /translation="MAEETNYTISELNIEKVPKLFYLGTFFVKVSL"
     gene            complement(1660284..1660982)
                     /locus_tag="BA_1774"
                     /old_locus_tag="BA1774"
                     /db_xref="Pathema:BA_1774"
     CDS             complement(1660284..1660982)
                     /locus_tag="BA_1774"
                     /old_locus_tag="BA1774"
                     /note="identified by similarity to GP:10173311; match to
                     protein family HMM PF03575"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25686.1"
                     /db_xref="Pathema:BA_1774"
                     /translation="MKLAVIGGGDLQDSNHSPINERLIELTNKQYPKVLFIPTASHDD
                     ESYIKLFLDTFEKQLHCDVQILRIIADTPSKYEIDEMIQSADLIYLGGGNYIQMVTEW
                     KEHKLDEKLLLALQQGTLIAGYSAGAMCWFTSSIRSDYEGSGYIESNGWGIVNKRFCP
                     HYNQLNRMNAFHSFLQNHQGNIEGIALEDNCALYITEESFEIIGEPEKAWEFYMSDNK
                     LIRQHFDITLKSYL"
     gene            1661376..1661774
                     /locus_tag="BA_1775"
                     /old_locus_tag="BA1775"
                     /db_xref="Pathema:BA_1775"
     CDS             1661376..1661774
                     /locus_tag="BA_1775"
                     /old_locus_tag="BA1775"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25687.1"
                     /db_xref="Pathema:BA_1775"
                     /translation="MDFRFEFTTKVKEYLDDEKDEKIIKDGHRDIIFQYLYPLESEIG
                     IYKNPNFTFFASGRRSHIVLENIEFKTEVNVKSNIIEITKIVDNVVIPLDTIVAKDRE
                     LFALGRNEKFSVQILEQYLFDTFGEKLGLK"
     gene            1661882..1662295
                     /locus_tag="BA_1776"
                     /old_locus_tag="BA1776"
                     /db_xref="Pathema:BA_1776"
     CDS             1661882..1662295
                     /locus_tag="BA_1776"
                     /old_locus_tag="BA1776"
                     /note="identified by similarity to GP:3258016; match to
                     protein family HMM PF03965"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25688.1"
                     /db_xref="Pathema:BA_1776"
                     /translation="MFTQNYKLNEQGLNHFFGPLEAKIMEIVWSSEGITIKEVQQKLS
                     EESPVNFNTVMTVMNRLVEKLHLEKQTVKRSGIYRAVQTKDEFLSNQTKKMTQELMGE
                     FGDLVVNHMLDELEQADPNLIKKLEDKLSQLKKED"
     gene            1662300..1663112
                     /locus_tag="BA_1777"
                     /old_locus_tag="BA1777"
                     /db_xref="Pathema:BA_1777"
     CDS             1662300..1663112
                     /locus_tag="BA_1777"
                     /old_locus_tag="BA1777"
                     /note="identified by similarity to GP:17131662; match to
                     protein family HMM PF01435; match to protein family HMM
                     PF05569"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25689.1"
                     /db_xref="Pathema:BA_1777"
                     /translation="MKWQMRKIVLLAGIVSILFFSMLVYYVTYPFLFQNKMFFLSNFC
                     LFQLEKHMKELSLIRIIIAGFLLLTVFIVCKRIWRQFFYSKRLQKVLIPFIRKGKQIY
                     ILPTAEVAAFTIGLFRPKVVISEGMIQTFSDEEMDAIIFHEEYHQNNHDPLKLFCFTL
                     LAEGMMYIPVLKGLLQRYHTYQELAADKYAMQKMESSFELGSALLKLIKIKTMENRCV
                     TASFAKTAINLRIEQVLNEKVVKLTIPLHTNSVYVTLGLFCMSVVLIVGECI"
     gene            1663166..1663879
                     /gene="ccdA1"
                     /locus_tag="BA_1778"
                     /old_locus_tag="BA1778"
                     /db_xref="Pathema:BA_1778"
     CDS             1663166..1663879
                     /gene="ccdA1"
                     /locus_tag="BA_1778"
                     /old_locus_tag="BA1778"
                     /note="identified by similarity to OMNI:NTL01BS01793;
                     match to protein family HMM PF02683"
                     /codon_start=1
                     /transl_table=11
                     /product="cytochrome c-type biogenesis protein CcdA"
                     /protein_id="AAP25690.1"
                     /db_xref="Pathema:BA_1778"
                     /translation="MNAADLTIWLVAGAGVLSFISPCSLPLYPSYLSYITGVSIQDLK
                     ENRGIMQKSAIIHTVFFMIGFSVIFYALGLSVSWIGITFSSNQKLIQQIGGIFIVLMG
                     LFMTGLFQPKWLMAEKKVQYRSKSTGYIRSILVGMTYAAGWTPCVGPIFSAVLMLGAT
                     NPEGALLYITAYTLGFAVPFFVMAFFIGKIKWIVTYANVMMKIGGGMMIVTGILLYTN
                     QMTKITAFFIRLFGGFTGF"
     gene            1663898..1664452
                     /locus_tag="BA_1779"
                     /old_locus_tag="BA1779"
                     /db_xref="Pathema:BA_1779"
     CDS             1663898..1664452
                     /locus_tag="BA_1779"
                     /old_locus_tag="BA1779"
                     /note="identified by match to protein family HMM PF00085;
                     match to protein family HMM PF00578; match to protein
                     family HMM PF08534"
                     /codon_start=1
                     /transl_table=11
                     /product="thioredoxin family protein"
                     /protein_id="AAP25691.1"
                     /db_xref="Pathema:BA_1779"
                     /translation="MKKLIAIILAGALIWAGVNFYNSKKEEKERKAKQAELQKTEVLP
                     QVGFKAPDITLKGLDGKLYSLHDAKGKPYLINFWASWCGPCEMEAPDLVCMYDKYKKD
                     VEIFAVNATIGDPVQEASAFADRHGFKFPVLLDMDGVAGLDYKVFSLPTTFFVNKDGI
                     IVEQVRGVLPPDQLEEKFKKLIES"
     gene            1664470..1665150
                     /locus_tag="BA_1780"
                     /old_locus_tag="BA1780"
                     /db_xref="Pathema:BA_1780"
     CDS             1664470..1665150
                     /locus_tag="BA_1780"
                     /old_locus_tag="BA1780"
                     /codon_start=1
                     /transl_table=11
                     /product="prolipoprotein diacylglyceryl transferase family
                     protein"
                     /protein_id="AAP25692.1"
                     /db_xref="Pathema:BA_1780"
                     /translation="MEWIVRLQPVSLIIGSLFGFMLMKRKMKNESVPYEKMMDAVTNA
                     FLIIVFVWKFAPAILNPVWAIRSPLQALLAIGSTKHIVVGCIIASVYIVWKSKKGQFS
                     LRTLLDALPIALCMSIIFYFLFHQKVGVQTTLPWGVKVYESNFLYHPIFAYEIILALC
                     IVGLLWMKNERLGNGKNISVFLIIEGFAHIIISLVSEQNSVLFGLSMQQILSFCIMSL
                     GILFVPKR"
     gene            complement(1665201..1665746)
                     /locus_tag="BA_1781"
                     /old_locus_tag="BA1781"
                     /db_xref="Pathema:BA_1781"
     CDS             complement(1665201..1665746)
                     /locus_tag="BA_1781"
                     /old_locus_tag="BA1781"
                     /note="identified by similarity to GP:9951617; match to
                     protein family HMM PF01381; match to protein family HMM
                     PF07883"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein"
                     /protein_id="AAP25693.1"
                     /db_xref="Pathema:BA_1781"
                     /translation="MENIDIGKKIEQQRKEKGLTSKELAKMADITPSMLSQIERGSAN
                     PSIQTLKVLAKALDVPTFSFLLEDTNTDDLIVRSHKRKKMIIDNLSYEMLSPDFTGNL
                     ATAIMTIPPNTASSENVLEHKGEELAFVLEGKITLHLNEEEYILETGDSVKIPAYLKH
                     KWVNQFEKNVIVLFSVTPPIF"
     gene            1666002..1666340
                     /locus_tag="BA_1782"
                     /old_locus_tag="BA1782"
                     /db_xref="Pathema:BA_1782"
     CDS             1666002..1666340
                     /locus_tag="BA_1782"
                     /old_locus_tag="BA1782"
                     /note="identified by match to protein family HMM
                     TIGR01765"
                     /codon_start=1
                     /transl_table=11
                     /product="transposase, IS605 family, OrfA"
                     /protein_id="AAP25694.1"
                     /db_xref="Pathema:BA_1782"
                     /translation="MKTTRTCKINSITKEQTEALITLIRTFESAKRYSFNRLIEGESE
                     KELIKKLQLKYLLNKRFCEDAVLQVQTILSSQKELLPVYLENNQKKLEKTLQKKMIMK
                     VAGKTQKKFH"
     gene            1666343..1667554
                     /locus_tag="BA_1783"
                     /old_locus_tag="BA1783"
                     /db_xref="Pathema:BA_1783"
     CDS             1666343..1667554
                     /locus_tag="BA_1783"
                     /old_locus_tag="BA1783"
                     /note="identified by match to protein family HMM
                     TIGR01766"
                     /codon_start=1
                     /transl_table=11
                     /product="transposase, IS605 family, OrfB"
                     /protein_id="AAP25695.1"
                     /db_xref="Pathema:BA_1783"
                     /translation="MCLIGLRKRQQKLEQKIEMYETHIKNGTLPPIIFGGRKNFYERM
                     KDKISNQEWKDLRTRQLYSRGDKSKKGNLNMRITVDDCGQGWLEIANSLGRTNGKTKS
                     PRIKVPIIIPYRFYHEITNVVMGEQIGVNPKGKPIIDHQKYSVEIIRKQNDFYVNITF
                     DETEIGRVLDFKETPQSDLIAGIDVNPDRIAVSLCTKQGNFKGSKIFYLHNLDTFSTN
                     KRTTVIGQIVQQIKKWLIENNVGGIVLEDLKFQQSHDTDKYSNRKFHQFTYKKMLDSL
                     IRMALRNGFSVKTVNPAHTSVIGKLKYCKKFGISVHETAAFTIVRRGLGFQERLPKEV
                     VLLLKNKITTKLRIFVASMEESEKDTNTKKVYKKWLQTIKTWKDHHNWKLWSILHKTV
                     YMSNQQLLFKI"
     gene            1667802..1669142
                     /gene="dsdA"
                     /locus_tag="BA_1784"
                     /old_locus_tag="BA1784"
                     /db_xref="Pathema:BA_1784"
     CDS             1667802..1669142
                     /gene="dsdA"
                     /locus_tag="BA_1784"
                     /old_locus_tag="BA1784"
                     /EC_number="4.3.1.18"
                     /note="identified by similarity to EGAD:14536; match to
                     protein family HMM PF00291; match to protein family HMM
                     TIGR02035"
                     /codon_start=1
                     /transl_table=11
                     /product="D-serine ammonia-lyase"
                     /protein_id="AAP25696.1"
                     /db_xref="Pathema:BA_1784"
                     /translation="MKEIEKLKEEYPLLNKLIEIEEVFWVNPNMEKYETAIKDSPLSE
                     ENVKDAEERLKRFASYIAKVFPETKDTGGIIESPLVKIPSMKQSLEKNYEQPILGELL
                     LKCDSHLPISGSIKARGGIYEVLKHAEQLALQQGMLTEEDDYSILDSDTCREFFATYS
                     IAVGSTGNLGLSIGIMSAKLGFNVTVHMSADAKQWKKDLLRSKGVNVIEYEADYSKAV
                     EEGRRQADADPSCYFVDDENSHDLFLGYAVAASRLQKQLEELEIIVDEEHPLFVYLPC
                     GVGGGPGGVAFGLKLLYKDNVHCFFAEPTHSPCMLIGLMTGLHDKIAVQDIGIDNVTD
                     ADGLAVGRPSGFVGKTMEPFLSGNYTVSDEELYRLLKELADTENIYLEPSALAGMIGP
                     VKVCKEDAYLQEQQLMEKMKKGTHIVWGTGGSMVPEDVMNGYYKTGEALTILEK"
     gene            1669333..1670535
                     /locus_tag="BA_1785"
                     /old_locus_tag="BA1785"
                     /db_xref="Pathema:BA_1785"
     CDS             1669333..1670535
                     /locus_tag="BA_1785"
                     /old_locus_tag="BA1785"
                     /note="identified by similarity to GP:15024013; match to
                     protein family HMM PF04286"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25697.1"
                     /db_xref="Pathema:BA_1785"
                     /translation="MGVGFAASIPFQGTVAGEIIQGGFEAGLVGGLADWFAVTALFRH
                     PMGIPIPHTALLPKNRKRVTKGLINTLENEWLTKESITNKVKEMQLAQMVLQIAEREM
                     QSDAVKKGIVTIAEKAIVSIDTEKLAVIIEKELKTYLHTINTSNILQVLVDQLVVQEY
                     DEKTLDYILVKVKDWTAQDEARYQLGSLGMKAMENIKVDGFLQFTLKSFMNIVDEDKI
                     GGILQKFIISNINSLQDADNSTRQLILAKIRQEIINVKENEALLQELENWKEKWIANW
                     DGTEKIKEMLEQVQQRAVTFVNNEEFADKYVIPFLQTQMNKIKEDEQTVQKIEEWLQK
                     QVVKLVENNHSKIGKLVQENLDKLDDKTLIEMIENNVGKDLQWIRVNGAVCGFMIGLV
                     LEGIKAII"
     gene            complement(1670566..1671522)
                     /gene="exsE"
                     /locus_tag="BA_1786"
                     /old_locus_tag="BA1786"
                     /db_xref="Pathema:BA_1786"
     CDS             complement(1670566..1671522)
                     /gene="exsE"
                     /locus_tag="BA_1786"
                     /old_locus_tag="BA1786"
                     /note="identified by similarity to GB:AAP42717.1"
                     /codon_start=1
                     /transl_table=11
                     /product="exosporium protein E"
                     /protein_id="AAP25698.1"
                     /db_xref="Pathema:BA_1786"
                     /translation="MRTWRVGTFSMGLSIISLGCFLLFSVIQGTKVLDSLTAWWPVLL
                     IILGVEILLYLLFSKKEQSFIKYDIFSIFFIGVLGSVGIAFYCLLSTGLLEEVRHSIN
                     TTRQTSNIPDGQFDIPESIKKIVVDAGHQPLTIEGNNTNQIHLLGTYEITTKANEKLN
                     LKQDDFLSVQTAGETMYITLKSLPVQHTLFNSAPQVKPTLVLPQNKNVEIRASNNELS
                     LYPGQLQNNWFVQESSRVSVHLAKESDVSLTAVTNQKETHGSTPWEQVEDVTKKEDTT
                     SEENPEFNGQEHWYKNSIKTGNGTYKLNIEKAYNLNMSVIEK"
     gene            complement(1671519..1672589)
                     /locus_tag="BA_1787"
                     /old_locus_tag="BA1787"
                     /db_xref="Pathema:BA_1787"
     CDS             complement(1671519..1672589)
                     /locus_tag="BA_1787"
                     /old_locus_tag="BA1787"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25699.1"
                     /db_xref="Pathema:BA_1787"
                     /translation="MNKNPFLALVLGLIPGLGHLYLKKFGRFILYSGGALFLFIFAVF
                     CTVELGERTIAFLSLFLLAVLWVINLLDLVITIINQTKKQEAGELTDSSKESERFYII
                     LLSIIPGLGHFQLGLMQRGLTFLVACTGIGSMIIFVALLTSQESFLIFLITLPVLWIY
                     NFFDVVQQLQKKERGEQLDDRTIFEEFEEHREQGKKNKTFASILAMFPGAGHMYLGLQ
                     RRGLQLMAAFLLSIYLLDLLRLSAFLFLVPIIWFYSFFDALQQTAKYGKERVHDEPII
                     DYFINHQRWIGIGLITLGGYYLLDQTLLPILNNYFATIFNIHLSELYYRYFQTSIVAL
                     LLIGGGFKLLLGNKENKGGTKE"
     gene            complement(1672586..1673026)
                     /locus_tag="BA_1788"
                     /old_locus_tag="BA1788"
                     /db_xref="Pathema:BA_1788"
     CDS             complement(1672586..1673026)
                     /locus_tag="BA_1788"
                     /old_locus_tag="BA1788"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25700.1"
                     /db_xref="Pathema:BA_1788"
                     /translation="MMHYSKEDWRNYTLDFIESNERESMEEHLYECDHCLALYMENID
                     EQQENLPMINDDSFTNEVMTQINFETLQSNENMKSNQLKRTIIHYIIATAATIIFMVS
                     GLFQYIFTATSNFEKSSKHNESSISQQIVNKSVDTSKKRRRFKA"
     gene            complement(1673023..1673505)
                     /locus_tag="BA_1789"
                     /old_locus_tag="BA1789"
                     /db_xref="Pathema:BA_1789"
     CDS             complement(1673023..1673505)
                     /locus_tag="BA_1789"
                     /old_locus_tag="BA1789"
                     /note="identified by match to protein family HMM PF04542;
                     match to protein family HMM PF08281; match to protein
                     family HMM TIGR02937"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA polymerase sigma-70 factor, ECF family"
                     /protein_id="AAP25701.1"
                     /db_xref="Pathema:BA_1789"
                     /translation="MQTYRHYIFQVIFSILRHEEDAKDVTQEVFVKIHASLPNYQFRG
                     LKTWMARIATNHAIDYKRKKARENEELSLCKETEENIKSSHNIEDLLLTKEQKLLIAQ
                     KLRELPENYRDVVLAHYLEEKSYQEIALQEKIEVKTVEMKLYRARKWIKKHWKEEEFL
                     "
     gene            1673789..1674427
                     /locus_tag="BA_1791"
                     /old_locus_tag="BA1791"
                     /db_xref="Pathema:BA_1791"
     CDS             1673789..1674427
                     /locus_tag="BA_1791"
                     /old_locus_tag="BA1791"
                     /note="identified by similarity to GP:15023075; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF00196"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator, LuxR family"
                     /protein_id="AAP25702.1"
                     /db_xref="Pathema:BA_1791"
                     /translation="MKIKILIADDNSFIREGMKIILNTYEEFEVVDTVNDGKEAVEYC
                     KKNDVDIALLDVRMPNMNGVEATKLICEETETKPLILTTFDDDEYILDAVKNGAKGYL
                     LKNNDPERIRDAIKGVYNGQTVMQDVVLDKIKCNLMESKEDECKIDKSLFTERELSII
                     ALIAKGFSNKEISKQLFISEGTIANYITSVLGKTGLEHRTQIAIYYLTGKVD"
     gene            1674432..1675538
                     /locus_tag="BA_1792"
                     /old_locus_tag="BA1792"
                     /db_xref="Pathema:BA_1792"
     CDS             1674432..1675538
                     /locus_tag="BA_1792"
                     /old_locus_tag="BA1792"
                     /note="identified by similarity to GP:1817534; match to
                     protein family HMM PF02518; match to protein family HMM
                     PF07730"
                     /codon_start=1
                     /transl_table=11
                     /product="putative sensor histidine kinase"
                     /protein_id="AAP25703.1"
                     /db_xref="Pathema:BA_1792"
                     /translation="MEFWLTVSKLIVFIYIVFSYIYLNVVNLPWVILTLLLFLSVNVL
                     ISIFKNDTYKNILTCVSIGLVMLFAWKIHPFFILFLPMNLYEIIFRYIENKWKLFIVM
                     MIPIVFTDESIRMTDGLIVAFSFIVLTMAERYISRVVKLESQNDKMRKDMQRLTKSLH
                     ENKEYIRQSEYTFKLEERNRLSQEIHDKIGHSMTGALIQMEAAKRLMEIDKEKSAELL
                     QNAIHISKDGIESIRITLKNMKPPTEQIGIHRMKLFIEEFASKHDVNIPFVYKGNLDM
                     ISPIQWKIIGENVTEALTNAMKYADATVISIDVHVLNKMVKVQVKDNGKGAVLVKKGL
                     GIIGMEERTASVNGKIIVDGKNGFSVTMLLPIGG"
     gene            1675656..1676594
                     /gene="sagG"
                     /locus_tag="BA_1793"
                     /old_locus_tag="BA1793"
                     /db_xref="Pathema:BA_1793"
     CDS             1675656..1676594
                     /gene="sagG"
                     /locus_tag="BA_1793"
                     /old_locus_tag="BA1793"
                     /note="identified by similarity to GP:15023076; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="putative bacteriocin ABC transporter,
                     ATP-binding protein"
                     /protein_id="AAP25704.1"
                     /db_xref="Pathema:BA_1793"
                     /translation="MNTLEIKNLTKKFGDFIAVDNMSLSIKEGEIFGFLGSNGAGKST
                     TINMIAGLLRSNEGEISILGKNIKKHNRFAKMNIGVVPQDIAIYEELTAYENVKFFAG
                     LYGLRGAELKARVEEALQFVGLSDKQKSFPKNFSGGMKRRLNIACAIAHRPKLIIMDE
                     PTVGIDPQSRNYILQSVRKLNEMGSTIIYTSHYMEEVEEICTKIAIVDHGKVIAEGTK
                     EQLKAIITDTKDIWIEVKSVENLDVEKLKEINGVKAVQIEENVIKVNSDAGLNNLNKF
                     IQHFINHDIEIRSLEEQAPNLETVFLTLTGRNLRDK"
     gene            1676632..1677741
                     /locus_tag="BA_1794"
                     /old_locus_tag="BA1794"
                     /db_xref="Pathema:BA_1794"
     CDS             1676632..1677741
                     /locus_tag="BA_1794"
                     /old_locus_tag="BA1794"
                     /note="identified by similarity to GP:15023077; match to
                     protein family HMM PF01061"
                     /codon_start=1
                     /transl_table=11
                     /product="putative bacteriocin ABC transporter, permease
                     protein"
                     /protein_id="AAP25705.1"
                     /db_xref="Pathema:BA_1794"
                     /translation="MNIFNIAILHIKRDFRDIRTLVFMLAFPIVLMLVLGTALSNAFN
                     SDSHSIKDIQVLYKDEASSAFSQAFEEFAKKVDKSGIHFKKASEGIDGKEAVKQNKYA
                     AYVELNKDDAKFYGSDRSSVEGSIVEGMLTTFVDKYNVAAEVAKVDPRKVSTVISNGN
                     HNDYIQETSLQAAKKPGSMDYYAVVMTTMIALYAAMGASSLIREERIRKTGDHLIAAP
                     ISKAEIFIGKVLGSLVANALCVLLVMLFSKFVFQANWGEHLGIIFIILLTQVFLAISF
                     GLGIGYITKTAESSRAIILVVVQLASIFGGAYFVVEENFVTNLSPLTWANTAVMKIIY
                     ANDVGAALPVISLNLGISALFLLIAIIALRRREGL"
     gene            1677743..1678885
                     /gene="sagI"
                     /locus_tag="BA_1795"
                     /old_locus_tag="BA1795"
                     /db_xref="Pathema:BA_1795"
     CDS             1677743..1678885
                     /gene="sagI"
                     /locus_tag="BA_1795"
                     /old_locus_tag="BA1795"
                     /note="identified by match to protein family HMM PF01061"
                     /codon_start=1
                     /transl_table=11
                     /product="putative bacteriocin ABC transporter, permease
                     protein"
                     /protein_id="AAP25706.1"
                     /db_xref="Pathema:BA_1795"
                     /translation="MKDILWLIQKTLSVLLKNKKSLLIISLPIIGTLISFSMYGNVGQ
                     GTLNIGVINKENQPIANDTVKFLEGLNHVKVSKIKESEVEDKLTSKKLDGVITLDSGF
                     SESVREGKPDHIEISSIKGDQVTVFIKSYLYNYIDNIVAISKVAGTDQSTFNSMYAGY
                     QKNLFKVKSETLTDTSKNKDMTNQTMGYLIMFMLFSAANLSGYILKEKENRTYFRLLT
                     TPIDGKKFILSNVGVNMMILTIQILITILFLTNVFHTNINMPFIVMIGVLMLFALIAI
                     GISLVLVAFSKNSASANTMQNLVIVPTCLLAGCYFPYDIMPKAVQKVADFLPQRWLLD
                     TIAKLQQGIPFSELYVNILILFAFAVAFFLIAIYKFGRNNDARNFV"
     gene            1678990..1680207
                     /locus_tag="BA_1796"
                     /old_locus_tag="BA1796"
                     /db_xref="Pathema:BA_1796"
     CDS             1678990..1680207
                     /locus_tag="BA_1796"
                     /old_locus_tag="BA1796"
                     /note="identified by similarity to SP:O66043; match to
                     protein family HMM PF00614"
                     /codon_start=1
                     /transl_table=11
                     /product="cardiolipin synthetase domain protein"
                     /protein_id="AAP25707.1"
                     /db_xref="Pathema:BA_1796"
                     /translation="MNMIKKILRVTSIIIAIFAFILICMHIDVTLGRKMEAGKNMPTE
                     YAPHYSDFQLYVEGKSFYKQLFTDIKEAKQSIYTYFFILSDDKSSHTFLNLLKEKAKE
                     GVNVYLSVDLLNDLSFERKMKKELQENGVHFTYSRKQELPFGFYSLHHRNHRRITTID
                     GEIGYTGGFNIGDEYLGKDKHFGYWRDYHVRIKGEGAKDLEEQFALDWKRDTKEDIKR
                     STDKASKGNTLHTMVSYNGHHVAEKYIDLIKQARHSIVIATPYFIAKNKESMNALIAA
                     QKRGVTVKILWSYKPDLPLIKEAAYPYIRQAINNGITVYGYKKGMFHGKLMLIDNELT
                     VIGTTNFTSRSFNINDEMNFYIHGGPIVGQVNKALTEDFRDSKEMTKEFFEKLSFWER
                     CKEKFAGMVDFYL"
     gene            complement(1680262..1681005)
                     /gene="pyrH1"
                     /locus_tag="BA_1797"
                     /old_locus_tag="BA1797"
                     /db_xref="Pathema:BA_1797"
     CDS             complement(1680262..1681005)
                     /gene="pyrH1"
                     /locus_tag="BA_1797"
                     /old_locus_tag="BA1797"
                     /EC_number="2.7.4.-"
                     /note="identified by similarity to SP:P29464; match to
                     protein family HMM PF00696; match to protein family HMM
                     TIGR02075"
                     /codon_start=1
                     /transl_table=11
                     /product="UMP kinase"
                     /protein_id="AAP25708.1"
                     /db_xref="Pathema:BA_1797"
                     /translation="MRPYKRVLIKLSGGALADQTGNSFNSKRLEHIANEILSIVDLGI
                     EVSIVIGGGNIFRGHLAEEWGIDRVEADNIGTLGTIINSLMLRGVLTSKTNKEVRVMT
                     SIPFNAVAEPYIRLRAVHHLDNGYIVIFGGGNGQPFVTTDYPSVQRAIEMNSDAILVA
                     KQGVDGVFTSDPKHNKSAKMYRKLNYNDVVRQNIQVMDQAALLLARDYNLPAHVFNFD
                     EPGVMRRICLGEHVGTLINDDASLLVHEK"
     gene            1681380..1682651
                     /locus_tag="BA_1799"
                     /old_locus_tag="BA1799"
                     /db_xref="Pathema:BA_1799"
     CDS             1681380..1682651
                     /locus_tag="BA_1799"
                     /old_locus_tag="BA1799"
                     /note="identified by similarity to SP:P39817; match to
                     protein family HMM PF00375"
                     /codon_start=1
                     /transl_table=11
                     /product="proton/sodium-glutamate symporter"
                     /protein_id="AAP25709.1"
                     /db_xref="Pathema:BA_1799"
                     /translation="MKKFGLATQIFVALVLGIVVGAIFYGNKTAISYITPIGDIFIHL
                     IKMIVVPIVISALIVAVAGVGDMKKLGKLGGKTILYFEIITTIAILMGLLAANIFQPG
                     TGVDMNNLQQSDISSYKQTADATEKQGFAETIVHIVPKNVFESIAQGDLLPIIFFSVL
                     FGLGVAAIGEKGKPVFNFFEGVLEAMFWVTNQVMKFAPFGVFALIAVTVAKFGVATLL
                     PLGKLVLAVYVTVILFVVIVLGINARMVGVNIFTLMKILKEELILSFTTASSEAVLPN
                     IMRKMEEFGCPKAVASFVIPTGYTFNLTGSAIYQALAALFVTQMYGVHMSLTEQITLL
                     FVLMLTSKGMAGVPGASFVVVLATLGSMGLPLEGIALIAGIDRILDMIRSSVNVLGNA
                     LAAIVMSKWEGEFDNEKAKQYVETVKETKAA"
     gene            1682676..1684115
                     /gene="aspA2"
                     /locus_tag="BA_1800"
                     /old_locus_tag="BA1800"
                     /db_xref="Pathema:BA_1800"
     CDS             1682676..1684115
                     /gene="aspA2"
                     /locus_tag="BA_1800"
                     /old_locus_tag="BA1800"
                     /EC_number="4.3.1.1"
                     /note="identified by similarity to EGAD:17758; match to
                     protein family HMM PF00206; match to protein family HMM
                     TIGR00839"
                     /codon_start=1
                     /transl_table=11
                     /product="aspartate ammonia-lyase"
                     /protein_id="AAP25710.1"
                     /db_xref="Pathema:BA_1800"
                     /translation="MATLTEVKNGVRIEKDFLGEKEVPNYAYYGVQTMRAVENFPITG
                     YKIHEGLIKAFAIVKKAAALANTDVGRLELNKGGAIAEAAQEILDGKWHDHFIVDPIQ
                     GGAGTSMNMNANEVIANRALELLGMEKGDYHYISPNSHVNMAQSTNDAFPTAIHIATL
                     NALEGLLQTMGYMHDVFELKAEQFDHVIKMGRTHLQDAVPIRLGQEFKAYSRVLERDM
                     KRIQQSRQHLYEVNMGATAVGTGLNADPEYIEAVVKHLAAISELPLVGAEDLVDATQN
                     TDAYTEVSAALKVCMMNMSKIANDLRLMASGPRVGLAEIMLPARQPGSSIMPGKVNPV
                     MPEVINQIAFQVIGNDHTICLASEAGQLELNVMEPVLVFNLLQSISIMNNGFRAFTDN
                     CLKGIEANEDRLKEYVEKSVGIITAVNPHIGYEAAARVAKEAIATGQSVRELCVKNGV
                     LSQEDLELILDPFEMTHPGIAGATLLKKN"
     gene            1684170..1685903
                     /gene="malS"
                     /locus_tag="BA_1801"
                     /old_locus_tag="BA1801"
                     /db_xref="Pathema:BA_1801"
     CDS             1684170..1685903
                     /gene="malS"
                     /locus_tag="BA_1801"
                     /old_locus_tag="BA1801"
                     /EC_number="1.1.1.38"
                     /note="identified by match to protein family HMM PF00390;
                     match to protein family HMM PF03949"
                     /codon_start=1
                     /transl_table=11
                     /product="malate oxidoreductase
                     (oxaloacetate-decarboxylating)"
                     /protein_id="AAP25711.1"
                     /db_xref="Pathema:BA_1801"
                     /translation="MNRGRDVMSKFTVASNGSLETTLRGVEVLSTPLLNKGVAFTQEE
                     REELGLKGLLPPAVLTLEEQARRAYEQFCSQPDDLLKNVYLTALHDRNEVLFYRILTD
                     HLREMLPIVYTPTVGVAIQRYSHEYRKPRGVYLSINDPSGIEEAFANIGATAENIDLV
                     VVTDGEGILGIGDWGVGGINIAIGKLAVYTAAVGIDPSRVLPVILDVGTNREELLNNP
                     FYIGNRHPRITGEAYDEFIDTFVQAVNKQFPKALLHWEDFSSRNARKILDKYRHDICT
                     FNDDIQGTGAVSLAAVLSAVKASGVPLSEHRVVVFGAGTAGIGIADQVRDAMVRVGVS
                     EEESYKRFWCIDRNGLVTDNMEDLLDFQIPYARKEAEVSEWKENGVIGLAEVVKHVKP
                     TILIGTSTVAGAFKEEIIKEMASHVERPIILPMSNPTPLAEAKPADLIEWTEGRALVA
                     TGSPFEPVTYNGVTYVIGQSNNALIFPGLGLGTIVVRASVMTDGMFAAAAEAVASMVD
                     TSQPGAPILPEVEELRNISEMVAIEVAKVAVAEGVARENFSDNDIKIAVKEAIWEPEY
                     RQIKAVEKVTI"
     gene            1685969..1687267
                     /locus_tag="BA_1802"
                     /old_locus_tag="BA1802"
                     /db_xref="Pathema:BA_1802"
     CDS             1685969..1687267
                     /locus_tag="BA_1802"
                     /old_locus_tag="BA1802"
                     /EC_number="2.7.13.3"
                     /note="identified by match to protein family HMM PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase"
                     /protein_id="AAP25712.1"
                     /db_xref="Pathema:BA_1802"
                     /translation="MTPLNWNQLWKKDISLLIILMVVVPIAGELNFHPFNDTFRVSFG
                     TPFFFFLLLFLRRIPAAAAGILVGICVVLFRVCLDWVMQGSFHMTESFYLRYPVFFYY
                     FIYGSLFSLCRVNKFHQKPIVIGCLGITIEIIASMSELAIYHMVVLGTTITVSEVNKL
                     IIIAIFRSFFALGFLNMMNLYETKLKESQVRKENEKMFMHLSNLYVESVHLKKTLQNA
                     ELITQEAYQLYRNLQANDDSSSKTALKIAGEVHEIKKDNQRIFAGLSKLLLDKNVVEY
                     VEGHELTEMIVRINEKYAAMLGKDIRFSKHIEGEHAAYHVYTVLSIFNNLVANAVEAI
                     EDRGLIHIKLYKREQHVIFEVIDDGPGIAQKYKKLVFKPGFTSKYDQTGTPSTGIGLS
                     YIDEMVTELGGEVRLEDNENGNGCKFIVCLPECSLKREGE"
     gene            1687270..1688202
                     /locus_tag="BA_1803"
                     /old_locus_tag="BA1803"
                     /db_xref="Pathema:BA_1803"
     CDS             1687270..1688202
                     /locus_tag="BA_1803"
                     /old_locus_tag="BA1803"
                     /note="identified by similarity to GP:1769946; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF08664"
                     /codon_start=1
                     /transl_table=11
                     /product="response regulator"
                     /protein_id="AAP25713.1"
                     /db_xref="Pathema:BA_1803"
                     /translation="MFYYIVDDDEVFRSMLSQIIEDGDLGEVIGESEDGAFIEAEQLN
                     YKKVDILFIDLLMPMRDGIETVRHIASSFTGKIIMISQVESKQLIGEAYTLGVEYYIT
                     KPLNKIEVVSVVRKVIERIRLERSIYDIQKSLNNVFQWEKPQMRNETVQEGKKISDSG
                     RFLLSELGIAGENGSKDLLSMLEYLYGQEKAQTFEFGFPALKDIFHQITVKKLGELAS
                     DADIEKERKASEQRVRRAIYQSLNHLASLGLTDFSNPKFESYAPKFFDFTVVRKRMTE
                     MTKDEVATSGHIRINTKKFIQVLYFEAKRLMEIE"
     gene            1688320..1691514
                     /locus_tag="BA_1804"
                     /old_locus_tag="BA1804"
                     /db_xref="Pathema:BA_1804"
     CDS             1688320..1691514
                     /locus_tag="BA_1804"
                     /old_locus_tag="BA1804"
                     /note="identified by similarity to GP:1769947; match to
                     protein family HMM PF00176; match to protein family HMM
                     PF00271; match to protein family HMM PF04434; match to
                     protein family HMM PF08455"
                     /codon_start=1
                     /transl_table=11
                     /product="putative helicase"
                     /protein_id="AAP25714.1"
                     /db_xref="Pathema:BA_1804"
                     /translation="MGFTLNKSIIKEVCGETSYKRGEAYYKSNKVIVNHYDETKEICE
                     ATVKGNEDFHVTVEKAKKGDVVARCSCPSLASFQTYCQHVAAVLIQINYNQQTGGMGS
                     VSSRNDQLTNGMFQLFADKPLRPKSKQHRFDTREILDVAFICSPVATKSGGALLGIQL
                     KLAKTYLINHIREFLSKVEKRETFHYSNEFTYTPDIHSFKQETDVIIQHLIKIYHNEK
                     MYEDALEVHAKQDESMIFIPPASWNDMLSALSRAEYVQLKQNEQLFHGLQISKGLLPL
                     HFEFTKGNNGGFTLHIAGLNRVRVMEMYNNALYDGKLYHLPMEDCMRLIELQKMMIRS
                     NSNQFYIPENKMEHFVAKVVPGLMKLGTVRIDEGISDRVETPSLKAKLYLDRVKNRLL
                     AGLEFHYGNVVINPLEEDGQPSVFNRDEKKEKEILDIMSESAFAKTEGGYFMHNEDAE
                     YNFLYHIVPTLKGLVDIYATTAIKLRIHKGDTAPLIRVRRKERIDWLSFRFDIKGIPE
                     AEIKGVLVALEEKRKYYRLANGSLLSLESKEFNEINQFVKESGIRKEFLHGEEVNVPL
                     IRSVKWMNGLHEGNVLSLDESVQDLVESIQNPKKLKFTVPQTLRAVMREYQVYGFEWM
                     KTLAYYRFGGILADDMGLGKTLQSIAYIDSVLPEIREKKLPILVVSPSSLVYNWLSEL
                     KKFAPHIRAVIADGNQAERRKILKDVAEFDVVITSYPLLRRDIRSYARPFHTLFLDEA
                     QAFKNPTTQTARAVKTIQAEYRFGLTGTPVENSLEELWSIFHVVFPELLPGRKEFGDL
                     RREDIAKRVKPFVLRRLKEDVLKELPDKIEHLQSSELLPDQKRLYAAYLAKLREETLK
                     HLDKDTLRKNKIRILAGLTRLRQICCHPALFVDDYKGSSAKFEQLLDILEECRSTGKR
                     ILIFSQFTKMLSIIGRELNRQAIPYFYLDGNTPSQERVELCNRFNEGEGDLFLISLKA
                     GGTGLNLTGADTVILYDLWWNPAVEQQAADRAYRMGQKNTVQVIKLVAHGTIEEKMHE
                     LQESKKNLIAEVIEPGEEKLSSITEEEIRDILMI"
     gene            complement(1691606..1691740)
                     /locus_tag="BA_1805"
                     /old_locus_tag="BA1805"
                     /db_xref="Pathema:BA_1805"
     CDS             complement(1691606..1691740)
                     /locus_tag="BA_1805"
                     /old_locus_tag="BA1805"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25715.1"
                     /db_xref="Pathema:BA_1805"
                     /translation="MSKTKAKPKKGVGQGTGSKGWNRWQSSAKKKKAAKPYKSKGTKK
                     "
     gene            complement(1692263..1692487)
                     /locus_tag="BA_1807"
                     /old_locus_tag="BA1807"
                     /db_xref="Pathema:BA_1807"
     CDS             complement(1692263..1692487)
                     /locus_tag="BA_1807"
                     /old_locus_tag="BA1807"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25716.1"
                     /db_xref="Pathema:BA_1807"
                     /translation="MIDTWWFPPKMFGCCEKKPTKKALLSQKTGTKGFGSAVPPKLAT
                     EVAHLYNTEMKYLDTVLLVTAKFPAKSTFL"
     gene            1692475..1693458
                     /gene="asnA"
                     /locus_tag="BA_1808"
                     /old_locus_tag="BA1808"
                     /db_xref="Pathema:BA_1808"
     CDS             1692475..1693458
                     /gene="asnA"
                     /locus_tag="BA_1808"
                     /old_locus_tag="BA1808"
                     /EC_number="6.3.1.1"
                     /note="identified by similarity to SP:P00963; match to
                     protein family HMM PF03590; match to protein family HMM
                     TIGR00669"
                     /codon_start=1
                     /transl_table=11
                     /product="aspartate--ammonia ligase"
                     /protein_id="AAP25717.1"
                     /db_xref="Pathema:BA_1808"
                     /translation="MYQSLMTVRETQIAIKEVKTFFEDQLAKRLELFRVSAPLFVTKK
                     SGLNDHLNGVERPIEFDMLHSGEELEIVHSLAKWKRFALHEYGYEAGEGLYTNMNAIR
                     RDEELDATHSIYVDQWDWEKIVQKEWRTVDYLQKTVLTIYGIFKDLEDHLFEKYPFLG
                     KYLPEEIVFVTSQELEDKYPELTPKDREHAIAKEHGAVFIIGIGDALRSGEKHDGRAA
                     DYDDWKLNGDILFWHPVLQSSFELSSMGIRVDSKSLDEQLTKTGEDFKREYDFHKGIL
                     EDVLPLTIGGGIGQSRMCMYFLRKAHIGEVQSSVWPDDLREACKKENIHLF"
     gene            1693600..1694192
                     /locus_tag="BA_1809"
                     /old_locus_tag="BA1809"
                     /note="conserved hypothetical protein, degenerate; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1809"
     gene            complement(1694412..1694867)
                     /locus_tag="BA_1810"
                     /old_locus_tag="BA1810"
                     /db_xref="Pathema:BA_1810"
     CDS             complement(1694412..1694867)
                     /locus_tag="BA_1810"
                     /old_locus_tag="BA1810"
                     /note="identified by similarity to OMNI:NTL01SMA01221;
                     match to protein family HMM PF00903"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25718.1"
                     /db_xref="Pathema:BA_1810"
                     /translation="MTNNKLLRMDNVSIVVESLDNAISFFEEIGLKLEGRATVEGEWA
                     GRVTGLGSQCVEIAMMVTPDGHSRIELSRFLTPPAIADHRKAPVNALGYLRVMFTVED
                     IDEMVSRLTTKHSAQLVGEVVQYENSYRLCYIRGTEGILIGLAEELSNK"
     gene            complement(1695217..1696446)
                     /gene="dapG1"
                     /locus_tag="BA_1811"
                     /old_locus_tag="BA1811"
                     /db_xref="Pathema:BA_1811"
     CDS             complement(1695217..1696446)
                     /gene="dapG1"
                     /locus_tag="BA_1811"
                     /old_locus_tag="BA1811"
                     /EC_number="2.7.2.4"
                     /note="identified by similarity to GP:1770047; match to
                     protein family HMM PF00696; match to protein family HMM
                     PF01842; match to protein family HMM TIGR00656; match to
                     protein family HMM TIGR00657"
                     /codon_start=1
                     /transl_table=11
                     /product="aspartate kinase, monofunctional class"
                     /protein_id="AAP25719.1"
                     /db_xref="Pathema:BA_1811"
                     /translation="METIVQKFGGTSVGSVERIQHVANLIIEEYERGHSIVSVVSAMG
                     KSTDELVALANAITENPSKREMDMLLSTGEQVTISLLTMALQAKGYNAISLTGWQAGI
                     TTESVHSSARITEINTDRIQSYLTKGTIVIVAGFQGVSEDLEITTLGRGGSDTTAVAL
                     AAALNAKKCDIYTDVTGVYTTDPRVVKDAYKLDEISYDEMLELANLGAGVLHPRAVEF
                     AKNHNVILEVRSSMEQENGTIVKGECNMEQQSIVKGIAFEDNITRITVKGLEQGSLST
                     VFSTLAAAHINVDIIIQSITNEGTVHLSFSIHSNDLRETLAVLEQNQEALHYESVEYE
                     NHLAKVSIVGSGMVSNPGVAANMFTTLKEEDIHIKMVSTSEIKVSVVIDRLHLVTGVE
                     ALHQSFMAKIEPLVQMS"
     gene            complement(1696567..1696752)
                     /locus_tag="BA_1812"
                     /old_locus_tag="BA1812"
                     /db_xref="Pathema:BA_1812"
     CDS             complement(1696567..1696752)
                     /locus_tag="BA_1812"
                     /old_locus_tag="BA1812"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25720.1"
                     /db_xref="Pathema:BA_1812"
                     /translation="MPKSIYFSVCIDWGCFRIETELSYVQTCTYEELSTKKRYHFYGI
                     PFLAVFLLAPFSVSLFL"
     gene            1697024..1697927
                     /locus_tag="BA_1813"
                     /old_locus_tag="BA1813"
                     /note="conserved hypothetical protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1813"
     gene            1697931..1698536
                     /locus_tag="BA_1814"
                     /old_locus_tag="BA1814"
                     /db_xref="Pathema:BA_1814"
     CDS             1697931..1698536
                     /locus_tag="BA_1814"
                     /old_locus_tag="BA1814"
                     /note="identified by similarity to EGAD:108823"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25721.1"
                     /db_xref="Pathema:BA_1814"
                     /translation="MANMYERLLGDSYKKLHPKLQKRYEITEENSFTGEGKMDEIYGG
                     SFFVKLILKIASKFRMFFPERGKKVPFTIHNTAERDEHGNEFVRWNRTFYFRNKKRYF
                     NAVMKFDENEIVDYFGEPHILVSTLNFHIDEMGAMHISSKKQWFYMFRRKIPLPRFLY
                     GEANIVESYDETKQCFRIHVQVRNPLIGSLLSYRGTFVERK"
     gene            1698542..1700167
                     /locus_tag="BA_1815"
                     /old_locus_tag="BA1815"
                     /db_xref="Pathema:BA_1815"
     CDS             1698542..1700167
                     /locus_tag="BA_1815"
                     /old_locus_tag="BA1815"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25722.1"
                     /db_xref="Pathema:BA_1815"
                     /translation="MKNIIVGLACYIIFLICEWPDVNPVEAIILLSILLFIPMSFCII
                     DKRARNGSYLLFYKSVSFLYPIAAICAMLAFVTNQYIFAIIWFVYTGIVALFGINRLL
                     ERGWKPLEETAIDSAFIYLFLGGFWFFASVAKLSIMHFSSDIILLTAAHFHYSAFLLP
                     LSAGLIGRKREKSSKVYDAIMFTIAISPMTVAIGITYSRVFEFFAVCLYLCAIYGYSI
                     YVWKAKFNAISAKILLIISSSTLMITIMFSLIYSYGNLKHVMTITIAQMVWIHGVVNG
                     IGVALPAFVGWMIEKSVPNYKYYGKPMSRLRGKATVGEAFLHNRNVIDSKEYKGLVYK
                     MNDFHSGIFDRAKIPISIIRFYENTTEYGLQSHIKWTRWFRPFAFCYEKMSKRVGQIH
                     LGMGGKWETMHGFIIGIMDEKDGRENVRAWLRKNEAGKSIFLALYSMHTYKNDTYMNI
                     ALPLPYSNMTGILKLRNDNNDLMITSKLRRNGKGDEGIYLHTRFFTIRLPLEETFIIK
                     EGTNQMLEANHKMWISGVKFLEIDYEIKKIEEK"
     gene            complement(1700230..1700664)
                     /locus_tag="BA_1816"
                     /old_locus_tag="BA1816"
                     /db_xref="Pathema:BA_1816"
     CDS             complement(1700230..1700664)
                     /locus_tag="BA_1816"
                     /old_locus_tag="BA1816"
                     /note="identified by similarity to OMNI:NTL01LL1136; match
                     to protein family HMM PF00293"
                     /codon_start=1
                     /transl_table=11
                     /product="mutT/nudix family protein"
                     /protein_id="AAP25723.1"
                     /db_xref="Pathema:BA_1816"
                     /translation="MSNNWKDIEHRIYTMCMIQRKNEVLLIQRPDHLGFPGYIAPGGK
                     VDFPESIVQAAKREVKEETGLLVSNLTFKGLDEYVNPKENVRYMVFNYWTDSFEGELL
                     MNPPEGELLWVPIDTALHLPMQNWFKERFPLFFEKGTFGTET"
     gene            1700833..1702077
                     /locus_tag="BA_1817"
                     /old_locus_tag="BA1817"
                     /db_xref="Pathema:BA_1817"
     CDS             1700833..1702077
                     /locus_tag="BA_1817"
                     /old_locus_tag="BA1817"
                     /note="identified by match to protein family HMM PF00395;
                     match to protein family HMM PF01520"
                     /codon_start=1
                     /transl_table=11
                     /product="N-acetylmuramoyl-L-alanine amidase, family 3"
                     /protein_id="AAP25724.1"
                     /db_xref="Pathema:BA_1817"
                     /translation="MKNRIIAAGVIAASILSYSSSSFAQTKTFPDVQTGHWAEDSINY
                     LAEKGAVTGNEKGMFEPGKEITRAEAATMMAKILNLPIDKNAKPSYADSQKHWATPII
                     AAVEKAGVVKGTGNGFEPDGKIDRVSMASLLVEAYKLESKVNGTPATKFKDLETLNWG
                     KEKANILVELGISVGTGDKWEPKKILTKAEAAQFIKKADSLKVGNPLVEKVVIIDPGH
                     GGFDPGNPGQGVEESKIVFDTSLRLQKLLEKNTPLKALLTREENGNPGSNKNESLANR
                     VKFGQENNADIFVSIHANSSEKHDGHGTETYYYKKSKRGEETQIEKDSEVLAKKIQNR
                     VVEALHTRDRKIKDDHSLYVVNNNTVPAVLTELAFIDNDIDNGKLATESGRQIAAEAV
                     YAGILDYYEWKGFDVSKYRLAK"
     gene            1702331..1703710
                     /locus_tag="BA_1818"
                     /old_locus_tag="BA1818"
                     /db_xref="Pathema:BA_1818"
     CDS             1702331..1703710
                     /locus_tag="BA_1818"
                     /old_locus_tag="BA1818"
                     /note="identified by match to protein family HMM PF00395;
                     match to protein family HMM PF01832"
                     /codon_start=1
                     /transl_table=11
                     /product="N-acetylmuramoyl-L-alanine amidase, family 4"
                     /protein_id="AAP25725.1"
                     /db_xref="Pathema:BA_1818"
                     /translation="MKKVISNVLAVTVALQVVMAPATSFASTKEFPDVPKNHWALEAI
                     NDLTSKGVIAGYDNGKFGFGDVVTREQVAALMYRALKPEVKSDYKNPYSDISAGTTMF
                     PEEILALTEMGIFVGDGKGTFRPKDSLTRAEMAVIIQNAFKFKIKAQHTFNDVPSTHW
                     ANDAVSALESNGITAGNGAGAFNPTSVLTREEYAQFLFNAMASYINLDITLPSNITAQ
                     EIDNFIEKWHPDSPLIGTGQDFIQAQNEYGVSALYLAAHAILESAYGKSEIAYRKHNL
                     FGLRAYDRDPFAYAKYLPSYKQSISYNADYVRKNYLEEGANHFNGYTLPAMNEKYATD
                     KEWAGKIANIMERIKPFNKKDYQNVKRLPKNPNTLNVEALGEAIPYKNYAKDATATVQ
                     LVGSYYQVPYPFGYTIKSVPNITQNEVGKLENGKKVNVYREDPNGWIEFSFENAQEKY
                     WTLKKNLKI"
     gene            1703906..1705168
                     /locus_tag="BA_1819"
                     /old_locus_tag="BA1819"
                     /db_xref="Pathema:BA_1819"
     CDS             1703906..1705168
                     /locus_tag="BA_1819"
                     /old_locus_tag="BA1819"
                     /note="identified by similarity to OMNI:NTL01BH3892; match
                     to protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative transporter"
                     /protein_id="AAP25726.1"
                     /db_xref="Pathema:BA_1819"
                     /translation="MQGEIPTEKSLSYIGKLLLPVKASPHFKFLWIGQLLSTLGSSIT
                     MVILPVVVYSLTGSTVVMGMTMVMYMLPNILALPFAGLVVDRMDRVKVMLFTDIIRCI
                     LMLLLATLIFMDVLTIPLLYVLIALYGLMEGIFQPAYASVRAKVFVPDIRNAANALTQ
                     MSNQGIRLIGPALGGLIVSVASAGIGFGLDAVTYLLSFFCLLFLREIKFKKVKPIEKR
                     KVDYKQEFMEGVFVLKSHPWLWITILVFSFINICYAGIIVVLIPWLFNVHHHFEAYVY
                     GLGMASSGVGAVIAALIFGGRERWHKRGLLAYGGVLISGCALLIMPFIAWAPALIALM
                     AIEGFGMMIFGLIWETSLQELVPEEAFGRVASLDMLGSFALLPVGYVVVGWLANVIGG
                     EITIITLAILVLITIGLALAVPSIRRFN"
     gene            1705197..1705475
                     /locus_tag="BA_1820"
                     /old_locus_tag="BA1820"
                     /db_xref="Pathema:BA_1820"
     CDS             1705197..1705475
                     /locus_tag="BA_1820"
                     /old_locus_tag="BA1820"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25727.1"
                     /db_xref="Pathema:BA_1820"
                     /translation="MIIESLKDIVVKELDSKYTLQEKIFEAKNFTVYIATYRENRLAY
                     NQLVLIKHLYNENPSVHIWHKKISMEATELEITKEVTEAIQSGFVNKE"
     gene            complement(1705495..1705959)
                     /locus_tag="BA_1821"
                     /old_locus_tag="BA1821"
                     /db_xref="Pathema:BA_1821"
     CDS             complement(1705495..1705959)
                     /locus_tag="BA_1821"
                     /old_locus_tag="BA1821"
                     /note="identified by similarity to EGAD:109158"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25728.1"
                     /db_xref="Pathema:BA_1821"
                     /translation="MKRKILTLFTLICLALPIQASAYTFQSLPTASKSKQWYIEIDKS
                     HSTNKQAVQTKQGVYDTYNLLVKNIGNDVSNVSVEILDNTPVSKATINPITLNNNVSK
                     SHTSSDYMAFPLDPNSHNFKVIITWEEKNFSYNGHPVNESKQMKETFVFNEE"
     gene            1706202..1707644
                     /locus_tag="BA_1822"
                     /old_locus_tag="BA1822"
                     /db_xref="Pathema:BA_1822"
     CDS             1706202..1707644
                     /locus_tag="BA_1822"
                     /old_locus_tag="BA1822"
                     /note="identified by match to protein family HMM PF02554"
                     /codon_start=1
                     /transl_table=11
                     /product="putative carbon starvation protein A"
                     /protein_id="AAP25729.1"
                     /db_xref="Pathema:BA_1822"
                     /translation="MITFLVSIVVLIIGYFTYGKFIEKIFGVNYKRKTPAYVNQDGVD
                     YVPMDRRKNSMIQLLNIAGTGPIFGPILGALYGPIAFVWIVIGAIFAGAVHDYLTGMI
                     SIRNKGAHIPELAGKFLGNAMRHIVNVFSLLLLVLVGTVFITTPASLLDIVLQGKVSI
                     TIILSVIFVYYILSTILPIDKIIGKIYPVLGALLLISAIGIGGMMIIKGSPIPELTFE
                     NMHPDNAPIFPLLMLTITCGALSGFHATQSPIISRTLQTEKHGRYVFFGMMVAEAIIA
                     MIWAAAAMSIFSYGELNELIKSGTPAAVVSEISKTMLGAVGGTIAVIGVIVLPITSGD
                     TAFRAARSIIADYFNFEQTKLKNRLMIAIPLFVIAYGLTKIDFTILWRYFSWANQSTA
                     AIALWIGTMYLFIKGKPYVVSLIPAIFMTLMTVIYILNAKIGFNIPLNTSYIIGAVIT
                     VILTAIFFMKAMKNKNENIEVDVQLEKEAV"
     gene            1707734..1708498
                     /locus_tag="BA_1823"
                     /old_locus_tag="BA1823"
                     /db_xref="Pathema:BA_1823"
     CDS             1707734..1708498
                     /locus_tag="BA_1823"
                     /old_locus_tag="BA1823"
                     /note="identified by similarity to OMNI:NTL01CJ00574;
                     match to protein family HMM PF03976"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25730.1"
                     /db_xref="Pathema:BA_1823"
                     /translation="MENGVLAKVDVTKRIESKSKYNKKLEKYQRRLLALQQIVKEEKI
                     AVMLVMEGWDAAGKGGAIKRVTEHLDPRGFQVNPIGAPAPHEKRYHYLQRFWRKLPQY
                     GQITIFDRSWYGRVLVERVEGFATKEEWTRAYDEINDFEKLLTDDHYIIGKFFYHISK
                     DEQLKRFKDRENNPLKRWKITDEDWRNREKWDEYVKAMEEMFEKTNKPNAKWQIIASN
                     DKLYARLKTLKVIISLIEDYLLEHNIELPSYYYEMK"
     gene            1708623..1708721
                     /locus_tag="BA_1824"
                     /old_locus_tag="BA1824"
                     /db_xref="Pathema:BA_1824"
     CDS             1708623..1708721
                     /locus_tag="BA_1824"
                     /old_locus_tag="BA1824"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25731.1"
                     /db_xref="Pathema:BA_1824"
                     /translation="MLLKIRRLLFEMEEQQNMNKFKSYKFGDFVVL"
     gene            1708764..1710030
                     /locus_tag="BA_1825"
                     /old_locus_tag="BA1825"
                     /note="putative multidrug resistance protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1825"
     gene            complement(1710082..1711065)
                     /locus_tag="BA_1826"
                     /old_locus_tag="BA1826"
                     /db_xref="Pathema:BA_1826"
     CDS             complement(1710082..1711065)
                     /locus_tag="BA_1826"
                     /old_locus_tag="BA1826"
                     /note="identified by match to protein family HMM PF08541;
                     match to protein family HMM PF08545; match to protein
                     family HMM TIGR00747"
                     /codon_start=1
                     /transl_table=11
                     /product="putative 3-oxoacyl-(acyl-carrier-protein)
                     synthase III"
                     /protein_id="AAP25732.1"
                     /db_xref="Pathema:BA_1826"
                     /translation="MNSKSRITAIGTHVPNQILSNNDLEKMIDTNDEWIVQRTGMKER
                     RIASEDEYSSNLAIKAVENLCTTYKKNLEDVDCIIVATTTADYVFPSVACQIQQYFNI
                     PHTMAFDLNATCAGFTYGLHVGNSLITSGSHKKVLVVATETLSKVTDYTDRTTCILFG
                     DGAGAILLERDENKPSFIAYHMGTNGHGGIHLYRTNLSTTMNDTPLQTNEKIVQNGRE
                     VYKWATRTVPVGIKELLHTANMKMDDIDWFIPHSANLRMIESICEKSQIPIHKTLTSV
                     EYMGNTSSVSIPLALDLARKKGKLNNGDTLLLYGFGGGLTHLGLIVEWDLS"
     gene            1711240..1711794
                     /locus_tag="BA_1827"
                     /old_locus_tag="BA1827"
                     /db_xref="Pathema:BA_1827"
     CDS             1711240..1711794
                     /locus_tag="BA_1827"
                     /old_locus_tag="BA1827"
                     /note="identified by similarity to GB:AAS40839.1"
                     /codon_start=1
                     /transl_table=11
                     /product="cbiN domain protein"
                     /protein_id="AAP25733.1"
                     /db_xref="Pathema:BA_1827"
                     /translation="MKTILRMLPVVIICSFILIIFSEKSYACDCINVSAEEALQKNDV
                     VFEGKVIEIGRKEEGEIEVLFEVKKIWKGTNFTQIIVYTDGGDCVFHFVEGGEYLVFS
                     SQRGPEKQLYTHSCSGTKRLDEAEIERNTLSHIAKGVAPTKKVDLKGEMVSGFSRWQV
                     AIISIGLLLIVTLVIFIVRRTRKK"
     gene            1712278..1713537
                     /locus_tag="BA_1828"
                     /old_locus_tag="BA1828"
                     /db_xref="Pathema:BA_1828"
     CDS             1712278..1713537
                     /locus_tag="BA_1828"
                     /old_locus_tag="BA1828"
                     /note="identified by match to protein family HMM PF01926;
                     match to protein family HMM TIGR03156"
                     /codon_start=1
                     /transl_table=11
                     /product="GTP-binding protein"
                     /protein_id="AAP25734.1"
                     /db_xref="Pathema:BA_1828"
                     /translation="MEELLQRAVLVGVNLGNEDDSAYSMEELTNLAEACDVEVIGQVT
                     QNLQRVNPSHYIGKGKIEEVAAYVNEVDANMVIFNDELSPSQIRNLEADLDCKVIDRT
                     ILILDIFAQRAKTKEAQLQVEVAHLQYMMPRLIGLRESLGRQSGGVGTKNKGVGEKKL
                     ELDRRKIEEQISVLNKDLEALVAQRQTQRKQRKKNEIPVVALVGYTNAGKSTTMNAML
                     EIYNGTEEKQVFEKDMLFATLETSVRNIDLPGNKSFLLTDTVGFVSKLPHHLVKAFRS
                     TLEEVAEADLLIHVVDYANPNYEQLIDITNETLKKIGVENIPTIYAYNKSDMVDVEIP
                     KVQEDRVYLSAKKHVGIEELVEMIRSHIYKEYTKCEMLIPYDQGQVVSYFNTHAHVLS
                     TSYENEGTKLEVECKTSDYEKYKRFAI"
     gene            complement(1713580..1715219)
                     /locus_tag="BA_1829"
                     /old_locus_tag="BA1829"
                     /note="putative oligopeptide ABC transporter,
                     oligopeptide-binding protein, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1829"
     gene            1715465..1716676
                     /gene="fsR"
                     /locus_tag="BA_1830"
                     /old_locus_tag="BA1830"
                     /db_xref="Pathema:BA_1830"
     CDS             1715465..1716676
                     /gene="fsR"
                     /locus_tag="BA_1830"
                     /old_locus_tag="BA1830"
                     /note="identified by similarity to OMNI:NTL01EC00470;
                     match to protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="fosmidomycin resistance protein"
                     /protein_id="AAP25735.1"
                     /db_xref="Pathema:BA_1830"
                     /translation="MQAVSQKNTVETPTIYRILFAISFGHFLNDSMQAVVPALFPILE
                     KTMNLSYMQVGWIAFALNMTSSIMQPVFGMYSDKKPSPFLLPLGMFSSMLGMIGLAFA
                     PNFIIVIISVLFIGLGSAVFHPEGARVAYMAAGTKRGLAQAIYQVGGNTGNSLAPIFT
                     ALIFVPLGQIGSLGFTAFAAVGIVLLIFVSNWYRNELATGAVRRKKRAALEAENAIVS
                     THIKFVIVLLVFLTFVRSWYGAGIGNFYQFYLIEHYGLSIKNAQYFVFAFMIAGVLGT
                     FFGGPLADRFGKKTIIVFSMLGSAPLALLLPHVSLVWVVPLFLCIGFISSSSFSVIVV
                     YAQELVPGKVGMVSGLIVGLAFGLGALGSVVLGKLADIYSLQFIMLLCSCLPLIGLTS
                     WLLPSDKKTIE"
     gene            1716687..1717604
                     /gene="cysK2"
                     /locus_tag="BA_1831"
                     /old_locus_tag="BA1831"
                     /db_xref="Pathema:BA_1831"
     CDS             1716687..1717604
                     /gene="cysK2"
                     /locus_tag="BA_1831"
                     /old_locus_tag="BA1831"
                     /EC_number="2.5.1.47"
                     /note="identified by similarity to SP:P37887; match to
                     protein family HMM PF00291; match to protein family HMM
                     TIGR01136; match to protein family HMM TIGR01139"
                     /codon_start=1
                     /transl_table=11
                     /product="cysteine synthase A"
                     /protein_id="AAP25736.1"
                     /db_xref="Pathema:BA_1831"
                     /translation="MKLCENITELIGDTPVVRLSKFIPEDAADVYVKLEMFNPSRSVK
                     DRAAYNLLHVAEENGLIKPGDTIIEPTSGNTGIGLAMNAAAKGYKAILIMPDNMSKER
                     INLLKAYGAEVVLTPAEQRMPGAIAKALELQKEIPNSFIPQQFENPANPNIHRYTTAL
                     EIYEQMDGELDAFVATAGTGGTITGTGETLKEKLPNLYIAVVEPKGSPVLSGGVPGPH
                     KLVGTSPGFIPKNLNTEVYNEIIQIADEEALTTMRNLARQEGLLVGPSSGASVYAAIM
                     IAKRLGTGKKVLCVAPDTGERYLSMGLFE"
     gene            1717681..1718193
                     /locus_tag="BA_1832"
                     /old_locus_tag="BA1832"
                     /db_xref="Pathema:BA_1832"
     CDS             1717681..1718193
                     /locus_tag="BA_1832"
                     /old_locus_tag="BA1832"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP25737.1"
                     /db_xref="Pathema:BA_1832"
                     /translation="MKLLKPIYEYSEQITEYRDAFLHVDEQPHGSSSLQNFDSLDEWF
                     EKVRKQELGEKLLANRVPSSQFLSFEKGELIGFVNIRHRLNEELLRESGHIGYSVHPN
                     KRRQGYATKQLKLALDEAQKLGLKKVLITCDKSNVGSAKTIQKVGGVLEDEVVSSHKS
                     EIVQRYWVEI"
     gene            1718313..1719110
                     /locus_tag="BA_1833"
                     /old_locus_tag="BA1833"
                     /db_xref="Pathema:BA_1833"
     CDS             1718313..1719110
                     /locus_tag="BA_1833"
                     /old_locus_tag="BA1833"
                     /note="identified by similarity to GP:20520233"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25738.1"
                     /db_xref="Pathema:BA_1833"
                     /translation="MSEIYRQNPKVEAIILAGSVARKLEDEHSDIELHILWSMPPEDD
                     DRKGPIHRIDGTILSYYPYEEEEWSETYLTKEGIKLEISNFLTETVEKVISDVVNQYD
                     ISYEKQCIVSSVHDGVSLYGGEKVNELKDRVVAYPENLAKRMISENLWLSNRWHNREA
                     LLKRKDWLMLYDVICEAQRNIFGVLFGLNRMYVHHPAFKWMPNNVDRMSIKPENLYER
                     MANALIGKPEYSVQELEVLIQEVLQLVEHHAPELHIAEQQKRMQYAK"
     gene            complement(1719151..1720785)
                     /locus_tag="BA_1834"
                     /old_locus_tag="BA1834"
                     /db_xref="Pathema:BA_1834"
     CDS             complement(1719151..1720785)
                     /locus_tag="BA_1834"
                     /old_locus_tag="BA1834"
                     /note="identified by match to protein family HMM PF01554;
                     match to protein family HMM PF01943; match to protein
                     family HMM PF03023"
                     /codon_start=1
                     /transl_table=11
                     /product="polysaccharide synthase family protein"
                     /protein_id="AAP25739.1"
                     /db_xref="Pathema:BA_1834"
                     /translation="MSTSKVLKGTALLSGATMISRILGFIYFFPFQLLVGTQGVALYG
                     YAYSWYGILLSFSTAGIPIAVSKFVAKHNALGDYSTSKKLYNSSVKLMLFMGFLGFLV
                     LFIGAPYISQFIIRSKTPDPQFISDVTLTMRALSFALIIVPAMSVTRGYFQGFQHMKP
                     SAVSQVVEQIARVVFILVGSFIVSKLLGGSVASSVAVATFGAVIGALASVSILMVYWK
                     KYNGLKPPEGELKSRASNISIKNIYIELLRYAIPIVFVGIAIPLYTLVDQYTVADALR
                     AMGEPLETANAVFAYITNYAQKLIMIPASLATGFSLTIIPAITKSYTSGKLEELQEQI
                     SKIFQVLLFFTIPAAFGLASIAYDAFRMVYVNPEIALGGSQYLISFAPSAILSAIFTV
                     SAAILQGIDYQRKTMIAFSVGILVKVLVNTPLLHLFGGHGAVLGTILGYLISNSIMLY
                     CIVKFAKFKMGETVKTVFLITIYSAAMSAVVMALKAILTWLIPGQSYMESLLIVVICG
                     AVGGIVYLLFILTSGLASHILGDKIQRSPILGKLIK"
     gene            1721530..1722867
                     /locus_tag="BA_1835"
                     /old_locus_tag="BA1835"
                     /db_xref="Pathema:BA_1835"
     CDS             1721530..1722867
                     /locus_tag="BA_1835"
                     /old_locus_tag="BA1835"
                     /note="identified by similarity to OMNI:HI1690; match to
                     protein family HMM PF00209"
                     /codon_start=1
                     /transl_table=11
                     /product="sodium-dependent transporter"
                     /protein_id="AAP25740.1"
                     /db_xref="Pathema:BA_1835"
                     /translation="MNSQQWTSKLGFVLAAAGSAIGLGAIWKFPYMAGIGGGGAFFLI
                     FIGFTLLIGLPLLLAEFVIGRSTQKEAVDAYREIAPKTLWPWLGKLGIVTCFILLSFY
                     SVVGGWILLYLWNAITGRLWEGNGAYEATFGEIISNPYLAVGSQLLFILITIFIVSKG
                     VQNGVEKVNKYFMPALFVLFFVLIVRALTLDGAGEGVRFFLQPDFSNVTSEVILYAMG
                     QSFFSLSVGVAVMVTYSSYLPKEESLPRSAFSIVGLTLVITLLAGLAIFPVVFAFGLE
                     PSQGPGLLFIVLPAIFSKMAFGKVFFVIFLLLFFFATITSAISMLEISVASLTSKGKG
                     KREKMALIVGLLIFVVGVPSALSFGILSDLKIFGKTVFDLADYAVSNVLMPLGVLLVS
                     IFVPLKMKKDVLMKELGVSKNKGYKLFVLWLFLLRFIAPIAIIIVFLNVLGII"
     gene            complement(1722907..1723611)
                     /locus_tag="BA_1836"
                     /old_locus_tag="BA1836"
                     /db_xref="Pathema:BA_1836"
     CDS             complement(1722907..1723611)
                     /locus_tag="BA_1836"
                     /old_locus_tag="BA1836"
                     /note="identified by match to protein family HMM PF01522"
                     /codon_start=1
                     /transl_table=11
                     /product="putative polysaccharide deacetylase"
                     /protein_id="AAP25741.1"
                     /db_xref="Pathema:BA_1836"
                     /translation="MKKKIIITIVTLFIITVALFGTYKLMNARGFQLFGDLTNRVETN
                     EKVVALTFDDGPTNNVKQILPLLDTYHAKATFFLIGNELEKNLSLGEAIVQSGHQVGN
                     HTYSHNRMVFKTPSYIKEEIEKTNSLIRRIGFTGEIDFRPPNGKKLIGLPYYLNKNNI
                     ETITWDLEPDTFYKSAADKIDYVSKNVKPGSIILLHSMYDESNENLQTIEGILDSLSK
                     KGYQFVTVNELQKSAK"
     gene            1723942..1724205
                     /locus_tag="BA_1837"
                     /old_locus_tag="BA1837"
                     /db_xref="Pathema:BA_1837"
     CDS             1723942..1724205
                     /locus_tag="BA_1837"
                     /old_locus_tag="BA1837"
                     /note="identified by similarity to EGAD:109286"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25742.1"
                     /db_xref="Pathema:BA_1837"
                     /translation="MKYVKAKAVLPESLITEIQKYIQGETIYIPKQETKHYKWGTRSG
                     GRKQLDERNKAIKDAFKSGISIHQLAEEYFLSGETIKKIVYSK"
     gene            1724386..1725072
                     /locus_tag="BA_1838"
                     /old_locus_tag="BA1838"
                     /db_xref="Pathema:BA_1838"
     CDS             1724386..1725072
                     /locus_tag="BA_1838"
                     /old_locus_tag="BA1838"
                     /note="identified by similarity to EGAD:107877; match to
                     protein family HMM PF04239"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25743.1"
                     /db_xref="Pathema:BA_1838"
                     /translation="MNHLGQITIELFVGFFVLLIATKILGKTQISQLTPFDFISAIVI
                     GELVGNTVYDPEVRVWSILYAVFVWVILIYAIEVITQKFRRTRKFFEGYPSIIIRNGH
                     IDREQLKSNHLDINQLQQMLRQQKDIFSIREVEYMILEPNGNISVLKKSKYESPTIND
                     LSLKHKPVYLPISLISDGKVVKDNLREAGFDEGWLYKQIKKKGITKFEDVLYAEWKTD
                     DGFFCQEMDR"
     gene            1725083..1725199
                     /locus_tag="BA_1839"
                     /old_locus_tag="BA1839"
                     /db_xref="Pathema:BA_1839"
     CDS             1725083..1725199
                     /locus_tag="BA_1839"
                     /old_locus_tag="BA1839"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25744.1"
                     /db_xref="Pathema:BA_1839"
                     /translation="MYVLFISKLSFTYQKAESLYTIELEQQFVWSDKDGSFY"
     gene            1725183..1725824
                     /locus_tag="BA_1840"
                     /old_locus_tag="BA1840"
                     /db_xref="Pathema:BA_1840"
     CDS             1725183..1725824
                     /locus_tag="BA_1840"
                     /old_locus_tag="BA1840"
                     /note="identified by similarity to GP:16410110; match to
                     protein family HMM PF07299"
                     /codon_start=1
                     /transl_table=11
                     /product="putative fibronectin-binding protein"
                     /protein_id="AAP25745.1"
                     /db_xref="Pathema:BA_1840"
                     /translation="MEAFIRSDQYNFIKSQAYILANGHATANDRGVIQALKSLAIEKI
                     IHVFENLTDEQKELIDTVLTVQNREDAESFLTKINPYVIPFQEVTAQTLKKLFPKAKK
                     LKLPDMEEMDMKEISYLSWVDKGSSRKFIIAKNDKNKFVGLQGTFQSLNKKSICSLCH
                     GHEEVGMFLVEIKGDIPGTFVKKGNYICKDGVACNQNMKSLDKLQDFIERLKK"
     gene            1726288..1726503
                     /locus_tag="BA_1841"
                     /old_locus_tag="BA1841"
                     /db_xref="Pathema:BA_1841"
     CDS             1726288..1726503
                     /locus_tag="BA_1841"
                     /old_locus_tag="BA1841"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25746.1"
                     /db_xref="Pathema:BA_1841"
                     /translation="MTTEQIEEILKCEDNGPEEYEFCEEMLETYQVKLDQINRQISVL
                     DVVKYRLEKQIMQMTDKRRMRNGNSLS"
     gene            complement(1726576..1727529)
                     /locus_tag="BA_1842"
                     /old_locus_tag="BA1842"
                     /db_xref="Pathema:BA_1842"
     CDS             complement(1726576..1727529)
                     /locus_tag="BA_1842"
                     /old_locus_tag="BA1842"
                     /note="identified by match to protein family HMM PF01210;
                     match to protein family HMM PF03446; match to protein
                     family HMM PF03807"
                     /codon_start=1
                     /transl_table=11
                     /product="putative dehydrogenase"
                     /protein_id="AAP25747.1"
                     /db_xref="Pathema:BA_1842"
                     /translation="MKKNDQSEKKQNISQVSDTDVSVMENPHRSPVTVIGLGPMGQAL
                     AGAFLMNGHPTTLWNRTAEKADYLISQGATLSNSVTGAVSASPLVIICVLDYNVVHEV
                     LGPVGDALKGRTLVNLTADSPKRAREMATWAAQHGVDYLDGAIMTPTPTIGTPAASVL
                     YSGPESIFKVHQPTLASLGGTTSYLGADPGRAAAYDVALLDLFWTSMSGYAHALALAT
                     AENIPAKEFAIYAQGIIDILPDIMAYLASEVDSGHYPGDKSNIISASAGMEHIIHAAQ
                     HHGLDVSVLSAAMAVTQQAINEGYGTDGFSRLTELLKKPSA"
     gene            1727710..1728171
                     /locus_tag="BA_1843"
                     /old_locus_tag="BA1843"
                     /db_xref="Pathema:BA_1843"
     CDS             1727710..1728171
                     /locus_tag="BA_1843"
                     /old_locus_tag="BA1843"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25748.1"
                     /db_xref="Pathema:BA_1843"
                     /translation="MYHSLLFMAFYDLGLDNEIKLDKRYILKHLLILKEVNMNYISPK
                     EEMLKAKRWSKDMIAAGRGHTVALKYDNAVETTGWNKHDQCDVNDWHNIVAVAARWRR
                     TIGLKPDGTVIAVGCVHTVGLKSDGTVVAECDNTYGQCDVCSWRNIRLPSK"
     gene            1728358..1728558
                     /locus_tag="BA_1844"
                     /old_locus_tag="BA1844"
                     /db_xref="Pathema:BA_1844"
     CDS             1728358..1728558
                     /locus_tag="BA_1844"
                     /old_locus_tag="BA1844"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25749.1"
                     /db_xref="Pathema:BA_1844"
                     /translation="MFKKLLFSLPDILLVCIVFYVTYTKSFSFGQTLVISIAIGIIGG
                     LVLRICTDLFTFIKWTIKQRKS"
     gene            1728589..1728684
                     /locus_tag="BA_1845"
                     /old_locus_tag="BA1845"
                     /db_xref="Pathema:BA_1845"
     CDS             1728589..1728684
                     /locus_tag="BA_1845"
                     /old_locus_tag="BA1845"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25750.1"
                     /db_xref="Pathema:BA_1845"
                     /translation="MTKKKSRVKNEILLWTLTAVVLIIVWYFFQR"
     gene            complement(1728726..1729262)
                     /gene="msrA1"
                     /locus_tag="BA_1846"
                     /old_locus_tag="BA1846"
                     /db_xref="Pathema:BA_1846"
     CDS             complement(1728726..1729262)
                     /gene="msrA1"
                     /locus_tag="BA_1846"
                     /old_locus_tag="BA1846"
                     /EC_number="1.8.4.11"
                     /note="identified by match to protein family HMM PF01625;
                     match to protein family HMM TIGR00401"
                     /codon_start=1
                     /transl_table=11
                     /product="peptide-methionine (S)-S-oxide reductase"
                     /protein_id="AAP25751.1"
                     /db_xref="Pathema:BA_1846"
                     /translation="MSEKTYELATFAGGCFWCMVKPFDELPDIHKVLSGYAGGHVENP
                     TYEQVKAGTSGHLEVVQITFDPSIFPYEKLLNLYWPQIDPTDDGGQFFDRGPSYRTAI
                     FYHTETQKELAEKSKHSLAESGMFKDPIVTEIRPAAPFYEAEEYHQHFYKKNPEKYAT
                     EQKESGREDFIKENWQKK"
     gene            complement(1729354..1730112)
                     /locus_tag="BA_1847"
                     /old_locus_tag="BA1847"
                     /db_xref="Pathema:BA_1847"
     CDS             complement(1729354..1730112)
                     /locus_tag="BA_1847"
                     /old_locus_tag="BA1847"
                     /note="identified by match to protein family HMM PF00106"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, short-chain
                     dehydrogenase/reductase family"
                     /protein_id="AAP25752.1"
                     /db_xref="Pathema:BA_1847"
                     /translation="MLKGKVALVTGASRGIGRAIAKRLANDGALVAIHYGNRKEEAEE
                     TVYEIQSNGGSAFSIGANLESLHGVEALYSSLDNELQNRTGSTKFDILINNAGIGPGA
                     FIEETTEQFFDRMVSVNAKAPFFIIQQALSRLRDNSRIINISSAATRISLPDFIAYSM
                     TKGAINTMTFTLAKQLGARGITVNAILPGFVKTDMNAELLSDPMMKQYATTISAFNRL
                     GEVEDIADTAAFLASPDSRWVTGQLIDVSGGSCL"
     gene            1731076..1731975
                     /gene="ilvE2"
                     /locus_tag="BA_1849"
                     /old_locus_tag="BA1849"
                     /db_xref="Pathema:BA_1849"
     CDS             1731076..1731975
                     /gene="ilvE2"
                     /locus_tag="BA_1849"
                     /old_locus_tag="BA1849"
                     /EC_number="2.6.1.42"
                     /note="identified by similarity to SP:P00510; match to
                     protein family HMM PF01063; match to protein family HMM
                     TIGR01122"
                     /codon_start=1
                     /transl_table=11
                     /product="branched-chain-amino-acid transaminase"
                     /protein_id="AAP25753.1"
                     /db_xref="Pathema:BA_1849"
                     /translation="MGNQYIYMNGEFVEKEKAVVSVYDHGFLYGDGVFEGIRSYGGNV
                     FCLKEHVKRLYESAKSILLTIPLTVDEMEEAVLQTLQKNEYADAYIRLIVSRGKGDLG
                     LDPRSCVKPSVIIIAEQLKLFPQEFYDNGLSVVSVASRRNTPDALDPRIKSMNYLNNV
                     LVKIEAAQAGVLEALMLNQQGYVCEGSGDNVFVVKDGKVLTPPSYLGALEGITRNSVI
                     ELCERLSIPCEERPFTRHDVYVADEVFLTGTAAELIPVVKVDSREIGDGKPGSVTKQL
                     TEEFKKLTRERGVRVPGLAESLL"
     gene            1731998..1733710
                     /gene="ilvB2"
                     /locus_tag="BA_1850"
                     /old_locus_tag="BA1850"
                     /db_xref="Pathema:BA_1850"
     CDS             1731998..1733710
                     /gene="ilvB2"
                     /locus_tag="BA_1850"
                     /old_locus_tag="BA1850"
                     /EC_number="2.2.1.6"
                     /note="identified by similarity to SP:P37251; match to
                     protein family HMM PF00205; match to protein family HMM
                     PF02775; match to protein family HMM PF02776; match to
                     protein family HMM TIGR00118"
                     /codon_start=1
                     /transl_table=11
                     /product="acetolactate synthase, large subunit,
                     biosynthetic type"
                     /protein_id="AAP25754.1"
                     /db_xref="Pathema:BA_1850"
                     /translation="MKQYTTYEKLQCEEVTGAGHVIQCLKKLGVTTVFGYPGGAILPV
                     YDALYESGLKHILTRHEQAAIHAAEGYARASGKVGVVFATSGPGATNLVTGLADAYMD
                     SIPLVVITGQVATPLIGKDGFQEADVVGITVPVTKHNYQVRDVNQLSRIVQEAFYIAE
                     SGRPGPVLIDIPKDVQIEKVTSFYNEVIEIPGYKLEPRPDSMKLREVAKAISEAKRPL
                     LYIGGGIIHADGSEELIQFARKKGIPVVSTLMGLGAYPPGDPLFLGMLGMHGTYAANM
                     AVTECDLLLALGVRFDDRVTGKLELFSPHSKKVHIDIDPSEFQKNVAVEYPVVGDVKK
                     ALHMLLHMSIHTQTDEWLQKVKTWKEEYQLSYKQKESELKPQHVINLVSELTNGEAIV
                     TTEVGQHQMWAAHFYKAKNPRTFLTSGGLGTMGFGFPAAIGAQLAKEEELVICIAGDA
                     SFQMNIQELQTIAENNIPVKVFIINNKFLGMVRQWQEMFYENRLSESKIGSPDFVKVA
                     EAYGVKGLRATNATEAKQVMLEAFAHKGPVVVDFCVEEGENVFPMVPPNKGNNEMIMK
                     RWEE"
     gene            1733707..1733919
                     /locus_tag="BA_1851"
                     /old_locus_tag="BA1851"
                     /note="acetolactate synthase III, small subunit,
                     truncation; comparison of this gene to its homologs
                     suggests this gene has been truncated; identified by match
                     to protein family HMM PF01842"
                     /pseudo
                     /db_xref="Pathema:BA_1851"
     gene            1733934..1734941
                     /gene="ilvC2"
                     /locus_tag="BA_1852"
                     /old_locus_tag="BA1852"
                     /db_xref="Pathema:BA_1852"
     CDS             1733934..1734941
                     /gene="ilvC2"
                     /locus_tag="BA_1852"
                     /old_locus_tag="BA1852"
                     /EC_number="1.1.1.86"
                     /note="identified by similarity to SP:P37253; match to
                     protein family HMM PF01450; match to protein family HMM
                     PF07991; match to protein family HMM TIGR00465"
                     /codon_start=1
                     /transl_table=11
                     /product="ketol-acid reductoisomerase"
                     /protein_id="AAP25755.1"
                     /db_xref="Pathema:BA_1852"
                     /translation="MKTYYEQDANVGLLQGKTVAVIGYGSQGHAQAQNLRDSGVEVVV
                     GVRPGKSFEVAKADGFEVMSVSEAVRTAQVVQMLLPDEQQAHVYKAEVEENLREGQML
                     LFSHGFNIHFGQINPPSYVDVAMVAPKSPGHLVRRVFQEGNGVPALVAVHQDATGTAL
                     HVALAYAKGVGCTRAGVIETTFQEETETDLFGEQAVLCGGVTALVKAGFETLTEGGYR
                     PEIAYFECLHELKLIVDLMYEGGLTNMRHSISDTAEFGDYVTGSRIVTDETKKEMKRV
                     LTEIQQGEFAKKWILENQAGRPTYNAMKKAEQNHQLEKVGEELREMMSWIHAPKELVK
                     K"
     gene            1734988..1736661
                     /gene="ilvD"
                     /locus_tag="BA_1853"
                     /old_locus_tag="BA1853"
                     /db_xref="Pathema:BA_1853"
     CDS             1734988..1736661
                     /gene="ilvD"
                     /locus_tag="BA_1853"
                     /old_locus_tag="BA1853"
                     /EC_number="4.2.1.9"
                     /note="identified by similarity to SP:P51785; match to
                     protein family HMM PF00920; match to protein family HMM
                     TIGR00110"
                     /codon_start=1
                     /transl_table=11
                     /product="dihydroxy-acid dehydratase"
                     /protein_id="AAP25756.1"
                     /db_xref="Pathema:BA_1853"
                     /translation="MRSDMIKKGFDKAPHRSLLKATGLKDEDFDKPFIAICNSFIEII
                     PGHKHLNEFGKLVKEAVRAAGMVPFEFNTIGVDDGIAMGHIGMRYSLPSREIIADSVE
                     TVVNAHWFDGMICIPNCDKITPGMMMAALRINIPTVFVSGGPMAAGKTSKGDVVDLSS
                     VFEGVGAYQSGKISEEELKDIEDHGCPSCGSCSGMFTANSMNCLCEVLGLALPGNGSI
                     LAIDPRREELIKQAAEKLKILIERDIKPRDIVTEEAIDDAFALDMAMGGSTNTVLHTL
                     ALAQEAGLDYDMNRIDAVSRRVPHLCKVSPASNWHMEDIDRAGGISAILKEMSRKEGV
                     LHLDRITATGQTLRENIAHAEIKDKEVIHSLENPHSEEGGLRILKGNLAKDGAVIKSG
                     ATEVKRFEGPCVIFNSQDEALAGIMLGKVKKGDVVVIRYEGPRGGPGMPEMLAPTSAI
                     AGMGLGADVALLTDGRFSGASRGISVGHISPEAAAGGTIALLEQGDIVCIDVEERLLE
                     VRVSDEELGKRKKEWKRPEPKVKTGWLGRYAQMVTSANTGAVLKIPNFD"
     gene            1736693..1737955
                     /gene="ilvA"
                     /locus_tag="BA_1854"
                     /old_locus_tag="BA1854"
                     /db_xref="Pathema:BA_1854"
     CDS             1736693..1737955
                     /gene="ilvA"
                     /locus_tag="BA_1854"
                     /old_locus_tag="BA1854"
                     /EC_number="4.3.1.19"
                     /note="identified by similarity to SP:P37946; match to
                     protein family HMM PF00291; match to protein family HMM
                     PF00585; match to protein family HMM TIGR02079"
                     /codon_start=1
                     /transl_table=11
                     /product="threonine ammonia-lyase, biosynthetic"
                     /protein_id="AAP25757.1"
                     /db_xref="Pathema:BA_1854"
                     /translation="MVQKVKERVKIEDILMAHTCMKDIVIKTPLQRDTVLSEKYDCDV
                     YVKREDLQLIRSFKIRGAYNLIRSLSKEQLQNGVVCASAGNHAQGVAYTCNLLKIPSK
                     IFMPTTTPKQKVSQVQFFGGDFAEIVLVGDTFDSSFQEAQRYCEENRMTFVHPFDDPY
                     VVAGQGTVAVEIMHDMEKPVDYIFTAIGGGGLASGVGTYVKGVSPATQVIGVEPMGAA
                     SMKEAFLQNDNVALEKIDSFVDGAAVKKVGKLTFETCKDVIDDIVLVPEGKVCTTILE
                     LYKKNAIVAEPAGALSIAALDLYRDEIKGKTVVCTLSGGNNDIDRMQEMKERSLIYEG
                     LKHYFIIEFPQRSGALREFLDKGLGPEDDITRFEYIKKHNKENGPALVGVELKHKEDY
                     EQLIIRFKENNIQFMELNKNPVLFDLLI"
     gene            complement(1738316..1739419)
                     /locus_tag="BA_1855"
                     /old_locus_tag="BA1855"
                     /db_xref="Pathema:BA_1855"
     CDS             complement(1738316..1739419)
                     /locus_tag="BA_1855"
                     /old_locus_tag="BA1855"
                     /note="identified by similarity to GP:4584121; match to
                     protein family HMM PF09587"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25758.1"
                     /db_xref="Pathema:BA_1855"
                     /translation="MKTLLKRFLLIAFCITPIVVLINHSFTSKATDKPDFQNKSSKTA
                     SKSDKKIEDPEITLTFSGDTMFDWQLRPVIEKNGADYPFQHVKEEITKADISFVNLES
                     AFTTKEKKAPGQLFWIKSDPSTLQAIKNTGYDIVNIGNNHTLDYGQNGLLDTISHVEK
                     LKFPYIGAGKNAKDAYTAREMTVKGKKFKFLSFVRFMPDFTWVADDNKPGVANGYDLN
                     LVTKTIKEQKKDADYLIVYMHWGVEKSNRPVDYQKQYVNKMVTAGADAIVGSHPHWLQ
                     GFEYYNNVPVAYSLGNFLFPSYVNGKSAETGVLTLTFKGKDVQMSFNPYIIRNNQVSP
                     VNEEEKRKALQYLQTISTDVEIDDTGKIINKRN"
     gene            1739632..1740348
                     /locus_tag="BA_1856"
                     /old_locus_tag="BA1856"
                     /db_xref="Pathema:BA_1856"
     CDS             1739632..1740348
                     /locus_tag="BA_1856"
                     /old_locus_tag="BA1856"
                     /note="identified by match to protein family HMM PF04474"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25759.1"
                     /db_xref="Pathema:BA_1856"
                     /translation="MVILGAVVNGICIIFGTLLGKLFSKIPESMKGTIMHAIGLAVTV
                     LGLQMALKSENFLVVILSLVIGTVIGEWLQLEGKLKQLGDWLENKVGSKGKGSISEGF
                     VTATLIFAIGAMGILGALDSGIRGNHDILFTKAIIDGFISIILTTTLGIGVVFSAIPV
                     ILYEGGIAVFATQINNVVPKELMNQFIVEMTATGGIMIAAIGLNLLGFIKIKVANLLP
                     GILVVGIIVSLIYSYGLIVK"
     gene            1740352..1741215
                     /locus_tag="BA_1857"
                     /old_locus_tag="BA1857"
                     /db_xref="Pathema:BA_1857"
     CDS             1740352..1741215
                     /locus_tag="BA_1857"
                     /old_locus_tag="BA1857"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP25760.1"
                     /db_xref="Pathema:BA_1857"
                     /translation="MEIQMEEFQFTKRVHNILKIAAEEAECNIIQPVHLFIGMCKEGS
                     GVCSELYMYLFRNVGTDFLEKLSIQKQNHLTNQEYKKIGHYKLSYKTLEVLQIAKKRM
                     ERFQQVLMNEGHVIYALFRLDTFIENPQIQKEILRIVDEPRDLAVDLKCFIPAYNDLT
                     CHVRKANSSDFEKLVSFVSEEFGERWLHSIEYGFRTYKENLPIYIAKQEEVIVGFACY
                     DVVRGKKGLFGPMGTAKQNRVKGVGKQLLHCSLHSMKQEGYENAIIGQAGPIEFYERC
                     CNARLIPIMDH"
     gene            1741383..1742597
                     /locus_tag="BA_1858"
                     /old_locus_tag="BA1858"
                     /db_xref="Pathema:BA_1858"
     CDS             1741383..1742597
                     /locus_tag="BA_1858"
                     /old_locus_tag="BA1858"
                     /note="identified by match to protein family HMM PF00083;
                     match to protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="MFS transporter"
                     /protein_id="AAP25761.1"
                     /db_xref="Pathema:BA_1858"
                     /translation="MASWKRNLMICWLGCFTTAAGMSLVIPFLSFYIEELGVTGTSSI
                     AQWSGLAFGVTFLMGAIVSPIWGKLGDIHGRKLMLIRASLGMAIIMTLMGFVTDVYQL
                     VALRFLMGAVSGFLSTAMTFIAAETPKEHSGWAISTISTGGVSGSLLGPLLGGYLSEL
                     IGMRHVFLVTGAFLFLSFLIVFFFLHEENHSAQAKKVQTKKVWTMVPAKHLIISLFVT
                     TFIIQLANMSVQPIVTLYVKNLVGPQTAHIETIAGAVMSATGLAVILAAPRLGRLSDH
                     IGPQKTLVVALFAAGIIFIPQAFVTSAWQLLILRFLLGIAQAGLLPSVQTLLKQHTPT
                     HVTGRIFGYNQSFQFLGNMIGPILGGQIAAHAGFQYVFFSTSSLLFIACIWVYFHNKN
                     EEVSEKRHLEVS"
     gene            complement(1742646..1743407)
                     /locus_tag="BA_1859"
                     /old_locus_tag="BA1859"
                     /db_xref="Pathema:BA_1859"
     CDS             complement(1742646..1743407)
                     /locus_tag="BA_1859"
                     /old_locus_tag="BA1859"
                     /note="identified by match to protein family HMM PF02900"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase"
                     /protein_id="AAP25762.1"
                     /db_xref="Pathema:BA_1859"
                     /translation="MMPSLFLAHGSPMLAIQDTDYTSFLKTLGETYKPKAIVIFTAHW
                     ESEVLTISSTDNEYETIYDFGGFPPELYEIKYRAKGSSSIASMLETKFKNKGIPVHHN
                     MTRGLDHGSWTLLHRMYPEANIPVVQISVNPFLSAKEQFKIGEALKGLGQEDILVIGS
                     GVTVHNLRALKWNQTTPEQWAIEFDDWIIKHMQAADKDALFNWEKNAPHAQLAVPRAE
                     HFVPLFIAMGSGENNGEVIHRSYELGTLSYLCLQF"
     gene            1743610..1744533
                     /locus_tag="BA_1860"
                     /old_locus_tag="BA1860"
                     /db_xref="Pathema:BA_1860"
     CDS             1743610..1744533
                     /locus_tag="BA_1860"
                     /old_locus_tag="BA1860"
                     /note="identified by match to protein family HMM PF00561"
                     /codon_start=1
                     /transl_table=11
                     /product="alpha/beta hydrolase family protein"
                     /protein_id="AAP25763.1"
                     /db_xref="Pathema:BA_1860"
                     /translation="MNVQESFVTALDESEIYLRKWLPECEPKGIIQIAHGMTEHAGVY
                     TDFIDALLEAGYGVYAHDHKGHGKTVRREEDYGHFEPDIGWNQAVSDVIFVSEMIKEE
                     QACLLFLLGHSMGSFLSRRAVQLRGELYDGFLISGTGGNPGFVGVVGHKVATIEMKLR
                     GAKTKSPMLNFLSFGNFNSNFKPNRTNFDWLSSDNDQVDKYIADPLCGFICTTSFYRE
                     LFSGVLEVNKLEEYKKTPSNLPIHIFSGDRDPVGDMGKGVKEVYENYKKCGVKDVTLR
                     LYENGRHEMFHEVNKEEVFKDLISWLDAHNR"
     gene            1744958..1745602
                     /locus_tag="BA_1861"
                     /old_locus_tag="BA1861"
                     /db_xref="Pathema:BA_1861"
     CDS             1744958..1745602
                     /locus_tag="BA_1861"
                     /old_locus_tag="BA1861"
                     /note="identified by similarity to EGAD:107755; similarity
                     to OMNI:NTL01BH1008; match to protein family HMM PF04397"
                     /codon_start=1
                     /transl_table=11
                     /product="putative methyl-accepting/DNA response
                     regulator"
                     /protein_id="AAP25764.1"
                     /db_xref="Pathema:BA_1861"
                     /translation="MEDKTLGLLLDVVGELFSDEISIAVSNTKEYIYYRPSKRIDLKI
                     SAGDPIKEGTIAHKAMVTNQKTSEFINRDVFGIPYHGMAVPFSNNGKLEGCVTAIYPA
                     LTDGKSVVTLKTTDGWVPVPFSKVMYLEAKDKKTYVNAEELTGTHKYSLQEFEYLLPK
                     DSFIRCHRSFIVNVNHIKAIYPDTHSTFVLSMDNGERVPVSQSYASYFRKLLGF"
     gene            1745730..1747244
                     /locus_tag="BA_1862"
                     /old_locus_tag="BA1862"
                     /db_xref="Pathema:BA_1862"
     CDS             1745730..1747244
                     /locus_tag="BA_1862"
                     /old_locus_tag="BA1862"
                     /note="identified by match to protein family HMM PF02550;
                     match to protein family HMM TIGR03458"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyl-CoA hydrolase/transferase family protein"
                     /protein_id="AAP25765.1"
                     /db_xref="Pathema:BA_1862"
                     /translation="MENNLDRIRDQRLKDRVVTPEEAASWIESGMTLGLSGFTRAGDV
                     KAVPFALVNRVKNDTSFKVNVYTGASLGSDVDKLFAEAGILGKRLPFQADATMRKGIN
                     NGDFLFVDQHLSHTAELLRADVMDVDFAILGAVAITEDGMIIPTTSIGNSLAFSLNAK
                     SIIIEMNMAQSAQLEGLHDLYEPGKQGERLPIPLVKTNDRIGTIGIPIDVEKVKGIVF
                     TNQLDSPSTIVPPDEETVIMAQHLIEFLRKEVEVGRLTNRLAPLQSGIGSVANAVLHG
                     MLDSEFEDLEVYSEVLQDAVFDLMDAGKVNFASCCSITLSEEKMQKVFSNFEKYRDKL
                     MMRPQEISNHPEIIRRLGLISINTALELDIYGNVNSTHVLGTKMMNGIGGSGDFARNA
                     RLAIFVTKSIAKGGNISSIVPFASHIDHTEHDVDVIVTEQGYADLRGLAPSERVELII
                     ENCAHLMYRDQLRAYYEEAKTRGGQTPHILEKAFSWHTNYAKNGTMLEEVVETV"
     gene            1747455..1747898
                     /locus_tag="BA_1863"
                     /old_locus_tag="BA1863"
                     /db_xref="Pathema:BA_1863"
     CDS             1747455..1747898
                     /locus_tag="BA_1863"
                     /old_locus_tag="BA1863"
                     /note="identified by similarity to GP:17132668; match to
                     protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP25766.1"
                     /db_xref="Pathema:BA_1863"
                     /translation="MKIRKALLSEANELSELALHSKATWDYSEEFILACKEDLTITEE
                     YIKNNFVYVLENDTTKIGFFSFLRNEKALDFLYIHPRYKGKGYGKILWDYVIEKANEL
                     GLKSFMIDSDPNAKGYYLKMGAKLIGETPSTVFKGRLLPLLKYDV"
     gene            1747926..1748285
                     /locus_tag="BA_1864"
                     /old_locus_tag="BA1864"
                     /db_xref="Pathema:BA_1864"
     CDS             1747926..1748285
                     /locus_tag="BA_1864"
                     /old_locus_tag="BA1864"
                     /note="identified by similarity to EGAD:109001"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25767.1"
                     /db_xref="Pathema:BA_1864"
                     /translation="MDHVQRKQIYEALIKSWSIETSSKWTIENPAKGQCGVTALVVQD
                     IYGGELKKTKVRAAWHFYNFIEGQRIDFTEAQFNGKLNYMDMESNREEAFADTNERQY
                     SILKKKITKEFKLSFDS"
     gene            1748357..1749664
                     /locus_tag="BA_1865"
                     /old_locus_tag="BA1865"
                     /db_xref="Pathema:BA_1865"
     CDS             1748357..1749664
                     /locus_tag="BA_1865"
                     /old_locus_tag="BA1865"
                     /note="identified by match to protein family HMM PF01979;
                     match to protein family HMM PF07969"
                     /codon_start=1
                     /transl_table=11
                     /product="chlorohydrolase family protein"
                     /protein_id="AAP25768.1"
                     /db_xref="Pathema:BA_1865"
                     /translation="MKTTYVNATIVTMNEQNEVIENGYIIVENDKIIDVNSGEFASDF
                     EVDEVIDMKGKWVLPGLVNTHTHVVMSLLRGIGDDMLLQPWLETRIWPLESQFTPELA
                     VASTELGLLEMVKSGTTSFSDMFNPIGVDQDAIMETVSRSGMRAAVSRTLFSFGTQED
                     EKKAIEEAEKYVKRYYNESGMLTTMVAPHSPYTCSTELLEECARIAVENQTMVHIHLS
                     ETEREVRDIEAQYGKRPVEYVASCGLFKRPTVIAHGVVLNDNERAFLAEHDVRVAHNP
                     NSNLKLGSGIANVKAMLEAGMKVGIATDSVASNNNLDMFEEMRIATLLQKGIHQDATA
                     LPVETALTLATKGAAEVIGMKQTGSLEVGKCADFITIDPSNKPHLQPADEVLSHLVYA
                     ASGKDISDVIINGKRVVWNGECKTLDEERIIFEASRYKRGLQR"
     gene            complement(1749818..1750906)
                     /locus_tag="BA_1866"
                     /old_locus_tag="BA1866"
                     /db_xref="Pathema:BA_1866"
     CDS             complement(1749818..1750906)
                     /locus_tag="BA_1866"
                     /old_locus_tag="BA1866"
                     /note="identified by similarity to GP:19916933"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25769.1"
                     /db_xref="Pathema:BA_1866"
                     /translation="MGIPVIKERNLVHQTVEISGTTQGTTIPLLLKFTPGGKVDEIGV
                     RTPPESYIIPQPTYDQPASYQEREIVIGNSTYPLPATLTIPKHKPGEKVPVVVLVHGA
                     GIHDRDSTYMGTKILRDLAVGLSSNGIAVLRYEKRTLEHALKMSAEPVTLDRDTTDDA
                     IYAAKSAAQQEGIDPNNIFILGHSLGAGAMPRILSKSPSSLVRGSILLAPPARPLTDI
                     AIDQNQYLGAPKEVIDELKRQVAFIQDPTFNPDHPPAGYNFASPHFMYDVSRWRPVEE
                     ARLRTEPLLILQGARDHQVTVKNEYTKWQEGLSNRRNVQFNKYPKLNHFFTEGDGELS
                     LPSEYEIPANVPEYVIQDIIIWVNETKK"
     gene            complement(1751246..1751353)
                     /locus_tag="BA_1867"
                     /old_locus_tag="BA1867"
                     /db_xref="Pathema:BA_1867"
     CDS             complement(1751246..1751353)
                     /locus_tag="BA_1867"
                     /old_locus_tag="BA1867"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25770.1"
                     /db_xref="Pathema:BA_1867"
                     /translation="MKKERLGVTRAITTKPELLVLDEHINGLDVVTTEP"
     gene            1751783..1753400
                     /locus_tag="BA_1868"
                     /old_locus_tag="BA1868"
                     /note="putative oligopeptide ABC transporter,
                     oligopeptide-binding protein, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1868"
     gene            1753914..1754123
                     /locus_tag="BA_1869"
                     /old_locus_tag="BA1869"
                     /db_xref="Pathema:BA_1869"
     CDS             1753914..1754123
                     /locus_tag="BA_1869"
                     /old_locus_tag="BA1869"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25771.1"
                     /db_xref="Pathema:BA_1869"
                     /translation="MNKKVKNLKYFMVILACIVIFGTVLPNALDPNESLAGKISIATF
                     GTIGACLLFSIMYFIVKKAILRGGK"
     gene            1754113..1754208
                     /locus_tag="BA_1870"
                     /old_locus_tag="BA1870"
                     /db_xref="Pathema:BA_1870"
     CDS             1754113..1754208
                     /locus_tag="BA_1870"
                     /old_locus_tag="BA1870"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25772.1"
                     /db_xref="Pathema:BA_1870"
                     /translation="MGNKVGQNLELELLPIGSVVMFKDWEHPLMV"
     gene            1754303..1754407
                     /locus_tag="BA_1871"
                     /old_locus_tag="BA1871"
                     /db_xref="Pathema:BA_1871"
     CDS             1754303..1754407
                     /locus_tag="BA_1871"
                     /old_locus_tag="BA1871"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25773.1"
                     /db_xref="Pathema:BA_1871"
                     /translation="MNHEDISSVLHLGFINETEVEFQKLFKKEIEEKQ"
     gene            1754487..1754867
                     /locus_tag="BA_1872"
                     /old_locus_tag="BA1872"
                     /db_xref="Pathema:BA_1872"
     CDS             1754487..1754867
                     /locus_tag="BA_1872"
                     /old_locus_tag="BA1872"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP25774.1"
                     /db_xref="Pathema:BA_1872"
                     /translation="MKSLRLFMILTLVVLLSACNTATQVTKVQKNGETTLKIGSLQGY
                     YDVQTLKAEKGNVEIPYEAAVEEGTILLQVTKDDKVIYEEEITSQKEGLLSFEASKSG
                     SYDLIVRVKGEKEKAKEIQIHTKL"
     gene            1755002..1755145
                     /locus_tag="BA_1873"
                     /old_locus_tag="BA1873"
                     /db_xref="Pathema:BA_1873"
     CDS             1755002..1755145
                     /locus_tag="BA_1873"
                     /old_locus_tag="BA1873"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25775.1"
                     /db_xref="Pathema:BA_1873"
                     /translation="MLQLWDVSNGIYNSLLHDKKTGFDTFLFEKDVDGKKQVVVFRRR
                     DIR"
     gene            1755197..1757242
                     /locus_tag="BA_1874"
                     /old_locus_tag="BA1874"
                     /db_xref="Pathema:BA_1874"
     CDS             1755197..1757242
                     /locus_tag="BA_1874"
                     /old_locus_tag="BA1874"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25776.1"
                     /db_xref="Pathema:BA_1874"
                     /translation="MGGNKLKSIEVLNTYIEGISVAIPMWLKHLIEAEEIHQNYENVQ
                     VLGALKTDAVLYYVHRTLQVLDGLSLDEEAYRIIEKVLTYSELAKVGSLKQREQWKKK
                     GINLLVHNEGSADIFSDIQFIERVETNLNSTEYLFIQDLIRTHGLIGQYIRGEARLDS
                     HVGLINTYKEEYGDVRLKEILYYLNQCIIEGVSKVLWNEVKNDVKITIDGLFDGYMEP
                     FTSRMHRLTPKHKESAFEKDIIMGSEKSDVQTFLSDKDLWYVEPSMHALSFEDIWTVF
                     VMLKNEIGTRKVQHIHFEKLMQQLHYDFKGEKKDNVYRKRVIEKYLREYRENEKPNTT
                     HVSFQVKVDEDMKTAYVSFRFSAVGEALITFCVEAEKIDMMHARANVLLFDFFGLRKD
                     AYDRFHNEEVYLEHMNSSADDKRIILDYIKGDTIVDVGAGGGVMLDMIEEETEDKRIY
                     GIDISENVIDTLKKKKQNEGRSWNVIKGDAINLSSSFEKESVDTIVYSSILHELFSYI
                     EYEGKKFNHEVIKKGLQSAYEVLKPGGRIIIRDGIMTEDKRLMRVIRFKDAGGMKFLE
                     QYVQEFKGRIIQYEVLADNTVKMPVNDAMEFLYTYTWGEDSFVHEVQEQFGIFTPNDY
                     KDFVKGIFGDKVNIVQAMNYMQDGYTNHLSEKIEFTDESGNAVALPDSTFFMVLEKR"
     gene            1757530..1758663
                     /locus_tag="BA_1875"
                     /old_locus_tag="BA1875"
                     /db_xref="Pathema:BA_1875"
     CDS             1757530..1758663
                     /locus_tag="BA_1875"
                     /old_locus_tag="BA1875"
                     /note="identified by similarity to GP:10580720; match to
                     protein family HMM PF04055"
                     /codon_start=1
                     /transl_table=11
                     /product="putative coenzyme PQQ synthesis protein"
                     /protein_id="AAP25777.1"
                     /db_xref="Pathema:BA_1875"
                     /translation="MNLDFNNNPFIVIWELTRACQLKCLHCRAEAQYHRHPLELTFEE
                     GKKLIDDIYEMENPMLVFTGGDPLMRPDVYDIAEYAVKKGVRVSMTPSATPNVTKETI
                     QKAKEVGLARWAFSLDGPTAEIHDHFRGTEGSFQLTMNAIRYLHELKIPIQINTVVSN
                     YNVDALEEMAVLIEELECVLWSIFFLVPIGRGKEKDMISPAQHERVFRWLYQLSKKVS
                     FDIKTTAGQHYRRVVIQEKMKEHKKEKQVIQYQDVLMNGMTGRVNGLGRAPKGVNDGN
                     GFVFISHIGDVYPSGLLPIRTGNIRTNSLAEIYRNSPVFQNLRNPDKYKGKCGVCEFR
                     YVCGGSRSRAYAMTGDYMESEPFCVYVPKALRKQKKNIKKGHE"
     gene            complement(1758781..1759311)
                     /locus_tag="BA_1876"
                     /old_locus_tag="BA1876"
                     /db_xref="Pathema:BA_1876"
     CDS             complement(1758781..1759311)
                     /locus_tag="BA_1876"
                     /old_locus_tag="BA1876"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP25778.1"
                     /db_xref="Pathema:BA_1876"
                     /translation="MFPILKTDRLILRELTEEDAPSILKCFSNTDVLRYYGQKPLQDI
                     DQVKQIIHNFKLSYNARSGIKWGIELKNKKELIGTIGFHDWSSEHKRANLSYAFLPEH
                     WGKGYATEAVSEVISYGFHTIHLKRIGAIVFLENEASNKVLLKLGFEKEGVLKNYMYQ
                     DDIPYDTNFYSLLKSV"
     gene            1759454..1760152
                     /locus_tag="BA_1877"
                     /old_locus_tag="BA1877"
                     /db_xref="Pathema:BA_1877"
     CDS             1759454..1760152
                     /locus_tag="BA_1877"
                     /old_locus_tag="BA1877"
                     /note="identified by similarity to GP:15023431; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF00486"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator"
                     /protein_id="AAP25779.1"
                     /db_xref="Pathema:BA_1877"
                     /translation="MEKNSILIVDDDQDIVRFMNVNLMQEGFKVFSAYNGEEALEIIN
                     NNSIQLAILDIMMPQMDGIELCRRIREKHSLPIIFLSAKSSDVDKVVGFSTGADDYIV
                     KPFSTIEFIARVKAQLRRYTYFNQNAVQVIEKKINIRGLEIDEVSRTVMLYGETINLT
                     KTEYEILYLMAAAKNRVFTIEEIYESVWKERAYESNNTVMVHIARLRNKIEEDPKEPK
                     FIQNVWGVGYKIED"
     gene            1760118..1761208
                     /locus_tag="BA_1878"
                     /old_locus_tag="BA1878"
                     /note="sensory box histidine kinase, authentic frameshift;
                     an automated process has identified a potential problem
                     with this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1878"
     gene            1761364..1762152
                     /locus_tag="BA_1879"
                     /old_locus_tag="BA1879"
                     /db_xref="Pathema:BA_1879"
     CDS             1761364..1762152
                     /locus_tag="BA_1879"
                     /old_locus_tag="BA1879"
                     /note="identified by match to protein family HMM PF01551"
                     /codon_start=1
                     /transl_table=11
                     /product="peptidase, M23/M37 family"
                     /protein_id="AAP25780.1"
                     /db_xref="Pathema:BA_1879"
                     /translation="MVLYQSFFWWSIQAFSFVSSFILIGSVLLFVWKGIFRKRIDSML
                     LFIVLFSIIGAWPLGWLANIGALAYPANVQSMNPKIVVRFPLNERALVGWGGDRLETN
                     YHVIKPNERWAYDILIPPVEVKSNKLEDYGIFGAKVMAPASGTVVSINNNEQDLVPGL
                     DNFQSMVGSHIYLRLDETGTFLILAHLKKGSIKVKEGQHVNEGEFLAQVGNSGSSSEP
                     HLHIHHQRQDPSKVSMFLAEGLPLYFQTEKGAMMPERGTYMSDK"
     gene            complement(1762211..1763506)
                     /locus_tag="BA_1880"
                     /old_locus_tag="BA1880"
                     /db_xref="Pathema:BA_1880"
     CDS             complement(1762211..1763506)
                     /locus_tag="BA_1880"
                     /old_locus_tag="BA1880"
                     /note="identified by similarity to OMNI:NTL01EC02349;
                     match to protein family HMM PF01566; match to protein
                     family HMM TIGR01197"
                     /codon_start=1
                     /transl_table=11
                     /product="transport protein, NRAMP family"
                     /protein_id="AAP25781.1"
                     /db_xref="Pathema:BA_1880"
                     /translation="MNKDISKDEHVPSQSTTVQSAHLALSGQTKGLKRLLPFLGPAFI
                     ASVAYIDPGNFATNIAAGSQYGYLLLWVILASNLMAVLIQTLSAKLGIATGRNLPEIA
                     RENFPKPVSIGLWIQGELVIMATDLAEFIGAALGLYLLFGIPMLPAALITAAGSFIIL
                     EFQRRGFRPLEAIITGMIFIVVIAFGVQVFYAKPELSPLLSGLFIPKFQGVDSILLAA
                     GILGATVMPHAIYLHSALTQRRVVGTNDEQKKKIFRFDFIDIIIAMIIAGAINASMLI
                     VAAALFFKNGLHVEDLDVAFNQFSNLVGPVSAALFGIGLLSAGLSSSSVGTMSGDIIM
                     QGFIRMHIPLYLRRFITMIPPLVIIALGVNPTYALVMSQVVLSFGIAFALVPLIMFTS
                     SKKIMGTLVNHRITTFIAWIIAVLVIILNIFLLYQTFVG"
     gene            1763983..1764942
                     /locus_tag="BA_1881"
                     /old_locus_tag="BA1881"
                     /db_xref="Pathema:BA_1881"
     CDS             1763983..1764942
                     /locus_tag="BA_1881"
                     /old_locus_tag="BA1881"
                     /note="identified by match to protein family HMM PF00581"
                     /codon_start=1
                     /transl_table=11
                     /product="rhodanese-like domain protein"
                     /protein_id="AAP25782.1"
                     /db_xref="Pathema:BA_1881"
                     /translation="MATTKPYRVLLYYMYTTIENPEEFAAEHLEFCNSLELKGRILVA
                     KEGINGTCSGTVEQTEKYMEAMNNDPRFDGIVFKIDEADGHAFKKMHVRPRPELVTLR
                     LEDDINPHEITGKYLEPKDFYEAMKQEDTVIIDARNDYEFDLGHFKGAIKPDIESFRE
                     LPDWIRENKEVLEGKKILTYCTGGIRCEKFSGWLVREGYEDVSQLHGGIVTYGKDPEV
                     QGELWDGQCYVFDERIAVPVNQKEHVIVGKDHFTGEPCERYVNCANPECNKKILCSEE
                     NEAKYLRACSHECRVSPRNRYVIQHELTEEQVAAALEKIEAGK"
     gene            complement(1765184..1766563)
                     /locus_tag="BA_1882"
                     /old_locus_tag="BA1882"
                     /db_xref="Pathema:BA_1882"
     CDS             complement(1765184..1766563)
                     /locus_tag="BA_1882"
                     /old_locus_tag="BA1882"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25783.1"
                     /db_xref="Pathema:BA_1882"
                     /translation="MFPFLQKNDFRPFRLDHLENENTYYGKFQVSHQNMEAYYLSFTN
                     KILFPHSENQKGLQRYSKDLNLKGLLTTNLISVPFKIHSIDVTLCPYELGFLTIRTEV
                     ETAPNMTLSEAIEFAARFRVLETRNDTNETICIECNGKKYSQVERFIFGYLFHGVTDF
                     FEKKRLRSSYFQTFPFFEDQRMYVQTLLSIKADMELTEVDVYRTSSLSGLTSAGKAYV
                     SANNFPYIHDYLKKHAYQRWAPNRYFIMEEHIFTCVTNEGEREFTKLASQMYGEFYYA
                     LLLNLFHKIVLLKMANAYAELNIEQDTNEIEQLIYAINSFTANYFSLELVSQSQSEDI
                     FFRLRKLFNIEILYSNAKQNLDSLFKYQENVASKKDSLLLLILTLYSVVGQMLGFTMI
                     DLLRNTDSNKISSPLEFFALLIAISGIVISLILGAQSLYQWGIQHKRRKAWVKQTVLS
                     AVREKDNKK"
     gene            1766834..1767778
                     /gene="panE1"
                     /locus_tag="BA_1884"
                     /old_locus_tag="BA1884"
                     /db_xref="Pathema:BA_1884"
     CDS             1766834..1767778
                     /gene="panE1"
                     /locus_tag="BA_1884"
                     /old_locus_tag="BA1884"
                     /EC_number="1.1.1.169"
                     /note="identified by match to protein family HMM PF02558;
                     match to protein family HMM PF08546; match to protein
                     family HMM TIGR00745"
                     /codon_start=1
                     /transl_table=11
                     /product="2-dehydropantoate 2-reductase"
                     /protein_id="AAP25784.1"
                     /db_xref="Pathema:BA_1884"
                     /translation="MRILVLGAGGVGGFFGGRLVEKGEDVTFLVRSKRKKQLEERGLV
                     IRSVNGDFSFQPKLITKEDRTAPFDVILFSTKAYHLNEAIQDLKPFVGENTVIIPLLN
                     GIAHLSLLQKELGEDKVIGGLCFIETTLNDEGEIVQTSAANRLVFGEMKSQHAERVKH
                     ISKAFAGTKSSFVLSENIMQDMWHKYLFITVMSGVTTLMRAPIGPIRESEGGHDFIQN
                     LFKECVQIMRCIGAPVKDDIVKEHMKTIDKISYDMKSSMQRDMEKGSSVEGKHLQGYL
                     LDVAEQFSIEAPLLGAVYQNLKVYEEMALNRSEIQLDV"
     gene            1768391..1770217
                     /locus_tag="BA_1886"
                     /old_locus_tag="BA1886"
                     /note="putative membrane protein, authentic point
                     mutation; an automated process has identified a potential
                     problem with this gene model; it may contain one or more
                     premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1886"
     gene            1770811..1771971
                     /locus_tag="BA_1887"
                     /old_locus_tag="BA1887"
                     /db_xref="Pathema:BA_1887"
     CDS             1770811..1771971
                     /locus_tag="BA_1887"
                     /old_locus_tag="BA1887"
                     /note="identified by similarity to GP:5763970; match to
                     protein family HMM PF05791"
                     /codon_start=1
                     /transl_table=11
                     /product="enterotoxin"
                     /protein_id="AAP25785.1"
                     /db_xref="Pathema:BA_1887"
                     /translation="MKKTLITGLLVTAVSTSCFIPVSAYAKEGQTEVKTVYAQNVIAP
                     NTLSNSIRMLGSQSPLIQAYGLVILQQPDIKVNAMSSLTNHQKFAKANVREWIDEYNP
                     KLIDLNQEMMRYSTRFNSYYSKLYELAGNVNEDEQAKADFTNAYGKLQLQVQSIQESM
                     EQDLLELNRFKTVLDKDSSNLSIKADEAIKTLQGSSGDIVKLREDIKRIQGEIQAELT
                     TILNRPQEIIKGSINIGKQVFTITNQTAQTKTIDFVSIGTLSNEIVNAADSQTREAAL
                     RIQQKQKELLPLIQKLSQTEAEATQITFVEDQVSSFTELIDRQITTLETLLSDWKVLN
                     NNMIQIQKNVEEGTYTDSSLLQKHFNQIKKVSDEMNKQTNQFEDYVTNVEVH"
     gene            1772003..1773211
                     /locus_tag="BA_1888"
                     /old_locus_tag="BA1888"
                     /db_xref="Pathema:BA_1888"
     CDS             1772003..1773211
                     /locus_tag="BA_1888"
                     /old_locus_tag="BA1888"
                     /note="identified by similarity to GP:5763971; match to
                     protein family HMM PF05791"
                     /codon_start=1
                     /transl_table=11
                     /product="enterotoxin"
                     /protein_id="AAP25786.1"
                     /db_xref="Pathema:BA_1888"
                     /translation="MTKKPYKVMALSALMAVFAAGNIMPAHTYAAESTVKQAPVHAVA
                     KAYNDYEEYSLGPEGLKDAMERTGSNALVMDLYALTIIKQGNVNFGNVSTVDAALKGK
                     VIQHKDTARGNAKQWLDVLKPQLISTNQNIINYNTKFQNYYDTLVAAVDAKDKAILTK
                     GLTRLSSSINENKAQVDQLVEDLKKFRNKMTSDTQNFKGDANQITSILASQDAGIPLL
                     QNQITTYNEAISKYNAIIIGSSVATALGPIAIIGGAVVIATGAGTPLGVALIAGGAAA
                     VGGGTAGIVLAKKELDNAQAEIQKITGQITTAQLEVAGLTNIKTQTEYLTNTIDTAIT
                     ALQNISNQWYTMGSKYNSLLQNVDSISPNDLVFIKEDLNIAKDSWKNIKDYAEKIYAE
                     DIKVVDTKKA"
     gene            1773319..1774398
                     /locus_tag="BA_1889"
                     /old_locus_tag="BA1889"
                     /note="enterotoxin, authentic point mutation; an automated
                     process has identified a potential problem with this gene
                     model; it may contain one or more premature stops and/or
                     frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1889"
     gene            1774632..1775258
                     /locus_tag="BA_1890"
                     /old_locus_tag="BA1890"
                     /db_xref="Pathema:BA_1890"
     CDS             1774632..1775258
                     /locus_tag="BA_1890"
                     /old_locus_tag="BA1890"
                     /note="identified by similarity to EGAD:109965; match to
                     protein family HMM PF01810"
                     /codon_start=1
                     /transl_table=11
                     /product="putative homoserine/threonine efflux protein"
                     /protein_id="AAP25787.1"
                     /db_xref="Pathema:BA_1890"
                     /translation="MENYLLFILTAMLIIIMPGPGFALVTKNTISYGTNGGIKTVLGT
                     ISGMMIHTIMATLGLSAILMKFSMLFIFIKYAGALYLIYLAIKSIKSAFSKKEDMQVS
                     VEMNAKDIGTIKSFRQGFTTAILNPKTAVFFLSFLPQFIVNNQSHFFQFLLLGLTFTT
                     LTAIWYLLYISLIRQLRTFLRKERVNRTIEGITGAVLLVFGVRLFFQK"
     gene            1775616..1776563
                     /locus_tag="BA_1891"
                     /old_locus_tag="BA1891"
                     /db_xref="Pathema:BA_1891"
     CDS             1775616..1776563
                     /locus_tag="BA_1891"
                     /old_locus_tag="BA1891"
                     /note="identified by similarity to SP:P39140; match to
                     protein family HMM PF04198"
                     /codon_start=1
                     /transl_table=11
                     /product="putative deoxyribonucleoside regulator DeoR"
                     /protein_id="AAP25788.1"
                     /db_xref="Pathema:BA_1891"
                     /translation="MDKDKQQLSVEVARLYYQSDYSQQEIANKLNISRPTISRLLKYA
                     KEKGFVQISIADPFADLDNVGNLLKEKYNLLEAHVVFSPVPEYATITEYISKYAAEYM
                     EKTVKNGDIVGVSWGMTMYEIARKIVPQHVKGVEVVQLKGGISHSSVNTYANETIALF
                     ADAFQTTPRNLPLPVIFDNAVTKELVEQDRHIHHIIEMGKQANIAIFTVGTVRDEALL
                     FRLGYFDKDETSLLKKQSVGDICSRFFDGDGNISSEEINQRTIGIELEELKLKKRSIL
                     VAGGNRKIKAIDGALRGGYANVLIIDQHTAKELLHYKKG"
     gene            1776869..1777540
                     /gene="deoC"
                     /locus_tag="BA_1892"
                     /old_locus_tag="BA1892"
                     /db_xref="Pathema:BA_1892"
     CDS             1776869..1777540
                     /gene="deoC"
                     /locus_tag="BA_1892"
                     /old_locus_tag="BA1892"
                     /EC_number="4.1.2.4"
                     /note="identified by match to protein family HMM PF01791;
                     match to protein family HMM TIGR00126"
                     /codon_start=1
                     /transl_table=11
                     /product="deoxyribose-phosphate aldolase"
                     /protein_id="AAP25789.1"
                     /db_xref="Pathema:BA_1892"
                     /translation="MNIAKLIDHTILKANTTKEDVMKVIEEAKEYKFASVCINPTWVK
                     LAAEELAGHDVDVCTVIGFPLGASTTETKAFETKDAIAKGATEVDMVINVGALKDGDN
                     ELVEKDIYEVVQAAKGKALVKVIIETCLLTDEEKVRACELSVKAGADFVKTSTGFSTG
                     GATAEDIALMRKTVGPNVGVKASGGVRTREDAEKMVAAGASRVGASASVAIVLNDAKG
                     ATDNY"
     gene            1777643..1778824
                     /locus_tag="BA_1893"
                     /old_locus_tag="BA1893"
                     /db_xref="Pathema:BA_1893"
     CDS             1777643..1778824
                     /locus_tag="BA_1893"
                     /old_locus_tag="BA1893"
                     /note="identified by similarity to OMNI:NTL01BS03934;
                     match to protein family HMM PF01773; match to protein
                     family HMM PF07662; match to protein family HMM PF07670;
                     match to protein family HMM TIGR00804"
                     /codon_start=1
                     /transl_table=11
                     /product="nucleoside transporter NupC"
                     /protein_id="AAP25790.1"
                     /db_xref="Pathema:BA_1893"
                     /translation="MKYLIGVFGLVLILGIAWLASNDRKKVKYRPIITMVILQFILGF
                     LLLNTSVGNILISGIADGFGELLKYAADGVNFVFGGLVNQKEFSFFLGVLMPIVFISA
                     LIGILQHIKVLPIIVKSIGLALSKVNGMGKLESYNAVASAILGQSEVFISVKKQLGLL
                     PEKRMYTLCASAMSTVSMSIVGSYMVLLKPQYVVTALVLNLFGGFIIASIINPYEVTE
                     EEDMLEVQEEEKKTFFEVLGEYIIDGFKVAITVAAMLIGFVALIAFINAVFKGVIGIS
                     FQEILGYAFAPFAFIMGVPWHEAVNAGNIMATKLVSNEFVAMTDLAQGNFNFSDRTTA
                     IISVFLVSFANFSSIGIIAGAVKSLNEKQGNVVARFGLKLLFGATLVSFLSATIVGLL
                     F"
     gene            1778861..1780162
                     /gene="pyn1"
                     /locus_tag="BA_1894"
                     /old_locus_tag="BA1894"
                     /db_xref="Pathema:BA_1894"
     CDS             1778861..1780162
                     /gene="pyn1"
                     /locus_tag="BA_1894"
                     /old_locus_tag="BA1894"
                     /EC_number="2.4.2.2"
                     /note="identified by similarity to SP:P77836; match to
                     protein family HMM PF00591; match to protein family HMM
                     PF02885; match to protein family HMM PF07831; match to
                     protein family HMM TIGR02644"
                     /codon_start=1
                     /transl_table=11
                     /product="pyrimidine-nucleoside phosphorylase"
                     /protein_id="AAP25791.1"
                     /db_xref="Pathema:BA_1894"
                     /translation="MRMVDIIAKKRDGKELTTEEIKFFINGYTDGSIPDYQVSALAMA
                     IFFKDMTDRERADLTMAMVESGETIDLSAIEGIKVDKHSTGGVGDTTTLVLGPLVAAL
                     DVPVAKMSGRGLGHTGGTIDKLEAVEGFHVEITKEQFIDIVNRDKVAVIGQTGNLTPA
                     DKKIYALRDVTGTVNSIPLIASSIMSKKIAAGADAIVLDVKTGAGAFMKTEEDAKELA
                     HAMVRIGNNVGRQTMAVISDMSQPLGFAIGNALEVKEAIDTLKGEGPEDLTELVLVLG
                     SQMVVLAKKANTLEEAREMLIEVMKNGKATEKFKEFLNNQGGDSSIVDNPEKMPQAKY
                     VIDVPAKTSGVISNIVADEIGIAAMLLGAGRATKEDEIDLAVGLMLRKKVGDAVKEGE
                     PFVTIYANRENVEDVKAKIYENISIAETAVAPKLVHTVITD"
     gene            1780196..1780591
                     /gene="cdd1"
                     /locus_tag="BA_1895"
                     /old_locus_tag="BA1895"
                     /db_xref="Pathema:BA_1895"
     CDS             1780196..1780591
                     /gene="cdd1"
                     /locus_tag="BA_1895"
                     /old_locus_tag="BA1895"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by match to protein family HMM
                     PF00383; match to protein family HMM TIGR01354"
                     /codon_start=1
                     /transl_table=11
                     /product="cytidine deaminase"
                     /protein_id="AAP25792.1"
                     /db_xref="Pathema:BA_1895"
                     /translation="MDKKKYIEEANKMLSKAYIPYSKFPVGAALVTKEGKIYTGCNIE
                     NASYGLCNCAERTAIFKAVSEGERDFSYLVITGETDGPISPCGACRQVIAEFCDPKMP
                     VLLTNVKGDEKEVTVEQLLPGAFTNDDLK"
     gene            1780633..1780782
                     /locus_tag="BA_1896"
                     /old_locus_tag="BA1896"
                     /db_xref="Pathema:BA_1896"
     CDS             1780633..1780782
                     /locus_tag="BA_1896"
                     /old_locus_tag="BA1896"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25793.1"
                     /db_xref="Pathema:BA_1896"
                     /translation="MFGTYNVIFTLVGLLVVRVALKSYLNQSIDLAQLSRMFFLLAFA
                     MSMSW"
     gene            complement(1780896..1781126)
                     /locus_tag="BA_1897"
                     /old_locus_tag="BA1897"
                     /db_xref="Pathema:BA_1897"
     CDS             complement(1780896..1781126)
                     /locus_tag="BA_1897"
                     /old_locus_tag="BA1897"
                     /note="identified by match to protein family HMM PF05979"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25794.1"
                     /db_xref="Pathema:BA_1897"
                     /translation="MKNTLFRINELSKKEKATGLTVDEKQEQQMLRQNYTQTFRGSLD
                     SILLNTKIVDQNGLNVTPAALQDAQIRLKLSK"
     gene            1781374..1782291
                     /locus_tag="BA_1898"
                     /old_locus_tag="BA1898"
                     /db_xref="Pathema:BA_1898"
     CDS             1781374..1782291
                     /locus_tag="BA_1898"
                     /old_locus_tag="BA1898"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25795.1"
                     /db_xref="Pathema:BA_1898"
                     /translation="MNAVISKKETIISYTIAILFTLAMVTAGVLLNDPEVILPEIAAM
                     AIALWAYRESGWLRQPEKIFVAPSITALIGFAVNQMDLAYIGKVSVTLVLMMLFLRVI
                     QSNLAPSIATGLLPLVTNATEWSFVISVFALTFILMIGVLIFKLNNGIKRKVHIQYKY
                     MTVFLILNFVWISLCWITGYEQLAVIPPILVVVYESLQKPMYNEKMAFKQILVLTTSA
                     TVGTLLYFAIDSWIVVTFLNMILMLILLKIVGVRIPAAYAFPLLPLVFPDEMIKMLPV
                     GSFVAGVFLFGAVLLYKKWEMKQKGMQKS"
     gene            complement(1782346..1783026)
                     /locus_tag="BA_1899"
                     /old_locus_tag="BA1899"
                     /db_xref="Pathema:BA_1899"
     CDS             complement(1782346..1783026)
                     /locus_tag="BA_1899"
                     /old_locus_tag="BA1899"
                     /note="identified by match to protein family HMM PF02683"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25796.1"
                     /db_xref="Pathema:BA_1899"
                     /translation="MSPLIDVANATKSVPLLFAFLLGIVGTLAPCQLTGNISAITLYG
                     NQSLQKRYAWKHILLFILGKIIAFTTLGLLVWFLGKEIQQILTLYFPWLRKMMGPLLI
                     LMGLLLSGIIKGRYFFSIKFIQNQNEVGSFLLGFFFSLAFCPTMFVLFFGTLIPLSLS
                     YTYGYLFPSFFSVGTALPIVIFMFIISYLGLNGALLKKSRKIGKSIQRIAGILLILIG
                     LYDAALYW"
     gene            complement(1783078..1784049)
                     /locus_tag="BA_1900"
                     /old_locus_tag="BA1900"
                     /db_xref="Pathema:BA_1900"
     CDS             complement(1783078..1784049)
                     /locus_tag="BA_1900"
                     /old_locus_tag="BA1900"
                     /note="identified by match to protein family HMM PF02012"
                     /codon_start=1
                     /transl_table=11
                     /product="BNR repeat domain protein"
                     /protein_id="AAP25797.1"
                     /db_xref="Pathema:BA_1900"
                     /translation="MATAIAITSLLIISGCSSNVETTTVKKETMQSQQKNTETVNTTP
                     QNFYKDITSGKIEHIHGIGYVGNVPWVSIATHSGIKVYQNGKWLETATQLHDYMGFQA
                     TKNGFFASGHPEPGANLKNPLGLMKSSDGGNTLEKLAFYGESDFHNLAVGYNTEAIYL
                     YNERPNSKLQQGFYFSTNNGQDWKNSKLKGLSSTVHSFSVHPDQSSVVAVSTKDGVYL
                     STDYGNTFELFSKSLESTAVTLSNEDVIYAPINTQIVTKKSIATNEETNIQIPLLDSK
                     DAIMYISQNPQNAAEIVFATMKANVFLSTDEGKTWKQLTKEGTLQFN"
     gene            1784282..1785565
                     /locus_tag="BA_1901"
                     /old_locus_tag="BA1901"
                     /db_xref="Pathema:BA_1901"
     CDS             1784282..1785565
                     /locus_tag="BA_1901"
                     /old_locus_tag="BA1901"
                     /note="identified by similarity to SP:P15034; match to
                     protein family HMM PF00557; match to protein family HMM
                     PF05195"
                     /codon_start=1
                     /transl_table=11
                     /product="putative xaa-pro aminopeptidase"
                     /protein_id="AAP25798.1"
                     /db_xref="Pathema:BA_1901"
                     /translation="MKSKFFAQNRERLVNTLPDESITILFAGQAPHMSADAHYKFVPN
                     RNFYYVTGIDEPNVIFMLKKFGNSVEETLFIEKSDPVMEKWVGKTVSNEEAEKISGIK
                     KVIYLDSFEKTMSNIFFTENVKHLYLDLECREWKGTETKTLAFAKHVREQYPHVTIGN
                     VYPNICELRVFKTDEEIEIIKEAIAVTKDGIYNVLKHAKADMMEYELEAQFDFTLKSS
                     GIKHHAFNTILASGKNATVLHYEDNDAQIQNGDLVLLDLGAQKDYYNADISYTFPANG
                     TFSSRQKQIYNIVLNALKETTEIIKPGLKFAALNEHAKKVLAEGCKAVGLIQEDEELS
                     KYYYHGVSHFLGLDTHDVGTYKDRVLEEGMVITIEPGLYIEEESIGIRIEDDILVTKD
                     GHENLSKDIIREVEEIEEFMRENNVNVKQDEVVTK"
     gene            1785683..1787338
                     /locus_tag="BA_1902"
                     /old_locus_tag="BA1902"
                     /db_xref="Pathema:BA_1902"
     CDS             1785683..1787338
                     /locus_tag="BA_1902"
                     /old_locus_tag="BA1902"
                     /note="identified by match to protein family HMM PF00394;
                     match to protein family HMM PF07731; match to protein
                     family HMM PF07732"
                     /codon_start=1
                     /transl_table=11
                     /product="multicopper oxidase family protein"
                     /protein_id="AAP25799.1"
                     /db_xref="Pathema:BA_1902"
                     /translation="MMRYILTAVTVSVIFLIAACSVTTNTTNDHKNRNDKKTKQTETA
                     TKPLEIVKGPEVTLIAKEEKQKLSNGVIVPVWTFNGSSPGPEIRVKKGEKVKVTLKNE
                     LSAPVSIHWHGYPVPNDMDGIPGVTQDAVEPGKSFTYEFEANVLGTYWYHSHQDSVNQ
                     LDRGLYGTFVVEDTNEKYDKDYTLMLDEWITDKEEMNKQLKEMTKGKTEKADGNKSSK
                     GNENTKKNDDKNSMDHSGMDMDSDKKDSGNMAGMDHGNMKMEGHDMSMYDLFTINGKS
                     GDLVAPLKVNKGDKVRLRLVNAGYLSHNIHVHGHDIKVIATDGQPINDPKVIKDKVIS
                     IAPGERYDVEFTANNPGKWYVEDHSENKGAKGMKAIIEYDGSKEMKDIADEKEKLSKL
                     DMTKYGAKKLGGFTLNQQYTATYNMDLNTQMNGNEMVYTINGKVFPDIDPVQVKKDDL
                     VKVKLVNRSKMDDHPMHLHGHFFQVLSKGGKPVEGSPIVKDTLNLKPGEEYEVAFVAD
                     NPGEWMFHCHDLHHASAGMVTEVKYKDYKSDYVPNPNIPNKPE"
     gene            1787944..1789638
                     /locus_tag="BA_1903"
                     /old_locus_tag="BA1903"
                     /db_xref="Pathema:BA_1903"
     CDS             1787944..1789638
                     /locus_tag="BA_1903"
                     /old_locus_tag="BA1903"
                     /note="identified by similarity to GP:6224906; match to
                     protein family HMM PF00018; match to protein family HMM
                     PF01551; match to protein family HMM PF06347; match to
                     protein family HMM PF08239"
                     /codon_start=1
                     /transl_table=11
                     /product="peptidase, M23/M37 family"
                     /protein_id="AAP25800.1"
                     /db_xref="Pathema:BA_1903"
                     /translation="MKKILASVAVASVTGSVFISTAQAKNTVIQKEAKHEKPTDVVKY
                     ENQVTVNTNALRVRTQPNTSSTIMGRVYEGEVLQVIGEENSWLKINHKGKTGYVSSEF
                     VSENSVSAKTNVSMSRSKTVIANVLRVRTQPNTSSAIMGRVYEGKALQVIGEENGWLK
                     IKHNGKVGYVSSQFVIDGTSNGSDKNNGKVQVASGNYKVNVSSLRVRTGPSTSHTILG
                     SVHKGQIVQVTGEVQDWVKINYSGQTAYISKDYISKNDFNANVDQTNEQQKNITVQTD
                     GTYIVDATSLRVRTGPATYHSVIGGVLNGRILQVTGVENGWLKINHNGRTGYVSSEYV
                     KFVKGNTPSKPETSNPSTGATVGDYYVNVNVLNVRSGAGTNYDVIGALSKGIKVQVLF
                     EQNGWGKINYNGKTGYVSSKFLSKTSETDAEKQRQSQEVNKTNDFIQPAAGRYTSRFE
                     KRGGKMHHGLDIAASGTVPVVAAAEGVITRSYYSTSYGNVVFISHNINGQTYTTVYAH
                     LKSRSVSAGQKVKQGQQLGIMGNTGQSEGQHLHFEIHKGEWNAQKSNAMDPKIYID"
     gene            complement(1789819..1790364)
                     /locus_tag="BA_1904"
                     /old_locus_tag="BA1904"
                     /db_xref="Pathema:BA_1904"
     CDS             complement(1789819..1790364)
                     /locus_tag="BA_1904"
                     /old_locus_tag="BA1904"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25801.1"
                     /db_xref="Pathema:BA_1904"
                     /translation="MFAYTLTALMLCCISIIITSYISKRSGTLMEYMVFIMSFSMSIG
                     LSIGFYLGILFKGELLYSTLLAILISGFIGFFIGLRFHLYTALEGMFSGLMASMMGAM
                     ITEMLNAQQAHSILFISLLLTITITMSCIIQLLSESFSAVIQRRFLLLLSIGVVIILT
                     IFVTFPEHIPPTSSTEEQHKH"
     gene            1790698..1792842
                     /gene="topB2"
                     /locus_tag="BA_1905"
                     /old_locus_tag="BA1905"
                     /db_xref="Pathema:BA_1905"
     CDS             1790698..1792842
                     /gene="topB2"
                     /locus_tag="BA_1905"
                     /old_locus_tag="BA1905"
                     /note="identified by similarity to OMNI:NTL01BH3391; match
                     to protein family HMM PF01131; match to protein family HMM
                     PF01396; match to protein family HMM PF01751; match to
                     protein family HMM TIGR01056"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA topoisomerase III"
                     /protein_id="AAP25802.1"
                     /db_xref="Pathema:BA_1905"
                     /translation="MKLIIAEKPDQGLALVSQFKYRRKDGYLEVEANELFPNGAYCTW
                     AIGHLTQLCNPEHYHAEWKKWSLDTLPMIPERFQFEVTKSKYKQFNVVKQLLHNPQVT
                     EIIHAGDAGREGELIVRNIINLCNVQKPMKRLWISSLTKQAIYQGFKNLLDESDTINT
                     YYEAYTRSCADWVVGMNASRVFSILLKKKGMNDVFSAGRVQTPTLALIVKREKEIENF
                     KSEPFWEVFATFNIEGKKYDGKWEKDNESRLQDPDMANKIAAFCQGKPAVVKEMKTER
                     KEFQPPLLFNLSSLQATANKAFKFSPKKTLDITQALYQKGIVSYPRSDSNYVTQGEAA
                     TFPDILQKLSQFDEYKGLLPAPVESIMNNKRYVNEKKVTDHYAIIPTEQVTNPSRLSG
                     DEKKIYDMIVRRLIAAHYEVAIFDYTTIVTLVDERAEFISKGKQQIQEGWRKVIFQDD
                     KDDETILPIVAEGEEGKVVKVKVKEGKTQPPKRYTEGQLITLMKTAGKYLENEELEKV
                     LKKTEGLGTEATRAGIITMLKDRKYIDVKKNQVYATDKGKVLITAIGDKILASPEMTA
                     KWEQRLAEIGEGTASPATFMEQTKKLSAKIIEDAVEMSEKWDFTGLHVESIERKGSKF
                     TTGKKVGSCKKCDGDVIDKSTFYGCSNYNTTQCDFTISKKILSKTISQKNMTKLLKGE
                     KTDLIKGFKKGEKTFDAKLEWKDNKINFVFEN"
     gene            1793111..1794358
                     /locus_tag="BA_1906"
                     /old_locus_tag="BA1906"
                     /db_xref="Pathema:BA_1906"
     CDS             1793111..1794358
                     /locus_tag="BA_1906"
                     /old_locus_tag="BA1906"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25803.1"
                     /db_xref="Pathema:BA_1906"
                     /translation="MNNHNLIIENIDNPHELERMYRKDPKAFKKSFSQAWVQKPDSQV
                     LGAWYERLHFKETANTEKKSLFQKGFLFMGMLAILAGISTRIIFYFVEQEVIAPINLA
                     FGVIPFIVAYFVYHNTPKKSIIYSLIALFLISGIYLNTLPLNYKDSIILAYLHLPIFL
                     WILSGLAFTGNEYSKGSTRLAYIKFNLEYALLYASMAVSGMILAVFTMRLFSFVDLDI
                     GEFYFSNVVLFGAAALAIVAAYLVSMNLKLAKNITPYISKIFSPLVLITLLIYLITVI
                     WVGKNPFLDRNFLMAFNGILLGVLAVTIFSIVESDSDEKKNISDYINFALIVLALIID
                     TVALSAIVFRLSSYGITPNRLAVLGVNILIWANLIWIMFSYMRFLQNKSGPTAIQDAV
                     TKYLPIYGLWAAFVIFTFPIIFN"
     gene            complement(1794485..1795450)
                     /locus_tag="BA_1907"
                     /old_locus_tag="BA1907"
                     /db_xref="Pathema:BA_1907"
     CDS             complement(1794485..1795450)
                     /locus_tag="BA_1907"
                     /old_locus_tag="BA1907"
                     /note="identified by similarity to GP:2621995; match to
                     protein family HMM PF01758"
                     /codon_start=1
                     /transl_table=11
                     /product="sodium/bile acid symporter family protein"
                     /protein_id="AAP25804.1"
                     /db_xref="Pathema:BA_1907"
                     /translation="MSTIEKIQTFIILFAVTCGIILGQFNVIHMYSDKFIVPFLFFML
                     YGLFLSIPLKEIKNGFRNLKFAGTSLTINFLWTPLLAWGLGALFLSDHPALWVGFIML
                     MVTPCTDWYLIFTEIAKGNVALSTAILPVNLILQVLLLPIYLFLFAGVMKTVAVSVLI
                     ESIVIVIVLPFLLAHATKFIMNKLKKAETLENKLIPFFSSAQIVFLSLAIVAMFASQG
                     KYLLQNMNVVLLLLIPVLLFFIINFVLGQFIRRVMRLSYKDTVSLNLTTLARNSPVAL
                     AIAVTAFPDEPLIALALVIGPLIELPVLACVSQVLLLIKKKRQYI"
     gene            1795810..1796436
                     /locus_tag="BA_1908"
                     /old_locus_tag="BA1908"
                     /db_xref="Pathema:BA_1908"
     CDS             1795810..1796436
                     /locus_tag="BA_1908"
                     /old_locus_tag="BA1908"
                     /note="identified by match to protein family HMM PF02525"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25805.1"
                     /db_xref="Pathema:BA_1908"
                     /translation="MSKVLFVKANDRPAEQAVSSKMYETFVTTYKEANPNTEITELDL
                     FALDLPYYGNIAISGGYKRSQGMELTAEEEKAVATVDQYLNQFLEADKVVFAFPLWNF
                     TVPAPLITYISYLSQAGKTFKYTANGPEGLAGGKKVVVLGARGSDYSSEQMAPMEMAV
                     NYVTTVLGFWGITNPETVVIEGHNQYPDRSQQIVEEGLENVKKVAAKF"
     gene            1796676..1798033
                     /locus_tag="BA_1909"
                     /old_locus_tag="BA1909"
                     /note="branched-chain amino acid transport system II
                     carrier protein, authentic frameshift; an automated
                     process has identified a potential problem with this gene
                     model; it may contain one or more premature stops and/or
                     frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1909"
     gene            1798117..1798536
                     /locus_tag="BA_1910"
                     /old_locus_tag="BA1910"
                     /db_xref="Pathema:BA_1910"
     CDS             1798117..1798536
                     /locus_tag="BA_1910"
                     /old_locus_tag="BA1910"
                     /note="identified by match to protein family HMM PF00903"
                     /codon_start=1
                     /transl_table=11
                     /product="glyoxalase family protein"
                     /protein_id="AAP25806.1"
                     /db_xref="Pathema:BA_1910"
                     /translation="MKKTIDHIGIAVRDIDSTIRFYEKVLSGTLIDRYVSEAPGVESE
                     VAILEVDGDRIELLAPTNNTTSPIARFIKQKGKGVHHVAYRVDDLDVALEELKEQGIR
                     TLEHTLRMNKHDRRLIYLNPADTEGTIIEYCDYPEEK"
     gene            1798881..1800515
                     /locus_tag="BA_1912"
                     /old_locus_tag="BA1912"
                     /db_xref="Pathema:BA_1912"
     CDS             1798881..1800515
                     /locus_tag="BA_1912"
                     /old_locus_tag="BA1912"
                     /note="identified by match to protein family HMM PF04234;
                     match to protein family HMM PF05425"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25807.1"
                     /db_xref="Pathema:BA_1912"
                     /translation="MRRIGILLFIACMLIILIPKSASAHAYVVKSNPAENETLKKAPS
                     VVKIEFDEDIQVSSFNTLYVRDTSGKRVDLKDAHIDKKNKKLLEAGLKENLKNGLYSI
                     QWKVISADGHPIQGVIPFRIGLAEAEADDIQVEEMGYVPQIDMIMERGILYTSFSLFI
                     GVLFFNLIMYKGNVIEVQLRSKKIIWISLFGILISLLFNLPLQAKINADVSWLEAFNP
                     LLLKETLQLSVFGYVWITQMTLISSLIIVTYFAMKRGKLSSFKVWSIPIVLFIGILVM
                     KACNSHAYGLKFKDIAVVMDFLHLFAASLWIGGLSSIILLLRNEDNKWSMYWDMIKRF
                     SPWATCAVIVIFITGLFNSTFFIPTIHSLFDTKYGLALLAKILLFIFMGILGIIHYVK
                     GKMRAEQGLGATVKVEFIIGIIIFVIVAFMTNVQTPPMPPIGPFTESKQLDNGYEMTL
                     NVSPNKVGQNIFHITLKDENGQPVTDMEQIILTTQSLDMNMGKGSFKVSAVSPGEYEA
                     EGMYINMTGNWNIQVHGLTKSLDSFDTDYKFIVGGR"
     gene            1800628..1801248
                     /locus_tag="BA_1913"
                     /old_locus_tag="BA1913"
                     /db_xref="Pathema:BA_1913"
     CDS             1800628..1801248
                     /locus_tag="BA_1913"
                     /old_locus_tag="BA1913"
                     /note="identified by similarity to EGAD:108992; match to
                     protein family HMM PF07987"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25808.1"
                     /db_xref="Pathema:BA_1913"
                     /translation="MKRIKKLGTTMIATVIAMGIFSLPVSAHVTVKPATSDIGSWETY
                     TIKVPVEKNIATTKVTLKIPSGVEFQQYEPVPGWKVEEQKDNAGKVKTVVWEATGEGI
                     LPSQFQRFTFVAKNPDKEQKIAWDAYQQYKDGEIVEWTGDEKAEKPHSLTTIAKGTSL
                     TGEHGEVSSVEKNEGTSNMQLIAIVLSILAIVSSVGTCVFMVRRKK"
     gene            complement(1801378..1802154)
                     /locus_tag="BA_1914"
                     /old_locus_tag="BA1914"
                     /db_xref="Pathema:BA_1914"
     CDS             complement(1801378..1802154)
                     /locus_tag="BA_1914"
                     /old_locus_tag="BA1914"
                     /note="identified by similarity to OMNI:NTL01BH0765; match
                     to protein family HMM PF00561"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25809.1"
                     /db_xref="Pathema:BA_1914"
                     /translation="MVLHYNEFGDTNSPLMVFIHGGGVSGWMWDKQIKHFTNFHCLVP
                     DLPAQGKNRIKEHFSINFSAEKIIELIEEKGQNKTVIVIGFSLGAQVLITMLSMKPNL
                     IQYAMINSALVKPIPFASKFIKSIALTYPLIKSRTFSKIQAKSMYIDKEYFDHYYYDS
                     CQISKNTFIRILEENMSFTIPKNFENANSNILVTVGENEKRIMKDSLTKILESNPHCT
                     GVIISKIGHGVSLANPKLFNTLIENWLEHDSLPEDVVTIN"
     gene            complement(1802341..1803246)
                     /locus_tag="BA_1915"
                     /old_locus_tag="BA1915"
                     /db_xref="Pathema:BA_1915"
     CDS             complement(1802341..1803246)
                     /locus_tag="BA_1915"
                     /old_locus_tag="BA1915"
                     /note="identified by similarity to SP:O32256; match to
                     protein family HMM PF00892"
                     /codon_start=1
                     /transl_table=11
                     /product="transporter, EamA family"
                     /protein_id="AAP25810.1"
                     /db_xref="Pathema:BA_1915"
                     /translation="MTQLSRTKTAIILTFLVFMWGINWPLSKFALHYTPPVLFAGVRT
                     LIGGFILLLFALPKYKELHLKETWHLYVISSLLNIIIFYGLQTVGLQYMPAGLFSAIV
                     FLQPVLLGIFSWIWLEESMYGLKIFGLILGFIGVGVISSSSLTGHISIIGILLAIGCA
                     IGWALGTVFIKKTGHRVNSIWMVTLQLIIGGLCLIGFGSEFESWSSIAWSMPFVSVLL
                     FISFFVIAMGWLAYFTLVGAGEASKVGAYTFLIPLIAIIVSSIFLHEAITISLFIGLL
                     FIVVSICFVNIKPKTLAVGQRVEVK"
     gene            1803344..1804213
                     /locus_tag="BA_1916"
                     /old_locus_tag="BA1916"
                     /db_xref="Pathema:BA_1916"
     CDS             1803344..1804213
                     /locus_tag="BA_1916"
                     /old_locus_tag="BA1916"
                     /note="identified by match to protein family HMM PF00126;
                     match to protein family HMM PF03466"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, LysR family"
                     /protein_id="AAP25811.1"
                     /db_xref="Pathema:BA_1916"
                     /translation="MTITQLQVLIKTIELGSFTKAARVLNMTQPAVSHAISSIESELG
                     VTILIRDKRKGLIVTDVGSRILVHIREILNGVEKIEQEVAMEKGHEVGTIRIGSFPSA
                     SAHFLPKMINHFKEKYPNLEVVLCEGTIKEVEDWLVSRVVDIGIVILPNKEMEIVPLT
                     KGKMVVILREDHPLCKKNAVTIRDLENEPIILCKGGYEPPIIDMFKQVNVPLRAEYVI
                     STVTTALNMIQEGLGIAILAELSLTNLPKNVQTRELEPQVWREIALAVPSLRDSSIAV
                     QLFIEEFQALFAE"
     gene            1804334..1804765
                     /locus_tag="BA_1917"
                     /old_locus_tag="BA1917"
                     /db_xref="Pathema:BA_1917"
     CDS             1804334..1804765
                     /locus_tag="BA_1917"
                     /old_locus_tag="BA1917"
                     /note="identified by similarity to OMNI:EF3175; match to
                     protein family HMM PF02082"
                     /codon_start=1
                     /transl_table=11
                     /product="rrf2 family protein"
                     /protein_id="AAP25812.1"
                     /db_xref="Pathema:BA_1917"
                     /translation="MKISSRFSIAVHILSILKNNPSSLCTSDYMAESVNTNPVVIRKI
                     MSYLKQAGFVYVNRGPGGAGLLKDLHEITLLDVYHAVNVVEEDKLFHIHEQPNPDCPI
                     GANIQAVLEVILIQAQSAMEEVLRNITMGQLFETLQEKMNA"
     gene            1804837..1805487
                     /locus_tag="BA_1918"
                     /old_locus_tag="BA1918"
                     /db_xref="Pathema:BA_1918"
     CDS             1804837..1805487
                     /locus_tag="BA_1918"
                     /old_locus_tag="BA1918"
                     /note="identified by similarity to EGAD:22744; match to
                     protein family HMM PF01323"
                     /codon_start=1
                     /transl_table=11
                     /product="2-hydroxychromene-2-carboxylate isomerase family
                     protein"
                     /protein_id="AAP25813.1"
                     /db_xref="Pathema:BA_1918"
                     /translation="MTVKMKVYSDFICPFCFLAKGPLDEVAKEKDVEIEWMPFELRPS
                     PYSKIDPWNEPEKLGSWDAFILPTAKKLGIDMRLPRVSPHPYTHLAFEGCQFAKERGL
                     GNEYHHRVFTAFFQEEQNIEDIDVLTKLAVEVGLPEAEFKDTLVTRKYKEKHQEAIQH
                     AYDEANIMAVPTVMIGDEVIQGLASKETLERVIDKEIEKDKTNSFEGMQCNTDGYC"
     gene            1805545..1806147
                     /locus_tag="BA_1919"
                     /old_locus_tag="BA1919"
                     /db_xref="Pathema:BA_1919"
     CDS             1805545..1806147
                     /locus_tag="BA_1919"
                     /old_locus_tag="BA1919"
                     /note="identified by similarity to GP:11595577; match to
                     protein family HMM PF00881"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25814.1"
                     /db_xref="Pathema:BA_1919"
                     /translation="MSATTTNLKEAIVNRRSIRKVTKNDAITKERIEEVLKTALHAPT
                     SFNMQSGRMVVLMDGEHEKFWDIVKETLRARVPAENFEATVERLKGFHAGVGTVLFFE
                     DQATVEKMQENAPLYKDQFPFWSHQGNAMLQHTVWMLLSAEGIGASLQHYNPIVDAEV
                     KETWNIPAEWSLVGQMPFGEPNEHPAERTFLPTEDVVKFY"
     gene            complement(1806119..1806439)
                     /locus_tag="BA_1920"
                     /old_locus_tag="BA1920"
                     /db_xref="Pathema:BA_1920"
     CDS             complement(1806119..1806439)
                     /locus_tag="BA_1920"
                     /old_locus_tag="BA1920"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25815.1"
                     /db_xref="Pathema:BA_1920"
                     /translation="MLNEKMKDFNLITSFFAFALLTFLSLDYTLTLNFYLNALLPQHQ
                     YLPLYIFSHHSFFYFPSHRIISYISSLNAHKLTPLQKRKLFLSTASFSLHIIFLNKIS
                     LHLQ"
     gene            1806517..1808127
                     /locus_tag="BA_1921"
                     /old_locus_tag="BA1921"
                     /db_xref="Pathema:BA_1921"
     CDS             1806517..1808127
                     /locus_tag="BA_1921"
                     /old_locus_tag="BA1921"
                     /note="identified by match to protein family HMM PF01425"
                     /codon_start=1
                     /transl_table=11
                     /product="amidase family protein"
                     /protein_id="AAP25816.1"
                     /db_xref="Pathema:BA_1921"
                     /translation="MKKWVKVTLSIAGGIVLLACAGGYYVYKNYFPKEPERIVYDKER
                     VLQPIHNQLKGINIENVKIKEKEVVNATVDELQKMIDDGKLSYEELTSIYLFRIQEHD
                     QNGITLNSVTEINPNAMEEARKLDQERSRNKKSNLYGIPVVVKDNVQTAKVMPTSAGT
                     YVLKDWIADQDATIVKQLKEEGAFVLGKANMSEWANYLSFTMPSGYSGKKGQNLNPYG
                     PIMFDTSGSSSGSATVVAADFAPLAVGTETTGSIVAPAAQQSVVGLRPSLGRVSRTGI
                     IPLAETLDTAGPMARTVKDAATLFNAMIGYDEKDVMTEKVKDKERIDYTKDLSIDGLK
                     GKKIGLLFSVDQQDENRKAVAEKIRKDLQDAGAILTDYIQLNNGGVDNLQTLEYEFKH
                     NVNDYFSQQKNVPVKSLKEIIAFNKRDSNRRIKYGQTLIEASEKSTITKDEFEKVVQT
                     SQENAKKELNKYLVEKGLDALVMINNEEVLLSAVAGYPELAVPAGYDNNGEPVGAVFV
                     GKQFGEKELFNIGYAYEQQSKNRKPPKL"
     gene            1808306..1809319
                     /locus_tag="BA_1922"
                     /old_locus_tag="BA1922"
                     /db_xref="Pathema:BA_1922"
     CDS             1808306..1809319
                     /locus_tag="BA_1922"
                     /old_locus_tag="BA1922"
                     /note="identified by similarity to EGAD:108093; match to
                     protein family HMM PF01594"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25817.1"
                     /db_xref="Pathema:BA_1922"
                     /translation="MNEVKNFFRSRGFQRFLVLIILALVLYGLKSMINLILITFILTF
                     LMDRFQRFISKKLKVNRKIVIACLYIILVSFIGTTLYKYLPVLTIQISQLIYQFKLFF
                     QNPPDNEIIKYALSTINGMEVSKYIEQGVDVIYQSIANIGKVSLQILLSLILSLFFLL
                     EKERIITFTSKFKESKLKIFYEEIAYFGERFARSFGKVIEAQFLIAVVNCILTVIALI
                     VLGFPQLLVLAVMIFLLGLIPVAGVIISLFPLCIIAYNVGGVIYVVYILVFITVIHAL
                     ESYFLNPKFMSAKTNLPIFYTFMILIFSEHFLGIWGLIIGIPIFIFLLDVLDVNNEES
                     IKK"
     gene            complement(1809375..1810319)
                     /gene="ldh1"
                     /locus_tag="BA_1923"
                     /old_locus_tag="BA1923"
                     /db_xref="Pathema:BA_1923"
     CDS             complement(1809375..1810319)
                     /gene="ldh1"
                     /locus_tag="BA_1923"
                     /old_locus_tag="BA1923"
                     /EC_number="1.1.1.27"
                     /note="identified by match to protein family HMM PF00056;
                     match to protein family HMM PF02866; match to protein
                     family HMM TIGR01771"
                     /codon_start=1
                     /transl_table=11
                     /product="L-lactate dehydrogenase"
                     /protein_id="AAP25818.1"
                     /db_xref="Pathema:BA_1923"
                     /translation="MKKGINRVVLVGTGAVGCSYAYCMINQAVAEEFVLVDVNEAKAE
                     GEAMDLSHAVPFAPAPTRVWKGSYEDCKDADLVVITAGLPQKPGETRLDLVEKNAKIF
                     KQIVRSIMDSGFDGIFLIATNPVDILTYVTWKESGLPKERVIGSGTTLDSARFRYMLG
                     EYFNIGPHNIHAYIIGEHGDTELPVWSHVSVGIQKLQTLLEKDNTYNQEDLDKIFINV
                     RDAAYHIIERKGATYYGIGMSLLRVTKAILNDENSVLTVSAYLEGQYGQKDVYIGVPA
                     VLNRGGVREILEVELSEDEELKFDHSVQVLKETMAPVL"
     gene            1810521..1811957
                     /locus_tag="BA_1924"
                     /old_locus_tag="BA1924"
                     /db_xref="Pathema:BA_1924"
     CDS             1810521..1811957
                     /locus_tag="BA_1924"
                     /old_locus_tag="BA1924"
                     /note="identified by match to protein family HMM PF01593"
                     /codon_start=1
                     /transl_table=11
                     /product="amine oxidase (flavin-containing)"
                     /protein_id="AAP25819.1"
                     /db_xref="Pathema:BA_1924"
                     /translation="MMQPLTMERMLHIINVGLVKTKNPKQIIIVGAGISGLVAASLLK
                     EAGHKVTILEANNRIGGRIYTIREPFSRGLYFNAGPMRIPDTHKLTLAYIRKFKLPLN
                     LFINKTASDIIYTNNIKKRLSIFEKNPSILGYPILEREKGKTAEELMLEVLEPILNYI
                     KKDPNKNWSIVEKKYKAYSLGTFLTEYYSDGAIDMIGVLLDMEAYMGMSLIEVLREMV
                     FFTSTTKYYEITGGMDALPKAFLSQLNENIFMRYKVEKIIQENSKVMIQVNHEQTIER
                     FMVTGDVAIVTIPFSALRFVEIQPYNLFSYYKRRAIRELNYIAATKIAIEFKSRFWEK
                     AGQYGGKSITDLPIRFTYYPSYGIHTPGAATVLASYTWADEALTWDSLPDRERIRYAL
                     KNLAEIYGEIVYSEFVTGTSFSWSKNPYSCGAFTAFEPGQELELFPYITSPSGKVHFA
                     GEHTTLTHGWMQGAIESGIRVAHEVNEK"
     gene            1812061..1812984
                     /locus_tag="BA_1925"
                     /old_locus_tag="BA1925"
                     /db_xref="Pathema:BA_1925"
     CDS             1812061..1812984
                     /locus_tag="BA_1925"
                     /old_locus_tag="BA1925"
                     /note="identified by match to protein family HMM PF02492;
                     match to protein family HMM PF07683"
                     /codon_start=1
                     /transl_table=11
                     /product="cobalamin synthesis protein/P47K family protein"
                     /protein_id="AAP25820.1"
                     /db_xref="Pathema:BA_1925"
                     /translation="MNKVEIHILGGFLGSGKSTLLQNLLLAEKKKNRKVAVLMNEIGE
                     YSVDTDIIGKENVLRELLKGCICCTLKEELEIQLHSLYQQERPDVIYIETTGVAHPIE
                     VLDACVSPILAPFLEVKSIVVVLDAVRWLNRSVLSANVQQLLHEQLKFGSHILINKSD
                     LLIEADKNKVIEEVKAINNHAKLFETKYCNISLEDIEEAEFTNDTEHETLHVKQHLHI
                     QTMTYQFTKSIDQDKLYEWLSNLPDSIYRVKGFVKFHGDKYPHLFQYSFGVPTLLEQD
                     FGFPTNLVVIGEGLDKKQLAEGLEKVELNSN"
     gene            complement(1813092..1814087)
                     /locus_tag="BA_1926"
                     /old_locus_tag="BA1926"
                     /db_xref="Pathema:BA_1926"
     CDS             complement(1813092..1814087)
                     /locus_tag="BA_1926"
                     /old_locus_tag="BA1926"
                     /note="identified by match to protein family HMM PF00395"
                     /codon_start=1
                     /transl_table=11
                     /product="putative S-layer protein"
                     /protein_id="AAP25821.1"
                     /db_xref="Pathema:BA_1926"
                     /translation="MNFKHVLATGLITATLFGATNAHAQTEHFIDVPTNHWSKDSIDH
                     LTEQKIISGYGNGKFGFGDNVTRGQVAAIISRYLKLENTGSTNKHFSDIHGHMFENNI
                     KAVAQKGLMTGDNSTDKFRPDDTLTRYEMAVILQKAFHLPVKTNDLFYDVPNNFWATD
                     SVRSLYSNGITKGIGNYQYGGEMNVTREQFATFMYKAINVSPYFIPDSIPAKDEDKYK
                     EIENILIDSGFLKTDYNYVFTKTGQTYDGIMHFNFSPYDDSAYRMSIHSDDPVLNEPV
                     KKILNTLLPTKADYLYSLIKNPTASSRTIELDGRKIEFSRDSSTSVNVYLGKRKY"
     gene            1814463..1815050
                     /locus_tag="BA_1927"
                     /old_locus_tag="BA1927"
                     /db_xref="Pathema:BA_1927"
     CDS             1814463..1815050
                     /locus_tag="BA_1927"
                     /old_locus_tag="BA1927"
                     /note="identified by similarity to GP:15621033; match to
                     protein family HMM PF00440"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, TetR family"
                     /protein_id="AAP25822.1"
                     /db_xref="Pathema:BA_1927"
                     /translation="MDVKNLTTKGLETREKLLCAAEEVFGSKGYYEASIVNITQEAKV
                     AHGTFYNYFPSKKDIFDELIHRLNRELRLIIKGEMEGISSYEEAQRRGFQAFFRWVKD
                     RPNLYNIVQQAVVVDDNLYRWYYAKLANGFLKSLSAGMEAGEFKWLDKETIAYCLMSI
                     GQFLGMRWGYWEEKDVPEDVFEAAMSLIFEGLRKR"
     gene            1815063..1816553
                     /locus_tag="BA_1928"
                     /old_locus_tag="BA1928"
                     /db_xref="Pathema:BA_1928"
     CDS             1815063..1816553
                     /locus_tag="BA_1928"
                     /old_locus_tag="BA1928"
                     /note="identified by similarity to GP:11595497; match to
                     protein family HMM PF00501"
                     /codon_start=1
                     /transl_table=11
                     /product="putative feruloyl-CoA synthetase"
                     /protein_id="AAP25823.1"
                     /db_xref="Pathema:BA_1928"
                     /translation="MQGIAYWIEKRAYLHPDRIAIITEEEEMTYKQLHEYVSKVAAYL
                     IYELNVKKGERIAILSQNSLEYIVLFFAIAKVECIAVPLNIRLTENELIFQLKDSGTT
                     VLFVEKTFQNMALSMQKVSYVQRVISITSLKEIEDRKIDNFVEKNESASFIICYTSGT
                     TGKPKGAVLTQENMFWNALNNTFAIDLTMHDRSIVLLPLFHIGGIGLFAFPTLFAGGV
                     IIVPRKFEPTKALSMIEKHKVTVVMGVPTIHQALINCSKFETTNLQSVRWFYNGGAPC
                     PEELMREFIDRGFLFGQGFGMTETSPTVFMLSEEDARRKVGSIGKPVLFCDYELIDEN
                     KNKVEVGEVGELLIRGPNVMKEYWNRPDATEETIQDGWLCTGDLARVDEDGFVYIVGR
                     KKEMIISGGENIYPLEVEQVINKLSDVYEVAVVGRQHVKWGEIPIAFIVKKSSSVLIE
                     KDVIEHCRLFLAKYKIPKEIVFLKELPKNATGKIQKAQLVNQLKSR"
     gene            1816558..1816959
                     /locus_tag="BA_1929"
                     /old_locus_tag="BA1929"
                     /db_xref="Pathema:BA_1929"
     CDS             1816558..1816959
                     /locus_tag="BA_1929"
                     /old_locus_tag="BA1929"
                     /note="identified by match to protein family HMM PF01575"
                     /codon_start=1
                     /transl_table=11
                     /product="maoC family protein"
                     /protein_id="AAP25824.1"
                     /db_xref="Pathema:BA_1929"
                     /translation="MTMYSTGQQASCSKTITETDFVLFAGLSGDFNPIHIDHEYAKQT
                     RFNQRIAHGLLTSSLLSQLLGIHLPGKGSVYMEQTIKFTAPVFIGDTITATATVQEFM
                     MEKRVLKLLTECHNQKGDLVLTGVATMMVPK"
     gene            1816974..1817969
                     /locus_tag="BA_1930"
                     /old_locus_tag="BA1930"
                     /db_xref="Pathema:BA_1930"
     CDS             1816974..1817969
                     /locus_tag="BA_1930"
                     /old_locus_tag="BA1930"
                     /note="identified by similarity to SP:O67185; match to
                     protein family HMM PF08541; match to protein family HMM
                     PF08545"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25825.1"
                     /db_xref="Pathema:BA_1930"
                     /translation="MNIGIEATGVFFPKDVETAVDLSKKTGIPENIIIEKFGLYEKHV
                     ADEMMHASDLAIAAAKPILLQVNPQSIDVVIYFGSPHKDYHVWSSAPKIQHELGLKNA
                     YAFEIMNVSSCFPIALKVAKDMLYSDNSIENILLVGGCKESQIVDYDNPRSRFMFNFA
                     DGGSAALVKKDAKNGEILGSAIITDGSFHEDVRIPAGGSKQVASYDTVENRQHYIDVI
                     DPNSMKERLDPISIPNFDKVIREALRKSGYTPKDIKVLLPLHTKRSMLIELIQGLGLT
                     EEQVVYLDHYGHMSALDPCIGLHFANEQGKLQAGDIAVVVSAGTGYTWAATVIRW"
     gene            1818181..1819368
                     /locus_tag="BA_1931"
                     /old_locus_tag="BA1931"
                     /db_xref="Pathema:BA_1931"
     CDS             1818181..1819368
                     /locus_tag="BA_1931"
                     /old_locus_tag="BA1931"
                     /note="identified by similarity to EGAD:16332; match to
                     protein family HMM PF01094"
                     /codon_start=1
                     /transl_table=11
                     /product="putative branched-chain amino acid ABC
                     transporter, branched chain amino acid-binding protein"
                     /protein_id="AAP25826.1"
                     /db_xref="Pathema:BA_1931"
                     /translation="MMATGCVLGSLLITAACSGKKTSTEDEKTIKVGVLASLTGPLES
                     YGKQTMNGFELGLDYATGGTGKVEGKKIKFVVEDTETKADVAVKKATKLLEEEKVDFL
                     VGSSSSSDTLAVLPLAEEYEKIMVVEPAVADSITGKNWNKYIFRTGRNSSQDAVAGAA
                     AIAKKDVKIATLAQDNAYGREGISAFKAGAKKLGANIVNEQYADTNSTDFTANIQNII
                     SSKPDYLFIVWAGANSPWKQLKDMNVEAQGIKISTGAPDIPALKTMDALVGMQGFSVY
                     YHTLPKNKVNDWLVEEHKKRFNGAVPDLFTAGGMSAAISIVEALKKTKGDTDVDTLIK
                     RMEGMEFDTPKGKMKFREKDHQAMQTLYSITLKKQDGVDYPVPVLERELTMKETEPPV
                     QSK"
     gene            1819382..1819489
                     /locus_tag="BA_1932"
                     /old_locus_tag="BA1932"
                     /db_xref="Pathema:BA_1932"
     CDS             1819382..1819489
                     /locus_tag="BA_1932"
                     /old_locus_tag="BA1932"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25827.1"
                     /db_xref="Pathema:BA_1932"
                     /translation="MFLYKEGTPSLYVFLSYLKLEREGYRDTFARNEKS"
     gene            1819458..1820231
                     /locus_tag="BA_1933"
                     /old_locus_tag="BA1933"
                     /db_xref="Pathema:BA_1933"
     CDS             1819458..1820231
                     /locus_tag="BA_1933"
                     /old_locus_tag="BA1933"
                     /note="identified by similarity to EGAD:21366; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="branched-chain amino acid ABC transporter,
                     ATP-binding protein"
                     /protein_id="AAP25828.1"
                     /db_xref="Pathema:BA_1933"
                     /translation="MTHLLETKNLSVSFGEHHVIKDVNLIVQKGKLISIIGPNGAGKT
                     TLFNLLSGQISPTKGEVYFKGQEITKLSISDRTRLGIGRSFQLTNIFPELTVLENVRL
                     SVQSFVQDYYSFFPSSAKFKQQVGEARRFLKTVLLQEKEHVLAKDLAHGEKRKLELAM
                     LLALKTDVLLLDEPTAGISVEEVPAILQVIENIKKHPESTIVLIEHKMDMVLGLSDHL
                     IVLFHGELLAEGMPEEIMKDERVQSAYLGGLYSGTITSE"
     gene            1820209..1820910
                     /locus_tag="BA_1934"
                     /old_locus_tag="BA1934"
                     /db_xref="Pathema:BA_1934"
     CDS             1820209..1820910
                     /locus_tag="BA_1934"
                     /old_locus_tag="BA1934"
                     /note="identified by similarity to EGAD:17885; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="branched-chain amino acid ABC transporter,
                     ATP-binding protein"
                     /protein_id="AAP25829.1"
                     /db_xref="Pathema:BA_1934"
                     /translation="MALLQVNNIETYLDQFHILQGVSLAVEKGTITVLFGRNGAGKTT
                     TLRSVMGFHHIAHGEIYYDRTQVNGLSTHLISRKGIGYVPENQGIFHDLTIEETFALA
                     RGKGEEAEEKIEWMLELFPDLKQFWHKKSGLLSGGQKQMLAISRAFINSDGLLLIDEP
                     SKGLSPIMIEKLMIAILKMKEKTTVLLVEQNFMMASQIGDYFYIMDNGKIVHNGFMHE
                     LKEDKEMCHKYLGIS"
     gene            1820932..1821792
                     /locus_tag="BA_1935"
                     /old_locus_tag="BA1935"
                     /db_xref="Pathema:BA_1935"
     CDS             1820932..1821792
                     /locus_tag="BA_1935"
                     /old_locus_tag="BA1935"
                     /note="identified by similarity to GP:17984194; match to
                     protein family HMM PF02653"
                     /codon_start=1
                     /transl_table=11
                     /product="branched-chain amino acid ABC transporter,
                     permease protein"
                     /protein_id="AAP25830.1"
                     /db_xref="Pathema:BA_1935"
                     /translation="MDVLINLFVNGISTGMLIFLLASGLSLIFGLMSVLNFAHGGLFA
                     WGAFTGVWLFNMTGSYVLALIGAIAMGMFLGFILERFLIRPVYGNHVRQLLVTLGGML
                     VLSECIKVFWGPNPIGAKLPLWLQGSFTFGGVILIKYRLFVILIGIIIYVALLLLLKK
                     TKIGLMIRAGVMDKEMVQALGINVKAIFSFVFLLGAGMAALGGFLLAPYSGVIFAEMG
                     MQYAILAFIVVIIGGLGSVQGSAIASLIVGLAGAFTAYFIPDLSLAINMLMLLFFLIV
                     KPNGLVGEKG"
     gene            1821794..1822795
                     /locus_tag="BA_1936"
                     /old_locus_tag="BA1936"
                     /db_xref="Pathema:BA_1936"
     CDS             1821794..1822795
                     /locus_tag="BA_1936"
                     /old_locus_tag="BA1936"
                     /note="identified by similarity to GP:17984493; match to
                     protein family HMM PF02653"
                     /codon_start=1
                     /transl_table=11
                     /product="branched-chain amino acid ABC transporter,
                     permease protein"
                     /protein_id="AAP25831.1"
                     /db_xref="Pathema:BA_1936"
                     /translation="MVNSTSNRIKVYFGVCMLICLSVFPFVNDSRSLLILFTQIFIFA
                     IFAMSFDVLLGYTGIVSFGHCMFFGIGAYGVALLFDRQGVSITNFFIGIVAAIIISAI
                     VSYIIGLLSLRLKSHFYAMLTLAISQLFFVLAEKWRGLTHGGDGFTFGVPDVFRDRFT
                     LYYVTLICLLIIFVLLRLFTKSSIGKVLKAISQNEQRVEALGYKVLHYKIIASVVAGV
                     VAAISGGLFVITLRFVNTTVFSIEMTLNALLMTMIGGVGTLIGAIAGAGIIESLKYYL
                     SELATEYPIFERWTIILGLLYIIVLLVFPKGLVGTVKGLKNMKRNKKEKRAEVEQNV"
     gene            complement(1822857..1823645)
                     /locus_tag="BA_1937"
                     /old_locus_tag="BA1937"
                     /db_xref="Pathema:BA_1937"
     CDS             complement(1822857..1823645)
                     /locus_tag="BA_1937"
                     /old_locus_tag="BA1937"
                     /note="identified by match to protein family HMM PF00126"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, LysR family"
                     /protein_id="AAP25832.1"
                     /db_xref="Pathema:BA_1937"
                     /translation="MEINDLIIFKTVASEGSISKAAKELGYVQPNVTERIKKLELELE
                     TPLLHRDNKGVSLLPSGDILLDYTNQILTLVEEARDKIKMCGSSYVIATSQSILTNYV
                     SKRIKENFRNYQIYVENSSHLQKLLQQQKVDMVITYEDYPDTAFKKVFSTSISIGLLK
                     AKEKCTVDYSKELFFVSNDKKCPFRNKTIQFLKENNLSQRQLQQLHSYSLMEEYIQDG
                     KGIAFLPINNDKLVPIEDVQIEKLTVHFFTNQNSSKHIPDELFN"
     gene            1823766..1824314
                     /locus_tag="BA_1938"
                     /old_locus_tag="BA1938"
                     /db_xref="Pathema:BA_1938"
     CDS             1823766..1824314
                     /locus_tag="BA_1938"
                     /old_locus_tag="BA1938"
                     /note="identified by similarity to OMNI:SA0073"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25833.1"
                     /db_xref="Pathema:BA_1938"
                     /translation="MIGMQYKVILPKDYDMEIIRNRVKDNGHKTDGFQDLNFKAYLIN
                     EAGKDGNFYNCYTPLYIWNGHEGMNKFIFEGYYDNILQSFGWQQINIGVPLVVNLSDD
                     FKKSRYVVEYTGSISQSNSLRETQLNTMNENVQNIEKCLGNIIIYNPDKWGYSHIRFY
                     NEKPDMVTNKDVTVYEILHISR"
     gene            1824351..1824758
                     /locus_tag="BA_1939"
                     /old_locus_tag="BA1939"
                     /db_xref="Pathema:BA_1939"
     CDS             1824351..1824758
                     /locus_tag="BA_1939"
                     /old_locus_tag="BA1939"
                     /note="identified by similarity to EGAD:109112"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25834.1"
                     /db_xref="Pathema:BA_1939"
                     /translation="MPFVNVYYHENKLNKEEIKKVGECIHLSLIEHFNIPENDYFQMF
                     LPYQQNQFLYDPYYLLERGEKRTENMMYVSITCGQGRTIKQKSDLYQSISSKVSECSS
                     IKRANIFITVNETSAENWSFGQGMAQLVKVKGE"
     gene            1824760..1825071
                     /locus_tag="BA_1940"
                     /old_locus_tag="BA1940"
                     /db_xref="Pathema:BA_1940"
     CDS             1824760..1825071
                     /locus_tag="BA_1940"
                     /old_locus_tag="BA1940"
                     /note="identified by match to protein family HMM PF02627"
                     /codon_start=1
                     /transl_table=11
                     /product="carboxymuconolactone decarboxylase family
                     protein"
                     /protein_id="AAP25835.1"
                     /db_xref="Pathema:BA_1940"
                     /translation="MMNGSIEYCIQEKMREKAPAFAHYSEKILFEEVWRDDTLTLRER
                     SLCTVSVLISLGNTEQLPFHLRLAKQNGIKENEMIALITHMAFYVGWPKAVSAFLSLF
                     M"
     gene            1825165..1825608
                     /locus_tag="BA_1941"
                     /old_locus_tag="BA1941"
                     /db_xref="Pathema:BA_1941"
     CDS             1825165..1825608
                     /locus_tag="BA_1941"
                     /old_locus_tag="BA1941"
                     /note="identified by similarity to OMNI:NTL01BH2179; match
                     to protein family HMM PF01047; match to protein family HMM
                     PF03551"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, MarR family"
                     /protein_id="AAP25836.1"
                     /db_xref="Pathema:BA_1941"
                     /translation="MRDNTIGSLIWLRLIRFTNQSNQMSNEFLKRFDLTTAQFDVLLQ
                     IRTYQPLTQMELAEKVTVTQGGISRMLTRLEKEGYIVRKQDWKTKTISLTEQGEAALE
                     RALPEQLAFQSSFFDDVLNEEEQKILYELMTKVHKHSEKKELPKE"
     gene            1825729..1826784
                     /locus_tag="BA_1942"
                     /old_locus_tag="BA1942"
                     /db_xref="Pathema:BA_1942"
     CDS             1825729..1826784
                     /locus_tag="BA_1942"
                     /old_locus_tag="BA1942"
                     /note="identified by match to protein family HMM PF00296"
                     /codon_start=1
                     /transl_table=11
                     /product="bacterial luciferase family protein"
                     /protein_id="AAP25837.1"
                     /db_xref="Pathema:BA_1942"
                     /translation="MEKYRMDTSKGMEFGLYSIGDHVLNPHNGEKISTEQRIHELIET
                     AKLADKAGLDVFAIGESHQTHFTTQAHTVILGAIAQATKNIKIASSATIISTSDPVRV
                     YEDFATIDLISNGRAEIVAGRGSRIGGYSLLGYDVNDYEELFEEKMDLLLKINKEEHV
                     TWNGQFRAPLAHASVIPRAKNNNLPIWRAVGGPPASAIKAGRAGVPMMITTLGGPAIN
                     FKGSVDAYREAAAQSGFNPASLPVATTSLFYTAKNSQDALSEYYPHINAGMLTLRGGE
                     YPKQQFTNALDYRDALMVGSPQQIIEKMLYQYELFGQQRFMAQIDFGGVPFDKIEKNI
                     ELIATEILSAIRKHTAK"
     gene            1827402..1828805
                     /gene="cydA1"
                     /locus_tag="BA_1943"
                     /old_locus_tag="BA1943"
                     /db_xref="Pathema:BA_1943"
     CDS             1827402..1828805
                     /gene="cydA1"
                     /locus_tag="BA_1943"
                     /old_locus_tag="BA1943"
                     /EC_number="1.10.3.-"
                     /note="identified by similarity to OMNI:NTL01BS03869;
                     match to protein family HMM PF01654"
                     /codon_start=1
                     /transl_table=11
                     /product="cytochrome d ubiquinol oxidase, subunit I"
                     /protein_id="AAP25838.1"
                     /db_xref="Pathema:BA_1943"
                     /translation="METLELARIQFASTTIFHYFFVPLSIGLAFIIALMQTLYVVKGQ
                     EIYKKMTKFWTQIFLVNFAVGVVTGILQEFQFGMNWSTYSRFVGDVFGPSLAIEGLLA
                     FFIESTFLGLWVFGEDKLPKRIHLLCIWLLSIGTMLSAFWILTASAFMQSPVGYEMAA
                     DGRAQMNDFLAIIQNPQLWVQFPHTITAAIATGAFFIAGVSAWKITKAQETEVFKKSF
                     RISIIVGTLTTALVLFFGHAQAQQLIKTHPMKMAAAEALWNTSEDPAPFTVFAKIDAE
                     KKENSFEIQIPYMLSLLSYDKFSGQVEGMNQIQKQYEEKYGPGDYIPPVHTMFWSFRA
                     MVMSGTFMLLLGAYGWFLSRKDRLAEKTWYLKLMVYAISLPFIGNTVGWIMTEMGRQP
                     WVVFGVMKTEDAVSPNVTFGEVLFSLVSFTSLYLIIGGITIYLFVRIIKGHENKKTKQ
                     DSQSHDPFDKEEEYVIS"
     gene            1828792..1829808
                     /gene="cydB1"
                     /locus_tag="BA_1944"
                     /old_locus_tag="BA1944"
                     /db_xref="Pathema:BA_1944"
     CDS             1828792..1829808
                     /gene="cydB1"
                     /locus_tag="BA_1944"
                     /old_locus_tag="BA1944"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by match to protein family HMM
                     PF02322; match to protein family HMM TIGR00203"
                     /codon_start=1
                     /transl_table=11
                     /product="cytochrome d ubiquinol oxidase, subunit II"
                     /protein_id="AAP25839.1"
                     /db_xref="Pathema:BA_1944"
                     /translation="MLSLNELWFIIIAVLFVGFFVLEGFDFGVGIVSRFLGENDLEKR
                     IYLNTIGPFWHANEVWLVCAGGAMFAAFPHWYATLFSGFYIPFVFMLLALIIRGVSFK
                     FRAKIDNHKWKGFWDWGMFLGSLLPPILWGVAIANFMVGIPIDETKNAVGGFLQLLHP
                     FALLGGVMFLLLCIVHGLQFLTIRTTGKLRERARIAALKIAPLAIIALLIFAGVGLWK
                     TDIFTGHGKEWIMVPIGAFVALCASTLLNKRRRDGWAFFMTSLTIILLSASVFAGMFP
                     RVLISSLGSIYDLTIYNAASGDYALKLMTYFSIAILPFVLGSQIWSFYVFRQPVKSDK
                     DLEY"
     gene            1829808..1831523
                     /locus_tag="BA_1945"
                     /old_locus_tag="BA1945"
                     /db_xref="Pathema:BA_1945"
     CDS             1829808..1831523
                     /locus_tag="BA_1945"
                     /old_locus_tag="BA1945"
                     /note="identified by similarity to OMNI:NTL01BS03867;
                     match to protein family HMM PF00005; match to protein
                     family HMM PF00664; match to protein family HMM TIGR02857"
                     /codon_start=1
                     /transl_table=11
                     /product="transport ATP-binding protein CydC"
                     /protein_id="AAP25840.1"
                     /db_xref="Pathema:BA_1945"
                     /translation="MKRKRGLPSYPGSRVLYVVLTIISILEAFSIIAQTVFLARAITF
                     LFQGEAVQSVLNETVYFGIAFAVRHLLVRISQILVERFAEKTGSLLRKQLIEAYFTLG
                     PRYVQTTGTGHLVTLSIEGIEKFKTYIELTIPKMIRSSIVPGLIVLYVFTLDMESGII
                     LVVTIPIVIVFMILLGLAAQKMADSQYETYRVLSNHFVDTLKGLETLKYLGQSKQHEG
                     KIEKVSKRYRKATMRTLRVAFLSSFALDFFTSLSIAFVAVGLGIRLIDGTIVLLPALT
                     ILILAPEYFLPIKQVGANYHATLDGQLAMEQIEEILQRQKEIGKKESNVDLIWNSSSN
                     LKLQDVKVKNDESEKAILEEIDFTWNGNGAIGVIGESGAGKSTLIDVLAGFLTPSSGK
                     MIVNGVEIDGSTREEWQKNIAYIPQQPYIFPLSLKDNICFYETNTTDEEVERVINEVG
                     LRSLVTSLPNGMYERIGEGGRMLSGGQEQRVAMARALLSKKPIILLDEPTAHLDIETE
                     FEIKQAMLRLFEGKLVFLATHRLHWMKQMDHILILNKGEMIESGTYEELVKNETLHVH
                     RKERG"
     gene            1831526..1833250
                     /locus_tag="BA_1946"
                     /old_locus_tag="BA1946"
                     /db_xref="Pathema:BA_1946"
     CDS             1831526..1833250
                     /locus_tag="BA_1946"
                     /old_locus_tag="BA1946"
                     /note="identified by similarity to OMNI:NTL01BS03866;
                     match to protein family HMM PF00005; match to protein
                     family HMM PF00664; match to protein family HMM TIGR02868"
                     /codon_start=1
                     /transl_table=11
                     /product="transport ATP-binding protein CydD"
                     /protein_id="AAP25841.1"
                     /db_xref="Pathema:BA_1946"
                     /translation="MSNWIKPYVQQNKGRMTVTIFLGLLGVSSGAMLLFISGYLISKS
                     ALRPENVMAVYVPIVATRAFSIGQAVFHYLERLVGHDVVLRILEKMRTKLYGIVEPQA
                     LFFRSRFQTGDMLGVLSEDIEHLQNLYLRTIFPSILALVVYSIFVLVIGSFDVVFALI
                     AGCMLAIIVFLLPFISLLLMKKHHVTLKQGRNRLYQQLTDAVFGLSDWQASGRKDEFI
                     AKYVEQNDQLLKIEKRMKRWNHIRDSIIQLVVGIVVISMIVWTGNEAASELIAPTVIA
                     AFVLMTLSVTNALIPLSDAIDRIPSYVESAHRLNQVEGKDTLQYEEELHGDKEYVASK
                     HIDIELNHVSYSYPDSNEFVLKDVSLQIKAGKKIAILGRSGTGKSTLLKLLTGALSPL
                     HGKVLLNSEHAHTNLLSKYISVLNQKPHLFDTTIGNNVRIGKPEATDEEIWKALEKAQ
                     LASHIASLPDGLQTKMHEMGKRFSGGERQRVAFARTLMQEAPIMVLDEPTIGLDPKTE
                     LSLIEIMFSATEEKTVIWITHHLVGIEHVDEVIFLDRGQIVMQGSHEQLLKENEKYRQ
                     LYELDKGI"
     gene            1833483..1833761
                     /locus_tag="BA_1947"
                     /old_locus_tag="BA1947"
                     /db_xref="Pathema:BA_1947"
     CDS             1833483..1833761
                     /locus_tag="BA_1947"
                     /old_locus_tag="BA1947"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25842.1"
                     /db_xref="Pathema:BA_1947"
                     /translation="MLTKAILSHSECKVGGRAYMFDEDGIVLIMEPADERNLRRFIFS
                     VPKSVYEKKGLTLHYGTAIGQGYMDIIEDIISVHIEIDVVTVIGHVSG"
     gene            1833852..1834298
                     /locus_tag="BA_1948"
                     /old_locus_tag="BA1948"
                     /db_xref="Pathema:BA_1948"
     CDS             1833852..1834298
                     /locus_tag="BA_1948"
                     /old_locus_tag="BA1948"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP25843.1"
                     /db_xref="Pathema:BA_1948"
                     /translation="MKIKSILLACIVSIGLMGCSLVEEGKNSLDYAQKATDYVNEISA
                     FANDAPALAEKAVNDSEARKQLETKLSEIKQDIPAFNELTPPDVAKDLHQQIVGYNEK
                     LNTLIDTAMTKIEEGKVDVEQFKNSELMQTVDQVRDLKDKIQNLGQ"
     gene            complement(1834386..1835387)
                     /locus_tag="BA_1949"
                     /old_locus_tag="BA1949"
                     /db_xref="Pathema:BA_1949"
     CDS             complement(1834386..1835387)
                     /locus_tag="BA_1949"
                     /old_locus_tag="BA1949"
                     /note="identified by similarity to EGAD:37465; match to
                     protein family HMM PF02016"
                     /codon_start=1
                     /transl_table=11
                     /product="microcin immunity protein MccF"
                     /protein_id="AAP25844.1"
                     /db_xref="Pathema:BA_1949"
                     /translation="MPLPKSLKYGDTIGIYSPSSPVTYTSPKRFERAKSYLLQKGFHI
                     LEGSLTGRYDYYRSGSIQERAKELNALIRNPNVSCIMSTIGGMNSNSLLPYIDYDAFQ
                     NNPKIMIGYSDATALLLGIYAKTGIPTFYGPALVPSFGEFEPFVDDTYKYFLETLLHD
                     QALPYNIKQPLFWSDEFINWEEKTKEKELRPNNWISVTNGQATGRVIGGNLNTIQGIW
                     GSPYMPCIQEGDILFIEDSSKDAATIERSFSFLKINGVFDKVSGIILGKHEQFDDCGT
                     NRKPYEILLEVLQNQRIPLLADFDCCHTHPMITMPIGVQVKMDATNKTIHILEKWKI"
     gene            1835590..1836447
                     /locus_tag="BA_1950"
                     /old_locus_tag="BA1950"
                     /db_xref="Pathema:BA_1950"
     CDS             1835590..1836447
                     /locus_tag="BA_1950"
                     /old_locus_tag="BA1950"
                     /note="identified by match to protein family HMM PF00768"
                     /codon_start=1
                     /transl_table=11
                     /product="serine-type D-Ala-D-Ala carboxypeptidase"
                     /protein_id="AAP25845.1"
                     /db_xref="Pathema:BA_1950"
                     /translation="MKRLKWGRITILLVIILGICWFLFQGTQKSVTNVEGQPLQVAEL
                     PKTGLTEKVVPPKYIPPEVDAKAAMIIDASNGDIIYQHNENEAFAPAAQTEGARIPVQ
                     VNDTLTVKDLFHALMIESANNSAVALAEHMAKTEKDFVQLMNAKAKQLKMSDYAKFAN
                     ASGLQEPDGSETKMTAADVANLAYHLIKDYPEILEVTHLRQSQLAFNNINVISTNDML
                     NKNNKALYIEGIDGLKTGFTDSAGYCFTGTAKQGDTRIITVVMGTKGKTKRFTETNKL
                     MTYAFGLVN"
     gene            1836695..1837294
                     /locus_tag="BA_1951"
                     /old_locus_tag="BA1951"
                     /db_xref="Pathema:BA_1951"
     CDS             1836695..1837294
                     /locus_tag="BA_1951"
                     /old_locus_tag="BA1951"
                     /note="identified by match to protein family HMM PF00881"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25846.1"
                     /db_xref="Pathema:BA_1951"
                     /translation="MAKDFYSAIEDRRSIYAISKEQVVSDEKIQEVIYHAVKHTPSAF
                     NSQSARVVVLLGEQHDKLWDITKETLRKIVPENNFASTEEKMNAFKSGYGTVLYFEDN
                     QVVEELQENFALYKDNFPIWSQQSSGMLQFAIWTALEIEGFGATLQHYNPLIDEEVRK
                     EWEVPESWKLIAQMPFGKPVVPAGEKEFQPLENCVKFYK"
     gene            1838210..1839472
                     /locus_tag="BA_1952"
                     /old_locus_tag="BA1952"
                     /db_xref="Pathema:BA_1952"
     CDS             1838210..1839472
                     /locus_tag="BA_1952"
                     /old_locus_tag="BA1952"
                     /note="identified by similarity to GP:6224906; match to
                     protein family HMM PF00877; match to protein family HMM
                     PF06347; match to protein family HMM PF08239"
                     /codon_start=1
                     /transl_table=11
                     /product="NLP/P60 family protein"
                     /protein_id="AAP25847.1"
                     /db_xref="Pathema:BA_1952"
                     /translation="MKKVIAGLAAASVVGVAVPGMDSAQAQVSNEALKEINGQAQTQT
                     TVTETKTVETKSDLKYTVTADVLNVRSGAGTGHSVISKVKQGQVLQVIGQENGWFKVT
                     VNGQTGYVSGDFVTTGGKTGTTVQQGTGTYTVNVSSLNVRTGPSTSHTVLGSVNKGKT
                     VQVVSEVQDWFKINFNGGTGYVSKDFVTKGGSAVSNQTQQPTTNNNTTTVQTGGSYVV
                     NTGALKVRTGPATYNAVIGGVTNGTVLNVTGAENGWYKINHNGRTGHVSADFVKFVKG
                     GVNNVTNNVQQPVKDVQKPTTGGNTSSIAGFARSLNGSPYRTAGTTPAGFDCSGFIHY
                     VLNQTGHKGARQTVAGYWSSKTKTSNPQPGDLVYFQNTYKSGPSHMGVYLGNGQFISA
                     ETDATGVRISSVSNSYWSKHLLGYTKAY"
     gene            complement(1839571..1840335)
                     /locus_tag="BA_1953"
                     /old_locus_tag="BA1953"
                     /db_xref="Pathema:BA_1953"
     CDS             complement(1839571..1840335)
                     /locus_tag="BA_1953"
                     /old_locus_tag="BA1953"
                     /note="identified by match to protein family HMM PF00561"
                     /codon_start=1
                     /transl_table=11
                     /product="alpha/beta hydrolase family protein"
                     /protein_id="AAP25848.1"
                     /db_xref="Pathema:BA_1953"
                     /translation="MQTNIHSEKETIIFIHGLVGNRRAFKKEHKRFSTSYNIITYDLL
                     GHGDDKGEAIEFSLQRLVDQLLNLYEKEGIQKAHICALSYGCYISTIFAQMHPEKVLS
                     ICHIGGHYNNPSLLYSVFQKFWEKRGDDYSKWLSQYANTIFPSGILKANPFAVISRNI
                     YYRFGLQLHSSIIAQSLRHRLEFDLKSKLKSLPHPILWVMGEHDHLYKSCLFDLKSIL
                     PNVLYKEIPLAGHAANLFRPNYFHDLYDRFLNGKLK"
     gene            1840576..1842336
                     /locus_tag="BA_1954"
                     /old_locus_tag="BA1954"
                     /note="ABC transporter, permease/ATP-binding protein,
                     authentic point mutation; an automated process has
                     identified a potential problem with this gene model; it
                     may contain one or more premature stops and/or
                     frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1954"
     gene            1842416..1843102
                     /locus_tag="BA_1955"
                     /old_locus_tag="BA1955"
                     /db_xref="Pathema:BA_1955"
     CDS             1842416..1843102
                     /locus_tag="BA_1955"
                     /old_locus_tag="BA1955"
                     /note="identified by similarity to GP:16412071; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF00486"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator"
                     /protein_id="AAP25849.1"
                     /db_xref="Pathema:BA_1955"
                     /translation="MVSLIPNILIVDDDPHIRELVSVFLECEGFQTYEAIDGLDALQK
                     INQVKVDMVILDIMMPNMDGFDVCFELRKYYDIPILILTAKGETSQKVKGFHLGTDDY
                     LVKPFDPIELVVRVKALLKRYQITVSQSIQVGTVLLNRKTFEVTIGEQTVTLPLKEFE
                     LLFTLGSKAGRTCSREQLIEDVWGYDFEGNERTLDVHINRLREKFQEEKSKFSIKTIR
                     GLGYRLEVSK"
     gene            1843117..1844172
                     /locus_tag="BA_1956"
                     /old_locus_tag="BA1956"
                     /db_xref="Pathema:BA_1956"
     CDS             1843117..1844172
                     /locus_tag="BA_1956"
                     /old_locus_tag="BA1956"
                     /EC_number="2.7.13.3"
                     /note="identified by match to protein family HMM PF00512;
                     match to protein family HMM PF00672; match to protein
                     family HMM PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase"
                     /protein_id="AAP25850.1"
                     /db_xref="Pathema:BA_1956"
                     /translation="MSKFKMLKVTGAIIALFSFLTIIWSTAFYVSSSILDALAIHLSP
                     FVTYLISDILSFIFMILVWILIAVLMRPKREAMIWTIIEPIQKIAKGDFSVKIRNEEK
                     YDGEIGVLVKSINDMTDELNAMEKMRQEFVSNVSHEIQSPLTSIKGFARALQDTNLPE
                     EKRKHYLTIIETETTRLSKLSQNLLKLTLLESEEYTPERVTYRLDQQLKQIVLNSEPL
                     WAEKEIELDLDLEKVHITADQESMSQVWINLIHNSIKFTPSSGTISIKLKEYETLVEV
                     RIRDTGSGISEEQKQHIFERFYKADSSRNRAYGGSGLGLAIVKKVLDLHQGEIKVESE
                     EGNGTECIVCIPNYEEK"
     gene            complement(1844197..1844784)
                     /locus_tag="BA_1957"
                     /old_locus_tag="BA1957"
                     /db_xref="Pathema:BA_1957"
     CDS             complement(1844197..1844784)
                     /locus_tag="BA_1957"
                     /old_locus_tag="BA1957"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by similarity to GP:16409855"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25851.1"
                     /db_xref="Pathema:BA_1957"
                     /translation="MKRKKWYLSLSAVGLFSIFLAMYFIFGNPLHYKVIEKDTNEYLH
                     TIKGYKQKEIQSIAGKYTPLYNIGYYAEVVYKDEPYFTYSYTYDNNKKIIQDNGILGR
                     HTESFEHLNLNWSLFDQLIQGIHTNLQERGLSEKRDYSIRHVHFIDIDDDKNGAEAYV
                     DFIKDKESDYSYRMNSEGKAYQYSCSNGKCIFKEK"
     gene            1844971..1845699
                     /locus_tag="BA_1958"
                     /old_locus_tag="BA1958"
                     /db_xref="Pathema:BA_1958"
     CDS             1844971..1845699
                     /locus_tag="BA_1958"
                     /old_locus_tag="BA1958"
                     /note="identified by match to protein family HMM PF00106;
                     match to protein family HMM PF08659"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, short-chain
                     dehydrogenase/reductase family"
                     /protein_id="AAP25852.1"
                     /db_xref="Pathema:BA_1958"
                     /translation="MLYLAELLQGKNALITGAGRGIGRAVAIALAKEGVNVGLLARSE
                     ENLKAVAKEVEAEGVKAVIATADVSSYEEVTTAIETLKNGLGSIDILINNAGISKFGK
                     FLELDVADWEKIIQVNLMGVYYATRAALPSMIEQQSGDIINISSTAGQKGAPVTSAYS
                     ASKFGVLGLTESLAMEVRKHNIRVTALTPSTVATDMAVDLGLTDGNPDKVMQAEDIAE
                     FIVAQLKLNKRTFIKSAGLWSTNP"
     gene            1845816..1845929
                     /locus_tag="BA_1959"
                     /old_locus_tag="BA1959"
                     /db_xref="Pathema:BA_1959"
     CDS             1845816..1845929
                     /locus_tag="BA_1959"
                     /old_locus_tag="BA1959"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25853.1"
                     /db_xref="Pathema:BA_1959"
                     /translation="MHWKIEGDGIYMSTIEKWTAVDQYVSDVLIPKDSTFS"
     gene            1846070..1846942
                     /locus_tag="BA_1960"
                     /old_locus_tag="BA1960"
                     /db_xref="Pathema:BA_1960"
     CDS             1846070..1846942
                     /locus_tag="BA_1960"
                     /old_locus_tag="BA1960"
                     /note="identified by similarity to EGAD:20183; match to
                     protein family HMM PF04439"
                     /codon_start=1
                     /transl_table=11
                     /product="putative aminoglycoside 6-adenylyltransferase"
                     /protein_id="AAP25854.1"
                     /db_xref="Pathema:BA_1960"
                     /translation="MRTEKEMIDLIMNTAKEDERIRAVIMNGSRVNPNVKKDCFQDFD
                     IIYAVKDIRSFTSNHNWIHRFGEIMIVQMPEEMSLIPADEDGKFPYLMQFMDGNRIDL
                     TLAPVELINNFVRQDSLSKLLLDKDNCMEGFPPASDKDYLIKKPTEKEFLDCCNEFWW
                     CSTNVAKGLWREELSYVKGMLDGPVRDMLIVMLEWHIGMKTDFIVNAGKFGKHFEKYI
                     EKDMWVQFKRTFSNAEYENIWESFFDMGNLFREVANEIANAYGYPYPQGDDDRVTSYL
                     KHVKALPKDSTSIY"
     gene            1847060..1847887
                     /locus_tag="BA_1961"
                     /old_locus_tag="BA1961"
                     /db_xref="Pathema:BA_1961"
     CDS             1847060..1847887
                     /locus_tag="BA_1961"
                     /old_locus_tag="BA1961"
                     /note="identified by match to protein family HMM PF01522"
                     /codon_start=1
                     /transl_table=11
                     /product="putative polysaccharide deacetylase"
                     /protein_id="AAP25855.1"
                     /db_xref="Pathema:BA_1961"
                     /translation="MYYFYSPEGFAPYQWELERDVSYAYMPYNLFYYGDYIRILPYTS
                     IPQSYEVQMKADERGSWTPFSWVEKYAYAFSGPYNKAEVALTFDDGPDLEFTPKILDK
                     LKQHNVKATFFLLGENAEKFPNVVKRIANEGHVIGNHTYSHPNLAKVNDAEYRNQIIK
                     TEEILNRLAGYAPKFIRPPYGEILEDQLKWATEQNFMIVQWSVDTVDWKGVSADTITN
                     NVLGNSFPGSVILQHSTPGGHLQGSVEALDKIIPQLKTKGARFVTLPSMFQTSKERK"
     gene            1847956..1848084
                     /locus_tag="BA_1962"
                     /old_locus_tag="BA1962"
                     /db_xref="Pathema:BA_1962"
     CDS             1847956..1848084
                     /locus_tag="BA_1962"
                     /old_locus_tag="BA1962"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25856.1"
                     /db_xref="Pathema:BA_1962"
                     /translation="MIYALINIGMSILIGIIFIFAAIILQKNPPTDINAAYGYRTK"
     gene            1848088..1848297
                     /locus_tag="BA_1963"
                     /old_locus_tag="BA1963"
                     /db_xref="Pathema:BA_1963"
     CDS             1848088..1848297
                     /locus_tag="BA_1963"
                     /old_locus_tag="BA1963"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25857.1"
                     /db_xref="Pathema:BA_1963"
                     /translation="MKNKKLWDAGNRYSADVMKQNGFIMMFIGSVISILFRYPHTMIA
                     IMIVMLLLIVRLFIQVESRLKILEQ"
     gene            complement(1848345..1848953)
                     /locus_tag="BA_1964"
                     /old_locus_tag="BA1964"
                     /db_xref="Pathema:BA_1964"
     CDS             complement(1848345..1848953)
                     /locus_tag="BA_1964"
                     /old_locus_tag="BA1964"
                     /note="identified by similarity to GP:15023302; match to
                     protein family HMM PF00293"
                     /codon_start=1
                     /transl_table=11
                     /product="mutT/nudix family protein"
                     /protein_id="AAP25858.1"
                     /db_xref="Pathema:BA_1964"
                     /translation="MTEWLTIFDSERNTLGKKLRDEVHRDGNWHETFHCWFVEKDAED
                     MFLYFQLRSKNKKEAPLIWDITSAGHIMHDEDVQIGGLREIEEELGLSFQTTDLAYKG
                     IFTIDYEISNLTDREFCHMYFHNVIDSLPFAPGEEVDDVMKVHATSFLQLLKKEISSF
                     TAISVLNNKPITITFEDIYPYDLAYYEFVIEKGKELIKNNSL"
     gene            1849037..1849675
                     /locus_tag="BA_1965"
                     /old_locus_tag="BA1965"
                     /db_xref="Pathema:BA_1965"
     CDS             1849037..1849675
                     /locus_tag="BA_1965"
                     /old_locus_tag="BA1965"
                     /note="identified by similarity to OMNI:NTL02ML3328; match
                     to protein family HMM PF01243"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25859.1"
                     /db_xref="Pathema:BA_1965"
                     /translation="MGIENKEIKSIISTEVELRKILGEPSERALKKVISSLDHHCVDF
                     LSKSPFLVLSTANKLGECDASPRGDAPGFVFVFNNNKIIIPERPGNRRIDSILNIISN
                     PRVGLIFFIPGLGETLRINGRAYITNDEEILQEMQANGRNPLLGIVVEVEECYIHCAK
                     AFIRSKMWDPESWLNKKELPSAAKMLLEHAKVNASEEDVARSLEESYTKRLY"
     gene            1850639..1851934
                     /gene="hom1"
                     /locus_tag="BA_1968"
                     /old_locus_tag="BA1968"
                     /db_xref="Pathema:BA_1968"
     CDS             1850639..1851934
                     /gene="hom1"
                     /locus_tag="BA_1968"
                     /old_locus_tag="BA1968"
                     /EC_number="1.1.1.3"
                     /note="identified by similarity to SP:P19582; match to
                     protein family HMM PF00742; match to protein family HMM
                     PF01842; match to protein family HMM PF03447"
                     /codon_start=1
                     /transl_table=11
                     /product="homoserine dehydrogenase"
                     /protein_id="AAP25860.1"
                     /db_xref="Pathema:BA_1968"
                     /translation="MNNVIHVGVLGLGTVGSGVVHILKEHYKKIALDTGYEVKVKTVV
                     VRDLEKERDVCIDGIVVTCHVDEVLNDPNIDIVVEVMGGIEEAKQHIVKALRNKKHVV
                     TANKDLMAVYGAELLQLANDNDCDLCYEASVAGGIPVLRGLTDGLASDQIEKIMGIVN
                     GTTNYMLTKMSQKGWSYEEALQEAQKLGFAESDPTADVDGLDAARKVAILANLGFSMN
                     VSLDDVQVRGIRKVEKEDLQMAEKLGFTMKLIGKAEKQGSAIHLSVEPTLLPSHHPLS
                     NVNNEFNAVYVHGQAVGEVMFYGPGAGKLPTGSAVVSDIISIVKNMNQVPKNKSVLKE
                     PEPYELQGDEEVVSKYFLRISLRDEPGMLQKITECFVNYSVSLKEVIQLPLNRELAEV
                     VVVTHQTSKYQFERVLGAIEDVASEINSYYIIEEEKQYV"
     gene            1851927..1852985
                     /gene="thrC"
                     /locus_tag="BA_1969"
                     /old_locus_tag="BA1969"
                     /db_xref="Pathema:BA_1969"
     CDS             1851927..1852985
                     /gene="thrC"
                     /locus_tag="BA_1969"
                     /old_locus_tag="BA1969"
                     /EC_number="4.2.3.1"
                     /note="identified by similarity to SP:P04990; match to
                     protein family HMM PF00291; match to protein family HMM
                     TIGR00260"
                     /codon_start=1
                     /transl_table=11
                     /product="threonine synthase"
                     /protein_id="AAP25861.1"
                     /db_xref="Pathema:BA_1969"
                     /translation="MYKGLLNQYASYLPVNENTPDVSLMEGNTPLIPLLNISKQLGIQ
                     LYGKYEGANPTGSFKDRGMVMAVAKAKEEGSEAIICASTGNTSASAAAYAARLGMKCI
                     IVIPEGKIAHGKLAQAVAYGAEIISIEGNFDDALKAVRNIAEEEPITLVNSVNPYRIE
                     GQKTAAFEICDQLQRAPDVLAIPVGNAGNITAYWKGFCEYEKEKGYKKPRIHGFEAEG
                     AAAIVKGHVIDEPETIATAIRIGNPASWSYAVEAAEQSHGEIDMVSDEEILHAYRLLA
                     KSEGVFAEPGSNASLAGVMKHVQSGKIKKGETVVAVLTGNGLKDPDIAISSNTLDIAS
                     VSNNIEQIKEHIKGVIMS"
     gene            1852982..1853875
                     /gene="thrB"
                     /locus_tag="BA_1970"
                     /old_locus_tag="BA1970"
                     /db_xref="Pathema:BA_1970"
     CDS             1852982..1853875
                     /gene="thrB"
                     /locus_tag="BA_1970"
                     /old_locus_tag="BA1970"
                     /EC_number="2.7.1.39"
                     /note="identified by similarity to SP:P04948; match to
                     protein family HMM PF00288; match to protein family HMM
                     PF08544; match to protein family HMM TIGR00191"
                     /codon_start=1
                     /transl_table=11
                     /product="homoserine kinase"
                     /protein_id="AAP25862.1"
                     /db_xref="Pathema:BA_1970"
                     /translation="MIPLSIRVPASTANVGPGFDSVGIALSLYLHVVVKEKSDKWQVI
                     HSFEDSIPTDDKNLIVSTACKVCPSLSPHIIEVTSNIPLTRGLGSSASAIVAGIELAN
                     QLGKLNLTIDQKVQIATNFEGHPDNVAASILGGTVIGALDGKNVSVVRIESKELGVIS
                     LIPNEELNTDESRSVLPDVFPFHEAVKASAISNVLVAALCQKKWKVVGEMMERDHFHE
                     PYRLELVPLLPSIRKCAKEFGAYGTALSGAGPSIFILTPYEKRQEIAEQLARVFTSMK
                     VCELEIDHRGITVNKKEHIGL"
     gene            1853995..1854204
                     /locus_tag="BA_1971"
                     /old_locus_tag="BA1971"
                     /db_xref="Pathema:BA_1971"
     CDS             1853995..1854204
                     /locus_tag="BA_1971"
                     /old_locus_tag="BA1971"
                     /note="identified by similarity to GP:10176322"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25863.1"
                     /db_xref="Pathema:BA_1971"
                     /translation="MKKESPEEKRERIRQSELKNNPTGSLHDGLNRAETGSPVDMTGG
                     MNWKGTALVILVLVLAYIIYTYFFS"
     gene            1854421..1856718
                     /locus_tag="BA_1972"
                     /old_locus_tag="BA1972"
                     /db_xref="Pathema:BA_1972"
     CDS             1854421..1856718
                     /locus_tag="BA_1972"
                     /old_locus_tag="BA1972"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP25864.1"
                     /db_xref="Pathema:BA_1972"
                     /translation="MKKMIAICLLTTMSFSTLVGCDIKGSNAVQESKIKKATYKDFTY
                     DVNPETFTLTVEHDGVKEQASQPLPKMKVSNVKKEKDRTSWEYPDQKVKVNVEKKKDY
                     LNIEVESTGAESFTWPKVQAENYTLPLWEGKQIPSNDENWKKFLKDDAYSFAESFSMK
                     FFALNGSKYSIVYIANNMFNNELKFQSDPKIGFEFIHEFPSINKKKTYGFQLYVTNND
                     AVSIAKLYKEHIARKGEFKTLQEKARKNKEIEKLYGAAHFYFWNQNGLSDSNINWPKL
                     REQINSPVFSHIKALIQKNSSEPGELSVFEQVSKQDFVDKYQKNVILRYVNEVLSMKE
                     LYKEDIFLKVDQKASELLNKGVDQLSKMELYNLNKHVLKSVLGDAVEEVSKWGKADGT
                     DIIKEMKTAGIDNAWIGLPNWEQGYMQPDFVTEAKKMGYLVGPYDSYHSIHEKADKNW
                     NTASFTDPSLYEEATVTKRNGEKVQGFLGRGRKLNPTLSLPSVKERMNDILQNGPKYN
                     SWFIDCDATGEIYDDYSAKHITTQEQDLKARLQRMDYIAQEKGMVVGSEGGNDFASST
                     IAFAHGIETPVIKWDDEDMRKNKTSPYYVGGYWSPNQNVPEKYAKQVPLKEEYKQVYL
                     NPVYSVPLYKLVYNDAVITTHHWEWGSLKIKDEVGNRMLYELLYNVPPLYHLDEVEWN
                     KHKQEITKHLKVWNEFHKKAVKEEMTNFAYLSEDKLVQSASYGKNMNIIVNFSNEDIE
                     IGKTKIKAKSAFIINNGKQTMYTPN"
     gene            1856923..1857924
                     /locus_tag="BA_1973"
                     /old_locus_tag="BA1973"
                     /db_xref="Pathema:BA_1973"
     CDS             1856923..1857924
                     /locus_tag="BA_1973"
                     /old_locus_tag="BA1973"
                     /note="identified by similarity to OMNI:NTL01BS03560;
                     match to protein family HMM PF03816; match to protein
                     family HMM TIGR00350"
                     /codon_start=1
                     /transl_table=11
                     /product="transcription antiterminator, LytR family"
                     /protein_id="AAP25865.1"
                     /db_xref="Pathema:BA_1973"
                     /translation="MSSELEQNTRSSKKRSKRKSIKWFIIIPLFLLIFGGVGYGSLIY
                     NKAKAVVSDAYAQIDKSSKRDKEVEPLKDNISILIMGVDGSEMRKSQYGEAVRTDALL
                     LATINKDDKSVKLVSIPRDSRVYIPSRKKLDKITHAHVFGGVESTRDTVERFLNVPVD
                     YYVKFNFESFVQIVDSLGGIDIDVPVTFTEQDSKDQAGMIHLEKGYQHLNGEQALALA
                     RTRKIDSDAMRGQRQQLVIEAIAKKAMSVQSISKMGSLLDAVDKNMKTNLTFDDMLAI
                     TKNMAGSNLEMEKMQIEGTDKRIGGIYYYIPNEKNVKDISNKLNQHLGVTPKSVRNE"
     gene            1858084..1859331
                     /locus_tag="BA_1974"
                     /old_locus_tag="BA1974"
                     /db_xref="Pathema:BA_1974"
     CDS             1858084..1859331
                     /locus_tag="BA_1974"
                     /old_locus_tag="BA1974"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP25866.1"
                     /db_xref="Pathema:BA_1974"
                     /translation="MQKWIGIMGIIFILTGCKMSEAPTNLMEAPANEKWINELKEQID
                     KDLPVNYRLLTPMSNKDKQMIWSMDFKQDNKKEAVIFYKLPNADHSVYLAVYEKNGNG
                     WKTKSTHKFNGGDVDIVEVGDFTGNGKRELLIGISVDRESLKHVMYVFSEENEDMREI
                     YNRNYTKLFIDDLNKNGLKDLSLVTYEKDEKLIVEFIEQFKTLSEASFDPFINSIQRI
                     QMGRISKSLKAIVIDAGVGAHSGITYVAKFDENHYEVLPIDGKEDLFNEYVVESKDVN
                     EDGIIEFVRTVRPKGWEDKPHGDSPLFERYIQWSESGIKPIEERYIDIEKGYYVKIPK
                     ELIGKITISDEQKESNSQKFLETSTNETWLEVHIFKRKEWFGIKGYSAAVKTASHVYA
                     VPKQPHFEKVKAYVKPLADYQQE"
     gene            1859345..1860034
                     /locus_tag="BA_1975"
                     /old_locus_tag="BA1975"
                     /db_xref="Pathema:BA_1975"
     CDS             1859345..1860034
                     /locus_tag="BA_1975"
                     /old_locus_tag="BA1975"
                     /note="identified by similarity to SP:Q9TLQ4; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF00486"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator"
                     /protein_id="AAP25867.1"
                     /db_xref="Pathema:BA_1975"
                     /translation="MPTILVLEDEMPIRSFIVLNLKRAGFYVLEASTGEEALQILCEH
                     TVDVALLDVMLPGMDGFQVCKAIREENKKIGIIMLTARVQNEDKVQGLGIGADDYIAK
                     PFSPVELTARIQSLLRRIEVHDEKANTITSGPFLLNIIEERLYKSGQLVDLTPTEYMI
                     LQYLMNQASKPVSRDEILNMIWGTNYVGETKVVDVNMRRLRQKIECNPSEPEFILTVW
                     GKGYVWKESIR"
     gene            1859995..1861392
                     /locus_tag="BA_1976"
                     /old_locus_tag="BA1976"
                     /db_xref="Pathema:BA_1976"
     CDS             1859995..1861392
                     /locus_tag="BA_1976"
                     /old_locus_tag="BA1976"
                     /EC_number="2.7.13.3"
                     /note="identified by match to protein family HMM PF00512;
                     match to protein family HMM PF00672; match to protein
                     family HMM PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase"
                     /protein_id="AAP25868.2"
                     /db_xref="Pathema:BA_1976"
                     /translation="MGKRICVEGKYKMKRKVTLYFMTVIILMLVLFEVVFSVSVYRYY
                     YNGIVQYVESHAKTSTRFFSEYNSLYFIRLQEYSGDIIESFQLEGTELQLIDRHGTII
                     QSSSGEKTEGKVVIPYSLLEGEMYHQVTTTKDKVKQLEVISPLIHQGQTIGVLKYTTV
                     LTHVNAKIIEIIMFTICVGIVISGIVFLISRRLANSFVKPIESIIHASSQIAEGTLKK
                     KIKEDYPGELGELAHSLNHMSDKIEKAEQMKNEFIASISHEIRTPLTGIKGWSETLKT
                     VDHLTEEEIKQGMGIISGETDRLIHLVEELLDFSRLQSNHFNLYKQKVQLYDILEETI
                     WQLTPNAEEKKMQFIKTIERIELIGDRNRLKQIFLNIVQNAIKYSHENGKVYIEATKN
                     EGQAVIKVKDDGIGIAKEHLPYIEQSFYQINNHATGAGLGLAIVKKMVELHGGTINII
                     SKEGIGTTILIKLPL"
     gene            1861493..1862314
                     /locus_tag="BA_1977"
                     /old_locus_tag="BA1977"
                     /db_xref="Pathema:BA_1977"
     CDS             1861493..1862314
                     /locus_tag="BA_1977"
                     /old_locus_tag="BA1977"
                     /note="identified by match to protein family HMM PF01522"
                     /codon_start=1
                     /transl_table=11
                     /product="putative polysaccharide deacetylase"
                     /protein_id="AAP25869.1"
                     /db_xref="Pathema:BA_1977"
                     /translation="MEKAFKIKRVVFVLIAIAAVAIGYFMFQSITSPAKAVAKQENVV
                     QLASEQPKVEMNKTAPSRFNGKERKVAYLTFDDGPGKYTAELLNTLKQHDAKATFFLI
                     GANVKEFPDLVKRENAEGHYVGMHSMTHNFAKLYKNGEYVNEMKEDQSLIANIIGKSP
                     KLTRPPYGSMPGLNEGLRNKVVEGGFKVWDWTIDSLDWKYNKMQVDAAAAQIAQNVLT
                     NATKPQEVILMHDIHPQSVAAVPAILKGLKEKGYEFEAYHEESHFPVNFWHDNRM"
     gene            1862329..1862985
                     /locus_tag="BA_1978"
                     /old_locus_tag="BA1978"
                     /db_xref="Pathema:BA_1978"
     CDS             1862329..1862985
                     /locus_tag="BA_1978"
                     /old_locus_tag="BA1978"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP25870.1"
                     /db_xref="Pathema:BA_1978"
                     /translation="MKYGKVAVVGALSVGLLTGCFGEKPEENLYTAFETAATQEKSLV
                     DEAKKLEKLEKEGQELYSQILQEGKDHNDAVMKKIEQATANVDDREKVLKNEKEMLEK
                     AQKETKSVQGNIEKLEDKKLQKQAKAVEESYKNRYDAFQKMNENYTKALATEKELYEK
                     LKVKETKLKEIGEKVKAVNELTVEAQKSKEQFNNFTKEYNDSKLAFYKDAEIKIKDKK
                     "
     gene            1863145..1863825
                     /locus_tag="BA_1979"
                     /old_locus_tag="BA1979"
                     /db_xref="Pathema:BA_1979"
     CDS             1863145..1863825
                     /locus_tag="BA_1979"
                     /old_locus_tag="BA1979"
                     /note="identified by similarity to SP:Q45514; match to
                     protein family HMM PF02308"
                     /codon_start=1
                     /transl_table=11
                     /product="sapB protein"
                     /protein_id="AAP25871.1"
                     /db_xref="Pathema:BA_1979"
                     /translation="MSYEFLLKLGLALFLGLFIGIDRQLKNKPLGVKTSMVISVASCL
                     ITMVSIESVHVYSVPGHTNMDPMRLAAQIVSGIGFLGAGVILRRSNDVISGLTTASMV
                     WAASALGIAIGAGFYLQATVAMILIILAINVLPQLVKIAGPYSLRQKDLSIKITVKEH
                     HELDGIFKQIKNLGMHVKRVKIKDIDSGAFQQLEMVILAPEDLYTTELYSSLKEIDRV
                     VSVEVESR"
     gene            1863923..1864444
                     /locus_tag="BA_1980"
                     /old_locus_tag="BA1980"
                     /db_xref="Pathema:BA_1980"
     CDS             1863923..1864444
                     /locus_tag="BA_1980"
                     /old_locus_tag="BA1980"
                     /note="identified by similarity to EGAD:108458; match to
                     protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25872.1"
                     /db_xref="Pathema:BA_1980"
                     /translation="MEVRIRRAIKDDIPCIAKVHADSWKTTYKDIFPNEILENITYEQ
                     REKQWENIFQKESNHQFRFVAETLNGEIVGFIDGGVERTGTYNCEGELYAIYLLQEYQ
                     GMKIGQKLFQAFLSDCKNNDMQSLLVWVVTNNPSKKFYEKFNPEKMDTKFLERVQVEE
                     TAYCWKNINNIIM"
     gene            1864729..1866537
                     /gene="asbA"
                     /locus_tag="BA_1981"
                     /old_locus_tag="BA1981"
                     /db_xref="Pathema:BA_1981"
     CDS             1864729..1866537
                     /gene="asbA"
                     /locus_tag="BA_1981"
                     /old_locus_tag="BA1981"
                     /note="identified by similarity to OMNI:NTL01SMA01260;
                     match to protein family HMM PF04183"
                     /codon_start=1
                     /transl_table=11
                     /product="petrobactin biosynthesis protein AsbA"
                     /protein_id="AAP25873.1"
                     /db_xref="Pathema:BA_1981"
                     /translation="MKHAKQIAEHATIQSFLNCYLRETGSGEWITEDKRIEDIFYHLF
                     QRDTCSTYLCCRLSAQNITLYGEVIYKSPTDRHLFGEQFYYQMGDSNSVMKADYVTVI
                     TFLIKEMSINYGEGTNPAELMLRVIRSCQNIEEFTKERKEDTSALYGFHTSFIEAEQS
                     LLFGHLTHPTPKSRQGILEWKSAMYSPELKGECQLHYFRAHKSIVNEKSLLLDSTTVI
                     LKEELRNDEMVSKEFISKYCNEDEYSLLPIHPLQAEWLLHQPYVQDWIEQGVLEYIGP
                     TGKCYMATSSLRTLYHPDAKYMLKFSFPVKVTNSMRINKLKELESGLEGKAMLNTAIG
                     EVLEKFPGFDFICDPAFITLNYGTQESGFEVIIRENPFYSEHADDATLIAGLVQDAIP
                     GERTRLSNIIHRLADLESRSCEEVSLEWFRRYMNISLKPMVWMYLQYGVALEAHQQNS
                     VVQLKDGYPVKYYFRDNQGFYFCNSMKEMLNNELAGIGERTGNLYDDYIVDERFRYYL
                     IFNHMFGLINGFGTAGLIREEILLTELRTVLESFLPYNREPSTFLRELLEEDKLACKA
                     NLLTRFFDVDELSNPLEQAIYVQVQNPLVREVAVRS"
     gene            1866596..1868434
                     /gene="asbB"
                     /locus_tag="BA_1982"
                     /old_locus_tag="BA1982"
                     /db_xref="Pathema:BA_1982"
     CDS             1866596..1868434
                     /gene="asbB"
                     /locus_tag="BA_1982"
                     /old_locus_tag="BA1982"
                     /note="identified by similarity to OMNI:SA0105; match to
                     protein family HMM PF04183"
                     /codon_start=1
                     /transl_table=11
                     /product="petrobactin biosynthesis protein AsbB"
                     /protein_id="AAP25874.1"
                     /db_xref="Pathema:BA_1982"
                     /translation="MRMDMYHTKILKAIESEDYISVRRRVLRQLVESLIYEGIITPAR
                     IEKEEQILFLIQGLDEDNKSVTYECYGRERITFGRISIDSLIVRVQDGKQEIQSVAQF
                     LEEVFRVVNVEQTKLDSFIHELEQTIFKDTIAQYERCNKLKYTQKSYDELENHLIDGH
                     PYHPSYKARIGFQYRDNFRYGYEFMRPIKLIWIAAHKKNATVGYENEVIYDKILKSEV
                     GERKLEAYKERIHSMGCDPKQYLFIPVHPWQWENFIISNYAEDIQDKGIIYLGESADD
                     YCAQQSMRTLRNVTNPKRPYVKVSLNILNTSTLRTLKPYSVASAPAISNWLSNVVSQD
                     SYLRDESRVILLKEFSSVMYDTNKKATYGSLGCIWRESVHHYLGEQEDAVPFNGLYAK
                     EKDGTPIIDAWLNKYGIENWLRLLIQKAIIPVIHLVVEHGIALESHGQNMILVHKEGL
                     PVRIALKDFHEGLEFYRPFLKEMNKCPDFTKMHKTYANGKMNDFFEMDRIECLQEMVL
                     DALFLFNVGELAFVLADKYEWKEESFWMIVVEEIENHFRKYPHLKDRFESIQLYTPTF
                     YAEQLTKRRLYIDVESLVHEVPNPLYRARQLNIQKSVATGGNYANC"
     gene            1868421..1869659
                     /gene="asbC"
                     /locus_tag="BA_1983"
                     /old_locus_tag="BA1983"
                     /db_xref="Pathema:BA_1983"
     CDS             1868421..1869659
                     /gene="asbC"
                     /locus_tag="BA_1983"
                     /old_locus_tag="BA1983"
                     /EC_number="2.7.7.-"
                     /codon_start=1
                     /transl_table=11
                     /product="3,4-dihydroxybenzoic acid-AMP ligase AsbC"
                     /protein_id="AAP25875.1"
                     /db_xref="Pathema:BA_1983"
                     /translation="MLIVNREEYSKSDFDLRLQAYEEMEQFQEAAGNRFALCLKDPFD
                     IITLVFFLKEKKSSVLLIHEDTPKETAIEMAKRANCIGILYGENSDFTKLEAVNYLAE
                     EPSLLQYSSGTTGEPKLIRRAWTEVDTEIKVYNEALNCDIDEVPIVMAPVSHSYGLIC
                     GTLSAITRGSKPIIITNKNPKFALNIVRNTEKHIVYAVPLMLHIMGSFPQGTFQFHKI
                     MTSGAPLPEALFYKLKETTTYMMQQYGCSEAGCISICHDMKSHLDLGNPLPHASISIG
                     SDENAPEEIIVKMNDKEIFTKDLGYKSERGLHFMGRMDDVINVSGLKVFPIEVEETML
                     RLEGVQEAIVYRGKHPVMGEIVKAKVISHIDPVQIREWCMQHLPSYKVPHEIESVTEI
                     PKNKTGKVSRKLLEMGEVTT"
     gene            1869656..1869931
                     /gene="asbD"
                     /locus_tag="BA_1984"
                     /old_locus_tag="BA1984"
                     /db_xref="Pathema:BA_1984"
     CDS             1869656..1869931
                     /gene="asbD"
                     /locus_tag="BA_1984"
                     /old_locus_tag="BA1984"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift"
                     /codon_start=1
                     /transl_table=11
                     /product="petrobactin biosynthesis aryl carrier protein
                     AsbD"
                     /protein_id="AAP25876.1"
                     /db_xref="Pathema:BA_1984"
                     /translation="MRREALKNAVLKIMTEKMELKNVTHLEETMRLNQDLYIDSVMML
                     QLIVYIEMDVKLCVPEDEVDPKAFLTVGSLLDFMEELQPLQDVNVNN"
     gene            1869955..1870938
                     /gene="asbE"
                     /locus_tag="BA_1985"
                     /old_locus_tag="BA1985"
                     /db_xref="Pathema:BA_1985"
     CDS             1869955..1870938
                     /gene="asbE"
                     /locus_tag="BA_1985"
                     /old_locus_tag="BA1985"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop"
                     /codon_start=1
                     /transl_table=11
                     /product="petrobactin biosynthesis protein AsbE"
                     /protein_id="AAP25877.1"
                     /db_xref="Pathema:BA_1985"
                     /translation="MTSIKVHCLVSCFCEIIKRRSDIDFRPFYFGLWDGDFDITEGGI
                     ISYHSENINHDHYLLWYEKLYGMKVNEWYDHAKDKDSNVETFLQLVENKPENRYVIVM
                     VDMSLLPERENKFHQKPFPHYLMISETEKEEEWFMLDPDFRWEGNMEREKVLYSVQDN
                     PFGGGYFIDVEEIQEPTAEMVASYFIETFKRNDNELTMELKNLIIKMANEEEGYLLSG
                     LVAAVKQIPVLAIRKYSYEHAFAYFRETLQYSEQEFDYWCDRVEDIVQGFTNVQYRAI
                     KMAMTNNKGMLLSIVEKLDEMNAIELQIKTELERQFLSWKEMKSNESVLVF"
     gene            1870976..1871818
                     /gene="asbF"
                     /locus_tag="BA_1986"
                     /old_locus_tag="BA1986"
                     /db_xref="Pathema:BA_1986"
     CDS             1870976..1871818
                     /gene="asbF"
                     /locus_tag="BA_1986"
                     /old_locus_tag="BA1986"
                     /note="identified by similarity to GP:17741477; match to
                     protein family HMM PF01261"
                     /codon_start=1
                     /transl_table=11
                     /product="petrobactin biosynthesis protein AsbF"
                     /protein_id="AAP25878.1"
                     /db_xref="Pathema:BA_1986"
                     /translation="MKYSLCTISFRHQLISFTDIVQFAYENGFEGIELWGTHAQNLYM
                     QEYETTERELNCLKDKTLEITMISDYLDISLSADFEKTIEKCEQLAILANWFKTNKIR
                     TFAGQKGSADFSQQERQEYVNRIRMICELFAQHNMYVLLETHPNTLTDTLPSTLELLG
                     EVDHPNLKINLDFLHIWESGADPVDSFQQLRPWIQHYHFKNISSADYLHVFEPNNVYA
                     AAGNRTGMVPLFEGIVNYDEIIQEVRDTDHFASLEWFGHNAKDILKAEMKVLTNRNLE
                     VVTS"
     gene            1871944..1872150
                     /locus_tag="BA_1987"
                     /old_locus_tag="BA1987"
                     /db_xref="Pathema:BA_1987"
     CDS             1871944..1872150
                     /locus_tag="BA_1987"
                     /old_locus_tag="BA1987"
                     /note="identified by match to protein family HMM PF00269"
                     /codon_start=1
                     /transl_table=11
                     /product="Small, acid-soluble spore protein, alpha/beta
                     family"
                     /protein_id="AAP25879.1"
                     /db_xref="Pathema:BA_1987"
                     /translation="MARNRNSNQLASHGAQAALDQMKYEIAQEFGVQLGADTSSRANG
                     SVGGEITKRLVAMAEQQLGGGYTR"
     gene            1872386..1873595
                     /locus_tag="BA_1988"
                     /old_locus_tag="BA1988"
                     /note="putative multidrug resistance protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1988"
     gene            complement(1873649..1874263)
                     /locus_tag="BA_1989"
                     /old_locus_tag="BA1989"
                     /db_xref="Pathema:BA_1989"
     CDS             complement(1873649..1874263)
                     /locus_tag="BA_1989"
                     /old_locus_tag="BA1989"
                     /note="identified by match to protein family HMM PF01810"
                     /codon_start=1
                     /transl_table=11
                     /product="lysE/yggA family protein"
                     /protein_id="AAP25880.1"
                     /db_xref="Pathema:BA_1989"
                     /translation="MSEAIIHGIILAFGLIIPLGVQNVFVFNQGASQPNIWRAAPVVL
                     TASICDTLLILIAVQGVSLVLLTFSWLTNSLYIIGFFFLLYMGFVIWRSNPSNDVKQE
                     KSMPLKKQILFAASVSLLNPHAILDTIGVIGTNSIQYIGNEKWAFTLATIIVSWIWFI
                     SLAVAGKFLKRLDSTGKTIVLLNKFSGLIIWGVALYMLKQVIYS"
     gene            1874303..1874401
                     /locus_tag="BA_1990"
                     /old_locus_tag="BA1990"
                     /db_xref="Pathema:BA_1990"
     CDS             1874303..1874401
                     /locus_tag="BA_1990"
                     /old_locus_tag="BA1990"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25881.1"
                     /db_xref="Pathema:BA_1990"
                     /translation="MYRRNENLYPYSYATLEEIEIGIKKLAQLMKK"
     gene            1874414..1874596
                     /locus_tag="BA_1991"
                     /old_locus_tag="BA1991"
                     /db_xref="Pathema:BA_1991"
     CDS             1874414..1874596
                     /locus_tag="BA_1991"
                     /old_locus_tag="BA1991"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25882.1"
                     /db_xref="Pathema:BA_1991"
                     /translation="MKQYVICQIINGEKYLAAYAETKQEAIEKAELLGLRTGNRYTVI
                     TAEEADGLTYNKLRRK"
     gene            complement(1874675..1875640)
                     /locus_tag="BA_1992"
                     /old_locus_tag="BA1992"
                     /db_xref="Pathema:BA_1992"
     CDS             complement(1874675..1875640)
                     /locus_tag="BA_1992"
                     /old_locus_tag="BA1992"
                     /note="identified by similarity to EGAD:45855; match to
                     protein family HMM PF01734"
                     /codon_start=1
                     /transl_table=11
                     /product="putative phospholipase"
                     /protein_id="AAP25883.1"
                     /db_xref="Pathema:BA_1992"
                     /translation="MKIDGVFEGGGVRGIAHVGAICALAEKGYEWERVAGTSAGSIIA
                     ALLAAGYSCSELKTIITNIDYDKFTKRTFIDRIPFIGKGLSAWTTLGIYSNIFIEEWI
                     EELLRKKGVHLFTDLPDLNKLKIIASDISNGKMVIFPDDLPNYGFLNYRFSIAKAVRM
                     SSTIPFFFEPVKWRTPKWKQPCYMVDGGILSNYPIWIFDSPTSPRWPTFGFHFVKDDI
                     QADPAHYNEPISMFKGLFKTMMQAHDLRHLDKESKARTITIPTGSITSTNFELTIEEK
                     EWLYNSGYNAANKFLQSWNFRQYIDEYRNGNHNRKTNRYFRQLDS"
     gene            complement(1875731..1875871)
                     /locus_tag="BA_1993"
                     /old_locus_tag="BA1993"
                     /db_xref="Pathema:BA_1993"
     CDS             complement(1875731..1875871)
                     /locus_tag="BA_1993"
                     /old_locus_tag="BA1993"
                     /note="identified by match to protein family HMM PF09680;
                     match to protein family HMM TIGR01732"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25884.1"
                     /db_xref="Pathema:BA_1993"
                     /translation="MGYGYSCCGYGYGGGGCGYGGFALLIVLFILLIIIGASCWGGFV
                     GC"
     gene            1876096..1876848
                     /locus_tag="BA_1994"
                     /old_locus_tag="BA1994"
                     /db_xref="Pathema:BA_1994"
     CDS             1876096..1876848
                     /locus_tag="BA_1994"
                     /old_locus_tag="BA1994"
                     /note="identified by similarity to GP:15023710; match to
                     protein family HMM PF09234"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25885.1"
                     /db_xref="Pathema:BA_1994"
                     /translation="MNKQIEVLIDKYGLTHLKEELINTVFPCVKVVPKQEETVAIGSS
                     KMGGIPDLPCAFEYPMHKGSPLQFIAQFNLNDLQNIGMNHALPKTGMLYFFTVGNYFE
                     EDVNPTGAGRVLYYDVPVEQLRRADELQTNYNQCAITFELTYKLPELFIEDEADSDRF
                     LQLLEELIPDNYDNHQMFGEPFSVQDEVLYETGQYMDIDPQQMTLLFQIDSDTKNCNM
                     MWGDLGMLYFCIGNEDLKNRRFENSCCVLQTC"
     gene            1876994..1878154
                     /locus_tag="BA_1995"
                     /old_locus_tag="BA1995"
                     /db_xref="Pathema:BA_1995"
     CDS             1876994..1878154
                     /locus_tag="BA_1995"
                     /old_locus_tag="BA1995"
                     /note="identified by match to protein family HMM PF01841"
                     /codon_start=1
                     /transl_table=11
                     /product="putative protease"
                     /protein_id="AAP25886.1"
                     /db_xref="Pathema:BA_1995"
                     /translation="MGKTSKYVTAAALCSTIVMGGLHASSVSYAATNPTVATLQSDAK
                     LLNDFKKELKKQIDNREENITITYKTKDRNARNIMDELYGEFNKIVDADEYVKYNIAS
                     TRYSIKGLPGNYTFTLQVKYRESKEQTQYVKSQAKAIIGSIVKPGMDEHEKVKAIHDY
                     VVKHVSYDTSYQAYTAYEALANRSAVCQGYTLLTYELLKEAGIQNRIVTGTGNGQAHS
                     WNLVNIENKWYHLDTTFDDPVPDKAGRVTYSYFNMSDEQLSKDHDWDRSKYPAATTSY
                     FNELTNKIKAGSSKTATYEQMLKETNLKYLSAQYGADNYSEFKEKLQQQFASKPEKVE
                     VRYKQSMDGTMQDIKKVLNEINWPKGAKRVSYQVAPYSAMADYSLATITFTY"
     gene            1878258..1878455
                     /locus_tag="BA_1996"
                     /old_locus_tag="BA1996"
                     /db_xref="Pathema:BA_1996"
     CDS             1878258..1878455
                     /locus_tag="BA_1996"
                     /old_locus_tag="BA1996"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25887.1"
                     /db_xref="Pathema:BA_1996"
                     /translation="MNLFESDIFTLIYTCLVIGLIVLFFLSFTLFIKRVLQSSAAKKQ
                     QVMHMNQKLDRIIELLEKDKE"
     gene            1878487..1878948
                     /locus_tag="BA_1997"
                     /old_locus_tag="BA1997"
                     /db_xref="Pathema:BA_1997"
     CDS             1878487..1878948
                     /locus_tag="BA_1997"
                     /old_locus_tag="BA1997"
                     /note="identified by similarity to OMNI:NTL01SPL0353;
                     match to protein family HMM PF00293"
                     /codon_start=1
                     /transl_table=11
                     /product="mutT/nudix family protein"
                     /protein_id="AAP25888.1"
                     /db_xref="Pathema:BA_1997"
                     /translation="MANYIKELREKVGHDYVFLNFAGGCVFNKEGEVLLQKRGDFNAW
                     GFPGGAMEIGESAAETAIREIKEETGYDVEINELIGVYTKYFQSYPNGDKAQSIMMCF
                     SCSIVGGDKKVDGDETLDLKFFPLDDMPPLFCKQHEDCLQDLLEKRVGVYR"
     gene            complement(1878995..1879813)
                     /gene="nadE"
                     /locus_tag="BA_1998"
                     /old_locus_tag="BA1998"
                     /db_xref="Pathema:BA_1998"
     CDS             complement(1878995..1879813)
                     /gene="nadE"
                     /locus_tag="BA_1998"
                     /old_locus_tag="BA1998"
                     /note="identified by similarity to SP:P08164; match to
                     protein family HMM PF02540; match to protein family HMM
                     TIGR00552"
                     /codon_start=1
                     /transl_table=11
                     /product="NH(3)-dependent NAD(+) synthetase"
                     /protein_id="AAP25889.1"
                     /db_xref="Pathema:BA_1998"
                     /translation="MTLQEQIMKALHVQPVIDPKAEIRKRVDFLKDYVKKTGAKGFVL
                     GISGGQDSTLAGRLAQLAVEEIRNEGGNATFIAVRLPYKVQKDEDDAQLALQFIQADQ
                     SVAFDIASTVDAFSNQYENLLDESLTDFNKGNVKARIRMVTQYAIGGQKGLLVIGTDH
                     AAEAVTGFFTKFGDGGADLLPLTGLTKRQGRALLQELGADERLYLKMPTADLLDEKPG
                     QADETELGITYDQLDDYLEGKTVPADVAEKIEKRYTVSEHKRQVPASMFDDWWK"
     gene            1880085..1881961
                     /locus_tag="BA_1999"
                     /old_locus_tag="BA1999"
                     /note="putative membrane protein, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_1999"
     gene            1882078..1882365
                     /locus_tag="BA_2000"
                     /old_locus_tag="BA2000"
                     /db_xref="Pathema:BA_2000"
     CDS             1882078..1882365
                     /locus_tag="BA_2000"
                     /old_locus_tag="BA2000"
                     /note="identified by similarity to EGAD:17173; match to
                     protein family HMM PF04014; match to protein family HMM
                     TIGR01439"
                     /codon_start=1
                     /transl_table=11
                     /product="putative transition state transcriptional
                     regulatory protein"
                     /protein_id="AAP25890.1"
                     /db_xref="Pathema:BA_2000"
                     /translation="MKATGVIRKVDELGRIVIPKELRDVLGIQIKSPLEIFVEEDKVI
                     LQKYQPYNACQITGDVSNQNISLANGNITVSIDGAKYLIKEIEKFLNKSEV"
     gene            1882640..1883590
                     /locus_tag="BA_2001"
                     /old_locus_tag="BA2001"
                     /db_xref="Pathema:BA_2001"
     CDS             1882640..1883590
                     /locus_tag="BA_2001"
                     /old_locus_tag="BA2001"
                     /EC_number="3.4.21.-"
                     /note="identified by similarity to SP:P11018; match to
                     protein family HMM PF00082"
                     /codon_start=1
                     /transl_table=11
                     /product="intracellular serine protease"
                     /protein_id="AAP25891.1"
                     /db_xref="Pathema:BA_2001"
                     /translation="MNSSTANKQKGIQLIPFTVDKVVEQVNEIPPGVQLIHAPQVWEK
                     SAKGKDIVVAVLDTGCDMNHIDLKDRIIGGRNFTKDYEGDPNIYLDNNGHGTHVAGTI
                     AATENGVGVLGVAPLAKMLVLKVLAGDGSGSYEQIIEAIHYAVNWRGPNKERVRVISM
                     SLGGPQDVPELHEAIQNAVKQDVLVVCAAGNNGDCNDNTEELDFPGAYSEVIEVGAVN
                     LERKIACFSNSNQEIDLVAPGDEILSTYPEGKYAVLSGTSMATPHVAGALALLIKQCE
                     REYGRKLSEPEIYAQLIKRTVPLGYERTSEGNGLIDLLKE"
     gene            complement(1883631..1883939)
                     /locus_tag="BA_2002"
                     /old_locus_tag="BA2002"
                     /db_xref="Pathema:BA_2002"
     CDS             complement(1883631..1883939)
                     /locus_tag="BA_2002"
                     /old_locus_tag="BA2002"
                     /note="identified by similarity to GP:17130957; match to
                     protein family HMM PF01022"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, ArsR family"
                     /protein_id="AAP25892.1"
                     /db_xref="Pathema:BA_2002"
                     /translation="MRTLYHPNREEIQFSSILYALSDQIRLQIVTMLLEKNEQSCGAL
                     NIPIAKSTLSHHFKVLRESGVMYTRLEGTQRFISIREDDLNARFPGLLDVIIHATEPY
                     "
     gene            1884047..1884982
                     /locus_tag="BA_2003"
                     /old_locus_tag="BA2003"
                     /db_xref="Pathema:BA_2003"
     CDS             1884047..1884982
                     /locus_tag="BA_2003"
                     /old_locus_tag="BA2003"
                     /note="identified by match to protein family HMM PF00248"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, aldo/keto reductase family"
                     /protein_id="AAP25893.1"
                     /db_xref="Pathema:BA_2003"
                     /translation="MKYTKLQKAGLHISKLGLGTNAVGGHNLYADVNEEEGKQLIEEA
                     MGQGITFFDTADSYGFGRSEELVGEVLKGKRHEIVLATKGGIQPLLNGEVYINNERSY
                     LRNAVENSLRRLQTDYIDLYYLHFTNPETSYIDSIGELTRLKEEGKIRSIGISNVNVE
                     QLKEANQHGHIDVVQSPYNMLDRTAGEELLPYCIESGISFIPYGPLAFGILGGKYTED
                     FKLNEGDWRQSVNLFEENTYKSNFKKVEKLKGVAKEEAVEVSHLALAWLLNKKGIDTV
                     IPGGKRAEQIRESVRAVEVSLNENVMKEIESILED"
     gene            1885185..1886360
                     /locus_tag="BA_2004"
                     /old_locus_tag="BA2004"
                     /db_xref="Pathema:BA_2004"
     CDS             1885185..1886360
                     /locus_tag="BA_2004"
                     /old_locus_tag="BA2004"
                     /note="identified by match to protein family HMM PF00083;
                     match to protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative multidrug resistance protein"
                     /protein_id="AAP25894.1"
                     /db_xref="Pathema:BA_2004"
                     /translation="MKRVLAVFFTIMFMIGTDTFLISPLLPTLQQVYHISTELSGWMV
                     SSYALGYAAFALIAGPISDSINRKKVMVIGMSFFALSTFLCGIAPSFLWMLIFRFLAG
                     VSAAFVSPQVWASIPLLIEKEQIVKAIGIATAGLSLSQILGLPVGSYLAMIHYTTPFF
                     IIGILSALLVILIYGVLPEIQPVHIRENKTNILKRYKQLLSDSKVSLSYFAYFVFQTG
                     NFAAFSFFGVWLSIQFGLQIHEIGTAMLVLGLGNLTGNIFGHRIVNKIGYNLSFYGGI
                     IFIAVLYALLPHVNNIIIVELLFFVLFFVTGILFVLMMRHLQNISIVARGTGAALANA
                     SMYIGQMIGAAIAGMLFAASHNFIFVGSFTALLYILALFLFRKSEKLTENRETGIAS"
     gene            complement(1886548..1886844)
                     /locus_tag="BA_2005"
                     /old_locus_tag="BA2005"
                     /db_xref="Pathema:BA_2005"
     CDS             complement(1886548..1886844)
                     /locus_tag="BA_2005"
                     /old_locus_tag="BA2005"
                     /note="identified by similarity to OMNI:NTL01SPL0907"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25895.1"
                     /db_xref="Pathema:BA_2005"
                     /translation="MKIIAIINNKYFLLRRLSEERVFRMTKKKIEDFLTDTEKEELLE
                     NYKCLREARTKSEANYFGEAVNHLLNKAKQRIIKDAGIHDENAATVQSKRKALF"
     gene            complement(1886857..1887204)
                     /locus_tag="BA_2006"
                     /old_locus_tag="BA2006"
                     /db_xref="Pathema:BA_2006"
     CDS             complement(1886857..1887204)
                     /locus_tag="BA_2006"
                     /old_locus_tag="BA2006"
                     /note="identified by similarity to EGAD:108385"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25896.1"
                     /db_xref="Pathema:BA_2006"
                     /translation="MEMYQWLTAILVGGITGFVSHLINNQGKLLLPRRLKTFFHFGFL
                     TDIFTGSLAALLGLVLFDVTLIKEIIKVSIVTAISGQTFLLHQALGGEQAKNMQIGKA
                     DEKIQEIDKLLRR"
     gene            1887401..1887928
                     /locus_tag="BA_2007"
                     /old_locus_tag="BA2007"
                     /db_xref="Pathema:BA_2007"
     CDS             1887401..1887928
                     /locus_tag="BA_2007"
                     /old_locus_tag="BA2007"
                     /note="identified by similarity to EGAD:174752"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25897.1"
                     /db_xref="Pathema:BA_2007"
                     /translation="MNIDYRIRSVDGYTKHIGELVSMLEHTRAVTLQEINNLSVEQLD
                     SIMPSGGNSIGALLKHIAAIEKAHQLISFEERDFTKEELEIWEDALYLGESGRTIRGH
                     EIQYYVQLLQKVREESLKYLSKQDDAWLMSERKWPNGVAHNQYYLWFHVLEDEISHRG
                     QIRMMKNKLFENYVK"
     gene            1888063..1889157
                     /gene="rsgA"
                     /locus_tag="BA_2008"
                     /old_locus_tag="BA2008"
                     /db_xref="Pathema:BA_2008"
     CDS             1888063..1889157
                     /gene="rsgA"
                     /locus_tag="BA_2008"
                     /old_locus_tag="BA2008"
                     /note="identified by similarity to GP:17134850; match to
                     protein family HMM PF01926; match to protein family HMM
                     PF03193; match to protein family HMM TIGR00157"
                     /codon_start=1
                     /transl_table=11
                     /product="ribosome small subunit-dependent GTPase A"
                     /protein_id="AAP25898.1"
                     /db_xref="Pathema:BA_2008"
                     /translation="MSARSFRLYTREDINLNQNILESFGWDSFFEEQAVENFEVGRIL
                     LEHKHIYRIICNDGEYMAELSGKFRHEAVTKGDYPAVGDWVYIKKIENEKKAIIHRIF
                     PRRSSFSRQEAGTRTEEQVIAANVDYLFLVNALNHDFNVRRIERYLLLAYESGAMPVI
                     VLTKSSLCEDVEQKIVETEAVAIGVPIFVVDSLEHTGIESLQQFVTSGKTIALVGSSG
                     VGKSTLLNALIGIEVAKTGDIREEDSKGRHTTTHRELFRLPSGSLVIDTPGMRELQLW
                     EGSDAIQTTFSDIEELAKTCRFRDCKHENEPGCAVHKAIDNGIITINRLQSYKKLQRE
                     LAYFMRKQDAVLARAERDKWKKISKQHKKM"
     gene            1889362..1891344
                     /locus_tag="BA_2009"
                     /old_locus_tag="BA2009"
                     /db_xref="Pathema:BA_2009"
     CDS             1889362..1891344
                     /locus_tag="BA_2009"
                     /old_locus_tag="BA2009"
                     /note="identified by similarity to EGAD:16380; match to
                     protein family HMM PF00015; match to protein family HMM
                     PF00672; match to protein family HMM PF02743"
                     /codon_start=1
                     /transl_table=11
                     /product="methyl-accepting chemotaxis protein"
                     /protein_id="AAP25899.1"
                     /db_xref="Pathema:BA_2009"
                     /translation="MGRLLNSFRDMKVAKKLLISFFVILIAAVSIIGGMSYQTAKKNF
                     ESQITSSAHDNIKILDNLINQMIEAKFNDVNNFARVIQGNMYQGDNQDELRKMLSQYI
                     NLNKDVEQVYVAGNDKKFVQEPNIQMAADYDPTERSWYKDAVAKQGGIVITEPYKAKG
                     NGHIVVTIAKQTEDKNGVVAIDLSLDNLLKTTKLINIGKKGYAFILDGKQKIIAHPQE
                     KSGEKAADSWAKKIYEDNHGAFSYTYDGSEKQMVFATNVKTGWKIGGTMYSNEVIEAA
                     QPVFYNMLIVMFISLVIGGALIYFVTLSITKPLKRLVATSKEISEGDLTQTIDIHSND
                     EIGQLAKGFNEMTDALRTLIGRINTSAGHVAAASEELTASVRQASEATEQITMAMDEI
                     SSGATTQTTSVENGAMLLFDVTEGIQHVANSSSSINTASAHTREKAEDGGKLVGKTVN
                     QMQSIAESVSQSDEVIQLLNNKSKQIGDILEVIQNIADQTNLLALNAAIEAARAGEHG
                     RGFAIVADEVRKLAEKSSVSSSEISKLICEIQDDMSKTVKSMGHVNEEVQSGLVIANE
                     TKQNFTEILQSTNEIADQIKTMVETANGMSKGANEVSISVGQIAMTAQNNATSTQNVA
                     ASAEEQLASMEEIGSAAGTLSQMAEELQVLIERFKV"
     gene            1891541..1891846
                     /locus_tag="BA_2010"
                     /old_locus_tag="BA2010"
                     /db_xref="Pathema:BA_2010"
     CDS             1891541..1891846
                     /locus_tag="BA_2010"
                     /old_locus_tag="BA2010"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25900.1"
                     /db_xref="Pathema:BA_2010"
                     /translation="MGVYWGTKRHSWLSYVSFWLSISFFIVFLIEVFIFKTLSNNSVQ
                     IVKYFYFIFVPVNIFLSLKLLFKKNEKKALPIFSFIVSLLFTILILVLALAATGKFF"
     gene            1892097..1892465
                     /locus_tag="BA_2011"
                     /old_locus_tag="BA2011"
                     /db_xref="Pathema:BA_2011"
     CDS             1892097..1892465
                     /locus_tag="BA_2011"
                     /old_locus_tag="BA2011"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25901.1"
                     /db_xref="Pathema:BA_2011"
                     /translation="MLYEDLMTLFQAAPKEEGKGGWKYIIQERNDKYEIVDEMLKNQM
                     SVELYFNEYDEVKITLYKEGMPISTMQRIAISKVELDEEEEGIQFVLERMPSRMIRLQ
                     LKPYLALEMGPYWEVCDDCE"
     gene            complement(1892500..1893540)
                     /locus_tag="BA_2012"
                     /old_locus_tag="BA2012"
                     /db_xref="Pathema:BA_2012"
     CDS             complement(1892500..1893540)
                     /locus_tag="BA_2012"
                     /old_locus_tag="BA2012"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25902.1"
                     /db_xref="Pathema:BA_2012"
                     /translation="MDNQQWQVAKKVAATYIGTVVGAGFATGREIVEFFTVNGFYGTI
                     GICISGFFFIWLGTKMMLLSSQIGAFSAQEFNKYLFGDVFGNVVNTLLLLVLFGVTSV
                     MLSGAGAVFEEQLRLPRQLGIFITVIACLIIGSRGLQGVFEVNTLVVPIMMIFIIGLA
                     ITTFFHGTPPISNTIPAESWNMKWITSPITYVALNLSLAQSVLVPLASEVKDRKAILW
                     GGILGGAGLSLILLCSHLAILSVDQFYQYNIPMAEVIRKFNATFHFFFVLIIFGEVFT
                     TLVGNVFGMTKQMQSITGWKNNNIIFFILLISYCFSYVGYSELLHILYPVIGWVSIIL
                     LPIIAFKQLQKT"
     gene            1893782..1894225
                     /gene="dps1"
                     /locus_tag="BA_2013"
                     /old_locus_tag="BA2013"
                     /db_xref="Pathema:BA_2013"
     CDS             1893782..1894225
                     /gene="dps1"
                     /locus_tag="BA_2013"
                     /old_locus_tag="BA2013"
                     /note="identified by match to protein family HMM PF00210"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA protection during starvation protein 1"
                     /protein_id="AAP25903.1"
                     /db_xref="Pathema:BA_2013"
                     /translation="MSTKTNVVEVLNKQVANWNVLYVKLHNYHWYVTGPHFFTLHEKF
                     EEFYNEAGTYIDELAERILALEGKPLATMKEYLATSSVNEGTSKESAEEMVQTLVNDY
                     SALIQELKEGMEVAGEAGDATSADMLLAIHTTLEQHVWMLSAFLK"
     gene            1894332..1894787
                     /locus_tag="BA_2014"
                     /old_locus_tag="BA2014"
                     /db_xref="Pathema:BA_2014"
     CDS             1894332..1894787
                     /locus_tag="BA_2014"
                     /old_locus_tag="BA2014"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25904.1"
                     /db_xref="Pathema:BA_2014"
                     /translation="MFRFFKTGKEEREITKDELEQAMAQFLEKNANIVYTVLVNDDYT
                     VNYDLLKPYLPAFPTNIFLITKETLEVFEHTEENLNLVKEIDIVQKAVDQYVTEKEMF
                     PIVEGSEDRLICGMKLGPYLDRILKRDLYISEKHYLVSSKPDRKKQKSG"
     gene            1895012..1895956
                     /locus_tag="BA_2015"
                     /old_locus_tag="BA2015"
                     /db_xref="Pathema:BA_2015"
     CDS             1895012..1895956
                     /locus_tag="BA_2015"
                     /old_locus_tag="BA2015"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25905.1"
                     /db_xref="Pathema:BA_2015"
                     /translation="MKNSMTYIQLLNETLHCYASKGSLEAYTYIMEHAKGIVGNEAQI
                     YNFKYALASAAGLEEEALHVMKEAIIEKGFWYGYEYLISDDDLKLLHKFEEFHKMVQL
                     CKEREELAKKTERADVKYIEGKKKEKLFIAMHGDQENIGIIEPYWKSVLSQDYTLALP
                     QSSQIQFSDGFVWDDIHRGKEELKEHYVKFIENHTVERVIIGGFSAGAGVALYKVLQK
                     DIAVDGFIFMAPWLPEIEEWNELLGVLQDKHIKGYIVCGDQDEDCFECTQQFVQLLRD
                     KNIEHKYKVIPNLNHDYPIYFDEVLKEAIEYIGNENNK"
     gene            complement(1896002..1897003)
                     /locus_tag="BA_2016"
                     /old_locus_tag="BA2016"
                     /db_xref="Pathema:BA_2016"
     CDS             complement(1896002..1897003)
                     /locus_tag="BA_2016"
                     /old_locus_tag="BA2016"
                     /note="identified by match to protein family HMM PF00296;
                     match to protein family HMM TIGR03558"
                     /codon_start=1
                     /transl_table=11
                     /product="bacterial luciferase family protein"
                     /protein_id="AAP25906.1"
                     /db_xref="Pathema:BA_2016"
                     /translation="MIKLSVLDQSPISDGSTATQAFSHTVTLAQEVEKLGYTRFWVSE
                     HHNSVSLAGSSPEILISHIAAKTERMRVGSGGVMLPHYSPYKVAENFRVLEALYPNRI
                     DLGVGRAPGGMPIATRALQEGKMVSLDQYPEQIADVAMYLHDQVPENHHYANLKATPV
                     IPTSPDMWLLGSSGESAKIAAQQGASFAFAQFINGYGGPEVMEAYQKQFQPSYLGDKP
                     KSIVAIFVICGETNEEAEKIASSLDLSILLLEQGKRTTGTPSIETAQNYSYSTYDLFR
                     IKENRQRMIVGDPSSVKEKIINLSKAYNTEEFMIVTITHRFEDKLNSYRLLANAFNL"
     gene            complement(1897109..1897300)
                     /locus_tag="BA_2017"
                     /old_locus_tag="BA2017"
                     /db_xref="Pathema:BA_2017"
     CDS             complement(1897109..1897300)
                     /locus_tag="BA_2017"
                     /old_locus_tag="BA2017"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25907.1"
                     /db_xref="Pathema:BA_2017"
                     /translation="MKPTYDYNATKKYLEEKKQQLCNKLNSLHLSKKEREQIKLEIDN
                     YEYILNVVEMNHYERGFSH"
     gene            1897493..1898941
                     /locus_tag="BA_2018"
                     /old_locus_tag="BA2018"
                     /db_xref="Pathema:BA_2018"
     CDS             1897493..1898941
                     /locus_tag="BA_2018"
                     /old_locus_tag="BA2018"
                     /note="identified by match to protein family HMM PF01593"
                     /codon_start=1
                     /transl_table=11
                     /product="amine oxidase (flavin-containing)"
                     /protein_id="AAP25908.1"
                     /db_xref="Pathema:BA_2018"
                     /translation="MYNTEMDETLKIINKGLKKTTSPKQIIVVGAGMAGLVSASLLKA
                     AGHEVKIFEANNRVGGRIETVRMEDTGLYLDVGAMRIPYSHTLTMAYIRKFGLQVSPF
                     INRNETDIIYVNGRKTTLKQYEKDPSILKYPVEMNEVGKTSEELLLLAVQPIINFIKK
                     NPEKNWDVVVKDFGRYSTGQFLKYHPYQYNTYFSPVTIEMIGVLLDLEGFLERSFVET
                     LRFLYIMQEESGFCEIVGGNDRLPKSFLPQLEENIIYNQKLMKLHQRDNGVTAFYRNE
                     ETFEYSSITGDLVIVTIPFSTMRFVEVEPFDSISHEKWKAIRELHYMPATKIGIQFKS
                     RFWEEQGQLGGRIITDLPIRYAYYPSYGIGEKGPAMMLGSYTWSYDALLWDGLSKGDR
                     IYYTLQNLATILGGQVYDEFLSGISKSWTLDPYALGGFALFQAGQESELQPAIVKPEG
                     RIFFAGDHTTLYHGWIQGAIESGVRVAEEVNE"
     gene            1899026..1899610
                     /locus_tag="BA_2019"
                     /old_locus_tag="BA2019"
                     /db_xref="Pathema:BA_2019"
     CDS             1899026..1899610
                     /locus_tag="BA_2019"
                     /old_locus_tag="BA2019"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP25909.1"
                     /db_xref="Pathema:BA_2019"
                     /translation="MNPLLFDFPSEFYTERLCIRMPKPGDGKVVYDAIQASMQELKPW
                     MVFAQKEQTEEEVEVSIRKSHIQFLQREDLRLLVFSKETGEFIASAGLHRINWDIPQF
                     EIGYWIDSRFSGQGYMVEAAKGITDFAFSELKANRIEIRCDALNKKSRAIPEKLGFKL
                     EGTLESASVAVDGNGLRDMCVFAMTRNTYEKEEL"
     gene            complement(1899635..1900537)
                     /locus_tag="BA_2020"
                     /old_locus_tag="BA2020"
                     /db_xref="Pathema:BA_2020"
     CDS             complement(1899635..1900537)
                     /locus_tag="BA_2020"
                     /old_locus_tag="BA2020"
                     /note="identified by match to protein family HMM PF00248"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, aldo/keto reductase family"
                     /protein_id="AAP25910.1"
                     /db_xref="Pathema:BA_2020"
                     /translation="MERVQMAETLEFSRIIQGFWRLAEWNMTKQELLSFIEDCMDMGI
                     TTFDHADIYGGYTCEGLFGEALQLKPSLRENMQIITKCGIAPPSPKFPERYVAHYNTS
                     AKHIIQSAEASLKNLHTDYIDVLLIHRPDPFMDPNEVAEAFLRLKQEGKVRHFGVSNF
                     LPSQFNMLSSYLDFPLITNQIEVSALQLEHFEKGTIDLCQEKRINPMIWSPLAGGEIF
                     TGQSERAVRVRETVQKVATELGVTSIDTVMYAWLLAHPANMMPIVGSGKLDRVKTAAL
                     ATKVNLDRQQWFTIFESSNGHPVP"
     gene            1900703..1901653
                     /locus_tag="BA_2021"
                     /old_locus_tag="BA2021"
                     /db_xref="Pathema:BA_2021"
     CDS             1900703..1901653
                     /locus_tag="BA_2021"
                     /old_locus_tag="BA2021"
                     /note="identified by match to protein family HMM PF02492;
                     match to protein family HMM PF07683"
                     /codon_start=1
                     /transl_table=11
                     /product="cobalamin synthesis protein/P47K family protein"
                     /protein_id="AAP25911.1"
                     /db_xref="Pathema:BA_2021"
                     /translation="MIPVTILTGFLGSGKTTLLNRILTENHGQKLAVIVNEIGKIGID
                     NQLIMNVEEEIMEMTNGCLCCTVREDLLVALKQLLDVKAEGKMDFDGLVIETTGLANP
                     GPIIQTFFLDPVIQSAYQINGVVTVVDSYHIHKHFEKGLEAKEQIAFADVILVNKLDL
                     IEESEKENLLHELQGINPTAKLIQSTNCDVDIPSLLKIQTFKTKDTLQIYPHKEHNHL
                     EGVKSFVLREERPLDLQKLNEWMSAVVQELGEYLYRYKGILSIDGVDKRIVFQGVHTL
                     FAASYDREWQEGEERVSEVVFIGKDINKEWFQEHFEECVK"
     gene            complement(1901752..1902222)
                     /locus_tag="BA_2022"
                     /old_locus_tag="BA2022"
                     /db_xref="Pathema:BA_2022"
     CDS             complement(1901752..1902222)
                     /locus_tag="BA_2022"
                     /old_locus_tag="BA2022"
                     /note="identified by similarity to SP:P39909; match to
                     protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="putative diamine N-acetyltransferase"
                     /protein_id="AAP25912.1"
                     /db_xref="Pathema:BA_2022"
                     /translation="MTLHICEVTEKNWRSVAALNVAKDQQQFIESNAFSLAESLYEGN
                     GTSVGLYDGETLVGYAMYGWYCEKRKSVWLDRFMIDQQYQGKGYAKRFLRLLIQFLQH
                     KFECKTIYLSLHPENKLAMGLYESFGFRLNGDIDDEGPVVGVVMELLLDEHTSL"
     gene            complement(1902312..1902426)
                     /locus_tag="BA_5836"
     ncRNA           complement(1902312..1902426)
                     /ncRNA_class="other"
                     /locus_tag="BA_5836"
                     /product="6S RNA sequence"
     gene            1902632..1902778
                     /locus_tag="BA_2023"
                     /old_locus_tag="BA2023"
                     /db_xref="Pathema:BA_2023"
     CDS             1902632..1902778
                     /locus_tag="BA_2023"
                     /old_locus_tag="BA2023"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25913.1"
                     /db_xref="Pathema:BA_2023"
                     /translation="MKKNATILQVLYIDDKVKWKHLKEYEMDKHEHTEAHEHQPLCGD
                     TRYD"
     gene            complement(1902818..1903051)
                     /gene="bclA"
                     /locus_tag="BA_2024"
                     /old_locus_tag="BA2024"
                     /db_xref="Pathema:BA_2024"
     CDS             complement(1902818..1903051)
                     /gene="bclA"
                     /locus_tag="BA_2024"
                     /old_locus_tag="BA2024"
                     /note="identified by match to protein family HMM
                     TIGR03720"
                     /codon_start=1
                     /transl_table=11
                     /product="BclA protein"
                     /protein_id="AAP25914.1"
                     /db_xref="Pathema:BA_2024"
                     /translation="MDEFLSSAALNPGSVGPTLPPMQPFQFRTGPTGSTGAKGAIGNT
                     EPYWHTGPPGIVLLTYDFKSLIISFAFRILPIS"
     gene            complement(1903222..1903386)
                     /locus_tag="BA_2025"
                     /old_locus_tag="BA2025"
                     /db_xref="Pathema:BA_2025"
     CDS             complement(1903222..1903386)
                     /locus_tag="BA_2025"
                     /old_locus_tag="BA2025"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25915.1"
                     /db_xref="Pathema:BA_2025"
                     /translation="MSGTIMILLYICFGLSAVFSLIKELKKPQKNQFLILVDSLILLG
                     ALILVGSIFI"
     gene            complement(1903533..1903727)
                     /locus_tag="BA_2026"
                     /old_locus_tag="BA2026"
                     /db_xref="Pathema:BA_2026"
     CDS             complement(1903533..1903727)
                     /locus_tag="BA_2026"
                     /old_locus_tag="BA2026"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25916.1"
                     /db_xref="Pathema:BA_2026"
                     /translation="MNKRLNVLMKITPFLSVLFILIGISMAIFGALDHNHKMFMGSLF
                     VIVQAALVITYTKMFKKIGF"
     gene            1903872..1904123
                     /locus_tag="BA_2027"
                     /old_locus_tag="BA2027"
                     /db_xref="Pathema:BA_2027"
     CDS             1903872..1904123
                     /locus_tag="BA_2027"
                     /old_locus_tag="BA2027"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25917.1"
                     /db_xref="Pathema:BA_2027"
                     /translation="MKIGYNFKCNKCGHNNTEEDIDYTNMLCGEPCGCECNEYELICS
                     SCGDEICSGNGWGEFDRKEAAEDAQEKLLYMSKRAASKS"
     gene            1904198..1904440
                     /locus_tag="BA_2028"
                     /old_locus_tag="BA2028"
                     /db_xref="Pathema:BA_2028"
     CDS             1904198..1904440
                     /locus_tag="BA_2028"
                     /old_locus_tag="BA2028"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25918.1"
                     /db_xref="Pathema:BA_2028"
                     /translation="MRINKLNEIKKRVIEFIEKPKKDLNYWQNCAGCFEIIVIYLYCE
                     KWRKREKSIYSVGAFSFAQNKRTQRTKKTRRYVFLI"
     gene            1904689..1905195
                     /locus_tag="BA_2029"
                     /old_locus_tag="BA2029"
                     /db_xref="Pathema:BA_2029"
     CDS             1904689..1905195
                     /locus_tag="BA_2029"
                     /old_locus_tag="BA2029"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25919.1"
                     /db_xref="Pathema:BA_2029"
                     /translation="MKRRIGTAVVGLSVLGFGIFGFTHGNGGGVVQAASEGDGGGAPA
                     YAHGNHGGAPTYTHGEGWSPSYAHGHTGGAPSYTHGHTGAPVYGYGDYPIPSFNVGDT
                     PAPRLDADGDHGGAPTYTHGHFPAPKLESDGYTGGAPSYNKEDTWSPSYAHGNTGAPS
                     NTEPGGGI"
     gene            1907424..1907702
                     /locus_tag="BA_2031"
                     /old_locus_tag="BA2031"
                     /db_xref="Pathema:BA_2031"
     CDS             1907424..1907702
                     /locus_tag="BA_2031"
                     /old_locus_tag="BA2031"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by similarity to GP:21685513"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP25920.1"
                     /db_xref="Pathema:BA_2031"
                     /translation="MDFLWDLDKNEVLVWSTTLSELKVATQNGSIPDLVKKGIVDREG
                     NGLAPGDDDTFYVMFTFVDSGEDQNVFQGDGLKLNWTFNSIQTSGEEK"
     gene            complement(1908041..1908487)
                     /locus_tag="BA_2032"
                     /old_locus_tag="BA2032"
                     /db_xref="Pathema:BA_2032"
     CDS             complement(1908041..1908487)
                     /locus_tag="BA_2032"
                     /old_locus_tag="BA2032"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25921.1"
                     /db_xref="Pathema:BA_2032"
                     /translation="MKKFIGMLAMCFALTLAFLPTISKADSSPLRSVSISAVGDNNKM
                     YSASSYLTIPVLKGDYLYVKVSEVGTPDSYSETLTINGVRYAGSSLDEVSSYTGPFGS
                     EKTFRLRIKDSYIFSNTPNSTNTIAFEARVPFSMQVLSKNISVHVE"
     gene            1909119..1909523
                     /locus_tag="BA_2033"
                     /old_locus_tag="BA2033"
                     /db_xref="Pathema:BA_2033"
     CDS             1909119..1909523
                     /locus_tag="BA_2033"
                     /old_locus_tag="BA2033"
                     /note="identified by similarity to EGAD:97570"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25922.1"
                     /db_xref="Pathema:BA_2033"
                     /translation="MKIWAQSGIVVLILAFIDVIIRGAYLHRPFLEWIASLAIIICYM
                     IFFFIKSILTGVYETDINNKEQLKEKLKEKMSDTFILCFVAIGATTYKYNLPEDFVGW
                     IAVIARFIILFAFLFGIQYLITVIAWKRSNKI"
     gene            complement(1909929..1910879)
                     /locus_tag="BA_2035"
                     /old_locus_tag="BA2035"
                     /db_xref="Pathema:BA_2035"
     CDS             complement(1909929..1910879)
                     /locus_tag="BA_2035"
                     /old_locus_tag="BA2035"
                     /note="identified by similarity to GP:4249623; match to
                     protein family HMM PF01297"
                     /codon_start=1
                     /transl_table=11
                     /product="putative adhesion protein"
                     /protein_id="AAP25923.1"
                     /db_xref="Pathema:BA_2035"
                     /translation="MPKRLTIFSFLLIFTLIFTGCSNTKEGNAKKDGKLTVYTTIFPL
                     ADFAKKIGGDYVTVEAIYPPGADSHTFEPSQKQTVKVAKADLFVYNGAELEPFAEKME
                     KSLQKENVKIVNASKGIELRTSTEEEHHDHGDGHKEDEHHHDKDPHIWLDPTLAMKQA
                     EKIKNALVALQPDHKQEFEKNFAALQTKFTDLDDQFKAVVANAKTKDILVSHAAYGYW
                     EQRYGLKQIAIAGISASDEPSQKQLADITKTVKEHNLKYILFETFSTPKVASVIQKET
                     GTKVLRLNHLATISEDDAKNNKDYFTLMEENVNTLKEATN"
     gene            1911159..1911296
                     /locus_tag="BA_2036"
                     /old_locus_tag="BA2036"
                     /db_xref="Pathema:BA_2036"
     CDS             1911159..1911296
                     /locus_tag="BA_2036"
                     /old_locus_tag="BA2036"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25924.1"
                     /db_xref="Pathema:BA_2036"
                     /translation="MEAILLILAVVLPLAVVLIFLSRLISNLGDASTVTKLREKDEKK
                     E"
     gene            1911412..1912071
                     /locus_tag="BA_2037"
                     /old_locus_tag="BA2037"
                     /db_xref="Pathema:BA_2037"
     CDS             1911412..1912071
                     /locus_tag="BA_2037"
                     /old_locus_tag="BA2037"
                     /note="identified by match to protein family HMM PF01370"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25925.1"
                     /db_xref="Pathema:BA_2037"
                     /translation="MNKRTALVLGASGLVGQEITRLLLESDYYDSVTIFVREPIQWQH
                     EKLQQKQVDYLALEEYKEFFAVDDVFSCLGTTIKKAKTKANFKKVDYEYTLRAACLAE
                     KQGVQNFLVVSSMGANPKSFFFYSQVKGRMEEELQKLVIGGIHIFRPSLLVGNRQEFR
                     FGERMAEKLSRMIPFIFKGAFKKYKPISAKDVAKGMYITALREESGIHIYNSNEITTI
                     E"
     gene            complement(1912101..1913138)
                     /locus_tag="BA_2038"
                     /old_locus_tag="BA2038"
                     /db_xref="Pathema:BA_2038"
     CDS             complement(1912101..1913138)
                     /locus_tag="BA_2038"
                     /old_locus_tag="BA2038"
                     /note="identified by match to protein family HMM PF00724"
                     /codon_start=1
                     /transl_table=11
                     /product="NADH:flavin oxidoreductase/NADH oxidase family
                     protein"
                     /protein_id="AAP25926.1"
                     /db_xref="Pathema:BA_2038"
                     /translation="MNSELFSPYTIKDVTLKNRIVMSPMCMYSSENEDGQVTNFHLIH
                     YGTRAAGQVGLVMIEATAVLPEGRISNKDLGIWDDSLIEGLHKTTTFIHDNGAKAAIQ
                     LAHAGRKAELETDALAPSAVPFNETMKIPVEMSIHQIKNTILAFQQAAIRSKQAGFDV
                     IEIHGAHGYLINEFLSPLSNKRTDEYGGSPENRYRFLREIIDSINEVWNGPLFVRISA
                     NDYHPDGLTVQDYVQYTKWMKEQGVDLIDCSSGAVVPARIDVYPGYQVQYAKHIKEHA
                     NIATGAVGLITTGAQAEQILNNNEADLIFIGRELLRNPYFPRIAANELGFELEEPHQY
                     ERAPGKISTNK"
     gene            1913273..1913725
                     /gene="ogt1"
                     /locus_tag="BA_2039"
                     /old_locus_tag="BA2039"
                     /db_xref="Pathema:BA_2039"
     CDS             1913273..1913725
                     /gene="ogt1"
                     /locus_tag="BA_2039"
                     /old_locus_tag="BA2039"
                     /EC_number="2.1.1.63"
                     /note="identified by similarity to GP:15026336; match to
                     protein family HMM PF01035; match to protein family HMM
                     PF02870; match to protein family HMM TIGR00589"
                     /codon_start=1
                     /transl_table=11
                     /product="methylated-DNA--protein-cysteine
                     S-methyltransferase"
                     /protein_id="AAP25927.1"
                     /db_xref="Pathema:BA_2039"
                     /translation="MYQAYYESELGLLEITANDKGITSVIFVDERQEEHTNEMIDQCI
                     NELDEYFKGNRKEFTVPLSPEGTAFQKNVWDALYTIPYGVSASYLDIAEKVGNTKAVR
                     AIGGANSRNPISIIVPCHRVIGKSGKLVGYAGGLWRKEWLLKHEGILK"
     gene            1913733..1914746
                     /locus_tag="BA_2040"
                     /old_locus_tag="BA2040"
                     /db_xref="Pathema:BA_2040"
     CDS             1913733..1914746
                     /locus_tag="BA_2040"
                     /old_locus_tag="BA2040"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25928.1"
                     /db_xref="Pathema:BA_2040"
                     /translation="MGRGIVLKCINCGQLCEGNQLNCESCQRTLHTEQSEGSSLIDKE
                     LEVYVGRQYPYYKRKWELEEKRIARWSWNGWAAIFNVGWLGYRKYYLPAALFVVLLLA
                     CDAFSYYMGFNVALPIINMVPLTFLLLVFILFGMAIFANGLYYQFAERRIYRIKAREI
                     QDGSVEKYLIRDSGGTSKMGATIVTILAVASIFFSHFFFPTDRDIIQKVRTSSLYEYP
                     FFSIGESFENYFRNPGWAYYRGTEGLELVEFQGDSPDMSKKKVTIQFIVDYKLGEIEP
                     YSLMINGESKNEEEFLKILDEIFKVQNPFDIEDGLQVKAIEKEVDGRTIYPLLFCVYE
                     NNI"
     gene            1914823..1916484
                     /locus_tag="BA_2041"
                     /old_locus_tag="BA2041"
                     /db_xref="Pathema:BA_2041"
     CDS             1914823..1916484
                     /locus_tag="BA_2041"
                     /old_locus_tag="BA2041"
                     /note="identified by similarity to GP:10717143; match to
                     protein family HMM PF00496"
                     /codon_start=1
                     /transl_table=11
                     /product="putative oligopeptide ABC transporter,
                     oligopeptide-binding protein"
                     /protein_id="AAP25929.1"
                     /db_xref="Pathema:BA_2041"
                     /translation="MKRKVTTIAAVALSTSVLVAGCGNGEKASTTKKEAGKGAADKQV
                     LNLLETAEIPSMDTSKSTDSVSFRAFVNAMEGLYRLDKDNKPTPGMAKDVKISEDKKI
                     YTFELRDAKWSNGDPVRAQDFVYAWQRTLDKATAAEYAFILFDVKNAQKVNKGELPLD
                     QLGVKAKDDKTLVVELEQPAPYFLELTSFPTFFPLNEKYVKEQGDKYALEADKLLYNG
                     PFVMSEWKHERSYQLKKNPNYWDKDTVKLEEINVNIVKETSTGVNLYDSDQADRVILS
                     SEFVDKYKKNKPDEFKTKLDPRMYFLRFNQKNATFKNQKVREAIDLAYDKKGIANVIL
                     NDGSLPAYFLVPEKFTTGPDGKDFRSVNKNFRDSKDNAAKAKKLWEEAKKELGQDTIT
                     VELLNDDNGSRKKVGDFIKEELEKNLPGIKVNLKQQPYKQKLDLEKKFEYEFSLSAWS
                     PDYPDPMTYIDMFVTGSSFNEMDYSNPKYDELVAKSKGELLKDDKARWNALAEAEKIL
                     IGQDAAISPTYQQSTAYLEKPYVKGIANHTFGGDFSYKWAYITKK"
     gene            1916543..1916959
                     /gene="fosB1"
                     /locus_tag="BA_2042"
                     /old_locus_tag="BA2042"
                     /db_xref="Pathema:BA_2042"
     CDS             1916543..1916959
                     /gene="fosB1"
                     /locus_tag="BA_2042"
                     /old_locus_tag="BA2042"
                     /EC_number="2.5.1.-"
                     /note="fosfomycin resistance protein FosB1; identified by
                     similarity to SP:Q03377; match to protein family HMM
                     PF00903"
                     /codon_start=1
                     /transl_table=11
                     /product="metallothiol transferase fosB1"
                     /protein_id="AAP25930.1"
                     /db_xref="Pathema:BA_2042"
                     /translation="MLKGINHLCFSVSNLEDSITFYEKVLEGELLVRGRKLAYFNICG
                     VWIALNEEIHIPRKEIHQSYTHIAFSVEQKDFERLLQRLEENDVHILQGRERDVRDCE
                     SIYFVDPDGHKFEFHSGTLQERLNYYREDKPHMTFY"
     gene            1917002..1917517
                     /locus_tag="BA_2043"
                     /old_locus_tag="BA2043"
                     /db_xref="Pathema:BA_2043"
     CDS             1917002..1917517
                     /locus_tag="BA_2043"
                     /old_locus_tag="BA2043"
                     /note="identified by similarity to EGAD:172643"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25931.1"
                     /db_xref="Pathema:BA_2043"
                     /translation="MLKRVSIWLCEKRFHVSIIGRDEVKLENVKRESTTPESITCLPL
                     DYHNDDGVKLAIKDTIERNGPITLVVAWIHASAKDALSLICRELDLSSETYDVFHILG
                     SKASRIASHKIWDKRCSYHRIILGFILEDTYARWLTHEEISDGVIKGIESKCDEWIVG
                     RVEPWELRPTW"
     gene            1917524..1918141
                     /locus_tag="BA_2044"
                     /old_locus_tag="BA2044"
                     /db_xref="Pathema:BA_2044"
     CDS             1917524..1918141
                     /locus_tag="BA_2044"
                     /old_locus_tag="BA2044"
                     /note="identified by match to protein family HMM PF00300"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphoglycerate mutase family protein"
                     /protein_id="AAP25932.2"
                     /db_xref="Pathema:BA_2044"
                     /translation="MEVKTTVYVTRHGETEWNVAKRMQGRKNSTLTENGILQAKQLGE
                     RMKDLSIHAIYSSPSERTLHTAELIKGERDIPIIADEHFYEINMGIWEGQTIDDIERQ
                     YPDDIQLFWNEPHLFQSTSGENFEAVHKRVIEGMQLLLEKHKGESILIVSHAAAAKLL
                     VGHFAGIEIENVWDDPFMHSASLSIIEFEDGKGEVKQFADISHFQ"
     gene            complement(1918186..1918746)
                     /gene="exsB"
                     /locus_tag="BA_2045"
                     /old_locus_tag="BA2045"
                     /db_xref="Pathema:BA_2045"
     CDS             complement(1918186..1918746)
                     /gene="exsB"
                     /locus_tag="BA_2045"
                     /old_locus_tag="BA2045"
                     /note="identified by similarity to GB:AAM76781.1"
                     /codon_start=1
                     /transl_table=11
                     /product="exosporium protein B"
                     /protein_id="AAP25933.1"
                     /db_xref="Pathema:BA_2045"
                     /translation="MKRDIRKAVEEIKSAGMEDFLHQDPSTFDCDDDCTTKIECSDDC
                     NCPRTRCTRVKHCTFVTKCTHVKKWTFVTKCTRVRVQKWTFVTKVTRRKECVLVTKRT
                     RRKHCTFVTKCVRFEKKFYWTKRCYCKKCEFFPHGHGGSCDDSCDHGKDCHDDGHKWN
                     DCKGGHKFPSCKNKKFDHFWYKKRNC"
     gene            1918928..1920004
                     /gene="cotH"
                     /locus_tag="BA_2046"
                     /old_locus_tag="BA2046"
                     /db_xref="Pathema:BA_2046"
     CDS             1918928..1920004
                     /gene="cotH"
                     /locus_tag="BA_2046"
                     /old_locus_tag="BA2046"
                     /note="identified by match to protein family HMM PF08757"
                     /codon_start=1
                     /transl_table=11
                     /product="spore coat protein H"
                     /protein_id="AAP25934.1"
                     /db_xref="Pathema:BA_2046"
                     /translation="MLPSYDFFIHPMYVVELKKDIWSDSPVPAKLTYGKKKYDIDIVY
                     RGAHIREFEKKSYHVMFYKPKKFQGAKEFHLNSEFMDPSLIRNKLSLDFFHDIGVHSP
                     KSQHVFIKINGQIQGVYLQLESVDENFLKNRGLPSGSIYYAIDDDANFSLMSERDKDV
                     KTELFAGYEFKYSNEHSEEQLSEFVFQANALSREAYEKEIGKFLNVDKYLRWLAGVIF
                     TQNFDGFVHNYALYHNDETNLFEVIPWDYDATWGRDVQGRPLNHEYIRIQGYNTLSAR
                     LLDIPVFRKQYRSILEEILEEQFTVSFMMPKVESLCEAIRPYLLQDPYMKEKLETFDQ
                     EPGVIEEYINKRRKYIQDHLHELD"
     gene            1920110..1920727
                     /locus_tag="BA_2047"
                     /old_locus_tag="BA2047"
                     /db_xref="Pathema:BA_2047"
     CDS             1920110..1920727
                     /locus_tag="BA_2047"
                     /old_locus_tag="BA2047"
                     /note="identified by similarity to OMNI:NTL01BH3092; match
                     to protein family HMM PF00293"
                     /codon_start=1
                     /transl_table=11
                     /product="mutT/nudix family protein"
                     /protein_id="AAP25935.1"
                     /db_xref="Pathema:BA_2047"
                     /translation="MTVKWIDWVKQIQSIAQAGLTYSKDVYDIERFQQLRDISISMMS
                     HYTKTDWEVVEKLFASETGYQTPKVDIRAVVFQNERLLFVKEKSDGKWALPGGWADIG
                     YTPTEVAAKEVLEETGFEVEDFKLFAIFDKEKHQPSPSATHVYKIFIGCKIIGGEKKT
                     SIETEDVEFFGENELPNLSIARNTEEQIKEMFAYMKEPQKETLID"
     gene            1920832..1921434
                     /locus_tag="BA_2048"
                     /old_locus_tag="BA2048"
                     /db_xref="Pathema:BA_2048"
     CDS             1920832..1921434
                     /locus_tag="BA_2048"
                     /old_locus_tag="BA2048"
                     /note="identified by match to protein family HMM PF09335"
                     /codon_start=1
                     /transl_table=11
                     /product="dedA family protein"
                     /protein_id="AAP25936.1"
                     /db_xref="Pathema:BA_2048"
                     /translation="MLASIIDQLLQFFASLGYFGVALALMIEIIPSEIVLSYAGFLVA
                     DGKISFVGAVIAGTIGGTLAQIFLYWLGYYGGRPVVEKYGKYLLINKHHLDIAENWFK
                     RYGAGVIFSARFIPVVRHAISIPAGLAKMPLKLFTLYTVVAIIPWSILFIYLGEKLGG
                     NWRHIKEYASDYTHYIIIGAVLFVALYFGLKYFKKKKAAR"
     gene            1921537..1922916
                     /locus_tag="BA_2049"
                     /old_locus_tag="BA2049"
                     /db_xref="Pathema:BA_2049"
     CDS             1921537..1922916
                     /locus_tag="BA_2049"
                     /old_locus_tag="BA2049"
                     /note="identified by match to protein family HMM PF01554;
                     match to protein family HMM PF01943; match to protein
                     family HMM PF03023"
                     /codon_start=1
                     /transl_table=11
                     /product="polysaccharide synthase family protein"
                     /protein_id="AAP25937.1"
                     /db_xref="Pathema:BA_2049"
                     /translation="MKGSPFIRGTIFLTMATMISKMLGFIYVIPFTAMVGTSGYVLYT
                     YAYRPYTIMLSIATMGLPLAVSKMVSKYDQLNDYHTVKRVLKSGIVFMFIMGVISCFT
                     LYMLAPHLAKLVIDGNDQTGNSVAAVTTNIQIVSFALILVPVMSLLRGFFQGFQSMGP
                     SALSVVVEQFFRVLTILIGSFVVLYVLKASVSLAVGISTFGAFMGAIGGLTVLSAYYI
                     RRRKHLKKKEMASIPQTTKSFFSLYKELFTYSIPFVVVGLAIPLYQTIDTFTINKLLI
                     QIGYMQGEAEKINAIIGLVQMVVLIPVSVATAFSMSLVPEMTKAYTAGNVKLLYKHFT
                     RTNLLVVGITVPAAIGMMVLAKPVYTLLFGAGNDPEMGRVILQYYAPACILFSLFTVT
                     AAMLQGINQQQKTVLGLVIGIIVKIVLNIVLLPYFDYVSFIISTYAGYTISVGFNLWM
                     LSKYVIKAT"
     gene            1923101..1924042
                     /locus_tag="BA_2050"
                     /old_locus_tag="BA2050"
                     /db_xref="Pathema:BA_2050"
     CDS             1923101..1924042
                     /locus_tag="BA_2050"
                     /old_locus_tag="BA2050"
                     /note="identified by similarity to GP:16410466; match to
                     protein family HMM PF01544"
                     /codon_start=1
                     /transl_table=11
                     /product="magnesium transporter, CorA family"
                     /protein_id="AAP25938.1"
                     /db_xref="Pathema:BA_2050"
                     /translation="MLNIYLTDRNGKLQEVEEMQKGCWINVLHPTEEEIQYLVQTLNV
                     DLDFIKDPLDDEERSRIEKEDNNTLIIVDIPTVRHDEEGNSIYDTIPIGMIVMPDCFV
                     TICLEENPIFERFINQRIKEFYTFKKTRFALQLLYTISTYYLRYLKQINRKTIDLEHQ
                     LNKSMKNKEIFTLLGLEKSLVYFTTSLKANKIVIQKLMRNSTFLKMYEDDQDLLEDVL
                     IENKQAIEMAEIYSHILSGMMNTFSSVISNNLNSVMKLLTSITIILSLPTMVSSFFGM
                     NVKVPFEGEAHGFVIVLIICVTLSLTLAFVFWKKRYF"
     gene            1924241..1925137
                     /locus_tag="BA_2051"
                     /old_locus_tag="BA2051"
                     /db_xref="Pathema:BA_2051"
     CDS             1924241..1925137
                     /locus_tag="BA_2051"
                     /old_locus_tag="BA2051"
                     /note="identified by match to protein family HMM PF03773"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25939.1"
                     /db_xref="Pathema:BA_2051"
                     /translation="MELFQLPKAFLQMNTIFISILIEALPFVLIGVFISGFIQMFVTE
                     DMVAKWMPKNRFLSVLMATFLGMMFPGCECGIVPIVRRLIGKGVPPYAGIAFMLTGPI
                     INPVVLFATYVAFGSSMHMVWYRSIVAIIVAIIVGIILSFMFKEHQLRDDHFPEVNHK
                     RPLRKKMWDVCTHAVEEFFSMGKYLVLGALIAAAVQTFVQTSTLLAIGQGPFSSPAVM
                     MGLAYILSLCSEADAFIASSFQSTFSTASLVAFLVYGPMVDIKNMFMMLATFKTKFVI
                     VVTVTVTLVVYASSLLIYAMGW"
     gene            1925141..1926010
                     /locus_tag="BA_2052"
                     /old_locus_tag="BA2052"
                     /db_xref="Pathema:BA_2052"
     CDS             1925141..1926010
                     /locus_tag="BA_2052"
                     /old_locus_tag="BA2052"
                     /note="identified by similarity to EGAD:108890; match to
                     protein family HMM PF09323"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25940.1"
                     /db_xref="Pathema:BA_2052"
                     /translation="MFRAYILLGFTILIAQLHISGNITKYINMKYAYLSTTAAIILGF
                     LTIVQIIIVFQKEHEKEQGKQDCSCDHSHCGHDHSKDENTWWKKAFSYTLFCFPIVSG
                     LFFPIATLDSDIVKAKGFHFPVAQAESTDPFMRRQFLRPDTSIYYGKEGYRGVMEKGK
                     KEFVTKDSVTLNDENFLKGMETIYNYPGEFTGKKLSFKGFVFKDDSSKKEQYFLFRFG
                     IIHCVADSGVYGMLVKKPEGVEWKNDDWIQIEGEISTEFYQPFHANIPVLEVTKWNKV
                     EQPKEQYVFRGAD"
     gene            1926206..1926712
                     /locus_tag="BA_2053"
                     /old_locus_tag="BA2053"
                     /db_xref="Pathema:BA_2053"
     CDS             1926206..1926712
                     /locus_tag="BA_2053"
                     /old_locus_tag="BA2053"
                     /note="identified by match to protein family HMM PF03061"
                     /codon_start=1
                     /transl_table=11
                     /product="cytosolic long-chain acyl-CoA thioester
                     hydrolase family protein"
                     /protein_id="AAP25941.1"
                     /db_xref="Pathema:BA_2053"
                     /translation="MTEVKGKTANESRVFKTSRVFPTDLNDHNTLFGGKILAEMDMVA
                     SISATRHARKECVTASMDWVDFLHPVRSSDCVSYESFVIWTGRTSMEVFVKVVAEDLI
                     SGEKRIAATSFVTFVALSKENNPVPVPRVIPETEEEKELHRIAVLRAEQRHIRKAESK
                     KVATLLTF"
     gene            1927166..1928269
                     /locus_tag="BA_2054"
                     /old_locus_tag="BA2054"
                     /db_xref="Pathema:BA_2054"
     CDS             1927166..1928269
                     /locus_tag="BA_2054"
                     /old_locus_tag="BA2054"
                     /note="identified by similarity to GP:6759489; match to
                     protein family HMM PF00614"
                     /codon_start=1
                     /transl_table=11
                     /product="cardiolipin synthetase domain protein"
                     /protein_id="AAP25942.1"
                     /db_xref="Pathema:BA_2054"
                     /translation="MASEYELGQVRLGEFQLYTNGEELYTKLFEDIRNAEKYIYIHFY
                     IVGKDEISKEFLQLLEKKASGGVEVKLSVDRIGGYKLKKKIIRQLKSNGVQFTFSKKP
                     KLKHIFYSLHQRNHRRIVTIDGKVSYVGGFNIGKEYLGQNPKFGPWRDYHVRVKGNGA
                     TDMERKFSADWKEDTGEKMPVHESLPAIGNVKYQYLFSEGKGLWEKYGALIKQAKTSL
                     IIATPYFVPSKEMIKALKDALNRGVNVKILVPFKSDAVLLKQAAYPYLKDMLHAGAEI
                     YQYQNGFFHGKVTIIDGESVDIGTANFDNRSFYLNMESNCVIYDKGVTADVWSRLKED
                     FHKSKRFSEEDFEKISKWDWFLARIANVIASYL"
     gene            1928301..1928759
                     /locus_tag="BA_2055"
                     /old_locus_tag="BA2055"
                     /note="putative spore coat protein F, authentic point
                     mutation; an automated process has identified a potential
                     problem with this gene model; it may contain one or more
                     premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2055"
     gene            1928946..1929125
                     /locus_tag="BA_2056"
                     /old_locus_tag="BA2056"
                     /db_xref="Pathema:BA_2056"
     CDS             1928946..1929125
                     /locus_tag="BA_2056"
                     /old_locus_tag="BA2056"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP25943.1"
                     /db_xref="Pathema:BA_2056"
                     /translation="MNKWVKSLTAMALASSLLMVGCSKGEDKNKEEDTTTQQEDKKDK
                     ETSGTEKSTDSKEKK"
     gene            1929227..1929847
                     /locus_tag="BA_2057"
                     /old_locus_tag="BA2057"
                     /db_xref="Pathema:BA_2057"
     CDS             1929227..1929847
                     /locus_tag="BA_2057"
                     /old_locus_tag="BA2057"
                     /note="identified by similarity to SP:P30043; match to
                     protein family HMM PF02254"
                     /codon_start=1
                     /transl_table=11
                     /product="putative oxidoreductase"
                     /protein_id="AAP25944.1"
                     /db_xref="Pathema:BA_2057"
                     /translation="MKVCILGATGRVGSNIIKLALKDSAEVTALARDLNRIEIHHERL
                     RVIEGNVLNENDIKKAIEGSDIVISALGTDQNGTLAKSMPQIIKKMEEEGVHKIITIG
                     TAGILQARTNLNLYRFQSTESKRKSTTAAEDHLAAYEALNNSNLCWTVVCPTHLIDGD
                     VTGVYRTEKDVLPEGGAKITVGDTAQFTWNLCSENKYENSRVGISY"
     gene            complement(1929872..1930354)
                     /locus_tag="BA_2058"
                     /old_locus_tag="BA2058"
                     /db_xref="Pathema:BA_2058"
     CDS             complement(1929872..1930354)
                     /locus_tag="BA_2058"
                     /old_locus_tag="BA2058"
                     /note="identified by similarity to EGAD:45828; match to
                     protein family HMM PF04306"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25945.1"
                     /db_xref="Pathema:BA_2058"
                     /translation="MTVFLTICIIACFIISFLAFIYPIIPGILAVWAGYFIYHFGING
                     GELTISFWIIQAIFTLFIFVADFIANGYFLKKYGSSKWGERVGMISIIAGSFFFPPFG
                     LIIIPFLAVFITELMHKKAPKDAFLVGVATVVGFLSSTVAKAILQIIMIIIFVCYIIF
                     "
     gene            complement(1930356..1931663)
                     /locus_tag="BA_2059"
                     /old_locus_tag="BA2059"
                     /db_xref="Pathema:BA_2059"
     CDS             complement(1930356..1931663)
                     /locus_tag="BA_2059"
                     /old_locus_tag="BA2059"
                     /note="identified by similarity to EGAD:108547; match to
                     protein family HMM PF00571; match to protein family HMM
                     PF01595; match to protein family HMM PF03471"
                     /codon_start=1
                     /transl_table=11
                     /product="CBS domain protein"
                     /protein_id="AAP25946.1"
                     /db_xref="Pathema:BA_2059"
                     /translation="MDILNIFLIFVLILISGFFVASEFAVVKVRKSRIDQLANEGNKQ
                     ALAARSVISNLDVYLSACQLGITITSLGLGWLGEPTVEHLLRPLFEKINITGTMANTL
                     SFIIAFSVITFFHVVLGELVPKSFAIQKAEAITLKFARPLILFDKIMYPFIWLLNSTA
                     IFFTKLLGLEPAKENELAHSEEELRLILGESFKSGEINQTEYKYVNNIFEFDDRVAKE
                     IMVPRTEMICLSTENTLEENMDIVATEKYTRYPIIEKDKDDIIGMINTKEVFHDQTKG
                     IHKPLESYIHPVLTVFETVPIRKTLVHLQKNRVQMGIVMDEYGGTAGLLTMEDILEEI
                     IGEIQDEFDADESPMIEKRTPKLTVLDGKVLISEVNDMFGLHIDESDLDTIGGWLLSQ
                     AVDVNIEAGYSIEYAGFQFKALELDGHQVKKIAVHKLDIQKEL"
     gene            complement(1931872..1932741)
                     /locus_tag="BA_2060"
                     /old_locus_tag="BA2060"
                     /db_xref="Pathema:BA_2060"
     CDS             complement(1931872..1932741)
                     /locus_tag="BA_2060"
                     /old_locus_tag="BA2060"
                     /note="identified by similarity to GB:AAS41050.1"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25947.1"
                     /db_xref="Pathema:BA_2060"
                     /translation="MSLLRSHICKFIVGVLIIFIISPIPALFITHKYSYITGFISIFH
                     NFAQLSSMTIPTIDWMHESILFSANEVVHTANQSTPLFPYIWEIYFLSIVRFTFTLAI
                     GFFISLGIGHLFFKAPQSVKKFTSLLRWIPYSLCTVLLQCSVLLLLLYITKFMKLPYY
                     SSFIIVCSTSMIIVMQAIKKWLPFLSNTNEYEIKQSSFLVDTLFLALTSNHKSILGSI
                     ILSFVFMECVFHASGLLQFIVQFGGNAPIIVTISLLLLYIPYCILSFLQTLWTTNYFK
                     QQSYALTRSIPKP"
     gene            1932918..1933565
                     /locus_tag="BA_2061"
                     /old_locus_tag="BA2061"
                     /db_xref="Pathema:BA_2061"
     CDS             1932918..1933565
                     /locus_tag="BA_2061"
                     /old_locus_tag="BA2061"
                     /note="identified by match to protein family HMM PF00571"
                     /codon_start=1
                     /transl_table=11
                     /product="CBS domain protein"
                     /protein_id="AAP25948.1"
                     /db_xref="Pathema:BA_2061"
                     /translation="MRIKGNYVPKREVLFCSSSITIAEALEHLNKTGYRCVPVLDEKK
                     EKYLGNIYKVDILEYKGSLEESVLQLLNDKEGYVREDSSFFKVFFTIKKLPYLSVVDE
                     KGAFLGILTHKKVFELLEDAWGVHSSKYSVMIGTQDYNGAIQKLSTVLKKYTGIQSLM
                     TFDNDALLVRRIMFTLGEEFNDGELEVLLKDLEDHGFRVVYVEEMKNPREVETIE"
     gene            1934004..1935341
                     /gene="brnQ4"
                     /locus_tag="BA_2063"
                     /old_locus_tag="BA2063"
                     /db_xref="Pathema:BA_2063"
     CDS             1934004..1935341
                     /gene="brnQ4"
                     /locus_tag="BA_2063"
                     /old_locus_tag="BA2063"
                     /note="identified by similarity to EGAD:109239; match to
                     protein family HMM PF05525; match to protein family HMM
                     TIGR00796"
                     /codon_start=1
                     /transl_table=11
                     /product="branched-chain amino acid transport system II
                     carrier protein"
                     /protein_id="AAP25949.1"
                     /db_xref="Pathema:BA_2063"
                     /translation="MKGRLRPGDTVAIGLMLFALFLGAGNLIFPPVLGQQAGENVWVA
                     TIGFLVTGVGLPLLAVTAVAFVEGDLKALSSRVHPIFAFVFPLISYLAIGPFFAIPRT
                     GAVSFEMGMKPFLSEALVSEWYMLFLFTIIFFGITWYLSLNPSKLVDWFGKFLTPVLV
                     LIVAVIVGKAIIDPIGEPAAPLAAYKENAFFGGFIQGYLTMDAISALVFGIVVVQVIR
                     SKGIKESNQIAKITVVSGIIAVLGLTLIYLSLAYLGSTSTSLGISENGGLILTNVVNE
                     LYGTGGKILLGLVIILACLTTSVGLTSACAGFFTNLFPKLSHKTIVTMVCVFSLIVSN
                     LGLTQLIAVTLPVLMIIYPVAIVLIVLSYFHKWIGKRNTIYIGAILGALLISFFNGLE
                     SAKIKIDAISNVLQILPLYNEGIGWLIPSCIGGILGFFFYKSNESSELQKKGA"
     gene            1935408..1935737
                     /gene="csaA"
                     /locus_tag="BA_2064"
                     /old_locus_tag="BA2064"
                     /db_xref="Pathema:BA_2064"
     CDS             1935408..1935737
                     /gene="csaA"
                     /locus_tag="BA_2064"
                     /old_locus_tag="BA2064"
                     /note="identified by similarity to SP:P37584; match to
                     protein family HMM PF01588; match to protein family HMM
                     TIGR02222"
                     /codon_start=1
                     /transl_table=11
                     /product="chaperone CsaA"
                     /protein_id="AAP25950.1"
                     /db_xref="Pathema:BA_2064"
                     /translation="MANFEDFLTLDLRIGTVTHAEEFKEARVPAIKLEIDFGELGMKQ
                     SSAQITKRYNPEDLIGQQIVAVVNFPPKRVAGFKSEVLVLGGVPEAGDVVLLQPNMEL
                     PNGTKIS"
     gene            1935755..1936282
                     /locus_tag="BA_2065"
                     /old_locus_tag="BA2065"
                     /db_xref="Pathema:BA_2065"
     CDS             1935755..1936282
                     /locus_tag="BA_2065"
                     /old_locus_tag="BA2065"
                     /note="identified by similarity to EGAD:172809; match to
                     protein family HMM PF07609"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25951.1"
                     /db_xref="Pathema:BA_2065"
                     /translation="MDIGREYVQCAISNFEATKKQGERVLSQLSYEQIEWSSHEETNS
                     IAIIIKHLHGNMRSRWTDFLTSDGEKINRNRDAEFEGGYSSKEEVLAAWNEGWEYVFK
                     TMNVLTPEHLIQTVYIRGEAHTVIQAIERQISHYALHIGQMIYIGKMLKENEWECLSI
                     PRGKSNFHLEKKRST"
     gene            complement(1936255..1936560)
                     /locus_tag="BA_2066"
                     /old_locus_tag="BA2066"
                     /db_xref="Pathema:BA_2066"
     CDS             complement(1936255..1936560)
                     /locus_tag="BA_2066"
                     /old_locus_tag="BA2066"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25952.1"
                     /db_xref="Pathema:BA_2066"
                     /translation="MRPPFICHTCKERITRKKDLITTTWYFRFYVFHIDCFKRQQVFI
                     SRFIPVNTLINFFLIIYGLIVGSILMTAEPSFIWLIFLLPILYRFLSYYYVERFFSK"
     gene            complement(1936565..1936861)
                     /locus_tag="BA_2067"
                     /old_locus_tag="BA2067"
                     /db_xref="Pathema:BA_2067"
     CDS             complement(1936565..1936861)
                     /locus_tag="BA_2067"
                     /old_locus_tag="BA2067"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25953.1"
                     /db_xref="Pathema:BA_2067"
                     /translation="MKLLIGAFPVVLSFIFYWFAKYPTFRIALHISAYLTLYVLVTII
                     SIHIFDVLMHDLVFMTSIHGILLNPFFLISGAYIGIYTLYLLLSYIITNIKNGA"
     gene            1936951..1938105
                     /gene="spoIIP"
                     /locus_tag="BA_2068"
                     /old_locus_tag="BA2068"
                     /db_xref="Pathema:BA_2068"
     CDS             1936951..1938105
                     /gene="spoIIP"
                     /locus_tag="BA_2068"
                     /old_locus_tag="BA2068"
                     /note="identified by match to protein family HMM PF07454;
                     match to protein family HMM TIGR02867"
                     /codon_start=1
                     /transl_table=11
                     /product="stage II sporulation protein P"
                     /protein_id="AAP25954.1"
                     /db_xref="Pathema:BA_2068"
                     /translation="MNRGFFYVKFTSVRKLVLFIIATVLATFFLISMMVTSMKETKST
                     YLYNWLNELSMNGYMYVLGKENHYFTQEYRNLNQDFSISSFLFSMATNIRFNDVRSFV
                     GKELPGFGKYDTEIVIAGEGTNYSNLPIESSVPLEEVVKERTGEGGQAPKPDTNKEKK
                     QPAQTTGKRQVAFIYHSHSWESYLPLLNLTNDPNPNKATSSVTNISIVGDRFREQLAN
                     EGIGATNDKTDVGQKLISKGLNSNSSYKMSREIVQEAMTSNKELQYFFDLHRDSARKN
                     VTTKAIGDKSYAKLAFVIGKGNKNYEKNLQLATALHETINKKYPGVSRGVIQKGFQTG
                     NGVYNQDLSGQAILIEVGGVDNTEEELNRSIDVLAKAFGEYFWQAEKVNG"
     gene            1938329..1938826
                     /locus_tag="BA_2069"
                     /old_locus_tag="BA2069"
                     /db_xref="Pathema:BA_2069"
     CDS             1938329..1938826
                     /locus_tag="BA_2069"
                     /old_locus_tag="BA2069"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP25955.1"
                     /db_xref="Pathema:BA_2069"
                     /translation="MIREIQIEDAASFLQLSKQLDEETKFMLYEPGERKFTAEQQEQM
                     IHRFIENKYTTIFVAVEEERIVGFILVNGNNIQRKRHVASIVIGILQEYSGRGIGTRL
                     FKEVEKWARLQDIWRLELTVMAHNTRAQALYKKAGFEKEGVKRASLIIDGENIDEYEM
                     AKLLK"
     gene            1938838..1939578
                     /locus_tag="BA_2070"
                     /old_locus_tag="BA2070"
                     /db_xref="Pathema:BA_2070"
     CDS             1938838..1939578
                     /locus_tag="BA_2070"
                     /old_locus_tag="BA2070"
                     /note="identified by match to protein family HMM PF02557"
                     /codon_start=1
                     /transl_table=11
                     /product="serine-type D-Ala-D-Ala carboxypeptidase"
                     /protein_id="AAP25956.1"
                     /db_xref="Pathema:BA_2070"
                     /translation="MKKRWILLGIVAMILIVGVAGINYKMYKDKQAREVNVNNIFPKA
                     KETIANMDGDIAVISNPNSMLVLVNKSRRLPDGYKPPDLVIPKVRYSSEGDQEKKKMR
                     KEAAGALEEMFQQADKERIFLFAVSGFRSFDRQKALNTMYKKQDGEAKTAMSSAVPGT
                     SEHQTGLAMDITSQSAKFQLETIFGETKEGQWLSENAHKFGFVIRYTKEKESLTGYRY
                     EPWHVRYVGNPQATYLYENQLTLEEVAE"
     gene            1939602..1940048
                     /locus_tag="BA_2071"
                     /old_locus_tag="BA2071"
                     /db_xref="Pathema:BA_2071"
     CDS             1939602..1940048
                     /locus_tag="BA_2071"
                     /old_locus_tag="BA2071"
                     /note="identified by similarity to EGAD:173692; match to
                     protein family HMM PF00293"
                     /codon_start=1
                     /transl_table=11
                     /product="mutT/nudix family protein"
                     /protein_id="AAP25957.1"
                     /db_xref="Pathema:BA_2071"
                     /translation="MTVLYNKKVHAYVTREKEGVMQLLVFKHRDIPEAGIQIPGGTVE
                     EGETLEAAILREVQEETGLRHLCIERFLADYIIHVKEKKEYQKRHFFHVTLLTDVKDS
                     WEHIVSAGKEDEGLVFCYDWVDIAKCPELAGKQGEFLHLLDEVYVK"
     gene            1940233..1941708
                     /locus_tag="BA_2072"
                     /old_locus_tag="BA2072"
                     /db_xref="Pathema:BA_2072"
     CDS             1940233..1941708
                     /locus_tag="BA_2072"
                     /old_locus_tag="BA2072"
                     /note="identified by match to protein family HMM PF01425"
                     /codon_start=1
                     /transl_table=11
                     /product="amidase family protein"
                     /protein_id="AAP25958.1"
                     /db_xref="Pathema:BA_2072"
                     /translation="MEMQFNTLLQKELTIHDIQTAMEDEKLTSKELVMYYLHRIAKYD
                     QDGPKINSILEINPDAIFIAEALDHERKIKGIRGPLHGIPVLLKDNIETNDSMHTSAG
                     TIALEQHISSEDAFLVTKLREAGAVIIGKANMTELANGMSFDMWAGYSARGGQTINPY
                     GTGEDDMFVGGSSTGSAIAVAANFTVVSVGTETDGSILSPAVQNSVVGIKPTVGLISR
                     RGIIPFTYSQDTAGPFARTVTDAAILLGSLTVVDEKDVATHKSKGIAEHDYTKYLDVN
                     GLNGAKIGVYSNAPKEYYESGEYDEKLFKKTIEVLRSEGATVVEDIDIPSFHREWSWG
                     VSLYELKHSLDNYLSKLPSTIPVHSISELMEFNENIAERALKYGQTKLERRKDVPNTL
                     RNPEYINARLEDIYFSQEQGIDFALEKYNLDAILFPSYIGSTICAKAGYPSIAIPAGY
                     MEGGRPFGITLASTAFSEGTLIKLAYAFEQATNHRKIPGLS"
     gene            complement(1941758..1942984)
                     /locus_tag="BA_2073"
                     /old_locus_tag="BA2073"
                     /db_xref="Pathema:BA_2073"
     CDS             complement(1941758..1942984)
                     /locus_tag="BA_2073"
                     /old_locus_tag="BA2073"
                     /note="identified by match to protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP25959.1"
                     /db_xref="Pathema:BA_2073"
                     /translation="MCLLQQRSLTYYLGSKICITLADIVYIMIITTHMYITTKSATLT
                     ALFPLLQVITNLIANTSAPLIMNRFSSYSLLFTLQWSKTALLFLLMILFPVLSTNIVA
                     LLIFIFFISLCSGWSAPLLYGILPRLTPKENLVKVNSIFSFFTQIAQAAAYTFTSVIV
                     LLIGATSTLMMNNILMIFGCVALHFSLRSIHNEQVIEPSSSKAAALLEGWKLLFQNPA
                     LRTVTCMDLIETFAGTIWIGAITMAYVTTVLHKGEEWWGYINTSYYVGTLIGGLLAWK
                     MSTYIQNNLIRSMAIGSLMFSILTFLYGMTSSGLIALFLCVLMGPCYQVRDISQTTVL
                     QSSVEPTLLSKMYTAHGALLSTASGLSMLSVGIITDIFGVRTIYIIASLLILCSACLS
                     FSLLKYRKTDQKNISM"
     gene            1943251..1943679
                     /locus_tag="BA_2074"
                     /old_locus_tag="BA2074"
                     /db_xref="Pathema:BA_2074"
     CDS             1943251..1943679
                     /locus_tag="BA_2074"
                     /old_locus_tag="BA2074"
                     /note="identified by similarity to EGAD:165941; match to
                     protein family HMM PF01957"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25960.1"
                     /db_xref="Pathema:BA_2074"
                     /translation="MAAWVIWFIIAGILFIAEMLSITFYMLWLGIGAVVGGLIALFAP
                     EALLLQVVAGAIVSLTLTFFTKRISKNFREAKGFTDTVDMLVGKKGIVMQAITKETNG
                     IVKVDGDTWTAVADAPIDTGEKVVVIKRNSTILQVKKESE"
     gene            1943682..1944647
                     /locus_tag="BA_2075"
                     /old_locus_tag="BA2075"
                     /db_xref="Pathema:BA_2075"
     CDS             1943682..1944647
                     /locus_tag="BA_2075"
                     /old_locus_tag="BA2075"
                     /note="identified by match to protein family HMM PF01145"
                     /codon_start=1
                     /transl_table=11
                     /product="SPFH domain/Band 7 family protein"
                     /protein_id="AAP25961.1"
                     /db_xref="Pathema:BA_2075"
                     /translation="MVALTLTIIFALIVVTFIALTIKIIPQQKVGVVERFGKFQRVMQ
                     PGLNLLIPIVDRVRVYHDLRIQQTNVPPQKVITKDNVQVEIDTIIFYQVVEPELATYG
                     ISNYEYGVRNITSATMRQIIGKMELDETLSGREKISTEIRLALDEATEKWGVRIERVE
                     VVDINPPKDVQASMEKQMKAERNKRAIILEAEAAKQDKVLRAEGEKQSKILMAEGDKE
                     ARIREAEGIKEAKELEAQGEARAIEEIAKAEQNRIELLREANLDERILAYKSFESLAE
                     VAKGPANKVFIPSNAIETLGTLGAIGEIFKEKQAKKLPLNNTEKE"
     gene            1944754..1945344
                     /locus_tag="BA_2076"
                     /old_locus_tag="BA2076"
                     /db_xref="Pathema:BA_2076"
     CDS             1944754..1945344
                     /locus_tag="BA_2076"
                     /old_locus_tag="BA2076"
                     /note="identified by match to protein family HMM PF00300"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphoglycerate mutase family protein"
                     /protein_id="AAP25962.1"
                     /db_xref="Pathema:BA_2076"
                     /translation="MQILLIRHGESEADILNVHEGRADFELTEKGRQQVQRLVQKVKA
                     DFPPDFIWASTLKRARETGETLAEGIGCPIQLEEELMEFNNGVQAGLSFEEAKKYPEP
                     KFLHDRFENGESFIEFRMRIEGIFSKIVTENTYDRIAIVAHGGVINSLLRAFFKMPIS
                     MDYYFKMGDTGISLIEIDGEQKTVHFINDTNHLHGM"
     gene            1945351..1946127
                     /locus_tag="BA_2077"
                     /old_locus_tag="BA2077"
                     /db_xref="Pathema:BA_2077"
     CDS             1945351..1946127
                     /locus_tag="BA_2077"
                     /old_locus_tag="BA2077"
                     /note="identified by match to protein family HMM PF00702;
                     match to protein family HMM PF08282; match to protein
                     family HMM TIGR00099; match to protein family HMM
                     TIGR01484"
                     /codon_start=1
                     /transl_table=11
                     /product="HAD-superfamily hydrolase, subfamily IIB"
                     /protein_id="AAP25963.1"
                     /db_xref="Pathema:BA_2077"
                     /translation="MYKVVFFDVDSTLLSEIDRSMHESTKEAIRRLIDKGIHVVVTTG
                     RPYSLCSQFNALGINTIISANGAHIKCGETVIHKSVLSSEIVHDLSEFAALHGHGVSY
                     FTEDFAMNGIAADNGRVMQALSETLNLEKYPEKSRDLSEEIYCLCLYADEIEAQKFLE
                     RYPALTFERFHGYVMNVLEDNKVSKVTAIQKVLEHLNICKSEAIAFGDGRNDIEMLEY
                     VGLGIAMGNGGEGLKIRADFVTKKASEGGILFALEKHYVV"
     gene            complement(1946135..1946596)
                     /locus_tag="BA_2078"
                     /old_locus_tag="BA2078"
                     /db_xref="Pathema:BA_2078"
     CDS             complement(1946135..1946596)
                     /locus_tag="BA_2078"
                     /old_locus_tag="BA2078"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25964.1"
                     /db_xref="Pathema:BA_2078"
                     /translation="MFVQSALHQLKVAVDTSIQMLDQYTEIDLKIAPIQSKRSLFEMC
                     AHLSLICHADLLILNGSTEKELRTFYLEHTPETITYMQQIMLEGFTLLSKTFLSYSQE
                     ELAEIKTAYWGVSYSRFEWLLEIVAHFYHHRGQIHILLCEHIKDPNVPLFQ"
     gene            1946768..1947943
                     /gene="dal2"
                     /locus_tag="BA_2079"
                     /old_locus_tag="BA2079"
                     /db_xref="Pathema:BA_2079"
     CDS             1946768..1947943
                     /gene="dal2"
                     /locus_tag="BA_2079"
                     /old_locus_tag="BA2079"
                     /EC_number="5.1.1.1"
                     /note="identified by similarity to SP:P10724; match to
                     protein family HMM PF00842; match to protein family HMM
                     PF01168; match to protein family HMM TIGR00492"
                     /codon_start=1
                     /transl_table=11
                     /product="alanine racemase"
                     /protein_id="AAP25965.1"
                     /db_xref="Pathema:BA_2079"
                     /translation="MSLKYGRDTIVEVDLNAVKHNVKEFKKRVNDENIAMMAAVKANG
                     YGHGAVEVAKAAIEAGINQLAIAFVDEAIELREAGINVPILILGYTSVAAAEEAIQYD
                     VMMTVYRSEDLQGINEIANRLQKKAQIQVKIDTGMSRIGLQEEEVKPFLEELKRMEYV
                     EVVGMFTHYSTADEIDKSYTNMQTSLFEKAVNTAKELGIHIPYIHSSNSAGSMEPSNT
                     FQNMVRVGIGIYGMYPSKEVNHSVVSLQPALSLKSKVAHIKHAKKNRGVSYGNTYVTT
                     GEEWIATVPIGYADGYNRQLSNKGHALINGVRVPVIGRVCMDQLMLDVSKAMPVQVGD
                     EVVFYGKQGEENIAVEEIADMLGTINYEVTCMLDRRIPRVYKENNETTAVVNILRKN"
     gene            complement(1947964..1948677)
                     /locus_tag="BA_2080"
                     /old_locus_tag="BA2080"
                     /db_xref="Pathema:BA_2080"
     CDS             complement(1947964..1948677)
                     /locus_tag="BA_2080"
                     /old_locus_tag="BA2080"
                     /note="identified by similarity to EGAD:165092; match to
                     protein family HMM PF08241; match to protein family HMM
                     PF08242"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25966.1"
                     /db_xref="Pathema:BA_2080"
                     /translation="MSKKLIYSDYDIFASIYNKHWGHYAEHAYLLLEKLVLQYAPPHS
                     HISDLCCGTGHLTKKLIDNHFVVTGIDGSAQMIEYARQNAPDAAFIVDDARYFNINEQ
                     FQYVISTGDSLNHILKLDELKSVFRNVYSVLHSEGTFVFDMNTEKGFLENWTASFHIS
                     ADEYVCTIDSTYDSENKKAEMNFILFQHDIDNNWTRSDFSFEEACYSNEEIISSLESV
                     GFKDIQSHGTNRAFFICQK"
     gene            complement(1948670..1949557)
                     /locus_tag="BA_2081"
                     /old_locus_tag="BA2081"
                     /db_xref="Pathema:BA_2081"
     CDS             complement(1948670..1949557)
                     /locus_tag="BA_2081"
                     /old_locus_tag="BA2081"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP25967.1"
                     /db_xref="Pathema:BA_2081"
                     /translation="MEIQKKWSLTECEIQQMKDLAHICGQHDRIDYSSDLHINFLTAR
                     NKEEINDFLFYDDTKLVGALSMYDFERPTKLELIGFVHPNYRKQRIGTTLLQTAMKEI
                     RLRGADEALLIMNGESASGKEFAIHMELPYLHSEYSMEFKGKEVQKTTKNAIQLTLAS
                     SKSLLDLIELSSKAFGDSVENTATWLQKMMNSSSYQVYSVLINEKVIGTITVSKEDQS
                     TTLSGFAVHPSYQGQGYGKDILTSMIHTLITKGVSTIKLDVETKNNNALKLYTQCGFE
                     MKAKHDYYNVMNSGVNTYV"
     gene            complement(1949581..1950459)
                     /locus_tag="BA_2082"
                     /old_locus_tag="BA2082"
                     /db_xref="Pathema:BA_2082"
     CDS             complement(1949581..1950459)
                     /locus_tag="BA_2082"
                     /old_locus_tag="BA2082"
                     /note="identified by similarity to EGAD:174060"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25968.1"
                     /db_xref="Pathema:BA_2082"
                     /translation="MLQQLFASPILSIQTLHPGYEEHASDVFLVKTAFEEVIVRSSKM
                     NEEPNNDFWWGCKNLFGIDPRNVHHLELIHELLKKHTNLPIPTILQKHVLNGRKFVSV
                     EKLTGNTLQSFIGQSDSILFSLGKGLAEIHSFQAAFIGNPSGTFQVPLEEFKSHILKV
                     SKELVNRFYSDNASIRNAFPTFEQQLSSLPVPKEATLVLIDMDPTQFLSDGTTITGLV
                     DTEAYAVAPREFEFIGLEYVLTEKEAHAFKSGYETIMPIPQLEKCRQPYRYLYRLLSV
                     QGSVELEKWLRHPSYF"
     gene            1950847..1952055
                     /locus_tag="BA_2083"
                     /old_locus_tag="BA2083"
                     /db_xref="Pathema:BA_2083"
     CDS             1950847..1952055
                     /locus_tag="BA_2083"
                     /old_locus_tag="BA2083"
                     /note="identified by match to protein family HMM PF00201;
                     match to protein family HMM PF04101; match to protein
                     family HMM TIGR01426"
                     /codon_start=1
                     /transl_table=11
                     /product="glycosyltransferase, MGT family"
                     /protein_id="AAP25969.1"
                     /db_xref="Pathema:BA_2083"
                     /translation="MANVLVINFPGEGHINPTLAIISELIRRGETVVSYCIEDYRKKI
                     EATGAEFREFENFLSQINIMERVNEGGSPLTMLSHMIEASERIVTQIVEETKGEQYDY
                     LLYDNHFPVGRIIANVLQLPSISSCTTFAFNQYITFNDEQESRQVDETNPLYQSCLAG
                     MEKWNRQYGMKCNSMYDIMNHPGDITIVYTSKEYQPRSDVFDESYKFVGPSIATRKEV
                     GSFPMEDLKGEKLIFISMGTVFNEQPELYEKCFEAFKGVEATVILAVGKKINISQFEN
                     IPNNFKLYNYVPQLEVLQHADVFVTHGGMNSSSEALYYGVPLVVIPVTGDQPLVAKRV
                     NEVGAGIRLNRKELTSELLRETVKEVMYDVTFKENSRKVGESLRNAGGYKRAVDEIFK
                     MKMNSYLKLK"
     gene            1952223..1953068
                     /locus_tag="BA_2084"
                     /old_locus_tag="BA2084"
                     /db_xref="Pathema:BA_2084"
     CDS             1952223..1953068
                     /locus_tag="BA_2084"
                     /old_locus_tag="BA2084"
                     /note="identified by similarity to GP:10175586; match to
                     protein family HMM PF02588"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25970.1"
                     /db_xref="Pathema:BA_2084"
                     /translation="MKKVFEYVLLTIGSIIVAGSLELILAPNGLVDGGVTAIAIMANK
                     VAGLPLYGVFLGINIPILLFTAKVMGKKFFIRTSYANVVTTLGLIYLKPFPAITTSEL
                     LIVLYGGVLFGVGVGIVVKMGGAIDGSEMLAVWMNKHFKVPISTFLLAVNAVIFIFVA
                     ILFSIEQAMFSLAIFYIVTKMIDFILDGINQGKSVMIISGKNKEIGDLLMKELQLSVT
                     YLHGEGGFLGEHKRIIYCITNRFIYPKMKDLVLSVDPTAIIEASYSTETTGVKRPGRA
                     MRSEK"
     gene            complement(1953115..1954515)
                     /locus_tag="BA_2085"
                     /old_locus_tag="BA2085"
                     /db_xref="Pathema:BA_2085"
     CDS             complement(1953115..1954515)
                     /locus_tag="BA_2085"
                     /old_locus_tag="BA2085"
                     /note="identified by similarity to OMNI:NTL01BS00524;
                     match to protein family HMM PF00392"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, GntR family"
                     /protein_id="AAP25971.1"
                     /db_xref="Pathema:BA_2085"
                     /translation="MDLTIPLVLQNKTPIYLQIYEYMNREISQGSLRAGTRLPSHRNL
                     AMQLNVSRITVESAYQQLLAEGYVESKPKRGIFVAEVDIDVIQKKQQIASNIANNKES
                     EQYDYDCSQGLIDQKSFPITNWKRALHETLFQYEDELFAKEDPQGELVLREHISKYLY
                     HARGVHSSPDQIIVGAGTQPLLWLLLQLLGSKKEYGIENPGFHRIPAMIQSCGLPVHP
                     IPLDDKGIHISTLRESGANVAYVTPSHQFPLGIIMPLSRRLELLKWANDCKGYIIEDD
                     YDGEFRYIGKPIPSLQGLDSNERVIYMGTFSKSFLPSLRMGYIVLPPHLLKVYKELGG
                     MFKQTVSTMQQLTFATFIQNGDWERHINRSRTLYKRKHISLIKSITNEMGNNVHILGE
                     QSGLHIVLHVHNGMNERELLHVAAKQRIKLYPLSTYDSVHNVREESYVLLGFGSIPED
                     CIETVVKLLKKAWFPK"
     gene            1954646..1955068
                     /locus_tag="BA_2086"
                     /old_locus_tag="BA2086"
                     /db_xref="Pathema:BA_2086"
     CDS             1954646..1955068
                     /locus_tag="BA_2086"
                     /old_locus_tag="BA2086"
                     /note="identified by similarity to OMNI:NTL01BH1585; match
                     to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP25972.1"
                     /db_xref="Pathema:BA_2086"
                     /translation="MNIKEVVTEADLHDVFPVLQQLRTKLSREEASSLFQKMKEENYK
                     LFSLRNEENEVVSLAGVAICTNFYNEKHVFVYDLVTAEAHRSKGYGNVLLSYVEKWGK
                     EKGCSSIVLTSAFPRIDAHRFYEREGFDKVSYSFYKEL"
     gene            1955216..1956342
                     /locus_tag="BA_2087"
                     /old_locus_tag="BA2087"
                     /note="putative serine/threonine protein phosphatase,
                     authentic frameshift; an automated process has identified
                     a potential problem with this gene model; it may contain
                     one or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2087"
     gene            complement(1956442..1956972)
                     /locus_tag="BA_2088"
                     /old_locus_tag="BA2088"
                     /db_xref="Pathema:BA_2088"
     CDS             complement(1956442..1956972)
                     /locus_tag="BA_2088"
                     /old_locus_tag="BA2088"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25973.1"
                     /db_xref="Pathema:BA_2088"
                     /translation="MNNRFSITLFLTIVTTNIILYFFLPSNIVTKWDFNGTPTSTMDK
                     GTFVIVNIIICSFVFFLFLALSKAASNQKFLHLIGNTMLLFLFFVDIVIALIALGFSL
                     PLDHFIFLTLGLLFILIGYFSSKIDTTKSTVSLEWNDKHLEKRASNICSISMIIAGIF
                     LAGLPFIVYAPYRGYV"
     gene            1957109..1957666
                     /locus_tag="BA_2089"
                     /old_locus_tag="BA2089"
                     /db_xref="Pathema:BA_2089"
     CDS             1957109..1957666
                     /locus_tag="BA_2089"
                     /old_locus_tag="BA2089"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP25974.1"
                     /db_xref="Pathema:BA_2089"
                     /translation="MKNVIIKGDKVTIRTIEESDIKTLWNLVFKEENPEWKKWDAPYF
                     SFSMQEYSVYKEKMQTRLKEEPLSNLIIENNGQVIGTVGFYWEYKPTRWLEMGIVIYN
                     PAYWNGGYGTEALTLYRDLLFEKMEIGRVGLTTWSGNERMMKVAEKIGMSLEGRMRKC
                     RYYNGTYYDSIRMGMIREEWEALKN"
     gene            1957645..1957758
                     /locus_tag="BA_2090"
                     /old_locus_tag="BA2090"
                     /db_xref="Pathema:BA_2090"
     CDS             1957645..1957758
                     /locus_tag="BA_2090"
                     /old_locus_tag="BA2090"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25975.1"
                     /db_xref="Pathema:BA_2090"
                     /translation="MGSVEKLKLIKVDYENGSAISSSILAEYNVKRMETSR"
     gene            1957755..1958240
                     /locus_tag="BA_2091"
                     /old_locus_tag="BA2091"
                     /db_xref="Pathema:BA_2091"
     CDS             1957755..1958240
                     /locus_tag="BA_2091"
                     /old_locus_tag="BA2091"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP25976.1"
                     /db_xref="Pathema:BA_2091"
                     /translation="MTYVIREMKQEDIHAVQSVAKIAWHDTYEGIIPREIQDSFLDEA
                     YSEEKMKYRLENTHLFVAEEEGEVIGFANFSPVRLQNEAELGAIYLLPDQQGKGIGSA
                     LLQKGLTVLKGIRKLYIHVEAANEKGKRFYEAKGFAQLEEFEEDFEGHMMQTVRMVLY
                     I"
     gene            1958319..1958621
                     /locus_tag="BA_2092"
                     /old_locus_tag="BA2092"
                     /db_xref="Pathema:BA_2092"
     CDS             1958319..1958621
                     /locus_tag="BA_2092"
                     /old_locus_tag="BA2092"
                     /note="identified by similarity to EGAD:155923"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25977.1"
                     /db_xref="Pathema:BA_2092"
                     /translation="MSKIVNHQGNIHIGAMHLKENGIIGYHEAVVSQLLLIVDGEGYV
                     CGANKEKVKVEAGQAVFWEKGEFHETSTEKGLMAIVIESEELEKGILMKEVGKFDD"
     gene            1958642..1958836
                     /locus_tag="BA_2093"
                     /old_locus_tag="BA2093"
                     /db_xref="Pathema:BA_2093"
     CDS             1958642..1958836
                     /locus_tag="BA_2093"
                     /old_locus_tag="BA2093"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25978.1"
                     /db_xref="Pathema:BA_2093"
                     /translation="MRKVTQIVICATAVLFITLAMVNGETWKDKIVISLAVLIFTGFS
                     LVWNTFVINLMEKFNRKRSN"
     gene            1958837..1959022
                     /locus_tag="BA_2094"
                     /old_locus_tag="BA2094"
                     /db_xref="Pathema:BA_2094"
     CDS             1958837..1959022
                     /locus_tag="BA_2094"
                     /old_locus_tag="BA2094"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25979.1"
                     /db_xref="Pathema:BA_2094"
                     /translation="MLKQGRIIIVIGTLVTLIASFMVPADNKTRLINVLVIFLFGVIA
                     VWSSVLFERIYQKIHKK"
     gene            1959084..1959257
                     /locus_tag="BA_2095"
                     /old_locus_tag="BA2095"
                     /db_xref="Pathema:BA_2095"
     CDS             1959084..1959257
                     /locus_tag="BA_2095"
                     /old_locus_tag="BA2095"
                     /note="identified by similarity to GP:2654481"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25980.1"
                     /db_xref="Pathema:BA_2095"
                     /translation="MIIVIMVESAHKCNFDYVGVPYPVGYLGDEKVLRFNHDKIVEEM
                     HRGYMTESELVEL"
     gene            1959308..1959496
                     /locus_tag="BA_2096"
                     /old_locus_tag="BA2096"
                     /db_xref="Pathema:BA_2096"
     CDS             1959308..1959496
                     /locus_tag="BA_2096"
                     /old_locus_tag="BA2096"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25981.1"
                     /db_xref="Pathema:BA_2096"
                     /translation="MGKIMRTLVIIGILIPPVLLWSAPDVPLNDKQLFIGLQLTVGFT
                     TVVVLEIMFKNRKKKREK"
     gene            1959638..1959829
                     /locus_tag="BA_2097"
                     /old_locus_tag="BA2097"
                     /db_xref="Pathema:BA_2097"
     CDS             1959638..1959829
                     /locus_tag="BA_2097"
                     /old_locus_tag="BA2097"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25982.1"
                     /db_xref="Pathema:BA_2097"
                     /translation="MLKQGKFMILNGTMVLVIAGWFFPFNLWQKLFFSIGMISIGMLA
                     YGSSVLFNRLAKKITNRGE"
     gene            complement(1960243..1960410)
                     /locus_tag="BA_2098"
                     /old_locus_tag="BA2098"
                     /db_xref="Pathema:BA_2098"
     CDS             complement(1960243..1960410)
                     /locus_tag="BA_2098"
                     /old_locus_tag="BA2098"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25983.1"
                     /db_xref="Pathema:BA_2098"
                     /translation="MDYKFELLSTGSLVIRLQKEFDTLEAFLNVEVSTFGDWITETVD
                     KILNKKSHHEK"
     gene            complement(1960573..1960941)
                     /locus_tag="BA_2099"
                     /old_locus_tag="BA2099"
                     /db_xref="Pathema:BA_2099"
     CDS             complement(1960573..1960941)
                     /locus_tag="BA_2099"
                     /old_locus_tag="BA2099"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25984.1"
                     /db_xref="Pathema:BA_2099"
                     /translation="MINFEIIREYKRIDYMKKGLGLLVTIMIEAGIVYKSSKILKWSF
                     VDLTFFAGICFVIITYYFSSKGGFSSNSVRLQAQARLGIKVEEEKFEISVNPILIGSI
                     VYTVLSLILVVISYWGYFIK"
     gene            complement(1961168..1961281)
                     /locus_tag="BA_2100"
                     /old_locus_tag="BA2100"
                     /db_xref="Pathema:BA_2100"
     CDS             complement(1961168..1961281)
                     /locus_tag="BA_2100"
                     /old_locus_tag="BA2100"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25985.1"
                     /db_xref="Pathema:BA_2100"
                     /translation="MNFLQNQTAEKYTLLGERQYIGKIHVKSMQDFIQVFG"
     gene            1961864..1962289
                     /locus_tag="BA_2101"
                     /old_locus_tag="BA2101"
                     /db_xref="Pathema:BA_2101"
     CDS             1961864..1962289
                     /locus_tag="BA_2101"
                     /old_locus_tag="BA2101"
                     /note="identified by similarity to EGAD:108145; match to
                     protein family HMM PF09579; match to protein family HMM
                     TIGR02874"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25986.1"
                     /db_xref="Pathema:BA_2101"
                     /translation="MDHPIQGLMKAAMENLKEMVDVNTIVGEPVQTADGGVVLTVSKV
                     AFGFGAGGSDFQTNDGQRANGNPAFGGGSAGGVSITPVAFLVVNKDGVNILHLQNATH
                     LAEKMIELAPQTIDKIQSMFQKDEKKEGNHHPQNPDEIL"
     gene            1962480..1963217
                     /locus_tag="BA_2102"
                     /old_locus_tag="BA2102"
                     /db_xref="Pathema:BA_2102"
     CDS             1962480..1963217
                     /locus_tag="BA_2102"
                     /old_locus_tag="BA2102"
                     /note="identified by similarity to GP:16410254"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25987.1"
                     /db_xref="Pathema:BA_2102"
                     /translation="MIYINGNRRGHCFITSGITFKEFASNIPSPLHQVLLLKHNFEWT
                     DFHYHTLFEYVEEENIHKLIQAEIDEFCWVDFDDASDLDELEPKEIAELLYLAHKKEP
                     LARTFFPLLKNRFVYFSHDDGWYNKVYYRRIADFVGMLSKVIPYKLGAFGKKRFSFFQ
                     KSKIFPAISKEVIMGLLPLMEDGLYIDLAGKIESRRGLEIPVYVVGSYESTDEVLDNI
                     DELKEEATETGWLIFDKKEQEWQWVVD"
     gene            1963269..1963589
                     /locus_tag="BA_2103"
                     /old_locus_tag="BA2103"
                     /db_xref="Pathema:BA_2103"
     CDS             1963269..1963589
                     /locus_tag="BA_2103"
                     /old_locus_tag="BA2103"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25988.1"
                     /db_xref="Pathema:BA_2103"
                     /translation="MKKYYTIVGIISIILVAILLITCPKESDFKLYLEDKYALKCDES
                     SFECTQNVDGKKEKLKFESTDARNGVFFMTVKQTFKTEADVTKEYSGVGMFGTFLFVS
                     EKTF"
     gene            1963659..1963871
                     /locus_tag="BA_2104"
                     /old_locus_tag="BA2104"
                     /db_xref="Pathema:BA_2104"
     CDS             1963659..1963871
                     /locus_tag="BA_2104"
                     /old_locus_tag="BA2104"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25989.1"
                     /db_xref="Pathema:BA_2104"
                     /translation="MKKECIVCGGEEFFSSTLYARTKQDWAYAPNMYRFEKVFIEHRD
                     EENYPVFQEITAKHCCGCGHIMLYHE"
     gene            complement(1963901..1964206)
                     /locus_tag="BA_2105"
                     /old_locus_tag="BA2105"
                     /db_xref="Pathema:BA_2105"
     CDS             complement(1963901..1964206)
                     /locus_tag="BA_2105"
                     /old_locus_tag="BA2105"
                     /note="identified by similarity to EGAD:45823"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25990.1"
                     /db_xref="Pathema:BA_2105"
                     /translation="MKKNEEYAAEISPAGLPIRHKRKEIANEIEGTNTGAMIGYVALF
                     LSLFSIAFYPVTLGSLAILVGLLAVNFGARTLGYTAIGFGSFSVLFTLLYPLALSAF"
     gene            1964527..1965156
                     /locus_tag="BA_2106"
                     /old_locus_tag="BA2106"
                     /db_xref="Pathema:BA_2106"
     CDS             1964527..1965156
                     /locus_tag="BA_2106"
                     /old_locus_tag="BA2106"
                     /note="identified by similarity to EGAD:38914; match to
                     protein family HMM PF01209; match to protein family HMM
                     PF08241; match to protein family HMM PF08242"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25991.1"
                     /db_xref="Pathema:BA_2106"
                     /translation="MWDSGSRSTIIPFFEQYVKKEAEVLDVGCGDGYGTYKLSRTGYK
                     AVGVDLSEVMIQKGKERGEGPDLSFIKGDLSSLPFENEQFEAIMAINSLEWTEEPLRA
                     LNEIKRVLKSDGYACIAILGPTAKPRENSYPRLYGKDVVCNTMMPWEFEQLAKEQGFK
                     VVDGIGVYKRGVNEKMLGQLSTELQQSLTFLWVFMLKKHKEMKEFLGGK"
     gene            1965220..1966908
                     /gene="fhs"
                     /locus_tag="BA_2107"
                     /old_locus_tag="BA2107"
                     /db_xref="Pathema:BA_2107"
     CDS             1965220..1966908
                     /gene="fhs"
                     /locus_tag="BA_2107"
                     /old_locus_tag="BA2107"
                     /EC_number="6.3.4.3"
                     /note="identified by similarity to SP:Q59925; match to
                     protein family HMM PF01268"
                     /codon_start=1
                     /transl_table=11
                     /product="formate--tetrahydrofolate ligase"
                     /protein_id="AAP25992.1"
                     /db_xref="Pathema:BA_2107"
                     /translation="MTTTTTVKSDIEIAQEANMKKIQEIAADLNILEDELEPYGHYKG
                     KLSLDIFKRLQNEKDGKVVLVTAINPTPAGEGKSTVTVGLGQAFNKIGKKTVIALREP
                     SLGPTMGLKGGAAGGGFSQVVPMEDINLHFTGDIHAITTANNALAAFIDNHIQQGNTL
                     GIDTRKIVWKRCVDLNDRALRNVVIGLGGPVQGVPREDGFDITVASEIMAVFCLATDI
                     QDLKARLSRIVVAYNFANQPVTVKDLGVEGALTLLLKDALKPNLVQTLENTPAIIHGG
                     PFANIAHGCNSVIATTMAAKLGDYVITEAGFGADLGAEKFLDIKARAAGIKPEAVVIV
                     ATIRALKMHGGVAKDQLKEENVDALAKGMENLQKHVETIQSFGVPFVIAINKFITDTD
                     AEVAYLQEWCNERGYAVSLTEVWEKGGQGGVDLAEKVLKEIEKGENNYAPLYELELPL
                     EEKIRTIAQKVYGAKDIEFAPKARKQLAQYEGEGWSNLPICMAKTQYSLSDDATKLGR
                     PSDFIVTIRELKPSIGAGFIVALTGTMLTMPGLPKQPAALQMDVNEDGKAVGLF"
     gene            1967546..1968715
                     /locus_tag="BA_2109"
                     /old_locus_tag="BA2109"
                     /db_xref="Pathema:BA_2109"
     CDS             1967546..1968715
                     /locus_tag="BA_2109"
                     /old_locus_tag="BA2109"
                     /note="identified by similarity to EGAD:107920; match to
                     protein family HMM PF00270; match to protein family HMM
                     PF00271; match to protein family HMM PF04851"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent RNA helicase, DEAD/DEAH box
                     family"
                     /protein_id="AAP25993.1"
                     /db_xref="Pathema:BA_2109"
                     /translation="MIKDMQPFLQQAWEKAGFKELTEIQKQAIPTILEGQDVIAESPT
                     GTGKTLAYLLPLLHKINPEVKQPQVVVLAPTRELVMQIHEEVQKFTAGTEISGASLIG
                     GADIKRQVEKLKKHPRVIVGSPGRILELIRMKKLKMHEVKTIVFDEFDQIVKQKMMGA
                     VQDVIKSTMRDRQLVFFSATMTKAAEDAARDLAVEPQLVRVTRAESKSLVEHTYIICE
                     RREKNDYVRRIMHMGDVKAVAFLNDPFRLDEITEKLKFRKMKAAALHAEASKQEREAT
                     MRAFRGGKLEILLATDIAARGIDIDDLTHVIHLELPDTVDQYIHRSGRTGRMGKEGTV
                     VSLVTPQEERKLLQFAKKLGIVFTKQEMFKGSFVETKPKAPKKKKPAFTGKKKPR"
     gene            1968858..1969304
                     /locus_tag="BA_2110"
                     /old_locus_tag="BA2110"
                     /db_xref="Pathema:BA_2110"
     CDS             1968858..1969304
                     /locus_tag="BA_2110"
                     /old_locus_tag="BA2110"
                     /note="identified by similarity to EGAD:23071"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25994.1"
                     /db_xref="Pathema:BA_2110"
                     /translation="MLRVCNEIGDLAFRFGGFFAIETGSEKAIVLKRFIENINSKGLA
                     VNFDPANLISDVNENPVEGLLLLKDYIVQTHIKDCTKVKSDSSSKYIEVAAGNGEVDF
                     DIFFKVLDNIGFEGYNMIERNDYFDELDGMSQSINFAKKYIPTQKE"
     gene            1969360..1969743
                     /locus_tag="BA_2111"
                     /old_locus_tag="BA2111"
                     /db_xref="Pathema:BA_2111"
     CDS             1969360..1969743
                     /locus_tag="BA_2111"
                     /old_locus_tag="BA2111"
                     /note="identified by match to protein family HMM PF00903"
                     /codon_start=1
                     /transl_table=11
                     /product="glyoxalase family protein"
                     /protein_id="AAP25995.1"
                     /db_xref="Pathema:BA_2111"
                     /translation="MIHKVGQIMLYVNNQDEAVNFWKEKVGFHVVAEEDNKQGMRWIE
                     IAPKSGAETSIILHNKEVISKMSPELNLGTPSLMFFSENLDQLYTDLTNKNVTVGEMV
                     TMPSGKVFNFADSEGNYFAVMEKNQ"
     gene            complement(1969789..1970427)
                     /locus_tag="BA_2112"
                     /old_locus_tag="BA2112"
                     /db_xref="Pathema:BA_2112"
     CDS             complement(1969789..1970427)
                     /locus_tag="BA_2112"
                     /old_locus_tag="BA2112"
                     /note="identified by similarity to GP:22776717"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP25996.1"
                     /db_xref="Pathema:BA_2112"
                     /translation="MGSRIMHAIIANGIAEKLCIQDKTSFILGGVAPDAVHSAEEKGT
                     SHFYASTTKNYTRRIAFNSFFQKYKAQMDSPFLLGYYTHLIADDNWLSGFFLPWLKNR
                     IENDETIAPLYYNDFKLLNAKLLHHYDKEQQLFSLLNQDTHIVDIEEVSKENVLEFRK
                     YLFEDMLYPEQHLHKDLQVFTFNQIIGYIETAIEKGVFYINQLSNEKSTSNM"
     gene            complement(1970457..1971446)
                     /locus_tag="BA_2113"
                     /old_locus_tag="BA2113"
                     /db_xref="Pathema:BA_2113"
     CDS             complement(1970457..1971446)
                     /locus_tag="BA_2113"
                     /old_locus_tag="BA2113"
                     /note="identified by match to protein family HMM PF00107;
                     match to protein family HMM PF08240"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, zinc-binding dehydrogenase
                     family"
                     /protein_id="AAP25997.2"
                     /db_xref="Pathema:BA_2113"
                     /translation="MMKAIVVTSFGGSEVMKYTDVDIPAISEDQVLIRVVATSVNFAD
                     IKSRYGKKGNKALPFILGIDAAGIVERVGSHVKNIYPGQRVIAFPQNGSYAEYVVANE
                     NLTFVLPDEVDFQTAAACPIVSFTSYNLLANVARLQQGESVLIHAAAGGIGTTAIQLA
                     KLLGAGTVIGTVGSEAKKEIALDAGADYVIGHQDEDFVEKVNELTNGEGVDVILDSIS
                     GTVSERSLKCLAYYGRLIHFGNASGEIGNFQTKDLHASCRSILGFSFGTTRKKRPELL
                     QETANEVFRYLRDGHLQIKATKSFPLQDAGKAHEWVESRKSTGKVILTVQSSS"
     gene            1971649..1972227
                     /locus_tag="BA_2114"
                     /old_locus_tag="BA2114"
                     /db_xref="Pathema:BA_2114"
     CDS             1971649..1972227
                     /locus_tag="BA_2114"
                     /old_locus_tag="BA2114"
                     /note="identified by match to protein family HMM PF04542;
                     match to protein family HMM PF04545; match to protein
                     family HMM PF08281; match to protein family HMM TIGR02937"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA polymerase sigma-70 factor, ECF family"
                     /protein_id="AAP25998.1"
                     /db_xref="Pathema:BA_2114"
                     /translation="MKSEIDYVHLIQLTLAGNKEAYSELYDVTIQEVYKTVHFLIEDK
                     TDVDDVVQEVYIQLYESLRKYDSEKPFRPWLIGLTIKQIHSYRRKRWMRLRIIKKAEE
                     QRKPVQIDFSNDLISKISNQKLIELIHKLPYKLKQVIILRYLHDYSQEEVAQILHIPI
                     GTVKSRIHAALKKLRQKEQIEEIFLGEVGNVK"
     gene            1972224..1972904
                     /locus_tag="BA_2115"
                     /old_locus_tag="BA2115"
                     /db_xref="Pathema:BA_2115"
     CDS             1972224..1972904
                     /locus_tag="BA_2115"
                     /old_locus_tag="BA2115"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP25999.1"
                     /db_xref="Pathema:BA_2115"
                     /translation="MSLDCRVRESIQEEAKGIVAPPELKEKVIVQIKMNQGGRKRKKR
                     LIAGVLAAAFLIPTTGFAYQSIMADGIYGSFENLKKHAGTMTLEAYMRFSAKLSEAKD
                     EMGTKEYEVFTKELKKLTNAKLAYGDSNGNIDYDALSSEKREEMKKVSMGLQPYFDKL
                     NGHKSSKEVLTQEEFDRYMEALMTHEIVRVKTKSTGAIKVEEIPEAYKERFIKAEQFM
                     EYVDEKVR"
     gene            complement(1972962..1973420)
                     /locus_tag="BA_2116"
                     /old_locus_tag="BA2116"
                     /db_xref="Pathema:BA_2116"
     CDS             complement(1972962..1973420)
                     /locus_tag="BA_2116"
                     /old_locus_tag="BA2116"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26000.1"
                     /db_xref="Pathema:BA_2116"
                     /translation="MSKGWWNVMQKVMLYLCFTLFVVLLLFVGVKIQFYLDTDAQVNF
                     NVYPRLFYFTLFPLIVGILLRFLQSINRETSKQNWSFQTDKFIAITLPMLFISFSPAL
                     LFSPVGSYLPYLANIILINTTFVTIISLIAGYSLLDCFIQKDTVNMKKYN"
     gene            complement(1973481..1974452)
                     /locus_tag="BA_2117"
                     /old_locus_tag="BA2117"
                     /db_xref="Pathema:BA_2117"
     CDS             complement(1973481..1974452)
                     /locus_tag="BA_2117"
                     /old_locus_tag="BA2117"
                     /note="identified by match to protein family HMM PF00753"
                     /codon_start=1
                     /transl_table=11
                     /product="metallo-beta-lactamase family protein"
                     /protein_id="AAP26001.1"
                     /db_xref="Pathema:BA_2117"
                     /translation="MKKVEQLSSHLYLIDDFDLQHNERTGTYVLLGDDITLIETCAAP
                     SLPYILDGLQQLHIGLNEVKNIIVTHVHLDHAGAAGLMMEKCPNATLYVHSRGARHMI
                     DPTKLILGAKAVYKEDFNKLFDPILPIEEERVHIVQHGDTLQIAEDRILTFYDTPGHA
                     KHHISIHDSLTNGIFTGDTIGIYYRELADLGVELYLPSTSPSQFQPDAMIASKNHIQS
                     MNVDTIYFGHYGASSNVTEVYKQLEHWLPIFVHTGKEVFEKYNDFDEATKALQTILMD
                     KISSHLIKLNVPSDHSVYNILHLDIEISAMGIIDYFTKLEKTNPPIS"
     gene            complement(1974550..1974771)
                     /locus_tag="BA_2118"
                     /old_locus_tag="BA2118"
                     /db_xref="Pathema:BA_2118"
     CDS             complement(1974550..1974771)
                     /locus_tag="BA_2118"
                     /old_locus_tag="BA2118"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26002.1"
                     /db_xref="Pathema:BA_2118"
                     /translation="MVFNMKTAQHETISNREFYFVLYMMLLYVIGWVIDVNGLFLSSY
                     FNLAGEIMLPLVGGIVGLFVMSINKQQRQ"
     gene            1974985..1975467
                     /gene="bsaA"
                     /locus_tag="BA_2119"
                     /old_locus_tag="BA2119"
                     /db_xref="Pathema:BA_2119"
     CDS             1974985..1975467
                     /gene="bsaA"
                     /locus_tag="BA_2119"
                     /old_locus_tag="BA2119"
                     /EC_number="1.11.1.9"
                     /note="identified by similarity to EGAD:45646; match to
                     protein family HMM PF00255"
                     /codon_start=1
                     /transl_table=11
                     /product="glutathione peroxidase"
                     /protein_id="AAP26003.1"
                     /db_xref="Pathema:BA_2119"
                     /translation="MTVYDFSAKTITGEEKSLKDYEGKVLLIVNVASKCGFTPQYKGL
                     QEVYDKYKEQGLEILGFPCNQFGGQEPGTEADITSFCELNYGVNFPMFAKIDVKGDKA
                     HPLYTYMTEQAPGLLGMKAVKWNFTKFLIGKDGKVVGRFAPQTKPVDLEVEIEKVLGE
                     "
     gene            complement(1975551..1977779)
                     /locus_tag="BA_2120"
                     /old_locus_tag="BA2120"
                     /db_xref="Pathema:BA_2120"
     CDS             complement(1975551..1977779)
                     /locus_tag="BA_2120"
                     /old_locus_tag="BA2120"
                     /note="identified by similarity to EGAD:107589; match to
                     protein family HMM PF01841"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane-bound protease"
                     /protein_id="AAP26004.1"
                     /db_xref="Pathema:BA_2120"
                     /translation="MITLQAKKQWDMTRFFMHACAFLLLLEWIRPLIGITNVGRLDIF
                     VIFIGICFTLSFFQTKWQIPIKIVTILFIIHLLYYKNIFINPSWLTKFFTDISRNSSL
                     LFQGNLLDISPVFPTVLFFLSFWFLSAFISFWLIHKKRGLLFLILTIIYITTFHNLHV
                     YNANYAIIRTVVIGFFMLSLLRIEHIKESEHLQNYAREISKLLKPLTIFIVLLATIAY
                     FAPKFGPQWPNPMDFLKFNTSESSKKQEVSKIGYGLDDSKLGGPFTSDPTIVFTAQTQ
                     NKQYWRVETKDFYTGKGWEVSENQKKVTFKNKNDVVSWYEQNTKTETTTATITMQKSY
                     PHLTYPAGLVSVEASSDISYSVDPFSEKIYTMDADSSTTLHSYKVTYEVPEFSIENLK
                     AVKTNEGQETNPYFMTKYTQLPESLPQRVRDLAVNLTNDKNNRYDKVLAIENYFTDHS
                     FVYETTNVSFPTKHQDYVDQFLFDTKSGYCNNFSTSMIVLLRSAGIPARWVKGYTEGT
                     LDNTLVGAEGEDVYKVANDNAHSWVEVYFPGYGWIPFEPTKGFTNPYNFTNNTPAPTL
                     QNNEVYNSNNEPIQQRNNEAKLKSLIEDTEDASTKKIPNSKNGFSWWYVFLSTIPISI
                     IGYILFITRMKWITFFIIHFYKYRKDDAVYTKAYDSLLKQFARIGIRRDESQTFREYA
                     LHVDTLYNSADMQQLTFSYEYAMYQKGQAAAEWKKSVHLWEKLMKKAASPPKSNDFHS
                     AI"
     gene            complement(1977776..1978990)
                     /locus_tag="BA_2121"
                     /old_locus_tag="BA2121"
                     /db_xref="Pathema:BA_2121"
     CDS             complement(1977776..1978990)
                     /locus_tag="BA_2121"
                     /old_locus_tag="BA2121"
                     /note="identified by similarity to EGAD:98919; match to
                     protein family HMM PF01882"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26005.2"
                     /db_xref="Pathema:BA_2121"
                     /translation="MKRTLRALYHVTKLLLIPLCLVLTFVYAMLQGGFVSWFLFYSMV
                     PIGLYSLLLPFYALRGAEVKRITNQNDYVAGERFVSTITIKRKFPFPLLYLVIEDELP
                     PHLTSCRQTKMNKTILFPGLKRNISFQYAIDTIPRGEHTFSSVRVKTGDLFSMMEKEV
                     TFSVPDTFLIYPQYVDITYQQLENHFEQGALSANINFTKDSTISVGLRDYKPGDRFSW
                     IDWKATARTNNIMTKEFEQQRSHNIMIFIDRTESPLFESVVTFTASIVRAVLKQNSPA
                     SFVSVGKERTFFPLDNGDSQLQQIFCHLAKVQADSVFPLSQSVEMELRKVYEPVTIIL
                     VTSDLSPDIQKAADYTAIQNRKLLVFIVKEKPNQLSHRELSILETLQKRKIFVNVVYG
                     NQYTNVFFEVSK"
     gene            complement(1978990..1979880)
                     /locus_tag="BA_2122"
                     /old_locus_tag="BA2122"
                     /db_xref="Pathema:BA_2122"
     CDS             complement(1978990..1979880)
                     /locus_tag="BA_2122"
                     /old_locus_tag="BA2122"
                     /note="identified by similarity to OMNI:NTL01BS00633;
                     match to protein family HMM PF07726; match to protein
                     family HMM PF07728"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26006.1"
                     /db_xref="Pathema:BA_2122"
                     /translation="MHQLDSLHPIIEKIINNIEKLMVGKRKETILALTALLAEGHVLL
                     EDVPGVGKTMLVRALSKSIDADYKRIQFTPDLLPSDVTGVSIYNPKELQFEFKPGPIM
                     GNFILADEINRTSPKTQSALLESMEEGNITIDGMTRPLPKPFFVMATQNPVEYEGTYP
                     LPEAQLDRFLLKLKMGYPTPEEELLYLQQSVREVSMDKGIKHYIVKLVSQTRSYSSIQ
                     LGASPRGSIALMKASQAYAFIHGRNYVIPDDVKFLAPYVLAHRLILKMEAKFEGITGE
                     QVISKIVARTTVPTQRKMNL"
     gene            complement(1980269..1980610)
                     /locus_tag="BA_2123"
                     /old_locus_tag="BA2123"
                     /db_xref="Pathema:BA_2123"
     CDS             complement(1980269..1980610)
                     /locus_tag="BA_2123"
                     /old_locus_tag="BA2123"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26007.1"
                     /db_xref="Pathema:BA_2123"
                     /translation="MKYPYSFEVLNSGDLVMRLPKEIKLVETFLGIEVAAFGDWILEE
                     IHSILNGEKNYVVVNGNICGLEIQNDTTTILDNLAEYGKGEYCEIETMELVELIHIWL
                     NKRKEYKKDTK"
     gene            complement(1980703..1981203)
                     /locus_tag="BA_2124"
                     /old_locus_tag="BA2124"
                     /db_xref="Pathema:BA_2124"
     CDS             complement(1980703..1981203)
                     /locus_tag="BA_2124"
                     /old_locus_tag="BA2124"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26008.1"
                     /db_xref="Pathema:BA_2124"
                     /translation="MKLEPLYAENIIVAIIYKNEFRWYVTDKELWFLDYNKLDNAYKN
                     LGISIEDNDETEERNGIKVLDHENVEVFLVRINKYKTTKEELNYLLLENIKRKNAGED
                     LLDFSPILLINFDNKILYSMFPEPASYENYVPKDWSGTYEDFTEFIPTSEKYWIDKFN
                     NNLLLL"
     gene            1981682..1985365
                     /gene="narG"
                     /locus_tag="BA_2125"
                     /old_locus_tag="BA2125"
                     /db_xref="Pathema:BA_2125"
     CDS             1981682..1985365
                     /gene="narG"
                     /locus_tag="BA_2125"
                     /old_locus_tag="BA2125"
                     /EC_number="1.7.99.4"
                     /note="identified by match to protein family HMM PF00384;
                     match to protein family HMM PF01568; match to protein
                     family HMM TIGR01580"
                     /codon_start=1
                     /transl_table=11
                     /product="respiratory nitrate reductase, alpha subunit"
                     /protein_id="AAP26009.1"
                     /db_xref="Pathema:BA_2125"
                     /translation="MKKKPSALMRRLKYFSPIDRYNDNHTQETYEDREWENVYRKRWQ
                     HDKVIRSTHGVNCTGSCSWNIYVKDGIVTWEGQELNYPTTGPDMPDFEPRGCPRGASF
                     SWYIYSPLRVKYPYVRGVLWSMWLEELQNNESPLDAWKSIVENPEKARKYKQARGKGG
                     FVRANWDEVLQLVSASLLYTVMKYGPDRNVGFSPIPAMSMLSHAAGSRFMQLMGGPML
                     SFYDWYADLPPASPQIWGDQTDVPESSDWYNSGYIMTWGSNVPMTRTPDAHFLAEVRY
                     KGTKVVSVSPDFAESTKFADDWISVKQGTDGAVAMAMGHVILQEFYVDNQVEYFTKYA
                     KQYTDFPFFVTLKQKGDQFVADRFLNASDIGRETKLGEWKPVLWNENTNDFATPHGTM
                     GSRWDNEKKWNLRLEDEETGGKIDPRLSLLGMEDSVQTVQIPYFSDDGNTVLERTIPV
                     KKVMTEEGEVFVTTVYDLTLANYGVNRGLGGQEPKDFNDDVPFTPAWQEKMTGVKREL
                     IIQIAREFAQNAVDTNGRSMIIVGAGINHWFNSDTIYRAVLNLVLLVGAQGVNGGGWA
                     HYVGQEKLRPAEGWQTIAMAKDWQGPPKLQNGTSFFYFVTDQWRYEDTPVGHLASPVE
                     GNSRYQHHGDYNVLAARLGWLPSYPTFEKNGIELYKEAVAAGATTQEEIGKYVAQKLK
                     EKELKFAIEDPDNKNNFPRNLFVWRANLISSSGKGHEYFLKHLLGTTNGLMNDDRDSL
                     RPEEIKWHEDAPEGKLDLLINLDFRMAGTALYSDIVLPASTWYEKHDLSSTDMHPFVH
                     PFNPAIGSPWEARSDWDIFTSLSKAVSDLAEKIDLDPMKEVVATPLLHDTPQELAQPL
                     GKIKDWSKGECEPIPGKTMPQIHVVERDYKTIYDKMTALGPNAGKQPIGTKGISWSAE
                     KEYEQLKSRLGVVRTDSIAKGCPDIKEAINAAEAVLTLSSTTNGHMAVKAWEALEKQT
                     DLKLRDLAEEREEECFTFEQITAQPKTVITSPAFTGSEKGGRRYSPFTTNVERLIPWR
                     TITGRQSFYLDHDMMKEFGETMATFKPILQHKPFRKSRPEVEGKEITLNYLTPHNKWS
                     IHSMYFDSLPMLTLFRGGPTVWMNKEDAAEAGVADNDWIECFNRNGVVVARAVVTHRI
                     PRGMAFMHHAQDRHINVPGTKLTSNRGGTHNSPTRIHVKPTHMIGGYGQLSYGFNYYG
                     PTGNQRDLNVVIRKLKEVDWLED"
     gene            1985355..1986830
                     /gene="narH"
                     /locus_tag="BA_2126"
                     /old_locus_tag="BA2126"
                     /db_xref="Pathema:BA_2126"
     CDS             1985355..1986830
                     /gene="narH"
                     /locus_tag="BA_2126"
                     /old_locus_tag="BA2126"
                     /EC_number="1.7.99.4"
                     /note="identified by similarity to SP:P42176; match to
                     protein family HMM TIGR01660"
                     /codon_start=1
                     /transl_table=11
                     /product="respiratory nitrate reductase, beta subunit"
                     /protein_id="AAP26010.2"
                     /db_xref="Pathema:BA_2126"
                     /translation="MKIKAQVGMVMNLDKCIGCHTCSVTCKNTWTNRPGAEYMYFNNV
                     ETKPGIGYPKQWEDQEKYKGGWELKNGEIQLKSGSKMKRLMNIFHNPDQPTIDDYFEP
                     WNYDYETLTTSPQRKHQPVARPKSAITGEFIDKIEWGPNWEDDLAGGHITGLQDPNVK
                     KMEEEIKTDFENVFMMYLPRICEHCMNPSCVSSCPSGAMYKREEDGIVLVDQNACRAW
                     RFCVSSCPYKKVYVNWQTNKAEKCTMCFPRIEAGMPTICSETCVGRIRYIGVMLYDAD
                     KVKEAASVENEKDLYESQLTVFLDPNDPEVVAEAKKQGIPEEWIKAAQESPIYKMIID
                     WKIALPLHPEYRTMPMVWYIPPLSPIMNMVEGKGSNWQAEEIFPAIDNMRIPIQYLAN
                     LLTAGDESHIRLTLKKMAVMRTHMRALQINKEPNEAVLKELGLTKQDVEDMYRLLAIA
                     KYKDRFVIPTSHREQVADLYNEQGSCGLSFAGGPGSCMTIS"
     gene            1986850..1987380
                     /gene="narJ"
                     /locus_tag="BA_2127"
                     /old_locus_tag="BA2127"
                     /db_xref="Pathema:BA_2127"
     CDS             1986850..1987380
                     /gene="narJ"
                     /locus_tag="BA_2127"
                     /old_locus_tag="BA2127"
                     /note="identified by similarity to SP:P42178; match to
                     protein family HMM PF02613; match to protein family HMM
                     TIGR00684"
                     /codon_start=1
                     /transl_table=11
                     /product="nitrate reductase molybdenum cofactor assembly
                     chaperone"
                     /protein_id="AAP26011.1"
                     /db_xref="Pathema:BA_2127"
                     /translation="MKQSLQIAFSCSSFLLSYPELGWREALTELLEEIEAIEQEDVKA
                     ELTTFIKQALHKTNDQLIDSYVYTFDFGKKTNMYLTYMNTGEQRERGIELLELKQHYK
                     KSGFEVTDKELPDYLPLLLEFFANANEQDSEPIMSKYKENIQALHVQLKEADSMYEPI
                     LSAVLLAIDTWGVQTN"
     gene            1987398..1988087
                     /gene="narI"
                     /locus_tag="BA_2128"
                     /old_locus_tag="BA2128"
                     /db_xref="Pathema:BA_2128"
     CDS             1987398..1988087
                     /gene="narI"
                     /locus_tag="BA_2128"
                     /old_locus_tag="BA2128"
                     /EC_number="1.7.99.4"
                     /note="identified by match to protein family HMM PF02665;
                     match to protein family HMM TIGR00351"
                     /codon_start=1
                     /transl_table=11
                     /product="respiratory nitrate reductase, gamma subunit"
                     /protein_id="AAP26012.1"
                     /db_xref="Pathema:BA_2128"
                     /translation="MMDQFLWVLFPYIIFAIFIGGHIFRYNYDQFGWTSKSSELLEKK
                     MLRIGSILFHFGIMFVIGGHVMGILIPEAVYRSIGISEHMYHVVAISFGLPAGIASII
                     GLIILTYRRVTVKRIIATSTKGDYIALILLLIVMLAGLSSTFLNIDSKGFDYRTTIGP
                     WFRSLFIFQPKVEYMTEVPVWFKIHILAGLGLFAVWPFTRLVHVFSAPIKYISRSYVI
                     YRRRIPNELKK"
     gene            1988419..1988805
                     /locus_tag="BA_2129"
                     /old_locus_tag="BA2129"
                     /db_xref="Pathema:BA_2129"
     CDS             1988419..1988805
                     /locus_tag="BA_2129"
                     /old_locus_tag="BA2129"
                     /note="identified by similarity to OMNI:NTL01BH0652; match
                     to protein family HMM PF00392"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, GntR family"
                     /protein_id="AAP26013.1"
                     /db_xref="Pathema:BA_2129"
                     /translation="MKIILSNVSNQPLYQQIKEQIKESIFNDELKEGEQLPSIRLLAN
                     DLHVSVLTTKRVYAELEAEGFIITRVGKGTYVAPTNLELLMESKRHMVEVKLAEVCQI
                     ARSIGIHADDLHSMMDLILEEEESGK"
     gene            1988802..1989668
                     /locus_tag="BA_2130"
                     /old_locus_tag="BA2130"
                     /db_xref="Pathema:BA_2130"
     CDS             1988802..1989668
                     /locus_tag="BA_2130"
                     /old_locus_tag="BA2130"
                     /note="identified by similarity to OMNI:NTL01BH0653; match
                     to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP26014.1"
                     /db_xref="Pathema:BA_2130"
                     /translation="MNAVLEVNKLNKSYGNFSLKDVTFSLEKDCITGFIGTNGSGKTT
                     TIKAILGRILKDSGNIRFSGKDMDKNERKSKNKIGIVLDEGYFYDELTLKEMKNVIAP
                     SYTDWDEAVFLSYIKQFNLNLRQKISTLSKGMRMKFAVALALSHHADLLIMDEPTSGL
                     DPLVRNELMNILLDFMKEPGKSVFFSTHITSDLDKIADIIILINVGGIVVNEEKDILV
                     ETHALVKGDNRLINEQTKSLFLNLHQSQYGFEGITHKKDDVHRLMPDVLMERPTIEDI
                     MLSYIGGNNHVN"
     gene            1989658..1990128
                     /locus_tag="BA_2131"
                     /old_locus_tag="BA2131"
                     /db_xref="Pathema:BA_2131"
     CDS             1989658..1990128
                     /locus_tag="BA_2131"
                     /old_locus_tag="BA2131"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26015.1"
                     /db_xref="Pathema:BA_2131"
                     /translation="MLINLVLKDFMLVKKYSLILLIFAAVAPIYVSSQIQLNDGGLVG
                     FLITVLLTEHILFSTISKFEDQYKGAALLCAIPYTRNTFVKAKYLFLFIIFICISIIR
                     IIISIIMPSGIEKLSVNALGITFLILSILFGILLPIQFKFGYDKTKFISFFTVF"
     gene            complement(1990688..1991368)
                     /locus_tag="BA_2132"
                     /old_locus_tag="BA2132"
                     /db_xref="Pathema:BA_2132"
     CDS             complement(1990688..1991368)
                     /locus_tag="BA_2132"
                     /old_locus_tag="BA2132"
                     /note="identified by similarity to SP:P46908; match to
                     protein family HMM PF00027; match to protein family HMM
                     PF00325"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, Crp/Fnr family"
                     /protein_id="AAP26016.1"
                     /db_xref="Pathema:BA_2132"
                     /translation="MTLSQDLKELLASVEYKMQIKKGNFIFQEGMEATELYIIHSGKV
                     QISKLSADGQELTLRICSAYDIIGELTLFTDNAKYLLNSKCLEDVEVGVIKREALEKE
                     LLQKPALVFEFMKWISEHLRRMQTKFRDLVLHGKKGALYSTLIRMTNSYGVLKENGIL
                     IDLPLTNQELANFCATSRESVNRMLNELKKQGTISIHKGKITIHDLQFLKCEIACEDC
                     SASVCSID"
     gene            1991659..1992672
                     /gene="narA1"
                     /locus_tag="BA_2133"
                     /old_locus_tag="BA2133"
                     /db_xref="Pathema:BA_2133"
     CDS             1991659..1992672
                     /gene="narA1"
                     /locus_tag="BA_2133"
                     /old_locus_tag="BA2133"
                     /note="identified by similarity to SP:P39757; match to
                     protein family HMM PF04055; match to protein family HMM
                     PF06463; match to protein family HMM TIGR02666"
                     /codon_start=1
                     /transl_table=11
                     /product="molybdenum cofactor biosynthesis protein A"
                     /protein_id="AAP26017.1"
                     /db_xref="Pathema:BA_2133"
                     /translation="MHENMKDSLKRPLQDLRISVIDRCNFRCTYCMPAEVFGPDYAFL
                     QEECLLTFDEIERLARLFISMGVNKIRLTGGEPLLRKDLPKLIARLAKLEGLKDIGLT
                     TNGIHLAKQAKALKEAGLKRVNISLDAIEDRVFQKINGRHVSTKPVLKGIEAAKEAGL
                     EVKVNMVVKKGMNDSQILPMAQYFKEQEIQLRFIEFMDVGSTNGWNFEQVVTKEQLIE
                     KINRVYPIEPVKPRYFGEVAKLYRYVGNDAEVGFITSVSESFCSSCTRARISADGKFY
                     TCLFGEKGTDLRSLLRENISDASLLKILQHTWEFRTDRYSDERTAESTNKRQKVEMSY
                     IGG"
     gene            1992690..1993703
                     /locus_tag="BA_2134"
                     /old_locus_tag="BA2134"
                     /db_xref="Pathema:BA_2134"
     CDS             1992690..1993703
                     /locus_tag="BA_2134"
                     /old_locus_tag="BA2134"
                     /note="identified by similarity to GP:2633798; match to
                     protein family HMM PF00899; match to protein family HMM
                     PF05237"
                     /codon_start=1
                     /transl_table=11
                     /product="putative molybdopterin biosynthesis protein
                     MoeB"
                     /protein_id="AAP26018.1"
                     /db_xref="Pathema:BA_2134"
                     /translation="MQERYSRQVLFSGIGEMGQRKIREKHVLLIGAGALGAANAEALV
                     RMGIGKLTIADRDYVEWSNLQRQQLYTEEDAKQCKPKAIAAAEHVRKINSEVEIVPVV
                     TDVTMKEMEELTKEVDLILDATDNFDTRLLINDISQKENIPWIYGGCIGSYGVTYTIL
                     PGKTPCFRCLMDHPMGGATCDTAGIIQPAVQMVVAHQVTEAMKILVDDFETLRGTMLS
                     FDIWNNQFLSLKVNKQKKSTCPSCGNTRTYPSLTFESQVKTEVLCGRNTVQIRPGIKR
                     VLNLNEIKKRLQKIVHVQKTPYLLSFLIDEYRFVLFTDGRAFVHGTNDVKIGKRLYAK
                     YIG"
     gene            1993746..1995035
                     /gene="moeA1"
                     /locus_tag="BA_2135"
                     /old_locus_tag="BA2135"
                     /db_xref="Pathema:BA_2135"
     CDS             1993746..1995035
                     /gene="moeA1"
                     /locus_tag="BA_2135"
                     /old_locus_tag="BA2135"
                     /note="identified by similarity to GP:2633799; match to
                     protein family HMM PF00994; match to protein family HMM
                     PF03453; match to protein family HMM PF03454; match to
                     protein family HMM TIGR00177"
                     /codon_start=1
                     /transl_table=11
                     /product="molybdopterin biosynthesis protein MoeA"
                     /protein_id="AAP26019.1"
                     /db_xref="Pathema:BA_2135"
                     /translation="MLAKRIPIPVAEAVARVMKYAYQGETEEVSLIESYGRTLGEDVI
                     ADHDVPHFDRSPYDGFAIRAEDTKEASSSKPIQFEVIGEIGAGVVFTEEVKAFQAVRI
                     MTGAAIPRGCNAVVMLELTEGFEKSEKTYMTLKRCFAAGDNISFKGEDVKQNTILVKE
                     GTVINPGVAALLATFGYSSVHVVKRPIIGIVTTGSELLEVHEQLKPGKIRNSNSYMIA
                     AQIERAGGVVQYYGKFADDFETCFNTVKKAIKEVDILITTGGVSIGDYDYLPAIYERL
                     QANVLFNKIAMRPGSVTTVAEIEGKLLFGLSGNPSACYVGCELYVRPVIGTYLHRKDP
                     HIYRAEAILQKDFSKANPFTRFVRGRVEFADGQLQVTPVGLDKSSAISSLAEANAFIV
                     LPGGTRGFKAGITVSVLLLESTSGSEWPWKESLRSYK"
     gene            1995080..1995550
                     /gene="moaE1"
                     /locus_tag="BA_2136"
                     /old_locus_tag="BA2136"
                     /db_xref="Pathema:BA_2136"
     CDS             1995080..1995550
                     /gene="moaE1"
                     /locus_tag="BA_2136"
                     /old_locus_tag="BA2136"
                     /note="identified by similarity to GP:10175641; match to
                     protein family HMM PF02391"
                     /codon_start=1
                     /transl_table=11
                     /product="molybdopterin converting factor, subunit 2"
                     /protein_id="AAP26020.1"
                     /db_xref="Pathema:BA_2136"
                     /translation="MTHTYYEVIDTPISIEEVTNKVIRRECGAVTTFIGTVREFTKGR
                     RTLYLEYVAYKTMAEKQLERIGTEVGEKWPGTYVTITHRIGTLQISDLSVVVAVATPH
                     RKAAYEANEYIMERIKQIVPIWKKEYWEDGESWIGDQLERVTYANGEPRKEMRI"
     gene            1995547..1995780
                     /gene="moaD1"
                     /locus_tag="BA_2137"
                     /old_locus_tag="BA2137"
                     /db_xref="Pathema:BA_2137"
     CDS             1995547..1995780
                     /gene="moaD1"
                     /locus_tag="BA_2137"
                     /old_locus_tag="BA2137"
                     /note="identified by similarity to SP:P30748; match to
                     protein family HMM PF02597; match to protein family HMM
                     TIGR01682"
                     /codon_start=1
                     /transl_table=11
                     /product="molybdopterin converting factor, subunit 1"
                     /protein_id="AAP26021.1"
                     /db_xref="Pathema:BA_2137"
                     /translation="MIKVLLFAHLQEEVRKSSLHIDCENITVAKLKEVLIKEYNVAIS
                     NEIMVAINEEYANEDDIIQTGDVVAMIPPVSGG"
     gene            1995861..1997030
                     /gene="narK"
                     /locus_tag="BA_2138"
                     /old_locus_tag="BA2138"
                     /db_xref="Pathema:BA_2138"
     CDS             1995861..1997030
                     /gene="narK"
                     /locus_tag="BA_2138"
                     /old_locus_tag="BA2138"
                     /note="identified by similarity to OMNI:NTL01BS03727;
                     match to protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="nitrate transporter"
                     /protein_id="AAP26022.1"
                     /db_xref="Pathema:BA_2138"
                     /translation="MKSPNFQLSLQTSNLIIGFMVWVILSSLMPYIKVDIPLTAGQIS
                     MVTAVPVILGSVLRIPIGYWTNRFGARKLFFISFILLLFPVFYISVANSMMDLIIGGL
                     FVGIGGAVFSVGVTSLPKYFPKESHGFVNGIYGVGNAGTAITSFLAPVIATSVGWRTT
                     VQCYLVLLAAFALMNFLLGDRKEKKVNTPLMEQIKGVYKNEKLWFLCIFYFLTFGSFV
                     AFTVYLPNFLVSHFGLEKVDAGMRTAGFIVLATIMRPIGGWLGDKFNPFKILIFVFIG
                     LTLSGIILSFMPSMNVYTFGCLLVAFCAGIGNGTIFKLVPMYFSEQAGIVNGLVSALG
                     GLGGFFPPLILTLLFQLTGHYAIGFMALSEVALACLIITVWMYSQEKLLVMLKNH"
     gene            1997382..1998299
                     /locus_tag="BA_2139"
                     /old_locus_tag="BA2139"
                     /db_xref="Pathema:BA_2139"
     CDS             1997382..1998299
                     /locus_tag="BA_2139"
                     /old_locus_tag="BA2139"
                     /note="identified by match to protein family HMM PF03547"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP26023.1"
                     /db_xref="Pathema:BA_2139"
                     /translation="MFVFIILDVILPILILMLIGAILQRKFQFNLKQLSTLITYCLMP
                     AAVFVNIYDIRIEIDLLLQIIYYLMLYSLSLIIVSHFISKILKLENGESAALKNSISL
                     MNSGNYGLPVSQLIFSQNPVGVSIQIFIVIFQNLLTYSYGIYNLLSATKTIGGIIQSF
                     LRLPVFHALVLGILFQFFTIQLPNSILLPLNQLANGFVAIALILLGAQLSNIKLNFFH
                     RVITWALIGRLLMGPLVAFAMIYLLNIDGIVAQSLFIASSFPTSRNTSTIAMEYQIEP
                     ELHAQIVLFSTLFSIITVTVVIYLSYILF"
     gene            1998623..1999000
                     /locus_tag="BA_2140"
                     /old_locus_tag="BA2140"
                     /db_xref="Pathema:BA_2140"
     CDS             1998623..1999000
                     /locus_tag="BA_2140"
                     /old_locus_tag="BA2140"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by similarity to GP:6939620"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26024.1"
                     /db_xref="Pathema:BA_2140"
                     /translation="MSKQNISTIVSGDLIVTHLIGQINTEDVYEWFNDFEQVCQQFIS
                     EGRKYKLLVDRKGYTPNHFSVQKVWKDKFFNETILNHSKAIAFLLEEGEILKYLQQSN
                     TKESVEFFDDYEQALIWLNEYPI"
     gene            complement(1998971..1999075)
                     /locus_tag="BA_2141"
                     /old_locus_tag="BA2141"
                     /db_xref="Pathema:BA_2141"
     CDS             complement(1998971..1999075)
                     /locus_tag="BA_2141"
                     /old_locus_tag="BA2141"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26025.1"
                     /db_xref="Pathema:BA_2141"
                     /translation="MVFATCKQVNFMTSATLRAPLSIQFLYWIFIQPN"
     gene            complement(1999191..1999664)
                     /locus_tag="BA_2142"
                     /old_locus_tag="BA2142"
                     /db_xref="Pathema:BA_2142"
     CDS             complement(1999191..1999664)
                     /locus_tag="BA_2142"
                     /old_locus_tag="BA2142"
                     /note="identified by similarity to PIR:F69877; match to
                     protein family HMM TIGR01470"
                     /codon_start=1
                     /transl_table=11
                     /product="siroheme synthase, precorrin 2
                     oxidase/ferrochelatase domain protein"
                     /protein_id="AAP26026.1"
                     /db_xref="Pathema:BA_2142"
                     /translation="MYNMYPLMFNLHNKVVVIIGGGKIAYRKASGLKDTGAFVTVVSP
                     EICKEMKELPYITWKQKTFSNDDIKDAHLIYAATNQHAVNLMVKQAAHNFQWVNVVSD
                     GTESSFHTPGVIRHDEYVFTISTSGKDPSFTKRLKQELTSILPKLIKKISLTHKL"
     gene            complement(1999657..2000367)
                     /locus_tag="BA_2143"
                     /old_locus_tag="BA2143"
                     /db_xref="Pathema:BA_2143"
     CDS             complement(1999657..2000367)
                     /locus_tag="BA_2143"
                     /old_locus_tag="BA2143"
                     /note="identified by similarity to GP:10174113; match to
                     protein family HMM PF01903"
                     /codon_start=1
                     /transl_table=11
                     /product="cbiX domain protein"
                     /protein_id="AAP26027.1"
                     /db_xref="Pathema:BA_2143"
                     /translation="MKGIVYVGHGSRLQESNEQFIHFIQSVMKERNERIQKIAFLELT
                     TPTISDAVTETILEGATEIMIVPVLLFAAAHYKRDIPFEIEKMQKQYPHITFSVVPPF
                     STHPHMVELVVKRIREAMPMQNSSILLVGRGSSDPQPIHELQQIGVAVEQKLGMRVCC
                     SFLTKGTPSFTAELKTITSTASHVYVMPYLLFTGLLLQKIKLHTKKYDHVTTCNCLQF
                     DTYMKLTLLERMEEYVYV"
     gene            complement(2000364..2001788)
                     /locus_tag="BA_2144"
                     /old_locus_tag="BA2144"
                     /db_xref="Pathema:BA_2144"
     CDS             complement(2000364..2001788)
                     /locus_tag="BA_2144"
                     /old_locus_tag="BA2144"
                     /note="identified by match to protein family HMM PF00590;
                     match to protein family HMM TIGR01469"
                     /codon_start=1
                     /transl_table=11
                     /product="putative uroporphyrin-III C-methyltransferase"
                     /protein_id="AAP26028.1"
                     /db_xref="Pathema:BA_2144"
                     /translation="MNGYVYLVGAGPGDEGLITKKAIECLKRADIVLYDRLLNPFFLS
                     YTKQTCELMYCGKMPKNHIMRQEMINAHLLQFAQEGKIVVRLKGGDPSIFGRVGEEAE
                     TLAAANIPYEIVPGITSSTAASSYAGIPLTHRNYSNSVTLLTGHAKGSLTDHGKYNSS
                     HNSDTIAYYMGIKNLPTICKNLRQAGKKEDTPVAVIEWGTTGKQRVVTGTLSTIVSIV
                     KNENISNPSMTIVGDVVSLRDQIAWKEHKPLHGKKVLFTSATNKTSVMKQKLQEAGAE
                     IYQIPTFKKEEYTLTLEQIIEIFNVNRLVFCSAESVEILMQSCSKYKKDIRSLQAELQ
                     HMNVATQEKLMQYGLLSKEAKFSSDTTVYLGRNINRIAFIQEKIGAGSYMMTHKYTID
                     HRFDEVHSRMLSEFLWDSIVFEGRASIDTFLAEVKRLGFLDIVTLPFSYTDVPTLRYA
                     NKVGFHNIDHQLQETLMQKDMVRQ"
     gene            complement(2001814..2002170)
                     /gene="nirD"
                     /locus_tag="BA_2145"
                     /old_locus_tag="BA2145"
                     /db_xref="Pathema:BA_2145"
     CDS             complement(2001814..2002170)
                     /gene="nirD"
                     /locus_tag="BA_2145"
                     /old_locus_tag="BA2145"
                     /EC_number="1.7.1.4"
                     /note="identified by similarity to EGAD:30823; match to
                     protein family HMM PF00355; match to protein family HMM
                     TIGR02378"
                     /codon_start=1
                     /transl_table=11
                     /product="nitrite reductase [NAD(P)H], small subunit"
                     /protein_id="AAP26029.1"
                     /db_xref="Pathema:BA_2145"
                     /translation="MIQTKDKIKVMRAEDLPIQIGKEVQMKGMSIALFRLSNGDIRAV
                     ENRCPHKNGPLAEGIVSGEFVFCPLHDWKISLLTGEVQKPDDGCIQTYEVEVINGDIY
                     IYICNLQKEASPLASF"
     gene            complement(2002186..2004591)
                     /gene="nirB"
                     /locus_tag="BA_2146"
                     /old_locus_tag="BA2146"
                     /db_xref="Pathema:BA_2146"
     CDS             complement(2002186..2004591)
                     /gene="nirB"
                     /locus_tag="BA_2146"
                     /old_locus_tag="BA2146"
                     /EC_number="1.7.1.4"
                     /note="identified by similarity to EGAD:30822; match to
                     protein family HMM PF00070; match to protein family HMM
                     PF01077; match to protein family HMM PF03460; match to
                     protein family HMM PF04324; match to protein family HMM
                     PF07992; match to protein family HMM TIGR02374"
                     /codon_start=1
                     /transl_table=11
                     /product="nitrite reductase [NAD(P)H], large subunit"
                     /protein_id="AAP26030.1"
                     /db_xref="Pathema:BA_2146"
                     /translation="MKKRLVMIGNGMAGIRCMEEILKHDCDSYEITIFGDEPHPNYNR
                     IMLSHVLQGKTNIQDIIMNEYSWYEENEITLYTNERVQSIDREEKVIMTEKNRTLTYD
                     KLIIATGSSAFILPVEGSTLPGVTGFRTIEDTQFMMDTAKEKKKAVVIGGGLLGLEAA
                     RGLIDLGMDVHVVHLMPSLMEQQLDTKAASLLREDLEAQGMKFLMEKKTVKILGTNHV
                     EGIQFEDGEVVDCDLIVMAVGIRPNTQIARDAGLIVNRGIVVNDYMLTNDESIYAVGE
                     CAEHDGIAYGLVAPLYEQGAILAKHISNLQTDGYSGSIVGTQLKVAGCDLFSAGQIYE
                     DDQTKAISIFNECKRSYKKVLIRDNKVVGIVLYGDTADGTRLFSMLKKEEDIQEYTPA
                     SILHKAGEESELDVATMSADDTICGCNGVTKGTIVHAILEQELTTFEEVKGCTKAAGS
                     CGKCRPLVEQVLSHTLGDAFDASAQSAGMCGCTPLSRDEVVAAIHEKGLKSPKEVRNV
                     LGFVHEDGCSKCRPALNYYLRMAIPEEYEDDKASRFVNERMNGNIQHDGTFSVIPRMY
                     GGVTTADDLMKIAEVAKKYDVPLVKITGASRIGLYGVKKQDLPNVWADLNMTSGYAYS
                     KSLRNVKSCVGSRFCRFGTKDSLGLGMLLEQSLEMVDTPHKMKMGVTGCPRNCAEVLT
                     KDFGVVCVENGYQLYIGGNGGTEVREADFVMIVPTEDDVLHIATAYMQYYRETGIYGE
                     RTAYWTERLDFDHIKEILQDANMVTKLNERFQTARGTYKEAWGQALETKSLKAMYEVE
                     TVK"
     gene            complement(2004803..2005510)
                     /gene="ric"
                     /locus_tag="BA_2147"
                     /old_locus_tag="BA2147"
                     /db_xref="Pathema:BA_2147"
     CDS             complement(2004803..2005510)
                     /gene="ric"
                     /locus_tag="BA_2147"
                     /old_locus_tag="BA2147"
                     /note="identified by match to protein family HMM PF01814;
                     match to protein family HMM PF04405; match to protein
                     family HMM TIGR03652"
                     /codon_start=1
                     /transl_table=11
                     /product="iron-sulfur cluster repair di-iron protein"
                     /protein_id="AAP26031.1"
                     /db_xref="Pathema:BA_2147"
                     /translation="MEHTFTETSIVGEIVTQFPKASDLFKSYRIDFCCGGNKPLIDAI
                     HERNLSATEVITELNTLYHNTKRLNESEIDWKNASYRELIDYVIHKHHRYLNEELPQL
                     SPYVTKVLRVHGANQPHLAKIHKLFHELKMELEQHLIKEETEDFPLILEFEKNPTDEN
                     YAKLRKVVDELENEHNHAGNIIKELRKVTNDFTPPEGACGTYRLVYNRLEALESDLFE
                     HIHLENNILFPRAITRA"
     gene            2005788..2006357
                     /locus_tag="BA_2148"
                     /old_locus_tag="BA2148"
                     /db_xref="Pathema:BA_2148"
     CDS             2005788..2006357
                     /locus_tag="BA_2148"
                     /old_locus_tag="BA2148"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26032.1"
                     /db_xref="Pathema:BA_2148"
                     /translation="MEYVYHMVPEKLKGEYLIPLNELKRLYPNLYGDYIQKYKDHPQR
                     ENLLTRKIPKLECLWNDVVHFLPLHPYEIYKALLEIGVNIHTNKLFYKIPISALKGQC
                     MAIYKYSKHNWGGPNSELKECEIEFINFNEYKELKQLNTYTREYYRDEYKNGRRFGMF
                     HLIPHVLVKGKVEVKHIEIINWSIDPVTD"
     gene            complement(2006482..2007483)
                     /locus_tag="BA_2149"
                     /old_locus_tag="BA2149"
                     /db_xref="Pathema:BA_2149"
     CDS             complement(2006482..2007483)
                     /locus_tag="BA_2149"
                     /old_locus_tag="BA2149"
                     /note="identified by similarity to GP:21323723; match to
                     protein family HMM PF05901"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26033.1"
                     /db_xref="Pathema:BA_2149"
                     /translation="MAILSNIGTALFLIAFILLILCIISFFKKNGKAKQYGRPAVILF
                     MISIVLIITSAETANNPIVEFFSILSFVLFVFFLVLAILSVIKKTGVAKKQFIITAIL
                     FVIFGALSSISNPTSEKTTATSKQVASNNAEQKDSEKKKELEKKEADEKAQKQEDEKR
                     QADEQARKQEDEKRQADEQARKQQEEQKRLADEQTRKQQEEQKRQADEQARKQQEEQK
                     RQADEQARKQQEEQKRQADEQARKQQEEQKRQADEQARKQQEEQKRLADEQARKQQEE
                     QKKSQQTQTQPASGNTSSAYYKNCAAVRAAGKAPLYKGQPGYDSHLDRDGDGVACEK"
     gene            2007683..2007835
                     /gene="exsG"
                     /locus_tag="BA_2150"
                     /old_locus_tag="BA2150"
                     /db_xref="Pathema:BA_2150"
     CDS             2007683..2007835
                     /gene="exsG"
                     /locus_tag="BA_2150"
                     /old_locus_tag="BA2150"
                     /codon_start=1
                     /transl_table=11
                     /product="exosporium protein G"
                     /protein_id="AAP26034.1"
                     /db_xref="Pathema:BA_2150"
                     /translation="MEFQLLVTCILQEGNAFFLVTKVDDVITLKVPITAGVAGLFLAL
                     GVPRCS"
     gene            2008024..2008260
                     /locus_tag="BA_2151"
                     /old_locus_tag="BA2151"
                     /db_xref="Pathema:BA_2151"
     CDS             2008024..2008260
                     /locus_tag="BA_2151"
                     /old_locus_tag="BA2151"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26035.1"
                     /db_xref="Pathema:BA_2151"
                     /translation="MKIKEVLLYMKRRTFDIPVTLRREWFLIELAHLTKKYGIEIATS
                     KMEAAPFLRDQVTESKIGSGLQYDKYDDEYIIEN"
     gene            complement(2008356..2009195)
                     /locus_tag="BA_2152"
                     /old_locus_tag="BA2152"
                     /db_xref="Pathema:BA_2152"
     CDS             complement(2008356..2009195)
                     /locus_tag="BA_2152"
                     /old_locus_tag="BA2152"
                     /note="identified by similarity to EGAD:107347; match to
                     protein family HMM PF00797"
                     /codon_start=1
                     /transl_table=11
                     /product="N-acetyltransferase family protein"
                     /protein_id="AAP26036.1"
                     /db_xref="Pathema:BA_2152"
                     /translation="MMTNLQKEFFKRLKIPAKEITFNDLDEILLNMGMILPYENLDIM
                     AGTIKNISKNNLVEKLLIQKRGGLCYELNSLLYYFLMDCGFQVYKVAGTVYDLYDNKW
                     KPDDGHVIIILHHNKKDYVIDAGFASHLPLHPVPFSGEVISSQTGEYRIRKRTTQKGT
                     HILEMRKGANGESTNFLQSEPSDEWKIGYAFTLDPIDEQKVNNIQKVIVEHKESPFNK
                     GAITCKLTNYGHISLTNKNYTETFKGTKNKRPIESKDYARILRESFGITQVKYVGKTL
                     ERG"
     gene            2009746..2011347
                     /locus_tag="BA_2153"
                     /old_locus_tag="BA2153"
                     /db_xref="Pathema:BA_2153"
     CDS             2009746..2011347
                     /locus_tag="BA_2153"
                     /old_locus_tag="BA2153"
                     /note="identified by similarity to GP:10174514; match to
                     protein family HMM PF07819"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26037.1"
                     /db_xref="Pathema:BA_2153"
                     /translation="MRLMRRCVALLIVFFIMAPMISTNVRAEVVKELKTGFPDQEVFT
                     PGEWFLGQKPANYDESKPPILFVQGRNGNANSWYGKTVYHDINDMYDYALKAGYQTVF
                     IQLYDAAGKGSASQWDNGKLLAQKLEEIYNHFGKKVNIVAHSKGGIDTQAALVGYGAN
                     QFVGNVITLATPHHGSNLADLSYSWWAGWLASILGQKDDGTYSLQMGEMAKFRSTIDN
                     NPAAKLNRYYTVTGTSWGPVFSALSMGGLYLSSYGSNDGLVNEWSAKLPYGTHLFTDS
                     RFDHDNIRKGSAVFSRIEPYLRTANVPAPALVASSTSSNENIEQLNTTSNQNILGGEL
                     PQNQWIEQTVTVDKKAEGIVSILTASSDVEVQMISPKGKVYTNKDSVITTGEDESFFG
                     GATIKTFKFDKMDVGEWKVKMMTKQSKDAYLVVSDYKTGAPFVLQMPTKVKANKSEYK
                     LKKSPVAPEMKGNLSITVRVVNKEGKLVSEYNELQNVNNNTFTGALKDIKQPGVYNVT
                     MDIKGMNKEGQPYNRTIVKSVYVEK"
     gene            2011777..2012052
                     /gene="spoVS1"
                     /locus_tag="BA_2154"
                     /old_locus_tag="BA2154"
                     /db_xref="Pathema:BA_2154"
     CDS             2011777..2012052
                     /gene="spoVS1"
                     /locus_tag="BA_2154"
                     /old_locus_tag="BA2154"
                     /note="identified by match to protein family HMM PF04232"
                     /codon_start=1
                     /transl_table=11
                     /product="stage V sporulation protein S"
                     /protein_id="AAP26038.1"
                     /db_xref="Pathema:BA_2154"
                     /translation="MENILKVSSKSSPNSVAGAIAGVLRTSGNVEIQAIGAGSLNQAI
                     KAIAIARGFVAPGGIDLAFVPAFQEVTINDQERTAIKLIIGPRKKRS"
     gene            complement(2012147..2012638)
                     /locus_tag="BA_2155"
                     /old_locus_tag="BA2155"
                     /db_xref="Pathema:BA_2155"
     CDS             complement(2012147..2012638)
                     /locus_tag="BA_2155"
                     /old_locus_tag="BA2155"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26039.1"
                     /db_xref="Pathema:BA_2155"
                     /translation="MNKSRIEILKMKAKRTGSRKELIDELSNIVTVSMDSFMEPESND
                     LFCKNLFNTLTQTSNIKNFGSTNYEENGRLSIVLLKETAKTIKFPVDQGRLFFSKGGK
                     FEAAKLNIAELFENLEELSTISRFLTGYADFVLVGDNLEFGIVIERTEYHYEFSMWGV
                     STI"
     gene            complement(2012964..2013062)
                     /locus_tag="BA_2157"
                     /old_locus_tag="BA2157"
                     /db_xref="Pathema:BA_2157"
     CDS             complement(2012964..2013062)
                     /locus_tag="BA_2157"
                     /old_locus_tag="BA2157"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26040.1"
                     /db_xref="Pathema:BA_2157"
                     /translation="MSKNETVLLNQIEIVIEIFKNIQKVDPFYKDL"
     gene            2013305..2013631
                     /locus_tag="BA_2159"
                     /old_locus_tag="BA2159"
                     /db_xref="Pathema:BA_2159"
     CDS             2013305..2013631
                     /locus_tag="BA_2159"
                     /old_locus_tag="BA2159"
                     /note="identified by similarity to GP:16413769"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26041.1"
                     /db_xref="Pathema:BA_2159"
                     /translation="MVWGKMDGWLNLGGEQWIKNDPSYVKFSKKSTVDSSIVGKRVVS
                     KVNNLCFYDTPSWQDKDVAGSVDAGLGFIIDAKISVNDSYQYKVHNSHGQVFYITAID
                     TYVNVR"
     gene            complement(2013863..2014030)
                     /locus_tag="BA_2160"
                     /old_locus_tag="BA2160"
                     /db_xref="Pathema:BA_2160"
     CDS             complement(2013863..2014030)
                     /locus_tag="BA_2160"
                     /old_locus_tag="BA2160"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26042.1"
                     /db_xref="Pathema:BA_2160"
                     /translation="MDYKFELLSTGSLVIRLPKEFDILEAFLNIEVSEFGDWIAETVD
                     KVLNKKVIMKK"
     gene            complement(2014238..2014984)
                     /locus_tag="BA_2162"
                     /old_locus_tag="BA2162"
                     /db_xref="Pathema:BA_2162"
     CDS             complement(2014238..2014984)
                     /locus_tag="BA_2162"
                     /old_locus_tag="BA2162"
                     /note="identified by similarity to EGAD:126487"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26043.1"
                     /db_xref="Pathema:BA_2162"
                     /translation="MFYNNQPPYPQQPFYPQQQEQYEEQELQQQEQQYEQNPYATPQN
                     QELQYPQNPYTAPQTQEQQFQQNSYDTRPSYEYPQNPYAAPQNQELQYPQNPYVTPQT
                     QEQQFQQNPYPTQPQQTQYQQQMYQPNYDARVSPPKPPTFDITQPQILPPGPTLDITQ
                     PQILPPGPITEPTQQQIQQVVGTQFLPLKKPVLDFVKPWVDYGLNEAKHTSHKHALTE
                     VAAIMFLVGKGFNPTIAHYIVESWEKNEQF"
     gene            2015094..2015741
                     /locus_tag="BA_2163"
                     /old_locus_tag="BA2163"
                     /db_xref="Pathema:BA_2163"
     CDS             2015094..2015741
                     /locus_tag="BA_2163"
                     /old_locus_tag="BA2163"
                     /note="identified by match to protein family HMM PF01966"
                     /codon_start=1
                     /transl_table=11
                     /product="HD domain protein"
                     /protein_id="AAP26044.1"
                     /db_xref="Pathema:BA_2163"
                     /translation="MTKQEKIEKTITFVKHILEKDASGHDWYHIERVHKLAISLSEQE
                     GGNRFIIEMAALLHDVADEKLNESEEAGMKKVSDWLEELHVEEEESKHVLHIIANMSY
                     KGGHGGKVESIEGKIVQDADRLDALGAIGIARTFAYGGAKGRLMYDPTIPPREAMTKD
                     EYRKNNDPSLNHFYEKLLKLKDLMNTNVAKQEAEVRHRYMEQFIEQFMKEWNAQI"
     gene            2015738..2017633
                     /locus_tag="BA_2164"
                     /old_locus_tag="BA2164"
                     /db_xref="Pathema:BA_2164"
     CDS             2015738..2017633
                     /locus_tag="BA_2164"
                     /old_locus_tag="BA2164"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by similarity to GP:16414490;
                     match to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP26045.1"
                     /db_xref="Pathema:BA_2164"
                     /translation="MKMLTVENLSKSYGEKPLFDGLSFSIAEGQRAGIIGVNGTGKST
                     LLKIIAGAEIPDTGDMTHSRGYTISYLSQQPEFDEQLTVLEQVFHGDTPLIRLLRDYE
                     KALLHIEKDPSNEKVQEQLFAVQQRMDAMSVWEANANAKSLLTKLGITDFTATVGNLS
                     GGQKKRIAMAQCFIETPDLLILDEPTNHLDHETVEWLEEYLARYTGAVLLVTHDRYFL
                     DRVTNRIFELDNGKLYSYEGNYSTFLEAKALREEQELAQESKRQNLYRRELAWIRRGA
                     KARSTKQKARIQRFEELKGQEGPAAKQSVDIALSGSRLGKKVLELKDVTKKFGDKTVL
                     NNFNHIVKPGDRIGIIGANGSGKSSLLNMLAGKISPDSGEIEVGQTVKIAYYTQENEE
                     MNLNQRMIEYIKEIAEVIHTTDGKVIGASQMLERFLFPPHSHGTPLGKLSGGERRRLY
                     LLRILMGEPNVLLLDEPTNDLDPQTLTVLEDYLEDFSGVVLTVSHDRYFLDKVVDELF
                     IFTGEGEVREFLGSYTDYLEMEKTRELIEKAEVQKEKKVVEEAPKQQRKRKLSYNEQR
                     EWETIEDTIAELEEKLESIGEELANVGSDFTKAQELSEAQQKTEEELEKTMERWSELS
                     DIVEGLK"
     gene            2017709..2018440
                     /locus_tag="BA_2165"
                     /old_locus_tag="BA2165"
                     /db_xref="Pathema:BA_2165"
     CDS             2017709..2018440
                     /locus_tag="BA_2165"
                     /old_locus_tag="BA2165"
                     /note="identified by match to protein family HMM PF06539"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP26046.1"
                     /db_xref="Pathema:BA_2165"
                     /translation="MRTSNPMLKKEAFRKEGASASAMTIGGTVGKTFIMLILLLATSV
                     YSYIQMMEGTMKMPVLIGALIVAAIIAFASMFFPRISPFGAPIYAAVEGVVLGSISAV
                     YTMKFGDSIVLNAVLLTISILFAMLVLYATRVVKVTDKFRTGVMAATLGIMVMYLVVF
                     LLNMFGVTVPYIHQGGTIGIIISAVVIVVAALNLLLDFDLIENGVRSQAPKYMEWYTA
                     MGLMLTLVWLYLEILRFVSYFTKND"
     gene            2018546..2018800
                     /locus_tag="BA_2166"
                     /old_locus_tag="BA2166"
                     /db_xref="Pathema:BA_2166"
     CDS             2018546..2018800
                     /locus_tag="BA_2166"
                     /old_locus_tag="BA2166"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26047.1"
                     /db_xref="Pathema:BA_2166"
                     /translation="MMKEKKGIMKKLFSKSFFIELDDALTYPSGEVITSAIESYTAEC
                     NEQLKFESKVKPIIFYLEEVLYRAEVKMARGGYYISCSEV"
     gene            2018959..2019297
                     /gene="ssb2"
                     /locus_tag="BA_2168"
                     /old_locus_tag="BA2168"
                     /db_xref="Pathema:BA_2168"
     CDS             2018959..2019297
                     /gene="ssb2"
                     /locus_tag="BA_2168"
                     /old_locus_tag="BA2168"
                     /note="identified by match to protein family HMM PF00436;
                     match to protein family HMM PF01336; match to protein
                     family HMM TIGR00621"
                     /codon_start=1
                     /transl_table=11
                     /product="single-stranded DNA-binding protein"
                     /protein_id="AAP26048.1"
                     /db_xref="Pathema:BA_2168"
                     /translation="MMNRVVLIGRLTKEPELYYTKQGVAYARVCVAVNRGFRNSLGEQ
                     QVDFINCVVWRKSAENVTEYCTKGSLVGITGRIHTRNYEDDQGKRIYITEVVIESITF
                     LERRREGASQ"
     gene            complement(2019323..2019913)
                     /locus_tag="BA_2169"
                     /old_locus_tag="BA2169"
                     /db_xref="Pathema:BA_2169"
     CDS             complement(2019323..2019913)
                     /locus_tag="BA_2169"
                     /old_locus_tag="BA2169"
                     /note="identified by similarity to OMNI:NTL01BH1890; match
                     to protein family HMM PF00440"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, TetR family"
                     /protein_id="AAP26049.1"
                     /db_xref="Pathema:BA_2169"
                     /translation="MLRETRKKELKELIFLKAVQLFQERGYENVTVQDITTACGIAKG
                     TFFNYFPKKENILLFLGDSQIELWNESLKTYENVEHPKERIKLVLGDLLDRFTGHGDL
                     MKHAIFEIIKSNYLVENELKSIQQLQEGLSSIITEAKETGKLNSQWDINIITSTVMST
                     YFYTLMSHSLLHGNEINAKNILNQQLDVVWEGINQK"
     gene            complement(2020015..2021147)
                     /locus_tag="BA_2170"
                     /old_locus_tag="BA2170"
                     /note="monooxygenase, degenerate; an automated process has
                     identified a potential problem with this gene model; it
                     may contain one or more premature stops and/or
                     frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2170"
     gene            2021406..2022533
                     /locus_tag="BA_2171"
                     /old_locus_tag="BA2171"
                     /db_xref="Pathema:BA_2171"
     CDS             2021406..2022533
                     /locus_tag="BA_2171"
                     /old_locus_tag="BA2171"
                     /note="identified by similarity to EGAD:45735; match to
                     protein family HMM PF03130"
                     /codon_start=1
                     /transl_table=11
                     /product="PBS lyase HEAT-like repeat domain protein"
                     /protein_id="AAP26050.1"
                     /db_xref="Pathema:BA_2171"
                     /translation="MKIKAIEPTPSPNTMKVILNEVLPSGARNNYTNENKEQAPMQVQ
                     EILKIEGIKGVYHVADFLAVERNAKYDWKVLLQQVRAVFGEEVVEESEEQQLAHFGEV
                     KVFVQMFFTIPMQVKLTDGTTEERVGLPDRFKESIMKVQMSAPNVVKERKWVEQSTRY
                     GNFEEIGKEVVEEIVAAYSEERVNETVKELLNQAGAVEVTIQKREPYKVTEEMMKDAD
                     WKKRFAALEQMDPTEEDIPVLKMALDDEKVSIRRLATAYLGMVKGDEVLPLLYKALLD
                     RSVSVRRTAGDCLSDVGDPAAMFVMIKSLKDSSKLVRWRAAMFLFELGDESAIPALKA
                     AQDDPEFEVAMQARLALERIEGGEEAKGSVWKQMTESRKGE"
     gene            2022537..2022920
                     /locus_tag="BA_2172"
                     /old_locus_tag="BA2172"
                     /db_xref="Pathema:BA_2172"
     CDS             2022537..2022920
                     /locus_tag="BA_2172"
                     /old_locus_tag="BA2172"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26051.1"
                     /db_xref="Pathema:BA_2172"
                     /translation="MIVFYDSWCPMCTAVADRTKKLDKKGKVKFVSFRDKEVVEKYEL
                     SQELQSKMEQRLYIFKNNKWYDGIHSIHVLAKSIPSYWFAVPFIKLSIVLGFGSKVYD
                     YIANNRKLVPVGHCREGICEISTKK"
     gene            2023004..2023438
                     /locus_tag="BA_2173"
                     /old_locus_tag="BA2173"
                     /db_xref="Pathema:BA_2173"
     CDS             2023004..2023438
                     /locus_tag="BA_2173"
                     /old_locus_tag="BA2173"
                     /note="identified by similarity to EGAD:45736; match to
                     protein family HMM PF06491"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26052.1"
                     /db_xref="Pathema:BA_2173"
                     /translation="MSNAYEEYMRQMVIPMRQELVRSGFEELTTEEAVTEFMENTTGT
                     TLVVVNSVCGCAAGLARPSAGQAVVRAEKQPDHLVTVFAGQDKDATAKMREYFGEIPP
                     SSPSMALLKGKEVVHFIHRHEIEGATMDEIITNLEQAFEKNC"
     gene            2023488..2024264
                     /locus_tag="BA_2174"
                     /old_locus_tag="BA2174"
                     /db_xref="Pathema:BA_2174"
     CDS             2023488..2024264
                     /locus_tag="BA_2174"
                     /old_locus_tag="BA2174"
                     /note="identified by similarity to OMNI:NTL01BH2370"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26053.1"
                     /db_xref="Pathema:BA_2174"
                     /translation="MIVTTAGRTNKEMTDYAKQVAAELNGSFVKRNDIPVHKLHEQYE
                     QDVLVVGKNRLAIYPKGTEESFFFHPNSAMFRVKRLMRGEHDPFVQATQLESGMTVLD
                     CTLGMASDSIVASYMVGESGKVTGLEGNEYMAYIMENGLKTWSSSVSEIDEAMQRIDV
                     KQTEHYAFLKQCGDNSYDVVYLDPMFEETVIESDGIKGLKHFALYHDITDETIAEAKR
                     VARKRVVLKDHFRSSRFEKHNFHVYKRKSAKFHFGVIDPC"
     gene            2024565..2026253
                     /gene="argS1"
                     /locus_tag="BA_2175"
                     /old_locus_tag="BA2175"
                     /db_xref="Pathema:BA_2175"
     CDS             2024565..2026253
                     /gene="argS1"
                     /locus_tag="BA_2175"
                     /old_locus_tag="BA2175"
                     /EC_number="6.1.1.19"
                     /note="identified by similarity to OMNI:SP2078; match to
                     protein family HMM PF00750; match to protein family HMM
                     PF03485; match to protein family HMM PF05746; match to
                     protein family HMM TIGR00456"
                     /codon_start=1
                     /transl_table=11
                     /product="arginine--tRNA ligase"
                     /protein_id="AAP26054.1"
                     /db_xref="Pathema:BA_2175"
                     /translation="MDYKTQFAESLSNIFTNELTQQQILDLIETPKQDEFGDAAFPCF
                     SLAKQYKKSPAIIAKEVAEKLSDPFFTKVEAVGPYVNVFFNRDTVSDAVLKTILAEKE
                     EYGKNYFGCEKTVVIDYSSPNIAKPFSMGHLRSTMIGNSLKHIAEKCGYEVVGINYIG
                     DWGTQFGKLITAYKKWGNEAVVKEDPIRELFKLYVQFHEEVKDDEELEEEGRAWFKKL
                     EEGDEEAVELWNWFRHESLKEFSRIYELLGVEFTNFQGEAFYNNLMEDFIGILEEHDL
                     LEESEGALVVNLEEEGMPPCLIRKSDGATIYATRDLTAALYRQNTFGFDKALYVVGPE
                     QSLHFNQFFTVLKKLGYTWVDGMEHVPFGFILKDGKKMSTRKGRVILLEEVLEEAIEL
                     AKQNIEEKNPNLKQKEEVAKQVGAGAVIFHDLKNERMHNIEFSLENMLKFEGETGPYV
                     QYTHARACSILRKESVEFETCTFALKDDHSWSVVKLLNKFPQVIEIAFNKNEPSVISK
                     YVLDVAQSFNKYYGNVRILEESEEKDSRLALVYAVTVVLKEGLRLLGVEAPEEM"
     gene            2026380..2026697
                     /locus_tag="BA_2176"
                     /old_locus_tag="BA2176"
                     /db_xref="Pathema:BA_2176"
     CDS             2026380..2026697
                     /locus_tag="BA_2176"
                     /old_locus_tag="BA2176"
                     /note="identified by similarity to GP:9837390"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26055.1"
                     /db_xref="Pathema:BA_2176"
                     /translation="MILQIPCHRRSDRSFLKLQKYIPLCARCTGMLIGILMFPIYFYI
                     TLSFLFAIILSFSAQIPLLIDGFTQKWKWRSSINLLRVTTGVLSGNGMGLFISSSVIW
                     ILS"
     gene            2026727..2026945
                     /locus_tag="BA_2177"
                     /old_locus_tag="BA2177"
                     /db_xref="Pathema:BA_2177"
     CDS             2026727..2026945
                     /locus_tag="BA_2177"
                     /old_locus_tag="BA2177"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26056.1"
                     /db_xref="Pathema:BA_2177"
                     /translation="MFWIYLILIFISGGSGVGFMIQNKYTEAIIAFTICILLFGLLYY
                     YLKRNKRKRKADCGDLDCTDCFDCDCTC"
     gene            2027082..2027960
                     /locus_tag="BA_2178"
                     /old_locus_tag="BA2178"
                     /db_xref="Pathema:BA_2178"
     CDS             2027082..2027960
                     /locus_tag="BA_2178"
                     /old_locus_tag="BA2178"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by similarity to GP:19914826;
                     match to protein family HMM PF08241; match to protein
                     family HMM PF08242"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26057.1"
                     /db_xref="Pathema:BA_2178"
                     /translation="METYDWNSKLTYLKNTRDLYYNDDYVSFLVNTVWRITKPVHIVD
                     YGCGYGYLGLILMPLLPKGSKYTGIDSGGTLLAEARELFRLLPYETQFLEGDATEIEL
                     NDTYDIAICHAFLLHMSSPKTMLQKMMHSVKKGGKIICFEPHWISNMSSYFLDGENQS
                     EIIRLGTLQKLFESDTQRNGKDGNIGMKIPIYLSELGVKNIECRVSDKVNFLDSNMHH
                     NSKAKLYHSLKEEGIAENPGDKQQFIGRLIDRGLTYDDALAQYEAELQFFKAFHIHSS
                     LVYAPNMKITFGEIVC"
     gene            2028330..2030330
                     /locus_tag="BA_2179"
                     /old_locus_tag="BA2179"
                     /db_xref="Pathema:BA_2179"
     CDS             2028330..2030330
                     /locus_tag="BA_2179"
                     /old_locus_tag="BA2179"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop"
                     /codon_start=1
                     /transl_table=11
                     /product="tetratricopeptide repeat protein"
                     /protein_id="AAP26058.1"
                     /db_xref="Pathema:BA_2179"
                     /translation="MLDFKQLDACLKDKRFIDGLQEINNEISYIKEKNSLSYVKNWLA
                     NIPSHKEFDILIRLTDEGLMHQYSSFLIRYAYKKFPNMRTLSLYCDELIDERKILEAE
                     QLLKDSLEEVNKAEIEVDLLAKTYFTLVRCLLEMKRNEEALYYMKKAEEYSERAVFDK
                     WGYVYMHTGEWEKAEEQFIAGMQHKDCEELSTYLLSQLYANKGEQKRALQLIDDAIVK
                     FPQVPYFHFEKVKYLLDLGKYEEMLAVIGNINNQLPYHAYKAYFVHLRAEALYKMNKL
                     VDLQQLLQEEKSLKGSLYHNLAKNPDGKKVRLPIVPIVQKDNYCVPTSLEMMLQIWGE
                     KRTQDEIAEFIFDMTGSKFSDTVSYLEELGYEHRYFKGNVENYKRLLNQGIPVLLSID
                     IEHASHVQVLAGYDDTLQAFYVQDPNFIEPVIVEYSKLQEKYRYTGCLAITFVPQEKK
                     EQLSFLNEEENDYFKSIFSLTDHLDEQDKAGIHNLVQFLKETSDNPNTWLYTVKHLDV
                     EVDKEFIISCIEKLMEKFPNSDFVKLHGAQCFIRLEELEKAGYMLASVEKKNNRALYH
                     LINGRYAFEQESYIEAISSFRSSLQLDADQPIAWSFLALSYMYIDQSEKALQFSQVAL
                     ERSPERFTLTNHGLILIDLERYEEAYEIFNDLLKEYKNEAHV"
     gene            2030406..2032532
                     /locus_tag="BA_2180"
                     /old_locus_tag="BA2180"
                     /db_xref="Pathema:BA_2180"
     CDS             2030406..2032532
                     /locus_tag="BA_2180"
                     /old_locus_tag="BA2180"
                     /note="identified by similarity to OMNI:SP1504; match to
                     protein family HMM PF00515; match to protein family HMM
                     PF07719"
                     /codon_start=1
                     /transl_table=11
                     /product="tetratricopeptide repeat protein"
                     /protein_id="AAP26059.1"
                     /db_xref="Pathema:BA_2180"
                     /translation="MDSNAPYIYTKLAEIYESDLKDEERTKEVLLKGIEKCDDKAPLY
                     VKLGDYHFQNDSLEEAETLYTRALEENHDDVYSHFGLTQVYMAREQYKEAKEYILSIE
                     KQIEKSQDFLMNAGMVLWDAEVELGGSEEGFKVALSKLESGIKQSEYNVASALDEYVN
                     RIKGTVFVQRGIAFLRTIHKERNEVSEYGCYIGILYESIGQYGQAMKRYNKVIEQKET
                     ALPYYRIGETLMALGQLTEAKQAYETCLELDGNFVGVHLQLAEIYEKEENRSKEQSHM
                     VQAMKEEPLHINMEYLAQLSVEMNLQEELLAELEQLADEVPEIWRLDAIAYVYGAMDE
                     IDKEQAQIEEALRLDGEHTEVLYHYAKVLVKNRNAKAIEIAMKVIQKDINNERIFDVY
                     VKAIEQHKKWSNIRDFLHTLKVKKAERSMAFMYAASAVTERWIERQQNEQPKKSIITR
                     AFYRMKNRAKEISIITTIIDLYEISLKLNQKNSMAAQRFALFYENVAMYKEAIDVLQT
                     SLESKWDYDVAKQLVNLFIECDEEDMIRDASELTKQMVRELPDDYDTLLLHAQVLFKA
                     GEERKAEKITLQLTEQTPFVSRAFLALGEIYQSQERFEEAIQVLENASIHHPNETAIL
                     LSLASSYHGARQTIQAEKITNEALKIDESDLLARYDRVCYLAQLNRMEEAKVELEIVL
                     REDESGFFAELIEDDENLVALREFEK"
     gene            2032925..2036026
                     /gene="ileS1"
                     /locus_tag="BA_2181"
                     /old_locus_tag="BA2181"
                     /db_xref="Pathema:BA_2181"
     CDS             2032925..2036026
                     /gene="ileS1"
                     /locus_tag="BA_2181"
                     /old_locus_tag="BA2181"
                     /EC_number="6.1.1.5"
                     /note="identified by similarity to SP:P41368; match to
                     protein family HMM PF00133; match to protein family HMM
                     PF08264; match to protein family HMM PF09334; match to
                     protein family HMM TIGR00392"
                     /codon_start=1
                     /transl_table=11
                     /product="isoleucine--tRNA ligase"
                     /protein_id="AAP26060.1"
                     /db_xref="Pathema:BA_2181"
                     /translation="MKKVDVKESAVGREMRIRKQWNEQNIFEQSIQNREGAQSFVFYE
                     GPPTANGLPHVGHALGRTIKDVVARYKTMAGYKVLRKAGWDTHGLPVELGVEKQLGIS
                     GKHEIEEYGIEPFIKKCKESVFTYEKQWREFTESIGYWVDMDDPYVTLENPYIESVWH
                     ILGTIHEKGLLYKGHRVSPYCPSCQTSLSSHEVAQGYKTVKDLSATVKFKVKDSENEY
                     FLGWTTTPWTLPANVALAVHPNMEYVKAKQEGHVYIVAKERVQDVLKENYEVLSVHKG
                     EELLNISYTAPFPMKEVTNGYRVIGADFVTADSGTGLVHIAPAYGEDDYRVVQSEGLS
                     FLHVVDEKGEYTEAVPFLKGKFVKDCDVDIVRYLAKEDLLYHKEKYEHSYPHCWRCDS
                     PLLYYAGESWLIRTTAIKDTFLQNNDTVTWYPDHMKHGRFGKFLENMVDWNISRNRYW
                     GTPLNVWECERCDHQFAPKSIADLRKHSMKETPEDLELHKPYVDEVQVCCEKCGSTMN
                     RTPEVIDVWFDSGSMPFAQYHYPFENKELFEEQFPADVIAEGIDQTRGWFYSLLAVSA
                     LYTGKVPYKRVLSLGHVLDEEGQKMSKSKGNALDPVDLVGKFGADALRWALLVDSALW
                     NAKRFSERTVLEAKSKFVDTLVNVYSFYVLYANLDEYNPNETYDVKRTKLDEWVLSRL
                     HSTTKKVRTALDDYQFTNAAREIAALVDEVSNWYVRRSRNRFWESGMNAEKAAAYETL
                     HDVLVTISKLIAPFTPFVAEDVHLNLTGSSVHLEDYPVVNESLLQPKLEAEMDAVLQV
                     VELGRSNRNQHSLKVKQPLAELVLLEHNENDMDWESYRDIVMDELNVKAFHVELDETK
                     YTSYQLKLNFKKAGPKFGKNVNAVNGWLKQLSQDEVQNFVSTERAVYEVAPGEEIVVT
                     TEDVLVEKVAKSGFSNTTNGQYTVMLDTNVTEELLQEGVAREFIRAVQEYRKQLNLPV
                     NLRVDVILDTEEELQQTLTNHKELLEENLLVKQFTFGHLTNEDDELSLGETKVRIKLS
                     TAQ"
     gene            complement(2036004..2036105)
                     /locus_tag="BA_2182"
                     /old_locus_tag="BA2182"
                     /db_xref="Pathema:BA_2182"
     CDS             complement(2036004..2036105)
                     /locus_tag="BA_2182"
                     /old_locus_tag="BA2182"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26061.1"
                     /db_xref="Pathema:BA_2182"
                     /translation="MDYVENNRIHFQHTKRKLESFQLPFFFTEQYLI"
     gene            2036347..2037858
                     /locus_tag="BA_2183"
                     /old_locus_tag="BA2183"
                     /db_xref="Pathema:BA_2183"
     CDS             2036347..2037858
                     /locus_tag="BA_2183"
                     /old_locus_tag="BA2183"
                     /note="identified by match to protein family HMM PF03413;
                     match to protein family HMM PF07504"
                     /codon_start=1
                     /transl_table=11
                     /product="putative neutral metalloprotease"
                     /protein_id="AAP26062.1"
                     /db_xref="Pathema:BA_2183"
                     /translation="MFNKKMVAMAMTVPLVMGTLSTVSAVETKKQVKVEAYSPQKKAI
                     EYLKGNANQYGLKPDLSDLQYISTTETPVASYVRFQQVVNGAPVFSNQITVTLNGEGK
                     GVLAVSDYQPIKAVKQVTEKISEKDAIQKSMAYVGEASEQNLWAPTEKEFGYIIEEGI
                     ARPVYKVVVHSNNPFGAWETFIDAENGKLIKKVDINRKVEGTGKVFLPNPVVSSGSLA
                     GLKDNNDADSTALTNQLKTVTLKGLDGTGFLIGEYVTISSKARTKSTNLQFNYTRAND
                     SFEDVMSYYHIDTLQRYIQSLGFQNINNRSIKVNVNGTTADNSFYSPTTKALTFGTGG
                     VDDAEDAGIIAHEYGHSIQDNQVPGFGSSAEGGAMGEGFGDFLGATYEDAVSTTGYGK
                     ACVGEWDAAAYSSSDPTCLRRLDTNKVYPKDMKNQVHADGEIWSQGQYEMAQAFGRDV
                     ATKIILQSHWSLTPNSKFSDGAKAIKQADALLYGGQHAADIDRIWAARGISTN"
     gene            complement(2037962..2038444)
                     /locus_tag="BA_2184"
                     /old_locus_tag="BA2184"
                     /db_xref="Pathema:BA_2184"
     CDS             complement(2037962..2038444)
                     /locus_tag="BA_2184"
                     /old_locus_tag="BA2184"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26063.1"
                     /db_xref="Pathema:BA_2184"
                     /translation="MKKAISFFLLLLCLIVVNETYAYSPKSLPISQNSDQWQVNIAEP
                     KKANKKKLQAKKDEFQTYQFSVKNVGNSEVYNVHVEVFRNEPKTKTKYELFSLKESRL
                     ASGKTGFEHANFPVATKADEVDVIITWQEHPFRSMRNGQKVEARKFKEHFVFKDEKNK
                     "
     gene            2038526..2039266
                     /locus_tag="BA_2185"
                     /old_locus_tag="BA2185"
                     /note="UDP-N-acetylmuramoylalanyl-D-glutamyl-2,
                     6-diaminopimelate--D-alanyl-D-alanyl ligase, authentic
                     frameshift; this gene contains a frame shift which is not
                     the result of sequencing error; identified by similarity
                     to SP:P96613; match to protein family HMM PF01225; match
                     to protein family HMM PF08245"
                     /pseudo
                     /db_xref="Pathema:BA_2185"
     gene            2039486..2040784
                     /gene="aspS1"
                     /locus_tag="BA_2186"
                     /old_locus_tag="BA2186"
                     /db_xref="Pathema:BA_2186"
     CDS             2039486..2040784
                     /gene="aspS1"
                     /locus_tag="BA_2186"
                     /old_locus_tag="BA2186"
                     /EC_number="6.1.1.12"
                     /note="identified by similarity to SP:Q52428; match to
                     protein family HMM PF00152; match to protein family HMM
                     PF01336; match to protein family HMM TIGR00458"
                     /codon_start=1
                     /transl_table=11
                     /product="aspartate--tRNA ligase"
                     /protein_id="AAP26064.1"
                     /db_xref="Pathema:BA_2186"
                     /translation="MGQIMKRSLTKECTEKSGKVVSLQGWVKKIRHLGNVSFLLLRDR
                     TGVIQCVLENEFAGFKVDVESIVHVIGEIVETSKTELGVEVLAHEVKILNGAEPLPFE
                     INKKKLQVGLDQLLNERVLSLRHERTTAIFKVKSTLVQSFSELLIENDFTRIFTPKIV
                     SQGAEGGANVFKLPYFQKEAYLAQSPQFYKQMMVAGGLERVFEIAPVYRAEHHNSSRH
                     LNEYISLDVELGFIHDFHEVMQLETDVLRYMFQQVAKNCEKELQLLQIEVPVITEIPK
                     ITLLEAQEILKSKYCKESPVGDLDTEGEKLLGKYVKETYKSEFVFITHYPKEARPMYT
                     MPNNENSAITDSFDLLYKGLEITSGAQRIHNYEMLLDSFKEKGLHPDKFQSYLNTFRY
                     GCPPHGGFGIGLERIVYKLLELSNVREASAFPRDCTRLIP"
     gene            2040985..2041749
                     /locus_tag="BA_2187"
                     /old_locus_tag="BA2187"
                     /db_xref="Pathema:BA_2187"
     CDS             2040985..2041749
                     /locus_tag="BA_2187"
                     /old_locus_tag="BA2187"
                     /note="identified by similarity to OMNI:NTL01TV0590"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26065.1"
                     /db_xref="Pathema:BA_2187"
                     /translation="MLYQTQATQQTPAYIIYLLDVSASMNQMMDAGGEEKRRIDIVTD
                     ALSLAIRQMVFRSTKGSRLLPRYKLSILAYSDHVFDLLGGVKTIDEVARLRPLEKIQT
                     HRLTDTAKAFSVVEKLLQKELPNLQDGPAPVVCHMTDGASTGEDPELIVRRIMNMSVP
                     DGNVLIENIFISDEIMQEQITNIKKWEGIMPNTEITDEYGAKLQRLSSPIPQSYREMM
                     TEHGFHIADGAVMMFPGTNADLVSLGFQMSAATPVR"
     gene            2041762..2042535
                     /locus_tag="BA_2188"
                     /old_locus_tag="BA2188"
                     /db_xref="Pathema:BA_2188"
     CDS             2041762..2042535
                     /locus_tag="BA_2188"
                     /old_locus_tag="BA2188"
                     /note="identified by similarity to EGAD:31321"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26066.1"
                     /db_xref="Pathema:BA_2188"
                     /translation="MVKYILSQKKETVLQEKKIKHFTYQYSYVRAKETQDLNESGQDF
                     LAFQDNGTSFIFVLCDGVGLSFHGEMAAEFLGMKLLNLFETYQESGWDIAELLNDQLE
                     NWIEEASEEVSAFRLPEKTPWLLRDVLEEKRKQGSEAMFIGGKIELIPNQDKAHIAIV
                     THGDSFVQLFQDKENCSNVMKFERNIEKRWSTQRGIIGGELAVFSKTLSRQEANRIVI
                     HSDGLAPLKQYNFEEVLKEIKRAQNSPTSDDISFLDVSW"
     gene            2042564..2042926
                     /locus_tag="BA_2189"
                     /old_locus_tag="BA2189"
                     /db_xref="Pathema:BA_2189"
     CDS             2042564..2042926
                     /locus_tag="BA_2189"
                     /old_locus_tag="BA2189"
                     /note="identified by similarity to GP:15023261"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26067.1"
                     /db_xref="Pathema:BA_2189"
                     /translation="MEEIIVTYIKQSNEEIDIAIPNDVKAVQIIEAILHHEKIDEALS
                     STYEIRVAKDKEEWHSIRNDETLRDNDVWDGQYVMLYKKGSIIPSFEMLPAEEVYNEP
                     VKQDISTSEEDYVWKIIE"
     gene            2042937..2046965
                     /locus_tag="BA_2190"
                     /old_locus_tag="BA2190"
                     /db_xref="Pathema:BA_2190"
     CDS             2042937..2046965
                     /locus_tag="BA_2190"
                     /old_locus_tag="BA2190"
                     /note="identified by match to protein family HMM PF01580"
                     /codon_start=1
                     /transl_table=11
                     /product="FtsK/SpoIIIE family protein"
                     /protein_id="AAP26068.1"
                     /db_xref="Pathema:BA_2190"
                     /translation="MGKEKCFVQKSPYFQRSPRVKVDIPTGDVIIHDPPNISEEPKFS
                     IETMLLPAMMTVLTLVLYFVMMKFMKMNSSYMPLMMVSSIPMLGSYVITTMGHFRKKK
                     EHRQMVEQLQTRYLEQIQKHRVELDTLKVEQAKYLITQNPSPLKSVQRIENRESNLWE
                     RTPESPDFLDIRIGTGERPFLVELKVPEQKGYEENPLVTEAQNVKRDFNTIPNGHISI
                     SLKKNDVIGVVGNKEDRLNFIRIVTTQIMTHHAPNEVKIAAFYHEKEKKQWDWMRWLP
                     HVWDEQRSMRFLSENQQDAQKLAEVLFTPLNMRRIYNSSAQADAKVPLIPMYVFFLSA
                     REFLEDDPLTPMLLREGESVGASTFIFAEQKERLPMECDLVISLNGENGELVETFSSS
                     AENSGTTRASFKVDRLSFERCELGARSIAPIRMKSSTAANIPKVLTFLDLFQAKNMEE
                     LQVLERWKENRYPTSLPVPIGVREGSKPVFLNIHDKIEKKGHGPHGLMAGTTGSGKSE
                     VIQSIIAALAATYHPHEMAFMLIDYKGGGMSNTFAGLPHIIASITNLEDPNLIERARI
                     SLKAELERRQKLFIQAGNVQHLDEYYETSWREKEPLPHLFIVIDEFAQMKKEQPEFMD
                     ELISVAAIGRTLGVHLLLATQKPSGVVNDKIWSNSRFRICLRVQDDADSREMLKIPDA
                     SKINVPGRGYLQVGSNEVLELFQSAWSGAPYNPDEEKVLDIVDFTEVKLSGERIKVKK
                     RPKPMTNSPKQLQAFIQYVQSVSEKENIKALPGPWLDPLPEKLLLKEFYAMENWTIAD
                     WNKPKEYLQVTVGLIDDVANQAQYPLKLDLQEGHLNIYGMPGTGKTTMLQTIIMSLAV
                     SHTPEEVNFYVIDFGRMFLDFRDLPHIGGIIQEGENEKMKRLFGFLKQEITNRKESFS
                     NIGAKSFSMYNRMVEKKVPAIVVMVDGYMRFKNEFEKENEVLELLLRESSTYGVYFYF
                     SLNQTIDMFDRVRNNIPMALTFELQDGTEYHNLVGRPKFPLIEVPVGRGLMKGQPPEL
                     FQAALPFIGESELEYSQQLKTIIQKMNGEWNGEKAKTIPMVPKEIFVEHMVGKLETAQ
                     ISAGIETEDIRLQSFSLDEMSHIFIGGRIEGGKTSLLQTLLFTTTYQYSPEKVELYLV
                     DLGERPTGILALGDLPHVKKKVTDAIQLKEMLDELLELINNREAVMPTLDPNVTVEFP
                     YKRIIIAIDDIDQMLTVLSTDYEAKNKIELIVQNCKNKGVHFMTAATTSSLNSYSHEK
                     WFAEIRKRSIGYLLGTTQNNDVYFFNMKLPHTEMDQELLSGDGYCIRRKPIKIKCAYT
                     PLHLLRTMIDKISVKWTELKVK"
     gene            2047093..2047365
                     /locus_tag="BA_2191"
                     /old_locus_tag="BA2191"
                     /db_xref="Pathema:BA_2191"
     CDS             2047093..2047365
                     /locus_tag="BA_2191"
                     /old_locus_tag="BA2191"
                     /note="identified by similarity to GP:15023262; match to
                     protein family HMM PF06013"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26069.1"
                     /db_xref="Pathema:BA_2191"
                     /translation="MAEIKITPEELERIAGNFKNAAGEAQSQINRLEGDINSLEGQWA
                     GATQAKFRGEFIQSKQAMQQYIPILEGISTDLKRIADKFRNTDNAY"
     gene            2047449..2048855
                     /locus_tag="BA_2192"
                     /old_locus_tag="BA2192"
                     /db_xref="Pathema:BA_2192"
     CDS             2047449..2048855
                     /locus_tag="BA_2192"
                     /old_locus_tag="BA2192"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26070.1"
                     /db_xref="Pathema:BA_2192"
                     /translation="MGFRPEVGEKISLNKDVYRFEKHPAVIGIEMPYGQEGRQGTVYQ
                     LQHENGMERIALKVFKERYREEKHQLAFLKPLSSIAGLKVCSRYIVTKEEHISAIEKS
                     EDLANSIVMPWVEGPTWADILQEQRMLSKEQCFFIAEAFLTTLKMMEENEVAHNDLSS
                     SNVLIPFLSENPIEGQHYIELVDVEQMYGPKTKRPSLLPAGSAGYAPMYLKSGVWQKE
                     ADRFAGAILLGEILSWCSEEVRNKKWTDASYFKTEEMQKECERYTLLQQVLHNQWNGE
                     IAKLFKQAWSSNSFAECPSFAQWYDVFHSVRERIKIDAERQLAEEHSLFVSKCLEIAR
                     LLEERGFKQAALYEYKIIFNSLNPSTALQKELAYIIQTMESQEPEINKKMVLQHYLEL
                     ATELERENNAAFACFVYSRIVQFPNIDQALKQEIASIIEEIKEGQGTETQQEVAATIT
                     VPNSILQSRKKNEKTSGI"
     gene            2048845..2050125
                     /locus_tag="BA_2193"
                     /old_locus_tag="BA2193"
                     /db_xref="Pathema:BA_2193"
     CDS             2048845..2050125
                     /locus_tag="BA_2193"
                     /old_locus_tag="BA2193"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by match to protein family HMM
                     PF00515"
                     /codon_start=1
                     /transl_table=11
                     /product="tetratricopeptide repeat protein"
                     /protein_id="AAP26071.1"
                     /db_xref="Pathema:BA_2193"
                     /translation="MEYDIDDEILNAKASNQPLTVAHEQSEPSAFSTWWKKNKKRILI
                     IGSTVVVVIGGSTLFYFYTTNAKYQKFMEQARQAYDNKKYTKAEEAVGHAIAVKGKDE
                     AYLQLATIYVAEGKNKIAIDYITKLIKDREIDKENNEAAYLLASANFRIGKYQEAVQN
                     FEQALANNAKGIEPYKKDAMRDLAVSHMKMKEFEKAEDVIVKMSTKTNEDKAIVSYLK
                     GQLSTATVQLEKAESFFKEAIMQDSKNSIYTIELSNLYVLWNKTNLIDSAKKEMNYQQ
                     ASHILQVAIQKDMKNIELLNQLGIVYYEAGQFYETRDGAKSTAAYQQALEAYNRVVSS
                     GTRDINTLVNIGILYDKVGQGNEAEKLFTEAYSQNDENPHVNFAFGMFKIKQKKYEEA
                     SRFLRKTVQANENESEVRAAQEKLTEMKTNGWIQ"
     gene            2050149..2050622
                     /locus_tag="BA_2194"
                     /old_locus_tag="BA2194"
                     /db_xref="Pathema:BA_2194"
     CDS             2050149..2050622
                     /locus_tag="BA_2194"
                     /old_locus_tag="BA2194"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26072.1"
                     /db_xref="Pathema:BA_2194"
                     /translation="MEENNNNLGKKVAISVMSVALLGTSGYLVYDKGFRTAGKEPVKL
                     ASNTEEKKDDRITGGDLQSMFPNLVADPAKKDEKPGEKPTINLADLIGNNKSPITPVT
                     YKPDEVSVEKKDPQIKLSDAPTPQKLDLPTNMGDLWRIFLSHQLSRINQWILSCR"
     gene            2050613..2051266
                     /locus_tag="BA_2195"
                     /old_locus_tag="BA2195"
                     /db_xref="Pathema:BA_2195"
     CDS             2050613..2051266
                     /locus_tag="BA_2195"
                     /old_locus_tag="BA2195"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26073.1"
                     /db_xref="Pathema:BA_2195"
                     /translation="MQVDPNTPVDPKPPVVEPKPPVVDPKPPVVDPKPPEPTHPTITV
                     SPKTGDILVEWYAGNGKYYSSVFFNDFYTSQKELDENALNNLTNYYSKKEDWTLVSQL
                     NTPSKSKSVAEHKLALDNVEQILTSGEYSNERALFYLRNQMNVLNESVTTQEELQRYL
                     SENKKDYIKSVAEKVYQTATEEKREWSNTGDVASLEQALSKFYLVTSVFESVDPALV"
     gene            2051356..2052750
                     /locus_tag="BA_2196"
                     /old_locus_tag="BA2196"
                     /db_xref="Pathema:BA_2196"
     CDS             2051356..2052750
                     /locus_tag="BA_2196"
                     /old_locus_tag="BA2196"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26074.1"
                     /db_xref="Pathema:BA_2196"
                     /translation="MSATETKEKASPVKENTSSNEEKAITEKNEATSTLAEKKQKDAK
                     TEGAKNNEKTSNIDSSTQKAKVKSEPFSQEIDQIETYLNPANPQYEKALLLANQYVDG
                     ATGEQKEKLEQQFSAAVEGLRGQIKDSKFTVEDAINKANLLANTARVEKSVQDESHKL
                     LMPLMFERKANDAANNGEYYTAVLNIANAIRTKHPLERSREELVDYANKLWTDTENEW
                     NKMNGTTGWQSEVGKTLLPSYTLLAQLKDIDKTIGQISGMNMIDNASKKMEGIQLVQL
                     AGDEANKEGQTSLYNALHYYGQAASRGVVDKTGFSNVAGLVIKEAKQLEKTQYKSALN
                     NYQILYKTPGIEELGIKDGVKAAIEYLSPFEAAKVSGNKDTIEDLASAIELTYHSMEL
                     GYPEADAKEWMNTVALKMFNKGAGYMSATDTNNAYKCFEFLSRDKYANAINGEITKQA
                     KENVEKIKSMNVKK"
     gene            2052821..2053258
                     /locus_tag="BA_2197"
                     /old_locus_tag="BA2197"
                     /db_xref="Pathema:BA_2197"
     CDS             2052821..2053258
                     /locus_tag="BA_2197"
                     /old_locus_tag="BA2197"
                     /note="identified by similarity to GP:16503749"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26075.1"
                     /db_xref="Pathema:BA_2197"
                     /translation="MNLLEICPLDEALVEALQNEEKRVRFYEILQKSNLYVVASVEGD
                     TTVDEEGNLISTENTQLQIHYFEMEEGLMLPLYSDLKHLEMVIPEECPYVSMNAVELL
                     KTIDLEANVILNPGTKFQKLFVKEEIEAICDNSIFDVFSKGDK"
     gene            2053303..2054730
                     /locus_tag="BA_2198"
                     /old_locus_tag="BA2198"
                     /db_xref="Pathema:BA_2198"
     CDS             2053303..2054730
                     /locus_tag="BA_2198"
                     /old_locus_tag="BA2198"
                     /note="identified by similarity to GP:15023262; match to
                     protein family HMM PF06013"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26076.1"
                     /db_xref="Pathema:BA_2198"
                     /translation="MGEGLEIKVKPEQLEQIAKNISEMQTHSQNIQQNLNQSMFSIQM
                     QWQGATSQHFYGEYMRSMRLMESYIRNLQVTEKELRRIAQKFRQADEEYQKKQNEKLK
                     EAHKKEKKNEKSWWEKGIEGAAEFIGVNDAIRAVTGKDPITGKELSTKERLIAAGWTL
                     LNFVPVGKVASLAGKGIKYVASSFGKTIVKAGKKLGEGVTMVAGKAGKAAVDGIKTAS
                     HKVKEGVNFVASTAKGFADKIGSLWNKGATTVKTTFLQGNEKIQHAVKTLMEYKWIPG
                     EGKGFAMAGVGNVSGGGQYSLKEAYQYVESKVVKGTGKVYPTRQIDSVTEAHIIDRVK
                     ELRGNLSSKYKKSGNFAVAEVDVSGISKSEFYAQSSINELKGSLEHKVPDISLQPENP
                     MFKATEAVGKNGFNYLRNTDTEYKILNDIASRLGDNTQASGRIKLFTELDTCDSCNKV
                     IAEFAAKYKNIELEVVHNNGNRIIP"
     gene            2054757..2055113
                     /locus_tag="BA_2199"
                     /old_locus_tag="BA2199"
                     /db_xref="Pathema:BA_2199"
     CDS             2054757..2055113
                     /locus_tag="BA_2199"
                     /old_locus_tag="BA2199"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26077.1"
                     /db_xref="Pathema:BA_2199"
                     /translation="MKDWEYNELFEAIQETYKELLDEDRGYKYAIAKLSDEFDNLGKI
                     EDVIVDTAIGEIAIGHDKVFIGLIEGITRRLSKFNPQEAGDELTLEEIKDLSRRINKV
                     IEGLKNVEVDYNPSAE"
     gene            2055574..2055711
                     /locus_tag="BA_2200"
                     /old_locus_tag="BA2200"
                     /db_xref="Pathema:BA_2200"
     CDS             2055574..2055711
                     /locus_tag="BA_2200"
                     /old_locus_tag="BA2200"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26078.1"
                     /db_xref="Pathema:BA_2200"
                     /translation="MLFFEVIVKYILTDGRYAHVIRKKRVNVTGTLIAVTGRDLIWKK
                     K"
     gene            2055696..2056478
                     /locus_tag="BA_2201"
                     /old_locus_tag="BA2201"
                     /db_xref="Pathema:BA_2201"
     CDS             2055696..2056478
                     /locus_tag="BA_2201"
                     /old_locus_tag="BA2201"
                     /note="identified by match to protein family HMM PF00239;
                     match to protein family HMM PF07508"
                     /codon_start=1
                     /transl_table=11
                     /product="putative site-specific recombinase, resolvase
                     family"
                     /protein_id="AAP26079.1"
                     /db_xref="Pathema:BA_2201"
                     /translation="MEEKVVGYVRVSTEGQVREGYSLTYQVEEIERHCIENKLQLLHI
                     YEDKGISGATVDEDGLTVEREGLQELLSDMTCHQVSKVIVLNTSRLWRSDMAKVLIQR
                     ELKKHAVDVKAIEQPNYSIYTHDPNDFLVNGMLELLDQYQRLEIVLKLSRGRKKKAEQ
                     GGYAGGGVMFGYRVKKGQKVLEVDTNKAIVVRRLFELRHFCKHWSLTQLAERLNREGY
                     CTEKGKRFTKVQVKRMLDRENFYRGVYTYGQIQTNGKHPAII"
     gene            2056637..2057410
                     /locus_tag="BA_2202"
                     /old_locus_tag="BA2202"
                     /db_xref="Pathema:BA_2202"
     CDS             2056637..2057410
                     /locus_tag="BA_2202"
                     /old_locus_tag="BA2202"
                     /note="identified by match to protein family HMM PF01548"
                     /codon_start=1
                     /transl_table=11
                     /product="transposase, IS110 family, OrfA"
                     /protein_id="AAP26080.1"
                     /db_xref="Pathema:BA_2202"
                     /translation="MHNRQNYLYVGVDLHKEHHTAVIINCWQEKLGEIQFENKPSAFS
                     EFLLEVETYVSNGLSVVFGLEDVGGYGRALAKYLVDHEQVVKEVNPALSFLERKSQVM
                     IQKNDSWDAECVARILVNKFNQLPDAKPNDLFWSIQQLVSRRNALVKAQSALKNQLHI
                     QLNHHYPSYKKFFSELDGKTALAFWQQYPSPSCLEGANIKQLTAFLLDVSNNTCSVKK
                     ASDILKLVKEDGQTMKEYQEMRNFLVRSIVREIEFKRRK"
     gene            2057407..2057871
                     /locus_tag="BA_2203"
                     /old_locus_tag="BA2203"
                     /db_xref="Pathema:BA_2203"
     CDS             2057407..2057871
                     /locus_tag="BA_2203"
                     /old_locus_tag="BA2203"
                     /note="identified by match to protein family HMM PF02371"
                     /codon_start=1
                     /transl_table=11
                     /product="transposase, IS110 family, OrfB"
                     /protein_id="AAP26081.1"
                     /db_xref="Pathema:BA_2203"
                     /translation="MKYIERELKQLVNLLDYQLETMPGIELVTASALIAEIGDVRRFP
                     NANKLARFAGIAPVYFGSGGKGKTHKSKQGNRALHALFYNLAVQQVQVAKGSKMPRNP
                     VFHAYYQKKLKEGKTKGQALVCIMRRLVNIVYGMMKYKTAYELPIVEEKEVV"
     gene            2058129..2058410
                     /locus_tag="BA_2204"
                     /old_locus_tag="BA2204"
                     /db_xref="Pathema:BA_2204"
     CDS             2058129..2058410
                     /locus_tag="BA_2204"
                     /old_locus_tag="BA2204"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26082.1"
                     /db_xref="Pathema:BA_2204"
                     /translation="MKNIAKMENFDKLTKEQQLKVLNNEENFLGLSEAANKSKGSKSY
                     SDWTIYKKEKIEVDPKFREEMIKKEKELEMKLQKQIDDFVEGNKKDIDK"
     gene            2058424..2059122
                     /locus_tag="BA_2205"
                     /old_locus_tag="BA2205"
                     /db_xref="Pathema:BA_2205"
     CDS             2058424..2059122
                     /locus_tag="BA_2205"
                     /old_locus_tag="BA2205"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26083.1"
                     /db_xref="Pathema:BA_2205"
                     /translation="MEQKLGFLRKYKRNAQLISCHEINKLDSGKIPNSWYELFQEENV
                     DKRVESILSIWKEQVGVELRNTISYLSRHLEEVELMNTNGRYSILYTIKTDNGEILYY
                     EGGNPKDEFNNEELEKSWDKIPSTIRNFYRTVHNGFYFYASQSMGLVPLENVTFFDDD
                     EWGIIEELEEPLQIDLQTTFGFFKSGMGGYVAVDYKNSNNDNATLWWTNKEPRYNMNF
                     WDIVDEWILIGFEV"
     gene            2059682..2060314
                     /locus_tag="BA_2206"
                     /old_locus_tag="BA2206"
                     /db_xref="Pathema:BA_2206"
     CDS             2059682..2060314
                     /locus_tag="BA_2206"
                     /old_locus_tag="BA2206"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26084.2"
                     /db_xref="Pathema:BA_2206"
                     /translation="MQGNEKIQHAVKTLMEYKWIPGEGKGFAMAGVGNVSGGGQYSLK
                     EAYQYMESKVVKGTVGANNFKFGDNAKNHLKNVENISTKKGVSGGHNMDEFYNALKNQ
                     DVDVEDLIISKKSHSSIEGIYEIEYKIPRKDMAGNIAEPVSYKNIKEPKTIYDPAMIS
                     DDKIYQWGKEAMQKGTINGRLVEGTASNGLKFRGYLNDTGEITNFFQILD"
     gene            2060349..2060738
                     /locus_tag="BA_2207"
                     /old_locus_tag="BA2207"
                     /db_xref="Pathema:BA_2207"
     CDS             2060349..2060738
                     /locus_tag="BA_2207"
                     /old_locus_tag="BA2207"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26085.1"
                     /db_xref="Pathema:BA_2207"
                     /translation="MNSNFEFIEDKEKNDELMSIYFNFINGKYLERALSFFVKKEGFG
                     QEIVFVHFQSDLDEFDMSQLPIPLDDKHVLVELDSPAVESEQQVYLDFETFCNYLEEH
                     VKKEVEKNPERNGLMDLLVQVKRSLNL"
     gene            2061269..2061829
                     /locus_tag="BA_2208"
                     /old_locus_tag="BA2208"
                     /db_xref="Pathema:BA_2208"
     CDS             2061269..2061829
                     /locus_tag="BA_2208"
                     /old_locus_tag="BA2208"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26086.1"
                     /db_xref="Pathema:BA_2208"
                     /translation="MKVGAFMGETRNLMNSIWFGEKTILAKSEIKEKILKSVTETEVL
                     FNLIELFKTGDFTQKPLFVQLMNQTKDEAVLNLCIRVFLSVATHEDLRDSNNLRFLSE
                     VTEETVDTFASAATTSLSLEVIPYLLALLEEWEEFSDTATIIRDSIDSFINFEDQIGE
                     DATIDEIGNFYFKYCQEKDTNSYYFQ"
     gene            2061863..2062081
                     /locus_tag="BA_2209"
                     /old_locus_tag="BA2209"
                     /db_xref="Pathema:BA_2209"
     CDS             2061863..2062081
                     /locus_tag="BA_2209"
                     /old_locus_tag="BA2209"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26087.1"
                     /db_xref="Pathema:BA_2209"
                     /translation="MIQRVMIAANNEEQLKMELIPSLLSIWTGKRVPADYNTIISASN
                     YKDFIDCINELSSENWEKGQKYFYGYKL"
     gene            2062628..2063812
                     /locus_tag="BA_2210"
                     /old_locus_tag="BA2210"
                     /db_xref="Pathema:BA_2210"
     CDS             2062628..2063812
                     /locus_tag="BA_2210"
                     /old_locus_tag="BA2210"
                     /note="identified by similarity to GP:4539214; match to
                     protein family HMM PF02595; match to protein family HMM
                     TIGR00045"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein TIGR00045"
                     /protein_id="AAP26088.1"
                     /db_xref="Pathema:BA_2210"
                     /translation="MRILVVPSGFKESLGAKEAADVMKEGILKVMPLATVETLPMVDG
                     GEGFTEAIINITGGKMYEVQVTGPVGDEIQSYFGVFETRNGERTAVIEMAAAAGLRLV
                     PRDLRDPRKTTTHGVGQLIELALNKGVDRILIGCGDSGTSDGGAGMAEALGVKFLNED
                     EKEIQIQGGTSLLQVSKIDTSQVDPRLRHVQIDVACNWFNQLCGEHGVARVFGPQKGA
                     NEAQVIELEKALERYASIIKKDIGIDVHHTPGSGASGGLGAGLQALIGATLHPRYDII
                     MKYMDLNKLLLKCDLVFTAEGSIDFQTPREKIPAEVAKCAKRYGLPVIALVGTVGKGA
                     RINYDYGIDAYTSILPMPSSLENAFSNAEKWLRDCTESTMRTVLVGYQIASRLNKSGY
                     VS"
     gene            2063809..2065239
                     /locus_tag="BA_2211"
                     /old_locus_tag="BA2211"
                     /db_xref="Pathema:BA_2211"
     CDS             2063809..2065239
                     /locus_tag="BA_2211"
                     /old_locus_tag="BA2211"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by similarity to OMNI:SA0750;
                     match to protein family HMM PF00939"
                     /codon_start=1
                     /transl_table=11
                     /product="sodium/solute symporter family protein"
                     /protein_id="AAP26089.1"
                     /db_xref="Pathema:BA_2211"
                     /translation="MIEKNVVELHVDNNDTPKVKSSWVLPVALILIVEIVLLLPSSLT
                     MEAKWSLFGFCSAIILWTTTTINSAYIALGSVLFLIISGTAKQDLLFDSLASDVIWLM
                     IGSFILGRALQITGLAEKMTYFVVNRARNISGLCWILTMIIQILAFFIPSTSGRAAVV
                     LPVFQAICKEIGSRRIAKALAILMPTVILVSTSSTIIGAGSHLIALDMLNEFNNKNIT
                     FVEWLIWGLPFGIIMSFISCRVILVLFLDKEEVKTKLQQKKVKFELSRNEKYTISILI
                     AMVAFWLTEWLHGLEIATVTIIGVFLLTLPKLGVMQWKESLKGVSWNLILFVGAAIAL
                     GKSLMESGAAQWIMQNLFLVTELINKQSIFIVLLVIVILSVTSHLYITSHTTRAVIFI
                     PPLLYFASSLQLNEVAVLFLGIVGMNYCLTFPVSSKALLLFQESDRETFQPQDLLKLS
                     SYLSVIYIFVMVIFYYAYWQWVGLSL"
     gene            2065368..2066051
                     /locus_tag="BA_2212"
                     /old_locus_tag="BA2212"
                     /db_xref="Pathema:BA_2212"
     CDS             2065368..2066051
                     /locus_tag="BA_2212"
                     /old_locus_tag="BA2212"
                     /note="identified by similarity to OMNI:NTL01BH0373; match
                     to protein family HMM PF00072; match to protein family HMM
                     PF00486"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator"
                     /protein_id="AAP26090.1"
                     /db_xref="Pathema:BA_2212"
                     /translation="MGERILIVEDEEKIARVVQLELEFEGYESEIAKTGTEAMEKFGN
                     GNWDLILLDVMLPNISGLEVLRRIRLKNAVIPIILLTARDSVVDKVSGLDQGASDYIT
                     KPFQIEELLARIRACLRISNVVKEEENSSYQIADLYLDEKTREVKRGNSLIDLTPREF
                     DLLLFLMKHENQVLNREQIVTNVWGFDYYGDTNVVDVYIRYLRKKVDCNVDVPLIHTV
                     RGVGYVLKV"
     gene            2066055..2067413
                     /locus_tag="BA_2213"
                     /old_locus_tag="BA2213"
                     /db_xref="Pathema:BA_2213"
     CDS             2066055..2067413
                     /locus_tag="BA_2213"
                     /old_locus_tag="BA2213"
                     /EC_number="2.7.13.3"
                     /note="identified by similarity to OMNI:SA1450; match to
                     protein family HMM PF00512; match to protein family HMM
                     PF00672; match to protein family HMM PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase"
                     /protein_id="AAP26091.1"
                     /db_xref="Pathema:BA_2213"
                     /translation="MKIKNKIYLFSTVWLLLILLIINSSIYFLFYKVTTNGELERLKR
                     EAIHIIDGMNADSAKKVDAISLLQPYLPSNGMIRIINENSKVMIRQEVDSTKPIPALN
                     TKFERKESAGIYEKNEGKFAYIKIPIIWNDGKIVSLEMTERLDSLQENLNMLKNVLVI
                     ASLLVLIPSFFAGRMLSKFILKPVNSLIQTMEHIQVRGIFKKIPLENKSKDELHKMGS
                     TFNKMIDLLHQNFEKQQQFVSDASHELRTPLTVIESYAKLLKRWGMKKQDVLEESVEA
                     IYSEAVRMKGMTNQMLLLANSSADWSLETNESDLVRLCQVTAEQLEKTYARNFRVITD
                     EEKIVVNIDEQKIKQVLVVLLDNAMKYSKDSIDIIVGIQKEKVFFSIQDYGMGIPKED
                     IQKVFDRFFRVDKARSRETGGTGLGLSIAKQIIDAHEGDIQLESEEGKWTKVTVNLPH
                     FS"
     gene            2067433..2068392
                     /locus_tag="BA_2214"
                     /old_locus_tag="BA2214"
                     /db_xref="Pathema:BA_2214"
     CDS             2067433..2068392
                     /locus_tag="BA_2214"
                     /old_locus_tag="BA2214"
                     /note="identified by similarity to EGAD:107492; match to
                     protein family HMM PF03413"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26092.1"
                     /db_xref="Pathema:BA_2214"
                     /translation="MKKKWKIALLVCFTVVSVAFVSQRIVSKQGETILSEKQIQSIVS
                     EQYPGKIKSMKLINKEEQDFYKVNLLNEQGSYEIIVDAKNGEVKRAKEKSLKSNTITK
                     EKAEEMALQKVQGEIKYTILEKRNEIEVFVITVETNDKQSKVVEIEKTTGQIQLLEKP
                     MTKVTEEQAKDIAVQQVPGNEKGIRLEQKNEKNIYVIEIEKNANENVIVEIEETTGAF
                     IGTSQIQKVITEEQAKEVALQKVQGGFIEKVSIVDINGTATYQIIIKKQTETVDVRVH
                     TITGEIISTTSVNNTIQQKESSQQQDDDHQEESDDDQDDDDEG"
     gene            2068501..2068884
                     /locus_tag="BA_2215"
                     /old_locus_tag="BA2215"
                     /db_xref="Pathema:BA_2215"
     CDS             2068501..2068884
                     /locus_tag="BA_2215"
                     /old_locus_tag="BA2215"
                     /note="identified by similarity to OMNI:NTL01BH0376; match
                     to protein family HMM PF03413"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26093.1"
                     /db_xref="Pathema:BA_2215"
                     /translation="MKLWIGIVMVLFIAGGTAYGVNAMEYEETRYEEREEKSYESKEL
                     SPETAKQIAIEKVNGVVEEIDVERMDDKGVYEIEVETNKGEEEIYINKKNGNIIAEKE
                     FEFIKNEDEDDDKGEDDMEYDDLDD"
     gene            2069379..2070719
                     /locus_tag="BA_2216"
                     /old_locus_tag="BA2216"
                     /db_xref="Pathema:BA_2216"
     CDS             2069379..2070719
                     /locus_tag="BA_2216"
                     /old_locus_tag="BA2216"
                     /note="identified by similarity to OMNI:HI1690; match to
                     protein family HMM PF00209"
                     /codon_start=1
                     /transl_table=11
                     /product="putative sodium-dependent transporter"
                     /protein_id="AAP26094.1"
                     /db_xref="Pathema:BA_2216"
                     /translation="MKQTEQWTSKLGFIMAAAGSAIGLGAIWKFPYIAGKSGGGAFFL
                     IFILFTVLIGLPLLIAEFMIGRSTQKQAVDAFKSIAPNTGWHWIGRLGVGTCFILLSF
                     YSVVGGWVFIYLFRGVTGQLITPGQNYGALFTETIGNPAWAILGHFAFMFITIWVVSK
                     GVQNGIEKASKYMLPALFVLFVALIVRSLTLDNAMQGVKFFLQPDFSKITSESILFAM
                     GQSFFAISIGISIMVTYSSYLNKKESLPKSAITIVGLNLFVSLFAGLAIFPAVFSLGM
                     EPTEGPGLLFIVLPSVFSQIPFGGFFLTVFLALFTFATLTSAFSLLETVVSALANGEQ
                     ERRTKLSWMIGFCIFLVGIPSALSFGVWSDITIFGKNIFDAVDFLSSNILMPLGALFI
                     SIFVSFKMEKKVLEADFFVGGNYGKKVFTCWAFLLRFVAPLAIIIVFLNVIGVI"
     gene            2070754..2071665
                     /locus_tag="BA_2217"
                     /old_locus_tag="BA2217"
                     /db_xref="Pathema:BA_2217"
     CDS             2070754..2071665
                     /locus_tag="BA_2217"
                     /old_locus_tag="BA2217"
                     /note="identified by match to protein family HMM PF00561"
                     /codon_start=1
                     /transl_table=11
                     /product="alpha/beta hydrolase family protein"
                     /protein_id="AAP26095.1"
                     /db_xref="Pathema:BA_2217"
                     /translation="MFMADLIETGKYMNIRGKKLYVETHGDPKNKPVLYLHGGPGESC
                     YDFSFHQAERLKDSLYVIMIDQRGVCRSEEITEDEAFGLNDLIEDCEELKKVLQIKKW
                     SIIGHSFGGYLALLYASIYPGSIKKIIFEGPTFDFALTSRALLQKTGHLLKKYGKEEV
                     AEESLAYSSSNASSEELLEAYIRLSDELEEKRMEIYNYKEDGTDESLYSDEEWEVFSN
                     RSKIHFDRLKLEGACHTSLLSKIKDVQNPMLLIVGKHDVVTCEKQIEIFNKDARNGKY
                     IVFEESGHSPHYEEADRFAETVIHFLK"
     gene            complement(2071702..2072277)
                     /locus_tag="BA_2218"
                     /old_locus_tag="BA2218"
                     /db_xref="Pathema:BA_2218"
     CDS             complement(2071702..2072277)
                     /locus_tag="BA_2218"
                     /old_locus_tag="BA2218"
                     /note="identified by similarity to OMNI:NTL02SP0239; match
                     to protein family HMM PF06042"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26096.1"
                     /db_xref="Pathema:BA_2218"
                     /translation="MKIQTEQDIVRLIENDEWMMNVLQIAKSLELPDWWICAGFIRSK
                     IWDTLHNYEAKTTMPDVDVIYYDSLHKDEIYEQSLETKLMNMDAAIPWSVKNQARMHV
                     VNNMPPYSSSVDAISKFPETATSLGVTLDEKNNVILTAPCRIEDVLSLQVRPTAHFLE
                     SKERLHMYNNRVIKKNWQSKWPSITITYPEI"
     gene            complement(2072310..2073107)
                     /locus_tag="BA_2219"
                     /old_locus_tag="BA2219"
                     /db_xref="Pathema:BA_2219"
     CDS             complement(2072310..2073107)
                     /locus_tag="BA_2219"
                     /old_locus_tag="BA2219"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP26097.1"
                     /db_xref="Pathema:BA_2219"
                     /translation="MAITLIFIMAFTIVIHAVETSSYSIRLAGVRLKKIAVALSVVGI
                     VLLISRTSNLLQAFLLGGIVDEAKLDSSIDLENIMRLVLLSASVGTLLAIILYPTLTK
                     LFGYVIQNFETDGSFIRMMKTNNIQKLKYTKKYVRFPKFEMIHRLRIGGIPKRIMVIN
                     MFSTAIYTAGVLSALYASFLIPAFATKATTASGLINGFATILLTVLLDPRIALLTECA
                     LQSEEGAEAMSKMYAWLMISRLFGTLLAQLLFIPGAYWIKWIIKLMN"
     gene            2073306..2073971
                     /locus_tag="BA_2220"
                     /old_locus_tag="BA2220"
                     /db_xref="Pathema:BA_2220"
     CDS             2073306..2073971
                     /locus_tag="BA_2220"
                     /old_locus_tag="BA2220"
                     /note="identified by match to protein family HMM PF00702;
                     match to protein family HMM TIGR01549"
                     /codon_start=1
                     /transl_table=11
                     /product="hydrolase, haloacid dehalogenase-like family"
                     /protein_id="AAP26098.1"
                     /db_xref="Pathema:BA_2220"
                     /translation="MYTTYLFDLDGTLTDPKEGIVNSVLYALKKVGIEELHISELDSF
                     IGPPIQQSFVERYNMNEGEVERAVFYFREYLKQRGLLENNIYEGIPILLKQLKDTGNR
                     LFIATSKPTIFAEQVIEHFQLTNYFEDIIGSNLDGTRIKKEEIIAHILQTNEELNKEE
                     IVMIGDRKHDIIGANQNGIASIGVLYGYGSETELTEVGATHIAIDVKELHHLCLENSL
                     IKK"
     gene            2074181..2075620
                     /locus_tag="BA_2221"
                     /old_locus_tag="BA2221"
                     /db_xref="Pathema:BA_2221"
     CDS             2074181..2075620
                     /locus_tag="BA_2221"
                     /old_locus_tag="BA2221"
                     /note="identified by match to protein family HMM PF03600"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP26099.1"
                     /db_xref="Pathema:BA_2221"
                     /translation="MELVIILLALSLLMFVAYRGFSVILFAPIFALFAVFLTEPSFVL
                     PFFSNIFMEKMVGFIKLYFPVFLLGAIFGKVVEMSGIADSIAKTIIELVGEKRTILAI
                     VLMGAILTYSGVSVYVVVFAVYPFAAKLFRQANIPKRLIPGTIVLGAVTFTMDALPGS
                     PQIQNVIPTTFFKTDIYAAPILGIVGAIFVLTLGLLYLESRRKKAKAAGEGYDGFNDG
                     NTEMAASLQAEQKDMPLLKSLEITRAQQVIAFIPLILVGVMNKVFTIMIPKWYPNGFD
                     FSAIGMKAFGKVELSAVVGIWSVELALIIGIVTTLLLYWKRVVTGFQAGLNTSIGGAL
                     LATMNTGAEFGFGGVIAALPGFAIMRDGISATFTNPLVNGAVTTNILAGITGSASGGM
                     GIVLSAMGDKFIAAANQFDIPLEVMHRIVSMASGGMDTLPHNGAIITILTVTGLTHKQ
                     SYKDIFAITVLKTVAVFLVIAFYTVTGIY"
     gene            2075673..2076875
                     /locus_tag="BA_2222"
                     /old_locus_tag="BA2222"
                     /db_xref="Pathema:BA_2222"
     CDS             2075673..2076875
                     /locus_tag="BA_2222"
                     /old_locus_tag="BA2222"
                     /EC_number="1.1.1.1"
                     /note="identified by match to protein family HMM PF00465"
                     /codon_start=1
                     /transl_table=11
                     /product="alcohol dehydrogenase, iron-containing"
                     /protein_id="AAP26100.2"
                     /db_xref="Pathema:BA_2222"
                     /translation="MQEVAEFRMPKSVLYGRNSLEKLWEQSKKFGKRAFIVTDTIMED
                     LGYVERCIQQLNTKGITVITYNKVNAEPTNIHVLEALTICKEGKCDFIIGLGGGSCID
                     AAKAVAVLYTNGGEVEDYVQKDREIDNDPLPLIAIPTTSGTGSEVTSVAVITNKRTDV
                     KMMMKHPSFTPQVAIIDPILTRSVPPHITAATGIDALCHAVEAYISKVSQSLTDVLAL
                     SAIESIMKYLRIAYEDGENMEAREAMMIASLQAGIAFSNASVTLVHGMSRPVGALFHV
                     PHGISNAILLPTVLEYTKGSAVKRLAEIGRCLNKDLYSYCDEEVADYTLGEIKKLCFD
                     LHIPNLKEYGIGELEFEKAISKMASDAIESGSPANNPRVPSYDEIKQLYRECFHYKYE
                     DSIKTLGD"
     gene            2077023..2077730
                     /locus_tag="BA_2223"
                     /old_locus_tag="BA2223"
                     /db_xref="Pathema:BA_2223"
     CDS             2077023..2077730
                     /locus_tag="BA_2223"
                     /old_locus_tag="BA2223"
                     /note="identified by match to protein family HMM PF01177;
                     match to protein family HMM TIGR00035"
                     /codon_start=1
                     /transl_table=11
                     /product="aspartate racemase family protein"
                     /protein_id="AAP26101.1"
                     /db_xref="Pathema:BA_2223"
                     /translation="MKTIGLIGGMSWESTAEYYRIINEEIKSRLGGLHSAKCLINSVD
                     FEEIERYQSSGDWDSTGEILENAAYSLQKGGADFIIICTNTMHKVVEKIKENIHIPIL
                     HIADATAKEIKRKDIQTVGLLGTKYTMEQDFYKSRIEENHIKVVVPSEKDRDKVNEVI
                     YTELCLGKITSQSREYYKRVIENLIQEGAKGIILGCTEIGLLIKQEDVSVPIFDTTHI
                     HAVEAVHFALLEYNYIM"
     gene            2077805..2078278
                     /locus_tag="BA_2224"
                     /old_locus_tag="BA2224"
                     /db_xref="Pathema:BA_2224"
     CDS             2077805..2078278
                     /locus_tag="BA_2224"
                     /old_locus_tag="BA2224"
                     /note="identified by similarity to OMNI:CC0120; match to
                     protein family HMM PF01980"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26102.1"
                     /db_xref="Pathema:BA_2224"
                     /translation="MFSVQPIAFVHNERKEIKDDEWGEVRSCITLTEMYTEESIQGIE
                     DFSHIEIVFYFHKVTDEQIQYVARHPRNNHDYPKVGIFAQRGKNRPNRIGATIVKVIK
                     REGKSIIVEGLDAIDGTPILDIKPIMKEFMPREEIVQPKWATDIMRQYWKGNGVK"
     gene            2078275..2078715
                     /locus_tag="BA_2225"
                     /old_locus_tag="BA2225"
                     /db_xref="Pathema:BA_2225"
     CDS             2078275..2078715
                     /locus_tag="BA_2225"
                     /old_locus_tag="BA2225"
                     /note="identified by similarity to EGAD:108857; match to
                     protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26103.1"
                     /db_xref="Pathema:BA_2225"
                     /translation="MRIYEATIADLDGLASVFNNYRMFYRQDSDIEGAKVFLRNRMER
                     KESVIFVAVEDGEYIGFTQLYPSFSSISMKELWILNDLFVQAAKRGAGTGKKLLEAAK
                     EFALENGAKGVKLQTEIDNLSAQRLYAENGYLRDNRYFHYELTF"
     gene            complement(2078772..2079306)
                     /locus_tag="BA_2226"
                     /old_locus_tag="BA2226"
                     /note="conserved hypothetical protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2226"
     gene            complement(2079336..2079767)
                     /locus_tag="BA_2227"
                     /old_locus_tag="BA2227"
                     /db_xref="Pathema:BA_2227"
     CDS             complement(2079336..2079767)
                     /locus_tag="BA_2227"
                     /old_locus_tag="BA2227"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26104.1"
                     /db_xref="Pathema:BA_2227"
                     /translation="MSFQIREATINDIDALCSLTTELKGSSISYEDMNNRLQFVQMSP
                     FDFLYVYEEEKTIFGLLGFRIRENLEDITRYGEISIISVDSTIRRKGIGHILMDYAEQ
                     LAKKHNCIGTWLVSGTKRVEAHPFYKKLGYEVNGYRFVKHF"
     gene            2079921..2080631
                     /locus_tag="BA_2228"
                     /old_locus_tag="BA2228"
                     /db_xref="Pathema:BA_2228"
     CDS             2079921..2080631
                     /locus_tag="BA_2228"
                     /old_locus_tag="BA2228"
                     /note="identified by similarity to OMNI:NTL01BS02995;
                     match to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP26105.1"
                     /db_xref="Pathema:BA_2228"
                     /translation="MLEVNIRSAGYEIGEKTIHDIAFSIEKGELVALIGANGAGKSTT
                     IKTMLGLLVNVNGEISFGAKKNPYAYVPEHPTYYDYLTLWEHIELLMAARGNEVGSWE
                     RKAEELLHLFRMDKYKHEYLSKFSKGMKQKSMLILAFLTEADFYIIDEPFIGLDPVAT
                     KEFLSYLYKEKERGAGILLCTHVLDTAERICERFLLISQGTLVADGHLDAIQTLAEMP
                     GSSLLDCFDVIVRREQHD"
     gene            2080624..2081682
                     /locus_tag="BA_2229"
                     /old_locus_tag="BA2229"
                     /db_xref="Pathema:BA_2229"
     CDS             2080624..2081682
                     /locus_tag="BA_2229"
                     /old_locus_tag="BA2229"
                     /note="identified by similarity to OMNI:NTL01BS02994"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26106.1"
                     /db_xref="Pathema:BA_2229"
                     /translation="MIKKQFYKRLRHELGRKWKSIRSVTDWTVALYIIIPAFIFMGIY
                     YRSLWINELSMEEIIYFGLGLLAFYLVTYTRGVRSFFEQADSLFLISYPAHMQKLIQY
                     GMTYTFIRIAITNVVVVVVAMLPVLMKSIGVTKIQVVLFWLFFTLFRCMLSLLTRYIH
                     VRVGKGWLLWIIKNVIFSISLSFLGMSLFLIYKNPFYSILCISLVVFLIIALIKEKLN
                     YRNSFFKEVEKEKEESMRWMSGIMQVGGHAAKPSSSNKKPWMFPRSKKFLGKKTDDRI
                     VESFLKEFFRTSSARIFYIQIVCISAISIVMSPRWIAAIILAFALFAISRYARDYWAE
                     FAKKCFFIYIVMKANYYC"
     gene            2082108..2082695
                     /locus_tag="BA_2230"
                     /old_locus_tag="BA2230"
                     /db_xref="Pathema:BA_2230"
     CDS             2082108..2082695
                     /locus_tag="BA_2230"
                     /old_locus_tag="BA2230"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26107.1"
                     /db_xref="Pathema:BA_2230"
                     /translation="MPNWFRKTLVALITVFTFGLVTPPSILLDNAKAADKPTSTAGQQ
                     NLESTSYTYEETNDRLTTDTFITYAMQEAEKQSMQKFGTKIGPVIEDEFKDVILPKIE
                     EAIAELANDVPEESLQSLAISQKPAGGNNEKIFHVYDTKTGNDLLRFHVRRDHPPQDG
                     YYFNFHYHRFDDGYSGHHELGNIYWNTNVPPKWLS"
     gene            2082795..2083436
                     /locus_tag="BA_2231"
                     /old_locus_tag="BA2231"
                     /db_xref="Pathema:BA_2231"
     CDS             2082795..2083436
                     /locus_tag="BA_2231"
                     /old_locus_tag="BA2231"
                     /note="identified by match to protein family HMM PF00702;
                     match to protein family HMM TIGR01549"
                     /codon_start=1
                     /transl_table=11
                     /product="hydrolase, haloacid dehalogenase-like family"
                     /protein_id="AAP26108.1"
                     /db_xref="Pathema:BA_2231"
                     /translation="MGMQKYIVFDFDGTLVDSQNIFVPIYNQIAKKHGYKTVREEEIE
                     YLRKLTMPERCKQLDVPLYKLPILALEFYKLYQPAIKDLILFHGMKDVLDELHKEGYG
                     IAVISSNSEEHIRAFLHNNDIENIQEVYCSKNLFGKDKMIKRFLKSKKITEKDMLYVG
                     DEQRDVAACKKAGVNVIWVSWGYDVIETVKKDAPDYMVNTPMEIVQVVQGAYS"
     gene            2083516..2083824
                     /locus_tag="BA_2232"
                     /old_locus_tag="BA2232"
                     /db_xref="Pathema:BA_2232"
     CDS             2083516..2083824
                     /locus_tag="BA_2232"
                     /old_locus_tag="BA2232"
                     /note="identified by similarity to OMNI:NTL01LI2331"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26109.1"
                     /db_xref="Pathema:BA_2232"
                     /translation="MLFSIIGWRKLNEVAYSTGESEIYFKEVDEEIVRTLGPRHICYQ
                     AINRKVVDEVAEFLSSTKIKIIRGPMEMNHYSEGYYTIDFYDPNGFIIEVAYTPNVEM
                     "
     gene            2083837..2084769
                     /locus_tag="BA_2233"
                     /old_locus_tag="BA2233"
                     /db_xref="Pathema:BA_2233"
     CDS             2083837..2084769
                     /locus_tag="BA_2233"
                     /old_locus_tag="BA2233"
                     /note="identified by similarity to GP:19917050; match to
                     protein family HMM PF01636"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26110.1"
                     /db_xref="Pathema:BA_2233"
                     /translation="MKTITTWQNNIQIVKDATNIVGISKGFSPDKKYIVTTIDEEKYL
                     LRIGDIQEYERRKIEFQILNEMAKRNVQAQRPIEIGILEDESVCYSIFSYLEGEDAKK
                     LLPTYSPKEQYEIGIEAGKDLAKMHTYEAPKDLLPWYERAMKKHQKYVEAYKTCGIKI
                     KNDDKIIKFIDENEMYLQNRPNRFQHDDFHLENIIVRDGKYVGVVDFNGYDWGDPLHD
                     FVKIALFARDISIPYSIGQIEGYFNGIIPEEFWKLYAVYVGMTVFSSVVWTLRAAPHM
                     LDDTLERLTIVLEDHKDFELLKPIWFQPEKINMK"
     gene            complement(2084806..2086083)
                     /locus_tag="BA_2234"
                     /old_locus_tag="BA2234"
                     /db_xref="Pathema:BA_2234"
     CDS             complement(2084806..2086083)
                     /locus_tag="BA_2234"
                     /old_locus_tag="BA2234"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26111.1"
                     /db_xref="Pathema:BA_2234"
                     /translation="MYIEIFKEIVSITHHDYSGCIDKKGWDDPTTYLQTIEKLEKQGE
                     LTPVQFTEIVRDYLLDFKDNHMFFKMISNNQTLNGVGFQVKRYEDRLYITSTPQEIRV
                     KKGQSILALDNMKVPELLIKYKKYLNENTYEREKWDYVLLKSSNYTLIDENGVTKTIT
                     LQKYKQSEYTPIYSLKQYNKDTLLITLTDFANIEAINKLLDSHKNELNSFQNLIIDVR
                     LNRGGSDDAFFNLLPYLFEDKEISLFDSSDTMQLNHTERNFHLRMKEMEDYDSLDELS
                     KLFTNMFIQDLKKNYKKGFVTFDTSGLPKELQSLKIHGRKSPSRVVILTDVTCGSSGD
                     SFVEVAKKSLKVKVIGRPTAGLNDYSNLAVMEWADTFALYYPTSRLSIIDKGEGMSGI
                     GIQPHIHIPWTPEHIQEDVDLNLALQLLQNEEW"
     gene            complement(2086211..2087668)
                     /locus_tag="BA_2235"
                     /old_locus_tag="BA2235"
                     /db_xref="Pathema:BA_2235"
     CDS             complement(2086211..2087668)
                     /locus_tag="BA_2235"
                     /old_locus_tag="BA2235"
                     /note="identified by similarity to OMNI:CC3086; match to
                     protein family HMM PF00144"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26112.1"
                     /db_xref="Pathema:BA_2235"
                     /translation="MSKIETPVMASLQTTVEKMMKDLNVPGAAVAVIKDGEMIISEGF
                     GYRNLETKAPVTPLTLFAIGSSTKAFGTLSLSLLAQQKKFNWDAPVQSYIQNFSLSEL
                     LASSQVTGRDLASHRTGVSRHEALWYSSSLSRKDLIEKIKHLPLDAPFRTSFLYNNLM
                     YATISYIVENITNQTWEQYATEHILEPLNMRHTNFSVTDSQTTEDHALPYIENDGEIK
                     EVPFRNIDTVGAAGCINSTIEDMANWVLLHLNNGKFGDHELISSELLQQMYTPHNSIP
                     DQPVLSLPESPLNSYGLGWFISAYRGNKVIHHGGNIDGFSALVSFIPKENIGLVILTN
                     AGGTLLPTYLANQIYDELLELETIDWHKRAVEDTEKMKEMMKEATESVPEQIKGTTPS
                     HKLEDYTGTFEHPAYGTLQVHKQDDSLFVQFMEMDIQLGHHHYDIFSAKVDLFQMKMN
                     LLFAYEMNVNGEFPSLQLHVPAMLSTQPLAFKKIK"
     gene            2087867..2088823
                     /gene="thyA"
                     /locus_tag="BA_2236"
                     /old_locus_tag="BA2236"
                     /db_xref="Pathema:BA_2236"
     CDS             2087867..2088823
                     /gene="thyA"
                     /locus_tag="BA_2236"
                     /old_locus_tag="BA2236"
                     /EC_number="2.1.1.45"
                     /note="identified by similarity to SP:P00469; match to
                     protein family HMM PF00303; match to protein family HMM
                     TIGR03284"
                     /codon_start=1
                     /transl_table=11
                     /product="thymidylate synthase"
                     /protein_id="AAP26113.1"
                     /db_xref="Pathema:BA_2236"
                     /translation="MKHAENEYLNLCRHVMEHGTKKEDRTGTGTVSVFGYQMRFDLSK
                     GFPLLTTKRVPFRLVASELLWFMKGDTNIRYLLQHNNNIWNEWAFKSWVESDEYTGPD
                     MIDFGLRSQQDEEFKVQYDEQMELFKKNVLEDDEFSNKYGYLGDVYGKQWRAWKTTAG
                     ETLDQLKDVIEMIKKTPDSRRLIVSAWNPEDVPSMALPPCHTLFQFYVADGKLSCQLY
                     QRSGDIFLGIPFNIASYSLLTHLIAHECGLEVGEFVHTIGDAHIYTNHFEQVEKQLAR
                     EPRPFPKLTLNPDVKSVFDFEMEDLTIEGYDPHPAIKAPVAV"
     gene            2088843..2089331
                     /gene="dfrA"
                     /locus_tag="BA_2237"
                     /old_locus_tag="BA2237"
                     /db_xref="Pathema:BA_2237"
     CDS             2088843..2089331
                     /gene="dfrA"
                     /locus_tag="BA_2237"
                     /old_locus_tag="BA2237"
                     /EC_number="1.5.1.3"
                     /note="identified by similarity to SP:P11045; match to
                     protein family HMM PF00186"
                     /codon_start=1
                     /transl_table=11
                     /product="dihydrofolate reductase"
                     /protein_id="AAP26114.1"
                     /db_xref="Pathema:BA_2237"
                     /translation="MIVSFMVAMDENRVIGKDNNLPWRLPSELQYVKKTTMGHPLIMG
                     RKNYEAIGRPLPGRRNIIVTRNEGYHVEGCEVAHSVEEVFELCKNEEEIFIFGGAQIY
                     DLFLPYVDKLYITKIHHAFEGDTFFPEMDMTNWKEVFVEKGLTDEKNPYTYYYHVYEK
                     QQ"
     gene            2089487..2091472
                     /gene="pbpC"
                     /locus_tag="BA_2238"
                     /old_locus_tag="BA2238"
                     /db_xref="Pathema:BA_2238"
     CDS             2089487..2091472
                     /gene="pbpC"
                     /locus_tag="BA_2238"
                     /old_locus_tag="BA2238"
                     /note="identified by similarity to GP:7707810; match to
                     protein family HMM PF00905; match to protein family HMM
                     PF03717; match to protein family HMM PF05223"
                     /codon_start=1
                     /transl_table=11
                     /product="penicillin-binding protein 3"
                     /protein_id="AAP26115.1"
                     /db_xref="Pathema:BA_2238"
                     /translation="MRKIWGILFLCLTFMLVGCGKEEKPQEAFDTYAKAWNKQKFAEM
                     YDQLSEKAKKDISKKEFTEKYEKIYSGIEVKNLKVEAGEVKEDKKDEGPIPFKVSMDT
                     VGGKINFGHEAKMVKEKDGDKESWKVDWTPDFIFPGMTKDSKVRMQTTEPKRGEIYDR
                     NGKGLATNGKASEIGLIPEKLGDTAPQTKETVAKLLNMSVEEIDQKLAAKWVKPGYLV
                     PIGILPEGATQNTYIDLPGVSTKPVNVRTYPLGEAAAHLTGYIGKVNAEDLKTLQKKG
                     YQADDPVGKAGLEQVLEEKLRGKKGGRVFVEDAQGKEIKNLAKTDAVDGENVTLTIDS
                     AVQEKTYNEMKGEAGSSAAINPKSGETLALVSSPAYDPNIIARGTSKAQREAWNNDPK
                     KPMTNRFTQLSVPGSVFKPITAAIGLETKTIDPKEELKIEGLKWTKDSSWGNYYVTRV
                     KDANPIDFDKAMKYSDNIYFAQEALKIGKDKFMSEAKKFGFDEKLPIEYGFPASKIAN
                     DGIKNDIQMADTGYGQGQVLMTPLHLALTYAPIVNDGNIPSPYIIKTDKQPKVWKENV
                     ISKGNQDILKTAMTKVINDPDGTGKIAKIDGMTLAGKTGTAELKVSKEAEGKELGWFA
                     AFDLNSPDMVITMMIEDVKGRGGSNIPAEKVKHVFQK"
     gene            2091715..2092350
                     /locus_tag="BA_2239"
                     /old_locus_tag="BA2239"
                     /db_xref="Pathema:BA_2239"
     CDS             2091715..2092350
                     /locus_tag="BA_2239"
                     /old_locus_tag="BA2239"
                     /note="identified by similarity to GP:2635867; match to
                     protein family HMM PF02525; match to protein family HMM
                     PF03358"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26116.1"
                     /db_xref="Pathema:BA_2239"
                     /translation="MTKVLFITANPNSAEGSFGMAVGEAFIEAYKNEHPQDEVVTIDL
                     FNTTVPAIDADVFAAWGKFAAGEGFEALTEAQQQKVAAMNTNLETFMHADRYVFVTPM
                     WNFSYPSVVKAYLDNLAIAGKTFKYTENGPVGLLEGKKALHIQATGGVYSEGPYAAVD
                     FGRNHLKTVLGFIGVNETEYIAVEGMNANPEKAQEIKEAAIANARELAKRF"
     gene            2092462..2093181
                     /locus_tag="BA_2240"
                     /old_locus_tag="BA2240"
                     /db_xref="Pathema:BA_2240"
     CDS             2092462..2093181
                     /locus_tag="BA_2240"
                     /old_locus_tag="BA2240"
                     /note="identified by match to protein family HMM PF01553;
                     match to protein family HMM TIGR00530"
                     /codon_start=1
                     /transl_table=11
                     /product="putative 1-acyl-sn-glycerol-3-phosphate
                     acyltransferase"
                     /protein_id="AAP26117.1"
                     /db_xref="Pathema:BA_2240"
                     /translation="MIQTFFKIFYLILIVIAITPRMWRLKRQVNTMSPQEKDNAVYKT
                     TNWFGKKMVRVAGGTVEVKGLENVPKDKPVLVVSNHQSNMDIPVLLGYLNKPIGFVSK
                     AEIKKFPVVPTWMELMNCVFMDRSDRRQSLQAIKDGIELLKNGHSIVIFPEGTRSKGG
                     EIGEFKAGSFHLAVKSGVAILPVTLDGTYKMFEANGNRMKSARATVTISKPITPEEYA
                     NMDIKELTKHTQDVIASKLHK"
     gene            complement(2093222..2093878)
                     /gene="hlYIII"
                     /locus_tag="BA_2241"
                     /old_locus_tag="BA2241"
                     /db_xref="Pathema:BA_2241"
     CDS             complement(2093222..2093878)
                     /gene="hlYIII"
                     /locus_tag="BA_2241"
                     /old_locus_tag="BA2241"
                     /note="identified by similarity to SP:P54176; match to
                     protein family HMM PF03006; match to protein family HMM
                     TIGR01065"
                     /codon_start=1
                     /transl_table=11
                     /product="hemolysin III"
                     /protein_id="AAP26118.1"
                     /db_xref="Pathema:BA_2241"
                     /translation="MTEKMTRMTQFVKEEIANAITHGIGAILSIPALIILIIHASKHG
                     TASAVVAFTVYGVSMFLLYLFSTLLHSIHHPKVEKLFTILDHSAIYLLIAGTYTPFLL
                     ITLRGPLGWTLLAIIWTLAIGGIIFKIFFVRRFIKASTLCYIIMGWLIIVAIKPLYEN
                     LTGHGFSLLLAGGILYSVGAIFFLWEKLPFNHAIWHLFVLGGSAMMFFCVLFYVLPTA
                     "
     gene            2094092..2094277
                     /locus_tag="BA_2242"
                     /old_locus_tag="BA2242"
                     /db_xref="Pathema:BA_2242"
     CDS             2094092..2094277
                     /locus_tag="BA_2242"
                     /old_locus_tag="BA2242"
                     /note="identified by match to protein family HMM PF02416;
                     match to protein family HMM TIGR01411"
                     /codon_start=1
                     /transl_table=11
                     /product="twin-arginine translocation protein, TatA/E
                     family"
                     /protein_id="AAP26119.1"
                     /db_xref="Pathema:BA_2242"
                     /translation="MFSNIGFPGLILILVAVLILFGPKKLPEIGKALGETLKEFKKST
                     KELTDDAFQEKEKKEKM"
     gene            2094308..2095063
                     /locus_tag="BA_2243"
                     /old_locus_tag="BA2243"
                     /db_xref="Pathema:BA_2243"
     CDS             2094308..2095063
                     /locus_tag="BA_2243"
                     /old_locus_tag="BA2243"
                     /note="identified by similarity to SP:P42252; match to
                     protein family HMM PF00902; match to protein family HMM
                     TIGR00945"
                     /codon_start=1
                     /transl_table=11
                     /product="TatCD protein"
                     /protein_id="AAP26120.2"
                     /db_xref="Pathema:BA_2243"
                     /translation="MVNEMEDREMSVVEHIVELRKRVIYTVLSFVLFLIIGFTFTKDI
                     YFWLVKDLPMKLTVLGPSDVLWIFFSIATVFAIVCTIPFAAIQIWLFVKPGLHPNEQK
                     MTVMYIPVLSILFIAGLCFGYFVVMPFLFHFLTTIGNEMFNTMFTTEKYFHFVLNLTV
                     PFAVIFELPVVVMFLTSIGLLTAEFLIKIRRYAYVALIIIASCISPPDFLSHSLVAVP
                     LICIYEISIALSKIVSKRKKKREDESQSKSAAL"
     gene            2095300..2095401
                     /locus_tag="BA_2244"
                     /old_locus_tag="BA2244"
                     /db_xref="Pathema:BA_2244"
     CDS             2095300..2095401
                     /locus_tag="BA_2244"
                     /old_locus_tag="BA2244"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26121.1"
                     /db_xref="Pathema:BA_2244"
                     /translation="MSKGTFVFIGVSTLNNVLQRKVEEVQKSNEKED"
     gene            2095406..2095657
                     /locus_tag="BA_2245"
                     /old_locus_tag="BA2245"
                     /db_xref="Pathema:BA_2245"
     CDS             2095406..2095657
                     /locus_tag="BA_2245"
                     /old_locus_tag="BA2245"
                     /note="identified by similarity to OMNI:NTL01BH3965"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26122.1"
                     /db_xref="Pathema:BA_2245"
                     /translation="MITKSFYFTHSTGDCIKIFEIPVLQAQHPLSFLIQSRLQLFIAK
                     IQKQKHPRFSYSFREYLQNCLKWNDYLNVYKTNTLEKNA"
     gene            2095810..2096658
                     /locus_tag="BA_2246"
                     /old_locus_tag="BA2246"
                     /db_xref="Pathema:BA_2246"
     CDS             2095810..2096658
                     /locus_tag="BA_2246"
                     /old_locus_tag="BA2246"
                     /note="identified by similarity to GP:16411317; match to
                     protein family HMM PF02645; match to protein family HMM
                     TIGR00762"
                     /codon_start=1
                     /transl_table=11
                     /product="DegV family protein"
                     /protein_id="AAP26123.1"
                     /db_xref="Pathema:BA_2246"
                     /translation="MQKIKIVTDSTADLSLSQEVIEKYDIHVLPLSISVNGQTYLDRV
                     DLQPDEFIEEMIKSEELPKTSQPAMGTFVEMYDKLGEDGSEVLSIHMTSGMSGTVATA
                     NSAASMTDTKVTVVDSQFITHALAYQVVEAAKMANEGRSLEEILKRVDEVRKNTRLYV
                     VVDTLENLVKGGRIGKGKAFIGSLLNIKPIASLEDGVYNPVTKVRSQGQIVKTLAKLF
                     EEDTAGKVVKAVAIPHAKAIPLAENVKAAVEKVSGFAQSEIFFTTPIISTHTGPGAIG
                     FMYLAE"
     gene            complement(2096859..2097833)
                     /locus_tag="BA_2247"
                     /old_locus_tag="BA2247"
                     /db_xref="Pathema:BA_2247"
     CDS             complement(2096859..2097833)
                     /locus_tag="BA_2247"
                     /old_locus_tag="BA2247"
                     /note="identified by match to protein family HMM PF00753"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26124.1"
                     /db_xref="Pathema:BA_2247"
                     /translation="MAKRYENMDNVSTKKSIRSFIRWRKERKQNKKDFSFLVEQSPVK
                     QSAFLQNNVKKTTVTWIGHSTFLIQTNGLNILTDPVWANKLKLVPRLTEPGLSIKELP
                     KIDIVLLSHGHYDHLDFSTLRQLNDDVLYLVPIGLKKLFTRKKFNNVEEYKWWESTTI
                     DNVSFHFVPAQHWTRRSLFDMNTSHWGGWIIKNDNMEETIYFCGDSGYFQGFKEIGKR
                     FSIDIALMPIGAYEPEWFMKISHVSPEEAVQAYLDLHATHFIPMHYGAFALADETPRE
                     AITRLRNNWNLRMLPWEQLHVLFLGQTFTYNSETPTKKVNEKIETLHV"
     gene            2098169..2098756
                     /locus_tag="BA_2249"
                     /old_locus_tag="BA2249"
                     /db_xref="Pathema:BA_2249"
     CDS             2098169..2098756
                     /locus_tag="BA_2249"
                     /old_locus_tag="BA2249"
                     /note="identified by match to protein family HMM PF02630"
                     /codon_start=1
                     /transl_table=11
                     /product="SCO1/SenC family lipoprotein"
                     /protein_id="AAP26125.1"
                     /db_xref="Pathema:BA_2249"
                     /translation="MKRYQKVIGLMVVFCLFVLAGCSGSGSKLRKPLNWDLETFQFTN
                     QDGKPFGTKDLKGKVWVADFMFTNCQTVCPPMTANMAKLQKMAKEEKLDVQFVSFSVD
                     PDLDKPENLKAFIQKFTEDTSNWNLLTGYSLEDITKFSKDNFQSLVDKPENGQVIHGT
                     SFYLIDQNGKVMKKYSGISNTPYEDIIRDMKRLAE"
     gene            complement(2098798..2099259)
                     /locus_tag="BA_2250"
                     /old_locus_tag="BA2250"
                     /db_xref="Pathema:BA_2250"
     CDS             complement(2098798..2099259)
                     /locus_tag="BA_2250"
                     /old_locus_tag="BA2250"
                     /note="identified by match to protein family HMM PF00011;
                     match to protein family HMM PF04969"
                     /codon_start=1
                     /transl_table=11
                     /product="heat shock protein, Hsp20 family"
                     /protein_id="AAP26126.1"
                     /db_xref="Pathema:BA_2250"
                     /translation="MSEEKKDSSRPPVRNYLKQIDDFFEQTPLRNVIADLNHFFQKGN
                     RLLTFPVDLYEVGEELVVTAELPGIQKEQIQIEIQSEYLKVSVKEEILEEEEQTSHNY
                     YRRERSISEASRLIKLPYSINKKAAKASYQNGVLEIRAPKLPQQHDILSID"
     gene            2099477..2101378
                     /gene="asnO3"
                     /locus_tag="BA_2251"
                     /old_locus_tag="BA2251"
                     /db_xref="Pathema:BA_2251"
     CDS             2099477..2101378
                     /gene="asnO3"
                     /locus_tag="BA_2251"
                     /old_locus_tag="BA2251"
                     /EC_number="6.3.5.4"
                     /note="identified by similarity to SP:P54420; match to
                     protein family HMM PF00310; match to protein family HMM
                     PF00733; match to protein family HMM TIGR01536"
                     /codon_start=1
                     /transl_table=11
                     /product="asparagine synthetase, glutamine-hydrolyzing"
                     /protein_id="AAP26127.1"
                     /db_xref="Pathema:BA_2251"
                     /translation="MCGFVGCLCENPREFSETEKHQFENMNTMIFHRGPDDEGYFRDE
                     HVQFGFRRLSIIDLEAGHQPLTYENDRYVIIFNGEIYNYVELREMLLEKGATFATQSD
                     TEVIIALYAHMKEKCVDYLRGMFAFMIWDREEKKLFGARDHFGIKPLYIAQQGDTTFF
                     ASEKKSIMHVMEDKGVNPTSLQHYFTYQYGPEPETLTIDVNKIEPGHYFVKEIGKEME
                     IHRYWKPYFNASSATKEEHIQAIRDVLYDSVKVHMRSDVPVGSFLSGGIDSSIIASIA
                     REMNPNLLTFSVGFEQRGFSEVDVAKETAEKLGVKNHNVFISAKEFMDEFPKIIWHMD
                     DPLADPAAVPLYFVAKEARKHVTVVLSGEGADELFGGYNIYREPNSLKMFSYIPSPGK
                     SVLKALSGALKEGFKGKSFLERGCTPIEERYYGNAKIFREEEKAELMKYYNESVNYMD
                     ITKPLYNEIKDYDDVSKMQYIDMFTWLRGDILLKADKMTMANSLELRVPFLDKEVFDV
                     ASKIPTEFKIANGTTKAILREAARGIVPDHVLDRKKLGFPVPIRHWLKDEMHDWAINI
                     INESKTEHLIDKQYVLNLLEAHCADKGDYSRKIWTVLAFMVWHQIYVEHKYDTNKFHE
                     ETKRAYSLV"
     gene            2101472..2101831
                     /locus_tag="BA_2252"
                     /old_locus_tag="BA2252"
                     /db_xref="Pathema:BA_2252"
     CDS             2101472..2101831
                     /locus_tag="BA_2252"
                     /old_locus_tag="BA2252"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26128.1"
                     /db_xref="Pathema:BA_2252"
                     /translation="MITFEKVTVENENVVKEMFHSHSLSEKQVQYCVKVDDTYIGVID
                     YRVQGETAVLSQLIIHFDYQSYGYGTNTYFTFETMMKERNVKEIKVLQTELTEQAKSF
                     IESFGFNEEDGIYVKKI"
     gene            2101880..2102209
                     /locus_tag="BA_2253"
                     /old_locus_tag="BA2253"
                     /db_xref="Pathema:BA_2253"
     CDS             2101880..2102209
                     /locus_tag="BA_2253"
                     /old_locus_tag="BA2253"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26129.1"
                     /db_xref="Pathema:BA_2253"
                     /translation="MSSGLVLIGGCFLVAELSHKFIRKRMNKKRKPYELQYAPVFFLL
                     FCMLLTLQSITNFPPLLNVFLKFGLLYSTTGIALLFLLFCIRYIHYQSYIFILNWLKQ
                     NDSNRLT"
     gene            2102303..2102497
                     /locus_tag="BA_2254"
                     /old_locus_tag="BA2254"
                     /db_xref="Pathema:BA_2254"
     CDS             2102303..2102497
                     /locus_tag="BA_2254"
                     /old_locus_tag="BA2254"
                     /note="identified by similarity to GP:20520196"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26130.1"
                     /db_xref="Pathema:BA_2254"
                     /translation="MNESNDFKMQVVKTVLGLSIMLIMQFILKKVIPDMYYLRYAVTG
                     ITITFLCPFMFHMLRLKKCE"
     gene            2102643..2103605
                     /locus_tag="BA_2255"
                     /old_locus_tag="BA2255"
                     /db_xref="Pathema:BA_2255"
     CDS             2102643..2103605
                     /locus_tag="BA_2255"
                     /old_locus_tag="BA2255"
                     /note="identified by match to protein family HMM PF01497"
                     /codon_start=1
                     /transl_table=11
                     /product="putative substrate-binding family protein"
                     /protein_id="AAP26131.1"
                     /db_xref="Pathema:BA_2255"
                     /translation="MTRTKNMLIFCIMLLTIIIAGCSKEEKKENDTSAKAKDSYTIKH
                     AMGETTVDGTPKRVVVLTNEGAEALLSVGVTPVGTTKPRAGDEWYPHLAKELKNTKVV
                     GTERDINLEAVMKLQPDLIIGNKMRHEKIYEQLKEIAPTVYAETLRGDWKENFTLYTK
                     AVNKEKEGQNALNDYKKRIAGIKEKLGEKVNSKVSIIRFVPGDVRIYQKNSFSGVVLN
                     DIGFKRPPLQDKDEFAIKGITKEQIPNMDGDYLFYFTSDKDADKNNEGNTLAKEWTED
                     PLFKQLQASKDNKVFQVDEVIWNTAGGIVAANLMLDDIEKYFLK"
     gene            2103737..2104612
                     /gene="dat1"
                     /locus_tag="BA_2256"
                     /old_locus_tag="BA2256"
                     /db_xref="Pathema:BA_2256"
     CDS             2103737..2104612
                     /gene="dat1"
                     /locus_tag="BA_2256"
                     /old_locus_tag="BA2256"
                     /EC_number="2.6.1.21"
                     /note="identified by match to protein family HMM PF01063;
                     match to protein family HMM TIGR01121"
                     /codon_start=1
                     /transl_table=11
                     /product="D-amino-acid transaminase"
                     /protein_id="AAP26132.1"
                     /db_xref="Pathema:BA_2256"
                     /translation="MEATHKDWILFNGRIVNTKEEQPMIPLEERGFQFGDGIYEVFRL
                     YDGKPHLLDLHLERFFHSMEEIKLIPPFTKEELAEELHQMIEKNQFQEDGNVYLQISR
                     GAQARNHVYESNMQPTYFANIVSFPRPIATMEQGIKVTVEEDIRWKFCHIKSLNLLPN
                     IMIKNKINEQGYQEAILVRDGIVTEGCHSNFFMVKNNKLITHPADNFILHGITRHYVI
                     TLAKELHIEVEEREFSLQEVYEVDECFFTATPLEIFPVVQIGDEQFGNGERGPITKRL
                     QVAYEESIRLFKVTN"
     gene            2104711..2105358
                     /locus_tag="BA_2257"
                     /old_locus_tag="BA2257"
                     /db_xref="Pathema:BA_2257"
     CDS             2104711..2105358
                     /locus_tag="BA_2257"
                     /old_locus_tag="BA2257"
                     /note="identified by match to protein family HMM PF00881"
                     /codon_start=1
                     /transl_table=11
                     /product="nitroreductase family protein"
                     /protein_id="AAP26133.1"
                     /db_xref="Pathema:BA_2257"
                     /translation="MNYEDFKEVIHGRRSVRKFKEQEVSTSDIKEIIDCARYAPSDTN
                     SQTWEFLVIMNREKIKEIEQMTWDALHKLAAKAAENGEEKAGKLLTRSFGPYATAFSE
                     APVLIVCLATPYESKFREKIFDPIAFVPNSVWEEEGIKSSCLAAQNLMLAAHAKGLGT
                     CPMTGPVLLAQNELRQYLQIEPEKQINMVISLGFPKDKPKKLPRKEVDEITTFVF"
     gene            2105618..2106106
                     /locus_tag="BA_2258"
                     /old_locus_tag="BA2258"
                     /db_xref="Pathema:BA_2258"
     CDS             2105618..2106106
                     /locus_tag="BA_2258"
                     /old_locus_tag="BA2258"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP26134.1"
                     /db_xref="Pathema:BA_2258"
                     /translation="MKKFIITGLSVLLLVGCGAPKEKEGTQSKPEEQVVSASNENIVV
                     FPEGAVPVGEGKVKVITPDGTSENGNIPTVFIKKDTLIQHVELELSNFQNDKETFVFV
                     DQVYADKHQVTSTTQTTVQLKEKTLETGSHTITAVQYENNDPKGKVISFNQATFETKP
                     AS"
     gene            2106174..2106428
                     /locus_tag="BA_2259"
                     /old_locus_tag="BA2259"
                     /db_xref="Pathema:BA_2259"
     CDS             2106174..2106428
                     /locus_tag="BA_2259"
                     /old_locus_tag="BA2259"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26135.1"
                     /db_xref="Pathema:BA_2259"
                     /translation="MNNLFRFQIRLNRKKSLITSMIEEEVEDVNRCIRIVLMSMMMAV
                     FWFTIQEVIQVTLNYQIHDLLIGALCFTIVYLLYDKLGLR"
     gene            2106540..2107087
                     /locus_tag="BA_2260"
                     /old_locus_tag="BA2260"
                     /note="isochorismatase family protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2260"
     gene            complement(2107149..2107571)
                     /locus_tag="BA_2261"
                     /old_locus_tag="BA2261"
                     /db_xref="Pathema:BA_2261"
     CDS             complement(2107149..2107571)
                     /locus_tag="BA_2261"
                     /old_locus_tag="BA2261"
                     /note="identified by similarity to EGAD:172695; match to
                     protein family HMM PF00293"
                     /codon_start=1
                     /transl_table=11
                     /product="mutT/nudix family protein"
                     /protein_id="AAP26136.1"
                     /db_xref="Pathema:BA_2261"
                     /translation="MGYIEELRKVVGSRPLNLAGVAVAVFNEQGQILLQQRQNGIWGV
                     PGGFVELGESTEEAGRREVFEETGVEIGTLQLISVFSGKEFFVKLPNGDEFYPITIAY
                     LCKDIKGGLLKADGIESLSVQFFDFDKLPENISPFIKN"
     gene            2107797..2108234
                     /locus_tag="BA_2262"
                     /old_locus_tag="BA2262"
                     /db_xref="Pathema:BA_2262"
     CDS             2107797..2108234
                     /locus_tag="BA_2262"
                     /old_locus_tag="BA2262"
                     /note="identified by match to protein family HMM PF00011"
                     /codon_start=1
                     /transl_table=11
                     /product="heat shock protein, Hsp20 family"
                     /protein_id="AAP26137.1"
                     /db_xref="Pathema:BA_2262"
                     /translation="MRNLFPEITKRQNGIFDFGPSLLEGMTDAFFKPMNMDIFKVDVH
                     EQSDKYTVKADLPGFQKENIQVEFEQDVLTIQATNHNEVEEKNENGTYIRKERSIGSV
                     TRRFSFKQVEEENVRANYKDGVLTIELPKLKEEKNSKTTINIE"
     gene            2108533..2109426
                     /locus_tag="BA_2263"
                     /old_locus_tag="BA2263"
                     /db_xref="Pathema:BA_2263"
     CDS             2108533..2109426
                     /locus_tag="BA_2263"
                     /old_locus_tag="BA2263"
                     /note="identified by match to protein family HMM PF00924"
                     /codon_start=1
                     /transl_table=11
                     /product="mechanosensitive ion channel family protein"
                     /protein_id="AAP26138.1"
                     /db_xref="Pathema:BA_2263"
                     /translation="MSLLTYTEEFFNYVREFLLLRFLLFALVLIIISFVINRIIDWFF
                     RKSSFFDEEVEQTIQSVIRSIFRYIIIISLIIYLISQFVDIKSIIAGAGIAGVVIGFA
                     AQQMLKDVILGFARLADKEFRVGDFVTFNGTNSGTIEEISIRFMQIREWSGKLLTIPH
                     GEIRTIQNFNKGWMRVIERITVSYQEDPTRVKELLEEVCVNCNEKLAPSLYKVEDEAV
                     EPFKYVGVTDLNPNLKYVGYEFCITGLIKPEDYFETSRQVRFELMSMFHKNQVQMPAA
                     NMLVTTESLQHTHGGQSLSDS"
     gene            2109598..2110695
                     /locus_tag="BA_2264"
                     /old_locus_tag="BA2264"
                     /db_xref="Pathema:BA_2264"
     CDS             2109598..2110695
                     /locus_tag="BA_2264"
                     /old_locus_tag="BA2264"
                     /EC_number="2.7.13.3"
                     /note="identified by similarity to GP:2226140; match to
                     protein family HMM PF01590; match to protein family HMM
                     PF02518; match to protein family HMM PF07730"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase"
                     /protein_id="AAP26139.1"
                     /db_xref="Pathema:BA_2264"
                     /translation="MHRLEALKAIAELLNEATDLQDMLEKALHTLLQVMNLQTGWIFF
                     IDESGKHRMLVDENLPPALTWQKKKPMCEGDCWCVERFVNGRLEKATNIIECKRIEDA
                     IECNWGETEDVTHHATIPLRSGSEKFGLLNVASPQKTHFSEEELALLESIAFQIGTTI
                     QRIQLVEKERKYVVVAERNRLARDLHDSVKQLLFSIMLTAKGTLNMTQDRDLQELLSY
                     IGELSQEALQEMTLLIWQLRPEGLEKGLAEAIKNYGKLLGIHVEVRIDGMVSIGDEIE
                     EVLWRISQEAIHNCKKHASCEKVNVLLKIENNQLYFYIEDNGIGFIQKQVRESALGLK
                     SMKERIQLLNGSFQIKTELKKGTKIEIQLPV"
     gene            2110709..2111338
                     /locus_tag="BA_2265"
                     /old_locus_tag="BA2265"
                     /db_xref="Pathema:BA_2265"
     CDS             2110709..2111338
                     /locus_tag="BA_2265"
                     /old_locus_tag="BA2265"
                     /note="identified by similarity to OMNI:NTL01BH2216; match
                     to protein family HMM PF00072; match to protein family HMM
                     PF00196; match to protein family HMM PF08281"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator, LuxR family"
                     /protein_id="AAP26140.1"
                     /db_xref="Pathema:BA_2265"
                     /translation="MKIKLLLVEDHHIVRRGLVFFLKTREEFEIVGEAENGEDALTFV
                     RTERPDVVLMDLSMPKMDGIEATKQIKQYDETIKILILSSFSEQDYVLPALEAGADGY
                     QLKEVQPEQLVASIIAIYEGNANFHPKVTPALLGRSAVKKENPFSMLTKREQEVLQEI
                     AKGRSNKEIAAELHITEQTVKTHVSNILAKLEVDDRTQAALYAVKHGEK"
     gene            2111344..2111874
                     /locus_tag="BA_2266"
                     /old_locus_tag="BA2266"
                     /note="SIS domain protein, authentic point mutation; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2266"
     gene            2112163..2113200
                     /locus_tag="BA_2267"
                     /old_locus_tag="BA2267"
                     /db_xref="Pathema:BA_2267"
     CDS             2112163..2113200
                     /locus_tag="BA_2267"
                     /old_locus_tag="BA2267"
                     /EC_number="1.1.1.1"
                     /note="identified by similarity to SP:P20368; match to
                     protein family HMM PF00107; match to protein family HMM
                     PF08240"
                     /codon_start=1
                     /transl_table=11
                     /product="putative alcohol dehydrogenase, zinc-containing"
                     /protein_id="AAP26141.1"
                     /db_xref="Pathema:BA_2267"
                     /translation="MKAVVVNKNSKANIEVVEKELRPLHSGEALVDVEYCGVCHTDLH
                     VANHDFGNTDGRILGHEGVGIVTKIADDVTSLKVGDRVSIAWMFQSCGRCEYCVTGRE
                     TFCREVKNAGYSVDGGMAEQCIVTADYAVKVPEGLDPAQASSITCAGVTTYKAIKVSD
                     IKPGQPIVIYGCGGLGNLAIQYAKNVFGAKVIAVDINDDKLALAKEVGADMTINPISQ
                     GPADKIIQEEFGGAYAAVVTAVSKVAFNSAVDAVRACGKVVAVGLPVETMDLNIPRLV
                     LDGIEVVGSLVGTRKDLEEAFMFGAEGKVVPVVQTCSLDKVQNVFEEMEQGRIQGRMV
                     IDFKQNNCDCK"
     gene            complement(2113351..2114370)
                     /locus_tag="BA_2268"
                     /old_locus_tag="BA2268"
                     /db_xref="Pathema:BA_2268"
     CDS             complement(2113351..2114370)
                     /locus_tag="BA_2268"
                     /old_locus_tag="BA2268"
                     /note="identified by match to protein family HMM PF00528"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP26142.1"
                     /db_xref="Pathema:BA_2268"
                     /translation="MKSIWKSKRFLIGFTYLFILVSASFIYSWFFKDTIPKAPQLLYN
                     DNNELLGKAPFPPSLIPPFGSDRFGESVFLQIIEGAKFTILLAVVISFFRILFGTCIG
                     ILLSLYASKFKRFFQACSEVFYYIPTLFIAFILITPVNIVIVSNADRLDPNISFAFYQ
                     VLVLIFVALPTLSLYISSEVDEFMKQDYILSSQLLGASRFHIIKKHLRVLLLDRLFVL
                     FMEHIVQALILVIHLALLDIIIGGIQMRELYDGALKPVSLSNDWAGLIGLNRYEMNLS
                     WWIIFYSLASFFITILFIKLMTIGIQDALKARDSQTVAIQSVPDQKKFVKHKDSFSFA
                     NKVNL"
     gene            complement(2114367..2115269)
                     /locus_tag="BA_2269"
                     /old_locus_tag="BA2269"
                     /db_xref="Pathema:BA_2269"
     CDS             complement(2114367..2115269)
                     /locus_tag="BA_2269"
                     /old_locus_tag="BA2269"
                     /note="identified by match to protein family HMM PF00528"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP26143.1"
                     /db_xref="Pathema:BA_2269"
                     /translation="MLHKISQFTMKLSSILLSLLLLLNLPYLFITQQGFTFQPIYFFD
                     QIVAMLKQVFSPESLLVIGSDPKYGHLKTTPLFPTVLESYLYSFTILFLAFLLALFFS
                     SSMAFFYFLAKDYIKKWINRIVFILEAVPDMMMMICLQIFFIWVLQKFGEAPFTIISY
                     NENRAYLLPILSLSVLPTLQMFRMMVLYIKEEHGKHYVEVAYGKGLSSSYILCIHLFK
                     NISIHFFHHLKTIFVFLLSNLFILEFVFNMQGIIQFLFKKAFISPPAAFIILVMIILP
                     FYAIFQIISFMMNRWQKQLKGAAL"
     gene            2115918..2117076
                     /locus_tag="BA_2270"
                     /old_locus_tag="BA2270"
                     /note="putative D-alanyl-D-alanine carboxypeptidase,
                     authentic frameshift; an automated process has identified
                     a potential problem with this gene model; it may contain
                     one or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2270"
     gene            2117230..2118267
                     /locus_tag="BA_2271"
                     /old_locus_tag="BA2271"
                     /db_xref="Pathema:BA_2271"
     CDS             2117230..2118267
                     /locus_tag="BA_2271"
                     /old_locus_tag="BA2271"
                     /note="identified by similarity to EGAD:108649"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26144.1"
                     /db_xref="Pathema:BA_2271"
                     /translation="MKKKMITALGVSAIILTNFVGSTYADSKIGVSVTAPYNKNQIAE
                     WLEMHAKPLKTTNPNAPFNDLKPFKNMVGSASIVGLGEATHGAHEVFTMKNRIVNYLV
                     SEKGFTNLVLEEGWDRALELDQYVLTGEGNPSQHLSPVFKTKEMLDLLDWIRQYNANP
                     KHKSKVRIIGMDIQSVNENVYNNIIEYVKRTNSKLVPRIEEKIKGLIPVTKDMNTFES
                     LTKEEKEKYISDAKQISAVLEENKSYLNGKSKEFAWIKQNARIIEQFTTMLTSPPDKP
                     SDLFLKHDIAMYENAKWTEEHLGKTIVWGHNGHVSKTNMLPFVYPKVAGQYLAEYYGK
                     QYVSIGTSVYE"
     gene            2118406..2118561
                     /locus_tag="BA_2272"
                     /old_locus_tag="BA2272"
                     /db_xref="Pathema:BA_2272"
     CDS             2118406..2118561
                     /locus_tag="BA_2272"
                     /old_locus_tag="BA2272"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26145.1"
                     /db_xref="Pathema:BA_2272"
                     /translation="MTKNWLNEQHPIFAGVTTEGPGIPKTVDISLGKAFDILVQIQKV
                     SPSQLHQ"
     gene            2119054..2119512
                     /locus_tag="BA_2273"
                     /old_locus_tag="BA2273"
                     /note="sugar kinase domain protein, authentic point
                     mutation; an automated process has identified a potential
                     problem with this gene model; it may contain one or more
                     premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2273"
     gene            2119664..2120884
                     /locus_tag="BA_2274"
                     /old_locus_tag="BA2274"
                     /db_xref="Pathema:BA_2274"
     CDS             2119664..2120884
                     /locus_tag="BA_2274"
                     /old_locus_tag="BA2274"
                     /note="identified by match to protein family HMM PF00535"
                     /codon_start=1
                     /transl_table=11
                     /product="glycosyltransferase, group 2 family"
                     /protein_id="AAP26146.1"
                     /db_xref="Pathema:BA_2274"
                     /translation="MGNEQVKNVGEEKKLCLCMIVKNESRIMERCLNATKSIVDFVSI
                     CDTGSTDHTPEIIENWCKENEIPGTVHHEPFKNFGYNRSLAVSLAQKTYPEADYLLIL
                     DADMILEVDPEFDKTSLTEDHYLTLQYDIHIKYWLTRLLKASLPWKSVGVTHEYWDID
                     RSKVGANYNTRVARLETLVVNDPGDGGSKADKFERDERLLLQGINDPETTPDLHIRYL
                     FYLAQTYFHLSQFEDSIKWYKKRVEAGGWVEEVFYSLLRIGFCYEQLANRSANKQHEV
                     TEADEKENAKKQEEQYTALAVLYFQKAWEYRPTRAEPLYQLARMYRLKSQNNIALMYA
                     LQGKEVPFPKDDLLFVDYHVYDYLFDYEISINAFYIPHKKHLGAASQKYLESKKEELP
                     LHIANMVENNAKFY"
     gene            2120919..2122073
                     /locus_tag="BA_2275"
                     /old_locus_tag="BA2275"
                     /db_xref="Pathema:BA_2275"
     CDS             2120919..2122073
                     /locus_tag="BA_2275"
                     /old_locus_tag="BA2275"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26147.1"
                     /db_xref="Pathema:BA_2275"
                     /translation="MKLIRWALELGESVHGNTYEELLPLLDYYYDRDHLKAYCIANLL
                     LDMDVADEHRQRIELRRCIAAYYAGLYKVAKKHANELLLKYPDVDLYKNNLRLMEAHL
                     NKGYDYCLFICPKTYGSFIDVARALKWQLEKEGNTAIISETILENVKNTIVFGAHTYA
                     HSPNLLPKNAIIYNLEQLYDGSPYAHPLYLILLKDRVIWDYSKQNIEWLKQKGVGKEI
                     KHVGMNYAPTLEIKKEAFEDEITEDIDILFIGALNPRRQAIFDQLKIVAPNLNIVFKN
                     NAWGIARNELIARSKIILNIHFYLSGILETPRVSYAVANKKFIISENSNPEDEIEWPG
                     IVFTPYEKIIENIIKYIELPEERKKLAETAYNHFKANENLGTLSLKDEAK"
     gene            2122219..2122755
                     /locus_tag="BA_2276"
                     /old_locus_tag="BA2276"
                     /db_xref="Pathema:BA_2276"
     CDS             2122219..2122755
                     /locus_tag="BA_2276"
                     /old_locus_tag="BA2276"
                     /note="identified by similarity to GP:10281002; match to
                     protein family HMM PF03358"
                     /codon_start=1
                     /transl_table=11
                     /product="NAD(P)H dehydrogenase (quinone)"
                     /protein_id="AAP26148.1"
                     /db_xref="Pathema:BA_2276"
                     /translation="MNLVVINGTPRKFGRTRVVAKYIADQFEGELYDLAVEELPLYNG
                     EESQRELEAVKKLKALVKGADGVVLCTPEYHNAMSGALKNSLDYLSSSEFIHKPVALL
                     AVAGGGKGGINALNSMRTVARGVYANAIPKQVVLDGLHVQDGELGEDAKPLIHDLVKE
                     LKAYMGVYKEVKKQLGVE"
     gene            2122757..2123986
                     /locus_tag="BA_2277"
                     /old_locus_tag="BA2277"
                     /db_xref="Pathema:BA_2277"
     CDS             2122757..2123986
                     /locus_tag="BA_2277"
                     /old_locus_tag="BA2277"
                     /note="identified by similarity to OMNI:VCA0085; match to
                     protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative permease"
                     /protein_id="AAP26149.1"
                     /db_xref="Pathema:BA_2277"
                     /translation="MSALYKDSRLYYILGANSLSAIGSGIVMITIPWLLIKESGGETT
                     FGYVSIISTFIMFLLTPFIGQSIDRFSRKSLLLCNEGIGIAVIGIMVIWGFAGQPYHS
                     IHYILIYIAGSFYYLLFYPTIFAFNQEIFQAEHYKSLSGTMEIQGQLTQVISGAVASF
                     LIEIVSLKWILLVDMLTFAGAFFLFLCIPYVKKKEIKKKITFKKQLFEGIRFMKKRPK
                     LFWFLLATYMPFIGVMMANYLIPVYISDILKANASVYAIEGMMYGVGAVVAGICIPLI
                     MKYVKTEVSIVMTMCIYVISITAMIIEPSVIFLYGLAIFHAIGNAGTRVARNVLMMEE
                     IPNEVMGRVDSLFRLIGTGIRIVLLMLFTVGVSKVGVMVQFYLLSFILILSLAIAINY
                     VISKRKFEASISNKSIV"
     gene            2124050..2124607
                     /locus_tag="BA_2278"
                     /old_locus_tag="BA2278"
                     /db_xref="Pathema:BA_2278"
     CDS             2124050..2124607
                     /locus_tag="BA_2278"
                     /old_locus_tag="BA2278"
                     /note="identified by similarity to GP:16415058; match to
                     protein family HMM PF02698"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26150.1"
                     /db_xref="Pathema:BA_2278"
                     /translation="MNKWILLIILLLPPLYILYMTFRMKKVAREKLSHHSPYVLILGA
                     KLFGDKPSLSLQNRLDVALEYLYSHPDVKVIVSGGQGEDEDIPEAHSMRNYLMARGID
                     ESRILIEDQSTNTYENVKFSMDLYDVKHAVVVSNTYHLYRTKIIAKRLGMKMEALAAE
                     TPMRSKRKMYVREYAAIMKTILLDR"
     gene            2124710..2125657
                     /gene="proV1"
                     /locus_tag="BA_2279"
                     /old_locus_tag="BA2279"
                     /db_xref="Pathema:BA_2279"
     CDS             2124710..2125657
                     /gene="proV1"
                     /locus_tag="BA_2279"
                     /old_locus_tag="BA2279"
                     /EC_number="3.6.3.32"
                     /note="identified by similarity to GP:16410850; match to
                     protein family HMM PF00005; match to protein family HMM
                     TIGR01186"
                     /codon_start=1
                     /transl_table=11
                     /product="glycine betaine/L-proline ABC transporter,
                     ATP-binding protein"
                     /protein_id="AAP26151.1"
                     /db_xref="Pathema:BA_2279"
                     /translation="MIQFNQVSKSYEDGTKAVDSLHLEIKKGEFFVLIGPSGCGKTTT
                     MKMINRLIETTEGSILIDGKDIQQYNINELRWDIGYVLQQIALFPHMTIAENIAVVPE
                     MRKWSKEKIKARVDELLQMVGLDPDVYRNRMPDELSGGQKQRIGVVRALAANPKIVLM
                     DEPFSALDPLSREQLQKDIVQLQKKIQKTIVFVTHDMQEALSLGDRICIMKEGKVVQL
                     DTPEGIIHNPKNEFVEEFIGNRGRPWYEGKSIEDVLPLDESIRIEGEALSLHSSLQEA
                     LVRLRADEVVPVEEKGRYVGALTSRHIVNYIVEQMKERG"
     gene            2125661..2127172
                     /locus_tag="BA_2280"
                     /old_locus_tag="BA2280"
                     /db_xref="Pathema:BA_2280"
     CDS             2125661..2127172
                     /locus_tag="BA_2280"
                     /old_locus_tag="BA2280"
                     /note="identified by similarity to GP:16410851; match to
                     protein family HMM PF00528; match to protein family HMM
                     PF04069"
                     /codon_start=1
                     /transl_table=11
                     /product="glycine betaine/L-proline ABC transporter,
                     permease and substrate-binding protein"
                     /protein_id="AAP26152.1"
                     /db_xref="Pathema:BA_2280"
                     /translation="MTDFIQTFQERKIELLTALSEHLQISLISLFFAVIIAVPLGILL
                     TRKERMAELIIGTSAVMQTVPSLALLGLLIPLVGIGKIPAVIALVVYALLPILRNTYT
                     GIRELDESLIEAAKAMGMNSWRRLWKVELPLALPIIMAGIRTAMVLIVGTATLAALIG
                     AGGLGKLILLGIDRNDHALIILGAVPAALLALFFDVVLRVLEKPKRSSKRVILTICIV
                     CIMVASPFLWNTEKKDIVIAGKLGSEPEILIQMYKQLIEQDTDLHVQLKPGLGKTAFV
                     FEALKSGEVDIYPEFSGTALSTFVKEEPKSTNRDEVYEQARVGMEKKYNMVMLKPMEY
                     NNTYALAMPKKIADQNNINTISDLGNIAQDTKVGFTLEFADREDGYKGMQKLYNYKFS
                     NVKTMEPKLRYSAIQSGDVNVIDAYSTDSELEQYGLKALKDDKGLFPPYQGAPLLRKE
                     TLQKYPELEKVLNKLSGKITDEEMRKMNYEVNVNGKNSEEVAKQFLQKENLLR"
     gene            2127386..2128813
                     /gene="arcD"
                     /locus_tag="BA_2281"
                     /old_locus_tag="BA2281"
                     /db_xref="Pathema:BA_2281"
     CDS             2127386..2128813
                     /gene="arcD"
                     /locus_tag="BA_2281"
                     /old_locus_tag="BA2281"
                     /note="identified by similarity to EGAD:21315; match to
                     protein family HMM PF00324; match to protein family HMM
                     TIGR00905"
                     /codon_start=1
                     /transl_table=11
                     /product="arginine/ornithine antiporter"
                     /protein_id="AAP26153.1"
                     /db_xref="Pathema:BA_2281"
                     /translation="MTDGVVQIEKKLGFFPLIALVVGTMVGGGVFSLPHDLAVGANSG
                     SIIIGWCITAMGMIPLALVYQTLARKKPELEGGIYSYARAGFGEYIGFNSAWGYWLAG
                     ILGNVATIMLLFSTLGYFFPIFKGGNSVASIVGASLLLWTLHFLILFGIREASIMNVI
                     ATIGKLVPIVLFIVVMVTAFRWDTFTQDFWGEGTISVSSILGQVKNTMLVTLWVFIGV
                     EGAVVLSGRAKNSRDVGKATVLGLILVMSIYILISVLSMGAMTRGELSVLETPSMGHV
                     LEHVVGTWGAVAINIGLVASLVGTLIGWFLLVSEISHVAGKDGVFPKVFTKTNKKQTP
                     HMALWISNGVAQVIFIIVLFSESTYQIMYFIASTSILVPYLLSALFQFKLVITNELKD
                     AKVKNGSLALIASLYSVWLIYAAGLKNLLLVSIVYGIGIIVYVYARKEKGNRCFTGIE
                     RYVMWAIVVAAVTSLYMLLTGNIKM"
     gene            2128890..2129150
                     /locus_tag="BA_2282"
                     /old_locus_tag="BA2282"
                     /db_xref="Pathema:BA_2282"
     CDS             2128890..2129150
                     /locus_tag="BA_2282"
                     /old_locus_tag="BA2282"
                     /note="identified by similarity to EGAD:44180"
                     /codon_start=1
                     /transl_table=11
                     /product="lemA domain protein"
                     /protein_id="AAP26154.1"
                     /db_xref="Pathema:BA_2282"
                     /translation="MEGKEQLTRIVDLASEVRKVLVQESFFNHHPELRGVIENLASAV
                     ENLAELQQNKDENAEDRLRYVLAKMKIAHNAILQEKNAFPSH"
     gene            2129256..2131076
                     /locus_tag="BA_2283"
                     /old_locus_tag="BA2283"
                     /db_xref="Pathema:BA_2283"
     CDS             2129256..2131076
                     /locus_tag="BA_2283"
                     /old_locus_tag="BA2283"
                     /note="identified by similarity to EGAD:90466; match to
                     protein family HMM PF07728"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26155.1"
                     /db_xref="Pathema:BA_2283"
                     /translation="MKLHKALQPSFIKRMYYMRFIGKFTKAESEKSGENFFVQCLSPI
                     PFTLQEQLKNEPYVFEGLCNNKKNEKVFSELKKRKLEKQLVMFRLYYERGHIYVELIC
                     TEEPREIANGYKMIPVPKVSDYKKGESLERKLSNGYLSFLMPKYPKDFEPPELLWHEG
                     RLYGNISLKSSSISSIAYFEQQRECKYIEFNDWMKYVEIAVEDQLYFVSNHVYEQFKK
                     RITEEGKLVEVEEVKVQKDEWEWDERESVFLQYVKSFVRNKGLYLDETDIYNFHISAK
                     TNMLTILGGIPGAGKSRFVQAYAEALGLQYGEELVWIPISPSYQEPHDLLGYLHSNGT
                     FIESETKLVRALMKAKENQNQLYIIVFDEMNMSHIEHWFTPFLSVLQLEKQNRILNLY
                     EGVQEEENPIPPTIEIGENIMFVGTVNFDETTKELSDRLLDRTNVITLRKVPFCEMCM
                     EQEKVVLQPPLKVTAGEFRINWVRNKTMIEVFSEEELELLDKLHGVLSSHDTSKGISF
                     RCANAIATYLQNIPFQNNHSYMISREEGFDLQIKQRVLTKIRGTEMMVGSLLSEEVKR
                     GATLVPLLQSSLANRVSTFEHSLAYIREKRRELELYGYAK"
     gene            2131066..2132916
                     /locus_tag="BA_2284"
                     /old_locus_tag="BA2284"
                     /db_xref="Pathema:BA_2284"
     CDS             2131066..2132916
                     /locus_tag="BA_2284"
                     /old_locus_tag="BA2284"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26156.1"
                     /db_xref="Pathema:BA_2284"
                     /translation="MQNEGRYETEIVDTKETLPFVLKLIIGTETKGEYILLNRLCTST
                     TALVQCIYKVQELKPIRLQYHYENPMNITFIWNKVYEGQKNIKETKYEINEKKQKVLI
                     YEHGKTEFFYPWRCGLYHFEVNIEGQTYYGAFQVVPKNFFDDQFEMIQNYVKSILNEL
                     ILDRGYYKKTFSALSDIEDSSYLVLLRKLPQKMKKIKQIFKKIESSSKFIHEYKWEEK
                     ERKVTRKGAVVAERKPYAKYYNRKFIEQKNSTENAFLKFKAMQFYLYLLEAESFLRQT
                     IEILEREKKKKSEEFQAVKTIIQTIERNGSVTDREKQKYKNIHLLKEADLRKSSMKIQ
                     EYKILAHFVHDSVQYFQTLMHSPFWREVSETGRMNAHNLPIPHQQLLQHLDLLPQYTD
                     QSPSLLFVYKPTFLVYEYYAFFIVISMLEQIGFEARNSIREQIQEHFYVDGLQDGTTV
                     VLHRDDMKVHVAFNDLIETHPLIALSKGSNFYNGEDTKKPDIRLDCYVKGEEKYVYQS
                     SIIIEVKYSPMYNIFQHVGNTKATEQMYKYWSIKFVEEQDGKRVYHRRAIYEVICVYP
                     GSHMHSKKIESGCGVFLQLYPYKTKQGEEKLAGKHGMVQIFEKWLKSMKK"
     gene            2133274..2133789
                     /locus_tag="BA_2286"
                     /old_locus_tag="BA2286"
                     /db_xref="Pathema:BA_2286"
     CDS             2133274..2133789
                     /locus_tag="BA_2286"
                     /old_locus_tag="BA2286"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26157.1"
                     /db_xref="Pathema:BA_2286"
                     /translation="MFVERNLNPSRFLLIEDEHHIGTVECIKYTVPEQSNSEFFYPFS
                     KNDLVKDLQNVYEIGKLSIAKTSRGRGHFKRLTAILFMHALETKAEWYIAAVTKRMYM
                     YLLTLGFPIEPIDKPFQFHDTLQGVPVRIHARKGATHLYSLKEFRDVIQGNAHAQALI
                     AEYSKNIMLTK"
     gene            complement(2133885..2134427)
                     /locus_tag="BA_2287"
                     /old_locus_tag="BA2287"
                     /db_xref="Pathema:BA_2287"
     CDS             complement(2133885..2134427)
                     /locus_tag="BA_2287"
                     /old_locus_tag="BA2287"
                     /note="identified by similarity to OMNI:NTL01BH1709"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26158.1"
                     /db_xref="Pathema:BA_2287"
                     /translation="MEYKTPFIAKKLGVSPKAVVRIAQQLNLTIEKNKYGHFIFTQDD
                     LDQMLEYHRSQIEQSQNTHPTQKTSSNDVEELKTQVNTIVQNISSHDFEQLAAQLNTI
                     TRRLDRMEEQMQDKANDVVTYQLLQHRREMEEMLERIQKLEAGLKKEEPIYITPDTKP
                     TYEREKKPKRRKMIFSIFGL"
     gene            2134782..2136137
                     /locus_tag="BA_2288"
                     /old_locus_tag="BA2288"
                     /db_xref="Pathema:BA_2288"
     CDS             2134782..2136137
                     /locus_tag="BA_2288"
                     /old_locus_tag="BA2288"
                     /note="identified by similarity to OMNI:NTL01BS00954;
                     match to protein family HMM PF00571; match to protein
                     family HMM PF01595; match to protein family HMM PF03471"
                     /codon_start=1
                     /transl_table=11
                     /product="CBS domain protein"
                     /protein_id="AAP26159.1"
                     /db_xref="Pathema:BA_2288"
                     /translation="MDIYSISIVIVLIALTAFFVAAEFAIVKVRSSRIDYLIAEGNNR
                     ATSVKTVITNLDEYLSACQLGITVTALGIGWFGKPALKQMFDTLFVNLNISTQLADIF
                     AVILVFLFITFLHVVIGELAPKTFAIQKAEQVSLFVAKPLTFFYRMAFPFIWLLNGSA
                     RIITKLLGLKPPKGHDEVHSEEELRLLVSESYKNGEINQSEYKYVNKIFEFDDRIAKE
                     IMVPRTEMHIIRKEMPAEEALQKMSREKYTRYPVVDGDKDHVIGFVNFKDIFTDFVQH
                     KAVRNKKVEQYIRPIILVIDSIPIHDLFLKMQKQRTHIAILIDEYGGTSGLVTVEDIL
                     EEIVGDIQDEFDTDEQPEIQQVSETKTILEGKVLVSEVNTLLGLTIDDNGVDTIGGWI
                     LTKNIEIAEEDFIEIENYKFCVKELDGHYIKRLEVTKTVESIVILEDEKQISLQEQIS
                     S"
     gene            2136270..2137694
                     /locus_tag="BA_2289"
                     /old_locus_tag="BA2289"
                     /db_xref="Pathema:BA_2289"
     CDS             2136270..2137694
                     /locus_tag="BA_2289"
                     /old_locus_tag="BA2289"
                     /note="identified by match to protein family HMM PF00171"
                     /codon_start=1
                     /transl_table=11
                     /product="aldehyde dehydrogenase family protein"
                     /protein_id="AAP26160.1"
                     /db_xref="Pathema:BA_2289"
                     /translation="MKKHLYINGDWKSVNTYKPLYAPYSEETLAEIAQGTEEDVKEAV
                     AAAKNAMKEMNTLSAYDRATILEKVAQKMDERREEFAEIIAKEAAKPIRAARGEVDRT
                     VQTYKFAAEEAKRIYGETLPLDAAPGADGRIAYTIRKPIGVIGAITPFNFPLNLVAHK
                     VGPAIAAGNTVVLKPADQTPLSSYALIELFEEAGLPKGALNIISGPGSTVGEAIVTND
                     DVASITFTGSPKVGIGIKAKAGLKRVTLELGSNAAVIIDEDVELTDELIERVKWGAFV
                     NNGQVCISVQRVFVHEERRDDFLSKLRKAMETVVVGDPLIEETDVSALISKKDVERID
                     NWVQEAVKEGANVLYGGNKRDERVFEPTVLTNVPEHVSVQCQEVFGPLMTVNTFKEFD
                     EAIEQVNNSRYGLQAGVFTNNLFKAMRAIDELEVGGVMINDIPTFRVDHMPYGGVKES
                     GTGREGIKYAIEEMTEMKLVCIKK"
     gene            complement(2137814..2138206)
                     /locus_tag="BA_2290"
                     /old_locus_tag="BA2290"
                     /db_xref="Pathema:BA_2290"
     CDS             complement(2137814..2138206)
                     /locus_tag="BA_2290"
                     /old_locus_tag="BA2290"
                     /note="identified by similarity to EGAD:108750; match to
                     protein family HMM PF07997"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26161.1"
                     /db_xref="Pathema:BA_2290"
                     /translation="MVNKNVEDYLQEGIYGQKQNKPEERNMYLTTLRERVEIALTIGQ
                     VMQSNVYAEVASSMRSSHSLQIFLNGGIAYPHLSKYIKLANEKNVPFTIVQNKGIETP
                     IGLVLSHSTAVDKEQIYVEDAIYKQEMK"
     gene            2138437..2139570
                     /locus_tag="BA_2291"
                     /old_locus_tag="BA2291"
                     /db_xref="Pathema:BA_2291"
     CDS             2138437..2139570
                     /locus_tag="BA_2291"
                     /old_locus_tag="BA2291"
                     /EC_number="2.7.13.3"
                     /note="identified by match to protein family HMM PF00512;
                     match to protein family HMM PF02518; match to protein
                     family HMM PF09385"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase"
                     /protein_id="AAP26162.1"
                     /db_xref="Pathema:BA_2291"
                     /translation="MEMEGMEVFPIDKDIKEVFCSHLKNNRHQFVENWKNKMIISDKD
                     PFRLEVVQNGEDLLEFIIELIMEEKDINYLQPLCEKIAIERAGADANIGDFVYNANVG
                     RNELFEAMCELDVSARELKPIMNQIHTCFDKLIYYTVLKYSEIISRNLEEKQQYINET
                     HKERLTILGQMSASFVHEFRNPLTSIMGFVKLLKADHPSLSYLDIISHELDQLNFRIS
                     QFLFVSKKEMWNESESFWLNDLFQDIIQFLYPSLVNANVSIEKNLPYPIPLTGYRSEV
                     RQVFLNILMNSIDALESMKEERKIIIDVFEEDQSIRIVIKNNGPMIPAENVETIFEPF
                     VTTKKLGTGIGLFVCKQIVEKHNGSIMCRSDDDWTEFQIAFQK"
     gene            complement(2139604..2140359)
                     /locus_tag="BA_2292"
                     /old_locus_tag="BA2292"
                     /db_xref="Pathema:BA_2292"
     CDS             complement(2139604..2140359)
                     /locus_tag="BA_2292"
                     /old_locus_tag="BA2292"
                     /note="identified by similarity to OMNI:NTL01BH1285"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26163.1"
                     /db_xref="Pathema:BA_2292"
                     /translation="MFMSQSEIEKYGQEAARYEQLARYYQFHNPKKYVELYMKYYDAL
                     TNLVQAYEKRDSQEATLPSHIRFFHSASNTPAVDILVNGQKVIKNISFKQFSPYLTLV
                     QGKYRIDIVPVGNETPIFSALVPIMGNHTYTFATINNDNHLQLQPMLDNTHLPAGQAK
                     IRFAHFSPDTPVVNVSLKDGDHLFENVLFKQITDFLEVSPGTADIEVSLADNQSVLLT
                     IPDFKVEPNIIYTISILGYSTKDPKLEAVILTN"
     gene            2140894..2141007
                     /locus_tag="BA_2293"
                     /old_locus_tag="BA2293"
                     /db_xref="Pathema:BA_2293"
     CDS             2140894..2141007
                     /locus_tag="BA_2293"
                     /old_locus_tag="BA2293"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26164.1"
                     /db_xref="Pathema:BA_2293"
                     /translation="MSAIERGWHYVRKIFSEALILYKGGLFERIDKGWSLN"
     gene            2141168..2142478
                     /locus_tag="BA_2294"
                     /old_locus_tag="BA2294"
                     /db_xref="Pathema:BA_2294"
     CDS             2141168..2142478
                     /locus_tag="BA_2294"
                     /old_locus_tag="BA2294"
                     /note="identified by match to protein family HMM PF00202"
                     /codon_start=1
                     /transl_table=11
                     /product="aminotransferase, class III"
                     /protein_id="AAP26165.1"
                     /db_xref="Pathema:BA_2294"
                     /translation="MRDYLIKPLVGQPYPMISHGKGVYLYDQNGNKYFDGSSGAITAG
                     IGHGVKEIADVIKKQAEEIAFVYRSQFTSEPAEKLAKKLSDLSVGDLNWSFFVNSGTE
                     ANETAMKIAIQHFQERGIQGKHKILSRWMSYHGITMGALSMSGHPLRRQRFVSILEDY
                     PTIPAPYCFRCPVQKVYPTCQLACATELERSIERIGAEHIAAFIAEPIIGAAGGAVVP
                     PKEYYKVIKDICSHYDILFIADEVMTGLGRTGAWFAMEHWGVEPDIMTLGKGLGAGYT
                     PMAATVVSDRVMEPILRGSRSVMSGHTLSANPLSAATALAVIEYMEKHNLPEKTAEKG
                     EYLIKGLQKVQQQSTIIADVRGKGLLIGVELQPFSKASELISVAAKNGLLLYQAVSGQ
                     AGKEDSALLVAPPMTTTYSELDELLSIFAKSVEEMMQKGGHSIA"
     gene            2142475..2143173
                     /gene="atoD"
                     /locus_tag="BA_2295"
                     /old_locus_tag="BA2295"
                     /db_xref="Pathema:BA_2295"
     CDS             2142475..2143173
                     /gene="atoD"
                     /locus_tag="BA_2295"
                     /old_locus_tag="BA2295"
                     /EC_number="2.8.3.8"
                     /note="identified by similarity to SP:P76458; match to
                     protein family HMM PF01144; match to protein family HMM
                     TIGR02429"
                     /codon_start=1
                     /transl_table=11
                     /product="acetate CoA-transferase, subunit A"
                     /protein_id="AAP26166.1"
                     /db_xref="Pathema:BA_2295"
                     /translation="MTTITNTFDKLKEIEEVISLFHDDMTLMFGGFGGIGSPPSLIQA
                     ILEKGVTNLNLIGNDTGFPDVGIGRLVTNERVKSLITSHIGSNPNAGRQLNEGRLQIE
                     FSPQGTLAERIRAGGVGLGGVLVDVGVDTIVEEGKRTVEMNGKTYLVETALTAEVAIV
                     YAKKADPFGNLVFDKSARNMNPHVAMAGDITIVEAEEIVPLGSLDPEEIVVPGVFVNY
                     IVPSEGVNWKWVWA"
     gene            2143158..2143820
                     /locus_tag="BA_2296"
                     /old_locus_tag="BA2296"
                     /db_xref="Pathema:BA_2296"
     CDS             2143158..2143820
                     /locus_tag="BA_2296"
                     /old_locus_tag="BA2296"
                     /note="identified by match to protein family HMM PF01144;
                     match to protein family HMM TIGR02428"
                     /codon_start=1
                     /transl_table=11
                     /product="CoA-transferase, beta subunit"
                     /protein_id="AAP26167.1"
                     /db_xref="Pathema:BA_2296"
                     /translation="MGMGVEVRDKIARRAAKEIQNGMIVNLGIGIPSLVPNHLPDDIN
                     VMFHAENGIVGMGPTPSKGNEDENLCNAAGLPTSLITGASYFDSCTAFGMIRKGLLDI
                     TILGSLQVSENGDLANWIVPGKRVPGIGGAMDLAQKAKRVVVVMNHVDKYGNAKIVSE
                     CTLPLTSKKCVDLIITDMAVMEVTEGGLILQELMSPYTVEDIKQHTEANFKIGSNLLV
                     IE"
     gene            2143836..2145104
                     /locus_tag="BA_2297"
                     /old_locus_tag="BA2297"
                     /db_xref="Pathema:BA_2297"
     CDS             2143836..2145104
                     /locus_tag="BA_2297"
                     /old_locus_tag="BA2297"
                     /note="identified by match to protein family HMM PF01546;
                     match to protein family HMM PF07687; match to protein
                     family HMM TIGR01910"
                     /codon_start=1
                     /transl_table=11
                     /product="peptidase, M20/M25/M40 family"
                     /protein_id="AAP26168.1"
                     /db_xref="Pathema:BA_2297"
                     /translation="MEQLKKQICDYIESQEEESVKFLKRLIQEKSVSGDESGAQAIVI
                     EKLRELGLDLDIWEPSFSKMKDHPYFVSPRTSFSDSPNIVATLKGSGDGKSMILNGHI
                     DVVPEGDVDQWDHHPYSGERIGNRIYGRGTTDMKGGNVALMLAMEAIIESRIELKGDI
                     YFQSVIEEESGGAGTLATILRGYKADGVIIPEPTNMKFFPKQQGSMWFRLHVKGKAAH
                     GGTRYEGVSAIEKSMFVVDHLRKLEEKRNNRITDPLFKGIPIPIPINIGKIEGGSWPS
                     SVPDSLILEGRCGIAPNETIEAAKEEFENWITELNDVDNWFVENPVEVEWFGARWVPG
                     ELEENHELMTTLEHNFVEIEGNKPIIEASPWGTDGGLFTQIAGVPTIVFGPGETKVAH
                     YPNEYIEVDKMIAAAKIIACTLLDWCEVKK"
     gene            2145101..2145946
                     /locus_tag="BA_2298"
                     /old_locus_tag="BA2298"
                     /db_xref="Pathema:BA_2298"
     CDS             2145101..2145946
                     /locus_tag="BA_2298"
                     /old_locus_tag="BA2298"
                     /note="identified by match to protein family HMM PF00583;
                     match to protein family HMM TIGR03827"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26169.1"
                     /db_xref="Pathema:BA_2298"
                     /translation="MKYYESFREQTNGYTVEGVLDYFNKRIRVDHYTGNVERIIQTID
                     ELAEKHSFTKCIVKGKGEHVSTWLSFGFLLEATLPHYFQGHDAYFFVKFNNDERRNSS
                     HWAEEDTILSGVKAKEVKEKIVPEKFLLRKATEEDAEELAAVFGEVFEVYPTPLNEAS
                     YVKQTMKEDDTIYYVYEFEGKIISTASAEMNIKEGNAELTNCATLPAYRKHGFMKSLL
                     IKLEEELQEKSIFCSYTIARSLSFGMNAAFYQLGYTYTGRLANNCYIFDKLEDMNIWV
                     KDLSK"
     gene            2146046..2147431
                     /gene="rocR2"
                     /locus_tag="BA_2299"
                     /old_locus_tag="BA2299"
                     /db_xref="Pathema:BA_2299"
     CDS             2146046..2147431
                     /gene="rocR2"
                     /locus_tag="BA_2299"
                     /old_locus_tag="BA2299"
                     /note="identified by similarity to SP:P38022; match to
                     protein family HMM PF00158; match to protein family HMM
                     PF02954; match to protein family HMM PF07728; match to
                     protein family HMM PF08448; match to protein family HMM
                     TIGR00229"
                     /codon_start=1
                     /transl_table=11
                     /product="arginine utilization regulatory protein RocR"
                     /protein_id="AAP26170.1"
                     /db_xref="Pathema:BA_2299"
                     /translation="MTLLAVSTQEVIEAILGSIDEAIHAVDENGITIFYNTVAAKHDG
                     SKIEKVLGKHLLEAFPSLSRETSTLMKVLDTKKPIVHQVQHYQNLNGEDICTVNTTLP
                     IFIDGNIAGAVEIAKDYSTVQKLTDTIVDLQSKIKRSSRKKAIKKHVAFETIVTNDAR
                     FKQTKELAQKVAPTDANVLIYGETGTGKELFVQAIHEASKRKNKPFIAQNCAALPESL
                     LESLLFGTTKGSYTGAIERAGLFELVDGGTLFLDELNSMPLDLQAKMLRVLEDGVIRR
                     IGDNKTRKVDVRVITAMNQPPEVCLKENKIRTDLYYRLNVFSLYIPPLRERTEDVLLL
                     ASYFLKEYNKSYKKGVLQMDKEAKERLQSYQWPGNVRELKHTIEHAVIIAEGNTLTAN
                     CLPRTFRKESFPKKKSILPLREALHQTEKELIDQALIETEGNILQAAKMLGIPRQTLQ
                     YKLSKYDKTAE"
     gene            2147642..2149063
                     /gene="kamA"
                     /locus_tag="BA_2300"
                     /old_locus_tag="BA2300"
                     /db_xref="Pathema:BA_2300"
     CDS             2147642..2149063
                     /gene="kamA"
                     /locus_tag="BA_2300"
                     /old_locus_tag="BA2300"
                     /EC_number="5.4.3.2"
                     /note="identified by similarity to GP:5410603; match to
                     protein family HMM PF04055; match to protein family HMM
                     TIGR00238; match to protein family HMM TIGR03820"
                     /codon_start=1
                     /transl_table=11
                     /product="L-lysine 2,3-aminomutase"
                     /protein_id="AAP26171.1"
                     /db_xref="Pathema:BA_2300"
                     /translation="MLHDVYKPNRHWKDIELWKDVTEEQWNDWVWQLTNTIKTLDDLK
                     KVINLTPDEEEGVKISTKTIPLNITPYYAWLMNPDDPRCPIRMQSVPISEELYKTKYD
                     LEDPLHEDEDSPVPGLTHRYPDRVLFLVTNQCSMYCRYCTRRRFSGQIGMGVPKKQLD
                     DAIAYIRETPQVRDVLISGGDGLLINDKILEYVLKNLREIPHVEIIRIGTRAPVVFPQ
                     RITENLCNIIKKYHPVWLNTHFNTSIEITEESKKACEMLANAGVPVGNQAVILAGIND
                     SVPIMKKLMHDLVKIRVRPYYIYQCDLSEGIGHFRAPVSKGLEIIEGLRGHTSGYAVP
                     TFVVDAPGGGGKIALQPNYLISQSADKVVLRNFEGVITTYPEPESYIPGRAEGYFKEI
                     YPNYEEKRSDVGIAGLMSDKKFNLVPDDLQRMNRRKDYEDNETHATLKDKRDKRDQLK
                     DKKYQAQMAKLEENDKKTEGDAV"
     gene            2149060..2149332
                     /locus_tag="BA_2301"
                     /old_locus_tag="BA2301"
                     /db_xref="Pathema:BA_2301"
     CDS             2149060..2149332
                     /locus_tag="BA_2301"
                     /old_locus_tag="BA2301"
                     /note="identified by similarity to GP:2529468; match to
                     protein family HMM TIGR03829"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26172.1"
                     /db_xref="Pathema:BA_2301"
                     /translation="MNCMWCDSTEAKESLNTVYWELPDGTKAIEIQETPCISCSSCGM
                     DYQSDQTVKEIEDQLFLIYTKDLPKQLTYEELMGRPRLLKRNYFDF"
     gene            2149405..2149620
                     /locus_tag="BA_2302"
                     /old_locus_tag="BA2302"
                     /db_xref="Pathema:BA_2302"
     CDS             2149405..2149620
                     /locus_tag="BA_2302"
                     /old_locus_tag="BA2302"
                     /note="identified by similarity to OMNI:EF1680; match to
                     protein family HMM PF06855"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26173.1"
                     /db_xref="Pathema:BA_2302"
                     /translation="MKKTFYHYMMKHRAALFSNEISNLAEAMYDDLSFPKQSEDYDEI
                     SSYLELSGMLESMSIFDEAWDLYIQDR"
     gene            2149810..2150472
                     /locus_tag="BA_2303"
                     /old_locus_tag="BA2303"
                     /db_xref="Pathema:BA_2303"
     CDS             2149810..2150472
                     /locus_tag="BA_2303"
                     /old_locus_tag="BA2303"
                     /note="identified by similarity to EGAD:109307"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26174.1"
                     /db_xref="Pathema:BA_2303"
                     /translation="MARKKQPKYNVGDIVVITLYGTVGKITNMKILDGVYVYEVNNHD
                     GFYVEQTLQHVSEQDMKKGETEWIELNYHFTFGDLVQVTGYDKDVFRIVGFRTEVWRY
                     KNDAWEDTIYELSRITDGEWLEADESDLTLLANAQTANAILKKMKQDKAGMNKLDLGK
                     LKSINNSKKVSVKTNRQEIIDGLLDIYNDYQLLFDTFKDEEYKIVMDVVHNYLVKLTE
                     KK"
     gene            complement(2150477..2150767)
                     /locus_tag="BA_2304"
                     /old_locus_tag="BA2304"
                     /db_xref="Pathema:BA_2304"
     CDS             complement(2150477..2150767)
                     /locus_tag="BA_2304"
                     /old_locus_tag="BA2304"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26175.1"
                     /db_xref="Pathema:BA_2304"
                     /translation="MKKSQKYVYEIRKIVFLFYRSYPLDKVHTMVVQAIKKGDIIMEY
                     QYEVKQEVGQTKEEFMHEDQWADSLIKWLFIFLIIVGIPYTAYVVVQFILSF"
     gene            2150794..2150973
                     /locus_tag="BA_2305"
                     /old_locus_tag="BA2305"
                     /db_xref="Pathema:BA_2305"
     CDS             2150794..2150973
                     /locus_tag="BA_2305"
                     /old_locus_tag="BA2305"
                     /note="identified by similarity to EGAD:109305"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26176.1"
                     /db_xref="Pathema:BA_2305"
                     /translation="MKEIEVVIDTEEIAEFFYEQLIERGYVPKREEIEDLADITFEYL
                     LEKCMIDEVFDEEDE"
     gene            2150970..2151266
                     /locus_tag="BA_2306"
                     /old_locus_tag="BA2306"
                     /db_xref="Pathema:BA_2306"
     CDS             2150970..2151266
                     /locus_tag="BA_2306"
                     /old_locus_tag="BA2306"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26177.1"
                     /db_xref="Pathema:BA_2306"
                     /translation="MKVTTGLTRRFLLFTNLSQLKSAIIGIIKRKFYSRGEGMFKKII
                     DSLLGKKKYRSYSSSDYRHRGRSYSSSDYKRRSSGYGHHHYKRKRKSRSFFSSS"
     gene            2151266..2152087
                     /locus_tag="BA_2307"
                     /old_locus_tag="BA2307"
                     /db_xref="Pathema:BA_2307"
     CDS             2151266..2152087
                     /locus_tag="BA_2307"
                     /old_locus_tag="BA2307"
                     /note="identified by similarity to EGAD:108631"
                     /codon_start=1
                     /transl_table=11
                     /product="protein kinase domain protein"
                     /protein_id="AAP26178.1"
                     /db_xref="Pathema:BA_2307"
                     /translation="MKWRRILALFDRPLRKNTIVAERYKIESVIGMGSYGVTYVVNDL
                     QINRYKVLKQLRQSKQRYVSGRKSFEQEKMILQTLNHHAIPSLYDHFVWEKKSFFVME
                     YMPGKNFEDYIFLDGHVYTEREVLKILYEILEIVSVFHSKDIIHRDLRIPNILMKENQ
                     ISIIDFGLAKWKGEGDERATTYEGEQALMREVHFRSDFYALGHFSLFLLYAGYESNEK
                     YEKPWYDELTLENYNREMLMRMLQMKTPYYENVRDLKKDVAFALERMEVPCFKSF"
     gene            2152069..2152827
                     /locus_tag="BA_2308"
                     /old_locus_tag="BA2308"
                     /db_xref="Pathema:BA_2308"
     CDS             2152069..2152827
                     /locus_tag="BA_2308"
                     /old_locus_tag="BA2308"
                     /note="identified by similarity to GP:3522984; match to
                     protein family HMM PF07070"
                     /codon_start=1
                     /transl_table=11
                     /product="putative sporulation-control protein Spo0M"
                     /protein_id="AAP26179.1"
                     /db_xref="Pathema:BA_2308"
                     /translation="MFQKFLASVGIGNAKVDTVLEKDEYIVGEEILGKVHITGGSVSQ
                     QIESIYLTLSTSYIREVDDKKITTTTYDLERVRLTEPFSVEPNEKREIPFSFKMPVET
                     PLTLGMKTVWIHTGLDIKRSIDPSDRDYIQVLPNALLNSVLESVNQLGFKARHIECEE
                     LPYRLRKQVPFAQEFEFVPVSGQYYGKLDELELLILPSAYDRLEIIMEVDRKSRGLAG
                     LFAEALDLDEKVIRFTVTNEDIPTMKETINNYIF"
     gene            2152899..2153540
                     /locus_tag="BA_2309"
                     /old_locus_tag="BA2309"
                     /db_xref="Pathema:BA_2309"
     CDS             2152899..2153540
                     /locus_tag="BA_2309"
                     /old_locus_tag="BA2309"
                     /note="identified by match to protein family HMM PF01569"
                     /codon_start=1
                     /transl_table=11
                     /product="PAP2 family protein"
                     /protein_id="AAP26180.1"
                     /db_xref="Pathema:BA_2309"
                     /translation="MYVKRYRHLYLLSFTLLICFVVLSLSYHTACIEKFDNIVAHFIQ
                     SFRNDYLTTYFTWMSFIGSKRIYFPLLIILVMYFLVRKKLLSALLLTINYYGSRYLNS
                     MLKLWYERARPDVTQLVTATGYSFPSGHTMNATAFLGFIAYVTITEERITLHKKLLII
                     FIASFVVLSISVSRIYLGVHYPSDILAGWAAGGSWLVLCVIFHKTFIKKEPMS"
     gene            complement(2153530..2154420)
                     /locus_tag="BA_2310"
                     /old_locus_tag="BA2310"
                     /db_xref="Pathema:BA_2310"
     CDS             complement(2153530..2154420)
                     /locus_tag="BA_2310"
                     /old_locus_tag="BA2310"
                     /note="identified by similarity to EGAD:30207; match to
                     protein family HMM PF01545; match to protein family HMM
                     TIGR01297"
                     /codon_start=1
                     /transl_table=11
                     /product="cation efflux family protein"
                     /protein_id="AAP26181.1"
                     /db_xref="Pathema:BA_2310"
                     /translation="MIKIDTLSNKEADKGAIVSILAYIFLSSMKIIISYITLSSALRA
                     DGLNNLTDIGASLAILIGLKISRKPRDPDHPYGHSRAEQIASLVASFIMATVGLEVVI
                     SAIQSFLNPKQAAPNVLAAWVALFSAVVMYCVYLYTKKIAARTKSKSLEAAAKDNLSD
                     ALVSIGTVVGIVGSQFQMPILDPIAALIVGLIICKTAWEIFVEASHMLTDGIDPDKME
                     EYADAIEHIGGVENIVDIKARMYGNQTYVDITIEVDARMDVGESHCITDNIEAMLRKK
                     FGIYHAHIHVEPMEKEPIMT"
     gene            complement(2154700..2155014)
                     /locus_tag="BA_2311"
                     /old_locus_tag="BA2311"
                     /db_xref="Pathema:BA_2311"
     CDS             complement(2154700..2155014)
                     /locus_tag="BA_2311"
                     /old_locus_tag="BA2311"
                     /note="identified by similarity to OMNI:SA1794; match to
                     protein family HMM PF00085"
                     /codon_start=1
                     /transl_table=11
                     /product="thioredoxin family protein"
                     /protein_id="AAP26182.1"
                     /db_xref="Pathema:BA_2311"
                     /translation="MREIKSDKEFKDIIASEEPVVVKFFTTWYPDCVRMDNFIGDVME
                     EFNKFEWYSINKDEFPSIAEEYQVMGIPSLLVYQNGEKLGHLHSANAKTEEQVTEFLE
                     AY"
     gene            complement(2155094..2155456)
                     /locus_tag="BA_2312"
                     /old_locus_tag="BA2312"
                     /db_xref="Pathema:BA_2312"
     CDS             complement(2155094..2155456)
                     /locus_tag="BA_2312"
                     /old_locus_tag="BA2312"
                     /note="identified by similarity to GP:14021441; match to
                     protein family HMM PF00589"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26183.1"
                     /db_xref="Pathema:BA_2312"
                     /translation="MLALQEHFQKISEEKERYGDGYNNFDLVCPTYNGNPCNFRSLTQ
                     LWKKLIKKCGVPDIRFHDLRHTHATLMLKQGIHPKIVSERLGHKKVGITLDTYSHVVP
                     GLQEKAVEDFANNLFQKH"
     gene            complement(2155639..2156097)
                     /locus_tag="BA_2313"
                     /old_locus_tag="BA2313"
                     /db_xref="Pathema:BA_2313"
     CDS             complement(2155639..2156097)
                     /locus_tag="BA_2313"
                     /old_locus_tag="BA2313"
                     /note="identified by similarity to EGAD:11603; match to
                     protein family HMM PF09346"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26184.1"
                     /db_xref="Pathema:BA_2313"
                     /translation="MFDFLKKYVVANESVKSDQTPIFYPLKSEEIEEAEELLKMKFPK
                     ELKDFYKEIGYGFLEASDRFFFNRFMDPFSVSDFRLREDIYEYNPNIDGVDDEESLVF
                     FEVTELNFLTIKFKEENELGQCPIYSSSTKIADSLEEFINKMVENPDYYI"
     gene            complement(2156119..2157324)
                     /locus_tag="BA_2314"
                     /old_locus_tag="BA2314"
                     /db_xref="Pathema:BA_2314"
     CDS             complement(2156119..2157324)
                     /locus_tag="BA_2314"
                     /old_locus_tag="BA2314"
                     /note="identified by similarity to GP:4894314; match to
                     protein family HMM PF06013"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26185.1"
                     /db_xref="Pathema:BA_2314"
                     /translation="MVQIKVTPEMLEEVANRANNTRIALESIHNNLCNEIDQLCFQWI
                     GASNQQFIQMFNDARPKAFTSINSLVKVEEDLKRIAEKFRNADNQDVTMEEGAMCGKP
                     PEKSTIKKVWDGIVEGTGQAVEDTVEGFKALGKWETWENMGNAALHPIDTLSTMYNVL
                     SDSFINDVINGDAESRAKWGSYALTQVGLGLIGDKGISKVTTLAKGASVAKFSEGISH
                     FTNKLQMGDRFAYASVSEFRDIPKTSFNSLEDARNTFMFADPGNLNTPRFQEYLSQVE
                     EITNRKIPENQRELLQEALEKNAYERLSKEEVDQRRAEFNTIKNKLIAEWEKETGQTW
                     PTYTEEVISRRGKVSRRIDKPFDAHHFIENAHGGEHEWWNMHPAKYPDEHQGGIHAKD
                     SISREIFKK"
     gene            complement(2157506..2158657)
                     /locus_tag="BA_2315"
                     /old_locus_tag="BA2315"
                     /db_xref="Pathema:BA_2315"
     CDS             complement(2157506..2158657)
                     /locus_tag="BA_2315"
                     /old_locus_tag="BA2315"
                     /note="identified by match to protein family HMM PF00395"
                     /codon_start=1
                     /transl_table=11
                     /product="putative S-layer protein"
                     /protein_id="AAP26186.1"
                     /db_xref="Pathema:BA_2315"
                     /translation="MKFKQIILAGAVLATSTFTSLTNAQAETGFRDVPSDHWSYNAIM
                     GLKEKNIVAGYGNGMFGFGDNITRGQVARLIYAYLKPADEHNAPNPFTDVKGHMFEKE
                     ILSLSKAGIMNGFGDGKFGPDNVLTREQLAVVLTKAFNFKATSTTTFKDVDKNYWATN
                     AISALQENKIAAGTGDNLFEPKNIVTREQYAQFLYNAMNTVEVKPELTPFGIPSSMIT
                     NDFYYNSNNWKNASPVLKKSVSNEAQNLITKINKKYNEDYKYESASVSSMGLPESVQL
                     RTSNPNLGRVYDLGQGQFFVQGENEHDFYIMFIIDNATVELAKSWITLINSDLNLDKE
                     INDVIAMPSQKARGRDYHTYLDKGKYQIELGTSPQTKGYDSLFIGIKRK"
     gene            2158858..2159991
                     /locus_tag="BA_2316"
                     /old_locus_tag="BA2316"
                     /db_xref="Pathema:BA_2316"
     CDS             2158858..2159991
                     /locus_tag="BA_2316"
                     /old_locus_tag="BA2316"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26187.1"
                     /db_xref="Pathema:BA_2316"
                     /translation="MKQKISNVTGEIILSYKENGYQVVLDEFKHAKCINIVTYNINTY
                     ESNSVLIKELRKLNKTTKINIILNIPNGSYVKNFKNRIDQKEFDKVKWKIKNALSVLE
                     QEKFGNLEVYINLENHAKLIMTDHIAYIGSQNFSDASEGNFELGFLVKDSKVIRDIER
                     NIFAEIKNKSIYCIISEYRATMEEISVKLANKLQNIREDILTWVGDPPFTFRQEVFFI
                     DDAYFHKERWEEFKEFHSEFEVITEKLIDEYPSEFNKESARETVKHLRKLVKLLVSEL
                     DELAKFKTNQEESMMWDKFHQLDVGENMEEALEDARYYVENYKEKNYREIEYKGKELI
                     KTFDYIKESIQDIETIVDEIKDSMIRKALNQNIERILQDIKKQ"
     gene            complement(2160023..2160487)
                     /locus_tag="BA_2317"
                     /old_locus_tag="BA2317"
                     /db_xref="Pathema:BA_2317"
     CDS             complement(2160023..2160487)
                     /locus_tag="BA_2317"
                     /old_locus_tag="BA2317"
                     /note="identified by match to protein family HMM PF04471"
                     /codon_start=1
                     /transl_table=11
                     /product="Mrr restriction protein-related protein"
                     /protein_id="AAP26188.1"
                     /db_xref="Pathema:BA_2317"
                     /translation="MIWAILSLVVVFALGIILKAPQVSEEEIRMNHLREQANREYLEK
                     MDPRKFEYLIADLFYSLGYRAQVTPGSNDGGKDIILWKDDEVKFVEVKRYTKESIGRP
                     YIQKLHSAIIDGDAVGGYFVTLSNFNKNARQYAANKNIELIDGEALIHMMKS"
     gene            complement(2160524..2160724)
                     /locus_tag="BA_2318"
                     /old_locus_tag="BA2318"
                     /db_xref="Pathema:BA_2318"
     CDS             complement(2160524..2160724)
                     /locus_tag="BA_2318"
                     /old_locus_tag="BA2318"
                     /note="identified by similarity to SP:Q57720; match to
                     protein family HMM PF01381"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein"
                     /protein_id="AAP26189.1"
                     /db_xref="Pathema:BA_2318"
                     /translation="MKCKLKVILAERMIKQSDIAKIVGITDQTLSLIARGKSEPTLRV
                     AMRIAKTLDLSVEDIWIEEEIE"
     gene            2160890..2161192
                     /locus_tag="BA_2319"
                     /old_locus_tag="BA2319"
                     /db_xref="Pathema:BA_2319"
     CDS             2160890..2161192
                     /locus_tag="BA_2319"
                     /old_locus_tag="BA2319"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26190.1"
                     /db_xref="Pathema:BA_2319"
                     /translation="MRWQYSHLNETPYLYPSKELRKMYRDSNGKKETNAIVDHMERYE
                     VFNNREYKGYYRLSNDIMDDLYEDEDEVLDWGDVINEYQPVMTPKGLQLIRKEGFK"
     gene            2161189..2161371
                     /locus_tag="BA_2320"
                     /old_locus_tag="BA2320"
                     /db_xref="Pathema:BA_2320"
     CDS             2161189..2161371
                     /locus_tag="BA_2320"
                     /old_locus_tag="BA2320"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26191.1"
                     /db_xref="Pathema:BA_2320"
                     /translation="MTIVGEAVIVWTATGLSVITMKVAEKMGLSVPHWLPRMTMYTTL
                     TGSFLYLLRYVLFAFL"
     gene            2161490..2162680
                     /locus_tag="BA_2321"
                     /old_locus_tag="BA2321"
                     /db_xref="Pathema:BA_2321"
     CDS             2161490..2162680
                     /locus_tag="BA_2321"
                     /old_locus_tag="BA2321"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by match to protein family HMM
                     PF01580"
                     /codon_start=1
                     /transl_table=11
                     /product="FtsK/SpoIIIE family protein"
                     /protein_id="AAP26192.1"
                     /db_xref="Pathema:BA_2321"
                     /translation="MIELLLVPAAGLTVALFGEKFKSKNDDKRKIQVFFEVAGIAIKR
                     NNEEKLQYPKFQKQIDDDRSTTYVYTLPLGMPSKIIQKVEDVVSEGLNKPVRIQYDNY
                     KLNIRVFRREIPKNWSWSMDLVTKGKWCIPVGQSLETIVYHDFDETPHMAVGGLIRMG
                     KTVFLKNMFASLSLANPDHAHFYLIDLKEEGLEFSEYKKLKQVEQIAETSEQAHGMLL
                     KVMEKMHERGKYMKERGIKNIVHTKEKDRYFIVVDEGAVLAPAKGLPRAHNKMLEECQ
                     YMLSHIARVGGALGFRIVFCTQYPTGDTLPRVVKQMANAKLGFRLPTRTASEVVIDQS
                     GLEQLPSIPGRAIYMKERFTVLQVPYIDDVVMWKHLKEYEVEKYEHPEPYENQPSDGD
                     TCDD"
     gene            2162712..2163242
                     /locus_tag="BA_2322"
                     /old_locus_tag="BA2322"
                     /db_xref="Pathema:BA_2322"
     CDS             2162712..2163242
                     /locus_tag="BA_2322"
                     /old_locus_tag="BA2322"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26193.1"
                     /db_xref="Pathema:BA_2322"
                     /translation="MSVHNMGGIRNANRILGDLKPYVNKTMQGKEYVYYLNKEGHAMF
                     GDDGKVVSRGKLAHALLRNEAWLHLFCPDDWQIETDIRYIKNKEKMKIVPDVKFRDEE
                     NILHAVEVDRSQKMKVNEEKIKKYEEFTQIYKQKHNGKMPVIHFFTVTKYREKKLEEL
                     AAKYDVLASVYVIEEI"
     gene            complement(2163399..2163536)
                     /locus_tag="BA_2323"
                     /old_locus_tag="BA2323"
                     /db_xref="Pathema:BA_2323"
     CDS             complement(2163399..2163536)
                     /locus_tag="BA_2323"
                     /old_locus_tag="BA2323"
                     /note="identified by similarity to OMNI:SA0875"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26194.1"
                     /db_xref="Pathema:BA_2323"
                     /translation="MIVKKEKQNMKEIKSEQEFKDIIASEEPVVVKFFTTWCPDCVRV
                     K"
     gene            complement(2164357..2164965)
                     /locus_tag="BA_2324"
                     /old_locus_tag="BA2324"
                     /db_xref="Pathema:BA_2324"
     CDS             complement(2164357..2164965)
                     /locus_tag="BA_2324"
                     /old_locus_tag="BA2324"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26195.1"
                     /db_xref="Pathema:BA_2324"
                     /translation="MAEIKVGLTQFLDFTLKSSAAKTNFVKNLKSQPEYHPVFDYWKQ
                     LRETVIKFHKNKLSFDCFEALVQAVDQKKKQNYIDVLKQYKKFITNKDVSWFDPGKSH
                     WLSDNLIVRSSPELGLLINDEPHLIKLFFKGKKERIDKYNINSTLTLLNESTFSNEHK
                     DVNYTVLNIQKNRMYTNNSINNNHVIALESEAHQLCYLWNKM"
     gene            2165032..2165154
                     /locus_tag="BA_2325"
                     /old_locus_tag="BA2325"
                     /db_xref="Pathema:BA_2325"
     CDS             2165032..2165154
                     /locus_tag="BA_2325"
                     /old_locus_tag="BA2325"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26196.1"
                     /db_xref="Pathema:BA_2325"
                     /translation="MNETLEKLMFMHNGYCKADPQEQEGIITTVWFPVLPEWDL"
     gene            complement(2165378..2165776)
                     /locus_tag="BA_2326"
                     /old_locus_tag="BA2326"
                     /db_xref="Pathema:BA_2326"
     CDS             complement(2165378..2165776)
                     /locus_tag="BA_2326"
                     /old_locus_tag="BA2326"
                     /note="identified by similarity to OMNI:NTL01BH3088; match
                     to protein family HMM PF01042"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26197.1"
                     /db_xref="Pathema:BA_2326"
                     /translation="MRNGIIIRKNPTNMPEPVGNYTHITKIPRNAELFVSSGQIGINQ
                     NGQFPKSMNEQISNTFKNIIKVLESEELTAANIIKVNVWATEKIDWAYLDFEWEQLFN
                     TQYPAMTIGYISELGLPEIKIEIEIWAAKP"
     gene            2166511..2166864
                     /locus_tag="BA_2327"
                     /old_locus_tag="BA2327"
                     /db_xref="Pathema:BA_2327"
     CDS             2166511..2166864
                     /locus_tag="BA_2327"
                     /old_locus_tag="BA2327"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26198.1"
                     /db_xref="Pathema:BA_2327"
                     /translation="MKVKNINKERSKYAGPIFVMMEGIGVDITQSMARIVVNGKDLPF
                     ISVRTSVWNQGPVNDLIVSTNERVEEFYQFMWSQVPVMLAMYFLQGADLMRFARIAGI
                     NQGVMGEYIYHFSWG"
     gene            2167332..2167988
                     /locus_tag="BA_2328"
                     /old_locus_tag="BA2328"
                     /db_xref="Pathema:BA_2328"
     CDS             2167332..2167988
                     /locus_tag="BA_2328"
                     /old_locus_tag="BA2328"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26199.1"
                     /db_xref="Pathema:BA_2328"
                     /translation="MENQLKEIFGALIAAIGTITSAIGSTPFYFISSNVREDLNIYGN
                     TLQAVGNALEADGQEGISLEKIGNEIQSTGNVTVISGLVIDFKDETKIKLVIAGNWTQ
                     ALGGLTALADEFEDASDKDESFNIIGNLLQAIGNSLQAIGGIYELKSIRKERLDSKDE
                     LVNDTEGNLDNQVNSELDKKKEGQSIDTIGSWIQAVGSVFSLIGQIREESEELEGSDN
                     "
     gene            2168378..2168653
                     /locus_tag="BA_2330"
                     /old_locus_tag="BA2330"
                     /db_xref="Pathema:BA_2330"
     CDS             2168378..2168653
                     /locus_tag="BA_2330"
                     /old_locus_tag="BA2330"
                     /note="identified by similarity to GP:15024130"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26200.1"
                     /db_xref="Pathema:BA_2330"
                     /translation="MLGKTLEELERCYNEALNEGAEYVAVQIKIDGFSSDELIINDKY
                     NIDSKLAYYKRTYNEDLEHKWNPRIRIVDFAYGYSFSGIIRQLGLLV"
     gene            complement(2168774..2168911)
                     /locus_tag="BA_2331"
                     /old_locus_tag="BA2331"
                     /db_xref="Pathema:BA_2331"
     CDS             complement(2168774..2168911)
                     /locus_tag="BA_2331"
                     /old_locus_tag="BA2331"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26201.1"
                     /db_xref="Pathema:BA_2331"
                     /translation="MESCVLFVNGQPLLVVSVAGIEIARLELSLQVALTLIALGIPIC
                     A"
     gene            2169115..2169513
                     /locus_tag="BA_2332"
                     /old_locus_tag="BA2332"
                     /db_xref="Pathema:BA_2332"
     CDS             2169115..2169513
                     /locus_tag="BA_2332"
                     /old_locus_tag="BA2332"
                     /note="identified by similarity to GP:6723450"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26202.1"
                     /db_xref="Pathema:BA_2332"
                     /translation="MFFAKLRGRNEVPPVETDARGEAFFKLSRDELSLKFKLDLFDIE
                     DVVAAHLHIGAKGTNGPVVAFLFGPITNPVSIECATLTGMITQEDLVGPLAGQTLGTL
                     INEIISGNIYINVHTVQHPNGEIRGQLNYC"
     gene            2169826..2170086
                     /locus_tag="BA_2333"
                     /old_locus_tag="BA2333"
                     /db_xref="Pathema:BA_2333"
     CDS             2169826..2170086
                     /locus_tag="BA_2333"
                     /old_locus_tag="BA2333"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26203.1"
                     /db_xref="Pathema:BA_2333"
                     /translation="MKIMFYSYFASQVGMRPAYGTSITYSGAQSTVQAVQQALQMQQQ
                     MQMQQQGIQPYYSSMEYFYPVQTITPYGGSFLTIPYGAVFNL"
     gene            2170206..2170742
                     /locus_tag="BA_2334"
                     /old_locus_tag="BA2334"
                     /db_xref="Pathema:BA_2334"
     CDS             2170206..2170742
                     /locus_tag="BA_2334"
                     /old_locus_tag="BA2334"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26204.1"
                     /db_xref="Pathema:BA_2334"
                     /translation="MSCYYYCKHCKEYKKKQHNCCKNNSKCNDNKDSLVRASAFRARN
                     TVNQPVPANTFVKVLFQNEQFDLANEYNPATSIFIPKTRGVYSIIGTIGFFPNNSNSD
                     YRARVEIRVNGNAAIAIDNDFFGTINFGNVVSVSTIIQLNEGDQVEVYAQSSIDGVLS
                     TLEDGSHFEAARFPSPTE"
     gene            complement(2171640..2171834)
                     /locus_tag="BA_2335"
                     /old_locus_tag="BA2335"
                     /db_xref="Pathema:BA_2335"
     CDS             complement(2171640..2171834)
                     /locus_tag="BA_2335"
                     /old_locus_tag="BA2335"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26205.1"
                     /db_xref="Pathema:BA_2335"
                     /translation="MEKKPIAFKVPPNSKLKVTFFGPYNEVITNVSIINQLSTPKCQT
                     ITRYPNYTKYETEVRSLSSC"
     gene            2172225..2173121
                     /gene="prsA3"
                     /locus_tag="BA_2336"
                     /old_locus_tag="BA2336"
                     /db_xref="Pathema:BA_2336"
     CDS             2172225..2173121
                     /gene="prsA3"
                     /locus_tag="BA_2336"
                     /old_locus_tag="BA2336"
                     /EC_number="5.2.1.8"
                     /note="identified by similarity to SP:Q81QT1; match to
                     protein family HMM PF00639"
                     /codon_start=1
                     /transl_table=11
                     /product="peptidylprolyl isomerase PrsA3"
                     /protein_id="AAP26206.1"
                     /db_xref="Pathema:BA_2336"
                     /translation="MYSYSCIIIKVRYFELKKKKLFLGTIISCVVLALSACGSSDNVV
                     TSKVGNITEKELSKELRQKYGESTLYQMVLSKALLDKYKVSDEEAKKQVEEAKDKMGD
                     NFKSTLEQVGLKNEDELKEKMKPEIAFEKAIKATVTEKDVKDNYKPEMKVSHILVKDE
                     KTAKEVKEKVNNGEDFAALAKQYSEDTGSKEQGGEITGFAPGQTVKEFEEAAYKLDAG
                     QVSEPVKTTYGYHIIKVTDKKELKPFDEVKDSIRKDIEQQRLQDTTGKWKQQVVNELL
                     KDADIKVNDKEFKNTFEFLEKK"
     gene            2173626..2173844
                     /locus_tag="BA_2337"
                     /old_locus_tag="BA2337"
                     /db_xref="Pathema:BA_2337"
     CDS             2173626..2173844
                     /locus_tag="BA_2337"
                     /old_locus_tag="BA2337"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26207.1"
                     /db_xref="Pathema:BA_2337"
                     /translation="MKVIFQREDGGKIFESYDEDINNLLVILKETKGIKIGMVDYKVL
                     KYELEYFRNPKKAVTERELHIIVQPKYI"
     gene            2174029..2174436
                     /locus_tag="BA_2338"
                     /old_locus_tag="BA2338"
                     /db_xref="Pathema:BA_2338"
     CDS             2174029..2174436
                     /locus_tag="BA_2338"
                     /old_locus_tag="BA2338"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26208.1"
                     /db_xref="Pathema:BA_2338"
                     /translation="MSLASYIGCNVEIPLTDPDSHDVIVFGPCFSDESMLEIVQEFQF
                     QTSYTYEVSTSWGIELVEWQTEREKKEAKRKLVALCTIMEGYLNDGDYFELFSCWVGD
                     EDKERLGELKLKINHFNIDEIRIPERTLVRIEK"
     gene            2174866..2175201
                     /locus_tag="BA_2340"
                     /old_locus_tag="BA2340"
                     /db_xref="Pathema:BA_2340"
     CDS             2174866..2175201
                     /locus_tag="BA_2340"
                     /old_locus_tag="BA2340"
                     /note="identified by similarity to GP:6470221; match to
                     protein family HMM PF08863"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26209.1"
                     /db_xref="Pathema:BA_2340"
                     /translation="MNDVKMQKAKREWVPFTVMSEQLLSMQKVIGEKFKVQKPLLTKE
                     AKEGISDKLLTSLLSEKEILVTYFEDGYILTSYMTVVHINPLKRIVMCTDAFYKTYVF
                     NTADIIEIT"
     gene            complement(2175418..2175657)
                     /gene="gerPF2"
                     /locus_tag="BA_2341"
                     /old_locus_tag="BA2341"
                     /db_xref="Pathema:BA_2341"
     CDS             complement(2175418..2175657)
                     /gene="gerPF2"
                     /locus_tag="BA_2341"
                     /old_locus_tag="BA2341"
                     /note="identified by similarity to GP:2984723"
                     /codon_start=1
                     /transl_table=11
                     /product="spore germination protein GerPF"
                     /protein_id="AAP26210.1"
                     /db_xref="Pathema:BA_2341"
                     /translation="MIVKWVKTMPSVVGNLVVQNSNGSFNLGDFYNVSPKENTKAYNG
                     SGASNVGFVVNTFNGVSATNTFDSDLADQNQVGTA"
     gene            2175843..2176178
                     /locus_tag="BA_2342"
                     /old_locus_tag="BA2342"
                     /db_xref="Pathema:BA_2342"
     CDS             2175843..2176178
                     /locus_tag="BA_2342"
                     /old_locus_tag="BA2342"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26211.1"
                     /db_xref="Pathema:BA_2342"
                     /translation="MNNVIKKVDLTDAKSSNLVALIYSNEVILVEEAFCPNEIKLKFN
                     EIAILSAIKTAHIMKVSIRKELEAIFHDTGVLLVKHSAEYGNSQSITMHFEQFKKLQY
                     EIEYLNKSM"
     gene            2176474..2176686
                     /locus_tag="BA_2343"
                     /old_locus_tag="BA2343"
                     /db_xref="Pathema:BA_2343"
     CDS             2176474..2176686
                     /locus_tag="BA_2343"
                     /old_locus_tag="BA2343"
                     /note="identified by similarity to GP:17135141; match to
                     protein family HMM PF01679"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26212.1"
                     /db_xref="Pathema:BA_2343"
                     /translation="MMYLLAIVLPPVAVLICGKPFQAIINFILTLIFWVPGVIHAILV
                     VHDKKADRRLKKQIQAYDEINKKNRR"
     gene            complement(2176756..2176962)
                     /locus_tag="BA_2344"
                     /old_locus_tag="BA2344"
                     /db_xref="Pathema:BA_2344"
     CDS             complement(2176756..2176962)
                     /locus_tag="BA_2344"
                     /old_locus_tag="BA2344"
                     /note="identified by similarity to GP:15980428"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26213.1"
                     /db_xref="Pathema:BA_2344"
                     /translation="MELSPVISKTIVAVGYNPFSMILRIQLKHGMYDFFNVPKNIYTG
                     LLNAHSKTNYHNTYIKNSYRYTKI"
     gene            2177431..2179893
                     /locus_tag="BA_2345"
                     /old_locus_tag="BA2345"
                     /db_xref="Pathema:BA_2345"
     CDS             2177431..2179893
                     /locus_tag="BA_2345"
                     /old_locus_tag="BA2345"
                     /note="identified by similarity to EGAD:20513; match to
                     protein family HMM PF00905; match to protein family HMM
                     PF00912; match to protein family HMM TIGR02074"
                     /codon_start=1
                     /transl_table=11
                     /product="penicillin-binding protein 1A"
                     /protein_id="AAP26214.1"
                     /db_xref="Pathema:BA_2345"
                     /translation="MSENYRSREERRQVKKKKQPASKTQKPKGKTSFFRKFLITCLLL
                     GIVGLVGGVATFFVMIKDAPKLEKAKLVNPLSSKIYDKNGDLVYEYGKEKRTNVTYDQ
                     IPKLVENAFLATEDARFYEHSGVDFKGTARAVLVSLKGDYGSQGGSTITQQVIKNYFL
                     SMEKTSKRKIQEIYLAYKLEQQYSKHEILEMYLNKINLGNRSYGIATAAQNYYGKELK
                     ELTLPEVAMLAGLPKAPNNYDPTKTENVQRATERRNVVLKLMNRHGYITKAEMEEASK
                     VEVTDGLKTATVQAMPYPAFMDAVVKEVEKELPDANIGSDGLEIYTTLDIDAQKAADR
                     ILDANIINYPNDKFQSAFTFMDTKTGEVRAIGSGRGENKAVFKGHNMAIELDRAAGST
                     MKPIFDYGPAIEYLKWATYHQIDDSPFKYSTGQEVRNADRSHLGSITMREALKMSRNV
                     PAVKAAKEVGLNKAKEFSEKLGITLKSAPESTAIGTNEVSPTEIAGAYATFGNGGKYA
                     KPHFVKKVVYPDGKSQSFGQKPKQVIADSTAYMITDMLRSVVTSGTGTAANISSLDVA
                     GKTGTTNYDSKQLAKFNIPESATRDSWFAGYTPQYTMAVWTGYMKDGKDEYISSKNTK
                     IAQLIFKEMMSEMATDKSRFKMPSSVIQEGSELRIKGEKRDSSPNTSVPDTTEKPKQD
                     QQQKTEEEKKQEELKKQEELKKQEEEKKQEELKKQEEQKKLEEQKKQEEEKKQNEQNN
                     GNGQGTTPPANNGGGQGTTPPANNGGGQGNTTPPANNGGGQGNTTPPANNGGGQGNTT
                     PPATTQPETGGNAGEAPANNGQ"
     gene            2180508..2181653
                     /locus_tag="BA_2346"
                     /old_locus_tag="BA2346"
                     /db_xref="Pathema:BA_2346"
     CDS             2180508..2181653
                     /locus_tag="BA_2346"
                     /old_locus_tag="BA2346"
                     /note="identified by similarity to EGAD:108032; match to
                     protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="MFS transporter"
                     /protein_id="AAP26215.1"
                     /db_xref="Pathema:BA_2346"
                     /translation="MERLWTKSFIQMTFAMLFLFTGFYLLVPTLPLFIKEIGGNESQV
                     GLMMGMFTIAAVVIRPIIGGMLDQYGRRSFIIFGLTLFGLTMYFYNLATTIVLLAILR
                     IIHGVTWAVSTTAVGTAITDIIPDSRRGEGMGWYGMAMTIAMAIGPMIGLSVVQNYSF
                     HGLFLLATLLSFMAVLLSLMTKMPFTPQKEKGKMQLFEKSVLSITIVVFFLSFAYGGI
                     TTFLPLFASSIDVNPGTFFLVYAIALTIVRPISGKLLDKYGEVFIILPALCITVIAIV
                     VLTISNNLIGVVIAATLYGVGFGSAQPALQAAMLSIVDPSKRGVANASFFTAFDLGIG
                     LGAILLGVVSQMFGYRILFAGSAISGLIAFIIFVFFVKQQLGKKEFA"
     gene            2181669..2181959
                     /locus_tag="BA_2347"
                     /old_locus_tag="BA2347"
                     /db_xref="Pathema:BA_2347"
     CDS             2181669..2181959
                     /locus_tag="BA_2347"
                     /old_locus_tag="BA2347"
                     /note="identified by similarity to EGAD:109071; match to
                     protein family HMM PF01521"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26216.1"
                     /db_xref="Pathema:BA_2347"
                     /translation="MEISIDHKALQWFKEELRIKHGESIRFNVRYGGDSSIQPGYSLG
                     IVAEKADGEIVSVEKEGILFFVDVDDLWYFQNYDLVVGYHEEMEEIQFNYVK"
     gene            2182362..2183480
                     /gene="mmgD"
                     /locus_tag="BA_2348"
                     /old_locus_tag="BA2348"
                     /db_xref="Pathema:BA_2348"
     CDS             2182362..2183480
                     /gene="mmgD"
                     /locus_tag="BA_2348"
                     /old_locus_tag="BA2348"
                     /EC_number="2.3.3.1"
                     /note="identified by match to protein family HMM PF00285"
                     /codon_start=1
                     /transl_table=11
                     /product="citrate (Si)-synthase MmgD"
                     /protein_id="AAP26217.1"
                     /db_xref="Pathema:BA_2348"
                     /translation="MKAEEKFSPGLDGIVAAETKISFLDTVKGEIVIQGYDLIELSKT
                     KEYLDIVHLLLEEHLPNEDEKATLEKKLKEEYAVPEGVFNVLKALPKETHPMDGLRTG
                     VSALAGYDNDIENRSLEVNKSRGYKLLSKVPNIVANSYHILNNEEPIEPLKELSYSAN
                     FFYMLTGKKPTELEEKIFDRSLVLYSEHEMPNSTFTARVIASTQSDLYGALTGAVASL
                     KGSLHGGANEAVMYMLLEAGNVEKFEELLQKKLYNKEKIMGFGHRVYMKKMDPRALMM
                     KEALKQLCDVKGDYTLYEMCEAGEKIMEKEKGIYPNLDYYAAPVYWMLGIPIQLYTPI
                     FFSSRTVGLCAHVIEQHTNNRLFRPRVNYIGERHVLSK"
     gene            2183579..2185015
                     /gene="mmgE"
                     /locus_tag="BA_2349"
                     /old_locus_tag="BA2349"
                     /db_xref="Pathema:BA_2349"
     CDS             2183579..2185015
                     /gene="mmgE"
                     /locus_tag="BA_2349"
                     /old_locus_tag="BA2349"
                     /note="identified by similarity to EGAD:29977; match to
                     protein family HMM PF03972; match to protein family HMM
                     TIGR02330"
                     /codon_start=1
                     /transl_table=11
                     /product="mmgE protein"
                     /protein_id="AAP26218.1"
                     /db_xref="Pathema:BA_2349"
                     /translation="MIKTNEIKQKDAILEEITDYVLNKEVTSAEAFSTARYVLFDTLG
                     CGILALQYPECTKLLGPVVPGTIVPNGTRVPGTSYVLDPVKGAFNIGCMIRWLDYNDT
                     WLAAEWGHPSDNLGGILAVADYISRVRISEGKEPLKVREVLEMMIKAHEIQGVLALEN
                     SLNRVGLDHVLYVKVATTAVVAKMLGGTREEIFNALSHAWIDNSSLRTYRHAPNTGSR
                     KSWAAGDATSRGVHLAMTALKGEMGYPTALSAPGWGFQDVLFNKQELKLARPLESYVM
                     ENVLFKVSYPAEFHAQTAAECAVKLHPEIKERLDEIDRITITTHESAIRIIDKEGPLN
                     NPADRDHCLQYITAIGLLKGDIVADDYEDAVANDPRVDELRNKMVVVENKQYSLDYLD
                     PNKRSIANAVQVHFKDGTVTENVECEYPLGHRFRRDEAIPKVVQKFTASMAGHYSSKQ
                     QEQIHEVCLNEEKLENMNVNEFVDLFLI"
     gene            2185034..2185942
                     /gene="prpB"
                     /locus_tag="BA_2350"
                     /old_locus_tag="BA2350"
                     /db_xref="Pathema:BA_2350"
     CDS             2185034..2185942
                     /gene="prpB"
                     /locus_tag="BA_2350"
                     /old_locus_tag="BA2350"
                     /EC_number="4.1.3.30"
                     /note="identified by similarity to SP:P54528; match to
                     protein family HMM TIGR02317"
                     /codon_start=1
                     /transl_table=11
                     /product="methylisocitrate lyase"
                     /protein_id="AAP26219.1"
                     /db_xref="Pathema:BA_2350"
                     /translation="MAWVVNKQSTQEELANRFRALVEANEILQIPGAHDAMAALVARN
                     TGFLALYLSGAAYTASKGLPDLGIVTSTEVAERARDLVRATDLPVLVDIDTGFGGVLN
                     VARTAVEMVEAKVAAVQIEDQQLPKKCGHLNGKKLVTTEELVQKIKAIKEVAPSLYIV
                     ARTDARGVEGLDEAIERANAYVKAGADAIFPEALQSEEEFRLFNSKVNAPLLANMTEF
                     GKTPYYSAEEFANMGFQMVIYPVTSLRVAAKAYENVFTLIKETGSQKDALSNMQTRSE
                     LYETISYHDFEELDTGIAKTVLSEDQ"
     gene            2186097..2187806
                     /locus_tag="BA_2352"
                     /old_locus_tag="BA2352"
                     /db_xref="Pathema:BA_2352"
     CDS             2186097..2187806
                     /locus_tag="BA_2352"
                     /old_locus_tag="BA2352"
                     /EC_number="1.3.99.-"
                     /note="identified by similarity to SP:P45857; match to
                     protein family HMM PF00441; match to protein family HMM
                     PF02770; match to protein family HMM PF02771; match to
                     protein family HMM PF08028"
                     /codon_start=1
                     /transl_table=11
                     /product="acyl-CoA dehydrogenase"
                     /protein_id="AAP26220.1"
                     /db_xref="Pathema:BA_2352"
                     /translation="MEKTKLPWDEFFSLNKDVKHAFFTPEDFSGDEDLIAKTTEQFVK
                     QEIVPQMENIEQHNYKVSRQLFEKAGELGLLSIEVPEEYGGFELGKAVSGLVAEKMGY
                     AGAFSVSFNIHAGVGTLPYIYYGTKEQKEKYLPKIASGEWIGAYALTEPNAGSDALSA
                     KTSAVLNEDGTAWKLNGEKQWITNAHMADVYVVFAKTNKGMTAFIVERTCEGVSIGLE
                     EKKMGIKGSSTATLILEDVVIPAENVLGEVGKGHHVALNILNFARLKLAFGNIGTAKQ
                     AIGLSVQYGKERKQFQTELVDFTMIQEKIANMIIATYGAESAAYRTAGVIDEAIHESD
                     EDLMKKMSQFAIECALNKVNASETLGHIVDEAVQIHGGYGYMQEYEVELLYRDARISR
                     IFEGTNEINRLTVAKMLMKQMEQIEDTEVEIDVANVERNHRYILLAKKLLKQSLKTLS
                     KTPGLKIDQEQEYSRVLSNMLTDVYVMESAFLRTSKAISKNGEGKERTKQMITDVICE
                     EGYRKVEEAAISILSAAVTEEQDRHVILAEIRQLLVPLYTNVFTKKREIAKAIINRGK
                     YIV"
     gene            2187823..2188713
                     /locus_tag="BA_2353"
                     /old_locus_tag="BA2353"
                     /db_xref="Pathema:BA_2353"
     CDS             2187823..2188713
                     /locus_tag="BA_2353"
                     /old_locus_tag="BA2353"
                     /EC_number="1.1.1.60"
                     /note="identified by similarity to SP:P23523; match to
                     protein family HMM PF03446; match to protein family HMM
                     PF03807"
                     /codon_start=1
                     /transl_table=11
                     /product="putative 2-hydroxy-3-oxopropionate reductase"
                     /protein_id="AAP26221.1"
                     /db_xref="Pathema:BA_2353"
                     /translation="MKKIGFIGLGNMGLPMSKNLVKSNYTVYGVDLNKDAEASFEKEG
                     GIIGLSISKLAETCDVIFTSLPSPRAVEAVYFGQEGLFENSHSNVVLIDTSTVSPQLN
                     KQLEEAAKEKKVDFLAAPVSGGVIGAENRTLTFMVGGSKEVYEKTESIMGVLGANIFH
                     VSEQIDSGTTVKLINNLLIGFYTAGVSEALTLAKKNNMDLDKMFDILNVSYGQSRIYE
                     RNYKSFIASENYEPGFTVNLLKKDLGFAVDLAKESELHLPVSEMLLNVYEEASEAGYG
                     ENDMAALYKKVSEQLISNQK"
     gene            2188750..2190210
                     /gene="mmsA1"
                     /locus_tag="BA_2354"
                     /old_locus_tag="BA2354"
                     /db_xref="Pathema:BA_2354"
     CDS             2188750..2190210
                     /gene="mmsA1"
                     /locus_tag="BA_2354"
                     /old_locus_tag="BA2354"
                     /EC_number="1.2.1.27"
                     /note="identified by match to protein family HMM PF00171;
                     match to protein family HMM TIGR01722"
                     /codon_start=1
                     /transl_table=11
                     /product="methylmalonic acid semialdehyde dehydrogenase"
                     /protein_id="AAP26222.1"
                     /db_xref="Pathema:BA_2354"
                     /translation="MITTEIKRVKNHINGEWVESTGTEVEAVPNPATGKIIAYVPLSP
                     KEDVEKAVEAAKAAYETWSKVPVPNRSRQLYKYLQLLQENKEELAKIITLENGKTLTD
                     ATGEVQRGIEAVELATSAPNLMMGQALPNIASGIDGSIWRYPIGVVAGITPFNFPMMI
                     PLWMFPLAIACGNTFVLKTSERTPLLAERLVELFYEAGFPKGVLNLVQGGKDVVNSIL
                     ENKDIQAVSFVGSEPVARYVYETGTKHGKRVQALAGAKNHAIVMPDCNLEKTVQGVIG
                     SAFASSGERCMACSVVAVVDEIADEFIDVLVAETKKLKVGDGFHEDNYVGPLIRESHK
                     ERVLGYINSGVADGATLLVDGRKIKEEVGEGYFVGATIFDGVNQEMKIWQDEIFAPVL
                     SIVRVKDLEEGIKLTNQSKFANGAVIYTSNGKHAQTFRDNIDAGMIGVNVNVPAPMAF
                     FAFAGNKASFFGDLGTNGTDGVQFYTRKKVVTERWF"
     gene            complement(2190281..2190913)
                     /locus_tag="BA_2355"
                     /old_locus_tag="BA2355"
                     /db_xref="Pathema:BA_2355"
     CDS             complement(2190281..2190913)
                     /locus_tag="BA_2355"
                     /old_locus_tag="BA2355"
                     /note="identified by similarity to OMNI:VC1421; match to
                     protein family HMM PF01810"
                     /codon_start=1
                     /transl_table=11
                     /product="putative homoserine/threonine efflux protein"
                     /protein_id="AAP26223.1"
                     /db_xref="Pathema:BA_2355"
                     /translation="MIENYFLFIIMSICLIILPGPDTAMATKNTLVAGKVGGVKTVFG
                     TCIALLIHTLAAVIGLSALIVKSALLFSIFKYVGALYLIYIGIKALLAVRNKEGVDTN
                     DISLHNEDEHTSCFRQGFLTNLLNPKVAVFFLTFLPQFLNPNHNTFIQLLVMGLTYLI
                     LTVIWFAFYIFLIDKISAFMKKPKTQRYIQGLTGIVLIGFGIKLAFEKSN"
     gene            complement(2191097..2192152)
                     /locus_tag="BA_2356"
                     /old_locus_tag="BA2356"
                     /db_xref="Pathema:BA_2356"
     CDS             complement(2191097..2192152)
                     /locus_tag="BA_2356"
                     /old_locus_tag="BA2356"
                     /note="identified by match to protein family HMM PF00378"
                     /codon_start=1
                     /transl_table=11
                     /product="enoyl-CoA hydratase/isomerase family protein"
                     /protein_id="AAP26224.1"
                     /db_xref="Pathema:BA_2356"
                     /translation="MTEHVLFSVSENGVASITLNRPKALNSLSYDMLQPIGQKLKEWE
                     NDEQIALIVLKGAGTKGFCAGGDIKTLYEARSNEIALQHAERFFEEEYEIDTYIYQYK
                     KPIIACLDGIVMGGGVGLTNGAKYRIVTERTKWAMPEMNIGFFPDVGAAYFLNKAPGF
                     AGRYVALTASILKASDVLFINAADYFMTSDSLPKFLTELESVNWHKEDDVHTHLKEVI
                     RTFATTSNLESELAPLLEEINAHFAFDTIEKIIHSLEKDPSSFALKTKETLLSKSPIS
                     LKVTLKQFIDGHDKSVEECFATDLVLAKNFMRHEDFFEGVRSVVVDKDQNPNYKYKQL
                     SDVAEEDVNRFFNLLNA"
     gene            2192469..2192726
                     /locus_tag="BA_2357"
                     /old_locus_tag="BA2357"
                     /db_xref="Pathema:BA_2357"
     CDS             2192469..2192726
                     /locus_tag="BA_2357"
                     /old_locus_tag="BA2357"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26225.1"
                     /db_xref="Pathema:BA_2357"
                     /translation="MPGPLLLSVIILSSLMIGITQYFHHTDTTEEVKDKVRLVFPIFI
                     ISISFCILLNKDGYIVAVFSFFVAIVFITVLYYVMKDFLQK"
     gene            2192910..2193149
                     /locus_tag="BA_2358"
                     /old_locus_tag="BA2358"
                     /db_xref="Pathema:BA_2358"
     CDS             2192910..2193149
                     /locus_tag="BA_2358"
                     /old_locus_tag="BA2358"
                     /note="identified by similarity to EGAD:108414"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26226.1"
                     /db_xref="Pathema:BA_2358"
                     /translation="MKFEMHTKIISNEKEVRLHIEENIFQLKLDGYHLFTVQEILPLY
                     KSNEERIGSAMIQKLEWENGKTTINYQLVSLNSVN"
     gene            2193165..2194322
                     /locus_tag="BA_2359"
                     /old_locus_tag="BA2359"
                     /db_xref="Pathema:BA_2359"
     CDS             2193165..2194322
                     /locus_tag="BA_2359"
                     /old_locus_tag="BA2359"
                     /note="identified by similarity to SP:P23479; match to
                     protein family HMM PF00149; match to protein family HMM
                     TIGR00619"
                     /codon_start=1
                     /transl_table=11
                     /product="putative exonuclease SbcD"
                     /protein_id="AAP26227.1"
                     /db_xref="Pathema:BA_2359"
                     /translation="MKLFHTADWHLGKLVHGVYMTEDQKIVLDQFVQAVEEEKPDAVI
                     IAGDLYDRAIPPTEAVDLLNDVLQKIVIDLQTPVIAVAGNHDSPDRIHFGSSLMKKQG
                     LFIVGQFQFPYEPIILNDEHGEVHFHLVPYADPSIVRHVLKNEDVRSHDDAMRIFMNE
                     LSETMDKEARHVFVGHAFVTSAGEAEENTSDAERPLSIGGAEYVNSHYFDKFHYTALG
                     HLHQAHFVRNETIRYSGSPLAYSISEEKHKKGYYIVELNEQGEATIEKRLLTPRRKMR
                     TVEAKIDELLQHPVSEDYVFVKLLDENPVLQPMEKIRSVYPNAMHVERSIQRREFTES
                     NEATVSRHKTDDLSLLKAFYKEMKGLDLSEEKERLFVEVLQTVQEREGERG"
     gene            2194319..2197408
                     /locus_tag="BA_2360"
                     /old_locus_tag="BA2360"
                     /db_xref="Pathema:BA_2360"
     CDS             2194319..2197408
                     /locus_tag="BA_2360"
                     /old_locus_tag="BA2360"
                     /note="identified by match to protein family HMM PF02463"
                     /codon_start=1
                     /transl_table=11
                     /product="putative exonuclease"
                     /protein_id="AAP26228.1"
                     /db_xref="Pathema:BA_2360"
                     /translation="MRPIQLIMTAFGPYKQKEVIDFDDLGEHRIFAISGNTGAGKTTI
                     FDAICYVLYGEASGEERSDTSMLRSQFADDNVYTSVELTFQLKGKRYEIKRQLGHKKQ
                     GNKTITGHAVELYEVIDEEKVPAVDRFHVTDVNKKVEDLIGLSKHQFSQIVMLPQGEF
                     RKLLTSETENKEEILRRIFKTDRYKLMRELLDQKRKQWKDVLQEKQKERELYFRNVFK
                     LPIRDGAILETLVEQEHVNTHQVVEALEQETAVYKAEVEQLQVEQDVQTKQLKDAETR
                     FHAAKSVNEKFIDLQQKNEKYNTLQENRTVIEMKETSFKRAEQAKRLLPFEQWHEEAM
                     QNEQKAESLLKQIIAKKENIMNNFELAQEKYEVVKNKESERENVKKLVQRLEELQPII
                     ASLAEKQLNLQNAEIQIGKLKESMQNLDRQLEEHTNQKQLMTGELQQLEQALEQYVDK
                     VEELTNMREDAKVLKQAYDVWQEKQKFEKEKEAAYSKMQLAVNAYENMERRWLSEQAG
                     ILALHLHDGESCPVCGSTTHPKKATEQSGAIDENELNGLRDKKNIAEKLHVQLEEKWN
                     FYHHQYEQVIEEVKKRGYQSEELVETYSALVQKGKQLATEVNTLKASEETRKQIAVKI
                     KSVEEKVDALQKQKREVETEQHRIEMDCMQLRTSYEHDKKNIPENLQTVQAWKVQFDQ
                     AMHELKLMEDEWKKVQEAYQHWQNENIRIQAEQEGATNQFESAKLKKEETFTRFMKEL
                     EQSGFTDQSTYKEAKLSDAEMELIQKEIQSYYSFLEVLAKQIEELHVELKDKEYMDIT
                     ALGEHIKELEINLDIIKEKRQRAQNAVTYISDLHENIRRIDEQIHEEEKAFQELVDLY
                     EVMKGDNESRISFERYILIEYLEQIVQIANERLRKLSNGQFYLKRSERVEKRNRQSGL
                     GLDVYDAYTGQTRDVKTLSGGEKFNASLCLALGMADVIQAYEGGISIETMFIDEGFGS
                     LDEESLTKAVDTLIDLQKSGRFIGVISHVQELKNAMPAVLEVTKQKDGCSQTRFVVK"
     gene            complement(2197777..2197977)
                     /locus_tag="BA_2361"
                     /old_locus_tag="BA2361"
                     /db_xref="Pathema:BA_2361"
     CDS             complement(2197777..2197977)
                     /locus_tag="BA_2361"
                     /old_locus_tag="BA2361"
                     /note="identified by similarity to GP:15023251"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26229.1"
                     /db_xref="Pathema:BA_2361"
                     /translation="MGVCVDLFKEYENKEKVVYRFFPCEDEEAAGKIQFNKLEKSSVE
                     LEPAKGEGAIIFLKQLVLSKNM"
     gene            complement(2198377..2198541)
                     /locus_tag="BA_2362"
                     /old_locus_tag="BA2362"
                     /db_xref="Pathema:BA_2362"
     CDS             complement(2198377..2198541)
                     /locus_tag="BA_2362"
                     /old_locus_tag="BA2362"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26230.1"
                     /db_xref="Pathema:BA_2362"
                     /translation="MLQEEVEEACKTYVSRIILISGSALFLVSGVILAISAFNAVDCL
                     ENTLPSTDNS"
     gene            2198880..2199179
                     /locus_tag="BA_2363"
                     /old_locus_tag="BA2363"
                     /db_xref="Pathema:BA_2363"
     CDS             2198880..2199179
                     /locus_tag="BA_2363"
                     /old_locus_tag="BA2363"
                     /note="identified by similarity to GP:5802941; match to
                     protein family HMM PF01022"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, ArsR family"
                     /protein_id="AAP26231.1"
                     /db_xref="Pathema:BA_2363"
                     /translation="MTTYTSEMRKSLVSEEDVDILKIMAHPIRLQIVNELSTRKTCNV
                     TQLTELLNIPQSTVSQHLSKMKGKVLRAERRGLEIYYHINNLKASKIVNVLGYIN"
     gene            complement(2199390..2199575)
                     /locus_tag="BA_2364"
                     /old_locus_tag="BA2364"
                     /db_xref="Pathema:BA_2364"
     CDS             complement(2199390..2199575)
                     /locus_tag="BA_2364"
                     /old_locus_tag="BA2364"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26232.1"
                     /db_xref="Pathema:BA_2364"
                     /translation="MKANVGDTILFQRNNLKITGSVLNLYTESVLVEITDVSGGTFEF
                     DRTIVNHKNYKILHTNT"
     gene            2199684..2199794
                     /locus_tag="BA_2365"
                     /old_locus_tag="BA2365"
                     /db_xref="Pathema:BA_2365"
     CDS             2199684..2199794
                     /locus_tag="BA_2365"
                     /old_locus_tag="BA2365"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26233.1"
                     /db_xref="Pathema:BA_2365"
                     /translation="MCAELKEVLTRRIKNAFIMMEFVEPIVTFEETIINV"
     gene            2199993..2200145
                     /locus_tag="BA_2366"
                     /old_locus_tag="BA2366"
                     /db_xref="Pathema:BA_2366"
     CDS             2199993..2200145
                     /locus_tag="BA_2366"
                     /old_locus_tag="BA2366"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26234.1"
                     /db_xref="Pathema:BA_2366"
                     /translation="MFLTLCLVSAYIVENILYNEGVKSKEVTKMNIKKQDLAKRIEIE
                     RGGGKV"
     gene            2200142..2201344
                     /locus_tag="BA_2367"
                     /old_locus_tag="BA2367"
                     /db_xref="Pathema:BA_2367"
     CDS             2200142..2201344
                     /locus_tag="BA_2367"
                     /old_locus_tag="BA2367"
                     /note="identified by similarity to GP:1235993; match to
                     protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative oxalate:formate antiporter"
                     /protein_id="AAP26235.1"
                     /db_xref="Pathema:BA_2367"
                     /translation="MKKSAVNPWLVVLGTVIVQMGLGTIYTWSLFNQPLVSKYGWSLN
                     AVAITFSITSLSLAFSTLFASKLQEKWGLRKLIMIAGLALGLGLILSSQASSLILLYV
                     LAGVVVGYADGTAYITSLSNLIKWFPERKGLIAGISVSAYGSGSLIFKYVNAQLIESV
                     GVSQAFIYWGLIVTAMIVLGACLIHQAADQSAVQETKTHEYTTKEMLGTKQVYLLFIM
                     LFTSCMSGLYLIGMVKDIGVELVGLSAATAANAVAMVAIFNTLGRIILGPLSDKIGRL
                     KIVTGTFVVMASSVLVLSFVDLNYGIYFVCVASVAFCFGGNITIFPAIVGDFFGMKNH
                     SKNYGIVYQGFGFGALAGSFIGALLGGFKPTFMVIGLLCVVSFIIAMLIQAPNQKKEQ
                     EEEYRSVA"
     gene            2201928..2202704
                     /gene="entA"
                     /locus_tag="BA_2368"
                     /old_locus_tag="BA2368"
                     /db_xref="Pathema:BA_2368"
     CDS             2201928..2202704
                     /gene="entA"
                     /locus_tag="BA_2368"
                     /old_locus_tag="BA2368"
                     /EC_number="1.3.1.28"
                     /note="identified by similarity to OMNI:NTL01BS03195;
                     match to protein family HMM PF00106; match to protein
                     family HMM PF01370; match to protein family HMM PF08659"
                     /codon_start=1
                     /transl_table=11
                     /product="2,3-dihydro-2,3-dihydroxybenzoate dehydrogenase"
                     /protein_id="AAP26236.1"
                     /db_xref="Pathema:BA_2368"
                     /translation="MNVGEFDGKTVLVTGAAQGIGSVVAKMFLERGATVIAVDQNGEG
                     LNVLLNQNETRMKIFHLDVSDSNAVEDTVKRIENDIAPIDILVNVAGVLRMGAIHSLS
                     DEDWNKTFSVNSTGVFYMSRAVSKHMMQRKSGAIVTVGSNAANTPRVEMAAYAASKAA
                     TTMFMKCLGLELAAYNIRCNLVSPGSTETEMQRLLWADENGAKNIIAGSQNTYRLGIP
                     LQKIAQPSEITEAVLFLASDKASHITMHNLCVDGGATLGV"
     gene            2202731..2203930
                     /gene="dhbC"
                     /locus_tag="BA_2369"
                     /old_locus_tag="BA2369"
                     /db_xref="Pathema:BA_2369"
     CDS             2202731..2203930
                     /gene="dhbC"
                     /locus_tag="BA_2369"
                     /old_locus_tag="BA2369"
                     /EC_number="5.4.4.2"
                     /note="identified by similarity to EGAD:29893; match to
                     protein family HMM PF00425; match to protein family HMM
                     TIGR00543"
                     /codon_start=1
                     /transl_table=11
                     /product="isochorismate synthase DhbC"
                     /protein_id="AAP26237.1"
                     /db_xref="Pathema:BA_2369"
                     /translation="MNEFTAVKELSEKLLEDYKTESSFFFASPTRTILAEGEFTTVKH
                     HEIESFPELVQAVLRNAKQAGNPNPIVVGALPFDRRKEVQLIVPEYSRISERLQLDPT
                     NHLEINRNLTFEMTPVPDHEVYMKGVKQGIEKIKDGDLKKIVLSRSLDVKSSGKIDKQ
                     KLLRELAEHNKHGYTFAVNLPKDENENSKTLIGASPELLVSRHGMQVISNPLAGSRPR
                     SDDPVEDKRRAEELLSSPKDLHEHAVVVEAVAAALRPYCHTLYVPEKPSVIHSEAMWH
                     LSTEVKGELKNPNTSSLELAIALHPTPAVCGTPMEEAREAIQKIEPFDREFFTGMLGW
                     SDLNGDGEWIVTIRCAEVQENTLRLYAGAGVVAESKPEDELAETSAKFQTMLKALGLN
                     DSSLNEK"
     gene            2203943..2205559
                     /locus_tag="BA_2370"
                     /old_locus_tag="BA2370"
                     /db_xref="Pathema:BA_2370"
     CDS             2203943..2205559
                     /locus_tag="BA_2370"
                     /old_locus_tag="BA2370"
                     /EC_number="2.7.7.58"
                     /note="identified by similarity to EGAD:30648; match to
                     protein family HMM PF00501; match to protein family HMM
                     TIGR02275"
                     /codon_start=1
                     /transl_table=11
                     /product="(2,3-dihydroxybenzoyl)adenylate synthase"
                     /protein_id="AAP26238.1"
                     /db_xref="Pathema:BA_2370"
                     /translation="MLTGYTKWPKEFADRYREEGCWLGETFGGVLRERAEKYGDQIAV
                     VSGNTYITYSELDKKVDRLASGLLNLGIKPEDRVVIQLPNVIEFFEMCFALFRIGALP
                     VFALPSHRSSEISYFCEFGEASAYVISDKALGFDYRKLAREVKEKVPTLQHVIVVGEK
                     EEFVNISDLYIDPVLLPEVQPSDVAFLQLSGGTTGLSKLIPRTHDDYIYSLRVSAEIC
                     NLSAESVYMAVLPVAHNYPMSSPGTFGTFYAGGKVVLATGGSPDEAFALIEKEKVTIT
                     ALVPPLAMIWLDAASSRNNDLSSLEVIQVGGAKFSAEVAKRIRPTFGCTLQQVFGMAE
                     GLVNYTRLDDPEEIIIHTQGRPMSALDEVRVVDEYDNDVKPGEVGSLLTRGPYTIRGY
                     YKAEEHNARSFTNDGFYRTGDLVKVNEQGYIIVEGRDKDQINRGGEKVAAEEVENHLL
                     AHDAVHDVAIVSMPDDYLGERTCAFVIARGQAPAVSELKRFLRERGIAAYKIPDRIEF
                     IESFPQTGVGKVSKKELRKVIAEKLVTVKR"
     gene            2205591..2206478
                     /gene="dhbB"
                     /locus_tag="BA_2371"
                     /old_locus_tag="BA2371"
                     /db_xref="Pathema:BA_2371"
     CDS             2205591..2206478
                     /gene="dhbB"
                     /locus_tag="BA_2371"
                     /old_locus_tag="BA2371"
                     /EC_number="3.3.2.1"
                     /note="identified by similarity to EGAD:29892; match to
                     protein family HMM PF00550; match to protein family HMM
                     PF00857"
                     /codon_start=1
                     /transl_table=11
                     /product="isochorismatase"
                     /protein_id="AAP26239.1"
                     /db_xref="Pathema:BA_2371"
                     /translation="MAIPSISVYKMPIESELPKNKVNWTPDPKRAVLLIHDMQEYFLD
                     AYSDKESPKVELISNIKVIREKCKELGIPVVYTAQPGGQTLEQRGLLQDFWGDGIPAG
                     PDKKKIVDELTPDEDDIFLTKWRYSAFKKTNLLEILNEQGRDQLIICGIYAHIGCLLT
                     ACEAFMDGIQPFFVADAVADFSLEHHKQALEYASNRCAVTTSTNSLLTELQGLKDDDE
                     ITLQKVHELVAQLLREPVESVGTDEDLLNRGLDSVRIMSLVEKWRREGKEITFADLAE
                     NPTVVDWYRLLSPQTEHVL"
     gene            2206510..2213667
                     /gene="dhbF"
                     /locus_tag="BA_2372"
                     /old_locus_tag="BA2372"
                     /db_xref="Pathema:BA_2372"
     CDS             2206510..2213667
                     /gene="dhbF"
                     /locus_tag="BA_2372"
                     /old_locus_tag="BA2372"
                     /note="identified by similarity to GP:5919203; match to
                     protein family HMM PF00501; match to protein family HMM
                     PF00550; match to protein family HMM PF00668; match to
                     protein family HMM PF00975; match to protein family HMM
                     TIGR01733"
                     /codon_start=1
                     /transl_table=11
                     /product="nonribosomal peptide synthetase DhbF"
                     /protein_id="AAP26240.1"
                     /db_xref="Pathema:BA_2372"
                     /translation="MPNSQKVRHSLSSAQSGMWFAQQLDPLNPIYNTGEYVEINGNIN
                     QEIFELAVRKVVMEAEALHVRFEEDEIGPWQVIEELQFHMHFIDVRKEENPEEAAKVW
                     MKNDLSMPVDLKKDTLFTEALIQVENNRFFWYQRIHHIVMDGYGFSLLSQKVAKEYTS
                     LIEETNKNEKPFGSLAKIVQEDMEYGESKQFQEDRAFWLEKYGDEPEVVSLAERAPRT
                     SNGFLRETAYLSSSSTKTLLEDINVSLASWPEFIIAVTSIYMHKLTGANDIVLGLPMM
                     GRLGSASIHTPSMVMNLVPLRLTVTPNITLAELLQQVSKEIQDVRRHHKYRHEELRRD
                     LKLLGENQRLFGPLVNVMPFDYGLNFAGNRGITHNLSAGPVDDLSINVYKRFDENELM
                     IHFDANPEVYNGAELALHKERFMNVLELVINDYEKDASIGSINITLPEENQKVLFEWN
                     ETKEAEELISLPILFEKQVQKNPNKIAVTCNGIKLTYKELNERANELAHYLVEEGIGP
                     NQFVALVFPRSTEMVVSMLAVLKAGAAYLPIDPEYPAERINYIVNDAKPVCIITHSSV
                     SSILVIEDDIKEIELDSEEMTIALNTYSYMNIPLKNDESLLNPAYTIYTSGSTGNPKG
                     VIVPMKALSNFLLAMDDIFSLNENDHLLAVTTFAFDISALEIYLPLISGASLTIAQKE
                     VIQEPSALTALLQEERVTIMQATPTLWQALVTEYPEKLQGLNVLVGGEALPAHLAKTL
                     KELGCTITNLYGPTETTIWSTVMNIDERESGMPPIGKPIWSTAVYVLDAGLQPVPPGV
                     IGELYIAGGGLANGYLGKPELTAERFVANPYGKPGQRMYRTGDLVKWRKDGVLEYMSR
                     ADHQIKIRGFRIELAEIEMVVQRHENIKQAVVMVREDRPNDKRIIAYIVAEEKETIHL
                     AEIRSYVSESLANYMVPAAFVLLEELPLTPNRKVDRKKLPAPDYNGMNNERVARNPKE
                     EILCDLFAEVLGVSRISIDDNFFEMGGHSLLASRLMARIRETLSVELGIGKLFESPTV
                     AELAKQLDQAKNARPAIKKVSRPNEVPLSFAQRRLWFLNCLEGPSPTYNIPLVIRLSG
                     KLNEEALQGAIHDVVEKHETLRTIFPNVLGSSYQKILDMENLNLEIIKTKTCKDELEN
                     VLTQAVRYSFNLDGEPAVRVQLFTMSENEHVILILLHHIVGDGWSLQPLTRDLTAAYK
                     ARCQGNRVQLETLPVQYADYALWQQQLLGDETTQESLISTQLDFWKKELRGLPDQLEL
                     PTDYQRPMETSYQGETIHFHIDASMHSRLVELARKNGVSLFMVLQAGLSALFTRLGAG
                     TDIPIGSPIAGRNDDALSDIVGLFVNTLVLRTNTSGDPSFEELLNRVKRSNLAAYENQ
                     DVPFERLVEVLNPVRTRNSHPLFQVMLAFQNTPEATFDAPDIEANLEIQSVGSAKFDL
                     TFEISESNGVDGNPNGLQGLLEFSTDLYKRETAQKLVERYILLLDDAVKHPDQSIGRL
                     EILTLAEKNTVLEKWNGGFQIASEMTLSQLFEKQAHIKPNAIAVVFEDEKLTYEKLNK
                     KSNKLARLLIAKGIGPDQLVALAMPRSLNMVVSLLAVLKAGAGYLPLDPDYPSDRISF
                     MLHDAKPSCVLTNSDVEIECDEELKILIDDIEVIEESEKYSEDNIDEMERMKPLTPSH
                     IAYVIYTSGSTGRPKGVMIPHQNVVRLLGATDHWFQFDADDVWTMFHSYAFDFSVWEI
                     WGPLLYGGRLVVVPHTVSRSPKEFLQLLVKEKVTVLNQTPSAFYQLMQADRENEEIGQ
                     KLSLRYVVFGGEALELSRLEDWYSRHPHNAPKLINMYGITETTVHVSYIELDETIVSL
                     RANSLIGCSIPDLKVYVLDNYLQPVPPGVVGEMYVAGAGLARGYLGRAGLTAERFIAD
                     PFGKPGTRMYRTGDLARWRHDGTLDYIGRADHQIKIRGFRIELGEIEAVIMKHPKVEQ
                     VAVIVREDQPGDKRLVSYIVASNNEMIDTNEMRQFAGGSLPDYMVPYAFVVVNELPLT
                     PNGKLDRKALPAPEFIASASSRGPRTPQEEMLCDLFTEVLSVPQIGIDDGFFDLGGHS
                     LLAVQLMSRMKEALGVELNIGTLFAAPTVAGLAERLEMGNGQSALDVLLPLRSGGDQL
                     PLFCVHPAGGLSWCYAGLMKSLGTDYPIYGVQARGIAKNEELPKSLEEMAADYLKHIR
                     EVQPHGPYRLLGWSLGGNVVHAMAAQLQNEGEEVELLVMLDSYPGHFLPNTEAPTEEE
                     ALIALLALGGYDPDNMDGKPLTMESAVEILRKDGSALASLEEETILNLKETYVNSVGL
                     LGKYIPKVYNGDILFFRSTVIPDWFDPISPNTWLNYLDGQIVQYDIDCRHKDLCQPGP
                     LTEIGQVLAKYLQNKKGVSTV"
     gene            2213664..2213888
                     /locus_tag="BA_2373"
                     /old_locus_tag="BA2373"
                     /db_xref="Pathema:BA_2373"
     CDS             2213664..2213888
                     /locus_tag="BA_2373"
                     /old_locus_tag="BA2373"
                     /note="identified by match to protein family HMM PF03621"
                     /codon_start=1
                     /transl_table=11
                     /product="mbtH-like protein"
                     /protein_id="AAP26241.1"
                     /db_xref="Pathema:BA_2373"
                     /translation="MTNPFENDNYTYKVLKNEEGQYSLWPAFLDVPIGWNVVHKEASR
                     NDCLQYVENNWEDLNPKSNQVGKKILVGKR"
     gene            2213888..2215330
                     /locus_tag="BA_2374"
                     /old_locus_tag="BA2374"
                     /db_xref="Pathema:BA_2374"
     CDS             2213888..2215330
                     /locus_tag="BA_2374"
                     /old_locus_tag="BA2374"
                     /note="identified by similarity to EGAD:37842; match to
                     protein family HMM PF07690; match to protein family HMM
                     TIGR00711"
                     /codon_start=1
                     /transl_table=11
                     /product="drug resistance transporter, EmrB/QacA family"
                     /protein_id="AAP26242.1"
                     /db_xref="Pathema:BA_2374"
                     /translation="MKAKINPKVVVSIVYITAMFMAAMDATIVNVALQTISKELQVPP
                     SAMGTVNVGYLVSLAVFLPISGWLGDRFGTKRIFLTALFVFTTASALCGIANDITSLN
                     IFRIIQGAGGGLLTPVGMAMLFRTFSPEERPKISRFIVLPIAVAPAVGPIIGGFFVDQ
                     MSWRWAFYINLPFGIMALLFGLLFLKEHIEKSAGRFDSLGFILSAPGFAMIIYALSQG
                     PSRGWISTEIISTGIAGTVFITLFILVELKVKQPMLDLRLLKEPVFRKMSLISLFSSA
                     GLLGMLFVFPLMYQNVIGVSALESGLTTFPEAIGLMISSQIVPWSYKKLGARKVISIG
                     LICTVIIFVLLSFVNHDTNPWQIRALLFGIGIFLGQSVGAVQFSAFNNITPPSMGRAT
                     TIFNVQNRLGSAIGVAVLASILAGFGNNSVQHNAHSDFFPYQAALIGSAIFLLVALLF
                     SLRLSDKEVMSKKKEKMLSVTKKQKALVNE"
     gene            2215364..2216113
                     /locus_tag="BA_2375"
                     /old_locus_tag="BA2375"
                     /db_xref="Pathema:BA_2375"
     CDS             2215364..2216113
                     /locus_tag="BA_2375"
                     /old_locus_tag="BA2375"
                     /note="identified by similarity to SP:P39135; match to
                     protein family HMM PF01648"
                     /codon_start=1
                     /transl_table=11
                     /product="putative 4'-phosphopantetheinyl transferase"
                     /protein_id="AAP26243.1"
                     /db_xref="Pathema:BA_2375"
                     /translation="MIESKVVDSIPTLNENDCQIWWGRISDLQSWHYNLLNDVEREKA
                     NSYHHSADRARFIIGCVISRLVLGKILSMSPVQVPIDRMCPVCKLQHGRPQLPEGMPQ
                     LSVSHSGEWVVVAFTKFAPVGVDVEQMNPNVDVMKMAEGVLTDIEKAQVMKLPNEQKI
                     EGFLTYWTRKEAVLKATGEGLMISPVDITISAPNDSPNLLVFKDRQELVENTVMRDLR
                     PSVDYMASIAISSKEVTEITQLDAVALLTYK"
     gene            2216149..2216691
                     /locus_tag="BA_2376"
                     /old_locus_tag="BA2376"
                     /db_xref="Pathema:BA_2376"
     CDS             2216149..2216691
                     /locus_tag="BA_2376"
                     /old_locus_tag="BA2376"
                     /note="identified by similarity to EGAD:105045"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26244.1"
                     /db_xref="Pathema:BA_2376"
                     /translation="MLVAENRTNEFTYNVQAIKNILFSGDTSSIHALEKLLNDTVQFD
                     VLEQEVLDRQYIPKEAKNFFDKNGTFLYRVSHVSYKGKVLSENLIFADTSFLPNTIKS
                     ELESGNIPVEKLIEKMEVRRNVLYEGYQPSGNIIELFDGCSVSANVYPTRKYQIVSNC
                     KCIFYICEVYHAENIKELLK"
     gene            complement(2216729..2217001)
                     /gene="hup2"
                     /locus_tag="BA_2377"
                     /old_locus_tag="BA2377"
                     /db_xref="Pathema:BA_2377"
     CDS             complement(2216729..2217001)
                     /gene="hup2"
                     /locus_tag="BA_2377"
                     /old_locus_tag="BA2377"
                     /note="identified by similarity to SP:P08821; match to
                     protein family HMM PF00216"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein HU"
                     /protein_id="AAP26245.1"
                     /db_xref="Pathema:BA_2377"
                     /translation="MNKTELIKNVAQSADISQKDASAAVQSVFDTIATALQSGDKVQL
                     IGFGTFEVRERSARTGRNPQTGEEIQIAAGKVPAFKAGKELKEAVK"
     gene            2217206..2217973
                     /locus_tag="BA_2378"
                     /old_locus_tag="BA2378"
                     /db_xref="Pathema:BA_2378"
     CDS             2217206..2217973
                     /locus_tag="BA_2378"
                     /old_locus_tag="BA2378"
                     /note="identified by similarity to OMNI:NTL01OI0439"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26246.1"
                     /db_xref="Pathema:BA_2378"
                     /translation="MIFREKDEKESILIRQHDHGFLAGEIAKHIKEGFFEDETYLKAT
                     IDAIYEHDRGWIELDKVPILNDAKNIPYTFMDCPSSLRFVFYTIGLNEIEDANPYGAL
                     LCSKHFLSFPLNEEDEEMMSFYTGELERQKRILTTLTKEQFAMFDKHYRLLKFCDELS
                     LYVCMNKPGVEKKNEIDLFKEGFEGTEMFNSKEEKPIQAEWIDEGTIRITPFPFQMEF
                     HTHVKYKTIDKREIEEKGIVKADRESEMKRQTIHFIQ"
     gene            2218000..2218512
                     /locus_tag="BA_2379"
                     /old_locus_tag="BA2379"
                     /db_xref="Pathema:BA_2379"
     CDS             2218000..2218512
                     /locus_tag="BA_2379"
                     /old_locus_tag="BA2379"
                     /note="identified by similarity to EGAD:20446; match to
                     protein family HMM PF05163"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA polymerase, DinB family"
                     /protein_id="AAP26247.1"
                     /db_xref="Pathema:BA_2379"
                     /translation="MLKQVDYHAWANIRLFDRIKELPNYEAIFTEQIQSVFPSIKDTF
                     AHIYITDQVWLHILHGKSMNEAIQDRENLRKQIETKSLYELEKLFENMANQYKDFLST
                     IQDVNAVFVIENPYAGALETSILELVQHVVNHGTYHRGNITAMIRQLGHSSTMMDFVL
                     YLHMVKKQGE"
     gene            complement(2218601..2219794)
                     /locus_tag="BA_2380"
                     /old_locus_tag="BA2380"
                     /db_xref="Pathema:BA_2380"
     CDS             complement(2218601..2219794)
                     /locus_tag="BA_2380"
                     /old_locus_tag="BA2380"
                     /EC_number="3.4.21.-"
                     /note="identified by similarity to GP:5726590; match to
                     protein family HMM PF00082"
                     /codon_start=1
                     /transl_table=11
                     /product="alkaline serine protease, subtilase family"
                     /protein_id="AAP26248.1"
                     /db_xref="Pathema:BA_2380"
                     /translation="MKNKIIVFLSVLSFIIGGFFFNTNTSSAETSSTDYVPNQLIVKF
                     KQNASLSNVQSFHKSVGATVLSKDDKLGFEVVQFSKGTVKEKIKSYKNNPDVEYAEPN
                     YYVHSFWTPNDPYYKNQYGLQKIQAPLAWDSQRSDSSVKVAIIDTGVQGSHPDLSSKV
                     IYGHDYVDNDNVSDDGNGHGTHCAGITGALTNNSVGIAGVAPHTSIYAVRVLDNQGSG
                     TLDAVAQGIREAADSGAKVISLSLGAPNGGTALQQAVQYAWNKGSVIVAAAGNAGNTK
                     ANYPAYYSEVIAVASTDQSDRKSSFSTYGSWVDVAAPGSNIYSTYKGSTYQSLSGTSM
                     ATPHVAGVAALLANQGYSNTQIRQIIESTSDKISGTGTYWKNGRVNAYKAVQYAKQLQ
                     ENKAS"
     gene            complement(2220021..2221388)
                     /locus_tag="BA_2381"
                     /old_locus_tag="BA2381"
                     /db_xref="Pathema:BA_2381"
     CDS             complement(2220021..2221388)
                     /locus_tag="BA_2381"
                     /old_locus_tag="BA2381"
                     /note="identified by similarity to OMNI:NTL01BH4039; match
                     to protein family HMM PF01235; match to protein family HMM
                     TIGR00835"
                     /codon_start=1
                     /transl_table=11
                     /product="sodium/alanine symporter family protein"
                     /protein_id="AAP26249.1"
                     /db_xref="Pathema:BA_2381"
                     /translation="METVSKVLEQINHYVWGLPTLLLLVGTGIILTVRLKGLQFSKLL
                     YAHKLAFKKSEDTSSSGDISHFQALMTAMAATIGMGNIAGVATAVTIGGPGAIFWMWI
                     TALFGMATKYAEAILAVKYRVSNENGEYSGGPMYYLERGLGKKWLAVLFAIFGTTASF
                     GIGNMVQSNSVAEAMRINFSFPPALTGIVMSFLIAIVILGGVKKIGKVTGYVVPIKAF
                     FYIIAGLIIIFYHYDQIPEAFSLIFSGAFNGTAAAGGFIGSTVASAIQIGMARGVFAN
                     EAGLGSAPIAAAAAKTDSPAKQALVSMTGTFLDTFIVCTITGLVLITTGAWKSGKTGV
                     EATTLAFQSVFGTAGSMILGIAIILFAYSTILGWSYYGEKCVAYLFGEGAVRYYKAIF
                     IVMIAIGANLKLGIVWTFADIANGLMAIPNLIGLIGLSGIVVAETNRFLQAEKLKENN
                     KKQAS"
     gene            complement(2221833..2222408)
                     /locus_tag="BA_2383"
                     /old_locus_tag="BA2383"
                     /db_xref="Pathema:BA_2383"
     CDS             complement(2221833..2222408)
                     /locus_tag="BA_2383"
                     /old_locus_tag="BA2383"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26250.1"
                     /db_xref="Pathema:BA_2383"
                     /translation="MQKLLFTKWTVVISIFIIFGTIFYVTNGKNNSEKATVETADTTT
                     FKSKLQPKINELTTNYNDIIEKDWLPAWEEINTNGDSVARDKLLVTMNAVSKQYENIM
                     NEIDTLKIKENISDVQIQEQLVYFTTEFKAASKFMKNAADLIIDGATNSTLNSATIEN
                     TKHALGLADQHIVIALSTLTEVEEKLGLSKK"
     gene            2222577..2222903
                     /locus_tag="BA_2384"
                     /old_locus_tag="BA2384"
                     /db_xref="Pathema:BA_2384"
     CDS             2222577..2222903
                     /locus_tag="BA_2384"
                     /old_locus_tag="BA2384"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26251.1"
                     /db_xref="Pathema:BA_2384"
                     /translation="MKINRRKLVLNSSMAMLLISLIALIYLDKESKIADFPVPMSAIH
                     INDDKEEDYKYISVMPIIKVSGWENLGENGHTVSFKKGERKVTVLHYPGEITYYLFEK
                     KMNKGD"
     gene            2223108..2223728
                     /locus_tag="BA_2385"
                     /old_locus_tag="BA2385"
                     /db_xref="Pathema:BA_2385"
     CDS             2223108..2223728
                     /locus_tag="BA_2385"
                     /old_locus_tag="BA2385"
                     /note="identified by similarity to GP:2995315"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26252.1"
                     /db_xref="Pathema:BA_2385"
                     /translation="MLLKTIYCKVEEEKKELFSMAQEKWRDIQHLDGFHGQFGGWHKG
                     EACVFTLWEDRGAYQSFMNGAHDTIYLNSNQEDTFLSCEIELFQTLYDIAEVPLKDVV
                     TEGSFVRVAVCDVKDEKEKQFLHKQETIWNKGMENIKGMLGGVVGKSLKNENRYIVLT
                     YWKDEKAHQHYVEEIFPELYKLANIHEDIEDIRGKQAVCKEEWLVY"
     gene            2223905..2224621
                     /locus_tag="BA_2386"
                     /old_locus_tag="BA2386"
                     /db_xref="Pathema:BA_2386"
     CDS             2223905..2224621
                     /locus_tag="BA_2386"
                     /old_locus_tag="BA2386"
                     /note="identified by similarity to OMNI:VC2223; match to
                     protein family HMM PF00849; match to protein family HMM
                     PF01479; match to protein family HMM TIGR00093"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA pseudouridine synthase family protein"
                     /protein_id="ACZ49999.1"
                     /db_xref="Pathema:BA_2386"
                     /translation="MPNLRINKFISEAGKASRRGADKLINERRVIINGKVAKIGDQVN
                     PGDDVRVNGEQLRIARDHVYIALNKPVGITCTSEKSVKGNIIDLVNHPLRISHIGRLD
                     KDSDGLILLTNDGDIVNEILRAENKHEKEYIVSVDKPITPDFLEKMAAGVKILGTKTL
                     PCEITQLSKYEFKIILTQGLNRQIRRMCEALGYQVYTLKRTRIMNIELNNLPVGQWRD
                     LTKKEKRRLFSDLNYEPQDW"
     gene            2225273..2227192
                     /gene="thrS1"
                     /locus_tag="BA_2388"
                     /old_locus_tag="BA2388"
                     /db_xref="Pathema:BA_2388"
     CDS             2225273..2227192
                     /gene="thrS1"
                     /locus_tag="BA_2388"
                     /old_locus_tag="BA2388"
                     /EC_number="6.1.1.3"
                     /note="identified by similarity to SP:P18256; match to
                     protein family HMM PF00587; match to protein family HMM
                     PF02824; match to protein family HMM PF03129; match to
                     protein family HMM PF07973; match to protein family HMM
                     TIGR00418"
                     /codon_start=1
                     /transl_table=11
                     /product="threonine--tRNA ligase"
                     /protein_id="AAP26253.1"
                     /db_xref="Pathema:BA_2388"
                     /translation="MKEQMIEIKFPDGSVKEFVKGITLEEIAGSISSSLKKKAVAGNV
                     NDELYDLRRNIEENAEVEIITIDSNEGVEIARHSAAHILAQAVKRLYGDINLGVGPVI
                     ENGFYYDMDLPSSVNVEDLRKIEKEMKKIINENIKVERVEVSREEAAKLFQEMNDRLK
                     LELLEAIPSGESVTLYKQGEFVDLCRGPHLPSTGYLKVFQLTHVSGAYWRGDSNNQVL
                     QRIYGVAFSSQKELEEYLHFVEEAAKRNHRKLGNELELFMFSEEAPGMPFYLPKGQII
                     RNELEAFLREIQKEYNYQEVRTPFMMNQEVWERSGHWGHYKDNMYFSEVDNKSFALKP
                     MNCPGHMLMFKNKLHSYRELPIRMCEFGQVHRHEFSGALNGLLRVRTFCQDDAHLFVT
                     PEQIEDEIKSVMAQIDYVYKTFGFEYEVELSTRPEDSMGDDELWEQAEASLENVLQSL
                     NYKYRLNEGDGAFYGPKIDFHIKDALNRSHQCGTIQLDFQMPEKFDLNYIDEKNEKRR
                     PVVIHRAVLGSLDRFLAILIEHFGGAFPAWVAPVQVKVIPVSNAVHVQYADEVADKLA
                     QAGVRVERDMRDEKLGYKIREAQMQKVPYVLVIGDKEMENGAVNVRKYGEEKSGVIEL
                     DMFVESMKEEINNRK"
     gene            2227446..2228213
                     /locus_tag="BA_2389"
                     /old_locus_tag="BA2389"
                     /note="ABC transporter, ATP-binding protein, authentic
                     point mutation; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2389"
     gene            2228225..2230105
                     /locus_tag="BA_2390"
                     /old_locus_tag="BA2390"
                     /db_xref="Pathema:BA_2390"
     CDS             2228225..2230105
                     /locus_tag="BA_2390"
                     /old_locus_tag="BA2390"
                     /note="identified by similarity to GP:16411585; match to
                     protein family HMM PF02687"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter, permease protein"
                     /protein_id="AAP26254.1"
                     /db_xref="Pathema:BA_2390"
                     /translation="MLFKLSRHSMKKMLKDYMVLLIGLVISISIFYMFQTMAMNSEFT
                     KDNSLISSIRLVFWVGAILLSFITVFYIIYANSFLLTLRRKELGMYMMLGAKKKKVAQ
                     LLFIETFGMGIVSIIIGILVGMLLASVAGNFLMNGMEISAKGSYSSVYTPAILVTAIF
                     FVILFFITGLMNSIRLLRKTELELIREDETLDEVKKSKTRIIIMTVLGVLLVSTGYYF
                     IVNIKMFAELGFIIATIVTTLGTYFIFSSLLPFFVMKIKGNKKRNETGLNSFTYAQLR
                     FRVNSLSRVLGTVAMLIALGAGAMTAGMAFQKNVGIMTDFSRVYDVVIHDPNEQDTAA
                     LKEMEIVEESKYKYKVDGEAVYYLRNDLTAKPPLISERFDTKTLKEPARKRVAEPLTE
                     PVYSALEAPELAKFPRMPKDWEDAIVREIQITHNQFNGKPVRIADEAYYKGIQGTEHT
                     VTLAKVDDMKKYKPLLIEIDKRQKEQIEKTTGTKVDIFTKMTIYQLTSSLMSGTMFMG
                     FFLGIAFLAMMASSLMFKILTGASRDVRRYEMLRKIGVRRSMLTKSIYKEISYLFIFP
                     AIIGISHVLVGLNLFSFILVDPFVKVWVPIGIFLVIYFIYYWITVQLYKGMVMPKEEV
                     AK"
     gene            2230229..2230321
                     /locus_tag="BA_2391"
                     /old_locus_tag="BA2391"
                     /db_xref="Pathema:BA_2391"
     CDS             2230229..2230321
                     /locus_tag="BA_2391"
                     /old_locus_tag="BA2391"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26255.1"
                     /db_xref="Pathema:BA_2391"
                     /translation="MLRSLWDIKNVQKIKLKLEIAVDVHSYFLR"
     gene            2230375..2231406
                     /locus_tag="BA_2392"
                     /old_locus_tag="BA2392"
                     /db_xref="Pathema:BA_2392"
     CDS             2230375..2231406
                     /locus_tag="BA_2392"
                     /old_locus_tag="BA2392"
                     /note="identified by match to protein family HMM PF00561"
                     /codon_start=1
                     /transl_table=11
                     /product="alpha/beta hydrolase family protein"
                     /protein_id="AAP26256.1"
                     /db_xref="Pathema:BA_2392"
                     /translation="MKKIAKLIKFIGAITILLLIVALIFPTWTSQIKGQNSISTLEKV
                     EINGSDHEIMIRGKDKNNPVIIFVHGGPGTSEIPYAQKYQDLLEEKFTVVHYDQRGSG
                     KSYHFFEDYSNLTSDLLVEDLLAMTDYISKRLGKEKAILIGHSYGTYIGMQAANKAPE
                     KYEAYVGIGQMSDTLEGEMDSLKFVIDQAENAGNKEEVSYLNGLTEKIKNGDTYTPRN
                     YVGKYGGTSRLIENPDGDNIGMLLSNEYNLLDVIRYNVGLSHSQTVLLEKDLKNPLPT
                     KVKKLKLPFYFLMGKYDYNTSFHAAKTYFDTIEAEQKEFITFEKSAHYPQFEEKEKFY
                     EWMCDTFVK"
     gene            2231627..2232889
                     /locus_tag="BA_2393"
                     /old_locus_tag="BA2393"
                     /db_xref="Pathema:BA_2393"
     CDS             2231627..2232889
                     /locus_tag="BA_2393"
                     /old_locus_tag="BA2393"
                     /note="identified by similarity to GP:4126667; match to
                     protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter, permease protein"
                     /protein_id="AAP26257.2"
                     /db_xref="Pathema:BA_2393"
                     /translation="MKEMLQLFRNKVYARFFLANILERLGSMIAGVSLMFYLLDQYGK
                     QPVYATMTQIMIALPALIFFLLVGTVVDRFDRQRICTVSNICCSLCNIGILISLYYGM
                     IILVFLFLFLENACIQFFSPSEQSMIQGVVESDQYGAAAGINQMVNSLYALFGVGIAT
                     MVYWTFGIYGSILVNTLTFIMSGILIQTISIPEKVRLPNGRTKWKEVNLKMLITEFKE
                     GIRYIYQNETLKKLLLGFIVFGLLNGILSVSTTYILKYKLAPATYESLAMVGGVVGGI
                     SLLIGSIVATSIGKKYAPKPIIVFGMAGSGIFFGMCYFVNYVWSFYVCIAFATFFLPF
                     INVAIMGWMYEIVEESFMGRVQSLLSPLTTGFQLLSLGAIAMLFPKWIRADTLYIILF
                     GLLLFVTCLYQAILPSGQKRVHVVAKEM"
     gene            2232944..2234819
                     /locus_tag="BA_2394"
                     /old_locus_tag="BA2394"
                     /note="ABC transporter, permease protein, degenerate; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2394"
     gene            complement(2234870..2235607)
                     /locus_tag="BA_2395"
                     /old_locus_tag="BA2395"
                     /db_xref="Pathema:BA_2395"
     CDS             complement(2234870..2235607)
                     /locus_tag="BA_2395"
                     /old_locus_tag="BA2395"
                     /note="identified by match to protein family HMM PF02535"
                     /codon_start=1
                     /transl_table=11
                     /product="zinc transporter family protein"
                     /protein_id="AAP26258.1"
                     /db_xref="Pathema:BA_2395"
                     /translation="MERLWIPMIVTFFSFGGLLLGGAVSIATRQLIEEKMHRLYALCG
                     GVLLGLLSLEIIPETFSSYEIIGPILGIAIGVLVMSLLDNYCHHPMIHKKDQQAWQTF
                     LFLSFAIFIHNLPSGFALGTAFINHADSAIPFLMAIVIHHIPEGLALIIPFLFTKHKY
                     ISFLLTTLLLSLILGTGTVFGILMEGKALHLQGLIMGSAIGSLGYVTIHEMLWKAKKQ
                     LSFLTFLMWASSGFFLIIVFTLLAGHH"
     gene            2235743..2236531
                     /locus_tag="BA_2396"
                     /old_locus_tag="BA2396"
                     /db_xref="Pathema:BA_2396"
     CDS             2235743..2236531
                     /locus_tag="BA_2396"
                     /old_locus_tag="BA2396"
                     /note="identified by similarity to OMNI:NTL01BH3961; match
                     to protein family HMM PF08241; match to protein family HMM
                     PF08242"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26259.1"
                     /db_xref="Pathema:BA_2396"
                     /translation="MKWGISLQKKWSLSEYENPKRYDIENKSLSDFPFLLSWAQKLHI
                     QNEWILDIACGTGRVTIPFIENGYQMIGVDIHEGMLAEAKKKTTDCKKVKWLQQDCLQ
                     LSMNEAIPFAFMVGHGFQHFLTNTDQNKLLTSIHHVLAENGIFIFDTRFPSKEELIQP
                     STEEYWTTISDEKGRKCDLYTEMTYDSIQQIQHYITTRKFYDEDALVEELKTTIDLRY
                     TYPQELERLLVANGFELLHIYNDWEGNELGEDCYSMVVVCRKKK"
     gene            2236580..2237209
                     /locus_tag="BA_2397"
                     /old_locus_tag="BA2397"
                     /db_xref="Pathema:BA_2397"
     CDS             2236580..2237209
                     /locus_tag="BA_2397"
                     /old_locus_tag="BA2397"
                     /note="identified by similarity to OMNI:NTL03PA02504"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26260.1"
                     /db_xref="Pathema:BA_2397"
                     /translation="MSWYLDNVYELNKEAPYTFYLPSSEVLAKLRVGDLVKLIFVSKK
                     EEEDGFNGERMWVKITERSEKKFIGELSNEPYRLDLKIGDKISFGIENICDTEYNDPA
                     SKDWDFYFDTKVIVSNDVLEKREFNFMLKGDSREEGDSGWSILSGYESDDYVNDPKNF
                     QIISIGVILNIDDTILKFIEETPLCAYERNDEGRFYKIEDYDWDAYLNG"
     gene            2237202..2237735
                     /locus_tag="BA_2398"
                     /old_locus_tag="BA2398"
                     /db_xref="Pathema:BA_2398"
     CDS             2237202..2237735
                     /locus_tag="BA_2398"
                     /old_locus_tag="BA2398"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP26261.1"
                     /db_xref="Pathema:BA_2398"
                     /translation="MDRRIYFVLKNSTFCFGIILTFLLSGCTSFSKETTDTIYLIPEE
                     YEGDLIVVYNVPGAELLPKEEEFSVVTFAADGTAVTSTKNMKFGTVNDLYYTVNKEGQ
                     RTKIDSSCIHFSSTGSRTENSWEFPFANLEVTRTACSQEFSANGREVPENQEHPAEKK
                     MRDLMQRIQERYMNKVK"
     gene            2237809..2238675
                     /locus_tag="BA_2399"
                     /old_locus_tag="BA2399"
                     /db_xref="Pathema:BA_2399"
     CDS             2237809..2238675
                     /locus_tag="BA_2399"
                     /old_locus_tag="BA2399"
                     /note="identified by match to protein family HMM PF00753"
                     /codon_start=1
                     /transl_table=11
                     /product="metallo-beta-lactamase family protein"
                     /protein_id="AAP26262.1"
                     /db_xref="Pathema:BA_2399"
                     /translation="MQQIKKIGNSFWYMTPVSETDRPILGMVVGKEKTLMIDAGNSEE
                     HAQLFLEMLKEQNVSHPDFVALTHWHWDHIFGLSVLQDALSIAHSETKKEMSTLVSYE
                     WTDEALDARVKKGIEIEFCADCIKKEFNEKARNIKIIPPTLTFENQFELDLGEVTCVL
                     KHVGGDHAHDSVVMYIEEEKILFVGDCLYADIFSSKWNYTTKRTFKLIEELEKFDAET
                     YILSHGQAIDRAEFLQEIHLLKTVGTYTEAHKGDEEKIKAAYKQELDRELNEDELETI
                     TYFVNGYEMVNL"
     gene            complement(2238834..2239772)
                     /locus_tag="BA_2400"
                     /old_locus_tag="BA2400"
                     /db_xref="Pathema:BA_2400"
     CDS             complement(2238834..2239772)
                     /locus_tag="BA_2400"
                     /old_locus_tag="BA2400"
                     /note="identified by match to protein family HMM PF01156"
                     /codon_start=1
                     /transl_table=11
                     /product="inosine-uridine preferring nucleoside hydrolase
                     family protein"
                     /protein_id="AAP26263.1"
                     /db_xref="Pathema:BA_2400"
                     /translation="MKKVYFNHDGGVDDLVSLFLLLQMDNVELTGVSVIPADCYLEPA
                     MSASRKIIDRFGKNTIEVAASNSRGKNPFPKDWRMHAFYVDALPILNESGKVVTHVAA
                     KPAHHHLIETLLQTEEKTTLLFTGPLTDLARALYEAPIIENKIKRLVWMGGTFRTAGN
                     VHEPEHDGTAEWNSFWDPEAVARVWEANIEIDLITLESTNQVPLTIDIREQWAKERKY
                     IGIDFLGQCYAIVPPLVHFAKNSTYYLWDVLTAAFVGKADLAKVQTINSIVHTYGPSQ
                     GRTVETDDGRPVHVVYDVNHDRFFDYITRLAKKVST"
     gene            complement(2239809..2240411)
                     /locus_tag="BA_2401"
                     /old_locus_tag="BA2401"
                     /db_xref="Pathema:BA_2401"
     CDS             complement(2239809..2240411)
                     /locus_tag="BA_2401"
                     /old_locus_tag="BA2401"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26264.1"
                     /db_xref="Pathema:BA_2401"
                     /translation="MNEAAFYAYHIVTRRKMNIGQIIHFNKNQHNTLYHFFFEKEQLN
                     ASGEDGMKIINNHYKNEELHINNENAPVVMNYMDQTIRAIRETIVEMVRLQEYPNYPS
                     RLSCLYAAKSYEDALKWKALFDSYNREFLQIVKLRVIGNYFEGDGNLLPKEDGIPFSQ
                     KMEQAREYWKGNSKSELPELLINGKIEVVEIINDSSKMKI"
     gene            2240624..2241109
                     /locus_tag="BA_2402"
                     /old_locus_tag="BA2402"
                     /db_xref="Pathema:BA_2402"
     CDS             2240624..2241109
                     /locus_tag="BA_2402"
                     /old_locus_tag="BA2402"
                     /note="identified by similarity to EGAD:18995"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26265.1"
                     /db_xref="Pathema:BA_2402"
                     /translation="MPTTRKENLQFGMMMCLGMVIVMTFYNLLMNGSGGPIHIKEIAL
                     ELLIGFIIALLIEISIVGPCAKKIVFMLPFDKSKKINIIIAMATAMVIGMVFFMSFFG
                     MIMMHLHGGLQGDSFVSIYFSIFIKNFIMAYPLQLIIMGPLVRFLFAKFVLKNKAVKV
                     A"
     gene            complement(2241407..2241763)
                     /locus_tag="BA_2403"
                     /old_locus_tag="BA2403"
                     /db_xref="Pathema:BA_2403"
     CDS             complement(2241407..2241763)
                     /locus_tag="BA_2403"
                     /old_locus_tag="BA2403"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26266.1"
                     /db_xref="Pathema:BA_2403"
                     /translation="MKANLGTIKEHLNSEEDILSTLYCVINFGYISRSGILAATNKRL
                     LFCSDAMFGKGLKWEFKYTEIEDFSHTDGVVLEMSVIPFIKKITMNHGDDFIVFDNFS
                     SPQNVQSFFKLVQSKQ"
     gene            2242308..2242715
                     /locus_tag="BA_2404"
                     /old_locus_tag="BA2404"
                     /db_xref="Pathema:BA_2404"
     CDS             2242308..2242715
                     /locus_tag="BA_2404"
                     /old_locus_tag="BA2404"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26267.1"
                     /db_xref="Pathema:BA_2404"
                     /translation="MENSIRYTSEHPTDFNGLLALYESLGWNSLKLTVNELEQMCKQS
                     WYAIYAFDDKKLVGMGRIISDGVITGVICGVCVMPEYQSIGIGKEIVGRLIQRCEQSK
                     VIPQLMCAQKLQSYYESIGFEAFSIGMTKHIMR"
     gene            2242782..2243435
                     /locus_tag="BA_2405"
                     /old_locus_tag="BA2405"
                     /db_xref="Pathema:BA_2405"
     CDS             2242782..2243435
                     /locus_tag="BA_2405"
                     /old_locus_tag="BA2405"
                     /note="identified by similarity to GP:15024323; match to
                     protein family HMM PF00753"
                     /codon_start=1
                     /transl_table=11
                     /product="putative hydrolase"
                     /protein_id="AAP26268.1"
                     /db_xref="Pathema:BA_2405"
                     /translation="MEIAKGVEMLQLEFQEFIIHPILLWNDEMAVLIDTGFPGQFEDI
                     QVEMKRVGVSVDKLKVVILTHQDIDHIGSLPDLLENGVSDIKVYAHELDKRYIEGDLP
                     LLKDVHVENPPKGKVSDTVIDGQELPYCGGILILHTPGHTPGHISLYLKQSKTLIAGD
                     SMYSVNGKLGGIHAPTTLNIMEAQQSLKKYLNLDIESVVCYHGGLSKGNIKIQLQNL"
     gene            complement(2243533..2244162)
                     /locus_tag="BA_2406"
                     /old_locus_tag="BA2406"
                     /db_xref="Pathema:BA_2406"
     CDS             complement(2243533..2244162)
                     /locus_tag="BA_2406"
                     /old_locus_tag="BA2406"
                     /note="identified by similarity to OMNI:NTL01SM02900;
                     match to protein family HMM PF00440"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, TetR family"
                     /protein_id="AAP26269.1"
                     /db_xref="Pathema:BA_2406"
                     /translation="MDLEQKQRPLGRPRQNKNTKSTKETILEVATRLFLTQNYQVVSM
                     DEVAKVCGVTKATVYYYFSTKADLFTATMIQMMIRIRENMSQILSTNNTLEERLLNFA
                     KVYLHATMDIDMKNFMKDAKLSLSEEQLKELKKAEDSMYEVLEKALDKAMQLGEIQKG
                     NPKFAAHAFVSLLSIGNFKDENDNPIIISIDELAQEIVSFYWNGLGHSY"
     gene            2244279..2246510
                     /locus_tag="BA_2407"
                     /old_locus_tag="BA2407"
                     /db_xref="Pathema:BA_2407"
     CDS             2244279..2246510
                     /locus_tag="BA_2407"
                     /old_locus_tag="BA2407"
                     /note="identified by similarity to SP:Q53902; match to
                     protein family HMM PF03176"
                     /codon_start=1
                     /transl_table=11
                     /product="membrane protein, MmpL family"
                     /protein_id="AAP26270.1"
                     /db_xref="Pathema:BA_2407"
                     /translation="MKKHPLHMLGRLVAGKNTQWITLSVWILITLLLSFTLPQVNSTK
                     EPNPKNLPETAMSQQAEALMKKEFPNNAGNPLLVVWYRDGGLQSQDYKLIQDVYKELK
                     ASPLKEQSTLPPFDTIPEQVLSKSASKDGTSFVTPVFFNKSAGTDILKENLDDLRNIV
                     NSKVDEDPFKRKINDAGLHVRLSGPVGIQTDAVSLFSQADVKLLVATVLLVLVLLILL
                     YRSPILAILPLLVVGFAYGIISPTLGFLADHGWIKVDAQAISIMTVLLFGAGTDYCLF
                     LISRYREYLLEEESKYKALQLAIKASGGAIIMSALTVVLGLGTLLLAHYGAFHRFAVP
                     FSVAVFIMGIAALTILPAFLLIFGRTAFFPFIPRTTSMNEELARRKKKVVKVKKSKGA
                     FSKKLGDVVVRRPWTIIMLTVFVLGGLASFVPRIQYTYDLLESFPKDMPSREGFTLIS
                     DHFSAGELAPVKVIVDTKGKELPIKEELEKFSFVNTVKDPKEGKENKQIQMYEVSLAE
                     NPYSIEALDQIPKLKNSVEKVFKDAGISNAEDQLWIGGETASLYDTKQITERDEAVII
                     PVMISIIALLLLVYLRSIVAMIYLIVTVVLSFFSALGAGWLLLHYGMGAPAIQGAIPL
                     YAFVFLVALGEDYNIFMVSEIWKNRKTQNHLDAVKNGVIQTGSVITSAGLILAGTFAV
                     LGTLPIQVLVQFGIVTAIGVLLDTFIVRPLLVPAITVVLGRFAFWPGKLSRKSEEVQK
                     VDA"
     gene            complement(2246558..2246740)
                     /locus_tag="BA_2408"
                     /old_locus_tag="BA2408"
                     /db_xref="Pathema:BA_2408"
     CDS             complement(2246558..2246740)
                     /locus_tag="BA_2408"
                     /old_locus_tag="BA2408"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26271.1"
                     /db_xref="Pathema:BA_2408"
                     /translation="MNNKNVNKKENVTENATPIQNDNTANLNIEEQAMNGLYGMPETA
                     IEDADHAETEDLTSKN"
     gene            2246941..2247591
                     /locus_tag="BA_2409"
                     /old_locus_tag="BA2409"
                     /db_xref="Pathema:BA_2409"
     CDS             2246941..2247591
                     /locus_tag="BA_2409"
                     /old_locus_tag="BA2409"
                     /note="identified by similarity to EGAD:10293; match to
                     protein family HMM PF00302"
                     /codon_start=1
                     /transl_table=11
                     /product="chloramphenicol O-acetyltransferase"
                     /protein_id="AAP26272.1"
                     /db_xref="Pathema:BA_2409"
                     /translation="MKFHVIDRENWNREQYFEHYLELKCTFSMTVNVDITLLIKKVHQ
                     KGIKFYPTFIYIISRIINKHKEFRTCFNDEGVLGYWEEMIPSYTIFHKDDKSFSSIWT
                     DYSSDFRIFYKNYEEDMRCYASVHGLLTKENIPPNIFPISGIPWTSFTGFNLNINNDG
                     DFLLPIITCGKYFNEENKIMLPVSLQVHHSVCDGYHVSRFIEDLQELSNSCNEWLK"
     gene            2247610..2248323
                     /locus_tag="BA_2410"
                     /old_locus_tag="BA2410"
                     /db_xref="Pathema:BA_2410"
     CDS             2247610..2248323
                     /locus_tag="BA_2410"
                     /old_locus_tag="BA2410"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26273.1"
                     /db_xref="Pathema:BA_2410"
                     /translation="MQLKMNKRRDHVFITCSLFYSLILSYSGKYRFICSLIVKRSVVF
                     NCFNFRLNKILHDLIGGRKVKFVSIEKEEILIKNMAKVYCKAFEKTNFNEMIERMKRH
                     VEYADFKGIVAINDENEVVGFTYGYRSLEGQYYNQLMREALNLEQVEEWLQDCFEFVE
                     LAVHPQHQNEGLGTKLHNELLKGILNRTSVLTTQINNEKARSLYERLEWVNILEPFHP
                     GTNDVPYIIMGKTLKTKVN"
     gene            2248379..2249305
                     /locus_tag="BA_2411"
                     /old_locus_tag="BA2411"
                     /db_xref="Pathema:BA_2411"
     CDS             2248379..2249305
                     /locus_tag="BA_2411"
                     /old_locus_tag="BA2411"
                     /note="identified by match to protein family HMM PF00583;
                     match to protein family HMM PF00805"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26274.1"
                     /db_xref="Pathema:BA_2411"
                     /translation="MTIISIEKATIVDAEKLTEIMTRTFDEEAERWLCGQGDVIDYNI
                     QPPGYSSVEMMRYSIEELDSYKVIMDEKIIGGIIVTISGKSYGRIDRIFVEPVYQGKG
                     IGSNVIKLIEAEYPSIRIWDLETSSRQINNHHFYKKMGYQTIFESEDEYCYVKRIGTS
                     SNKESVFKNEDMKNSQYENCNLENTEYYQVNLKNSSFVGSNIRNMNMSNCNVSQSKFR
                     NINFRSSSYADLNLSGSKFSLVILGGVQFKDTSLGENKYPISFNRCDLEGSTISSSNL
                     KNMEIENCDIAGMKVNSIPMEKLLALYNKVKS"
     gene            2249453..2249965
                     /locus_tag="BA_2412"
                     /old_locus_tag="BA2412"
                     /db_xref="Pathema:BA_2412"
     CDS             2249453..2249965
                     /locus_tag="BA_2412"
                     /old_locus_tag="BA2412"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26275.1"
                     /db_xref="Pathema:BA_2412"
                     /translation="MTIKVRAVEIQDARAIHRICIQDDVLPYMVFLPSMRVDAMENRI
                     RNLASNQFEFVAEYDGEVVGFVGLTQSPGRRSHSGDLFIGVDSEYHNKGIGKALFTKM
                     LDLADNWLMLERVELGVLETNPKAKTLYEKFGFVEEGVKVGNLKAHGKFINEIMMSRF
                     RPDGLIVHNG"
     gene            complement(2250003..2250887)
                     /locus_tag="BA_2413"
                     /old_locus_tag="BA2413"
                     /db_xref="Pathema:BA_2413"
     CDS             complement(2250003..2250887)
                     /locus_tag="BA_2413"
                     /old_locus_tag="BA2413"
                     /note="identified by match to protein family HMM PF00892;
                     match to protein family HMM PF08449"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP26276.1"
                     /db_xref="Pathema:BA_2413"
                     /translation="MKSPILSYCILFFGVFALSTSAIFVKLADAPAAIIAFYRLFFAV
                     LILLPLLLFNQNNRSELKTITRRQWGFGFISGLFLAAHYVLWFESLQYTSVASSTVIV
                     TLQPLFSMIGGYFLFKERFTRGAVIGCLIAISGSIVIGWQDFKISGEALYGDILAFIA
                     AGIITAYFFISQYVRKDLSLIPYSIISYGSSACFLGVFAYMQNESFIHYSTQTWLYFF
                     GLAFIATILGQTIFNWLLKWMSATVISMSILGETIGTCILAYFILNETISLQQGLGIT
                     VIFIGLALFLMQPKLPNN"
     gene            2251058..2251618
                     /locus_tag="BA_2414"
                     /old_locus_tag="BA2414"
                     /db_xref="Pathema:BA_2414"
     CDS             2251058..2251618
                     /locus_tag="BA_2414"
                     /old_locus_tag="BA2414"
                     /note="identified by similarity to OMNI:NTL03PA04500;
                     match to protein family HMM PF01381; match to protein
                     family HMM PF07883"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein"
                     /protein_id="AAP26277.1"
                     /db_xref="Pathema:BA_2414"
                     /translation="MIHDRLGQTVLSYRKKNKMTIREFADYAGISTSLISQIERGHAN
                     PSLSVLELIAKALNVPLFTLFINEIDTDSLISKKKDRKKVYRENSDHIVYDVLTPDFM
                     KARIEMLMMDLNKQANTTENHYSHEDKEEIAVVMKGEVYVELEGKEYFLEEGDVVRIP
                     PNVKHRFLNKSDESNHILFVLTPSLG"
     gene            2251652..2252602
                     /locus_tag="BA_2415"
                     /old_locus_tag="BA2415"
                     /db_xref="Pathema:BA_2415"
     CDS             2251652..2252602
                     /locus_tag="BA_2415"
                     /old_locus_tag="BA2415"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26278.1"
                     /db_xref="Pathema:BA_2415"
                     /translation="MENKTLLKGGLSIISQCKKETNDIWHAHFGAAAIASYFFMKDNN
                     MEEEITQSMFSQTKMMLSKQNLGEIIGKKEEINFHSAEKMIIKSLEHTIDELHWVGHN
                     VIYAALSLLAMKELQKWGDNQDIKGITNLILSFRKTIPGRSWIGFTTKEVKQLNIKDE
                     IENELRNPKQLSKFILKELSQFHIIYRAEAHHDLIGHLLTFSHAINIMYDLGHIDIFH
                     RAIRPLLKLVYVLRASQNLTSNSEITLHSPIDCLPLIESKRAHVLPTEKRFWLKDYST
                     FDWDFGHVFKFSYSYFDHIKRAPKYKDITLEKFRFVMNMR"
     gene            2252760..2252909
                     /locus_tag="BA_2416"
                     /old_locus_tag="BA2416"
                     /db_xref="Pathema:BA_2416"
     CDS             2252760..2252909
                     /locus_tag="BA_2416"
                     /old_locus_tag="BA2416"
                     /note="identified by match to protein family HMM PF09388"
                     /codon_start=1
                     /transl_table=11
                     /product="Spo0E like sporulation regulatory protein"
                     /protein_id="AAP26279.1"
                     /db_xref="Pathema:BA_2416"
                     /translation="MELVKLEKVIEIKKEELLYLVSDYGIQHEKVLALSQEIDKLINY
                     FMFLK"
     gene            2253024..2253752
                     /locus_tag="BA_2417"
                     /old_locus_tag="BA2417"
                     /db_xref="Pathema:BA_2417"
     CDS             2253024..2253752
                     /locus_tag="BA_2417"
                     /old_locus_tag="BA2417"
                     /note="identified by match to protein family HMM PF00561"
                     /codon_start=1
                     /transl_table=11
                     /product="alpha/beta hydrolase family protein"
                     /protein_id="AAP26280.1"
                     /db_xref="Pathema:BA_2417"
                     /translation="MILHTYISGEGEPIVLLHSGGMTGLVEYEEQAAFFREQNYQVIR
                     PDLRGHGRSGGTLENYFLRSVKDLYDTLVHLQIDRCHIAGVSLGGLIALLFTKKYPEK
                     VRTLTFSGIFPVKRDNWEESLEYEAKCHEQLMENEEVVTYMNQIHEKSDWKALLESWQ
                     VKDWYPFDETGDVANLQIPTLCIAGGDSEDEVVAATTFKQLNANIHIAVIPFAGHLVH
                     NDQPEIYSDILSNFLQNAQVASRI"
     gene            2253813..2255213
                     /gene="hemY2"
                     /locus_tag="BA_2418"
                     /old_locus_tag="BA2418"
                     /db_xref="Pathema:BA_2418"
     CDS             2253813..2255213
                     /gene="hemY2"
                     /locus_tag="BA_2418"
                     /old_locus_tag="BA2418"
                     /EC_number="1.3.3.4"
                     /note="identified by similarity to SP:P32397; match to
                     protein family HMM PF01593; match to protein family HMM
                     TIGR00562"
                     /codon_start=1
                     /transl_table=11
                     /product="protoporphyrinogen oxidase"
                     /protein_id="AAP26281.1"
                     /db_xref="Pathema:BA_2418"
                     /translation="MKTVVVIGGGITGLSTMFYLEKFKKDNNIDLNLILVEKEEYLGG
                     KIHSVEEKDFIMESGADSIVARNEHVMPLVKDLNLEGEMVYNETGISYIYSDNTLHPI
                     PSDTIFGIPMSVESLFSSTLVSTKGKIVALKDFITKNKEFTKDTSLSLFLESFLGKEL
                     VERQIAPVLSGVYSGKLNELTMASTLPYLLDYKNKYGSIIKGFEENKKQFQSAGNKKF
                     VSFKGGLSTIIDRLEEMLTETVVKKGAVTTAVSKQGDRYEISFANHDSIHADYVVLAA
                     PHDIAETLLQSNELNEQFHTFKNSSLVSIYLGFDILDEQLPADGTGFIVTENSDLHCD
                     ACTWTSRKWKHTSGKQKLLVRMFYKSTNPVYETIKNYSEEELVRVALYDIEKSLGIKG
                     EPEVVEVTNWKDLMPKYHLEHNQALQTLQEKMMNLYPNIYLAGASYYGVGIGACIGNG
                     KNIANEIIATLNEPSN"
     gene            complement(2255266..2255814)
                     /locus_tag="BA_2419"
                     /old_locus_tag="BA2419"
                     /db_xref="Pathema:BA_2419"
     CDS             complement(2255266..2255814)
                     /locus_tag="BA_2419"
                     /old_locus_tag="BA2419"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26282.1"
                     /db_xref="Pathema:BA_2419"
                     /translation="MYIFIGLSLLLILLIFLFAKKFAPNSFMMTSFKGNSFKTFSISI
                     LIIATLSLSYGMYHAATYQPKHLDITLQNQNFTVFGNIGELGYFSEELLKKDKEVKLH
                     FASWKPMQLNNPEIIVNYPSGKQETWKPNITLLPTNKLKEKHGIKELYQLSSYSFKES
                     GNITLIITENNTTNKKVSIQVK"
     gene            2256113..2256664
                     /locus_tag="BA_2420"
                     /old_locus_tag="BA2420"
                     /db_xref="Pathema:BA_2420"
     CDS             2256113..2256664
                     /locus_tag="BA_2420"
                     /old_locus_tag="BA2420"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26283.1"
                     /db_xref="Pathema:BA_2420"
                     /translation="MAFPILETERLRLVEIEQSYCQKIYEIFSLDEVTCYYGMNSFTE
                     FGQASRMIESFSKNYFEKKAIRWGIVLKETNTLIGTIGLNNLQLWSKRSEIGYDLHPR
                     YWGNGYASEAAREIIHYGFQDLGLFRIGAITYPENVTSCKMLCKIGFHKEGLLRGYIH
                     QGNKQHDALLYSIVRTDIEDINL"
     gene            complement(2256704..2256889)
                     /locus_tag="BA_2421"
                     /old_locus_tag="BA2421"
                     /db_xref="Pathema:BA_2421"
     CDS             complement(2256704..2256889)
                     /locus_tag="BA_2421"
                     /old_locus_tag="BA2421"
                     /note="identified by similarity to EGAD:107569"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26284.1"
                     /db_xref="Pathema:BA_2421"
                     /translation="MYRNRKNDVAEVPPEQTPVWECEAEDCLGWMRKNFSFEEEPKCP
                     LCKSSMKSGERLLPKLG"
     gene            complement(2256976..2257179)
                     /gene="cspA2"
                     /locus_tag="BA_2422"
                     /old_locus_tag="BA2422"
                     /db_xref="Pathema:BA_2422"
     CDS             complement(2256976..2257179)
                     /gene="cspA2"
                     /locus_tag="BA_2422"
                     /old_locus_tag="BA2422"
                     /note="identified by similarity to EGAD:101814; match to
                     protein family HMM PF00313"
                     /codon_start=1
                     /transl_table=11
                     /product="cold shock protein CspA"
                     /protein_id="AAP26285.1"
                     /db_xref="Pathema:BA_2422"
                     /translation="MTLTGKVKWFNSEKGFGFIEVEGGNDVFVHFSAITGDGFKSLDE
                     GQEVSFEVEDGNRGPQAKNVVKL"
     gene            2257750..2258448
                     /locus_tag="BA_2423"
                     /old_locus_tag="BA2423"
                     /db_xref="Pathema:BA_2423"
     CDS             2257750..2258448
                     /locus_tag="BA_2423"
                     /old_locus_tag="BA2423"
                     /note="identified by match to protein family HMM PF02517"
                     /codon_start=1
                     /transl_table=11
                     /product="CAAX amino terminal protease family protein"
                     /protein_id="AAP26286.1"
                     /db_xref="Pathema:BA_2423"
                     /translation="MELYFLFFLWIIFVEKRSISSIGFWTNQWIRKYLRGALIGFIFI
                     SIPVMLLLLTGNVQLQMQQITPTAILGIVGSLVAFLIQGATEEIVVRGWLFPVLSVRS
                     RIWVGIVVTSFLFGFLHLLNPGITIISISNIILVGVFAAFYVLKDSSLWGICAWHSIW
                     NWAQYNVFGFAVSGMEMYSTPIFRPVANGSELFHGGSFGIEGSIITTIMLSIASIVLW
                     RQLWGRKVKQRNLS"
     gene            2258466..2259107
                     /locus_tag="BA_2424"
                     /old_locus_tag="BA2424"
                     /db_xref="Pathema:BA_2424"
     CDS             2258466..2259107
                     /locus_tag="BA_2424"
                     /old_locus_tag="BA2424"
                     /note="identified by similarity to OMNI:NTL01SM02293"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26287.1"
                     /db_xref="Pathema:BA_2424"
                     /translation="MGIIAFEGASAVGKSTTCRELEKNYGAYIIPEVNFLFERPKNEH
                     RTWYFEKQVERWKIAVQKSEQYEIVILDGDIYQPFSYNWCFHFEIFDQPLSLIENFYK
                     EKLIHREIGFPDQYFYLYTNDEELRERKESDETRRRRNFEKHLHISKPLQRYYENLNT
                     VTDGYCKLIEAKSVKSNELEIVKSLNSLHVCKDRRFDVSRLDTITKWLKENRA"
     gene            complement(2259141..2259923)
                     /locus_tag="BA_2425"
                     /old_locus_tag="BA2425"
                     /db_xref="Pathema:BA_2425"
     CDS             complement(2259141..2259923)
                     /locus_tag="BA_2425"
                     /old_locus_tag="BA2425"
                     /note="identified by similarity to SP:P58009"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26288.1"
                     /db_xref="Pathema:BA_2425"
                     /translation="MSLLHNGLTFLNFDDTYLLQNKLHSYSHEDIDFTHLEHSNLYCE
                     NSSLMHIKRALNRRKKKGVTFIGSGNYHYVSYLLLEEIDKPFTLILFDHHTDMNLKEA
                     NEQTLISCGSWVSFSLRNNGNLKKVIIIGPSSLTIHSNDCSYVEVFPIDISHEVSIHT
                     ILSHIHTETIYVSIDKDVLDPKVTITNWDQGHMKLSILLQFIHSLITNKSIYGIDICG
                     ELPVYPSQLFLPKYKNAIQKNEQANLQILKTIYKTNLHIQYA"
     gene            2260241..2261014
                     /locus_tag="BA_2426"
                     /old_locus_tag="BA2426"
                     /db_xref="Pathema:BA_2426"
     CDS             2260241..2261014
                     /locus_tag="BA_2426"
                     /old_locus_tag="BA2426"
                     /note="identified by match to protein family HMM PF00702;
                     match to protein family HMM PF05116; match to protein
                     family HMM PF08282; match to protein family HMM TIGR00099;
                     match to protein family HMM TIGR01484"
                     /codon_start=1
                     /transl_table=11
                     /product="hydrolase, haloacid dehalogenase-like family"
                     /protein_id="AAP26289.1"
                     /db_xref="Pathema:BA_2426"
                     /translation="MKKIIISDLDGTLLRSDKTISEKSINILRECKNNGDELIFATAR
                     PPRAIKQYIPNVLKSEIIICYNGALVLKGNNILYEMKISKNDILEIIEIANKYNLHEI
                     CLEIGDKLYSNFDVTDYFGNIPCEIIDVRDLDFEKASKAIICTNGPIKQKFIKELPDE
                     CRGVITDDGTLCQIMHAEVSKWNSIQYVLQHLNRDVSEVIAFGDDYNDMEMIEKCGIG
                     VAMSNAVEELKAVAKFIAKSNDEDGVATFLESKSYVYVD"
     gene            2261112..2261717
                     /locus_tag="BA_2427"
                     /old_locus_tag="BA2427"
                     /db_xref="Pathema:BA_2427"
     CDS             2261112..2261717
                     /locus_tag="BA_2427"
                     /old_locus_tag="BA2427"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26290.1"
                     /db_xref="Pathema:BA_2427"
                     /translation="MKTFFKIIGIIAGMAVIGVGVTYGMLYYLNNSKPAAKKASPAAP
                     AAEVLADSNVKAEDAKLLENGNHSLPNSGFNKNFKWTDENIQTALHEMAHQKTKADQK
                     WGYIFITQERIESLLDIVKSNELVQGKTYADILERWKQGKYEKMDADHNKIWKLQSGN
                     LGEGKGVMSELEQKELINQVFMQKGTYSGSQLIAGGGQTNK"
     gene            2262157..2262324
                     /locus_tag="BA_2428"
                     /old_locus_tag="BA2428"
                     /db_xref="Pathema:BA_2428"
     CDS             2262157..2262324
                     /locus_tag="BA_2428"
                     /old_locus_tag="BA2428"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26291.1"
                     /db_xref="Pathema:BA_2428"
                     /translation="MCTYWENAVKEFFNLRGKNWNEIKEQLAKANCSVNKKNTMVICI
                     QPWCIYSINMF"
     gene            complement(2262623..2262871)
                     /locus_tag="BA_2429"
                     /old_locus_tag="BA2429"
                     /db_xref="Pathema:BA_2429"
     CDS             complement(2262623..2262871)
                     /locus_tag="BA_2429"
                     /old_locus_tag="BA2429"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26292.1"
                     /db_xref="Pathema:BA_2429"
                     /translation="MADYFYKDGKKYYKNQSHSDRQKNNCFVETHTIGGSGENLNGNI
                     PTSIDLLNTTPQTVFEDFTNNHNKTLIQLFVVGMSAPV"
     gene            complement(2263279..2263563)
                     /locus_tag="BA_2431"
                     /old_locus_tag="BA2431"
                     /db_xref="Pathema:BA_2431"
     CDS             complement(2263279..2263563)
                     /locus_tag="BA_2431"
                     /old_locus_tag="BA2431"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26293.1"
                     /db_xref="Pathema:BA_2431"
                     /translation="MPIVKPFIAGRRFVSTAATGTAAGADLTFANTDFTDDTGAVTTF
                     PASYAFLTLYINGVIQTGDTITGVTTTAATIVGGAVLDGGTPIAIEFTIT"
     gene            2263606..2263923
                     /locus_tag="BA_2432"
                     /old_locus_tag="BA2432"
                     /db_xref="Pathema:BA_2432"
     CDS             2263606..2263923
                     /locus_tag="BA_2432"
                     /old_locus_tag="BA2432"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26294.1"
                     /db_xref="Pathema:BA_2432"
                     /translation="MKVLSCSLFYVVLLLKDTACILVKKYNSYVFDFLMWSSLVLDNV
                     IKITCVCVGIAIIYATLKPRKTETKTTNYSATVNDPNLSKEETEQLAKNVVDNMKKGL
                     NKY"
     gene            complement(2264032..2264169)
                     /locus_tag="BA_2433"
                     /old_locus_tag="BA2433"
                     /db_xref="Pathema:BA_2433"
     CDS             complement(2264032..2264169)
                     /locus_tag="BA_2433"
                     /old_locus_tag="BA2433"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26295.1"
                     /db_xref="Pathema:BA_2433"
                     /translation="MDSCVVFVNGQPFLVLSIAGIEIARLEISLQVALALRVLGIPIC
                     D"
     gene            complement(2264764..2265075)
                     /locus_tag="BA_2434"
                     /old_locus_tag="BA2434"
                     /db_xref="Pathema:BA_2434"
     CDS             complement(2264764..2265075)
                     /locus_tag="BA_2434"
                     /old_locus_tag="BA2434"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26296.1"
                     /db_xref="Pathema:BA_2434"
                     /translation="MIAGVLRKIIVAMIGGNLKISIIVMTIGGNLKISTIVMTIGGNL
                     KISIIVMTIGGNLKINTIVIMIGSLSEISVVVNVSLFVVIVKRNIVKFFNASLKAKNM
                     S"
     gene            complement(2265498..2266370)
                     /locus_tag="BA_2435"
                     /old_locus_tag="BA2435"
                     /db_xref="Pathema:BA_2435"
     CDS             complement(2265498..2266370)
                     /locus_tag="BA_2435"
                     /old_locus_tag="BA2435"
                     /note="identified by similarity to SP:P94501; match to
                     protein family HMM PF00126; match to protein family HMM
                     PF03466"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, LysR family"
                     /protein_id="AAP26297.1"
                     /db_xref="Pathema:BA_2435"
                     /translation="MEMRHVKTFCAIVKYGSFSKAAHALGYAQSTVTAHMKALENDLH
                     IPLFDRLGKKVLLTKAGHQFHPYALELLAIYEKAQEIPQNTDQLEGTLSITSNESLAV
                     YRLPQLLRTYKQKNPKVNIVLETNTNEQALQKLHEGETDVVFIIGESIEHNDFITCTF
                     SNETFGWILPPHYSTQSNPFCLLKETQFIFTEQSCGYRPMVDRFLRQSGNIPAKTFET
                     SNVEVIKQSVMCELGISILPYIVVQENCQKEQIRFHPIETPSVIQSHVIYHKSRWISP
                     VVQSFLSQLKVMKV"
     gene            2266500..2267543
                     /gene="asd1"
                     /locus_tag="BA_2436"
                     /old_locus_tag="BA2436"
                     /db_xref="Pathema:BA_2436"
     CDS             2266500..2267543
                     /gene="asd1"
                     /locus_tag="BA_2436"
                     /old_locus_tag="BA2436"
                     /EC_number="1.2.1.11"
                     /note="identified by similarity to SP:Q04797; match to
                     protein family HMM PF01118; match to protein family HMM
                     PF02774; match to protein family HMM TIGR01296"
                     /codon_start=1
                     /transl_table=11
                     /product="aspartate-semialdehyde dehydrogenase"
                     /protein_id="AAP26298.1"
                     /db_xref="Pathema:BA_2436"
                     /translation="MSEKGYHLAVVGATGAVGQKIIELLEKETKFNIAEVTLLSSKRS
                     AGKTVQFKGREIIIQEAKINSFEGIDIAFFSAGGEVSRQFVNQAVSSGAIVIDNTSEY
                     RMAHDVPLVVPEVNTHTLKEHKGIIAVPNCSALQMVTALQPIRKVFGLERIIVSTYQA
                     VSGSGIHAIQELKEQAKSILAGEEVESTILPAKKDKKHYPIAFNVLPQVDIFTDNDFT
                     FEEVKMIQETKKILEDPNLKMAATCVRVPVISGHSESVYIELEKEATVAEIKEVLFDA
                     PGVILQDNPSEQLYPMPLYAEGKIDTFVGRIRKDPDTPNGFHLWIVSDNLLKGAAWNS
                     VQIAETMAEEGII"
     gene            2267709..2268833
                     /locus_tag="BA_2437"
                     /old_locus_tag="BA2437"
                     /db_xref="Pathema:BA_2437"
     CDS             2267709..2268833
                     /locus_tag="BA_2437"
                     /old_locus_tag="BA2437"
                     /note="identified by similarity to OMNI:SA1988; match to
                     protein family HMM PF03417"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26299.1"
                     /db_xref="Pathema:BA_2437"
                     /translation="MYQVKGYFSSLKGSHYEIGKQQGEFVKQHPYLIPQFIQKENLIS
                     HQHWTESRNILHNYCPGINEEIEGFCEVLKIPSENMMYYYQTLLKAGCSHCAVLPKKT
                     DLKHTYVLRNYDLSPVIDEMRFCSTYVEGAYAHSGFSTQYFGRTEGVNEHGLSVTFSA
                     CGQPVGNIAGLRKPAVSGLQCFAVIRVLLEKCKNVQEAKSLIEEIPIASNMNLIVADP
                     LDAVCIEIFDGYKSIITTVEESQDFIVSTNHAISLPIQKLNSRRLEQSTNRYHTLYEH
                     LNRNEQVSIESLKRLVQIEYPAGLTVHNYEEWFGTLHSVLFDLHECTMNICFGSPLFN
                     DWYSLEVGGSLPFSEVNVNFENKIYTDFWREENNKLIPKG"
     gene            2268905..2269150
                     /locus_tag="BA_2438"
                     /old_locus_tag="BA2438"
                     /db_xref="Pathema:BA_2438"
     CDS             2268905..2269150
                     /locus_tag="BA_2438"
                     /old_locus_tag="BA2438"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26300.1"
                     /db_xref="Pathema:BA_2438"
                     /translation="MIVFIIFLAVSMYIAYQKRKKAEIKGLKSALTSICFFSLAIFNL
                     FAYWFQFGGMLTVLFSIVLLLVGAYFTKYIPISKKVH"
     gene            complement(2269243..2270145)
                     /locus_tag="BA_2439"
                     /old_locus_tag="BA2439"
                     /db_xref="Pathema:BA_2439"
     CDS             complement(2269243..2270145)
                     /locus_tag="BA_2439"
                     /old_locus_tag="BA2439"
                     /note="identified by similarity to SP:P27111; match to
                     protein family HMM PF00126; match to protein family HMM
                     PF03466"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, LysR family"
                     /protein_id="AAP26301.1"
                     /db_xref="Pathema:BA_2439"
                     /translation="MIQIELRQLEYFLAVSKELHFTKAAEKLNISQPSLSQQIRSLEH
                     EVGMPLFDRIGKKISLTEAGRILLLHSKTIFHEIEQARSAIQDLNGLQQGSLTIGSLL
                     TVVNYLLPPAILNFNNLYPNIELSVLGLRTGDIREKLLQNELDIGITFLPVQDKEIIS
                     APLYESELIIVVPTGHQLAKHNHVSIAELQNYPLILLPKNFFLTELITSHCQKFNFKP
                     KPILEISTMESLIQMVSKGMGITVLPKPYIDFLQNKNIQAIKIENPTPTIEIGLIYRK
                     DKYMCAATREFIKQLKLTVHSLQN"
     gene            2270298..2270984
                     /locus_tag="BA_2440"
                     /old_locus_tag="BA2440"
                     /db_xref="Pathema:BA_2440"
     CDS             2270298..2270984
                     /locus_tag="BA_2440"
                     /old_locus_tag="BA2440"
                     /note="identified by similarity to EGAD:107954; match to
                     protein family HMM PF03473; match to protein family HMM
                     PF03475"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26302.1"
                     /db_xref="Pathema:BA_2440"
                     /translation="MANEYQLLSLNIGLPKEVTYGGKVIHTGINKKQVKEPVFLSFVK
                     FNGDGQADLVHHGGVDKAVCVYSGEHYGYWEKELNQVLVYGAFGENITISGMCEEDVC
                     IGDTFQIGEAIVQVTQPRQPCFKLAKKYNIPKLPLYFQETGYTGFYFRVLKEGWVSPA
                     DTLKLLKSDLKGVTVAFANRIMHKEKQNLEGVKRILEVHALSTSWRNTFEKRMRGEEM
                     NTKERLEGKK"
     gene            2271245..2272129
                     /locus_tag="BA_2441"
                     /old_locus_tag="BA2441"
                     /db_xref="Pathema:BA_2441"
     CDS             2271245..2272129
                     /locus_tag="BA_2441"
                     /old_locus_tag="BA2441"
                     /note="identified by similarity to EGAD:35604; match to
                     protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26303.1"
                     /db_xref="Pathema:BA_2441"
                     /translation="MGNVESFEKLLLEEPKREQLFPLFEEVFGIPSQTLHDFSERGYW
                     DDTYKALSFLQEDKAIANVAVFSLPLLVNGERINAAGIQSVMTHPNFRRQGLMKQLMS
                     KMIEEIDKKCECTLLFTEKPELYTSYGFKVVQEYLMTIPYDKKDNNDSLLRELDYYME
                     EDRKLIHETIDSSQRLSNNFSTLNFHPSLYLNMYNSEWNEKLYYSEKLDALIVYEVDN
                     EKLKLYGVFAPVIPVLDEICGEIAERFTEIEFYFSPDQLGVEGVQFTELQSSKYLMVR
                     SSRELDLKGYKFPVLVEF"
     gene            2272163..2272759
                     /locus_tag="BA_2442"
                     /old_locus_tag="BA2442"
                     /db_xref="Pathema:BA_2442"
     CDS             2272163..2272759
                     /locus_tag="BA_2442"
                     /old_locus_tag="BA2442"
                     /note="identified by similarity to OMNI:NTL02ML4042; match
                     to protein family HMM PF07081"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26304.1"
                     /db_xref="Pathema:BA_2442"
                     /translation="MKISHIPEHIEQLTIMNVPEYYKLNNNHALIVRSKAETDFWLKT
                     HYGFQVMNGHVFYTETMTDFQAEVQLRMNPNSKFDQAGLFVMISEKCWLKTSLEYIPD
                     GPSHLGAVVTNNGYSDWSTQDFPTELANEQLRFRIVRKRGDYTIYVKKIHQWEQIRIA
                     HLMEDIGNKPIKIGFYTCSPSKNNGFETEFLEFTTENI"
     gene            2272981..2274735
                     /locus_tag="BA_2443"
                     /old_locus_tag="BA2443"
                     /db_xref="Pathema:BA_2443"
     CDS             2272981..2274735
                     /locus_tag="BA_2443"
                     /old_locus_tag="BA2443"
                     /note="identified by match to protein family HMM PF00005;
                     match to protein family HMM PF00664"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, permease/ATP-binding protein"
                     /protein_id="AAP26305.1"
                     /db_xref="Pathema:BA_2443"
                     /translation="MKSFRKLLQYLKPYMFFAIIGPLFMVLEVAMDLIQPTIMQHIID
                     VGIANRDLNYVIKMGLLMIGAAALGLVGGLGCMMYSTKAAVNFATDIRKDVFAKIETF
                     SSENRDSFGTGKLLTIVTNDITSIQSAMTMTLRVLVRGPLLFIGSIIIVFVTARELFP
                     ILLVVVPILLLAIIYIASRASGTFKKVQEALDKVNTKLQENLSGVRVIKAYVRQKYEI
                     NQFGKVNTNLTKINIRAVQLISLMMPIIMLVVNGGIVATLWVGGEKVFNGTLQVGAIL
                     AFINYLNIILMSLMSISMVFMQIARAFPSADRVQQVLNTDVDITTPKNALAPKRIEGQ
                     IDFKNVSYSYTKNNEYVLKDISFRIGKGEKVGVIGSTGSGKSTLAKLLPRLYDVDQGE
                     ICIDGINVKAYDLQKLRGSIGFVPQKALLFSGSIEENLRYGKEDATKEELEVAASSAC
                     ATEFINKLEDSYQYHLTQGATNLSGGQKQRVSIARALVRKPSILVLDDSTSAVDAKSE
                     SNIQSALRREYKGTTTLLIASKISSIIDADKILVLDNGELVGDGTHEELLEQCEVYQE
                     IYLSQGGNLHKEGGKEHA"
     gene            2274728..2276524
                     /locus_tag="BA_2444"
                     /old_locus_tag="BA2444"
                     /db_xref="Pathema:BA_2444"
     CDS             2274728..2276524
                     /locus_tag="BA_2444"
                     /old_locus_tag="BA2444"
                     /note="identified by match to protein family HMM PF00005;
                     match to protein family HMM PF00664"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, permease/ATP-binding protein"
                     /protein_id="AAP26306.1"
                     /db_xref="Pathema:BA_2444"
                     /translation="MRNFQGQFANKGGRNAPKIDKAKNTKGTVMRVWNYMGYQKAALT
                     FVIFLVLVTTLLGLLGPYLMGVIIDQYIVPKDVSGTARMCLLLIAIYGVTVLLTWLQT
                     FVMVNVALKTIQKIRQDIFKKIQTLSLRFFDVRSQGDLMSRVTNDIDNLNQALTQSVV
                     QIISSALTFIGVTIAMFALDWILAIVTLITVPIMFFVTKKLVAYSGKNFAKRQKDLGE
                     LNGFIEEAITGADVTTLYGKEKETVQKFNKINEQLRVSATKADTFSAFIFPSMNFINN
                     LGMGLVIGTGSVMVLNGMTTVGVIAAFINYSRQFSRPLSQFATLMNTIQAAVAGGERV
                     FEIMDEVPEIKNKKDAFVIQNLHGHVALENVSFGYEENKTILKEVSLKARPGETIALV
                     GPTGSGKTTIINLLTRFYDVQQGQIYIDEKNIKEYDLNSLRSKIGVVLQDTYLFAGSI
                     MDNIRYGRLDASDEEVINAAKAASAHSFIKHLPNQYETKIATEGSNLSQGQKQLLAIA
                     RAILADTDILILDEATSNIDTRTELQIQEGLNNLMRGRTSFVIAHRLKTIEKADQILV
                     IKDGSILEKGNHESLMEDRGFYFDLYTSQFKI"
     gene            complement(2276632..2276892)
                     /locus_tag="BA_2445"
                     /old_locus_tag="BA2445"
                     /db_xref="Pathema:BA_2445"
     CDS             complement(2276632..2276892)
                     /locus_tag="BA_2445"
                     /old_locus_tag="BA2445"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26307.1"
                     /db_xref="Pathema:BA_2445"
                     /translation="MADKYKFLILVITVFFSFFSLIKDFRNTSKSFFLGSFAILTCFI
                     LLLTHALELTPVLLYSAQMALEIITIPRKLILLSVTEFASFF"
     gene            2277128..2277865
                     /locus_tag="BA_2446"
                     /old_locus_tag="BA2446"
                     /db_xref="Pathema:BA_2446"
     CDS             2277128..2277865
                     /locus_tag="BA_2446"
                     /old_locus_tag="BA2446"
                     /note="identified by similarity to GP:1865705; match to
                     protein family HMM PF01520"
                     /codon_start=1
                     /transl_table=11
                     /product="N-acetylmuramoyl-L-alanine amidase, family 3"
                     /protein_id="AAP26308.1"
                     /db_xref="Pathema:BA_2446"
                     /translation="MARYSLHAGHNSIVQGANYGNRKEHIMDRQVKDAVVAKLRALGH
                     TVYDDTDEVGTTQAQNLNNIVSKTNSHDVDLVVSFHLNSYDTRANGVEVLYYDQQALS
                     AKIAAQLSKDIGWSNRGAKERKDLYVLSNTKAPAILIELGFIDNEADMAKWNPDKIAN
                     SIVYALTGQSGGTTPPSKQNIIQSGAFSPYETPDVMGALTSLKMTANFILQSDGLTYF
                     ISEPTSDAQLKGMTDYLDRRGWWYEVK"
     gene            complement(2277963..2278547)
                     /locus_tag="BA_2447"
                     /old_locus_tag="BA2447"
                     /db_xref="Pathema:BA_2447"
     CDS             complement(2277963..2278547)
                     /locus_tag="BA_2447"
                     /old_locus_tag="BA2447"
                     /note="identified by match to protein family HMM PF01810"
                     /codon_start=1
                     /transl_table=11
                     /product="transporter, LysE family"
                     /protein_id="AAP26309.1"
                     /db_xref="Pathema:BA_2447"
                     /translation="MPIFSFLLFVFISSFTPGPNNFLAMTYANQHGLKKSMQFCFGVA
                     FGFFILTSLCSFFNIFLIKVLPIIEFPLKILGVAYMLYLAFKILTSKTSTDPDEKYNK
                     NLFTVGILLQFINPKGILFGLTVVSTFILPYYNSYSSYLLFSLFLGVVGLMSTCSWSL
                     FGSIFQKLLLKHTKSFNIIMAVLLVCSAISIVIT"
     gene            2278662..2279219
                     /locus_tag="BA_2448"
                     /old_locus_tag="BA2448"
                     /db_xref="Pathema:BA_2448"
     CDS             2278662..2279219
                     /locus_tag="BA_2448"
                     /old_locus_tag="BA2448"
                     /note="identified by similarity to GP:3318590; match to
                     protein family HMM PF01381; match to protein family HMM
                     PF07883"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein"
                     /protein_id="AAP26310.1"
                     /db_xref="Pathema:BA_2448"
                     /translation="MEEIQLILAKNLKTIREKEKLSLEKVSQLTGVSKTMIGQIERGE
                     SSPTLTTIWKIANGLKVSFTSLINNPQPDTKVILRNDIQVLSEDSGRYKVYPSFPFQD
                     DRNFEIYTVEIEAEGKLSSEGHKEGTEEFITVFEGELTIEINDCQYKLNSGDAIRFKA
                     DRPHTYHNFGRTLTRLSMTIYYSAS"
     gene            complement(2279624..2280178)
                     /locus_tag="BA_2449"
                     /old_locus_tag="BA2449"
                     /db_xref="Pathema:BA_2449"
     CDS             complement(2279624..2280178)
                     /locus_tag="BA_2449"
                     /old_locus_tag="BA2449"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26311.1"
                     /db_xref="Pathema:BA_2449"
                     /translation="MKKQKNLLSLALEIILPYRLTGPTGITGPTGITGPTGITGPTGF
                     TGPNITTNSMFANNTLGGPISVILGGTNIPLSNNQSLGNFTVNASNDIFTIPVTGRYY
                     LTYQVNTTTALLAGTRLLLNSSTPLSGSIFSPAISTSNYNNNLIINLIAGNTISLQLF
                     GVLSIVNLVGGGSTGASLTIIRID"
     gene            2280412..2281512
                     /gene="blcB"
                     /locus_tag="BA_2450"
                     /old_locus_tag="BA2450"
                     /db_xref="Pathema:BA_2450"
     CDS             2280412..2281512
                     /gene="blcB"
                     /locus_tag="BA_2450"
                     /old_locus_tag="BA2450"
                     /note="identified by match to protein family HMM PF01391;
                     match to protein family HMM TIGR03720"
                     /codon_start=1
                     /transl_table=11
                     /product="spore surface glycoprotein BclB"
                     /protein_id="AAP26312.1"
                     /db_xref="Pathema:BA_2450"
                     /translation="MKQNDKLWLDKGIIGPENIGPTFPVLPPIHIPTGITGATGATGI
                     TGATGPTGTTGATGATGITGVTGATGITGVTGATGITGVTGATGITGVTGPTGITGAT
                     GPTGITGATGPAGITGVTGPTGITGATGPTGTTGVTGPTGDTGLAGATGPTGATGLAG
                     ATGPTGDTGATGPTGATGLAGATGPTGATGLTGATGATGATGGGAIIPFASGTTPALL
                     VNAVLANTGTLLGFGFSQPGIAPGVGGTLTILPGVVGDYAFVAPRDGIITSLAGFFSA
                     TAALAPLTPVQIQMQIFIAPAASNTFTPVAPPLLLTPALPAIAIGTTATGIQAYNVPV
                     VAGDKILVYVSLTGASPIAAVAGFVSAGLNIV"
     gene            complement(2282074..2282298)
                     /locus_tag="BA_2451"
                     /old_locus_tag="BA2451"
                     /db_xref="Pathema:BA_2451"
     CDS             complement(2282074..2282298)
                     /locus_tag="BA_2451"
                     /old_locus_tag="BA2451"
                     /note="identified by similarity to OMNI:NTL01OI2904"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26313.1"
                     /db_xref="Pathema:BA_2451"
                     /translation="MLKLTPTNIMAHTYCLDEQQWKQAVSPIQSTAVIGPPANCNQNR
                     EMKNYPPQPPAQQHNPYCQDSYYFPLYWGY"
     gene            2282935..2283240
                     /locus_tag="BA_2452"
                     /old_locus_tag="BA2452"
                     /db_xref="Pathema:BA_2452"
     CDS             2282935..2283240
                     /locus_tag="BA_2452"
                     /old_locus_tag="BA2452"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26314.1"
                     /db_xref="Pathema:BA_2452"
                     /translation="MSFSEMIRNEVLSWAGVSEKPHRFGGIEINYGKTELGHLHGDKL
                     VDLPFPKLKRDELVNQGLVKAHHVLPESGWISYYIKSAEDIPFAIELFRMQYDRIKK"
     gene            2283335..2284645
                     /locus_tag="BA_2453"
                     /old_locus_tag="BA2453"
                     /db_xref="Pathema:BA_2453"
     CDS             2283335..2284645
                     /locus_tag="BA_2453"
                     /old_locus_tag="BA2453"
                     /note="identified by similarity to OMNI:NTL01BH0672; match
                     to protein family HMM PF01266; match to protein family HMM
                     PF01593"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26315.1"
                     /db_xref="Pathema:BA_2453"
                     /translation="MKNFDVAIVGGGLAGLTASIYLAKAGRKVIVLEKSSRFGGRGMT
                     INKNGICMNLGAHALYRGGAAFLTFNELGMNLPGGIPSTKAHGIWKGDIFTIPTDFRS
                     ILSTPLLSWSAKVQFSRLMIRLGNLDVGEVPKMSLTTWAENEIKNPMVRNIFYALCRT
                     TTYTFAPTIQLASSVLKQIQLSIKDGVFYVDGGWETIITKLRDIANHAGVQFLAKKHV
                     LEIEHYEDKQRIYCFDDEVFEVGTVIVTTPPKEACNIIKGAEGTSLHRWSEQSVPVTV
                     AALDIGLRRLPNPTHQFALGLDQPIFFTNQSRAAKLSDDGSIAVSLIKYQNPVLEMKH
                     THEDKEQLESTMDLLHPNWKREVVAQQYLPKITVVYDFPHINRVEKPGPNIPEMPGVY
                     VAGDWTGHDEILADAAVASGKRAALQILKQLESEGVHHGNGAII"
     gene            2284623..2285492
                     /locus_tag="BA_2454"
                     /old_locus_tag="BA2454"
                     /db_xref="Pathema:BA_2454"
     CDS             2284623..2285492
                     /locus_tag="BA_2454"
                     /old_locus_tag="BA2454"
                     /note="identified by match to protein family HMM PF04542;
                     match to protein family HMM PF08281; match to protein
                     family HMM TIGR02937; match to protein family HMM
                     TIGR02957"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA polymerase sigma-70 factor, ECF family"
                     /protein_id="AAP26316.1"
                     /db_xref="Pathema:BA_2454"
                     /translation="METEQLYEAYQPLLFSLAYRILGSVMDAEDIVQDVFISLNNIEN
                     LQSIENMKAFLCKMATNRSIDKLRSAAHKRNVYVGMWLPEPLVEESNEPSESFVMKES
                     LSTAYLLLLQQLSEVERIVFILREVFSYEYEEIASIVDKSSVNCRKIFQRARKSILDK
                     PKQSTLSTKKMAAYVEKFVSSLQCGDAQGMLEVLKTDAILKADGGGKVTTAIHPIYSA
                     DRIIRLFFGIAQRLTEAYTVDFKMVNGMPGVIVTINNKITYVLSFAFEDEKISNIYMV
                     GNPEKLMHLNVKI"
     gene            complement(2285532..2285690)
                     /locus_tag="BA_2455"
                     /old_locus_tag="BA2455"
                     /db_xref="Pathema:BA_2455"
     CDS             complement(2285532..2285690)
                     /locus_tag="BA_2455"
                     /old_locus_tag="BA2455"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26317.1"
                     /db_xref="Pathema:BA_2455"
                     /translation="MNVISLDAARKRKQHKKLMITIPIITRIYEEDGEIKFEVAGEKD
                     VPLEMLEK"
     gene            complement(2285883..2286005)
                     /locus_tag="BA_2456"
                     /old_locus_tag="BA2456"
                     /db_xref="Pathema:BA_2456"
     CDS             complement(2285883..2286005)
                     /locus_tag="BA_2456"
                     /old_locus_tag="BA2456"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26318.1"
                     /db_xref="Pathema:BA_2456"
                     /translation="MFFIAFLKQYDEKALVARLLSLYAKQKPFSRYMTKIYNFL"
     gene            2285995..2286588
                     /locus_tag="BA_2457"
                     /old_locus_tag="BA2457"
                     /db_xref="Pathema:BA_2457"
     CDS             2285995..2286588
                     /locus_tag="BA_2457"
                     /old_locus_tag="BA2457"
                     /note="identified by match to protein family HMM PF01596"
                     /codon_start=1
                     /transl_table=11
                     /product="O-methyltransferase family protein"
                     /protein_id="AAP26319.1"
                     /db_xref="Pathema:BA_2457"
                     /translation="MKNMDTLNSLLFQLEQYGEEHDRNKKTREEKLRNISREMGQFLS
                     ILVKGCSAKNILEIGTSNGYSTLWLADAVEETNGNVTTVELSSERVGEALANFEKANL
                     LQRIDVHNQEAGAFLDSQLDHSFDFIFLDSERTQYMWWLEHIKRVLQPKGLLVVDNAT
                     SHASELAEFIKMIEEDKMFETVLLAFQNGAFVVRKKQ"
     gene            2286938..2288014
                     /locus_tag="BA_2458"
                     /old_locus_tag="BA2458"
                     /db_xref="Pathema:BA_2458"
     CDS             2286938..2288014
                     /locus_tag="BA_2458"
                     /old_locus_tag="BA2458"
                     /note="identified by similarity to OMNI:NTL01BH1729; match
                     to protein family HMM PF05816"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26320.1"
                     /db_xref="Pathema:BA_2458"
                     /translation="MKDNNVEVVVDTVIKDEELDELNKEADLYVQKLNSEQNTDLSKV
                     LSQLGDLGDKEQQAAGQTLSALKRPVTAMMNGKNEEIPNTLLELRKVVSELDPNSLKA
                     SGMKKIMFKVFKKNPLETYVHKYQSIDKQIEEIIRSLLIGRDNLQEDTVGLEMLKEQS
                     HDKIHALDKQVYLGKKLAGMLEAEKQNPERQRDIPLINDALEKILVRTRNMQQAKSVL
                     LQSIASVDIIKKNNEKLTEAIRNAITMTQNVVTVSAAIQLALTNQRKTIDAVNATNEA
                     IESMVLSNSQALKQNTEETTKLLENPAISMDKLRESFQNVFAAIEASEKSSERIIESS
                     KKFVIELDTFNDEMKQKLIQRPRK"
     gene            2288039..2288872
                     /locus_tag="BA_2459"
                     /old_locus_tag="BA2459"
                     /db_xref="Pathema:BA_2459"
     CDS             2288039..2288872
                     /locus_tag="BA_2459"
                     /old_locus_tag="BA2459"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26321.1"
                     /db_xref="Pathema:BA_2459"
                     /translation="MSFIQTVLLLLGTLLLIAFTVVVLVVYFGRKLYFSWTKPYKRAH
                     DSLEKLSNKSLPFLQEFTQHPLFYRWIRTEGKKEQHTLNTLFCASSQRTREQVFSMLP
                     KEKQKKVHVMAKTTKKLTNEDIDVAAIKVKDFLRQETQQTVKPTDLSFYKLYFYDRYP
                     DALNTIQAYKRSINPSLQKTVDDITISVLNALPYYQEQRMFEQQHKLETFLMKDLIAM
                     LSLVVQLPPSQRPEKEEELKIYLQNFQKEMEVVERDIRDSIDHDLNVKMRAATEKFKN
                     K"
     gene            complement(2288926..2290248)
                     /locus_tag="BA_2460"
                     /old_locus_tag="BA2460"
                     /db_xref="Pathema:BA_2460"
     CDS             complement(2288926..2290248)
                     /locus_tag="BA_2460"
                     /old_locus_tag="BA2460"
                     /note="identified by similarity to GP:6449059; match to
                     protein family HMM PF02638"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26322.1"
                     /db_xref="Pathema:BA_2460"
                     /translation="MNAVVVQIKPTADAFYPSNYGPWSEYITGTQGKDPGYDPLAFMV
                     DEAHKRNIEFHAWINPYRITMNHTDINRLSNNHPAKQHPDWIVPYGGKLYYNPGIPEV
                     KKFITEGALEIVQNYDIDALHMDDYFYPYKVAGEQFPDQKTYETYNNGRFTNIEDWRR
                     NNVNELVKDLNTAIKHEKSYVKFGISPFGVWRNIADDPTGSNTTAGQRNYDDLYADTR
                     EWIQKGFIDYITPQIYWNIGFTPAAYDILVDWWVKETNNKPIHLYIGQAAYKINNNSV
                     PAWSNPEEYPRQIELNRLYPEIKGSMHFSLKDINNNPLGIKDRLSKDIYKYPALIPSM
                     PWLDHDPPKQPTLKGAIPRDEGIAIGIIDDRENDSAYYTIYRANGKNEVDIQNPKNLL
                     TTVRKTKLGEIYVDKTAISGETYTYVVTAVDRLHNESVASSHATVKAK"
     gene            2290422..2290568
                     /locus_tag="BA_2461"
                     /old_locus_tag="BA2461"
                     /db_xref="Pathema:BA_2461"
     CDS             2290422..2290568
                     /locus_tag="BA_2461"
                     /old_locus_tag="BA2461"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26323.1"
                     /db_xref="Pathema:BA_2461"
                     /translation="MKVKGIKKMTIQHIINKRLTIIYTPPYYVVNYYDIRDEVVLTIE
                     KNKY"
     gene            2290714..2291019
                     /locus_tag="BA_2462"
                     /old_locus_tag="BA2462"
                     /db_xref="Pathema:BA_2462"
     CDS             2290714..2291019
                     /locus_tag="BA_2462"
                     /old_locus_tag="BA2462"
                     /note="identified by similarity to OMNI:NTL01BS03852;
                     match to protein family HMM PF02302"
                     /codon_start=1
                     /transl_table=11
                     /product="putative PTS system, cellobiose-specific IIB
                     component"
                     /protein_id="AAP26324.1"
                     /db_xref="Pathema:BA_2462"
                     /translation="MKVLFVCSGGMSSAIVVNALKKEAEKKGVNMEVHAIGTSEVEEE
                     VKNGWDVVMVAPQVRHRFDSVKKFAEEESIPCGIIPPQAYTPLGGPTLLKTVNDLIR"
     gene            2291031..2292317
                     /locus_tag="BA_2463"
                     /old_locus_tag="BA2463"
                     /db_xref="Pathema:BA_2463"
     CDS             2291031..2292317
                     /locus_tag="BA_2463"
                     /old_locus_tag="BA2463"
                     /note="identified by similarity to SP:P46317; match to
                     protein family HMM PF02378; match to protein family HMM
                     TIGR00410"
                     /codon_start=1
                     /transl_table=11
                     /product="putative PTS system, cellobiose-specific IIC
                     component"
                     /protein_id="AAP26325.1"
                     /db_xref="Pathema:BA_2463"
                     /translation="MNKFVTFLDKNLSGPMARLSEQRHLQAIRDGVISALPFIIVGSF
                     FLIVAFPPLPKDSFISVWALKNQTSILIPYRLTMFIMSLYIAFGIGYNLAKSYKLDAL
                     SGAQLAVCSLLLTLTPELIDKKGFMLPMTNLGGHGLFVTMIVSILSVEILRFCKKNNV
                     TIKMPEQVPPSVSRSFEALIPAAFVIIIIMSLITVVFKVDVHYVVDKLAAPLVKAGDS
                     YFGVIIPVFLITFFWSFGIHGVSVVGTVARPLWDVYLGKNGEAVASGASQFPFIAPEP
                     FYQWFIWIGGSGATLGLVLAMIVFGRSKYSKALSRTCIVPGIFNINEPVIFGLPIVLN
                     PILIIPFVITPLVTATIAYAATAMGFVTPTHIMPPWTLPAPIGAYLATGGDWRAIVLV
                     LINIAISFLIYLPFFKMYDKNMLEIEKNGEGESVNP"
     gene            2292397..2292663
                     /locus_tag="BA_2464"
                     /old_locus_tag="BA2464"
                     /db_xref="Pathema:BA_2464"
     CDS             2292397..2292663
                     /locus_tag="BA_2464"
                     /old_locus_tag="BA2464"
                     /note="identified by similarity to GP:16414880"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26326.1"
                     /db_xref="Pathema:BA_2464"
                     /translation="MNIKFSYKGVFLLLFGVICANLLFVPILRMLHLSQMHSIWLVTS
                     IAASVLLTVVVSFIDGSFASKAQLFFRFILFSIGCTFVTYMIVF"
     gene            2292686..2293834
                     /locus_tag="BA_2465"
                     /old_locus_tag="BA2465"
                     /db_xref="Pathema:BA_2465"
     CDS             2292686..2293834
                     /locus_tag="BA_2465"
                     /old_locus_tag="BA2465"
                     /note="identified by similarity to GP:17133656; match to
                     protein family HMM PF03702"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26327.1"
                     /db_xref="Pathema:BA_2465"
                     /translation="MYIAGVMSGTSLDGIDVALVRIEGSGVESKVELIHFTTVPFCND
                     IKSEIQQALSIENSNVQLICSLNFKLGLCFANAVKEVCKEANFSLEQLDLIGSHGQTI
                     YHQPKQDGNRIPSTLQIGEPAVIAYETNTTVISNFRTMDMAAGGQGAPLVPYSEVILY
                     RDPSKNRLLQNIGGISNVTVIPNQQSDQNVIAFDTGPGNMIIDEVCQRLFQLSYDQNG
                     EIAKQGRVVDEILTYCMSHPFLKMNPPKSTGREQFGEKFASELLKRFEKHSKENILTT
                     VTMFTANSIVHHYKKFILPYYEIDEVILGGGGSYNSTLVEMLRNGLKDENCAIFIQED
                     IGYSSEAKEAIAFAILANETHHCNPSNVPSATGAKQSVVFGNITFPPV"
     gene            2293855..2294766
                     /locus_tag="BA_2466"
                     /old_locus_tag="BA2466"
                     /db_xref="Pathema:BA_2466"
     CDS             2293855..2294766
                     /locus_tag="BA_2466"
                     /old_locus_tag="BA2466"
                     /note="identified by match to protein family HMM PF01869"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26328.1"
                     /db_xref="Pathema:BA_2466"
                     /translation="MKYMIGVDGGGTKTEAIVFDQDGKEIISGKSGFGNILIDFEEAL
                     VHIMEAIDQCQKNVVKGHCVCICLGLAGISGANTNELTLRLKQKYGIQIEVFNDAMIA
                     HAAALKGKDGILTIGGTGAICLGRKGEVYEYSGGWGHILGDEGSGYWIALQGLKRMAN
                     QFDQGVTLCPLSLRIQDEFQLLTSSHIKRLVYSSSKDKVAAIAPLVIREARNGNDAAH
                     EIMMQAGNELGRITVNVYNKMQFDLSTSIAVSGSILRFVPEINAEFKKYCEKSIGEVT
                     FVSQSQSQSQSAAKGTYYLMKDIYFKK"
     gene            2294878..2295447
                     /locus_tag="BA_2467"
                     /old_locus_tag="BA2467"
                     /db_xref="Pathema:BA_2467"
     CDS             2294878..2295447
                     /locus_tag="BA_2467"
                     /old_locus_tag="BA2467"
                     /note="identified by similarity to OMNI:NTL03PA00582;
                     match to protein family HMM PF02660"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP26329.1"
                     /db_xref="Pathema:BA_2467"
                     /translation="MQKVNDYMINSMQFLYLVASYLFGNILTAYIVTKWRHNVDIRDE
                     GSGNPGARNMGRVYGKGYFVATFLGDAIKGAIVVSIAKYLFEDFTFVMLTLLAVIMGH
                     IYPMLFKGKGGKGISTFIGGLIAFDYLIALTLVAVFIIFYLIFKGFTKPGLITIACLP
                     LCMILYSYSIVTTILSALIIVLILYVNHE"
     gene            2295518..2297101
                     /locus_tag="BA_2468"
                     /old_locus_tag="BA2468"
                     /db_xref="Pathema:BA_2468"
     CDS             2295518..2297101
                     /locus_tag="BA_2468"
                     /old_locus_tag="BA2468"
                     /note="identified by match to protein family HMM PF00266"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26330.1"
                     /db_xref="Pathema:BA_2468"
                     /translation="MGLIYKVADQVWEFESIHKLNYKTFVEEIPQHEETKDRVRIDRF
                     HEENTYLICLDDDKLVGMVALRGKRPFSLDYKISNLDFYLQEHGENVYEIRLLSVESE
                     YRNGRALLGLIRFLHRYLLLNGYELALISATTRELPLYEQMGFKAFHTLVGTEEAAFQ
                     PMYVTPAMFEASSVGGIMTKEYTFLPGPVDIEENVRKAFSTKPISHRSKSFQVTMDNV
                     KKRLLQMTKAKRVQSMLGTGTLANDAIALQLRSLKGKGLVLTNGEFGNRLVGHATRAQ
                     LHFDTYKKEMGEPFLYTELEKVMESGNYEWLWFVHHETSTGMLNDLKELNVLTKKYQI
                     KLCVDCISSIGAIPIDLKDIYFASGVSGKAIKSYTGLSFVFHNHIVKINEAVPAYMDI
                     GMYEENESIPYSHSWNLIYALQEALKRFEDETAFVKIKETYDHMEEAITTIGLNLVSP
                     KEHAAPIILTIQLSEGQSSKTIGDELALQGYIVHYESAYLRKNNWIQIACLNHYKERD
                     MKRMLNCLQMYVLQSEVHI"
     gene            2297188..2298189
                     /gene="tdcB"
                     /locus_tag="BA_2469"
                     /old_locus_tag="BA2469"
                     /db_xref="Pathema:BA_2469"
     CDS             2297188..2298189
                     /gene="tdcB"
                     /locus_tag="BA_2469"
                     /old_locus_tag="BA2469"
                     /EC_number="4.3.1.19"
                     /note="identified by similarity to SP:P05792; match to
                     protein family HMM PF00291; match to protein family HMM
                     TIGR01127"
                     /codon_start=1
                     /transl_table=11
                     /product="threonine ammonia-lyase, catabolic"
                     /protein_id="AAP26331.1"
                     /db_xref="Pathema:BA_2469"
                     /translation="MITKKLPLHIDDIKKAQSILDRNARKTPLVKSFYLTSKTGGEIH
                     LKLENMQLTGSFKFRGAFNKMSQLTDQEKERGVIACSAGNHAQGIALSAHLLGIKSKI
                     VMPISAPQAKVDATKGYGSEVVLHGETFDDAKAKCEEIIRETGETYLHPYDDVEVMAG
                     QGTIGLDILDDMWDVDTVIVPIGGGGIISGIAVALKSFNPSIHIIGVQAENVHGMKAS
                     YDKGKIIEHYEAPTIADGCAVKIPGNLTFEVVKELVDDIVTVSEKELEVAMKDLLQRG
                     KAVVEGAGALATAALLAGKVDTYIKEKKVVAVISGGNVDLQRISSVCEQFFVANEVE"
     gene            complement(2298236..2298343)
                     /locus_tag="BA_2470"
                     /old_locus_tag="BA2470"
                     /db_xref="Pathema:BA_2470"
     CDS             complement(2298236..2298343)
                     /locus_tag="BA_2470"
                     /old_locus_tag="BA2470"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26332.1"
                     /db_xref="Pathema:BA_2470"
                     /translation="MAIAVAHKYVMRHADAEIREKSKVKMESLFTPAQT"
     gene            complement(2298905..2299015)
                     /locus_tag="BA_2471"
                     /old_locus_tag="BA2471"
                     /db_xref="Pathema:BA_2471"
     CDS             complement(2298905..2299015)
                     /locus_tag="BA_2471"
                     /old_locus_tag="BA2471"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26333.1"
                     /db_xref="Pathema:BA_2471"
                     /translation="MTTFKKMGEKRGKIIQNKVTPEMLDEAANRLITESH"
     gene            2299533..2300219
                     /locus_tag="BA_2472"
                     /old_locus_tag="BA2472"
                     /db_xref="Pathema:BA_2472"
     CDS             2299533..2300219
                     /locus_tag="BA_2472"
                     /old_locus_tag="BA2472"
                     /note="identified by match to protein family HMM PF00753"
                     /codon_start=1
                     /transl_table=11
                     /product="metallo-beta-lactamase family protein"
                     /protein_id="AAP26334.1"
                     /db_xref="Pathema:BA_2472"
                     /translation="MKIIELPIEFEFNGKKQCIYPSLIILHNELTLVDTGYTNFLPLI
                     ENAILKHEYEMKNLKNIIITHYDDDHIGSLYDFKVKYPQVNIISSEIESSYINGDRKS
                     ERLVQAEEMLERMPNEEKEFGKWFIQELKNIRHISVDEKVHDGQMILNNECQVVETPG
                     HTSGHISLYFPKLNCVITGDAAVQDNCELEIANPDFCLDIERAEQSLKRIKNLKAVTY
                     YCYHGGKLTV"
     gene            complement(2300263..2301054)
                     /locus_tag="BA_2473"
                     /old_locus_tag="BA2473"
                     /db_xref="Pathema:BA_2473"
     CDS             complement(2300263..2301054)
                     /locus_tag="BA_2473"
                     /old_locus_tag="BA2473"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26335.1"
                     /db_xref="Pathema:BA_2473"
                     /translation="MLRKYSYRVIKLTTTFIKIFCMFFLLSFQSTSTIMEKPQTDVIS
                     EFKQALLINDKKLMRSYVTEGFELPNFQTNKQIYAIKIVPSPKEDTTILISYSKNTDD
                     EFTIGYILEIVTKNNKISRIIQIYDGTNPLMKEATIVKEYKMKCKEHILTPTKFPFEI
                     HEFQGYIYNDYLNLQYFNEDINGILKITVAPVQNKLGFYVHNGAKFYSLKNNIKALYN
                     PHFDSAYELIFQKNGFQYTIAIGNKRYIKGKYSVKDLIQIAESMN"
     gene            2301084..2301353
                     /locus_tag="BA_2474"
                     /old_locus_tag="BA2474"
                     /db_xref="Pathema:BA_2474"
     CDS             2301084..2301353
                     /locus_tag="BA_2474"
                     /old_locus_tag="BA2474"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26336.1"
                     /db_xref="Pathema:BA_2474"
                     /translation="MSLLFDVIADIILFYPRNDMKLKYHIAKLSELEWFRNLHEDPKY
                     TSLIWSNKKIKKYILNSANMKALINSETKQKEFVQLVHDEYKKRR"
     gene            2301427..2302779
                     /locus_tag="BA_2475"
                     /old_locus_tag="BA2475"
                     /db_xref="Pathema:BA_2475"
     CDS             2301427..2302779
                     /locus_tag="BA_2475"
                     /old_locus_tag="BA2475"
                     /note="identified by match to protein family HMM PF00270;
                     match to protein family HMM PF00271"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent RNA helicase, DEAD/DEAH box
                     family"
                     /protein_id="AAP26337.1"
                     /db_xref="Pathema:BA_2475"
                     /translation="MVYLKNFLELGISETFNHTLRENGITEATPIQEKAIPVILSGKD
                     IIGQAKTGTGKTLAFVLPILEKIDPESSDVQALIVAPTRELALQITTEIKKMLVQRED
                     INVLAIYGGQDVAQQLRKLKGNTHIVVATPGRLLDHIRRETIDLSNLSTIVLDEADQM
                     LYFGFLYDIEDILDETPGSKQTMLFSATIPKDIKKLAKRYMDEPQMIQVQSEEVTVDT
                     IEQRVIETTDRAKPDALRFVMDRDQPFLAVIFCRTKVRASKLYDNLKGLGYNCAELHG
                     DIPQAKRERVMKSFREAKIQYLIATDVAARGLDVDGVTHVFNYDIPEDVESYIHRIGR
                     TGRAGGSGLAITFVAAKDEKHLEEIEKTLGAPIQREIIEQPKIKRVDENGKPLPKPAP
                     KKSGEYRQRDSREGSRSGSKGRTRNDSRNSSRNENNRSFNKPSNKKGSTKQGQQRRGR
                     "
     gene            2302961..2303221
                     /locus_tag="BA_2476"
                     /old_locus_tag="BA2476"
                     /db_xref="Pathema:BA_2476"
     CDS             2302961..2303221
                     /locus_tag="BA_2476"
                     /old_locus_tag="BA2476"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26338.1"
                     /db_xref="Pathema:BA_2476"
                     /translation="MQLTYGQYLIEKNREQAIRTSPSDDDTNYEKINWYNDMKTSFAN
                     KELADLVKGICNFVSFVRWELEMHNCHPYWEIAYYDDEDNVV"
     gene            complement(2304092..2304595)
                     /locus_tag="BA_2477"
                     /old_locus_tag="BA2477"
                     /db_xref="Pathema:BA_2477"
     CDS             complement(2304092..2304595)
                     /locus_tag="BA_2477"
                     /old_locus_tag="BA2477"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26339.1"
                     /db_xref="Pathema:BA_2477"
                     /translation="MRSSSRKLTNFNCRAQAPSTLPALGFAFNATSPQFATLFTPLLL
                     PSTGPNPNITVPVINDTISTGTGIRIQVAGIYQISYTLTISLDNVPVTPEAARFFLTL
                     NSSTNIIAGSGTAVRSNIIGTGEVDVSSGVILINLNPGDLIQIVPVEVIGTVDIRSAA
                     LTVAQIR"
     gene            2305365..2306000
                     /locus_tag="BA_2479"
                     /old_locus_tag="BA2479"
                     /db_xref="Pathema:BA_2479"
     CDS             2305365..2306000
                     /locus_tag="BA_2479"
                     /old_locus_tag="BA2479"
                     /note="identified by similarity to GP:15026705; match to
                     protein family HMM PF00440"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, TetR family"
                     /protein_id="AAP26340.1"
                     /db_xref="Pathema:BA_2479"
                     /translation="MRIIKEYEERRKEILETAERLFLTKGYTKTTVNDILKEIGIAKG
                     TFYHYFKSKEEVMDEIIMRIIKEDVAKAKVIVSNPNIPVLEKLFRVLMEQSPKSGDIK
                     DKMIEQFHQPNNAEMYQKSLVQSIIHLSPVLTEILEQGIEEGIFSTSYPQETIELLLS
                     SAQVIFDEGLFQWKPEEMMRRVKAYIKMMEVSVGAKEGSFNYMLEVLMKQR"
     gene            2306063..2307310
                     /locus_tag="BA_2480"
                     /old_locus_tag="BA2480"
                     /db_xref="Pathema:BA_2480"
     CDS             2306063..2307310
                     /locus_tag="BA_2480"
                     /old_locus_tag="BA2480"
                     /note="identified by match to protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter, permease protein"
                     /protein_id="AAP26341.1"
                     /db_xref="Pathema:BA_2480"
                     /translation="MISISIKPSMQDFYLMVSGQIITILGSTLLRFALSLYVLDLTGR
                     ADIFAGLYAITSIPFLLAPLGGAIADRFNRRNLMVIFDFINTAIVLSFIVLLFTGSVS
                     ILLIGTIMFLLAIVNAMYAPVVMASIPQLVPEKKLEQANGIVNGVQALSNIVAPVLGG
                     ILYGIIGLKMLVIISCLAFFLSAILEMFITIPFIKRVQESHIIPTIVKDMKGGFIYVL
                     KQPFILKSMLLAALLNLILTPLFVVGAPIIIRVTMESSHTLYGIGMGLIDFATIIGAL
                     SMVFFAKKLQMQTLYYWMILIALLVIPMALSVTPFILNLGYYPPFILFILSSILIAMI
                     MTVVSIYVITVVQKKTPNENLGKVMAIITAVSQCMAPIGQVIYGFMFEKFSMKIYLPI
                     LAISFIMILLAVVTKKILSNEGN"
     gene            2307317..2309656
                     /locus_tag="BA_2481"
                     /old_locus_tag="BA2481"
                     /db_xref="Pathema:BA_2481"
     CDS             2307317..2309656
                     /locus_tag="BA_2481"
                     /old_locus_tag="BA2481"
                     /note="identified by similarity to GP:15024483; match to
                     protein family HMM PF02687"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, permease protein"
                     /protein_id="AAP26342.1"
                     /db_xref="Pathema:BA_2481"
                     /translation="MIRRMLKRDFSQNKMIITILFMFIMLSSLLMASASSNVITLLNS
                     MDQLVKVSNAPHFVQMHAGEVNQKSIDSFVEKNPFVKKQQTAEMVQINGSNIFIKKKN
                     QAEHNSVMDISFVKQNSKFDFLLNLNNEVVDVTKGEIGVPIYYMQKYNLRMGDKIWVI
                     KDNNELEFTISAFVRDVQMNPSIVSSKRFVISNKDFERIKRNFGESEYLIEFQLTDEN
                     KINEFENLYKSSNLPQKGPSITYSLFKTLNSLTDGIIAAVLIIISGLLMLIAMLCIRF
                     TIITSMEEDYREIGVMKAIGIHNKDIQKLYIIKYIFISAGGCICGYILSLFVTKIFTS
                     NITLYMGAANKSILHNIVPFIITTLLFLVVILFCRIILRNFRRITAIDALQSRDKLGK
                     RKIRKSFSLKQTKFTNVNIFIGIQDVVKRFKLYRVLSIVLIIAVFMIVVPVNFLYTIQ
                     SPNFVNYMGTGKSDIRIDLQQTENIEKRFKGVISYVKNDKEVEKYATFVTSTFKMVNA
                     DGTHENLNVEMGDFTTFPLDYIQGRAPKNENEIALSYMNANELKKSVGDYIFLFVDGK
                     EKGLAISGIYQDVTNGGKTAKASFSNNNENILWYVVNVDMKPKVDLQEKVKEYKQNFS
                     SAKITDTNDYVTQTLGETIKQLRLVTQVAILIAILISVLITAMFFKMLLAKDSSQILI
                     MKNIGFSSKDIRIQYITRSIVIVLLGILIGTCIAATFGEMLVSWLGSFMGAAHIKFVV
                     NPIVSYIICPAILFIPVTATTLFSSFTMKQTNDVKPNGE"
     gene            2309659..2310429
                     /locus_tag="BA_2482"
                     /old_locus_tag="BA2482"
                     /db_xref="Pathema:BA_2482"
     CDS             2309659..2310429
                     /locus_tag="BA_2482"
                     /old_locus_tag="BA2482"
                     /note="identified by similarity to OMNI:SP0786; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP26343.1"
                     /db_xref="Pathema:BA_2482"
                     /translation="MYHLKKILEVKQVNKTYSMDGNANYHVLKNIDLEVYEGEFVSVM
                     GPSGSGKSTLLYNISGMDQMSSGSVKIDSKELSCMKEEELAKLRLTEIGFIFQQSNLL
                     RNLNLFDNIILSAYLAKCESKKIVNKRALELMENMGISDIASHYITEASGGQLQRVSI
                     CRALINNPNIIFADEPTGALNLKSTEEVMQILLNINRDGTTIMLVTHDVKVAAKTERI
                     LFMADGEIVSEIQLGKLRNDDLKAREEKLLNWLAVLGF"
     gene            2310528..2311238
                     /locus_tag="BA_2483"
                     /old_locus_tag="BA2483"
                     /db_xref="Pathema:BA_2483"
     CDS             2310528..2311238
                     /locus_tag="BA_2483"
                     /old_locus_tag="BA2483"
                     /note="identified by similarity to OMNI:NTL01BH2061; match
                     to protein family HMM PF03848; match to protein family HMM
                     PF05724; match to protein family HMM PF08241; match to
                     protein family HMM PF08242"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26344.1"
                     /db_xref="Pathema:BA_2483"
                     /translation="MKNETLHTQEDIIKMLDSLLRPAEPFWNEFYANREKDVPFFENV
                     PDENLVSYIQKKRVSKGKVLELGCGPGRNAIYLANEGFDVTAVDLSIEGINWAKERAL
                     AKGVEIEFICDSIFNLEVQNEFDFVYDSGCLHHIPPHRRVNYVDLIKNALKSGGYFGL
                     TCFAAGDLDERNGSEITDWDVYRGWSLQGGLAYSEEKLREIFKGFEVIEIRKMEQIEQ
                     PNTMFGELFLWTALFKKN"
     gene            2311359..2311766
                     /locus_tag="BA_2484"
                     /old_locus_tag="BA2484"
                     /db_xref="Pathema:BA_2484"
     CDS             2311359..2311766
                     /locus_tag="BA_2484"
                     /old_locus_tag="BA2484"
                     /note="identified by similarity to OMNI:NTL03PA01359;
                     match to protein family HMM PF00903; match to protein
                     family HMM PF06983"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26345.1"
                     /db_xref="Pathema:BA_2484"
                     /translation="MSNTNQKITTFLMFEGKAEEAMNFYTSLFEQSEIVSISRYDENG
                     PGKEGTVIHATFTLHGQEFMCIDSYVNHNFTFTPAMSLYVTCDTEEEIETAFNKLAED
                     GAVLMPLGAYPFSKKFGWLNDKYGVSWQLTLAE"
     gene            2312110..2312892
                     /locus_tag="BA_2485"
                     /old_locus_tag="BA2485"
                     /db_xref="Pathema:BA_2485"
     CDS             2312110..2312892
                     /locus_tag="BA_2485"
                     /old_locus_tag="BA2485"
                     /note="identified by similarity to EGAD:108347; match to
                     protein family HMM PF08241"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26346.1"
                     /db_xref="Pathema:BA_2485"
                     /translation="MDTTQQNSNAWDKKVEEGSRYTQPVSSEVIEKSKSGEWEITVTT
                     EKSVPRDWFPKSLNGLKILCLASGGGQQAPVLAAAGADVTVTDISKKQLEQDEKVAKR
                     DGLTLKTVQGDMTDLSDFEDEYFDIVVNPVSNLFVKDVHLVWNEVSRVLKNKGILISG
                     FTNPLLWIFDDNQEQKGILDVKHSIPSSTLDYLPEDEVQDYIDSNQTIEYAHTLEDQI
                     QGQIEAGFIITGFYEDDFGGTRILDKHIKTFIATKAIKLKVD"
     gene            complement(2313014..2314699)
                     /locus_tag="BA_2486"
                     /old_locus_tag="BA2486"
                     /db_xref="Pathema:BA_2486"
     CDS             complement(2313014..2314699)
                     /locus_tag="BA_2486"
                     /old_locus_tag="BA2486"
                     /note="identified by similarity to SP:P23234; match to
                     protein family HMM PF00205; match to protein family HMM
                     PF02775; match to protein family HMM PF02776"
                     /codon_start=1
                     /transl_table=11
                     /product="putative indolepyruvate decarboxylase"
                     /protein_id="AAP26347.1"
                     /db_xref="Pathema:BA_2486"
                     /translation="MIHLKTQYTVSTYLLDRLSELGIEHIFGIPGDYNLAFLDYVLAH
                     KNLEWIGNCNELNAAYAADGYARIKGIAALITTFGVGELSAINGIAGSYAENVPVIKI
                     TGTPPTTVMENGELVHHTLGDGKFNHFSKMYREITIAQTNLTPEHAVEEIDRVLRACW
                     NEKRPVHINLPIDVYNKPINRPAEPILHKPILSNKETLDKMLLHAISKINSAKKPIIL
                     ADFEVDRFHAKEYLYQFVEKTGFPIATLSMGKGIFPEKHPQFIGVYVGDVSPPYLRKR
                     IDESDCIISIGVKLTDTITGGFTQGFTKEQVIEIHPYTVKITDKKYGPVVMKDVLQQL
                     SDVIEHRNEETLDIKPFISESLSMTEEFNPKAHMVTQKRFWQQIYHFLQENDVLLAEQ
                     GIPFFGSAAIPLPNNTTYVAQPLWGSIGYTLPALLGTQLANLSRRNILIIGDGSFQLI
                     VQELSTILRQNLNPIIFLINNNGYTVERAIHGQNEPYNDIQMWEYTKLAKVFGTEEKS
                     QTFKVQNETELQEVLTKISIDKNQLTFVEIVMSQGDQPELLAKLGKRFGQQNS"
     gene            2314806..2315288
                     /locus_tag="BA_2487"
                     /old_locus_tag="BA2487"
                     /db_xref="Pathema:BA_2487"
     CDS             2314806..2315288
                     /locus_tag="BA_2487"
                     /old_locus_tag="BA2487"
                     /note="identified by match to protein family HMM PF01047"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, MarR family"
                     /protein_id="AAP26348.1"
                     /db_xref="Pathema:BA_2487"
                     /translation="MTQHKEEQMNEALALFYFAYKTFTEKPDEIIKEYGIQRVHHRIL
                     FFIARFPGVSVNELLSLLEISKQALHGPLRQLVEKSLIESNEATHDRRVKQLSLTEKG
                     ADLEKKLSDVQRQQMGAIFSKFGESCEENWHQVMNEMAHSRSGFDAWISKREVAIDQK
                     "
     gene            2315456..2316193
                     /gene="gpm"
                     /locus_tag="BA_2488"
                     /old_locus_tag="BA2488"
                     /db_xref="Pathema:BA_2488"
     CDS             2315456..2316193
                     /gene="gpm"
                     /locus_tag="BA_2488"
                     /old_locus_tag="BA2488"
                     /note="identified by match to protein family HMM PF00300;
                     match to protein family HMM TIGR01258"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphoglycerate mutase"
                     /protein_id="AAP26349.1"
                     /db_xref="Pathema:BA_2488"
                     /translation="MIKLVLIRHGQSLWNLENRFTGWTDVDLSENGLSEAREAGAILK
                     KNGYTFDVAYTSVLKRAIRTLWIVLHEMDLAWVPVHKCWKLNERHYGALQGLNKDETA
                     KKYGEEQVHIWRRSIDVRPPALTEDDPRYEMNDLRYKALKKGEFPLTECLVDTEKRVL
                     DYWHSEIAPKLKNGNKVIISSHGNTIRSLVKYLDNLSSDGVVSLNIPTSIPLVYELDE
                     NLRPIRHYYLSMDGEVPEGEIPKHITF"
     gene            complement(2316263..2316379)
                     /locus_tag="BA_2489"
                     /old_locus_tag="BA2489"
                     /db_xref="Pathema:BA_2489"
     CDS             complement(2316263..2316379)
                     /locus_tag="BA_2489"
                     /old_locus_tag="BA2489"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26350.1"
                     /db_xref="Pathema:BA_2489"
                     /translation="MTSPSIQKLLTISLHAQAALFMTKDVDKLLNLATLHIH"
     gene            2316373..2317119
                     /locus_tag="BA_2490"
                     /old_locus_tag="BA2490"
                     /db_xref="Pathema:BA_2490"
     CDS             2316373..2317119
                     /locus_tag="BA_2490"
                     /old_locus_tag="BA2490"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26351.1"
                     /db_xref="Pathema:BA_2490"
                     /translation="MSLVISNIRIGLFILAIVFLVLVFFYWRNEELYEEKKQRIRKTW
                     YGLFIVSVTVYFMIKGIDLTLWKNLLMFTAMVIFVDIAFILTPNISEIWGAKFSDIGK
                     TVQSIKRSLIASKARGEIYTTIIQNVNPAVFGTMEWHTEEEYTKSLNAFLDSYGEKIG
                     AKIVVFEAAKELNTNFRGIRSQFSTIIPLEYIEQLNEQRAVQVENVGIIPAKIVSDVF
                     IVIDGKKNNLQDRDFENVYNLTIHHSYFSK"
     gene            2317223..2317357
                     /locus_tag="BA_2491"
                     /old_locus_tag="BA2491"
                     /db_xref="Pathema:BA_2491"
     CDS             2317223..2317357
                     /locus_tag="BA_2491"
                     /old_locus_tag="BA2491"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26352.1"
                     /db_xref="Pathema:BA_2491"
                     /translation="MIVVIKDYDNDFFKEDNEDTTDFSLIKGDTLQQVEELEEELKRK
                     "
     gene            2317380..2317610
                     /locus_tag="BA_2492"
                     /old_locus_tag="BA2492"
                     /db_xref="Pathema:BA_2492"
     CDS             2317380..2317610
                     /locus_tag="BA_2492"
                     /old_locus_tag="BA2492"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26353.1"
                     /db_xref="Pathema:BA_2492"
                     /translation="MLYNINKRLYLFEKGREEMAEVNVKKSSFFKEKKEVPNTDFSLL
                     KGALIQNLDRLEKFVEAIPYKYIKEGNVKENA"
     gene            complement(2317647..2317928)
                     /locus_tag="BA_2493"
                     /old_locus_tag="BA2493"
                     /db_xref="Pathema:BA_2493"
     CDS             complement(2317647..2317928)
                     /locus_tag="BA_2493"
                     /old_locus_tag="BA2493"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26354.1"
                     /db_xref="Pathema:BA_2493"
                     /translation="MNKQQHSSKKKEGFFENRILPIITVLSGVILLVYKGVEFISKYV
                     LILILFTLIIASLYLLFMKQIVGAAIGFIFAALGYYMYKIIFKQKRNNA"
     gene            complement(2318205..2318441)
                     /locus_tag="BA_2494"
                     /old_locus_tag="BA2494"
                     /db_xref="Pathema:BA_2494"
     CDS             complement(2318205..2318441)
                     /locus_tag="BA_2494"
                     /old_locus_tag="BA2494"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26355.1"
                     /db_xref="Pathema:BA_2494"
                     /translation="MNIIVTPELLEASTNKFKSTQEQEQFTNLRQDIPYLESITASIS
                     ARGKGSSIVGTLPNHIVQNIEKFFLLSIQEGKQC"
     gene            2318578..2318703
                     /locus_tag="BA_2495"
                     /old_locus_tag="BA2495"
                     /db_xref="Pathema:BA_2495"
     CDS             2318578..2318703
                     /locus_tag="BA_2495"
                     /old_locus_tag="BA2495"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26356.1"
                     /db_xref="Pathema:BA_2495"
                     /translation="MKIKKREFQVGVKGKGTSDFSLIKGDTMQQVEELEEELKRK"
     gene            complement(2318689..2318961)
                     /locus_tag="BA_2496"
                     /old_locus_tag="BA2496"
                     /db_xref="Pathema:BA_2496"
     CDS             complement(2318689..2318961)
                     /locus_tag="BA_2496"
                     /old_locus_tag="BA2496"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26357.1"
                     /db_xref="Pathema:BA_2496"
                     /translation="MHYAFSFSFFALIYFEVPLFINFSNRFIFSVNAPFTREKSVFGS
                     SFFSLKNEDFFTLISAISSPPFQKRYNLLFILYSKSRQGVHVSFSF"
     gene            2319100..2320569
                     /gene="pepD"
                     /locus_tag="BA_2498"
                     /old_locus_tag="BA2498"
                     /db_xref="Pathema:BA_2498"
     CDS             2319100..2320569
                     /gene="pepD"
                     /locus_tag="BA_2498"
                     /old_locus_tag="BA2498"
                     /note="identified by similarity to SP:P15288; match to
                     protein family HMM PF01546; match to protein family HMM
                     PF07687; match to protein family HMM TIGR01893"
                     /codon_start=1
                     /transl_table=11
                     /product="Xaa-His dipeptidase"
                     /protein_id="AAP26358.1"
                     /db_xref="Pathema:BA_2498"
                     /translation="MYSTLEQLTKHPVFYHFAEISKIPRGSGNEKEISDFLVGFAKER
                     NLEVIQDEALNVIIKKEATAGYENVPAIIIQGHMDMVCEKNQATVHDFDKDPIELRII
                     GDMLYANQTTLGADNGIAVAYALALLDSKDIPHPALEVVITTEEETTMGGAFAVDSNH
                     FEGKIFINIDSEEDHKLLVSSAGGAKAVETIPVIWDEAPANMDAYRLYVGGLKGGHSG
                     MEIDKQRGNANKVLGRVLHDLSVNIQFDISEVHGGLKTNAIPRESVATILLCQEDVEK
                     VEEKLESWTRVLQEEMRAVDPDVHVTLTKLDEKVEKVFAKETQKQLISSLFLIPNGIQ
                     SMSMDIKGLVESSTNLGVIETLQDEIKLRNEVRSSVSSLKQHIADEIKCIAELVGATF
                     EIESEYPEWPYNPNSQIRNLFEKVHQEKYNKDVEIFAVHAGIECSVFVQKMPELDAIS
                     FGPDIFNVHTPDEHISISSVVNNWGFFVDVMKGTKELAK"
     gene            complement(2320640..2320807)
                     /locus_tag="BA_2499"
                     /old_locus_tag="BA2499"
                     /db_xref="Pathema:BA_2499"
     CDS             complement(2320640..2320807)
                     /locus_tag="BA_2499"
                     /old_locus_tag="BA2499"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26359.1"
                     /db_xref="Pathema:BA_2499"
                     /translation="MLQLSFLLKGIRNNNLLFGGVIMSFAAWSAIFMTLIGAISGAVF
                     GKISYRNKTQK"
     gene            complement(2321133..2321603)
                     /locus_tag="BA_2500"
                     /old_locus_tag="BA2500"
                     /db_xref="Pathema:BA_2500"
     CDS             complement(2321133..2321603)
                     /locus_tag="BA_2500"
                     /old_locus_tag="BA2500"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26360.1"
                     /db_xref="Pathema:BA_2500"
                     /translation="MKFLRQSTIIGALTVGGFLFSNTIGTLPPASAESQPTQKESRFL
                     DTWRWQNYFLLHHNADFIEELAVGDLKHGDTFDVTIYTGGKDTGIVKIYQLSGNENDE
                     INLHRYKTIYDSGLKHNYGRFVTPITKAYNPGTYVAVMKLGENYYYGGSFKISK"
     gene            2321807..2322400
                     /locus_tag="BA_2501"
                     /old_locus_tag="BA2501"
                     /db_xref="Pathema:BA_2501"
     CDS             2321807..2322400
                     /locus_tag="BA_2501"
                     /old_locus_tag="BA2501"
                     /note="identified by match to protein family HMM PF00657"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipase/acylhydrolase"
                     /protein_id="AAP26361.1"
                     /db_xref="Pathema:BA_2501"
                     /translation="MWKRFVAIGDSFTEGIGDEVEGIALKSWVDHFVQLCVNDIEYAN
                     FAKRGLVTKEIRSQQLEKALTFNPDLVSLIAGANDVLKGRWNHYAYKEDMKCMIDTLS
                     KTGADIMIANLPDFTVRLPFSTEKKQVLKEQLLEANEVILSLSREYKLHHIDFWNHHV
                     VNDNTLWSKDFIHPNSKGYVKVAELIFSSLPVHDASK"
     gene            2322622..2323155
                     /locus_tag="BA_2502"
                     /old_locus_tag="BA2502"
                     /db_xref="Pathema:BA_2502"
     CDS             2322622..2323155
                     /locus_tag="BA_2502"
                     /old_locus_tag="BA2502"
                     /note="identified by match to protein family HMM PF04542;
                     match to protein family HMM PF04545; match to protein
                     family HMM PF08281; match to protein family HMM TIGR02937"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA polymerase sigma-70 factor, ECF family"
                     /protein_id="AAP26362.1"
                     /db_xref="Pathema:BA_2502"
                     /translation="MEQTFIEKCNHDELDDVIKDYWQDVWNYSFIITKDPHLSGDITQ
                     DVFIKVFKNWNSFRRESSIKTWILKITRNTAINCLKSSYFKRISLVGFFSDDKQTLSA
                     EQEFFKQEEMNDVWKVVLKLPKKHREIIILDAKYELSYEEMAETLGVSIGTVKSRLSR
                     ARSKVSKLIGEGGSDEQ"
     gene            2323145..2323972
                     /locus_tag="BA_2503"
                     /old_locus_tag="BA2503"
                     /db_xref="Pathema:BA_2503"
     CDS             2323145..2323972
                     /locus_tag="BA_2503"
                     /old_locus_tag="BA2503"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26363.1"
                     /db_xref="Pathema:BA_2503"
                     /translation="MNNKKNPDWYRKLKKGPMEHRKDEEEYIYKIKQSIYQSNEVGSR
                     EHTRPFRKKALPIVVVLACTFLFFIVQQPWLDDNKSPVQISTQIKPKTKDESAQDPTL
                     KQFMNDLYQSTNAKNETDLYKALNDEVQFKGKSYMKDELKFDEDIFHELQVALTMGGE
                     FANDTKQVYKVPSGLTESNQQKQAHFIYATVTGNKTKILAEPKRESKVLYEVSNEMVK
                     AWIPEKVQKNEYIKVSTINGNTGYVQKEYVLTDIKYSFMFEKNNEGIWKIINIDSIW"
     gene            complement(2323984..2325750)
                     /locus_tag="BA_2504"
                     /old_locus_tag="BA2504"
                     /db_xref="Pathema:BA_2504"
     CDS             complement(2323984..2325750)
                     /locus_tag="BA_2504"
                     /old_locus_tag="BA2504"
                     /note="identified by similarity to OMNI:SA1609; match to
                     protein family HMM PF00905; match to protein family HMM
                     PF03717"
                     /codon_start=1
                     /transl_table=11
                     /product="penicillin-binding protein"
                     /protein_id="AAP26364.1"
                     /db_xref="Pathema:BA_2504"
                     /translation="MLHTKIKKWGFFAVLSIVGLILLILFKINFISITIATSSAERGK
                     IFDQNGVILATNKKVKSLYCTSNDEKLSKQDTSNTLAFFEQFSSKFQHDISSESIKSQ
                     LQQSCKKQTMHDIPLYSDIAENELAFIDKNKPNNVIIKDEWIRYYPKHEIGSQVIGYV
                     ENNLNSKHMPVGKSGIELQYEDDLKGKPGKTLIFKMNNKEFLWNIQKVQKGKDIRLSL
                     DSKLQQKSEEALRSQIKKLPDAKAGYAVVSDAKTGAILTMANSAVFDPNILHTHVSTK
                     IDNLKSLSQNKAIQKLKYGESYINMASTIKPLTILIGLNEKLFQPEDTYLDKGTFEYD
                     NQNNITNAPGTPTGEITPRQAIINSSNTFMTAKVALPLFNQHNGNVEKVAHIWTDYLM
                     QFGLRSKTGIDLPFEEDGQYEFHPSNKFENGISALLNASWGGNEVHTPLQLAQYAATL
                     ARKGDKYKPQMTSAIIGQNGKETKKFKPILESSNRYPTKFWSVVQGGMSQNIEEIKKL
                     PFDVAGKTGITGFPDEQARMINHSLFIAYAPTEDPQIAVSVVIPGSNSEKNIAALVTS
                     EILESWNTLQKENKNKKEGSLK"
     gene            2326115..2328246
                     /locus_tag="BA_2506"
                     /old_locus_tag="BA2506"
                     /note="penicillin-binding protein, authentic frameshift;
                     an automated process has identified a potential problem
                     with this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2506"
     gene            2328474..2329403
                     /gene="bla1"
                     /locus_tag="BA_2507"
                     /old_locus_tag="BA2507"
                     /db_xref="Pathema:BA_2507"
     CDS             2328474..2329403
                     /gene="bla1"
                     /locus_tag="BA_2507"
                     /old_locus_tag="BA2507"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by match to protein family HMM
                     PF00144"
                     /codon_start=1
                     /transl_table=11
                     /product="beta-lactamase Bla1"
                     /protein_id="AAP26365.1"
                     /db_xref="Pathema:BA_2507"
                     /translation="MIVLKNKKMLKIGMCVGILGLSITSLVTFTGGALQVEAKEKTGQ
                     VKHKNQATHKEFSQLEKKFDARLGVYAIDTGTNQTIAYRPNERFAFASTYKALAAGVL
                     LQQNSTKKLDEVITYTKEDLVDYSPVTEKHVDTGMTLGEIAEAAVRYSDNTAGNILFH
                     KIGGPKGYEKALRQMGDRVTMSDRFETELNEAIPGDIRDTSTAKAIATNLKAFTAGNA
                     LPNHKRNILTKWMKGNATGDKLIRAGVPTNWVVADKSGAGSYGTRNDIAIVWPPNRAP
                     IIIAILSSKDEKGATYDNQLIAEAAEVIVNAFR"
     gene            complement(2329411..2330046)
                     /locus_tag="BA_2508"
                     /old_locus_tag="BA2508"
                     /db_xref="Pathema:BA_2508"
     CDS             complement(2329411..2330046)
                     /locus_tag="BA_2508"
                     /old_locus_tag="BA2508"
                     /note="identified by match to protein family HMM PF01569"
                     /codon_start=1
                     /transl_table=11
                     /product="PAP2 family protein"
                     /protein_id="AAP26366.1"
                     /db_xref="Pathema:BA_2508"
                     /translation="MTDLLIRHLERICMNYKMFRAINRLAGRNSTLDTFMIFISQKTR
                     FLYIFLLALMWFRNNSYKKIILFAGLSVGFALFINCFIQLFYFKPRPFVIHRVRLLIP
                     SKNNSSFPSKHTVLAFALASSVLLRERLFGSIMWFLTILTGFSRIWLGHHYPFDIIGI
                     LTSIAIGNATYIFNSFVTWIINVLGIQKSDSFHIKKNRFPSSYFQLHYIKN"
     gene            2330216..2331217
                     /locus_tag="BA_2509"
                     /old_locus_tag="BA2509"
                     /db_xref="Pathema:BA_2509"
     CDS             2330216..2331217
                     /locus_tag="BA_2509"
                     /old_locus_tag="BA2509"
                     /note="identified by similarity to SP:P37947; match to
                     protein family HMM PF00356; match to protein family HMM
                     PF00532"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator/sugar-binding domain,
                     LacI family"
                     /protein_id="AAP26367.1"
                     /db_xref="Pathema:BA_2509"
                     /translation="MKPTIYDVAEKAGVSIATVSKVINQTGRISEKTINKVNQVMDEL
                     DYQPSSVAAALTGKKTYAIGVLVPDISNPFFAEVARAFENSARESGYTLILCSTDHQT
                     KREHEYIDLLFKKQVDGIIIATELNDYKLVKKIVNRDLPLVLFTVDHSSITTHVVTTD
                     DMRGGYLAGSYLTQKGHTSLTIMMEKDRKSSLGRLNGFKQALTDSGIPLDDEAIISCY
                     STVEDSKRASKELLNLPNRPTAVFACTDLIAICLMNEARKHGLSIPEDLSIIGFDNTI
                     YAEIADPGLTTIEQPIKQMAACTFEQLLKTMEMKEHAKQKITIIPQLVERSSVKDIT"
     gene            complement(2331306..2332586)
                     /gene="csbX"
                     /locus_tag="BA_2510"
                     /old_locus_tag="BA2510"
                     /db_xref="Pathema:BA_2510"
     CDS             complement(2331306..2332586)
                     /gene="csbX"
                     /locus_tag="BA_2510"
                     /old_locus_tag="BA2510"
                     /note="identified by similarity to SP:O05390; match to
                     protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="alpha-ketoglutarate permease"
                     /protein_id="AAP26368.1"
                     /db_xref="Pathema:BA_2510"
                     /translation="MNAISSNKTFMDRIGIPSNLTWGYIGIIVFMIGDGLEQGWLSPY
                     LVEKGLTLEHAAFLFTIYGITVSASSWFSGVFVQMWGPRKVMTFGLVSFILGSIGFIG
                     IGIQHMNYPVILICYALRGFGYPLFAYSFLVWVSYSTPQQMLSRAVGWFWFVFQLGLS
                     VIGAFYSSYMVPKIGEIATLWSALIFVVVGGLFSIVVNKDKFKAQTVSANKSSELLKG
                     ITIAFENPKVGIGGIVKIINSAAQFGFVVFLPTYMMKYNFTMTEWLQIWGTLFFVNMV
                     FNIIFGIVGDKFGWINTIKWFGGVGCGIVTLALYYVPQMVGHNYWAILFVACCYGATL
                     AGYVPLTALVPSLSPENKGAAMSVLNLGSGLSAFVGPLVVTAFIGPLGVGGVMWIFAG
                     LYFFGAFLTHFLTIPKENEMEQDLNTKSGEQFSV"
     gene            2333079..2334104
                     /locus_tag="BA_2511"
                     /old_locus_tag="BA2511"
                     /db_xref="Pathema:BA_2511"
     CDS             2333079..2334104
                     /locus_tag="BA_2511"
                     /old_locus_tag="BA2511"
                     /note="identified by match to protein family HMM PF01408;
                     match to protein family HMM PF02894"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, NAD-binding protein"
                     /protein_id="AAP26369.1"
                     /db_xref="Pathema:BA_2511"
                     /translation="MNVLKIGIIGAGRIGKLHVDNLQLMPQVKIKAVSDVVIGHLEKW
                     AQDKGISTLTTNYQDLLADPEIDAVFICSPTNTHAQIIKEAALAKKHIFCEKPVSFSV
                     EETLEALEVVKEQGVSLQVGFNRRFDPNFRKVYDFIQQGEVGQPHILKITSRDPQPPS
                     IEYVRSSGGLFMDMMIHDFDMARYVMNSEVVEVFAYGTTLIDPSIQEVHDVDTAIVTL
                     KFANGALGVIDNSRQAVYGYDQRVEVFGEKGAVAADNCCPTTVQVSKTEGIVKDKPLY
                     FFLERYTQAYIEEVTQFTKSIIEGQAVICSGNDGLQAERIAKAAKESLLTGKPVQIEH
                     KQPALNQ"
     gene            2334204..2335202
                     /locus_tag="BA_2512"
                     /old_locus_tag="BA2512"
                     /db_xref="Pathema:BA_2512"
     CDS             2334204..2335202
                     /locus_tag="BA_2512"
                     /old_locus_tag="BA2512"
                     /note="identified by similarity to SP:P42414; match to
                     protein family HMM PF00294"
                     /codon_start=1
                     /transl_table=11
                     /product="putative iolC protein"
                     /protein_id="AAP26370.1"
                     /db_xref="Pathema:BA_2512"
                     /translation="MNPLIFKENRPFDLIAVGRLCVDLNANETQRPMEETRTFTKYVG
                     GSPANIAIGAARLGLQTGFIGKVSDDQMGRFITGYLKDNKINTDQIPIDCTGAVTGLA
                     FTEIKSPEDCSILMYRDNVADLNLDPTEVSEDYIKQSKALLISGTALAKSPSREAVFL
                     ALEYARKHDVVVFFDVDYRPYTWQSEAETAVYYNLAAEKSDVIIGTREEFDMMEKLLN
                     YEKSNDQVTAERWFSHHAKIVVIKHGGDGSIAYTRDGQSHRGGIFKTKVLKTFGAGDS
                     YASAFIYGLMQGLEIPQAMRLGGASASIVISKHSCSDAMPTRAEISAFMETAEELV"
     gene            2335280..2336743
                     /gene="mmsA2"
                     /locus_tag="BA_2513"
                     /old_locus_tag="BA2513"
                     /db_xref="Pathema:BA_2513"
     CDS             2335280..2336743
                     /gene="mmsA2"
                     /locus_tag="BA_2513"
                     /old_locus_tag="BA2513"
                     /EC_number="1.2.1.27"
                     /note="identified by similarity to SP:P42412; match to
                     protein family HMM PF00171; match to protein family HMM
                     TIGR01722"
                     /codon_start=1
                     /transl_table=11
                     /product="methylmalonic acid semialdehyde dehydrogenase"
                     /protein_id="AAP26371.1"
                     /db_xref="Pathema:BA_2513"
                     /translation="MTVQTAQIVKNYIGGEWVESISTKMEAVYNPATGEVIAQVPLST
                     KVDVEQAVLAANEAFKSWSKTAVPRRARILFKYQQLLVDNWEELAKLITIENGKSYNE
                     AYGEVLRGIECVEFAAGAPTLMMGKQLPDIATGIESGMYRYPIGVIGGITPFNFPMMV
                     PCWMFPLAIACGNTFVLKPSERTPLLAARLAELAEEAGLPKGVLNIVNGAHDVVNGLL
                     EHKLVKAISFVGSQPVAEYVYKKGTENLKRVQALAGAKNHSIVLNDANLELATKQIIS
                     AAFGSAGERCMAASVVTVEEEIADQLVERLVAEANKIVIGNGLDEDVFLGPVIRDNHK
                     ERTIGYIDSGVEQGATLVRDGREDTAVKGAGYFVGPTIFDHVTKEMKIWQDEIFAPVL
                     SIVRVKSLDEAIEIANESRFANGACIYTDSGASVRQFRETIESGMLGVNVGVPAPMAF
                     FPFSGWKDSFYGDLHANGTDGVEFYTRKKMLTSRWEK"
     gene            2336899..2338833
                     /locus_tag="BA_2514"
                     /old_locus_tag="BA2514"
                     /db_xref="Pathema:BA_2514"
     CDS             2336899..2338833
                     /locus_tag="BA_2514"
                     /old_locus_tag="BA2514"
                     /note="identified by similarity to SP:P42415; match to
                     protein family HMM PF00205; match to protein family HMM
                     PF02775; match to protein family HMM PF02776"
                     /codon_start=1
                     /transl_table=11
                     /product="putative iolD protein"
                     /protein_id="AAP26372.1"
                     /db_xref="Pathema:BA_2514"
                     /translation="MQTVRMTTAQALVKFLNQQYVEFDGKQQKFVKGIFTIFGHGNVV
                     GLGQALEEDAGELEVYQGRNEQGMANAAMAFAKQKHRKQIMACTSSVGPGSANMITSA
                     ATASANNIPVLLLPGDVFATRQPDPVLQQIEQTHDLSISTNDAFRAVSKYWDRINRPE
                     QLMTAMIQAMRVLTNPADTGAVTICLPQDVQGEAWDFPSYFFQKRVHRIERRLPTKAS
                     LADAVEMIKRKKKPVMICGGGVRYAEAAEELKQFAETFHIPFGETQAGKSAIESSHPY
                     NLGGIGVTGNVAANTIAKEADLVIGIGTRFTDFTTASKQLFQNEEVEFLNINISEFHA
                     NKLDALKVIADAKEALLALIDELQEIDYQSSYTVEIADAKDAWETELSRLHNIRFTCQ
                     DFTPEVEGHFNENLNEYVDALGTQLTQTAVIGQINTLLDKDAIIVGAAGSLPGDLQRM
                     WASRKPNTYHMEYGYSCMGYEVAGALGAKLAEPSKEVYAMVGDGSYQMLHSELVTSLQ
                     ENKKINVLLFDNSGFGCINNLQMGNGMGSFGTEFRYRNQETRKLDGAIMKIDFAASAA
                     GYGVKTYHVTSLEQLQEALIDAKKQTVSTLIDIKVLPKTMTNGYESWWHVGVAEVSKN
                     QSVQAAYESKVSNLQQARSY"
     gene            2338956..2339851
                     /locus_tag="BA_2515"
                     /old_locus_tag="BA2515"
                     /note="putative IolE protein, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2515"
     gene            2339980..2340825
                     /gene="fba1"
                     /locus_tag="BA_2516"
                     /old_locus_tag="BA2516"
                     /db_xref="Pathema:BA_2516"
     CDS             2339980..2340825
                     /gene="fba1"
                     /locus_tag="BA_2516"
                     /old_locus_tag="BA2516"
                     /EC_number="4.1.2.13"
                     /note="identified by match to protein family HMM PF01116;
                     match to protein family HMM TIGR00167"
                     /codon_start=1
                     /transl_table=11
                     /product="fructose-bisphosphate aldolase, class II"
                     /protein_id="AAP26373.1"
                     /db_xref="Pathema:BA_2516"
                     /translation="MPLVQMKDILMKANQENYGVGAFSVTNMEMVMGAIKAAEELSSP
                     LILQIAEVRLNHSPIHMIGPLMVAAAKQATVPVAVHFDHGMTFEKIQETLEIGFSSVM
                     FDGSHYPLEENIQKTKEIVELAKQYGATVEAEIGRVGGSEDGSEDIEMLLTSTTEAKR
                     FAEETDVDALAVAIGNAHGMYNGDPNLRLDRLQEINDVVHIPLVLHGGSGISPEDFKQ
                     CIQHGVRKINVATATFQNVITAVNNTVLNTPYSDYFTYHQDVIKAAYENVKSHMQIFG
                     SENRA"
     gene            2340931..2341722
                     /locus_tag="BA_2517"
                     /old_locus_tag="BA2517"
                     /db_xref="Pathema:BA_2517"
     CDS             2340931..2341722
                     /locus_tag="BA_2517"
                     /old_locus_tag="BA2517"
                     /note="identified by similarity to SP:P42413; match to
                     protein family HMM PF06845"
                     /codon_start=1
                     /transl_table=11
                     /product="putative iolB protein"
                     /protein_id="AAP26374.1"
                     /db_xref="Pathema:BA_2517"
                     /translation="MLGKLGELNEGYNVLTEMNGQCSDMLMDIGIYKMTNGKEELLFD
                     NKNETAVLLLEGAIRLEWEGMEQVLQRQSVFEENPWCLHVSKNVKVTITALSDSEVLV
                     QKTDNDQEFASKLYTPNECQSVVAGDGVWEGTAQRVIRTIFDYNNAAYSNMVVGEVIS
                     YPGRWSSYPPHHHDQPEVYYYRFNKPQGFGCAMVGEDAYRVVHNSFITIPGELDHPQA
                     TAPGYAMYFCWMIRHFENNPWNDRIMEEEHKWLLEPNAKIWPEKE"
     gene            complement(2341915..2342121)
                     /locus_tag="BA_2518"
                     /old_locus_tag="BA2518"
                     /db_xref="Pathema:BA_2518"
     CDS             complement(2341915..2342121)
                     /locus_tag="BA_2518"
                     /old_locus_tag="BA2518"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26375.1"
                     /db_xref="Pathema:BA_2518"
                     /translation="MDKEKLVSEQIARVPSDALNTPSKEQEQMLETSSQVEHNPNNNN
                     KDNNQDLYGTDFPISNVDRTTNKK"
     gene            2342413..2342928
                     /locus_tag="BA_2519"
                     /old_locus_tag="BA2519"
                     /note="conserved hypothetical protein, authentic point
                     mutation; an automated process has identified a potential
                     problem with this gene model; it may contain one or more
                     premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2519"
     gene            2343235..2345186
                     /locus_tag="BA_2520"
                     /old_locus_tag="BA2520"
                     /note="conserved hypothetical protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2520"
     gene            complement(2345460..2345618)
                     /locus_tag="BA_2521"
                     /old_locus_tag="BA2521"
                     /db_xref="Pathema:BA_2521"
     CDS             complement(2345460..2345618)
                     /locus_tag="BA_2521"
                     /old_locus_tag="BA2521"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP26376.1"
                     /db_xref="Pathema:BA_2521"
                     /translation="MKKIKKLLFSTIIVSTLACSMISLNVSQHSSFNGGDTPAPTKLI
                     ISGGVSIN"
     gene            complement(2345618..2346718)
                     /locus_tag="BA_2522"
                     /old_locus_tag="BA2522"
                     /db_xref="Pathema:BA_2522"
     CDS             complement(2345618..2346718)
                     /locus_tag="BA_2522"
                     /old_locus_tag="BA2522"
                     /note="identified by similarity to GP:1565245"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26377.1"
                     /db_xref="Pathema:BA_2522"
                     /translation="MTVQEKSNKQLMELLHEWYEEIRLYHVVEAKQTYLKVKESLKGI
                     ETDQYVSFYYSLLNFRYKVLVDGMSITKDSFNQIEKLPHIKDEFSFLAYYYYFFKAIH
                     STIIANYTEAKTYYEKAEGLLKGIPDEIEKAEFEYRFSTYCYQSYQPFEAIQHAVKAK
                     EIYLNHVGYKINIALCDNVYGLACIDLREFERAEECLNMVIDIFKKYDEEQLLLRVRS
                     NLGWLYNIQDLYPLAIRQSSEIINTIPNHFKALFVLARAYYKLEGIETARAYIEQGMK
                     YTNESGNEEYKHRFAVLNELITELPRIKLKKVVTDAISYFKKEEMWDCVKEYAEILAL
                     QFYETNNHVKASKYFYISNNADKKHLRKGALK"
     gene            2347258..2347458
                     /locus_tag="BA_2523"
                     /old_locus_tag="BA2523"
                     /db_xref="Pathema:BA_2523"
     CDS             2347258..2347458
                     /locus_tag="BA_2523"
                     /old_locus_tag="BA2523"
                     /note="identified by similarity to OMNI:AF1627; match to
                     protein family HMM PF01381"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein"
                     /protein_id="AAP26378.1"
                     /db_xref="Pathema:BA_2523"
                     /translation="MLHNRIVVCRAEKGWTQEELAKRVGVSRQTIATLEKNKYNPSLI
                     LAFKIANVFEKPITDVFDYQEE"
     gene            2347464..2347715
                     /locus_tag="BA_2524"
                     /old_locus_tag="BA2524"
                     /db_xref="Pathema:BA_2524"
     CDS             2347464..2347715
                     /locus_tag="BA_2524"
                     /old_locus_tag="BA2524"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26379.1"
                     /db_xref="Pathema:BA_2524"
                     /translation="MLWLKILFLVVIFISQMYVIQFQSSDEAKDERGREIQYKTNNVL
                     YNILSVGIIAIFINRHSKNYQYSVFDYDEGRMITMYKLY"
     gene            complement(2348268..2348468)
                     /locus_tag="BA_2525"
                     /old_locus_tag="BA2525"
                     /db_xref="Pathema:BA_2525"
     CDS             complement(2348268..2348468)
                     /locus_tag="BA_2525"
                     /old_locus_tag="BA2525"
                     /note="identified by similarity to EGAD:108795"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26380.1"
                     /db_xref="Pathema:BA_2525"
                     /translation="MAEITIPLRDVIEVTEDATYAGVEVTSAIRIGTAYGTTDRILIK
                     TVKQNYVLFTTNKVSILNAINA"
     gene            2348780..2349511
                     /locus_tag="BA_2526"
                     /old_locus_tag="BA2526"
                     /db_xref="Pathema:BA_2526"
     CDS             2348780..2349511
                     /locus_tag="BA_2526"
                     /old_locus_tag="BA2526"
                     /note="identified by match to protein family HMM PF02557"
                     /codon_start=1
                     /transl_table=11
                     /product="serine-type D-Ala-D-Ala carboxypeptidase"
                     /protein_id="AAP26381.1"
                     /db_xref="Pathema:BA_2526"
                     /translation="MRIKLVGIFTCMIVILGIFIVYTNQSIGKEPRKTNYETRENSIN
                     KEKNSTSNNIASSFASVQAVVNKEYGLPEDYKPEDLVVPNVPFSFSGTLEKSYLRKEA
                     AEALERLFDLANKEGIQLNAVSGFRSYDYQKKLYANNVKRKGQEHTDRFSAKPGHSEH
                     QTGLTMDVSSKSANNELELTFANTKEGKWLKENAHRAGFIIRYPKGKESITGYAYEPW
                     HIRYVGDIAESIYKKKLTLEEYMNL"
     gene            complement(2349748..2350152)
                     /locus_tag="BA_2527"
                     /old_locus_tag="BA2527"
                     /db_xref="Pathema:BA_2527"
     CDS             complement(2349748..2350152)
                     /locus_tag="BA_2527"
                     /old_locus_tag="BA2527"
                     /note="identified by similarity to GP:21685491"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP26382.1"
                     /db_xref="Pathema:BA_2527"
                     /translation="MFTQKQKLVTTVTALTLGCGFTFGLTPAFADSNKASVSTTPIHS
                     IQKQEQEPFTGYVISVENNYLVVAATSTKDEALAYQNDWWELVSQNKILRVPVSNGKN
                     YTIGEQLNVYAAAWTKSLPPIAVMPKIEKVIQ"
     gene            2351055..2352287
                     /locus_tag="BA_2528"
                     /old_locus_tag="BA2528"
                     /db_xref="Pathema:BA_2528"
     CDS             2351055..2352287
                     /locus_tag="BA_2528"
                     /old_locus_tag="BA2528"
                     /note="identified by match to protein family HMM PF00395;
                     match to protein family HMM PF01520"
                     /codon_start=1
                     /transl_table=11
                     /product="N-acetylmuramoyl-L-alanine amidase, family 3"
                     /protein_id="AAP26383.1"
                     /db_xref="Pathema:BA_2528"
                     /translation="MKNKLIATGILAGSLLSYSTSIVADTHRFPDVPAWADKSVTYLV
                     DKQVLSGYPDGTFGSSDTLDRASAATIMTKALGIHIDLNAKPSFKDSQNHWGTPYIAA
                     AEKAGIIKGEGNGIFNPSGKVTRAAMATMLVNAYKLQNKNTSNGQSKFEDLKGHWGEK
                     FANTLIDLKISVGTDNGWQPNKFITRAEAAQLTAKTDMLQYSHSNPLENKTIIIDPGH
                     GGEDPGKDTKGLPESKIVLDTSLRLQKLLEKHTPFTVLLTRKSDTRPGHDQKSSLQER
                     VKFAKQNQGDIFISVHANAFNGNAKGTETYYYKSSKSEKTNPHVEESRVLAEKIQTRL
                     VDALQTRDRGVKHGDLHVIRENDMPAVLTELAFIDNGIDYSKLSTENGRQIAAEAIYE
                     GILDYYEWKGNNVSEYRL"
     gene            2352592..2353829
                     /locus_tag="BA_2529"
                     /old_locus_tag="BA2529"
                     /note="hemolysin II, authentic frameshift; an automated
                     process has identified a potential problem with this gene
                     model; it may contain one or more premature stops and/or
                     frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2529"
     gene            2354237..2354842
                     /locus_tag="BA_2530"
                     /old_locus_tag="BA2530"
                     /db_xref="Pathema:BA_2530"
     CDS             2354237..2354842
                     /locus_tag="BA_2530"
                     /old_locus_tag="BA2530"
                     /note="identified by similarity to OMNI:NTL01BS02957;
                     match to protein family HMM PF00440"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, TetR family"
                     /protein_id="AAP26384.1"
                     /db_xref="Pathema:BA_2530"
                     /translation="MEKSREQTMENILKAAKKKFGERGYEGTSIQEIAKEAKVNVAMA
                     SYYFNGKENLYYEVFKKYGLANELPNFLEKNQFNPINALREYLTVFTTHIKENPEIGT
                     LAYEEIIKESARLEKIKPYFIGSFEQLKEILQEGEKQGVFHFFSINHTIHWITSIVLF
                     PKFKKFIDSLGTNETNDTNHEWMPEDLVSRIISALTDKPNI"
     gene            complement(2354984..2356462)
                     /locus_tag="BA_2531"
                     /old_locus_tag="BA2531"
                     /db_xref="Pathema:BA_2531"
     CDS             complement(2354984..2356462)
                     /locus_tag="BA_2531"
                     /old_locus_tag="BA2531"
                     /note="identified by similarity to GP:15023392; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP26385.1"
                     /db_xref="Pathema:BA_2531"
                     /translation="MSMIKVQDLTFSYPGSFDNIFEDVNFQIDTDWKLGFIGRNGRGK
                     TTFLNLLLGNYEYSGKILASVEFNYFPYPVADKNKFTHEILEEICPQAEGWEFLREIS
                     YLNVDAEVMYRPFKTLSNGEQTKVLLAALFLNEGQFLLIDEPTNHLDTDARKIVSDYL
                     RKKKGFILISHDRIFLDGCVDHILSINRANIEVQSGDYSSWKLNFDRQQEHEQATNDR
                     LQKDIGRLKQSSKRSASWSHDVGASKNGTRNSGSKLDKGFVGHKAAKMMKRAKNLESR
                     QQKVIEEKSKLLKNVEKTESLKLEALKFKSNELVILADVSVKYDDQVVNEPISFIVEQ
                     DDRIVLDGKNGSGKSSILKLILGQSIQYTGLVTLGTGLTISYVQQDTSHLKGSLSDYI
                     EEQKIDETLFKSILRKMDFDRIQFEKDISHYSGGQKKKLLIAKSLCEKAHLYIWDEPL
                     NFIDIYSRMQIEELIQQFNPTMVIVEHDKAFQQTVATKTISM"
     gene            complement(2356856..2357062)
                     /locus_tag="BA_2532"
                     /old_locus_tag="BA2532"
                     /db_xref="Pathema:BA_2532"
     CDS             complement(2356856..2357062)
                     /locus_tag="BA_2532"
                     /old_locus_tag="BA2532"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26386.1"
                     /db_xref="Pathema:BA_2532"
                     /translation="MSISNSSPFNGQKTRHFEQNMMFIKKDVLLYLISQTIIHDLALS
                     EDDIASPQKECYPKNRNMKGMMDE"
     gene            2357465..2360203
                     /locus_tag="BA_2533"
                     /old_locus_tag="BA2533"
                     /db_xref="Pathema:BA_2533"
     CDS             2357465..2360203
                     /locus_tag="BA_2533"
                     /old_locus_tag="BA2533"
                     /note="identified by match to protein family HMM PF00563;
                     match to protein family HMM PF00989; match to protein
                     family HMM PF00990; match to protein family HMM PF08448;
                     match to protein family HMM TIGR00229; match to protein
                     family HMM TIGR00254"
                     /codon_start=1
                     /transl_table=11
                     /product="sensory box/GGDEF family protein"
                     /protein_id="AAP26387.1"
                     /db_xref="Pathema:BA_2533"
                     /translation="MIPLRKHSHVQFYVLILALVAYLSFCFIFLFVFPNEYFVSDFNI
                     RLSSLVVEITVFISLLYSIASRKIKLGVFWVCITIAIGCFLIGNFISAFQVLNVELPI
                     QNFNISDVFLLFFLFFFLFAFFYKIMMECNKWEKAYLLCDLCIVVTAIFTLEWYLFNK
                     PSANILFFSIGDVFLSFIFPIIDLLLLLLGVTLIFRPAIFNAKSKLFIFILVLTGFAI
                     TDYLYFYLQDDLSDRSVILLRCLYRVFLLFIAIAATIPRSVSSKRNYFIINPTFGKKL
                     LVIFPYLAVAILIGFTLKEQTSSSTLITGNCIAFVFVLIRHIIVRMQNKDLTETLKVF
                     NNQLEQKVFQRTADLIKKSNDLVKNQERFKSLYEYHPDPILTIDPNGTVLNINQSGSI
                     LLGKDSAALIGKECFSIFLDEDKPELEAALKMGKRCSSSSLQLRVKHNNEKDIYFWYV
                     TIVPIMIEGQTFGSYVMVKDITKMKQQQDKINYLAFHDTVTEIGNRIFFQQELEKSIE
                     RAQKTQGEFGLLYIDLNRFKTINDTMGHSIGDSVLKEVAKRFRTCLSPSIPLARIGGD
                     EFAVLVHNHTEQQLLDLCENLFRITEKPFVVNQHSFYLSLSIGIAVYPFGGINTTTLL
                     QHADIAMYSAKEKGNNAVCMYDETLSQKITRRLQLEQDLPNAIENNELFLLYQPQVDS
                     KAGKVIGAEALIRWQHPELGLISPFEFIPIAEETSQIISIGKWTLQEACQQLKEWHSA
                     GYSNLKMGINLSAIEFEQKGFVQTVISIIEEVGVPANSIDLELTERIAMVDEKETLSK
                     LKALKSYGVHLSIDDFGTGYSSLAYLPLYPIDTLKIPREFVNRIGTSNDGDEIIQTII
                     SLAHTLNMKVIAEGVETKEQLTVLQQNACYLIQGYYYSKPVNEDEFINFLNTTQNK"
     gene            2360648..2361154
                     /locus_tag="BA_2534"
                     /old_locus_tag="BA2534"
                     /db_xref="Pathema:BA_2534"
     CDS             2360648..2361154
                     /locus_tag="BA_2534"
                     /old_locus_tag="BA2534"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26388.1"
                     /db_xref="Pathema:BA_2534"
                     /translation="MFIKAERLLIRKFEFKDWEAVHEYTSDSDVMKYIPEGVFTEEDT
                     RNFVNKNMGENAKNFPVILIGENILVGHIVFHKYFGEHTYEIGWVFNPKYFNKGYASE
                     AAQATLKYGFKEMKLHRIIATCQPENTPSYRVMEKIGMRREGYFKKCIPHGNEWWDEY
                     YYAILEEE"
     gene            2361299..2361460
                     /locus_tag="BA_2535"
                     /old_locus_tag="BA2535"
                     /db_xref="Pathema:BA_2535"
     CDS             2361299..2361460
                     /locus_tag="BA_2535"
                     /old_locus_tag="BA2535"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26389.1"
                     /db_xref="Pathema:BA_2535"
                     /translation="MDKVDTRVIIVGGNGFGFSNGFDSSEDIKRLPNDYTGGIWTNCI
                     DKIAPVFKK"
     gene            complement(2361726..2362124)
                     /locus_tag="BA_2536"
                     /old_locus_tag="BA2536"
                     /db_xref="Pathema:BA_2536"
     CDS             complement(2361726..2362124)
                     /locus_tag="BA_2536"
                     /old_locus_tag="BA2536"
                     /note="identified by similarity to EGAD:109184; match to
                     protein family HMM PF09346"
                     /codon_start=1
                     /transl_table=11
                     /product="putative spore coat protein"
                     /protein_id="AAP26390.1"
                     /db_xref="Pathema:BA_2536"
                     /translation="MNNAVDQANKGIQQMLNIKFPNSYHWFLKQYGSGGLDGMDIHGC
                     ETTAADSSVVYHTKSYRETYNLPEQYIVLNDIDGTMTCLDTNQMKDGECPVVFWSRFS
                     KELYAITYENFGDYLLDCLQESVDNLYDED"
     gene            2362418..2363617
                     /locus_tag="BA_2537"
                     /old_locus_tag="BA2537"
                     /db_xref="Pathema:BA_2537"
     CDS             2362418..2363617
                     /locus_tag="BA_2537"
                     /old_locus_tag="BA2537"
                     /note="identified by similarity to OMNI:SA0065; match to
                     protein family HMM PF07992"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26391.1"
                     /db_xref="Pathema:BA_2537"
                     /translation="MKTRDSYKIVVIGAGTAGISSTAHLLRNVPLLKESIAIIDQSKK
                     HYFQPLWSLVGGGIVSKESTVRDQELLIPKGATWIPKSVVKLFPKENKLLLDDGLLLE
                     YEILIVAAGIQINWDGIKGLKESIGTNGVCSNYSYKYVDSTWREIEKFKGGNAVFTHQ
                     NTPIKCGGAPQKIMYLAEEYFSNSGVRNKSEVMFYTANANIFQVPRYANTLEQVLERK
                     QIITNYNKNLVEIIAEKKEAIFEDTQTLKRETVPYSMIHVVPPMGPPNFLKESEISDH
                     QGWIDISPYTLQHVKYKNIFGLGDCTNLPTSKTGAAIRKQIPILKQNIMDVLNGRDLQ
                     AKYDGYTSCPIITGYKSLILAEFNYEHEPQETFPFNQAKERYSMFLLKRYMLPYMYWN
                     FMLKGIL"
     gene            2363684..2365138
                     /locus_tag="BA_2538"
                     /old_locus_tag="BA2538"
                     /db_xref="Pathema:BA_2538"
     CDS             2363684..2365138
                     /locus_tag="BA_2538"
                     /old_locus_tag="BA2538"
                     /note="identified by match to protein family HMM PF00581;
                     match to protein family HMM PF00753"
                     /codon_start=1
                     /transl_table=11
                     /product="metallo-beta-lactamase/rhodanese-like domain
                     protein"
                     /protein_id="AAP26392.1"
                     /db_xref="Pathema:BA_2538"
                     /translation="MLLKYFYDEKLAHASYLVGCQKEGVAIVIDPGRYIEQYIDFAKK
                     EGMEVIAAAETHIHADFLSGSRELSTLYHTNLYVSDEGDCDWKYQYLNEGRYNLVREG
                     TEFKVGHIKFNVIHTPGHTPESISFLVTDTSQNNYTNDKPIGIFTGDFIFVGDIGRPD
                     LLETAVGMKDTAKIGAKQLFDSIQKIKTLPDYLQIWPSHGAGSACGKALGAIPTSTLG
                     YEKMFNWAFQCNEESDFISTLLAGQPEPPRYFSLMKNLNKYGPPIRKKREIFAIKTVE
                     ELQEVMRSVQQIVDIRDGESFASGHIEKSINIPCNNSFTTWCGWLLDYKTETLIILDE
                     EKVRVEEVIRDFESIGLDNIIAFAPLQVIQRLDRFESYKEKTSIELYPHIKDGRVKVI
                     DVRSKKEWDEGHLHDAIHIPLGNLLKQLDCIPKDCPIVLQCRTGLRSAIAASILQRAG
                     IKEVVNLKGGFLAWNKEELPYTTCNLNVEGNNFY"
     gene            2365249..2365467
                     /locus_tag="BA_2539"
                     /old_locus_tag="BA2539"
                     /db_xref="Pathema:BA_2539"
     CDS             2365249..2365467
                     /locus_tag="BA_2539"
                     /old_locus_tag="BA2539"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26393.1"
                     /db_xref="Pathema:BA_2539"
                     /translation="MDIVLSGHAQGGQFKLLFISKLVALNQGVLPTYSAGLYEKQNTS
                     MVVSRGLGNSNIPQRIFNRPELVVVQLN"
     gene            2365677..2365928
                     /locus_tag="BA_2540"
                     /old_locus_tag="BA2540"
                     /db_xref="Pathema:BA_2540"
     CDS             2365677..2365928
                     /locus_tag="BA_2540"
                     /old_locus_tag="BA2540"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26394.1"
                     /db_xref="Pathema:BA_2540"
                     /translation="MHKEYEIEEYTAIEEQIHYYCKCLLVTHPDQIIKYLEKRLEKYA
                     ETLQYAHLYPDTVILPLQQLVIEYSLDVARIRKYMNLKT"
     gene            2366173..2366841
                     /locus_tag="BA_2541"
                     /old_locus_tag="BA2541"
                     /db_xref="Pathema:BA_2541"
     CDS             2366173..2366841
                     /locus_tag="BA_2541"
                     /old_locus_tag="BA2541"
                     /note="identified by match to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP26395.1"
                     /db_xref="Pathema:BA_2541"
                     /translation="MLHNLSLQVEKAEIFGLVGPSGSGKTTLIKLIAGINEATEGEVL
                     VYNTNMPNLNEMKRIGYMAQADALYEELSAYENADFMATMYGLKGKHKKERIEKVFDL
                     VQLSQHMKKQVQHFSGGMKKRLSLAIALLHEPEILILDEPTVGIDPLLRKTIWEKFYD
                     LKKKGTTIIVTTHIMDEAEFCERLGLIREGKLVATGTTEELKKRVSSGRIEDVFLLEE
                     VAEL"
     gene            2366838..2367857
                     /locus_tag="BA_2542"
                     /old_locus_tag="BA2542"
                     /db_xref="Pathema:BA_2542"
     CDS             2366838..2367857
                     /locus_tag="BA_2542"
                     /old_locus_tag="BA2542"
                     /note="identified by similarity to OMNI:NTL01LL0262; match
                     to protein family HMM PF01061"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter, permease protein"
                     /protein_id="AAP26396.1"
                     /db_xref="Pathema:BA_2542"
                     /translation="MRVTGVIIRIIRQFFRDKRSLAMMFGAPMLLLWLLSLVFTQKDY
                     VPHIAVVDMPAQLVKVMKNQEASIYEYNTEKAMSELENQKVDAVIRLENGKMNIVLEG
                     SDSSKNRAVLQILQKSTEKNDISIMKPEVNYLHGSKDFTMFDGLGPVLIGFFTFFFVF
                     ILSGVSFVRERLSGALERLLSTPIKRWEIVVGYIIGFGIFAFIQSIIIVSFSVYILDL
                     YVAGSIWLTLLITCMLSLTALTLGTFLSAYANNEFQMIQFIPLVIVPQIFFSGLFPIE
                     SMNKWLQMLGKLFPLTYGADAMRQVMIRNQGFTEIALDLTVLLFFSVLFAVGNVFALK
                     KHRKI"
     gene            2367882..2368535
                     /locus_tag="BA_2543"
                     /old_locus_tag="BA2543"
                     /db_xref="Pathema:BA_2543"
     CDS             2367882..2368535
                     /locus_tag="BA_2543"
                     /old_locus_tag="BA2543"
                     /note="identified by similarity to GP:16410328; match to
                     protein family HMM PF00440"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, TetR family"
                     /protein_id="AAP26397.1"
                     /db_xref="Pathema:BA_2543"
                     /translation="MKKDWLEELIAATNTDKRNERQMRILEAAVDMFGEKGYASTSTS
                     EIAKRAGVAEGTIFRYYKTKKDLLLAVVMPTLMKFAAPFFVQAFAKEIFKSEYESYEG
                     LLRVVIHNRFDFAKKHFPMIKILIQEVPFHPELKNEIQQLVETELLLHFKKLIEKFQE
                     KGKIIEMPPATVLRLTLSAVFGLLLTRFLLLPEEKWDDETEIENTIQFILYGLTPRN"
     gene            complement(2368504..2368650)
                     /locus_tag="BA_2544"
                     /old_locus_tag="BA2544"
                     /db_xref="Pathema:BA_2544"
     CDS             complement(2368504..2368650)
                     /locus_tag="BA_2544"
                     /old_locus_tag="BA2544"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26398.1"
                     /db_xref="Pathema:BA_2544"
                     /translation="MFLVNKYLFIKNITNINRLFKGDLLFYLNVTYVIHTSTINFVAL
                     IRTI"
     gene            complement(2368657..2368956)
                     /locus_tag="BA_2545"
                     /old_locus_tag="BA2545"
                     /db_xref="Pathema:BA_2545"
     CDS             complement(2368657..2368956)
                     /locus_tag="BA_2545"
                     /old_locus_tag="BA2545"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26399.1"
                     /db_xref="Pathema:BA_2545"
                     /translation="MKKKLSSIVSVLALSIMFLGTSAHAEYDGTNMNRVNNTDISTRV
                     NDNNLDRVNNDVRTRNVNTTNDLNDNRDRNNNWAWLGLLGLAGLLGLRRRDKEVR"
     gene            2369189..2370157
                     /locus_tag="BA_2546"
                     /old_locus_tag="BA2546"
                     /db_xref="Pathema:BA_2546"
     CDS             2369189..2370157
                     /locus_tag="BA_2546"
                     /old_locus_tag="BA2546"
                     /note="identified by similarity to OMNI:NTL01ST1386; match
                     to protein family HMM PF04463; match to protein family HMM
                     PF08349"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26400.1"
                     /db_xref="Pathema:BA_2546"
                     /translation="MRQFAKPTIVVSKCLEFDACRYNGEMIPDVTIRNLQPFVTFIPV
                     CPEVEIGLGTPRETIRIVEEKGVNKLVQPSTREDLTEKMEQFSNEFLQTLSDVDGFIL
                     KNRSPSCGTRDVKIYSGFEKAPAKGKGPGLFGGAVVKKFSHLPIEEEGRLSNFIIREH
                     FFTRLFTIAYYKMIKRNKNMKDLVSFQSDNKYLFMAYNQVKQKELGRIIANQKNETIE
                     VVFENYEKTLYELFMRTPRYTSNVNVCEHIFGYFKTKLKKQEKDHFLNLIQKYIEKKI
                     PLSSLLAILKSWALRFDEKYLLRQTYFEPYPEALVEISDSGKGRDY"
     gene            2370374..2371519
                     /locus_tag="BA_2547"
                     /old_locus_tag="BA2547"
                     /db_xref="Pathema:BA_2547"
     CDS             2370374..2371519
                     /locus_tag="BA_2547"
                     /old_locus_tag="BA2547"
                     /EC_number="1.3.99.-"
                     /note="identified by similarity to SP:P45867; match to
                     protein family HMM PF00441; match to protein family HMM
                     PF02770; match to protein family HMM PF02771; match to
                     protein family HMM PF08028"
                     /codon_start=1
                     /transl_table=11
                     /product="acyl-CoA dehydrogenase"
                     /protein_id="AAP26401.1"
                     /db_xref="Pathema:BA_2547"
                     /translation="MEFTLTREKQMIKEMVRDFAEKEIAPKAVYYDKTAEFPYETFQK
                     MGELGLLGIPFPEEYGGSGGDTVSYALAVEEIGRACGGTGLSYAATISLGASPIYYFG
                     TEEQKQKYLVPMASGKTLGAFGLTEPNAGSDAGGTQTKAILDGDEYVISGEKCWITNA
                     EYANTIIVTAVNGIEENGRKRISAFIVPTTSEGLTISSPYDKMGVRASNTCEIVLDGV
                     RVPKENILGDVNKGFKQFLYTLDGGRISIAVLAVGIAQSAFERALQYAKERQQFGKAI
                     SNFQAIQFKLADMATEVELARNLVHKAAWLKDNDKPFGKEAAMAKLFASEAASRIANQ
                     AVQIHGGYGYMREYEVERHIRDAKLLEIGEGTSEIQRLVIARHLGCR"
     gene            2371535..2372872
                     /locus_tag="BA_2548"
                     /old_locus_tag="BA2548"
                     /db_xref="Pathema:BA_2548"
     CDS             2371535..2372872
                     /locus_tag="BA_2548"
                     /old_locus_tag="BA2548"
                     /note="identified by match to protein family HMM PF00289;
                     match to protein family HMM PF02222; match to protein
                     family HMM PF02785; match to protein family HMM PF02786;
                     match to protein family HMM PF08443"
                     /codon_start=1
                     /transl_table=11
                     /product="putative acetyl-CoA carboxylase, biotin
                     carboxylase"
                     /protein_id="AAP26402.1"
                     /db_xref="Pathema:BA_2548"
                     /translation="MFQKILIANRGEIAVRIMKTCQKLGIRTVAIYSEADENALHVKM
                     ANEAYLVGGPRVQESYLNLEKIIEIAKKTNAEAIHPGYGLLSENPSFPVRCKEEGIVF
                     IGPSEEIITKMGSKIESRIAMQAADVPVVPGITTNIETAEEAIEIAKQIGYPLMLKAS
                     AGGGGIGMQLMETEQTLTKAFESNKTRAQNFFGNGEMYLERYIADAHHIEIQLLADTH
                     GNTVYLWERECSVQRRNQKVIEEAPSPFLDEGTRKAMGEIAVQAAKALGYTNAGTVEF
                     LVDEQKNFYFLEMNTRLQVEHPVTEEITGLDLVEQQLLIAYGEKLSFTQDDIKRSGHA
                     IEARIYAEDPKTFFPSPGKITDLTLPTNVRIDHFLENQVTITPFYDPMIAKVIAHGET
                     REEAISKLHDALEELKVEGIKTNTPMLLQVLEDDVFKSGIYTTGFVTKQLVKK"
     gene            2372902..2373114
                     /locus_tag="BA_2549"
                     /old_locus_tag="BA2549"
                     /db_xref="Pathema:BA_2549"
     CDS             2372902..2373114
                     /locus_tag="BA_2549"
                     /old_locus_tag="BA2549"
                     /note="identified by similarity to GP:6449063; match to
                     protein family HMM PF00364"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26403.1"
                     /db_xref="Pathema:BA_2549"
                     /translation="MTKVYASMAGNVWKIVVGVGDTVEEEQDVVILESMKMEIPIVSE
                     EAGTVMKINVQEGDFVNEGDVLLEIE"
     gene            2373136..2374047
                     /gene="mvaB"
                     /locus_tag="BA_2550"
                     /old_locus_tag="BA2550"
                     /db_xref="Pathema:BA_2550"
     CDS             2373136..2374047
                     /gene="mvaB"
                     /locus_tag="BA_2550"
                     /old_locus_tag="BA2550"
                     /EC_number="4.1.3.4"
                     /note="identified by similarity to EGAD:2448; match to
                     protein family HMM PF00682"
                     /codon_start=1
                     /transl_table=11
                     /product="hydroxymethylglutaryl-CoA lyase"
                     /protein_id="AAP26404.1"
                     /db_xref="Pathema:BA_2550"
                     /translation="MKLPNFAVIKEVGPRDGLQNEKKIVGTKDKVKWIQLLTEAGLSY
                     VEVSSFVHPKWVPALADANDVFSELKRDPNVTYAALVPNQNGLERAFLQNVDEVNVFL
                     SASESHNKSNINKSIKEALVVIEDITKQALFEGKKVRGYVSTVFGCPYEGDISAIAVD
                     ELCDQLFSYGIYEVSLGDTIGVANPLQVERVLEHLLKKYDASQFAMHFHNTYGMALAN
                     VVKSLEYGITTFDSSCGGLGGCPYAPGASGNVATDDLVHMLHKLGVQTNIDEEKLLRA
                     SQFIQSKLNIQLPSHVYRALQHKTISR"
     gene            2374052..2374840
                     /locus_tag="BA_2551"
                     /old_locus_tag="BA2551"
                     /db_xref="Pathema:BA_2551"
     CDS             2374052..2374840
                     /locus_tag="BA_2551"
                     /old_locus_tag="BA2551"
                     /note="identified by match to protein family HMM PF00378"
                     /codon_start=1
                     /transl_table=11
                     /product="enoyl-CoA hydratase/isomerase family protein"
                     /protein_id="AAP26405.1"
                     /db_xref="Pathema:BA_2551"
                     /translation="MLQLQNISVDYATPHVVKISLNRERQANSLSLALLEELQNILTQ
                     INEEANTRVVILTGAGEKAFCAGADLKERAGMNEEQVRHAVSMIRTTMEMVEQLPQPV
                     IAAINGIALGGGTELSLACDFRIAAESASLGLTETTLAIIPGAGGTQRLPRLIGVGRA
                     KELIYTGRRISAQEAKEYGLVEFVVPVHLLEEKAIEIAEKIASNGPIAVRLAKEAISN
                     GIQVDLHTGLQMEKQAYEGVIHTKDRLEGLQAFKEKRTPMYKGE"
     gene            2374843..2376384
                     /locus_tag="BA_2552"
                     /old_locus_tag="BA2552"
                     /db_xref="Pathema:BA_2552"
     CDS             2374843..2376384
                     /locus_tag="BA_2552"
                     /old_locus_tag="BA2552"
                     /note="identified by match to protein family HMM PF01039"
                     /codon_start=1
                     /transl_table=11
                     /product="carboxyl transferase domain protein"
                     /protein_id="AAP26406.1"
                     /db_xref="Pathema:BA_2552"
                     /translation="MIDQKQQSNTFEERVETIKRGGAPKYHEQNKAKGKLFVRDRLAL
                     LFDNGEYVEDALFANCEETGLPADGVITATGKIHGRTACVMANDSTVKAGSWGARTVE
                     KILRIQETAEKLRVPLFYLVDSAGARITDQVEMFPGRRGAGRIFYNQVKLSGKVPQVC
                     LLFGPSAAGGAYIPAFCDVVMMVEGNASMYLGSPRMAEMVIGEKVTLEEMGGARMHCS
                     ISGCGDVLCKTEEDAITQARQYISYFPNNYLEKTPLVTPQEPKQFDKTLEQIIPENQN
                     APFNMKDLINRVIDEGSFYEVKKLFAQELITGLARIDGKPVGIIANQPRMKGGVLFHD
                     SADKAAKFINLCDAYHIPLLFLADVPGFMIGTKVERAGIIRHGAKMISAMSEATVPKI
                     SIVVRKAYGAGLYAMAGPAFEPDCCLALPTASIAVMGPEAAVNAVYANKIAALPEEER
                     DSFIAEKREEYKKDIDIYHLASEMVIDGIVHPNNLREELKGRFEMYMSKYQVFTDRKH
                     PVYPV"
     gene            2376434..2378374
                     /locus_tag="BA_2553"
                     /old_locus_tag="BA2553"
                     /db_xref="Pathema:BA_2553"
     CDS             2376434..2378374
                     /locus_tag="BA_2553"
                     /old_locus_tag="BA2553"
                     /note="identified by similarity to SP:P27095; match to
                     protein family HMM PF00501"
                     /codon_start=1
                     /transl_table=11
                     /product="putative acetoacetyl-CoA synthase"
                     /protein_id="AAP26407.1"
                     /db_xref="Pathema:BA_2553"
                     /translation="MKQAVWFPTEEYKEKTRLYGWMKSLGYEDYETFYNKSIEETAWF
                     WGEAEKVVGYQWMKPYTEVLDLQNGTPFAQWYNGGTCNVVESVLSRWLADDETRTQPA
                     LQYEGENGTSKSFTYEELDSWVSRAANGLKHAGIEKGDRVTIYMPMIPETVVAMLAVM
                     KIGAIISPIFSGFASDAVMTRVQAAGSKMIITADGFSRRGKIVSLKDEVDKACEHCPT
                     VEKVVIVRHAGNDFTPHNYDFSWSTLEKEKPFVHAEEMHSDDPLMLIYTSGTTGKPKG
                     TVHTHAGFPLKAAFDAGFGMNIKQGDRVLWVTDMGWMMGPFLLFGSLINGATMVMYEG
                     VPDFPKADRLWETVDKYEITHLGISPTLIRALMAKGDEYVNKHSLKSLEVFASTGEPW
                     NPDPWMWLFETVGKSNVPICNYSGGTEISGGIFGNVLIKPIAPISFNASLPGMAAVVL
                     DDQGNPIRDEVGELCLEKPWVGMTKSFWEDDERYVNTYWSRFENKWVHGDWVVYDGEQ
                     YIITGRSDDTLNIAGKRIGPAEYESILVKHNDVIEAAAIGVPDDVKGEVCHCFVVLRD
                     NVTFTGELKKELMSLVNSHIGKALCPKDIHVVEDLPKTRNSKVMRRVIKAAYLGKELG
                     DLSSLVNPEVVPFIQGLQSSKL"
     gene            2378544..2378873
                     /gene="exsK"
                     /locus_tag="BA_2554"
                     /old_locus_tag="BA2554"
                     /db_xref="Pathema:BA_2554"
     CDS             2378544..2378873
                     /gene="exsK"
                     /locus_tag="BA_2554"
                     /old_locus_tag="BA2554"
                     /codon_start=1
                     /transl_table=11
                     /product="exosporium protein K"
                     /protein_id="AAP26408.1"
                     /db_xref="Pathema:BA_2554"
                     /translation="MGSRYSNSRKKCSCKQCSCKQDDCWDVFEECKKEHEEQNKACDC
                     CCVQGIRDELRKLVNRSVRITTGSNNYAGTVSSVTCDVVKLANSAGVVTVIISVCKIE
                     AIEALLT"
     gene            2379012..2379536
                     /locus_tag="BA_2555"
                     /old_locus_tag="BA2555"
                     /db_xref="Pathema:BA_2555"
     CDS             2379012..2379536
                     /locus_tag="BA_2555"
                     /old_locus_tag="BA2555"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26409.1"
                     /db_xref="Pathema:BA_2555"
                     /translation="MKLIKLEPFKRSDFKRLINWIDSEEFLIQWSGNAFTYPLHEQQL
                     EKYIESENTLAFKVIDEETKEVIGHISLGQIDHINKSARIGKVLVGDTRMRGRSIGKH
                     MMKAVLHIAFDELKLHRVTLGVYDFNTSAISCYEKIGFVKEGLLRESKKVGETYWNLW
                     EMSMLEYEWGDKKQ"
     gene            2379585..2380145
                     /locus_tag="BA_2556"
                     /old_locus_tag="BA2556"
                     /db_xref="Pathema:BA_2556"
     CDS             2379585..2380145
                     /locus_tag="BA_2556"
                     /old_locus_tag="BA2556"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26410.1"
                     /db_xref="Pathema:BA_2556"
                     /translation="MNKKTKIITIAAVSGGGKTTVTERLTHKLMNSKALYFDRYNFDN
                     CPTDICKWIDDGANYDEWVLTPLIKDIQHLIRDSNVDYIIVDYPFAYLNSEMRQFIDV
                     TIFIDTPLDIAMARRILRDFKEDTISEIHNDLEHYINYARKAYLEALHTVKPNSDIVL
                     DGALSVDQIINQIEEELYRREVIANG"
     gene            2380138..2380878
                     /locus_tag="BA_2557"
                     /old_locus_tag="BA2557"
                     /db_xref="Pathema:BA_2557"
     CDS             2380138..2380878
                     /locus_tag="BA_2557"
                     /old_locus_tag="BA2557"
                     /note="identified by similarity to OMNI:NTL01BS02379"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26411.1"
                     /db_xref="Pathema:BA_2557"
                     /translation="MVKSIEKYVQVDDFKIYSKVFQGKKLQPVIIMEAGYGDYSKAWD
                     LIAEELTEYGTVLTYDRAGVGKSGKSSKRRISSEMIKDLRSCLEQLQLKPPYIFVGHS
                     FGGINARLFANFYPEDMSGIVLVDSTPENYKEDFLPIMSLEFQEAYYKQFVYESSYEE
                     FMFSLSEANKHCQSMRNIPLAVLVTGKKAYYSQEAQMKWLQLQEELLRLSNNHTFVIA
                     EQSGHYIQKDEPHYIIDAVKWIIEVEER"
     gene            2380881..2381339
                     /locus_tag="BA_2558"
                     /old_locus_tag="BA2558"
                     /db_xref="Pathema:BA_2558"
     CDS             2380881..2381339
                     /locus_tag="BA_2558"
                     /old_locus_tag="BA2558"
                     /note="identified by similarity to OMNI:NTL01BH1895; match
                     to protein family HMM PF05163"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26412.1"
                     /db_xref="Pathema:BA_2558"
                     /translation="MYTLFQYNWQVRDDWFKWCEQLSKEELLRKRIGGVGSILETLFH
                     IVDVEYSWINALQEKEDCVPQFKEYQSIQKVKALSNLYKRELEDFLQVWSANLECKIL
                     KASWTDKTYTYGEVLRHVIVHEIHHIGQLSIWARELNLRPVSANLIGRGL"
     gene            complement(2381398..2382414)
                     /locus_tag="BA_2559"
                     /old_locus_tag="BA2559"
                     /db_xref="Pathema:BA_2559"
     CDS             complement(2381398..2382414)
                     /locus_tag="BA_2559"
                     /old_locus_tag="BA2559"
                     /note="identified by match to protein family HMM PF00768"
                     /codon_start=1
                     /transl_table=11
                     /product="serine-type D-Ala-D-Ala carboxypeptidase"
                     /protein_id="AAP26413.1"
                     /db_xref="Pathema:BA_2559"
                     /translation="MQFLKKITILLLSFVITALIVLYFYLYVNGPIIQAKSAILIDAN
                     SGEVVYKKNEENSIQSATLSKLMTEYIVLEQLDKGNIQLDEVVKISNEVFRAETSPIQ
                     VTSKDKTTVRDLLHALLLTGNNRSTLALAEHIAGNEDNFTQLMNEKAKQLKLSQPSPF
                     LNATGMNNGTNKLSTTTAIEVGKLATRLVTDFPDVLNVTKLTSYQFTFKDTKVFNTNK
                     MIYSLNKNIKLQGVDGLQTSFSTNSNYSFVSTAKRGDTRLISVILDADNENSTFIETK
                     KLLQYGFDPSSYSALQAFKDAVTSWAVLLQFKNLIIQTLLIFFIITILMLLHIRQKKS
                     EDFN"
     gene            complement(2382596..2383753)
                     /locus_tag="BA_2560"
                     /old_locus_tag="BA2560"
                     /db_xref="Pathema:BA_2560"
     CDS             complement(2382596..2383753)
                     /locus_tag="BA_2560"
                     /old_locus_tag="BA2560"
                     /EC_number="2.7.13.3"
                     /note="identified by similarity to GP:16411909; match to
                     protein family HMM PF00512; match to protein family HMM
                     PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase"
                     /protein_id="AAP26414.1"
                     /db_xref="Pathema:BA_2560"
                     /translation="MRNEAFDILKDIPKWKLIFWLLLAITLTPITELIIYRLVTSVIE
                     SSLTLSELGKEFIRIFGYEKYKGIKESLWMMIVSYLFLFSIFSSYLYIFYRHERKLYY
                     ETCIKKMIEEIRYIANGNFNHKVSIVNHNYLEELASGVNQIVEQLKVSIDEERQAEQA
                     KSELITNVSHDLRTPLTSIVGYVNLIHHDNYRDEVELRHYIQVIYDKVTRLNALMNDL
                     FEYTRVQNKELSLYSVPIDIVELLGQLTVQFRIQLQEANIDCRPFFPSKKLMVLADGD
                     KLVRVFENLIINAIAYGNDGDYIDITAYENNNMIAIDITNYGQPIPSTDLPHIFERFY
                     RVEKSRSTNTGGSGLGLAIAKSIVELHKGTIEVYSDDKKTTFTVKLQPYKC"
     gene            complement(2383743..2384438)
                     /locus_tag="BA_2561"
                     /old_locus_tag="BA2561"
                     /db_xref="Pathema:BA_2561"
     CDS             complement(2383743..2384438)
                     /locus_tag="BA_2561"
                     /old_locus_tag="BA2561"
                     /note="identified by similarity to GP:16411910; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF00486"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator"
                     /protein_id="AAP26415.1"
                     /db_xref="Pathema:BA_2561"
                     /translation="MNKNILIIDDDKEIVELLAVYLRNEGYNIYKAYDGDEALQMIST
                     YEVDLMILDIMMPKRNGLEVCQEVRENNTVPILMLSAKAEDMDKILGLMTGADDYMIK
                     PFNPLELVARVKALLRRSSFQNASSPKNEDGMIRIRSAEIHKHNHTVKVNGEYIKLTS
                     IEFDILYLLASNTGRVFSSEEIFERVWNEDGYGSNKTVMVHISNLRDKLETGMNGEKF
                     IHTVWGVGYKIEK"
     gene            2384630..2385238
                     /locus_tag="BA_2562"
                     /old_locus_tag="BA2562"
                     /db_xref="Pathema:BA_2562"
     CDS             2384630..2385238
                     /locus_tag="BA_2562"
                     /old_locus_tag="BA2562"
                     /note="identified by similarity to OMNI:EF1841; match to
                     protein family HMM PF01966; match to protein family HMM
                     TIGR00488"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein TIGR00488"
                     /protein_id="AAP26416.1"
                     /db_xref="Pathema:BA_2562"
                     /translation="MLYKDIYSFTPTGKIETDIKAFLLKYNKEVTYKHSIRVANESRK
                     IAVMYHVNEEKAAIAGYLHDISAIFPNEVRITVAEEFGIDLLEEERKFPMIIHQKLSR
                     VLAKEIFKVHDEETLNAICCHTTLRKHATKMDLVLFVADKIEWDQNGTPPYLVEVKKG
                     LEKSLEHAAFAYISYLWDRKDTLKVLHPWLEDAYWQLKEIVE"
     gene            2385507..2385812
                     /locus_tag="BA_2563"
                     /old_locus_tag="BA2563"
                     /db_xref="Pathema:BA_2563"
     CDS             2385507..2385812
                     /locus_tag="BA_2563"
                     /old_locus_tag="BA2563"
                     /note="identified by similarity to EGAD:167773"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26417.1"
                     /db_xref="Pathema:BA_2563"
                     /translation="MYCTYQFSLKYFAGDIKYKRFIQAANHEDLPGLYPSLGRKKEIS
                     YPDVFLINATKDIIMFMYDDRGSEVISKNKETIRNLYEKYKEWIPDYKRESIDKLFK"
     gene            2385836..2386546
                     /locus_tag="BA_2564"
                     /old_locus_tag="BA2564"
                     /db_xref="Pathema:BA_2564"
     CDS             2385836..2386546
                     /locus_tag="BA_2564"
                     /old_locus_tag="BA2564"
                     /note="identified by match to protein family HMM PF01048"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphorylase family protein"
                     /protein_id="AAP26418.1"
                     /db_xref="Pathema:BA_2564"
                     /translation="MKRIAIVAAWEPELTYLHQSYPSERIEKRAAWEFHFHTINDLEI
                     ISVITGVGKVSCASCAQLLISEFQPDELFMTGICGSLSTKVKNGHIVVALNAIQHDVT
                     AAGSGEDVFNLYNGRTAPIETTKSLVRRIKKIRSYDPIHFGTFLSGDQRIRSSEMRYL
                     LHTVYGALAVDQEVAAFAYVCQINKKPFLCLKAASDQANDKTKEEQKIFKMLACERAC
                     EHLIAFLRVYEINVVNHR"
     gene            2386563..2387198
                     /locus_tag="BA_2565"
                     /old_locus_tag="BA2565"
                     /db_xref="Pathema:BA_2565"
     CDS             2386563..2387198
                     /locus_tag="BA_2565"
                     /old_locus_tag="BA2565"
                     /note="identified by similarity to OMNI:NTL02ML0189"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26419.1"
                     /db_xref="Pathema:BA_2565"
                     /translation="MESTNKIAILGANGKAGKILVNEALEKGYQVKILTRNSTNTEKI
                     NKNIETIIGDARNFSTIQDLLQGCSAVINAVGQPKNESYIFSTVTKHILEAMKESKIK
                     RYILISGGSLNVTGDQKGIINKIGATLFKLFLPKMMQDKYKELQIIQNSEVDWTIVRL
                     PFVIEGNGIGSIKESLVDMPGIKIQNGDIAPFVIKQINSDRYVGKCPFISN"
     gene            2387292..2388140
                     /locus_tag="BA_2566"
                     /old_locus_tag="BA2566"
                     /db_xref="Pathema:BA_2566"
     CDS             2387292..2388140
                     /locus_tag="BA_2566"
                     /old_locus_tag="BA2566"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26420.1"
                     /db_xref="Pathema:BA_2566"
                     /translation="MIQYKRCSEINIDLVYEAFRDGFSDYIIKMEVSKGDFIKRFFGL
                     EGNSLEHSFLALDGDKPVGVILGGIKDYENIKTMRCGTLAVHPNYRGVGVSQKLFELH
                     KEEALQNECKQLFLEVIVGNDRAIRFYNKLGYEKVYDLSYYNLKDMTKIIHRECKGIE
                     VKQLEFAAFKVEIQKWLHFHINWQNDMDYIEKTNHTFYGAYVDNDLKGSICINEQGKI
                     SFIFIDKEYRNRGIGSKLLQVARDELNLESLLISFPNNSLLEGFVKKTGFEKNSLAQY
                     EMYVLL"
     gene            2388248..2388622
                     /locus_tag="BA_2567"
                     /old_locus_tag="BA2567"
                     /db_xref="Pathema:BA_2567"
     CDS             2388248..2388622
                     /locus_tag="BA_2567"
                     /old_locus_tag="BA2567"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26421.1"
                     /db_xref="Pathema:BA_2567"
                     /translation="MDNGLKFKIFELHCFVQKTYSDMKIACDIAIYQENTSKYLISLG
                     FLNKSYMTYIEAKRYYRENEELVSVEFDNFFDTYDILEQELKKVISTEDKNPSVLHSR
                     FDQFQQKVENINDLIKVLQNAR"
     gene            2388792..2391363
                     /locus_tag="BA_2568"
                     /old_locus_tag="BA2568"
                     /note="neutral protease, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2568"
     gene            2391718..2392278
                     /locus_tag="BA_2569"
                     /old_locus_tag="BA2569"
                     /db_xref="Pathema:BA_2569"
     CDS             2391718..2392278
                     /locus_tag="BA_2569"
                     /old_locus_tag="BA2569"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26422.1"
                     /db_xref="Pathema:BA_2569"
                     /translation="MAIKQDEIKVVVGAGAFNNNPGWIQTQEDELNLLNKATWKERFE
                     YNSISAILAEHVWEHLTFEEGVRAARICYEFLKPTGHIRCGVPDAFFRDEVYQNIVQI
                     GGPGPKDHPAASHKIVHNYKTLTKMFETAGFEVVLLEYCDENGKFYYNEWDANDGVIF
                     RSKRYDSRNKGDKLGFPSLIVDAIKR"
     gene            2392415..2393152
                     /locus_tag="BA_2570"
                     /old_locus_tag="BA2570"
                     /db_xref="Pathema:BA_2570"
     CDS             2392415..2393152
                     /locus_tag="BA_2570"
                     /old_locus_tag="BA2570"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by similarity to OMNI:NTL01OI1008"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26423.1"
                     /db_xref="Pathema:BA_2570"
                     /translation="MQPIKQVALTCITHDPTGSLLSTIKELKEKLIHLNYHKKYITIS
                     NVTPKEIVKELEECNFHINIVEKSGVGNARRDCLKYVSNYNHDYYHYCDFDRLLTWMK
                     EYPAELNSFIQNIADVDYLIIGRTDRAFQTHPEEWQVTETVSNKIMSLQLGKQVDITA
                     GSCAFSKQAADYIIKYSKCRMTDGEWPMIIKEFTDFKIGYIAVDGLKYVNSLNQDNII
                     DPIKAWSTRLELSYIISQSIMNITKTT"
     gene            2393240..2393719
                     /locus_tag="BA_2571"
                     /old_locus_tag="BA2571"
                     /db_xref="Pathema:BA_2571"
     CDS             2393240..2393719
                     /locus_tag="BA_2571"
                     /old_locus_tag="BA2571"
                     /note="identified by similarity to GP:16409775; match to
                     protein family HMM PF08327"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26424.1"
                     /db_xref="Pathema:BA_2571"
                     /translation="MLAVIDKQNNEYVVQFDRHFSYSIEEVWSVLTENSKLKKWMSNL
                     QIESLKTDGVIKFDMMDGSFINIDIIECQQNSVLEFTWDKDRVRFEIHKEEDGTLLLL
                     KEYIHVLTDHTPKDIAGWHICLDLFSAVLKGEEKEFSKDKWQQWFEIYKGKVFELRG"
     gene            2393799..2396966
                     /locus_tag="BA_2572"
                     /old_locus_tag="BA2572"
                     /db_xref="Pathema:BA_2572"
     CDS             2393799..2396966
                     /locus_tag="BA_2572"
                     /old_locus_tag="BA2572"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by similarity to SP:O34863; match
                     to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="excinuclease ABC, A subunit-related protein"
                     /protein_id="AAP26425.1"
                     /db_xref="Pathema:BA_2572"
                     /translation="MKVNQLIANNINKLVTDIPFNKSFGVAGLSGSGKTTFCQTIGEE
                     SKKRLISLLPKAEYQYLFPNIMETNFSAIKMEDMPLVLFLGKSSISSNPRSTIGTHTG
                     VFTEIREKLADVFYLSPEVFSFNNQLGWCSGCKGRGTTKNIECKKCKGKRYSEEIEQH
                     TIDLFAKPHTISNINDLSVESILSLAEELNISEAKQHILQNIINMNIGYLTLNRIMGT
                     LSGGELTRLYLAEFMAVSENAVIIIDEISVGLDHETLLQILAEIKQLGCKNQIWLIDH
                     SDTVLDTTDKQLFFGPGSGKYGGQIVKESPRPKPILWDLNKEFPTEYYTFRELYCRNI
                     QMAEFQIPKNRLVTVTGESGCGKSTLVNECLATDFLKRYPKDRLVMVGQDRNQSITSR
                     STVATFLDIKKKLTKYSEEIDDIFERSIEDIIDELPNEDIAYKRLSLLIKLGLGYLTL
                     ERKTQTLSTGEFQCVHLVSELFANTRNPHTLFIFDEPSKGLSQNILNQFIDSVRGILQ
                     DESVSIIMIEHNSYMLESSDYIVDFGKRQIEAINHLEVVSHDDYYRQRTSVNNVEQIH
                     ITSALKPKEGVHYLEGNHINYFKNAENVYKGGILKSLSSMARLIYGEYESNTIAPVIA
                     IDLEKHLYSQYSFLYEVGGIINHIVAAHPTNKDTRSFDFYSQDNHCPSCSGRLQIEVF
                     DKDITIQNKNVPFWDGLFNPEIMKVLKFYQYEKIEFLFEEIKNELGHDLSKSYNDMSE
                     EKHTFWYGYFEKSFYDKKGKTRRTWVGFNTIIGGYIVISKAPIKEEIKASKEMVTCPI
                     CEGTVLNHHKPLIFGNSDIREIINQQVDEVLKLVGDLPELHKLKSIVGGDMRLTEDVS
                     LLPRKAQVALKMFELEQASFSNYEMVLQNVLPFWDEIKGNIESISVNNQVTVCDFPNV
                     YETRENIIDQYFTNGKYKKLTYVYEAFGYKKLVTQINKIKKSNPCPFCKGKKVITEDN
                     LHDGVFKLTIPCVICNASGINDEGLKEVVEGVDVKTWLTGKVSDVVDENLLTEAVAQI
                     PIFNRIRELDKRDMMAVYECLERNQ"
     gene            2397348..2397689
                     /locus_tag="BA_2573"
                     /old_locus_tag="BA2573"
                     /db_xref="Pathema:BA_2573"
     CDS             2397348..2397689
                     /locus_tag="BA_2573"
                     /old_locus_tag="BA2573"
                     /note="identified by similarity to OMNI:SP0789; match to
                     protein family HMM PF03551"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26426.1"
                     /db_xref="Pathema:BA_2573"
                     /translation="MDRTSLIKGHLEMCVLSILSKKKSYGYEIMKELEVHNLKLKGVG
                     SIYPILTKLKIQEWVNTYQEVTDSGKVRIYYEINENGKIRLEKKINEWLELQSDIQTL
                     LKSGLKGDLLK"
     gene            2397686..2398216
                     /locus_tag="BA_2574"
                     /old_locus_tag="BA2574"
                     /db_xref="Pathema:BA_2574"
     CDS             2397686..2398216
                     /locus_tag="BA_2574"
                     /old_locus_tag="BA2574"
                     /note="identified by similarity to OMNI:NTL01BH0717"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26427.1"
                     /db_xref="Pathema:BA_2574"
                     /translation="MRNRLIGKEKQFLTDVLKELKKYDISLEERDNIKRQILEHIQEC
                     REHGEDSIDDLGTPQLFVQDFLEINEIDLQVKMKQLQNEKDKFNTFMLRGIFIAVITY
                     LSSQSIFSIFLTESFNPTNSKNAFQYNLLYRISENQWWNALLIMTSLTLSVVVYISLV
                     SYKKRKHLKYNEECDL"
     gene            2398197..2399642
                     /locus_tag="BA_2575"
                     /old_locus_tag="BA2575"
                     /db_xref="Pathema:BA_2575"
     CDS             2398197..2399642
                     /locus_tag="BA_2575"
                     /old_locus_tag="BA2575"
                     /note="identified by match to protein family HMM PF00144"
                     /codon_start=1
                     /transl_table=11
                     /product="putative penicillin-binding protein"
                     /protein_id="AAP26428.1"
                     /db_xref="Pathema:BA_2575"
                     /translation="MKNAIYKVFLICILCNVFMLCITHPKVYAQQNVKVTLDKYIEKF
                     IKEQNIPGAAVAIVHNKEVFFTKTMGVTGESEKKVTSKTPFAIGSISKSLTALAIVKL
                     IEDKKIKLEDPVQRYLPWFKLKNPQISSTITIQHLLTHTSGINTYEGLALSDKQSKSS
                     TALKENVMKLSNVKVTAPPGEKYQYSNANYIVLGALIEEVTNETYSSYMEKYIFQPLN
                     MNGAAASKENAYEKGYLTGYQSWFGIPRKSVVSYDNTGAPYGYITANLEDMIQYIMFL
                     NRPEDAQLLKQENIHLYLSPLYKINSEKSYGFGLRTTNINESETMIWHSGSTPDARAE
                     LFTLNESGWSGVILTNKNHVLEETALSVLKKGIISILNGEEPVDIPKKIPLTQIILLV
                     VTLILFIISIMLIKKYKHMKTVKKVIWLFIGSLSLLLSIIFIPLFTYSTSSPWRTIKI
                     FAPDVALFTSISVTLLAVNGLISIFIALRRK"
     gene            2399764..2400573
                     /locus_tag="BA_2576"
                     /old_locus_tag="BA2576"
                     /db_xref="Pathema:BA_2576"
     CDS             2399764..2400573
                     /locus_tag="BA_2576"
                     /old_locus_tag="BA2576"
                     /note="identified by similarity to OMNI:NTL01BS00546;
                     match to protein family HMM PF00376; match to protein
                     family HMM PF06445"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, MerR family"
                     /protein_id="AAP26429.1"
                     /db_xref="Pathema:BA_2576"
                     /translation="MFKIGDFSKLSSISIRMLRHYDKVELLQPVKVDELSGYRFYSAD
                     QLKKVNQIQILKAMGFNINTIKEIIECDNIDSIKEQFLNRSVQIKEDMYNLQKQLRLL
                     EDSMKTMREDVVEMNYHVSIKEIPERTVASVRKIIPSYNCEGDLWSILMQEIQMENIS
                     IDHPSYSIAVFHDQEYKENDVDVEIQLNILGKHENTKDVYFQKIEPIKVASVTVSGSY
                     EQMTNVNEAAAKWIETEGYELAGPMFNIYHVSPAMESDPNKWVTEVCYPVK"
     gene            complement(2400670..2401896)
                     /locus_tag="BA_2577"
                     /old_locus_tag="BA2577"
                     /db_xref="Pathema:BA_2577"
     CDS             complement(2400670..2401896)
                     /locus_tag="BA_2577"
                     /old_locus_tag="BA2577"
                     /note="identified by match to protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative permease"
                     /protein_id="AAP26430.1"
                     /db_xref="Pathema:BA_2577"
                     /translation="MKLIQERSLTVKTTFSKEYKIFIFGLLISRIGDSFYTFALPWIA
                     YQLTGSAVIMSSLFAINVLPIVLFGPLVGVIIDRYDRKKLLLVADITNIILVSFVPIL
                     HSLHLLEIWHLYIITFMLAVMSMLFDVTTVTVIPKIAGASLTKANSFYQMVNQLASLF
                     GPMIAGVFISFIGGFQLLWINVLSFIATLVAVMLLPSMKTTNKKCEDKNTLQNVLSDL
                     VNGFTWLKNDRLNLALSFQAMIGNFGASAVLGVFMYYLLSTLQLTPEQSGVNYSLIGI
                     GGLLGSLIAIPLEKRLQRSILIPLLLFVGAIGLTFALWNTYWFAPGIAFGVAMTCNIA
                     WNTIVATVRQETVPSNMQGRVLGFSRVLTRLAMPLGALVGGIISAYNPVYVFALAAFT
                     KLLEVFIALCSPIRKL"
     gene            2402118..2402693
                     /locus_tag="BA_2578"
                     /old_locus_tag="BA2578"
                     /db_xref="Pathema:BA_2578"
     CDS             2402118..2402693
                     /locus_tag="BA_2578"
                     /old_locus_tag="BA2578"
                     /note="identified by match to protein family HMM PF00293"
                     /codon_start=1
                     /transl_table=11
                     /product="mutT/nudix family protein"
                     /protein_id="AAP26431.1"
                     /db_xref="Pathema:BA_2578"
                     /translation="MIHIDKNVRTSGAYVMYKDLFVFQVGPTSKGDTLGVVRLGGHKE
                     ADETAVETAKREVEEEASMDITILNSPTTYYKEYWNAQSKKLKVENEVNPILIIDSPD
                     ESLSIMYIAYSKMLPKLSSETNGLLLLSLNDIELICTGKITLNNYINQGGVAILKEKM
                     DKELILQPFPQLMFLSELLKEDPVLLQQFLN"
     gene            2402875..2403669
                     /locus_tag="BA_2579"
                     /old_locus_tag="BA2579"
                     /db_xref="Pathema:BA_2579"
     CDS             2402875..2403669
                     /locus_tag="BA_2579"
                     /old_locus_tag="BA2579"
                     /note="identified by similarity to OMNI:NTL01BH2145"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26432.1"
                     /db_xref="Pathema:BA_2579"
                     /translation="MITHITDIKLQTISIEGVKQVYKDILCFPIKKETTSFIQFEVTP
                     YTTISFQEVYEPIASAHFAFEIPYSKFHETARWLEKSGLLIVKWKDGHTIDEESGRFN
                     LYFRDGDGNLLEIIAHSYVKEDVLVPQSPLNILYIREIGLPVKSVPVFTKWLKLNLNM
                     KTMEDGDIFNFVIGGTAYIVATWWQRPWIPIAMKALPPKVHVSFGTPDQAFLQRIQNN
                     LKKNSVPYECKHNEVSFIQQGYSFTILHTPNLHADIPSKLNLPLSI"
     gene            2403701..2403862
                     /locus_tag="BA_2580"
                     /old_locus_tag="BA2580"
                     /db_xref="Pathema:BA_2580"
     CDS             2403701..2403862
                     /locus_tag="BA_2580"
                     /old_locus_tag="BA2580"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26433.1"
                     /db_xref="Pathema:BA_2580"
                     /translation="MKKVFVMFTVNVKNVNIIDWVDASSGDIRAARFSEKVSSQNEVD
                     LSRLLNQYL"
     gene            complement(2403945..2404892)
                     /locus_tag="BA_2581"
                     /old_locus_tag="BA2581"
                     /db_xref="Pathema:BA_2581"
     CDS             complement(2403945..2404892)
                     /locus_tag="BA_2581"
                     /old_locus_tag="BA2581"
                     /note="identified by similarity to OMNI:NTL01BS00665;
                     match to protein family HMM PF01636"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26434.1"
                     /db_xref="Pathema:BA_2581"
                     /translation="MKELEKEILQFINELYPLNFINITPITNEMYKCLTEQGTYFIRI
                     TNYKTYEEQLEEVTYTNFLYENGLDVPPILPSLQGNLVENLTLDKELFTVLYKAAPGI
                     HLPRCEWNSTIFKKLGQQIGKLHRISKIFEKAKPIKYINDWYENEEYNFLKYIPKEET
                     TIREIASEVLNSIKELQKSTSNYGLIHGDLWLENILVENNSTITMIDFQDCEKHFYLF
                     DLAVPIYSAIEYSFAGNANIVEYEHSITKALFEGYQEENELPKEMIEKFPLFIKLKEI
                     FEYSLMHMYWDKEELTEEQVRIMNLYRMKIENKYTYINI"
     gene            2405222..2406316
                     /locus_tag="BA_2582"
                     /old_locus_tag="BA2582"
                     /db_xref="Pathema:BA_2582"
     CDS             2405222..2406316
                     /locus_tag="BA_2582"
                     /old_locus_tag="BA2582"
                     /note="identified by similarity to OMNI:NTL01BH3510; match
                     to protein family HMM PF00165"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, AraC family"
                     /protein_id="AAP26435.1"
                     /db_xref="Pathema:BA_2582"
                     /translation="MNEHIQQMIDWIEVNLKKEFSLDELSRYMGYSPYYCSFKFHQVT
                     GFSIRRYILLRRLYLSIEDLKNGRKIIEIALDYDYSSQEAYSRAFKNVFGMNPREYQL
                     SKMPIQSFVKLNLNNEGAFNVNISRKIEVEQLRNRKSELFDKEVLNILNGQLMYEEFK
                     NEKLMGDSDYAPFNEAMCVNRVTTLVFDEEFIKTRAAGHNSSVESYTNKVIDPLKKLF
                     TKEYKCIVLWFGEDMFCQMNLLTILSYLEHSRYEGKLYLNSFREDEFKVNQIELELGK
                     YSSVYNEVLVNHKKTFYKVPPVMYQAIDLYLEMLKEDNAVIKFISRNKDLSTRELLIK
                     LFHLFPTIGYGDTQYIELINKIKKKATPKI"
     gene            complement(2406331..2408022)
                     /locus_tag="BA_2583"
                     /old_locus_tag="BA2583"
                     /db_xref="Pathema:BA_2583"
     CDS             complement(2406331..2408022)
                     /locus_tag="BA_2583"
                     /old_locus_tag="BA2583"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by similarity to OMNI:TM0963;
                     match to protein family HMM PF01432; match to protein
                     family HMM TIGR02289"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26436.1"
                     /db_xref="Pathema:BA_2583"
                     /translation="MQRVNTIDISNVLQLEKTLSTLLNKRISSKLDLENWLKEQSKVI
                     WEIEEQLRSHYIAFQCNTDDEEIKGTFEYDQQFVKPLLKRYQNLLDNKYLKSPFRMEL
                     DSNVYGLLDAKIKNAQKLFCDENIELEIKEDKLVTEYFEITGGLIGIWDGEEKTITEL
                     QSYLQDSNRDTRKKAKAIISEQFLSVEKELQNILNQLIEIRHQKANNIQLENYRDYMF
                     KKYERFDYSAKDCYELAESIRKYVVPLKDKILLEKKEKLQVDTLRPWDVSAVTPDQKV
                     LKPIANENDLIEKSTHIFNKLDVEFSTLLNRMYKHDCLDLTSRKGKAAGGFCEYLPAS
                     QLSYIFMNLNYTQDDIITFIHEMGHSIHNELIKPLKLRQYIEIPAETAELANMTMELF
                     SLNYWDTFYTDKKDLKQAKINYFKDVISYLPVMLIVDQFQHWLYENPTHTSEERNGKY
                     LQLQKHYQSNVIHIDGYDNWIATSWLPVLHIFEVPIYYIEYAIAQLGALQMYKQYKED
                     PKQALENYKKALSLGSSQSIKEVYEAAGIRFDFSGETIKELMLFVEKELEFLEQL"
     gene            2408192..2408785
                     /locus_tag="BA_2584"
                     /old_locus_tag="BA2584"
                     /db_xref="Pathema:BA_2584"
     CDS             2408192..2408785
                     /locus_tag="BA_2584"
                     /old_locus_tag="BA2584"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP26437.1"
                     /db_xref="Pathema:BA_2584"
                     /translation="MKSGKKLIVFLFSIAVLCACEPEMEESKSEDSIVMDIATAAVKE
                     ESFFSAAIWDDKERKVDLEIADSENANEIKKEINKRLQIQGIMSYKVNISQRNKEIVN
                     AEHRWELVFGQIFDDVFRKNGYEGFGIQQINYKKNQPVTIDIKTKIRDDEVGAREFGQ
                     KIEKEVEDVLKTEAVKKWIENDSYAIGIYDIENRKIN"
     gene            2408856..2410226
                     /locus_tag="BA_2585"
                     /old_locus_tag="BA2585"
                     /db_xref="Pathema:BA_2585"
     CDS             2408856..2410226
                     /locus_tag="BA_2585"
                     /old_locus_tag="BA2585"
                     /note="identified by similarity to EGAD:14470; match to
                     protein family HMM PF00155; match to protein family HMM
                     PF00392"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26438.2"
                     /db_xref="Pathema:BA_2585"
                     /translation="MYKYLHILNDIEKMIQNGAINEGQKLPSIRSLVTQYECNKATVI
                     RALYELEKRHIIYSVPQSGYYVVKKSGSTIENDEIIDFASSAPDPDVFPYLDFQHCIN
                     KAIDTYKNDLFVYGTPKGLPSLIPVIQKQLANYQVFTKEDNIFITSGVQQALAILTSI
                     PFPNKNETILVEQPTYHLYIEYLEINKVPVIGIKRTSEGIDLNELERIFRTGKIKFFY
                     TIPRYHHPLGTSYSKGEKEKVVLLAKKYNVFIVEDDYLADLETDSKADPLYSLDHDNH
                     VIYLKSYSKIIFPGLRVGVAVIPPVISSAFHTYKKVLDIDSPMISQAALEIYIKSGMF
                     ERHKNKIKSSYNNRSKKLAEALERIHSENPLLFTYKKQNTIGIHTCLELHKTSISEML
                     FQRLNEMQICIDTIDKNYVRGFPKQRLLKLNVSNVKEDRIEKGIRIVMEEIKQAERLN
                     FQFKKE"
     gene            2410471..2410566
                     /locus_tag="BA_2586"
                     /old_locus_tag="BA2586"
                     /db_xref="Pathema:BA_2586"
     CDS             2410471..2410566
                     /locus_tag="BA_2586"
                     /old_locus_tag="BA2586"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26439.1"
                     /db_xref="Pathema:BA_2586"
                     /translation="MTGFEWTMYFVTQFATLIWAMTYFIKHLAES"
     gene            complement(2410594..2410701)
                     /locus_tag="BA_2587"
                     /old_locus_tag="BA2587"
                     /db_xref="Pathema:BA_2587"
     CDS             complement(2410594..2410701)
                     /locus_tag="BA_2587"
                     /old_locus_tag="BA2587"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26440.1"
                     /db_xref="Pathema:BA_2587"
                     /translation="MYGIIMKKIQKLLQEDVLSDIVIDLDTDYIYIPNR"
     gene            2410949..2411875
                     /locus_tag="BA_2588"
                     /old_locus_tag="BA2588"
                     /db_xref="Pathema:BA_2588"
     CDS             2410949..2411875
                     /locus_tag="BA_2588"
                     /old_locus_tag="BA2588"
                     /note="identified by match to protein family HMM PF00107;
                     match to protein family HMM PF08240"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, zinc-binding dehydrogenase
                     family"
                     /protein_id="AAP26441.1"
                     /db_xref="Pathema:BA_2588"
                     /translation="MEQNKLVLEGPKCLKWKTCKIKSIQDDEIIVKTIAGAISIGAEL
                     PQFKGSDVTDMNPIYPRKTGYESYGEVIQVGNKVTNLKVGDRVVSFYGHDTIGIVKGD
                     KVIRVPSYIEPKDALLSILSCDAAKGILKLNPRQNEKILITGMGVIGLLACYFLKYYV
                     GVKHVDVVEPNKNRRDFAKKFCAKNIYESEEQIKEAFHYGFECSATNSGFHTLQKALK
                     TNGQICILSDGNIEELTLTADFYQKELQIIGSSDGYDYQKHADWFFSQIEQTPWIEEI
                     FQHEIQYTELIQCFEELNQGIITPLKVFVSYK"
     gene            2412094..2412261
                     /locus_tag="BA_2589"
                     /old_locus_tag="BA2589"
                     /db_xref="Pathema:BA_2589"
     CDS             2412094..2412261
                     /locus_tag="BA_2589"
                     /old_locus_tag="BA2589"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26442.1"
                     /db_xref="Pathema:BA_2589"
                     /translation="MDENKKNEELIKFKKQWFNEDNQPVAVIELTLPPDIGSMLDSKS
                     VDDESGKSNNE"
     gene            2412637..2413266
                     /locus_tag="BA_2590"
                     /old_locus_tag="BA2590"
                     /db_xref="Pathema:BA_2590"
     CDS             2412637..2413266
                     /locus_tag="BA_2590"
                     /old_locus_tag="BA2590"
                     /note="identified by similarity to GP:17132884; match to
                     protein family HMM PF08241; match to protein family HMM
                     PF08242"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26443.1"
                     /db_xref="Pathema:BA_2590"
                     /translation="MEFWESSFIEKQTMWGFEPTESAILTKDFFLEKNVKDILVPGIG
                     YGRNAKVFIDNGINVIGIEISKTAIDLATQNGLEDISIYHGSVNEMPFDTNLYDGIFS
                     HALLHLLNDQEREKFIKNCFNQLKPGGYMVFTTVSKKAPMYGKGKQLDKDYYEIMEGV
                     KMFFYDSESIKQDFKKYGLVQVSQIDEPNKNMVNKPSINFLKITCKKER"
     gene            2413540..2415019
                     /locus_tag="BA_2591"
                     /old_locus_tag="BA2591"
                     /note="UDP-N-acetylmuramoylalanyl-D-glutamyl-2,
                     6-diaminopimelate ligase, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2591"
     gene            complement(2415164..2415865)
                     /locus_tag="BA_2592"
                     /old_locus_tag="BA2592"
                     /db_xref="Pathema:BA_2592"
     CDS             complement(2415164..2415865)
                     /locus_tag="BA_2592"
                     /old_locus_tag="BA2592"
                     /note="identified by similarity to OMNI:NTL01BH2063; match
                     to protein family HMM PF03848; match to protein family HMM
                     PF08241; match to protein family HMM PF08242"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26444.1"
                     /db_xref="Pathema:BA_2592"
                     /translation="MNRIDYIRQEEKKYHDLCYEQYKLFETGSWLYKPVKTVMDLMDH
                     FEGQNNLQVLDLGSGVGRNSIPIAQKIQNTSGTVTCVDLLISALTKLQTYSKEYEVIK
                     NIKTEQAAIENYYIQPNTYDYIVAVSSLEHVQSEEDLKNVLYSMKEGTKSGGINCLII
                     NSNIQEIDLHTNEELDALIEINLPTEDMIHLLKSIYKEWKEIEVEIKELVYDIVRDER
                     HIQLKTNAITFVFQK"
     gene            complement(2416352..2416780)
                     /gene="cwlJ1"
                     /locus_tag="BA_2594"
                     /old_locus_tag="BA2594"
                     /db_xref="Pathema:BA_2594"
     CDS             complement(2416352..2416780)
                     /gene="cwlJ1"
                     /locus_tag="BA_2594"
                     /old_locus_tag="BA2594"
                     /note="identified by similarity to EGAD:30739; match to
                     protein family HMM PF07486"
                     /codon_start=1
                     /transl_table=11
                     /product="cell wall hydrolase"
                     /protein_id="AAP26445.1"
                     /db_xref="Pathema:BA_2594"
                     /translation="MPLIPYNESDVDLLARLIRAEAEGEGRQGEQLVGCVVVNRVFCD
                     CLDFKQLRSVRDAVYQSPGGFEAVQYGYFYQRARESEKEIARKVLQGEWRWPARWALW
                     YFRPVGACPPEWYNQPFVGQFKSHCFYEPSGNECPKLYSR"
     gene            2416782..2416892
                     /locus_tag="BA_2595"
                     /old_locus_tag="BA2595"
                     /db_xref="Pathema:BA_2595"
     CDS             2416782..2416892
                     /locus_tag="BA_2595"
                     /old_locus_tag="BA2595"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26446.1"
                     /db_xref="Pathema:BA_2595"
                     /translation="MIPPFCYSKECMFLNKLGAFSHKINISRGACLKKAN"
     gene            2416926..2417840
                     /locus_tag="BA_2596"
                     /old_locus_tag="BA2596"
                     /db_xref="Pathema:BA_2596"
     CDS             2416926..2417840
                     /locus_tag="BA_2596"
                     /old_locus_tag="BA2596"
                     /note="identified by similarity to OMNI:NTL01BH0026; match
                     to protein family HMM PF03069"
                     /codon_start=1
                     /transl_table=11
                     /product="acetamidase/formamidase family protein"
                     /protein_id="AAP26447.1"
                     /db_xref="Pathema:BA_2596"
                     /translation="MYRIHKEHIIYAMSSENKPCMEVEVGSRLIFETYDCFENQIDSE
                     DVAFQELDWNRINPATGPVYISGAEPGDILTVTIEKIQIAEQGVLTTGMNLGVMGEEL
                     HENTVKIVPIHNKHVLFSNELQIPINPMIGVIGTAPKEESISCGTPHDHGGNMDCKEI
                     KEGTTLLLPVNVPGALLALGDLHAAMGDGEIGVSGVEVAGEVTVTVHIIKGKKWPLPM
                     AIQKEKIMTLASEQLLDDAANRAVRNMVTFLHEELKMSKADATLLLSAAGDLKVCQVV
                     DPLKTARMELSMDYVEKLGFNCSSFHIK"
     gene            2417966..2418673
                     /locus_tag="BA_2597"
                     /old_locus_tag="BA2597"
                     /db_xref="Pathema:BA_2597"
     CDS             2417966..2418673
                     /locus_tag="BA_2597"
                     /old_locus_tag="BA2597"
                     /note="identified by similarity to SP:P42421; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF00486"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator"
                     /protein_id="AAP26448.1"
                     /db_xref="Pathema:BA_2597"
                     /translation="MVKIMIVEDDMKIAELLSTHVAKYGYEGIIVSDFQNVLNIFLEE
                     QPELVLLDINLPSFDGYYWCRQIRGVSTCPILFISAREGTMDQVMALENGGDDFISKP
                     FHYEVVMAKIRSYLRRAYGDYAPKVEERMVEQHGLCLYPERLVLKLKNQEIDVTRNEA
                     ILLEMLMKNYPRIVSREVLLNKLWDSESYVDDNTLSVNTTRVRKKLKTLQIKDPIETI
                     RSVGYRLHITWDTGMEK"
     gene            2418649..2419651
                     /locus_tag="BA_2598"
                     /old_locus_tag="BA2598"
                     /note="sensor histidine kinase, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2598"
     gene            complement(2419954..2420580)
                     /locus_tag="BA_2599"
                     /old_locus_tag="BA2599"
                     /db_xref="Pathema:BA_2599"
     CDS             complement(2419954..2420580)
                     /locus_tag="BA_2599"
                     /old_locus_tag="BA2599"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP26449.1"
                     /db_xref="Pathema:BA_2599"
                     /translation="MDRTLKITKLNIFLRIVLLPIVVGIIVGILTKLGQGILPGNWHS
                     LANLGSVWLVPSFFVASLSYSKRTAMLSGILALLGMVLGYYGYAIVIKNVAHSIYFIS
                     VWIVCACIGGTIFGIAGFLWKDTTNPLHKFGSALLSGVFVTDGLHILLNFEDYSHMLP
                     VGYTEVIVGIILILVLERSNAYRVSSFLMMIPITILGLIGYKLLSLFT"
     gene            2421124..2422751
                     /locus_tag="BA_2600"
                     /old_locus_tag="BA2600"
                     /note="ABC transporter, ATP-binding protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2600"
     gene            2422776..2423354
                     /locus_tag="BA_2601"
                     /old_locus_tag="BA2601"
                     /db_xref="Pathema:BA_2601"
     CDS             2422776..2423354
                     /locus_tag="BA_2601"
                     /old_locus_tag="BA2601"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by match to protein family HMM
                     PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26450.1"
                     /db_xref="Pathema:BA_2601"
                     /translation="MTTLFRIDCGEIYLQEFTVEDTESIYNISTQPEIEKFLPDWKST
                     KEQRINWVVNYEIPENKAFLHAVRITTNIDDHILKLGICKKTTNEFIGWCCTGIKDEL
                     PAPNGEIMYAVSSEYHNNGYATKATKGLVDYLFEKTKVDVLNAIALINNVASNKVIEK
                     CGFIYLSEQEIENQLYNHYQLSKSEWIKNIAL"
     gene            2423739..2424275
                     /locus_tag="BA_2602"
                     /old_locus_tag="BA2602"
                     /db_xref="Pathema:BA_2602"
     CDS             2423739..2424275
                     /locus_tag="BA_2602"
                     /old_locus_tag="BA2602"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26451.1"
                     /db_xref="Pathema:BA_2602"
                     /translation="MFIIIWFRHLPQISMDLSEWTPFIQNNWHRKHYMKFVYVLQIII
                     FLIPYYFGADFTHINIFYLIIIGICVFIIHEFLHVIVIKKKGDISLTCSGIFFWLNTN
                     AILSKIRFWIFMSLPIIVLSVVPAVISFYISGNIKSIILFICWINVIISASDIYNSFL
                     ITIKPKNSIFCRGYYKVK"
     gene            2424589..2425359
                     /locus_tag="BA_2603"
                     /old_locus_tag="BA2603"
                     /db_xref="Pathema:BA_2603"
     CDS             2424589..2425359
                     /locus_tag="BA_2603"
                     /old_locus_tag="BA2603"
                     /note="identified by match to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP26452.1"
                     /db_xref="Pathema:BA_2603"
                     /translation="MEILHAKSISKVYKGKVPYKALVDIDLSIQEGEFVGIMGPSGSG
                     KTTLLNMVSTIDSPSSGEILINGTNPFQLSSEDLALFRRKQLGFVFQSFNLLSTLTVK
                     ENIVLPMTLDGVSVQEMNKRVEAIAEKLNITDILSKRTFEISGGQAQRTAIARAIVHK
                     PQLLLADEPTGNLDSKSSNDVMEMLDTLNKEEKATMMLVTHDPYAASFCSRVVFIKDG
                     QLYNEIYCGESRQAFYQKIMDVLSLLGGKRHDFSSVRI"
     gene            2425334..2427264
                     /locus_tag="BA_2604"
                     /old_locus_tag="BA2604"
                     /note="putative ABC transporter, permease protein,
                     authentic frameshift; an automated process has identified
                     a potential problem with this gene model; it may contain
                     one or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2604"
     gene            2427332..2428000
                     /locus_tag="BA_2605"
                     /old_locus_tag="BA2605"
                     /db_xref="Pathema:BA_2605"
     CDS             2427332..2428000
                     /locus_tag="BA_2605"
                     /old_locus_tag="BA2605"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP26453.1"
                     /db_xref="Pathema:BA_2605"
                     /translation="MKRTLTIFMLTIIFLISFSACSKKDNSFPANGVLIIGDENNISP
                     IINRYQEITKENEVFSVKKGEVGNGHVLILNESTALALIKEKIFHKRGNGSNYILDTL
                     PKFPKEGSLLFTNEDEKTMKSIKIEGNEIPVTYDSDTWIGNTRKYPTQSYVIVAKNSV
                     YKEIKANETKMHLLQFKKSIGDEKPKMSTDNTMVNENVKVKKLIKGLEGEVSFQFVTI
                     GEKS"
     gene            complement(2428077..2428403)
                     /locus_tag="BA_2606"
                     /old_locus_tag="BA2606"
                     /db_xref="Pathema:BA_2606"
     CDS             complement(2428077..2428403)
                     /locus_tag="BA_2606"
                     /old_locus_tag="BA2606"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26454.1"
                     /db_xref="Pathema:BA_2606"
                     /translation="MQIGSNIHTLSQPTKITPSNLEHNTISSTKLESKKVNDPIKFDI
                     RSSEKEMKQPEHKFNELDLWKMLKDKGVPLWIILEMLQKVRKEKEAQNTNAIEETNET
                     RLNEVM"
     gene            2428696..2429898
                     /locus_tag="BA_2607"
                     /old_locus_tag="BA2607"
                     /db_xref="Pathema:BA_2607"
     CDS             2428696..2429898
                     /locus_tag="BA_2607"
                     /old_locus_tag="BA2607"
                     /note="identified by similarity to GP:2981225"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipase"
                     /protein_id="AAP26455.1"
                     /db_xref="Pathema:BA_2607"
                     /translation="MAVCSLVAKITYAEERQQNNYPIILVNGFAGWGREEMLGVKYWG
                     GVHDIQEDLKRNGYTVHTAAVGPVSSNWDRACELYAQINGGTVDYGAAHAEKHGHKRF
                     GRTYSGFAPNWSETNKIHLVGHSMGGQTIRTLVQLLKEGSYEEKNYVKNHPNTKISPL
                     FEGEKSYVHSVTTLATPHNGTTLADGSLLLPFVKDLLITAASFGGNDNLSLYDFKLDQ
                     WGLKKNTGESFFQYSNRILNSSIWKNTKDISQWDLSTDGAKELNNWVKTQLNVYYLSY
                     SGHASQAAPITGLHLPHITMNKVLMGNAFFLGSYARYEENRPLIDTTWWQNDGVVNTS
                     SMIAPSSNATVNNNESLQIGKWNHIETKANWDHLDMVGLSVSDTLGFSSIQEFYRAIA
                     EKLSRLPK"
     gene            2429986..2431029
                     /locus_tag="BA_2608"
                     /old_locus_tag="BA2608"
                     /db_xref="Pathema:BA_2608"
     CDS             2429986..2431029
                     /locus_tag="BA_2608"
                     /old_locus_tag="BA2608"
                     /note="identified by match to protein family HMM PF00742;
                     match to protein family HMM PF03447"
                     /codon_start=1
                     /transl_table=11
                     /product="putative homoserine dehydrogenase"
                     /protein_id="AAP26456.1"
                     /db_xref="Pathema:BA_2608"
                     /translation="MKIKVVLSGYGTVGREFIKLLNEKYLYINETYGIDLVVSGVLGR
                     NVAIHNEDGLSIHHLLRYGGGSCAIEKYIEHHPEERATDNISGTVLVESTVTNLKDGN
                     PGKQYIKQAIEKKMDIVAISKGALVTNWREINEAAKIANVRIRYSGATAAALPTLDIG
                     QFSLAGCHIEKIEGILNGTTNYILSKMNEEDIAFEEALKEAQSKGIAETNPILDVSGS
                     DSACKLLLLTNSLMGTENKLTDIHIKGIEHVTKQQIRNAKEQNKIIKLIASAYKDNEG
                     NVNLNVEPYKLHKNHPLANVNGTEKGITFFTDTMGQVTTIGGASNPRVAAAAALKDII
                     NLYRKDLSRINRE"
     gene            2431151..2432599
                     /locus_tag="BA_2609"
                     /old_locus_tag="BA2609"
                     /db_xref="Pathema:BA_2609"
     CDS             2431151..2432599
                     /locus_tag="BA_2609"
                     /old_locus_tag="BA2609"
                     /note="identified by similarity to GP:15026752; match to
                     protein family HMM PF00155; match to protein family HMM
                     PF00392"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, GntR family"
                     /protein_id="AAP26457.1"
                     /db_xref="Pathema:BA_2609"
                     /translation="MFKDFKVVKDRPVYIQLKDYLKKMIMKGHLLGDQKIPSTRELSE
                     LLSVSRNTVLAAYADLEQEGLIYAVKGKGNFVAKVDISNTSSVEIDWKNKLNTVTLLA
                     DELDLMKHGVRWEKGMIVFNSIAPDEKLFDVENFKRAFLTRMSIEGDVVLNYGYAKGY
                     RPLMNYLLHYMEMKGVDISNKDILITNGFTEGLDIVISSLSKKSGRVICENPTHHAAL
                     KLFRLHGLEVHGIDMNEDGIDTNQVEKSLREKEFDFAYLIPSYHNPTGIVTSSEKRTE
                     LMRLFSKYKIPIIEDGFNEELRYSGSHLAPLLTFAGAGNNVIYISSFSKVLFPGLRVG
                     WIIADKELIHYLESVKRARTIHTSTLDQAVLFQYLHEGYFEKYLKKARSVYKKKYELA
                     VGMCNEYIPFQRMTGDGGLHLFIELEEKIHARTLLQKCYEQGVTFSPGDVFYSNGEGI
                     NTFRLGFSRLKEEEIVRGIKIIGDTIKNEIWS"
     gene            2432604..2433518
                     /gene="ddlB"
                     /locus_tag="BA_2610"
                     /old_locus_tag="BA2610"
                     /db_xref="Pathema:BA_2610"
     CDS             2432604..2433518
                     /gene="ddlB"
                     /locus_tag="BA_2610"
                     /old_locus_tag="BA2610"
                     /EC_number="6.3.2.4"
                     /note="identified by similarity to SP:P07862; match to
                     protein family HMM PF01071; match to protein family HMM
                     PF01820; match to protein family HMM PF02655; match to
                     protein family HMM PF07478; match to protein family HMM
                     PF08443; match to protein family HMM TIGR01205"
                     /codon_start=1
                     /transl_table=11
                     /product="D-alanine--D-alanine ligase"
                     /protein_id="AAP26458.1"
                     /db_xref="Pathema:BA_2610"
                     /translation="MRIGVIMGGVSSEKQVSIMTGNEMIANLDKNKYEIVPITLNEKM
                     DLIEKAKDIDFALLALHGKYGEDGTVQGTLESLGIPYSGSNMLSSGICMDKNISKKIL
                     RYEGIETPDWIELTKMEDLNFDELDKLGFPLVVKPNSGGSSVGVKIVYDKDELISMLE
                     TVFEWDSEVVIEKYIKGEEITCSIFDGKQLPIISIRHAAEFFDYNAKYDDASTIEEVI
                     ELPAELKERVNKASLACYKALKCSVYARVDMMVKDGIPYVMEVNTLPGMTQASLLPKS
                     ADAAGIHYSKLLDMIIETSLRVRKEEGF"
     gene            2433820..2434509
                     /gene="tenA"
                     /locus_tag="BA_2611"
                     /old_locus_tag="BA2611"
                     /db_xref="Pathema:BA_2611"
     CDS             2433820..2434509
                     /gene="tenA"
                     /locus_tag="BA_2611"
                     /old_locus_tag="BA2611"
                     /note="identified by similarity to SP:P25052; match to
                     protein family HMM PF03070"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional activator TenA"
                     /protein_id="AAP26459.1"
                     /db_xref="Pathema:BA_2611"
                     /translation="MTFSQSLRKEVDSIWEASFHHPFVKKLGEGTLDLANFRYYVLQD
                     SYYLSHFARVQTLGAAKALELETTARMAHHAQNTYEAELSLHENFAKKLGITQEEKDN
                     FIPAPTAYAYTSHMYRAAYEGHLGDIIAAILPCYWLYYEIGERLKECQPEEPIYNEWI
                     SAYGSDWFRTLVEEQITRLDAIAEKVTESDRKRMKQHFVISSQYEYSFWEMAYTLEKW
                     PVDTEVKDVIR"
     gene            2434703..2435164
                     /locus_tag="BA_2612"
                     /old_locus_tag="BA2612"
                     /db_xref="Pathema:BA_2612"
     CDS             2434703..2435164
                     /locus_tag="BA_2612"
                     /old_locus_tag="BA2612"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26460.1"
                     /db_xref="Pathema:BA_2612"
                     /translation="MLGDGSALKLMQAQFQYRDEDYNTLFNEFKAIMEKNHELKNDLY
                     VCQCTCCRRTTAKKRAHRLEVTKSITSARYSAQGSFVLDGMKKLTKGVRKELHTRLAK
                     LSNRNVDVVIIIAHPTRVLVLMNVKYARLVMNYVGWADIWIHNLKRIVDRE"
     gene            2435733..2435897
                     /locus_tag="BA_2613"
                     /old_locus_tag="BA2613"
                     /db_xref="Pathema:BA_2613"
     CDS             2435733..2435897
                     /locus_tag="BA_2613"
                     /old_locus_tag="BA2613"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26461.1"
                     /db_xref="Pathema:BA_2613"
                     /translation="MNTVTVNIQTTIIKGALTGGSRRVVGFDSEMDMVSIEADEDTFI
                     ETKSGNIKQN"
     gene            2435981..2436193
                     /locus_tag="BA_2614"
                     /old_locus_tag="BA2614"
                     /db_xref="Pathema:BA_2614"
     CDS             2435981..2436193
                     /locus_tag="BA_2614"
                     /old_locus_tag="BA2614"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26462.1"
                     /db_xref="Pathema:BA_2614"
                     /translation="MQAKTIPRIIKLIKANVLAVPFGAKIAKTIEIGIKIKGGSAKYR
                     LKNKNAVKNIEMKPKYSLITLSLLEK"
     gene            2436737..2436862
                     /locus_tag="BA_2615"
                     /old_locus_tag="BA2615"
                     /db_xref="Pathema:BA_2615"
     CDS             2436737..2436862
                     /locus_tag="BA_2615"
                     /old_locus_tag="BA2615"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26463.1"
                     /db_xref="Pathema:BA_2615"
                     /translation="MCLSEFLEVFAVYEGFAKAADQENIQRKIMETILKKREALN"
     gene            2436978..2437064
                     /locus_tag="BA_2616"
                     /old_locus_tag="BA2616"
                     /db_xref="Pathema:BA_2616"
     CDS             2436978..2437064
                     /locus_tag="BA_2616"
                     /old_locus_tag="BA2616"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26464.1"
                     /db_xref="Pathema:BA_2616"
                     /translation="MCTYGENAVKEFFKKQELERNIKAARKS"
     gene            complement(2437217..2437681)
                     /locus_tag="BA_2617"
                     /old_locus_tag="BA2617"
                     /db_xref="Pathema:BA_2617"
     CDS             complement(2437217..2437681)
                     /locus_tag="BA_2617"
                     /old_locus_tag="BA2617"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26465.1"
                     /db_xref="Pathema:BA_2617"
                     /translation="MADYFYKDGKKYYKNQSHSNDQKNNCFTETHTIAGSAENANGNI
                     PVSVFLETTAPQTVFEDFTNNHNKTLIQLFVVGMSAPVQVTILTRRSSIPITTTLQPV
                     QTKIFQVEDFQSLTLTKQEGPTSIVSLFVQKTFCICCNDSNDSCDEYYHDCN"
     gene            2438262..2440649
                     /locus_tag="BA_2618"
                     /old_locus_tag="BA2618"
                     /db_xref="Pathema:BA_2618"
     CDS             2438262..2440649
                     /locus_tag="BA_2618"
                     /old_locus_tag="BA2618"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26466.1"
                     /db_xref="Pathema:BA_2618"
                     /translation="MEKLKLLTFENIVEPLLNESVSFIYFPIEWLDIVEIHYKTFLLT
                     SKLKRLNERLYDMFSDILFIQHNPYVLNENTPWIVSKEPIRKEQLDYIFQSWYEIIHD
                     WKPNKLIESPKYEWHYDLISNLTVLHDKEVYSKWVPALISHIFCERPVQLENINEEDI
                     YFSPLRTQNICEAMSEPIKDEKTQDYFAYVFRFEYITRGGENIPLLNVSIGIRRFYQE
                     YNHPDISLLLRRKRGMILISTPEFASNNNKLRFVKLKVQQATNGIKWIKIFRNLKDDF
                     HIGGEVELEHILQYPKDYMLGTNLRVLLPYNERIYKFQGTKIKPGIKVKEREYLFKAF
                     QQKFAYFTLIPECKKLETNNENEIFPLIAPKGLETITLEIWSEKISLEVEQALFESEM
                     VLAQISESSYVLHADNPVLLKIVRCNIEKVLQNPYKMQYCQKYKTDLVEDVMKAVYAT
                     AGKRNDATLVLIAMKNCDGREKIDPKQIIREGFARTNRISAFINLFIGQSVSRKTIIN
                     GIFSLLEQRGFLKRSWNKINLPCTYVNLSIERISKFDFLPIFSQIKGKEISYKLYGNT
                     EWQTIDYLLLNVNKHNAFLPQPSKRNDMGIQFKQFVSETLTEVLQHAKEQNEQVYFII
                     DANVRKHWIKELQNEKIDIDTFPDIVPDVLKVPNLNAVRINASFDVPKYGVIECDDVL
                     DSTSLYIDQKGMYYSTGEYSSNGSETLHRYILEIFPLGVKAVERNYIAKMVHYMCCNS
                     SMLLEKNIHMPYPMHMARVIKNYMTDIDAREFKEFDDELDVDIIKIEKKDSIIRI"
     gene            2440727..2440861
                     /locus_tag="BA_2619"
                     /old_locus_tag="BA2619"
                     /db_xref="Pathema:BA_2619"
     CDS             2440727..2440861
                     /locus_tag="BA_2619"
                     /old_locus_tag="BA2619"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26467.1"
                     /db_xref="Pathema:BA_2619"
                     /translation="MYLFFYIFTLFPYRIKMFFRNKKLHHTEKLYELTQKKFERNEEL
                     "
     gene            2440882..2441412
                     /locus_tag="BA_2620"
                     /old_locus_tag="BA2620"
                     /db_xref="Pathema:BA_2620"
     CDS             2440882..2441412
                     /locus_tag="BA_2620"
                     /old_locus_tag="BA2620"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26468.1"
                     /db_xref="Pathema:BA_2620"
                     /translation="MLLSGLFPVAGILKQIPLEQSLYIGGLLFFTSFGSYFAKKIYSR
                     ICSWIAYAPFITLLLIIWHQDISTSSIIANAKIAACIALVPCLFRFRTYGLTFGLFAL
                     WSALLWDMKEVQSLVILERMSSLMTSNFKYIMLLVGGLIFGGLLAMLIYRKEKDDNKE
                     NINLFKQKKETQKIIL"
     gene            2441444..2441632
                     /locus_tag="BA_2621"
                     /old_locus_tag="BA2621"
                     /db_xref="Pathema:BA_2621"
     CDS             2441444..2441632
                     /locus_tag="BA_2621"
                     /old_locus_tag="BA2621"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26469.1"
                     /db_xref="Pathema:BA_2621"
                     /translation="MKLFKFGGKVSKRKTPEKIREHNYEESAPAATYEMKEQIHQHKE
                     GTAQGQTRMERRRNRYNA"
     gene            2441759..2442175
                     /locus_tag="BA_2622"
                     /old_locus_tag="BA2622"
                     /db_xref="Pathema:BA_2622"
     CDS             2441759..2442175
                     /locus_tag="BA_2622"
                     /old_locus_tag="BA2622"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26470.1"
                     /db_xref="Pathema:BA_2622"
                     /translation="MLIIIYIAVSILFLVSFLHVYWAFGGKWATNSVIPTKDGEKAFT
                     PGAGMTLIIALLLSMAAIILLQQTNIVHFAFPNIIVQVASWVCMIVFLIRVIGEFHYF
                     GIFKRKKDTQFARMDTVLYIPLCAFLSLSFLLAIIT"
     gene            2442316..2442519
                     /locus_tag="BA_2623"
                     /old_locus_tag="BA2623"
                     /db_xref="Pathema:BA_2623"
     CDS             2442316..2442519
                     /locus_tag="BA_2623"
                     /old_locus_tag="BA2623"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26471.1"
                     /db_xref="Pathema:BA_2623"
                     /translation="MKYVKVSMNGGSEHKFSMTLARFEELITTENGLLENKLVSIENV
                     MINPTNISSVVEKIGVPAKFMEA"
     gene            complement(2442817..2443029)
                     /locus_tag="BA_2624"
                     /old_locus_tag="BA2624"
                     /db_xref="Pathema:BA_2624"
     CDS             complement(2442817..2443029)
                     /locus_tag="BA_2624"
                     /old_locus_tag="BA2624"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26472.1"
                     /db_xref="Pathema:BA_2624"
                     /translation="MEKVLTNYKHYLKNWRFIFICILPAVALLYILDVTFELLFHQNF
                     YLSNLIIAVILFLIFINVKDKFKIKG"
     gene            2443324..2444328
                     /locus_tag="BA_2625"
                     /old_locus_tag="BA2625"
                     /db_xref="Pathema:BA_2625"
     CDS             2443324..2444328
                     /locus_tag="BA_2625"
                     /old_locus_tag="BA2625"
                     /note="identified by similarity to OMNI:NTL01OI0244; match
                     to protein family HMM PF08874"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26473.1"
                     /db_xref="Pathema:BA_2625"
                     /translation="MIDKIKSVVEDMYEDEAKHLLQSILIQLDVLDGNYNEDMIKNLT
                     SIPKQLTNHATQEKNARESIHIHIAFDDSTAGCLKYMLKQEGLLEESVVSFSEFFSIG
                     PIHQLHTNEGQLARKEWLVNNLTAYDSYFEDEYLPRFEKTVEVLHSIPNETPITIWKA
                     ENAHEHVGLSFVIAQLKDKKNIRVMNTSEASKEVLKQEYDIRGTGELAPESLALIQKS
                     FVELPYLTVEKRMQFEHEWDSLSKSTEFLRVWTDNEVHSVQEDYFDQFIIECAKSVGA
                     DQEFLKAPIVIGEALGLVEHLVGDTFLEYRLKELIKQEVFEFVGSLDEMRFYSVKLRK
                     "
     gene            2444475..2444879
                     /locus_tag="BA_2626"
                     /old_locus_tag="BA2626"
                     /db_xref="Pathema:BA_2626"
     CDS             2444475..2444879
                     /locus_tag="BA_2626"
                     /old_locus_tag="BA2626"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26474.1"
                     /db_xref="Pathema:BA_2626"
                     /translation="MYNQQNYPYNQAMYYNPQNCGYESTNEVRDMEQEDYRPDDAEDA
                     PTSPPPSQAPSLPSTFASPAQAGNMKSWMCNCLGRWGYLRLHRPGPFGRDLWFFPTEV
                     RRNGVSGYTWQGGRRRKVSYRYQQISNYMCFA"
     gene            2445039..2446274
                     /gene="cypA"
                     /locus_tag="BA_2627"
                     /old_locus_tag="BA2627"
                     /db_xref="Pathema:BA_2627"
     CDS             2445039..2446274
                     /gene="cypA"
                     /locus_tag="BA_2627"
                     /old_locus_tag="BA2627"
                     /EC_number="1.14.-.-"
                     /note="identified by match to protein family HMM PF00067"
                     /codon_start=1
                     /transl_table=11
                     /product="cytochrome P450"
                     /protein_id="AAP26475.1"
                     /db_xref="Pathema:BA_2627"
                     /translation="MAMKNKVGIRIEDGINLASAQFKEDAYEIYKESRKVQPVLFVNK
                     TELGAEWLITRYEDALPLLKDNRLKKDPANVFSQDTLNVFLTVDNSDYLTTHMLNSDP
                     PNHNRLRSLVQKVFTPKMIAQLEGRIQDIADDLLNEVERKGSLNLVDDYSFPLPIIVI
                     SEMLGIPKEDQAKFRIWSHAVIAYPETPEEIKETEKQLSEFITYLQYLVDMKRKEPKE
                     DLVSALILAESEGHKLSARELYSMIMLLIVAGHETTVNLITNTVLALLENPNQLQLLK
                     ENPKLIDAAIEEGLRYYSPVEVTTSRWADEPFQIHDQTIEKGDMVVIALAAANRDETV
                     FENPEVFDITRENNRHIAFGHGSHFCLGAPLARLEAKIAITTLFERMPELQIKGNRED
                     IKWQGNYLMRSLEELPLTF"
     gene            2446543..2447826
                     /locus_tag="BA_2628"
                     /old_locus_tag="BA2628"
                     /db_xref="Pathema:BA_2628"
     CDS             2446543..2447826
                     /locus_tag="BA_2628"
                     /old_locus_tag="BA2628"
                     /note="identified by similarity to GP:15023315; match to
                     protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative permease"
                     /protein_id="AAP26476.1"
                     /db_xref="Pathema:BA_2628"
                     /translation="MSTNVEMKQNNGVSQVLKNRFVQGILASALFLQIGIWVRNFAVL
                     LYVMEMTKGDAFAISMISVAEFAPIFIFSFIGGTFADRWKPKKTMIWCETLSSISVFA
                     VLITLMFGTWKIVFFVTLISAILSQFSQPSGMKLFKQHLSAEQIQLAMSIYQTIFAIF
                     MVLGPILGTFIFHSFGIYISIIITGIAFLLAAAVLLFLPKDLENDNEKKEITLLQEML
                     DGIKYVKKKKALTLLGLCFMAAGLGIGLIQPLGIFIVTEQLGLSKESLQWLLTVNGAG
                     MIVGGALAMVFAKNVAPQKMLIIGMLGQAIGIGIIGYSTNLWVTLTAQLFSGLALPCI
                     QIGINTLIIQKSDTDFIGRVNGILSPLFTGSMVVTMSIAGSLKEMFSLSMMYEGTAFL
                     FIIGLLFILPIYNLKPTIVIESEISGKGSAIQNES"
     gene            2447816..2448448
                     /locus_tag="BA_2629"
                     /old_locus_tag="BA2629"
                     /db_xref="Pathema:BA_2629"
     CDS             2447816..2448448
                     /locus_tag="BA_2629"
                     /old_locus_tag="BA2629"
                     /note="identified by match to protein family HMM PF00132"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, CYSE/LACA/LPXA/NODL family"
                     /protein_id="AAP26477.1"
                     /db_xref="Pathema:BA_2629"
                     /translation="MNPNPNVKYPIEGNQNVHFIKNTITKANILVGDYSYYDAKDGET
                     FEDRVLHHYEFLGDRLIIGKFCCIASGVTFIMNGANHRMDGFSAYPFNIFGNGWEKYT
                     PNLSDLPYKGDTVIGNDVWIGMDATIMPGIKIGDGAIIAAKSVVTRDVAPYTIVGGNP
                     ANKIRERFSNAIIEELLQIQWWHFDIEKITENIGAIVQGNIEPLRKLKRE"
     gene            2448519..2448674
                     /locus_tag="BA_2630"
                     /old_locus_tag="BA2630"
                     /db_xref="Pathema:BA_2630"
     CDS             2448519..2448674
                     /locus_tag="BA_2630"
                     /old_locus_tag="BA2630"
                     /note="identified by similarity to GP:15026634; match to
                     protein family HMM PF07561"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26478.1"
                     /db_xref="Pathema:BA_2630"
                     /translation="MAQDVLCEVNNCKFWANGNKCSADAIYVVSHKGKQASTTEETDC
                     KTFDPEV"
     gene            complement(2448776..2449273)
                     /locus_tag="BA_2631"
                     /old_locus_tag="BA2631"
                     /db_xref="Pathema:BA_2631"
     CDS             complement(2448776..2449273)
                     /locus_tag="BA_2631"
                     /old_locus_tag="BA2631"
                     /note="identified by similarity to EGAD:161931; match to
                     protein family HMM PF03551"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26479.1"
                     /db_xref="Pathema:BA_2631"
                     /translation="MYVDILLLAELTSGPKYGYEIKKNIQNRLGENFELNHNMLYPSL
                     RRFENMGAITKKVHTQVGKPNRNMYDITETGEEIFSEMLREFPEKLATNNIEFLVRIA
                     LFEKLDYEARKEVLTIRQDILHKQLTAIQSLDANSPFITEVIEFSKSRIEHELLWITS
                     LMKKI"
     gene            2449414..2450628
                     /locus_tag="BA_2632"
                     /old_locus_tag="BA2632"
                     /db_xref="Pathema:BA_2632"
     CDS             2449414..2450628
                     /locus_tag="BA_2632"
                     /old_locus_tag="BA2632"
                     /note="identified by similarity to SP:O08469; match to
                     protein family HMM PF00067"
                     /codon_start=1
                     /transl_table=11
                     /product="cytochrome P450 family protein"
                     /protein_id="AAP26480.1"
                     /db_xref="Pathema:BA_2632"
                     /translation="MASPENVILVHEISKLKTKEELWNPYEWYQFMRDNHPVHYDDEQ
                     DVWNVFLYDDVNRVLSDYSLFSSRRERRQFAIPPLETRININSTDPPEHRNVRSIVSK
                     AFTPRSLEQWKPRIQSIANELVKDIENCSEVDIVEQFAAPLPVTVISDLLGVPTTDRK
                     KIKAWSDILFMPYSKEKFNDLDAEKGIALNEFKAYLLPIVQEKRYHLTDDIISDLIRA
                     EYEGERLTDEEIVTFSLGLLAAGNETTTNLIINSFYCFLVDSPATYKEVREKPKLISK
                     AVEEVLRYRFPVTLARRITEDTNIFGPLMKKDQMVVAWVSAANLDEKKFSQASKFNIH
                     RIGNEKHLTFGKGPHFCLGAPLARLEAEIALTTFINAFEKIALSPSFNIEQCILENEQ
                     TLKFLPIRLKPQ"
     gene            2450742..2451320
                     /locus_tag="BA_2633"
                     /old_locus_tag="BA2633"
                     /db_xref="Pathema:BA_2633"
     CDS             2450742..2451320
                     /locus_tag="BA_2633"
                     /old_locus_tag="BA2633"
                     /note="identified by similarity to OMNI:NTL03PA02602;
                     match to protein family HMM PF05995"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26481.1"
                     /db_xref="Pathema:BA_2633"
                     /translation="MLTCNGSKTFQTFIKAVTDLVNSNLLEDQIVCRIEKLLEKLLEK
                     KTWLPLEKQKANSAQYARHLLYEDPLNRFEVLALVWKDGQSTPLHDHDGTWGVEGVFT
                     GRIMVQNFIQTKQLENSLVYLTHTGNLYLGEGETDKVIPPADCHILEIAENESVVTIH
                     IYGKRLEKFKIYVPTEEKNVYMCETKYISYSS"
     gene            2451498..2452349
                     /locus_tag="BA_2634"
                     /old_locus_tag="BA2634"
                     /db_xref="Pathema:BA_2634"
     CDS             2451498..2452349
                     /locus_tag="BA_2634"
                     /old_locus_tag="BA2634"
                     /note="identified by match to protein family HMM PF00702;
                     match to protein family HMM PF05116; match to protein
                     family HMM PF08282; match to protein family HMM TIGR00099;
                     match to protein family HMM TIGR01484"
                     /codon_start=1
                     /transl_table=11
                     /product="hydrolase, haloacid dehalogenase-like family"
                     /protein_id="AAP26482.1"
                     /db_xref="Pathema:BA_2634"
                     /translation="MKLIAIDLDGTLLSGNKMISKENAEAIRKCQEAGHVVAICTGRS
                     IVDIERLLLEVNLECPIIAENGALIYKDKKMMKRYPIQNMQALEIVNYLEENGLYYQL
                     YTDKGVYVPDYGVESVRNEIEYVKNSKENFDLKELETIAALYLEHTAFLSAESCKPIV
                     ETDIHVHKLLPFSYDMEKLKKLKETFLHNTDLAITSSYWHNLEINHRDAQKGNGLYTL
                     AEHLNIPVENTVAIGDGLNDVSMMEKANISIAMGNAVEEIKAMCQYETLTNEEHGVAH
                     ALYKYVM"
     gene            2452826..2453023
                     /locus_tag="BA_2635"
                     /old_locus_tag="BA2635"
                     /db_xref="Pathema:BA_2635"
     CDS             2452826..2453023
                     /locus_tag="BA_2635"
                     /old_locus_tag="BA2635"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26483.1"
                     /db_xref="Pathema:BA_2635"
                     /translation="MNARLMELIDVSTIETMAEQFYQLTNISHQLLDAEKECIFSFGI
                     NEKKICKLPKIEIPIFYTINI"
     gene            2453083..2454612
                     /locus_tag="BA_2636"
                     /old_locus_tag="BA2636"
                     /db_xref="Pathema:BA_2636"
     CDS             2453083..2454612
                     /locus_tag="BA_2636"
                     /old_locus_tag="BA2636"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by match to protein family HMM
                     PF00512; match to protein family HMM PF00989; match to
                     protein family HMM PF02518; match to protein family HMM
                     PF08447; match to protein family HMM PF08448; match to
                     protein family HMM TIGR00229"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase"
                     /protein_id="AAP26484.2"
                     /db_xref="Pathema:BA_2636"
                     /translation="MLSNLIIDGAMKCFQSKNTTLLTRKEEELHTILQNMPVMVDALD
                     YNGDFVLWNRECEIVTGYTAEEVIGNPDALQLLYPDHNYRHEIQKKFLTRGKNFRDWE
                     MRLTCKNGEIKTIMWSNISEQFPVSGFSYWAVGVDITHLKAIEEKLKQQTSELELIFQ
                     ALPDLCFLTEDDGTIIDYKAGSPTKFYVPAEAFMGKKFYEVLPSSVAQKLQEAICQVK
                     EKGTNVIVEYPLTINESIDFFEARCLPLLHDKIMIIVRDITERKKTEELLNKSDTLAA
                     IGQLAAGVAHEVRNPLTVIKGFIQLFQINKEDQEKYFDLMLSEIERIEAILQEFLSIA
                     KTDEISTEKKNIYQIFKNVVSLINTKAIMTNIQVELYTDSKDIIIECSENQLKQVFIN
                     ILQNSIEAMPDGGRISIHIKEIGKDGIIISVIDKGIGIPAERIKRLGEPFYSTKEKGT
                     GIGLMLSYKIIESHQGNISIMSEVGVGTTVTIYLPKIQSKKPLSNYGDRLESIRSIIN
                     S"
     gene            2454835..2456961
                     /locus_tag="BA_2637"
                     /old_locus_tag="BA2637"
                     /db_xref="Pathema:BA_2637"
     CDS             2454835..2456961
                     /locus_tag="BA_2637"
                     /old_locus_tag="BA2637"
                     /note="identified by similarity to OMNI:SA1609; match to
                     protein family HMM PF00905; match to protein family HMM
                     PF03717"
                     /codon_start=1
                     /transl_table=11
                     /product="penicillin-binding protein"
                     /protein_id="AAP26485.1"
                     /db_xref="Pathema:BA_2637"
                     /translation="MKKQEKKSGRAVTMRLNILFFCVFILFSAMIIQLGKVQIIDGET
                     YKNEVEKRENATVSLSVPRGKIFDREGNPVVDNKSLRTITYTKMKGVKSEEILKTARQ
                     LADIIEIPQEDIDKLTETDKKDFWMQLNPTLTEKLVSKKEINKFRDKDITGKNLDKKI
                     EELKRKRVTDKNLQDLTDKDIKVLAIKSKMTSGYQMAPQIIKKDVSEKEFTIISEGLA
                     NLPGVDVSVDWERVYVNDGLFRSVLGNVSNSDEGLPSERLDYYLVRDYSRNDRVGKSY
                     IEQQYEDVLHGTKKEVRSVADKQGTTIRTETISEGKSGKNLTLTIDMELQKKVEESIE
                     KILKAYKGSESMLDRAFVVMMNPKNGQVLSMAGKRLVEKDGKTEIEDYALGTMTSSYE
                     LGSTVKGATVLTGFETKAITPGTYFYDAPMKFKGTREKKSWKEFGNIDDLRALQVSSN
                     VYMFHTALKIAGVDYVRNSSLNIKQEYFDKMRYYFRQFGLGVPTGIDLPNETAGQIGK
                     KDNQPGFLLDYSIGQYDTYTPLQLVQYISTIANGGYRMKPQIVQEVREQTSQKDEIGK
                     VVHAVEPIVLNKVDMKEEYIKQVKEGFRKVFQDGDGTGVRAFQKASYKPAGKTGTAQT
                     VYGGESDIGRNEKGERRECYNLTLAGYAPYDNPEVAFSVVVPWVMNDKSGINSDIGKE
                     VLDAYFELKNKRLTGETLQKDSSQEG"
     gene            2457298..2458476
                     /locus_tag="BA_2638"
                     /old_locus_tag="BA2638"
                     /db_xref="Pathema:BA_2638"
     CDS             2457298..2458476
                     /locus_tag="BA_2638"
                     /old_locus_tag="BA2638"
                     /note="identified by match to protein family HMM PF00201;
                     match to protein family HMM PF04101; match to protein
                     family HMM TIGR01426"
                     /codon_start=1
                     /transl_table=11
                     /product="putative glycosyltransferase"
                     /protein_id="AAP26486.2"
                     /db_xref="Pathema:BA_2638"
                     /translation="MLNILMINLPAEGHVNPTLSLVKAFTERGDHVHYITTEHFKGRI
                     EDLGATVYTHPDLLKDISIDTETSYGLNSFFHVHVQTSLYILEITKQLCESINFDFVI
                     YDIFGAGELVKEYLQIPGIVSSPIFLIPTEFLETLPFHPNAEIPFQPDEISEQLLYRM
                     EHEFGVKPKNNLQFMHNKGDITLVYTSRYFQPNSDLFGENNIFIGPSISKRKTNVEFP
                     LELLKGKKVIYISMGTLLEGLEPFFNTCIDTFSDFKGVVVMAIGDRNDRSKIKKAPDN
                     FIIASYVLQSEILNEADVFITHGGMNSVHDAIYFNVPFVIIPHDKDQPMIAQRLTELE
                     AAHRLLKEHVNVQSLKEAVTDVLLNEKYKHGIRKLKDSFLQCGGAKEAISVIKSLLNK
                     "
     gene            complement(2458526..2459206)
                     /locus_tag="BA_2639"
                     /old_locus_tag="BA2639"
                     /db_xref="Pathema:BA_2639"
     CDS             complement(2458526..2459206)
                     /locus_tag="BA_2639"
                     /old_locus_tag="BA2639"
                     /note="identified by match to protein family HMM PF01177;
                     match to protein family HMM TIGR00035"
                     /codon_start=1
                     /transl_table=11
                     /product="aspartate racemase family protein"
                     /protein_id="AAP26487.1"
                     /db_xref="Pathema:BA_2639"
                     /translation="MKVIGLIGGLSWESTSLYYKHINTLTLSQYDQNAKLVLYSMDFG
                     EVTTLLQNHQYEEVKNALVTVAKKVEKSGADCLLMCSNTVHLFAEEVESAISIPLLHI
                     GDVSAKEMVEQNIKRIGLLGTKQTMEQDFYKSRLANYNIETIIPNEEDRNFIHHVILN
                     ELSKGIISEISKEKLLQITKSLIQNGAEGILLGCTEIPLLISQNDLTVPVFDTAFLHA
                     NTAVQFAG"
     gene            2459615..2460163
                     /locus_tag="BA_2640"
                     /old_locus_tag="BA2640"
                     /db_xref="Pathema:BA_2640"
     CDS             2459615..2460163
                     /locus_tag="BA_2640"
                     /old_locus_tag="BA2640"
                     /note="identified by similarity to GP:15625435; match to
                     protein family HMM PF07155"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP26488.1"
                     /db_xref="Pathema:BA_2640"
                     /translation="MNRLSTKLVVAIGIGSALYGILGLWGFSIAPNTFIKPALAILTV
                     FGALFGPVAGLLIGLIGHTVTDTIAGWSIWWGWVISSGIIGFTMGFIQKRVGFSVKNG
                     TYNKGDISYLAITGLIGIVIAIIFAGAFDIIVMGEPFDKIVIQVLGATIADVIVFLVL
                     GLPITIGLAKSNKKHTHLKIEK"
     gene            2460174..2461874
                     /locus_tag="BA_2641"
                     /old_locus_tag="BA2641"
                     /db_xref="Pathema:BA_2641"
     CDS             2460174..2461874
                     /locus_tag="BA_2641"
                     /old_locus_tag="BA2641"
                     /note="identified by similarity to GP:15625436; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP26489.1"
                     /db_xref="Pathema:BA_2641"
                     /translation="MQPIISFEQFNFQYKHAAQPTVKDITFHIYPGEKVLIAGRSGSG
                     KSTLAHCMNGLIPFSYEGISTGNILIAGKDPRKKSVFELSKHVGTILQDQDAQFIGLT
                     VEEDVAFYLENECVNQDEMKKIVSESLKKVGMHTFHKQSPHELSGGQKQTVSLAGLLT
                     TNAPMLLFDEPLANLDPASSLHTIELIKNIHKQYNKTIVIIEHRIEEMLNLDLDKIIL
                     IDEGEIVAIDTPERILASNILPSIGLREPMYIEGLKRLHFDSNNDVIYPLENLHKESI
                     SGVIKEWMEKKAFCKDTPTKKELLKVENLSFSYPNKQKALENVNLSIYEGEIVALLGH
                     NGAGKSTLAHSLIGINKTKNSRILIDGVNINSWSIRKRGEIISYVMQNPNHMITQSTV
                     IEEVSFTLKLKKVSKEEIKFRAEEALKICGLYPFRNWPIQALSYGQKKRLTIASVLTA
                     NPKLIILDEPTAGQDYYHYKQFMSFIRKLAKKGISFIFITHDMNLALEYADRAIVLHE
                     GRIIANHTASIVLGHPATLQRANLKESSLFKLVKFSGIANPGKFMELYFDDIRREEGV
                     "
     gene            2461846..2462667
                     /locus_tag="BA_2642"
                     /old_locus_tag="BA2642"
                     /db_xref="Pathema:BA_2642"
     CDS             2461846..2462667
                     /locus_tag="BA_2642"
                     /old_locus_tag="BA2642"
                     /note="identified by match to protein family HMM PF02361"
                     /codon_start=1
                     /transl_table=11
                     /product="cobalt transport protein"
                     /protein_id="AAP26490.1"
                     /db_xref="Pathema:BA_2642"
                     /translation="MILGGRKVYNTYFHRMDGAVELLLFIFCMTLTFLFFDFRVLLFL
                     FFIGCIGLVVAKIPFRKIFIVFSVIFTFSLLNSVMILFITPSHGSELTGSYTSFMYIV
                     YATITYETLFYTATLSLKYFTLLPFTLILIYTTNPSEFVSSLSKFRVHYKIIYAINIA
                     LRYIPDIQSEYKVIKHAQEARGVAFEKGEASLWIRMKNRILIFWPLIIHSLERIDTVS
                     NAMDLRGFGKKNTRTWFYTNKANSGDFIALFIGVFILITAVYLKLHVFQNFWYPF"
     gene            2462758..2462910
                     /locus_tag="BA_2643"
                     /old_locus_tag="BA2643"
                     /db_xref="Pathema:BA_2643"
     CDS             2462758..2462910
                     /locus_tag="BA_2643"
                     /old_locus_tag="BA2643"
                     /note="identified by match to protein family HMM PF09680;
                     match to protein family HMM TIGR01732"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26491.1"
                     /db_xref="Pathema:BA_2643"
                     /translation="MINYLLVFKPKGGENMSYGGSCGFGGGFALLVVLFILLIIVGCS
                     CWGGGY"
     gene            complement(2463003..2464271)
                     /gene="kinB2"
                     /locus_tag="BA_2644"
                     /old_locus_tag="BA2644"
                     /db_xref="Pathema:BA_2644"
     CDS             complement(2463003..2464271)
                     /gene="kinB2"
                     /locus_tag="BA_2644"
                     /old_locus_tag="BA2644"
                     /EC_number="2.7.13.3"
                     /note="identified by match to protein family HMM PF00512;
                     match to protein family HMM PF02518; match to protein
                     family HMM PF07694"
                     /codon_start=1
                     /transl_table=11
                     /product="sporulation kinase B"
                     /protein_id="AAP26492.1"
                     /db_xref="Pathema:BA_2644"
                     /translation="MNFVYINQHVLNNLLYILSSIFIFYFIYDSGRYLKKYKKLLIIL
                     CTSIPLILCMRYPIYMDENCIHDLRQIPVIIGTLYGGFPVGITLFAILLITRFSFYGF
                     SMLTIVVYGTMFIITAFASAKFNTYNRKIKVTYAMFLTFFLAIFTTVIVLTLSDFEVN
                     NLYIIYFIILPTILMLFVVYFNEVLKDALCMRSKLIKMEKMEIVSQLAASISHEVRNP
                     LTVVKGFTQLLKTPNLTPESRDEYIKHILEELHRAQGIIDDYLTFAKPASEKLDEISV
                     EQELNRVINMILPLCNMNTIHITKDFSMATIVGNKQHFQQCFLNLIKNGIEAMPNGGT
                     LNISSSISNNKVIIRIEDSGIGMSQEQVNRFGEPYFNTKTKGTGLGTMVAVKIIETMQ
                     GSLRIRSVVNKGTTLTITFPKCSQNSSDNK"
     gene            complement(2464359..2465240)
                     /locus_tag="BA_2645"
                     /old_locus_tag="BA2645"
                     /db_xref="Pathema:BA_2645"
     CDS             complement(2464359..2465240)
                     /locus_tag="BA_2645"
                     /old_locus_tag="BA2645"
                     /note="identified by similarity to OMNI:NTL01BH2737"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26493.1"
                     /db_xref="Pathema:BA_2645"
                     /translation="MKDIPVEIQLNQVTFQLKEHHNFDWLLKLGNVFAVFDQQDSGNL
                     SFGVERDGHKKFIKYAGARTIAYEGTMKDAIERLKSSVSLYEELMHDSLIKLIDHFPV
                     QSGYVLIFDWFDGECLHSHWSFPPPDKYKNPNSPFYKFKHLPVIKRIQSLNSIFSFHT
                     YVEKKNYVAIDFYDGSILYDFHTNETKICDIDLYSKKPFVNKMGRLWGSSRFMSPEEF
                     ELNAIIDSRTNVFNMGAMAFAILGGGKERSFTEWEASRDLYEIAYRAVNENRTERYAS
                     VKEFYEEWVSVSNTKKI"
     gene            2465368..2465880
                     /locus_tag="BA_2646"
                     /old_locus_tag="BA2646"
                     /db_xref="Pathema:BA_2646"
     CDS             2465368..2465880
                     /locus_tag="BA_2646"
                     /old_locus_tag="BA2646"
                     /note="identified by similarity to OMNI:EF0920; match to
                     protein family HMM PF04229"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26494.1"
                     /db_xref="Pathema:BA_2646"
                     /translation="MEQQIVIKPYEKEWHEEYLIEKEKFISLFGEDCIAIEHIGSTSV
                     KGLGAKPLIDMMIGVTDLQIIEKWIDDLLKIGYEYVPKETSNWRFFRKGKWRAGTHHL
                     HVYIYNSDEWKNNLLFRDFLTKHEWARNEYRELKEKLAATYPFDRGSYTSAKAPFIQN
                     IFELAKTQKI"
     gene            2466051..2467040
                     /locus_tag="BA_2647"
                     /old_locus_tag="BA2647"
                     /db_xref="Pathema:BA_2647"
     CDS             2466051..2467040
                     /locus_tag="BA_2647"
                     /old_locus_tag="BA2647"
                     /note="identified by match to protein family HMM PF00107;
                     match to protein family HMM PF08240"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, zinc-binding dehydrogenase
                     family"
                     /protein_id="AAP26495.1"
                     /db_xref="Pathema:BA_2647"
                     /translation="MKAIVHQYKKGVEGLENKFLSETHPNAGEVKVKLKAAGLNHRDL
                     FIINNRKEMDLPLVIGSDGAGIVTEIGEGVSADLLQAEVIINPSIGWENIAEVPELPE
                     VLGGPKDGTFAEYVIVPAENVVGKPSYLTWEESGVLALSALTAYRALFTKGRLKCGEH
                     VLIPGIGGGVATFAMLFAKAIGAKVSVTSRVENKRKFAETYGADFSFNSSGNWEESLC
                     GGKVDLIIDSIGPATFIKYFDVLNPNGRIVNFGASSGDKIELPLRALFYNQIDIMGTS
                     MGSREEFDEMIRFIEKYKIKPIIDKVYSLEEAIQALSRMEQGEQFGNIALRME"
     gene            2467375..2469513
                     /locus_tag="BA_2648"
                     /old_locus_tag="BA2648"
                     /db_xref="Pathema:BA_2648"
     CDS             2467375..2469513
                     /locus_tag="BA_2648"
                     /old_locus_tag="BA2648"
                     /note="identified by match to protein family HMM PF00905;
                     match to protein family HMM PF03717; match to protein
                     family HMM PF03793"
                     /codon_start=1
                     /transl_table=11
                     /product="penicillin-binding protein"
                     /protein_id="AAP26496.1"
                     /db_xref="Pathema:BA_2648"
                     /translation="MHKLQTNKGARYFMIAFIVLFLIMLLRFFYIQAVGVVHNVNVKD
                     LATEQHNKNGILEANRGTIYDQAGKVLVQDSTTYRVVVNLKGNGKLKNKDETAAQLAD
                     ALEINKEDVLKNFHEGRTQVEIGKVGRNLTREKKEQIRKLKIPGVSFMPEKARVYPNE
                     DFASYILGFARPDDKGNTEGKFGLEKSLDKYLRSTNGNIEYVGGRGGIPLTNDIGKIE
                     PAKHGNNVYLTLDKQINSFLEEAMNKAQDHYDPSMLLGIIADPKTGKVLAMSSKPSFN
                     PNKGDIEYFLNDPIANAYEPGSTMKVFTLAAAINEGVYNGKEYFQSGKYAVGSSDIKD
                     HNGGFGWGSITFDEGFERSSNVAFSILEDQLLKPNKFKQYMNKFGFNQKTGIDLPGES
                     KNTLLLNTQIQQVTTSFGQGSTVTPIQLIQAATAIANDGKMMQPYIVDKVVNPTNKQV
                     IMENQPKEIGNPIKKETADKVRDLMERVITSSKGTGTMYKVDGYPIGGKTGTAQIPNP
                     ENGRYMEGKENYIFSFLGMAPIDDPELIVYLAIKQPKLKGDEYGAQPLAEIFKPVVKN
                     SLEYLKVRPYTEKQMADATEKSQLKVQNYVNQSMGTVENNVKKEKLQPITLGEGKIIK
                     QYPQSGEVMSEGDRIFLLGKNATMPNLQGWSMRDVMYFSKLLKLDLKTSGTGYVTSQS
                     IKKGQAIQEGDVLELELEPPLQPLTEANTN"
     gene            2470048..2471286
                     /locus_tag="BA_2649"
                     /old_locus_tag="BA2649"
                     /db_xref="Pathema:BA_2649"
     CDS             2470048..2471286
                     /locus_tag="BA_2649"
                     /old_locus_tag="BA2649"
                     /note="identified by similarity to GP:15024451; match to
                     protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative permease"
                     /protein_id="AAP26497.1"
                     /db_xref="Pathema:BA_2649"
                     /translation="MKNLLKDWKYPLLLLSGVGIANLGAWIYLIALNVLVYHMGGSAL
                     AVATLYVIKPLAALFTNAWSGSMIDRLNKRKLMIHLDIYRAVCIAILPLLPSLWMVYV
                     FVFFISMANAIYEPTAMTYMTKLIPVEQRQRFNSLRSLIGSGASVIGPAIAGALLIAS
                     TPEFAIYMNAIAFLLSGVITLLLPNLDKKFDSHTSNDTLSLAVLKKDWNIVLNFSKKS
                     LYIVFVYFLFQGMMVLAAANDSLELSFAKEVLLLTDSEYGFLVSIAGAGFILGAITNA
                     ILSKKLTPSLLIGIGSLFIAIGYIIYAFSNEFLIAAIGFFILSFSMAYANTGFNTFYQ
                     NNVPVHIMGRIGSIYGLFIAGITILITILFGVATQFISIQLVVIIGSLVMLFITIILC
                     VFTLLPSHSKVHSSESIHSK"
     gene            2471398..2472420
                     /locus_tag="BA_2650"
                     /old_locus_tag="BA2650"
                     /db_xref="Pathema:BA_2650"
     CDS             2471398..2472420
                     /locus_tag="BA_2650"
                     /old_locus_tag="BA2650"
                     /note="identified by similarity to OMNI:NTL01BH2270; match
                     to protein family HMM PF00144"
                     /codon_start=1
                     /transl_table=11
                     /product="penicillin-binding protein"
                     /protein_id="AAP26498.1"
                     /db_xref="Pathema:BA_2650"
                     /translation="MKTKDQIDNIVKETYRHIDFSGVILVKEKKGIVYEEVFGYANRN
                     ECINNTLQTRFGIASGCKIFTAIGICQLVENGVITFQTKLKECLSVNFPNFNEDITIH
                     HLLTHSSGIPDYFDESIMDNFEDLWKQTPMYLLKSLKDFLPLFQNRDMMYAPGSKFHY
                     NNAGFIILGLIIEEQTGLTFTEYIEKNIFNPIGMNHSGYFSLDRLPRQTALGYIKDEI
                     SQTWRTNAYSIPIKGGSDGGAFITASDMLKFWEALFNYEIISQEYTKILLTPHIQVNN
                     NQSYGYGIWIETRENKIFKYHVMGYDPGVSFRSAVYPDLGITLVIPSNKGAGAEKLMI
                     EIEGSF"
     gene            2472425..2473018
                     /locus_tag="BA_2651"
                     /old_locus_tag="BA2651"
                     /db_xref="Pathema:BA_2651"
     CDS             2472425..2473018
                     /locus_tag="BA_2651"
                     /old_locus_tag="BA2651"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26499.1"
                     /db_xref="Pathema:BA_2651"
                     /translation="MDIEIRAYRKEDETGWVRCRVLSFLDTAYYDNVFREKERYEHPA
                     IELVAVYENQIVGLLDIEYELEERTVCSRGTGLGGMIWHIAVHPDFRRMKIGNQLLNE
                     GEKLAKERKLNRLEAWTRDNLWVHGWYEKNGFVKVDSYLHVYSDHTDEIKGVIKSNID
                     QLYPVQTFAHYTGENKEEIRKQFKRVHDCFCFEKNFN"
     gene            2473217..2473723
                     /locus_tag="BA_2652"
                     /old_locus_tag="BA2652"
                     /db_xref="Pathema:BA_2652"
     CDS             2473217..2473723
                     /locus_tag="BA_2652"
                     /old_locus_tag="BA2652"
                     /note="identified by similarity to GP:15023305"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26500.1"
                     /db_xref="Pathema:BA_2652"
                     /translation="MIFIYTDFGGTHSTALAAAYHLNKLPTDRKLTKEEILNVDYFNK
                     LKTEDMGKIIFHGIDENSNPVYTIGCGASKVVVPAMKHLGEILQKHYQSHEKIIFSNT
                     SPTVPLPMTFGGLFSRRFHIDFIGVPLLIWGAKLSCDNVQRLVSYTKEAGRLTNDYVV
                     ILDNETFK"
     gene            2473923..2474729
                     /locus_tag="BA_2653"
                     /old_locus_tag="BA2653"
                     /db_xref="Pathema:BA_2653"
     CDS             2473923..2474729
                     /locus_tag="BA_2653"
                     /old_locus_tag="BA2653"
                     /note="identified by similarity to GP:16415194; match to
                     protein family HMM PF02645; match to protein family HMM
                     TIGR00762"
                     /codon_start=1
                     /transl_table=11
                     /product="DegV family protein"
                     /protein_id="AAP26501.1"
                     /db_xref="Pathema:BA_2653"
                     /translation="MKRVAWITDSTTASFTTEGDNFVIPIEVIIDGVSYKDCEEGVRE
                     RVYNALNEGKTVTTSQPNIGEMVELFSKCKEEYEEGFAVAISGKVSGTYQNMKLAAEM
                     AGFPLTVLDSETTSYPMDELIRKAKSLYNDGMTLQDIHKTLVDEKRRPFHVFPKSLKG
                     LYASGRVKGVQFLLGSLLSVNLILEVKGGELLLEKKVRKIQKCREYIKNELEKELPKV
                     LHMFHANDKDGAEEWIADIRQAFPEMDFKLYPLPISFAVHAGEGTIAISY"
     gene            complement(2474849..2475421)
                     /locus_tag="BA_2654"
                     /old_locus_tag="BA2654"
                     /db_xref="Pathema:BA_2654"
     CDS             complement(2474849..2475421)
                     /locus_tag="BA_2654"
                     /old_locus_tag="BA2654"
                     /note="identified by similarity to GP:4584494; match to
                     protein family HMM PF01965"
                     /codon_start=1
                     /transl_table=11
                     /product="thiJ/pfpI family protein"
                     /protein_id="AAP26502.1"
                     /db_xref="Pathema:BA_2654"
                     /translation="MKIAIVCFDNFTDIDVFLPWDLLNRVRLVGGISDWDVQLLGTKE
                     THISMSGLRIPMTGSISDLPSADAVIFASGKGIQDLYKNQQYINSIHIDPQKQLIGSM
                     CSGSLLLGAKKLLTGKKATTYPSAVEQLKEFGVDVIEKSFVNEGNISTAAGCFAAQEL
                     SAWIIRTLINEEMVEIVLETVQPVGKGLYF"
     gene            2476069..2476415
                     /locus_tag="BA_2655"
                     /old_locus_tag="BA2655"
                     /note="resolvase, degenerate; an automated process has
                     identified a potential problem with this gene model; it
                     may contain one or more premature stops and/or
                     frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2655"
     gene            2476479..2477441
                     /locus_tag="BA_2656"
                     /old_locus_tag="BA2656"
                     /db_xref="Pathema:BA_2656"
     CDS             2476479..2477441
                     /locus_tag="BA_2656"
                     /old_locus_tag="BA2656"
                     /note="identified by similarity to EGAD:109191; match to
                     protein family HMM PF08279"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26503.1"
                     /db_xref="Pathema:BA_2656"
                     /translation="MPKIDNMLAILWMLRSGKKITAKQTSEKLEINVRTVYRYIDTIS
                     TSGVPIISEPGHNGGYTLLNNFIEAPLFFDFEEQTSLYHAAVFAEEAGYYGGEALNRA
                     ISKLSKYSNQEQETKINQHLTSLEVISRLSPLSIETFLKELEQAVADGYSVKILYHKS
                     GEKQLNYRLVDPYRIIYWNNKWYVIGFCHLRNDIRSFRVDRIESLMQTENKFNQPEDF
                     SASDFFIKSLLPTIEDKESIISLVINGDKSVLADICQHWFLGHYLQERTSNQAVFLLD
                     KDMIHKYVPYLLLPYNKSIKVIEPISLKNRIIEVLSELIKFHQV"
     gene            2477516..2478148
                     /locus_tag="BA_2657"
                     /old_locus_tag="BA2657"
                     /db_xref="Pathema:BA_2657"
     CDS             2477516..2478148
                     /locus_tag="BA_2657"
                     /old_locus_tag="BA2657"
                     /note="identified by similarity to EGAD:109166; match to
                     protein family HMM PF01965"
                     /codon_start=1
                     /transl_table=11
                     /product="thiJ/pfpI family protein"
                     /protein_id="AAP26504.1"
                     /db_xref="Pathema:BA_2657"
                     /translation="MQTKKAFLYVFNTMSDWEYGYLIAELNSGRYFKKDLAPLKVITV
                     GANKEMITTMGGLRIKPDISLDECTLESKDLLILPGGTTWSEEIHQPILERIGQALKI
                     GTIVAAICGATDALANMGYLDTRKHTSNNLEYTKMVCPNYKGEKFYELGPAVSDANLV
                     TASGIAPLEFAMEVLKKIDVFTLDALHSWYNLNKTHKPEYFFQLMNSINK"
     gene            2478506..2479264
                     /locus_tag="BA_2658"
                     /old_locus_tag="BA2658"
                     /db_xref="Pathema:BA_2658"
     CDS             2478506..2479264
                     /locus_tag="BA_2658"
                     /old_locus_tag="BA2658"
                     /note="identified by similarity to EGAD:19922; match to
                     protein family HMM PF06161"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26505.1"
                     /db_xref="Pathema:BA_2658"
                     /translation="MTRNFKKAALNSLDGKWGVGIGVSALFYFVPTLSASAIATFMYL
                     IFVLFIGIIGPDALFIYSIGGQPQVDPVALAVLILSYIGLGGVCFLIYSLIQGIFNYG
                     YSVFTLHLGKKEDAKVDDVFSGFKKKNVFKSMKLGLLQAIFLFLWSLLLIVPGIIKYF
                     SYSMSYYILVENPDYTASEAMRESKRIMKGQKLKLFVVWLSFIGWFLLAAFIGMFTFN
                     LSFIFISPYYNTTVSHFYLDLIKKQDIGEAKVSI"
     gene            complement(2479597..2479902)
                     /locus_tag="BA_2659"
                     /old_locus_tag="BA2659"
                     /db_xref="Pathema:BA_2659"
     CDS             complement(2479597..2479902)
                     /locus_tag="BA_2659"
                     /old_locus_tag="BA2659"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26506.1"
                     /db_xref="Pathema:BA_2659"
                     /translation="MKSINLNGNIYYIESVPFEDKSEQDEEGYYEYFYKGVNLSFHSD
                     KEIITARIYDKEKIIYFLKNPSLAFGKDFEAIKVYIIKEFAVNTFKIPGGEKAYIEL"
     gene            2480317..2480412
                     /locus_tag="BA_2660"
                     /old_locus_tag="BA2660"
                     /db_xref="Pathema:BA_2660"
     CDS             2480317..2480412
                     /locus_tag="BA_2660"
                     /old_locus_tag="BA2660"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26507.1"
                     /db_xref="Pathema:BA_2660"
                     /translation="MKNKPVTRVFQGKEVISGVNIHVEEKGFTVC"
     gene            2480563..2481729
                     /gene="adP1"
                     /locus_tag="BA_2661"
                     /old_locus_tag="BA2661"
                     /db_xref="Pathema:BA_2661"
     CDS             2480563..2481729
                     /gene="adP1"
                     /locus_tag="BA_2661"
                     /old_locus_tag="BA2661"
                     /note="identified by similarity to GP:16266764; match to
                     protein family HMM PF00144"
                     /codon_start=1
                     /transl_table=11
                     /product="alkaline D-peptidase"
                     /protein_id="AAP26508.1"
                     /db_xref="Pathema:BA_2661"
                     /translation="MKTCSKITCASLSLLIAGSSLLYITPASIVKAEPTQNVSSSLQT
                     SNQSDRTSVKKAMRDSLQLGYPGILAQISKGGKNWSYAAGIADLRTKKQMKTDFRFRI
                     GSTTKTFIATVLLQLAGENRLNLDDSIEKWLPGVIQGNGYDANQITIRQILNHTSGIA
                     EYLKSKDYDIMDTKKLYTAEELVKMGISLPPDFAPGKGWSYSNTGYVILGILIEKVTG
                     NSYAEEVENRIVEPLELSNTFLPGNSTVIPGTKHARGYERYDGESELKDVTYSYPGSS
                     DGDMISTADDLNKFFSYLLSGKLLKEQQLKQMLTTVPTGIAEIGRYGLGIYETKLPNG
                     VSIWGHAGASPGFSTFAGGTLGGKHTVAINLNGHETSYSPSDPFKNILLAEFSK"
     gene            2481951..2482236
                     /locus_tag="BA_2662"
                     /old_locus_tag="BA2662"
                     /note="IS231-related, transposase, degenerate; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2662"
     gene            2482428..2483651
                     /locus_tag="BA_2663"
                     /old_locus_tag="BA2663"
                     /db_xref="Pathema:BA_2663"
     CDS             2482428..2483651
                     /locus_tag="BA_2663"
                     /old_locus_tag="BA2663"
                     /note="identified by similarity to OMNI:VC0277; match to
                     protein family HMM PF03966; match to protein family HMM
                     PF08241"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26509.1"
                     /db_xref="Pathema:BA_2663"
                     /translation="MKIGKFGEVNNLSIDTIRHYMDLSLIIPEKKGGHYFFDEYCQTD
                     LELILHYKDLGFSLNEIKELFFYKNLAKSMNYEKDTFYQSLFKLKYDKMEQEIELLEK
                     KRDKLKRVLHDLLLTNETSNTIIGIDLSVLHLLTCSKCSKKLILQDGIINNNQIIEGK
                     LICNCGEEYIITSGIISAGKLFKANEQTSLENIISDYIHETDNAYLENMHREGEWAKK
                     KLIHLDLNNKLILDIGSGLGFFLRSIYEELPEDCLYIAVDRDFNKLLFLKDVLARKNP
                     RRNILFICADFLNIPIQNRSVDIVIDHSGTSNYSFEHEDFLLHELNQLFKSDCYLLSL
                     FILFKNFSLNSQITNNFRANFTLSKIKKELQNLQFQSIDESTSNYLKRGGKYEDFFVQ
                     GEEIYTYSFFGKRWG"
     gene            2483764..2485068
                     /locus_tag="BA_2664"
                     /old_locus_tag="BA2664"
                     /db_xref="Pathema:BA_2664"
     CDS             2483764..2485068
                     /locus_tag="BA_2664"
                     /old_locus_tag="BA2664"
                     /note="identified by similarity to OMNI:TM0342; match to
                     protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative permease"
                     /protein_id="AAP26510.1"
                     /db_xref="Pathema:BA_2664"
                     /translation="MASLRLHIENKKSNQELRNICLYAIAKTVSIFGSSIYSFALGLY
                     VLQITGSALNFAITLILGTIPMIVMNPFAGVIADKVDKKKLVVCMDVLSGCLLITVYI
                     LSGYYGLNLFIIYTTTFLMTVFTTFFGIGLEAAKPNIVSKERLMSLNSISKIIDSISL
                     ILGPMLGGIVFAVFDMKTFIIINGISFVLSAISILFINFKLCEQYINKESSIREINFI
                     KDIKEGYSYLMERESLKNTFRILISLNFFLGFAVTVPLPYIMNTVLNLSSKHFGLIQG
                     TFPIGMIVGAIIVKKITNRFSYSYLLKKISFMVAIFMIVSGAPVLFKSIEVNKIVFVT
                     MYCAIMFFLGLMIALIDIPLIYFMQREIPDEYRGRVLSIGLSLGKMMQPIALALSGLL
                     LNHIPAYTLPIGGGIVFLILNQAYSSKLNLEIHSKGYSVERN"
     gene            complement(2485109..2485807)
                     /locus_tag="BA_2665"
                     /old_locus_tag="BA2665"
                     /db_xref="Pathema:BA_2665"
     CDS             complement(2485109..2485807)
                     /locus_tag="BA_2665"
                     /old_locus_tag="BA2665"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26511.1"
                     /db_xref="Pathema:BA_2665"
                     /translation="MAQAKRRGRKKQTPIISNTGFIGSVFIDTLELQKKSYYFARKKL
                     QIVHHVLDGLSGATSSLFKEHNISAYMSCVYLHKQKKIGFVLSTKPFEQSDGVAYFIN
                     YLIEKNFYGNEEVEYQEVYNTGFIGVVFADLCSIDRFNFEFEMGMLTKLMKDMIIPVK
                     ELFLRHNVPAYISTSHLEEQNKLGFVLSIKPYDERAEADLYFEAYLKERGLFIGDEED
                     DIDKIVIRKTVELR"
     gene            complement(2485985..2486089)
                     /locus_tag="BA_2666"
                     /old_locus_tag="BA2666"
                     /db_xref="Pathema:BA_2666"
     CDS             complement(2485985..2486089)
                     /locus_tag="BA_2666"
                     /old_locus_tag="BA2666"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26512.1"
                     /db_xref="Pathema:BA_2666"
                     /translation="MKITIYFGSHEDQDVRTMDCHLDVEDTEEIVSVS"
     gene            2486315..2487115
                     /locus_tag="BA_2667"
                     /old_locus_tag="BA2667"
                     /db_xref="Pathema:BA_2667"
     CDS             2486315..2487115
                     /locus_tag="BA_2667"
                     /old_locus_tag="BA2667"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26513.1"
                     /db_xref="Pathema:BA_2667"
                     /translation="MNFKKLLIDNFTYKTSYIARQAQGMNVKETKGYIAVDCGLPADT
                     FNIITLLNNNVTENIEKLYKEVVYYNQKKCPMSVWFWDEKLEGNIKNELIKLGLKETE
                     QNTAMVANLHTILPTINMPEGFTIQKASSLGQIKKFGEALASLFGTSEEGQYVQAFYN
                     QTASAHLWNSENMKLYLGFYKDEVVSVGSLVCTLDSIGIYDIATKEEMRGKGFGSTMF
                     NYLLQEAKELNVAQCVLQASPDGVNIYKKAGFQSVGQMTVFENRHLFE"
     gene            2487161..2488024
                     /locus_tag="BA_2668"
                     /old_locus_tag="BA2668"
                     /db_xref="Pathema:BA_2668"
     CDS             2487161..2488024
                     /locus_tag="BA_2668"
                     /old_locus_tag="BA2668"
                     /note="identified by similarity to OMNI:NTL01BS00214;
                     match to protein family HMM PF03009"
                     /codon_start=1
                     /transl_table=11
                     /product="putative glycerophosphoryl diester
                     phosphodiesterase"
                     /protein_id="AAP26514.1"
                     /db_xref="Pathema:BA_2668"
                     /translation="MKKIYIVTIICTFIVLGTFIFHKVNELKYTKAINQSNHIKNIAH
                     RGASAYAPEHTIAAYKLGQQLKGDYIEIDLQMTKDGHLVAMHDETVNRTTNGTGLVKE
                     HTLEELKQLNAGSTYNKKYPNLAKKEYENAKVPTLEEVIEVFGHDANYYIETKSPDEY
                     PGMEEKLLEIINHYEIQDKVIIQSFSEVSLQKLHSLHVNIPLAQLLSYKKAVQLTESE
                     IKKYKTYCIGLGMNYKYIDAAYVKRIKKHGLEVHPFTVDNETDMKKLILWGVDGMFTN
                     YPDRLYSLLKS"
     gene            complement(2488182..2488670)
                     /locus_tag="BA_2669"
                     /old_locus_tag="BA2669"
                     /db_xref="Pathema:BA_2669"
     CDS             complement(2488182..2488670)
                     /locus_tag="BA_2669"
                     /old_locus_tag="BA2669"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26515.1"
                     /db_xref="Pathema:BA_2669"
                     /translation="MSIFNILLTIHILFGTICLITGILAMVAQKKKGKHTEWGEIYHA
                     SYVVITLTAIILSIINWDKIAYLFYVAIFSYAFAIYGYLARKKRWKNWLHHHIRGMLG
                     SYIGAVTALLVNIGIHIPIINLLPPIWFWFLPTLIGIPLVASVSKNIKSVVKIHYNFV
                     TF"
     gene            2488773..2489303
                     /locus_tag="BA_2670"
                     /old_locus_tag="BA2670"
                     /db_xref="Pathema:BA_2670"
     CDS             2488773..2489303
                     /locus_tag="BA_2670"
                     /old_locus_tag="BA2670"
                     /note="identified by similarity to EGAD:49524"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26516.1"
                     /db_xref="Pathema:BA_2670"
                     /translation="MFTSITYLQSGNDKQQKVYDVLNKLNIMEDLALYSPVLCGTIPI
                     RMDTLQSDLDIVMEVHNFDVFEQEMRSLYGSYEGFRIKKKKIKNTESIKVNFEFEGFE
                     FELFAQPKPVRNQNAYRHMIVEHMLLMQHPHIREEILRLKENGLKTEPAFAQVLNVNG
                     DPYEALILLGQEMRLW"
     gene            complement(2489348..2490781)
                     /locus_tag="BA_2671"
                     /old_locus_tag="BA2671"
                     /note="transcriptional regulator, GntR family, authentic
                     point mutation; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2671"
     gene            2490930..2491844
                     /locus_tag="BA_2672"
                     /old_locus_tag="BA2672"
                     /db_xref="Pathema:BA_2672"
     CDS             2490930..2491844
                     /locus_tag="BA_2672"
                     /old_locus_tag="BA2672"
                     /note="identified by similarity to SP:P96680; match to
                     protein family HMM PF00892"
                     /codon_start=1
                     /transl_table=11
                     /product="transporter, EamA family"
                     /protein_id="AAP26517.1"
                     /db_xref="Pathema:BA_2672"
                     /translation="MNYKKWDLRIICAHAFTILIWGSAFPAIRMGLESYTPEHLTLLR
                     LLIASVILLLFSFIYKLRLPDLKDIPAIFIFGALGFTFYHIALNYGEKTVNAGSASLI
                     VSVTPIVTAIFASVFMNEKMKLNGWIGGVISFIGIAFISFSQGDAIQLNSGALFILLA
                     AISESLFFVFQSSYLKKYGFLPFTIYTILSSTVCMLIFLPGMYQEILAAPLEVNLSVI
                     YLGVFPTVLPYIALAYIISRAGASEATSSLYLTPITACFVAWIWLGEVPTLVSIIGGG
                     ITILGIVIVHIPVLRKEKHSNLANNQSV"
     gene            2491983..2493344
                     /locus_tag="BA_2673"
                     /old_locus_tag="BA2673"
                     /db_xref="Pathema:BA_2673"
     CDS             2491983..2493344
                     /locus_tag="BA_2673"
                     /old_locus_tag="BA2673"
                     /note="identified by match to protein family HMM PF01270"
                     /codon_start=1
                     /transl_table=11
                     /product="chitosanase"
                     /protein_id="AAP26518.1"
                     /db_xref="Pathema:BA_2673"
                     /translation="MNGKRNIFTCISIVGIGLASFSNSSFAASVTDNSIQNSIPVVNQ
                     QVAAAKEMKPFPQQVNYAGVIKPNHVTQESLNASVRSYYDNWKKKYLKNDLSSLPGGY
                     YVKGEITGDADGFKPLGTSEGQGYGMIITVLMAGYDSNAQKIYDGLFKTARTFKSSQN
                     PNLMGWVVADSKKAQGHFDSATDGDLDIAYSLLLAHKQWGSNGAVNYLKEAQDMITKG
                     IKASNVTNNSRLNLGDWDSKSSLDTRPSDWMMSHLRAFYEFTGDKTWLTVINNLYDVY
                     TQFSNKYSPNTGLISDFVVKNPPQPAPKGFLNESEYTNVYYYNASRVPLRIVMDYAMY
                     GEKRSKVISDKVSSWIQNKTNGNPSKIVDGYQLNGSNIGNYPTAVFVSPFIAASITNS
                     NNQKWVNSGWDWMKNKRESYFSDSYNLLTMLFITGNWWKPIPDNKKTQNQINDAIYEG
                     YDN"
     gene            2493485..2493625
                     /locus_tag="BA_2674"
                     /old_locus_tag="BA2674"
                     /db_xref="Pathema:BA_2674"
     CDS             2493485..2493625
                     /locus_tag="BA_2674"
                     /old_locus_tag="BA2674"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26519.1"
                     /db_xref="Pathema:BA_2674"
                     /translation="MNVDTNGDTKGQTFADFCPSLISKGARISLEIGEHKFIQDFIKI
                     TL"
     gene            2493720..2494157
                     /locus_tag="BA_2675"
                     /old_locus_tag="BA2675"
                     /db_xref="Pathema:BA_2675"
     CDS             2493720..2494157
                     /locus_tag="BA_2675"
                     /old_locus_tag="BA2675"
                     /note="identified by similarity to SP:P39909; match to
                     protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26520.1"
                     /db_xref="Pathema:BA_2675"
                     /translation="MLRENWEDALKLQVKDNQTKFVPSVAVSLAKVYIKPDGDAVEYQ
                     PFAIYNGDLMVGFVMHAVVKETTDMYWINGFIIDQKQQGNGYGKAALQESIYLIKNTF
                     KACKEIRLTVHKDNISAKKLYESYGFQPLGHDYDGEEVYRLFV"
     gene            2494180..2494626
                     /locus_tag="BA_2676"
                     /old_locus_tag="BA2676"
                     /db_xref="Pathema:BA_2676"
     CDS             2494180..2494626
                     /locus_tag="BA_2676"
                     /old_locus_tag="BA2676"
                     /note="identified by similarity to GP:15980171; match to
                     protein family HMM PF00293"
                     /codon_start=1
                     /transl_table=11
                     /product="mutT/nudix family protein"
                     /protein_id="AAP26521.2"
                     /db_xref="Pathema:BA_2676"
                     /translation="MKNKFHHIVRAVMIKDKKLIVAEYIGHHYFLPGGHVEVGESAES
                     ALIRELQEELGVNCSIKQFLGVIENQWQDKEMLHHEINHIFEIDSEELHIDFIPKSKE
                     PHLAFHWIDYNRDALHTYKIMPAPSVKELLERKLSDELLNCWISNF"
     gene            2494829..2495095
                     /locus_tag="BA_2677"
                     /old_locus_tag="BA2677"
                     /db_xref="Pathema:BA_2677"
     CDS             2494829..2495095
                     /locus_tag="BA_2677"
                     /old_locus_tag="BA2677"
                     /note="This protein is the probable precursor to a novel
                     heterocycle-containing bacteriocin we name
                     heterocycloanthracin. Its predicted modification proteins
                     include BA_1266 and BA_1267; see PMID:18375757 for
                     description of that type of toxin biosynthetic gene
                     cluster.; identified by match to protein family HMM
                     TIGR03601"
                     /codon_start=1
                     /transl_table=11
                     /product="putative heterocycloanthracin"
                     /protein_id="AAP26522.1"
                     /db_xref="Pathema:BA_2677"
                     /translation="MNQFQQELQSLNLNDYQTGNVVYWDPQQSQYPYYYIQDDARRCG
                     GCGGCGGRCGGCGGRCGGCAGRCGGCIGCAGCFGCFNCWNWWII"
     gene            2495197..2496213
                     /locus_tag="BA_2678"
                     /old_locus_tag="BA2678"
                     /db_xref="Pathema:BA_2678"
     CDS             2495197..2496213
                     /locus_tag="BA_2678"
                     /old_locus_tag="BA2678"
                     /note="identified by similarity to EGAD:37780; match to
                     protein family HMM PF00144"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26523.1"
                     /db_xref="Pathema:BA_2678"
                     /translation="MYTYDKLISWVEDIKEKNHSSATALCIIKDNKIVLEHYSGYHSN
                     TSRNEKVSASSQFNVASARKSYLGLMIAYALYEGKINSIDDEAIKYFKDFDHALLGKT
                     TIRHLVTHSHGLGETNDGKIFREFEPGQSWAYRDINVRMMTRLIYQLYNKSFPELLKE
                     RVFKPANFQETGWRIQQDDNLVAVVDDPNKDAISEIGTVDDGTEKNLFVSAREFAQWG
                     NLHLNQGMIDDKQIVPKEVIKIATSLQSPTYANKELPQNGLFWFVQNEPAQLSELGER
                     VPKGSYQILGITGPTILVIPEYNVVVAKMYNKRYNYGGDNYLYYLREFSNLVVDTFRN
                     SNRV"
     gene            2496245..2496388
                     /locus_tag="BA_2679"
                     /old_locus_tag="BA2679"
                     /db_xref="Pathema:BA_2679"
     CDS             2496245..2496388
                     /locus_tag="BA_2679"
                     /old_locus_tag="BA2679"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26524.1"
                     /db_xref="Pathema:BA_2679"
                     /translation="MKDKVNKNKKQNIKDVNTEQNAIYSDPKDAANMQTVPQPKDFDE
                     IEY"
     gene            2496673..2497881
                     /locus_tag="BA_2680"
                     /old_locus_tag="BA2680"
                     /db_xref="Pathema:BA_2680"
     CDS             2496673..2497881
                     /locus_tag="BA_2680"
                     /old_locus_tag="BA2680"
                     /note="identified by similarity to GP:1235993; match to
                     protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative oxalate:formate antiporter"
                     /protein_id="AAP26525.1"
                     /db_xref="Pathema:BA_2680"
                     /translation="MKQTSINPLLIVLGTIIVQIGLGTIYTWSLFNQPLVSKFGWNLN
                     SVAITFSITSFSLSFSTLFAGKLQQKLGLRKLIATAGIVLGLGLILSSQVSSLPLLYL
                     LAGVVVGYADGTAYITSLSNLIKWFPNRKGLISGISVSAYGMGSLIFRYINGNLIDNL
                     GVSQAFLYWGIIVLLLVLIGSFFLREAIVSNAVTETLHNDYTPREMMGTKQVYLLFFM
                     LFTSCMGGLYLIGMVKDIGVQLVGLSTATAANAVAMIAIFNTVGRIVLGTLSDKIGRM
                     KIVSATFIIIGLSVFTLSFIPLNYGIYFACVASFAFCFGGNITIFPAIVGDFFGLKNH
                     STNYGIVYQGFGFGALAGSFIGAILGGFQPTFIIIGVLSVISFIISILIRPPNAEKKN
                     ELKHLHRKVA"
     gene            2498155..2498783
                     /locus_tag="BA_2681"
                     /old_locus_tag="BA2681"
                     /note="putative transport protein, degenerate; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2681"
     gene            2499417..2499860
                     /locus_tag="BA_2683"
                     /old_locus_tag="BA2683"
                     /db_xref="Pathema:BA_2683"
     CDS             2499417..2499860
                     /locus_tag="BA_2683"
                     /old_locus_tag="BA2683"
                     /note="identified by similarity to GP:15979347; match to
                     protein family HMM PF00293"
                     /codon_start=1
                     /transl_table=11
                     /product="mutT/nudix family protein"
                     /protein_id="AAP26526.1"
                     /db_xref="Pathema:BA_2683"
                     /translation="MKKVNVTYALLYDKTNEKILMVKNKGKNGSYYTLPGGAVKLGET
                     LEEAVIREVKEETGLHITVNGICYISEAFFEERGHHAIFFNFLGEIIGGETNITRPKE
                     IEEITWMELHIASPHLRIPEHLVNMLKKKETVPYFFNGTIVHQSS"
     gene            2499892..2501022
                     /gene="dnaN2"
                     /locus_tag="BA_2684"
                     /old_locus_tag="BA2684"
                     /db_xref="Pathema:BA_2684"
     CDS             2499892..2501022
                     /gene="dnaN2"
                     /locus_tag="BA_2684"
                     /old_locus_tag="BA2684"
                     /EC_number="2.7.7.7"
                     /note="identified by similarity to EGAD:16050; match to
                     protein family HMM PF00712; match to protein family HMM
                     PF02767; match to protein family HMM PF02768; match to
                     protein family HMM TIGR00663"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA polymerase III, beta subunit"
                     /protein_id="AAP26527.1"
                     /db_xref="Pathema:BA_2684"
                     /translation="MEFIVNHKHFTQALSDVSKAISTKAIIPILSGIKITADQSGITL
                     IASNSNIFIEKFIPSAIDDEQITTILQAGTIVVPAKYFIEIIKKMPSDIVIKSKNEQT
                     ITIQSGEITLNLNGFPANEFPNVPQIDDHTEIQIETKQLIDAFKQTVFAVAKNESRHV
                     LTGVHIELDHNKLICAATDSHRLAIRETLISTNMKANCIVPSATINELLKLMNSNLEF
                     VSIYLSESHIIFTFGTTTLYSRLIEGKYPNISTLIPNEFQTVINIDRQRMLQGVDRSS
                     LLASEWANNNVNLEIVNESTIQISSNASQIGKISEKQQIDVIQGKKQLNISFDGRFML
                     DALRAIKEETVTLSFSGSMRPILIEAGTQSAAIHLISPVRAY"
     gene            2501045..2501557
                     /locus_tag="BA_2685"
                     /old_locus_tag="BA2685"
                     /db_xref="Pathema:BA_2685"
     CDS             2501045..2501557
                     /locus_tag="BA_2685"
                     /old_locus_tag="BA2685"
                     /note="identified by similarity to GP:15022907; match to
                     protein family HMM PF00293"
                     /codon_start=1
                     /transl_table=11
                     /product="mutT/nudix family protein"
                     /protein_id="AAP26528.1"
                     /db_xref="Pathema:BA_2685"
                     /translation="MYKHTLCFIKRNEEILMLNRKYDPVKGLWNGVGGKIEKGETPLE
                     NAIREIKEETNIKVTHDQIQFKGIIKWEDSSYSGGMYVYLVELLHEFTYHTPKKVSEG
                     ILDWKEISWILSDYNYGVGEMIPKFLVEVLHNELILEHNFVLSNHKLIDYRNKELAKQ
                     DNSIDNIIPL"
     gene            2501655..2502593
                     /locus_tag="BA_2686"
                     /old_locus_tag="BA2686"
                     /db_xref="Pathema:BA_2686"
     CDS             2501655..2502593
                     /locus_tag="BA_2686"
                     /old_locus_tag="BA2686"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26529.1"
                     /db_xref="Pathema:BA_2686"
                     /translation="MRMSVMKKIIIILVGIVLITIAFYQYNQKDGLAKNDKVYVEDFK
                     GKNDTNKIQSAINKAESSKIKTVLLDDKKYKITSPIVVKQGVKLLFGYGTQFVVEGNF
                     KVLELEKNASIEGAYIAIDDPTFNSEVIYLDGKNKYYNTWHKTQVKDINIINWTETNK
                     GTGISLYSGGQENEISFINFENIKVVGMETGVKLVAKKPQFGHAWINANRFMNFSLED
                     CVNMIYMDSNVTTPNEISGNQFTNLQIQPSNKTKSIVKVSGQHNEFHGMVWDLQKINY
                     ENELIELTDKSMNTLIKMSSVPENRILDGGKANIVK"
     gene            2502666..2503499
                     /locus_tag="BA_2687"
                     /old_locus_tag="BA2687"
                     /db_xref="Pathema:BA_2687"
     CDS             2502666..2503499
                     /locus_tag="BA_2687"
                     /old_locus_tag="BA2687"
                     /note="identified by match to protein family HMM PF00561"
                     /codon_start=1
                     /transl_table=11
                     /product="alpha/beta hydrolase family protein"
                     /protein_id="AAP26530.1"
                     /db_xref="Pathema:BA_2687"
                     /translation="MWTTNIIKTPRGKFEYFLKGEGPPLCVTHLYSEYNDNGNTFANP
                     FTDHYSVYLVNLKGCGNSDSAKNDSEYSMTETIKDLEAIREALYINKWGFAGHSAGGM
                     LALVYATEAQESLTKIIVGGAAASKEYASHKDSIYCSKNVKFNRIVSIMNALNDDSTV
                     QEERKALSREWALMSFYSEEKLEEALKLPNSGKTVGNRLNYFRQVEYKDYDVRQKLKF
                     VKIPSFIYCGKHDVQCPYIFSCEIANLIPNATLTKFEESNHNPFVEEIDKFNQFVNDT
                     L"
     gene            complement(2503554..2504516)
                     /locus_tag="BA_2688"
                     /old_locus_tag="BA2688"
                     /db_xref="Pathema:BA_2688"
     CDS             complement(2503554..2504516)
                     /locus_tag="BA_2688"
                     /old_locus_tag="BA2688"
                     /note="identified by similarity to OMNI:NTL01BH2092"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26531.1"
                     /db_xref="Pathema:BA_2688"
                     /translation="MKKKFINQIHTDVSFKPKDIIGLMTDYLKTKTKLRPIKNLPIVL
                     SNKDNESLESLTWFGHSASLLKIEGKKLLLDPMFGDTSSPFPLFNSKRYSGTFSLERE
                     DLQEIDAIIISHNHYDHLNYKSIMQLKDRTKHFYVPTGVAQYLIKWGISPSKISEHNW
                     WDEIAFDNIKLVCTPARHFSGRGMTDRDCSLWCSWLILGQETKIFFSGDSGYAPHFKE
                     IGDKYGPFDLTLMECGQYDPRWSAIHMLPEETVQAHIDVKGELLLPIHWGAFTLALHE
                     WSDPIERVTKEANRLGVKITTPQIGESITLKSTDYPRYAWWQKV"
     gene            2504813..2505790
                     /locus_tag="BA_2689"
                     /old_locus_tag="BA2689"
                     /db_xref="Pathema:BA_2689"
     CDS             2504813..2505790
                     /locus_tag="BA_2689"
                     /old_locus_tag="BA2689"
                     /codon_start=1
                     /transl_table=11
                     /product="putative DOD family homing endonuclease"
                     /protein_id="AAP26532.1"
                     /db_xref="Pathema:BA_2689"
                     /translation="MQIERKKKSKCKLSKPEIIHLYAEGKGTSEIAMLANVSARYIRM
                     VLSDSNVPRRAIGSWKRKYDITEDYFKTWSNNMAYILGFIAADGVIQKENQCVSVSQK
                     ESYILEDIKNELKTTQPLYQNKKTGVYMLNINSKTIKDDLMNIHGIKPCKSFNIEFPF
                     VPEEYLHHFVRGYFDGDGYVNYETYTVSFVGGSYNFMNSLHQILQNRNLRADSLNQNK
                     HYRVILSGRKSIQLFSNWIYKDKDIYLHRKYEVFQKESLSLDQLQDRKLKQTQTAVKQ
                     RKQNFLKEYMKNKCSATACSNLKISESTFKRWLKNDNQFKKDYERIHSL"
     gene            2505926..2507011
                     /locus_tag="BA_2690"
                     /old_locus_tag="BA2690"
                     /db_xref="Pathema:BA_2690"
     CDS             2505926..2507011
                     /locus_tag="BA_2690"
                     /old_locus_tag="BA2690"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26533.1"
                     /db_xref="Pathema:BA_2690"
                     /translation="MPTNNSPENILHTAYETKMISSGDNSPSIKIKGTKLQYLLVLIH
                     LGFESNAIKMMLNWTNDEFEKRVNLLEAEGLLKQIGGRYYPTCMIITACEGEKLYNLC
                     EPLIKPTLKIFENYSSHIEDISKRIDTFNHLSKESYSLLLYSGVLLDFGQINYIEENY
                     LKKKRPLRNKKRYYYAIQEQELTDIEAFGMYGNTYLDLGEVQIGLYGNSRYSTLNLIT
                     ADNETFEEYFQNTNTDINYKKKQLVKGFVAADRQKNLHLNVVYEKLGLYQNSQPVIPV
                     FKSTDLFILNEIANTISEDLVLLFNENDKPLKQYFASSRYSKEITYEEFFIWWYHFFY
                     TKVTEELIKQGVIITSTQKNQTYIIHQ"
     gene            2507130..2507525
                     /locus_tag="BA_2691"
                     /old_locus_tag="BA2691"
                     /db_xref="Pathema:BA_2691"
     CDS             2507130..2507525
                     /locus_tag="BA_2691"
                     /old_locus_tag="BA2691"
                     /note="identified by match to protein family HMM PF01042"
                     /codon_start=1
                     /transl_table=11
                     /product="putative endoribonuclease L-PSP"
                     /protein_id="AAP26534.1"
                     /db_xref="Pathema:BA_2691"
                     /translation="MQKKFINPKTMPPTFGYSHVVEASNAKRTIYISGQVAINTDGQI
                     VGINDLATQTRQVFENIKIALETSDLNFNDVVKLTFFLTDISQMAIVRDIRDQYIDTN
                     NPPASSAVEVRKLINDNLLIEIEAIAVAN"
     gene            complement(2508223..2509038)
                     /locus_tag="BA_2692"
                     /old_locus_tag="BA2692"
                     /db_xref="Pathema:BA_2692"
     CDS             complement(2508223..2509038)
                     /locus_tag="BA_2692"
                     /old_locus_tag="BA2692"
                     /note="identified by similarity to EGAD:107990; match to
                     protein family HMM PF09234"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26535.1"
                     /db_xref="Pathema:BA_2692"
                     /translation="MKNTYQLQIPKELEQYRTILEESVKPYIKVAGTKAETTLFESKF
                     GGYPYLPINQEHPKDSNGQPMMLLAQLNFEEIPHVEYMPKKGILQFFVSADDELYGAD
                     FDHPTIQKDFRIIYHSTIIEDLNKVITDFSYLNTLELEDFIIPEAAKLQFELDYQPIT
                     SRDYRFEKMFSEDIDWEEIVDEENNTELGELYDDLCKDFGHKIGGYPFFTQTDPREWE
                     EKYQQHDILLLQIDTDDSLNIMWGDSGVANFFIKKEDLLNLNFSNVIYNWDCY"
     gene            complement(2509117..2509524)
                     /locus_tag="BA_2693"
                     /old_locus_tag="BA2693"
                     /db_xref="Pathema:BA_2693"
     CDS             complement(2509117..2509524)
                     /locus_tag="BA_2693"
                     /old_locus_tag="BA2693"
                     /note="identified by similarity to GP:18043212; match to
                     protein family HMM PF09350"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26536.1"
                     /db_xref="Pathema:BA_2693"
                     /translation="MNQEELDKKLKKQEILVKDEKVWSYTYEDHISSIVKEAEKKGAF
                     DHLPGKGKPLNLDKDLSYNPEKQLYRTLKNNHVLPRWIELSKEIDDLKEKLKENTNTA
                     EAADLTRTINKKVLEHNLLCPPSAQKTRVKTDF"
     gene            complement(2509637..2510785)
                     /locus_tag="BA_2694"
                     /old_locus_tag="BA2694"
                     /db_xref="Pathema:BA_2694"
     CDS             complement(2509637..2510785)
                     /locus_tag="BA_2694"
                     /old_locus_tag="BA2694"
                     /note="identified by match to protein family HMM PF00756"
                     /codon_start=1
                     /transl_table=11
                     /product="putative esterase"
                     /protein_id="AAP26537.1"
                     /db_xref="Pathema:BA_2694"
                     /translation="MRKLHIEYYKGGREVTTIISPKLEKLKNHLKNGNEKALYTFLHE
                     IKSNHTPLVEQCPIDNQYKLITYIWLGDQNTENVYVVGSFPGWDLSVNQLQRLLQTNI
                     WYVTFRTNKRFISTYYFTVNDFFKNDWIKRSEQYRLDPFNENVFGEGANKASVLKIDM
                     DVQYSSRFPSNHYPSGKIETYSFYSSILNNTRKLHIYTPHDYSHTSHLQELLIVFDGN
                     SFINDLSITKTLNYLIYEKEIPSCIAVAIDPVDRLEELTYNDKMNTFLMKELLPWIQT
                     KYHVYQKAKHTTIAGFSLGGLAAFYVALQNPHIFGNVLSMSGSVHWKKDDYENTIPWI
                     ENQISSIDSNATHLNSYIAVGELENESLLKANRRLHKALEEKKYPNHL"
     gene            complement(2510832..2511197)
                     /locus_tag="BA_2695"
                     /old_locus_tag="BA2695"
                     /db_xref="Pathema:BA_2695"
     CDS             complement(2510832..2511197)
                     /locus_tag="BA_2695"
                     /old_locus_tag="BA2695"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26538.1"
                     /db_xref="Pathema:BA_2695"
                     /translation="MENVSNVDKVESIKSLQSTIRKLENALSQMTQKGSNTTLVKKRL
                     KAASIGLAMLESIWNQETHHYTQEDLADARNVIIGLLPSIEKIYVKSKLGSPQRTLLE
                     RRIKSLELSIQAIDHFSNQ"
     gene            complement(2511463..2511792)
                     /locus_tag="BA_2696"
                     /old_locus_tag="BA2696"
                     /db_xref="Pathema:BA_2696"
     CDS             complement(2511463..2511792)
                     /locus_tag="BA_2696"
                     /old_locus_tag="BA2696"
                     /note="identified by similarity to SP:P42320"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26539.1"
                     /db_xref="Pathema:BA_2696"
                     /translation="MHSPLYKPFPNCDIRKIRKDFNNMFTEDDCISADLNYYWMHTAG
                     TLSYVLNNNEQKIVFNQIKWLKKSFFEWFPQYCFLETEIMKYPILYRDFMNYEKTRKL
                     LLYYLTE"
     gene            complement(2511847..2512698)
                     /locus_tag="BA_2697"
                     /old_locus_tag="BA2697"
                     /note="putative phospholipase, authentic point mutation;
                     an automated process has identified a potential problem
                     with this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2697"
     gene            2512877..2513254
                     /locus_tag="BA_2698"
                     /old_locus_tag="BA2698"
                     /db_xref="Pathema:BA_2698"
     CDS             2512877..2513254
                     /locus_tag="BA_2698"
                     /old_locus_tag="BA2698"
                     /note="identified by similarity to EGAD:109402; match to
                     protein family HMM PF08000"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26540.1"
                     /db_xref="Pathema:BA_2698"
                     /translation="MGLFSGILGNASNASTESVERDLEKIMLDDEKVEHAYKLIRDLI
                     VFTNRRLILVDKQGISGKKTEYHSIPYKSITQFSIETAGHFDLDAELKIWVSSLSTPI
                     AKEFKGDDSVLSIQKALVTYTTK"
     gene            complement(2513376..2513849)
                     /locus_tag="BA_2699"
                     /old_locus_tag="BA2699"
                     /db_xref="Pathema:BA_2699"
     CDS             complement(2513376..2513849)
                     /locus_tag="BA_2699"
                     /old_locus_tag="BA2699"
                     /note="identified by similarity to OMNI:EF3001; match to
                     protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26541.1"
                     /db_xref="Pathema:BA_2699"
                     /translation="MKIILEKATESDAAVLFQMQIDSFNPLLNKYKDYETNPANESIE
                     KTIFRINNPSSNFYKMIIDSRLVGAICISQKELPYKFWISPMFIHPIYQGIGIAQKVL
                     ILIEEMFPEAQSFELATILEEERNCFLYEKMGYKRTEVIKKLNDKTTLIHYKKER"
     gene            complement(2513851..2514372)
                     /locus_tag="BA_2700"
                     /old_locus_tag="BA2700"
                     /db_xref="Pathema:BA_2700"
     CDS             complement(2513851..2514372)
                     /locus_tag="BA_2700"
                     /old_locus_tag="BA2700"
                     /note="identified by similarity to EGAD:108250"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26542.1"
                     /db_xref="Pathema:BA_2700"
                     /translation="MNDLRYPIGQFTYKRPITEEMIDTWIQEIEDLPNELTKAIKDLD
                     QKQLDTPYRVGGWTVRQVVHHVVDSHMNSYIRFKLALTEKNPTIKPYKEEKWAELPDS
                     KLPVDVSLVMLESLHKRWVNLLYSLELEDLEKTFNHPDTGETKLAAAIGLYAWHGRHH
                     TAHITSLRKRLNW"
     gene            complement(2514389..2514916)
                     /locus_tag="BA_2701"
                     /old_locus_tag="BA2701"
                     /db_xref="Pathema:BA_2701"
     CDS             complement(2514389..2514916)
                     /locus_tag="BA_2701"
                     /old_locus_tag="BA2701"
                     /note="identified by similarity to GP:16411152; match to
                     protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26543.1"
                     /db_xref="Pathema:BA_2701"
                     /translation="MKIYIEQLKKHDAKDLFTFELTNKSFFETMVPNRGSKYFEFEYF
                     QKLLDDLLIEQADGNSYFYLIRNEEKEIVGRINLVDIDTETRISSLGYRVGEKFTKKG
                     VATAAVKLILDVAKNNKINEVHAKTTSNNLASQIVLEKSGFSSYQNEADTTSVQLNGE
                     HVNFVHYIWRNTSRL"
     gene            complement(2514980..2516302)
                     /locus_tag="BA_2702"
                     /old_locus_tag="BA2702"
                     /db_xref="Pathema:BA_2702"
     CDS             complement(2514980..2516302)
                     /locus_tag="BA_2702"
                     /old_locus_tag="BA2702"
                     /note="identified by similarity to GP:13940313"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26544.1"
                     /db_xref="Pathema:BA_2702"
                     /translation="MFNKAIVIGGSMAGKFAAKALSTSFKEVIIIEADERWDGKSSRK
                     RVPQSNHPHVLLKGGENAIEELFPNITDELIEAGSIVNNFTRDLKWHQFGLWKQPFIG
                     EVHMIQQSRPLLEWNIQKRIHQISNITINYETLVKGLLVDEKLNKVCGVKVKHLETDA
                     QEEVHADLVVDASGFSSKSIEWLRECEIEVQEEKVRINLFYATKMFKLKENEELDCCN
                     MLMSPSFPDNPYGVLIQTIEDNRYFVTFSGYANEKAPQTDDEFYDFAENLSISNVTDF
                     LNKAVAISDIKTYKIPYQVRRRFDLTTNMPEGLLVVGDAHCRFDPVFGQGVSVAAMEA
                     RQLQLLLQGRKQLDKTFTQQFYKKAATIIETPWEMTTTEISRHPQLKRELTIKQKFQL
                     WYTKQIYQLSATDSDVYIRLVKVMNLIRSPFHLFHPKVLLAVLLKQKK"
     gene            complement(2516385..2517165)
                     /locus_tag="BA_2703"
                     /old_locus_tag="BA2703"
                     /note="putative bacitracin resistance protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2703"
     gene            2517299..2517505
                     /locus_tag="BA_2704"
                     /old_locus_tag="BA2704"
                     /db_xref="Pathema:BA_2704"
     CDS             2517299..2517505
                     /locus_tag="BA_2704"
                     /old_locus_tag="BA2704"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26545.1"
                     /db_xref="Pathema:BA_2704"
                     /translation="MRKHTKFGNVLLWIGPILVFVGLCMTNVISDIPFFFGKHKTIGI
                     VLICIGVVCFIAANHLKKGGKYEE"
     gene            complement(2517558..2517938)
                     /locus_tag="BA_2705"
                     /old_locus_tag="BA2705"
                     /db_xref="Pathema:BA_2705"
     CDS             complement(2517558..2517938)
                     /locus_tag="BA_2705"
                     /old_locus_tag="BA2705"
                     /note="identified by similarity to OMNI:NTL01BS03257;
                     match to protein family HMM PF01541"
                     /codon_start=1
                     /transl_table=11
                     /product="endo/excinuclease amino terminal domain protein"
                     /protein_id="AAP26546.1"
                     /db_xref="Pathema:BA_2705"
                     /translation="MNLIKISIPEVDVTITERKQVIRGDEPRITPINGFIDFHLFPRD
                     KGGIFMFYNINDELLFVGKARKIRQRIKKHFEDNVSPIKNHRDEVYRIDACIVEDPTE
                     REIYETYIINEYKAKYNVDKVFYK"
     gene            complement(2518096..2518578)
                     /locus_tag="BA_2707"
                     /old_locus_tag="BA2707"
                     /db_xref="Pathema:BA_2707"
     CDS             complement(2518096..2518578)
                     /locus_tag="BA_2707"
                     /old_locus_tag="BA2707"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26547.1"
                     /db_xref="Pathema:BA_2707"
                     /translation="MYNVEIRRPNSDDLEELHSFFRIVITNTFKDEGLSQLSDDIENE
                     INTKKQYLKNDFDSNGEKRYFLLAIDTNNDKIIGTIEVGPASTLINSCTGGVLKDLYE
                     IGTVFILPEYQKKGIGSFLLHTMFLTLLSRGITEYCLDSGYKKRKVYGRRSLESLVMY
                     "
     gene            complement(2518606..2519178)
                     /locus_tag="BA_2708"
                     /old_locus_tag="BA2708"
                     /db_xref="Pathema:BA_2708"
     CDS             complement(2518606..2519178)
                     /locus_tag="BA_2708"
                     /old_locus_tag="BA2708"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP26548.1"
                     /db_xref="Pathema:BA_2708"
                     /translation="MNRFVRYWCQLMIENNGDFVHKRKLSLANKLVITALMSALATMF
                     QAAGNLIPGIGLFISPFATLPIFLAICYSNRDGVLSYLLTILLLFIIEPSELIVFPFT
                     TGLLGIALGLSFIQFKRRIWVISFSAICLLIGITIVLDIFRFPVLGPTIHTTMDIKII
                     LSIFILSFLYCWIYAGLCRILLNRLYKVLF"
     gene            complement(2519359..2520789)
                     /locus_tag="BA_2709"
                     /old_locus_tag="BA2709"
                     /db_xref="Pathema:BA_2709"
     CDS             complement(2519359..2520789)
                     /locus_tag="BA_2709"
                     /old_locus_tag="BA2709"
                     /note="identified by similarity to GP:10176989"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26549.1"
                     /db_xref="Pathema:BA_2709"
                     /translation="MTKVKVRLRPIVHNINLPTVIKTAILPGESAERLFIATQLGEVF
                     YIGDGVIKTFLNIRQQIINLGTSEEGVSSSGYDERGLLGLAFHPQFYQNGLFYLHYSV
                     AGTQGPGALSEQFKPNPCDPKTLNLKWLNRDTQYDHIDTIEEWILQSNGHPQKRRTLL
                     NIKRPFFNHNGVNTLNFSPETGKLVFTNGDGGSGYDPFNLSQDDLEIAGKIIEIDVSK
                     NTFINNPPVVTRFNELPLSIQETLTLIAKGVRNITGISFQRFYNQYIKYAGNVGQDIV
                     ESIFSFVQYKPIPVTEIVQMHVIGLTSNQDRFINFGWRGWEGELPTSFIRHCTENPTL
                     DERTMTYYNETIETSVKRIQPLISYFHKDPRSDKFGGTSLTGVQPYMGTAIPNLNGSV
                     VFTDLARKEKSRPPVKGVLAYTRAGTDGKHTDFHVIETDYDFGTQAAYYMSLGTSLDQ
                     TRLYLGVYGSMKVTDFNKGTIFEIIP"
     gene            2520927..2521184
                     /locus_tag="BA_2710"
                     /old_locus_tag="BA2710"
                     /db_xref="Pathema:BA_2710"
     CDS             2520927..2521184
                     /locus_tag="BA_2710"
                     /old_locus_tag="BA2710"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26550.1"
                     /db_xref="Pathema:BA_2710"
                     /translation="MTLLLQIILPLIVALYLFTLYRNTAIGKAAFLLAIIIGIYGLEN
                     IFQHAHLTDHVIYPYWGSLKAVIIVLSVVFLFKKGGLTGEN"
     gene            2521216..2521455
                     /locus_tag="BA_2711"
                     /old_locus_tag="BA2711"
                     /db_xref="Pathema:BA_2711"
     CDS             2521216..2521455
                     /locus_tag="BA_2711"
                     /old_locus_tag="BA2711"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26551.1"
                     /db_xref="Pathema:BA_2711"
                     /translation="MRSFYKRKFVYVKTKRKVLHMSINIISIVSIIIWIVLITELIKP
                     SKEQSGRKIVMLLTAGCASTFILTVSFIQNISFWN"
     gene            complement(2521568..2522227)
                     /locus_tag="BA_2712"
                     /old_locus_tag="BA2712"
                     /db_xref="Pathema:BA_2712"
     CDS             complement(2521568..2522227)
                     /locus_tag="BA_2712"
                     /old_locus_tag="BA2712"
                     /note="identified by similarity to GP:17134582"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26552.1"
                     /db_xref="Pathema:BA_2712"
                     /translation="MSINCFVGLIKNELLKEVSIRSEDESEPVVVKDIPRLWKCLGKG
                     NYAAVFMHKEYKDWVVKVYTQEGEGIEKESEVYRRIGNHPSYSKLIYKGENFIVLKRL
                     KEITLYDAVHKGIKIPKQVILDINKALEYAREQGLTPCDVHGKNVMMEKGRGYVVDVS
                     DFLKTKEDSKWKDLEKAYFTFYLPFIYNFPFPVKIPYFMLNIVRRSYRKYKKLKKKFK
                     L"
     gene            complement(2522538..2522975)
                     /locus_tag="BA_2713"
                     /old_locus_tag="BA2713"
                     /db_xref="Pathema:BA_2713"
     CDS             complement(2522538..2522975)
                     /locus_tag="BA_2713"
                     /old_locus_tag="BA2713"
                     /note="identified by similarity to GP:15980065; match to
                     protein family HMM PF00293"
                     /codon_start=1
                     /transl_table=11
                     /product="mutT/nudix family protein"
                     /protein_id="AAP26553.1"
                     /db_xref="Pathema:BA_2713"
                     /translation="MRAPYQVLIFPYIKTDDSIQYAIFNRSDYGYWQGIAGGGEDGEI
                     PIESAKREAFEEAGITRECPYIQLDSVSSLPVEDVVGGFLWGDEVYVIKEFSFGVKVP
                     NKHISLSKEHLHYKWLCFEEAVKCLKWDSNKTALWELNKRLLK"
     gene            complement(2523114..2523209)
                     /locus_tag="BA_2714"
                     /old_locus_tag="BA2714"
                     /db_xref="Pathema:BA_2714"
     CDS             complement(2523114..2523209)
                     /locus_tag="BA_2714"
                     /old_locus_tag="BA2714"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26554.1"
                     /db_xref="Pathema:BA_2714"
                     /translation="MIMTLQAQLNNIGYEKNTLSKFEGNKQFFLR"
     gene            complement(2523178..2524293)
                     /locus_tag="BA_2715"
                     /old_locus_tag="BA2715"
                     /db_xref="Pathema:BA_2715"
     CDS             complement(2523178..2524293)
                     /locus_tag="BA_2715"
                     /old_locus_tag="BA2715"
                     /note="identified by similarity to SP:O32159; match to
                     protein family HMM PF01266"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, DadA family"
                     /protein_id="AAP26555.1"
                     /db_xref="Pathema:BA_2715"
                     /translation="MKSYIVVGAGILGASTAYHLAKAGANVTIVDRQQVGQATDAAAG
                     IVCPWLSQRRNKAWYKIVKGGARYYSSLIQQLEEDGETDTGYNRVGAISLHIDEKKLD
                     QMEERAYKRREDAPEIGEITRLSAEETKKLFPALSEEYSCVHISGAARVNGRLLRNAL
                     ISAAKKHGATFIKGDAVLVREGNHITGVKVNDETILAEKVIVTAGAWANEILNPLGIN
                     FLVTFQKGQIVHLQMENTATENMPVVMPPNDQYILTFDNGHVVIGATHENETGFDHRV
                     TAGGLHEVFHKALTVAPGLENATMLETRVGFRPFTPGFLPVIGPLPNFEGILVANGLG
                     ASGLTAGPYLGSELAKLALGQPIELDLNDYDVTGAIE"
     gene            complement(2524419..2525072)
                     /locus_tag="BA_2716"
                     /old_locus_tag="BA2716"
                     /db_xref="Pathema:BA_2716"
     CDS             complement(2524419..2525072)
                     /locus_tag="BA_2716"
                     /old_locus_tag="BA2716"
                     /note="identified by similarity to GP:16410307"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26556.1"
                     /db_xref="Pathema:BA_2716"
                     /translation="MSIIDKLKLNKYTNMVVINEPSDYEVFTGKETVFSKEHDAIFIF
                     VETLDEMVKQTNFIISNEELLIEKGYIFFAYPKKGNSRYSTFIHRDEMFPALNVGEDG
                     YVGESEIKFARMVSMDDIFTVVGLKREKKKVTKTPAMSQCVADYADRIQDVEALLANH
                     PNELKFYQSLTPGYQKDWARNLFSVKQEKTREKRLEKMIEVLSQGYKTIELFRKKKK"
     gene            complement(2525220..2525987)
                     /locus_tag="BA_2717"
                     /old_locus_tag="BA2717"
                     /db_xref="Pathema:BA_2717"
     CDS             complement(2525220..2525987)
                     /locus_tag="BA_2717"
                     /old_locus_tag="BA2717"
                     /note="identified by similarity to EGAD:107347; match to
                     protein family HMM PF00797"
                     /codon_start=1
                     /transl_table=11
                     /product="N-acetyltransferase family protein"
                     /protein_id="AAP26557.1"
                     /db_xref="Pathema:BA_2717"
                     /translation="MTSLQHKLFTRLNRANRTEVKFEELNTILFTFAHTIPFENLDVI
                     ASNTNTITMENLQNKILSRSRGGLCYELNTLFYYFLKDCGYDVQLALGTVYKNDINAW
                     ALENGHITIILNYDKVRYVIDVGIASLVPLVPVPFTGESVSSKNGTYRVRQKDTSKGN
                     YVLERKDTNGEWKVCHAFYNRMIDEIVVNDVQKRVVEDEKSIFNKGPIAVKLTDSGHV
                     SLTNTSFTEIVHGEKTKREITEDQYRELLYTLFAIEL"
     gene            complement(2526126..2526650)
                     /locus_tag="BA_2718"
                     /old_locus_tag="BA2718"
                     /db_xref="Pathema:BA_2718"
     CDS             complement(2526126..2526650)
                     /locus_tag="BA_2718"
                     /old_locus_tag="BA2718"
                     /note="identified by similarity to OMNI:EF0116; match to
                     protein family HMM PF08877"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26558.1"
                     /db_xref="Pathema:BA_2718"
                     /translation="MNKGGVFLNNFNDTIRHLNNIVYKPNNLIITNLKEEKQNAEYAG
                     CLFHLNNKTIRFRKSKITPNKIGQFVSFWEKDDDMQNQAFSYDAAPDLLIITCIDDNK
                     LGQFIFPKDILLKEKILRTQNQKGKMAMRIYPIWDTPVSNQAKKSQMWQLQYFVDLSD
                     HNNLPIDKLLHLYS"
     gene            complement(2526738..2527106)
                     /locus_tag="BA_2719"
                     /old_locus_tag="BA2719"
                     /db_xref="Pathema:BA_2719"
     CDS             complement(2526738..2527106)
                     /locus_tag="BA_2719"
                     /old_locus_tag="BA2719"
                     /note="identified by similarity to EGAD:172843"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26559.1"
                     /db_xref="Pathema:BA_2719"
                     /translation="MEIKKVVIDGINIAVIRNNKVLISDVQSALDTMATVQYEVNAKH
                     IIIHKSLISEDFFDLKTRLAGDILQKFINYKVKFAIVGDFSMYTSKSLKDFIYECNKG
                     KDIFYLATEQQAIEKLSTLK"
     gene            complement(2527243..2527935)
                     /locus_tag="BA_2720"
                     /old_locus_tag="BA2720"
                     /db_xref="Pathema:BA_2720"
     CDS             complement(2527243..2527935)
                     /locus_tag="BA_2720"
                     /old_locus_tag="BA2720"
                     /note="identified by match to protein family HMM PF00702;
                     match to protein family HMM TIGR01509; match to protein
                     family HMM TIGR01549"
                     /codon_start=1
                     /transl_table=11
                     /product="hydrolase, haloacid dehalogenase-like family"
                     /protein_id="AAP26560.1"
                     /db_xref="Pathema:BA_2720"
                     /translation="MGYKAMLFDLDDTLLNRDKAVDNLFLLLFEKCYEDVSDTIKNNM
                     LQKFKEFDKREYGMSDKTIVLESLFDEFAPRYRLPRNYIQDFWNENFPKCFSIDQNTI
                     HFLNHIKKHFEVGIITNGSTQRQKAKIINTHLNNYFDTIIISEEVGFSKPDKRIFELA
                     LNKLNVQPENTLFVGDDIEKDIAGPQNANIKGVWFNPQKIKNTTKIQPYAEINTLDSL
                     LSYVTPQYFFNK"
     gene            2528188..2528733
                     /locus_tag="BA_2721"
                     /old_locus_tag="BA2721"
                     /db_xref="Pathema:BA_2721"
     CDS             2528188..2528733
                     /locus_tag="BA_2721"
                     /old_locus_tag="BA2721"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26561.1"
                     /db_xref="Pathema:BA_2721"
                     /translation="MIRMQIRPKASEYNSYYATYINLVSDGNIIQILEQQIEETNLLL
                     KEISDSEGLFRYAPTKWSIKEVIGHIADTERIMAYRLLSIARGETAELPGYNDDMYVL
                     KAAFDKQSMQDLLKNLIVVRQSTLHLLRSLDKEAWSQRGYANNSEVTVRAFAYIIAGH
                     ELHHLQIIKERYLGSDLYPAT"
     gene            2528935..2529117
                     /locus_tag="BA_2722"
                     /old_locus_tag="BA2722"
                     /db_xref="Pathema:BA_2722"
     CDS             2528935..2529117
                     /locus_tag="BA_2722"
                     /old_locus_tag="BA2722"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26562.1"
                     /db_xref="Pathema:BA_2722"
                     /translation="MYEQQNNRDRDQKMIFSMQGVPTNKINIHQLPKWIRIFGYCAFG
                     WMIVFSLIMIVGLIVQ"
     gene            2530007..2531045
                     /locus_tag="BA_2723"
                     /old_locus_tag="BA2723"
                     /note="carboxylesterase, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2723"
     gene            complement(2531164..2532618)
                     /locus_tag="BA_2724"
                     /old_locus_tag="BA2724"
                     /db_xref="Pathema:BA_2724"
     CDS             complement(2531164..2532618)
                     /locus_tag="BA_2724"
                     /old_locus_tag="BA2724"
                     /note="identified by match to protein family HMM PF00282;
                     match to protein family HMM PF01212"
                     /codon_start=1
                     /transl_table=11
                     /product="decarboxylase, pyridoxal-dependent"
                     /protein_id="AAP26563.1"
                     /db_xref="Pathema:BA_2724"
                     /translation="MTKNLQLSAEEMRQLGYQAVDLIVDHMNHLKSKPVSETIDSNIF
                     RDKLIETIPENGSNPKELLHFLNNNVFNQITHVDHPHFMAFVPGPNNYVGVLADFLAS
                     GFNVFPTAWIVGAGAEQIELTTINWLKSMLGFPDSAEGLFVSGGSMANLTALTVARQV
                     KLNNEIENAIVYFSNQTHFSVDRALKVLGFKQHQICRIETDEDLKISVSTLRKQIKED
                     RLKGKKPFCVIANAGTTNCGAVDSLDELADLCGDEDIWLHADGAYGAAAILSEKGREL
                     LRGIHRVDSLTLDPHKWLFQPYDVGCVLIRNSQYLSETFRMIPEYIRDTETNIEEKVN
                     FGERGIELSRRFRALKVWLSFKAFGVTAFREAIDHGIMLAEQVEEFLRKEKDWEVVTP
                     AQLGIVTFRYIPCELTSTDTIHEINKKLVEEINQRGFAMLSTTKLKEKVVIRLCSINP
                     RTTKEEILQIMMNIKVLAEEINTTSKHLISVPQP"
     gene            complement(2532674..2539277)
                     /locus_tag="BA_2725"
                     /old_locus_tag="BA2725"
                     /note="putative bacitracin synthetase, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2725"
     gene            complement(2539310..2540212)
                     /locus_tag="BA_2726"
                     /old_locus_tag="BA2726"
                     /db_xref="Pathema:BA_2726"
     CDS             complement(2539310..2540212)
                     /locus_tag="BA_2726"
                     /old_locus_tag="BA2726"
                     /note="identified by match to protein family HMM
                     TIGR03605"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26564.1"
                     /db_xref="Pathema:BA_2726"
                     /translation="MRFTGILSEWFPDFYFMAQKGVKISELVERFSLGNVEETQKNIE
                     LMIKNRVLVSNILHPREVFSSQEKIFPNPYSNQIRFSKEELDKYMSEQLNRTHVAARS
                     TEIQLETTDELPTIIKERRSCRQFEMEKYISFSEFSQFLSALRQVREEKIYYHYASAG
                     GLYPIDIFVYIKPKRIEGMKAGFYYYNPSKNSLVIVNNIDQVIKSDHELINQDLFTQS
                     AFSVYLVYNANASIPKYGSDGYLFACIESGIITATLNMVAETLNLGVCSVGHMKFEEI
                     QQFLCLDNHQVFLHGLEVGLKINE"
     gene            complement(2541157..2543715)
                     /locus_tag="BA_2728"
                     /old_locus_tag="BA2728"
                     /db_xref="Pathema:BA_2728"
     CDS             complement(2541157..2543715)
                     /locus_tag="BA_2728"
                     /old_locus_tag="BA2728"
                     /note="identified by match to protein family HMM PF00128;
                     match to protein family HMM PF02806; match to protein
                     family HMM PF02922; match to protein family HMM PF03714;
                     match to protein family HMM TIGR02104"
                     /codon_start=1
                     /transl_table=11
                     /product="putative pullulanase"
                     /protein_id="AAP26565.1"
                     /db_xref="Pathema:BA_2728"
                     /translation="MQITKRLINKTVLLLTLIVMLSSIFSFQSVKAVSNSKTTEVIIH
                     YKEQSGNTKDWNLWIWGENSSGKSYEFTGEDEFGKYAKINIDGDYNRLGFIIRTNEWE
                     KDGGDRWIENIKDGRAEVWILSGDEKVYNSKPSSDLSIQKATIDSFHEITVTTNVPFN
                     IKEKKIEMEGIKIKSISPYDINSGDITNKVKIITEQKIDLKQTYKVKIENLADTNTEI
                     GKVIRSEEFDYLFYYGGNDLGNIYTPQHTKFRVWAPTASEAKLVTYKKWNDKIGTEIN
                     MQQGEKGTWKAELKGNQKGLYYTYKVKIGDKWTEAVDPYARAASVNGDKGAVVDLEET
                     NPKKWNTNKKPKLKNPEDAIIYELHVRDLSIQPESGIKQKGKYLGVTEKGTKGPEGVK
                     TGLDHMKDLGVTHVQLLPIFDYASVNEEKVNEPQYNWGYDPKNFNVPEGSYSTNPYEP
                     TVRITELKQMIQTLHDNNLRVVMDVVYNHMYNAAESNFHKLVPGYYYRYNEDGTFANG
                     TGVGNDTASERTMMRKFMIDSVTYWAKEYNLDGFRFDLMGIHDYETMNEIRKAVNQID
                     PSIILHGEGWDLNTPLAAELKANQKNAEKMKGIAHFNDNIRDGLKGSVFEEKENGFVN
                     GKENMEDRIKKGITAGIDYDTNSSTYQDPEQVLTYVEAHDNHTLWDKLELTNPGDSEE
                     VRKQIHKLSSSILLTSQGIPFLHAGQEFMRTKYGDHNSYKSPDSINQMDWLRRATFNN
                     EVDYMKGLIELRKKYPAFRMTSAEQIKTHVSFIDAPKNTVTYTIEGNKHEYFTVAHNA
                     NREAVEITLPSKGPWKVLVDGKQAGSKPLYVVHDNKIKVPALSSIVLKSEKPIK"
     gene            complement(2544200..2545903)
                     /locus_tag="BA_2730"
                     /old_locus_tag="BA2730"
                     /db_xref="Pathema:BA_2730"
     CDS             complement(2544200..2545903)
                     /locus_tag="BA_2730"
                     /old_locus_tag="BA2730"
                     /EC_number="3.4.24.-"
                     /note="identified by similarity to SP:P05806; match to
                     protein family HMM PF01447; match to protein family HMM
                     PF02868; match to protein family HMM PF03413; match to
                     protein family HMM PF07504"
                     /codon_start=1
                     /transl_table=11
                     /product="metalloendopeptidase"
                     /protein_id="AAP26566.1"
                     /db_xref="Pathema:BA_2730"
                     /translation="MKNKKTLTKVALTTGLALTAVAPYGVGHAEETDQLQVQIQEESF
                     RSGELTQPSQKAPENVVKDALKEKTEQALSPKQVNGETGVDYKVLQKRGSYDGTTLVR
                     IQQTYEGKEVYGHQLTAHVDNSGVIKSVSGDSAQNLKQEELKKPINLSKDEATQYIYT
                     KYGNDINFISEPEVKEVIFVDENNGQASNAYQVTFEAATPNYISGTYLINAQNGDMLK
                     NMVQESNLKASEKLVGALKKSKKSSLTSLTGTGKDDLGISRSFGISKQSNGKYALADY
                     TRGQGIETYDVNYRDITKEESYYPGTLATSTSTTFNDPKAVSAHYLATKVFDFYKDKY
                     NRNSFDNQGQKVVSVVHAWDSGDTNDPKNWQNALSANNGSMLVYGDPIVKAYDVAGHE
                     FTHAVTSSESNLEYYGESGAINEALSDIMGTSIEKYVNNGSFNWTMGEQTGSVFRDME
                     NPTSVPSSLGVPYPDDYSEFNDFNGWDQGGVHFNSSIINKVAYLIAKGGTHNGVTVKG
                     IGEDKMFDIFYYANTDELNMTSNFKELRSACIRVATNKYGANSAEVQAVQKAFDAAKI
                     K"
     gene            complement(2546363..2547340)
                     /locus_tag="BA_2731"
                     /old_locus_tag="BA2731"
                     /db_xref="Pathema:BA_2731"
     CDS             complement(2546363..2547340)
                     /locus_tag="BA_2731"
                     /old_locus_tag="BA2731"
                     /note="identified by similarity to GP:21685483"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26567.1"
                     /db_xref="Pathema:BA_2731"
                     /translation="MTCYEMGSIQSYIDGELSREERKQFIKHLDKCKECQNLLIELTE
                     LNQWEHSTLAEEKLHEIPEINIDVEKAWQTFNSYNHTNNVFSTNQTIERKQGVFSNMN
                     KKSKRFMYTAVAAIGIFTIAMIPQVQVAATNIASYFANEVLNDTVVNEGSKDENGVQQ
                     KGMLKGQFIPIDEKITDQGVTVHFKELYVADARISVHYRVEKADGTLMPFEFDTTGLD
                     IKSDGKVNGQQEGNPEYNTGNGMFSQLSFIQGEDNLPFELLSEGKKLEHVGIRDKDRP
                     EGVITFVEGPEGKDSFKQPLTLDVNINKIGKIVGSWKGQFQINPGKVNK"
     gene            complement(2547341..2547871)
                     /locus_tag="BA_2732"
                     /old_locus_tag="BA2732"
                     /db_xref="Pathema:BA_2732"
     CDS             complement(2547341..2547871)
                     /locus_tag="BA_2732"
                     /old_locus_tag="BA2732"
                     /note="identified by similarity to EGAD:14312; match to
                     protein family HMM PF04542; match to protein family HMM
                     PF08281; match to protein family HMM TIGR02937"
                     /codon_start=1
                     /transl_table=11
                     /product="putative RNA polymerase sigma factor SigX"
                     /protein_id="AAP26568.1"
                     /db_xref="Pathema:BA_2732"
                     /translation="MQTIKSEERNVSHITFEALFKQNYAYVVKQIIWIIKEQTVAEEL
                     AQEVFLQLYHSDWKAIENLRAWLIKSSTYVAYNYIRSEKRHQARIDKETQYQEVQIDS
                     SLDDEWIRKEEITKVQMVLRKMKEQDRTILLMKFSGFRYKEIAQVLQIDDSSIGTMLA
                     RAKLKFRKIFEQMEGK"
     gene            complement(2548122..2548601)
                     /locus_tag="BA_2733"
                     /old_locus_tag="BA2733"
                     /db_xref="Pathema:BA_2733"
     CDS             complement(2548122..2548601)
                     /locus_tag="BA_2733"
                     /old_locus_tag="BA2733"
                     /note="identified by similarity to EGAD:36565; match to
                     protein family HMM PF06445"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26569.1"
                     /db_xref="Pathema:BA_2733"
                     /translation="MKVIIKNLPSLEVAFIRRTGSYFEPQDHWGKLLNWSIENKLYPL
                     EQSFIGISLDNPELVASHMCRHDACVTIPKNFEKEQHEDVQFKSVDGGLYALYQFYDE
                     PHKLSEVYRYMYAVWLPNSEYSADYDRDNLEFCMNNVAEDLEGKLKVDLFVPIKKNK"
     gene            2549050..2550354
                     /gene="secY2"
                     /locus_tag="BA_2734"
                     /old_locus_tag="BA2734"
                     /db_xref="Pathema:BA_2734"
     CDS             2549050..2550354
                     /gene="secY2"
                     /locus_tag="BA_2734"
                     /old_locus_tag="BA2734"
                     /note="identified by similarity to SP:P16336; match to
                     protein family HMM PF00344; match to protein family HMM
                     TIGR00967"
                     /codon_start=1
                     /transl_table=11
                     /product="preprotein translocase, SecY subunit"
                     /protein_id="AAP26570.1"
                     /db_xref="Pathema:BA_2734"
                     /translation="MFRTISNFMRVAEIRRKILFTLAMLIVFRIGTFIPVPHTNAEVL
                     KIQDQANVLGMLNVFGGGALQHFSIFAVGITPYITASIIVQLLQMDVIPKFSEWAKQG
                     EMGRKKSAQFTRYFTIILAFIQAIGMSYGFNNIAGGQLITDQSWTTYLFIATVLTAGT
                     AFLLWLGEQITANGVGNGISMLIFAGLVAAIPNVANQIYLQQFQNAGDQLFMHIIKML
                     LIGLVILAIVVGVIYIQQAVRKIPIQYAKAVSGNNQYQGAKNTHLPLKVNSAGVIPVI
                     FASAFLMTPRTIAQLFPDSSVSKWLVANLDFAHPIGMTLYVGLIVAFTYFYAFIQVNP
                     EQMAENLKKQNGYVPCIRPGKSTEQYVTKILYRLTFIGAIFLGAISILPLVFTKIATL
                     PPSAQIGGTSLLIIVGVALETMKTLESQLVKRHYKGFIKKAN"
     gene            complement(2550373..2551398)
                     /locus_tag="BA_2735"
                     /old_locus_tag="BA2735"
                     /db_xref="Pathema:BA_2735"
     CDS             complement(2550373..2551398)
                     /locus_tag="BA_2735"
                     /old_locus_tag="BA2735"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26571.1"
                     /db_xref="Pathema:BA_2735"
                     /translation="MKINWTEVKGKIRPQISKPSYETWFTNTTVYLEDDILTIYCPNE
                     FARDWLESHYKELVFNTLREMFNTSFEIQFDLCNGEPSNLKDVQKEKLSSWDEVKKAL
                     RPKIAEKTFMTWIRNTNATIKDNKVIIFCEDAFHRDLLEGEYKNIISSTVQKITDEEY
                     QIWFEIGSSATSKAQVHHMKNNQRTSGQEESKTIWNKIKDKMQLKISRPSYETWVKET
                     TARINEDSLIIYFENEFQQEWVKKSYKDLISQIAKELTGNTYEIQFELKSNTTSNNEK
                     STIKDITSELGERFKVSNNSLKYNDVDESNKRIRALEEKIMNLEKVIGTLVEKLDAVE
                     LKTQLEK"
     gene            complement(2551533..2552450)
                     /locus_tag="BA_2736"
                     /old_locus_tag="BA2736"
                     /db_xref="Pathema:BA_2736"
     CDS             complement(2551533..2552450)
                     /locus_tag="BA_2736"
                     /old_locus_tag="BA2736"
                     /note="identified by similarity to SP:P09185; match to
                     protein family HMM PF00892"
                     /codon_start=1
                     /transl_table=11
                     /product="transporter, EamA family"
                     /protein_id="AAP26572.1"
                     /db_xref="Pathema:BA_2736"
                     /translation="MVIFNYILVCIIFGTTFLTIKIGIEAGAPPLFSAGIRFFLAGVI
                     LMIIFKLKRKEIMPHIFSRRIIYAGFCLTFMTFATLYWAEQYISSGLAAVLSATGPMM
                     ILLLQTKRNKTKLKKEQLLALIIALIGVVFVSLPGMHQEISFIWSIACFVLIIGELFY
                     GIGSIRSKEILSDLQSVSLFLINGIQMFYGGVLLLIVSFIVEQPNVTVLASWSVQWPI
                     LYLIFIGSIGGHGLYYWLLSKTNPVFPSTWLYVSPLIAIIVGYIILGEPLNPIMGIGA
                     CFILVGVFLANRSTLRTYFKQGRLFEKEM"
     gene            2552597..2554030
                     /locus_tag="BA_2737"
                     /old_locus_tag="BA2737"
                     /db_xref="Pathema:BA_2737"
     CDS             2552597..2554030
                     /locus_tag="BA_2737"
                     /old_locus_tag="BA2737"
                     /note="identified by similarity to OMNI:NTL01BS00537;
                     match to protein family HMM PF00155; match to protein
                     family HMM PF00392"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, GntR
                     family/aminotransferase, class I protein"
                     /protein_id="AAP26573.1"
                     /db_xref="Pathema:BA_2737"
                     /translation="MKIVLRKESNIPYYKQIYMQIVERIQSGMLSHGDSLPSLRSMAE
                     DLQINLLTVRKAYKHLEKKEYIRIEQGKGAYIHKHVKKDSKPIPYKWQQTKTINVMRS
                     QYAMNQHRKYYDFSQAILYPRLLPNPFLADEMHKILNKDKMILATYGPVQGDYELRVE
                     IANYLNEHQKLVTDPSQLLITSGAQQGIDLIAQTLLKPGDIVLVESPCYSAALDIFIN
                     KGAQIIPVSLDNHGVRSDLIDDICQSKNPVLLYTNPTFQNPTGTVMSKERRMELIELA
                     ELYEFFIIEDDSFGEIYFEDAIVPPPIKNFDTNGHVLYIKGFSKTLAPGLRIASLIAD
                     GPIFAWLYAVKGSMDIGSPLLTQKALLPFLRAERMKHHLEKLRTALQIRRDITIDMLS
                     PLKEIQFEIPDGGFNLWITLPNSIDPFTLLQKANEVDVSFLPGTACLLHNDINNNQFR
                     ISYSMLNEKDMLIGLEKLHDTIRKFKL"
     gene            2554390..2555253
                     /locus_tag="BA_2738"
                     /old_locus_tag="BA2738"
                     /db_xref="Pathema:BA_2738"
     CDS             2554390..2555253
                     /locus_tag="BA_2738"
                     /old_locus_tag="BA2738"
                     /note="identified by match to protein family HMM PF00561"
                     /codon_start=1
                     /transl_table=11
                     /product="alpha/beta hydrolase family protein"
                     /protein_id="AAP26574.1"
                     /db_xref="Pathema:BA_2738"
                     /translation="MTEKIFKINGIDICTESFGNPKNPAILLIMGATCSMIYWDEEFC
                     ERLANSGKFVIRFDNRDVGRSVAYEPGTSNYTVTDMAEDAIGVLDAYHINKAHLFGMS
                     LGGMIAQIAAVKHPERVLTLTLLATSIIGSDNNTRDLPPMDERILTHHANGKHLDWTN
                     ENVVAEYLVSGSRLLCGSKRTFDEIRVYNQVKQEMERANNLLSMFNHALLQGDDAYEG
                     VLHSIQAPTLVIHGTDDTALPFEHGLALIDEIPNSVLLTLEGAGHENHPDDWENIVHA
                     VTEHTAKIIDK"
     gene            2555280..2555651
                     /locus_tag="BA_2739"
                     /old_locus_tag="BA2739"
                     /db_xref="Pathema:BA_2739"
     CDS             2555280..2555651
                     /locus_tag="BA_2739"
                     /old_locus_tag="BA2739"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26575.1"
                     /db_xref="Pathema:BA_2739"
                     /translation="MPLLFVTCKKAHHCIRMYSDGRYLYFSMFKKTDNLIGQQLPMIF
                     FILSVDLFASSGTFLKGLTSTFNKDDGSTYNEKTWLLGIAFDTSISPTCLKSCCAAKK
                     KKLVGFDCLFSHASISGDTDL"
     gene            complement(2555710..2556879)
                     /locus_tag="BA_2740"
                     /old_locus_tag="BA2740"
                     /db_xref="Pathema:BA_2740"
     CDS             complement(2555710..2556879)
                     /locus_tag="BA_2740"
                     /old_locus_tag="BA2740"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26576.1"
                     /db_xref="Pathema:BA_2740"
                     /translation="MSILLKAGADAGNNGLKLMVKGQDPIFIPSIYALYIGEPTGLLD
                     EGDVSLSELENHIDVTISSPSLMLNNVRYIVGEKVIQDQLKGTEVEKKSNKSTDELMV
                     ITILSGLAVSAMRQSPTSSHINIRYDLSVALPMQLITQEIAAENAKRYMGNHKVVFHY
                     PNGRDVTINISIEYCKCLPEGASGTWGIVYDEEGNVVKHKIECEQNKVSEIDFVDKTL
                     LSFDIGAGTTEEVVSLGVNFRPQLSKGLSYGVKETLLQIITRWNRKYPTKTIDSITEF
                     NQIYLNDKHPRNALLVEESQPALLGLAARVATDIINKIDDMKDDPYVFIYGGGAVIIK
                     NSLKMILKQKGRLTNVIFVDNPLFTNARGLLVYTCSPKYREHKQKELGFTNLTIS"
     gene            2557089..2557493
                     /locus_tag="BA_2741"
                     /old_locus_tag="BA2741"
                     /db_xref="Pathema:BA_2741"
     CDS             2557089..2557493
                     /locus_tag="BA_2741"
                     /old_locus_tag="BA2741"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26577.1"
                     /db_xref="Pathema:BA_2741"
                     /translation="MNHKKFIFMIIVLSLLGVLIHGVYKYITEGEILGGTIFTSAIII
                     SYLINHITWGDPHGVSKESQDEMGQQITYKSSKIAYFTLVVVMFLILLFSEGFSMGAN
                     LDGVKNFPLFIALCSSFFIYPIIELIVAKQYK"
     gene            complement(2557538..2558074)
                     /locus_tag="BA_2742"
                     /old_locus_tag="BA2742"
                     /db_xref="Pathema:BA_2742"
     CDS             complement(2557538..2558074)
                     /locus_tag="BA_2742"
                     /old_locus_tag="BA2742"
                     /note="identified by similarity to OMNI:NTL02ML0482; match
                     to protein family HMM PF08002"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26578.1"
                     /db_xref="Pathema:BA_2742"
                     /translation="MTIYIALLRGINVGGHKIIKMADLKQAFESIGLKQVKTYIQSGN
                     IVFKSEEDITFLKERIQSEIKNVFGFDVPVMLRTYAEFTNIIKICPYEADSLLEGESM
                     HIAFLANELSKKEKDQLLIYKNMNEDCYIHEKVVYLFFKTSIRNSKLMNQFQKIHTPA
                     TVRNWRTVNKLKAIVESI"
     gene            complement(2558091..2559158)
                     /locus_tag="BA_2743"
                     /old_locus_tag="BA2743"
                     /db_xref="Pathema:BA_2743"
     CDS             complement(2558091..2559158)
                     /locus_tag="BA_2743"
                     /old_locus_tag="BA2743"
                     /note="identified by similarity to OMNI:NTL01BH2647; match
                     to protein family HMM PF06081"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26579.1"
                     /db_xref="Pathema:BA_2743"
                     /translation="MNQVRKWNIIGGRVIKTGIAVFLTVLVCEFFNIPTIFAVITAIV
                     TIEPTATDSIKKGLVRFPASTIGSAYAMTFTFFLGHQALSYALAAMFTIVTCQKLRLH
                     AGTLVATLTAVAMIPITADHYFTAFLIRLATTSTGIIVSTVVNFFILPPHYVKTISGC
                     TEELFVKTANIMEEWLTALMDGKVIIKETTYNLSKLTVLLHKAVQFVQYEQKDWKYHR
                     HTKKEMRSFLLVQKQLHLLQQIIYHIDNLARAPIETCDWSQNEKEILRRTIHSIISIL
                     RNHCEEIDEEHFKLIDELDKQFWTNKNDLAHCKPNQYHHHFSSKSIILFEVLSIHDML
                     EELKQIFEKYESENQLNCSVH"
     gene            complement(2559213..2559710)
                     /locus_tag="BA_2744"
                     /old_locus_tag="BA2744"
                     /db_xref="Pathema:BA_2744"
     CDS             complement(2559213..2559710)
                     /locus_tag="BA_2744"
                     /old_locus_tag="BA2744"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26580.1"
                     /db_xref="Pathema:BA_2744"
                     /translation="MNIHTGEIQLVPYKEEYKEVIETFTLPSEQVQFTSDPAELLKKA
                     KNDRTKNVIVILDYNGVPVGLFALQTGDRVQEFTENESALLLTSFSINHNRQRKGYAK
                     KSLALLQEFVQRYFPIKNEVVLAVNEKNIPAQNLYEKVGFQDKGLRRMGPIGQQIIMH
                     LPIMK"
     gene            complement(2559736..2560089)
                     /locus_tag="BA_2745"
                     /old_locus_tag="BA2745"
                     /db_xref="Pathema:BA_2745"
     CDS             complement(2559736..2560089)
                     /locus_tag="BA_2745"
                     /old_locus_tag="BA2745"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP26581.1"
                     /db_xref="Pathema:BA_2745"
                     /translation="MKKSTLILCSLCLGFSMTACEQKKEVKKQTATSSTVMENQKKES
                     ININHFSNINEGMTYKEVKDLIGFEGDLLIEEGVEHSTQIKQIFAWKGSNPTALVEIT
                     FLDGKVHSKVQQGLS"
     gene            complement(2560205..2560801)
                     /locus_tag="BA_2746"
                     /old_locus_tag="BA2746"
                     /db_xref="Pathema:BA_2746"
     CDS             complement(2560205..2560801)
                     /locus_tag="BA_2746"
                     /old_locus_tag="BA2746"
                     /note="identified by match to protein family HMM PF09580;
                     match to protein family HMM TIGR02898"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP26582.1"
                     /db_xref="Pathema:BA_2746"
                     /translation="MKILIYILMVCFLITGCSIGKKDSPNEKSEQKNVSMKNVNYTNK
                     SNKPNEKAADHLASLAASVPGVNDATAVVVGKYAIVGIDVKAKLDRTRVESIKYSVAE
                     SLKNDPDGANAVVVADVDTYERLKQIGKQIKKGKTGEGILDELAAIVGRVMPQVPNDM
                     IENKETNPIQDNDKQLPKDEEQELRKEQNDQSNNHLNK"
     gene            complement(2560828..2562168)
                     /gene="ypeB"
                     /locus_tag="BA_2747"
                     /old_locus_tag="BA2747"
                     /db_xref="Pathema:BA_2747"
     CDS             complement(2560828..2562168)
                     /gene="ypeB"
                     /locus_tag="BA_2747"
                     /old_locus_tag="BA2747"
                     /note="identified by similarity to EGAD:5444; match to
                     protein family HMM PF03413; match to protein family HMM
                     TIGR02889"
                     /codon_start=1
                     /transl_table=11
                     /product="germination protein YpeB"
                     /protein_id="AAP26583.1"
                     /db_xref="Pathema:BA_2747"
                     /translation="MLRGIIIVLLTIGVVGTGYWGYKEHQEKNAVLIRAENSYQRAFH
                     DLAYEVDLLHDKIGTTLAMNSRASLSPALADVWRLTSEARSDVGQLPLTLMPFNKTEE
                     FLANIGDFSYRAAIRDLEKEPLNDQEYKTLQTLYSNAGNIQDELRKVQHLVLKNNLRW
                     MDVEMALASNRDPADNTIIDGLKTVEKNVTSYSSTNFGPTFTSAQKNKKGGFEAEGKA
                     ISKDEAGKIAKSFLNLKGNEKVEVEKSGKGAKESFYSVKIKDEATNNKFYMDITGKGG
                     YPIWVMNNREIKEQKISLNDAGSKGLKFLKDHKFNNMELYDSSQYDNVGVFTYVVNVN
                     GVRIYPEAIQMKIALDDGSIVGFSAKEYLASHQKRTVPSAKLTAAEARKKINPDVKVM
                     EERKAVVVNDLHNEVLCYEFVGTLGKDTYQIFINANSGAEEKVKKMQAVEKIYD"
     gene            complement(2562184..2562945)
                     /gene="sleB"
                     /locus_tag="BA_2748"
                     /old_locus_tag="BA2748"
                     /db_xref="Pathema:BA_2748"
     CDS             complement(2562184..2562945)
                     /gene="sleB"
                     /locus_tag="BA_2748"
                     /old_locus_tag="BA2748"
                     /note="identified by match to protein family HMM PF01471;
                     match to protein family HMM PF07486; match to protein
                     family HMM TIGR02869"
                     /codon_start=1
                     /transl_table=11
                     /product="spore cortex-lytic enzyme prepeptide"
                     /protein_id="AAP26584.1"
                     /db_xref="Pathema:BA_2748"
                     /translation="MRQKAIFKIAVLLAFIGLSLMVSSIQLKNVEAFSNQVIQRGASG
                     EDVIELQSRLKYNGFYTGKVDGVFGWGTYWALRNFQEKFGLPVDGLAGAKTKQMLVKA
                     TKYDKSTANKGNSGGTAQENKPSQNKGTNVPNGYSQNDIQLMANAVYGESRGEPYLGQ
                     VAVAAVILNRVTSASFPNTVSGVIFEPRAFTAVADGQIYLTPNETAKKAVLDAINGWD
                     PTGNALYYFNPDTATSKWIWTRPQIKKIGKHIFCK"
     gene            2563091..2563423
                     /locus_tag="BA_2749"
                     /old_locus_tag="BA2749"
                     /db_xref="Pathema:BA_2749"
     CDS             2563091..2563423
                     /locus_tag="BA_2749"
                     /old_locus_tag="BA2749"
                     /note="identified by similarity to EGAD:108780"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26585.1"
                     /db_xref="Pathema:BA_2749"
                     /translation="MRKLLKRVGLVILLLTTCSNIYTGSSIVHAQPPYAKWGKLAVEK
                     TKEQYPKAEIIDYLHIGRKPKTVQITVEKFKLWLREDGKEYGVFVDVEFETKSEKFIK
                     VSFQKTSR"
     gene            complement(2563524..2564453)
                     /locus_tag="BA_2750"
                     /old_locus_tag="BA2750"
                     /db_xref="Pathema:BA_2750"
     CDS             complement(2563524..2564453)
                     /locus_tag="BA_2750"
                     /old_locus_tag="BA2750"
                     /note="identified by similarity to GP:16414314; match to
                     protein family HMM PF00144"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26586.1"
                     /db_xref="Pathema:BA_2750"
                     /translation="MDFKQLENKFEKKKVNTFLVYQKGELTTEYYKTPECANNLYKIN
                     SITKSIVSILIGIAIDKGYINDIHTPITEWIENVSEEKQDLTLYHLLTMTTGEDWKEF
                     GNGVVFPNDFVESDNWVQYILEKPMIEEPATKMNYNSGSSHLLSYIIQKATGMPTEQF
                     AKKYVFDPLEITEYEWQQDPQGIHVGGFGMKMKSKDLLKLGILCLQNGYWQENEIISS
                     KWLEESSTALFETYEHVGAYGYHWWVLNNERFHIPYCMYFAMGYGGQYIIIIPQLELV
                     AVISSHMPKRGLVPLKLFIEHIQENCNFQQGHK"
     gene            complement(2564570..2565409)
                     /gene="kynA"
                     /locus_tag="BA_2751"
                     /old_locus_tag="BA2751"
                     /db_xref="Pathema:BA_2751"
     CDS             complement(2564570..2565409)
                     /gene="kynA"
                     /locus_tag="BA_2751"
                     /old_locus_tag="BA2751"
                     /EC_number="1.13.11.11"
                     /note="identified by match to protein family HMM PF03301;
                     match to protein family HMM TIGR03036"
                     /codon_start=1
                     /transl_table=11
                     /product="tryptophan 2,3-dioxygenase"
                     /protein_id="AAP26587.1"
                     /db_xref="Pathema:BA_2751"
                     /translation="MKENEKVIMEKGIHTDFKENMTYGEYLQLDSLLSSQKRLSDHHD
                     EMLFIVIHQASELWMKLILHELNAAIESIKQDKLQPAFKMLARVSKIQSQIIQSWDIL
                     ATLTPSEYIEFRDSLGQASGFQSYQYRMIEYALGYKTPHALKIYEKDPELHARLHTAL
                     HAPSLYNVAIQALVKEGFPIHKDVLNRDITQPYEEDATVEAAWLEVYADVKKYWNLYQ
                     LAEKLIDIEDWLQQWRFRHMKTVERIIGHKMGTGGSSGVSYLKRVLDQRFFPELWNVR
                     TKL"
     gene            complement(2565443..2566072)
                     /gene="kynB"
                     /locus_tag="BA_2752"
                     /old_locus_tag="BA2752"
                     /db_xref="Pathema:BA_2752"
     CDS             complement(2565443..2566072)
                     /gene="kynB"
                     /locus_tag="BA_2752"
                     /old_locus_tag="BA2752"
                     /EC_number="3.5.1.9"
                     /note="identified by similarity to GP:17427771; match to
                     protein family HMM PF04199; match to protein family HMM
                     TIGR03035"
                     /codon_start=1
                     /transl_table=11
                     /product="arylformamidase"
                     /protein_id="AAP26588.1"
                     /db_xref="Pathema:BA_2752"
                     /translation="MKTSKWIDISQPLNNDIATWPGDTPFSYEVLWSKEESGSVNVGK
                     LTMSIHTGTHIDAPFHFDNDGKKVLDLDIQVYVGPTRIIDVSNLESIGKKELEKFHLE
                     GVERLLLRTSSHGKANEFPDIIPHLRADIAPFLSEKGIRLIGVDVPSVDPLDDKELAA
                     HHQLFKHSIHILENVVLDHVADGDYELIALPLALSDADGSPVRAVIRPI"
     gene            complement(2566075..2567361)
                     /gene="kynU"
                     /locus_tag="BA_2753"
                     /old_locus_tag="BA2753"
                     /db_xref="Pathema:BA_2753"
     CDS             complement(2566075..2567361)
                     /gene="kynU"
                     /locus_tag="BA_2753"
                     /old_locus_tag="BA2753"
                     /EC_number="3.7.1.3"
                     /note="identified by similarity to EGAD:45413; match to
                     protein family HMM PF00266; match to protein family HMM
                     TIGR01814"
                     /codon_start=1
                     /transl_table=11
                     /product="kynureninase"
                     /protein_id="AAP26589.1"
                     /db_xref="Pathema:BA_2753"
                     /translation="MYKEPFQPTYEYALECDKHDELKDFQTEFYKKEGTIYLDGNSLG
                     LLSKRAEKSLLTLLDSWKEYGIDGWTEGEHPWFFLSEKLGELTAPLIGALPEETIVTG
                     STTTNIHQVIATFYEPKGIRTKILADELTFPSDIYALQSQIRLKGLDPDEHLVRVKSR
                     DGRTLSEDDIIQAMTDDIALILLPSVLYRSGQILDMKRLTAEAHERGIHIGFDLCHSI
                     GSIPHHFKEWDVDFAIWCNYKYLNAGPGGVAGLYVNKKHFNRLPGLSGWFSSRKDKQF
                     DMEHTLTAADHAGAYQIGTPHVLSTAPLIGSLEIFKEAGIERLREKSLHITRFMLNLI
                     AHELSDFGFTIGNPLEDEKRGGHIYLEHAEAARICKALKANGVIPDFRAPNGVRLAPV
                     ALYNTYEEVWQSVMILKKIMKDEEYKQFENKREVVA"
     gene            2567521..2568132
                     /locus_tag="BA_2754"
                     /old_locus_tag="BA2754"
                     /db_xref="Pathema:BA_2754"
     CDS             2567521..2568132
                     /locus_tag="BA_2754"
                     /old_locus_tag="BA2754"
                     /note="identified by similarity to GP:1770039; match to
                     protein family HMM PF00440"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, TetR family"
                     /protein_id="AAP26590.1"
                     /db_xref="Pathema:BA_2754"
                     /translation="MKNTTLSSRKHRSLETKKKLLHSGYTIFIRNGFQKTTITQIIKH
                     AETGYGTAYVYFKNKDDLLIVLMEDVMNQFYNIAERSFSPQTTEEARTMIQNQVKAFL
                     QLAEKERAILQVVEEAIGLSKEIRQKWDEIRERFINSITQDITYSQESGLAHSKLNKE
                     IVARAWFAMNEMFLWTIVQNDKKLELEEIVHTLTEMYTTGLYK"
     gene            complement(2568168..2568605)
                     /locus_tag="BA_2755"
                     /old_locus_tag="BA2755"
                     /db_xref="Pathema:BA_2755"
     CDS             complement(2568168..2568605)
                     /locus_tag="BA_2755"
                     /old_locus_tag="BA2755"
                     /note="identified by similarity to OMNI:NTL01SPL0353;
                     match to protein family HMM PF00293"
                     /codon_start=1
                     /transl_table=11
                     /product="mutT/nudix family protein"
                     /protein_id="AAP26591.1"
                     /db_xref="Pathema:BA_2755"
                     /translation="MSMSLYYKKIREQLGHELIFIPSVAAVIKNEQGEILFQYPGGEY
                     WSLPAGAIEPGETPEEAVVREVWEETGLKVQVKKQKGVFGGEEYRHTYPNGDQVEYIV
                     VVFECEITSGKLKSIDGESLKLQYFSLSEKPPLALPYPDKIFL"
     gene            2568702..2569505
                     /locus_tag="BA_2756"
                     /old_locus_tag="BA2756"
                     /db_xref="Pathema:BA_2756"
     CDS             2568702..2569505
                     /locus_tag="BA_2756"
                     /old_locus_tag="BA2756"
                     /note="identified by similarity to OMNI:NTL01BH2184; match
                     to protein family HMM PF00797"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26592.1"
                     /db_xref="Pathema:BA_2756"
                     /translation="MNQVQLVNSFLSFLDTTKQPTSLKFLNELIKAHQEKIKWETLTK
                     IIDWEKGNETGNYFPSIETYINRITTKGLGGTCWTHSIGFHWLLSNLGFDVHYMYMDP
                     GHLCLRVNLDQPYYVDVGYCAPLFKAYPLYESFQVSNVRETFTYEVSNNRIKIARNPG
                     PAKILHTDPIHLSSMKELITKSNDWHTSPVLKKIQIFGYIDGIPTSINNNVLKRYFQG
                     KKREHIITSSELNYWITERFCVDKEIYERAIEIFNEKSSNSKSVTHGIE"
     gene            complement(2569533..2569991)
                     /locus_tag="BA_2757"
                     /old_locus_tag="BA2757"
                     /db_xref="Pathema:BA_2757"
     CDS             complement(2569533..2569991)
                     /locus_tag="BA_2757"
                     /old_locus_tag="BA2757"
                     /note="identified by similarity to GP:10173293"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26593.1"
                     /db_xref="Pathema:BA_2757"
                     /translation="MSFAIEIVIKAPMDVVCDYIIEDEKIKEWNTFMIENRYPSNIDK
                     ENPRVGDKYISVQKVGKKILEAEVEILEYDTPHIISLGSEMKQGYSAMTYMLEEDEEG
                     TALTLISEYEPSNFYYKIMYKLTGWISRGLAMEQMERLAECVETAYHKEV"
     gene            complement(2570143..2570511)
                     /locus_tag="BA_2759"
                     /old_locus_tag="BA2759"
                     /db_xref="Pathema:BA_2759"
     CDS             complement(2570143..2570511)
                     /locus_tag="BA_2759"
                     /old_locus_tag="BA2759"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26594.1"
                     /db_xref="Pathema:BA_2759"
                     /translation="MRSYIDQEILLTYIKFMKSTFTKYQLLIKPLRKLSGFFLKREDL
                     RMNRIVTVLLAIIIMGYSIYSWNDTSELSMLILQTLLGFMLVSLGVQNFKNKENRSMG
                     IVLLLVALYLIVVSLVKYLA"
     gene            complement(2570513..2570770)
                     /locus_tag="BA_2760"
                     /old_locus_tag="BA2760"
                     /db_xref="Pathema:BA_2760"
     CDS             complement(2570513..2570770)
                     /locus_tag="BA_2760"
                     /old_locus_tag="BA2760"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26595.1"
                     /db_xref="Pathema:BA_2760"
                     /translation="MKYIEIGFGNRWFVRTETENKDGTEFEERGIIKPIYLESLYVRM
                     WFRKTCLILDTKEGFKKVKKRRIEYKFIFGIVSRLAKEKVG"
     gene            complement(2570882..2572732)
                     /locus_tag="BA_2761"
                     /old_locus_tag="BA2761"
                     /db_xref="Pathema:BA_2761"
     CDS             complement(2570882..2572732)
                     /locus_tag="BA_2761"
                     /old_locus_tag="BA2761"
                     /note="identified by similarity to GP:10174444; match to
                     protein family HMM PF00158; match to protein family HMM
                     PF01590; match to protein family HMM PF02954; match to
                     protein family HMM PF07728"
                     /codon_start=1
                     /transl_table=11
                     /product="putative acetoin operon transcriptional
                     activator"
                     /protein_id="AAP26596.1"
                     /db_xref="Pathema:BA_2761"
                     /translation="MLASPFYLHTWKKFVDEGVLDSNRINERISESWYRCKQANVNPH
                     MNKGQKILSSNIFQDQKKKSEIFLDIAIPQIQNMRKTIDELQMMALLIDPDGYVLSLS
                     GNEQTLKRAKHINFIEGVKWTEAAVGTNAIGTALEIEEAIMISGTEHYSVASHSWSCA
                     AAPIHNDDGKLIGVLDFSCPIEFSHPYMLGMVTSIAHAIERECSIRVHQNELHLIHRF
                     LDVIDSNEQVVICNHRNVIVSASKRIRERVTNWSRMKLEDLMYYGLKTKLEVPVYSNN
                     RMIGKCIYVKENKQEKVFSTSLFINGITFPGVIGTSDAFQHTLEEIKLVSPTDASVYV
                     CGETGVGKEYVARAIHENSPRKNGPFIAVNCGALPKELMESELFGYAEGAFTGARRQG
                     YKGKFEQADGGTIFLDEIGEVPPEMQVALLRVLQERTVTPIGSSKEVPVNIRIITATH
                     KDLLRLVEEGKFRQDLYYRLHVYPLYVPSLIERKEDIPYFIKHFCKRKNWNVVFPKSI
                     CNQFSQHTWPGNIRELLNALERIYILSQGREICEKQISFLLQTMMRNQHQLELQTENK
                     TEDTLNFREKIQRDSMIEALEKTNGNVSSAAKLLDVPRSTFYKRMQKYKL"
     gene            complement(2572857..2573063)
                     /locus_tag="BA_2762"
                     /old_locus_tag="BA2762"
                     /db_xref="Pathema:BA_2762"
     CDS             complement(2572857..2573063)
                     /locus_tag="BA_2762"
                     /old_locus_tag="BA2762"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26597.1"
                     /db_xref="Pathema:BA_2762"
                     /translation="MYCKVIERWEIVGMKTKLYFSVASTILFAIAVIIFFINGNPQMW
                     FWLCIFFASIIQNIVLLKKNKEAH"
     gene            complement(2573048..2573386)
                     /locus_tag="BA_2763"
                     /old_locus_tag="BA2763"
                     /db_xref="Pathema:BA_2763"
     CDS             complement(2573048..2573386)
                     /locus_tag="BA_2763"
                     /old_locus_tag="BA2763"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26598.1"
                     /db_xref="Pathema:BA_2763"
                     /translation="MFYRRKYYIVKNEFVEIFNGHFNNTNLPNQLKYGSRLIGRWMKD
                     NKNGTTEVFAIWEYDSYEQYKEIESKIRNDEKHIRKIHEWYEKHGGREYVLQEYIVEM
                     KNEELVCTVK"
     gene            complement(2573414..2573956)
                     /locus_tag="BA_2764"
                     /old_locus_tag="BA2764"
                     /db_xref="Pathema:BA_2764"
     CDS             complement(2573414..2573956)
                     /locus_tag="BA_2764"
                     /old_locus_tag="BA2764"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26599.1"
                     /db_xref="Pathema:BA_2764"
                     /translation="MIIKRQEFHINGLTYTIRSAAETDAEQLSEIRVQIDGETENMDR
                     EAGEGFIDKIGFQNIIKTDSEESKNLFLVAEVHDRIVGFSRCEGSNLKRLSHKIEFGV
                     CILKEFWGYGIGKSLLGQSIHWADENEIKKISLQVLETNEKAIQLYKKLGFEVEGILK
                     NDKRLSDGKYYNTVVMGRCI"
     gene            complement(2573969..2574739)
                     /locus_tag="BA_2765"
                     /old_locus_tag="BA2765"
                     /db_xref="Pathema:BA_2765"
     CDS             complement(2573969..2574739)
                     /locus_tag="BA_2765"
                     /old_locus_tag="BA2765"
                     /note="identified by similarity to GP:7799518; match to
                     protein family HMM PF00455; match to protein family HMM
                     PF08220; match to protein family HMM PF08279"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, DeoR family"
                     /protein_id="AAP26600.1"
                     /db_xref="Pathema:BA_2765"
                     /translation="MFTEERREKILELLKKNGRVIAKDLAESFDMSIDSIRRDLSIME
                     KDGLLKRTHGGAIELARVRNLATKPLKRYSNGSVYEDAIAKIAASYIQEGDSVFIGGA
                     SIHYAMLKYLPETSFTVITNALEIASTLQEYKNIDMYLIGGMVKPSGNMTDTLASELI
                     SRFSIDLNFSTGDGISLNGISTATPEVAFFSKTVSKIARRNICLAPHNKLGIDYFIKG
                     ESLIEIDLIITDSEASKETIQEFEKQGKEIVIASIDYV"
     gene            2574990..2575487
                     /locus_tag="BA_2766"
                     /old_locus_tag="BA2766"
                     /db_xref="Pathema:BA_2766"
     CDS             2574990..2575487
                     /locus_tag="BA_2766"
                     /old_locus_tag="BA2766"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP26601.1"
                     /db_xref="Pathema:BA_2766"
                     /translation="MKSIMKVTCTALLFTGLMAGCNGNTAPKQEKSAIEKNAMHYGEI
                     VKNEYYRATVENAKFEKIDKERRITTRVMINNVRDDGQTIDLSEIKYFIQDEKTGQKY
                     EGEAHPIYDEHYKNVPHEFSLTTDVVFELKTSPKDLNNMYLYIDSKAAPLTDTYWKLD
                     HLVSK"
     gene            complement(2575547..2576149)
                     /locus_tag="BA_2767"
                     /old_locus_tag="BA2767"
                     /db_xref="Pathema:BA_2767"
     CDS             complement(2575547..2576149)
                     /locus_tag="BA_2767"
                     /old_locus_tag="BA2767"
                     /note="identified by similarity to OMNI:NTL03PA05116;
                     match to protein family HMM PF03848; match to protein
                     family HMM PF08241; match to protein family HMM PF08242"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26602.1"
                     /db_xref="Pathema:BA_2767"
                     /translation="MNNFWNDRYKSDEYFYGETPNVFIKEQAFRLINHNKVIAFAEGE
                     GRNAIFLAKQGHKVTAIDYSEDGLEKTKKLAKKHNVEVHTKKVDLLADSLPVDEYDAA
                     IMVFGHFHNDHQKMILDKMIQTIKPGGLIMFEVYSKKQINYGTGGPKDVDMLYDPIDI
                     LTWCEKHKVIHFFNGEQERVEGKGHTGLADVIQVVISKSI"
     gene            complement(2576182..2577087)
                     /locus_tag="BA_2768"
                     /old_locus_tag="BA2768"
                     /db_xref="Pathema:BA_2768"
     CDS             complement(2576182..2577087)
                     /locus_tag="BA_2768"
                     /old_locus_tag="BA2768"
                     /note="identified by similarity to OMNI:NTL01HP00757;
                     match to protein family HMM PF03486; match to protein
                     family HMM PF07992"
                     /codon_start=1
                     /transl_table=11
                     /product="putative thioredoxin reductase"
                     /protein_id="AAP26603.1"
                     /db_xref="Pathema:BA_2768"
                     /translation="MKYIDCAVIGAGPAGLNASLVLGRARKQIALFDNNTNRNRVTQN
                     SHGFITRDGIKPEEFKEIGLNEVMKYPSVHYYEKTVVMITKQSTGLFEIVTKDHTKYL
                     AERVLLATGMQEEFPSIPNVREYYGKSLFSCPYCDGWELKDQPLIIISENEDHTLHMT
                     KLVYNWSTDLVIATNGNELSQTIMDELSNKNIPVITESIRTLQGEGGYLKKVEFHSGL
                     RIERAGGFIVPTFFRPNQFIEQLGCELQSNGTFVIDDFGRTSEKNIYLAGETTTQGPS
                     SLIIAASQGNKAAIAINSDITDERF"
     gene            complement(2577181..2577582)
                     /locus_tag="BA_2769"
                     /old_locus_tag="BA2769"
                     /db_xref="Pathema:BA_2769"
     CDS             complement(2577181..2577582)
                     /locus_tag="BA_2769"
                     /old_locus_tag="BA2769"
                     /note="identified by similarity to OMNI:NTL01BH0657; match
                     to protein family HMM PF02082; match to protein family HMM
                     TIGR00738"
                     /codon_start=1
                     /transl_table=11
                     /product="rrf2 family protein"
                     /protein_id="AAP26604.1"
                     /db_xref="Pathema:BA_2769"
                     /translation="MKYSKATNYALHTMLFLAKATPNKLVSVHQLAEMQNVSPTYLSK
                     ILTKLTKEGMIHSSSGPKGGYSLSHNWEDISFLDIIHAIEGKTSLFECCLHEKPGCLI
                     NEAMLAAEEKMEEELRNQKIVDLAKKIKVDF"
     gene            complement(2577640..2577756)
                     /locus_tag="BA_2770"
                     /old_locus_tag="BA2770"
                     /db_xref="Pathema:BA_2770"
     CDS             complement(2577640..2577756)
                     /locus_tag="BA_2770"
                     /old_locus_tag="BA2770"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26605.1"
                     /db_xref="Pathema:BA_2770"
                     /translation="MDDLEQAYKDNYNSIKERLAQPMYYLKRDNFAWSITNV"
     gene            complement(2577778..2578044)
                     /locus_tag="BA_2771"
                     /old_locus_tag="BA2771"
                     /db_xref="Pathema:BA_2771"
     CDS             complement(2577778..2578044)
                     /locus_tag="BA_2771"
                     /old_locus_tag="BA2771"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26606.1"
                     /db_xref="Pathema:BA_2771"
                     /translation="MKYFNKDWYKEMQVSGFLNFSETVEEWEEMLRESEKIGMDYKQS
                     LREDAEEKKEDLLKFLPKSLHPYIHDNTINSEYPSEKLKKLMLE"
     gene            2578266..2578862
                     /locus_tag="BA_2772"
                     /old_locus_tag="BA2772"
                     /db_xref="Pathema:BA_2772"
     CDS             2578266..2578862
                     /locus_tag="BA_2772"
                     /old_locus_tag="BA2772"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26607.1"
                     /db_xref="Pathema:BA_2772"
                     /translation="MLKKLVAGTLVAGFALTGGLGAVSAEEKGNTIKSFDYLKVDEQN
                     VNSFAKLSDQEKKDIQITMVLPEQNENGDWLAYGFTSRETLDAYIEKDKKVLKNKINP
                     LGSGAGSTDFYEHINKGGQYIYWSSGFKNLPSSWNDRISSVSTASPSASYSTTLWEHT
                     STQGYGKGVVFKHADWYGKTANLAPEWNDKTSAIDVKK"
     gene            complement(2578945..2580324)
                     /gene="acoL"
                     /locus_tag="BA_2773"
                     /old_locus_tag="BA2773"
                     /db_xref="Pathema:BA_2773"
     CDS             complement(2578945..2580324)
                     /gene="acoL"
                     /locus_tag="BA_2773"
                     /old_locus_tag="BA2773"
                     /EC_number="1.8.1.4"
                     /note="identified by match to protein family HMM PF00070;
                     match to protein family HMM PF01134; match to protein
                     family HMM PF02852; match to protein family HMM PF03486;
                     match to protein family HMM PF07992; match to protein
                     family HMM TIGR01350"
                     /codon_start=1
                     /transl_table=11
                     /product="acetoin dehydrogenase complex, dihydrolipoamide
                     dehydrogenase component"
                     /protein_id="AAP26608.1"
                     /db_xref="Pathema:BA_2773"
                     /translation="MSKLVVIGGGPAGYVAAITAAQNGKNVTLIDEADLGGTCLNVGC
                     MPTKSLLESAEVHDIVRKSNHYGVTLNNGSISIDWKQMQVRKSQIVTQLVQGIQYLMK
                     KNKIKVIQGKAKFETDHRVRVTYGDKEIVVDGEQFIIATGSEPTELPFAPFDGKWILN
                     STHAMSLKNIPKSLLIVGGGVIGCEFASIYSRLGTKVTIVEMAPQLLPGEDEDIAHIL
                     RGKLENDGVKIFTGATLKGLNSYKKQALFEYEGGIQEVNPEFVLVSVGRKPRVQQLNL
                     EKAGIQYSNKGISVNEHMQTNVSHIYAAGDVIGGIQLAHVAFHEGTTAALYASGEDVK
                     VNYHAVPRCIYTAPEIASVGLTEKDAKEQYGDIQIGEFPFTANGKALIIGEQTGKVKV
                     IVEPKYQEIVGISIIGPRATELIGQGTVMIHTEVTADIMRDYIAAHPTLSESIHEALL
                     QAVGHAVHA"
     gene            complement(2580340..2581536)
                     /gene="acoC"
                     /locus_tag="BA_2774"
                     /old_locus_tag="BA2774"
                     /db_xref="Pathema:BA_2774"
     CDS             complement(2580340..2581536)
                     /gene="acoC"
                     /locus_tag="BA_2774"
                     /old_locus_tag="BA2774"
                     /EC_number="2.3.1.12"
                     /note="E2 component of acetoin dehydrogenase; identified
                     by similarity to SP:O31550; match to protein family HMM
                     PF00198; match to protein family HMM PF00364; match to
                     protein family HMM PF02817"
                     /codon_start=1
                     /transl_table=11
                     /product="acetoin dehydrogenase, E2 component,
                     dihydrolipoyllysine-residue acetyltransferase"
                     /protein_id="AAP26609.1"
                     /db_xref="Pathema:BA_2774"
                     /translation="MAVEVVMPKLGMAMKEGIITSWNIKAGDNVAKGELIASINSEKI
                     ETEIEAPADGTILDIAVSEDEGVPPGTVICYIGKPNEKVEVHESTKVEEELTASEVPQ
                     NVQHPEPLGKEVTNKQRIKISPVAKKIAKTENLDIRALLGTGPGGRITKVDVLKALEE
                     RVAIPEVLEESKVLPVTGMRKAIANRMHASLQNSAQLTLTMKVDVTDLVALHKEIAEV
                     VQKRYDNKLTITDFVSRAVVLALGEHKEMNSAYIDDAIHQFEHVHLGMAVALEKGLVV
                     PAIRFANNLSLVELSKEIKNAAQKARAGNLNSDDMQGTTFTISNLGSFGIEYFTPVLN
                     TPETGILGVGAIEHVPVYKGKKLKKGSMLPLSLTFDHRVLDGAPAAAFLRTIKRYLEE
                     PVTILL"
     gene            complement(2581564..2582598)
                     /gene="acoB"
                     /locus_tag="BA_2775"
                     /old_locus_tag="BA2775"
                     /db_xref="Pathema:BA_2775"
     CDS             complement(2581564..2582598)
                     /gene="acoB"
                     /locus_tag="BA_2775"
                     /old_locus_tag="BA2775"
                     /EC_number="1.1.1.-"
                     /note="identified by similarity to SP:O34591; match to
                     protein family HMM PF02779; match to protein family HMM
                     PF02780"
                     /codon_start=1
                     /transl_table=11
                     /product="TPP-dependent acetoin dehydrogenase E1
                     beta-subunit"
                     /protein_id="AAP26610.1"
                     /db_xref="Pathema:BA_2775"
                     /translation="MTRTVSMSTAINEAMKISMRRDENVILIGEDVAGGAQVDHLQDD
                     EAWGGVLGVTKGLVQEFGRNRILDTPISEAGYMGAAMAAAATGLRPIAELMFNDFIGS
                     CLDQVLNQGAKFRYMFGGKAKVPVTVRTMHGAGFSAAAQHSQSLYALFTSIPGIKVVV
                     PSTPYDAKGLLLAAIEDDDPVIFFEDKTLYNMKGEVPEGYYTIPLGKADIKREGSDVT
                     IVAIGKQVHTALAAAEQLAKKGLEVEVIDPRSLSPLDEDTILSSVEKTNRLIVIDEAN
                     PRCSIATDIAAIVADRGFDLLDAPIKRITAPHTPVPFSPPLEKLYLPTPEKVIETVSE
                     MIGDQSLLHV"
     gene            complement(2582616..2583614)
                     /gene="acoA"
                     /locus_tag="BA_2776"
                     /old_locus_tag="BA2776"
                     /db_xref="Pathema:BA_2776"
     CDS             complement(2582616..2583614)
                     /gene="acoA"
                     /locus_tag="BA_2776"
                     /old_locus_tag="BA2776"
                     /EC_number="1.1.1.-"
                     /note="identified by similarity to GP:472326; match to
                     protein family HMM PF00676"
                     /codon_start=1
                     /transl_table=11
                     /product="TPP-dependent acetoin dehydrogenase E1
                     alpha-subunit"
                     /protein_id="AAP26611.1"
                     /db_xref="Pathema:BA_2776"
                     /translation="MLKTTESKENEITKEQARWMYEKMLEIRKFEDKVHELFAQGVLP
                     GFVHLYAGEEAVAVGVCAHLTDSDSITSTHRGHGHCIAKGCDLNGMMAELFGKATGLC
                     KGKGGSMHIADLDKGMLGANGIVGGGFPLACGSALTAKYKGTKDVSVCFFGDGANNEG
                     TFHEGVNLAAIWKLPVIFIAENNGYGEATTFEYASSCDSIADRAKAYNIPGVQVDGKD
                     LLAVYKAAEEAVERARNGDGPTIIECMTYRNYGHFEGEAQTYKTSEEKEEHLNEKDAI
                     VNFRKHLIHEALLTESELVDMEKAVDEAVQKSIEFSENSPYPEDEELLKDVYVSYK"
     gene            complement(2583784..2584263)
                     /locus_tag="BA_2777"
                     /old_locus_tag="BA2777"
                     /db_xref="Pathema:BA_2777"
     CDS             complement(2583784..2584263)
                     /locus_tag="BA_2777"
                     /old_locus_tag="BA2777"
                     /note="identified by similarity to OMNI:NTL01BH2055"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26612.1"
                     /db_xref="Pathema:BA_2777"
                     /translation="MAHVKDVLADQLLANANDPSWYIPFSDAVKDLSEREAFWKPNEE
                     SNSIAEIVQHLLYWNSTWQTRYKESNVNAVPAIGDNNKSFMLSNNQTFDELREKLLEK
                     LLQWQKLINEEKVESDVVGFPVCAKWWEVLANVTTHNAYHIGQIIYIRKLQKSFDNE"
     gene            2584452..2585297
                     /locus_tag="BA_2778"
                     /old_locus_tag="BA2778"
                     /db_xref="Pathema:BA_2778"
     CDS             2584452..2585297
                     /locus_tag="BA_2778"
                     /old_locus_tag="BA2778"
                     /note="identified by match to protein family HMM PF00106;
                     match to protein family HMM PF08659"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, short-chain
                     dehydrogenase/reductase family"
                     /protein_id="AAP26613.1"
                     /db_xref="Pathema:BA_2778"
                     /translation="MNKKVAIITGASSGFGLLTTLELAKKDYLIIATMRNLEKQANLI
                     SQATQLNLQQNITVQQLDVTDQNSIHNFQLYIKEINRVDLLINNAGYANGGFVEEIPV
                     EEYRKQFETNLFGAISITQLVLPYMREQKSGKIINISSISGQVGFPGLSPYVSSKYAL
                     EGWSESLRLEVKSFGIDVALIEPGSYNTNIWEVGKQLAENQSETTSPYKEYMGKIQKH
                     INSGSDRFGNPIDVAKKIVDIAEAKRTTLRYPIGKGVKFMILARKILPWRLWEYLVLR
                     SFKKM"
     gene            2585339..2585848
                     /locus_tag="BA_2779"
                     /old_locus_tag="BA2779"
                     /db_xref="Pathema:BA_2779"
     CDS             2585339..2585848
                     /locus_tag="BA_2779"
                     /old_locus_tag="BA2779"
                     /note="identified by similarity to OMNI:EF0920; match to
                     protein family HMM PF04229"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26614.1"
                     /db_xref="Pathema:BA_2779"
                     /translation="MLGLPYGKVFLVPWTEEWEFEFMKEKQFIEKQIGEHILAIHHIG
                     STAIPHLSAKPIIDIAIELENYRDGIHCIKKLELLNYKYRKDVLPERYYFNKGEPRTH
                     QIHMYERGNTYLMEQLQFRDYLIDNKTARKQYEQLKIQLSKANPNDKHQYAEDKTNFI
                     KSVLAKLNV"
     gene            complement(2585925..2586305)
                     /locus_tag="BA_2780"
                     /old_locus_tag="BA2780"
                     /db_xref="Pathema:BA_2780"
     CDS             complement(2585925..2586305)
                     /locus_tag="BA_2780"
                     /old_locus_tag="BA2780"
                     /note="identified by similarity to OMNI:NTL01BS03604"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26615.1"
                     /db_xref="Pathema:BA_2780"
                     /translation="MDTSTILIIIIGLGIGGYFLEQFLRRKLNMEKRGFFGYKHVNSL
                     HVKLEIGLIIIYVVSSCYYMFKFENAKMAYVMFTYLGISWTLRAWMEWKYDRKSKEYI
                     LSITGMVSFILMLSILFYFVPPAV"
     gene            complement(2586325..2586759)
                     /locus_tag="BA_2781"
                     /old_locus_tag="BA2781"
                     /db_xref="Pathema:BA_2781"
     CDS             complement(2586325..2586759)
                     /locus_tag="BA_2781"
                     /old_locus_tag="BA2781"
                     /note="identified by similarity to GP:17131105; match to
                     protein family HMM PF00293"
                     /codon_start=1
                     /transl_table=11
                     /product="mutT/nudix family protein"
                     /protein_id="AAP26616.1"
                     /db_xref="Pathema:BA_2781"
                     /translation="MSKLRAEVMILNEDHSKVLVQCDENELFYRFPGGSIEFGETAKG
                     AIIRELMEEYDLKIDVQELAVVNEHIFEWNNEKGHHCTLIHWGTVQEMVTNEIRHKEH
                     ENIILIWKSIEELKEKPTYPEGIVSYLEENNHNIVHFVSKNI"
     gene            complement(2586794..2587105)
                     /locus_tag="BA_2782"
                     /old_locus_tag="BA2782"
                     /db_xref="Pathema:BA_2782"
     CDS             complement(2586794..2587105)
                     /locus_tag="BA_2782"
                     /old_locus_tag="BA2782"
                     /note="identified by similarity to GP:13022166"
                     /codon_start=1
                     /transl_table=11
                     /product="cpsH domain protein"
                     /protein_id="AAP26617.1"
                     /db_xref="Pathema:BA_2782"
                     /translation="MRKKLNIPKQTDWNSKYVNNAHKWGARALIISYIIVTMICATFN
                     PIYISNLPILFLITLYCFQSYMEWKYDKESREYVISLGTVPLLIITGIMINLFFYNYW
                     I"
     gene            complement(2587186..2588010)
                     /locus_tag="BA_2783"
                     /old_locus_tag="BA2783"
                     /db_xref="Pathema:BA_2783"
     CDS             complement(2587186..2588010)
                     /locus_tag="BA_2783"
                     /old_locus_tag="BA2783"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26618.1"
                     /db_xref="Pathema:BA_2783"
                     /translation="MHTTNNRQCSWVGNKKMCLDEVSVKQYGDIVLGTYGGNISAGAK
                     KNEDGALVWSNGDWEFAAILDGHNSAESVDLVVNTIQKEYENIKVMMNESIDTVFRSV
                     ENHLLTIFQSPSFKGKCKRVKGETVCLLCVRKENYIWWLSIGDCLVYVFHEELHKLGQ
                     YALNQRHFYEWIGNVNTFDLSVPCYSRGIRELRTGKNRIVMVTDGVLECGERHYETPL
                     NLYNDMNRNDIELEESVHHVLEHVHHQFGRDSATIISWDVENKRNTTYPSDQPEKR"
     gene            complement(2588125..2588292)
                     /locus_tag="BA_2784"
                     /old_locus_tag="BA2784"
                     /db_xref="Pathema:BA_2784"
     CDS             complement(2588125..2588292)
                     /locus_tag="BA_2784"
                     /old_locus_tag="BA2784"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26619.1"
                     /db_xref="Pathema:BA_2784"
                     /translation="MGGDAILAKNNKRNDALAIGIGIGVVIGVFQGFFTNSLVIGIVI
                     GIVIGITFLKK"
     gene            complement(2588769..2589605)
                     /locus_tag="BA_2785"
                     /old_locus_tag="BA2785"
                     /db_xref="Pathema:BA_2785"
     CDS             complement(2588769..2589605)
                     /locus_tag="BA_2785"
                     /old_locus_tag="BA2785"
                     /note="identified by similarity to SP:P46921; match to
                     protein family HMM PF00528"
                     /codon_start=1
                     /transl_table=11
                     /product="glycine betaine/L-proline ABC transporter,
                     permease protein"
                     /protein_id="AAP26620.1"
                     /db_xref="Pathema:BA_2785"
                     /translation="MNSIPRIPLGEWVDSFVASLYEHFEGLFRGFSYIIGGFVDLLTN
                     FLIIIPAILMIILLCFLIWYTTRKVSLVIFTLIGLLFILNINYWAQTMQTLALVLTSV
                     IISIIVGIPIGILASQNERFSKFLKPTLDFMQTMPAFVYLIPAITFFGVGVVPGIIAS
                     VIFAMPPTIRFTDLGIRQVPEDLIEAANAFGSTASQKLFKVQLPLATGTIMAGVNQSI
                     MLSLSMVVTASLVGAPGLGVDVYRSVTQVNIGMGFEAGLAIVVIAIILDRITQGFHQK
                     RR"
     gene            complement(2589598..2590803)
                     /gene="proV2"
                     /locus_tag="BA_2786"
                     /old_locus_tag="BA2786"
                     /db_xref="Pathema:BA_2786"
     CDS             complement(2589598..2590803)
                     /gene="proV2"
                     /locus_tag="BA_2786"
                     /old_locus_tag="BA2786"
                     /EC_number="3.6.3.32"
                     /note="identified by similarity to SP:P46920; match to
                     protein family HMM PF00005; match to protein family HMM
                     PF00571; match to protein family HMM TIGR01186"
                     /codon_start=1
                     /transl_table=11
                     /product="glycine betaine/L-proline ABC transporter,
                     ATP-binding protein"
                     /protein_id="AAP26621.1"
                     /db_xref="Pathema:BA_2786"
                     /translation="MDNTKVRVENVTKVFGKHPQRALSLLKEGKSKSEILKETGMNVG
                     VKKATFEVYSGEIFVIMGLSGSGKSTLVRMLNQLIKPTAGHIYIDGEDIATMGKEELR
                     RVRRTKMSMVFQKFALFPHRTVLQNVAYGLEIQGVPVEEREKKALESLKLVGLDHHKD
                     NYPSQLSGGMQQRVGIARALTNDPDVLLMDESFSALDPLIRKEMQDELLELQDKMEKT
                     IIFITHDLDEALRIGDRIALMKDGEVVQIGTPEEIMMSPANEFVEKFVADVNLGKVIT
                     AESILKRPETLLIDRGPRVALQIMRNAGVSTVYVVNKKYEFLGILTADDASKAVQKQW
                     PIADLLLNDIPHVYLDTLLEETYAKMAEMKYPLPVIDEKKRLRGIIKRESVIQALAGN
                     IEEEVKDDE"
     gene            2590975..2591832
                     /locus_tag="BA_2787"
                     /old_locus_tag="BA2787"
                     /db_xref="Pathema:BA_2787"
     CDS             2590975..2591832
                     /locus_tag="BA_2787"
                     /old_locus_tag="BA2787"
                     /note="identified by similarity to EGAD:30469; match to
                     protein family HMM PF04069"
                     /codon_start=1
                     /transl_table=11
                     /product="putative glycine betaine/L-proline ABC
                     transporter, glycine betaine/L-proline-binding protein"
                     /protein_id="AAP26622.1"
                     /db_xref="Pathema:BA_2787"
                     /translation="MRKKIWFICLALFITMIFTSCNATNANSKGKIKLGVTSWKENIA
                     TANMWKVLLEQKGYKVELMYLEKAAIWTGVARGDVDANLEVWLPVTDKPLNDRYKDDI
                     VLKSKWYEGTGLGLVVPSYMKNISSIEDLNAHKDELDNKIVGIEPGSSLMNLTNKAMK
                     EYDIKLKLVQSSEAALMSELKKAYTKKKPIAVTLWNPHWGFSEFDLKYLKDPKKVYGE
                     KDDIYYSVRKGFEKDHPDIIKYFDKWKMNDEQLGTLMVELNKTKDPEEAARKWIKKNQ
                     ALVDEWIKD"
     gene            complement(2591878..2592459)
                     /gene="clpP1"
                     /locus_tag="BA_2788"
                     /old_locus_tag="BA2788"
                     /db_xref="Pathema:BA_2788"
     CDS             complement(2591878..2592459)
                     /gene="clpP1"
                     /locus_tag="BA_2788"
                     /old_locus_tag="BA2788"
                     /EC_number="3.4.21.92"
                     /note="identified by match to protein family HMM PF00574;
                     match to protein family HMM TIGR00493"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent Clp protease, proteolytic subunit
                     ClpP"
                     /protein_id="AAP26623.1"
                     /db_xref="Pathema:BA_2788"
                     /translation="MNAIPYVVEQTKLGERSYDIYSRLLKDRIVIIGSEINDQVASSV
                     VAQLLFLEAEDAEKDIFLYINSPGGSTTAGFAILDTMNLIKPDVQTLCMGFAASFGAL
                     LLLSGAKGKRFALPNSEIMIHQPLGGAQGQATEIEITAKRILKLKHDINKMIAEKTGQ
                     PIERVAHDTERDYFMTAEEAKAYGIVDDVVTKK"
     gene            complement(2592481..2593167)
                     /locus_tag="BA_2789"
                     /old_locus_tag="BA2789"
                     /db_xref="Pathema:BA_2789"
     CDS             complement(2592481..2593167)
                     /locus_tag="BA_2789"
                     /old_locus_tag="BA2789"
                     /note="identified by match to protein family HMM PF04542;
                     match to protein family HMM PF08281; match to protein
                     family HMM TIGR02937"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA polymerase sigma-70 factor, ECF family"
                     /protein_id="AAP26624.1"
                     /db_xref="Pathema:BA_2789"
                     /translation="MCTKVTHILKNHIDMNHSNITFLIEQYGELKRYCTFLTKNKWDG
                     EDLAQETVCKVLQKYSNKDICITLVYKIARNRWLDQIKSKSVHEKIRDQITFEEPHEK
                     IADLHEMVGKVLSSLNVQQSAILLLKDVFQYSIADIAKVCSVSEGAVKASLFRSRNRL
                     KTVSEEGIEIVEFTDDMEVVVTSIREERPELLTKLLPTIDFTKLPSKQPVLLFNVKQP
                     SSYSCMLCVA"
     gene            2593311..2593577
                     /gene="fdX"
                     /locus_tag="BA_2790"
                     /old_locus_tag="BA2790"
                     /db_xref="Pathema:BA_2790"
     CDS             2593311..2593577
                     /gene="fdX"
                     /locus_tag="BA_2790"
                     /old_locus_tag="BA2790"
                     /note="identified by similarity to SP:P25528"
                     /codon_start=1
                     /transl_table=11
                     /product="ferredoxin"
                     /protein_id="AAP26625.1"
                     /db_xref="Pathema:BA_2790"
                     /translation="MPKLTIEDNGVNILHRCGGKARCTTCRVEIIAGDFCEASANEKN
                     AMTEKGIEDHLRLSCQMRVHKDIVVRPVLTVESSGLDAGPRPAE"
     gene            2593582..2594244
                     /gene="rpiA"
                     /locus_tag="BA_2791"
                     /old_locus_tag="BA2791"
                     /db_xref="Pathema:BA_2791"
     CDS             2593582..2594244
                     /gene="rpiA"
                     /locus_tag="BA_2791"
                     /old_locus_tag="BA2791"
                     /EC_number="5.3.1.6"
                     /note="identified by match to protein family HMM PF06026;
                     match to protein family HMM TIGR00021"
                     /codon_start=1
                     /transl_table=11
                     /product="ribose 5-phosphate isomerase A"
                     /protein_id="AAP26626.1"
                     /db_xref="Pathema:BA_2791"
                     /translation="MDLKQIAGEYAATFVKDGMKIGLGTGSTAYWTIQKLGQRVKEGL
                     SIQAVPTSKETEALAQQLNIPLISLNDVQSLDLTIDGADEIDSNLQLIKGGGGALLRE
                     KIVASSSKELIIIVDESKVVTRLGTFPLPIEIIPFAWKQTESKIQSLGCQTTLRLKNN
                     ETFITDNNNMIIDCIFPNHIPTPSDLHKRLKMITGVVETGLFVNMTSKAIIGTKNGIQ
                     EL"
     gene            2594352..2594786
                     /locus_tag="BA_2792"
                     /old_locus_tag="BA2792"
                     /db_xref="Pathema:BA_2792"
     CDS             2594352..2594786
                     /locus_tag="BA_2792"
                     /old_locus_tag="BA2792"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26627.1"
                     /db_xref="Pathema:BA_2792"
                     /translation="MHSKLITELTDLETAFHIRKEVFVKEQNVPLEDEFDMFDEIGEK
                     CKHILVYYNNLPVGTGRIRFVDGTGKLERICILKDYRKYGLGKIIIQALEEIAREKES
                     TKVKLHGQTQAEGFYKKLGYQTSSDVFMEDGIPHILMTKMLS"
     gene            complement(2594917..2596284)
                     /locus_tag="BA_2793"
                     /old_locus_tag="BA2793"
                     /db_xref="Pathema:BA_2793"
     CDS             complement(2594917..2596284)
                     /locus_tag="BA_2793"
                     /old_locus_tag="BA2793"
                     /note="identified by match to protein family HMM PF00041;
                     match to protein family HMM PF02839; match to protein
                     family HMM PF03067"
                     /codon_start=1
                     /transl_table=11
                     /product="putative chitin binding protein"
                     /protein_id="AAP26628.1"
                     /db_xref="Pathema:BA_2793"
                     /translation="MNNRLLKQLQNMKMNKKSLGAVALTAGIIGTTLIPQNTYAHGFV
                     EKPGSRSALCSPTYGALNVNCGSVMYEPQSLEAPKGFPQGGPVDGQIASAGGKFGGIL
                     DQQTADRWFKNTITGGENTFTWKYTAPHLTSKWHYYITKKGWNPNKALTRADFEPIGT
                     VQHDGSAASNHLTHKINVPTDRSGYHVILAVWDVADTANAFYNVIDVTLINDVKPDTE
                     APSIPNGIQAQKVTANSIELAWTASTDNVGVKGYQIFRNGEMIDTVPGTHFIDKKLQP
                     STEYSYTVKAIDAAGNASKESAKLTVKTTVEAPDTEAPTQPKGLHSMGTTTSSVDLMW
                     SPSDDNIGVGHYDIYRETEGSMKKIATSNTTSYMDKNLLPNTTYKYVVKAVDVAGNES
                     VQSDIFTITTKTEGVSYEEWDAKKAYEKGDKVLHEGKVYEAVQSYKGNGDPNWIYALS
                     LWKTV"
     gene            complement(2596722..2597240)
                     /locus_tag="BA_2794"
                     /old_locus_tag="BA2794"
                     /db_xref="Pathema:BA_2794"
     CDS             complement(2596722..2597240)
                     /locus_tag="BA_2794"
                     /old_locus_tag="BA2794"
                     /note="identified by similarity to EGAD:40135"
                     /codon_start=1
                     /transl_table=11
                     /product="putative DNA topology modulation protein FlaR"
                     /protein_id="AAP26629.1"
                     /db_xref="Pathema:BA_2794"
                     /translation="MKKIILIGSGGSGKSTLARQLGNKLNIKVHHLDALFWKPNWEGV
                     SKEEQRTVQNELVKEDEWIIDGNYGGTMDIRMKAADTIIFLDIHRTICVYRAFKRVVQ
                     YRNKTRPDMGAGCEERFDLQFFKWIWEYPKTKRPSILKRLNKLSKDKDVVILKSSNEV
                     KLFLEKYDNVNS"
     gene            complement(2597237..2597965)
                     /locus_tag="BA_2795"
                     /old_locus_tag="BA2795"
                     /db_xref="Pathema:BA_2795"
     CDS             complement(2597237..2597965)
                     /locus_tag="BA_2795"
                     /old_locus_tag="BA2795"
                     /note="identified by similarity to OMNI:SP0549"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26630.1"
                     /db_xref="Pathema:BA_2795"
                     /translation="METSNSEKYVFYREKYYCLYEYVAGSVLEIKDTEILKELGSTIG
                     VEIANLHQALNSVNNNNELVKRDLYKVVYGWALPILEKNEYVHQDVIRKMNQIHIDFK
                     ETVHSLRKQIIHRDMHLSNVIFKDNEFQGFIDFELLESNVRVFDLCYCCTSILSELYS
                     DEVLRGKWQHIISTIFEGYNKQNILTREELQSIWYVMLSIQVIFITYFVQLKDLLKLN
                     EEMFFWIFANKEAIEESIERIARK"
     gene            complement(2598002..2598166)
                     /locus_tag="BA_2796"
                     /old_locus_tag="BA2796"
                     /db_xref="Pathema:BA_2796"
     CDS             complement(2598002..2598166)
                     /locus_tag="BA_2796"
                     /old_locus_tag="BA2796"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26631.1"
                     /db_xref="Pathema:BA_2796"
                     /translation="MGDILEIVNFWFEDKDVTATEIKANVTKIHCNNKSYILKEKGSI
                     KQLLVEIHVL"
     gene            complement(2598182..2598577)
                     /locus_tag="BA_2797"
                     /old_locus_tag="BA2797"
                     /db_xref="Pathema:BA_2797"
     CDS             complement(2598182..2598577)
                     /locus_tag="BA_2797"
                     /old_locus_tag="BA2797"
                     /note="identified by similarity to EGAD:109353"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26632.1"
                     /db_xref="Pathema:BA_2797"
                     /translation="MNTKRNRLLYATFTIIVIILGLSSRKFAFALPELLNDYLGDALW
                     ALMIFIGFGFLFPKIETKKLAFISLIFCYGIEMSQLYHAEWIDNIRATTLGGLVLGCG
                     FLWSDLVAYTIGIGVGFLFEFILRTNKRF"
     gene            complement(2598643..2598774)
                     /locus_tag="BA_2798"
                     /old_locus_tag="BA2798"
                     /db_xref="Pathema:BA_2798"
     CDS             complement(2598643..2598774)
                     /locus_tag="BA_2798"
                     /old_locus_tag="BA2798"
                     /note="identified by similarity to EGAD:30018"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26633.1"
                     /db_xref="Pathema:BA_2798"
                     /translation="MLKDTIKGTYDKLASTYKENLDEKSYHYLNTNPHFLIVKAVNK"
     gene            complement(2598793..2598930)
                     /locus_tag="BA_2799"
                     /old_locus_tag="BA2799"
                     /db_xref="Pathema:BA_2799"
     CDS             complement(2598793..2598930)
                     /locus_tag="BA_2799"
                     /old_locus_tag="BA2799"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26634.1"
                     /db_xref="Pathema:BA_2799"
                     /translation="MNKKHWNTVYIHKDVEQVQINKMVDWSYDLVLQSFSKKKQQELL
                     Y"
     gene            complement(2599036..2599839)
                     /locus_tag="BA_2800"
                     /old_locus_tag="BA2800"
                     /db_xref="Pathema:BA_2800"
     CDS             complement(2599036..2599839)
                     /locus_tag="BA_2800"
                     /old_locus_tag="BA2800"
                     /note="identified by similarity to GP:17430118; match to
                     protein family HMM PF08874"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26635.1"
                     /db_xref="Pathema:BA_2800"
                     /translation="MTVTHIVFGDSAFGNLKHAFQQRNEKIICVNDDFSIGSLNFTDG
                     MRARKKWLKEVLTSTGQESNLDYVEWVEAKLKQNPKIEEVPSNSKVVLWYGENASDVV
                     GVSYVVALLQDKGIEFSEVNVTDFSRRIDYKVQDEQGKELFHTFKSLAEVPSEFILGA
                     IQMEKELSQEQVQELVQDWENYSQSNGLLRVLENGKIVTESEDYYDTAILEQATQEYQ
                     QAVVIVGEVMVKSEQRMGDTYLNFRVQQLIKQGKLISKGNFSKMEIRLP"
     gene            complement(2599915..2600250)
                     /locus_tag="BA_2801"
                     /old_locus_tag="BA2801"
                     /db_xref="Pathema:BA_2801"
     CDS             complement(2599915..2600250)
                     /locus_tag="BA_2801"
                     /old_locus_tag="BA2801"
                     /note="identified by similarity to GP:6714749; match to
                     protein family HMM PF04237"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26636.1"
                     /db_xref="Pathema:BA_2801"
                     /translation="MNATREYCLSKRKATEDSPDGWNATCMRLNNKIFAIVNHEEGEK
                     AAITLKCDPELVLRVREEYPETIIPGYHMNKVIRSSKQKTCKNIRTKNASLLNGGVFL
                     SYKNVIKVR"
     gene            complement(2600263..2600667)
                     /locus_tag="BA_2802"
                     /old_locus_tag="BA2802"
                     /db_xref="Pathema:BA_2802"
     CDS             complement(2600263..2600667)
                     /locus_tag="BA_2802"
                     /old_locus_tag="BA2802"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26637.1"
                     /db_xref="Pathema:BA_2802"
                     /translation="MYTYKLQDEKPICSEKLKRLYDSVGWWPERKEIDIQKMLKNSIA
                     IGVWKENELIGFARVVSDGVFRAYLEDVVVHESVRNKGIGEKMLTMLLEEISYIDIVS
                     LFCGEKLITFYGQQQFQTTKQIVMHRNQIVKE"
     gene            2600915..2602300
                     /locus_tag="BA_2803"
                     /old_locus_tag="BA2803"
                     /db_xref="Pathema:BA_2803"
     CDS             2600915..2602300
                     /locus_tag="BA_2803"
                     /old_locus_tag="BA2803"
                     /note="identified by similarity to GP:7716573; match to
                     protein family HMM PF00395; match to protein family HMM
                     PF00753"
                     /codon_start=1
                     /transl_table=11
                     /product="putative S-layer protein"
                     /protein_id="AAP26638.1"
                     /db_xref="Pathema:BA_2803"
                     /translation="MKKFSLLLTAFVMILTLFIPNLTSAKSFPDVQSNHWAIKEINYL
                     SDKGIINGTPEGTFKPSDYVTRGQMALMLDLSLKLEKPSNYNHIFSDVAKGVYYYDSV
                     HKLAHNNIVQRETNYFPDRSLTRAEMAVVLVKTFNLKPTGADVNFPDVPSNHWGYNYV
                     KILAQNNITAGFPDGTFGPDVKVTREQFAAFLARVLEPSFRPGLPKPKGELEVHYINV
                     EQGDATFIKSPSGETILIDGGNNGKGKVVANYLKGLGFQTIDYMIATHPDADHVGGLD
                     EVLYAINVKNVYAPKVSHTTQTFKDFLTAVANKGLTIKEAKSGVTLPINGLNSQFLAP
                     VKEYGNDLNEWSAVLKVTHGSKSFLFTGDAESKSEKDMVATYGSGLKSDVLKPGHHGS
                     KTSSSQPFLDAVKPSIAIISAGAGNRYGHPTQETLAKLNAMSVKVYRTDLNGTVIINS
                     DGSNISVRAER"
     gene            2602303..2602515
                     /locus_tag="BA_2804"
                     /old_locus_tag="BA2804"
                     /db_xref="Pathema:BA_2804"
     CDS             2602303..2602515
                     /locus_tag="BA_2804"
                     /old_locus_tag="BA2804"
                     /note="identified by similarity to GP:15023134"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26639.1"
                     /db_xref="Pathema:BA_2804"
                     /translation="MKRGIIDRFEGELAVIEVNNVTIDVPKSKLPSTAKEGDVLIIED
                     DTYTIDKDETDKRRREIQDLMNKLFE"
     gene            complement(2602581..2603387)
                     /locus_tag="BA_2805"
                     /old_locus_tag="BA2805"
                     /db_xref="Pathema:BA_2805"
     CDS             complement(2602581..2603387)
                     /locus_tag="BA_2805"
                     /old_locus_tag="BA2805"
                     /note="identified by similarity to GP:1865711; match to
                     protein family HMM PF01183"
                     /codon_start=1
                     /transl_table=11
                     /product="glycosyl hydrolase, family 25"
                     /protein_id="AAP26640.1"
                     /db_xref="Pathema:BA_2805"
                     /translation="MGYIVDISKWNGNINWDVAAPQLDFVIARVQDGSNYIDPLYKSY
                     VQAMKTRNIPFGNYAFCRFISIADAKKEAQDFWNRGDKSATVWVADVEVKTMDDMIAG
                     TQAFIDELRRLGAKKVGLYVGHHMYGPFGMANVKSDFVWIPRYGGNKPAYPCDIWQYT
                     ETGNVPGIGKCDLNQLIGNKPLSWFTESVPKQENIQAQVSKQNIIQSGAFSPYETPDV
                     MGALTSLKMTATFILQSDGLTYFVTEPTSDTQLNALKSWLDRKGWWYEVK"
     gene            complement(2603594..2604010)
                     /locus_tag="BA_2807"
                     /old_locus_tag="BA2807"
                     /db_xref="Pathema:BA_2807"
     CDS             complement(2603594..2604010)
                     /locus_tag="BA_2807"
                     /old_locus_tag="BA2807"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26641.1"
                     /db_xref="Pathema:BA_2807"
                     /translation="MKHIENGTRAEGEYIKNKVIQYNMSILTDEAKQPMEQVSFVVKD
                     ENGRIFGGVTGTMYFYHLHIDFLWVDESVRHDGYGSQLLHKIEDIAKEKGCRLILLDS
                     FSFQAPEFYKKHGYREYGVVEDHPKGHSQHFLEKRL"
     gene            complement(2604037..2604414)
                     /locus_tag="BA_2808"
                     /old_locus_tag="BA2808"
                     /db_xref="Pathema:BA_2808"
     CDS             complement(2604037..2604414)
                     /locus_tag="BA_2808"
                     /old_locus_tag="BA2808"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26642.1"
                     /db_xref="Pathema:BA_2808"
                     /translation="MKRNLKTSTIIILIITIIALEVGIAIYDHTLSLYTIYFAAILIC
                     IVLLFGTRISKEKESTTKERRRKTALLFWPSILLSIASFAVISYIRIGYVSVPGIIGF
                     SCFVTYGGFVFISILKRKSKNER"
     gene            complement(2604411..2605187)
                     /locus_tag="BA_2809"
                     /old_locus_tag="BA2809"
                     /db_xref="Pathema:BA_2809"
     CDS             complement(2604411..2605187)
                     /locus_tag="BA_2809"
                     /old_locus_tag="BA2809"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26643.1"
                     /db_xref="Pathema:BA_2809"
                     /translation="METVIQKMKEIQSDHVGIAIYSTKNNRIVASYNSELNIPLASAA
                     KVTIGFVVAQMVKENKCNWDDILHHVKLNPHEDSAQLYPHLQGRRTLTLSKAVEVMIA
                     CHDSYVAQSVVMYCGGWDVVKTYAQTYFSKIHIQEDARDEKNVGELNEVLSLLVHIFQ
                     GYKSEAELWEPIISGMVRQQGEYEGIHSYHLAHMTGGLSSAAINIGIIGIFNEFPFLY
                     VMGGKDLPNRLENKEVDEAFAVALKYIYKEYSQSMLGVSN"
     gene            complement(2605332..2605843)
                     /locus_tag="BA_2810"
                     /old_locus_tag="BA2810"
                     /note="acetyltransferase, GNAT family, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2810"
     gene            complement(2605878..2606888)
                     /locus_tag="BA_2811"
                     /old_locus_tag="BA2811"
                     /db_xref="Pathema:BA_2811"
     CDS             complement(2605878..2606888)
                     /locus_tag="BA_2811"
                     /old_locus_tag="BA2811"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP26644.1"
                     /db_xref="Pathema:BA_2811"
                     /translation="MNLIDIYVEEVAKRLPEKNREDIILELRSTIEDMLPDNYNEDDE
                     KRVLEKLGSPVSLANGYLDRPMHLIGPRYFDVYLTLLKMIIPIAAIIALIAMVAENFI
                     NYTGDQAVLNVILQLIGKSIGGIFEVALHVFFWLTLVFAILERTDKNKDTEPLTTSLK
                     KWTPDDLKNISHIPKKKAISKFEVFGGLMWTAIWATLYFYANHLVGVYSGTENGLKFV
                     APTFNQEVLLQYWPIVMIMIVLEIAISLYKLVQGQWTKRLAIGNALLQIVGTIVFIII
                     VVNPHIFTDGFITFVANVFTISPEELKKWLIGGGILIYVLSAALNIYDGFRKASVRVT
                     NR"
     gene            complement(2606875..2607219)
                     /locus_tag="BA_2812"
                     /old_locus_tag="BA2812"
                     /db_xref="Pathema:BA_2812"
     CDS             complement(2606875..2607219)
                     /locus_tag="BA_2812"
                     /old_locus_tag="BA2812"
                     /note="identified by similarity to OMNI:CC2969; match to
                     protein family HMM PF03551"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26645.1"
                     /db_xref="Pathema:BA_2812"
                     /translation="MDALLNSLITELRRGTLTLAVLSQLRTPQYGYSLVQLLEKSGIA
                     IDQSTLYPLLRRLEKQELVTSSWDKTESRPRKYYVLSEYGLEIFLQLKKEWIKDSKEL
                     YNLLKEDKNEFN"
     gene            complement(2607389..2607721)
                     /locus_tag="BA_2813"
                     /old_locus_tag="BA2813"
                     /db_xref="Pathema:BA_2813"
     CDS             complement(2607389..2607721)
                     /locus_tag="BA_2813"
                     /old_locus_tag="BA2813"
                     /note="identified by similarity to EGAD:172379; match to
                     protein family HMM PF06108"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26646.1"
                     /db_xref="Pathema:BA_2813"
                     /translation="MITKVITKRNWEIAKTTGEINEKSLIEERFIHCSFLEQALNVAQ
                     KHFVHEEDVLLLTINPAVVKAEIKYELASNGQKYPHVYGAINIDAIIDVVPFPKEKGE
                     FILPELQR"
     gene            complement(2607784..2609853)
                     /locus_tag="BA_2814"
                     /old_locus_tag="BA2814"
                     /db_xref="Pathema:BA_2814"
     CDS             complement(2607784..2609853)
                     /locus_tag="BA_2814"
                     /old_locus_tag="BA2814"
                     /note="identified by similarity to GP:15023937"
                     /codon_start=1
                     /transl_table=11
                     /product="uvrD/Rep helicase family protein"
                     /protein_id="AAP26647.1"
                     /db_xref="Pathema:BA_2814"
                     /translation="MNNIFEEELQKMKDTLRTMDDQLEQLEKIPVYYGDDFKEQILES
                     MRESNRQNLRIGVQEPYFGRLDFQEDGKEEVMPIYIGKVGVSDKDTMKPIVIDWRAPV
                     ASMFYSFTGGDELAFYQSPDGLVEGDVYLKRNISIRKRELERVVDTYVKGNEDVSHAD
                     DFLLYRLGENKDNKLKDIVSTIQSEQNDIIRAERNLPLLIQGVAGSGKTTIALHRLAF
                     LIYEYREQLEAERMIVFAPNSLFLDYISSVLPELGVGNISQTTFLDWALRTLDDSVKL
                     KQTEEKLKEAFSINRDERKVMLGKLKGTLEFKSFIEEQMVQIEKELVPTINFEAWDKA
                     VIPVEDIKKWMQVEYKHYPLKKRRERLVGRMKRWIEIELKKYGETNEKKLLKKEATKR
                     LNTYMKFWPKMSALSLYSSILKSKEILGVLPEELVKETEKNCRKKEVYVEDLPALIYI
                     HHRITGIEIGQKFHHVVIDEAQDFSPFQVYVLKEITLGNSFTILGDLSQAIYDYQGIE
                     DWSAFKEVFQETGYYELTRSYRSTKEIIEFANEIIKNAEIPVGLAMPVFRSGEEVKVI
                     HTEDQFTEILKTLKQLQNADVKTIAVIGRTDDECRDMYEKLTNAGLTVNVIEADQSKY
                     EGGISVVPVYLAKGLEFDAVLLIDVDEEHYKNTKHDAKLLYVGCTRSLHDLWIFHSGE
                     ASPLIKK"
     gene            2610217..2611083
                     /locus_tag="BA_2815"
                     /old_locus_tag="BA2815"
                     /db_xref="Pathema:BA_2815"
     CDS             2610217..2611083
                     /locus_tag="BA_2815"
                     /old_locus_tag="BA2815"
                     /note="identified by match to protein family HMM PF02517"
                     /codon_start=1
                     /transl_table=11
                     /product="CAAX amino terminal protease family protein"
                     /protein_id="AAP26648.1"
                     /db_xref="Pathema:BA_2815"
                     /translation="MTAIKRKPIKLHLLIFVFIVLASGWIGVILDSFLTDQPEGNSLG
                     MGLWLILPFLSCIFLRVISRDWNDFGIKLNLKANFKWYFVAILIYPFVTVITISLALI
                     FGVANITSFEIYSLLSLIFMSTIGNFIKNIFEEFSWRGYLTPKLIELKLNDWFIYIIS
                     GLVWALWHAAYYLVFLPNEYFKSISRLHMLLSGCILMVSWSIMYVEIYRLTKSVWPCV
                     IMHAIEDAVPTVLVTITGIITLTNSSDFWLNPISGVVATIIFLGIGIVLRSIRIKKER
                     QLNTDDNQLFTL"
     gene            complement(2611103..2611846)
                     /locus_tag="BA_2816"
                     /old_locus_tag="BA2816"
                     /db_xref="Pathema:BA_2816"
     CDS             complement(2611103..2611846)
                     /locus_tag="BA_2816"
                     /old_locus_tag="BA2816"
                     /note="identified by match to protein family HMM PF08241"
                     /codon_start=1
                     /transl_table=11
                     /product="N-methyl-transferase-related protein"
                     /protein_id="AAP26649.1"
                     /db_xref="Pathema:BA_2816"
                     /translation="MNELNVKEFYKKQFELLSYDIKNENWLKKVTKEVQEQIGYPFQT
                     MLELGAGNGGFARAMSNLNVKMTTVELVPELVMFAKEHSTNDIVIHCADFYKINFEEK
                     FDVVSYLDGFGVGTDEEQLVLLKRIHNWLKDDGCALIDIYQPLYWEKANGQEMPIYSA
                     MRKYEYDSENARMLDHWWEKDSSNDIVTQSLRCYTIDEISNLCAEARFSIVGIFPGGA
                     YDFEERKYKEQASLNECLSYRIKVKKSKD"
     gene            complement(2612026..2612409)
                     /locus_tag="BA_2817"
                     /old_locus_tag="BA2817"
                     /db_xref="Pathema:BA_2817"
     CDS             complement(2612026..2612409)
                     /locus_tag="BA_2817"
                     /old_locus_tag="BA2817"
                     /note="identified by similarity to GP:11191974; match to
                     protein family HMM PF06094"
                     /codon_start=1
                     /transl_table=11
                     /product="btrG family protein"
                     /protein_id="AAP26650.1"
                     /db_xref="Pathema:BA_2817"
                     /translation="MHHIFVYGTLRKEQSNAHFMQGAICIADEAWTYGKLFDTNEGYP
                     AMTYSNEEKVYGEVYEVNDDILHKLDELEEYTGNAETDLYERITQIVFDGDREIEAYV
                     YIAHDKNMLKKVIISGDWLKYQQGK"
     gene            complement(2612435..2614552)
                     /gene="recQ2"
                     /locus_tag="BA_2818"
                     /old_locus_tag="BA2818"
                     /db_xref="Pathema:BA_2818"
     CDS             complement(2612435..2614552)
                     /gene="recQ2"
                     /locus_tag="BA_2818"
                     /old_locus_tag="BA2818"
                     /EC_number="3.6.1.-"
                     /note="identified by similarity to SP:P40724; match to
                     protein family HMM PF00270; match to protein family HMM
                     PF00271; match to protein family HMM PF00570; match to
                     protein family HMM PF09382; match to protein family HMM
                     TIGR00614; match to protein family HMM TIGR01389"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent DNA helicase RecQ"
                     /protein_id="AAP26651.1"
                     /db_xref="Pathema:BA_2818"
                     /translation="MFTKAQELLASYFGYSSFRRGQDETIKNVLDGKDTVCIMPTGGG
                     KSICYQIPALVFEGTTLVISPLISLMKDQVDTLVQNGISATYINSSISITEANQRIQL
                     AKQGHYKLFYVAPERLDSMEFVDQLIDMKIPMIAIDEAHCISQWGHDFRPSYLHIHRI
                     LDYLPEEPLVLALTATATPQVRDDICNTLGINQENTIMTTFERENLSFSVIKGQDRNA
                     YLADYIRQNQKESGIIYAATRKVVDQLYEDLMKAGVSVSKYHAGMSDHDRNEQQELFL
                     RDEVSVMVATSAFGMGIDKSNIRYVIHYQLPKNMESYYQEAGRAGRDGLDSACILLYA
                     SQDVQVQRFLIDQSIGESRFSNELEKLQNMTDYCHTEQCLQSFILQYFGEEPKEDCGR
                     CGNCTDNRESIDVTRESQMVLSCMIRTNQRFGKQMIAQVLTGSKNKKVIEFNFHTLPT
                     YGLLSNRSVKEVSEFIEFLISDELIAVEHGTYPTLKVTEKGKEVLLGKENVLRKERVE
                     TRQIVQDHPLFEVLREVRKEIAQGEGVPPFVIFSDQTLKDMCAKMPQSDSELLTVKGI
                     GEHKLVKYGSHFLQAVQHFIEENPNYAETIKTEVVSERKKSGKASANSHLETYEMYKQ
                     GIDLDEIAKERGLSRQTIENHLIRCFEDGMEVDWNSFVPAEYEQLIETAVQNAEGGLK
                     SIKEQLPNEVSYFMIRAYLQIRK"
     gene            2615626..2616249
                     /locus_tag="BA_2820"
                     /old_locus_tag="BA2820"
                     /db_xref="Pathema:BA_2820"
     CDS             2615626..2616249
                     /locus_tag="BA_2820"
                     /old_locus_tag="BA2820"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26652.1"
                     /db_xref="Pathema:BA_2820"
                     /translation="MYSYWQSYYSPYHNPYVNFDVSARNYRISKNENFLKGYMRSLWE
                     QHVAWTRLAIISIVFNLPDVNVTVGRLLQNATHMGLSLEPFYGEDAVKKYSALIKDHL
                     VIAADLVKAAKAGDQNAAAAIEKKWYDNGDEIVAFLTSINPYIDKEAFRKMFYEHLAL
                     TKAEALAFLNKDYEAGVKLYDKVEKEALEMSDMITNAIVQQFPQVFQ"
     gene            2616867..2617319
                     /locus_tag="BA_2821"
                     /old_locus_tag="BA2821"
                     /db_xref="Pathema:BA_2821"
     CDS             2616867..2617319
                     /locus_tag="BA_2821"
                     /old_locus_tag="BA2821"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26653.1"
                     /db_xref="Pathema:BA_2821"
                     /translation="MKYSETIVSKRLRTLKICSMFIMLVLIAWVGYTKLLYENGFLQE
                     KKNSVEVMNTSITGEIEQNFQVNLQGYRKTDLDTIIDASRADPNELSLIEIINKSCSQ
                     DCIGEPLTYVNANNGYIFYKESTGTHVAIKIKKQDKWKIVKKSVDDGI"
     gene            complement(2617819..2618268)
                     /locus_tag="BA_2822"
                     /old_locus_tag="BA2822"
                     /db_xref="Pathema:BA_2822"
     CDS             complement(2617819..2618268)
                     /locus_tag="BA_2822"
                     /old_locus_tag="BA2822"
                     /note="identified by similarity to EGAD:108207"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26654.1"
                     /db_xref="Pathema:BA_2822"
                     /translation="MRRLCIIPCGKKKIWDKYPDYGPMEAKDVYISPFGKACQAYATM
                     FFENWVILSAKHGFLRPNDIVLENYDLAFDSKSDEIISMEQLKQQMIEKDLIHFDEIV
                     LLAGKKHKKVVTQLYPEEIITHPLAGCKGIGYMLQRLKGAVGEGREL"
     gene            complement(2618367..2619494)
                     /locus_tag="BA_2823"
                     /old_locus_tag="BA2823"
                     /db_xref="Pathema:BA_2823"
     CDS             complement(2618367..2619494)
                     /locus_tag="BA_2823"
                     /old_locus_tag="BA2823"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26655.1"
                     /db_xref="Pathema:BA_2823"
                     /translation="MNNILNQIKKEVNMDLLNGLWPGFKRAAFALYDDEHVYVFHHPL
                     FLKDNDEYRVLKWEEQFKGDTCILFKDYPTAIVNMNRYKDYASLLAIVVHELFHCYQY
                     LNKESRFPNESLGFQYPIIEENIQLRNKERICLYDAVHCKSQAEKNNYIKQFIELREQ
                     RASVMGEAFITYEYMVESIEGPAWYVEMNAYNTVCKSDESDTLRKYSGLILDVYDANC
                     NMRKSCYSSGMLLCLLLDEILPEWKISFFNSDKSLYAFLKQNINVDLSLNNEITISKE
                     TKQILHFVQNERDKEIKQFYGEEGYDLYIVGDIKLNSFNPMNVKLNGNKVLHKTFLSV
                     SIHNKTYMINQPVLASFEEDFKNMTQVHIIMNEKPIETKNG"
     gene            2619656..2619853
                     /locus_tag="BA_2824"
                     /old_locus_tag="BA2824"
                     /db_xref="Pathema:BA_2824"
     CDS             2619656..2619853
                     /locus_tag="BA_2824"
                     /old_locus_tag="BA2824"
                     /note="identified by similarity to OMNI:NTL01BH2738"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26656.1"
                     /db_xref="Pathema:BA_2824"
                     /translation="MKNITPALVLYIIVYIIAMIAPSSQGYNHIGWKLFVGQAYALPI
                     FLITAIITFYINKKKSTNKQL"
     gene            complement(2619872..2621518)
                     /locus_tag="BA_2825"
                     /old_locus_tag="BA2825"
                     /db_xref="Pathema:BA_2825"
     CDS             complement(2619872..2621518)
                     /locus_tag="BA_2825"
                     /old_locus_tag="BA2825"
                     /note="identified by match to protein family HMM PF01432;
                     match to protein family HMM TIGR02289"
                     /codon_start=1
                     /transl_table=11
                     /product="peptidase M3 family protein"
                     /protein_id="AAP26657.1"
                     /db_xref="Pathema:BA_2825"
                     /translation="MFNDLESKLQSLLERNITSVLELENWLFDELRVNAEIEEKITSS
                     LIATYRDTDNRNMRDLHMYNQNTIQPLLKRYNAKFDQKFIECPFSNLLDERKYEFMKK
                     ARFVKSKMFNEKNIALSIKGQECITKYREIMSNITINWEGEQKTYAHVKAKLDNPNRA
                     IRKKAWYALCEARSVVKPEVDRIMNELIQLRNEIALNAGFNNYSEYAFKQKNRDYSID
                     DCYKLHESIEKYVVPIWKQLGSISKKNLDVKTYRPWDLSPCNLPKAPFQNAINLLDGV
                     EEMFRTTDLYFYEKFIHIRKAGCIDVEERENKAAGAICFTLPHSKEVFVYSNFSPSFY
                     AINALIHEVGHAFHFYKQFKNDSSMQERYLREEVAELYSLSLELLVMDKLNVFYKQED
                     EYKEVQRVQIYRALSLLMSSIAGDVFQHWIYENPNHTPEERDKKYAEICKRYQYSTVD
                     IAGLEDEIGASWIESFHYVQFPFYKIEYAIAQIGAMQLFQIYWEDPEKAIDFFKEGAS
                     ADWNLSIQEIYEKTGVTFDFSEERIESTASVILDLINELK"
     gene            complement(2621624..2622553)
                     /gene="ppaC"
                     /locus_tag="BA_2826"
                     /old_locus_tag="BA2826"
                     /db_xref="Pathema:BA_2826"
     CDS             complement(2621624..2622553)
                     /gene="ppaC"
                     /locus_tag="BA_2826"
                     /old_locus_tag="BA2826"
                     /EC_number="3.6.1.1"
                     /note="identified by similarity to OMNI:NTL01BS04049;
                     match to protein family HMM PF01368; match to protein
                     family HMM PF02833"
                     /codon_start=1
                     /transl_table=11
                     /product="inorganic pyrophosphatase, manganese-dependent"
                     /protein_id="AAP26658.1"
                     /db_xref="Pathema:BA_2826"
                     /translation="MEKVLVFGHKNPDTDAICSAIAYAELKKELGMNAEPVRLGEISG
                     ETQFALDYFKVEGPRFVETVANEVDNVILVDHNERQQSANDIESVRVLEVIDHHRIAN
                     FETSDPIYYRCEPVGCTATILNKMYKENGVTIRKEVAGLMLSAIISDSLLFKSPTCTE
                     QDVAAARELAEIAGVDADKYGLEMLKAGADLSGKTMEQLISLDAKEFQMGNAKVEIAQ
                     VNAVDTNDVLVHQAELEKVISAVVEEKGLDLFLFVVTDILTNDSVGLAIGKAANIVEK
                     AYNVSLENNTATLKGVVSRKKQIVPVLTEAFQA"
     gene            complement(2622715..2623380)
                     /locus_tag="BA_2827"
                     /old_locus_tag="BA2827"
                     /db_xref="Pathema:BA_2827"
     CDS             complement(2622715..2623380)
                     /locus_tag="BA_2827"
                     /old_locus_tag="BA2827"
                     /note="identified by match to protein family HMM PF03067"
                     /codon_start=1
                     /transl_table=11
                     /product="putative chitin binding protein"
                     /protein_id="AAP26659.1"
                     /db_xref="Pathema:BA_2827"
                     /translation="MKTKGLQKVKKVILSGGILLTGLLTFGFSEKASAHGYVESPASR
                     SYLCKQGVNVNCGPIQYEPQSVEGIGGFPQLGPSDGQIAGAGHFPALDVQTVDRWKKV
                     TLNGGTNTFKWKLTAPHSTKEWKYYITKKDWNPNKPLSRSDLDLVPFYVKNDGGARPG
                     TSVTHEANVPTDRNGYHLILAVWEIADTGNAFYQVIDVNLVNNGLASNNVLNHVVQVP
                     TLF"
     gene            complement(2623605..2624108)
                     /locus_tag="BA_2828"
                     /old_locus_tag="BA2828"
                     /db_xref="Pathema:BA_2828"
     CDS             complement(2623605..2624108)
                     /locus_tag="BA_2828"
                     /old_locus_tag="BA2828"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26660.1"
                     /db_xref="Pathema:BA_2828"
                     /translation="MQNLVIEEIKQIKDDVEELSNLLKTVVDDGASIGFLPPLEQKES
                     IKYWQTVIVPEVILYVAKINNQLAGSIQLHLVTKPNGIHRAEICKLMTHPNFRRNGIG
                     RLLMQKAEERAKQENRSLLVLDTREGDPSNRLYKSLDYQEVGKIPEYAISPNGNLDAT
                     VIYYKFL"
     gene            complement(2624326..2624766)
                     /locus_tag="BA_2829"
                     /old_locus_tag="BA2829"
                     /db_xref="Pathema:BA_2829"
     CDS             complement(2624326..2624766)
                     /locus_tag="BA_2829"
                     /old_locus_tag="BA2829"
                     /EC_number="4.1.1.44"
                     /note="identified by match to protein family HMM PF02627;
                     match to protein family HMM TIGR00778"
                     /codon_start=1
                     /transl_table=11
                     /product="carboxymuconolactone decarboxylase"
                     /protein_id="AAP26661.1"
                     /db_xref="Pathema:BA_2829"
                     /translation="MGYIAFLSSHTTIGTDNLNGGNNNMEHEQHHSSVNDVLHHYKEG
                     IGSFTNQIPEIAETYNAFTQACFQEGTLTKREKQLIALGISLATQDEYCTIYHTKGCL
                     DQGCSDKEILEACGVSAAFAGGAAMSQAVTLVQECLTELKNQKH"
     gene            complement(2624797..2626287)
                     /locus_tag="BA_2830"
                     /old_locus_tag="BA2830"
                     /db_xref="Pathema:BA_2830"
     CDS             complement(2624797..2626287)
                     /locus_tag="BA_2830"
                     /old_locus_tag="BA2830"
                     /note="identified by similarity to OMNI:VC0784; match to
                     protein family HMM PF01235; match to protein family HMM
                     TIGR00835"
                     /codon_start=1
                     /transl_table=11
                     /product="sodium/alanine symporter family protein"
                     /protein_id="AAP26662.1"
                     /db_xref="Pathema:BA_2830"
                     /translation="MEQLVEWLVGQVWSIGLVVFALGAGVYFTIATRFLQIRYFKEMI
                     KLLFEGKSSETGISSFQAFCLALSGRVGIGNIAGVATAIAFGGPGAVFWMWVMALLGA
                     ASAFVESTLSQIYKSKVENEYRGGTPYFIEKGLNMKWFAVIVAVVVTLSYGVLLPGIQ
                     SSSIAVGFENSNGISKYITGILLVVLLAAIIFGGVKRIAGVSQMLVPFMAIGYVIVTC
                     IVLIANVKEIPSMFALIFSSAFGVNEMFGGIVGAAIAWGVKCAVFSNVAGVGEATYSS
                     AAAEVSHPAKQGLVQAFSVYIDTIVVCTATALMILITGMYNVIPEGKSAIVKNIGNVD
                     AGPIYTQQAVETVMTGFGPLFISIAIFFFAFTTLLAYYYIAETTLTYLDRELKHSWLK
                     PVLKIGFLIMVYIGSVESASLLWNLGDLGIGSMAWLNLIAILLLSKIALKVLKDYETQ
                     KKEGKDPVFDPKNVGIEGLTFWEERSKEVARKNSKEQAVVDDSLKL"
     gene            complement(2626395..2627879)
                     /locus_tag="BA_2831"
                     /old_locus_tag="BA2831"
                     /db_xref="Pathema:BA_2831"
     CDS             complement(2626395..2627879)
                     /locus_tag="BA_2831"
                     /old_locus_tag="BA2831"
                     /EC_number="1.2.1.-"
                     /note="identified by similarity to GP:13309884; match to
                     protein family HMM PF00171"
                     /codon_start=1
                     /transl_table=11
                     /product="aldehyde dehydrogenase (NAD) family protein"
                     /protein_id="AAP26663.1"
                     /db_xref="Pathema:BA_2831"
                     /translation="MLTTNIELKPKVKAFLDEEIKMFINGEFVPSISGKTFETYNPAT
                     EDVLAVVYEAQEEDIDVAVKAARSAFESGPWVEMTTAERAHLIYKLADLIEEHGEELA
                     QLEALDNGKPYQVALDDDIAATVENYRYYAGWATKIIGQTIPISKDYLNYTRHEPVGV
                     VGQIIPWNFPLVMSSWKMGAALATGCTIVLKPAEQTPLSLLYTAKLFKEAGFPNGVVN
                     FVPGFGPEAGAAIVNHHDIDKVAFTGSTVTGKYIMRQSAETIKHVTLELGGKSPNIIL
                     EDADLEEAINGAFQGIMYNHGQNCSAGSRVFVHRKHYETVVNELVKMANNVKLGAGME
                     KDTEMGPLVSKKQQERVLHYIEQGKAEGATVAAGGERAFEKGYFVQPTVFTDVTDDMT
                     IVKEEIFGPVVVVLPFDSTEEVIERANRSSYGLAAGVWTQNIKTGHQVANKLKAGTVW
                     INDYNLENAAAPFGGFKQSGIGRELGSYALDNYTEVKSVWVNIK"
     gene            complement(2627898..2628794)
                     /gene="dapA1"
                     /locus_tag="BA_2832"
                     /old_locus_tag="BA2832"
                     /db_xref="Pathema:BA_2832"
     CDS             complement(2627898..2628794)
                     /gene="dapA1"
                     /locus_tag="BA_2832"
                     /old_locus_tag="BA2832"
                     /EC_number="4.3.3.7"
                     /note="identified by similarity to SP:Q04796; match to
                     protein family HMM PF00701; match to protein family HMM
                     TIGR00674"
                     /codon_start=1
                     /transl_table=11
                     /product="dihydrodipicolinate synthase"
                     /protein_id="AAP26664.1"
                     /db_xref="Pathema:BA_2832"
                     /translation="MKIIKGAFPVLITPMDEFQEINWNGVKQNVNYFIEQKVAGIIIN
                     GSTGEFVSLSKEERFKMVETVLKEVNGRIPVIVGTAAETTKETIEFTKHAETHGADCA
                     LIINSYYCKPKEEEIYFHFKEISNAVNIPIMLYNNPFTSGVDMSTELMLRIGKDCENV
                     THIKESSGDIRKARDLVRQGEGAFQVFCGSEDLVMESYLVGATGWVSVAGNVVPGLVT
                     KMYEHFQNGELEKAWEINDAILPLCEFLEGSGKYVQIVKRSMELQGQAGGPSRYPRLG
                     LTEEEDQKLQAIISKIAAHAAV"
     gene            complement(2628817..2629758)
                     /locus_tag="BA_2833"
                     /old_locus_tag="BA2833"
                     /db_xref="Pathema:BA_2833"
     CDS             complement(2628817..2629758)
                     /locus_tag="BA_2833"
                     /old_locus_tag="BA2833"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26665.1"
                     /db_xref="Pathema:BA_2833"
                     /translation="MNIQKMYTAVDVHVNGEAFRVIKDVPCKYYYNLEQLNEQFSSEL
                     AEEMQLLLNEPRGFIGLNGCIVVPSIHTEVDAAVLFFNHEGSIPLHYGGIVAVITMLL
                     ESGYLKKRETNQYKIETLSGIFSVHAYVENDEVVSVSFESKLCYLIEKNLQVGNISYS
                     LIQADKVYAVVEKGAYSPEICIENISELKKWGEVTLQTIQKQLLINRLILVDSSQKEK
                     NHIKSITFHEDNFIVRSPGFVSTIVSYVHALFKNDYTADKPFINESIFNSFITVEKVK
                     REETGYIFRFESRGFITGVQTFLLDPTDPFPAGFLLK"
     gene            complement(2629755..2630792)
                     /locus_tag="BA_2834"
                     /old_locus_tag="BA2834"
                     /db_xref="Pathema:BA_2834"
     CDS             complement(2629755..2630792)
                     /locus_tag="BA_2834"
                     /old_locus_tag="BA2834"
                     /note="identified by similarity to GP:6900003; match to
                     protein family HMM PF05544"
                     /codon_start=1
                     /transl_table=11
                     /product="putative proline racemase"
                     /protein_id="AAP26666.1"
                     /db_xref="Pathema:BA_2834"
                     /translation="MRTQKVFTTIDTHTGGNPTRTLISGLPKLLGETMAEKMLHMKKE
                     YDWIRKLLMNEPRGHDVMSGALLTDPCHPDADIGVIYIETGGYLPMCGHDTIGVCTAL
                     IESGLIPVVEPITSLKLDTPAGLVEVDIFVRDGKAKEVSFCNIPAFILKHITVDVENI
                     GTVEADIAYGGNFYAIIDAKSVGLELVPEHASTIIDKAIHIRNIINERFEIIHPEYSF
                     IRGLTHVEFYTDPTHESAHVKNTVVVPPGGIDRSPCGTGTSAKLAVLYANQKIEMNEE
                     FVHESIVGSLFKGCVINTTNVANMEAVVTKITGSAWLMGMHRFFYNEKDPLKEGFLLI
                     PPMEHETEDVK"
     gene            complement(2630789..2631964)
                     /locus_tag="BA_2835"
                     /old_locus_tag="BA2835"
                     /db_xref="Pathema:BA_2835"
     CDS             complement(2630789..2631964)
                     /locus_tag="BA_2835"
                     /old_locus_tag="BA2835"
                     /note="identified by similarity to OMNI:NTL01BS01168;
                     match to protein family HMM PF01266"
                     /codon_start=1
                     /transl_table=11
                     /product="putative glycine oxidase"
                     /protein_id="AAP26667.1"
                     /db_xref="Pathema:BA_2835"
                     /translation="MRHCDVLIIGGGIIGCSIAYYTSKYGRDVTIIEKGEFVSGTSSR
                     CDGNILAIDKDPRFDSQMSLVSQKLVTDLSEELEHSFEYRAPGSILVCESDEEMEAAQ
                     QWVNRQKEAGLPFRMLDRQDIRAESPFFADDLLGGLECATDSTVNPYLLAFSLLAESK
                     KYGTKAFNHTEVKEMKRDKDGSFIVETTNKTFTAKQVVNAAGVWAPKIGQMLDVNIPI
                     EPRKGHIIVASRQQHVGCRKVMEFGYLISKFGGKRKVDALTEKYGVALVFEPTESQNF
                     LIGSSREFVGFHTKINNEVIKCIANRAIRFYPKMADMMVIRSYAGLRPWTEDHLPIIS
                     RVEHIPNYFIAAGHEGDGISLAAVTGKVIEELLNEKETIIPIEPLRLSRFTERVLNG"
     gene            2632145..2633806
                     /locus_tag="BA_2836"
                     /old_locus_tag="BA2836"
                     /db_xref="Pathema:BA_2836"
     CDS             2632145..2633806
                     /locus_tag="BA_2836"
                     /old_locus_tag="BA2836"
                     /note="identified by match to protein family HMM PF00158;
                     match to protein family HMM PF02954; match to protein
                     family HMM TIGR00229"
                     /codon_start=1
                     /transl_table=11
                     /product="sensory box sigma-54 dependent DNA-binding
                     response regulator"
                     /protein_id="AAP26668.1"
                     /db_xref="Pathema:BA_2836"
                     /translation="MAFSFPTIKEFLKTLSIDHTYSTQHIEQVDEKFYYRPSTTEEYN
                     CAVIYEDDSFTTLIDGVSNELAVIIMNRNKEPICSITAQQIIPFLVKSYNELQSFYNT
                     VIQTTDSSVTVIDDKERVRTWTDGAEKIFSVKHNEIIGQPITRFFDYKDLEILQSLHD
                     GKSIIAQFHQPRPDLFVLINSNPVYCNDEIIGAVVSETDVTNQVALNEKLFNMSHEMH
                     RLEQEVAKYKDESDPFLAMNGKSPVIQRTIQLARKVCSVKSTVLILGESGVGKEVFAK
                     AIHDASEAAKAPFISINCGAIPEALFESELFGYERGAFSGANSKGKKGKIELAQGGTL
                     FLDEIGEMPLDMQVKLLRVLQERKYYRVGGEKEIHIDFRIIAATNRDLQEEMKKGTFR
                     EDLYYRLNVVSLHIPPLRERREDIIELTYSFLNDFSINYNRPIRDLPSSIMHELLHYN
                     WPGNIRELRNVVERLVVFATDGIIKQEYLPFHTTETLEEHSAHSLLLSNNNTILSLQE
                     EMEEHEKKVIERALRILNGNKLECAKQLGVTRATLYNRLKKLGLQ"
     gene            2633915..2634157
                     /locus_tag="BA_2837"
                     /old_locus_tag="BA2837"
                     /db_xref="Pathema:BA_2837"
     CDS             2633915..2634157
                     /locus_tag="BA_2837"
                     /old_locus_tag="BA2837"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26669.1"
                     /db_xref="Pathema:BA_2837"
                     /translation="MKKLLTVNFFTSTIADYKCSARELKLRTRAGMGFCGGRTCRMMI
                     DRMIEHANPGVTTNDIPLKYQPPVRAVTFGSVGESK"
     gene            2634154..2635718
                     /locus_tag="BA_2838"
                     /old_locus_tag="BA2838"
                     /note="putative sarcosine oxidase, alpha subunit,
                     authentic frameshift; an automated process has identified
                     a potential problem with this gene model; it may contain
                     one or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2838"
     gene            complement(2635743..2636051)
                     /locus_tag="BA_2839"
                     /old_locus_tag="BA2839"
                     /db_xref="Pathema:BA_2839"
     CDS             complement(2635743..2636051)
                     /locus_tag="BA_2839"
                     /old_locus_tag="BA2839"
                     /note="identified by similarity to EGAD:30193"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26670.1"
                     /db_xref="Pathema:BA_2839"
                     /translation="METIKISEQELINALCVYIAEKRQVGPEEVLVELMYDDDYGFSA
                     EVEVNGRQQILIQANLIEALRLLLDREYNVNSFAARLQLELDDEEGIYALAKFNNSDE
                     "
     gene            complement(2636039..2636488)
                     /locus_tag="BA_2840"
                     /old_locus_tag="BA2840"
                     /db_xref="Pathema:BA_2840"
     CDS             complement(2636039..2636488)
                     /locus_tag="BA_2840"
                     /old_locus_tag="BA2840"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26671.1"
                     /db_xref="Pathema:BA_2840"
                     /translation="MLKKLVAVMTAFMVIFGASSFMFVDHAAAKSYKSGKKSFSPSSG
                     QKSKVDLNKKDSNVNSQKTTPDSKTKATNTAPKSNKGSFMKGLLLGGLGGLLMGSLFA
                     NMGALGSVLAFMVNMLVMAGIVMLAVRAFKYFKDQRKKKEDEVAWKR"
     gene            2636747..2637511
                     /locus_tag="BA_2841"
                     /old_locus_tag="BA2841"
                     /db_xref="Pathema:BA_2841"
     CDS             2636747..2637511
                     /locus_tag="BA_2841"
                     /old_locus_tag="BA2841"
                     /note="identified by similarity to EGAD:107549; match to
                     protein family HMM PF08876"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26672.1"
                     /db_xref="Pathema:BA_2841"
                     /translation="METFHLTRNEMATLLLSLRGWNTKKPLGILQEAWAKSHKKDIES
                     GQSVTAFITTALSPIFEKLIKIEDTDVGFSLNEIVALGNQIENTSFSVTAMQNWVKRD
                     IKEMIGSPQKGKKYSIEQAALLFIVEDLKTALDFESIRKLLRLIVNDPADRSDDLINP
                     VHLYGAYSSLFEELNQGNCLQLNATDTVHTIENIVKEKADKIASKFDQINNEQREAIR
                     NAIIIATLSVHTAYVQMLAKRYVTATLFLQNLDVKP"
     gene            2637746..2638351
                     /locus_tag="BA_2842"
                     /old_locus_tag="BA2842"
                     /db_xref="Pathema:BA_2842"
     CDS             2637746..2638351
                     /locus_tag="BA_2842"
                     /old_locus_tag="BA2842"
                     /note="identified by match to protein family HMM PF09335"
                     /codon_start=1
                     /transl_table=11
                     /product="dedA family protein"
                     /protein_id="AAP26673.1"
                     /db_xref="Pathema:BA_2842"
                     /translation="MVSSFIHSVLTFFEGLGYWGIMLGLMIEIIPSEIVLAYAGYLVF
                     NGSISFLGAVVFGTIGGVIAQIFIYWIGRYGGRPILERYGKYIFIHKKQIDAAEDWFN
                     RYGTGVIFTARFIPVVRHAISIPAGITKMSFLRFTTLTALAIIPWSIIFIYLGEKLGE
                     NWENINDIAGPYVKSFAIGGVILIFLYFVIKKWTKKRKNLA"
     gene            complement(2638495..2638875)
                     /locus_tag="BA_2844"
                     /old_locus_tag="BA2844"
                     /db_xref="Pathema:BA_2844"
     CDS             complement(2638495..2638875)
                     /locus_tag="BA_2844"
                     /old_locus_tag="BA2844"
                     /note="identified by similarity to OMNI:NTL01BH0319"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26674.1"
                     /db_xref="Pathema:BA_2844"
                     /translation="MKKENVLEEKLNIIEWCQTLQRVPDDIWFQALREGSWAIADVIS
                     HFIVWDVFLIKDRIPYFISGQSVPNVPIDVEEMNKGAIKYARSGISKEGLLNQFSVTR
                     KQLVDESEFPPNIFIMSTNLALKK"
     gene            2639016..2639240
                     /locus_tag="BA_2845"
                     /old_locus_tag="BA2845"
                     /db_xref="Pathema:BA_2845"
     CDS             2639016..2639240
                     /locus_tag="BA_2845"
                     /old_locus_tag="BA2845"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26675.1"
                     /db_xref="Pathema:BA_2845"
                     /translation="MHWQQKIQYLIGRPIGISFINGQGTSGVLCSAHDGQLYVYEYLY
                     QAQFAMKHYDFRQIQDIHAFPNCPHQNPLY"
     gene            complement(2639280..2640461)
                     /gene="dltD"
                     /locus_tag="BA_2846"
                     /old_locus_tag="BA2846"
                     /db_xref="Pathema:BA_2846"
     CDS             complement(2639280..2640461)
                     /gene="dltD"
                     /locus_tag="BA_2846"
                     /old_locus_tag="BA2846"
                     /note="identified by similarity to EGAD:16580; match to
                     protein family HMM PF04914; match to protein family HMM
                     PF04915; match to protein family HMM PF04918"
                     /codon_start=1
                     /transl_table=11
                     /product="D-alanyl-lipoteichoic acid biosynthesis protein
                     DltD"
                     /protein_id="AAP26676.1"
                     /db_xref="Pathema:BA_2846"
                     /translation="MKMKHAFGPIILACVLFFIIILIPSKSLVSLISDKKVEDAATSL
                     QKEKLQSVFLQQKMLENSQYLPMYGSSEFLRMDAYHPSNYFKVNPAGFTPYLIGIGGT
                     QSLAHILNMTSTMDELEGKKVVFVLSPQWFTKTGVSQGDFTNNFSKQQAYHFIFNDKI
                     NVEMKKQIAKRLLDYKVVQEDDILKNSLEGIVYNDTKHNIKAGLVKPLAYMHRNILDH
                     RDLFNSIFKIEPMKEKTNVGLRSISWVDARKHAEEEGKAESTTNTFGIENPYYYKHNL
                     KKKLKGLKNFRANESYEESPEYDDLQIVLNIFKEKNVKPLFISVPVNGPWYDYAGFPK
                     ERREVYYKKVREQVEKAGYPVVDFSGHEYDKYFLKDTIHLGWKGWIYFDEAVQNFYTE
                     K"
     gene            complement(2640728..2641255)
                     /locus_tag="BA_2847"
                     /old_locus_tag="BA2847"
                     /db_xref="Pathema:BA_2847"
     CDS             complement(2640728..2641255)
                     /locus_tag="BA_2847"
                     /old_locus_tag="BA2847"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26677.1"
                     /db_xref="Pathema:BA_2847"
                     /translation="MFEEKKVIHTKRLFMRKPLIEDVEQFYSILKEEAIGKWLAKSSG
                     MSKEEAKDYVIQLISHWEQYDFGVWLLVNRNTGELLGHCGLRKIDETGEIEIMYLLDP
                     EYWGNGYASEAAKASIQYAKEMMNVKRIIARVKVANENSKKLLRNLGFTYTHDVDHSG
                     RLLSYFELQTSLDKL"
     gene            complement(2641373..2642995)
                     /locus_tag="BA_2848"
                     /old_locus_tag="BA2848"
                     /db_xref="Pathema:BA_2848"
     CDS             complement(2641373..2642995)
                     /locus_tag="BA_2848"
                     /old_locus_tag="BA2848"
                     /note="identified by similarity to GP:10717143; match to
                     protein family HMM PF00496"
                     /codon_start=1
                     /transl_table=11
                     /product="putative oligopeptide ABC transporter,
                     oligopeptide-binding protein"
                     /protein_id="AAP26678.1"
                     /db_xref="Pathema:BA_2848"
                     /translation="MKKFVRYSLFSTLFVSSILVGCAKEKTTTKPKDEKKVLQLLETG
                     EIPSLHSGKVTDAVSFNVLNNVMEGLFRLSKNDEVIEAGAQKYEVSKDGKTYTFHLRD
                     AKWSNGDPVTAQDYVYAWKQLINPDTASQYAYIAYDVKNAEKINKKQLGLDELGVKAK
                     DDKTFVVELEHPVPYFTKLLILPSFYPINEKYAKEQGDKYGLEANKAVYNGPFTLSDW
                     KHEASFTMKKNDKYWDKKEVKLDEVNYQIVKEISTAVNLYETDKVDRAVISTEFVDKY
                     KNNKELKQYTDPVMYFFRFNENVPILKNKNARLALSTVFDKKGLATSFLNDGSVAANY
                     YVPKGFLKGPDKKDFRSTAGEFNKTDVKQAKEYWEKAKQETGTNEVTLELLNYDLENF
                     KKVGEYIKEQLEKNLPGLKVNVKLQPHTQKLALEKKKEYEMSLSRWLPDYPDPMTYLE
                     VFLSGSSVNNTEYANPEYDALIKKIKTELGNDEKARWKALQDAEKMLLDDAVIAPVFQ
                     RGLSYLQKPYVKDLYVHQFGPATSLKWADVQK"
     gene            complement(2643016..2644017)
                     /locus_tag="BA_2849"
                     /old_locus_tag="BA2849"
                     /db_xref="Pathema:BA_2849"
     CDS             complement(2643016..2644017)
                     /locus_tag="BA_2849"
                     /old_locus_tag="BA2849"
                     /note="identified by similarity to EGAD:107447; match to
                     protein family HMM PF00877"
                     /codon_start=1
                     /transl_table=11
                     /product="NLP/P60 family protein"
                     /protein_id="AAP26679.1"
                     /db_xref="Pathema:BA_2849"
                     /translation="MKKVGTAFLTTLFIFSSFTSANAEEKKDSKAFIDVSAATLWTTP
                     DSLRPIDAPSATNPVDLWKWTKSMTLDEKLWLTSANKLETQALLGQEVTVVDKKGDWV
                     KVLVHGQPTPRNEEGYPGWMPEKQLTYNQEFADKTNEPFVLVTKPTAILYINPSEKHK
                     SLEVSYNTRLPLLSEDTISYRVLLPNGQKAWLRKNDGTVYRSQNDIPIPAADDLINTG
                     KMFLGLPYIWAGTSGFGFDCSGFTHTIYKSHGITIPRDSGPQSRNGVAVDKENLQKGD
                     LIFFTHDQGKGSVHHVGMYIGDGNMIHSPRAERSVEIIPLNTPGYIEEYAGARRYLP"
     gene            complement(2644057..2645109)
                     /locus_tag="BA_2850"
                     /old_locus_tag="BA2850"
                     /db_xref="Pathema:BA_2850"
     CDS             complement(2644057..2645109)
                     /locus_tag="BA_2850"
                     /old_locus_tag="BA2850"
                     /note="identified by match to protein family HMM PF01188;
                     match to protein family HMM PF02746"
                     /codon_start=1
                     /transl_table=11
                     /product="mandelate racemase/muconate lactonizing enzyme
                     family protein"
                     /protein_id="AAP26680.1"
                     /db_xref="Pathema:BA_2850"
                     /translation="MKITDVKVNRRRVNLHTPFKTALRTVTEIESIDVYIHTDEGIVG
                     KGAGAATPVITGDFANGIEEAILGPMRSSLIGQDIIQFQQLLQHIQMSCIGNPSAKAA
                     VDIALYDVYCQYHNIPLYALLGGKKEIHTDITLSVDEPFIMAKEAKQHVEKGFQTLKI
                     KVGKSAHLDLERIEAIRNSVPKNTTLRLDANQGWNPKEAVSIIKEMENRNLNIEFIEQ
                     PVHAKDWDGLKYVKDHVQTPIMADESIFSASDALKIVQGRYVDLINIKLMKCSGIREA
                     WRIADIAEAAGVKCMVGSMMESSLSVSAVAHLAAAHPNIHYFDLDAPLWLMEEPEGMT
                     YSGSKVNLQSTVNSKS"
     gene            complement(2645261..2645587)
                     /locus_tag="BA_2851"
                     /old_locus_tag="BA2851"
                     /note="conserved hypothetical protein, authentic point
                     mutation; an automated process has identified a potential
                     problem with this gene model; it may contain one or more
                     premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2851"
     gene            complement(2645847..2646203)
                     /gene="divIC2"
                     /locus_tag="BA_2853"
                     /old_locus_tag="BA2853"
                     /db_xref="Pathema:BA_2853"
     CDS             complement(2645847..2646203)
                     /gene="divIC2"
                     /locus_tag="BA_2853"
                     /old_locus_tag="BA2853"
                     /note="identified by match to protein family HMM PF04977"
                     /codon_start=1
                     /transl_table=11
                     /product="cell division protein DivIC"
                     /protein_id="AAP26681.1"
                     /db_xref="Pathema:BA_2853"
                     /translation="MRKLKRINVPNIQEQLSQSNENQAINKKKLRRFIFMFIFIAAAT
                     LYVQFILTKQQEIIVEKKDTITNQKKQLVSLKKDEASLKTNIENLTDDEEEILKFARK
                     EYQFSKSNETIFVLPK"
     gene            complement(2646598..2646753)
                     /locus_tag="BA_2854"
                     /old_locus_tag="BA2854"
                     /db_xref="Pathema:BA_2854"
     CDS             complement(2646598..2646753)
                     /locus_tag="BA_2854"
                     /old_locus_tag="BA2854"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26682.1"
                     /db_xref="Pathema:BA_2854"
                     /translation="MENMKFVDEGHIITSAGISAGINISFHIVKNLLGVEIAEETAKS
                     MEYDIDL"
     gene            2646867..2647298
                     /locus_tag="BA_2855"
                     /old_locus_tag="BA2855"
                     /db_xref="Pathema:BA_2855"
     CDS             2646867..2647298
                     /locus_tag="BA_2855"
                     /old_locus_tag="BA2855"
                     /note="identified by similarity to SP:P33967; match to
                     protein family HMM PF00383"
                     /codon_start=1
                     /transl_table=11
                     /product="cytidine and deoxycytidylate deaminase family
                     protein"
                     /protein_id="AAP26683.1"
                     /db_xref="Pathema:BA_2855"
                     /translation="MLQVIPLNSEDYDLIKAAEKVIEKNYKYGRHHIGSAVRTKTGNI
                     YAAVHVEANVGRITVCGEAMAIGKSISEGDHEFDTIVAVAHPHPHEDIEKCWVVAPCG
                     MCRELISDYGKNTNVILSYNDELVKCNVMELLPEKYTSEVE"
     gene            complement(2647555..2647785)
                     /locus_tag="BA_2856"
                     /old_locus_tag="BA2856"
                     /db_xref="Pathema:BA_2856"
     CDS             complement(2647555..2647785)
                     /locus_tag="BA_2856"
                     /old_locus_tag="BA2856"
                     /note="identified by similarity to OMNI:NTL01HS00544"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26684.1"
                     /db_xref="Pathema:BA_2856"
                     /translation="MKNIDFILESDEALKPSERLVLLLLEKHRMLYTNDLLALSNLSY
                     KTLTDSLTSLVLKSYVLKETGKGRRQNCYRLV"
     gene            complement(2648097..2648360)
                     /locus_tag="BA_2857"
                     /old_locus_tag="BA2857"
                     /db_xref="Pathema:BA_2857"
     CDS             complement(2648097..2648360)
                     /locus_tag="BA_2857"
                     /old_locus_tag="BA2857"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26685.1"
                     /db_xref="Pathema:BA_2857"
                     /translation="MANEEQNRIENQVYSNRVLRSEFDANWETCISKSGYVIYVATSN
                     NAEVIVLLADGSSKLLIFEQGGKVVVGGGGTSHYSKPHIARNI"
     gene            complement(2648562..2649326)
                     /locus_tag="BA_2858"
                     /old_locus_tag="BA2858"
                     /db_xref="Pathema:BA_2858"
     CDS             complement(2648562..2649326)
                     /locus_tag="BA_2858"
                     /old_locus_tag="BA2858"
                     /note="identified by similarity to EGAD:45800; match to
                     protein family HMM PF08241; match to protein family HMM
                     PF08242"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26686.1"
                     /db_xref="Pathema:BA_2858"
                     /translation="MFSFYSSLCTELYDYTKPVGYSLNGDIEYYEKCLKNCRGRILEA
                     AVGSGRVIIPLIEAGFTVDGIDYSPEMLESCRIRCKERGLHPNLYEGSLQKFSLPHKY
                     EAIIIPTGSFCLIENREDSINALKCFYEHLNPGGRLIVDIMLPYDWKTGEIHTSTFSL
                     PNGDGITLENKSIEIDWLNQTTLSYLKYEKWSKGQLVQTELQRFAVRWYGIEEFKLLL
                     ESIGFSNITCSADYVFEKKPSKANQMFTFEAVRKEK"
     gene            2649531..2649809
                     /locus_tag="BA_2859"
                     /old_locus_tag="BA2859"
                     /db_xref="Pathema:BA_2859"
     CDS             2649531..2649809
                     /locus_tag="BA_2859"
                     /old_locus_tag="BA2859"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26687.1"
                     /db_xref="Pathema:BA_2859"
                     /translation="MNSFIIFLLLLIAFNALIFFIAKKYRQIWKISSGIFILAAPIVF
                     FATLHIIGEKVGDGFAGGFAGLIFSGLLIMNAIFLFVVSIFVSTDKNS"
     gene            complement(2649867..2651660)
                     /locus_tag="BA_2860"
                     /old_locus_tag="BA2860"
                     /db_xref="Pathema:BA_2860"
     CDS             complement(2649867..2651660)
                     /locus_tag="BA_2860"
                     /old_locus_tag="BA2860"
                     /note="identified by match to protein family HMM PF02129;
                     match to protein family HMM PF08530; match to protein
                     family HMM TIGR00976"
                     /codon_start=1
                     /transl_table=11
                     /product="hydrolase, CocE/NonD family"
                     /protein_id="AAP26688.1"
                     /db_xref="Pathema:BA_2860"
                     /translation="MGKKKIATLSAILSLSITSGVSSTTAYADNKETNYINENDVKLN
                     GKVSEALQSNMKIELENGMTKPIYSLDEAIIENLFVETEVDSDRDGKKDRVSVKVMRP
                     KTDSNVKVPVIYEMSPYRAGLKDVPVYNVDEELYAYEGKPYGAVNLGSYGNYYVPRGY
                     AVILGESIGTGKSEGCPTTGDEQEILGTKSVIDWVNGRAKAYKENGEEVKADWSTGNV
                     GMTGVSYNGTLPNAVATTGVEGLKTIIPIAAISSWYDYYRANGAVIAPGGYQGEDTDN
                     MAEAVLTRENPEVCGQVIKELTAGQDRKTGNYNDFWDKRNYVKDAKNVKASVFVVHGL
                     NDWNVKTKQFAQWWEALGENNVPRKMWLHQGGHGGTSTNDWQRTQNKWFDYWLYGIEN
                     GIMNEPMVDVQRENKTWDKMKNWPDPSAVPSKVRMYLSNKAVNLPLSMGSVNKMFSFV
                     DDAKMKSNQLVANPELEVANRLVYTMPVLQKDTRISGTPKISITGNIDRSVSNLTALL
                     VDYGGAKPEIVTRGWMDPQNVKSIENSTAIQPGKDYTFTWDMQPDDYVFKAGHQIGVV
                     LMASDYDYTIRPKAGTKLTVKLSEVTLPIVK"
     gene            complement(2651861..2653237)
                     /locus_tag="BA_2861"
                     /old_locus_tag="BA2861"
                     /db_xref="Pathema:BA_2861"
     CDS             complement(2651861..2653237)
                     /locus_tag="BA_2861"
                     /old_locus_tag="BA2861"
                     /note="identified by similarity to GP:15025450; match to
                     protein family HMM PF00512; match to protein family HMM
                     PF00672; match to protein family HMM PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="putative sensor histidine kinase SrrB"
                     /protein_id="AAP26689.1"
                     /db_xref="Pathema:BA_2861"
                     /translation="MNKLGKKLFLSISLTVILIFTISLLLINYLLPKYNIYKTRESLE
                     GITAQIQSIPREQLDEAITSIENEGNVTIAYTSIKDSEDHINDELRMQLTKKRVALNK
                     IWITKEEIMKVKKFGHSNKIYDQEKIKSSFFVKYMAKDDMLILVGVSIAHSNEIIKTL
                     NSFYLFILVITIFLIIVLVWILSKTITTPLKELSDVAEDISRLQFKKTKVKTNDEIGD
                     LATSINIMSEKLQEAHQDLTDRNEHLKRFMGDVTHELKTPIALVKAYSMGIKDGLDDG
                     TYIDTIIKQSDHISNLIEELLRFSKLERDVLQKEEFSIKSLVQSILDKHKIELESKEI
                     NLQVNYNVGDAIVYADVNKMRMVFQNLISNAIKYTSNQNIKITLEDRNESVYFQIQNG
                     MNAEHMKDIDKIWEPFYVLESSRSKDRSGTGLGLAIVKSIVERHGFDYGVVTIGGEIR
                     FYIHMKND"
     gene            complement(2653230..2653876)
                     /locus_tag="BA_2862"
                     /old_locus_tag="BA2862"
                     /note="DNA-binding response regulator, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2862"
     gene            2653890..2654414
                     /locus_tag="BA_2863"
                     /old_locus_tag="BA2863"
                     /db_xref="Pathema:BA_2863"
     CDS             2653890..2654414
                     /locus_tag="BA_2863"
                     /old_locus_tag="BA2863"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26690.1"
                     /db_xref="Pathema:BA_2863"
                     /translation="MLLNKNQLYHTTSLLHVCDRKIFEPVKGIVKTRCCTMMKKIGVI
                     TLLFFLLSTNAFANTNQQIEVFDCQKEMVVQKQSLDPAIQKEAIQYAKSITGPFKNLN
                     VVPKDGHMIKIPLSKPVSITNQWLHTTIDEVLILLPLNQKPYIMLYDDENNPHFYYVK
                     GDPKGLLKQMNVST"
     gene            complement(2654561..2655037)
                     /locus_tag="BA_2864"
                     /old_locus_tag="BA2864"
                     /db_xref="Pathema:BA_2864"
     CDS             complement(2654561..2655037)
                     /locus_tag="BA_2864"
                     /old_locus_tag="BA2864"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26691.1"
                     /db_xref="Pathema:BA_2864"
                     /translation="MCFHIKGGFTLKDIHIQQIEDLMIYESDYLVQESKDEGFYFLIK
                     LISEYENKINTFNKTGECLYGIFQGEKLIGIGGLNADPYTENNKIGRLRRFYIAKDYR
                     RIGLGKLLLNKLLSHAEKYFKVVVLHTDTKQGDVFYTANGFVKREVYKRSSHYKVL"
     gene            complement(2655277..2656032)
                     /locus_tag="BA_2865"
                     /old_locus_tag="BA2865"
                     /db_xref="Pathema:BA_2865"
     CDS             complement(2655277..2656032)
                     /locus_tag="BA_2865"
                     /old_locus_tag="BA2865"
                     /note="identified by similarity to GP:15026081"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26692.1"
                     /db_xref="Pathema:BA_2865"
                     /translation="MCAVFCQFLYILFHGGNMLKDNFNISNIPAVLWGDRSEKVFIAV
                     HGNMSNKEDTVIQKLAEEANQKGYQVLSFDLPEHGERTNDNTPCKVQVCVSELSIIMN
                     YAKEHWKQVSVFACSIGAYFSLLAYQNDVIEKALFLSPVVNMERIIENMMKWFNVTPE
                     LLQKEMTIETPIGQKLYWDYLCYVKEHPINTWNIDTYIMYGAKDELCEFEIINDFTKK
                     HRCALEVMETGEHYFHTEEQLKIFELWLHKIID"
     gene            complement(2656034..2657413)
                     /locus_tag="BA_2866"
                     /old_locus_tag="BA2866"
                     /db_xref="Pathema:BA_2866"
     CDS             complement(2656034..2657413)
                     /locus_tag="BA_2866"
                     /old_locus_tag="BA2866"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain
                     one or more premature stops and/or frameshifts; identified
                     by match to protein family HMM PF00702; match to protein
                     family HMM PF01048; match to protein family HMM TIGR01704"
                     /codon_start=1
                     /transl_table=11
                     /product="putative MTA/SAH nucleosidase/phosphatase"
                     /protein_id="AAP26693.1"
                     /db_xref="Pathema:BA_2866"
                     /translation="MNRIGIIGAMQIEIDLLLEKLIMQEEQIIAGMPFYVGEFMGTEV
                     IVTRCGVGKVNAAACTQTLIHKFDVDAIINTGVAGGLHPDVKVGDIVISTNVTHHDVS
                     KTQMKNLFPFQEEFIASKELVELARKACNSSSLHMEIHEGRIVSGECFVEDSKLKAKL
                     IDEYAPHCTEMEGAAIGHVAYINEVPFLVIRCISDSADDEAQISYDDFAKTAANYCSE
                     IIVEMLKTISSKTYSSKGENEMLQALIFDMDGTLFQTDKILELSLDDTFDHLRSLQLW
                     DTVTPIDKYREIMGVPLPKVWEALLPDHSLEIREQTDAYFLERLIENIKSGKGALYPN
                     VKEIFTYIKENNCSIYIASNGLTEYLRAIVSYYDLDQWVTETFSIEQINSLNKSDLVK
                     SILNKYDIKEAAVVGDRLSDINAAKDNGLIAIGCNFDFAQEDELAQADIVIDDLLELK
                     EILSTVQRL"
     gene            complement(2657433..2658431)
                     /locus_tag="BA_2867"
                     /old_locus_tag="BA2867"
                     /db_xref="Pathema:BA_2867"
     CDS             complement(2657433..2658431)
                     /locus_tag="BA_2867"
                     /old_locus_tag="BA2867"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26694.1"
                     /db_xref="Pathema:BA_2867"
                     /translation="MIESLSNEKANMILQELQVECESLFEFKIKEVIPIHRGWLNLKW
                     KLETDVGNFVLKQYNKERYKLYDPLTLLQALHQQQRLHNNGISCPKLLTYKNNVMHTS
                     KNNERFVVLEYKEGNLISPGKVNKKEIYSLGKTIGHMHNLLNDGSLIEGETPKFVPPT
                     IEERVKHWEEKRREAEQLGKEHILPYIKLQQEATQLVNVNQFYNSKKGWVHRDLWVDN
                     LLFHNDKVSAILDFDRLDYDYVELDIGRAVISCALHDGGLNKSLVASFLEGYRNELDF
                     PVGNIVRAIQMLWYMESTWWIHANMDQHSVPPSRFADEMNWIAKNYSALHSILADL"
     gene            complement(2658447..2659199)
                     /locus_tag="BA_2868"
                     /old_locus_tag="BA2868"
                     /db_xref="Pathema:BA_2868"
     CDS             complement(2658447..2659199)
                     /locus_tag="BA_2868"
                     /old_locus_tag="BA2868"
                     /note="identified by match to protein family HMM PF03808;
                     match to protein family HMM TIGR00696"
                     /codon_start=1
                     /transl_table=11
                     /product="glycosyltransferase, WecB/TagA/CpsF family"
                     /protein_id="AAP26695.1"
                     /db_xref="Pathema:BA_2868"
                     /translation="MDHQLIKGIPFATLEYAKAISLLKGWLHEKQEKPRFVVTANPEI
                     VMSAKENTAKSKQFKKILLSADLITADGIGVIIGSKILKGTLKERVTGADITHDLIKH
                     CNENGCRVFLFGAAPESNKKALEKLNEQFPGAQFKGQHGFVNGEEIEEVKMKIKQFKP
                     DLLLVGLGSPKQEEFIYENLQTLNIPLSIGIGGMIDIISGTVKRAPKIMRDTGTEWLY
                     RLLSQPKRIKRQLVLPKFLISVMVERMKGTSS"
     gene            complement(2659212..2660396)
                     /locus_tag="BA_2869"
                     /old_locus_tag="BA2869"
                     /db_xref="Pathema:BA_2869"
     CDS             complement(2659212..2660396)
                     /locus_tag="BA_2869"
                     /old_locus_tag="BA2869"
                     /note="identified by match to protein family HMM PF01432"
                     /codon_start=1
                     /transl_table=11
                     /product="putative peptidase"
                     /protein_id="AAP26696.2"
                     /db_xref="Pathema:BA_2869"
                     /translation="MNSDNEKERVKVFESLTCALHKEKEIFATVLNQIGRLRNTKGNE
                     LEDREILASSLHANGISETVLLQIWNATEENLDKLVSALNVYKKGKISITWHEIMTVK
                     ENNEAIIPFSVAVQNIYGAFKNIDEELAELARNAIESGWVDAEPRENKPPGGFCAPFF
                     SEKESRISMRYDGSIDSVRILAHELGHAWHFYNMSFEQSSSFLDDYLPMSTAESASIF
                     FETLLINYLIQTTDSIDIKKSLLSWKIRNCFNYVMAIRASFEFEKNFYEKCKESPISA
                     DEIEKISIVAQEKAYGNALSEYQPFVWMKYVQFYIADVPFYNYPYTFGYLVSFSLLEI
                     AKENKSTFHSKFKEFLRENGKAPVEELIKKHFEIDITSYAFWDKAFKQISKDIDAYLR
                     LI"
     gene            complement(2660434..2660790)
                     /locus_tag="BA_2870"
                     /old_locus_tag="BA2870"
                     /db_xref="Pathema:BA_2870"
     CDS             complement(2660434..2660790)
                     /locus_tag="BA_2870"
                     /old_locus_tag="BA2870"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26697.1"
                     /db_xref="Pathema:BA_2870"
                     /translation="MHEIAKWDLGRLYSNTDILVPILELKEQFFVTKDIGILSNLIQS
                     IEKVEYYLYCRSAEESVSSDITRLTMKVKELKSEVQQVIQQSEVEITDNTRLIKDELH
                     AWENMYIQLRDRNRTQ"
     gene            complement(2660997..2661137)
                     /locus_tag="BA_2871"
                     /old_locus_tag="BA2871"
                     /db_xref="Pathema:BA_2871"
     CDS             complement(2660997..2661137)
                     /locus_tag="BA_2871"
                     /old_locus_tag="BA2871"
                     /note="identified by similarity to GP:5672655"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26698.1"
                     /db_xref="Pathema:BA_2871"
                     /translation="MINPFFLQGNATISVADELKKFKELLDMGVITEDEFNAKKKQLL
                     NI"
     gene            complement(2661150..2662010)
                     /locus_tag="BA_2872"
                     /old_locus_tag="BA2872"
                     /db_xref="Pathema:BA_2872"
     CDS             complement(2661150..2662010)
                     /locus_tag="BA_2872"
                     /old_locus_tag="BA2872"
                     /note="identified by similarity to OMNI:NTL01BS01111;
                     match to protein family HMM PF02645; match to protein
                     family HMM TIGR00762"
                     /codon_start=1
                     /transl_table=11
                     /product="DegV family protein"
                     /protein_id="AAP26699.1"
                     /db_xref="Pathema:BA_2872"
                     /translation="MGVKIITDSAADLPVELLQAYDIDLIPLRVYDEAETEYLDGVTL
                     ESVTLLQKMREGAVYRTSLPSLETFQEKFVSYAKEGNPCIYLAFSSELSGTYQSSVLI
                     KEEVKETYANLDLEIIDTKCASLGQGLVVLEAAKMAKDGASKEDILKRVDFLMNHMEH
                     IFTVADLQYLVRGGRLSKVAGFIGGLLNIKPILNVEEGKLVPLEKVRGKKKVLSRIVD
                     IMEERGKELKGQTIGMTHGDDLETAEALKALITERFGCEVFIVNTIGAAIGAHTGPGV
                     ITLFFLNEVE"
     gene            2662235..2662666
                     /locus_tag="BA_2873"
                     /old_locus_tag="BA2873"
                     /db_xref="Pathema:BA_2873"
     CDS             2662235..2662666
                     /locus_tag="BA_2873"
                     /old_locus_tag="BA2873"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26700.1"
                     /db_xref="Pathema:BA_2873"
                     /translation="MSIHMATSNDLEWINNQYDSIGFVRSDLKRDKVAIITYNNAYAG
                     VGRLVQIDEDTLEMGGIYILPQFRGLQLAGELVSFLVETAKNLQVSNVYCLPFEELEN
                     FYKKYGYTEVDTTKEVVHPIILEKYNWCLGHYDKHVLLFKL"
     gene            2662910..2663083
                     /locus_tag="BA_2874"
                     /old_locus_tag="BA2874"
                     /db_xref="Pathema:BA_2874"
     CDS             2662910..2663083
                     /locus_tag="BA_2874"
                     /old_locus_tag="BA2874"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26701.1"
                     /db_xref="Pathema:BA_2874"
                     /translation="MLDILRLVIFIIVAIGAIFNIYMEFKKPQKSIFSIVFLSVLLIG
                     SSGLIKDILSKLI"
     gene            complement(2663202..2663345)
                     /locus_tag="BA_2875"
                     /old_locus_tag="BA2875"
                     /db_xref="Pathema:BA_2875"
     CDS             complement(2663202..2663345)
                     /locus_tag="BA_2875"
                     /old_locus_tag="BA2875"
                     /note="identified by similarity to OMNI:SAG0029"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26702.1"
                     /db_xref="Pathema:BA_2875"
                     /translation="MTIVSAALILDCLEKGIHPNWDAANTTSAKLGYVFDKAYHTYFV
                     DNR"
     gene            2663814..2664134
                     /locus_tag="BA_2876"
                     /old_locus_tag="BA2876"
                     /db_xref="Pathema:BA_2876"
     CDS             2663814..2664134
                     /locus_tag="BA_2876"
                     /old_locus_tag="BA2876"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26703.1"
                     /db_xref="Pathema:BA_2876"
                     /translation="MAKIKVYQAKEENMETVKNIIDVEEQNPTAENLQSLYACVLDTE
                     DMALPESYIEEDILIDSIEVMVNASQSKVRDLGAYDVIEVQNKGKKTQILLLADEEYE
                     IIEG"
     gene            complement(2664189..2665724)
                     /locus_tag="BA_2877"
                     /old_locus_tag="BA2877"
                     /db_xref="Pathema:BA_2877"
     CDS             complement(2664189..2665724)
                     /locus_tag="BA_2877"
                     /old_locus_tag="BA2877"
                     /note="identified by similarity to GP:1856977; match to
                     protein family HMM PF07690; match to protein family HMM
                     TIGR00711"
                     /codon_start=1
                     /transl_table=11
                     /product="drug resistance transporter, EmrB/QacA family"
                     /protein_id="AAP26704.1"
                     /db_xref="Pathema:BA_2877"
                     /translation="MVEKNNKLGFVVAGLLLGILMASMDNTIVVTAMGTIVGDLGGLE
                     NFVWVVSAYMVAEMAGMPIFGKLSDMYGRKRFFIFGLIVFMVGSALCGTAENITQLGI
                     YRAIQGIGGGALVPIAFTIVFDIFPPEKRGKMGGLFGAVFGLSSIFGPLLGAYITDYI
                     SWHWVFYINLPLGVLALIFITFFYKESRVHRKQKIDWSGAITLVGAVICLMFALELGG
                     QKYDWDSTFILSLFVGFAILIISFIFIERKVEEPIISFEMFKQRLFGMSTIIALCYGA
                     AFMSATVYIPLFIQGVYGGSATNSGLLLLPMMLGSVVTAQLGGFLTTKLSYRNIMIIS
                     AVIMLIGLFLLSALTPETSRALLTVYMIIIGFGVGFSFSVLSMAAIHNFGMEQRGSAT
                     STSNFIRSLGMTLGITIFGMIQRTGFQDQLEEVFKGMSGGMNTNALGDSRAILSESAR
                     SQIPPQILDKIIDALSSSIVQTFMWALVPAGLAFIFIFFMGNERMVMKKQQKNKKGEI
                     SKV"
     gene            complement(2665749..2666456)
                     /locus_tag="BA_2878"
                     /old_locus_tag="BA2878"
                     /db_xref="Pathema:BA_2878"
     CDS             complement(2665749..2666456)
                     /locus_tag="BA_2878"
                     /old_locus_tag="BA2878"
                     /note="identified by similarity to SP:P39133"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26705.1"
                     /db_xref="Pathema:BA_2878"
                     /translation="MEHPHSLTVNGSGNSAGGDYNKVKIRGEGTISNDMSCNEFKTYG
                     TSDVRGNMKVKNYVVYGDSEVQGNIDAEYVKVYGNAQIHGDAHIKKTKVRGMMDIAGK
                     FLGDFVDVKGALNVKGDIEVEDLSLTGGLESDGLLNAENIQISLRYEGSKVREIGGKK
                     ITVRKKARLIPFTSHAGNLQTSIIEGDDIYLERTVAEIVRGNNVTIGPGCEISVVEYH
                     TSFKQKGNAVVKEHKQI"
     gene            complement(2666475..2667185)
                     /locus_tag="BA_2879"
                     /old_locus_tag="BA2879"
                     /db_xref="Pathema:BA_2879"
     CDS             complement(2666475..2667185)
                     /locus_tag="BA_2879"
                     /old_locus_tag="BA2879"
                     /note="identified by similarity to EGAD:23583; match to
                     protein family HMM PF04519"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26706.1"
                     /db_xref="Pathema:BA_2879"
                     /translation="MRTENLIINGYGSSNGGEFHKVQLNGKGTVNGNVECEKFECNGY
                     GAVTGDLKSSSARISGSGKVDGTVHAKTMRIDGKGTITKDVKANSLKIAGKGTIGGNV
                     TGEEFKINGQATIDGNCEVDTFSSDGQFEVGGLLSADEININIHGTCRAKEIGGQTIK
                     VRHRLGTFSRLFKSVFGLQLEAELLEGDNIDIDYAHIRTVRGNNVTVGPNCEIELIEY
                     TGVLTVDKSANVKEIKQV"
     gene            complement(2667199..2667822)
                     /locus_tag="BA_2880"
                     /old_locus_tag="BA2880"
                     /db_xref="Pathema:BA_2880"
     CDS             complement(2667199..2667822)
                     /locus_tag="BA_2880"
                     /old_locus_tag="BA2880"
                     /note="identified by similarity to GP:14994353"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26707.1"
                     /db_xref="Pathema:BA_2880"
                     /translation="MSTDLISKKDLLELTGISYGQLYRWKRKNLIPEDWFVRKSTFTG
                     QETFFPKEKILERINKIQTMKEDLSLDELANMFSPSVREILLTKEDILRKGIASEPVL
                     QFFIEQTNKTSEFQFVDILYVYMLEELLQSGEISLEEGKMVMQVLRENYEAIKHKTCD
                     LIIVRKLGISTCFLVSNVDDLIFEKGTKIVLREAITKYTEALKTKLL"
     gene            complement(2667983..2669719)
                     /locus_tag="BA_2881"
                     /old_locus_tag="BA2881"
                     /db_xref="Pathema:BA_2881"
     CDS             complement(2667983..2669719)
                     /locus_tag="BA_2881"
                     /old_locus_tag="BA2881"
                     /note="identified by match to protein family HMM PF00496"
                     /codon_start=1
                     /transl_table=11
                     /product="bacterial extracellular solute-binding protein,
                     family 5"
                     /protein_id="AAP26708.1"
                     /db_xref="Pathema:BA_2881"
                     /translation="MFILDQYIELWCAYGKGRQEGEQFEVTVQMIAETLFCTERNSKL
                     IIKKLDELNWIAWFPGRGRGNRSKLIFKKQPMTLILDRGKELTKKGDVKSGISFVKRY
                     SSQFPSVKEEYEVWIDSIFGHKIERTSEGRRDVLRLQVQMNLDIALDPVYATMRSECH
                     MVKHIFDTLVYVNEESNYIEPRLAFQWEYNDAEKIWTFYLRKGVHFHNRKQLTAHDVI
                     HSWNRFMKAENNPHAWMLQHIESFRAVDEYVIEIQLRTENRMFLHMISAEQCSIVKED
                     EARNLIGTGPFKLSEKNAHLFVLEAHDLYYRERSFLDRIELLNVEQSVNTYDILVKAQ
                     YKDKEKHNKELSRLESNVTYITCNLAKEGSMQDYMFRKALYKIIHGQAIVQELGGERG
                     EVAKEILLASDSIVEIEEDIESLIKESMYQNEVLQLYTFTGQDHVEDAQWIQKECAKY
                     GIRVENNFLEIEELLEINTIQKADMMHDSATISERIEDSLLYMFLTKNSFIHGQSSMD
                     FHATLSPYFKLEQVENRVTLLRDIEDTLLRQIHVIPLYRNKQQVTSHEKVQNIMINSQ
                     GWIDFYKIWFKP"
     gene            2669821..2671059
                     /locus_tag="BA_2882"
                     /old_locus_tag="BA2882"
                     /db_xref="Pathema:BA_2882"
     CDS             2669821..2671059
                     /locus_tag="BA_2882"
                     /old_locus_tag="BA2882"
                     /note="identified by similarity to OMNI:NTL01BS01058;
                     match to protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="MFS transporter"
                     /protein_id="AAP26709.1"
                     /db_xref="Pathema:BA_2882"
                     /translation="MNHLLLRYNKPIIIRLGGELLTRTTESMLALIMIIYVNKMLNGN
                     IMITMLIFGLQPFSDIVFTLIAGGITDKYGRKKIMLLGLLLQGVAIGSFVFAQSVFIF
                     ALLYVINGIGRSLYIPAQRAQIADLIKQGQQAEIFALLQTMGAIGTVIGPLIGAVFYN
                     THPEYLFIMQSITLMVYAVVVWTQLPETAPAITMPKQKLEVSSPKQFVRNHSAVIGLM
                     VSTLPISFFYAQTETNYRIFAEDVFPNFIFILAFISTCRAIMEIILQIFLVKWSERFS
                     MAKIIIISYTCYIVAAIGYGFSATIVSLFFTLLFLVIGESIALNHLLRFVSEIAPSDK
                     RGLYFSIYGLHWDVSRTCGPVIGAILLSKLNGSMLFYICACFLTIGGIIQALFVRNLE
                     RKKRREVIQKDVLEHPHHIL"
     gene            complement(2671143..2671787)
                     /locus_tag="BA_2883"
                     /old_locus_tag="BA2883"
                     /db_xref="Pathema:BA_2883"
     CDS             complement(2671143..2671787)
                     /locus_tag="BA_2883"
                     /old_locus_tag="BA2883"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP26710.1"
                     /db_xref="Pathema:BA_2883"
                     /translation="MKVYVKIALLCLTFTCIFALAACKGTDEKKETNPTSENSKNEQN
                     TSSEGKKEPEVKSNTDSNSKDIVINQKSINHVKNLFELAKEGKVPNVPFAAHTGDIEE
                     IEKAWGKADKTEQAGNGMYATFTNKNVSFGFNKGSQVFDVRSYHAELKSITLQEIEKA
                     LGKPNSVKGNGEDKIYVYKVNKQFELKFIIPKSTGKVNHISVFSPEDSINKMAG"
     gene            complement(2671815..2672660)
                     /locus_tag="BA_2884"
                     /old_locus_tag="BA2884"
                     /db_xref="Pathema:BA_2884"
     CDS             complement(2671815..2672660)
                     /locus_tag="BA_2884"
                     /old_locus_tag="BA2884"
                     /note="identified by similarity to OMNI:NTL01BH3957"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26711.1"
                     /db_xref="Pathema:BA_2884"
                     /translation="MINNTIPNFLKLWESNEVELVALKKYFTSHPEIFEEYFKYHCPN
                     TKERLSNAINLYPAKIEDIRIIAESLPIIIQEVTNAYHNKFNFDVKMKFHLFVGGFGS
                     NAFVEREIIGDMFFAAEKLSPDLNHLRVIVAHEIGHIYHNVMLQNDGMDWGKAEWADA
                     TVNLYREGIATYLSKQIIKGLNESVYYSYDNDGERWLQCYIENEEHIKKRFLEDYIEG
                     WTFEKEKEWFRLSGGQYFGYNRLGYFLGTAFVEYIVQALGESEVFIFWNKYNLKSSVL
                     DWLSK"
     gene            complement(2672880..2673284)
                     /locus_tag="BA_2886"
                     /old_locus_tag="BA2886"
                     /db_xref="Pathema:BA_2886"
     CDS             complement(2672880..2673284)
                     /locus_tag="BA_2886"
                     /old_locus_tag="BA2886"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26712.1"
                     /db_xref="Pathema:BA_2886"
                     /translation="MSALKTFTVNFHQEDNAKATTVHKLSEEDFNKATEKGTRHLFDL
                     DTNVGFFVFFDAEDAEGNDQYLMLQYEGDHEEPTACYGFDLKLYYQFLALYLNDLEFQ
                     GETDEEEEEYGPIHHLAHLLYHIVEDGKSIEV"
     gene            complement(2673353..2673595)
                     /locus_tag="BA_2887"
                     /old_locus_tag="BA2887"
                     /db_xref="Pathema:BA_2887"
     CDS             complement(2673353..2673595)
                     /locus_tag="BA_2887"
                     /old_locus_tag="BA2887"
                     /note="identified by similarity to OMNI:SA0446; match to
                     protein family HMM PF04226"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26713.1"
                     /db_xref="Pathema:BA_2887"
                     /translation="MIWSLIVGGILGWLASLITGRDVPGGVIGNIIAGIIGSWIGGKL
                     LGSFGPVIGGYAIIPALIGAIILIFIVSFLLRAMRK"
     gene            complement(2673769..2674734)
                     /locus_tag="BA_2888"
                     /old_locus_tag="BA2888"
                     /db_xref="Pathema:BA_2888"
     CDS             complement(2673769..2674734)
                     /locus_tag="BA_2888"
                     /old_locus_tag="BA2888"
                     /note="identified by match to protein family HMM PF01156"
                     /codon_start=1
                     /transl_table=11
                     /product="inosine-uridine preferring nucleoside hydrolase
                     family protein"
                     /protein_id="AAP26714.1"
                     /db_xref="Pathema:BA_2888"
                     /translation="MSIVNKKIIFFGDFGIDDAVALIYANKTCKLDILGIVAEYGNVS
                     REIVTENVYFLERYYATEVKIIEGAARPMTAEEPLFFPEIHGEHGLGPIIPPDLRICK
                     RENFCELIKLIEPCPEDIIIVATGRLTTLATLFLLYPNVMDKVCSYYIMGGAFLFPGN
                     VTPVSEANFYGDPIAANIVMKYAKNAHIYPLNVTQEALITPEMVDIINKEGTGQAKLI
                     KPMIDFYYENFYKKEYPGIAGSPIHDLLPFISFINDDIFEYKKSAVWISTTNDVTRGQ
                     SVADFRKIAEPTRFDDRPVQKIAVGFNYPAFKEEFMRTILKPDCP"
     gene            complement(2674812..2675000)
                     /locus_tag="BA_2889"
                     /old_locus_tag="BA2889"
                     /db_xref="Pathema:BA_2889"
     CDS             complement(2674812..2675000)
                     /locus_tag="BA_2889"
                     /old_locus_tag="BA2889"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26715.1"
                     /db_xref="Pathema:BA_2889"
                     /translation="MIRVRIEGTEEEMLEFMEKMPDIPGFEKTHMREPRKGNNPKYDS
                     SKNVLAYLSYKKIEVANK"
     gene            complement(2675079..2675855)
                     /locus_tag="BA_2890"
                     /old_locus_tag="BA2890"
                     /db_xref="Pathema:BA_2890"
     CDS             complement(2675079..2675855)
                     /locus_tag="BA_2890"
                     /old_locus_tag="BA2890"
                     /note="identified by match to protein family HMM PF01209;
                     match to protein family HMM PF08241; match to protein
                     family HMM PF08242"
                     /codon_start=1
                     /transl_table=11
                     /product="methyltransferase, UbiE/COQ5 family"
                     /protein_id="AAP26716.1"
                     /db_xref="Pathema:BA_2890"
                     /translation="MSKEELVKQQFGNNAEKYVKSKIHAKGPDLQYVVQQVESRHNNR
                     LLDIATGGGHVANVLAPLFKEVVALDLTEKMLENAKKFIISNGHENVSFVAGNAESLP
                     FSDSSFDTITCRIAAHHFTNPAQFIYEVNRTLEDNGLFILIDNVSPENNEFDIFYNFI
                     EKKRDPSHERALKKTEWITLLEKNGLQMQSCLTFDKKFEFDWWCDMMNVPLQKRVKLT
                     ECMMKTSVEMQEFFNIQYENNKIISFYTEMALFVCKKVQH"
     gene            complement(2676051..2676419)
                     /locus_tag="BA_2891"
                     /old_locus_tag="BA2891"
                     /db_xref="Pathema:BA_2891"
     CDS             complement(2676051..2676419)
                     /locus_tag="BA_2891"
                     /old_locus_tag="BA2891"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26717.1"
                     /db_xref="Pathema:BA_2891"
                     /translation="MSNLEADLSDSRLILANVEEKEYHFIVREHPIVGKIISLLENGK
                     EYGLIDKQIANKDKFIKSELTKLEYFNIDVLYHTPGWIWIGMDQFGLHAREATYNEVD
                     IIMKLQEDLYYIDVYEKVKM"
     gene            complement(2676571..2676687)
                     /locus_tag="BA_2892"
                     /old_locus_tag="BA2892"
                     /db_xref="Pathema:BA_2892"
     CDS             complement(2676571..2676687)
                     /locus_tag="BA_2892"
                     /old_locus_tag="BA2892"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26718.1"
                     /db_xref="Pathema:BA_2892"
                     /translation="MDEVIGEVVAGICEFVVEVTADAIGNLVSGKDEEKETL"
     gene            2676960..2677052
                     /locus_tag="BA_2893"
                     /old_locus_tag="BA2893"
                     /db_xref="Pathema:BA_2893"
     CDS             2676960..2677052
                     /locus_tag="BA_2893"
                     /old_locus_tag="BA2893"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26719.1"
                     /db_xref="Pathema:BA_2893"
                     /translation="MSEEEEVSEKVYNYLRRNEFFEVRKEEFSA"
     gene            2677088..2677657
                     /gene="exsC"
                     /locus_tag="BA_2894"
                     /old_locus_tag="BA2894"
                     /db_xref="Pathema:BA_2894"
     CDS             2677088..2677657
                     /gene="exsC"
                     /locus_tag="BA_2894"
                     /old_locus_tag="BA2894"
                     /note="identified by similarity to GB:AAP42649.1"
                     /codon_start=1
                     /transl_table=11
                     /product="exosporium protein C"
                     /protein_id="AAP26720.1"
                     /db_xref="Pathema:BA_2894"
                     /translation="MVLFLMLLYYNFICNPILNFIYIFFYTSNLIRHYVHIFIYEEVT
                     NITHIIDYQGIQPINKTDATTFTIPNSPNKAILVNIELKIPLKYSRNNRIELITTIGF
                     KSVTNRSQLFVRIFRNDIDIFNTQVSIGSTDYKQYSVETFQTIDKNVSSGIHEYTLTV
                     ENLTSDASADVIGPLSFSGLAIGQVYNSY"
     gene            2677921..2679123
                     /locus_tag="BA_2896"
                     /old_locus_tag="BA2896"
                     /db_xref="Pathema:BA_2896"
     CDS             2677921..2679123
                     /locus_tag="BA_2896"
                     /old_locus_tag="BA2896"
                     /note="identified by similarity to OMNI:DRC0040; match to
                     protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative transporter"
                     /protein_id="AAP26721.1"
                     /db_xref="Pathema:BA_2896"
                     /translation="MWRNKNVWIVLIGEFIAGLGLWLGILGNLEFMQKYVPSDFMKSV
                     ILFIGLLAGVLVGPMAGRIIDQYEKKKVHLYAGFGRVISVIFMFFAIQFESIAFMIAF
                     MVALQISAAFYFPALQSVIPLIVREHELLQMNGVHMNVGTIARIAGTSLGGILLVVMS
                     LQYMYAFSMAAYALLFLSTFFLQFEDKKSTTPSKQAAKDNSFMEVFRILRGIPIAFTA
                     LILSIIPLLFIAGFNLMVINISEMQHDPTIKGFIYTIEGIAFMLGAFVIKRLSDHFKP
                     EKLLYFFAVCTAFAHLSLFFSDIKWMSLTSFGLFGFSVGCFFPIMSTIFQTKVEKSYH
                     GRLFSFRNMFERVMFQIVLLGTGFFLDTIGLQYMVLIFGVISLFIIFISLSKQKQYEK
                     QPSQSANL"
     gene            2679275..2679463
                     /locus_tag="BA_2897"
                     /old_locus_tag="BA2897"
                     /db_xref="Pathema:BA_2897"
     CDS             2679275..2679463
                     /locus_tag="BA_2897"
                     /old_locus_tag="BA2897"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26722.1"
                     /db_xref="Pathema:BA_2897"
                     /translation="MSDGMQLFSIFIFVLALLSIINFLAISLSGHNFKKRIIAGFIFL
                     LITPIVFFGYRSVRFYIR"
     gene            2679746..2680108
                     /locus_tag="BA_2898"
                     /old_locus_tag="BA2898"
                     /db_xref="Pathema:BA_2898"
     CDS             2679746..2680108
                     /locus_tag="BA_2898"
                     /old_locus_tag="BA2898"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP26723.1"
                     /db_xref="Pathema:BA_2898"
                     /translation="MKKVLLIIPLFIILLSGCSNNDIYGSWEVVDNKNGLCPISYKFE
                     TVVKEEKKEKIIQYLVEMQTTKKKEDLYKGSFVKDSNVYHIDYGNSFTSDQTLQVVDG
                     KLNVYFYAVEKLCTYKKK"
     gene            2680289..2681488
                     /locus_tag="BA_2899"
                     /old_locus_tag="BA2899"
                     /db_xref="Pathema:BA_2899"
     CDS             2680289..2681488
                     /locus_tag="BA_2899"
                     /old_locus_tag="BA2899"
                     /note="identified by match to protein family HMM PF00155"
                     /codon_start=1
                     /transl_table=11
                     /product="aminotransferase, class I/II"
                     /protein_id="AAP26724.1"
                     /db_xref="Pathema:BA_2899"
                     /translation="MTYTLATRMKAFQSSIFSELGAYKKEKIAAGHKMIDLSIGNPDM
                     PPADFVREEMVHTANQKESYGYTLSGIQEFHEAVTEYYNNTHNVILNADKEVLLLMGS
                     QDGLVHLPMVYANPGDIILVPDPGYTAYETEIQMAGATSYYMPLKKENDFLPNLELIP
                     EEIADQAKMMILNFPGNPVPAMAHEDFFKEVIAFAKKHNIIVVHDFAYAEFYFDGNKP
                     ISFLSVPGAKDVGVEINSLSKSYSLAGSRIGYMIGNEEIVGALTQFKSNTDYGVFLPI
                     QKAACAALRNGAAFCEKNRGIYQERRDALVDGFRTFGWNVEKPAGSMFVWAEIPKGWT
                     SIDFAYALMDRANVVVTPGHAFGPHGEGFVRIALVQDKVVLQQVVENIRNSGIFALEK
                     VDELVKN"
     gene            2681545..2681943
                     /locus_tag="BA_2900"
                     /old_locus_tag="BA2900"
                     /db_xref="Pathema:BA_2900"
     CDS             2681545..2681943
                     /locus_tag="BA_2900"
                     /old_locus_tag="BA2900"
                     /note="identified by similarity to SP:P21774; match to
                     protein family HMM PF07977"
                     /codon_start=1
                     /transl_table=11
                     /product="putative
                     (3R)-hydroxymyristoyl-(acyl-carrier-protein) dehydratase"
                     /protein_id="AAP26725.1"
                     /db_xref="Pathema:BA_2900"
                     /translation="MHIKDTLPHRYPFLMIDKVKNVKQGESVTGYKLITNNEWFINDS
                     QNHMPHMLIVEALAQLSAFVHTSESDGLGFLSSLDGVTFHEKAYPGDKLDLHYELTRN
                     RRGFVLGKGTATVNNQPIVTIEKLLIYQTE"
     gene            2682036..2682866
                     /gene="coaA"
                     /locus_tag="BA_2901"
                     /old_locus_tag="BA2901"
                     /db_xref="Pathema:BA_2901"
     CDS             2682036..2682866
                     /gene="coaA"
                     /locus_tag="BA_2901"
                     /old_locus_tag="BA2901"
                     /EC_number="2.7.1.33"
                     /note="identified by match to protein family HMM PF03630;
                     match to protein family HMM TIGR00555"
                     /codon_start=1
                     /transl_table=11
                     /product="pantothenate kinase"
                     /protein_id="AAP26726.1"
                     /db_xref="Pathema:BA_2901"
                     /translation="MESTIGIDAGGTLTKIAYLNKKMQLAFEKVYSNEQNKIIDWLKN
                     QTGIKQICITGGKAKQLQQLLSASYKIVELNEFEATLVGVRYILKKEKYDINNFVLTN
                     IGTGTSIHYIYNDQYIRAGGTGVGGGTIMGLSKLLTNIDHFEDVIPLTKVGSRKELDI
                     TVGDIYGGILSPIDNSLTASNFGKAAITDSNYNSSDILATIQGLVGEVVTALSLQFAE
                     TKNIDHIIYIGSTLCNNIHLQNIISSYTKYQNKTPIFLRDGGNSGAIGALLYATNKKS
                     "
     gene            complement(2683083..2683712)
                     /locus_tag="BA_2902"
                     /old_locus_tag="BA2902"
                     /db_xref="Pathema:BA_2902"
     CDS             complement(2683083..2683712)
                     /locus_tag="BA_2902"
                     /old_locus_tag="BA2902"
                     /note="identified by match to protein family HMM PF02517"
                     /codon_start=1
                     /transl_table=11
                     /product="CAAX amino terminal protease family protein"
                     /protein_id="AAP26727.1"
                     /db_xref="Pathema:BA_2902"
                     /translation="MSYFITLVLAVLLAFSYKIVDITVGIIIGKIRYQKIENEIIYIW
                     GTLLTIISYFYEDNYVFRLPIHYESIVLLILIALITNIFISRYSGYNPSGKKNILNFV
                     IMYPIFEEVIFRGMIIPILNNAFSIFSYFEIAYIPVTLPILISSFLFAISHLQYYKFN
                     QTSIKFMLFAFLGGIIHGMITDFSLSIVFPILLHIEFNLLSVYYSKKLQ"
     gene            complement(2683900..2684378)
                     /locus_tag="BA_2903"
                     /old_locus_tag="BA2903"
                     /note="putative CdcD protein, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2903"
     gene            complement(2684411..2685082)
                     /locus_tag="BA_2904"
                     /old_locus_tag="BA2904"
                     /db_xref="Pathema:BA_2904"
     CDS             complement(2684411..2685082)
                     /locus_tag="BA_2904"
                     /old_locus_tag="BA2904"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP26728.1"
                     /db_xref="Pathema:BA_2904"
                     /translation="MTMLMKQLKLHIKYQYKAILTFWAVALLIKGTMTATDLKGIKIA
                     FLHDIFNNSSIAIVMFIVISVFLIQLDIFPTVVSFGVTRLQFLMGSICFILLQSALFS
                     GLQVLFLQGTFYKTEQINLGSYAIEQFFVQFIFYSTLACLFQSTIIFQKRFNWFGLAF
                     SIIFLFGLASTMYAGIGIKELVFINSKMLLEIPHFISVSIVLIFIYIVISALFIRKVS
                     FEDTI"
     gene            complement(2685079..2685264)
                     /locus_tag="BA_2905"
                     /old_locus_tag="BA2905"
                     /db_xref="Pathema:BA_2905"
     CDS             complement(2685079..2685264)
                     /locus_tag="BA_2905"
                     /old_locus_tag="BA2905"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26729.1"
                     /db_xref="Pathema:BA_2905"
                     /translation="MDDFSSNKKVINREVYGNKGIAVIWKELSNEDYYSLEKEGLAID
                     RITLQKLFIHITGGEVK"
     gene            complement(2685234..2685950)
                     /locus_tag="BA_2906"
                     /old_locus_tag="BA2906"
                     /db_xref="Pathema:BA_2906"
     CDS             complement(2685234..2685950)
                     /locus_tag="BA_2906"
                     /old_locus_tag="BA2906"
                     /note="identified by similarity to OMNI:NTL01BH3497; match
                     to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter, ATP-binding protein"
                     /protein_id="AAP26730.1"
                     /db_xref="Pathema:BA_2906"
                     /translation="MIALETKEITKKYKKKVAVNEVTISLEEHKIYGLLGRNGAGKTT
                     LLNLLAGQITSSSGSVSIFGEHVFENSKAMQNICFVKVKEAAYLNNKVKEIFNLCNMF
                     YKNWDQKFAEELARRFQLNLKEKYHKLSNGMQTVVGIIQGLASRSPITIFDEPTTGLD
                     AAHRELFYSLLLEDYGEYPRTIILSTHLVEEVTHIIEDVIIIKEGRLVVQSSVEALLQ
                     QGHIISGKKIKWMIFQAIKK"
     gene            complement(2685947..2686326)
                     /locus_tag="BA_2908"
                     /old_locus_tag="BA2908"
                     /note="putative transcriptional regulator, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2908"
     gene            complement(2686450..2686620)
                     /locus_tag="BA_2909"
                     /old_locus_tag="BA2909"
                     /db_xref="Pathema:BA_2909"
     CDS             complement(2686450..2686620)
                     /locus_tag="BA_2909"
                     /old_locus_tag="BA2909"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26731.1"
                     /db_xref="Pathema:BA_2909"
                     /translation="MKYMHRNGVVMLTIFLCITACSSGERIKEISDMEPSDFKKYAGT
                     YVGNHSVETSKF"
     gene            2686798..2686896
                     /locus_tag="BA_2910"
                     /old_locus_tag="BA2910"
                     /db_xref="Pathema:BA_2910"
     CDS             2686798..2686896
                     /locus_tag="BA_2910"
                     /old_locus_tag="BA2910"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26732.1"
                     /db_xref="Pathema:BA_2910"
                     /translation="MMKLQLHALTLALTAPVFSGQLNMNSTILMEN"
     gene            2687061..2687201
                     /locus_tag="BA_2911"
                     /old_locus_tag="BA2911"
                     /db_xref="Pathema:BA_2911"
     CDS             2687061..2687201
                     /locus_tag="BA_2911"
                     /old_locus_tag="BA2911"
                     /note="identified by match to protein family HMM PF09501;
                     match to protein family HMM TIGR02413"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26733.1"
                     /db_xref="Pathema:BA_2911"
                     /translation="MTISVLFLSITIQRNTISKDEIFHNEQIEKAMNDVKERQALYCD
                     HM"
     gene            2687229..2687372
                     /locus_tag="BA_2912"
                     /old_locus_tag="BA2912"
                     /db_xref="Pathema:BA_2912"
     CDS             2687229..2687372
                     /locus_tag="BA_2912"
                     /old_locus_tag="BA2912"
                     /note="identified by match to protein family HMM PF09501;
                     match to protein family HMM TIGR02413"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26734.1"
                     /db_xref="Pathema:BA_2912"
                     /translation="MTFHIFFFTTVLQKNTLTEAEINRKQQLKQLTDKMTDIKSSYYT
                     QMY"
     gene            2687401..2687544
                     /locus_tag="BA_2913"
                     /old_locus_tag="BA2913"
                     /db_xref="Pathema:BA_2913"
     CDS             2687401..2687544
                     /locus_tag="BA_2913"
                     /old_locus_tag="BA2913"
                     /note="identified by similarity to EGAD:109979; match to
                     protein family HMM PF09501; match to protein family HMM
                     TIGR02413"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26735.1"
                     /db_xref="Pathema:BA_2913"
                     /translation="MKFKAFFLTITIQKRKLSQSEILREQHIQTIMDEVKERQASYYT
                     RLF"
     gene            2687571..2687714
                     /locus_tag="BA_2914"
                     /old_locus_tag="BA2914"
                     /db_xref="Pathema:BA_2914"
     CDS             2687571..2687714
                     /locus_tag="BA_2914"
                     /old_locus_tag="BA2914"
                     /note="identified by similarity to EGAD:109979; match to
                     protein family HMM PF09501; match to protein family HMM
                     TIGR02413"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26736.1"
                     /db_xref="Pathema:BA_2914"
                     /translation="MKFKAFFLTITIQKRKLSQNEILREQHIQTIMDEVKEHQASYYS
                     RLF"
     gene            2687740..2687880
                     /locus_tag="BA_5873"
     CDS             2687740..2687880
                     /locus_tag="BA_5873"
                     /note="identified by match to protein family HMM PF09501;
                     match to protein family HMM TIGR02413"
                     /codon_start=1
                     /transl_table=11
                     /product="putative sporulation protein"
                     /protein_id="ACZ49989.1"
                     /translation="MKFKVFFLTITIQKTKFSDSEILHDHQINKAMEDVKERQSHYCS
                     HL"
     gene            2687906..2688046
                     /locus_tag="BA_2915"
                     /old_locus_tag="BA2915"
                     /db_xref="Pathema:BA_2915"
     CDS             2687906..2688046
                     /locus_tag="BA_2915"
                     /old_locus_tag="BA2915"
                     /note="identified by similarity to EGAD:109979; match to
                     protein family HMM PF09501; match to protein family HMM
                     TIGR02413"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26737.1"
                     /db_xref="Pathema:BA_2915"
                     /translation="MKFHLFSLIITIQKKSLSEAELKQEQQYKKIMDEIRDRRTKYYS
                     HL"
     gene            complement(2688288..2689373)
                     /locus_tag="BA_2916"
                     /old_locus_tag="BA2916"
                     /db_xref="Pathema:BA_2916"
     CDS             complement(2688288..2689373)
                     /locus_tag="BA_2916"
                     /old_locus_tag="BA2916"
                     /note="identified by similarity to OMNI:NTL01BS03173;
                     match to protein family HMM PF01594"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP26738.2"
                     /db_xref="Pathema:BA_2916"
                     /translation="MKSKVHFWTLEVLMVVAIIFICTKISFLFQPIGIFISTLFFPIL
                     IALFLYFIFNPVLVFLEDKKVPRNLAILLLYLFIITLTAVGVGVVVPTISQQLMDLVK
                     NMPGYIKEGKVYIQDLSHHRLFEWLSTQNYVSIETIEKNAIEYLKDIPNTLTSSATAL
                     FGIITNVALVIFTVPFILFYMFKDGHAFPGKAVSLLPESYREEGLRIIKETNETLSAY
                     IQGQALVCIFVGAFTFIGYFIIDLPYAFVLGIIAAFTNIIPNLGPFIGAAPAVIVGLF
                     VSPMQALYVIIIVTIVQQFESNIISPRIMSSKLNIHPLTIIILILGVGNFAGIIGMIL
                     AVPVYAVTKTVVSNLVRLFKTKRSNRK"
     gene            2689522..2690343
                     /locus_tag="BA_2917"
                     /old_locus_tag="BA2917"
                     /db_xref="Pathema:BA_2917"
     CDS             2689522..2690343
                     /locus_tag="BA_2917"
                     /old_locus_tag="BA2917"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26739.1"
                     /db_xref="Pathema:BA_2917"
                     /translation="MTQCIICRKDTKELSEQYVIPEILCGYYFTNSICDTCHEQMTTN
                     IDRPLIRHKLSQFKIEQMKKQIDSPLYTNEHGEELAAAETDIVEVSDEILYSNALIMK
                     LCKKHDISLHNEIWKEERVTKVASSIQRELLLDNRKYKMSVLKMAYTFAVQAVDGYFE
                     DPDAIDISNILSNADFIELKEKSIVRDLSKSSLWNTLNTNSENHYFILLSDKDGLFCF
                     IRLFDIFDVVVHLSEKRYELPSPIVGVNNVNEQKFYVQTLKQYMDGLFKEKAPSI"
     gene            complement(2690573..2690665)
                     /locus_tag="BA_2918"
                     /old_locus_tag="BA2918"
                     /db_xref="Pathema:BA_2918"
     CDS             complement(2690573..2690665)
                     /locus_tag="BA_2918"
                     /old_locus_tag="BA2918"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26740.1"
                     /db_xref="Pathema:BA_2918"
                     /translation="MSEIALLLQGGLFLVALLTFVVVLIDKLKK"
     gene            complement(2690809..2691933)
                     /gene="ssuD"
                     /locus_tag="BA_2919"
                     /old_locus_tag="BA2919"
                     /db_xref="Pathema:BA_2919"
     CDS             complement(2690809..2691933)
                     /gene="ssuD"
                     /locus_tag="BA_2919"
                     /old_locus_tag="BA2919"
                     /EC_number="1.14.14.5"
                     /note="identified by similarity to SP:P80645; match to
                     protein family HMM PF00296; match to protein family HMM
                     TIGR03565"
                     /codon_start=1
                     /transl_table=11
                     /product="alkanesulfonate monooxygenase"
                     /protein_id="AAP26741.2"
                     /db_xref="Pathema:BA_2919"
                     /translation="MCKKMELLWFIPAYGDGRYLGTTKRGRAAEYGYYKQVAQAADYL
                     GYTGVLLPTGQGCEDPWVLASALAAETEKLKFLVAVRPGLMSPTVAARMASTFDRISD
                     GRLLINVVAGGDPVELQGDGLYLEHDERYEAADEFLKVWKSTLQGETISLEGKHMKVT
                     DSKVVFPPVQTPYPPIYFGGSSDAGKEVAAEHSDVYLTWGEPPEQVKEKIEEVRKLAE
                     EKGRSVRFGIRLHVIVRETEEEAWEEAERLIQYVDNETIELAQKTFARYDSVGQKRMT
                     HLNKGTRESLEISPNLWAGIGLVRGGAGTALVGDPHTVAERIKEYEALGIDTFVLSGY
                     PHLEEAYEVAELLFPLLKEDKKQENKIVGEMIADAYALKK"
     gene            complement(2691998..2692846)
                     /locus_tag="BA_2920"
                     /old_locus_tag="BA2920"
                     /db_xref="Pathema:BA_2920"
     CDS             complement(2691998..2692846)
                     /locus_tag="BA_2920"
                     /old_locus_tag="BA2920"
                     /note="identified by similarity to SP:P75851; match to
                     protein family HMM PF00528"
                     /codon_start=1
                     /transl_table=11
                     /product="putative sulfonate ABC transporter, permease
                     protein"
                     /protein_id="AAP26742.1"
                     /db_xref="Pathema:BA_2920"
                     /translation="MENTKAVIKRASITIEKNNVKKVQKTNIKFLIRAITIPIIILII
                     WQLAGVFGLVSKTVLPTPLDIFVAFQELIKTGELFGHLSISVFRAAAGFFIGGSLGII
                     LGTIVGFSTRSEQYLDPSVQMLRTVPHLAVAPLFVLWFGFGETSKVLLIADGAFFPLY
                     VNAFLGIRGVDSKLFDVARVLEFSKRKLITKLILPATLPNLLLGARLSLGVAWVSLVV
                     AELMGSTEGIGYMIMDARQFSNTDIVFVGIIIFAFVGKFSDSLVRLLEVKFLRWRDGF
                     KGETGN"
     gene            complement(2692863..2693849)
                     /locus_tag="BA_2921"
                     /old_locus_tag="BA2921"
                     /db_xref="Pathema:BA_2921"
     CDS             complement(2692863..2693849)
                     /locus_tag="BA_2921"
                     /old_locus_tag="BA2921"
                     /note="identified by similarity to SP:P40400; match to
                     protein family HMM PF04069; match to protein family HMM
                     PF09084; match to protein family HMM TIGR01728"
                     /codon_start=1
                     /transl_table=11
                     /product="putative sulfonate ABC transporter,
                     sulfonate-binding protein"
                     /protein_id="AAP26743.1"
                     /db_xref="Pathema:BA_2921"
                     /translation="MYKKFKVLSFTLAISLFLFGCEKSTASSKKEDVTVQIGIQQGLS
                     PLLLAQKKGWFEEEFKKEGVKVKWTEFQSGPPYFEAIASNRLDFGEVGNSPVISAQAA
                     GIGFTEIANTSYARKGTGILVQKDSKITSIKELKGKKIAVAKGSSAFNLLYRALDKEG
                     INAKDVNVIQLQPDEAQPAFESGSVDAWAIWDPFISLHTVNKGAKVITDGERLNVSSP
                     EFLIARTKFAKEHPELVEKFLKVYEKARVWQDENLDEAIKIYTSAKKIDAEIVKEVFN
                     HDKPILVPVTKEIVAEQQQTADFQYKLGSIKKEIKTDKVVDNSFVEKALKAN"
     gene            complement(2693867..2694622)
                     /locus_tag="BA_2922"
                     /old_locus_tag="BA2922"
                     /db_xref="Pathema:BA_2922"
     CDS             complement(2693867..2694622)
                     /locus_tag="BA_2922"
                     /old_locus_tag="BA2922"
                     /note="identified by similarity to OMNI:NTL01BS00882;
                     match to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="putative sulfonate ABC transporter, ATP-binding
                     protein"
                     /protein_id="AAP26744.1"
                     /db_xref="Pathema:BA_2922"
                     /translation="MTVSINEVSKYFWKQTGTVQVLENINFQLEKGDFVTVIGPSGCG
                     KSTLLKIVAGLDNDFEGEIIIDGERITKPSKKQGFIFQEHRLFPWLTVEENIAADLSL
                     KDKYVKDKVKEWVEIVRLDGFEKSYPKEISGGMSQRVAIARALLRDPSVLLLDEPFGA
                     LDAFTRSHLQEVLLNIWEQKKTTMIFVTHDIDEAIYLSNRIVIMSAKPGEIHKVIENN
                     LSYPRNKTSQSFQQLRTKVLQQFEHGGLIQTSI"
     gene            complement(2694850..2695578)
                     /locus_tag="BA_2923"
                     /old_locus_tag="BA2923"
                     /db_xref="Pathema:BA_2923"
     CDS             complement(2694850..2695578)
                     /locus_tag="BA_2923"
                     /old_locus_tag="BA2923"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26745.1"
                     /db_xref="Pathema:BA_2923"
                     /translation="MKIMIDGNNISNEQLTKWKRERIKKVFNTLGHKEPDLIDTDVMI
                     KKLTELKLNYSYNEMYDKLKSKLKLSEMGMRICTVLSGDRRKFSKTNIYLDGITAEEA
                     INGIDSFMLEQSRENDQVNLSACPDHYVLRPFGENELEVIETTGNSPFPVQFFIVFGD
                     ETGLKTPRDKTYQYQSTGVARMKDGTTIGGVRHQFKDTDTGIEVSLVVEFPALCPNSL
                     INSHQMHLACEFSYWLQWIKSDKK"
     gene            complement(2695575..2696165)
                     /locus_tag="BA_2924"
                     /old_locus_tag="BA2924"
                     /db_xref="Pathema:BA_2924"
     CDS             complement(2695575..2696165)
                     /locus_tag="BA_2924"
                     /old_locus_tag="BA2924"
                     /note="identified by match to protein family HMM PF00440"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, TetR family"
                     /protein_id="AAP26746.1"
                     /db_xref="Pathema:BA_2924"
                     /translation="MKRISKEPDVRRQELMDIGFELYMKNGMKGFGIKDVVNHAGVAT
                     GLFYYYFKSKENFVDEVLNDFIVKNMELIEEILISNERSVMQKLKDSLNIFWTFIEKL
                     APYKNLSSFQTEQHFQLEQKLFTRMQPLIRQVIEEGVKTGIFNTDNSLLTSGFILYGL
                     SSIAHSEVNLNLDTKQEMINLVLNTLRYDQSEGECI"
     gene            complement(2696375..2696884)
                     /locus_tag="BA_2925"
                     /old_locus_tag="BA2925"
                     /db_xref="Pathema:BA_2925"
     CDS             complement(2696375..2696884)
                     /locus_tag="BA_2925"
                     /old_locus_tag="BA2925"
                     /note="identified by similarity to OMNI:NTL01PA00551"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26747.1"
                     /db_xref="Pathema:BA_2925"
                     /translation="MNKLLTLKSKIVERKIRYDSTIVDHTCLLLEKQLQSIVLFHEVQ
                     YSFTMTAHRASLTIPKGSYTIAYYWEDRPYNLYIWRDKNGMYVGSYFNVVKNTQITDE
                     LVSFEDLIIDILVLPSGEYFILDEDELPEPLDGFEGGYVNEALNVLEEIIQKMLPQMI
                     VETEMVWLN"
     gene            complement(2696988..2697482)
                     /locus_tag="BA_2926"
                     /old_locus_tag="BA2926"
                     /db_xref="Pathema:BA_2926"
     CDS             complement(2696988..2697482)
                     /locus_tag="BA_2926"
                     /old_locus_tag="BA2926"
                     /note="identified by similarity to OMNI:NTL02SP0702; match
                     to protein family HMM PF00293"
                     /codon_start=1
                     /transl_table=11
                     /product="mutT/nudix family protein"
                     /protein_id="AAP26748.1"
                     /db_xref="Pathema:BA_2926"
                     /translation="MNNATNFHRAFGVYGICIENNHILVIDKMKGPYRNRYDLPGGSL
                     EDGEALLAGLHREIKEETGLNVTVVKQIGTIDFQFPSKFKEYTHVHHIAVFYGVERCG
                     GEFEVPEQFEEQDSSGARWIPIESITERNSSPLVCSAVEWLKSNELPLEVKKYETWTV
                     KNSF"
     gene            complement(2697475..2698524)
                     /locus_tag="BA_2927"
                     /old_locus_tag="BA2927"
                     /db_xref="Pathema:BA_2927"
     CDS             complement(2697475..2698524)
                     /locus_tag="BA_2927"
                     /old_locus_tag="BA2927"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP26749.1"
                     /db_xref="Pathema:BA_2927"
                     /translation="MSVTLSQRRKGIWIGLVSLILLSNYLLYALPIVPAAPKEVVLGS
                     ILDCMFVIPIITYFFIIRKRYSLTYIFPVVIAGYIFARFIIPSDYLQAFSYVSYIIVV
                     GEIAFVCVELFLLYKIVRKLPNIIKKYKEYKSEYSLFSYAIDAAFEVTMKRNKLVDII
                     VTECKLIYYAFLSWREKVPEGESVYSYHKKTGAIGVYIMIIHATLIESIGFHYLLHQW
                     NPVIAWVLLILNVYAMFYFLAEIQAMRKNPIIVTEEKIIIQIGLGKKIIIPFAQIDTI
                     TFYKGELLKKEKEVLDATVMEFIKEPPTFEIILKEPMKAQLLYGFSKTVSRVHLNVDE
                     ERKFYDAVTEKLKRE"
     gene            complement(2698537..2699010)
                     /locus_tag="BA_2928"
                     /old_locus_tag="BA2928"
                     /db_xref="Pathema:BA_2928"
     CDS             complement(2698537..2699010)
                     /locus_tag="BA_2928"
                     /old_locus_tag="BA2928"
                     /note="identified by similarity to OMNI:NTL01BH0480; match
                     to protein family HMM PF07719"
                     /codon_start=1
                     /transl_table=11
                     /product="tetratricopeptide repeat protein"
                     /protein_id="AAP26750.1"
                     /db_xref="Pathema:BA_2928"
                     /translation="MEHLLKQAIKLRKEKKYAQSKEILIGLTNFTRDAEVLYQCAWIH
                     DVMGLETEAMPYYEQAIANGLEGESLCGAYIGLGSTYRCIGEYDKAITVLETGLQQFP
                     DNDVMKVFLSLAKFNVNDHESAMKLLLETVVKVEEVKEFERAISFYKDHLNEVFK"
     gene            complement(2699134..2699823)
                     /locus_tag="BA_2929"
                     /old_locus_tag="BA2929"
                     /db_xref="Pathema:BA_2929"
     CDS             complement(2699134..2699823)
                     /locus_tag="BA_2929"
                     /old_locus_tag="BA2929"
                     /note="identified by similarity to GP:12723463; match to
                     protein family HMM PF04127"
                     /codon_start=1
                     /transl_table=11
                     /product="putative flavoprotein"
                     /protein_id="AAP26751.1"
                     /db_xref="Pathema:BA_2929"
                     /translation="MKGKKVLITSGGCLEKWDQVRGHTNMAKGTIGRIIAEELISKGA
                     HVIYLHGYFAEKPNDINNQLELHPFEGIIDLRDKMKSIITHEKVDAVIMAAAGSDWVV
                     DKICDQEGNVLDMNGKISSDIAPIIHFQKAPKVLKQIKQWDSETVLVGFKLESDVNEE
                     ELFERAKNRMEEAKASVMIANSPHSLYSRGAMHYVIGQDGKGQLCNGKDETAKEIVKR
                     LEVLCNHVTAL"
     gene            complement(2699839..2700636)
                     /gene="aacC7"
                     /locus_tag="BA_2930"
                     /old_locus_tag="BA2930"
                     /db_xref="Pathema:BA_2930"
     CDS             complement(2699839..2700636)
                     /gene="aacC7"
                     /locus_tag="BA_2930"
                     /old_locus_tag="BA2930"
                     /EC_number="2.3.1.81"
                     /note="identified by similarity to EGAD:13962; match to
                     protein family HMM PF02522"
                     /codon_start=1
                     /transl_table=11
                     /product="aminoglycoside N3-acetyltransferase"
                     /protein_id="AAP26752.1"
                     /db_xref="Pathema:BA_2930"
                     /translation="MNDIVASTQLPNTIKTITNDLRKLGLKKGMTVIVHSSLSSIGWI
                     SGGAVAVVEALMEVITEEGTIIMPTQSSDLSDPKHWSRPPVPEEWWQIIRDNVPAFEP
                     HITPTRAMGKVVECFRTYPNVVRSNHPLGSFAAWGRHAEEITVNQSLSMSLGEESPLR
                     KIYDLDGYILLIGVGYDSNTSVHLSEVRSGACELIKVGAPIIENGERVWKEFVDMDYD
                     SDKFVEIGVEFEQKGTVTMGKIGNAKCRLMKQRDIVDFGTEWFRKKN"
     gene            2700808..2701257
                     /locus_tag="BA_2931"
                     /old_locus_tag="BA2931"
                     /db_xref="Pathema:BA_2931"
     CDS             2700808..2701257
                     /locus_tag="BA_2931"
                     /old_locus_tag="BA2931"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP26753.1"
                     /db_xref="Pathema:BA_2931"
                     /translation="MKKALFSVLLFGLVFLSACVSFQNEYEDYWVIEKSRYNKIGFGP
                     SNLYEKAQEDPTMVHYSNNSISEGKRMIYLTFGTKYKNDKITVKEVKDEKDKSVIVLH
                     IEKSKGKDENPVMYIGVPKLRDFIKIVDEDGNKIFEMKKNESVTSQQ"
     gene            complement(2701310..2702437)
                     /locus_tag="BA_2932"
                     /old_locus_tag="BA2932"
                     /db_xref="Pathema:BA_2932"
     CDS             complement(2701310..2702437)
                     /locus_tag="BA_2932"
                     /old_locus_tag="BA2932"
                     /note="identified by similarity to OMNI:NTL01ST4374; match
                     to protein family HMM PF03738"
                     /codon_start=1
                     /transl_table=11
                     /product="putative glutathionylspermidine synthase"
                     /protein_id="AAP26754.1"
                     /db_xref="Pathema:BA_2932"
                     /translation="MATGMYRMPIKTYTAISKATEEIMYVLYRTYQYILNTSKDFQKL
                     GFPAETWEIARMKHTGLFSYFTRFDFIVNSEDIKLIEVNCDTPTGYLEPSVANEVLCR
                     YHDVNHPNHIEEHIVQAWEQIKHDYSIDPRETIYFTSYDWHDEDHQTVQFLRSYCLDQ
                     STDYIGIQDIVVADDGIYTPNGERIHYLYRLYPIEYLVSDADKNGKRIGLQFLDHIAQ
                     GRVKIINPPAAFLMQNKSVLALIWQLYEEEVFFEEEERGIIQNYFLPTYFTNKPFIER
                     NESYVSKPLYGREGGGVSIYENNELLAEDKTEYYFEQRKIYQQYVEMPDYTIDTWDGP
                     YTGKLLIGSHCISGRAAGLFLRVGEKITGNLSMFTGVTIEG"
     gene            complement(2702578..2703189)
                     /locus_tag="BA_2933"
                     /old_locus_tag="BA2933"
                     /db_xref="Pathema:BA_2933"
     CDS             complement(2702578..2703189)
                     /locus_tag="BA_2933"
                     /old_locus_tag="BA2933"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP26755.1"
                     /db_xref="Pathema:BA_2933"
                     /translation="MRMDKSKFIKIATSIGVSSFLLTGCGDYEEETAQQESTAVKTDG
                     AKQGNELETLNCDDKAPTNENVEKDELCKENNPSFSSYNENSHLPILPFVAGYLLASR
                     TSNMNYSAKPNVLKKPYTNNIIPYREKDERRTGGSGGGGYYGGTNSNNSNSSNKVDLN
                     KQQPNPSNKVTPDTNTPKSSTTQTPKVNSGSSGIGNAKAPAGS"
     gene            complement(2703186..2703326)
                     /locus_tag="BA_2934"
                     /old_locus_tag="BA2934"
                     /db_xref="Pathema:BA_2934"
     CDS             complement(2703186..2703326)
                     /locus_tag="BA_2934"
                     /old_locus_tag="BA2934"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26756.1"
                     /db_xref="Pathema:BA_2934"
                     /translation="MKDFIVTWKRSNENIHIEYGLKKVIITLYNIGIWKNIDKRRWVY
                     NT"
     gene            complement(2703289..2703696)
                     /locus_tag="BA_2935"
                     /old_locus_tag="BA2935"
                     /db_xref="Pathema:BA_2935"
     CDS             complement(2703289..2703696)
                     /locus_tag="BA_2935"
                     /old_locus_tag="BA2935"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26757.1"
                     /db_xref="Pathema:BA_2935"
                     /translation="MNLQHVEQIEKDSILNVLQYAVGPSKASLKKAVLFYERNKGTLY
                     RYEEQACIGIEIIGANKAKIRHIAVIPQYRHKGIALQMIKEVVRIHQLTYLEAETDDE
                     AVEFYKRIGFQVRTLGEKYPGVERFHCYLEKEQ"
     gene            complement(2703753..2704691)
                     /locus_tag="BA_2936"
                     /old_locus_tag="BA2936"
                     /db_xref="Pathema:BA_2936"
     CDS             complement(2703753..2704691)
                     /locus_tag="BA_2936"
                     /old_locus_tag="BA2936"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP26758.1"
                     /db_xref="Pathema:BA_2936"
                     /translation="MKAIAVGILASFFFAFTFVLNRAMDLEGGSWIWSASLRYYFMVP
                     MLLLIVMYRGNLKQLFQYMKNNPKDWLVWSIVGFGLFYAPLSFAGAFGPGWLVASTWQ
                     ITIVAGILLTPFFAVDPLHKKLPMKELVMSGIILCGVVLMQVEHASSLGIRETVLCVV
                     PVLIAAFAYPLGNRKMMQVCKGELDVFQRVLGMTLASLPFWFLLSGYEVSTGGLPSSS
                     QVFQCFIVAVSSGLIATVLFFFATDLVKDDPQKLATVEATQSGEVLFALVGELILLSA
                     PIPSSLSWIGMSLVIIGMILHSYVAVVVKKEEKITA"
     gene            complement(2704761..2705282)
                     /locus_tag="BA_2937"
                     /old_locus_tag="BA2937"
                     /db_xref="Pathema:BA_2937"
     CDS             complement(2704761..2705282)
                     /locus_tag="BA_2937"
                     /old_locus_tag="BA2937"
                     /note="identified by similarity to OMNI:NTL01BH0827"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26759.1"
                     /db_xref="Pathema:BA_2937"
                     /translation="MKDLYLEKNMNPQVAILYATVADTFKRLQKLVEGTDEKELSFKG
                     LKNNENSIGQLLQHLAVVDLHWVYRLKGEPVPLALDNIYGPMLNEAGELPSLRKHTLQ
                     QLMQDYEAVQHMFYEECMKLTENDLTREVFYEKGENATIRWGIWHIADHNRYHQAHIS
                     QLRKLYRARMHTR"
     gene            complement(2705298..2705798)
                     /locus_tag="BA_2938"
                     /old_locus_tag="BA2938"
                     /db_xref="Pathema:BA_2938"
     CDS             complement(2705298..2705798)
                     /locus_tag="BA_2938"
                     /old_locus_tag="BA2938"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26760.1"
                     /db_xref="Pathema:BA_2938"
                     /translation="MIRLLTKEDAKKYWGLRLQALQVNPEAFVTTYEEAIRQENPIKR
                     VESNLTAATSCTFGAFNEDHQLVGVVTLLTEEKEAYKHKGHIVAMYVDASNQRSGLAR
                     ELICKAIERAKEMNLEQLTLGVVSTNEPAKRLYESMGFKTYGIEKRAIKMNGVYSDDE
                     HMVLFL"
     gene            complement(2705833..2706378)
                     /locus_tag="BA_2939"
                     /old_locus_tag="BA2939"
                     /db_xref="Pathema:BA_2939"
     CDS             complement(2705833..2706378)
                     /locus_tag="BA_2939"
                     /old_locus_tag="BA2939"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26761.1"
                     /db_xref="Pathema:BA_2939"
                     /translation="MNVPFVQLRELTLDDVEDRYQWSLDTKVTKHLVVSDQYPPFTLE
                     DTKQWIEACINRKNGYEQRAITAENGIHIGWIELKNFDKTNKNAELGIAIGNKEYWGK
                     GDGIAALYSMLHVAFFEFELEKVWLRVDEDNLQARKSYEKAGFVCEGLMRNDRLRKGR
                     FIHRYRYSMLREEYQSLISSL"
     gene            complement(2706394..2707095)
                     /locus_tag="BA_2940"
                     /old_locus_tag="BA2940"
                     /db_xref="Pathema:BA_2940"
     CDS             complement(2706394..2707095)
                     /locus_tag="BA_2940"
                     /old_locus_tag="BA2940"
                     /note="identified by similarity to GP:4726004; match to
                     protein family HMM PF01909"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26762.1"
                     /db_xref="Pathema:BA_2940"
                     /translation="MKAMEAAQSIITSHFPDCDVALLGGSVARGEATKTSDLDIVIVD
                     QSLTSCYRESFYSNGWPVEVFVHNFETYKTFFKMDCDRGRPSLPQLVSEGIVLKGENE
                     IVEKLKREASDLLNKGPAKWTEEMMKQKRYFITDTLDDFIGASKREEELFIANLLADL
                     LHEYVLRVNGKWLGNSKWFIRVLRKYDEQYADQFVAAFDHFYTTGEKSKLITFVEKTL
                     EQYGGRMFEGFSIGK"
     gene            complement(2707112..2707795)
                     /locus_tag="BA_2941"
                     /old_locus_tag="BA2941"
                     /db_xref="Pathema:BA_2941"
     CDS             complement(2707112..2707795)
                     /locus_tag="BA_2941"
                     /old_locus_tag="BA2941"
                     /note="identified by similarity to GP:17222270; match to
                     protein family HMM PF06352"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26763.1"
                     /db_xref="Pathema:BA_2941"
                     /translation="MLLEEVMQQLEEYGTEQNRKTYKNHGAKEPLFGVSFANLKLLKK
                     KIKKDHDLAISLWETKNMDAMTLATMILDPKKVTTELLNKWVQEVDYYCLMDVLMTAI
                     CTSPIAIERMEEWTKSDDEWIGRAGWSLLANIAIKNKTLQDDSFSPYLEEIKENIHNE
                     KNRKREAMNSALIAIGIRNEDLEQTAIEIAREIGKVQVDHGATSCKTPDAESYIKKAR
                     ERAEKKKMK"
     gene            complement(2708161..2708421)
                     /locus_tag="BA_2942"
                     /old_locus_tag="BA2942"
                     /db_xref="Pathema:BA_2942"
     CDS             complement(2708161..2708421)
                     /locus_tag="BA_2942"
                     /old_locus_tag="BA2942"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP26764.1"
                     /db_xref="Pathema:BA_2942"
                     /translation="MNYKKMLSIFMTSIFTVGLLIGCNPAPKDEKEPDPTEEPSEQRQ
                     EEKNEKQDPAKEQNNELNKKDEQEPDPTEEPSEEQKKKKENE"
     gene            complement(2708411..2708533)
                     /locus_tag="BA_2943"
                     /old_locus_tag="BA2943"
                     /db_xref="Pathema:BA_2943"
     CDS             complement(2708411..2708533)
                     /locus_tag="BA_2943"
                     /old_locus_tag="BA2943"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26765.1"
                     /db_xref="Pathema:BA_2943"
                     /translation="MQDFKGMAFLKKRHKKLDKLNYKLETIQEILILGGALIEL"
     gene            2708639..2709466
                     /locus_tag="BA_2944"
                     /old_locus_tag="BA2944"
                     /db_xref="Pathema:BA_2944"
     CDS             2708639..2709466
                     /locus_tag="BA_2944"
                     /old_locus_tag="BA2944"
                     /note="identified by match to protein family HMM PF01522"
                     /codon_start=1
                     /transl_table=11
                     /product="putative polysaccharide deacetylase"
                     /protein_id="AAP26766.1"
                     /db_xref="Pathema:BA_2944"
                     /translation="MHNGIRMTTLMKRAMLICAGVLFTYEAALGSAHTALASTEDEAK
                     SVQLVSEIQSSLAPKEAPKQYNGQVRKVAYLTFDDGPGKYTAELLDMLKKENAKATFF
                     LIGSNVKAFPDLVKREDAEGHYVGMHSMTHNYKKLYTEGHYVDEMKEDQGLIAGVLGK
                     SPVLTRPSYGSMPGLNEALRNKVVENGLKVWDWTIDSLDWRYNKMPVDAASAKIVENV
                     INGANKPTEVILMHDIHPQSVKAVPGIIKGLKEKGYELEAYSENEHFPLNFWHDNRM"
     gene            2709626..2710288
                     /locus_tag="BA_2945"
                     /old_locus_tag="BA2945"
                     /db_xref="Pathema:BA_2945"
     CDS             2709626..2710288
                     /locus_tag="BA_2945"
                     /old_locus_tag="BA2945"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26767.1"
                     /db_xref="Pathema:BA_2945"
                     /translation="MIVYTVQTEEAWKQFKKLGYLEGNKEFIDSDDIYSYDWMVRVAK
                     TKLPHYEGNYPIWVWEANNYPNRNHKAWGRKNSKMVILTLDVPKKWVLWSYFDYWCCA
                     MTDGSTYLHTKNKCTLDEWYIYMDKKYGIIFNFDYLLSHPDWYLDKEDSLEKQGVIGK
                     IPLSFVKKVRRFRAKEDTSIHTIRSDNWDNRKENRIKKMNRKLRKRNEKQKRVQKRLI
                     RN"
     gene            2710399..2711070
                     /locus_tag="BA_2946"
                     /old_locus_tag="BA2946"
                     /db_xref="Pathema:BA_2946"
     CDS             2710399..2711070
                     /locus_tag="BA_2946"
                     /old_locus_tag="BA2946"
                     /note="identified by match to protein family HMM PF03741"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP26768.1"
                     /db_xref="Pathema:BA_2946"
                     /translation="MDFLSAEYLSALLAIIVIDLVLAGDNAIVIGLAARRLPKDQQKK
                     VIIWGTIGAIAIRALATLVVVWLLKIPGLLLIGGVLLIWIAYKLIAEGKDHDIKAEEG
                     FWSAIKTIIIADALMGIDNVLAVAGAAHGNFSLVIIGLLVSIPVVVWGSTLILKWVDR
                     YPIIITIGAAVLAYTAAKMIVDEKWFAAFFESNPFIKWAFIIIIIAGVVFFGKAKQKA
                     TDGSI"
     gene            complement(2711130..2713103)
                     /locus_tag="BA_2947"
                     /old_locus_tag="BA2947"
                     /db_xref="Pathema:BA_2947"
     CDS             complement(2711130..2713103)
                     /locus_tag="BA_2947"
                     /old_locus_tag="BA2947"
                     /note="identified by similarity to GP:16413375; match to
                     protein family HMM PF00884"
                     /codon_start=1
                     /transl_table=11
                     /product="arylsulfatase"
                     /protein_id="AAP26769.1"
                     /db_xref="Pathema:BA_2947"
                     /translation="MKQFLLKSKSVLSNHFGFFLFAVILFWLKTYAAYVTEFNLGISN
                     TIQKFLLFFNPLSSAVLFLGLALFAKGKRSYIWLIVINLLLSILLYANVVYYRFFSDF
                     ITFPTLTQTNNFGDLGGSIVALLHLYDPLYFLDTIILIVLVATKFANPKPIRVAKYKV
                     SLVFVAGILLFSVNLGLAESDRPELLTRTFDRNYIVKYLGAYNYTIYDGIQSAKASTE
                     RALADGDNMTEVRNYLTSTYASPNPEYFGKGKGMNVIYIHLESFQNFLIDYKLNGQEV
                     TPFLNSFTKDANTLYFDNFFHQTGQGKTSDAEFMLENSMFGLPQGSVFTTKSHNTYQS
                     APAILGQQGYTSAVFHGNYKTFWNRDDIYKSFGFNKFFDASYYDMNEKDVVNYGLKDK
                     PFFNESIPLLETLKQPFYTKFITLSNHFPYPIDKEEATIEPANTGDSSVDTYFQTARY
                     LDESVKGFIDYLKQSGLYDNSIIVMYGDHYGISDNHNAAMSKVMGKEINSFENAQLQR
                     VPLIVRVPGVKGGVQHQYGGEIDVLPTLLHLLGTDTKNYVQFGSDLLSPDHKQVVAFR
                     NGNFVSPTVTALNGKYYDTATGKPVEFTDEIKQNEQMAQNSLKYSDQVVNGDLLRFYT
                     PEGFTPIDRSKYNYNNRDKNKTKVKTAPEGEAK"
     gene            complement(2713620..2715245)
                     /locus_tag="BA_2948"
                     /old_locus_tag="BA2948"
                     /db_xref="Pathema:BA_2948"
     CDS             complement(2713620..2715245)
                     /locus_tag="BA_2948"
                     /old_locus_tag="BA2948"
                     /note="identified by match to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP26770.1"
                     /db_xref="Pathema:BA_2948"
                     /translation="MITVSNVSLRFADRKLFEGVNIKFTPGNCYGLIGANGAGKSTFL
                     KILSGEIEPSTGDIHITPGERLAVLKQNHFEYEEFPVLETVIMGHTQLYKVMQEKNAI
                     YMKEDFSDEDGMRAAELEGEFAELNGWEAESEAAILLKGLGIGEDLHDKKLSELTGAE
                     KVKVLLAQALFGKPDILLLDEPTNHLDLKAIQWLENFLMNFENTVIVVSHDRHFLNKV
                     CTHMADLDFGKIQLYVGNYDFWHESSQLALKLTQDANKKKEEKVKELQNFIARFSSNA
                     SKAKQATSRKKLLDKITLDDIRPSSRRYPFVGFTPEREVGNDLLTVEGLSKTIDGEKV
                     LDNVYFTLNKGDKVAFIGRNDIAMTTLFKILMGEMEPDSGSFKWGVTTSQSYFPRDNS
                     KYFENSDLNLVEWLRQFSPQDESESFLRGFLGRMLFSGEEVKKNVSVLSGGEKVRCML
                     SKMMLSGANVITLDDPTNHLDLESITALNNGLIAFKGTMLFTSHDHQFVQTIANRIIE
                     VTPNGVIDKEATYDEFLENEELQKQVDAMYKGQ"
     gene            complement(2715623..2716471)
                     /locus_tag="BA_2949"
                     /old_locus_tag="BA2949"
                     /db_xref="Pathema:BA_2949"
     CDS             complement(2715623..2716471)
                     /locus_tag="BA_2949"
                     /old_locus_tag="BA2949"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26771.1"
                     /db_xref="Pathema:BA_2949"
                     /translation="MNTKLIIVEGLPGFGKSTTAQLINDILSQNKIEVELFLEGNLNH
                     PADYDGVSCFNKFEFDRLLSNSGDFKEVLLKRVLKKGSNYLLPYRKIKNEFGDQFSDE
                     LFNDISRNDIYELPFDKNVELIADKWQDFAEIALEDDKVYIFECCFIQNPLTIGMIKY
                     GEQKEKIINYVMKVAKIIENLNPMLFYVEQDDLEFSFRKALKERNPEWSTGIVDYYTN
                     QGYGKEHNHSGVEGAIKVLEARRNLELEIFDMLKMKKEKINNTKYEIGSYRSMLKDKL
                     TIQMVK"
     gene            complement(2716757..2719872)
                     /locus_tag="BA_2950"
                     /old_locus_tag="BA2950"
                     /note="putative membrane protein, MmpL family, degenerate;
                     an automated process has identified a potential problem
                     with this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2950"
     gene            complement(2720126..2720692)
                     /locus_tag="BA_2951"
                     /old_locus_tag="BA2951"
                     /db_xref="Pathema:BA_2951"
     CDS             complement(2720126..2720692)
                     /locus_tag="BA_2951"
                     /old_locus_tag="BA2951"
                     /note="identified by similarity to OMNI:NTL01BS02710;
                     match to protein family HMM PF00440"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, TetR family"
                     /protein_id="AAP26772.1"
                     /db_xref="Pathema:BA_2951"
                     /translation="MAKNKQEDIFDAAIQLFAERGYDGTTIPMIAEKAKVGAGTIYRY
                     FENKEALVNSLFTKSVLQLSELIKTDFPVNANIREQFSHTYNRLFEFARQNADAFLFT
                     NSHCDSYFLDEHSNEIFEDFMGFFMDLIEDGIEKGFLRPLPPIALIIIVYQPIEKLIK
                     VMETGQLEYTEELVKELEESCWNAIRII"
     gene            complement(2720962..2722119)
                     /locus_tag="BA_2952"
                     /old_locus_tag="BA2952"
                     /db_xref="Pathema:BA_2952"
     CDS             complement(2720962..2722119)
                     /locus_tag="BA_2952"
                     /old_locus_tag="BA2952"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26773.1"
                     /db_xref="Pathema:BA_2952"
                     /translation="MNVIRLKEDKFREALRLSEYAFQYKVDEDRLQQQITKMKESHEV
                     YGIMEGENLAAKLHLIPFHIYIGKEKFKMGGVAGVATYPEYRRSGYVKELLQHSLQTM
                     KKDGYTVSMLHPFAVSFYRKYGWELCANLLVCHMTKSDLVMKKQVNGTVKRFNKESHP
                     EEVEKLYETFAELFSGMLVRNEKWWLQAVYDDLTLAIYYDENQTAAGYMLYKIENYKM
                     TVEEFVPLHNEARNGLWNFICQHDSMIKDLEMTVSENEPLLYTLQEPRVKTEIKPYFM
                     GRIVDVEQFLKQYELNWNNVQQEVILHITDSFAQWNNITVRIANHEITIIEEPIDKGI
                     KLDINALSTILFGYRRPLELNELELISGSEEEIRAFESVVPVRKPFIYDFF"
     gene            complement(2722305..2723594)
                     /gene="aroA"
                     /locus_tag="BA_2953"
                     /old_locus_tag="BA2953"
                     /db_xref="Pathema:BA_2953"
     CDS             complement(2722305..2723594)
                     /gene="aroA"
                     /locus_tag="BA_2953"
                     /old_locus_tag="BA2953"
                     /EC_number="2.5.1.19"
                     /note="identified by similarity to OMNI:NTL01BS02256;
                     match to protein family HMM PF00275; match to protein
                     family HMM TIGR01356"
                     /codon_start=1
                     /transl_table=11
                     /product="3-phosphoshikimate 1-carboxyvinyltransferase"
                     /protein_id="AAP26774.1"
                     /db_xref="Pathema:BA_2953"
                     /translation="MKERTIQPVNNGLNGNITIPGDKSISHRAVMFGAIAEGTTTIKG
                     FLPGADCLSTISCFKEMGVDIVQNGDEVTVVGKGLEGLQEPKAVLDVGNSGTTIRLMS
                     GILANTPFLSCVQGDTSIAKRPMKRVTNPLKQMGANIDGREEGTFTPLTIRGGDLKAI
                     EYTSPVASAQVKSAILLAGLRAEGVTAVTEPHISRDHTERMLEAFGVKVTREGKTVKL
                     AGGQKLTATDVQVPGDVSSAAFFLVAGAIIPNSKLVLENVGMNPTRTGIIDVLEKMGA
                     TFTVEPINEGASEPAANITIETSSLKGIEIGGDIIPRLIDEIPVIALAATQAEGITVI
                     KDAHELKVKETNRIDTVVAELTKLGARIEATDDRMIIYGKSALKGNTVNSYGDHRIGM
                     MLAIAGCIAEGKTIIEDAEAVGVSYPTFFEELQKLAK"
     gene            complement(2723611..2724747)
                     /gene="tyrA"
                     /locus_tag="BA_2954"
                     /old_locus_tag="BA2954"
                     /db_xref="Pathema:BA_2954"
     CDS             complement(2723611..2724747)
                     /gene="tyrA"
                     /locus_tag="BA_2954"
                     /old_locus_tag="BA2954"
                     /EC_number="1.3.1.12"
                     /note="identified by similarity to SP:P20692; match to
                     protein family HMM PF01842; match to protein family HMM
                     PF02153; match to protein family HMM PF03446"
                     /codon_start=1
                     /transl_table=11
                     /product="prephenate dehydrogenase"
                     /protein_id="AAP26775.1"
                     /db_xref="Pathema:BA_2954"
                     /translation="MKIKKESLEMRQMRKKVVLIGTGLIGGSLALAIKKDHDVTITGY
                     DIFQEQVERAKELHVVDEIAVDLQHACEEAHLIVFASPVEETKKLLHKLASFHLREDV
                     IVTDVGSTKGSIMNEAEALFSKEISFIGGHPMAGSHKTGVESAKAHLFENAFYILTPM
                     HHVPNEHVEELKDWLKGTGSHFLVLNTEEHDYVTGIVSHFPHLIAAGLVKQVEKHAGD
                     NPLIHQLAAGGFKDITRIASSSPKMWSDIVKQNREHLMVLLKEWISEMEDLYDTVSSG
                     DAGEIQNYFADAKEYRDSLPVRKRGAIPAYHDLYVDVLDKVGALAHVTSILAREEISI
                     TNLQILEAREGLLGVLRISFQREEDRMKAKLALGEEKYQTYETI"
     gene            complement(2724704..2725804)
                     /gene="hisC2"
                     /locus_tag="BA_2955"
                     /old_locus_tag="BA2955"
                     /db_xref="Pathema:BA_2955"
     CDS             complement(2724704..2725804)
                     /gene="hisC2"
                     /locus_tag="BA_2955"
                     /old_locus_tag="BA2955"
                     /EC_number="2.6.1.9"
                     /note="identified by similarity to SP:P17731; match to
                     protein family HMM PF00155; match to protein family HMM
                     TIGR01141"
                     /codon_start=1
                     /transl_table=11
                     /product="histidinol-phosphate transaminase"
                     /protein_id="AAP26776.1"
                     /db_xref="Pathema:BA_2955"
                     /translation="MQVKDQLSSLQPYKPGKSPEQMKEVYGDHSFVKLASNENPFGCS
                     PRVLDELQKSWLDHALYPDGGATTLRQTIANKLHVKMEQVLCGSGLDEVIQMISRAVL
                     KAGDNIVTAGATFPQYRHHAIIEGCEVKEVALNNGVYDLDEISSVVDNDTKIVWICNP
                     NNPTGTYVNDRKLTQFIEGISENTLIVIDEAYYEYVTAKDFPETLPLLEKHKNILVLR
                     TFSKAYGLASFRVGYAVGHEELIEKLNVVRLPFNVSSLAQKAATIAFGDDEFIEEIVR
                     VNTEGLRQYESFCKENEIPFYQSQTNFIFLPVENGGEIYEACAHAGFIIRPFPNGVRI
                     TVGTREQNEGVISVLQQHFENKKRKSRDEANA"
     gene            complement(2725823..2726995)
                     /gene="aroC2"
                     /locus_tag="BA_2956"
                     /old_locus_tag="BA2956"
                     /db_xref="Pathema:BA_2956"
     CDS             complement(2725823..2726995)
                     /gene="aroC2"
                     /locus_tag="BA_2956"
                     /old_locus_tag="BA2956"
                     /EC_number="4.2.3.5"
                     /note="identified by similarity to OMNI:NTL01BS02267;
                     match to protein family HMM PF01264; match to protein
                     family HMM TIGR00033"
                     /codon_start=1
                     /transl_table=11
                     /product="chorismate synthase"
                     /protein_id="AAP26777.1"
                     /db_xref="Pathema:BA_2956"
                     /translation="MRYITAGESHGPQLTVILEGVPAGLTLAAEHINKELLRRQKGHG
                     RGRRMQIEMDTVEIVSGVRHGMTLGSPITLIVKNDDFKHWTKVMGAEPISEKESKEMK
                     RTITKPRPGHADLNGAIKYGHRDIRNVLERSSARETTVRVAAGAVAKQILKELGVEIA
                     GHVLEIGGVKAKHISNLSIEEIQIITENSPVRCLDKTVEQEMMDAIDNAKSSGDSIGG
                     IVEVIAEGMPIGVGSYVHYDRKLDAKLAGAIMSINAFKGAEIGVGFEAARQPGSKVHD
                     EILWDEEQGYTRKTNNAGGLEGGMTTGMPIVVRGVMKPIPTLYKPLASVDIDTKEAFQ
                     ASIERSDSCAVPAAGVVAESVVAWELAHALVEQFGKDRMELIQQNITQHNKYAKEF"
     gene            complement(2727118..2727216)
                     /locus_tag="BA_2957"
                     /old_locus_tag="BA2957"
                     /db_xref="Pathema:BA_2957"
     CDS             complement(2727118..2727216)
                     /locus_tag="BA_2957"
                     /old_locus_tag="BA2957"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26778.1"
                     /db_xref="Pathema:BA_2957"
                     /translation="MVGVNQYKDKHELQPWSIFSANFWRERRSNDR"
     gene            complement(2727280..2728356)
                     /locus_tag="BA_2958"
                     /old_locus_tag="BA2958"
                     /db_xref="Pathema:BA_2958"
     CDS             complement(2727280..2728356)
                     /locus_tag="BA_2958"
                     /old_locus_tag="BA2958"
                     /note="identified by similarity to OMNI:NTL01BS02969;
                     match to protein family HMM PF00793; match to protein
                     family HMM PF01817; match to protein family HMM TIGR01361;
                     match to protein family HMM TIGR01801"
                     /codon_start=1
                     /transl_table=11
                     /product="chorismate
                     mutase/phospho-2-dehydro-3-deoxyheptonate aldolase"
                     /protein_id="AAP26779.1"
                     /db_xref="Pathema:BA_2958"
                     /translation="MANHELDQLRKQVDEINLQLLHLLNKRGEIVQKIGEQKQVQGTK
                     RFDPVREREVLDMIAENNEGPFETSTVQHIFKTIFKASLELQEDDNRKALLVSRKKKQ
                     ENTIVDVKGELIGNGTQTFIMGPCAVESLEQVRQVGQAMKDQGLKLMRGGAFKPRTSP
                     YDFQGLGVEGLQILRQVADEFDLAIISEILNPNDVEMALDYVDVIQVGARNMQNFDLL
                     RAVGKVNKPVLLKRGLAATIDEFINAAEYIIAQGNDQIILCERGIRTYERATRNTLDI
                     SAVPILKKETHLPVVVDVTHSTGRRDLLLPTAKAALAIGADAVMAEVHPDPAVALSDS
                     AQQMDIPEFHRFMEELKGFKNKLS"
     gene            complement(2729188..2731737)
                     /locus_tag="BA_2959"
                     /old_locus_tag="BA2959"
                     /db_xref="Pathema:BA_2959"
     CDS             complement(2729188..2731737)
                     /locus_tag="BA_2959"
                     /old_locus_tag="BA2959"
                     /note="identified by similarity to EGAD:110184"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26780.1"
                     /db_xref="Pathema:BA_2959"
                     /translation="MEWLEAEGKLQNLFLITSNYNEVDELLAKWLVEQFLFSHQKELF
                     QLIFKNHSKLSPLLWRTICSYLNETKMKMDPLLFARWTLLLLETAEKDSKSIETISYL
                     LQKCSFPEHKEIALLLLTFILDGKLKLKRERKWGNDTGESIELEESSRLPVSTFSFVE
                     QIWNEKMKPHISYYAVPIMMMGIEKIRMLSLRQAALKKRDKENVEKEFQQNDLAFLIQ
                     IVKECLAYLCKNNEKKANYYITEMIEANSVLQNRIAIDAMNKNVFVSADEKMKWLLQE
                     GILLDVTYKHEVFQLIKNHFALSLEKTKEEVIQIVLKDLAEERAFDVCFVLDLLFTCD
                     SNSPSTAKGYELMKQKHPHFHSERYSVQKKEAAEQSITCNVTADGLLQLKDEEIMKQV
                     QQFSQDGVFEQRHFLEMLSKACKLNTEWSISFAYQLVGMHEISNEVWFVCIREWRNNR
                     GLTNEQIQKVIPLLQKFVRNTAFHWLISSFLYEISNRLEELEENSIRNVKRFAFSVFP
                     QVMKSDTDFKLAKQDFYNESIQHPVGKMTAVLLKLLSYDHLYDRNVYEYLFLFEEQVR
                     ISTERTNFMIARLVADITFLYHIEKQWCRKYLLPYLELKKENEITKYAWAGLCYTQIN
                     LPLFTEMKRFIKYAVEHLEVLHPHTREAFLKWLSFVFIKCVLYWEQKTDWLYPLLIRE
                     NEENKIKFMQFLCYYVKTLSAKEQQKFWAAWLSIFLRERPKMGGITAREYVMLLRIIL
                     FMDEIVERGLLIICKSFSDVGGKGNQTELKQLFHEILEKTESIKMYKELYANVFFTLL
                     QTLQEANLLKTEIIQIKELLIGYRVEKCVINAIDNEIIRIGIVLENLQEEM"
     gene            complement(2731781..2732698)
                     /locus_tag="BA_2960"
                     /old_locus_tag="BA2960"
                     /db_xref="Pathema:BA_2960"
     CDS             complement(2731781..2732698)
                     /locus_tag="BA_2960"
                     /old_locus_tag="BA2960"
                     /note="identified by similarity to GP:12006012"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26781.1"
                     /db_xref="Pathema:BA_2960"
                     /translation="MTFLGKGESSVWITSEVEIPDELIDHLEKGKLVLFVGAGVSMKG
                     KSNLPNFDDLVDEIAKTLYVEKREITEPHDYYLGKIAKTKDVHQVARDLVHIEKSKPN
                     PLHYAIPRLFPLDTEVRIVTTNFDRHFTTAMKEMNRELNVYYAPALPTGRAFKGLAYI
                     HGNIEQEKEALILTDGDFGRAYLTEGWARRFLVDLFSNYTVLFVGYSHNDPVMKYLAT
                     GLPPSTRRYAFVAQGENTYHWEHLGIRPIVYPNKGNNHQSLVKAVKRWAELMGDNYIT
                     KRMRIRDIVTVPPSVEQEQLSYIKQSIKN"
     gene            2732848..2733285
                     /locus_tag="BA_2961"
                     /old_locus_tag="BA2961"
                     /db_xref="Pathema:BA_2961"
     CDS             2732848..2733285
                     /locus_tag="BA_2961"
                     /old_locus_tag="BA2961"
                     /note="identified by similarity to OMNI:NTL01BH3339"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26782.1"
                     /db_xref="Pathema:BA_2961"
                     /translation="MNDFTVVLIKFISCIIAFSIGLALFFPATFVQIISFSLFVTIVS
                     YMFVDKIILNRIGNTGAIMSDFLLTYLSVWIFGNILLDNYMQIAWGSILSAIVFTLSE
                     VIVHRFSSSRTRHHNDNIHINRRFAYGTEFAEEQNILDKDKKK"
     gene            complement(2733434..2733964)
                     /locus_tag="BA_2963"
                     /old_locus_tag="BA2963"
                     /db_xref="Pathema:BA_2963"
     CDS             complement(2733434..2733964)
                     /locus_tag="BA_2963"
                     /old_locus_tag="BA2963"
                     /note="identified by match to protein family HMM PF00857"
                     /codon_start=1
                     /transl_table=11
                     /product="isochorismatase family protein"
                     /protein_id="AAP26783.1"
                     /db_xref="Pathema:BA_2963"
                     /translation="MKKALLVIDVQAGMYTAGMPVHNGEKFLETLQELIGECRSNDIP
                     VIYVQHNGPKDHPLEKGTDGWKIHAAIAPLEGECVVEKTTPDSFHKTNLKEVLQDKGI
                     DHVIISGMQTQYCVDTTTRRACSEGYKITLVSDAHSTFDTEVLRAEDIVKHHNVVFGA
                     FADVVTLKDLKVTASK"
     gene            complement(2733981..2734514)
                     /locus_tag="BA_2964"
                     /old_locus_tag="BA2964"
                     /db_xref="Pathema:BA_2964"
     CDS             complement(2733981..2734514)
                     /locus_tag="BA_2964"
                     /old_locus_tag="BA2964"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26784.1"
                     /db_xref="Pathema:BA_2964"
                     /translation="MLFQKDNVSVRYVVEEDAPIISKWLTDPEVLQYYEGRDDPQSVE
                     MVLNHFIHNPNSPEKRCLIEFDDVPIGYIQMYPVDSESKTLYGYEESQNVWGMDQFIG
                     EPTYWGKGIGTKFVKAAITYILSEMGAEAIAMDPKVNNERAIKCYEKCGFKKVKILKE
                     HELHEGVLEDCWMMEYK"
     gene            complement(2734534..2734833)
                     /locus_tag="BA_2965"
                     /old_locus_tag="BA2965"
                     /db_xref="Pathema:BA_2965"
     CDS             complement(2734534..2734833)
                     /locus_tag="BA_2965"
                     /old_locus_tag="BA2965"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26785.1"
                     /db_xref="Pathema:BA_2965"
                     /translation="MEAKLNKAQPILKRTWFRYLGVFIMVQLLFIICEVTAWTPNFRP
                     GGEFFNRVLNSQFFTEWFTPYKIPHFNVFTAFFAITLLPYALIGAMKDFTTRKNI"
     gene            2734935..2735450
                     /locus_tag="BA_2966"
                     /old_locus_tag="BA2966"
                     /db_xref="Pathema:BA_2966"
     CDS             2734935..2735450
                     /locus_tag="BA_2966"
                     /old_locus_tag="BA2966"
                     /note="identified by similarity to OMNI:EF1073"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26786.1"
                     /db_xref="Pathema:BA_2966"
                     /translation="MSNPIKSTLIILRGNSASGKTTIAKQLQEHFGQGTLLVSQDVVR
                     RDMLRVHDTIGNLSHDLLFEITKYGKGKCEFVILEGILNSRRYGDMLKELIHLFEGNA
                     YTYYFDLSLKETIRRHNTREKRHEFGEDSLQKWYNPHDTIEVTRETIFTDNLTQKDIF
                     DAILNDVMVRK"
     gene            complement(2735502..2736824)
                     /locus_tag="BA_2967"
                     /old_locus_tag="BA2967"
                     /db_xref="Pathema:BA_2967"
     CDS             complement(2735502..2736824)
                     /locus_tag="BA_2967"
                     /old_locus_tag="BA2967"
                     /note="identified by similarity to EGAD:109211; match to
                     protein family HMM PF06347; match to protein family HMM
                     PF06725; match to protein family HMM PF08239"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26787.1"
                     /db_xref="Pathema:BA_2967"
                     /translation="MKKVIGAATATVFGLGAFTTTATAETIVTADVLNVREKPTTESK
                     VVEKVKNGEELKVINTEDGWSKIELNGKEVFVSSEFTKDIYHVTADLLNVRSESNTES
                     KILGRLKKDDVIESTNQVKDGWLQFEYKGKTAYVNVSFLSSKAPVEKKADEKTKQVAK
                     VQKSVKAKEEAKTQKITKAKETIKPKEEVKVQEVVKPKEEVKVQEVVKPKEEVKVQEV
                     AKPKEEVKVQEVAKPKEEVKVQEVAKPKEEVKVQEVVKPKEEVKVQEVAKAKEEAKAQ
                     EIAKAKEEAKAQEIAKAKEEAKAQEIAKAKEEAKAQEIAKAKEEAKAREALKAKEESK
                     NNAQSAKRELTVVATAYTADPSENGTYGGRVLTAMGHDLTANPNMRIIAVDPKVIPLG
                     SKVWVEGYGEAIAGDTGSAIKGNRIDVLMGSKSKAMNWGRQTVKVKIL"
     gene            complement(2737011..2737118)
                     /locus_tag="BA_2968"
                     /old_locus_tag="BA2968"
                     /db_xref="Pathema:BA_2968"
     CDS             complement(2737011..2737118)
                     /locus_tag="BA_2968"
                     /old_locus_tag="BA2968"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26788.1"
                     /db_xref="Pathema:BA_2968"
                     /translation="MDVLHLDRLGGVYSFLYVLVIVRKLLSMKKRIERL"
     gene            complement(2737162..2738160)
                     /locus_tag="BA_2969"
                     /old_locus_tag="BA2969"
                     /db_xref="Pathema:BA_2969"
     CDS             complement(2737162..2738160)
                     /locus_tag="BA_2969"
                     /old_locus_tag="BA2969"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26789.1"
                     /db_xref="Pathema:BA_2969"
                     /translation="MDFERYVTNELKRKAESLDPSPSLDNKVQNSFYKYQQLKMKKKA
                     SMKKKLLLGFVAAAILIPTGTFAGTSIMDKIVGTPEKARQDTGMTEDGYNLVMERIEI
                     AKSIFTEEDFEKYVALLQETYHFYKKVSVVENDERQYTATNRLNDDEEKRDREVMEQL
                     NTYEERINQHFTYTFEQAEKITGFPIKHPTYIPVGHQLVFEEIKAEATLDKPMPLITM
                     RYENRNVKKELHTSDVELGFTIHQLEIVEGEYKDYFLDRPFDKPSERGHNFTGDIKKY
                     KLNGYDVTFGEYKESNVRAMKIVVPGKEGENAYQIYINGSMLSKKELEKVLLSMVE"
     gene            complement(2738150..2738728)
                     /locus_tag="BA_2970"
                     /old_locus_tag="BA2970"
                     /db_xref="Pathema:BA_2970"
     CDS             complement(2738150..2738728)
                     /locus_tag="BA_2970"
                     /old_locus_tag="BA2970"
                     /note="identified by match to protein family HMM PF04542;
                     match to protein family HMM PF04545; match to protein
                     family HMM PF08281; match to protein family HMM TIGR02937"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA polymerase sigma-70 factor, ECF family"
                     /protein_id="AAP26790.2"
                     /db_xref="Pathema:BA_2970"
                     /translation="MDEVQLKEWLYKMESGDQEAFQIIYEYTCKDIYRTVVFLVGSQN
                     QDVDDIVNEVYIKMWKSVTNYDMNRSFRFWLHGLVVKQVQDWRRKSWRRFRIFEKKKM
                     YEQNRSYIMDEAILHKETRSELVEVVQNLSYKHREVVIMRYFHEYSLDEIAALLQIPI
                     GTVKSRLHTALKRLRMEMEQMPNEREEEVNGF"
     gene            2738897..2739343
                     /locus_tag="BA_2971"
                     /old_locus_tag="BA2971"
                     /db_xref="Pathema:BA_2971"
     CDS             2738897..2739343
                     /locus_tag="BA_2971"
                     /old_locus_tag="BA2971"
                     /note="identified by similarity to GP:16517120"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26791.1"
                     /db_xref="Pathema:BA_2971"
                     /translation="MKNLFIGSQVDGLQFGISSGTIKIHFTNFHDSVDYDRQLYINIE
                     SKWFLFNKSTKRYLLNEDDFEDYSEEEEYERIFEIRRQKVTDIQLGLESPHLIIILES
                     GKIIFVNGFHDHYECWQAGMQCEQWLVVAAPGNEIATWTPDKFIDK"
     gene            2739468..2739815
                     /locus_tag="BA_2972"
                     /old_locus_tag="BA2972"
                     /db_xref="Pathema:BA_2972"
     CDS             2739468..2739815
                     /locus_tag="BA_2972"
                     /old_locus_tag="BA2972"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26792.1"
                     /db_xref="Pathema:BA_2972"
                     /translation="MACVHDFGIIEEFDSQKSYNDYTPEKYGCVSVDDDIISNLSQNL
                     SIMKTYFHTVKNQEYGLAYWGITIIPPDSLAIFYETVTSSKFFKKSDELNELASKIVQ
                     AVAEKKYMIHYGI"
     gene            complement(2739949..2740995)
                     /locus_tag="BA_2973"
                     /old_locus_tag="BA2973"
                     /db_xref="Pathema:BA_2973"
     CDS             complement(2739949..2740995)
                     /locus_tag="BA_2973"
                     /old_locus_tag="BA2973"
                     /note="identified by similarity to EGAD:161677"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26793.1"
                     /db_xref="Pathema:BA_2973"
                     /translation="MRTQEQIVNLFRNFSIKECKGSSDLYEYLSIKIAEDEEVLTLSS
                     YAQAGQPVPNLLLGAVHYLLLAGKEHHLKTYYSSLVESANTNLDQAFHHFKDFCKMYR
                     EEIITLLQTKLVQTNEVRRCAYLYPSFNYIFNKVNKPLALIEIGTSSGLQLFWDQYSY
                     SYGTGESYGNINSNVHVTSEIRGENVPQLLKESPPVVERIGLDLHVNDLHSDEDYLWL
                     RALIWPEHKERLELFDQAASLVKNKSVQLIEGDGVELLPSIIEQISEDAVICIFHTHV
                     ANQIPEQVKRKLEKQIQEIGAKRDVFHLYNNMWDRDLHIDYYINGNEYRETVGETEGH
                     GRWFSWKLGKETLI"
     gene            2741377..2742879
                     /gene="mqo"
                     /locus_tag="BA_2974"
                     /old_locus_tag="BA2974"
                     /db_xref="Pathema:BA_2974"
     CDS             2741377..2742879
                     /gene="mqo"
                     /locus_tag="BA_2974"
                     /old_locus_tag="BA2974"
                     /EC_number="1.1.5.4"
                     /note="identified by match to protein family HMM PF06039;
                     match to protein family HMM TIGR01320"
                     /codon_start=1
                     /transl_table=11
                     /product="malate:quinone-oxidoreductase"
                     /protein_id="AAP26794.1"
                     /db_xref="Pathema:BA_2974"
                     /translation="MSNMQQKTDVILIGAGIMSATLGSLLKELAPEWEIKVFEKLASA
                     GEESSNEWNNAGTGHSALCELNYTSEKSDGSIDISKAVKVNEQFQLSRQFWAYLVKSK
                     LIRNPQDFIMPLPHMSLVQGEKNVEFLKNRFEALSKNPLFQGMEFSDAPETLKKWLPL
                     IMEGRTSNEPMAATKIDSGTDVNFGALTRMLFDYLKTKDVELNYKHSVENIKRTKNGL
                     WEVKVHDMNSGKIEHHTAKFVFIGGGGGSLPLLQKTGIPESKHIGGFPVSGLFMVCKN
                     QKVVEQHHAKVYGKAKVGAPPMSVPHLDTRYIDNKKALLFGPFAGFSPKFLKTGSNLD
                     LIGSVKPNNVLTMLAAGVKEMGLTKYLIQQVMLSHEKRMEELREFIPNAKSEDWDIVV
                     AGQRVQVIKDTDAGGKGTLQFGTEVVSAADGSIAALLGASPGASTAVHVMLEVLEKCF
                     PSRMVEWEGKIKEMIPSYGISLTENPRLFQDLHTSTGRTLGLNEKETVHN"
     gene            complement(2742923..2743966)
                     /locus_tag="BA_2975"
                     /old_locus_tag="BA2975"
                     /db_xref="Pathema:BA_2975"
     CDS             complement(2742923..2743966)
                     /locus_tag="BA_2975"
                     /old_locus_tag="BA2975"
                     /note="identified by similarity to OMNI:NTL01PM1279"
                     /codon_start=1
                     /transl_table=11
                     /product="putative sugar ABC transporter, sugar-binding
                     protein"
                     /protein_id="AAP26795.1"
                     /db_xref="Pathema:BA_2975"
                     /translation="MKRKLGIVFIVCICLIGLIACSSQTADKKKADDVKFAFIPKLTG
                     VGFFTSGGEGAKEMGDKLGVQVKYDGPSEASVSGQVKYINNFINQNYDALMVSSTSVD
                     GLSQSLQRAKKKGMTVLTWDSDVNPKDRSFYISQGTPDQLANLLIEMTSKQIGDKGKV
                     AFFYSSPTVTDQNQWVTKAKEIIKEKYPNWEIVTTQYGENNAQKSLSVGENILKTYPD
                     INAVICPDATALPAMAQAAENLKMDKKVVVTGFSTPNVMRDYVKRGTVQQFGLWDVKQ
                     QGALATYVANEIVVKGKKLKVGDSFEVKGIGKVKVEPNSIQGYDYEAEGNGIIVLPER
                     VVFTKDNIDKYNF"
     gene            complement(2743963..2744952)
                     /locus_tag="BA_2976"
                     /old_locus_tag="BA2976"
                     /db_xref="Pathema:BA_2976"
     CDS             complement(2743963..2744952)
                     /locus_tag="BA_2976"
                     /old_locus_tag="BA2976"
                     /note="identified by similarity to SP:P36948; match to
                     protein family HMM PF02653"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ribose ABC transporter, permease
                     protein"
                     /protein_id="AAP26796.1"
                     /db_xref="Pathema:BA_2976"
                     /translation="MKYVYRWEGVLIVLLLIEFILFSLINSDFLNISNLLFSTNDFLF
                     IAIAAIPMTFVIVTGGIDVSVGSIMGLTSILIGVLWMNGISILFAVIISLIISCLAGA
                     LNGFIIKMTDVEPLVVTLGTMFLYGGIALVISGGAGASGYEGISGLPDAFVQLASGSF
                     IGIPNLLWLLIVLTVLCAVLFHRTIYGRHVKLTGANENAAKYTGIMTKKVVIIAYMLS
                     GLGGGLGGTFLTAYFGSARADMGSETILPIITAVVLGGTLITGGKGSIIGTVLASIFI
                     GLMQYGLQMTGLTNEQSNVVIGIILILSVIMRHFKLHQFTLGKRKNLHKGEMS"
     gene            complement(2744949..2745902)
                     /locus_tag="BA_2977"
                     /old_locus_tag="BA2977"
                     /db_xref="Pathema:BA_2977"
     CDS             complement(2744949..2745902)
                     /locus_tag="BA_2977"
                     /old_locus_tag="BA2977"
                     /note="identified by similarity to OMNI:NTL01EC03671;
                     match to protein family HMM PF02653"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ribose ABC transporter, permease
                     protein"
                     /protein_id="AAP26797.1"
                     /db_xref="Pathema:BA_2977"
                     /translation="MKRMLKIHEMSIITLLLIYIAIVGMINPSFIQFNSLSLMVKSSV
                     ILVVLAIGQSFVLFTKNIDVSVGSSMGLSAAVCGMLLTNEYSASLSIFAAITLGAIIG
                     FVNGMGVAKFRVPAIIMTLGMLGIIRGAMLIFTGGKWIEDIPNDFKQLSSIVILGLPI
                     TVWFVLIILLLLYFFLRKVPFGRYFYAVGDNEDGARLIGIPVNKVKICAFIISGISAA
                     LAGCIFVMNIGFIPNQTGTGLELQVIAAAVLGGIHLKGGTGSLFGAALGALFLETISS
                     SLVFLKIPAFWNNAISGFLLLLIIILDSVMKKWKAERRMNL"
     gene            complement(2745899..2747389)
                     /locus_tag="BA_2978"
                     /old_locus_tag="BA2978"
                     /db_xref="Pathema:BA_2978"
     CDS             complement(2745899..2747389)
                     /locus_tag="BA_2978"
                     /old_locus_tag="BA2978"
                     /note="identified by similarity to OMNI:NTL01BS03589;
                     match to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ribose ABC transporter, ATP-binding
                     protein"
                     /protein_id="AAP26798.1"
                     /db_xref="Pathema:BA_2978"
                     /translation="MTSCGERTFITSKKMSKAFLNQLVLKEVNIQVERGDIYALVGGN
                     GAGKSTLMKILTGLYSYDDGEMYVKGTKQQFSNPSEAHRKGIYLIPQEPLIFPHMTIE
                     ENICIGLKEKKKKLRVQIQQLISSLGWDIDLNELGGSLSIAQQQLVEIVRGLIREAEI
                     LILDEPTSTLTTHEIKSLFVLMKSLQEKGIGMIYITHRFPEIFEIANKVAILRDGMIV
                     SQGDVCDYTYDMLMEGLLPKGYKQKEKIEVVQETTRMKEILEVIDINGHAFENISFTV
                     HAGEIVGIAGIVGSGRTELAEAIFGLKTVKTGSILLDGKSIDTCSLHKRLDEGLVYVS
                     EDRARNGIFSIASVKENIAAASLQQYNRFFINQEKESALVNSFIEQFRIVVQDMNEEL
                     VSLSGGNQQKVVLAKYLACNPKVIILDEPTRGIDAKARLEVYETIGKMKREGLAILLI
                     SSDVEEIVQLVNRVYVMRNGRFVSHMEKEQLSVNEVTRLAYGGVAE"
     gene            2747567..2748508
                     /locus_tag="BA_2979"
                     /old_locus_tag="BA2979"
                     /db_xref="Pathema:BA_2979"
     CDS             2747567..2748508
                     /locus_tag="BA_2979"
                     /old_locus_tag="BA2979"
                     /note="identified by similarity to SP:P39140; match to
                     protein family HMM PF04198"
                     /codon_start=1
                     /transl_table=11
                     /product="putative transcriptional regulator"
                     /protein_id="AAP26799.1"
                     /db_xref="Pathema:BA_2979"
                     /translation="MKSMTQLNFEENLLTKVAWYYYKDQLTQQEIASLLHISRNKVVR
                     LLDKARSEGIVTFHVKGTGLHCLSIERDLMKKFHLKDAFIIPTPLNNYHDSLGKAAAQ
                     YLETQLQQGDLLGIGWGETISKMLENIHFESSINLSIVTLTGGVNHYLPRKQNYLHYM
                     QGDLHIIPTPFLASTTEMAQSILSEPSVKDMLHVASLAHTAVVGIGGLSQDATIVKEE
                     KLTLREMTYIRSQNGAGDILGQFYDTNGGLLELSHHNRLIGTPLPVLRNMKHVVGVAG
                     GTEKIDAIYGALKGKFIHTLITDEETALSLLRKDGDC"
     gene            2748508..2750071
                     /locus_tag="BA_2980"
                     /old_locus_tag="BA2980"
                     /note="carbohydrate kinase, FGGY family, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_2980"
     gene            2750097..2750459
                     /locus_tag="BA_2981"
                     /old_locus_tag="BA2981"
                     /db_xref="Pathema:BA_2981"
     CDS             2750097..2750459
                     /locus_tag="BA_2981"
                     /old_locus_tag="BA2981"
                     /note="identified by similarity to SP:P16558; match to
                     protein family HMM PF07883"
                     /codon_start=1
                     /transl_table=11
                     /product="polyketide synthesis domain protein"
                     /protein_id="AAP26800.1"
                     /db_xref="Pathema:BA_2981"
                     /translation="MLKANENDFSYRFGDNGPKYLIQGPNIDLGLVVIQPGQEFQNHY
                     HTTCEEVFYALEGEIDFYVNNERVPMKQGDVLQVRPHESHYLINHSDKPFKAVFIKSP
                     HLPNKDTVQTENPTLTKE"
     gene            2750466..2751248
                     /locus_tag="BA_2982"
                     /old_locus_tag="BA2982"
                     /db_xref="Pathema:BA_2982"
     CDS             2750466..2751248
                     /locus_tag="BA_2982"
                     /old_locus_tag="BA2982"
                     /note="identified by match to protein family HMM PF01791"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26801.1"
                     /db_xref="Pathema:BA_2982"
                     /translation="MTWGFKNRLNTILPDGRAVMLAIDHGYFLGPIHGLEQPLETVKN
                     LLPYTDSLFLTRGVLNSCIPENCSTPMVMRVSGGATVVGKDLANETIVTPVKEAVKQN
                     AIGVGVSVFVGSDYETQTVTNLANVVSEAHDYGLPVLGITAVAKELQKREARFLALAS
                     RVCVEMGADIIKTYYCEGFEKITSTCPAPVVIAGGPKLDSIEDALNITYNALQEGAIG
                     VDMGRNIWQSEHPAAMIQAIHGIVKNGLNVKEALELYNDVKN"
     gene            complement(2751371..2751874)
                     /locus_tag="BA_2983"
                     /old_locus_tag="BA2983"
                     /db_xref="Pathema:BA_2983"
     CDS             complement(2751371..2751874)
                     /locus_tag="BA_2983"
                     /old_locus_tag="BA2983"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26802.1"
                     /db_xref="Pathema:BA_2983"
                     /translation="MTSVFKDMAFQLRTERLDLNMWEESDAVWLRELIGERGVEMPTV
                     ESVRNDLIEKRKIAVENGISLLTIRRRDEGDFIGYCGLIIGRSTLEEPEIAYELFRSA
                     HRMGYATEAASAVLEAAIATGRKRLWSTVGAWNTASFRVLEKIGFKRHHSTFGERGEI
                     VWNVRDL"
     gene            complement(2752211..2752510)
                     /locus_tag="BA_2984"
                     /old_locus_tag="BA2984"
                     /db_xref="Pathema:BA_2984"
     CDS             complement(2752211..2752510)
                     /locus_tag="BA_2984"
                     /old_locus_tag="BA2984"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26803.1"
                     /db_xref="Pathema:BA_2984"
                     /translation="MKGISHWLQSSLIKIQSALKANDELKASYIVQTSTWTLLEGIWA
                     INNKPVPPAGSVLRYIQTLPNKPIHLDALLNKLFLGNTKDRIKAAIELIEWVLHK"
     gene            complement(2752561..2752899)
                     /locus_tag="BA_2985"
                     /old_locus_tag="BA2985"
                     /db_xref="Pathema:BA_2985"
     CDS             complement(2752561..2752899)
                     /locus_tag="BA_2985"
                     /old_locus_tag="BA2985"
                     /note="identified by similarity to GP:15025303"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26804.1"
                     /db_xref="Pathema:BA_2985"
                     /translation="MLEAQIFKHKQHKKLVQTIVAETLCTEKVNGFMLIGSVARGDAY
                     PDSDLDFYILLEEGQKKKFHSETREGILVEYKCADVNQILVNFKNNPMELYSFLEGEI
                     LFDKSGDLKN"
     gene            complement(2752982..2753551)
                     /locus_tag="BA_2986"
                     /old_locus_tag="BA2986"
                     /db_xref="Pathema:BA_2986"
     CDS             complement(2752982..2753551)
                     /locus_tag="BA_2986"
                     /old_locus_tag="BA2986"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP26805.1"
                     /db_xref="Pathema:BA_2986"
                     /translation="MKRILLMTALATILLSACNNNVKEEVSKNKEEKRESSANIVEQK
                     EYIIIDKKHNDIFLKDASSNKEDSVKVSLNDLNSTKWKAPKRNGILDIGDHISLEKEE
                     GKYTPTLVKDLVGEIKYDGTIKYKILEATSKSVKWFPLNKENNGGYVPPEMVKVVNAS
                     KIKAGDIVTIQDKTKSSEDVIIYELKIVE"
     gene            complement(2753663..2753989)
                     /locus_tag="BA_2987"
                     /old_locus_tag="BA2987"
                     /db_xref="Pathema:BA_2987"
     CDS             complement(2753663..2753989)
                     /locus_tag="BA_2987"
                     /old_locus_tag="BA2987"
                     /note="identified by similarity to OMNI:NTL01BH3889; match
                     to protein family HMM PF03992"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26806.1"
                     /db_xref="Pathema:BA_2987"
                     /translation="MFIETKTFTVKEGTSNIVVERFTGEGIIEKFEGFIDLSVLVKKV
                     RRGDEEVVVMIRWESEEAWKNWETSEEHLAGHRASRGKPKPDHIINVDHAVYYVKSSK
                     AAYQQS"
     gene            complement(2754086..2755306)
                     /locus_tag="BA_2988"
                     /old_locus_tag="BA2988"
                     /db_xref="Pathema:BA_2988"
     CDS             complement(2754086..2755306)
                     /locus_tag="BA_2988"
                     /old_locus_tag="BA2988"
                     /note="identified by match to protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative permease"
                     /protein_id="AAP26807.1"
                     /db_xref="Pathema:BA_2988"
                     /translation="MKLKNVLKNRSFFFMWIGSAISELGGGFGTLCNSILVYELTGSE
                     MALSSMWLLYFIPSLILQLISGPFIDKWSRKWIMIFSQWIRASVFLLPLIMLVSGSLE
                     VWHIYVVQIVVGLITPLYTPASQAITPSIVRKEQLQDANAYIDGMTRLMMFLAPVLGG
                     VVIHFIGTELALSFVCICLFVSGTFLLYIKENRASQPIRKTWLEQFLHGFTYFFTKPI
                     IVWLGIFLTFVQFGAGVTMVTNLPYIKGELSAGYAEFGYFMAGFPLGYVVGSILVGKV
                     TYKSRRILMLGGLFIGGLTYISLGFNHSIIIAIIVEVIAGICIAFFNVHNTTICQQSV
                     QNNMIGQVFSVRLFFIRSAMPSGVLVGGILSEMWGVRALYLIIGAIICVTSLIGMLLP
                     YFKFLDEAIEEKTA"
     gene            complement(2755358..2756401)
                     /locus_tag="BA_2989"
                     /old_locus_tag="BA2989"
                     /db_xref="Pathema:BA_2989"
     CDS             complement(2755358..2756401)
                     /locus_tag="BA_2989"
                     /old_locus_tag="BA2989"
                     /note="identified by match to protein family HMM PF01022"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, ArsR family"
                     /protein_id="AAP26808.1"
                     /db_xref="Pathema:BA_2989"
                     /translation="MEVYHITSRKRETYNVQVKYSILFECALGIAAITHKRLIDTLEK
                     SQNEWEEIKKSLTEEMREHLQFVEEHNTWKALLQLLYEEDFHDVSQFHTTIDSLSEED
                     LKYICLPFLGEKYEEKRRLAASTDVTAIHELMELTKDHQFFSTYIRFICDVDVQVLKA
                     HLIAVMTGWYESVIQKEEEEILSILKRDYEAKVEMNKKMKPEEFVEWATGGVHYMPEP
                     SVHHVLLIPQITYRPWNIEADVEDTKVFHYPVANESIHPEDPYEPNYFLVQKHKALGD
                     EARLRIVKMLFEKERTLQEITERLQLGKSTVHHHLKLLRAAKLVDIHDGKYVLRKKAV
                     QSLAKELDMFLNR"
     gene            2756690..2757178
                     /locus_tag="BA_2990"
                     /old_locus_tag="BA2990"
                     /db_xref="Pathema:BA_2990"
     CDS             2756690..2757178
                     /locus_tag="BA_2990"
                     /old_locus_tag="BA2990"
                     /note="identified by similarity to OMNI:NTL01BH2055"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26809.1"
                     /db_xref="Pathema:BA_2990"
                     /translation="MGRKEMLQNGVQQVFYEEKWYPPISEALKNLTAEQACWQPEGAA
                     SNTIWENVNHLLIFKERLLSRIHEDDTFVAPQNNDDTFSQGGPNDDAWQQTVKRTLQV
                     HDALQSSLTSFQEAELDQPKPSLPIWQQYMNILLHDAYHTGQIIQLRKLQGSWPTHRS
                     YL"
     gene            2757382..2758575
                     /locus_tag="BA_2991"
                     /old_locus_tag="BA2991"
                     /db_xref="Pathema:BA_2991"
     CDS             2757382..2758575
                     /locus_tag="BA_2991"
                     /old_locus_tag="BA2991"
                     /note="identified by similarity to EGAD:6216; similarity
                     to OMNI:NTL01BS03934; match to protein family HMM PF01773;
                     match to protein family HMM PF07662; match to protein
                     family HMM TIGR00804"
                     /codon_start=1
                     /transl_table=11
                     /product="nucleoside transporter, NupC family"
                     /protein_id="AAP26810.1"
                     /db_xref="Pathema:BA_2991"
                     /translation="MYFILNMLGIFVVILIVYLCSPNKKHIKWRPIVILIILELFITW
                     FMLGTKLGSIIINKIASFFSWLLACANEGIRFAFPSAMENQTIDFFFSALLPIIFVIT
                     FFDILSYFGILTWIIDKVGAVISKISRLPKLESFFSIQMMFLGNTEALAVVRDQLSVL
                     KENRLLTFGIMSMSSVSGSILGAYLSMVPATYIFSAIPLNCINALILANVLNPVEVSK
                     EEDVVYTPSKHEKKDFFSTISNSMLVGMNMVIVILAMVIGYVALTACLNGILGFFVTG
                     LTIQKIFSIIFSPFAFLLGLSGSDAMYVAELMGIKITTNEFVAMMDLKSNLKSLQPHT
                     VAVATTFLASFANFSTVGMIYGTYNSLFGGEKSSVIGKNVWKLLVSGMAVSLLSAMLV
                     GLFVW"
     gene            complement(2758625..2759869)
                     /gene="proA"
                     /locus_tag="BA_2992"
                     /old_locus_tag="BA2992"
                     /db_xref="Pathema:BA_2992"
     CDS             complement(2758625..2759869)
                     /gene="proA"
                     /locus_tag="BA_2992"
                     /old_locus_tag="BA2992"
                     /EC_number="1.2.1.41"
                     /note="identified by similarity to SP:P39821; match to
                     protein family HMM TIGR00407"
                     /codon_start=1
                     /transl_table=11
                     /product="gamma-glutamyl phosphate reductase"
                     /protein_id="AAP26811.1"
                     /db_xref="Pathema:BA_2992"
                     /translation="MNEVLAKGKKAKEIARELVLKSTEQKNEALSAIADQLILETAYI
                     LEENKKDIEEGKAKGFSDSLLDRLMLNEQRIVDMTEGIKQLIELRDPVGECVSAWERP
                     NGLSIQEMRVPLGVVGMIYEARPNVTVDAATICLKTGNAVILRGSSSAIHSNKAIVAV
                     IHRALKQTSLPQESVQLIEDTTRDSAKQLFTMNDYLDVLIPRGGKQLIDTVVREASVP
                     VLETGAGNCHVFIDETADKQMAFDIINAKTQRPSVCNAIETIVLHEKWAEQYGSELFS
                     SLKKRGVELRGDQKALAMDSTIVLASEEDWGTEFLSLTPAVKLVSSIEEAIHHINTYG
                     SMHSEAIISENEEKVSKFFVSVDAAALYHNASTRFTDGSEFGSGAEIGISTQKLHVRG
                     PMGLPALTSTKYVIRGNGQIRK"
     gene            complement(2759899..2761002)
                     /gene="proB"
                     /locus_tag="BA_2993"
                     /old_locus_tag="BA2993"
                     /db_xref="Pathema:BA_2993"
     CDS             complement(2759899..2761002)
                     /gene="proB"
                     /locus_tag="BA_2993"
                     /old_locus_tag="BA2993"
                     /EC_number="2.7.2.11"
                     /note="identified by similarity to SP:P39820; match to
                     protein family HMM PF00696; match to protein family HMM
                     PF01472; match to protein family HMM TIGR01027"
                     /codon_start=1
                     /transl_table=11
                     /product="glutamate 5-kinase"
                     /protein_id="AAP26812.1"
                     /db_xref="Pathema:BA_2993"
                     /translation="MKKQRIVVKIGSSSLADSHEGISKEQLSDHVAALARLKEEGHEV
                     LLITSGAVAAGFSALGYPSRPVTIKGKQAAAAVGQSLLMQAYTEEFRKYGIVTAQLLL
                     TRSDFSRKEQYSNAYATLGELLNRSALPIINENDSISLEELTFGDNDMLSALVSGLVS
                     ADMLMIFTDVNGLYDKNPQKNEDAKKYYFLPEVTEEIASLAGDAGSKLGTGGMKSKVD
                     AAKTALSLGVSVFIGTGRGQEKFVDVLKGKGDGTYVGNAPQKEMKINKQWIALHSVVS
                     GQIEIDAGAATAIIQHGKSLLPAGVTNVSGFFQVGEVVEVMTQQGRVIGKGQCTYSAE
                     ELRDVKGMQSQQIQARGERHNYEVIHRDYWVSF"
     gene            2761701..2762519
                     /gene="proC1"
                     /locus_tag="BA_2995"
                     /old_locus_tag="BA2995"
                     /db_xref="Pathema:BA_2995"
     CDS             2761701..2762519
                     /gene="proC1"
                     /locus_tag="BA_2995"
                     /old_locus_tag="BA2995"
                     /EC_number="1.5.1.2"
                     /note="identified by similarity to SP:P00373; match to
                     protein family HMM PF01210; match to protein family HMM
                     PF03807; match to protein family HMM TIGR00112"
                     /codon_start=1
                     /transl_table=11
                     /product="pyrroline-5-carboxylate reductase"
                     /protein_id="AAP26813.1"
                     /db_xref="Pathema:BA_2995"
                     /translation="MDKQIGFIGCGNMGMAIIGGMLNKKIVSSNKIMCSDLNTTNLEN
                     ASEKYGISITTDNNEVAKNADILILSIKPDLYASVINEIKEEIKSDVIVVTIAAGKSV
                     KSTEDSFDTKLKVVRVMPNTPALVGEGMSALCPNEMVTEKDLEDVLNIFNSFGQSEIV
                     SEKLMDVVTSVSGSSPAYVYMIIEAMADAAVLDGMPRNQAYKFAAQAVLGSAKMVLET
                     GIHPGELKDMVCSPGGTTIEAVATLEEKGLRTAIISAMQRCTQKSVELSGQTKK"
     gene            complement(2762656..2764296)
                     /gene="rocB"
                     /locus_tag="BA_2996"
                     /old_locus_tag="BA2996"
                     /db_xref="Pathema:BA_2996"
     CDS             complement(2762656..2764296)
                     /gene="rocB"
                     /locus_tag="BA_2996"
                     /old_locus_tag="BA2996"
                     /note="identified by similarity to SP:P39635; match to
                     protein family HMM PF01546"
                     /codon_start=1
                     /transl_table=11
                     /product="RocB protein"
                     /protein_id="AAP26814.1"
                     /db_xref="Pathema:BA_2996"
                     /translation="MSKWQSKEQLIQLVSGLVEIPSITGTEAEVILPDFVVEQLSDLQ
                     YFKENPHHLQKNPTGDGRYFVTALVKKSDSTKNTVILVSHFDVVDVQDYGVWKEDAFN
                     PKKLTSMFYSHKDELPAHVREDIEQGDWLFGRGTMDMKCGLALQMAMIEQACEGRFDG
                     NVLLLAVPDEEVNSVGMRAAVPRLLDLAREHDLDYKTVLNSEPMFSRHPGDQKKYIYT
                     GSIGKVLPGFLCYGKETHVGEPFAGLNGSYMASLITAELELNTDLCDIVEGEASPPPT
                     NLLQRDLKEDYSVQIPHRAVTLFNLFLLEKSMTDVVSLLRQKVTKVAEKIEESYEKQA
                     YRFSKYNPFIPPNLKVNVLTYEELIAYAIEQHGQEKIDDIQSSIIKNREDKDDRAVTI
                     DLVDKLAILCKEKAPMIVLFFAPPYYPAVSSRNNKLIKEVVGEMERYAHFNHNITFEN
                     QNYFGGISDLSYVGLQNPLHSMSSLVDNMPLWDKGYSIPLQELEEFDVPVLNMGPVGK
                     DAHQWTERLDVNYAFETLLDMLPICIEKLLVSNKITQV"
     gene            complement(2764372..2765121)
                     /locus_tag="BA_2997"
                     /old_locus_tag="BA2997"
                     /db_xref="Pathema:BA_2997"
     CDS             complement(2764372..2765121)
                     /locus_tag="BA_2997"
                     /old_locus_tag="BA2997"
                     /note="identified by similarity to GP:1032474; match to
                     protein family HMM PF01614; match to protein family HMM
                     PF09339"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, IclR family"
                     /protein_id="AAP26815.1"
                     /db_xref="Pathema:BA_2997"
                     /translation="MVQSIDRAISIIKLLNSTNEKEYWAISDIADRTHLPVSTVHRLL
                     NSLIEHGLVTQISETKQYKIGPMWMEIGLRQLEKVDYRSVAREVMKRLASEVEESVYL
                     NIPNGTHSIIIERMDSPLKIRVIDNLGEQIPLSIGAANKTMLANMKESEMEYIVEQLL
                     SALPEQKQILLDQLKQIRNEGYAVSYGEKTEGTASVAAPIIGFNHKVVGALSVGLISH
                     RINDDRLSFLISKVKQAAHEISIKIGSTSEL"
     gene            2765389..2766813
                     /locus_tag="BA_2998"
                     /old_locus_tag="BA2998"
                     /db_xref="Pathema:BA_2998"
     CDS             2765389..2766813
                     /locus_tag="BA_2998"
                     /old_locus_tag="BA2998"
                     /note="identified by similarity to EGAD:19601; match to
                     protein family HMM PF00324"
                     /codon_start=1
                     /transl_table=11
                     /product="amino acid permease family protein"
                     /protein_id="AAP26816.1"
                     /db_xref="Pathema:BA_2998"
                     /translation="MSQVNNTNNELKRTMKSRHLFMIALGGVIGTELFNGSGFIISQA
                     GPGGSVLAFMAGGLLMYFVMLCLGELAVAMPVSGSFQEYATKFINPATGFTIGWLYWL
                     SWANTTGLEFTTAGITMQRWFPDIPVWVWCLIFGVTIFMINALSARSYAETEFWFSSI
                     KVSAIIAFIILGGAAMFGLIDLKGDEPAPLLSNFVNHGGLFPNGLAAILLTMVTVNYS
                     FQGTELVGIAAGESEDPAKTLPRSIRNIIWRTMFFFVLAIFVLVALIPWEEAGLTKSP
                     FVAVFDNISIPYAADIMNFVILTAVLSVANSGLYAATRMLWSLSKNEMAPAFLKKLSS
                     RGIPLNALILTISISAFSLLTSVVAAETVYLWLISISGVITIIVWMSICVSQFFFRKH
                     YVADGGRLEDLKFKTPLYPLVPILGFGLYGIILVSLIFIPDQRLGIYCTVPFIIFCYT
                     YYHFKVKKRISTNTSSENKISETI"
     gene            complement(2766874..2768061)
                     /locus_tag="BA_2999"
                     /old_locus_tag="BA2999"
                     /db_xref="Pathema:BA_2999"
     CDS             complement(2766874..2768061)
                     /locus_tag="BA_2999"
                     /old_locus_tag="BA2999"
                     /note="identified by similarity to GP:6002200; match to
                     protein family HMM PF01139"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26817.1"
                     /db_xref="Pathema:BA_2999"
                     /translation="MLKLQGKYNEAKVFTNNVDETATGQIIDLCNQEFVKDSQIRIMP
                     DTHAGAGCTIGTTMTIQDKIVPNLVGVDIGCGMEVVVIDKKKEEINFDYLDETIRKFV
                     PSGFRIRDKEHRFSKMIDFDGVRAPFTLQRAQKSIGTLGGGNHFVELNEDDKGNVYIV
                     IHSGSRNLGKQIAEYYQNFAYEQLIDVTSIKDDIIKRLTEEGRAKEIQETLRGIQKPK
                     IRKELAYLEEQGFKDYMNDMNIAQKYAALNRKAMIDEIVTKMDWKITDQFTTIHNYID
                     IENMILRKGAISAQKDERVIIPINMRDGSIIAFGKGNPDWNFSGPHGPGRIMSRKKAK
                     ESLSLEEFQNTMTEVWTTSVVESTIDEAPMVYKPMDEIIENTKETIDIKHIIKPLYNF
                     KAN"
     gene            complement(2768337..2769296)
                     /locus_tag="BA_3000"
                     /old_locus_tag="BA3000"
                     /db_xref="Pathema:BA_3000"
     CDS             complement(2768337..2769296)
                     /locus_tag="BA_3000"
                     /old_locus_tag="BA3000"
                     /note="identified by match to protein family HMM PF00487"
                     /codon_start=1
                     /transl_table=11
                     /product="stearoyl-CoA 9-desaturase"
                     /protein_id="AAP26818.1"
                     /db_xref="Pathema:BA_3000"
                     /translation="MWQLINTVVPFIILWYLAYKSLSVSYLLAVVPSLLAAGFMTRIF
                     IIFHDCTHYSFFKSRRANRIVGTCMGVLTLFPFDQWGHDHAIHHATSGNLDKRGTGDI
                     WTLTVDEYVAAPLRLRLAYRLYRNPFVMFGLGPIYVFLLKNRFNRKGARQKERMNTYL
                     TNIIIVAVVAILCWAIGWQSFLLVHGTIFLIAGSVGIWLFYVQHTFEDSYFEEDKDWE
                     YVKAAVEGSSFYKLPKILQFLTGNIGFHHVHHLSPRVPNYKLEEAHNNTLPLKNVPTI
                     TLATSLRSLRFRLWDEKSNNFVSFKEVKNIIKNNVSVRVKSEL"
     gene            complement(2769570..2771243)
                     /locus_tag="BA_3001"
                     /old_locus_tag="BA3001"
                     /db_xref="Pathema:BA_3001"
     CDS             complement(2769570..2771243)
                     /locus_tag="BA_3001"
                     /old_locus_tag="BA3001"
                     /EC_number="3.1.3.1"
                     /note="identified by similarity to SP:P19405; match to
                     protein family HMM PF00245"
                     /codon_start=1
                     /transl_table=11
                     /product="alkaline phosphatase"
                     /protein_id="AAP26819.1"
                     /db_xref="Pathema:BA_3001"
                     /translation="MSELALKMKRLLLVGTIILSMLCTESLMNYHTAEAKVKKVERKP
                     KNVIIMVMDGTSSTATTLARLYKGKPLALDEIVTGGVRTYSAESAITDSAPAATALAT
                     GNKSNSGYVGVLPSIVSSSGLKPMKEEDKLRPVANVLEGAKRTGRATGIVATAEIQHA
                     TPAGFSAHHVNRNNFEVLAEQQVYQNIDVVLGGGKAALLPETDSGIRKDGEDLVKVIK
                     NKGYDFVETKEALLGSKSNKIWGSFSLNALAFDMDREATNPEQPTLSQMTEKAIQTLS
                     KDKDGFFLFVEGSKPDWAAHVNDPIGMISDVLAFDNAVAEALKFAKKDGNTMLIAVAD
                     HGNSGISIGNMNTTKGYNTTPISAYIYPLKKAKMTLEGTINNLKADISNVEEVAKLYG
                     LDNLTYDEKERLKTAKKKIDVGPIFTTLLSKRANIGFTTGGHTGEDVFLYSYGPQKPY
                     GLIQNTDVAKTMAKAMGFNLEKVTNKLFVESESAIKQNDAAVTIDKTDVANPVLIVKR
                     NNVTAQLFVNKNIIRIKNKEYELGSVVVESNGKVYVPEEAIHLFRKHSR"
     gene            2771528..2772010
                     /locus_tag="BA_3002"
                     /old_locus_tag="BA3002"
                     /db_xref="Pathema:BA_3002"
     CDS             2771528..2772010
                     /locus_tag="BA_3002"
                     /old_locus_tag="BA3002"
                     /note="identified by similarity to EGAD:109160"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26820.1"
                     /db_xref="Pathema:BA_3002"
                     /translation="MKQGSTLFLKTAVILMGIPVLAMCIFLVPNIGNFAAELYPEMAY
                     IKYLVFINLYATAIPYYFALYQTFKLLNYIDKNNAFSELSVKALKNIKYSALAISVLY
                     VLGMPLFYLVAERDDAPGIIVIGMIIIFASMVIAVFAAVLQRLLKDAIDIKSENDLTV
                     "
     gene            2772021..2772236
                     /locus_tag="BA_3003"
                     /old_locus_tag="BA3003"
                     /db_xref="Pathema:BA_3003"
     CDS             2772021..2772236
                     /locus_tag="BA_3003"
                     /old_locus_tag="BA3003"
                     /note="identified by similarity to OMNI:NTL01BS01872"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein"
                     /protein_id="AAP26821.1"
                     /db_xref="Pathema:BA_3003"
                     /translation="MAIIINIDVMLAKRKMSVTELSEKVGITMANLSILKNGKAKAVR
                     FSTLEAICKALECQPGDILEYQPEESE"
     gene            complement(2772277..2772588)
                     /locus_tag="BA_3004"
                     /old_locus_tag="BA3004"
                     /db_xref="Pathema:BA_3004"
     CDS             complement(2772277..2772588)
                     /locus_tag="BA_3004"
                     /old_locus_tag="BA3004"
                     /note="identified by similarity to GP:22776668"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26822.1"
                     /db_xref="Pathema:BA_3004"
                     /translation="MKTEIGPKKKYSIISYISLLIGILCFLFVFITPTRIANAGNIVG
                     DYVTVALTVAGIILSVITMAKKTEKKGIAILSLILSSSFFIFWIIAIILLFTGQICFA
                     P"
     gene            complement(2772695..2773081)
                     /locus_tag="BA_3005"
                     /old_locus_tag="BA3005"
                     /db_xref="Pathema:BA_3005"
     CDS             complement(2772695..2773081)
                     /locus_tag="BA_3005"
                     /old_locus_tag="BA3005"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP26823.1"
                     /db_xref="Pathema:BA_3005"
                     /translation="MRRMLLIIISAIAAFALAACTGNKVDESTSKNFISKAEEIVSLL
                     NEAKYKEVHEKFDSKMTAALSEEKMKDLTPIIEKAGTFEKIEKQSIEEKDGLYTVILV
                     AKYSKEQRTFIITYNDKEEIAGLVIK"
     gene            complement(2773078..2773761)
                     /locus_tag="BA_3006"
                     /old_locus_tag="BA3006"
                     /db_xref="Pathema:BA_3006"
     CDS             complement(2773078..2773761)
                     /locus_tag="BA_3006"
                     /old_locus_tag="BA3006"
                     /codon_start=1
                     /transl_table=11
                     /product="CAAX amino terminal protease family protein"
                     /protein_id="AAP26824.1"
                     /db_xref="Pathema:BA_3006"
                     /translation="MNGLIFTTMISFGLPLIALLYALWRKRYIPYMLGILAFVVSQIL
                     IRIPILNYLNGTSTDFQMFSVMQPILFAVLLSISAGIFEEIARFIAMRYFMKQRDWQS
                     GFLFGAGHGGIEAVLIVGIPVISLLLSQTVIQNGDSYYLGGIERIFAMVLHVGLSFIV
                     LQAVVQKKFRYVVYAILIHGTVNALAGIISLYVPGEIGIIMSEVSIAIFALLTFSYSF
                     ILKRKGVLK"
     gene            complement(2773851..2775167)
                     /locus_tag="BA_3007"
                     /old_locus_tag="BA3007"
                     /db_xref="Pathema:BA_3007"
     CDS             complement(2773851..2775167)
                     /locus_tag="BA_3007"
                     /old_locus_tag="BA3007"
                     /codon_start=1
                     /transl_table=11
                     /product="histidine kinase domain protein"
                     /protein_id="AAP26825.1"
                     /db_xref="Pathema:BA_3007"
                     /translation="MYIYDLFAILLTSMCHTFLYIQLIRYNRLSVRMLIALSTVFIIL
                     LAIVVTVTRYPELNSTIVLFLISLGLMQNELKFKHNLYFALVSMVIITLVKMLLLDLG
                     MKIFMLTPFNLYLWTGSIIHLIVSTLTFIGILLARKRIQKIAQYIVGSPLYYITYILL
                     IIGFIIELILTQPSTEFLAKINQQYSEVSYNSAIIIFLLLLIIVLISSHLSKEKLREE
                     HEKRLDKELLDYVEKLEDKHDELASFRHDYMNVLLSLEEGIRTKNVKEIEQVYYDVIA
                     PTLKTINDHELDIAKLSRIQIPEVRSVLRAKVGTAQQQQIKVMLDIPENIESVSMTII
                     SFIRIISVLVDNAIEEAVCSEEKILQIAFFEMDSRQYFIVRNSSKGEAIDLQKIYEKN
                     HSNKEGARGYGLFSLKRIINKTNNATLETTYVSPYFTQTFILNEMK"
     gene            complement(2775167..2775901)
                     /locus_tag="BA_3008"
                     /old_locus_tag="BA3008"
                     /db_xref="Pathema:BA_3008"
     CDS             complement(2775167..2775901)
                     /locus_tag="BA_3008"
                     /old_locus_tag="BA3008"
                     /note="identified by similarity to GP:2564260; match to
                     protein family HMM PF04397"
                     /codon_start=1
                     /transl_table=11
                     /product="response regulator"
                     /protein_id="AAP26826.1"
                     /db_xref="Pathema:BA_3008"
                     /translation="MSIFILEDDVIQAQQMKRLVEEICEKYMLPLDFIEVTSKSENII
                     TNIPKAKYVPIYFLDIEIKREERKGLHVAQEIRKYDTQGIIVFVTTHSEFAPISYQYM
                     VSALTFIDKGLSYEERYKVFEQCLLQYEARNKHIIPSDDFIVENSNATVRVPFYEVEY
                     VMTDEPHRLALVTLDRIVYFYGTLKEIEIIDERLFRCHQSYIVNTKQMSSYDAKQKMI
                     VLKSGKRIPVSRRLVSKVRNMLKGEM"
     gene            complement(2776064..2776645)
                     /locus_tag="BA_3009"
                     /old_locus_tag="BA3009"
                     /db_xref="Pathema:BA_3009"
     CDS             complement(2776064..2776645)
                     /locus_tag="BA_3009"
                     /old_locus_tag="BA3009"
                     /note="identified by similarity to GP:10172933"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26827.1"
                     /db_xref="Pathema:BA_3009"
                     /translation="MSTNELINIMKKHKENRFILGIDGLSRSGKTTFVTNLKENMKQE
                     SIPFHIFHIDNYIVERNKRYDTGFEEWYEYYYLQWDIEWLRQKFFRKLQNETKLNLPF
                     YHDETDLCEMKKVQIPIVGVIVIEGVFLQRKEWRDFFHYMVYLDCPRETRFLRESEET
                     QKNLSKFENRYWKAEDYYLEMESPKDRADLVIK"
     gene            complement(2776645..2777187)
                     /locus_tag="BA_3010"
                     /old_locus_tag="BA3010"
                     /db_xref="Pathema:BA_3010"
     CDS             complement(2776645..2777187)
                     /locus_tag="BA_3010"
                     /old_locus_tag="BA3010"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26828.1"
                     /db_xref="Pathema:BA_3010"
                     /translation="MGFPKLETERLQLRELTLLDAETMFHYFSKESVIRYFGMDSFEN
                     IEQAKTTIQTFKNRYEEGSVFRWGIEKKGTGQLIGTCGFHLINHHHKRAEIGYELDDT
                     YWGQGYASEALQAILTYGFETLQLIRIAAVVYVENKASQKLLSKAGFQEEGLLRKHMI
                     QNGVAHDTILYSLLKEEWKK"
     gene            complement(2777202..2777585)
                     /locus_tag="BA_3011"
                     /old_locus_tag="BA3011"
                     /db_xref="Pathema:BA_3011"
     CDS             complement(2777202..2777585)
                     /locus_tag="BA_3011"
                     /old_locus_tag="BA3011"
                     /note="identified by match to protein family HMM PF00903"
                     /codon_start=1
                     /transl_table=11
                     /product="glyoxalase family protein"
                     /protein_id="AAP26829.1"
                     /db_xref="Pathema:BA_3011"
                     /translation="MNLKMKYIILYVEKFEECLRFYKDVLQLPIKAEHGTYIEFNTGT
                     TILAMNTRQDVKELTGLPLTEGELQSSHFELGFVVENVQETIEQFREQGITVLVEPIV
                     KPWGQTIAYIADPDGNYIEICSSLE"
     gene            2777869..2778114
                     /locus_tag="BA_3012"
                     /old_locus_tag="BA3012"
                     /db_xref="Pathema:BA_3012"
     CDS             2777869..2778114
                     /locus_tag="BA_3012"
                     /old_locus_tag="BA3012"
                     /note="identified by similarity to OMNI:NTL01BH2249"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26830.1"
                     /db_xref="Pathema:BA_3012"
                     /translation="MEPMLCPSCKTNRTRFNILEQQVKPVKLNPQTGQVEEEYTNETM
                     NAFHMAYQGPTYRVQCAVCGLVENPEQFIKPAQNQSF"
     gene            complement(2778512..2779048)
                     /locus_tag="BA_3014"
                     /old_locus_tag="BA3014"
                     /db_xref="Pathema:BA_3014"
     CDS             complement(2778512..2779048)
                     /locus_tag="BA_3014"
                     /old_locus_tag="BA3014"
                     /note="identified by similarity to GP:16413636"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26831.1"
                     /db_xref="Pathema:BA_3014"
                     /translation="METKRVFKFFTAWNLEKEEAFLRKMHQQGWALQKYNLMYTFQKT
                     EPKDVMYKADFRLVYRDSKEQQQEYFEIYEMSGWKRVTSFTRWNYFCKEVEEVNELPD
                     IYSEKETRIQKLNELLLFLVIISASLLPSMYNLFLSPMESRVPMWAKVMTGLTGGMWM
                     YFFIRLSWKIKKLKSEIL"
     gene            complement(2779056..2779373)
                     /locus_tag="BA_3015"
                     /old_locus_tag="BA3015"
                     /db_xref="Pathema:BA_3015"
     CDS             complement(2779056..2779373)
                     /locus_tag="BA_3015"
                     /old_locus_tag="BA3015"
                     /note="identified by similarity to GP:16413635; match to
                     protein family HMM PF03551"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26832.1"
                     /db_xref="Pathema:BA_3015"
                     /translation="MNTKARKYIPLTEATYYILLSLVKPMHGYGIMQLVEEMTNGEVK
                     LGPGTLYGNTTKLLKEKLIVEVASTDRKKCYELTPFGKEVLELEYNRLQRSVRNGNSI
                     LGE"
     gene            2779580..2780509
                     /locus_tag="BA_3016"
                     /old_locus_tag="BA3016"
                     /db_xref="Pathema:BA_3016"
     CDS             2779580..2780509
                     /locus_tag="BA_3016"
                     /old_locus_tag="BA3016"
                     /note="identified by similarity to GP:16409831; match to
                     protein family HMM PF07726; match to protein family HMM
                     PF07728"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26833.1"
                     /db_xref="Pathema:BA_3016"
                     /translation="MINKLKENIGSVFVGKENVIDLLIVSLLADGHVLLEDVPGTGKT
                     LLAKTLSKSIGGNFSRVQFTPDVLPSDVTGIEYFNPKTSEFELRLGPVVANILLADEI
                     NRAMPRTQSSLLEAMEERQVTLEKQSTPLPKPFFVIATQNPIESQGTFPLPDAQLDRF
                     LMTISIGYPNPEDELQMMRRFRNDTPLESVISVITLDDILEAQKRVKEIFVSEPLEHY
                     IIKLAHATRNHDYIANGVSPRATLVLVRAVQALAFLRGREYCTPEDIQFLVPSVWNHR
                     IVLSMEGVLRTTKNEIMQKILKEVDVPVEIEQA"
     gene            2780506..2781669
                     /locus_tag="BA_3017"
                     /old_locus_tag="BA3017"
                     /db_xref="Pathema:BA_3017"
     CDS             2780506..2781669
                     /locus_tag="BA_3017"
                     /old_locus_tag="BA3017"
                     /note="identified by similarity to EGAD:165315; match to
                     protein family HMM PF01882"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26834.1"
                     /db_xref="Pathema:BA_3017"
                     /translation="MNGQRVVTVPLFFQLHIIQLSVPGAILFTFFMPQRIIMFFFFFY
                     YLFAIFIYKYVAYIEKKFQVINEKQTTRLFPDESGQFFIHLKNGANIPLVNGVCYFHL
                     DTSLLPHKDQGIEQISKTLFSFPFSQPAHSAQKWDLSLTATKRGVFQIEQFECVLKDP
                     FHLLSVHLPVFDKLRTEIIVYPSPKEVAGLQELQQLLNGSYRTNFSFYNDETSIIGVK
                     RYERESFRSIHWKASAKMQELQAKQYEPVKNYSWTICLSLAANRGFGWKDNIEDLISF
                     ATYICQYATKHQIPFELFISVLAEGGPLHLPLNEGQTHYAKALEELARISDDSTLIPK
                     QGFLHYTNRKGERSSTMIYIGLQKNDLSLLSQPTFLINNEGMVEKLENLALSR"
     gene            2781644..2781904
                     /locus_tag="BA_3018"
                     /old_locus_tag="BA3018"
                     /db_xref="Pathema:BA_3018"
     CDS             2781644..2781904
                     /locus_tag="BA_3018"
                     /old_locus_tag="BA3018"
                     /note="identified by similarity to OMNI:NTL01NS3779"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26835.1"
                     /db_xref="Pathema:BA_3018"
                     /translation="MKTWLYHVNDFLLLLLLSLLTERDELIAIAIFLTTGYIGVFLIY
                     KFMGKRTPGFVILLITQIIGCSFSLSLYLAQLCYLFSSLSYM"
     gene            2782012..2782752
                     /locus_tag="BA_3019"
                     /old_locus_tag="BA3019"
                     /db_xref="Pathema:BA_3019"
     CDS             2782012..2782752
                     /locus_tag="BA_3019"
                     /old_locus_tag="BA3019"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26836.1"
                     /db_xref="Pathema:BA_3019"
                     /translation="MIHIMITFWLTGANRNQQVLRFTSIITIGVMSILIVQVFSFIRV
                     IFSFITEVVALGVGYIINPFLVAAELKDTEGVWASKGHLLKPQIEKNRGKLPDFDPTL
                     INSITIIACTAIAIYVVWKIVKKRKQFSLPNMPVFESTIITDKEGMSQQRFKRNKPPH
                     NEIRKEIFKLESKLIPPLNRNRGETVEAWLGRINSEEDVNIESHIIINAYNTVRYSNE
                     ENTVLLHEFKEEIHKLYMYQKSLKKRKK"
     gene            complement(2782809..2784266)
                     /locus_tag="BA_3020"
                     /old_locus_tag="BA3020"
                     /db_xref="Pathema:BA_3020"
     CDS             complement(2782809..2784266)
                     /locus_tag="BA_3020"
                     /old_locus_tag="BA3020"
                     /note="identified by similarity to OMNI:SA0620; match to
                     protein family HMM PF00083; match to protein family HMM
                     PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="MFS transporter"
                     /protein_id="AAP26837.1"
                     /db_xref="Pathema:BA_3020"
                     /translation="MQQNNDLNFEPQDVNIVNPKQARKAVVATGIGNAMEWFDFGLYA
                     YLAVILSQLFFSGVDNSGLQLVLTFGTFAAAFLVRPIGGVFFGRIGDKYGRKIVLSTT
                     IILMALSTLFIALLPTYEQIGVWAPILLLVARMIQGFSTGGEYSGAMVYIAESSPDKK
                     RGILGSGLEIGTLSGYIAASVIVTILTLLLTDEQMLSWGWRIPFLIAAPIGLVGLYLR
                     RHLDESPIFEEMEKAQEESEDNEQFSFMDIIKYHKKDFLLSTVIVAFFNITNYMILSY
                     IPSYLTQVLKVKETTGLLIISITMALMIPLALYFGKLSDKIGNKRVVQIGLLGLTVFA
                     IPAFLLIGNGHIAAIFAGIFVLGFFLSVYEGTLPSLLPSLFFTDVRYRALSISFNISV
                     SIFGGTTPLVCSYLVHATGNPLAPAFYLTGVSIIGLVVFSVLFVTTSGRALKGSYPTV
                     ETKKEAHQIAKEDPEETLWWHEESLEIEAGKNASI"
     gene            2784670..2784930
                     /locus_tag="BA_3021"
                     /old_locus_tag="BA3021"
                     /db_xref="Pathema:BA_3021"
     CDS             2784670..2784930
                     /locus_tag="BA_3021"
                     /old_locus_tag="BA3021"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26838.1"
                     /db_xref="Pathema:BA_3021"
                     /translation="MLEIILLFATVSFLLIISGFFITLKQYKEIKNIKTILTTKKENE
                     KTTSENSIPMQLDLSVLNNLLASGINKSSNSSNENSDSDKTK"
     gene            2785014..2786510
                     /locus_tag="BA_3022"
                     /old_locus_tag="BA3022"
                     /db_xref="Pathema:BA_3022"
     CDS             2785014..2786510
                     /locus_tag="BA_3022"
                     /old_locus_tag="BA3022"
                     /note="identified by match to protein family HMM PF00535"
                     /codon_start=1
                     /transl_table=11
                     /product="glycosyltransferase, group 2 family"
                     /protein_id="AAP26839.1"
                     /db_xref="Pathema:BA_3022"
                     /translation="MCKNPISIIIRIQHNIRVLPEILKACEQLQPLEIILTINGYIDD
                     SIDIAKSYNCKIIKLEKPTEPNNCYVIGAKKAKGKSLLFLDANYIIHPSLLIPFLQPL
                     LDESADVVLNNLDDFFYQKQKPTIEMIWQQVTNHFFHRPDLNINSLLFPPYAITKETL
                     EAINPESLLNPILAQMKIIKNKFRISNHFKIAIPQIPSFSSKQLNCYHLEAIENWVNI
                     LQDPRGNYTDNNRRRDIILELQNGEQRAIPKIITGKEFYSNTYGNKQLSIIIPVQNEE
                     KTIESIIFEVQKLKPLEIILIVNGSTDKTEELAKNCGATVITYKEVLGIDTGRAVGAY
                     FAKGDILLFIDGDFLIPSSDLLPFVQSVQNGTDLALNKLEHYYMYRLPYTIVTACKYA
                     VNLACNRKDLGMGSTTAVPHAFSRKCIDTIGFHSLLSPTLSQVKTILAGLHVQKVHSV
                     DVDKINRVRPEKHFSKEGYLSLATQQIIGDHIEAIYYIAEQKRGTECF"
     gene            complement(2786652..2786894)
                     /locus_tag="BA_3023"
                     /old_locus_tag="BA3023"
                     /db_xref="Pathema:BA_3023"
     CDS             complement(2786652..2786894)
                     /locus_tag="BA_3023"
                     /old_locus_tag="BA3023"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26840.1"
                     /db_xref="Pathema:BA_3023"
                     /translation="MACTTNNVCFDVCLKITITPGSGIDAVLDCGGACGTSPTIVISP
                     SGSIVITLPLVACFSITLNDDLSVASSLTSLSFQTS"
     gene            complement(2787510..2788982)
                     /locus_tag="BA_3024"
                     /old_locus_tag="BA3024"
                     /db_xref="Pathema:BA_3024"
     CDS             complement(2787510..2788982)
                     /locus_tag="BA_3024"
                     /old_locus_tag="BA3024"
                     /note="identified by match to protein family HMM PF00535"
                     /codon_start=1
                     /transl_table=11
                     /product="glycosyltransferase, group 2 family"
                     /protein_id="AAP26841.1"
                     /db_xref="Pathema:BA_3024"
                     /translation="MNQILNKLQHIKPIEIIIVADDRMSAIQSIPTFVECNVVVIEEK
                     NKWKAPVHGAKVANGDVVLFLDGEDVIFSVELERFIEPLLKKEQDVILNNIDSVCFEK
                     MRVEWPSIAMVYRKIVNDVLGRMDLKYDSMLSMPYAITKKAIKDIGYDILQNPILSQV
                     TLIEKGWPLHSSSAITNTSLNNITSNNTSFYKNELTKLEVCEIKENVKALESWLQRKD
                     DRGNYTDGGRKREVIEQLKKQKNYSLFHKGWGMNSSIYNGKQLSIIIPAQNEEATIKE
                     VILEARKIEPKEIIVVINGSTDQTEAIAKQLGATVIVYEEALGHDVGRAIGAQEATGD
                     ILLFIDADFAIPAKDLHPLTKAVVDGVDIALNDLNLNLRFPLYIVNLYKYMLNIACNR
                     KDLGVGSTIAVPHAISRKCLEGIGWDTLHTSCVAQVKAILEGYKVECVHFVDVMKPNR
                     IRPQEHFATIGHPPAVLRITGDHLEGLSYLLKHRDFKDLF"
     gene            complement(2789063..2789830)
                     /locus_tag="BA_3025"
                     /old_locus_tag="BA3025"
                     /db_xref="Pathema:BA_3025"
     CDS             complement(2789063..2789830)
                     /locus_tag="BA_3025"
                     /old_locus_tag="BA3025"
                     /note="identified by similarity to GP:6424990"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26842.1"
                     /db_xref="Pathema:BA_3025"
                     /translation="MDFQTTEPFILKVDWDKVTYEFLIRIKPDADNTIVFGSGAGGFQ
                     EQPIGPPIFHRHSWMDEFEDTVIYYNDPTLYLGKLSLGWGQGELNRFYLQDIANILEI
                     VFTKLKIDSKNVLFYGSSGGGFMSLILAGFVKGSTAFINNPQTNLIKWIPVPVNLVFD
                     LSYPGLSREEVEEKFGERINVVKFFNHIKYVPNIYFLQNFACEFDVQNHLLPFISELG
                     QLDKDTEVNQIIIDLYFDKKAGHAAVGKSETIEYIKK"
     gene            complement(2789883..2791400)
                     /locus_tag="BA_3026"
                     /old_locus_tag="BA3026"
                     /db_xref="Pathema:BA_3026"
     CDS             complement(2789883..2791400)
                     /locus_tag="BA_3026"
                     /old_locus_tag="BA3026"
                     /note="identified by match to protein family HMM PF00535"
                     /codon_start=1
                     /transl_table=11
                     /product="glycosyltransferase, group 2 family"
                     /protein_id="AAP26843.1"
                     /db_xref="Pathema:BA_3026"
                     /translation="MKSLTVIISYSDREQLVEELINAAWKLKPIEIIILAPNDKSKLY
                     EIAMKYRCHSVLMNKYSAHYQGYEACIKKAKGEILLFLDSNFSLSTNEMQRFIEPIVT
                     NQADVVLNKIDKLIEIGKCPNMDIVWRKMLNEILRRPDLKSNSILSLPYALTKEVVEN
                     IGFDYMKDIVLSHMNIVNQGWRINDQYAINTLSKDETIEEEGYLIKKELSKNEKEKVE
                     RYLRGISKWIEKKGRRVGFTDAGKRRDIIQKLGKAKQYPSYHQGWGMHSSIYDGKQLS
                     VIIPVQNEEETIEQVILEARKIEPLEIIVVVNGSTDHTADIAKRLGATIIKYNERLGH
                     NVGRAIGALEATGDILLFIDGDFSVSGSDLHHFTKAVSDGIDIALNDLNPMLNPPFYV
                     VDIVKYMLNLAYGRPELSNGSLVAIPHAMSKSCLDAIGWETLLCPSLAQVKAILQGYR
                     VECVHYVDVVKPNRIRLKENVSQNGHPPAVLRIIGDHVEALSYLIEQLEMDGKGD"
     gene            complement(2791649..2791792)
                     /locus_tag="BA_3027"
                     /old_locus_tag="BA3027"
                     /db_xref="Pathema:BA_3027"
     CDS             complement(2791649..2791792)
                     /locus_tag="BA_3027"
                     /old_locus_tag="BA3027"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26844.1"
                     /db_xref="Pathema:BA_3027"
                     /translation="MKNVFCLHFFNRRKGWACNKKEIFTTTDRGITWKKVVYKINDIY
                     KLV"
     gene            complement(2791813..2792634)
                     /locus_tag="BA_3028"
                     /old_locus_tag="BA3028"
                     /db_xref="Pathema:BA_3028"
     CDS             complement(2791813..2792634)
                     /locus_tag="BA_3028"
                     /old_locus_tag="BA3028"
                     /codon_start=1
                     /transl_table=11
                     /product="BNR repeat domain protein"
                     /protein_id="AAP26845.1"
                     /db_xref="Pathema:BA_3028"
                     /translation="MRTDRFGWAGIQYTNKKQAILYTRNGGVEWDVVNPLNSIVLFGY
                     PINARSSWAYGLTKTNDDLLPAIFYTVNRGERWSEFILPIEEEWEKSTDVQVQLHATN
                     MDSIWIVLSRKLASNKFEHNLYYLKTKGEVWKIIKNISISDSISGITFINELIGFISL
                     HKQYETSAVFKTMDGGASWQPIKDIPSLEGSNNETSMAYKAIYKNNLLVIPTKMNNDV
                     FFMNYSVDKGNSWHISNKTINTSKAAVSFFSSYYGWVINSEHGSVYQLIKKEQNG"
     gene            complement(2792968..2794185)
                     /locus_tag="BA_3029"
                     /old_locus_tag="BA3029"
                     /db_xref="Pathema:BA_3029"
     CDS             complement(2792968..2794185)
                     /locus_tag="BA_3029"
                     /old_locus_tag="BA3029"
                     /note="identified by similarity to SP:P77581; match to
                     protein family HMM PF00202"
                     /codon_start=1
                     /transl_table=11
                     /product="putative succinylornithine transaminase"
                     /protein_id="AAP26846.1"
                     /db_xref="Pathema:BA_3029"
                     /translation="MSDWFQLDKEYMMSTYCRTKIAIERGEGCKLYDVDGKEYLDLFS
                     GVGVNVLGYNHPKIVQTTMDQVTKSLHLPFHFLNPVAIEYAKKLVDCSLKNGKVFFTN
                     SGTEATETTLKLIDKYRAITNEEREGIVVLKNSFHGRTLGALHFTRQESVYQNFPTTS
                     IPVYEVERENIEQLEETIINENPIAILLEPVLGSGGIYPLSREYLHGVQNLCDKYNVI
                     LIVDEVQSGMGRTGKLFAYQNFNITPHIIQIGKGAGGGIPLGGIIVGEKLCDVFAPGD
                     HGTTFAHSSMGTALGLTVLNTLLDDGLMQEAYEMSLYLNDKLQEIQKENSYYIEEVRH
                     AGMMFGISLNDTNENVKKLQVELMEKGILVDVTQGNIIRLLPPYIITKEEIDTFITQF
                     IFCIDKVAAVVSA"
     gene            2794457..2795836
                     /locus_tag="BA_3030"
                     /old_locus_tag="BA3030"
                     /db_xref="Pathema:BA_3030"
     CDS             2794457..2795836
                     /locus_tag="BA_3030"
                     /old_locus_tag="BA3030"
                     /note="identified by match to protein family HMM PF00199"
                     /codon_start=1
                     /transl_table=11
                     /product="catalase"
                     /protein_id="AAP26847.1"
                     /db_xref="Pathema:BA_3030"
                     /translation="MGENHDKQRQSLLGKDFNENGERNEQAILHSQTVGSRGPVLEQD
                     SVLHEALQEFIHEKILERPVHVKGFGAFGYFQTIYPMSEHTKLSFLQHSNEKVPVMVR
                     FSLAVSTKGTPDTARNVRGFSTKFYTKEGIFDLLCNHIPVFSVRDPMRFPETIQALSP
                     SPKNNLLDPNRFWSFVARAPESIHFVVHLYSDNGTAKSFRRIPGHSVNTYVWRNAEGN
                     RKYVKYHWYPFEGVQSITNEEANKLAAENPDYSGKDLYDAIANGKPVEYGLYVQLMDP
                     KDEAHLSYDPLDDTKAWDEKAYPLIPVGKMVLNKNPENYMEQVEKVAFSPSNLLNGAE
                     LSDDKMLQGRANIYSDSQRRRIGPEFRKLAINQQQDWTPANQITSGDGRYVEGKLERT
                     SIPKQDDFTQAGEFYAKLQPIEKEHLAENLASDLKVISDDIRKVVLGYFHNVSADLVK
                     RIESAMQQL"
     gene            complement(2795960..2796487)
                     /locus_tag="BA_3031"
                     /old_locus_tag="BA3031"
                     /db_xref="Pathema:BA_3031"
     CDS             complement(2795960..2796487)
                     /locus_tag="BA_3031"
                     /old_locus_tag="BA3031"
                     /note="identified by similarity to EGAD:89454"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26848.1"
                     /db_xref="Pathema:BA_3031"
                     /translation="MKKILYILSVFVLCVSIQHVVHSQSDAPRLSSDCLEERKIRDEK
                     YVKNIIQDIKSTFNLNIDEHSFWEVSKRDLEAAHLMYGGKENDSYYNSLTKIYDSGGF
                     SEQPSLFVRAQEAFLLYKEKDNINVMKHLNLDVEKGEWLVIKTKKKKGKKVKFKPLQC
                     EKDYMKKRNEYHNLK"
     gene            complement(2796601..2798355)
                     /locus_tag="BA_3032"
                     /old_locus_tag="BA3032"
                     /db_xref="Pathema:BA_3032"
     CDS             complement(2796601..2798355)
                     /locus_tag="BA_3032"
                     /old_locus_tag="BA3032"
                     /note="identified by match to protein family HMM PF01979"
                     /codon_start=1
                     /transl_table=11
                     /product="putative adenine deaminase"
                     /protein_id="AAP26849.1"
                     /db_xref="Pathema:BA_3032"
                     /translation="MGQNQFRWSNEQLREHVEIIDGTRSPHKLLKNATYLNSYIREWM
                     QANIWIYDDRIIYVGEKLPEQLHECEVIDCDGKYVVPSYIEPHAHPYQLYNPETLANH
                     AMQFGTTTFINDNLTLFFTLKREESFHLLDEFTKIPASMYWWCRFDGQTELQNGESLF
                     NSEEIIKWLQHEAVLQGGELTAWPKLLHGDDEMLTWVQETKRLQKKVEGHFPGASEAT
                     LAKLKLLGTDCDHEAMTGQEALARLMQGYTVSLRNSSIRPDLEVLLKELLELGVKQFD
                     RFIFTTDGSHPSFYENGMTNIMIATAIKKGIPVIDAYQMASYNIARYYNMEHIHGAIA
                     TGRIANINILESKENPVPTSVIAKGQWVKRDGVNTHEALHIDWSKCKVTPLSLEWSIE
                     KEDMLFSNKTGIHLLNNVITKPYTSEINIDCDELSIDYDECFLMMIARDGTWRVNTVV
                     KGFAKEIGGLASSYSGTGDIILVGKRKEDMLTAFHRIKELGGGMVIAEKNEVLHEIAL
                     PLLGIMSELKMSELIQKEKKMVNLLQERGYVYNDPAFTILFFSATHLPFIRVTFIGLY
                     DVKSGKVVASPVNLIKQY"
     gene            complement(2798725..2799891)
                     /gene="adP2"
                     /locus_tag="BA_3033"
                     /old_locus_tag="BA3033"
                     /db_xref="Pathema:BA_3033"
     CDS             complement(2798725..2799891)
                     /gene="adP2"
                     /locus_tag="BA_3033"
                     /old_locus_tag="BA3033"
                     /note="identified by similarity to GP:16266764; match to
                     protein family HMM PF00144"
                     /codon_start=1
                     /transl_table=11
                     /product="alkaline D-peptidase"
                     /protein_id="AAP26850.1"
                     /db_xref="Pathema:BA_3033"
                     /translation="MKKRNSMKLASLTVLLAGTTLFTPGFTVKAESTQSISNSSKVHD
                     QKNRNGWKQVMQETIKIGAPGVLAKTSNKGKISSYTAGVADLSTKKPVKSDYRFRIGS
                     VTKTFTATTVLQLVGENRVQLDDSIEKWLPGLIQGNGYDGNQITIRQLLNHTSGIAEY
                     LKSKDADIMNSKKTYTAEEIVKIGLALPSDFSPGKGWSYSNTGYVILGMLIEKITGNS
                     YAEEIEKRIIEPLDLPNTFLPGNSPVIPGKNHARGYVKMEETGELKDITYYNPSLANA
                     AGDMISNADDLNKFFSSLLGGKLLKERELKEMLTTVPIEGKGIGDGYGLGIYETKLPN
                     GVSVWGHGGSIPGFMTFAGGVIGGKHTFAVNVNSLGPVDILTQFDKMMQVEFNK"
     gene            complement(2800150..2800656)
                     /locus_tag="BA_3034"
                     /old_locus_tag="BA3034"
                     /db_xref="Pathema:BA_3034"
     CDS             complement(2800150..2800656)
                     /locus_tag="BA_3034"
                     /old_locus_tag="BA3034"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26851.1"
                     /db_xref="Pathema:BA_3034"
                     /translation="MKSVLKSILISFVFSAVSMCWLLFLLFKGDGDWLLSWVGVFMAY
                     LSLYTLIDLYCKNTYDKKISKWLIKTAVTSFSFAVLGISFCIIHELLTPWSLSLMVWY
                     WLVMLVLFLTTIISLVSLVFVNRKNHNFTGGYRILILLNVLLTLGPVLWPLLLSIIGN
                     GMNASAGW"
     gene            complement(2800851..2801234)
                     /locus_tag="BA_3035"
                     /old_locus_tag="BA3035"
                     /db_xref="Pathema:BA_3035"
     CDS             complement(2800851..2801234)
                     /locus_tag="BA_3035"
                     /old_locus_tag="BA3035"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26852.1"
                     /db_xref="Pathema:BA_3035"
                     /translation="MIAGIIIYFLYKSVRKKLTKPEIEQEKKSVTKENTVRTENNKKV
                     IHQLKQPLPTDTIRKTLVEWERTLPFHEQRRSYETMQQWLKRISRTRNITSLYESVRY
                     GEKTYTELDVEKIMKWVEGDGKVDT"
     gene            complement(2801256..2801582)
                     /locus_tag="BA_3036"
                     /old_locus_tag="BA3036"
                     /db_xref="Pathema:BA_3036"
     CDS             complement(2801256..2801582)
                     /locus_tag="BA_3036"
                     /old_locus_tag="BA3036"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26853.1"
                     /db_xref="Pathema:BA_3036"
                     /translation="MVNKARHMKVKLWSVRALIIFFFAISAITLSRGVVHVQSIVKER
                     FFTEKKTEKVYKETINYGDTEDYGTPIEEKKVGDNGERTTTGKKFKGFEKESSWGDVF
                     SVLSNS"
     gene            complement(2801598..2802707)
                     /locus_tag="BA_3037"
                     /old_locus_tag="BA3037"
                     /db_xref="Pathema:BA_3037"
     CDS             complement(2801598..2802707)
                     /locus_tag="BA_3037"
                     /old_locus_tag="BA3037"
                     /note="identified by similarity to GP:1496004; match to
                     protein family HMM PF01882"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26854.1"
                     /db_xref="Pathema:BA_3037"
                     /translation="MNQQLVYTPLAEPFVMGVMSVVAVILCVFSSNLLFLSLVFLYVI
                     LIGAMHVYIRKVSRVEWEYSQGNSNVFIGETNMCKMKISNKSIFPIFNIVFRFKCENK
                     LTWNHDEINKNTNTGSNYYMNFNLKGGESASFHLQAVALKRGIAKWEEVEIVITDPFG
                     FITNHITYKQVDTPSYLVLPAVPKMQVPELQEWSRGFRKAMSSPLYDETKVMGVKSYE
                     NEDFRSIHWSATAKTGTITAKKYERTQSDKYAIYLNLQNKSGVSLRNDIEELIELTAG
                     ICKQLLMQNCSFELWINSVKDNGLLHVKNGDNRKHLQNVLKILASISDQDTPVSSSYF
                     YTAGFRRKELDAVPLILGTSPKKYSRTNKWIVMKE"
     gene            complement(2802704..2803636)
                     /locus_tag="BA_3038"
                     /old_locus_tag="BA3038"
                     /db_xref="Pathema:BA_3038"
     CDS             complement(2802704..2803636)
                     /locus_tag="BA_3038"
                     /old_locus_tag="BA3038"
                     /note="identified by match to protein family HMM PF00004;
                     match to protein family HMM PF07726; match to protein
                     family HMM PF07728"
                     /codon_start=1
                     /transl_table=11
                     /product="ATPase, AAA family"
                     /protein_id="AAP26855.1"
                     /db_xref="Pathema:BA_3038"
                     /translation="MNTLKKITNNISKVIIGKDESIELAAIALIAKGHILLEDVPGTG
                     KTTLAKSLAKSVDAKFQRIQFTADTLPGDVIGLEYFNVKESDFKTRLGPIFANIVLVD
                     EINRAVPRTQSSLLEVMEERTVTIAKQTHSLPEPFLVIATQNPLESAGTFPLPDAQLD
                     RFLLAIRQGYPTREAEKEMMNWFQMNDPLETLHSIISSEEIIMMQKRAREVLVGNDVQ
                     DYLLEIIEATRKHELIEIGVSPRGTLAFMRAIQARAILNERDYCTPDDIKTLAASVCA
                     HRLTLTIEGEMKTTKEQIMREILHTINVPVENIR"
     gene            complement(2803784..2804077)
                     /locus_tag="BA_3039"
                     /old_locus_tag="BA3039"
                     /db_xref="Pathema:BA_3039"
     CDS             complement(2803784..2804077)
                     /locus_tag="BA_3039"
                     /old_locus_tag="BA3039"
                     /note="identified by similarity to EGAD:108978; match to
                     protein family HMM PF03992"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26856.1"
                     /db_xref="Pathema:BA_3039"
                     /translation="MIIIHAIFQVDPAKQQSFLEEIHPLIHSSREESGNVSYDLYKDT
                     EKENVYTMVEVWKDEEAVASHNTSEHFTSFVSKAKQYLTAPLDIKAYNGELVK"
     gene            complement(2804116..2804682)
                     /locus_tag="BA_3040"
                     /old_locus_tag="BA3040"
                     /db_xref="Pathema:BA_3040"
     CDS             complement(2804116..2804682)
                     /locus_tag="BA_3040"
                     /old_locus_tag="BA3040"
                     /note="identified by match to protein family HMM PF00881"
                     /codon_start=1
                     /transl_table=11
                     /product="nitroreductase family protein"
                     /protein_id="AAP26857.1"
                     /db_xref="Pathema:BA_3040"
                     /translation="MTNSVKTNDFNEILTGRRSIRKYDPSVKISKEEMTEILTEATLA
                     PLAKFNQSQVETSSAMIALFGDLNNFDNAEEIYGTAVERGFMPAEVKEDQMKKLSAYF
                     SMVTPEVMKDTVLIDGGLVAMQFMLAARAHGYDTCPIGGFEKDQIAEAFGLDKERYVP
                     VMLISVGKAADSGYQSVRLPIEKVAEWK"
     gene            complement(2804701..2805129)
                     /locus_tag="BA_3041"
                     /old_locus_tag="BA3041"
                     /db_xref="Pathema:BA_3041"
     CDS             complement(2804701..2805129)
                     /locus_tag="BA_3041"
                     /old_locus_tag="BA3041"
                     /note="identified by similarity to GP:1881373; match to
                     protein family HMM PF01047"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, MarR family"
                     /protein_id="AAP26858.1"
                     /db_xref="Pathema:BA_3041"
                     /translation="MTSSCSKEAIILYKLHFLNKEVSSKFEGCTGMSQSRLELILQLF
                     EVGEISQKALQQEVNIDNAAITRHLKQLEANGMIVRRKNPDDNRITLVSLTEEGRNKI
                     QAFQEEKERFAASAFKGLSEEERDNLLNMLIHIQENIKEL"
     gene            2805394..2807337
                     /locus_tag="BA_3042"
                     /old_locus_tag="BA3042"
                     /db_xref="Pathema:BA_3042"
     CDS             2805394..2807337
                     /locus_tag="BA_3042"
                     /old_locus_tag="BA3042"
                     /note="identified by similarity to SP:Q46306; match to
                     protein family HMM PF00009; match to protein family HMM
                     PF00679; match to protein family HMM PF03144; match to
                     protein family HMM PF03764; match to protein family HMM
                     PF08477; match to protein family HMM TIGR00231"
                     /codon_start=1
                     /transl_table=11
                     /product="GTP-binding elongation factor protein, TetM/TetO
                     family"
                     /protein_id="AAP26859.1"
                     /db_xref="Pathema:BA_3042"
                     /translation="MTTINIEIVAHVDAGKTSLTERILYETNVIKEVGRVDSGSTQTD
                     SMELERQRGITIKASVVSFFIDDIKVNVIDTPGHADFIAEVERSFRVLDGAILVISAV
                     EGVQAQTKILMQTLQKLNIPTILFVNKIDRTGANTEKVVKQIKTILSNETFPFYSVQN
                     EGTKEARIIEYKSYDDCIERLAPYNESLLESFVNNEIVTDTLLREELEKQIQQANLYP
                     IFFGSALTGIGVTELLEDIPALLPANNPSQDEELSGIVFKIEREPSGEKIAYVRVFSG
                     TLHVRKYVHIQRDGSLPHKEKIKKMCIFHNGNAVQTSTVPSGDFCKVWGLNNIKIGDI
                     IGERTDYIKDIHFAEPQMEAAINAVPKERIHDLYAALMELCEADPLIKVWKDDIHNEL
                     YIRLFGEVQKEVIETTLYEKYNLQVTFSSTRVVCMEKPIGIGNSVEVMGEKANPFYAT
                     IGFKVERGELNSGITYKLGVELGSLPLAFHKASEDTVFQTLKQGLYGWEVTDISVTLT
                     HTGYASPVTTASDFRNLTPLVLMDALKQAETYVYEPVNEFELTVPEHAISTAMYKLAA
                     ILATFAEPIFNNDSYQLTGSLPVAKTESFKRMLHSFTEGEGVFTTKPAGFTKLMAPLP
                     TRKRVDYNPLNRKDYLLHVLKAY"
     gene            complement(2807384..2808028)
                     /locus_tag="BA_3043"
                     /old_locus_tag="BA3043"
                     /db_xref="Pathema:BA_3043"
     CDS             complement(2807384..2808028)
                     /locus_tag="BA_3043"
                     /old_locus_tag="BA3043"
                     /note="identified by similarity to GP:15022846"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26860.1"
                     /db_xref="Pathema:BA_3043"
                     /translation="MKGTKKEIHINDKVIYYTHIEKGSSTVCFMFSGSGYNYDKPLFY
                     YATMLMLEKKIDVVHIHYSYDEQVMSKPIEEVTKVMMDDIHPIMNEVLKGDQYNEPMF
                     LGKSLGTIPIANDLMKRKEFLQSKMIVLTPLLTFESIFDSILHSSHEGLLVIGDKDHH
                     YNANQIDQLYKTNLKIDVIKNANHSVNVGGFETENSIEAIAKVIEKLKEVVRPN"
     gene            complement(2808050..2808517)
                     /locus_tag="BA_3044"
                     /old_locus_tag="BA3044"
                     /db_xref="Pathema:BA_3044"
     CDS             complement(2808050..2808517)
                     /locus_tag="BA_3044"
                     /old_locus_tag="BA3044"
                     /note="identified by similarity to GP:17742142; match to
                     protein family HMM PF00293"
                     /codon_start=1
                     /transl_table=11
                     /product="mutT/nudix family protein"
                     /protein_id="AAP26861.1"
                     /db_xref="Pathema:BA_3044"
                     /translation="MDLTFKVEKTCFNYRGGVICKHDNKILILQGDSEDFWYVPGGRV
                     KMLENSEDALKRELAEELAVPIEGKRLIWSVENFFTLSEQKFHGISFYYEVELHELPA
                     NGADQYILEEEGRTYLFKWVPVEELHAYNLQPAFIKEKVKDVSVHTEHTVLQK"
     gene            complement(2808882..2809175)
                     /locus_tag="BA_3046"
                     /old_locus_tag="BA3046"
                     /db_xref="Pathema:BA_3046"
     CDS             complement(2808882..2809175)
                     /locus_tag="BA_3046"
                     /old_locus_tag="BA3046"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26862.1"
                     /db_xref="Pathema:BA_3046"
                     /translation="MKLKKERPSRIRNWLKTIGAFFVMQLIYIILDMNSWIPNFKEGG
                     VGDRLVNSEFFTEWFAPYKTKQFNVLTAVMAILLFLNVVTSAIKDAFSRKRIN"
     gene            complement(2809205..2809822)
                     /locus_tag="BA_3047"
                     /old_locus_tag="BA3047"
                     /db_xref="Pathema:BA_3047"
     CDS             complement(2809205..2809822)
                     /locus_tag="BA_3047"
                     /old_locus_tag="BA3047"
                     /note="identified by similarity to OMNI:NTL01BH0654"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26863.1"
                     /db_xref="Pathema:BA_3047"
                     /translation="MLNLIKKDLILQKTFLPAYLLFLVTYLWAGMDVAYVIIICSAVF
                     VINTYQSDDKDNANILVNSLPYTRKEIISSKYVGTLLFTIVIIPFCLVGKYFILDSME
                     FQLSIESYILGFLAVMLITAFYIPFFVAFKVKTLVPVFIFLSIGVIYLMKNTPYLLNK
                     YANGVLTFLKEISDLKLFLLFAVIAVGCYGVSWILSIRIYQNKAL"
     gene            complement(2809810..2810682)
                     /locus_tag="BA_3048"
                     /old_locus_tag="BA3048"
                     /db_xref="Pathema:BA_3048"
     CDS             complement(2809810..2810682)
                     /locus_tag="BA_3048"
                     /old_locus_tag="BA3048"
                     /note="identified by match to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP26864.1"
                     /db_xref="Pathema:BA_3048"
                     /translation="MENVIELQNVSKSFKGFQINNFSMEVKKGFVTGFIGGNGSGKST
                     TIKMIMNLINPDSGNVSLFGMNYSTDAKRIKERIGFVYDDNVFYDELTLKEITKIIAP
                     AYKKWDFNQFTYYKELFELPLNKKMKTFSKRMKMKASLAIALSHHAELIIMDEPTSGL
                     DPVFRRELLDVLQNIMQDGEKTIFFSSHITTDLDRIADYITFIQNGKHIFTKDIYAIA
                     EDYVLVKGPLDLLKFDTEREFISVRKANTGFEGLIENAHSIENLFDKDVVIEKPSLED
                     IMYFMKKGDSRCLI"
     gene            complement(2810670..2811059)
                     /locus_tag="BA_3049"
                     /old_locus_tag="BA3049"
                     /db_xref="Pathema:BA_3049"
     CDS             complement(2810670..2811059)
                     /locus_tag="BA_3049"
                     /old_locus_tag="BA3049"
                     /note="identified by similarity to OMNI:NTL01BH0652; match
                     to protein family HMM PF00392"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, GntR family"
                     /protein_id="AAP26865.1"
                     /db_xref="Pathema:BA_3049"
                     /translation="MQITITNTSKEPIYEQISAQIKKLILLGDLKQGDALPSMRQLAK
                     DLRVSIITTKRAYEELEKDGFINSIVGRGSFVAEQNIETMKEEKLKTVEEKLCEAIQN
                     AKQMDVSLNELKEMLTILYEEENSWKT"
     gene            2811272..2811367
                     /locus_tag="BA_3050"
                     /old_locus_tag="BA3050"
                     /db_xref="Pathema:BA_3050"
     CDS             2811272..2811367
                     /locus_tag="BA_3050"
                     /old_locus_tag="BA3050"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26866.1"
                     /db_xref="Pathema:BA_3050"
                     /translation="MFYRKIGTTDSVKKKEFGIEEKFEEVDIKLD"
     gene            complement(2811538..2812560)
                     /locus_tag="BA_3051"
                     /old_locus_tag="BA3051"
                     /db_xref="Pathema:BA_3051"
     CDS             complement(2811538..2812560)
                     /locus_tag="BA_3051"
                     /old_locus_tag="BA3051"
                     /note="identified by similarity to GP:7339623; match to
                     protein family HMM PF01370"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26867.1"
                     /db_xref="Pathema:BA_3051"
                     /translation="MKILILGGTRFLGRAFVEEALQRGHEVTLFNRGTNQEIFLEVEQ
                     LIGDRNGDVSSLENRKWDVVINTCGFSPHHIRNVGEVLKDNIEHYIFISSLSVYKDWI
                     PHHIKEDYILQPEPTKEQIKAVENGEISPYEYYGALKVLCEKEAEEYWPRRVLHVRAG
                     LLSGMFDYTDRLPYWIQRVAKGGKVLVPGRKDRPVQIVDIKDVANWGLNMAENKNAGI
                     FNVTGPNYDLTMEELLNTCKKVTHSDAEFVWVDESFMSEHNVQPWTEMPLWIPETFPL
                     DGETKPWKGGFSISIDNAVKAGLTFRRIEETVTDVYEWMKSTDEWELKAGISGEREKE
                     LLERWY"
     gene            complement(2812746..2813417)
                     /locus_tag="BA_3052"
                     /old_locus_tag="BA3052"
                     /db_xref="Pathema:BA_3052"
     CDS             complement(2812746..2813417)
                     /locus_tag="BA_3052"
                     /old_locus_tag="BA3052"
                     /note="identified by similarity to OMNI:NTL01SPL0638;
                     match to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP26868.1"
                     /db_xref="Pathema:BA_3052"
                     /translation="MGLIELKDIKKVYSNKNHNTFALNGINLTIYKGEIIAVMGRSGS
                     GKSTLLNVIGLIDMPNEGEYTLNGKSLTEIGANKVHKTRNEMIGFIFQYFALLKEHTV
                     LDNVVLPLTYRKLKQRERENKAKFYLEKVGLKEHMYKTPDELSGGQQQRVAIARALVG
                     EPELILADEPTGNLDRKTGEEIMNLLLQLNEEGRTIIIVTHDMEVANKCNRIIELVDG
                     EIVQS"
     gene            complement(2813417..2814679)
                     /locus_tag="BA_3053"
                     /old_locus_tag="BA3053"
                     /db_xref="Pathema:BA_3053"
     CDS             complement(2813417..2814679)
                     /locus_tag="BA_3053"
                     /old_locus_tag="BA3053"
                     /note="identified by match to protein family HMM PF02687"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, permease protein"
                     /protein_id="AAP26869.1"
                     /db_xref="Pathema:BA_3053"
                     /translation="MRIKSAFIALKKRFLFSVLLLIQITFGLATITSSINVFYNLHYL
                     NDKFSSVLNGDKTYLVTFERTTDRLQSNQFNKEKIQAVYNTIHQNKDVISYGTYEERV
                     IEIESSNRPFQNSMITDLKNKTFHDERPTIKTIFVDENYYKMLHLPLKPEEGFAHDDF
                     QKNKEEKPKVLMGSYFKKYFQVGDTINNQYTITGFLPENKFIVNNNTTNTYLKLDYAM
                     IMPMSFDRFEKYEAMFLRLHQSTVLYLQKGADVKKLEESIQLKGNGGTFHLKSLGDEI
                     NEDVTLNGYSEIPQLIVGILFIVFSIVGIVVTTIVSILMRKREFGIKIAFGESKFGMF
                     IQIVLENIIVAITGLGMSIAYFSWRYGVLLQMSKDLKEATVLDFKLDMPILFLVFLFL
                     LLIIIVSNVIVFLFIRKLEPKTLIGGME"
     gene            complement(2814685..2815770)
                     /locus_tag="BA_3054"
                     /old_locus_tag="BA3054"
                     /db_xref="Pathema:BA_3054"
     CDS             complement(2814685..2815770)
                     /locus_tag="BA_3054"
                     /old_locus_tag="BA3054"
                     /note="identified by match to protein family HMM PF02687"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, permease protein"
                     /protein_id="AAP26870.1"
                     /db_xref="Pathema:BA_3054"
                     /translation="MNLVLKEIVVNKTIFIMLFIGFVLTIWPILIAMSTRDYYDEKFY
                     DSKNGYFNYYYSVQLTNMGEINFEQFQTLVESDFKNASVITNDIRITIPDIGHVIMNG
                     LLNKNWSPPLLKGSQIGQDEKNSVIVGKKIYKDMETIKLFNKEYTVKGVAGENTGYEY
                     NIKIYVSLNDMPDEVKQMIQKDNTFQMIVRSNEKPIKEIETFIQHMKQNNKDINAKVI
                     SEKENYEKEKNSSEAVEELLSFPYRLLCIAFITSIIVSYYWIYTKKKSLSLRKALGAS
                     NVNLFIFIFSQLFLCAITATACAICIQWIFSILSENIIEFTSYNISLQSTHIVMCVFL
                     SLTIAFILSVIPFVYVLKSEPAKALKE"
     gene            complement(2815836..2816204)
                     /locus_tag="BA_3055"
                     /old_locus_tag="BA3055"
                     /db_xref="Pathema:BA_3055"
     CDS             complement(2815836..2816204)
                     /locus_tag="BA_3055"
                     /old_locus_tag="BA3055"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26871.1"
                     /db_xref="Pathema:BA_3055"
                     /translation="MKSLLQKTLAVTGLTASLLGMVSSVSFASISWDNDATWTGSGAK
                     AKATAYTAKKNEPHFYKMTVRASFDDRTSKELALYDAKTSDCINVSVASKGPVTRGYS
                     GHEWIMVGDSAYTSKKMVIK"
     gene            complement(2816411..2817358)
                     /locus_tag="BA_3056"
                     /old_locus_tag="BA3056"
                     /db_xref="Pathema:BA_3056"
     CDS             complement(2816411..2817358)
                     /locus_tag="BA_3056"
                     /old_locus_tag="BA3056"
                     /note="identified by similarity to GP:16414314; match to
                     protein family HMM PF00144"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26872.1"
                     /db_xref="Pathema:BA_3056"
                     /translation="MKTAEKLDQIIKEEYKNMNGMLVVQKGNIIFEKYYNDYGSNDTF
                     HVASVTKTIISALIGICIDKGYIKSVDQRVIEFFPEYNCNSSEITVRHLLTMTAPYPF
                     VDWQEPLEELCTQQDWIQYTLDRIGKGGNIGAFKYSSAGAHVLSAIITSTTGKSAREF
                     ANEQLFRPLGMREIPNYNMKAFGFDDLFGKGVKGWVHDPNGISTGRWGLALTVKDMAK
                     FGQLYLNEGTHNGKQILSTSWIKESTEMNTNQYGYLWWLREEDGIFSYCAMGDGGNMI
                     CCIPEKELVVVMASEAMPNARDRWELIVKYILPCIRSNQ"
     gene            complement(2817383..2818273)
                     /locus_tag="BA_3057"
                     /old_locus_tag="BA3057"
                     /db_xref="Pathema:BA_3057"
     CDS             complement(2817383..2818273)
                     /locus_tag="BA_3057"
                     /old_locus_tag="BA3057"
                     /note="identified by match to protein family HMM PF00165;
                     match to protein family HMM PF06445"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, AraC family"
                     /protein_id="AAP26873.1"
                     /db_xref="Pathema:BA_3057"
                     /translation="MENKQSRNEYLQRIYKVQNYIELHINDSLSIEELADIAGFSKYH
                     FHRIFKGIVDEPLSRYVNRLKLERATNLLTYRSDMTITDITYHFGFTDSAVFSRTFKN
                     YYGVSPSQYRNDNSKNCKDVRRISQYNECKKVRRNVEIVTVDNINVAYIRHIGTYEEL
                     TIAFPKMIEKLFQYATKQNYHVFEDTKVLTIYHDHHEFTEDNHLRTSLCITIPGESAI
                     ETNDIGIMVIPSGKYAVGHFEIFQDEYKRAWDFIYGEWLPNSGYKPRDSYPFEVYRND
                     PKQHPKHKHIVDIYVPIEPF"
     gene            complement(2818322..2818792)
                     /locus_tag="BA_3058"
                     /old_locus_tag="BA3058"
                     /db_xref="Pathema:BA_3058"
     CDS             complement(2818322..2818792)
                     /locus_tag="BA_3058"
                     /old_locus_tag="BA3058"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26874.1"
                     /db_xref="Pathema:BA_3058"
                     /translation="MRVRNIQEEDYVKIHSVLNDWWGGRDMADMLPKLFFVHFQETSF
                     IIEEDGETLGFLCGFLSQTHKEEAYVHFIGVNPKYRRRGIASTLYSYFFDVARANKRK
                     VVKAITSPVNKKSIQFHREIGFRIEAGDDEIEGVSVHTNYDGNGGSRVLFLKNV"
     gene            complement(2818810..2819217)
                     /locus_tag="BA_3059"
                     /old_locus_tag="BA3059"
                     /db_xref="Pathema:BA_3059"
     CDS             complement(2818810..2819217)
                     /locus_tag="BA_3059"
                     /old_locus_tag="BA3059"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26875.1"
                     /db_xref="Pathema:BA_3059"
                     /translation="MINRKCERCKEITGTLHGGKKIKEEFLCEDCLQKGIASGEIELS
                     QAEEKQTSHLSIKILKIMSVIYLIGSILMAFSTGPFIHNLGFDEISISGSELGLISIV
                     MLGSIFQSVLVFCGIWVFILLVETVIKIYEKMK"
     gene            2819314..2819781
                     /locus_tag="BA_3060"
                     /old_locus_tag="BA3060"
                     /db_xref="Pathema:BA_3060"
     CDS             2819314..2819781
                     /locus_tag="BA_3060"
                     /old_locus_tag="BA3060"
                     /note="identified by similarity to OMNI:EF1141; match to
                     protein family HMM PF00293"
                     /codon_start=1
                     /transl_table=11
                     /product="mutT/nudix family protein"
                     /protein_id="AAP26876.1"
                     /db_xref="Pathema:BA_3060"
                     /translation="MISKLTFGYKKPTEQYVLRPSCYAIIFNSTSSKIAIIQKGESYF
                     LPGGGMEGTETKDECLHRELLEELGWKIEIDQYIGNAMRYFFAEKEDTYYLNDGFFYI
                     ANMVQKQTENCEEDHVLRWMSPLHAVELLIHDHQKWAIEQALLLRNEKGSPSI"
     gene            complement(2819800..2820711)
                     /locus_tag="BA_3061"
                     /old_locus_tag="BA3061"
                     /db_xref="Pathema:BA_3061"
     CDS             complement(2819800..2820711)
                     /locus_tag="BA_3061"
                     /old_locus_tag="BA3061"
                     /note="identified by similarity to SP:P37511; match to
                     protein family HMM PF00892"
                     /codon_start=1
                     /transl_table=11
                     /product="transporter, EamA family"
                     /protein_id="AAP26877.1"
                     /db_xref="Pathema:BA_3061"
                     /translation="MKRWQMEWLLVSVALVWGANYTIGKYGVAYMSSIQFNSLRFLVA
                     SPVLLLITFLMERSLRIERKDWLRLVAVGIVGTTMYQTMFMLSVKYTSATNASLLIAM
                     SPIFTGILAVLHKQERFSMKVQIGSIVAFIGAAFVLLTGHTGGATYEYAWLGNIIGLV
                     AAIAWGWYPILAQPLITKYSAMRVTSWSTLIGIVPLVIYCLFNVNSLTWPVDTLSWGS
                     LAYSIIFATIFGLAMWYVGISQIGSTKVMVYMYLVPLFAVIFAAVTIGEQINMMQLVG
                     GLIIFVGLYVVKKGGIKKPALNLKKVS"
     gene            2820837..2822279
                     /locus_tag="BA_3062"
                     /old_locus_tag="BA3062"
                     /db_xref="Pathema:BA_3062"
     CDS             2820837..2822279
                     /locus_tag="BA_3062"
                     /old_locus_tag="BA3062"
                     /note="identified by similarity to GP:16411570; match to
                     protein family HMM PF00155; match to protein family HMM
                     PF00392"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, GntR
                     family/aminotransferase, class I protein"
                     /protein_id="AAP26878.1"
                     /db_xref="Pathema:BA_3062"
                     /translation="MEWKLDSDSKIPIYQQVVDFIEKRITYGELPPGSFLPSERKLAT
                     QLNVNRSTVTTAYNELRAMGIVESTTGKGTRVSTHMWGVSPTLTPNWRNFVEGGTFLP
                     NLPLLRHIRAEVQQNENIIDFANGELGCNLYPHDQLQTILREQPLTHSLSYDHPQGYL
                     PLRQAVVKYMKEYLKVEATEQSIMITSGAQQALHLIVQCLLNPGDAVAFESPSHCYSL
                     PLFQSAGIRIFPLPVDEHGINPDDVQELYRKHRIKMIFLNPNFQNPTGTMLHPNRRKK
                     LLSLCADLRIAIVEDDPSSLLTLEKKQPCPTLKSIDENGTVIYVHSLSKMIAPGLRVG
                     WLVAPQSVVERLSDARHQMELGMSIFPQWLMQQFFETVPFQSHIVPLRKQLTEKRDVI
                     VRALNEQLHDKISFSNPTGGIYIWGKLKEPINEKQLIMQSLKQEIAFMPGSIFGAKDG
                     YIRLSYGKVNIDQIEEGISRLREAILVCEK"
     gene            2822361..2822801
                     /locus_tag="BA_3063"
                     /old_locus_tag="BA3063"
                     /db_xref="Pathema:BA_3063"
     CDS             2822361..2822801
                     /locus_tag="BA_3063"
                     /old_locus_tag="BA3063"
                     /note="identified by similarity to OMNI:EF0842; match to
                     protein family HMM PF02639"
                     /codon_start=1
                     /transl_table=11
                     /product="yaiI/yqxD family protein"
                     /protein_id="AAP26879.1"
                     /db_xref="Pathema:BA_3063"
                     /translation="MKIYVDADACPVKDVIIFEATKAEIPVILVTSFSHYSNAEQPKG
                     VETIYVDSGADAADYRIMQLAQKEDLIVTQDYGLASLALAKGCIVLHHKGYKYTNENI
                     EQLLQTRYLSAMVRKSGKRTKGPKPFTAEDKEKFRALFKSMIAL"
     gene            complement(2822878..2823192)
                     /locus_tag="BA_3064"
                     /old_locus_tag="BA3064"
                     /db_xref="Pathema:BA_3064"
     CDS             complement(2822878..2823192)
                     /locus_tag="BA_3064"
                     /old_locus_tag="BA3064"
                     /note="identified by similarity to EGAD:107736"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26880.1"
                     /db_xref="Pathema:BA_3064"
                     /translation="MDKKDFEKVYNDYLHQGEEQAQFEVGHEVNTGAEQIVAVRKNGD
                     GDLIAFKTSSGRELDYMTALNEAKSGKLAHVDVFHKYGRDIIRSEPDGIKENNLDNLP
                     SF"
     gene            2823411..2824283
                     /locus_tag="BA_3065"
                     /old_locus_tag="BA3065"
                     /db_xref="Pathema:BA_3065"
     CDS             2823411..2824283
                     /locus_tag="BA_3065"
                     /old_locus_tag="BA3065"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26881.1"
                     /db_xref="Pathema:BA_3065"
                     /translation="MNIDINRLTDICLEYQQSRFYVTRIPKDFLSIARKRFSIPTDDQ
                     IIAFLSCNLFGSGKYGVYFTSSGLYWKNWLLGKGNMQWDQLNEVRQIEIDKDGFLSFD
                     AQKSFNINGSDYPPLLFKELLMALTNSFQNSKQNDIHPAIKINEIKSICSLFETHNEL
                     LEPDNGLFVETHISDKKLKAIEVRFIIPIEEQIIAFLDTSVLGNMGKGSDGVLICQSG
                     IYFRKTFVHLYYPWHIFRNIPITLTSDEFEIGKRNIFHLQHARMPSEEILLFIENIKQ
                     YVNSLYEEHPELHI"
     gene            complement(2824602..2825603)
                     /locus_tag="BA_3066"
                     /old_locus_tag="BA3066"
                     /db_xref="Pathema:BA_3066"
     CDS             complement(2824602..2825603)
                     /locus_tag="BA_3066"
                     /old_locus_tag="BA3066"
                     /note="identified by similarity to GP:3599624; match to
                     protein family HMM PF00512; match to protein family HMM
                     PF00672; match to protein family HMM PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="putative sensor histidine kinase"
                     /protein_id="AAP26882.1"
                     /db_xref="Pathema:BA_3066"
                     /translation="MNLKKKYQLLLFSAIISVPLLLLSISIFVSVIYNAVFKTKNKNI
                     PFHESYAYPTMLIIFLLSLLVLAFVFSRSINTVLNKINILNQTIRDLASDKKIPNIID
                     VKSDDEMGELIKSVNLLIERTTYRELELQQQEQIKKELLNKLRHDINTPLTAVRLQLY
                     YLEGEYKGQAPVLESLYEQIQYISDLTNEFNMQSTETLENTYIVHDEVNIHNLIETMI
                     KKWSYLYSIHKIELVYNPQDKELIWNSNELWIQRLFDNIFQNVLKHSKAKKLKIIIDE
                     DIVYFRDNGIGFDINSKGTGLGLKNIEDISKMFDIKYTLQSNSEGTMFSFENTQKNI"
     gene            complement(2825600..2826271)
                     /locus_tag="BA_3067"
                     /old_locus_tag="BA3067"
                     /db_xref="Pathema:BA_3067"
     CDS             complement(2825600..2826271)
                     /locus_tag="BA_3067"
                     /old_locus_tag="BA3067"
                     /note="identified by similarity to OMNI:NTL01BS00201;
                     match to protein family HMM PF00072; match to protein
                     family HMM PF00486"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator"
                     /protein_id="AAP26883.1"
                     /db_xref="Pathema:BA_3067"
                     /translation="MKVYNILIVEDDLIIGDLLQKILQREKYNVYWEKEGRKVLDIIH
                     EIDLVVMDVMLPGEDGYQITKKIKNLGLNIPIIFLSARNDMDSKLKGLTIGEEYMIKP
                     FDPRELLLRIQKMLGNQYGTFTQINHVFIDAEYKRVFINDLRNEVAFTTIERKIFFYL
                     YENRDRILSKEHFYDYLWQLEDRNQNIMNVHIRKIRTKIDDKTGDIIQNIYGEGYRLN
                     TYMKK"
     gene            complement(2826306..2827298)
                     /locus_tag="BA_3068"
                     /old_locus_tag="BA3068"
                     /db_xref="Pathema:BA_3068"
     CDS             complement(2826306..2827298)
                     /locus_tag="BA_3068"
                     /old_locus_tag="BA3068"
                     /note="identified by similarity to EGAD:108627"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26884.1"
                     /db_xref="Pathema:BA_3068"
                     /translation="MSNEKILRLVKIIFLMCISIIFFGTGAVFIYHNCQLKMESKLMN
                     NKGELVNFDNKKVNVYNEGSGEDTFVFMAGSGIAAPVYELKGLYSKFSKENKISVIER
                     AGYGYSDVFQDDRDIDTILEQTREALIRSGNKPPYILVPHSLSGIEAIYWAQKYPSEV
                     KGIIALDIGLPKQYVTNKIGMVNSLKIKGMNILTKIGFQRLAPSITYNPEVILQSFLN
                     EQEKDVYKALTYKRAFNDDMKQELLQSYNNGKKSNSLSIPKETPMLFIDAIARQYKDS
                     KYTRQKNKDYKEFASKLLIADVKIIEGTHSIYLYAPDEIYKIAMDFIKNKVVKN"
     gene            complement(2827398..2828222)
                     /locus_tag="BA_3069"
                     /old_locus_tag="BA3069"
                     /db_xref="Pathema:BA_3069"
     CDS             complement(2827398..2828222)
                     /locus_tag="BA_3069"
                     /old_locus_tag="BA3069"
                     /note="identified by similarity to GP:16410723"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26885.1"
                     /db_xref="Pathema:BA_3069"
                     /translation="MNEVLELKEELLQIKNNNYAVPEDVDAYPYAQWMLDYIGSPDAE
                     LRDDLIYSTLHTWITNDVFRQKELRGLMLQAISPDYLFYKIGEKGTDSVFKRAFSVLI
                     PPLILSVHEREPLLSEEQLYSVAEQVLEYVYLEEDVRGYVEGKGWAHSTAHAADALDA
                     LARTIQNREFSYAILAAVRQKVRLNDYVYIHFEDERLVTPIMSLRNQNLLTEEEWSNW
                     LHSIAIVEDISHPQHDILVQNIRAFLRSLYFRVLETEGSTAFTDDILETLRGLRRY"
     gene            complement(2828351..2829022)
                     /locus_tag="BA_3070"
                     /old_locus_tag="BA3070"
                     /db_xref="Pathema:BA_3070"
     CDS             complement(2828351..2829022)
                     /locus_tag="BA_3070"
                     /old_locus_tag="BA3070"
                     /note="identified by similarity to OMNI:NTL01BH0321"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26886.1"
                     /db_xref="Pathema:BA_3070"
                     /translation="MSRKQSIKEIANHILTLNVTHPTRVGVSGITASGKTTFANEVAE
                     EIKKRGLPVTRASIDDFHNPKVIRYTQGKESARGYYEDAHDYTAFKERLLKPLGPNGN
                     LQYETISHNLKTDIPVHNEPLMAQPNMVLIVDGTFLLKKDVAHLFDYKIFVDTDFEIA
                     RKRGAKRETEAFGSYEEAEKMFLSRYHAACKMYIDEHNPKECADVVFRNSDLANPELI
                     FQERM"
     gene            complement(2829236..2829979)
                     /locus_tag="BA_3071"
                     /old_locus_tag="BA3071"
                     /db_xref="Pathema:BA_3071"
     CDS             complement(2829236..2829979)
                     /locus_tag="BA_3071"
                     /old_locus_tag="BA3071"
                     /note="identified by similarity to EGAD:173077; match to
                     protein family HMM PF00149"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphatase family protein"
                     /protein_id="AAP26887.1"
                     /db_xref="Pathema:BA_3071"
                     /translation="MDKIAVISDIHGNIPALESVLQDIKLRGIERIICLGDLVGKGPH
                     SSEAIEIIRKECEVVVMGNWDDFITKPTEFEALKWHQKQLSEEQNDYLRSLPFSIEFF
                     MSGKLIRMFHASPRSLYERIQPHASREERISMFENSDLTENIEGERKPDVVCYGDVHQ
                     AFVQNFRGKTLCNAGSVGNPLEITQASYLIFEGTYNEKEAASFSIQLVRVPYDIELAI
                     RLAEELDMPEIEEYKQELRTALYRGFKGK"
     gene            complement(2829993..2830910)
                     /locus_tag="BA_3072"
                     /old_locus_tag="BA3072"
                     /db_xref="Pathema:BA_3072"
     CDS             complement(2829993..2830910)
                     /locus_tag="BA_3072"
                     /old_locus_tag="BA3072"
                     /note="identified by similarity to GP:16411554; match to
                     protein family HMM PF01636"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26888.1"
                     /db_xref="Pathema:BA_3072"
                     /translation="MLREIERKLEWPRIVKCTAISKGFSHEEKYKIKLENRVTYFVKV
                     CDAVHFESKQEEYTYMKQLELLHIPTPKLIHFIKLEELNKCVQVFEWIQGVNGEEGLR
                     KLSAEEQYHAGRKAGEVLKRIHSIEKESASNKWEASRWNKYERYIEALANYEVDFLDL
                     KSVLTFVENHKDLLKNRPITFLHDDFHPANSMIHNKEFIVIDFGGYDFGDPIQDFYNV
                     AIFTIRISKSFAVGQVHGYCGGEPSLHFWKLYSLYAAMTFPADIVWTNRSTPHLVDDM
                     KERLNQILEDHNQFSSYIPKWYQSSEFNK"
     gene            complement(2830934..2831731)
                     /locus_tag="BA_3073"
                     /old_locus_tag="BA3073"
                     /db_xref="Pathema:BA_3073"
     CDS             complement(2830934..2831731)
                     /locus_tag="BA_3073"
                     /old_locus_tag="BA3073"
                     /note="identified by similarity to OMNI:NTL01SA2149"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26889.1"
                     /db_xref="Pathema:BA_3073"
                     /translation="MLRFDHLVHAVHGTPEEAAKQMQELGFHTALGGEHTIWGTWNSL
                     SYFDLSYIEFLAVQHEEKAKEAENPLVQETVVKLQGGEGMLQIAIRTDAIEELADKFS
                     KYGLQTIGPFEGKRMRKDGRLLEWKMLFVKQEENGPKLPFFIQWNETDEERRKDLRNI
                     GTITEHKNKVQQIETVHYAVKNVRETVQKWKEVMELTASSVVKNEEWNAECQSVSFGD
                     IQVQFCEPIGKGLVLQYLKNHGEYPFAVEFKGENKREYEVLGSLYIY"
     gene            2831938..2832840
                     /locus_tag="BA_3074"
                     /old_locus_tag="BA3074"
                     /db_xref="Pathema:BA_3074"
     CDS             2831938..2832840
                     /locus_tag="BA_3074"
                     /old_locus_tag="BA3074"
                     /note="identified by match to protein family HMM PF01925"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP26890.1"
                     /db_xref="Pathema:BA_3074"
                     /translation="MQKLIVFAIIGFSAQLIDGALGMAYGVTSTSLLLMFGIAPAVAS
                     ASVHLAEVVTTAASGASHLKFGNVDKYTVSRLTLPGAIGAFVGACFLSNLPGDVIKPY
                     ISLFLFTLGVYILLRFIIQKQIVTSNKRMSAKQLVPLGLFAGFVDSTGGGGWGPITTP
                     VLLARGNEARKVIGSVDTSEFPVALAATIGFFISLGWEQVSWFWVFALMLGGIVAAPI
                     AAWLVRIVPSHLLGVLVGGLIIFTNIRTLLTTFKVDPTIISLSYVAVGLVVIISIFIA
                     VRNHSNRSNASTAQYPNDQKQMLP"
     gene            complement(2832861..2833322)
                     /locus_tag="BA_3075"
                     /old_locus_tag="BA3075"
                     /db_xref="Pathema:BA_3075"
     CDS             complement(2832861..2833322)
                     /locus_tag="BA_3075"
                     /old_locus_tag="BA3075"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26891.1"
                     /db_xref="Pathema:BA_3075"
                     /translation="MKLETERLYIVPCTKESIHVANEQGYNSGPHIVGHVENVKQNKD
                     VLPWGAWYVIRKEDDIVLGDIGFKGKPNEEHTVEVGYGFIEKYWNKGYATEAVQELID
                     WAFQTGEVETIIAETLLDNYGSIRVLEKLHMKRVDSTETMMNWKIEKNRSK"
     gene            2833950..2835416
                     /gene="lysP"
                     /locus_tag="BA_3076"
                     /old_locus_tag="BA3076"
                     /db_xref="Pathema:BA_3076"
     CDS             2833950..2835416
                     /gene="lysP"
                     /locus_tag="BA_3076"
                     /old_locus_tag="BA3076"
                     /note="identified by similarity to SP:P25737; match to
                     protein family HMM PF00324"
                     /codon_start=1
                     /transl_table=11
                     /product="lysine-specific permease"
                     /protein_id="AAP26892.1"
                     /db_xref="Pathema:BA_3076"
                     /translation="MNSATNQTTSQTETTKGKGELRRGLKSKHLTMISLGGTIGTGLF
                     LASGGVIHSAGPGGALIAYAAIGIMVYFLMTSLAELAAYMPVTGSFSTYATKFVDPSL
                     GFALGWNYWYNWAITIAAELAAVTLIMKFWFPDTPSLIWSGLCLAIIFLLNYLSVKGF
                     GESEYWFALIKVATIIIFLIVGFMMIFGIMGGETVGFKNFTVADAPFNGGIMAIIGVF
                     MAAGFSFQGTELLGVAAGETSDPERNIPKAIRSIFWRILLFYILAILVIGLLIPYTTE
                     SLAASDVTVSPFTLIFEKAGVAFAASVMNAVILTAVLSAGNSGMYASTRMLWDLARQG
                     KAPKFLGKLDSRGVPVNALIVTSIVGSIAFIASLFGDGVVYIWLLNASGMSGFIAWVG
                     IAISHYRFRKAYIAQGKDLNDLPYRAKWFPFGPIFAFALCVIVILGQNYGAFMGESID
                     WNGVLVSYIGLPLFLVLWLGYKFTKKTKVIPLDKCELK"
     gene            2835530..2835835
                     /locus_tag="BA_3077"
                     /old_locus_tag="BA3077"
                     /db_xref="Pathema:BA_3077"
     CDS             2835530..2835835
                     /locus_tag="BA_3077"
                     /old_locus_tag="BA3077"
                     /note="identified by similarity to GP:10174894"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26893.1"
                     /db_xref="Pathema:BA_3077"
                     /translation="MNIRITDEAKAAIHRLEREDKKIIRIRGTMTNSCSIFVDVDLIW
                     DTYVADDVVYEDADLIVQMDTFTKDYTGDTVKLDYKTTGYSITTPSETLVYGLSIKK"
     gene            2835869..2836639
                     /locus_tag="BA_3078"
                     /old_locus_tag="BA3078"
                     /db_xref="Pathema:BA_3078"
     CDS             2835869..2836639
                     /locus_tag="BA_3078"
                     /old_locus_tag="BA3078"
                     /note="identified by similarity to GP:4584144"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26894.1"
                     /db_xref="Pathema:BA_3078"
                     /translation="MGKYVPLKFLFNEELAEKMADSICKHDPTFSKRNFVSSVTCKVE
                     NLELKQRIEVMADELHNALQKDFNEAIHILLKTLGPGNTTEVGMFTNGYMHMPMAKYV
                     EKYGLNDFESSFNAMYEITKRNTAEYAIRPFLETYHEDTLNILQKWIHDKNSHIRRLV
                     SEGTRPRLPWAKKIGALKGDFKYNLQLLDPLMDDPSKYVQKSVANHINDITKEDKELV
                     FQWLQQLRDKQHPVNPWIIKHGLRTVIKNDTLPKDFYF"
     gene            complement(2836704..2837195)
                     /locus_tag="BA_3079"
                     /old_locus_tag="BA3079"
                     /db_xref="Pathema:BA_3079"
     CDS             complement(2836704..2837195)
                     /locus_tag="BA_3079"
                     /old_locus_tag="BA3079"
                     /note="identified by similarity to EGAD:30757"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26895.1"
                     /db_xref="Pathema:BA_3079"
                     /translation="MKNWMEFTDKEDDRIWNKLYSELEFSPSVSTFPSFKVPSPFITY
                     NISHYFGELVDLDVYDDLEDKALQVFKENTVSNEYIMALDWQHECYWVNPHLKFERNE
                     FDEWSIPIFPNGDYYFFIQKDFKWGYLGHPWEKSITIFGKGLIESFERNKPKMFQNIL
                     RQG"
     gene            2837390..2838151
                     /locus_tag="BA_3081"
                     /old_locus_tag="BA3081"
                     /db_xref="Pathema:BA_3081"
     CDS             2837390..2838151
                     /locus_tag="BA_3081"
                     /old_locus_tag="BA3081"
                     /note="identified by similarity to OMNI:MT1633; match to
                     protein family HMM PF08241"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26896.1"
                     /db_xref="Pathema:BA_3081"
                     /translation="MKRNLLFLTLLESANTHFSGWDFSFISETGRMKSEPLSWSYGST
                     AFQLIQHAKSMLDMGTGGGEFLSMLQPFPPTIYATEGYAPNLPIARKKLEPLGVTVVE
                     VINDTALPFPNGQFDLIMNQHESYAASEVNRILSPNGMFLTQQVGGLDCAELNEQFDT
                     PLNSEFASWSLETACRELEENGFTILEAKEAFPFQLFYDIGAIVYYLKAIPWQIPDFT
                     VERYYEELYRIHEIILQKGYFDVKQHRFIIKAIRD"
     gene            complement(2838205..2838399)
                     /locus_tag="BA_3082"
                     /old_locus_tag="BA3082"
                     /db_xref="Pathema:BA_3082"
     CDS             complement(2838205..2838399)
                     /locus_tag="BA_3082"
                     /old_locus_tag="BA3082"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26897.1"
                     /db_xref="Pathema:BA_3082"
                     /translation="MVTYMHMNGNKLYILYKDMNPKSKTKQLVAEIEGYDLLTGVSIE
                     KTTLQLERKWDDITFLMVKE"
     gene            complement(2838371..2838541)
                     /locus_tag="BA_3083"
                     /old_locus_tag="BA3083"
                     /db_xref="Pathema:BA_3083"
     CDS             complement(2838371..2838541)
                     /locus_tag="BA_3083"
                     /old_locus_tag="BA3083"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP26898.1"
                     /db_xref="Pathema:BA_3083"
                     /translation="MFQKYNLLAIIVICTMFLLVACSKSDKELKNIQQADYLVSYSNA
                     MKNGGYIYAYEW"
     gene            complement(2838610..2839139)
                     /locus_tag="BA_3084"
                     /old_locus_tag="BA3084"
                     /note="mutT/nudix family protein, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3084"
     gene            2839334..2839966
                     /locus_tag="BA_3085"
                     /old_locus_tag="BA3085"
                     /db_xref="Pathema:BA_3085"
     CDS             2839334..2839966
                     /locus_tag="BA_3085"
                     /old_locus_tag="BA3085"
                     /note="identified by similarity to OMNI:NTL01ML0129; match
                     to protein family HMM PF04989"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26899.1"
                     /db_xref="Pathema:BA_3085"
                     /translation="MFKIDNISSEFLKQFYDSRVWLYDTHWLGVPILKLPSDLFLYQE
                     MIYELKPDLIIECGTCYGGSALYLASILDLIGKGHVLTIDIFPQPNRPSHDRITYLTA
                     SSVSVTAVQTILSMRKPDDVILVILDSDHSKEHVAKELLLYKSIVTKGSYIIVEDTSI
                     NGNPVSPDWGPGPMEAVEEFLATNNNFIIDESKHKFFISFNPKGFLKKIK"
     gene            complement(2840000..2840521)
                     /locus_tag="BA_3086"
                     /old_locus_tag="BA3086"
                     /db_xref="Pathema:BA_3086"
     CDS             complement(2840000..2840521)
                     /locus_tag="BA_3086"
                     /old_locus_tag="BA3086"
                     /note="identified by similarity to SP:P71013; match to
                     protein family HMM PF00717; match to protein family HMM
                     TIGR02227"
                     /codon_start=1
                     /transl_table=11
                     /product="Signal peptidase I"
                     /protein_id="AAP26900.1"
                     /db_xref="Pathema:BA_3086"
                     /translation="MKQEIKRGWGKYILFVFVLVVAYHSFTLCKVEGKSMQPTLYEED
                     YVFVNKAAVHFSDLEHGEIVIIKEEDESKYYVKRVIGLPGDVINITNGSVYVNDKKQE
                     EPYTNKDLFNNTQVFYNFQKTKIPPNKLFVMGDNRELSRDSRNGLGYIEEDNIIGKVE
                     FVYYPFSKMKIIE"
     gene            complement(2840604..2842756)
                     /locus_tag="BA_3087"
                     /old_locus_tag="BA3087"
                     /note="penicillin-binding protein, authentic frameshift;
                     an automated process has identified a potential problem
                     with this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3087"
     gene            2843046..2843627
                     /locus_tag="BA_3088"
                     /old_locus_tag="BA3088"
                     /db_xref="Pathema:BA_3088"
     CDS             2843046..2843627
                     /locus_tag="BA_3088"
                     /old_locus_tag="BA3088"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26901.1"
                     /db_xref="Pathema:BA_3088"
                     /translation="MTDSFTIHTNAPHCLNFMIYIQNIYLNQKEKKGNLRFPYIAKQF
                     NFSTNFEANFKELWHSLRKQIANDKYDSQIFYDENHMFYEKLFDNHLCNEELFKELIC
                     SFKIWWSSIAGQLSLEWSVNEYSTQLYNDLVLYLRQQQIEPLQQLHISLLYDDCIFVK
                     ENISSYSAILPTKTFFINYRAVVTTLSTCFHVT"
     gene            complement(2843683..2844411)
                     /locus_tag="BA_3089"
                     /old_locus_tag="BA3089"
                     /db_xref="Pathema:BA_3089"
     CDS             complement(2843683..2844411)
                     /locus_tag="BA_3089"
                     /old_locus_tag="BA3089"
                     /note="identified by match to protein family HMM PF02146"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, Sir2 family"
                     /protein_id="AAP26902.1"
                     /db_xref="Pathema:BA_3089"
                     /translation="MQQFEEVRTILEKAKKITVLTGAGASTESGIPDFRSANGLYADA
                     NVEMYLSRGYYNRSPKEFWKHYKEIFQINTFHQYKPNRGHRFLAELEEQGKDITILTQ
                     NIDGLHQVGGSKHVIDLHGTLQTAHCPKCKMGYDLQYMIDHEVPRCEKCNFILNPDVV
                     LYGDTLPQYQNAIKRLYETDVLIVMGTSLKVQPVASFPQIAKREVGATTILVNEELTG
                     QEYNFDYVFQNKIGEFVEGLSSIK"
     gene            complement(2844487..2845134)
                     /gene="pcp"
                     /locus_tag="BA_3090"
                     /old_locus_tag="BA3090"
                     /db_xref="Pathema:BA_3090"
     CDS             complement(2844487..2845134)
                     /gene="pcp"
                     /locus_tag="BA_3090"
                     /old_locus_tag="BA3090"
                     /EC_number="3.4.19.3"
                     /note="identified by match to protein family HMM PF01470;
                     match to protein family HMM TIGR00504"
                     /codon_start=1
                     /transl_table=11
                     /product="pyroglutamyl-peptidase I"
                     /protein_id="AAP26903.1"
                     /db_xref="Pathema:BA_3090"
                     /translation="MKTVLLTGFDPFGGESINPAWEVAKSLHEKTIGEYKIISKQVPT
                     VFHKSISVLKEYIEELAPEFIICIGQAGGRPDITIERVAINIDDARIADNEGNQPVDV
                     PVVEEGPAAYWSTLPMKAIVKKLQEEGIPASVSQTAGTFVCNHLFYGLMHELEKHDTK
                     MKGGFIHIPFLPEQASNYPGQPSMSLSTIRKGIELAVEVTTTVEVDIVEVGGTTH"
     gene            complement(2845382..2846458)
                     /locus_tag="BA_3091"
                     /old_locus_tag="BA3091"
                     /db_xref="Pathema:BA_3091"
     CDS             complement(2845382..2846458)
                     /locus_tag="BA_3091"
                     /old_locus_tag="BA3091"
                     /note="identified by match to protein family HMM
                     TIGR01766"
                     /codon_start=1
                     /transl_table=11
                     /product="transposase, IS605 family, OrfB"
                     /protein_id="AAP26904.1"
                     /db_xref="Pathema:BA_3091"
                     /translation="MKNKISNQEWKDLRTRQLYSRGDKSKKGNLNMRITVDDCGQGWL
                     EIANPLGRTNGKTKSPRIKVPIMIPYRFYHQITNVVMGKQIGVNPKGKPIIEHQKYSV
                     EIIRKQNEFYINITFDETEIGRVLDFKETPQSDVIAGIDVNPDRIAVSLCTKQGNFKG
                     SKIFYLHNLNTFSTNKRATIIGQIVQQIKTRLLENNVGGIVLEDLKFQQSHDTDKYSN
                     RNFHQFTYKKMLNSLIRMALRNGFSVKTVNPAYTSVIGKLKYSKNFGISVHEAAAFTI
                     ARRGLELQEQLPQEIILLLKNQITTKLRILVASMEESKKNTQKVYKKWLQTIQTWKEY
                     HNWKLWSILHKTVYMNNQQVVFKI"
     gene            complement(2846590..2846928)
                     /locus_tag="BA_3092"
                     /old_locus_tag="BA3092"
                     /db_xref="Pathema:BA_3092"
     CDS             complement(2846590..2846928)
                     /locus_tag="BA_3092"
                     /old_locus_tag="BA3092"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by match to protein family HMM
                     TIGR01765"
                     /codon_start=1
                     /transl_table=11
                     /product="transposase, IS605 family, OrfA"
                     /protein_id="AAP26905.1"
                     /db_xref="Pathema:BA_3092"
                     /translation="MKTTRTCKINSITKEQTEDLITLIRTFESAKRYSFNRLIEGENE
                     KELIKKLQPKYLLNKRFCEDAILQAQSILFSQKELLPVYLENNQKKLEKTLQKIDDYE
                     RGKKDLNKLH"
     gene            complement(2847049..2848011)
                     /locus_tag="BA_3093"
                     /old_locus_tag="BA3093"
                     /db_xref="Pathema:BA_3093"
     CDS             complement(2847049..2848011)
                     /locus_tag="BA_3093"
                     /old_locus_tag="BA3093"
                     /note="identified by match to protein family HMM PF06166"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP26906.1"
                     /db_xref="Pathema:BA_3093"
                     /translation="MNIITMDTIYYVLGIIVAFIAVRIAFDREHPNRFGSSLFWALFA
                     VTFLFGNVIPSFYVGCIVLAMVVLASMNKVTKSQEKEAPVQERVKHAEKLKNKIFMPA
                     LLIPIFTIIGTLTLGKIKWGNVSLVDPDKVTLVALALGALLAFVAAMRITKSKITTPV
                     QEGSRLLQAVGWAVILPQMLAALGGIFAKSGVGQVVSDLVGQVLPTEYPFVAVMAYCL
                     GMMLFTVVMGNAFAAFAVITGGIGLPLIVQMHGGNPAIMAALGMFAGYCGTLLTPMAA
                     NFNIVPAMLLELKDKNAVIKAQVPIALSIFIINMFIMYGLVYRF"
     gene            complement(2848013..2848717)
                     /locus_tag="BA_3094"
                     /old_locus_tag="BA3094"
                     /db_xref="Pathema:BA_3094"
     CDS             complement(2848013..2848717)
                     /locus_tag="BA_3094"
                     /old_locus_tag="BA3094"
                     /note="identified by match to protein family HMM PF06149"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP26907.1"
                     /db_xref="Pathema:BA_3094"
                     /translation="MLELVKLIGILLVAVGFLFRLNTLLVVMVAGIVTGMVSGLSFYD
                     VISMFGKFFIENRYMSMPIILTLPVIGILERYGLKERAEALITKSKGATTGRVLMSYF
                     TIRESSAALGLNIGGHAQTVRPLVAPMAEGAAQGKYGKLPEKLREKIKANAAAAENTA
                     WFFGEDIFIATGAILLMKGFFDSVGMHVGVWDMALWGIPTAISALIVSWIRFRRFDKY
                     IAKTMTSKVKEEKEAI"
     gene            complement(2848732..2849493)
                     /locus_tag="BA_3095"
                     /old_locus_tag="BA3095"
                     /db_xref="Pathema:BA_3095"
     CDS             complement(2848732..2849493)
                     /locus_tag="BA_3095"
                     /old_locus_tag="BA3095"
                     /note="identified by similarity to OMNI:NTL01CJ01471;
                     match to protein family HMM PF03746"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26908.1"
                     /db_xref="Pathema:BA_3095"
                     /translation="MTTIDLNCNLGESFGAYKMGNDDEILPFVSSINVACGFHAGDPS
                     VMRQTVEKAMQHNVAIGAHPGFPDLIGFGRRNMNVSANEVYDYVLYQIGALDAFVKAA
                     GGKMQHVKPHGALYNMAATNPEIADAIAKAIYHMNSSLSLYGLANSEAFIQAAEKYNI
                     TLVQEAFADRTYKEDGTLTSRTEENALIKNEDEAIKQVLQMVKEGYVNSVNGEKVAVQ
                     AQTICLHGDGEKAVQFARKIYRTFEHNKISICAPK"
     gene            complement(2849538..2850500)
                     /locus_tag="BA_3096"
                     /old_locus_tag="BA3096"
                     /db_xref="Pathema:BA_3096"
     CDS             complement(2849538..2850500)
                     /locus_tag="BA_3096"
                     /old_locus_tag="BA3096"
                     /note="identified by match to protein family HMM PF02626;
                     match to protein family HMM TIGR00724"
                     /codon_start=1
                     /transl_table=11
                     /product="urea amidolyase-related protein"
                     /protein_id="AAP26909.1"
                     /db_xref="Pathema:BA_3096"
                     /translation="MDVEVLHAGMFTIVQDLGRSHYQQYGVPVGGAMDQSALRMINML
                     VGNEENEAGLEMTIMGPKLLIKKTTLLAIGGADMEPLLNGERIPLWRPILAEEGSMLC
                     FGKVKTGCRAYVTFAGGIYIDRTMGSKSTYIRAAIGGMEGRMLKKGDYFQLGERSEMA
                     HPFMQDLQKGERIKTKWAISSSVLPKYKKYPKLRVITGFEYDQFTEESKKAFFTKEYK
                     VSNYADRMGYRVEGGILNRAVEKEILSSPVTYGTIQIPNGGQPIILMADRQTTGGYPR
                     MGNIISVDLPLLAQLKPGDYVSFENITLEEAEQLYIEKEVNRIY"
     gene            complement(2850491..2851204)
                     /locus_tag="BA_3097"
                     /old_locus_tag="BA3097"
                     /db_xref="Pathema:BA_3097"
     CDS             complement(2850491..2851204)
                     /locus_tag="BA_3097"
                     /old_locus_tag="BA3097"
                     /note="identified by similarity to GP:19713915; match to
                     protein family HMM PF02682; match to protein family HMM
                     TIGR00370"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein TIGR00370"
                     /protein_id="AAP26910.1"
                     /db_xref="Pathema:BA_3097"
                     /translation="MKFSALGDQAIIVTFGEEIGMDVYEKVQRLFQVLQQHPFTGMIE
                     CVPSFTSLAVYYNLYEVWKGNDRKIRPYDYVCQYIARMLDTYKEELKRDVKHISIPVC
                     YGGEYGPDLEEVAHYHGLQVEDVIRIHSETTYFVYMLGFTPGFPYLGGLSKELETPRK
                     EIPRLQISPGSVGIGGNQTGIYPLETPGGWNIIGRTPISLFNPEEETPTFIQSGMYLR
                     FIPITKEEYVSLEGAKEWM"
     gene            complement(2851219..2851971)
                     /locus_tag="BA_3098"
                     /old_locus_tag="BA3098"
                     /db_xref="Pathema:BA_3098"
     CDS             complement(2851219..2851971)
                     /locus_tag="BA_3098"
                     /old_locus_tag="BA3098"
                     /note="identified by similarity to GP:1032474; match to
                     protein family HMM PF01614; match to protein family HMM
                     PF09339"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, IclR family"
                     /protein_id="AAP26911.1"
                     /db_xref="Pathema:BA_3098"
                     /translation="MSINKTAVKTMDILELFYEHEELSLTEMVQLTSMPKTSVYRLIG
                     SLEEMEFLQKNEKGKYRLGVVFLRFGQLVSQRLSVRNIAIPYMKELRDNLGQAVNLII
                     QDGNDAIYVEKMEGVQPVRVYTAVGRREPLYAGACPRILLSYFTEEEKQKYVEETDFK
                     QFADGTIVDKKQLLEVLQMAKKEGHTISYSELENHTAAIAAPIFANDGTVVAGISISG
                     LAIEYSESNIPYFIAKVKETAHRISKELGFLA"
     gene            complement(2852230..2852781)
                     /gene="sipU"
                     /locus_tag="BA_3099"
                     /old_locus_tag="BA3099"
                     /db_xref="Pathema:BA_3099"
     CDS             complement(2852230..2852781)
                     /gene="sipU"
                     /locus_tag="BA_3099"
                     /old_locus_tag="BA3099"
                     /EC_number="3.4.21.89"
                     /note="identified by similarity to SP:P42959; match to
                     protein family HMM PF00717; match to protein family HMM
                     TIGR02227"
                     /codon_start=1
                     /transl_table=11
                     /product="Signal peptidase I U"
                     /protein_id="AAP26912.1"
                     /db_xref="Pathema:BA_3099"
                     /translation="MKENTKKELFSWAKTIGFTLVLIAIIRGVLFTPSLVQGESMMPT
                     LENNERVLVNKIGYSISGLERFDIIVFHGKEGYDLVKRVIGLPGDTVEYKNDVLYVNG
                     KAMEEPYLKEFKEKAAGRVLTPDFTLEQITGKTKVPEGQVFVLGDNREVSKDGRMFGF
                     ISEDEIVGKGQAVFWPLKQVRAL"
     gene            complement(2852805..2853482)
                     /locus_tag="BA_3100"
                     /old_locus_tag="BA3100"
                     /db_xref="Pathema:BA_3100"
     CDS             complement(2852805..2853482)
                     /locus_tag="BA_3100"
                     /old_locus_tag="BA3100"
                     /note="identified by similarity to SP:P46719; match to
                     protein family HMM PF03932"
                     /codon_start=1
                     /transl_table=11
                     /product="putative copper homeostasis protein CutC"
                     /protein_id="AAP26913.1"
                     /db_xref="Pathema:BA_3100"
                     /translation="MLEVIATCLEDVKRIERAGGKRIELISSYTEGGLTPSYAFIKKA
                     VEAVQIPIHVMIRPHAKSFTYTEEEIEMMKEDIVVAQKLGVAGVVLGVLNERNEVAEE
                     KLADLLSVVDGINVTYHRAIDDIENPVEAMRTLKKFHKVTHVLTSGGQGNIVDNIPVL
                     TDMQKISDGQIQLVVGAGVTKENIKQLLNETGISQAHVGTAVREGKSCFAEIDLNLVQ
                     ELVQIIQ"
     gene            complement(2853797..2854927)
                     /locus_tag="BA_3102"
                     /old_locus_tag="BA3102"
                     /db_xref="Pathema:BA_3102"
     CDS             complement(2853797..2854927)
                     /locus_tag="BA_3102"
                     /old_locus_tag="BA3102"
                     /note="identified by similarity to EGAD:20080; match to
                     protein family HMM PF07454; match to protein family HMM
                     TIGR02867"
                     /codon_start=1
                     /transl_table=11
                     /product="putative stage II sporulation protein P"
                     /protein_id="AAP26914.1"
                     /db_xref="Pathema:BA_3102"
                     /translation="MNKVKLKVFNIKYVMICLLFTIICILTSFFISSNSNVFKSYYIN
                     QLLGTNSTKGLMYMIGSENRYFAEEFHREKGRASLESFLLSLSTNINVNDLRSLLTRE
                     LPNMNQFYSEILIAGEGTDYTNIPEESSIPLENIQDKGTAVKHPKSEKENNSNIQNNG
                     ENKVFIYHTHSWESFIPLIPGATKPDDASSTNNEVNITFVGNYLKQKLEEKGIGVSHD
                     TTNMRDFLRNKNLNWAQSYKGSRQILQEKLAQDKNIMFPMDLHRDDARKNITTKNING
                     KNYARLYFILGRENPSFEKNKKIVTAINSYLDEKYYGLSRGIFIKDRKSGNGVYNQDL
                     SPNALLIEMGGVDNTPEELYASVDALVEAFSHYYNEVVKKNN"
     gene            complement(2855131..2855835)
                     /locus_tag="BA_3103"
                     /old_locus_tag="BA3103"
                     /db_xref="Pathema:BA_3103"
     CDS             complement(2855131..2855835)
                     /locus_tag="BA_3103"
                     /old_locus_tag="BA3103"
                     /note="identified by similarity to OMNI:NTL01BS00539;
                     match to protein family HMM PF01022"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, ArsR family"
                     /protein_id="AAP26915.1"
                     /db_xref="Pathema:BA_3103"
                     /translation="MNVYPNISYIAKLIAEPTRAIILDCLMNNQALPASELAYMARVS
                     HPTISSHLSKLVEGNLLKVEQHGRHRYYRLANQEVAEVLEKLGTIAPTVQVRSLKQSD
                     QLKQVRYARTCYDHLAGKLGVEIAEKLLHRKFIILEEGEYIVTEQGKKWFLNFGINIE
                     KANIKRRVFAKPCLDWSERRYHISGWLGSAIAKLFFEQEWITKTDKNRAVHLTRKGMK
                     LLKDQLGIDMENEEIK"
     gene            2855905..2856375
                     /locus_tag="BA_3104"
                     /old_locus_tag="BA3104"
                     /db_xref="Pathema:BA_3104"
     CDS             2855905..2856375
                     /locus_tag="BA_3104"
                     /old_locus_tag="BA3104"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26916.1"
                     /db_xref="Pathema:BA_3104"
                     /translation="MNAIDLSILNLKETRRRSEKLWNSLPDNFLNWKPDDEAMSFGEM
                     IRHVWSSTFYYHMILKNNGSINDIHFPYDDEPITCVKKEIELAQSCFVDFIEYVQSIS
                     IAELDSRLIDRSDVGYQRYLGDMLLRIAYHDAVHAGQFLQYLRMVDLERPLIWD"
     gene            complement(2856592..2857740)
                     /locus_tag="BA_3105"
                     /old_locus_tag="BA3105"
                     /db_xref="Pathema:BA_3105"
     CDS             complement(2856592..2857740)
                     /locus_tag="BA_3105"
                     /old_locus_tag="BA3105"
                     /note="identified by similarity to EGAD:38335; match to
                     protein family HMM PF00441; match to protein family HMM
                     PF02770; match to protein family HMM PF08028"
                     /codon_start=1
                     /transl_table=11
                     /product="putative acyl-CoA dehydrogenase, short-chain
                     specific"
                     /protein_id="AAP26917.1"
                     /db_xref="Pathema:BA_3105"
                     /translation="MALSFVETEKQSFIIEQINKLIPKFMEREHQLSELGSFPYENIN
                     DLKDIGYTKLTLPKEFGGSAISLYDFVLFQEKIAEGCGATALSIGWHLGIVKELAENR
                     SWNDEMFKWFCEEVRSGALFNRAATEPKTGSPTRGGKPETIAVQQGEKWIINGRKTFT
                     TMAPVLDYFIISASMEGREEVGEFVIPRNTLGVSIEETWDSVAMRGTASHDLVLQNVE
                     IENRFFTDVKGGKVKQKGIGWLLHIPACYLGIAQSARNYAVQFAGSYKPNSLNHSISL
                     LPNVRRLVGELELELMQARVFLYQIAKKYDEAEDKLSLQAELAAVKYAVTNAAISIVD
                     KSMRIVGAKSLSEKNPLHRYYLNVRAGLHNPPMDDATLSMLADAAFRS"
     gene            complement(2857893..2858525)
                     /locus_tag="BA_3106"
                     /old_locus_tag="BA3106"
                     /db_xref="Pathema:BA_3106"
     CDS             complement(2857893..2858525)
                     /locus_tag="BA_3106"
                     /old_locus_tag="BA3106"
                     /note="identified by similarity to GP:17130906; match to
                     protein family HMM PF02698"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26918.1"
                     /db_xref="Pathema:BA_3106"
                     /translation="MKENKKSKKRRIFQVFLLMICSAILYVSYAAYDIWSYRFKANDD
                     VKTDAGIVLGAASWNGKPSPVFKERINHAISLYKNGNIKKIIFTGGTKFEAELEEART
                     ARVYAMKQGVKEEDILIETKSLFTEENLKNAKQVGIENGIQTYTIVSDPLHMKRAMRI
                     AKHINIEAYASPTPTSAYKTLDTEIPFFFKELFSYIGYVTSLPLKALKGD"
     gene            complement(2858856..2859443)
                     /locus_tag="BA_3108"
                     /old_locus_tag="BA3108"
                     /db_xref="Pathema:BA_3108"
     CDS             complement(2858856..2859443)
                     /locus_tag="BA_3108"
                     /old_locus_tag="BA3108"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26919.1"
                     /db_xref="Pathema:BA_3108"
                     /translation="MEIIHERAKLRLMDGNDVETLFSIVEGNREIWAYLISKMDSVQD
                     MQQYVQKAIQGYGKGTQIPFVVVDQQTNTIVGSTRLYNISVEDKTVELGQTWYHPSVQ
                     RTSINTECKYMLLQYAFEKLHMLRVQIKTDARNEKAQRAIERLGAVKEGVLRNERKLP
                     NGYVRDAVVYSIISSEWPGVKEQLLEKLELYKEKL"
     gene            2859737..2859970
                     /locus_tag="BA_3109"
                     /old_locus_tag="BA3109"
                     /db_xref="Pathema:BA_3109"
     CDS             2859737..2859970
                     /locus_tag="BA_3109"
                     /old_locus_tag="BA3109"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26920.1"
                     /db_xref="Pathema:BA_3109"
                     /translation="MNQVFSLIEWIIMDKNPKILYNNKVKVLQLIHMGKWEDIKMLDQ
                     ITWGTPGSLLCLGFFFAGLGIFLRSITSYTKNK"
     gene            complement(2860107..2861435)
                     /locus_tag="BA_3110"
                     /old_locus_tag="BA3110"
                     /db_xref="Pathema:BA_3110"
     CDS             complement(2860107..2861435)
                     /locus_tag="BA_3110"
                     /old_locus_tag="BA3110"
                     /note="identified by match to protein family HMM PF07670"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP26921.1"
                     /db_xref="Pathema:BA_3110"
                     /translation="MSEIELKRNVIKTGSEKRIILRFILASLVGVFMFFVPVTINGAS
                     SIMIDHIVSWIRTSVPSVVPYYALLVMIMGAIYPFYTKKWNVSLVDICFSILKVVGVV
                     FGVLYCLKVGPAWFFAPDVGPFLYEKLVISVSLLVPIGSAFLALLVGYGLLEFIGTFC
                     RPIMRPLWKTPGRSAIDAVASFVGSYSLALLITNRVYKEGKYTTKEAAIIATGFSTVS
                     ATFMIIIAKTLDIMHLWNVYFWTTLVVTFIVTAITVRIPPLSRKPDTYVTEEGFPEPV
                     YKEKMLERAWEDALEVSKSAPGIMKNIAVNLKDGFIMTMGILPSIMSVGLIGIVLAKF
                     TPIFDWISYIFYPFTWVLQLPEAGLAAKAASVGIAEMFLPSLLVVSAPLVTKFVIAVV
                     SVSSILFFSASIPCILSTDIPLKVSELIILYVQRTILTLLIITPIAYLLL"
     gene            complement(2861549..2862427)
                     /locus_tag="BA_3111"
                     /old_locus_tag="BA3111"
                     /db_xref="Pathema:BA_3111"
     CDS             complement(2861549..2862427)
                     /locus_tag="BA_3111"
                     /old_locus_tag="BA3111"
                     /note="identified by similarity to OMNI:NTL01SM02075;
                     match to protein family HMM PF01636"
                     /codon_start=1
                     /transl_table=11
                     /product="aminoglycoside phosphotransferase family
                     protein"
                     /protein_id="AAP26922.1"
                     /db_xref="Pathema:BA_3111"
                     /translation="MNQIDTGLVKRLIREQFPEWAHLEVKPVKFSGHDNRTFQLGDKM
                     SVRLPSDAAYTPQVEKENKWLPILSKELSLPISTPIAKGNPSEAYPWPWSINKWIEGE
                     TVTKQNVRDLSEFAAHLGSFLVELQSIDASKGPIAGAHNFYRGGLISVYDEEARDAIE
                     NNKDVFDETVLKHLWDLALQSTWRRKPVWIHGDVAPGNLLVKDGKLCAVIDFGILGVG
                     DPACDAAMSWTFFDKSSRKIFKEVLQIDEETWNRARGWALWKALITYDANKISNKIVA
                     EESYRVIQVIVNDYGR"
     gene            complement(2862431..2862943)
                     /locus_tag="BA_3112"
                     /old_locus_tag="BA3112"
                     /db_xref="Pathema:BA_3112"
     CDS             complement(2862431..2862943)
                     /locus_tag="BA_3112"
                     /old_locus_tag="BA3112"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26923.1"
                     /db_xref="Pathema:BA_3112"
                     /translation="MERTTIKEYIIRTATEEESDSIITLLKEVAQWLQHKEVDQWQYL
                     LGGEATDEILEGIREKYTYVITKEDEIIGTVTVSPKQNEWDEHIFGKEEVSNSLYIHR
                     FAVKRKYKGNGIGEWILQWIEENVQHDKEFLKLDCVGHNRTLNDFYKKNGFDYVGSTD
                     GLSKFQKKRG"
     gene            complement(2863103..2863540)
                     /locus_tag="BA_3113"
                     /old_locus_tag="BA3113"
                     /db_xref="Pathema:BA_3113"
     CDS             complement(2863103..2863540)
                     /locus_tag="BA_3113"
                     /old_locus_tag="BA3113"
                     /note="identified by similarity to EGAD:108901"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26924.1"
                     /db_xref="Pathema:BA_3113"
                     /translation="MMYSSNYYDWYRQNDKLIRDIEKAINGEFSAINCYAKLANMAPN
                     TVERNQILEIRNDEIKHFHQFVQIYTNLTGQQPKPQITEECSNTYLQGLEFAIQDEQK
                     TVDFYLEIADETSDTHLKELLRRIAADEQNHAVWFLYYFVKMK"
     gene            complement(2863699..2864880)
                     /locus_tag="BA_3114"
                     /old_locus_tag="BA3114"
                     /db_xref="Pathema:BA_3114"
     CDS             complement(2863699..2864880)
                     /locus_tag="BA_3114"
                     /old_locus_tag="BA3114"
                     /note="identified by match to protein family HMM PF01061"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP26925.1"
                     /db_xref="Pathema:BA_3114"
                     /translation="MFKNKLLWLSPVVALLVVFIFSLTLFPTVQPNPKNLPIAIVNED
                     QGVEIPNQPKMNMGQTIVDNMKKTSKSEKEPAIKWVEVKNKESVQKGLNKQEYYAALV
                     IPKDFSTKQASLRTPQSSSPEVEIFINQGMNTAASTMAGQILNSVVDNMNNNVRKQIL
                     EGLKAKGATLTTDQAAKLVTPITKKVTNVNEIGKNSANGNSPISLFQPLWIASLASAA
                     IIFIAISKMPIRTRNENFVLKLKQIVTGAIAALVIGFGLTWIADGMVGLNISNFTDTA
                     LFLSITSFSFFLMISAVLSLVGLKGIGLFALLLFFGAPLLSLAPEMLSPFYQDWVYSW
                     LPMRFMIEGLREIFFFGNGLSWSTPLTVLVWIGAVSMVIILVTAFKRSAIKENKTELN
                     A"
     gene            2865052..2865669
                     /locus_tag="BA_3115"
                     /old_locus_tag="BA3115"
                     /db_xref="Pathema:BA_3115"
     CDS             2865052..2865669
                     /locus_tag="BA_3115"
                     /old_locus_tag="BA3115"
                     /note="identified by similarity to OMNI:NTL01SA2260; match
                     to protein family HMM PF00440"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, TetR family"
                     /protein_id="AAP26926.1"
                     /db_xref="Pathema:BA_3115"
                     /translation="MRNSNLDLRVVRTKTAIRNALVELIEEKGFDAITVKDITTKANI
                     NRGTFYAHYQDKFDLMTKCQEDIMYEFSSIAKKRFPEVIADLGSNPSPTMPFLLITSI
                     LEFLNENSDFMKAVLSPKGDLSFQTKLKDFMWKTLFEDTNGALINKENLLVPSQYLTS
                     YMASAHIGVIQQWLNSGQKETPEEIARILSTIAVHGPFYAAGLKK"
     gene            complement(2865729..2868335)
                     /gene="ppsA"
                     /locus_tag="BA_3116"
                     /old_locus_tag="BA3116"
                     /db_xref="Pathema:BA_3116"
     CDS             complement(2865729..2868335)
                     /gene="ppsA"
                     /locus_tag="BA_3116"
                     /old_locus_tag="BA3116"
                     /EC_number="2.7.9.2"
                     /note="identified by match to protein family HMM PF00391;
                     match to protein family HMM PF01326"
                     /codon_start=1
                     /transl_table=11
                     /product="pyruvate, water dikinase"
                     /protein_id="AAP26927.1"
                     /db_xref="Pathema:BA_3116"
                     /translation="MSSFVLDFQEIEKTQLSLVGGKGLNLGALSNMQGIQVPEGFCVT
                     TAGYEKAIEQNEELQALLQQLTKLKREERVRIGEISKKIRENIMAVQIPSDVVEAVAH
                     YLSRFGNEHAYAVRSSATAEDLPYASFAGQQDTYLNIIGENAILQHVRKCWASLFTDR
                     AVMYRMQNGFEHNQVSICVVVQKMVFPQASGILFTADPITSNRKVLSIDASFGLGEAL
                     VSGLVSADNYKVKEGEIIDKMIATKKLAIYALKEGGTETKQNDPVQQKIQTLSDQQIL
                     QLVQIGRQIEAYFGCPQDIEWCLVDHTFYIVQSRPITTLYPIPEENDEGNHVYISVGH
                     QQMMTDAMKPLGLSFFLLTTNAPMRKAGGRLFVDATQQLVLPASRDYLINTLGKSDPL
                     VRDALTTIIERDDFITLLPDEEKEKSASKSKPPVSSQPEIENDPAIVTELIRNSEASL
                     EELKQNMQLKSGVDVFDFILEDIQQLKKVLFNPQSIAVIMAGMNASTWINEKMEQWLG
                     EKNAADMLSQSVQNNITSEMGLALMDVADAIRPYPEVITYLQHVEDDSFLDELVQYKG
                     GEKARDTIVAFLNKYGMRCSGEIDITKTRWSEKPTTIIPMILNNIRDFEAGASKQKFE
                     KGLQEALNKEEELLDRLQHLPKGKQKVEETKRMIRNIRNFIGYREYPKYGMINRYFIY
                     KQALLKEAEQLVQSGVICEVDDIYYLTFEELHEVVRTNKLDYELIQKQKNDYKLYEKL
                     TPPRVMTSDGEIITGKYKRENLPADAIVGLPVSSGVVEGRARVILNMEEANLEEGDIL
                     VTAFTDPGWTPLFVSIKGLVTEVGGLMTHGAVIAREYGLPAVVGVENATKRIKDGQRI
                     RVHGTEGYIEML"
     gene            2868834..2869679
                     /locus_tag="BA_3118"
                     /old_locus_tag="BA3118"
                     /db_xref="Pathema:BA_3118"
     CDS             2868834..2869679
                     /locus_tag="BA_3118"
                     /old_locus_tag="BA3118"
                     /note="identified by match to protein family HMM PF00753"
                     /codon_start=1
                     /transl_table=11
                     /product="metallo-beta-lactamase family protein"
                     /protein_id="AAP26928.1"
                     /db_xref="Pathema:BA_3118"
                     /translation="MNYGSDYRFIPATSIESGHGIEVLPDLFCYTIQIVNICFVGNPE
                     SNDFVLVDAGMPKCANEIISVAKDRFGTNSRPKAIILTHGHFDHVGGIIELIKYWDVP
                     VYAHQMEIPFLTGQQSYPKPDPTVEGGMVAKMSPLFPNEPIDLGNSIKVLPTDGTVPH
                     VPGFRWIHTPGHTPGHISLFREKDRTLIAGDAFVTVKQEYLYKVITQEQEISGPPRYL
                     TTDWKAAKESVITLEKLKPLAAVTGHGLPMSGELLSTSLNTLVQEFDKIAVPDYGKYV
                     DKKRN"
     gene            complement(2870073..2870906)
                     /locus_tag="BA_3119"
                     /old_locus_tag="BA3119"
                     /db_xref="Pathema:BA_3119"
     CDS             complement(2870073..2870906)
                     /locus_tag="BA_3119"
                     /old_locus_tag="BA3119"
                     /note="identified by match to protein family HMM PF09678"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP26929.1"
                     /db_xref="Pathema:BA_3119"
                     /translation="MNNNHLHHEIWNALDILLFVFILMMLIIYIVATILSNRHYKRWP
                     FYRSVFWVLGLICVAIAVVGPLAHRAHNDFTVHMLVHLLLGMLAPIFIALAAPMTLFL
                     RTLNVKAARSLSRILKSRPLQILTHPIIATLLNLGGLWILYTTSLYSMMHESILLHLF
                     IHFHVFIAGYLFTTSMIYVDLISHRYSYMYRSIILIIASAGHGILSKYIYAHPPAGVV
                     TEQAEMGGVLMYYGGDFIDIVLIFILCLQWSRGSRQRTKVNNVVRSWDVPDFLKLKTL
                     K"
     gene            complement(2870896..2871402)
                     /locus_tag="BA_3120"
                     /old_locus_tag="BA3120"
                     /db_xref="Pathema:BA_3120"
     CDS             complement(2870896..2871402)
                     /locus_tag="BA_3120"
                     /old_locus_tag="BA3120"
                     /note="identified by similarity to OMNI:NTL01BH0895"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26930.1"
                     /db_xref="Pathema:BA_3120"
                     /translation="MVTKTDNTSYLTSSVYLTRNLWSGILFGLGLVAFIDETIFHQLL
                     HWHHFYDKSTTNIGLISDGLFHAFSWFATIDSLFMVADLRRRNAFWLKRWWSGLMVGS
                     GGFQLYDGIIQHKLMKIHQIRYVDNVLIYDVIWNIIATVMLLIGILLVFQTRTDERLL
                     RGKSLNEQ"
     gene            complement(2871745..2872224)
                     /gene="cotF"
                     /locus_tag="BA_3121"
                     /old_locus_tag="BA3121"
                     /db_xref="Pathema:BA_3121"
     CDS             complement(2871745..2872224)
                     /gene="cotF"
                     /locus_tag="BA_3121"
                     /old_locus_tag="BA3121"
                     /note="identified by match to protein family HMM PF07875"
                     /codon_start=1
                     /transl_table=11
                     /product="spore coat protein F"
                     /protein_id="AAP26931.1"
                     /db_xref="Pathema:BA_3121"
                     /translation="MSYPNQLAWHETLELHELVAFQANGLIKLKKSVRNVPDQALQSL
                     YIKAINAIQNNLQELVQFYPYAPGFQAQHRDDTGFYAGDLLGLAKTSVRNYAIAITET
                     ATPRLREVLTRQINGAIQLHAQVFNFMYERGYYPAYDLKELLKNDVQNVQKAIQMQY"
     gene            complement(2872372..2872464)
                     /locus_tag="BA_3122"
                     /old_locus_tag="BA3122"
                     /db_xref="Pathema:BA_3122"
     CDS             complement(2872372..2872464)
                     /locus_tag="BA_3122"
                     /old_locus_tag="BA3122"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26932.1"
                     /db_xref="Pathema:BA_3122"
                     /translation="MGIFKEEKIKFIDCKGEEVILKIKIKDIKK"
     gene            2872742..2873500
                     /locus_tag="BA_3123"
                     /old_locus_tag="BA3123"
                     /db_xref="Pathema:BA_3123"
     CDS             2872742..2873500
                     /locus_tag="BA_3123"
                     /old_locus_tag="BA3123"
                     /note="identified by similarity to EGAD:30040; match to
                     protein family HMM PF08892"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26933.1"
                     /db_xref="Pathema:BA_3123"
                     /translation="MTILYDKDSLQKNIITLPHWQQEAFGSFQLKMTDKNKPFPCIPA
                     QHGFTANHLRYGFIDDPRDTNTSEDFAALLKEYTECSRDTGQYASLIVFIHTPIDLLR
                     ETTVEDFEHMYWSLLNTTSRLDEMEWPTHIPNDPMENTWEFCFHNESYFVYCATPAHV
                     NRQSRHFSCMMLALTPRWVLQEIMNSEKRSRKLKDLIRQRLAAYDKAPIHPSLKDYGE
                     KDNYEWQQYFLRDDETIPSKCPFSRIIKYFHKNK"
     gene            2873592..2874218
                     /locus_tag="BA_3124"
                     /old_locus_tag="BA3124"
                     /db_xref="Pathema:BA_3124"
     CDS             2873592..2874218
                     /locus_tag="BA_3124"
                     /old_locus_tag="BA3124"
                     /note="identified by similarity to OMNI:NTL01BS00310;
                     match to protein family HMM PF01810"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP26934.1"
                     /db_xref="Pathema:BA_3124"
                     /translation="MGIFLSYVFLGLSLSAPMGPINAAQLEKGIRSGVFHAWILGIGA
                     LLADVIYMALIYLGVIHFLEKDIIKLFLWSFGAFVLIYTGIESLKNANQISISNTRND
                     DSIIKSFFSGFFMSLSNPLTILFWLGIFGSILAKAASSYSKEQLLLYSFGTILGIFIW
                     DIMMASTSSIFRKILNTRILSLITVISGISLIIYGLYFGFQTYQIIFQ"
     gene            complement(2874271..2875416)
                     /locus_tag="BA_3125"
                     /old_locus_tag="BA3125"
                     /note="amino acid permease family protein, authentic point
                     mutation; an automated process has identified a potential
                     problem with this gene model; it may contain one or more
                     premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3125"
     gene            complement(2875628..2875780)
                     /locus_tag="BA_3126"
                     /old_locus_tag="BA3126"
                     /db_xref="Pathema:BA_3126"
     CDS             complement(2875628..2875780)
                     /locus_tag="BA_3126"
                     /old_locus_tag="BA3126"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26935.1"
                     /db_xref="Pathema:BA_3126"
                     /translation="MKYEALFTVEISVGSERVANHKIKAHDVVDVVEKLAEKYLSDHE
                     GHSQNE"
     gene            complement(2875975..2876187)
                     /locus_tag="BA_3127"
                     /old_locus_tag="BA3127"
                     /db_xref="Pathema:BA_3127"
     CDS             complement(2875975..2876187)
                     /locus_tag="BA_3127"
                     /old_locus_tag="BA3127"
                     /note="identified by match to protein family HMM PF00269"
                     /codon_start=1
                     /transl_table=11
                     /product="small, acid-soluble spore protein, alpha/beta
                     family"
                     /protein_id="AAP26936.1"
                     /db_xref="Pathema:BA_3127"
                     /translation="MSNNNSGSSNQLLVRGAEQALDQMKYEIAQEFGVQLGADATARA
                     NGSVGGEITKRLVSLAEQQLGGGVTR"
     gene            2876459..2876938
                     /locus_tag="BA_3128"
                     /old_locus_tag="BA3128"
                     /db_xref="Pathema:BA_3128"
     CDS             2876459..2876938
                     /locus_tag="BA_3128"
                     /old_locus_tag="BA3128"
                     /note="identified by similarity to OMNI:NTL01BH3339"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26937.1"
                     /db_xref="Pathema:BA_3128"
                     /translation="MMKHFVALLIKYTAITAVLLIVLSIFKGISIPRVLLISLFLTGA
                     AYLIGDLFILPKYGNMIATIADLGLSFFGIWLLTPLFTDLDVTRNIGLSSFIAALIIG
                     GTEIFFHIYMKRLVLRNDNELRNHNHIHHDKYAMEMSNEYIDSSTINKSKREDTSKK"
     gene            complement(2876974..2877489)
                     /locus_tag="BA_3129"
                     /old_locus_tag="BA3129"
                     /db_xref="Pathema:BA_3129"
     CDS             complement(2876974..2877489)
                     /locus_tag="BA_3129"
                     /old_locus_tag="BA3129"
                     /note="identified by similarity to EGAD:109988"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26938.1"
                     /db_xref="Pathema:BA_3129"
                     /translation="MGILSGNPQNEPLHYGEVFDIWSYLLAAQGAIASHQVFMNHTGD
                     EDLKKFLEGLIENDMNSEIEELKTLLKVNGVALPPAPPERPVASIEDIPPGARINDAE
                     IAAAVSTGLAAGLVTCSQVMGKCLREDVGMLFGQFHMKKAQAGVTLLRLSKKKGWVVP
                     PPLHVRNSDQA"
     gene            complement(2877784..2877996)
                     /gene="sasP2"
                     /locus_tag="BA_3130"
                     /old_locus_tag="BA3130"
                     /db_xref="Pathema:BA_3130"
     CDS             complement(2877784..2877996)
                     /gene="sasP2"
                     /locus_tag="BA_3130"
                     /old_locus_tag="BA3130"
                     /note="identified by match to protein family HMM PF00269"
                     /codon_start=1
                     /transl_table=11
                     /product="small, acid-soluble spore protein"
                     /protein_id="AAP26939.1"
                     /db_xref="Pathema:BA_3130"
                     /translation="MANNNSGSRNELLVRGAEQALDQMKYEIAQEFGVQLGADTTARS
                     NGSVGGEITKRLVAMAEQQLGGRANR"
     gene            2878244..2879377
                     /locus_tag="BA_3131"
                     /old_locus_tag="BA3131"
                     /db_xref="Pathema:BA_3131"
     CDS             2878244..2879377
                     /locus_tag="BA_3131"
                     /old_locus_tag="BA3131"
                     /note="identified by similarity to GP:1934622; match to
                     protein family HMM PF00107; match to protein family HMM
                     PF08240"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, zinc-binding dehydrogenase
                     family"
                     /protein_id="AAP26940.1"
                     /db_xref="Pathema:BA_3131"
                     /translation="MKAVTYQGPNQVQVKQVDDAKLEKKDDIIVKITSTAICGSDLHL
                     YQGNMPLPQGYIIGHEPMGIVEEVGPDVTKVKKGDRVVIPFNVACGHCFYCQHEMESQ
                     CDNSNPHYDSGGYFGYTEKFGNHPGGQVEYLKVPFGNFTPFVIPESCELEDESLLFLS
                     DVLPTAYWSVINAGVKPGDTVIVLGCGPVGLMTQKFAWMHGAKRVIAVDYLDYRINYA
                     KKINNVEVFEFTKFPDMGEHLKEITHGGADVVIDCVGMDGKKSPLEFLEQKLKLQGGT
                     LGPIQIATKAVRKYGTVQMTGVYGGNYNAFPLGAFWVRNINLKMGQAPVIHFMPELFE
                     KITNKEFDPKEIITHKIPLEEASYGYQIFNNREDDCIKVILKP"
     gene            complement(2879734..2880417)
                     /locus_tag="BA_3133"
                     /old_locus_tag="BA3133"
                     /db_xref="Pathema:BA_3133"
     CDS             complement(2879734..2880417)
                     /locus_tag="BA_3133"
                     /old_locus_tag="BA3133"
                     /note="identified by similarity to OMNI:NTL01BH0594"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26941.1"
                     /db_xref="Pathema:BA_3133"
                     /translation="MELRKRLGCLHAHYSNIEYIENALSSFNIELIHFVDPALMYRVT
                     SNENFLESNAQLKVKEQIEWIAQCNVDAILITCTNYIAILQEDQLSTSVPIIKVDEPF
                     FDYISNIQQPQTILFTNPATVEGTVKRLKHHANNYQKSLDLEVIVIDSTFELIMQGLK
                     EEYNQEITKSLNQIMKDEKKVISVAQLSMVDASQQVEYKTSKTIINPLNTLVSYIVNQ
                     LELEKKNQL"
     gene            2880814..2881668
                     /locus_tag="BA_3134"
                     /old_locus_tag="BA3134"
                     /db_xref="Pathema:BA_3134"
     CDS             2880814..2881668
                     /locus_tag="BA_3134"
                     /old_locus_tag="BA3134"
                     /note="identified by similarity to GP:4519429; match to
                     protein family HMM PF05067"
                     /codon_start=1
                     /transl_table=11
                     /product="catalase, Mn-containing"
                     /protein_id="AAP26942.1"
                     /db_xref="Pathema:BA_3134"
                     /translation="MFYYKEELINMIKPDKPDPAAAKVLQEILGGHYGEMRTMMQYFF
                     QSSNFRGKEKQYRDLLRGVFLEEISHVELVQHTINQLLTGSGEPTPGNAGIDTAPLDE
                     AVKHANPHHFIVGAQSSLPVDAAGNPWNGSWVYSHGNLISDLLDNVVLESTGVLQKTR
                     IYEMSSNQTFRETLAFLIVRDNAHQNAFAKALETLGVEWGKLFPVPNYDINKYPECRK
                     YVDMGFHNAQFNFSLDPTRMGEIFKGESPSRNKGTLTVTDPPKGFPVPELPEMPNEHS
                     PGLKDMDL"
     gene            complement(2881812..2883242)
                     /gene="aspA3"
                     /locus_tag="BA_3136"
                     /old_locus_tag="BA3136"
                     /db_xref="Pathema:BA_3136"
     CDS             complement(2881812..2883242)
                     /gene="aspA3"
                     /locus_tag="BA_3136"
                     /old_locus_tag="BA3136"
                     /EC_number="4.3.1.1"
                     /note="identified by similarity to EGAD:17758; match to
                     protein family HMM PF00206; match to protein family HMM
                     TIGR00839"
                     /codon_start=1
                     /transl_table=11
                     /product="aspartate ammonia-lyase"
                     /protein_id="AAP26943.1"
                     /db_xref="Pathema:BA_3136"
                     /translation="MAMTNKNVRMEKDFLGGKELPIEAYYGIQTLRAVENFPITGYKI
                     HESLIRAFAVVKKAAALANTDVGRLELNKGGAIAEAAQEILDGKWHDHFIVDPIQGGA
                     GTSMNMNANEVIANRALELLGMEKGDYHYISPNSHVNMAQSTNDAFPTAIHIATLNAL
                     EGLLQTMGYMHDVFELKAEQFDHVIKMGRTHLQDAVPIRLGQEFKAYSRVLERDMKRI
                     QQSRQHLYEVNMGATAVGTGLNADPEYIEAVVKHLAAISELPLVGAEDLVDATQNTDA
                     YTEVSAALKVCMMNMSKIANDLRLMASGPRVGLAEIMLPARQPGSSIMPGKVNPVMPE
                     VINQIAFQVIGNNHTICLASEAGQLELNVMEPVLVFNLLQSISIMNNGFRAFTDNCLK
                     GIEANEDRLKEYVEKSVGIITAVNPHIGYEAAARVAKEAIATGQSVRELCVKNGVLSQ
                     EDLELILDPFEMTHPGIAGATLLKKN"
     gene            complement(2883296..2884300)
                     /gene="ansA2"
                     /locus_tag="BA_3137"
                     /old_locus_tag="BA3137"
                     /db_xref="Pathema:BA_3137"
     CDS             complement(2883296..2884300)
                     /gene="ansA2"
                     /locus_tag="BA_3137"
                     /old_locus_tag="BA3137"
                     /EC_number="3.5.1.1"
                     /note="identified by similarity to OMNI:NTL01BS02354;
                     match to protein family HMM PF00710; match to protein
                     family HMM TIGR00519"
                     /codon_start=1
                     /transl_table=11
                     /product="L-asparaginase"
                     /protein_id="AAP26944.1"
                     /db_xref="Pathema:BA_3137"
                     /translation="MKKILLLATGGTIASVEGNEGLAPGLSAEELLNYFSRSSRNLEI
                     DCKILMNIDSTNMQPEHWKEIANAVFNHYDDYDGFVITHGTDTLAYTSSALSYMLQGL
                     RKPVVLTGSQVPISFKKTDAKKNVADALRFACEDVGGVFIVFDSRVIIGTRAVKMRTK
                     SYDAFESVNYPYVAEVNEDEVKYHWKPTSSHNQLSINTNLCTDVFLMKLYPGTKPEIF
                     DCLKDLYKGIIIESFGNGGLPFEGRNLLSKIQELTEMGVAVVITTQCLEEGEDILLYE
                     VGRKVAQHQVILSGDMNTEAIIAKLMWALGKTNKLEEIKKIIEEPLSYDLTIKSDKDW
                     "
     gene            2884484..2884861
                     /gene="ansR"
                     /locus_tag="BA_3138"
                     /old_locus_tag="BA3138"
                     /db_xref="Pathema:BA_3138"
     CDS             2884484..2884861
                     /gene="ansR"
                     /locus_tag="BA_3138"
                     /old_locus_tag="BA3138"
                     /note="identified by similarity to SP:Q07683; match to
                     protein family HMM PF01381"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator AnsR"
                     /protein_id="AAP26945.1"
                     /db_xref="Pathema:BA_3138"
                     /translation="MLERLSELRKNQKWSLQETADRLGIAKSTYAGYENGYRLPSLQS
                     LSKIADLFDTSVDYILGRIEHSHQNKDVIDITRLLNDPDPTLLIDGEALSTEEIIDFI
                     AFVRSKRELSSKRIENIEPTCKS"
     gene            2885175..2885306
                     /locus_tag="BA_3139"
                     /old_locus_tag="BA3139"
                     /db_xref="Pathema:BA_3139"
     CDS             2885175..2885306
                     /locus_tag="BA_3139"
                     /old_locus_tag="BA3139"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26946.1"
                     /db_xref="Pathema:BA_3139"
                     /translation="MSISVSKEFGSITDFKQALAKYIKYYNHERIKKKSKGMNPVLY"
     gene            complement(2885405..2886046)
                     /locus_tag="BA_3140"
                     /old_locus_tag="BA3140"
                     /db_xref="Pathema:BA_3140"
     CDS             complement(2885405..2886046)
                     /locus_tag="BA_3140"
                     /old_locus_tag="BA3140"
                     /note="identified by similarity to GP:6759464; match to
                     protein family HMM PF01541"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26947.1"
                     /db_xref="Pathema:BA_3140"
                     /translation="MSELHFMSLEELDNELEKDDSGIYFIKDYNDNIIYIGKAFSIKS
                     RVLAHFNSYSNIKEYVHLFNKVAYLIEDSLLKRSLLQVTYMIKYKPVLNKEVQKEFPE
                     LYTQYIKQTNKKSMLLEIEEAKEKRDELKNRLVKLVGGKTMFYDIISLLNNGYNYHVL
                     AKVLSIELQTLIIMKEHRNKFPMPHNYKRTIKHQDIMYALSGKKNLSTSRLNT"
     gene            complement(2886213..2887628)
                     /locus_tag="BA_3141"
                     /old_locus_tag="BA3141"
                     /db_xref="Pathema:BA_3141"
     CDS             complement(2886213..2887628)
                     /locus_tag="BA_3141"
                     /old_locus_tag="BA3141"
                     /note="identified by match to protein family HMM PF00324;
                     match to protein family HMM PF03845"
                     /codon_start=1
                     /transl_table=11
                     /product="amino acid permease family protein"
                     /protein_id="AAP26948.1"
                     /db_xref="Pathema:BA_3141"
                     /translation="MSKLLKKKSVTQLLEHNQSKALTKTLGAFDLIMLGVGSIIGTGV
                     LVLTGLVAARDAGPAVIFSFVLAAIICGFIALCYAEIASTLPASGSVYTYSYATIGEF
                     VAHLVGWSLLLIYIVATAAVAAGWTGYFHNLIKGFGLEIPKALVTIPSHGGIVNLPAV
                     IITLILAWMLSRGTRESKRINNIMVLIKIGMILLFITVGIFYVKPMNWIPIAPYGLSG
                     VFTGGAAILFAFTGFDILATSAEEVKDPKRNLPIGIIASLIICTIIYVMVCLVMTGMV
                     SYKELNVPEAMAYVMEVVGQGKVAGAIAVGAVIGLMAVIFSNMYAATRVFFAMSRDGL
                     LPKSFAKVNKKTGAPTFITGLAGIGSSIIAGFIDLKELVNLVNIGSLVTFALVCLSVI
                     ILRKSHPNLKRGFMVPFVPVLPCVAIVCCVFLMLNLPLRTWVYFSIWITIGVVIYFLY
                     SIKHSNLNEETISKLHDKIAR"
     gene            complement(2887902..2889254)
                     /gene="brnQ5"
                     /locus_tag="BA_3142"
                     /old_locus_tag="BA3142"
                     /db_xref="Pathema:BA_3142"
     CDS             complement(2887902..2889254)
                     /gene="brnQ5"
                     /locus_tag="BA_3142"
                     /old_locus_tag="BA3142"
                     /note="identified by similarity to EGAD:109239; match to
                     protein family HMM PF05525; match to protein family HMM
                     TIGR00796"
                     /codon_start=1
                     /transl_table=11
                     /product="branched-chain amino acid transport system II
                     carrier protein"
                     /protein_id="AAP26949.1"
                     /db_xref="Pathema:BA_3142"
                     /translation="MSNKVPTSFIIIIGLMLFALFFGAGNLIFPPMLGQMAGNNVWIA
                     NAGFLVTGVGLPLLAITAFVFSGESDLQSLASRVHPVFGIVFAIVLYLAIGPFYAIPR
                     SGTVSFEIGIKPFLSNDAGPAALTVFTILFFIVTCLLSLNPTKLVDIVGKILTPIKLT
                     VIGMLVVVAFIHPIGRIQAPSEVYASDAFFKGFQEGYLTLDALGAFVFGIIIVNAIRE
                     KGATTKKQLMVVCVKATTIAATLLALIYTALSYMGASSVEKLGHLNNGAEVLAKVSDY
                     YFGSYGAIFLGVMIIVACLITSVGLITACSSFFHKLFPKISYKKLAIILSVFSTLVAN
                     IGLTQLIKISIPVLITMYPIAITLIFLTFLHSVFNGRFEVYQGSLILTFIFSSLDGLK
                     AAGIESEIIHNFFEHFLPLYSVGLGWGFPAIIGGVCGYVVSVLRKKNTLSSSETQLNK
                     "
     gene            complement(2889452..2890282)
                     /gene="proC2"
                     /locus_tag="BA_3143"
                     /old_locus_tag="BA3143"
                     /db_xref="Pathema:BA_3143"
     CDS             complement(2889452..2890282)
                     /gene="proC2"
                     /locus_tag="BA_3143"
                     /old_locus_tag="BA3143"
                     /EC_number="1.5.1.2"
                     /note="identified by similarity to SP:P00373; match to
                     protein family HMM PF03807; match to protein family HMM
                     TIGR00112"
                     /codon_start=1
                     /transl_table=11
                     /product="pyrroline-5-carboxylate reductase"
                     /protein_id="AAP26950.1"
                     /db_xref="Pathema:BA_3143"
                     /translation="MNKQIGFIGCGNMGIAMIGGMINKNIVSPNQIICSDLNVSNLKN
                     ASDKYGITITTNNNEVANSADILILSIKPDLYTSVINQIKNQIKNQIKNDVIVVTIAA
                     GKSIKSTENEFDRKLKVIRVMPNTPVLVGEGMSALSFNEMVTEKDIKEVLNIFNSFGQ
                     TEVVNEKLMDVVTSISGSSPAYVYMFIEAMADAAVLDGMPRKQAYKFAAQAVLGSAKM
                     VLETGIHPGELKDMVCSPGGTTIEAVATLEEKGLRTAIISAMKRCTKKSMEMSRLTSK
                     "
     gene            complement(2890598..2890948)
                     /locus_tag="BA_3144"
                     /old_locus_tag="BA3144"
                     /db_xref="Pathema:BA_3144"
     CDS             complement(2890598..2890948)
                     /locus_tag="BA_3144"
                     /old_locus_tag="BA3144"
                     /note="identified by similarity to EGAD:109892"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26951.1"
                     /db_xref="Pathema:BA_3144"
                     /translation="MMIVLQVVLAIFIVVGGFIKIFRISFQVEHWRQYQYSLWFMSII
                     GFIEIIGAIGIIGGIWNQYLALGANTLLAVLMVGAIHAHIFRAKQSILMAIPALLCFI
                     LSMGIIIWNLNTFS"
     gene            complement(2891113..2892357)
                     /locus_tag="BA_3145"
                     /old_locus_tag="BA3145"
                     /db_xref="Pathema:BA_3145"
     CDS             complement(2891113..2892357)
                     /locus_tag="BA_3145"
                     /old_locus_tag="BA3145"
                     /note="identified by match to protein family HMM PF00390;
                     match to protein family HMM PF03949"
                     /codon_start=1
                     /transl_table=11
                     /product="putative malate dehydrogenase"
                     /protein_id="AAP26952.1"
                     /db_xref="Pathema:BA_3145"
                     /translation="MSLLRDEALKMHKEKQGKIGVYSKVKVQNSTDLSLAYSPGVAEP
                     CLEIYKDESKVYDYTMKGNLVGVISDGTAVLGLGNIGPKAAMPVMEGKALLFKSFAEI
                     DAFPICLNTNNPDKIVEVVKLLEPNFGGINLEDIAAPQCFEIEERLRKSCDIPVFHDD
                     QHGTAIVTIAGLINALKLTNKKIEDVQIVVNGAGAAGIAIVKLLLHMHVKNVILCDTK
                     GIIYEQRPIGMNALKEEIARITNIEQKRGTLAEALIDADVFIGVSAADVVDEDMIRSM
                     NHNPIIFALANPTPEIMPNKAKIAGALVVGTGRSDFPNQVNNVLAFPGVFRGALDVQA
                     KEINEEMKLAAVYAIAELISEEELHVNYVIPNPFDPRVVPHVAYAVARAAVETGVSRK
                     NISMSEIKNNLFRLTKEVNILK"
     gene            complement(2892465..2892608)
                     /locus_tag="BA_3146"
                     /old_locus_tag="BA3146"
                     /db_xref="Pathema:BA_3146"
     CDS             complement(2892465..2892608)
                     /locus_tag="BA_3146"
                     /old_locus_tag="BA3146"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26953.1"
                     /db_xref="Pathema:BA_3146"
                     /translation="MYTQRWLIKHKLWTPLRRYWKGSPYNMLNTLYPNRYAKDMLKGY
                     KNK"
     gene            complement(2892668..2893456)
                     /locus_tag="BA_3147"
                     /old_locus_tag="BA3147"
                     /db_xref="Pathema:BA_3147"
     CDS             complement(2892668..2893456)
                     /locus_tag="BA_3147"
                     /old_locus_tag="BA3147"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26954.1"
                     /db_xref="Pathema:BA_3147"
                     /translation="MQAKAVQIEEIYQEILDGKRSRFPPNTWKEDSDRELSKRVTKYL
                     IETILKWNEEDIKQKWNTPLIIKYRLLGALKHGYDNSPYKMIEDLYPNRFKEWEFGMA
                     PLNFWTKEKALEALKWTVEEKEKLSKVELLKFYSKKWLEKNKLSAPLVMYWNGSPYAM
                     INSLYPNKFKEWEFSMTPNNFWTKEKALVALRWTIEEKEKLTSFQLLQVYSVKWLTIH
                     NLISPCQIFWNNSPYSMINELYPGQNKEWEYKFTPTGFWTEKKH"
     gene            complement(2893681..2894851)
                     /gene="gerAC"
                     /locus_tag="BA_3148"
                     /old_locus_tag="BA3148"
                     /note="spore germination protein GerAC, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3148"
     gene            complement(2894869..2895788)
                     /gene="gerAB"
                     /locus_tag="BA_3149"
                     /old_locus_tag="BA3149"
                     /note="spore germination protein GerAB, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3149"
     gene            complement(2895815..2897128)
                     /gene="gerAA"
                     /locus_tag="BA_3150"
                     /old_locus_tag="BA3150"
                     /db_xref="Pathema:BA_3150"
     CDS             complement(2895815..2897128)
                     /gene="gerAA"
                     /locus_tag="BA_3150"
                     /old_locus_tag="BA3150"
                     /note="identified by match to protein family HMM PF03323"
                     /codon_start=1
                     /transl_table=11
                     /product="spore germination protein GerAA"
                     /protein_id="AAP26955.1"
                     /db_xref="Pathema:BA_3150"
                     /translation="MKLLMDDFSDEYKNESYYVEGTVSKEYIKNKVLTISEVAEVHYI
                     KDLIPKVLIGSTALLIDGLADVFILGTTKANKRNMEEPVSEALVRGPRVGFTEVLSDN
                     TSLLRRHCADENLSLVKLPVGERAKKELVVAFIKDLASTELVEEIKNRIQKIDIDSVL
                     ESGYIEQLIEDNYLSPFPQIQNTERPDRVISALMEGRVAILLDGTPFVLIAPVTFSML
                     LQSPEDYYERWLPGTLLRLLRFMTAFVSLFAPALYISFISFHPGLIPTKLAISILGSR
                     EGVPFPALIEALIMEVAIEVLREAGLRLPKPIGPAMGIVGGLIIGQAAVEAGIVSPIM
                     VIVVAVTAISSFTIPQYSVGITLRILRFVAMFCAAIFGLYGVILFFLLLCSHLVKLKS
                     FGVPYTSPAVPYRFSDWKDFMVRMPLKIMRRRPKIMHTKKTNRKR"
     gene            complement(2897385..2897519)
                     /locus_tag="BA_3151"
                     /old_locus_tag="BA3151"
                     /db_xref="Pathema:BA_3151"
     CDS             complement(2897385..2897519)
                     /locus_tag="BA_3151"
                     /old_locus_tag="BA3151"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26956.1"
                     /db_xref="Pathema:BA_3151"
                     /translation="MWNIITAYLPDWKVFVQAFILFLIPYTISRFFHWVRMSEKEWEE
                     "
     gene            complement(2898064..2899008)
                     /locus_tag="BA_3153"
                     /old_locus_tag="BA3153"
                     /db_xref="Pathema:BA_3153"
     CDS             complement(2898064..2899008)
                     /locus_tag="BA_3153"
                     /old_locus_tag="BA3153"
                     /note="identified by similarity to EGAD:19814; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF08664"
                     /codon_start=1
                     /transl_table=11
                     /product="response regulator"
                     /protein_id="AAP26957.1"
                     /db_xref="Pathema:BA_3153"
                     /translation="MYFYIVDDEKAVRSMLAQIIEDEDLGEVIGEAENGLSLEQQMLI
                     LKNIDILFIDLLMPIQDGIKTIRQIKPSFKGKIIMVSQVESKELIAEAYSLGVEYYII
                     KPINRIEVLTVVRKVIERIRLEKSIKNIQESLNTVLKLDSNSSVQEKYRNEKHLNTFN
                     HFQNSIHFLLSELGIASESGSKDLMDMLDYLYKYEQDNTLEQGFPSLKEIFINLAQKK
                     LGDSAEDTELKRFIEASKQRIRRAIYQSLNHLASLGLTDFLNPKFENYASRFFDFTTV
                     RRKMTELNNEPTLPARIDTKKFIQVLYFEAKRIHLELR"
     gene            complement(2899013..2900202)
                     /locus_tag="BA_3154"
                     /old_locus_tag="BA3154"
                     /note="sensor histidine kinase, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3154"
     gene            complement(2900563..2901543)
                     /gene="glsA2"
                     /locus_tag="BA_3155"
                     /old_locus_tag="BA3155"
                     /db_xref="Pathema:BA_3155"
     CDS             complement(2900563..2901543)
                     /gene="glsA2"
                     /locus_tag="BA_3155"
                     /old_locus_tag="BA3155"
                     /EC_number="3.5.1.2"
                     /note="identified by similarity to SP:O87405; match to
                     protein family HMM PF04960"
                     /codon_start=1
                     /transl_table=11
                     /product="glutaminase A"
                     /protein_id="AAP26958.1"
                     /db_xref="Pathema:BA_3155"
                     /translation="MIKDSSVQVEGQEKVCLDQWVAHYRTYAAKGRSASYIPALGEIN
                     VSQLGICIVKPDGTMIKSGDWEIPFTLQSISKVIGFIAACLSRGISYVLERVDVEPTG
                     DAFNSIIRLEIHKPGKPFNPMINAGAITIASLLPGTSVQEKLESIYVLIEKMIEKRPA
                     INEIVFQSEWETAHRNRALAYYLKENGFLESDVEETLEVYLKQCSIEINTEDIALIGL
                     ILAHDGYHPIRKEQVLPKEVARLTKALMLTCGMYNASGKFAAFIGLPAKSGVSGGIMT
                     LVPSKSRKDLSFQDGCGIGIYGPAIDEYGNSLPGIMLLEHIAKEWDLSIF"
     gene            complement(2901668..2903093)
                     /locus_tag="BA_3156"
                     /old_locus_tag="BA3156"
                     /note="sodium/alanine symporter family protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3156"
     gene            2904234..2905385
                     /locus_tag="BA_3157"
                     /old_locus_tag="BA3157"
                     /db_xref="Pathema:BA_3157"
     CDS             2904234..2905385
                     /locus_tag="BA_3157"
                     /old_locus_tag="BA3157"
                     /note="identified by similarity to GP:12724801; match to
                     protein family HMM PF03600"
                     /codon_start=1
                     /transl_table=11
                     /product="putative transporter"
                     /protein_id="AAP26959.1"
                     /db_xref="Pathema:BA_3157"
                     /translation="MKEIVFVQNKKRLLMKFEFLKKDLVLTISLILAIVSCLIHSPKI
                     EYINFEVLISLFNLMVAIKALEQLKILDKLAVAILNKCNNSRSISIILILLCFIFSMF
                     VTNDVALLTFVPITLVISKKTQMNMMDTIILQTIAANIGSSLMPMGNPQNLYLYSYYG
                     IKLIPFLGSILLLAVLGISLLLIFTQKLQKTDLKIELPVITVKNRKKATVWILILITI
                     IASIFGFINYYIALIVTLMAAFTLDRNLLFKIDYFLLITFVCFFIFIGNISHSDALET
                     FARANLRGDTSVFFSSIFLSQLISNFPTSILLSNFTSDWKALLLGVNIGGLGTIIASL
                     ASVISYKLFTQANGKESKAYLIKFSIYNFSFLIILTCIQYFIFKFLKIF"
     gene            complement(2905647..2906420)
                     /locus_tag="BA_3158"
                     /old_locus_tag="BA3158"
                     /db_xref="Pathema:BA_3158"
     CDS             complement(2905647..2906420)
                     /locus_tag="BA_3158"
                     /old_locus_tag="BA3158"
                     /note="identified by similarity to GP:13815657"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26960.1"
                     /db_xref="Pathema:BA_3158"
                     /translation="MYKYKAMKWCLCLFIFTFLIIIGKTIWSSIDVTGVSSVSSNSET
                     IVLNKTFKTTNHLSEMVEEADVIVLGEYDGLYSKWNMANSSSHEIQSEDVEGHLFSFH
                     VKEILKGDYVKNEILINHRYSENLVLEESNEIIDKNGIILKGATKVFTKKVENKDPLY
                     IKPKSEATYIVFLKENNKLGHFYPALEPFMIEFDVRNIAHLKSNLINWDKNKYKFETK
                     VKNKTFYIENDIDSTIKDNISGKKLRDIKDFVKKTSKMK"
     gene            2906548..2907075
                     /locus_tag="BA_3159"
                     /old_locus_tag="BA3159"
                     /db_xref="Pathema:BA_3159"
     CDS             2906548..2907075
                     /locus_tag="BA_3159"
                     /old_locus_tag="BA3159"
                     /note="identified by similarity to GP:16410680"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26961.1"
                     /db_xref="Pathema:BA_3159"
                     /translation="MNFKKGITAFLLGTVFVFSSVGVSEAYVKEGWKLPSKSATYKWG
                     DRLDDGSSIIKSGWQAADSAWYTASRINFTVSASSVNTLNSWFESSSTYYGRMKTSYN
                     TSTKKVTKFAGDINAGNTNITKSNVAKSTGVHEFGHAIGIGHNSGTSIMNSNRNRTTM
                     HVPQTDDKNGVNAIY"
     gene            2907099..2907872
                     /locus_tag="BA_3160"
                     /old_locus_tag="BA3160"
                     /db_xref="Pathema:BA_3160"
     CDS             2907099..2907872
                     /locus_tag="BA_3160"
                     /old_locus_tag="BA3160"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26962.1"
                     /db_xref="Pathema:BA_3160"
                     /translation="MLSKKAKTMVIAIPLATVIGLGGYSAFNSHFSPVAEEDKNTETV
                     ILSKDFPATSDLNQMINEADLVVIGEYEGLDSKWNMARNPSNPSEEDKENYVEGHLYN
                     FNISETIKGVNENKQIKINHRFAETVKLEDSNAVIAPDGTVTKKATKITTKEVQNKDP
                     LYIEPMINKKYMMFLKKDQLFGNYYGAIEPFAITFDENNKADLQTNIETINESKMSSK
                     AQLAGKTIVLKNEIHETITDNISGKTLDELKEQVKQKNK"
     gene            complement(2908506..2910095)
                     /locus_tag="BA_3162"
                     /old_locus_tag="BA3162"
                     /db_xref="Pathema:BA_3162"
     CDS             complement(2908506..2910095)
                     /locus_tag="BA_3162"
                     /old_locus_tag="BA3162"
                     /note="identified by match to protein family HMM PF00149;
                     match to protein family HMM PF02872"
                     /codon_start=1
                     /transl_table=11
                     /product="putative 5'-nucleotidase"
                     /protein_id="AAP26963.1"
                     /db_xref="Pathema:BA_3162"
                     /translation="MLKKIIPVALALSTVIFTSVFAVPSAQASTEPNRYIDVQMLGIN
                     DFHGQLDTVKKINNKDAGGIEYLGAYLRDREKQNPNTLKVHAGDVVGASTPVSALLQD
                     EPTIEFLNDLKFDVGTIGNHEFDEGVEEMNRLIYGGYHEKTGKFKGAKFPYVAANFYN
                     KSTGRLFLPPFTIKKVQGVPVGFIGVVTTDVPNLVMPTMLKNVEITDEVEAINKSVKQ
                     LKKLGVKSIVVLAHNGGTTDGNGVTNGDIVRLANETDPEVDVIFGGHSHTYVNGTVNN
                     KLVVQANSYGMAFADVDVKIDRKTQDIVEKKAEIVTTYHEGMEPDKKIKKKMEKYQAK
                     IAPLVNEVVGKSIAPLDRKLNTAGESTLGNLVADAQRATMQSQIALMNPGGIRNDLDA
                     GDITWGEIYGIQPFGNQLIKVNLTGQDIRDILNQQWQKDITRMLQISGIQYTWDANKP
                     NGEKVTSIRLTNGEEIIPSKTYSVVANAFLASGGDGFVSFKNGKDAETGPTDFEALVD
                     YIKKSKEPIQSIIDGRIQKIN"
     gene            complement(2910781..2912421)
                     /locus_tag="BA_3164"
                     /old_locus_tag="BA3164"
                     /db_xref="Pathema:BA_3164"
     CDS             complement(2910781..2912421)
                     /locus_tag="BA_3164"
                     /old_locus_tag="BA3164"
                     /note="identified by match to protein family HMM PF00199"
                     /codon_start=1
                     /transl_table=11
                     /product="catalase"
                     /protein_id="AAP26964.1"
                     /db_xref="Pathema:BA_3164"
                     /translation="MAENQDKNSLEEQDVKRETLTTRQGHPVKDNQNIRTIGNRGPAT
                     LENYHFIEKISHFDREEVPERVVHARGAGAFGYFETYGKVGDEPAEKYTRAKVFSGAG
                     KKTPLMVRFSTVAGAKDSPETARDPRGFAVKMYTEDGNWDLVGNNLKIFFIRDAMKFP
                     DMIHAFKVDPVSNVSNPQRMFDFVSRTPEATHMITFLFSPWGIPATYRHMQGSGVNTY
                     KWVNEKGEAVLVKYHWEPKQGIRNLTQEDANSIQAMNVSHATQDLYEAIERKDYPEWE
                     LFVQIMEDGYHPELDFDPLDDTKLWPEEQFPWLPVGRMVLDRNPVDYHSEIEQAAFGT
                     GVLVDGMDFSDDKMLQGRTFSYSDTQRYRVGANYLQLPVNAPKAPVRTNQHRGQMDMR
                     NPKESGENPHINYEPSMLGGYKDAKQEKHHPHQPTYNAAAMSAPIDRPNNYGQAGHTY
                     RSFEEWERNELVKNLSEALAVCDKRIQNAMIAHFTQADEDYGRRVKEGIEKKMKEAKT
                     ENKLPGREVSKSKYGQGSLAANEATKDAVKKSHESDPY"
     gene            complement(2912535..2913371)
                     /locus_tag="BA_3165"
                     /old_locus_tag="BA3165"
                     /db_xref="Pathema:BA_3165"
     CDS             complement(2912535..2913371)
                     /locus_tag="BA_3165"
                     /old_locus_tag="BA3165"
                     /EC_number="1.11.1.10"
                     /note="identified by similarity to SP:P29715; match to
                     protein family HMM PF00561"
                     /codon_start=1
                     /transl_table=11
                     /product="bromoperoxidase"
                     /protein_id="AAP26965.1"
                     /db_xref="Pathema:BA_3165"
                     /translation="MAKITVGTENQAPIEIYYEDHGTGKPVVLIHGWPLSGRSWEYQV
                     PALVEAGYRVITYDRRGFGKSSQPWEGYEYDTFTSDLHQLLEQLELQNVTLVGFSMGG
                     GEVARYISTYGTDRIEKVVFAGAVPPYLYKSEDHPEGALDDATIETFKSGVINDRLAF
                     LDEFTKGFFAAGDRTDLVSESFRLYNWDIAAGASPKGTLDCITAFSKTDFRKDLEKFN
                     IPTLIIHGDSDATVPFEYSGKLTHEAIPNSKVALIKGGPHGLNATHAKEFNEALLLFL
                     KD"
     gene            2913864..2914508
                     /locus_tag="BA_3166"
                     /old_locus_tag="BA3166"
                     /db_xref="Pathema:BA_3166"
     CDS             2913864..2914508
                     /locus_tag="BA_3166"
                     /old_locus_tag="BA3166"
                     /note="identified by match to protein family HMM PF00857"
                     /codon_start=1
                     /transl_table=11
                     /product="isochorismatase family protein"
                     /protein_id="AAP26966.1"
                     /db_xref="Pathema:BA_3166"
                     /translation="MTDLYSRINKDDAVVLLVDHQTGLMSGLVRDYGVDEFKNNVLAL
                     AHTAKFFDLPVILTTSFENGPNGPLMQELVDLFPHAQKIARPGQINAWDNDDFVKAIE
                     ETGKKQLIIAGVVTDVCVAFPALSAIKAGYEVFAVTDASGTFSKQVADAANTRMAHSG
                     VQLMNWFSVACELQRDWRNDVEGFGNLLASNLPGYQNIIGSYMGAQRDLSKQNA"
     gene            2914682..2915326
                     /locus_tag="BA_3167"
                     /old_locus_tag="BA3167"
                     /db_xref="Pathema:BA_3167"
     CDS             2914682..2915326
                     /locus_tag="BA_3167"
                     /old_locus_tag="BA3167"
                     /note="identified by match to protein family HMM PF00857"
                     /codon_start=1
                     /transl_table=11
                     /product="isochorismatase family protein"
                     /protein_id="AAP26967.1"
                     /db_xref="Pathema:BA_3167"
                     /translation="MSNLELLNPENSALILIDFQPQMTFGVASIDRQTLINNVMLLAK
                     SAKTFNVPTILTTVETRSFSGYFWPQILDIFPNHEIIERSSMNSWEDPKFVEAVKATG
                     RKKLIFAALWTEVCLAFPVLEAIKAGYEVYAVDDASGGTSLTAHNAAMRRVEQAGAIP
                     VTAIQVLLEYQRDWAHKDTYDAAMEIVKEHTGAYGQGVEYAYTMVHGALPSRKI"
     gene            2915371..2915916
                     /locus_tag="BA_3168"
                     /old_locus_tag="BA3168"
                     /db_xref="Pathema:BA_3168"
     CDS             2915371..2915916
                     /locus_tag="BA_3168"
                     /old_locus_tag="BA3168"
                     /note="identified by similarity to EGAD:174834"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26968.1"
                     /db_xref="Pathema:BA_3168"
                     /translation="MDAVDPVTTIVTWKIQQGKEKQFETWRHEIEAAATKFPGHLGVN
                     LIVPSNKSREYTVIFRFDTYEHLRAWQESDVRRDLLKTAEQFQVTNPTYKTESSLAYW
                     FVTPKAPVPPPKWKMSIVTLLGVWPLSMLVPKLIGPIIKHMNPIMSAFFVSVCIVSLL
                     SWVVMPIFGKLFHPWLQNNRK"
     gene            2915930..2917765
                     /locus_tag="BA_3169"
                     /old_locus_tag="BA3169"
                     /note="conserved hypothetical protein, authentic point
                     mutation; an automated process has identified a potential
                     problem with this gene model; it may contain one or more
                     premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3169"
     gene            complement(2918046..2918924)
                     /locus_tag="BA_3170"
                     /old_locus_tag="BA3170"
                     /db_xref="Pathema:BA_3170"
     CDS             complement(2918046..2918924)
                     /locus_tag="BA_3170"
                     /old_locus_tag="BA3170"
                     /note="identified by similarity to SP:P27111; match to
                     protein family HMM PF00126; match to protein family HMM
                     PF03466"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, LysR family"
                     /protein_id="AAP26969.1"
                     /db_xref="Pathema:BA_3170"
                     /translation="MELRHLEYFIQVCNNNSFTKAAEVLGISQPTLSQQIRVLEGELD
                     TPLFHRVGRGIKMTEAGKLLFDKGKFIMQQFDDVYNEIFELKGVKRGVITIGGLLEDL
                     TYLTPYIMKFQQHYPNIVVKIIESEVAVNQIVDKNIDIGITRSAQIPDTLTSTLLYSE
                     ELVLVIPKNHPLNETSFVSFRELVGLSRIMVSCSCRESIKIYCERLGLSLSEANIETK
                     SSISLLSLVYNGHGVAIIPLSLVDFVNNDTLSIVRIIDPTPRQDINLIHFDDKFLSFA
                     ARIFMQKLNEPEKVLV"
     gene            complement(2919415..2919576)
                     /locus_tag="BA_3172"
                     /old_locus_tag="BA3172"
                     /db_xref="Pathema:BA_3172"
     CDS             complement(2919415..2919576)
                     /locus_tag="BA_3172"
                     /old_locus_tag="BA3172"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain
                     one or more premature stops and/or frameshifts; identified
                     by similarity to OMNI:NTL01BS01368"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, MarR family,
                     degenerate"
                     /protein_id="ACZ49987.1"
                     /db_xref="Pathema:BA_3172"
                     /translation="MSVIDDESLSLKLFVILSKELQPITKCIEEDIKSYGFNPTEFAV
                     LKLLYSKGD"
     gene            complement(2920019..2920964)
                     /locus_tag="BA_3173"
                     /old_locus_tag="BA3173"
                     /note="CorA-like Mg2+ transporter family protein,
                     authentic frameshift; an automated process has identified
                     a potential problem with this gene model; it may contain
                     one or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3173"
     gene            complement(2921270..2922295)
                     /locus_tag="BA_3174"
                     /old_locus_tag="BA3174"
                     /db_xref="Pathema:BA_3174"
     CDS             complement(2921270..2922295)
                     /locus_tag="BA_3174"
                     /old_locus_tag="BA3174"
                     /note="identified by similarity to GP:3676423"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26970.1"
                     /db_xref="Pathema:BA_3174"
                     /translation="MKSLYAIDVGIGFTKRVYRQDEDSEVTVKSEASTLAPVPNHDES
                     EDLTKVSFIDLDFAYYMGNEAHQSDASFLPPFEEEIENYYESEQFKQQIFGCIAKDYK
                     ENVVLPLVVTGLPVTYFGSQHEQLQRALKKETSVQIDGKFIHITVENALILQQPVALH
                     AYFLKEGIIQERDRILIIDGGFRTLEMTDMKQNVILNHYETELGCSKPLKNIKNIVQN
                     HAGESDHLHINDMPNILEKGYGGREEDPQTNQVHILIQKELDAHFQDVMRVLQEQFKL
                     DQYDTIIWTGGIVDLHKKRIEKMQGEISSFRMVDASKEAALHGYYMIGSQVFDDITNQ
                     SVYESKL"
     gene            2922476..2922757
                     /locus_tag="BA_3175"
                     /old_locus_tag="BA3175"
                     /db_xref="Pathema:BA_3175"
     CDS             2922476..2922757
                     /locus_tag="BA_3175"
                     /old_locus_tag="BA3175"
                     /note="identified by similarity to GP:4584098"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26971.1"
                     /db_xref="Pathema:BA_3175"
                     /translation="MVEITTGVAVSSCGNVCFATLAAVTENCLLVSVTFSNVSFMFPS
                     CNLSFTFFPVVCIAFRFSFFNRETMTPVAIPITVYLNIVCFIFLTLLYF"
     gene            complement(2922818..2923204)
                     /locus_tag="BA_3176"
                     /old_locus_tag="BA3176"
                     /db_xref="Pathema:BA_3176"
     CDS             complement(2922818..2923204)
                     /locus_tag="BA_3176"
                     /old_locus_tag="BA3176"
                     /note="identified by similarity to EGAD:107944"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26972.1"
                     /db_xref="Pathema:BA_3176"
                     /translation="MHKNERKPVVHEYENEQEVVMKVKELELQGIHQDDIYVLTHEKH
                     LTKKIADDTNTNTIGVKEQGLGTSIINFFSKKGDELRNQMEEMGLSKEEANLYEEKLD
                     QGRILLLVTDETLTASDRQPQNYHSL"
     gene            2923645..2924010
                     /locus_tag="BA_3177"
                     /old_locus_tag="BA3177"
                     /db_xref="Pathema:BA_3177"
     CDS             2923645..2924010
                     /locus_tag="BA_3177"
                     /old_locus_tag="BA3177"
                     /note="identified by similarity to OMNI:SA1039; match to
                     protein family HMM PF06486; match to protein family HMM
                     TIGR01655"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26973.1"
                     /db_xref="Pathema:BA_3177"
                     /translation="MKKFVLCILGIGLPIYLLPFILRGDFDRFNPIAEEKNVYAIAKG
                     YGVPDYHHKGRAMYSLKSFDESGSRNEYTVGTSTPNDFIRKTYLRIHVKGKYVYSYEA
                     ISEKDIPEKIRKQLEVEIK"
     gene            complement(2924049..2924759)
                     /locus_tag="BA_3178"
                     /old_locus_tag="BA3178"
                     /db_xref="Pathema:BA_3178"
     CDS             complement(2924049..2924759)
                     /locus_tag="BA_3178"
                     /old_locus_tag="BA3178"
                     /note="identified by similarity to GP:16414019"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26974.1"
                     /db_xref="Pathema:BA_3178"
                     /translation="MKKWIKIILYSLLGILLIGSISFFVWSQFSYKPTKEAMSLVDDK
                     KDEDHIVFGEKDAKIGVIFYQGAKVEAEAYSYLGEALAKDGHFVVMPKLPLNLAILGI
                     NEVDSVIEQYPKVQKWYVAGHSMGGAMISKYAFQHEDKVDGIIFLGSYPADDFSTKSI
                     PMLSIYGEVDALATVEKIENNKKFMSKNTTMHMIKGGNHAHFGMYGEQKGDNASLITS
                     KAQRDETVKVMEEWLLKQ"
     gene            complement(2924863..2925318)
                     /locus_tag="BA_3179"
                     /old_locus_tag="BA3179"
                     /db_xref="Pathema:BA_3179"
     CDS             complement(2924863..2925318)
                     /locus_tag="BA_3179"
                     /old_locus_tag="BA3179"
                     /note="identified by similarity to OMNI:NTL01BS03087;
                     match to protein family HMM PF03073"
                     /codon_start=1
                     /transl_table=11
                     /product="TspO/MBR family protein"
                     /protein_id="AAP26975.1"
                     /db_xref="Pathema:BA_3179"
                     /translation="MKNSSIIVFLLTYGLFYVSSILFPIDRMWYDALEKPSWTPSGMT
                     IGMIWAILYGLIALSVTIIYNKYGCKPKTFWFVFLLNYICNQAFSYFQFSQKKLFLAT
                     VDCLLVAITTLLLIAVSSKLSKVSTWLLIPYFLWSTFATYLSWTIYSIN"
     gene            complement(2925431..2926861)
                     /locus_tag="BA_3180"
                     /old_locus_tag="BA3180"
                     /db_xref="Pathema:BA_3180"
     CDS             complement(2925431..2926861)
                     /locus_tag="BA_3180"
                     /old_locus_tag="BA3180"
                     /note="identified by similarity to GP:17739623; match to
                     protein family HMM PF00875; match to protein family HMM
                     PF03441"
                     /codon_start=1
                     /transl_table=11
                     /product="deoxyribodipyrimidine photo-lyase"
                     /protein_id="AAP26976.2"
                     /db_xref="Pathema:BA_3180"
                     /translation="MQNKIIVMFQKDFRLYDNPALFEAAQSGEVVPVYVHDETFSMGS
                     ASKWWLHHAIIDVKKQLEALGSTLIIRKGSTQEEILSLVEQLGITAVYWNICYDPDRL
                     QSNQKMKMMLEHKGMICKEFNSHLLLEPWVIKKKDNTEYKVFTPFYNAFQKQVIHKPI
                     SKVQSIKGGNSLPVSLSVSELHLLPTIPWTSHMESIWEPTEEGAYKTWKEFFSSKLAS
                     YSEGRDFPNQNAHSMLAPYLSFGQISVKLIYHYLINKSTESQCSLFEKQVNSFIRQLI
                     WREFSYYLLYHYPFTAYKPLNKSFEHFPWNNEEELLRVWQKGDTGYPFIDAGMRELWQ
                     TGFMHNRTRMAVASFLVKHLLIPWQEGAKWFMDTLLDADIANNTMGWQWVAGSGADAS
                     PYFRIFNPITQGEKFDKNGEYIRKWVPELKDMPNKYIHKPWEAPEHILQKANIQLGHT
                     YPLPVVDHKAARERALCAYKSMKEFV"
     gene            complement(2927026..2927538)
                     /locus_tag="BA_3181"
                     /old_locus_tag="BA3181"
                     /db_xref="Pathema:BA_3181"
     CDS             complement(2927026..2927538)
                     /locus_tag="BA_3181"
                     /old_locus_tag="BA3181"
                     /note="identified by similarity to EGAD:108372; match to
                     protein family HMM PF00484"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26977.1"
                     /db_xref="Pathema:BA_3181"
                     /translation="MNAKNKKVLLLTDMEHGIEPIIQQVTNIQRENMLTIHSCDSVIV
                     HPFGDIMRSIIIAIYQENVEEIFVVGIEDKKTDVVNLQIQRDSIKNNKELDYLFENCM
                     PEFSNGSLEEWLSGKENVSENIEKSIDMIRHHPLVPSDVKVHGFMIDKTGGKETVVKV
                     SANKVAECMN"
     gene            complement(2927619..2930243)
                     /locus_tag="BA_3182"
                     /old_locus_tag="BA3182"
                     /db_xref="Pathema:BA_3182"
     CDS             complement(2927619..2930243)
                     /locus_tag="BA_3182"
                     /old_locus_tag="BA3182"
                     /note="identified by similarity to OMNI:SA0495"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26978.1"
                     /db_xref="Pathema:BA_3182"
                     /translation="MSIPSILRKETLKKKDKNIDLQENNINDLVVSASRVIAPLWPIS
                     TFAAHHPWMGLEKQSFEQVANWLKEARNVDIYPSASMIHSAKAKGEIEESFLQIALSR
                     WLDSQSFHMPRETAERFCQEALKLERLPSSLLSSPELNKLAEEINYVNTGSMKDSSMQ
                     PISSLIENQNGDNLSDILNYHIIKWCKLYLDDAGASWAMPNREKGFYRAWQHLITFDP
                     ALSKTERKVLKDWPEDALIALTKALSELGISESNMQAYLEGHLLSLPGWAGMIRWRSQ
                     QSIEEQELLIEYLAVRLSMELAIVKPYLPLKNQKVEKKVSIVPLIASWIYWGDISIEK
                     WLQMSATEQSELLAFAYRFDENTRKKLWLEAWEQTHAEQLREKIASKQRATHDKKRVV
                     AQLAFCIDVRSEPFRRHLEKLGPFETFGIAGFFGLPIATTELGSNDSHPSLPVILKPK
                     HQIKELTDENECKSYEQRKMVGSSVRYTFKTMKQNVLTSMLLPEVSGPLLGLQMVTRS
                     FVPRRVGGFIRNLRKNMLQKPDTTFSLNHVHDTNCEIPIGFTKEEKVNYVRQTLKMVG
                     LTEGFAPLVVMCGHSSQSTNNPYAAALECGACGGAAGGFNARVFATLCNLPEVREALS
                     AEGIKIPDDTIFAAAEHKTTVDELEWIYVPELSETAQEAFDCIEAIMPNVSQHANRER
                     LMQLPHFKTKIKNPSKEAHRFAEDWSEIRPEWGLARNASFIIGQRELTQECDLEGRAF
                     LHNYDWKQDESGDILANIIAGPGTVAQWINLQYYASTVAPHYYGSGNKATQTVTAGLG
                     VMQGNASDLLPGLPWQSVMQSDRETYHSPLRLLIVIQAPTKYIERLLNNNFTFREKVQ
                     NGWVRLASVDPEGRWKNW"
     gene            complement(2930243..2931775)
                     /locus_tag="BA_3183"
                     /old_locus_tag="BA3183"
                     /db_xref="Pathema:BA_3183"
     CDS             complement(2930243..2931775)
                     /locus_tag="BA_3183"
                     /old_locus_tag="BA3183"
                     /EC_number="1.6.5.11"
                     /note="identified by similarity to SP:P39755; match to
                     protein family HMM PF00361"
                     /codon_start=1
                     /transl_table=11
                     /product="NADH dehydrogenase (quinone) subunit"
                     /protein_id="AAP26979.1"
                     /db_xref="Pathema:BA_3183"
                     /translation="MLISLSSSTLLTLFFIALSASWLSGLLFLHARMPLRFVHIHIGI
                     AALPSLVSLLALVNNNGDRVVGPWHLDTLAWLMAFFVLTIGLIIQRFSVRYLMGDRSY
                     RKYFALFTFTTGVSSVAWLSDDLRFMIMCWGATLIGLVLLIGLNKGWKVVSEATKISG
                     YLFTISWIALLSAIIWLFQITGQWQLTSVVTNENVAQFGTLEKTGINLLIIVAVMIPA
                     AQWPFQRWLIESAVAPTPVSAIMHAGLVNAGGIMLTRFSPLFHDDIAQIILLIFSSIS
                     VLIGTGISLVQVDYKRQLVGSTIAQMGFMLIQCALGAYLAAVIHLILHGLFKATLFLQ
                     AGSSVQRVEVVKQSNKKMSNLWMIVGRVLGLFIAIAFWFITSGEGYQLVSALILGWSL
                     YFSWKQLVVFGEGRMGRIAGLIVLIGFSLIYFTVHNSLYKWLHTDMYQSVQPSAPAVI
                     FVICILLFSSVICTFVTRNQSSTLSAVLYLWSVRVGEARRKSVESHPSYLKHDVSKGG
                     NS"
     gene            complement(2932418..2932780)
                     /locus_tag="BA_3184"
                     /old_locus_tag="BA3184"
                     /db_xref="Pathema:BA_3184"
     CDS             complement(2932418..2932780)
                     /locus_tag="BA_3184"
                     /old_locus_tag="BA3184"
                     /note="identified by similarity to EGAD:108374"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP26980.1"
                     /db_xref="Pathema:BA_3184"
                     /translation="MKNSKGSIESEISKAITHWEKDYLGRGSISVKTDILRDMIIVNL
                     QGILTPAEYTVCETKDGMLTIKKNRSELVESGIDDLKEIILELTGEEVKSFHTDISSR
                     TGERVMIFKLFHNLEEKF"
     gene            2933335..2933889
                     /locus_tag="BA_3185"
                     /old_locus_tag="BA3185"
                     /db_xref="Pathema:BA_3185"
     CDS             2933335..2933889
                     /locus_tag="BA_3185"
                     /old_locus_tag="BA3185"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="putative streptothricin acetyltransferase"
                     /protein_id="AAP26981.1"
                     /db_xref="Pathema:BA_3185"
                     /translation="MSLLIRELETNDLDNFPEIDDSFIVNARLMLSLSKVNRRIEYTV
                     EDVPSYEKSYLQNDNEELVYNEYINKPNQIIYIALLHNQIIGFIVLKKNWNNYAYIED
                     ITVDKKYRTLGVGKRLIAQAKQWAKEGNMPGIMLETQNNNVAACKFYEKCGFVIGGFD
                     FLVYKGLNMTSDEVAIYWYLHFDS"
     gene            complement(2933975..2934886)
                     /gene="menA"
                     /locus_tag="BA_3186"
                     /old_locus_tag="BA3186"
                     /db_xref="Pathema:BA_3186"
     CDS             complement(2933975..2934886)
                     /gene="menA"
                     /locus_tag="BA_3186"
                     /old_locus_tag="BA3186"
                     /EC_number="2.5.-.-"
                     /note="identified by match to protein family HMM PF01040;
                     match to protein family HMM TIGR00751"
                     /codon_start=1
                     /transl_table=11
                     /product="1,4-dihydroxy-2-naphthoate
                     octaprenyltransferase"
                     /protein_id="AAP26982.1"
                     /db_xref="Pathema:BA_3186"
                     /translation="MGTEKEISSAKLIWKMTRPHTLTATFSPVILGTVASLYVAKIDW
                     LLFIAMMVACLALQIATNLFNEYYDFKRGLDTADSVGIGGGIVRHGLKPKNVLTVALL
                     LYVVAAIIGVYICMNSSWWLVVIGLIGMAVGYLYTGGPLPIAYTPFGELVSGLLMGTC
                     FVLIAFFIQTNTITTESVLISIPIGILVGAINMSNNIRDIEEDIKGGRKTLVILLGRE
                     KAVVTLAIAFFIAYLWIAVIVWMGYISPWALVMFLGLRKPISAIQSFQKGAKDPGYMR
                     IAMKSTAMTNTIFGFLLSAGLLISYLF"
     gene            complement(2935082..2935966)
                     /locus_tag="BA_3187"
                     /old_locus_tag="BA3187"
                     /db_xref="Pathema:BA_3187"
     CDS             complement(2935082..2935966)
                     /locus_tag="BA_3187"
                     /old_locus_tag="BA3187"
                     /note="identified by match to protein family HMM PF00561"
                     /codon_start=1
                     /transl_table=11
                     /product="alpha/beta hydrolase family protein"
                     /protein_id="AAP26983.1"
                     /db_xref="Pathema:BA_3187"
                     /translation="MNHFFVEFGEYQASVCEWGDKSNPQIICFHGLGSTKLSFIEMAE
                     FLKDKYHVVSFDLPGHGKTPNFETDEDYGASHLINWVVALLEHIGKETFHLLAHSWGA
                     SVALHYAAERPEKVNKMVLLDGGYHHGKMNADYFAQLYKDAKEGECPPQSLEEEITHY
                     EKDFDEYIFDSKEAFIQSEKRAYSRWSPLIERAVYDLMREEDSKVKWHATGDTARGVI
                     KFQYTVYKTLKSHKIKSDILLLYCDLPDDYLKIRELQIAEFKKRIDITTKLYKNTGHL
                     MHWDRPEEIAEDVLNWLL"
     gene            2936394..2936504
                     /locus_tag="BA_3188"
                     /old_locus_tag="BA3188"
                     /db_xref="Pathema:BA_3188"
     CDS             2936394..2936504
                     /locus_tag="BA_3188"
                     /old_locus_tag="BA3188"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26984.1"
                     /db_xref="Pathema:BA_3188"
                     /translation="MSIILNFPHFKGNGIWEGDAFGNIVSSSLESVTKRM"
     gene            complement(2936617..2937552)
                     /gene="mntA"
                     /locus_tag="BA_3189"
                     /old_locus_tag="BA3189"
                     /db_xref="Pathema:BA_3189"
     CDS             complement(2936617..2937552)
                     /gene="mntA"
                     /locus_tag="BA_3189"
                     /old_locus_tag="BA3189"
                     /note="Deletion of this gene causes impaired growth in
                     rich media unless supplemented with manganese and
                     increased sensitivity to oxidative stress.; identified by
                     similarity to SP:P31304; match to protein family HMM
                     PF01297"
                     /codon_start=1
                     /transl_table=11
                     /product="manganese ABC transporter, substrate-binding
                     protein/adhesin"
                     /protein_id="AAP26985.1"
                     /db_xref="Pathema:BA_3189"
                     /translation="MKFKNVVLSILCIFVFALTACSSNTNGKEEGSGKLKVVTTYSII
                     YDMVKQIGGEKVEIHSLVPIGANPHEYDPLPKDVMKMTDADMVLYNGLNLEEGGAWFK
                     KLLKTANKSEKDAPVYKVSEGVEAIYLETKGLEKEPDPHAWMNIKNGILYAENVKKAL
                     IKEDPKNKEFYTKNADNYVAELQKLHDETVNRIHQIPEEKRFLISSEGAFKYFGKAYD
                     IKTGYIWEINSENQGTPDQIRDVVSVIQTNKVPALFVETSVDRRSMETVSKETNVPIA
                     GTIFTDSLGKSGEDGDTYLKMMKWNIDTIINGLQK"
     gene            complement(2937570..2938436)
                     /locus_tag="BA_3190"
                     /old_locus_tag="BA3190"
                     /db_xref="Pathema:BA_3190"
     CDS             complement(2937570..2938436)
                     /locus_tag="BA_3190"
                     /old_locus_tag="BA3190"
                     /note="identified by similarity to GP:16411302; match to
                     protein family HMM PF00950"
                     /codon_start=1
                     /transl_table=11
                     /product="metal ABC transporter, permease protein"
                     /protein_id="AAP26986.1"
                     /db_xref="Pathema:BA_3190"
                     /translation="MKIVEFIDALTQYSFLQKALLTSVMVGIICGVIGCFIILRGMAL
                     MGDAISHAVLPGVALSYMIGMNYFIGAVLTGVITAVGIGFVSQNSRIKHDMAIGIMFT
                     SVFAVGIILITFMKSSSDLYHILFGNVLSVRSSDMWMTLIIGVVIIGLVMLFYKELLV
                     STFDPTMAQSYGLPNKWIHYGLMILLTMVTVASLQTVGIILVVAMLITPAATAYLLTN
                     RLWVMIYLAAGIGALSSVVGLYFSFSYNLASGATIVLVATFLFALAFFFSPSQGLFWR
                     AIKIRKNRAELS"
     gene            complement(2938433..2939182)
                     /locus_tag="BA_3191"
                     /old_locus_tag="BA3191"
                     /db_xref="Pathema:BA_3191"
     CDS             complement(2938433..2939182)
                     /locus_tag="BA_3191"
                     /old_locus_tag="BA3191"
                     /note="identified by similarity to OMNI:NTL01BH1392; match
                     to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="metal ABC transporter, ATP-binding protein"
                     /protein_id="AAP26987.1"
                     /db_xref="Pathema:BA_3191"
                     /translation="MGKAIIVKDLFVSYQGNQVVQNVSFEIEQGKLVGIIGPNGAGKS
                     TLMKAVLDLIPKDKGYVQILEEGIRSVRKSVAYVPQRSDIDWDFPITVLDVVLIGTYP
                     SLGMMKRPKKGERDWAFECLKKVGMEEFKHRQIGELSGGQQQRVFLARALAQKAEIFF
                     LDEPFVGIDVTSEETIIKILRELRKEGKTIVVVHHDLSKAESYFDKLLLLNKSLIHYG
                     EVRQVLEPTVMSKAYVNQGILFNNAAEVHSS"
     gene            complement(2939555..2940154)
                     /locus_tag="BA_3192"
                     /old_locus_tag="BA3192"
                     /db_xref="Pathema:BA_3192"
     CDS             complement(2939555..2940154)
                     /locus_tag="BA_3192"
                     /old_locus_tag="BA3192"
                     /note="identified by match to protein family HMM PF01965"
                     /codon_start=1
                     /transl_table=11
                     /product="thiJ/pfpI family protein"
                     /protein_id="AAP26988.1"
                     /db_xref="Pathema:BA_3192"
                     /translation="MKIQIVLFDGFGELVSFAPFEVLNRAIEEGAPFTVELVSSERKQ
                     EVTTSFGVTVKLHDFLRMDNRPDLLIVPGGGWNHKAKHGARKQAELGTLTKMIREMHN
                     EGTIVAGVCTGGMLLAASGILNDKKATMHHLAQSKMRKYGAELLPYRIVDQGDIITAR
                     GVTSGVDLGLWITERFASSKIAAAVEYRMEYERRGVVWE"
     gene            complement(2940210..2941166)
                     /locus_tag="BA_3193"
                     /old_locus_tag="BA3193"
                     /db_xref="Pathema:BA_3193"
     CDS             complement(2940210..2941166)
                     /locus_tag="BA_3193"
                     /old_locus_tag="BA3193"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26989.1"
                     /db_xref="Pathema:BA_3193"
                     /translation="MNYFTEIHSLAVEGKLHNNSWNTDLHYKIMVNGKRYSARFINSK
                     RTINPAFGALSNEQLIEQVRFTYYLREHGIPFMQINQNRAGELFTFVTWNDEQYRFVL
                     SNWIEGEHIMHCTENIAEAFGTEARKIHDISSTFQSSIFQKKSHLDGYAQFIHMLESK
                     ASACKELREYINLATYHIECAYTSELEFIVQTDLNPLNVLWDSSEQIQGIVDFESISY
                     VDRIEGLSFLLKWYSRTKGVHSHEVSLSVASAFLEGYKAHNIVTSNDYKRLSSLLWLS
                     GSLNWNFVKKTLSVISDERELEEHLEVYRVRGERLSSLIICI"
     gene            2941341..2941823
                     /locus_tag="BA_3194"
                     /old_locus_tag="BA3194"
                     /db_xref="Pathema:BA_3194"
     CDS             2941341..2941823
                     /locus_tag="BA_3194"
                     /old_locus_tag="BA3194"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP26990.1"
                     /db_xref="Pathema:BA_3194"
                     /translation="MKILKFGIIGALSITLLIGCTSNSNETKASNKEASTAVKEKEIV
                     YENVMFEQKEVRKLEISPVNSKSSNQVVNTENIKTIFTSMESAEKKTLLLDQEAKNYI
                     HSKMKVTYQDNSIQEFFVWIESDSDIVIAKASDETHGEGYDLREDNSKKIIQFFEKEF
                     "
     gene            complement(2941914..2942744)
                     /locus_tag="BA_3195"
                     /old_locus_tag="BA3195"
                     /db_xref="Pathema:BA_3195"
     CDS             complement(2941914..2942744)
                     /locus_tag="BA_3195"
                     /old_locus_tag="BA3195"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP26991.1"
                     /db_xref="Pathema:BA_3195"
                     /translation="MISELSKNDFYKCSSLINERGQLEVKAVIAGVNPGRIFVDNISS
                     PNSGLIWLGNNDGFFFIGNAENEEFNKEMKHLINNVIKPEAKKVGLNCFEGIGNHSKW
                     NKTIERIFQHRNLKSWNQRVYTLRKEDYENHHESKIEQGYTVLKMDKALYENNNTFKN
                     IDFLQSKILEFWSSPDHFFNEGIGYCIVYDDLIVSVCFSGFVFENIHCIDIETIEEHQ
                     GKKLAQKITHSFVKDCLENNITPYWDCMELNKPSVAVVENVGFINVCNYVGYYFLFDE
                     "
     gene            complement(2942898..2943302)
                     /gene="arsC"
                     /locus_tag="BA_3196"
                     /old_locus_tag="BA3196"
                     /db_xref="Pathema:BA_3196"
     CDS             complement(2942898..2943302)
                     /gene="arsC"
                     /locus_tag="BA_3196"
                     /old_locus_tag="BA3196"
                     /EC_number="1.20.4.-"
                     /note="identified by similarity to EGAD:30043; match to
                     protein family HMM PF01451; match to protein family HMM
                     TIGR02691"
                     /codon_start=1
                     /transl_table=11
                     /product="arsenate reductase (thioredoxin)"
                     /protein_id="AAP26992.1"
                     /db_xref="Pathema:BA_3196"
                     /translation="MENKKTIYFLCTGNSCRSQMAEAWGKQYLGDKWNVYSAGIEAHG
                     VNPNAIKAMNEVNIDITNQTSDIIDANILNRADLVVTLCSHADAVCPSTPPHVNRVHW
                     GFDDPAGKEWPEFQRVRDEIGERIKRFSETGE"
     gene            complement(2943328..2944368)
                     /gene="arsB"
                     /locus_tag="BA_3197"
                     /old_locus_tag="BA3197"
                     /db_xref="Pathema:BA_3197"
     CDS             complement(2943328..2944368)
                     /gene="arsB"
                     /locus_tag="BA_3197"
                     /old_locus_tag="BA3197"
                     /note="identified by match to protein family HMM PF01758;
                     match to protein family HMM TIGR00832"
                     /codon_start=1
                     /transl_table=11
                     /product="arsenical-resistance protein"
                     /protein_id="AAP26993.1"
                     /db_xref="Pathema:BA_3197"
                     /translation="MKRLSFLDRYLTLWIFLAMAVGIGLGFVFPSVVDGLNTLQVGTT
                     SIPLAVGLIVMMYPPLAKVRYEEMGRVFKDVKVLVLSLVQNWIIGPVLMFVLAIIFLP
                     DKPEYMVGLIMIGLARCIAMVIVWNDLADGDKEYAAGLVAFNSVFQMLFFSVYAYVFV
                     TVIPEWLGIEGAIVDITMIEVAKSVFIYLGIPFIAGMLTRFVLVKLKGRQWYEKVFIP
                     KISPLTLIALLFTIIIMFSLKGEMIVSVPLDVVRIAIPLLIYFIVMFFVSFFMGRKIG
                     ANYPVTTTLAFTAGSNNFELAIAVAVGVFGIHSGAAFAAVIGPLVEVPVMIALVNVAF
                     WFKRKYFNDQLV"
     gene            complement(2944387..2944824)
                     /locus_tag="BA_3198"
                     /old_locus_tag="BA3198"
                     /db_xref="Pathema:BA_3198"
     CDS             complement(2944387..2944824)
                     /locus_tag="BA_3198"
                     /old_locus_tag="BA3198"
                     /note="identified by match to protein family HMM PF00903"
                     /codon_start=1
                     /transl_table=11
                     /product="glyoxalase family protein"
                     /protein_id="AAP26994.1"
                     /db_xref="Pathema:BA_3198"
                     /translation="MRYVHVGINVTNLEKSIKFYEKVFGVSPVKVKTDYAKFLLETPG
                     LNFTLNVRDEVNGNQVNHFGFQVDTAEEITLHKERLEKEGFFARDEIDTTCCYAVQDK
                     FWVTDPDGNEWEFFYTKAHSDVHKIEESSCCTTANEVAKNSCC"
     gene            complement(2944884..2945189)
                     /gene="arsR"
                     /locus_tag="BA_3199"
                     /old_locus_tag="BA3199"
                     /db_xref="Pathema:BA_3199"
     CDS             complement(2944884..2945189)
                     /gene="arsR"
                     /locus_tag="BA_3199"
                     /old_locus_tag="BA3199"
                     /note="identified by similarity to OMNI:NTL01BS02573;
                     match to protein family HMM PF01022"
                     /codon_start=1
                     /transl_table=11
                     /product="arsenical resistance operon repressor"
                     /protein_id="AAP26995.1"
                     /db_xref="Pathema:BA_3199"
                     /translation="MAQDFQLYEKKFKALADQKRLEIMYELCQRGQTCVCDLTEIFEM
                     TQSKLSYHLKILLDAGLIVKETKGTWSYYDLNDAEVNNLLSEELCCIFRKTGKGSCC"
     gene            complement(2945636..2946313)
                     /locus_tag="BA_3200"
                     /old_locus_tag="BA3200"
                     /db_xref="Pathema:BA_3200"
     CDS             complement(2945636..2946313)
                     /locus_tag="BA_3200"
                     /old_locus_tag="BA3200"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP26996.1"
                     /db_xref="Pathema:BA_3200"
                     /translation="MFVSRKKKQVEQYFRCMSTICMDTYLLIHYFTKYEFTFIRDRIL
                     GKKFLKAQLRRFDCTEPEQLKEMIEWLLTEGSRQEFQTMYNQLTPLSEAQRKLLLPRQ
                     SNDEKMYVVNYSLHMLPDAGIAAFDYAWCICLSRIGKRLGYLSKKEAEYYMIQAAKLA
                     QNSYSDWHEYFLAFHIGSHFNKLDIEFISKDKYNIFYTLGMFRVKDSYVHTIAWKNDL
                     LTDMREG"
     gene            complement(2946326..2947606)
                     /locus_tag="BA_3201"
                     /old_locus_tag="BA3201"
                     /db_xref="Pathema:BA_3201"
     CDS             complement(2946326..2947606)
                     /locus_tag="BA_3201"
                     /old_locus_tag="BA3201"
                     /note="identified by similarity to EGAD:91396; match to
                     protein family HMM PF00226; match to protein family HMM
                     PF00515; match to protein family HMM PF07719"
                     /codon_start=1
                     /transl_table=11
                     /product="tetratricopeptide repeat protein"
                     /protein_id="AAP26997.1"
                     /db_xref="Pathema:BA_3201"
                     /translation="MSIWNTLEIEPTDDISVIKKAYAKLLKIHHPEDDPEGYQRLREA
                     FDQAVKSAKNMKDKLSIQIDEMNASDRELVFSPWTDSDAEIATTTIAEHPVYTFMESV
                     EMLYDNFFARIEQGNWEEILRSDVIWDVQYAAALQDQLIEFFLNHYHFPHSIWELIDQ
                     VFRFSEQRNDLVNEYGENTIQFLLERISGEKEMRYDIFEKTADLDFELYFYIREEIQR
                     KLIANELEDVKEELDRAFAMYQRDPELLRMQGIYYLRIDNKEKALQAFSNILLIDKDD
                     PDALLYRARIQHNLGQFHDAIKDCEHLLSVYPEHMDAMFMMTKCLEKAGEIEKAEKIV
                     QDAFQIDRNHVEFLSYFNSFLAQSGKKPNKPGVTMAYVFGWILMYSGMFLRRTWVYIL
                     FFILAIITRLPFKYILLLPVVWEAWKFYRLKIKI"
     gene            complement(2947606..2949306)
                     /gene="hscC"
                     /locus_tag="BA_3202"
                     /old_locus_tag="BA3202"
                     /db_xref="Pathema:BA_3202"
     CDS             complement(2947606..2949306)
                     /gene="hscC"
                     /locus_tag="BA_3202"
                     /old_locus_tag="BA3202"
                     /note="identified by similarity to SP:P77319; match to
                     protein family HMM PF00012"
                     /codon_start=1
                     /transl_table=11
                     /product="chaperone protein hscC"
                     /protein_id="AAP26998.1"
                     /db_xref="Pathema:BA_3202"
                     /translation="MAIIGIDLGTTNSLVATWSEDGATLIPNVLGEFLTPSVVSVDET
                     GEILVGRIAKERLITHPQLTAATFKRFIGTEKKYELGTYTFSSEELSSFVIKSLKQDA
                     EAYLNEEVTGAVISVPAYFNDTQRKSTKRAAEIAGLTVERLISEPTAAAIAYGLYQEE
                     SETKFLVFDLGGGTFDVSILELFEGIMDVKSIAGDNYLGGEDFTRSLMTFFLESHQLD
                     PDSLDSKTLSLIYTQAERCKLTLCNESAATMNVVIQNQTYETSINRGEFEKIVTPLLL
                     RLRYPIERALRDASLNPNDLDAVILIGGATRMPLVKSVISKMFGRMPYANINPDETVA
                     LGAAIQVALKERNKALEEVILTDVCPYSLGTSVVQEFGDGKSESGYFFPIIERNTPIP
                     VSKVERLYTVKDKQQFITIDVYQGENRRVVNNLKLGELKIKIPPAPAGNESVDIRYTY
                     DINGILEVEVISTSTGEKKRTIIQQNAGNLTDAEIEKRLLELRDIKIHPRDREENRLL
                     LAKCERLYEELLGDERKKISILLQQFESVLTTQNDKKIKEASSILKEHIESMERWANR
                     "
     gene            complement(2949814..2950104)
                     /locus_tag="BA_3203"
                     /old_locus_tag="BA3203"
                     /db_xref="Pathema:BA_3203"
     CDS             complement(2949814..2950104)
                     /locus_tag="BA_3203"
                     /old_locus_tag="BA3203"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP26999.1"
                     /db_xref="Pathema:BA_3203"
                     /translation="MYFPFMAILTIGELIRSPVVHSFVSKYALENARGQYMEASNLQF
                     TIGRFIAPIMIVFSTWLSPIVVFGIILLCALVSAVFYVKVFRMISNTTMHNE"
     gene            complement(2950394..2951167)
                     /locus_tag="BA_3204"
                     /old_locus_tag="BA3204"
                     /db_xref="Pathema:BA_3204"
     CDS             complement(2950394..2951167)
                     /locus_tag="BA_3204"
                     /old_locus_tag="BA3204"
                     /note="identified by match to protein family HMM PF00106;
                     match to protein family HMM PF01370; match to protein
                     family HMM PF08659"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, short-chain
                     dehydrogenase/reductase family"
                     /protein_id="AAP27000.1"
                     /db_xref="Pathema:BA_3204"
                     /translation="MEKMKNLDGKVALVTGASRGIGRAIAMRLANDGALVAIHYGRNK
                     QAADETIREIESNEGKAFLIEADLNSIDGVKKLVEQLKNELQIRVGTSEIDILVNNAG
                     IGTQGTIENTTEEIFDEIMAVNIKAPFFLIQQTLPLLRAEGRVINISSAEVRLGFTGS
                     IAYGLSKGALNTMTLPLAKHLGERGITVNTIMPGYTKTDINAKLLDDPEIRNFAANSS
                     VFGRIGQVEDIADAVAFLAASDSRWVTGQIIDVSGGFCL"
     gene            2951326..2951766
                     /locus_tag="BA_3205"
                     /old_locus_tag="BA3205"
                     /db_xref="Pathema:BA_3205"
     CDS             2951326..2951766
                     /locus_tag="BA_3205"
                     /old_locus_tag="BA3205"
                     /note="identified by match to protein family HMM PF01037"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, AsnC family"
                     /protein_id="AAP27001.1"
                     /db_xref="Pathema:BA_3205"
                     /translation="MQNAVKLDEIDHKIMNLLYENARISVSEIGRIISMTQPAVKERI
                     NKLEDQGVIAAYRTKFEPSKINKNIQAFIMFKTSQCSDFIQYCNAAPEVTDLYRISGE
                     FNYMMKVMSDSMDSLAAFLDSLMQFGLSSPLIVLKSEFEEKLSF"
     gene            complement(2951833..2953038)
                     /locus_tag="BA_3206"
                     /old_locus_tag="BA3206"
                     /db_xref="Pathema:BA_3206"
     CDS             complement(2951833..2953038)
                     /locus_tag="BA_3206"
                     /old_locus_tag="BA3206"
                     /note="identified by similarity to OMNI:SA2125; match to
                     protein family HMM PF01546; match to protein family HMM
                     PF07687; match to protein family HMM TIGR01891"
                     /codon_start=1
                     /transl_table=11
                     /product="amidohydrolase family protein"
                     /protein_id="AAP27002.1"
                     /db_xref="Pathema:BA_3206"
                     /translation="MGATGVASQRKTIEESIERNKEKYIETSHDIHANPEIGNQEFYA
                     SRTLSLLLGSAGFQLQHNIAGHETGFIARKSSGKQGPAIAFLAEYDALPGLGHACGHN
                     LIGTISVAAAIALSETLEEIGGEVVVFGTPAEEGGPNGSAKSSYVKAGLFKNIDAALM
                     IHPSGKTATTSPSLAVDPLDFHFYGKTAHAAASPEEGINALDAVIQLYNSINALRQQL
                     PSDVKIHGVITEGGKAPNIIPDYAAARFFIRAATRKRCAEVTEKVKNIAQGAALATDT
                     KVKIHQFQNEIDELLVTKTYNDVVAEELELLGEDVNRKERFGIGSTDAGNVSQVVPTI
                     HPYIKIGPDDLIAHTNEFREAARSELGDKALITSAKALANTAYRLITEEGLLEKVKEE
                     FREAQRNQG"
     gene            complement(2953304..2955583)
                     /locus_tag="BA_3207"
                     /old_locus_tag="BA3207"
                     /db_xref="Pathema:BA_3207"
     CDS             complement(2953304..2955583)
                     /locus_tag="BA_3207"
                     /old_locus_tag="BA3207"
                     /note="identified by similarity to GP:15027927"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27003.1"
                     /db_xref="Pathema:BA_3207"
                     /translation="MNTPTQTPSLSETMKEWHYALAYEIKHWKTIGGSKISIMNGRFL
                     YTDYESTVYVFQLISEVSLPEGSPIRIEFDGEEATGEVLSVHGLEIELKLNDYIQGEI
                     REAVLYSEPWQLLEQLQERLKEARKDKLKRNRIKRLVDGTSSPKHIEKMKNPKNELAY
                     RAFYNPTTYVWGPPGTGKSYNLSRIISAHYQKGKSVLVLAHSNAAVDVLMSEVTKQIE
                     KKKKWTPGEIVRYGYSQHEHIRNHETLLASKLVETTNGSWGEERLYLEETRQELREKI
                     LSYKATSADKKRMQEIESDLRKQRAKIKEVEKEYIENAKVIGATLSKCAIDSLIYERT
                     FDLVVVDEVSMAFVPQIALAASLGKRIVVCGDFLQLPPIAMANHELVRKWLGEDMFYH
                     AGIVESVNKSEAHPNLFMLQEQRRMHADISKFTNSFIYKNRVYDHPSVSERKELAQLQ
                     PFANEASVLFDTSQMGAFSLKDAASGSRFNIMSGLVAMQMMLIGLLDGVQSIGIVTPY
                     RAQSRFLSTCIREMLQRTKYQNIPVLAATVHKFQGSERDMMIFDTVDSYPQERPGVLF
                     FDHKNHRLVNVAVTRARGKFIQLSDCHYMCKNLSRKQALSQLTAHIERHGDVYDRTTS
                     RQLWERKISKRLRWFMEMNLEEPKGLLKDILAAKRKIVISLPSTKQVDKRVWQALMRT
                     NAQITVYSDGPVPLKNVKLQRQNKAFPFIVIDDEIFWAGAPLTSQMMFEGSTEFPYVC
                     ARLQAPETIGVLKGFLDIR"
     gene            2955725..2956117
                     /locus_tag="BA_3208"
                     /old_locus_tag="BA3208"
                     /db_xref="Pathema:BA_3208"
     CDS             2955725..2956117
                     /locus_tag="BA_3208"
                     /old_locus_tag="BA3208"
                     /note="identified by match to protein family HMM PF00903"
                     /codon_start=1
                     /transl_table=11
                     /product="glyoxylase family protein"
                     /protein_id="AAP27004.1"
                     /db_xref="Pathema:BA_3208"
                     /translation="MPVRRIEHVGLMVADLETSITFYEKVVGLQLIKRMGHPNPDLKL
                     AFLGVEESKETILELIEGYNSSLPAEGKVHHICFKVDSLEDEIERLKKHAVTFLLGEE
                     IETLPDGTRYIFFAGPDGEWIEFFETKR"
     gene            2956253..2956450
                     /locus_tag="BA_3209"
                     /old_locus_tag="BA3209"
                     /db_xref="Pathema:BA_3209"
     CDS             2956253..2956450
                     /locus_tag="BA_3209"
                     /old_locus_tag="BA3209"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27005.1"
                     /db_xref="Pathema:BA_3209"
                     /translation="MVNTVFIIVFGIPILFPILYVIKKKDWNIKTAALFVGRILLSIV
                     YFINGMVLGRTFPMKQNDLFS"
     gene            complement(2956461..2956982)
                     /locus_tag="BA_3210"
                     /old_locus_tag="BA3210"
                     /db_xref="Pathema:BA_3210"
     CDS             complement(2956461..2956982)
                     /locus_tag="BA_3210"
                     /old_locus_tag="BA3210"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27006.1"
                     /db_xref="Pathema:BA_3210"
                     /translation="MSISVSDELQLFAQEIQSFLFPNTLRDLARDVGFVQRTSKYQTK
                     DLVALCIWMSQNIATTFLAHMKEEIIPVLMDVIKTNNIPAIREAIDAIGFICFYNKIH
                     SNTQIIDALILCLGNNFNDNIILWKLVRAFESFNDINVIKILMEIEQNDSQLVIRNEA
                     KRSLKIINNRTNN"
     gene            complement(2957122..2957595)
                     /locus_tag="BA_3211"
                     /old_locus_tag="BA3211"
                     /db_xref="Pathema:BA_3211"
     CDS             complement(2957122..2957595)
                     /locus_tag="BA_3211"
                     /old_locus_tag="BA3211"
                     /note="identified by similarity to OMNI:NTL02ML0277"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27007.1"
                     /db_xref="Pathema:BA_3211"
                     /translation="MRNNFQIVALQEKEFNNLFLMNEEVLKSIGAVKIIANKNPGYPC
                     RISLKDAEVGEEVILLNYQYHSVNSPYKASGPIFIRKGATTAKLDINEIPHMLHHRYL
                     SVRGYNADSMMVEARVTEGVNVRENIDGIFDNKEVEYIHILNAKPGCYNCLVNRV"
     gene            complement(2957859..2958454)
                     /locus_tag="BA_3212"
                     /old_locus_tag="BA3212"
                     /note="transcriptional regulator, AraC family, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3212"
     gene            complement(2958438..2959724)
                     /locus_tag="BA_3213"
                     /old_locus_tag="BA3213"
                     /db_xref="Pathema:BA_3213"
     CDS             complement(2958438..2959724)
                     /locus_tag="BA_3213"
                     /old_locus_tag="BA3213"
                     /note="identified by similarity to GP:984560; match to
                     protein family HMM PF00324; match to protein family HMM
                     PF03845"
                     /codon_start=1
                     /transl_table=11
                     /product="amino acid permease family protein"
                     /protein_id="AAP27008.1"
                     /db_xref="Pathema:BA_3213"
                     /translation="MKNKAIGLFQGIALYISAILGSGVLFLSGVTASIAGPASIVSWF
                     IVIIISFPLAYSFASLARIFPDSGGAATFVRNSFGYHLGNIVGWFYFVTAAVGQTIVS
                     LTGAFYVSQAFGFSHFETILIAVFILVIAGVSNYYGVNVSGKVALILSSLLLILFASA
                     VFVAFPRIQWGNFNPFVPNGWFSVGNAITVIFWSFFGWEAICNLAEHFKRPEKDIVKG
                     AVISAVVIGLLFLALSLVTIGTATYGSQESNLSPIGVIMGDTVGGGAKVVTAVLALII
                     CTGTANAFVASLTQLGYSLSRDGAFPKFFSRLHATTQIPRQMVLFVICFSVAGVLVTK
                     ALSLTFDDILFIPTSLGILVYVLSMAAGVKLFRKNTPAWWASLISFILCLLVIPFFQL
                     YIFVPLIVVAIYTIYMILSNKIFAYKGGLKSNEGSK"
     gene            complement(2960140..2962215)
                     /locus_tag="BA_3214"
                     /old_locus_tag="BA3214"
                     /db_xref="Pathema:BA_3214"
     CDS             complement(2960140..2962215)
                     /locus_tag="BA_3214"
                     /old_locus_tag="BA3214"
                     /note="identified by similarity to GP:16266766; match to
                     protein family HMM PF00144"
                     /codon_start=1
                     /transl_table=11
                     /product="putative penicillin-binding protein"
                     /protein_id="AAP27009.1"
                     /db_xref="Pathema:BA_3214"
                     /translation="MENKLSGVLAATLALTMSLPTGAIASSSSKTPVVSSQEVASKDL
                     EKIAAENAALLTKSYETTSVQYALIDNGKLILSGQTGKNDIEGKEPLTKDTLYGIGST
                     SKVYTAAAVMKLVDEGKVDLDASVTRYIPEFKMKDERYKRITPRMLLNHSSGLQGSTL
                     NNAFLFKDNDVYAHDILLQQLSNQNLKADPGAFSVYCNDGFTLAEILVERVSGMSFTE
                     FLHQKFTEPLKLNHTITSQDKWEDEKRAGQYSPTYQGQLPSEMVNVIGTGGISSTAED
                     VVRFSQIFMGQGKEILSNKAVKAMEQEEYKKGMWPGDSGNVFNYGLGWDSVKLYPFSE
                     YGIKALTKGGDTMLQHATLVVLPEQKMAAAVLSSGGSSMTNQLLANKLLLARLKEKGT
                     IKDIKPDRSFGKPVKAKVPQDVVKKAGFYGNSYSHFKIEITKKGELFLPTKPEEKYVY
                     TADGSFINEKGTSKLNFVTEKNGKVYLRESAYELSPGLGQNVLTHYLAQKLENNVLPK
                     KTAAAWAKREGGKFYLVNEKFNSINYLGQQIPLNTQITLKDGYWDGKKITGPNTATHQ
                     IQIPVMNGRDTKEAHFYTEDGTEYMEMSSFLYVSESNVKSLDTGQLSKVTLQKSGHAK
                     WFTIPQEAAGKTMNVELPSGSSFAVYDENGVCVNFSVVSNNNKVKLPENGTVVFAGAP
                     NSEFTVALN"
     gene            complement(2962531..2962644)
                     /locus_tag="BA_3215"
                     /old_locus_tag="BA3215"
                     /db_xref="Pathema:BA_3215"
     CDS             complement(2962531..2962644)
                     /locus_tag="BA_3215"
                     /old_locus_tag="BA3215"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27010.1"
                     /db_xref="Pathema:BA_3215"
                     /translation="MSEMCVMIWRRVMNPSSMKSWDYISIYYPEDFKIKPI"
     gene            2962853..2963137
                     /locus_tag="BA_3216"
                     /old_locus_tag="BA3216"
                     /db_xref="Pathema:BA_3216"
     CDS             2962853..2963137
                     /locus_tag="BA_3216"
                     /old_locus_tag="BA3216"
                     /note="identified by similarity to SP:Q02403"
                     /codon_start=1
                     /transl_table=11
                     /product="IS231-related transposase"
                     /protein_id="ACZ49997.1"
                     /db_xref="Pathema:BA_3216"
                     /translation="MWQLLLIKKKRELSEYKTMYMVKDYFLFLFQAIQKDTQELSKAL
                     LRLFNLLQHNIKNSTSRFWFVGMKAISLNRLRSIIYYGNGTITALVKHTN"
     gene            complement(2963644..2963949)
                     /locus_tag="BA_3218"
                     /old_locus_tag="BA3218"
                     /db_xref="Pathema:BA_3218"
     CDS             complement(2963644..2963949)
                     /locus_tag="BA_3218"
                     /old_locus_tag="BA3218"
                     /note="identified by similarity to GP:15978719; match to
                     protein family HMM PF08803"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27011.1"
                     /db_xref="Pathema:BA_3218"
                     /translation="MAYLLQVDFPFEGPFGEEMEKGFWDLAKSINEEEGFHWKIWTEN
                     QETKEAGGIYVFEEKQDAEKYAEMHKNRLEAAGVKDIRVRIFNINEKLTELNRGYTK"
     gene            complement(2964167..2964517)
                     /locus_tag="BA_3219"
                     /old_locus_tag="BA3219"
                     /db_xref="Pathema:BA_3219"
     CDS             complement(2964167..2964517)
                     /locus_tag="BA_3219"
                     /old_locus_tag="BA3219"
                     /note="identified by similarity to EGAD:109892; match to
                     protein family HMM PF07681"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27012.1"
                     /db_xref="Pathema:BA_3219"
                     /translation="MTILIFINIVKVVLFLFFLMTGTKIISGKMADEFKRFGLPSFFN
                     FLTGAFEIVGAIGMLIGIWVPMAALLAGLLLGGTMLAAALTLIVLARDPFKKAIPALV
                     LFVLSLGISLYHIF"
     gene            complement(2964842..2965261)
                     /locus_tag="BA_3220"
                     /old_locus_tag="BA3220"
                     /db_xref="Pathema:BA_3220"
     CDS             complement(2964842..2965261)
                     /locus_tag="BA_3220"
                     /old_locus_tag="BA3220"
                     /note="identified by similarity to GP:17430163; match to
                     protein family HMM PF01047; match to protein family HMM
                     PF03965"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, MarR family"
                     /protein_id="AAP27013.1"
                     /db_xref="Pathema:BA_3220"
                     /translation="MNLHDLIGYLVHRTDVKMTNYFTKKLKPFGVTPEQWGIISVLCS
                     QRATTQKELAEAIDKDQTTVVRMIQSMERKGIVKKALNEQDRRSHNLFLTEKGDELKK
                     TILPVVTDAHHFVTSNLSEEEIKVLQSLLNKLYDTRY"
     gene            complement(2965544..2968741)
                     /gene="cypD"
                     /locus_tag="BA_3221"
                     /old_locus_tag="BA3221"
                     /db_xref="Pathema:BA_3221"
     CDS             complement(2965544..2968741)
                     /gene="cypD"
                     /locus_tag="BA_3221"
                     /old_locus_tag="BA3221"
                     /EC_number="1.14.14.1"
                     /EC_number="1.6.2.4"
                     /note="Includes cytochrome P450 102 and NADPH-cytochrome
                     P450 reductase; identified by similarity to SP:P14779;
                     match to protein family HMM PF00067; match to protein
                     family HMM PF00175; match to protein family HMM PF00258;
                     match to protein family HMM PF00667"
                     /codon_start=1
                     /transl_table=11
                     /product="bifunctional P-450:NADPH-P450 reductase 1"
                     /protein_id="AAP27014.1"
                     /db_xref="Pathema:BA_3221"
                     /translation="MDKKVSAIPQPKTYGPLGNLPLIDKDKPTLSFIKLAEEYGPIFR
                     MQTLSDTIIVVSGHELVAEVCDETRFDKSIEGALAKVRAFAGDGLFTSETQEPNWQKA
                     HNILMPTFSQRAMKDYHAMMVDIAVQLVQKWARLNPNENVDVPEDMTRLTLDTIGLCG
                     FNYRFNSFYRETPHPFITSMTRALDEAMHQLQRLDIEDKLMWRTKRQFQHDIQSMFSL
                     VDNIIAERKSSENQEENDLLSRMLNVQDPETGEKLDDENIRFQIITFLIAGHETTSGL
                     LSFAIYFLLKNPDKLKKAYEEVDRVLTDSTPTYQQVMKLKYIRMILNESLRLWPTAPA
                     FSLYAKEDTVIGGKYPIKKGEDRISVLIPQLHRDKDAWGDNVEEFQPERFEELDKVPH
                     HAYKPFGNGQRACIGMQFALHEATLVMGMLLQHFEFIDYEEYQLDVKQTLTLKPGDFK
                     IRIVPRNQTISHTTVLAPTEEKLKNHEIKQQVQKTPSIIGADNLSLLVLYGSDTGVAE
                     GIARELADTASLEGVQTEVAALNDRIGSLPKEGAVLIVTSSYNGKPPSNAGQFVQWLE
                     ELKGDELKGVQYAVFGCGDHNWASTYQRIPRYIDEQMAQKGATRFSTRGEADASGDFE
                     EQLEQWKQRMWSDAMKVFGLELNKNMEKERSTLSLQFVSRLGGSPLARTYEAVYASIL
                     ENRELQSSSSERSTRHIEISLPEGATYKEGDHLGVLPINSEKNVNRILKRFGLNGKDQ
                     VILSASGRSVNHIPLDSPVRLYDLLSYSVEVQEAATRAQIREMVTFTACPPHKKELES
                     LLEDGVYQEQILKKRISMLDLLEKYEACEIRFEPFLELLPALKPRYYSISSSPLVAQD
                     RLSITVGVVNAPAWSGEGTYEGVASNYLAQRHNKDEIICFIRTPQSNFQLPENPETPI
                     IMVGPGTGIAPFRGFLQARRVQKQKGMNVGEAHLYFGCRHPEKDYLYRTELENDERDG
                     LISLHTAFSRLEGQAKTYVQHVIKEDRIHLISLLDNGAHLYICGDGSKMAPDVEDTLC
                     QAYQEIHEVSEQEARNWLDRLQEEGRYGKDVWAGI"
     gene            complement(2968782..2968952)
                     /locus_tag="BA_3222"
                     /old_locus_tag="BA3222"
                     /db_xref="Pathema:BA_3222"
     CDS             complement(2968782..2968952)
                     /locus_tag="BA_3222"
                     /old_locus_tag="BA3222"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27015.1"
                     /db_xref="Pathema:BA_3222"
                     /translation="MFFLLTGIFYLAICWAVRPPLQNSAEAKKLGGGSTAHKSPIGST
                     NNQWGMKKTPTD"
     gene            complement(2969327..2970805)
                     /locus_tag="BA_3223"
                     /old_locus_tag="BA3223"
                     /db_xref="Pathema:BA_3223"
     CDS             complement(2969327..2970805)
                     /locus_tag="BA_3223"
                     /old_locus_tag="BA3223"
                     /note="identified by similarity to EGAD:37842; match to
                     protein family HMM PF07690; match to protein family HMM
                     TIGR00711"
                     /codon_start=1
                     /transl_table=11
                     /product="drug resistance transporter, EmrB/QacA family"
                     /protein_id="AAP27016.1"
                     /db_xref="Pathema:BA_3223"
                     /translation="MSETLHKRKPPYVMLVILFIGAFVSFLNNSLLNVALPSIMKDLD
                     IKDYSTIQWLSTGYMLVSGILIPASAFLITRFSNRSLFITSMMIFTLGTALAAVAPNF
                     GLLLTGRMVQAAGSSVMGPLLMNIMLVSFPREKRGTAMGIFGLVMITAPAIGPTLSGY
                     IVEYYDWRLLFEMILPLAIISLLLGIWKSENVMRQNKNAKLDYLSLLLSSIGFGGLLY
                     GFSSASSDGWTNKVVVTTLILGAIALIAFIIRQLKMNEPLLDLRVYKYPMFALASVIA
                     IVNAVAMFSGMILTPAYVQNVRGISPLSSGLMMLPGAVIMGIMSPITGKLFDKYGPRI
                     LGIVGLSITAVSTYMLANLQLDSSHTHTILIYTLRMFGMAMVMMPLMTNGLNQLPTRL
                     NPHGTAVNNTAQQVSGSIGTAILVTIMNSVTKTKAESLMAHVDPTSFTEATKIMLTQK
                     ALLSGIQHSFYVALGMNVVALLLVFFVKRVDTSPEAVERLNR"
     gene            2971230..2971832
                     /locus_tag="BA_3225"
                     /old_locus_tag="BA3225"
                     /db_xref="Pathema:BA_3225"
     CDS             2971230..2971832
                     /locus_tag="BA_3225"
                     /old_locus_tag="BA3225"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27017.1"
                     /db_xref="Pathema:BA_3225"
                     /translation="MNQYWYVNSKGNEEHYNHQISMSSLYVQPKITKADEMSGLKISE
                     NWSCRFYPVGWDSPVNYTGFNPQTLPFSSGHPTHYAGMIPQGQPANWTPFPGHTGFNF
                     QKPPFPWAQPFNHTGMFAQGHLAALLSPPAKAFKFNINNGGIFGNSPGWGGQISPMGW
                     GNNGGYGQPGMLGNLLTVGKGTMNGIGMLSSLMGMGKFFF"
     gene            complement(2972073..2972612)
                     /locus_tag="BA_3226"
                     /old_locus_tag="BA3226"
                     /db_xref="Pathema:BA_3226"
     CDS             complement(2972073..2972612)
                     /locus_tag="BA_3226"
                     /old_locus_tag="BA3226"
                     /note="identified by similarity to EGAD:108741"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27018.1"
                     /db_xref="Pathema:BA_3226"
                     /translation="MNVIAWLIVACEIGFWVVITLGLLTRYILKKNKLGLFFLALTPV
                     IDLILLVVTGVDLYRGATATQVHAIAAIYIGISIAFGRSMIEWADIRFQYYVMKQGAK
                     PVKRFGMDYAKHYFKSWGQHVLAFLIGAGILFVLIYLINDSSRTEVLAGFLKVWTLVL
                     GIDLLIAISNFIWPKRKKG"
     gene            complement(2972958..2973281)
                     /locus_tag="BA_3227"
                     /old_locus_tag="BA3227"
                     /db_xref="Pathema:BA_3227"
     CDS             complement(2972958..2973281)
                     /locus_tag="BA_3227"
                     /old_locus_tag="BA3227"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27019.1"
                     /db_xref="Pathema:BA_3227"
                     /translation="MLKHKKKIMISVIAILVSGIAIVGGYYGMGYNYAKKNENYTEKQ
                     VREISLAHTNGEIMNVKKEFELEDDSLTQSTFEYEVEIKTPENLLNVLKVSARTGVIE
                     IDNED"
     gene            complement(2973302..2973772)
                     /locus_tag="BA_3228"
                     /old_locus_tag="BA3228"
                     /db_xref="Pathema:BA_3228"
     CDS             complement(2973302..2973772)
                     /locus_tag="BA_3228"
                     /old_locus_tag="BA3228"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP27020.1"
                     /db_xref="Pathema:BA_3228"
                     /translation="MRKWMLIGAISCLLLTACSTQADNNTEVQQLKVENDKLQKEVAQ
                     LQQEPQKTLPAANDSKQIQDFKNEVSSIVEKANNTKPVGVKEDNLNTYLAVKKEIDQL
                     DDKIDLSDNQLEADYRAGTITIEQYQTQEREHDILEDQLEQAENALEARFGIED"
     gene            2973948..2974622
                     /locus_tag="BA_3229"
                     /old_locus_tag="BA3229"
                     /db_xref="Pathema:BA_3229"
     CDS             2973948..2974622
                     /locus_tag="BA_3229"
                     /old_locus_tag="BA3229"
                     /note="identified by similarity to GP:17431126; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF00486"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator"
                     /protein_id="AAP27021.1"
                     /db_xref="Pathema:BA_3229"
                     /translation="MRVLIVEDEQDLQNILVKRLNAEHYSVDACGNGEDALDYINMAT
                     YDLIVLDIMIPGINGLQVLQKLRADNHTTSVLLLTAKDTIDDRVKGLDLGADDYLVKP
                     FAFDELLARIRVLMRRKTGNTSNVFEIADLVVDCNMHKVTRGDQVITLSSKEFAILEY
                     MIRNKEVVLTRDKIEQHVWNYDYEGGSNIIDVYVRYLRKKVDSQFETKLIHTVRGTGY
                     VLRVES"
     gene            2974619..2975992
                     /locus_tag="BA_3230"
                     /old_locus_tag="BA3230"
                     /db_xref="Pathema:BA_3230"
     CDS             2974619..2975992
                     /locus_tag="BA_3230"
                     /old_locus_tag="BA3230"
                     /EC_number="2.7.13.3"
                     /note="identified by match to protein family HMM PF00512;
                     match to protein family HMM PF00672; match to protein
                     family HMM PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase"
                     /protein_id="AAP27022.1"
                     /db_xref="Pathema:BA_3230"
                     /translation="MKRLSIKMRVTLWYTGLIVIIMALVLAFILTSSDKVLLFNMKNQ
                     LKSTVKESVEDIEYKHGQLKMDDDFETFEDGVNIIIYNKQSELLAGNSPTSFNKKISL
                     KSDEIQIIKDGNKEWIVYDFLHNADGGEQVWVRGIMTMSRLSSTMNTLIVLTLISFPL
                     LILIAAVGGYFITQRAFRPVQQMSDSASKIGDGKDLSKRINLKGSPKDEMYHLAQTFD
                     KMFERLETSFESEKQFTSDASHELRTPTSVIISQCEYALSQRNNPKEMEESLEVILKQ
                     SRKMSALISQLLLLARADQGNDNTFQFECINMSELTEIVVEELSLMVQEASIDITTHI
                     EEDLFIKADQTLMMRLLMNLLTNAIAYSKANGTVHMQLFRDETNIIGKVSDNGIGISE
                     QHITKIWDRFYRVDAARTSSNIGNTGLGLSMVKWIVELHGGEITVESGLGEGSTFTFK
                     LPIEKQA"
     gene            complement(2976275..2976490)
                     /locus_tag="BA_3231"
                     /old_locus_tag="BA3231"
                     /db_xref="Pathema:BA_3231"
     CDS             complement(2976275..2976490)
                     /locus_tag="BA_3231"
                     /old_locus_tag="BA3231"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27023.1"
                     /db_xref="Pathema:BA_3231"
                     /translation="MNWKKGGLWVIIFFVVKGTISTLLIVTGAKYFDLSFMQLIVLIL
                     ILLVISLISRKLLYRRKQNKKQKELNI"
     gene            complement(2976815..2978260)
                     /locus_tag="BA_3232"
                     /old_locus_tag="BA3232"
                     /db_xref="Pathema:BA_3232"
     CDS             complement(2976815..2978260)
                     /locus_tag="BA_3232"
                     /old_locus_tag="BA3232"
                     /note="identified by similarity to GP:15023630"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27024.1"
                     /db_xref="Pathema:BA_3232"
                     /translation="MNNNTVNESVEEVEKKRVRSKKRFTNWKLIAAGGGVIALLIGGM
                     SYYQATHFNSNVTINDTKVGGMSADEAIQKLKTSGLANKVYIDQQQILDEKETKTELT
                     EKDLPQVKKLLKSQWTFFPSSKEKDYSLLPKKAEQYRSETMKKLVEEKLVSMNEKLKA
                     PQDAMAKLEQGKIVISKSVDGKQYDVTSLLKDYDKQKHKSEIHLKSAYIQPIKENDPI
                     IKKEEKALQNLLTQSVDYKVQNEVYSLKAKDLIQNASMSKDMKVTIDASEIKNKVAEI
                     NKDKSTLHKDFAFKTHSGSVISVKGQGYGWALDVEKETKQVGQAFEKGEKSLSASNIH
                     GNGWEKEGIGYKTTSNNGIGDTYAEVSIADQQIWIYKDGKLVVTTNVVTGKHSTGEDT
                     SPGVWYVLYKRTPYTLRGSAVGKADYAVKVDYWVPFTNSGQGFHDAGWRKDWGNNAYL
                     TGGSGGCVNLLPNVAKTVYDSLNTYDPVIVY"
     gene            complement(2979221..2979646)
                     /locus_tag="BA_3234"
                     /old_locus_tag="BA3234"
                     /db_xref="Pathema:BA_3234"
     CDS             complement(2979221..2979646)
                     /locus_tag="BA_3234"
                     /old_locus_tag="BA3234"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP27025.1"
                     /db_xref="Pathema:BA_3234"
                     /translation="MNMKGRNVSVVFIAIVIFIIAGCSNMIGNEDQTIKVQKHVDDTY
                     EDLKVVTDNKQVQQVKKILNDAHFENKKVQMSRPADYHFVFQFKNPKIEAKATLYQIW
                     VIPNKDKIEIIAGNSQYVQLEGKNAATLFQIITGEKLVE"
     gene            2979741..2980031
                     /locus_tag="BA_3235"
                     /old_locus_tag="BA3235"
                     /db_xref="Pathema:BA_3235"
     CDS             2979741..2980031
                     /locus_tag="BA_3235"
                     /old_locus_tag="BA3235"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27026.1"
                     /db_xref="Pathema:BA_3235"
                     /translation="MQLKTYTWKSYTLLIVSIFVTINLFLFTPLLDSVGIEYVVPFAY
                     FILASAVIAILLAIISFCSRDEKKILAIIGLCFTLFNTAIILFFLWFGYHFT"
     gene            complement(2980200..2981195)
                     /locus_tag="BA_3236"
                     /old_locus_tag="BA3236"
                     /db_xref="Pathema:BA_3236"
     CDS             complement(2980200..2981195)
                     /locus_tag="BA_3236"
                     /old_locus_tag="BA3236"
                     /note="identified by match to protein family HMM PF00291;
                     match to protein family HMM TIGR01275"
                     /codon_start=1
                     /transl_table=11
                     /product="putative pyridoxal phosphate-dependent
                     deaminase"
                     /protein_id="AAP27027.1"
                     /db_xref="Pathema:BA_3236"
                     /translation="MNLAKFPRKKYTESYTPIEKLNNFSEALGGPTIYFKRDDLLGLT
                     AGGNKTRKLEFLVADAQAKGADTLITAGGIQSNHCRLTLAAAVKEKMKCILVLEEGLE
                     PEEKPDFNGNYFLYHLLGAENVIVVPNGADLMEEMHKAAKEVSEKGNTPYVIPVGGSN
                     PTGAMGYVACAQEIIAQSFDQGIDFSSVVCVSGSGGMHAGLITGFAGTQSNIPVIGIN
                     VSRGKAEQEEKVAKLVDETSAHVGIPNFIPREAVTCFDEYVGPGYALPTPEMVEAVQL
                     LAKTEGILLDPVYTGKAVAGLIDLIRKGTFNKEDNILFVHSGGSPALYANTSLFA"
     gene            complement(2981548..2982147)
                     /locus_tag="BA_3238"
                     /old_locus_tag="BA3238"
                     /db_xref="Pathema:BA_3238"
     CDS             complement(2981548..2982147)
                     /locus_tag="BA_3238"
                     /old_locus_tag="BA3238"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27028.1"
                     /db_xref="Pathema:BA_3238"
                     /translation="MSGSRQSPYLQDYLNVDKLYDILKDYPQVVFFTSHTHWDLNLPD
                     WAGKKKIAGGDKKGFTVVNTGGIETGWMSAGPNGGEKTAPDGYSFKQGLQVKAYGSDV
                     MVTAYDYKRDKEIKKLLISNSKIAQMAPNVTADDSKNIIIGATEYMEYSVKGTNEWLT
                     YNPGNPPKFDGDKIVYVRHKGEMNLEPGLTQLLRFSANK"
     gene            complement(2982202..2982780)
                     /locus_tag="BA_3239"
                     /old_locus_tag="BA3239"
                     /db_xref="Pathema:BA_3239"
     CDS             complement(2982202..2982780)
                     /locus_tag="BA_3239"
                     /old_locus_tag="BA3239"
                     /note="identified by similarity to GP:15023919"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27029.1"
                     /db_xref="Pathema:BA_3239"
                     /translation="MKKTVASLAVMAALLPTFSVYAEGKEQVRKSATTFNVISDIQGD
                     LGDFDHVLKDMNKVTPLSRALIMNGDITPTGQQSQYDDVKRVLNKNKHPENVWSTVGN
                     HEFYAGKWTADGKLSQSTWPNGVTEETLFNRYLQFSGQEKVYHKKELDGYPLLFLGTE
                     KYMKYHDSKMWDEVYMSDEQLGWLKQNLEEYS"
     gene            complement(2982977..2984301)
                     /locus_tag="BA_3241"
                     /old_locus_tag="BA3241"
                     /note="conserved hypothetical protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3241"
     gene            complement(2984935..2985228)
                     /locus_tag="BA_3242"
                     /old_locus_tag="BA3242"
                     /db_xref="Pathema:BA_3242"
     CDS             complement(2984935..2985228)
                     /locus_tag="BA_3242"
                     /old_locus_tag="BA3242"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27030.1"
                     /db_xref="Pathema:BA_3242"
                     /translation="MLLLKILLFGLIVISKMYVIKFQSSDEANDERGREILYKTNNAL
                     YNILYLGILAIIVLQLIDIIPLQFLPDLLLYFALSLSVLGSIFIFINRNSKNY"
     gene            complement(2985234..2985443)
                     /locus_tag="BA_3243"
                     /old_locus_tag="BA3243"
                     /db_xref="Pathema:BA_3243"
     CDS             complement(2985234..2985443)
                     /locus_tag="BA_3243"
                     /old_locus_tag="BA3243"
                     /note="identified by similarity to OMNI:NTL01BH0461; match
                     to protein family HMM PF01381"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein"
                     /protein_id="AAP27031.1"
                     /db_xref="Pathema:BA_3243"
                     /translation="MLLLLHNKIVVCRAEKGWTQEELATRVGVSRQTIATLEKNKYNP
                     SLILAFKIANAFEKPLTDVFDYLEE"
     gene            complement(2985772..2986917)
                     /locus_tag="BA_3245"
                     /old_locus_tag="BA3245"
                     /db_xref="Pathema:BA_3245"
     CDS             complement(2985772..2986917)
                     /locus_tag="BA_3245"
                     /old_locus_tag="BA3245"
                     /note="identified by similarity to OMNI:NTL01XF02037"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27032.1"
                     /db_xref="Pathema:BA_3245"
                     /translation="MIQLHDVHSLHSIDWESKKDGAYVRDSFLPFFQKGITAFIENVN
                     TQLFLLEVDDLILPVTLNNAEFENSYVCSPYTHYISYALEELWELKKPWLEKLLTYPI
                     HLMGNWLRRTNINKVIVVNNWMLSTNLYHSINEQQIEQITKVLVEKFPEHTILFRSLN
                     NKLYPATTEALSTVGYNKIMSRSIYLFDPKHYKKMNRKKRKDLLNDKSLLEKSNYEII
                     TNEELTKDDILQISQLYNQLYIEKYSAHNPMFTPAYLWNALQHRLFEIKAIKKGDTID
                     GVIAYFIRDGVMTTPILGYHTNSDQQQGLYRILSLLITMDSIEKDLICHCSAGAGEFK
                     RNRGATQQIEYSYVYNAHLPPSQQKVWKVLMWILNTYIEPMAKKHRF"
     gene            complement(2986914..2988251)
                     /locus_tag="BA_3246"
                     /old_locus_tag="BA3246"
                     /db_xref="Pathema:BA_3246"
     CDS             complement(2986914..2988251)
                     /locus_tag="BA_3246"
                     /old_locus_tag="BA3246"
                     /note="identified by similarity to GP:15979994; match to
                     protein family HMM TIGR02304"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27033.1"
                     /db_xref="Pathema:BA_3246"
                     /translation="MNKLRILKQYLKTKYGLRFSNRKQLEQFHKRQIEKQLLFTIEAS
                     PFYRQLYKPFLHEIEKGNLSALPIIDKEVMMEHFDTLNTVHISKKEAFHVAFEAEKTR
                     NFSPTICNITVGLSSGTSGNRGVFLVSEEEQTLWAGSIIGKVLPSSILHKHTIAFFLR
                     ANSNLYEATKNKRISFHFFDLLDSFQQHITRLNEVKPSILIAPPSMLRKIAYWQQEGL
                     ITICPKKIISVAEVLEDIDRDFISATFKQTVHQVYQCTEGFLATTCKQGTLHMNEDLV
                     HIEKEYLDQEKGIFVPIITDFMRKTQPIIRYRLNDILIEKKTPCSCGSPFLALERIDG
                     RCDDIFIGISEVDHSEIFIFPDFIRRAILFASSDIQEFKVIQHSVDKIEMKLKALPEN
                     LELCQSKVMQELHTLWSTKKCAIPHFFFSHYDIQVYDKKLKRIESFVRRGEHK"
     gene            complement(2988244..2989095)
                     /locus_tag="BA_3247"
                     /old_locus_tag="BA3247"
                     /db_xref="Pathema:BA_3247"
     CDS             complement(2988244..2989095)
                     /locus_tag="BA_3247"
                     /old_locus_tag="BA3247"
                     /note="identified by similarity to EGAD:148891; match to
                     protein family HMM PF00753"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27034.1"
                     /db_xref="Pathema:BA_3247"
                     /translation="MKIKSLKLYDTGYCTHPEKIAYSKGSWKQICFPATVGLLQHPEL
                     GYILFDTGYAEHFKEATKKFPYSVYAKLTPVHFTEEQSIKQQLLLDGIQPEEIKYIIL
                     SHFHGNHTAGLPDFPKAKILTFAKAYEDIKKRSKFGALLKGCLKDTLPVDLEQRMSFI
                     DQTPSLNLPSTYGKFEEGYDVFDDGSLFAVDLTGHATGQFGIFVHLQSNKIVFLCADA
                     VWLSKTYQNLFFPSKVANLLTSDPKSYRKNIEKLYHLSQTSPEIEIVPTHCEHTWDKI
                     KAGVYYE"
     gene            complement(2989092..2990078)
                     /locus_tag="BA_3248"
                     /old_locus_tag="BA3248"
                     /db_xref="Pathema:BA_3248"
     CDS             complement(2989092..2990078)
                     /locus_tag="BA_3248"
                     /old_locus_tag="BA3248"
                     /note="identified by match to protein family HMM PF01073;
                     match to protein family HMM PF01370; match to protein
                     family HMM PF04321; match to protein family HMM PF07993"
                     /codon_start=1
                     /transl_table=11
                     /product="3-beta hydroxysteroid dehydrogenase/isomerase
                     family protein"
                     /protein_id="AAP27035.1"
                     /db_xref="Pathema:BA_3248"
                     /translation="MKMLVTGGTGFLGQKLAFRLKNMGYEVTATGRNKTIGKVLEQNG
                     IKFVHCPLEDRERVLQVCKDKDYIFHSGAHSSPWGKYEDFYNANVLGTKHIIEGSQKY
                     GIKRLIHVSTPSIYFYYDERQNVVENAKLPDTFVNHYATTKYMAEQAIDQAFAHGLPV
                     ITIRPRALFGPGDNAILPRLIKVCEKGALPRIGTENVLVDITYVENVVDALLLCMHSP
                     KHTLGQKYNITNDERINLYEVIENVMKRLDKEVRYKKISYKTAFTLAAILEGISKTIL
                     FGKEPILTKYTVSVLSKSQTLSIDKAKEELGYAPKVSIEEGITKFVDWWKTQ"
     gene            complement(2990155..2991237)
                     /locus_tag="BA_3250"
                     /old_locus_tag="BA3250"
                     /db_xref="Pathema:BA_3250"
     CDS             complement(2990155..2991237)
                     /locus_tag="BA_3250"
                     /old_locus_tag="BA3250"
                     /note="identified by similarity to GP:15025185; match to
                     protein family HMM PF02655"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27036.1"
                     /db_xref="Pathema:BA_3250"
                     /translation="MNTKKTVLITGARAPATLHLCRLFHNAGHTVIIADSIPYPLSKV
                     SKSTDYFYEIPSPKWKTNESIRALLSIIQRHNVDLLIPTCEEVFYISKYKEELSAFCH
                     VLVDDFQKLLLLHNKWEFIQFVESLGWQVPATYRINNEEAIRSMMHKTPAHTPFVLKP
                     IYSRFSDKVEFMTKEAALKESMIHKSNYIMQEFIQGTQHCSYSIAQSGEVLAHSTYKT
                     EFTAGLGATIAFQPINHSKIAQFVTHIVKELNFSGQIAFDFIVTENGDAIPIECNPRT
                     TSGLHLFDEEILPAFFNEKVNNAFIPKQNSECAIRLAMLLYGFPYLKSKQKRKRWLKV
                     LCSYPDIVYRHNDWKPFFISFLACTN"
     gene            complement(2991227..2992216)
                     /locus_tag="BA_3251"
                     /old_locus_tag="BA3251"
                     /db_xref="Pathema:BA_3251"
     CDS             complement(2991227..2992216)
                     /locus_tag="BA_3251"
                     /old_locus_tag="BA3251"
                     /note="identified by match to protein family HMM PF08541;
                     match to protein family HMM PF08545"
                     /codon_start=1
                     /transl_table=11
                     /product="putative 3-oxoacyl-(acyl-carrier-protein)
                     synthase III"
                     /protein_id="AAP27037.1"
                     /db_xref="Pathema:BA_3251"
                     /translation="MKRYISIKGIGTYLPKRKVDSLEIDQMLDVPEGWTLKKAGVKTR
                     YFVDGETSSYMGAEAAKKAVEDAKLTWDDIDCIICGSGTIQQAIPSTASLIQEQLGLQ
                     HSGIPCFDINSTCLSFITALDTISYAIECGRYKNVVIISSEISSVGLNWGQNESSILF
                     GDGAAAVVITKGDHSSSIIASHMETYSSGAHLSEIRGGGTMIHPREYSEERKEDFLFD
                     MNGRAIFKLSSKYLMKFIDKLLMDTGYSLADIDLIVPHQASGPAMRLIRKKLGVDEER
                     FMTIFEDYGNMISASIPVALFEAIKQKKVQRGNKILLLGTSAGLSIGGILLEY"
     gene            complement(2992648..2993568)
                     /locus_tag="BA_3252"
                     /old_locus_tag="BA3252"
                     /db_xref="Pathema:BA_3252"
     CDS             complement(2992648..2993568)
                     /locus_tag="BA_3252"
                     /old_locus_tag="BA3252"
                     /note="identified by similarity to EGAD:107918; match to
                     protein family HMM PF02409; match to protein family HMM
                     TIGR00027"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27038.1"
                     /db_xref="Pathema:BA_3252"
                     /translation="MCVKKGEASITSLVSAFGRAYHSEFDNPKIFDDYVAKEFISQKE
                     RNDIEMNMVQGIHFFNTDIAQQFQDNPQEILKWITQVQLSPTPLARAAYCERVLLHEV
                     ALGAKQYVILGAGIDTFSFRHRELENKIEIFEVDHPSTQQFKKERIEEAEFEIPNNLH
                     FISMDFTKGFSYEQLQNEGFENKKTFFSLLGVTYYLTKEELSSLIECLFVMVPEGSSI
                     VFDYPDENLFTEKGLSNRVENMVKMAAIGGEPMKSCFSYAEMEALLEKAGLLIYEHLS
                     PEDINTFYFEGRNDYLKAFETVHYVHAVKK"
     gene            2993783..2994364
                     /locus_tag="BA_3253"
                     /old_locus_tag="BA3253"
                     /db_xref="Pathema:BA_3253"
     CDS             2993783..2994364
                     /locus_tag="BA_3253"
                     /old_locus_tag="BA3253"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27039.1"
                     /db_xref="Pathema:BA_3253"
                     /translation="MKRFVIITVGKTHSGKTTFARELEKEFPHSFVMDQDNQAEFINS
                     HYEKLQPAEGTNTFKHGLSKFIVDYAKEHTSLHLIICNSNRSKNGRLYLLNELFPPNE
                     YVRILVHFDVPDNVLYERVARSTRSTNIFRGSYSSFKEVLDRQQAESFHEDVVDPVEN
                     EADYLFVIRNSKDIHFTIEEIVHLAEVLSPTPK"
     gene            2994514..2995632
                     /locus_tag="BA_3254"
                     /old_locus_tag="BA3254"
                     /db_xref="Pathema:BA_3254"
     CDS             2994514..2995632
                     /locus_tag="BA_3254"
                     /old_locus_tag="BA3254"
                     /note="identified by match to protein family HMM PF00746;
                     match to protein family HMM TIGR01167"
                     /codon_start=1
                     /transl_table=11
                     /product="LPXTG-motif cell wall anchor domain protein"
                     /protein_id="AAP27040.1"
                     /db_xref="Pathema:BA_3254"
                     /translation="MKTKQTIAASTLALAMIAGANSAHAEVNDATPQQSTGDRLAEIK
                     QHKQGLDAKLQQHKENVDQTLNELNKVKENVDTKVNELHERKQVADEKINEIKQHKQE
                     LDAKLQQDKQIAEDKIAEIKEHKKQVEDKVAEVKEHKQNIDNKVNEIKEHKQTVDEKV
                     NEMKQHKENIDQKVNELKEVKKQVDEKLAELKKAKQTAEDKLAELKENKPNTGNTLEE
                     LKKIKSNLDSLSANLELAKQDVKNKLAALQEARQDLINKINEIKQSKQTVSDDLSKKK
                     QDLDIKINDFKHTEKKIDDKLAEIHTTKQNIDNKINEVSQSKQTETKTGTTNANNNAR
                     ELPNAGSKQSNNMALGMLSVLGGILLVTRNKIKTLFSK"
     gene            complement(2995697..2996368)
                     /locus_tag="BA_3255"
                     /old_locus_tag="BA3255"
                     /db_xref="Pathema:BA_3255"
     CDS             complement(2995697..2996368)
                     /locus_tag="BA_3255"
                     /old_locus_tag="BA3255"
                     /note="identified by similarity to GP:16415261; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP27041.1"
                     /db_xref="Pathema:BA_3255"
                     /translation="MTSLLKLDKVSKVYGEGNTEVTALHPISLDVKAGEFIGIVGPSG
                     SGKSTLLSIAGALLSPSKGDIYIREQNITKLSEKEMTDIRLKKIGFIFQFANLVPYLN
                     VKEQLLYIAKLKKENKQESEKRADHLLAAFGLGERKNHYPNQLSGGEKQRVAIARAFM
                     NNPDLILADEPTASLDSKRAREVVEMMKREVKESKKAAIMITHDERMLDVCDRILTLR
                     DGQLI"
     gene            complement(2996368..2997432)
                     /locus_tag="BA_3256"
                     /old_locus_tag="BA3256"
                     /db_xref="Pathema:BA_3256"
     CDS             complement(2996368..2997432)
                     /locus_tag="BA_3256"
                     /old_locus_tag="BA3256"
                     /note="identified by similarity to GP:16415262; match to
                     protein family HMM PF02687"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter, permease protein"
                     /protein_id="AAP27042.1"
                     /db_xref="Pathema:BA_3256"
                     /translation="MFLALRELKQSKLRYGLIGLIMVLLSFLVLVISGLANGLSYDNA
                     SSIQNMEANKFVLADDAENKLLRSQIKKDDVDNVVNQASEKEAVPFRVKVSTYEKKDS
                     SKKVDIAIFSSERDTFLEPNIVKGEKLGTANNEMVADESIKEKGIDIGDTIIDPVSKK
                     EFTIVGFTKDQMFSHTPVVYVNEDVWGAITQPNQKDYSAIALNTDKEIKNAHVINKKE
                     VLQSIPGFKEEQGTLTMIIAFLLVIAALLIGVFFYVITLQKTQQLGVLKAIGTKNSYL
                     ANSLVVQALFLSVVAMGISIVLVQGLEQILPAGMPFLLTAPMIAQYAAIFIVISILGT
                     LISLYQVLKVDALEAIGGGM"
     gene            2997617..2998240
                     /locus_tag="BA_3257"
                     /old_locus_tag="BA3257"
                     /db_xref="Pathema:BA_3257"
     CDS             2997617..2998240
                     /locus_tag="BA_3257"
                     /old_locus_tag="BA3257"
                     /note="identified by similarity to OMNI:NTL01BH0293; match
                     to protein family HMM PF01022"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, ArsR family"
                     /protein_id="AAP27043.1"
                     /db_xref="Pathema:BA_3257"
                     /translation="MKPVLTLTTYSQLKALSDPLRAEMMIRLCERPYTGQLLSEKFGI
                     SRAKIHYHLKELEKNDLIEIVYTEEKNGIVQKFYQSVAKGFTPATDLLPHLEILSESG
                     RQIFLQMIERTKSQILAAPEEAFTLRNASEDPAKWNYVSSCWEFDATPEQFQVWVKKF
                     YELMSELNEITKGADKDPNSKPYYISTTALQIAERTMQQFVKEEEKS"
     gene            2998310..2999569
                     /locus_tag="BA_3258"
                     /old_locus_tag="BA3258"
                     /db_xref="Pathema:BA_3258"
     CDS             2998310..2999569
                     /locus_tag="BA_3258"
                     /old_locus_tag="BA3258"
                     /note="identified by similarity to GP:15023315; match to
                     protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative permease"
                     /protein_id="AAP27044.1"
                     /db_xref="Pathema:BA_3258"
                     /translation="MDILKNRNFLLLFLGRIFTNIGDSLYYVAAMWLVYKLSGNPFYS
                     GLAGFLTLLPSALQFLTGPFVDRWPIKNTLVITQVLQCILILIIPITHYFDLLTVQLL
                     LIIMPIVAFIEQFAYPAQSKALPLLLHKTQLLKGNSLFSFAYQGIDLICTTLSGILVA
                     LFGAITLYVIDSFTFAITALLFFSLKMPKQTETGTTLSTKQYFSDLKEGFSIVFRSLM
                     GVFLIGSVVANFSIGMTMAILPSFADSLGGVKSYGFFLAAISAGSLIGALFSSWVGKR
                     NVGRASIISFATGAIFWFLSTVVPFQWLSIFLFGLAWVPIGATNILFATISQILIPNR
                     YIGRINSVMRSMGTIAMPFGSLIGGYAANIFSSQLIFALASIGILFISLVWLLHPKLR
                     ALPKADEITADTFGVQFKEEHGKGAAL"
     gene            complement(2999756..3001132)
                     /locus_tag="BA_3260"
                     /old_locus_tag="BA3260"
                     /db_xref="Pathema:BA_3260"
     CDS             complement(2999756..3001132)
                     /locus_tag="BA_3260"
                     /old_locus_tag="BA3260"
                     /EC_number="2.7.13.3"
                     /note="identified by similarity to GP:16412070; match to
                     protein family HMM PF00512; match to protein family HMM
                     PF00672; match to protein family HMM PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase"
                     /protein_id="AAP27045.1"
                     /db_xref="Pathema:BA_3260"
                     /translation="MKSLYSRFVFMTVGIMLLSSIIGFLLTNVYYQVKLKPYNSEKIL
                     KYAEEVKSLYEKQSEENQEAYLQSIAKLGYEIYIVDDQKNGKRIGNAFRKTTISDDTI
                     RKVLNGETFNGVSTYPTRLFITGFFDNELINSVGVPLKHGDKQYALFIRPDIQNQFGE
                     MRIFLAVLLGFIVLLSIIFIAIAAGYIVRPIRKFTNATQKIASGEYEIELDVKRKDEI
                     GTLSTSFQKMTKSIKELDEMRQEFVSNVSHEFQSPLSSIQGFSKTLQTEKMSVEERNH
                     YLQIIEGESKRMSSLCKQLLTLASLDKEEKVLQIKEFNLQKQIKDVIFMLEWKWREKN
                     IAIEFDVPDITIKGDENLLHQVWSNIFTNSIKFSNEGGTIEFFVEELESSVIISISDN
                     GIGMEKEEMDRIFDRFYKVDTARARNVEGSGLGLSIVQKIVELHNGNVSVYSTKGEGT
                     TVRVELPK"
     gene            complement(3001134..3001811)
                     /locus_tag="BA_3261"
                     /old_locus_tag="BA3261"
                     /db_xref="Pathema:BA_3261"
     CDS             complement(3001134..3001811)
                     /locus_tag="BA_3261"
                     /old_locus_tag="BA3261"
                     /note="identified by similarity to GP:16415264; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF00486"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator"
                     /protein_id="AAP27046.1"
                     /db_xref="Pathema:BA_3261"
                     /translation="MKMIHILLADDDKHIRELLHYHLQKEGFKVFEAEDGKVAQEVLE
                     KENIHLAIVDIMMPFVDGYTLCEEIRKYHDIPVILLTAKDQLVDKEKGFISGTDDYIV
                     KPFEPAEVIFRMKALLRRYQMLSADIITLHGTTIDRKGVEVKCNGQTILLPLKEFELL
                     SQLASYPGRTFSREELIELVWGMDFEGDERTVDVHVKRLRDRFSKRTDDFQITTVRGL
                     GYKLELK"
     gene            complement(3001892..3002557)
                     /locus_tag="BA_3262"
                     /old_locus_tag="BA3262"
                     /db_xref="Pathema:BA_3262"
     CDS             complement(3001892..3002557)
                     /locus_tag="BA_3262"
                     /old_locus_tag="BA3262"
                     /note="identified by similarity to OMNI:NTL01BH3081; match
                     to protein family HMM PF02588"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP27047.1"
                     /db_xref="Pathema:BA_3262"
                     /translation="MKYVFYVLGILILTLGISFTIQSDLGTSPFDALLVGLSLNVGLT
                     VGSWEIIIALLLICCNSILKRHRPEILGVLTAFITGIGIDVWLFLLRNLITPEIWYSK
                     MIYFGIGLVITGLGTAIYLQTNFAPIPIDRLTLIIQELTRTNIFISRTFIYLMFLIMA
                     TILHGSIGIGTILTVCLGGLLLNFFMPLTKKVLDHLFVQQSTSPSYKKNKAADHNDNK
                     SIF"
     gene            3002672..3003124
                     /locus_tag="BA_3263"
                     /old_locus_tag="BA3263"
                     /db_xref="Pathema:BA_3263"
     CDS             3002672..3003124
                     /locus_tag="BA_3263"
                     /old_locus_tag="BA3263"
                     /note="identified by similarity to OMNI:NTL01BH3080; match
                     to protein family HMM PF01047"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, MarR family"
                     /protein_id="AAP27048.1"
                     /db_xref="Pathema:BA_3263"
                     /translation="MKEILREIGMIARALDSISNIEFKEYELTKGQYLYLVRICENPG
                     IIQEKLSEMIKVDRTTAARAIKKLEINGFIEKKEDESNKKIKKLFPTEKGKNVYPFIK
                     RENDYSNTVALEGFSETEAETISNLLQRVRKNIEKDWEFVKKGNKRDY"
     gene            3003150..3003667
                     /locus_tag="BA_3264"
                     /old_locus_tag="BA3264"
                     /note="protease synthase and sporulation negative
                     regulatory protein PAI 1, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3264"
     gene            3003690..3004313
                     /gene="paiB1"
                     /locus_tag="BA_3265"
                     /old_locus_tag="BA3265"
                     /db_xref="Pathema:BA_3265"
     CDS             3003690..3004313
                     /gene="paiB1"
                     /locus_tag="BA_3265"
                     /old_locus_tag="BA3265"
                     /note="identified by match to protein family HMM PF04299"
                     /codon_start=1
                     /transl_table=11
                     /product="protease synthase and sporulation negative
                     regulatory protein PAI 2"
                     /protein_id="AAP27049.1"
                     /db_xref="Pathema:BA_3265"
                     /translation="MYIPKYFKVTNVDEIWGFVQKNSFGTIVTTKKEKPIATHLPFGL
                     TKQGDDYFITGHMAYGNPQWRTFETCENVLVMLQGPHSYISSSWYENEEVPTWNYQAV
                     HIYGKASILDKEELIDELTTMLKKYEEHRENSVLWDKLSPTLLENELKGIVGFKIKVG
                     DIQAAYKLSQNRNETDYINIIEKLYDEENPDAKQMAELMGSRLNNHI"
     gene            complement(3004510..3005349)
                     /locus_tag="BA_3266"
                     /old_locus_tag="BA3266"
                     /db_xref="Pathema:BA_3266"
     CDS             complement(3004510..3005349)
                     /locus_tag="BA_3266"
                     /old_locus_tag="BA3266"
                     /note="identified by similarity to EGAD:108622; match to
                     protein family HMM PF02588"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP27050.1"
                     /db_xref="Pathema:BA_3266"
                     /translation="MKKRTTDIIFIIIGAFLFALGVNLFVIPNEFGEGGVTGITIITY
                     YLFEWSPGLVNLILNAILLIVGYKFLNKITTIYTIIAVVTNSLFLHLTEGWTIASDEM
                     LVNAIFGGIFIGCGIGLIIRVGGTTAGTTILARMTHKYLGWSISYGLLFFDLIVAFSS
                     YFIIGAEKLMLTIIMLYVGTKVMEFVIEGLNPKKAITIISDKPDEIAGKVTSLMGRGV
                     TVYSGHGYYTKTPKDILYVVINKQEVVKLKRIVQTTDPAAFIAIHDVRDVFGEGFVDI
                     SKA"
     gene            complement(3005798..3007150)
                     /locus_tag="BA_3267"
                     /old_locus_tag="BA3267"
                     /db_xref="Pathema:BA_3267"
     CDS             complement(3005798..3007150)
                     /locus_tag="BA_3267"
                     /old_locus_tag="BA3267"
                     /note="identified by match to protein family HMM PF00083;
                     match to protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="MFS transporter"
                     /protein_id="AAP27051.1"
                     /db_xref="Pathema:BA_3267"
                     /translation="MKNKFRYYVFTMLTFITIVNYIDRGAIAYAQSFIIKEYGFDPKE
                     WGAILGYFGYGYMIGSLLGGIFSDKKGPKFVWIVAATAWSIFEIATAFAGEIGIAVFG
                     GSALIGFAIFRVLFGLTEGPSFAVSNKTAANWAAPKERAFLTSLGFVGVPLGAVLTAP
                     VAVLLLSFTSWKIMFFILGTIGIVWAIIWYFTFTNMPEDHPRVTKEELAEIRSTEGVL
                     QSAKVEKEIPKEPWYSFFKVPTFVMVTIAYFCFQYINFLILTWTPKYLQDVFHFQLSS
                     LWYLGMIPWLGACITLPLGAKLSDRILRKTGNLRLARTGLPIIALLLTAICFSFIPAM
                     NNYVAVLALMSLGNAFAFLPSSLFWAIIVDTAPAYSGTYSGIMHFIANIATILAPTLT
                     GYLVVSYGYPSMFIVAAILAAIAMGAMLFVKPGQQTKTESLFNWRGKKRLEEPRANFE
                     "
     gene            complement(3007191..3007883)
                     /locus_tag="BA_3268"
                     /old_locus_tag="BA3268"
                     /db_xref="Pathema:BA_3268"
     CDS             complement(3007191..3007883)
                     /locus_tag="BA_3268"
                     /old_locus_tag="BA3268"
                     /note="identified by similarity to OMNI:NTL01BH1837; match
                     to protein family HMM PF02589"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27052.1"
                     /db_xref="Pathema:BA_3268"
                     /translation="MNTDVQESFLNNIARKLNRERRSGVTPPRWKNNPLSHFSNEIDH
                     KSLVEQFIANLHTLHTEVSHIHRSEIGSALQYVVHKFNIQSAVYWDDDRLHQLEIGKH
                     LIGNFVSHRMWQSKEGERELRDYAAQVDMGITYAEMGLAETGTVVLWNGGGRGRLVSV
                     LPAVYVAILSEHTIYRRLTEGVTRIHEQVSNGLPACINFITGPSRTGDIEMELAFGVH
                     GPGKVHVILLKD"
     gene            complement(3007885..3009297)
                     /locus_tag="BA_3269"
                     /old_locus_tag="BA3269"
                     /db_xref="Pathema:BA_3269"
     CDS             complement(3007885..3009297)
                     /locus_tag="BA_3269"
                     /old_locus_tag="BA3269"
                     /note="identified by match to protein family HMM PF02589;
                     match to protein family HMM TIGR00273"
                     /codon_start=1
                     /transl_table=11
                     /product="iron-sulfur cluster-binding protein"
                     /protein_id="AAP27053.1"
                     /db_xref="Pathema:BA_3269"
                     /translation="MSVAGELDFLKRVDKALHDPQMRSAVPFTQDRLRMGREQATHEL
                     GNMEEWREAASEIRMHTIENLDSYLEQLATNVRKNGGHVHFAFKAEDAVSYVSEIVRK
                     KGARSVIKSKSMVSEEIHLNKNLEEMGVKVVEYDLGEYIIQLAGETPSHLIAPAIHKT
                     KEQVAELFSKEAGRKIPVDTNQLLQFAREKLRKEFLEADIGISGCNFAVAESGSVVLI
                     SNEGNARLTTTLPKVHIAIMGMERLVPTWKDLDVVISMLTRSATGQKITSYVTGINGA
                     RLHEDMDGPEEFHLIILDNGRSDILGTAYEEVLKCIRCGACVNVCPVYRNIGGHAYGS
                     VYSGPIGAVLAPLLEGYEELKELPFASSLCGACTDVCPVKIPLHDLLIEHRKDVVEQG
                     FITKFEQLAFKGFTFMVSHPFVYEKAIKMAHTGLSIFAKDGYIANGPGPLKGWTESRD
                     FPKPAKQSFRDWWKKETRDS"
     gene            complement(3009294..3010022)
                     /locus_tag="BA_3270"
                     /old_locus_tag="BA3270"
                     /db_xref="Pathema:BA_3270"
     CDS             complement(3009294..3010022)
                     /locus_tag="BA_3270"
                     /old_locus_tag="BA3270"
                     /note="identified by similarity to EGAD:109906; match to
                     protein family HMM PF02754"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27054.1"
                     /db_xref="Pathema:BA_3270"
                     /translation="MKVSLFITCLSDVFFPQVGKSVVEIMNQCGVELDFPEGQTCCGQ
                     PAYNSGYQEDAKLAAKQMIKAFEHSEYIVTPSGSCASMVHHYYKEMFKGDSEWYEKAV
                     HLADRTYELTDFVVNILGKNDWKSKLVEKAVFHQSCHMSRALGIKEEPLKLLSQVEGL
                     DIKELPYCQDCCGFGGTFAVKMSSISETMVDEKIKHIEATEANLLIGADMGCLMNIGG
                     RLRRENKNIQVLHVAEVLAKGLNK"
     gene            3010205..3011077
                     /locus_tag="BA_3271"
                     /old_locus_tag="BA3271"
                     /db_xref="Pathema:BA_3271"
     CDS             3010205..3011077
                     /locus_tag="BA_3271"
                     /old_locus_tag="BA3271"
                     /note="identified by similarity to SP:P20668; match to
                     protein family HMM PF00126; match to protein family HMM
                     PF03466"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, LysR family"
                     /protein_id="AAP27055.1"
                     /db_xref="Pathema:BA_3271"
                     /translation="MDIRKLRYFIVIAEEKQLTRAAQRLHMAQPPLSRQLSLLEQELS
                     VNLFERNGRNMLLTEEGKILYMKAKNIILQLEETITEIKDTSEGLRGKLSIGAFHSCI
                     PFLSEKIRYFQDNYPNVNLKIWEGGPSYLIEQLENRHIELAILRTPFNKDVFSSICLS
                     KEPFVLVMPAKWELYRSHLPIPLTELSHIPLLLLHKDKENSYHQLVIDECKHLGITLN
                     IACECPDSAFILMLIMTGIGASILPKSAISHIPQEFIKIVDLIDFPYESESSIIWLKD
                     RKLSKRAQRFIECT"
     gene            complement(3011290..3011931)
                     /locus_tag="BA_3272"
                     /old_locus_tag="BA3272"
                     /db_xref="Pathema:BA_3272"
     CDS             complement(3011290..3011931)
                     /locus_tag="BA_3272"
                     /old_locus_tag="BA3272"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27056.1"
                     /db_xref="Pathema:BA_3272"
                     /translation="MGMKKLILAGALGIAALSGTNVPGLELTKASAASIESNFSTLEG
                     RVVEVDNGVIVVKSKQYEEPVSVYIDSLSNVKVGDEVKATGSMMRNFTEYMVATAVEN
                     TTNKLGMHMKEDGSPDYVIGEVAKVGTMEDQGDGATKYVVVEYPSLNGKKVIIDVFLT
                     KGQVFHTGEKVKIDMKYVGWGGSSINWNTTDHIEKVYEVKSNVENNDDVWIWS"
     gene            3012220..3013251
                     /locus_tag="BA_3275"
                     /old_locus_tag="BA3275"
                     /db_xref="Pathema:BA_3275"
     CDS             3012220..3013251
                     /locus_tag="BA_3275"
                     /old_locus_tag="BA3275"
                     /note="identified by similarity to GP:10798673; match to
                     protein family HMM PF02016"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27057.1"
                     /db_xref="Pathema:BA_3275"
                     /translation="MLIKPNRLQPGDIVATVSPSWGGAGDPEIRWRYEQGVKRLEEVF
                     GLMVIPMPNSLKGSEFIYNNPQARAEDLMTAFKDARVKAIIANIGGEDSIRLLPHIDF
                     NVIRESPKIFMGYSDVTVSHLFCHKAGLSSFYGPANLTDFAENIEMDPYTVEMVNRTL
                     FSNEMIGEIQPAHKWTSERLEWIEINKDTRRKMQQNNGYELLQGSTTVQGRLIGGCIE
                     VLEFAKGTELWPEKKHWEDSIIFFETSEDHPEPSYIKYWLRNYAAQGILKKAKGIIFG
                     KPKDEQYYEEYKHEILQVMKEHHLENLPILYNLNFGHTEPKFILPYGAMAEIDCENGS
                     FSILESGVE"
     gene            complement(3013396..3013629)
                     /locus_tag="BA_3276"
                     /old_locus_tag="BA3276"
                     /note="IS231-related, transposase, degenerate; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3276"
     gene            complement(3013889..3014344)
                     /locus_tag="BA_3277"
                     /old_locus_tag="BA3277"
                     /note="conserved domain protein, degenerate; an automated
                     process has identified a potential problem with this gene
                     model; it may contain one or more premature stops and/or
                     frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3277"
     gene            complement(3014897..3015109)
                     /locus_tag="BA_3278"
                     /old_locus_tag="BA3278"
                     /db_xref="Pathema:BA_3278"
     CDS             complement(3014897..3015109)
                     /locus_tag="BA_3278"
                     /old_locus_tag="BA3278"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27058.1"
                     /db_xref="Pathema:BA_3278"
                     /translation="MEIKISKKDKIDISKKLKSFLAEQYSLELGEYISYELLEFIIKE
                     LNPHFNQVTRDRLEMLLKSIEKDIYS"
     gene            complement(3015413..3016615)
                     /locus_tag="BA_3279"
                     /old_locus_tag="BA3279"
                     /db_xref="Pathema:BA_3279"
     CDS             complement(3015413..3016615)
                     /locus_tag="BA_3279"
                     /old_locus_tag="BA3279"
                     /note="identified by match to protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP27059.1"
                     /db_xref="Pathema:BA_3279"
                     /translation="MRLMFYYGCLFYFIVGIIHVCIGSLIPSLIQYYGRTPDQLGVLI
                     FFQFTGFLFGVLSSPILVRKYHYFKTITLGVLVMSIVLGGFIYIKEWAYLSVICFVLG
                     YGAGLLETTVGSFIISAERNSAAKFSILEVWFGVGALGFPLLVNYIIKFYEWYFILYG
                     ILLFFIFTLFVWYVFGRTKFLNFSPQNNEKGGASLSSFTLKFKSEKITVILFISLFAF
                     LYAGIETNLANFLSTIMILTNNELISSVSISCFWLAIVIGRILVGKLAHKFNYWTYIT
                     SSCFTLVILLSLFPFVRGTGMYLFIIFIIGLVIAGVFPITLILASRIMENNIDQVTSL
                     FIASASLGGALVSFLISWSLSLNTITVTFGIFSLFALSLGCIILKMRKISTYSNESAK
                     KVESMKNL"
     gene            complement(3016690..3017739)
                     /locus_tag="BA_3280"
                     /old_locus_tag="BA3280"
                     /db_xref="Pathema:BA_3280"
     CDS             complement(3016690..3017739)
                     /locus_tag="BA_3280"
                     /old_locus_tag="BA3280"
                     /note="identified by match to protein family HMM PF01408;
                     match to protein family HMM PF02894"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, Gfo/Idh/MocA family"
                     /protein_id="AAP27060.1"
                     /db_xref="Pathema:BA_3280"
                     /translation="MNIGIIGAGSIARAHSRALSTIDNCKLVGVYDVNSENADKLVGD
                     FGGKVFDSYEELLEVVDGVIISSPNFCHKSQAVQALLTNKHVLCEKPMAISCEEAKYM
                     MTIAKNTNLVASMGFNYRYLSYVKALKQLIQNEGLGEIVVIRLHFKKNSAFRRTSFTW
                     RDDFQSNRTSGALGDLGIHLIDLLWFLFESDFREDTVRTKIKTNVKEKESKPVFVDDY
                     AEVYGQLENKVFVNITTSKSSFPEDCGFSIEVIGTKKEYKYSSKEPNKYILFDGLEKH
                     EIALPLPLLVDPENEIFEWSDSFRSEILEWAKAAEDGPKKSVATFEDGFRSQVILDMF
                     FDKSSSNKERSVATI"
     gene            complement(3017757..3018617)
                     /locus_tag="BA_3281"
                     /old_locus_tag="BA3281"
                     /db_xref="Pathema:BA_3281"
     CDS             complement(3017757..3018617)
                     /locus_tag="BA_3281"
                     /old_locus_tag="BA3281"
                     /note="identified by similarity to EGAD:108891; match to
                     protein family HMM PF05116; match to protein family HMM
                     PF08282; match to protein family HMM TIGR01484"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27061.1"
                     /db_xref="Pathema:BA_3281"
                     /translation="MSISNEVLKSLNFERLPQVKNPKYVVFCDFDETYYPHSMDDSKR
                     SNMKLLEKYLYEQGSKGDLVIGWVTGSSLESIVEKMKKGGIQYFPHFVASGLGTEITY
                     FDSNGTTIDDQIWKERIIEGGFDSSKIERIIHLLEMKYEIFLRPQTQLGSSKYKFNFY
                     YEEQNEFIDAKNLEKIEEIGEIFQVGVNINKCNPLAGDPENCYDVDFIPLGTGKDEIV
                     KFILDKYELDKSNAIAFGDSGNDLRMLQAVRHGYLVENATEEAKKIHSMLAQGEYSIG
                     ILNTLKHIIN"
     gene            complement(3018604..3019928)
                     /locus_tag="BA_3282"
                     /old_locus_tag="BA3282"
                     /note="degT/dnrJ/eryC1/strS family protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3282"
     gene            3020027..3021016
                     /locus_tag="BA_3283"
                     /old_locus_tag="BA3283"
                     /db_xref="Pathema:BA_3283"
     CDS             3020027..3021016
                     /locus_tag="BA_3283"
                     /old_locus_tag="BA3283"
                     /note="identified by similarity to GP:2226185; match to
                     protein family HMM PF00356; match to protein family HMM
                     PF00532"
                     /codon_start=1
                     /transl_table=11
                     /product="sugar-binding transcriptional regulator, LacI
                     family"
                     /protein_id="AAP27062.1"
                     /db_xref="Pathema:BA_3283"
                     /translation="MVTINEIAKLCNVSNATVSRVLNNHPYVNSEKREKIIKVMQEFN
                     YTPSAIARNLRINKTQTIALSIPNIDHPFFGKLAREISKELLKHNYKLLIYQTFYEKK
                     IELELLSLLKNKAVDGVILASLENSWENIEHYLAYGPIILCNEYEENAPIPIICYDEF
                     EAGYKAVKHLISKGYKKIGFCFDSLNSQAQLKRQQGYLHALKEKQLPFNKKWLFGDAI
                     TINDGFKIFEKLDKLKDKPTALFTGNDQVAAGVIKGATIRGYSIPSDLAVCGYDNQLI
                     CTVTTPTISTIDIPIVELSKRTVKEILLYINTDESIKRKIIEYPTNLIIREST"
     gene            3021253..3022368
                     /locus_tag="BA_3284"
                     /old_locus_tag="BA3284"
                     /db_xref="Pathema:BA_3284"
     CDS             3021253..3022368
                     /locus_tag="BA_3284"
                     /old_locus_tag="BA3284"
                     /note="identified by similarity to GP:1565245"
                     /codon_start=1
                     /transl_table=11
                     /product="tetratricopeptide repeat protein"
                     /protein_id="AAP27063.1"
                     /db_xref="Pathema:BA_3284"
                     /translation="MSVSVKGNEQLTSLLNDWYRSMLSQQVVKATNLKKKIDEKITKL
                     SIESNQERQDQNLLLYYSLLEFRYTVLTDSLGIQQNSFDAISDYDMPTDHFLRFYYHF
                     FKSIHSTFISSFTEAEEHYKLAEKILVNIPDEIEHAEFYYRIATFYHHTYNMLASIEY
                     ANKSKAIFSKYEGYEVKTAFCNSLLGGCCIYLKQYEQAEEYLHCAIELLQKNKEEDSL
                     LYVKSTMGWLYSDQSMSTLAIRHLSEVTEKIPTHFKAIFLQAKEHYKLGEQLAASKLI
                     DKGLQICRGIHNEEYTHHFSILKRLNENIPLEELENIIQEGILYFEQEELWEYVVEYA
                     ELFATKCRQFENHQKVSDYFHICYQARRKSIEKGVLK"
     gene            3022368..3022529
                     /locus_tag="BA_3285"
                     /old_locus_tag="BA3285"
                     /db_xref="Pathema:BA_3285"
     CDS             3022368..3022529
                     /locus_tag="BA_3285"
                     /old_locus_tag="BA3285"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27064.1"
                     /db_xref="Pathema:BA_3285"
                     /translation="MKKISLLLSGIAFIGILTVGISPLSKADQFATHGHYPVPTYSVG
                     DHGGVPQQT"
     gene            complement(3024171..3024719)
                     /locus_tag="BA_3286"
                     /old_locus_tag="BA3286"
                     /db_xref="Pathema:BA_3286"
     CDS             complement(3024171..3024719)
                     /locus_tag="BA_3286"
                     /old_locus_tag="BA3286"
                     /note="identified by similarity to GP:15072471"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27065.1"
                     /db_xref="Pathema:BA_3286"
                     /translation="MKRFITHANGNKIFKKLVLMVLPMVLMIMMITPSNGALAADQSN
                     TGSLKGVSLFNGSWTVAIQAANLQYVSAEPSGNVVANPSAVNKWEKFELIPTGELYTF
                     ALKTKSNGKYVSFEPNGRVVADRTSIGAWEKFILYNGGDNRIYVLQALSNGRFISANG
                     GRELTANSYVAGSWERFIIVYF"
     gene            complement(3025045..3025272)
                     /locus_tag="BA_3287"
                     /old_locus_tag="BA3287"
                     /db_xref="Pathema:BA_3287"
     CDS             complement(3025045..3025272)
                     /locus_tag="BA_3287"
                     /old_locus_tag="BA3287"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27066.1"
                     /db_xref="Pathema:BA_3287"
                     /translation="MEQVIQEFFSPSKNYKVQIIRRKDGLYITEAYRWMEDCGYEFWS
                     YISQGLTLIDSEEHARKIAMEQLKECSKDEF"
     gene            3025605..3026870
                     /locus_tag="BA_3288"
                     /old_locus_tag="BA3288"
                     /db_xref="Pathema:BA_3288"
     CDS             3025605..3026870
                     /locus_tag="BA_3288"
                     /old_locus_tag="BA3288"
                     /note="identified by match to protein family HMM PF00817"
                     /codon_start=1
                     /transl_table=11
                     /product="impB/mucB/samB family protein"
                     /protein_id="AAP27067.1"
                     /db_xref="Pathema:BA_3288"
                     /translation="MYDYSILPNRIILCVDLRSFYASVSCIKMGLDPLHTKLAVVGDM
                     NRNGSIVLAATPPLKAMGVKKLARLYEIPRQKDILIVNPIMGTYIKCSNYITKLALQY
                     VPIEDFHQYSIDEFFMDITDSIHLFARNPNEFALQFKREIYEHTRIECTIGIAPNLLM
                     SKVALDIEAKKNKDGVAYWTYEDIPTKLWSIRPLSKFWGISHKTETKLNQKGIHSIGD
                     LANYPLKYLKQSFGVIGEELHLHSNGIDFSRISEKYVPVTTSIGKSQILMRDYTIEEF
                     PIILLEHTEEVCYRLRQQNKLAQTVQFSIGYSKSYSGGFSKTHTLSRPTNLTMDIYQV
                     CLYFLNQQYTGEPIRSITISLTKLIGEGEEQISLFDNIIQREKEIKLTKVMDEIRTKF
                     GKNSILRGISYTNNATARYRNTLLGGHKA"
     gene            3026867..3027208
                     /locus_tag="BA_3289"
                     /old_locus_tag="BA3289"
                     /db_xref="Pathema:BA_3289"
     CDS             3026867..3027208
                     /locus_tag="BA_3289"
                     /old_locus_tag="BA3289"
                     /note="identified by similarity to OMNI:SA1986; match to
                     protein family HMM PF08863"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27068.1"
                     /db_xref="Pathema:BA_3289"
                     /translation="MNNANMPKGRGMIKWTPFAAMPEQFVGIREMIKEKTKVARPILT
                     SEEKELIENMLLCSLLSEEEILITYYEDGYLLTNYMTVIDIYPLHSSIICTDAFYNKM
                     TIQFSNIIDVK"
     gene            3027252..3027626
                     /locus_tag="BA_3290"
                     /old_locus_tag="BA3290"
                     /db_xref="Pathema:BA_3290"
     CDS             3027252..3027626
                     /locus_tag="BA_3290"
                     /old_locus_tag="BA3290"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27069.1"
                     /db_xref="Pathema:BA_3290"
                     /translation="MQGNQIRKNIARTIIHNDINNYPYLNIPMIINEKDGITYEVLSA
                     GFHNNDAVAMVTTDGFATTRVNTPIVTVKNNDGSIQAFRLPLELEYWVLSCMCAASTG
                     RNPFPCKVAFGIIDTKFHVEFK"
     gene            complement(3027722..3029674)
                     /locus_tag="BA_3291"
                     /old_locus_tag="BA3291"
                     /db_xref="Pathema:BA_3291"
     CDS             complement(3027722..3029674)
                     /locus_tag="BA_3291"
                     /old_locus_tag="BA3291"
                     /note="identified by similarity to EGAD:17240; match to
                     protein family HMM PF00015; match to protein family HMM
                     PF00672; match to protein family HMM PF02203; match to
                     protein family HMM PF02743"
                     /codon_start=1
                     /transl_table=11
                     /product="methyl-accepting chemotaxis protein"
                     /protein_id="AAP27070.1"
                     /db_xref="Pathema:BA_3291"
                     /translation="MKLKTKLSMAFIAILIIPSLIVGVSSYDKAKTDLNETILQTAKD
                     NVSILNKIVDDELENKHVDVTHFAKILTQGDYNADQLQNVQGKFDQYIQLHPEIETIY
                     TTSSNNQFIHAPVGKIPEGFNPLESSWYKDAVKANGEIIVSSPYKSKATGNMVIAIAK
                     QNADKSGVIGVDLNINDIVKTSKMIKIGKQGFVSIVSQDKTIVVHPTLKPGEKLEKSL
                     ADELYKKEDGVITYSLNGEDRNISFKTNKKTGWKIAGVMPIKEIEEATNPIFYKTLTI
                     IGASLLLGGIVIFFILKSIINPLRQLVISAQRISRGDLTEKINIRSKDELGQLGGSFN
                     TMAESLRNIISQINTSAGHVAASSEELTASVEQASVATEQITKEMEEISNSAEVQNNE
                     VASGAKLIGEVTRNIQCVADNASEVSASSLYTKQKANEGEQLVEQTVTQMQSIHHSVS
                     QSDNVIKLLDKKSQQIGSILEVIQNIAAQTNLLALNAAIEAARAGEQGRGFAIVADEV
                     RKLAEQSSESSMEIGSLINEIQADVHETVKAMNEVGVEVQSGIQVANDTKQSFYEISK
                     SANDIVSKVHGMVELSNKMTSDVMEVDTSINQISMAVKENSSSMQTIAGSSEEQHASM
                     EEINSSAIQLAQTAEELQELIGGFKI"
     gene            complement(3030417..3030542)
                     /locus_tag="BA_3293"
                     /old_locus_tag="BA3293"
                     /db_xref="Pathema:BA_3293"
     CDS             complement(3030417..3030542)
                     /locus_tag="BA_3293"
                     /old_locus_tag="BA3293"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27071.1"
                     /db_xref="Pathema:BA_3293"
                     /translation="MYFFMAKFSREEKVMVVRRYLDGNDGIKRLVKSVKVHPSVI"
     gene            3030745..3031665
                     /locus_tag="BA_3294"
                     /old_locus_tag="BA3294"
                     /db_xref="Pathema:BA_3294"
     CDS             3030745..3031665
                     /locus_tag="BA_3294"
                     /old_locus_tag="BA3294"
                     /note="identified by match to protein family HMM PF02517"
                     /codon_start=1
                     /transl_table=11
                     /product="CAAX amino terminal protease family protein"
                     /protein_id="AAP27072.1"
                     /db_xref="Pathema:BA_3294"
                     /translation="MLKYLTKLKNSSAGLRGYLESYPLTSFFVMAYLFSWVVLIPFIL
                     SQWGIFPKTKAFHIFFFANAFAGPMLAACIMFRTLEGKKSWKKVRKSILTTKVGLKWY
                     LFTLIVIPAAMFLGMVIVNGKIPTFRDLNFEFFITYLFSFVAIFFLGGPLPEETGWRG
                     FALPRLQSKFGPLKATLLLSVLWAFWHLPHFLTAAQRGGPGSDLSLLYIHLPIFILLC
                     LPISIILTWAYNCNHGNLFIVMLIHASVNAFSLAQTHSTNPVLKNTDIFVVIGLGFVA
                     LLILIFTRGNLGYKQTFNEVEFSNNENISQ"
     gene            3032052..3032498
                     /locus_tag="BA_3295"
                     /old_locus_tag="BA3295"
                     /db_xref="Pathema:BA_3295"
     CDS             3032052..3032498
                     /locus_tag="BA_3295"
                     /old_locus_tag="BA3295"
                     /note="identified by similarity to SP:P39909; match to
                     protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP27073.1"
                     /db_xref="Pathema:BA_3295"
                     /translation="MNKIYLKAIDKNNWEEAIKLSVKEEQQTFIASNLYSIAEVQFLD
                     NFYAKGIYLEEKMVGFTMFGIDPEDNNYWIYRLMIDENFQGKGIGKQAIYLVIDEIRR
                     NNNANFSRIMIGYAPENLTAKFAYKKAGFIETELSSWGEQLAKYSL"
     gene            complement(3032811..3034220)
                     /locus_tag="BA_3296"
                     /old_locus_tag="BA3296"
                     /db_xref="Pathema:BA_3296"
     CDS             complement(3032811..3034220)
                     /locus_tag="BA_3296"
                     /old_locus_tag="BA3296"
                     /note="identified by similarity to OMNI:NTL01BS01836;
                     match to protein family HMM PF01554; match to protein
                     family HMM TIGR00797"
                     /codon_start=1
                     /transl_table=11
                     /product="MATE efflux family protein"
                     /protein_id="AAP27074.1"
                     /db_xref="Pathema:BA_3296"
                     /translation="MKSSIDSIQESKRLKNQQKEEKATWKAMSMFLVPLLLSNILQSV
                     GQLFGMVVVGRWLGVNELAAISAFFPLFFLLVSFVIGIGSGSSILIGQAFGAHNEERL
                     KAIVGTTLTFTFIIGVILAIVGNVFALNIMRLMGTPENIIDMSVHYARILFISMPVLF
                     LYFSYTTFIRGTGDSKTPFYFLIVSTVLNIMLLPILIFGWVGIPKIGVYGAAYASVIS
                     TIITFIVMIIYLKKKNHPLQLDETVRKYLRMDWGLLKLLLRLGIPASINMILVSLSEI
                     AVIAFVNRFGSDATAAYVVVNQVASYVQMPAVSLGITVSIFAAQSIGAKQFNRLQEVI
                     RAGIVMNYIIGGILIAFIYLFSREILSLFLTSSNTIEIAHSLVMITLWSYLIFGHAQI
                     IGATMRASGTVLWPTIIGVVSIWLVEVPVAYYLSYHTNLGIKGIWIGYPAAFIVSLLL
                     QYGYYKLSWKKKRISRLVS"
     gene            complement(3034917..3035134)
                     /locus_tag="BA_3297"
                     /old_locus_tag="BA3297"
                     /note="small, acid-soluble spore protein A, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3297"
     gene            complement(3035407..3035529)
                     /locus_tag="BA_3298"
                     /old_locus_tag="BA3298"
                     /db_xref="Pathema:BA_3298"
     CDS             complement(3035407..3035529)
                     /locus_tag="BA_3298"
                     /old_locus_tag="BA3298"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27075.1"
                     /db_xref="Pathema:BA_3298"
                     /translation="MERNTSYFGQHEAAHSNHANKGVLELSVKVIKIKDYGLFV"
     gene            complement(3035800..3038682)
                     /locus_tag="BA_3299"
                     /old_locus_tag="BA3299"
                     /db_xref="Pathema:BA_3299"
     CDS             complement(3035800..3038682)
                     /locus_tag="BA_3299"
                     /old_locus_tag="BA3299"
                     /note="identified by similarity to SP:P43153; match to
                     protein family HMM PF00801; match to protein family HMM
                     PF01752; match to protein family HMM PF04151; match to
                     protein family HMM PF08453"
                     /codon_start=1
                     /transl_table=11
                     /product="putative microbial collagenase"
                     /protein_id="AAP27076.1"
                     /db_xref="Pathema:BA_3299"
                     /translation="MNKNLKFTQMMIGISTMALSFGSIQTHVSAEETASYNILQMKPI
                     GTETSKDEIVHATKADETLTFEERLKVGDFSQRPTLVMERDEIQLKQSYTLAELNKMP
                     NSELIDTLSKISWNQITDLFQFNQDTKAFYQNKERMNVIINELGQRGRTFTKENSKGI
                     ETFVEVLRSAFYVGYYNNELSYLKERSFHEKCLPALKAIAKNPNFTLGTAEQDRVVAA
                     YGKLIGNASSDTETVQYAVNVLKQYNDNLTTYVSDYAKGQAVYEIVKGIDYDIQSYLQ
                     DTNKQPNETMWYGKIDNFINEVNRIALVGNITNENSWLINNGIYYAGRLGKFHSNPYK
                     GLEVITQAMSLYPRLSGPYFVAVEQIKTNYGGKDYSGKAVDLQKIREEGKRQYLPKTY
                     TFDDGSIVFKTGDKVTEEKIKRLYWAAKEVKAQYHRVIGNDKALEPGNADDVLTIVIY
                     NNPDEYQLNRQLYGYETNNGGIYIEEKRTFFTYERTPKQSIYSLEELFRHEFTHYLQG
                     RYEVPGLFGSGEMYQNERLTWFQEGNAEFFAGSTRTNNVVPRKSMISGLSSDPASRYT
                     AKQTLFSKYGSWDFYKYSFALQSYLYNHQFDTFDKLQDLIRVNDVKNYDSYRESLSNN
                     TQLNAEYQAYMQQLIDNQDKYNVPQVTNDYLIQHAPKPLAEVKNEIVDVANIKDAKIT
                     KYESQFFNTFTVEGKYTGGTSKGESEDWKTMSKQVNRTLEQLSQKGWSGYKTVTAYFV
                     NYRVNAANQFEYDIVFHGVATEEKEKTNTIVNMNGPYSGIVNEEIQFHSDGTKSENGK
                     VTSYLWNFGDGTTSTEANPTHVYEEKGTYTVELTVKDRRGKESKEQTKVTVKQDPQTG
                     EFHEEEKVLLFNTLVKGNLVTPDQTDVYTFDVTDTKEVDISVVNEQNIGMTWVLYHES
                     DMQNYVACGEDEGNVIKGKFEAKPGKYYLNVYKFDDKNGEYSLLVK"
     gene            complement(3038878..3038988)
                     /locus_tag="BA_3300"
                     /old_locus_tag="BA3300"
                     /db_xref="Pathema:BA_3300"
     CDS             complement(3038878..3038988)
                     /locus_tag="BA_3300"
                     /old_locus_tag="BA3300"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27077.1"
                     /db_xref="Pathema:BA_3300"
                     /translation="MSISVSNELQLFAQEIQSFLSPNILRNLAREFGFLR"
     gene            complement(3039098..3039389)
                     /locus_tag="BA_3301"
                     /old_locus_tag="BA3301"
                     /note="cell filamentation protein, degenerate; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3301"
     gene            complement(3039601..3040770)
                     /locus_tag="BA_3302"
                     /old_locus_tag="BA3302"
                     /db_xref="Pathema:BA_3302"
     CDS             complement(3039601..3040770)
                     /locus_tag="BA_3302"
                     /old_locus_tag="BA3302"
                     /note="identified by match to protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative transporter"
                     /protein_id="AAP27078.1"
                     /db_xref="Pathema:BA_3302"
                     /translation="MSNFKNKVIDKDISSGLIILLATACGIIVANLYYAQPLIGVISN
                     EIGLSNSSAGLIVTLTQIGYVVGLLFLVPLGDIVENKKLILILLFLSAFALISMVFVK
                     SATLLLIASFFIGLGSVAAQVLVPLVSYLSSENARGRVVGNVMSGLLLGIMLARPISS
                     LVADMWGWNAIFALSATVIIVLAFVLSKVLPTRKPQVKTNYIALLNSMWQLLRTTPIL
                     RRRAIYHACVFGAFSLFWTTVPLLLSSPAFHFSQTAIALYALVGITGAIAAPIGGRLA
                     DLGWTRSATGIALTVVIISLLLPLIIQSSSPIGIAVLVIAAILLDMGVSANLVLSQRL
                     IFSLSPEIRSRLNGLFMAIFFLGGAVGSFIGGWNLTLWIGIAFPTIALLYFAREK"
     gene            3041141..3041716
                     /locus_tag="BA_3303"
                     /old_locus_tag="BA3303"
                     /db_xref="Pathema:BA_3303"
     CDS             3041141..3041716
                     /locus_tag="BA_3303"
                     /old_locus_tag="BA3303"
                     /note="identified by similarity to GP:1881339; match to
                     protein family HMM PF00440"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, TetR family"
                     /protein_id="AAP27079.1"
                     /db_xref="Pathema:BA_3303"
                     /translation="MQGKRGRPRNIETQKAILSASYELLLESGFKAVTVDKIADRAKV
                     SKATIYKWWPNKAAVVMDGFLSAAARLPVPDTGSALNDILTHATSLANFLISREGTII
                     NELVGEGQFDSKLAEEYRARYFQPRRLQAKQLLEKGMKRGELKENLDVELSIDLIYGP
                     IFYRLLVTGEKLDDSYVHDLVINAFEGIRLK"
     gene            complement(3041997..3042287)
                     /locus_tag="BA_3304"
                     /old_locus_tag="BA3304"
                     /note="choloylglycine hydrolase family protein,
                     truncation; comparison of this gene to its homologs
                     suggests this gene has been truncated; identified by
                     similarity to GP:9955132"
                     /pseudo
                     /db_xref="Pathema:BA_3304"
     gene            complement(3042395..3042694)
                     /locus_tag="BA_3305"
                     /old_locus_tag="BA3305"
                     /db_xref="Pathema:BA_3305"
     CDS             complement(3042395..3042694)
                     /locus_tag="BA_3305"
                     /old_locus_tag="BA3305"
                     /note="identified by similarity to SP:O31178; match to
                     protein family HMM PF01022"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, ArsR family"
                     /protein_id="AAP27080.1"
                     /db_xref="Pathema:BA_3305"
                     /translation="MTRFANQHVENTILEEDVELLKLMAHPMRLKLINELSKHKTLNV
                     TQMTEILNIPQSTVSQHLSKMRGKVLRGNRQGLEIYYSIENQKAEEIMGLLGPIQ"
     gene            complement(3043049..3044368)
                     /locus_tag="BA_3306"
                     /old_locus_tag="BA3306"
                     /db_xref="Pathema:BA_3306"
     CDS             complement(3043049..3044368)
                     /locus_tag="BA_3306"
                     /old_locus_tag="BA3306"
                     /note="identified by similarity to OMNI:NTL01EC03049;
                     match to protein family HMM PF01490; match to protein
                     family HMM PF03222"
                     /codon_start=1
                     /transl_table=11
                     /product="serine/threonine transporter family protein"
                     /protein_id="AAP27081.1"
                     /db_xref="Pathema:BA_3306"
                     /translation="MNGNTAKNIEFQVDNTTVKNEKYLDPKKWHKQDTTWALSLFGTA
                     IGAGVLFLPINAGSGGLLSLLLITILAYPVMYYSHRALAKMIYASNSADEGITGTIRE
                     YFGNKASIIFNIVYFVSIYTIVLMYSVALTNTASSFIVHQLHMPEPPRAILSLVLVIG
                     LITILNFGQDITVKIMSMLVYPFIASLLFIAISLIPQWNTSMLSFSSVSTASTGTGYF
                     GTIWMILPIIVFSFNHSPMISSFVMKQRATYGIDATDAKCAQIQKVCYIMTFAVVMFF
                     VWSSTLSLTPDDLKVAKEQNLSILSYLANELNSPVITIAAPIIAFVAITKSFLGHYIG
                     AYEVMRDMIIKSGKKRGKDIGEKTVKTMILTFVVLTCWYVAYTNPSILGIIDALSGPL
                     VAAILCLLPMYAIRKVPVLAKYRGKMSNVFVIIIGILTVLASIKSLF"
     gene            complement(3044662..3045552)
                     /gene="sdaAA1"
                     /locus_tag="BA_3307"
                     /old_locus_tag="BA3307"
                     /db_xref="Pathema:BA_3307"
     CDS             complement(3044662..3045552)
                     /gene="sdaAA1"
                     /locus_tag="BA_3307"
                     /old_locus_tag="BA3307"
                     /EC_number="4.3.1.17"
                     /note="identified by match to protein family HMM PF03313;
                     match to protein family HMM TIGR00718"
                     /codon_start=1
                     /transl_table=11
                     /product="L-serine dehydratase, iron-sulfur-dependent,
                     alpha subunit"
                     /protein_id="AAP27082.1"
                     /db_xref="Pathema:BA_3307"
                     /translation="MYMAIKEIVDAANKSQKTIYELAIEQEIEQTKTSYEEVWSKMEQ
                     NLATMQNAINKSIEGDGVFSPTGLTGGDAVKIKNYRENRKTLSGDLMVLGIQSAIGVN
                     EVNAALGAICATPTAGASGTIPGVLFSIKDTLQLSHEDMIHFLFTSALFGTIVANNAC
                     ISGAYGGCQAEIGSASAMAAAAAVEAAGGTPQQSSEAFSIALQNLLGLVCDPVAGLVE
                     IPCVKRNAIGTANALAAGDIALAGVNNIINADEVIEAMYRIGRQMPRELRETGLGGIA
                     ATPTGIAIKNKIFGEKQSNQ"
     gene            complement(3045575..3046273)
                     /gene="sdaAB1"
                     /locus_tag="BA_3308"
                     /old_locus_tag="BA3308"
                     /db_xref="Pathema:BA_3308"
     CDS             complement(3045575..3046273)
                     /gene="sdaAB1"
                     /locus_tag="BA_3308"
                     /old_locus_tag="BA3308"
                     /EC_number="4.3.1.17"
                     /note="identified by match to protein family HMM PF03315;
                     match to protein family HMM TIGR00719"
                     /codon_start=1
                     /transl_table=11
                     /product="L-serine dehydratase, iron-sulfur-dependent,
                     beta subunit"
                     /protein_id="AAP27083.1"
                     /db_xref="Pathema:BA_3308"
                     /translation="MNINVASMKEKKVVKYKSCFDVIGPIMIGPSSSHTAGALSIGTV
                     ANKLFQGLPKKVVVTYYESFAETHKGHGTDFAIIAGILGFAADDSKVPDAIKIAESKG
                     IDITFIEKSGDSPAGHPNTADVYVEDDSRSIRTMGISVGGGLIEVKHVEIDGFSLELQ
                     GPLPVVIAISERADFEFVLRRIFKQYDVEINNFHSLKDKTKYLYAFALDSLLPGNAQK
                     ELGNLSNIANLIIL"
     gene            complement(3046983..3047078)
                     /locus_tag="BA_3309"
                     /old_locus_tag="BA3309"
                     /db_xref="Pathema:BA_3309"
     CDS             complement(3046983..3047078)
                     /locus_tag="BA_3309"
                     /old_locus_tag="BA3309"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27084.1"
                     /db_xref="Pathema:BA_3309"
                     /translation="MIYSTIKTASEISIYEDNTSKYPISLGFWDK"
     gene            complement(3047278..3047421)
                     /locus_tag="BA_3310"
                     /old_locus_tag="BA3310"
                     /db_xref="Pathema:BA_3310"
     CDS             complement(3047278..3047421)
                     /locus_tag="BA_3310"
                     /old_locus_tag="BA3310"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27085.1"
                     /db_xref="Pathema:BA_3310"
                     /translation="MDLTFLSIMRDLDKIISQIQEVSALTEEISAGTEEVSASLSLVY
                     HSK"
     gene            complement(3047503..3048777)
                     /locus_tag="BA_3312"
                     /old_locus_tag="BA3312"
                     /db_xref="Pathema:BA_3312"
     CDS             complement(3047503..3048777)
                     /locus_tag="BA_3312"
                     /old_locus_tag="BA3312"
                     /EC_number="2.6.1.76"
                     /note="identified by match to protein family HMM PF00202;
                     match to protein family HMM TIGR00709; match to protein
                     family HMM TIGR02407"
                     /codon_start=1
                     /transl_table=11
                     /product="diaminobutyrate-2-oxoglutarate transaminase"
                     /protein_id="AAP27086.1"
                     /db_xref="Pathema:BA_3312"
                     /translation="MVVSSKMDIFNELESQVRSYSRSFPTIFTKSKGYKLWDVDGKEY
                     IDFFSGAGALNYGHNDDKMKQVLIDYLLEDGIIHSLDMGTSAKVNFLKHFNKIILEPR
                     DLNYKIMFPGPTGTNSVESALKIARKVTGRTNIISFSNAFHGMSLGSLSITSNHFKRK
                     GAGVPLNNSIIMPYENYLDSLNSLSYLEKVLGDSGSGVALPAAIILETVQGEGGLNTA
                     SSQWLKGIDRLCKKYNILLIVDDIQAGCGRTGTFFSFEPASIKPDIICLSKSISGIGL
                     PMAITLIKPEYDKWEPGEHNGTFRGNNLAFLAATEALSYWKDIEFINALKWKSEKITS
                     FLNEICLKYPQLQGEVRGRGFMQGIACNTFGIAKKICSVAFENGLIIETSGPNDEVIK
                     LLPSLTIDLEGLSKGLEMLEDSISTILKEVTH"
     gene            complement(3048856..3051186)
                     /gene="hypF"
                     /locus_tag="BA_3313"
                     /old_locus_tag="BA3313"
                     /db_xref="Pathema:BA_3313"
     CDS             complement(3048856..3051186)
                     /gene="hypF"
                     /locus_tag="BA_3313"
                     /old_locus_tag="BA3313"
                     /note="identified by match to protein family HMM PF00708;
                     match to protein family HMM PF01300; match to protein
                     family HMM PF07503; match to protein family HMM TIGR00143"
                     /codon_start=1
                     /transl_table=11
                     /product="[NiFe] hydrogenase maturation protein HypF"
                     /protein_id="AAP27087.1"
                     /db_xref="Pathema:BA_3313"
                     /translation="MKKVINMFIKKYQVKGIVQGVGFRPFVYRIAKKYHLNGWVLNDS
                     NGVLIEVEGEQNNISHFIHDIEFNSPELAYVQEVKLIEEQESNNRYSSFDILSSQKHS
                     SRQTLISPDTYVCNECLEELFDPTNRRFRYPFINCTNCGPRYSIIKDIPYDRPYTTMS
                     KFPMCKECDIEYKDILDRRFHAQPNACWKCGPQVQLKTTDGTNVSTDNPIEKTIDLLK
                     KGKILAIKGLGGYHLVVDPMNHEAVKELRKRKKRDEKPFALMSSQLDDVKNFAEITKN
                     EETLLVSKERPIVLLNKKDNEYISSDVASSNNTYGVMLAYTPLHHLILRGNFISLIAT
                     SANVSDEPIVYKDGDAIEQLKGIADYYLVHNREIFTRVDDSIVRGIDLDDEVIKLQII
                     RRARGYVPNPIDFKEGSPNVLALGAELKNTICLTKGEKAFISHHIGDLKNYKIYESFK
                     NTIAHLQKIFEISPSVIASDLHPDFYSTKYAFDQNVLPVVQVQHHHAHMASCMVDNQL
                     DGPVLGVILDGTGYGDDGNIWGGEFLIGDFLNYERAAYIDYFQLPGGDKAVKEPYRIA
                     LGILTQIYGEQVKELPIKIISERNSFELDVLIKMIQKGINSPLTSSMGRLFDAVSALL
                     GVCETVQYEGQAAIELEQAIDINNSSNPLLSYEIVASNGIRKIDIKPMFKELVSLILK
                     DKYTKGELSYRFHYTMVQMITETCKQIRQETGINKLVLSGGVFLNKFLLVETYKSLKA
                     CKFEVYMHKQVPTNDGGISLGQAAIAAHRYKDMHSV"
     gene            complement(3051197..3052225)
                     /locus_tag="BA_3314"
                     /old_locus_tag="BA3314"
                     /db_xref="Pathema:BA_3314"
     CDS             complement(3051197..3052225)
                     /locus_tag="BA_3314"
                     /old_locus_tag="BA3314"
                     /note="The gene assignment is based in part on its
                     proximity to the hypF gene.; identified by similarity to
                     SP:P42034; match to protein family HMM PF00586; match to
                     protein family HMM PF02769; match to protein family HMM
                     TIGR02124"
                     /codon_start=1
                     /transl_table=11
                     /product="hydrogenase expression/formation protein HypE"
                     /protein_id="AAP27088.1"
                     /db_xref="Pathema:BA_3314"
                     /translation="MKLTKDLENIILDHGTGGLLSQDLISSIITAKLEDVHLGKMEDS
                     AILEVSSRRLAMTTDSFVIDPIFFGEGNIGKVAVCGTVNDLAVSGAKPLYLSLALVLE
                     EGFPIKDLEEILDSIRETAKEAGVYIVAGDTKVVKKGEVDKIFINTTGIGVFEGDVAP
                     FSVNSIQEGDDIIITGQLGNHSIHILSIREGLGFEQRINSDCAPLNHMITELKNHFGD
                     SIHCMRDITRGGLGTVLNEVSETINTGIKIQEKDIPMLAETIMAADMLGVNPMYLANE
                     GNVCMFVSPEVSEEVVRVLKNTKYGKEAAVIGKVTQTKERQVLMEAKSGELKLIELLY
                     GAELPRLC"
     gene            complement(3052308..3052889)
                     /locus_tag="BA_3315"
                     /old_locus_tag="BA3315"
                     /db_xref="Pathema:BA_3315"
     CDS             complement(3052308..3052889)
                     /locus_tag="BA_3315"
                     /old_locus_tag="BA3315"
                     /note="identified by match to protein family HMM PF00857"
                     /codon_start=1
                     /transl_table=11
                     /product="isochorismatase family protein"
                     /protein_id="AAP27089.1"
                     /db_xref="Pathema:BA_3315"
                     /translation="MKYAVLTNDLQYDLVNKNEDRIAAVEAFTPKMVSFLDTMRENDV
                     SIIHLQLINLEDDPKAERYGDFLPVTKGSKGAEILPEFLHEKDIIMEKNKDSGFFETN
                     LDETLKKLGVDTIIITGMQTQICVQTTAADGFFRGYNVIVPEDAVVSAKDEDKERALK
                     WLGSYCAKIMSIEEICNSISKNEDISFDGVAIP"
     gene            complement(3053093..3053533)
                     /locus_tag="BA_3316"
                     /old_locus_tag="BA3316"
                     /db_xref="Pathema:BA_3316"
     CDS             complement(3053093..3053533)
                     /locus_tag="BA_3316"
                     /old_locus_tag="BA3316"
                     /note="identified by similarity to SP:P96582; match to
                     protein family HMM PF01037"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, AsnC family"
                     /protein_id="AAP27090.1"
                     /db_xref="Pathema:BA_3316"
                     /translation="MDDTDLKILSHLQENARLSMVEIGKLVGLSSPSVTERVRRLEEQ
                     EVIISYRTIVNPKELKKHITAFVLMEPRDCNKYKKFAMEHSDVVECHRIAGMYSYLTK
                     VVTESVHTLEDYINLCLEYGKPTTLIVLSSPVEHKSFFTESEKL"
     gene            3053684..3054979
                     /locus_tag="BA_3317"
                     /old_locus_tag="BA3317"
                     /db_xref="Pathema:BA_3317"
     CDS             3053684..3054979
                     /locus_tag="BA_3317"
                     /old_locus_tag="BA3317"
                     /note="identified by match to protein family HMM PF00324;
                     match to protein family HMM PF01490; match to protein
                     family HMM PF03845"
                     /codon_start=1
                     /transl_table=11
                     /product="amino acid permease family protein"
                     /protein_id="AAP27091.2"
                     /db_xref="Pathema:BA_3317"
                     /translation="MTQQSLKRSITWVQGTALTIGAVLGCGILILPSITANSAGPASI
                     LSWVIMSILAFPIVATLARLAKMIPSAGGITAYVQMAFNANTSAILGWIMLGSIPIGV
                     PIIALTGAHYIGYVFPISNLSVIGIAALILITSLLLHIKGIELSSKVSVFVICIISLL
                     IVVAVIVSIPYVKLSSFTPFVPNGWSSVGASSVIIFFSFVGWEMITPLAEEFKRPAKD
                     ISISLFLGAICISIMYIAISFVTIGTHSYGDKDQIASLSILISKGLGPIGTYITTILA
                     IFISFSAVHANIAGFSRMIYAQAREGHFPSFFAKLHSQFQTPTRVLLVLGGIFSCILI
                     FYGMARPNLEMLLKGPSVIFITSYIFTMLAALKLLKVRDIGWWMAFLSLIICIIVYSF
                     SGWAIFYPVILSVIGWIYIVMNKKYSTITNHSINTSNEN"
     gene            complement(3056128..3056637)
                     /locus_tag="BA_3318"
                     /old_locus_tag="BA3318"
                     /db_xref="Pathema:BA_3318"
     CDS             complement(3056128..3056637)
                     /locus_tag="BA_3318"
                     /old_locus_tag="BA3318"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27092.1"
                     /db_xref="Pathema:BA_3318"
                     /translation="MKIQLQKSFYFELKNAIRCHYNELLTRCGVDTIYGYSILTDDCV
                     NNIGPVANEERLIKVNKSDPLYNYYRYGAIEWSEWDDFGMFDEVNKIIKKYHNIVEDD
                     FNIRVHTLLKETLTVLMELELEGLFGDRNDNRFIVICVTDSSNEIMIESARLLNTLKT
                     YEEYASEFA"
     gene            complement(3056781..3058028)
                     /locus_tag="BA_3319"
                     /old_locus_tag="BA3319"
                     /db_xref="Pathema:BA_3319"
     CDS             complement(3056781..3058028)
                     /locus_tag="BA_3319"
                     /old_locus_tag="BA3319"
                     /note="identified by similarity to GP:16412323; match to
                     protein family HMM PF06245"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27093.1"
                     /db_xref="Pathema:BA_3319"
                     /translation="MAKIRPFRAIRPVEEKAAQVAALPYDVLNSEEAREVVKGNPFSF
                     LHVDKAEIDLDPALSPYDDRVYEKAGENLNRLIREEVFIQDEEPALYIYELTMQGRKQ
                     SGLVVCTSIDEYEDDTIKKHERTRHEKELDRIRHVDVCDANTGPIFLTYRTKEEVKRF
                     IASWKEEHAPIYTFTAEDGVEHVAWKIADEEVIASLVNVFEDIPNLYIADGHHRSASA
                     AKVGLMRREQYPNYTGEEEFNFFLSVLFPHDELSIWDYNRVVKDLNGLSEEQFLKQIT
                     QYFYVEEASVSPYKPNEPKTFGMYVNEKWYKLTVKEETFDANDLVKGLDVSILQDHLL
                     SQVLEIHDPRSDSRIDFVGGIRGLEELERLVNSGAYKAAFSLYPTSMESLLAIADAGE
                     VMPPKSTWFEPKLRSGLFVHSLK"
     gene            complement(3058042..3059214)
                     /locus_tag="BA_3320"
                     /old_locus_tag="BA3320"
                     /db_xref="Pathema:BA_3320"
     CDS             complement(3058042..3059214)
                     /locus_tag="BA_3320"
                     /old_locus_tag="BA3320"
                     /note="identified by match to protein family HMM PF00389;
                     match to protein family HMM PF01842; match to protein
                     family HMM PF02826"
                     /codon_start=1
                     /transl_table=11
                     /product="putative D-3-phosphoglycerate dehydrogenase"
                     /protein_id="AAP27094.1"
                     /db_xref="Pathema:BA_3320"
                     /translation="MFRVQTLNQIAEKGLQVLGGERYEVGERINHPDGILLRSYSLHQ
                     EEFSKDLKAIARAGAGVNNIPVERCTEKGIVVFNTPGANANAVKELIIASLIMSSRNI
                     INGVSWTKNLEGEEVPQLVESGKKQFVGSEIAGKRLGVIGLGAIGALVANDALALGMD
                     VVGYDPYISVETAWRLSTHVQRAFSLDEIFATCDYITLHIPLTNQTKGMIGEHAVEKM
                     KKGMRLFNFSRGELVDEKVLQKALEEEIIAHYVTDFPNENVIKMKNVTATPHLGASTS
                     ESEENCAVMAARQLREYLETGNIRNSVNYPNVELPYIGKKRITIMHQNVPNMVGQITG
                     CLAEHHINIADMINRSKHSWAYTMIDIDNGIDDIIKENIVENISKITGVVAVRMIV"
     gene            complement(3059227..3060336)
                     /gene="serC"
                     /locus_tag="BA_3321"
                     /old_locus_tag="BA3321"
                     /db_xref="Pathema:BA_3321"
     CDS             complement(3059227..3060336)
                     /gene="serC"
                     /locus_tag="BA_3321"
                     /old_locus_tag="BA3321"
                     /EC_number="2.6.1.52"
                     /note="identified by match to protein family HMM PF00266;
                     match to protein family HMM TIGR01364"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphoserine transaminase"
                     /protein_id="AAP27095.2"
                     /db_xref="Pathema:BA_3321"
                     /translation="MRNREVIRVMERVYNFSAGPSILPLPVLEKVQKELVNYNGTGMS
                     IMEMSHRSSYFQSIIDEAGSLLRELMNIPDEYEVLFLQGGASLQFSMIPLNLMNTYKK
                     AGYVLTGSWSKKALQEAEKVGEVQVIASSENEKFTTIPKLDGLLGDEKLDYVHITTNN
                     TIEGTKYVDIPHVDKVPLVADMSPNILSERYDVSKFGLIYAGAQKNLGPAGLTIAIIK
                     RDLIGGADRYCPTMLNYETYSKNNSLYNTLPSFSIYVTKLVLEWLKEQGGVSAIEEQN
                     KMKSSLLYNFLDESKLLTSPVDPAYRSLMNIPFTTPSEELNNEFLQKAKERGLVTLKG
                     HRSVGGMRASIYNAMPVQGVQQLVNYMKEFELENR"
     gene            complement(3060598..3060921)
                     /locus_tag="BA_3322"
                     /old_locus_tag="BA3322"
                     /db_xref="Pathema:BA_3322"
     CDS             complement(3060598..3060921)
                     /locus_tag="BA_3322"
                     /old_locus_tag="BA3322"
                     /note="identified by similarity to GP:13676641"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27096.1"
                     /db_xref="Pathema:BA_3322"
                     /translation="MKRDYGIGILKKRKNHSYKKETWMGTISLIIAFLALLYLNITLL
                     SQETFIGEGFREIVGVGLLCSVVGMITKRKSRKYALWACSLFVFMLLFTVFGFMLGWM
                     ISFGP"
     gene            complement(3060890..3061912)
                     /locus_tag="BA_3323"
                     /old_locus_tag="BA3323"
                     /db_xref="Pathema:BA_3323"
     CDS             complement(3060890..3061912)
                     /locus_tag="BA_3323"
                     /old_locus_tag="BA3323"
                     /note="identified by similarity to EGAD:108541"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27097.1"
                     /db_xref="Pathema:BA_3323"
                     /translation="MTNDKPHSEQEDYKDLLQEALHQRPASLPDGKQEQVLKIGKKRA
                     RITNVLIVFTFLLLIQPIIYISTLLYYVFAPINAMEIRNVVKQTISVTEPNVYMKERD
                     MEQTLLPLSLQLHFDLYKRVGKKDIRIGEEKTYSLLSKVAKVSREYTTDEKIPEVPYV
                     DNEVLSHPNNYNTSYNSSEEAQVLKGLPQESVVEAFVSFRELLSVQEVTNMFPTIDIV
                     WYAVNTGLEEKQKNDEGMYVAPIGFPADMISSLSGPFVSDSPHEEQFIGVLKSLQNHE
                     DLAVKLSRAKTLELSKRISFLEKNGVKTYGAVVTGPKGEVEKLMSHEKVRNLKVGEAR
                     LWNWHS"
     gene            complement(3061902..3062402)
                     /locus_tag="BA_3324"
                     /old_locus_tag="BA3324"
                     /db_xref="Pathema:BA_3324"
     CDS             complement(3061902..3062402)
                     /locus_tag="BA_3324"
                     /old_locus_tag="BA3324"
                     /note="identified by match to protein family HMM PF04542;
                     match to protein family HMM PF04545; match to protein
                     family HMM PF08281; match to protein family HMM TIGR02937;
                     match to protein family HMM TIGR02950"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA polymerase sigma-70 factor, ECF family"
                     /protein_id="AAP27098.1"
                     /db_xref="Pathema:BA_3324"
                     /translation="MEIEEIYKIYINDVYRYLFSLSRSHHAAEDLMQETFYRAYLYLE
                     DYENQKVKSWLFKVAYHTFIDFVRKEKKVSFVGTEELEAIQAGESTEEYVVAKNSYEK
                     LIRIIHTLPVIEAQAVLLCDVHQLTYEEGASVLDLKLNTYKSHIFRGRKRLKQLLKEE
                     KSQNDK"
     gene            complement(3062708..3062899)
                     /locus_tag="BA_3325"
                     /old_locus_tag="BA3325"
                     /db_xref="Pathema:BA_3325"
     CDS             complement(3062708..3062899)
                     /locus_tag="BA_3325"
                     /old_locus_tag="BA3325"
                     /note="identified by similarity to OMNI:NTL01SMA00583"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27099.1"
                     /db_xref="Pathema:BA_3325"
                     /translation="MKFLSYLTVILVILGGLNWLFVALDYNVVEKWFGSMPALVDTIY
                     WLIGLSAIYQIFDRFFTDN"
     gene            complement(3062989..3064056)
                     /locus_tag="BA_3326"
                     /old_locus_tag="BA3326"
                     /db_xref="Pathema:BA_3326"
     CDS             complement(3062989..3064056)
                     /locus_tag="BA_3326"
                     /old_locus_tag="BA3326"
                     /note="identified by similarity to GP:15025437"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27100.1"
                     /db_xref="Pathema:BA_3326"
                     /translation="MKKNKSLISFLGVFIMLFSFCFQGNVQADVNTVQSGKIKSGNVT
                     VWEVGNIAKVLADVERLNLNTVNVPIQVDIPNVTSTNMVINQAQKQQAIILIQELLKR
                     NIQVIVEPFPYIQQGNVGETEWNPSNINDFFWNWKTVILQDIFNTITSKYNVYGLKIA
                     SNFVNMEYAEGYWSDTIDFVRQQYKGNVLYQMNWWLTASFDPSYEAKFVEKINRPYLK
                     KVDIVSIDSWFEVSGKRNPSYEEVKQSLFATTVYNRGQNVVQQLEQLHKATGKPVYFG
                     GFNVPARELGLQNPWNPDVSNVFSKDVQLNGWRAYRDVLEPKPYFKGFSIWFIGSNNS
                     THAYQIHSKEAEAVINGWYRK"
     gene            complement(3064237..3064488)
                     /locus_tag="BA_3327"
                     /old_locus_tag="BA3327"
                     /db_xref="Pathema:BA_3327"
     CDS             complement(3064237..3064488)
                     /locus_tag="BA_3327"
                     /old_locus_tag="BA3327"
                     /note="The sequence for this gene has been reexamined and
                     it appears as though the start codon for ORF04540 is an
                     'atc' isoleucine codon.; identified by similarity to
                     OMNI:NTL01NM00537; match to protein family HMM PF07883"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27101.2"
                     /db_xref="Pathema:BA_3327"
                     /translation="MISEMNDDQIQLFKANGDFIWHEHPNTDKLFIVLEGEMFIDFRD
                     GQVKISKGEMFIVPRGVEHKPFTEKESHIMLVEPKREMD"
     gene            complement(3064770..3065597)
                     /locus_tag="BA_3328"
                     /old_locus_tag="BA3328"
                     /db_xref="Pathema:BA_3328"
     CDS             complement(3064770..3065597)
                     /locus_tag="BA_3328"
                     /old_locus_tag="BA3328"
                     /note="identified by match to protein family HMM PF00165"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, AraC family"
                     /protein_id="AAP27102.1"
                     /db_xref="Pathema:BA_3328"
                     /translation="MKLDVNELAEYLANTPFRVEGVYRYAKNPGVPCAESTDSFPGFV
                     FPLTGKTEFQFNGTPYTLSPGKVIHGGAKMTLAHKMLGEINWEYILVLYRISNSERED
                     SGFTHQHFELLTGQSPRLVELLMRLWDVYNQRGGISMFQTEMLFREALNEALLSVVNR
                     ENNYESHTLFERISSYVHKYYYKDITIHTLTEQNNVNRNRLSYVFRKHAGMGPAEYLL
                     NYRIKMAQKMLCTSGVPVQQIAQAVGIADPFYFSRVFKKRVGISPTKYREKFINNPY"
     gene            3065912..3066037
                     /locus_tag="BA_3329"
                     /old_locus_tag="BA3329"
                     /db_xref="Pathema:BA_3329"
     CDS             3065912..3066037
                     /locus_tag="BA_3329"
                     /old_locus_tag="BA3329"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27103.1"
                     /db_xref="Pathema:BA_3329"
                     /translation="MIMLIVVVALLVTALAACRNNRNPEEVATAYFEYGNSPLSN"
     gene            complement(3066151..3068541)
                     /locus_tag="BA_3330"
                     /old_locus_tag="BA3330"
                     /db_xref="Pathema:BA_3330"
     CDS             complement(3066151..3068541)
                     /locus_tag="BA_3330"
                     /old_locus_tag="BA3330"
                     /note="identified by match to protein family HMM PF01804"
                     /codon_start=1
                     /transl_table=11
                     /product="beta-lactam antibiotic acylase family protein"
                     /protein_id="AAP27104.1"
                     /db_xref="Pathema:BA_3330"
                     /translation="MEVVIKKKRTRGKKIFIWSSSIVLLLVICTAIFLNIYTLKSVPK
                     IDGTIKLEDLQRAVTVKRDSKGVPHIKAENAHDLYFSQGYVQAQDRLFQMDLSRRQAS
                     GMLSEVVGEAAVDRDKLFRTLGLRRAAEASVSQYDGEAKDALQSFADGVNAFIREAKE
                     EKKLPVEFTILGYEPAEWSIVDTLTIGKYMAFDLGGHWHGQAFRYWALKNLPKEQTNE
                     LFPTYPKDAPRLLAELENTNVNVAQSFAKTIIPPEFNGSNNWVISGEKSASGKPILAD
                     DPHLSLATPSIWYQSKLEMKDLNVSGVIFAGVPGVILGHNDKIAWGVTNTGPDVQDLY
                     IEKRNPNNENEFLYNDKWEKATVVDESIKVKGGKTIPYNVTVTRHGPVISEFADKGKE
                     KTKTVFALKWTALEPSAELKAVLNMNKAKDWNEFETALQDFHTPTQNFVFASNDGTIA
                     YKANGNIPVRKKGDGSLPVPGWTDEYEWEGYIPYDQLPKVINPKQGFISTANNKIVDD
                     NYPYHISNTWAQPYRQMRIQEFLQEKEKYTVKDLEELQMDQKNLYGKEFTPIFLKELN
                     KASLHEVEKEGVKQLTKWNFYDSKDDAAPLIFHLLMKEISNTLFSKEIPKDVMELFEG
                     KSQVVDELIRKEVAGEKSTWFTKYGGFTKVVHTSYENVMKKLQKEYGPDVTEWKWGDY
                     HQLTFTHPISKSSSMLALLAFNREKPVPIGGSQVTVQAASYGDNGIVNHGASWRFVID
                     TKDMSNGYHIVGPGQSGHFRSDWYHDQIDDWVNGTYHTTTLNTEGIEGKVLNLEPK"
     gene            complement(3068621..3069361)
                     /locus_tag="BA_3331"
                     /old_locus_tag="BA3331"
                     /db_xref="Pathema:BA_3331"
     CDS             complement(3068621..3069361)
                     /locus_tag="BA_3331"
                     /old_locus_tag="BA3331"
                     /note="identified by match to protein family HMM PF04271;
                     match to protein family HMM TIGR01446"
                     /codon_start=1
                     /transl_table=11
                     /product="DnaD domain protein"
                     /protein_id="AAP27105.1"
                     /db_xref="Pathema:BA_3331"
                     /translation="MAVYRNVQVNFWQDEFILDLTPEERYFYIYLLTGTKTKQCGIYV
                     LPKRVAELETGYNMETVEKLLNRFVEYGKILYDVETKELYIMNWLNYNPILNTNVEKC
                     VLRELKTVKNKEFIHMFLRKCLEEEWKIPLLLQHFGMPKEEDTSSLQEVVEEIENVEE
                     VADTSHSEVYKFYEQNISSLSPYIVKELKNWIQRLSGEKVLEALKIAFEQNKRTFAYV
                     KGILRNWCKKGWGDFSGRKEGEVCLHDP"
     gene            complement(3069652..3070668)
                     /locus_tag="BA_3332"
                     /old_locus_tag="BA3332"
                     /db_xref="Pathema:BA_3332"
     CDS             complement(3069652..3070668)
                     /locus_tag="BA_3332"
                     /old_locus_tag="BA3332"
                     /note="identified by match to protein family HMM PF00395;
                     match to protein family HMM PF08239"
                     /codon_start=1
                     /transl_table=11
                     /product="putative S-layer protein"
                     /protein_id="AAP27106.1"
                     /db_xref="Pathema:BA_3332"
                     /translation="MNQDGDYNKALENAKRLAGYLMNKEGISADHIYRHQQWSGKNCP
                     DILISRGNWTGFVQGIQWYANVNAQIDSPLQERNELFDSNEYNPAEPNMELVVKGDGI
                     NVRSGAGLEHQTVRKASNGDRYKVLAVKNGWYKVGNDEWIFYNPSWIKINYNVPNKEV
                     QKPKDDITGGWFEGHIRKLNSLGIMHGEGNGVFAPYRNVTRAEFATLISNALKLPEGN
                     KTFVDINKAHPSLHNGIKRSASAGIINGRGGGIFDPNASITREEASIMIDKALQYKGV
                     TGELAALPFTDQHLITYKQHVQRLYSLKVVTGVGNNEFNPKGTTTRGEAAAFLVKMLD
                     ASQK"
     gene            complement(3070879..3071427)
                     /locus_tag="BA_3333"
                     /old_locus_tag="BA3333"
                     /db_xref="Pathema:BA_3333"
     CDS             complement(3070879..3071427)
                     /locus_tag="BA_3333"
                     /old_locus_tag="BA3333"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27107.1"
                     /db_xref="Pathema:BA_3333"
                     /translation="MNIKKRVIALSTSLVILGSAPLSISAGEINKSHTDQLSIAQGER
                     GTSGLRYSDFNLETPDHMQINEAKVSGNEKILLEEYKHKHSESEELHKMKEAKKGQVA
                     EEDAISNIEKAFEHVDGRNDGSTREMKPVEKRRAIQYSASMTTKKYGTLAGTPFVEWI
                     VPAGNPDIRPANPMKARYITIH"
     gene            3071826..3072533
                     /locus_tag="BA_3335"
                     /old_locus_tag="BA3335"
                     /db_xref="Pathema:BA_3335"
     CDS             3071826..3072533
                     /locus_tag="BA_3335"
                     /old_locus_tag="BA3335"
                     /note="identified by match to protein family HMM PF06352"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27108.1"
                     /db_xref="Pathema:BA_3335"
                     /translation="MDFKTVMQELEALGKERTKKIYISNGAHEPVFGVATGAMKPIAK
                     KIKVNQELAEELYATGNYDAMYFAGIIADPKAMSESDFDRWIDGAYFYMLSDYVVAVT
                     LSESNIAQEVADKWIASGEELKMSAGWSCYCWLLGNRKDNEFSESKISDMLEMLKNTI
                     HDSPERTKSAMNNFLNTVAISYVPLHEKAVEIAKEVGIVEVKRDNKKSSLLNASESIQ
                     KELDRGRLGFKRKYVRC"
     gene            complement(3072611..3072943)
                     /locus_tag="BA_3336"
                     /old_locus_tag="BA3336"
                     /db_xref="Pathema:BA_3336"
     CDS             complement(3072611..3072943)
                     /locus_tag="BA_3336"
                     /old_locus_tag="BA3336"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27109.1"
                     /db_xref="Pathema:BA_3336"
                     /translation="MNQISFEDLFEEENKREKVEVAHIPAPLSPLQKDILELVDSEEI
                     SALELCEQLIRSGKISDERFTTNKPKAYGQVCLVLEGFVKEGKLIFVKSDEKRDRVYK
                     LKEEVSNI"
     gene            3073387..3074469
                     /locus_tag="BA_3338"
                     /old_locus_tag="BA3338"
                     /db_xref="Pathema:BA_3338"
     CDS             3073387..3074469
                     /locus_tag="BA_3338"
                     /old_locus_tag="BA3338"
                     /note="identified by match to protein family HMM PF00395"
                     /codon_start=1
                     /transl_table=11
                     /product="putative S-layer protein"
                     /protein_id="AAP27110.1"
                     /db_xref="Pathema:BA_3338"
                     /translation="MNRKTSKVKKFLGFVLTAALATTTMVGTANAQTTTNSYKVASNE
                     NTVFTDVPKDHWSKDAIDYLAAAGIYKGYGNGKFGFGDNITRGQVASLVNRHLGLIAD
                     DKQGNMFSDITNHMFEKDIKAIAQAGIMTGDGTGTFRPDDVLTRYEMAVILQKAFHLE
                     SKEQGKFKDVPKGHWAYEAVNTLRSNRIAQGDEAGNFNGNTFVKREQYAQFFYNAIAK
                     NRDYNFNINSKEEMKQMLTTALENGTFGPFQLDVLGKDLSDVKKEYGVPDVWKKAPCT
                     ECDAPNIAVYGDYNIDMYPSDARYISVKMDITINELKEWFGEPDGIGEDMTSEGFIYN
                     RGSYSLYFSFSDGYIQRAEISKNKFN"
     gene            complement(3074601..3075059)
                     /locus_tag="BA_3339"
                     /old_locus_tag="BA3339"
                     /db_xref="Pathema:BA_3339"
     CDS             complement(3074601..3075059)
                     /locus_tag="BA_3339"
                     /old_locus_tag="BA3339"
                     /note="identified by match to protein family HMM PF00903"
                     /codon_start=1
                     /transl_table=11
                     /product="glyoxalase family protein"
                     /protein_id="AAP27111.1"
                     /db_xref="Pathema:BA_3339"
                     /translation="MIQSIYETHLHVRNLEKAIDFYQNKLGLTLAKKLSKRRVAFFWV
                     GENKKQMLGLWEVHSNEDFEMKHFAFRVDLDFLKTARLWLEERGIEVVGSQGKGNEEP
                     IVQRWMPAASVYFLDCDGNKLEFISMLHDDPDELEYATYLSEWGAEHQEK"
     gene            3075316..3075726
                     /locus_tag="BA_3340"
                     /old_locus_tag="BA3340"
                     /db_xref="Pathema:BA_3340"
     CDS             3075316..3075726
                     /locus_tag="BA_3340"
                     /old_locus_tag="BA3340"
                     /note="identified by similarity to GP:15980477"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27112.1"
                     /db_xref="Pathema:BA_3340"
                     /translation="MAYFNVTGDIFPVEAITEALSIEPTKTYKKGDVIERRDNPNLVS
                     TKNLYRKETDWTLSTGYQQSYDINNQLYVILKSLEGKTEQLKHLKKKYGLEFLFMIVI
                     QVENNESPAMYLQKDIIDFASSIQAEIHFDLYIC"
     gene            complement(3075826..3076026)
                     /locus_tag="BA_3341"
                     /old_locus_tag="BA3341"
                     /db_xref="Pathema:BA_3341"
     CDS             complement(3075826..3076026)
                     /locus_tag="BA_3341"
                     /old_locus_tag="BA3341"
                     /note="identified by similarity to EGAD:107605"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27113.1"
                     /db_xref="Pathema:BA_3341"
                     /translation="MTKQPNKKKFEVLENETITDCLARMEQEGYAPSRRMEEPIFHEV
                     KKDDKTVVEPCGRKIVFEGKLK"
     gene            complement(3076010..3077206)
                     /locus_tag="BA_3342"
                     /old_locus_tag="BA3342"
                     /db_xref="Pathema:BA_3342"
     CDS             complement(3076010..3077206)
                     /locus_tag="BA_3342"
                     /old_locus_tag="BA3342"
                     /note="identified by match to protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="MFS transporter"
                     /protein_id="AAP27114.1"
                     /db_xref="Pathema:BA_3342"
                     /translation="MSIRFTFWIMVGIVAISGLSQGMLLPAIAMIFEQEGVSSSINGI
                     HATALYIGILVISPFLEKPMQKFGMKPIIVIGGFLVIISLFFFTQTFSFWVWFILRFL
                     VGVGDHMLHVGTQTWITTTADPSKIGRQVSIYGVFFGIGFAVGPYLASTVQYGLATPF
                     IISTILCLIGWLLLLPTKNAFPAQDEREVKSESSFSRYKQVVGLGWIALLGPLAYGVL
                     EAMLNSNLPVYALRKGWSVSEVSFLLPAFAVGGIITQIPLGILSDKYGRDRILTWTFC
                     ISTGIFLLAAVFDHYYWIVFACMLLAGMVIGSCFSLGLGFMTDLLPRHLLPAGNILSG
                     IAFSLGSILGPVLGGVFIEKIQYTSFFVAVMIIIGTLAILYMIYMKNQFASRKIESRL
                     GHDKTT"
     gene            complement(3077347..3078249)
                     /locus_tag="BA_3343"
                     /old_locus_tag="BA3343"
                     /db_xref="Pathema:BA_3343"
     CDS             complement(3077347..3078249)
                     /locus_tag="BA_3343"
                     /old_locus_tag="BA3343"
                     /note="identified by match to protein family HMM PF00561"
                     /codon_start=1
                     /transl_table=11
                     /product="alpha/beta hydrolase family protein"
                     /protein_id="AAP27115.1"
                     /db_xref="Pathema:BA_3343"
                     /translation="MIKPATMEFVSLSNGETIAYQEVGRQNAEILVLIHGNMTSSQHF
                     DLVIEKLQDQYHIYALDLRGFGQSTYNKAIDSIQDFAEDVKLFIDGLKLEKFSLMGWS
                     MGGGVAMQFTANHPTFVEKLILVESVGMKGYPIFKKDINGQPIVSSLVKTKEEIAQDP
                     VQIAPVLDAIKNMNKLYYRTVWNLLIYTHNQPEPDRYEKYLDDMLTQRNFVDVNYALI
                     TFNISDEHNGVVEGNKQIHRIKAPTLVIQGDRDYVVPQVVGEELVKHLPNAELQLLED
                     CGHSPFIDCLDVFIKHVEDWLEGK"
     gene            3078439..3078855
                     /locus_tag="BA_3344"
                     /old_locus_tag="BA3344"
                     /db_xref="Pathema:BA_3344"
     CDS             3078439..3078855
                     /locus_tag="BA_3344"
                     /old_locus_tag="BA3344"
                     /note="identified by similarity to OMNI:NTL01BS03639;
                     match to protein family HMM PF01047"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, MarR family"
                     /protein_id="AAP27116.1"
                     /db_xref="Pathema:BA_3344"
                     /translation="MDEKQHFFHIVSQTSRKFTKKFNERVSPTGLFSAQWAVIFRINQ
                     TGSCTQTELCQYLNVESPTMTRTLTRMETMGWIIRTEGKDRREKLISLSETAIKMIPV
                     WQEEVDTFEEKTLEGINEDDLHQAFQVLQQIIKNLD"
     gene            3078871..3080070
                     /locus_tag="BA_3345"
                     /old_locus_tag="BA3345"
                     /db_xref="Pathema:BA_3345"
     CDS             3078871..3080070
                     /locus_tag="BA_3345"
                     /old_locus_tag="BA3345"
                     /note="identified by similarity to EGAD:108032; match to
                     protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="MFS transporter"
                     /protein_id="AAP27117.1"
                     /db_xref="Pathema:BA_3345"
                     /translation="MQSEKLWTKDFLGTCFSSLFLFLTFYMLMTTLPVYVIDGLKGKP
                     EEIGLVATVFLISSVLCRPFTGKWLDDLGRKKILFISLSLFLAATVMYFGAQSLFLLL
                     ALRFLHGIGFGMATTATGTIVTDVAPAHRRGEALAYFGVFMSLPMVIGPFLGLTIISH
                     FSFTVLFIVCSVFSLLAFLLGLLVNIPHEAPVSKQKQEKMKWKDLLEPSSIPIALTGF
                     VLAFSYSGILSFIPIYAKELGLADIASYFFILYALVVVISRPFTGKIFDRFGENVLVY
                     PAIIIFTIGMFILSQAQTPFWFLGAGMLIGLGYGTLIPSFQTIAISAAPNHRRGSATA
                     TYFSFFDSGIGFGSFILGIVAAKSSYHNMYFIAAIIVAFTLLLYYGLHGRKQKFKKQR
                     TDGQISA"
     gene            3080171..3081430
                     /locus_tag="BA_3346"
                     /old_locus_tag="BA3346"
                     /db_xref="Pathema:BA_3346"
     CDS             3080171..3081430
                     /locus_tag="BA_3346"
                     /old_locus_tag="BA3346"
                     /note="identified by similarity to SP:P07062; match to
                     protein family HMM PF00144"
                     /codon_start=1
                     /transl_table=11
                     /product="putative 6-aminohexanoate-dimer hydrolase"
                     /protein_id="AAP27118.1"
                     /db_xref="Pathema:BA_3346"
                     /translation="MKLKKSPLLLLIITFIFVITGLGFTYFKHNKTTPSKNNVTKKNW
                     LDDPYLRWSYTHMKEFTLINDVKNNPDQIARFPSALQNLDDFAVQRRFGSATPLKELL
                     DDNKTDAFVVVHNGQLVYERYFNGYNESEPHGMASLAKVFTGAIIQSLAEENRIDLEK
                     TADTYIKELKNTPFGKATLQQLMDMQVSVEYPTHGYEHPALENQDAQLYLASNILPRD
                     KNYDGPMKIYDMLQEAKETAPPGSVFSYNNGSTETLAWIIRTITGKSLAENVSERIWS
                     QIGMEENAYYVTDETKIEQASAGLNATARDMARFGQLLLNNGEYNGKQILPSSITEDI
                     KNVQEGELAIGPGASISYHNQWWIPHNEQGAFEVLGSYGQTLYIDPKAKMVIVHFSSN
                     ATPSNEIHSVYSNMYIDIAHHLEKLPQ"
     gene            complement(3081547..3081687)
                     /locus_tag="BA_3347"
                     /old_locus_tag="BA3347"
                     /db_xref="Pathema:BA_3347"
     CDS             complement(3081547..3081687)
                     /locus_tag="BA_3347"
                     /old_locus_tag="BA3347"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27119.1"
                     /db_xref="Pathema:BA_3347"
                     /translation="MGIVRMRGGALHMGKGRSNNAGKKQPNFDDSSNFAKQSQPTEKK
                     KK"
     gene            complement(3081853..3082641)
                     /locus_tag="BA_3348"
                     /old_locus_tag="BA3348"
                     /db_xref="Pathema:BA_3348"
     CDS             complement(3081853..3082641)
                     /locus_tag="BA_3348"
                     /old_locus_tag="BA3348"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP27120.1"
                     /db_xref="Pathema:BA_3348"
                     /translation="MNNSMVLIKKECVQMLRDFKIIWLPIVFICLGATQPIVTHYLPS
                     ILEALGGGQGITIDLSMAAQKGGEVLATTLGSQFDQLGLMILVISMMGAIQTDKANGI
                     LAFILTRPVTVTSYVGGKIVSNYVMVACSVTIGYVTSYLYVNFLFTAVPFAHLITGLL
                     FYLIWVLFIVSFTTMISAIFHSQGIIALISIVFLLACRVIVGLNPIMDRLNPAGMSKY
                     AMETLVTGGVNSNAIITGLLTIVWILLTLFVTYYWIANKKFHYE"
     gene            complement(3082634..3083542)
                     /locus_tag="BA_3349"
                     /old_locus_tag="BA3349"
                     /db_xref="Pathema:BA_3349"
     CDS             complement(3082634..3083542)
                     /locus_tag="BA_3349"
                     /old_locus_tag="BA3349"
                     /note="identified by match to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP27121.1"
                     /db_xref="Pathema:BA_3349"
                     /translation="MKLEIKNVTKSFKGKIAVNNFSMELQAGECVGLIGPNGAGKSTL
                     IKVISDITNPTDGEVLLNGIKISKMKSEIGYLPQYPNFFHWMTARETLTFMGQLSGVK
                     KEELLKSIPKMLEKVGLKGEENTKVSTFSGGMKQRLGIAQALLHKPSLIVMDEPVSAL
                     DPIGRREVLNLIEEIKKDTTILLSTHILSDAEEICERFVIIKDGTKIEDTTITELLHR
                     NRENKLVIEITAKDQKWIEIVKKLPYVKNVEVVGLKIKVKVESIEISKNMLLQNALEH
                     KVDIVKFEMSNDTLEEIFLKLVVQNE"
     gene            complement(3083539..3083778)
                     /locus_tag="BA_3350"
                     /old_locus_tag="BA3350"
                     /db_xref="Pathema:BA_3350"
     CDS             complement(3083539..3083778)
                     /locus_tag="BA_3350"
                     /old_locus_tag="BA3350"
                     /note="identified by similarity to GP:16411698"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27122.1"
                     /db_xref="Pathema:BA_3350"
                     /translation="MKIHYGLNDLKDIDIMAFLPIILPVIAVGALLVLIAFIDLYRHR
                     KTRKNVLVWTFIILFVNILGPILYFVIGRKDGGKV"
     gene            3083901..3084446
                     /locus_tag="BA_3351"
                     /old_locus_tag="BA3351"
                     /db_xref="Pathema:BA_3351"
     CDS             3083901..3084446
                     /locus_tag="BA_3351"
                     /old_locus_tag="BA3351"
                     /note="identified by similarity to OMNI:NTL01BH0642"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27123.1"
                     /db_xref="Pathema:BA_3351"
                     /translation="MSNKVEILMHPVRMKICQVLMRNKEDGLTPLEMVKIIKNVPQAT
                     LYRQLQTMVDSGIVHVIKEKKVKSVSEKYYAINEEDAKIEGSEWKGLSDDEKLNYISY
                     YQLSLMTQYQSYLKKLEEQNSQEDKATFSVVELKLDEEHFGKFQNELNELMIKYYNSQ
                     SKDDEIEAPVRTVAITIIPET"
     gene            complement(3084646..3085035)
                     /locus_tag="BA_3352"
                     /old_locus_tag="BA3352"
                     /db_xref="Pathema:BA_3352"
     CDS             complement(3084646..3085035)
                     /locus_tag="BA_3352"
                     /old_locus_tag="BA3352"
                     /note="identified by similarity to EGAD:109051"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27124.1"
                     /db_xref="Pathema:BA_3352"
                     /translation="MNRLKYFFLITDVGFVIYWLITIFHIIPQEYLFKDYEDPILVAW
                     NWSFLPLDLLISLTGFLSLYLHSKQKHIWSHFAFLSLILTFCSGLQALAFWTIRLDFD
                     MSWWIPNLYLLVYPCFFLKSVWRVWMV"
     gene            complement(3085032..3085394)
                     /locus_tag="BA_3353"
                     /old_locus_tag="BA3353"
                     /db_xref="Pathema:BA_3353"
     CDS             complement(3085032..3085394)
                     /locus_tag="BA_3353"
                     /old_locus_tag="BA3353"
                     /note="identified by similarity to SP:O31791; match to
                     protein family HMM PF00893"
                     /codon_start=1
                     /transl_table=11
                     /product="multidrug resistance protein, Smr family"
                     /protein_id="AAP27125.1"
                     /db_xref="Pathema:BA_3353"
                     /translation="MQWIYLCLAILFEVAGTTAIKLSDGLTKLVPSILIFVFYVVSFA
                     FLSFALKGMEMSVAYAVWSGMGIVTITTIGFIYFGESINIIKIVAILFILIGVVILNF
                     NSTAHEAKKKEMVEERIH"
     gene            complement(3085409..3085966)
                     /locus_tag="BA_3354"
                     /old_locus_tag="BA3354"
                     /db_xref="Pathema:BA_3354"
     CDS             complement(3085409..3085966)
                     /locus_tag="BA_3354"
                     /old_locus_tag="BA3354"
                     /note="identified by similarity to OMNI:NTL01BS03353;
                     match to protein family HMM PF00440"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, TetR family"
                     /protein_id="AAP27126.1"
                     /db_xref="Pathema:BA_3354"
                     /translation="MKQRIVTETIHQIQTKGFTFTISDLAKQLAVSKRTIYEHFSSKD
                     EIVDEVIRNVIESIQEKEKNIAEDDTLQTVEKIRLILICIPQQFTFMDARLLVELKKH
                     HYYQWLKLDQFLREGWSTVIGLIEEGMREGSIRKIQIPFFIEVYLGALNRIYDPMFIE
                     KSDHTLGSMLESIMDMLLYGISNSK"
     gene            complement(3086298..3087836)
                     /locus_tag="BA_3355"
                     /old_locus_tag="BA3355"
                     /db_xref="Pathema:BA_3355"
     CDS             complement(3086298..3087836)
                     /locus_tag="BA_3355"
                     /old_locus_tag="BA3355"
                     /note="identified by similarity to SP:Q45105; match to
                     protein family HMM PF01289"
                     /codon_start=1
                     /transl_table=11
                     /product="thiol-activated cytolysin"
                     /protein_id="AAP27127.1"
                     /db_xref="Pathema:BA_3355"
                     /translation="MIFLNIKKNTKRRKFLACLLVSLCTIHYSSISFAETQAGNATGA
                     IKNASDINTGIANLKYDSRDILAVNGDKVESFIPKESINSNGKFVVVEREKKSLTTSP
                     VDILIIDSVVNRTYPGAVQLANKAFADNQPSLLVAKRKPLNISIDLPGMRKENTITVQ
                     NPTYGNVAGAVDDLVSTWNEKYSTTHTLPARMQYTESMVYSKSQIASALNVNAKYLDN
                     SLNIDFNAVANGEKKVMVAAYKQIFYTVSAELPNNPSDLFDNSVTFDELTRKGVSNSA
                     PPVMVSNVAYGRTVYVKLETTSKSKDVQAAFKALLKNNSVETSGQYKDIFEESTFTAV
                     VLGGDAKEHNKVVTKDFNEIRNIIKDNAELSFKNPAYPISYTSTFLKDNATAAVHNNT
                     DYIETTTTEYSSAKMTLDHYGAYVAQFDVSWDEFTFDQNGKEVLTHKTWEGSGKDKTA
                     HYSTVIPLPPNSKNIKIVARECTGLAWEWWRTIINEQNVPLTNEIKVSIGGTTLYPTA
                     TISH"
     gene            3088243..3089589
                     /locus_tag="BA_3356"
                     /old_locus_tag="BA3356"
                     /db_xref="Pathema:BA_3356"
     CDS             3088243..3089589
                     /locus_tag="BA_3356"
                     /old_locus_tag="BA3356"
                     /note="identified by similarity to OMNI:NTL01EC02181;
                     match to protein family HMM PF02667"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP27128.1"
                     /db_xref="Pathema:BA_3356"
                     /translation="MFRSFTNGCVALVQRFLPEPFILSCLLTVFVIFFGMFATHQTPV
                     EMINHWGNGIWGLLAFSMQMALVLVTGSALANAPLIKKGLMKAARLPKTNGQGIIAIS
                     IVSLLGAYINWGFGIVVSVLYAKEVARQLEGLDYRLAIASSYSGFLIWHAGLSASIPL
                     TLATGGETLMKTTAGSIKEAIPITETLFSPYALVPVIIFLVTMPLINKAMHPDAKHTI
                     TVDPSVFHEEAAAQEAGKNTFAEKMENSIIITLCVGLLGLIYIFNYFYTKGFNLTLDI
                     VIFMLLIAGLIFHRTPIQYIRAFSDSTKSASGILLQFPFYAGIMGMMIGANSEGLSLG
                     GAISNFFISISNETTFPLFTFLSAGIVNIFVPSGGGQWAVQAPIMIPAGAELGVPAAK
                     TAMAIAWGDAWTNLIQPFWALPALAIAGLGARDIMGFCVVNLLYAGFIISLCFLFI"
     gene            complement(3089630..3090019)
                     /locus_tag="BA_3357"
                     /old_locus_tag="BA3357"
                     /db_xref="Pathema:BA_3357"
     CDS             complement(3089630..3090019)
                     /locus_tag="BA_3357"
                     /old_locus_tag="BA3357"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27129.1"
                     /db_xref="Pathema:BA_3357"
                     /translation="MVITNRRKGSYVMNEMERIINCCQYDNELFRTYINCLIQLKKCS
                     ETFQQIQIQLRNDYLIRGIFEREVDEVVRGSKEYETYFLPKALQWNFLKNNQHLIEKV
                     CGDFFAFEALYLTEIEWKTVINCVGNK"
     gene            complement(3089980..3090555)
                     /locus_tag="BA_3358"
                     /old_locus_tag="BA3358"
                     /db_xref="Pathema:BA_3358"
     CDS             complement(3089980..3090555)
                     /locus_tag="BA_3358"
                     /old_locus_tag="BA3358"
                     /note="identified by match to protein family HMM PF02525;
                     match to protein family HMM PF03358"
                     /codon_start=1
                     /transl_table=11
                     /product="NAD(P)H dehydrogenase, quinone family"
                     /protein_id="AAP27130.1"
                     /db_xref="Pathema:BA_3358"
                     /translation="MNVLIVYAHPSPSSFNAAILKHVQKGLQETNHSVTVLDLYKEQF
                     NPVLVFNEEKKRRDLVNEEETARYRALVEEADTLLFIYPIWWWGMPAILKGFIDRIFV
                     AGFAYKYEGALPKGLLKGKKAWGINTLDSPLWYVALLYRSADWIIMKRGVLRFCGIRD
                     IKRSVFQSVKTSKREKREKWLLQIEEKARTL"
     gene            complement(3090579..3090968)
                     /locus_tag="BA_3359"
                     /old_locus_tag="BA3359"
                     /db_xref="Pathema:BA_3359"
     CDS             complement(3090579..3090968)
                     /locus_tag="BA_3359"
                     /old_locus_tag="BA3359"
                     /note="identified by similarity to OMNI:NTL01BH2915; match
                     to protein family HMM PF04434"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27131.1"
                     /db_xref="Pathema:BA_3359"
                     /translation="MYAYLLHDITKWIPKYIMDKGYEYYEEGNVEDVEIQDKKIFAFV
                     TGNAGDYEVIIDLEDFTESSCECPYENYCKHMAAVVYDIQGAGESTVKEKLKDLDKEE
                     LLTVLNRLLQSSKNIQIVEKMLKKGKL"
     gene            complement(3091220..3091477)
                     /locus_tag="BA_3360"
                     /old_locus_tag="BA3360"
                     /db_xref="Pathema:BA_3360"
     CDS             complement(3091220..3091477)
                     /locus_tag="BA_3360"
                     /old_locus_tag="BA3360"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27132.1"
                     /db_xref="Pathema:BA_3360"
                     /translation="MTLEKYVKLRSTVYEYMIEQDKPISLLDIQEHIVSHHEGKFTKK
                     MLHQFYLSRLLDELKLDGKITLADEYLYTEKGVFYKARKGS"
     gene            3091801..3091992
                     /locus_tag="BA_3361"
                     /old_locus_tag="BA3361"
                     /db_xref="Pathema:BA_3361"
     CDS             3091801..3091992
                     /locus_tag="BA_3361"
                     /old_locus_tag="BA3361"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27133.1"
                     /db_xref="Pathema:BA_3361"
                     /translation="MHENARGYVQDSFQSLQEAKQCLEAALQTVEKDFNRARIEQSLY
                     AIEQAIQRCDYTVHILEQD"
     gene            complement(3092025..3092747)
                     /locus_tag="BA_3362"
                     /old_locus_tag="BA3362"
                     /db_xref="Pathema:BA_3362"
     CDS             complement(3092025..3092747)
                     /locus_tag="BA_3362"
                     /old_locus_tag="BA3362"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP27134.1"
                     /db_xref="Pathema:BA_3362"
                     /translation="MKLVIPKQHGAWAMLVIPFLLSVILGKPTIYHIPLFIAWFFIYL
                     ATYPFLMYIKQKRKKEYLHAAIVYFIIAFVFGMISLLYEWRILLFVAVMIPFFIVNMY
                     YARQKNERALRNDISAIIVFCIGGLVSYYFSMKLIDKTALFIALISFLYFLGSTFYVK
                     TMIREKNNPKYRFISWGYHILLMIIVFAINPWCSLIFIPSVIRAIILYGKKISIIKVG
                     ILEIVNSVYFLIITAIIMKYAI"
     gene            complement(3092931..3093632)
                     /locus_tag="BA_3363"
                     /old_locus_tag="BA3363"
                     /db_xref="Pathema:BA_3363"
     CDS             complement(3092931..3093632)
                     /locus_tag="BA_3363"
                     /old_locus_tag="BA3363"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP27135.1"
                     /db_xref="Pathema:BA_3363"
                     /translation="MSKRYVAFIICIFAVIIGTLLFTTLIMDGYYMLSSLFLLVVIML
                     PFYIRFERKAFVSREIVLVAVLAAIAAVSRVPFSILPSVQPTSFVIIVSAIVFGSETG
                     FMIGATAAIVSNIFLGQGPWTPWQMFSWGMIGFIAGLLRNTFLMKKLWGRLLYGLFVG
                     FLFGWIMNFWGLLGFIREATWETVISYYIASFYFDLSHAISNVVFLLLFSTSWITILT
                     RFKKKYGILDEHNMV"
     gene            complement(3093605..3095260)
                     /locus_tag="BA_3364"
                     /old_locus_tag="BA3364"
                     /db_xref="Pathema:BA_3364"
     CDS             complement(3093605..3095260)
                     /locus_tag="BA_3364"
                     /old_locus_tag="BA3364"
                     /note="identified by similarity to EGAD:107482; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP27136.1"
                     /db_xref="Pathema:BA_3364"
                     /translation="MVAHAEIKNLSFVYADENEKALQHISLSVQKGEFIALAGGSGSG
                     KTTLLKHFKKELLPIGKRTGDTYYDGTLLENVPDLLSAQEIGMVFQNPENQLVMDTVI
                     QELAFSLENIGLPSHIIQKRIAELISFLGFQDLLHQSVHTLSGGQKQLVNLAAVLVMQ
                     PKLLLLDEPTAQLDPIAAKEFLGLLKRINEELGITIVLSEHRLDEVIPLATRVICMNN
                     GRIVYDGSPKTVVANMWEVEKFRPFIPQIPRLFLEWNAKDIPFTVREAQMKLNDFLAI
                     SYVSEPIVQSEKQEVILSAEHISFQYEKNNPLILRDLTVSIEKGKWVALVGKNGTGKS
                     TLLTILAGLQKARRGKVKWNGKVIHKIDSKERFKSIGYVSQHPYYHFTFDTVWDEVYE
                     RARELYGEQGKEIAEHQLKKFWLYGLKERHPHDCSGGEQQLLALCTTLLSKPTLLLLD
                     EPTKGLDPWKKERVGELFRKLQKEGTTIVMATHDIEFAAKYVDQCMMLFDGAVIMNDA
                     PKEFFSGNFFYTTSINRFIRKELPYALTWEDVYEACQNDMLHS"
     gene            complement(3095239..3096117)
                     /locus_tag="BA_3365"
                     /old_locus_tag="BA3365"
                     /db_xref="Pathema:BA_3365"
     CDS             complement(3095239..3096117)
                     /locus_tag="BA_3365"
                     /old_locus_tag="BA3365"
                     /note="identified by similarity to GP:5123517; match to
                     protein family HMM PF02361"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, permease protein"
                     /protein_id="AAP27137.1"
                     /db_xref="Pathema:BA_3365"
                     /translation="MKISFSSLHPFVNFFYYIGVMILCMMCLHPLFLIGAILLIVILN
                     VMQGNSEKVRKMLPSTIVFFVMVILFNSLFTHRGRTTLFWVGDSRIKLEAIMFGVVMG
                     LLLVAIMFTFASYNDIISSHKFLYLFSRISPKVALLTMITVRFVPLFMRRLQKITLVQ
                     KTKGVQVDAGSIVERVKNGMQLLQVLLICSLEDALQTADSMQARGFGVTKRTTYIRYR
                     MERRDWYTLSYLSILFIIAIICSTYGGGKLIIYPKVESILFQQYDGMMFIVFTMFISL
                     PIIMEGREWIWWRMQK"
     gene            complement(3096140..3096976)
                     /locus_tag="BA_3366"
                     /old_locus_tag="BA3366"
                     /db_xref="Pathema:BA_3366"
     CDS             complement(3096140..3096976)
                     /locus_tag="BA_3366"
                     /old_locus_tag="BA3366"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP27138.1"
                     /db_xref="Pathema:BA_3366"
                     /translation="MSKMKWFISLLLSLGLLAGCEEAAVKLEKKVEPKQEEVAKQEEK
                     KDEAKPEEKPEEKQAEQEQNKQDEQKEKQEQKVEEKPKEEKPQAQLEVKKEEKQQEQP
                     KEQPAVNKQPEQQKAQEEKQQQPKAQEVKEEAKVVNQPKETPKQEQKKKPEENNSVPT
                     PPTPVPDPVPPVPDPVIPKPKQVTISVKGNEGYLLGAKKVDVQEGDTVYKVLQRTGLD
                     VDAMGSKDGIYVKGINDLYEKDITATSGWKYRVNGAFPNHSAGVVTVKPGDTIEWVFV
                     LK"
     gene            complement(3097033..3098820)
                     /locus_tag="BA_3367"
                     /old_locus_tag="BA3367"
                     /db_xref="Pathema:BA_3367"
     CDS             complement(3097033..3098820)
                     /locus_tag="BA_3367"
                     /old_locus_tag="BA3367"
                     /note="identified by match to protein family HMM
                     TIGR01167"
                     /codon_start=1
                     /transl_table=11
                     /product="LPXTG-motif cell wall anchor domain protein"
                     /protein_id="AAP27139.1"
                     /db_xref="Pathema:BA_3367"
                     /translation="MAMLKKWLLTSLMAVTLVFVSFANTVHITFAEEGNTAKLAIIGE
                     SQKGIMLCPKEEQIKDGETALSLLQKVMGDKVEAETMSFGTYVKGIDGLMAGATSGWL
                     YDVNDQSAEVGADSYKLKSGDVVVFRFVSDWNNMSQETLQQTLDKFGTCKTAEEPKTD
                     DPKQEKPEEPKTDDPKQEKPEEPKTDDPKEEKPEEPKTDDPKQENPDGTKTPEQPKQE
                     NIQIPAAQVNDAISKTSEKMLQDGIESDWVALGLSRSGKDIPIEAKLNYVKAVTEKVE
                     KRINRFSATDLARTIIMMNAMNADPTKVGEHNLVQKLYESDKVNSVTGYTFALLAFDT
                     KKYEVPVDSKWNRVALVDALLNAQHTDGGWTYDSASSKESASSVDVTGMVLSALAPYQ
                     DREDVKPAVQKAVAYLYNEQLENGGFSADGQENSNSVAQAIIGLSLVKDVDQNRLHKA
                     MQNLLSYQLPNGEFKWLPGDQNGSGMATEQALLALLQFKDLGKSIYDWSTEFVTEINP
                     KPNVDSENVVVEKEVTEQPEEQKQVQQETKDDTLKVVVDNEPVKNKKSGNGSTLPKTG
                     ASSHSAATEVGMGVLCIASAYVLWRRKAA"
     gene            complement(3099159..3099638)
                     /locus_tag="BA_3368"
                     /old_locus_tag="BA3368"
                     /db_xref="Pathema:BA_3368"
     CDS             complement(3099159..3099638)
                     /locus_tag="BA_3368"
                     /old_locus_tag="BA3368"
                     /note="identified by similarity to SP:P32165; match to
                     protein family HMM PF03737; match to protein family HMM
                     TIGR01935"
                     /codon_start=1
                     /transl_table=11
                     /product="RraA family protein"
                     /protein_id="AAP27140.1"
                     /db_xref="Pathema:BA_3368"
                     /translation="MWKTTDLCDEFENELQICRQPFRSFGKKEQFHGKIATVKVKDDN
                     VLVKEGLQTLPEGTVLVVDGGASTNCALLGDNLAAIAEERKLAGIIVNGYVRDSSELK
                     NINIGILALGTMPNRSVKEGKGERNISLQFGQVEWKPDEYVYVDEDGVIISDKSLHR"
     gene            3099839..3101269
                     /locus_tag="BA_3369"
                     /old_locus_tag="BA3369"
                     /db_xref="Pathema:BA_3369"
     CDS             3099839..3101269
                     /locus_tag="BA_3369"
                     /old_locus_tag="BA3369"
                     /note="identified by similarity to OMNI:NTL01BH2311; match
                     to protein family HMM PF03553; match to protein family HMM
                     PF03606"
                     /codon_start=1
                     /transl_table=11
                     /product="putative transporter"
                     /protein_id="AAP27141.1"
                     /db_xref="Pathema:BA_3369"
                     /translation="MQLQTEVKKQPSKRKFKMPDAYVLLFFIALLCAIATYFVPAGEF
                     KRVTNGTVTTTIPGSYHSVPQSPVGFVSFFTAIEKGMTLAAPIIFLILFTGGAIAILE
                     KTGALDGLIYHVINKFRNQQLLFICIVAALFSILGTTGIIVNSVIGFIPIGIIVARTL
                     KWDAIVGVAIIYLGTYAGFNATILSPSPLGISQKIAELPMFSGIGLRTAIYISFLLAT
                     ILYINWYVKRLKKSNKGSILGDNWFPSNALSSGKEAQKTEVPWTIRHKLILLVSALSL
                     IAFLIGAFRLHWTDAEMTATFSFIAITAGIIGGMKANDIASTFLAGCQNLIYGALIVG
                     MARCISVILEQGKLLDTIVNQLAQSLEGQSPVFGVIGMYVSSAALHFLISSGTGESVI
                     FIPILAPLADFMHITRQVTVQAVMLGEGVVNCLNPTSGVLMGVLAASGISYGKWIRFM
                     APLAFIWFIIGLIFLIVGVNIEWGPY"
     gene            complement(3101417..3102244)
                     /locus_tag="BA_3370"
                     /old_locus_tag="BA3370"
                     /db_xref="Pathema:BA_3370"
     CDS             complement(3101417..3102244)
                     /locus_tag="BA_3370"
                     /old_locus_tag="BA3370"
                     /note="identified by similarity to EGAD:22218; match to
                     protein family HMM PF04231"
                     /codon_start=1
                     /transl_table=11
                     /product="ribonuclease"
                     /protein_id="AAP27142.1"
                     /db_xref="Pathema:BA_3370"
                     /translation="MKFRNTKLAMVTLSSFFILGSASLSFTNIIQGEVASASPQEITV
                     KSYDDTYYNNAIGKTGLELKKELHNIIDDHTKLSYSAVWEALRDTDEDPNNKNNVILL
                     YTGRSQGKLTNGSGVDNWNREHVWAKSHGDFGTTAGPGTDLHHLRATDVSVNSSRGNL
                     DFDNGGVNHSEATECKYDSDSWEPRDSVKGDIARMLFYMAVRYEGDNGEIDLELNEKV
                     NNNKDPYMGKLSVLLKWNEQDPVDDLERKRNEVIFTKYQHNRNPFIDHPEWVNKIWN"
     gene            complement(3102672..3103028)
                     /locus_tag="BA_3371"
                     /old_locus_tag="BA3371"
                     /db_xref="Pathema:BA_3371"
     CDS             complement(3102672..3103028)
                     /locus_tag="BA_3371"
                     /old_locus_tag="BA3371"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27143.1"
                     /db_xref="Pathema:BA_3371"
                     /translation="MSLTTGPIENVGNQPANANKVRVKILNRTAGPLTGVARVFRLDG
                     SLVLIEQVNFNVNSNASTFATLSLVHPAFGQAFEYEVQIVPNQPGGLYSVYGLTAESV
                     IITAQRVVNSELTQFL"
     gene            complement(3103230..3104255)
                     /locus_tag="BA_3372"
                     /old_locus_tag="BA3372"
                     /db_xref="Pathema:BA_3372"
     CDS             complement(3103230..3104255)
                     /locus_tag="BA_3372"
                     /old_locus_tag="BA3372"
                     /note="identified by similarity to GP:5123874"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27144.1"
                     /db_xref="Pathema:BA_3372"
                     /translation="MTFDEYEVAIKSEFTLQGTITRPKAEGKYAAVVIIAGSGEIDRD
                     GTIVPLKLEANIYKELAHVMSRLGVVTLRFDKRGVGKSDGEFLKTGMWDLVSDIESTI
                     TYLKEQPFVDPENIILAGHSEGCMLATVVNARTPVNGLILLTGAAESLEEAAKRQREI
                     AYKELKEQKGIKGKLMRLLNVEKRGEKQMEKIKEKMMNTEKDTIKVGFKPMNAKWFRE
                     HFQHDIYKDLQQVTCPVLAIAGDKDIQADPERAKRIGDYVKGNSEVHVIKDMDHSLKV
                     FKGEFKTLEFKKNYEEGARKPLHPELEEIIVNWLDTHFISQHAGSKIPGSILGESEEV
                     GRKSNCL"
     gene            complement(3104269..3105393)
                     /locus_tag="BA_3373"
                     /old_locus_tag="BA3373"
                     /db_xref="Pathema:BA_3373"
     CDS             complement(3104269..3105393)
                     /locus_tag="BA_3373"
                     /old_locus_tag="BA3373"
                     /note="identified by similarity to GP:15026564; match to
                     protein family HMM PF01381"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein"
                     /protein_id="AAP27145.1"
                     /db_xref="Pathema:BA_3373"
                     /translation="MKEINIHKIIADKRKEKGITQEELAAYIGITKASVSKWETGQSY
                     PDITFLPLLASYFNISIDELISYKPQMEQEDIKNLYHRLAEAFSEKPFDEVMMECRKI
                     IKKYYSCFPLLIQIGILFINHHMLTEDTDRRIEILEEAMNLFSRVQEESDDVSLVKEA
                     VSFQATCYLILNKPNEVLQLLGETIRPNVPEEDLIAQAYQMLGNTKKANEIMQISMYQ
                     HLIQLVATIPNYVVVNASSVEKVEVILNRAFMLIDIYEIETLHPNMTLKVYYAAAQVY
                     CMQGNFERALKMLRKYAAVCAASFTVNSLHLHGDSYFDAIDEWFAEFPLGAKTVRNEE
                     IIKRSMLQSIAENPVFAPMKDVREYKNIITSLKFKLDIKE"
     gene            complement(3105734..3106306)
                     /locus_tag="BA_3374"
                     /old_locus_tag="BA3374"
                     /db_xref="Pathema:BA_3374"
     CDS             complement(3105734..3106306)
                     /locus_tag="BA_3374"
                     /old_locus_tag="BA3374"
                     /note="identified by match to protein family HMM PF02660;
                     match to protein family HMM TIGR00023"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP27146.1"
                     /db_xref="Pathema:BA_3374"
                     /translation="MNILTLILSYLIGSISFALIVGKMFYKKDIRDYGSGNLGATNAY
                     RVLGIKAGVIVAIADILKGTFACLLPLILSSTINPIVCGLLAILGHIFSVFASFKGGK
                     AVATATGVFLFLSPLGVLVGFVVFVLTLLFTKYVSLSSMLAGIALFIYSLIFEDKVII
                     ALSLLIIVSIIILHRQNIKRILNGTENKIV"
     gene            complement(3106926..3107402)
                     /locus_tag="BA_3375"
                     /old_locus_tag="BA3375"
                     /db_xref="Pathema:BA_3375"
     CDS             complement(3106926..3107402)
                     /locus_tag="BA_3375"
                     /old_locus_tag="BA3375"
                     /note="identified by match to protein family HMM PF04073;
                     match to protein family HMM TIGR00011"
                     /codon_start=1
                     /transl_table=11
                     /product="ybaK/ebsC family protein"
                     /protein_id="AAP27147.1"
                     /db_xref="Pathema:BA_3375"
                     /translation="MKKDKTNAMRILDKEKIEYSMMSYNPDDGKIDGVSVAEKIGREV
                     REVYKTLIAQGNSKNYHVFIIPVDEELNLKAAAKAVSEKKIEMIPVKDITKVSGYIRG
                     GCSPIGMKKLFSTCIDASAQSLETMIVSGGKIGIQIELKVDDLAKVTRAQFGEITK"
     gene            3107742..3109019
                     /gene="hisS1"
                     /locus_tag="BA_3376"
                     /old_locus_tag="BA3376"
                     /db_xref="Pathema:BA_3376"
     CDS             3107742..3109019
                     /gene="hisS1"
                     /locus_tag="BA_3376"
                     /old_locus_tag="BA3376"
                     /EC_number="6.1.1.21"
                     /note="identified by similarity to OMNI:HP1190; match to
                     protein family HMM PF00587; match to protein family HMM
                     PF03129; match to protein family HMM TIGR00442"
                     /codon_start=1
                     /transl_table=11
                     /product="histidine--tRNA ligase"
                     /protein_id="AAP27148.1"
                     /db_xref="Pathema:BA_3376"
                     /translation="MEIRNVKGTKDYLPEEQVLRSKIKRACEDTFERYGCKPLETPTL
                     NMYELMSYKYGGGDEILKEIYTLQDQGKRDLALRYDLTIPFAKVVAMNPNIRLPFKRY
                     EIGKVFRDGPIKQGRFREFIQCDVDIVGVESVMAEAELMSMAFELFQTLNLEVTIQYN
                     NRKLLNGILQAINIPTELTSDVILSLDKIEKIGIDGVRKDVLERGISEEMADTICNTV
                     LSCLQLSIADFKEAFNNPLVADGVNELQQLQQYLIALGINENTIFNPFLARGLTMYTG
                     TVYEIFLKDGSITSSIGSGGRYDNIIGAFRGDDMSYPTVGISFGLDVIYTALSQKETI
                     SSTADVFIIPLGTELQCLQIAQQLRSTTSLKIELELAGRKLKRALNYANKENIPYVLI
                     IGEEEICTETVMLRNMKEGSEVKVPLSSLSNYL"
     gene            3109181..3109492
                     /locus_tag="BA_3377"
                     /old_locus_tag="BA3377"
                     /db_xref="Pathema:BA_3377"
     CDS             3109181..3109492
                     /locus_tag="BA_3377"
                     /old_locus_tag="BA3377"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP27149.1"
                     /db_xref="Pathema:BA_3377"
                     /translation="MNVFIKVLKWTTGISHLILIPCYYLTPGLVDLYGIPPLTVITLH
                     IITILLAKKEDMNTYPHYIGIIVTLVAFFPYIDIVLHMIAAIFLLLDAASTNTKKVYD
                     S"
     gene            3109758..3110357
                     /locus_tag="BA_3378"
                     /old_locus_tag="BA3378"
                     /db_xref="Pathema:BA_3378"
     CDS             3109758..3110357
                     /locus_tag="BA_3378"
                     /old_locus_tag="BA3378"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27150.1"
                     /db_xref="Pathema:BA_3378"
                     /translation="MLKKLIVGAVVAISSLTVGLGSVSASTEKDYSITSFEYVTVDEK
                     TVDSFNKLGAPSKEDIKITLVLPKQNQNGDWLSYGFSSKESLESFIEKDKQRLNHTIT
                     PLGVEGSGPGSTDFYKRTNQGSEYFSLSSGYKNLSPSWQNQISSVSTASPTASYSTTL
                     WERTSTEGYGKGVVFKHADWYGKTANLAAIPTSAVEVKK"
     gene            complement(3110416..3110796)
                     /locus_tag="BA_3379"
                     /old_locus_tag="BA3379"
                     /db_xref="Pathema:BA_3379"
     CDS             complement(3110416..3110796)
                     /locus_tag="BA_3379"
                     /old_locus_tag="BA3379"
                     /note="identified by similarity to EGAD:109415; match to
                     protein family HMM PF01638"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27151.1"
                     /db_xref="Pathema:BA_3379"
                     /translation="MDCSNENNINYPFLNKYSCPVEAMVEVIGGKWKGVILYHLLDGT
                     KRFNELKRLKPNITQRMLTLQLRELEADGIIHREVYREVPPKVEYSLTELGESLRPMI
                     LLMMEWATHNMEKVLESRNMKNNS"
     gene            3110925..3111608
                     /locus_tag="BA_3380"
                     /old_locus_tag="BA3380"
                     /db_xref="Pathema:BA_3380"
     CDS             3110925..3111608
                     /locus_tag="BA_3380"
                     /old_locus_tag="BA3380"
                     /note="identified by similarity to GP:17225137; match to
                     protein family HMM PF00881"
                     /codon_start=1
                     /transl_table=11
                     /product="nitroreductase family protein"
                     /protein_id="AAP27152.1"
                     /db_xref="Pathema:BA_3380"
                     /translation="MTNTNQITKEKIMEAFHFRHACKAFDPMQKISEEDFKFILETGR
                     LSPSSFGYEPWKFVVVQNKEVREKLRPYSWGAGGQLATASHFVIVLSRNIKDMHYDAE
                     YIKHMMNDIIELPEDAQKIRYEFFKKFQETDFNLLQSDRAVFDWASKQTYIALGNMMT
                     SAAQIGIDSCPIEGFDKEKVDSLLRQEGIIKENNFEVSVMVAFGYRKEEPKRDKTRQT
                     MDAIVEWIY"
     gene            3111762..3112037
                     /locus_tag="BA_3381"
                     /old_locus_tag="BA3381"
                     /db_xref="Pathema:BA_3381"
     CDS             3111762..3112037
                     /locus_tag="BA_3381"
                     /old_locus_tag="BA3381"
                     /note="identified by similarity to GP:15024644"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27153.1"
                     /db_xref="Pathema:BA_3381"
                     /translation="MSDIEVGEVFTLSDENNEEQEVEVLGAMDVEGAEYIAVAFVEDI
                     QTETEEDIDIFFLKVEEDSEFSYIENDEEFEKVSAAFEKILDEQEQE"
     gene            complement(3112084..3113142)
                     /gene="pykA1"
                     /locus_tag="BA_3382"
                     /old_locus_tag="BA3382"
                     /db_xref="Pathema:BA_3382"
     CDS             complement(3112084..3113142)
                     /gene="pykA1"
                     /locus_tag="BA_3382"
                     /old_locus_tag="BA3382"
                     /EC_number="2.7.1.40"
                     /note="identified by match to protein family HMM PF00224;
                     match to protein family HMM TIGR01064"
                     /codon_start=1
                     /transl_table=11
                     /product="pyruvate kinase"
                     /protein_id="AAP27154.1"
                     /db_xref="Pathema:BA_3382"
                     /translation="MTIDRVCTIGPASNNKETLAKLINNGMKIVRLNLSHGTHESHKD
                     IIRLVKSLDDSIKILGDVQGPKIRLGEIKGEQITLQAGDSFMLRTQPVTGSSTEASVD
                     YEGIANDVKVGSRILMNDGEVELIVEKVSTDKIETKVKTGGNISSHKGVNLPGAIVSL
                     PAITEKDKKDIQFLLEEDVDFIACSFVRKPSHIKEIRDFIQQYKETSPNLIAKIETME
                     AIENFQDICKEADGIMIARGDLGVELPYQFIPLLQKMMIQECNRTNTYVITATQMLQS
                     MVDHSIPTRAEVTDVFQAVLDGTNAVMLSAESASGEHPVESVSTLRLVSEFAEHVKKD
                     GPFVMKDVLELLHKSLDE"
     gene            complement(3113235..3113945)
                     /locus_tag="BA_3383"
                     /old_locus_tag="BA3383"
                     /db_xref="Pathema:BA_3383"
     CDS             complement(3113235..3113945)
                     /locus_tag="BA_3383"
                     /old_locus_tag="BA3383"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP27155.1"
                     /db_xref="Pathema:BA_3383"
                     /translation="MKMKKVAIASITIGTMLTMAACSPSADKETDKKEQVTAQNEGEV
                     KTTSTDETSKTTKDTDKETNTSSNEKTDKDAKNTKESSGTESNGKTSTQNENVKTKEK
                     ETTGKTNDQTTSGKTTDQSTSTNSDGKTTKDPKKSVAVKTSVKEVAALVDSLDKQLAA
                     NPKLETVNKLGKQINAKWDVIEKELETSHPAEYKTIGQSMYPLIVGAEKEKIDITKMK
                     SLTTKTKKDLNQLLTKLS"
     gene            complement(3114048..3114170)
                     /locus_tag="BA_3384"
                     /old_locus_tag="BA3384"
                     /db_xref="Pathema:BA_3384"
     CDS             complement(3114048..3114170)
                     /locus_tag="BA_3384"
                     /old_locus_tag="BA3384"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27156.1"
                     /db_xref="Pathema:BA_3384"
                     /translation="MKIVILHVTIYSFSFTTEKKNEVEETRIFKLIYQFLYVLL"
     gene            complement(3114283..3115041)
                     /locus_tag="BA_3385"
                     /old_locus_tag="BA3385"
                     /db_xref="Pathema:BA_3385"
     CDS             complement(3114283..3115041)
                     /locus_tag="BA_3385"
                     /old_locus_tag="BA3385"
                     /note="identified by match to protein family HMM PF00106"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, short-chain
                     dehydrogenase/reductase family"
                     /protein_id="AAP27157.1"
                     /db_xref="Pathema:BA_3385"
                     /translation="MKKIAIVTGATRLNGIGAVVCKVLAQKGIDIFFTYWSQYDKTMP
                     WGMHEKEPFLLKEEIESYGVRCEMAEINLSQSYSPNRLFYMVSERLGDPSILINNAAY
                     ATHTRIEELNVEQLDKHYTVNVRATMLLSSLFIKQYASKASGSIINLTSGQSLGPMPD
                     ELAYAATKGAIEAFTKSVAPVAMEKGITVNAVDPGPTNTGWITEELKHHLVWKFPQGK
                     VGEPVDAARLISFLVSEEAKWITGQVIHSNGGYS"
     gene            complement(3115098..3116756)
                     /locus_tag="BA_3386"
                     /old_locus_tag="BA3386"
                     /db_xref="Pathema:BA_3386"
     CDS             complement(3115098..3116756)
                     /locus_tag="BA_3386"
                     /old_locus_tag="BA3386"
                     /note="identified by similarity to GP:15023107"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27158.1"
                     /db_xref="Pathema:BA_3386"
                     /translation="MSKIWTLTKVLLKLNYADFITDKKKRWAYVFSFAAILFVGFLLF
                     GSITHAMYEGMIHLGQDPGMIIAMGLAIASIWVFLMSITNILTVFYYSNDIEMLLPLP
                     LKPAQIISAKFLTVLITQYVMSSFILLPIFITYGLKSGAFITYYIYMIFIYLLFPIVP
                     LVLASLLMTVIMRYTNIAKNKDRGNIFIGIVSILFIVGINVFLQWKNKSSFSEDAIAD
                     YLANNQSSLLVQMTNYFPTTYFGAVALVENANWKGPLYVIIFAVISFVFFVLFYYIAE
                     RTYLKGVIGLSTSTAKKEVISAEGLQKSTVQSSHLKAYVKKEFKTLFRTPQFFLNCIV
                     QTFVMPIMLFFVLFVQDGNLKWITGYIDNPKSAGLAIGVGLCASLFLMGSNVIATTSF
                     SRDGSSWFVNRYLPVKASDIFFAKAITAWLINVIILAVFGITMAVVAGISPVFMVLWF
                     LLSANGLLLINLIGTRWDAQTADIHWDTEQKLFKSRYTTLWNFLANILIALVIVAGVS
                     LLYFFLHVGLWVMFIVLFVMFTIVNYIFIKILKLGAERILSNIE"
     gene            complement(3116749..3117474)
                     /locus_tag="BA_3387"
                     /old_locus_tag="BA3387"
                     /db_xref="Pathema:BA_3387"
     CDS             complement(3116749..3117474)
                     /locus_tag="BA_3387"
                     /old_locus_tag="BA3387"
                     /note="identified by similarity to GP:15023106; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP27159.1"
                     /db_xref="Pathema:BA_3387"
                     /translation="MIEITNVSKSYNGSTYAVKDLSLSVPSGEIFGFLGPNGAGKSTT
                     IKMITGIHGVDKGTITINGIDIMKNPMEAKRTFGYVPDSPDMFLRLKGIEYLNFMADM
                     YEVPKEVRQERIESLAKKFDLYNALSDQIQSYSHGMRQKIVIIGVLVHEPDVWILDEP
                     LTGLDPKSAYILKEMMREHADKGKIVFFSTHVLEVAEKLCDRVAIINKGNLQFKGNLD
                     EMRDHFKSNESLEKMFLEMTGNE"
     gene            complement(3117561..3117755)
                     /locus_tag="BA_3388"
                     /old_locus_tag="BA3388"
                     /db_xref="Pathema:BA_3388"
     CDS             complement(3117561..3117755)
                     /locus_tag="BA_3388"
                     /old_locus_tag="BA3388"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27160.1"
                     /db_xref="Pathema:BA_3388"
                     /translation="MLNWIMIVVLLVVITVVATVLIGRKGDANYSKATKGNIRRLTMI
                     YIILAVVLIVGLGLYIYFKG"
     gene            3117935..3118294
                     /locus_tag="BA_3389"
                     /old_locus_tag="BA3389"
                     /db_xref="Pathema:BA_3389"
     CDS             3117935..3118294
                     /locus_tag="BA_3389"
                     /old_locus_tag="BA3389"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27161.1"
                     /db_xref="Pathema:BA_3389"
                     /translation="MKTTWIKYLGFLGFFGFLGFFYEKGLFTMFCFFSFFTSYRTVQH
                     DELFEQIVNKSCRNAFIVTLLTTAIIMFIEMLFPNPVLQEIDIALIFGTLILTFGFSM
                     FFYDKPVDELEDAPWRS"
     gene            3118282..3118485
                     /locus_tag="BA_3390"
                     /old_locus_tag="BA3390"
                     /db_xref="Pathema:BA_3390"
     CDS             3118282..3118485
                     /locus_tag="BA_3390"
                     /old_locus_tag="BA3390"
                     /note="identified by similarity to OMNI:AF1627; match to
                     protein family HMM PF01381"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein"
                     /protein_id="AAP27162.1"
                     /db_xref="Pathema:BA_3390"
                     /translation="MAFVTKIKEYRTKLNMTQEDLAKQVSVRRETISHLEKGKYNPSL
                     QLAHDIARALHSTIDEVFIFEDE"
     gene            complement(3118541..3119503)
                     /locus_tag="BA_3391"
                     /old_locus_tag="BA3391"
                     /db_xref="Pathema:BA_3391"
     CDS             complement(3118541..3119503)
                     /locus_tag="BA_3391"
                     /old_locus_tag="BA3391"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by similarity to
                     OMNI:NTL01OI3272"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27163.1"
                     /db_xref="Pathema:BA_3391"
                     /translation="MLKFSFELDKNIPQKDEPRYDAYSKGFIEGEVTIYAGDSVLFQK
                     SCMKVAELGIYLGQWMEQVQHGQNVHMNYETPDREEIILSFSYEEDNQWRVSSSWQQF
                     EVQECISTTAVVESVQRYLYELNKELRMVEYPVTFDQYLRGERMMQLSYKRLCDSKAD
                     TTSIEVYNESKQVGVVRGYYKNTLMRVLDFIPKVGSNIIYEIKDSKDNIRVIAKDVSR
                     QRQRRILVTYKDNHDAEHEILVCDGKLLDANFLFTFTYKREEYVVHKTTFGMGKLLRK
                     GYVIADWNIRLEEDMYYIEMNVYDENYIKDQYLLLGVFHAVLYG"
     gene            complement(3119677..3120387)
                     /locus_tag="BA_3392"
                     /old_locus_tag="BA3392"
                     /db_xref="Pathema:BA_3392"
     CDS             complement(3119677..3120387)
                     /locus_tag="BA_3392"
                     /old_locus_tag="BA3392"
                     /note="identified by match to protein family HMM PF00702;
                     match to protein family HMM TIGR01549; match to protein
                     family HMM TIGR02254"
                     /codon_start=1
                     /transl_table=11
                     /product="hydrolase, haloacid dehalogenase-like family"
                     /protein_id="AAP27164.1"
                     /db_xref="Pathema:BA_3392"
                     /translation="MKYKVILFDVDDTLLDFPETEKHALHNAFVQFGMPTGYTDYLAS
                     YKEISNGLWRDLENKMITLSELAVDRFRQLFALHNIEVDAQQFSDVYLKNLGKEVHLI
                     EGAVQLCEKLQDCKLGIITNGYTKVQQSRIGNSPLRNFFEHIIISEEVGHQKPAREIF
                     DYAFEKFGITDKSSVLMVGDSLTSDMRGGEDYGIDTCWYNPSLKENKASVKPTYEVES
                     LLQILELVEVAEEKVVSF"
     gene            3120727..3121152
                     /locus_tag="BA_3393"
                     /old_locus_tag="BA3393"
                     /db_xref="Pathema:BA_3393"
     CDS             3120727..3121152
                     /locus_tag="BA_3393"
                     /old_locus_tag="BA3393"
                     /note="identified by similarity to OMNI:SA0092; match to
                     protein family HMM PF07853"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27165.1"
                     /db_xref="Pathema:BA_3393"
                     /translation="MFFGSIIFLIIIWGRLPEEVPAHYNAYGTVDRWGSKWELLLLPG
                     IGAFILLLMQTLEKFPEVHNYPKRFNESNAKQFYLNSRKMLNQLKNVCLLIFAFIQFE
                     TISIALDWSGGFGKLFLPILLIGTAIPIIIGIIRQRKIS"
     gene            complement(3121247..3122269)
                     /locus_tag="BA_3394"
                     /old_locus_tag="BA3394"
                     /db_xref="Pathema:BA_3394"
     CDS             complement(3121247..3122269)
                     /locus_tag="BA_3394"
                     /old_locus_tag="BA3394"
                     /note="identified by similarity to GP:5106364"
                     /codon_start=1
                     /transl_table=11
                     /product="protein-tyrosine phosphatase-like protein"
                     /protein_id="AAP27166.1"
                     /db_xref="Pathema:BA_3394"
                     /translation="MEQQRNGLQATVERNEDNTLQIKWENNIEEVRIYWSTSPDHIEE
                     TGELLATVNGESSYTIENPSDNERPYFRLVGSNGQAVTVAERRLPLQGAFNFRDMGGY
                     ETTEGRKVKWGKLYRSEELAGLTEWDIDYLQKSGLKLICDYRTDFEVKHKPNPEITGA
                     RQVCLPVMQDLAKDLNINEFFQVGDLSMLGKPGEYLVKMNQDFVSGNEAFVNFLNLAQ
                     NPENLPLVNHCTAGKDRTGFGSALLLLLLGVPEKTVMEDYLLSNGFRERLNEKMMAFL
                     GAKLQNDESRAILGAMFEARAEYLQAAIDEVKKQYGSVEAYAEKALGFTKESLEEMKV
                     LLLEDK"
     gene            complement(3122449..3123057)
                     /locus_tag="BA_3395"
                     /old_locus_tag="BA3395"
                     /db_xref="Pathema:BA_3395"
     CDS             complement(3122449..3123057)
                     /locus_tag="BA_3395"
                     /old_locus_tag="BA3395"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP27167.1"
                     /db_xref="Pathema:BA_3395"
                     /translation="MQYCVAEAEKEGIENVHFEISSKSPNYDVYKKCFETYSFEYVTE
                     NMIVFKDIYEVEDVESDIDFKLIEEVGEDAFYSLWSEMTEEQVTYDQFVNMMLQEIGE
                     QWKEHCLTASIDEEPIGIVIPHIERGTLEEGKLMYFAVAPNIRNKGYEAAFFTGAMFV
                     LKEIGASYYIGEANVQNEWMKDVFEKNGCQLLSCTERYVRKF"
     gene            3123295..3124134
                     /locus_tag="BA_3396"
                     /old_locus_tag="BA3396"
                     /db_xref="Pathema:BA_3396"
     CDS             3123295..3124134
                     /locus_tag="BA_3396"
                     /old_locus_tag="BA3396"
                     /note="identified by similarity to GP:16410723"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27168.1"
                     /db_xref="Pathema:BA_3396"
                     /translation="MDITALQQQLELIQQNDYTQLQHIDINELTLNMLQFIGTTDSYV
                     RYQLIYKCFVHFIHHEFLMDDQLKLLLHTCLSDEYLYCDIYTPHTDGVFTRSYTVSLI
                     ALILQFANSHYFFTEEDIEEIKNKLITYTNLETDFRGYIENKGWAHCLAHVSDAFTEI
                     VHNTYTTFEWYEELIHCLLNKIFIPSDLFHNNEDERIVTPLLAMLYHDFPQDELISII
                     HKKIKRLPQIRKRLSLNEYCILCANIKTFLRTLFFRTKDDHNLAFTARKTERMLKELP
                     NYY"
     gene            3124152..3124608
                     /locus_tag="BA_3397"
                     /old_locus_tag="BA3397"
                     /note="mutT/nudix family protein, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3397"
     gene            complement(3124722..3124976)
                     /locus_tag="BA_3398"
                     /old_locus_tag="BA3398"
                     /db_xref="Pathema:BA_3398"
     CDS             complement(3124722..3124976)
                     /locus_tag="BA_3398"
                     /old_locus_tag="BA3398"
                     /note="identified by similarity to EGAD:108637"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27169.1"
                     /db_xref="Pathema:BA_3398"
                     /translation="MSESILIFCIYPLLICIFSIAVTYKVGTFYVMPMVTFLIFLMLN
                     VTVHDPVFFFWVGMYTILSFIVSYITILFIKGYKVVERER"
     gene            complement(3125072..3125452)
                     /locus_tag="BA_3399"
                     /old_locus_tag="BA3399"
                     /db_xref="Pathema:BA_3399"
     CDS             complement(3125072..3125452)
                     /locus_tag="BA_3399"
                     /old_locus_tag="BA3399"
                     /note="identified by match to protein family HMM PF00903"
                     /codon_start=1
                     /transl_table=11
                     /product="glyoxylase family protein"
                     /protein_id="AAP27170.1"
                     /db_xref="Pathema:BA_3399"
                     /translation="MKIEHVAIWVNDLEGMRDFYKQYFNGEENSLYHNPKKQFESYFI
                     TFEGGARLELMKQVGIDDNTQTQTIGYAHIAFSVGSKEKVNELTNTLREAGYPVVNGP
                     RTTGDGYYESVVSDPEGNQIEITI"
     gene            complement(3125514..3126566)
                     /locus_tag="BA_3400"
                     /old_locus_tag="BA3400"
                     /db_xref="Pathema:BA_3400"
     CDS             complement(3125514..3126566)
                     /locus_tag="BA_3400"
                     /old_locus_tag="BA3400"
                     /note="identified by similarity to GP:16412960; match to
                     protein family HMM PF00480"
                     /codon_start=1
                     /transl_table=11
                     /product="ROK family protein"
                     /protein_id="AAP27171.1"
                     /db_xref="Pathema:BA_3400"
                     /translation="MLIKVVSDLSEQFVTQKSIKETILRGIRKVLLERGSATKVELSN
                     TLEISFPTISKFIEKMKQDGEVALAGLDDSSGGRRAKRYEYNPEYMLGLAIFLEKNET
                     NYTIFNCLGEVKEQGSTSSMLIDTGVNVLSKHIEGLIATFPKISSISIGVPGSVDNGR
                     IFYIPGYEKFQNFNLKSHLEEQFSIPVVIENDMNAAVLGYYKNTGNYDNSSLVYLYSG
                     QNGPGAGIMVNGDVVRGSTFFSGEISFVPQYDNKNFLQALRNEDSNNPEEYNIDAITR
                     LIATCIAIINPHAFIFCDDEVNQFVIEQIVKTCPQYIPAEHIPKITVSNWKEDYLYGL
                     KSLGLDLMITRTNKEN"
     gene            complement(3126665..3127858)
                     /locus_tag="BA_3401"
                     /old_locus_tag="BA3401"
                     /db_xref="Pathema:BA_3401"
     CDS             complement(3126665..3127858)
                     /locus_tag="BA_3401"
                     /old_locus_tag="BA3401"
                     /note="identified by match to protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP27172.1"
                     /db_xref="Pathema:BA_3401"
                     /translation="MKKDFTENDTKTLLASRNALFLLFALPGVAFATWISRTAAARDI
                     LAVSNAEMGWILFGLSVGSIIGLLSASHFIDGKGARDVIIGSMFFMIVGLLCLGITIY
                     FVSSMGAFGSLLVFGVGYGLAEVALNVEGSSIEQKLGTTLLPKFHGFFSVGTLVGALS
                     GSAAISLHIPILYQFLAISVVFILLVCMLDRFLPHGTGKKEKSRNKKRAKHTPLRMEK
                     KVLLLGLFVLGMAFAEGSANDWLPIVMVDGHQQSVVTGSIMYTIFVLAMTLARMCSSY
                     FLDRFGRVAVVRATIMMAIIGMTIVIFGSNSYFLALGVVLWGIGAALGFPIGLSAAGD
                     SGENATSNVATVSIIGFTAFLVGPPFLGILGEAFGIRNALLAVLLFVILSGIVSSVTR
                     ENTSS"
     gene            complement(3127915..3128478)
                     /gene="maa"
                     /locus_tag="BA_3402"
                     /old_locus_tag="BA3402"
                     /db_xref="Pathema:BA_3402"
     CDS             complement(3127915..3128478)
                     /gene="maa"
                     /locus_tag="BA_3402"
                     /old_locus_tag="BA3402"
                     /EC_number="2.3.1.79"
                     /note="identified by similarity to SP:P77791; match to
                     protein family HMM PF00132"
                     /codon_start=1
                     /transl_table=11
                     /product="maltose O-acetyltransferase"
                     /protein_id="AAP27173.1"
                     /db_xref="Pathema:BA_3402"
                     /translation="MKTEKDKMLAGEMYIADDEELVADRVEAKRLTRLYNEAVETGDE
                     RRFTLLNQLLGSSADGKAQINPDFRCDYGYNIHVGKSFFANFNCVILDVCEVRIGDHC
                     MFAPGVHIYTATHPLHPVERNSGKEYGKPVKIGNNVWVGGGAIINPGVSIGDNAVIAS
                     GAVVTKDVPNNVVVGGNPAKVIKTIEE"
     gene            complement(3128785..3129309)
                     /locus_tag="BA_3403"
                     /old_locus_tag="BA3403"
                     /db_xref="Pathema:BA_3403"
     CDS             complement(3128785..3129309)
                     /locus_tag="BA_3403"
                     /old_locus_tag="BA3403"
                     /note="identified by match to protein family HMM PF02687"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP27174.2"
                     /db_xref="Pathema:BA_3403"
                     /translation="MSVHLLVQIMRETLKQLKKVKDQYPQLKISSYNQSLKQSNLMFQ
                     QRWSIFIVVIVVILFSVTLGVCNTLINNIQSKRKEFAILRAITVKKKGVVQIILTQVN
                     LYVLIGIVLGAVIGALLTYMVSIIDRTPLFFDFKLILRVIAGMFGIVFIIFIPFANRI
                     GKRDIVEELNKDNK"
     gene            complement(3129888..3131273)
                     /locus_tag="BA_3405"
                     /old_locus_tag="BA3405"
                     /db_xref="Pathema:BA_3405"
     CDS             complement(3129888..3131273)
                     /locus_tag="BA_3405"
                     /old_locus_tag="BA3405"
                     /note="identified by similarity to OMNI:AF1470; match to
                     protein family HMM PF02687"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, permease protein"
                     /protein_id="AAP27175.1"
                     /db_xref="Pathema:BA_3405"
                     /translation="MIKSVRGLSLRFFKTNKFTAISSIVSVMLAVSLIVTMIVFSSHA
                     KQSVINEVKNVYGDMDLSVGYNPDQNKLMDKSLLQNIKEQENVEYMSKVLVNHLQVNK
                     LNTAIYTVGVQNDSLSKSRYHFSKNISNEEVTLNDGLAETLQVKVGEKIKIENKSYVV
                     KEVLPDIEAGGSAPDILILSEGAVKQHIYEKTGKHNEATYLLIKAKENADVLALSSEI
                     HKIDKELRIDIAEEDEFLKSNLASLHIFIIVLSTLILIVTALLLVSNFEVFLYKYKSQ
                     FAIMRSMGATTKQMFKVIFIQCSVINFFGGISGLLLAVISKRFLQSCLEHLFAFQINS
                     MNFDYKIAIVTVIFSIFFIELFMLYPSYRSSKILPVKLMRENEESDFSNKKIRSIMGK
                     FLLMSSLFLTVLGGFVANKGDTQAIVILIGAIFLVLGSIYFISDLSLFDINSMSTYNE
                     KNIWKEYICCY"
     gene            complement(3131270..3132031)
                     /locus_tag="BA_3406"
                     /old_locus_tag="BA3406"
                     /db_xref="Pathema:BA_3406"
     CDS             complement(3131270..3132031)
                     /locus_tag="BA_3406"
                     /old_locus_tag="BA3406"
                     /note="identified by similarity to GP:15980956; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP27176.1"
                     /db_xref="Pathema:BA_3406"
                     /translation="MMSEVVLAVQDLSKTYESVDTNVRALQNVSLELNKGELLAIMGT
                     SGSGKSTLLNILGALDKPDEGVIYVNGEVPENMFIEPYATEYRRDNIGFIFQSFHLLK
                     DLSVEENIALPLILSANSEEEIREKTNKILDVLGLVNWRNHRPVQLSGGQQQRVAIGR
                     ALITSPPIVLADEPTGNLDFNTSNDILRVLVDMKQKFNQSMILVTHDPHIATYADRVL
                     FFHNGEVVDDYTCSHGVNDMNIILDKFKKLMEKSK"
     gene            complement(3132021..3132170)
                     /locus_tag="BA_3407"
                     /old_locus_tag="BA3407"
                     /db_xref="Pathema:BA_3407"
     CDS             complement(3132021..3132170)
                     /locus_tag="BA_3407"
                     /old_locus_tag="BA3407"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27177.1"
                     /db_xref="Pathema:BA_3407"
                     /translation="MITALELKVLLFQIGTEIVPPSNLKEKILIQVNLVEGIKLNHVE
                     VNNDE"
     gene            complement(3132247..3133245)
                     /locus_tag="BA_3408"
                     /old_locus_tag="BA3408"
                     /db_xref="Pathema:BA_3408"
     CDS             complement(3132247..3133245)
                     /locus_tag="BA_3408"
                     /old_locus_tag="BA3408"
                     /note="identified by similarity to GP:7380323; match to
                     protein family HMM PF00579; match to protein family HMM
                     TIGR00233"
                     /codon_start=1
                     /transl_table=11
                     /product="putative tryptophanyl-tRNA synthetase"
                     /protein_id="AAP27178.1"
                     /db_xref="Pathema:BA_3408"
                     /translation="MSEKIMLTGIKPTGYPHLGNYIGAIKPALQMSKRNEGKALYFIA
                     DYHALNAVHDPGQVSSYTKEVAATWLSLGLGEDVIFYRQTEVPEILELAWILACLTPK
                     GLMNRAHAYKAKVEQNKEAGLEVDAGVNMGLYTYPILMAADILLFQATHVPVGKDQIQ
                     HIEIARDIATYFNHTFGTTFTLPEYVIQEEGAILPGLDGRKMSKSYGNVIPLFAEQEK
                     LRKLIFKIKTDSSLPNEQKELETLYTIYKEFATEYEMQSMREKYETGIGWGDVKKELF
                     RVVDRELAGPREKYAMYMNEPNLLYEALEKGAERAREIAKANLVGIKKRIGFERGR"
     gene            3133636..3134793
                     /gene="dxr1"
                     /locus_tag="BA_3409"
                     /old_locus_tag="BA3409"
                     /db_xref="Pathema:BA_3409"
     CDS             3133636..3134793
                     /gene="dxr1"
                     /locus_tag="BA_3409"
                     /old_locus_tag="BA3409"
                     /EC_number="1.1.1.267"
                     /note="identified by match to protein family HMM PF02670;
                     match to protein family HMM PF08436; match to protein
                     family HMM TIGR00243"
                     /codon_start=1
                     /transl_table=11
                     /product="1-deoxy-D-xylulose 5-phosphate reductoisomerase"
                     /protein_id="AAP27179.1"
                     /db_xref="Pathema:BA_3409"
                     /translation="MVKYISILGSTGSIGTSALDVVSAHPEHFKIVGLTANYNIELLE
                     QQIKTFQPRIVSVATKELADTLRTRISTNTKITYGTDGLIAVATHPNSNLVLSSVVGV
                     SGLLPTIEALKAKKDIAIANKETLVAAGHIVTELAKQNGCRLIPVDSEHSAIFQCLNG
                     ENNKEIDKLIVTASGGAFRDKTREEMKTLQAKDALKHPNWLMGAKLTIDSATLMNKGF
                     EVMEARWLFDIPYEKINVMIHKESIIHSLVEFIDGSVIAQLGAPDMRMPIQYAFHYPT
                     RLPSSYEKLNLLEIGSLHFEKPDLEKFPCLQYAYECGKIGGITPAVLNAANEIANALF
                     LKNEIAFFDIEKTIYKTVEAHHNVKDPSLDAILEADQWARQYANQLLIKKS"
     gene            complement(3134823..3135953)
                     /locus_tag="BA_3410"
                     /old_locus_tag="BA3410"
                     /db_xref="Pathema:BA_3410"
     CDS             complement(3134823..3135953)
                     /locus_tag="BA_3410"
                     /old_locus_tag="BA3410"
                     /note="identified by match to protein family HMM PF01594"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP27180.1"
                     /db_xref="Pathema:BA_3410"
                     /translation="MVSLEKINIRKRDKLKKFFREHNYLAVLLGFALLFINILLLTKI
                     SFVFTPFIVFLKTIFFPVLLAGVLFYILHPFVSLLEKKGVSRIVSIASIYLIVIGLFV
                     FLVLTVIPIIKDQIDALIDNLPYFGHEIERAARRFGESNLLGKIQENLNIDVASMVKD
                     YTVDFTKSLSSVTGNVTGFLSTVTEVVLTFVMVPFILFYLLKDGEQLPNHFLKFISEQ
                     RQPAAMRILDDMHYAISSYIRGQIIVSLFIGIMLLIGYLIIGIKYAVLLAILAMIVNI
                     VPYVGPIIAITPALIIAFIDSPGMVLKVIIVMMVVQLAEGKFISPQVMGKKLDIHPIT
                     IIFIILTAGNLFGIMGIILAIPGYAILKVLVTHGYRFVKLNT"
     gene            complement(3136008..3136256)
                     /locus_tag="BA_3411"
                     /old_locus_tag="BA3411"
                     /db_xref="Pathema:BA_3411"
     CDS             complement(3136008..3136256)
                     /locus_tag="BA_3411"
                     /old_locus_tag="BA3411"
                     /note="identified by similarity to OMNI:SA0446; match to
                     protein family HMM PF04226"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27181.1"
                     /db_xref="Pathema:BA_3411"
                     /translation="MGWIITLIVGAIIGAIASSITGKNFPGGMFGNIIAGLLGASLGG
                     KLFGSFGPSFGGIHVVPALLGAIVLIFIVSFVVKAAKK"
     gene            3136393..3136854
                     /locus_tag="BA_3412"
                     /old_locus_tag="BA3412"
                     /db_xref="Pathema:BA_3412"
     CDS             3136393..3136854
                     /locus_tag="BA_3412"
                     /old_locus_tag="BA3412"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP27182.1"
                     /db_xref="Pathema:BA_3412"
                     /translation="MIQKLVTTSHRTATSILNIQIPAYEIEAKYINSTAIPRLYDTIA
                     DIQSCDEIFYGYFYEDTLAGFISFKIDKEEVDIHRLVVSPDHFHKGIATKLLLYIFDM
                     FSSSKTYIVQTGKENTPALSLYKKHGFIEVQNIVLPDGVILTSLKKTENNK"
     gene            3137132..3137275
                     /locus_tag="BA_3413"
                     /old_locus_tag="BA3413"
                     /db_xref="Pathema:BA_3413"
     CDS             3137132..3137275
                     /locus_tag="BA_3413"
                     /old_locus_tag="BA3413"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27183.1"
                     /db_xref="Pathema:BA_3413"
                     /translation="MLRLSDHAIKMMEQRLRLEQHRTYQANKIVDNLHHKYFFQHIFQ
                     PKR"
     gene            complement(3137331..3138086)
                     /locus_tag="BA_3414"
                     /old_locus_tag="BA3414"
                     /db_xref="Pathema:BA_3414"
     CDS             complement(3137331..3138086)
                     /locus_tag="BA_3414"
                     /old_locus_tag="BA3414"
                     /note="identified by similarity to OMNI:NTL01BH0356; match
                     to protein family HMM PF08241; match to protein family HMM
                     PF08242"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27184.1"
                     /db_xref="Pathema:BA_3414"
                     /translation="MKGTQMLALNKKCWDTVAPYFFQVDCLPKYGPYTASEDEIHLFD
                     SIKGKKVLDIGCGSGHSLQYMAEHGAEELWGLDLSSTQIETAHETLQSWNPKLICGAM
                     EEERDIPKGYFDIVYSIYALGWTSDLRKTLELIYSYVKPEGSFIFSWEHPVYSNLMYG
                     TEEIAFSSSYHEETPIMFETFKGEDVQATLYKRKMSTYINELNRVGFTIERIEEPEPS
                     SSFDEELAEPSTKYYSLHKARMVPTTFIIKARK"
     gene            complement(3138127..3138675)
                     /locus_tag="BA_3415"
                     /old_locus_tag="BA3415"
                     /db_xref="Pathema:BA_3415"
     CDS             complement(3138127..3138675)
                     /locus_tag="BA_3415"
                     /old_locus_tag="BA3415"
                     /note="identified by similarity to GP:14970940; match to
                     protein family HMM PF07336"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27185.1"
                     /db_xref="Pathema:BA_3415"
                     /translation="MKLNQNAPNELEYIRELLNTWRIPNDTREPIDLLQTEEDIKLFM
                     KEYFHEELPFHTIEELKNFREDIRMVIEGEESLQKWLEKYPFQVNVREDMKGITYEPM
                     REENMYTKVLSIVLTAIQENFWGRLKSCPDCRWVFYDHSRNGSKRWCGMYAGEEGGRA
                     CGTIAKVKNYRAKRKGRTGYNV"
     gene            3138782..3139963
                     /locus_tag="BA_3416"
                     /old_locus_tag="BA3416"
                     /db_xref="Pathema:BA_3416"
     CDS             3138782..3139963
                     /locus_tag="BA_3416"
                     /old_locus_tag="BA3416"
                     /note="identified by match to protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP27186.1"
                     /db_xref="Pathema:BA_3416"
                     /translation="MKSFSTPIRFMLISSFFMSFGYFAVYAFLAIYLLTFLHFSAVQV
                     GTVLTVMTITSRIIPLFSGLIADKIGYIIMMIAGLFLRGIGFIALGICSDFYTISISS
                     ALIGFGTAFYEPAARAIFGSQPAHTRKNLFTYLNLSFNCGAIMGPIAGGFLLLLDPIY
                     AFSLTGSLMLIFAFIFYLLKDHFQVTTENTSITLGIQAILQNKSFLLFSFIMIFFYIM
                     FTQLTVALPLHMKNISNSNQLATLVITINAITGVIFMVLFRKLFLKYNTLSFIKYGVL
                     LMSISFLLIPLFQHPYWLFICVIFFTIGETLVLPNVDIATANYSNESYTATYFGFYQL
                     SLAFGFIIGNYIGTWFTSNLNEMYTPWLIFGGIGLTSFISLHILNIRKVASKEDRYIP
                     M"
     gene            complement(3140020..3140934)
                     /locus_tag="BA_3417"
                     /old_locus_tag="BA3417"
                     /db_xref="Pathema:BA_3417"
     CDS             complement(3140020..3140934)
                     /locus_tag="BA_3417"
                     /old_locus_tag="BA3417"
                     /note="identified by similarity to OMNI:NTL01TV0046; match
                     to protein family HMM PF00515"
                     /codon_start=1
                     /transl_table=11
                     /product="tetratricopeptide repeat protein"
                     /protein_id="AAP27187.2"
                     /db_xref="Pathema:BA_3417"
                     /translation="MNINEKAIEMFEQNKYEEAMELFHRAVHESRDVQSLNNLAWMYF
                     YEEENDEKALELIGEVVKLNPSSYFPYNILRDIYMKQKKWEEAKEALQKSISIQPSDE
                     AYHNVAVAHYNLGELEEASEFFLRVAGDSDYIMYSYVKCLIDLGRTKEAKEKLDAFNR
                     ESDNFLGEMMVADLYVELNCYKEAIEWFEKGYKECWKSPNWIGRFVYALYKVNNSSRI
                     HEVIRESIEAKIAEIEDVENAEVEENWTENDKKELIEEYTKENNYYKTMIGRIKSGYV
                     LDLEFETDYIGGCYLFGCKRHNHLEYGQ"
     gene            3141202..3141597
                     /locus_tag="BA_3418"
                     /old_locus_tag="BA3418"
                     /db_xref="Pathema:BA_3418"
     CDS             3141202..3141597
                     /locus_tag="BA_3418"
                     /old_locus_tag="BA3418"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP27188.1"
                     /db_xref="Pathema:BA_3418"
                     /translation="MELRDVIKQKLAVLLFTGIILSGCSTIAENSLETGNGSMELLTP
                     TITTKDNELEIKTEGIDENKVTFIYVANKKVLEQKLKNGESYKLNIKDIEHAHRTDYK
                     PKVQLLQTKDDNDDGEIVTFKQVRYAVKN"
     gene            3141674..3141913
                     /locus_tag="BA_3419"
                     /old_locus_tag="BA3419"
                     /db_xref="Pathema:BA_3419"
     CDS             3141674..3141913
                     /locus_tag="BA_3419"
                     /old_locus_tag="BA3419"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27189.1"
                     /db_xref="Pathema:BA_3419"
                     /translation="MKKRWISWWIGNIFWIIVFGIWAAIIWLRDVDGAGVIQTPEIKS
                     ISLIVILIAFIIPVFFQVIWLIINLRMSKKNNFTT"
     gene            complement(3141989..3142537)
                     /locus_tag="BA_3420"
                     /old_locus_tag="BA3420"
                     /db_xref="Pathema:BA_3420"
     CDS             complement(3141989..3142537)
                     /locus_tag="BA_3420"
                     /old_locus_tag="BA3420"
                     /note="identified by similarity to OMNI:SA1973"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27190.1"
                     /db_xref="Pathema:BA_3420"
                     /translation="MLQALLIFVLQIIYVPILTIRTILLVKNQTRSAAAVGLLEGAIY
                     IVSLGIVFQDLSNWMNIVAYVIGFSAGLLLGGYIENKLAIGYITYQVSLLDRCNELVD
                     ELRHSGFGVTVFEGEGINSIRYRLDIVAKRSREKELLEIINEIAPKAFMSSYEIRSFK
                     GGYLTKAMKKRALMKKKDHHVS"
     gene            complement(3142737..3143150)
                     /locus_tag="BA_3421"
                     /old_locus_tag="BA3421"
                     /db_xref="Pathema:BA_3421"
     CDS             complement(3142737..3143150)
                     /locus_tag="BA_3421"
                     /old_locus_tag="BA3421"
                     /note="identified by similarity to SP:P09354"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ATP synthase protein I"
                     /protein_id="AAP27191.1"
                     /db_xref="Pathema:BA_3421"
                     /translation="MIQAALRVYRLQLYVIFSGLLLMWTITPFGKQVTGFGIGLAVSA
                     YCLWLLARRVEKLGKSIVMKEKAPGLGVLNRFAAAILGAIIMYEIEHEMEMWAFGTGI
                     LGGHFLMIANLAYANIQLVKEEEKKREHASKNIEL"
     gene            complement(3143203..3144531)
                     /locus_tag="BA_3422"
                     /old_locus_tag="BA3422"
                     /db_xref="Pathema:BA_3422"
     CDS             complement(3143203..3144531)
                     /locus_tag="BA_3422"
                     /old_locus_tag="BA3422"
                     /note="identified by similarity to OMNI:NTL01BS02653;
                     match to protein family HMM PF00571; match to protein
                     family HMM PF01595; match to protein family HMM PF03471"
                     /codon_start=1
                     /transl_table=11
                     /product="CBS domain protein"
                     /protein_id="AAP27192.2"
                     /db_xref="Pathema:BA_3422"
                     /translation="MEIFNLVMVAILIAFTGFFVAAEFAIVKVRSSRIDQLVAEGKRG
                     ALAAKKVTTNLDEYLSACQLGITVTAMGLGWLGEPTIEKLLHPLFEKWNLNPSISSVL
                     TFGLAFMLMTYLHVVVGELAPKTMAIQKAEKVTLLFAAPLMMFYKVMYPFIWVLNGSA
                     RVITGLFGLKPASEHEVAHTEEELRLILSDSYESGEINQAEYKYVNNIFEFDNRIAKE
                     IMVPRTEIVGFYLEDSVEEHMKVIQNERYTRYPIFGEDKDDIIGMVNVKDFFIRYMTE
                     DQKDLSSIRSYMRPIIEVMETTPIHDLLLQMQKKRIPMAVLYDEYGGTAGIVTFEDIL
                     EEIVGEIRDEYDEDEAPPIQHVNEQHIIVDGKVLISEVKDLFGLHIEEDDVDTIGGWI
                     MMQNHEIEEGQHVEAEGYEFKVLEKDAYQIKRVEIRKMEEEQEEEKAATV"
     gene            complement(3144651..3145058)
                     /locus_tag="BA_3423"
                     /old_locus_tag="BA3423"
                     /db_xref="Pathema:BA_3423"
     CDS             complement(3144651..3145058)
                     /locus_tag="BA_3423"
                     /old_locus_tag="BA3423"
                     /note="identified by match to protein family HMM PF00376"
                     /codon_start=1
                     /transl_table=11
                     /product="putative transcriptional regulator"
                     /protein_id="AAP27193.2"
                     /db_xref="Pathema:BA_3423"
                     /translation="MYRIGQLALMAHVSKRTIDYYTNLGILKAERSQSNYRYYDETAF
                     ETLQFIEKCKEMHMPLCEIKEKIEEKKKLLGINEHVSKQVNEVTDHIHRLEAELTELK
                     PLLDGLTDSQREKISKSLSGQTTALIQTLALLL"
     gene            3145506..3146390
                     /locus_tag="BA_3424"
                     /old_locus_tag="BA3424"
                     /db_xref="Pathema:BA_3424"
     CDS             3145506..3146390
                     /locus_tag="BA_3424"
                     /old_locus_tag="BA3424"
                     /note="identified by similarity to SP:O31540; match to
                     protein family HMM PF00892"
                     /codon_start=1
                     /transl_table=11
                     /product="transporter, EamA family"
                     /protein_id="AAP27194.1"
                     /db_xref="Pathema:BA_3424"
                     /translation="MKQTILGAICLSLAASIWGGMYVVSKYVLDFIPPLTLVWLRFII
                     AFVVLYGILKIAEKKQKKKVTIHKKDWLLFAWIGFIGYFISITCQFIGTKLSDAHTGS
                     LVTSATPAFIVIFAAIILKEKLTARRLLSTIIATIGVIIVIGWDIEIGSYFIGTIILV
                     GAAITWALLSIYVKIASAKFSSLVITTYAIFFSLFFITPFMVWEFQSNPIEHMNMYVL
                     LGVLYLGIVSTAGAFFLWNKGLELMDASIGSLFFFFQPIVGSLLGWLLLNETLSSNFF
                     IGGILIICSVFITTFEKK"
     gene            complement(3146436..3147257)
                     /locus_tag="BA_3425"
                     /old_locus_tag="BA3425"
                     /db_xref="Pathema:BA_3425"
     CDS             complement(3146436..3147257)
                     /locus_tag="BA_3425"
                     /old_locus_tag="BA3425"
                     /note="identified by match to protein family HMM PF00805"
                     /codon_start=1
                     /transl_table=11
                     /product="pentapeptide repeats domain protein"
                     /protein_id="AAP27195.1"
                     /db_xref="Pathema:BA_3425"
                     /translation="MTNHSEYLKANCEKCFGLCCVALPFAASVDFAVNKDGGKPCSNL
                     QSDFKCSIHKNLRGKGYKGCTVFECFGAGQKIPQVTFNGIDWRKDAKHARKMYDAFPV
                     MHQLHEMLWYLNEAILLKATQPIHKELKTAIEETERLSNVNPDELMKINVPLHRAEVN
                     ILLLETSELVWKEMNTARKKRIIHRGADLMGANLKKKNLQGANLRGAYLIAANLNGAD
                     LRGADLIGADLRDADIRGADFTNSIFLTQVQVNAARGDKHTKLPKLLSRPSHWSA"
     gene            3147453..3147629
                     /locus_tag="BA_3426"
                     /old_locus_tag="BA3426"
                     /db_xref="Pathema:BA_3426"
     CDS             3147453..3147629
                     /locus_tag="BA_3426"
                     /old_locus_tag="BA3426"
                     /note="identified by similarity to GP:17431632; match to
                     protein family HMM PF06906"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27196.1"
                     /db_xref="Pathema:BA_3426"
                     /translation="MALQMKTNCQICDQSLEQDSEAYICVYECTFCAPCTEERHNVCP
                     NCGGELVRRPKKKQ"
     gene            complement(3147809..3148870)
                     /locus_tag="BA_3427"
                     /old_locus_tag="BA3427"
                     /db_xref="Pathema:BA_3427"
     CDS             complement(3147809..3148870)
                     /locus_tag="BA_3427"
                     /old_locus_tag="BA3427"
                     /note="identified by similarity to EGAD:107450"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27197.1"
                     /db_xref="Pathema:BA_3427"
                     /translation="MKDNKEFIGYVGTYTKENSEGIYKFTLDTEAKKISNVTLAAKLD
                     NPTYVTINRNNEYLYSVVKEGESGGVAAYSINSKTGELTEENRQVVEGASPCHVSVDS
                     RNHTVVTANYHKGTIESFVVNEEDGTVSPAASIMAHEGSGPNKERQEKPHAHYAGYTP
                     DEKYVVGVDLGIDKIITYEIKDSVLTEVNRLSVNPGSGPRHITFHPNGKYAYVMTELS
                     SEVIMLTYNPAEGPFTELQYISTIPKAFDENNQGSAIHISSDGRFVYAGNRGHNSIAV
                     FSVDENSGKLTFVAHTSTEGNWPRDFVLDPTEKFLVATNEKSHNLVLFSRSESTGELT
                     LLQSDVAVPEPVCVKFLNV"
     gene            complement(3148998..3150539)
                     /gene="gntK"
                     /locus_tag="BA_3428"
                     /old_locus_tag="BA3428"
                     /db_xref="Pathema:BA_3428"
     CDS             complement(3148998..3150539)
                     /gene="gntK"
                     /locus_tag="BA_3428"
                     /old_locus_tag="BA3428"
                     /EC_number="2.7.1.12"
                     /note="identified by match to protein family HMM PF00370;
                     match to protein family HMM PF02782; match to protein
                     family HMM TIGR01314"
                     /codon_start=1
                     /transl_table=11
                     /product="gluconokinase"
                     /protein_id="AAP27198.1"
                     /db_xref="Pathema:BA_3428"
                     /translation="MVSSKYMIGVDIGTTSTKSVLFSTDGSVIASHGIEYPLYSPTPE
                     TAEQDPEEIFRAVIHTIKETVQTSSVQPHDILCVSFSSAMHSIIAVDEKGKPLTRCIT
                     WADNRSASWAEKIKNDMNGHEIYLRTGTPIHPMSPLSKLVWLQNEQAELFAKTYKFIS
                     IKEYVFYKLYKEYVIDYSIASATGMFNLKSLKWDEEALHVAGITDDKLSKLVPTTHSL
                     TGLDEELANEMNVLVSTPFVVGASDGILSNLGVNAIDPGVVAVTIGTSGAIRAVTNRP
                     VTDPKGRIFCYALTEDHWVIGGPVNNGGMIFRWARDQLGTSEIELAKRLGKDPYEVLT
                     EIAAKVNPGSDGLLFHPYLAGERAPLWNANARGSFFGLGLHHKKEHLIRAVLEGVIYN
                     LYTVLLALKELIGEPKKIQATGGFARSELWRQMMADIFHQDVYVPESFESSCLGAAIL
                     GLYSLGEVDTLHVVSEMVGANFHHEPNMESVEKYKDLTPIYIRLSRQLEEEYESIADY
                     QKKWV"
     gene            complement(3150595..3151920)
                     /gene="gntP2"
                     /locus_tag="BA_3429"
                     /old_locus_tag="BA3429"
                     /db_xref="Pathema:BA_3429"
     CDS             complement(3150595..3151920)
                     /gene="gntP2"
                     /locus_tag="BA_3429"
                     /old_locus_tag="BA3429"
                     /note="identified by similarity to EGAD:19179; match to
                     protein family HMM PF02447; match to protein family HMM
                     PF03600; match to protein family HMM TIGR00791"
                     /codon_start=1
                     /transl_table=11
                     /product="gluconate permease"
                     /protein_id="AAP27199.1"
                     /db_xref="Pathema:BA_3429"
                     /translation="MNMYLLMITLLSIVIVILGVSWWRWHAFISLTIASLFLAIMSGM
                     PMDKIVSAYETGVGSVLGHLVGILVLGTILGKMMAESGAGMQVAEFFIKSFGIKNLPW
                     AMLIAGFIIGIPVFFEVGILILLPLVISIHKTTKQNILLIALPAIAGLSVVHGLVPSH
                     PGAIVAIGIYKANLGKVLLYSLIITFFAAIIAGPIFAKWIHKRVIPENEPELIRVNTK
                     STKLPGIGVSFLVILLPVMLMVLAAAAPYVPLSTTLMKIVTLIGSPIIALLIACFAAF
                     YFLGFRQGIDKKAIKKVTEDSLLPIGSIVAIIGAGGGFKQILIDSGVGNAIAQMSEHL
                     ALSPIVLAFMVAGLIRIATGSATVALTTAAGIVSPIVENTTGVNLELLVIATGAGALM
                     FSHVNDAGFWMVKEYLGLTVKETFKTWTVLETLLSFIAFGGVLLLDMFI"
     gene            complement(3152310..3152978)
                     /locus_tag="BA_3430"
                     /old_locus_tag="BA3430"
                     /db_xref="Pathema:BA_3430"
     CDS             complement(3152310..3152978)
                     /locus_tag="BA_3430"
                     /old_locus_tag="BA3430"
                     /note="identified by match to protein family HMM PF00923;
                     match to protein family HMM TIGR00875"
                     /codon_start=1
                     /transl_table=11
                     /product="putative transaldolase"
                     /protein_id="AAP27200.1"
                     /db_xref="Pathema:BA_3430"
                     /translation="MKFFIDTANLEDIKKAYKLGVLAGVTTNPSLVAKEGIKFEDRIA
                     EICQAVPKVESVSAEVTPDAVTAEEMIAQAEELIKINGGDEKVTIKLPMTLAGLEACR
                     YLTEKGVKTNVTLIFTVNQALLAARAGATYVSPFLGRLDDISEDGVLLVAKIAELFDV
                     HQLDTQIIAASVRHPDHVTRVAMAGAHIATIPYKVIEQLAMHPLTDQGIEKFAADWAK
                     APKL"
     gene            complement(3153030..3153923)
                     /gene="gnd"
                     /locus_tag="BA_3431"
                     /old_locus_tag="BA3431"
                     /db_xref="Pathema:BA_3431"
     CDS             complement(3153030..3153923)
                     /gene="gnd"
                     /locus_tag="BA_3431"
                     /old_locus_tag="BA3431"
                     /EC_number="1.1.1.44"
                     /note="identified by match to protein family HMM PF00393;
                     match to protein family HMM PF03446; match to protein
                     family HMM PF03807; match to protein family HMM TIGR00872"
                     /codon_start=1
                     /transl_table=11
                     /product="6-phosphogluconate dehydrogenase
                     (decarboxylating)"
                     /protein_id="AAP27201.1"
                     /db_xref="Pathema:BA_3431"
                     /translation="MQVGLIGLGKMGLNLGKNLIDHKHEVAAFDLNASAVEEMKEYGA
                     TGASSLNELVQSLQSPRVLWVMVPHAVVDSVIDEVTPLLSKGDILIEAGNSHYKESIR
                     RYEQLKKDGIHFMDAGTSGGMEGARNGACYMIGGDQEAWDIVEPIFRDTAVENGYLYA
                     GKAGSGHFLKMVHNGIEYGMMAAIGEGFEILEKSEFDYDYEKVSRVWNNGSVIRSWLM
                     ELTENAFSKDAKLDEIKGVMHSSGEGKWTVETALDLQTATPVIAMSLLMRYRSLDNDT
                     FTGKVVAALRNEFGGHAVEKK"
     gene            complement(3154028..3156052)
                     /gene="tkt1"
                     /locus_tag="BA_3432"
                     /old_locus_tag="BA3432"
                     /db_xref="Pathema:BA_3432"
     CDS             complement(3154028..3156052)
                     /gene="tkt1"
                     /locus_tag="BA_3432"
                     /old_locus_tag="BA3432"
                     /EC_number="2.2.1.1"
                     /note="identified by match to protein family HMM PF00456;
                     match to protein family HMM PF02779; match to protein
                     family HMM PF02780; match to protein family HMM TIGR00232"
                     /codon_start=1
                     /transl_table=11
                     /product="transketolase"
                     /protein_id="AAP27202.1"
                     /db_xref="Pathema:BA_3432"
                     /translation="MTQNINQLAVNTIRTLSIDAINAANSGHPGLPMGAAPMAYALWA
                     NHLNHNPNHPKWFNRDRFVLSAGHGSSLLYSLLHLAGYDVSIDDLKNFRKLNSKTPGH
                     PEFGHTSGVEATTGPLGQGIANAVGMAMAEAHLAAKFNKDGHSIIDHNTYALVGDGDL
                     MEGVAYEAMSMEGVAYEAMSMAGHMKLGKLIVLYDSNEISLDGELNIAFSEDMQKRVE
                     SAHWQYVRVEDGNDVDAITKAIQLAKDNTDQPTLIEIRTVIGYGSPKVAGTNKAHGNP
                     LGLEEATATKQVYGWHYEEDFFVPEEVTAHFNELKQKGIEKERGWNEQFNLYRESNPA
                     LADELEKAIIGEVLIEAKDILSFDSEKTISTRVASGEAINHYVKSIPSIFGGSADLSH
                     STMTDIKGEAVYAVESYAGRNIYFGVREHAMGAAANGLALHGGVKPFVSTFFVFNDYL
                     RPSIRLAALQKLPVTYVFTHDSIAVGEDGPTHEPIEHLAALRAIPGLTVIRPSDANET
                     ASAWAYALQQTEGPVVLVLSRQNLPVFHETKANIENLSKGAYVLTQTNENPDVILIAT
                     GSEVSLAASAKAKLEEDNVSVRIVAMPSWELFDRQSKEYKESVLPSSVTKRVSLEMGV
                     SLGWERYVGQEGNILSIETFGASGTGAEVMNLFGFTTENVVQITKNVLNS"
     gene            complement(3156092..3157576)
                     /gene="zwf"
                     /locus_tag="BA_3433"
                     /old_locus_tag="BA3433"
                     /db_xref="Pathema:BA_3433"
     CDS             complement(3156092..3157576)
                     /gene="zwf"
                     /locus_tag="BA_3433"
                     /old_locus_tag="BA3433"
                     /EC_number="1.1.1.49"
                     /note="identified by match to protein family HMM PF00479;
                     match to protein family HMM PF02781; match to protein
                     family HMM TIGR00871"
                     /codon_start=1
                     /transl_table=11
                     /product="glucose-6-phosphate dehydrogenase"
                     /protein_id="AAP27203.2"
                     /db_xref="Pathema:BA_3433"
                     /translation="MESMTFVLFGATGDLAKRKIYPALYNLYRDQKLPKQISVIGLGR
                     REVSHVDFQKRIKESIETFSRHREEGTPELEGFLDNFRYCPLDVSKPEDYERLLQVVR
                     EREEELHIKGNRMFYLSGAPEFFETIALNIKESGLDKTDGWKRLMIEKPFGHDLTSAR
                     ELNDKLSRTFEEDEIYRIDHYLGKPMIQNLEALEFANPVLQSIWNKEHIANVQITASE
                     TVGVEERAGYYDQAGAIRDMVQNHMLQILMMTAMNLPEKVNACEIREEKRKVMEALRK
                     VKKEDVQNHIIRGQYGAGEINGGQVVAYKEEPGVNPSSNIDTFIAARLWIDNPFWTGV
                     PFYIRTGKRMKEKSTRIVIEFKNTLKQQYQDSNPNAAPNLLIIEISPGENVSLQLNSK
                     NPLKNGEIEPIRINFTCEQADVGVPEAYERLIHDAVSGDATFFAHWREVELSWEWVQP
                     ILEAFEENLLPLHEYESGSYGPEASNELLQESGFKWWLDQETKK"
     gene            complement(3157927..3158475)
                     /locus_tag="BA_3434"
                     /old_locus_tag="BA3434"
                     /db_xref="Pathema:BA_3434"
     CDS             complement(3157927..3158475)
                     /locus_tag="BA_3434"
                     /old_locus_tag="BA3434"
                     /note="identified by similarity to SP:P54547; match to
                     protein family HMM PF00479"
                     /codon_start=1
                     /transl_table=11
                     /product="glucose-6-phosphate dehydrogenase domain
                     protein"
                     /protein_id="AAP27204.1"
                     /db_xref="Pathema:BA_3434"
                     /translation="MDSMTFLLFGATGDLAKRKIYPALYKLFSNGNIPQSISIIGIGR
                     RVMSDVEFQTKVEQSLATFSRRSTDDESGVEEFLSTFRYCQLNTANIEDYQDLLSLVK
                     RRETELNIPENRMFYLSVIPKVFDVIALNIKESGLWATKGLNRLIIEKPFGHHVTSAH
                     EFNEKLIEDFDETDIFYIDHYL"
     gene            complement(3158565..3159518)
                     /locus_tag="BA_3435"
                     /old_locus_tag="BA3435"
                     /db_xref="Pathema:BA_3435"
     CDS             complement(3158565..3159518)
                     /locus_tag="BA_3435"
                     /old_locus_tag="BA3435"
                     /EC_number="1.1.1.1"
                     /note="identified by match to protein family HMM PF00107;
                     match to protein family HMM PF08240"
                     /codon_start=1
                     /transl_table=11
                     /product="alcohol dehydrogenase, zinc-containing"
                     /protein_id="AAP27205.1"
                     /db_xref="Pathema:BA_3435"
                     /translation="MKAIGLTQYGDKSVLQEIEMQTPLLGDNDVLIEVYAAGVNPVDW
                     KIREGLLQDVISYDFPLVLGWDVAGVVAAIGKNVTVFKVGDEVYSRPDIERNGTYAEY
                     VAVDEKYVAKKPRNLSFEEAASIPLVGLTSWQSLVKFANVQKGNKVLIHAGSGGIGTF
                     AIQLAKSFGAHVATTTSTKNMQFVKDLGADTVVDYKTEDFSLLLHNYNIVFDVLGGDV
                     LKDSYKVLAPNGKLASIYGPKGMEIPQTEISREKNIESDHIFTEPNGYELSLITELIE
                     GGKIKPVVTHVLPLHVEGVKKAHHISESERARGKIVLKKHW"
     gene            complement(3159532..3160485)
                     /locus_tag="BA_3436"
                     /old_locus_tag="BA3436"
                     /db_xref="Pathema:BA_3436"
     CDS             complement(3159532..3160485)
                     /locus_tag="BA_3436"
                     /old_locus_tag="BA3436"
                     /note="identified by match to protein family HMM PF00296;
                     match to protein family HMM TIGR03571"
                     /codon_start=1
                     /transl_table=11
                     /product="bacterial luciferase family protein"
                     /protein_id="AAP27206.1"
                     /db_xref="Pathema:BA_3436"
                     /translation="MEKFANHFGYNRMFAKDQLTLGVHIPIENYQFHAPTMEKQVELV
                     QKAEQYGFTGVWLRDVLLQDPDFGDPATGQIYDMMIYLTYLASKTEKIAFGTSATVLS
                     LRHPLRVAKEIATLDQLFPERIMLGVSSGDRRADFKALGVSHETRGEKFREAFAYLEE
                     ILYKNFPSIQSTLGEVHGANLVPKPSKRVPTFITGFSQQNMEWFAEHGDGWMYYPRSP
                     VHQAAAIGQWRELVEDYHPDVFKPFIQPMHLDLSEDPNERPTPIRLGYRTGRKALIEL
                     LDIYKSIGVNHLFLALFDGQRPADEVLDELGEEVLPHFPAL"
     gene            complement(3160620..3160799)
                     /locus_tag="BA_3437"
                     /old_locus_tag="BA3437"
                     /db_xref="Pathema:BA_3437"
     CDS             complement(3160620..3160799)
                     /locus_tag="BA_3437"
                     /old_locus_tag="BA3437"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27207.1"
                     /db_xref="Pathema:BA_3437"
                     /translation="MGSCNVLAKATVKFFEERIDVIFAARFIHYVYYYSLSIGTLKCL
                     HHFKVRTVIHVMTDL"
     gene            3160905..3161912
                     /locus_tag="BA_3438"
                     /old_locus_tag="BA3438"
                     /db_xref="Pathema:BA_3438"
     CDS             3160905..3161912
                     /locus_tag="BA_3438"
                     /old_locus_tag="BA3438"
                     /note="identified by match to protein family HMM PF00107;
                     match to protein family HMM PF08240"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, zinc-binding dehydrogenase
                     family"
                     /protein_id="AAP27208.1"
                     /db_xref="Pathema:BA_3438"
                     /translation="MKAQIIHSFGDSSVFQLEEVSKPKLLPGHVLIDVKATSVNPIDT
                     KMRSGAVSAVAPEFPAILHGDVAGIVIEVGEGVSKFKCGDEVYGCAGGFKETGGALAE
                     FMLADARLIAHKPNNITMEEAAALPLVAITAWESLFDRANIKSGQNVLIHGATGGVGH
                     VAIQLAKWAGANVFTTASQQNKMEIAHRLGADVAINYKEESVQESVQEYVQKHTNGNG
                     FEVIFDTVGGKNLDNSFEAAAVNGTVVTIAARSTHDLSPLHAKGLSLHVTFMALKILH
                     TDKRNDCGEILTKITKIVEEGKLRPLLDSKSFTFDEVAQAHEYLESNKAIGKIVLKNV
                     W"
     gene            complement(3161921..3162130)
                     /locus_tag="BA_3439"
                     /old_locus_tag="BA3439"
                     /db_xref="Pathema:BA_3439"
     CDS             complement(3161921..3162130)
                     /locus_tag="BA_3439"
                     /old_locus_tag="BA3439"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27209.1"
                     /db_xref="Pathema:BA_3439"
                     /translation="MSCILSINGNIEKANCNMQTAEFSVIRKIRLLFFICCKGWSDFG
                     AVVSLKKKYDRLKRSLYYFSTIVVL"
     gene            complement(3162172..3162966)
                     /locus_tag="BA_3440"
                     /old_locus_tag="BA3440"
                     /db_xref="Pathema:BA_3440"
     CDS             complement(3162172..3162966)
                     /locus_tag="BA_3440"
                     /old_locus_tag="BA3440"
                     /note="identified by match to protein family HMM PF00106"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, short chain
                     dehydrogenase/reductase family"
                     /protein_id="AAP27210.1"
                     /db_xref="Pathema:BA_3440"
                     /translation="MHMQLKGKTALVTGSTAGIGKAIATSLVAEGANVLINGRREENV
                     NETIKEIRAQYPDAILQPVVADLGTEQGCQDVIEKYPKVDILINNLGIFEPVEYFDIP
                     DEDWFKLFEVNIMSGVRLTRSYLKKMIERKEGRVIFIASEAAIMPSQEMAHYSATKTM
                     QLSLSRSLAELTTGTNVTVNTIMPGSTLTEGVETMLNSLYPNEQLTIEEAEKRFMKEN
                     RPTSIIQRLIRPEEIAHLVTFLSSPLSSAINGSALRIDGGLVRSVF"
     gene            complement(3163554..3165251)
                     /locus_tag="BA_3442"
                     /old_locus_tag="BA3442"
                     /db_xref="Pathema:BA_3442"
     CDS             complement(3163554..3165251)
                     /locus_tag="BA_3442"
                     /old_locus_tag="BA3442"
                     /EC_number="3.4.24.28"
                     /note="identified by similarity to SP:Q00891; match to
                     protein family HMM PF01447; match to protein family HMM
                     PF02868; match to protein family HMM PF07504"
                     /codon_start=1
                     /transl_table=11
                     /product="bacillolysin"
                     /protein_id="AAP27211.1"
                     /db_xref="Pathema:BA_3442"
                     /translation="MNNFVKLGLTTGVVLSAIIPYGGVHAATEDLKVETKEDTFRTGN
                     LTAPSQKSAENVVKDALKGKTEQALSSKQVNTESKVNYNVTQSRKSYDGTTLVRLQQT
                     YEGRDVYGYQLTAHINDDGVLTSISGDSAQDLQQQEDLKQPIILSEEDAKKQLFKIYG
                     DNLTFVEEPEIKQVVYVDENTNKATNAYQITFSASTPEYVSGTVLIDAFVGDLLKELV
                     QKLGIQVDSSIVQSATANKSQDPSKLTGTGKDDLGMNRTFGITQRSDGTYTLADYSRG
                     KGIETYTANYKDYNNYRRNVWGYLDDLVTSNSTNFTDPKAVSAHYLATKVYDFYKEKY
                     SRNSFDNNGQKVISVVHGWNTNGKNIGNPKQWFNAFSNGAMLVYGDPIVRAFDVAGHE
                     FTHAVTRNESGLEYAGEAGAINEALSDILGVAVEKYANNGKFNWTMGEQSGRIFRDMK
                     NPSSISSRYPEDYRHYNNLPIDADHDYGGVHTNSSIINKVAYLIASGGNHNGVNVQGI
                     GEDKMFDIFYYANTDELNMTSDFKELKEACIRVAMNLYGKDSLEVQAVQQAFKAAYI"
     gene            complement(3165407..3167635)
                     /locus_tag="BA_3443"
                     /old_locus_tag="BA3443"
                     /db_xref="Pathema:BA_3443"
     CDS             complement(3165407..3167635)
                     /locus_tag="BA_3443"
                     /old_locus_tag="BA3443"
                     /note="identified by similarity to GP:15978438; match to
                     protein family HMM PF03272"
                     /codon_start=1
                     /transl_table=11
                     /product="enhancin family protein"
                     /protein_id="AAP27212.1"
                     /db_xref="Pathema:BA_3443"
                     /translation="MKRLLVIGIMYTMFFLIGNIHLHADERTNVKEITSLEEPTWIFQ
                     AGISKGKYHDRQDLGFILQRNTPLKVRQTNPNFKDKLTVRLLSNDSKNEKSIQVGNEW
                     ITIQGDTPLVPFIDTPYGEEPALLEYQVGNESATKPLPIYKQQGSVSQFFSTWDQFDG
                     EYALIQGESFQLFIPKKDKELVRSLKDFQSLDELIAYYEDIFAMYDSIIGLDGSTVEN
                     KKSQNRYFLKADISGAGGAYYGANWTANSTDSTKMWLDKLSWGTLHEIAHGYQAGFDN
                     QGIFTGEVSNNLFGVQYQYSKYGKKADQVGWLFNFGKKEQVERNLYNALMKENKNYDD
                     LDLRQKLILLTMAKQKAGDEAFAKMYQGYRKLASNAAFKKGDHSLPDLMNQYYSENVQ
                     VDFTPVFERWGFKLNHKQIEMNRAKGYPAVTSLAYIVPESQLAKARALVDPDIPINSN
                     FEIVRNQQIASLGLKGNLHIHLNTNEIDTLKGGKIKLKEGNTVIQEKTIETADINLQD
                     VPNGIYTVEISGGKTDSMYHFSTYYAYVKEKDNSLTIDVNEMKVSNLVNETIQFLGLG
                     DDQFAELNTDLEQERAVFTVTTKTPHSYYAGEKYASIELFNEKGEKIYTKEMEGTNVT
                     VVKDIIPLKEGYRIKIYHDEVKKRLTSKATIINPMNKTNEIIMTKWGLKNTYLKNNPE
                     ENLMKRIDEEMEVIISNPLLKEIPMQKLEMKKNVWMAINMLSEPQKITYINKYKDSLY
                     NE"
     gene            complement(3167978..3168577)
                     /locus_tag="BA_3444"
                     /old_locus_tag="BA3444"
                     /db_xref="Pathema:BA_3444"
     CDS             complement(3167978..3168577)
                     /locus_tag="BA_3444"
                     /old_locus_tag="BA3444"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27213.1"
                     /db_xref="Pathema:BA_3444"
                     /translation="MTKDFYTALKERRTYYGINKEVQVLDEKIKEIVEFAVKYTPSAF
                     NSQTARLVVLFGEAHNKLWDITTETLRKVVGDGDFSGTQQKMDSFKAGYGTVLFFEDE
                     AIVKSLQEKFAAYAENFPIWSHQASGMHQLVVWTGLEAEGLGASLQHYNPLIDDEVKQ
                     EWNVPANWKRIAQMPFGNPTAAPGEKEFQPLEERVKFHK"
     gene            complement(3168960..3170033)
                     /locus_tag="BA_3445"
                     /old_locus_tag="BA3445"
                     /db_xref="Pathema:BA_3445"
     CDS             complement(3168960..3170033)
                     /locus_tag="BA_3445"
                     /old_locus_tag="BA3445"
                     /note="identified by match to protein family HMM PF02012"
                     /codon_start=1
                     /transl_table=11
                     /product="BNR repeat domain protein"
                     /protein_id="AAP27214.1"
                     /db_xref="Pathema:BA_3445"
                     /translation="MEKFILAFDRELVIAEKKDSTWSVQSQFVGANPVALAVDPYDPE
                     RIYCGTFDRGLWRSKDGGSSWEAIGTLPSFGEVFPANAIHMRAITAVSVSSVKGDDGN
                     GIVYVGTEPSAMFVSKNGGDSFELLTDYRQMPSYSSWFFPQRTYTHHVKHIEIDANNP
                     ETIYTTIEVGGLIKSVDGGKTWTEEKEGNYPQDIHILTSHRNAPNRLYGVLGDSFLKE
                     PGQEYAESNDGGKTWNYMCSGLKHHYAYQMAVNPNDPENIIIATSSNPHVAHDYNNGN
                     CESFIYKKEKDQPWAEMNAGLPTPKGTIIPVLKATSDGTFYLFSNKGVYQSVDGGSNW
                     TSLEIPWENRFMEQHPYEMLIIK"
     gene            complement(3170445..3171284)
                     /locus_tag="BA_3446"
                     /old_locus_tag="BA3446"
                     /db_xref="Pathema:BA_3446"
     CDS             complement(3170445..3171284)
                     /locus_tag="BA_3446"
                     /old_locus_tag="BA3446"
                     /note="identified by match to protein family HMM PF00248"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, aldo/keto reductase family"
                     /protein_id="AAP27215.1"
                     /db_xref="Pathema:BA_3446"
                     /translation="MKNLQSTTKLHNGVEMPWFGLGVFKVEEGPELVEAIKSAIKTGY
                     RSIDTAAIYGNEAAVGEGIRAGIEATGISREELFITSKVWNADQGYKETIAAYEESLK
                     KLQLDYLDLYLVHWPVEGKYKDTWRALETLYKEKRVRAIGVSNFQIHHLQDVIQDAEI
                     KPMINQVEYHPRLTQKELQAFCKEQGIQMEAWSPLMQGQLLDNETLQAIAEKHGKTTA
                     QVILRWDLQNGVITIPKSTKEHRIIANADVFNFELTKEDMEKIDALNENHRVGPDPDN
                     FDF"
     gene            complement(3171301..3172515)
                     /locus_tag="BA_3447"
                     /old_locus_tag="BA3447"
                     /db_xref="Pathema:BA_3447"
     CDS             complement(3171301..3172515)
                     /locus_tag="BA_3447"
                     /old_locus_tag="BA3447"
                     /note="identified by match to protein family HMM PF00083;
                     match to protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="MFS transporter"
                     /protein_id="AAP27216.1"
                     /db_xref="Pathema:BA_3447"
                     /translation="MNSYTASSSEVQTNRRSIFALLALAISAFGIGTTEFVSVGLLPS
                     ISKDLHVSVTTAGLTVSLYALGVAFGAPVLTSLTANMSRKTLLMWIMIIFIIGNGIAA
                     VATSFTVLLIARIVSALSHGVFMSIGSTIAAALVPENKRASAIAIMFTGVTVATITGA
                     PIGTFIGQQFGWRTSFLAIVVIGIIALIANSILIPSNMKKGTSVSFRDQFKLVTNGRL
                     LLVFIITALGYGGTFVTFTYLSPLLQEVTGFKANTVTIILLVYGIAIAIGNVIGGKLS
                     NHNPIRALFYMFFIQAIILFVLTFTAPFKVAGLITIIFMGLFAFMNVPGLQVYVVMLA
                     ERFVPSAVDVASAINIAAFNAGIALGAYLGGIVTNSLGLIHTAWVGGIMVVGAVILTA
                     WSMSLEKRDQVK"
     gene            complement(3173094..3173567)
                     /locus_tag="BA_3448"
                     /old_locus_tag="BA3448"
                     /db_xref="Pathema:BA_3448"
     CDS             complement(3173094..3173567)
                     /locus_tag="BA_3448"
                     /old_locus_tag="BA3448"
                     /note="identified by match to protein family HMM PF01361"
                     /codon_start=1
                     /transl_table=11
                     /product="4-oxalocrotonate tautomerase family protein"
                     /protein_id="AAP27217.1"
                     /db_xref="Pathema:BA_3448"
                     /translation="MPLIELNTWPTMLTEEKKEFIYNVTELTIKRLKIVPDKIQVLIT
                     ELEKENWGKAGAVASDATFAEKSRVSNWETKESYDTSDRNVDGMAIIKIDIWNTFDQE
                     TKDKWVNELTQVTSKYTHAPLDKVLILIREMIPGNWGQSGVTGAHADFLSKSRTF"
     gene            complement(3173610..3174086)
                     /locus_tag="BA_3449"
                     /old_locus_tag="BA3449"
                     /db_xref="Pathema:BA_3449"
     CDS             complement(3173610..3174086)
                     /locus_tag="BA_3449"
                     /old_locus_tag="BA3449"
                     /note="identified by similarity to GP:6689181; match to
                     protein family HMM PF03928"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27218.1"
                     /db_xref="Pathema:BA_3449"
                     /translation="MSSSNLNEISKQILKEEETLQFSSFTNEDALQLGLFIVETAKQE
                     GKVIAVDITKNGVQLFHFKMTGTNEENTKWIERKKRVVSLHDRSSYYMQIQSEITGIS
                     YNEKYLLNTSEYAAFGGCFPIRVKNVGVIGMITVSGLPPEEDHELVIRAVKNHLNQ"
     gene            3174639..3175121
                     /locus_tag="BA_3450"
                     /old_locus_tag="BA3450"
                     /db_xref="Pathema:BA_3450"
     CDS             3174639..3175121
                     /locus_tag="BA_3450"
                     /old_locus_tag="BA3450"
                     /note="identified by match to protein family HMM PF00903"
                     /codon_start=1
                     /transl_table=11
                     /product="glyoxalase family protein"
                     /protein_id="AAP27219.1"
                     /db_xref="Pathema:BA_3450"
                     /translation="MSEKTAGFSQVNHVGITVSNLDKSIVFYEALTGKKVSNIDEIGG
                     TRMAQTQGLEDTRIKYANLHLDNLNIDILEYVVPKSDKASYSNDQISAMHLCFEVEDI
                     DAAVERLKAIGVEPDGEPIIFQEEDGLKSGFGTGVAYFRDPDGTNLELIAPKGPFRRE
                     "
     gene            complement(3175281..3176600)
                     /locus_tag="BA_3451"
                     /old_locus_tag="BA3451"
                     /db_xref="Pathema:BA_3451"
     CDS             complement(3175281..3176600)
                     /locus_tag="BA_3451"
                     /old_locus_tag="BA3451"
                     /note="identified by similarity to OMNI:NTL01EC02736;
                     match to protein family HMM PF01490; match to protein
                     family HMM PF03222"
                     /codon_start=1
                     /transl_table=11
                     /product="serine/threonine transporter family protein"
                     /protein_id="AAP27220.1"
                     /db_xref="Pathema:BA_3451"
                     /translation="MNGNTAKKIEVQAENTALNNEQYADPKKWHKQDTTWALSLFGTA
                     IGAGVLFLPINAGSGGLLSLLLITLLAYPVMYYSHRALAKMIYASNSADEGITGTIRE
                     YFGNKASIIFNIVYFGSIYTIVLMYSVALTNTASSFIVHQLHMPEPPRAILSLVLVLG
                     LIAILNFGQDITVKVMSMLVYPFIVSLLFIAISLIPQWNTSMLSFSAVSTASTGTGYF
                     GTIVMILPIIVFSFNHSPMISSFVVKQRATYGIEATDAKCAQIQKVCYIMTFAVVMFF
                     VWSSALSLTPDDIKMAKEQNLLILSYLANELNSPVITIAAPIIAFVAITKSFLGHYIG
                     AFEVMRDMIIKFGKSRGKDIEEKTIKTIILTFVVLSCWFVAYTNPSILGLIDSLSGPL
                     VAAILCLLPMYAIQKVPVLAKYKGKMSNVFVIIVGVLTVLASIKSLF"
     gene            complement(3177753..3178088)
                     /locus_tag="BA_3452"
                     /old_locus_tag="BA3452"
                     /db_xref="Pathema:BA_3452"
     CDS             complement(3177753..3178088)
                     /locus_tag="BA_3452"
                     /old_locus_tag="BA3452"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27221.1"
                     /db_xref="Pathema:BA_3452"
                     /translation="MMSNNNQVLKVGDWVRGISNEGEFIVGYVVSLDEVEDVVTVSIV
                     KRYDKYTKNEAILLFSKHVNKLPESNVINKEQILYLIDLALLTGDEEWFIELSSKLNS
                     IKELVNERF"
     gene            complement(3178216..3178629)
                     /locus_tag="BA_3453"
                     /old_locus_tag="BA3453"
                     /db_xref="Pathema:BA_3453"
     CDS             complement(3178216..3178629)
                     /locus_tag="BA_3453"
                     /old_locus_tag="BA3453"
                     /note="identified by similarity to OMNI:SP1636; match to
                     protein family HMM PF02082"
                     /codon_start=1
                     /transl_table=11
                     /product="rrf2 family protein"
                     /protein_id="AAP27222.1"
                     /db_xref="Pathema:BA_3453"
                     /translation="MSSDFTLAIHSLTYLALQPDRMSTSNAISESAGVHPVRIRKVLS
                     LLKKHKFIQSKEGTGGGFIFARDLDEVNLWHIYQITSEGALQPKCPESNDQCIVGSNM
                     RKVLFTIFLGAEEHLGEYLKNYTMKEVVDLINQER"
     gene            complement(3178793..3178951)
                     /locus_tag="BA_3454"
                     /old_locus_tag="BA3454"
                     /db_xref="Pathema:BA_3454"
     CDS             complement(3178793..3178951)
                     /locus_tag="BA_3454"
                     /old_locus_tag="BA3454"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27223.1"
                     /db_xref="Pathema:BA_3454"
                     /translation="MFERRKQEMIEVCVTVNYNDRNYQTNVIVSKDTIWTKIKQLAEE
                     QVKKQWSL"
     gene            complement(3179003..3179206)
                     /locus_tag="BA_3455"
                     /old_locus_tag="BA3455"
                     /db_xref="Pathema:BA_3455"
     CDS             complement(3179003..3179206)
                     /locus_tag="BA_3455"
                     /old_locus_tag="BA3455"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27224.1"
                     /db_xref="Pathema:BA_3455"
                     /translation="MREKFFERRKLKVIEVCVTVNYKDRNYQTNVIVSKDTVWTKIKQ
                     LAEEQVKKSGIFKYDYQKNEVIG"
     gene            complement(3179218..3179613)
                     /locus_tag="BA_3456"
                     /old_locus_tag="BA3456"
                     /db_xref="Pathema:BA_3456"
     CDS             complement(3179218..3179613)
                     /locus_tag="BA_3456"
                     /old_locus_tag="BA3456"
                     /note="identified by similarity to EGAD:107317; match to
                     protein family HMM PF03960; match to protein family HMM
                     TIGR01617"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27225.1"
                     /db_xref="Pathema:BA_3456"
                     /translation="MVVLYTTASCASCRKAKAWLEENQIDYTEKNIVSNSMTVDELKS
                     ILRLTEEGATEIISTRSKTFQDLNINIEELSLNEFYKLIIEHPLMLRRPIMLDEKRLQ
                     IGFNDEEIRKFLPRSVRTFLNIELQKLAN"
     gene            3180214..3180558
                     /locus_tag="BA_3457"
                     /old_locus_tag="BA3457"
                     /db_xref="Pathema:BA_3457"
     CDS             3180214..3180558
                     /locus_tag="BA_3457"
                     /old_locus_tag="BA3457"
                     /note="identified by similarity to EGAD:107760; match to
                     protein family HMM PF01638"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27226.1"
                     /db_xref="Pathema:BA_3457"
                     /translation="MKTYNIPVEATLEVIGGKWKVVILCHLKKGTKRTSELKRLMPGI
                     TQKMLTQQLRELEEDGVIQRKVYDQMPPKVEYSLTDYGSSLGAILDSLCSWGEVHLEK
                     TGHTSMLITADE"
     gene            complement(3180623..3181360)
                     /locus_tag="BA_3458"
                     /old_locus_tag="BA3458"
                     /db_xref="Pathema:BA_3458"
     CDS             complement(3180623..3181360)
                     /locus_tag="BA_3458"
                     /old_locus_tag="BA3458"
                     /note="identified by similarity to GP:16412819; match to
                     protein family HMM PF00392; match to protein family HMM
                     PF07702"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, GntR family"
                     /protein_id="AAP27227.1"
                     /db_xref="Pathema:BA_3458"
                     /translation="MASGSTQVKYLGIYQKMKQQILDGEYKINEKIPSSPVLAEEFDV
                     SVLTIKKALDLLVRDGYIIRRRGSGTVVQDWRQQEKARMIQTLTGTKAVYGSEVESKI
                     IEFTIVGADEIIAEKLGISVGDFVYKIIRLRIIHSIPTIMEHTWMPISVIPGVEVSVL
                     EESIYSHIQNKLGLQVGTSVVRVKGIRPDDKEKQFMNLTNQDFLMRVEQVAYLTDGRT
                     FEYSYADHLPETFEFETVITAKSYKEA"
     gene            complement(3181393..3182454)
                     /locus_tag="BA_3459"
                     /old_locus_tag="BA3459"
                     /note="oxidoreductase, Gfo/Idh/MocA family, authentic
                     point mutation; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3459"
     gene            complement(3182672..3183844)
                     /gene="cfa"
                     /locus_tag="BA_3460"
                     /old_locus_tag="BA3460"
                     /db_xref="Pathema:BA_3460"
     CDS             complement(3182672..3183844)
                     /gene="cfa"
                     /locus_tag="BA_3460"
                     /old_locus_tag="BA3460"
                     /EC_number="2.1.1.79"
                     /note="identified by match to protein family HMM PF02353;
                     match to protein family HMM PF08241; match to protein
                     family HMM PF08242"
                     /codon_start=1
                     /transl_table=11
                     /product="cyclopropane-fatty-acyl-phospholipid synthase"
                     /protein_id="AAP27228.1"
                     /db_xref="Pathema:BA_3460"
                     /translation="MVEELFYKKILKNLFSDPVQITLWNGETIQYGEGEPQFHVTFHK
                     PLSKKEIAKDPSIAFGEAYMNGDLEIEGNLEKAIQSIYKRQDSFLGDSKLQYFKSKWN
                     FSKQKNKDDIAHHYDIGNDFYKLWLDETMTYSCAYFQNEQDSLTTAQHNKVNHILKKL
                     NLQKGDTLLDIGCGWGELITAAAKQYGVKAMGVTLSEEQYAKASERIKQEGLTDLVEV
                     SLLDYRDIKNQKFDKIVSVGMIEHVGKDNITQYFETVNTLLNDGGISLLHCITSPANG
                     GATNGWIEKYIFPGGYVPAVNELITNMTNEQFFIVDVESLRRHYGKTLQHWARNFENV
                     MEEVRKTKDERFIRMWRLYLNACAASFFTGNIDLHQFVFTKGINDTIPMTRSYMYE"
     gene            complement(3184167..3184493)
                     /locus_tag="BA_3461"
                     /old_locus_tag="BA3461"
                     /db_xref="Pathema:BA_3461"
     CDS             complement(3184167..3184493)
                     /locus_tag="BA_3461"
                     /old_locus_tag="BA3461"
                     /note="identified by similarity to EGAD:107760; match to
                     protein family HMM PF01638"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27229.1"
                     /db_xref="Pathema:BA_3461"
                     /translation="MKQYNIPVEATLEIIGGKWKVVILCHLTKGKKRTSELQRLIPEI
                     SVRMLTQQLRELEEDGVITRKIYNEIPPRVEYSLTDYGWSLQNVLNQLTAWGERCIDR
                     KNSKVK"
     gene            complement(3184683..3185024)
                     /locus_tag="BA_3462"
                     /old_locus_tag="BA3462"
                     /db_xref="Pathema:BA_3462"
     CDS             complement(3184683..3185024)
                     /locus_tag="BA_3462"
                     /old_locus_tag="BA3462"
                     /note="identified by similarity to EGAD:107760; match to
                     protein family HMM PF01638"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27230.1"
                     /db_xref="Pathema:BA_3462"
                     /translation="MKTYNIPVEATLQVIGGKWKVVILCHLKKDKKRTCELKQLMSGI
                     TQKMLTQQLRELEEDGVIERKVYNQVPPKVEYSLTEYGHSLDAILDSLCNWGEHHLEK
                     NGNTSMLITAE"
     gene            3185456..3186466
                     /locus_tag="BA_3463"
                     /old_locus_tag="BA3463"
                     /db_xref="Pathema:BA_3463"
     CDS             3185456..3186466
                     /locus_tag="BA_3463"
                     /old_locus_tag="BA3463"
                     /note="identified by match to protein family HMM PF00248"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, aldo/keto reductase family"
                     /protein_id="AAP27231.1"
                     /db_xref="Pathema:BA_3463"
                     /translation="MSKLLKEKIGFGTAPLGNMYRNIPEEEAIATVDAAWENGVRYFD
                     TAPLYGSGLAEIRLGEALSKRNRDDYFLSTKVGRTISDELEDPSARDLGEKGGLFEFG
                     RKNKMINDYSADATLRSIEQSLKRLKTDRLDFVFIHDLAQDFYGDEWISQFETARTGA
                     FRALTRLREEGVIKGWGLGVNKVESIELMLDLEEAQPNISLLAGRYSLLDHERALQRV
                     MPAAVKHNMDIVVGGPYSSGILAGGAHFEYQKASPEIIAKVEKIKALADRHEISIKAA
                     ALQFSLANPAVAAVVPGASKPERIVEDQNALNTVIPAAFWEKMLEQKLVAPNAPLPIN
                     VK"
     gene            3186545..3186961
                     /locus_tag="BA_3464"
                     /old_locus_tag="BA3464"
                     /db_xref="Pathema:BA_3464"
     CDS             3186545..3186961
                     /locus_tag="BA_3464"
                     /old_locus_tag="BA3464"
                     /note="identified by similarity to OMNI:NTL02ML1331"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27232.1"
                     /db_xref="Pathema:BA_3464"
                     /translation="MAHTTTSMEIFGSPEQVWQLIGGFNSLPDWLPYIPSSKLTEGGR
                     VRHLANPDGDTIIERLEVFNEKERYYTYSIMNAPFPVTNYLSTIQVKEGTESNTSLVE
                     WSGTFTPVEVSDEEAINLFHGIYSDGLKALQHAFLD"
     gene            complement(3187187..3188011)
                     /locus_tag="BA_3465"
                     /old_locus_tag="BA3465"
                     /db_xref="Pathema:BA_3465"
     CDS             complement(3187187..3188011)
                     /locus_tag="BA_3465"
                     /old_locus_tag="BA3465"
                     /note="identified by match to protein family HMM PF00753"
                     /codon_start=1
                     /transl_table=11
                     /product="metallo-beta-lactamase family protein"
                     /protein_id="AAP27233.1"
                     /db_xref="Pathema:BA_3465"
                     /translation="MKNFVCTTCGVQYAASVEEPVSCHICDEERQYVNPKGQSWTTLE
                     SLQTSNTYKNEIIEEENGLYSITTKPGFAIGQTAYVVKTDSYRLLWDCITYLDETTIA
                     KIKELGGLDAIALSHPHYYSTQVEWAETFDVPIYIHEDDKEWVMRPSSRIIYWSGESL
                     QLADGITIHRLGGHFSGGSVLHWEEGNDGKGILLTGDIIQVVADERWVSFMYSYPNLI
                     PLPARKVEEMVNRVKPLQFNRLYNAFHRVVKENANEAVERSAERYIKAVEGKLFYT"
     gene            complement(3188040..3188597)
                     /locus_tag="BA_3466"
                     /old_locus_tag="BA3466"
                     /db_xref="Pathema:BA_3466"
     CDS             complement(3188040..3188597)
                     /locus_tag="BA_3466"
                     /old_locus_tag="BA3466"
                     /note="identified by similarity to GP:10175343"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27234.1"
                     /db_xref="Pathema:BA_3466"
                     /translation="MNVSEAKKDLAIKTKRGLPIILAGVLFWIVMSIMGFVLSEKQVV
                     WVYLIGMGCVFPFGLMIAALLKIDMFAKGNPLGVLAGLIGGINVLNIPLVLLAYFQFP
                     EWLPFVVAMLIGVHFIPYVWIYESKSYGLLSVGTVFVTSVCGILFAEKGFTVIPLSVT
                     VVYLLTFISLLIENKKANQYQQKSA"
     gene            complement(3188625..3189473)
                     /locus_tag="BA_3467"
                     /old_locus_tag="BA3467"
                     /db_xref="Pathema:BA_3467"
     CDS             complement(3188625..3189473)
                     /locus_tag="BA_3467"
                     /old_locus_tag="BA3467"
                     /note="identified by similarity to GP:10130002"
                     /codon_start=1
                     /transl_table=11
                     /product="aminoglycoside phophotransferase-related
                     protein"
                     /protein_id="AAP27235.1"
                     /db_xref="Pathema:BA_3467"
                     /translation="MDISIIAAQLVKEKVILQYPKNMKGLNGGTTSTIYLLDEQYVVK
                     LNESDVIREEAYFLQFYKKNDVFPKLLYKDPLSRYIVYLFLEGTTSCKSGHKRSILCK
                     LVKDVINKYEKVPKVSGWGWKNSPVQSWNEFLTVTVMEAHENVKSYISDEECRLVFKL
                     ANSPNRGAGIGEPFLLHGDFGFHNFIVQENRLHGVIDPLPVLGDPIYDLIYAFCSTPE
                     DLTKETIDYAMKQCVFHKKDRNLYEEIVIGLYLRIDTCLRHHPKDLEDYLVAWRYWMG
                     EVEVTL"
     gene            3189649..3189858
                     /locus_tag="BA_3468"
                     /old_locus_tag="BA3468"
                     /db_xref="Pathema:BA_3468"
     CDS             3189649..3189858
                     /locus_tag="BA_3468"
                     /old_locus_tag="BA3468"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27236.1"
                     /db_xref="Pathema:BA_3468"
                     /translation="MKPEFLKAVHDAIGNIEHIHIEESGADSLLIHHDDAQQLQQVAK
                     TLENNNFRSALRTTGDASYIEVLNR"
     gene            complement(3189972..3190871)
                     /locus_tag="BA_3469"
                     /old_locus_tag="BA3469"
                     /db_xref="Pathema:BA_3469"
     CDS             complement(3189972..3190871)
                     /locus_tag="BA_3469"
                     /old_locus_tag="BA3469"
                     /note="identified by match to protein family HMM PF02567;
                     match to protein family HMM TIGR00654"
                     /codon_start=1
                     /transl_table=11
                     /product="phenazine biosynthesis protein, PhzF family"
                     /protein_id="AAP27237.1"
                     /db_xref="Pathema:BA_3469"
                     /translation="MKTINVFHYDAFTNKPNMGNPAGIVLDADGLTEEEMQRIAEKVG
                     FNETSFVLSSEVADIRMRYFTPGYEMDLCGHGTVGTIYALRERGLLEEKASLTIETKA
                     GILPIQIGVNENGETFIKMRQTAPQFKDFAGSKEELAHSIGLEVNDLDVSLPIVYGST
                     GNWTVIVPVKNLDVCERMKPNNEVFPSVLKEIPNASIHPICLETYDEKVHMHGRHFSS
                     AYAGTIEDPVTGTASGVMGAYYATYVEKDFDHEMELIVEQGQEIHKDGRVTVYVTKDV
                     ESEKLQIDIAGTAVYVKEFEVLI"
     gene            complement(3190883..3191662)
                     /locus_tag="BA_3470"
                     /old_locus_tag="BA3470"
                     /db_xref="Pathema:BA_3470"
     CDS             complement(3190883..3191662)
                     /locus_tag="BA_3470"
                     /old_locus_tag="BA3470"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP27238.1"
                     /db_xref="Pathema:BA_3470"
                     /translation="MVIYDLAIIQNLFGPSKKVLNDLPNAVTIEEIEEDVLYDVQTYK
                     EKISRFEEVCFNWELKRASIVLNKRFSSYNSSVRVLLDAGFSLHAAKIEVCREFNNIE
                     ELERQYTYRSIAEGTLSEKEFKYIWEQCMSGSGNQTSILTIDEHFYSVQTELGKGWEK
                     LCIVFYDKNEPTGMAIPHIEPGTVSEGRLFYFGVMPYYRGKGIASKLHLQCLHMLKEM
                     GATYYIGSTHTSNEKMQGIFLRNNCSLKTEIELYYKIFNEG"
     gene            complement(3191656..3192360)
                     /locus_tag="BA_3471"
                     /old_locus_tag="BA3471"
                     /db_xref="Pathema:BA_3471"
     CDS             complement(3191656..3192360)
                     /locus_tag="BA_3471"
                     /old_locus_tag="BA3471"
                     /note="identified by match to protein family HMM PF00106"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, short chain
                     dehydrogenase/reductase family"
                     /protein_id="AAP27239.1"
                     /db_xref="Pathema:BA_3471"
                     /translation="MRVLITGGNRGLGLQLVKVFHENGHIIYPLVRTEVAVTQLKQMF
                     SCRCFPILADLAADESTEQIKKQLEEYTEYMDLVINNAGITGKETEVLHTNSEELTDL
                     FNIHCLGVIRAVKGTYMALAKSDHPRIINVSSRLGSLHKMANKEFPQGHFSYSYRIAK
                     AAQNMLTLCLQQEFENKGISVTAIHPGKLKTEIGAFDANMTPAEGTKNIYDWVIDSNE
                     DLSGQFIEPGVGEIKW"
     gene            complement(3192357..3192920)
                     /locus_tag="BA_3472"
                     /old_locus_tag="BA3472"
                     /db_xref="Pathema:BA_3472"
     CDS             complement(3192357..3192920)
                     /locus_tag="BA_3472"
                     /old_locus_tag="BA3472"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP27240.1"
                     /db_xref="Pathema:BA_3472"
                     /translation="MKLPLLQVETERLMIRPFQNDDYESWLDGFNKRLPSQYKYDDGY
                     QIMASSTKEWFTEWIRGFDEAAHRDEMYVLGIFRKEDGANIGKLELIKILRMDYQWAM
                     MGYSIHNQYWKNGYGIESVKVALPLFFNRLHFHRIELHIHVDNEPSVRLSERAGFSFE
                     CKREAFSLENGEWMDFLIYFKNKEMDI"
     gene            complement(3193066..3194568)
                     /locus_tag="BA_3473"
                     /old_locus_tag="BA3473"
                     /db_xref="Pathema:BA_3473"
     CDS             complement(3193066..3194568)
                     /locus_tag="BA_3473"
                     /old_locus_tag="BA3473"
                     /note="identified by match to protein family HMM PF00501"
                     /codon_start=1
                     /transl_table=11
                     /product="AMP-binding protein"
                     /protein_id="AAP27241.2"
                     /db_xref="Pathema:BA_3473"
                     /translation="MRTMQQLLQKRAMQSPNLEALVGGEKRYSFQQYNERVNQLAHYL
                     LHSGVQRGDRIGILCKNNHPFPSVMMASLKIGAVFIPLNHQLTVYELETIVKEAKLKV
                     LVIDEEFSEVLLKVDAVKEIPYVIETTKEGFGSFELTLQEQPMTEPNVEVHEEDDAIY
                     LFTSGTTGQAKACVIGHKNLHHYFDEIAGQREIPAGERFLSVHPLFHMSGVLSILNCI
                     YHGVTMIFLADSNPTLIWDKIEEEKITTMLAFPAVYSYMLDELNKKERNISTFKVAQS
                     GGTKVPETLIQKYMEKGIYMVQGYGSTEGWVVTSWHPMMGKEKMSSVGKALKNVEVKI
                     VHPETGHELTTNEVGEIHVRSPYMFKGYWNNEKATKKVIKDNWFNMGDAGMIDDDGFL
                     HIMGRYKDVIIRGGDNVYPDQVEDVIHEMHGVLEVAVVGVPDGFWGEIPRAYIVKDGE
                     TILTEESIIQYCKEKLASYKIPEVVFVEELPKNALGKVLKRELRDVVLVK"
     gene            complement(3194703..3195238)
                     /locus_tag="BA_3474"
                     /old_locus_tag="BA3474"
                     /note="NAD(P)H dehydrogenase, quinone family, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3474"
     gene            3195360..3195683
                     /locus_tag="BA_3475"
                     /old_locus_tag="BA3475"
                     /db_xref="Pathema:BA_3475"
     CDS             3195360..3195683
                     /locus_tag="BA_3475"
                     /old_locus_tag="BA3475"
                     /note="identified by similarity to EGAD:107760; match to
                     protein family HMM PF01638"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27242.1"
                     /db_xref="Pathema:BA_3475"
                     /translation="MNQNDSCPIATTLDVIGGKWKVYILCVLMDGKMRTNEIKREIPN
                     LTQKVLTQQLRQLEADGIIHRTVYQEVPPKVEYTLSEHGKSLMKIMDELFEWGKGHQI
                     KRLHD"
     gene            complement(3195877..3196434)
                     /locus_tag="BA_3476"
                     /old_locus_tag="BA3476"
                     /db_xref="Pathema:BA_3476"
     CDS             complement(3195877..3196434)
                     /locus_tag="BA_3476"
                     /old_locus_tag="BA3476"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27243.1"
                     /db_xref="Pathema:BA_3476"
                     /translation="MVVLELPKRNKQFGLYHPDGKYIAGTKMVSSNILFSVIPFLHNK
                     DVYGLETSSGEILAYFHTEVDGYDWVIYDSNYNQIGMFKGKMIQGFTMIRGTLMTDKA
                     TKLSDVEVEFDFIQSTLRTIDGRTLAIGKQGYMPIEWSERFMGLNVPTIILGSNASNN
                     EKILGLGVLLYSLRTIEIRKSRASV"
     gene            complement(3196422..3196661)
                     /locus_tag="BA_3477"
                     /old_locus_tag="BA3477"
                     /db_xref="Pathema:BA_3477"
     CDS             complement(3196422..3196661)
                     /locus_tag="BA_3477"
                     /old_locus_tag="BA3477"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27244.1"
                     /db_xref="Pathema:BA_3477"
                     /translation="MELFDYYKRKGKMKLLIGTGIFILALCAVYEDWGQFIFFVIAAS
                     IFFGIGFWQLRKGKLIQKNMIKVMQHFGMLILWLY"
     gene            3197052..3198218
                     /locus_tag="BA_3478"
                     /old_locus_tag="BA3478"
                     /db_xref="Pathema:BA_3478"
     CDS             3197052..3198218
                     /locus_tag="BA_3478"
                     /old_locus_tag="BA3478"
                     /note="identified by match to protein family HMM PF00023"
                     /codon_start=1
                     /transl_table=11
                     /product="ankyrin repeat domain protein"
                     /protein_id="AAP27245.1"
                     /db_xref="Pathema:BA_3478"
                     /translation="MLKHIPNAANKSVLFAFYNGVVTTYSYFHYESMKVFEHGSEGLP
                     SNEIMDNIQRVRHTGESNWTAFVLTVKRNGLYEVDYYDDLNPTLESGSALLLLAYTHY
                     HIEPTSDFSKLQLKSAIKAESFKKTLNYACMRNDIETVKEKLINIKLSTLNKKGPDRK
                     TPLHIACLNENIEIVTLLVEAGADLKIKYHGETPFALACRKGNVEIIKYLISQGENAN
                     EIMVGKVTPLHLISSSGNQEIVHYILERITNINAVTNRKRSALHYAVEDNNLEAAKVL
                     IDNGIDMELLEEYKRSALSLACDRNKPEMAGLLLENGANIHSTGQGKVTPLHSACERG
                     FIEVVRVLLQHQPNLHAKATLYSMPRNENLKETPIETAKRLGYDEIVDLLSSKL"
     gene            complement(3198378..3198653)
                     /locus_tag="BA_3479"
                     /old_locus_tag="BA3479"
                     /db_xref="Pathema:BA_3479"
     CDS             complement(3198378..3198653)
                     /locus_tag="BA_3479"
                     /old_locus_tag="BA3479"
                     /note="identified by similarity to SP:O31178; match to
                     protein family HMM PF01022"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, ArsR family"
                     /protein_id="AAP27246.1"
                     /db_xref="Pathema:BA_3479"
                     /translation="MKEQKEMFEEISEVLKVLAHPVRLSLVKIMLAKGPTNVTTMYGD
                     LEMPQSTISQHLSKLKAAKMVTGTRKGLEIYYEVTDNRTKSILACLV"
     gene            complement(3198882..3201665)
                     /locus_tag="BA_3480"
                     /old_locus_tag="BA3480"
                     /db_xref="Pathema:BA_3480"
     CDS             complement(3198882..3201665)
                     /locus_tag="BA_3480"
                     /old_locus_tag="BA3480"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by match to protein family HMM
                     PF00535; match to protein family HMM PF01522"
                     /codon_start=1
                     /transl_table=11
                     /product="glycosyltransferase, group 2 family
                     protein/polysaccharide deacetylase family protein"
                     /protein_id="AAP27247.1"
                     /db_xref="Pathema:BA_3480"
                     /translation="MLNSSNDVKTKFINDLVKQVEKNQFAGINIDFEAVPESDRENLT
                     NFMKELTMVFHKHDLLVTQDVPANDKAFDYSALAKIIDRMIVMMYDEHYGAGEPGPIA
                     SNKWFQHTLKELNIPSNKLIVAFGNYGYDWKVNSKEPAKSLTFSEVMAMAHNSDINIQ
                     WDKMSGNPYFRYKTGDKEHTAWFLDGVTLYNQVKIAMDNNAKGFALWRLGAEDPTIWK
                     VLKNPIEAQKNPDVLHKITSLDEVNYSGQGEILQIENEKQNGLRDFKVGKDGYLTDEV
                     YQSLPSAYEVQRYGKPKGKQVVLTFDDGPDPKYTPEILDILKENKIKAAFFVLGENAQ
                     LNPSIVKRIYDEGHEIGNHTFKHPNVADTSLLRTKVELNTTQRLIQEITGHSTVLFRP
                     PYEADANPDSSNEILPILRAQNMNYTMVAEKVDPEDWATPSTNELVKRALNPVYKGEG
                     NIILLHDAGGNRTHTVEALPIIIKELKKHGYSFVTISDLMNKERDEIMPPVSSEGKQY
                     LLYNKAVFSGAGYFKHILTTIFYIAIGLGIFRFLFLIYFAWKQKRKTLSRTIHSSYQP
                     FVSVVIAAYNEEKVIAKTIRSILDSKYGEFEVIVVDDGSTDGTSKVMQETFYKHPKVR
                     FIQKENGGKSSAMNLGFQQSRGEIIVTLDADTIIAQDAISLMVRHFEDQNVAAVSGNV
                     KVGNRRNLLTTWQHVEYITGFNLERRAFDELNCITVVPGAIGAWRKKNVVESGYLSED
                     TLAEDTDLTITFLRQGHRIVYEEKAYAFTESPEDVKSLIKQRYRWSYGTLQCLWKHRK
                     ALCNSKHKTLGFIALPNMWLFQYVLQFIAPFADILMIIGLFSSDPLKVLGFYFVFFLM
                     DLLASLFAFKLEEENPKPLVWLILQRFIYRQFMTYVVVKSIFSSIRGVAVGWNKLKRV
                     GSVEHSTEHKEAS"
     gene            complement(3201712..3202233)
                     /locus_tag="BA_3481"
                     /old_locus_tag="BA3481"
                     /db_xref="Pathema:BA_3481"
     CDS             complement(3201712..3202233)
                     /locus_tag="BA_3481"
                     /old_locus_tag="BA3481"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27248.1"
                     /db_xref="Pathema:BA_3481"
                     /translation="MEKNIQQEKDKVKPVFYDPKGRRNIAFISFLCISIVSVSIVFYF
                     FFQSIFSTPEIPNMNTAVQQDNKLVPINQKLSDQQLKKEEFKPNTEAKDNKNLVNSPK
                     DSKQRKEVYGFYVNWDENSTASLKENIDSLTTLVPEWYHLKADLTIRSEIKPEIVKLA
                     EKNEVKIMPLLTN"
     gene            complement(3202411..3203733)
                     /locus_tag="BA_3482"
                     /old_locus_tag="BA3482"
                     /db_xref="Pathema:BA_3482"
     CDS             complement(3202411..3203733)
                     /locus_tag="BA_3482"
                     /old_locus_tag="BA3482"
                     /note="identified by similarity to EGAD:107545"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27249.1"
                     /db_xref="Pathema:BA_3482"
                     /translation="MNKGIVMDIKKHSVVVLTPNGEFITCKRKGDSCMIGEEISFDEQ
                     EQKASRFSIPYFLKPASLLVACFLCALLFFYNQPEEKVFAYVSVDINPSLEVSVTKDL
                     RVIDLQACNDDGRRILKELKQWENKQLQEVIRTIIKQSQEDKYLTNDKQVMLTAIAKD
                     KLLEPKLEKVMKELKKEYELKHITVEYQSSTMQVRENAIKAGIGTGVYIKQENEKNKS
                     VTPPATPSNPVENEEERQSQPDSSPDVVPDLSSVKDKKYEKPEYKEQKKIEEQPTKQI
                     KENNGRGSQQENRGNQQENNGRESQQGNNGNQQGNNGRESQQGNNGNQQGNNGRGSQG
                     NNGHQQENNGRGSQGNNGNQQGNNGRGSQGNNGHQQENNGRGSQGNNGNQQGDNGRGS
                     QQGNNGNQQGDNGRGSQKENVGNEQGNNGRGSQQENRGHQQGNEKKNQ"
     gene            complement(3203726..3204448)
                     /gene="sigI"
                     /locus_tag="BA_3483"
                     /old_locus_tag="BA3483"
                     /db_xref="Pathema:BA_3483"
     CDS             complement(3203726..3204448)
                     /gene="sigI"
                     /locus_tag="BA_3483"
                     /old_locus_tag="BA3483"
                     /note="identified by similarity to EGAD:107542; match to
                     protein family HMM PF04542; match to protein family HMM
                     TIGR02895; match to protein family HMM TIGR02937"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA polymerase sigma-I factor"
                     /protein_id="AAP27250.1"
                     /db_xref="Pathema:BA_3483"
                     /translation="MLSLVMKILRKPKIEDIVCNIQNNEEDKEAFIVQYQPFIRKSIS
                     SVCRRYITEQDDEYSIGLFAFNEAIEQYSYKKGKSFLAFADLLIKRDVIDYIRKESKH
                     NLVFLKEDEQEEMLEMQVSLTEYMKEIENGNRKEEILHFQSVLADFKITFSELAKESP
                     KHRDTREHLIEIVKVIIKEEEMMEELFRKKKLPLKHIEPRVRVSRKTLERHRKYIIAM
                     CIIFANNYTYILDYIRGGKHDE"
     gene            complement(3205183..3205764)
                     /locus_tag="BA_3485"
                     /old_locus_tag="BA3485"
                     /db_xref="Pathema:BA_3485"
     CDS             complement(3205183..3205764)
                     /locus_tag="BA_3485"
                     /old_locus_tag="BA3485"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by match to protein family HMM
                     PF00535"
                     /codon_start=1
                     /transl_table=11
                     /product="glycosyltransferase, group 2 family"
                     /protein_id="AAP27251.1"
                     /db_xref="Pathema:BA_3485"
                     /translation="MTEINEFSGRNSQKDVKFSIIIPAHNEEKYIRKCLDSIAKASEA
                     YKEQTEVIVVLNRCTDQTEEIAKSYNCITLKNEDKNLSKIRNAGAEIASGEIIVTLDA
                     DTIMTESLLSNVDKYLSSGKYIGGGVNGKFERMSFGIFFSAMLIIIPLLFKYGAVSVG
                     IFWCYRKDFMAINGFNENMLMAEDADFAKRLKE"
     gene            complement(3206107..3206760)
                     /locus_tag="BA_3486"
                     /old_locus_tag="BA3486"
                     /db_xref="Pathema:BA_3486"
     CDS             complement(3206107..3206760)
                     /locus_tag="BA_3486"
                     /old_locus_tag="BA3486"
                     /note="identified by match to protein family HMM PF02517"
                     /codon_start=1
                     /transl_table=11
                     /product="CAAX amino terminal protease family protein"
                     /protein_id="AAP27252.1"
                     /db_xref="Pathema:BA_3486"
                     /translation="MSFIKTNTKELIMLIVYILFALLQIGLFILFGISLLTNSNLVES
                     EFALSAIGLTVPAIVGIIFFRKEIIESFTYFKEKTILKIVSIPMVVLFTVIVEQIVMR
                     FLATGQPENQEQLLETGAEIPLIFTLLVFGILGPILEEIIFRYIILNRFSHYIGTAIA
                     SIISITIFTLFHTNQLSDIAIYLPGAVILTAAYLISKRSLAYVMAIHILNNCLGFIL"
     gene            3207377..3207967
                     /locus_tag="BA_3487"
                     /old_locus_tag="BA3487"
                     /db_xref="Pathema:BA_3487"
     CDS             3207377..3207967
                     /locus_tag="BA_3487"
                     /old_locus_tag="BA3487"
                     /note="identified by similarity to GP:6470199; match to
                     protein family HMM PF00440"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, TetR family"
                     /protein_id="AAP27253.1"
                     /db_xref="Pathema:BA_3487"
                     /translation="MTKVDTVKEKIIETSLYLFNTNGITRTSIQDIMTATELPKGSIY
                     RRFKNKEEIVLAAYDKSGEIMWSHFHKAMENKKTAIDKILAIFLVYQDAANNPPIAGG
                     CPLLNSAIESTGVFPELQKAAAKGYDDTVMLMASLIKEGIEKQELKEEINIISLASFL
                     ASSMEGAIMASRVSNDNIHHHYFIEQIKHHLFSYSK"
     gene            complement(3208241..3208498)
                     /locus_tag="BA_3488"
                     /old_locus_tag="BA3488"
                     /db_xref="Pathema:BA_3488"
     CDS             complement(3208241..3208498)
                     /locus_tag="BA_3488"
                     /old_locus_tag="BA3488"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27254.1"
                     /db_xref="Pathema:BA_3488"
                     /translation="MNKKRLFELFIVTFVFLFLHVSTFTNEKFNGKLGSFTFIVLLFM
                     LSIYTAFIEKYFHDIQKWIRNITFCFALLVVVLVALWLGYF"
     gene            complement(3208645..3209124)
                     /locus_tag="BA_3489"
                     /old_locus_tag="BA3489"
                     /db_xref="Pathema:BA_3489"
     CDS             complement(3208645..3209124)
                     /locus_tag="BA_3489"
                     /old_locus_tag="BA3489"
                     /note="identified by similarity to EGAD:15386; match to
                     protein family HMM PF06445"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27255.1"
                     /db_xref="Pathema:BA_3489"
                     /translation="MKNYTIEEKDSFIVLGIGTEIKSEYTDFVGIKKEKEDFWSTVKE
                     DGRLDTLKALATNNYIFSVSEAVNNKMMYYAGVMTEAQIEEESRVIQFPKGEYLVVKG
                     EDKTAEELSNKLTGIAFGQALREATDFTYVGGPNTTVEMGQRNGLVFGEMWIPVVRK"
     gene            3209235..3209894
                     /locus_tag="BA_3490"
                     /old_locus_tag="BA3490"
                     /db_xref="Pathema:BA_3490"
     CDS             3209235..3209894
                     /locus_tag="BA_3490"
                     /old_locus_tag="BA3490"
                     /note="identified by similarity to OMNI:EF0036; match to
                     protein family HMM PF08220; match to protein family HMM
                     PF08279"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, DeoR family"
                     /protein_id="AAP27256.1"
                     /db_xref="Pathema:BA_3490"
                     /translation="MKKVERINTIMRYINNRSHFTISEIIREFNISRSTAIRDIREIE
                     AMGMPLVAEVGRTGGYFVMHNSILPVVRFTDNEVKALFIAFMATRNQQLPYLKSRQSL
                     AEKLLGLISETQQDDIVLLNQLLLFEGTNPHNPDLLELSDLPHPMLEKLIQMLLLDRH
                     LLISIKEEKGIKSYSIYLLHLYQEKSQWIIEGFDLKEEKKRMFPVDHLIHIEPYTTKK
                     S"
     gene            complement(3210334..3210705)
                     /locus_tag="BA_3491"
                     /old_locus_tag="BA3491"
                     /db_xref="Pathema:BA_3491"
     CDS             complement(3210334..3210705)
                     /locus_tag="BA_3491"
                     /old_locus_tag="BA3491"
                     /note="identified by similarity to OMNI:NTL03PA00564;
                     match to protein family HMM PF05656"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27257.1"
                     /db_xref="Pathema:BA_3491"
                     /translation="MRWYLYTLKNYAKFSGRATRKEYWIFTLVNKVTFWSLIYLASYS
                     SSAFYLRANITLIYIAIFIVPTLAVEARRLHDSGKTGWWQLLNLVPFGGAVLLVFCII
                     ESDEGDNKYGPNPHSNLKKAI"
     gene            complement(3210995..3211744)
                     /locus_tag="BA_3492"
                     /old_locus_tag="BA3492"
                     /db_xref="Pathema:BA_3492"
     CDS             complement(3210995..3211744)
                     /locus_tag="BA_3492"
                     /old_locus_tag="BA3492"
                     /note="identified by match to protein family HMM PF01061"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, efflux permease protein"
                     /protein_id="AAP27258.1"
                     /db_xref="Pathema:BA_3492"
                     /translation="MKSKTGVLLGRLMRNIMRSPDTIITVAITPIMMMLLFVYVFGGA
                     IQTGTDNYVNYLLPGILLMAIASGVAYTSVRLFTDVKSGLMARFITMPIKRSSILWAH
                     VLTSLVANVLTILVVILVALLMGFRSSANILDWLGVAGILGMFTLALTWLAIIPGLTA
                     KSMEGATAYSYPLVFLPFISSAFVPTETMPKIVRVFAENQPVTSIVNAVRALLYEGTV
                     GNDIWIALTWCVGIMIISYFFASKAFKRQIG"
     gene            complement(3211745..3212506)
                     /locus_tag="BA_3493"
                     /old_locus_tag="BA3493"
                     /db_xref="Pathema:BA_3493"
     CDS             complement(3211745..3212506)
                     /locus_tag="BA_3493"
                     /old_locus_tag="BA3493"
                     /note="identified by similarity to OMNI:NTL01BH3985; match
                     to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP27259.1"
                     /db_xref="Pathema:BA_3493"
                     /translation="MSNTAISVKGLKKSFKDKEVLIGVDFEVQRGEIFALLGSNGAGK
                     TTAVNILSTLMKQDSGEVRICGFDIKRQPDHVRQSISLTGQFAALDGMLTGKENLIMI
                     AKLRGVSNPAQVADNLLERFSLTDAANQRADQYSGGMKRRLDIAMSLIGAPAVIFLDE
                     PTTGLDPEARIEVWDTVKELAGGGTTILLTTQYLEEAEQLADRIAILHGGKIITTGTL
                     TELKEMFPPAKVEYIEKQPTLEEIFLAIIGKKEEM"
     gene            complement(3212661..3213002)
                     /locus_tag="BA_3494"
                     /old_locus_tag="BA3494"
                     /db_xref="Pathema:BA_3494"
     CDS             complement(3212661..3213002)
                     /locus_tag="BA_3494"
                     /old_locus_tag="BA3494"
                     /note="identified by similarity to OMNI:NTL01BH3986; match
                     to protein family HMM PF06304"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27260.1"
                     /db_xref="Pathema:BA_3494"
                     /translation="MLEIFKKLIGDKKEYRMMMARVAALSEDYQFVFKKIQNYMWNFS
                     TGNGMDMLHIQYELIDLFEAGAAEGRQVLDITGEDVASFADELVANAKTYVSKYREDL
                     NESIMKKLRKK"
     gene            complement(3213078..3213398)
                     /locus_tag="BA_3495"
                     /old_locus_tag="BA3495"
                     /db_xref="Pathema:BA_3495"
     CDS             complement(3213078..3213398)
                     /locus_tag="BA_3495"
                     /old_locus_tag="BA3495"
                     /note="identified by similarity to GP:16413179; match to
                     protein family HMM PF03551"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27261.1"
                     /db_xref="Pathema:BA_3495"
                     /translation="MENLTEMLKGSLEGCVLEIISRRETYGYEITRHLNDLGFTEVVE
                     GTVYTILVRLEKKKLVNIEKKPSDMGPPRKFYSLNEAGRQELELFWRKWDFVSSKINV
                     LKSN"
     gene            complement(3213689..3213808)
                     /locus_tag="BA_3496"
                     /old_locus_tag="BA3496"
                     /db_xref="Pathema:BA_3496"
     CDS             complement(3213689..3213808)
                     /locus_tag="BA_3496"
                     /old_locus_tag="BA3496"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27262.1"
                     /db_xref="Pathema:BA_3496"
                     /translation="MFYLEEELAYSAPKQKCRIIVLGYFLFLAGWVIVDFRKI"
     gene            complement(3213821..3215107)
                     /locus_tag="BA_3497"
                     /old_locus_tag="BA3497"
                     /db_xref="Pathema:BA_3497"
     CDS             complement(3213821..3215107)
                     /locus_tag="BA_3497"
                     /old_locus_tag="BA3497"
                     /note="identified by similarity to SP:O27502; match to
                     protein family HMM PF03063; match to protein family HMM
                     TIGR01703"
                     /codon_start=1
                     /transl_table=11
                     /product="prismane protein"
                     /protein_id="AAP27263.1"
                     /db_xref="Pathema:BA_3497"
                     /translation="MFCYQCEQTPTGGCKVMGVCGKNETIASLQDTIVFGLKGIAAYR
                     THAAQLGYTDAFVDATTQEALYMTLTNSNFNEQEHIDMAMKVGKSALRVMELLDKAHT
                     NHFGVPEPVQITQNRVEGKAIVVTGHNLFALEELLKQTEGKEINIYTHSEMLPAHGYP
                     QLKKYKHLKGNIGKAWYDQRRLFEKFTGAILATTNCVMPIKGSYSDRFFSYDIAGLEG
                     VQKIENDNFAPLIQKALELPEVHMESDEQLVTGFHHNTVLSLAPEIIEAVKEGKIKRF
                     FVIAGCDAPGKGGEYYRELATSLPPETVILTTSCGKFRFNDVDYGVVPGTEIPRYIDL
                     GQCNNSISTVKIAAALADAFQCEVNELPVSIVLSWFEQKAVAILLGLFSLGIQDIRIG
                     SKAPEFISAGVLDVLQETFGLKLITTAAEDMEMMLS"
     gene            3215367..3216398
                     /locus_tag="BA_3498"
                     /old_locus_tag="BA3498"
                     /db_xref="Pathema:BA_3498"
     CDS             3215367..3216398
                     /locus_tag="BA_3498"
                     /old_locus_tag="BA3498"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27264.1"
                     /db_xref="Pathema:BA_3498"
                     /translation="MVYMMFYYGILFLILGIAIFLFIMAGSRKIRNKNLSFVMIGLGI
                     NILTSPVALFIGGMATDSPYSTVFDFWKGFLFIQGIPLFLLLIAFIWWFIRPPKVNIQ
                     TSIEKGLEQNMKSTKKKTTRGRTITALRILIPIILVVGCFSYILYLYDVTLKKSHSPN
                     NINTIKVVKIDSDTSHGSSPVRIKYGLWEHFDTNIANDGERLDSSNVTIDWKNDYEAT
                     ITLRSKESVPEVVEFNISNKSNGSVFKKVQKVVSSFTFQKSESPSLINIIELRETIKS
                     KGPSPSSTVRIYYGERGSILKKYKEVTLKEMYTTENFKITWRNDEQVQVEVLEENVVT
                     ATIVIDLSK"
     gene            3216659..3216763
                     /locus_tag="BA_3499"
                     /old_locus_tag="BA3499"
                     /db_xref="Pathema:BA_3499"
     CDS             3216659..3216763
                     /locus_tag="BA_3499"
                     /old_locus_tag="BA3499"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27265.1"
                     /db_xref="Pathema:BA_3499"
                     /translation="MTETLKTLIMLDATYVVIAIMTVLVFVYLELKSQ"
     gene            complement(3216832..3217602)
                     /gene="bla2"
                     /locus_tag="BA_3500"
                     /old_locus_tag="BA3500"
                     /db_xref="Pathema:BA_3500"
     CDS             complement(3216832..3217602)
                     /gene="bla2"
                     /locus_tag="BA_3500"
                     /old_locus_tag="BA3500"
                     /EC_number="3.5.2.6"
                     /note="identified by similarity to GP:14091413; match to
                     protein family HMM PF00753"
                     /codon_start=1
                     /transl_table=11
                     /product="beta-lactamase II"
                     /protein_id="AAP27266.1"
                     /db_xref="Pathema:BA_3500"
                     /translation="MKNTLLKLGVCVSLLGITPFVSTISSVQAERKVEHKVIKNETGT
                     ISISQLNKNVWVHTELGYFNGEAVPSNGLILNTSKGLVLVDSSWDDKLTKELIEMAEK
                     KFKKSVTDVIITHAHADRIGGIKTLKERGIKAHSTTLTAELAKKNGYEEPLGDLQAIT
                     KLKFGNMKVETFYPGKGHTEDNIVVWLPQYNMLVGGCLVKSASAKDLGNITDAYVNEW
                     STSIENVLKRYENINFVVPGHGEVGDKGLLLHTLDLLK"
     gene            complement(3217741..3218478)
                     /locus_tag="BA_3501"
                     /old_locus_tag="BA3501"
                     /db_xref="Pathema:BA_3501"
     CDS             complement(3217741..3218478)
                     /locus_tag="BA_3501"
                     /old_locus_tag="BA3501"
                     /note="identified by match to protein family HMM PF01183"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lysozyme"
                     /protein_id="AAP27267.1"
                     /db_xref="Pathema:BA_3501"
                     /translation="MKKKLFIRGIFILVSVMSVVAYLVFQGIFIPNQISADRYEIKGV
                     DVASYQGDIDWRELEKQNMKFAFIKATEGSAFVDKYFSKNWTNANKTSMRVGAYHFFS
                     FDSKGETQAEQFIRNVPKYKQALPPVIDVEFYANKKDNPPKREDVTKELSVMIEMLEK
                     HYGKKVILYATQEAYDLYIKDAYPQCDIWIRSVLTKPSLSDERKWTFWQYTNRGKLSG
                     YNGKEKYIDLNVFYGNEEEFENYGMKD"
     gene            complement(3218513..3218794)
                     /locus_tag="BA_3502"
                     /old_locus_tag="BA3502"
                     /db_xref="Pathema:BA_3502"
     CDS             complement(3218513..3218794)
                     /locus_tag="BA_3502"
                     /old_locus_tag="BA3502"
                     /note="identified by similarity to OMNI:PG1995; match to
                     protein family HMM PF03819"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27268.1"
                     /db_xref="Pathema:BA_3502"
                     /translation="MNIVEFQRYVLNFSKEKGFQDTTIEERAMYTMAELGELAEVILK
                     RDKIQDSKREIGLEMFDVIWNVCDLANKLEIDLEKAFEEKMRINKKREW"
     gene            3218911..3219201
                     /locus_tag="BA_3503"
                     /old_locus_tag="BA3503"
                     /db_xref="Pathema:BA_3503"
     CDS             3218911..3219201
                     /locus_tag="BA_3503"
                     /old_locus_tag="BA3503"
                     /note="identified by similarity to EGAD:107287"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27269.1"
                     /db_xref="Pathema:BA_3503"
                     /translation="MTLFASPSLFILAIISFALAYFIGVKQYTWLLSGFNERRVPDKV
                     KLSKIVGLYNLTAGVITTIGSVFSTPNVKILVPIIIIGHVIIAAYVNTRMVH"
     gene            complement(3219232..3219513)
                     /locus_tag="BA_3504"
                     /old_locus_tag="BA3504"
                     /db_xref="Pathema:BA_3504"
     CDS             complement(3219232..3219513)
                     /locus_tag="BA_3504"
                     /old_locus_tag="BA3504"
                     /note="identified by similarity to GP:15024621"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27270.1"
                     /db_xref="Pathema:BA_3504"
                     /translation="MEFWMIIPIAIFGFIYIVEKLNKIEKKTDARLKRMEDRLQLITK
                     EMGIVDREPEINKELRQLMEEGKTVTAVKRVREAFGFSLLEAKQYVDKL"
     gene            3219646..3219840
                     /locus_tag="BA_3505"
                     /old_locus_tag="BA3505"
                     /db_xref="Pathema:BA_3505"
     CDS             3219646..3219840
                     /locus_tag="BA_3505"
                     /old_locus_tag="BA3505"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27271.1"
                     /db_xref="Pathema:BA_3505"
                     /translation="MKRFLNTLLQFVVLSIALHVLFDIVGWLVFNAPIQNKVSIISFI
                     TASWLMYIYRDKFFKAFTSN"
     gene            3219951..3220988
                     /locus_tag="BA_3506"
                     /old_locus_tag="BA3506"
                     /db_xref="Pathema:BA_3506"
     CDS             3219951..3220988
                     /locus_tag="BA_3506"
                     /old_locus_tag="BA3506"
                     /note="identified by similarity to EGAD:48118; match to
                     protein family HMM PF00144"
                     /codon_start=1
                     /transl_table=11
                     /product="putative penicillin-binding protein"
                     /protein_id="AAP27272.1"
                     /db_xref="Pathema:BA_3506"
                     /translation="MKLKSNNIYEKMNQYSVVGLSLAVIRDGKLDETAAFGTLESGTN
                     RTVTIDSIFNSCSISKFITTILILTLSDLKIVHLDEDVNDRLTSWNIPTNLFTSQKKV
                     TLRNLLSHQSGIIDPPNSFEHYLLAQGQPNMSELLAGKTLYCSVPIEVTYKPESEFHY
                     SDANFCIIEILLEDITGKPFNLLLEESIFQPLQMKNSTIFSPEDIDKTDAFACGHNKD
                     GTVTNEKYPFYPFAAASGIWTTPTDLSALVIEIIHSLQGKGKLKLSQKTVQDMISPQG
                     CSKWTGLGVFLDDLNEDLQIYSLGWGVGFQCMMICYPYRGNGAIIMTNADLGVHQMEG
                     IIGDVLKTLSL"
     gene            complement(3221025..3221273)
                     /locus_tag="BA_3507"
                     /old_locus_tag="BA3507"
                     /db_xref="Pathema:BA_3507"
     CDS             complement(3221025..3221273)
                     /locus_tag="BA_3507"
                     /old_locus_tag="BA3507"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27273.1"
                     /db_xref="Pathema:BA_3507"
                     /translation="MKFDDQRLLGVRLGSVLVTEENQYLVIKKKDHYALLNIHTLECT
                     HVEVQLEHIEEMLHEDFQESITEIIAPEHIKIVAKNVI"
     gene            complement(3221551..3222594)
                     /locus_tag="BA_3508"
                     /old_locus_tag="BA3508"
                     /db_xref="Pathema:BA_3508"
     CDS             complement(3221551..3222594)
                     /locus_tag="BA_3508"
                     /old_locus_tag="BA3508"
                     /note="identified by similarity to OMNI:NTL01BH3683; match
                     to protein family HMM PF03486"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27274.1"
                     /db_xref="Pathema:BA_3508"
                     /translation="MKDLIIIGAGQAGLTMGYYLKQEGYNFLLLEAGNRVGDSWRNRY
                     DSLQLFTPRSYSSLPGMALIGEKNEFPYKDEIATYLEEYARHFQLPVQLQTEVLKIRK
                     EKGIFELHTSTEILQTKKVIIATGGFQQPFIPSVSANLSSHVFQIHSSQYKSPSQIPQ
                     GKVLVVGGGNSGMQIAVEFAKTHEVTMSISHPLTFLPLHLFRKSIFNWLDKLGLLYAE
                     VNTKRGKWFQKRKDPIFGFEGKELIRNGAIQLQEKVVSASENNIMFQNGETYSAESII
                     WSTGFIQNYNWIEIEKVVNENGLPNHIKGISPVRGLYYIGLPWQSQRGSALICGVGKD
                     AAYLLSEIKKIDQ"
     gene            complement(3222766..3223119)
                     /locus_tag="BA_3509"
                     /old_locus_tag="BA3509"
                     /db_xref="Pathema:BA_3509"
     CDS             complement(3222766..3223119)
                     /locus_tag="BA_3509"
                     /old_locus_tag="BA3509"
                     /note="identified by similarity to GP:17740751"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27275.1"
                     /db_xref="Pathema:BA_3509"
                     /translation="MITPIFRIFDIEKAKLFYVGFLGFKLDWEHRYEEHMPLYMQISL
                     HDAVMHLSEHHGDASPGGAIRIKIDDVKDYHSVLLSKEYAYSKPNIEKTPWGTIELTV
                     IDPFSNRIIFYEERV"
     gene            complement(3223133..3223825)
                     /locus_tag="BA_3510"
                     /old_locus_tag="BA3510"
                     /db_xref="Pathema:BA_3510"
     CDS             complement(3223133..3223825)
                     /locus_tag="BA_3510"
                     /old_locus_tag="BA3510"
                     /note="identified by match to protein family HMM PF00027"
                     /codon_start=1
                     /transl_table=11
                     /product="cyclic nucleotide-binding domain protein"
                     /protein_id="AAP27276.1"
                     /db_xref="Pathema:BA_3510"
                     /translation="MKKVCNSIKLAEYMKQNNIDSFFSNDMNPYMELIFFKKNEFICR
                     ENEEIDYLYFFVEGKAKAFNTLSNGKSVLLCFYDSLQLLGDVELIHSQKTASNVQVMA
                     DSYCVGLPLGKVRNQLFHDAKFLRCICGSLAHKLNRLSKNSTINLLYPLENRLASYML
                     AAGERAVQHGNRIVFSGNLTETAELLGTSYRHLLRTLNIFCDKEIIKKNNGCFEVVNV
                     DVLRELAADVYK"
     gene            3223959..3224381
                     /locus_tag="BA_3511"
                     /old_locus_tag="BA3511"
                     /db_xref="Pathema:BA_3511"
     CDS             3223959..3224381
                     /locus_tag="BA_3511"
                     /old_locus_tag="BA3511"
                     /note="identified by similarity to GP:16410626"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP27277.1"
                     /db_xref="Pathema:BA_3511"
                     /translation="MYNFLSVFIGVLIAVMLPLNGILSELIGKYTASVVIHLVGLIAV
                     IFVLIINKHKIRFDKGIPLFLYSAGAIGVFTVLFNNISFSVLGASITIALSLLGQSIA
                     SIVIDHFGLLGMKVAKFEKKKLIGLCFISSGIIIMTIY"
     gene            3224395..3224859
                     /locus_tag="BA_3512"
                     /old_locus_tag="BA3512"
                     /db_xref="Pathema:BA_3512"
     CDS             3224395..3224859
                     /locus_tag="BA_3512"
                     /old_locus_tag="BA3512"
                     /note="identified by match to protein family HMM PF04657"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP27278.1"
                     /db_xref="Pathema:BA_3512"
                     /translation="MLYVTIAILAGVSIVVARIINANLAKEIGNWEGTFFNYITGLFF
                     SMLFLMFSSDSLYIPMHTLQSIPIAVYLGGLVGVIVISLSNYITPKISAFYLTLLIFI
                     GQLFAGTIIDFFLTNELSTGKIIGGIFVIIGLTYNLLIDRPIKTVKHNHVQL"
     gene            3224964..3225443
                     /locus_tag="BA_3513"
                     /old_locus_tag="BA3513"
                     /db_xref="Pathema:BA_3513"
     CDS             3224964..3225443
                     /locus_tag="BA_3513"
                     /old_locus_tag="BA3513"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27279.1"
                     /db_xref="Pathema:BA_3513"
                     /translation="MIICGIIWFVNSGKSIQDLYTANKPKKKATIISTQRDPNEPPVF
                     LGKQEIKDIHVESIKTKKDIFLTKTDELKTFINSMDTAKKGKLTLDEEGSDLIDCDMW
                     ITFEDGTYKKYFIWVVDHHNNEVMIAQQDTPDDVNLKYYQLNEDSSKKVYNLFKKII"
     gene            complement(3225484..3226236)
                     /locus_tag="BA_3514"
                     /old_locus_tag="BA3514"
                     /db_xref="Pathema:BA_3514"
     CDS             complement(3225484..3226236)
                     /locus_tag="BA_3514"
                     /old_locus_tag="BA3514"
                     /note="identified by match to protein family HMM PF00753"
                     /codon_start=1
                     /transl_table=11
                     /product="metallo-beta-lactamase family protein"
                     /protein_id="AAP27280.1"
                     /db_xref="Pathema:BA_3514"
                     /translation="MTVKKLYFIPAGRCMLDHSSVNSTIAPGNLLNLPVWCYLLETEE
                     GPILVDTGMPESAVNNEGLFNGTFVEGQILPKMTEEDRIVNILKRVGYEPDDLLYIIS
                     SHLHFDHAGGNGAFTNTPIIVQRTEYEAALHREEYMKECILPHLNYKIIEGDYEVVPG
                     VQLLYTPGHSPGHQSLFIETEQSGSILLTIDASYTKENFEDEVPFAGFDPELALSSIK
                     RLKEVVAKEKPIIFFGHDIEQEKGCKVFPEYI"
     gene            3226424..3227443
                     /locus_tag="BA_3515"
                     /old_locus_tag="BA3515"
                     /note="alcohol dehydrogenase, zinc-containing, authentic
                     point mutation; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3515"
     gene            complement(3227492..3228883)
                     /locus_tag="BA_3516"
                     /old_locus_tag="BA3516"
                     /db_xref="Pathema:BA_3516"
     CDS             complement(3227492..3228883)
                     /locus_tag="BA_3516"
                     /old_locus_tag="BA3516"
                     /note="identified by similarity to EGAD:37793; match to
                     protein family HMM PF00324"
                     /codon_start=1
                     /transl_table=11
                     /product="amino acid permease family protein"
                     /protein_id="AAP27281.1"
                     /db_xref="Pathema:BA_3516"
                     /translation="MANKELKRGLEARHIQMIALGGTIGVGLFMGSASTIKWTGPSVM
                     LAYAIAGIFIFFIMRAMGEMLYMEPSTGSFATFGHKYIHPLAGYMTAWSNWFQWVIVG
                     MSEIIAVGAYMQYWFPDLPAWIPGVIAMVILGAANLISVKSFGEFEFWFAMIKIVTIL
                     LMIIAGFGLIFFGIGNGGEAIGISNLWSNGGFFTGGFSGFFFALSLVVGAYQGVELIG
                     ITAGEAKDPKKTLTRAIQSTIWRILIFYIGAIFVIVTVYPWDQLSTIGSPFVATFAKV
                     GITAAAGLINFVVITAAMSGCNSGIYSAGRMLYTLGVNGQAPKYFTKLSGNGVPLFGT
                     VGVIIGLAVGVVLSYIAPKNLFVYVYSASVLPGMVPWFVILISQINFRKEKGAEMKDH
                     PFKMPFAPVTNYLTIAFLIMVLVGMWFNDDTRISLVVGIVFLAIVTISFYAFGIGKRP
                     PLDVPNDQEISSK"
     gene            complement(3229513..3230712)
                     /locus_tag="BA_3518"
                     /old_locus_tag="BA3518"
                     /db_xref="Pathema:BA_3518"
     CDS             complement(3229513..3230712)
                     /locus_tag="BA_3518"
                     /old_locus_tag="BA3518"
                     /note="identified by match to protein family HMM PF07690;
                     match to protein family HMM TIGR00710"
                     /codon_start=1
                     /transl_table=11
                     /product="drug resistance transporter, Bcr/CflA family"
                     /protein_id="AAP27282.1"
                     /db_xref="Pathema:BA_3518"
                     /translation="MKKVSVPSLLLMIILVAFPQISETIYTPSLPDISKALHVSNNEV
                     QLTLSVYFAGFALGVFFIGWLSDIIGRRPAMLFGIVVYGIGSFLCFIANSIEVLLVSR
                     FIQAFGASAGSVVTQTILRESVEGHKRHVMFAQISAVIAFTPAIGPLIGGFLDQMFGF
                     KIVFLSLVVMSVGIFLYTFVSLPETKTSSVTNKINVFSVLKRLITNPKVVTYGLLIGG
                     ANGVLFSYYAEAPFIFIEYFRLSPSMYGFLGIVVASASIIGAKVSKRLLATYKPEKII
                     YIGCLVMVVGAVALSLITSVGSNPNIIYMVGFLVAMFILLLGIGVALPNCLSLALVDF
                     QDVIGTAGALFSLGYYVIVTITIWGMSQLHTGSLLVMPLYFLAIVVIMMVFTKVFVLG
                     KQTSKTI"
     gene            3231079..3231645
                     /locus_tag="BA_3519"
                     /old_locus_tag="BA3519"
                     /db_xref="Pathema:BA_3519"
     CDS             3231079..3231645
                     /locus_tag="BA_3519"
                     /old_locus_tag="BA3519"
                     /note="identified by similarity to GP:18250985"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27283.1"
                     /db_xref="Pathema:BA_3519"
                     /translation="MIEILRTILNFLISLFSGELPIVYYVWIIALFVIQMIQATLSYK
                     FFKKKDNFSTYISTELFAFIILLFGGMLISKLLAYIIDDPTISMTNVTHYFISLIILT
                     IFVATGFIKDFLQTSIKNKNIFLFTILVISLITSILSFKFLPPLIEGPFSLSKSFITT
                     LIIIVLGLIALLISLEEKYADEKETENL"
     gene            complement(3231689..3231913)
                     /locus_tag="BA_3520"
                     /old_locus_tag="BA3520"
                     /db_xref="Pathema:BA_3520"
     CDS             complement(3231689..3231913)
                     /locus_tag="BA_3520"
                     /old_locus_tag="BA3520"
                     /note="identified by similarity to EGAD:19029"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27284.1"
                     /db_xref="Pathema:BA_3520"
                     /translation="MEDVYAKIDSLKAEQKEMMRDIRNLETRTTINEKDIATINKQLE
                     KISTNTTWILRIIISAIIMSVLGLILKGMI"
     gene            complement(3232024..3232176)
                     /locus_tag="BA_3521"
                     /old_locus_tag="BA3521"
                     /db_xref="Pathema:BA_3521"
     CDS             complement(3232024..3232176)
                     /locus_tag="BA_3521"
                     /old_locus_tag="BA3521"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27285.1"
                     /db_xref="Pathema:BA_3521"
                     /translation="MKMVMKTIEIILGALVCWRAPCLLLHKQGIPFLYLIYPNANFNI
                     EEWKHN"
     gene            complement(3232234..3232512)
                     /locus_tag="BA_3522"
                     /old_locus_tag="BA3522"
                     /db_xref="Pathema:BA_3522"
     CDS             complement(3232234..3232512)
                     /locus_tag="BA_3522"
                     /old_locus_tag="BA3522"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27286.1"
                     /db_xref="Pathema:BA_3522"
                     /translation="MKVKFAVIKDENFNCSLLETKLLKTFKEVDCEADIVKVEDGIFE
                     NNGIQTHLLEITIHVTGKNIGYRSVSASIFIVLESLSMELFRITISIH"
     gene            complement(3233143..3233523)
                     /locus_tag="BA_3523"
                     /old_locus_tag="BA3523"
                     /db_xref="Pathema:BA_3523"
     CDS             complement(3233143..3233523)
                     /locus_tag="BA_3523"
                     /old_locus_tag="BA3523"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27287.1"
                     /db_xref="Pathema:BA_3523"
                     /translation="MIHKTVKKVILIAGGLYITYLVGVVTLAESIPYPTSQQLKEAEK
                     VVERYVGENNGVKMINTSSSFTAEMFNRTIHIEGNSKENPEQVFRMDLDQVSSESEKI
                     TEKSINKICKSNDAGKKFTCADAE"
     gene            complement(3233902..3234564)
                     /locus_tag="BA_3524"
                     /old_locus_tag="BA3524"
                     /db_xref="Pathema:BA_3524"
     CDS             complement(3233902..3234564)
                     /locus_tag="BA_3524"
                     /old_locus_tag="BA3524"
                     /note="identified by similarity to OMNI:NTL01BH3323; match
                     to protein family HMM PF02585"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27288.1"
                     /db_xref="Pathema:BA_3524"
                     /translation="MERHVLVVFPHPDDEAFAAGGTIRLLTDQGVPVTYACGTLGQMG
                     RNMGKNVFANRETIPNIREKELKDACVAMGIQDLRMLGFHDKTLEFEDVDFVADKIEA
                     IIQEVNPSRIITFYPEHGVHPDHDAFGRAVVRAVSRMSTEERPVIHAVAITKNREAVL
                     GEPDVVNNISEVFEHKLAALGAHRSQTEAMLEETHAKIKNKDAATLKWLQLEQFWTYK
                     WE"
     gene            complement(3234580..3234930)
                     /locus_tag="BA_3525"
                     /old_locus_tag="BA3525"
                     /db_xref="Pathema:BA_3525"
     CDS             complement(3234580..3234930)
                     /locus_tag="BA_3525"
                     /old_locus_tag="BA3525"
                     /note="identified by match to protein family HMM PF08830"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27289.1"
                     /db_xref="Pathema:BA_3525"
                     /translation="MEIVKDSSLIQNEIERFVNKDVYIHLETTNGAYASHFNEKMMTV
                     GAFIRNAMIRFERGKITGTNPYRVGLKMDHGWVYAEGITHWEVDDKERLLLAGHDNQG
                     RLAVALELSLTPFK"
     gene            3235193..3236518
                     /locus_tag="BA_3526"
                     /old_locus_tag="BA3526"
                     /db_xref="Pathema:BA_3526"
     CDS             3235193..3236518
                     /locus_tag="BA_3526"
                     /old_locus_tag="BA3526"
                     /note="identified by similarity to OMNI:MT2758; match to
                     protein family HMM PF00939; match to protein family HMM
                     PF02040; match to protein family HMM PF03600"
                     /codon_start=1
                     /transl_table=11
                     /product="arsenical pump family protein"
                     /protein_id="AAP27290.1"
                     /db_xref="Pathema:BA_3526"
                     /translation="MEQSAHEVANWQYYFAIAVFLVTYGFIISEKLNRAVIALFGAAI
                     MIIFGVVDLHTAFTSHIQWETITLLIGMMILVHITSQSGVFEFVAIKAAKAAGGKPIR
                     ILLLLSLLTAGGSAFLDNVTTVLLIVPVTLSITRILKVNPVPYLLSEVLFSNIGGTAT
                     LIGDPPNIMIGSANKHLDFNAFLLNLAPIVIIISIVTLGIIYFLYRNKLKTTTEQINI
                     LMGLNEKDYIKDHSLLLKSISVLGLTILGFILHSIIHVDAAVIAMTGATLLMLIGVKD
                     HDIEDVFAHVEWVTIFFFAGLFVLVGGLIDIGLISSLAKEVIDVTNGDIGFAAILILW
                     VSGIASATIDNIPFVATMIPLIQDLATGLGLSVDSPQIEVLWWALSLGACLGGNGTLI
                     GASANVVVAGIAKREGHEFSYMDFLKIGFPLTIIALLLSHAYIYLRYLM"
     gene            complement(3236590..3236817)
                     /locus_tag="BA_3527"
                     /old_locus_tag="BA3527"
                     /db_xref="Pathema:BA_3527"
     CDS             complement(3236590..3236817)
                     /locus_tag="BA_3527"
                     /old_locus_tag="BA3527"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27291.1"
                     /db_xref="Pathema:BA_3527"
                     /translation="MNLEKAKPVNEEVAELKELIKELHGSVHQLQSEVQQLRHERPVV
                     EVRKGVQLSPTIVGQIGGMILGGLAIIGIFW"
     gene            3237967..3238320
                     /locus_tag="BA_3529"
                     /old_locus_tag="BA3529"
                     /db_xref="Pathema:BA_3529"
     CDS             3237967..3238320
                     /locus_tag="BA_3529"
                     /old_locus_tag="BA3529"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27292.1"
                     /db_xref="Pathema:BA_3529"
                     /translation="MNTNIFKKNNLIKMFFALTFSFLCFAPTDTLAAEIKGSPIKGTT
                     KQESTTPGPSYVAVETYVTVEAYFSKREYALPPARYYHQETRDGMIYSGYLTRHSYAS
                     TGDTWIVVYKGFIKA"
     gene            complement(3238697..3239236)
                     /locus_tag="BA_3530"
                     /old_locus_tag="BA3530"
                     /db_xref="Pathema:BA_3530"
     CDS             complement(3238697..3239236)
                     /locus_tag="BA_3530"
                     /old_locus_tag="BA3530"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP27293.1"
                     /db_xref="Pathema:BA_3530"
                     /translation="MNLFQNKAVKLSAIRESDAKVMAMWQEDSEYLRNVDTDVAFPQS
                     LQEIVSDGLLKGRRSNSVSFMLRTVQDDRLIGFMAIHGIEWNNRTGLLAIGIGDANDR
                     GKGYGREAIHLILKYAFYELNLHRVGLDVISYNKAAIELYKKMGFQIEGCMREAVQRD
                     GECFDRIIMGILRDEWMGR"
     gene            complement(3239461..3240240)
                     /locus_tag="BA_3531"
                     /old_locus_tag="BA3531"
                     /db_xref="Pathema:BA_3531"
     CDS             complement(3239461..3240240)
                     /locus_tag="BA_3531"
                     /old_locus_tag="BA3531"
                     /note="identified by similarity to GP:17131301; match to
                     protein family HMM PF01497"
                     /codon_start=1
                     /transl_table=11
                     /product="putative iron compound ABC transporter, iron
                     compound-binding protein"
                     /protein_id="AAP27294.1"
                     /db_xref="Pathema:BA_3531"
                     /translation="MSIHLTNNLLALGITPVGSVIGGDLKDFLPHAKEQLKDTKKLGV
                     VTDPNMEALLQLKPSEIYVDEKYAGKDVAKYEKIAKTHSFNLDEGTWRDHLKQVGKLV
                     NREKEADTYIQDYEEQSKRVKSLIGKELGNNEKVMAIRVTAKELRVFSTKRPMGPILF
                     QDLGLQPANGVEKIDGNRPFEVISQEVLPDFDADAIFVVVNRDDKAKAAFKQLQETPI
                     WKDLKAVKGKHVYIINDQPWLDYSALGNKMAMDEAEKMFTK"
     gene            complement(3240225..3240359)
                     /locus_tag="BA_3532"
                     /old_locus_tag="BA3532"
                     /db_xref="Pathema:BA_3532"
     CDS             complement(3240225..3240359)
                     /locus_tag="BA_3532"
                     /old_locus_tag="BA3532"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP27295.1"
                     /db_xref="Pathema:BA_3532"
                     /translation="MKKKLTILFSIVCILVLAACGQTKANKEETKKVMSQKSLLCLFT
                     "
     gene            complement(3240381..3241397)
                     /locus_tag="BA_3533"
                     /old_locus_tag="BA3533"
                     /db_xref="Pathema:BA_3533"
     CDS             complement(3240381..3241397)
                     /locus_tag="BA_3533"
                     /old_locus_tag="BA3533"
                     /note="identified by similarity to EGAD:37682; match to
                     protein family HMM PF01032"
                     /codon_start=1
                     /transl_table=11
                     /product="iron compound ABC transporter, permease protein"
                     /protein_id="AAP27296.1"
                     /db_xref="Pathema:BA_3533"
                     /translation="MKKILNTDKKRAITVTTIFGCIGIAVILISLNTGTLSIAPLKVI
                     QTLFGYGDFESATVLYDYRMPRIIITMLAGIGLGISGAILQGLSRNALADPGILGLHS
                     GASFGLIVFVTFFHSINENASILIPLFTFGGGVLAAFLIILLASDRSKGLLPIRLILV
                     GIAVSAGFSAISLFFSLKLNDETYTFASRWLVGNVWGRDWIHVLALLPWIFILTPYAW
                     LKSKTLNALSLGDSVAAGLGVSVQKERLLLLATAVGLSCGSVAMAGGIGFIGLVAPHI
                     ARKLVGTTYQHFLPLAGIIGMIILVLADTIGRSIFEPNSIPAGVVVAALGAPYFLYLL
                     TKTK"
     gene            complement(3241398..3242432)
                     /locus_tag="BA_3534"
                     /old_locus_tag="BA3534"
                     /db_xref="Pathema:BA_3534"
     CDS             complement(3241398..3242432)
                     /locus_tag="BA_3534"
                     /old_locus_tag="BA3534"
                     /note="identified by similarity to EGAD:37681; match to
                     protein family HMM PF01032"
                     /codon_start=1
                     /transl_table=11
                     /product="iron compound ABC transporter, permease protein"
                     /protein_id="AAP27297.1"
                     /db_xref="Pathema:BA_3534"
                     /translation="MLHKSTIRAGNNRWIHIKFICFMSLTIICLIGSIFLAVAFGAKD
                     IHLQTVWTAVFDYNPKLTQHQIIYELRLPRVIGAAVVGAAFAVAGAVMQGVTRNPLAD
                     AGVLGINAGAMFVVALSFAFFPHMPYSYLMVVSFIGAVLSTVLIFIIGSATAGGLTPM
                     RLTIAGAVMAALLHSLSSGVAIYYDLSQDLAFWYAGGVAGVKWEHLKFLVPIIFITIV
                     FATVLGRSISLISMGDDVATNLGVKTNRTRILGMIIVVILAGVSVSAVGSIGFVGLVI
                     PHIARKIVGVNYRLIIPMSALLGAMLLVLADLGARTVNPPKELAIGIMVALIGVPFFL
                     YIARKVGREL"
     gene            3242703..3243467
                     /locus_tag="BA_3535"
                     /old_locus_tag="BA3535"
                     /db_xref="Pathema:BA_3535"
     CDS             3242703..3243467
                     /locus_tag="BA_3535"
                     /old_locus_tag="BA3535"
                     /note="identified by match to protein family HMM PF05675"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP27298.1"
                     /db_xref="Pathema:BA_3535"
                     /translation="MFYIKQLLHFTYEQALSCLFPVVIFLTLALSKIITIPGLYRYDF
                     ILIVCLLMQWFMYKTGLETKDELKVITVFHLIGLLLEIYKVHFGSWSYPEEAYSKIFG
                     VPLYSGFMYASVASYICQAWRRMHLQMYHWPKAIFAIPLGAMIYFNFFTHHFLYDFRW
                     VLTLLLFIVFFRTFVEFSLRGVTYKLPLVLSFFLIGFFIWIAENIATFFGAWQYPNQH
                     ETWNLVHLSKISSWFLLVVISIMIVTQLKHLKQLKK"
     gene            complement(3243745..3244602)
                     /locus_tag="BA_3536"
                     /old_locus_tag="BA3536"
                     /db_xref="Pathema:BA_3536"
     CDS             complement(3243745..3244602)
                     /locus_tag="BA_3536"
                     /old_locus_tag="BA3536"
                     /note="identified by match to protein family HMM PF02567;
                     match to protein family HMM TIGR00654"
                     /codon_start=1
                     /transl_table=11
                     /product="phenazine biosynthesis protein, PhzF family"
                     /protein_id="AAP27299.1"
                     /db_xref="Pathema:BA_3536"
                     /translation="MKLSVYVASAFSKDHKGGNKAGVVFIENSLTTTQKMAIAKQLGY
                     AETAFISESEIADYKFEYFTPKEEVDLCGHATIGSFAILMHLNKLFRNRYTIETNSGV
                     LTITIKDDSIFMEQNNPIFYDVVSPNEFIDCFDMKAIDNKYPIQIVSTGLKDILIPIK
                     SETRLHALQPSFEKIKEISKYYNVVGMHLYTFNDDRIICRNFAPLYDINEEAATGTSN
                     GALACYLHEQHNLQKEVYVFEQGYSLQSPSEILVTLATNSKNEIEKVYVGGKGYYCET
                     KCLNVENME"
     gene            complement(3244851..3245837)
                     /locus_tag="BA_3537"
                     /old_locus_tag="BA3537"
                     /db_xref="Pathema:BA_3537"
     CDS             complement(3244851..3245837)
                     /locus_tag="BA_3537"
                     /old_locus_tag="BA3537"
                     /note="identified by similarity to EGAD:107575"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27300.1"
                     /db_xref="Pathema:BA_3537"
                     /translation="MITLERKLEQYTHTYSQLKGELKWKTSDSRTGMMIAAMYAGSDK
                     LFDLGRFLEISSYIKNQVGMFSYLKSYHRFVVAATLDIHFTDYKKAFRKFLDLYEQLV
                     TGGFSRSIFTYLAAAVLLTEDNEQHSTHIQRSMQVYKRMKEDHLFLTGTNDYPLAVLL
                     AGQSENVETLMDRVEYLYEKLAKAGFRKGNDLQFLSHILSLKKDVREEMLVATCTNIW
                     KLLKQEKVKVKQIHYPAIGLLALLEDGEKEIHSVKALIEKLQGEKLFRWHTDTSILIA
                     IQLFVSQKGEESKATSTGLQTMIEVLIQAQQAAMMATIAASSVATSSASSSS"
     gene            complement(3246108..3246563)
                     /locus_tag="BA_3538"
                     /old_locus_tag="BA3538"
                     /db_xref="Pathema:BA_3538"
     CDS             complement(3246108..3246563)
                     /locus_tag="BA_3538"
                     /old_locus_tag="BA3538"
                     /note="identified by similarity to OMNI:NTL01SA2585"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27301.1"
                     /db_xref="Pathema:BA_3538"
                     /translation="MNRLVGLKQLEITRGELLKFMETLDDKTVDTQPDGFNNTIRWHI
                     GHVLTAAETFMFGREFKQLPTEYPGMFGYGSRPSKWKTEGPSLDVLMAQLKEQAKRIN
                     EIPAEVFENKLPEPFLGLETVGELYGMMLYHEADHIGQMKAMERIIKAL"
     gene            3246759..3247250
                     /locus_tag="BA_3539"
                     /old_locus_tag="BA3539"
                     /db_xref="Pathema:BA_3539"
     CDS             3246759..3247250
                     /locus_tag="BA_3539"
                     /old_locus_tag="BA3539"
                     /note="identified by similarity to OMNI:NTL01BH3691; match
                     to protein family HMM PF05163"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27302.1"
                     /db_xref="Pathema:BA_3539"
                     /translation="MLHILKQQYNLISSTRETLFSFLEEIPLEKLHSTIPNFGSGSII
                     KTHISVADCYRYWLGSFAFKQKRADFSFASDYEIEHADVEKVRARFKLVDETVQRFLD
                     EYNDRWLDNIANEVKWQKEPWSTTPLWLLTHTETHEFHHKGQIVSMARHLGYVPPNTD
                     LIS"
     gene            complement(3247348..3247824)
                     /locus_tag="BA_3540"
                     /old_locus_tag="BA3540"
                     /db_xref="Pathema:BA_3540"
     CDS             complement(3247348..3247824)
                     /locus_tag="BA_3540"
                     /old_locus_tag="BA3540"
                     /note="identified by similarity to EGAD:109350"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27303.1"
                     /db_xref="Pathema:BA_3540"
                     /translation="MKLFKKVSACLCLALLVVTSVFSTTNNNKAYAEDHTYDGKSPYY
                     NSCDQSAVTKEKKWIDSNSYVELKFSTTCKTAWAKVTVTRPAVYNNEADARIVRKTDG
                     KAYTCGSAGGNGVVNKGQTSCYTPMVYDLDPRKAQAQGKHAIPNSDAYNYAETIWY"
     gene            complement(3247842..3248354)
                     /locus_tag="BA_3541"
                     /old_locus_tag="BA3541"
                     /db_xref="Pathema:BA_3541"
     CDS             complement(3247842..3248354)
                     /locus_tag="BA_3541"
                     /old_locus_tag="BA3541"
                     /note="identified by similarity to EGAD:109350"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27304.1"
                     /db_xref="Pathema:BA_3541"
                     /translation="MFKKLMKVCVLSVASVGVLFTFQESTFAATDLSSYYDGKNPATT
                     KVYGGSTTCDADGFNAKSTAVYEGSKKVGTVYLRYSNRCHAAWAKFVLDQPAPAVSGG
                     VYAYAVVNKYKNGVFQKSVTSNQGNGTIKTGQTSTYTGMVFDLTADFGYTADAEAVTF
                     NNGYGKTGRY"
     gene            complement(3248656..3249549)
                     /locus_tag="BA_3543"
                     /old_locus_tag="BA3543"
                     /db_xref="Pathema:BA_3543"
     CDS             complement(3248656..3249549)
                     /locus_tag="BA_3543"
                     /old_locus_tag="BA3543"
                     /note="identified by similarity to SP:P94501; match to
                     protein family HMM PF00126; match to protein family HMM
                     PF03466"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, LysR family"
                     /protein_id="AAP27305.1"
                     /db_xref="Pathema:BA_3543"
                     /translation="MEIKQLITFKIAADTLNFTQTAKKLNFAQSSVTAQIKTLEAELG
                     TPLFERLGKRLFLTEAGRKFQLYADKMIGLSNEAKMAVKDDEEIAGTLTIGAQESQCT
                     YRLPSILKRFKAQFPQIKLIFKPAHSNKDAKEQLMEGKVDLAFILDECKTEDALHVEP
                     LMKEELKVVAAPGHRLLEQTSVSIKDLEKETLLLTELGCSYRTLFEELFRAKDIYPAN
                     KIEFVSVEAIKQCIIADLGVAVLPAIVVEKDMREGTIKELVLKETIPPIYTQIAWHKD
                     KWMTVPLQQFIDVTREFFTTD"
     gene            3249673..3250638
                     /locus_tag="BA_3544"
                     /old_locus_tag="BA3544"
                     /db_xref="Pathema:BA_3544"
     CDS             3249673..3250638
                     /locus_tag="BA_3544"
                     /old_locus_tag="BA3544"
                     /note="identified by match to protein family HMM PF00107;
                     match to protein family HMM PF08240"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, zinc-binding dehydrogenase
                     family"
                     /protein_id="AAP27306.1"
                     /db_xref="Pathema:BA_3544"
                     /translation="MKALCFETFGNADVLQYKEIPDPIINPNEILVRTKAIGLNFADI
                     YRRRGDYHLAGNPPYILGYEGAGIVEEIGTNVTTIKPGDRIAFADVPFANAELVAVPS
                     KKTIQLPNSISFETAASVLLQGLTAHYLTKDSYQIKQGDIALVHAAAGGVGQLLIQII
                     KLLGGTAIGLTSSNEKAKVATLAGADHVFLYSEKWHSKVLEITNGTGVNVVYESVGST
                     LEESFNATKIGGTVVFYGMAGGNPAPVDPRMLMDTSKTLTGGDLWNVLTTFEERKQRS
                     TQLFDWIASGKLNIASPTTFSLQDGAHAHKLLESRKSTGKILLIP"
     gene            complement(3250704..3251408)
                     /locus_tag="BA_3545"
                     /old_locus_tag="BA3545"
                     /db_xref="Pathema:BA_3545"
     CDS             complement(3250704..3251408)
                     /locus_tag="BA_3545"
                     /old_locus_tag="BA3545"
                     /note="identified by match to protein family HMM PF00300"
                     /codon_start=1
                     /transl_table=11
                     /product="putative phosphoglycerate mutase"
                     /protein_id="AAP27307.1"
                     /db_xref="Pathema:BA_3545"
                     /translation="MKNRETDSNVVTLYVTRHGKTILNTNHRAQGWADSPLVEKGVEV
                     ATNLGTGLKDIHFMNAYSSDSGRAIETANLVLKYSEQSKLKLEQRKKLRELNFGIFEG
                     EKLDNMWDAVGKAAGVTSPEELLKFSIQEVIDLIRAADPTKQAEDWELFSTRIKAEID
                     KISEEAAKDGGGNVLVVVHGLLITTLIEMLDSSKTKLGVENASVTKIVYQDGIYTVES
                     VGDMSYVAKGKESVEI"
     gene            complement(3251571..3252095)
                     /locus_tag="BA_3546"
                     /old_locus_tag="BA3546"
                     /db_xref="Pathema:BA_3546"
     CDS             complement(3251571..3252095)
                     /locus_tag="BA_3546"
                     /old_locus_tag="BA3546"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP27308.1"
                     /db_xref="Pathema:BA_3546"
                     /translation="MITIRQEQKNDYRKTEEVVKEAFLHEEFSDKKEHELVKRIRECD
                     AFVPELSIVAVDEAIVGHIMLSKIKIEQDGTSEESLALAPVSVARGHQKKGIGGKLIV
                     AALEKAKELGYGSVVVLGHPEYYPKFGFKKAIEWNIKAPFEVPEEVFMVIELTENALE
                     SVEGVVQYSSAFAE"
     gene            complement(3252102..3254003)
                     /locus_tag="BA_3547"
                     /old_locus_tag="BA3547"
                     /db_xref="Pathema:BA_3547"
     CDS             complement(3252102..3254003)
                     /locus_tag="BA_3547"
                     /old_locus_tag="BA3547"
                     /note="identified by match to protein family HMM PF00488"
                     /codon_start=1
                     /transl_table=11
                     /product="putative MutS family protein"
                     /protein_id="AAP27309.1"
                     /db_xref="Pathema:BA_3547"
                     /translation="MNTMTFEKLQYNELKDIVKFYCVSGLGKELINKLEPSTSIKVVR
                     NRLNETTEARAILDAEGHVPFFGISNIASTIQKLEKGMILDPEELVSVSDFLRGCRKI
                     KKFMLDKEFFAPVLASYANSMTEYKSIEEEINFSIKGNSIDSAASKELKRIRNNIDSV
                     DGKIKERLTKFLNSSANKKYIQEFFISKKDDRYTIPIKSSYKNQVAGSIVEASAKGST
                     VFIEPHTVTKLNAELASLKAEEAMEEYQILATLSGMVVENIYHIKINMELISQYDMVF
                     AKAKFSKSIDGIEPKLNDHGHIHLVNCKHPLLSGKVVPLNFEIGQNYRSLIITGPNAG
                     GKTIVLKTIGLLTLATMSGLHIAGDKETEIAIFENVFVDIGDNQSIENALSTFSSHMK
                     NLSEIMRMSNNNTLLLFDEIGSGTEPNEGAALAISILEEFYLAGCITVASTHYGEIKR
                     FSEMHDDFMNAAMQFNSETLEPLYKLVIGKSGESNALWIANKMNVRERVLKRAKAYMG
                     NKEYTLEKVNESKIRKPKFLQEKRENHYEYKIGDRVNLLDHDDFGIIYKEKDNFYNVV
                     VYYNGEFIEVNVKRITLEVAAKELYPEGYDLNTLFVDYKERKMQHDIERGSKKALRKI
                     QKEMRKNRG"
     gene            3254616..3255245
                     /locus_tag="BA_3550"
                     /old_locus_tag="BA3550"
                     /db_xref="Pathema:BA_3550"
     CDS             3254616..3255245
                     /locus_tag="BA_3550"
                     /old_locus_tag="BA3550"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27310.1"
                     /db_xref="Pathema:BA_3550"
                     /translation="MSEKYIILHGTALEPNLIGPTLPPIPPFTFPNGPTGITGPTGAT
                     GFTGIGITGPTGVTGPTGIGITGPTGATGLGILPVFGTITTDVGIGFSVIVNTNINFT
                     LPGPVSGTTLNPVDNSIIINTTGVYSVSFSIVFVIQAISSSILNLTINDSIQFAIESR
                     IGGGPGVRATSARTDLLSLNQGDVLRVRIREATGDIIYSNASLVVSKVD"
     gene            complement(3255340..3256881)
                     /gene="amyS"
                     /locus_tag="BA_3551"
                     /old_locus_tag="BA3551"
                     /db_xref="Pathema:BA_3551"
     CDS             complement(3255340..3256881)
                     /gene="amyS"
                     /locus_tag="BA_3551"
                     /old_locus_tag="BA3551"
                     /EC_number="3.2.1.1"
                     /note="identified by match to protein family HMM PF00128"
                     /codon_start=1
                     /transl_table=11
                     /product="alpha-amylase"
                     /protein_id="AAP27311.1"
                     /db_xref="Pathema:BA_3551"
                     /translation="MFKKITIVGLSVVLFLPSIYGESKVYADTINNGTLMQYFEWYAP
                     SDRNHWNRLRTDAENLAQKGITSVWIPPAYKGTTQNDVGYGAYDLYDLGEFNQKGTVR
                     TKYGTKAQLKSAIEALHKQNIDVYGDVVMNHKGGADYTETVTAVEVDRNNRNVEVSGD
                     YEISAWTGFNFPGRGDNYSNFKWKWYHFDGTDWDEGRKLNRIYKFRGIGKAWDWEVSS
                     ENGNYDYLMYADLDFDHPDVANEMKNWGTWYANELNLDGFRLDAVKHIDHEYLRDWVN
                     HVRQQTGKEMFTVAEYWQNDIQTLNNYLAKVNYNQSVFDAPLHYNFHYASKGNGNYDM
                     RNILNGTVMQNHPALAVTLVENHDSQPGQSLESVVSPWFKPLAYAFILTRAEGYPSVF
                     YGDYYGTSGNSSYEIPALKDKIDPILTARKNFAYGTQRDYLDHPDVIGWTREGDSVHA
                     NSGLATLISDGPGGSKWMDVGKNNAGEVWHDMTGNQTNTVTINKDGWGQFHVSGGSVS
                     IYVQQ"
     gene            3257097..3257887
                     /locus_tag="BA_3552"
                     /old_locus_tag="BA3552"
                     /note="N-acetyltransferase family protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3552"
     gene            3258004..3259791
                     /gene="pepF2"
                     /locus_tag="BA_3553"
                     /old_locus_tag="BA3553"
                     /db_xref="Pathema:BA_3553"
     CDS             3258004..3259791
                     /gene="pepF2"
                     /locus_tag="BA_3553"
                     /old_locus_tag="BA3553"
                     /EC_number="3.4.24.-"
                     /note="identified by match to protein family HMM PF01432;
                     match to protein family HMM PF08439; match to protein
                     family HMM TIGR00181"
                     /codon_start=1
                     /transl_table=11
                     /product="oligoendopeptidase F"
                     /protein_id="AAP27312.1"
                     /db_xref="Pathema:BA_3553"
                     /translation="MTELKDRLQVADKEKWNLTDIYDTIEDWESDFHKIEVLTNELHE
                     FNGNIHDGNSLLAYLTKSEEISSIISLMFAYARLQSDLDTRDTDAQSLVDKVSQLHVK
                     VSAAKSFFSPFLLSVDENTLHTYIEEAEGLQYYKEDLFELYRYKKHVLNKDQEEILSQ
                     MGEALSSPQHTYGMLNNADILFGEVTSNDGEKVTLTRGMYAKLIEDESREKRKEAYKA
                     YYKPYVQLKNSIASTLSAAIKNNVTVSKLRKYPSALEKSLFGDMVPKEVYENLIETTK
                     KNIQSLHTYNKLRKEKLNVDELRQYDLSVDLVQGVKQDIPYDNAFDIMIESLAPLGEE
                     YIETLKSFKDKRYIDVRETPGKCSGAYNFGVYGVHPFILLNHHDDLNSLFTLTHECGH
                     GMHTHYSHGYQPRISAHYTIFVAEVASTVNEVLLIHHLLKEAKDANVRNHLVNHFIEK
                     FKGTFFTQIMFAEFEKITHEMAQQGKPLNAQVFSDVYENLFREYNGDSLVFDEEVKYG
                     WARIPHFYRPFYVYKYATGFASAIQIADKLLSGDPNAQKNYLEFLKGGSSDYPLNLLK
                     KAGVDLTTPEPIESALNRFSELVEEFSTL"
     gene            complement(3259827..3260960)
                     /locus_tag="BA_3554"
                     /old_locus_tag="BA3554"
                     /db_xref="Pathema:BA_3554"
     CDS             complement(3259827..3260960)
                     /locus_tag="BA_3554"
                     /old_locus_tag="BA3554"
                     /note="identified by similarity to GP:16412984; match to
                     protein family HMM PF00144"
                     /codon_start=1
                     /transl_table=11
                     /product="putative penicillin-binding protein"
                     /protein_id="AAP27313.1"
                     /db_xref="Pathema:BA_3554"
                     /translation="MLKKWLIVFFIFAVFSGSVVALIHASKGKKYDIKAFSNLNNKQK
                     HDMQEVDANEKKHYEVVAGKLDQYLKDKGFNGSVLVASKDHVILRKGYGYANMKDKVF
                     TTPRTKYRIGSITKTVVAISIMQLKEKGKLNIEDNVNKYIPSFPADKNITLRNLLTHT
                     SGLPDQGKGRVDAASRLKLVTWIGSQALQFPAGTGWKYTDYNYMVLAYIVEKITNKPL
                     AEYVKENIFTPVEMHESGMGATLPEDIFLAEGYTRKDNELIAAPRLKMNWLYGCGEMY
                     TTVEDMKRLDEAIMNGKLLSKQSVLDMFTASPARKYGFSFYTYPDYYHNHGVLAGWNT
                     FNNFNWDKKTFVILFSNVQNGMNDTFNQEFRKMANDLIEGNGA"
     gene            3261217..3261447
                     /locus_tag="BA_3555"
                     /old_locus_tag="BA3555"
                     /db_xref="Pathema:BA_3555"
     CDS             3261217..3261447
                     /locus_tag="BA_3555"
                     /old_locus_tag="BA3555"
                     /note="identified by similarity to EGAD:174092"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27314.1"
                     /db_xref="Pathema:BA_3555"
                     /translation="MKNTDKRNRLDDMMFHYRVTKNNIVLIEYYGKQIMILKGTAAEK
                     FLNKINHAHNDTEKQLIMAKVTGNFKRGNERQ"
     gene            complement(3261547..3262761)
                     /locus_tag="BA_3556"
                     /old_locus_tag="BA3556"
                     /db_xref="Pathema:BA_3556"
     CDS             complement(3261547..3262761)
                     /locus_tag="BA_3556"
                     /old_locus_tag="BA3556"
                     /note="identified by similarity to GP:17742264; match to
                     protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="MFS transporter"
                     /protein_id="AAP27315.1"
                     /db_xref="Pathema:BA_3556"
                     /translation="MEERMNSTYKWVMLIVATIAQTTATLITYGVGVFALFWKEEYAL
                     TNMESGLLVSVVNVGPLFCMLFIGRLLDQYNEKILISISSFLLGSSLLLTNIVSGFNG
                     LLFVLLLIGMFYSVSQPGGSKVILKWFPKENRGLAMGIRQAGIPIGGALAGVLIPFLT
                     VQYNMTYAINSIACICIIGGVLFFVFYKEPYVQEEARKGHIKISFWMELKVVICKKEL
                     YPIYITGICMISLQMVLVGHFMKFLAGEQSITSIVAGTVFSVMFFSGMIGRVALAAIS
                     DVFYKGNRRIPLFIAVCASIGLILLLVMSIHTITSGVLYSVSALLGFFSIGWFSLFIA
                     EVAELASEESVGITVSVALTLNQIAIIVAPVLFGYIVDEKGYAYAWLCIVVLLSISAV
                     SLYRRNKKIKES"
     gene            3262877..3263728
                     /locus_tag="BA_3557"
                     /old_locus_tag="BA3557"
                     /db_xref="Pathema:BA_3557"
     CDS             3262877..3263728
                     /locus_tag="BA_3557"
                     /old_locus_tag="BA3557"
                     /note="identified by similarity to SP:P94501; match to
                     protein family HMM PF00126; match to protein family HMM
                     PF03466"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, LysR family"
                     /protein_id="AAP27316.1"
                     /db_xref="Pathema:BA_3557"
                     /translation="MDIKDLTVFYEVAKENNISHAAKNLNYVQSGVTMRMKQLENELG
                     VPLFYRNGKGVTLTSNGEILLTYAKQIIHLMDQSIKAVQSNGTEPKGTLKIGCTESTT
                     AVRLPSILTTYYEKYPEVELILETNTTEQLIKLVLDRKLDGAFIAGSTQHNELHSNVF
                     HEEELVLISKKTLSSLKDIEDMNLLAFSHGCYYRSLLEDWLQEEDISPKRVLEFGTIE
                     AILACVKSSMGVAIMMKSILKGHEHDVSFNPLPNSFNKVPTTFITRNDIFRSAALQKF
                     MEVTHNA"
     gene            3263721..3264230
                     /locus_tag="BA_3558"
                     /old_locus_tag="BA3558"
                     /db_xref="Pathema:BA_3558"
     CDS             3263721..3264230
                     /locus_tag="BA_3558"
                     /old_locus_tag="BA3558"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27317.1"
                     /db_xref="Pathema:BA_3558"
                     /translation="MHEKKIRGMKRKTNAMIKRIEEHTKMFPSTFYNDEYWYMPLPVS
                     QDFIESHKTPRKVKRLCIQTLIDRVNHLIKIQPSDTHTYRVVALISIENLWRSQIIVF
                     KNDDYFHNFFNRNNEFQKWILLSNEIDFWETWGISIFPTPQLLRFQEVIYDEDTIDEK
                     EIWFIGELS"
     gene            3264324..3265001
                     /locus_tag="BA_3559"
                     /old_locus_tag="BA3559"
                     /db_xref="Pathema:BA_3559"
     CDS             3264324..3265001
                     /locus_tag="BA_3559"
                     /old_locus_tag="BA3559"
                     /note="identified by similarity to GP:10129725; match to
                     protein family HMM PF02698"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27318.1"
                     /db_xref="Pathema:BA_3559"
                     /translation="MVIPKYPDVPTLTKKQIDQITEITFLKEITPQKCDVIFVFGGSH
                     PGNWQAPLETYRQGLGNRIIVTGGTSLHGMKHPSWNYGDLSEAEVIVNKLMENGVPKG
                     AILFEKNSLHSIANVIEAKKIFDFTKINRLLFVCKNLGAGRQYRVLKKHLPKTITCIP
                     YTFDTSFDGEFIMNRYNWMENEKSRSMIFGEYLRNVCYGRKGGIEPPEKEVHGLEEYV
                     SYYYNLA"
     gene            complement(3265051..3265995)
                     /locus_tag="BA_3560"
                     /old_locus_tag="BA3560"
                     /db_xref="Pathema:BA_3560"
     CDS             complement(3265051..3265995)
                     /locus_tag="BA_3560"
                     /old_locus_tag="BA3560"
                     /note="identified by similarity to OMNI:NTL01BS00214;
                     match to protein family HMM PF03009"
                     /codon_start=1
                     /transl_table=11
                     /product="putative glycerophosphoryl diester
                     phosphodiesterase"
                     /protein_id="AAP27319.1"
                     /db_xref="Pathema:BA_3560"
                     /translation="MRKIISVLVIFFMTGSIFAGGAVHAKAEGKHEWNKNKFLNIAHR
                     GASGHAPEHTFASYDLVKKMKADYLELDIQLTKDGQLIAMHDTAVDRTTNGTGEVRDK
                     TLSEIKSLDAGSWFNKAYPEKAKQEYVGQKVPTLEEIFQKYGRSMKYYIETKSPDVYP
                     GMEEKLLALLEKYNLIGQNMSSSRVMIQSFSKDSLKKIHSINKNIPLVQLLWYYPNEN
                     NEIVEWSGITHEPKRVTNDDFQEIKKYAVGIGPNLRNDNGDLIINESYMKMARQNGLL
                     IHPYTINEKPDMRLLMKWGATGMFTNYPDRLHTVLKEK"
     gene            complement(3266734..3267228)
                     /locus_tag="BA_3562"
                     /old_locus_tag="BA3562"
                     /db_xref="Pathema:BA_3562"
     CDS             complement(3266734..3267228)
                     /locus_tag="BA_3562"
                     /old_locus_tag="BA3562"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27320.1"
                     /db_xref="Pathema:BA_3562"
                     /translation="MWVIMNFMLLIILFIFPPYDIYSYVALPFYVICNLWGIWVSIYK
                     PRQPQLQHLLYSGFVSLSISFCSFIAVQKLAYEFVKIESPLFFILSLIAYSLIVYKSE
                     LFWIKYFTARLRGTTDQDVKIPKIVFFSSLGYMIGQISIGILSQKTMAILLIILLSFF
                     PLCS"
     gene            complement(3267299..3267952)
                     /locus_tag="BA_3563"
                     /old_locus_tag="BA3563"
                     /db_xref="Pathema:BA_3563"
     CDS             complement(3267299..3267952)
                     /locus_tag="BA_3563"
                     /old_locus_tag="BA3563"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP27321.1"
                     /db_xref="Pathema:BA_3563"
                     /translation="MEKYHGKSTEQIIQKLMPGSARSSVVMVWVVINFMILTPFLFPP
                     TFTIYLYVILPFLLIANIWGVWVFFYKPNELRLVHILYNGFMGITFSFGSFIVIQKMA
                     YTFIKIETPLFFIVTFVLYIFTIYKLISIGMKSFLRRLNNEENDNIKISPIVYLSGLG
                     YVIGQICIGTLSQNGLATVLILVFSLFAVVLSISGVYIWVYVDLKRKEMDGMHNGQI"
     gene            complement(3268568..3270187)
                     /locus_tag="BA_3564"
                     /old_locus_tag="BA3564"
                     /db_xref="Pathema:BA_3564"
     CDS             complement(3268568..3270187)
                     /locus_tag="BA_3564"
                     /old_locus_tag="BA3564"
                     /note="identified by similarity to GP:15823942; match to
                     protein family HMM PF01266; match to protein family HMM
                     PF01494"
                     /codon_start=1
                     /transl_table=11
                     /product="FAD-binding monooxygenase, PheA/TfdB family"
                     /protein_id="AAP27322.1"
                     /db_xref="Pathema:BA_3564"
                     /translation="MESNDVPVLIVGGGLSGLASALFLAKHNIEYLLIERHPSTAIHP
                     KAGGITFRTMELFRELGLEQRIRSAGKTLENCRGRIAVHTIAEANQEELAQMRANQYE
                     NDEKLLQKIEEISPSKQTACYQITLEEIMLQEARILGGELSFYHELVSYEQNEQGVIA
                     TIRNRETEKESVIHCDYVIAADGAKSKIREQLGISAEGRGTIGGYYMNIYFEADVSEF
                     MQGDAFGFSMVLHPEVLGALIPVDNARRWIYHVSYDPLKGERPEDFTIERCKQIIQTA
                     IGSTNVEPEIVSVLPWKAAESTATKFQDNRIFLVGDSAHIMPPTGGFGSNTGIQDAHN
                     LAWKLAAVIKGKAKPKLLETYHEERYPVAKLTTDYAISLLFRAANREEGSLNKMDGLA
                     VTAGYHYSSDAIIDDAVTLHRMDIVQLNGRPGTRAPHFIGMYEEKEVSVLDLLGNDFV
                     LLTGAENDSWAESAHTVSAKLGVNIKVYRVGLSGDFIAQENIFSELYGLSDGGAVLIR
                     PDAFIGWRSEKEVVNLDVVLEEVMSNLLCDF"
     gene            3270674..3271009
                     /locus_tag="BA_3565"
                     /old_locus_tag="BA3565"
                     /db_xref="Pathema:BA_3565"
     CDS             3270674..3271009
                     /locus_tag="BA_3565"
                     /old_locus_tag="BA3565"
                     /note="identified by similarity to OMNI:EF0110; match to
                     protein family HMM PF01022"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, ArsR family"
                     /protein_id="AAP27323.1"
                     /db_xref="Pathema:BA_3565"
                     /translation="MNKQEQLNVIKKDFIDSQKVLLAIGDETRQAILLVLMETECQTG
                     LRVGEITKQTHLSRPAVSHHLRILREAGIILMRKEGTKNFYYIDIRTKLSLLKNLVLD
                     IEKLLHNFY"
     gene            3271028..3272026
                     /locus_tag="BA_3566"
                     /old_locus_tag="BA3566"
                     /db_xref="Pathema:BA_3566"
     CDS             3271028..3272026
                     /locus_tag="BA_3566"
                     /old_locus_tag="BA3566"
                     /note="identified by match to protein family HMM PF00107;
                     match to protein family HMM PF08240"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, zinc-binding dehydrogenase
                     family"
                     /protein_id="AAP27324.1"
                     /db_xref="Pathema:BA_3566"
                     /translation="MKAMIIDKYGKVPMRMAEVPIPEINEHEVLAEIHAASINPIDFK
                     IRDGKVKMLLKYEMPLILGNDFAGVIIKVGSKVTRFKIGDEIYARPRKNKIGTFAEYI
                     AIHEDDIALKPKNLSFEEAASIPLVGLTSYQALHDIMQLQKDQKILIHAGSGGVGTFA
                     IQLAKIMGATVTTTASEAGPDLVKSLGADQIINYKTEKFEEILKDYDAVFDTIGGTTL
                     EKSFDIIKSGGNIVSVSGIPNARFSKEFGSGFFKTFLFSLASKKLTALEKKHNAQYSF
                     LFMKPSGDQLRTIANYIEAGKIKPVIDRVFPFEDAQKAMEYSEAGRAKGKIIVKMK"
     gene            3272205..3273671
                     /locus_tag="BA_3567"
                     /old_locus_tag="BA3567"
                     /db_xref="Pathema:BA_3567"
     CDS             3272205..3273671
                     /locus_tag="BA_3567"
                     /old_locus_tag="BA3567"
                     /note="identified by similarity to OMNI:NTL01BH3945; match
                     to protein family HMM PF02696"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27325.1"
                     /db_xref="Pathema:BA_3567"
                     /translation="MTKNNEAGWNLDHSYTTLPQSFYTEIPPTPVSSPELVKLNHSLA
                     ISLGFNPEELKKEAEIAIFAGNALPEGAHPLAQAYAGHQFGHFNMLGDGRALLIGEQM
                     TPSGKRFDIQLKGSGPTPYSRRGDGRAALGPMLREYIISEAMYALDIPTTRSLAVVTT
                     GEPTYRETKLPGAILTRVASSHIRVGTFQYAAARGSIEDLQSLADYTIKRHYPEIEAH
                     ENRYTALLQEVIKKQASLIAKWQLVGFIHGVMNTDNITISGETIDYGPCAFMDNYDQG
                     TVFSSIDTQGRYAYGNQPYMAAWDLARLAESLIPILHEDEEEVLKIAQDEISKFSVQY
                     EKQWFLGMKKKLGLFSNEEQDQSLIEQLLKMMEKFKADYTNTFRSLTLNTIENTALFE
                     SPEFKEWYKLWQSRLERQEESKENAYEMMKNNNPSIIPRNHRVEEALEAAVTNGDYSV
                     MEKLLEALSNPYAYATEQEEYCVPPVPTNRPYRTFCGT"
     gene            3273927..3275021
                     /locus_tag="BA_3569"
                     /old_locus_tag="BA3569"
                     /note="putative response regulator, authentic point
                     mutation; an automated process has identified a potential
                     problem with this gene model; it may contain one or more
                     premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3569"
     gene            3275018..3275209
                     /locus_tag="BA_3570"
                     /old_locus_tag="BA3570"
                     /db_xref="Pathema:BA_3570"
     CDS             3275018..3275209
                     /locus_tag="BA_3570"
                     /old_locus_tag="BA3570"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27326.1"
                     /db_xref="Pathema:BA_3570"
                     /translation="MIKKISSVFLGLSVFGILATGIHSSFTYQAGHADLPAPQRPDLV
                     QSVDASKDYNSTTTAEKAL"
     gene            complement(3275283..3275882)
                     /gene="paiB2"
                     /locus_tag="BA_3571"
                     /old_locus_tag="BA3571"
                     /db_xref="Pathema:BA_3571"
     CDS             complement(3275283..3275882)
                     /gene="paiB2"
                     /locus_tag="BA_3571"
                     /old_locus_tag="BA3571"
                     /note="identified by match to protein family HMM PF04299"
                     /codon_start=1
                     /transl_table=11
                     /product="protease synthase and sporulation negative
                     regulatory protein PAI 2"
                     /protein_id="AAP27327.1"
                     /db_xref="Pathema:BA_3571"
                     /translation="MYIPKYFAIQDEKMKYEIMEQNSFATLFSQHNGEPYATHLPLLL
                     NRETLTLHGHFARPNEQWKDIGTQQVLAIFQGPHSYISPSWYETKNAVPTWNYVAVHV
                     YGELELVEDEQELIDSLQDLVDTYEDPQSTYSLNDVDPNYMEGLSKGIVGFKIKISKI
                     EGKAKLSQNHSVARRKLVVEELEKVGSEGSRGIAELMRK"
     gene            complement(3276017..3276544)
                     /locus_tag="BA_3572"
                     /old_locus_tag="BA3572"
                     /db_xref="Pathema:BA_3572"
     CDS             complement(3276017..3276544)
                     /locus_tag="BA_3572"
                     /old_locus_tag="BA3572"
                     /note="identified by similarity to OMNI:EF0920; match to
                     protein family HMM PF04229"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27328.1"
                     /db_xref="Pathema:BA_3572"
                     /translation="MKQRITIEEYNIKWESEFNKLQTLINDVMEDSILSIEHVGSTSI
                     KGLAAKPVLDIDIVIEDYGFFPKVVTKLGAIGYYHQAEWSYKGREAFGRKDAFVPWDG
                     ESTDWMEHHLYVCDKESEELRRHIAFRDYLREYEDVAVEYGHLKEELARETKSRTSYS
                     EGKTAFITNILEKIN"
     gene            complement(3276568..3276915)
                     /locus_tag="BA_3573"
                     /old_locus_tag="BA3573"
                     /db_xref="Pathema:BA_3573"
     CDS             complement(3276568..3276915)
                     /locus_tag="BA_3573"
                     /old_locus_tag="BA3573"
                     /note="identified by similarity to OMNI:NTL02ML4319"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27329.1"
                     /db_xref="Pathema:BA_3573"
                     /translation="MQKRIVHFEGLVVFVATIYMYSLYEFSWIIFLIFLLAPDLSMLA
                     YGINNHIGANIYNLFHTYIISILIVIIGVYFKVDTVIMIGLIWTAHIGMDRMFGYGLK
                     YETEFKGTHIQRL"
     gene            complement(3276928..3277896)
                     /locus_tag="BA_3574"
                     /old_locus_tag="BA3574"
                     /db_xref="Pathema:BA_3574"
     CDS             complement(3276928..3277896)
                     /locus_tag="BA_3574"
                     /old_locus_tag="BA3574"
                     /note="identified by similarity to OMNI:SA2314; match to
                     protein family HMM PF01758"
                     /codon_start=1
                     /transl_table=11
                     /product="bile acid transporter family protein"
                     /protein_id="AAP27330.1"
                     /db_xref="Pathema:BA_3574"
                     /translation="MKVLEAISNIAGKYFAFWVICIATIAYFIPAPFLGLNSYITILL
                     GVVMFGMGLTLKAVDFKIIATKPLPVIIGVCAQFIIMPLVAYVLAYVMNLPAELAAGL
                     VLLGSVPGGTASNVMVYLAKGNLALSIAMTSLSTLLAPIATPLILLLLAGQWMPVNPM
                     SMFLSIVQVIIIPIILGLVVKKFFPKTVTKGMTVIPFISVLAIIIIVSAVVSANVSSI
                     TSSGLLILIAVMLHNAFGFLLGYITAFILKLDEGTRRAISIEVGMQNSGLGVALATAH
                     FGPAAALPSVLAAVWHNIAGPILATIWSKNAKNTFSDENVSVNIEK"
     gene            complement(3277901..3279292)
                     /locus_tag="BA_3575"
                     /old_locus_tag="BA3575"
                     /db_xref="Pathema:BA_3575"
     CDS             complement(3277901..3279292)
                     /locus_tag="BA_3575"
                     /old_locus_tag="BA3575"
                     /note="identified by match to protein family HMM PF01565;
                     match to protein family HMM PF02913"
                     /codon_start=1
                     /transl_table=11
                     /product="putative glycolate oxidase, subunit GlcD"
                     /protein_id="AAP27331.1"
                     /db_xref="Pathema:BA_3575"
                     /translation="MEITVERLVNGLKGVLPEDRVVINTTVRELHSKDESYHASSLPD
                     VVVFPKTTEEVSTIMKIASEYGTPVVPFGVGSSLEGHVIPYEKGITVDFSLMNKILEI
                     REKDFLVKVQPGVTRSQLNKELKKYGLFFSVDPGADATLGGMAATNASGTTAVKYGVM
                     RDQVRDLEVVLADGEVIHTGNLAAKSSSGYHLNGVFVGSEGTLGCFTELTLKVYGIPE
                     HVMAARASFPAINDAVEAVINILQAGIPIARIELVDELSMKQVNHYSETSYREEPTLF
                     LEFHGNEAGLKQDVEFTKEIVFDHKCKEVAFETETAARNKLWDARHNLAYAYVHSYPG
                     KKLMSTDVCVPISELAGAIQQAKETLEKNGLVGGILGHVGDGNFHVLLMVDPNDKEEV
                     EKADEINESIVLYALKRGGTCTGEHGVGIGKRKYQEEEHGAALFVMEKIKKALDPQNI
                     LNPNKVFQLKDRS"
     gene            complement(3279462..3279860)
                     /locus_tag="BA_3576"
                     /old_locus_tag="BA3576"
                     /db_xref="Pathema:BA_3576"
     CDS             complement(3279462..3279860)
                     /locus_tag="BA_3576"
                     /old_locus_tag="BA3576"
                     /note="identified by similarity to OMNI:SA2371"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27332.1"
                     /db_xref="Pathema:BA_3576"
                     /translation="MKKLYNASFTYLIIGLLSGIFAREYGKYKGIVGSTLLNLLHTHT
                     LVLGFFFFLIALGLAKVFAFHEAKSFNKWFVVHNIALILMLGSLAARGLLQLNGADFK
                     GLTYIVGFSHSLMAVTLIWFMLLIKKSFKI"
     gene            complement(3280208..3281020)
                     /locus_tag="BA_3577"
                     /old_locus_tag="BA3577"
                     /db_xref="Pathema:BA_3577"
     CDS             complement(3280208..3281020)
                     /locus_tag="BA_3577"
                     /old_locus_tag="BA3577"
                     /note="identified by match to protein family HMM PF00534"
                     /codon_start=1
                     /transl_table=11
                     /product="glycosyltransferase, group 1 family"
                     /protein_id="AAP27333.1"
                     /db_xref="Pathema:BA_3577"
                     /translation="MSLLGTGYLPDGTHMPGANPNLNIAAFLKENHIDLHTTVYPGGG
                     LDPYTSVEFLNIVSKHCKTVFSNANEVLNTIPNSIYVPGIINTEFYHYNQKVSTKPIQ
                     MIFAAHNAERKGFPLLAQAFNKLDDQFHLHIVGNWENSLHLLTNNNYTFWGMLDLEKL
                     KQLYEQSHVFISCSTKDKFAIDGFPTTAAADAMATGCILVSTNHRNDNRILKPGEDYL
                     KIEADSNSILSNLFWIKMNFEKALEIGKSGAIKMDKYFNYKTNVNFKLSHIF"
     gene            complement(3281248..3282588)
                     /locus_tag="BA_3578"
                     /old_locus_tag="BA3578"
                     /db_xref="Pathema:BA_3578"
     CDS             complement(3281248..3282588)
                     /locus_tag="BA_3578"
                     /old_locus_tag="BA3578"
                     /note="identified by similarity to OMNI:NTL02SS0745; match
                     to protein family HMM TIGR01444"
                     /codon_start=1
                     /transl_table=11
                     /product="putative methyltransferase"
                     /protein_id="AAP27334.1"
                     /db_xref="Pathema:BA_3578"
                     /translation="MENETNLSEVELRKNLIANINDCKTLLQLGEIYYSSGRYYLAAN
                     YLSYVMKMTNDAALYEKSNQLLFLAERAIQINNNDKMFSNFEFLDTLIMELLNCLKNH
                     YYYNIDIELFELMHVRPSVDSIVVNTQNEKEEIVKHLQGLEELYFNLNDSFSKELLIK
                     LLTFRLLGNHKVKMPLNTIDYWKQRKSIPNLIHSSETLQTNYHNWTLQLFDLTPLKYN
                     LRLFYVPMGISATFLDKQYEYNKISPVIKVKEGDVVIDAGGCFGDTALYFAHEVGETG
                     HVYTIEFIPSNLEIMSKNINLNEKLQNNITIVKHPLWNVSNTSLYYKDQGAASFVTFS
                     EESGVTDKVSTITIDNLVVEHKLHKLDFIKMDVEGAEMNALKGAIHSITTFRPTLAIA
                     IYHQISDFVNVMRFINDLNLGYQFYLGHYTVNAQETILFAVAREKMEVSDENEE"
     gene            complement(3282868..3282978)
                     /locus_tag="BA_3579"
                     /old_locus_tag="BA3579"
                     /db_xref="Pathema:BA_3579"
     CDS             complement(3282868..3282978)
                     /locus_tag="BA_3579"
                     /old_locus_tag="BA3579"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27335.1"
                     /db_xref="Pathema:BA_3579"
                     /translation="MYEGILCKEQFLYVVLFVIKKITIPFLNKVRKRYSF"
     gene            complement(3283032..3283598)
                     /locus_tag="BA_3580"
                     /old_locus_tag="BA3580"
                     /db_xref="Pathema:BA_3580"
     CDS             complement(3283032..3283598)
                     /locus_tag="BA_3580"
                     /old_locus_tag="BA3580"
                     /note="identified by match to protein family HMM PF00132"
                     /codon_start=1
                     /transl_table=11
                     /product="putative O-acetyltransferase"
                     /protein_id="AAP27336.1"
                     /db_xref="Pathema:BA_3580"
                     /translation="MNSFYSQEELKKIGFLSVGKNVLISKKASIYNPGVISVGNNVRI
                     DDFCILSGKVTIGSYSHIAAYTALYGGEVGIEMYDFANISSRTIVYAAIDDFSGNALM
                     GPTIPNQYKNVKTGKVILKKHVIIGAHSIIFPNVVIGEGVAVGAMSMVKESLDDWYIY
                     VGVPVRKIKARKRKIVELENEFLKSMNS"
     gene            complement(3283591..3284721)
                     /locus_tag="BA_3581"
                     /old_locus_tag="BA3581"
                     /db_xref="Pathema:BA_3581"
     CDS             complement(3283591..3284721)
                     /locus_tag="BA_3581"
                     /old_locus_tag="BA3581"
                     /note="identified by match to protein family HMM PF01041"
                     /codon_start=1
                     /transl_table=11
                     /product="degT/dnrJ/eryC1/strS family protein"
                     /protein_id="AAP27337.1"
                     /db_xref="Pathema:BA_3581"
                     /translation="MNSIPFLRASIVPVNEYLGELEKIDISHIYTNYGPLNQHFEEKI
                     MSEFFDSKGAVTTVANATLGLMAAIQFKKRKKGKYALMPSFTFPATPLAAIWCGLEPY
                     FIDVSLDDWCMDKTLLLDKIDELKDEVAVVVPYATFGSWMDLKEYEELERKGIPVVVD
                     AAPGFGLMHEGIHYGQNFSGMMVYSFHATKPFGIGEGGMIYSNNEEEINQIKRMGNFG
                     FDHNRECTMMGFNCKMTEYAAAIGIATMNKWNQKVQERNRISEWYTQLLQSTGLMKKG
                     WEVQKTEAVIHQFMPILCPEKIHNTQVIEVLKKQNIEARLYFSPSCHQQDFFKHYKST
                     DLTNTNKIAKQIISLPLWEGMTQEIVEQIIMCLMQKVVSTDE"
     gene            complement(3284741..3287296)
                     /locus_tag="BA_3582"
                     /old_locus_tag="BA3582"
                     /db_xref="Pathema:BA_3582"
     CDS             complement(3284741..3287296)
                     /locus_tag="BA_3582"
                     /old_locus_tag="BA3582"
                     /note="identified by match to protein family HMM PF00535;
                     match to protein family HMM PF08241"
                     /codon_start=1
                     /transl_table=11
                     /product="glycosyltransferase, group 2 family"
                     /protein_id="AAP27338.1"
                     /db_xref="Pathema:BA_3582"
                     /translation="MSNGTNEKNINKMPLVSVLIPTYNRPHYFEKALCSVLEQTYPNV
                     EIIIGDDSTNDETEKVLQKYLCKHSNIIYIKNRSTFGQFENALMLLNKANGEYINFLM
                     DDDLFHVNKIQKMMQYFLNDLDNEIKLVTSHRQVIDGEGNLLPDVYSTMPLFDTDTII
                     EGIQLGNLVITNQKNYIGEPTTVLFRKSDLTEPYGMFDQRRYLCNVDVASWLSLLSKG
                     KAVYIAETLSYFRLHSNQQLNKSNQLMDGLEDFSHGIIAGEKYGFLSSEQELDKAITN
                     FLDYARRIVPSSILYSLDYYQQIKLKKINLEKKKQHINNSSHLPKVSILIPAYNRPHY
                     LELALKSALNQTYENIEIIISDDSTNDEVKVMIQPYLKEYNYITYVKNETPLVAENFN
                     QCIELATGEYINFLLDDDLFHHEKIERMMKYFLELENISFVTSYRELIDENGEILPPS
                     TLNVKIATETTIFEGEALGNYMLKHLKNVVGEPTTVLFNRNFFGGKFGYFKGKAYSAI
                     NDIATWLDMMRKGKVVYIQEPLSYFRQHSGQNQKQMHFILMTIEEWIELITDAHNSGF
                     LNSEQDYKESLSYCLENAGFILKDAVRSGGLNQIYNEKIKIGLNKLVTHIFEKEICYC
                     QYCNQGFGEFSPWPAHYDFLKYQFEMWNKYTGICPVCYSMDRERLYRAYIETETDLLS
                     ENYTMLHIAPEVKVREWLNQYKNITYVCGDLEPKDSVMEEIDITRIAYENNTFDVILC
                     SHVLEHIIDDEKAMRELYRVLKPNGWGIIQVPIVMNVDYIIENKSIVSPILRKIAFGQ
                     EDHVRIYNRSGFIQRLTDAGFKVELYNIAEKQGMKIARKFGLSKTDMLYIVRK"
     gene            complement(3287450..3288241)
                     /locus_tag="BA_3583"
                     /old_locus_tag="BA3583"
                     /db_xref="Pathema:BA_3583"
     CDS             complement(3287450..3288241)
                     /locus_tag="BA_3583"
                     /old_locus_tag="BA3583"
                     /note="identified by match to protein family HMM PF00378"
                     /codon_start=1
                     /transl_table=11
                     /product="enoyl-CoA hydratase/isomerase family protein"
                     /protein_id="AAP27339.1"
                     /db_xref="Pathema:BA_3583"
                     /translation="MKNERLVICSKKGSSAVITIQNPPVNALSLEVVQQLINVLEEIE
                     MDDDIAVVIITGIGGKAFVAGGDIKEFPGWIGKGEKYAEMKSIELQRPLNQLENLSKP
                     TIAAINGLALGGGCELALACDLRVIEEQALIGLPEITLGLFPGAGGTQRLPRLIGEGK
                     AKEMMFTGKPITAKEAKEINLVNYITSRGEALNKAKEIAKDISEFSLPALSYMKLAIR
                     EGLAVPLQEGLQIEARYFGKVFQTEDVKEGVKAFIEKRVPRFTNK"
     gene            complement(3288580..3291495)
                     /locus_tag="BA_3584"
                     /old_locus_tag="BA3584"
                     /db_xref="Pathema:BA_3584"
     CDS             complement(3288580..3291495)
                     /locus_tag="BA_3584"
                     /old_locus_tag="BA3584"
                     /note="identified by similarity to SP:P43153; match to
                     protein family HMM PF00801; match to protein family HMM
                     PF01752; match to protein family HMM PF04151; match to
                     protein family HMM PF08453"
                     /codon_start=1
                     /transl_table=11
                     /product="putative microbial collagenase"
                     /protein_id="AAP27340.1"
                     /db_xref="Pathema:BA_3584"
                     /translation="MKGYSKKVLVGVSFASLMLGSFQGGALAEGTKGEQASYRNVLKM
                     EPVGVQLPVQELAHSSKVLENKSFEKRLQFADLSQRPPELKKESKQLATAKTYTIAEL
                     NQLSNQQLVDLLVTIDWEQITGLFQFNKDSLAFYQNDSRIQAIIDKLKQQGQDYTKDD
                     SKGIETLVEVLRSGFYLGFYHTELSKLNERSYHDKCLPALKTIANNANFKLGTLEQNR
                     VVSSYGKLIGNASSDVETITSAAKIFKQYNDNFSTWVDNLSAGNAIYDIMQGVDYDIQ
                     SYLYDTRKAPKDTVWYQKIDSYINELSRFALIGTVTEKNGWLINNGIYYTGRLGTFHS
                     TGTKGLQVVTDAMKMYPYLGEQYFVAAEQIATNYGGKDANGNVVNLDQIREDGKKKYL
                     PKTYTFDDGTIVLKAGDKVTEEKVKRLYWAAKEVKAQFHRTVESDQPLEKGNADDVLT
                     MVIYNSPAEYQFNRQLYGYETNNGGLYIEGTGTFFTYERTPEESIYSLEELFRHEFTH
                     YLQGRYEVPGLWGQGKIYENERLSWFEEGNAEFFAGATRTDNVVPRKSIIGGISSNPA
                     ERYTAERTLNAKYGTWDFYNYSFALQSYMYNKRYDMFDKVHDLIRKNDVTAYDAYRSA
                     LSKDANLNKEYQDYMQMLVDNRDKYNVPLVSDDYLATHAPKPVSDIVAEITAEAKLSN
                     VSVKKNKSQFFHTFTLQGTYTGTTAKGEYEDWKSITQNVNDTLKRLSAKEWTGYKTVT
                     AYFVNYRVNASGQFEYDVVFHGMNTEEGAVNKAPVAVINGPYSGNVNEAISFKSDGSK
                     DEDGKIVAYKWEFGDGTVSNEQNPTHVYTKEGTYTARLTVTDDKGLTNTVTTNVTVQK
                     KEDNSVEKEPNNSFQTANTLQFNQVLRASLGNGDTSDFFEINVETAKNLQINVTKENN
                     IGVNWVLYSEADLNNYITYAQQEGNKLVGSYYTYPGKYYLHVYQYGGGFGNYTVEVK"
     gene            complement(3291699..3292376)
                     /locus_tag="BA_3585"
                     /old_locus_tag="BA3585"
                     /db_xref="Pathema:BA_3585"
     CDS             complement(3291699..3292376)
                     /locus_tag="BA_3585"
                     /old_locus_tag="BA3585"
                     /note="identified by match to protein family HMM PF02308"
                     /codon_start=1
                     /transl_table=11
                     /product="mgtC family protein"
                     /protein_id="AAP27341.1"
                     /db_xref="Pathema:BA_3585"
                     /translation="MSANFDFIIRIGVAGLLGAIIGIEREIRSKEAGLKTHFLVAVGS
                     ALIMVVSKYAFSDSMNEEHMALDPSRIAAQVVSGVGFLGAGTIIIQKQAVKGLTTAAG
                     LWATAGIGLAIGAGMYVVGIGATILVLIGLEIVSRIFKVQFLFPQNITVQMCINKHEA
                     VQQILETLQVKGIPILSYEVETSQQGTEIVYKVGMQLKNISSEEKNEFIQHMQTLPEV
                     TFIKLKS"
     gene            3292669..3293187
                     /locus_tag="BA_3586"
                     /old_locus_tag="BA3586"
                     /db_xref="Pathema:BA_3586"
     CDS             3292669..3293187
                     /locus_tag="BA_3586"
                     /old_locus_tag="BA3586"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP27342.1"
                     /db_xref="Pathema:BA_3586"
                     /translation="MNVSLLTPTTDLQEEYLDFYNEWKDSGETMIPWVITKDPSNFPA
                     MVQELLDAHNGINLPDSWVPDSTYWLVTDHNRIIGAVNIHHSLTEHLFNAGGHIGYGI
                     RPSERRKGYATKLLALSLEKAKELNITKALVVCDEVNTASEKTILHNGGLRDDDFTEE
                     DGNVVRRFWIEL"
     gene            complement(3293483..3294412)
                     /locus_tag="BA_3587"
                     /old_locus_tag="BA3587"
                     /db_xref="Pathema:BA_3587"
     CDS             complement(3293483..3294412)
                     /locus_tag="BA_3587"
                     /old_locus_tag="BA3587"
                     /note="identified by match to protein family HMM PF00903"
                     /codon_start=1
                     /transl_table=11
                     /product="glyoxalase family protein"
                     /protein_id="AAP27343.1"
                     /db_xref="Pathema:BA_3587"
                     /translation="MVKIHPKTRIGYVEFKVKDLERQIAFYENVVGLEVMKQEGNKAH
                     LVGKGGKNTLLVLEKLEDGVLQEPRTTGIYHVAFLVPTRETFASALFDVIRNKNVIDS
                     PVEQEGRYTYSNEILPISRFNSASDHTYSEAFYLQDLEGNGIEIYADRPRDQWGDGPG
                     GSTPLDLKELATLVDYEFDGLPANTVVGHVHLRIANVEESHDFYVDTVGFEVQQREDD
                     CLFISAGGYHHHIGANTWNGVNNPHPPAHATGLKVYTIVLPHKEALDEVKERLIEKQH
                     EIHEITNGFTVVDPSGITVQFEIEVASEKRESV"
     gene            complement(3294587..3295498)
                     /locus_tag="BA_3588"
                     /old_locus_tag="BA3588"
                     /db_xref="Pathema:BA_3588"
     CDS             complement(3294587..3295498)
                     /locus_tag="BA_3588"
                     /old_locus_tag="BA3588"
                     /note="identified by similarity to OMNI:NTL01BH1599; match
                     to protein family HMM PF04294"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP27344.1"
                     /db_xref="Pathema:BA_3588"
                     /translation="MFRKVKGILVGVLCVAVVSGCGTKVSDVALVSDIGGHTVEAKAE
                     VQDSISLVDGRTGTEVKKLDLSSLGYFEDEAKFKKSVTKVASEVGKSVDKKMVPSRVA
                     PDGSWQEGKPSYELMEKELVDKLLNVGMWDSSYQLPIVEKKPTATLSDAQGSGTVIGR
                     YETNLGGSTGGRIENIRLSAASINGVVLAKGDRFSFNALIGDTTPDKGYQLGKEIVDG
                     KLVDGYGGGVCQTSSTLYNAADQAGLKMVERTTHSKTVGYVPQGRDATIAYPYLDLVF
                     ENTNDAPVKLYMGIQGGKLVAEVHKMR"
     gene            3295877..3296203
                     /locus_tag="BA_3589"
                     /old_locus_tag="BA3589"
                     /db_xref="Pathema:BA_3589"
     CDS             3295877..3296203
                     /locus_tag="BA_3589"
                     /old_locus_tag="BA3589"
                     /note="identified by similarity to EGAD:45949"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27345.1"
                     /db_xref="Pathema:BA_3589"
                     /translation="MYPYNPYNPYNQNGYQPQYDLQAQYQQYIDPAEQVNPYDQNRQF
                     QLPISFPGAGNRQLERRVNELEQRVRQLENTVERHTRRLNRLNQRLRTIENRLNIPFS
                     ALEDGF"
     gene            3296320..3297411
                     /locus_tag="BA_3590"
                     /old_locus_tag="BA3590"
                     /db_xref="Pathema:BA_3590"
     CDS             3296320..3297411
                     /locus_tag="BA_3590"
                     /old_locus_tag="BA3590"
                     /note="identified by similarity to EGAD:107891"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27346.1"
                     /db_xref="Pathema:BA_3590"
                     /translation="MDFEINYLSFYVVQVEGKGEAVDKRYKHFQTLDAEEYEDSSLKE
                     FLDGELLKISKRKVERHAKTEQAPTKIGRFIVEEGHELDSNPHYNLFNRIRFAETKEN
                     FKDMSEPLVYTYLDTSAVRGGVFLIAQAKLRKYFDDPFVFVMKCDFEPKVASISDEST
                     LIRNVEMAITTKNMKSIQYPYMPEEGMVEVGELKIHQASHARYFEDFLKFVEYERSMP
                     EIMKTQVMDMVYDQIEDVFEEGTEEREQFDQAMEVWAASPKREIMEQFSTEEVMEATA
                     QIVEHAPEVELKLKADHISVKALLADFGDQIHIAKVDDRYVLMIEADTLTFEKGFSPI
                     EFLKPDELQDVIERIENKQQYTYDPNGIE"
     gene            complement(3297722..3298084)
                     /locus_tag="BA_3591"
                     /old_locus_tag="BA3591"
                     /db_xref="Pathema:BA_3591"
     CDS             complement(3297722..3298084)
                     /locus_tag="BA_3591"
                     /old_locus_tag="BA3591"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27347.1"
                     /db_xref="Pathema:BA_3591"
                     /translation="MGGVIVIDLDIKTVNVQMELNGVFWNEDGTAEMMVTTKAEHSFI
                     LRLVVDLESKTIRATSVEIVNGFCPLCKQKKDVCSELNDLQNKMEILEEAYDWVREHP
                     EYRFQLSFYEYNKFEVVK"
     gene            complement(3298101..3298316)
                     /locus_tag="BA_3592"
                     /old_locus_tag="BA3592"
                     /db_xref="Pathema:BA_3592"
     CDS             complement(3298101..3298316)
                     /locus_tag="BA_3592"
                     /old_locus_tag="BA3592"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27348.1"
                     /db_xref="Pathema:BA_3592"
                     /translation="MEYFIVFSMNIHRKECSLMEAIFNILTVLAFGIIFTALLAFITL
                     PFIAKKKNWKRLNISLNRGVLKIKIEE"
     gene            complement(3298411..3299232)
                     /locus_tag="BA_3593"
                     /old_locus_tag="BA3593"
                     /db_xref="Pathema:BA_3593"
     CDS             complement(3298411..3299232)
                     /locus_tag="BA_3593"
                     /old_locus_tag="BA3593"
                     /note="identified by match to protein family HMM PF00929"
                     /codon_start=1
                     /transl_table=11
                     /product="exonuclease family protein"
                     /protein_id="AAP27349.2"
                     /db_xref="Pathema:BA_3593"
                     /translation="MFDIERNFRPYKSEDPSEIVDIGAVKIEASTMKVIGEFSELVKP
                     GARLTRHTTKLTGITKKDLIGVEKFPQIIEKFIRFIGEDSIFVTWGKEDYRFLSHDCT
                     LHSVECPCMEKERRIDLQKFVFQAYEELFEHTPSLQSAVEQLGLIWEGKQHRALADAE
                     NTANILLKAYSERDITKRYKRHGELELVENGKLTEKAKKKMRKWVFKEMRKNTERPFV
                     WSTFESSDTWESITERYYISESTIELLKKHFRTAVRKAERQIRYLAEMEKVVEEN"
     gene            complement(3299446..3299646)
                     /gene="cspB2"
                     /locus_tag="BA_3594"
                     /old_locus_tag="BA3594"
                     /db_xref="Pathema:BA_3594"
     CDS             complement(3299446..3299646)
                     /gene="cspB2"
                     /locus_tag="BA_3594"
                     /old_locus_tag="BA3594"
                     /note="identified by similarity to EGAD:19667; match to
                     protein family HMM PF00313"
                     /codon_start=1
                     /transl_table=11
                     /product="cold shock protein CspB"
                     /protein_id="AAP27350.1"
                     /db_xref="Pathema:BA_3594"
                     /translation="MQNGKVKWFNSEKGFGFIEVEGGEDVFVHFSAIQGEGFKTLEEG
                     QEVTFEVEQGNRGPQATNVNKK"
     gene            complement(3299863..3300753)
                     /locus_tag="BA_3595"
                     /old_locus_tag="BA3595"
                     /db_xref="Pathema:BA_3595"
     CDS             complement(3299863..3300753)
                     /locus_tag="BA_3595"
                     /old_locus_tag="BA3595"
                     /codon_start=1
                     /transl_table=11
                     /product="BNR repeat domain protein"
                     /protein_id="AAP27351.1"
                     /db_xref="Pathema:BA_3595"
                     /translation="MLSATAITKLRDGKLMLATTYNGLFIEQNGEWKQILNGFQKRIR
                     DLHSEDNVVYGVGDEGIFIRSMNGGENWTVQRFPTKATSWNVCSNIERTVIAHGDKTL
                     YHSNDFGSTWETIHPFLEYGGGAPSIRSLFLYKHYLFIGTKIHAKYGGVWLFNLETRK
                     LNRIKIVMNQMISALTLHNSYLVAASGSCKGISGNISFCKIEESIESEKTYWHTCQSE
                     QKASSYLDLSVDQHVLYTTSTKNKAGISTVCRVLLEEGIVTVCDSVKGHGWRIVNEKE
                     AYFVAGSGESKAMQWKKKVI"
     gene            complement(3300779..3301222)
                     /locus_tag="BA_3596"
                     /old_locus_tag="BA3596"
                     /db_xref="Pathema:BA_3596"
     CDS             complement(3300779..3301222)
                     /locus_tag="BA_3596"
                     /old_locus_tag="BA3596"
                     /note="identified by match to protein family HMM PF00258;
                     match to protein family HMM TIGR01753"
                     /codon_start=1
                     /transl_table=11
                     /product="flavodoxin"
                     /protein_id="AAP27352.1"
                     /db_xref="Pathema:BA_3596"
                     /translation="MAKILIAYASMSGNTESIADLIKVSLDAFDHEVVLQEMEGMDAE
                     ELLAYDGIILGSYTWGDGELPFEAEDFHEDLENIDLSGKKVAVFGSGDTAYELFCEAV
                     TIFEERLVERGAELVQEGLKIELAPEDEEDVEKCSNFAIAFAEKF"
     gene            complement(3301364..3301984)
                     /locus_tag="BA_3597"
                     /old_locus_tag="BA3597"
                     /db_xref="Pathema:BA_3597"
     CDS             complement(3301364..3301984)
                     /locus_tag="BA_3597"
                     /old_locus_tag="BA3597"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP27353.1"
                     /db_xref="Pathema:BA_3597"
                     /translation="MSNQTTTHHVKMTTADPSGIGLFGLAMVTLVASSQKLGLTDGVS
                     LVLPWAIFLGGFAQIFACIHDAKHNNTFGTTAFGAYGLFWLGVGMTWLIQLGVFGEKL
                     AQAADSKQLGVAFIGYLIFTIFMTIGAMETHKVLFMIFVLIDFLFIGLSLSTLGVMPH
                     AMHNLAAYSELLISLLSFYGSAAAVLNTHFGKVVLPVGKPFGIFKK"
     gene            complement(3302070..3302465)
                     /locus_tag="BA_3598"
                     /old_locus_tag="BA3598"
                     /db_xref="Pathema:BA_3598"
     CDS             complement(3302070..3302465)
                     /locus_tag="BA_3598"
                     /old_locus_tag="BA3598"
                     /note="identified by similarity to GP:2641974; match to
                     protein family HMM PF00293"
                     /codon_start=1
                     /transl_table=11
                     /product="mutT/nudix family protein"
                     /protein_id="AAP27354.1"
                     /db_xref="Pathema:BA_3598"
                     /translation="MIRNRGVAIIVQEGKIALIKRIRGGETYYVFPGGGIEEGETPEE
                     ATKREAYEELGVHIKVGNLIAKLEFKGTEYYFNAHIIGGVFGSGKAEEFELKGRGSYI
                     TLWLPIYELEKVNIKPYEVVESILEHYKI"
     gene            complement(3302462..3302803)
                     /locus_tag="BA_3599"
                     /old_locus_tag="BA3599"
                     /db_xref="Pathema:BA_3599"
     CDS             complement(3302462..3302803)
                     /locus_tag="BA_3599"
                     /old_locus_tag="BA3599"
                     /note="identified by similarity to OMNI:NTL01BH0818; match
                     to protein family HMM PF04266"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27355.1"
                     /db_xref="Pathema:BA_3599"
                     /translation="MRYEMGLYNKPFQSIQSGKKVYEVRLYDKKRQLINKGDEIVFTN
                     LTTKEMMAVKVTEIKRYESFKVMYEQIDKKLMDCENDSLEEMLESTYKIYTKEQEKEW
                     GTVAIGIEVIK"
     gene            3302914..3303471
                     /locus_tag="BA_3600"
                     /old_locus_tag="BA3600"
                     /db_xref="Pathema:BA_3600"
     CDS             3302914..3303471
                     /locus_tag="BA_3600"
                     /old_locus_tag="BA3600"
                     /note="identified by similarity to GP:7542375"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, CYSE/LACA/LPXA/NODL family"
                     /protein_id="AAP27356.1"
                     /db_xref="Pathema:BA_3600"
                     /translation="MLYLNQKPEYSKYDIGDYTYSKVGPTIFSWNDETKLKIGKFCSL
                     GEEVVFLLGGEHRADWITTYPFNALFGEGAHITGHPSSKGDIVVGNDVWIGYQSCISS
                     GVTIGNGAIIGARSVITKDVPPYAIVAGNPAKFVRYRFPQETIDKLESLAWWDWDISV
                     IKGAIPLLLSNKIDEFFTSPEKEST"
     gene            complement(3303519..3310595)
                     /locus_tag="BA_3601"
                     /old_locus_tag="BA3601"
                     /db_xref="Pathema:BA_3601"
     CDS             complement(3303519..3310595)
                     /locus_tag="BA_3601"
                     /old_locus_tag="BA3601"
                     /note="identified by match to protein family HMM PF01345;
                     match to protein family HMM TIGR01451"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved repeat domain protein"
                     /protein_id="AAP27357.1"
                     /db_xref="Pathema:BA_3601"
                     /translation="MPFLNRFTTTVPGAVTFTGNTLGLSPISPAPGNIFGTLAVFTTV
                     NTALQAPGFPAGTTDDWRLNSSSAILNLPAGSSILYAELVWAGTFRTDTEDVLPFLND
                     NITFTTPAGTFSVTPDPATAQQGSVGNQFYYARSANVTNLVSAGGAGTYTTGAVPATR
                     TSADPTISRSAGWTLEVVYQNASLPLRNLSVYAGQEIIDASSPPVDATISGFATPATG
                     AVTGRVLVTAQEGDSNISGDQLRFGPNANTTVALFGPRNPANNFFQSQICNDSGNLDT
                     SGTFGDLNQPLGVALAVRRQGWDITNVDASSSLVNNQTSATVRFVTNGDGYAAAGFGV
                     QIDATGPIINPVKSVNRTVAGVGDTLTYTITVPNTGTGSAENVVLRDSIPNGTTFVAG
                     SVTVGGVTQPNANPATGINLGTIPNNTQRIVTFQVRITSFPNPNPIPNRAMVSYQFRP
                     FVGSPLITSMSSSNTVQTTVNQATISMQKSVDLQTATLNDVLTYTVNVTNNGNVTANN
                     VIFVDSIPAGTTFVANSVIVNGVARPGANPASSINLGSINASQTTVVRFQVRVTSNPL
                     VNPIPNRASATFTFTPVPGQQPVSGQATSNTVVTTINIADIRTRKIVDRAFATVNDVL
                     TYTVTIENTGNVLATNVVFQDPIPIGTTFITNSVTVDGVSQPGANPATGFTVANISPG
                     GSRTVTFQVRVTSTPSGGTIPNRGNVTANFVVIPNQPPITINRQTNTVVTQVNTGGLN
                     VIKEVNTTQAVVGDTLTYTIAVQNTGNVPLTNVFFQDAISSAVSFVANSVTINGVPQS
                     GLNPNTGFSLPNIPAAQTVVVTFDVLIIQDPENEDILNQANVTASFQVNPSEPPVTIN
                     VPSNIVNTTVQSGNFEVVKSVNTDVATVGDVLVYTIEIINAGSVPATNVFFQDSIPQG
                     TLFIENSVFVNGVLQEGADPELGFPLNDLPTGASVIVTFEVLIDEIPLGNNVVNSANV
                     TGDFLVNPTEPPITVTEPSNTVMTVVNSSGLNVIKSVSATEAGVGDTLTYTVRIQNSG
                     TVAATNVSFLDPIPSGTTFVANSVIINGTPQPGLNPTTGFPLANIPVGGMVTVAFQVT
                     ITSVPPNRVLPNNANVTADFQVSPLQPPITIVTISNIVVTRVNVGSLNVMKSVNTLQA
                     GVGDTLTYTILIQNTGTVPATNIIFQDPIPSGTAFVANSVTINGVVQQGADPMAGFPV
                     PNIPVGQTATVTFQVTVTSIPSGGNIRNQSNITASFLINPANPPITTVTNSNFVVTQV
                     NTAQLNIQKTSSVQQAALGETYTYSVVIRNNGTVTATNVSFIDPIAPETTFVANSVTI
                     NGTPQPGFDPNVGFPLPNIAAGTSLTVTFQVTVIAPSTRGAVLNTASAIATFLLNPLQ
                     PPVTTTNSSNTTVVTIPLPPPGEVTATKTVDVAAGAVGDVLTYTVLISNVGIIPVADV
                     FFQDVIPEGTTFVEGSVTIGGVQQLGLNPEIGFTVTPLLIAGGSIEITFQVTITEIPD
                     NEVILNDADVTFTSQPNPQEPPITETILTNLVVTTINIAFVFPLKLVDKEVATVGEIL
                     TYDVLIFNFGTVPATNVQYSDVLPSSIAFEPNSVTIDGVLQPGFNPNNGFPLPDINPG
                     ESVEVTFQVTVVSVPSNGTIVNTANVTGSFVLVPGEPPVIVTGPSNTTLTTVNRGQFN
                     VIKQVNRAATLVGDVLTYTVQITNTGTVTANDVQFIDTISAGASFVPNSVTINGALQP
                     NLNPITGFGVGDIPVGETVVVTFQATVTNIPASGTITNVANITGSCTLVPGEPPVVVT
                     EPSNTTITSINRGRFSVIKSVNKEATRLGDTLTYSVQVTNTGTVTATNVQFIDVPSPS
                     LEFVPGSVQINGIPQVGLNPFIGFSLPDLAVGDSVLITFAVNVIAVPPSSSIMNTARV
                     TGDFELIPGEPPFTITNSSNTTVTPVNRGSLDMQKEVDNSIVGVGETVTYTVRILNTG
                     TADAMNVQFIDVLSPEAVFVPNSVTVNGVARPGVNPQVGFTIVDIPVGETAIVTYEAT
                     ITSFPDGGTVVNVAGALAEYILVPGEPPVTVMDTSNTVIVTVNTAILFVAKGANFEVA
                     MVGDVVTYGIAVINDSTVPVTNIVLTDIIDPNTLFINGTVTVNDVALPFANPNTGIPL
                     GDFQPNDAAIINFQVVITGGQINNLVTNTAIANGLAIVNPNELPVVVEGDSNTVVIPF
                     IPQNVSTTVVKTADLQAATIGDVIIFTTVITNTGDTVIQNIRFQDMLDSSVRFVLGSV
                     TVDNTPVPNVSPVSGFLIGNLNPGEARTVSFQVVVQSAPNGSGNYINQASIRFEHQVG
                     TVLPPVTQIVESNIVVIPFVPTIEQICETNLNCLGKIPFQCSPCDHLQIKRK"
     gene            3310712..3311461
                     /locus_tag="BA_3602"
                     /old_locus_tag="BA3602"
                     /db_xref="Pathema:BA_3602"
     CDS             3310712..3311461
                     /locus_tag="BA_3602"
                     /old_locus_tag="BA3602"
                     /note="identified by match to protein family HMM PF00106"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, short-chain
                     dehydrogenase/reductase family"
                     /protein_id="AAP27358.1"
                     /db_xref="Pathema:BA_3602"
                     /translation="MRYVIITGTSQGLGEAIAAQLLEENTSIISISRRENKELTKLAE
                     QYNSNCVFHSLDLQDVHNLETNFNEIISSIQEDTVSSIHLINNAGTLAPMKPIEKAES
                     EQFITNVHINLLAPMILTSTFMKHTKDWKVDKRVINISSGAGKNPYFGWGAYCTTKAG
                     VNMFTQCVATEEVEKEYPVKIVAFAPGVVDTNMQAQIRETNKEDFTNLDRFITLKEEG
                     KLLSPEYVAKAIRNLLETEDFPQGEVIRIDE"
     gene            complement(3311497..3312330)
                     /locus_tag="BA_3603"
                     /old_locus_tag="BA3603"
                     /db_xref="Pathema:BA_3603"
     CDS             complement(3311497..3312330)
                     /locus_tag="BA_3603"
                     /old_locus_tag="BA3603"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP27359.1"
                     /db_xref="Pathema:BA_3603"
                     /translation="MIQLHVYEEVVNFKKEVISFLEKNEQENNLILGVLQMVQQPIFM
                     GVAKQEEEIAIVFLQTEEKKQIIVATSEMVEEAIVELAKKLAEVYPNVPGLIGNKKVV
                     QRLAEEIAVLENKKTTVAMEQGIYELKQVKKKWNGDGVFREINSDEIPLIEQWIYQFC
                     EEVNLPTTKEEAEQTAHTLITNHRLFGLEIDGKLVSVAAKTRPTKNNITVNFVYTPKE
                     ERKKGYASNCVAALSQRMLDEGYKTTTLYTDLANPTSNKIYQEIGYEQIAESMLIFLE
                     K"
     gene            complement(3312397..3313905)
                     /gene="argH1"
                     /locus_tag="BA_3604"
                     /old_locus_tag="BA3604"
                     /db_xref="Pathema:BA_3604"
     CDS             complement(3312397..3313905)
                     /gene="argH1"
                     /locus_tag="BA_3604"
                     /old_locus_tag="BA3604"
                     /EC_number="4.3.2.1"
                     /note="identified by match to protein family HMM PF00206;
                     match to protein family HMM TIGR00838"
                     /codon_start=1
                     /transl_table=11
                     /product="argininosuccinate lyase"
                     /protein_id="AAP27360.1"
                     /db_xref="Pathema:BA_3604"
                     /translation="MKQSKEEFIKSEGADFPGKTYVDCVLQHVFDFQRNYLLKDMFQV
                     HKAHIVMLTEENLMKKEEAKFILHALKKVEEIPEEQLLYTEQHEDLFFLVEHLISQEA
                     KSDFVSNMHIGRSRNDMGVTMYRMSLRRYVLRLMEHHLLLQESILQLAADHKETIMPA
                     YTHTQPAQPTTFGHYTLAIYDTMQRDLERMKKTYKLLNQSPMGAAALSTTSFPIKRER
                     VADLLGFTNVIENSYDAVAGADYLLEVSSLLMIMMTNTSRWIHDFLLLATKEYDGIAV
                     ARPYVQISSIMPQKRNPVSIEHARAITSSAPGEAFTVFQMIHNTPFGEIVDTEDDLQP
                     YLYKGIEKAIRVFCILNAVIRTMKVEEDTLKRRSYKHAITITDFADVLTKNYGIPFRH
                     AHHAASVIANMSLEQKKELHELCFKDVNIYLQEKFKIQLLEKEWEEIISPEAFIQKRN
                     VYGGPSKKEMERMINNRKELFRKEEEVFEEEKQRILQAENDLNMLASNIIES"
     gene            complement(3314007..3315086)
                     /locus_tag="BA_3605"
                     /old_locus_tag="BA3605"
                     /db_xref="Pathema:BA_3605"
     CDS             complement(3314007..3315086)
                     /locus_tag="BA_3605"
                     /old_locus_tag="BA3605"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27361.1"
                     /db_xref="Pathema:BA_3605"
                     /translation="MGIFVLLISGNFLVKKVWSSNNDDAQYIASFIEEHKDEKNSALL
                     VKRNDKVVYSVNPNVVLPVASTMKLIVALEYTKQVTEGKIDSSRFVSINDVNRYYVPN
                     TDGGAQDRWQSYLEKKGKITEGAVSLEEVARGMVRFSSNANAEYLMEVLGLDNINRNL
                     QSLSLPAHQPIFPIVSSLYIPGYLHKELHVPKYKIEKRLKEMSQEQYREYAMIIHERL
                     KKKGPLLQKEIPLYLEERYDKIWSDRLPAASANDYMVLLQKANHKGGLTEAEEKVWAN
                     IVETDMSAKKYRKTFRHAGQKNGYTPWTVTKAVYAMDKRGNCTEIVFLANNLNEDDSA
                     EIRKHLANLHFQVLQSDKYDATFIK"
     gene            complement(3315233..3316165)
                     /locus_tag="BA_3606"
                     /old_locus_tag="BA3606"
                     /db_xref="Pathema:BA_3606"
     CDS             complement(3315233..3316165)
                     /locus_tag="BA_3606"
                     /old_locus_tag="BA3606"
                     /note="identified by match to protein family HMM PF01156"
                     /codon_start=1
                     /transl_table=11
                     /product="inosine-uridine preferring nucleoside hydrolase
                     family protein"
                     /protein_id="AAP27362.1"
                     /db_xref="Pathema:BA_3606"
                     /translation="MKKVLFLGDPGIDDSLAIMYGLLHPDIDIVGVVTGYGNVTQEKA
                     TSNAAYLLQLAGREDIPIINGAKIPLSGDITTYYPEIHGAEGLGPIRPPKNLSPNIRP
                     FCEFFDILEKYKGELIIVDAGRSTTLATAFILEKPLMKYVKEYYIMGGAFLMPGNVTP
                     VAEANFHGDPIASQLVMQNAKNVTLVPLNVTSEAIITPEMVKYITKHSKTSFNKLIEP
                     IFTYYYKAYRKLNPKITGSPVHDVVTMMVAANPSILDYVYRRVDVDTVGIAKGESIAD
                     FRPQPDAKALKNWVRIGWSLHYKKFLEDFVKIMT"
     gene            complement(3316282..3317721)
                     /locus_tag="BA_3607"
                     /old_locus_tag="BA3607"
                     /db_xref="Pathema:BA_3607"
     CDS             complement(3316282..3317721)
                     /locus_tag="BA_3607"
                     /old_locus_tag="BA3607"
                     /note="identified by similarity to SP:P16256; match to
                     protein family HMM PF00474; match to protein family HMM
                     TIGR00813; match to protein family HMM TIGR02119"
                     /codon_start=1
                     /transl_table=11
                     /product="putative sodium/pantothenate symporter"
                     /protein_id="AAP27363.1"
                     /db_xref="Pathema:BA_3607"
                     /translation="MNWYVIIPMIISFIVVFLIGVYASRRVQATAPNKFLQEYFLGGR
                     ELGGLLLAMTMIATYGSASSFIGGPGIAYNMGLGWVLLSAIQVVTGYIVLTVIGKKFA
                     IIARKMEAITLIDYLKGRYNNKAVVILSAVCIIIFLFSATVAQWVGGGRLIESLTGLS
                     YTTALFLFTFSVLVYVLIGGFRAVALSDTLLGIIMLVGTTIILIATVIAGGGIEKIMQ
                     ELVQINPNLITPFGADGSLTKSYVTSFWILIGIGVVGLPQISVRAMSYKNSKAMHQAL
                     IIGTIVVGTIMIGMHLTGVFARVVLPGIAVPDKVMPLLAMEVLPPWLAGVFLAAPMAA
                     IMSTVNSLLLLVSSSIIKDIYVNYINKDAADSTIRKGSLWITAIVGLLVYAAAIKPPD
                     FLIWLNLFSFGGLEAAFIWPIVLGLYWRKGNATGALASILVGVSSYMCIHLFYPNPFG
                     IHTVVFPICFAFIAYILGSMVAVKKNSIG"
     gene            complement(3317725..3318003)
                     /locus_tag="BA_3608"
                     /old_locus_tag="BA3608"
                     /db_xref="Pathema:BA_3608"
     CDS             complement(3317725..3318003)
                     /locus_tag="BA_3608"
                     /old_locus_tag="BA3608"
                     /note="identified by similarity to OMNI:NTL01PM1092; match
                     to protein family HMM PF06196"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27364.1"
                     /db_xref="Pathema:BA_3608"
                     /translation="MKNYHDDPRFRIAHREALIGLGLAIINFIIWYGFAYGLGSKNPS
                     EYTYVFGFPAWFFYSCIVGFIVMVILLSLVVRFIFQDISLDEEEKSEE"
     gene            3318277..3319761
                     /gene="dhaS"
                     /locus_tag="BA_3609"
                     /old_locus_tag="BA3609"
                     /db_xref="Pathema:BA_3609"
     CDS             3318277..3319761
                     /gene="dhaS"
                     /locus_tag="BA_3609"
                     /old_locus_tag="BA3609"
                     /EC_number="1.2.1.3"
                     /note="identified by similarity to OMNI:NTL01BS01929;
                     match to protein family HMM PF00171"
                     /codon_start=1
                     /transl_table=11
                     /product="aldehyde dehydrogenase (NAD)"
                     /protein_id="AAP27365.1"
                     /db_xref="Pathema:BA_3609"
                     /translation="MSQLAVNLHEKVEKFLQGTKKLYVNGSFIESASGKTFNTPNPAT
                     GETLAVVSEAGREDIHKAVVAARMAFDEGPWSRMSTAERSRLMYKLADLMEEHKEELA
                     QLETLDNGKPIRETMAADIPLAIEHMRYYAGWATKIVGQTIPVSGDFFNYTRHEAVGV
                     VGQIIPWNFPLLMAMWKMGAALATGCTIVLKPAEQTPLSALYLAELIEEAGFPKGVIN
                     IVPGFGESAGQALVNHPLVDKIAFTGSTPVGKQIMRQASESLKRVTLELGGKSPNIIL
                     PDADLSRAIPGALSGVMFNQGQVCSAGSRLFVPKKMYDNVMADLVLYSKKLNQGVGLD
                     PETTIGPLVSEEQQKRVMGYIEKGIEEGAEVLCGGNNPFDQGYFISPTVFADVNDEMT
                     IAKEEIFGPVISAIPFNDIDEVIERANKSQFGLAAGVWTENVKTAHYVASKVRAGTVW
                     VNCYNVFDAASPFGGFKQSGLGREMGSYALNNYTEVKSVWLNLN"
     gene            complement(3319812..3320552)
                     /locus_tag="BA_3610"
                     /old_locus_tag="BA3610"
                     /db_xref="Pathema:BA_3610"
     CDS             complement(3319812..3320552)
                     /locus_tag="BA_3610"
                     /old_locus_tag="BA3610"
                     /note="identified by similarity to SP:P51831; match to
                     protein family HMM PF00106; match to protein family HMM
                     PF08659"
                     /codon_start=1
                     /transl_table=11
                     /product="putative 3-oxoacyl-(acyl-carrier-protein)
                     reductase"
                     /protein_id="AAP27366.1"
                     /db_xref="Pathema:BA_3610"
                     /translation="MEFLNGKTAVVTGAAQGIGKEIARVYAKLGAKVLISDVNEEKLQ
                     KTTRELLDEGYEVSLYRCDVSNQNEAKSLIEYAVQKFGTLHILVNNAGITRDAMLHKM
                     EKSSWEQVLQVNLTGVFYCMQPALLYMRQQGYGRIINISSISREGNIGQANYAATKAG
                     VVGLTKTAAKEVGSFGITCNAICPGFMDTDTTKTIPDKVKEKMVGAIPVGRIGTPEDI
                     ANAAAFLASEYASYITGEVLNVSGGLQV"
     gene            3320649..3320834
                     /locus_tag="BA_3611"
                     /old_locus_tag="BA3611"
                     /db_xref="Pathema:BA_3611"
     CDS             3320649..3320834
                     /locus_tag="BA_3611"
                     /old_locus_tag="BA3611"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27367.1"
                     /db_xref="Pathema:BA_3611"
                     /translation="MQRRIKCKEIVSNEQKNFKQNKATDGIDVEFSRELADHNDLEAN
                     ARANAADARQKRQSTEK"
     gene            complement(3320906..3322759)
                     /locus_tag="BA_3612"
                     /old_locus_tag="BA3612"
                     /db_xref="Pathema:BA_3612"
     CDS             complement(3320906..3322759)
                     /locus_tag="BA_3612"
                     /old_locus_tag="BA3612"
                     /note="identified by match to protein family HMM PF00432;
                     match to protein family HMM TIGR01787"
                     /codon_start=1
                     /transl_table=11
                     /product="putative squalene-hopene cyclase"
                     /protein_id="AAP27368.1"
                     /db_xref="Pathema:BA_3612"
                     /translation="MLLYEKAHEEIVRRATALQTMQWQDGTWRFCFEGAPLTDCHMIF
                     LLKLLGRDKEIEPFVERVASLQTNEGTWKLHEDEVGGNLSATIQSYAALLASKKYTKE
                     DANMKRAENFIQERGGVARAHFMTKFLLAIHGEYEYPSLFHLPTPIMFLQNDSPFSIF
                     ELSSSARIHLIPMMLCLNKRFRVGKKLLPNLNHIAGGGGEWFREDRSPVFQTLLSDVK
                     QIISYPLSLHHKGYEEIERFMKERIDENGTLYSYATASFYMIYALLALGHSLQSSMIQ
                     KAIAGITSYIWKMERGNHLQNSPSTVWDTALLSYALQEAQVSKDNKMIQNATAYLLKK
                     QHTKKADWSVHAPALTPGGWGFSDVNTTIPDIDDTTAVLRALARSRGNKNIDNAWKKG
                     GNWIKGLQNNDGGWGAFEKGVTSKLLAKLPIENASDMITDPSTPDITGRVLEFFGTYA
                     QNELPEKQIQRAINWLMNVQEENGSWYGKWGICYLYGTWAVMTGLRSLGIPSSNPSLT
                     RAASWLEHIQHEDGGWGESCHSSVEKRFVTLPFSTPSQTAWALDALISYYDTETPAIR
                     KGVSYLLSNPYVNERYPTGTGLPGAFYIRYHSYAHIYPLLTLAHYIKKYRK"
     gene            complement(3322859..3323284)
                     /locus_tag="BA_3613"
                     /old_locus_tag="BA3613"
                     /db_xref="Pathema:BA_3613"
     CDS             complement(3322859..3323284)
                     /locus_tag="BA_3613"
                     /old_locus_tag="BA3613"
                     /note="identified by similarity to OMNI:NTL01LL1014; match
                     to protein family HMM PF02681"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27369.1"
                     /db_xref="Pathema:BA_3613"
                     /translation="METILHNDPLMAAVISWFLAQFTKVIFKLVKTGEFDFAKFFASG
                     GMPSSHASTVTALATGVGVVEGVESTLFAIAAIFAIIVMYDASGVRLAVSKQAKILNE
                     FFHGRQTEYKKLNELVGHTPYEVVVGALLGIIVGVGYCL"
     gene            complement(3323364..3324305)
                     /locus_tag="BA_3614"
                     /old_locus_tag="BA3614"
                     /db_xref="Pathema:BA_3614"
     CDS             complement(3323364..3324305)
                     /locus_tag="BA_3614"
                     /old_locus_tag="BA3614"
                     /note="identified by match to protein family HMM PF00892;
                     match to protein family HMM TIGR00688"
                     /codon_start=1
                     /transl_table=11
                     /product="rarD protein"
                     /protein_id="AAP27370.1"
                     /db_xref="Pathema:BA_3614"
                     /translation="MGSQSAQQKKGIIYAAGAYTMWGILPIYWKWVEEVPADEILAHR
                     IVWAFVFMLIVLGVTKRFRQFIGEFVNLFKRPKLLMSLTIASVLISGNWFVYIWAVNH
                     NHVIEASLGYYINPLISILLGTVVLKEKLNFWQYVAVGLAGVGVIILTVRFGAIPWVS
                     LSLALSFGLYGLTKKLLNYDATIGLTMETMLVTPFAIIYLVMTGVHGFGSFGSISMSS
                     TLLLIGAGIVTALPLFYFAKGAQLIPLYMVGFLQYIAPTISLILGVFVFGEHFTSTHM
                     IAFFCIWVALFVFSVAKTKFLVQKQPKFIKNKSAKVS"
     gene            complement(3324396..3324596)
                     /locus_tag="BA_3615"
                     /old_locus_tag="BA3615"
                     /db_xref="Pathema:BA_3615"
     CDS             complement(3324396..3324596)
                     /locus_tag="BA_3615"
                     /old_locus_tag="BA3615"
                     /note="identified by match to protein family HMM PF06961"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP27371.1"
                     /db_xref="Pathema:BA_3615"
                     /translation="MGLDKRKAKKKQWRTPESTLFLSAAAGGAVGAWIGMYTFHHKTH
                     KKKFVFGIPLLVVITICLLFAV"
     gene            complement(3324813..3325211)
                     /locus_tag="BA_3618"
                     /old_locus_tag="BA3618"
                     /db_xref="Pathema:BA_3618"
     CDS             complement(3324813..3325211)
                     /locus_tag="BA_3618"
                     /old_locus_tag="BA3618"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27372.1"
                     /db_xref="Pathema:BA_3618"
                     /translation="MNMKKMIETIEATKMTDEELSIAHLHQKLVKLYSQKNVAHYTEL
                     LKYILSLSVQLDLHFVLKYFGVRPVVAIDERMQFQEIFKCLANKDDNGEWFLNFVSLY
                     VGLIVVLHFDEKVIERSFFDDMVVGKGNEV"
     gene            complement(3325254..3325478)
                     /locus_tag="BA_3619"
                     /old_locus_tag="BA3619"
                     /db_xref="Pathema:BA_3619"
     CDS             complement(3325254..3325478)
                     /locus_tag="BA_3619"
                     /old_locus_tag="BA3619"
                     /note="identified by similarity to EGAD:156523"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27373.1"
                     /db_xref="Pathema:BA_3619"
                     /translation="MGCNIDHSIEDVMSKLESQKSFLPEVIFKEVKGFLQGNHPQEIL
                     NDVFHLLKKYDLVNEEERETRNTKLLLIIK"
     gene            complement(3325494..3326543)
                     /locus_tag="BA_3620"
                     /old_locus_tag="BA3620"
                     /db_xref="Pathema:BA_3620"
     CDS             complement(3325494..3326543)
                     /locus_tag="BA_3620"
                     /old_locus_tag="BA3620"
                     /note="identified by match to protein family HMM PF01883"
                     /codon_start=1
                     /transl_table=11
                     /product="mrp protein"
                     /protein_id="AAP27374.1"
                     /db_xref="Pathema:BA_3620"
                     /translation="MLTQEQIMNALKHVEDPELHKSIVELNMVRNIQMNGTEVKLEVV
                     LTIQGCPLKAKIQQDIEESLYAIGASKVDLTFGSMTKEERADLTEKLKKNTRTETGMP
                     NMLRPDSGVQFLTVTSGKGGVGKSTVTINLATALARMGKKVGILDADIYGFSIPAMME
                     TNQKPTMIDQTAIPVVSHGVKIMSMGFFTEGNNPVMWRGPMLNKWIQNFLANTHWGEL
                     DYLLLDLPPGTGDVAIDVAAMIPQAKEIIVTTPHNVASFVASRVGVMAKHTKHEILGI
                     VENMAYFEEQDGSKNYLFGKGGGEMLAEQLQTEVIAQVPFAKREENNGSSVYDEDSLV
                     GEVFTSLAEDIIYKG"
     gene            complement(3326610..3326846)
                     /gene="moaD2"
                     /locus_tag="BA_3621"
                     /old_locus_tag="BA3621"
                     /db_xref="Pathema:BA_3621"
     CDS             complement(3326610..3326846)
                     /gene="moaD2"
                     /locus_tag="BA_3621"
                     /old_locus_tag="BA3621"
                     /note="identified by similarity to SP:P30748; match to
                     protein family HMM PF02597; match to protein family HMM
                     TIGR01682"
                     /codon_start=1
                     /transl_table=11
                     /product="molybdopterin converting factor, subunit 1"
                     /protein_id="AAP27375.1"
                     /db_xref="Pathema:BA_3621"
                     /translation="MITILLFANLREEVGLDRLVISEKQEMTVQQLKGWLKANYCLQS
                     LDRVIVAVNEEFVTNEEMIQAGDIVAFIPPVSGG"
     gene            complement(3326851..3327315)
                     /gene="moaE2"
                     /locus_tag="BA_3622"
                     /old_locus_tag="BA3622"
                     /db_xref="Pathema:BA_3622"
     CDS             complement(3326851..3327315)
                     /gene="moaE2"
                     /locus_tag="BA_3622"
                     /old_locus_tag="BA3622"
                     /note="identified by similarity to GP:10175641; match to
                     protein family HMM PF02391"
                     /codon_start=1
                     /transl_table=11
                     /product="molybdopterin converting factor, subunit 2"
                     /protein_id="AAP27376.1"
                     /db_xref="Pathema:BA_3622"
                     /translation="MGQVLFEIVDIPIVVEEVTNKVARREAGAITTFIGTVRELTKGK
                     RTLHLEYEAYKPMAVKQLTRIGEEINEKWPDAKVAITHRVGRLEIMDIAVVIAVSSPH
                     RKVAYEANEYAIERIKRIVPIWKKEFWEDGTMWIGDQLENTPYPDGKPKKEE"
     gene            complement(3327296..3328603)
                     /gene="moeA2"
                     /locus_tag="BA_3623"
                     /old_locus_tag="BA3623"
                     /db_xref="Pathema:BA_3623"
     CDS             complement(3327296..3328603)
                     /gene="moeA2"
                     /locus_tag="BA_3623"
                     /old_locus_tag="BA3623"
                     /note="identified by similarity to GP:2633799; match to
                     protein family HMM PF00994; match to protein family HMM
                     PF03453; match to protein family HMM PF03454; match to
                     protein family HMM TIGR00177"
                     /codon_start=1
                     /transl_table=11
                     /product="molybdopterin biosynthesis protein MoeA"
                     /protein_id="AAP27377.1"
                     /db_xref="Pathema:BA_3623"
                     /translation="MERRVPITVEEAVRKVMEFANEGLKELLPIELAYGRVLAEDLVA
                     DYDVPSFNRSPYDGFAIRAEDTNVASYETPIVFEVVGEIGAGSLFDEKVGPFQAVRIM
                     TGAQIPNGCDAVVMLELTRQYEEAGSKYMELKRSFKAGDNISFQGEDARKGTVLAKKG
                     TYINPGISALLATFGYSEVPVARKPVVGLLATGSELLDVNDSLQPGKIRNSNTYMILS
                     QIRRAGGRVKYFGKFSDDFHTCFTAVKEALSQVDMLITTGGVSVGDYDYLPAIYEKLG
                     ASVLFNKVAMRPGSVTTVAQLNGKLLFGLSGNPSACYVGFELFVRPCIRTYMFSEKAH
                     VKREKALLGEDFLKPNPFTRFVRGKLTYNEGQLIAYPSGFDKSSSVSSLAETNIFIVL
                     PGGTRGYKKDMFVDVLLLEDNEGSEWPWTFYKVRGDSNGTSAI"
     gene            complement(3328622..3329638)
                     /locus_tag="BA_3624"
                     /old_locus_tag="BA3624"
                     /db_xref="Pathema:BA_3624"
     CDS             complement(3328622..3329638)
                     /locus_tag="BA_3624"
                     /old_locus_tag="BA3624"
                     /note="identified by similarity to GP:2633798; match to
                     protein family HMM PF00899; match to protein family HMM
                     PF05237"
                     /codon_start=1
                     /transl_table=11
                     /product="putative molybdopterin biosynthesis protein
                     MoeB"
                     /protein_id="AAP27378.1"
                     /db_xref="Pathema:BA_3624"
                     /translation="MAERYSRQQLFKPIGDRGQEKIRNKHVLIVGAGALGSASAESFV
                     RAGIGKLTIIDRDYVEWSNLQRQQLYSEEDAREKLPKAIAAKNRLEKLNSEVQIDAFV
                     MDACAENLEGLLENVDVIIDATDNFDIRFIINDLSQKYNIPWVYGSCVGSYGMSYTII
                     PQETPCLHCVLKNVPVTGVTCDTAGIISPTVQIVAAYQVAEALKILVEDFAAIRKTFF
                     MFDIWSNQNHFIKLGKIKTDDCPSCGLNRTYPYLSYENQTKVAVLCGRNTVQIRTVES
                     RQYNFDDIEKVLKKLGEVDRNPYLLSCQLDEYRVVIFRDGRVFIHGTNDISKAKQLYY
                     RVFG"
     gene            complement(3329663..3330442)
                     /locus_tag="BA_3625"
                     /old_locus_tag="BA3625"
                     /db_xref="Pathema:BA_3625"
     CDS             complement(3329663..3330442)
                     /locus_tag="BA_3625"
                     /old_locus_tag="BA3625"
                     /note="identified by similarity to EGAD:7102; match to
                     protein family HMM PF01226"
                     /codon_start=1
                     /transl_table=11
                     /product="putative formate transporter"
                     /protein_id="AAP27379.1"
                     /db_xref="Pathema:BA_3625"
                     /translation="MSFHKPEQIAELVIEAGVQKVSQTLPAMLILGFLGGAFISLGFL
                     LNIRVLGNLPERWGSLVNVLGGAVFPVGLMLVVLAGGELITGNMMSMSMALYAKKITF
                     VSVLNNWIWITFMNFVGAIFVAYCFGHLGGLTEGDYLNKTVAIAEGKLHESFGRTLIL
                     AIGCNWLVCLALWLAYGTSDFVGKIIGIWIPIMAFVVIGFQQVVANMFVISAVIFAGH
                     LTWMDLARNFVPVFIGNVIGGAGFVGFAYYACYQKQHSNMK"
     gene            complement(3330429..3330536)
                     /locus_tag="BA_3626"
                     /old_locus_tag="BA3626"
                     /db_xref="Pathema:BA_3626"
     CDS             complement(3330429..3330536)
                     /locus_tag="BA_3626"
                     /old_locus_tag="BA3626"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27380.1"
                     /db_xref="Pathema:BA_3626"
                     /translation="MCREIKQHSKTFILKRFFEAAFLFGENGGIGNVIS"
     gene            complement(3330632..3331648)
                     /gene="narA2"
                     /locus_tag="BA_3627"
                     /old_locus_tag="BA3627"
                     /db_xref="Pathema:BA_3627"
     CDS             complement(3330632..3331648)
                     /gene="narA2"
                     /locus_tag="BA_3627"
                     /old_locus_tag="BA3627"
                     /note="identified by similarity to SP:P39757; match to
                     protein family HMM PF04055; match to protein family HMM
                     PF06463; match to protein family HMM TIGR02666"
                     /codon_start=1
                     /transl_table=11
                     /product="molybdenum cofactor biosynthesis protein A"
                     /protein_id="AAP27381.1"
                     /db_xref="Pathema:BA_3627"
                     /translation="MKSVTLDKLQRPLKDLRISVTDRCNFRCRYCMPEEIFGPDYSFL
                     SNDKILSFDEIERITRIFVSLGVRKLRITGGEPLLRRGLPQLIERLNKVDGVEDIGLT
                     TNGSLLKKFAPDLYKAGLSRVTVSLDSLEEERFFYLNGNRSKVQRVLEGIQAAAEVGM
                     KIKINMVVQKGKNEQDILQMAQYFKENKHILRFIEYMDVGNYNGWELKEVVSKQEIVD
                     MIHQVMPLERIEANYAGEVATRYSYIGSDEEIGVISSVTDSFCSSCTRARISAEGKLY
                     TCLFASKGNDLRELLRSDYTDEEITDVVRDIWNNREDRYSDERLSNSNKKAMPKIEMS
                     HIGG"
     gene            complement(3331669..3332466)
                     /gene="fdhD2"
                     /locus_tag="BA_3628"
                     /old_locus_tag="BA3628"
                     /db_xref="Pathema:BA_3628"
     CDS             complement(3331669..3332466)
                     /gene="fdhD2"
                     /locus_tag="BA_3628"
                     /old_locus_tag="BA3628"
                     /note="identified by match to protein family HMM PF02634;
                     match to protein family HMM TIGR00129"
                     /codon_start=1
                     /transl_table=11
                     /product="formate dehydrogenase accessory protein FdhD"
                     /protein_id="AAP27382.1"
                     /db_xref="Pathema:BA_3628"
                     /translation="MKPIQVEREIFRYEQGAFKHIEDSIVTEFPVTIKMNGQEFVTMV
                     STPEYIEDMVIGFLASEGIIRKYEDIDDIWVQEKEGFVHVTTAKVNPYYEQMQNKRYI
                     TSCCGMSRQGFVFANDALSAKKMNGVHVQVTAEDCFRLMKEMQQSAETFRHTGGVHNA
                     SLCDVNGIILSRMDIGRHNALDKIYGYCLKNNISIGDKIIVFSGRISSEILLKVAKIG
                     CEIILSKSAPTELALQLAEELGITTIGFIRNQSLNVYTHPERVLNIK"
     gene            complement(3332483..3332827)
                     /locus_tag="BA_3629"
                     /old_locus_tag="BA3629"
                     /db_xref="Pathema:BA_3629"
     CDS             complement(3332483..3332827)
                     /locus_tag="BA_3629"
                     /old_locus_tag="BA3629"
                     /note="identified by similarity to EGAD:109983"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27383.1"
                     /db_xref="Pathema:BA_3629"
                     /translation="MSKKVHEFNDMIRKLRKELFGKGPERIHTVFAENMAIATLYGNL
                     TPTEKFISSTMDGAEMVHMARTKMIQEVYAANSREHLEELVGAKLVNLFSDMKVEEDI
                     AVSVFVFDKNIT"
     gene            complement(3332943..3333425)
                     /locus_tag="BA_3630"
                     /old_locus_tag="BA3630"
                     /db_xref="Pathema:BA_3630"
     CDS             complement(3332943..3333425)
                     /locus_tag="BA_3630"
                     /old_locus_tag="BA3630"
                     /note="identified by similarity to EGAD:109987; match to
                     protein family HMM PF07849"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27384.1"
                     /db_xref="Pathema:BA_3630"
                     /translation="MAAPIKMIQKQELTEEEVKQQKLDDVKELLANNEDALNQMFNIV
                     GELNDIGMLEAANSMLKAKEPIAKIVLGQVTREPVTNLINNMMGAAGALTELDPELTK
                     KLIGSLLVGLEKGNEHLESNKKVGVFDLMKVLKDPDINRAIGFGLHFLKGMGKGLKEE
                     "
     gene            complement(3333437..3336376)
                     /locus_tag="BA_3631"
                     /old_locus_tag="BA3631"
                     /db_xref="Pathema:BA_3631"
     CDS             complement(3333437..3336376)
                     /locus_tag="BA_3631"
                     /old_locus_tag="BA3631"
                     /note="identified by match to protein family HMM PF00037;
                     match to protein family HMM PF00111; match to protein
                     family HMM PF00384; match to protein family HMM PF01568;
                     match to protein family HMM PF04879; match to protein
                     family HMM TIGR01591"
                     /codon_start=1
                     /transl_table=11
                     /product="molybdopterin oxidoreductase family protein"
                     /protein_id="AAP27385.1"
                     /db_xref="Pathema:BA_3631"
                     /translation="MKNNMVHITIDGKKYTAEPSSTILGVINENGIEHPQICYVPEVD
                     PIQTCDTCIVEVDGKLMRSCSTVVTEGMNIERNSTRAKEAQTEAMDRLLENHLLYCTV
                     CDNNNGNCKLHNTAELMEIEHQKYPYEPKVDVSEVDMTHPFYRYDPNQCIACGQCVEV
                     CQNLQVNETLSIDWEAERPRVIWDEGVSINDSSCVSCGQCVTICPCNALMEKTMLGEA
                     GFMTGLKPDILEPMVDLIKEVEPGYSGIFAVSEVEAAMRDTRTKKTKTVCTFCGVGCS
                     FEVWTKGRKILKVQPSSDAPVNAISTCVKGKFGWDFVNSKERITKPLIRKNGTFVEST
                     WEEALNVVANKLGSIKEEYGKDAIGFISSSKITNEDNYVIQKLARQVFETNNIDNCSR
                     YCQSPATDGLFRTIGMGGDAGTIKDIAQSGLVIIVGCNPTEGHPVLATRIKRAHKLHG
                     QKLIVADLRKTEMAERSDVFISPKQGTDQVWLMAVTKYMIDQGWHDQQFIDENVNFFE
                     DFKESLTEYTLEYAEEVTGISKETLIQMAEMIRDADGTCILWGMGVTQNTGGSDTSAA
                     ISNLLLATGNYRRPGAGAYPLRGHNNVQGACDMGTLPGWLPGYQHVTNDMERAKFEMA
                     YGVKINSEPGLNNIEMLHAIDEGEMKAMYLVGEDMALVDSNANHVHEVLSSLDFFVVQ
                     DVFLSKTAQYADVVLPAAPSLEKEGTFTNTERRVQRLYQVLPTLGDAKPDWWIVQAIA
                     NKLGANWNYSHPSEIFAEMASLSPLFSQANYEVLEGWNSFHWGSFDGTNTPLLFQDGF
                     NFPDKKARFAIADWVRPAEFPAEFDLHINNGRMLEHFHEGNMTNKSTGIQTKVPGVFV
                     EVSPALAKERGVKTGSLVRLVSPFGALKLRVLVTDRVKANELYLPMNSTDNETAINFL
                     TGPAVDTRTNTPAYKQTKVRMEVLEVDGENPMPKANPRNKKRHPQSGIEVHRKWARPG
                     YVHLTDK"
     gene            complement(3336345..3336536)
                     /locus_tag="BA_3632"
                     /old_locus_tag="BA3632"
                     /db_xref="Pathema:BA_3632"
     CDS             complement(3336345..3336536)
                     /locus_tag="BA_3632"
                     /old_locus_tag="BA3632"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27386.1"
                     /db_xref="Pathema:BA_3632"
                     /translation="MTCYESIVLFMNKWIGILARCANKLLHHDDNVPKCGAYIFVVEF
                     FLFSKRGKDHEEQHGSYYN"
     gene            3336674..3338212
                     /gene="gerSA"
                     /locus_tag="BA_3633"
                     /old_locus_tag="BA3633"
                     /db_xref="Pathema:BA_3633"
     CDS             3336674..3338212
                     /gene="gerSA"
                     /locus_tag="BA_3633"
                     /old_locus_tag="BA3633"
                     /note="identified by match to protein family HMM PF03323"
                     /codon_start=1
                     /transl_table=11
                     /product="spore germination protein"
                     /protein_id="AAP27387.1"
                     /db_xref="Pathema:BA_3633"
                     /translation="MGPFNKWIRGEKSFSGQEQADHILNKSISSSLSLNLKHLSKLFS
                     GIPELITRTFPLKNGKEAALIYMEGLVDKTVINVDILRPLLFKEWNEDDFWESSISIG
                     NIKEVQKWTDIEQSLLHGKSILFINGQLSALELDTQAAPKRSIEEPTTESSLKSSHEG
                     FNEVASDSIALIRRYIPNRELKVKAFTVGERAASKVFMLYLADVANEDVIQEMSCRIE
                     SIKVDAILTTGELEGFVEDNSYTLFPQLSITERPDTTAHHILDGRIAVVVDRSPGVLI
                     GPMTFSSFFQTIDDYSFRPMIPSFIRLLRFTGLFIAIFAPALYIAMISFHYEVIPLKL
                     LLTIGESRAKIPFPPILEALLMELVLEMLREAAVRLPGPVGQTIGVVGGIVIGQAAVQ
                     AGIVSNVMVIVVSITAVASFIIPNLEMSAGIRLLRFPMMIIASLFGVIGIMVGMAIII
                     IHILSMESLGVPYGSPFSPLFASDLKDILVRLPWKIMKKRPLSLNLKQENRQSDIEEM
                     EEDK"
     gene            3338209..3339306
                     /gene="gerSB"
                     /locus_tag="BA_3634"
                     /old_locus_tag="BA3634"
                     /db_xref="Pathema:BA_3634"
     CDS             3338209..3339306
                     /gene="gerSB"
                     /locus_tag="BA_3634"
                     /old_locus_tag="BA3634"
                     /note="identified by similarity to GP:3290176; match to
                     protein family HMM PF03845; match to protein family HMM
                     TIGR00912"
                     /codon_start=1
                     /transl_table=11
                     /product="spore germination protein"
                     /protein_id="AAP27388.1"
                     /db_xref="Pathema:BA_3634"
                     /translation="MTKRAKREISLFQYILTISGVQVGFGVLTLPREVAQGANTDGWM
                     SIIIGCVITTLVSLCIVKIMEKHPGYTLLDVLTRYLGKWLGRIGMIFWILYAVLAAVS
                     LVFSLLYVIHIWILPRSPMFLIMILLSIPMLMLACKGVLIISRFAVFTVIFTLWMPLL
                     LFIPLKDGHWIYLLPFLKEGWIPVVTTVKSTIIAFLGFEFAFVLYPYLTNKPAAKKGI
                     IIANMITLCVYLQVTFVSFVYFSPDGITKFLWPTLSLVTPFHFSFLERFEIIFLSFYL
                     FIIFDSCIPYIFTASDGINQLLNKKGSPLPVWILLFGCIFVLFFYIPSSYQISALREF
                     WGTASYFIVFLFPVVFLLYMTLYLHWKRRKI"
     gene            3339307..3340443
                     /gene="gerSC"
                     /locus_tag="BA_3635"
                     /old_locus_tag="BA3635"
                     /db_xref="Pathema:BA_3635"
     CDS             3339307..3340443
                     /gene="gerSC"
                     /locus_tag="BA_3635"
                     /old_locus_tag="BA3635"
                     /note="identified by similarity to SP:P07870; match to
                     protein family HMM PF05504; match to protein family HMM
                     TIGR02887"
                     /codon_start=1
                     /transl_table=11
                     /product="spore germination protein"
                     /protein_id="AAP27389.1"
                     /db_xref="Pathema:BA_3635"
                     /translation="MRRFIHFTILCFLITLLTGCGDRLDLEKQSISLIYGFDAKAKGK
                     LIVYHVNPIFNEDVEKKYETHEAKVRTPREAKATFNSSSGGLVSTEKLQLILFSTKFL
                     KQEGAMPYLDVWYRDPKNTGNMRMVAVDGPISSVIYNNFKDKPALPEYLTDLINTNKL
                     YNRTVFTPFHEFHRQTFNKGITPAISEIKKGKKDVIVTGSALLTSRGIYKMSLNRYES
                     ALLLMLQKKANIPVSLTMKIPSHSVESNSHLKDTEGEDFVSINVLSMNRDIRTDYSDN
                     HFKFNVKMDFKIAVSELTFNMDIDKDRKKLTSLITKQLNKDLNNLIHKIQKQQLDPFG
                     FGDYARAFQYEEWKKVEDDWPSAFSKANVKVAPTIKILENGIIK"
     gene            complement(3340523..3340657)
                     /locus_tag="BA_3636"
                     /old_locus_tag="BA3636"
                     /db_xref="Pathema:BA_3636"
     CDS             complement(3340523..3340657)
                     /locus_tag="BA_3636"
                     /old_locus_tag="BA3636"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27390.1"
                     /db_xref="Pathema:BA_3636"
                     /translation="MPFLGSVYQIFGLYPEIYYGMISAELAEQQRLEQAENEESETEA
                     "
     gene            complement(3340715..3344185)
                     /locus_tag="BA_3637"
                     /old_locus_tag="BA3637"
                     /db_xref="Pathema:BA_3637"
     CDS             complement(3340715..3344185)
                     /locus_tag="BA_3637"
                     /old_locus_tag="BA3637"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27391.1"
                     /db_xref="Pathema:BA_3637"
                     /translation="MVRRFTNTSVNSRWGKEESIIFPSFFQTSKNRKVVHMTLQVPTI
                     LIGLGGIGSTVTHQIYERLPEERRKKVAMHVFDTDVNTLSKFDHIRKFKTQTSSSKTP
                     REYIAGDPTIPEWFPMDPTILDKPLTEGAGQLRVISRLALRAAMKEDKLTSFWQEIEK
                     IFPVTSDQTEYGVRVIIVTSLAGGTGSGMFLQIALYLREMLRKKLQHHNILIRGAFLM
                     PDVLVKTRTVSAKEFETVQANGYASLKELHAITLGSTGELSKRGGVTIELEYRPDQVD
                     EDGRTNHTIKQHHLPYNYCFLYDYENLHGHHLHNLSDYMEQMANTIYLQLFSPMSANH
                     FAQEDNQIQQLAESSGKGRYCGAGTAKIIYPYEHLLKYCALKWAVQGLDESWLHLDQL
                     FQEKKHRYDQDVKRGMQREKPERGKSYLEDLEHLATRPEQAHIFYRQMYNETREGAEG
                     GKVGVAKSKLFLEAVESYVQRTVQKDEELNRLQHECKISAAKLKMTEQMKGEVARVDH
                     AVRLYAYAIPSRVHEHVTTLLYDMIESDRFSPSGSEGQSYQLNTWFLKKTDSVHPVAA
                     RFMLYEIRKQLVEKMNRLHENNEQKRNLIQNYDKKFNVSNIDGTVTAVRRVEIAQQQG
                     WFGKMINNQQRLFKKEFEDIVTQYVHKLNEYRKEMLLELVYQSLYQAVNKMIQYWERF
                     FDNLHETRENLLFEIQKRSKEFEGKTNPTNVYVLAEEKLQEKIWQDMQQHLNLGVLPK
                     DICAEIYMSLYGEYCRDAKTEEIQSKKVEDFYREHILNYCYDELQIRYRDKLELNIVE
                     ALRKEADYKNRDRDEYVREKIEDLFHLASPFVPKVSHHRELQYWGIHPSLKKELQEEL
                     MQEMFKEKDTVNEAFSPFEVICYRAHYGLSLQDFPKLSSGHIANGFMNDKGDYFQSYY
                     RRVNKLNSKKSSLTPHLDKYWHLPAFMPDLNATQTKLDYDKCNRALLYAYIYRWISLV
                     AVDGQFVYQYNGVGRSFSIQSMGKNISSESYKLHRALLHNPFIYENILSRFEEEQEKA
                     MIQGGHLYTHPFVLGAQDIRWLRKEHVHNILDMILMYDREAKYDPTLEETSDELLRLF
                     LDEIELYFQNYYGTGADMVAKKEKEMFIKQLWDRSYAKGYVDPNSAPYKKWQNLLSVH
                     DEEETPKTNV"
     gene            complement(3344151..3346343)
                     /locus_tag="BA_3638"
                     /old_locus_tag="BA3638"
                     /db_xref="Pathema:BA_3638"
     CDS             complement(3344151..3346343)
                     /locus_tag="BA_3638"
                     /old_locus_tag="BA3638"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27392.1"
                     /db_xref="Pathema:BA_3638"
                     /translation="MFVVLKYKSYILYPLINLNIGICLQRWRSLIMKIRICATFMLFL
                     LIWLHPFWTFAKGEEAKERVVSLVYDDSGSMRNNDRWKYANYALQSLVALLDEKDKFS
                     YVPMSKPNDPVNISLTKDKRQTEIEGIGAWKTYLNTPFSAVETAMQSIKKEADIDGKR
                     EFWLIVLTDGAFNDLEKDKVGGKEQILQKLAQFKKEMDEKKISLHPVLITMEEDLGQQ
                     EKAQLNTFKEIWKKEINGVTMPSSGEDGIVKSVNQVAALVANRDPFSSVESIVKTKVV
                     GKKVEITTPFPLKRMTLVRQSPSLPDYQVKQISKPLQLQSSFSIHAPGEAKLFGNIVH
                     ISTENEEVIKPGTYTIEVDQEIEKEGLQVLVEPALNYNVSTYDKEDKDRKNVEEMYEG
                     VTAVIEAKPTELPVQSSYFQAEVEIDGKQYAMKWDDKRHVFYYETKLTKGLIRGKVHM
                     NIKGFYRQTKEFKIETTKKPELSLQTVTKDYKEKVTNLENSKPFIIQPQLDGKPMTEE
                     AVKKLLKSTGVTSKQSINYEIKQHDNQIYIYPRPHYSDTFNFTDTGTVEATIVVQDSK
                     LQKVKKDITLHIQNAPFYEKYALIFKFVIPITLLLLLVGIIVLGWIVRPRFHRKALLY
                     YEWDQEVAKDWLYQSEPELLKNKWWKHYFGIPYRAERKTVQSVTFIAKKGSKSIFVAK
                     ESQVVGMIIDGMFITEDEVGMEHKTLYPNELLVIDRGYGKEIYKYECE"
     gene            complement(3346501..3346836)
                     /locus_tag="BA_3639"
                     /old_locus_tag="BA3639"
                     /db_xref="Pathema:BA_3639"
     CDS             complement(3346501..3346836)
                     /locus_tag="BA_3639"
                     /old_locus_tag="BA3639"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27393.1"
                     /db_xref="Pathema:BA_3639"
                     /translation="MKSTDQFQTYEVPWEEFIAALREEMKKQVGADIIDTVVCNLEDG
                     FEVYTYVQGDLDFEYKEALERKYGSDAKTPNVLTIMLLASIYSTSEENIRLHADHKDN
                     PIVEVYVKQ"
     gene            3346971..3347366
                     /locus_tag="BA_3640"
                     /old_locus_tag="BA3640"
                     /db_xref="Pathema:BA_3640"
     CDS             3346971..3347366
                     /locus_tag="BA_3640"
                     /old_locus_tag="BA3640"
                     /note="identified by similarity to EGAD:109295"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27394.1"
                     /db_xref="Pathema:BA_3640"
                     /translation="MHRQKCYDTCRRYFGKVVRIEDRDGRIHLGKIIDVTQSSVWIEP
                     VQQRSSFDSGFGYYDAYANGGCDLCGGLSRCDSCGFGCGGGFSSCGCGGRGCSNCGCG
                     GWGGGGCGWGVELGFGFIFGITLAALFFI"
     gene            complement(3347407..3348126)
                     /locus_tag="BA_3641"
                     /old_locus_tag="BA3641"
                     /db_xref="Pathema:BA_3641"
     CDS             complement(3347407..3348126)
                     /locus_tag="BA_3641"
                     /old_locus_tag="BA3641"
                     /note="identified by similarity to OMNI:NTL01BH0823; match
                     to protein family HMM PF08241; match to protein family HMM
                     PF08242"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27395.1"
                     /db_xref="Pathema:BA_3641"
                     /translation="MKRNTYIDFLAYYGIGSAHPGGFTLTKQLLAQLPFRYGANVLEI
                     GCGTGKTAAYMTKDCGYKVTAVEKNEIMIQKAKDRWSSEGIDIQLIEGKAEQLPCLHD
                     SFEFVLGESILAFTEKERVISECYRVLQKDGKLVVIEMIINAHIGREEEEKIAQLYGM
                     KELLTENEWVQLFQKANFKRITIAGGGTIAETISSYVEEPEWNVSQFIPNELYEAWVQ
                     HENVRLMYQHILGHRIFICEK"
     gene            complement(3348239..3349945)
                     /locus_tag="BA_3642"
                     /old_locus_tag="BA3642"
                     /db_xref="Pathema:BA_3642"
     CDS             complement(3348239..3349945)
                     /locus_tag="BA_3642"
                     /old_locus_tag="BA3642"
                     /note="identified by similarity to GP:10717143; match to
                     protein family HMM PF00496"
                     /codon_start=1
                     /transl_table=11
                     /product="putative oligopeptide ABC transporter,
                     oligopeptide-binding protein"
                     /protein_id="AAP27396.1"
                     /db_xref="Pathema:BA_3642"
                     /translation="MKKKMKKFTAVVAPVLAMSMALTACSGSSGGEKKSTTTSNNGGE
                     EKKSDIKYAAKQVLNRTETNEIPTMDTSKNTDTLGSQILGNTMEGLYRLDKNNKPIPA
                     VAESSTKSEDGKKYTFKLRKDAKWSNGDPVTAKDFVFAWQRLVDPKKAAEYAFIAYYI
                     KNAETINQGKGEVSTLGVKAVDDYTLEVELERPVPYFLNLMAFASYYPLNEKFVKEKG
                     NKFGLESDTTLYNGPFVLTDWKHEQGWKLKKNEQYWDKKTVKLEEINYSVVKEPATRV
                     NLYDTGAIDFTLLSGEFVDKYRNNKEEFGAYSETSTFYLRLNQKRGGQDTPLKSKKLR
                     EAIALSIDKKALTNVILNDGSKPVDYLVPKGLASGPDGKDFAETFKNGLKQDSKKAAA
                     AWEEAKKELGKDQVTIELLNYDTGNAKKVGEYVKDQVEKNLKGVTVNIKLQPFKQKLK
                     LESDQDYDFSYGGWNPDYADPMTYLDMFETKNSQNQMSYSNSKYDDIITKSKTEWMAD
                     AKKRWTELGKAEKLLLEEDVALVPLYQTARSYVMKPNIKGIVKHNISPEYSFKWAYVE
                     EK"
     gene            complement(3350231..3351937)
                     /locus_tag="BA_3644"
                     /old_locus_tag="BA3644"
                     /db_xref="Pathema:BA_3644"
     CDS             complement(3350231..3351937)
                     /locus_tag="BA_3644"
                     /old_locus_tag="BA3644"
                     /note="identified by similarity to GP:309662; match to
                     protein family HMM PF00496"
                     /codon_start=1
                     /transl_table=11
                     /product="putative oligopeptide ABC transporter,
                     oligopeptide-binding protein"
                     /protein_id="AAP27397.1"
                     /db_xref="Pathema:BA_3644"
                     /translation="MKKKMKKFTAVVAPVLAMSVALTACSGSGGEKKSTTTSSGGGEE
                     KKSEIKYAAKQVLNRTENQEIPTMDVSKSTDTLGSQILGNTMEGLYRLDKDNKPIPAA
                     AESSTKSEDGKKYTFKLRKDAKWSNGDPVTAKDFVYAWQRLLDKNTAAEYAFIAYYIK
                     NAEAINKGEKPLTDLGAKAVDDYTLEVELEKPVPYFLNLMAFPSYYPLNEKFVKEKGD
                     KFGLEADTTLYNGPFVMASWKHEQGWQLKKNDKYWDNKTVKLEEINYSVVKEVATKVN
                     LYDTGSIDFTLLSGEFVDKYKSNKEEYGEYSEASTFFLRLNQKRNGQDTPLKSKKLRE
                     AIALSIDKKGLATVILNNGSKATDQLVPKGLATGPDGKDYQDTFKNGLKYDPKKGAAA
                     WEEAKKELGKDQVTIELLSYDDGTAKKIADYFKDQIEKNLKGVTVNTKIQPFKQKLKL
                     ESAQDYEVSFAGWSPDYSDPMTFIDMFESKSPYNQMSYSNPKYDEMVAKAGNELLSDP
                     KKRWETLGKAEKLFLEEDAGLVPLYQTGRAYVMKPNVKGIVKHNISPEYSFKWAYVTE
                     GK"
     gene            complement(3352245..3353933)
                     /locus_tag="BA_3645"
                     /old_locus_tag="BA3645"
                     /db_xref="Pathema:BA_3645"
     CDS             complement(3352245..3353933)
                     /locus_tag="BA_3645"
                     /old_locus_tag="BA3645"
                     /note="identified by similarity to GP:10717143; match to
                     protein family HMM PF00496"
                     /codon_start=1
                     /transl_table=11
                     /product="putative oligopeptide ABC transporter,
                     oligopeptide-binding protein"
                     /protein_id="AAP27398.1"
                     /db_xref="Pathema:BA_3645"
                     /translation="MKKLTAVVAPVLAMSMALTACSTSGGDKKTSTNSSSGGDSKSEE
                     KLAAKQVFNKTENQEIPTMDTSKSTDTLGSQILGNTMEGLYRLDKENKPIPAAAESST
                     KSEDGKKYTFKLRKDAKWSNGDSVTAKDFVFAWQRLLDPKTAAEYAFIAFPIKNAEAV
                     NKGEKPVTELGVKAVDDLTLEVELEQAVPYFLNLVAFPSYYPLNEKFVKEKGDKYGLE
                     SDTTVYNGPFVLTDWKHEQGWKLKKNDQYWDKKTVKLDEINYSVVKEPATNVNLYDSG
                     QIDFSLLTGEFVDKYRNNKEEYGVYNEPSTFFIRLNQKRGGQDTPLKSKKLREAIALS
                     IDKKNLTNVILNDGSKPADYLVPKGLAAGPDGKDFQETFKNGVKPDAKKAAAAWEEAK
                     KELGKDQVTIEFLNYDTGNAKKVGEYVKDQIEKNLKGVTVNIKLQPFKQKLKLESDQD
                     YDISYGGWSPDYADPMTYLDMFESKHSHNQMSFSDQKYDEIIKKAGGELMTDAKKRWE
                     ELGKAEELLLEEDVALVPLYQSARSYVMKPHVKGVVKHNISPEYSYKWAYVTEK"
     gene            complement(3354296..3355557)
                     /locus_tag="BA_3646"
                     /old_locus_tag="BA3646"
                     /note="C4-dicarboxylate transporter, authentic frameshift;
                     an automated process has identified a potential problem
                     with this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3646"
     gene            complement(3355757..3356794)
                     /locus_tag="BA_3647"
                     /old_locus_tag="BA3647"
                     /db_xref="Pathema:BA_3647"
     CDS             complement(3355757..3356794)
                     /locus_tag="BA_3647"
                     /old_locus_tag="BA3647"
                     /note="identified by similarity to OMNI:NTL01BS03560;
                     match to protein family HMM PF03816; match to protein
                     family HMM TIGR00350"
                     /codon_start=1
                     /transl_table=11
                     /product="transcription antiterminator, LytR family"
                     /protein_id="AAP27399.1"
                     /db_xref="Pathema:BA_3647"
                     /translation="MENHSSSRERKYKRKYKKTTIISSLLAVLLFGGVGYGAYVYMKT
                     SNLVQKSNVNLARGEKSNLREETVKPITNNVSLLIMGIDENQERQKEYNGAFHTDALL
                     LATFNKDDKTVKLTSIPRDTYTYVPVEKKKDKITHAYGSGFVKKGKDGGPQASVEAVE
                     KLLQVPVDYFVKFNFNSFTKIIDGLDGIEVDVPVEFTEQNSKDEPDAIHLKKGLQKLN
                     GEEALALARTRHIDSDAMRGQRQQLVMEAILSKLKSVGSITKLEKIVEAVDGDFKTNL
                     AMDDILSFYKYGLNCSVEKIQLAGDDLYLPNGPNGQRVYYYNPNKKDLQSLSNTLRTH
                     LGLSEKEIEEN"
     gene            complement(3356810..3357808)
                     /locus_tag="BA_3648"
                     /old_locus_tag="BA3648"
                     /db_xref="Pathema:BA_3648"
     CDS             complement(3356810..3357808)
                     /locus_tag="BA_3648"
                     /old_locus_tag="BA3648"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27400.1"
                     /db_xref="Pathema:BA_3648"
                     /translation="MDDEKLFDEKLKKRINEENVIVPPELNEKINRTLHNLPVKKKGY
                     RVYMMVISAAVLTLSIVSMSEFSDQIFAQNGGVFEYVKKKAFSDYENEEEIKSNVNYP
                     DKEKIHEKMLDSIDHFNNISGQFEEYSSSSRIATTYRYAIDTEKQSGISSKEDKLAKK
                     RTVIYNEGKKKEFDDEKYTYKETKWNRKERNDELLKLNPTERLLRKSGEKKRYDDEYV
                     GFAKYSIQSEFADLLIRYKDWNYKETKYLGLDCYKIEGTINIEIPVSTSEDLRGKFEM
                     VVEKNTGIMLKFLSFHEGMIQYSITTEWIQINKGLKENVFQKDSTNYEKMKNILSE"
     gene            complement(3357821..3358330)
                     /locus_tag="BA_3649"
                     /old_locus_tag="BA3649"
                     /db_xref="Pathema:BA_3649"
     CDS             complement(3357821..3358330)
                     /locus_tag="BA_3649"
                     /old_locus_tag="BA3649"
                     /note="identified by match to protein family HMM PF04542;
                     match to protein family HMM PF04545; match to protein
                     family HMM PF08281; match to protein family HMM TIGR02937"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA polymerase sigma-70 factor, ECF family"
                     /protein_id="AAP27401.1"
                     /db_xref="Pathema:BA_3649"
                     /translation="MIVKEETDVSLAKKGDHEAFMTLIHTEKVKMYRIAKAMLRDETN
                     IEDAIQTTILKAYENIKKLKKEEFFQTWLIRILMNECNNIIRAYKNVIVTEENDYNMS
                     ACDQYEDIDLCNAIQSLHEELRAVTVLYYYEDMNQDSIAKLLEVPKGTVKSRLSRARE
                     QLQKRLKME"
     gene            complement(3358482..3358694)
                     /locus_tag="BA_3650"
                     /old_locus_tag="BA3650"
                     /db_xref="Pathema:BA_3650"
     CDS             complement(3358482..3358694)
                     /locus_tag="BA_3650"
                     /old_locus_tag="BA3650"
                     /note="identified by similarity to EGAD:107737"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27402.1"
                     /db_xref="Pathema:BA_3650"
                     /translation="MSENHNFYDRKEMKGNGFELIIVVDRIEDVYERCKEKRCTIQEE
                     IQTYPWEMRGFKVVDPDGYFLRITSK"
     gene            complement(3358725..3358853)
                     /locus_tag="BA_3651"
                     /old_locus_tag="BA3651"
                     /db_xref="Pathema:BA_3651"
     CDS             complement(3358725..3358853)
                     /locus_tag="BA_3651"
                     /old_locus_tag="BA3651"
                     /codon_start=1
                     /transl_table=11
                     /product="glyoxalase domain protein"
                     /protein_id="AAP27403.1"
                     /db_xref="Pathema:BA_3651"
                     /translation="MNHWFRVQLYVNDIEKSLLFYGEVIGLKLYKRSMYAARFNYD"
     gene            complement(3358904..3359709)
                     /locus_tag="BA_3652"
                     /old_locus_tag="BA3652"
                     /note="ABC transporter, permease protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3652"
     gene            complement(3359702..3360595)
                     /locus_tag="BA_3653"
                     /old_locus_tag="BA3653"
                     /db_xref="Pathema:BA_3653"
     CDS             complement(3359702..3360595)
                     /locus_tag="BA_3653"
                     /old_locus_tag="BA3653"
                     /note="identified by similarity to OMNI:TM1028; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP27404.1"
                     /db_xref="Pathema:BA_3653"
                     /translation="MISVQNVTKQFSNGKGLFHITFDVKEGEVFGYLGPNGAGKSTTI
                     RNLMGFIKPTSGKSSIFGLDCWNEAAKIQREVGYLPGEISFIEGMNGLEFLKLMQGMR
                     GLKDTKRRDELIERLQFDVKTPIRKMSKGMKQKVGIVAAFMHDPEVLILDEPTSGLDP
                     LMQQVFIDLIVEEKQRGKTILMSSHIFTEIERTCDRVAIIKDGRLVTVENIHDLQGMR
                     RQVIDVTVSSEEEIDSLTKCNLQFEAVKGREASIIVQGNYQTVLQILSNYNVTALQTR
                     AMDLEHLFMHYYDKKEGVKHE"
     gene            3360760..3361353
                     /locus_tag="BA_3654"
                     /old_locus_tag="BA3654"
                     /db_xref="Pathema:BA_3654"
     CDS             3360760..3361353
                     /locus_tag="BA_3654"
                     /old_locus_tag="BA3654"
                     /note="identified by similarity to OMNI:NTL01BH1004; match
                     to protein family HMM PF00440"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, TetR family"
                     /protein_id="AAP27405.1"
                     /db_xref="Pathema:BA_3654"
                     /translation="MNGFEKVKEKKKRAIKEAAFLLFSERGFNEVKIEHIAKEANVSQ
                     VTIYNHFGSKDALFRELIQEFIICEFQYYKELAEEKLPFHDMMQKMIVRKMNTGGLFQ
                     PDMLLQMMQRDEILREFIYSYQNEKILPWYLEILERAQRNNEINPHLTKEMMLLYIQM
                     FTKLGDDFGAQLLEGDREKHIQDIVTMFFYGLSVPQK"
     gene            complement(3361377..3362408)
                     /locus_tag="BA_3655"
                     /old_locus_tag="BA3655"
                     /db_xref="Pathema:BA_3655"
     CDS             complement(3361377..3362408)
                     /locus_tag="BA_3655"
                     /old_locus_tag="BA3655"
                     /note="identified by similarity to SP:O32223; match to
                     protein family HMM PF01118; match to protein family HMM
                     PF01408; match to protein family HMM PF02894; match to
                     protein family HMM PF03447"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, Gfo/Idh/MocA family"
                     /protein_id="AAP27406.1"
                     /db_xref="Pathema:BA_3655"
                     /translation="MKKIGVGIVGFGFSSTTFHIPLLQTIEEYDIRAVLSSKEEVVKE
                     TLPNVTVVSTIDELVKRADIDLVVITSPNTTHFPYVKEAILNGKHVVVEKPFVVSIEE
                     GEELISLAKKHNVVLSVYHNRRFDNDFLTIKKLLEEDRIGNLYAYEAHFDRFRPHVRD
                     RWREKNLPGSGILYDLGSHLIDQALSLFGKPDAIRADIIKQRPGAEVDDYFHIVLHYG
                     VKRVILRSSSYVKKAGPHFTMHGDKGSIVKYGMDSQEEQLKNGMKPGDNGYGVDTEAN
                     FATVETEEELVRIPTEVGCYDMYYKRVRDSIVNGEKPPVTAQEGLEVIKLIQLAVESS
                     ETGRIIFIK"
     gene            complement(3362578..3365001)
                     /gene="parC"
                     /locus_tag="BA_3656"
                     /old_locus_tag="BA3656"
                     /db_xref="Pathema:BA_3656"
     CDS             complement(3362578..3365001)
                     /gene="parC"
                     /locus_tag="BA_3656"
                     /old_locus_tag="BA3656"
                     /EC_number="5.99.1.-"
                     /note="identified by similarity to EGAD:109080; match to
                     protein family HMM PF00521; match to protein family HMM
                     PF03989; match to protein family HMM TIGR01061"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA topoisomerase IV, A subunit"
                     /protein_id="AAP27407.1"
                     /db_xref="Pathema:BA_3656"
                     /translation="MQAEKFHDLPLEDVLGDRFARYSKYIIQDRALPDARDGLKPVQR
                     RILYSMYVEGNVHDKAFRKSAKTVGNVIGNYHPHGDSSVYEAMVRLSQTWKVRNVLVE
                     MHGNNGSVDGDPAAAMRYTEARLSPIASELLRDLDKETVEFVSNFDDTSEEPVVLPAA
                     FPNLLVNGSTGISAGYATEIPPHHLGEVIDATMMRIDKPNSTVDDLLTVMKGPDFPTG
                     GIIQGIDGIKKAYETGKGKIIIRGKAEVETVRGGKQQIVITEIPYEVNKANLVKKMDE
                     LRLDKKLDGIAEVRDETDRTGLRIVVELKKEANSEGILNYLYKNTDLQIPYNFNMVAI
                     NNRRPTLMTLPKILDAYIGHQKEVVTRRSQYELRKAENRQHIVEGLKKALSILDQVIE
                     TIRASKDKRNAKDNLSAKFGFTEAQAEAIVSLQLYRLTNTDITALQQEADELNKKIIE
                     LQAILQSEKRLLQVIKTDLKRVKKTYSDDRRAIIEDQIEEIKIDVEVMIPQEDVIVTV
                     TKEGYVKRTGWRSHNASNGKDFGMKEGDILLERFDTNTTETVLLFTNKGNYIYLPVYE
                     MPDIRWKDLGQHVANIVSLDRDETIIWATVVPNFEEEKRFIVFVTKNGMIKKTELNQY
                     KVQRYSRAFVAVNLKKDDEVVDIFATDGTSDIVLATHGAYALIFHEDEVSPVGVRAAG
                     VKAINLKEDDYVASGKPLNADKDQLILVTQRGAVKRLKASEIEKSTRAKRGLVIFKEL
                     KRNPYRIVGIEIVRDDELVYMKTEKHIVEEIDPKAYRNKDRYSNGSLVLDVNDTGEVI
                     ETWTKKRPE"
     gene            complement(3365003..3366967)
                     /gene="parE"
                     /locus_tag="BA_3657"
                     /old_locus_tag="BA3657"
                     /db_xref="Pathema:BA_3657"
     CDS             complement(3365003..3366967)
                     /gene="parE"
                     /locus_tag="BA_3657"
                     /old_locus_tag="BA3657"
                     /EC_number="5.99.1.-"
                     /note="identified by similarity to SP:Q59192; match to
                     protein family HMM PF00204; match to protein family HMM
                     PF00986; match to protein family HMM PF02518; match to
                     protein family HMM TIGR01058"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA topoisomerase IV, B subunit"
                     /protein_id="AAP27408.1"
                     /db_xref="Pathema:BA_3657"
                     /translation="MAKHQFQYNEDAIQVLEGLEAVRKRPGMYIGSTDSRGLHHLVYE
                     IVDNSVDEALAGFGDEISVVIHKDNSISVIDKGRGMPTGMHKLGKPTPEVILTVLHAG
                     GKFGQGGYKTSGGLHGVGASVVNALSEWLVVTIKRDGNIYEQRFENGGVPVTTLEKIG
                     KTKESGTTMHFKPDTTIFSTTNYNYETLCERLRESAFLLKGMKISIKDERNDLEDVFH
                     YETGIEAFVSYLNEEKDSIHPVVYFTGEQNGIEAELAFQFNDGYSENILSFVNNVRTK
                     DGGTHEAGFKTAMTRVFNEYARKVALLKEKDKNLEGTDIREGVAAIVSVRVPEEVLQF
                     EGQTKGKLGTSEARSSIDAIVSEHLAYFLEENPDVATLLVRKAIKAAQAREAARKARE
                     EARTGKKKKKSEGTLSGKLTPAQSRNPQKNELYLVEGDSAGGSAKQGRDRRFQAVLPL
                     RGKVINTEKAKLADIFKNEEINTIIYAIGGGVGNEFDVEDINYDKVVIMTDADTDGAH
                     IQVLLLTFFYRYMKPLIEAGKVFIALPPLYKVSKGKGKSEVIEYAWSDEELDSVTKKV
                     GKGYMLQRYKGLGEMNADQLWETTMNPETRTLIRVKIDDAARAERRVTTLMGDKVEPR
                     RKWIERNVQFGMQEEGNILENEMIMETEVE"
     gene            complement(3367173..3367286)
                     /locus_tag="BA_3658"
                     /old_locus_tag="BA3658"
                     /db_xref="Pathema:BA_3658"
     CDS             complement(3367173..3367286)
                     /locus_tag="BA_3658"
                     /old_locus_tag="BA3658"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27409.1"
                     /db_xref="Pathema:BA_3658"
                     /translation="MNEVFIMRFFKGCFWGLLLVIPFWILIIWIIIKVWNV"
     gene            complement(3367343..3367756)
                     /locus_tag="BA_3659"
                     /old_locus_tag="BA3659"
                     /db_xref="Pathema:BA_3659"
     CDS             complement(3367343..3367756)
                     /locus_tag="BA_3659"
                     /old_locus_tag="BA3659"
                     /note="identified by match to protein family HMM PF02629"
                     /codon_start=1
                     /transl_table=11
                     /product="CoA binding domain family protein"
                     /protein_id="AAP27410.1"
                     /db_xref="Pathema:BA_3659"
                     /translation="MTIENPTRTEIGEVLKKSKTIAVVGLSDKPERTSYMVSKAMQDA
                     GYRIIPVNPTVDEVLGEKAIASLKDIKEHVDIVNVFRRSEFLMDVAKEFVEIDADVFW
                     AQLGVQDEDTYKLLKEKDYTVIMDRCIKVEHAMTK"
     gene            complement(3367836..3369077)
                     /locus_tag="BA_3660"
                     /old_locus_tag="BA3660"
                     /db_xref="Pathema:BA_3660"
     CDS             complement(3367836..3369077)
                     /locus_tag="BA_3660"
                     /old_locus_tag="BA3660"
                     /note="identified by similarity to GP:6063141; match to
                     protein family HMM PF00089"
                     /codon_start=1
                     /transl_table=11
                     /product="serine protease"
                     /protein_id="AAP27411.1"
                     /db_xref="Pathema:BA_3660"
                     /translation="MGYYDGPNLNEEHSETREVRKSGSKKGYFFTGLVGAVVGAVSIS
                     FAAPYMPWAQNNGATVSSFSSDSKVEGTVVPVVNKAKNETDLPGMIEGAKDVVVGVIN
                     MQQSIDPFAMQPTGQEQQAGSGSGVIYKKAGNKAYIVTNNHVVDGANKLAVKLSDGKK
                     VDAKLVGKDPWLDLAVVEIDGANVNKVATLGDSSKIRAGEKAIAIGNPLGFDGSVTEG
                     IISSKEREIPVDIDGDKRADWNAQVIQTDAAINPGNSGGALFNQNGEIIGINSSKIAQ
                     QEVEGIGFAIPINIAKPVIESLEKDGVVKRPALGVGVVSLEDVQAYAVNQLKVPKEVT
                     NGVVLGKIYPISPAEKAGLEQYDIVVALDNQKVENSLQFRKYLYEKKKVGEKVEVTFY
                     RNGQKMTKTATLADNSATKNQ"
     gene            complement(3369280..3369957)
                     /locus_tag="BA_3661"
                     /old_locus_tag="BA3661"
                     /db_xref="Pathema:BA_3661"
     CDS             complement(3369280..3369957)
                     /locus_tag="BA_3661"
                     /old_locus_tag="BA3661"
                     /note="identified by similarity to GP:15025451; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF00486"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator"
                     /protein_id="AAP27412.1"
                     /db_xref="Pathema:BA_3661"
                     /translation="MNKTVLLVEDERRLREIVSDYFRNEGFEVIEAEDGKKALELFAE
                     HEIDLIMLDIMLPEIDGWSVCRRIRKESAVPIIMLTARSDEDDTLLGFELGADEYVTK
                     PFSPKVLVARAKTLLKRADGVVGVAEENAMSLAGIEVNRLSRTVLVDGEEIILTHKEF
                     ELLVYLMENKGIVLSRQHLLDQLWGYDYYGDDRTVDTHIKKLRNKLGDKAKHIGTVIR
                     VGYKFEE"
     gene            complement(3369977..3370428)
                     /locus_tag="BA_3662"
                     /old_locus_tag="BA3662"
                     /note="putative anaerobic ribonucleoside-triphosphate
                     reductase activating protein, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3662"
     gene            complement(3370425..3372281)
                     /locus_tag="BA_3663"
                     /old_locus_tag="BA3663"
                     /db_xref="Pathema:BA_3663"
     CDS             complement(3370425..3372281)
                     /locus_tag="BA_3663"
                     /old_locus_tag="BA3663"
                     /note="identified by similarity to SP:P28903; match to
                     protein family HMM TIGR02487"
                     /codon_start=1
                     /transl_table=11
                     /product="putative anaerobic ribonucleoside-triphosphate
                     reductase"
                     /protein_id="AAP27413.1"
                     /db_xref="Pathema:BA_3663"
                     /translation="MLQKNTRGEGLMRVFETIVHGNEQDLMQENANVDGRSPMGVMGT
                     FASESAKYYAVEKLLSDQVKKAINENILYPHDLDFYATGTTTCSQIPLAQMLANGFHT
                     GHGHMRQPQDIKSALALSSIIFQANQNMQHGGQSFALFDVDLAPYVRKTVERHKKRLQ
                     SYPLTKEQIEEFAWKETENDTYQACEAFIHNSNSMHSRGGGQVPFISINYGTDTSKEG
                     RLLIKQLLKATQAGLGKGETPIFPIQIFKMKKGVNFEGSDPNYDLFELALETTAERLF
                     PNFSFLDAPFNAVHYDGRPESEVCYMGCRTRVMSNIHGEETAIGRGNLSFTSINLVKL
                     ALISGSKEAFYEALNYYLDLGIKQLLERFEYQCTKRARDFRFLYSQGVWRGGEKLQPE
                     DSVASILKQGTLSLGFIGLAECLVALTGKHHGEDEESWKLGYEIISFMRDRMDKATEE
                     HELNFSVIATPAEGLSGKFVKKDREEFGVISGITNHNYYTNSFHIPVYYNMQAINKIR
                     LEGPFHALCNGGHITYIELDGAAMHNKKALKQIVQAMAEHGVGYGSINHPVDRCKCCS
                     YHGVIGNECPSCGNEDEANIERIRRITGYLVGDMSKWNSAKRSEEMDRVKHK"
     gene            3372507..3373103
                     /locus_tag="BA_3665"
                     /old_locus_tag="BA3665"
                     /db_xref="Pathema:BA_3665"
     CDS             3372507..3373103
                     /locus_tag="BA_3665"
                     /old_locus_tag="BA3665"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by similarity to EGAD:109074;
                     match to protein family HMM PF02660; match to protein
                     family HMM TIGR00023"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27414.1"
                     /db_xref="Pathema:BA_3665"
                     /translation="MVTTYLLFIVAYLLGSIPFALVVGKIGYGIDIREHGSGNLGGTN
                     TFRTLGKKAGFTVTIADILKGTLATSLPMVFGLDIHPLWFGLAAVLGHVYPIFAKFRG
                     GKAVATSAGVLLCYSPVVFAILAVVFFTLLFTTRYVSLSSMVTAVVAVIASIVTGDKI
                     FIIAMCLLAGMVIYKHRANIGRIINKTEPKANFSKKQK"
     gene            3373212..3373502
                     /locus_tag="BA_3666"
                     /old_locus_tag="BA3666"
                     /db_xref="Pathema:BA_3666"
     CDS             3373212..3373502
                     /locus_tag="BA_3666"
                     /old_locus_tag="BA3666"
                     /note="identified by similarity to EGAD:109071; match to
                     protein family HMM PF01521"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27415.1"
                     /db_xref="Pathema:BA_3666"
                     /translation="MNLSVTKEAAQWYKNELNLQSGETLRFFVQYGGCSTVQKGLSLG
                     IRKDDPAHPTVQIQEEDINFFIESDDEWFFDGHNLVVTFNDGDDFPQFNYEK"
     gene            complement(3373529..3373948)
                     /locus_tag="BA_3667"
                     /old_locus_tag="BA3667"
                     /db_xref="Pathema:BA_3667"
     CDS             complement(3373529..3373948)
                     /locus_tag="BA_3667"
                     /old_locus_tag="BA3667"
                     /note="identified by similarity to OMNI:NTL01BH2291;
                     similarity to OMNI:NTL01BS01803; match to protein family
                     HMM PF03061; match to protein family HMM TIGR00051"
                     /codon_start=1
                     /transl_table=11
                     /product="putative 4-hydroxybenzoyl-CoA thioesterase"
                     /protein_id="AAP27416.1"
                     /db_xref="Pathema:BA_3667"
                     /translation="MFVAEHEVEIRYAETDQMGVVYHSNYLVWLELGRTKLIQDLGFS
                     YVEMEKEGIISPVLDLQISYRKAMRYGEKAIVKTWVDTVSPLRVVYGYEIYNGDGELC
                     ITASTTNICAKKEGFRPVSFKKFYPEWYAKYEEIKKK"
     gene            3374058..3375350
                     /locus_tag="BA_3668"
                     /old_locus_tag="BA3668"
                     /db_xref="Pathema:BA_3668"
     CDS             3374058..3375350
                     /locus_tag="BA_3668"
                     /old_locus_tag="BA3668"
                     /note="identified by match to protein family HMM PF00704;
                     match to protein family HMM PF01476"
                     /codon_start=1
                     /transl_table=11
                     /product="glycosyl hydrolase, family 18"
                     /protein_id="AAP27417.1"
                     /db_xref="Pathema:BA_3668"
                     /translation="MIQIVTVRSGDSVYSLASKYGSTPDEIVKDNGLNPAETLVVGQA
                     LIVNTKGNNYYVQPGDSLYRISQTYNVPLASLAKVNNLSLKSILHVGQQLYIPKGTKR
                     AVESIAYLQPSTIPIKESLVNATRAINPFLTYLAYFSFEAKRDGTLKEPTETAKIANI
                     ATQGNTIPMLVITNIENGNFSADLTSVILRDATIQNKFITNILQTAEKYGMRDIHFDF
                     ESVAPEDREAYNRFLRNVKTRLPSGYTLSTTLVPKTSSNQKGKFFETHDYKAQGQIVD
                     FVVIMTYDWGWQGGPPMAISPIGPVKEVLQYAKSQMPPQKIMMGQNLYGFDWKLPFKE
                     GNPPAKAISSVAAVALARKYNVPIRYDFTAQAPHFNYFDENGVQHEVWFEDSRSVQSK
                     FNLMKEQGIGGISYWKIGLPFPQNWRLLVENFTITKKG"
     gene            complement(3375379..3375576)
                     /locus_tag="BA_3669"
                     /old_locus_tag="BA3669"
                     /db_xref="Pathema:BA_3669"
     CDS             complement(3375379..3375576)
                     /locus_tag="BA_3669"
                     /old_locus_tag="BA3669"
                     /note="identified by similarity to OMNI:NTL01BS01802;
                     match to protein family HMM TIGR03090"
                     /codon_start=1
                     /transl_table=11
                     /product="thioredoxin-like protein"
                     /protein_id="AAP27418.1"
                     /db_xref="Pathema:BA_3669"
                     /translation="MPNPDNRSDNAEKLQEMVQNTIDNFNEAKETAELSNEKDRSAIE
                     AKNQRRLESIDSLKSEIKDES"
     gene            complement(3375676..3375810)
                     /gene="sspN"
                     /locus_tag="BA_3670"
                     /old_locus_tag="BA3670"
                     /db_xref="Pathema:BA_3670"
     CDS             complement(3375676..3375810)
                     /gene="sspN"
                     /locus_tag="BA_3670"
                     /old_locus_tag="BA3670"
                     /note="identified by match to protein family HMM PF08177"
                     /codon_start=1
                     /transl_table=11
                     /product="small, acid-soluble spore protein N"
                     /protein_id="AAP27419.1"
                     /db_xref="Pathema:BA_3670"
                     /translation="MGNPKKNSKDFAPNHIGTQSKKAGGNKGKQMQDQTGKQPIVDNG
                     "
     gene            complement(3375854..3375997)
                     /locus_tag="BA_3671"
                     /old_locus_tag="BA3671"
                     /db_xref="Pathema:BA_3671"
     CDS             complement(3375854..3375997)
                     /locus_tag="BA_3671"
                     /old_locus_tag="BA3671"
                     /note="identified by similarity to OMNI:NTL01BH2299"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27420.1"
                     /db_xref="Pathema:BA_3671"
                     /translation="MRRSRRKSFDELVKENKQQLLSDRDAIDRIEERIEKRYEMKLFK
                     QAE"
     gene            complement(3376139..3377086)
                     /locus_tag="BA_3672"
                     /old_locus_tag="BA3672"
                     /db_xref="Pathema:BA_3672"
     CDS             complement(3376139..3377086)
                     /locus_tag="BA_3672"
                     /old_locus_tag="BA3672"
                     /note="identified by match to protein family HMM PF00929;
                     match to protein family HMM TIGR00573"
                     /codon_start=1
                     /transl_table=11
                     /product="putative DNA polymerase III, epsilon subunit"
                     /protein_id="AAP27421.1"
                     /db_xref="Pathema:BA_3672"
                     /translation="MGNISLPLDYVVIDFETTGFNPYNDKIIQVAAVKYRNHELVDQF
                     VSYVNPKRPIPDRIMSLTGITNYRVSDAPTIEEVLPLFLAFLHTNVIVAHNASFDMRF
                     LKSNVNMLGLPEPKNKVIDTVFLAKKYMKHAPNHKLETLKRMLGIRLSSHNAFDDCIT
                     CAAVYQKCASIEEEAKRKSNTEVLDETAVYEAVKEILVRNKRDIEWIRCMNVGSYLDI
                     KAFYPVMRLKVKGRKKYVLTDILEDDVKEICTSLACEPALKSEVGNTRIMLNCLEDVL
                     KLESYILEQYDFVLQALHDYKQSEMNADEKLKEYLNIMV"
     gene            3377087..3377215
                     /locus_tag="BA_3673"
                     /old_locus_tag="BA3673"
                     /db_xref="Pathema:BA_3673"
     CDS             3377087..3377215
                     /locus_tag="BA_3673"
                     /old_locus_tag="BA3673"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27422.1"
                     /db_xref="Pathema:BA_3673"
                     /translation="MNPSFISKRLYFFYHNMLLSLREKEKAEMATFHLYLFAFILI"
     gene            complement(3377202..3377777)
                     /locus_tag="BA_3674"
                     /old_locus_tag="BA3674"
                     /db_xref="Pathema:BA_3674"
     CDS             complement(3377202..3377777)
                     /locus_tag="BA_3674"
                     /old_locus_tag="BA3674"
                     /note="identified by similarity to SP:P35160; match to
                     protein family HMM PF00085; match to protein family HMM
                     PF00578; match to protein family HMM PF08534"
                     /codon_start=1
                     /transl_table=11
                     /product="ahpC/TSA family protein"
                     /protein_id="AAP27423.1"
                     /db_xref="Pathema:BA_3674"
                     /translation="MWRKLTIIVVLLCLAGYAAYEQFGKSDQAAQGEQEKSEAAMKEM
                     IASNGIEIGKSAPDFELTKLDGTNIKLSDLKGKKVILNFWATWCGPCQQEMPDMEAFY
                     KKHKDNVEILAINYTPSEKGGGVEKVSNFAKEKGITFPILLDKNIDVTTAYKVITIPT
                     SYFIDTKGVIQDKFIGPMTQKEMEKRIAKLK"
     gene            3377943..3378284
                     /locus_tag="BA_3675"
                     /old_locus_tag="BA3675"
                     /db_xref="Pathema:BA_3675"
     CDS             3377943..3378284
                     /locus_tag="BA_3675"
                     /old_locus_tag="BA3675"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27424.1"
                     /db_xref="Pathema:BA_3675"
                     /translation="MKYCFSNYGPIHLFTFVVIQTSTKGGFFMNSFEKITLYILSFLL
                     YPIGIITWIISLFSNDLEKKKVGRICLYVSLVSFVLFLILGITTFLMTATFNVDLNHS
                     ESIEYQINDAE"
     gene            complement(3378308..3379957)
                     /locus_tag="BA_3676"
                     /old_locus_tag="BA3676"
                     /db_xref="Pathema:BA_3676"
     CDS             complement(3378308..3379957)
                     /locus_tag="BA_3676"
                     /old_locus_tag="BA3676"
                     /note="identified by match to protein family HMM PF00005;
                     match to protein family HMM PF00664"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, permease/ATP-binding protein"
                     /protein_id="AAP27425.1"
                     /db_xref="Pathema:BA_3676"
                     /translation="MKEYKRILLPLQKEKILVIAAVCSGIFAAILNLSRPLFMGLIVD
                     NLIQRELKEAYFYITLFTVTRLLMWVNNLSFDYVSSKASQRILREKRIDVLRHFFLLP
                     FEESEKIKQGELETLVVSDIPNWVRLYDSILIEYIHAIAQFIGAIIALQHIDIQFILW
                     VTPFLFLSAMVPMLLGKKVRNIASIAQKNQSTVVEMMSQFVKGAQDLRSLQKEKWAIR
                     LFKGVTAQSYKSEVKKTMMQHCIGVVGTVIETGAYIVVLIIGAQKIMQGEMEVGSLVA
                     VLATIEMLFFPVRYVGDLLMMSQVAVASASRVFSFLDKRVANSNVERAMGMTITNVSF
                     QENDEEKCRIYNIDLQIQPGELIIIVGESGVGKTTLLKLMTGLYKPSNGSITYYGNEA
                     QLTTVWQEPRFFRVTVKENMYFGEERLENELEKNAELVNVTPIIRGLPEGLQTVLHKS
                     GEEFSGGERKRLALLRAIVSNPHLIILDEPTAGLDPNNQEFVWNMIEELGSEVTRIVA
                     THDVEKVILADRVVIMKEGSIVACGSPEKLINSHSFFKRCE"
     gene            complement(3380074..3382797)
                     /gene="acnA"
                     /locus_tag="BA_3677"
                     /old_locus_tag="BA3677"
                     /db_xref="Pathema:BA_3677"
     CDS             complement(3380074..3382797)
                     /gene="acnA"
                     /locus_tag="BA_3677"
                     /old_locus_tag="BA3677"
                     /EC_number="4.2.1.3"
                     /note="identified by match to protein family HMM PF00330;
                     match to protein family HMM PF00694; match to protein
                     family HMM TIGR01341"
                     /codon_start=1
                     /transl_table=11
                     /product="aconitate hydratase 1"
                     /protein_id="AAP27426.1"
                     /db_xref="Pathema:BA_3677"
                     /translation="MVKHNPFQSRATFEVDGKTYHYYDLKALENAGVGNVSQLPYSVK
                     VLLESVLRQVDGRVITEEHVTNLAKWGTKDVQDIDVPFKPSRVILQDFTGVPAVVDLA
                     SLRKAMADMGGDPDKINPEITVDLVIDHSVQVDRAGTADALAFNMDLEFKRNEERYKF
                     LSWAQKSFDNYRAVPPATGIVHQVNLEYLAPVVHAVKNAEGDLVAYPDSLVGTDSHTT
                     MINGIGVLGWGVGGIEAEAGMLGQPSYFPVPEVIGVKLTGTLPSGTTATDVALKVTQV
                     LRQKGVVGKFVEFFGNGLKSMPLADRATISNMAPEYGATCGFFPIDEISLEYLRLTGR
                     DEEQIRVVEEYCKANGLFYTADSKDPIYTDLVEIDLNTIESNLSGPKRPQDLIPLSDM
                     KDAFHKAVVAPVGTQGLGFNEQEFDKEVKVTLEDKEVTMKTGAIAIAAITSCTNTSNP
                     YVLIGAGLVAKKAIEKGLKVPEYVKTSLAPGSKVVTEYLDKSGLTTYLDQLGFQTVGY
                     GCTTCIGNSGPLAPELEEAIAANDLLVTSVLSGNRNFEGRIHPLVKANYLASPPLVVA
                     YALAGTVDIDLKNDEIGKDANGNAVYFNDIWPSAKEIEDVVQSVVTSELFKKEYAQVF
                     NSNERWNEIQTSNEALYTWDNDSTYIQNPPFFEGLSKEPGEVETLSGLRVVGKFGDSV
                     TTDHISPAGSIGKHTPAGRYLLENGVQPVDFNSYGSRRGNHEVMMRGTFANIRIKNQI
                     APGTEGGYTTYWPTGEVTSIYDAAMKYKEDGTGLLVVAGKDYGMGSSRDWAAKGTNLL
                     GIKAVIAESFERIHRSNLVLMGVLPLQFKDGESAETLGLVGNESFEIQIDKTVRPRDL
                     VKVVATDLDGNEKQFEVVARFDSEVEIDYYRHGGILQMVLREKIEESKVSN"
     gene            3383089..3383238
                     /gene="sspO"
                     /locus_tag="BA_3678"
                     /old_locus_tag="BA3678"
                     /db_xref="Pathema:BA_3678"
     CDS             3383089..3383238
                     /gene="sspO"
                     /locus_tag="BA_3678"
                     /old_locus_tag="BA3678"
                     /note="identified by similarity to SP:P71031; match to
                     protein family HMM PF08175; match to protein family HMM
                     TIGR02864"
                     /codon_start=1
                     /transl_table=11
                     /product="small, acid-soluble spore protein O"
                     /protein_id="AAP27427.1"
                     /db_xref="Pathema:BA_3678"
                     /translation="MGKRKANHTISGMNAASAQGQGAGYNEEFANENLTPAERQNNKK
                     RKKNQ"
     gene            complement(3383280..3383921)
                     /locus_tag="BA_3679"
                     /old_locus_tag="BA3679"
                     /db_xref="Pathema:BA_3679"
     CDS             complement(3383280..3383921)
                     /locus_tag="BA_3679"
                     /old_locus_tag="BA3679"
                     /note="identified by match to protein family HMM PF01522;
                     match to protein family HMM TIGR02764"
                     /codon_start=1
                     /transl_table=11
                     /product="putative polysaccharide deacetylase"
                     /protein_id="AAP27428.1"
                     /db_xref="Pathema:BA_3679"
                     /translation="MLLRKELEPTGYVTWEVPNNEKIIAITFDDGPDPTYTPQILNLL
                     RQYKAEATFFMIGFRVQRNPYLVKQVLKEGHEIGNHTMNHLYASNSSDEKLENDILDG
                     KKFFKKWVKEPLLFRPPGGYINDAVFKTAKEAGYQTVLWSWHQDPRDWANPGVESIVN
                     HVLKNAKSGDIVLLHDGGNNRSQTVAALAKILPELKKQGYRFVTVSELLRYKH"
     gene            complement(3384052..3384315)
                     /locus_tag="BA_3680"
                     /old_locus_tag="BA3680"
                     /db_xref="Pathema:BA_3680"
     CDS             complement(3384052..3384315)
                     /locus_tag="BA_3680"
                     /old_locus_tag="BA3680"
                     /note="identified by similarity to OMNI:NTL01AA01099"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27429.1"
                     /db_xref="Pathema:BA_3680"
                     /translation="MPYHKDKQQAFQAAQQGVTQAENAFNNIVKNDPNYGHDLKELRQ
                     EVQEAYEQIQNALEVASETQRPQLEQYENNLQNIMQHVDQLEK"
     gene            3384683..3385069
                     /gene="cotM"
                     /locus_tag="BA_3681"
                     /old_locus_tag="BA3681"
                     /db_xref="Pathema:BA_3681"
     CDS             3384683..3385069
                     /gene="cotM"
                     /locus_tag="BA_3681"
                     /old_locus_tag="BA3681"
                     /note="identified by similarity to SP:Q45058"
                     /codon_start=1
                     /transl_table=11
                     /product="spore coat protein M"
                     /protein_id="AAP27430.1"
                     /db_xref="Pathema:BA_3681"
                     /translation="MGKKKKDCLFHVDGFEEWMDQFCSDSCSNFSFPNQIHIDLCETE
                     QEYILETDVPNVTEQNVVIKKMETGLNICILHKNISLQRNIPLPTTIIYKKMLACLEN
                     GFLAIHISKNEVANKHEEKVLFQIEN"
     gene            complement(3385113..3385388)
                     /locus_tag="BA_3682"
                     /old_locus_tag="BA3682"
                     /db_xref="Pathema:BA_3682"
     CDS             complement(3385113..3385388)
                     /locus_tag="BA_3682"
                     /old_locus_tag="BA3682"
                     /note="identified by similarity to EGAD:45901"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27431.1"
                     /db_xref="Pathema:BA_3682"
                     /translation="MFSMTDVFIDDIAVAHLKGTYFGAMGFSGIGALIGPWFGGVLLD
                     YYGYQNGFVVFSALAIFSTVAFPVLLVTKGLLKKRYDGNSNMEVHAK"
     gene            complement(3385446..3385853)
                     /locus_tag="BA_3683"
                     /old_locus_tag="BA3683"
                     /db_xref="Pathema:BA_3683"
     CDS             complement(3385446..3385853)
                     /locus_tag="BA_3683"
                     /old_locus_tag="BA3683"
                     /note="identified by similarity to OMNI:NTL02SS2626"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27432.1"
                     /db_xref="Pathema:BA_3683"
                     /translation="MLYENGVDKLLSLSKNISELYRELNEMTRILTDCNRESVKFDRL
                     YVKEVLWKKEDVIEKYDQLLVQLCINECFDLKSVITGEYKYTYEEVENIVLQFNEKYN
                     VAILIKDVCKELQFTYGIDMDITRTARVTTSQV"
     gene            3385958..3387193
                     /locus_tag="BA_3684"
                     /old_locus_tag="BA3684"
                     /db_xref="Pathema:BA_3684"
     CDS             3385958..3387193
                     /locus_tag="BA_3684"
                     /old_locus_tag="BA3684"
                     /note="identified by match to protein family HMM PF02272;
                     match to protein family HMM PF07973"
                     /codon_start=1
                     /transl_table=11
                     /product="alanyl-tRNA synthetase family protein"
                     /protein_id="AAP27433.1"
                     /db_xref="Pathema:BA_3684"
                     /translation="MKLANTKGERKLEQKLYYTDAYKQDFTTKVIKQDYDKDGNLYVI
                     LNETVFYPTGGGQPHDTGTLNGIAVLGVEEVDEEIRHFIAEQLHTEEVEGKINWERRF
                     DHMQQHAAQHILSAAFWDYFNIPTIGFHLGKETVTIDLETENLHAETVEKAVQIANKI
                     VFENHPILIKWMNLEEAKTLPLRKEPTMTENIRVVMIENFDYNGCGGTHPKRTGEVGP
                     IQVLGWERNKGGIRLTFIAGWRTLKLMGQQQQIMKDVSKQLNSSEADIPAKVAQLLTS
                     QKENKKAMQTMTEKLLYTEANELLQQPTKIHAGILISKVFTNRSMQEIAKLSAIITEQ
                     QEHAITYFVIENEDKLQCILACGKTVTLDMNALLKEALPTIEGKGGGNKKSARGGGKA
                     MMSGDEFLNQLISSLQSAV"
     gene            complement(3387238..3387681)
                     /locus_tag="BA_3685"
                     /old_locus_tag="BA3685"
                     /db_xref="Pathema:BA_3685"
     CDS             complement(3387238..3387681)
                     /locus_tag="BA_3685"
                     /old_locus_tag="BA3685"
                     /note="identified by similarity to EGAD:43766; similarity
                     to GP:15623365; match to protein family HMM PF00293"
                     /codon_start=1
                     /transl_table=11
                     /product="mutT/nudix family protein"
                     /protein_id="AAP27434.1"
                     /db_xref="Pathema:BA_3685"
                     /translation="MENVMQVRVTGILIEDEKVLLVKQKVANRNWSLPGGRVENGETL
                     EEAMIREMREETGLEVNIQKLLYVCDKPDARPSLLHITFLLERIEGEITLPSNEFDYN
                     PIYDVQMIPIKDLSQYGFSETFISLISEGFLNAGSYQGLKRNIGL"
     gene            3387786..3388367
                     /locus_tag="BA_3686"
                     /old_locus_tag="BA3686"
                     /db_xref="Pathema:BA_3686"
     CDS             3387786..3388367
                     /locus_tag="BA_3686"
                     /old_locus_tag="BA3686"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27435.1"
                     /db_xref="Pathema:BA_3686"
                     /translation="MRPSLTKSISLEDFQNYYWLKAELQTFCRKNGLPASGSKIEITE
                     RISHYLHTGKILKNSSGPKASKTSLSYKDLSLQTVITENHRCSEEVRAFFKEKIGANF
                     RFTVALQKFFKENIGKTYEDAVAFWHEENERKKDPTYKTTISAQFEYNRFTRDFFEDP
                     NNKGKSKADAIAAWNEIKAKPGSNAYVPQKVEN"
     gene            complement(3388375..3389466)
                     /locus_tag="BA_3687"
                     /old_locus_tag="BA3687"
                     /db_xref="Pathema:BA_3687"
     CDS             complement(3388375..3389466)
                     /locus_tag="BA_3687"
                     /old_locus_tag="BA3687"
                     /note="identified by similarity to SP:P76461; match to
                     protein family HMM PF00108; match to protein family HMM
                     PF02803; match to protein family HMM TIGR01930"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyl-CoA acetyltransferase"
                     /protein_id="AAP27436.1"
                     /db_xref="Pathema:BA_3687"
                     /translation="MNRAVIVEAKRTPIGKKNGMLKDYEVQQLAAPLLTFLSKGMERA
                     IDDVILGNVVGPGGNVARLSALEAGLGHHIPGVTIDRQCGAGLEAIRTACHFIQGGGG
                     KCYIAGGVESTSTSPFQNRARFSPETIGDPNMGVAAEYVAESYNITREMQDEYACLSY
                     KRTLQALAKGYIHEEILSFNGLLDESIKPEMNYERIIKRTKPAFLHNGTVTAGNSCGV
                     NDGACAVLVMEEGQARKLGYKPVLRFVRSAVVGVDPNLPGTGPIFAVNKLLNERNMKV
                     EDIDYFEINEAFASKVVACAKELQIPFGKLNVNGGAIALGHPYGASGAMLVTRLFYQA
                     KRERMKYGIATLGIGGGVGLALLFEKVED"
     gene            complement(3389459..3390922)
                     /locus_tag="BA_3688"
                     /old_locus_tag="BA3688"
                     /db_xref="Pathema:BA_3688"
     CDS             complement(3389459..3390922)
                     /locus_tag="BA_3688"
                     /old_locus_tag="BA3688"
                     /note="identified by similarity to EGAD:108862; match to
                     protein family HMM PF00501"
                     /codon_start=1
                     /transl_table=11
                     /product="AMP-binding protein"
                     /protein_id="AAP27437.1"
                     /db_xref="Pathema:BA_3688"
                     /translation="MGITKEYKKHASLQPNKIAIKENDRVLTYKEWFESVYKVAKWLN
                     EKESKNKTIAIVLENRIEFLQLFAGAAMAGWVCVPLDIKWKQDELKERIAISNPDMIV
                     TERYKLNDLPNEEGRVIEIDEWKRMIEKYLPTYFPIENVQNAPFYMGFTSGSTGKAKA
                     FLRAQQSWLHSFDCNVHDFHMKREDSILIAGTLVHSLFLYGAISALYVGQTVHIMRKF
                     IPNQVLDQLETENISVMYTVPTMLESPYKENRVIENKMKIISSGAKWEAGAKEKIKNI
                     FPYAKRYEFYGASELSFVTALVDEESERRPNSVGKPCHNVQVRVCNEAGKEVQKGEIG
                     TVYVKSDQFFMGYIIDGVLARELNADGWMTVRDVGYEDEEGFIYIIGREKNMILFGGI
                     NIFPEEIESVLHEHPAVDEIVVIGVEDSYWGEKPVAIVKGSATRQQLKRFCLQRLSSF
                     KIPKEWYFVDEIPYTNSGKIARMEAKSIIENQEKIYE"
     gene            complement(3390988..3391563)
                     /locus_tag="BA_3689"
                     /old_locus_tag="BA3689"
                     /db_xref="Pathema:BA_3689"
     CDS             complement(3390988..3391563)
                     /locus_tag="BA_3689"
                     /old_locus_tag="BA3689"
                     /note="identified by match to protein family HMM PF02632"
                     /codon_start=1
                     /transl_table=11
                     /product="bioY family protein"
                     /protein_id="AAP27438.1"
                     /db_xref="Pathema:BA_3689"
                     /translation="MNTKNLVFVALFSSIMGVLGLIPPIALSITPVPITLQSLGVMLA
                     GGLLGSRLGALSQLIFLLIVGVGAPLLAGGRGGFGVFVGPSAGYLLGYIVGAFVIGYL
                     IEHLREVSIIKVLCINIIGGIFVVYVFGITVQAFLMGVSVWETMKVSAVFLPGDCIKA
                     IIAAILVTKLHRSLKHIITPALKNGKYTNAG"
     gene            complement(3391687..3393300)
                     /gene="alkK"
                     /locus_tag="BA_3690"
                     /old_locus_tag="BA3690"
                     /db_xref="Pathema:BA_3690"
     CDS             complement(3391687..3393300)
                     /gene="alkK"
                     /locus_tag="BA_3690"
                     /old_locus_tag="BA3690"
                     /note="identified by similarity to SP:Q00594; match to
                     protein family HMM PF00501"
                     /codon_start=1
                     /transl_table=11
                     /product="medium-chain-fatty-acid--CoA ligase"
                     /protein_id="AAP27439.1"
                     /db_xref="Pathema:BA_3690"
                     /translation="MMMNVPLTISSMMERAEKLFSKKEIVSRTHDTVTTLTYKQLGER
                     TRRLSSALKKLGIKEGERIGTLAWNHHRHVEAYFAIPGIASVLHTINIRLSPQHISYI
                     IQHAEDRILLIDEDLVPLIENIQSQLSTVQAYIIMTDKDEIPNTTLEPIYHYEKLLEE
                     GDPNFQFVKDIDENTPAGMCYTSATTGNPKGVVYTHRSTVLHCMALGLADTAALSESD
                     AAMAIVPMFHVNAWGLPFAATWFGSKQVLPGPMFTPKILLEMIQAEKVTLAAGVPTIW
                     LGVLQELENNSYDLSSMTRILCGGAAAPKSVIKAFEQKHNVPFIHAYGMTETSPLVTL
                     ARLKSYETELSYEEQLEIRSKQGYLVPGVEMKVVGTNGEVKWDSTEMGELCLRAPWIA
                     ESYYNDDRTVEGFRDGWLYTGDVVTVDEEGCVKIVDRTKDVIKSGGEWISSVDLENAL
                     MAHDAIFEAAVVAVPHPQWQERPVACVVQKKNSTVTKEEIYEFLKPQFAKWWLPDDIV
                     FMEEIPKTSVGKFLKQALRKELEHLHKEK"
     gene            complement(3393681..3393782)
                     /locus_tag="BA_3691"
                     /old_locus_tag="BA3691"
                     /db_xref="Pathema:BA_3691"
     CDS             complement(3393681..3393782)
                     /locus_tag="BA_3691"
                     /old_locus_tag="BA3691"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27440.1"
                     /db_xref="Pathema:BA_3691"
                     /translation="MHNVQKCIEEIVNEYEKEKLALLGIFHIENSFK"
     gene            complement(3393897..3394100)
                     /locus_tag="BA_3692"
                     /old_locus_tag="BA3692"
                     /db_xref="Pathema:BA_3692"
     CDS             complement(3393897..3394100)
                     /locus_tag="BA_3692"
                     /old_locus_tag="BA3692"
                     /note="identified by similarity to GB:AAT61650.1"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27441.1"
                     /db_xref="Pathema:BA_3692"
                     /translation="MKQKNVQTCSNCGSHNIGEGEFVGYAQIRKKETMFTSSPVDAYI
                     CTNCGNVLLLKVRHYEKFKQKPL"
     gene            3394253..3395065
                     /locus_tag="BA_3693"
                     /old_locus_tag="BA3693"
                     /db_xref="Pathema:BA_3693"
     CDS             3394253..3395065
                     /locus_tag="BA_3693"
                     /old_locus_tag="BA3693"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27442.1"
                     /db_xref="Pathema:BA_3693"
                     /translation="MSNIVTLNTASEIENAEIHMFSSRLVLLQAISGNPMQVQMKKFG
                     SATAFSSKIIAGPAFNTVKGVTFTNTDEIDAIISYYQSLQIPCRFEITPAQGTAELFQ
                     YLSEKGFYQSSFHTALYSKPKEDPSLLPSNISVRKLKENEFDIFADIYVRGFNMPSFT
                     KDGVRQNNEILYNKPGWHFFIAEIQNTPASIGVLYINKGVASLAASATLSEFQRKGCH
                     TALIQKRIETAIESNCHLIVGQARFGSGSQNNMERAHMKIAYTKSIWTAKDM"
     gene            3395237..3395449
                     /locus_tag="BA_3694"
                     /old_locus_tag="BA3694"
                     /db_xref="Pathema:BA_3694"
     CDS             3395237..3395449
                     /locus_tag="BA_3694"
                     /old_locus_tag="BA3694"
                     /note="identified by match to protein family HMM PF05532"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27443.1"
                     /db_xref="Pathema:BA_3694"
                     /translation="MTKHDHGLKEKVEGAIDKVKGEVKEVVGKVTDNKKLQAEGKWDK
                     VKGTAKDTVGNVKEKVHEYKEHKENK"
     gene            complement(3395654..3397186)
                     /locus_tag="BA_3695"
                     /old_locus_tag="BA3695"
                     /db_xref="Pathema:BA_3695"
     CDS             complement(3395654..3397186)
                     /locus_tag="BA_3695"
                     /old_locus_tag="BA3695"
                     /note="identified by similarity to SP:P94217; match to
                     protein family HMM PF00395"
                     /codon_start=1
                     /transl_table=11
                     /product="putative S-layer protein"
                     /protein_id="AAP27444.1"
                     /db_xref="Pathema:BA_3695"
                     /translation="MEEKWCNYLLNEGRDWKTMNKTILKTCIISAVLGGVLLTEKNGE
                     VKAEEITPQTNHTGVFKDVPKGHWAYEAIQQLTDEKIVFGYDDGRFGFGDNVTREQVA
                     ALLYRYFNLAEEKNYENPYGDVSEESTSYIKEILSLTEMGVFKGDEHGNFRPKASLTR
                     AEMAQVLTNAFHLKAKSNHTFNDVSTNSWASNAISAVQTNNIAKGVGGGNFAPNMDVT
                     REQYAQFLYNAIQETEKTQETKGQLLASILGETNWQGTKVYDKDHNDVTKENQNFIGL
                     AKYDAKTARYEFFNASTGESRNDSGTFFITNDGKKRVLISETQNYQAVVELTQLDKEK
                     FTYKRMGKDAKRNDVEVFVEHIPYQEKELSFTRPDKNLESSTGKIVTDVDGDKILSST
                     LWNGTVVLDEQGNNVTKYNSNLISLAKYDKNTNKYEFFNVNTGESRGDYGFFDVVHDN
                     KIRAHVSLGNNKYGAVLELTELNKEKFTYTRMGKDANGKDIKIFVEHEPNTGDLKPNF
                     TK"
     gene            3397525..3397953
                     /locus_tag="BA_3696"
                     /old_locus_tag="BA3696"
                     /db_xref="Pathema:BA_3696"
     CDS             3397525..3397953
                     /locus_tag="BA_3696"
                     /old_locus_tag="BA3696"
                     /note="identified by similarity to SP:P33967"
                     /codon_start=1
                     /transl_table=11
                     /product="putative blasticidin S deaminase"
                     /protein_id="AAP27445.1"
                     /db_xref="Pathema:BA_3696"
                     /translation="MNIEQQLYDVVKQLIEQRYPNDWGGAAAIRVEDGTIYTSVAPDV
                     INASTELCMETGAILEAHKFQKKVTHSICLARENEHSELKVLSPCGVCQERLFYWGPE
                     VQCAITNAKQDIIFKPLKELQPYHWTEAYHDEMVKEWSTR"
     gene            complement(3398066..3398314)
                     /locus_tag="BA_3697"
                     /old_locus_tag="BA3697"
                     /db_xref="Pathema:BA_3697"
     CDS             complement(3398066..3398314)
                     /locus_tag="BA_3697"
                     /old_locus_tag="BA3697"
                     /note="identified by similarity to GP:15980232"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27446.1"
                     /db_xref="Pathema:BA_3697"
                     /translation="MMNIKIPNDKKEELVAQIQQFFVEEDLDEIGRFQAERLIEEMIK
                     LVGPFAYNQAIGDARKLVTEKLSNIEEDLYVLEKSEGK"
     gene            complement(3398335..3398787)
                     /locus_tag="BA_3698"
                     /old_locus_tag="BA3698"
                     /db_xref="Pathema:BA_3698"
     CDS             complement(3398335..3398787)
                     /locus_tag="BA_3698"
                     /old_locus_tag="BA3698"
                     /note="identified by similarity to EGAD:66310; match to
                     protein family HMM PF01510"
                     /codon_start=1
                     /transl_table=11
                     /product="putative N-acetylmuramoyl-L-alanine amidase"
                     /protein_id="AAP27447.1"
                     /db_xref="Pathema:BA_3698"
                     /translation="MEIKCVNLAFQDELVPLEKVNKLIIHHTSEDVRDVYQTHEFHQK
                     VRGWSGIGYNYFIEEDGTVVEGRGLHIGAHAKEYNRDTIGICMTGNFDKYDPTPPQMN
                     AVYSLCKMFMKQFSIEKGNVLGHRELEGVTKTCPGNRFSMVELRNLLS"
     gene            complement(3398803..3399606)
                     /locus_tag="BA_3699"
                     /old_locus_tag="BA3699"
                     /db_xref="Pathema:BA_3699"
     CDS             complement(3398803..3399606)
                     /locus_tag="BA_3699"
                     /old_locus_tag="BA3699"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27448.1"
                     /db_xref="Pathema:BA_3699"
                     /translation="MKVKTYQQKSPLKQECEDSYFCNEENKIYGVCDGATPLVPFRDE
                     KGHNGAYIASHLFASYFASLRENHSLQVAVAKANEALQSKMLAYKVDTRKKEHLWCTC
                     IAAVQINGEKIEYAQLGDCMIVAILQNGTMQVLTKDTVEGISKRAKKKREEDRKKGLS
                     VPEEYVFQDVREQLKYNRYLATMQGGYSVANGMKEAIHYLQHGELHIDEVSGIFICSD
                     GLFHPDWPLEQTVAYIRKNSISEYVAIIEELEGEKRIRPDDKTIIMIDF"
     gene            3399751..3400560
                     /locus_tag="BA_3700"
                     /old_locus_tag="BA3700"
                     /db_xref="Pathema:BA_3700"
     CDS             3399751..3400560
                     /locus_tag="BA_3700"
                     /old_locus_tag="BA3700"
                     /note="identified by match to protein family HMM PF02588"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP27449.1"
                     /db_xref="Pathema:BA_3700"
                     /translation="MVRFLGVIIGSIIIAIAFNLFLIPHKILSSGIGGIAIILGIVTP
                     VNTGIINFVLNLPILILGYIGLGKKVIFNTIVSVIVLSVALYYVPVKVVATDPLLSSI
                     FGGVIAGAGIGLVFNCNGSTGGFDIIGMLLSRKRDIKLGGFLIILNAVVVIIAGFFFT
                     WDVALTSLLSIYVTGKVIDAIHTKHRKVTLMIVTNEAEKMKKQLLSTVVRGITLLDGE
                     GAYSSEKKRVLMTVVSREELASMKLTISEIDPHAFVNITETVEVLGLFRKG"
     gene            complement(3400581..3400952)
                     /locus_tag="BA_3701"
                     /old_locus_tag="BA3701"
                     /db_xref="Pathema:BA_3701"
     CDS             complement(3400581..3400952)
                     /locus_tag="BA_3701"
                     /old_locus_tag="BA3701"
                     /note="identified by match to protein family HMM PF00903"
                     /codon_start=1
                     /transl_table=11
                     /product="glyoxalase family protein"
                     /protein_id="AAP27450.1"
                     /db_xref="Pathema:BA_3701"
                     /translation="MRNYIQGIDHVQVAAPVGCEEEARAFYGETIGMEEIPKPEELKK
                     RGGCWFKCGNQEIHIGVEQNFNPAKRAHPAFYVLKIDEFKQELIKQGIEVIDDHARPD
                     VIRFYVSDPFGNRIEFMENKN"
     gene            3401189..3402721
                     /gene="kinA"
                     /locus_tag="BA_3702"
                     /old_locus_tag="BA3702"
                     /db_xref="Pathema:BA_3702"
     CDS             3401189..3402721
                     /gene="kinA"
                     /locus_tag="BA_3702"
                     /old_locus_tag="BA3702"
                     /EC_number="2.7.13.3"
                     /note="identified by match to protein family HMM PF00512;
                     match to protein family HMM PF00989; match to protein
                     family HMM PF02518; match to protein family HMM PF08448;
                     match to protein family HMM TIGR00229"
                     /codon_start=1
                     /transl_table=11
                     /product="sporulation kinase A"
                     /protein_id="AAP27451.1"
                     /db_xref="Pathema:BA_3702"
                     /translation="MSRKKYSSTQKKRHPNISRRLRNHIQDRSLTEMYASLFEHNPDS
                     IISLNLEGVILHINPSAEKILGYTSLELEQKNITSILEAHISEQVLQNIKNTETDNQQ
                     EYILSICHKNGFLLDVVTKLVPIFVQNRLTGVYAIMKPLEKSERIENMLKESEKRLRT
                     LVNSMPAFVIFKDHEGRWLEANDYALSCFNFHHVPYRGKKDSELIQYNEAYREAFLHC
                     EEVDELAWQQRQILHGEEFIIHRDDSDLILSMSKVPLYHPDGSRKGLIVMGRDVTELK
                     ETEKLLRKSEKLAVVGQLTAGIAHEIRNPLTSLKGFLTLLLPEINEEHKWYIDVMLSE
                     ISQMESITSQFMAMSKPQVLSIKTCNIQTLIEEVVTFILPTAIMHSVHIIMDHFDYAH
                     DIQCDGNQLKQVFINILKNAIEAMPNGGNIFIQTKPLEDTFILIRIIDEGCGIPEDRI
                     SRLGEPFYSLKEKGTGLGLMMCYKIIEEHHGKLHISSELNKGTIVDIQLPLSSSHLTI
                     QS"
     gene            complement(3402775..3403386)
                     /locus_tag="BA_3703"
                     /old_locus_tag="BA3703"
                     /db_xref="Pathema:BA_3703"
     CDS             complement(3402775..3403386)
                     /locus_tag="BA_3703"
                     /old_locus_tag="BA3703"
                     /note="identified by match to protein family HMM PF02230"
                     /codon_start=1
                     /transl_table=11
                     /product="phospholipase/carboxylesterase family protein"
                     /protein_id="AAP27452.1"
                     /db_xref="Pathema:BA_3703"
                     /translation="MMKHVFQKGKDTSKPVLLLLHGTGGNELDLLPLAEIMDPEASVL
                     SVRGNVLENGMPRFFRRLAEGIFDEEDLIFRTKELNEFLDGAAKTYEFDRNNIVAIGY
                     SNGANIAASLLFHYDNALKGAVLHHPMVPRRGTQLPNLAGKSVFIAAGTNDPICSSAE
                     SEELKVLLENANANVTMHWENRGHQLTMGEVEKAKEWYENTVL"
     gene            complement(3403411..3404349)
                     /locus_tag="BA_3704"
                     /old_locus_tag="BA3704"
                     /db_xref="Pathema:BA_3704"
     CDS             complement(3403411..3404349)
                     /locus_tag="BA_3704"
                     /old_locus_tag="BA3704"
                     /note="identified by match to protein family HMM PF00903"
                     /codon_start=1
                     /transl_table=11
                     /product="glyoxylase family protein"
                     /protein_id="AAP27453.1"
                     /db_xref="Pathema:BA_3704"
                     /translation="MEKKTMGIHHITAIVGHPQENVDFYAGVLGLRLVKQTVNFDDPG
                     TYHLYFGNEGGKPGTIITFFPWAGARQGIIGDGQVGITSYVVPKGAMKFWENRLEKFD
                     ISYTKMTRFGEQYLEFDDPHGLHIELVEREEGELNNWSFGEVTPEVAIKGFGGAVLLS
                     AHPQKTAELLEHVMGLEKIGEEGEFVRFRSSADIGNIIDLKLSTIGRGQMGVGTVHHI
                     AWRASDDADQLDWKEHVSRFGYHVTPVQDRNYFNAIYFREHGEILFEIATDPPGFAHD
                     ESLETMGEELKLPEQYEQHRKQMEQTLLPFEVRNLD"
     gene            complement(3404691..3406169)
                     /locus_tag="BA_3705"
                     /old_locus_tag="BA3705"
                     /db_xref="Pathema:BA_3705"
     CDS             complement(3404691..3406169)
                     /locus_tag="BA_3705"
                     /old_locus_tag="BA3705"
                     /note="identified by similarity to SP:O06493; match to
                     protein family HMM PF00474; match to protein family HMM
                     TIGR00813; match to protein family HMM TIGR02121"
                     /codon_start=1
                     /transl_table=11
                     /product="sodium/proline symporter family protein"
                     /protein_id="AAP27454.1"
                     /db_xref="Pathema:BA_3705"
                     /translation="MKIEIMVSLAIYMAGMLYIGYWSYKKTSDLSDYMLGGRGLGPAV
                     TALSAGASDMSGWMLMGLPGAMYATGLSSVWIAIGLLIGAYANYLILAPRLRTYTEVA
                     NDSITIPDFLENRFKDRTKILRFVSAIVILVFFTFYASAGLVSGGRLFENSFNLDYKI
                     GLFVTVGVVVAYTLFGGFLAVSWTDFVQGCIMFIALVLVPIVAFTDVGGVTETFNTIK
                     QVDASHLDMFKGTTILGIISFLAWGLGYFGQPHIIVRFMAITSIKDLKTSRRIGIGWM
                     TISIIGAMLTGLVGIAYYAKNNATLQDPEMVFVTFSNILFHPYITGFLLSAILASIMS
                     SISSQLLVISSAVTEDFYKTFFRRKASDKELVFIGRLSVLVVAMIAVVLAYHPSDTIL
                     TLVGYAWAGFGSAFGPAILLSLYWKRTNKWGVLAGMIVGALVVITWVQIPSLKASMYE
                     MVPGFFCSLLAVIIVSLVTKEPVKAIHREFNEMEAVLEEETK"
     gene            complement(3406457..3408025)
                     /locus_tag="BA_3706"
                     /old_locus_tag="BA3706"
                     /db_xref="Pathema:BA_3706"
     CDS             complement(3406457..3408025)
                     /locus_tag="BA_3706"
                     /old_locus_tag="BA3706"
                     /note="identified by similarity to GP:2577963; match to
                     protein family HMM PF01645"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27455.1"
                     /db_xref="Pathema:BA_3706"
                     /translation="MSETLLVIISILLLLLLLLIVFFIITFFIKKRTHHSILKLHPYL
                     GRMRYLLEKIGPEFRQYWFDHDTDGKPFSRYDFQSVMFLAKYRSEILGFGSKRDFEAS
                     GYYIANTLFPVLTEELSVNVTPEREGKKYVIHKEGLFSRREKLTADTTNLWLYEEDDA
                     IIIGENRKYPWKLYGMFGASATSYGSIGENYILASGFGAKMAGGSWINTGEGGVIPEH
                     LHTGANIVAQIGPGLFGYRDEDGNFSMEKFMGKAKESNIKAFELKFGQGAKIRGGHLE
                     GQKVNEKIAFVRNVREGETINSPNRFSFLNNAAETLYFIQQLQENGGKPVGMKIVIGQ
                     QEPLENLFKTMKELNIYPDFITIDGSEGGSGATYKSMADSMGMPLIPALLTFIDTANH
                     YDIRDKFKVFAAGKLITPDKVAIALAIGADAVNSARGFMMASGCIMALQCNSGQCPSG
                     VATTNPHYQKALDPYEKKWRVMNYIVSMRYSLFSLAAAAGVKSPRHLKRDHIVFKDEM
                     GRVVPLSELFPTSK"
     gene            complement(3408093..3409220)
                     /locus_tag="BA_3707"
                     /old_locus_tag="BA3707"
                     /db_xref="Pathema:BA_3707"
     CDS             complement(3408093..3409220)
                     /locus_tag="BA_3707"
                     /old_locus_tag="BA3707"
                     /note="identified by match to protein family HMM PF00724"
                     /codon_start=1
                     /transl_table=11
                     /product="NADH-dependent flavin oxidoreductase, Oye
                     family"
                     /protein_id="AAP27456.1"
                     /db_xref="Pathema:BA_3707"
                     /translation="MTSSNKKSASIYEGTNVNAWGSFENVAETKLFNSIQIGSWPLRN
                     RIAMAPMTRCFADNETGAVGADVVEYYRKRAADGVGLIITEGIVISPRAKGNPGVPGI
                     YTQEQIDSWKPVTEAVHKEGGTIIAQIWHVGRMSHHEIIGGQMPQAPSAIAAEGNVPR
                     FRKPFDTPEAMTLEEIQEVIGQYAQAAKNAIEAGFDGVEIHGAHGYLIDQFTYEFVNK
                     RTDKYGGDLKQRLTFMKEVTEAVIEAIGADKTLLRFSAFKGDNPTYMWENPELAIETF
                     VNMFKEVGLTMIHPSTMSYTQVIADGKNFHQLVRKYWDGAIVGVGNLNPKEAEEALQE
                     GTIDVAAFGRPLIANPDFVHRIKSAESLVEYDAKEHLATLI"
     gene            complement(3409802..3410278)
                     /locus_tag="BA_3708"
                     /old_locus_tag="BA3708"
                     /db_xref="Pathema:BA_3708"
     CDS             complement(3409802..3410278)
                     /locus_tag="BA_3708"
                     /old_locus_tag="BA3708"
                     /note="identified by similarity to OMNI:NTL01BS00513;
                     match to protein family HMM PF02559"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, CarD family"
                     /protein_id="AAP27457.1"
                     /db_xref="Pathema:BA_3708"
                     /translation="MEVDYLFQIGDNIVYPMQGAGIIKAIEEKEIAGEKQQYYVIKMS
                     ASNMEIMIPEGKILNSNIRPVTDIKALIHIIDIFQHGESDRLLTWKQRYKVNTDKIKT
                     GKMQEGAEVVRDLMRIQKEKALNASEKKMLDNAHEFLISELGLIEGITENQIKSFC"
     gene            complement(3410525..3411496)
                     /gene="hutG"
                     /locus_tag="BA_3709"
                     /old_locus_tag="BA3709"
                     /db_xref="Pathema:BA_3709"
     CDS             complement(3410525..3411496)
                     /gene="hutG"
                     /locus_tag="BA_3709"
                     /old_locus_tag="BA3709"
                     /EC_number="3.5.3.8"
                     /note="identified by similarity to EGAD:30674; match to
                     protein family HMM PF00491; match to protein family HMM
                     TIGR01227"
                     /codon_start=1
                     /transl_table=11
                     /product="formimidoylglutamase"
                     /protein_id="AAP27458.1"
                     /db_xref="Pathema:BA_3709"
                     /translation="MEHGHYLKKNAKFIDREVTKWSEMIKDWEEGVEIFGAALIGAPL
                     SKPSISHSGASFAPKTIRSMLDAYSTYAITEEHDMKESVLYDCGDITMHVTDIKESHN
                     RIAKTVGHVTKVNPNMIPIVLGGDHSISFPSITGFANSKGKVGIIQFDAHHDLRNLDD
                     GGPSNGTPFRSLLENGVITGKQLVQIGIRNFSNARAYHEYAKEHGVTVYTMKDVRERE
                     IKDIMTESIEVLRRQGVTSIYISLDMDVLDQAFAPGCPAIGPGGMDSTTLLDAIEFLG
                     KEPLVQGMDIVEIDPTLDFRDMTSRVAAQVIMSFLLARETVSKQVSI"
     gene            complement(3411475..3412746)
                     /gene="hutI"
                     /locus_tag="BA_3710"
                     /old_locus_tag="BA3710"
                     /db_xref="Pathema:BA_3710"
     CDS             complement(3411475..3412746)
                     /gene="hutI"
                     /locus_tag="BA_3710"
                     /old_locus_tag="BA3710"
                     /EC_number="3.5.2.7"
                     /note="identified by similarity to EGAD:30676; match to
                     protein family HMM PF01979; match to protein family HMM
                     PF07969; match to protein family HMM TIGR01224"
                     /codon_start=1
                     /transl_table=11
                     /product="imidazolonepropionase"
                     /protein_id="AAP27459.1"
                     /db_xref="Pathema:BA_3710"
                     /translation="MLDTLLINIGQLLTMDQEDGLLRREAMNTLPVIENGAVGIENGV
                     ITFVGTAEEAKGLQAKEVIDCGGKMVSPGLVDPHTHLVFGGSRENEIALKLQGVPYLE
                     ILEQGGGILSTVNATKQASKEELVQKAKFHLDRMLSFGVTTVEAKSGYGLDDETEWKQ
                     LEATAQLQKEHPIDLVSTFLGAHAVPKEYKGRSKEFLQWMLDLLPEMKEKQLAEFVDI
                     FCETGVFSVEESKEFLLKAKELGFDVKIHADEIDPLGGAEAAAEIGAASADHLVGASD
                     KGIEMLANSNTVATLLPGTTFYLNKESFARGRKMIDEGVAVALATDFNPGSCPTENIQ
                     LIMSIAMLKLKMTPEEVWNAVTVNSSYAINRGDVAGKIRVGRKADLVLWDAYNYAYVP
                     YHYGVSHVNTVWKNGNIAYTRGEQSWSTATI"
     gene            complement(3412759..3414417)
                     /gene="hutU"
                     /locus_tag="BA_3711"
                     /old_locus_tag="BA3711"
                     /db_xref="Pathema:BA_3711"
     CDS             complement(3412759..3414417)
                     /gene="hutU"
                     /locus_tag="BA_3711"
                     /old_locus_tag="BA3711"
                     /EC_number="4.2.1.49"
                     /note="identified by similarity to OMNI:NTL01BS03929;
                     match to protein family HMM PF01175; match to protein
                     family HMM TIGR01228"
                     /codon_start=1
                     /transl_table=11
                     /product="urocanate hydratase"
                     /protein_id="AAP27460.1"
                     /db_xref="Pathema:BA_3711"
                     /translation="MEKVKQTIRAPRGTELQTKGWVQEAALRMLMNNLDPEVAEKPEE
                     LVVYGGIGRAARNWESYQAIVDSLKTLESDETLLVQSGKPVAIFKSHEDAPRVLLANS
                     NLVPKWANWDHFRELEKKGLMMYGQMTAGSWIYIGTQGILQGTYETFGEAARQHFGGS
                     LKGTLTLTAGLGGMGGAQPLAVTMNGGVVIAIDVDKRSIDRRIEKRYCDMYTESLEEA
                     LAVANEYKEKKEPISIGLLGNAAEILPELVKRNITPDLVTDQTSAHDPLNGYIPVGYT
                     LEEAAKLREEDPERYVQLSKESMTKHVEAMLAMQEKGAITFDYGNNIRQVAFDEGLKN
                     AFDFPGFVPAFIRPLFCEGKGPFRWVALSGDPEDIYKTDEVILREFADNEHLCNWIRM
                     ARQQVEFQGLPSRICWLGYGERAKFGRIINEMVANGELSAPIVIGRDHLDCGSVASPN
                     RETEAMKDGSDSVADWPILNALINSVNGASWVSVHHGGGVGMGYSLHAGMVIVADGTE
                     AAAKRIERVLTSDPGMGVVRHVDAGYDLAVETAKEKGVNIPMMK"
     gene            complement(3414441..3415958)
                     /gene="hutH"
                     /locus_tag="BA_3712"
                     /old_locus_tag="BA3712"
                     /db_xref="Pathema:BA_3712"
     CDS             complement(3414441..3415958)
                     /gene="hutH"
                     /locus_tag="BA_3712"
                     /old_locus_tag="BA3712"
                     /EC_number="4.3.1.3"
                     /note="identified by similarity to EGAD:23074; match to
                     protein family HMM PF00221; match to protein family HMM
                     TIGR01225"
                     /codon_start=1
                     /transl_table=11
                     /product="histidine ammonia-lyase"
                     /protein_id="AAP27461.1"
                     /db_xref="Pathema:BA_3712"
                     /translation="MITLTGHTLTIEEMKRLLLEGEGVTACPTSMQKVAECREVVEKI
                     VENGKVVYGITTGFGKFSDVLIQKDDVKALQHNLIQSHACGIGDPFPEEVSRGMLILR
                     ANTMLKGVSGVRPLVVNMLLEFVNRKIHPVVPQQGSLGASGDLAPLSHLALILLGEGE
                     VFYKGKRVHAMVALTEEGLEPIELEAKEGLALINGTQAMTAQGVLSYIEAEATAYQAE
                     LIASMTIEGLQGIIDAFDENVHKARGYKEQVEVASRIRDILHDSKLTTKQGELRVQDA
                     YSLRCIPQVHGASWQVLNYVKEKLEIEMNAATDNPLIFDGGEKVISGGNFHGQPIAFA
                     MDFLKVGMAELANISERRIERLVNPQLNDLPPFLSPEPGLQSGAMIMQYAAASLVSEN
                     KTLAHPASVDSIPSSANQEDHVSMGTIASRHAHQIIQNVRRVLSIEMICAMQAAEYRG
                     IENMSTVTKSFYHQGRQQVPSITNDRIFSTDIENITHWLKTNYSIKERLDVNAAL"
     gene            complement(3416063..3416503)
                     /gene="hutP"
                     /locus_tag="BA_3713"
                     /old_locus_tag="BA3713"
                     /db_xref="Pathema:BA_3713"
     CDS             complement(3416063..3416503)
                     /gene="hutP"
                     /locus_tag="BA_3713"
                     /old_locus_tag="BA3713"
                     /note="identified by similarity to SP:P10943; match to
                     protein family HMM PF09021"
                     /codon_start=1
                     /transl_table=11
                     /product="hut operon transcriptional activator"
                     /protein_id="AAP27462.1"
                     /db_xref="Pathema:BA_3713"
                     /translation="MLLQGTHRIGRMAMLLALADENESPVLSIPKGWKYCTGKVGSMN
                     SQKVVAAMETAAKSNQVIETDVYRETHALYHAIMEALYGVTRGQIQLADVLRTVGLRF
                     AIVRGTPYDGKKEGEWVAVALYGTIGAPVKGSEHEAIGLGINHI"
     gene            3416697..3417644
                     /locus_tag="BA_3714"
                     /old_locus_tag="BA3714"
                     /db_xref="Pathema:BA_3714"
     CDS             3416697..3417644
                     /locus_tag="BA_3714"
                     /old_locus_tag="BA3714"
                     /note="identified by similarity to GP:2982680; match to
                     protein family HMM PF08241; match to protein family HMM
                     PF08242"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27463.1"
                     /db_xref="Pathema:BA_3714"
                     /translation="MKKRKDIHFRIEEKLLERFESALHYEGLKKTDVLTHAIQQFCMK
                     VEYEKMNDVKRQYSVSNNLQTRIDTHKHYEEKQVNLDEIVIEHLQLQGRERILEVGCA
                     NGKFLSLLQANGHKGQLTGFDQSEAMLSEATKTNNLIEWRLGDAGKLPFEANYYDLIV
                     ARHMLYHMKDVEKTIQGFHKVIHPGGSLLATTNSNVTLPRIVEMCNRMLDTFDLPKTT
                     SSVTPFCLENGKEILQSVFPTVEVSVIHNALIFHHATPIVNYISSMFPSLNIPDNTLL
                     HAEMKDWLKEEVENELLLHNGIWRDPKTLAIYRCQKEKS"
     gene            complement(3417658..3418230)
                     /locus_tag="BA_3715"
                     /old_locus_tag="BA3715"
                     /db_xref="Pathema:BA_3715"
     CDS             complement(3417658..3418230)
                     /locus_tag="BA_3715"
                     /old_locus_tag="BA3715"
                     /note="identified by match to protein family HMM PF01965"
                     /codon_start=1
                     /transl_table=11
                     /product="thiJ/pfpI family protein"
                     /protein_id="AAP27464.1"
                     /db_xref="Pathema:BA_3715"
                     /translation="MKKILLFVYPTFAEFEITVATALLRNKYEIITAGLTKEMIISET
                     GLQVQPHIELGEVRVEEYEGIIIPGGDAIHMEDAEVLFSVIRQFHEQEKLVAAICAGP
                     YALAKAGLFKENSYTVTMDYRKLDCFPVENFVYEEVVQHSNIITAQGHAFVLFGIAIA
                     SYFGVTNEHNINFYSGKGNVMMEKFLPENV"
     gene            complement(3418227..3418727)
                     /locus_tag="BA_3716"
                     /old_locus_tag="BA3716"
                     /db_xref="Pathema:BA_3716"
     CDS             complement(3418227..3418727)
                     /locus_tag="BA_3716"
                     /old_locus_tag="BA3716"
                     /note="identified by similarity to OMNI:SAG1967"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27465.1"
                     /db_xref="Pathema:BA_3716"
                     /translation="MASGKTTLAKKLELHGLSVIYENPYPIVEKRKQLNLDMNSKEGF
                     IANQKMFIEAKIKEFQNAKGSVVIFDRGPEDIEFYTIFYPTTIGKEWDIETELKDELY
                     KLRECRSDAIFYLDVSESNLYDRKNNDRTRNRSTFEEQFYVDTNRLSADTLGVYFMKW
                     LKGRGL"
     gene            complement(3418699..3418914)
                     /locus_tag="BA_3717"
                     /old_locus_tag="BA3717"
                     /db_xref="Pathema:BA_3717"
     CDS             complement(3418699..3418914)
                     /locus_tag="BA_3717"
                     /old_locus_tag="BA3717"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27466.1"
                     /db_xref="Pathema:BA_3717"
                     /translation="MDFQAYIIDASVIISIFYYKLDKNKKQDDIYFVDSFQDSVYYSF
                     TKAQGNERNGICNFTPRTDGKWKNHFS"
     gene            3419012..3419308
                     /locus_tag="BA_3718"
                     /old_locus_tag="BA3718"
                     /db_xref="Pathema:BA_3718"
     CDS             3419012..3419308
                     /locus_tag="BA_3718"
                     /old_locus_tag="BA3718"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27467.1"
                     /db_xref="Pathema:BA_3718"
                     /translation="MVYDTKAISWNESLKQLQRRYTNKQVDRKEFEDIELMEFFRDND
                     YISLPTHISGLSTARFTSYSIFTTEDKDRKVGTLIIEYVEDDNNNLCVEQLYFV"
     gene            3419412..3419852
                     /locus_tag="BA_3719"
                     /old_locus_tag="BA3719"
                     /db_xref="Pathema:BA_3719"
     CDS             3419412..3419852
                     /locus_tag="BA_3719"
                     /old_locus_tag="BA3719"
                     /note="identified by similarity to OMNI:NTL01BH2335"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27468.1"
                     /db_xref="Pathema:BA_3719"
                     /translation="MLEGWFSWFIVLWTVILLGLMSIGGYFMFRKFLKRLPKEDGMSI
                     LDWEEHYINKTRHLWDDEQKQLLEELVSPVPELFRDVAKSKIAGKIGELALQEKASQI
                     TQDLIIKGYIIATPKRDHKFLVKKLQEKKIDYSHYQSLLTKSTS"
     gene            complement(3419882..3420961)
                     /locus_tag="BA_3720"
                     /old_locus_tag="BA3720"
                     /db_xref="Pathema:BA_3720"
     CDS             complement(3419882..3420961)
                     /locus_tag="BA_3720"
                     /old_locus_tag="BA3720"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27469.1"
                     /db_xref="Pathema:BA_3720"
                     /translation="MELLAFVQTYTKTDSLFMVHTGNTVGMRGITTATAYQYNALITR
                     DTNLSFAGVPSSVDPLTFAGTTNDWTLNGSWARLNPSVTDVPATATVDFAMLVWQGTL
                     SATVTETVVNNNIPTLQTPDGVTHTITSVPAWGETRSSGTFQGTIYTRAANVTNILQG
                     LSNRATGDYFVERVPTANPPTQGTGVGWALVVVYRDNSYPIRNVSLYTGLLISTLGET
                     ATISNFITPAVAPVNARVFTMAINGDTDATGDRFNLNGTGLSGPNNLINNFFASQVNN
                     YLGNLNTVGSFGDRNMPIGTSATNRRAEFDVTNVPANGVLTAGSTSTTVNIPNTFDYI
                     YAGAVGLQIDLAEARLTATKSVTVS"
     gene            3421229..3421456
                     /locus_tag="BA_3721"
                     /old_locus_tag="BA3721"
                     /db_xref="Pathema:BA_3721"
     CDS             3421229..3421456
                     /locus_tag="BA_3721"
                     /old_locus_tag="BA3721"
                     /note="identified by similarity to EGAD:175316; match to
                     protein family HMM TIGR01451"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved repeat domain protein"
                     /protein_id="AAP27470.1"
                     /db_xref="Pathema:BA_3721"
                     /translation="MAIATIGSRLTYTIVVQNTGTLPAQNVTFTDPLPAGTTFVPNSV
                     TVDGVATAGILLLVFPLAIFLLAALLQLPFK"
     gene            complement(3421518..3421835)
                     /locus_tag="BA_3722"
                     /old_locus_tag="BA3722"
                     /db_xref="Pathema:BA_3722"
     CDS             complement(3421518..3421835)
                     /locus_tag="BA_3722"
                     /old_locus_tag="BA3722"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27471.1"
                     /db_xref="Pathema:BA_3722"
                     /translation="MVAFPLAAIVPMFIPVAGLFVVGVPLTVTLPGTKVVPAGGISVM
                     ITLFAANGAWFVAVMVYVIVSPMVAIVLSTVFTNATLAVKISVLTILLVVVRLIVGAL
                     GAG"
     gene            complement(3422043..3422171)
                     /locus_tag="BA_3723"
                     /old_locus_tag="BA3723"
                     /db_xref="Pathema:BA_3723"
     CDS             complement(3422043..3422171)
                     /locus_tag="BA_3723"
                     /old_locus_tag="BA3723"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27472.1"
                     /db_xref="Pathema:BA_3723"
                     /translation="MPVCIVPLTVTLLGIKVVPVGIGSVIETFVAEVLPLFGIVIV"
     gene            complement(3422292..3422522)
                     /locus_tag="BA_3724"
                     /old_locus_tag="BA3724"
                     /db_xref="Pathema:BA_3724"
     CDS             complement(3422292..3422522)
                     /locus_tag="BA_3724"
                     /old_locus_tag="BA3724"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27473.1"
                     /db_xref="Pathema:BA_3724"
                     /translation="MKVVPAGIGSVTMTFVAEIFPVFGNVIVYVIISPMSATCGLTVF
                     VGFTIAVRTEVLVGGGVVVVVVGGSVGFGCDV"
     gene            3422449..3428790
                     /locus_tag="BA_3725"
                     /old_locus_tag="BA3725"
                     /db_xref="Pathema:BA_3725"
     CDS             3422449..3428790
                     /locus_tag="BA_3725"
                     /old_locus_tag="BA3725"
                     /note="identified by match to protein family HMM PF01345;
                     match to protein family HMM TIGR01451"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved repeat domain protein"
                     /protein_id="AAP27474.2"
                     /db_xref="Pathema:BA_3725"
                     /translation="MPNTGNISATNVIVTDPIPAGTTFIPNSVTINGVSQPNINPAGG
                     IQVGTINAGSTTTVTFQVQVTSLPQNGVIRNIGNTTFTYQPDPTKPTITTTNPTPPTT
                     VPINTAIINPIKTADKTAVDIGDIITYTITFNNDGTVPATNVIFTDSIPAGTTFIPNS
                     VVLNNNPVPNSNPALGITVGTLNPGETKTLSFQVRVTQIPAGGTITNEASTTYTYQPD
                     PTLPPVTTTEPTPPTSVTVNTATVNPTKSADRAFADIGDIITYTISLQNNGTVPATNI
                     ILTDPIPNGTTFIPNSVTINGISQPNTNPSTGITVGTLDPTEAATISFQVQVISVPPH
                     GLVENQGTVSFTHIVNPNEPPVTKTSPTPKTETAVNTIISTPTKTADKQLADIGDTIT
                     YTITFRNGGTVPATNVTLIDSTPSGTTFIPDSVTINGVTSPGSNPALGIQLGTVAVGE
                     TKTITYQVLVTNFPPNGIIENQASFTYQYQPNPNEPPVTSTTPTPNVNVSINNPNPTT
                     TKSADLQIADIGDIVTFTVTFQNKGTVPATNVTVQDSLPQGVSFVPGSVVINGISQLG
                     ENPEIGIPIGTVNPGQSITVTFQGIVNSIPPGGVIRNKANITFTYEPSPNEPPVTTTI
                     TTPETETTVNTATLEPQKTVNRSFVTLNDIITYTLSFQNVGTVSATNVTITDSIPAGT
                     TFIPDSVTINGVPQAGINPASGIPIGTLTPTERVTITFQVQVINIPPSGTINNQGSAT
                     FNYQTDPTLPPVTKTETTPETNTPIQTAVISPTKTANLTFAEIGNTVTYTITFTNQGT
                     IPATNVTITDALPPGTSFVTNSVTVNNVTQPGASPVTGILVGTVNPGETVTVTFQIQI
                     NAIPPSGKIENTASVTYTSQPNPNEPPITTTETTPTVTIPVRTANLNPQKTVDREFAS
                     IGDTLTYTITLQNTGNIPATNVIITDSIPTGTTFILGSVTVNGIPQPNLNLETGIPVG
                     TLNPRQIVTVTFEVQVTALPPNGIISNEANVTYTSQPDPTLPPITTTTPTPIAETIVQ
                     NAELESAKIVDLPVANIGDALTYTITLENIGNIPMTNVSVIDPPPLGTQFIVDSVTVN
                     GISQPGIDPSIGIPIGTIQPNQIVTITFQVTITNIPPNGVVTNVGSVNFTSQPNPNEP
                     PVTETETTPPVNTEIINSIINPSKTADRNNVDIDDIITYTVTFQNLQTVELTNIIFTD
                     PIPVGTTFIPNSVTINGIPTSDVDPALGIPLGTLNPSQSVVVTFQVRVVSIPPNGIIV
                     NEATITYTFQPNPGEPPVTVTTPTPPTTTNVNTATTNPTKSADKVFALLGDTITYTIS
                     LQNTGTVPATNVLVTDPIPAGTTFIPNSVTINDVTQPGIVPSSGILIGTLEPNTSAVV
                     TFQVQVTSIPPTGFIENQGTVSFQYQPDPTRPPVSVTTPTPTTKTQVSEVTINPNKQG
                     NPQTINLGDTVTYTITFQNVGNINATDVIITDPTPAGTTFIPNSVTINGVSSPGANPN
                     SGVNVGTVTPGQIVTLTYQVTVTALPPDGIIKNTATVTYTFQPNPGEPPITITDPTPT
                     VEVSVITPTPNPNKLADKQIVDINEIITYTVTFQNRGSVPATSVIVTDPLANGLTFVP
                     GTVILNGIPDLGANPVEGIPVGTVNPNDTITVQFQARVTSVPPGGIIRNQATVTFTYE
                     PIPGEPPVTITDPTPINTTDVNTAILNPQKTATPETVTLGDIITYTISLQNTGTIPAN
                     NILVSDPIPTGTSFIQNSVTINNVSQPTANPETGIQIPTLSPSESATISFHVLVTSIP
                     PSGEIQNQGNVSFQYQPDATKPPVSVTTPTPTTITPVNVGTINPIKTADKSIVSVGDT
                     ITFTITFQNEGTIPVTDISVTDSLPAGTSFIPNSVTINNIPVPNANPSTGILVGTLNP
                     LDSVTISFQVQVITLPPNRMIINIAFITSTSQPDPTRPPVTTTITTPPITVEVNPNEP
                     NTFIKTANVNSAHLGDFITYTLTFTNNGAIPANNVLITDPLPPEVTFYPNSVTVNGVA
                     RPGTNPTIGILIDTVNPGESVVIRFIVQVTAEPRGGLIRNTARIRYTLRPDPTQPPIS
                     VDETSEPNIIPFIGPFVSPNLTCFFDGTRFIRRGWDRRC"
     gene            complement(3428853..3429359)
                     /locus_tag="BA_3726"
                     /old_locus_tag="BA3726"
                     /db_xref="Pathema:BA_3726"
     CDS             complement(3428853..3429359)
                     /locus_tag="BA_3726"
                     /old_locus_tag="BA3726"
                     /note="identified by match to protein family HMM PF07301"
                     /codon_start=1
                     /transl_table=11
                     /product="ccdC protein"
                     /protein_id="AAP27475.1"
                     /db_xref="Pathema:BA_3726"
                     /translation="MNIVVLSSIVAVCMAVGAMFIRLKAAKKPATLKKIILPPFFMST
                     GALMYVFPEFRLTPAEMLEAIGVGLFFSIFLIKTSKFEIRGQEIYLKRSKAFVFILIG
                     LLVVRIVFKTYLSQSLDLGQLSGMFFLLAFAMIVSWRIAMYRSFTKLQKEMEKEDGFY
                     NEKDMKLT"
     gene            complement(3429450..3430157)
                     /gene="ccdA2"
                     /locus_tag="BA_3727"
                     /old_locus_tag="BA3727"
                     /db_xref="Pathema:BA_3727"
     CDS             complement(3429450..3430157)
                     /gene="ccdA2"
                     /locus_tag="BA_3727"
                     /old_locus_tag="BA3727"
                     /note="identified by similarity to OMNI:NTL01BS01793;
                     match to protein family HMM PF02683"
                     /codon_start=1
                     /transl_table=11
                     /product="cytochrome c-type biogenesis protein CcdA"
                     /protein_id="AAP27476.1"
                     /db_xref="Pathema:BA_3727"
                     /translation="MQDISIFLAFGAGFLSFISPCCLPLYPAFLSYITGMSVSELKEE
                     NAMLRKRSMIHTAFFLLGFSIIFIAIGFGTSFIGGIFTNYKDLIRQLGGIFIIVFGLI
                     IVGVFKPKFLMQDRKFTFKNRPSGYFGSVLIGLAFAAGWTPCTGPILVSVIGLAATNP
                     ESAMIYMIAYILGFAIPFFVLSFFITKMSWIKRNSMKFMKIGGYVMIVMGIFLYFNWM
                     TKIIVYFSSLFGGFTGF"
     gene            complement(3430362..3430937)
                     /locus_tag="BA_3728"
                     /old_locus_tag="BA3728"
                     /db_xref="Pathema:BA_3728"
     CDS             complement(3430362..3430937)
                     /locus_tag="BA_3728"
                     /old_locus_tag="BA3728"
                     /note="identified by similarity to GP:15023060"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27477.1"
                     /db_xref="Pathema:BA_3728"
                     /translation="MSLCRLARKNIRTFATKRMKQFMWIAMSTMILFFMISLQFNEIV
                     VGELGTTLLFQMCFYTLFIVVIFICMFITYKMTYSFLQVRKEEIKSYVAENGKRNDVL
                     CLLCQEQLFIYGAAFVFGLVNGMLFLKLFTIIFMKIAGIQGVNSAPITIYAIVVVSII
                     MIVILLLSMVQCIRFVQSLQDENSFQFKEKA"
     gene            complement(3431168..3432073)
                     /locus_tag="BA_3729"
                     /old_locus_tag="BA3729"
                     /db_xref="Pathema:BA_3729"
     CDS             complement(3431168..3432073)
                     /locus_tag="BA_3729"
                     /old_locus_tag="BA3729"
                     /note="identified by similarity to OMNI:NTL01BS03597;
                     match to protein family HMM PF00126; match to protein
                     family HMM PF03466"
                     /codon_start=1
                     /transl_table=11
                     /product="putative als operon regulatory protein AlsR"
                     /protein_id="AAP27478.1"
                     /db_xref="Pathema:BA_3729"
                     /translation="MELRHLQYFVVVAEELHFGRAAARLQMTQPPLSQQIQQLEKEMG
                     VMLFSRTKRKVELTEAGEMFLKEVKKAFEQIEKAVEIAQSAQRGEVGSLSIGFVGAAI
                     YDILPSIVREYRKKFPRVSVALHELSTPDQVHALHDNRIDIGFLRPPIPTQLLELEPI
                     QKLSCTLCLPKAHPLAEKDEIHIEDLRDEPFVFITRPVWPALYDTILSLCREVGFSPR
                     IVQEATEYQTVMGLVAAGIGITVIPVSANKLYKTEVVYKELYDSNFVAEMSVAYKKMN
                     SNPELLEFLKIAREKKRIEVEDEIN"
     gene            3432226..3432591
                     /locus_tag="BA_3730"
                     /old_locus_tag="BA3730"
                     /db_xref="Pathema:BA_3730"
     CDS             3432226..3432591
                     /locus_tag="BA_3730"
                     /old_locus_tag="BA3730"
                     /note="identified by similarity to SP:P39591; match to
                     protein family HMM PF03788"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27479.1"
                     /db_xref="Pathema:BA_3730"
                     /translation="MKWWKLSGQILLLFCFAWTGEWIAKQAHLPIPGSIIGIFLLLIS
                     LKFNLVKKEWIQDGADFLLKELILFFIPSAVAVIRYKDTLSQYGIDLILIIMISTLCV
                     TLVTGLLTELLLKRKGSVQ"
     gene            3432588..3433265
                     /locus_tag="BA_3731"
                     /old_locus_tag="BA3731"
                     /db_xref="Pathema:BA_3731"
     CDS             3432588..3433265
                     /locus_tag="BA_3731"
                     /old_locus_tag="BA3731"
                     /note="identified by similarity to EGAD:23936; match to
                     protein family HMM PF04172"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP27480.1"
                     /db_xref="Pathema:BA_3731"
                     /translation="MIGFLCLLLTLFTYWISKKMYQRWNWSLLSPLLVCPIILIALLL
                     GLDTSYETYETGGQWLTELLKPATVAFAWPIYKYFDLLKKHGMAILLNVIVGSFLSVI
                     TSALLANYFQIDSSLEHSLAPHIVTTPIAMAISEMIGGMSQLTAVFVVLTALTGALLG
                     PSLIRICRIKTAIAKGIMLGTSANGTGTSKAFEIGPVEGTIASLSMLLTAGASLVIVP
                     LFLSWIH"
     gene            complement(3433278..3433691)
                     /locus_tag="BA_3732"
                     /old_locus_tag="BA3732"
                     /db_xref="Pathema:BA_3732"
     CDS             complement(3433278..3433691)
                     /locus_tag="BA_3732"
                     /old_locus_tag="BA3732"
                     /note="identified by similarity to EGAD:173999; match to
                     protein family HMM PF00293"
                     /codon_start=1
                     /transl_table=11
                     /product="mutT/nudix family protein"
                     /protein_id="AAP27481.1"
                     /db_xref="Pathema:BA_3732"
                     /translation="MERWIGCAAVCVNERNEVLMVLQGQKGEEKRWSVPSGGLEKGET
                     LEECCIREVWEETGYNVEVVSKIYEKEGITYGVPVNVHYYVVKKMGGSMKIQDPDELI
                     HEIAWKGIEEIKQITLSFPEDYEILNEYINKKASV"
     gene            3433833..3434033
                     /locus_tag="BA_3734"
                     /old_locus_tag="BA3734"
                     /db_xref="Pathema:BA_3734"
     CDS             3433833..3434033
                     /locus_tag="BA_3734"
                     /old_locus_tag="BA3734"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27482.1"
                     /db_xref="Pathema:BA_3734"
                     /translation="MISKYVVECVFCEENRKPRQAIVTVPATTQLLAIEKVRAECKRR
                     FGKALLLQTEIKEDIVFEQKES"
     gene            complement(3434349..3435106)
                     /locus_tag="BA_3735"
                     /old_locus_tag="BA3735"
                     /note="conserved hypothetical protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3735"
     gene            complement(3435215..3435361)
                     /locus_tag="BA_3736"
                     /old_locus_tag="BA3736"
                     /db_xref="Pathema:BA_3736"
     CDS             complement(3435215..3435361)
                     /locus_tag="BA_3736"
                     /old_locus_tag="BA3736"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27483.1"
                     /db_xref="Pathema:BA_3736"
                     /translation="MKAIPTDVLSKELMEREGVISITVKEFEKIEVAGVVVAGPAVIL
                     INQD"
     gene            complement(3435526..3437253)
                     /locus_tag="BA_3737"
                     /old_locus_tag="BA3737"
                     /db_xref="Pathema:BA_3737"
     CDS             complement(3435526..3437253)
                     /locus_tag="BA_3737"
                     /old_locus_tag="BA3737"
                     /note="identified by match to protein family HMM PF00395;
                     match to protein family HMM PF01510"
                     /codon_start=1
                     /transl_table=11
                     /product="N-acetylmuramoyl-L-alanine amidase, family 2"
                     /protein_id="AAP27484.1"
                     /db_xref="Pathema:BA_3737"
                     /translation="MKKGFYNVLAASIVFSMVTIPNYSYANELDKTVTVSPDEQALKS
                     IENHMKDEDGRGEDKGVRNEVQGEFLVHIVKEVPLYDSSNFQKETGVRISNQVVKAEK
                     RKGNAYYVQTSSGTGWIQNSDGNVEVKEIHPLLSEKLIVNEETSTYSEPFASYKEENV
                     LEPQTIQAIGQAGEWFQVKINNEMKWIHSPSAKFEGTKASLIQGAAPIRTKYAAAMYA
                     APIEEKTTDIYGVPLKEMIVPKGNENIRPGYAMNPKYITIHETDNYSVGANARNHAIY
                     LYNQATGTEDRSASWHFTVDDKEIYQHLPLNENAWHAGDGAEGTGNRESIAIEIAVNE
                     DGDYNKAVENARKLAAYLMGELNIPLENVKKHQFWSGKICPAIMIKNNGWEPFLQGTK
                     MYYDANHKDDITGGWYEAAIRELDKRGIMVGDGKGSYWPERLVTRGEFANFISRSLQL
                     PEGSSNFSDLNAAHPSLIDGINRAASAGIISGRGNGIFAPNDTIKRDEVVIMIDRALQ
                     YKKIKGNLVPLPFSDQDLAYDKQAVQRVYGLGIVKGNENNEFMPKGSATRGESAAFIN
                     RMLEVIESN"
     gene            complement(3437469..3438035)
                     /locus_tag="BA_3738"
                     /old_locus_tag="BA3738"
                     /db_xref="Pathema:BA_3738"
     CDS             complement(3437469..3438035)
                     /locus_tag="BA_3738"
                     /old_locus_tag="BA3738"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27485.1"
                     /db_xref="Pathema:BA_3738"
                     /translation="MAFLSAILRGILYVYICLYVLMYLGFVFIIDMAHTSLSVTSIFV
                     VVMPFVLLVVIQKSILYVSKNRNEEKKQMSKVLIVALIPLIVCTVQLGVNGYTSKFNQ
                     NRWLNHADKRVHMVDDLLQKYKLIGKSNEDITKLLGAPTETRNEEGGVSVVYYLGNER
                     GFISIDSEQLVLQFDRDGKVLEYKVHTD"
     gene            complement(3438042..3438878)
                     /locus_tag="BA_3739"
                     /old_locus_tag="BA3739"
                     /db_xref="Pathema:BA_3739"
     CDS             complement(3438042..3438878)
                     /locus_tag="BA_3739"
                     /old_locus_tag="BA3739"
                     /note="identified by similarity to OMNI:SA1836"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27486.1"
                     /db_xref="Pathema:BA_3739"
                     /translation="MKNMEQKKYKDLQISAARELENMRMMKNQLAVQHSKERSEMQEK
                     HSNEIHMFQKLIADLRAYTKNGAEVNTHETLHYMKRGFVEQGIILDNEFHIMPNVFMR
                     NQHGGNDFRIHHLVLSKTGMYVLETKEWTGKLIHGLTKENASTYSFMIDEIGKYQQEI
                     EKEETFEYITGEDSLTIQVKNDGNPVYRAKKLSHILYNCLKEMQVDIVKENIKPIVYF
                     YNEDGKEVQDLSEEKTPRLKDREQIVTFFRNEMLTEKVIYTSQELEKLREIINRMNYI
                     MN"
     gene            complement(3439180..3440943)
                     /locus_tag="BA_3740"
                     /old_locus_tag="BA3740"
                     /db_xref="Pathema:BA_3740"
     CDS             complement(3439180..3440943)
                     /locus_tag="BA_3740"
                     /old_locus_tag="BA3740"
                     /note="identified by similarity to OMNI:NTL01EC00441;
                     match to protein family HMM PF00005; match to protein
                     family HMM PF00664"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, permease/ATP-binding protein"
                     /protein_id="AAP27487.1"
                     /db_xref="Pathema:BA_3740"
                     /translation="MTEKKQSDLRRLLSYMKPYKGLLALAFLFLVGATVTEMMGPFLI
                     KQFLDEHLVPRNFDQSALVTLFVVYIVAHLLKVLFTYLDLLYFQNIAFKIVQDMRVEV
                     YEHVQKLSLSFFDRTPIGTLVSRITNDTEAIKDFYVSVLSTFVKNIVFLIGILVAMFL
                     LNVKLALFSLVLIPIMFAIMVLYRRKSAAFYLEVRNQLSVLNAKLNESIQGMNIVQVF
                     RQEKRMRKEFEEVNNKHYSAGRRTLKLDALLLRPATDLVHIVAIALVLGLFGIDALKS
                     PVEVGVLYAFVNYIHRFFQPVNEMMMKLSFFQQALVSSSRVFHLMDEKDLAPVQKGDG
                     NPQVINGDIEFKNVTFSYDGKRDVLKNVSFHVKQGQTVAFVGHTGSGKSTIMNLLMRF
                     YNIKSGNIVIDGVDLEKFEEQEIRKKIGLVLQDAFLFAGNVKQNIRMYNEEITDEEVK
                     EAAQFVQANTFIEKLPEQYETEVVERGAAFSSGQRQLIAFARTIATNPKVLVLDEATA
                     NIDTETEDAIQTALQQMRKGRTTIAIAHRLSTIQDADQIFVMHDGEIVERGTHQELLS
                     EQGLYYNMYLLQNKGSLQKAL"
     gene            complement(3440943..3442694)
                     /locus_tag="BA_3741"
                     /old_locus_tag="BA3741"
                     /db_xref="Pathema:BA_3741"
     CDS             complement(3440943..3442694)
                     /locus_tag="BA_3741"
                     /old_locus_tag="BA3741"
                     /note="identified by similarity to SP:P77265; match to
                     protein family HMM PF00005; match to protein family HMM
                     PF00664"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, permease/ATP-binding protein"
                     /protein_id="AAP27488.1"
                     /db_xref="Pathema:BA_3741"
                     /translation="MKVFMNLAWFFKQEKRAYITGIVLLFGVALLELVAPKVIGIVVD
                     EINDGTLTTDKLLKWVVLLVIVGITMYVLRYVWRIMIFGSSLKLARQLRKNLYEHFTK
                     MSPSFYQSNRTGDLMAHATNDIQAIQQTAGAGVLTLVDSLAVGGCVLVAMGFTISWKL
                     TLLSLIPMPIVAISTNYYGSLLHKRFHKAQQSFSEINDKVQESMSGMKVIRSLGQEKE
                     DLQAFRKKSEDVVHKNMLVARIDSLFDPTIALIVGFSFLIAVCYGSVLVVRGELTVGD
                     LVTFTTYLGTLVWPMLAFGWLFNIMERGRASYDRVEKILSQKSDVVNRENAVHTIASG
                     DVSFAVDSFSYKKNELLHLTDIHFDLKKGETLGVVGRTGAGKTTLLKCLIREYDHFNG
                     ELKVGERDIRDVTLYGVRSAISYVPQDHFLFSASIGENIAFGKADATYNEITRAAEIA
                     CIHNDILQFSEGYETVVGERGVSLSGGQKQRISIARALLTDAEILILDDCLSAVDAKT
                     EETILNALKRERAGKTTIITAHRLSAIQHANLILVVDEGRIVQRGTHEQLMKEHGWYK
                     EMYESQQLEALVEKGGV"
     gene            complement(3442818..3443039)
                     /locus_tag="BA_3742"
                     /old_locus_tag="BA3742"
                     /db_xref="Pathema:BA_3742"
     CDS             complement(3442818..3443039)
                     /locus_tag="BA_3742"
                     /old_locus_tag="BA3742"
                     /note="identified by match to protein family HMM PF03672"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27489.1"
                     /db_xref="Pathema:BA_3742"
                     /translation="MPIWLGILVGVVALVAGVALGFFIARKYMMNYLQKNPPINEQML
                     KMMMMQMGQKPSQKKINQMMSAMNKQQMK"
     gene            complement(3443118..3443558)
                     /locus_tag="BA_3743"
                     /old_locus_tag="BA3743"
                     /db_xref="Pathema:BA_3743"
     CDS             complement(3443118..3443558)
                     /locus_tag="BA_3743"
                     /old_locus_tag="BA3743"
                     /note="identified by similarity to EGAD:29882"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27490.1"
                     /db_xref="Pathema:BA_3743"
                     /translation="MKTYELYLIQEDIAKAYFGREYLFFDLFARFSESGSLSEKKVLY
                     KQMMYITMPLQVMKIHHKLEQALRVLGKYDRTHHTHTLYTGAEYGEIMVKPHYIRMNT
                     SGNVSMETTFFEVLRKCELTFLAMDYENTKYGWLNPLKQVRTYV"
     gene            complement(3443715..3445715)
                     /gene="tkt2"
                     /locus_tag="BA_3744"
                     /old_locus_tag="BA3744"
                     /db_xref="Pathema:BA_3744"
     CDS             complement(3443715..3445715)
                     /gene="tkt2"
                     /locus_tag="BA_3744"
                     /old_locus_tag="BA3744"
                     /EC_number="2.2.1.1"
                     /note="identified by match to protein family HMM PF00456;
                     match to protein family HMM PF02779; match to protein
                     family HMM PF02780; match to protein family HMM TIGR00232"
                     /codon_start=1
                     /transl_table=11
                     /product="transketolase"
                     /protein_id="AAP27491.1"
                     /db_xref="Pathema:BA_3744"
                     /translation="MSHSIEQLSINTIRTLSIDAIEKANSGHPGMPMGAAPMAYTLWT
                     QFMKHNPNNPTWFNRDRFVLSAGHGSMLLYSLLHLSGYDVTMDDLKNFRQWGSKTPGH
                     PEYGHTAGVDATTGPLGQGIATAVGMAMAERHLAAKYNRDAYNIVDHYTYAICGDGDL
                     MEGVSAEASSLAAHLQLGRLVVLYDSNDISLDGDLNRSFSESVEDRYKAYGWQVIRVE
                     DGNDIEAIAKAIEEAKADEKRPTLIEVRTTIGFGSPNKSGKSASHGSPLGVEETKLTK
                     EAYAWTAEQDFHVAEEVYENFRKTVQDVGETAQAEWNTMLGEYAQAYPELANELQAAM
                     NGLLPEGWEQNLPTYELGSKAATRNSSGAVINAIAESVPSFFGGSADLAGSNKTYMNN
                     EKDFTRDDYSGKNIWYGVREFAMGAAMNGIALHGGLKTYGGTFFVFSDYLRPAIRLAA
                     LMQLPVTYVFTHDSIAVGEDGPTHEPIEQLAALRAMPNVSVIRPADGNESVAAWRLAL
                     ESTNKPTALVLTRQDLPTLEGAKDDTYEKVAKGAYVVSASKKETADVILLATGSEVSL
                     AVEAQKALAVDGVDASVVSMPSMDRFEAQTAEYKESVLPKAVTKRFAIEMGATFGWHR
                     YVGLEGDVLGIDTFGASAPGEKIMEEYGFTVENVVRKVKEML"
     gene            complement(3446115..3447227)
                     /locus_tag="BA_3745"
                     /old_locus_tag="BA3745"
                     /db_xref="Pathema:BA_3745"
     CDS             complement(3446115..3447227)
                     /locus_tag="BA_3745"
                     /old_locus_tag="BA3745"
                     /note="identified by match to protein family HMM PF01385;
                     match to protein family HMM PF07282; match to protein
                     family HMM TIGR01766"
                     /codon_start=1
                     /transl_table=11
                     /product="transposase, IS605 family"
                     /protein_id="AAP27492.1"
                     /db_xref="Pathema:BA_3745"
                     /translation="MTKQNKAYKFRLYPTEEQAHLIRKTFGCVRFVYNKMLAERKEVY
                     EKHKANKEELKEQKFSTPAKYKVEYEWLKEVDSLALANAQLNLQTAYKNFFSGQSDFP
                     TFKSKKSRKSYTTNRVNGNIMLFHGYIKLPKLKMVKLKQHREIPPKHIIKSCTISMTP
                     TGKYYVSILTEYEKEITPKEVERVVGLDFAMVELYVSSEDEKANYPRFYRQMLEKLAK
                     AQRVLARRVKGSERWNKQRIRVAKLHEKVANQRKNFLHHKSKELATSFDVVAIEDLHM
                     KGMSRALRFGKSVADNGWRMFTAFLAYKLQEQGKQLVKIDKWFPSTKMCSRCGNKKEM
                     PLCERTYACSCGLTIGRDYNAAINIKKEAIRLLALA"
     gene            complement(3447305..3447520)
                     /locus_tag="BA_3746"
                     /old_locus_tag="BA3746"
                     /db_xref="Pathema:BA_3746"
     CDS             complement(3447305..3447520)
                     /locus_tag="BA_3746"
                     /old_locus_tag="BA3746"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27493.1"
                     /db_xref="Pathema:BA_3746"
                     /translation="MRSIECRYFLVFLTHYPKEISFLGRVKDDSLAVGGRWISVWRNQ
                     TFGFPIYFAPAIISLIRGKVWYNNESR"
     gene            complement(3447526..3448329)
                     /locus_tag="BA_3747"
                     /old_locus_tag="BA3747"
                     /db_xref="Pathema:BA_3747"
     CDS             complement(3447526..3448329)
                     /locus_tag="BA_3747"
                     /old_locus_tag="BA3747"
                     /note="identified by similarity to SP:P16683; match to
                     protein family HMM PF00528; match to protein family HMM
                     TIGR01097"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphonate ABC transporter, permease protein"
                     /protein_id="AAP27494.1"
                     /db_xref="Pathema:BA_3747"
                     /translation="MSKTTIIVQKPKKPSVYRSFIFIALTFVYVWAFSGVPLEGIKDT
                     AGEITKAIMTGVLNPDWAYVSLPDGEDLLHGLIDTLAIAILGTFISAFLSVPFAFWAA
                     TNMSSGKLTSGTGKFVLSFVRTFPELVMALLFIKAVGPGSFAGVLALGLHSIGMLGKL
                     YSEGIENIDKGPTEALIATGANRFQILWYAVLPQVLPDFLSYTLYRFEINVRSAAILG
                     VIGAGGIGTPLIFALSSRNWSRVGIILLGIILMVIIIDFISSSIRKRIV"
     gene            complement(3448329..3449123)
                     /locus_tag="BA_3748"
                     /old_locus_tag="BA3748"
                     /db_xref="Pathema:BA_3748"
     CDS             complement(3448329..3449123)
                     /locus_tag="BA_3748"
                     /old_locus_tag="BA3748"
                     /note="identified by similarity to SP:P16683; match to
                     protein family HMM PF00528; match to protein family HMM
                     TIGR01097"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphonate ABC transporter, permease protein"
                     /protein_id="AAP27495.1"
                     /db_xref="Pathema:BA_3748"
                     /translation="MNDVTIYSKSIPKPPSKLKHMLTAVLVILLLWGSSVQVDASLSK
                     LVVGFPNMMDLLKEMVPPDWSYFQVITTAMLDTIRMAIIGTTLGAILAIPLALCAASN
                     VFTSTFLYIPARMILNFIRTIPDLLLAAIFVAIFGIGPLPGILALTFFSIGLVAKLFY
                     ESIESIDPGPLEAMTAVGANKVQWIVYGVIPQVKAHFVSYVLYTFEVNVRAAAVLGLV
                     GAGGIGLYYDRTLGFLQYQQTASIIIYTLVVVLLIDYVSTLLREKL"
     gene            complement(3449120..3449893)
                     /locus_tag="BA_3749"
                     /old_locus_tag="BA3749"
                     /db_xref="Pathema:BA_3749"
     CDS             complement(3449120..3449893)
                     /locus_tag="BA_3749"
                     /old_locus_tag="BA3749"
                     /note="identified by similarity to OMNI:SA0127; match to
                     protein family HMM PF00005; match to protein family HMM
                     TIGR02315"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphonate ABC transporter, ATP-binding
                     protein"
                     /protein_id="AAP27496.1"
                     /db_xref="Pathema:BA_3749"
                     /translation="MIEFRNVSKVYPNGTKGLNNINLKIQKGEFVVMVGLSGAGKSTL
                     LRSVNRLHEITEGEIMIEGESITAAKGKGLRRMRRDIGMIFQSFNLVKRSTVLKNVLA
                     GRVGYHSTLRTTLGLFPKEDLELAFQSLKRVNILEKAYARADELSGGQQQRVSIARAL
                     AQEAKIILADEPVASLDPLTTKQVLEDLKKINEDFGITTIVNLHSIDLARQYATRIIG
                     LHAGEIVFDGLVEEATDEKFAEIYGDVVQKSELLEVAVK"
     gene            complement(3449977..3450915)
                     /locus_tag="BA_3750"
                     /old_locus_tag="BA3750"
                     /db_xref="Pathema:BA_3750"
     CDS             complement(3449977..3450915)
                     /locus_tag="BA_3750"
                     /old_locus_tag="BA3750"
                     /note="identified by similarity to OMNI:SA0128; match to
                     protein family HMM TIGR01098"
                     /codon_start=1
                     /transl_table=11
                     /product="putative phosphonate ABC transporter,
                     phosphonate-binding protein"
                     /protein_id="AAP27497.1"
                     /db_xref="Pathema:BA_3750"
                     /translation="MLKKFFAMSTTVVLAAGLLSGCGTKESSANKNADTKKGYVPKTL
                     NVQFVPSQNADTLEAKAKPLEKLLSDKLNIPVKVSISTNYNTIVEAMASKQVDVGFLP
                     PTAYVLAHEKKAANVILQAQRFGVDDETGAPKKDLVDFYKSEFVVKKDSNINSVKDLK
                     GKKIGYQDVTSSAGYVWPAAVLLKEGVDPLKDVKPVTLKGHDQSLIALLNGDVDAAVV
                     FQDARNIVKKDYPNIFDQTKIVKFTEKIPNDTISVRSDLDEEWSKKLQDAFIEIGKNE
                     EGHKIIKEVYSHEGYVKSDDSKFDIVREYGKKVKTQ"
     gene            3451119..3452683
                     /locus_tag="BA_3751"
                     /old_locus_tag="BA3751"
                     /note="5'-nucleotidase family protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3751"
     gene            complement(3452723..3452962)
                     /locus_tag="BA_3752"
                     /old_locus_tag="BA3752"
                     /db_xref="Pathema:BA_3752"
     CDS             complement(3452723..3452962)
                     /locus_tag="BA_3752"
                     /old_locus_tag="BA3752"
                     /note="identified by similarity to EGAD:108831; match to
                     protein family HMM PF05979"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27498.1"
                     /db_xref="Pathema:BA_3752"
                     /translation="MLSHELVERINFLAKKAKAEGLTEEEQRERQSLREQYLKGFRQN
                     MLNELKGIKVVNEQGTDVTPAKLKALKKQDNAKLN"
     gene            complement(3453008..3453664)
                     /locus_tag="BA_3753"
                     /old_locus_tag="BA3753"
                     /db_xref="Pathema:BA_3753"
     CDS             complement(3453008..3453664)
                     /locus_tag="BA_3753"
                     /old_locus_tag="BA3753"
                     /note="identified by similarity to EGAD:108830; match to
                     protein family HMM PF00239"
                     /codon_start=1
                     /transl_table=11
                     /product="site-specific recombinase, resolvase family"
                     /protein_id="AAP27499.1"
                     /db_xref="Pathema:BA_3753"
                     /translation="MNAIIYARVSTTKEAQETSLLRQKDELLHLAERYQMNVIKVIEE
                     QASGYTIERDGILEVLDTIRDEQIDVLLIQDETRLGRGNAKIALMHCLHKEGIKVYTY
                     THNGELQLSDSDSMVLDIIGIVEEYQRKIHNLKIKRGMQRAVEKGYRPENNLKNRHLS
                     VGREKKEVPIEEIVRLRKSELTFEEIAATLRGFGHNVSKATVHRRYVEYTKQLLDKEE
                     "
     gene            3453806..3454426
                     /gene="lexA"
                     /locus_tag="BA_3754"
                     /old_locus_tag="BA3754"
                     /db_xref="Pathema:BA_3754"
     CDS             3453806..3454426
                     /gene="lexA"
                     /locus_tag="BA_3754"
                     /old_locus_tag="BA3754"
                     /EC_number="3.4.21.88"
                     /note="identified by match to protein family HMM PF00717;
                     match to protein family HMM PF01726; match to protein
                     family HMM TIGR00498"
                     /codon_start=1
                     /transl_table=11
                     /product="LexA repressor"
                     /protein_id="AAP27500.1"
                     /db_xref="Pathema:BA_3754"
                     /translation="MEKLTKRQQDILDFIKLKVQEKGYPPSVREIGQAVGLASSSTVH
                     GHLSRLEEKGYIRRDPTKPRAIEILGEDRMDTETQSVIQVPIVGKVTAGLPITAVESV
                     EEHFPLPASIVAGADQVFMLRISGDSMIEAGIFDGDLVVVRQQQSAYNGEIVVALTED
                     NEATVKRFYKEKDHFRLQPENSSLEPIILKQVSVIGKVIGVYRDLH"
     gene            complement(3454514..3455317)
                     /locus_tag="BA_3755"
                     /old_locus_tag="BA3755"
                     /db_xref="Pathema:BA_3755"
     CDS             complement(3454514..3455317)
                     /locus_tag="BA_3755"
                     /old_locus_tag="BA3755"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27501.1"
                     /db_xref="Pathema:BA_3755"
                     /translation="MKKILLVAIACIIIGVIGISQTYEKAVQTAEKGNKEDIIKNETL
                     KNIEVKLDAGDIAIQKSPDSSFYVKQSGDARKQEIRITEDGDTLKIIGEREKDVSFDF
                     SFYDFRFQTSTLTLLVPERSYQDVKVNSSAGQIEISDVKSDRVSARTLTGEVDLKHVT
                     AKNVEGSTKAGEVNFKKVIGKVTAKTTSGEINILDHDSKYNLEASSTAGDIDITLSEK
                     PQDAIITGQSAAGDVTIFNEENNNVIIGNGSKKISGKTTAGDVTIETRS"
     gene            complement(3455321..3455863)
                     /locus_tag="BA_3756"
                     /old_locus_tag="BA3756"
                     /db_xref="Pathema:BA_3756"
     CDS             complement(3455321..3455863)
                     /locus_tag="BA_3756"
                     /old_locus_tag="BA3756"
                     /note="identified by similarity to GP:15023440; match to
                     protein family HMM PF08006"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27502.1"
                     /db_xref="Pathema:BA_3756"
                     /translation="MSKEQFLKELSSHLRKLPDEERKDILFDYEEHFQFGIEEGKNES
                     DIIKGLGSPKVIAKELLAMYRFDEMKKDPSTSNVTRAVMAVIGLSLFNFIIVLGPLFA
                     IIAFIFSFWVGGIASVVTPFFVIGKVFMGTFIWLDLFVSITFIGVGLLLCIIAYYSTK
                     WFKRLCVRYVIWNFKMIKGE"
     gene            complement(3455856..3456185)
                     /locus_tag="BA_3757"
                     /old_locus_tag="BA3757"
                     /db_xref="Pathema:BA_3757"
     CDS             complement(3455856..3456185)
                     /locus_tag="BA_3757"
                     /old_locus_tag="BA3757"
                     /note="identified by similarity to GP:16409988; match to
                     protein family HMM PF03551"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27503.1"
                     /db_xref="Pathema:BA_3757"
                     /translation="MSLNVQFKKGVLELCVLALVKRKDCYGYELVQQISNKFLISEGS
                     VYPLLRRLTKEGYFQTYLKESTEGPPRKYYQLTEQGEAQLNLLVTEWRDFAKGVQEII
                     EGVQWDE"
     gene            complement(3456916..3457065)
                     /locus_tag="BA_3759"
                     /old_locus_tag="BA3759"
                     /db_xref="Pathema:BA_3759"
     CDS             complement(3456916..3457065)
                     /locus_tag="BA_3759"
                     /old_locus_tag="BA3759"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27504.1"
                     /db_xref="Pathema:BA_3759"
                     /translation="MKKIKITLMGLIGIAVLSFGLNSPSIEKSAAPTLKQENIISYSE
                     HGTGI"
     gene            complement(3457062..3458141)
                     /locus_tag="BA_3760"
                     /old_locus_tag="BA3760"
                     /db_xref="Pathema:BA_3760"
     CDS             complement(3457062..3458141)
                     /locus_tag="BA_3760"
                     /old_locus_tag="BA3760"
                     /note="identified by similarity to GP:1881311"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa01, TPR domain
                     protein"
                     /protein_id="AAP27505.1"
                     /db_xref="Pathema:BA_3760"
                     /translation="METKISITSKGYELLEEWYHEMLAQHIEKASILKIEADNIFNKV
                     KENTDSFIYYSLLRFRYQMLKGNFEKGLEYIKGMPDGLLKYYYHFFKFIYATEVGNYN
                     SAEKHLESASDLLDMMSDEKEKAEYNYRVALYKYYISQPTLAINYATKALDYFSSHEG
                     YETKKGACENTLGMACITLEQFELAEEYLISALNMFQKLDEQSLVLKVRSNLGVLYAE
                     QNLSDSAIRHLEEVYKACQHTKLHYQRRVLFLLAREHIKLKQHNDATFYIKEGLKDCN
                     QEYSYHLNILECINNNESIEKLEEIVNESLSYFQEQELWKDIQIYTELLAGKWYNVGA
                     KEKACEYYRLGHEARTLLKEKGRLK"
     gene            complement(3458506..3458733)
                     /locus_tag="BA_3761"
                     /old_locus_tag="BA3761"
                     /db_xref="Pathema:BA_3761"
     CDS             complement(3458506..3458733)
                     /locus_tag="BA_3761"
                     /old_locus_tag="BA3761"
                     /note="identified by similarity to GP:15024891"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27506.1"
                     /db_xref="Pathema:BA_3761"
                     /translation="MYKFETKEELIHFIQEEVLNTSEALEILGCSRQNLNVMVQKEKV
                     KPIKEMARDRLYFKEDILENKKQMRRKADSN"
     gene            complement(3459239..3459361)
                     /locus_tag="BA_3762"
                     /old_locus_tag="BA3762"
                     /db_xref="Pathema:BA_3762"
     CDS             complement(3459239..3459361)
                     /locus_tag="BA_3762"
                     /old_locus_tag="BA3762"
                     /note="identified by similarity to GP:16413769"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27507.1"
                     /db_xref="Pathema:BA_3762"
                     /translation="MHIFPPHRFHKSIIDKVLVDGSLQYKVKNSKISVFYIKAS"
     gene            3459478..3459777
                     /locus_tag="BA_3763"
                     /old_locus_tag="BA3763"
                     /db_xref="Pathema:BA_3763"
     CDS             3459478..3459777
                     /locus_tag="BA_3763"
                     /old_locus_tag="BA3763"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27508.1"
                     /db_xref="Pathema:BA_3763"
                     /translation="MQQLQQSEAAAGDRLILKRADSKAELIITVSAIVLTPFTLGISL
                     VLFAIWFLIKELTAKTYLVKNVATGEKFRVDRNDFKQYKKDFKAKEKEVKKISDL"
     gene            complement(3459946..3460185)
                     /locus_tag="BA_3764"
                     /old_locus_tag="BA3764"
                     /db_xref="Pathema:BA_3764"
     CDS             complement(3459946..3460185)
                     /locus_tag="BA_3764"
                     /old_locus_tag="BA3764"
                     /note="identified by similarity to OMNI:NTL01BH3467"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27509.1"
                     /db_xref="Pathema:BA_3764"
                     /translation="MDYKMSREEIEKLVNQVVLTANETVNLLGVTTQRLHVLVKQGRI
                     VPIKVVDRVSLYFREDVEKLAEELGQLREKYRPYE"
     gene            complement(3460450..3460674)
                     /locus_tag="BA_3766"
                     /old_locus_tag="BA3766"
                     /db_xref="Pathema:BA_3766"
     CDS             complement(3460450..3460674)
                     /locus_tag="BA_3766"
                     /old_locus_tag="BA3766"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27510.1"
                     /db_xref="Pathema:BA_3766"
                     /translation="MIRINRYDIIIYVREVRNMDWDLTEKVLRNLAYIVAMVVGIINA
                     KKALNDIKDRKEKKKEEEIEKRLARKTRRK"
     gene            complement(3460735..3461667)
                     /locus_tag="BA_3767"
                     /old_locus_tag="BA3767"
                     /db_xref="Pathema:BA_3767"
     CDS             complement(3460735..3461667)
                     /locus_tag="BA_3767"
                     /old_locus_tag="BA3767"
                     /note="identified by similarity to GP:4126632; match to
                     protein family HMM PF01510; match to protein family HMM
                     PF08239"
                     /codon_start=1
                     /transl_table=11
                     /product="prophage LambdaBa01, N-acetylmuramoyl-L-alanine
                     amidase, family 2"
                     /protein_id="AAP27511.1"
                     /db_xref="Pathema:BA_3767"
                     /translation="MEIRKKLVDPSKYCIKCPYTMNPEFITVHNTYNDATAENEVAYM
                     IRNDNQVSFHIAVDDKEAVQGIPLERNAWHTGDGNGNGNRKSIGVEICYSLSGGDRYY
                     KAEDNAAIVVAQLMKQYNIPIKKVRTHQSWSGKYCPHRMLAEGRWNNFIERVQNAYNG
                     DGKVTPTLIPPSTNGTGIAYIEGNGINLRKGLGTGYGVIRQLGKGESYEVWGQSNGWL
                     NLGGNQWIYNDSSYIRYTGESTPTSSQSVNNGVGIVTITADVLRVRKGPGTNYDIVKN
                     VYQGEQYQSWGYRDGWYNVGGDQWVSGEYVKFED"
     gene            complement(3461667..3462092)
                     /locus_tag="BA_3768"
                     /old_locus_tag="BA3768"
                     /db_xref="Pathema:BA_3768"
     CDS             complement(3461667..3462092)
                     /locus_tag="BA_3768"
                     /old_locus_tag="BA3768"
                     /note="identified by match to protein family HMM PF05105;
                     match to protein family HMM TIGR01593"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa01, holin"
                     /protein_id="AAP27512.1"
                     /db_xref="Pathema:BA_3768"
                     /translation="MDRIDVLLKIFIATFGDFCGYFLGGWDATLKILVTMAVIDYLTG
                     MIAAGYNGELKSKVGFKGIAKKVVLFLLVGAAAQLDSALGSNSAIREATIFFFMGNEL
                     LSLLENAGRMGIPLPQALTNAVEILGGKQKQEEKKGDVL"
     gene            complement(3462204..3462479)
                     /locus_tag="BA_3769"
                     /old_locus_tag="BA3769"
                     /db_xref="Pathema:BA_3769"
     CDS             complement(3462204..3462479)
                     /locus_tag="BA_3769"
                     /old_locus_tag="BA3769"
                     /codon_start=1
                     /transl_table=11
                     /product="prophage LambdaBa01, transcriptional regulator,
                     AbrB family"
                     /protein_id="AAP27513.1"
                     /db_xref="Pathema:BA_3769"
                     /translation="MSQFLGVLGTVGEDGTIKIPLDMLETAGIKPNTKVELFSDTSNL
                     FVRTAERFCDICGVNTNTTRIGNQEICKDCLDRITQASQEKQNVPSE"
     gene            complement(3462497..3464503)
                     /locus_tag="BA_3770"
                     /old_locus_tag="BA3770"
                     /db_xref="Pathema:BA_3770"
     CDS             complement(3462497..3464503)
                     /locus_tag="BA_3770"
                     /old_locus_tag="BA3770"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by similarity to EGAD:51871"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27514.1"
                     /db_xref="Pathema:BA_3770"
                     /translation="MSGGAQINKAGQAFSEDYVIVECTDHTDSFYQFHLDNTKMGNFE
                     KGKDMTFSVDLQNDVYVTFLVFQFINGSWTENLQTEFPAGDWSRRSFTFQIDGRATGW
                     GMRLRFARLEMSKGKRFRFKRPKLEKGSVPTDFSKSTYELEQSVNGIRETITKVENNQ
                     SGFDKRVTAVEKNAEGITQNVSKIQEMQTEQSKKISEAQSIIKQHSDQIDLTIKKKDM
                     EDYVGGLGSINEVRNAGLNTTKFWNLSAGTVLQPNSIYKGYPTFWSDYSGKTSDHWSG
                     AISDFISVTTGESLVSTGWFATDNIASLDQKAWMEIEFYNGTKSTRMRTQRVEIKWIK
                     QGDWVKMTMLSTVAANEEWVRWRYYVQRNGRLRAGLPMLQRGKVATEFWLHPKDQVDA
                     DKMLEDIANRVATEQYNQKMTQIDNRFSVNEKGIDLVAKKTEVYTQTQSNDKFATNAY
                     VRNMEGRIQVTEKNILSTVKKGEIISSINQTAEKIKISANLIDLVGRVEASWLKAGLL
                     QGMTIKTSATKEYLHMENQVIRFVNQGSAKIVMGFEDERKSTTRNPYIILGEGDGTGR
                     NIGSIYKDGNGVYYRYVDYNGAESNIRLTNAGNIGITAQDGIWFTAKRVNFTSPISTS
                     GILFNSFGKIPLSQQGVLWMGNGYRGFGAYYHDGKAWNFISSSQ"
     gene            complement(3464579..3467230)
                     /locus_tag="BA_3771"
                     /old_locus_tag="BA3771"
                     /db_xref="Pathema:BA_3771"
     CDS             complement(3464579..3467230)
                     /locus_tag="BA_3771"
                     /old_locus_tag="BA3771"
                     /note="identified by match to protein family HMM
                     TIGR01665"
                     /codon_start=1
                     /transl_table=11
                     /product="prophage LambdaBa01, minor structural protein"
                     /protein_id="AAP27515.1"
                     /db_xref="Pathema:BA_3771"
                     /translation="MRTPSGELHVCDFKTGQIVSSIQPADYWDDKRHWEIKNNIDTLE
                     FRVFDNTRHSSTLMQQNLVLKEVRDGRIVPYVITEIEKNSDDRSVIAYASGEWIQLAK
                     AGIIPPQKLEGKTVIEMVDIALAGTKWQKGNLEYASFRSMTIDEFIDPLSFLKKIASL
                     FELEIQYRAGVVGSQVVGRYVDMVKKRGQETGKEITIGKDLLGIKRIENSQNICTALL
                     GFVKKEGGEFITITEINKGVPYLVDNDAFQRWNEKGQHKFGFYSPETENEDMDAKRLM
                     TLMNTELKKRVNTSVSYEVEAQSIGRVFGLAHELINEGDTIRIKDTGFTPKLYLEARA
                     IAGDESFKNPLQDKYVFGDYHEIIDPNEELRKIYNRILSSLGNKQEMIDQLDKLVKEA
                     NETASNAKKESEAAKTLAEKVQENIKNNTVEIIESKYPPTTGLKDRKTLWLDISNGKP
                     GILKLWKDGIWDPVVPDVESVKKETIEQISKDIESTKTELNLKVQSVEGKAQEIAGQL
                     VGVQKQVNDKVDQTWINNQLKDKADKSGVYTKDEIKDGFIGKQTYETDKQGNVQKFKD
                     VNTYISQTNEALTQKAEKSELTKTNDGLSQLESKTNEIISTADGTKQTLSNLKTQVDN
                     IQVGGRNLLLETATKSHSVKTGENKPHTYFDVAKDIATLMQGKNLAMSFLFTGKVTAW
                     GTTNKWAGFEVKITFTDNTFHYPSCRVENHLTLGKQYNQERFTASAVVMDKPIKEVSV
                     YALARDFTGDVLIEKLKLEIGTISTAWTPAPEDQVSTADFTKKTVEIETTIKGINTSV
                     SNVQNEQGKLTERVTKSEQTANGFKQSIESLTKKDTDISNKLNTVESTVEGTKKTISN
                     VQQTTSELTKTTTEIKEEAGKISTKLE"
     gene            complement(3467227..3468707)
                     /locus_tag="BA_3772"
                     /old_locus_tag="BA3772"
                     /note="conserved hypothetical protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3772"
     gene            complement(3468749..3471184)
                     /locus_tag="BA_3774"
                     /old_locus_tag="BA3774"
                     /db_xref="Pathema:BA_3774"
     CDS             complement(3468749..3471184)
                     /locus_tag="BA_3774"
                     /old_locus_tag="BA3774"
                     /note="identified by match to protein family HMM PF05017"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa01, membrane protein"
                     /protein_id="AAP27516.1"
                     /db_xref="Pathema:BA_3774"
                     /translation="MLRVLLNISGVKEGRIKMAEFGAGVDKSMQEVLDKTKISADQFE
                     KWGQAIAGGGENGQKAMLEATKALAGVENATDRNALGTKMFGTLWEDQGKKIIDTILK
                     AEGKQVDLKKGVEDLHGATSKIDASPAVKFQKAMQDLQMALQPVLGVIADVVAKIADW
                     ISNNPKLAATLAAIAVAAGVIAGAFMALAPIVVVISGVGAAMMGWVALIAIVVAAVVA
                     LGIAIYQNWDSIKQWTIDAWNAIGEFLVGIWDGIVQWASEAWNSISESTSAVWNSIKE
                     FLIGIWNGIVEFVVTWGTAILEAYVGIWTSIFNFCMEIWNGIVEYLTSVLQGIATFFT
                     EIWTSISTFFQETWNGLVAFITPILQGIADFFSMIWNGISTVIQTVWNFITQYLQAIW
                     TAILYFATPLFESIKNFISECWNTISSTTSFVWETIKNFLVSCWNGLVAFVMPIFEQI
                     KSWIISVWDTISSATMTVWNAVKNFLQSCWNGLVAFVTPIFNSIKDWIINTWNTISST
                     TSAVWNTIKSFLSGLWNSIVSTASSVFNNIKEAISTVWNMISSTSSSIWNGIKSTLSN
                     IWEGIKSTASSVWNGLKDAIMTPVRWVTNAVSGAFEGMKSAVLGVWDGIKSGIRTAIN
                     GIIRIINKFIDGFNTPAELLNNIPGVSAPTIPHVPMLAKGGKPVGDGSFITGEAGPEL
                     FTKKGNSITVTPLSSKEKSLGITGTMNQLMGDMSRMMASSMSQLAGLKSVMSGVYGSM
                     SNSRQAMAGNIANQVFNYSSGQTGGNELIPAQGGDLVIEVPVILDGRDLARGTFRYTK
                     EYQEREEKRNSDF"
     gene            complement(3471399..3472646)
                     /locus_tag="BA_3775"
                     /old_locus_tag="BA3775"
                     /db_xref="Pathema:BA_3775"
     CDS             complement(3471399..3472646)
                     /locus_tag="BA_3775"
                     /old_locus_tag="BA3775"
                     /note="identified by similarity to GP:16415090"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27517.1"
                     /db_xref="Pathema:BA_3775"
                     /translation="MAGGRIKGISISIDGETTGLQNALKDVNKRSNDLTKELKDVERL
                     LKFDPGNIEALAQKQQLLTQQIENTTQKLDKLKAAEQQVQAQFQNGKISEEQYRAFRR
                     EIEFTEGSLNGLKNKLGNMKAEQDSVASSTRQLETLFSATGKSVDDFAGALGNRLVNA
                     IRSGTATSKQLDQAIGIIGREALGTEADIEKLQRALRSVDAGNTIQQVQNELRDLQQE
                     AGKTEKKFEGLKIGLENVIGGLAAGGGIATAIEKAMDMSSLQTKIDITFDVPESSKKS
                     VEEAIRGVSTYGIDAEEALEGVRRQWALNKDASDETNAAVVKGAATIAASYAGIDFNE
                     LIQETNEIGATLGITNEEALGLVNTLLKTGFPPEQLDIIAEYGDQMVQAGFSAKEVQG
                     ILSAGVDTKSWNIDNLLDEKLSL"
     gene            complement(3472662..3472823)
                     /locus_tag="BA_3776"
                     /old_locus_tag="BA3776"
                     /db_xref="Pathema:BA_3776"
     CDS             complement(3472662..3472823)
                     /locus_tag="BA_3776"
                     /old_locus_tag="BA3776"
                     /note="identified by similarity to OMNI:NTL01LL1063"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27518.1"
                     /db_xref="Pathema:BA_3776"
                     /translation="MFLALCYKAKLTSWDLEVMTIGDCFDYIAEFAEMENPDKEKTRK
                     ANQKDFDSF"
     gene            complement(3472867..3473238)
                     /locus_tag="BA_3777"
                     /old_locus_tag="BA3777"
                     /db_xref="Pathema:BA_3777"
     CDS             complement(3472867..3473238)
                     /locus_tag="BA_3777"
                     /old_locus_tag="BA3777"
                     /note="identified by similarity to GP:16415092"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27519.1"
                     /db_xref="Pathema:BA_3777"
                     /translation="MEKTIVIDGKQVRLKSTVATVKRYKAQFRRDLFADMMALGAIGT
                     FTPQDGSQPSIDLSNVDLKKIDFEVIYDLVWLYAKTADPNLPDPITWLDGFEEFPIYE
                     IIPEINDMIQSTMGAKKTKEK"
     gene            complement(3473243..3473836)
                     /locus_tag="BA_3778"
                     /old_locus_tag="BA3778"
                     /db_xref="Pathema:BA_3778"
     CDS             complement(3473243..3473836)
                     /locus_tag="BA_3778"
                     /old_locus_tag="BA3778"
                     /note="identified by match to protein family HMM
                     TIGR01603"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa01, major tail
                     protein"
                     /protein_id="AAP27520.1"
                     /db_xref="Pathema:BA_3778"
                     /translation="MSENKVSFGLKNVHYATYETKDGVVTFGTPIPLPGAVELTNEPR
                     GDLIEFYADDMLYYSADNNQGYEGTLNIALLPEQFAIDALGEQLDETDGVLNELADAK
                     GKPFALLFEFDGDVKATRHVMYNCSASRPNISSKSKTNSAEPNTNELKFVASPIILAT
                     GGRPMVKTKTTSKTTPAIHDNWYKKVYVKTPTAPKGA"
     gene            complement(3473837..3474166)
                     /locus_tag="BA_3779"
                     /old_locus_tag="BA3779"
                     /db_xref="Pathema:BA_3779"
     CDS             complement(3473837..3474166)
                     /locus_tag="BA_3779"
                     /old_locus_tag="BA3779"
                     /note="identified by similarity to GP:16415094"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27521.1"
                     /db_xref="Pathema:BA_3779"
                     /translation="MTLGELKKILDATGYPVAYSHFTATPTNPVPVPPYICFLVDGSA
                     NLMADNKVYHKINNLSIELYTNKKDLIAEANLEKILDNYELPYESYEVFIETENLFQK
                     NYETRLI"
     gene            complement(3474163..3474519)
                     /locus_tag="BA_3780"
                     /old_locus_tag="BA3780"
                     /db_xref="Pathema:BA_3780"
     CDS             complement(3474163..3474519)
                     /locus_tag="BA_3780"
                     /old_locus_tag="BA3780"
                     /note="identified by similarity to GP:12723997"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27522.1"
                     /db_xref="Pathema:BA_3780"
                     /translation="MSNIDTLASDIARELQRYANLVEEDIEDAKEKVATNLVNELKQK
                     SPKKTGKYGKGWRKKKDGSAIIVYNALKPQLTHLLEKGHAKANGGRVAAKVHIAPAEE
                     KAINELIERVERAIQQ"
     gene            complement(3474512..3474811)
                     /locus_tag="BA_3781"
                     /old_locus_tag="BA3781"
                     /db_xref="Pathema:BA_3781"
     CDS             complement(3474512..3474811)
                     /locus_tag="BA_3781"
                     /old_locus_tag="BA3781"
                     /note="identified by match to protein family HMM
                     TIGR01563"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27523.1"
                     /db_xref="Pathema:BA_3781"
                     /translation="MNDILLFPVITITKDELGQVEEDEVFSRQVFCKRKSVPQSEFFQ
                     AGQSNIKASHILIVHVWDYQDERKVKYRDKEYSIYRTYERDDEKIELYCEVKAGV"
     gene            complement(3474808..3475086)
                     /locus_tag="BA_3782"
                     /old_locus_tag="BA3782"
                     /db_xref="Pathema:BA_3782"
     CDS             complement(3474808..3475086)
                     /locus_tag="BA_3782"
                     /old_locus_tag="BA3782"
                     /note="identified by similarity to EGAD:98931; match to
                     protein family HMM TIGR01560"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27524.1"
                     /db_xref="Pathema:BA_3782"
                     /translation="MNMMLDVVKKAVRISHSALDDELEDLIEASRYDLKLSGVSHLKA
                     NDDTDPLIKRAIITYVKANFISDAKEAERFLASYNMLKNHLTLAGDYK"
     gene            complement(3475083..3475373)
                     /locus_tag="BA_3783"
                     /old_locus_tag="BA3783"
                     /db_xref="Pathema:BA_3783"
     CDS             complement(3475083..3475373)
                     /locus_tag="BA_3783"
                     /old_locus_tag="BA3783"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27525.1"
                     /db_xref="Pathema:BA_3783"
                     /translation="MSGKPLNKYVVKRAFRDKFTFVHYSVADSYESNDAERVMYLQDE
                     GFLNKERIIEKQEGSKGPVHVGGGYYELPNGEKIKGKDAALEALKQLEQVGE"
     gene            complement(3475410..3476573)
                     /locus_tag="BA_3784"
                     /old_locus_tag="BA3784"
                     /db_xref="Pathema:BA_3784"
     CDS             complement(3475410..3476573)
                     /locus_tag="BA_3784"
                     /old_locus_tag="BA3784"
                     /codon_start=1
                     /transl_table=11
                     /product="putative phage major capsid protein"
                     /protein_id="AAP27526.1"
                     /db_xref="Pathema:BA_3784"
                     /translation="MKTLQEILTRKSEIRSMLQSDKEVDLAALETELRDLEETQKQIE
                     TRQRLLKEAEEINNNQMPEIRTVETFNNEPQKQDVELETSEKRGQALMENRAVTVGSG
                     NVVLPKHSATDIRPTFNEVSTLIDRVSSKTLKGGESYQQPYIKSYGEGDYTTEGNDYN
                     TSETTFGYADITKAKVTAYSEDTEELQKLPAADYDAEVMKGITVATRKKLTREILIGT
                     GATNRLVGIFSAAATAIDSETDLEISAIDASTLDEIIYSYGGDEDVEDAAVLILNKLD
                     LKSFAKLRTSDGKKVYNVVSQGNSGTIDGVPFIINSACKAVSDAKTTAGQYSMAYGPL
                     SNYQLTIFSDMDVQRSTDFKFKQGMIAHRGSVFAGGNVISKNGFLRVKKAATV"
     gene            complement(3476587..3477171)
                     /locus_tag="BA_3785"
                     /old_locus_tag="BA3785"
                     /db_xref="Pathema:BA_3785"
     CDS             complement(3476587..3477171)
                     /locus_tag="BA_3785"
                     /old_locus_tag="BA3785"
                     /note="identified by match to protein family HMM PF04586;
                     match to protein family HMM TIGR01543"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa01, prohead protease"
                     /protein_id="AAP27527.1"
                     /db_xref="Pathema:BA_3785"
                     /translation="MNKTEKRELLSSALEIRELENGLRTISGYAVKWEMKSVTMGYWQ
                     RFKEQFKKGAFTESLTQDDQLALWSHDTSQVLGRTKNGTLRLFEDEIGLRFELDLANT
                     TLGNDTYETIKRGDVDGVSFGFQMVKEEWDESDPDNVVRSVTKAKLLEISPVAFPAYP
                     DSQVSARSHDPYKQFVKERNQKELRKKLILKTYL"
     gene            complement(3477137..3478348)
                     /locus_tag="BA_3786"
                     /old_locus_tag="BA3786"
                     /db_xref="Pathema:BA_3786"
     CDS             complement(3477137..3478348)
                     /locus_tag="BA_3786"
                     /old_locus_tag="BA3786"
                     /note="identified by similarity to OMNI:SA0368; match to
                     protein family HMM PF04860; match to protein family HMM
                     TIGR01537"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27528.1"
                     /db_xref="Pathema:BA_3786"
                     /translation="MGLFDKIFGKKQAPTTTRFEMINDNGGGFFAWNGDIYQSDIIRA
                     CIRPKAKAVGKLIAKHIRDNSTEFKVNPDSYMRFLLEEPNPLMTGQMFQEKMAVQLEL
                     NHNAFAYIKRDDFGYPTEIYPIPCTTVEVVEGAQGDIFLKFYFKNGKQMTIPYTDIIH
                     LRKDFNDNDFFGEHPGNALAQLMEIVTTTDQGIVKAIKNSAVVKWILKFKSVLKQEDI
                     DSQVKNFVNNYLNISNDGGAASSDPRYDLEQVKPEAFVPDSKQMQETVQRIYNFFNTN
                     EKIIQSKYNEDEWNAYYESEIEPFAMQLAGEFTRKLFSRRERGFGNRIIFESSSLQYA
                     SMGTKMNLVQMVDRGSLTPNEWRAILSLGPIEGGDKPIRRLDTALVKEGNVTDEGGDD
                     NEQDGKEGATE"
     gene            complement(3478364..3480052)
                     /locus_tag="BA_3787"
                     /old_locus_tag="BA3787"
                     /db_xref="Pathema:BA_3787"
     CDS             complement(3478364..3480052)
                     /locus_tag="BA_3787"
                     /old_locus_tag="BA3787"
                     /note="identified by match to protein family HMM PF03354"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa01, terminase, large
                     subunit"
                     /protein_id="AAP27529.1"
                     /db_xref="Pathema:BA_3787"
                     /translation="MRIQYLLSYNPIIEYYSLIESGKEIVSEKVRRIYKKLVSDIDDK
                     ESIYEYDSKKANHAIEFIENFCKHSKGKWGGKPIVLEVWQKAFIAAAFGFVHGIDGTR
                     KYREVLLVVARKNGKSTVGSGIGLYLQIADGEPGSEVYAVATKKDQAKLVWLESKRMV
                     KKSPALLKRIKPLVSEMVSEWNDSTFKPLGSDSETLDGLNVHGAMMDEIHAWKDKNLY
                     DVIVDGTSSREQPMIFMITTAGTVRESVYDMKYEEAEMLLNGLDDPDGYKDDRFLPII
                     YELDKREEWTDPSKWKKANPGLGSIKKIDQLETKVNKAKANSLLVKNLLTKDFNIRET
                     STEAWLTFEQLNNPETFDIEKLKPSYGIGGCDLSSTTDLTAAKVIFMVPEDPHIYVKQ
                     MYWLPEDLLEQRSKEDKIPYNLWHEQGILRTTPGNSVHYKFVTKWFLEIRDEYGIYLP
                     WIGYDKWSAKYWVEEMEGYFGKESMIPIAQGKQTLSSPMKLLGADLESKLINYNNHTI
                     DKWCLSNTAIDVDKNLNIQPNKTKNQRRRIDGTAALLNAYVVLQEKRNDYLNMI"
     gene            complement(3480049..3480420)
                     /locus_tag="BA_3788"
                     /old_locus_tag="BA3788"
                     /db_xref="Pathema:BA_3788"
     CDS             complement(3480049..3480420)
                     /locus_tag="BA_3788"
                     /old_locus_tag="BA3788"
                     /note="identified by similarity to OMNI:NTL01SA1848"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27530.1"
                     /db_xref="Pathema:BA_3788"
                     /translation="MAIKKELTKEERVNKEITRLRRIYKEMPKDTLLVVEGLIVEAAD
                     LRVRLEDVRKDLDENGYDEMFSQSENQEPYERERPAARRYIAMNKSYQTIMKQLGDYI
                     PKKTVESKEKDDGFDDFVMNK"
     gene            complement(3480586..3480711)
                     /locus_tag="BA_3789"
                     /old_locus_tag="BA3789"
                     /db_xref="Pathema:BA_3789"
     CDS             complement(3480586..3480711)
                     /locus_tag="BA_3789"
                     /old_locus_tag="BA3789"
                     /note="identified by similarity to GP:15024876"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27531.1"
                     /db_xref="Pathema:BA_3789"
                     /translation="MSFHNLELLCQDCHNREHHEKNSPVVEGVMFDENGDLIQKE"
     gene            3481213..3481374
                     /locus_tag="BA_3791"
                     /old_locus_tag="BA3791"
                     /db_xref="Pathema:BA_3791"
     CDS             3481213..3481374
                     /locus_tag="BA_3791"
                     /old_locus_tag="BA3791"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27532.1"
                     /db_xref="Pathema:BA_3791"
                     /translation="MDILDILDKVSGISSFILAIYILLKESKEEKNKRPQRKGSSRPS
                     RKPKRRKRK"
     gene            3481646..3482068
                     /locus_tag="BA_3792"
                     /old_locus_tag="BA3792"
                     /db_xref="Pathema:BA_3792"
     CDS             3481646..3482068
                     /locus_tag="BA_3792"
                     /old_locus_tag="BA3792"
                     /note="identified by similarity to GP:4126654; match to
                     protein family HMM PF03681"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27533.1"
                     /db_xref="Pathema:BA_3792"
                     /translation="MSTYQDRYIYPSIFDFSNEQVTVTFPDLTDCHANGNNYEDAFEM
                     AKKTLATHLYEIEENKGTIPPASNPTSIQTKDNQVIGLMEVWMPPFRSEIENKAVKKT
                     LTIPHWLDKMGKANNVNYSQVLQDALKKHLGVTENKNV"
     gene            complement(3482155..3482580)
                     /locus_tag="BA_3793"
                     /old_locus_tag="BA3793"
                     /db_xref="Pathema:BA_3793"
     CDS             complement(3482155..3482580)
                     /locus_tag="BA_3793"
                     /old_locus_tag="BA3793"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27534.1"
                     /db_xref="Pathema:BA_3793"
                     /translation="MRKLRKDIKVIAQLVIFLAVFTLIAVVFNAIGNMEMLVGMIQET
                     SKLGITIIIGLIGIAIACIAFQSLEARKENKNFYMNYLTLMLIALLFLLTIFWFPYLP
                     IDSNKYMYYFIFIVYFLFGTVLLGLSLIGTHKIIKKAFE"
     gene            complement(3482701..3482979)
                     /locus_tag="BA_3795"
                     /old_locus_tag="BA3795"
                     /db_xref="Pathema:BA_3795"
     CDS             complement(3482701..3482979)
                     /locus_tag="BA_3795"
                     /old_locus_tag="BA3795"
                     /note="identified by similarity to OMNI:NTL01BH3467"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27535.1"
                     /db_xref="Pathema:BA_3795"
                     /translation="MGFLKKKEVNKVYKFEDKEQLLSFLHDEVLTTPEVMDVLGISKA
                     RISKMIKDGKLVPFKKMERVSLFLREDIEEKKKELEVLRSKYRPYEEE"
     gene            complement(3482948..3483145)
                     /locus_tag="BA_3796"
                     /old_locus_tag="BA3796"
                     /db_xref="Pathema:BA_3796"
     CDS             complement(3482948..3483145)
                     /locus_tag="BA_3796"
                     /old_locus_tag="BA3796"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27536.1"
                     /db_xref="Pathema:BA_3796"
                     /translation="MKKTSNSSNFLIIFVTLFYFAYFRDSVEASIFKTVLDIVLIILL
                     VLYIINTSLRLYGIFKEKRGE"
     gene            complement(3483548..3484375)
                     /locus_tag="BA_3798"
                     /old_locus_tag="BA3798"
                     /db_xref="Pathema:BA_3798"
     CDS             complement(3483548..3484375)
                     /locus_tag="BA_3798"
                     /old_locus_tag="BA3798"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27537.1"
                     /db_xref="Pathema:BA_3798"
                     /translation="MKDIKIGCFYFRQISRKMGINLKEWIQSNWKKVIGILVIAVATP
                     NIIGGLLNIPGGNLTIGDENAWVSFYGSYTGGIIGGIVALIIASTQLINERKKNKESQ
                     RSFLSAAKVDMNLSETKNVGRKKKGRIVLTEAYERLIGTEFETTYYSIIRYDGPDIIM
                     NCEFNIVVGDSSNFETTDTITVWVDFFEKDEEILIPLCSTKFKKDQQGTKEEQEDFRR
                     TPFVKEIQALYETLGGEKMRFYQSEIESERGHYVVGDKEITILRHDIQYTKFAQRGE"
     gene            complement(3484439..3485422)
                     /locus_tag="BA_3799"
                     /old_locus_tag="BA3799"
                     /db_xref="Pathema:BA_3799"
     CDS             complement(3484439..3485422)
                     /locus_tag="BA_3799"
                     /old_locus_tag="BA3799"
                     /note="identified by similarity to GP:5139577"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27538.1"
                     /db_xref="Pathema:BA_3799"
                     /translation="MYNVILQPTGNKVAKFNFQSTMRNGIEFEKIKPFLQQEDANNLS
                     AIYKGNLIRVWGITPSPQKIKQWEKIQRGDITLFSANKQIFASATIAYKVHNLELAKH
                     LWGETDSGESWEYIYFLDEIKHQAISLSVFNRLLDYEEGNLIQGFRVLDQEKSNIIMS
                     AFDLYSSSYAPISTKEETKKNIKDIIGDLEQSASLDSEIKGKARKEQGILRGYLFNDK
                     KTCNCGICGKEYPIDLLVAAHIKKRAFCSIEERLDIENIAIPMCKFGCDDLFEKGYIT
                     VLNGEIISLVNKDNLPDSVREYIESLQGKECLKWNKDNAEYFEWHLNYHKK"
     gene            complement(3485455..3485787)
                     /locus_tag="BA_3800"
                     /old_locus_tag="BA3800"
                     /db_xref="Pathema:BA_3800"
     CDS             complement(3485455..3485787)
                     /locus_tag="BA_3800"
                     /old_locus_tag="BA3800"
                     /note="identified by similarity to GP:10644760; match to
                     protein family HMM PF03819"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27539.1"
                     /db_xref="Pathema:BA_3800"
                     /translation="MNQNTIKEILKFRDDRDWKQFHNSKDLAISLSLEASELLENFQW
                     KSSEDAIEQNLENIKDELADVLIYSILLADQMNVDIEELIQNKIEKNQRKYPVEKSFG
                     SNKKYNEL"
     gene            3485928..3486563
                     /locus_tag="BA_3801"
                     /old_locus_tag="BA3801"
                     /db_xref="Pathema:BA_3801"
     CDS             3485928..3486563
                     /locus_tag="BA_3801"
                     /old_locus_tag="BA3801"
                     /note="identified by similarity to GP:18148906; match to
                     protein family HMM PF01844"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27540.1"
                     /db_xref="Pathema:BA_3801"
                     /translation="MANNNPWLSEIIEILTELGGAGTLSQIKTKVMERNKIDLSKYQH
                     EQSIGAQIRKTIYYHSSECDIYKGEQDLFYAVNGKGNGCWGLRDFDNNTDWELIDLEE
                     EFSEGKQILRTHLSYERNNKVIKRAKEHFKQKHGGKIFCEICGFDFHKIYGELGKDFI
                     EGHHTIPVSQLKEGEKTRIEDIIMVCSNCHRMLHRTKFVLTKEDLYSIIQK"
     gene            complement(3486883..3488022)
                     /locus_tag="BA_3802"
                     /old_locus_tag="BA3802"
                     /db_xref="Pathema:BA_3802"
     CDS             complement(3486883..3488022)
                     /locus_tag="BA_3802"
                     /old_locus_tag="BA3802"
                     /note="identified by similarity to GP:17135733"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27541.1"
                     /db_xref="Pathema:BA_3802"
                     /translation="MKSKMEVTAIQFKKMEDPLGRSTKKKYICYVNVNDVPKDIPMAT
                     NPREQKLTKSVPKQIEDSLLSDDGEFHLKNRGIVISAKKVEYNTQTKKMTLLFDDFYE
                     HGNIDGGHTYKVILKHQGKGLQQYVQFEIMVGVEDIIEPLAAARNTSTQVDEKSIAEL
                     EGKFAPIKDSIGGMPFYNRVAFKQNQHSDRRGVKVIDAREIVAIMTMFNIDSYGPDTH
                     PTASYSSKAKVLSEYLKDQSEFEKMHNIAPDMFDLYSKIEMDFPVAYNATGGKYGAKK
                     FSGYKEGNVVAKLKFGDEPLEYKVPDGLVYPILSAFRALVTLDEKTNMYRWVKDPFDV
                     YEEIRVQLASKIMKFTESIGNNPNAVGKDTNAWDMMYMTVERYVK"
     gene            complement(3488171..3488674)
                     /locus_tag="BA_3803"
                     /old_locus_tag="BA3803"
                     /db_xref="Pathema:BA_3803"
     CDS             complement(3488171..3488674)
                     /locus_tag="BA_3803"
                     /old_locus_tag="BA3803"
                     /note="identified by similarity to SP:P39784; match to
                     protein family HMM PF04545; match to protein family HMM
                     PF04967; match to protein family HMM PF08281; match to
                     protein family HMM TIGR02937"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa01, positive control
                     factor Xpf"
                     /protein_id="AAP27542.1"
                     /db_xref="Pathema:BA_3803"
                     /translation="MQDLIKQYNTTLRQLREAQKDAKEEDVKVLTDMISDITYSLEWM
                     KKARRPGNRRGVERLAAYQRERACDPLLMQRYFRSMDDNLYEWDNHQQEHSIGEWDKV
                     RLEDALSLLTEREKEVYLMSRGYCLTYREIARYLDITCSTVQSMIERAEKKIARQVNE
                     SLFCNCG"
     gene            complement(3489243..3489806)
                     /locus_tag="BA_3804"
                     /old_locus_tag="BA3804"
                     /db_xref="Pathema:BA_3804"
     CDS             complement(3489243..3489806)
                     /locus_tag="BA_3804"
                     /old_locus_tag="BA3804"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27543.1"
                     /db_xref="Pathema:BA_3804"
                     /translation="MLTIIGFNLSLIVIFLIIYFVLWSFASRNLFFNLTSFFMLAIVV
                     APIILSILNIVWIIKNDLSIWSYLIPVFYISIPIVKIFLEEKEQKRDDELYENYTPQL
                     RLVINSFFSELSIENDEEDIFIVKLDNKRNNKYVFKVIINLEDVQYNKDFLVKKLNNI
                     LRDEIPDIGTEIYINVNQDMQKKVDLL"
     gene            complement(3489827..3492457)
                     /locus_tag="BA_3805"
                     /old_locus_tag="BA3805"
                     /db_xref="Pathema:BA_3805"
     CDS             complement(3489827..3492457)
                     /locus_tag="BA_3805"
                     /old_locus_tag="BA3805"
                     /note="identified by match to protein family HMM PF02450"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa01, acyltransferase"
                     /protein_id="AAP27544.1"
                     /db_xref="Pathema:BA_3805"
                     /translation="MPQENEHVKPNKQIIIIPGIMGSKLKEQQLTIWIPHIKSTFSRE
                     FNLHEKLKLKQKKNHFDASTGILGPFYGRLKSVLQDYAKHVDEFFYDWRLGNQYHLER
                     LKKLIKTDVDEVIIVAHSMGGLIAKACLNEFASEGLNQKISKVITMGTPWAGAPTAYK
                     ALKHGAGIPKDWFPVMMSAEKTKDLARTFESVYQLLPNINYYQEYDEECKLAFTEYNG
                     KSIKSWEDIYSDIYKPLLKDKDFDFVEGFNHFQNLIKGDMNVEHHEIIGYGKGTYCSF
                     KRDKKEKTKAIFGDGDGTVPLTSAKSESSIKYYVDRGHQFLPNDSVVLDIVKCIVHGE
                     DPKQTDDFLVYKKFLDDYTSDFNAKVIKVACPVLVTLSDENNDILYGSTERFLNEEDL
                     IGEHLEREDIDITYLDDTMYILLPYKNDQELKQKKLDKIQIEAYDEGATSITIEEYKD
                     GKITEINSFDSFIIDQNKTAEFTIPVDSSESRLVIKENETVDIRKPKNVKKVNVDELK
                     LPETKISIQSNKQRKINDKMYTYVVGGEVLLSVNNILEGTYPVTDTYYSINDGKFNLI
                     FTNDLVKLKLNEGKNVLNVFSTDSAGNAEATKTYTLYYVKNVIPKIVMRFYPKSYKLE
                     YEQINQEMYKDLKLNPPKVSFSVEPKDGMTESLQMVSYREIERNIKIEYANIFNDKEI
                     LESKIDEKLMLSILGAQGTEEDLNKILNDIGIREPFDVRITKKDEKGTPKTIQTKYIR
                     KAKEIIINHEIFFIEIVRDSSHAVSFQNLSEDIKIDEIDQHVFKFKVLDENVEIKNLT
                     IQSEINMIFKNGEKVTIPLVNHFDTKDDNYHVLLNVKDLKKHLNQFWSKDALSKIDLI
                     IEEIVKGKNKLLRVQPITIR"
     gene            complement(3492811..3493059)
                     /locus_tag="BA_3806"
                     /old_locus_tag="BA3806"
                     /db_xref="Pathema:BA_3806"
     CDS             complement(3492811..3493059)
                     /locus_tag="BA_3806"
                     /old_locus_tag="BA3806"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27545.1"
                     /db_xref="Pathema:BA_3806"
                     /translation="MGQVVRELYSPSEQYKVEIIKRKDGLYTTEVYRWMEDCGYEFWS
                     SINQGFSLIDNEEHARKIAIEQLKGCSREKINTNVLKD"
     gene            complement(3493241..3494278)
                     /locus_tag="BA_3807"
                     /old_locus_tag="BA3807"
                     /db_xref="Pathema:BA_3807"
     CDS             complement(3493241..3494278)
                     /locus_tag="BA_3807"
                     /old_locus_tag="BA3807"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27546.1"
                     /db_xref="Pathema:BA_3807"
                     /translation="MNYYNYPSYYPFYAYNPMCIDARINCYYPNFYNDGYYPNSFNSF
                     YPSYEIVDKGFRQISCEEASRINASMDYVGHTMGNQGFAGGVPNFHQAKRGDGELVYG
                     TIIFKREAVDYKDVLKSEFGDIDRRDVGAMMRAASSYATKQGYAAGIPTFHIGPNVYG
                     IILFKPGTAETVDITADELGNPGDVGGLFRAVSSYAAAFPNFHQRRREDGVLVYGVVL
                     FKTGNAEVRDVLAKDLNLPKYYNDFGCPISPPPPDVMKEFQIVAAYHHKLVLVVKYPA
                     NVQYQIERNLERCVQQAISAAAASIVVTWYLSPAATISAISPIIQYTLISCLGNELGN
                     LIDIRIVHRRY"
     gene            complement(3494510..3494749)
                     /locus_tag="BA_3809"
                     /old_locus_tag="BA3809"
                     /db_xref="Pathema:BA_3809"
     CDS             complement(3494510..3494749)
                     /locus_tag="BA_3809"
                     /old_locus_tag="BA3809"
                     /note="identified by similarity to EGAD:57292"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27547.1"
                     /db_xref="Pathema:BA_3809"
                     /translation="MITFVGVLLTIKFTREESRREKLPEKINNIEECLDYIEDKLNEI
                     EILTRVDMEEALCKRSFERTTQLFTIDDNYVNERK"
     gene            complement(3494960..3495286)
                     /locus_tag="BA_3810"
                     /old_locus_tag="BA3810"
                     /db_xref="Pathema:BA_3810"
     CDS             complement(3494960..3495286)
                     /locus_tag="BA_3810"
                     /old_locus_tag="BA3810"
                     /note="identified by similarity to OMNI:NTL01BH1294"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27548.1"
                     /db_xref="Pathema:BA_3810"
                     /translation="MREIKIPQLNENATKKKVLIAFAIYRSFIKNKNKTKDRIDYIND
                     MNVALQKLVNKEDKKIIQEYMLREKVNRFRVIRELNISEGSYYRIRNKAFYNFAYVFG
                     IAVEKE"
     gene            complement(3495318..3495602)
                     /locus_tag="BA_3811"
                     /old_locus_tag="BA3811"
                     /db_xref="Pathema:BA_3811"
     CDS             complement(3495318..3495602)
                     /locus_tag="BA_3811"
                     /old_locus_tag="BA3811"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27549.1"
                     /db_xref="Pathema:BA_3811"
                     /translation="MGKSQRNKGMRREREFASLIGGARVPLSGAMDGYSNDVKGLGLE
                     WEVKARKEGFKTLYNWLEDEREQPDALAIKADRKPWLVVMPLDTFLKMVK"
     gene            3495703..3495867
                     /locus_tag="BA_3812"
                     /old_locus_tag="BA3812"
                     /db_xref="Pathema:BA_3812"
     CDS             3495703..3495867
                     /locus_tag="BA_3812"
                     /old_locus_tag="BA3812"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27550.1"
                     /db_xref="Pathema:BA_3812"
                     /translation="MTDTIRIILFTLVGISAVFSVIKEFQKPEKNKFWITFESLILIG
                     AAWMLIGLIM"
     gene            complement(3495997..3496755)
                     /locus_tag="BA_3813"
                     /old_locus_tag="BA3813"
                     /db_xref="Pathema:BA_3813"
     CDS             complement(3495997..3496755)
                     /locus_tag="BA_3813"
                     /old_locus_tag="BA3813"
                     /note="identified by similarity to OMNI:NTL01HS01021;
                     match to protein family HMM PF02511; match to protein
                     family HMM TIGR02170"
                     /codon_start=1
                     /transl_table=11
                     /product="prophage LambdaBa01, thymidylate
                     synthase-complementing protein"
                     /protein_id="AAP27551.1"
                     /db_xref="Pathema:BA_3813"
                     /translation="MDVKLLAHTQLSEEFVNYLSVVFGIGDEGFDPTHGQVVALSAIR
                     TCYSPNKPSRIVSLEGEKYFKGKATDGKGGKEVDRLIRHIVGSGHASTLEHLTYTFAV
                     EGVSRALLAQLTRHRVGFSYSVQSQRYVRMGSNDKIGGFDYVVPETVKAKGEQVVNAY
                     NEMMYKLQSGYDLLRTLGIPAEDARSVLPNAAATNLVLTVNLRGLLDFYNKRRKGKGA
                     QAEIAELAEQLRQEVVKVEKWVDEFFWKWKVTEV"
     gene            complement(3496987..3497766)
                     /locus_tag="BA_3814"
                     /old_locus_tag="BA3814"
                     /db_xref="Pathema:BA_3814"
     CDS             complement(3496987..3497766)
                     /locus_tag="BA_3814"
                     /old_locus_tag="BA3814"
                     /note="identified by match to protein family HMM PF00145"
                     /codon_start=1
                     /transl_table=11
                     /product="prophage LambdaBa01, C-5 cytosine-specific DNA
                     methylase family protein"
                     /protein_id="AAP27552.1"
                     /db_xref="Pathema:BA_3814"
                     /translation="MYRSKESGLKMLDLCSGIAGISMAADWAGIDTAAFCEIEEFNQK
                     VLRKNYPNIPIFPDLYKLMKQSLIDGGVDVDSIGVISAGYPCQGESLVGKRRGAEDER
                     WLWPEVFRLIKELRPTWFVGENVAGHVTMGLDTVLSDLEEENYSTRTFVFPAVSVGAP
                     HQRYRTFIVGHSNDKSKLQTDPRVVPFRSKWETWENTTGINRGTLSGTYWEENKPAIC
                     GMDDGTATRLDEDRLRFLGNAVVPQQIYPIFEAIAKIEGLL"
     gene            complement(3497781..3498353)
                     /locus_tag="BA_3815"
                     /old_locus_tag="BA3815"
                     /db_xref="Pathema:BA_3815"
     CDS             complement(3497781..3498353)
                     /locus_tag="BA_3815"
                     /old_locus_tag="BA3815"
                     /note="identified by similarity to OMNI:NTL01BH3136; match
                     to protein family HMM PF08761"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27553.1"
                     /db_xref="Pathema:BA_3815"
                     /translation="MIQLHTITSEEKKQNFDITELFEMQKELDKRIGYKGNDKMDMLF
                     RALLVEISEAWNETRAFKMWSTGFGVPKNGLLEELIDGLHFLMNIVIELDKCTWRHEL
                     IPSFSMQSIMRKDTSNVNMLFEWYMQDVLTAKRAWCQYRDLTTTMGHLRRAFGIFFRI
                     CYLYGFTYEDVIDSYKEKNAENFERQENGY"
     gene            complement(3498573..3499202)
                     /locus_tag="BA_3816"
                     /old_locus_tag="BA3816"
                     /db_xref="Pathema:BA_3816"
     CDS             complement(3498573..3499202)
                     /locus_tag="BA_3816"
                     /old_locus_tag="BA3816"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27554.1"
                     /db_xref="Pathema:BA_3816"
                     /translation="MKTYTGFEAIERMKTNWIKEKNDFFAHTLKKGKHEVFGISSQRI
                     VPSAIGMNFFFENEFVDYEKPLNLEYGEMFVMESSNGKWYGILKEETQTKYYLIMGLK
                     VGEYRFYENGCSFKRYQGRTFRKATDEELEEFERFMVFYKKDRKMDEFKLGDICERED
                     VLYKVVVQTEDNKFEGVLGCVAINEKDTPVKYFPVKSMELQFCVEDMVG"
     gene            complement(3499199..3499369)
                     /locus_tag="BA_3817"
                     /old_locus_tag="BA3817"
                     /db_xref="Pathema:BA_3817"
     CDS             complement(3499199..3499369)
                     /locus_tag="BA_3817"
                     /old_locus_tag="BA3817"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27555.1"
                     /db_xref="Pathema:BA_3817"
                     /translation="MTITVIRLDVHISSVGSWGMLFTPSPTNNAEWSCEDYKNTTGKR
                     IEEMLKKAKGKQ"
     gene            complement(3499387..3500169)
                     /locus_tag="BA_3818"
                     /old_locus_tag="BA3818"
                     /db_xref="Pathema:BA_3818"
     CDS             complement(3499387..3500169)
                     /locus_tag="BA_3818"
                     /old_locus_tag="BA3818"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27556.2"
                     /db_xref="Pathema:BA_3818"
                     /translation="MIFLSDTCEVCKKERKRTVRFMKINGEVVCPVCKLAEDNHKLEA
                     EMNVFRDEKEQRKRKSMFYDKSLIKDETIKLARFSTFKSDCEEDEKNYTLAKRALEDY
                     LDDVRFNLILVGKVGAGKSHLAYSIAHEMNENSAGTVLYVSVSELFDYISSTFNGQSE
                     ESEHSIVNLLISADLLVIDDLGAELGDMDAADPKATAFVNRVLFKVFDGRQGKKTIIT
                     TNLTGEAVMKAYDERITSRMFNTYRHIEFKYTRDKRKRKLPF"
     gene            complement(3500153..3500911)
                     /locus_tag="BA_3819"
                     /old_locus_tag="BA3819"
                     /db_xref="Pathema:BA_3819"
     CDS             complement(3500153..3500911)
                     /locus_tag="BA_3819"
                     /old_locus_tag="BA3819"
                     /note="identified by similarity to GP:11138333; match to
                     protein family HMM PF09524; match to protein family HMM
                     TIGR02220"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27557.1"
                     /db_xref="Pathema:BA_3819"
                     /translation="MSNLLIHEEPLLVLPGLASRIGLNEAIFLQQIHYWLNRSKHFYD
                     ERNWVYNSVAEWVKQFPFWSENTIRRIVKNLEDEQLLVIGNYNRAKFDKTKWYSINYE
                     KLRLLESTNDVPNLGRRSTQNGQMDVPNLGKPIPETNTETTSEIKEYIVEIVNYLNDV
                     CGSSYRLTSKKTQTLIKTRLVEGFTVDNFKTVIDTKAKEWLRTEQAKYLRPETLFGTK
                     FEGYLQQGKVEGKHGSSKGNRYSKDPFEEDDLPF"
     gene            complement(3500908..3501180)
                     /locus_tag="BA_3820"
                     /old_locus_tag="BA3820"
                     /db_xref="Pathema:BA_3820"
     CDS             complement(3500908..3501180)
                     /locus_tag="BA_3820"
                     /old_locus_tag="BA3820"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27558.1"
                     /db_xref="Pathema:BA_3820"
                     /translation="MKTIVRDGSMPIALNRSLGTRYLRDKRLSELLKRCRRLENEGFD
                     YLFPIRKVLETIKHRNDENPHLFKGCLVMDRDRGFYYEVVMRKVKR"
     gene            complement(3501194..3501865)
                     /locus_tag="BA_3821"
                     /old_locus_tag="BA3821"
                     /db_xref="Pathema:BA_3821"
     CDS             complement(3501194..3501865)
                     /locus_tag="BA_3821"
                     /old_locus_tag="BA3821"
                     /note="identified by similarity to GP:2924242; match to
                     protein family HMM PF06378"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27559.1"
                     /db_xref="Pathema:BA_3821"
                     /translation="MNEIKNYFAELASIDVSKHVEKKGRFSYLSWSWAVDQLLKKHPD
                     ATWQVVRFDGLPYMKTEVGYFVEVEVTVNNITRSQIHPVLDNYNKPIAKPTSFQINTS
                     IQRCLAKAIALHGLGLYIYSGEDIPQDDEPKQAAKQLDNVPQQEQARQTEIANEQRIK
                     AIHVQIRELSEVYNMPFEETKNTVKQSLGIQTFKGMTVQQASQLQKTITSWLNEAKEK
                     QQQAQ"
     gene            complement(3501862..3502344)
                     /locus_tag="BA_3822"
                     /old_locus_tag="BA3822"
                     /db_xref="Pathema:BA_3822"
     CDS             complement(3501862..3502344)
                     /locus_tag="BA_3822"
                     /old_locus_tag="BA3822"
                     /note="identified by similarity to GP:16411789; match to
                     protein family HMM PF05565"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27560.1"
                     /db_xref="Pathema:BA_3822"
                     /translation="MKLYELTSNFNQLQQMIEDGVDPEVINDTLQSISEAIKDKVQGA
                     ALLIRNIEAQVEVIKGEENRLAERRKSFENSCKNIKDYLYHQMVAVNKKRIKGALITV
                     GIQKNPASLDIAEDAIIPPEYMIPQNPKVDKKALLLAIKNGMKWDGISLKQGESVRIR
                     "
     gene            complement(3502359..3502622)
                     /locus_tag="BA_3823"
                     /old_locus_tag="BA3823"
                     /db_xref="Pathema:BA_3823"
     CDS             complement(3502359..3502622)
                     /locus_tag="BA_3823"
                     /old_locus_tag="BA3823"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27561.1"
                     /db_xref="Pathema:BA_3823"
                     /translation="MLFKRFCINKKKPMAVGSIKKQIQSQYITWGDYVEETIENQLLQ
                     KQVEKAVSSLKLISAKEADICRKLDIDYVITVLTNKPYGSMPF"
     gene            complement(3502594..3502920)
                     /locus_tag="BA_3824"
                     /old_locus_tag="BA3824"
                     /db_xref="Pathema:BA_3824"
     CDS             complement(3502594..3502920)
                     /locus_tag="BA_3824"
                     /old_locus_tag="BA3824"
                     /note="identified by similarity to EGAD:156039"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27562.1"
                     /db_xref="Pathema:BA_3824"
                     /translation="MNLVGIENLVLPEDAELAKSLRNKKENYIKNQFLLTRIASKKNV
                     EGKTKEFYEACKEYEACGEKAKECDKQLKELIFKKKENDRVQHVVERMREVGIKEDVI
                     QKVLYK"
     gene            complement(3502901..3503086)
                     /locus_tag="BA_3825"
                     /old_locus_tag="BA3825"
                     /db_xref="Pathema:BA_3825"
     CDS             complement(3502901..3503086)
                     /locus_tag="BA_3825"
                     /old_locus_tag="BA3825"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27563.1"
                     /db_xref="Pathema:BA_3825"
                     /translation="MGRGKDGLMMFTIDYNNVKVSDYLRLLAQYKLPNKKQRRLIENR
                     FVCLNALFKKAGESSGN"
     gene            complement(3503062..3503328)
                     /locus_tag="BA_3826"
                     /old_locus_tag="BA3826"
                     /db_xref="Pathema:BA_3826"
     CDS             complement(3503062..3503328)
                     /locus_tag="BA_3826"
                     /old_locus_tag="BA3826"
                     /note="identified by similarity to OMNI:NTL01SA1905"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27564.1"
                     /db_xref="Pathema:BA_3826"
                     /translation="MFNVQVDENVVKELCVEEIQKKVKEYDAELAFWDTKELKKRVCM
                     SWNTIQDQFFFDPRFPKFKVGKKWYFPAKQVQAFLVEWAEERMD"
     gene            complement(3503437..3504150)
                     /locus_tag="BA_3827"
                     /old_locus_tag="BA3827"
                     /db_xref="Pathema:BA_3827"
     CDS             complement(3503437..3504150)
                     /locus_tag="BA_3827"
                     /old_locus_tag="BA3827"
                     /note="identified by similarity to OMNI:EF2037; match to
                     protein family HMM PF09669; match to protein family HMM
                     TIGR02681"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27565.1"
                     /db_xref="Pathema:BA_3827"
                     /translation="MVVDEKEESFVKGDQESLVFIKDNKVVTDSLTVAEVLKKQHKHV
                     LRDIKVQMEKLESAGEGEFTESNFGLSFYKDVTGRTLQKIDMTEDAFTILMFSYNTIE
                     TMKIKVRFIEEFKRMRAFIENQSILPTDTFSQIELLATGTSNLNKRVSSLEQVVEKQL
                     TVDYGQQRVIEKTKAKRIYFLWENGHVDSEVHDSTRKLFGLLGRNLKDAFNVNSYRDI
                     LKKDFEEALNFINGWRPMI"
     gene            complement(3504162..3504362)
                     /locus_tag="BA_3828"
                     /old_locus_tag="BA3828"
                     /db_xref="Pathema:BA_3828"
     CDS             complement(3504162..3504362)
                     /locus_tag="BA_3828"
                     /old_locus_tag="BA3828"
                     /note="identified by similarity to GP:15026740"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27566.1"
                     /db_xref="Pathema:BA_3828"
                     /translation="MKYSSFGIEVRKVLLERDLTLTVLASELKISVSYLSDILKGSRK
                     GKKQKKAIVELLGLDMCEEDLK"
     gene            3504638..3505051
                     /locus_tag="BA_3829"
                     /old_locus_tag="BA3829"
                     /db_xref="Pathema:BA_3829"
     CDS             3504638..3505051
                     /locus_tag="BA_3829"
                     /old_locus_tag="BA3829"
                     /note="identified by similarity to GP:4526649"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27567.1"
                     /db_xref="Pathema:BA_3829"
                     /translation="MSLVNTIKNLCKNHDTSISALEKDLEFGNGTIRKWDKAYPSADR
                     LQKVADHFNVTTDFLLGRTNQMHLTTKDEKDIEKRMEEIKRDLQGEDGLMFSGEPMSE
                     EAVESLLDAMEYIVKQTKVINKKYVPKKYRSTDDN"
     gene            3505074..3505502
                     /locus_tag="BA_3830"
                     /old_locus_tag="BA3830"
                     /db_xref="Pathema:BA_3830"
     CDS             3505074..3505502
                     /locus_tag="BA_3830"
                     /old_locus_tag="BA3830"
                     /note="identified by similarity to SP:P10426; match to
                     protein family HMM PF06114"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa01, repressor protein"
                     /protein_id="AAP27568.1"
                     /db_xref="Pathema:BA_3830"
                     /translation="MKFVIRDLVQQLCTKYNTTNPYELADYLKINVLTWDLHEEINGF
                     YKYEKRNRFIVINNHLSPSMQRTVCAHELGHAILHTHANTPFLRKNTFFSVDKLEIEA
                     NTFAALLLIDKKTIQPGDTKACIAYKNDIPVELLEFYKPY"
     gene            3505518..3505685
                     /locus_tag="BA_3831"
                     /old_locus_tag="BA3831"
                     /db_xref="Pathema:BA_3831"
     CDS             3505518..3505685
                     /locus_tag="BA_3831"
                     /old_locus_tag="BA3831"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27569.1"
                     /db_xref="Pathema:BA_3831"
                     /translation="MIIDLNAEREKRKKRTIKQEEFKKIPIVEKIHIVDGEIKYEVSG
                     YKETPVKWLDE"
     gene            3505727..3506871
                     /locus_tag="BA_3832"
                     /note="prophage LambdaBa01, site-specific recombinase,
                     phage integrase family, authentic frameshift; an automated
                     process has identified a potential problem with this gene
                     model; it may contain one or more premature stops and/or
                     frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3832"
     gene            complement(3506986..3508320)
                     /gene="glnA"
                     /locus_tag="BA_3833"
                     /old_locus_tag="BA3833"
                     /db_xref="Pathema:BA_3833"
     CDS             complement(3506986..3508320)
                     /gene="glnA"
                     /locus_tag="BA_3833"
                     /old_locus_tag="BA3833"
                     /EC_number="6.3.1.2"
                     /note="identified by similarity to SP:P12425; match to
                     protein family HMM PF00120; match to protein family HMM
                     PF03951; match to protein family HMM TIGR00653"
                     /codon_start=1
                     /transl_table=11
                     /product="glutamine synthetase, type I"
                     /protein_id="AAP27570.1"
                     /db_xref="Pathema:BA_3833"
                     /translation="MARYTKEDIFRLAKEENVKYIRLQFTDLLGVIKNVEIPVSQLTK
                     ALDNKMMFDGSSIEGFVRIEESDMYLYPDLDTWVIFPWTAEKGKVARLICDIYNADGT
                     PFEGDPRNNLKRVLKEMEALGFSDFNLGPEPEFFLFKVDEKGNPTLELNDNGGYFDLA
                     PMDLGENCRRDIVLELEEMGFEIEASHHEVAPGQHEIDFKYANAIRSCDDIQTFKLVV
                     KTIARKHGLHATFMPKPLYGVNGSGMHCNLSLFKNGENVFFDQNGDLQLSDDARHFIA
                     GILKHAPAFTAVANPTVNSYKRLVPGYEAPCYVAWSAQNRSPLVRIPASRGISTRVEV
                     RSVDPAANPYLVMATLLAAGLDGIKNKLTPPAAVDRNIYVMTKEEREEAGIVDLPATL
                     AQALVTLQSNEVISNALGDHLLEHFIEAKEIEWDIFRTQVHQWERDQYMSLY"
     gene            complement(3508369..3508758)
                     /gene="glnR"
                     /locus_tag="BA_3834"
                     /old_locus_tag="BA3834"
                     /db_xref="Pathema:BA_3834"
     CDS             complement(3508369..3508758)
                     /gene="glnR"
                     /locus_tag="BA_3834"
                     /old_locus_tag="BA3834"
                     /note="identified by similarity to OMNI:NTL01BS01745;
                     match to protein family HMM PF00376"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional repressor GlnR"
                     /protein_id="AAP27571.1"
                     /db_xref="Pathema:BA_3834"
                     /translation="MKEDRRSAPLFPIGIVMDLTQLSARQIRYYEEHNLVSPTRTKGN
                     RRLFSFNDVDKLLEIKDLLDQGLNMAGIKQVLLMKENQTEAVKVKEETKEISKTELRK
                     ILRDELQHTGRFNRTSLRQGDISRFFH"
     gene            complement(3508934..3510205)
                     /locus_tag="BA_3835"
                     /old_locus_tag="BA3835"
                     /db_xref="Pathema:BA_3835"
     CDS             complement(3508934..3510205)
                     /locus_tag="BA_3835"
                     /old_locus_tag="BA3835"
                     /note="identified by similarity to EGAD:108793; match to
                     protein family HMM PF01053; match to protein family HMM
                     PF06838"
                     /codon_start=1
                     /transl_table=11
                     /product="aluminum resistance protein"
                     /protein_id="AAP27572.1"
                     /db_xref="Pathema:BA_3835"
                     /translation="MFDRLKNGEKIAPIVKEVESQITEVHKRADEVIESNQFRVLESF
                     RKHKISDSHFIPTTGYGYDDIGRDTLEKVYADVFGAEAGLVRPQIISGTHAISTALFG
                     ILRPGDELLYITGKPYDTLEEIVGVRGKGVGSFKEYNIGYNAVPLTEEGLVDLGAVAA
                     AIHSNTKMIGIQRSKGYATRPSFTISQIKEMIAFVKEIKPDVVVFVDNCYGEFIEEQE
                     PCHVGADLMAGSLIKNPGGGIVKTGGYIVGKEQYVEACAYRLTSPGIGAEAGASLYSL
                     QEMYQGFFLAPHVAGQALKGAIFTAAFLEKLGMNTSPAWNAPRTDLIQSVQFDDKDRM
                     IAFCQAIQYASPINSHFTPYANYMPGYEDDVIMAAGTFIQGASIELSADGPIRPPYVA
                     YVQGGLTYSHVKIAICSAIDALIEKELLTIS"
     gene            complement(3510198..3510410)
                     /locus_tag="BA_3836"
                     /old_locus_tag="BA3836"
                     /db_xref="Pathema:BA_3836"
     CDS             complement(3510198..3510410)
                     /locus_tag="BA_3836"
                     /old_locus_tag="BA3836"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27573.1"
                     /db_xref="Pathema:BA_3836"
                     /translation="MKEEMNRYQVEIPPSEGKLLTLLKTETLLTKMEFLEDKFVYDCA
                     GYIFAHSSLNVQLKRFLVEEGENKNV"
     gene            complement(3510407..3511468)
                     /locus_tag="BA_3837"
                     /old_locus_tag="BA3837"
                     /db_xref="Pathema:BA_3837"
     CDS             complement(3510407..3511468)
                     /locus_tag="BA_3837"
                     /old_locus_tag="BA3837"
                     /note="identified by similarity to EGAD:108792; match to
                     protein family HMM PF01926; match to protein family HMM
                     TIGR03156"
                     /codon_start=1
                     /transl_table=11
                     /product="GTP-binding protein"
                     /protein_id="AAP27574.2"
                     /db_xref="Pathema:BA_3837"
                     /translation="MEEKEKVILVGCQLPQDDDEKFMHSMKELASLAKTARAELLVST
                     TQKRPKFHPATYIGKGKLEELTMLTEELEPDVIVFNNELTPSQIRNLSSVLDARVIDR
                     TQLILDIFAQRAKSREGKLQVELAQLQYTMPRLMGQGLSLSRLGGGIGTRGPGETKLE
                     TDRRHIRSRIDEIKKQLAVVVEHRKRYRERRKDNKVFQVSLIGYTNAGKSTLFNRLTE
                     ADTFEENLLFATLDPTTRKMPLPSGYTVLLTDTVGFIQDLPTSLIAAFRSTLEEAGEA
                     DVILHVVDSADPNYVGHEKTVKQLLSELEINHIPIITLYNKKDELHQNFIPFPKNDFL
                     MTSAFEEKDLLHIKEAKRK"
     gene            3511561..3512184
                     /locus_tag="BA_3838"
                     /old_locus_tag="BA3838"
                     /db_xref="Pathema:BA_3838"
     CDS             3511561..3512184
                     /locus_tag="BA_3838"
                     /old_locus_tag="BA3838"
                     /note="identified by similarity to EGAD:109041; match to
                     protein family HMM PF03458"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP27575.1"
                     /db_xref="Pathema:BA_3838"
                     /translation="MAWEIFSIIGTIAFALSGAIVAMEEDYDIFGVYILGMATAFGGG
                     ALRNLLIGYPIVAFWQQDMLFQIALLSMTIIFLFPNKLIRHWKKWENITDAIGLSAFA
                     VQGALYAQKLNLPISATIVAAVLTGIGGGIIRDLLARRKPLVLRAEVYAFWTILAGFL
                     IGAQIIVSDWALYTLFILIVCFRMVSIHYKWHLPHRRIDTNERSMHK"
     gene            complement(3512453..3513409)
                     /gene="spoVK"
                     /locus_tag="BA_3839"
                     /old_locus_tag="BA3839"
                     /db_xref="Pathema:BA_3839"
     CDS             complement(3512453..3513409)
                     /gene="spoVK"
                     /locus_tag="BA_3839"
                     /old_locus_tag="BA3839"
                     /note="identified by match to protein family HMM PF00004;
                     match to protein family HMM TIGR02881"
                     /codon_start=1
                     /transl_table=11
                     /product="stage V sporulation protein K"
                     /protein_id="AAP27576.1"
                     /db_xref="Pathema:BA_3839"
                     /translation="MEQSMRKKNNNQINIVLNHRKKISLPAAENKTVISSETTTKHEM
                     LQRIEEEMGKLVGMDDIKKIIKEIYAWIYVNKKRQEIGLKSEKQVLHMLFKGNPGTGK
                     TTVARMIGKLLFEMNILSKGHLVEAERADLVGEYIGHTAQKTRDLIKKAMGGILFIDE
                     AYSLARGGEKDFGKEAIDTLVKHMEDKQHGFVLILAGYSREMNHFLSLNPGLQSRFPF
                     IIEFADYSVNQLLEIGKRMYEEREYQLSKEAEWKFRDHLHAVKYSSQITSFSNGRYVR
                     NIVEKSIRTQAMRLLQEDAYDKYDLVGISSSDLMLEEETHST"
     gene            3513523..3514488
                     /locus_tag="BA_3840"
                     /old_locus_tag="BA3840"
                     /db_xref="Pathema:BA_3840"
     CDS             3513523..3514488
                     /locus_tag="BA_3840"
                     /old_locus_tag="BA3840"
                     /note="identified by match to protein family HMM PF02899"
                     /codon_start=1
                     /transl_table=11
                     /product="site-specific recombinase, phage integrase
                     family"
                     /protein_id="AAP27577.1"
                     /db_xref="Pathema:BA_3840"
                     /translation="METTEFHDTIQAFSIFLLNKGRKPSTIKRYVYDIEDFGHWLEKN
                     KKLPSSNIWATLCTKDYEDYFSDLKKNRHYSEKTMHRVFIVLNRMHHFLNIPNPLKNM
                     EISIQPDRTLRNEDFISSDEEKRLKHIVTSLEGLSEKQRPVRPLLMDRNIAILNLLID
                     YGLSLQELTALTMHHVHFETNTLSIPATAGVERTISLTSEDKKQLYTYYKSIPEPVRP
                     KYHSNDPLFVAFDFNRGTYRWVYENDAPKGLTEIAIQKMIRLEVSRANLRKGISGQHF
                     RNTYILNLIKKETPESEIIKLAGFKSKISLKRYYQYAENGKNALS"
     gene            3514602..3516038
                     /locus_tag="BA_3841"
                     /old_locus_tag="BA3841"
                     /db_xref="Pathema:BA_3841"
     CDS             3514602..3516038
                     /locus_tag="BA_3841"
                     /old_locus_tag="BA3841"
                     /note="identified by match to protein family HMM PF01391"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27578.1"
                     /db_xref="Pathema:BA_3841"
                     /translation="MSRYDDSQNKFSKPCFPSSAGRIPNTPSIPVTKAQLRTFRAIII
                     DLTKIIPKLFANPSPQNIEDLIDTLNLLSKFICSLDAASSLKAQGLAIIKNLITILKN
                     PTFVASAVFIELQNLINYLLSITKLFRIDPCTLQELLKLIAALQTALVNSASFIQGPT
                     GPTGPTGPAGATGATGPQGVQGPAGATGATGPQGVQGPAGATGATGPQGAQGPAGATG
                     ATGPQGAQGPAGATGATGPQGIQGPAGATGATGPQGVQGPTGATGIGVTGPTGPSGGP
                     AGATGPQGPQGNTGATGPQGIQGPAGATGATGPQGAQGPAGATGATGPQGVQGPTGAT
                     GIGVTGPTGPSGPSFPVATIVVTNNIQQTVLQFNNFIFNTAINVNNIIFNGTDTVTVI
                     NAGIYVISVSISTTAPGCAPLGVGISINGAVATDNFSSNLIGDSLSFTTIETLTAGAN
                     ISVQSTLNEITIPATGNTNIRLTVFRIA"
     gene            complement(3516119..3516343)
                     /gene="hfq2"
                     /locus_tag="BA_3842"
                     /old_locus_tag="BA3842"
                     /db_xref="Pathema:BA_3842"
     CDS             complement(3516119..3516343)
                     /gene="hfq2"
                     /locus_tag="BA_3842"
                     /old_locus_tag="BA3842"
                     /note="identified by match to protein family HMM PF01423;
                     match to protein family HMM TIGR02383"
                     /codon_start=1
                     /transl_table=11
                     /product="host factor-I protein"
                     /protein_id="AAP27579.1"
                     /db_xref="Pathema:BA_3842"
                     /translation="MKQSINIQDQFLNQLRKENTFVTLYLLNGFQLRGLIKGFDNFTV
                     LLETEGKQQLIYKHAISTFVPQKNVSIELE"
     gene            complement(3516365..3517309)
                     /gene="miaA"
                     /locus_tag="BA_3843"
                     /old_locus_tag="BA3843"
                     /db_xref="Pathema:BA_3843"
     CDS             complement(3516365..3517309)
                     /gene="miaA"
                     /locus_tag="BA_3843"
                     /old_locus_tag="BA3843"
                     /EC_number="2.5.1.75"
                     /note="identified by match to protein family HMM PF01715;
                     match to protein family HMM TIGR00174"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA delta(2)-isopentenylpyrophosphate
                     transferase"
                     /protein_id="AAP27580.1"
                     /db_xref="Pathema:BA_3843"
                     /translation="MQREKVAVIIGPTAVGKTKLSIDLAKALNGEIISGDSMQIYRTM
                     DIGTAKVTKEEMDGIPHYMVDIKNPEESFSVAEFQERVRKHIREITERGKLPIIVGGT
                     GLYIQSVLFDYQFTDDAGDAIYREQMEKLALERGVEYVHKKLQEVDPESAERIHANNV
                     RRVIRALEIFHTSGEKMSDQLEKQENELLYDVSLIGLTMDREMLYDRINLRVDIMMDQ
                     GLLEEVEGLYNRGIRDCQSIQAIGYKEIYDYFEDRVSLEEAVSQLKTNSRRYAKRQLT
                     WFRNKMDVTWFDVTDGEKTSEILRYIEGKLQLKSNNSK"
     gene            3517500..3517745
                     /locus_tag="BA_3844"
                     /old_locus_tag="BA3844"
                     /db_xref="Pathema:BA_3844"
     CDS             3517500..3517745
                     /locus_tag="BA_3844"
                     /old_locus_tag="BA3844"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27581.1"
                     /db_xref="Pathema:BA_3844"
                     /translation="MKQSTINFSSLTKDLILATATKEQNCSQEELYFALNCLLRSFHS
                     TLQETTLHTENKNTEYIQNQFCSAYKIITGKTIYPFQ"
     gene            complement(3517808..3518740)
                     /locus_tag="BA_3845"
                     /old_locus_tag="BA3845"
                     /db_xref="Pathema:BA_3845"
     CDS             complement(3517808..3518740)
                     /locus_tag="BA_3845"
                     /old_locus_tag="BA3845"
                     /note="identified by similarity to GP:16412644; match to
                     protein family HMM PF06347; match to protein family HMM
                     PF06725; match to protein family HMM PF08239"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27582.1"
                     /db_xref="Pathema:BA_3845"
                     /translation="MKKLLGIATAAVFGLGIFAGSAKAETIVTTDVLNVRENPTVESK
                     LVGKMLSGNKLDVINTENGWTKIKVNGKEAFVSAEFTKSTYYVTAGVLNVRAGANTDS
                     EILGKLNKDDVIETTNQVQNEWLQFDYNGKVGYVHVPFLTGTAPVVEKKEVVTQEEAP
                     VRVNAPVKNNKVVKNKESVKNVESSKPVAKAKPAVQQVAKSKGTSAPAGGREITVEAT
                     AYTAHPSENGTYGGRVLTAMGHDLTANPNMKVIAVDPKVMPLGSKVWVEGYGEAIAGD
                     TGGAIKGNRIDVLVGSDGSANSWGRKSVKVKVIE"
     gene            complement(3519088..3520968)
                     /locus_tag="BA_3846"
                     /old_locus_tag="BA3846"
                     /db_xref="Pathema:BA_3846"
     CDS             complement(3519088..3520968)
                     /locus_tag="BA_3846"
                     /old_locus_tag="BA3846"
                     /note="identified by match to protein family HMM PF00359;
                     match to protein family HMM PF02378; match to protein
                     family HMM PF02379; match to protein family HMM TIGR00829;
                     match to protein family HMM TIGR00848; match to protein
                     family HMM TIGR01427"
                     /codon_start=1
                     /transl_table=11
                     /product="PTS system, fructose-specific IIABC component"
                     /protein_id="AAP27583.1"
                     /db_xref="Pathema:BA_3846"
                     /translation="MKITELLKRDTVIMNLTASNKEAVIDELVEKLNGANRLNSKAEF
                     KEAILKRESQSTTGIGEGIAIPHAKTKAVKQPAICFGRSVSGINYESLDGQPAHLFFM
                     IAASEGANNTHLETLSRLSTLLMDEGFRKQLLEAKDEEELLRLFDEKENEKENEKENE
                     KEEEVEVAQPEGNEPYVLAVTACPTGIAHTYMAADSLKAKAAELGIAIKVETNGSTGI
                     KNGLTKEDIERATAIIVAADKQVEMNRFAGKHVIQVPVADGIRKTEKLLNRAVKQDAP
                     IFKGIKEDGKTESTEKEKGLGIYKHLMNGVSNMLPFVVGGGILIALAFSFGGIKAEGP
                     LAELFMSIGGGGTGAFLFLVPILAGFIASSIADRPGFMPGVVGGFLAAHANAGFLGGL
                     IAGFLAGYVVLGLKRLFSGLPVQLEGIKPVLLYPVFGLLITGVVMQKVVIPPVVALNE
                     MLTGWLNGLNGTNAILLGLILGAMMAIDMGGPINKAAFTFGIAAIEAQNFGVHSAVMA
                     GGMVPPLAIAFATTFFKSKFTEAERKSGLTNYIMGASFITEGAIPFAAADPVRVIVSC
                     VVGSSIAGALSMLFQITLPAPHGGLFVIALVNKPVLYIFSILIGAVVSALMMGIWKKK
                     VK"
     gene            complement(3520982..3521893)
                     /gene="fruB"
                     /locus_tag="BA_3847"
                     /old_locus_tag="BA3847"
                     /db_xref="Pathema:BA_3847"
     CDS             complement(3520982..3521893)
                     /gene="fruB"
                     /locus_tag="BA_3847"
                     /old_locus_tag="BA3847"
                     /EC_number="2.7.1.56"
                     /note="identified by match to protein family HMM PF00294;
                     match to protein family HMM TIGR03168"
                     /codon_start=1
                     /transl_table=11
                     /product="1-phosphofructokinase"
                     /protein_id="AAP27584.1"
                     /db_xref="Pathema:BA_3847"
                     /translation="MIYTVTLNPSIDYVVQVNSLDLGAVNRAEKDMKFPGGKGINVSR
                     VLHRLGVENVALGFTGGFTGRFIKDVLQTEGVITNFVQVDGDSRINVKIKGQEETELN
                     GQGPSVTNEQFEQLMKQIESMQKGDYVVLAGSVPASIPTTFYESIAAFGAEKGIRVVV
                     DASGSALQHVVKNKPFLIKPNHHELGELFGVEISTAEDILPYGRKLIEQGVEHVIVSM
                     AGDGALLFTAEGIYEATVPKGVVINSVGAGDSLVAGFVGKYEQTKDIEKAFQYGVATG
                     SATAFSADLCEKEKVEELLSQVIVTKR"
     gene            complement(3521890..3522642)
                     /locus_tag="BA_3848"
                     /old_locus_tag="BA3848"
                     /db_xref="Pathema:BA_3848"
     CDS             complement(3521890..3522642)
                     /locus_tag="BA_3848"
                     /old_locus_tag="BA3848"
                     /note="identified by similarity to OMNI:NTL01BS01439;
                     match to protein family HMM PF00455; match to protein
                     family HMM PF08220"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, DeoR family"
                     /protein_id="AAP27585.1"
                     /db_xref="Pathema:BA_3848"
                     /translation="MLTPERHQMILQLVKEQKVVKLQQLVERTASSESTIRRDLAQLE
                     KQRLLKRVHGGAAVLTGKGQEPTMVEKSSKNIQIKQQIAKYAASVVEQGDFIYLDAGS
                     TTFEMIPFLINKDVTVVTNGLMHIEALVENNIRAYLLGGMMKSRTKALIGAMAQESMQ
                     KYRFDKCFLGANGVHEQLGFTTPDPEEALLKQMALTLANEGYFLIDESKFSEVAFAKI
                     ANVEEANIITNHLEIDLEKYKRQTNVIEADKQ"
     gene            complement(3522802..3523964)
                     /locus_tag="BA_3849"
                     /old_locus_tag="BA3849"
                     /note="alcohol dehydrogenase, iron-containing, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3849"
     gene            complement(3524081..3524620)
                     /locus_tag="BA_3850"
                     /old_locus_tag="BA3850"
                     /db_xref="Pathema:BA_3850"
     CDS             complement(3524081..3524620)
                     /locus_tag="BA_3850"
                     /old_locus_tag="BA3850"
                     /note="identified by similarity to EGAD:109197; match to
                     protein family HMM PF04238"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27586.1"
                     /db_xref="Pathema:BA_3850"
                     /translation="MDQSTNQKSYAPIVITLSVIVNAIILFLFFGPVGYEGEVHFDVT
                     ILPMLNAIFNSFTFVFLLAALYSIIKKNVKMHRGFILAAFTTTLLFCVSYLSYHYLAP
                     ATHFGGEGFIKYVYFIILITHIILAAIIVPLALFALVFGFTNQLTRHRKIVRWTMPIW
                     LYVSLSGVIVYLMISPYYQ"
     gene            complement(3524799..3524948)
                     /locus_tag="BA_3851"
                     /old_locus_tag="BA3851"
                     /db_xref="Pathema:BA_3851"
     CDS             complement(3524799..3524948)
                     /locus_tag="BA_3851"
                     /old_locus_tag="BA3851"
                     /note="identified by similarity to OMNI:NTL01OI0318"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27587.1"
                     /db_xref="Pathema:BA_3851"
                     /translation="MFLAKYKEEIYMWFRFLMIGFFSLTAISLMGYQVSEIFQAYSDT
                     FFNKN"
     gene            complement(3524935..3525249)
                     /locus_tag="BA_3852"
                     /old_locus_tag="BA3852"
                     /db_xref="Pathema:BA_3852"
     CDS             complement(3524935..3525249)
                     /locus_tag="BA_3852"
                     /old_locus_tag="BA3852"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27588.1"
                     /db_xref="Pathema:BA_3852"
                     /translation="MEEYVLELYNLLYTTEWQDIVSFLGIVFCMKIVIVYMEEQGMFY
                     SFSSPFDMQREPLLNYAKVNYEQFPFVVFFMIRFITAIVKKKESDDEECHSTCNVANV
                     FS"
     gene            complement(3525388..3526782)
                     /gene="gabP"
                     /locus_tag="BA_3853"
                     /old_locus_tag="BA3853"
                     /db_xref="Pathema:BA_3853"
     CDS             complement(3525388..3526782)
                     /gene="gabP"
                     /locus_tag="BA_3853"
                     /old_locus_tag="BA3853"
                     /note="identified by similarity to EGAD:30208; match to
                     protein family HMM PF00324; match to protein family HMM
                     PF03845; match to protein family HMM TIGR01773"
                     /codon_start=1
                     /transl_table=11
                     /product="GABA permease"
                     /protein_id="AAP27589.1"
                     /db_xref="Pathema:BA_3853"
                     /translation="MDKNLKKDLKIRHITMISIGGVIGAGLFVGSGAVVHSAGPGSIV
                     SYALAGLLVVFVMRMLGEMAAINPTSGSFATYAREAIGPWAGYTIGWLYWFFWVIVIA
                     IEATAGAGIIQYWIPEIPLWLLSLILTILLTLTNVFSVKSFGEFEYWFSFIKVISIVL
                     FLCLGLAVILGFVPGTEAPGTSNLVGQGGFMPNGISSVLLGITVVIFSFMGSEIVAVA
                     AGESAEPVKAVKTATNSVIWRILVFFIGSIAVVVTLLPWNSANILKSPFVAVLEHIGI
                     PAAAQIMNFIVLTAVLSCLNSGLYTNSRMLFSMAERGDAPKAFLKLNSSGVPVRAVLF
                     GTFFAYIGVVFSYISPDKVFLFLVNASGGIALLVYLVIAISHLKIRKKMGRVEQQNLK
                     VKMWFFPYVTYVTIAAIIAVLIAMLAIESLRSQALLTMLVTVLIIISYFIFNRNKNST
                     VLNTKSKNEESVRF"
     gene            3527156..3528238
                     /gene="chi36"
                     /locus_tag="BA_3854"
                     /old_locus_tag="BA3854"
                     /db_xref="Pathema:BA_3854"
     CDS             3527156..3528238
                     /gene="chi36"
                     /locus_tag="BA_3854"
                     /old_locus_tag="BA3854"
                     /note="identified by match to protein family HMM PF00704"
                     /codon_start=1
                     /transl_table=11
                     /product="extracellular exochitinase Chi36"
                     /protein_id="AAP27590.1"
                     /db_xref="Pathema:BA_3854"
                     /translation="MLNKFKFICCTLVIFLLLPLAPFQAQAANNLGSKLLVGYWHNFD
                     NGTGIIKLRDVSPKWDVINVSFGETGGDRSTVEFSPVYGTDAEFKSDISYLKSKGKKV
                     VLSIGGQNGVVLLPDNAAKQRFINSIQSLIDKYGFDGIDIDLESGIYLNGNDTNFKNP
                     TTPQIVNLISAIRTISDHYGPDFLLSMAPETAYVQGGYSAYRSIWGAYLPIIYGVKDK
                     LTYIHVQHYNAGSGIGMDGNNYNQGTADYEVAMADMLLHGFPIGGNANNMFPALRSDQ
                     VMIGLPATPAAAPSGGYISPTEMKKALDYIIKGIPFGGKYKLSNESGYPAFRGLMSWS
                     INWDAKNNFEFSSNYRTYFDAIPLQK"
     gene            complement(3528292..3528435)
                     /locus_tag="BA_3855"
                     /old_locus_tag="BA3855"
                     /db_xref="Pathema:BA_3855"
     CDS             complement(3528292..3528435)
                     /locus_tag="BA_3855"
                     /old_locus_tag="BA3855"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27591.1"
                     /db_xref="Pathema:BA_3855"
                     /translation="MYSIPHHHSQFDFDERAMLIGGKLLLSRIDSYVRDGKESLHHVE
                     VKK"
     gene            complement(3528435..3529328)
                     /locus_tag="BA_3856"
                     /old_locus_tag="BA3856"
                     /db_xref="Pathema:BA_3856"
     CDS             complement(3528435..3529328)
                     /locus_tag="BA_3856"
                     /old_locus_tag="BA3856"
                     /note="identified by similarity to EGAD:107801; match to
                     protein family HMM PF00149"
                     /codon_start=1
                     /transl_table=11
                     /product="Ser/Thr protein phosphatase family protein"
                     /protein_id="AAP27592.1"
                     /db_xref="Pathema:BA_3856"
                     /translation="MNTNHVKEEQKKSIVNISIISFISIVMISISLYFYATEIERKLV
                     TVTWNEIEASTIPKEFHNKKILQFSDVHLGPEFTLKQLENLVEKMNALRPDVVVFTGD
                     LIDKFGSYKAEREEAKGILQKIHAPLGKYAVFGNHDRGGGGSLFYKKYMEEAGFTVLV
                     NEVQKIKAENGKYITISGLDDFLLGEPQIDSTLKHVRQEDFNMLLVHEPDVVDKVTRY
                     PVDVQLSGHSHGGQVQIPFIGPLITTKLAESHVEGMYELEGKNKPLYLYVNRGIGTTR
                     MPVRFWSVPELSVFVLKQNSN"
     gene            3529525..3530340
                     /locus_tag="BA_3857"
                     /old_locus_tag="BA3857"
                     /db_xref="Pathema:BA_3857"
     CDS             3529525..3530340
                     /locus_tag="BA_3857"
                     /old_locus_tag="BA3857"
                     /note="identified by similarity to EGAD:7102; match to
                     protein family HMM PF01226; match to protein family HMM
                     TIGR00790"
                     /codon_start=1
                     /transl_table=11
                     /product="putative formate transporter"
                     /protein_id="AAP27593.1"
                     /db_xref="Pathema:BA_3857"
                     /translation="MSVFTPEEITELAANSGRKKAHLSLLPMLILGFFGGAFIALGYL
                     LDIHVIGTMPKAWGSFTSFLGAAVFPIGLILVILAGGELVTGNMMTVSMAWLHKKIDL
                     FHFIRNLVIVTFSNFIGAVFVAYFFGHIVGLAEGAFLAKTVSVAQAKLQDTPLQAFIS
                     AIGCNWLVCLAVWLSMGSKEFIGKIIGIWFPVMTFVAIGFQHVVANMFVIPAAIFAGH
                     LTWIEYFPNFIFVFFGNLVGGMLFVALPYFISYKKKLPSKEEQTALKKKSVSA"
     gene            3530483..3530755
                     /gene="hup3"
                     /locus_tag="BA_3858"
                     /old_locus_tag="BA3858"
                     /db_xref="Pathema:BA_3858"
     CDS             3530483..3530755
                     /gene="hup3"
                     /locus_tag="BA_3858"
                     /old_locus_tag="BA3858"
                     /note="identified by similarity to SP:P02346; match to
                     protein family HMM PF00216"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein HU"
                     /protein_id="AAP27594.1"
                     /db_xref="Pathema:BA_3858"
                     /translation="MNKTELIKNVAQNAEISQKEATVVVQTVVESITNTLAAGEKVQL
                     IGFGTFEVRERAARTGRNPQTGEEMQIAASKVPAFKAGKELKEAVK"
     gene            complement(3530867..3533284)
                     /locus_tag="BA_3859"
                     /old_locus_tag="BA3859"
                     /db_xref="Pathema:BA_3859"
     CDS             complement(3530867..3533284)
                     /locus_tag="BA_3859"
                     /old_locus_tag="BA3859"
                     /note="identified by match to protein family HMM PF00122;
                     match to protein family HMM PF00403; match to protein
                     family HMM PF00702; match to protein family HMM TIGR00003;
                     match to protein family HMM TIGR01494; match to protein
                     family HMM TIGR01511; match to protein family HMM
                     TIGR01525"
                     /codon_start=1
                     /transl_table=11
                     /product="heavy metal-transporting ATPase"
                     /protein_id="AAP27595.1"
                     /db_xref="Pathema:BA_3859"
                     /translation="MNEQKEANLQISGMTCAACANRIEKGLKKVEGVHDANVNFALEK
                     TKIMYDPQKTNPQQFKEKVESLGYGIVSDKAEFTVSGMTCAACANRVEKRLNKLEGVN
                     GATVNFALESATVDFNPDEINVNEMKSAITKLGYKLEVKSDEQDESTDHRLQEIERQK
                     KKFIISFILSFPLLWAMVSHFSFTSFIYLPDMLMNPWVQLALATPVQFIIGGQFYVGA
                     YKALRNKSANMDVLVALGTSAAYFYSVYLSIQSIGSSEHMTDLYFETSAVLITLIILD
                     KLFEAKAKGRSSEAIKKLMGLQAKTATVMRDGTEMKILIEEVVAGDIVYVKPGEKIPV
                     DGEIVEGKSAIDESMLTGESIPVDKTIGDVVIGSTMNKNGFLKVKATKVGRDTALAQI
                     IKVVEEAQGSKAPIQRVADQISGIFVPVVVVIAIITFAVWMIFVTPGDFGGALEKMIA
                     VLVIACPCALGLATPTSIMAGSGRSAEYGILFKGGEHLEATHRLDTVILDKTGTVTNG
                     KPVLTDVIVADGFNEEEILRLVGAAEKKSEHPLAEAIVEGIKEKKIDIPSSETFEAIP
                     GFGIESVVEGKQLLIGTRRLMKKFNIDIEEVSKSMEELEREGKTAMLIAINKEYAGIV
                     AVADTVKDTSKAAITRLKKMGLDVVMITGDNTQTAQAIAGQVGIEHVIAEVLPEGKAE
                     EVKKLQAQGKKVAMVGDGINDAPALATADIGMAIGTGTDVAMEAADITLIRGDLNSIA
                     DAIFMSKMTIRNIKQNLFWALAYNGLGIPIAAFGFLAPWVAGAAMAFSSVSVVLNALR
                     LQRVKLK"
     gene            complement(3533380..3533586)
                     /locus_tag="BA_3860"
                     /old_locus_tag="BA3860"
                     /db_xref="Pathema:BA_3860"
     CDS             complement(3533380..3533586)
                     /locus_tag="BA_3860"
                     /old_locus_tag="BA3860"
                     /note="identified by similarity to SP:Q47840; match to
                     protein family HMM PF00403; match to protein family HMM
                     TIGR00003"
                     /codon_start=1
                     /transl_table=11
                     /product="copper-ion-binding protein"
                     /protein_id="AAP27596.1"
                     /db_xref="Pathema:BA_3860"
                     /translation="MEQLTLQVEGMSCGHCVNAIESSVKELNGVEQVKVQLAEGTVEV
                     TIDSSVVTLKDIVAVIEDQGYDVQ"
     gene            complement(3533774..3534076)
                     /locus_tag="BA_3861"
                     /old_locus_tag="BA3861"
                     /db_xref="Pathema:BA_3861"
     CDS             complement(3533774..3534076)
                     /locus_tag="BA_3861"
                     /old_locus_tag="BA3861"
                     /note="identified by similarity to EGAD:109047; match to
                     protein family HMM PF02583"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27597.1"
                     /db_xref="Pathema:BA_3861"
                     /translation="MDHKEHEAVTHRSEKEKEQIINRLKRIEGQVRGIQNMIENDRYC
                     VDILVQISAINAAMKKVGMGVLKNHTSHCVSGAIKDGNGDEAIEELMTVFERFSKA"
     gene            complement(3534368..3534595)
                     /locus_tag="BA_3862"
                     /old_locus_tag="BA3862"
                     /db_xref="Pathema:BA_3862"
     CDS             complement(3534368..3534595)
                     /locus_tag="BA_3862"
                     /old_locus_tag="BA3862"
                     /note="identified by similarity to EGAD:57856"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27598.1"
                     /db_xref="Pathema:BA_3862"
                     /translation="MKTILAIAGLIWILSHGIPIYEGEQIRSALNKNFNEYHIIDRQD
                     NVITVRVNDCFHTVTVEGTSVVNDTKVCDQQ"
     gene            complement(3534927..3535754)
                     /locus_tag="BA_3863"
                     /old_locus_tag="BA3863"
                     /db_xref="Pathema:BA_3863"
     CDS             complement(3534927..3535754)
                     /locus_tag="BA_3863"
                     /old_locus_tag="BA3863"
                     /note="identified by similarity to EGAD:108788; match to
                     protein family HMM PF00756"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27599.1"
                     /db_xref="Pathema:BA_3863"
                     /translation="MNTTIEKQQIVTSNTEQWNMYSKLDGKEYQIHISKPRQPAPESG
                     YPVIYVLDGNAFFQTFHEAVKIQSVRAEKTGVSPAIIVGIGYPIEGAFSGEERCYDFT
                     PSVISKDAALKPDGKPWPKTGGAHHFFTFIDEELKPQIEKNFEIDKGKQTLFGHSLGG
                     LFALHILFTNVNAFQNYFISSPSIWWNNQSVLEKEENLINELNNAKVKTRVFLTVSSL
                     EREHMVVGANELSERLLQVKHDQFRFTFYEAEGENHASVVPSSLSKGLRFISHVSID"
     gene            complement(3535771..3536592)
                     /locus_tag="BA_3864"
                     /old_locus_tag="BA3864"
                     /db_xref="Pathema:BA_3864"
     CDS             complement(3535771..3536592)
                     /locus_tag="BA_3864"
                     /old_locus_tag="BA3864"
                     /note="identified by similarity to EGAD:37683; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="iron compound ABC transporter, ATP-binding
                     protein"
                     /protein_id="AAP27600.1"
                     /db_xref="Pathema:BA_3864"
                     /translation="MSILSAKNLETSYEKLTVFRDLNVEIQEGKVTTIIGPNGCGKST
                     LLKTMGRILKQKSGKVYLQGQDLHTIPTKQIAKQLALLPQTPIAPGELKVEELISYGR
                     YPHRNNVNKLTSKDKEMIDWALDITKTSEFRTRQIANLSGGQRQKVWLAVALAQETEV
                     LLLDEPTTYLDMSHQLDVLQIVEKLNKDHNCTVVMVLHDINHAARFSDEIIAMKEGEI
                     VTTGSPEEIITNEVLKEVFHIDARVMIDPYNGSPVCFGYDSVVSQEEKVEIYVTS"
     gene            complement(3536607..3537629)
                     /locus_tag="BA_3865"
                     /old_locus_tag="BA3865"
                     /db_xref="Pathema:BA_3865"
     CDS             complement(3536607..3537629)
                     /locus_tag="BA_3865"
                     /old_locus_tag="BA3865"
                     /note="identified by similarity to EGAD:37682; match to
                     protein family HMM PF01032"
                     /codon_start=1
                     /transl_table=11
                     /product="iron compound ABC transporter, permease protein"
                     /protein_id="AAP27601.1"
                     /db_xref="Pathema:BA_3865"
                     /translation="MLKSSSQRFGMTMGISIFLILCAIYISLTNGTFDITITDVCKTL
                     LRIDPVPDHDLVIFEFRLPRIIIAGLVGLGLGVAGAVIQGITRNGLADPGILGVNAGA
                     GTAIVIFMFFFQGQLKSTDWVSIMMMPMFGLVGGLGAAIIIYLFSWKNGKLDSQRLLL
                     TGIAIGSGFGAFSMYLSLKMKSTDFEMAAVWVSGSIYSANWKYIIAMLPWLIILIPLI
                     QKKAYLLDLFQLEETSITSLGVSVEREKSILLLSSIGLVSACVAVSGSIGFIGLMAPH
                     IAKRLVGIQHKHIIPTCGVIGMFLVITSDFIAKTVFTPVELPVGIVISIVGVPYFLYL
                     LYKAKA"
     gene            complement(3537622..3538629)
                     /locus_tag="BA_3866"
                     /old_locus_tag="BA3866"
                     /db_xref="Pathema:BA_3866"
     CDS             complement(3537622..3538629)
                     /locus_tag="BA_3866"
                     /old_locus_tag="BA3866"
                     /note="identified by similarity to EGAD:23253; match to
                     protein family HMM PF01032"
                     /codon_start=1
                     /transl_table=11
                     /product="iron compound ABC transporter, permease protein"
                     /protein_id="AAP27602.1"
                     /db_xref="Pathema:BA_3866"
                     /translation="MQKTNAVPVTILCIAPVLILFTVILSVLYGAKNIDAQTVWNALF
                     HFDSSDVNHNIIITSRLPRVVAALLVGAFLAISGALMQGMTRNYLASPSIMGVTDGAA
                     FVITLCMIFLPGMSSIGMVVCSMIGSALGAGIVFGFGSLLQNGLSPVRLAIIVTVIGT
                     FLSSVSAAMASYFQISQNVSFWFNAKLDQVDPNIIKITIPFGIIGIVLVLLISKSITI
                     LSLGEEVSINLGQRTKLVKAMAILSVIFLTGTAVALVGKVGFVGLIIPHITRFIIGVD
                     YKWILPCAGVIGGVFLALCDILSRFVNYPFETPIGVVTSLIGIPFFLYLIRTRGGERH
                     A"
     gene            complement(3538657..3539615)
                     /locus_tag="BA_3867"
                     /old_locus_tag="BA3867"
                     /note="iron compound ABC transporter, iron
                     compound-binding protein, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3867"
     gene            complement(3539915..3540673)
                     /gene="exoA"
                     /locus_tag="BA_3868"
                     /old_locus_tag="BA3868"
                     /db_xref="Pathema:BA_3868"
     CDS             complement(3539915..3540673)
                     /gene="exoA"
                     /locus_tag="BA_3868"
                     /old_locus_tag="BA3868"
                     /EC_number="3.1.11.2"
                     /note="identified by similarity to SP:P37454; match to
                     protein family HMM PF03372; match to protein family HMM
                     TIGR00195; match to protein family HMM TIGR00633"
                     /codon_start=1
                     /transl_table=11
                     /product="exodeoxyribonuclease III"
                     /protein_id="AAP27603.1"
                     /db_xref="Pathema:BA_3868"
                     /translation="MKFISWNVNGLRAVIAKGGFLEYLEESNADIFCLQEIKLQEGQI
                     DLNVEGYYTYWNYAVKKGYSGTAIFSKKEPLSVTYGLGIEEHDQEGRVITLEFEDFYI
                     ITLYTPNSKRGLERLEYRMKWEDDFRAYIKRLDEKKSVVFCGDLNVAHKEIDLKNPKS
                     NRKNPGFSDEEREKFTCILEEGFIDTYRYLYPDQEGAYSWWSYRMGARAKNIGWRLDY
                     FVVSERMKDQITAAKINSEVMGSDHCPVELHINF"
     gene            3540828..3541424
                     /gene="adaA"
                     /locus_tag="BA_3869"
                     /old_locus_tag="BA3869"
                     /db_xref="Pathema:BA_3869"
     CDS             3540828..3541424
                     /gene="adaA"
                     /locus_tag="BA_3869"
                     /old_locus_tag="BA3869"
                     /EC_number="2.1.1.63"
                     /note="identified by similarity to SP:P19219; match to
                     protein family HMM PF00165; match to protein family HMM
                     PF02805"
                     /codon_start=1
                     /transl_table=11
                     /product="Ada regulatory protein/6-O-methylguanine-DNA
                     methyltransferase"
                     /protein_id="AAP27604.1"
                     /db_xref="Pathema:BA_3869"
                     /translation="MHNEGVTLTNEHWQAIIHNDSSYDSKFFYAVKSTGVFCRPSCKS
                     RIPNKNNVRIFHHAEQALSENFRPCKRCKPNGLTLPNEEWVEQIKEYIEKHFDEALTL
                     DILAEMCHGSPFHLQRTFKKMTAISPIEYIQQFRIVKAAEHLLHTNQPIKEISTAVGI
                     ENPEYFATLFKKKTGFTPTEYRKKNEMKERYNNEFLQK"
     gene            3541405..3541935
                     /gene="ogt2"
                     /locus_tag="BA_3870"
                     /old_locus_tag="BA3870"
                     /db_xref="Pathema:BA_3870"
     CDS             3541405..3541935
                     /gene="ogt2"
                     /locus_tag="BA_3870"
                     /old_locus_tag="BA3870"
                     /EC_number="2.1.1.63"
                     /note="identified by similarity to EGAD:6479; match to
                     protein family HMM PF01035; match to protein family HMM
                     PF02870; match to protein family HMM TIGR00589"
                     /codon_start=1
                     /transl_table=11
                     /product="methylated-DNA--protein-cysteine
                     S-methyltransferase"
                     /protein_id="AAP27605.1"
                     /db_xref="Pathema:BA_3870"
                     /translation="MNSYKNKFIYWTLLTHANWKFHIAATESGLCFIGSQDEQFEELN
                     IWARKKLPQYILIHSPDYLQVYTKEIIEYLKNKRETFTFPIDAYGTAFQLSVWNTVRE
                     IPYGKTYSYTEIADRIQKPTAVRAVASAIAANPILITIPCHRVIGKNGKLTGFRGGLE
                     MKKELLVLEKLQVEFI"
     gene            3541932..3542843
                     /gene="alkA"
                     /locus_tag="BA_3871"
                     /old_locus_tag="BA3871"
                     /db_xref="Pathema:BA_3871"
     CDS             3541932..3542843
                     /gene="alkA"
                     /locus_tag="BA_3871"
                     /old_locus_tag="BA3871"
                     /EC_number="3.2.2.21"
                     /note="identified by similarity to EGAD:24985; match to
                     protein family HMM PF00730; match to protein family HMM
                     PF07934"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-3-methyladenine glycosidase"
                     /protein_id="AAP27606.1"
                     /db_xref="Pathema:BA_3871"
                     /translation="MTAEYSNALILTVPTEFSFQENLRYLSRSNNECMFHIEDNKIYK
                     VIPVHDVKPLVEISMNADDTIQIRFLGEAYISAKPIRDAVANYVTEWFDLTIDLAPFY
                     TLAKHDVLLQRPIEQYYGLRTLGIPDLFEALSWGIIGQQINLTYAYTLKRRLVETFGS
                     YVEWNDRKHWIFPSPETIANLHVEDLKNLKMTTRKCEYLIGIAKLITEGNLSKESLLQ
                     IQDVKQAEKRLTAIHGIGPWTANYVLMRCLRFPSAFPIDDVGLHNAIKYLTGSESKPT
                     KHEIKDFAVNWKNWESYATFYLWRVLY"
     gene            complement(3542883..3544115)
                     /gene="pepT"
                     /locus_tag="BA_3872"
                     /old_locus_tag="BA3872"
                     /db_xref="Pathema:BA_3872"
     CDS             complement(3542883..3544115)
                     /gene="pepT"
                     /locus_tag="BA_3872"
                     /old_locus_tag="BA3872"
                     /EC_number="3.4.11.-"
                     /note="identified by match to protein family HMM PF01546;
                     match to protein family HMM PF07687; match to protein
                     family HMM TIGR01882"
                     /codon_start=1
                     /transl_table=11
                     /product="peptidase T"
                     /protein_id="AAP27607.1"
                     /db_xref="Pathema:BA_3872"
                     /translation="MKEELIERFTRYVKIDTQSNEDSHTVPTTPGQIEFGKLLVEELK
                     EVGLTEVTMDDNGYVMATLPANTDKDVPVIGFLAHLDTATDFTGKNVKPQIHENFDGN
                     AITLNEELNIVLTPEQFPELPSYKGHTIITTDGTTLLGADDKAGLTEIMVAMNYLIHN
                     PQIKHGKIRVAFTPDEEIGRGPAHFDVEAFGASFAYMMDGGPLGGLEYESFNAAGAKL
                     TFNGTNTHPGTAKNKMRNATKLAMEFNGHLPVEEAPEYTEGYEGFYHLLSLNGDVEQS
                     KAYYIIRDFDRKNFEARKNTIENIVKQMQEKYGQDAVVLEMNDQYYNMLEKIEPVREI
                     VDIAYEAMKSLNIEPNIHPIRGGTDGSQLSYMGLPTPNIFTGGENYHGKFEYVSVDVM
                     EKAVQVIIEIARRFEEQA"
     gene            3544309..3544947
                     /locus_tag="BA_3873"
                     /old_locus_tag="BA3873"
                     /db_xref="Pathema:BA_3873"
     CDS             3544309..3544947
                     /locus_tag="BA_3873"
                     /old_locus_tag="BA3873"
                     /note="identified by match to protein family HMM PF02588"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP27608.1"
                     /db_xref="Pathema:BA_3873"
                     /translation="MRLTLFRYFLFFLGLIFFGLGNALAVKVKFLGLHPWEVLNMALY
                     QRFGWTIGTWSVICGLCLVLISLLVDRKYINVGTFLNALLIGPIMDFFLQSNILPNAS
                     DYLWINLLILFAGIAITGIGGGMYVAAGIGAGPRDGFMLTISDKTGLSISRARIIVEC
                     VVLVIGFMLGGPVFIVTFLYTFIQSPIFQQSFKVFQTLLHTLQNKDKVSEHI"
     gene            complement(3545038..3545355)
                     /locus_tag="BA_3874"
                     /old_locus_tag="BA3874"
                     /db_xref="Pathema:BA_3874"
     CDS             complement(3545038..3545355)
                     /locus_tag="BA_3874"
                     /old_locus_tag="BA3874"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27609.1"
                     /db_xref="Pathema:BA_3874"
                     /translation="MKKIKKFAGVALAGTIGLSGLLFLEPSVSAAESQQVKEENFNAI
                     DVSMNINELYVLSGRSIDVLSGDKEAIQLNKYTIRFSKPGKYVIRVNGCIYNDVYTFI
                     VNE"
     gene            complement(3545679..3546254)
                     /locus_tag="BA_3876"
                     /old_locus_tag="BA3876"
                     /db_xref="Pathema:BA_3876"
     CDS             complement(3545679..3546254)
                     /locus_tag="BA_3876"
                     /old_locus_tag="BA3876"
                     /note="identified by match to protein family HMM PF00300"
                     /codon_start=1
                     /transl_table=11
                     /product="putative phosphoglycerate mutase family protein"
                     /protein_id="AAP27610.1"
                     /db_xref="Pathema:BA_3876"
                     /translation="MNTYIYMVRHGESPKLDGGERTRGLTEKGSLDVHKVTDILKTEG
                     IDTFISSPYKRAVLTIEKTANLYEREILIYENLKECMFSSGDQVISDKEVYPLVQKMF
                     SNPGYALAEGESYADCQRRVVKVLKEILMDFQGQKIVIGTHGLVMTLMMNYFDKQYGF
                     EFLMNTSKPDIYKMEFKEKQLMNVERLWKAE"
     gene            complement(3546285..3547100)
                     /locus_tag="BA_3877"
                     /old_locus_tag="BA3877"
                     /db_xref="Pathema:BA_3877"
     CDS             complement(3546285..3547100)
                     /locus_tag="BA_3877"
                     /old_locus_tag="BA3877"
                     /note="identified by match to protein family HMM PF00561"
                     /codon_start=1
                     /transl_table=11
                     /product="alpha/beta hydrolase family protein"
                     /protein_id="AAP27611.1"
                     /db_xref="Pathema:BA_3877"
                     /translation="MLWRIKDAEIYYEVVGEGKPVLIIHGCAPDHRLMMKCMESVFQK
                     AEGYKRIYIDLPGMGKSNAPDWINSSDHILEVLTMFIEEIIPKKDFLLVGESFGGYLA
                     RGILSKMFERVNGLLLICPVVVAMQKERRLPDKQIIVQDKEFLNTLTSTEREEFSELA
                     VVANEYTYKRFQEEIKPGLDVANYEFIERLQKNYSLTIDFHRKKYEKPVLLLAGRQDI
                     SVGYQDIIEIIDGYPRATLAVLDMAGHNLQIEQPELFESLVGEWITRTKQQNL"
     gene            complement(3547287..3547691)
                     /locus_tag="BA_3878"
                     /old_locus_tag="BA3878"
                     /db_xref="Pathema:BA_3878"
     CDS             complement(3547287..3547691)
                     /locus_tag="BA_3878"
                     /old_locus_tag="BA3878"
                     /note="identified by match to protein family HMM PF00903"
                     /codon_start=1
                     /transl_table=11
                     /product="glyoxylase family protein"
                     /protein_id="AAP27612.1"
                     /db_xref="Pathema:BA_3878"
                     /translation="MKNWVKFRIARPTNKFEEVIAFYEKGLGLKRIGEFYDHEGYDGV
                     MFGLPDEEYHLEFTRHIDGSPCPAPTKDNLLVFYMSEDSEMKKMSKRLHTLGYDEVEP
                     ENPYWKDKGITIEDPDGWRIVLMKIEEQGFKL"
     gene            3548110..3550845
                     /locus_tag="BA_3879"
                     /old_locus_tag="BA3879"
                     /db_xref="Pathema:BA_3879"
     CDS             3548110..3550845
                     /locus_tag="BA_3879"
                     /old_locus_tag="BA3879"
                     /note="identified by match to protein family HMM PF00563;
                     match to protein family HMM PF00989; match to protein
                     family HMM PF00990; match to protein family HMM PF08448;
                     match to protein family HMM TIGR00229; match to protein
                     family HMM TIGR00254"
                     /codon_start=1
                     /transl_table=11
                     /product="sensory box/GGDEF family protein"
                     /protein_id="AAP27613.1"
                     /db_xref="Pathema:BA_3879"
                     /translation="MILLKLNKNLQLCILIGTLICYSIYFMFFYLFPTHFSNSDVRFA
                     SLIVEAITFVSLIYSIYSKKVSSNPFWICITIAIGSFLLGKIVYTYQDSFFKIPIHRF
                     TISDVFYMLFLLFCLIAFCYKILKECDKWEKAFFICDICIVLTSIFTLEWYLFNQPNL
                     NIFSLSLGDVFLSFLYPIADLLFLLLGVSLFFRPTIFNSKRKIYIFIFVLISSATFNY
                     IYFYLNNHLSTETITLLRLLYRIPILLIAIAGSISEDRNSHKNYFIVNPIIGKKALVV
                     FPYLAVAILIGFTLKEQTSSSTLITGNCITFIFVLIRHSIVRMQNNSLTKRLQAFNAQ
                     LEEKVTLRTSDLVHKSEALSQKQQKFKSLYEYHPDPIFTIDLNGVFLNVNKAGSILLG
                     APTDELLGETCFSIILDEDKYKLASALEKVKQQESASLQLSSQYKDGFTYSLYVTIVP
                     IMIDGQISGSYIMMKDITALKKQQEEIKYLAFHDTVTKIGNRAFFHKKLKKIIKNAKT
                     TESEFALLYLDLDRFKAINDTLGHSAGDYILEEVAKRFQSCLPSHTHLSRIGGDEFTI
                     LIENYTDEDSLFELCNQLFECMEKSFVIYEHTLTLSLSIGIAIYPHSGIDTATLLKNA
                     NVAMYDAKAKELNSVSIYDDVIAKKIERRLRLEKDLPNAIQNEELFLLYQPQVDSKSN
                     KIIGAEALIRWNHPELGVISPYEFIPIAEETLQIIPIGKWTLQQACEQMKRWHTSGYS
                     HLKIGVNLSAKEFEQEDFVKSISATLTNTGLPASSLDLELTERIAMMDERETLIKLRT
                     LKSLGVHISIDDFGTGYSSLAYLPLYPIDTLKIPREFITMSETCDDGMEIIKTIITLA
                     NTLGMSVIAEGVETKEHVSFLQKNNCKFIQGYYYSKPIHADSFSTLLKKGVRYNH"
     gene            3550991..3552157
                     /locus_tag="BA_3881"
                     /old_locus_tag="BA3881"
                     /db_xref="Pathema:BA_3881"
     CDS             3550991..3552157
                     /locus_tag="BA_3881"
                     /old_locus_tag="BA3881"
                     /note="identified by similarity to OMNI:NTL01BH1794"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27614.1"
                     /db_xref="Pathema:BA_3881"
                     /translation="MHHDNPNHKLYKNIPLSLFSIKNELKQKCTNANNFLYPFSKEEE
                     ILIHTIKERTKLLNQNNVTRTRAYYQFYKRYPEIHWALLGHMVSRNGGWNMTDLKGDL
                     YTKLLSEKDQFTFFSFLERGNWLIFQDVYPQFLLYEQSVKKSKNLFYLLPHLNVSTFM
                     ETMWNFFWKTGNKQILAISTIINEQNYLEKRVIQNKHFKKKILNSIGFKLFDFFQFNH
                     ILFPFCEEKPIQKTILIGDTMKHFTSLHERILLGKRLYALLFHDEHVLARILQWADTH
                     PHTGSRKDYWPHLFSSVNESFSREFYKRRIKKCQLKSDAYRIYSPALMYAWKNMKHEE
                     AEYEDWFNDWQIIHYLTDKEERIHGQITEDYCKTLEKIELAILAKKNVLLREEE"
     gene            3552120..3552524
                     /locus_tag="BA_3882"
                     /old_locus_tag="BA3882"
                     /db_xref="Pathema:BA_3882"
     CDS             3552120..3552524
                     /locus_tag="BA_3882"
                     /old_locus_tag="BA3882"
                     /note="identified by similarity to GB:AAS42689.1"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27615.1"
                     /db_xref="Pathema:BA_3882"
                     /translation="MQRKMFSFEKKNSLFALVVTILLSSIIGTCLDAFFVAKQIYSFP
                     VRPFSSIFSVNIGFTLFVLPILTTIFIQISKNLSVFSRILFILTIGICASIFEQIAER
                     LGFFTHSVDWNHTYSLFGYMIFFFLFGKYIIA"
     gene            complement(3552555..3552989)
                     /locus_tag="BA_3883"
                     /old_locus_tag="BA3883"
                     /db_xref="Pathema:BA_3883"
     CDS             complement(3552555..3552989)
                     /locus_tag="BA_3883"
                     /old_locus_tag="BA3883"
                     /note="identified by similarity to EGAD:107911"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27616.1"
                     /db_xref="Pathema:BA_3883"
                     /translation="MMKVTTWFIVTLFIFGALKVLVSSMPTSVVESIISRFELHQKLD
                     EENTSISIDGKNIEGEMKLQVIHEFNEALFLDKHYFPPHGEGTPIVIDTKKGNKEIRF
                     SLYSYEEHVDVIKQYKKKVVAYRLRSKSLQTRAPLAITKDYA"
     gene            complement(3553002..3553661)
                     /locus_tag="BA_3884"
                     /old_locus_tag="BA3884"
                     /db_xref="Pathema:BA_3884"
     CDS             complement(3553002..3553661)
                     /locus_tag="BA_3884"
                     /old_locus_tag="BA3884"
                     /note="identified by similarity to EGAD:23936; match to
                     protein family HMM PF04172"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP27617.1"
                     /db_xref="Pathema:BA_3884"
                     /translation="MVFIIITVVVYLLATKLYKKFTLPVLTVTAIMICLFLTFGISHH
                     EYKENGGDILTGLLSPAIVALAIPLFKERKILMQNFLSMLIGVVAGIVVLTTMNVVIG
                     GILNIDKELILTTLPQLATIPIAISLADQIGGIPSMTSSFVVVAGITGAMIGPTVLKF
                     FRITSTIGKGVGMGCASHIIGVSRLMKEGEKEATIGSVTMIVTGILISIFIPYGTKFI
                     F"
     gene            complement(3553685..3554041)
                     /locus_tag="BA_3885"
                     /old_locus_tag="BA3885"
                     /db_xref="Pathema:BA_3885"
     CDS             complement(3553685..3554041)
                     /locus_tag="BA_3885"
                     /old_locus_tag="BA3885"
                     /note="identified by similarity to GP:10175892; match to
                     protein family HMM PF03788"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27618.1"
                     /db_xref="Pathema:BA_3885"
                     /translation="MKYVMLLLQVGVLYVFSLVGTWIQGVFHLSMPGSLIGMLMLFLL
                     LSTRILPLKWFEEGAEKLLVFLPLFLIPSTTGLMEYESFLFSKGSIIFLLVVISTVVT
                     LIVSGYISQLLVTSKK"
     gene            complement(3554075..3555508)
                     /locus_tag="BA_3886"
                     /old_locus_tag="BA3886"
                     /db_xref="Pathema:BA_3886"
     CDS             complement(3554075..3555508)
                     /locus_tag="BA_3886"
                     /old_locus_tag="BA3886"
                     /note="identified by similarity to GP:16411570; match to
                     protein family HMM PF00155; match to protein family HMM
                     PF00392"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, GntR
                     family/aminotransferase, class I protein"
                     /protein_id="AAP27619.1"
                     /db_xref="Pathema:BA_3886"
                     /translation="MEWKPNRADKTPVYKQIADYIERGISSGEFPSDSKLPSERMLAK
                     ELQVNRSTIVAAYEELKSLGVVERQKGSGTRVNTDIWGVSHKRIPNWGRYVEDGSFLP
                     NVPLVQQIRTETQKDDLINLASGELSPELIPSDRFRTILSEKTFMENLGYDHPLGNEM
                     LRKTIAAHVQQYKQIEADSNSILITSGAQQALNLIVQCLLKPGDAIAIEDPSYCFSLP
                     MFKSAGLKIFHLPVDQHGMNPDDLIDLHKKHRIRMVFLNPDYQNPTGTVLSLARRKKI
                     LELSSEFGIPIVEDDPYSLTSFNGEVNPTLKSMDQNGNVLYVSSLSKIVASGLRIGWV
                     IGPTRVIERLADAKQQVDFGHSVFTQWVANQFLESDDFHAHITMLRRQLKERRDVLIR
                     KLEEILGDQVEFFVPEGGIHLWCKVQGTFDEYHLLGESIRNGVAFVPGSVLGTKSEYI
                     RFTFGRVNAEQIQLGMTRFAETLNEIS"
     gene            complement(3555577..3556350)
                     /locus_tag="BA_3887"
                     /old_locus_tag="BA3887"
                     /db_xref="Pathema:BA_3887"
     CDS             complement(3555577..3556350)
                     /locus_tag="BA_3887"
                     /old_locus_tag="BA3887"
                     /note="identified by match to protein family HMM PF00561"
                     /codon_start=1
                     /transl_table=11
                     /product="alpha/beta hydrolase family protein"
                     /protein_id="AAP27620.1"
                     /db_xref="Pathema:BA_3887"
                     /translation="MYFEYKNRKVFYNIEGSGPVILFLHGLGGNANNWLYQRQYFKKK
                     WTVISLDLPGHGKSEGLEINFKEYVNVLYELCKYLKLQKVVICGLSKGARVGIDFAIQ
                     YPDFVSSLIIVNAFPYLEPEDRKKRLEVYDLLSLHDNGKKWADTLLEEMGVASNEVIV
                     RGFYQSLQSINPVHIQRLFAELVDYDQRPLLLNISCSTLIIRGENDDFVPEKYVREFE
                     RRLKNTTFIEFKNSGHLPYLEQPSSFNMTVEKFLNHVIN"
     gene            complement(3556374..3557054)
                     /locus_tag="BA_3888"
                     /old_locus_tag="BA3888"
                     /db_xref="Pathema:BA_3888"
     CDS             complement(3556374..3557054)
                     /locus_tag="BA_3888"
                     /old_locus_tag="BA3888"
                     /note="identified by similarity to OMNI:NTL01SA0544; match
                     to protein family HMM PF02585"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27621.1"
                     /db_xref="Pathema:BA_3888"
                     /translation="MKNERHVLIVFPHPDDESYCVAGTILAYTQRNVPLTYVCLTLGE
                     MGRAMGNPPFATRESLYAIREKELKRATNILGIKDLRMMGYRDKTLEFETPGELRRVI
                     QKCVEELNPSLVISFYPGYAVHPDHDATGEAVAEALATIPENKRPTFYAVAFANNHEA
                     EIGPPHVKNEVKEYVPKKLEALQAHASQFATKVTELKREYEDGVTETVEWLEREPFWI
                     YPFKDKNK"
     gene            complement(3557098..3557289)
                     /locus_tag="BA_3889"
                     /old_locus_tag="BA3889"
                     /db_xref="Pathema:BA_3889"
     CDS             complement(3557098..3557289)
                     /locus_tag="BA_3889"
                     /old_locus_tag="BA3889"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27622.1"
                     /db_xref="Pathema:BA_3889"
                     /translation="MSFAISLVVIIVIVSLFGTVLVARNVEENYGKSTKRNVKNLSTI
                     YIILLFVLFVGVTWYAVVI"
     gene            complement(3557502..3557594)
                     /locus_tag="BA_3890"
                     /old_locus_tag="BA3890"
                     /db_xref="Pathema:BA_3890"
     CDS             complement(3557502..3557594)
                     /locus_tag="BA_3890"
                     /old_locus_tag="BA3890"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27623.1"
                     /db_xref="Pathema:BA_3890"
                     /translation="MYLVNGTIFELSQSMFHYEKTKLLNQINFK"
     gene            complement(3557647..3558636)
                     /locus_tag="BA_3891"
                     /old_locus_tag="BA3891"
                     /db_xref="Pathema:BA_3891"
     CDS             complement(3557647..3558636)
                     /locus_tag="BA_3891"
                     /old_locus_tag="BA3891"
                     /EC_number="4.6.1.13"
                     /note="identified by similarity to SP:P08954; match to
                     protein family HMM PF00388"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphatidylinositol diacylglycerol-lyase"
                     /protein_id="AAP27624.1"
                     /db_xref="Pathema:BA_3891"
                     /translation="MSSKKFILKLFICSTIFITFVFALHDKRVVAASSVNELENWSRW
                     MQPIPDNIPLARISIPGTHDSGTFKLQNPIKQVWGMTQEHDFRYQMEHGARIFDIRGR
                     LTDDNTIVLHHGPLYLYVTLHEFINEAKQFLKDNPSETIIMSLKKEYEDMKGAEGSFS
                     STFEKSYFVDPIFLKTEGNIKLGDARGKIVLLKRYSGSNESGGYNNFYWPDNETFTTT
                     VNQNVNVTVQDKYKVSYDEKVKSIKDTINETMNNSEDLHHLYINFASLSSGGTAWNSP
                     YYYASYINPEIANYIKQKSPTRVGWIIQDYINEKWSPLLYQEVIRANKSLIRD"
     gene            complement(3558814..3560655)
                     /locus_tag="BA_3892"
                     /old_locus_tag="BA3892"
                     /db_xref="Pathema:BA_3892"
     CDS             complement(3558814..3560655)
                     /locus_tag="BA_3892"
                     /old_locus_tag="BA3892"
                     /note="identified by similarity to GP:6759476; match to
                     protein family HMM PF00082; match to protein family HMM
                     PF04151"
                     /codon_start=1
                     /transl_table=11
                     /product="serine protease, subtilase family"
                     /protein_id="AAP27625.1"
                     /db_xref="Pathema:BA_3892"
                     /translation="MKMFQKMCASTVIITTLLGIGGTVNSVHADSIEQQSKLGIDQET
                     DKQIIVKFKADLKFPYEDGIEKQIQSQTNDKVLEDLLVEYPDVTFTRLFTSVSPEEIE
                     DLEVKAPNNVSTSLLNYYILQTQNGEQKEELVDRLKKSCLIEDVYMKKQEKITPPEVQ
                     PSSVSLSPNNNPRFKQQGYLEAAPYGINAPFAWEVQGGKGSGITFVDMEYGWLLNHED
                     LVHQNIELMSGINIDQHVGHGTSVLGIVSSEDNEVGNIGIAPKAKAKVISQIRDNGQY
                     NTADAILSAVNQLEAGDVLLLEAQASFDGYGDKYLPVEVQPDIFDAIRAGTDKGVVII
                     EAGANGWNDLDQFKDRNGKQILNRNSKDFKDSGAIMVGAGSSSFPHGRMWFSNYGSRI
                     DVYGWGENVDTTTAEQSRSAVNLYTSSFSGTSSASPIIAGAATLVQSIAKENLGQPYR
                     PSELRAILSNENTGTKSKDPYADQIGVLPDLKSILVNLGYGQRKPNGGNELQVTENEP
                     NNERIQANKVNFHTPMKGTLHNSDRVDVFTFQMDSPENITISLLNEQNIGMTWVLHHE
                     SDLNNYVAYGENEGNVVKGTYHAKPGKYYLYVYKYENKDGSYVLNIK"
     gene            3560950..3561747
                     /locus_tag="BA_3893"
                     /old_locus_tag="BA3893"
                     /db_xref="Pathema:BA_3893"
     CDS             3560950..3561747
                     /locus_tag="BA_3893"
                     /old_locus_tag="BA3893"
                     /note="identified by similarity to GP:6759475; match to
                     protein family HMM PF01476; match to protein family HMM
                     PF07486"
                     /codon_start=1
                     /transl_table=11
                     /product="putative cell wall hydrolase"
                     /protein_id="AAP27626.1"
                     /db_xref="Pathema:BA_3893"
                     /translation="MKLLKIKHIIPLSAAAITFVCSQSTAEASTIHTVQKNDTLWGIS
                     KQYGVSIQSIKQANHKGNDQTFIGEQLHIPGATNSNKITVRQNVKPANISDQIIYQVQ
                     SGDSLETIAKRYNVTVQSIKQINNTVGNKLYTGQHLKINSSISEKEKDLMARLVTAEA
                     GGESYKGKVAVAKVILNRVNAKGFPNTITGVIYEPITYGYAFTPVTDGRINHPASPEA
                     KMAVEEAISTNGIHSDWLYFYNPKTSTDKWITTRQTVAVIGNHVFAK"
     gene            3562011..3563348
                     /locus_tag="BA_3894"
                     /old_locus_tag="BA3894"
                     /db_xref="Pathema:BA_3894"
     CDS             3562011..3563348
                     /locus_tag="BA_3894"
                     /old_locus_tag="BA3894"
                     /note="identified by similarity to GP:15026693"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27627.1"
                     /db_xref="Pathema:BA_3894"
                     /translation="MYDVTIIGAGVSSIFMAYLLANSNKKVLILDKGKALEDRHCPLD
                     EGKVCTCTTCDKYFGFGGLGKSEGKFNYTNGFGGELEQKVGKEGFKQLMAEVDEILCQ
                     FGGSSVSKYSTENPTLNKRAEACGLQMLTTEVRHLGTTLSSDIFQQLYEFLLTKINIQ
                     FHIDVQHIMKQKDHFTIETNEETVQSKQLVFATGRSGADWLKEMCTSLNISQEQTRVD
                     LGIRVEMKEHQLRSILKDTFETKLSYEHEDFTATTYCMNPKGRIIRKYEEGLVMPDGQ
                     NFREKGTGTPNLNFTLFIPRYFPTLKEANLYASSIIKNINQGQDRIVIQRLEDLLKKE
                     PTTANNMKHNRIQPTLQGDYGDLNTEIPPLYIEGLKEFLLRLEQFIQEPIDTNTLLYG
                     IDGKFYTPTIKLNNHFETSIHGLFLVGDCSGVTHSLSQAAASGLYVGKYLSMI"
     gene            3563739..3565658
                     /locus_tag="BA_3895"
                     /old_locus_tag="BA3895"
                     /db_xref="Pathema:BA_3895"
     CDS             3563739..3565658
                     /locus_tag="BA_3895"
                     /old_locus_tag="BA3895"
                     /note="identified by match to protein family HMM PF00884"
                     /codon_start=1
                     /transl_table=11
                     /product="arylsulfatase"
                     /protein_id="AAP27628.1"
                     /db_xref="Pathema:BA_3895"
                     /translation="MKNKINLQMQNISFVLIIALALWLKTYLITRFSFDLKIESSTQE
                     LILFISPLAASLAFVGLALFATGEKRNYIALCINFLLTIILVGNVMFYDFYSDFVTLP
                     VLGQTSNFGQLGGSIIEILNYKIILAFVDIIFFFILLKKKALVFQTGRVTHPARFVYF
                     LLTVGVFFANLHLAEKERPELLTRSFDRVMLVKNLGLYTHQVYDLTLQVKAGSQKALA
                     DSSKLQETENYVKANQSEPNPNMFGAAKGKNVIVVTLESLQTFLIGAKVNGEEVTPFL
                     NEFINESYYFDNFFHQTGQGKTSDSEFLIDTSLYPLNRGAVFFTHGNNDYTATPEILR
                     QQGYFTSVFHANNATFWNRNIMYSALGYDRYYNELDYKITPETNLNWGLKDIEYFDQS
                     VDILKTVDQPFYARFLTLTNHYPFTYDEDTKFIEPYDSGNGVFDRYIVTARYLDESIK
                     KFIERLKAEGMYDDSIIVLYGDHYGISEKHNRAMAQFLEKDQITEFDTLNLQRTPLYI
                     HMPGQTEGETISKPTGQIDIKPTILNLLGIDTTNDIRFGHDMFSNEYTGFVVLRDGSF
                     ITDKYAYKNNIFYDRITGEIVDLPKNEAQALIKRAQNELRMSDKIIEGDLLRFSESNK
                     IKTGEVQTKIKETEK"
     gene            complement(3565744..3568527)
                     /locus_tag="BA_3896"
                     /old_locus_tag="BA3896"
                     /db_xref="Pathema:BA_3896"
     CDS             complement(3565744..3568527)
                     /locus_tag="BA_3896"
                     /old_locus_tag="BA3896"
                     /note="identified by similarity to EGAD:20215"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27629.1"
                     /db_xref="Pathema:BA_3896"
                     /translation="MRLEKQLIKKMYYETFLMENETKPTLDVLGQAYVNEEKNEISDG
                     SYIRFAQGEFYYRHQDFEAAIFKWEKVSNELAPWAQKNIADAYFELNQLSVAENVYTS
                     ITTDNKILMTEIRLQLLSLYIEQNNFDSAFAVIKEAVSLNPDYPNVTKIARSFYEEQQ
                     DFDSAVELAVNELIRTESYPWFEVLKGYIDKGFTKHISPDYFYDALVTLNNVDQVQFT
                     QMVSSLWNSYRNEQNYLLWLNTINEFFLHIEIHSSDIWNKISSLYEETYFALIQGQYM
                     LRQLHDIIPNLLANWLKVVNPSYAAFPSAAVLAWDEIFPSKIDSANVKNAENLLSYSI
                     NHVNGLEYSLHLFESITDWAQKHNIEIGQRFRWLVDELADLRTNRILVTGTSGNGKTT
                     FINSILGENILEKSISNVVVLKNDAHTEINAITDAAITTTEDISDYHNMMSQHHQTYR
                     DRACVEFKLPCRFLNENKLTFVVTPGFNRNNDTRDEVFEYLNSVDELLFVLNADSPFT
                     DKERDILLSIQEHTPNLQIHFLLNKIDNIYSEAEVKRVLQDTAARINTYFPQSRILPY
                     SSLYTSSQQLNELTEFIHFNFNHKNIDTERTEKLLFFIRKTITYLLDKRVEKENNLVD
                     AIKWNEDMLVKLNGSINNLTAFEREKIHFITQSYRTMKTEITNDLTENIPKILQSCSD
                     LMSEESDFGHMDTELNKAMNERVHKYLEQTVLPHLALSMQNWIATSHNELLQSQSYLE
                     ELSEGLNSLFGENRIQLECDFKVLDDWRRDTDRMTTSIQMGEVNVLRRFTPAQFLLKS
                     AGKLFGVLPKNKTMLYNKYKQHVENEDYTEVTDSIMKKFFLQFELFENTQERDIHIFF
                     RNPFNCLKQTVENMQLEIQEKQELLHKMKSNPEVYHDSIMLFELRLRQCEVILHIGDD
                     HTYTDVSLETSVE"
     gene            3569011..3569196
                     /locus_tag="BA_3897"
                     /old_locus_tag="BA3897"
                     /db_xref="Pathema:BA_3897"
     CDS             3569011..3569196
                     /locus_tag="BA_3897"
                     /old_locus_tag="BA3897"
                     /note="identified by similarity to OMNI:NTL02BA0144"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27630.1"
                     /db_xref="Pathema:BA_3897"
                     /translation="MFEDKSKINYPYEFTETTTIPLKNPINKNFKNGSGTHTFPIKKH
                     YKEQVLYTEKINNNKNK"
     gene            complement(3569510..3570496)
                     /locus_tag="BA_3898"
                     /old_locus_tag="BA3898"
                     /db_xref="Pathema:BA_3898"
     CDS             complement(3569510..3570496)
                     /locus_tag="BA_3898"
                     /old_locus_tag="BA3898"
                     /note="identified by match to protein family HMM PF02275"
                     /codon_start=1
                     /transl_table=11
                     /product="choloylglycine hydrolase family protein"
                     /protein_id="AAP27631.1"
                     /db_xref="Pathema:BA_3898"
                     /translation="MCTSLTLETKNGQHLFARTMDFTLDMNQEVIIIPRHYQWNNITG
                     EIINTKHATVGMGINHQGRIIMADGVNEAGMTCATLYFPGFATYSQSIDDNTTNLAPF
                     DFVTWSLTQFNSVKELKKSVDSITFLDIPLPDLGLTPPLHWILADKWGDCIVLDPTSE
                     GLKLYDNPLGVMTNSPEFNWHLQNLRQYIGLKSQPFAPTEWSNLPLSAFGQGSGSMGL
                     PGDFTPPSRFVRAAYGKQNIQGIDSEEEGVSALFHILSNCEVPKGGVITEEGALDNTI
                     YTSVMCMESGTYYYHTYDCRQIIAVHLFHENLDTDEIKAYPFQRKQKIFYEN"
     gene            complement(3570711..3572072)
                     /locus_tag="BA_3899"
                     /old_locus_tag="BA3899"
                     /db_xref="Pathema:BA_3899"
     CDS             complement(3570711..3572072)
                     /locus_tag="BA_3899"
                     /old_locus_tag="BA3899"
                     /note="identified by similarity to SP:P33113; match to
                     protein family HMM PF00512; match to protein family HMM
                     PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lantibiotic biosynthesis sensor
                     histidine kinase"
                     /protein_id="AAP27632.1"
                     /db_xref="Pathema:BA_3899"
                     /translation="MEKVKKQVNLSKILIQYIFAFSIGTIALVTFFMILFQVGVNAEI
                     ILPANYYEKQIESQRDAIVKAEQEDDQILKQYKYALYDFSGNVIQGSINKDYAGQIWN
                     NIHNDEKGDSKYYYAIIERDKDICVILYTLHATFKNPILQKYVPSPEVCEIVLFILLF
                     VAEVIFLSRSFGKSLSKEMMILRKVTDKIQKEDLDFQVEQSKIKEVNEVLTSLVKMKD
                     ELNHSLRTQWNMETNRREQIAALAHDIKTPLTILRGNAELLNESMLDSNQKKCNEHIL
                     KSIDEMEIYMKSLLDITKCEEGAPLQFMQTDLRDFIHNIIEESAICVLGKQLNLIENV
                     QDIPNFIPIDETALKRAIMNIMMNAIEYSPTKGDLMFSVEMISEKLQFIVEDSGRGFT
                     EEEMHSATEQFYRGDKSRNAKDHHGMGLYIAKSFAKQHGGNLYLSNSEKLHGAKVVLE
                     ISA"
     gene            complement(3572060..3572722)
                     /locus_tag="BA_3900"
                     /old_locus_tag="BA3900"
                     /db_xref="Pathema:BA_3900"
     CDS             complement(3572060..3572722)
                     /locus_tag="BA_3900"
                     /old_locus_tag="BA3900"
                     /note="identified by similarity to SP:P33112; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF00486"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lantibiotic biosynthesis DNA-binding
                     response regulator"
                     /protein_id="AAP27633.1"
                     /db_xref="Pathema:BA_3900"
                     /translation="MARILAIDDEDGILYIIKSALEKEGHEVTAVSNPLTIPKEKFCH
                     YDLILLDVMMPEIDGFTLCKEIRDFVDSPIVFLTAKTMEKDLITGLSLGGDDYITKPF
                     GIGELRARVSAHVRREHREKQNAFFLSGLTFHLSCKEIWYDDTSIAFTKSEYGICEYL
                     ALNHGQVFSREKIYENVFGYEGESDNQVIVEHIKNIRHKLSKYGMNPIETVWGIGYKW
                     RK"
     gene            complement(3572764..3573522)
                     /locus_tag="BA_3901"
                     /old_locus_tag="BA3901"
                     /db_xref="Pathema:BA_3901"
     CDS             complement(3572764..3573522)
                     /locus_tag="BA_3901"
                     /old_locus_tag="BA3901"
                     /note="identified by similarity to GP:9802354"
                     /codon_start=1
                     /transl_table=11
                     /product="putative bacteriocin ABC transporter, permease
                     protein subunit"
                     /protein_id="AAP27634.1"
                     /db_xref="Pathema:BA_3901"
                     /translation="MAVLSRVLRADFIKMKHTIFFWIHVAMPIIGIALFLSYYSFSKL
                     DSINKVLGYIQVLSISFPLLISIVCSSVVEQEALAGNFKELLSTEYGRRKALISKVCL
                     LLICGFCSTMLAVVGFATGFHFLLGQNEIPFALYVEISFILFSCQIFMYIWHLFLNFR
                     FSKGASIGIGIIESLLAALMLTGMGDVIWKYTPCAWSMRLCNYFLEYKLSPSSIRALP
                     VEAATGAVICVCFTIIAFVISLMWFSFYEGRKEM"
     gene            complement(3573524..3574276)
                     /locus_tag="BA_3902"
                     /old_locus_tag="BA3902"
                     /db_xref="Pathema:BA_3902"
     CDS             complement(3573524..3574276)
                     /locus_tag="BA_3902"
                     /old_locus_tag="BA3902"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by similarity to GP:9802353"
                     /codon_start=1
                     /transl_table=11
                     /product="putative bacteriocin ABC transporter, permease
                     protein subunit"
                     /protein_id="AAP27635.1"
                     /db_xref="Pathema:BA_3902"
                     /translation="MNLYIASEKIKIRHTFLNKLTWLVPFATMLIAFLLSADYFQLSS
                     YNWWYITMLPGMVSLSCVLLAEKDKKMNNRSILSLPASLKRVWISKVLLILGILSFSC
                     ILFFCGIELSSLLVNKENFRIIPTVNALLGSVLLIVTFMWQIPICLFLGNKIGLFPTL
                     LLNVGANGIFGVVLATKNIWMISPYTYPSRLMIPILKILPNGLYAETGSVTFKPELLS
                     YDAILPGIVISVVLFLLFTYVTAKWFEKQEAK"
     gene            complement(3574280..3574984)
                     /locus_tag="BA_3903"
                     /old_locus_tag="BA3903"
                     /db_xref="Pathema:BA_3903"
     CDS             complement(3574280..3574984)
                     /locus_tag="BA_3903"
                     /old_locus_tag="BA3903"
                     /note="identified by similarity to GP:9802352; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="putative bacteriocin ABC transporter,
                     ATP-binding protein"
                     /protein_id="AAP27636.1"
                     /db_xref="Pathema:BA_3903"
                     /translation="MNEIMLETKNLCKTFRQQSVVQNISLSVPKYAIYGLLGPNGAGK
                     STTLKMITGMLIPTSGEIYFDGHKWTRHDLHSIGALIDSPPLYENLTARENLQVRTTV
                     LGLPKSRIDEVLHVVELENTEKKKAKDFSMGMKQRLGIAIALLNHPKFLILDEPMNGL
                     DPFGIQELRKLILSFPGKGITVILSSHILSEVSQIADHVGIISGGVLGYQGKLNKNDD
                     LEDLFVQVAGKYRREA"
     gene            complement(3575223..3577103)
                     /gene="mutL"
                     /locus_tag="BA_3904"
                     /old_locus_tag="BA3904"
                     /db_xref="Pathema:BA_3904"
     CDS             complement(3575223..3577103)
                     /gene="mutL"
                     /locus_tag="BA_3904"
                     /old_locus_tag="BA3904"
                     /note="identified by similarity to EGAD:37608; match to
                     protein family HMM PF01119; match to protein family HMM
                     PF02518; match to protein family HMM PF08676; match to
                     protein family HMM TIGR00585"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA mismatch repair protein MutL"
                     /protein_id="AAP27637.1"
                     /db_xref="Pathema:BA_3904"
                     /translation="MGKIRKLDDQLSNLIAAGEVVERPASVVKELVENSIDANSTSIE
                     IHLEEAGLSKIRIIDNGDGIAEEDCIVAFERHATSKIKDENDLFRIRTLGFRGEALPS
                     IASVSELELITSTGDAPGTHLIIKGGDIIKQEKTASRKGTDITVQNLFFNTPARLKYM
                     KTIHTELGNITDIVYRIAMSHPEVSLKLFHNEKKLLHTSGNGDVRQVLASIYSIQVAK
                     KLVPIEAESLDFTIKGYVTLPEVTRASRNYMSTIVNGRYVRNFVLMKAIQQGYHTLLP
                     VGRYPIGFLSIEMDPMLVDVNVHPAKLEVRFSKEQELLKLIEETLQAAFKKIQLIPDA
                     GVTTKKKEKDESVQEQFQFEHAKPKEPSMPEIVLPTGMDEKQEEPQAVKQPTQLWQPS
                     TKPIIEEPIQEEKSWDSNEEGFELEELEEVREIKEIEMNGNDLPPLYPIGQMHGTYIF
                     AQNDKGLYMIDQHAAQERINYEYFRDKVGRVAQEVQELLVPYRIDLSLTEFLRVEEQL
                     EELKKVGLFLEQFGHQSFIVRSHPTWFPKGQETEIIDEMMEQVVKLKKVDIKKLREEA
                     AIMMSCKASIKANQYLTNDQIFALLEELRTTTNPYTCPHGRPILVHHSTYELEKMFKR
                     VM"
     gene            complement(3577112..3579790)
                     /gene="mutS"
                     /locus_tag="BA_3905"
                     /old_locus_tag="BA3905"
                     /db_xref="Pathema:BA_3905"
     CDS             complement(3577112..3579790)
                     /gene="mutS"
                     /locus_tag="BA_3905"
                     /old_locus_tag="BA3905"
                     /note="identified by similarity to EGAD:37607; match to
                     protein family HMM PF00488; match to protein family HMM
                     PF01624; match to protein family HMM PF05188; match to
                     protein family HMM PF05190; match to protein family HMM
                     PF05192; match to protein family HMM TIGR01070"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA mismatch repair protein MutS"
                     /protein_id="AAP27638.1"
                     /db_xref="Pathema:BA_3905"
                     /translation="MTQYTPMIQQYLKVKADYQDAFLFFRLGDFYEMFFEDAVKAAHE
                     LEITLTSRDGGSSERIPMCGVPYHAAKNYIEQLVEKGYKVAVCEQVEDPKTAKGVVRR
                     EVVQLITPGTMMEGRTIDEKENNFLAALTHFEDGSYALACNDLTTGQNTVTLLTGSVE
                     DILLEVYATGSKEIVVDSSFSKDELNKLTETLKMTISYEDATAIPEGLEHLVKNVSQA
                     KLIKAVGRLFNYVIRTQKRSLDHLQPVEIYYTNQFMKIDVHSKRNLELTETLRTKEKT
                     GSLLWLLDKTKTAMGGRMLKQWMERPLIQKERIEERLEMVETFVNDYFLREDLKEKLK
                     EVYDLERLAGKVAFGNVNARDLLQLRRSLLQVPAILEAISLLDNAYAARLIQGADPCE
                     SLTELLGRSIQENPPLSIKDGDIIKDGYNDKLDQYRYVSKNGKTWIAELEKRERDITG
                     IKSLKIGYNRIFGYYIEVTKANLGALPEGRYERKQTLANAERFITDELKEKETLILEA
                     EEKIVQLEYDLFTALREEVKVFIPKLQHLAKVISELDVLQSFATVSEEEQFVKPVLTT
                     KREIFIKDGRHPVVEKVLNGKLYVPNDCIMPENMDVFLITGPNMSGKSTYMRQLALVT
                     VMSQIGCFVPATEAVLPVFDQIFTRIGAADDLISGQSTFMVEMLEAKNAIANASERSL
                     ILFDEIGRGTSTYDGMALAQAIIEHIHDQIGAKTLFSTHYHELTVLEDSLDQLKNVHV
                     SAIEENGKVVFLHKIQDGAADKSYGIHVAQLAELPDSLIARAKEVLAQLEGQEEIVIP
                     KRVEVKAQEQEVIPEPIVVKEEPIEIEETKVDNEEESQLSFFGAEQSSKKQDKPALDA
                     KETAVLTQIKKIDLLDMTPLEAMNELYRLQKKLKKG"
     gene            complement(3579972..3580514)
                     /gene="cotE"
                     /locus_tag="BA_3906"
                     /old_locus_tag="BA3906"
                     /db_xref="Pathema:BA_3906"
     CDS             complement(3579972..3580514)
                     /gene="cotE"
                     /locus_tag="BA_3906"
                     /old_locus_tag="BA3906"
                     /codon_start=1
                     /transl_table=11
                     /product="spore coat protein E"
                     /protein_id="AAP27639.1"
                     /db_xref="Pathema:BA_3906"
                     /translation="MSEFREIITKAVVGKGRKYTKSTHTCESNNEPTSILGCWVINHS
                     YEARKNGKHVEIEGFYDVNTWYSFDGNTKTEVVTERVNYTDEVSIGYRDKNFSGDDLE
                     IIARVIQPPNCLEALVSPNGNKIVVTVEREFVTEVVGETKICVSVNPEGCVESDEDFQ
                     IDDDEFEELDPNFIVDAEEE"
     gene            complement(3580640..3581071)
                     /locus_tag="BA_3907"
                     /old_locus_tag="BA3907"
                     /db_xref="Pathema:BA_3907"
     CDS             complement(3580640..3581071)
                     /locus_tag="BA_3907"
                     /old_locus_tag="BA3907"
                     /note="identified by similarity to EGAD:108740"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27640.1"
                     /db_xref="Pathema:BA_3907"
                     /translation="MKVYSKDEIVEQAKELAKMISETEEVDFFKKAEAQIHKNENVKR
                     AIDEIKALQKQAVNLQHYGKWEALKKVEAEIDALQDKLDSIPVVQEFKSSQTYVNDLL
                     QLVASTISNNVTDEILISTNGDVLKGETGAAVESKKGNCGC"
     gene            complement(3581075..3582604)
                     /locus_tag="BA_3908"
                     /old_locus_tag="BA3908"
                     /db_xref="Pathema:BA_3908"
     CDS             complement(3581075..3582604)
                     /locus_tag="BA_3908"
                     /old_locus_tag="BA3908"
                     /note="identified by similarity to EGAD:108739; match to
                     protein family HMM PF00919; match to protein family HMM
                     PF01938; match to protein family HMM PF04055; match to
                     protein family HMM TIGR00089; match to protein family HMM
                     TIGR01574"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27641.1"
                     /db_xref="Pathema:BA_3908"
                     /translation="MNEQQRLASQQVNSSTKKEEKDYSKYFESVYQPPSLKDAKKRGK
                     EEVKIERDFGLPEEFRNFGTGRKFYIRTYGCQMNEHDTEVMAGIFTALGYEPTFSTED
                     ADVVLLNTCAIRENAENKVFGELGHLKSLKRRNSDLLIGVCGCMSQEESVVNKIMQKN
                     QHVDMVFGTHNIHRLPYILKDAMFSKETVVEVWSKEGDVIENLPKVRRGDIKAWVNIM
                     YGCDKFCTYCIVPYTRGKERSRRPEDIIQEIRHLAANGYKEITLLGQNVNAYGKDFED
                     IEYGLGDLMDELRKVDIARIRFTTSHPRDFDDHLIEVLGKGGNLVEHIHLPVQSGSTE
                     MLKIMARKYSREHYLELVRKIKEAIPNAVLTTDIIVGFPNETDEQFEETMSLYREVGF
                     DTAFTFIYSPREGTPAAKMKDNVPMEVKKERLQRLNALVNKLAIEKNDRYKGQIVEVL
                     VDGESKNNPEVLAGYTRTNKLVNFVAPKSLIGQLVKIKVTDAKTWSLNGELVEEPIEV
                     E"
     gene            complement(3583032..3583898)
                     /locus_tag="BA_3909"
                     /old_locus_tag="BA3909"
                     /db_xref="Pathema:BA_3909"
     CDS             complement(3583032..3583898)
                     /locus_tag="BA_3909"
                     /old_locus_tag="BA3909"
                     /note="identified by similarity to GP:10174993; match to
                     protein family HMM PF02775; match to protein family HMM
                     TIGR02177"
                     /codon_start=1
                     /transl_table=11
                     /product="putative pyruvate ferredoxin oxidoreductase,
                     beta subunit"
                     /protein_id="AAP27642.1"
                     /db_xref="Pathema:BA_3909"
                     /translation="MATFKDFRNSVKPNWCPGCGDFSVQAAIQRAAANVGLNPDELAV
                     ISGIGCSGRISGYINSYGVHSIHGRALPIAQGVKMANRDLTVIASGGDGDGFAIGMGH
                     TIHSIRRNIDITYIVMDNQIYGLTKGQTSPRSEAGFKTKSTPQGSIEPSLNVMEMALT
                     AGATFVAQSFSSDLKELTQIIEAGINHKGFSLINVFSPCVTYNKVNTYDWFKENLTKL
                     STVEGYDPSNRMMAMQTLMENNGLVTGLIYQNTAQPSYQELVKGYSEKPLVQSDLNMD
                     QKMFDELVAEFM"
     gene            complement(3583885..3585642)
                     /locus_tag="BA_3910"
                     /old_locus_tag="BA3910"
                     /db_xref="Pathema:BA_3910"
     CDS             complement(3583885..3585642)
                     /locus_tag="BA_3910"
                     /old_locus_tag="BA3910"
                     /note="identified by similarity to OMNI:NTL01BH2377; match
                     to protein family HMM PF01558; match to protein family HMM
                     PF01855; match to protein family HMM PF02780; match to
                     protein family HMM TIGR03710"
                     /codon_start=1
                     /transl_table=11
                     /product="putative pyruvate ferredoxin oxidoreductase,
                     alpha subunit"
                     /protein_id="AAP27643.1"
                     /db_xref="Pathema:BA_3910"
                     /translation="MISQLSWKVGGQQGEGIESTGEIFCIALNRLGYYLYGYRHFSSR
                     IKGGHTNNKIRVSTTEVRAISDDLDILIAFDQETIDFNFHELRPGGIVVADAKFNPTI
                     PDNTDVNLYVIPFTDIASELGTSLMKNMVAVGASSAVLGLDETAYLDVVEEIFGRKGE
                     QVVQKNMDAIKRGSQYMKELLGEKVNMMQLEKADGQKRMFMIGNDAIAFGAVAGGARF
                     MSAYPITPASEIMEYLIKKLPKVGGTVIQTEDEIAACTMAIGANYAGVRTLTASAGPG
                     LSLMMEAIGLAGITETPLVIVDTQRGGPSTGLPTKQEQSDLMAMIYGTHGEIPKIVMA
                     PSTVEEAFYDIVEAFNLSEEYQVPVIFLTDLQLSLGKQTVEPLKLDKVEIRRGKLDLE
                     AELPERENKAYFKRYEVTEDGVSPRVLPGMKNGVHHVTGVEHDETGKPSESALNRKDQ
                     MDKRFRKMENLKFNTPVYKNVKHEEADVLLVGFNSTRGAIEEAMERLEQEGMKVNHAH
                     VRLIHPFPTAEIDPLVKKAKRVVVVENNATGQLANIMKMNLGNGEKISSLLKYDGNPF
                     LPKEIYNECKKGVVLNGNI"
     gene            complement(3585870..3586793)
                     /locus_tag="BA_3911"
                     /old_locus_tag="BA3911"
                     /db_xref="Pathema:BA_3911"
     CDS             complement(3585870..3586793)
                     /locus_tag="BA_3911"
                     /old_locus_tag="BA3911"
                     /note="identified by match to protein family HMM PF01244"
                     /codon_start=1
                     /transl_table=11
                     /product="renal dipeptidase family protein"
                     /protein_id="AAP27644.1"
                     /db_xref="Pathema:BA_3911"
                     /translation="MKIFDAHCDVLLQLWSAQGKKDFKHDPQLHITFEQLKRRKESIQ
                     CFAIYVPETVAYENRFEVSLQMVDIFYNEILSLPGVKFIQTKDDINMLKQDEIGAILT
                     LEGCEAIGKDAMKLRLLYRLGVRSFGLTWNYANLLADGALETRGAGLTTSGKHVVQEL
                     NALHVWTDVSHLNERSFWDVIEIAKNPIASHSNCMKLCQHPRNLNDEQLKALIKRNGM
                     IGVTFVPQFLTNEKQANVADIIRHIEYICSLGGENNIGFGSDFDGILETVVNVSAYRD
                     YENVVNELCKHYAASTVERFLYDNFVEHISF"
     gene            complement(3586853..3587113)
                     /gene="spoVS2"
                     /locus_tag="BA_3912"
                     /old_locus_tag="BA3912"
                     /db_xref="Pathema:BA_3912"
     CDS             complement(3586853..3587113)
                     /gene="spoVS2"
                     /locus_tag="BA_3912"
                     /old_locus_tag="BA3912"
                     /note="identified by match to protein family HMM PF04232"
                     /codon_start=1
                     /transl_table=11
                     /product="stage V sporulation protein S"
                     /protein_id="AAP27645.1"
                     /db_xref="Pathema:BA_3912"
                     /translation="MEILKVKATSVPNSVAGALAGVIRERGTAEIQAIGAGALNQAVK
                     AVAIARGFVAPSGLDLICIPAFTDIMIDGEERTAIKLIVEPR"
     gene            complement(3587263..3588057)
                     /locus_tag="BA_3913"
                     /old_locus_tag="BA3913"
                     /db_xref="Pathema:BA_3913"
     CDS             complement(3587263..3588057)
                     /locus_tag="BA_3913"
                     /old_locus_tag="BA3913"
                     /note="identified by similarity to EGAD:108574; match to
                     protein family HMM PF00149; match to protein family HMM
                     TIGR00282"
                     /codon_start=1
                     /transl_table=11
                     /product="metallophosphoesterase, MG_246/BB_0505 family"
                     /protein_id="AAP27646.1"
                     /db_xref="Pathema:BA_3913"
                     /translation="MRILFVGDVVGSPGRGMIQQYVPALKKKYTPTVTIINGENAAGG
                     RGITEKIYRNFLECGAQAVTLGNHAWDNREVFEFIDDAKYLARPANFPEGTLGKGLIF
                     VNCNGTEVAVINLQGRTFLPPIDCPFRKVDELIDIAKKRTNIIFVDFHAETTSEKQAL
                     GWYVDGRATAVVGTHTHVPTADNRILPSGTAYITDVGMTGPYDGILGMDREAVLKKFL
                     TNLPVRFEVTNGRTQLSAVLIDVDPNTGKAKKIERILINDDQPFFE"
     gene            complement(3588223..3589785)
                     /locus_tag="BA_3914"
                     /old_locus_tag="BA3914"
                     /db_xref="Pathema:BA_3914"
     CDS             complement(3588223..3589785)
                     /locus_tag="BA_3914"
                     /old_locus_tag="BA3914"
                     /note="identified by match to protein family HMM PF00013;
                     match to protein family HMM PF01966; match to protein
                     family HMM TIGR00277; match to protein family HMM
                     TIGR03319"
                     /codon_start=1
                     /transl_table=11
                     /product="HDIG/HD/KH domain protein"
                     /protein_id="AAP27647.1"
                     /db_xref="Pathema:BA_3914"
                     /translation="MSSTVWILISILLATVGAVVGFFVRKSIAEAKINGAANEAKRIL
                     DEANREAEALKKEALLEAKDEIHTLRTEAELEIRDRRSELQKQENRLMQKEENLDRKD
                     ETLDKRELQLEKKEDSLVARQQQIEELESKVGELVQKQQTELERISNLTREQAKAIIL
                     GKVESEVSHEIAVMVKESEVRAKEEADKKAKEILSLAMQRCAADHVAETTVSVVNLPN
                     DEMKGRIIGREGRNIRTLETLTGIDLIIDDTPEAVILSGFDPIRRETARIALDKLVQD
                     GRIHPARIEEMVEKSRREVDEYIREVGEQTTFEVGVHGLHPDLIKILGRLKYRTSYGQ
                     NVLKHSMEVAYLTGLMAAELGEDEKLARRAGLLHDIGKAIDHEVEGSHVEIGVELATK
                     YKEHPVVINSIASHHGDTEPTSIIAVLVAAADALSAARPGARSETLENYIRRLEKLEE
                     ISESYEGVEKSFAIQAGREVRILVKPDTIDDLEAHRLARDIRKRIENELDYPGHIKVT
                     VIRETRAVEYAK"
     gene            complement(3590268..3591626)
                     /gene="recA"
                     /locus_tag="BA_3915"
                     /old_locus_tag="BA3915"
                     /db_xref="Pathema:BA_3915"
     CDS             complement(join(3590268..3590689,3591017..3591626))
                     /gene="recA"
                     /locus_tag="BA_3915"
                     /old_locus_tag="BA3915"
                     /note="The recA gene is interrupted by a group I intron
                     that is spliced out to create a functional form of the
                     recA transcript. Reference: Ko, M., Choi, H,. Park C.,
                     (2002) Group I self-splicing intron in the recA gene of
                     Bacillus anthracis. J. Bacteriol. Jul;184(14):3917-22.
                     PMID 12081963; identified by similarity to SP:P16971;
                     match to protein family HMM PF00154; match to protein
                     family HMM TIGR02012"
                     /codon_start=1
                     /transl_table=11
                     /product="recA protein, group I intron-containing"
                     /protein_id="AAP27648.1"
                     /db_xref="Pathema:BA_3915"
                     /translation="MSDRQAALDMALKQIEKQFGKGSIMKLGEQAERKVSTVSSGSLA
                     LDVALGVGGYPRGRIIEIYGPESSGKTTVSLHAIAEVQRQGGQAAFIDAEHAMDPVYA
                     QKLGVNIDELLLSQPDTGEQGLEIAEALVRSGAVDIIVIDSVAALVPKAEIEGDMGDS
                     HVGLQARLMSQALRKLSGAINKSKTIAIFINQIREKVGVMFGNPETTPGGRALKFYST
                     VRLEVRRAEQLKQGNDIVGNKTKVKVVKNKVAPPFRVAEVDIMYGEGISREGEILDMA
                     SELDIVQKSGAWYSYNEERLGQGRENSKQFLKENTDLREEIAFFIREHHGISEDSGAE
                     GMEDPNLLD"
     gene            complement(3591771..3593009)
                     /gene="cinA"
                     /locus_tag="BA_3916"
                     /old_locus_tag="BA3916"
                     /db_xref="Pathema:BA_3916"
     CDS             complement(3591771..3593009)
                     /gene="cinA"
                     /locus_tag="BA_3916"
                     /old_locus_tag="BA3916"
                     /note="identified by similarity to EGAD:108567; match to
                     protein family HMM PF00994; match to protein family HMM
                     PF02464; match to protein family HMM TIGR00177; match to
                     protein family HMM TIGR00199; match to protein family HMM
                     TIGR00200"
                     /codon_start=1
                     /transl_table=11
                     /product="competence/damage-inducible protein CinA"
                     /protein_id="AAP27649.1"
                     /db_xref="Pathema:BA_3916"
                     /translation="MNAEIIAVGTELLLGQIANTNAQFLSEKLASIGINVYYHTVVGD
                     NNKRLQQAIEVAEERADMLIFTGGLGPTKDDLTKETIASSLAEELVYDEKALASISDY
                     FKRTGREFTENNKKQALVLDGATVFANDHGMAPGMGLNKNGKVYILLPGPPKEMKPMY
                     VSYVEPFLRNFTTGENIYSRVLRFFGIGESQLEVKVQDLIDGQTNPTIAPLANDGEVT
                     LRLTAKHQNVDEAEKLIQHVEDLILERVGGFFYGYDQEFLHDKAIVLLKKKGLTLACA
                     ESLTGGLFGNQVTESAGVSSVFKGGVICYHNDVKQHVLHVPEEVLFTDGAVSKECARY
                     LAENVKELLEADIGISFTGVAGPDASEHKEPGTVFVGLAIKDEPTVVFPLNLSGSRQQ
                     IRERSAKYGFYHLYKKLEEI"
     gene            complement(3593030..3593608)
                     /gene="pgsA"
                     /locus_tag="BA_3917"
                     /old_locus_tag="BA3917"
                     /db_xref="Pathema:BA_3917"
     CDS             complement(3593030..3593608)
                     /gene="pgsA"
                     /locus_tag="BA_3917"
                     /old_locus_tag="BA3917"
                     /EC_number="2.7.8.5"
                     /note="identified by match to protein family HMM PF01066;
                     match to protein family HMM TIGR00560"
                     /codon_start=1
                     /transl_table=11
                     /product="CDP-diacylglycerol--glycerol-3-phosphate
                     3-phosphatidyltransferase"
                     /protein_id="AAP27650.1"
                     /db_xref="Pathema:BA_3917"
                     /translation="MNLPNKITISRIFLIPIFMVIMLAPFDWGSYTIGDVDLPIQHLV
                     GALIFIVASATDWIDGHYARKYNLVTNLGKFLDPLADKLLVSAALITLVEMQYVPAWI
                     VIIIISREFAVTGLRLVLAGTGEVVAANQLGKIKTWTQIIAIAAYLLHDVPLNLIHIP
                     VADIFIWIALIFTVISGWDYFWKNRAAFVNSK"
     gene            complement(3593672..3594583)
                     /locus_tag="BA_3918"
                     /old_locus_tag="BA3918"
                     /db_xref="Pathema:BA_3918"
     CDS             complement(3593672..3594583)
                     /locus_tag="BA_3918"
                     /old_locus_tag="BA3918"
                     /note="identified by similarity to GP:16413905"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27651.1"
                     /db_xref="Pathema:BA_3918"
                     /translation="MTELGQKLKEARGTKGLSIDQLHEITKIQKRHLVAIEEGNYDVL
                     PGAFYARAFIKQYADAVGLNGEELLVEYQSTIPQSEKRDVPQVSTGQKTQETMQKSSS
                     WPIADHMPKILVALLVIAVGVVIWFVFQALTGKDDEKVPNTQSEKIEVKKAENSPLDT
                     KKDEVKAEEPKKEEPKKEEPKKEEQPAQPTGQQEVKVVGTTGKVSTLEIHNNKTLELE
                     ISGKGASYVDVKDDAGNEVLNTTIQDGQTEKRDLSTAKEVRLNIGNATNVEVKLNGQV
                     VAYPLDPEKELHQRLVIKNQGIEQPAQ"
     gene            complement(3594605..3595390)
                     /locus_tag="BA_3919"
                     /old_locus_tag="BA3919"
                     /db_xref="Pathema:BA_3919"
     CDS             complement(3594605..3595390)
                     /locus_tag="BA_3919"
                     /old_locus_tag="BA3919"
                     /codon_start=1
                     /transl_table=11
                     /product="ACT domain protein"
                     /protein_id="AAP27652.1"
                     /db_xref="Pathema:BA_3919"
                     /translation="MIEWYFEYEIHKNRPGLLGDVSSLIGMLGINIVTINGVDNARRG
                     LLLMCDNQEQISRLESILNTMDNITVTKYRPPKLRDKLAVRHGRYIQRDADDKKTFRF
                     VRDELGLLVDFMAEIMKKEGHKLIGIRGMPRVGKTESIVAASVCANKRWLFVSSTLIK
                     QTVRSQLIEDEYSDDNIFILDGIVSTKRANERHWQLVREIMRLPATKVVEHPDVFVSQ
                     SEYTLDDFDYIIELRNDYDEEIQYNLVDEIEQGTQNNFSMFDF"
     gene            complement(3595530..3595778)
                     /locus_tag="BA_3920"
                     /old_locus_tag="BA3920"
                     /db_xref="Pathema:BA_3920"
     CDS             complement(3595530..3595778)
                     /locus_tag="BA_3920"
                     /old_locus_tag="BA3920"
                     /note="identified by similarity to OMNI:NTL01BH2393"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27653.1"
                     /db_xref="Pathema:BA_3920"
                     /translation="MSVLDNFDQWKSFLGERLEQAQGKGLDGGAVSDMAFRVGDYLAN
                     EVEARNDQEKLLAELWKVADEQEQHTIANLMVKFVQHK"
     gene            complement(3595854..3596567)
                     /locus_tag="BA_3921"
                     /old_locus_tag="BA3921"
                     /db_xref="Pathema:BA_3921"
     CDS             complement(3595854..3596567)
                     /locus_tag="BA_3921"
                     /old_locus_tag="BA3921"
                     /note="identified by match to protein family HMM PF00106;
                     match to protein family HMM PF01370; match to protein
                     family HMM PF08659"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, short-chain
                     dehydrogenase/reductase family"
                     /protein_id="AAP27654.1"
                     /db_xref="Pathema:BA_3921"
                     /translation="MKKYALVTGGSGGIGSAISKQLIQDGYTVYVHYNNSEEKVNELQ
                     KEWGEVIPVQANLASSDGAEQLWEQIEHPLDAIIYAAGKSIFGLVTDVTNDELNDMVE
                     LQVKSIYKLLSMALPSMIQRRSGNIVLVSSIWGQIGASCEVLYSMVKGAQNSYVKALA
                     KEVSLSGIRVNAVAPGAIETEMLNVFSEEDKNEIAEEIPLGRLGLPEEVAKTVSFLVS
                     PGASYITGQIIGVNGGWHC"
     gene            complement(3596671..3597957)
                     /locus_tag="BA_3922"
                     /old_locus_tag="BA3922"
                     /db_xref="Pathema:BA_3922"
     CDS             complement(3596671..3597957)
                     /locus_tag="BA_3922"
                     /old_locus_tag="BA3922"
                     /note="identified by similarity to GP:2634058; match to
                     protein family HMM PF00675; match to protein family HMM
                     PF05193"
                     /codon_start=1
                     /transl_table=11
                     /product="zinc protease, insulinase family"
                     /protein_id="AAP27655.1"
                     /db_xref="Pathema:BA_3922"
                     /translation="MEKIVYEQLKETLYYEKLPNGLDVYILPKQGFNKTFATSTTKYG
                     SVDNTFVPLGKEEMIRVPDGIAHFLEHKLFEKEDHDAFQLFSKQGASANAFTSFTRTA
                     YLFSCTSNVEQNLNTLLNFVQEPYFSEKTVEKEKGIIGQEIQMYQDNPDWRLYFGLID
                     SLFVKHPIKIDIAGTIESISKITKDLLYECYETFYHPSNMLMFVVGAIDPEKTMDLVH
                     ENQAKKDYKNQPEIVRSFEEEPDEVNEKKKIISMPVQTPKCLVGIKATNLKEKGEALL
                     KQEIALTLLLDYLFGKSSVHYESLYNEGLIDDTFSYDYTEENNFGFAMVGGDTKQPDE
                     LEERLKSILLNTNYNQLDEAALERVKKKKIGGFLRSLNSPEYIANQFTRYAFNESSLF
                     DALTVLESLTVQDLQEVAQLLLSEEKMSVCQVLPKK"
     gene            complement(3597958..3599232)
                     /locus_tag="BA_3923"
                     /old_locus_tag="BA3923"
                     /db_xref="Pathema:BA_3923"
     CDS             complement(3597958..3599232)
                     /locus_tag="BA_3923"
                     /old_locus_tag="BA3923"
                     /note="identified by similarity to GP:10175013; match to
                     protein family HMM PF05193"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27656.1"
                     /db_xref="Pathema:BA_3923"
                     /translation="MKLMEQQLHELGGLRVHIIPTDKYKTNTFVFRLKAPLNEETVTE
                     RALLPYVLQSATEKLPSVIRLRQYLEELYGSSLAVDVSKKGEDHIISIYVDIANEVYL
                     HDAPPLFEKALSMLSDIVLHPATEGNGFLPSIVESEKRALLQRIEATYDDKMRYANER
                     LIEEMCKVEPYRLSANGKKESVASITNESLYQYYQKVLAEDEMDLYIIGDISENAVDL
                     VSKYFSISARPVRERNVLLHKRNNEEKEVVEKQELKQSKLHIGYRTFITYKDEDYFAL
                     QLFNGLFGGFSHSKLFVNVREKNSLAYYAASRFESHKGLLFVMSGIEAKNYEKAVEII
                     KEQMLAMQNGDFSEEEIHQTKSVIQNQILEAIDTPRGFVEMLYHGIISDRTRPVEEWL
                     TGIESVTKEEIVKVAKNIELDTIYFLQGTEGE"
     gene            complement(3599431..3600389)
                     /locus_tag="BA_3924"
                     /old_locus_tag="BA3924"
                     /note="sugar ABC transporter, permease protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3924"
     gene            complement(3600390..3601448)
                     /locus_tag="BA_3925"
                     /old_locus_tag="BA3925"
                     /note="sugar ABC transporter, permease protein, authentic
                     point mutation; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3925"
     gene            complement(3601441..3602973)
                     /locus_tag="BA_3926"
                     /old_locus_tag="BA3926"
                     /db_xref="Pathema:BA_3926"
     CDS             complement(3601441..3602973)
                     /locus_tag="BA_3926"
                     /old_locus_tag="BA3926"
                     /note="identified by match to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="sugar ABC transporter, ATP-binding protein"
                     /protein_id="AAP27657.1"
                     /db_xref="Pathema:BA_3926"
                     /translation="MEYVIEMNNITKVFPGIVANDDITLQVKQGEIHALLGENGAGKS
                     TLMNVLFGLYQPEQGEIKIKGNPVKITNPNIANDLGIGMVHQHFMLVHNFTVTENIIL
                     GNEPKKNGKIAVEEAAKEIKQLSEQYGLAVDPHAKIEDISVGMQQRVEILKTLYRGAE
                     ILIFDEPTAVLTPQEIHELIQIMKKLVQEGKSIILITHKLKEIMEVCDRCTIIRKGKG
                     IGTVNVAETDEHKLAELMVGRQVNFKTEKIEAKPKEEVLSIANLIVHDTRKLPAVKGL
                     DLTVRAGEIVGIAGIDGNGQSELIEAITGLRKVESGSIAIKGKEITNWPVRRITEEGI
                     GHIPEDRHKHGLVLDFSVRDNIVLQTYYKNPFSKKGILNFSKITQKAKALIEQFDVRT
                     PSEQTLARALSGGNQQKAIIAREVDRNPDLLIAAQPTRGLDVGAIEFIHKKLIEQRDN
                     GKAVLLLSLELDEILNVSDRVAVIYEGKIVAIVDAKETNEQQLGLLMAGGTGKEKVNT
                     NG"
     gene            complement(3603082..3604149)
                     /locus_tag="BA_3927"
                     /old_locus_tag="BA3927"
                     /db_xref="Pathema:BA_3927"
     CDS             complement(3603082..3604149)
                     /locus_tag="BA_3927"
                     /old_locus_tag="BA3927"
                     /note="identified by similarity to EGAD:108726; match to
                     protein family HMM PF02608"
                     /codon_start=1
                     /transl_table=11
                     /product="lipoprotein, Bmp family"
                     /protein_id="AAP27658.1"
                     /db_xref="Pathema:BA_3927"
                     /translation="MKKKTGLLLSLTLAASAVLGACGNSDKASSDKKEFKVGMVTDVG
                     GVDDKSFNQSAWEGLTKFGKDNNLKKNEGYRYLQSSKDADYIPNLTKFAKDHYNTTFG
                     IGYLMEKSIEKVAEQYPKEQFAIVDTVVEKPNVTSITFKDHEGSFLVGAVAAMTTKSN
                     KVGFVGGVKSPLITKFESGFKAGAKAVNPNIEIVSQYADAFDKPEKGSVLASAMYGGG
                     VDVIYHASGATGNGVFTEAKNRKKKGENVWVIGVDRDQNQEGMPENVTLTSMVKRVDV
                     AVAKVAQEAKDGKLKGGKVEEFGLKDDGVGIAKTTDNVKKVNPEILTKVEEFEKKITD
                     GEIKVPATDEEYKAYEASLKK"
     gene            complement(3604239..3604964)
                     /locus_tag="BA_3928"
                     /old_locus_tag="BA3928"
                     /db_xref="Pathema:BA_3928"
     CDS             complement(3604239..3604964)
                     /locus_tag="BA_3928"
                     /old_locus_tag="BA3928"
                     /note="identified by similarity to OMNI:NTL01BS01681;
                     match to protein family HMM PF00392; match to protein
                     family HMM PF07702"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, GntR family"
                     /protein_id="AAP27659.1"
                     /db_xref="Pathema:BA_3928"
                     /translation="MSVKSDSRHLYLRVIDHIKEKIKDGAYKERQKLPSEFDLAKELG
                     VSRATLREALRILEEENVVIRRHGVGTFVNAKPLFSSGIEQLSSITDMISSVGKTPGT
                     IFLSSSTTSLTEEEKEKFNSEDGFNAVMIERVRTADGEPVVYCIDKLAKEILPDLSGY
                     NEESLLTVIHNNTHKRITYAVAHIEPIGYHPKISPILECEPETALLVLKQMHYDQNDE
                     PILYSINYFRADKFSFHVLRKRM"
     gene            complement(3605502..3607883)
                     /locus_tag="BA_3930"
                     /old_locus_tag="BA3930"
                     /db_xref="Pathema:BA_3930"
     CDS             complement(3605502..3607883)
                     /locus_tag="BA_3930"
                     /old_locus_tag="BA3930"
                     /note="identified by match to protein family HMM PF01580;
                     match to protein family HMM PF09397"
                     /codon_start=1
                     /transl_table=11
                     /product="stage III sporulation protein E"
                     /protein_id="AAP27660.1"
                     /db_xref="Pathema:BA_3930"
                     /translation="MAKQKQRGTKAKARRTIKPTLYYEIVGLTLFALSIITILQLGVV
                     GKSFVLFFRFFFGEWYIIGVLGVIALSVSFVIKRGWPNLLNKRLIGFYLIVLAILMFS
                     HITLFNLLTKDGAVQNTSVIVSTKDNFFLEMKKGPDSVHLGGGMFGALMFATCYFLFD
                     EVGAYIIGIILVILGILCITNKHIGEVLAPVGRILRSQFQVMQGDYKDWRAKRTAEQT
                     EKKKTTRSTRSKRATEQEEIIEPMEEISIDPPIISNFTENYPVNEQEDKRIEVEQEEL
                     ITSPFIEEAPPVEEPKKKRGEKIVESLEGETQAPPMQFSNVENKDYKLPALDILKFPK
                     NKQVTNENAEIYENARKLERTFQSFGVKAKVTKVHRGPAVTKYEVYPDMGVKVSKIVG
                     LSDDLALALAAKDIRIEAPIPGKSAVGIEVPNSEVSMVTLREVLDSKANNHPEEKLLI
                     GLGRDITGEAVLARLNKMPHLLVAGATGSGKSVCINGIIVSILMRAKPHEVKLMMIDP
                     KMVELNVYNGVPHLLTPVVTDPKKASQALKKVVSEMERRYELFAHSGTRNIEGYNDYI
                     KEHNNQSEAKQPELPYIVVIVDELADLMMVASSDVEDAIMRLAQMARAAGIHLIIATQ
                     RPSVDVITGVIKANIPSRIAFAVSSQTDSRTILDGGGAEKLLGRGDMLFIPIGASKPV
                     RVQGAFLSDDEVERVVEYVIGQQKAQYQEDMIPQDVPDTKQEVEDELYDEAVQLVVEM
                     QTASVSMLQRRFRVGYTRAARLIDAMEMNGVVGPYEGSKPREVLINDVQEKSS"
     gene            complement(3608095..3608298)
                     /locus_tag="BA_3931"
                     /old_locus_tag="BA3931"
                     /db_xref="Pathema:BA_3931"
     CDS             complement(3608095..3608298)
                     /locus_tag="BA_3931"
                     /old_locus_tag="BA3931"
                     /note="identified by similarity to OMNI:NTL01BH2399"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27661.1"
                     /db_xref="Pathema:BA_3931"
                     /translation="MILYTIMPEQLVYPADYSQCESQKVVNINGVELMVSEEEHGSYS
                     IVRVLSTDPFHYLEFEPGQKITF"
     gene            complement(3608295..3609044)
                     /gene="clpP"
                     /locus_tag="BA_3932"
                     /old_locus_tag="BA3932"
                     /db_xref="Pathema:BA_3932"
     CDS             complement(3608295..3609044)
                     /gene="clpP"
                     /locus_tag="BA_3932"
                     /old_locus_tag="BA3932"
                     /EC_number="3.4.21.92"
                     /note="identified by similarity to OMNI:NTL01BH2400; match
                     to protein family HMM PF00574"
                     /codon_start=1
                     /transl_table=11
                     /product="clp protease"
                     /protein_id="AAP27662.1"
                     /db_xref="Pathema:BA_3932"
                     /translation="MTERDRYTNEEKEAEPKETGKEASIVEKIQQLGQTNVPQMNESR
                     IHCLTIVGQVEGHVQLPPQNKTTKYEHIIPQIVAIEQNPKIEGLLIVLNTVGGDVEAG
                     LAISEMVASLSKPTVSLVLGGGHSIGVPIAVSTDYSFIAETATMTIHPIRLTGLVIGV
                     PQTFEYLDKMQERVIRFVTKHSKVTEDRFKELMFAKGNLTRDIGTNVIGGDAVKYGLI
                     DDVGGIGNAIRKLNELIDNRADDHAEGTMLQ"
     gene            complement(3609149..3610819)
                     /locus_tag="BA_3933"
                     /old_locus_tag="BA3933"
                     /db_xref="Pathema:BA_3933"
     CDS             complement(3609149..3610819)
                     /locus_tag="BA_3933"
                     /old_locus_tag="BA3933"
                     /note="identified by match to protein family HMM PF00753;
                     match to protein family HMM PF07521; match to protein
                     family HMM TIGR00649"
                     /codon_start=1
                     /transl_table=11
                     /product="metallo-beta-lactamase family protein"
                     /protein_id="AAP27663.1"
                     /db_xref="Pathema:BA_3933"
                     /translation="MKRKENESVKVFALGGVGEIGKNMYCVEIDSEIFIVDAGLMFPG
                     DEMFGIDIVIPDITYLVENQERVKGLFITHGHEDHIGGIVYVLRKLSIPVYATKLTVG
                     LIQEKLGEAGMLGRVDLKTIDSNSTVEFNTTTVSFFGTTHSIPDSVGVCFHTSKGAIV
                     YTGDFKFDQTPIGNSGADLGKMAQIGNEGVLCLLSDSTNAERPGYTGSEKEVGVEISK
                     VFYGAEGRIIVASFASNVHRIQQVFDAAAETGRKVAVVGRSMVKVVDIARRLGYLDVP
                     EGMVISLQEVDNFPEKKVAILTTGSQGEPMAALSRMAKQAHKQISIRKGDTVIIAASP
                     IPGNEISVSKIIDLLFRAGAEVVYYGERKVHVSGHGSQEELKLMLNLMKPKYFVPVHG
                     EFRMQKAHAYLAEDVGIARENIFIVEKGDVIGFGDDEANLVGKVQAGNVLIDGLGVGD
                     VGNIVLRDRKMLSQDGILVVVVTLGKDEKKIISGPEIISRGFVYVRESEALIDRSTEI
                     VRMIVEQSIKEYSIEWSMLKQNIRELLGQFLYEETKRKPMILPIIMEV"
     gene            3611324..3611551
                     /locus_tag="BA_3934"
                     /old_locus_tag="BA3934"
                     /db_xref="Pathema:BA_3934"
     CDS             3611324..3611551
                     /locus_tag="BA_3934"
                     /old_locus_tag="BA3934"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27664.1"
                     /db_xref="Pathema:BA_3934"
                     /translation="MNYVIFEAITPKNRVGILLRLYKCSFYNNYDFLIPLKDYNYFLL
                     HVAIYNEELVNDLIKTHIGKIRKERKKFSYK"
     gene            complement(3611585..3612463)
                     /gene="dapA2"
                     /locus_tag="BA_3935"
                     /old_locus_tag="BA3935"
                     /db_xref="Pathema:BA_3935"
     CDS             complement(3611585..3612463)
                     /gene="dapA2"
                     /locus_tag="BA_3935"
                     /old_locus_tag="BA3935"
                     /EC_number="4.3.3.7"
                     /note="identified by similarity to SP:Q04796; match to
                     protein family HMM PF00701; match to protein family HMM
                     TIGR00674"
                     /codon_start=1
                     /transl_table=11
                     /product="dihydrodipicolinate synthase"
                     /protein_id="AAP27665.1"
                     /db_xref="Pathema:BA_3935"
                     /translation="MIDFGTIATAMVTPFDINGNIDFAKTTKLVNYLIDNGTTAIVVG
                     GTTGESPTLTSEEKVALYRHVVSVVDKRVPVIAGTGSNNTHASIDLTKKATEVGVDAV
                     MLVAPYYNKPSQEGMYQHFKAIAESTPLPVMLYNVPGRSIVQISVDTVVRLSEIENIV
                     AIKDAGGDVLTMTEIIEKTADDFAVYSGDDGLTLPAMAVGAKGIVSVASHVIGNEMQE
                     MIAAFQAGEFKKAQKLHQLLVRVTDSLFMAPSPTPVKTALQMVGLDVGSVRLPLLPLT
                     EEERVTLQSVMQSIPR"
     gene            complement(3612475..3613707)
                     /gene="dapG2"
                     /locus_tag="BA_3936"
                     /old_locus_tag="BA3936"
                     /db_xref="Pathema:BA_3936"
     CDS             complement(3612475..3613707)
                     /gene="dapG2"
                     /locus_tag="BA_3936"
                     /old_locus_tag="BA3936"
                     /EC_number="2.7.2.4"
                     /note="identified by match to protein family HMM PF00696;
                     match to protein family HMM PF01842; match to protein
                     family HMM TIGR00656; match to protein family HMM
                     TIGR00657"
                     /codon_start=1
                     /transl_table=11
                     /product="aspartate kinase, monofunctional class"
                     /protein_id="AAP27666.1"
                     /db_xref="Pathema:BA_3936"
                     /translation="MKIIVQKFGGTSVRDENGRKHALHHIKKSLDAGYKVVTVVSAMG
                     RKGEPYATDTLLSLVNQEESHISNREQDLLLSCGELISAIVFSNMLNENGIKAAALNG
                     AQAGFVTNDDFTNAKIIEMNCDRIHEELENVDVIVVTGFQGQTKKGDTTTLGRGGSDT
                     SASALGVALHAEYIDIFTDVEGVMTADPRIVKDARHLQTVTYNEICNMAYQGAKVVHP
                     RAVEIAMHAKVPLRVRSTYSDSEGTLIAAYDGATKGQDVEERPVTGIAHVSNVTQIKV
                     LAKETAYDIQQHVFKEMANEGISVDLINISPTGVAYTVNDNVSARAVEVLKQLGYEPI
                     VTEHCAKVSIVGAGMAGIPGVTAKIVTALAEKGIQILQSADSHTTIWVLVKETDLVEA
                     VNALHSAFELSKEKQLEQ"
     gene            complement(3613731..3614777)
                     /gene="asd2"
                     /locus_tag="BA_3937"
                     /old_locus_tag="BA3937"
                     /db_xref="Pathema:BA_3937"
     CDS             complement(3613731..3614777)
                     /gene="asd2"
                     /locus_tag="BA_3937"
                     /old_locus_tag="BA3937"
                     /EC_number="1.2.1.11"
                     /note="identified by similarity to SP:Q04797; match to
                     protein family HMM PF01118; match to protein family HMM
                     PF02774; match to protein family HMM TIGR01296"
                     /codon_start=1
                     /transl_table=11
                     /product="aspartate-semialdehyde dehydrogenase"
                     /protein_id="AAP27667.1"
                     /db_xref="Pathema:BA_3937"
                     /translation="MEKQKTFHVAVVGATGAVGEQMLNTLEKREFPIGKLTLLSSKRS
                     AGKKLVFKGEEFTVQEATPESFEGVDIALFSAGGSVSKQLAPEAAKRGAIVVDNTSAF
                     RMTENVPLVVPEVNENDLKEHNGIIANPNCSTIQMVVALEPVRQQYGLKRVIVSTYQA
                     VSGAGAAAIEELHEQSQAILNGEEVKANVLPVSGDKKHFPIAFNAIPQIDKFQDNGFT
                     FEEMKMINETKKIMHMPELEVAATCVRLPVVSGHSESVYIEVEKEGVTVEELKSLLAN
                     AEGIVLQDNPEEQLYPMPATAVGKNEVFVGRIRKDLNNDKGFHLWVVSDNLLKGAAWN
                     SVQIAERLVKLQLV"
     gene            complement(3614928..3615527)
                     /gene="spoVFB"
                     /locus_tag="BA_3938"
                     /old_locus_tag="BA3938"
                     /db_xref="Pathema:BA_3938"
     CDS             complement(3614928..3615527)
                     /gene="spoVFB"
                     /locus_tag="BA_3938"
                     /old_locus_tag="BA3938"
                     /note="identified by similarity to EGAD:21529; match to
                     protein family HMM PF02441; match to protein family HMM
                     TIGR02852"
                     /codon_start=1
                     /transl_table=11
                     /product="dipicolinate synthase, B subunit"
                     /protein_id="AAP27668.1"
                     /db_xref="Pathema:BA_3938"
                     /translation="MNLKGKRIGFGFTGSHCTYEEVMPHLEKLIAEGAEVRPVVSYTV
                     QSTNTRFGEGTEWIKKIEEVTGFKAINSIVGAEPLGPKIPLDCMVIAPLTGNSMSKFA
                     NAMTDSPVLMAAKATLRNGKPVVLAVSTNDALGLNGVNLMRLMATKNIYFVPFGQDAP
                     EKKPNSMVARMELLEDTVLEALQGKQLQPVVVEKFRYMN"
     gene            complement(3615524..3616426)
                     /gene="spoVFA"
                     /locus_tag="BA_3939"
                     /old_locus_tag="BA3939"
                     /db_xref="Pathema:BA_3939"
     CDS             complement(3615524..3616426)
                     /gene="spoVFA"
                     /locus_tag="BA_3939"
                     /old_locus_tag="BA3939"
                     /note="identified by similarity to EGAD:17928; match to
                     protein family HMM PF01262; match to protein family HMM
                     PF01488; match to protein family HMM TIGR02853"
                     /codon_start=1
                     /transl_table=11
                     /product="dipicolinate synthase, A subunit"
                     /protein_id="AAP27669.1"
                     /db_xref="Pathema:BA_3939"
                     /translation="MLTEMHIAVIGGDARQLEVIRKLVELDAKLSLIGFDQLDHGFTG
                     AAKESIQNLDFTSLDAIILPVAGTNAKGEVDTIFSNEKVSITKEQIENTPEHFTIYSG
                     IGTPYLENLVSTTNRKLIKLFDRDDVAIYNSIPTVEGTLMMVIQHTDYTIHGSNVMVL
                     GFGRTGMSVARAFQSLGAHVKVGARRSEHIARITEMMFSPFHMQNIEKEVGNIDIVIN
                     TIPHLVVTANVISKMPAHTLVIDLASKPGGTDFRYAEKRGVKALLAPGLPGIVAPKTA
                     GQILANVLSQLLAEDVIARKENGE"
     gene            3616517..3616621
                     /locus_tag="BA_3940"
                     /old_locus_tag="BA3940"
                     /db_xref="Pathema:BA_3940"
     CDS             3616517..3616621
                     /locus_tag="BA_3940"
                     /old_locus_tag="BA3940"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27670.1"
                     /db_xref="Pathema:BA_3940"
                     /translation="MIEKQKARMIYPTRCMQEDPHLKIPHVRGHDTGN"
     gene            complement(3616701..3616952)
                     /locus_tag="BA_3941"
                     /old_locus_tag="BA3941"
                     /db_xref="Pathema:BA_3941"
     CDS             complement(3616701..3616952)
                     /locus_tag="BA_3941"
                     /old_locus_tag="BA3941"
                     /note="identified by similarity to EGAD:20046; match to
                     protein family HMM PF05239; match to protein family HMM
                     TIGR02888"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27671.1"
                     /db_xref="Pathema:BA_3941"
                     /translation="MRLSELSGKEIVNLERAEKMGVLGYVDLEIDEKDGRIQTLIIPA
                     GKWGGFKKEPQEIRVAWNQIKKVGHDMILCDIMDRSNLK"
     gene            complement(3617079..3618320)
                     /locus_tag="BA_3942"
                     /old_locus_tag="BA3942"
                     /db_xref="Pathema:BA_3942"
     CDS             complement(3617079..3618320)
                     /locus_tag="BA_3942"
                     /old_locus_tag="BA3942"
                     /note="identified by similarity to SP:Q04805; match to
                     protein family HMM PF00675; match to protein family HMM
                     PF05193"
                     /codon_start=1
                     /transl_table=11
                     /product="zinc protease, insulinase family"
                     /protein_id="AAP27672.1"
                     /db_xref="Pathema:BA_3942"
                     /translation="MIKKYTCKNGVRIVMENIPTVRSVAIGIWIHAGSRNENEKNNGI
                     SHFLEHMFFKGTETRSAREIAESFDSIGGQVNAFTSKEYTCYYAKVLDEHAKYALDVL
                     ADMFFNSTFDEEELKKEKNVVCEEIKMYEDAPDDIVHDMLTKATYETHPLGYPILGTE
                     ETLNTFTGDTLRQYIKDHYTPENVVVSIAGNIDEAFLQTVEQYFGSYEGTTNREQVHS
                     PIFHFNKVARKKETEQAHLCLGYKGLQMGHEDIYNLIVLNNVLGGSMSSRLFQEVREQ
                     RGLAYSVFSYHSSYEDTGMLTLYGGTGSQQLDTLYETMQETLETLKNTGITEKELINS
                     KEQLKGNLMLSLESTNSRMSRNGKNELLLRKHRSLDEIIESVNTVTKENVDELIRNMF
                     TDEFSAALISPDGKLPKGIKL"
     gene            complement(3618407..3619306)
                     /locus_tag="BA_3943"
                     /old_locus_tag="BA3943"
                     /db_xref="Pathema:BA_3943"
     CDS             complement(3618407..3619306)
                     /locus_tag="BA_3943"
                     /old_locus_tag="BA3943"
                     /note="identified by match to protein family HMM PF01522;
                     match to protein family HMM TIGR02873"
                     /codon_start=1
                     /transl_table=11
                     /product="putative polysaccharide deacetylase"
                     /protein_id="AAP27673.1"
                     /db_xref="Pathema:BA_3943"
                     /translation="MKARILAYICIFFLYVSVGSYSVFAQDNLYEEIQKHAKQYEIAP
                     QNAMIDKIWKATPGYNGRQVDMEASYNNMKKLKKFDQKHLEFKEVSPSVHLEDLSPAP
                     IYRGHPNKKMVGLTINVAWGNEYLPRILEILKKHDVKATFFLEGRWVKENLRFAKMIV
                     DANQEVGNHSYTHPNMKTLSSDEIRDQLQKTNRMIEAATNQKVRWFAPPSGSFRDEVV
                     KIADDFQMGTIMWTVDTIDWKRPEPDVLLQRVMRKIHPGAIVLMHPTSSTTEALDTMI
                     TKLKEQGYKVGNITELLDEKRVD"
     gene            complement(3619458..3621596)
                     /gene="pnp"
                     /locus_tag="BA_3944"
                     /old_locus_tag="BA3944"
                     /db_xref="Pathema:BA_3944"
     CDS             complement(3619458..3621596)
                     /gene="pnp"
                     /locus_tag="BA_3944"
                     /old_locus_tag="BA3944"
                     /EC_number="2.7.7.8"
                     /note="identified by similarity to SP:P50849; match to
                     protein family HMM PF00013; match to protein family HMM
                     PF00575; match to protein family HMM PF01138; match to
                     protein family HMM PF03725; match to protein family HMM
                     PF03726; match to protein family HMM TIGR03591"
                     /codon_start=1
                     /transl_table=11
                     /product="polyribonucleotide nucleotidyltransferase"
                     /protein_id="AAP27674.1"
                     /db_xref="Pathema:BA_3944"
                     /translation="MSQEKQVFSIDLAGRQLTVETGQLAKQANGAVLVRYGDTAVLST
                     ATASKEAKNVDFFPLTVNYEERLYAVGKIPGGFIKREGRPSEKAILASRLIDRPIRPL
                     FADGFRNEVQVVNIVMSVDQDCSSEMAAMLGSSLALSISDIPFEGPIAGATVGRINGE
                     FVINPTVEQQEQSDIHLVVAGTKDAINMVEAGADQVPEETMLEAIMFGHDEIKRLIAF
                     QEEIVQAVGKEKSEVKLYEVDADLNQAVREMAEKDMHSAIQVHEKHAREDAINEVKKR
                     VIEHYEAQEADADTLGQVNEILYKIVKEEVRRLITVEKIRPDGRKGDEIRPLASEVGI
                     LSRTHGSGLFTRGQTQALSICTLGALGDVQILDGLGVEESKRFMHHYNFPSFSVGETR
                     PMRGPGRREIGHGALGERALEPVIPSEKDFPYTVRLVSEVLESNGSTSQASICGSTLA
                     MMDAGVPLKAPVAGIAMGLVKTGEHYTILSDIQGMEDHLGDMDFKVAGTAHGVTALQM
                     DIKIDGLSREILEEALQQAKVGRVHILNHMLSVIAEPRTELSAYAPKIITMTINPDKI
                     RDVIGPSGKQINKIIEETGVKIDIEQDGTVFISSINQEMNDKAKKIIEDIVREVQVGE
                     IYEGKVKRVEKFGAFVELFSGKDGLVHISELALERVGKVEDVVKIGDVITVKVIEIDK
                     QGRVNLSRKVLLKEEQEKEAAKEENKQEQQ"
     gene            complement(3621757..3622026)
                     /gene="rpsO"
                     /locus_tag="BA_3945"
                     /old_locus_tag="BA3945"
                     /db_xref="Pathema:BA_3945"
     CDS             complement(3621757..3622026)
                     /gene="rpsO"
                     /locus_tag="BA_3945"
                     /old_locus_tag="BA3945"
                     /note="identified by similarity to SP:P21473; match to
                     protein family HMM PF00312; match to protein family HMM
                     TIGR00952"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S15"
                     /protein_id="AAP27675.1"
                     /db_xref="Pathema:BA_3945"
                     /translation="MALTQERKNEIIAQFRTHETDTGSPEVQIAVLTEQINTLNEHLR
                     THKKDHHSRRGLLKMVGKRRNLLTYLRNSDITRYRELITKLGLRR"
     gene            complement(3622127..3623098)
                     /gene="ribF"
                     /locus_tag="BA_3946"
                     /old_locus_tag="BA3946"
                     /db_xref="Pathema:BA_3946"
     CDS             complement(3622127..3623098)
                     /gene="ribF"
                     /locus_tag="BA_3946"
                     /old_locus_tag="BA3946"
                     /EC_number="2.7.1.26"
                     /EC_number="2.7.7.2"
                     /note="identified by similarity to SP:P54575; match to
                     protein family HMM PF01687; match to protein family HMM
                     PF06574; match to protein family HMM TIGR00083"
                     /codon_start=1
                     /transl_table=11
                     /product="riboflavin biosynthesis protein RibF"
                     /protein_id="AAP27676.1"
                     /db_xref="Pathema:BA_3946"
                     /translation="MKLIHLTHPHEQNKLELPPTVMALGFFDGIHLGHQCVIRTAKQI
                     ADEKGYKSAVMTFYPHPSVVLGKKEAHAEYITPMCDKEKIVESLGIDILYVVKFDESF
                     AGLLPQQFVDDYIIGLNVKHVVAGFDYSYGRLGKGKMETLPFHARGEFTQTVIEKVEF
                     QEEKVSSTALRKLIRNGEMEQIPSILGRAYTVGGTVVHGDKRGRQIGFPTANVGLSDE
                     YLLPPVGVYAVRLQVHGEWYDGVCNIGYKPTFKEDERQLSIEVHLFEFNNDIYDQNVT
                     VEWHMRIREEKKFNGIDELVEQIAKDKKTAQEYFANEKNILAFSNEK"
     gene            complement(3623142..3624065)
                     /gene="truB"
                     /locus_tag="BA_3947"
                     /db_xref="Pathema:BA_3947"
     CDS             complement(3623142..3624065)
                     /gene="truB"
                     /locus_tag="BA_3947"
                     /note="identified by similarity to SP:P32732; match to
                     protein family HMM PF01509; match to protein family HMM
                     TIGR00431"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA pseudouridine synthase B"
                     /protein_id="ACZ49993.1"
                     /db_xref="Pathema:BA_3947"
                     /translation="MEGVVLLHKPKGMTSHDCVFKLRKILREKRIGHTGTLDPDVTGV
                     LPICVGRATKIAQFLTSETKTYEGEVTLGFSTTTEDASGEVVETKYVDRVITRKEVEE
                     ALATLTGTIEQMPPMFSAVKVNGKKLYEYARAGQEVERPVRTITIHEFVLLDDREVFE
                     GENISFRFRVTCSKGTYVRTLAVMIGEKLGFPSHMSHLVRTASGEFLLEDCISFEEIE
                     ENVQNGTVESIFISIDEALSKFPKMVVDEKQAEKIKNGMFLKNELQITAPFITVFDKN
                     DRCLAIYEHHPKHPGMLKPMKVLVNNQELKL"
     gene            complement(3624152..3624508)
                     /gene="rbfA"
                     /locus_tag="BA_3948"
                     /old_locus_tag="BA3948"
                     /db_xref="Pathema:BA_3948"
     CDS             complement(3624152..3624508)
                     /gene="rbfA"
                     /locus_tag="BA_3948"
                     /old_locus_tag="BA3948"
                     /note="identified by similarity to EGAD:9902; match to
                     protein family HMM PF02033; match to protein family HMM
                     TIGR00082"
                     /codon_start=1
                     /transl_table=11
                     /product="ribosome-binding factor A"
                     /protein_id="AAP27677.1"
                     /db_xref="Pathema:BA_3948"
                     /translation="MKLRANRVGEQMKKELGDIISRKIKDPRVGFVTVTDVQVSRDLQ
                     IATVYISVLGDEEQKENTLKGLAKAKGFIRSEIGQRIRLRKTPEISFEFDESIGYGHR
                     IDTLLHEINKEGKREE"
     gene            complement(3624524..3624805)
                     /locus_tag="BA_3949"
                     /old_locus_tag="BA3949"
                     /db_xref="Pathema:BA_3949"
     CDS             complement(3624524..3624805)
                     /locus_tag="BA_3949"
                     /old_locus_tag="BA3949"
                     /note="identified by similarity to OMNI:NTL01BS01664;
                     match to protein family HMM PF04456"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27678.1"
                     /db_xref="Pathema:BA_3949"
                     /translation="MIIASLSFECMIYDVHSLKEKRAILQRVLTRVKQRYNVAVSEVG
                     HQDVWQRTEIAIVSVSSNRVICEKEMNRVLEYIDSFPEIERTITQLEWY"
     gene            complement(3624802..3626862)
                     /gene="infB"
                     /locus_tag="BA_3950"
                     /old_locus_tag="BA3950"
                     /db_xref="Pathema:BA_3950"
     CDS             complement(3624802..3626862)
                     /gene="infB"
                     /locus_tag="BA_3950"
                     /old_locus_tag="BA3950"
                     /note="identified by similarity to SP:P17889; match to
                     protein family HMM PF00009; match to protein family HMM
                     PF01926; match to protein family HMM PF03144; match to
                     protein family HMM PF04760; match to protein family HMM
                     TIGR00231; match to protein family HMM TIGR00487"
                     /codon_start=1
                     /transl_table=11
                     /product="translation initiation factor IF-2"
                     /protein_id="AAP27679.1"
                     /db_xref="Pathema:BA_3950"
                     /translation="MSKIRVHEYAKKHNISSKDLMTKLKEMNIEVSNHMTMLDDEVVN
                     KLDNEYQAEKPSVADEFEVEEKVVRSKKNSNKKKKKGKGNEDKRQENFAGRQQTQTVE
                     TPDKITFSGSLTVGDLAKKLSKEPSEIIKKLFMLGIMATINQDLDKDTIELIANDYGI
                     EVEEEVIVSETEFETFIDEQDDEENLKERPAVVTIMGHVDHGKTTLLDSIRNSKVTAG
                     EAGGITQHIGAYQVELNDKKITFLDTPGHAAFTTMRARGAQVTDITIIVVAADDGVMP
                     QTVEAINHAKAAGVPIIVAVNKMDKPAANPDRVMQELTEYELVPEAWGGDTIFVPISA
                     IQGEGIDNLLEMILLISEVEEYKANPNRYATGTVIEAQLDKGKGTIATLLVQNGTLRV
                     GDPIVVGTSFGRVRAMVSDIGRRVKVAGPSTPVEITGLNEVPQAGDRFMAFADEKKAR
                     QIGESRAQEALLAQRGEKSKLSLEDLFQQIQEGDVKEINLIVKADVQGSVEAMAASLR
                     KIDVEGVKVKIIHTGVGAITESDIILASASNAIVIGFNVRPDVNAKRTAELENVDIRL
                     HRIIYKVIEEIEAAMQGMLDPEFEEKVIGQAEVRQTFKVTKVGTIAGCYVTDGKITRD
                     SGVRIIRDGVVIFEGQLDTLKRFKDDVKEVAQNYECGITIERYNDLKEGDIIEAYIME
                     EVKR"
     gene            complement(3626867..3627178)
                     /locus_tag="BA_3951"
                     /old_locus_tag="BA3951"
                     /db_xref="Pathema:BA_3951"
     CDS             complement(3626867..3627178)
                     /locus_tag="BA_3951"
                     /old_locus_tag="BA3951"
                     /note="identified by similarity to SP:P32729; match to
                     protein family HMM PF01248"
                     /codon_start=1
                     /transl_table=11
                     /product="ribosomal protein L7A family"
                     /protein_id="AAP27680.1"
                     /db_xref="Pathema:BA_3951"
                     /translation="MSDWKSFLGLANRARKIISGEELVLKEVRSGKAKLVLLSEDASV
                     NTTKRITDKTTYYNVPMRKVENRQQLGHAIGRDERVVVAVLDEGFAKKLRSMLDTNYR
                     G"
     gene            complement(3627179..3627451)
                     /locus_tag="BA_3952"
                     /old_locus_tag="BA3952"
                     /db_xref="Pathema:BA_3952"
     CDS             complement(3627179..3627451)
                     /locus_tag="BA_3952"
                     /old_locus_tag="BA3952"
                     /note="identified by similarity to OMNI:NTL01BS01661;
                     match to protein family HMM PF04296"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27681.1"
                     /db_xref="Pathema:BA_3952"
                     /translation="MSNRKVPLRKCVATQEMKSKRELVRIVRSKEGEVSIDLTGKKSG
                     RGAYLSKDKESILQAQKKNVLEHHLKAKIDSSLYEELLELVEKESK"
     gene            complement(3627463..3628569)
                     /gene="nusA"
                     /locus_tag="BA_3953"
                     /old_locus_tag="BA3953"
                     /db_xref="Pathema:BA_3953"
     CDS             complement(3627463..3628569)
                     /gene="nusA"
                     /locus_tag="BA_3953"
                     /old_locus_tag="BA3953"
                     /note="identified by similarity to EGAD:10045; match to
                     protein family HMM PF00575; match to protein family HMM
                     PF08529; match to protein family HMM TIGR01953"
                     /codon_start=1
                     /transl_table=11
                     /product="N utilization substance protein A"
                     /protein_id="AAP27682.1"
                     /db_xref="Pathema:BA_3953"
                     /translation="MSTELLDALLVLESEKGISKDIIIDAIEAALISAYKRNFNQAQN
                     VRVSFNPQVGTIQVLARKDVVDNVFDPRLEISVEEARQINPNYQDGDVLEIEVTPKDF
                     GRIAAQTAKQVVTQRVREAERGVIYSEFSDREEDIMVGIVQRQDARFIYVSLGKVEAL
                     LPVSEQMPNEQYKPHDRIRVFITKVEKTTKGPQIYVSRTHPGLLKRLFEMEVPEIYDG
                     TVEIRSVAREAGDRSKISVHAENIDVDPVGSCVGPKGQRVQRIVDELKGEKIDIVRWS
                     NDPVEYVANALSPSQVVKVLVDEEEKATTVVVPDHQLSLAIGKRGQNARLAAKLTGWK
                     IDIKSESDAKQLGIVTEEDSVVAFGFDSVEDEIE"
     gene            complement(3628587..3629057)
                     /locus_tag="BA_3954"
                     /old_locus_tag="BA3954"
                     /db_xref="Pathema:BA_3954"
     CDS             complement(3628587..3629057)
                     /locus_tag="BA_3954"
                     /old_locus_tag="BA3954"
                     /note="identified by similarity to EGAD:9796; match to
                     protein family HMM PF02576"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27683.1"
                     /db_xref="Pathema:BA_3954"
                     /translation="MDKKVTEVVEAFAQPIVEELNLELVDVEYVKEGQDWFLRVFIDS
                     EKGVDIEECGAVSERLSEALDKEDPIPHLYFLDVSSPGAERPLKKEKDFQQAVGKQVA
                     IKTYEPIDGEKMFEGKMLSYDGTTITLLLTIKTRKKEIQIPMDKVANARLAVTF"
     gene            complement(3629390..3633691)
                     /gene="polC"
                     /locus_tag="BA_3955"
                     /old_locus_tag="BA3955"
                     /db_xref="Pathema:BA_3955"
     CDS             complement(3629390..3633691)
                     /gene="polC"
                     /locus_tag="BA_3955"
                     /old_locus_tag="BA3955"
                     /EC_number="2.7.7.7"
                     /note="identified by similarity to EGAD:14601; match to
                     protein family HMM PF00929; match to protein family HMM
                     PF01336; match to protein family HMM PF02811; match to
                     protein family HMM PF07733; match to protein family HMM
                     TIGR00573; match to protein family HMM TIGR01405"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA polymerase III, alpha subunit, Gram-positive
                     type"
                     /protein_id="AAP27684.1"
                     /db_xref="Pathema:BA_3955"
                     /translation="MSLTNEQKERFQILLQQLQIPDDLINQYLQGGGIERLVIDKANK
                     SWHFNLQVPRILPTELYELLETKLKQSFSHIARTTFALETENKQFTEEEVRAYWPLCT
                     ERITFSPMFAYLKKQLPQVNGVKLLINVNNELESTALKKNVAKPVGDQYEAFGFPRFQ
                     LDTHIQQNTEEMQKFREQTQQEDRERVIQAMEEMAKKQAEESSVVHEGPITLGYLIKP
                     DEEITPMREIQDEERRKTVQGYVFHVETKELRSGRTLLTLKITDYTDSIMIKMFSRDK
                     EDIPMLQSLKKGMWVKARGSVQNDTFVRDLVMIANDINEITGPSRKDKAPEGEKRVEL
                     HLHTPMSQMDAVTPVSKLVAQAGKWGHEAIAVTDHAVAQSFPEAYSAGKKAGVKVIYG
                     VEANLVNDGVPIAYNEEHRLLADETYVVFDVETTGLSAVYDTVIELAAVKVKGGEIID
                     RFESFANPHQPLSATIIELTGITDDMLTDAPEVDEVFKKFEEWMGDHTLVAHNASFDM
                     GFINVGFKKAGLEKTKNPVIDTLELARFLFPEMKNHRLNTLCKKMDIELTQHHRAIYD
                     TEATGYLLVKMLKDVIEKGFEYHDQLNDSMGQGDAYKRGRPSHMTLLATSDVGLKNLY
                     KLVSYSHLNYFYRVPRVPRSLLKKYREGILVGTACDKGEVFEAMMQKAPEEVEEIAQF
                     YDYIEVMPPEVLRHLVERELVRDEGQLKTIISNLVKLGETLDKPVVATGNVHYLDPED
                     AMYRKILVSSQGGANPLNRHSLPPVHFRTTDEMLECFSFLGEDVAKEIVVTNTQKIAS
                     LIGDVHPVKDDLYTPKIEGADDETRDMSYKMARSIYGEELPEIVEARLEKELKSIIGH
                     GFAVIYLISHKLVKKSLVDGYLVGSRGSVGSSFVATMMEITEVNPLPPHYVCPKCKQS
                     EFFNDGSVGSGFDLPDKECPTCNIPYVKDGHDIPFETFLGFKGDKVPDIDLNFSGEYQ
                     PRAHNYTKVLFGEDYVYRAGTIGTVAEKTAYGYVKGYANDHNLTIRNAEIDRLVAGCT
                     GVKRTTGQHPGGIIVVPDYMDIFDFSPIQYPADSIGAEWRTTHFDFHSIHDNLLKLDI
                     LGHDDPTVIRMLQDLSGIDPKTIPTDDPEVMKIFSGPESLGVTEEQINCKTGTLGIPE
                     FGTKFVRQMLEETKPTTFSELVQISGLSHGTDVWLGNANELIYNGTCTLSEVIGCRDD
                     IMVYLIYQGLDPSLAFKIMESVRKGKGVPEEWEEDMKSNNVPGWYIDSCKKIKYMFPK
                     AHAAAYVLMAVRIAYFKVHFALLFYAAYFTVRADDFDVEAMAKGSASIRARIDEIAQK
                     GLDAAPKEKSLLTVLEMTLEMCERGYSFQKVDLYRSHATDFIIDGDSLIPPFNAVPGL
                     GTNAALSIVEARKNGEFLSKEDLQQRSKVSKTIIEYLDSQGCLGDLPDQNQLSLF"
     gene            3633722..3633832
                     /locus_tag="BA_3956"
                     /old_locus_tag="BA3956"
                     /db_xref="Pathema:BA_3956"
     CDS             3633722..3633832
                     /locus_tag="BA_3956"
                     /old_locus_tag="BA3956"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27685.1"
                     /db_xref="Pathema:BA_3956"
                     /translation="MKRATKKDFSLLLLQNTFTKKEKVPHYEVPLPILKY"
     gene            complement(3633816..3635516)
                     /gene="proS2"
                     /locus_tag="BA_3957"
                     /old_locus_tag="BA3957"
                     /db_xref="Pathema:BA_3957"
     CDS             complement(3633816..3635516)
                     /gene="proS2"
                     /locus_tag="BA_3957"
                     /old_locus_tag="BA3957"
                     /EC_number="6.1.1.15"
                     /note="identified by similarity to SP:O31755; match to
                     protein family HMM PF00587; match to protein family HMM
                     PF03129; match to protein family HMM PF04073; match to
                     protein family HMM TIGR00409"
                     /codon_start=1
                     /transl_table=11
                     /product="proline--tRNA ligase"
                     /protein_id="AAP27686.1"
                     /db_xref="Pathema:BA_3957"
                     /translation="MKQSMVFSPTLREVPADAEIKSHQLLLRAGFMRQNASGIYSFLP
                     FGLKVLHKVERIVREEMERAGAVELLMPAMQAAELWQESGRWYSYGSELMRMKDRNAR
                     EFALGATHEEVITDLVRDEVKSYKKLPLTLYQIQTKFRDEQRPRFGLLRGREFLMKDA
                     YSFHATQESLDEVYDRLYKAYSNIFARCGLNFRAVIADSGAMGGKDTHEFMVLSDVGE
                     DTIAYSDTSDYAANIEMAPVVATYTKSDEAEKELEKVATPDQKAIEEVSAFLNIEADK
                     CIKSMVFKVDEKLVVVLVRGDHEVNDVKVKNVYGASVVELASHEEVKELLNCEVGSLG
                     PIGVNGDIEIIADHAVASIVNGCSGANEEGFHYVNVNPERDFKVSQYTDLRFIQEGDQ
                     SPDGNGTILFARGIEVGHVFKLGTRYSEAMNATFLDENGKTQPLIMGCYGIGVSRTVA
                     AIAEQFNDENGLVWPKAVAPFHVHVIPVNMKSDAQREMGENIYNSLQEQGYEVLLDDR
                     AERAGVKFADADLFGLPVRVTVGKKADEGIVEVKVRATGESEEVKVEELQTYIANILK
                     "
     gene            complement(3635626..3636888)
                     /gene="rasP"
                     /locus_tag="BA_3958"
                     /old_locus_tag="BA3958"
                     /db_xref="Pathema:BA_3958"
     CDS             complement(3635626..3636888)
                     /gene="rasP"
                     /locus_tag="BA_3958"
                     /old_locus_tag="BA3958"
                     /EC_number="3.4.24.-"
                     /note="identified by match to protein family HMM PF00595;
                     match to protein family HMM PF02163; match to protein
                     family HMM TIGR00054"
                     /codon_start=1
                     /transl_table=11
                     /product="RIP metalloprotease RasP"
                     /protein_id="AAP27687.1"
                     /db_xref="Pathema:BA_3958"
                     /translation="MELNTAIAFILIFGALVFFHELGHLYFAKRAGILCREFAIGFGP
                     KIFSFEKNETVYTIRLLPLGGYVRMAGEDADTVELKPGKKVGLVLNAKDEVAKLVFDG
                     YEKYPNVRVIEVEQADLEHNLTISGYEEYEEELQTFRVNEKARIITAGEEIQIAPYNR
                     QFGSKKLGQRALTIFAGPAMNFILAFVIFVILGFVQGVPVDKPMVGKVMENSAAEQAG
                     LKENDTIQAIDGKNTSTWKDVVTIVRENPNKEITLQVKRDSEQFNVKVTPTLDKEGKE
                     EVGRIGVYSPVEKTVMGSIKSGFEQTYQWTKLIFESFVKLVTGQFSINELSGPVGIYN
                     LTDQVVDYGFTRVLSLAAVLSINLGLFNLLPVPALDGGRLFFFLIEALRGKPIDRQKE
                     GMVHFIGFALLMLLMLVVTWNDIRKFFL"
     gene            complement(3636899..3638041)
                     /gene="dxr2"
                     /locus_tag="BA_3959"
                     /old_locus_tag="BA3959"
                     /db_xref="Pathema:BA_3959"
     CDS             complement(3636899..3638041)
                     /gene="dxr2"
                     /locus_tag="BA_3959"
                     /old_locus_tag="BA3959"
                     /EC_number="1.1.1.267"
                     /note="identified by match to protein family HMM PF02670;
                     match to protein family HMM PF08436; match to protein
                     family HMM TIGR00243"
                     /codon_start=1
                     /transl_table=11
                     /product="1-deoxy-D-xylulose 5-phosphate reductoisomerase"
                     /protein_id="AAP27688.1"
                     /db_xref="Pathema:BA_3959"
                     /translation="MKNISLLGASGSIGTQTLDVLRSHPDQFRLVAFSVGKNIDYAVK
                     VIQEFSPQIVSVQREEDVLKLQAVSGNTKIVYGSEGLLEVALHPDAEIVVNAVVGSVG
                     LLPTLRAIEAKKTIGIANKETLVTAGHLVMEAARKHNVSLLPVDSEHSAIFQCLNGEN
                     EKRISRLIITASGGSFRDKTRDELHHVTVEDALRHPNWSMGSKITIDSATMMNKGLEV
                     IEAHWLFGIPYEQIDVVLHKESIIHSMVEFEDRSVMAQLGSPDMRVPIQYALTYPDRL
                     PLSDTKQLNLWEIGTLHFEKMNQERFRCLRFAYEAGKAGGSMPAVMNAANEVAVEAFL
                     QKRIGFLTVEDLIEKAMNHHNVIARPSLEEILEIDAATRRFVMEQI"
     gene            complement(3638065..3638856)
                     /gene="cdsA"
                     /locus_tag="BA_3960"
                     /old_locus_tag="BA3960"
                     /db_xref="Pathema:BA_3960"
     CDS             complement(3638065..3638856)
                     /gene="cdsA"
                     /locus_tag="BA_3960"
                     /old_locus_tag="BA3960"
                     /EC_number="2.7.7.41"
                     /note="identified by similarity to SP:O31752; match to
                     protein family HMM PF01148"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphatidate cytidylyltransferase"
                     /protein_id="AAP27689.1"
                     /db_xref="Pathema:BA_3960"
                     /translation="MKQRIITGVVAAALFIPIVIYGGVPFTVLVYALASIGLYELIRM
                     NKLTLISVPTVLAALLLWIILIPSSASELFTWIGLGKLEITFVIVLLLLSYTVLSKNT
                     FTFDNASFLLMATTYVAMGFLYLNETRILGIKYVFCALFVIWATDSGAYFVGKALGKR
                     KLWPEISPNKTIEGSLGGIVCGIIVALVYNMFFPVESNVLILIALTIIISIFGQIGDL
                     VQSAFKRHYGVKDSGTILPGHGGILDRTDSWLFVLPILYFLLQYN"
     gene            complement(3638874..3639650)
                     /gene="uppS"
                     /locus_tag="BA_3961"
                     /old_locus_tag="BA3961"
                     /db_xref="Pathema:BA_3961"
     CDS             complement(3638874..3639650)
                     /gene="uppS"
                     /locus_tag="BA_3961"
                     /old_locus_tag="BA3961"
                     /EC_number="2.5.1.31"
                     /note="identified by match to protein family HMM PF01255;
                     match to protein family HMM TIGR00055"
                     /codon_start=1
                     /transl_table=11
                     /product="di-trans,poly-cis-decaprenylcistransferase"
                     /protein_id="AAP27690.1"
                     /db_xref="Pathema:BA_3961"
                     /translation="MMFKNFPFFKGKKDTSFDHLVEEVKKGYIPEHIAIIMDGNGRWA
                     KRRAMPRIAGHHEGMQVVKKITKFASKLNVKVLTLYAFSTENWKRPKKEVDYLMQLPE
                     EFLGTFLPELIEENVQVRVIGQQDRLPTHTRRAMEKAMEETKENTGLILNFALNYGSR
                     DEIVSAVQHMMKDSEEGKVRVEDVSEEMLSSYLMTSSLPDPELLIRTSGELRISNFML
                     WQIAYSEFWFTDVYWPDFTEEHLLNAITDFQHRGRRFGGV"
     gene            complement(3639736..3640293)
                     /gene="frr"
                     /locus_tag="BA_3962"
                     /old_locus_tag="BA3962"
                     /db_xref="Pathema:BA_3962"
     CDS             complement(3639736..3640293)
                     /gene="frr"
                     /locus_tag="BA_3962"
                     /old_locus_tag="BA3962"
                     /note="identified by similarity to SP:P81101; match to
                     protein family HMM PF01765; match to protein family HMM
                     TIGR00496"
                     /codon_start=1
                     /transl_table=11
                     /product="ribosome recycling factor"
                     /protein_id="AAP27691.1"
                     /db_xref="Pathema:BA_3962"
                     /translation="MGQQVLKFSNEKMEKAVAAYSRELATVRAGRASASVLDKVQVDY
                     YGAPTPVVQLANITVPEARLLVIQPYDKTSIGDIEKAILKADLGLNPSNDGTVIRIAF
                     PALTEERRRDLVKVVKKYAEEAKVAVRNVRRDGNDDLKKLEKAGEITEDDLRGYTEDI
                     QKETDKYIAKVDEIAKNKEKEIMEV"
     gene            complement(3640296..3641018)
                     /gene="pyrH2"
                     /locus_tag="BA_3963"
                     /old_locus_tag="BA3963"
                     /db_xref="Pathema:BA_3963"
     CDS             complement(3640296..3641018)
                     /gene="pyrH2"
                     /locus_tag="BA_3963"
                     /old_locus_tag="BA3963"
                     /EC_number="2.7.4.-"
                     /note="identified by similarity to SP:O31749; match to
                     protein family HMM PF00696; match to protein family HMM
                     TIGR02075"
                     /codon_start=1
                     /transl_table=11
                     /product="UMP kinase"
                     /protein_id="AAP27692.1"
                     /db_xref="Pathema:BA_3963"
                     /translation="MSKPKYNRVVLKLSGEALAGEQGFGINPAVIKSVAEQVKEIAEL
                     DVEVAVVVGGGNIWRGKIGSEMGMDRAGADYMGMLATVMNSLALQDSLENIGIQTRVQ
                     TSIEMRQVAEPYIRRKAVRHLEKKRVVIFAAGTGNPYFSTDTTAALRAAEIEADVILM
                     AKNNVDGVYNADPSIDPTATKYETLTYLDVLKEGLGVMDSTASSLCMDNDIPLIVFSV
                     MEKGNIKRAVLGENIGTVVRGK"
     gene            complement(3641085..3641972)
                     /gene="tsf"
                     /locus_tag="BA_3964"
                     /old_locus_tag="BA3964"
                     /db_xref="Pathema:BA_3964"
     CDS             complement(3641085..3641972)
                     /gene="tsf"
                     /locus_tag="BA_3964"
                     /old_locus_tag="BA3964"
                     /note="identified by similarity to SP:P80700; match to
                     protein family HMM PF00627; match to protein family HMM
                     PF00889; match to protein family HMM TIGR00116"
                     /codon_start=1
                     /transl_table=11
                     /product="translation elongation factor Ts"
                     /protein_id="AAP27693.1"
                     /db_xref="Pathema:BA_3964"
                     /translation="MAITAQMVKELREKTGAGMMDCKKALTETNGDMEKAIDFLREKG
                     IAKAAKKADRIAAEGLTFIETNGNDGLILELNSETDFVAKNEGFQTLIKELAAHLLAN
                     KPANVEEAMAQTMENGKKVEEHINEAIAKIGEKLTLRRFEIVSKTDADAFGAYLHMGG
                     RIGVLTVLEGSTDEAAAKDVAMHIAAVNPKYIDRDAVTAEEVEHERQVLTQQALNEGK
                     PEKIVAKMVEGRLGKFFEEICLLDQAFVKNPDMKVRQFVESKGGTLKGFVRYAVGEGI
                     EKREDNFAEEVMNQVKGSN"
     gene            complement(3642076..3642777)
                     /gene="rpsB"
                     /locus_tag="BA_3965"
                     /old_locus_tag="BA3965"
                     /db_xref="Pathema:BA_3965"
     CDS             complement(3642076..3642777)
                     /gene="rpsB"
                     /locus_tag="BA_3965"
                     /old_locus_tag="BA3965"
                     /note="identified by similarity to SP:P21464; match to
                     protein family HMM PF00318; match to protein family HMM
                     TIGR01011"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S2"
                     /protein_id="AAP27694.1"
                     /db_xref="Pathema:BA_3965"
                     /translation="MSVISMKQLLEAGVHFGHQTRRWNPKMKRYIFTERNGIYIIDLQ
                     KTVKKVEEAFKVMRDIAAEGGDILFVGTKKQAQEAIKEEATRAGMYFVNQRWLGGTLT
                     NFQTIQKRIKRLKDIERMQEDGTFEVLPKKEVVQLKKELERLEKFLGGIKDMKGLPSA
                     LFVVDPRKERIAVAEARKLHIPIIGIVDTNCDPDEIDHVIPANDDAIRAVKLLTSKMA
                     DAILEAKQGEETVTA"
     gene            complement(3643127..3643906)
                     /gene="codY"
                     /locus_tag="BA_3966"
                     /old_locus_tag="BA3966"
                     /db_xref="Pathema:BA_3966"
     CDS             complement(3643127..3643906)
                     /gene="codY"
                     /locus_tag="BA_3966"
                     /old_locus_tag="BA3966"
                     /note="identified by similarity to SP:P39779; match to
                     protein family HMM PF06018; match to protein family HMM
                     PF08222; match to protein family HMM PF08279; match to
                     protein family HMM TIGR02787"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator CodY"
                     /protein_id="AAP27695.1"
                     /db_xref="Pathema:BA_3966"
                     /translation="MELLAKTRKLNALLQSAAGKPVNFREMSDTMCEVIEANVFVVSR
                     RGKLLGYAIHQQIENERMKQMLAERQFPEEYTQSLFNITETSSNLDVNSAYTAFPVEN
                     KELFGQGLTTIVPIVGGGERLGTLVLARLGQEFLDDDLILAEYSSTVVGMEILREKAE
                     EIEEEARSKAVVQMAISSLSYSELEAIEHIFEELNGTEGLLVASKIADRVGITRSVIV
                     NALRKLESAGVIESRSLGMKGTYIKVLNDKFLHELAKLKTN"
     gene            complement(3643984..3645375)
                     /gene="hslU"
                     /locus_tag="BA_3967"
                     /old_locus_tag="BA3967"
                     /db_xref="Pathema:BA_3967"
     CDS             complement(3643984..3645375)
                     /gene="hslU"
                     /locus_tag="BA_3967"
                     /old_locus_tag="BA3967"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by similarity to SP:P39778;
                     match to protein family HMM PF07724; match to protein
                     family HMM TIGR00390"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent protease HslVU, ATPase subunit"
                     /protein_id="AAP27696.1"
                     /db_xref="Pathema:BA_3967"
                     /translation="MHLHFTPRQIVEKLDQYIIGQKDAKKAVAVALRNRYRRSKLAEN
                     LRDEIAPKNILMIGPTGVGKTEVARRMAKLVGAPFIKVEATKFTEVGYVGRDVESMVR
                     DLVETSVRIVKEEMVVKVQDKAEEQANQRLVEILVPSPEKQSGFKNPLEMLFGGTQNS
                     NQTTDSQEDVEIEKKRQDVERKLAAGLLEDEIVSIEVTEQQSSMFDMLQGTGMEQMGM
                     NFQDALGSFMPKKTKKRKLSVKEARKVLTNEEAQRLIDMDEVTQEAVYRAEQLGIIFI
                     DEIDKIAGKQSNSVDVSREGVQRDILPIVEGSNVATKYGSVKTDYILFVAAGAFHMSK
                     PSDLIPELQGRFPIRVELTKLSTDDFVKILIEPDNALIKQYMALLATEGIEIEFSDEA
                     IRKIAEIAYQVNQDTDNIGARRLHTIMEKLLEDLSFEASEITLEKITITPQYVEEKLA
                     TIAKNKDVSQFIL"
     gene            complement(3645398..3645940)
                     /gene="hslV"
                     /locus_tag="BA_3968"
                     /old_locus_tag="BA3968"
                     /db_xref="Pathema:BA_3968"
     CDS             complement(3645398..3645940)
                     /gene="hslV"
                     /locus_tag="BA_3968"
                     /old_locus_tag="BA3968"
                     /EC_number="3.4.25.-"
                     /note="identified by similarity to SP:P39070; match to
                     protein family HMM PF00227; match to protein family HMM
                     TIGR03692"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent protease HslVU, peptidase subunit"
                     /protein_id="AAP27697.1"
                     /db_xref="Pathema:BA_3968"
                     /translation="MGNFHATTIFAVHHNGECAMAGDGQVTMGNAVVMKHTARKVRKL
                     FQGKVLAGFAGSVADAFTLFEMFEGKLEEYNGNLQRAAVEMAKQWRGDKMLRQLEAML
                     IVMDKTTMLLVSGTGEVIEPDDGILAIGSGGNYALSAGRALKQYASEHLTAKQIAKAS
                     LEIAGDICVYTNHNIIVEEL"
     gene            complement(3645983..3646882)
                     /gene="xerC"
                     /locus_tag="BA_3969"
                     /old_locus_tag="BA3969"
                     /db_xref="Pathema:BA_3969"
     CDS             complement(3645983..3646882)
                     /gene="xerC"
                     /locus_tag="BA_3969"
                     /old_locus_tag="BA3969"
                     /note="identified by similarity to EGAD:14579; match to
                     protein family HMM PF00589; match to protein family HMM
                     PF02899; match to protein family HMM TIGR02224"
                     /codon_start=1
                     /transl_table=11
                     /product="tyrosine recombinase XerC"
                     /protein_id="AAP27698.1"
                     /db_xref="Pathema:BA_3969"
                     /translation="MNVKKLLQLFVGYLQIERNYSKYTIASYQNDLEHFVQFMEREGI
                     SSFLDITYADVRLYLTTLHDEKLARKSVARKVSSLRSLYRFLMREGYRKDNPFALASL
                     PKKELSIPKFLYAEELEELFEVSDTETPLGQRNQALLELMYATGIRVSECVNLQLTDI
                     DFAVGTILVMGKGKKQRYIPFGSYAQDALITYIENGRKQLAEKTEEQSHMVFLNAKGT
                     PLTSRGVRYVLNELIKKASLTMRISPHILRHTFATHMLDEGADLRTVQELLGHENLST
                     TQIYTHVSKERLRSVYMKHHPRA"
     gene            complement(3646948..3648252)
                     /gene="trmFO"
                     /locus_tag="BA_3970"
                     /old_locus_tag="BA3970"
                     /db_xref="Pathema:BA_3970"
     CDS             complement(3646948..3648252)
                     /gene="trmFO"
                     /locus_tag="BA_3970"
                     /old_locus_tag="BA3970"
                     /EC_number="2.1.1.-"
                     /note="identified by match to protein family HMM PF01134;
                     match to protein family HMM TIGR00137"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA:m(5)U-54 methyltransferase"
                     /protein_id="AAP27699.1"
                     /db_xref="Pathema:BA_3970"
                     /translation="MTTQVVNVIGAGLAGSEAAYQIAKRGVQVRLYEMRPVRQTPAHH
                     TDKFAELVCSNSLRANTLTNAVGVIKEEMRLMDSVIIRAADECSVPAGGALAVDRHEF
                     AAKVTEYVKNHPNVTVMNEEITEIPEGPTIIATGPLTSPDLSAQLKELTGEDYFYFYD
                     AAAPIVEKDSIDMNKVYLKSRYDKGEAAYLNCPMTEEEFDRFYEALIAAETVPLKEFE
                     KEIFFEGCMPVEVMASRGRQTLVFGPMKPVGLEDPKTGKTPYAVVQLRQDDAAGTLYN
                     IVGFQTHLKWGPQKEVLQLIPGLENAEIVRYGVMHRNTFINSPNLLRPTYQYKQRDDL
                     FFAGQMTGVEGYVESAASGLLAGINAARLVKGEEPVVLPPVTAMGSMANYITATNAKN
                     FQPMNANFGLFAPLEKKIKKKAERNEAYATRALEMIRNFVNI"
     gene            complement(3648303..3650381)
                     /gene="topA"
                     /locus_tag="BA_3971"
                     /old_locus_tag="BA3971"
                     /db_xref="Pathema:BA_3971"
     CDS             complement(3648303..3650381)
                     /gene="topA"
                     /locus_tag="BA_3971"
                     /old_locus_tag="BA3971"
                     /EC_number="5.99.1.2"
                     /note="identified by similarity to EGAD:20536; match to
                     protein family HMM PF01131; match to protein family HMM
                     PF01396; match to protein family HMM PF01751; match to
                     protein family HMM TIGR01051"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA topoisomerase"
                     /protein_id="AAP27700.1"
                     /db_xref="Pathema:BA_3971"
                     /translation="MSDYLVIVESPSKAKTIEKYLGKKYKVVASMGHVRDLPKSQMGI
                     EVKNNFTPKYITIRGKGPVLKDLKSAAKKAKKVYLAADPDREGEAIAWHLANTLNVDV
                     ESDCRVVFNEITKDAIKESFKHPRAINMDLVDAQQARRILDRLVGYNISPLLWKKVKK
                     GLSAGRVQSVAVRLIIEREREIQSFEPEEFWTIKTEFVKGKDTFEASFYGVDGEKVQL
                     TNETQVNEIIEQLKDNAFSVENVTRKERKRNPALPFTTSSLQQEAARKLNMRAKKTMM
                     LAQQLYEGIDLGKQGTVGLITYMRTDSTRISETAQTEARTYITEAYGTEYIGAEKKKE
                     TKKSNAQDAHEAIRPTSVMRKPEELKSFLSRDQLRLYKLIWERFVASQMASAIMDTVT
                     ARLINNNVQFRASGSVVKFPGFMKVYVESKDDGAEEKDKMLPPLEVGETVFSKDLEPK
                     QHFTQPPPRYTEARLVRTLEELGIGRPSTYVPTLETIQKRGYVGLDNKRFVPTELGEI
                     VIELILEFFPEIINIEFTANMEQSLDEVEEGNANWVKIVDDFYVGFEPRLEKAEKEMR
                     EVEIKDEPAGEDCELCNHPMVFKMGKYGKFMACSNFPDCRNTKPIVKEIGVTCPKCDK
                     GQIIERRSNKKKRLFYGCGTYPECDFVSWDKPIGRKCPKCEGMLVEKKLKKGVQVQCI
                     SCDYEEEQQM"
     gene            complement(3650526..3651394)
                     /gene="smF"
                     /locus_tag="BA_3972"
                     /old_locus_tag="BA3972"
                     /note="DNA processing Smf protein, authentic frameshift;
                     an automated process has identified a potential problem
                     with this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_3972"
     gene            complement(3651482..3652384)
                     /gene="sucD"
                     /locus_tag="BA_3973"
                     /old_locus_tag="BA3973"
                     /db_xref="Pathema:BA_3973"
     CDS             complement(3651482..3652384)
                     /gene="sucD"
                     /locus_tag="BA_3973"
                     /old_locus_tag="BA3973"
                     /EC_number="6.2.1.5"
                     /note="identified by similarity to SP:P80865; match to
                     protein family HMM PF00549; match to protein family HMM
                     PF02629; match to protein family HMM TIGR01019"
                     /codon_start=1
                     /transl_table=11
                     /product="succinate-CoA ligase (ADP-forming), alpha
                     subunit"
                     /protein_id="AAP27701.1"
                     /db_xref="Pathema:BA_3973"
                     /translation="MSVLVNKDTKVIVQGITGSQGLFHTKQMIEYGTKIVGGVTPGKG
                     GTDIEGVPVFDTVEDAVKATGANASVVYVPPAFAADAIMEAVDAEIDLVVCITEGIPV
                     LDMVNVKRYMAGKHTRLLGPNCPGVITPDECKIGIMPGYIHKKGHVGIVSRSGTLTYE
                     AVHQLTQEGIGQSTAVGIGGDPVNGTDFIDALKAFNEDEETHAVIMIGEIGGTAEEEA
                     AEWVKANMTKPVVGFIGGQTAPAGKRMGHAGAIISGGKGTAAEKIKTMEACGIKVAET
                     PAVMGETLISVLKEKGLFETCKNY"
     gene            complement(3652405..3653565)
                     /gene="sucC"
                     /locus_tag="BA_3974"
                     /old_locus_tag="BA3974"
                     /db_xref="Pathema:BA_3974"
     CDS             complement(3652405..3653565)
                     /gene="sucC"
                     /locus_tag="BA_3974"
                     /old_locus_tag="BA3974"
                     /EC_number="6.2.1.5"
                     /note="identified by match to protein family HMM PF00549;
                     match to protein family HMM PF08442; match to protein
                     family HMM TIGR01016"
                     /codon_start=1
                     /transl_table=11
                     /product="succinate-CoA ligase (ADP-forming), beta
                     subunit"
                     /protein_id="AAP27702.1"
                     /db_xref="Pathema:BA_3974"
                     /translation="MNIHEYQGKAVLRSYGVSVPNGKVAFTVEEAVEAAKELGTDVCV
                     VKAQIHAGGRGKAGGVKVAKNLDEVRTYAESILGTTLVTHQTGPEGKEVKRLLIEEGC
                     DIKKEYYVGLVLDRATSQVVLMASEEGGTEIEEVAEKTPEKIFKEYIDPAVGLQGFQA
                     RRIAFNINIPKELVGQAVKFMMGLYRAFIEKDCSIAEINPLVTTGDGKVMALDAKLNF
                     DSNALYRHKDILELRDLDEEDAKEIEASKYDLNYIPLDGNIGCMVNGAGLAMATMDII
                     KHYHGDPANFLDVGGGATAEKVTEAFKIILSDKNVKGIFVNIFGGIMKCDVIAEGVIE
                     ATKQVGLELPLVVRLEGTNVELGKKILNESGLNIVAAESMTDGAQKIVSLVG"
     gene            complement(3653759..3654532)
                     /gene="rnhB"
                     /locus_tag="BA_3975"
                     /old_locus_tag="BA3975"
                     /db_xref="Pathema:BA_3975"
     CDS             complement(3653759..3654532)
                     /gene="rnhB"
                     /locus_tag="BA_3975"
                     /old_locus_tag="BA3975"
                     /EC_number="3.1.26.4"
                     /note="identified by similarity to EGAD:108435; match to
                     protein family HMM PF01351"
                     /codon_start=1
                     /transl_table=11
                     /product="ribonuclease HII"
                     /protein_id="AAP27703.1"
                     /db_xref="Pathema:BA_3975"
                     /translation="MQKVTIQEAEHLLQEIISEEDDRFQILIKDERKGVQKLISKWYK
                     QKELAQKEKEKFLEMSKYENALREKGLTYIAGIDEVGRGPLAGPVVTAAVILPEDFYI
                     PGLNDSKKLSEAKRERFYGEIKAKAIAIGVGIVSPQVIDEINIYQATKQAMLDAIANL
                     SCTPEYLLIDAMKLPAPIPQTSIIKGDAKSISISAASIIAKVTRDRMMKELGEKYPAY
                     GFEQHMGYGTKQHLEAIEAHGVLEEHRKSFAPIKDMIKK"
     gene            complement(3654584..3655474)
                     /locus_tag="BA_3976"
                     /old_locus_tag="BA3976"
                     /db_xref="Pathema:BA_3976"
     CDS             complement(3654584..3655474)
                     /locus_tag="BA_3976"
                     /old_locus_tag="BA3976"
                     /note="identified by similarity to EGAD:108433; match to
                     protein family HMM PF01926; match to protein family HMM
                     TIGR03596"
                     /codon_start=1
                     /transl_table=11
                     /product="GTPase family protein"
                     /protein_id="AAP27704.1"
                     /db_xref="Pathema:BA_3976"
                     /translation="MVIQWFPGHMAKARRQVTEKLKLIDVVIELVDARLPLSSRNPMI
                     DEIITHKPRLVVLNKADMADDRLTKQWIAYFKEKGHMAISINAQAGQGMKEIAAACKV
                     LVKEKFDKMVAKGIRPRVIRALIVGIPNVGKSTLINKLAKKNIAKTGDRPGVTTAQQW
                     IKVGKEMELLDTPGILWPKFEDELVGLRLATTGAIKDSILNLQDVAVYALRFMEKHYP
                     ERLKERYNLNDIPEDIVELFDAIGKNRGCLMGGGMIDYDKTSELVLRELRGGKLGKMT
                     FETPEEFAEQTEDAEKVEEV"
     gene            complement(3655495..3656046)
                     /gene="sipS2"
                     /locus_tag="BA_3977"
                     /old_locus_tag="BA3977"
                     /db_xref="Pathema:BA_3977"
     CDS             complement(3655495..3656046)
                     /gene="sipS2"
                     /locus_tag="BA_3977"
                     /old_locus_tag="BA3977"
                     /EC_number="3.4.21.89"
                     /note="identified by similarity to SP:P28628; match to
                     protein family HMM PF00717; match to protein family HMM
                     TIGR02227"
                     /codon_start=1
                     /transl_table=11
                     /product="signal peptidase I S"
                     /protein_id="AAP27705.1"
                     /db_xref="Pathema:BA_3977"
                     /translation="MKKEKSSLWEWIKAILIAVVLAGVIRQFFFAPILVDGVSMASTL
                     HDRDRMIVNKIGYHIGDPKRFDIIVFRATEDKDYIKRIIGLPGDEIEYRNDKLYVNGK
                     AYEEPYLDKQKKQIADGPLTYDFTLEEMTGKKTVPEGQLFVLGDNRRFSKDSRSIGTI
                     SMDQVIGKANILYWPLKDARIVK"
     gene            complement(3656148..3656492)
                     /gene="rplS"
                     /locus_tag="BA_3978"
                     /old_locus_tag="BA3978"
                     /db_xref="Pathema:BA_3978"
     CDS             complement(3656148..3656492)
                     /gene="rplS"
                     /locus_tag="BA_3978"
                     /old_locus_tag="BA3978"
                     /note="identified by similarity to SP:O31742; match to
                     protein family HMM PF01245; match to protein family HMM
                     TIGR01024"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L19"
                     /protein_id="AAP27706.1"
                     /db_xref="Pathema:BA_3978"
                     /translation="MQQLIAEITKGQLKTDLPSFRPGDTLRVHVKVVEGTRERIQLFE
                     GVVIKRRGGGISETFTVRKISYGVGVERTFPVHTPRIAKIEVLRRGKVRRAKLYYLRN
                     LRGKKARIKEIR"
     gene            complement(3656639..3657373)
                     /gene="trmD"
                     /locus_tag="BA_3979"
                     /old_locus_tag="BA3979"
                     /db_xref="Pathema:BA_3979"
     CDS             complement(3656639..3657373)
                     /gene="trmD"
                     /locus_tag="BA_3979"
                     /old_locus_tag="BA3979"
                     /note="identified by similarity to SP:O31741; match to
                     protein family HMM PF01746; match to protein family HMM
                     TIGR00088"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA (guanine-N(1)-)-methyltransferase"
                     /protein_id="AAP27707.1"
                     /db_xref="Pathema:BA_3979"
                     /translation="MKIDILTLFPDMFTGVFGSSILKKAQEKEAVELRVVNFRDYTTS
                     KHNSVDDYPYGGGAGMVLTPQPIFDAVEDLTKETERKPRVVLMCPQGERFTQKKAEEL
                     AEEEHLIFVCGHYEGYDERIREHLVTDEISIGDYVLTGGELASMVITDSVVRLLPGVL
                     GNHASQVEDSFSTGLLEHPHYTRPADFRGMKVPDVLMSGNHKNIDEWRHKESLRRTYT
                     RRPDLLEERELSKQEKKWLEQIKEGK"
     gene            complement(3657373..3657888)
                     /gene="rimM"
                     /locus_tag="BA_3980"
                     /old_locus_tag="BA3980"
                     /db_xref="Pathema:BA_3980"
     CDS             complement(3657373..3657888)
                     /gene="rimM"
                     /locus_tag="BA_3980"
                     /old_locus_tag="BA3980"
                     /note="identified by match to protein family HMM PF01782;
                     match to protein family HMM PF05239; match to protein
                     family HMM TIGR02273"
                     /codon_start=1
                     /transl_table=11
                     /product="16S rRNA processing protein RimM"
                     /protein_id="AAP27708.1"
                     /db_xref="Pathema:BA_3980"
                     /translation="MTKWFNVGKIVNTHGVKGEIRVVSRTDFPEERYKVGNTLYISNE
                     KGGEPFPVKITSHRQHKTFDLLTFEGYGNVNEVEQFKGSLLKVPEDQLGELAEGEYYY
                     HEIIGCNVVTEEGEALGTIKEVLSPGANDVWVIKRPKGQDLLIPYIDDVVLQVNIENK
                     LVTIHVTEGLL"
     gene            complement(3658009..3658236)
                     /locus_tag="BA_3981"
                     /old_locus_tag="BA3981"
                     /db_xref="Pathema:BA_3981"
     CDS             complement(3658009..3658236)
                     /locus_tag="BA_3981"
                     /old_locus_tag="BA3981"
                     /codon_start=1
                     /transl_table=11
                     /product="KH domain protein"
                     /protein_id="AAP27709.1"
                     /db_xref="Pathema:BA_3981"
                     /translation="MKKLVETIVKPLVDHPEDVKVTQELYNGEIKYRLTVHPEDVGKV
                     IGKQGKVAKAIRMLLYSVGHHNSEKVTLEIQ"
     gene            complement(3658251..3658523)
                     /gene="rpsP"
                     /locus_tag="BA_3982"
                     /old_locus_tag="BA3982"
                     /db_xref="Pathema:BA_3982"
     CDS             complement(3658251..3658523)
                     /gene="rpsP"
                     /locus_tag="BA_3982"
                     /old_locus_tag="BA3982"
                     /note="identified by similarity to SP:P21474; match to
                     protein family HMM PF00886; match to protein family HMM
                     TIGR00002"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S16"
                     /protein_id="AAP27710.1"
                     /db_xref="Pathema:BA_3982"
                     /translation="MAVKIRLKRMGAKKTPFYRVVVADSRSPRDGRFIEEIGTYNPVA
                     QPAEVKINEEAALKWLGNGAKPSDTVRNLFSNQGIMEKFHLSKQGK"
     gene            complement(3658624..3659973)
                     /gene="ffh"
                     /locus_tag="BA_3983"
                     /old_locus_tag="BA3983"
                     /db_xref="Pathema:BA_3983"
     CDS             complement(3658624..3659973)
                     /gene="ffh"
                     /locus_tag="BA_3983"
                     /old_locus_tag="BA3983"
                     /note="identified by match to protein family HMM PF00448;
                     match to protein family HMM PF02881; match to protein
                     family HMM PF02978; match to protein family HMM TIGR00959"
                     /codon_start=1
                     /transl_table=11
                     /product="signal recognition particle protein"
                     /protein_id="AAP27711.1"
                     /db_xref="Pathema:BA_3983"
                     /translation="MAFEGLADRLQQTMQKIRGKGKVSEADVKEMMREVRLALLEADV
                     NFKVVKDFVKRVSERAVGQDVMKSLTPGQQVIKVVQEELTELMGGEQSKIAIANKPPT
                     VIMMVGLQGAGKTTTTGKLANLLRKKHNRKPMLVAADIYRPAAIKQLETLGKQLDMPV
                     FSLGDQVSPVEIAKQAIAKAKEDHHDYVLIDTAGHLHIDEELMDELAKVKEVAKPDEI
                     FLVVDAMTGQDAVNVAQSFHEQLGLTGVVLTKLDGDTRGGAALSIKAVTNTPIKFAGM
                     GEKLDALEAFHPERMASRILGMGDVLTLIEKAQATVDEEKAKELEQKMRTLSFTLDDF
                     LEQLGQVRQLGPLDELLGMLPGANKIKGLKNAQVDEKQIGHIEAIIRSMTKLEREQPE
                     IINASRKKRIAKGSGTTVQEINRLIKQFDDMKKMMKTMTGMQKGKKKGLGGLKFPFM"
     gene            complement(3659986..3660318)
                     /locus_tag="BA_3984"
                     /old_locus_tag="BA3984"
                     /db_xref="Pathema:BA_3984"
     CDS             complement(3659986..3660318)
                     /locus_tag="BA_3984"
                     /old_locus_tag="BA3984"
                     /note="identified by similarity to EGAD:9858; match to
                     protein family HMM PF04297; match to protein family HMM
                     PF08281"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27712.1"
                     /db_xref="Pathema:BA_3984"
                     /translation="MLEKTTRMNYLFDFYQSLLTQKQRSYMSLYYLDDLSLGEIAEEF
                     DVSRQAVYDNIKRTEAMLEEYEEKLVLLQKFQERQRLVAKLKQLISEEEHVNEEMKQV
                     VEAIEKLD"
     gene            complement(3660451..3661440)
                     /gene="ftsY"
                     /locus_tag="BA_3985"
                     /old_locus_tag="BA3985"
                     /db_xref="Pathema:BA_3985"
     CDS             complement(3660451..3661440)
                     /gene="ftsY"
                     /locus_tag="BA_3985"
                     /old_locus_tag="BA3985"
                     /note="identified by similarity to SP:P51835; match to
                     protein family HMM PF00448; match to protein family HMM
                     PF02881; match to protein family HMM TIGR00064"
                     /codon_start=1
                     /transl_table=11
                     /product="signal recognition particle-docking protein
                     FtsY"
                     /protein_id="AAP27713.1"
                     /db_xref="Pathema:BA_3985"
                     /translation="MSFFKKLKEKISKQTDTVTEKFKQGLEKTRNSFADKVNDLVFRY
                     RKVDEDFFEELEEILIGADVGVSTVMELIDQLKEEVQRRNIQDPREVQAVISEKLIEI
                     YKGDSDFTNEVNMQKDGLTVVLFVGVNGVGKTTTIGKMAHKFKSEGKSVLLAAGDTFR
                     AGAIEQLEVWGDRVGVEVIKQGSGSDPAAVMYDAVQAAKARNVDVLLCDTAGRLQNKV
                     NLMKELEKVKRVIEREVPGAPHEVLLVIDATTGQNGLSQAKTFREATNVTGIVLTKLD
                     GTAKGGIVLAIRNEMDVPVKFVGLGEQMDDLQQFDPEQYVYGLFANLVETEEV"
     gene            complement(3661456..3665025)
                     /gene="smC"
                     /locus_tag="BA_3986"
                     /old_locus_tag="BA3986"
                     /db_xref="Pathema:BA_3986"
     CDS             complement(3661456..3665025)
                     /gene="smC"
                     /locus_tag="BA_3986"
                     /old_locus_tag="BA3986"
                     /note="identified by match to protein family HMM PF02463;
                     match to protein family HMM PF06470; match to protein
                     family HMM TIGR02168"
                     /codon_start=1
                     /transl_table=11
                     /product="chromosome segregation SMC protein"
                     /protein_id="AAP27714.1"
                     /db_xref="Pathema:BA_3986"
                     /translation="MFLKRLEIAGFKSFAERVSVDFVPGVTSVVGPNGSGKSNITDAI
                     RWVLGEQSAKSLRGAKMEDIIFAGSDTRRAVNVAEVTITLNNEDQRLPIEYNEVCVTR
                     RVSRSGDSDFYINKQSCRLKDIIDLFMDSGMGREAFSIISQGKVEEILSSKSEERRGV
                     FEEAAGVLKYKLRKKKAESKLADTQENLNRVQDIIHELSSQVEPLERQASIAKDYLEK
                     KEELEKVEAALIVHEIEELHEKWEALRNQFGHNKNEEAKMSTHLQKGEEELEELRGQL
                     QAVDESVDSLQEVLLLSSKELEKLEGQRELLKERKQNATTHCAQLEQLIVELTEKATS
                     YDGEIESSTEVLMQFVNHVKELEMKLHDNEQLLATFADNLEEQIENLKGDYIELLNQQ
                     ASHRNELSMIEEQSKQQNSKNERLDEENAKYVEMRMEITAKKTKLVESYEQVKEKVAG
                     ILSNIQKTEAALGKCKAQYSENETKLYQAYQFVQQARSRKEMLEEMQEDYSGFYQGVR
                     EVLKARENRLQGIEGAVAELLTVPKEYEIAMEIALGAAMQHIVVQKEEHARNAIAFLK
                     QNKHGRATFLPQAVMKGRSLSFEQLRIVNQHPSFVGVAAELVQYNNKYENVVSNLLGT
                     VIVAKDLRGANELAKQLQYRYRIVTIEGDVVNPGGSMTGGAVKQAKSSLLGRQRELEE
                     WTNKLTDMEEKTTKLENFVKAVKQEIQEKEVQIRELRKSVEAERVDEQKLREEINRLE
                     LEEHRINDRLSIYDLEIEGFLQDQVKIQGRKEELEKILATLQAEITGLDSKIVALTQQ
                     KSEQHTSKEKVQKEMTELKVLAAEKQQRLSNQKEKVERLTKEKEETDATLVKTKEDLA
                     FLKQEMTSNSSGEEQITNMIEKKAYDRNQTSELIRSRREQRVSLQERVEQLERNLKET
                     TGKHKYILEMLKDQEVKINRLDVELENRLQHLRETYTISFEAAKLKYTMMMPAEDARK
                     KVKLIKLSIEELGTVNLGAIDEYERVAERHTFLLEQKDDLEEAKTTLHQLITEMDEEM
                     KKRFSTTFEGIRMEFQSVFSELFGGGRADLVMTNPEDLLNTGIDIVAQPPGKKLQNLG
                     LLSGGERALTAIALLFGILKVRPVPFCVLDEVEAALDEANVARFAQYLKKFSDETQFI
                     VITHRKGTMEESDVLYGVTMQESGVSKLVSVRLDDGEELVASK"
     gene            complement(3665172..3665909)
                     /gene="rncS"
                     /locus_tag="BA_3987"
                     /old_locus_tag="BA3987"
                     /db_xref="Pathema:BA_3987"
     CDS             complement(3665172..3665909)
                     /gene="rncS"
                     /locus_tag="BA_3987"
                     /old_locus_tag="BA3987"
                     /EC_number="3.1.26.3"
                     /note="identified by similarity to EGAD:37838; match to
                     protein family HMM PF00035; match to protein family HMM
                     PF00636; match to protein family HMM TIGR02191"
                     /codon_start=1
                     /transl_table=11
                     /product="ribonuclease III"
                     /protein_id="AAP27715.1"
                     /db_xref="Pathema:BA_3987"
                     /translation="MPYRKYREKKYETKYREAFKLFQEKIGITFTDEKLLIQAFTHSS
                     YVNEHRKKPHEDNERLEFLGDAVLELTVSQYLFQKYPTMSEGELTKLRAAIVCEPSLV
                     RFANELSFGSLVLLGKGEEMTGGRERPALLADVFEAFIGALYLDQGLETVWGFLKEIV
                     YPKINEGAFSHVMDYKSQLQELIQRDGSGNIEYQILQEKGPAHNREFVSRVTLNNVAL
                     GLGSGKSKKEAEQQAAAEALKKLKEQL"
     gene            complement(3665968..3666201)
                     /gene="acpP"
                     /locus_tag="BA_3988"
                     /old_locus_tag="BA3988"
                     /db_xref="Pathema:BA_3988"
     CDS             complement(3665968..3666201)
                     /gene="acpP"
                     /locus_tag="BA_3988"
                     /old_locus_tag="BA3988"
                     /note="identified by match to protein family HMM PF00550;
                     match to protein family HMM TIGR00517"
                     /codon_start=1
                     /transl_table=11
                     /product="acyl carrier protein"
                     /protein_id="AAP27716.1"
                     /db_xref="Pathema:BA_3988"
                     /translation="MADVLERVTKIIVDRLGVEETEVVPAASFKEDLGADSLDVVELV
                     MQLEDEFEMEISDEDAEKIATVGDAVTYIESHL"
     gene            complement(3666271..3667011)
                     /gene="fabG"
                     /locus_tag="BA_3989"
                     /old_locus_tag="BA3989"
                     /db_xref="Pathema:BA_3989"
     CDS             complement(3666271..3667011)
                     /gene="fabG"
                     /locus_tag="BA_3989"
                     /old_locus_tag="BA3989"
                     /EC_number="1.1.1.100"
                     /note="identified by similarity to SP:P51831; match to
                     protein family HMM PF00106; match to protein family HMM
                     PF08659; match to protein family HMM TIGR01830"
                     /codon_start=1
                     /transl_table=11
                     /product="3-oxoacyl-[acyl-carrier-protein] reductase"
                     /protein_id="AAP27717.1"
                     /db_xref="Pathema:BA_3989"
                     /translation="MLKGKVALVTGASRGIGRAIAIDLAKQGANVVVNYAGNEQKANE
                     VVDEIKKLGSDAIAVRADVANAEDVTNMVKQTVDVFGQVDILVNNAGVTKDNLLMRMK
                     EEEWDTVINTNLKGVFLCTKAVSRFMMRQRHGRIVNIASVVGVTGNPGQANYVAAKAG
                     VIGLTKTSAKELASRNITVNAIAPGFIATDMTDVLDENIKAEMLKLIPAAQFGEAQDI
                     ANAVTFFASDQSKYITGQTLNVDGGMVM"
     gene            complement(3667011..3667955)
                     /gene="fabD"
                     /locus_tag="BA_3990"
                     /old_locus_tag="BA3990"
                     /db_xref="Pathema:BA_3990"
     CDS             complement(3667011..3667955)
                     /gene="fabD"
                     /locus_tag="BA_3990"
                     /old_locus_tag="BA3990"
                     /EC_number="2.3.1.39"
                     /note="identified by match to protein family HMM PF00698;
                     match to protein family HMM TIGR00128"
                     /codon_start=1
                     /transl_table=11
                     /product="malonyl CoA-acyl carrier protein transacylase"
                     /protein_id="AAP27718.1"
                     /db_xref="Pathema:BA_3990"
                     /translation="MGKLAFLFPGQGSQAVGMGKQLAENNKEVANVFAKADEVLQDSL
                     SEVIFEGSQEKLTLTTNAQPALLTTSFAILTALKEYDITPDFVAGHSLGEYSALVAAG
                     ALTFEDAVYAVRKRGEYMEEAVPGGEGAMAAILGADPHMLKRVTEEVTGEGYAVQIAN
                     MNSTKQIVISGTKQGVEIASQRAKENGAKRAIPLKVSGPFHSALMKPAAEKFQSVLNE
                     ITIQDTNIPVIANVTADVITSGAHIQEKLIEQLYSPVLWYPSIEYMVNQGVDTFIEIG
                     PGKVLAGLMKSIDSSVKAYAIYDEETLKDTISNLRGEN"
     gene            complement(3667970..3668962)
                     /gene="plsX"
                     /locus_tag="BA_3991"
                     /old_locus_tag="BA3991"
                     /db_xref="Pathema:BA_3991"
     CDS             complement(3667970..3668962)
                     /gene="plsX"
                     /locus_tag="BA_3991"
                     /old_locus_tag="BA3991"
                     /note="identified by match to protein family HMM PF02504;
                     match to protein family HMM TIGR00182"
                     /codon_start=1
                     /transl_table=11
                     /product="fatty acid/phospholipid synthesis protein PlsX"
                     /protein_id="AAP27719.1"
                     /db_xref="Pathema:BA_3991"
                     /translation="MKIAIDAMGGDHAPKAVVLGAMKAIKEYSDLHITLVGKEEEIRQ
                     YLTSEERITILHTDEKIESTDEPVRAVRRKKQASMVLAAQQVKDGVADACISAGSTGA
                     LMAAGLFVVGRMEGIERPALSPTMPTVDGEGFVMLDVGANVDAKPIHLYQYAVMGSVY
                     AEKVRGIKNPRVGLLNVGTEGGKGNELSKQVFAMLKDAPINFVGNVESRDLLQGVADV
                     VVCDGFTGNVALKSLEGTALALFSMLKEQLMSSFTSKLAAAVLKPKLMVLKDKMDYSE
                     YGGAALFGLKAPVIKAHGSSNDQSIFSAIRQTREMVAKEVIPTISSVMEKEPLQ"
     gene            complement(3668959..3669552)
                     /locus_tag="BA_3992"
                     /old_locus_tag="BA3992"
                     /db_xref="Pathema:BA_3992"
     CDS             complement(3668959..3669552)
                     /locus_tag="BA_3992"
                     /old_locus_tag="BA3992"
                     /note="identified by similarity to EGAD:108284"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27720.1"
                     /db_xref="Pathema:BA_3992"
                     /translation="MKKRRSKKERQELLQQTIETNPFITDEDLAEKFQVSIQTVRLDR
                     MELSIPELRERIKHVATKQHEEDVKSLPLEEVVGEIIDIELDRHAISIFEVKVEHVFK
                     RNQIARGHHLFAQANSLAVAVIDEELALTAKSTIRYIRPVKLGERVVAKARVEDVEND
                     KGRTVVKVRSFVGEELVFTGTFEMYRSSNYSEEGNNL"
     gene            complement(3669641..3671689)
                     /gene="recG"
                     /locus_tag="BA_3993"
                     /old_locus_tag="BA3993"
                     /db_xref="Pathema:BA_3993"
     CDS             complement(3669641..3671689)
                     /gene="recG"
                     /locus_tag="BA_3993"
                     /old_locus_tag="BA3993"
                     /EC_number="3.6.1.-"
                     /note="identified by similarity to EGAD:108283; match to
                     protein family HMM PF00270; match to protein family HMM
                     PF00271; match to protein family HMM PF01336; match to
                     protein family HMM TIGR00643"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent DNA helicase RecG"
                     /protein_id="AAP27721.1"
                     /db_xref="Pathema:BA_3993"
                     /translation="MNEVVQVPVTDVKGIGGETSELLHEMGIYTVSHLLEHFPYRYED
                     YAMKDLAEVKHDERVTVEGKVHSAPLLQYYGKKKSRLTVRVLVGRYLITAVCFNRPYY
                     KQKLNLDETVTITGKWDQHRQTIAVSELHFGPVVRQQEVEPVYSVKGKLTVKQMRRFI
                     AQALKEYGDSIVEVLPDGLLSRYKLLPRYEALRALHFPTGQEDLKQARRRFVYEEFFL
                     FQLKMQTLRKMERENSKGTKKEIPSEELQEFIDALPFPLTGAQRRVVDEIMKDMTSPY
                     RMNRLLQGDVGSGKTVVAAIGLYAAKLAHYQGALMVPTEILAEQHYQSLAETFSHFGM
                     KVELLTSSVKGVRRREILAKLEQGEIDILVGTHALIQDEVIFHRLGLVITDEQHRFGV
                     AQRRVLREKGESPDVLFMTATPIPRTLAITAFGEMDVSIIDEMPAGRKVIETYWAKHD
                     MLDRVLGFVEKEINKGRQAYVICPLIEESEKLDVQNAIDLHSMLTHHYQGKCQVGLMH
                     GRLSSQEKEEIMGQFSENKVQILVSTTVVEVGVNVPNATVMVIYDAERFGLSQLHQLR
                     GRVGRGSEQSYCLLIADPKSETGKERMRIMTETNDGFVLSEKDLELRGPGDFFGSKQS
                     GLPEFKVADMVHDYRALETARQDAALLVDSEAFWHNDQYASLRTYLDGTGVFQGEKLD
                     "
     gene            complement(3671979..3673655)
                     /locus_tag="BA_3994"
                     /old_locus_tag="BA3994"
                     /db_xref="Pathema:BA_3994"
     CDS             complement(3671979..3673655)
                     /locus_tag="BA_3994"
                     /old_locus_tag="BA3994"
                     /note="identified by match to protein family HMM PF02734;
                     match to protein family HMM TIGR03599"
                     /codon_start=1
                     /transl_table=11
                     /product="putative phosphatase"
                     /protein_id="AAP27722.1"
                     /db_xref="Pathema:BA_3994"
                     /translation="MSIQKIDGKRLSQMIMQGANNLTNNVQLVDALNVFPVPDGDTGT
                     NMNLSMTSGAREVKANPSQHAGKVGVSLAKGLLMGARGNSGVILSQLFRGFSKSIEQK
                     EELTTVDFAEALEAGVEAAYKAVMKPIEGTILTVARETGKYAVTVAKKQRDFVLFMED
                     VVKEANASLNRTPDLLPVLKQVGVVDSGGKGLVVVYEGFLADLKGETISSDAPTQPSM
                     NEMVRAEHHRSVQSQLSTEDIKYGYCTEFMVKLEAEKVKEHNFSEQKFREDISVYGDS
                     LLVVSDDEIVKVHIHAEHPGDAMNYGQRYGSLIKIKVENMREQHTALLDEPAMMPEPT
                     SQSKEKQPYGIVTVAMGSGIKTLFESIGATKVIEGGQTMNPSTEDIVKAIEEANAEKI
                     IILPNNGNIVMAAEQAASVVDQEVIVVRSKTVPQGMAAMLAFNPVGTLEENEENMKEA
                     LSHVKTGQITYAVRDTEIDGVAIQKDDFMCIADGKIVSTNAEKVGAAKQLLGALIDED
                     SEIVTILQGEDATDEEVAELVAFVEENFEDAEVEVHAGNQPVYSFIFSVE"
     gene            complement(3673678..3674040)
                     /locus_tag="BA_3995"
                     /old_locus_tag="BA3995"
                     /db_xref="Pathema:BA_3995"
     CDS             complement(3673678..3674040)
                     /locus_tag="BA_3995"
                     /old_locus_tag="BA3995"
                     /note="identified by similarity to EGAD:108275; match to
                     protein family HMM PF03780"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27723.1"
                     /db_xref="Pathema:BA_3995"
                     /translation="MSIEIKTKYGQIDISTDVIATIAGGAAVDCYGIVGMASKNQLKD
                     GLTDILRKENFTRGVIVRKDEDEVHIDMYIIVSYGTKISEVAHNVQTKVKYTLDQTVG
                     LAVDSVNIYVQGVKVINL"
     gene            3674419..3674607
                     /gene="rpmB"
                     /locus_tag="BA_3996"
                     /old_locus_tag="BA3996"
                     /db_xref="Pathema:BA_3996"
     CDS             3674419..3674607
                     /gene="rpmB"
                     /locus_tag="BA_3996"
                     /old_locus_tag="BA3996"
                     /note="identified by similarity to OMNI:NTL01BS01582;
                     match to protein family HMM PF00830; match to protein
                     family HMM TIGR00009"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L28"
                     /protein_id="AAP27724.1"
                     /db_xref="Pathema:BA_3996"
                     /translation="MARVCTITGRKARSGNSRSHAMNATKRKWGANLQKVRVRIDGKV
                     QRVYVSARALKSGKIERV"
     gene            complement(3674827..3675468)
                     /locus_tag="BA_3997"
                     /old_locus_tag="BA3997"
                     /db_xref="Pathema:BA_3997"
     CDS             complement(3674827..3675468)
                     /locus_tag="BA_3997"
                     /old_locus_tag="BA3997"
                     /EC_number="2.7.6.2"
                     /note="identified by similarity to EGAD:108271; match to
                     protein family HMM PF04263; match to protein family HMM
                     PF04265; match to protein family HMM TIGR01378"
                     /codon_start=1
                     /transl_table=11
                     /product="thiamine diphosphokinase"
                     /protein_id="AAP27725.1"
                     /db_xref="Pathema:BA_3997"
                     /translation="MIIHILAGGPAEYCADFSRYENEKVVWAAVDRGVYRLLKGGITP
                     AVAFGDYDSVTEEELVWMGQQTNDLHIVPREKDQTDLEIAINWALEQKPALIRIFGAT
                     GGRLDHGLANIQMLLKGLEVGIEMCIVDNKNEISVKKVGTHIIEENENFPYVSFVPVT
                     EIVEGITLLGFKYPLTNKTIEWGSTLCISNELIDEKGTFSFTSGILMVIRSTD"
     gene            complement(3675607..3676251)
                     /gene="rpe"
                     /locus_tag="BA_3998"
                     /old_locus_tag="BA3998"
                     /db_xref="Pathema:BA_3998"
     CDS             complement(3675607..3676251)
                     /gene="rpe"
                     /locus_tag="BA_3998"
                     /old_locus_tag="BA3998"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by similarity to SP:Q43157; match
                     to protein family HMM PF00834; match to protein family HMM
                     TIGR01163"
                     /codon_start=1
                     /transl_table=11
                     /product="ribulose-phosphate 3-epimerase"
                     /protein_id="AAP27726.1"
                     /db_xref="Pathema:BA_3998"
                     /translation="MIKIAPSILSADFSKLGEEIKDVEKGGADYIHVDVMDGHFVPNI
                     TIGPLIVEAIRPITSLPLDVHLMIENPDNYIPTFAKAGADIITVHVEACPHLHRTIQL
                     IKSHGIKAGVVLNPHTPVSVIEHVLEDIDMVLLMTVNPGFGGQKFIHSVLPKIKQVAE
                     MVKERNLEVEIEVDGGVNAETARLCVEAGANVLVAGSAVYNQKDRGEAIRVIRG"
     gene            complement(3676254..3677135)
                     /gene="rsgA"
                     /locus_tag="BA_3999"
                     /old_locus_tag="BA3999"
                     /db_xref="Pathema:BA_3999"
     CDS             complement(3676254..3677135)
                     /gene="rsgA"
                     /locus_tag="BA_3999"
                     /old_locus_tag="BA3999"
                     /note="identified by similarity to PDB:1T9H_A; match to
                     protein family HMM PF03193; match to protein family HMM
                     TIGR00157"
                     /codon_start=1
                     /transl_table=11
                     /product="ribosome small subunit-dependent GTPase A"
                     /protein_id="AAP27727.1"
                     /db_xref="Pathema:BA_3999"
                     /translation="MPEGKIVKALSGFYYVQHEEGITQCRGRGVFRKNKITPLVGDQV
                     VFQADNPSEGYVLEVFDRKNELVRPPIANVDQAILVFSAVEPDFNPGLLDRFLVLIEY
                     HNIKPIICISKMDLVDEKMRETVEAYANDYREMGYDVLFTSINTSESIDILKPFLEGC
                     VSVVAGQSGVGKSSMLNVLRPELELKTNDISSHLGRGKHTTRHVELIAIGSGLVADTP
                     GFSSLDFIDIEVEDLTYCFPELKEASQYCKFRGCTHLSEPKCAVKAAVEEGKITEYRY
                     KNYKQFVEEIRERKPRY"
     gene            complement(3677404..3679377)
                     /locus_tag="BA_4000"
                     /old_locus_tag="BA4000"
                     /db_xref="Pathema:BA_4000"
     CDS             complement(3677404..3679377)
                     /locus_tag="BA_4000"
                     /old_locus_tag="BA4000"
                     /EC_number="2.7.1.-"
                     /note="identified by similarity to GP:2337806; match to
                     protein family HMM PF00069; match to protein family HMM
                     PF03793; match to protein family HMM PF07714"
                     /codon_start=1
                     /transl_table=11
                     /product="non-specific serine/threonine protein kinase"
                     /protein_id="AAP27728.1"
                     /db_xref="Pathema:BA_4000"
                     /translation="MLIGKRLNDRYKLLKMIGGGGMANVYLAHDDILGRDVAVKILRL
                     DYSNNEEFIKRFHREAQSVTTLSHPNIVNMYDVGEEDGIYYLVMEYVPGQTLKQYIIE
                     RGMLPIGEALDIMEQLTSAMAHAHHFEIVHRDIKPHNILIRADGVIKVTDFGIATATS
                     ATTITHTNSVLGSVHYLSPEQARGGIANKQSDIYSLGIVMFELLTGRQPFSGESAVAI
                     ALKHLQSEIPSPKRWNENIPQSVENIILKATAKDPFHRYQSANAMKRDIETALYPERI
                     NEQPFYIPEDMEATKAIPIIQQEQLFENVTDETIVLKGSKVDEQIRKEETDLSKKKKR
                     SNKWLKILITTFLLLAIGITLALTVIPGFFIPKDVKVPDVAGMKYTTAVNTLVEKGFE
                     VTEPNIVYTDDVETGDVIKTDPVAGRVVKENSKITIYQSGGKKKSKMIDFTGKDLESI
                     RTELEEKYKQVTVYYIEDDRPKGAIVEQIPTSDQMVVEAEQELKIWVSKGPYQIRPGD
                     FSRWTENSVTGYLNERKLTPDIKREYSDTVDKGLVISQSPKPGTPLKEGDKVTIIISE
                     GPKPKVTKTVKVDNISIPYESSIIGEKKPQTIEIYKEDMQQKMDRPIETRTISESATI
                     SLEFVIQEDTKGRYKIVRDGVTIIDKEVPYPTQ"
     gene            complement(3679386..3680138)
                     /locus_tag="BA_4001"
                     /old_locus_tag="BA4001"
                     /db_xref="Pathema:BA_4001"
     CDS             complement(3679386..3680138)
                     /locus_tag="BA_4001"
                     /old_locus_tag="BA4001"
                     /note="identified by match to protein family HMM PF00481"
                     /codon_start=1
                     /transl_table=11
                     /product="protein phosphatase 2C, family protein"
                     /protein_id="AAP27729.1"
                     /db_xref="Pathema:BA_4001"
                     /translation="MKAVFLSDKGKVRQHNEDSAGVFHNLDGNILAVVADGMGGHRAG
                     DVASSMTIQLFHDYWKQTHNMNEPKKVEEWLHTSVGIINERIYEYSKQHVECNGMGTT
                     LIIAICTPSFVTIGHIGDSRCYMVSEGEISLVTEDHSLVNELVRHGEISKEDAEYHPK
                     KNVLLRALGTEERVGLDVKTLVLEEDDQLLLCSDGLSNKVSIADMQQILQLNEQLETK
                     GQRLIQLANDRGGEDNITLVLIDYAGSTNESR"
     gene            complement(3680143..3681231)
                     /locus_tag="BA_4002"
                     /old_locus_tag="BA4002"
                     /db_xref="Pathema:BA_4002"
     CDS             complement(3680143..3681231)
                     /locus_tag="BA_4002"
                     /old_locus_tag="BA4002"
                     /note="identified by similarity to EGAD:108261; match to
                     protein family HMM PF04055; match to protein family HMM
                     TIGR00048"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein TIGR00048"
                     /protein_id="AAP27730.1"
                     /db_xref="Pathema:BA_4002"
                     /translation="METTVRKQKKNLETKKPSIYSLQLHEMQDWLKEQGEPKFRAGQI
                     FDWLYKKRVKNYEDMSNLSKGLREKLSNSFDITTLNTLVKQTSSDGTIKFLFQLYDGY
                     SIETVLMRHEYGNSICVTTQVGCRIGCTFCASTLGGLKRNLEAGEIVAQVVEVQRALD
                     ESEERVSSLVVMGIGEPFDNYDNLMGFLRIINHEKGLHIGARHMTVSTSGIIPKIYKF
                     AEEDLQINFAISLHAPNSELRSKLMPINRAYKLPDLMEAIKYYVNRTGRRITFEYGLF
                     GGENDQVEHAEELAALLKGVKCHVNLIPVNYVPERDYVRTPREQIFLFEKTLKDRGVN
                     VTIRREQGHDIDAACGQLRAKERKEETR"
     gene            complement(3681236..3682570)
                     /gene="sun"
                     /locus_tag="BA_4003"
                     /old_locus_tag="BA4003"
                     /db_xref="Pathema:BA_4003"
     CDS             complement(3681236..3682570)
                     /gene="sun"
                     /locus_tag="BA_4003"
                     /old_locus_tag="BA4003"
                     /EC_number="2.1.1.-"
                     /note="identified by match to protein family HMM PF01029;
                     match to protein family HMM PF01189; match to protein
                     family HMM TIGR00563"
                     /codon_start=1
                     /transl_table=11
                     /product="ribosomal RNA small subunit methyltransferase B"
                     /protein_id="AAP27731.1"
                     /db_xref="Pathema:BA_4003"
                     /translation="MRQNVRELALDGLIQVEKSGAYSNLLLNNLIEKSTIDRKDIGLL
                     TEIVYGTIQRRDTLDYYLQPFLKKKVEAWVRVLLRLSLYQMIYLDRVPERAAIHEAVE
                     IAKRRGHKGIAGMVNGVLRSIQREGVPSVDEIKDPVERLAIATSHPVWLVQEWTAEYG
                     LETAEKMCEVNMLPPVPTARVNVDKITVEEAITLLASEGIEAKRGDLSDDAIQIEKGN
                     VAHTDAFKKGFLSIQDESSMLVARALEPDEGDVILDSCAAPGGKTTHIAERLKGTGQV
                     MSLDLHAHKVRLIKQQAERLGLENVETKALDARKVQEHFANETFDKILVDAPCSGFGV
                     IRRKPDIKLGKDKGDSERLSMIQFAILEKIAPLLKQGGRLVYSTCTIEKIENEQVIER
                     FLQEHPEFEWDTTIKERMPEKLSPYMDEGQVQILPHYFATDGFYIACLRKKV"
     gene            complement(3682567..3683511)
                     /gene="fmt"
                     /locus_tag="BA_4004"
                     /old_locus_tag="BA4004"
                     /db_xref="Pathema:BA_4004"
     CDS             complement(3682567..3683511)
                     /gene="fmt"
                     /locus_tag="BA_4004"
                     /old_locus_tag="BA4004"
                     /EC_number="2.1.2.9"
                     /note="identified by similarity to SP:P94463; match to
                     protein family HMM PF00551; match to protein family HMM
                     PF02911; match to protein family HMM TIGR00460"
                     /codon_start=1
                     /transl_table=11
                     /product="methionyl-tRNA formyltransferase"
                     /protein_id="AAP27732.1"
                     /db_xref="Pathema:BA_4004"
                     /translation="MIKVVFMGTPDFSVPVLRRLIEDGYDVIGVVTQPDRPVGRKKVL
                     TPTPVKVEAEKHGIPVLQPLRIREKDEYEKVLALEPDLIVTAAFGQIVPNEILEAPKY
                     GCINVHASLLPELRGGAPIHYAIMEGKEKTGITIMYMVEKLDAGDILTQVEVEIEERE
                     TTGSLFDKLSEAGAHLLSKTVPLLIQGKLEPIKQNEEEVTFAYNIKREQEKIDWTKTG
                     EEVYNHIRGLNPWPVAYTTLAGQVVKVWWGEKVPVTKSAEAGTIVAIEEDGFVVATGN
                     ETGVKITELQPSGKKRMSCSQFLRGTKPEIGTKLGENA"
     gene            complement(3683535..3684005)
                     /gene="def1"
                     /locus_tag="BA_4005"
                     /old_locus_tag="BA4005"
                     /db_xref="Pathema:BA_4005"
     CDS             complement(3683535..3684005)
                     /gene="def1"
                     /locus_tag="BA_4005"
                     /old_locus_tag="BA4005"
                     /EC_number="3.5.1.88"
                     /note="identified by similarity to SP:P94462; match to
                     protein family HMM PF01327; match to protein family HMM
                     TIGR00079"
                     /codon_start=1
                     /transl_table=11
                     /product="peptide deformylase"
                     /protein_id="AAP27733.1"
                     /db_xref="Pathema:BA_4005"
                     /translation="MAVLEIVKHPNEVLETPCERVINFDKKLVKLLKDMHETMLIADG
                     VGLAAPQVGVSLQVAVVDIGDDTGKIELINPSILEKRGEQVGPEGCLSFPGLYGEVER
                     ADYIKVRAQNRRGKVFLLEAEGLLARAIQHEIDHLHGVLFTSKVTRYYEENELE"
     gene            complement(3684017..3686422)
                     /gene="priA"
                     /locus_tag="BA_4006"
                     /old_locus_tag="BA4006"
                     /db_xref="Pathema:BA_4006"
     CDS             complement(3684017..3686422)
                     /gene="priA"
                     /locus_tag="BA_4006"
                     /old_locus_tag="BA4006"
                     /note="identified by match to protein family HMM PF00270;
                     match to protein family HMM PF00271; match to protein
                     family HMM PF04851; match to protein family HMM TIGR00595"
                     /codon_start=1
                     /transl_table=11
                     /product="primosomal protein N'"
                     /protein_id="AAP27734.1"
                     /db_xref="Pathema:BA_4006"
                     /translation="MKFASVIVDVPARQTDRPFDYIIPKKWEDIVQTGMRVVVPFGPR
                     KLQGFIIGIKNSVEVESKKLKTIHEILDVTPVLNEELLKLGYWLTSETLCYMISAFQV
                     MLPTAIKATYKKRLQLRKQEEVAPELLFLFQEKEAIDWEAIETQPHLYRTIQQEIKHG
                     TIEVVYQVKDKVQKKKQRVVQPELPEDKLELAAFELKSKKQQDVLYYFVENYKSVPLK
                     VITEELQITDAPIKALVKKGLISEKYVEVYRNPYDDEDFEQTKPFPLTEEQKQVITPI
                     LSSITNETYNPFLLYGVTGSGKTEVYLQSIAAVLEKGKEAIVLVPEIALTPQMVDRFK
                     GRFGSQVAVLHSALSVGEKYDEWRKILRKEVKVVVGARSAVFAPFENLGIIIIDEEHE
                     SSYKQEDNPRYHARDVAVWRGQYHKCPIVLGSATPTLESFARAKKGVYELLTMEKRMN
                     EQALPTVEIVDMREELRDGNRSMFSKALHEKIADRLEKKEQMVLFLNRRGHSTFVMCR
                     DCGYVVQCPHCDISLTYHKMNHRLKCHYCSYEENMPTACPACQSTYIRFFGTGTQKVE
                     EEITKLFPEARVIRMDVDTTSRKGMHEKLLKAFGEEKADILLGTQMIAKGLDFPKVTL
                     VGVLTADTMLHLPDFRASEKTYQLLTQVSGRAGRHELPGEVIIQTYTPEHYSIELAKN
                     QQYDVFFDQEMQMRRTRQYPPYYYVVLVTVSHPELLKAVQVTEKIVGHLRSHCSQQTM
                     VLGPVASAIPRIKDRYRYQCMIKYKREPNLKNVLKMVNEHYQAEMQKELQISIDFNPT
                     MLM"
     gene            complement(3686419..3687624)
                     /gene="coaBC"
                     /locus_tag="BA_4007"
                     /old_locus_tag="BA4007"
                     /db_xref="Pathema:BA_4007"
     CDS             complement(3686419..3687624)
                     /gene="coaBC"
                     /locus_tag="BA_4007"
                     /old_locus_tag="BA4007"
                     /EC_number="4.1.1.36"
                     /EC_number="6.3.2.5"
                     /note="identified by match to protein family HMM PF02441;
                     match to protein family HMM PF04127; match to protein
                     family HMM TIGR00521"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphopantothenoylcysteine
                     decarboxylase/phosphopantothenate--cysteine ligase"
                     /protein_id="AAP27735.1"
                     /db_xref="Pathema:BA_4007"
                     /translation="MLKGKKILLCVTGGIAVFKAAALTSKLTQAGAIVKVMMSESAVK
                     FVTPLTFQALSRHDVYTDTFDEKDSAVIAHIDLADWADVVLVAPATANCIGKLANGIA
                     DDMITTTLLATTAPVWIAPAMNVHMYENKIVQKNMMTLKTLGYTFIEPGEGFLACGYV
                     AKGRLEEPEAIIARLEEAFSEQKPLQGKRILITAGPTREKIDPVRFMTNFSSGKMGYA
                     IAEVAVNLGAEVILVSGPTALNPPLHVTTVQVESAQDMLEAVIQHYQNVDVVIKTAAV
                     ADYRPKYVHDNKMKKKNGDAVIELERTVDILKTLGEMKDKQLLIGFAAETTNVEEYAT
                     KKLREKNANMIVANDVKAQGAGFGTDTNIVTMYRKDGEVIELPLLTKKEVAREILKQI
                     EMMLEDDRL"
     gene            complement(3687797..3688009)
                     /gene="rpoZ"
                     /locus_tag="BA_4008"
                     /old_locus_tag="BA4008"
                     /db_xref="Pathema:BA_4008"
     CDS             complement(3687797..3688009)
                     /gene="rpoZ"
                     /locus_tag="BA_4008"
                     /old_locus_tag="BA4008"
                     /EC_number="2.7.7.6"
                     /note="identified by similarity to EGAD:108252; match to
                     protein family HMM PF01192; match to protein family HMM
                     TIGR00690"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-directed RNA polymerase, omega subunit"
                     /protein_id="AAP27736.1"
                     /db_xref="Pathema:BA_4008"
                     /translation="MLNPSIDSLLTKIDSKYTLVTVAAKRAREMQLANNCVVEKPVSH
                     KCVGKALEEIDMEALSYVPSEDKVTE"
     gene            complement(3688012..3688629)
                     /locus_tag="BA_4009"
                     /old_locus_tag="BA4009"
                     /db_xref="Pathema:BA_4009"
     CDS             complement(3688012..3688629)
                     /locus_tag="BA_4009"
                     /old_locus_tag="BA4009"
                     /note="identified by match to protein family HMM PF00625;
                     match to protein family HMM TIGR03263"
                     /codon_start=1
                     /transl_table=11
                     /product="putative guanylate kinase"
                     /protein_id="AAP27737.1"
                     /db_xref="Pathema:BA_4009"
                     /translation="MRSRRGLLIVLSGPSGVGKGTVRKELFSHEDTRFQYSISVTTRK
                     PREGEVDGVDYFFKEREEFEEMIRNEKLLEWAEFVGNYYGTPIDYVEKTLQEGKDVFL
                     EIEVQGAIQVKKAFPEGVFIFLAPPSLSELKNRIVGRGTETEDVIENRLTVAKEEIDM
                     MDAYDYVVENDQVELACERIKAIVVGEHCRRERVAKYYKEMTEGL"
     gene            complement(3688643..3688906)
                     /locus_tag="BA_4010"
                     /old_locus_tag="BA4010"
                     /db_xref="Pathema:BA_4010"
     CDS             complement(3688643..3688906)
                     /locus_tag="BA_4010"
                     /old_locus_tag="BA4010"
                     /note="identified by similarity to OMNI:NTL01BH2516; match
                     to protein family HMM PF04025"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27738.1"
                     /db_xref="Pathema:BA_4010"
                     /translation="MAMRFLNIGYGNIVSAHRIIAIVSPESAPIKRTVQEAREHNALL
                     DATYGRKTRAVIVMDDGHVVLSPIQPETIAHRLNNKEDLSEEG"
     gene            complement(3688974..3689849)
                     /locus_tag="BA_4011"
                     /old_locus_tag="BA4011"
                     /db_xref="Pathema:BA_4011"
     CDS             complement(3688974..3689849)
                     /locus_tag="BA_4011"
                     /old_locus_tag="BA4011"
                     /note="identified by similarity to EGAD:108249; match to
                     protein family HMM PF03755; match to protein family HMM
                     PF08340; match to protein family HMM TIGR00255"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein TIGR00255"
                     /protein_id="AAP27739.1"
                     /db_xref="Pathema:BA_4011"
                     /translation="MICSMTGFGRSKVESDTFQITVEMKSVNHRFLEMSIRLPKQMMV
                     FEDKIRKIIAQQVRRGRIEVSISIAGEGLVERKLSVNWSLLEQYQSIMEDIKGKFQLQ
                     DSITLEQLMAMPEVTAIEEVENVNEQFENSLYEAVRQAAHMLKTMRDGEGERLHKDIA
                     YRLQEIHNCVNAIIPHAPIVTKKYRERLENRLKELHNQDLDEQRLLTEVAIFAERCDI
                     HEELVRLQSHLEQFRETLQIEEPVGRKMDFIVQEMHREINTIGSKANDLTISKYVVEM
                     KNNLEKIREQVQNIE"
     gene            complement(3689950..3692670)
                     /locus_tag="BA_4012"
                     /old_locus_tag="BA4012"
                     /db_xref="Pathema:BA_4012"
     CDS             complement(3689950..3692670)
                     /locus_tag="BA_4012"
                     /old_locus_tag="BA4012"
                     /note="identified by match to protein family HMM PF00122;
                     match to protein family HMM PF00689; match to protein
                     family HMM PF00690; match to protein family HMM PF00702;
                     match to protein family HMM TIGR01494"
                     /codon_start=1
                     /transl_table=11
                     /product="cation-transporting ATPase, E1-E2 family"
                     /protein_id="AAP27740.1"
                     /db_xref="Pathema:BA_4012"
                     /translation="MNWYGMRAHEVEESTNTNVKVGLTEKEAEGRIKKFGTNELEEAK
                     RPSALMVFLAQFKDFMVLVLFGATIVSAFLGEYIDSIAIVAIVIINGILGFFQERKAE
                     KSLEALKELAAPQVTVLRNGKWVKAPSKALVLGDVIKFSSGDRIGADVRLVEASSLYI
                     EESALTGESVPVQKKVEALQGQDVSIGDQKNMAFMGTMITRGSGTGVVVATGMNTAMG
                     QIANMLQNAEQMETPLQRRLEQLGKILIIVALVLTALVVLAGVYQGNEVYHMFLAGVS
                     LAVAAIPEGLPAIVTVALSLGVQRMIKKRAIVRKLPAVETLGCASVICSDKTGTMTQN
                     KMMVTHMWSGGELWKVTGQGYEPNGSFMKGEKEINAAKTKALYQLLTFGSLCNNANII
                     QKKKAYVLDGDPTEGALVAAAMKAGITREALKGKFEIIRELPFDSTRKMMSVIVRDRE
                     GKKFVVTKGAPDVLLQMSQTILWGDKQQPLSELYRKEVQAAIHSLGSQALRTIAVAFK
                     PLKVTDSIEHERDVEKDFMLVGIQGMIDPPRPEVKQAVKECREAGIRTVMITGDHKVT
                     AMAIAEQLSILPQGGRVVEGVELASMDVEELENVVEDTYVFARVSPEHKLKIVKALQN
                     KGHIVAMTGDGVNDAPAIKTADIGIAMGITGTDVAKEASSLVLLDDNFATIKSAIKEG
                     RNIYENIRKFIRYLLASNVGEILVMLFAMLLALPLPMVPIQILWVNLVTDGLPAMALG
                     LDKAEGDVMKRTPRHPKEGVFARGLAWKIISRGFLIGAVTLVAFIIAYNQHPNELKYA
                     QTVAFATLVLAQLIHVFDCRSEHSVFHRNPFGNVYLVGAVIISLLLMLVVIYYPPLQP
                     IFSTMPIQARDWLLIGGLSSIPTFLLVGSLLTGKKGKKKPILYKKGLNLK"
     gene            3692776..3694485
                     /locus_tag="BA_4013"
                     /old_locus_tag="BA4013"
                     /db_xref="Pathema:BA_4013"
     CDS             3692776..3694485
                     /locus_tag="BA_4013"
                     /old_locus_tag="BA4013"
                     /note="identified by similarity to OMNI:EF1249; match to
                     protein family HMM PF05670; match to protein family HMM
                     PF05833"
                     /codon_start=1
                     /transl_table=11
                     /product="putative fibronectin/fibrinogen-binding protein"
                     /protein_id="AAP27741.1"
                     /db_xref="Pathema:BA_4013"
                     /translation="MAFDGLFTRAITHEIANSLYTGRISKIYQPSKYEILLHIRANGK
                     NQKLILSAHPTYARLHLTNQNYDSPALPPMFCMLLRKHLEGGFIEKIEQIDLERIIQI
                     TVRSRNEIGDESLKTLVIEIMGRHSNIILVDTKTNNILDSLKHVSLAVNRHRTVYAGA
                     EYIAPPVQHKINPLQIETNDEFIRPLDFLSGNMDKQLVGTFTGISPLFAKEVVKKAGM
                     VNEKALADAFFSIQKPLLTHTYSPTMTTSNGKEFFYLFPLAHLAGENKTFSSVSELLD
                     RFFFGKAERDRVKQQAHDLERFMQNEKNKNEKKLIKLEKTLQDAGKADKYQLFGELLT
                     ANMYALKKGDKDIEVVNYYDENGGTVKIALDPLKTPSENAQRYFQKYQKAKNSIVVVE
                     EQIEKTKEEILYFDSLLQQMEAASSKDIEEIREELAEEGYMRNRKTKNAKKKPTKPVL
                     DKYVASDGTEIFVGKNNKQNDYLTTKFARRDEIWLHTKDIPGSHVVIRSLEPAEETLL
                     EAAKIAAYYSKAKESSSVPVDFTKIRHVKKPSGAKLGFVTYDNQQTVYVTPDADTVMK
                     LKA"
     gene            3694813..3695883
                     /locus_tag="BA_4014"
                     /old_locus_tag="BA4014"
                     /db_xref="Pathema:BA_4014"
     CDS             3694813..3695883
                     /locus_tag="BA_4014"
                     /old_locus_tag="BA4014"
                     /note="identified by match to protein family HMM PF00557;
                     match to protein family HMM PF01321"
                     /codon_start=1
                     /transl_table=11
                     /product="putative X-Pro dipeptidase"
                     /protein_id="AAP27742.1"
                     /db_xref="Pathema:BA_4014"
                     /translation="MTLKINKIQNQLQNYEIDGLLITKKENRQYATGFTGSAGVVLIT
                     ADAAVFITDFRYVDQANSQIKNAEIIMHKGNLEKEIANQVSKLNIQKLGIEENNMTLQ
                     QYKNLQKYVHTEMVQVCEIIENIRLIKDTHEIETMKIAAHIADEAFHHIITFLKPGIS
                     ENDVRDELEFFMRKKGATSSSFQIIVASGVRSSLPHGVASNKIIERGDIVTLDFGALY
                     DGYCSDITRTVAIGEPSEEFKKIYNVVREALKRGTEAIKPGETAKSIDDVTRNYITDC
                     GYGQYFGHSTGHGLGLEIHEPLRLSQESKATLEEGMVVTVEPGIYIPNWGGCRIEDDI
                     VITKDGYEVITKSNRDLIIIPC"
     gene            complement(3695863..3696006)
                     /locus_tag="BA_4015"
                     /old_locus_tag="BA4015"
                     /db_xref="Pathema:BA_4015"
     CDS             complement(3695863..3696006)
                     /locus_tag="BA_4015"
                     /old_locus_tag="BA4015"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27743.1"
                     /db_xref="Pathema:BA_4015"
                     /translation="MKENAILFGGIFSFSIPLFKRNTPEKEFYVQRKNPVGNFKILTR
                     DYN"
     gene            complement(3696003..3696371)
                     /locus_tag="BA_4016"
                     /old_locus_tag="BA4016"
                     /db_xref="Pathema:BA_4016"
     CDS             complement(3696003..3696371)
                     /locus_tag="BA_4016"
                     /old_locus_tag="BA4016"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP27744.1"
                     /db_xref="Pathema:BA_4016"
                     /translation="MREKIGYYGVLVCLLLSVISGQFFKSEWVPVILCIGVLIFAPMY
                     RWDEWKAYSRKKKIVFSIEFVMIISTIPFLLLKGNEIIDGIVMFQGWLFIAKLLYLIC
                     ILMLVAVVAKTVNEKLFVNE"
     gene            complement(3696387..3696752)
                     /locus_tag="BA_4017"
                     /old_locus_tag="BA4017"
                     /db_xref="Pathema:BA_4017"
     CDS             complement(3696387..3696752)
                     /locus_tag="BA_4017"
                     /old_locus_tag="BA4017"
                     /note="identified by similarity to EGAD:107487"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27745.1"
                     /db_xref="Pathema:BA_4017"
                     /translation="MRKKIGFWGFIFSCSLLIILNLFTSNEWISIIPVFGFIFVLLYN
                     WDDMKQYSKKSIGIMIGTIVICSFFVWFILIEGQKQMEKMSIFQEWMSSAKSLYIVIV
                     VVIFLRIVISIASYILKEK"
     gene            3696919..3698304
                     /locus_tag="BA_4018"
                     /old_locus_tag="BA4018"
                     /db_xref="Pathema:BA_4018"
     CDS             3696919..3698304
                     /locus_tag="BA_4018"
                     /old_locus_tag="BA4018"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP27746.1"
                     /db_xref="Pathema:BA_4018"
                     /translation="MGVELTLLHALYVLCLLTIITFFILRKDTTIICIIFIFLLALTA
                     TGSIPLAISGIFQSFIYSITELLPTILIISIIVSMSNLLVQTGINDTMISPFTKMIRT
                     PTLAYWIIGLLMMTISFFFWPSPAVALMGAILLPVAVRVGLPPIGVAIAMNLFGHGIA
                     LSGDFVIQGAPKLTADAAGLPVSSVVSASVPLVIVMGVVTTSFAFFFLRKEFHTGISL
                     QDSISSTKPSKTTILLSPRIKKWLAICIPIIYIIDILCMIQFKLQGSDATALIGGTTV
                     IMIIIISLIAYKGNGLNKTTDYFIEGLQFGFKIFGPVIPIAALFYLEDSGFVKIIGDY
                     LPKGSHGIINDLGIALSQTVPLNQYVSAGTLTIVGVITGLDGSGFSGISLAGSIANLF
                     GTALGHGTATLTALGQIAAIWTGGGTLIPWALIPAAAICKVDPFELARRNFLPVMIGL
                     IVTTIVAMFIL"
     gene            3698471..3698725
                     /locus_tag="BA_4019"
                     /old_locus_tag="BA4019"
                     /db_xref="Pathema:BA_4019"
     CDS             3698471..3698725
                     /locus_tag="BA_4019"
                     /old_locus_tag="BA4019"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27747.1"
                     /db_xref="Pathema:BA_4019"
                     /translation="MNELIFVLLICPLFIFIVSVIGTRKTKTYYVMPIVTFASFLIIG
                     VIAFTPKFFFWVGMYSIFSFIVSYMTLLFVRGYEVVENVK"
     gene            3698748..3699425
                     /locus_tag="BA_4020"
                     /old_locus_tag="BA4020"
                     /note="hydrolase, haloacid dehalogenase-like family,
                     authentic point mutation; an automated process has
                     identified a potential problem with this gene model; it
                     may contain one or more premature stops and/or
                     frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_4020"
     gene            complement(3699467..3700099)
                     /gene="pyrE"
                     /locus_tag="BA_4021"
                     /old_locus_tag="BA4021"
                     /db_xref="Pathema:BA_4021"
     CDS             complement(3699467..3700099)
                     /gene="pyrE"
                     /locus_tag="BA_4021"
                     /old_locus_tag="BA4021"
                     /EC_number="2.4.2.10"
                     /note="identified by match to protein family HMM PF00156;
                     match to protein family HMM TIGR00336"
                     /codon_start=1
                     /transl_table=11
                     /product="orotate phosphoribosyltransferase"
                     /protein_id="AAP27748.1"
                     /db_xref="Pathema:BA_4021"
                     /translation="MKKEIASHLLEIGAVFLQPNDPFTWSSGMKSPIYCDNRLTLSYP
                     KVRQTIAAGLEELIKEHFPTVEVIAGTATAGIAHAAWVSDRMDLPMCYVRSKAKGHGK
                     GNQIEGKAEKGQKVVVVEDLISTGGSAITCVEALREAGCEVLGIVSIFTYELEAGKEK
                     LEAANVASYSLSDYSALTEVAAEKGIIGQAETKKLQEWRKNPADEAWITA"
     gene            complement(3700096..3700812)
                     /gene="pyrF"
                     /locus_tag="BA_4022"
                     /old_locus_tag="BA4022"
                     /db_xref="Pathema:BA_4022"
     CDS             complement(3700096..3700812)
                     /gene="pyrF"
                     /locus_tag="BA_4022"
                     /old_locus_tag="BA4022"
                     /EC_number="4.1.1.23"
                     /note="identified by similarity to SP:P25971; match to
                     protein family HMM PF00215; match to protein family HMM
                     TIGR01740"
                     /codon_start=1
                     /transl_table=11
                     /product="orotidine 5'-phosphate decarboxylase"
                     /protein_id="AAP27749.1"
                     /db_xref="Pathema:BA_4022"
                     /translation="MSQSLIVALDFPGKQDVEQFLRHFEGEELFVKVGMELFYKEGPA
                     IITYLKEKGHKIFLDLKLHDIPNTVKSAMRSLASLDVDMVNVHAGGGSSMMKAAIEGL
                     EEGKQEGKERPICIAVTQLTSTSETMMKKEIGIEKTLEEAVAHYAKLTKESGLDGVVC
                     STLEVPKLREVCGSEFVTVTPGIRLASDDVNDQVRVATPKRARELGSSYIVVGRSITK
                     AENPLEAYKTVKQQWEGVTV"
     gene            complement(3700797..3701726)
                     /gene="pyrD"
                     /locus_tag="BA_4023"
                     /old_locus_tag="BA4023"
                     /db_xref="Pathema:BA_4023"
     CDS             complement(3700797..3701726)
                     /gene="pyrD"
                     /locus_tag="BA_4023"
                     /old_locus_tag="BA4023"
                     /EC_number="1.3.98.1"
                     /note="identified by similarity to SP:P25996; match to
                     protein family HMM PF01180; match to protein family HMM
                     TIGR01037"
                     /codon_start=1
                     /transl_table=11
                     /product="dihydroorotate oxidase"
                     /protein_id="AAP27750.1"
                     /db_xref="Pathema:BA_4023"
                     /translation="MNRLQVELPGLSLKNPIIPASGCFGFGREYAQFYDLSVLGSIMI
                     KATTEQPRYGNPTPRVAETPGGMLNAIGLQNPGLEKVMNSELPWLEQFDLPIIANVAG
                     SQAEDYVAVAKEISKAPNVHALELNISCPNVKTGGIAFGTNPEIAADLTKRVKEVSEV
                     PVYVKLSPNVANIVEIAKAIENAGADGLTMINTLLGMRLDLKTAKPILANRTGGLSGP
                     AIKPVAIRMVHEVSQAVNIPIIGMGGIETAEDVIEFFYAGASAVAVGTANFIDPFVCP
                     TIIEELPALLDELGFDHISECQGRSWKQTCHSR"
     gene            complement(3701723..3702502)
                     /gene="pyrK"
                     /locus_tag="BA_4024"
                     /old_locus_tag="BA4024"
                     /db_xref="Pathema:BA_4024"
     CDS             complement(3701723..3702502)
                     /gene="pyrK"
                     /locus_tag="BA_4024"
                     /old_locus_tag="BA4024"
                     /note="identified by similarity to SP:P25983; match to
                     protein family HMM PF00175; match to protein family HMM
                     PF00970"
                     /codon_start=1
                     /transl_table=11
                     /product="dihydroorotate dehydrogenase, electron transfer
                     subunit"
                     /protein_id="AAP27751.1"
                     /db_xref="Pathema:BA_4024"
                     /translation="MMQKQNMIVVNQKEIAKNIYELVLQGTLVQQMNEPGQFVHIKVA
                     EGIAPLLRRPISICNVDQEKNEFTMLYRAEGQGTKTLATRKQGEMVDVLGPLGHGFPV
                     EEAEAGQTALLVGGGIGVPPLYELSQRLVAKGVRVIHILGFQTKDVVFYEEKFAELGD
                     TYVATVDGTHGTKGFVTDVIDHYGIDFDILYSCGPLAMLRALEGRYKEKKAYISLEER
                     MGCGIGACFACVCHLQEDPSGHSYKKVCSDGPVFPIGEVVL"
     gene            complement(3702499..3705717)
                     /gene="carB"
                     /locus_tag="BA_4025"
                     /old_locus_tag="BA4025"
                     /db_xref="Pathema:BA_4025"
     CDS             complement(3702499..3705717)
                     /gene="carB"
                     /locus_tag="BA_4025"
                     /old_locus_tag="BA4025"
                     /EC_number="6.3.5.5"
                     /note="identified by match to protein family HMM PF00289;
                     match to protein family HMM PF01071; match to protein
                     family HMM PF02142; match to protein family HMM PF02655;
                     match to protein family HMM PF02786; match to protein
                     family HMM PF02787; match to protein family HMM PF08443;
                     match to protein family HMM TIGR01369"
                     /codon_start=1
                     /transl_table=11
                     /product="carbamoyl-phosphate synthase, large subunit"
                     /protein_id="AAP27752.1"
                     /db_xref="Pathema:BA_4025"
                     /translation="MPKRLDINTILVIGSGPIVIGQAAEFDYSGTQACQSLKEEGYKV
                     ILVNSNPATIMTDTATADKVYIEPLTLEFVSRIIRKERPDAILPTLGGQTGLNMAVEL
                     AKSGVLEECGVEILGTKLSAIEQAEDRDLFRTLMQELNEPTPPSEIIHNLDEAYGFVN
                     EIGYPVIVRPAFTLGGTGGGICHNEEELIEIVTSGLKHSPVTQCLLEKSIAGCKEIEY
                     EVMRDSNDNAIVVCNMENIDPVGVHTGDSIVVAPSQTLSDREYQMLRNTSLRIIRALG
                     IEGGCNVQLALDPYSFQYYVIEVNPRVSRSSALASKATGYPIAKLAAKIAVGLTLDEI
                     VNPVTQKTYACFEPALDYVVSKIPRWPFDKFESANRTLGTQMKATGEVMSIGRNLEES
                     LLKAVRSLELGIYHLELDHLKELDKETMKKRIIKADDERLFIVAEAIRQGVTKEEINE
                     WCEMDFFFLQKVENIVNMEREVKANVGNMEVLQTAKEMGFSDHYIAAAWNKTEREIYD
                     MRKENNMTPVFKMVDTCAAEFESATPYYYSTYADENELIVTDRKSVVVLGSGPIRIGQ
                     GVEFDYATVHSVWAIKEAGYEAIIINNNPETVSTDFSISDKLYFEPLTIEDVMHIIDL
                     EKPEGVIVQFGGQTAINLAAKLEEHGVKILGTSLEDLDRAEDRDKFEAALTKLGIPQP
                     VGKTATTVEQAVAIAEEIGYPVLVRPSYVLGGRAMEIVYRQEELLHYMKNAVKVHADH
                     PVLIDRYMVGKEIEVDAISDGENVFIPGIMEHIERAGVHSGDSIGVYPPQSLSEKLKE
                     QIIEHTIALGKGLNIVGLLNIQFVVFKDQVYVIEVNPRASRTVPFLSKITGVPMANVA
                     TKVILGQDLVEQGYGTGYHPEEKEVYVKAPVFSFAKLRSVDTTLGPEMKSTGEVMGKD
                     LTLEKALYKGLVASGINIPTHGSVIITVADKDKEEAMEIAKRFHEIGYNLLATAGTAQ
                     SLTEQNIPVQVVNKIDSEDYNLLDIIRQGKAQFVINTLTKGKQPARDGFRIRRESVEN
                     GVACLTSLDTTRAILRVLESMTFSAHSMKEITQTKRHEVVHA"
     gene            complement(3705702..3706799)
                     /locus_tag="BA_4026"
                     /old_locus_tag="BA4026"
                     /db_xref="Pathema:BA_4026"
     CDS             complement(3705702..3706799)
                     /locus_tag="BA_4026"
                     /old_locus_tag="BA4026"
                     /note="identified by match to protein family HMM PF00117;
                     match to protein family HMM PF00988; match to protein
                     family HMM TIGR01368"
                     /codon_start=1
                     /transl_table=11
                     /product="carbamoyl-phosphate synthase, small subunit"
                     /protein_id="AAP27753.1"
                     /db_xref="Pathema:BA_4026"
                     /translation="MKRQLILEDGTVLIGTGFGGEIEKSGEVVFTTGMTGYQETLSDP
                     SYCGQIVTFTYPLIGNYGINRDDFESIHPSVNGLIVNEICDHPSNFRNEISLNDYLKE
                     RNIPGLAGIDTRKLTRKIRQYGTLRGRLCNMDADVEYIVSQLKATVFTDHVKRVSTKD
                     PYPSPGRGHRVVLVDFGMKHGILRELNKRDCDVIVVPYNTTAEEILRLSPDGIMLSNG
                     PGDPKDVPEAIEMLKDIIGKVPLFGICLGHQLFALASGANTSKLKFGHRGLNHPVKNI
                     ATGKVAITSQNHGYAVEEESVENTELEITHVALNDGTVEGLRHKKFPAFTVQYHPEAS
                     AGPEDANDLFEDFLTMIENFKKEGEELCQNA"
     gene            complement(3706796..3708082)
                     /gene="pyrC"
                     /locus_tag="BA_4027"
                     /old_locus_tag="BA4027"
                     /db_xref="Pathema:BA_4027"
     CDS             complement(3706796..3708082)
                     /gene="pyrC"
                     /locus_tag="BA_4027"
                     /old_locus_tag="BA4027"
                     /EC_number="3.5.2.3"
                     /note="identified by similarity to SP:P25995; match to
                     protein family HMM PF01979; match to protein family HMM
                     PF07969; match to protein family HMM TIGR00857"
                     /codon_start=1
                     /transl_table=11
                     /product="dihydroorotase"
                     /protein_id="AAP27754.1"
                     /db_xref="Pathema:BA_4027"
                     /translation="MNYLFKNGRYMNEEGKIVATDLLVQDGKIAKVAENITADNAEVI
                     DVNGKLIAPGLVDVHVHLREPGGEHKETIETGTLAAAKGGFTTICAMPNTRPVPDCRE
                     HMEDLQNRIKEKAHVNVLPYGAITVRQAGSEMTDFETLKELGAFAFTDDGVGVQDASM
                     MLAAMKRAAKLNMAVVAHCEENTLINKGCVHEGKFSEKHGLNGIPSVCESVHIARDIL
                     LAEAADCHYHVCHVSTKGSVRVIRDAKRAGIKVTAEVTPHHLVLCEDDIPSADPNFKM
                     NPPLRGKEDHEALIEGLLDGTIDMIATDHAPHTAEEKAQGIERAPFGITGFETAFPLL
                     YTNLVKKGIITLEQLIQFLTEKPADTFGLEAGRLKEGRTADITIIDLEQEEEIDPTTF
                     LSKGKNTPFAGWKCQGWPVMTIVGGKIAWQKESALV"
     gene            complement(3708066..3708980)
                     /gene="pyrB"
                     /locus_tag="BA_4028"
                     /old_locus_tag="BA4028"
                     /db_xref="Pathema:BA_4028"
     CDS             complement(3708066..3708980)
                     /gene="pyrB"
                     /locus_tag="BA_4028"
                     /old_locus_tag="BA4028"
                     /EC_number="2.1.3.2"
                     /note="identified by match to protein family HMM PF00185;
                     match to protein family HMM PF02729; match to protein
                     family HMM TIGR00670"
                     /codon_start=1
                     /transl_table=11
                     /product="aspartate carbamoyltransferase"
                     /protein_id="AAP27755.1"
                     /db_xref="Pathema:BA_4028"
                     /translation="MSHLLTMSELSEVEISEILKDAEDFANGKESKTTEQTFVANLFF
                     ENSTRTRFSFEVAEKRLGLDVLNFSADASSVQKGETLYDTIRTLESIGTKAVVIRHEQ
                     DRYFDELKDQVNIPILNAGDGCGNHPTQCLLDLLTIKQEFGRFEGLKIAIVGDVRHSR
                     VARSNAEALTKLGATIYFASPEEWKDEDNTFGTYKPLDELVPEVDVMMLLRVQHERHD
                     HYETDIMKEYHEKHGLTVEREKRMKEGSIIMHPAPVNRDVEIASELVECERSRIFKQM
                     ENGVYVRMAVLKRALPNVLGGMKHELFV"
     gene            complement(3709129..3710412)
                     /gene="uraA"
                     /locus_tag="BA_4029"
                     /old_locus_tag="BA4029"
                     /db_xref="Pathema:BA_4029"
     CDS             complement(3709129..3710412)
                     /gene="uraA"
                     /locus_tag="BA_4029"
                     /old_locus_tag="BA4029"
                     /note="identified by similarity to SP:P39766; match to
                     protein family HMM PF00860; match to protein family HMM
                     TIGR00801"
                     /codon_start=1
                     /transl_table=11
                     /product="uracil permease"
                     /protein_id="AAP27756.1"
                     /db_xref="Pathema:BA_4029"
                     /translation="MEQKPVLDVNEVPKPGKWLFLSIQHLFAMFGSTVLVPFLTGLNP
                     SVALISSGLGTLAFLLITKGQVPAYLGSSFAFIAPIITAKTAGGPGAAMLGGLLAGLV
                     YILISLGIKKSGSKWIMKLLPPIVVGPVVMVIGLALAHTAVNMAMNGADGKYSFTHFS
                     VALVTLAITIICSIFGRGFFSIIPVLLGIIGGYIFAYFQGLVDLKPVAEAKWFVVPDF
                     TVPFVTYTPEFSWKIVLLMVPVALVTISEHIGHQIVLGNVIKRDLIEKPGLHRSIFGD
                     GVATLIASLIGGPPNTTYGENIGVLAITRAYSVYLFIGSAVFAIMFGFIGKISALIHS
                     IPTPVMGGVSILLFGVIASSGLRMMVDDKTDLSDKRNLMIASVILVIGIGGAVLHVGE
                     SFQVEGMALAAIVGVLLNLLLPETKQIKQSKQIAS"
     gene            complement(3710559..3711101)
                     /gene="pyrR"
                     /locus_tag="BA_4030"
                     /old_locus_tag="BA4030"
                     /db_xref="Pathema:BA_4030"
     CDS             complement(3710559..3711101)
                     /gene="pyrR"
                     /locus_tag="BA_4030"
                     /old_locus_tag="BA4030"
                     /note="identified by similarity to SP:P39765; match to
                     protein family HMM PF00156"
                     /codon_start=1
                     /transl_table=11
                     /product="pyrimidine operon regulatory protein"
                     /protein_id="AAP27757.1"
                     /db_xref="Pathema:BA_4030"
                     /translation="MQEKAVVLDDQMIRRALTRISHEIVERNKGVDNCVLVGIKTRGI
                     FIAQRLAERIGQIEGKEMEVGELDITLYRDDLTLQSKNKEPLVKGSDIPVDITKKKVI
                     LVDDVLYTGRTVRAAMDALMDLGRPSQIQLAVLVDRGHRELPIRADYVGKNIPTSSEE
                     RIEVDLQETDQQDRVSIYDK"
     gene            complement(3711304..3712212)
                     /locus_tag="BA_4031"
                     /old_locus_tag="BA4031"
                     /db_xref="Pathema:BA_4031"
     CDS             complement(3711304..3712212)
                     /locus_tag="BA_4031"
                     /old_locus_tag="BA4031"
                     /note="identified by similarity to SP:Q45480; match to
                     protein family HMM PF00849; match to protein family HMM
                     PF01479; match to protein family HMM TIGR00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ribosomal large subunit pseudouridine synthase,
                     RluA family"
                     /protein_id="ACZ49983.1"
                     /db_xref="Pathema:BA_4031"
                     /translation="MSEVVQVTVAEEQKNERIDKFVAGINNEWSRTQVQQWIKDDVVT
                     VNGKAVKGNYKVRENDEITVTIPEPEELDIQPEDMNLEIYYEDADVLVVNKPRSMVVH
                     PAPGHTSGTLVNGLMHHCTDLSGINGVMRPGIVHRIDKDTSGLLMVAKNDMAHESLVN
                     QLVAKTVTRRYKAIVHGVIPHDKGTIDAPIARDKKERQSMTVDENGKHAVTHFQVLER
                     FKDFTLVECRLETGRTHQIRVHMKYIGYPLAGDPKYGPKKTLDMNGQALHAGILGFDH
                     PRTGEYIQFEAPIPEVFEDALNILRK"
     gene            complement(3712217..3712675)
                     /gene="lspA"
                     /locus_tag="BA_4032"
                     /old_locus_tag="BA4032"
                     /db_xref="Pathema:BA_4032"
     CDS             complement(3712217..3712675)
                     /gene="lspA"
                     /locus_tag="BA_4032"
                     /old_locus_tag="BA4032"
                     /EC_number="3.4.23.36"
                     /note="identified by similarity to SP:Q45479; match to
                     protein family HMM PF01252; match to protein family HMM
                     TIGR00077"
                     /codon_start=1
                     /transl_table=11
                     /product="signal peptidase II"
                     /protein_id="AAP27758.1"
                     /db_xref="Pathema:BA_4032"
                     /translation="MIYYVIALFVIAIDQISKWLIVKNMELGTSIPIIDNVLYITSHR
                     NRGAAWGILENKMWFFYIITVVFVVFIVFYMKKYAKTDKLLGISLGLILGGAIGNFID
                     RVFRQEVVDFIHVYIFSYNYPVFNIADSALCIGVVLIIIQTLLEGKKTKE"
     gene            complement(3712800..3713114)
                     /locus_tag="BA_4033"
                     /old_locus_tag="BA4033"
                     /db_xref="Pathema:BA_4033"
     CDS             complement(3712800..3713114)
                     /locus_tag="BA_4033"
                     /old_locus_tag="BA4033"
                     /note="identified by similarity to GP:1373155"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27759.1"
                     /db_xref="Pathema:BA_4033"
                     /translation="MEIKEELQLMRKELQERLAKEVMHKYDTEFSEELGYEMEEEIKK
                     KLLLHDIKEDLKDVERALFKMEIDMYGICEDTGRVISVKQMKTMPTARTIHEFFYEKV
                     NV"
     gene            complement(3713285..3716050)
                     /gene="ileS2"
                     /locus_tag="BA_4034"
                     /old_locus_tag="BA4034"
                     /db_xref="Pathema:BA_4034"
     CDS             complement(3713285..3716050)
                     /gene="ileS2"
                     /locus_tag="BA_4034"
                     /old_locus_tag="BA4034"
                     /EC_number="6.1.1.5"
                     /note="identified by similarity to SP:Q45477; match to
                     protein family HMM PF00133; match to protein family HMM
                     PF06827; match to protein family HMM PF08264; match to
                     protein family HMM PF09334; match to protein family HMM
                     TIGR00392"
                     /codon_start=1
                     /transl_table=11
                     /product="isoleucine--tRNA ligase"
                     /protein_id="AAP27760.1"
                     /db_xref="Pathema:BA_4034"
                     /translation="MEYKNTLLMPKTEFPMRGNLPKREPAMQEKWAEMNIYETVQEHT
                     KGRPLFVLHDGPPYANGDIHMGHALNKVLKDFIVRYKSMTGFCAPYVPGWDTHGLPIE
                     QALTNKGVKRKEMTVAEFRKLCAEYAYEQVERQREQFKRLGVRADWDNPYITLEPAYE
                     AQQIKVFGDMAKKGYIYKGQKPVYWSPTSESALAEAEIEYQDKKSASIYVAFSVKDGK
                     NVLEGDEKYIIWTTTPWTLPANLGISVHPELEYAIVKVNDEKYIIASELFETVAKTLE
                     WENAEVVKTVKGSELEYTVAKHPFYDRDSLVMLGDHVTTDAGTGCVHTAPGHGEDDFI
                     VGKKYGLEVLCPVDDKGVLTEEAPGFEGLFYDKANKPITEKLEEVGALLKLTFITHSY
                     PHDWRTKKPIIFRATAQWFASIEAFRKELLEAVAETKWVPAWGETRLHNMVRDRGDWC
                     ISRQRAWGVPIPVFYAENGDPIITDETINHVADLFREHGSNVWFEREAKDLLPEGFTH
                     PGSPNGEFRKETDIMDVWFDSGSSHQAVLEERDDLQRPADLYLEGSDQYRGWFNSSLS
                     TAVAVTGKAPYKGVLSHGFVLDGEGRKMSKSIGNIVVPKKIMDQLGGDILRLWVSSVD
                     YQSDVRISDDILKQVAEVYRKIRNTFRFLLGNLDDFKPSENTVAVAELREVDRYMLVK
                     LNDLITKVKEAYETYDFAAVYHAIHNFCTIDLSSFYLDFAKDILYIEGANHEDRRAIQ
                     TVLYDVLVALTKLVTPILPHTADEVWPYIPGVTEESVQLTDMPEAVQLDDAEALKTKW
                     DAFMTLRDDVLKALEVARNEKVIGKSLNASITLYPTAEMKAMLESINEDLKQLFIVSE
                     YKLGGMMEEAPADAPKYEHTAVVVAQATGETCERCWVVSETIGKDAEHETLCERCATV
                     VKENYVK"
     gene            complement(3716398..3716904)
                     /gene="divIVA"
                     /locus_tag="BA_4035"
                     /old_locus_tag="BA4035"
                     /db_xref="Pathema:BA_4035"
     CDS             complement(3716398..3716904)
                     /gene="divIVA"
                     /locus_tag="BA_4035"
                     /old_locus_tag="BA4035"
                     /note="identified by match to protein family HMM PF05103;
                     match to protein family HMM TIGR03544"
                     /codon_start=1
                     /transl_table=11
                     /product="cell-division initiation protein DivIVA"
                     /protein_id="AAP27761.1"
                     /db_xref="Pathema:BA_4035"
                     /translation="MPLTPLDIHNKEFGRGFRGYDEDQVNEFLDQIIKDYELVIREKK
                     ALEEKVAQLEGKLDHFSNIEDTLNKSIVVAQEAAEEVKRNAQKEAKLIVREAEKNADR
                     IINEALVKSRKVAFDIEELKKQAKVFRTRFRMLLETQLEMLNNDDWDKLIELEDEVDE
                     LLKKEETV"
     gene            complement(3716994..3717761)
                     /locus_tag="BA_4036"
                     /old_locus_tag="BA4036"
                     /db_xref="Pathema:BA_4036"
     CDS             complement(3716994..3717761)
                     /locus_tag="BA_4036"
                     /old_locus_tag="BA4036"
                     /note="identified by match to protein family HMM PF01479"
                     /codon_start=1
                     /transl_table=11
                     /product="S4 domain protein"
                     /protein_id="AAP27762.1"
                     /db_xref="Pathema:BA_4036"
                     /translation="MSIYEHFRPDEVVFVDKVLEWKQAAEYHQVKLTDFLDPRQQQIV
                     TMVIGQGDIAVQFDGATSRAERKRALIYPDYLVVNEEEFQVEGLEIDYPSKFYTLEHR
                     QILGTFMSLGLTREKCGDILLQEDRAQIVVAKEVVSYIEMNLQSIGKVKVSLSPVKGE
                     KILQIQETWGEKSGTVSSLRLDVMLAEMLHISRQKVQPFIKNGLVKVNWKTVEQTSYE
                     CYPGDVFSVRGYGRSKLFSVEGRTKRDKWRILYGILK"
     gene            complement(3717777..3718040)
                     /locus_tag="BA_4037"
                     /old_locus_tag="BA4037"
                     /db_xref="Pathema:BA_4037"
     CDS             complement(3717777..3718040)
                     /locus_tag="BA_4037"
                     /old_locus_tag="BA4037"
                     /note="identified by match to protein family HMM PF02325"
                     /codon_start=1
                     /transl_table=11
                     /product="ylmG protein"
                     /protein_id="AAP27763.1"
                     /db_xref="Pathema:BA_4037"
                     /translation="METVLRLLVTAIEIYSWALIIYILLSWFPGAKESTFGDFLARIC
                     EPYLEPFRRFIPPLGMIDISPLVAIFALKLATSGLVTLFGYFL"
     gene            complement(3718047..3718517)
                     /locus_tag="BA_4038"
                     /old_locus_tag="BA4038"
                     /db_xref="Pathema:BA_4038"
     CDS             complement(3718047..3718517)
                     /locus_tag="BA_4038"
                     /old_locus_tag="BA4038"
                     /note="identified by match to protein family HMM PF04472"
                     /codon_start=1
                     /transl_table=11
                     /product="ylmF protein"
                     /protein_id="AAP27764.1"
                     /db_xref="Pathema:BA_4038"
                     /translation="MSWSKVKYFFFDTPEEKEAAQYSYEKEQTDMKKQQDPPEQQDVT
                     FPKAQPKQNVVSIETAKQSSKVVLLEPRTYSEAQGIADHLKGRRAVVINLQRMSTDQA
                     VRIVDFLSGTVYAIGGDIQKIGPKTFMCTPENVDIVGAISELFGEEDDTNIKRW"
     gene            complement(3718537..3719211)
                     /locus_tag="BA_4039"
                     /old_locus_tag="BA4039"
                     /db_xref="Pathema:BA_4039"
     CDS             complement(3718537..3719211)
                     /locus_tag="BA_4039"
                     /old_locus_tag="BA4039"
                     /note="identified by similarity to EGAD:108216; match to
                     protein family HMM PF01168; match to protein family HMM
                     TIGR00044"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein TIGR00044"
                     /protein_id="AAP27765.1"
                     /db_xref="Pathema:BA_4039"
                     /translation="MTVQTNLTTVNEAIKQSCARAGRSLQDIKLVAVTKTVGIEKTNE
                     VIEAGIIDLGENRNEGFLQKYEHFGSKVNWHFIGSLQTRKVKEIINEIDYLHSLDRLS
                     LAKEIQKRANKKVKCFIQVKTSSEESKQGLAIEETVSFIQSLQELDKIEVVGLMTMAP
                     FTEEEEEIRRCFKELRMLQKEVQGLELLHAPCKELSMGMSNDYTIAIEEGATYIRLGT
                     ILVGKA"
     gene            complement(3719208..3720026)
                     /locus_tag="BA_4040"
                     /old_locus_tag="BA4040"
                     /db_xref="Pathema:BA_4040"
     CDS             complement(3719208..3720026)
                     /locus_tag="BA_4040"
                     /old_locus_tag="BA4040"
                     /note="identified by similarity to EGAD:108215; match to
                     protein family HMM PF02578; match to protein family HMM
                     TIGR00726"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein TIGR00726"
                     /protein_id="AAP27766.1"
                     /db_xref="Pathema:BA_4040"
                     /translation="MREPFKYVDGILYLQAWKELGNITAGFTTKDGGVSTGSFHAMNL
                     GLHVNDIAENVHENRRILANKLQKPLENWICSEQVHDHHVEKVGQQEKGSGVYSYEDG
                     ISKTDGIYTTNNDVLLTSCYADCVPLYFYAPSHDMIGLAHAGWKGTVKEIAKEMIQKW
                     NAEGISSDEIHVAIGPAIGSCCYVVDDRVLTAAEQVVNGSVPYKKVSDGQYAIDLKEI
                     NRILCVQTGIKEENIVMSSLCTSCEEQLFFSHRRDQGKTGRMLSFIGFKEDESK"
     gene            complement(3720143..3720427)
                     /locus_tag="BA_4041"
                     /old_locus_tag="BA4041"
                     /db_xref="Pathema:BA_4041"
     CDS             complement(3720143..3720427)
                     /locus_tag="BA_4041"
                     /old_locus_tag="BA4041"
                     /note="identified by similarity to EGAD:108213; match to
                     protein family HMM PF05239; match to protein family HMM
                     TIGR02888"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27767.1"
                     /db_xref="Pathema:BA_4041"
                     /translation="MKVIRISELQMKDIINVSDGKRLGNIGDIEIDMNTGKIESIIIS
                     KQTRTLGIFGKDIEIVIPWKGIVKIGEDVILVRVNPVNSVTESIQTPTIS"
     gene            complement(3720596..3721375)
                     /gene="sigG"
                     /locus_tag="BA_4042"
                     /old_locus_tag="BA4042"
                     /db_xref="Pathema:BA_4042"
     CDS             complement(3720596..3721375)
                     /gene="sigG"
                     /locus_tag="BA_4042"
                     /old_locus_tag="BA4042"
                     /note="identified by similarity to EGAD:24793; match to
                     protein family HMM PF04539; match to protein family HMM
                     PF04542; match to protein family HMM PF04545; match to
                     protein family HMM TIGR02850; match to protein family HMM
                     TIGR02937; match to protein family HMM TIGR02980"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA polymerase sigma-G factor"
                     /protein_id="AAP27768.1"
                     /db_xref="Pathema:BA_4042"
                     /translation="MTRNKVEICGVDTAKLPVLKNDEMRKLFREMQSGEISAREKLVN
                     GNLRLVLSVIQRFNNRGEYVDDLFQVGCIGLMKSIDNFDLGQNVKFSTYAVPMIIGEI
                     RRYLRDNNPIRVSRSLRDIAYKALQVREKLIAENSKEPTAMDIAKVLEVTHEEIVFAL
                     DAIQDPVSLFEPIYNDGGDPIFVMDQLSDEKQKDEQWVEELALKEGMKRLNDREKMII
                     RKRFFQGKTQMEVAEEIGISQAQVSRLEKSAIKQMNKTIQG"
     gene            complement(3721533..3722252)
                     /gene="sigE"
                     /locus_tag="BA_4043"
                     /old_locus_tag="BA4043"
                     /db_xref="Pathema:BA_4043"
     CDS             complement(3721533..3722252)
                     /gene="sigE"
                     /locus_tag="BA_4043"
                     /old_locus_tag="BA4043"
                     /note="identified by similarity to SP:P06222; match to
                     protein family HMM PF04542; match to protein family HMM
                     PF04545; match to protein family HMM TIGR02835; match to
                     protein family HMM TIGR02937"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA polymerase sigma-29 factor"
                     /protein_id="AAP27769.1"
                     /db_xref="Pathema:BA_4043"
                     /translation="MMKLKFYLVYLWYKVLLKLGIKTDEIYYIGGSEALPPPLTKEEE
                     EVLLNKLPKGDQAARSLLIERNLRLVVYIARKFENTGINIEDLISIGTIGLIKAVNTF
                     NPEKKIKLATYASRCIENEILMHLRRNNKNRSEVSFDEPLNIDWDGNELLLSDVLGTD
                     DDIITKDLEATVDRHLLMKALHQLNDREKQIMELRFGLAGGEEKTQKDVADMLGISQS
                     YISRLEKRIIKRLRKEFNKMV"
     gene            complement(3722272..3723198)
                     /gene="spoIIGA"
                     /locus_tag="BA_4044"
                     /old_locus_tag="BA4044"
                     /db_xref="Pathema:BA_4044"
     CDS             complement(3722272..3723198)
                     /gene="spoIIGA"
                     /locus_tag="BA_4044"
                     /old_locus_tag="BA4044"
                     /EC_number="3.4.23.-"
                     /note="identified by match to protein family HMM PF03419;
                     match to protein family HMM TIGR02854"
                     /codon_start=1
                     /transl_table=11
                     /product="sigma-E processing peptidase SpoIIGA"
                     /protein_id="AAP27770.1"
                     /db_xref="Pathema:BA_4044"
                     /translation="MNCLVVYADVVWLLNACIDFLLLLLTATVLKKKIKRWRLVLGAF
                     IGSTIVIFAFTPFASMMTHPIMKLLYSLLIVYTAFGFTTFRNYTQTVFTFYFVTFMVG
                     GGLMGTHFFLQTNEMVNGLVQSQSISYGDPISWLFVIFGFPVIYYFSKKRIESVEVTK
                     IHYDQIVKLKIQLAEEELELAGLIDSGNQLYDPLTKTPVMIMHISSLEHCLPAWLTEQ
                     IYSKTEIPQIPENDSGWATKLRLIPFRAVGVENQFLWAIKPESVQIYHEGSSIVVNKV
                     LIGLNTQQLSTNGEYQCIVHPKMLISQKMVIA"
     gene            complement(3723502..3724662)
                     /gene="ftsZ"
                     /locus_tag="BA_4045"
                     /old_locus_tag="BA4045"
                     /db_xref="Pathema:BA_4045"
     CDS             complement(3723502..3724662)
                     /gene="ftsZ"
                     /locus_tag="BA_4045"
                     /old_locus_tag="BA4045"
                     /note="identified by match to protein family HMM PF00091;
                     match to protein family HMM PF03953; match to protein
                     family HMM TIGR00065"
                     /codon_start=1
                     /transl_table=11
                     /product="cell division protein FtsZ"
                     /protein_id="AAP27771.1"
                     /db_xref="Pathema:BA_4045"
                     /translation="MLEFDTTQDQLANIKVIGVGGGGNNAVNRMIEHGVQGVDFIAVN
                     TDAQALNLSKAETKMQIGGKLTRGLGAGANPEVGKKAAEESKEQIQEALRGADMVFVT
                     AGMGGGTGTGAAPVVAQVAKELGALTVGVVTRPFTFEGRKRATQAASGIAAFKENVDT
                     LIVIPNDRLLEIVDKNTPMLEAFREADNVLRQGVQGISDLIATPGLINLDFADVKTIM
                     SNRGSALMGIGSGNGENRAAEAAKKAISSPLLETSIDGAQGVIMNITGGANLSLYEVQ
                     EAADIVASASDPEVNMIFGSVINEGLKDDIVVTVIATGFDDSIATQPPKPIIRPNVNH
                     TQQQQQPVAQPPKQREVKREMKREEPVVHERHSDSDSDDIDIPAFLRNRRRR"
     gene            complement(3724702..3726003)
                     /gene="ftsA"
                     /locus_tag="BA_4046"
                     /old_locus_tag="BA4046"
                     /db_xref="Pathema:BA_4046"
     CDS             complement(3724702..3726003)
                     /gene="ftsA"
                     /locus_tag="BA_4046"
                     /old_locus_tag="BA4046"
                     /note="identified by match to protein family HMM PF02491;
                     match to protein family HMM TIGR01174"
                     /codon_start=1
                     /transl_table=11
                     /product="cell division protein FtsA"
                     /protein_id="AAP27772.1"
                     /db_xref="Pathema:BA_4046"
                     /translation="MNSNEIYVSLDIGTSNVKVIIGEMVNDSLNIIGVGNVKSNGLKK
                     GSIVDIDETVRSIKKAIEQAERMVGIHIEQVVVGVNANQVQLLPCHGVVAVSNEDREI
                     GNEDVLRVLDAAQVVSIAPEREFIDVVPRQFIVDGLDEINDPRGMIGVRLEMEGTLIT
                     GSRTLLHNLLRCVEKAGLEIVDICLQPLAAATVAISSDEKNRGVALVDMGGGSTTLSI
                     FKDGELQATSVLPLGGDHITKDIAIGLKTSTENADQIKLKYGHAFYDTASEEEMFTVP
                     IMGSDQTEQYSQLELSDIIEARVEEILMFVQDEVRKLGVKQVASGYVLTGGIASMPGV
                     LDLAYDILHENVRIATPDYIGVREPQYTSGVGLIKHSYQKAKLRGKNVQEKQEHFEPV
                     PAPAPVQQQPAKQKTRNQNNNNQNDDRMMSKVKRVFRYLWD"
     gene            complement(3726376..3727173)
                     /locus_tag="BA_4047"
                     /old_locus_tag="BA4047"
                     /db_xref="Pathema:BA_4047"
     CDS             complement(3726376..3727173)
                     /locus_tag="BA_4047"
                     /old_locus_tag="BA4047"
                     /note="identified by match to protein family HMM PF03799;
                     match to protein family HMM PF08478"
                     /codon_start=1
                     /transl_table=11
                     /product="cell division protein FtsQ"
                     /protein_id="AAP27773.1"
                     /db_xref="Pathema:BA_4047"
                     /translation="MKNSKVIKLQDRVPKLKNQQKKKKKNVNHRLILYISILFLLVLF
                     LIYFRSPLSNIKKISVFGNHYMTDEQVMKESGVTYDTSYFRVTAHKAEENLTKRKEIK
                     AVNVKKRFPNKIDVHIEEYLTIGYINKDGKLQPLLENGKTLDVLPNGKLPVAAPIFEP
                     FKEEKMKELIAELEKLTPTILRSISEIRYSPTNANEDHLTLYMNEGYEVSTTIQNFAK
                     RMETYPLILKTIEPGKKVLIDLEVGAYTKELGAEEKKNRMIVFNTLS"
     gene            complement(3727272..3728177)
                     /gene="murB1"
                     /locus_tag="BA_4048"
                     /old_locus_tag="BA4048"
                     /db_xref="Pathema:BA_4048"
     CDS             complement(3727272..3728177)
                     /gene="murB1"
                     /locus_tag="BA_4048"
                     /old_locus_tag="BA4048"
                     /EC_number="1.3.1.98"
                     /note="identified by similarity to EGAD:14467; match to
                     protein family HMM PF01565; match to protein family HMM
                     PF02873; match to protein family HMM TIGR00179"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-N-acetylmuramate dehydrogenase"
                     /protein_id="AAP27774.1"
                     /db_xref="Pathema:BA_4048"
                     /translation="MEQLVNELIQANVGRVLVDEPLARYTTMKIGGPADILIVPKRVA
                     GIEKTLQLVKKYKTKWTVIGRGSNLLVSDLGIEGVVIRLGEGLDHLEVEKHRVRVGGG
                     YPLIKLSTLLSRQGLAGLEFASGIPGSVGGAVYMNAGAHKSDISNILSKALILFEDGT
                     IDWLTHGEMEFSYRTSVLQTKRPGIVLEAEFQLQIGERERIVSVMQKNKDYRRETQPW
                     NHPCAGSVFRNPTPYFAGDLIEKAGLRGYQIGGAQISEMHGNFIINTGGASAQDVLSL
                     IALIKQTIKDKFGVEMHTEVEIIGR"
     gene            complement(3728239..3729333)
                     /gene="murG1"
                     /locus_tag="BA_4049"
                     /old_locus_tag="BA4049"
                     /db_xref="Pathema:BA_4049"
     CDS             complement(3728239..3729333)
                     /gene="murG1"
                     /locus_tag="BA_4049"
                     /old_locus_tag="BA4049"
                     /EC_number="2.4.1.227"
                     /note="identified by similarity to EGAD:19873; match to
                     protein family HMM PF03033; match to protein family HMM
                     PF04101; match to protein family HMM TIGR01133"
                     /codon_start=1
                     /transl_table=11
                     /product="undecaprenyldiphospho-muramoylpentapeptide
                     beta-N-acetylglucosaminyltransferase"
                     /protein_id="AAP27775.1"
                     /db_xref="Pathema:BA_4049"
                     /translation="MRVLVSGGGTGGHIYPALALIREIKKLNPEARFLYIGTENGLES
                     TIVPKAGIPFQSIVISGFKRKISLDNVKTVMRFLKGVQDSKRYIRRFNPDIVIGTGGY
                     VCGPVVYAAAKLGIPTIVHEQNSVPGVTNKFLSRYVDKVAVCFEAAAEHFPQSKVVMT
                     GNPRASEVMDQNGMKGKRSVGLSLPKKSVLIFGGSRGARPINDAFVEAIEQFGNKSYE
                     ILYVTGEVHYDKVMEAVKQKGNPNNVIIKPFIHNMPEVLTGVDLVVSRAGATTLAELT
                     ALGKPSVLIPSPYVTNNHQEKNARSVVDKGAAKMLLEKDLTAETLIRDIDEILLDAQT
                     LQNMKLAAGQLGIPDAANKLYEVMNKLVKK"
     gene            complement(3729439..3730530)
                     /gene="spoVE"
                     /locus_tag="BA_4050"
                     /old_locus_tag="BA4050"
                     /db_xref="Pathema:BA_4050"
     CDS             complement(3729439..3730530)
                     /gene="spoVE"
                     /locus_tag="BA_4050"
                     /old_locus_tag="BA4050"
                     /note="identified by match to protein family HMM PF01098;
                     match to protein family HMM TIGR02614; match to protein
                     family HMM TIGR02615"
                     /codon_start=1
                     /transl_table=11
                     /product="stage V sporulation protein E"
                     /protein_id="AAP27776.1"
                     /db_xref="Pathema:BA_4050"
                     /translation="MKKTPDFILIIVTLALLTIGMIMVYSASAVWASYKMGDSFFFAK
                     RQLLFAGLGVVAMFFIMKIDYWVWRTYSKVILLVCFILLILVLIPGVGLVRGGARSWI
                     GIGAFSIQPSEFMKFAMIIFLAKFLAERQKLITSFKRGLLPALGFVFLAFGMIMLQPD
                     LGTGTVMVGTCIIMIFISGARVFHFAMFGLLGVAGFVGLIASAPYRMKRITSYLDPWS
                     DPLGSGFQIIQSLLAIGPGGLFGLGLGQSRQKFLYLPEPQTDFIFAILSEELGFIGGS
                     FVLLLFSLLLWRGIRIALGAPDLYGTFLAVGIVAMIAIQVMINVGVVTGLMPVTGITL
                     PFLSYGGSSLTLMLMAVGVLLNISRHSRY"
     gene            complement(3730621..3731973)
                     /gene="murD"
                     /locus_tag="BA_4051"
                     /old_locus_tag="BA4051"
                     /db_xref="Pathema:BA_4051"
     CDS             complement(3730621..3731973)
                     /gene="murD"
                     /locus_tag="BA_4051"
                     /old_locus_tag="BA4051"
                     /EC_number="6.3.2.9"
                     /note="identified by similarity to EGAD:6403; match to
                     protein family HMM PF02875; match to protein family HMM
                     PF08245; match to protein family HMM TIGR01087"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-N-acetylmuramoyl-L-alanine--D-glutamate
                     ligase"
                     /protein_id="AAP27777.1"
                     /db_xref="Pathema:BA_4051"
                     /translation="MKTVTEFQNKNILVLGIAKSGYAAATLLQKLGANVIVNDGKPLA
                     ENVLAAELQAKGMDVVCGGHPLELLERNISLVVKNPGIPYSNPILVAAKEKQIPIVTE
                     VELAYRISEAPFVGITGSNGKTTTTMLTFEMLKEGQKHPVIAGNIGTVACEVAQDAKE
                     NEVVVTELSSFQLMGVELFQPKIAAFLNLFEAHLDYHGTKKEYGLAKANIFKNQTEND
                     YSVINADDADVMALSAYSKGQKVLFSTTKEIEDGACIKDNALYFKAEKVVEVDDIVLP
                     GQHNLENILAAMSIAKLLGVSNEAITAVLKRFTGVKHRLEYVTTINNRKFYNDSKATN
                     MLATEKALSAFTQPTVLLAGGLDRGNEFDDLIPYFKNVKAIVTFGQTAPKLVRAAEKA
                     GLDTIESVDTLDEAVVKAYAHSTDGDVILLSPACASWDQFKTFEERGDIFIQAVHKLI
                     "
     gene            complement(3731974..3732948)
                     /gene="mraY"
                     /locus_tag="BA_4052"
                     /old_locus_tag="BA4052"
                     /db_xref="Pathema:BA_4052"
     CDS             complement(3731974..3732948)
                     /gene="mraY"
                     /locus_tag="BA_4052"
                     /old_locus_tag="BA4052"
                     /EC_number="2.7.8.13"
                     /note="identified by similarity to EGAD:8052; match to
                     protein family HMM PF00953; match to protein family HMM
                     TIGR00445"
                     /codon_start=1
                     /transl_table=11
                     /product="phospho-N-acetylmuramoyl-pentapeptide-
                     transferase"
                     /protein_id="AAP27778.1"
                     /db_xref="Pathema:BA_4052"
                     /translation="MLEQGLLVTAGVAFLISVALSPLFIPFLRKLKFGQSIRDEGPKS
                     HQKKSGTPTMGGIVIYVSMMVTSLIMAIKFNHLGAEVSLLLLVTFGYGLIGFLDDYIK
                     VVKKRNLGLTSKQKLVGQLVIAIAFFFIGKGQAFHTYIMIPGTDVKFELGWAYFVLVL
                     FMLIGGSNAVNLTDGLDGLLSGTAAIAFGAFSIIAVAQEQFGVAIFCMAVVGAVLGFL
                     VFNANPAEVFMGDTGSLALGGAIAAVAILLKQELLLVIIGGVFVMETLSVIIQVISFK
                     TTGKRVFKMSPLHHHYELCGWSEWRVVVTFWSVGFLLAVLGIYIGVWM"
     gene            complement(3732971..3734446)
                     /gene="murE"
                     /locus_tag="BA_4053"
                     /old_locus_tag="BA4053"
                     /db_xref="Pathema:BA_4053"
     CDS             complement(3732971..3734446)
                     /gene="murE"
                     /locus_tag="BA_4053"
                     /old_locus_tag="BA4053"
                     /EC_number="6.3.2.13"
                     /note="identified by similarity to EGAD:7604; match to
                     protein family HMM PF01225; match to protein family HMM
                     PF02875; match to protein family HMM PF08245; match to
                     protein family HMM TIGR01085"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-N-acetylmuramoylalanyl-D-glutamyl-2,
                     6-diaminopimelate ligase"
                     /protein_id="AAP27779.1"
                     /db_xref="Pathema:BA_4053"
                     /translation="MKLHTLVSCLHDFPVVPKENPEITSIEADSRKVKEGSLFVCMKG
                     YTVDSHDFAKQAAAQGAAAIVAERPIDVDVPVVLVKNTFRSLAVLADYFYGQPTHKLH
                     LIGITGTNGKTTTSHIMDEIMRAHGHKTGLIGTINMKIGDETFEVKNTTPDALTLQQT
                     FAKMVEHGVDSTVMEVSSHALDLGRVHGCDYDVAVFTNLTQDHLDYHKTMEEYKHAKG
                     LLFAQLGNSYNHNREKYAVLNNDDAVTVEYMRSTAATVVTYGIDTTSDVMAKDIAMTS
                     GGTTFTLVTPYESVNVTMKLIGKFNVYNVLAATAAGLVSGVSLETIIDVIKELAGVPG
                     RFEVVDGGQNYTVIVDYAHTPDSLENVLKTAKQFAKGDVYCIVGCGGDRDRTKRPIMA
                     SVATQYATHAIYTSDNPRSEDPAAILDDMVHGANGNNYEVIIDRKEAIHHAITKAKAD
                     DIIIIAGKGHETYQIIGKDVHHFDDREVAKEAITERLNNEE"
     gene            complement(3734655..3736571)
                     /locus_tag="BA_4054"
                     /old_locus_tag="BA4054"
                     /db_xref="Pathema:BA_4054"
     CDS             complement(3734655..3736571)
                     /locus_tag="BA_4054"
                     /old_locus_tag="BA4054"
                     /note="identified by similarity to EGAD:9499; match to
                     protein family HMM PF00905; match to protein family HMM
                     PF03717; match to protein family HMM PF03793; match to
                     protein family HMM TIGR02214"
                     /codon_start=1
                     /transl_table=11
                     /product="sporulation specific penicillin-binding protein"
                     /protein_id="AAP27780.1"
                     /db_xref="Pathema:BA_4054"
                     /translation="MRVSNVTVRKRLIFILISGILIFTIIDIRLGYVQFFLGNMLTDR
                     AKDSWSRNITFEPERGKILDRNGVELATNKSAPTVFVVPRQIEKPAETAEKLAAVLGV
                     EKDEIYKRITKKESIVRLDKGGRKISHDKAKEVRGLSLKGVYIAEDSIRYYPFGNFLS
                     HVLGFAGSDNQGLMGLEKYYDKELNGDEGHVRFFADAKGQRMPNVGDDFKKPEAGLNL
                     GLTIDARINRIMEREMNIAESTYNPDGMIAIAMNPKNGEILGMSSRPSFDPADFQSVS
                     PEVYNRNLPVWSTYEPGSTFKIITLAAALNENLVDLEKDTFYDDGAAEVGGARLKCWK
                     AGGHGSQTFLEVVQNSCNPGFIELGDRLGKERLFKYIRNFGFGQKTGIDLQGEGSGIL
                     FNLDKVGPVEQATTSFGQGVSVTPIQQVAAVAAAVNGGTLYQPYIAKEFIDPKNNQVV
                     SKKTPVDKRKVISKETSEKVRYALENVVAKGSGKGAFIDGYRVGGKTGTAQKVKDGKY
                     LENNYIVSFIGFAPADDPEIVVYVAVDNPKGVTQFGGVVAAPIVGNILRDALPVMGVK
                     PRKEQVEREYKWGDIPTVEVPNLIGMKKKDLQTQLVDLKLDISGDGEKVIKQSPEAGA
                     KVKEGSKIRIYFGN"
     gene            complement(3736653..3738803)
                     /locus_tag="BA_4055"
                     /old_locus_tag="BA4055"
                     /db_xref="Pathema:BA_4055"
     CDS             complement(3736653..3738803)
                     /locus_tag="BA_4055"
                     /old_locus_tag="BA4055"
                     /note="identified by similarity to EGAD:15720; match to
                     protein family HMM PF00905; match to protein family HMM
                     PF03717; match to protein family HMM PF03793"
                     /codon_start=1
                     /transl_table=11
                     /product="penicillin-binding protein"
                     /protein_id="AAP27781.1"
                     /db_xref="Pathema:BA_4055"
                     /translation="MKRNMTKFHTNKGAGYFMILFLLLFLLLLARFFYIQATGSVHNQ
                     DLNELAKQKHSKTGVLEANRGTIYDQNGHVLAQDANSYKLVAELKGAKPVEDKEDTAK
                     KIAGVLGKDEEKILATLNKEDRSQVEFGKLGKGLTKEQKEQIEALKLPGISFITENAR
                     VYPNGDFASYVVGHARPDDKGIAIGQFGLEKSLDKYLGASHGEVAYTGDRRGVSLDGG
                     KVNVKAPKNGDNVYLTLDQRIQSYLEDAMKEASKHYEPESLIGIVADPKTGKILGMSS
                     KPSYDPNQENNQYFYNDAIANAFEPGSTMKIFTLAAAINEGVYKGQDYYQSGTYPVGN
                     RKIKDHNGGAGWGSITFDEGVERSSNVAFAILGDQKLGPERFRKYIHSFGLDEKTKID
                     LPGEGSNTIVFDQQIQQVTTAFGQGSTVTPIQLVQAATAIANDGKMMKPYTIDKIVDP
                     ITEEVKLEHKPEEVGKPVTKETAAQVRQLLERVVTSPKGTGTAYKVDGYSVGGKTGTA
                     QIPDGKGGYMTGRENYIFSFLGMAPMDDPQLVVYVAVKKPKLKDDESGAQPLADIFKY
                     VTKNSLEYLKIKPNEVKDPKKYVKEQQTAVPDVTEKTMEEAKKAIDKAKLRPIVLGEG
                     KVQQQVPKATEQTLKGDRVFLVGDKPTMPNIQGWALRDVMNLAKTLKLNLKPTGTGYV
                     TEQSVPEGTLLQPGTELGVTLVPPLEPQQEAEKP"
     gene            complement(3738825..3739187)
                     /gene="ftsL"
                     /locus_tag="BA_4056"
                     /old_locus_tag="BA4056"
                     /db_xref="Pathema:BA_4056"
     CDS             complement(3738825..3739187)
                     /gene="ftsL"
                     /locus_tag="BA_4056"
                     /old_locus_tag="BA4056"
                     /note="identified by match to protein family HMM PF04977;
                     match to protein family HMM TIGR02209"
                     /codon_start=1
                     /transl_table=11
                     /product="cell division protein FtsL"
                     /protein_id="AAP27782.1"
                     /db_xref="Pathema:BA_4056"
                     /translation="MSNLAVKYKQQAQEEVQIQTPPQQMVQPKAKAKITRIEKLLYVA
                     FIGFLLYACVAFIGNKAGLYQVNVEAATIEQKIVQQQKENQELQAEVEKLSRYERIAE
                     VAKKHGLEINANNVKGLK"
     gene            complement(3739203..3740135)
                     /gene="mraW"
                     /locus_tag="BA_4057"
                     /old_locus_tag="BA4057"
                     /db_xref="Pathema:BA_4057"
     CDS             complement(3739203..3740135)
                     /gene="mraW"
                     /locus_tag="BA_4057"
                     /old_locus_tag="BA4057"
                     /EC_number="2.1.1.-"
                     /note="identified by similarity to SP:O07104; match to
                     protein family HMM PF01795; match to protein family HMM
                     TIGR00006"
                     /codon_start=1
                     /transl_table=11
                     /product="S-adenosyl-methyltransferase MraW"
                     /protein_id="AAP27783.1"
                     /db_xref="Pathema:BA_4057"
                     /translation="MFNHVTVLLKETVDGLDIKPDGTYVDCTLGGGGHSSYLLSQLTE
                     GGRLIAFDQDEIAIQNAKEKFSSYGEQFITVKSNFRYLSEKLQELGITEVDGILFDLG
                     VSSPQLDTPERGFSYHHDAPLDMRMDQDAPLTAYDVVNSWSYEQLVRIFFQYGEEKFS
                     KQIARKIEAYRENKAIETTGELVELIKEGIPAPARRTGGHPAKRVFQAIRIAVNDELK
                     VFEEALESAIEMVKPGGRVSVITFHSLEDRICKTTFKRNSTTPQLPPGLPIIPDEFKP
                     KLKLITRKPILPSDIELEENNRARSAKLRIAEKR"
     gene            complement(3740506..3742122)
                     /locus_tag="BA_4058"
                     /old_locus_tag="BA4058"
                     /db_xref="Pathema:BA_4058"
     CDS             complement(3740506..3742122)
                     /locus_tag="BA_4058"
                     /old_locus_tag="BA4058"
                     /note="identified by similarity to EGAD:37696"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27784.1"
                     /db_xref="Pathema:BA_4058"
                     /translation="MEIKEISVPQQGVVADYMNGKKEIQSCFDYMLTEDAFKQRVQDL
                     REREFFRQDLVTHLLEYNTKLQAGEATIQNVKALGDENTYVVIAGQQAGLLTGPLYTI
                     HKIISVLQLAKEKEESLGVKVVPVFWIAGEDHDMDEINHTFVTKNKKIKKTIFHDRNP
                     KKASASESELSLEDCRKWIEEIFKTYPETNFTKDVLQFIDDSLRKSNTYVDFFGHLIM
                     KMFVNSGLILVDSHHPELRKLEVPFFKQIVSKYKEVQEGLHNQQRVIKELGYKPIIET
                     KSNAVHIFMEIDNERVLLEDNQGKFVGKDGTYSFSYKELIEEMERSPERFSNNVVTRP
                     LMQEYVFPTLAFIGGPGELAYWSELQQVFHTIGFRMPPVVPRITITYIERDIATDLHD
                     LQLQESDPFFNNVDKLRENWLSNQIEEPIDERFVEAKKEIIDIHKSLQQFVKKIDPGL
                     SAFAGKNEFKINEQIELLERMLKRNVEKKHEVELNKFRRIQFALRPLGAPQERVWNVC
                     YYLNQFGLDFVDRVMEKPFSWNGKHHVIKL"
     gene            complement(3742202..3743086)
                     /gene="panE2"
                     /locus_tag="BA_4059"
                     /old_locus_tag="BA4059"
                     /db_xref="Pathema:BA_4059"
     CDS             complement(3742202..3743086)
                     /gene="panE2"
                     /locus_tag="BA_4059"
                     /old_locus_tag="BA4059"
                     /EC_number="1.1.1.169"
                     /note="identified by match to protein family HMM PF02558;
                     match to protein family HMM PF08546; match to protein
                     family HMM TIGR00745"
                     /codon_start=1
                     /transl_table=11
                     /product="2-dehydropantoate 2-reductase"
                     /protein_id="AAP27785.1"
                     /db_xref="Pathema:BA_4059"
                     /translation="MKIGVVGPGAIGLLYTFYLQKSNQDVTLFTRTAKQADELNITGV
                     TCIREGKRETVFPQVFPIESMPDQQLDYIFIAVKQYHIVDILPFVRGKSSLIFLQNGM
                     SHLHTMQKIENENVAVGIVEHGAKKEERHTVYHTGIGVTKFGIVHGRSIHFEKILNCF
                     PFPHFPIRIEDNWKDVMHKKLVVNVCINPLTALLQVKNGDLITNPFFYQMMEQVFHEV
                     VFLVKEEKEMVWEMVRHVCERTSHNTSSMLADVRANRQTEIGAIVGYVLEEAKKQQRS
                     VPTLQFLFDAIKGLEVKV"
     gene            3743663..3744136
                     /locus_tag="BA_4060"
                     /old_locus_tag="BA4060"
                     /db_xref="Pathema:BA_4060"
     CDS             3743663..3744136
                     /locus_tag="BA_4060"
                     /old_locus_tag="BA4060"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP27786.1"
                     /db_xref="Pathema:BA_4060"
                     /translation="MGFPKVERLLINYKTLDEFKKFKGCGAQELSMLEELQANIIEND
                     SESPFYGIYYGGSLIARMSLYMKRNGGEPFEITGTYLELYKLEVLPNFQKQGFGEMLV
                     NYAKGLQFPIKTIARIHSAGFWDKLNFQPVSVPDGDFYVWHPETNLNAVTNEESA"
     gene            complement(3744171..3744677)
                     /locus_tag="BA_4061"
                     /old_locus_tag="BA4061"
                     /db_xref="Pathema:BA_4061"
     CDS             complement(3744171..3744677)
                     /locus_tag="BA_4061"
                     /old_locus_tag="BA4061"
                     /note="identified by similarity to SP:O34549; match to
                     protein family HMM PF00249; match to protein family HMM
                     TIGR02894"
                     /codon_start=1
                     /transl_table=11
                     /product="putative DNA-binding protein"
                     /protein_id="AAP27787.1"
                     /db_xref="Pathema:BA_4061"
                     /translation="MATTRQDAWTDDEDLLLAEVVLRHIREGGTQLSAFKEVGRHLSR
                     TPAACGFRWNSYVRKQYKERIEEAKQLRKVEHYEVKETKVLEPKSITLNDVIDFLQNY
                     KDENSLMVLQQQIESLQTEKESLLERLSVYEEEYRTLLDYIDQKRSVMVAERNSARSN
                     GKLEKLKK"
     gene            complement(3744806..3744979)
                     /gene="rpmF"
                     /locus_tag="BA_4062"
                     /old_locus_tag="BA4062"
                     /db_xref="Pathema:BA_4062"
     CDS             complement(3744806..3744979)
                     /gene="rpmF"
                     /locus_tag="BA_4062"
                     /old_locus_tag="BA4062"
                     /note="identified by similarity to SP:O34687; match to
                     protein family HMM PF01783; match to protein family HMM
                     TIGR01031"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L32"
                     /protein_id="AAP27788.1"
                     /db_xref="Pathema:BA_4062"
                     /translation="MAVPFRRTSKTVKRKRRTHFKLSVPGMVECPSCGEAKLAHRVCK
                     ACGTYKGKEVISK"
     gene            complement(3745041..3745541)
                     /locus_tag="BA_4063"
                     /old_locus_tag="BA4063"
                     /db_xref="Pathema:BA_4063"
     CDS             complement(3745041..3745541)
                     /locus_tag="BA_4063"
                     /old_locus_tag="BA4063"
                     /note="identified by similarity to GP:10175205; match to
                     protein family HMM PF02620"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27789.1"
                     /db_xref="Pathema:BA_4063"
                     /translation="MKWSIHQLNKLRNKGLTLDEMVDVSELKEVEKDIREINPVHVTG
                     RVDFGSGKFTFHLHITGSMVLPCSRSLVDVTLPFDIKTTEVFQTSQEEFETEAEIHCL
                     EGEVLDLLPVIKENILLEIPMQIFSDDVSGGAPTQGQDWQVISEEDKEKPVDPRLAGL
                     AKFFDK"
     gene            3745958..3746554
                     /locus_tag="BA_4065"
                     /old_locus_tag="BA4065"
                     /db_xref="Pathema:BA_4065"
     CDS             3745958..3746554
                     /locus_tag="BA_4065"
                     /old_locus_tag="BA4065"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa02, lipoprotein"
                     /protein_id="AAP27790.1"
                     /db_xref="Pathema:BA_4065"
                     /translation="MFKKILILIFTALCTLTLSACSSDSSSASKNTTKNEAKEIPTEV
                     RSFVTNFNGILDENGSSTNTEKLSKDLKVVKEKGYQDKTLHVVSLIENQNIKDDGTVE
                     LGNMKNFRVILDDKQKVIQKITYVGDDPNVFLFSLESLKIDATKEVKDMLEDIRIKIN
                     RKDPKVESVAYTSSYKISFTYDPNSPTALLNFSFEKNN"
     gene            complement(3746587..3747186)
                     /locus_tag="BA_4066"
                     /old_locus_tag="BA4066"
                     /db_xref="Pathema:BA_4066"
     CDS             complement(3746587..3747186)
                     /locus_tag="BA_4066"
                     /old_locus_tag="BA4066"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27791.2"
                     /db_xref="Pathema:BA_4066"
                     /translation="MNRQMMILTSIRKLKFATRRHLMAIHDLGGIRNANRILKDLSTF
                     VNSTVYKKEYVYYLNKKGRALFDDTEKIVPTIRLAHSLMRNEAWLYLFCPDDWQIETP
                     IRYKIDDKKKTIIPDVKFRDEEGILNAVEIDRTQMMNINSEKMKRYGEFTTYYKNKYN
                     GKVPIIHFFTVTEHRQKTLEKFAMNHDVFIKVYVVPEFQ"
     gene            complement(3747152..3748333)
                     /locus_tag="BA_4067"
                     /old_locus_tag="BA4067"
                     /db_xref="Pathema:BA_4067"
     CDS             complement(3747152..3748333)
                     /locus_tag="BA_4067"
                     /old_locus_tag="BA4067"
                     /note="identified by match to protein family HMM PF01580"
                     /codon_start=1
                     /transl_table=11
                     /product="prophage LambdaBa02, FtsK/SpoIIIE family
                     protein"
                     /protein_id="AAP27792.1"
                     /db_xref="Pathema:BA_4067"
                     /translation="MLELLIVPTAALTYALVSDKFKRKDDDKKKIQVFFEVSGIAIKR
                     EDKLHYPKFQNQVDDDRSTTYVYTLPVGMPSKIIQKVEDVVSEGLNKPVRIHYDNYKL
                     SIRVFHKDIPNKWGWSKTLVEQGKWLVPIGKSLEETIYHNFDKTPHMTLGGLTRMGKT
                     VFLKNVMTSLITAQPDHTYLYIVDLKGGLEFGPYQNLKQVESIAEKPIQAFQVLNTIL
                     EKMEEKMFYMKERHYTNVVETNIKERHFIIVDEGAELCPDKSMGKEQQKLLVACQRML
                     SYIARIGGALGFRLIFCTQYPTGDTLPRQVKQNSDAKLGFRLPTQTASQVVIDECGLE
                     SIKSIPGRALFKTDRLTEIQVPFISNETMWNVLKQYEVEKHEHTNTHQIESSDDDSDL
                     D"
     gene            complement(3748449..3748631)
                     /locus_tag="BA_4068"
                     /old_locus_tag="BA4068"
                     /db_xref="Pathema:BA_4068"
     CDS             complement(3748449..3748631)
                     /locus_tag="BA_4068"
                     /old_locus_tag="BA4068"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27793.1"
                     /db_xref="Pathema:BA_4068"
                     /translation="MTLAGEAVIIWTATGLSVIAMKAAEKMGRSVPYWLPRVTLYTTI
                     TGSFLYLLRYVLVAFL"
     gene            complement(3748634..3748936)
                     /locus_tag="BA_4069"
                     /old_locus_tag="BA4069"
                     /db_xref="Pathema:BA_4069"
     CDS             complement(3748634..3748936)
                     /locus_tag="BA_4069"
                     /old_locus_tag="BA4069"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27794.1"
                     /db_xref="Pathema:BA_4069"
                     /translation="MRWQYNHLNTTSYLHPSKELRSMYNESRSRAETESILNHMKNHE
                     VYDRKEYKGYFSLSQVLEEDLYGEEEDVLNWEILMDCYDVVLTRKGIAFREKEEEE"
     gene            3749120..3749326
                     /locus_tag="BA_4070"
                     /old_locus_tag="BA4070"
                     /db_xref="Pathema:BA_4070"
     CDS             3749120..3749326
                     /locus_tag="BA_4070"
                     /old_locus_tag="BA4070"
                     /note="identified by similarity to OMNI:SP2119; match to
                     protein family HMM PF01381"
                     /codon_start=1
                     /transl_table=11
                     /product="prophage LambdaBa02, repressor protein"
                     /protein_id="AAP27795.1"
                     /db_xref="Pathema:BA_4070"
                     /translation="MEFKCRLRIIFAEKEIRQKDFSKTTGISQSTLSALVNNTKLPTF
                     PTAYKIAKALNMYMEEIWIKEEVE"
     gene            3749330..3749512
                     /locus_tag="BA_4071"
                     /old_locus_tag="BA4071"
                     /db_xref="Pathema:BA_4071"
     CDS             3749330..3749512
                     /locus_tag="BA_4071"
                     /old_locus_tag="BA4071"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27796.1"
                     /db_xref="Pathema:BA_4071"
                     /translation="MSKRKKTNLRIVKEIYGDRKIEEVFEELYEKIYGLKVKVRRKTS
                     VELVAEKQQEKKYTQE"
     gene            3749518..3750099
                     /locus_tag="BA_4072"
                     /old_locus_tag="BA4072"
                     /db_xref="Pathema:BA_4072"
     CDS             3749518..3750099
                     /locus_tag="BA_4072"
                     /old_locus_tag="BA4072"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27797.1"
                     /db_xref="Pathema:BA_4072"
                     /translation="MSKQPPFKTLNRIIENYYDPKNGLIEVEQFIIGCEEESLFVLDY
                     KGIMYQKTSAQKYDQGYEILLLPYTELHSNSKQDLLQLLKRKIIVYFTYTENDQQQED
                     FVPDMGKQIFSFMSHMLKGAQQNKRAIPVRFILMDIEAVGFIPKLPKFMSGCRGFNVG
                     TCLFVDDKLTLTYGYNKEQVDKMYNNSVIVSIP"
     gene            complement(3750163..3750867)
                     /locus_tag="BA_4073"
                     /old_locus_tag="BA4073"
                     /db_xref="Pathema:BA_4073"
     CDS             complement(3750163..3750867)
                     /locus_tag="BA_4073"
                     /old_locus_tag="BA4073"
                     /EC_number="3.5.1.28"
                     /note="identified by match to protein family HMM PF01510"
                     /codon_start=1
                     /transl_table=11
                     /product="prophage LambdaBa02, N-acetylmuramoyl-L-alanine
                     amidase PlyL"
                     /protein_id="AAP27798.1"
                     /db_xref="Pathema:BA_4073"
                     /translation="MEIRKKLVVPSKYGTKCPYTMKPKYITVHNTYNDAPAENEVNYM
                     ITNNNEVSFHVAVDDKQAIQGIPWERNAWACGDGNGPGNRESISVEICYSKSGGDRYY
                     KAENNAVDVVRQLMSMYNIPIENVRTHQSWSGKYCPHRMLAEGRWGAFIQKVKSGNVA
                     SATVTPKQNIIQTGAFSPYELPDAVGALKSLNMTGKAIINPEGLTYIVTDPTSDVQLQ
                     AFKEYLERKDWWYDDK"
     gene            complement(3750867..3751292)
                     /locus_tag="BA_4074"
                     /old_locus_tag="BA4074"
                     /db_xref="Pathema:BA_4074"
     CDS             complement(3750867..3751292)
                     /locus_tag="BA_4074"
                     /old_locus_tag="BA4074"
                     /note="identified by similarity to GP:16409487; match to
                     protein family HMM PF05105; match to protein family HMM
                     TIGR01593"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa02, holin"
                     /protein_id="AAP27799.1"
                     /db_xref="Pathema:BA_4074"
                     /translation="MDRIDVLLKAFIATFGGFCGYFLGGWDATLKILVTMAVIDYLTG
                     MIAAGYNGELKSKVGFKGIAKKVVLFLLVGAAAQLDSALGSNSAIREATIFFFMGNEL
                     LSLLENAGRMGIPLPQALTNAVEILGGKQKQEEKKGDVE"
     gene            complement(3751297..3752274)
                     /locus_tag="BA_4075"
                     /old_locus_tag="BA4075"
                     /db_xref="Pathema:BA_4075"
     CDS             complement(3751297..3752274)
                     /locus_tag="BA_4075"
                     /old_locus_tag="BA4075"
                     /note="identified by match to protein family HMM PF00589"
                     /codon_start=1
                     /transl_table=11
                     /product="prophage LambdaBa02, site-specific recombinase,
                     phage integrase family"
                     /protein_id="AAP27800.1"
                     /db_xref="Pathema:BA_4075"
                     /translation="MISVKRIVDQAIYEKYVSQENKSLVKDFLIEKKAQGKAASTLKQ
                     YGWDLRIILFLIHQHFENKSLIELTRKDIRNLSIIFQELGMSNARVNGLMSALRSALE
                     FCADDDDYEYEFNVGSRVRGLPKNPVREITFITEEQIEWLIDELIVQEKYMLATYLAL
                     SYYSAARKNEVYQVQKEELTERYYTNIVRGKRGKKFRLYYNPRVQKCIRLYINQRGKD
                     TIPDLFVRVYKNGGRKLLNKSVFNYWCKIFAKMLYEKEGKEFKINPHCFRHSRLDNLK
                     VQGVPLEKLKSLANHSDISTTQSYLKDRSEEDIADIFGMDPSCFAAKKE"
     gene            complement(3752421..3752696)
                     /locus_tag="BA_4076"
                     /old_locus_tag="BA4076"
                     /db_xref="Pathema:BA_4076"
     CDS             complement(3752421..3752696)
                     /locus_tag="BA_4076"
                     /old_locus_tag="BA4076"
                     /codon_start=1
                     /transl_table=11
                     /product="prophage LambdaBa02, transcriptional regulator,
                     AbrB family"
                     /protein_id="AAP27801.1"
                     /db_xref="Pathema:BA_4076"
                     /translation="MSNFLGVLVVVGEDGTIQVPLDKLQTAGIKPNSKVEIFSDNSNL
                     FIRTAEKFCDICGVNTNTTRIGNQEICKDCLDRIAKASKESQQVPSE"
     gene            complement(3752721..3754835)
                     /locus_tag="BA_4077"
                     /old_locus_tag="BA4077"
                     /db_xref="Pathema:BA_4077"
     CDS             complement(3752721..3754835)
                     /locus_tag="BA_4077"
                     /old_locus_tag="BA4077"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27802.1"
                     /db_xref="Pathema:BA_4077"
                     /translation="MEKMNGEAKVIKMPAGGLPEFENYVEVEITQDNQDTWIYKDFTV
                     VPGDYIISAWIQSTWNSIPAIGVKDNAPGASGDPGVKYFLFDAPQTMLDGKWHYFHGK
                     LKVVDGKVRVYFGMLKTGNVKGAKTRITGVKFANGTVLDNWTIAPEDMTYNTEFTKKT
                     AEIITSVDKVSSTLTETNKQVVAVEKKADIANEQITTTNKKVSDVSQTVDGLKVNISD
                     ISKIQQGHTTELQQHSSKIDANAKAIQTKVDSQFVEEYTGGLGSTQLIRDAEFVDGFK
                     YWYKSNNANFTAEVDTTNLYNGSPSMRLKGINQTANVNTNVTSTTKIPVTPGEKITAS
                     LALFTNKLSEHINPYLTCAVVCWDGNNQQLTAMGWNTKVADNTWTKTSYTVTVPETAV
                     RMELRVYVTRNGELWFSKPMLQRGEVASYFTLHPKDYTDYDKLVDEIARRVLTEDYDK
                     KMTEMNTQFIQTSKALELKAEAKNVYTKNEVDSRDDAVVETMNAQFKVQADEISSKVS
                     KGSVISSINQTAEKIKISADLIDLIGKVEASWLRAGLLMGMTIKTSNTNEHLHMENQV
                     MRFVNQGSDKMVIGFENERKSKTRNPYIILGEGDGSGKNFGSIYKDGNGVYYRYVDLN
                     GAESNIRLTNAGNIGVTAQDGLWINSKRTNFSSVIEVPAIRFNSLGTTPGSQQGNFWI
                     GNGYKGFGVYYYDNYWKFVQGS"
     gene            complement(3754823..3756805)
                     /locus_tag="BA_4078"
                     /old_locus_tag="BA4078"
                     /db_xref="Pathema:BA_4078"
     CDS             complement(3754823..3756805)
                     /locus_tag="BA_4078"
                     /old_locus_tag="BA4078"
                     /note="identified by similarity to OMNI:NTL02SA1962; match
                     to protein family HMM TIGR01665"
                     /codon_start=1
                     /transl_table=11
                     /product="phage minor structural protein"
                     /protein_id="AAP27803.1"
                     /db_xref="Pathema:BA_4078"
                     /translation="MRTPSGILHVVDFKTDQIISVIQPKDYWDDRRQWELKNNVDMLE
                     FKVFDGTPEAITLQQQNLILKEVRDGRIVPYVINNEVERDSNDKSVTVHASGAWVQIA
                     KEGFISPQRIESKTVNEFIDLALVGMKWKRGITEYAGFHTMTIDEFIDPLTFLKNIAA
                     LFKLEIQYRVEVKGSRIIGWYVDMIQKRGRETGKEIELGKDLVGVKRIEHSREICTAL
                     IGFVKGEGDKVITIESINKGLPYIVDADAFQRWNQHGQHKFGFYTPETDQEDMTPQRL
                     MTLMKLELAKRVNTFVSYEVEAQSLGRVFGLAHELIDEGDIIRIKDTGFTPKLYLEAR
                     VIAGDESFTDPTQDKYMFGDYREIIDPSEELRKLYNKILGSLGSKASKETLEQLEKLA
                     KEAKETANNSKQTADDASAAAQIAKDIADAVLIKQKDFQTKIIKSATPPSNPTKDLTL
                     WLDISNPEKPILYLWNGTKWDRLTPDTSIIDADIKGIEDEVEKLQTEVGSKVNQQWVK
                     DQIQTDIQNKADIKDVYKKTEIDKALEGHVKVQSYEIDKKALQEGIANNANIINTNDK
                     NYIKRFTENESKITQTEKDIKTQIEELSVTNKKVDSQGNTIDEVQKKTNEIVQDANGT
                     KQTITSIQTELKNQLSTARNIITNSNFNDNLNTWKK"
     gene            complement(3756802..3758283)
                     /locus_tag="BA_4079"
                     /old_locus_tag="BA4079"
                     /db_xref="Pathema:BA_4079"
     CDS             complement(3756802..3758283)
                     /locus_tag="BA_4079"
                     /old_locus_tag="BA4079"
                     /note="identified by similarity to OMNI:NTL01BH0963; match
                     to protein family HMM TIGR01633"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27804.1"
                     /db_xref="Pathema:BA_4079"
                     /translation="MSSFSFNGERKSYIHIERGWKRPIWAPLRRNFLSVPSYPGARLL
                     NTQTEMRVFSVPVGIIAPSGVDMKILSEDIASWLITDQPKELIFDTEPDRTYLAVVDE
                     EFDADEFVEIGQGNLKFICPMPYKLGKINTHKFTQEWSTETTSFFTNKGSVEAPALIE
                     MTVKKPSTFLDVWFGEYPHNRDYFRIGYPLTVEETTVQERERVMWDEMATPIGWTPVT
                     GQFDDMKGTGSFKSRGGYALYCEDYGKEVGFYGAIAKKNIPGGPLQDFEMEAWMTLKS
                     KNIGEMGRVEVLLLDEASNVVARINMNDLYATAEITRAHMKIGNSGTPNSFRKLVDTS
                     GYYSTTFNQFRGRLRIARRGKVWSVYVAKFIDGTEKDGASLVERWIDETGNPMTERKI
                     AQVMIAICKWDNHEPVNEIQIDDLKFWKVNKVPSNAQPYIFDTGDKIVIDTEKSLVTI
                     NGKNAINIKEIFSNFPIVIRGENRIDIMPPDVNATISYRERYR"
     gene            complement(3758320..3758931)
                     /locus_tag="BA_4080"
                     /old_locus_tag="BA4080"
                     /db_xref="Pathema:BA_4080"
     CDS             complement(3758320..3758931)
                     /locus_tag="BA_4080"
                     /old_locus_tag="BA4080"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27805.1"
                     /db_xref="Pathema:BA_4080"
                     /translation="MAERESRTLGSKANKALINELALGSTSNKMQFTGVQMANGIAEG
                     IKTQYSVVRDALQETVSGAVNSIRSLKPDEIFSFQGDDPLTKYFNAIFVDGDWQNDWI
                     THLPESMRDMVREIGRQMERFEGLSVYDVGNLSRWREVLSDNPNVVQYRPDNDNPDKQ
                     PYTKPKPVYIEIPVILEGREIARVSHQYITEYQNRAQARNSVF"
     gene            complement(3758997..3760385)
                     /locus_tag="BA_4081"
                     /old_locus_tag="BA4081"
                     /db_xref="Pathema:BA_4081"
     CDS             complement(3758997..3760385)
                     /locus_tag="BA_4081"
                     /old_locus_tag="BA4081"
                     /note="identified by similarity to GP:4126623"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27806.1"
                     /db_xref="Pathema:BA_4081"
                     /translation="MQYGKSKIESIGMYLSELQKGTESSRLLAESMAKEIDGKMKIDL
                     GPAGQFTIDTFLQKLQKGELDSSAVATANANKLKEVYKVDLSQSGIESMQKWIDGIKT
                     KDTGEVREFLSKNMQGNTTIDLGIYGKMTMDSWITGLQTGTLSFDTVFQFFQQQVKNG
                     VKVDATQEGQNNIQTLINGMQIGALSLPQVAQTMGLDIKSNVQVDLGEAGQFNVQTLV
                     QGMQNGSINAELAAKAIALLVENGAKLDLTQVGFDISQTQANGISGNMAPENAATGKK
                     QAVEGIMGSTTDGGGGSKSGSELGQGIISQDGYIKGSALQVVGSAHNAFSTINGSPAG
                     NQGGQGFGSGIVNQKGYIRGSALEAVTPAHTGFNTINGTPQGQKGGSQFAQGMENTKG
                     QARSSGSNVAESGNSGLKSVSSISPGEAFSSGFARGISNGDWNVRNVAASLARGAFEA
                     LKATLNVNSPQS"
     gene            complement(3760454..3763333)
                     /locus_tag="BA_4082"
                     /old_locus_tag="BA4082"
                     /db_xref="Pathema:BA_4082"
     CDS             complement(3760454..3763333)
                     /locus_tag="BA_4082"
                     /old_locus_tag="BA4082"
                     /note="identified by match to protein family HMM
                     TIGR01760"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa02, tape measure
                     protein"
                     /protein_id="AAP27807.1"
                     /db_xref="Pathema:BA_4082"
                     /translation="MAGDMEIGARVTLDTQRFENGVAGINRGLRLLDSEFNLTSERAR
                     LLGNSVEQLQNKLAHLNEKFTLQGQKVEHYRQKIEQARQKQEQLQASNLTLAASMERL
                     ETQYNQAVQNFGRNSQEAKQLKQELKQLQAEYTANGQALQRLNTQIDNNTIAMNRAET
                     AQARIQNEIRETNRELAEQQNRLHRTGERMRDTGNKMQDVGGQVGTTFAAMTGVIGAG
                     LAMAVKESMNFEQKMADIQAVSGATGEEMKQIGDLAVTMGEKTKYSSVEAGQGIEELI
                     KAGVSLTEIINGGLEGALNLATAGELELGEAAEIASTALNAFKADHLSVADAANILSG
                     AANASATDVRELKYGLSASSAVAAGAGMTFKDTATALAVFAQNGLKGSDAGTSLKTML
                     MRLNPSTKEAYNKMRDLGLITYNAQAGFDFLVKNGIQPASRNVGDIEVALEKYVMKTE
                     GVTKWNDKCDATFRELATSSAFLSSKFYDQQGHIQGLDKISGLLNESMKDLTDQQRSM
                     ALETLFGSDAVRGATILYKEGADGVNKMYGEMSKVTALEVAETKMNTTKGKIEQLSGA
                     VDTLKKSFGDALLPILVDVVEGVQGVVDWFNNLDASTQQMIAKSSLLAFGIAGVTTAV
                     GFLAMGIGALLANPVALAITGAVLAVGALGIAIVDLNEKSKQAQNDMDKFGQRVSEAT
                     SKAAGAYMDLKDKAINNMMDLKLKTGEEANKAADETIKAFQRMTNEVIKELEGKKSEF
                     NKMFSQLMGAVPESAKQTLEQVKNNVIESINKEIEVATQAEKILEEGIKRYQGDTLKM
                     PKDFAQKFEQALQVADKNVQQFYTKAKEITSISKEIEAGGMLSLDAGKKRFESIIKVY
                     EDGVKSLDKQTKGWRENVEKAFKLGEIKPEERKATLDAIALYESKHVNDLQSIRNDGF
                     KVLQQHMKEEDAEVLASQAKRIEAEDKGWGHALKPHMDFEKNQLI"
     gene            complement(3763349..3763489)
                     /locus_tag="BA_4083"
                     /old_locus_tag="BA4083"
                     /db_xref="Pathema:BA_4083"
     CDS             complement(3763349..3763489)
                     /locus_tag="BA_4083"
                     /old_locus_tag="BA4083"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27808.1"
                     /db_xref="Pathema:BA_4083"
                     /translation="MLQDSGMSQTDINQMDLVLFFKTLAYKKKQEDKNVVRTANQAPD
                     WL"
     gene            complement(3763491..3763901)
                     /locus_tag="BA_4084"
                     /old_locus_tag="BA4084"
                     /db_xref="Pathema:BA_4084"
     CDS             complement(3763491..3763901)
                     /locus_tag="BA_4084"
                     /old_locus_tag="BA4084"
                     /note="identified by similarity to GP:4126621"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27809.1"
                     /db_xref="Pathema:BA_4084"
                     /translation="MQENQKAESFKLVLNLSSGKKIFFLPHFIPATDAFIASEWTEKL
                     SADRVHFDLLKEATQFVVKVFGNRFTVEEFLEGVHAWFLTSTIYSICLAIVGSIAEAV
                     AIINAIDSKANSAKKRDRETERTVQSNRNDVRDI"
     gene            complement(3763961..3764545)
                     /locus_tag="BA_4085"
                     /old_locus_tag="BA4085"
                     /db_xref="Pathema:BA_4085"
     CDS             complement(3763961..3764545)
                     /locus_tag="BA_4085"
                     /old_locus_tag="BA4085"
                     /note="identified by similarity to GP:4126620; match to
                     protein family HMM TIGR01603"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa02, major tail
                     protein"
                     /protein_id="AAP27810.1"
                     /db_xref="Pathema:BA_4085"
                     /translation="MAIAVDFRDLHYAILTETPDGKFTYAAPKKIGDAVSGKASPKNE
                     SVTFYAEGGPLATASAFGGVEIELETADISLSTYAELLGKKLIKCQVIDNVNDVAPYV
                     ALLYRLPKDNGKNRFYCYYKTKFEIPEDEHKTAEDKPTFQSAKIKCKAIQRSDGNWRH
                     RLDEEETGYDATVAANWFKTVPAPPTETAPSLSK"
     gene            complement(3764559..3764918)
                     /locus_tag="BA_4086"
                     /old_locus_tag="BA4086"
                     /db_xref="Pathema:BA_4086"
     CDS             complement(3764559..3764918)
                     /locus_tag="BA_4086"
                     /old_locus_tag="BA4086"
                     /note="identified by similarity to GP:15024867"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27811.1"
                     /db_xref="Pathema:BA_4086"
                     /translation="MRFLEKDVLRALTNPFIVEKIGGEYIYNMVRGDDNGKTWITYSE
                     LDNGAGRYAEGVESTSIILFQVDIWSFSPVKGDLKEAVNTCMKNIGFQRITTANLYEP
                     DTKIYHYGMRFRTELKI"
     gene            complement(3764915..3765352)
                     /locus_tag="BA_4087"
                     /old_locus_tag="BA4087"
                     /db_xref="Pathema:BA_4087"
     CDS             complement(3764915..3765352)
                     /locus_tag="BA_4087"
                     /old_locus_tag="BA4087"
                     /note="identified by similarity to GP:4126618; match to
                     protein family HMM TIGR01725"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27812.1"
                     /db_xref="Pathema:BA_4087"
                     /translation="MAEVTTFGIQEAIQRFEALGRSVKTIENSALKKGAGVVRDALEA
                     ESPVSAYPKPPSPKESWRTGKHAKDEVLVGKIKTRNGVKSISVGWEKDDNSPHFYMKF
                     QNWGTSKMPHPPHKGFIEKTVTHTEVKAVHEMRNVFAAALHIV"
     gene            complement(3765340..3765696)
                     /locus_tag="BA_4088"
                     /old_locus_tag="BA4088"
                     /db_xref="Pathema:BA_4088"
     CDS             complement(3765340..3765696)
                     /locus_tag="BA_4088"
                     /old_locus_tag="BA4088"
                     /note="identified by similarity to GP:6739660; match to
                     protein family HMM PF06264; match to protein family HMM
                     TIGR01563"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27813.1"
                     /db_xref="Pathema:BA_4088"
                     /translation="MIIMNPSKLNKRITIQQEITNKKDEEGNPIPSEWEDVVTVWARA
                     KTPFGKGFNYEIFAGNTENAVRTVNFFMRFRRGIDSKMRVLYDDRLFEIKAVVDVDEQ
                     HKETCLVCEERSIWQK"
     gene            complement(3765674..3765949)
                     /locus_tag="BA_4089"
                     /old_locus_tag="BA4089"
                     /db_xref="Pathema:BA_4089"
     CDS             complement(3765674..3765949)
                     /locus_tag="BA_4089"
                     /old_locus_tag="BA4089"
                     /note="identified by similarity to OMNI:SA0371"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27814.1"
                     /db_xref="Pathema:BA_4089"
                     /translation="MLELIKGKLKIDGNEEDTVIQLLIDGAKEALLGSGVPESEKALY
                     KIAVITHVLLNYENQDKSLNVPALKQSLEITILQLRDYNNGDNHESK"
     gene            complement(3765958..3766158)
                     /locus_tag="BA_4090"
                     /old_locus_tag="BA4090"
                     /db_xref="Pathema:BA_4090"
     CDS             complement(3765958..3766158)
                     /locus_tag="BA_4090"
                     /old_locus_tag="BA4090"
                     /note="identified by similarity to GP:2429326"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27815.1"
                     /db_xref="Pathema:BA_4090"
                     /translation="MYDGGIREYQILRNGKQVGTSVATTYKDTGLTGDTTYSYQVKAV
                     GNNGLSSILSVELSTKTSASGS"
     gene            complement(3766235..3767422)
                     /locus_tag="BA_4091"
                     /old_locus_tag="BA4091"
                     /db_xref="Pathema:BA_4091"
     CDS             complement(3766235..3767422)
                     /locus_tag="BA_4091"
                     /old_locus_tag="BA4091"
                     /note="identified by similarity to GP:15024871; match to
                     protein family HMM PF05065"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa02, major capsid
                     protein"
                     /protein_id="AAP27816.1"
                     /db_xref="Pathema:BA_4091"
                     /translation="MKMKNKFRLSLGNFQYFSKNTLFELKQNLSTIGQQLQKVENELS
                     QKAIDPSATMESLQTLQQSKKDLQMRFNVIKEQHDTMEAEQKAQFQTQTGLQSIEDPK
                     QKVIAAKAELVRATIRGGTLSQEARAALGDKNSTGGEKILPSTMTNELLHEPFVKNPL
                     REVSTFTSVTNLEIPKVTFTLDDDDFIADTDTAKELKAEGDVVIFGRHKFKVFVPISE
                     TILASTDTNLVQVVDQALESGLAAKEKKVAFTTTPKAGEESMSFYKAGIKSVKGATLY
                     KAIKSAVADLHEDFRANATIEMRYADYLEIIETLANGSATLYNAQPEQVLGKPVKFCD
                     SAVNPIVGDFRYSHFNYDPNMIYDRDKDVKTGIELFVLTAWVDHKIKLKSAFRIAEVQ
                     TTP"
     gene            complement(3767419..3768174)
                     /locus_tag="BA_4092"
                     /old_locus_tag="BA4092"
                     /db_xref="Pathema:BA_4092"
     CDS             complement(3767419..3768174)
                     /locus_tag="BA_4092"
                     /old_locus_tag="BA4092"
                     /note="identified by match to protein family HMM PF00574"
                     /codon_start=1
                     /transl_table=11
                     /product="prophage LambdaBa02, Clp protease family
                     protein"
                     /protein_id="AAP27817.1"
                     /db_xref="Pathema:BA_4092"
                     /translation="MGKNKQNKFFQMKASANGKTADVFIYGEITKYAWEEYGEVSSIT
                     FKNELDELGDDIKTINLYINSPGGSVFETMAIIAMLQRHHAKIISYIDGIGASCASVL
                     PMISDKIIMYANSMMMIHNAWTYASGNADQLRKAADDIERINQSMVQHYLTRAGDKLD
                     EDTLKQLLDAETWLSAEEAMGYGLCDEIIPANNATACLDEKWMKEYKNIPQQLVNAQA
                     NISSNEMLERQKIAEEAKANADYIKTILGRIHS"
     gene            complement(3768152..3769321)
                     /locus_tag="BA_4093"
                     /old_locus_tag="BA4093"
                     /db_xref="Pathema:BA_4093"
     CDS             complement(3768152..3769321)
                     /locus_tag="BA_4093"
                     /old_locus_tag="BA4093"
                     /note="identified by similarity to GP:15024873; match to
                     protein family HMM PF04860; match to protein family HMM
                     TIGR01537"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27818.1"
                     /db_xref="Pathema:BA_4093"
                     /translation="MGWKGAGYNFTSWFGRKFWGIDNAKLATNETIFSVISRLSNTVA
                     SLPLKLYKDYDTVFNQVSDVVMNEPNPNMTGFEWINKIEVSRNETGNGYAAIIRDIRF
                     QVESLIPIESAYVTPFLNTDDNNLWYEVRGIEGTYYIHNMNMFHVKHITGISRWKGIC
                     PIDVLRNTLEYDKAVQEFSLSEMQKKDSFILDYATQVDNDKRQKIIDDFRRFYQENGG
                     ILFREPGVNIEEMERKYFASDTLASERITRSRVANVFNVPVSFLNDTEGQSYSSNEQL
                     MIQFVQMTLTPIARQYEQEMNRKLLNKAERQAGYYFKFNMSGLLRGDTAARTQFYQMM
                     LRSGGLTPDEVRELEDKPPKGGSASQLWISGDLYPIDMDPSQRKGVKSSGKEQTE"
     gene            complement(3769382..3771070)
                     /locus_tag="BA_4094"
                     /old_locus_tag="BA4094"
                     /db_xref="Pathema:BA_4094"
     CDS             complement(3769382..3771070)
                     /locus_tag="BA_4094"
                     /old_locus_tag="BA4094"
                     /note="identified by match to protein family HMM PF03354"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa02, terminase, large
                     subunit"
                     /protein_id="AAP27819.1"
                     /db_xref="Pathema:BA_4094"
                     /translation="MIDPSPELRTTWYAGQVVKGNIIASKKNILSCQRHLNDLKRQGT
                     EEFPWIFDEEKAHRPIRYIEKFCRPSKGDYKRLVLQPWQHFVIGSLYGWIHKDTGYRR
                     FREGLIFIGRKNGKTTMISGLSNYAVAKDNEPGARVYVLANTKQQAGELFDESRAMVQ
                     KSPLLRKHLRENQKGIFHDKTHSKIEPRASDSKKLDGLNTHLGIFDEIHEFKNFKLIN
                     VIKKSRGARKQPMIVYITTAGYQLEGPLVQYYEIATDVLEGVIDQDRKFYFMAEMDSV
                     DEIENPELWIKANPNMGVSLDLPSLIDDWNTDKHTDAEKNDWITKQFNIFVDNDEMSF
                     VGIEILKRNEEVIDIKGLAGKECVAGYDLSATEDFTSACLEFPLDDGNVFVLSHSWVP
                     QAKVDRDNENISFKEFKEKGWLTIIPGEYVKYEYVYDWFVEQSEHYFIKKITYDPANA
                     YRLNEDLKAYGFKTEPVRQGHLTLSPALKDVKELLLDGKIISNKNRLFRWYMNNVKLV
                     EDRNGNFLPSKQSKYRKIDGFAAFLNAHTEVIPMLSQLQGDGNIEFISVNDLFK"
     gene            complement(3771135..3771515)
                     /locus_tag="BA_4095"
                     /old_locus_tag="BA4095"
                     /db_xref="Pathema:BA_4095"
     CDS             complement(3771135..3771515)
                     /locus_tag="BA_4095"
                     /old_locus_tag="BA4095"
                     /note="identified by similarity to GP:3647294; match to
                     protein family HMM PF05119; match to protein family HMM
                     TIGR01558"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27820.1"
                     /db_xref="Pathema:BA_4095"
                     /translation="MDKGLNERKPPTHLKKVGKDTWIRIWSVLEGEGKADINDPIVVE
                     AIAFSYQMFREMAANVKKEGLTMEYTNKAGATNLTKHTLIPEIPKYLQQIRQYLGELG
                     LTGASRKKLQEELTGDSDDDYDNF"
     gene            complement(3771677..3772039)
                     /locus_tag="BA_4096"
                     /old_locus_tag="BA4096"
                     /db_xref="Pathema:BA_4096"
     CDS             complement(3771677..3772039)
                     /locus_tag="BA_4096"
                     /old_locus_tag="BA4096"
                     /note="identified by match to protein family HMM PF01844"
                     /codon_start=1
                     /transl_table=11
                     /product="prophage LambdaBa02, HNH endonuclease family
                     protein"
                     /protein_id="AAP27821.1"
                     /db_xref="Pathema:BA_4096"
                     /translation="MSKYKTKQQRKFYDKYNRDKEAKKFYDSTAWRRCRELALIRDNY
                     RCQECMKHDPLIPVPADMVHHIKERSEYPELALTLDNLISLCNACHNKEHPEKGGGKK
                     KDKRKIQFVKVKANKEFI"
     gene            complement(3772032..3772247)
                     /locus_tag="BA_4097"
                     /old_locus_tag="BA4097"
                     /db_xref="Pathema:BA_4097"
     CDS             complement(3772032..3772247)
                     /locus_tag="BA_4097"
                     /old_locus_tag="BA4097"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27822.1"
                     /db_xref="Pathema:BA_4097"
                     /translation="MTKQNIVSALIDIDTTEAKANIEELTLAINECVSAFEQLEKVMS
                     KYTVGVETVEFYCDGEVIDRNTVKDNE"
     gene            complement(3772635..3773456)
                     /locus_tag="BA_4098"
                     /old_locus_tag="BA4098"
                     /db_xref="Pathema:BA_4098"
     CDS             complement(3772635..3773456)
                     /locus_tag="BA_4098"
                     /old_locus_tag="BA4098"
                     /note="identified by similarity to OMNI:NTL01XF00630"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27823.1"
                     /db_xref="Pathema:BA_4098"
                     /translation="MYYHIRINLTTRVQESKFNITFEELEERYLSRYRKGEDFTLNGR
                     VIKINDIQKMSINVSENENELDILVDRIEYEDQKSSIVRVGGPSRKWRAAGRLKDVSD
                     ELLEGPPGYMLKEAEVAASVEVDNTKVFIVHGHDDNLKQQLEIFLNSIGIKPVVLHRE
                     ANEGLTVLEKFEKHSDVQYAFVLLTPDDIGCSVKERAKSVEEYSFRARQNVIFELGFF
                     IGKLGRAKVCTLYKDGVELPNDISGLVYQKVNDNIEDVGYHIMKELRAAGLKVTY"
     gene            complement(3773730..3774272)
                     /locus_tag="BA_4099"
                     /old_locus_tag="BA4099"
                     /db_xref="Pathema:BA_4099"
     CDS             complement(3773730..3774272)
                     /locus_tag="BA_4099"
                     /old_locus_tag="BA4099"
                     /note="identified by similarity to GP:15024550; match to
                     protein family HMM PF00589"
                     /codon_start=1
                     /transl_table=11
                     /product="prophage LambdaBa02, site-specific recombinase,
                     phage integrase family"
                     /protein_id="AAP27824.2"
                     /db_xref="Pathema:BA_4099"
                     /translation="MNIVQPIRDKEMIKELKEYFKEQNERNYILFLLGINTGLRISDI
                     LRLRVRDVEGWNIFIREKKTNKIKDVKMPSDLKKALRDYTKGKPKNEFLIKSRNGKNK
                     PITRSMAYVILNQAAQEFGLERIGTHSLRKTYGYHHYKQFKDVVALQQMLNHTDQKET
                     LRYIGIQQDTLNDYQRKFKI"
     gene            complement(3774269..3774739)
                     /locus_tag="BA_4100"
                     /old_locus_tag="BA4100"
                     /db_xref="Pathema:BA_4100"
     CDS             complement(3774269..3774739)
                     /locus_tag="BA_4100"
                     /old_locus_tag="BA4100"
                     /note="identified by similarity to OMNI:NTL01BH1294; match
                     to protein family HMM TIGR01637"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27825.1"
                     /db_xref="Pathema:BA_4100"
                     /translation="MNKQLSFKMPVLDEEETKNEVEKVFEEYRMYLSQMPSDILPKVT
                     ASYSIVPPSVTNEFNSSTENIAIERLQYEMARDKFMNWVHRAVNRLPKRERQIIHMYY
                     MEEEKGYDPDIMDAVRLGRTTYYKVKGKALLRLAFSLRKEVYKQKAQTEEVEVV"
     gene            complement(3774760..3774930)
                     /locus_tag="BA_4101"
                     /old_locus_tag="BA4101"
                     /db_xref="Pathema:BA_4101"
     CDS             complement(3774760..3774930)
                     /locus_tag="BA_4101"
                     /old_locus_tag="BA4101"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27826.1"
                     /db_xref="Pathema:BA_4101"
                     /translation="MKVLKDQLREWKKQSKQAKKKNKKKRKEKFSTREIEELMGVRGP
                     RYERRRGAVRQK"
     gene            complement(3775045..3775167)
                     /locus_tag="BA_4102"
                     /old_locus_tag="BA4102"
                     /db_xref="Pathema:BA_4102"
     CDS             complement(3775045..3775167)
                     /locus_tag="BA_4102"
                     /old_locus_tag="BA4102"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27827.1"
                     /db_xref="Pathema:BA_4102"
                     /translation="MTALKKRKIRKAIARRAKDVEKYQVNKAWRNIFVQAGILK"
     gene            complement(3775185..3775514)
                     /locus_tag="BA_4103"
                     /old_locus_tag="BA4103"
                     /db_xref="Pathema:BA_4103"
     CDS             complement(3775185..3775514)
                     /locus_tag="BA_4103"
                     /old_locus_tag="BA4103"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27828.1"
                     /db_xref="Pathema:BA_4103"
                     /translation="MLPNNKIYKHLFSLLIALNVGLAIIAAIQQKWWDVADTLGGATL
                     LIAIVLVIENGQVNKWSAMLFTITAIENGLEVANQFLLQNYLDSLWDIAAIILCVYWM
                     RQYYVEE"
     gene            complement(3775548..3775904)
                     /locus_tag="BA_4104"
                     /old_locus_tag="BA4104"
                     /db_xref="Pathema:BA_4104"
     CDS             complement(3775548..3775904)
                     /locus_tag="BA_4104"
                     /old_locus_tag="BA4104"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27829.1"
                     /db_xref="Pathema:BA_4104"
                     /translation="MKEGIGKLTEISAWMVFLVATMDDQFEVEISVSCGEDIEYYMGL
                     YLKENWKELFEDTRYVCDASFEGIQMVAKDKENKHSCYIETMNTRRRASIGIDRETLN
                     DNHLDKLNRIKEIINS"
     gene            complement(3775922..3776170)
                     /locus_tag="BA_4105"
                     /old_locus_tag="BA4105"
                     /db_xref="Pathema:BA_4105"
     CDS             complement(3775922..3776170)
                     /locus_tag="BA_4105"
                     /old_locus_tag="BA4105"
                     /note="identified by similarity to GP:15025492"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27830.1"
                     /db_xref="Pathema:BA_4105"
                     /translation="MSNFNGEKLTELRHLFGMTQGQAAELLEVDINKLIEIERSRIIP
                     SFNQIQILCKRFHVKPKYFYSESFVTSVVNPSYISFRY"
     gene            complement(3776290..3776568)
                     /locus_tag="BA_4106"
                     /old_locus_tag="BA4106"
                     /db_xref="Pathema:BA_4106"
     CDS             complement(3776290..3776568)
                     /locus_tag="BA_4106"
                     /old_locus_tag="BA4106"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27831.1"
                     /db_xref="Pathema:BA_4106"
                     /translation="MDKQKAIDLLNSLEIYDYDADGEILYYALVKLNEDSKKVIESLL
                     PEGVNFNEGLDDKGELFDITLFCWEYAEWFNGDQFMAEEPKEVYCESN"
     gene            complement(3776605..3776811)
                     /locus_tag="BA_4107"
                     /old_locus_tag="BA4107"
                     /db_xref="Pathema:BA_4107"
     CDS             complement(3776605..3776811)
                     /locus_tag="BA_4107"
                     /old_locus_tag="BA4107"
                     /note="identified by similarity to GP:5524025"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27832.1"
                     /db_xref="Pathema:BA_4107"
                     /translation="MSVITSSKEYVVYKGESLICIGTMMECAQHMGVLPETIYFYTTQ
                     AYQRRLAKRKNPRNCLTVTELDED"
     gene            complement(3777556..3778062)
                     /locus_tag="BA_4108"
                     /old_locus_tag="BA4108"
                     /db_xref="Pathema:BA_4108"
     CDS             complement(3777556..3778062)
                     /locus_tag="BA_4108"
                     /old_locus_tag="BA4108"
                     /note="identified by similarity to GP:21685418"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27833.1"
                     /db_xref="Pathema:BA_4108"
                     /translation="MSNIEKAKEMWKKGAIEINAVDKNEEALKQYDSVIAHDGCEWRI
                     GCITYSVIDENFVAHFEESWISFEDLNEVEKLNDVIAHEVLRWEKVETHWGKDGKAFH
                     DMPIEKFDAINYAAIILDQLHEDGRDVSIKNESGDWQVNIDDNDYIIEEKFGIAVCAA
                     AVNAVRGN"
     gene            3778399..3778818
                     /gene="fosB2"
                     /locus_tag="BA_4109"
                     /old_locus_tag="BA4109"
                     /db_xref="Pathema:BA_4109"
     CDS             3778399..3778818
                     /gene="fosB2"
                     /locus_tag="BA_4109"
                     /old_locus_tag="BA4109"
                     /EC_number="2.5.1.-"
                     /note="identified by similarity to SP:Q03377; match to
                     protein family HMM PF00903"
                     /codon_start=1
                     /transl_table=11
                     /product="metallothiol transferase fosB2"
                     /protein_id="AAP27834.1"
                     /db_xref="Pathema:BA_4109"
                     /translation="MLQGINHICFSVSNLEKSIEFYQKILQAKLLVKGRKLAYFDLNG
                     LWIALNVEEDIPRNEIKQSYTHMAFTVTNEALDHLKEVLIQNDVNILPGRERDERDQR
                     SLYFTDPDGHKFEFHTGTLQNRLEYYKEDKKHMTFYI"
     gene            complement(3778865..3779284)
                     /locus_tag="BA_4110"
                     /old_locus_tag="BA4110"
                     /db_xref="Pathema:BA_4110"
     CDS             complement(3778865..3779284)
                     /locus_tag="BA_4110"
                     /old_locus_tag="BA4110"
                     /note="identified by similarity to GP:16411781"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27835.1"
                     /db_xref="Pathema:BA_4110"
                     /translation="MKDMKWMYNLDSNNEIWTSDKFEMKEEAIQAALKDWTDKMVADR
                     AAVDNEFQIGQFKQYSPWINADVLLDELYERATDECGEVAEYWLSGVPMDEGEKLQEQ
                     INKVVTEWLKGINEHPSFGSIENIETIDASKIEYKEN"
     gene            complement(3779442..3779666)
                     /locus_tag="BA_4111"
                     /old_locus_tag="BA4111"
                     /db_xref="Pathema:BA_4111"
     CDS             complement(3779442..3779666)
                     /locus_tag="BA_4111"
                     /old_locus_tag="BA4111"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa02, membrane protein"
                     /protein_id="AAP27836.1"
                     /db_xref="Pathema:BA_4111"
                     /translation="MIEISWWAIAIGLYLLIGVALLIWIIATDSWGSLFLYPVFAVVI
                     VLGWLPLMIRSIVQEISKAIHKWKRKQKTE"
     gene            complement(3779698..3780144)
                     /gene="dut"
                     /locus_tag="BA_4112"
                     /old_locus_tag="BA4112"
                     /db_xref="Pathema:BA_4112"
     CDS             complement(3779698..3780144)
                     /gene="dut"
                     /locus_tag="BA_4112"
                     /old_locus_tag="BA4112"
                     /EC_number="3.6.1.23"
                     /note="identified by similarity to EGAD:156248; match to
                     protein family HMM PF00692; match to protein family HMM
                     TIGR00576"
                     /codon_start=1
                     /transl_table=11
                     /product="prophage LambdaBa02, deoxyuridine
                     5'-triphosphate nucleotidohydrolase"
                     /protein_id="AAP27837.1"
                     /db_xref="Pathema:BA_4112"
                     /translation="MKLRTKIKRVRDVELPKYAKTGDSGFDLVAAEDTVIWPGETKVV
                     PTGLAFEIPPGYELQVRPRSGMTRNTKLRVVLGTVDSGYRGEVGVLVDNTEIPKATNM
                     QAHVIEKGTRIAQGVIVPVITAHFEEVDELSDSERGSGGFGSTGVK"
     gene            complement(3780211..3780414)
                     /locus_tag="BA_4113"
                     /old_locus_tag="BA4113"
                     /db_xref="Pathema:BA_4113"
     CDS             complement(3780211..3780414)
                     /locus_tag="BA_4113"
                     /old_locus_tag="BA4113"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27838.1"
                     /db_xref="Pathema:BA_4113"
                     /translation="MERVKEAIKGYINHLQQSAAESRKESDKAYDNGDLGLSGYYRGQ
                     WIANEGTAIALTTILSKYKEEEQ"
     gene            complement(3780389..3780532)
                     /locus_tag="BA_4114"
                     /old_locus_tag="BA4114"
                     /db_xref="Pathema:BA_4114"
     CDS             complement(3780389..3780532)
                     /locus_tag="BA_4114"
                     /old_locus_tag="BA4114"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27839.1"
                     /db_xref="Pathema:BA_4114"
                     /translation="MDKQNILINKLIDNRIYKLPDGRDLFEGSIEELKELIKGDGESE
                     GSD"
     gene            complement(3780541..3781440)
                     /locus_tag="BA_4115"
                     /old_locus_tag="BA4115"
                     /db_xref="Pathema:BA_4115"
     CDS             complement(3780541..3781440)
                     /locus_tag="BA_4115"
                     /old_locus_tag="BA4115"
                     /note="identified by similarity to EGAD:14227; match to
                     protein family HMM PF04542; match to protein family HMM
                     TIGR02937"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa02, RNA polymerase
                     sigma-F factor"
                     /protein_id="AAP27840.1"
                     /db_xref="Pathema:BA_4115"
                     /translation="MMTDDDFMKKYSRLVYYYVNKYFSNIAKAIEQETNLNMDDLIQS
                     GMLGLVTARRDFKTELGFKFTTFAVPRILGYIRKAVRDSQKIRITNEVYEIKGKISRM
                     KLHDEEVESIAKLLEVSVRDVKTAKEFNPRTISLQTPLNKEVNKEKVTLENTLIDKKT
                     SMTLDDVIKKMIITAFLSTLCSKEKFVWELHAKNMTQAAIGKRLGVTQTQISRILKGI
                     YKKAEEYGNKHSLRDIGKTRFEKTIENHVRQSSHGNWLDIAESNGVSRGAFWYRLREG
                     WSYEMAATQPLGSQGTRKNKQVI"
     gene            complement(3781524..3781811)
                     /locus_tag="BA_4116"
                     /old_locus_tag="BA4116"
                     /db_xref="Pathema:BA_4116"
     CDS             complement(3781524..3781811)
                     /locus_tag="BA_4116"
                     /old_locus_tag="BA4116"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27841.1"
                     /db_xref="Pathema:BA_4116"
                     /translation="MARVKTAMQLEQYTIKAQQRKYMKKSRRNLYVALEELDLVFDES
                     EVIRFQEMWEEGKTFIDIAKELGRHQLEIAALIMDQADKNKIKSRPMGLGA"
     gene            complement(3781824..3782078)
                     /locus_tag="BA_4117"
                     /old_locus_tag="BA4117"
                     /db_xref="Pathema:BA_4117"
     CDS             complement(3781824..3782078)
                     /locus_tag="BA_4117"
                     /old_locus_tag="BA4117"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27842.1"
                     /db_xref="Pathema:BA_4117"
                     /translation="MKQLTIDDVMGSFNYDAISTSEKFLNPSYEVHFYDKEERQKMDC
                     FDAKTETDAWNATIEEHGKGIQKIRITHSKRTRAEFLALD"
     gene            complement(3782093..3782266)
                     /locus_tag="BA_4118"
                     /old_locus_tag="BA4118"
                     /db_xref="Pathema:BA_4118"
     CDS             complement(3782093..3782266)
                     /locus_tag="BA_4118"
                     /old_locus_tag="BA4118"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27843.1"
                     /db_xref="Pathema:BA_4118"
                     /translation="MKPTKIEIDVTDNKIYVVKNGEVTPLNPPVTGFGEQVITWQGGK
                     VDRVSTTITEKIK"
     gene            complement(3782292..3782486)
                     /locus_tag="BA_4119"
                     /old_locus_tag="BA4119"
                     /db_xref="Pathema:BA_4119"
     CDS             complement(3782292..3782486)
                     /locus_tag="BA_4119"
                     /old_locus_tag="BA4119"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27844.1"
                     /db_xref="Pathema:BA_4119"
                     /translation="MCALCHDTGIIRKETYPGVIETNGCNCEVAIQQQVENDKRWQVW
                     LIKFESMKQDLQRNHQQKIS"
     gene            complement(3782502..3783305)
                     /locus_tag="BA_4120"
                     /old_locus_tag="BA4120"
                     /db_xref="Pathema:BA_4120"
     CDS             complement(3782502..3783305)
                     /locus_tag="BA_4120"
                     /old_locus_tag="BA4120"
                     /note="identified by similarity to EGAD:7684; match to
                     protein family HMM PF01695"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa02, DNA replication
                     protein DnaC"
                     /protein_id="AAP27845.1"
                     /db_xref="Pathema:BA_4120"
                     /translation="MTRIVNTSACSEETEGYTCEHCNKYIAAITVEVPQLRIKNKILP
                     TCECVVEREEAKIREAQNFAKKREIEKLFSISNLGERFSKSTFESFLDRNGSETAYKV
                     AVKYVKTFKEWNGESLMLWGEPGNGKTHLAAAIVNELSKKGYIVVFQSVPELLQRIRS
                     TFNSENKENETQIMRALLECDLLILDDIGAEKTTEWVEEKLFNIIDGRYRKELPTLYT
                     SNLEPKELKNQVGKRSYDRMVETSLTVKNEAASYRREIAKQRLQRFIEV"
     gene            complement(3783274..3783990)
                     /locus_tag="BA_4121"
                     /old_locus_tag="BA4121"
                     /db_xref="Pathema:BA_4121"
     CDS             complement(3783274..3783990)
                     /locus_tag="BA_4121"
                     /old_locus_tag="BA4121"
                     /note="identified by similarity to GP:12829835; match to
                     protein family HMM PF04271; match to protein family HMM
                     TIGR01446"
                     /codon_start=1
                     /transl_table=11
                     /product="prophage LambdaBa02, DNA replication protein"
                     /protein_id="AAP27846.1"
                     /db_xref="Pathema:BA_4121"
                     /translation="MATFRVNKDKNYTTINNTGLKDKRLSWKAKGILAYILTLPDDWF
                     FYREELSRHAKDGLDSLRAGMKELKEYGYLKRFPVRDDNNKIIKWETIIYEVPQNDPV
                     AEKPPVEKPPVENPELLSTKELNTKELSTDIQSSSSIFSFYENNFGILNSFIAENISQ
                     WVNDTSEELVQAAMERALKQQKKWNYAEGILKQWVNNNVKTLKDVDALETEYQRNKGV
                     KKRVGINRKSDDSDSEYIGL"
     gene            complement(3783995..3784171)
                     /locus_tag="BA_4122"
                     /old_locus_tag="BA4122"
                     /db_xref="Pathema:BA_4122"
     CDS             complement(3783995..3784171)
                     /locus_tag="BA_4122"
                     /old_locus_tag="BA4122"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27847.1"
                     /db_xref="Pathema:BA_4122"
                     /translation="MDLIEYQVLLPNKFWGLAKNKDELKQMIEQYFNVGYPHYEIQRI
                     LKSGNAYVAVCTRR"
     gene            complement(3784201..3784365)
                     /locus_tag="BA_4123"
                     /old_locus_tag="BA4123"
                     /db_xref="Pathema:BA_4123"
     CDS             complement(3784201..3784365)
                     /locus_tag="BA_4123"
                     /old_locus_tag="BA4123"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27848.1"
                     /db_xref="Pathema:BA_4123"
                     /translation="MEDTTSLVAFAMFIAFSVLLLYITYEPIKRWAWSDVKQNKKTHG
                     NGSFRKNKLL"
     gene            complement(3784422..3784622)
                     /locus_tag="BA_4124"
                     /old_locus_tag="BA4124"
                     /db_xref="Pathema:BA_4124"
     CDS             complement(3784422..3784622)
                     /locus_tag="BA_4124"
                     /old_locus_tag="BA4124"
                     /note="identified by similarity to EGAD:137311"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa02, DNA-binding
                     protein"
                     /protein_id="AAP27849.1"
                     /db_xref="Pathema:BA_4124"
                     /translation="MYQIKQLPFSLKAEDVQEFLNISRSAAYALMKRKDFPTIVIGKS
                     KRVKAEDFLKWVEAQKVGANAS"
     gene            complement(3784674..3784901)
                     /locus_tag="BA_4125"
                     /old_locus_tag="BA4125"
                     /db_xref="Pathema:BA_4125"
     CDS             complement(3784674..3784901)
                     /locus_tag="BA_4125"
                     /old_locus_tag="BA4125"
                     /note="identified by match to protein family HMM PF01381"
                     /codon_start=1
                     /transl_table=11
                     /product="prophage LambdaBa02, DNA-binding protein"
                     /protein_id="AAP27850.1"
                     /db_xref="Pathema:BA_4125"
                     /translation="MGKKRHNLIKARKRKNFTQEQLGALINKQKTVISNWETGYATPT
                     LDDAMQIAQILEEDIYNLFLGVEVQENQTLF"
     gene            3785121..3785489
                     /locus_tag="BA_4126"
                     /old_locus_tag="BA4126"
                     /db_xref="Pathema:BA_4126"
     CDS             3785121..3785489
                     /locus_tag="BA_4126"
                     /old_locus_tag="BA4126"
                     /note="identified by match to protein family HMM PF01381"
                     /codon_start=1
                     /transl_table=11
                     /product="prophage LambdaBa02, repressor protein"
                     /protein_id="AAP27851.1"
                     /db_xref="Pathema:BA_4126"
                     /translation="MTILGQRIKLSRKKRGLTQDALALKIKEKMDTETKVTKTTISNY
                     ETGYSSPSNETLVIISDVLNVSVDYLLGRSDDPELNAVQFTELRKEFNELIDMLEKMP
                     KEKQDMLLDMMKAAVGHNKK"
     gene            complement(3785533..3785646)
                     /locus_tag="BA_4127"
                     /old_locus_tag="BA4127"
                     /db_xref="Pathema:BA_4127"
     CDS             complement(3785533..3785646)
                     /locus_tag="BA_4127"
                     /old_locus_tag="BA4127"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27852.1"
                     /db_xref="Pathema:BA_4127"
                     /translation="MGEPTMENVLESTLWEMLKLGVLTTDENEKSGREYKK"
     gene            complement(3785751..3785900)
                     /locus_tag="BA_4128"
                     /old_locus_tag="BA4128"
                     /db_xref="Pathema:BA_4128"
     CDS             complement(3785751..3785900)
                     /locus_tag="BA_4128"
                     /old_locus_tag="BA4128"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27853.1"
                     /db_xref="Pathema:BA_4128"
                     /translation="MKKIIASVVIICALALSVLSISSVPAKDDQAAGKVKEVQLMKMD
                     PGTLG"
     gene            complement(3785913..3787010)
                     /locus_tag="BA_4129"
                     /old_locus_tag="BA4129"
                     /db_xref="Pathema:BA_4129"
     CDS             complement(3785913..3787010)
                     /locus_tag="BA_4129"
                     /old_locus_tag="BA4129"
                     /note="identified by similarity to GP:4884026"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27854.1"
                     /db_xref="Pathema:BA_4129"
                     /translation="MNKVSGLGGIVLDDELNSVKLSKITNLSQSNLWKTLNGKVPMTF
                     AKLVKILSGLESEEQKMEIIKEFLKYTDKEADIRTAMYYLYQSGYTELLHELVEKNYK
                     QSVTNNYRDIFRVCLDRQTQSLRSGAFLKEIETVRTKVNLNKTGVNILVNTLSVYGYF
                     DLGAYNVLTVLQGIIQEKIDEMPKGLEKTLNEVELNIICAYASLMQDEVKTARELLLH
                     VLDKQEIPRLLKATALSIFAESYIFSNPDKALYFFELSLSELRKIKNNKSLLKRKLVE
                     NTTAFCCIIHNIPVKLEYIHDDAEIALQCIRQNKNSEACKILNQISNRTATQDFYLSI
                     ATNDEELRRKAYHRFLKDGNLFYIKIFDILK"
     gene            3787446..3787790
                     /locus_tag="BA_4130"
                     /old_locus_tag="BA4130"
                     /db_xref="Pathema:BA_4130"
     CDS             3787446..3787790
                     /locus_tag="BA_4130"
                     /old_locus_tag="BA4130"
                     /note="identified by similarity to OMNI:NTL01BS02100;
                     match to protein family HMM PF01381"
                     /codon_start=1
                     /transl_table=11
                     /product="prophage LambdaBa02, repressor protein"
                     /protein_id="AAP27855.1"
                     /db_xref="Pathema:BA_4130"
                     /translation="MNTFGENLKKFRNSRALTQAEFGDKVQLSRSQISNLETNFNEPD
                     LDSLDRIASFFNISVDTLMGRKFTTSEKHLEDVLDEIQTVFAGLDESQREQFCKQLKF
                     YTQFLNEKKELL"
     gene            complement(3787880..3788014)
                     /locus_tag="BA_4131"
                     /old_locus_tag="BA4131"
                     /db_xref="Pathema:BA_4131"
     CDS             complement(3787880..3788014)
                     /locus_tag="BA_4131"
                     /old_locus_tag="BA4131"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27856.1"
                     /db_xref="Pathema:BA_4131"
                     /translation="MLLPSKESQEPGTGWKLYDPGTGMGIIFDPGPGGGYTKDPGTGI
                     "
     gene            complement(3788017..3788205)
                     /locus_tag="BA_4132"
                     /old_locus_tag="BA4132"
                     /db_xref="Pathema:BA_4132"
     CDS             complement(3788017..3788205)
                     /locus_tag="BA_4132"
                     /old_locus_tag="BA4132"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27857.1"
                     /db_xref="Pathema:BA_4132"
                     /translation="MKSYIKDPGGSKVISDPGGTGGGPLILDPGNGGAGLKIEPGGHR
                     MNEPGGGGLKNNTDPGGW"
     gene            complement(3788227..3788472)
                     /locus_tag="BA_4133"
                     /old_locus_tag="BA4133"
                     /db_xref="Pathema:BA_4133"
     CDS             complement(3788227..3788472)
                     /locus_tag="BA_4133"
                     /old_locus_tag="BA4133"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27858.1"
                     /db_xref="Pathema:BA_4133"
                     /translation="MIACKPNFCKRKFTDIKEVSYNICILNKGGENMEELTKDPGGHR
                     VADPGVGWHNEPGGGGWKYDEDPGTGWKPIYGPGTGI"
     gene            3788538..3789668
                     /locus_tag="BA_4134"
                     /old_locus_tag="BA4134"
                     /db_xref="Pathema:BA_4134"
     CDS             3788538..3789668
                     /locus_tag="BA_4134"
                     /old_locus_tag="BA4134"
                     /note="identified by match to protein family HMM PF00589"
                     /codon_start=1
                     /transl_table=11
                     /product="prophage LambdaBa02, site-specific recombinase,
                     phage integrase family"
                     /protein_id="AAP27859.1"
                     /db_xref="Pathema:BA_4134"
                     /translation="MAYFRKRGEKWSFTMDVGKDPITGKRKQITKGGFKTKKAAQEEV
                     ARVTNDLANGDYENSDIRFSQLVEIWTQEKESSCRPSTLYQYKRILRSRVMPEFGEKR
                     LSDIKPLSVHNFHQKLLKEGLTTKYISSVDVMLKQILDKGVELEMINSNPAKKAKRPK
                     VKKKAQASWTVEEAMKFMEYAKIQGSYYIAFVLALHTGMRIGEVLALQWKDINFESKV
                     IHVQRTLTLVDGKYELGETKTEASNRMIPMTQELMRELLEYQSHKKDNSFDLLICTRN
                     KKIVHPYTIRYQMKALCEAIDVPYIRFHDIRRTFTTILIDSGANAKVVSKLLGHTNVS
                     TTLNIYTDVYEERQIEVTEMLGNVLKSGRSGQKVVSEEKQED"
     gene            3789861..3791042
                     /locus_tag="BA_4135"
                     /old_locus_tag="BA4135"
                     /db_xref="Pathema:BA_4135"
     CDS             3789861..3791042
                     /locus_tag="BA_4135"
                     /old_locus_tag="BA4135"
                     /note="identified by similarity to OMNI:NTL01BH2588; match
                     to protein family HMM PF05636"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27860.1"
                     /db_xref="Pathema:BA_4135"
                     /translation="MQQTKKLTHSDITIAVMSGPFLQRGEPALVSKWYRTKMALACGV
                     DLVVELPYAFSTQKAETFANGAISILNALHVSEICFGSEDGQIENFYNTISVQKNEEE
                     TFNRLVKQFMNAGNSYAKATSEAFLHILSSEKNIDMSQPNNILGFQYIKAILMQNSSM
                     QAQTIKRFASHYHDETFNDQHIASATSIRKQLFSENSSFTEIESFIPKATASLLASYK
                     QNYGTLHNWEQYFSFFKYKLMTMSPENLRHIYEIEEGLEHRILSKIQTSSSFHSFMES
                     LKTKRYTWTRLQRACTHILTNTTKEEIYCANIEQHAPYIRLLGMSQKGQTYLSKNKKK
                     IELPILTHTKTFDHPTLHIERKANSVYFSIMKEPLRTQLLKRDATHHPIRYDETTAKF
                     L"
     gene            complement(3791072..3792094)
                     /locus_tag="BA_4136"
                     /old_locus_tag="BA4136"
                     /db_xref="Pathema:BA_4136"
     CDS             complement(3791072..3792094)
                     /locus_tag="BA_4136"
                     /old_locus_tag="BA4136"
                     /note="identified by match to protein family HMM PF05362"
                     /codon_start=1
                     /transl_table=11
                     /product="PDZ domain protein"
                     /protein_id="AAP27861.1"
                     /db_xref="Pathema:BA_4136"
                     /translation="MFKRFRFIYAILIGVILAMLLVYVRLPYYITKPGMAAKLEPYVQ
                     VEGGTKESGDFMLVTVSMGPANVVNLIAAQFNKYTHISKAEEILQKGESDEEYQFRQN
                     YAMKDSQNAAIYNAYKRANRTVSFENKGVLVAGVAKGMPSEGKLKLGDVIIAVDGKTF
                     EKTEQFIEYMTGEKEGDTVNIEYKRDGKQLKENLNVKTIPNGNGRVGIGVSIVTEREL
                     VVDPKVKIDSHEIGGPSAGLMFTLEIYNQLVDEDLTRGHEIAGTGTINEKGEIGPIGG
                     IQQKVVAASDAGAEVFFAPNEKGAEKSNYKDALEAAKDIKTKMKVVPVDTLDDALMYL
                     EKMGNK"
     gene            complement(3792087..3792878)
                     /locus_tag="BA_4137"
                     /old_locus_tag="BA4137"
                     /db_xref="Pathema:BA_4137"
     CDS             complement(3792087..3792878)
                     /locus_tag="BA_4137"
                     /old_locus_tag="BA4137"
                     /note="identified by similarity to EGAD:108195; match to
                     protein family HMM PF01734"
                     /codon_start=1
                     /transl_table=11
                     /product="putative phospholipase"
                     /protein_id="AAP27862.1"
                     /db_xref="Pathema:BA_4137"
                     /translation="MKEPKIGLALGSGGAKGFAHIGVIKVLRENDIPIHLIAGSSMGA
                     LVGTFYAASSNVERLYKLANVFKRKYYLDFTVPKMGFIAGKRVKDMIKMFTYNKNLEE
                     LDIPTAVVATDILKGEKVVFTSGPVAEAVRASISVPGVFVPEKIDGRLLVDGGVIDRI
                     PVSVVKELGADIVIAVDVSPIKVNGEVTSIYDVIMQSIEIMQHELVMNRQIASDLMMR
                     PAVEQFSSRAFTNIEDIIRVGEVEAEKHVANIHLLIEQWKEKHNV"
     gene            3792992..3794221
                     /locus_tag="BA_4138"
                     /old_locus_tag="BA4138"
                     /db_xref="Pathema:BA_4138"
     CDS             3792992..3794221
                     /locus_tag="BA_4138"
                     /old_locus_tag="BA4138"
                     /note="identified by match to protein family HMM PF07670;
                     match to protein family HMM TIGR02871"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP27863.1"
                     /db_xref="Pathema:BA_4138"
                     /translation="MYEKWKTAFLTISTLFLTFSLVLHPQAALQASIRGLNIWWEVVF
                     PSLLPFFIIAELLISIGVVKFIGVILEPLMRPLFRVPGIGGFVWAMGMASGFPAGAKL
                     SARLRKSNQLTQIEAERLVSFTNSSNPLFIFGAVSIGFFNNPKLGIVLAAAHYVSNFA
                     VGLLMRFYGNNNSSTHDKHATKKRPFQNPFSILHETRMQEKRPIGKLLGDAIVSSIQT
                     LLMIGGFIILFSVLNKMITVFHITAALSFIMQHILSFFQLTTEFSIPILSGIFEMTLG
                     SQMISQITETPLLQQAMVTSFILAFSGLSIQAQVASILAETDIRFKPYFFARIIQSIL
                     APIFTFIFWKPFYEKVSSFSPMQKDIPVFLSNHSSILHEIWTSFVHYGPIFTLFCLYV
                     YVILLFFRSNKEKPRSL"
     gene            complement(3794213..3794704)
                     /gene="coaD"
                     /locus_tag="BA_4139"
                     /old_locus_tag="BA4139"
                     /db_xref="Pathema:BA_4139"
     CDS             complement(3794213..3794704)
                     /gene="coaD"
                     /locus_tag="BA_4139"
                     /old_locus_tag="BA4139"
                     /EC_number="2.7.7.3"
                     /note="identified by similarity to SP:O34797; match to
                     protein family HMM PF01467; match to protein family HMM
                     PF08218; match to protein family HMM TIGR00125; match to
                     protein family HMM TIGR01510"
                     /codon_start=1
                     /transl_table=11
                     /product="pantetheine-phosphate adenylyltransferase"
                     /protein_id="AAP27864.1"
                     /db_xref="Pathema:BA_4139"
                     /translation="MTSIAISSGSFDPITLGHLDIIKRGAKVFDEVYVVVLNNSSKKP
                     FFSVEERLDLIREATKDIPNVKVDSHSGLLVEYAKMRNANAILRGLRAVSDFEYEMQI
                     TSMNRKLDENIETFFIMTNNQYSFLSSSIVKEVARYGGSVVDLVPPVVERALKEKFQT
                     PLK"
     gene            complement(3794701..3795267)
                     /locus_tag="BA_4140"
                     /old_locus_tag="BA4140"
                     /db_xref="Pathema:BA_4140"
     CDS             complement(3794701..3795267)
                     /locus_tag="BA_4140"
                     /old_locus_tag="BA4140"
                     /EC_number="2.1.1.-"
                     /note="identified by match to protein family HMM PF03602;
                     match to protein family HMM TIGR00095"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA methyltransferase, RsmD family"
                     /protein_id="AAP27865.1"
                     /db_xref="Pathema:BA_4140"
                     /translation="MRVVSGKCKGHPLKAVPGNTTRPTTDKVKESIFNMIGPYFDGGI
                     ALDLFGGSGGLGIEAISRGIDKAIFVDRDNKAIKTIHQNLESCRIQEQAEVYRNDAER
                     AIKALIKREMSFDLILIDPPYKDQKIVSLISVMDQHGLLHNAGLIMAEHGNDVVLPES
                     IGRLVKVRAEKYGITAISIYKYEGEGTE"
     gene            3795780..3796168
                     /locus_tag="BA_4141"
                     /old_locus_tag="BA4141"
                     /note="conserved hypothetical protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_4141"
     gene            complement(3796221..3796487)
                     /locus_tag="BA_4142"
                     /old_locus_tag="BA4142"
                     /db_xref="Pathema:BA_4142"
     CDS             complement(3796221..3796487)
                     /locus_tag="BA_4142"
                     /old_locus_tag="BA4142"
                     /note="identified by similarity to OMNI:NTL01BS01501"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27866.1"
                     /db_xref="Pathema:BA_4142"
                     /translation="MFGQRQSMIVYLHSLKHAKILRKYGNIHYISKRLKYAVVYCDME
                     QIEHMMQKLNKLPFVKKIEQSYRPYLKTEFENSRPDRAKEYDYS"
     gene            complement(3796614..3797066)
                     /gene="ylbF"
                     /locus_tag="BA_4143"
                     /old_locus_tag="BA4143"
                     /db_xref="Pathema:BA_4143"
     CDS             complement(3796614..3797066)
                     /gene="ylbF"
                     /locus_tag="BA_4143"
                     /old_locus_tag="BA4143"
                     /note="identified by similarity to EGAD:108190; match to
                     protein family HMM PF07050"
                     /codon_start=1
                     /transl_table=11
                     /product="ComK regulator"
                     /protein_id="AAP27867.1"
                     /db_xref="Pathema:BA_4143"
                     /translation="MIVATLESVLILDKAEQLAKAIICSDIAEDYRKCYKELQEDMEV
                     QTLIQQFTAMKERYEEVQRFGKYHPDYTFVSTKMRELKRSVDLHDKIAAFKRVETALQ
                     KLLDEVSVAIGSEVSSSIKVPTGNPFFDAGGCGGGCGTGGGCGCKKTG"
     gene            complement(3797183..3797761)
                     /locus_tag="BA_4144"
                     /old_locus_tag="BA4144"
                     /db_xref="Pathema:BA_4144"
     CDS             complement(3797183..3797761)
                     /locus_tag="BA_4144"
                     /old_locus_tag="BA4144"
                     /note="identified by match to protein family HMM PF00300"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphoglycerate mutase family protein"
                     /protein_id="AAP27868.1"
                     /db_xref="Pathema:BA_4144"
                     /translation="MSMTEICLVRHGQTDWNFQEIIQGREDIPLNEVGKKQASQSAAA
                     LQAEAWDVIISSPLIRAQETAKEIAEATGLQSILLDERFVERNFGEASGKPVATVREL
                     IAEGKVEGMEQDEEIVARCFAAVKDVAETHSGKRIIIVAHSHAIKAILHAIAPEDITF
                     KTPLKNACISYVNENSGKWDVLKYNIAEHIHV"
     gene            complement(3797838..3798083)
                     /locus_tag="BA_4145"
                     /old_locus_tag="BA4145"
                     /db_xref="Pathema:BA_4145"
     CDS             complement(3797838..3798083)
                     /locus_tag="BA_4145"
                     /old_locus_tag="BA4145"
                     /note="identified by similarity to EGAD:107964"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27869.1"
                     /db_xref="Pathema:BA_4145"
                     /translation="MRAEIMEFIKADEDLSRYIREQPYWYRKLTRNPEEKEAFELAAM
                     QHFKKTIPDKVEKFQNQLAVASIMIDMFQYMKQQNTT"
     gene            complement(3798095..3798532)
                     /locus_tag="BA_4146"
                     /old_locus_tag="BA4146"
                     /db_xref="Pathema:BA_4146"
     CDS             complement(3798095..3798532)
                     /locus_tag="BA_4146"
                     /old_locus_tag="BA4146"
                     /note="identified by similarity to EGAD:107963"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27870.1"
                     /db_xref="Pathema:BA_4146"
                     /translation="MPTTKGPLHPSVQQFKEFVNHHPKMVHEVRSGHKTWQQFYEEWY
                     LLGEEDPIWATFRPDGAPAYSSVKENKKEKDNRTEEEKTADVMGQMLSFFKKLDVEQM
                     QHHLANVTSAIGSVQQVFQQFQGKRTQQEESTSENNPFFFQKD"
     gene            complement(3798678..3799712)
                     /locus_tag="BA_4147"
                     /old_locus_tag="BA4147"
                     /db_xref="Pathema:BA_4147"
     CDS             complement(3798678..3799712)
                     /locus_tag="BA_4147"
                     /old_locus_tag="BA4147"
                     /note="identified by similarity to OMNI:NTL01BS01497;
                     match to protein family HMM PF00188"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27871.1"
                     /db_xref="Pathema:BA_4147"
                     /translation="MKKLLRIVMITILILAVDLYGKLLVSQYILTPSQSKQENKIVKK
                     KKQVNEDSSDTVLNMIGGDSENLLAKWGEPSRIEPSAYGYEWWVYNQDLAQYVQFGVA
                     ERKVVTAYVAGEQVKVPPYYINEKYEDVYKKNPLSHEISLKRGKNSYQFELSDTEVME
                     QPLVPVEDGWAQLYFDHFTHELVGVRYMDDETLLRQRPYQLVYSGELLAEQPLTPDKM
                     KQIENGNMQQIFDLTNIIRSRHNLPLLAWDQQTADVAIGHSKDMKDNNYFSHDSPTLG
                     TLGDRLQRGKVGFQLAGENIAAQHSDGVAALQGWLNSEGHRKNLLNEQFTGLGVGVYD
                     KFYTQNFIRK"
     gene            3799919..3800284
                     /locus_tag="BA_4148"
                     /old_locus_tag="BA4148"
                     /db_xref="Pathema:BA_4148"
     CDS             3799919..3800284
                     /locus_tag="BA_4148"
                     /old_locus_tag="BA4148"
                     /note="identified by similarity to EGAD:107957; similarity
                     to OMNI:NTL01BS01495; match to protein family HMM PF08868"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27872.1"
                     /db_xref="Pathema:BA_4148"
                     /translation="MQFTNTKFNGVIVDLTLLTEIMEKNHFVLAGQWDYERVTYDYKF
                     EILNDVYYLRVQGLAVEGDIGSRHAEIKLLPPLLGKHYYPHGVEYGDGEIFPTNVLQK
                     SEQLLQNIEKELKEFQIIE"
     gene            complement(3800331..3801329)
                     /locus_tag="BA_4149"
                     /old_locus_tag="BA4149"
                     /db_xref="Pathema:BA_4149"
     CDS             complement(3800331..3801329)
                     /locus_tag="BA_4149"
                     /old_locus_tag="BA4149"
                     /note="identified by match to protein family HMM PF00795"
                     /codon_start=1
                     /transl_table=11
                     /product="hydrolase, carbon-nitrogen family"
                     /protein_id="AAP27873.1"
                     /db_xref="Pathema:BA_4149"
                     /translation="MGSSGSMVKPISGFLTALIQYPVPVVESRADIDKQIKQIIKTIH
                     STKAGYPGLELIVFPEYSTQGLNTKKWTTEEFLCTVPGPETDLFAEACKESEVYGVFS
                     IMERNPDGGEPYNTAIIIDPQGEMILKYRKLNPWVPVEPWKAGDLGLPVCDGPGGSKL
                     AVCICHDGMFPEVAREAAYKGANVLIRISGYSTQVSEQWMLTNRSNAWQNLMYTLSVN
                     LAGYDGVFYYFGEGQVCNFDGTTLVQGHRNPWEIVTAEVYPELADQARLGWGLENNIY
                     NLGSRGYVATPGGVKENPYTFVKDLAEGKYKVPWEDEIKVKDGTIYGYPVKKTIHS"
     gene            complement(3801556..3802461)
                     /locus_tag="BA_4150"
                     /old_locus_tag="BA4150"
                     /db_xref="Pathema:BA_4150"
     CDS             complement(3801556..3802461)
                     /locus_tag="BA_4150"
                     /old_locus_tag="BA4150"
                     /note="identified by match to protein family HMM PF09678;
                     match to protein family HMM TIGR02737"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP27874.1"
                     /db_xref="Pathema:BA_4150"
                     /translation="MSNLWIFGFQALWSPIFLLFMLSILIGYFLIIGPYRMRFEHATK
                     VSKKQVFYFTTGIVLLYFVKGGPIDLIGHIIFSAHMFEMAVMYIAVPPLLLLGIPVWL
                     YRYITSFKFVQIILKVFARPLIALFVFNGLFSFYHLPVVFDTVKQSQIAHPICLAILF
                     FTAIMMWWPMLNPLPEYQTLSDIKKLGYMFANGILLTPACALIIFATAPLFATYTDSA
                     AWMKAMELCVPAGTLSDLNITGPEFLHWMPVVQDQQTGGIIMKIVQEIVYGTIIGYVF
                     FRWARREREKDKEQLQQLPPYLQIK"
     gene            complement(3802547..3802879)
                     /gene="ctaF"
                     /locus_tag="BA_4151"
                     /old_locus_tag="BA4151"
                     /db_xref="Pathema:BA_4151"
     CDS             complement(3802547..3802879)
                     /gene="ctaF"
                     /locus_tag="BA_4151"
                     /old_locus_tag="BA4151"
                     /EC_number="1.9.3.1"
                     /note="identified by similarity to OMNI:NTL01BS01493;
                     match to protein family HMM PF03626; match to protein
                     family HMM TIGR02908"
                     /codon_start=1
                     /transl_table=11
                     /product="cytochrome c oxidase, subunit IVB"
                     /protein_id="AAP27875.1"
                     /db_xref="Pathema:BA_4151"
                     /translation="MAIKQTNNPKVDLIYRKRKSAEEMKHQVITFALMIFLTLVAFVA
                     VAYPKTFSPTFSVPFILLLAVVQVIFQLYYFMHMSHKGHEAASFFLYSGLLIGLITIL
                     AFMTIVWI"
     gene            complement(3802883..3803506)
                     /gene="ctaE"
                     /locus_tag="BA_4152"
                     /old_locus_tag="BA4152"
                     /db_xref="Pathema:BA_4152"
     CDS             complement(3802883..3803506)
                     /gene="ctaE"
                     /locus_tag="BA_4152"
                     /old_locus_tag="BA4152"
                     /EC_number="1.9.3.1"
                     /note="identified by similarity to OMNI:NTL01BS01492;
                     match to protein family HMM PF00510"
                     /codon_start=1
                     /transl_table=11
                     /product="cytochrome c oxidase, subunit III"
                     /protein_id="AAP27876.1"
                     /db_xref="Pathema:BA_4152"
                     /translation="MHVDEKLTNETFPAEPEKATLEGKNKFVGFWLFLGGETVLFASL
                     FGTYLALKNSTNGGPTSQEMFQMPLVFIMTMLLLTSSLTSVYAMYHMKNFNFKKMQLW
                     LLVTVLLGLGFLGFEIYEFYHYAHEFKHTMRSSAFGSAFYALVGTHGLHVLFGLCWIL
                     TLIFRNAKRGLNLYNAPKFYVASIYWHFIDVVWVFIFTVVYLMGMVG"
     gene            complement(3803506..3805368)
                     /gene="ctaD"
                     /locus_tag="BA_4153"
                     /old_locus_tag="BA4153"
                     /db_xref="Pathema:BA_4153"
     CDS             complement(3803506..3805368)
                     /gene="ctaD"
                     /locus_tag="BA_4153"
                     /old_locus_tag="BA4153"
                     /EC_number="1.9.3.1"
                     /note="identified by similarity to OMNI:NTL01BS01491;
                     match to protein family HMM PF00115; match to protein
                     family HMM TIGR02891"
                     /codon_start=1
                     /transl_table=11
                     /product="cytochrome c oxidase, subunit I"
                     /protein_id="AAP27877.2"
                     /db_xref="Pathema:BA_4153"
                     /translation="MSSVAKKQGMGAVIWDYLTTVDHKKIAILYLIAGGLFFVIGGIE
                     ALFIRLQLAIPNNAFLVGDAYNQVLTMHGTTMIFLAAMPLVFAFMNAAVPLQIGARDV
                     AFPFLNSLGFWLFFFGGVFLNLSWFLGGAPDAGWTSYASLALASKGHGVDFYVLGLQI
                     SGIGTLIGGINFLVTIINMRAPGMTYMRMPMFTWTTFVTSSLILFAFPPLTVGLGLLM
                     LDRLFGTSFFNPALGGNTIIWEHLFWIFGHPEVYILILPAFGIFSEIFATFSKKRLFG
                     YSSMVFATVLIGFLGFMVWAHHMFTVGLGPVANAIFSVATMAIAVPTGIKIFNWLFTM
                     WGGSIRFTTPMMWAVAFIPSFVMGGVTGVMLASAPADYQFHDNYFVVAHFHYVIVGGV
                     VFGLLAGAHYYWPLMFNKILNETLGKITFWLFFIGFHLTFFIQHFLGLIGMPRRYYTY
                     LEGQGLEMGNMISSIGAVFMALGTIVLLFNVIKTTVSKEKAGRDPWDGRTLEWTMPAP
                     TPEYNFKQLPFVRGLDPFWIEKREGNKEMTAAEPVGDIHMPNASFSPFIISLGLFIAA
                     FGAMYMQGGKDKFWLLVAIIGLIITFGAMFLRSVIDDHGYHIHKEDLEDKGGKA"
     gene            complement(3805402..3806451)
                     /gene="ctaC"
                     /locus_tag="BA_4154"
                     /old_locus_tag="BA4154"
                     /db_xref="Pathema:BA_4154"
     CDS             complement(3805402..3806451)
                     /gene="ctaC"
                     /locus_tag="BA_4154"
                     /old_locus_tag="BA4154"
                     /EC_number="1.9.3.1"
                     /note="identified by similarity to OMNI:NTL01BS01490;
                     match to protein family HMM PF00034; match to protein
                     family HMM PF00116; match to protein family HMM PF02790;
                     match to protein family HMM TIGR02866"
                     /codon_start=1
                     /transl_table=11
                     /product="cytochrome c oxidase, subunit II"
                     /protein_id="AAP27878.1"
                     /db_xref="Pathema:BA_4154"
                     /translation="MKKQWRLLSFVSLLALLLGGCGKAFQSTLIPQGEVAKMQYDLLL
                     LASAIMVGVVLVVTIIFLYVIVRFRQKKGQEDYIPEQVEGNHKLEIIWTVIPIILLLI
                     LAVPTVTYTFKLADVSAMEKKNIDKDTIVVDVTANLYWWEFSYKSEKIVTSQDLVIPT
                     GKKVYLNLKGADIKHSFWVPSLAGKMDTNTDNVNKMWLKADKSGTYNGFCTEFCGPSH
                     SLMQFKVKALDESEYKKWLADMKKIDGKKEVASTKAQEGQEIFNKSCIGCHAVGSNDS
                     RPPSARIAPNLANFADRDTVAGIAENNEENLKKWLKDPENMKPGNKMNGKYGNLTDDQ
                     IDALNAYLQTLKVEK"
     gene            complement(3806545..3807468)
                     /locus_tag="BA_4155"
                     /old_locus_tag="BA4155"
                     /db_xref="Pathema:BA_4155"
     CDS             complement(3806545..3807468)
                     /locus_tag="BA_4155"
                     /old_locus_tag="BA4155"
                     /EC_number="2.5.1.-"
                     /note="identified by match to protein family HMM PF01040;
                     match to protein family HMM TIGR01473"
                     /codon_start=1
                     /transl_table=11
                     /product="protoheme IX farnesyltransferase"
                     /protein_id="AAP27879.1"
                     /db_xref="Pathema:BA_4155"
                     /translation="MNHATSELHDESAVTSIPETTRLQDLKALVKMGIVNSNTLTVFT
                     GFWLALHFNGLSVMDNLDKLFFTIVGSGLVMAGVCCLNNYIDRDIDPLMERTKTRPTV
                     TGKYKPGFALTFGLVILLLGFVFLLLTTPMAVLMGFIGAFTYVVLYSLWTKRKYTLNT
                     VVGSISGAVPPLIGWAAIDPSLGHPIAWMLFLIMFIWQIPHFLALAMKRVDEYRNAGI
                     PMLPVVHGFEITKRQIMIWTVCLLPLPFYMSGLGITFMVIATLLNIGWIVLGFYGFRK
                     KDDIKWSVQMFVYSLNYLTILFVSMIVVTFF"
     gene            3807967..3808902
                     /gene="ctaA"
                     /locus_tag="BA_4156"
                     /old_locus_tag="BA4156"
                     /db_xref="Pathema:BA_4156"
     CDS             3807967..3808902
                     /gene="ctaA"
                     /locus_tag="BA_4156"
                     /old_locus_tag="BA4156"
                     /note="identified by similarity to SP:P12946; match to
                     protein family HMM PF02628"
                     /codon_start=1
                     /transl_table=11
                     /product="cytochrome aa3 controlling protein"
                     /protein_id="AAP27880.1"
                     /db_xref="Pathema:BA_4156"
                     /translation="MQRFIKWLAVITSLDLLIVLLGGALVTKTGSGQGCGKSWPLCNG
                     EFVPSNLSMETIIELSHRLTSGSAGILVTLLCILSWKYYKHVRETKTLAILSFVFLVA
                     QALMGAAAVVWGQMPAVLAIHFGISLISFASVILLTCLIFEIDQKFDARSLIMDKKMK
                     FHIYGVTIYCYLVVYTGALVRHERASLACPDFPLCSKNRPMPTQLHEWVQMGHRLAAM
                     LIFVWILYAMILAIRHYKQQPVVYWGWIISFILVTLQAIVGILVVFTNASLAMALLHS
                     LFISCLFAVLCYLVMLGTRSKVNAKEAASTSKQTK"
     gene            complement(3808980..3812426)
                     /gene="pyc"
                     /locus_tag="BA_4157"
                     /old_locus_tag="BA4157"
                     /db_xref="Pathema:BA_4157"
     CDS             complement(3808980..3812426)
                     /gene="pyc"
                     /locus_tag="BA_4157"
                     /old_locus_tag="BA4157"
                     /EC_number="6.4.1.1"
                     /note="identified by match to protein family HMM PF00289;
                     match to protein family HMM PF00364; match to protein
                     family HMM PF00682; match to protein family HMM PF02222;
                     match to protein family HMM PF02436; match to protein
                     family HMM PF02785; match to protein family HMM PF02786;
                     match to protein family HMM PF08443; match to protein
                     family HMM TIGR01235"
                     /codon_start=1
                     /transl_table=11
                     /product="pyruvate carboxylase"
                     /protein_id="AAP27881.1"
                     /db_xref="Pathema:BA_4157"
                     /translation="MTKLQRIQKVLVANRGEIAIRVFRACSELGLKTVAIYSKEDSGS
                     YHRYKADESYLVGEGKKPIDAYLDIEGIIEIAKSNHVDAIHPGYGFLSENIQFAKRCE
                     EEGIIFIGPKSKHLDMFGDKVKARTQAQLAQIPVIPGSDGPVDSLEEVKEFAEKYDYP
                     IIIKASLGGGGRGMRIVRTSEELRESYNRAKSEAKAAFGNDEVYVEKFVEKPKHIEVQ
                     ILADEEGNVVHLYERDCSVQRRHQKVVEIAPSVSLSDDLRQRICEAAVKLTKNVNYLN
                     AGTVEFLVKDDNFYFIEVNPRVQVEHTITEMITGVDIVQSQILIADGHALHSKMVGVP
                     KQEEVVVHGFAIQSRVTTEDPLNNFMPDTGKIMAYRSGGGFGVRLDTGNSFQGAVIAP
                     YYDSLLVKVTTWALTFEQAAAKMERNLKEFRIRGIKTNIPFLENVVKHKNFLSGEYDT
                     SFIDASPELFLFPKRKDRGTKMLNYIGTVTVNGFPGVGKKEKPIFPDARIPNVLHSEP
                     IQNGTKQILDERGADGLVKWVQDQKRVLLTDTTFRDAHQSLLATRIRTKDLHQIAEPT
                     ARMLPNLFSAEMWGGATFDVAYRFLKEDPWERLLDLREKMPNVLFQMLLRSSNAVGYK
                     NYPDNLIQKFVECSAQAGIDVFRIFDSLNWVEGMRVAIDAVRDTGKIAEATMCYTGDI
                     HDPMRSKYDLNYYKNLAKELEVSGAHILGIKDMAGLLKPNAAYDLVSALKETVSIPIH
                     LHTHDTSGNGILTYTKAIEAGVDIVDVAVSSMAGQTSQPSANTLYYALGGNERQPDVN
                     IDSLEKLSHYWEDVRKYYAPFESGMNAPHTEVYMHEMPGGQYSNLQQQAKVVGLGDRF
                     DEVKVMYRRVNDMFGDIVKVTPSSKVVGDMALFMVQNHLTEQDVLERGHSMDFPGSVV
                     EMFSGDLGQPYGGFPKKLQEIILKGKEPLTVRPGELLEPVDFDALKEELFHKLGREVT
                     MFDVVAYALYPKVFMDYEKVAELYGNVSVLDTPTFFYGMRLGEEIDVEIEQGKTLMVK
                     LVSIGELQPDGNRVLYLEFNGQPREIVVKDESVKATVAQRVKGNRENPNHISATMPGT
                     VIKVVVKEGDEVKKGDSMAITEAMKMETTVQAPFNGKVKKVYVNDGDAIQTGDLLIEL
                     DH"
     gene            complement(3812750..3813934)
                     /locus_tag="BA_4158"
                     /old_locus_tag="BA4158"
                     /db_xref="Pathema:BA_4158"
     CDS             complement(3812750..3813934)
                     /locus_tag="BA_4158"
                     /old_locus_tag="BA4158"
                     /note="identified by match to protein family HMM PF01098"
                     /codon_start=1
                     /transl_table=11
                     /product="cell division protein,FtsW/RodA/SpoVE family"
                     /protein_id="AAP27882.2"
                     /db_xref="Pathema:BA_4158"
                     /translation="MKRVWKSMDYSLLLPLVILCVLGVIMVYSSSSIVAISSKYNWPA
                     DHFFKKQLVSLAIGTVMLVIVAIVPYKFWRKKIVLAAMGLGGIGLLTAAFLFGKVING
                     AKGWILGIQPAEFVKIAVIITLASFFAKKQERQTPFLQGIIPPLFVVGGSMVLILLQN
                     DLGTDILIGGTVLIMFFCSGVNVNLWIKRFILTSIVWVPVLYFIGNYKLNNYQKARFS
                     VFLDPFNDPQNDGFQLVNSFIGIASGGLNGRGLGNSIQKYGYLPEPQTDFIMAIISEE
                     LGFIGVAIILICLLLIIIIRSFRVAQKCKDPFGSLIAIGIASLIGIQTFVNVGGMSGL
                     IPLTGVPLPFISYGGSSLLANLIAMGILLNIASNVKRQEKEQNEIMKEREQDGPRLVV
                     VK"
     gene            complement(3814060..3814347)
                     /locus_tag="BA_4159"
                     /old_locus_tag="BA4159"
                     /db_xref="Pathema:BA_4159"
     CDS             complement(3814060..3814347)
                     /locus_tag="BA_4159"
                     /old_locus_tag="BA4159"
                     /note="identified by similarity to OMNI:NTL01BS01485;
                     match to protein family HMM PF07408"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27883.1"
                     /db_xref="Pathema:BA_4159"
                     /translation="MASETVSNHQEKALALLQADAEKILRLIKVQMDHLTMPQCPLYE
                     EVLDTQMFGLSREVDFAVRLGLIAEEQGKVMLGELERELSALHEAFTNKQQ"
     gene            3814498..3814995
                     /locus_tag="BA_4160"
                     /old_locus_tag="BA4160"
                     /db_xref="Pathema:BA_4160"
     CDS             3814498..3814995
                     /locus_tag="BA_4160"
                     /old_locus_tag="BA4160"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27884.1"
                     /db_xref="Pathema:BA_4160"
                     /translation="MSEILFINGKVRFPITIDPTVWIFDDRKVDLTTYFDETRENTSE
                     LEAYLKNTSEHWDREIRDGAAFPPIQQSVKKYKKEQLITGTFGIPFHPFLANAEISDD
                     ATQVEIETVDDTITLPLDTVKNAILGFSKEGKPLKEDGPVHLYYNDGSNRRNPIRNIR
                     KFTII"
     gene            complement(3815027..3816355)
                     /locus_tag="BA_4161"
                     /old_locus_tag="BA4161"
                     /db_xref="Pathema:BA_4161"
     CDS             complement(3815027..3816355)
                     /locus_tag="BA_4161"
                     /old_locus_tag="BA4161"
                     /note="identified by match to protein family HMM PF02562"
                     /codon_start=1
                     /transl_table=11
                     /product="PhoH family protein"
                     /protein_id="AAP27885.2"
                     /db_xref="Pathema:BA_4161"
                     /translation="MDKIYVLDTNVLLQDPLSIFSFETNEVVIPAVVLEEVDSKKRYM
                     DEVGRNARYVSKLIDKFREIGKLHESIPLENGGTFRIELNHRSFVQLQDIFVEKTNDN
                     RILAVAKNLSLEEQEKENGKSVILVSKDVLVRVKADAIGLKAEDYLSDRVIEVENIYS
                     GFLEGYISKEQLDYFYEKGELPLSEIANHPFYPNQFVVMKDALGGSSSALGIVDHLGK
                     KVKKLIFHNEQVWGIRPRNVQQIMGLELLLREDSPLVTLTGKAGTGKTLLALASGLMQ
                     TEDLGLYKKLLVARPIVPVGKDIGYLPGEKEEKLRPWMQPIFDNLEYLFNTKKPGELD
                     AILAGMGSIEVEALTYIRGRSIPDQFIIIDEAQNLTKHEVKTILTRVGEKSKIVLMGD
                     PQQIDHPYLDEYNNGLTYVVEKFKEQRISGHVKFVKGERSNLAQLAADLL"
     gene            complement(3816604..3817059)
                     /locus_tag="BA_4162"
                     /old_locus_tag="BA4162"
                     /db_xref="Pathema:BA_4162"
     CDS             complement(3816604..3817059)
                     /locus_tag="BA_4162"
                     /old_locus_tag="BA4162"
                     /note="identified by similarity to OMNI:NTL01BH2633; match
                     to protein family HMM PF01243"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27886.1"
                     /db_xref="Pathema:BA_4162"
                     /translation="MANVVEPTLTDDLVQTLRKDCIVMVATTDFEKQVPNVSAISWVY
                     AVSKTSIRFAVDQRSRIVENIRHSTGVVLTIMANESVFSISGAGEILTDRMESIPLKL
                     TVIEVNVKEVRDVMFYGAKLATEPTYEKTYDLRAAKKLDNQVLVGMKEL"
     gene            3817205..3817405
                     /locus_tag="BA_4163"
                     /old_locus_tag="BA4163"
                     /db_xref="Pathema:BA_4163"
     CDS             3817205..3817405
                     /locus_tag="BA_4163"
                     /old_locus_tag="BA4163"
                     /note="identified by similarity to EGAD:107937"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27887.1"
                     /db_xref="Pathema:BA_4163"
                     /translation="MRVKCMICDKKDMLDDENPMAKKLRNRPIHTYMCMECSERIAER
                     TMERHASGNFRLYRDKKVEDDW"
     gene            complement(3817441..3817716)
                     /locus_tag="BA_4164"
                     /old_locus_tag="BA4164"
                     /db_xref="Pathema:BA_4164"
     CDS             complement(3817441..3817716)
                     /locus_tag="BA_4164"
                     /old_locus_tag="BA4164"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27888.1"
                     /db_xref="Pathema:BA_4164"
                     /translation="MRSVQDALYNWLTIKTVAEARPDDSAAKETYLLFHNMIYEEHKL
                     KNVEVKKNEEMYLVTYEIDGERKSARFPLEAIDCFLDQMNREPEKYK"
     gene            complement(3817731..3818033)
                     /locus_tag="BA_4165"
                     /old_locus_tag="BA4165"
                     /db_xref="Pathema:BA_4165"
     CDS             complement(3817731..3818033)
                     /locus_tag="BA_4165"
                     /old_locus_tag="BA4165"
                     /note="identified by similarity to EGAD:107934"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27889.1"
                     /db_xref="Pathema:BA_4165"
                     /translation="MLERMSFFAKLCKVDENPELGMWLLYGIIIILSAIVYNLGFARK
                     LSIIKNIVIYISLAIGCTVLTFFAVFLPVGEGLVVAAIVLGMYRLRLRQARQQKAG"
     gene            complement(3818189..3820033)
                     /gene="typA"
                     /locus_tag="BA_4166"
                     /old_locus_tag="BA4166"
                     /db_xref="Pathema:BA_4166"
     CDS             complement(3818189..3820033)
                     /gene="typA"
                     /locus_tag="BA_4166"
                     /old_locus_tag="BA4166"
                     /note="identified by similarity to EGAD:107933; match to
                     protein family HMM PF00009; match to protein family HMM
                     PF00679; match to protein family HMM PF03144; match to
                     protein family HMM PF08477; match to protein family HMM
                     TIGR00231; match to protein family HMM TIGR01394"
                     /codon_start=1
                     /transl_table=11
                     /product="GTP-binding protein TypA"
                     /protein_id="AAP27890.1"
                     /db_xref="Pathema:BA_4166"
                     /translation="MLKKRQDLRNIAIIAHVDHGKTTLVDQLLRQAGTFRANEHVEER
                     AMDSNDLERERGITILAKNTAIHYEDKRINILDTPGHADFGGEVERIMKMVDGVLLVV
                     DAYEGCMPQTRFVLKKALEQNLTPIVVVNKIDRDFARPDEVVDEVIDLFIELGANEDQ
                     LEFPVVFASAMNGTASLDSNPANQEENMKSLFDTIIEHIPAPIDNSEEPLQFQVALLD
                     YNDYVGRIGVGRVFRGTMKVGQQVALMKVDGSVKQFRVTKLFGYMGLKRQEIEEAKAG
                     DLVAVSGMEDINVGETVCPVEHQDALPLLRIDEPTLQMTFLVNNSPFAGREGKYITSR
                     KIEERLRSQLETDVSLRVDNTESPDAWIVSGRGELHLSILIENMRREGYELQVSKPEV
                     IIKEVDGVRCEPVERVQIDVPEEYTGSIMESMGARKGEMLDMVNNGNGQVRLTFMVPA
                     RGLIGYTTEFLTLTRGYGILNHTFDCYQPVHAGQVGGRRQGVLVSLETGKASQYGIMQ
                     VEDRGVIFVEPGTEVYAGMIVGEHTRENDLTVNVVKMKQQTNIRSATKDQTSTMKKPR
                     LMTLEESLEYLNDDEFCEVTPESIRLRKKILDKSERERAAKKKKSVEA"
     gene            3820126..3820353
                     /locus_tag="BA_4167"
                     /old_locus_tag="BA4167"
                     /db_xref="Pathema:BA_4167"
     CDS             3820126..3820353
                     /locus_tag="BA_4167"
                     /old_locus_tag="BA4167"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27891.1"
                     /db_xref="Pathema:BA_4167"
                     /translation="MYSYFCESKMRLEGEEMEHIQYRFLLTAIIGVIFLIGIGIMIAE
                     NSPIGIIICIIGTFVTVGYGFVTKRKMRKSQ"
     gene            complement(3820398..3821189)
                     /locus_tag="BA_4168"
                     /old_locus_tag="BA4168"
                     /db_xref="Pathema:BA_4168"
     CDS             complement(3820398..3821189)
                     /locus_tag="BA_4168"
                     /old_locus_tag="BA4168"
                     /note="identified by match to protein family HMM PF00459"
                     /codon_start=1
                     /transl_table=11
                     /product="inositol monophosphatase family protein"
                     /protein_id="AAP27892.1"
                     /db_xref="Pathema:BA_4168"
                     /translation="MQEVWKDIDAHAKQWIRDAGEHLMASMKKALIIETKSNAADLVT
                     NMDREIEQFLIGKIKETFPHHNILGEEGYGDEVTSSDGVVWLIDPIDGTMNFVHQKRN
                     FAISIGIYENGIGKIGLIYDPVHDELYHALKGAGAFCNEVPIPLLQRGIVEQGIVALN
                     AIWLTDNPLLNMESMMALVKKARGTRSYGCAALEMVYVATGRIDAYVTPRLSPWDFGG
                     GQIIVEEVGGKVTTFSGTPLSIVEKSSVLVAKPGVYEEVLSFISK"
     gene            complement(3821278..3821466)
                     /locus_tag="BA_4169"
                     /old_locus_tag="BA4169"
                     /db_xref="Pathema:BA_4169"
     CDS             complement(3821278..3821466)
                     /locus_tag="BA_4169"
                     /old_locus_tag="BA4169"
                     /note="identified by similarity to OMNI:NTL01BH2639"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27893.1"
                     /db_xref="Pathema:BA_4169"
                     /translation="MRQVINALKRTDAEKRIPVLRLELDYELATLYDAMMENDKQKKE
                     ECVQKLEVLRLEMIRLEA"
     gene            3821672..3822298
                     /locus_tag="BA_4170"
                     /old_locus_tag="BA4170"
                     /db_xref="Pathema:BA_4170"
     CDS             3821672..3822298
                     /locus_tag="BA_4170"
                     /old_locus_tag="BA4170"
                     /note="identified by similarity to EGAD:107910; match to
                     protein family HMM PF06335"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27894.1"
                     /db_xref="Pathema:BA_4170"
                     /translation="MTLQTFKSTDFEVFTVDGLEERMSAIKTNIHPKLEALGEQFAAY
                     LSKQTDENFFYHVAKHARRKVNPPNDTWVAFSTNKRGYKMLPHFQIGLWGTHAFIYFG
                     LIYECPQKVETAHAFLEHLNDLKTNIPNDFVWSIDHTKPSVKLHKTLETEDLQKMIER
                     LATVKKAELLVGIHISPEEFSAMTNEQFLAKIESTMQSLLPLYALCNR"
     gene            complement(3822380..3822649)
                     /locus_tag="BA_4171"
                     /old_locus_tag="BA4171"
                     /db_xref="Pathema:BA_4171"
     CDS             complement(3822380..3822649)
                     /locus_tag="BA_4171"
                     /old_locus_tag="BA4171"
                     /note="identified by similarity to EGAD:107908; match to
                     protein family HMM PF05256"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27895.1"
                     /db_xref="Pathema:BA_4171"
                     /translation="MEYQYPLDYDWSNEEMVTMVKFYEAIEKAYEKGIIREELMGLYR
                     RFKEIVPSKAEEKKIDKEFQEVSGYSIYRAIQRAKEIEEQKLVKM"
     gene            3823007..3824488
                     /gene="speA"
                     /locus_tag="BA_4172"
                     /old_locus_tag="BA4172"
                     /db_xref="Pathema:BA_4172"
     CDS             3823007..3824488
                     /gene="speA"
                     /locus_tag="BA_4172"
                     /old_locus_tag="BA4172"
                     /EC_number="4.1.1.19"
                     /note="identified by similarity to SP:P21885; match to
                     protein family HMM PF01212; match to protein family HMM
                     PF01276; match to protein family HMM PF03711"
                     /codon_start=1
                     /transl_table=11
                     /product="arginine 2-monooxygenase"
                     /protein_id="AAP27896.1"
                     /db_xref="Pathema:BA_4172"
                     /translation="MYRLSQYETPLFTALVEHSKRNPIQFHIPGHKKGQGMDPEFREF
                     IGHNALAIDLINIAPLDDLHHPKGMIKEAQDLAAAAFGADHTFFSIQGTSGAIMTMVM
                     SVCGPGDKILVPRNVHKSVMSAIIFSGAKPIFMHPEIDPKLGISHGITIQSVKKALEE
                     HSDAKGLLVINPTYFGFAADLEQIVQLAHSYDIPVLVDEAHGVHIHFHDELPMSAMQA
                     GADMAATSVHKLGGSLTQSSILNVKEGLVNVKHVQSIISMLTTTSTSYILLASLDVAR
                     KRLATEGKALIEQTIQLAEQVRNAINDIEHLYCPGKEMLGTDATFNYDPTKIIVSVKD
                     LGITGHQAEVWLREQYNIEVELSDLYNILCLVTFGDTESETNTLIAALQDLSAIFKNK
                     ADKGVRIQVEIPEIPVLALSPRDAFYSETEVIPFENAAGRIIADFVMVYPPGIPIFTP
                     GEIITQDNLEYIRKNLEAGLPVQGPEDMTLQTLRVIKEYKPIS"
     gene            3824563..3825393
                     /locus_tag="BA_4173"
                     /old_locus_tag="BA4173"
                     /db_xref="Pathema:BA_4173"
     CDS             3824563..3825393
                     /locus_tag="BA_4173"
                     /old_locus_tag="BA4173"
                     /EC_number="2.3.2.13"
                     /note="identified by similarity to EGAD:108695"
                     /codon_start=1
                     /transl_table=11
                     /product="protein-glutamine gamma-glutamyltransferase"
                     /protein_id="AAP27897.1"
                     /db_xref="Pathema:BA_4173"
                     /translation="MIVIGRSIVHPYITNEYEPFAAEKQQILSIMAGNQEIYSFRTSD
                     ELSFDLNLRVNIITSALELFQSGFQFRTFQQSFCNPQYWKRTSLGGFELLPNIPPSIA
                     IQDIFKNGKLYGTECATAMIIIFYKALLSLYEKETFNRLFANLLLYTWDYDQDLKLIT
                     KTGGDLVPGDLVYFKNPQVNPATIEWQGENTIYLGNFFFYGHGVGVKTKEEIIYALNE
                     RRVPYAFISAFLTDTITRIDSRLMSYHASPSTPQTSIGFIPIRDDAIVATVGNTTTVY
                     "
     gene            complement(3825427..3825555)
                     /locus_tag="BA_4174"
                     /old_locus_tag="BA4174"
                     /db_xref="Pathema:BA_4174"
     CDS             complement(3825427..3825555)
                     /locus_tag="BA_4174"
                     /old_locus_tag="BA4174"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27898.1"
                     /db_xref="Pathema:BA_4174"
                     /translation="MGTIVCQVCEGTIGHFEDEKSTVLYGKCGSHCDCDHKEHSKA"
     gene            complement(3825591..3825788)
                     /locus_tag="BA_4175"
                     /old_locus_tag="BA4175"
                     /db_xref="Pathema:BA_4175"
     CDS             complement(3825591..3825788)
                     /locus_tag="BA_4175"
                     /old_locus_tag="BA4175"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27899.1"
                     /db_xref="Pathema:BA_4175"
                     /translation="MIGNGQLKVFRTINLGGNKKWEQSYAKYVKEQSDILKMKKRQYF
                     TENAEQIVTVLVKIMRKLNDK"
     gene            complement(3825789..3825917)
                     /locus_tag="BA_4176"
                     /old_locus_tag="BA4176"
                     /db_xref="Pathema:BA_4176"
     CDS             complement(3825789..3825917)
                     /locus_tag="BA_4176"
                     /old_locus_tag="BA4176"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27900.1"
                     /db_xref="Pathema:BA_4176"
                     /translation="MGTIVCQDCEGTIAHFEDEKVTVLYGKCGSCGCDHTEHTKAQ"
     gene            complement(3826113..3826409)
                     /locus_tag="BA_4177"
                     /old_locus_tag="BA4177"
                     /db_xref="Pathema:BA_4177"
     CDS             complement(3826113..3826409)
                     /locus_tag="BA_4177"
                     /old_locus_tag="BA4177"
                     /note="identified by similarity to OMNI:NTL01BH3436"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27901.1"
                     /db_xref="Pathema:BA_4177"
                     /translation="MFEKLYDEHESVKVRFLGFMTHDTRYDFGVIYTNMFFGKPLIVC
                     MQTGKSTLLGRDDVENIQYLQEVFKLGSEEEATELSQFFSFLVPSTSLHAEYEE"
     gene            3826537..3826929
                     /locus_tag="BA_4178"
                     /old_locus_tag="BA4178"
                     /db_xref="Pathema:BA_4178"
     CDS             3826537..3826929
                     /locus_tag="BA_4178"
                     /old_locus_tag="BA4178"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27902.1"
                     /db_xref="Pathema:BA_4178"
                     /translation="MQHAFITLVPKSNQQSVSIDDIKQLFHYYKTVTSKTDVQINYAY
                     TNTAFPYDILDTSTTTLKLQSTHDRYDSIYVGVGIEKEQSYIQISLPPNATFGDKGKA
                     NEFCRFLAKKLEGELQLFNGRTMYFYKR"
     gene            complement(3826931..3827158)
                     /locus_tag="BA_4179"
                     /old_locus_tag="BA4179"
                     /db_xref="Pathema:BA_4179"
     CDS             complement(3826931..3827158)
                     /locus_tag="BA_4179"
                     /old_locus_tag="BA4179"
                     /note="identified by similarity to EGAD:32368"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27903.1"
                     /db_xref="Pathema:BA_4179"
                     /translation="MRILHVIFYHFLLWSGFSIVLSLSNGDKLHYKVILFFVFLYLAY
                     VIAYFVLQIRKQALFLTCSNCILFLIIFSIF"
     gene            complement(3827396..3828808)
                     /gene="pdhD"
                     /locus_tag="BA_4181"
                     /old_locus_tag="BA4181"
                     /db_xref="Pathema:BA_4181"
     CDS             complement(3827396..3828808)
                     /gene="pdhD"
                     /locus_tag="BA_4181"
                     /old_locus_tag="BA4181"
                     /EC_number="1.8.1.4"
                     /note="identified by similarity to SP:P21880; match to
                     protein family HMM PF00070; match to protein family HMM
                     PF02852; match to protein family HMM PF07992; match to
                     protein family HMM TIGR01350"
                     /codon_start=1
                     /transl_table=11
                     /product="pyruvate dehydrogenase complex E3 component,
                     dihydrolipoamide dehydrogenase"
                     /protein_id="AAP27904.1"
                     /db_xref="Pathema:BA_4181"
                     /translation="MVVGDFPIELDTVVVGAGPGGYVAAIRAAQLGQKVAIIEKANLG
                     GVCLNVGCIPSKALINAGHRYENAMHSDDMGITAENVKVDFTKVQEWKNGVVKKLTGG
                     VEGLLKGNKVEIIRGEAYFVDANTLRVMTEEAAQTYTFKNAVLATGSTPIEIPGFKYS
                     KRVINSTGALSLPEIPKKLVVIGGGYIGMELGTAYANFGTEVTVVEAGDEILAGFEKA
                     MSSVVKRALQKKGNVNIHTKAMAKGVEETETGVKVSFEVKGEIQTVEADYVLVTVGRR
                     PNTQEIGLEQVGVKMTDRGIIEIDEQCRTNVPNIYAIGDIVPGPPLAHKASYEGKVAV
                     EAISGHASAIDYIGIPAVCFTDPELASVGYTKKQAEEAGMTVTVSKFPFAANGRALSL
                     NSTDGFLQLVTRKEDGLLVGAQVAGAGASDIISEIGLAIEAGMTAEDIAQTIHAHPTL
                     GEITMEAAEVALGMPIHIVK"
     gene            complement(3828814..3830073)
                     /gene="pdhC"
                     /locus_tag="BA_4182"
                     /old_locus_tag="BA4182"
                     /db_xref="Pathema:BA_4182"
     CDS             complement(3828814..3830073)
                     /gene="pdhC"
                     /locus_tag="BA_4182"
                     /old_locus_tag="BA4182"
                     /EC_number="2.3.1.12"
                     /note="identified by similarity to SP:P21883; match to
                     protein family HMM PF00198; match to protein family HMM
                     PF00364; match to protein family HMM PF02817"
                     /codon_start=1
                     /transl_table=11
                     /product="pyruvate dehydrogenase complex E2 component,
                     dihydrolipoyllysine-residue acetyltransferase"
                     /protein_id="AAP27905.1"
                     /db_xref="Pathema:BA_4182"
                     /translation="MAFEFKLPDIGEGIHEGEIVKWFIKPGDEVNEDDVLLEVQNDKA
                     VVEIPSPVKGKVLEVLVEEGTVAVVGDTLIKFDAPGYENLKFKGDDHDEAPKAEATPA
                     ATAEVVNERVIAMPSVRKYARENGVDIHKVAGSGKNGRIVKADIDAFANGGQAVAATE
                     APAAVEATPAAAKEEAPKAQPIPAGEYPETREKMSGIRKAIAKAMVNSKHTAPHVTLM
                     DEVDVTELVAHRKKFKAVAADKGIKLTYLPYVVKALTSALREYPMLNTSLDDASQEVV
                     HKHYFNIGIAADTDKGLLVPVVKDTDRKSIFTISNEINDLAGKAREGRLAPAEMKGAS
                     CTITNIGSAGGQWFTPVINHPEVAILGIGRIAEKPVVKNGEIVAAPVLALSLSFDHRL
                     IDGATAQKALNQIKRLLNDPQLLVMEA"
     gene            complement(3830166..3831143)
                     /gene="pdhB"
                     /locus_tag="BA_4183"
                     /old_locus_tag="BA4183"
                     /db_xref="Pathema:BA_4183"
     CDS             complement(3830166..3831143)
                     /gene="pdhB"
                     /locus_tag="BA_4183"
                     /old_locus_tag="BA4183"
                     /EC_number="1.2.4.1"
                     /note="identified by similarity to SP:P21882; match to
                     protein family HMM PF02779; match to protein family HMM
                     PF02780"
                     /codon_start=1
                     /transl_table=11
                     /product="pyruvate dehydrogenase complex E1 component,
                     beta subunit"
                     /protein_id="AAP27906.1"
                     /db_xref="Pathema:BA_4183"
                     /translation="MAQMTMIQAITDALRVEMKNDPNVLVFGEDVGVNGGVFRATEGL
                     QAEFGEDRVMDTPLAESGIGGLAVGLALEGFRPVPEIQFFGFVYEVMDSISGQLARMR
                     YRSGGRWTAPVTVRSPFGGGVHTPELHADSLEGLVAQQPGLKVVIPSTPYDAKGLLIS
                     AIRDNDPVIYLEHMKLYRSFRQDVPEGEYTIDLGKADIKREGTDVSVIAYGAMVHAAL
                     KAAEELEKEGISLEVVDLRTVQPLDIETIIASVEKTGRVVVVQEAQKQAGIAANVVAE
                     INDRAILNLEAPVVRVAAADTVFPFSQAESVWLPNHKDIVEAVNKVMNF"
     gene            complement(3831147..3832262)
                     /gene="pdhA"
                     /locus_tag="BA_4184"
                     /old_locus_tag="BA4184"
                     /db_xref="Pathema:BA_4184"
     CDS             complement(3831147..3832262)
                     /gene="pdhA"
                     /locus_tag="BA_4184"
                     /old_locus_tag="BA4184"
                     /EC_number="1.2.4.1"
                     /note="identified by similarity to SP:P21881; match to
                     protein family HMM PF00676; match to protein family HMM
                     TIGR03181"
                     /codon_start=1
                     /transl_table=11
                     /product="pyruvate dehydrogenase complex E1 component,
                     alpha subunit"
                     /protein_id="AAP27907.1"
                     /db_xref="Pathema:BA_4184"
                     /translation="MGTKTKKTLFNVDEQMKAIAAQFETLQILNEKGEVVNEAAMPEL
                     SDDQLKELMRRMVYTRVLDQRSISLNRQGRLGFYAPTAGQEASQLASHFALEAEDFIL
                     PGYRDVPQLVWHGLPLYQAFLFSRGHFMGNQMPENVNALAPQIIIGAQIIQTAGVALG
                     MKLRGKKSVAITYTGDGGASQGDFYEGMNFAGAFKAPAIFVVQNNRYAISTPVEKQSA
                     AKTVAQKAVAAGIYGIQVDGMDPLAVYAATAFARERAVNGEGPTLIETLTFRYGPHTM
                     AGDDPTRYRTKDIENEWEQKDPIVRFRAFLENKGLWSQEVEEKVIEEAKEDIKQAIAK
                     ADQAPKQKVTDLMEIMYEKMPYNLAEQYEIYKEKESK"
     gene            3832776..3832922
                     /locus_tag="BA_4186"
                     /old_locus_tag="BA4186"
                     /db_xref="Pathema:BA_4186"
     CDS             3832776..3832922
                     /locus_tag="BA_4186"
                     /old_locus_tag="BA4186"
                     /note="identified by match to protein family HMM PF09680;
                     match to protein family HMM TIGR01732"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27908.1"
                     /db_xref="Pathema:BA_4186"
                     /translation="MYGYSYCYPTCSYPSYGYGGSCGGSGRGFALIVVLFILLIIVGA
                     ACIR"
     gene            3833069..3833623
                     /gene="def2"
                     /locus_tag="BA_4187"
                     /old_locus_tag="BA4187"
                     /db_xref="Pathema:BA_4187"
     CDS             3833069..3833623
                     /gene="def2"
                     /locus_tag="BA_4187"
                     /old_locus_tag="BA4187"
                     /EC_number="3.5.1.88"
                     /note="identified by match to protein family HMM PF01327;
                     match to protein family HMM TIGR00079"
                     /codon_start=1
                     /transl_table=11
                     /product="peptide deformylase"
                     /protein_id="AAP27909.1"
                     /db_xref="Pathema:BA_4187"
                     /translation="MLTMKDVIREGDPILRNVAEEVVIPASEEDTNTLKEMIEFVINS
                     QDPEMAEKYSLRPGIGLAAPQIGISKKMIAVHVTDTDGTLYSHALFNPKIISHSVERT
                     YLQSGEGCLSVDREVPGYVPRYTRITVKATSINGEEVKLRLKGLPAIVFQHEIDHLNG
                     VMFYDHINKENPFAAPDGSKPLER"
     gene            complement(3833686..3834459)
                     /locus_tag="BA_4188"
                     /old_locus_tag="BA4188"
                     /db_xref="Pathema:BA_4188"
     CDS             complement(3833686..3834459)
                     /locus_tag="BA_4188"
                     /old_locus_tag="BA4188"
                     /note="identified by match to protein family HMM PF00702;
                     match to protein family HMM PF05116; match to protein
                     family HMM PF08282; match to protein family HMM TIGR00099;
                     match to protein family HMM TIGR01484"
                     /codon_start=1
                     /transl_table=11
                     /product="hydrolase, haloacid dehalogenase-like family"
                     /protein_id="AAP27910.1"
                     /db_xref="Pathema:BA_4188"
                     /translation="MNDKIVFFDIDGTLLDHDKKIPQSTRDAVKQLQEKGVHVAIATG
                     RAPFMFEDIRKELNIHNYVSFNGQYVVFEDEVIFNNPLHPDALHKFTQFAKEEGYPLV
                     YLDHQDMRASVEYHDYVKEGFGSLNFEHPAYEPNFYEKRNIYQTLLFCEVNEEEKFIN
                     QYPDFHFIRWHAYSMDIIPNGGSKAKGIEKFIERLGFNREQVYAFGDGLNDLEMIEAV
                     GAGIVMGNGHEDLKKLANYVTKDVSEDGIYHGLKWAGLL"
     gene            3835007..3835219
                     /locus_tag="BA_4189"
                     /old_locus_tag="BA4189"
                     /db_xref="Pathema:BA_4189"
     CDS             3835007..3835219
                     /locus_tag="BA_4189"
                     /old_locus_tag="BA4189"
                     /note="identified by similarity to EGAD:107894; match to
                     protein family HMM PF07288"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27911.1"
                     /db_xref="Pathema:BA_4189"
                     /translation="MIFKVFYQEKMTEVPVRENTKVLYLEATSEKDVRTKLNKFAYNI
                     EFVQSVTGNHLEYEKANADLTLAEIV"
     gene            3835224..3836891
                     /locus_tag="BA_4190"
                     /old_locus_tag="BA4190"
                     /db_xref="Pathema:BA_4190"
     CDS             3835224..3836891
                     /locus_tag="BA_4190"
                     /old_locus_tag="BA4190"
                     /note="identified by similarity to EGAD:30422; match to
                     protein family HMM PF00753; match to protein family HMM
                     PF07521; match to protein family HMM TIGR00649"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA-metabolising metallo-beta-lactamase family
                     protein"
                     /protein_id="AAP27912.1"
                     /db_xref="Pathema:BA_4190"
                     /translation="MKFLKNDQAAVFALGGLGEIGKNTYAVQFQDEIIIIDAGIKFPE
                     DELLGIDYVIPDYTYFVRNEDKIKGLFITHGHEDHIGGIPYLLRQVNIPIYGGKLAIA
                     LIKNKLEEHGLLRKAKLYEIQEDDVIKFKKTSVSFFRTTHSIPDSYGVVVKTPQGQVV
                     HTGDFKFDFTPVGEPADLTKMAEIGKDGVLCLLSDSTNSEVPNFTMSERRVGDSIQDI
                     FRKVEGRIIFATFASNIHRLQQVVEAAVENNRKVAVFGRSMEAAIEIGQNLGYIRCPK
                     DTFIDASQLNRLPANKVVILCTGSQGEPMAALSRIANGTHRQIQIIPGDTVVFSSSPI
                     PGNTISVSRTINMLYRAGADVIHGKLSNIHTSGHGGQEEQKLMLRLIKPKYFMPIHGE
                     YRMQRMHMKLANDCGIPEENCFIMDNGDVLALRSDEASVAGKIPSGSVYIDGNGIGDI
                     GNIVLRDRRILSEEGLVIVVVSIDMKEFKVAAGPDIISRGFVYMRESSDLINDAQTLI
                     TTHLEKVMERKTTQWSEIKNEITDTLAPFLYEKTKRRPMILPIIMEI"
     gene            complement(3836931..3837596)
                     /locus_tag="BA_4191"
                     /old_locus_tag="BA4191"
                     /db_xref="Pathema:BA_4191"
     CDS             complement(3836931..3837596)
                     /locus_tag="BA_4191"
                     /old_locus_tag="BA4191"
                     /note="identified by similarity to OMNI:NTL01BS01452;
                     match to protein family HMM PF02080; match to protein
                     family HMM PF02254"
                     /codon_start=1
                     /transl_table=11
                     /product="potassium uptake protein, TrkA family"
                     /protein_id="AAP27913.1"
                     /db_xref="Pathema:BA_4191"
                     /translation="MGEKEKEFAVIGLGRFGGSICRELAQLGMEVMAIDSDEDKINEF
                     ANIASHAVIADSTDEMVLKSLGIRNFDHVVVAIGDNLNSSILTTLILKELGVKNITVK
                     AQNDYHEKVLSKIGADHIVHPERDMGKRIANNIASSNVLDYLELSDEHSIVEIIANKK
                     IDGHSLIELDIRAKFGLNIVAIKRGKEVIVSPRATENIQAGDILIVIGHDDEVDRFKH
                     FLR"
     gene            complement(3837680..3838546)
                     /locus_tag="BA_4192"
                     /old_locus_tag="BA4192"
                     /db_xref="Pathema:BA_4192"
     CDS             complement(3837680..3838546)
                     /locus_tag="BA_4192"
                     /old_locus_tag="BA4192"
                     /codon_start=1
                     /transl_table=11
                     /product="cytochrome d ubiquinol oxidase, subunit
                     II-related protein"
                     /protein_id="AAP27914.1"
                     /db_xref="Pathema:BA_4192"
                     /translation="MQISSAILCFVLYAYVIIAAVYFGISFYAYRLANNNEYEETYNW
                     VKRYLSPVLEIMNGFVLFLFIGLIAFSTSLVGNKTTLFVLGIIIFMLLGIRIGNTVFW
                     NERKVDGWTGMLIPCMLAAIVTNIEHEYYQLHFWLIIVLTILSVLYISTVVLTYIANE
                     KGDVKGTHFFRGRALLWSVPTMAVIGIIAILVNGYQFTNWQLFLENWWIFILSFIAFL
                     GATHYLFHQHHYILALLFAFTQLLFAFFGQETLLFVFETFSSFGNIFVFGMLIFSIAF
                     YLQQYFYMQKQK"
     gene            complement(3838801..3839931)
                     /locus_tag="BA_4193"
                     /old_locus_tag="BA4193"
                     /db_xref="Pathema:BA_4193"
     CDS             complement(3838801..3839931)
                     /locus_tag="BA_4193"
                     /old_locus_tag="BA4193"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by match to protein family HMM
                     PF01546; match to protein family HMM PF07687; match to
                     protein family HMM TIGR01891"
                     /codon_start=1
                     /transl_table=11
                     /product="peptidase, M20/M25/M40 family"
                     /protein_id="AAP27915.1"
                     /db_xref="Pathema:BA_4193"
                     /translation="MAVSKFVQIRRDLHKIPEIGFKEWKTQQYILDYIGTLSNEHVEV
                     KVWRTGVIVKVKGKNPEKVIGYRADIDGLPITEETGYEFASVHEGMMHACGHDLHTTI
                     GLGLLTAAVTERIDDDLVFLFQPAEEGPGGALPMLESEELKEWKPNIILGLHIAPEYP
                     VGTIATKEGLLFANTSELYVDLKGKGGHAAYPHTANDMIVAASHLVTQLQSVISRNVN
                     PLDSAVITIGKITGGTVQNIIAEKSRLEGTIRTLSVESMSRVKSRIEAIVAGIEASFQ
                     CEAVIDYGAMYHQVYNHEALTREFMQFVSEQTDMKVITCTEAMTGEDFGYMLQEIPGF
                     MFWLGVNSEYGLHHAKLRPDEEAIEKAIVFLDQYVKWKGTRK"
     gene            complement(3839993..3840715)
                     /locus_tag="BA_4194"
                     /old_locus_tag="BA4194"
                     /db_xref="Pathema:BA_4194"
     CDS             complement(3839993..3840715)
                     /locus_tag="BA_4194"
                     /old_locus_tag="BA4194"
                     /note="identified by match to protein family HMM PF00132;
                     match to protein family HMM PF08503; match to protein
                     family HMM TIGR03532"
                     /codon_start=1
                     /transl_table=11
                     /product="putative
                     2,3,4,5-tetrahydropyridine-2-carboxylate
                     N-succinyltransferase"
                     /protein_id="AAP27916.1"
                     /db_xref="Pathema:BA_4194"
                     /translation="MKMMDANEIISFIQKSEKKTPVKVYIKGDLKEVTFPETVQAFVN
                     KKSGVLFGEWSEIKTILDENSKYIVDYVVENDRRNSAIPMLDLKGIKARIEPGAIIRD
                     HVEIGDNAVIMMNATINIGAVIGEGSMIDMNAVLGGRATVGKNCHVGAGAVLAGVIEP
                     PSAKPVIVEDDVVIGANVVVLEGVTVGKGAVVAAGAVVTEDVPPYTVVAGTPARVIKE
                     IDEKTKAKTEIKQELRQLNPEK"
     gene            complement(3840787..3841671)
                     /locus_tag="BA_4195"
                     /old_locus_tag="BA4195"
                     /db_xref="Pathema:BA_4195"
     CDS             complement(3840787..3841671)
                     /locus_tag="BA_4195"
                     /old_locus_tag="BA4195"
                     /note="identified by match to protein family HMM PF00126;
                     match to protein family HMM PF03466"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, LysR family"
                     /protein_id="AAP27917.1"
                     /db_xref="Pathema:BA_4195"
                     /translation="MEAKERGRKLQIDDFQMMVVLAQESNMRKAAERLFVSQPALSQR
                     LQSIEKQWGMKFFIRSQKGLTITPEGEKVANYAKEMLQREEDIKSELAVFRTETHGTL
                     KIAVASVIGQYWLPPVLKKFVHKYPSVKISLFTGWSSEVQKQFYEGDVHVAILRGTQE
                     YKGQKQQLFEDELYLVDKEIKDISMLKETNRPFIQFKSDSTYYGQIQNWWYGLFSNPP
                     KRTIVVDQIETCKQLVLNGIGYALLPSTVLKEVQENMYKTPVQLTRETWLLTSESARQ
                     LKQVQAFLEIIEEIQMEK"
     gene            complement(3841813..3842256)
                     /locus_tag="BA_4196"
                     /old_locus_tag="BA4196"
                     /db_xref="Pathema:BA_4196"
     CDS             complement(3841813..3842256)
                     /locus_tag="BA_4196"
                     /old_locus_tag="BA4196"
                     /note="identified by match to protein family HMM PF00571"
                     /codon_start=1
                     /transl_table=11
                     /product="CBS domain protein"
                     /protein_id="AAP27918.1"
                     /db_xref="Pathema:BA_4196"
                     /translation="MISIPKDEFQQIFVKDLMISSEKVAHVQIGNGLEHALLVLVKSG
                     YSAIPVLDPMYKLHGLISTAMILDGILGLERIEFERLEEMKVEQVMKQDIPVLKLEDS
                     FAKALEMTIDHPFICAVNEDGYFEGILTRRAILKLLNKKVRQHNR"
     gene            complement(3842426..3842617)
                     /locus_tag="BA_4197"
                     /old_locus_tag="BA4197"
                     /db_xref="Pathema:BA_4197"
     CDS             complement(3842426..3842617)
                     /locus_tag="BA_4197"
                     /old_locus_tag="BA4197"
                     /note="identified by similarity to EGAD:107815"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27919.1"
                     /db_xref="Pathema:BA_4197"
                     /translation="MKREFVLTEEEESLLLDILFQQNYASEILAVELTDIENGLKKTD
                     VMQYKKITRLFYRLKNKGY"
     gene            complement(3842726..3843244)
                     /locus_tag="BA_4198"
                     /old_locus_tag="BA4198"
                     /db_xref="Pathema:BA_4198"
     CDS             complement(3842726..3843244)
                     /locus_tag="BA_4198"
                     /old_locus_tag="BA4198"
                     /note="identified by similarity to EGAD:107813; match to
                     protein family HMM PF04308"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27920.1"
                     /db_xref="Pathema:BA_4198"
                     /translation="MTGEHKFYNVSERHLNFDMVFTRICNFIERDPRNLYRLSIGTDS
                     QAHQKDTRFITAIHIHRVGKGAWGCLHHQSVKDKPATLREKIYLETQFSQEIACLFTP
                     NHIQTIWDLLHPYAQDGAGFIMEIHLDIGNDGLTKEFILDMTAKIRAMGLTAKIKPDA
                     YAAFSYANRHTK"
     gene            complement(3843319..3843468)
                     /locus_tag="BA_4199"
                     /old_locus_tag="BA4199"
                     /db_xref="Pathema:BA_4199"
     CDS             complement(3843319..3843468)
                     /locus_tag="BA_4199"
                     /old_locus_tag="BA4199"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27921.1"
                     /db_xref="Pathema:BA_4199"
                     /translation="MERLPVVICPNCHNSAEIIHVLTAQSNQNVIYTCQVCQYVIRNI
                     ETNKG"
     gene            complement(3843680..3843916)
                     /locus_tag="BA_4200"
                     /old_locus_tag="BA4200"
                     /db_xref="Pathema:BA_4200"
     CDS             complement(3843680..3843916)
                     /locus_tag="BA_4200"
                     /old_locus_tag="BA4200"
                     /note="identified by similarity to EGAD:107811; match to
                     protein family HMM PF08796"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27922.1"
                     /db_xref="Pathema:BA_4200"
                     /translation="MSLLQGILTRLVSLQEQAESGEVAQRYFEVNGERKCSVKFFDKS
                     EMYELEVYQQGEKPQVYQFDNIDMVAIEIYDIIS"
     gene            3844150..3844386
                     /locus_tag="BA_4201"
                     /old_locus_tag="BA4201"
                     /db_xref="Pathema:BA_4201"
     CDS             3844150..3844386
                     /locus_tag="BA_4201"
                     /old_locus_tag="BA4201"
                     /note="identified by similarity to GP:3077611; match to
                     protein family HMM PF00462; match to protein family HMM
                     TIGR02196"
                     /codon_start=1
                     /transl_table=11
                     /product="glutaredoxin family protein"
                     /protein_id="AAP27923.1"
                     /db_xref="Pathema:BA_4201"
                     /translation="MKKIEVYTQPDCPPCVIVKEFLKHNNVVYEEFDVKKDAAARNRL
                     LYDYDSYSTPTVVINGEVVAGFQIEKLQQLLNIE"
     gene            complement(3844501..3844989)
                     /locus_tag="BA_4202"
                     /old_locus_tag="BA4202"
                     /db_xref="Pathema:BA_4202"
     CDS             complement(3844501..3844989)
                     /locus_tag="BA_4202"
                     /old_locus_tag="BA4202"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27924.1"
                     /db_xref="Pathema:BA_4202"
                     /translation="MRKYGIWLVLFVCVAFLVGYSVTTVLGKEEVKIDRKEVFTTIQK
                     GYETQFLIRGKHLPMNKMIETLSPYFTENFLQVFTDENSRSDKQSGEYLLPAKEAPFS
                     FNSETKMSYDEEHKILYVYERAKSGQYQIVTLQRDQGKWKLAGYHESQELLTEIKRLQ
                     QL"
     gene            complement(3845172..3846368)
                     /locus_tag="BA_4203"
                     /old_locus_tag="BA4203"
                     /db_xref="Pathema:BA_4203"
     CDS             complement(3845172..3846368)
                     /locus_tag="BA_4203"
                     /old_locus_tag="BA4203"
                     /note="identified by similarity to GP:15023166; match to
                     protein family HMM PF00563"
                     /codon_start=1
                     /transl_table=11
                     /product="EAL-domain protein"
                     /protein_id="AAP27925.1"
                     /db_xref="Pathema:BA_4203"
                     /translation="MSNLDKVLPYYQAIFSADEHTVIGYEVVGRIQTEEGIQSLASFF
                     HDDSIPSEFQLEADNIIVEKALNRYLESDQKLLLFIHRNANVLMNDDDESLLQLLLMY
                     EKQGLNLKNIVLEITEHECKEDIEQFNHLLMYYRTYGIQISINKVGTGTSNLERISVL
                     APDILKVDLTNLRQTALLQSYQDILYSLSLLARRIGATLLYEEIDAFYQLQYAWKNGG
                     RYYQGNYLKECLPDFIETNVLKERLGNECHQFIQHEKKKLQKIYNLTEMLRDRIGDVL
                     AKQKKNEDINDWLLQFSQSVSQCSFRIFICNEDGFQQSGNVMKKDGEWIVMPEYYMKN
                     WSWRPYFLENIMKMRFENKARLSDLYADIETGEMVRTFSFPIDDENFLFIDLSYEYLY
                     EEDVLF"
     gene            complement(3846645..3847409)
                     /locus_tag="BA_4204"
                     /old_locus_tag="BA4204"
                     /db_xref="Pathema:BA_4204"
     CDS             complement(3846645..3847409)
                     /locus_tag="BA_4204"
                     /old_locus_tag="BA4204"
                     /note="identified by match to protein family HMM PF00106"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, short chain
                     dehydrogenase/reductase family"
                     /protein_id="AAP27926.1"
                     /db_xref="Pathema:BA_4204"
                     /translation="MKEKVVIITGGSSGMGKGMATRFAKEGARVVITGRTKEKLEEAK
                     LEIEQFPGQILTVQMDVRNTDDIQKMIEQIDEKFGRIDILINNAAGNFICPAEDLSVN
                     GWNSVINIVLNGTFYCSQAIGKYWIEKGIKGNIINMVATYAWDAGPGVIHSAAAKAGV
                     LAMTKTLAVEWGRKYGIRVNAIAPGPIERTGGADKLWISEEMAKRTIQSVPLGRLGTP
                     EEIAGLAYYLCSDEAAYINGTCMTMDGGQHLHQYPF"
     gene            3847653..3848510
                     /locus_tag="BA_4205"
                     /old_locus_tag="BA4205"
                     /db_xref="Pathema:BA_4205"
     CDS             3847653..3848510
                     /locus_tag="BA_4205"
                     /old_locus_tag="BA4205"
                     /note="identified by similarity to EGAD:107801; match to
                     protein family HMM PF00149"
                     /codon_start=1
                     /transl_table=11
                     /product="Ser/Thr protein phosphatase family protein"
                     /protein_id="AAP27927.1"
                     /db_xref="Pathema:BA_4205"
                     /translation="MKKITRRDFLKTGMRTCLYSFITTSIGYYYAKYIEPHLLSFTEH
                     TLKSQLIPKSFHGMKILQFSDLHLGYYFSLQHLSKIVSKINAVKPDIVLFTGDLIDNY
                     QTYTDTPFVSSILKNIQAPFGKFSIYGNHDHGGYGTEYYEHIMRESGFELLLNSEKRI
                     RLLDNSEISIFGLDDILLGKPKIEKTLQRARQTTYNIVLVHEPDIAPQIANYPVNLQL
                     SGHSHGGQVQIPFLGAVVTPSLAQNYVEGFYTIGDLALYVNRGLGRTRVPFRFMSKPE
                     ITIFTLQHS"
     gene            3848608..3848844
                     /locus_tag="BA_4207"
                     /old_locus_tag="BA4207"
                     /db_xref="Pathema:BA_4207"
     CDS             3848608..3848844
                     /locus_tag="BA_4207"
                     /old_locus_tag="BA4207"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27928.1"
                     /db_xref="Pathema:BA_4207"
                     /translation="MYPYYQPIPVRSAPIGPVSDSRFFPFFGVPFLAGIAGGLLGGAL
                     AFGPRPYYPPYPPPFPPPAPYPCYGGPCQQPYYY"
     gene            complement(3849018..3851126)
                     /gene="ppk"
                     /locus_tag="BA_4208"
                     /old_locus_tag="BA4208"
                     /db_xref="Pathema:BA_4208"
     CDS             complement(3849018..3851126)
                     /gene="ppk"
                     /locus_tag="BA_4208"
                     /old_locus_tag="BA4208"
                     /EC_number="2.7.4.1"
                     /note="identified by similarity to SP:Q9S646; match to
                     protein family HMM PF02503"
                     /codon_start=1
                     /transl_table=11
                     /product="polyphosphate kinase"
                     /protein_id="AAP27929.1"
                     /db_xref="Pathema:BA_4208"
                     /translation="MELSKGNIVNLNDTAYYNNRELSWLAFNERVLQEAQDETNPLLE
                     RLKFISIFSSNLDEFFMVRVAGLKDQVSAGFNQPENKAGLTPKKQLNKIAIKAHELMT
                     VQYGTFKNYVLPALELEGIERLTFHDLTKEQREFIEEYFDEQIFPVLTPVAIDAYRPF
                     PMLLNKSLNLATLLYDEKQVEEENRTKLGIVQVPSLLERFIFLPSEGQKHKFILLEDV
                     ISSFTHKLFTGYKVSSVTRFRITRNADLTIHEEGARDLLKVIEKELKKRKWGAAVRLE
                     VGKEHIDERVLALLYEVLEVKDEDVYIMDGPLDLTCLFSLYKKLAPLYEHLVYPALIP
                     QRPQDLGDAEDVFEKAIEHDILLHHPFESFQPVVDFVRDAADDPNVLAIKQTLYRVSG
                     DSPIIQALKIAAEKGKQVTVLVELKARFDEENNVHWAKELEQAGCHVIYGVSHLKTHS
                     KITLVVRRKNGKIERFVHLGTGNYNDATAKLYTDFGYITSRKDFGVDATNFFNYLSGY
                     TTKPHFHHLSVAPFDIREQFMDLIDEEIRYHRQYGNGYIIAKMNSLTDKPLIKKMYEA
                     SQAGVKVELIVRGTCCLRPGIPNVSENIRVVSVVGRYLEHSRIYYFHHNGEEKIYLSS
                     ADWMTRNMEKRVEISFPILDIEMKARIKAILQLTLADNVKTREQNKDGDYYYVINSGA
                     EEIDSQVKLFKMAYQNTDAE"
     gene            complement(3851235..3852773)
                     /locus_tag="BA_4209"
                     /old_locus_tag="BA4209"
                     /db_xref="Pathema:BA_4209"
     CDS             complement(3851235..3852773)
                     /locus_tag="BA_4209"
                     /old_locus_tag="BA4209"
                     /note="identified by match to protein family HMM PF02541;
                     match to protein family HMM TIGR03706"
                     /codon_start=1
                     /transl_table=11
                     /product="Ppx/GppA phosphatase family protein"
                     /protein_id="AAP27930.1"
                     /db_xref="Pathema:BA_4209"
                     /translation="MKEILKQQYAIIDIGSNTMRLVIYEKQNGGFYKEIENTKVVARL
                     RNYLVDGVLIEEGIEVLLQTLFQFQESTRFHQLHHVLCVATATIRQAKNQEEIKKLVE
                     GQTDFTLRVLSEYEEARYGYLAVMNSTSFSEGITVDIGGGSTEVTYFRNREILEYHSF
                     PFGALSLKQQFIKDDIPTEEELEKLQTYLEYQFRTLPWLIDKKLPLIAIGGSARNLVK
                     IHQNLICYPIAGVHLYKMKEEDIKNVKEELEALSFIELQKLEGLAKDRADTIVPAVEV
                     FHTLVNVIEAPAFVLSRKGLREGVFYEELTKDLGISYYPNVVEESLYLLSHEYEMDME
                     FVMQLIKHGRLICQQLEETGLISMSVEDWEVFHQAAKVFNIGKYIDEEASRLHTFYLL
                     ANKTIDGMMHKERVRLALIASYKSKMLFKQHLSPFEGWFDKNEQKKIRLLGAVLQFSA
                     ALNIRQRSLVESISITESKEGLTFEIVCEQSALAEKVQAEKQKKQLERVLKTNIILLF
                     KLKN"
     gene            3852951..3853409
                     /locus_tag="BA_4210"
                     /old_locus_tag="BA4210"
                     /db_xref="Pathema:BA_4210"
     CDS             3852951..3853409
                     /locus_tag="BA_4210"
                     /old_locus_tag="BA4210"
                     /note="identified by similarity to EGAD:30817"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27931.1"
                     /db_xref="Pathema:BA_4210"
                     /translation="MKPSQPQSQLQNQHSINRLAQSIFVVNRHAKAATNPKYLYWLKK
                     TALERLITEKKAIKEGLHFSRNPRFSQQQSDVLIRLGDYFFHIPPTKEDFRILPHLGH
                     LESSYRNPKTTLSLTVAKKTLQDYIGPEALKQEKKLSEPVPWYSRTYTKK"
     gene            complement(3853441..3854103)
                     /locus_tag="BA_4211"
                     /old_locus_tag="BA4211"
                     /db_xref="Pathema:BA_4211"
     CDS             complement(3853441..3854103)
                     /locus_tag="BA_4211"
                     /old_locus_tag="BA4211"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP27932.1"
                     /db_xref="Pathema:BA_4211"
                     /translation="MLKYSKLAIVTALSMTLLAGCFGPKPEEELYVAFENAAKQEKTM
                     FEDAKKLETLEKEGQELYNQIVQEGKDNNQTVKEKLNQAVKNTDEREKVLKKEKESLN
                     KAQEEVKSADKYVKKIEDKKLKDQADKVKSTYEKRHDSFNKMYDSYNKSLKQEKELYT
                     MLQDKGTKLKDISEKVKVVNQSYKDIDSEKDKFNEFTKSYNTEKIAFYKQANIKIKEE
                     KK"
     gene            complement(3854163..3854291)
                     /locus_tag="BA_4212"
                     /old_locus_tag="BA4212"
                     /db_xref="Pathema:BA_4212"
     CDS             complement(3854163..3854291)
                     /locus_tag="BA_4212"
                     /old_locus_tag="BA4212"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27933.1"
                     /db_xref="Pathema:BA_4212"
                     /translation="MDMKLLFSLKTENVISSNTICTSIINNMNDFRKKGASVEFCL"
     gene            complement(3854758..3855378)
                     /locus_tag="BA_4213"
                     /old_locus_tag="BA4213"
                     /db_xref="Pathema:BA_4213"
     CDS             complement(3854758..3855378)
                     /locus_tag="BA_4213"
                     /old_locus_tag="BA4213"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27934.1"
                     /db_xref="Pathema:BA_4213"
                     /translation="MKHKGKISGLLLGNTVAVTEWIALQDVITKLDSRSFYTVFIIYI
                     LQMILSYYFGHWYDKKASEQVDMEVGGMASNDFVVDFFKKVAALTERDSHNITVYILS
                     VKEWKELKETVQEKKMESTIVKTIRKGDVVTRWDENKYVIVAIDNGHEKSTITNRLMK
                     NIESEIENGLLSMTLLFGAASYPIEGKAFEELLRKAQNQLYQNRNL"
     gene            3855543..3855776
                     /locus_tag="BA_4214"
                     /old_locus_tag="BA4214"
                     /db_xref="Pathema:BA_4214"
     CDS             3855543..3855776
                     /locus_tag="BA_4214"
                     /old_locus_tag="BA4214"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27935.1"
                     /db_xref="Pathema:BA_4214"
                     /translation="MLQKENLSDIIRLLAGFLLSLKLLFNSFGINFITNDQIDAIVNV
                     ASFLFILYFGFKNNYVGKKGIEQKKVLKKHNLH"
     gene            complement(3855808..3856308)
                     /locus_tag="BA_4215"
                     /old_locus_tag="BA4215"
                     /db_xref="Pathema:BA_4215"
     CDS             complement(3855808..3856308)
                     /locus_tag="BA_4215"
                     /old_locus_tag="BA4215"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27936.1"
                     /db_xref="Pathema:BA_4215"
                     /translation="MKIWKRISDQGRHSIPLQPVLWIDGSKKENECPNIAVTLQIRSM
                     YKEKFSYELIYDVNDILIIRIEVENKGMEMISRVVVSHMIRDYFAYIPNSLKADKGMS
                     EFLFQLVRWRIDNLLPDEKVELICKIKANKDKALKNALFQATYTFQYNGVSYGPLQTN
                     EVVVRQ"
     gene            3856732..3858273
                     /locus_tag="BA_4216"
                     /old_locus_tag="BA4216"
                     /db_xref="Pathema:BA_4216"
     CDS             3856732..3858273
                     /locus_tag="BA_4216"
                     /old_locus_tag="BA4216"
                     /note="identified by match to protein family HMM PF07690;
                     match to protein family HMM TIGR00711"
                     /codon_start=1
                     /transl_table=11
                     /product="drug resistance transporter, EmrB/QacA family"
                     /protein_id="AAP27937.1"
                     /db_xref="Pathema:BA_4216"
                     /translation="MESQLLKKDSNKTKFVVAGLLLGILMAAMDNTIVATAMATIVGD
                     LGGFDKFVWVTSAYMVATMAGMPIFGKLSDMYGRKRFYIGGLILFLFGSALCGTASSI
                     EQLSIYRAIQGIGGGALMPIAFTIMYDIFPPEKRGKMTGLFGAVFGTSSVFGPLLGAY
                     ITDYISWHWVFYINIPLGLISFFFITKYYSESLEFRKQKIDWAGAITLVISIVCLMFA
                     LELGGKEYAWNSTVIIGLFTTVVIMLIIFFFVERKATEPIISFHLFKKPLFAASQGVA
                     FFYGAAFIICTVYIPIFVQGVLGGSASNAGLILTPMMVGSVIGSQTGGQLASRTSYRN
                     IMMVSGVFFVLGIYLLSTLTMDTPRLLVTLFMVLAGLGVGFSFSVLSMSSIHKLEMRD
                     RGSATSTNSFFRSLGMTLGVTIFGTIQNHIFTDKLNTLFPPELAKLAPKGEDTSFLLS
                     PGATDKIPAEILTGIKEALATSIASTFFWALIPAVLSIICILLMGNERLFTGPKTKQK
                     QKQVS"
     gene            3858365..3858922
                     /locus_tag="BA_4217"
                     /old_locus_tag="BA4217"
                     /db_xref="Pathema:BA_4217"
     CDS             3858365..3858922
                     /locus_tag="BA_4217"
                     /old_locus_tag="BA4217"
                     /note="identified by similarity to GP:15023394; match to
                     protein family HMM PF03551"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27938.1"
                     /db_xref="Pathema:BA_4217"
                     /translation="MSMKLVILGLLLEGDKHPYEVQHIMKERQMDCYIKYAKGSLYYA
                     FEQLEKQRAIRVTTIVRDTNRPDKTIFHITEEGKRLFHTLLLKQFEAKNQIYKPIYSA
                     LSFAHFGNDQELVPILEKKKNDTIQYLHNMQTIYDCSKGKIPRAQLYILQSVIEHITV
                     ELQWLNTLLTDAVEGRLSEIDIDED"
     gene            3859540..3861828
                     /gene="metE"
                     /locus_tag="BA_4218"
                     /old_locus_tag="BA4218"
                     /db_xref="Pathema:BA_4218"
     CDS             3859540..3861828
                     /gene="metE"
                     /locus_tag="BA_4218"
                     /old_locus_tag="BA4218"
                     /EC_number="2.1.1.14"
                     /note="identified by similarity to SP:P80877; match to
                     protein family HMM PF01717; match to protein family HMM
                     PF08267; match to protein family HMM TIGR01371"
                     /codon_start=1
                     /transl_table=11
                     /product="5-methyltetrahydropteroyltriglutamate--
                     homocysteine S-methyltransferase"
                     /protein_id="AAP27939.1"
                     /db_xref="Pathema:BA_4218"
                     /translation="MAIQTSNLGYPRIGLQREWKKTLEAFWSNKINEEQFLTTMKEIR
                     LQHVKVQQEKGIELIPIGDFTYYDHVLDTAYMLGFIPSRFSEFTSYLDVYFAMARGSK
                     DHVASEMTKWFNTNYHYIVPEYEEGLQISLKDNRPLRLYEEAKQELGVDGKPVILGPY
                     TFLKLAKGYTQEQFATILKQLVAPYVQLLSELHAAGAQIIQVDEPIFASLTKEEVQQA
                     KEIYEAIRKEVPNATLLLQTYFDSVEENYEEIITFPVSSIGLDFVHGKEGNLNAISKY
                     GFPADKTLAVGCIDGRNIWRADLDEVLTLFTTLQKQVQTKDLIVQPSCSLLHTPIDKT
                     EETHLSTELFDALAFANQKLEELVLIHSALTQGTESISNELETYRNVHHTIRSSAARN
                     REDVKAARTALKEEDFSRPLPFEKRYELQQVALKLPLLPTTTIGSFPQTTEVRQTRKE
                     WRNGIISNEQYEQFIEKETEKWIRYQEEIGLDVLVHGEFERTDMVEYFGERLAGFSFT
                     KNGWVQSYGSRCVKPPVIYGDVAFINGMTIKETVYAQSLTEKVVKGMLTGPVTILNWS
                     FVRNDIPRKEVSYQIALALRHEIELLESSGIRVIQVDEPALREGMPLKEKDWDAYITW
                     AVQSFLLATSSVANETQIHTHMCYSNFEDIVDAIRALDADVISIETSRSHGEFIDTLK
                     HTTYEKGIGLGVYDIHSPRVPSKDEMYKIVEQSLQVCDPKYFWINPDCGLKTRRTEEV
                     IPALEHMVQAAKDARSLLKTNA"
     gene            complement(3861865..3862254)
                     /gene="comJ"
                     /locus_tag="BA_4219"
                     /old_locus_tag="BA4219"
                     /db_xref="Pathema:BA_4219"
     CDS             complement(3861865..3862254)
                     /gene="comJ"
                     /locus_tag="BA_4219"
                     /old_locus_tag="BA4219"
                     /note="identified by similarity to SP:P12669"
                     /codon_start=1
                     /transl_table=11
                     /product="competence protein j"
                     /protein_id="AAP27940.1"
                     /db_xref="Pathema:BA_4219"
                     /translation="MELTISYSQLMLMNYDGEQPYVDWTDEDFERGYAKADGTVIFEA
                     LSDYTCEVKVTPGKHIEKEEVVRTVAVPFTVENECIVVTSILSNKFQIPIPNGEYTVV
                     LQATPLEEPTDDELYKIQYEFFFESKE"
     gene            complement(3862291..3862725)
                     /gene="comI"
                     /locus_tag="BA_4220"
                     /old_locus_tag="BA4220"
                     /db_xref="Pathema:BA_4220"
     CDS             complement(3862291..3862725)
                     /gene="comI"
                     /locus_tag="BA_4220"
                     /old_locus_tag="BA4220"
                     /EC_number="3.-.-.-"
                     /codon_start=1
                     /transl_table=11
                     /product="competence-specific nuclease"
                     /protein_id="AAP27941.1"
                     /db_xref="Pathema:BA_4220"
                     /translation="MKQLKGIIISIIAILSILVAVYEVLVPEETSTKKTNAYDQVLEF
                     PKERYPETGKHITDAIKEGHSEVCTIDRGGAADRRKLSLAPYPSKKGYDRDEWPMAMC
                     KEGGKGAHIEYISPADNRGAGSWVGNKLDKYPDGTRVKFDVK"
     gene            complement(3862801..3862902)
                     /locus_tag="BA_4221"
                     /old_locus_tag="BA4221"
                     /db_xref="Pathema:BA_4221"
     CDS             complement(3862801..3862902)
                     /locus_tag="BA_4221"
                     /old_locus_tag="BA4221"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27942.1"
                     /db_xref="Pathema:BA_4221"
                     /translation="MKKNVGRLLVFYSISEKMKKNESFWRNGEEELK"
     gene            3862962..3863711
                     /locus_tag="BA_4222"
                     /old_locus_tag="BA4222"
                     /db_xref="Pathema:BA_4222"
     CDS             3862962..3863711
                     /locus_tag="BA_4222"
                     /old_locus_tag="BA4222"
                     /note="identified by similarity to GP:6470219"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27943.1"
                     /db_xref="Pathema:BA_4222"
                     /translation="MEATYKTKDVTNKTGIPKHIVRKYSQLLEEHGYMISKTADARIY
                     KLDDLKLLKSIHERAATLQEDISETIPIILKEKEAPPVPVIQDKQEIQPKEKEDGRNF
                     EEFMLKLEMLAQLNEAIIHQNSTLITQNRLKDEKLDELMQQVYVKEGSQEKMLQELVD
                     HAAQTDALQKEKMDLLMNHMYKRESKQEEKMNKLVNQIYNKDSNRDAQLMQVIREIQE
                     TKRLVAASKEQSFFQSFRSLFSRTKQEKTTE"
     gene            complement(3863765..3865039)
                     /gene="kinB3"
                     /locus_tag="BA_4223"
                     /old_locus_tag="BA4223"
                     /db_xref="Pathema:BA_4223"
     CDS             complement(3863765..3865039)
                     /gene="kinB3"
                     /locus_tag="BA_4223"
                     /old_locus_tag="BA4223"
                     /EC_number="2.7.13.3"
                     /note="identified by match to protein family HMM PF00512;
                     match to protein family HMM PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="sporulation kinase B"
                     /protein_id="AAP27944.1"
                     /db_xref="Pathema:BA_4223"
                     /translation="MELIRDLMIQIAIIILPLFLYEAIRLNRYQEMPPKPNRYFIMFL
                     SSITLVLSMTYSICFGDVCGYNFHPIPIVSGFLYGGIVGLVPAAIFVAYEWVLKGINL
                     LPVIEVIFLSIVPLFLSKKWSLFSRDKKLILAFMISSLYVLVSLVIGMINVLLETGFT
                     PYVSHLYSGYIFASLIMVMTMVFQVYLTEYLNENAILRTEMQKSEKLNIVSELAASVA
                     HEVRNPLTVVRGFIQLLESTEDVKNKDYMRLVLAELDRAEQIISDYLNLARPQIEKKE
                     HICLSAQLIEMTTLMSSFAAMQGVYLQVEISESLYTIGDKTKLKQAIMNVVKNGIEAI
                     QGNKGYLKVTAMQKDETIVIRVKDSGVGMTKEQLARLGQPYYSLKEKGTGLGLMVTFS
                     ILQAHNGTLEYKSESGKGTEAIIILPAVRNKE"
     gene            3865350..3865550
                     /locus_tag="BA_4224"
                     /old_locus_tag="BA4224"
                     /db_xref="Pathema:BA_4224"
     CDS             3865350..3865550
                     /locus_tag="BA_4224"
                     /old_locus_tag="BA4224"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27945.1"
                     /db_xref="Pathema:BA_4224"
                     /translation="MAGTTLVLKEENLVVLENVEKSVYEELQHKTGEANCTCAVNESV
                     VHLGKVSSVLWNEDEIDWEYGY"
     gene            3865673..3866836
                     /locus_tag="BA_4225"
                     /old_locus_tag="BA4225"
                     /db_xref="Pathema:BA_4225"
     CDS             3865673..3866836
                     /locus_tag="BA_4225"
                     /old_locus_tag="BA4225"
                     /note="identified by match to protein family HMM PF00155"
                     /codon_start=1
                     /transl_table=11
                     /product="aminotransferase, class I/II"
                     /protein_id="AAP27946.1"
                     /db_xref="Pathema:BA_4225"
                     /translation="MEQFINPRVKDIQISGIRQFSNMIQNYDNLISLTIGQSDFPTPS
                     LVKEAAKRAITENYTSYTHNAGLLELRKAACNFVKDNYDLHYSPETETIVTIGASEAI
                     DVAFRTILEPGTEVILPAPIYPGYEPIIRLCGATPIFIDVRETGFRLTAEALENAITE
                     KTRCVVLPYPSNPTGVTLSKKELQDIADVLKDKNIFVLSDEIYSELVYEQTHTSIAHF
                     PEMREKTIVINGLSKSHSMTGWRIGLLFAPSYLAGHILKVHQYNVTCATSIAQYAAIE
                     ALTAAKDAPKMMRHQYKKRRDYVYNRLIQMGLTVEKPTGAFYLFPYVGHLTSSSFDFA
                     LDLVKEAGLAVVPGTAFSEYGEGYLRLSYAYSIETLKEGCDRLEAFLQQKAKS"
     gene            complement(3866841..3867872)
                     /gene="malR"
                     /locus_tag="BA_4226"
                     /old_locus_tag="BA4226"
                     /db_xref="Pathema:BA_4226"
     CDS             complement(3866841..3867872)
                     /gene="malR"
                     /locus_tag="BA_4226"
                     /old_locus_tag="BA4226"
                     /note="identified by similarity to SP:Q08511; match to
                     protein family HMM PF00356; match to protein family HMM
                     PF00532"
                     /codon_start=1
                     /transl_table=11
                     /product="maltose operon transcriptional repressor"
                     /protein_id="AAP27947.1"
                     /db_xref="Pathema:BA_4226"
                     /translation="MTVTIKDVAKKANVAPSTVSRVIADNPSISEKTKRRVRKVMSEL
                     GYHPNLNARNLANQTTKTLGLVMPSSASKAFQNPFFPEVIRGISSFAHVEGYALYMST
                     GETEDEIFNGVVKMVQGRQIGGIILLYSRENDRIIQYLHKQNFPFVLIGKPYDRKEEI
                     TYVDNDNYTAAREVAEYLISLGHKQIAFIGGGSDLLVTRDRLAGMSDALKLADIVLPK
                     EYILHFDFSRESGQQAVEELMGLKQPPTAIMATDDLIGLGVLSALSKKGFVVPKDVSI
                     VSFNNALLSEIASPPLSTVDVNIYQLGYEAAKALVDKVENAESTAKCIIIPHKLLKRQ
                     TCDHYATKS"
     gene            complement(3868153..3868995)
                     /gene="malD"
                     /locus_tag="BA_4227"
                     /old_locus_tag="BA4227"
                     /db_xref="Pathema:BA_4227"
     CDS             complement(3868153..3868995)
                     /gene="malD"
                     /locus_tag="BA_4227"
                     /old_locus_tag="BA4227"
                     /note="identified by similarity to OMNI:SP2110; match to
                     protein family HMM PF00528"
                     /codon_start=1
                     /transl_table=11
                     /product="maltosaccharide ABC transporter, permease
                     protein"
                     /protein_id="AAP27948.1"
                     /db_xref="Pathema:BA_4227"
                     /translation="MNIKRQKMLRLSLSYLVIFVMCAIIFYPLLWIIGSSFNPGDSLS
                     GSSIIPQNATLDHYRKLLDLENSNYLLWYKNTLKVSVLTMIFSVLAISFTAYAFSRYR
                     FVGRKNGLLTFLILQMIPNFAALIALYVLAQLTGLIDTHLALILIYVGGAIPMNTWLM
                     KGYFDTIPKELDESARMDGAGHFRIFWQIIMPLAKPIVAVVALFTFIGPFTDFILASI
                     ILRTPENYTLAVGLYEMVAKKFGNEFTTFAAGSVLIAIPISILFLSLQKYFISGLTAG
                     GTKG"
     gene            complement(3868996..3870297)
                     /gene="malC"
                     /locus_tag="BA_4228"
                     /old_locus_tag="BA4228"
                     /db_xref="Pathema:BA_4228"
     CDS             complement(3868996..3870297)
                     /gene="malC"
                     /locus_tag="BA_4228"
                     /old_locus_tag="BA4228"
                     /note="identified by similarity to OMNI:SP2109; match to
                     protein family HMM PF00528"
                     /codon_start=1
                     /transl_table=11
                     /product="maltosaccharide ABC transporter, permease
                     protein"
                     /protein_id="AAP27949.1"
                     /db_xref="Pathema:BA_4228"
                     /translation="MQTSMEPANGLNGSKHRKMATMLSIIPGVGQMYNKQFVKGLIFL
                     VLTGSFIVAFADLLNMGLWGIVTLGTEVPRDHSVFLLVEGILALIVIVFGLGIYAFNL
                     YDAYQNGKKRDIGTPLNSVKEQYRNLLDQGFPYLMVSPGFLLLIFVVVFPIIFVILIG
                     FTNYDLYHSPPAKLVDWVGFKNFIDIFTLPMWRETFLSVFSWIVIWTFVATTLQVALG
                     IFLAIIVNQPGIKGKAIIRTIFILPWAVPAFVSILVFSGMFNETFGAINNQVLALFGI
                     EKIAWMTDPFWAKIALIMIQTWLGFPFVFAMTTGILQSIPGELYEAATVDGATAWQQF
                     RKITLPLVLYATAPILITQYTFNFNNFSIIYLFNGGGPAVAGQDAGGTDILISWIYKL
                     TMTSAQYGKAAALTMILSLIVITVALWQFKKTKSFQEEDMM"
     gene            complement(3870362..3871621)
                     /locus_tag="BA_4229"
                     /old_locus_tag="BA4229"
                     /db_xref="Pathema:BA_4229"
     CDS             complement(3870362..3871621)
                     /locus_tag="BA_4229"
                     /old_locus_tag="BA4229"
                     /note="identified by similarity to OMNI:SP2108; match to
                     protein family HMM PF01547"
                     /codon_start=1
                     /transl_table=11
                     /product="putative maltosaccharide ABC transporter,
                     maltosaccharide-binding protein"
                     /protein_id="AAP27950.1"
                     /db_xref="Pathema:BA_4229"
                     /translation="MKKALSLLTVSALSIGMLSACGPKDSGKKEESKAKKDYDLLVWE
                     DDKKGVGLEPAVKSFEEKYKVKVKVVEMQMTDQVKKLRLDGPAGTGPDVVTLPHDQIG
                     NAVTEGLLSEVKADDAVKSKFTDSSIEAQTYNGKLYGLPKAIETPVFIYNKKLMPKAP
                     ETMDELFNFSKEFTKDGKYGFLALGDNFYFANAFMAGMGGYVFGEKDGKPNASDVGLN
                     NSGAVQGAEYLQKWYKEKLFPKGIIGESGGPAADGLFNEGKAASIMNGPWAFQAMEKN
                     GIDYGVAPMPKLPNGQPLKTFVGVKGWHVTSFSKQNDLATKFTEWVTNEENAKIRFEK
                     TKEIPPVKAVMEDPIIKDNEAAKAVATQSENGIPMPNIPEMQEVWKPAGDALQLVVTD
                     KEAPKAALDSAVKQIKGNIEANHSKQK"
     gene            3871947..3873707
                     /locus_tag="BA_4230"
                     /old_locus_tag="BA4230"
                     /db_xref="Pathema:BA_4230"
     CDS             3871947..3873707
                     /locus_tag="BA_4230"
                     /old_locus_tag="BA4230"
                     /note="identified by match to protein family HMM PF00128;
                     match to protein family HMM PF02903"
                     /codon_start=1
                     /transl_table=11
                     /product="alpha-amylase"
                     /protein_id="AAP27951.1"
                     /db_xref="Pathema:BA_4230"
                     /translation="MLKEAIYHRPKDNYAYAYDEKTIHIRIRTKRDDVQSTTLIYGDP
                     YEWKDGKWISSSTPMKKTGSTALFDYWFISIEPKFKRLRYGFELKNDTDTLIYAERGF
                     FSTTPNDDVGNFFCFPFIHANDVFKAPSWIKDTVWYQIFPERFANGDHTLNPENTLPW
                     GSAEPTPTNFFGGDFAGIIQNLDYLVKLGISGIYFTPIFKAHSNHKYDTIDYMEIDPQ
                     FGTKETFKELVQACHTHGIKVMLDAVFNHSGYFFDKFQDVLQNGEQSAYKEWFHIHEF
                     PIRTEPLPNYDTFAFTPYMPKLNTAHPDVKEYLLEVGRYWVREFNIDGWRLDVANEVD
                     HNFWREFRSEIKALNSEVYILGEIWHDALPWLQGDQFDAVMSYPVTNALLSYFANDSI
                     KANEFMKQITESLHSYSMNVNEAAFHLLDSHDTPRILTTCNGDKNKLKLLYVFHLSFI
                     GSPCIYYGDEIGMDGGMDPDCRKCMVWDTEEQDHTLFTHVQTLISLRKQYKAFGGHGT
                     FQFIEANDEYNYISYTKTYEDETIFFVLNPTNSDITASLPLHVTGKKIINIYTNEEFS
                     AEASVLQVTLPPYGFSILKW"
     gene            complement(3873748..3875424)
                     /gene="malL"
                     /locus_tag="BA_4231"
                     /old_locus_tag="BA4231"
                     /db_xref="Pathema:BA_4231"
     CDS             complement(3873748..3875424)
                     /gene="malL"
                     /locus_tag="BA_4231"
                     /old_locus_tag="BA4231"
                     /EC_number="3.2.1.10"
                     /note="identified by match to protein family HMM PF00128"
                     /codon_start=1
                     /transl_table=11
                     /product="oligo-1,6-glucosidase"
                     /protein_id="AAP27952.1"
                     /db_xref="Pathema:BA_4231"
                     /translation="MEKQWWKESVVYQIYPRSFMDSNGDGIGDLRGIISKLDYLKELG
                     IDVIWLSPVYESPNDDNGYDISDYCKIMNEFGTMEDWDELLHEMHERNMKLMMDLVVN
                     HTSDEHNWFIESRKSKDNKYRDYYIWRPGKEGKEPNNWGAAFSGSAWQYDEMTDEYYL
                     HLFSKKQPDLNWDNEKVRQDVYGMMKFWLEKGIDGFRMDVINFISKEEGLPTVETEEE
                     GYVSGHKHFMNGPNIHKYLHEMNEEVLSHYDIMTVGEMPGVTTEEAKLYTGEERKELQ
                     MVFQFEHMDLDSGEGGKWDVKPCSLLTLKENLTKWQKALEHTGWNSLYWNNHDQPRVV
                     SRFGNDGMYRIESAKMLATVLHMMKGTPYIYQGEEIGMTNVRFESIDEYRDIETLNMY
                     KEKVMERGEDIEKVMQSIYIKGRDNARTPMQWDDQNHAGFTTGEPWITVNPNYKEINV
                     KQAIQNKDSIFYYYKKLIELRKNNEIVVYGSYDLILENNPSIFAYVRTYGVEKLLVIA
                     NFTAEECIFELPEDISYSEVELLIHNYDVENGPIENIPLRPYEAMVFKLK"
     gene            3875686..3876786
                     /locus_tag="BA_4232"
                     /old_locus_tag="BA4232"
                     /db_xref="Pathema:BA_4232"
     CDS             3875686..3876786
                     /locus_tag="BA_4232"
                     /old_locus_tag="BA4232"
                     /note="identified by similarity to SP:Q00752; match to
                     protein family HMM PF00005; match to protein family HMM
                     PF03459; match to protein family HMM PF08402"
                     /codon_start=1
                     /transl_table=11
                     /product="sugar ABC transporter, ATP-binding protein"
                     /protein_id="AAP27953.1"
                     /db_xref="Pathema:BA_4232"
                     /translation="MAELKLENIYKIYDNNVTAVTDFNLHIQDKEFIVFVGPSGCGKS
                     TTLRMVAGLEDISKGEFSIDGKLMNDVPPKDRDIAMVFQNYALYPHMSVYDNMAFGLK
                     LRKIPKEEIDRRVKDAAKILGLEQYLDRKPKALSGGQRQRVALGRAIVRDAKVFLMDE
                     PLSNLDAKLRVAMRSEISKLHHRLGTTTIYVTHDQTEAMTMASRLVVMKDGKIQQIGT
                     PKEVYETPENIFVGGFIGSPAMNFFRGKLTETDFVIDNVTKIKVTEGKMKILREQGYV
                     NKDIVLGIRPEDIHDELLFLEASQSTAFTTKIEVAELLGAESILYMKLGNQDFAARVD
                     ARHTFSPGDQIKLAFDMNKAHFFDSQTEQRIR"
     gene            complement(3876853..3877362)
                     /locus_tag="BA_4233"
                     /old_locus_tag="BA4233"
                     /db_xref="Pathema:BA_4233"
     CDS             complement(3876853..3877362)
                     /locus_tag="BA_4233"
                     /old_locus_tag="BA4233"
                     /note="identified by similarity to GP:10176521; match to
                     protein family HMM PF00106"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27954.1"
                     /db_xref="Pathema:BA_4233"
                     /translation="MTVRLIEGVMKMKLAGKVAIVTGGGIGIGRNTALLLAKQGAKVI
                     VTDIDQESGQATVEEITNLGGEALFVSYDMEKQRDWQRVISITLNAFSRIDMLFQNAG
                     LYKIDSIFSRQQENDSNVLCITDVWIEIKQLTSSFMKQQEEVVLSDLPIFGIIGTKGQ
                     SFHTVEALG"
     gene            complement(3877427..3877525)
                     /locus_tag="BA_4234"
                     /old_locus_tag="BA4234"
                     /db_xref="Pathema:BA_4234"
     CDS             complement(3877427..3877525)
                     /locus_tag="BA_4234"
                     /old_locus_tag="BA4234"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27955.1"
                     /db_xref="Pathema:BA_4234"
                     /translation="MTGGSVIFWGILIFIGLVFDQRNSKKKEGVKK"
     gene            complement(3877703..3878158)
                     /locus_tag="BA_4235"
                     /old_locus_tag="BA4235"
                     /db_xref="Pathema:BA_4235"
     CDS             complement(3877703..3878158)
                     /locus_tag="BA_4235"
                     /old_locus_tag="BA4235"
                     /note="identified by similarity to EGAD:30790; match to
                     protein family HMM PF06271"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27956.1"
                     /db_xref="Pathema:BA_4235"
                     /translation="MKLKMHRPALVMNRIGASLIDMFLISVMYGAVVAVMTGNYSAIF
                     NRFNISFGDYRYDLAVVFILMAIYFILLPFIWNGVTLGKKVTRIKLISLKSEKLTLQT
                     LTIRFFVLLLPNILLLGIPILCNVYMMLFRKDNCGFQDLITKTKVISLV"
     gene            3878290..3878730
                     /locus_tag="BA_4236"
                     /old_locus_tag="BA4236"
                     /db_xref="Pathema:BA_4236"
     CDS             3878290..3878730
                     /locus_tag="BA_4236"
                     /old_locus_tag="BA4236"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP27957.1"
                     /db_xref="Pathema:BA_4236"
                     /translation="MKKWIILFVAFLLAGCAGNTNHITYTINDEYELIRTSGNAFELF
                     PTQDAVYATQYIPAKITDIAWDDKYIIAKQTEEKSDPNNPDAAIANKKSEHYWIIDVK
                     HNKRFGPYNEKQFHEQKDAFKIKVPFQSIDAYIKEQKKTVSIIL"
     gene            complement(3878770..3879531)
                     /locus_tag="BA_4237"
                     /old_locus_tag="BA4237"
                     /db_xref="Pathema:BA_4237"
     CDS             complement(3878770..3879531)
                     /locus_tag="BA_4237"
                     /old_locus_tag="BA4237"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP27958.1"
                     /db_xref="Pathema:BA_4237"
                     /translation="MKAWKSIFVLCSFLLMLSGCFHQEEKKVEPKKKESIPETKEYGG
                     RELKKVGQKVKETGWGTFKLEQIHSVNQTFEVAPMKIHVQDVKVISLSQMSKDAKNTL
                     KVYTALTPEEVKRRLGDKVSQEDAELYASLSGTEISDTIRYVEITYKVENSGNKNMQF
                     FSMNDVVINDKQHFKVATQNFLYDEDTLVGTKNVSREDYKPGETREGIIGLILDDGKE
                     KVKDIKFTTDNAVAGDAEAQDVVKEPQTFNISLSE"
     gene            complement(3879570..3880298)
                     /locus_tag="BA_4238"
                     /old_locus_tag="BA4238"
                     /db_xref="Pathema:BA_4238"
     CDS             complement(3879570..3880298)
                     /locus_tag="BA_4238"
                     /old_locus_tag="BA4238"
                     /note="identified by similarity to GP:18144335"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27959.1"
                     /db_xref="Pathema:BA_4238"
                     /translation="MPFTFAHPAAVLPFAKKHSKHISVTALILGSMAPDFEYFLHFRP
                     YGVIGHTWLGFLYLNLPLVFLLAYIYHYILKKPFITHLPKPFAGYYTYAVDERWGLHT
                     GKEFFVFCYSALFGMLTHVVWDAFTHNTGYFVMKIPLLQIELRSIPLYKYMQHGSTCV
                     GLLLLLYVLWKYKDETGKDMIIASEKIKYWISVLVVAAIIFIVHAFVDPYFHIFQIGG
                     IIVSGLTSSFCGLFIVSIVYKAKD"
     gene            3880511..3881236
                     /locus_tag="BA_4239"
                     /old_locus_tag="BA4239"
                     /db_xref="Pathema:BA_4239"
     CDS             3880511..3881236
                     /locus_tag="BA_4239"
                     /old_locus_tag="BA4239"
                     /note="identified by similarity to OMNI:NTL01BH0316; match
                     to protein family HMM PF02463"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27960.1"
                     /db_xref="Pathema:BA_4239"
                     /translation="MIDVPFLQNVTLKKENIPSFSAYPYCLPAIRTLQSLAFHPNVTF
                     IIGENGTGKSTLLEGIAIALGFNAEGGTKNFRFSTNDSHSSLHEYLRISKSFNTPNDG
                     FFLRAESFYNVASYIDEIDAIKSYGGVSLHEQSHGESFFSLFMNRFSGQGLYILDEPE
                     AALSPMRQLSMLIRMHELAEQGSQFVIATHSPILMAYPESTIYSLTQERIHESTLEET
                     EHYQTTKLFFENRDRLFHHLFDS"
     gene            complement(3881267..3882442)
                     /locus_tag="BA_4240"
                     /old_locus_tag="BA4240"
                     /db_xref="Pathema:BA_4240"
     CDS             complement(3881267..3882442)
                     /locus_tag="BA_4240"
                     /old_locus_tag="BA4240"
                     /note="identified by match to protein family HMM PF00108;
                     match to protein family HMM PF02803; match to protein
                     family HMM TIGR01930"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyl-CoA acetyltransferase"
                     /protein_id="AAP27961.1"
                     /db_xref="Pathema:BA_4240"
                     /translation="MHNVVITAAVRSPIGTFGGALKNVTPVELAVPVLQEAVKRGGVE
                     PHEVDEVILGHCIQRTDEANTARTAALAAGFPDTVTGYTIQRQCSSGMQAIMSAAMQI
                     QLGVSEVVVAGGVEAMSSSPYALKQHRWGQRLQHGEIRDTVWEVLEDPIHHIMMGETA
                     ENLVEQYEITREEQDEVALRSHTLALKAIESGYFDDQIVPITIKERRKEVVFSKDEHP
                     RADITAEKLAGLKPAFRKDGSVTAGNASGLNDGSAVLVLMSEEKAKEKGLQPLARIVG
                     YSVAGVDPKIMGIGPAPAIRKGLEKVDWSLEDADLLEINEAFAAQYLAVEKELGLDRE
                     KVNVNGSGVGLGHPIGCTGARITVSLIHELKRRGLEKGIASLCVGGGIGVALFIEAL"
     gene            complement(3882582..3883067)
                     /locus_tag="BA_4241"
                     /old_locus_tag="BA4241"
                     /db_xref="Pathema:BA_4241"
     CDS             complement(3882582..3883067)
                     /locus_tag="BA_4241"
                     /old_locus_tag="BA4241"
                     /note="identified by similarity to OMNI:NTL01BH1896; match
                     to protein family HMM PF00293"
                     /codon_start=1
                     /transl_table=11
                     /product="mutT/nudix family protein"
                     /protein_id="AAP27962.1"
                     /db_xref="Pathema:BA_4241"
                     /translation="MIREGEERRVYILGYIEELRKVVGTRPLILVGSAIIILNDNQEV
                     LLQYRSDTYDWGVPGGAMELGETTEETARRELFEETGLNAKIMQFIGVLSGKEVYFQY
                     PNGDEIFNVIHLYQGHHVSGELRLDHEGLQLQYFPVDKLPNLNKTTEKILQKFLHALT
                     E"
     gene            complement(3883140..3883433)
                     /locus_tag="BA_4242"
                     /old_locus_tag="BA4242"
                     /db_xref="Pathema:BA_4242"
     CDS             complement(3883140..3883433)
                     /locus_tag="BA_4242"
                     /old_locus_tag="BA4242"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27963.1"
                     /db_xref="Pathema:BA_4242"
                     /translation="MYTLKIVSDREALYQFASYVRVVQGVEDVYVEVGEPLYEHPLMK
                     FYVHIKLEETYEQHKALQEIARLVELGRFTYVHYRNDEIEEAFEAVKYESFKK"
     gene            3883594..3884211
                     /locus_tag="BA_4243"
                     /old_locus_tag="BA4243"
                     /db_xref="Pathema:BA_4243"
     CDS             3883594..3884211
                     /locus_tag="BA_4243"
                     /old_locus_tag="BA4243"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27964.1"
                     /db_xref="Pathema:BA_4243"
                     /translation="MDPYVNICICITPGADISDDRVAKDLAVAESIWHPITFQIQEVI
                     VLNELFRFSDREISYKDSIQSQEKLASFFQTCVNEAPECDLYICYIGSDYFKETAVIA
                     CAYSLAKQQQLTGYIVLTNSAAPMKNIYTLAHEIGHILFTRRVHGKLTHADPHSPTGS
                     EHHPSPTNLMYPIVPRPENVHIQSLLTSEQKALSLQSSLLQRKKQ"
     gene            complement(3884227..3884391)
                     /locus_tag="BA_4244"
                     /old_locus_tag="BA4244"
                     /db_xref="Pathema:BA_4244"
     CDS             complement(3884227..3884391)
                     /locus_tag="BA_4244"
                     /old_locus_tag="BA4244"
                     /note="identified by similarity to GB:AAS42982.1"
                     /codon_start=1
                     /transl_table=11
                     /product="hlyC domain protein"
                     /protein_id="AAP27965.1"
                     /db_xref="Pathema:BA_4244"
                     /translation="MFFGLIGKGLLWICKKLFPKKYYIEIFRVIVFMFSCIFASVAAG
                     IWFIDWNILF"
     gene            complement(3884472..3885137)
                     /locus_tag="BA_4245"
                     /old_locus_tag="BA4245"
                     /db_xref="Pathema:BA_4245"
     CDS             complement(3884472..3885137)
                     /locus_tag="BA_4245"
                     /old_locus_tag="BA4245"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP27966.1"
                     /db_xref="Pathema:BA_4245"
                     /translation="MLSQESRDFLANTGTYLTAKGISEKDIESFLEDAELHLTEGEKR
                     GKNVEDIFGDSPKEYANQLVKEMQVDYKRNLGWLATAVMSILCYWTIPDLLFRNLNEP
                     YTISLIGLIGYPVILLLMIMGGILFLRGASFQRSMLKKGLLLFGAVILTYLPILIMFL
                     KGWYSFPLYELHQLGRYLIGGVMLLITTIVNVRSLGWIGLLVLGIPIFMIFMVEQIVR
                     VYF"
     gene            complement(3885160..3885921)
                     /locus_tag="BA_4246"
                     /old_locus_tag="BA4246"
                     /db_xref="Pathema:BA_4246"
     CDS             complement(3885160..3885921)
                     /locus_tag="BA_4246"
                     /old_locus_tag="BA4246"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP27967.1"
                     /db_xref="Pathema:BA_4246"
                     /translation="MKISKEGEKFLIDTKVYLITKGMKEEDVDAFLEDAELHLIEGEK
                     EGKTVSDIFGNSPKEYAEELAKEMEKDKGGSIKSILGMIIGIGGYWLLTNILFGNPNQ
                     QFTLTNVQLIGYPIVLIITIIGTIVAFRMSSFKSKLVEFGIIYVIVMIPILLLVLLMF
                     MNKWYGTPILQLSTMQTYILAVTIFLLLLIGEVYVLGWMGVLVLIVPLAIMFLFKDLE
                     ERNVFWGIAKILLLYGSIYGLMRWSLKIEERKSVN"
     gene            complement(3885938..3886702)
                     /locus_tag="BA_4247"
                     /old_locus_tag="BA4247"
                     /db_xref="Pathema:BA_4247"
     CDS             complement(3885938..3886702)
                     /locus_tag="BA_4247"
                     /old_locus_tag="BA4247"
                     /note="identified by similarity to OMNI:NTL01BH0408"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP27968.1"
                     /db_xref="Pathema:BA_4247"
                     /translation="MLSNEARKFLLDMRLFLTAKSVKESDIESFIEDAELHLIEGESD
                     GKSVEEIFGSSPKEYANELVKVMERDRQETWKQIGFTVMNIVSFWIIASILIVNNGLL
                     QMSLIQCVGYSLSLILVAIGPNFLLRKMTFVTSFTKTWFAMWSLVIIAPMFLIGAVTI
                     LDVIYPTKMFIFTQMQSYILAGGIFIITVAINIYFNGWFKNLYLIIPLSIMLVFKTFT
                     SEDLVPMLFQIICLYGSLFILIFLEIMMKTNRRETV"
     gene            complement(3886702..3887034)
                     /locus_tag="BA_4248"
                     /old_locus_tag="BA4248"
                     /db_xref="Pathema:BA_4248"
     CDS             complement(3886702..3887034)
                     /locus_tag="BA_4248"
                     /old_locus_tag="BA4248"
                     /note="identified by similarity to GP:14994468; match to
                     protein family HMM PF03551"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, PadR family"
                     /protein_id="AAP27969.1"
                     /db_xref="Pathema:BA_4248"
                     /translation="MSTSQMLKGILEGCLLAIISEGEIYGYEMSEKLAKYGFTMASEG
                     SIYPLLIRMQKEGFITSVMKESPSGPKRKYYTLTEDGEDALDEFMDRWEAMQSSVERL
                     LEGKGKRR"
     gene            3887230..3888006
                     /locus_tag="BA_4249"
                     /old_locus_tag="BA4249"
                     /db_xref="Pathema:BA_4249"
     CDS             3887230..3888006
                     /locus_tag="BA_4249"
                     /old_locus_tag="BA4249"
                     /note="identified by match to protein family HMM PF00106;
                     match to protein family HMM TIGR01963"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, short-chain
                     dehydrogenase/reductase family"
                     /protein_id="AAP27970.1"
                     /db_xref="Pathema:BA_4249"
                     /translation="MVTNRVVFLTGAASGIGYEMGNTFAKEGAKVVITDRLEERAKEA
                     AEQLQKEGFQAIGLKCDVTSEEEIEASISQTVNHFGSLDILINNAGMQHVSPIEDFPT
                     EKFELLIKIMQIAPFIAIKHAFPIMKKQKYGRIINVASINGLVGFAGKAAYNSAKHGV
                     IGLTKVAALEGATHGITVNALCPGYVDTPLVRNQLQDLATTRNVPLENVLEDVIYPLV
                     PQKRLLQVQEIADYAMFLASEKAKGITGQAVVIDGGYTAQ"
     gene            complement(3888037..3888198)
                     /locus_tag="BA_4250"
                     /old_locus_tag="BA4250"
                     /db_xref="Pathema:BA_4250"
     CDS             complement(3888037..3888198)
                     /locus_tag="BA_4250"
                     /old_locus_tag="BA4250"
                     /note="identified by similarity to GP:14994481"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27971.1"
                     /db_xref="Pathema:BA_4250"
                     /translation="MEEWIKMIGNVGFPIVVTLYLLHRIESKLDGVIVAIEKLPRQLL
                     KYDDPRDKK"
     gene            complement(3888273..3889328)
                     /gene="mtnA"
                     /locus_tag="BA_4251"
                     /old_locus_tag="BA4251"
                     /db_xref="Pathema:BA_4251"
     CDS             complement(3888273..3889328)
                     /gene="mtnA"
                     /locus_tag="BA_4251"
                     /old_locus_tag="BA4251"
                     /EC_number="5.3.1.23"
                     /note="identified by match to protein family HMM PF01008;
                     match to protein family HMM TIGR00512; match to protein
                     family HMM TIGR00524"
                     /codon_start=1
                     /transl_table=11
                     /product="S-methyl-5-thioribose-1-phosphate isomerase"
                     /protein_id="AAP27972.1"
                     /db_xref="Pathema:BA_4251"
                     /translation="MSTVVRIPRSVSWKGDAIAVLNQTKLPHSTEYKTLTTIEEVWKS
                     IVMLEVRGAPAIGIVAAFGLALASKKYTTLHIEEFQKKFNRDCNYLGTSRPTAVNLFW
                     AIDRMRESIQEITTIKEAQKILEEEALRIQQEDEAVCRSIGEHALTCFKDGDNILTIC
                     NAGSIATARYGTALAPFYIGKEKGVRLHAYACETRPVLQGGRLTTWELKQAGIDVTLI
                     TDNTAAHAIQTKEISAIIVGADRIVANGDTANKIGTMNLAILAKYFDIPFYVAAPLST
                     FDITKQTGAEIVIEERDETEVTKIFGKQVAPVGTTVYNPAFDVTPNELITGIITEKGI
                     IRGDYKREIASLFKKTS"
     gene            complement(3889325..3890506)
                     /locus_tag="BA_4252"
                     /old_locus_tag="BA4252"
                     /db_xref="Pathema:BA_4252"
     CDS             complement(3889325..3890506)
                     /locus_tag="BA_4252"
                     /old_locus_tag="BA4252"
                     /note="identified by similarity to GP:12003429; match to
                     protein family HMM TIGR01767"
                     /codon_start=1
                     /transl_table=11
                     /product="putative 5-methylthioribose kinase"
                     /protein_id="AAP27973.1"
                     /db_xref="Pathema:BA_4252"
                     /translation="MGYYSLTEVTAVQYAKEHGYFEKKANVVCHEIGDGNLNYVFKLD
                     DGEKSIIIKQALPYAKVVGESWPLSIKRATIESKALQIFAKYVPEYVPVVYSHDEELA
                     VTVIEDLSRLTITRKGLIDGEEYPLLSQHIGRFLANVLFYTSDFGLQSEEKRVLEGTF
                     VNPDLCKITEDLVFTDPFGHYDTNDYEPELQLTIDELWSDKTLKLKVAQYKYKFLTRK
                     EALIHGDLHTGSIFSSPSETKVIDPEFATYGPFGFDIGQFIANLLLNALSREEEQRGV
                     LFFHIEKTWSYFVETFTKLWIGEGVEAYTKEKQWLPIILQNIFTDAVGFAGCELIRRT
                     IGLAHVADLDEITNKETRIQAKKQALSLGKELIKYESKNADIQLFRTLFQQTVSGGIK
                     A"
     gene            complement(3890811..3891590)
                     /locus_tag="BA_4253"
                     /old_locus_tag="BA4253"
                     /db_xref="Pathema:BA_4253"
     CDS             complement(3890811..3891590)
                     /locus_tag="BA_4253"
                     /old_locus_tag="BA4253"
                     /note="identified by match to protein family HMM PF00795"
                     /codon_start=1
                     /transl_table=11
                     /product="hydrolase, carbon-nitrogen family"
                     /protein_id="AAP27974.1"
                     /db_xref="Pathema:BA_4253"
                     /translation="MKVACIQMDIFFGDVEKNIENAKNKISEAMKERPDVIVLPELWT
                     TGYDLTRLSEIADRDGLETKEKLIEWSKQYGVHIVGGSIAKQTEQGVTNTMYVVTNKG
                     ELVNEYSKVHLFQLMDEHKYLIAGNSTGEFKLDDVECAGTICYDIRFPEWMRVHTAKG
                     AKVLFVVAEWPLVRLAHWRLLLQARAVENQCYVVACNRAGKDPNNEFAGHSLIVDPWG
                     EVVVEANEEESILFGELTFEKIEEVRKGIPVFADRRPELYK"
     gene            3891688..3892866
                     /locus_tag="BA_4254"
                     /old_locus_tag="BA4254"
                     /db_xref="Pathema:BA_4254"
     CDS             3891688..3892866
                     /locus_tag="BA_4254"
                     /old_locus_tag="BA4254"
                     /note="identified by match to protein family HMM PF00155;
                     match to protein family HMM PF00202"
                     /codon_start=1
                     /transl_table=11
                     /product="aminotransferase, class I/II"
                     /protein_id="AAP27975.1"
                     /db_xref="Pathema:BA_4254"
                     /translation="MKLFQPSEIVTSLPTQFFASLVAKVNKVVAAGHDVINLGQGNPD
                     QPTPQHIVKALQDAAEKTIHHKYPPFRGHESLKEAVATFYQREYDVVVNPKTEVAILF
                     GGKAGLVELPVCFTNPGDTILVPDPGYPDYLSGVALAKAQFETMPLIAENNFLPDYTK
                     IDDSIAERAKLMFLNYPNNPTGATASKDFFDETIHFANKHNILVVHDFAYGAIGFDGQ
                     KPVSFLQADGAKDTGIEIYTLSKTFNMAGWRIAFAVGNESVIETINLLQDHMYVSIFG
                     AIQDAAREALLSSQSCVIDLVNSYESRRNALISACHSIGWNVDIPTGSFFAWLPVPEG
                     YTSEQFSDILLEKAHVAVAPGVGFGEHGEGYVRVGLLHTEDRLREAINRIDKLNFFKK
                     "
     gene            3893103..3894347
                     /gene="mtnW"
                     /locus_tag="BA_4255"
                     /old_locus_tag="BA4255"
                     /db_xref="Pathema:BA_4255"
     CDS             3893103..3894347
                     /gene="mtnW"
                     /locus_tag="BA_4255"
                     /old_locus_tag="BA4255"
                     /EC_number="5.3.2.-"
                     /note="identified by match to protein family HMM PF00016;
                     match to protein family HMM TIGR03332"
                     /codon_start=1
                     /transl_table=11
                     /product="2,3-diketo-5-methylthiopentyl-1-phosphate
                     enolase"
                     /protein_id="AAP27976.1"
                     /db_xref="Pathema:BA_4255"
                     /translation="MSGIIATYLIHDDSHNLEKKAEQIALGLTIGSWTHLPHLLQEQL
                     KQHKGNVLHVEELAEHEHTNSYLRKKVKRGIIKIEYPLLNFSPDLPAILTTTFGKLSL
                     DGEVKLIDLTFSDELKKHFPGPKFGIDGIRNLLQVHDRPLLMSIFKGMIGRNIGYLKT
                     QLRDQAIGGVDIVKDDEILFENALTPLTNRIVSGKEVLQSVYETYGHKTLYAVNVTGR
                     TFDLKENAKRAVQAGADILLFNVFAYGLDVLQSLAEDDEIPVPIMAHPAVSGAYSASK
                     LYGISSPLLLGKLLRYAGADFSLFPSPYGSVALEKEEALAISKYLTEDDVFFKKSFSV
                     PSAGIHPGFVPFIIRDFGKDVVINAGGGIHGHPNGAQGGGKAFRTAIDATLQNKPLHE
                     VDDINLHSALQIWGNPSHEVKL"
     gene            3894344..3895003
                     /gene="mtnX"
                     /locus_tag="BA_4256"
                     /old_locus_tag="BA4256"
                     /db_xref="Pathema:BA_4256"
     CDS             3894344..3895003
                     /gene="mtnX"
                     /locus_tag="BA_4256"
                     /old_locus_tag="BA4256"
                     /EC_number="3.1.3.-"
                     /note="identified by match to protein family HMM
                     TIGR01488; match to protein family HMM TIGR01489; match to
                     protein family HMM TIGR03333"
                     /codon_start=1
                     /transl_table=11
                     /product="2-hydroxy-3-keto-5-methylthiopentenyl-1-
                     phosphate phosphatase"
                     /protein_id="AAP27977.1"
                     /db_xref="Pathema:BA_4256"
                     /translation="MSIQVFCDFDGTITNNDNIMSIMEKFAPPEAEEVKNRILSQELS
                     IQEGVSQLFQLIPTNLHDEIIQFLIETAEIRNGFHEFIQFVNENNISFYVISGGMDFF
                     VYPLLQGLIPKEQIYCNETDFSNEYITVNWPHPCDRLCQNHCGLCKSSLIRKLSDTND
                     FHIVIGDSITDLQAAKQADKVFARDFLITKCEENHISYTPFETFHDVKTELKHLLEVK
                     L"
     gene            3895000..3895638
                     /locus_tag="BA_4257"
                     /old_locus_tag="BA4257"
                     /db_xref="Pathema:BA_4257"
     CDS             3895000..3895638
                     /locus_tag="BA_4257"
                     /old_locus_tag="BA4257"
                     /note="identified by match to protein family HMM PF00596;
                     match to protein family HMM TIGR03328"
                     /codon_start=1
                     /transl_table=11
                     /product="class II aldolase/adducin domain protein"
                     /protein_id="AAP27978.1"
                     /db_xref="Pathema:BA_4257"
                     /translation="MKQLFRQWYDLSEIKKELTTRNWFPATSGNISIKVSHEPLTFLI
                     TASGKDKTKTTPDDFLLVDHLGVPVLETELRPSAETILHTHIYNNTNAGCVLHVHTTD
                     NNVITNLYSDAVTLQNQEIIKALDIWEEGATIHIPIIENHAHIPTLGENFRKHIQGDS
                     GAVLIRNHGITVWGRDSFDAKKRLEAYEFLFQFHIKLLSIQGGVSNGANSYS"
     gene            3895616..3896128
                     /locus_tag="BA_4258"
                     /old_locus_tag="BA4258"
                     /db_xref="Pathema:BA_4258"
     CDS             3895616..3896128
                     /locus_tag="BA_4258"
                     /old_locus_tag="BA4258"
                     /note="identified by similarity to PIR:A59159; match to
                     protein family HMM PF03079; match to protein family HMM
                     PF07883"
                     /codon_start=1
                     /transl_table=11
                     /product="putative 5-methylthio-3-oxo-1-penten-1,2-diol
                     dioxygenase"
                     /protein_id="AAP27979.1"
                     /db_xref="Pathema:BA_4258"
                     /translation="MAQIRIHEVNTRIENEVKVSKFLQEEGVLYEKWNISKLPPHLNE
                     NYSLTDENKAEILAVFSKEIADVSARRGYKAHDVISLSNSTPNLDELLINFQKEHHHT
                     DDEVRFIVSGHGIFAIEGKDGTFFDVELEPGDLISVPENARHYFTLQDDRQVVAIRIF
                     VTTEGWVPIY"
     gene            3896435..3896710
                     /locus_tag="BA_4259"
                     /old_locus_tag="BA4259"
                     /db_xref="Pathema:BA_4259"
     CDS             3896435..3896710
                     /locus_tag="BA_4259"
                     /old_locus_tag="BA4259"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27980.1"
                     /db_xref="Pathema:BA_4259"
                     /translation="MSLLIALILGVTCGALPIILGAIMEELEVGVLGFVASCVSALFF
                     GLFGAIPISILCAFYIIRHARTKQFGPNHIAQVIPFPIERCRRASSL"
     gene            complement(3896761..3897093)
                     /locus_tag="BA_4260"
                     /old_locus_tag="BA4260"
                     /db_xref="Pathema:BA_4260"
     CDS             complement(3896761..3897093)
                     /locus_tag="BA_4260"
                     /old_locus_tag="BA4260"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27981.1"
                     /db_xref="Pathema:BA_4260"
                     /translation="MDLQKFDEMIDAVQRATCVQINEKQIEAFKQKYDFEPKFEYGRD
                     EKGHYVIRTSKKMLEEMEFYLALKYDRDGVDLYMQAEIDGICHVSLSYSEDALHLQEL
                     FQFLEENK"
     gene            complement(3897095..3897975)
                     /locus_tag="BA_4261"
                     /old_locus_tag="BA4261"
                     /note="2-hydroxy-3-oxopropionate reductase, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_4261"
     gene            complement(3898238..3898339)
                     /locus_tag="BA_4262"
                     /old_locus_tag="BA4262"
                     /db_xref="Pathema:BA_4262"
     CDS             complement(3898238..3898339)
                     /locus_tag="BA_4262"
                     /old_locus_tag="BA4262"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27982.1"
                     /db_xref="Pathema:BA_4262"
                     /translation="MKVHNKYNEDRYIICRVYGVTYYLIPHYLAVKA"
     gene            complement(3898401..3899693)
                     /locus_tag="BA_4263"
                     /old_locus_tag="BA4263"
                     /db_xref="Pathema:BA_4263"
     CDS             complement(3898401..3899693)
                     /locus_tag="BA_4263"
                     /old_locus_tag="BA4263"
                     /note="identified by match to protein family HMM PF00990;
                     match to protein family HMM TIGR00254"
                     /codon_start=1
                     /transl_table=11
                     /product="putative sensory box/GGDEF family protein"
                     /protein_id="AAP27983.1"
                     /db_xref="Pathema:BA_4263"
                     /translation="MNILHFLLENTVFQNVLQDLQLNVLYIENGCTHQQTIENIHPKC
                     MFIANSFEEGEVLFQRTKPHIVIMYVTDFSQIKYIKNMYNPQSTFIVIWDQQITSEFA
                     EVLTLGIRNIVIAPVTPQMVLEEVNKSLYQLSLVRQVSLQQELLQTMFDFRNDLLFIV
                     EDDEIVDCNTNFLEFFGYENLFAYREQHLVFAEHLIRENGYYSTTHDITWLDDTLSYD
                     RRIKMSNYEGEVSTFLLRATPLPEDLSRFIVKCTEITELDEIYQEQERLAMIDSLTEI
                     YNRLKFQQILEAEWDNAMRNNENIALILFDIDNFKAVNDTYGHDFGDLALIELAELMK
                     SKVEQQHVFARWGGEEFIILVTNTVEKEAFQVAESLRFFIETKQFSGISKLTASFGVA
                     LYEKGITREELMQRADIALYEAKKNGKNQVCVYRKEKK"
     gene            3900026..3900643
                     /locus_tag="BA_4264"
                     /old_locus_tag="BA4264"
                     /db_xref="Pathema:BA_4264"
     CDS             3900026..3900643
                     /locus_tag="BA_4264"
                     /old_locus_tag="BA4264"
                     /note="identified by match to protein family HMM PF00881"
                     /codon_start=1
                     /transl_table=11
                     /product="nitroreductase family protein"
                     /protein_id="AAP27984.1"
                     /db_xref="Pathema:BA_4264"
                     /translation="MTNDNFFNVLYERTSTRAFNPEKEISSAELHEILKGAAQAPSAW
                     NLQHWKFLVFQGEDVQKRLHPIAYNQQQILDASAVVAILGDLEAYKNVEPVYGPIVEQ
                     GFMKEEAKERLAKNIESAYAREQFPRDTAFSNASLAAMQLMLAAKATGWDTCAIGGFN
                     PQALSEEFNVSSRYVPIMLITIGESTLKGHPAPRMSVEQVSEWAK"
     gene            3900929..3901147
                     /locus_tag="BA_4265"
                     /old_locus_tag="BA4265"
                     /db_xref="Pathema:BA_4265"
     CDS             3900929..3901147
                     /locus_tag="BA_4265"
                     /old_locus_tag="BA4265"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27985.1"
                     /db_xref="Pathema:BA_4265"
                     /translation="MSSYGSFIALLCYIVTVLLLYFIGDAANISVLQFPKEEAFQLES
                     EKHTVRSIVPLLLALPVYIIVLYKSKKV"
     gene            3901344..3901706
                     /locus_tag="BA_4266"
                     /old_locus_tag="BA4266"
                     /db_xref="Pathema:BA_4266"
     CDS             3901344..3901706
                     /locus_tag="BA_4266"
                     /old_locus_tag="BA4266"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27986.1"
                     /db_xref="Pathema:BA_4266"
                     /translation="MFGSFGCCDNFRDCHHHERERDHREKEREVKPQQPAVCNVLASI
                     SVGTELSLLSVKGVGSFNNVIFEGFCNGVALFSALARNNNDKDNKDNNKDDKHNQNRN
                     TFTGILRVCPTDIVAIAI"
     gene            complement(3901804..3903516)
                     /gene="ptsI"
                     /locus_tag="BA_4267"
                     /old_locus_tag="BA4267"
                     /db_xref="Pathema:BA_4267"
     CDS             complement(3901804..3903516)
                     /gene="ptsI"
                     /locus_tag="BA_4267"
                     /old_locus_tag="BA4267"
                     /EC_number="2.7.3.9"
                     /note="identified by similarity to SP:P08838; match to
                     protein family HMM PF00391; match to protein family HMM
                     PF02896; match to protein family HMM PF05524; match to
                     protein family HMM TIGR01417"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphoenolpyruvate-protein phosphotransferase"
                     /protein_id="AAP27987.1"
                     /db_xref="Pathema:BA_4267"
                     /translation="MTLNIQGIAASSGIAIAKAFRLENPEFNIEQKSITNEAAEIARL
                     EAALEKAKTELEAIKDHAFAELGADKAAIFEAHLLVLNDPELVNPVKDKVNSEKVNAE
                     FAMDEVASMFISMFENMDNEYMKERAADIRDVTKRVLAHLLGINFSNPGTNSEEVIII
                     AEDLTPSDTAQLNRKYAKGFTTDIGGRTSHSAIMARSMEIPAVVGTKVVMEKIQNGDI
                     VIIDGLDGEVIVNPSEETLRSFEEKKAKFEEQKAEWAKLKDQATVTSDGHHVELVANI
                     GTLNDVQGIIDNGGEGVGLYRTEFLYMGRDNLPTEEEQFEAYKAVLEGVKEGQPVVVR
                     TLDIGGDKELPYLHLPKEMNPFLGYRAIRLCLDEQDVFRTQLRALLRASVYGNLKIMF
                     PMIATLDEFRQAKAILLEEKAKLVEVGTTVSDSIEVGMMVEIPASAVLADQFAKEVDF
                     FSIGTNDLIQYTMAADRMNEQVSYLYQPYNLSILRLVKMVIDAAHKEGKWAGMCGEMA
                     GDSLAIPLLLGLGLDEFSMSATSILPARTQLSKLSKAEMETLAEKALMMSTAEEVVEL
                     VKSI"
     gene            complement(3903516..3903779)
                     /gene="ptsH1"
                     /locus_tag="BA_4268"
                     /old_locus_tag="BA4268"
                     /db_xref="Pathema:BA_4268"
     CDS             complement(3903516..3903779)
                     /gene="ptsH1"
                     /locus_tag="BA_4268"
                     /old_locus_tag="BA4268"
                     /note="identified by match to protein family HMM PF00381;
                     match to protein family HMM TIGR01003"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphocarrier protein HPr"
                     /protein_id="AAP27988.1"
                     /db_xref="Pathema:BA_4268"
                     /translation="MEKIFKVTSDSGIHARPATLLVNTASKFGSDINLEYNGKNVNLK
                     SIMGVMSLGIQQNAEIKITANGDDAAQALAAIEETMKNEGLGE"
     gene            complement(3903914..3905977)
                     /gene="ptsG"
                     /locus_tag="BA_4269"
                     /old_locus_tag="BA4269"
                     /db_xref="Pathema:BA_4269"
     CDS             complement(3903914..3905977)
                     /gene="ptsG"
                     /locus_tag="BA_4269"
                     /old_locus_tag="BA4269"
                     /EC_number="2.7.1.69"
                     /note="identified by similarity to OMNI:NTL01BS01390;
                     match to protein family HMM PF00358; match to protein
                     family HMM PF00367; match to protein family HMM PF02378;
                     match to protein family HMM TIGR00826; match to protein
                     family HMM TIGR00830; match to protein family HMM
                     TIGR02002"
                     /codon_start=1
                     /transl_table=11
                     /product="PTS system, glucose-specific, IIABC component"
                     /protein_id="AAP27989.1"
                     /db_xref="Pathema:BA_4269"
                     /translation="MFKKIFGVLQKVGKALMLPVAILPAAGILLGFGNAFQNPQLTNV
                     IPALKADWFVMVAKIMEQSGDIIFANLALLFAVGVAIGLAGGDGVAGLAAFVGYLIMN
                     KTMSVFLEVDKLVKVTSSGADPVKIGFTDPAYANVLGIPTLQTGVFGGIIVGIVAAYC
                     YNKYFNIELPSYLGFFAGKRFVPIATATFSLVVGIIMCFVWPYIQGGLNTFSHQMIDA
                     NRTLAAFIFGLIERSLIPFGLHHIFYSPFWFEFGQYTNAAGELIRGDQKIFMAQLKDG
                     VELTAGTFTTGKYPFMMFGLPAAALAMYHEARPENKKLAAGILGSAALTSFLTGITEP
                     LEFSFLFVAPVLFGIHAVFAGLSFMTMQILGVKIGMTFSGGLIDFMLFGVLPGRTAWW
                     WVIVVGLVLAVIYYFGFRFAIRKWNLKTPGREVANANDGAGKAEAGELPREVLVALGG
                     KENIASLDACITRLRVQVNEQKNVNKDRLKELGAAGVLEVGNNIQAIFGPKSDTLKSQ
                     IHDIMSGRTPHVEKEEPVKVEEALQKVDANETIVSPIEGKILPITEVPDQVFSGKMMG
                     DGFAIEPTEGTVVSPVNGEIVNVFPTKHAIGIQSEGGKEILIHFGIDTVKLNGEGFEA
                     LVAQGDKVKQGQPLLKVDLAFVKENAPSIITPIVFTNLQQGQQVELKKDGNVKKGENA
                     IIDIQ"
     gene            complement(3906316..3907164)
                     /gene="glcT"
                     /locus_tag="BA_4270"
                     /old_locus_tag="BA4270"
                     /db_xref="Pathema:BA_4270"
     CDS             complement(3906316..3907164)
                     /gene="glcT"
                     /locus_tag="BA_4270"
                     /old_locus_tag="BA4270"
                     /note="identified by similarity to GP:2154723; match to
                     protein family HMM PF00874; match to protein family HMM
                     PF03123"
                     /codon_start=1
                     /transl_table=11
                     /product="transcription antiterminator GlcT"
                     /protein_id="AAP27990.1"
                     /db_xref="Pathema:BA_4270"
                     /translation="MSNYLEIKKVLNNNVIIASHPEHEEVVVIGKGIGFGKKAKDVLG
                     QEQIEKMFVLKNERDREQYKLLVPHVSEKLIELMNDIMFYIQEKAKSPLNEHIHIALT
                     DHISFAIKRLKQGLTIDNPFLVETKMLYPEEYEIAEGVVDLLNSRLQITLPEGEIGFI
                     ALHIYSSLTNSDLSSVNQNSRLIAQLVSLIETNLQITLDQESIHYLRLIRHLQYAIER
                     VKKGEKVEESQSFAELLRAEYPVCYNLAWKLVKVMQKELQLPVYEAESIYLTMHLQRL
                     VKAEHV"
     gene            3907330..3908136
                     /locus_tag="BA_4271"
                     /old_locus_tag="BA4271"
                     /db_xref="Pathema:BA_4271"
     CDS             3907330..3908136
                     /locus_tag="BA_4271"
                     /old_locus_tag="BA4271"
                     /note="identified by match to protein family HMM PF05116;
                     match to protein family HMM PF08282; match to protein
                     family HMM TIGR00099; match to protein family HMM
                     TIGR01484"
                     /codon_start=1
                     /transl_table=11
                     /product="hydrolase, haloacid dehalogenase-like family"
                     /protein_id="AAP27991.1"
                     /db_xref="Pathema:BA_4271"
                     /translation="MIKMFVSDIDGTMMQHGGIIDEQDVAALRSLAEQNVILCFASGR
                     LDNEIADLMKAVNTNFHRISVNGVFVYTDENKQLLSATFDSSILPELLDMTNEDPYFR
                     YVSDEHNYYIEEKTPFIHELEKQVTMTSVEEPNLLQKIDDTIFPNKISVGGTKESLQL
                     LQKKIDEKFHGKVSTFISAEQCLDVMPPNISKGSAISVLLKEFQLQPEEVACIGDSYN
                     DIPMFSLTPHSFAMAQADDAVKEHAHYVVNTVKDAVNHVIAHNKNTTHSL"
     gene            complement(3908207..3908938)
                     /locus_tag="BA_4272"
                     /old_locus_tag="BA4272"
                     /db_xref="Pathema:BA_4272"
     CDS             complement(3908207..3908938)
                     /locus_tag="BA_4272"
                     /old_locus_tag="BA4272"
                     /note="identified by similarity to OMNI:NTL01BH0420; match
                     to protein family HMM PF00392; match to protein family HMM
                     PF07702"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, GntR family"
                     /protein_id="AAP27992.1"
                     /db_xref="Pathema:BA_4272"
                     /translation="MNIDKYSPFPIYYQIQEWVKQLIEDGEWKPGDKIPSENELCDKF
                     EVSRMTIRQAINNLVEQGYLYRKRGIGTFVQLPKVEQKLQGMTGFTEDMISRGMNPSS
                     QLLSFRLVPATAKIADRLRIQEGESVYEVRRIRLADDEPIAFETTYLSPALVKDINEE
                     ILQQSLYEHLEKKLGFKLVSATQSIEASIATDNEAEHLHIPKKAPVLVMRQWSYSEGE
                     VPLEYVKCIYRGDRYKFITNIARNK"
     gene            complement(3908868..3909656)
                     /gene="nagB"
                     /locus_tag="BA_4273"
                     /old_locus_tag="BA4273"
                     /db_xref="Pathema:BA_4273"
     CDS             complement(3908868..3909656)
                     /gene="nagB"
                     /locus_tag="BA_4273"
                     /old_locus_tag="BA4273"
                     /EC_number="3.5.99.6"
                     /note="identified by match to protein family HMM PF01182;
                     match to protein family HMM TIGR00502"
                     /codon_start=1
                     /transl_table=11
                     /product="glucosamine-6-phosphate deaminase"
                     /protein_id="AAP27993.1"
                     /db_xref="Pathema:BA_4273"
                     /translation="MNILVVKTPEELAEAGYKLIEEVVKTKENPTLGMATGSSPLGIY
                     AEMRKNKLDTSRVTTVNLDEYVNLPHEDKNSYHYFMQEQLFDHLPFKQTYVPNGMASD
                     LEEECKRYEGILAANPVDLQILGIGENGHIGFNEPGTPFNSPTNIVELTESTRQANLR
                     FFEKEEDVPTHAITMGIGSIMKAKQILLVAMGSKKAEAVKELLQGAYSEACPATVLQR
                     HPNVTVIADQEALSLCSEAIADEHRQVFTISDLLSDSRVGETAN"
     gene            complement(3909661..3910803)
                     /gene="nagA"
                     /locus_tag="BA_4274"
                     /old_locus_tag="BA4274"
                     /db_xref="Pathema:BA_4274"
     CDS             complement(3909661..3910803)
                     /gene="nagA"
                     /locus_tag="BA_4274"
                     /old_locus_tag="BA4274"
                     /EC_number="3.5.1.25"
                     /note="identified by match to protein family HMM PF01979;
                     match to protein family HMM PF07969; match to protein
                     family HMM TIGR00221"
                     /codon_start=1
                     /transl_table=11
                     /product="N-acetylglucosamine-6-phosphate deacetylase"
                     /protein_id="AAP27994.1"
                     /db_xref="Pathema:BA_4274"
                     /translation="MKTQVVINAKIYTGQEVVENGFIRYAETIKEIGLMAQYVSQENE
                     TVLDAAGKIVIPGMIDVHIHGGYDIDAMDANSDGLVTLGKEMLKEGVTTYFPTTMTQA
                     PEAIEAALHAAKEAKEKGAHFEYIHLEGPYVSKKRAGAQPLEHIVPANIEQFKQWQEA
                     SGNLIKLVTYAPEEEGALEFEQYLAETGVVGTMGHTDAIDAQLKNRNITHATHLYNQM
                     RGLHHREPGVVGHVLLNPDVMVEVITDGIHIHPDMVKLAYKLKGPKKVSVITDAMRAK
                     GLEDGLYELGGQPVHVKDGSARLEDGTLAGSILKMDQAFRNVIEFTGCSIEDAVLMTS
                     VNQAEEFGLNNKGALAVGKDADFVVMNEDLHVYDTVRLGIHMKEGK"
     gene            complement(3911012..3911914)
                     /locus_tag="BA_4275"
                     /old_locus_tag="BA4275"
                     /db_xref="Pathema:BA_4275"
     CDS             complement(3911012..3911914)
                     /locus_tag="BA_4275"
                     /old_locus_tag="BA4275"
                     /note="identified by similarity to SP:P39695; match to
                     protein family HMM PF00753"
                     /codon_start=1
                     /transl_table=11
                     /product="metallo-beta-lactamase family protein"
                     /protein_id="AAP27995.1"
                     /db_xref="Pathema:BA_4275"
                     /translation="MRGIRSILLLVSVLLCFSLNSASAKRYMMSIHTASPLHMQRQHF
                     GKMKVSFLKVGQGDATLITLPNGQTMLIDGGPYEAGEVIIQKLIEKGINHLDAIVSTH
                     PDMDHIGGLIPIVEQMPVSLILDSGKTYSSLTYHTYRNNIKKRGIPFISVKEGQYIPL
                     DPHVSIQVLNNGKSKDENNESSIVLKVRYGKADFLLMGDADVRTETEILKQFDVHADV
                     LKVGHHGSYTSTSERFIKKVEPQFAILSYGSRNPYGHPHQSVVRRLKRRGIMMYGTNR
                     RTVEMETDGEHIIIGSSGLMPLLK"
     gene            complement(3911993..3912565)
                     /gene="scpB"
                     /locus_tag="BA_4276"
                     /old_locus_tag="BA4276"
                     /db_xref="Pathema:BA_4276"
     CDS             complement(3911993..3912565)
                     /gene="scpB"
                     /locus_tag="BA_4276"
                     /old_locus_tag="BA4276"
                     /note="identified by similarity to EGAD:15088; match to
                     protein family HMM PF04079; match to protein family HMM
                     TIGR00281"
                     /codon_start=1
                     /transl_table=11
                     /product="segregation and condensation protein B"
                     /protein_id="AAP27996.2"
                     /db_xref="Pathema:BA_4276"
                     /translation="MDRTEQKSIIEGLLFVSGDEGIYPEQIAKVLEIEGNEVIDILEE
                     MQKECEGAHRGLQIVQYAKVYRFATKKEHASYYQKLIEIPTAASLSQAALETLAIVAY
                     RQPITRTEMEEIRGVKTDKALQTLVSHLLIKEMGRAEGPGRPILYGTTKEFLDTFGLK
                     TLDDLPPLSEENEQMNEADLFFGSLQEISK"
     gene            complement(3912484..3912672)
                     /locus_tag="BA_4277"
                     /old_locus_tag="BA4277"
                     /db_xref="Pathema:BA_4277"
     CDS             complement(3912484..3912672)
                     /locus_tag="BA_4277"
                     /old_locus_tag="BA4277"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP27997.1"
                     /db_xref="Pathema:BA_4277"
                     /translation="MYRLEQEKNIEPNALIVIRFFDVYFYGENRRKEFVKWIEQNKNQ
                     LLKGFYLFLVMKGFILNK"
     gene            complement(3912723..3913466)
                     /gene="scpA"
                     /locus_tag="BA_4278"
                     /old_locus_tag="BA4278"
                     /db_xref="Pathema:BA_4278"
     CDS             complement(3912723..3913466)
                     /gene="scpA"
                     /locus_tag="BA_4278"
                     /old_locus_tag="BA4278"
                     /note="identified by similarity to EGAD:14314; match to
                     protein family HMM PF02616"
                     /codon_start=1
                     /transl_table=11
                     /product="segregation and condensation protein A"
                     /protein_id="AAP27998.1"
                     /db_xref="Pathema:BA_4278"
                     /translation="MQYNFKVEAFEGPLDLLLHLIHRYEIDIYNIPVAEITEQYLSYV
                     HTMKELQLDVASEYLVMAATLLQIKSKMLLPKHEEDVLDNGDDFIDDPRQELMERLIE
                     YKKYKQVATELKEREQERAQLYTRPPIDFTSLQQEEETNLPLDVTLYDMLAAFQKLMR
                     RKKAEKPVTTRITRQEIPIEQRMTDILKQLEIQGGRQSFYDLFVDDEREIMVVTFLAV
                     LELMKNQQIIIEQEHNFDEIFVSSYTKSA"
     gene            3913636..3913731
                     /locus_tag="BA_4279"
                     /old_locus_tag="BA4279"
                     /db_xref="Pathema:BA_4279"
     CDS             3913636..3913731
                     /locus_tag="BA_4279"
                     /old_locus_tag="BA4279"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by match to protein family HMM
                     PF09680; match to protein family HMM TIGR01732"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP27999.1"
                     /db_xref="Pathema:BA_4279"
                     /translation="MGHVDCGFSGGFALLVVLFILLIIVGAACFC"
     gene            3913830..3914348
                     /locus_tag="BA_4280"
                     /old_locus_tag="BA4280"
                     /db_xref="Pathema:BA_4280"
     CDS             3913830..3914348
                     /locus_tag="BA_4280"
                     /old_locus_tag="BA4280"
                     /note="identified by similarity to EGAD:12647; match to
                     protein family HMM PF03745"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28000.1"
                     /db_xref="Pathema:BA_4280"
                     /translation="MYPTEYIQFLIHFHGDYDYFECHEILEGYWKTKPRGNRDNYLVG
                     LIQIAVSLYHHRRSNWNGAEKMMKSAITILEKNSAHLLRLGINEAQLLFLLKDKLQSI
                     QKKEGFTPLFLPLSDIALEKQCIELCEKQNLPWKDVNAISNEYIVHKHTLRDRTEVIA
                     ERNEQLQKRKQR"
     gene            complement(3914369..3914737)
                     /gene="ribT"
                     /locus_tag="BA_4281"
                     /old_locus_tag="BA4281"
                     /db_xref="Pathema:BA_4281"
     CDS             complement(3914369..3914737)
                     /gene="ribT"
                     /locus_tag="BA_4281"
                     /old_locus_tag="BA4281"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="ribT protein"
                     /protein_id="AAP28001.1"
                     /db_xref="Pathema:BA_4281"
                     /translation="MLIRFKKSYEKIAMGLLSFMPTEKDVKTLQLTMKDYEAKDDWQL
                     YLWKQNEDFVGIMGIVKKENQVLEIQHLSVNPSHRHMGIGTKMVQELKSKFLEFTICG
                     NEQTASFCKKCTGLEQNIHS"
     gene            complement(3914806..3915021)
                     /locus_tag="BA_4282"
                     /old_locus_tag="BA4282"
                     /db_xref="Pathema:BA_4282"
     CDS             complement(3914806..3915021)
                     /locus_tag="BA_4282"
                     /old_locus_tag="BA4282"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28002.1"
                     /db_xref="Pathema:BA_4282"
                     /translation="MNLLEFICSNVMNSEVIMSGGCFFLLSYNSVSSCIYLEKLVMKR
                     IFDFLLFTLYDYQVVLSSSHSVENIVK"
     gene            complement(3915206..3915643)
                     /locus_tag="BA_4283"
                     /old_locus_tag="BA4283"
                     /db_xref="Pathema:BA_4283"
     CDS             complement(3915206..3915643)
                     /locus_tag="BA_4283"
                     /old_locus_tag="BA4283"
                     /note="identified by similarity to SP:P35137; match to
                     protein family HMM PF00160"
                     /codon_start=1
                     /transl_table=11
                     /product="peptidyl-prolyl cis-trans isomerase,
                     cyclophilin-type"
                     /protein_id="AAP28003.1"
                     /db_xref="Pathema:BA_4283"
                     /translation="MKTLGYILMENGEKIDLEFFPEEAPKTVENFKKLAEQGFYDGVT
                     FHRVIPGFVSQGGDPTGTGAGGPGYSIPCETDGNPHRHLVGSLSMAHAGRNTGGSQFF
                     IVHEPQPHLDGVHTVFGKATSGIETVLNMRQGDVMKEVKVWEE"
     gene            3915831..3916697
                     /locus_tag="BA_4284"
                     /old_locus_tag="BA4284"
                     /db_xref="Pathema:BA_4284"
     CDS             3915831..3916697
                     /locus_tag="BA_4284"
                     /old_locus_tag="BA4284"
                     /note="identified by similarity to EGAD:12362; match to
                     protein family HMM PF06207"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28004.1"
                     /db_xref="Pathema:BA_4284"
                     /translation="MKTKLLALLLAVAVFMMPTASFADIIEGESIVTLGENLSEQQKQ
                     DLLKEMKAPKDATIITVSNAEEHKFLEGIVPKAQIGTRAISSSMITYTKPGSGLIVRS
                     KNINSITDAMYTNALITAGVKDAEIQITAPFKVSGTAALTGLMKAYETTSNKAIPEEV
                     KKVANEEMVQTSQLGDKIGEEKAVQLVAKIKEEIAKEQPQTTEDLRSLIKKIADQLGI
                     TLTDEQLDNLVALFDKMKNLNIDWNQVGSQLNKAKEHVSAFLGSEEGQSFLDKVKDFF
                     SSIIDFVKSLFK"
     gene            complement(3916728..3917513)
                     /locus_tag="BA_4285"
                     /old_locus_tag="BA4285"
                     /db_xref="Pathema:BA_4285"
     CDS             complement(3916728..3917513)
                     /locus_tag="BA_4285"
                     /old_locus_tag="BA4285"
                     /note="identified by match to protein family HMM PF05116;
                     match to protein family HMM PF08282; match to protein
                     family HMM TIGR00099; match to protein family HMM
                     TIGR01484"
                     /codon_start=1
                     /transl_table=11
                     /product="HAD-superfamily hydrolase, subfamily IIB"
                     /protein_id="AAP28005.1"
                     /db_xref="Pathema:BA_4285"
                     /translation="MIKLFVSDLDDTLVYNVNDMQKEDERAICWLAEKGTNICFASGR
                     FTHRIDEVVNRFAFPYYTTSLNGATMLLPDGKIFHESSFEDGVAQEIYRYIHKKGLAD
                     IVCANEQRYTKRKNEHHHTFETYMGVHIAEIEALEEEFGKTVHPAKLFVFGEEETIEA
                     LDQELRYTFQSEAEVFMSGKRYVDIMPRGVSKGSALRRLMEHLQIEANEVACIGDSFN
                     DISMFEVTLHSFTLHHAHPYVKEKANHIVRSVEEAIMKLPLLA"
     gene            complement(3917628..3919100)
                     /gene="spoVAF"
                     /locus_tag="BA_4286"
                     /old_locus_tag="BA4286"
                     /db_xref="Pathema:BA_4286"
     CDS             complement(3917628..3919100)
                     /gene="spoVAF"
                     /locus_tag="BA_4286"
                     /old_locus_tag="BA4286"
                     /note="identified by match to protein family HMM PF03323"
                     /codon_start=1
                     /transl_table=11
                     /product="stage V sporulation protein AF"
                     /protein_id="AAP28006.1"
                     /db_xref="Pathema:BA_4286"
                     /translation="MTKPKKIDIPISTFISDNENYLKQTAGLGVTFDVGIRKFQILNK
                     EIAVLFVNGLCDTNYIIPILEEAVDTNEIRDVEEDTVKLLENRLIHQQVSKVKTMDEV
                     MVQALSGLIVIFVEGETEAFAIDVRSYPGRTPTEPDTEKVVRGARDGFVENIVVNTAL
                     IRRRIRDPRLRNEIIRVGDRSQTDICITYVQDVANPDLVKIIKQELNNIDVDGITMAD
                     KTVEEFVVKQSYNPFPLIRYTERPDVAANHLLEGHVLVLVDTSPSAMITPTTYFHHLQ
                     HAEEFRQNPAVGTFLRWVRFLGVLFSLFLLPFWLVFVFDPTLLPENLAFIGPTKMTHL
                     PILLQVIMAEVGLEFLRMAAIHTPTPLSSAAGLISAILIGQIAIDVGLFVPEVILYVA
                     VSMIGAYATPSYELGLGNKVGKLFVIILTGLFHEMGFVIGMTILILFLTSIKSLQTPY
                     LWPFLPFDWGALTKILLRPTMSSLKVRPSIVRPQNVKRQK"
     gene            complement(3919087..3920012)
                     /locus_tag="BA_4287"
                     /old_locus_tag="BA4287"
                     /note="stage V sporulation protein AE, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_4287"
     gene            complement(3920016..3921032)
                     /locus_tag="BA_4288"
                     /old_locus_tag="BA4288"
                     /db_xref="Pathema:BA_4288"
     CDS             complement(3920016..3921032)
                     /locus_tag="BA_4288"
                     /old_locus_tag="BA4288"
                     /note="identified by match to protein family HMM PF07451;
                     match to protein family HMM TIGR02845"
                     /codon_start=1
                     /transl_table=11
                     /product="stage V sporulation protein AD family protein"
                     /protein_id="AAP28007.1"
                     /db_xref="Pathema:BA_4288"
                     /translation="MRLTGKQTWVFQNDIYVNATGTAVGPKEAEGPLGKEFDISYDDL
                     HCGERNWELAERRLMSDSIQQVMQKANVETSQIDFFLAGDLLNQTVTANYVARKWGIP
                     FLGMFSACATSMETLAVGSAFIDGGFANRVLATVSSHNATAERQFRYPTEYGGQKPGT
                     ANSTVTGAGSILISKEKSAIKITAATIGKVQDLGIANPLDMGSAMAPAAAHTIQQHFE
                     DLKRSANDYDLIVTGDLSAIGTPIAKQLLLEEGYDIGHIYNDCGLMIYDSGQEEVFAG
                     GSGCACSAVVTYGHLLSEMQKGNLQRIFVVATGALLSPMMMQQKETIPTIAHGVVFER
                     VKGE"
     gene            complement(3921046..3921504)
                     /locus_tag="BA_4289"
                     /old_locus_tag="BA4289"
                     /db_xref="Pathema:BA_4289"
     CDS             complement(3921046..3921504)
                     /locus_tag="BA_4289"
                     /old_locus_tag="BA4289"
                     /note="identified by match to protein family HMM PF03862;
                     match to protein family HMM TIGR02838"
                     /codon_start=1
                     /transl_table=11
                     /product="SpoVA family protein"
                     /protein_id="AAP28008.1"
                     /db_xref="Pathema:BA_4289"
                     /translation="MTGRKLKDDYVNKVKEYHPKPNYFINCVKAFFVGGLICTIGEVL
                     MKFYIHYFHFSEQEAGNPTVATLVLLSAILTGCGVYDKIGQFAGAGSAVPVTGFANSM
                     ASAALEHKSEGIVLGVATNMFKLAGSVIVFGVVGAYIIGLIRYTFKIFMS"
     gene            complement(3921519..3921935)
                     /gene="spoVAB"
                     /locus_tag="BA_4290"
                     /old_locus_tag="BA4290"
                     /db_xref="Pathema:BA_4290"
     CDS             complement(3921519..3921935)
                     /gene="spoVAB"
                     /locus_tag="BA_4290"
                     /old_locus_tag="BA4290"
                     /codon_start=1
                     /transl_table=11
                     /product="stage V sporulation protein AB"
                     /protein_id="AAP28009.1"
                     /db_xref="Pathema:BA_4290"
                     /translation="MIESGFVILIALAGGIAVGSGYVAFLAVLGIIPRLAQLTRSGKH
                     IQYFEWAVIAGTLTGAWCSLKNITFQTSQYWLVILGIFCGTFIGMLAAALTEVLNVLP
                     ILAKRVGVEGKIVVLLIALVLGKVIGSLFHWIYFVK"
     gene            complement(3921928..3922554)
                     /gene="spoVAA"
                     /locus_tag="BA_4291"
                     /old_locus_tag="BA4291"
                     /db_xref="Pathema:BA_4291"
     CDS             complement(3921928..3922554)
                     /gene="spoVAA"
                     /locus_tag="BA_4291"
                     /old_locus_tag="BA4291"
                     /codon_start=1
                     /transl_table=11
                     /product="stage V sporulation protein AA"
                     /protein_id="AAP28010.1"
                     /db_xref="Pathema:BA_4291"
                     /translation="MELEQTIYIKMRNRLKVSPTYEVKLGDVAQLAGDAVVVESLQDE
                     VIYKITARDKTHVVIDVMKIIEIIRQKAAHIQINLLGSGQTLVEIIYEKKKVHPIFFG
                     LVWLLLFIGAALAIIYFHEDVSMQQVHQRLYYMITGEFKAQPLLFQIPYSLGLGLGMV
                     LFFNHVFQKRINEEPSPLEVEMFQYQQSLDQYVIVHENKDNMKQLTDD"
     gene            complement(3922663..3922761)
                     /locus_tag="BA_4292"
                     /old_locus_tag="BA4292"
                     /db_xref="Pathema:BA_4292"
     CDS             complement(3922663..3922761)
                     /locus_tag="BA_4292"
                     /old_locus_tag="BA4292"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28011.1"
                     /db_xref="Pathema:BA_4292"
                     /translation="MSGSAIMMMVIGIVVIWGGLALSIANLFKKKA"
     gene            complement(3922761..3924287)
                     /locus_tag="BA_4293"
                     /old_locus_tag="BA4293"
                     /db_xref="Pathema:BA_4293"
     CDS             complement(3922761..3924287)
                     /locus_tag="BA_4293"
                     /old_locus_tag="BA4293"
                     /note="identified by similarity to OMNI:HI0736; match to
                     protein family HMM PF00209"
                     /codon_start=1
                     /transl_table=11
                     /product="sodium-dependent symporter family protein"
                     /protein_id="AAP28012.1"
                     /db_xref="Pathema:BA_4293"
                     /translation="METRQQWGTRAEFIFAAVGSAVGLGNIWRFPYTAYENGGGAFFL
                     PYLFALLTTGISLLAFEFALGHRHRGSAPLTFFRIHPRAEFIGWWQMCVTFIVSTYYA
                     VIIAWSISYTYFAITGAWGKDTESFLFKEYLHVADKPGQFGGLVPEVLIPLALVWIIV
                     LGVAFKGVKKGIEVVNRIFIPLLVVMFLIIVVRAVTMEGAMQGLDAFFKPDWSRIFDG
                     KVWLAAYGQIFFSLSLAFGIMITYSSYLPKNSDTTNNAFITGFANSGFELLAGIGVFA
                     ALGFMANNMGVPVDKVASAGVGLAFVVFPQIINELPMSPLFGVLFFLSLTVAGITSLI
                     SLAEVCFAAVSEKFSLSRQKTIGIMGTLLVLVSLVFATRGGLMFLDVVDYFANNFGLI
                     TIALVEVVTIGLILRRLPVYQNHANFVSDIKLGTFWRVSLLVITPLMLGYMLIDGTIQ
                     NIKKNYGGYPTEFVVTYGWSIAAAFLIVALIISLKKWNAQIHSDSAKLEKEWKDRGVS
                     "
     gene            complement(3924425..3925183)
                     /gene="sigF"
                     /locus_tag="BA_4294"
                     /old_locus_tag="BA4294"
                     /db_xref="Pathema:BA_4294"
     CDS             complement(3924425..3925183)
                     /gene="sigF"
                     /locus_tag="BA_4294"
                     /old_locus_tag="BA4294"
                     /note="identified by similarity to EGAD:14227; match to
                     protein family HMM PF04539; match to protein family HMM
                     PF04542; match to protein family HMM PF04545; match to
                     protein family HMM PF08281; match to protein family HMM
                     TIGR02885; match to protein family HMM TIGR02937; match to
                     protein family HMM TIGR02980"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA polymerase sigma-F factor"
                     /protein_id="AAP28013.1"
                     /db_xref="Pathema:BA_4294"
                     /translation="MDIEVKNEKKKPQLKDHELKALIQKSQDGDQQARDTIVQSNMRL
                     VWSVVQRFLNRGYEPDDLFQIGCIGLLKSVDKFDLSFDVKFSTYAVPMIIGEIQRFLR
                     DDGSVKVSRSLKETGNKIRKMRDELSKEFGRAPTINEVAEALELTPEEVVLAQEASRA
                     PSSIHETVYENDGDPITILDQIADQSETKWFDKIALKEAIRELDERERLIVYLRYYKD
                     QTQSEVAERIGISQVQVSRLEKKILKQMKDRIDE"
     gene            complement(3925196..3925636)
                     /gene="spoIIAB"
                     /locus_tag="BA_4295"
                     /old_locus_tag="BA4295"
                     /db_xref="Pathema:BA_4295"
     CDS             complement(3925196..3925636)
                     /gene="spoIIAB"
                     /locus_tag="BA_4295"
                     /old_locus_tag="BA4295"
                     /note="identified by similarity to EGAD:16881; match to
                     protein family HMM PF02518; match to protein family HMM
                     TIGR01925"
                     /codon_start=1
                     /transl_table=11
                     /product="anti-sigma F factor antagonist"
                     /protein_id="AAP28014.1"
                     /db_xref="Pathema:BA_4295"
                     /translation="MRNEMNLQFSALSQNESFARVTVAAFIAQLDPTMEELTEIKTVV
                     SEAVTNAIIHGYEGNAEGVVYISVILEEAMVKLTIRDEGIGIFNLDEARQPLFTTKPE
                     LERSGMGFTIMENFMDEVEVISNESFGTTIHLTKYLSNSNALCN"
     gene            complement(3925637..3925987)
                     /gene="spoIIAA"
                     /locus_tag="BA_4296"
                     /old_locus_tag="BA4296"
                     /db_xref="Pathema:BA_4296"
     CDS             complement(3925637..3925987)
                     /gene="spoIIAA"
                     /locus_tag="BA_4296"
                     /old_locus_tag="BA4296"
                     /note="identified by similarity to SP:P10727; match to
                     protein family HMM PF01740; match to protein family HMM
                     TIGR00377; match to protein family HMM TIGR02886"
                     /codon_start=1
                     /transl_table=11
                     /product="anti-sigma F factor antagonist"
                     /protein_id="AAP28015.1"
                     /db_xref="Pathema:BA_4296"
                     /translation="MSLSMQLEVKRDVLCVRLAGELDHHTAEELRTKVTDMIETHGVH
                     HIVLSLENLSFMDSSGLGVILGRYKHVKGLGGEMVVCAISPPVKRLFEMSGLFKIVRL
                     EESEAHALATLGVA"
     gene            complement(3926158..3927348)
                     /gene="dacF"
                     /locus_tag="BA_4297"
                     /old_locus_tag="BA4297"
                     /db_xref="Pathema:BA_4297"
     CDS             complement(3926158..3927348)
                     /gene="dacF"
                     /locus_tag="BA_4297"
                     /old_locus_tag="BA4297"
                     /EC_number="3.4.16.4"
                     /note="identified by similarity to SP:P38422; match to
                     protein family HMM PF00768; match to protein family HMM
                     PF07943"
                     /codon_start=1
                     /transl_table=11
                     /product="serine-type D-Ala-D-Ala carboxypeptidase DacF"
                     /protein_id="AAP28016.1"
                     /db_xref="Pathema:BA_4297"
                     /translation="MKRVFGILVCFMLLLSGTSVSFAQSEKTKQDKTEETTPKLAEQA
                     SSAIVIEQDTGKVLFDKNPNEKLPPASMTKIMTMLLIMEQVEKGKLKLTDKVRASEHA
                     ASMGGSQIFLEPGEEMTVNEMLKGIAIASGNDASVAVAEHIAGSEEGFVNMMNKKAKD
                     LGLKNTHFQNPTGLPAKDHYSTANDMAIMAKELMKYPLIRKYTGKYEDYLREDTDKKF
                     WLVNTNKLVRFYPGVDGVKTGFTTEAKYCLTASAEKNGMRVISVVMGAPTSKERNNQV
                     TKLLDYAFGQYMTKKLYTRGEKIKTVQVGKGKKEKVDLVASDNVSLLMKKGENMDKVK
                     QEVIAEKKVKAPIKKGDALGTLVIKKDKDVLLKQTIVAKEDVAAASWWELFKRSFGMF
                     STSK"
     gene            3927515..3927934
                     /locus_tag="BA_4298"
                     /old_locus_tag="BA4298"
                     /db_xref="Pathema:BA_4298"
     CDS             3927515..3927934
                     /locus_tag="BA_4298"
                     /old_locus_tag="BA4298"
                     /note="identified by similarity to OMNI:NTL01BS03040;
                     match to protein family HMM PF00392; match to protein
                     family HMM PF02082"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, GntR family"
                     /protein_id="AAP28017.1"
                     /db_xref="Pathema:BA_4298"
                     /translation="MHIQLDPRSNTPIWEQIVQNIKKLVLKNMLAPSDKLPSVRELAS
                     LLVINPNTVSKAYQELERQGIIETLRGKGTFVSQSITPTLDERKIGMVEKQFHQLLLE
                     ASYLGVTKDKIHDWIDSYYKEIGGNADVESDKLEEND"
     gene            3927900..3928781
                     /locus_tag="BA_4299"
                     /old_locus_tag="BA4299"
                     /db_xref="Pathema:BA_4299"
     CDS             3927900..3928781
                     /locus_tag="BA_4299"
                     /old_locus_tag="BA4299"
                     /note="identified by similarity to GP:16412269; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP28018.1"
                     /db_xref="Pathema:BA_4299"
                     /translation="MLKVTSLKKTIDSQTILDDVSFTLQRGSIIGLLGRNGAGKTTLL
                     RTMVGILDPDEGSVTYGDTDIHKNPETKQKIVYVPDSTNILNGYTVKEIVRFYKTVYT
                     AFDEVYFYELLERFNLPNKRIRSYSKGMKALLAIILAISTKAEYIILDEPTNGLDPIV
                     KRQILQFLVGEVAEKEITIFVSTHHLDEVEQIADTIIILKGHTISSITSLDDAKSRFA
                     KIQVAYERSLPQKLENLSNIKILNQTGKVYTILIEGNVATTLEKFYKEQPILIEELTM
                     SLEDIFITTFEEDSHVS"
     gene            3928771..3929859
                     /locus_tag="BA_4300"
                     /old_locus_tag="BA4300"
                     /db_xref="Pathema:BA_4300"
     CDS             3928771..3929859
                     /locus_tag="BA_4300"
                     /old_locus_tag="BA4300"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP28019.1"
                     /db_xref="Pathema:BA_4300"
                     /translation="MFHKALWMRQWKQGKYIILLFWLTSLYQLPYKYYQEAQMQLKLS
                     KMKFGDYTYYYSYYFQTSDGTVFFQGATLIALACLLIGWERNNQSNDFLFSMPFKRKD
                     IFLTKWWLGVFNIITVQIVCWISMYGIKNMSFHNEYQTFAPFYSYFLYATVVLIAIYT
                     FALFIGTITGHIFSQSILTIILLFLPYGFGLLISGFIYSHTQWSVDAMGEIEYHTHEY
                     LQHIGIISPLEYFSITYDYHPIETFDDYGNKLPSASQDNPTERISVPSPWTLLTPFSY
                     IITFLSIATFLYTRTPNEQSGKILLFPNLQKWFIICTVLCFGLLGGRILGGRDALLSY
                     YVGFFLFATISYFIFTRLLKLKFAFARK"
     gene            complement(3929957..3930475)
                     /locus_tag="BA_4301"
                     /old_locus_tag="BA4301"
                     /db_xref="Pathema:BA_4301"
     CDS             complement(3929957..3930475)
                     /locus_tag="BA_4301"
                     /old_locus_tag="BA4301"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28020.1"
                     /db_xref="Pathema:BA_4301"
                     /translation="MIGSFFCFHQFVDAATPLQVVQKELQHISNKQPVLYSKLWIRSM
                     QNAILFHHSDNIRHEDTISNVTKSSLVKVKQLPLQKASQYIPRLSQYISKFEAENVQV
                     YYVAARYEVKKENPYQLNGMNYFMQVFIQQGGEWRIAESIVAPTDQIVANGDGFGTKQ
                     EKEYGKRRENVK"
     gene            3930449..3930610
                     /locus_tag="BA_4302"
                     /old_locus_tag="BA4302"
                     /db_xref="Pathema:BA_4302"
     CDS             3930449..3930610
                     /locus_tag="BA_4302"
                     /old_locus_tag="BA4302"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28021.1"
                     /db_xref="Pathema:BA_4302"
                     /translation="MKAEKTSNHNEKRTNTFHNFSLRFFLIKVLEFQNVFIQKKKDRK
                     AFASYPHLL"
     gene            complement(3930605..3931057)
                     /locus_tag="BA_4303"
                     /old_locus_tag="BA4303"
                     /db_xref="Pathema:BA_4303"
     CDS             complement(3930605..3931057)
                     /locus_tag="BA_4303"
                     /old_locus_tag="BA4303"
                     /note="identified by similarity to GP:10640477; match to
                     protein family HMM PF01047"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, MarR family"
                     /protein_id="AAP28022.1"
                     /db_xref="Pathema:BA_4303"
                     /translation="MCKYDKKGTRLVNEKRETLILELSGSFRKMIRLLQNDINTRFAE
                     HMPYNEFSVLRALFLNSPQMASQIASEVNVTSSHITAVTDRLVRKGFVERKRSNSDRR
                     IVYLEITEHGREVTEKLEAVRKEYYKERFKGWSDQEIEMVLELFGRVL"
     gene            3931184..3931855
                     /locus_tag="BA_4304"
                     /old_locus_tag="BA4304"
                     /db_xref="Pathema:BA_4304"
     CDS             3931184..3931855
                     /locus_tag="BA_4304"
                     /old_locus_tag="BA4304"
                     /note="identified by match to protein family HMM PF04402"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28023.1"
                     /db_xref="Pathema:BA_4304"
                     /translation="MQGGMNPYLHNVRTANTGKEATITVQGEGIVKAKPNVVILTIGI
                     RTDSKNVKQAQEENAVQSKQLLDALKQLGIADKDIETISYTITPQYEYVNDKALLQGY
                     RVEHLYEITVLNVQKAGEVYDIAVSNGANVAKGLRFRISHPNKYYEQALIQALQQAVE
                     KARAIASTYNLNINPVPLSFVEESAQLPREVTSYATLHAQAAPPIQSGELEIISTIRA
                     IFTYL"
     gene            3931990..3933279
                     /locus_tag="BA_4305"
                     /old_locus_tag="BA4305"
                     /db_xref="Pathema:BA_4305"
     CDS             3931990..3933279
                     /locus_tag="BA_4305"
                     /old_locus_tag="BA4305"
                     /note="identified by similarity to OMNI:NTL01BH2033; match
                     to protein family HMM PF00860; match to protein family HMM
                     PF00916"
                     /codon_start=1
                     /transl_table=11
                     /product="xanthine/uracil permease family protein"
                     /protein_id="AAP28024.1"
                     /db_xref="Pathema:BA_4305"
                     /translation="MKGILERTFKLGLHETSPKQEVLAGVTSFFTIVYIMIVNASILS
                     DAGIPLEAGILATVFSSFVGCLLMAFWANAPAILVPGMGVNAFFTYTAVHTLGLTWQE
                     ALAAVFISGIIFAIAAFTPIARVLSVSIPKSLKEAITVGIGLFLAFIGLQKGGLVVSN
                     PNTAVAMGKLSNPVVLATVLTLIVALVLFIRNVRGNFLWTIAIGTGIAWLFGLVDTSQ
                     VGNSSFSFANYGDVFGAMSFGKLSSLPFWIATFSLSMVLIFENMGLLHGLLEDDRKFP
                     RAYQANAISAMTCGLFGTSPTVSTVESAAGITAGGKTGLTSIVTGLLFFASLFALPFV
                     KLIPDSAIAPILIIIGGLMITSIQQIPLNDFSEGFPAFLIIIMIPLTYSIADGIAFGF
                     IAYPILKVALGKRKEVAPSMYIITCLFLAMFVLHAIG"
     gene            complement(3933314..3934276)
                     /gene="corA"
                     /locus_tag="BA_4306"
                     /old_locus_tag="BA4306"
                     /db_xref="Pathema:BA_4306"
     CDS             complement(3933314..3934276)
                     /gene="corA"
                     /locus_tag="BA_4306"
                     /old_locus_tag="BA4306"
                     /note="identified by match to protein family HMM PF01544;
                     match to protein family HMM TIGR00383"
                     /codon_start=1
                     /transl_table=11
                     /product="magnesium and cobalt transport protein CorA"
                     /protein_id="AAP28025.1"
                     /db_xref="Pathema:BA_4306"
                     /translation="MGEIMIRICAITKADEVLYDVSLEETKKDHIVWYWLDLYKPTKE
                     EYTYILQDHFKFHPLAIEDCIEYVQRPKVDFYDGYNFLVLHAFGEDGLEPHEIDLFIS
                     DRYIVSFHFSHNNAIERVWKTLGEKKRIKNSPLHVAHTIIDQIVDDYFAPVYYIEDHL
                     NAIDDNLTGETAGSVLEEVFDIRADLSKLRRTIIPMRDLLYRILNSTRFYGISDHEIY
                     FKDIHDHLLKLTEMIEASRELTADIRDSYFSLNSHHMNNIMKTLTVFSTIFMPLTFIA
                     GVYGMNFEHMPELGGQYSYFICLLIMALIGGGMMVWFYKKGWFK"
     gene            complement(3934339..3935643)
                     /gene="pyn2"
                     /locus_tag="BA_4307"
                     /old_locus_tag="BA4307"
                     /db_xref="Pathema:BA_4307"
     CDS             complement(3934339..3935643)
                     /gene="pyn2"
                     /locus_tag="BA_4307"
                     /old_locus_tag="BA4307"
                     /EC_number="2.4.2.2"
                     /note="identified by similarity to SP:P77836; match to
                     protein family HMM PF00591; match to protein family HMM
                     PF02885; match to protein family HMM PF07831; match to
                     protein family HMM TIGR02644"
                     /codon_start=1
                     /transl_table=11
                     /product="pyrimidine-nucleoside phosphorylase"
                     /protein_id="AAP28026.1"
                     /db_xref="Pathema:BA_4307"
                     /translation="MRMVDLIAKKRDGHALTTEEINFIVEGYTNGDIPDYQVSSLAMA
                     IFFQDMNDQERADLTMAMVNSGDTIDLSAIEGVKVDKHSTGGVGDITTLVLGPLVAAL
                     GVPVAKMSGRGLGHTGGTIDKLEAVPGFHVEIENDEFMRLVNENKIAVIGQSGNLTPA
                     DKKLYALRDVTATVNSIPLIASSIMSKKIAAGADAIVLDVKTGAGAFMKTDEDAKRLA
                     EAMVRIGNNVGRNTMAVISDMSQPLGEAIGNALEVQEAIDTLQGKGPKDLEELCLTLG
                     SQMVYLAGQASSLEDAREKLIEVMNNGKALESFKTFLSAQGGDASVVDDPSKLPQAQF
                     KIEVEAKEDGYVSEIVADEIGTAAMLLGAGRATKESEIDLAVGLMLRKKVGDSVKKGE
                     SLVTIYANRENVEDVKAKIYENMKISKEHVDAPTLVHGIVTE"
     gene            complement(3935651..3936472)
                     /locus_tag="BA_4308"
                     /old_locus_tag="BA4308"
                     /db_xref="Pathema:BA_4308"
     CDS             complement(3935651..3936472)
                     /locus_tag="BA_4308"
                     /old_locus_tag="BA4308"
                     /EC_number="2.4.2.1"
                     /note="identified by match to protein family HMM PF00896;
                     match to protein family HMM TIGR01697; match to protein
                     family HMM TIGR01700"
                     /codon_start=1
                     /transl_table=11
                     /product="purine nucleoside phosphorylase"
                     /protein_id="AAP28027.1"
                     /db_xref="Pathema:BA_4308"
                     /translation="MNRELITKSASYLKEKFQETPQVGLILGSGLGVLADEIENAVTV
                     PYSEIPEFPVSTVEGHAGQLVFGTLQGVTVVAMQGRFHFYEGYDMQKVTFPVRVMKEL
                     GVETVVVTNAAGGVNTSFEPGDLMLISDHINFMGTNPLIGPNDSEMGVRFPDMSTSYT
                     VELREMAKQVAADLNIKVQEGVYVGMTGPVYETPAEIRMLRTLGGDAVGMSTVPEVIV
                     ARHAGMKVLGISCISNMAAGILDQPLHHDEVIETTERVKANFLALVKAIVKQMKG"
     gene            complement(3936485..3937669)
                     /gene="deoB"
                     /locus_tag="BA_4309"
                     /old_locus_tag="BA4309"
                     /db_xref="Pathema:BA_4309"
     CDS             complement(3936485..3937669)
                     /gene="deoB"
                     /locus_tag="BA_4309"
                     /old_locus_tag="BA4309"
                     /EC_number="5.4.2.7"
                     /note="identified by similarity to SP:P46353; match to
                     protein family HMM PF01676; match to protein family HMM
                     PF08342; match to protein family HMM TIGR01696"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphopentomutase"
                     /protein_id="AAP28028.1"
                     /db_xref="Pathema:BA_4309"
                     /translation="MNKYKRIFLVVMDSVGIGEAPDAEQFGDLGSDTIGHIAEHMNGL
                     HMPNMVKLGLGNIREMKGISKVEKPLGYYTKMQEKSTGKDTMTGHWEIMGLYIDTPFQ
                     VFPEGFPKELLDELEEKTGRKIIGNKPASGTEILDELGQEQMETGSLIVYTSADSVLQ
                     IAAHEEVVPLDELYKICKIARELTLDEKYMVGRVIARPFVGEPGNFTRTPNRHDYALK
                     PFGRTVMNELKDSDYDVIAIGKISDIYDGEGVTESLRTKSNMDGMDKVVDTLNMDFTG
                     LSFLNLVDFDALFGHRRDPQGYGEALQEYDARLPEVFEKLKEDDLLLITADHGNDPVH
                     HGTDHTREYVPLLAYSPSMKEGGQELPLRQTFADIGATVAENFGVKMPEYGTSFLNEL
                     KK"
     gene            complement(3938075..3938815)
                     /locus_tag="BA_4310"
                     /old_locus_tag="BA4310"
                     /db_xref="Pathema:BA_4310"
     CDS             complement(3938075..3938815)
                     /locus_tag="BA_4310"
                     /old_locus_tag="BA4310"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP28029.1"
                     /db_xref="Pathema:BA_4310"
                     /translation="MKKLIMTLFIAMLALAGCNTNKEEPKKEQKLEAVKVAVQTNPKE
                     IKPGEKTEVQALVTQGKEKVTDADDVKFEVWKAGDEKHEMLEGKHKGKGVYAVEKTFE
                     TDGVYHIIAHTNAREMHVMPEVKVAVGNAKVEDAKKENSDHGAGHGDHKSDTMIHLMA
                     GDIKANAESTMKVHLKQKEEALTGAEVQLEIWKDGVEKHEFIPAKEGNKGEYETKHTF
                     KENGSYKVKVHVKKGELHEHKEETVEVK"
     gene            complement(3938962..3939852)
                     /locus_tag="BA_4311"
                     /old_locus_tag="BA4311"
                     /db_xref="Pathema:BA_4311"
     CDS             complement(3938962..3939852)
                     /locus_tag="BA_4311"
                     /old_locus_tag="BA4311"
                     /note="identified by similarity to SP:P21891; match to
                     protein family HMM PF00589; match to protein family HMM
                     PF02899; match to protein family HMM TIGR02225"
                     /codon_start=1
                     /transl_table=11
                     /product="integrase/recombinase XerD"
                     /protein_id="AAP28030.1"
                     /db_xref="Pathema:BA_4311"
                     /translation="MEDQLKDFIHYMVVEKGLAKNTVVSYERDLKSYVKYLQKVEQAK
                     SFHEVTRLHIVNFLQHLKENGKSSKTLARHIASIRSFHQFLLRERAVEHDPSVHIETP
                     QGERKLPKVLSVDEVEALLQTPKMTSAFGVRDKAMLELLYATGLRVSELIALNLEDVH
                     LTMGFVRCVGKGNKERIIPLGSLATEAIQKYIEKGRRELMGKKVVDALFLNHHGNRLS
                     RQGFWKILKRLAKEANIEKELTPHTLRHSFATHLLENGADLRAVQEMLGHADISTTQI
                     YTHVSKTRLKDVYKQFHPRA"
     gene            complement(3939859..3940089)
                     /locus_tag="BA_4312"
                     /old_locus_tag="BA4312"
                     /db_xref="Pathema:BA_4312"
     CDS             complement(3939859..3940089)
                     /locus_tag="BA_4312"
                     /old_locus_tag="BA4312"
                     /note="identified by similarity to OMNI:NTL01BH1531"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28031.1"
                     /db_xref="Pathema:BA_4312"
                     /translation="MCRVLKLTFDGIKVFLLFTSCTILFYFAILWINEEYESYHRYEK
                     PKEETVEKVSGNEEPAKDAFVNRMMFFYENGE"
     gene            complement(3940193..3940648)
                     /locus_tag="BA_4313"
                     /old_locus_tag="BA4313"
                     /db_xref="Pathema:BA_4313"
     CDS             complement(3940193..3940648)
                     /locus_tag="BA_4313"
                     /old_locus_tag="BA4313"
                     /note="identified by match to protein family HMM PF01475"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, Fur family"
                     /protein_id="AAP28032.1"
                     /db_xref="Pathema:BA_4313"
                     /translation="MEERIERIKKQLHAASYKLTPQREATVRVLLENEEDHLSAEDVY
                     LLVKEKSPEIGLATVYRTLELLSELKVVDKINFGDGVSRYDLRQEGAQRFHHHLICTQ
                     CGAVQEIQEDLLGEVERKVEHDWSFKVKDHRLTFHGICKNCQENETDEK"
     gene            complement(3940755..3941402)
                     /gene="spoIIM"
                     /locus_tag="BA_4314"
                     /old_locus_tag="BA4314"
                     /db_xref="Pathema:BA_4314"
     CDS             complement(3940755..3941402)
                     /gene="spoIIM"
                     /locus_tag="BA_4314"
                     /old_locus_tag="BA4314"
                     /note="identified by similarity to EGAD:19956; match to
                     protein family HMM PF01944; match to protein family HMM
                     TIGR02831"
                     /codon_start=1
                     /transl_table=11
                     /product="stage II sporulation protein M"
                     /protein_id="AAP28033.1"
                     /db_xref="Pathema:BA_4314"
                     /translation="MWRKTWQDRVMSHIQENSSLYIFNAVLLLMGVIFGAILVNSLQL
                     NQKQDLSFYLQRFFGQVSKGEFAIAGEMFRESYFSQLKYIGFIWILGISIIGLPLIFI
                     LLFAKGVVVGFTVGFLVSQHGWNGLLLAFVSVLPQNLIIIPVFLVMTTIAASFSLRMI
                     RHQFIRKITEPLLPLLIRYTCFFLVIGAVLALASSVEAYASPVLMKEVVEAINKQ"
     gene            3941529..3942080
                     /locus_tag="BA_4315"
                     /old_locus_tag="BA4315"
                     /db_xref="Pathema:BA_4315"
     CDS             3941529..3942080
                     /locus_tag="BA_4315"
                     /old_locus_tag="BA4315"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP28034.1"
                     /db_xref="Pathema:BA_4315"
                     /translation="MKPLLLDFPTLFQTERLQVRKPFPGDGAEVYEAIQASLEDLVPW
                     MPINAETEESAEEIVRNAHGQFLLRETLDFHLYDKVSGTFIGAITLKPENWDIPKFSL
                     HFWLHSAYTKQGYMTEAVKGAIQFAFDKLSARRIEIRIDATNTNACKLAERLEFILEG
                     TMENDFIAPDGSLRDARVYAKIN"
     gene            complement(3942105..3942644)
                     /locus_tag="BA_4316"
                     /old_locus_tag="BA4316"
                     /db_xref="Pathema:BA_4316"
     CDS             complement(3942105..3942644)
                     /locus_tag="BA_4316"
                     /old_locus_tag="BA4316"
                     /note="identified by similarity to OMNI:EF2696; match to
                     protein family HMM PF00293"
                     /codon_start=1
                     /transl_table=11
                     /product="mutT/nudix family protein"
                     /protein_id="AAP28035.1"
                     /db_xref="Pathema:BA_4316"
                     /translation="MSNLAERTVKTEPIFDGRVIKVRVDDVVLPNGAMSKREIVNHPG
                     AVAIIAITDEGKIVLVEQYRKALEKAIIEIPAGKLEPGEKPEVTAVRELEEETGYVCE
                     NMELITSFYTSPGFADEILYVYKATGLTKKENKAALDEDEFVELMEVSLEEATTLMKD
                     LRIHDAKTMFAVQYLQLQK"
     gene            3942719..3942847
                     /locus_tag="BA_4317"
                     /old_locus_tag="BA4317"
                     /db_xref="Pathema:BA_4317"
     CDS             3942719..3942847
                     /locus_tag="BA_4317"
                     /old_locus_tag="BA4317"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28036.1"
                     /db_xref="Pathema:BA_4317"
                     /translation="MKVYILPNRVTLVGKAWQIRHKLKQYGKEYTTVQEWITASKK"
     gene            3942901..3943815
                     /gene="lolS"
                     /locus_tag="BA_4318"
                     /old_locus_tag="BA4318"
                     /db_xref="Pathema:BA_4318"
     CDS             3942901..3943815
                     /gene="lolS"
                     /locus_tag="BA_4318"
                     /old_locus_tag="BA4318"
                     /note="identified by similarity to OMNI:NTL01BS03971;
                     match to protein family HMM PF00248"
                     /codon_start=1
                     /transl_table=11
                     /product="lolS protein"
                     /protein_id="AAP28037.1"
                     /db_xref="Pathema:BA_4318"
                     /translation="MKKRQLGNSDLFVTEMGLGCMSLGTSEAEAMRIIDEAIDLGINF
                     FDTADLYDYGLNEEFVGKALKGKRDQIVLTTKVGNRWTEEKNGWSWDPSKNYIKAEVK
                     ESLRRLQTDYIDLYQLHGGTIEDPIDETIEAFEELKKEGIIRHYGISSIRPNVIREYA
                     KRSNIVSVLMEYSLLNRRPEEWFPLLNEHQISVIARGPLAKGILTDNNARKIERVKEK
                     DYLSYSYDELYGTLANVKELIVESSLTGTAIQYCLHNDTVAAVIPGASSIQQLRENVQ
                     ACKQTQLTTEEYIQLQQIAKCDTYALHR"
     gene            complement(3943845..3944672)
                     /locus_tag="BA_4319"
                     /old_locus_tag="BA4319"
                     /db_xref="Pathema:BA_4319"
     CDS             complement(3943845..3944672)
                     /locus_tag="BA_4319"
                     /old_locus_tag="BA4319"
                     /note="identified by match to protein family HMM PF00248"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, aldo/keto reductase family"
                     /protein_id="AAP28038.1"
                     /db_xref="Pathema:BA_4319"
                     /translation="MHIPTTTLHNGVKMPMIGLGVYKAKEGDEVKQAVKTALEVGYRS
                     IDTATVYENESGVGEAVRESGIPREDIFITTKVWNDDQGYEETLEAFEKSLKKLQMDY
                     VDLYLIHWPIRGKYVDTYRALEKLYEEGKVRAIGVSNFHKHHLELLLPNCKIKPMVNQ
                     VELHPMLTQFELRNFCQGEQIQMEAWSPLMRGGEVFQHPIIQAIATKYEKTPAQVILR
                     WDIQSGIVTIPKSVTPSRIQENFSIFDFSLTEEEMTEINTLNRNLHVGTNPDKYDTL"
     gene            complement(3944801..3945325)
                     /locus_tag="BA_4320"
                     /old_locus_tag="BA4320"
                     /db_xref="Pathema:BA_4320"
     CDS             complement(3944801..3945325)
                     /locus_tag="BA_4320"
                     /old_locus_tag="BA4320"
                     /note="identified by similarity to OMNI:EF0920; match to
                     protein family HMM PF04229"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28039.1"
                     /db_xref="Pathema:BA_4320"
                     /translation="MRKIVVVPHENHWGEKFQIEAERLKFAMPETVKIHHIGSTSVPG
                     LAAKPIIDMIMEVENIDRVDRWNERFIELGYIAKGENGIPRRRYFIHGTEEKRSYHLH
                     VFEKGDPEIVRHLAFRDYMMAHCEEAEAYATLKKELAEKYTYDGALYSEGKTEFVRNI
                     DEKAKKWIENSANE"
     gene            complement(3945395..3945634)
                     /locus_tag="BA_4321"
                     /old_locus_tag="BA4321"
                     /db_xref="Pathema:BA_4321"
     CDS             complement(3945395..3945634)
                     /locus_tag="BA_4321"
                     /old_locus_tag="BA4321"
                     /note="identified by similarity to EGAD:45910"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28040.1"
                     /db_xref="Pathema:BA_4321"
                     /translation="MQRQSQVNQPKKESLTLGDQLNDSLMQQLKDKKKELQVREEKKE
                     AAELERKRQEQKEREKNKSFEELLSESNLTWKDFK"
     gene            3945860..3947449
                     /locus_tag="BA_4322"
                     /old_locus_tag="BA4322"
                     /db_xref="Pathema:BA_4322"
     CDS             3945860..3947449
                     /locus_tag="BA_4322"
                     /old_locus_tag="BA4322"
                     /note="identified by match to protein family HMM PF00149;
                     match to protein family HMM PF02872"
                     /codon_start=1
                     /transl_table=11
                     /product="5'-nucleotidase family protein"
                     /protein_id="AAP28041.1"
                     /db_xref="Pathema:BA_4322"
                     /translation="MWKKIIPAVAVLSTITFSSVFAAPPSQTPAEQNRYIDVQILGIN
                     DFHGQLDTVKKINNKEAGGADYLATYLKERKKQNPNTLLVHAGDIVGASPPVSALLQD
                     EPTIEFLNDLKFDVGTIGNHEFDEGIEEMRRLIYGGYHEKTGNFKGADFPYVAANFYN
                     KSTGRLFLPPFTIKMVNGVPVGFIGVVTTDTPNVVMPTMLKNVEITDEVEAINKSAQQ
                     LKRLGVKSMVVLAHVGGTTDESGVTNGDLTRIANETDPEVDVIFGGHSHTYVNGTVNN
                     KLIVQANSYGTAFSDVDVTIDRKTKDIVKKKAEVVTTYHEGVEPDKQVKKKLDQYKEK
                     IAPLVNEVVGKSTAPIDRKQNDAGESTLGNLVADAQRQTMQTQIALMNPGGIRNDLDA
                     GDITWGELYGIQPFGNQLIKVDLTGQDIRDILNQQWQKGTTRMLQISGIQYTWDANKP
                     NGEKVTNIRLTSGEELSPSKTYSVVANAFLASGGDGFVSFKNGKNTETGPNDFEALVD
                     YVKQLKEPIQPIIDGRIQKIN"
     gene            complement(3947572..3948048)
                     /locus_tag="BA_4323"
                     /old_locus_tag="BA4323"
                     /db_xref="Pathema:BA_4323"
     CDS             complement(3947572..3948048)
                     /locus_tag="BA_4323"
                     /old_locus_tag="BA4323"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein, CopG family"
                     /protein_id="AAP28042.1"
                     /db_xref="Pathema:BA_4323"
                     /translation="MTIGEIIDCLNRRESIAIIAKRLEISPYTLSKKLRLIGYEYDGE
                     QKKRIFVGDGEEPRHLQLQEATALQYAKTDYQLLIYEQLQSIYELLRKREEVIVPIMN
                     ISTEKKKRTFSINKEILAKLDVISESKGIQKSKLVEEALQQFLQQYDFNNTSHFDN"
     gene            3948170..3949168
                     /locus_tag="BA_4324"
                     /old_locus_tag="BA4324"
                     /db_xref="Pathema:BA_4324"
     CDS             3948170..3949168
                     /locus_tag="BA_4324"
                     /old_locus_tag="BA4324"
                     /note="identified by similarity to EGAD:108340; match to
                     protein family HMM PF00561"
                     /codon_start=1
                     /transl_table=11
                     /product="putative hydrolase, alpha/beta fold family"
                     /protein_id="AAP28043.1"
                     /db_xref="Pathema:BA_4324"
                     /translation="MLFRSYTPQFYNENKQPIPNSIATMESVMINNRKQTLLIRGQNV
                     EQPILLCCHGGPGMAQIGFIRHFQKELEKHFIVINWDQRGAGKSFSTKDFGANFTIEQ
                     FISDAKEVIQYVLKKFSKQKLFLAGHSWGSIIGLNIAHQYPQYIEAYIGIGQIVHMKQ
                     NEELLYQHLIRSAKKHDHKKALASLLKLGKPPFLDTRRLIIQRKWLGTFGGAIQNGSS
                     FSFIRKGFFSPEYTLLDWFKFLAGNLKSGVLWEEMLTIDFFSSITSLSIPVYFCSGRY
                     DYQTPYALVQEYCDVIEAPIKKMIWFPNSAHSPDLEEPELFAHSLQSIKQELAFQH"
     gene            3949300..3950619
                     /locus_tag="BA_4325"
                     /old_locus_tag="BA4325"
                     /db_xref="Pathema:BA_4325"
     CDS             3949300..3950619
                     /locus_tag="BA_4325"
                     /old_locus_tag="BA4325"
                     /note="identified by match to protein family HMM PF03553;
                     match to protein family HMM PF03600; match to protein
                     family HMM PF06808"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP28044.1"
                     /db_xref="Pathema:BA_4325"
                     /translation="MNAVLVAVAVMLLLSLLRVQVIVAIIVGALTGGMIGGLGISETI
                     NTFTTGLGNSAPIALSYAMLGGFAISLSKTGLPDAMIQTALKWIDNEQDTKKQVYSKI
                     LILFIILTMACFSQNVIPVHIAFIPILIPALLKVLNELKVDRRLVTCIITFGLITPYM
                     WIPAGFGKIYHDVLQTNAAQSGLTFDVALIPKAMTIPAIGMIIGLCVAVFITYRKPRT
                     YETEQIHTTENEIVPYTKRSITFGLVSILATLTVQLATESMIFGALAGIIVLSVSGSL
                     PLKEADAILTSGMRMMSFIGFVMISAAGFGAVLRKTGHVESLVQTSAHIIGNNKPLAA
                     FLMLVIGLLVTMGIGSSFSTIPILTTIFVPLCIQLGFSPMATIAIIGTAGALGDAGSP
                     ASDSTLGPTSGLNADDQHHHIWDTCVPTFLHYNIPLLIFGFIAAITL"
     gene            complement(3950643..3951506)
                     /locus_tag="BA_4326"
                     /old_locus_tag="BA4326"
                     /db_xref="Pathema:BA_4326"
     CDS             complement(3950643..3951506)
                     /locus_tag="BA_4326"
                     /old_locus_tag="BA4326"
                     /note="identified by similarity to GP:10176351; match to
                     protein family HMM PF00356"
                     /codon_start=1
                     /transl_table=11
                     /product="putative sugar-binding transcriptional
                     regulator, LacI family"
                     /protein_id="AAP28045.1"
                     /db_xref="Pathema:BA_4326"
                     /translation="MATIRDVAKLAGVSVATVSRVMNEKGYVHEDTVKQVKEAIEELR
                     YRPNSAAKPLFKENSTIIALLVDNLYNPSNITLLHCIEEIAYKEGYQIIVCNIENKDR
                     CIHMLKENNVAGVILTRSVFKSIGEIPLPFVVIDEKKSHVNYYESGQRAVSLLKEKGC
                     HFLAYFGEGEDSEEMENRISGFLDAVWEGGISYREVCVQGYTNKQFITLLRNNPYIDG
                     IVTESDKVTFELIQAAKNLNIRIPDKLKIIGLNGSIDSEWIGSSFMKIESCIEENGEI
                     ALQQLKEKIKK"
     gene            complement(3951606..3952088)
                     /locus_tag="BA_4327"
                     /old_locus_tag="BA4327"
                     /db_xref="Pathema:BA_4327"
     CDS             complement(3951606..3952088)
                     /locus_tag="BA_4327"
                     /old_locus_tag="BA4327"
                     /note="identified by similarity to GP:15025551; match to
                     protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP28046.1"
                     /db_xref="Pathema:BA_4327"
                     /translation="MVHIQEITPAMKETIRMFMCENWGSSLMVSRGKGHQLEELPGFV
                     ALLEDRIIGIITYEVIGNMCEIVSLDSFEERKGIGTKLVDCVLKVAEEEQCRQIWLIT
                     TNDNMNALRFYQKRNFVMTHLYVNAVEKARKIKKEIPRIGYDNIPILHEIQLEYRLMK
                     "
     gene            3952170..3953093
                     /locus_tag="BA_4328"
                     /old_locus_tag="BA4328"
                     /db_xref="Pathema:BA_4328"
     CDS             3952170..3953093
                     /locus_tag="BA_4328"
                     /old_locus_tag="BA4328"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28047.1"
                     /db_xref="Pathema:BA_4328"
                     /translation="MKRFFAALFTILGAITALGIFFTNKVMYLKKKTEEEVLERETKK
                     HFRIEDFDALHKEEIHIPSQFGYDLHGYYIPADHSNKFMIFCHGVTVNKMNSVKYARL
                     FLNRGYNVVIYDHRRHGKTGGKTTSYGYYEKHDLKSVVDWLKSRFGTNITLGIHGESM
                     GAATLLQYAGLVEDGADFYIADCPFSDFYGQLQHRLKVEFHLPKWPLLPLANAFLKVR
                     DGYTIREVSPIDCIKNINNPVLFIHSKDDDYILADMTKALYEAKENNKQLYIAEHGAH
                     ACSYNENKEEYEAAVDQFLNSYVKETKNRLA"
     gene            complement(3953104..3953349)
                     /locus_tag="BA_4329"
                     /old_locus_tag="BA4329"
                     /db_xref="Pathema:BA_4329"
     CDS             complement(3953104..3953349)
                     /locus_tag="BA_4329"
                     /old_locus_tag="BA4329"
                     /note="identified by similarity to EGAD:45908"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28048.1"
                     /db_xref="Pathema:BA_4329"
                     /translation="MDKQLRTLRNIANERTWASFLNDNHPYSLLHWSIAGVGQESKDV
                     WLLQDEVTFQTTEFPTLDDAMQWISENMEQVTDVLAQ"
     gene            3953429..3953695
                     /locus_tag="BA_4330"
                     /old_locus_tag="BA4330"
                     /db_xref="Pathema:BA_4330"
     CDS             3953429..3953695
                     /locus_tag="BA_4330"
                     /old_locus_tag="BA4330"
                     /note="identified by similarity to GP:17429935; match to
                     protein family HMM PF09360"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28049.1"
                     /db_xref="Pathema:BA_4330"
                     /translation="MSSTSLDYMMKLSVWEGGIALAKVQIKVNDNGSFRVTGDVELVD
                     SQGNVFPAKPAFSLCRCGLSKNMPYCDASHKGKFESVVRAPEAE"
     gene            3954341..3955453
                     /gene="ribD"
                     /locus_tag="BA_4331"
                     /old_locus_tag="BA4331"
                     /db_xref="Pathema:BA_4331"
     CDS             3954341..3955453
                     /gene="ribD"
                     /locus_tag="BA_4331"
                     /old_locus_tag="BA4331"
                     /EC_number="3.5.4.26"
                     /EC_number="1.1.1.193"
                     /note="identified by similarity to SP:P17618; match to
                     protein family HMM PF00383; match to protein family HMM
                     PF01872; match to protein family HMM TIGR00227; match to
                     protein family HMM TIGR00326"
                     /codon_start=1
                     /transl_table=11
                     /product="riboflavin biosynthesis protein RibD"
                     /protein_id="AAP28050.1"
                     /db_xref="Pathema:BA_4331"
                     /translation="MTDQEYMRIALQLAEGTCGQTSPNPMVGAVVVKDGNIVGMGAHL
                     RAGEEHAEVHALHMAGDKAKGATVYVTLEPCSHFGKTPPCCELLIKKEVKRVVIATLD
                     CNPLVSGNGKRKLEEAGIEVTTGVLEAEAVLLNRYFFHYMKTKRPFVTIKTAMSLDGK
                     TATVTGESKWITGEKARADVHQYRHTHDAILVGVNTVIADNPHLTTRIPNGGQNPIRV
                     ILDTHLRTPPSSHVITDSLAPTWIIVGTDVNQEKIASYESKNIAIFQMKTKQIEIQDV
                     LHLLGEKQILSLFVEGGQTVHASFLQTKYFNEIVTYISPKLIGGSKAPTLFGGNGFST
                     LQDALSLEIQEMKQIGDDIKIVAHARNEVTKCLQEL"
     gene            3955435..3956079
                     /gene="ribE"
                     /locus_tag="BA_4332"
                     /old_locus_tag="BA4332"
                     /db_xref="Pathema:BA_4332"
     CDS             3955435..3956079
                     /gene="ribE"
                     /locus_tag="BA_4332"
                     /old_locus_tag="BA4332"
                     /EC_number="2.5.1.9"
                     /note="identified by similarity to SP:P16440; match to
                     protein family HMM PF00677; match to protein family HMM
                     TIGR00187"
                     /codon_start=1
                     /transl_table=11
                     /product="riboflavin synthase, alpha subunit"
                     /protein_id="AAP28051.1"
                     /db_xref="Pathema:BA_4332"
                     /translation="MFTGIVEELGTITNMQQSGEAMKLTIHANKILSDVHLGDSIAVN
                     GICLTVTSFTTTSFTVDAMPETMKSTSLRLLKSHSKVNLERAMAANGRFGGHFVSGHI
                     DGIGTILNKKQHYNAIYYKIAISDELLRYCLHKGSIAVDGTSLTIFDIDESSITISLI
                     PHTVSESVIGEKNAGDIVNIECDMIGKYIERFITKPVKRTGSMTENFLQENGFL"
     gene            3956092..3957285
                     /gene="ribBA"
                     /locus_tag="BA_4333"
                     /old_locus_tag="BA4333"
                     /db_xref="Pathema:BA_4333"
     CDS             3956092..3957285
                     /gene="ribBA"
                     /locus_tag="BA_4333"
                     /old_locus_tag="BA4333"
                     /EC_number="3.5.4.25"
                     /note="identified by similarity to SP:P17620; match to
                     protein family HMM PF00925; match to protein family HMM
                     PF00926; match to protein family HMM TIGR00505; match to
                     protein family HMM TIGR00506"
                     /codon_start=1
                     /transl_table=11
                     /product="3,4-dihydroxy-2-butanone 4-phosphate
                     synthase/GTP cyclohydrolase II"
                     /protein_id="AAP28052.1"
                     /db_xref="Pathema:BA_4333"
                     /translation="MFHRIEEALEDLKQGKVVIVCDDENRENEGDFIALAEYITPETI
                     NFMITHGRGLVCVPITEGYAERLQLEPMVSHNTDSHHTAFTVSIDHVSTTTGISAHER
                     ATTIQQLLNPASKGADFNRPGHIFPLIAKEGGVLRRAGHTEAAVDLAQLCGAEPAGVI
                     CEIINEDGTMARVPDLLQCAKQFDIKMITIEDLIAYRRHHETLVTREVEITLPTDFGT
                     FQAIGYSNSLDTKEHIALVKGDISTGEPVLVRVHSECLTGDVFGSCRCDCGPQLHAAL
                     AQIEREGKGVLLYMRQEGRGIGLLNKLRAYKLQEEGFDTVEANEKLGFPADLRDYGIG
                     AQILKDLGLQHLRLLTNNPRKIAGLQGYDLTVTERVPLQMPAKEENKTYLQTKVNKLG
                     HLLNL"
     gene            3957304..3957765
                     /gene="ribH"
                     /locus_tag="BA_4334"
                     /old_locus_tag="BA4334"
                     /db_xref="Pathema:BA_4334"
     CDS             3957304..3957765
                     /gene="ribH"
                     /locus_tag="BA_4334"
                     /old_locus_tag="BA4334"
                     /EC_number="6.3.3.-"
                     /note="identified by similarity to SP:P11998; match to
                     protein family HMM PF00885; match to protein family HMM
                     TIGR00114"
                     /codon_start=1
                     /transl_table=11
                     /product="6,7-dimethyl-8-ribityllumazine synthase"
                     /protein_id="AAP28053.1"
                     /db_xref="Pathema:BA_4334"
                     /translation="MVFEGHLVGTGLKVGVVVGRFNEFITSKLLGGALDGLKRHGVEE
                     NDIDVAWVPGAFEIPLIAKKMANSGKYDAVITLGTVIRGATTHYDYVCNEVAKGVASL
                     SLQTDIPVIFGVLTTETIEQAIERAGTKAGNKGYESAVAAIEMAHLSKHWA"
     gene            complement(3957741..3958112)
                     /locus_tag="BA_4335"
                     /old_locus_tag="BA4335"
                     /db_xref="Pathema:BA_4335"
     CDS             complement(3957741..3958112)
                     /locus_tag="BA_4335"
                     /old_locus_tag="BA4335"
                     /note="identified by similarity to EGAD:112426"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP28054.1"
                     /db_xref="Pathema:BA_4335"
                     /translation="MHKYILAIMTCLILLKAISADPVKAAENPEQKEMQQRIEQHFRT
                     KAEHFGLKTEGKDLKEVRKEITIIEEAKKRENVWRTAQTLRIQTEGKTMNELIKDVRK
                     KVKNKKRPQPLFIFYAQCFDK"
     gene            complement(3958295..3959293)
                     /gene="bioB"
                     /locus_tag="BA_4336"
                     /old_locus_tag="BA4336"
                     /db_xref="Pathema:BA_4336"
     CDS             complement(3958295..3959293)
                     /gene="bioB"
                     /locus_tag="BA_4336"
                     /old_locus_tag="BA4336"
                     /EC_number="2.8.1.6"
                     /note="identified by similarity to SP:P53557; match to
                     protein family HMM PF04055; match to protein family HMM
                     PF06968; match to protein family HMM TIGR00433"
                     /codon_start=1
                     /transl_table=11
                     /product="biotin synthase"
                     /protein_id="AAP28055.1"
                     /db_xref="Pathema:BA_4336"
                     /translation="MKQVQTKRDWKKLAYDVVEEKMITKEDAIAILEADDTEVLEIMN
                     AAYIIRHHYFGKKVKLNMIINTKSGLCPEDCGYCSQSIISEAPIDKYAWLTQEKIVEG
                     AHEAIRRKAGTYCIVASGRRPTDKEVNHVIGAVKEIRETTDLKICCCLGFLNEDQAGR
                     LAEAGVHRYNHNLNTHANNYESICSTHTYDDRVDTVQKAKQAGISPCSGAIFGMGETI
                     EERAEIAFELQRIDADSIPCNFLVAVKGTPLEGQKELTPVECLKVLAMMRFVNPTKEI
                     RISGGREINLRSVQPIGLFAANSIFVGDYLTTAGQEPTADWGMIEDLGFEIEECAL"
     gene            complement(3959295..3960104)
                     /locus_tag="BA_4337"
                     /old_locus_tag="BA4337"
                     /db_xref="Pathema:BA_4337"
     CDS             complement(3959295..3960104)
                     /locus_tag="BA_4337"
                     /old_locus_tag="BA4337"
                     /note="identified by similarity to GP:13366138; match to
                     protein family HMM PF05401; match to protein family HMM
                     PF08241; match to protein family HMM PF08242; match to
                     protein family HMM TIGR02072"
                     /codon_start=1
                     /transl_table=11
                     /product="putative biotin synthesis protein BioC"
                     /protein_id="AAP28056.1"
                     /db_xref="Pathema:BA_4337"
                     /translation="MINKTLLQKRFNVAAVSYDQYANVQKKMAHSLLSTLDRRYSANS
                     SIRILELGCGTGYVTEQLSNLFPKAHITAIDFAESMIAVAKTRQNVKNVMFYCEDIER
                     LQLEETYDVIISNATFQWLNDLKQVIRNLFHHLSIDGILLFSTFGQETFQELHTSFQR
                     AKEEKNIQNETSIGQRFYSKNQLRHICEVETGDVHVSETCYIERFTEVREFLHSIRKV
                     GATNSNEESYCQSPSLFRAMLRIYERDFTGNEGIMATYHALFMHITKEGKR"
     gene            complement(3960070..3960810)
                     /locus_tag="BA_4338"
                     /old_locus_tag="BA4338"
                     /db_xref="Pathema:BA_4338"
     CDS             complement(3960070..3960810)
                     /locus_tag="BA_4338"
                     /old_locus_tag="BA4338"
                     /note="identified by similarity to GP:13366137; match to
                     protein family HMM PF00561"
                     /codon_start=1
                     /transl_table=11
                     /product="putative bioH protein"
                     /protein_id="AAP28057.1"
                     /db_xref="Pathema:BA_4338"
                     /translation="MKELKIIFIPGWGMEENIWDLVLPHFKGYSVQCIDWRNVKEQSE
                     FAGRIIDVAKDENVILVGWSLGALAAIQAYKKIKAKGIVLIGGTAKFTNASDYSNGWN
                     TLHVERLKRNLARRKEDTLKRFYENMFTKDELKENKSFEDIVKHFKGDSIQSLQFGLD
                     YLIETDMREALKEINVPILLIHGERDVICPLSAACSMAENETAKLKVVSEAGHALCVT
                     NFEYCVNEIIQFVEGIRHDQQNVTTKTV"
     gene            complement(3960807..3961994)
                     /gene="bioF"
                     /locus_tag="BA_4339"
                     /old_locus_tag="BA4339"
                     /db_xref="Pathema:BA_4339"
     CDS             complement(3960807..3961994)
                     /gene="bioF"
                     /locus_tag="BA_4339"
                     /old_locus_tag="BA4339"
                     /EC_number="2.3.1.47"
                     /note="identified by similarity to SP:P53556; match to
                     protein family HMM PF00155; match to protein family HMM
                     PF00464; match to protein family HMM TIGR00858"
                     /codon_start=1
                     /transl_table=11
                     /product="8-amino-7-oxononanoate synthase"
                     /protein_id="AAP28058.1"
                     /db_xref="Pathema:BA_4339"
                     /translation="MNQPWRTHLQTKLKQLHEQGQYRNLHVTEQAEETWLIRDEKRML
                     NLASNNYLGLAGDERLKEAAIVCTRKYGTGATASRLVVGNYSLYEEVERSICNWKGTE
                     KALVVNSGFTANVGAISSLACRHDIVFSDKLNHASIVDGIILSGAEHKRYRHNDLNHL
                     EALLKTASPEKRKLIVTDTVFSMDGDTAHLRELVQLKEKYGAIIIVDEAHASGIYGIG
                     GAGLSHIEKDLAQKIDIHMGTFSKALGCYGAYLTGDAIYIEYLQNMMRSFIFTTALPP
                     STLGAVQKAIEIVQEDHKRRENLIANGEYFRSKLREAGFNIGNSSTHIVPIVVGSNEN
                     TLRFSKRLQEAGIAAIAIRPPTVPVHSSRIRFAVTSQHTIADLKWAIDRITHIAKEEE
                     LFV"
     gene            complement(3961960..3962688)
                     /gene="bioD"
                     /locus_tag="BA_4340"
                     /old_locus_tag="BA4340"
                     /db_xref="Pathema:BA_4340"
     CDS             complement(3961960..3962688)
                     /gene="bioD"
                     /locus_tag="BA_4340"
                     /old_locus_tag="BA4340"
                     /EC_number="6.3.3.3"
                     /note="identified by similarity to SP:P53558; match to
                     protein family HMM TIGR00347"
                     /codon_start=1
                     /transl_table=11
                     /product="dethiobiotin synthase"
                     /protein_id="AAP28059.1"
                     /db_xref="Pathema:BA_4340"
                     /translation="MSGFFITATDTEVGKTVVAGALAGVFRELGYNIGVYKALQSGHV
                     ASNPEGDAARLKVLSGVPIKEDEICPYSIEEPLAPRLAMKRAGRAVTLKDIIHHYNER
                     LKEFNSLFVEGAGGLAVPYTEDALVIDFAKELQLPLIVVARPTLGTVNHTVLTIAYAK
                     AHGLTVAGVILSGCKECEMERVQENKVMIEELSGVPVLGLLPFFEGEFTKEEVLESAK
                     EYIMISKLEEFIRNESTVAHTSSN"
     gene            complement(3962688..3964076)
                     /gene="bioA"
                     /locus_tag="BA_4341"
                     /old_locus_tag="BA4341"
                     /db_xref="Pathema:BA_4341"
     CDS             complement(3962688..3964076)
                     /gene="bioA"
                     /locus_tag="BA_4341"
                     /old_locus_tag="BA4341"
                     /EC_number="2.6.1.62"
                     /note="identified by match to protein family HMM PF00202;
                     match to protein family HMM TIGR00508"
                     /codon_start=1
                     /transl_table=11
                     /product="adenosylmethionine-8-amino-7-oxononanoate
                     transaminase"
                     /protein_id="AAP28060.1"
                     /db_xref="Pathema:BA_4341"
                     /translation="MTFSKSTTDKPSYTYEELSVKNKAYVWHPFTQMKDYLEEDPVII
                     ERGEGRKLYDVNGNEYWDGVSSIWLNVHGHQVPELDEAIREQLNKIAHSTMLGLANVP
                     SILLAEKIIEVVPEGLKKVFYSDSGSSAVEIAIKMAFQYWQHKGKPKKQRFVTLKEAY
                     HGDTIGAVSVGAIDLFYQVYSSLLFEAIKMPYPYTYRSPYGNDKAEIVKKHLEEMEEL
                     LKDKHEEIAAIIVEPLMQGAGGMITMPKGYLRGLRNLCTKYNVLFITDEVATGFGRTG
                     KMFACEHENVTPDILTAGKGLTGGYLPVAITVTTDEIYNAFLGSYEEQKTFFHGHSYT
                     GNPLGCAVAIANLELYEKTNLIEEVARKTEYVATQLEELFACKHVGDIRQCGLMVGIE
                     LVKNKETKEAFEWTERVGVQVCKRSRELGMILRPLGNTIVFMPPLASTIDEIDEMLRI
                     LYKAISDITEGE"
     gene            complement(3964199..3964579)
                     /locus_tag="BA_4342"
                     /old_locus_tag="BA4342"
                     /db_xref="Pathema:BA_4342"
     CDS             complement(3964199..3964579)
                     /locus_tag="BA_4342"
                     /old_locus_tag="BA4342"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28061.1"
                     /db_xref="Pathema:BA_4342"
                     /translation="MNLKGEERVKKKIILFTTLLVIGGSAGVYKAFAVELEQAKQKQI
                     QQSEVKKAKEAEEKKSMEKAATKLGVSTEGKTKEEITKEVNTARFEQRHDLLIEHAKQ
                     LGIDTEGKKDEEIILEIGKIQHGK"
     gene            3964824..3964946
                     /locus_tag="BA_4344"
                     /old_locus_tag="BA4344"
                     /db_xref="Pathema:BA_4344"
     CDS             3964824..3964946
                     /locus_tag="BA_4344"
                     /old_locus_tag="BA4344"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28062.1"
                     /db_xref="Pathema:BA_4344"
                     /translation="MKDGYRPLCLKSGETKLFHNLGWYREIFVPAYIAGAFLFY"
     gene            3965194..3966567
                     /gene="nhaC3"
                     /locus_tag="BA_4345"
                     /old_locus_tag="BA4345"
                     /db_xref="Pathema:BA_4345"
     CDS             3965194..3966567
                     /gene="nhaC3"
                     /locus_tag="BA_4345"
                     /old_locus_tag="BA4345"
                     /note="identified by similarity to SP:P27611; match to
                     protein family HMM PF03553; match to protein family HMM
                     PF03600; match to protein family HMM TIGR00931"
                     /codon_start=1
                     /transl_table=11
                     /product="Na+/H+ antiporter NhaC"
                     /protein_id="AAP28063.1"
                     /db_xref="Pathema:BA_4345"
                     /translation="MVSKIESVLLTIFIFFCIGFSVIKLEVSPHIPILFGIVLLLAFG
                     FMKKIDWSTMEKGMISSISAGIPSIFIFLLVGVLISVWIAAGTIPTLMVYGFQLVSPK
                     IFIPTVFVVCAIVGTSIGSAFTTAATVGLAFMGMGSALGYDPALIAGAIISGAFFGDK
                     MSPLSDTTNLAPAVTGVDLFEHIRNMLWTTVPAFIIAFIAFFILGSGTSGDVDFTNFI
                     STLEKNATISIFTLIPILLLFLFAFKKVPAVPTLLAGIIVGIIILFIFKPSTSLTDLM
                     KIMQDGYVSKTGIKDIDSLLSRGGLQSMMMSIALIFLALCMGGLLQGMGIITQLMNII
                     SSFVKTSTRLIISTASTAIGVNFLLGEQYLSIVLTGQAFANKYDEVGLERRNLSRVLE
                     DAGTVINPLVPWGVSGVFLSNVLGVPTFDYVPFAIFCLACPIVTIIVGFTGFGLSWKK
                     EKAVTIS"
     gene            complement(3966617..3968941)
                     /gene="cpdB"
                     /locus_tag="BA_4346"
                     /old_locus_tag="BA4346"
                     /db_xref="Pathema:BA_4346"
     CDS             complement(3966617..3968941)
                     /gene="cpdB"
                     /locus_tag="BA_4346"
                     /old_locus_tag="BA4346"
                     /EC_number="3.1.4.16"
                     /note="identified by match to protein family HMM PF00149;
                     match to protein family HMM PF00746; match to protein
                     family HMM PF02872; match to protein family HMM TIGR01167"
                     /codon_start=1
                     /transl_table=11
                     /product="2',3'-cyclic-nucleotide 2'-phosphodiesterase"
                     /protein_id="AAP28064.1"
                     /db_xref="Pathema:BA_4346"
                     /translation="MLAGATLAIGVMAPQVLPATAHADEKTGESTVNLRILETSDIHV
                     NLMNYDYYQTKTDNKVGLVQTATLVNKAREEAKNSVLFDDGDALQGTPLGDYVANKIN
                     DPKKPVDPSYTHPLYRLMNLMKYDVISLGNHEFNYGLDYLNKVISKTEFPVINSNVYK
                     DDKDNNEENDQNYFKPYHVFEKEVEDESGQKQKVKIGVMGFVPPQVMNWDKANLEGKV
                     KAKDIVETAKKMVPKMKAEGADVIVALAHSGVDKSGYNVGMENASYYLTEVPGVDAVL
                     MGHSHTEVKDVFNGVPVVMPGVFGSNLGIIDMQLKKVNGKWEVQKEQSKPQLRPIADS
                     KGNPLVQSDQNLVNEIKDDHQATIDYVNTAVGKTTAPINSYFSLVQDDPSVQLVTNAQ
                     KWYVEKLFAENGQYSKYKGIPVLSAGAPFKAGGRNGATYYTDIPAGTLAIKNVADLYV
                     YPNTLYAVKVNGAQVKEWLEMSAGQFNQIDPKKTEEQPLVNIGYPTYNFDILDGLKYE
                     IDVTQPAKYDKDGKVVNANTNRIINMTYEGKPVADNQEFIVATNNYRGSSQTFPGVSK
                     GEVVYQSQDETRQIIVKYMQETPVIDPAADKNWAFKPIVADKLNTTFDSSPNAQKYIK
                     KDGNISYVGPSENEFAKYAIDITKKNDDDKETGGENPTIPPTGEGDNGENPTTPPTGE
                     GNNGENPTTPPTGEGNNGGNPTTPSTDEGNNAGSGQTTTDNQNSKETTTVSENKEERD
                     LPKTGTNVASTIGAGLAFIGAGFLLLFRRKKANR"
     gene            3969326..3970105
                     /locus_tag="BA_4347"
                     /old_locus_tag="BA4347"
                     /db_xref="Pathema:BA_4347"
     CDS             3969326..3970105
                     /locus_tag="BA_4347"
                     /old_locus_tag="BA4347"
                     /note="identified by match to protein family HMM PF00657"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipase/acylhydrolase"
                     /protein_id="AAP28065.1"
                     /db_xref="Pathema:BA_4347"
                     /translation="MKKVILTIVCLLLLIISYSYFEKNDETKQNEPAEKIEKTSTPSW
                     IDKQTNDSFYHLVLGDSLAKGYGSTQGGFAELASTQIEAQIHKPITVENLGINGLTTD
                     RLAKKVQSEDVKQKIRAANIITINIGGNNLFRLNRDVGVIDGIKMLNKEKAHFEADVK
                     NIVKTVRDQNPDALLILSELYNPLQLDDSIASYADMFLDGWNESVYSISKANQPSIVL
                     PIRKLISNDKKELLFDQVHPNDKGYTIIADSFTKKVLAYKY"
     gene            3970178..3970624
                     /locus_tag="BA_4348"
                     /old_locus_tag="BA4348"
                     /db_xref="Pathema:BA_4348"
     CDS             3970178..3970624
                     /locus_tag="BA_4348"
                     /old_locus_tag="BA4348"
                     /note="identified by similarity to GP:15023772; match to
                     protein family HMM PF01047"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, MarR family"
                     /protein_id="AAP28066.1"
                     /db_xref="Pathema:BA_4348"
                     /translation="MESREWERIVDHLLSLVPLFYRKFMLPGEFSSQRHMPPSHTQVL
                     LLLHENGTLAVSEIGKRLAISRPNMTPLLNKLIQEELIERHYSEKDRRVILISLTAEG
                     KLLVNQYQQFILDKLKESFQTLSEEEREKLIHSLQTIQNLILKTNV"
     gene            complement(3970649..3970837)
                     /locus_tag="BA_4349"
                     /old_locus_tag="BA4349"
                     /db_xref="Pathema:BA_4349"
     CDS             complement(3970649..3970837)
                     /locus_tag="BA_4349"
                     /old_locus_tag="BA4349"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28067.1"
                     /db_xref="Pathema:BA_4349"
                     /translation="MYYYYVPQVYPYVNYYPVYDTSRQYELYRQQQVPQLLQIPSQQP
                     TQDQKPYSNVYYGNYYES"
     gene            complement(3970896..3971456)
                     /locus_tag="BA_4350"
                     /old_locus_tag="BA4350"
                     /db_xref="Pathema:BA_4350"
     CDS             complement(3970896..3971456)
                     /locus_tag="BA_4350"
                     /old_locus_tag="BA4350"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28068.1"
                     /db_xref="Pathema:BA_4350"
                     /translation="MMRVKTTKKTYSFFQRMWRMLKFQYYKLLRSPEGAKKVSLGFAI
                     GFGLEMLVIYTASLVYVIFYPIVRLVKGSFPAAVIGNIIGKISFLPVVLFPLAYALGK
                     MIYPFHVQKIYHEPFTISDLFSSHIFTILKSLLQSEVYVLIGMTIFGVVFGVVSYFVV
                     HYLYEKNRKLRLKNRKKRVREPLVQI"
     gene            complement(3971633..3972583)
                     /gene="argF"
                     /locus_tag="BA_4351"
                     /old_locus_tag="BA4351"
                     /db_xref="Pathema:BA_4351"
     CDS             complement(3971633..3972583)
                     /gene="argF"
                     /locus_tag="BA_4351"
                     /old_locus_tag="BA4351"
                     /EC_number="2.1.3.3"
                     /note="identified by similarity to SP:P18186; match to
                     protein family HMM PF00185; match to protein family HMM
                     PF02729; match to protein family HMM TIGR00658"
                     /codon_start=1
                     /transl_table=11
                     /product="ornithine carbamoyltransferase"
                     /protein_id="AAP28069.1"
                     /db_xref="Pathema:BA_4351"
                     /translation="MSTVQVPKLNTKDLLTLEELTQEEIISLIEFAIYLKKNKQEPLL
                     QGKILGLIFDKHSTRTRVSFEAGMVQLGGHGMFLNGKEMQMGRGETVSDTAKVLSHYI
                     DGIMIRTFSHADVEELAKESSIPVINGLTDDHHPCQALADLMTIYEETNTFKGIKLAY
                     VGDGNNVCHSLLLASAKVGMHMTVATPVGYKPNEEIVKKALAIAKETGAEIEILHNPE
                     LAVNEADFIYTDVWMSMGQEGEEEKYTLFQPYQINKELVKHAKQTYHFLHCLPAHREE
                     EVTGEIIDGPQSIVFEQAGNRLHAQKALLVSLFKNVEELS"
     gene            complement(3972596..3973756)
                     /gene="argD"
                     /locus_tag="BA_4352"
                     /old_locus_tag="BA4352"
                     /db_xref="Pathema:BA_4352"
     CDS             complement(3972596..3973756)
                     /gene="argD"
                     /locus_tag="BA_4352"
                     /old_locus_tag="BA4352"
                     /EC_number="2.6.1.11"
                     /note="identified by similarity to SP:P36839; match to
                     protein family HMM PF00202; match to protein family HMM
                     TIGR00707"
                     /codon_start=1
                     /transl_table=11
                     /product="acetylornithine transaminase"
                     /protein_id="AAP28070.1"
                     /db_xref="Pathema:BA_4352"
                     /translation="MISHLFQTYGRRTVEFVKGNGTKVIDNNGKQYLDFTSGIGVCNL
                     GHCHPTVMKAVQEQLNDIWHISNLFTNSLQEEVASLLTENIALDYVFFCNSGAEANEA
                     ALKLARKHTGKSLVVTCEQSFHGRTFGTMSATGQNKVKEGFGPLLPSFLHTPFNDIKA
                     LKEVMNEEVAAVMVEVVQGEGGVIPADLSFLKEIETLCKKFGSLFIIDEVQTGIGRTG
                     TLFAYEQMGIDPHIVTTAKALGNGIPVGAMIGRKELGTSFTAGSHGSTFGGNYVAMAA
                     AKEVLQVSKRLSFLKEVQEKGEYVLQKLQEELQHVECIQNIRGKGLMVGIECTHEVAS
                     FIEQLEKEGLLVLQAGPNVIRLLPPLIVTNEELEQAVYMIKKVVCTKNVSII"
     gene            complement(3973753..3974520)
                     /gene="argB"
                     /locus_tag="BA_4353"
                     /old_locus_tag="BA4353"
                     /db_xref="Pathema:BA_4353"
     CDS             complement(3973753..3974520)
                     /gene="argB"
                     /locus_tag="BA_4353"
                     /old_locus_tag="BA4353"
                     /EC_number="2.7.2.8"
                     /note="identified by similarity to SP:P36840; match to
                     protein family HMM PF00696; match to protein family HMM
                     TIGR00761"
                     /codon_start=1
                     /transl_table=11
                     /product="acetylglutamate kinase"
                     /protein_id="AAP28071.1"
                     /db_xref="Pathema:BA_4353"
                     /translation="MNDYIVVKCGGSMLEQLNDVFFDCIKKLQQQYKVVIVHGGGPEI
                     DAKLKDCNINVEKRDGLRVTPKEVMDVVQMVLCGSTNKKFVMNLQKHNLLAVGCSGCD
                     GKLLQVQPVSEEIGYVGEVSYVETALLKGLINMNYIPVIAPIGIHDNEIYNINADTAA
                     AGIAAALSAKELILITDVDGILHEGKLVKKTDESEIATLIEKGVITGGMIPKVQAALA
                     SLKMGVQKISIVNGTKDFTEDTGECIGMTVTRGVSIV"
     gene            complement(3974532..3975755)
                     /gene="argJ"
                     /locus_tag="BA_4354"
                     /old_locus_tag="BA4354"
                     /db_xref="Pathema:BA_4354"
     CDS             complement(3974532..3975755)
                     /gene="argJ"
                     /locus_tag="BA_4354"
                     /old_locus_tag="BA4354"
                     /EC_number="2.3.1.35"
                     /EC_number="2.3.1.1"
                     /note="identified by similarity to SP:P36843; match to
                     protein family HMM PF01960; match to protein family HMM
                     TIGR00120"
                     /codon_start=1
                     /transl_table=11
                     /product="glutamate N-acetyltransferase/amino-acid
                     acetyltransferase"
                     /protein_id="AAP28072.1"
                     /db_xref="Pathema:BA_4354"
                     /translation="MIKVASITKVEDGSIVTPKGFSAIGTAIGLKKGKKDLGAIVCDV
                     PASCAAVYTTNQIQAAPLQVTKDSITTEGKLQAIIVNSGNANACTGMKGLQDAYEMRA
                     LGAEHFGLKEKYVAVASTGVIGVPLPMDIIRKGIVTLIPAKEENGAHSFSEAILTTDL
                     ITKETCYEMIIDGKKVMIAGVAKGSGMIHPNMATMLSFITTDARIEHDVLQTALSQIT
                     NHTFNQITVDGDTSTNDMVIAMASGLSETKPIDMEHADWETFVFALQKVCEDLAKKIA
                     QDGEGATKLIEVNVLGVQTNEEAKKIAKQIVGSSLVKTAIHGEDPNWGRIISSIGQSE
                     VAINPNTIDITLQSISVLKNSEPQTFSEEEMKERLQEDEIVINVYLHLGKETGSAWGC
                     DLSYEYVKINACYRT"
     gene            complement(3975767..3976804)
                     /gene="argC"
                     /locus_tag="BA_4355"
                     /old_locus_tag="BA4355"
                     /db_xref="Pathema:BA_4355"
     CDS             complement(3975767..3976804)
                     /gene="argC"
                     /locus_tag="BA_4355"
                     /old_locus_tag="BA4355"
                     /EC_number="1.2.1.38"
                     /note="identified by similarity to SP:P23715; match to
                     protein family HMM PF01118; match to protein family HMM
                     PF02774; match to protein family HMM TIGR01850"
                     /codon_start=1
                     /transl_table=11
                     /product="N-acetyl-gamma-glutamyl-phosphate reductase"
                     /protein_id="AAP28073.1"
                     /db_xref="Pathema:BA_4355"
                     /translation="MKVAIIGATGYGGIELIRLLEQHPYFSIASLHSFSQVGECITNV
                     YPHFQNVLVHTLQEIDVEEIEKEAEIVFLATPAGVSAELTPKLLAVGLKVIDLSGDFR
                     MKDPFIYEQWYKRAAAKEGVLREAVYGLSEWKRSEIQKANLIANPGCFATAALLAILP
                     LVRSGIIEEDSIIIDAKSGVSGAGKTPTTMTHFPELYDNLRIYKVNEHQHIPEIEQML
                     AEWNRETKPITFSTHLIPISRGIMVTLYAKVKREMEIEQLQQLYEEAYEQSAFIRIRM
                     QGEFPSPKEVRGSNYCDMGIAYDERTGRVTIVSVIDNMMKGAAGQAIQNANIVAGLEE
                     TTGLQHMPLYL"
     gene            3977028..3977213
                     /locus_tag="BA_4356"
                     /old_locus_tag="BA4356"
                     /db_xref="Pathema:BA_4356"
     CDS             3977028..3977213
                     /locus_tag="BA_4356"
                     /old_locus_tag="BA4356"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28074.1"
                     /db_xref="Pathema:BA_4356"
                     /translation="MNEKLIEKMIIKSFQQYQCSPMSNEDQEMLVKHIQAIIHSNTKI
                     DVYEAVEDIVYDYVTGK"
     gene            complement(3977244..3978038)
                     /locus_tag="BA_4357"
                     /old_locus_tag="BA4357"
                     /db_xref="Pathema:BA_4357"
     CDS             complement(3977244..3978038)
                     /locus_tag="BA_4357"
                     /old_locus_tag="BA4357"
                     /note="identified by match to protein family HMM PF00106;
                     match to protein family HMM PF08659"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, short-chain
                     dehydrogenase/reductase family"
                     /protein_id="AAP28075.1"
                     /db_xref="Pathema:BA_4357"
                     /translation="MTGRLQNKVIVITGASSGIGEQVAMQVAEQGATPVLMARTEEKL
                     KALADKIKETYNTPCYYYVLDVSEETEVQSVFSKVLQEVGRIDILVNNAGFGIFKTFE
                     DASMDEVKDMFQVNVFGLVACTKAVLPYMVKRNEGHIINIASLAGKIATPKSSAYAAT
                     KHAVLGFTNSLRMELSSTNVFVTAINPGPIDTNFFEIADQSGTYVKNMGRYMLKPTYV
                     AEQIVKSMQTKKREVNLPKWMGIGPKLYALFPGLFERVAGKSLSKK"
     gene            complement(3978048..3979000)
                     /locus_tag="BA_4358"
                     /old_locus_tag="BA4358"
                     /note="conserved hypothetical protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_4358"
     gene            3979165..3980004
                     /gene="proC3"
                     /locus_tag="BA_4359"
                     /old_locus_tag="BA4359"
                     /db_xref="Pathema:BA_4359"
     CDS             3979165..3980004
                     /gene="proC3"
                     /locus_tag="BA_4359"
                     /old_locus_tag="BA4359"
                     /EC_number="1.5.1.2"
                     /note="identified by similarity to SP:P14383; match to
                     protein family HMM PF01210; match to protein family HMM
                     PF03807; match to protein family HMM TIGR00112"
                     /codon_start=1
                     /transl_table=11
                     /product="pyrroline-5-carboxylate reductase"
                     /protein_id="AAP28076.1"
                     /db_xref="Pathema:BA_4359"
                     /translation="MSIQNISFLGAGSIAEAIIGGLLHANVVKGEQITVSNRSNETRL
                     QELHQKYGVKGTHNKKELLTDTNILFLAMKPKDIAEALIPFKEYIHHNVLIISLLAGV
                     STHSIKNLLQKDVPIIRAMPNTSAAILKSATAISPSKHATAEHIQTAIALFKTIGLVS
                     VVEEEDMHAVTALSGSGPAYIYYVVEAMEAAAKKIGLKEDVAKSLILQTMIGAAEMLK
                     ASEKHPSILRKEITSPGGTTEAGIEVLQEHKFQQALISCITQAAQRSHNLGKTLEQLT
                     KEK"
     gene            complement(3980055..3980933)
                     /gene="sdaAA2"
                     /locus_tag="BA_4360"
                     /old_locus_tag="BA4360"
                     /db_xref="Pathema:BA_4360"
     CDS             complement(3980055..3980933)
                     /gene="sdaAA2"
                     /locus_tag="BA_4360"
                     /old_locus_tag="BA4360"
                     /EC_number="4.3.1.17"
                     /note="identified by match to protein family HMM PF03313;
                     match to protein family HMM TIGR00718"
                     /codon_start=1
                     /transl_table=11
                     /product="L-serine dehydratase, iron-sulfur-dependent,
                     alpha subunit"
                     /protein_id="AAP28077.1"
                     /db_xref="Pathema:BA_4360"
                     /translation="MFRNAAELVAQAKEQNVKIAEIMIQCEMETRSISREEVIAGMEK
                     NLVVMEQAVERGIRGVKSPTGLTGGDAVKVQAYMKSGKGLSGDTILDAVSKAVATNEV
                     NAAMGIICATPTAGSAGTVPGVLFALREKLQPTREEMIEFLFTAGAFGMVVANNACIS
                     GAAGGCQAEVGSASGMAAAAAVEMAGGTQDQAATAMAISLKNMLGLVCDPVAGLVEVP
                     CVKRNAAGAANAMISADLALAGVTSTIPCDEVIEAMFRIGQTMPVALRETAEGGLAAT
                     PTGRRLQEEIFGKTNN"
     gene            complement(3980952..3981611)
                     /gene="sdaAB2"
                     /locus_tag="BA_4361"
                     /old_locus_tag="BA4361"
                     /db_xref="Pathema:BA_4361"
     CDS             complement(3980952..3981611)
                     /gene="sdaAB2"
                     /locus_tag="BA_4361"
                     /old_locus_tag="BA4361"
                     /EC_number="4.3.1.17"
                     /note="identified by match to protein family HMM PF01842;
                     match to protein family HMM PF03315; match to protein
                     family HMM TIGR00719"
                     /codon_start=1
                     /transl_table=11
                     /product="L-serine dehydratase, iron-sulfur-dependent,
                     beta subunit"
                     /protein_id="AAP28078.1"
                     /db_xref="Pathema:BA_4361"
                     /translation="MKYRSVFDIIGPVMIGPSSSHTAGAARMGQVACQLFRHEPERVS
                     ISLYGSFAKTYRGHGTDVALIGGILGFETDDLRIPEALEIAKERNIEVEFIEEDANAP
                     HPNTARIRLYKGEEEIEVVACSIGGGKIEVVELNGFDLQLSGTSPALLIVNNDRFGAI
                     AAVASILAKQEINISTMSVSRKEKGRRALMVIETDEILADEVIEEIKAQQNICQVTIM
                     E"
     gene            complement(3981649..3981804)
                     /locus_tag="BA_4362"
                     /old_locus_tag="BA4362"
                     /db_xref="Pathema:BA_4362"
     CDS             complement(3981649..3981804)
                     /locus_tag="BA_4362"
                     /old_locus_tag="BA4362"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28079.1"
                     /db_xref="Pathema:BA_4362"
                     /translation="MKVMLSFLFHMITGIISGYIASLLFKNDPIRTAGQIRSTTGKSN
                     QSGSLIE"
     gene            complement(3982355..3983278)
                     /gene="rnz"
                     /locus_tag="BA_4364"
                     /old_locus_tag="BA4364"
                     /db_xref="Pathema:BA_4364"
     CDS             complement(3982355..3983278)
                     /gene="rnz"
                     /locus_tag="BA_4364"
                     /old_locus_tag="BA4364"
                     /EC_number="3.1.26.11"
                     /note="identified by match to protein family HMM PF00753;
                     match to protein family HMM TIGR02651"
                     /codon_start=1
                     /transl_table=11
                     /product="ribonuclease Z"
                     /protein_id="AAP28080.1"
                     /db_xref="Pathema:BA_4364"
                     /translation="MEFVFLGTGAGVPSKGRNVSAIALQLLEERGQTWLFDCGEATQH
                     QILHTSVRPRRIEKIFITHLHGDHIFGLPGLLGSRSFQGGTTPLTVYGPKGIKQFIEV
                     ALSVSTTHVKYPLEIVEITEEGTVFEDNEFHVETKRLSHGIECFGYRIIEKDIQGALL
                     VDKLLEIGVKPGPLFKRLKDGEVVELENGTILNGNDFIGPPQKGRVITILGDTRYCEA
                     SRELAQDADVLVHEATFAAEDEQQAYDYFHSTSKQAASIALQANAKRLILTHISSRYQ
                     GDTYKELLKEARELFSNTEIATDLKSFPVDR"
     gene            3983468..3983719
                     /locus_tag="BA_4365"
                     /old_locus_tag="BA4365"
                     /db_xref="Pathema:BA_4365"
     CDS             3983468..3983719
                     /locus_tag="BA_4365"
                     /old_locus_tag="BA4365"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28081.1"
                     /db_xref="Pathema:BA_4365"
                     /translation="MKEAFRLQTDFSSSFDRWVSSFVSDHPAQLEWTTLKELIHEYTT
                     THTNDSLPTYISSAFTYYAQRVSTANNSEIVIFENHTIS"
     gene            complement(3983941..3985179)
                     /locus_tag="BA_4366"
                     /old_locus_tag="BA4366"
                     /db_xref="Pathema:BA_4366"
     CDS             complement(3983941..3985179)
                     /locus_tag="BA_4366"
                     /old_locus_tag="BA4366"
                     /note="identified by similarity to EGAD:91116; match to
                     protein family HMM PF00817"
                     /codon_start=1
                     /transl_table=11
                     /product="putative DNA-damage-inducible protein P"
                     /protein_id="AAP28082.1"
                     /db_xref="Pathema:BA_4366"
                     /translation="MREMYPKKGRVILHVDMNCFFASVEIAHDSSLQGKPLAVAGNEK
                     ERKGIIITCSYEAREYGIRTTMPLWEAKRLCPQLIVRRPNFTLYREASFQMFQILSRF
                     TEKIQPVSIDEGYLDITDCYALGSPLEIAKMIQQALLTELQLPCSIGIAPNLFLAKTA
                     SDMKKPLGITVLRKRDIPEMIWPLPVGAMHGIGEKTAEKLNDIHIQTIEQLAKGNEHI
                     IRAKIGKHGVDLQRRAKGMDDREVDPSQMGQHKSVGNSMTFSKDMDEEKELLDMLQRL
                     SKSVSKRLQKRTLVSYNIQIMIKYHDRRTVTRSKQLKNAIWEERDIFQAASRLWKQHW
                     DGDSVRLLGVTATEIEWKTESVKQLDLFSFEEDAKEEPLLAVIDQINDKYGMPLLQRG
                     SQLLRKQEKSFQQKLESKFM"
     gene            3985324..3985524
                     /locus_tag="BA_4367"
                     /old_locus_tag="BA4367"
                     /db_xref="Pathema:BA_4367"
     CDS             3985324..3985524
                     /locus_tag="BA_4367"
                     /old_locus_tag="BA4367"
                     /note="identified by similarity to GP:16413137"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28083.1"
                     /db_xref="Pathema:BA_4367"
                     /translation="MKPTDKLNYTFLVIILIVAINYLLLPIFDINIAGFFPRLVHVVT
                     TYILPWIFLYWLIRLVKAIESK"
     gene            complement(3985568..3986686)
                     /locus_tag="BA_4368"
                     /old_locus_tag="BA4368"
                     /db_xref="Pathema:BA_4368"
     CDS             complement(3985568..3986686)
                     /locus_tag="BA_4368"
                     /old_locus_tag="BA4368"
                     /EC_number="3.4.-.-"
                     /note="identified by similarity to SP:P55179; match to
                     protein family HMM PF01546; match to protein family HMM
                     PF07687; match to protein family HMM TIGR01883"
                     /codon_start=1
                     /transl_table=11
                     /product="peptidase, M20/M25/M40 family"
                     /protein_id="AAP28084.1"
                     /db_xref="Pathema:BA_4368"
                     /translation="MINQERLVNEFMELVQVDSETKFEAEICKVLTKKFTDLGVEVFE
                     DDTMAVTGHGAGNLICTLPATKDGVDTIYFTSHMDTVVPGNGIKPSIKDGYIVSDGTT
                     ILGADDKAGLASMFEAIRVLKEKNIPHGTIEFIITVGEESGLVGAKALDRERITAKYG
                     YALDSDGKVGEIVVAAPTQAKVNAIIRGKTAHAGVAPEKGVSAITIAAKAIAKMPLGR
                     IDSETTANIGRFEGGTQTNIVCDHVQIFAEARSLINEKMEVQVAKMKEAFETTAKEMG
                     GQADVEVKVMYPGFKFADGDHVVEVAKRAAEKIGRTPSLHQSGGGSDANVIAGHGIPT
                     VNLAVGYEEIHTTNEKIPVEELAKTAELVVAIIEEVAK"
     gene            complement(3986814..3987356)
                     /locus_tag="BA_4369"
                     /old_locus_tag="BA4369"
                     /db_xref="Pathema:BA_4369"
     CDS             complement(3986814..3987356)
                     /locus_tag="BA_4369"
                     /old_locus_tag="BA4369"
                     /note="identified by similarity to SP:P09454; match to
                     protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ribosomal-protein-alanine
                     acetyltransferase"
                     /protein_id="AAP28085.1"
                     /db_xref="Pathema:BA_4369"
                     /translation="MKIYETDRLHLREIDELYAEKVLQYYDRNREFLKAWEEYRPEDF
                     FTLDYQKKKLQKDRKEFAEGKIIRLWIFKKGDDTKIIGCISFNLIVRGIYQSCVLSYK
                     LDKEELNKGYTTEALRKAIQVAFEEFQLHRIEAPIMPRNLASIQVVTKIGFQYEGVSR
                     KMLMVNGVWEDHMRWVLLNE"
     gene            3987530..3987640
                     /locus_tag="BA_4370"
                     /old_locus_tag="BA4370"
                     /db_xref="Pathema:BA_4370"
     CDS             3987530..3987640
                     /locus_tag="BA_4370"
                     /old_locus_tag="BA4370"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28086.1"
                     /db_xref="Pathema:BA_4370"
                     /translation="MQGGLTMHKKAQKVMIYVMLISMLVTTLLAGASMFW"
     gene            complement(3987713..3987952)
                     /locus_tag="BA_4371"
                     /old_locus_tag="BA4371"
                     /db_xref="Pathema:BA_4371"
     CDS             complement(3987713..3987952)
                     /locus_tag="BA_4371"
                     /old_locus_tag="BA4371"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28087.1"
                     /db_xref="Pathema:BA_4371"
                     /translation="MYLNPKLSYMQFFMGFLFIITFILATFNICSYLVAIVCMALLNL
                     TFVIGAFQQKQYTSFVIALVMSFSFSIVAIVLYIK"
     gene            complement(3988019..3988579)
                     /locus_tag="BA_4372"
                     /old_locus_tag="BA4372"
                     /db_xref="Pathema:BA_4372"
     CDS             complement(3988019..3988579)
                     /locus_tag="BA_4372"
                     /old_locus_tag="BA4372"
                     /note="identified by similarity to OMNI:NTL01BH1468; match
                     to protein family HMM PF03734"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28088.1"
                     /db_xref="Pathema:BA_4372"
                     /translation="MPYLLSFILCLSLSPIWPLGDNPRAGDPFIIVNKATNKLAYIDD
                     GKIQKVFPVATGKTNELTPEGTFDIVMKAKDPYYIAKNIPGGSPKNPLGSRWMGFNAR
                     GTDGSKYGIHGTNQPSSIGKYISQGCIRMKKNDVEYLFDRIPIGTKVWIVKSKKSFQQ
                     LAKEKGAVAYEKANEKVGFFIWNKLS"
     gene            complement(3988596..3989564)
                     /locus_tag="BA_4373"
                     /old_locus_tag="BA4373"
                     /db_xref="Pathema:BA_4373"
     CDS             complement(3988596..3989564)
                     /locus_tag="BA_4373"
                     /old_locus_tag="BA4373"
                     /note="identified by similarity to EGAD:45880; match to
                     protein family HMM PF06081"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28089.1"
                     /db_xref="Pathema:BA_4373"
                     /translation="MFKIGYRTVKTAIGTGAAVFIAQLLGLEFYSSAGILVILCVQNT
                     KRKSLQVSLHRFLACVLSMVFAFCIFETIGYTPLAISVLLLTFIPTAVMLKIQEGIVT
                     SSVIVMHLYSLKQITWLIVGNEIAILTIGISVALLVNMYMPSSENKLKEYQEKIENNF
                     KTILFEMVVYLRNRESSWSGAELIETEQMLNEARDLSFKKLENAFMREDDYYYRYFNM
                     RMQQFEILERMIPLAASLSWTYEQADMIADVVENIGNAISPQSTGVISLRQLQEMREL
                     FRDMPLPATREEFEIRAKLVQLVYEMEQYLLIKSRFKGKDNIKELI"
     gene            complement(3989661..3990383)
                     /locus_tag="BA_4374"
                     /old_locus_tag="BA4374"
                     /db_xref="Pathema:BA_4374"
     CDS             complement(3989661..3990383)
                     /locus_tag="BA_4374"
                     /old_locus_tag="BA4374"
                     /note="identified by similarity to OMNI:NTL01BH1466; match
                     to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="amino acid ABC transporter, ATP-binding protein"
                     /protein_id="AAP28090.1"
                     /db_xref="Pathema:BA_4374"
                     /translation="MIKIENLHKSFGKNEVLKGITTTIEKGEVVAIIGPSGSGKSTFL
                     RCMNVLEAPTNGHIWIGTEEVTNPKTNIMHVRENVGMVFQHFHLFPHMTVLENITYAP
                     INVKGVTKQEAEKKAEKLLEKVGLLDKKDTYPNRLSGGQKQRVAIARALAMEPEVMLF
                     DEPTSALDPEMVKEVLEVMKSLVTTGMTMAIVTHEMGFAKEVADRVLFLDGGKLVEDS
                     APAEFFAAPKSERAQQFLQKIL"
     gene            complement(3990376..3991035)
                     /locus_tag="BA_4375"
                     /old_locus_tag="BA4375"
                     /db_xref="Pathema:BA_4375"
     CDS             complement(3990376..3991035)
                     /locus_tag="BA_4375"
                     /old_locus_tag="BA4375"
                     /note="identified by match to protein family HMM PF00528;
                     match to protein family HMM TIGR01726"
                     /codon_start=1
                     /transl_table=11
                     /product="amino acid ABC transporter, permease protein"
                     /protein_id="AAP28091.1"
                     /db_xref="Pathema:BA_4375"
                     /translation="MNLDFSAITPSIPYILKGLEVTLKIVAVSALAGFILGTLLALCK
                     IARIRALNIAADLYTSIFRGTPLVLQLMIIYFGVPQIIGYEIPAFLAAVLAFSLNSGA
                     YMSEVIRAGIQAVDKGQTEAAMALGIPYGKMMRNIIFPQALKNILPALVNEFATLTKE
                     SAVVTVIGATDLMRRAYIVGGETFKYLEPLLFVGLIYYMLVIILTLVGKAIEGRMKKS
                     D"
     gene            complement(3991072..3991851)
                     /locus_tag="BA_4376"
                     /old_locus_tag="BA4376"
                     /db_xref="Pathema:BA_4376"
     CDS             complement(3991072..3991851)
                     /locus_tag="BA_4376"
                     /old_locus_tag="BA4376"
                     /note="identified by similarity to EGAD:7846; match to
                     protein family HMM PF00497; match to protein family HMM
                     PF04069"
                     /codon_start=1
                     /transl_table=11
                     /product="amino acid ABC transporter, amino acid-binding
                     protein"
                     /protein_id="AAP28092.1"
                     /db_xref="Pathema:BA_4376"
                     /translation="MKKLLSISFALILIVSMFSACSNGEEKATGKNKKVLVMGTSADY
                     KPYEYVEASKSDEIIGFDVDVAKYIGKELGYEVKVKDMDFGGLLASLSSGKVDFVMAG
                     MTPTAERKNNVDFTDIYFVAKNMVVSKKDSNIKSVEDLKGKKVGVQTGSIQEEKAAEF
                     KKQVDFKVEGRDRIPEIVQEIKAGRFDAAIIEDTVAKNYLEKMKDLQGIEIKEAPEEV
                     GAAIALPKNSDKTAEFNKVIKKMQENGEMDKLVKKWFGSEK"
     gene            complement(3991863..3992069)
                     /locus_tag="BA_4377"
                     /old_locus_tag="BA4377"
                     /db_xref="Pathema:BA_4377"
     CDS             complement(3991863..3992069)
                     /locus_tag="BA_4377"
                     /old_locus_tag="BA4377"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28093.1"
                     /db_xref="Pathema:BA_4377"
                     /translation="MGVAPFLFVIQNDRIYSSRLFYASFYALLTVILMIFYLFLFYIL
                     HKNKSADTIQTSNKYSIKLLNIHH"
     gene            complement(3992101..3992535)
                     /locus_tag="BA_4378"
                     /old_locus_tag="BA4378"
                     /db_xref="Pathema:BA_4378"
     CDS             complement(3992101..3992535)
                     /locus_tag="BA_4378"
                     /old_locus_tag="BA4378"
                     /note="identified by match to protein family HMM PF06491"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28094.1"
                     /db_xref="Pathema:BA_4378"
                     /translation="MINFNFFMNDVVRQAREEIVSAGYTELTTPEAVDEAFKRNGTTL
                     VMVNSVCGCAGGIARPAAAHSVHYDKRPNHLVTVFAGQDKEATARAREYFEGYPPSSP
                     SFALLKDGKIVTMVERHEIEGHEPMQVIAKLQSYFEENCEEL"
     gene            complement(3992657..3993064)
                     /locus_tag="BA_4379"
                     /old_locus_tag="BA4379"
                     /db_xref="Pathema:BA_4379"
     CDS             complement(3992657..3993064)
                     /locus_tag="BA_4379"
                     /old_locus_tag="BA4379"
                     /note="identified by similarity to GP:15024526"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28095.1"
                     /db_xref="Pathema:BA_4379"
                     /translation="MDLTVYHDGQFFVGIITCKEKGKLYGARYIFGAEPSDEEVLIFV
                     NGSMLAYFQQFAKCGVEVKEKQRPKNIKRIIRQAVKEVNVSRFTKAQEAISLSYELHK
                     QEKKVQSKEKREAEKQRRRLIKVQKAKQKHRGH"
     gene            complement(3993223..3993648)
                     /locus_tag="BA_4380"
                     /old_locus_tag="BA4380"
                     /db_xref="Pathema:BA_4380"
     CDS             complement(3993223..3993648)
                     /locus_tag="BA_4380"
                     /old_locus_tag="BA4380"
                     /note="identified by similarity to EGAD:172695; match to
                     protein family HMM PF00293"
                     /codon_start=1
                     /transl_table=11
                     /product="mutT/nudix family protein"
                     /protein_id="AAP28096.1"
                     /db_xref="Pathema:BA_4380"
                     /translation="MGYVEELRKIVGHRPLILVGAVVLVINEHGYVLLQQRTEPYGKW
                     GLPGGLMELGESPEETACREVYEETGIEVKNLQLINVFSGANYFTKLANGDEFQSVTT
                     AYYTDEYDGDFVMNKEEAVQLTFFPLTELPDYIVGSHKK"
     gene            complement(3993815..3994993)
                     /locus_tag="BA_4381"
                     /old_locus_tag="BA4381"
                     /db_xref="Pathema:BA_4381"
     CDS             complement(3993815..3994993)
                     /locus_tag="BA_4381"
                     /old_locus_tag="BA4381"
                     /note="identified by match to protein family HMM PF01098"
                     /codon_start=1
                     /transl_table=11
                     /product="cell division protein, FtsW/RodA/SpoVE family"
                     /protein_id="AAP28097.1"
                     /db_xref="Pathema:BA_4381"
                     /translation="MKRSTEFLKSLDVKLILILFALCVTSIAAIYSSQQTGQYGEANF
                     AMKQGLNYIIGVVLLLLVASIDLDQLQKLSWPLYIAGFASLILLKILPVSTFTPEKLG
                     AKRWFVFPLVGQIQPSEFFKISLLLVVASIAVKHNAQYMARTFQTDLKLVGKIVLVSL
                     PPMAVVYSQPDTGMVFLYAAAIACILFMSGIQKKLIALCTVIPVTILSTLIFIYVRYE
                     DFFFNKLVTLLKPHQQSRILGWLDPFEHTDQGYQTQQSILAVGSGGMEGKGFGEGNVY
                     IPEKHTDFIFATIAEEGGFIVAALVVFLFLLLLYRTIIIGYSADNLFGTLLCAGSIGI
                     LTVQIFQNIGMIVGLMPVKGIALPFLSYGGSSLLSNMIMMGLILSVRKTYKKYMFSVK
                     "
     gene            complement(3995335..3996654)
                     /gene="bfmbB"
                     /locus_tag="BA_4382"
                     /old_locus_tag="BA4382"
                     /db_xref="Pathema:BA_4382"
     CDS             complement(3995335..3996654)
                     /gene="bfmbB"
                     /locus_tag="BA_4382"
                     /old_locus_tag="BA4382"
                     /EC_number="2.3.1.-"
                     /note="E2 component of 3-methyl-2-oxobutanoate
                     dehydrogenase complex; identified by similarity to
                     SP:P37942; match to protein family HMM PF00198; match to
                     protein family HMM PF00364; match to protein family HMM
                     PF02817"
                     /codon_start=1
                     /transl_table=11
                     /product="dihydrolipoamide acetyltransferase"
                     /protein_id="AAP28098.1"
                     /db_xref="Pathema:BA_4382"
                     /translation="MAVENITMPQLGESVTEGTISKWLVNVGDHVNKYDPLAEVMTDK
                     VNAEVPSSFTGIVKELIAGEGDTLAVGEVVCVIQVEGADEVAATAVEEKTKEEPKAEV
                     NTPEKAPKAKQPTDGKPRFSPAVLKLAGEHNVDLDLVEGTGANGRITRKDILKLVESG
                     NIPQAGAVKKEEAVAAVVEARPEAPKAAPVAQKVEAAKPVSVPTMPGDIEIPVTGVRK
                     AIAANMLRSKHEAPHAWMMIEVDVTNLVSYRNSIKGDFKKREGFNLTFFAFFVKAVAQ
                     ALKEYPQINSMWAGDKIVQKKDINLSIAVATEDELFVPVIKHADEKTIKGIAREITEL
                     AGKVRTKSLKADEMQGGTFTINNTGSFGSVQSMGIINYPQAAILQVESIVKRPVIMEN
                     GMFGARDMVNLCLSLDHRVLDGLICGKFLGRVKEILENTSENNTSVY"
     gene            complement(3996670..3997653)
                     /gene="bfmbAb"
                     /locus_tag="BA_4383"
                     /old_locus_tag="BA4383"
                     /db_xref="Pathema:BA_4383"
     CDS             complement(3996670..3997653)
                     /gene="bfmbAb"
                     /locus_tag="BA_4383"
                     /old_locus_tag="BA4383"
                     /EC_number="1.2.4.4"
                     /note="identified by similarity to SP:P37941; match to
                     protein family HMM PF02779; match to protein family HMM
                     PF02780"
                     /codon_start=1
                     /transl_table=11
                     /product="3-methyl-2-oxobutanoate dehydrogenase, beta
                     subunit"
                     /protein_id="AAP28099.1"
                     /db_xref="Pathema:BA_4383"
                     /translation="MAVMSYIDAITLAMREEMERDEKVFVLGEDVGKKGGVFKATHGL
                     YDQFGEDRALDTPLAESAIAGVAIGAAMYGMRPIAEMQFADFIMPAVNQIVSEAAKIR
                     YRSNNDWTCPITVRAPFGGGVHGALYHSQSVEAMFANQPGLKIVIPSTPYDAKGLLKA
                     AIRDEDPVLFFEHKRAYRLIKGEVPEDDYVLPIGKADVKREGDDITVITYGLCVHFAL
                     QAAEKLAQDGISAHILDLRTVYPLDKEAIIEAASKTGKVLLVTEDNKEGSIMSEVAAI
                     IAENCLFDLDAPIARLAGPDVPAMPYAPTMEKFFMVNPDKVEKAMRELAEF"
     gene            complement(3997667..3998668)
                     /gene="bfmbAa"
                     /locus_tag="BA_4384"
                     /old_locus_tag="BA4384"
                     /db_xref="Pathema:BA_4384"
     CDS             complement(3997667..3998668)
                     /gene="bfmbAa"
                     /locus_tag="BA_4384"
                     /old_locus_tag="BA4384"
                     /EC_number="1.2.4.4"
                     /note="identified by similarity to SP:P37940; match to
                     protein family HMM PF00676"
                     /codon_start=1
                     /transl_table=11
                     /product="3-methyl-2-oxobutanoate dehydrogenase, alpha
                     subunit"
                     /protein_id="AAP28100.1"
                     /db_xref="Pathema:BA_4384"
                     /translation="MAEVKEKRHEELGLSDEQVLEMFRTMLLARKIDERMWLLNRAGK
                     IPFVISCQGQEAAQVGAAFALDREKDYALPYYRDMGVVLAFGMTAKELMLSGFAKAGD
                     PNSGGRQMPGHFGQKKNRIVTGSSPVTTQVPHAVGIALAGKMEKKDLVTFVTFGEGSS
                     NQGDFHEGANFAGVHKLPVIFMCENNKYAISIPVEKQLACKNVSDRAIGYGMPGYTVD
                     GNDPLAVYKAVKEAADRGRRGEGPTLIETVSYRLTAHSSDDDDRVYRDKEEVEEAKKN
                     DSIVTFAAYLKEVGVLTEESEKQMLDEIMHIVNEATEYAENAPYAAPEDALKHVYAE"
     gene            complement(3998696..4000117)
                     /gene="bfmbC"
                     /locus_tag="BA_4385"
                     /old_locus_tag="BA4385"
                     /db_xref="Pathema:BA_4385"
     CDS             complement(3998696..4000117)
                     /gene="bfmbC"
                     /locus_tag="BA_4385"
                     /old_locus_tag="BA4385"
                     /EC_number="1.8.1.4"
                     /note="E3 component of 3-methyl-2-oxobutanoate
                     dehydrogenase; identified by similarity to SP:P54533;
                     match to protein family HMM PF00070; match to protein
                     family HMM PF01134; match to protein family HMM PF02852;
                     match to protein family HMM PF07992; match to protein
                     family HMM TIGR01350"
                     /codon_start=1
                     /transl_table=11
                     /product="3-methyl-2-oxobutanoate dehydrogenase complex,
                     dihydrolipoamide dehydrogenase component"
                     /protein_id="AAP28101.1"
                     /db_xref="Pathema:BA_4385"
                     /translation="MAKEYDLVIVGGGTGGYVAAIRASQLGLKTALVEKENLGGTCLH
                     KGCIPSKALLRSAEVYATAKKSEEFGVIASNVELNFAKVQERKEKIVTQLHKGVQHLM
                     KQGKIDVFEGIGRILGPSIFSPMPGTISVELASGEENEMLIPKNVLIATGSRPNSLPG
                     LELDGEYVMSSDHALKMETLPSSIIIVGGGVIGIEWASMLADFGVEVTVLEYAKTILP
                     LEDQDVSKEMQRLFKKKGIKVVTGAKVLPETLVKDNGVTIQAEHNGENKEFKAEKMLV
                     SVGRQANTQNIGLENTDIVVEKGYIQTNEFYQTKESHIYAIGDVIGGLQLAHVASHEG
                     IVAVEHIAGKEVTPIDYSMVSKCVYSSPEVASVGLTEQEAKEKGYKLKVGKFSFRAIG
                     KALVYGESDGFVKLVVDEETNDILGVHMIGPHVTDMISEAGLARVLDATPWEVAHTIH
                     PHPSLSEAIGEAALAVDGKALHA"
     gene            complement(4000122..4001225)
                     /gene="buk"
                     /locus_tag="BA_4386"
                     /old_locus_tag="BA4386"
                     /db_xref="Pathema:BA_4386"
     CDS             complement(4000122..4001225)
                     /gene="buk"
                     /locus_tag="BA_4386"
                     /old_locus_tag="BA4386"
                     /EC_number="2.7.2.7"
                     /note="identified by similarity to SP:P54532; match to
                     protein family HMM PF00871; match to protein family HMM
                     TIGR02707"
                     /codon_start=1
                     /transl_table=11
                     /product="butyrate kinase"
                     /protein_id="AAP28102.1"
                     /db_xref="Pathema:BA_4386"
                     /translation="MSVNRILVINPGSTSTKIGVFDNERPVLEETIRHDEEQIGKYKR
                     IIDQYEFRKETILEVLHSHGINISKLNAVCGRGGLLRPIEGGTYTVNDAMLEDLKNGF
                     SGHHASNLGGILAYEIASGLNIPAFIVDPVVVDEMEPIARISGIAGMERKSIFHALNQ
                     KAVARKVAEELNHKYEDLNLLVTHMGGGITVGAHKKGKVIDVNNGLNGEGPFSPERAG
                     TVPVGQLVEMCFSGEYYRDEMVKKLVGQGGLVSLIGTNDAIKVEQMVEKGDPEATLIY
                     KAMAYQVAKEIGGASAVLHGKIDAIVLTGGLAYSKILVDEIKERVDWIADVIVHPGED
                     ELQALAEGALRVLREEEAPKEYIVREKETVARG"
     gene            complement(4001313..4002413)
                     /locus_tag="BA_4387"
                     /old_locus_tag="BA4387"
                     /db_xref="Pathema:BA_4387"
     CDS             complement(4001313..4002413)
                     /locus_tag="BA_4387"
                     /old_locus_tag="BA4387"
                     /EC_number="1.4.1.9"
                     /note="identified by similarity to SP:P13154; match to
                     protein family HMM PF00208; match to protein family HMM
                     PF02812"
                     /codon_start=1
                     /transl_table=11
                     /product="leucine dehydrogenase"
                     /protein_id="AAP28103.1"
                     /db_xref="Pathema:BA_4387"
                     /translation="MALEIFEYLEKYDYEQVVFCQDKESGLKAIIAIHDTTLGPALGG
                     TRMWTYDSEEAAIEDALRLAKGMTYKNAAAGLNLGGAKTVIIGDPRKDKSEAMFRALG
                     RYIQGLNGRYITAEDVGTTVDDMDIIHEETDFVTGISPSFGSSGNPSPVTAYGVYRGM
                     KAAAKEAFGTDNLEGKVIAVQGVGNVAYHLCKHLHAEGAKLIVTDINKEAVQRAVEEF
                     GATAVEPNEIYGVECDIYAPCALGATVNDETIPQLKAKVIAGSANNQLKEDRHGDIIH
                     EMGIVYAPDYVINAGGVINVADELYGYNRERALKRVESIYDTIAKVIEISKRDGIATY
                     VAADRLAEERIASLKNSRSTYLRNGHDIISRR"
     gene            complement(4002448..4003347)
                     /gene="yqiS"
                     /locus_tag="BA_4388"
                     /old_locus_tag="BA4388"
                     /db_xref="Pathema:BA_4388"
     CDS             complement(4002448..4003347)
                     /gene="yqiS"
                     /locus_tag="BA_4388"
                     /old_locus_tag="BA4388"
                     /EC_number="2.3.1.19"
                     /note="identified by similarity to SP:P54530; match to
                     protein family HMM PF01515; match to protein family HMM
                     TIGR02706"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphate butyryltransferase"
                     /protein_id="AAP28104.1"
                     /db_xref="Pathema:BA_4388"
                     /translation="MKLEHLIDQAAGQPKKTVAVAVAEDHEVIEAVAKAITLQLAQFR
                     LYGNQEKIMGMLQEHSLQTSEHIEVIAAQSSAEAAELSVKAVRNGEADVLMKGNIPTA
                     NILKAVLNKEWGLRKGSVLSHVATFEVPNYNRLIFVTDAAMNIAPDVTQKAAIIQNTV
                     EVARAIGIDLPKVAPIAAVEVVNPAMQATIDAAMLTQMNRRGQIKNCVVDGPLALDNA
                     VSQIAAEHKGIVSDVAGKADILLVPTIEAGNVLYKSLVYFADAKVGAMIAGAKAPIVL
                     TSRADSAETKVYSLALAVATASK"
     gene            complement(4003543..4005615)
                     /locus_tag="BA_4389"
                     /old_locus_tag="BA4389"
                     /db_xref="Pathema:BA_4389"
     CDS             complement(4003543..4005615)
                     /locus_tag="BA_4389"
                     /old_locus_tag="BA4389"
                     /note="identified by similarity to OMNI:NTL01BS02405;
                     match to protein family HMM PF00158; match to protein
                     family HMM PF00989; match to protein family HMM PF02954;
                     match to protein family HMM PF08448; match to protein
                     family HMM TIGR00229"
                     /codon_start=1
                     /transl_table=11
                     /product="sensory box sigma-54 dependent DNA-binding
                     response regulator"
                     /protein_id="AAP28105.1"
                     /db_xref="Pathema:BA_4389"
                     /translation="MKQKVLIVGAGEGGSTLLNLLQSSNIFQIIGTIDINPVAKGLQM
                     AKEYGITIGESVTPFLSMHIDVMFDMTGDDNLHKELLKKKHKDTLLIPGDIAKIVTRL
                     AHEKEDLIGRLEEQTQQGDLILNSTHDGMIVIDREGQVRLFNKSAERIIGYKKEDAIG
                     KYILEVIPTSKLLRIIRTKQIEVNYELTLENEKKIITTRIPILKEGGEVQGAFAIFKD
                     ITEVVDLAEEVTDLKEIQTLLEAIINSSEEAISVVDEKGRGLVINPAYTKLTGLTEED
                     IIGKPATTDIVEGESMHMKVLRTRRAVRGIHMKIGQKKRDVIVNVAPVIVDGILKGSV
                     GVIRDVSEIQKLTNELNRARQIIRTLEAKYSFDDIVGNSDETTAAIEQAKLGANTPAT
                     VLLRGESGTGKELFAHAIHNGSNRKYNKFVRVNCAAISETLLESELFGYEEGAFSGAK
                     RGGKRGFFEEANNGSIFLDEIGELSANTQAKLLRVLQEKEIVKVGGTKAIPINVRVIA
                     ATHVNLEKAILEGEFREDLYYRLNKIPIQIPSLRQRKGDIPAIADRLIQKINQDYGRN
                     IEGLTDSAISYLQSYEWPGNVRELENILGRAIIFMNYNETYIDVQHLPPLHNEEQVES
                     KQAHLLPELEEKPLEHLVTEFEGNIIHEYLERFGGNKTKTARALGISVRNLYYKLEKY
                     ECAKKSMQ"
     gene            4005752..4005985
                     /locus_tag="BA_4390"
                     /old_locus_tag="BA4390"
                     /db_xref="Pathema:BA_4390"
     CDS             4005752..4005985
                     /locus_tag="BA_4390"
                     /old_locus_tag="BA4390"
                     /note="identified by similarity to EGAD:108718"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28106.1"
                     /db_xref="Pathema:BA_4390"
                     /translation="MQRYLALLLALIPISLAVFGIKLMRDTVFGILFPPLSILWLQFL
                     IGALCFALGFYIFGGFVLHRDRKRNKVQARFRR"
     gene            complement(4006034..4006762)
                     /locus_tag="BA_4391"
                     /old_locus_tag="BA4391"
                     /db_xref="Pathema:BA_4391"
     CDS             complement(4006034..4006762)
                     /locus_tag="BA_4391"
                     /old_locus_tag="BA4391"
                     /note="identified by match to protein family HMM PF03009"
                     /codon_start=1
                     /transl_table=11
                     /product="glycerophosphoryl diester phosphodiesterase
                     family protein"
                     /protein_id="AAP28107.1"
                     /db_xref="Pathema:BA_4391"
                     /translation="MTLIFAHRGAAGTYPENTMISFEAAESFKADGIELDVQLTKDGK
                     VVVIHDETVNRTTNGKGAVRNYVYEDLCKLDASYKFGDKVGFCKIPLLEEVLKWIEKT
                     ELLLNIELKNNKIPYRGLEEEVITLVRKFNLEDRVIFSSFNHYSMKRCHMMAPDIQTA
                     ILYREGLHSPWAYAKKMGATAVHPNYRYLQDAIAELTMESDVEVRPYTINEETLMRKY
                     FDMNISAIITDYPEMARTLLSIKK"
     gene            4006813..4006959
                     /locus_tag="BA_4392"
                     /old_locus_tag="BA4392"
                     /db_xref="Pathema:BA_4392"
     CDS             4006813..4006959
                     /locus_tag="BA_4392"
                     /old_locus_tag="BA4392"
                     /note="identified by similarity to EGAD:24011"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28108.1"
                     /db_xref="Pathema:BA_4392"
                     /translation="MRPLQISPDTAVRLSKALGVPLEQLMHMPQHILIQKLVELEKQN
                     KDEE"
     gene            complement(4007127..4008653)
                     /locus_tag="BA_4393"
                     /old_locus_tag="BA4393"
                     /db_xref="Pathema:BA_4393"
     CDS             complement(4007127..4008653)
                     /locus_tag="BA_4393"
                     /old_locus_tag="BA4393"
                     /note="identified by similarity to GP:16413526"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28109.1"
                     /db_xref="Pathema:BA_4393"
                     /translation="MTVRKIVNRAYPIIVKVLFLCIFSMIVSKFFIPKIILMSGEFPY
                     PTEEYTTRKVGIVIAATLLLFALFFMYYKWVINTMKRTYTNIMIILGIIIILTMEIMI
                     TSIAFNPVVGDYAILKQGIVSVFNGDNQFLEMGQLLFYPYNTHIVLLGGYFAKLIGSV
                     DVAIKILPIACITGSIILNVLIVRKITNFKVAHISIVLSVLNIFIYWQAPVFYTHTLV
                     IFFISATMYTYLCLKTAETKRMKVTLWILLGIFAACTYIIRPTALAVALAILIENIFK
                     FRKEYSVKVLSSVLFCLILIVSFKGITTKLNLSTDNEIEKIPFTHWVKMGLNKDTYGV
                     WNQADSVYIDDENMKNTKDLDEHNKKVIVQRFNELGIMGYVQHLNEKITREWVSSQFS
                     MYRIGEWFEQKNDTVTHYVSNYSTTNYKIITIYSYVIKLFVYIAVLAAIILYKKKDEN
                     ESEVIRITIISTLGVFAFLLLWETAPHYTYEAFAFMNIPASLGLYKLFMIFNKEKQNV
                     "
     gene            complement(4008951..4009745)
                     /gene="spo0A"
                     /locus_tag="BA_4394"
                     /old_locus_tag="BA4394"
                     /db_xref="Pathema:BA_4394"
     CDS             complement(4008951..4009745)
                     /gene="spo0A"
                     /locus_tag="BA_4394"
                     /old_locus_tag="BA4394"
                     /note="identified by match to protein family HMM PF00072;
                     match to protein family HMM PF08769; match to protein
                     family HMM TIGR02875"
                     /codon_start=1
                     /transl_table=11
                     /product="sporulation transcription factor Spo0A"
                     /protein_id="AAP28110.1"
                     /db_xref="Pathema:BA_4394"
                     /translation="MEKIKVCLVDDNKELVSMLESYVAAQDDMEVIGTAYNGQECLNL
                     LKDKQPDVLVLDIIMPHLDGLAVLEKMRHIERLRQPSVIMLTAFGQEDVTKKAVDLGA
                     SYFILKPFDMENLTSHIRQVSGKANATIKRPLPSFRSATTVDGKPKNLDASITSIIHE
                     IGVPAHIKGYMYLREAISMVYNDIELLGSITKVLYPDIAKKYNTTASRVERAIRHAIE
                     VAWSRGNIDSISSLFGYTVSMSKAKPTNSEFIAMVADKLRLEHKAS"
     gene            complement(4010033..4011331)
                     /gene="spoIVB"
                     /locus_tag="BA_4396"
                     /old_locus_tag="BA4396"
                     /db_xref="Pathema:BA_4396"
     CDS             complement(4010033..4011331)
                     /gene="spoIVB"
                     /locus_tag="BA_4396"
                     /old_locus_tag="BA4396"
                     /note="identified by match to protein family HMM PF00595;
                     match to protein family HMM PF05580; match to protein
                     family HMM TIGR02860"
                     /codon_start=1
                     /transl_table=11
                     /product="SpoIVB peptidase"
                     /protein_id="AAP28111.1"
                     /db_xref="Pathema:BA_4396"
                     /translation="MNKLKLERFRKIIGICLLVSLVFIGCFKPLRTFISSPKQLVVFE
                     GQQSEIASLPVFKASSTDRHVFTVSSNEQKQGLMVNSHQNGEADMVFQLAGFPVKKVN
                     VRVLKDFKVIPGGQSIGVKLNTKGVLVVGHHLIQTEKGKVSPGETAGVQIGDMITEIN
                     GKTIERMSDVAPFIHNSGETGEPLNLVLLRDGKHIRTKLTPQKDNGESSYRIGLYIRD
                     SAAGIGTMTFVHPDSMKYGALGHVISDNDTKKPIQVEDGQIMRSTVTSIERGSHGNPG
                     EKLARFSPDREVIGNITINSPFGIFGKLNTNMTNGVMDKAMPIALSHQVKEGPAKILT
                     VIDQDKVEAFDIEVVSTVPQKFPATKGMVIKVTDKRLLAKTGGIVQGMSGSPIVQNGK
                     VIGAVTHVFVNDPTSGYGVHIEWMLHEAGINIYDQERKAS"
     gene            complement(4011450..4013189)
                     /gene="recN"
                     /locus_tag="BA_4397"
                     /old_locus_tag="BA4397"
                     /db_xref="Pathema:BA_4397"
     CDS             complement(4011450..4013189)
                     /gene="recN"
                     /locus_tag="BA_4397"
                     /old_locus_tag="BA4397"
                     /note="identified by similarity to EGAD:12400; match to
                     protein family HMM PF02463; match to protein family HMM
                     TIGR00634"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA repair protein RecN"
                     /protein_id="AAP28112.1"
                     /db_xref="Pathema:BA_4397"
                     /translation="MLSELSIRNFAIIEALNISFQKGLTVLSGETGAGKSIIIDAISL
                     LVGGRGSAEFVRYGTEKAEIEGLFYVEDDKHPCIEKAEELDIEIEDGMIILKRDIAAN
                     GKSVCRVNGKLVTLSVLKEIGKTLVDIHGQHETQDLMNEERHLFMLDHFDGERIVKQL
                     DIYQNVYADYEKLKKQLKSLSENEQQMAHRLDLIQFQHEEIRKADLKMDEENNLTEER
                     LQISNFEKIYKALGDAYRSLSADGQGLDNVRSAMGQMESITHLDEVYQENHDSIANSY
                     YLLEEVAYQLREKLDMMEYDPNRLDEIETRLNEIRMLKRKYGNTVEEILAYADKIEQE
                     IFTIENKDVHIETTKKQLKELESVILKEATLLSNMRHELAEHLTNAIHQELKELYMEK
                     TKFEVRIIKREGNAEEPLVEGAPVRLTADGYDHVEFYISTNPGEPLKPLSKVASGGEL
                     FRIILALKSIFSKHQGVASVIFDEVDTGVSGRVAQAIAEKIYRVSVNSQVLCITHLPQ
                     VASMADSHLFIRKQVANDRTITSVTVLTMEDKVTEIARMISGVEITDLTTEHAKELLT
                     QAHHFKQTAEAIQ"
     gene            complement(4013457..4013906)
                     /gene="argR"
                     /locus_tag="BA_4398"
                     /old_locus_tag="BA4398"
                     /db_xref="Pathema:BA_4398"
     CDS             complement(4013457..4013906)
                     /gene="argR"
                     /locus_tag="BA_4398"
                     /old_locus_tag="BA4398"
                     /note="identified by similarity to SP:O31408; match to
                     protein family HMM PF01316; match to protein family HMM
                     PF02863; match to protein family HMM TIGR01529"
                     /codon_start=1
                     /transl_table=11
                     /product="arginine repressor"
                     /protein_id="AAP28113.1"
                     /db_xref="Pathema:BA_4398"
                     /translation="MNKGQRHIKIREIIANKEIETQDELVDILRNEGFNVTQATVSRD
                     IKELHLVKVPLHDGRYKYSLPADQRFNPLQKLKRNLVDSFVKLDTAGHMLVLKTLPGN
                     AHSLGALIDHLEWDEIIGTICGDDTCLIICRTPEDTGVVSDRFLNML"
     gene            complement(4014049..4014888)
                     /locus_tag="BA_4399"
                     /old_locus_tag="BA4399"
                     /db_xref="Pathema:BA_4399"
     CDS             complement(4014049..4014888)
                     /locus_tag="BA_4399"
                     /old_locus_tag="BA4399"
                     /note="identified by similarity to EGAD:20008; match to
                     protein family HMM PF01479; match to protein family HMM
                     PF01728; match to protein family HMM TIGR00478"
                     /codon_start=1
                     /transl_table=11
                     /product="hemolysin A"
                     /protein_id="AAP28114.1"
                     /db_xref="Pathema:BA_4399"
                     /translation="MSAKKERVDVLLVERGLIETREKAKRAIMAGLVYANEMRLDKPG
                     EKIPQDTEITVKGQVMPYVSRGGYKLEKALETFHLDLQDKVMIDIGSSTGGFTDCALQ
                     NGAKLSYALDVGYNQLAWKLRQDERVVVMERTNFRYVTPADLERGLPQFASIDVSFIS
                     LKLILPVLKTMLMPNGDVAALIKPQFEAGREQVGKKGIVRDRKVHEAVVEMIVDFAIK
                     EGYDVEGLTFSPITGGDGNIEFLIHLKWHGERENGENHSPVSVEQVVTEAHDVLKQKG
                     KGE"
     gene            complement(4014892..4016784)
                     /gene="dxs"
                     /locus_tag="BA_4400"
                     /old_locus_tag="BA4400"
                     /db_xref="Pathema:BA_4400"
     CDS             complement(4014892..4016784)
                     /gene="dxs"
                     /locus_tag="BA_4400"
                     /old_locus_tag="BA4400"
                     /EC_number="2.2.1.7"
                     /note="identified by similarity to SP:P77488; match to
                     protein family HMM PF02779; match to protein family HMM
                     PF02780; match to protein family HMM TIGR00204"
                     /codon_start=1
                     /transl_table=11
                     /product="1-deoxy-D-xylulose-5-phosphate synthase"
                     /protein_id="AAP28115.1"
                     /db_xref="Pathema:BA_4400"
                     /translation="MDLTQIQNPSFLKDMSISELEGLSEDIRKFLIEELSQTGGHIAP
                     NLGVVELTIALHKLFDSPKDKFLWDVGHQSYVHKILTGRAKEFGTLRQYQGLCGFPKR
                     CESEHDVWETGHSSTSLSAAMGMALARDLKKTKEYVIPIIGDGALTGGMALEALNHIG
                     HEKTDMIVILNDNEMSIAPNVGALHNVLGRLRTAGKYHWVKDELEYILKKIPAVGGKV
                     AATAEKIKDSLKYLLVSGVFFEELGFTYLGPVDGHDYEKLFETLQYAKKTKGPVLVHV
                     ITKKGKGYKPAESDVIGTWHGTGPYKIESGDFVKPKEVAPAWSAVVSETVLKLARTDE
                     RIVAITPAMPVGSKLEKFQKEFPDRMIDVGIAEQHATTMAAGMATQGMKPFLAIYSTF
                     LQRAYDQVVHDICRQNLNVFIGIDRSGLVGADGETHQGVFDISFLRHLPNMVIMMPKD
                     ENEGQHLVYTAMQYEDGPIALRYARGNGLGVHMDEELKAIPIGSWETLKEGTQAAILT
                     FGTTIPMAMEAAERLEKAGVSVKVVNARFIKPMDEAYLHDLLGKNIPILTIEEACLIG
                     GFGTGVVEFASENGYHSALVERMGIPDRFIEHGSVTKLLEEIGLTTDAVVDRIHTMIP
                     SKQKRA"
     gene            complement(4017086..4017976)
                     /gene="ispA"
                     /locus_tag="BA_4402"
                     /old_locus_tag="BA4402"
                     /db_xref="Pathema:BA_4402"
     CDS             complement(4017086..4017976)
                     /gene="ispA"
                     /locus_tag="BA_4402"
                     /old_locus_tag="BA4402"
                     /EC_number="2.5.1.10"
                     /note="identified by similarity to SP:Q08291; match to
                     protein family HMM PF00348"
                     /codon_start=1
                     /transl_table=11
                     /product="geranyltranstransferase"
                     /protein_id="AAP28116.1"
                     /db_xref="Pathema:BA_4402"
                     /translation="MTIAFDTFLKESKTFVEEKLVSYANELQCPNVLREAMAYSLEAG
                     GKRLRPLLLFATLQAFDKERNLGVGAACALEMIHTYSLVHDDLPCMDDDDLRRGKPTN
                     HKVFGEAMAVLAGDGLLTYAFQVIMAYGQKEISAEKKVRLVLELAKAAGPEGMVGGQV
                     ADMEAEGKQLTIDELEYIHKHKTGKLLEFAVLAGSILSDATEEQEEKLLEFAKYIGLA
                     FQIRDDILDVEGTEEEIGKPIGSDVSNEKSTYTTLFTVDRAKDILDETIAKAKDAIGS
                     LQLQDEYLLSICDLIAKRNN"
     gene            complement(4017976..4018206)
                     /gene="xseB"
                     /locus_tag="BA_4403"
                     /old_locus_tag="BA4403"
                     /db_xref="Pathema:BA_4403"
     CDS             complement(4017976..4018206)
                     /gene="xseB"
                     /locus_tag="BA_4403"
                     /old_locus_tag="BA4403"
                     /EC_number="3.1.11.6"
                     /note="identified by similarity to SP:P22938; match to
                     protein family HMM PF02609; match to protein family HMM
                     TIGR01280"
                     /codon_start=1
                     /transl_table=11
                     /product="exodeoxyribonuclease VII, small subunit"
                     /protein_id="AAP28117.1"
                     /db_xref="Pathema:BA_4403"
                     /translation="MENKLSFEEAISQLEHLVSKLEQGDVPLEEAISYFKEGMELSKL
                     CDEKLKNVQEQMAVILGEDGELEPFTALGDEA"
     gene            complement(4018196..4019554)
                     /gene="xseA"
                     /locus_tag="BA_4404"
                     /old_locus_tag="BA4404"
                     /db_xref="Pathema:BA_4404"
     CDS             complement(4018196..4019554)
                     /gene="xseA"
                     /locus_tag="BA_4404"
                     /old_locus_tag="BA4404"
                     /EC_number="3.1.11.6"
                     /note="identified by similarity to SP:P04994; match to
                     protein family HMM PF01336; match to protein family HMM
                     PF02601; match to protein family HMM TIGR00237"
                     /codon_start=1
                     /transl_table=11
                     /product="exodeoxyribonuclease VII, large subunit"
                     /protein_id="AAP28118.1"
                     /db_xref="Pathema:BA_4404"
                     /translation="MEKQYLTVTALTRYIKTKIEYDPHLQSVWLKGEISNFKNHSRGH
                     MYFTLKDENARIAAVMFAGHNRNIKFRPENGMKVLVKGKISVYEASGSYQIYIQDMQP
                     DGIGNLHLAYEQLKVRLEEEGLFSQVYKKTIPPYAKTIGVITSPTGAAIRDIITTIKR
                     RYPIGNVIVFPVLVQGESAAPSIVQAIRTANEMEEIDVLIVGRGGGSIEELWAFNEEM
                     VARAIFKSEIPIISAVGHETDFTIADFVADLRAPTPTAAAELAAPNIIELQEKVLQRT
                     LRLQRAMRELVHKKEEKLQVLQKSYAFRYPRQVYEQKEEQLDRALEQLVLAKERYIDK
                     KVNQLKQLSFYLEKHHPSQKIMQTKVAVETLQKQLQREMQTLLQAKEFAFVRAAQKLE
                     ALSPLKVMMRGYGLVYDEEKQVLKSVKDVSLGDAVSVQLQDGILDCSVSGIEERELNN
                     GK"
     gene            complement(4019581..4020441)
                     /gene="folD"
                     /locus_tag="BA_4405"
                     /old_locus_tag="BA4405"
                     /db_xref="Pathema:BA_4405"
     CDS             complement(4019581..4020441)
                     /gene="folD"
                     /locus_tag="BA_4405"
                     /old_locus_tag="BA4405"
                     /EC_number="1.5.1.5"
                     /EC_number="3.5.4.9"
                     /note="identified by similarity to SP:P54382; match to
                     protein family HMM PF00763; match to protein family HMM
                     PF02882"
                     /codon_start=1
                     /transl_table=11
                     /product="methylenetetrahydrofolate
                     dehydrogenase/methenyltetrahydrofolate cyclohydrolase"
                     /protein_id="AAP28119.1"
                     /db_xref="Pathema:BA_4405"
                     /translation="MVAVIIKGNEVAEKKRAQLKEEVVKLKEQGIVPGLAVILVGEDP
                     ASRSYVKGKEKGCEQVGIYSELIEFPETITEERLLAEIDRLNGDDRINGILVQLPLPK
                     HIEEKAIIERISPEKDVDGFHPISVGRMMTGQDTFLPCTPHGIVELVKETNLDISGKH
                     VVVIGRSNIVGKPVGQLFLNENATVTYCHSKTQNMKELTKLADILIVAVGRPKMVTAD
                     YIKEGAVVIDVGVNRLETGKLCGDVDFDNVLDVASYITPVPKGVGPMTITMLLHNTVE
                     SAKRAGVVCK"
     gene            complement(4020465..4020857)
                     /gene="nusB"
                     /locus_tag="BA_4406"
                     /old_locus_tag="BA4406"
                     /db_xref="Pathema:BA_4406"
     CDS             complement(4020465..4020857)
                     /gene="nusB"
                     /locus_tag="BA_4406"
                     /old_locus_tag="BA4406"
                     /note="identified by match to protein family HMM PF01029;
                     match to protein family HMM TIGR01951"
                     /codon_start=1
                     /transl_table=11
                     /product="N utilization substance protein B"
                     /protein_id="AAP28120.1"
                     /db_xref="Pathema:BA_4406"
                     /translation="MKRRTARERAMQALYQMDITGELEPKVAVENTLDEGEETNEFLE
                     SLVVGFVENKEVIDEAIRQNLKKWKLERISIVDRSILRVAVYEMKYMEEIPHNVTINE
                     AIEIAKTFGDEESRRFINGVLSNIKDTL"
     gene            complement(4021204..4021596)
                     /locus_tag="BA_4407"
                     /old_locus_tag="BA4407"
                     /db_xref="Pathema:BA_4407"
     CDS             complement(4021204..4021596)
                     /locus_tag="BA_4407"
                     /old_locus_tag="BA4407"
                     /note="identified by similarity to OMNI:NTL01BH2789; match
                     to protein family HMM PF03780"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28121.1"
                     /db_xref="Pathema:BA_4407"
                     /translation="MAEHMLDMGQDTTLGKVEIAPEVIEVIAGIAAAEVEGVAAMRGN
                     FATDVVEKLGKKNHGKGVKVELANEDIIVDLYVVMYFGVAIPVVAQKIQDNIRQALFT
                     MTGLEPKEVNVHIVGVTFETQKTEIEPV"
     gene            complement(4021619..4022971)
                     /gene="accC"
                     /locus_tag="BA_4408"
                     /old_locus_tag="BA4408"
                     /db_xref="Pathema:BA_4408"
     CDS             complement(4021619..4022971)
                     /gene="accC"
                     /locus_tag="BA_4408"
                     /old_locus_tag="BA4408"
                     /EC_number="6.4.1.2"
                     /note="identified by match to protein family HMM PF00289;
                     match to protein family HMM PF02222; match to protein
                     family HMM PF02785; match to protein family HMM PF02786;
                     match to protein family HMM PF08443; match to protein
                     family HMM TIGR00514"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyl-CoA carboxylase, biotin carboxylase
                     subunit"
                     /protein_id="AAP28122.1"
                     /db_xref="Pathema:BA_4408"
                     /translation="MIKKVLIANRGEIAVRIIRACKEMDIETVAIYSEADKESLHVQI
                     ADEAYCVGPTISKESYLNLTNIISVAKLTGCDAIHPGYGFLAENADFAELCRECNLIF
                     IGPSPEAISKMGTKDVARDTMKEAGVPIVPGSQGIIKNTEEAIELANQIGYPVIIKAT
                     AGGGGKGIRVARHEEELVKGIQITQQEASTAFGNPGVYLEKYVEDFRHVEIQIMADTH
                     GNAIHLGERDCTIQRRLQKLLEESPSPALDENVRKQMGEAAVKAAVAVDYTGAGTVEF
                     IYEYKTKSFYFMEMNTRIQVEHPVTEMVTGVDLIKEQILVASGEKLSLQQEEVQFNGW
                     AIECRINAENPAKKFMPSPGKVEMYLPPGGFGIRVDSAVYPGYSIPPFYDSMVAKLIV
                     HGKTREEAIAKMKRALSEFVVEGVHTTIPFHLQLLDHPDFVKGEFNTKFLEEHELVTQ
                     "
     gene            complement(4022988..4023482)
                     /gene="accB"
                     /locus_tag="BA_4409"
                     /old_locus_tag="BA4409"
                     /db_xref="Pathema:BA_4409"
     CDS             complement(4022988..4023482)
                     /gene="accB"
                     /locus_tag="BA_4409"
                     /old_locus_tag="BA4409"
                     /note="identified by match to protein family HMM PF00364;
                     match to protein family HMM TIGR00531"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyl-CoA carboxylase, biotin carboxyl carrier
                     protein"
                     /protein_id="AAP28123.1"
                     /db_xref="Pathema:BA_4409"
                     /translation="MFKIQEVRELIKLIDSSNIDEFEYKKDGTTIKMKKRGNEVVAVQ
                     APVAKQAVQPVAPVEVETTVAAAQVEVPKQEEKKAVQNENLHKITSPMVGTFYSSSSS
                     SPDTPPYVSVGDRVSKDSIVCIVEAMKLFNEIDADVDGEIVEILVNNGQLVEYGQPLF
                     LVKA"
     gene            complement(4024240..4024878)
                     /locus_tag="BA_4410"
                     /old_locus_tag="BA4410"
                     /db_xref="Pathema:BA_4410"
     CDS             complement(4024240..4024878)
                     /locus_tag="BA_4410"
                     /old_locus_tag="BA4410"
                     /codon_start=1
                     /transl_table=11
                     /product="stage III sporulation protein AH"
                     /protein_id="AAP28124.1"
                     /db_xref="Pathema:BA_4410"
                     /translation="MLSLVVVLSVYYVTTPDKMNTASPATGEKIGQEKQGTDKAVTNE
                     TPIKETTKESSNKENTSKETPNKETNKETDKKESATKETSKKEANVTVQSSDENFTAL
                     RMQMEDQRSEQKARLQEVMNSAKSSATEKSKAKDNFDAITTMETKQELLETVIKSQGG
                     YKDALVRADGTDIKVTVKAAKHSQKEANKIIQLVRSEGGSKDVGVKFDPPTK"
     gene            complement(4024927..4025589)
                     /gene="spoIIIAG"
                     /locus_tag="BA_4411"
                     /old_locus_tag="BA4411"
                     /db_xref="Pathema:BA_4411"
     CDS             complement(4024927..4025589)
                     /gene="spoIIIAG"
                     /locus_tag="BA_4411"
                     /old_locus_tag="BA4411"
                     /note="identified by match to protein family HMM
                     TIGR02830"
                     /codon_start=1
                     /transl_table=11
                     /product="stage III sporulation protein AG"
                     /protein_id="AAP28125.1"
                     /db_xref="Pathema:BA_4411"
                     /translation="MDNKDKNSKFSFFRNLLNGDEKESNEKGKKVTPKFLLVLLILGM
                     LLMFSSSFFSSKKEEVPVFKEQKTQNQEKDVPTFGQKNNDNMSNVEKYEKAYEQELKA
                     ALEEIAGVKDVTINVNLDSSEEKILEKNTVKRSQTTGETDKTGGKRKVEDESLDEKTV
                     IIREGDKETPVVLRTEKPKVRGVLVVAKGVDNIQVKAMVKEAVIRLLDVPAHRVSVSP
                     KN"
     gene            complement(4025579..4026211)
                     /gene="spoIIIAF"
                     /locus_tag="BA_4412"
                     /old_locus_tag="BA4412"
                     /db_xref="Pathema:BA_4412"
     CDS             complement(4025579..4026211)
                     /gene="spoIIIAF"
                     /locus_tag="BA_4412"
                     /old_locus_tag="BA4412"
                     /note="identified by match to protein family HMM PF09581;
                     match to protein family HMM TIGR02896"
                     /codon_start=1
                     /transl_table=11
                     /product="stage III sporulation protein AF"
                     /protein_id="AAP28126.1"
                     /db_xref="Pathema:BA_4412"
                     /translation="MQFVTEWIRNIIVFLLLATMLHLILPNSNLQKYVKFVVSLLLVV
                     LILTPLFKLLQTDVNEVIANFNEEKYVAEGSVKNSIDSKKKEIQALTRAYSLEEMATK
                     MKKEVGKEFEKQYGMSVSEIQIVAAESTAEVKSAKDIQSVVVTLKEKERSKNDAIETV
                     KPVEINTKEPPKKVEETNVEMKDFFSSRWQLENKQIQVQMEGRTGRVNGQ"
     gene            complement(4026224..4027396)
                     /gene="spoIIIAE"
                     /locus_tag="BA_4413"
                     /old_locus_tag="BA4413"
                     /db_xref="Pathema:BA_4413"
     CDS             complement(4026224..4027396)
                     /gene="spoIIIAE"
                     /locus_tag="BA_4413"
                     /old_locus_tag="BA4413"
                     /note="identified by match to protein family HMM PF09546;
                     match to protein family HMM TIGR02829"
                     /codon_start=1
                     /transl_table=11
                     /product="stage III sporulation protein AE"
                     /protein_id="AAP28127.1"
                     /db_xref="Pathema:BA_4413"
                     /translation="MLRGFGAKLLFACFLFFSLPVVVQASPVETNVVDQQLDKLGIED
                     VKQFWDGLVTKYGGYLPESQKGSFMEFVKGEKEISIKEWMLGLLKYLFHELVANGKLL
                     GTLIMLTIFSALLQSLQSAFSKSSVSKIADAVVYMVLIIFALNSFYVVMTYARETIQT
                     MVDFILALLPILLALIATGGGVVSVAFFHPIIIFLMNTSGLLMNYIVLPLLLLATILS
                     IVSTMSDQYKVTKLSKLLQNVSVGIIGIFLTIFLGVLSVQGTATAVADGIAVKTAKFV
                     TGNFIPVVGRMFTEAADTVISASGLLKNTVGIIGLVILCLIVAFPAIQIFCIAFIYKF
                     AAAVLQPVGGGAIIQCLDIIGRSIIYVFACLAIVSFMFFLSITIIIAAGNITLMMR"
     gene            complement(4027407..4027703)
                     /gene="spoIIIAD"
                     /locus_tag="BA_4414"
                     /old_locus_tag="BA4414"
                     /db_xref="Pathema:BA_4414"
     CDS             complement(4027407..4027703)
                     /gene="spoIIIAD"
                     /locus_tag="BA_4414"
                     /old_locus_tag="BA4414"
                     /note="identified by match to protein family HMM PF09555;
                     match to protein family HMM TIGR02849"
                     /codon_start=1
                     /transl_table=11
                     /product="stage III sporulation protein AD"
                     /protein_id="AAP28128.1"
                     /db_xref="Pathema:BA_4414"
                     /translation="MFVGSVMFLLLIDQIHAILQMIERVASEAKVSNVYVETLLKIIG
                     IAYIAEFGAQITKDAGQGAIASKIELAGKILILVMAIPILTVVIETILGFLPTG"
     gene            complement(4027814..4028017)
                     /gene="spoIIIAC"
                     /locus_tag="BA_4415"
                     /old_locus_tag="BA4415"
                     /db_xref="Pathema:BA_4415"
     CDS             complement(4027814..4028017)
                     /gene="spoIIIAC"
                     /locus_tag="BA_4415"
                     /old_locus_tag="BA4415"
                     /note="identified by match to protein family HMM PF06686;
                     match to protein family HMM TIGR02848"
                     /codon_start=1
                     /transl_table=11
                     /product="stage III sporulation protein AC"
                     /protein_id="AAP28129.1"
                     /db_xref="Pathema:BA_4415"
                     /translation="MSIDVGLIFQIAGIGIVLAFIHTVLKELKREDIANWVILVGFVV
                     ILFHVAFLINTLFDKIKSVFLFQ"
     gene            complement(4028032..4028547)
                     /gene="spoIIIAB"
                     /locus_tag="BA_4416"
                     /old_locus_tag="BA4416"
                     /db_xref="Pathema:BA_4416"
     CDS             complement(4028032..4028547)
                     /gene="spoIIIAB"
                     /locus_tag="BA_4416"
                     /old_locus_tag="BA4416"
                     /note="identified by match to protein family HMM PF09548;
                     match to protein family HMM TIGR02833"
                     /codon_start=1
                     /transl_table=11
                     /product="stage III sporulation protein AB"
                     /protein_id="AAP28130.1"
                     /db_xref="Pathema:BA_4416"
                     /translation="MVKIFGAVLIVAVSTFFGFSYAKRYSERPRQLRLLKAALQSLEA
                     EIMYGHTPLSEAAERLVKQMPKPLNWIFQSFANRLESGEQTVREAWIDSLKENWKLTA
                     FQQTEYEILQQFGETLGQHDRESQQKHIRLCITHLEREEEEAKVLQMQYEKMIKSLGV
                     LAGLLIVILLL"
     gene            complement(4028541..4029467)
                     /gene="spoIIIAA"
                     /locus_tag="BA_4417"
                     /old_locus_tag="BA4417"
                     /db_xref="Pathema:BA_4417"
     CDS             complement(4028541..4029467)
                     /gene="spoIIIAA"
                     /locus_tag="BA_4417"
                     /old_locus_tag="BA4417"
                     /note="identified by similarity to SP:Q01367; match to
                     protein family HMM TIGR02858"
                     /codon_start=1
                     /transl_table=11
                     /product="stage III sporulation protein AA"
                     /protein_id="AAP28131.1"
                     /db_xref="Pathema:BA_4417"
                     /translation="MKEVLEVLPKTMKQLVESCKQYDALEEIRVRIGRPLECIAHGEV
                     FFYDYIVTAEDAIHLLNKLSQFSIYTMEEELKRGYVTLRGGHRIGLAGKVITEKSAVK
                     MIRDVSSFNIRIARQKIGIAEPLLPYLYESRWLNTMVIGPPQTGKTTLLRDVARCMSQ
                     GVSASEIPSCKVGIVDERSEIAGCVKGIPQYDFGTRVDVLDACPKAEGMMMMIRSMSP
                     DILIVDEIGRKEDSEAIMEAVHAGVQLFISAHGFSYDDVVKRPSLKAVLELGIFDRFV
                     ELSKARGPGTVMQVKDKNGKSVLPHRKAEGVW"
     gene            complement(4029496..4029843)
                     /locus_tag="BA_4418"
                     /old_locus_tag="BA4418"
                     /db_xref="Pathema:BA_4418"
     CDS             complement(4029496..4029843)
                     /locus_tag="BA_4418"
                     /old_locus_tag="BA4418"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28132.1"
                     /db_xref="Pathema:BA_4418"
                     /translation="MVVQIYSFWSAALVTVMGEGGRMKQWLAAMETSVLVMGLLRLFS
                     GSAEIFAALLMLYVNDAKKALFINGMLAFVGPTVLILTMTIGIASVASEISFLKLFFL
                     ALGIGCIFIALLK"
     gene            4029966..4030544
                     /locus_tag="BA_4419"
                     /old_locus_tag="BA4419"
                     /db_xref="Pathema:BA_4419"
     CDS             4029966..4030544
                     /locus_tag="BA_4419"
                     /old_locus_tag="BA4419"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP28133.1"
                     /db_xref="Pathema:BA_4419"
                     /translation="MQHVTLVPLDLRYANVIFKLSSDSHVKNALGIKVEKIEDTKAFL
                     LFAIEEERQKRSLSRMIVNEENEIIGLTTLKHINYEKKQSHIGSWLGYPYWGKGYNEA
                     AKKEIFKIAFLELQLTYVFAGAKTNNIRSLKAQEKLPYISLHVENKFPDEHAALEKEV
                     KSLCSLHVVSREKFLNWLELQSEEEKYEGFKN"
     gene            4030525..4030827
                     /locus_tag="BA_4420"
                     /old_locus_tag="BA4420"
                     /db_xref="Pathema:BA_4420"
     CDS             4030525..4030827
                     /locus_tag="BA_4420"
                     /old_locus_tag="BA4420"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28134.1"
                     /db_xref="Pathema:BA_4420"
                     /translation="MKALKISLTIVVELALIYLFSLLVGWSFMEAFFLGSLGIFGAIW
                     LIALHIRQNNNIDHTIYKTGAVKPFQMTWGPCTTGAASLTAFSFIITTIYYLPYFL"
     gene            complement(4030863..4031420)
                     /gene="efp"
                     /locus_tag="BA_4421"
                     /old_locus_tag="BA4421"
                     /db_xref="Pathema:BA_4421"
     CDS             complement(4030863..4031420)
                     /gene="efp"
                     /locus_tag="BA_4421"
                     /old_locus_tag="BA4421"
                     /note="identified by match to protein family HMM PF01132;
                     match to protein family HMM PF08207; match to protein
                     family HMM PF09285; match to protein family HMM TIGR00038"
                     /codon_start=1
                     /transl_table=11
                     /product="translation elongation factor P"
                     /protein_id="AAP28135.1"
                     /db_xref="Pathema:BA_4421"
                     /translation="MISVNDFRTGLTIAVDNGLWQVLDFQHVKPGKGAAFVRSKLRNL
                     RTGSVQEKTFRAGEKVEKAHIENRRMQYLYASGEAHVFMDNGTYEQIELGEKQIEREL
                     KFLKENMEVSIMTYQGEVLGVELPNTVELQVTETEPGIKGDTASNVTKPATLETGLVV
                     QVPIFINEGEMLIINTGEGKYVSRA"
     gene            complement(4031442..4032503)
                     /gene="pepQ1"
                     /locus_tag="BA_4422"
                     /old_locus_tag="BA4422"
                     /db_xref="Pathema:BA_4422"
     CDS             complement(4031442..4032503)
                     /gene="pepQ1"
                     /locus_tag="BA_4422"
                     /old_locus_tag="BA4422"
                     /EC_number="3.4.13.9"
                     /note="identified by match to protein family HMM PF00557;
                     match to protein family HMM PF01321"
                     /codon_start=1
                     /transl_table=11
                     /product="Xaa-Pro dipeptidase"
                     /protein_id="AAP28136.1"
                     /db_xref="Pathema:BA_4422"
                     /translation="MEKIERLRSAFDEAGIDGILLTNEHSRRYMANFTGTAGVVLISK
                     KRAQFITDFRYVEQASKQAVGYEIVQHAGLIIDEVAKQVKELGIQKLGFEQDTLTYSS
                     YSAHKEAIDAEFIPTSGLVEKLRLIKTDSEIKILKEAAQIADAAFEHILSFIRPGVSE
                     IEVSNELEFFMRKQGATSSSFDIIVASGLRSALPHGVASEKVIETGDFVTLDFGAYYK
                     GYCSDITRTIAVGEPSDKLKEIYNIVLEAQLRGVNGIKAGLTGREADALTRDYITEKG
                     YGEYFGHSTGHGIGLEIHEAPGLAFRSDTVLEPGMAVTVEPGIYIPGIGGVRIEDDII
                     VTSEGNEVITKSPKELIIL"
     gene            complement(4032508..4032948)
                     /gene="aroQ"
                     /locus_tag="BA_4423"
                     /old_locus_tag="BA4423"
                     /db_xref="Pathema:BA_4423"
     CDS             complement(4032508..4032948)
                     /gene="aroQ"
                     /locus_tag="BA_4423"
                     /old_locus_tag="BA4423"
                     /EC_number="4.2.1.10"
                     /note="identified by match to protein family HMM PF01220;
                     match to protein family HMM TIGR01088"
                     /codon_start=1
                     /transl_table=11
                     /product="3-dehydroquinate dehydratase, type II"
                     /protein_id="AAP28137.1"
                     /db_xref="Pathema:BA_4423"
                     /translation="MKKVLLVNGPNLNRLGVREVNVYGKGTLATLEADMKQEAEAMGV
                     ELECFQSNHEGAIIDRIHEAEDIYEGIILNPGAFTHYSYAIRDAIASISIPVIEVHIS
                     NIHQRESFRHESVTAAVCAGQIVGFGFYGYKLALFALMEKLREA"
     gene            complement(4033001..4033489)
                     /locus_tag="BA_4424"
                     /old_locus_tag="BA4424"
                     /db_xref="Pathema:BA_4424"
     CDS             complement(4033001..4033489)
                     /locus_tag="BA_4424"
                     /old_locus_tag="BA4424"
                     /note="identified by similarity to OMNI:NTL01BH2805"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28138.1"
                     /db_xref="Pathema:BA_4424"
                     /translation="MSQEQLGTRNFVQIGLFGGLFWGGIWYFLHIFSFTEAGPNYLLL
                     PFAFGSWKEGVWGNVLGIVCMALLSILIAFLYKAFLAKFEGILPGMIYGLFWWALLFF
                     GVGLIAPAIKSALHLPKETIVTTICIFILYGVFIAYSVSYAVNTNKAEREGEEKTNYS
                     NK"
     gene            4033734..4034654
                     /locus_tag="BA_4425"
                     /old_locus_tag="BA4425"
                     /db_xref="Pathema:BA_4425"
     CDS             4033734..4034654
                     /locus_tag="BA_4425"
                     /old_locus_tag="BA4425"
                     /note="identified by similarity to EGAD:45857; match to
                     protein family HMM PF07136"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28139.1"
                     /db_xref="Pathema:BA_4425"
                     /translation="MAEESKQIYGGQAVIEGVMFGGREYTVTAVRRKDKSIEFYRLPR
                     VRNKALSILKKIPFLRGIAAIVDASANGAKHLNFASERFDVHPEEDEQIANKKEEQSK
                     LTMVLGVAAVGVLSFIFGKIIFTAVPALLAELTRPIFPSHTGQIIVESVIKLMLLLSY
                     IYFISLTPLIKRVFQYHGAEHKVINAYENNLSLTVENVQKQTRLHYRCGSSFIIFTVI
                     IGMFVYFLVPTDPLWARVVNRILLIPVVLGISFEVLQFTNRLRDIPVLRILGYPGLWL
                     QLLTTKEPTDDQVEVAIASFEELLRLENKQ"
     gene            4034734..4035135
                     /locus_tag="BA_4426"
                     /old_locus_tag="BA4426"
                     /db_xref="Pathema:BA_4426"
     CDS             4034734..4035135
                     /locus_tag="BA_4426"
                     /old_locus_tag="BA4426"
                     /note="identified by similarity to OMNI:NTL01BH2807"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28140.1"
                     /db_xref="Pathema:BA_4426"
                     /translation="MNGRSFTFAIFVLIIGLAIFGLVSSVITNPMGVLRNIGIMLAVV
                     GIFYLLYKMFTNSSGSANSQSSYKRAAKQSSRKHGKQNVAPLSNSFFKSNTSNDKGKK
                     GNPSSLKRKRKQSHLTVIEGKKNKKKDRASF"
     gene            complement(4035132..4035797)
                     /locus_tag="BA_4427"
                     /old_locus_tag="BA4427"
                     /db_xref="Pathema:BA_4427"
     CDS             complement(4035132..4035797)
                     /locus_tag="BA_4427"
                     /old_locus_tag="BA4427"
                     /note="identified by match to protein family HMM PF00702;
                     match to protein family HMM TIGR01509"
                     /codon_start=1
                     /transl_table=11
                     /product="hydrolase, haloacid dehalogenase-like family"
                     /protein_id="AAP28141.1"
                     /db_xref="Pathema:BA_4427"
                     /translation="MMKAIIFDFDGLIVDTETIWFHSFRDAVREYGGDLPLEEFAKCI
                     GTTDDVLYEYLNEQLKEKFDKYALKEKVKNLHKEKMKIPEARDGVKEYLEEAKEMGLK
                     IALASSSSREWVIPFLEELQIRDYFEVIKTREDVEKVKPDPALYRVAIEDLGIDSSEA
                     VAFEDSLNGLKAAIAAGLTCVVVPNDVTRNLPFENHHLRIESMKDKSLKEVMQNIKKD
                     RIY"
     gene            complement(4035848..4036276)
                     /locus_tag="BA_4428"
                     /old_locus_tag="BA4428"
                     /db_xref="Pathema:BA_4428"
     CDS             complement(4035848..4036276)
                     /locus_tag="BA_4428"
                     /old_locus_tag="BA4428"
                     /note="identified by similarity to OMNI:NTL01BS02447;
                     match to protein family HMM PF01325; match to protein
                     family HMM PF02742"
                     /codon_start=1
                     /transl_table=11
                     /product="iron-dependent repressor family protein"
                     /protein_id="AAP28142.1"
                     /db_xref="Pathema:BA_4428"
                     /translation="MPTPSMEDYIEQIYLLIDEKGYARVSDIAEALSVHPSSVTKMVQ
                     KLDKDEYLIYEKYRGLVLTSKGKKIGERLVYRHELLEQFMRIIGVDESKIYNDVEGIE
                     HHLSWEAIDRIGDLVQYFEQDEVRVETLRGVQKANEEKSN"
     gene            complement(4036421..4037446)
                     /gene="splB"
                     /locus_tag="BA_4429"
                     /old_locus_tag="BA4429"
                     /db_xref="Pathema:BA_4429"
     CDS             complement(4036421..4037446)
                     /gene="splB"
                     /locus_tag="BA_4429"
                     /old_locus_tag="BA4429"
                     /EC_number="4.1.99.-"
                     /note="identified by similarity to SP:P37956; match to
                     protein family HMM PF04055; match to protein family HMM
                     TIGR00620"
                     /codon_start=1
                     /transl_table=11
                     /product="spore photoproduct lyase"
                     /protein_id="AAP28143.1"
                     /db_xref="Pathema:BA_4429"
                     /translation="MKPFMPKLVYFEPKALEYPLGKELYEKFTKMGLEIRETTFHNQI
                     RNLPGENDLQKYRNAKATLVVGVRKTLKFDTSKPSAEYAIPLATGCMGHCHYCYLQTT
                     LGSKPYVRVYVNLDEIFEKAQQYMDERAPEITRFEAACTSDIVGIDHLTHALKRAIEF
                     IGESEHGRLRFVTKYSHVDHLLDAKHNGKTRFRFSINSRYVIKNFEPGTSPFEERIEA
                     ARKVAGAGYPLGFIVAPLYMHEGWEEGYRELFERLYNALNDLSIPNLTFELIQHRFTK
                     PAKKVIQERYPNTKLEMDEEKRKYKWGRYGIGKYVYKKDDAEVLEETIRGYIYEFFPD
                     AEIQYFT"
     gene            4037718..4038566
                     /locus_tag="BA_4430"
                     /old_locus_tag="BA4430"
                     /db_xref="Pathema:BA_4430"
     CDS             4037718..4038566
                     /locus_tag="BA_4430"
                     /old_locus_tag="BA4430"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28144.1"
                     /db_xref="Pathema:BA_4430"
                     /translation="MSVKKKTQVRTGKMVRELMLADEDVNASLIMVYSENGVNAEIKI
                     EGLTPKCNEELFLSGNVDWNKSVIYKIVDFTGNAEVGKVTLTAMNKNNVSLEIERVMW
                     SKENKETAEQEETVVEATPKKEVVVEVPKAVTPAPKPVTRVETPAIASTPKPTPAPTP
                     KPVSVEAAVELSTPAPVKKAVPTPVTKQETTPVAPVKPKQSALTETNSKLQENYVKLV
                     KKTIEVCQDYELGIDIDDSIEGLKEELQSQGISVTFDKEIMDVVNRLRSLQDKGIRVE
                     KVLNLL"
     gene            complement(4038595..4039431)
                     /locus_tag="BA_4431"
                     /old_locus_tag="BA4431"
                     /db_xref="Pathema:BA_4431"
     CDS             complement(4038595..4039431)
                     /locus_tag="BA_4431"
                     /old_locus_tag="BA4431"
                     /note="identified by match to protein family HMM PF03099"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoate-protein ligase A"
                     /protein_id="AAP28145.1"
                     /db_xref="Pathema:BA_4431"
                     /translation="MGKEKWCYINSGQCSPAFNMALDECLLNWQSEKKMPPTIRFYEW
                     EVPTLTVGYFQRVEKDINMDVVNEKKYGFVRRQTGGRGVLHDKELTYSVIVSEDHPNM
                     PKTVTEAYRVISQGLLDGFKALGLEAYYAVPKTEADRENLKNPRSGVCFDAPSWYEIV
                     VEGRKIAGSAQTRQKGVILQHGSIPLEIDLDELYDLFLFPNERVKERMKSMFASKAVA
                     INELTDRTFTIEQLIKAFEVGFEKGLDVELVPYELTEEQLHEVQTLAKEKYESKEWNY
                     KK"
     gene            4039602..4039985
                     /locus_tag="BA_4432"
                     /old_locus_tag="BA4432"
                     /db_xref="Pathema:BA_4432"
     CDS             4039602..4039985
                     /locus_tag="BA_4432"
                     /old_locus_tag="BA4432"
                     /note="identified by match to protein family HMM PF00581"
                     /codon_start=1
                     /transl_table=11
                     /product="rhodanese-like domain protein"
                     /protein_id="AAP28146.1"
                     /db_xref="Pathema:BA_4432"
                     /translation="MSTTWIILLAVIVAFIGYTVWMYFYQKKLITTLSEEEFRAGYRK
                     AQLIDIREADEYTAGHILGARNIPLSQIRLRHKELRKDQPVYLYCQSGFRTGRAAQYL
                     KKQGYKDFYQLQGGFKTWTGKIKKK"
     gene            4040235..4041212
                     /locus_tag="BA_4433"
                     /old_locus_tag="BA4433"
                     /db_xref="Pathema:BA_4433"
     CDS             4040235..4041212
                     /locus_tag="BA_4433"
                     /old_locus_tag="BA4433"
                     /note="identified by similarity to GP:2633758; match to
                     protein family HMM PF00356; match to protein family HMM
                     PF00532"
                     /codon_start=1
                     /transl_table=11
                     /product="sugar-binding transcriptional regulator, LacI
                     family"
                     /protein_id="AAP28147.1"
                     /db_xref="Pathema:BA_4433"
                     /translation="MANIKQIAKTAGVSISTVSRVLNNHPYVKEEKRKRVLDAVEELN
                     YAKNINAIHLIKGKTYTIGVMLPFINLPYFSTIIEGIGNEALAAGYHINLCQTNYDSI
                     EEIRVLEMMKMKQFDGMIICSRTSSWEQIEPFAKFAPIISCEKMNHPLISSVYVDHYE
                     GFRLGTAYLLKKGHEKIGICLARKTSANSMEREKAFADTLRKEGKTLHPEWIFHQCYT
                     MQDGAQLLHRIVNMKNRPTAIFTANDQVAAGLVTEARKQGLRVPEDLAILGFDNHEIS
                     KALEISTIEHPGLAMGSHAFSLFHKQMQSEQIIGNAKELSFHLIERDTV"
     gene            4041315..4041890
                     /locus_tag="BA_4434"
                     /old_locus_tag="BA4434"
                     /db_xref="Pathema:BA_4434"
     CDS             4041315..4041890
                     /locus_tag="BA_4434"
                     /old_locus_tag="BA4434"
                     /note="identified by similarity to GP:16411558; match to
                     protein family HMM PF00440"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, TetR family"
                     /protein_id="AAP28148.1"
                     /db_xref="Pathema:BA_4434"
                     /translation="MTANRIKAVALSHFARYGYEGTSLANIAQEVGIKKPSIYAHFKG
                     KEELYFICLESALQKDLQSFTDDIENFSNSSTEELLLQLLKGYAKRFGESEESMFWLR
                     TSYFPPDAFREQIIEKANAHIENVGKLLFPIFKQANEKSELHNIEVKDALEAFLCLLD
                     GLMVELLFAGLNRFETRLNASWQVFWRGLSN"
     gene            4041962..4042294
                     /gene="sugE1"
                     /locus_tag="BA_4435"
                     /old_locus_tag="BA4435"
                     /db_xref="Pathema:BA_4435"
     CDS             4041962..4042294
                     /gene="sugE1"
                     /locus_tag="BA_4435"
                     /old_locus_tag="BA4435"
                     /note="identified by similarity to OMNI:EF0359; match to
                     protein family HMM PF00893"
                     /codon_start=1
                     /transl_table=11
                     /product="sugE protein"
                     /protein_id="AAP28149.1"
                     /db_xref="Pathema:BA_4435"
                     /translation="MAWIYVILAGIIEIFWVIGLKHAEAPLEWAGVALLITISFVLLF
                     RAYKDLPVGTVYAVFTGIGAGGIVLTEIFIFGEPFSIVKVLLIGLIFFGVIGLKRVTE
                     EKEAKEAA"
     gene            4042296..4042610
                     /gene="sugE2"
                     /locus_tag="BA_4436"
                     /old_locus_tag="BA4436"
                     /db_xref="Pathema:BA_4436"
     CDS             4042296..4042610
                     /gene="sugE2"
                     /locus_tag="BA_4436"
                     /old_locus_tag="BA4436"
                     /note="identified by similarity to SP:P30743; match to
                     protein family HMM PF00893"
                     /codon_start=1
                     /transl_table=11
                     /product="sugE protein"
                     /protein_id="AAP28150.1"
                     /db_xref="Pathema:BA_4436"
                     /translation="MAWVFLILAGICEIIGVLFMKVATEKKSWAPKVILIANFGVSFF
                     FLSLAMNTLPMGTAYAIWTGIGTAGSALLGILIFRESADWRRLAFLSCILCGAVGLKL
                     LS"
     gene            4042626..4042883
                     /locus_tag="BA_4437"
                     /old_locus_tag="BA4437"
                     /db_xref="Pathema:BA_4437"
     CDS             4042626..4042883
                     /locus_tag="BA_4437"
                     /old_locus_tag="BA4437"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28151.1"
                     /db_xref="Pathema:BA_4437"
                     /translation="MWKEKGKQLLAWITLGIVILLQISFHIIEWLFHKVVSILTFLPN
                     MTLEMISIVRSIIASIAIVIIWSIAKLWNKLFKKDSSSEQE"
     gene            complement(4042900..4043085)
                     /locus_tag="BA_4438"
                     /old_locus_tag="BA4438"
                     /db_xref="Pathema:BA_4438"
     CDS             complement(4042900..4043085)
                     /locus_tag="BA_4438"
                     /old_locus_tag="BA4438"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28152.1"
                     /db_xref="Pathema:BA_4438"
                     /translation="MNKRKWLYRIGVFLFSIGLILANAYSDISPLFPSLHKVIGISIV
                     IVGLLCLITSNFYRKSE"
     gene            complement(4043337..4043930)
                     /locus_tag="BA_4439"
                     /old_locus_tag="BA4439"
                     /db_xref="Pathema:BA_4439"
     CDS             complement(4043337..4043930)
                     /locus_tag="BA_4439"
                     /old_locus_tag="BA4439"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP28153.1"
                     /db_xref="Pathema:BA_4439"
                     /translation="MKQLILKDFIIQWKFLIWYILYPVFFYMALTDTENLFIIMSVII
                     TVGATVKTFEADSKNESEVIVNSLPILKKHIVFAKYIVAIIILFISVTVGCFTMGMKN
                     GVNLFEFIETTMVASISFILVYLSFVLPISFWLAYKKTIFIAIFILIAPMAVSSIFFG
                     INLEQIQLYNSLLFISSICMFIASVFVSVKLYEKREF"
     gene            complement(4043944..4044567)
                     /locus_tag="BA_4440"
                     /old_locus_tag="BA4440"
                     /db_xref="Pathema:BA_4440"
     CDS             complement(4043944..4044567)
                     /locus_tag="BA_4440"
                     /old_locus_tag="BA4440"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP28154.1"
                     /db_xref="Pathema:BA_4440"
                     /translation="MIKQLVLKDMMMQRKLGFVYLICFLFLFIVDFSSDSFLMTFSMF
                     VPALGMILSMSYEGKNKSELIVNSLPFDRKDLVIGKYIFVSILVALGGCFSLVIGLIQ
                     LQNEHMTGFMLWGEILGGITGGFVCSIIVLPIEFSVGYSSAKQIAPFAGLALGYLSGL
                     IVSNVWLDVENAWNTSLVVNVCFIAGLLLLYVMSMFFSIHLYNERDL"
     gene            complement(4044600..4045232)
                     /locus_tag="BA_4441"
                     /old_locus_tag="BA4441"
                     /db_xref="Pathema:BA_4441"
     CDS             complement(4044600..4045232)
                     /locus_tag="BA_4441"
                     /old_locus_tag="BA4441"
                     /note="identified by similarity to GP:18144103"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28155.1"
                     /db_xref="Pathema:BA_4441"
                     /translation="MQQLILKEFFLQKKMFPFYFLIPILSIFKNSVEPMGIAIGLFIT
                     CSTIIYISFYYDEKSKAEKVLVSLPITRKEIIIAKYISSTLLIMAGLSVTFIVVILGN
                     ILLDRDIVMPGYAVFSAIVATLIYCVVTIPTNYIGGYKVITVLNLIMLFPLIGMIGLM
                     CNIFGDKTIMLKVLHSQEATQAMGVLGIGVLVSIFISMFLSMKMFQQAEL"
     gene            complement(4045247..4045516)
                     /locus_tag="BA_4442"
                     /old_locus_tag="BA4442"
                     /db_xref="Pathema:BA_4442"
     CDS             complement(4045247..4045516)
                     /locus_tag="BA_4442"
                     /old_locus_tag="BA4442"
                     /note="identified by similarity to OMNI:NTL02MP0649"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP28156.1"
                     /db_xref="Pathema:BA_4442"
                     /translation="MFFVVILFPSYYGTKSKIVRSIVSAASMGVGVIFWMFISDGLNE
                     TAPSFIEWIMNPLHIGVFIIGGIILASVYIVSMLLTIKIYETRDL"
     gene            complement(4045537..4045863)
                     /locus_tag="BA_4443"
                     /old_locus_tag="BA4443"
                     /db_xref="Pathema:BA_4443"
     CDS             complement(4045537..4045863)
                     /locus_tag="BA_4443"
                     /old_locus_tag="BA4443"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28157.1"
                     /db_xref="Pathema:BA_4443"
                     /translation="MNFVMPLLLFMLDPSGEELFPMSCLFITLSSVMTLIFMDERNKS
                     DIVINSLPVSRKDIVIARYISCAIFIVGGMLSTMLVVFLIRGIVVIGDIVPIILIYTL
                     KFHGMK"
     gene            complement(4045895..4046767)
                     /locus_tag="BA_4444"
                     /old_locus_tag="BA4444"
                     /db_xref="Pathema:BA_4444"
     CDS             complement(4045895..4046767)
                     /locus_tag="BA_4444"
                     /old_locus_tag="BA4444"
                     /note="identified by match to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP28158.1"
                     /db_xref="Pathema:BA_4444"
                     /translation="MLELKNVCKSYEDFAVKNISFTLPRGYIMGFVGPNGAGKSTTIK
                     MIMNLIKKDSGEIKIFGKDNKKAEKEIKQNIGFVYDENHYYEDLTCEQMKRIIAPLYK
                     KWDEEQYQSYMHRLQVPKYKKIKELSKGMKMKFAIAIALSHHAEFIIMDEPTAGLDPV
                     VRSELLDMLQEIVMEDEVSVLFSTHITTDLERIADYITFINDGEIIFTGEKDDLMENY
                     VIVKGSNDLLDREGKELFVGLRKNKFGFEGLAKDKQTIIDWFGNEVVLEKPTLDEIIV
                     YTAKGRGAYASARI"
     gene            complement(4046771..4047145)
                     /locus_tag="BA_4445"
                     /old_locus_tag="BA4445"
                     /db_xref="Pathema:BA_4445"
     CDS             complement(4046771..4047145)
                     /locus_tag="BA_4445"
                     /old_locus_tag="BA4445"
                     /note="identified by similarity to OMNI:SA1997; match to
                     protein family HMM PF00392"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, GntR family"
                     /protein_id="AAP28159.1"
                     /db_xref="Pathema:BA_4445"
                     /translation="MNIIISNSSQDPIYVQIRKQLSQLILNGGLKGGDQLPSIRNLAK
                     ELQISVITTKRAYEELEKEGYIETVAGKGTYVSRKNNELLKEQRLRLLESKAEEIVNE
                     SKALQLSLEDLQQMIACLYEGE"
     gene            complement(4047524..4047727)
                     /locus_tag="BA_4446"
                     /old_locus_tag="BA4446"
                     /db_xref="Pathema:BA_4446"
     CDS             complement(4047524..4047727)
                     /locus_tag="BA_4446"
                     /old_locus_tag="BA4446"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by similarity to GP:18893371"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28160.1"
                     /db_xref="Pathema:BA_4446"
                     /translation="MVYHLENGETIKDVKEFCYRDQGKVLERVASRVMDNREVTAIDK
                     QGTIISIACEDIVKVELDYITES"
     gene            complement(4048020..4049495)
                     /gene="yqhK"
                     /locus_tag="BA_4447"
                     /old_locus_tag="BA4447"
                     /db_xref="Pathema:BA_4447"
     CDS             complement(4048020..4049495)
                     /gene="yqhK"
                     /locus_tag="BA_4447"
                     /old_locus_tag="BA4447"
                     /EC_number="1.4.4.2"
                     /note="identified by match to protein family HMM PF02347"
                     /codon_start=1
                     /transl_table=11
                     /product="glycine cleavage system P protein, subunit 2"
                     /protein_id="AAP28161.1"
                     /db_xref="Pathema:BA_4447"
                     /translation="MKNQDQALIFEVSKEGRIGYSLPKLDVEEVKLEDVFESDYIRVE
                     DAELPEVSELDIMRHYTALSNRNHGVDSGFYPLGSCTMKYNPKINESVARFAGFANIH
                     PLQDEKTVQGAMELMYDLQEHLIEITGMDTVTLQPAAGAHGEWTGLMLIRAYHEANGD
                     FNRTKVIVPDSAHGTNPASATVAGFETITVKSNEHGLVDLEDLKRVVNEETAALMLTN
                     PNTLGLFEENILEMAEIVHNAGGKLYYDGANLNAVLSQARPGDMGFDVVHLNLHKTFT
                     GPHGGGGPGSGPVGVKADLIPYLPKPILEKTENGYHFNYDRPEAIGRVKPFYGNFGIN
                     VRAYTYIRSMGPDGLRAVTEYAVLNANYMMRRLAPFYDLPFDRHCKHEFVLSGRRQKK
                     LGVRTLDIAKRLLDFGYHPPTIYFPLNVEECIMIEPTETESKETLDGFIDKMIQIAKE
                     VEENPEVVQEAPHTTVIKRLDETMAARKPVLRYAKPAPVQV"
     gene            complement(4049492..4050835)
                     /gene="yqhJ"
                     /locus_tag="BA_4448"
                     /old_locus_tag="BA4448"
                     /db_xref="Pathema:BA_4448"
     CDS             complement(4049492..4050835)
                     /gene="yqhJ"
                     /locus_tag="BA_4448"
                     /old_locus_tag="BA4448"
                     /EC_number="1.4.4.2"
                     /note="identified by match to protein family HMM PF02347"
                     /codon_start=1
                     /transl_table=11
                     /product="glycine cleavage system P-protein, subunit 1"
                     /protein_id="AAP28162.1"
                     /db_xref="Pathema:BA_4448"
                     /translation="MLHRYLPMTEEDKKEMLQTIGVQTIDELFSDIPESVRFKGDLKI
                     KEAKSEPELLKELSQMASKNANLKEYASFLGAGVYDHYAPVIVDHVISRSEFYTAYTP
                     YQPEISQGELQAIFEFQTMICELTGMDVANSSMYDGGTALAEAAMLAAGHTRKKKILV
                     SSAVHPESRAVLETYAKGQHLEVVEINHKDGVTDLDVLQSEVDDTVACVIVQYPNFFG
                     QVEKLADIEKIVHQQKSLFIVSSNPLSLGALTPPGKFGADIVIGDAQPFGIPTQFGGP
                     HCGYFATTKAFMRKIPGRLVGQTVDSDGKRGFVLTLQAREQHIRRDKATSNICSNQAL
                     NALAASVAMTALGKQGVKEMARQNISKAQYAKRQFEAKGFTVTFAGPFFNEFVVDCKR
                     PVKEVNDALLQKNIIGGYDLGRDYKEHENHMLVAVTELRTKEEIDTLVNEMGAIQ"
     gene            complement(4050856..4051956)
                     /gene="gcvT"
                     /locus_tag="BA_4449"
                     /old_locus_tag="BA4449"
                     /db_xref="Pathema:BA_4449"
     CDS             complement(4050856..4051956)
                     /gene="gcvT"
                     /locus_tag="BA_4449"
                     /old_locus_tag="BA4449"
                     /EC_number="2.1.2.10"
                     /note="identified by match to protein family HMM PF01571;
                     match to protein family HMM PF08669; match to protein
                     family HMM TIGR00528"
                     /codon_start=1
                     /transl_table=11
                     /product="aminomethyltransferase"
                     /protein_id="AAP28163.1"
                     /db_xref="Pathema:BA_4449"
                     /translation="MITLQRTPLFDVYAKYGGKTIDFGGWELPVQFSSIKEEHEAVRT
                     AAGLFDVSHMGEVEVKGVDSLAFLQRVVTNDVSTLKVGGAQYTAMCYENGGTVDDLLI
                     YKRGEEDYLLVINASNIEKDYEWLASHVIGDATVVNVSSEVAQLAIQGPKAEGILQKV
                     VSEDLKEIKFFKFKNDILVDGIPALVSRTGYTGEDGFEIYCKSEDAAKLWEKLLEVGA
                     EEGLKACGLGARDTLRFEATLPLYGQELSKDITPIEAGIGFAVKTNKEADFFGKATLK
                     EQKENGAPRKLVGIEVIERGIPRTHYPVFIGEEKIGEVTSGTQSPTLKKSIGLALIDV
                     KYAAVDTEVEIEIRNKRVKAVVVPTPFYKRSK"
     gene            4052348..4054030
                     /locus_tag="BA_4450"
                     /old_locus_tag="BA4450"
                     /db_xref="Pathema:BA_4450"
     CDS             4052348..4054030
                     /locus_tag="BA_4450"
                     /old_locus_tag="BA4450"
                     /note="identified by similarity to SP:P23852; match to
                     protein family HMM PF00176; match to protein family HMM
                     PF00271; match to protein family HMM PF04851"
                     /codon_start=1
                     /transl_table=11
                     /product="putative helicase"
                     /protein_id="AAP28164.1"
                     /db_xref="Pathema:BA_4450"
                     /translation="MNVDISIDRTWQNNFLNRIDEDGPWTNWDLYHLAYETEKSLLVP
                     TFDGLQAPKHLSHFTPLPHQLEVAQNVIEQMNGKAILADEVGLGKTIEAGLILKEYMV
                     RGLVKKVLILVPASLVSQWAYELNTKFFIPAVAQKKSYSWEQADVIVSSIDTAKRSPH
                     RDIVLNLEYDLIIIDEAHKLKNNKTKNYEFAQRLKKKFCLLLTATPVQNKIDEIFNLV
                     SLLKPGHLGNQSNFEEYYASKNRSAESDEDLKALINKVMVRNRRHNTGIDWPKRHVRT
                     IFVEFNEEEQDLYNNIENWRGQDAFTSAFSSLTLKREACSSREAVYYSLKKHVEKRQK
                     ENEHYVKDPHIDILMDKINHIPFNSKANKALELIKEIDDKVVIFTEYRASQMYLQWFL
                     QQHGISSVPFRGGFKRGKKDWMKELFQNHAQVLIATEAGGEGINLQFCSHMINYDLPW
                     NPMRLEQRIGRIHRLGQKNDVHIYNLATKHTVEEHILKLLYEKINLFERVIGELDEIL
                     TRINMKNIDAHIQEIFAQSKSEGEIRIKMENLTSIIDFAKRNEAEVQGYAAT"
     gene            4054017..4054811
                     /locus_tag="BA_4451"
                     /old_locus_tag="BA4451"
                     /db_xref="Pathema:BA_4451"
     CDS             4054017..4054811
                     /locus_tag="BA_4451"
                     /old_locus_tag="BA4451"
                     /note="identified by similarity to OMNI:NTL01BH2821"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28165.1"
                     /db_xref="Pathema:BA_4451"
                     /translation="MQQHEIHNYLYNFFEANNCEILERSPHLLDVQLTIEMDKLLMNR
                     PFYWHYLEKTGGVPNPMRLTLITDPENEENDGELIHYGSPRLHQIFQTTKELGSYIRL
                     YEDVRHNGATHTPLHPWLGINIKVSYQCDRKKDILHSIGIHLISGTMMANFHDTLTKI
                     KLTPKIPDFCFTLSPIIKPQSGLQRIEDALKNIIAEDDHTWAKEARVRWNHDLDLLNR
                     FYEESDELPESYEIEKQALQEQYEPRITVQIINGGLFYVTANHFLS"
     gene            complement(4054847..4054978)
                     /locus_tag="BA_4452"
                     /old_locus_tag="BA4452"
                     /db_xref="Pathema:BA_4452"
     CDS             complement(4054847..4054978)
                     /locus_tag="BA_4452"
                     /old_locus_tag="BA4452"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28166.1"
                     /db_xref="Pathema:BA_4452"
                     /translation="MSNGIGRSKENLPTDANHVSAKDRAYQKRMAKQKQQERNGDRG"
     gene            complement(4055076..4055303)
                     /locus_tag="BA_4453"
                     /old_locus_tag="BA4453"
                     /db_xref="Pathema:BA_4453"
     CDS             complement(4055076..4055303)
                     /locus_tag="BA_4453"
                     /old_locus_tag="BA4453"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28167.1"
                     /db_xref="Pathema:BA_4453"
                     /translation="MSKFFFNHNPATVEDGRLVKYAEIIYGEGGRSVLENLMVKASIR
                     LRDRYPNKSDEQISNLVNKGIHDMFQKYVSE"
     gene            4055623..4056255
                     /locus_tag="BA_4455"
                     /old_locus_tag="BA4455"
                     /db_xref="Pathema:BA_4455"
     CDS             4055623..4056255
                     /locus_tag="BA_4455"
                     /old_locus_tag="BA4455"
                     /note="identified by similarity to GB:AAS43212.1"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP28168.1"
                     /db_xref="Pathema:BA_4455"
                     /translation="MNQNKKAILDLVFYLVIPFLIWKFAKPYIDPYYAMLLSSVPGII
                     YTLYTFKKEKQFNVTGFFILITLISNTTVDLLSGSAERMLWNDAYYHIVLGIIVICTI
                     FIKKPLMLYFAADIAALQGHDRDKSRELYRDSRIYPALQYLTLFFGLQFILKSFLKIY
                     FISVFGVDGYGEMRAIMTAVGWGISICIGIGFVWVNNKIHAVKEEKESIQ"
     gene            complement(4056323..4056523)
                     /locus_tag="BA_4456"
                     /old_locus_tag="BA4456"
                     /db_xref="Pathema:BA_4456"
     CDS             complement(4056323..4056523)
                     /locus_tag="BA_4456"
                     /old_locus_tag="BA4456"
                     /note="identified by similarity to EGAD:108782"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28169.1"
                     /db_xref="Pathema:BA_4456"
                     /translation="MSTNDYVRFVTQQFVSYMDAPKEDRKQKKEQRRAEKEPFMNKWF
                     GVMPLSATLLYRNVKNKRKKSS"
     gene            complement(4056562..4057059)
                     /gene="aroK"
                     /locus_tag="BA_4457"
                     /old_locus_tag="BA4457"
                     /db_xref="Pathema:BA_4457"
     CDS             complement(4056562..4057059)
                     /gene="aroK"
                     /locus_tag="BA_4457"
                     /old_locus_tag="BA4457"
                     /EC_number="2.7.1.71"
                     /note="identified by match to protein family HMM PF01202"
                     /codon_start=1
                     /transl_table=11
                     /product="shikimate kinase"
                     /protein_id="AAP28170.1"
                     /db_xref="Pathema:BA_4457"
                     /translation="MKSIYITGYMGAGKTTIGKALSKELHMDVVDTDQKIEEKQGKVI
                     RDIFAEEGEMAFREYESEMLCSLPVDNVIITTGGGIVEREENRKWMKENGTVVYLYCD
                     PHVIAERLREDTTRPLFQKKDIDAFVTKFESRRAYYEEAHIHIDTTNKSVKQIMNELK
                     EKINE"
     gene            complement(4057180..4057830)
                     /locus_tag="BA_4459"
                     /old_locus_tag="BA4459"
                     /db_xref="Pathema:BA_4459"
     CDS             complement(4057180..4057830)
                     /locus_tag="BA_4459"
                     /old_locus_tag="BA4459"
                     /note="identified by match to protein family HMM PF03171"
                     /codon_start=1
                     /transl_table=11
                     /product="prolyl 4-hydroxylase, alpha subunit domain
                     protein"
                     /protein_id="AAP28171.1"
                     /db_xref="Pathema:BA_4459"
                     /translation="MTNNNQIGENKEQTIFDHKGNVIKTEDREIQIISKFEEPLIVVL
                     GNVLSDEECDELIELSKSKLARSKVGSSRDVNDIRTSSGAFLDDNELTAKIEKRISSI
                     MNVPASHGEGLHILNYEVDQQYKAHYDYFAEHSRSAANNRISTLVMYLNDVEEGGETF
                     FPKLNLSVHPRKGMAVYFEYFYQDQSLNELTLHGGAPVTKGEKWIATQWVRRGTYK"
     gene            complement(4058059..4058376)
                     /locus_tag="BA_4460"
                     /old_locus_tag="BA4460"
                     /db_xref="Pathema:BA_4460"
     CDS             complement(4058059..4058376)
                     /locus_tag="BA_4460"
                     /old_locus_tag="BA4460"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28172.1"
                     /db_xref="Pathema:BA_4460"
                     /translation="MRKQDGFTMPGTIIFLVLLTSFFVYETNMLLIDKKFYTEIEQKF
                     VLEELLKRSITNIKKDLKKKKRKILFSFHMKRGKREEITFLKTMLFSFHYSVKSSRKF
                     SIK"
     gene            complement(4058373..4058789)
                     /locus_tag="BA_4461"
                     /old_locus_tag="BA4461"
                     /db_xref="Pathema:BA_4461"
     CDS             complement(4058373..4058789)
                     /locus_tag="BA_4461"
                     /old_locus_tag="BA4461"
                     /codon_start=1
                     /transl_table=11
                     /product="putative comG operon protein 6"
                     /protein_id="AAP28173.1"
                     /db_xref="Pathema:BA_4461"
                     /translation="MIVCFFLLSLFFVLFPRLHFIGMENKQLKGLNDWEWDVFLGQVQ
                     LEFREVSFVEKIVPENRESMLRFRLRTGDEVTYEKLNNHLIRKVNMRGREVILQNVER
                     VSYEVTPHLLFINVKDRSGIIYEGVAIRYSEMEINI"
     gene            complement(4058813..4059106)
                     /locus_tag="BA_4462"
                     /old_locus_tag="BA4462"
                     /db_xref="Pathema:BA_4462"
     CDS             complement(4058813..4059106)
                     /locus_tag="BA_4462"
                     /old_locus_tag="BA4462"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28174.1"
                     /db_xref="Pathema:BA_4462"
                     /translation="MIVALSIVMMVVSLLLPQTVLVMQERKNIQLRYKAFVLLKKEAA
                     LYMYENEAKQQKEKVINGNVYYTYWGGNEVCVMWKDVKGRMMEQCFYAGEKIN"
     gene            complement(4059108..4059563)
                     /gene="comGD"
                     /locus_tag="BA_4463"
                     /old_locus_tag="BA4463"
                     /db_xref="Pathema:BA_4463"
     CDS             complement(4059108..4059563)
                     /gene="comGD"
                     /locus_tag="BA_4463"
                     /old_locus_tag="BA4463"
                     /note="identified by match to protein family HMM PF07963;
                     match to protein family HMM TIGR02532"
                     /codon_start=1
                     /transl_table=11
                     /product="comG operon protein 4"
                     /protein_id="AAP28175.1"
                     /db_xref="Pathema:BA_4463"
                     /translation="MKQKGFTLLEMLLVLFAISVLSMVTYFNVHSLYEKQKIEQFLRQ
                     FSNDILYMQQLAINRQKHYTLRWHKDRHMYYIGESSTDLSIIKREYDSDIQLDLNTFP
                     NPMTYNPSGNINRGGTILLSYRSYKYEIVFQLGRGRFTYREMSKRVSDG"
     gene            complement(4059560..4059859)
                     /gene="comGC"
                     /locus_tag="BA_4464"
                     /old_locus_tag="BA4464"
                     /db_xref="Pathema:BA_4464"
     CDS             complement(4059560..4059859)
                     /gene="comGC"
                     /locus_tag="BA_4464"
                     /old_locus_tag="BA4464"
                     /note="identified by match to protein family HMM PF07963;
                     match to protein family HMM TIGR02532"
                     /codon_start=1
                     /transl_table=11
                     /product="comG operon protein 3"
                     /protein_id="AAP28176.1"
                     /db_xref="Pathema:BA_4464"
                     /translation="MQNEEGFTLLEMLLVMVVITVLLLLIIPDVVTQRSSVEGKGCKA
                     YVKSIEAQVQVYQLQHNKIPTLKELSDEKYITADKCPNGESIHISNDGTVTSGKL"
     gene            complement(4059871..4060902)
                     /gene="comGB"
                     /locus_tag="BA_4465"
                     /old_locus_tag="BA4465"
                     /db_xref="Pathema:BA_4465"
     CDS             complement(4059871..4060902)
                     /gene="comGB"
                     /locus_tag="BA_4465"
                     /old_locus_tag="BA4465"
                     /note="identified by similarity to EGAD:21818; match to
                     protein family HMM PF00482"
                     /codon_start=1
                     /transl_table=11
                     /product="comG operon protein 2"
                     /protein_id="AAP28177.1"
                     /db_xref="Pathema:BA_4465"
                     /translation="MFKEIWSLSDQVILLKRLGELLEKGYSLLQALEFLRFQLPLEKK
                     VQLQRMIDGLKDGKSLHDSFHQLKFHQEMLSYLFYAEQHGDISFALQQGSALLYKKDK
                     YRKDMIKIMQYPMFLAIFLIIMILIFNRILLPQVDMVYSSFGSTAPLFTEQILSTIKL
                     LPYLIISTLFIIMIVFGVYIVYFRKLPHMKQVKIILRIPLVKTFLILKHSHYFATQLS
                     GLLHGGLSVLEALTIMMEQKYHPFFQYEAGRIERQLIAGEPLQSIIAKSEYYEEELSY
                     IITHGQANGNLAIELGDYSDLIMEKMERKIKRMLVIIQPILFTCIGGIVVLMYLAMIM
                     PMFQMMNSI"
     gene            complement(4060895..4061938)
                     /gene="comGA"
                     /locus_tag="BA_4466"
                     /old_locus_tag="BA4466"
                     /db_xref="Pathema:BA_4466"
     CDS             complement(4060895..4061938)
                     /gene="comGA"
                     /locus_tag="BA_4466"
                     /old_locus_tag="BA4466"
                     /note="identified by match to protein family HMM PF00437"
                     /codon_start=1
                     /transl_table=11
                     /product="comG operon protein 1"
                     /protein_id="AAP28178.1"
                     /db_xref="Pathema:BA_4466"
                     /translation="MNGIESFANMILKEACRVQASDLHIVPRQKDVVVQLRIGKDLMT
                     KYCIEKEFGEKLVSHFKFLASMDIGERRKPQNGSLYLQMDGQEVYLRLSTLPTVYQES
                     LVIRLHLQASIQPLSHLSLFPSTAKKLLSFLRYSHGLLVFTGPTGSGKTTTMYALLEV
                     IRKKKTRRIVTLEDPVEKRNDDVLQIQINEKAGITYEAGLKAILRHDPDVILVGEIRD
                     EETAKIAIRASLTGHLVMTTLHTNDARGAILRFMGFGITRQEIEQSLLAIAAQRLVEL
                     KCPFCKRKCSTLCKSMRQVRQASIYELLYGYELKQAIKEANGECVTYKHETLQSSIRK
                     GYALGFLEEDVYV"
     gene            4062144..4062839
                     /locus_tag="BA_4467"
                     /old_locus_tag="BA4467"
                     /db_xref="Pathema:BA_4467"
     CDS             4062144..4062839
                     /locus_tag="BA_4467"
                     /old_locus_tag="BA4467"
                     /note="identified by similarity to OMNI:MT2693"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28179.1"
                     /db_xref="Pathema:BA_4467"
                     /translation="MEQALKITGVLSDPTRYYIYKYISQKHSYVTVQEIADEFDIHPN
                     VARLHLSKLEDVHMLKSETKKTGKGGRPSRLYVLSDDVIQLQFPFRDYQLLARIAFNS
                     LLSLGAAGEKALYETGKQFGAELMQQHMQRLNVSEDALTVEQKVQIAKEAFSTAGLSP
                     AFELSTDGTKIFYDVHNCPFKEVAVHHPIEICNMHGDMMKGIFEILFPNTELTRNDSL
                     LDGCKSCNYKLTI"
     gene            4062965..4063207
                     /locus_tag="BA_4468"
                     /old_locus_tag="BA4468"
                     /db_xref="Pathema:BA_4468"
     CDS             4062965..4063207
                     /locus_tag="BA_4468"
                     /old_locus_tag="BA4468"
                     /note="identified by similarity to EGAD:45844"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28180.1"
                     /db_xref="Pathema:BA_4468"
                     /translation="MERMFRVLGFWTGIFSVMFYVGDMDSTALLFLGQTGFFVLLSYL
                     KLTERMYIYVFGAYLTVFFIGFTYYTTFLHVPGAGH"
     gene            4063315..4064709
                     /locus_tag="BA_4469"
                     /old_locus_tag="BA4469"
                     /db_xref="Pathema:BA_4469"
     CDS             4063315..4064709
                     /locus_tag="BA_4469"
                     /old_locus_tag="BA4469"
                     /note="identified by match to protein family HMM PF00375"
                     /codon_start=1
                     /transl_table=11
                     /product="sodium:dicarboxylate symporter family protein"
                     /protein_id="AAP28181.1"
                     /db_xref="Pathema:BA_4469"
                     /translation="MNTLLVGINVAVMLILVGVLYYMQRKHVSFNKRVFTALGIGIIF
                     GLILQFIYEPTSKVIIESNTWFGLIGSGYVKLLQMIVMPLILVSIISAFTKLQLTKNL
                     GKISGLIIGILILTTGIAAAVGIAASAGFDVSATGLQQGDAESARLKLVEERFTSIEK
                     TTIPDKLLELLPTNPFLDLTGARPTSTISVVIFAAFIGIAFIGVKRKYPEQAELFKKM
                     LDAVYAIVMRMVTLILRLTPYGVLALMAKTVAGSDINAILKLGNFVLASYVALIVMFV
                     IHLLLIALSGLNPIQYLKKVFPVLTFAFTSRSSAGAMPLNIEAQKEKLGISEGIANFA
                     ASFGVSIGQNGCAGIYPAMLAMMVAPTVGIDPLQPQFILTLIAVVAISSFGVAGVGGG
                     ATFAALIVLSTMNLPIGIVALVISVEPLIDMGRTALNVSGSMTAGLISSKWLGELDQD
                     TYNQDDTKTGEIAS"
     gene            complement(4064884..4065291)
                     /locus_tag="BA_4471"
                     /old_locus_tag="BA4471"
                     /db_xref="Pathema:BA_4471"
     CDS             complement(4064884..4065291)
                     /locus_tag="BA_4471"
                     /old_locus_tag="BA4471"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28182.1"
                     /db_xref="Pathema:BA_4471"
                     /translation="MKYTERDFTLELKEKIQCMEKEIERMAFKLFKGYSHLYIEKNME
                     LFIELIRDKENPFETGYSSSISIAVLDEEGKMIEFYTVPIWECCSYFLGVPLQIRFWG
                     SKLSGELVDESYCEIEEELKERLEEFLQFSGEE"
     gene            complement(4065379..4065621)
                     /locus_tag="BA_4472"
                     /old_locus_tag="BA4472"
                     /db_xref="Pathema:BA_4472"
     CDS             complement(4065379..4065621)
                     /locus_tag="BA_4472"
                     /old_locus_tag="BA4472"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28183.1"
                     /db_xref="Pathema:BA_4472"
                     /translation="MSAVKEVKILNFDIVGQKAYIKDGAHRNRIGIVKKNETKLESQF
                     AIVIGEQSIDVELKDIVLVGVDVGQFHKWCEQNGYL"
     gene            4065847..4066158
                     /locus_tag="BA_4473"
                     /old_locus_tag="BA4473"
                     /db_xref="Pathema:BA_4473"
     CDS             4065847..4066158
                     /locus_tag="BA_4473"
                     /old_locus_tag="BA4473"
                     /note="identified by similarity to GP:6606253"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP28184.1"
                     /db_xref="Pathema:BA_4473"
                     /translation="MNTKMIKKVIEALKVYGFQNVSFCDKTKQFLFHNETDIMSGYAE
                     ITYSSQFEKFNVQIHPIETHYQAELQEVERHIQACIRKVEYLNALLSGQTKLDDKIII
                     M"
     gene            complement(4066195..4066683)
                     /locus_tag="BA_4474"
                     /old_locus_tag="BA4474"
                     /db_xref="Pathema:BA_4474"
     CDS             complement(4066195..4066683)
                     /locus_tag="BA_4474"
                     /old_locus_tag="BA4474"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28185.1"
                     /db_xref="Pathema:BA_4474"
                     /translation="MKLENGWETSFLEVVQKSEFKKDAQLSQLLFADSEEVEELVDDY
                     GYEEIIDREHDEELADILGEELFSEMERHVFLSSQPEEKLISFVNGLGFHVLDWIVLL
                     ETEFGIDSAHFTSDAVKMLEKRFRQFPYIEDKTIFNMAFGEAMDVLESITGLQLKEKM
                     NI"
     gene            complement(4066763..4067137)
                     /locus_tag="BA_4475"
                     /old_locus_tag="BA4475"
                     /db_xref="Pathema:BA_4475"
     CDS             complement(4066763..4067137)
                     /locus_tag="BA_4475"
                     /old_locus_tag="BA4475"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28186.1"
                     /db_xref="Pathema:BA_4475"
                     /translation="MNFYIASGFQNKQIVRSIANELKHAGWHHTYDWTKNERAVNQEQ
                     LREIGQAEKNAIKEADVFLLILDGGNGSHTEFGMAIALEKKIYVYHEGNPLQTTFYHL
                     PEINIFEGDAAEFASSVMNHVK"
     gene            complement(4067232..4067540)
                     /locus_tag="BA_4476"
                     /old_locus_tag="BA4476"
                     /db_xref="Pathema:BA_4476"
     CDS             complement(4067232..4067540)
                     /locus_tag="BA_4476"
                     /old_locus_tag="BA4476"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28187.1"
                     /db_xref="Pathema:BA_4476"
                     /translation="MFLCYNSKWLVGKFQLMKRENTNGLGVTVLELSLYENTALIICF
                     VLYVGSVIVYISRKFSQERELEKSEITAELEMLADESYKKQKIKEDHEASHHLNANKF
                     "
     gene            complement(4067588..4068646)
                     /gene="murG2"
                     /locus_tag="BA_4477"
                     /old_locus_tag="BA4477"
                     /db_xref="Pathema:BA_4477"
     CDS             complement(4067588..4068646)
                     /gene="murG2"
                     /locus_tag="BA_4477"
                     /old_locus_tag="BA4477"
                     /EC_number="2.4.1.227"
                     /note="identified by similarity to GP:15025230; match to
                     protein family HMM PF03033; match to protein family HMM
                     PF04101; match to protein family HMM TIGR01133"
                     /codon_start=1
                     /transl_table=11
                     /product="undecaprenyldiphospho-muramoylpentapeptide
                     beta-N-acetylglucosaminyltransferase"
                     /protein_id="AAP28188.1"
                     /db_xref="Pathema:BA_4477"
                     /translation="MKKIVFTGGGSAGHVTPNLAIIPYLKEDNWDISYIGSHQGIEKT
                     IIEKEDIPYYSIASGKLRRYFDLKNIKDPFLVMKGVMDAYVRIRKLKPDVIFSKGGFV
                     SVPVVIGGWLNRVPVLLHESDMTPGLANKIALRFASKIFVTFEEAAKHLPKEKVIYTG
                     SPVREEVLKGDREKALAFLGFSRKKPVITIMGGSLGAKKINETVREALPELLRKYQIV
                     HLCGKGNLDDSLQNKEGYRQFEYVHGELPDILAITDFVISRAGSNAIFEFLTLQKPML
                     LIPLSKFASRGDQILNAESFERQGYASVLYEEDVTVNSLIKHVEELSHNNEAYKTALK
                     KYNGKEAIQTIIHHISEA"
     gene            complement(4068665..4072063)
                     /gene="metH"
                     /locus_tag="BA_4478"
                     /old_locus_tag="BA4478"
                     /db_xref="Pathema:BA_4478"
     CDS             complement(4068665..4072063)
                     /gene="metH"
                     /locus_tag="BA_4478"
                     /old_locus_tag="BA4478"
                     /EC_number="2.1.1.13"
                     /note="identified by similarity to SP:P13009; match to
                     protein family HMM PF00809; match to protein family HMM
                     PF02310; match to protein family HMM PF02574; match to
                     protein family HMM PF02607; match to protein family HMM
                     PF02965; match to protein family HMM TIGR02082"
                     /codon_start=1
                     /transl_table=11
                     /product="5-methyltetrahydrofolate--homocysteine
                     methyltransferase"
                     /protein_id="AAP28189.1"
                     /db_xref="Pathema:BA_4478"
                     /translation="MYCIEEKLQNNILLLDGAMGTMIQQEDLTAEDFGGEEYEGCNEY
                     LVETRPDVILKIHKAYIEAGADIIETNTFGATNIVLSDYELSHLDEELNEKAARLAKQ
                     AVKESGKEVYVAGAMGPTTKAISVTGGVTFEELIEAYTRQARGLLKGEVDVLLVETSQ
                     DMRNMKAAYIGIQAAFDELKKIVPIMISGTIEPMGTTLAGQTIEAFYLSVEHMKPLSV
                     GLNCATGPEFMRDHIRSLSDLSECYISCYPNAGLPDEDGHYHESPSSLAEKVKRFAEE
                     GWVNIIGGCCGTTPEHIKAMKEALASLKPREHHEREGHGVSGLEALQYDDSMRPLFVG
                     ERTNVIGSRKFKRLVAEGKFEEAAEVARAQVKKNAHIIDICMADPDRDEIEDMENFLA
                     EVTKVLKVPIMIDSTDEHVMERALTYIQGKAVINSINLEDGEERFIKVTPLLQKYGAA
                     IVVGTIDEDGMAVSAERKLEIAKRSYELLTTKYGIRPSDIIFDALVFPVGTGDEEYIG
                     SAAATIEGIRLIKEALPECLTILGVSNISFGLPPAGREVLNSVFLYHATKAGLDYAIV
                     NTEKLERYASIPDEEKRLADALLFETTQETLEEFTNFYRVAKKKDVVVQETLTLDERL
                     ANYIVEGTKQGLHEDLSLALTEGRKPLDIINGPLMTGMDEVGRLFNNNELIVAEVLQS
                     AESMKAAVSYLEPHMESSDSAKKGKVLLATVKGDVHDIGKNLVEIILANNGYEIINLG
                     INVRSDRIVQEVQEKKPDIIGLSGLLVKSAQQMVTTAEDLKAADIDIPIVVGGAALTR
                     KFTDNRISPSYKGLVCYASDAMTGLDIINKLQKEEEREKMKQDKKERHLHIVTKEEKK
                     IEIPAVIEPLPKSEVMVPDSTKRIVLRDVPALHLAPFLNRQMLLGHHLGLKGSVKKLL
                     KEGDKRAHELNDLIDELLQEGQSWLKPKAVYQFFPAQSDGQNIVIYDPEDHTRVIERF
                     TFPRQGRAPYRTLGDYLRPIGDEMDYVAFLSVTVGEGVRGIAEEWKAKGDYLRSHAIQ
                     SLALELAEGLAEKTHMLIRDRWGIPDSPELTMEERFRTKYRGIRVSFGYPACPELADQ
                     EKLFRLIHPEEIGISLTEGFMMEPEASVTAMVFSHPEARYFSVL"
     gene            complement(4072068..4073900)
                     /locus_tag="BA_4479"
                     /old_locus_tag="BA4479"
                     /db_xref="Pathema:BA_4479"
     CDS             complement(4072068..4073900)
                     /locus_tag="BA_4479"
                     /old_locus_tag="BA4479"
                     /note="identified by match to protein family HMM PF02219;
                     match to protein family HMM PF02574"
                     /codon_start=1
                     /transl_table=11
                     /product="homocysteine S-methyltransferase domain
                     protein/methylenetetrahydrofolate reductase family
                     protein"
                     /protein_id="AAP28190.1"
                     /db_xref="Pathema:BA_4479"
                     /translation="MKLLDLLSKGIVIGDGAVGTLLHSHGLQSSFEELNISDPDLIIS
                     IHKQYVAAGADVIQTNTYGANEAKLRMYGLENQVTEINRAAVKLAKASVTDRNAILGT
                     IGGMKHIGAVTTTDMEREFMLLEQASALLEEQVDGLLLETFYDEFELLHAVQVLRKET
                     NIPIVAQLALHEAGTTQNGNDVNEILKQLLDYGANVVGLNCQLGPLHMTEAFKMISIP
                     KNGYLSAYPNAGLPNYVEGRYVYEGSPAYFEAMTPKFIEQGIRLLGGCCGTTPEHIES
                     MKRATLNVTPVIEKDTIQRPKVVHTHEKRSKAHVTLAEKAKKQTTVVVELDPPKTLDT
                     QRFFEGARALKRAGADAITLADNSLASPRISNMAMGALLTKHDIPVLTHLTCRDHNVI
                     GLQSHLLGLSALGMEEVLALTGDPARVGDFPGATSVYDLSSIELIKMIKEMNDGRSIL
                     GKSIGPATRFSVGGAFNPHVRHLKAAVKRMERKIDAGAEYFLTQPIYDIALIEEVYEA
                     TKHLEQPIFIGIMPLISKRNADFLHFEVPGITLPEAVRERMDGHETKEAAIEEGIRIS
                     QELIDETMKYFNGIYLITPFLKYEITEHLVKYVREKQEVKEGIN"
     gene            4074487..4075599
                     /gene="metI"
                     /locus_tag="BA_4480"
                     /old_locus_tag="BA4480"
                     /db_xref="Pathema:BA_4480"
     CDS             4074487..4075599
                     /gene="metI"
                     /locus_tag="BA_4480"
                     /old_locus_tag="BA4480"
                     /note="identified by match to protein family HMM PF01041;
                     match to protein family HMM PF01053; match to protein
                     family HMM PF01212"
                     /codon_start=1
                     /transl_table=11
                     /product="cystathionine gamma-synthase/O-acetylhomoserine
                     thiolyase"
                     /protein_id="AAP28191.1"
                     /db_xref="Pathema:BA_4480"
                     /translation="MSTIETKLAQIGNRSETTTGTVNPPVYFSTAYRHEGIGKSTGFD
                     YSRTGNPTRGLLEQAIADLEYGEQGYACSSGMAAVLLVLSLFRSGDELIVSEDLYGGT
                     YRLFSEHEKKWNVRCRYVNTQSIKQIEQAITTETKAIFIETPTNPLMQVTDIAAVATV
                     AKRHGLLLIVDNTFYTPYIQQPLTEGADIVLHSATKYLGGHNDVLSGLVVAKGKELCE
                     EIAHYHNASGAVLSPFDSWLLIRGMKTLALRMRQHEKNAKAVVAYLNDEDGVTDVFYP
                     GRGGMISFRLKDETWINPFLQSLSLITFAESLGGVESLMTYPATQTHADIPEEIRTAN
                     GVCNRLLRFSVGIENSNDLIQDLQQAIKLVKEGVRI"
     gene            4075596..4076759
                     /locus_tag="BA_4481"
                     /old_locus_tag="BA4481"
                     /db_xref="Pathema:BA_4481"
     CDS             4075596..4076759
                     /locus_tag="BA_4481"
                     /old_locus_tag="BA4481"
                     /note="identified by similarity to SP:Q9RAS9; match to
                     protein family HMM PF01053"
                     /codon_start=1
                     /transl_table=11
                     /product="Cys/Met metabolism PLP-dependent enzyme"
                     /protein_id="AAP28192.1"
                     /db_xref="Pathema:BA_4481"
                     /translation="MSYSIDTLLLHNQYKHDPQTGAVNVPIYNTSTFHQFDVDTFGKY
                     DYSRSGNPTREALEDIIALLEGGTKGFAFASGIAAISTAFLLLSQGDHVLISEDVYGG
                     TYRIITEVLSRYGVSHTFVDMTNLEEIKQNIKQNTKLFYVETPSNPLLKVTDIRAVST
                     LAKSIGALTFVDNTFLTPLFQKPLDLGADVVLHSATKFIAGHSDVTAGLAVVKDAELA
                     QKLGFLQNAFGAILGPQDCSLVLRGLKTLHVRLEHSAANANKIAQYLQEHSKIQNVYY
                     PGLQTHLGFDIQQSQATSAGAVLSFTLQSEDALRQFLSKVKLPVFAVSLGAVESILSY
                     PAKMSHAALSQEARDERGISNSLLRLSVGLENVDDLISDFENALSYVEEPVNA"
     gene            4076888..4077349
                     /locus_tag="BA_4482"
                     /old_locus_tag="BA4482"
                     /db_xref="Pathema:BA_4482"
     CDS             4076888..4077349
                     /locus_tag="BA_4482"
                     /old_locus_tag="BA4482"
                     /note="identified by similarity to OMNI:NTL01LL2097; match
                     to protein family HMM PF00857"
                     /codon_start=1
                     /transl_table=11
                     /product="isochorismatase family protein"
                     /protein_id="AAP28193.1"
                     /db_xref="Pathema:BA_4482"
                     /translation="MNTCDILIVIDLQNGVCYSEEHLFDLKNLLTKVNKRISSYRKLN
                     KPIIFVQHCDDDLVPEKELWAIHSDLDVQEQDFFIRKTHANSFFKTNLIEILDQLSVQ
                     RIEFCGAQTEYCMDATIKFAHGLGYENFMVQKATSTLNNPFMSAKETIDFL"
     gene            4077603..4078121
                     /locus_tag="BA_4483"
                     /old_locus_tag="BA4483"
                     /db_xref="Pathema:BA_4483"
     CDS             4077603..4078121
                     /locus_tag="BA_4483"
                     /old_locus_tag="BA4483"
                     /note="identified by similarity to GP:4894353; match to
                     protein family HMM PF01022"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, ArsR family"
                     /protein_id="AAP28194.1"
                     /db_xref="Pathema:BA_4483"
                     /translation="MLQIYLYLSIFKTHRNFHPKMSFYKTVLNHLLYLHQGLFSYNFF
                     TLGMFFCNNCFLFFNFLVCIVWYNSSHGGGKNMLETFQKEIELYESNAELLKVLAHPV
                     RLCIVKGLIERGPSNVSTMYTGLNMPQSTISQHLAKLKSAKIVSSERKGLEIYYKVEN
                     ETIIQLVRVLLG"
     gene            complement(4078266..4079372)
                     /locus_tag="BA_4484"
                     /old_locus_tag="BA4484"
                     /db_xref="Pathema:BA_4484"
     CDS             complement(4078266..4079372)
                     /locus_tag="BA_4484"
                     /old_locus_tag="BA4484"
                     /note="identified by similarity to GP:17132452; match to
                     protein family HMM PF02636"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28195.1"
                     /db_xref="Pathema:BA_4484"
                     /translation="MELILKEWMEKEKDYSISYSTYMKLALYAEEHGYYMKEREKIGR
                     QGDFFTSSNVSSAFAKTFAKFFVRLVENGEVAPNICEIGGGTGRFAYDVLQEWKQLSP
                     ETFINLNYSMIEMSPFHRKLQQKSLCSFSNVSYYTSHSEMGESFEGILFSNELFDAFP
                     VEVIEKRNGILYEVRVTYTEEGKLAEVCRPLHKRIGRYLLKYNIHLAEGQRFEVPIAM
                     EEFIKEIAKWFQRGVCITVDYGYTKEEWMHPAHQEGSLRGYYEHKLIRNPLAHPGEMD
                     LTTHIHWDELKEMFSLQGMNTVWHKKQSEFLLAAGILDQLTNHQDRNPFSETQKQNRA
                     VRSMILNGGLGNAFDVVIHTKHMQQLHLDRYLKI"
     gene            complement(4079388..4080014)
                     /locus_tag="BA_4485"
                     /old_locus_tag="BA4485"
                     /db_xref="Pathema:BA_4485"
     CDS             complement(4079388..4080014)
                     /locus_tag="BA_4485"
                     /old_locus_tag="BA4485"
                     /note="identified by match to protein family HMM PF00753"
                     /codon_start=1
                     /transl_table=11
                     /product="metallo-beta-lactamase family protein"
                     /protein_id="AAP28196.1"
                     /db_xref="Pathema:BA_4485"
                     /translation="MKWIQMPLGPLQTNAYILKNDKNECVIFDPGHEGEKLVTYLQEE
                     QLKPLAVLLTHAHFDHIGAVDAVRDAFHIPVYVHKEEDWLGDATVNGSQIFMMNRSIT
                     AKPADHIIDAEGTLAIGSFNFEIFETPGHSPGSISYYCKEASAVFSGDVLFQMSIGRT
                     DLPGGSFAELIGSIEEKLFVLPDETAVLCGHGPETSIGFEKENNPFLQ"
     gene            4080185..4080358
                     /locus_tag="BA_4486"
                     /old_locus_tag="BA4486"
                     /db_xref="Pathema:BA_4486"
     CDS             4080185..4080358
                     /locus_tag="BA_4486"
                     /old_locus_tag="BA4486"
                     /note="identified by similarity to EGAD:45842"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28197.1"
                     /db_xref="Pathema:BA_4486"
                     /translation="MGLVIIFTLVTLLAVFATLRTLREKNFLAGGFAIATVLVFGWFT
                     IMTVLYNGYPPAA"
     gene            complement(4080438..4081421)
                     /gene="glcK"
                     /locus_tag="BA_4487"
                     /old_locus_tag="BA4487"
                     /db_xref="Pathema:BA_4487"
     CDS             complement(4080438..4081421)
                     /gene="glcK"
                     /locus_tag="BA_4487"
                     /old_locus_tag="BA4487"
                     /EC_number="2.7.1.2"
                     /note="identified by match to protein family HMM PF00480;
                     match to protein family HMM TIGR00744"
                     /codon_start=1
                     /transl_table=11
                     /product="glucokinase"
                     /protein_id="AAP28198.1"
                     /db_xref="Pathema:BA_4487"
                     /translation="MEEKWLVGVDLGGTTIKLAFINVYGEILHKWEIPTNTNEQGKHI
                     TLDVAKAIDKKLEELGELKSKLIGIGMGAPGPVHVASGMIYEAVNLGWKNYPLKDLLE
                     VETGLPVVIDNDANLAALGEMWKGAGEGAKDLICMTLGTGVGGGVIANGEIVHGVSGA
                     AGEIGHITVVTENAFPCNCGKSGCLETVASATGIVRVAMQKIQETDKESILRSMLAEE
                     GRITSKDVFEAHGQGDELAGEVVEKVASYLGLAVANLSSTLNPEKIVIGGGVSKAGDA
                     LLEPIQRYFEQYAFSRAVKSTKLAIATLGNDAGVIGGAWLVKKHKYEAKMI"
     gene            complement(4081441..4081641)
                     /locus_tag="BA_4488"
                     /old_locus_tag="BA4488"
                     /db_xref="Pathema:BA_4488"
     CDS             complement(4081441..4081641)
                     /locus_tag="BA_4488"
                     /old_locus_tag="BA4488"
                     /note="identified by similarity to EGAD:137181; match to
                     protein family HMM PF06014"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28199.1"
                     /db_xref="Pathema:BA_4488"
                     /translation="MVSIYDIQQLLKKFGTIIYTGDRIADLQLMQDELRELNQSQLID
                     PQDYQTALFLLKQEIQKELNKN"
     gene            complement(4081745..4082323)
                     /locus_tag="BA_4489"
                     /old_locus_tag="BA4489"
                     /db_xref="Pathema:BA_4489"
     CDS             complement(4081745..4082323)
                     /locus_tag="BA_4489"
                     /old_locus_tag="BA4489"
                     /EC_number="6.3.3.2"
                     /note="identified by match to protein family HMM PF01812;
                     match to protein family HMM TIGR02727"
                     /codon_start=1
                     /transl_table=11
                     /product="5-formyltetrahydrofolate cyclo-ligase"
                     /protein_id="AAP28200.1"
                     /db_xref="Pathema:BA_4489"
                     /translation="MREEKLRLRKQIIEHMNSLSKERYTTLSEQIVFSLYEQKEWAEA
                     KTIGITLSMENEVNTYPIIEKAWKEGKRVVVPKCNKETRTMSFRQISNFDQLETVYMN
                     LREPIPALTEEVNADEIDLQIVPGVAYTERGERIGYGGGYYDRYLVHYKGKTLSLAYS
                     FQMVEHIPVEPFDKNVEKIITEKGTMVKNGLV"
     gene            complement(4082428..4082577)
                     /gene="rpmG"
                     /locus_tag="BA_4490"
                     /old_locus_tag="BA4490"
                     /db_xref="Pathema:BA_4490"
     CDS             complement(4082428..4082577)
                     /gene="rpmG"
                     /locus_tag="BA_4490"
                     /old_locus_tag="BA4490"
                     /note="identified by match to protein family HMM PF00471;
                     match to protein family HMM TIGR01023"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L33"
                     /protein_id="AAP28201.1"
                     /db_xref="Pathema:BA_4490"
                     /translation="MRVNITLACTECGDRNYISKKNKRNNAERIELKKYCKRDKKSTL
                     HRETK"
     gene            complement(4082647..4085001)
                     /locus_tag="BA_4491"
                     /old_locus_tag="BA4491"
                     /db_xref="Pathema:BA_4491"
     CDS             complement(4082647..4085001)
                     /locus_tag="BA_4491"
                     /old_locus_tag="BA4491"
                     /note="identified by match to protein family HMM PF00132;
                     match to protein family HMM PF00483; match to protein
                     family HMM PF02878"
                     /codon_start=1
                     /transl_table=11
                     /product="nucleotidyl transferase family protein"
                     /protein_id="AAP28202.1"
                     /db_xref="Pathema:BA_4491"
                     /translation="MKGVILAGGKGRRLRPLTCNTPKPMLPLLEKPVLEYNIELLRQH
                     GIREIAITVQYMSTAIKQYFGDGSKWGVNLYYFEDSPPLGTAGSIKQAEKFLDETFVV
                     ISGDALTDFQLSKGITFHEQQKRMVTMFVKEVENPLSFGLVVMNKEQEVTRYIEKPSW
                     NEVVSNIVNTGIYIMEPEIFSYIPPREFFDFSQDVFPLLANKNALFAYLSEGYWLDIG
                     TFDQYRQAQFDLLTKKLQVPIPYTEVLPMVWMGEGVTIGKGTKIHGPSFIGEGAKIGA
                     GAVIEPYSIIGKNSIVSSYSHLQKSIVFANAHIGQYCELLETTIGEHTMVEDDVTLFQ
                     KSIVADHCHIGKSTVIKQKGKLWPYKAIDSYSVVGSAGVQESEKSAGWLQKSRIVGRG
                     NVEITPQFIVKVAMAYGSLFTKGESILIGSQEHIETTSYKNLFLHAIHGIGIHTMECK
                     EMNESLFQYSIQDLQCAGGVFIQVENEKEVIIKLYAQDGAQLTYKQQKAIEQVYMSES
                     FYYVCEKEMGRNKLVHVSLHDYIEAVLERIDIEKIQKQKFHLLINKRNDMLQHLLMLF
                     LQRLGCTVTWIYAGEQKDHVKALMKSSKANMALMFSEQGNYFELYDNHSNIYQGTDFE
                     EVDIPDLLLESTGNIYLMSLKLGECYLLFYTQDEKKSFQARWKRDILYRIGKLFELIA
                     LQGKTFLSIVEQSPPLYLLCDEVVCSWNEKGKVMRKLLADMERKEEGIFEGVQFKYTE
                     KEWSYIVSDTKQPKFLVYSHARNPVIARENMKNLIEKIRQYQKV"
     gene            complement(4085377..4086033)
                     /locus_tag="BA_4492"
                     /old_locus_tag="BA4492"
                     /db_xref="Pathema:BA_4492"
     CDS             complement(4085377..4086033)
                     /locus_tag="BA_4492"
                     /old_locus_tag="BA4492"
                     /note="identified by similarity to GP:10175612; match to
                     protein family HMM PF01895; match to protein family HMM
                     TIGR02135"
                     /codon_start=1
                     /transl_table=11
                     /product="putative phosphate transport system regulatory
                     protein PhoU"
                     /protein_id="AAP28203.1"
                     /db_xref="Pathema:BA_4492"
                     /translation="MVREQFQCDLKTLQQKVIELGELAREALLLAMEGLHKRDVEKAL
                     EVIDGDYRMDNLEEEINDLALMLITKQQPVASDLRRIFISIKTATDLERIADHAVNIA
                     KSTIRLGEKEVSVSLHNLDEMFAIANNMLQLALDAYEQENLTFAKQIAEMNDSVDEIY
                     GKAIREFISSVPEQPEAITQITQLSFVARYIERVADHITNIAENVFYLVKGKHYLLNE
                     "
     gene            complement(4086189..4087004)
                     /gene="pstB"
                     /locus_tag="BA_4493"
                     /old_locus_tag="BA4493"
                     /db_xref="Pathema:BA_4493"
     CDS             complement(4086189..4087004)
                     /gene="pstB"
                     /locus_tag="BA_4493"
                     /old_locus_tag="BA4493"
                     /EC_number="3.6.3.27"
                     /note="identified by match to protein family HMM PF00005;
                     match to protein family HMM TIGR00972"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphate ABC transporter, ATP-binding protein"
                     /protein_id="AAP28204.1"
                     /db_xref="Pathema:BA_4493"
                     /translation="MVATVVNVQVKNEEKIETAPKKVVFDTKNLNLWYGEDHALKDIN
                     LSIHENEVTAIIGPSGCGKSTYLKTLNRMVELVPIVRTTGVIEYRERNIFDKSYPVEE
                     LRTHVGMVFQKPNPFPKSIYENVAYGPKIHGISDKKTLDEIVEKSLRGAAIWDELKDR
                     LHDNAYGLSGGQQQRLCIARCLAIEPDVILMDEPTSALDPISTLKVEELIQELKKDFS
                     IVIVTHNMQQAARISDKTAFFLSGEVVEYTDTNKLFTTPSDKRTEDYITGRFG"
     gene            complement(4087033..4087899)
                     /gene="pstA"
                     /locus_tag="BA_4494"
                     /old_locus_tag="BA4494"
                     /db_xref="Pathema:BA_4494"
     CDS             complement(4087033..4087899)
                     /gene="pstA"
                     /locus_tag="BA_4494"
                     /old_locus_tag="BA4494"
                     /note="identified by similarity to OMNI:NTL01EC03647;
                     match to protein family HMM PF00528; match to protein
                     family HMM TIGR00974"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphate ABC transporter, permease protein"
                     /protein_id="AAP28205.1"
                     /db_xref="Pathema:BA_4494"
                     /translation="MRMLNHKKIQENMASRFLKDRIYKLLFYMAILFSIVILLILLFQ
                     IFEKGISYLSLEFFTNFASRNPKEAGIAAALSGTILFMSIVIPVSFIFGVGTALYLEQ
                     YAKESIFKKVIEINNQTLAGVPSVVFGLLGLTLFVYALHLGESIIAAALTMSLLVLPT
                     VVVASQEAIRSVPNSLLEASYGLGATKWQTMYRIVLPYAFPGIITGCTLAISRAIGEA
                     APLLVIGALAFANYVPFSMFDRFTVLPIQVFNWMSRPQEEFQYVAAAGMIVLLGLLLL
                     INIFVLWLRNRK"
     gene            complement(4087901..4088851)
                     /gene="pstC"
                     /locus_tag="BA_4495"
                     /old_locus_tag="BA4495"
                     /db_xref="Pathema:BA_4495"
     CDS             complement(4087901..4088851)
                     /gene="pstC"
                     /locus_tag="BA_4495"
                     /old_locus_tag="BA4495"
                     /note="identified by match to protein family HMM PF00528;
                     match to protein family HMM TIGR02138"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphate ABC transporter, permease protein"
                     /protein_id="AAP28206.1"
                     /db_xref="Pathema:BA_4495"
                     /translation="MAYNDKSQITFSVQHLIERNTKQRKKTQRINRIVPLLLKVIASV
                     SIMTTLGIIFTLSNETIMFFQKIPLQSFLTEKEWLPFFEDPKFGILPLICGTVLVTAI
                     AMFVAIPIGLACAVFLSEYASNGARKVLKPMLELLAGIPTIVYGFFALTVVTPLLQRI
                     IPDLQFFNAISPGIVIGFMMIPTIASLSEDAMRSVAKGTKEASLALGATRLEMVKQVV
                     FPSAFTGIMAAIILAASRAIGETMIVVIAAGSTPNVSLDPTESIQTLTAYIVQVSLGD
                     APHGTITYYSMYAVGATLFLFTFIMNIISQFIMRRFRRVT"
     gene            complement(4088879..4089796)
                     /gene="phoX"
                     /locus_tag="BA_4496"
                     /old_locus_tag="BA4496"
                     /db_xref="Pathema:BA_4496"
     CDS             complement(4088879..4089796)
                     /gene="phoX"
                     /locus_tag="BA_4496"
                     /old_locus_tag="BA4496"
                     /note="identified by similarity to OMNI:NTL01BH2997; match
                     to protein family HMM TIGR02136"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphate ABC transporter, phosphate-binding
                     protein"
                     /protein_id="AAP28207.1"
                     /db_xref="Pathema:BA_4496"
                     /translation="MKWISASIKVFILSTCFFYVGTSTAFAVNEMGEVRVDGSSTVFP
                     IIEAVAEEYTKVHPNVKISISVSGTGGGFNRFSKGEVDINNASRVMKQVEENEMKRNS
                     IQFTPFEVAYDGLTIVVNRQNTWVDNMTVDELRLLWSEDESEKRWSQIHSSWPREQVK
                     FYAPGVDSGTYDYFQNVILQKSRIVKKVSLSEDDQVIMQGVMNDKNAIAFVGYAYYMA
                     NRDKVRAIKVNGVLPTKDTIQSGEYKPLSRSLFAYVNHASIRNKMNVANYIEFMIQHV
                     GNLAEEVGYVKLPKEKYNEQLRMLTEIKR"
     gene            complement(4090128..4092248)
                     /locus_tag="BA_4497"
                     /old_locus_tag="BA4497"
                     /db_xref="Pathema:BA_4497"
     CDS             complement(4090128..4092248)
                     /locus_tag="BA_4497"
                     /old_locus_tag="BA4497"
                     /note="identified by similarity to OMNI:SA1609; match to
                     protein family HMM PF00905; match to protein family HMM
                     PF03717"
                     /codon_start=1
                     /transl_table=11
                     /product="penicillin-binding protein"
                     /protein_id="AAP28208.1"
                     /db_xref="Pathema:BA_4497"
                     /translation="MSKKQKQQKKKTHVPFRLNVLFFCVFLMFSAVIVRLGYVQIVRG
                     EEYKNEVERKENSTISNPVPRGKIFDRYGRPVVDNAAVRTITFTKMKGSTAEARLETA
                     KKLADLIEVPTNKLTDRDKKDYWLAIHKEEAKEKITNKDRQEFKDKKIDDKELDERQR
                     NRVTEEEVNQLSAKDLEVLAIKSKMDGGYAMTPQVIKKDATEQEYAIISENLATLPGV
                     DTNVDWDRKYIYDDLFRSVLGGVSTSDEGLPRERLDYYLVRDYNRNDRVGKSYLEQQY
                     EDSLHGNKAEVRNVTDKNGNILETINVSKGQSGNNLNLTIDMELQKRVEEIITKNLLR
                     YKGGQPYLDRAFVVMMNPKNGEVLSMAGKQLVEENGETKVQDFALGTMTSSYPMGSTV
                     KGATVLTGYQTGAIQPGSVQLDEPIRLKGTPPKSSWKTMGYINDLTALKMSSNVYMFK
                     TAMNIAGVQYVRGGTLDIPQKAFDTMRYYFGQFGLGVKTGIDLPNESAGQTGRGNQPG
                     FLLDLSIGQYDTYTPLQLAQYVSTIANGGYRMQPQVVKEIRQPSAKQDEVGKVVHSME
                     PKVLNRIDMPESQIKRVQEGFRQVFNDSGGTAAKYFTGAPYKAAGKTGTAQTVYGGDK
                     EIGKKANGERKETYNLTLVGYAPLEDPEVAFSVVVPWVDDKSGINGYISRDIMDAYFD
                     LKKVENGEATKDEIDKKNKEQDDE"
     gene            complement(4092358..4093635)
                     /locus_tag="BA_4498"
                     /old_locus_tag="BA4498"
                     /db_xref="Pathema:BA_4498"
     CDS             complement(4092358..4093635)
                     /locus_tag="BA_4498"
                     /old_locus_tag="BA4498"
                     /note="identified by match to protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP28209.1"
                     /db_xref="Pathema:BA_4498"
                     /translation="MKWKHIIGDVEVNRDLVLLLLIGGLYTLAISLSNTFVNIYLWKQ
                     TQNYVNLGLYNLASVVLQPLTFLIGGKLAKRIDRSILLRIGVGTLATFFIVVLVAGKS
                     ASHYILLMGALLGVGYGFYWLAFNLLTFEITEPETRDFFNGFLGLLTSFSGMIGPIAA
                     GYTISRMEKWSGYTVIFFLSLVLFAIAVVLSFFLSKRECEGRYEITQVLKERRIDKNW
                     GRITRAHFFQGLREGTFIFVISVYVYLATDSELALGKYSLVNSAVSFVCYYLVARMLK
                     KEWRKKAILLGGIILYAVVFLVIFNVTYTKLLIYAACIAIAYPILLVPYGSMTYDVIG
                     RAKNAREWRVEYVVVRELWLNAGRICSVLSFLCAVLFFPPEKSLPFLLCILGAGHFLI
                     YFAVKNVKYDGGNAGKTSVVAQGTTQNQTEPEG"
     gene            complement(4093751..4094362)
                     /gene="sodA1"
                     /locus_tag="BA_4499"
                     /old_locus_tag="BA4499"
                     /db_xref="Pathema:BA_4499"
     CDS             complement(4093751..4094362)
                     /gene="sodA1"
                     /locus_tag="BA_4499"
                     /old_locus_tag="BA4499"
                     /EC_number="1.15.1.1"
                     /note="identified by match to protein family HMM PF00081;
                     match to protein family HMM PF02777"
                     /codon_start=1
                     /transl_table=11
                     /product="superoxide dismutase, Mn"
                     /protein_id="AAP28210.1"
                     /db_xref="Pathema:BA_4499"
                     /translation="MAKHELPNLPYAYDALEPHFDKETMNIHHTKHHNTYITNLNAAL
                     EGHAELADKSVEELVANLNEVPEAIRTAVRNNGGGHANHTFFWTILSPNGGGQPVGEL
                     ATAIEAKFGSFDAFKEEFAKAGATRFGSGWAWLVVNNGELEVTSTPNQDSPLTEGKTP
                     VIGLDVWEHAYYLNYQNRRPDYIGAFWNVVDWNAAEKRYQEAK"
     gene            complement(4094584..4094657)
                     /locus_tag="BA_5837"
     tRNA            complement(4094584..4094657)
                     /locus_tag="BA_5837"
                     /product="tRNA-Met"
     gene            4094900..4095658
                     /locus_tag="BA_4500"
                     /old_locus_tag="BA4500"
                     /db_xref="Pathema:BA_4500"
     CDS             4094900..4095658
                     /locus_tag="BA_4500"
                     /old_locus_tag="BA4500"
                     /note="identified by similarity to EGAD:45827; match to
                     protein family HMM PF06691"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28211.1"
                     /db_xref="Pathema:BA_4500"
                     /translation="MSIFTQLVKSVYSPKDMALFRFQKIGKTILYIMLLCLITTIPRT
                     FFYGSFIQDSVTMVNQAIEKDLPDFKIENGELKADIEEPIQKEEGDALFVFDPNTTDI
                     EKYQNKTGLFILKDKVVSIGNGQTQTYSYNDLLGTSLEKKDLQDFISVFDSIYPILLA
                     VIGVLVYLFQLFITFLGITLLAFIGSAMSGQRKLSYKQVWTLTAYSYTIPTIFFMIMD
                     LFKIVVPGSTFIYIAVVLIVLYLTIKEVPKPNEK"
     gene            4095730..4096095
                     /locus_tag="BA_4501"
                     /old_locus_tag="BA4501"
                     /db_xref="Pathema:BA_4501"
     CDS             4095730..4096095
                     /locus_tag="BA_4501"
                     /old_locus_tag="BA4501"
                     /note="identified by similarity to OMNI:NTL01BH1405"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28212.1"
                     /db_xref="Pathema:BA_4501"
                     /translation="MKRLGIFLFVLVLGYIFYYDIKIGTLPMLSSYKKTNAAQTIKQE
                     STNTKQNKENKAEKETDVTYKTIEVKTGETVLSITEQINKKKIPSIEKVIDDFKQLNK
                     STSATKIQIGKSYKFPLYQ"
     gene            4096260..4097363
                     /gene="ispG"
                     /locus_tag="BA_4502"
                     /old_locus_tag="BA4502"
                     /db_xref="Pathema:BA_4502"
     CDS             4096260..4097363
                     /gene="ispG"
                     /locus_tag="BA_4502"
                     /old_locus_tag="BA4502"
                     /EC_number="1.17.7.1"
                     /note="identified by match to protein family HMM PF04551;
                     match to protein family HMM TIGR00612"
                     /codon_start=1
                     /transl_table=11
                     /product="(E)-4-hydroxy-3-methylbut-2-enyl-diphosphate
                     synthase"
                     /protein_id="AAP28213.1"
                     /db_xref="Pathema:BA_4502"
                     /translation="MTHRTKTRPVKVGNLTIGGNNELIIQSMTTTKTHDVEATVAEIK
                     RLEEAGCQVVRVAVPDERAANAIADIKKQINIPLVADIHFDYRLALKAIEGGIDKVRI
                     NPGNIGRRHKVEAVVNAAKERGIPIRIGVNAGSLERHILEKYGYPTADGMVESALHHI
                     KILEDLDFHDIIVSMKASDVNLAIEAYEKAARAFDYPLHLGITESGTLFAGTVKSAAG
                     LGAILNKGIGNTLRISLSADPVEEVKVARELLKSFGLASNAATLISCPTCGRIEIDLI
                     SIANEVEEYISTLQVPIKVAVLGCAVNGPGEAREADIGIAGARGEGLLFRKGQVVRKV
                     PEEIMVEELKKEIDVIAAEMAAEREKEKETQEQ"
     gene            complement(4097444..4097857)
                     /locus_tag="BA_4503"
                     /old_locus_tag="BA4503"
                     /db_xref="Pathema:BA_4503"
     CDS             complement(4097444..4097857)
                     /locus_tag="BA_4503"
                     /old_locus_tag="BA4503"
                     /note="identified by match to protein family HMM PF01475"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, Fur family"
                     /protein_id="AAP28214.1"
                     /db_xref="Pathema:BA_4503"
                     /translation="MNLTEALRLMKDKGYKHTGKREEMLRLFAAHNRYLTAKDVLEHM
                     KDDYPGLSFDTIYRNLTVFAEIGVLEQTELNGEKHFRFTCSIMEHHHHFICLDCGGTK
                     EITSCPMDFMNKDFNGYEVTGHKFEIYGRCPKCAK"
     gene            complement(4097871..4098704)
                     /locus_tag="BA_4504"
                     /old_locus_tag="BA4504"
                     /db_xref="Pathema:BA_4504"
     CDS             complement(4097871..4098704)
                     /locus_tag="BA_4504"
                     /old_locus_tag="BA4504"
                     /note="identified by similarity to GP:16413957; match to
                     protein family HMM PF00950; match to protein family HMM
                     PF01032"
                     /codon_start=1
                     /transl_table=11
                     /product="putative cation ABC transporter, permease
                     protein"
                     /protein_id="AAP28215.1"
                     /db_xref="Pathema:BA_4504"
                     /translation="MIQDFLQYDFLRNSLYAGILIGLVAPLIGVFVVIRRMSLIADAL
                     SHVTLSGIAASLLLEKTIFTGGFLNPLYMGMIFSIGGALLIEKLRTVYKHYQELAIPI
                     ILSAGMGIGVIFISLANGFNTDLFSYLFGSVSAVTSTDLIIIGIVAIVVIITITLLYK
                     ELFLLSFDEEYAVSTGLSAKWIHFIFIILVALVIAVSMRVVGVLLVSSLMTLPVAASI
                     RIANGFKQTIFFSILFGEIAVIGGMFASYQLDLAPGGTIVMIAVLILIGAILWKKKKT
                     A"
     gene            complement(4098704..4099474)
                     /locus_tag="BA_4505"
                     /old_locus_tag="BA4505"
                     /db_xref="Pathema:BA_4505"
     CDS             complement(4098704..4099474)
                     /locus_tag="BA_4505"
                     /old_locus_tag="BA4505"
                     /note="identified by similarity to OMNI:NTL01BH1397; match
                     to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="putative cation ABC transporter, ATP-binding
                     protein"
                     /protein_id="AAP28216.1"
                     /db_xref="Pathema:BA_4505"
                     /translation="MNNILEIEGLSFRYEDRNVLEDINLQVPKGAFLGLVGPNGSGKS
                     TLLKCLLGVLKPKQGSIRLFGVDSKKFKEWNKVGYVSQKANSFNSGFPATVFEVVSMG
                     LVSKKGLFRFFTKNDKEKVEKAIADVGMSEFQGRNIGELSGGQQQRVFIARALVSDPE
                     LLILDEPTVGIDVKNVESFYEILEDLNKRLGITLILVTHDMGAVTEKVTHVACLNQHL
                     HFHGNVEKFRELEDAEMSVLYGHHVHRLEHEHEHHGRI"
     gene            complement(4099716..4100594)
                     /locus_tag="BA_4506"
                     /old_locus_tag="BA4506"
                     /db_xref="Pathema:BA_4506"
     CDS             complement(4099716..4100594)
                     /locus_tag="BA_4506"
                     /old_locus_tag="BA4506"
                     /note="identified by similarity to EGAD:45820; match to
                     protein family HMM PF02588"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP28217.1"
                     /db_xref="Pathema:BA_4506"
                     /translation="MEQKQHRKESVIHLIYRLVMIIFGAACAAVAIELFLMPNKIIDG
                     GIIGISLILDYLTPNIWWLSFSTLVVILNIPFMYSGYKQIGKTFMLSSAFGIVALAFI
                     ESTLHAVPPFTTEPILATVFGGLILGLGVGLVIRHGGSMDGTEIMGILLTKKLPFSVG
                     EFVMFVNLFIFAWAAFVFGVEQAMYSVMTYYIAFKTIDTVIQGLDETKAVLIVSDQYE
                     EVSNAILHRLGRGTTKLVAKGGYTDKEKEVIYAVVTRLEVTKLKSIVYEIDANAFVTI
                     MSTQETNGGKFKSAIH"
     gene            4100744..4100998
                     /locus_tag="BA_4507"
                     /old_locus_tag="BA4507"
                     /db_xref="Pathema:BA_4507"
     CDS             4100744..4100998
                     /locus_tag="BA_4507"
                     /old_locus_tag="BA4507"
                     /note="identified by similarity to EGAD:45819"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28218.1"
                     /db_xref="Pathema:BA_4507"
                     /translation="MNLIKQLVNKKLNHISTKDLLKYSKEYEVPITTAQADQIVVLMK
                     GKNINIYDNDERLELLKQIAKVTSPATAQQVNTLFQQLLK"
     gene            complement(4101017..4101913)
                     /gene="nfo"
                     /locus_tag="BA_4508"
                     /old_locus_tag="BA4508"
                     /db_xref="Pathema:BA_4508"
     CDS             complement(4101017..4101913)
                     /gene="nfo"
                     /locus_tag="BA_4508"
                     /old_locus_tag="BA4508"
                     /EC_number="3.1.21.2"
                     /note="identified by similarity to GP:10174002; match to
                     protein family HMM PF01261; match to protein family HMM
                     TIGR00587"
                     /codon_start=1
                     /transl_table=11
                     /product="deoxyribonuclease IV (phage-T(4)-induced)"
                     /protein_id="AAP28219.1"
                     /db_xref="Pathema:BA_4508"
                     /translation="MLKIGSHVSMSGKKMLLAASEEAVSYGATTFMIYTGAPQNTRRK
                     PIEELNIEAGRKHMEQNGIEEIIVHAPYIINVGNTTKPETFQLGVDFLRMEIERTSAL
                     GVAKQIVLHPGAHVGAGADAGIQQIIKGLNEVLTPDQTVNIALETMAGKGTECGRSFE
                     EIAKIIDGVKYNEKLSVCFDTCHTHDAGYDIVNNFDGVLNEFDKIVGIDRLQVLHIND
                     SKNVRGAGKDRHENIGFGHIGYKALHHIVHHPQLTHVPKILETPYVGEDKKDKKPPYK
                     LEIEMLKNGTFDEGLLEKIKAQ"
     gene            complement(4102144..4103454)
                     /locus_tag="BA_4509"
                     /old_locus_tag="BA4509"
                     /db_xref="Pathema:BA_4509"
     CDS             complement(4102144..4103454)
                     /locus_tag="BA_4509"
                     /old_locus_tag="BA4509"
                     /note="identified by match to protein family HMM PF00270;
                     match to protein family HMM PF00271"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent RNA helicase, DEAD/DEAH box
                     family"
                     /protein_id="AAP28220.1"
                     /db_xref="Pathema:BA_4509"
                     /translation="MTQQTFTQYDFKPFLIDAVRELRFTEPTGIQQKIFPVVKKGVSV
                     IGQSQTGSGKTHAYLLPTLNRINPGREEVQLVITAPTRELAQQIYEEIVKLTKFCAED
                     QMITARCLIGGTDKQRSIEKLKKQPHIVVGTPGRIKDLVEEQALFVHKANTIIVDEAD
                     LMLDMGFIHDVDKIAARMPKNLQMLVFSATIPQKLKPFLKKYMENPEHIHINPKQVAA
                     GNIEHYLVPSKHRNKIDLVNKMLLQFKPYLAVVFTNTKKMADQVADGLMERGLKVGRI
                     HGDLSPRDRKKMMKQIRDLEFQYIVATDLAARGIDIEGISHVINYELPSDLDFFVHRV
                     GRTARAGHSGIAVTIYDPANEEALDSLEKQRHIEFKHVDLRGDEWADLGERRRRKSRK
                     KPNDELDVMATKVIKKPKKVKPNYKRKLATERDKVKRKYSNKKR"
     gene            4103635..4104404
                     /locus_tag="BA_4510"
                     /old_locus_tag="BA4510"
                     /note="From Medline 96134969: Variable region for use in
                     differentiating strains of B. anthracis.; vrrA protein,
                     authentic frameshift; an automated process has identified
                     a potential problem with this gene model; it may contain
                     one or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_4510"
     gene            4104494..4105444
                     /gene="ispH"
                     /locus_tag="BA_4511"
                     /old_locus_tag="BA4511"
                     /db_xref="Pathema:BA_4511"
     CDS             4104494..4105444
                     /gene="ispH"
                     /locus_tag="BA_4511"
                     /old_locus_tag="BA4511"
                     /EC_number="1.17.1.2"
                     /note="identified by similarity to EGAD:19519; match to
                     protein family HMM PF02401; match to protein family HMM
                     TIGR00216"
                     /codon_start=1
                     /transl_table=11
                     /product="4-hydroxy-3-methylbut-2-enyl diphosphate
                     reductase"
                     /protein_id="AAP28221.1"
                     /db_xref="Pathema:BA_4511"
                     /translation="MKIVKISPRGYCYGVVDAMVIARNAALDTSLPRPIYILGMIVHN
                     KHVTDAFEEDGIITLDGPSRLDILDKIDSGTVIFTAHGVSPEVKQRAKEKGLTTIDAT
                     CPDVTKTHDLIEAKKAEGYHVIYIGKKNHPEPEGAVGIAPDIVHLIERADDLKTLEIP
                     TDKILVTNQTTMSQWDVQHLMEDIQKKFPTAEFHKEICLATQVRQEAVAKQADVADLT
                     IVVGDPKSNNSNRLAQVSQEIAGTKAYRVADVSEIKLEWLQGVENVAVTAGASTPTPI
                     TKEVIAFLEQYDPMNPATWERVRKVPLQKILPRVKVKKEQ"
     gene            complement(4105485..4106606)
                     /locus_tag="BA_4512"
                     /old_locus_tag="BA4512"
                     /db_xref="Pathema:BA_4512"
     CDS             complement(4105485..4106606)
                     /locus_tag="BA_4512"
                     /old_locus_tag="BA4512"
                     /note="identified by similarity to OMNI:NTL01BH1383; match
                     to protein family HMM PF01784; match to protein family HMM
                     TIGR00486"
                     /codon_start=1
                     /transl_table=11
                     /product="dinuclear metal center protein, YbgI/SA1388
                     family"
                     /protein_id="AAP28222.1"
                     /db_xref="Pathema:BA_4512"
                     /translation="MSKIPNGHEIISLFESMYPKHLAMEGDKIGLQIGALNKPVQHVL
                     IALDVTEEVVDEAIQLGANVIIAHHPLIFKPLKAIHTDKAYGKIIEKCIKNDIAIYAA
                     HTNVDVAKGGVNDLLAEALGLQNTEVLAPTYAEEMKKIVVFVPETHAEEVRKALGDAG
                     AGHIGNYSHCTFSSEGTGAFIPQEGTNPYIGETGQLERVEEVRIETIIPASLQRKVIK
                     AMVTAHPYEEVAYDVYPLDNKGETLGLGKIGYLQEEMTLGQFAEHVKKSLDVKGARVV
                     GKLDDKVRKVAVLGGDGNKYINQAKFKGADVYVTGDMYYHVAHDAMMLGLNIVDPGHN
                     VEKVMKQGVQKQLQEKVDAKKLNVNIHASQLHTDPFTFV"
     gene            complement(4106603..4107310)
                     /locus_tag="BA_4513"
                     /old_locus_tag="BA4513"
                     /db_xref="Pathema:BA_4513"
     CDS             complement(4106603..4107310)
                     /locus_tag="BA_4513"
                     /old_locus_tag="BA4513"
                     /note="identified by similarity to GP:16413963; match to
                     protein family HMM PF04816"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28223.1"
                     /db_xref="Pathema:BA_4513"
                     /translation="MNEVKLSKRLEEVVREIPVGSTVADIGSDHAYLPCYTIINNIAT
                     KAVAGEVVDGPFRSAQATVAESGLQDKVDVRKGNGLAVITPGEVDVITVAGMGGALIR
                     DILESGKEKLEGVTRLILQPNIAAHHIREWFIENGWELIHEKIVKEDGKIYEILVGER
                     GNIEVPYSGNKQTELFMGPFLIKEKSEAFVEKWEGELKNFQNILKQLERAADSEETKA
                     KRAEVEAKMKMIGEVLS"
     gene            complement(4107476..4107832)
                     /gene="cccA"
                     /locus_tag="BA_4514"
                     /old_locus_tag="BA4514"
                     /db_xref="Pathema:BA_4514"
     CDS             complement(4107476..4107832)
                     /gene="cccA"
                     /locus_tag="BA_4514"
                     /old_locus_tag="BA4514"
                     /note="identified by similarity to OMNI:NTL01BS02513;
                     match to protein family HMM PF00034"
                     /codon_start=1
                     /transl_table=11
                     /product="cytochrome c-550"
                     /protein_id="AAP28224.1"
                     /db_xref="Pathema:BA_4514"
                     /translation="MKRNPLIPFALIAALGIIVMFVFSFQGLNKSKELADAKNGGKPA
                     QTASKPEDIVKQSCTSCHGDQLQGAVGPNLQKIGGKLSKEEIQEVISKGKGNMPPNLV
                     PADQAAKVADWLSKKK"
     gene            complement(4108218..4109339)
                     /gene="sigA"
                     /locus_tag="BA_4515"
                     /old_locus_tag="BA4515"
                     /db_xref="Pathema:BA_4515"
     CDS             complement(4108218..4109339)
                     /gene="sigA"
                     /locus_tag="BA_4515"
                     /old_locus_tag="BA4515"
                     /note="identified by similarity to EGAD:12769; match to
                     protein family HMM PF00140; match to protein family HMM
                     PF03979; match to protein family HMM PF04539; match to
                     protein family HMM PF04542; match to protein family HMM
                     PF04545; match to protein family HMM PF04967; match to
                     protein family HMM TIGR02393; match to protein family HMM
                     TIGR02937"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA polymerase sigma-43 factor"
                     /protein_id="AAP28225.1"
                     /db_xref="Pathema:BA_4515"
                     /translation="MADKPARSKQIETEMTLEQVKEQLTELGKKRGVLTYEEIAERMN
                     GFEIESDQMDEYYEYLGEQGIDLVGDNDEGPNNHQITKTEEEFDLNDLSVPPGVKIND
                     PVRMYLKEIGRVDLLSAEEEIRLATRIEEGDEEAKRRLAEANLRLVVSIAKRYVGRGM
                     LFLDLIQEGNMGLIKAVEKFDYRKGFKFSTYATWWIRQAITRAIADQARTIRIPVHMV
                     ETINKLIRVQRQLLQDLGREPSPEEIGEEMDLAPEKVREILKIAQEPVSLETPIGEED
                     DSHLGDFIEDQEATSPADHAAYELLKEQLEDVLDTLTDREENVLRLRFGLDDGRTRTL
                     EEVGKVFGVTRERIRQIEAKALRKLRHPSRSKRLKDFLE"
     gene            complement(4109399..4111195)
                     /gene="dnaG"
                     /locus_tag="BA_4516"
                     /old_locus_tag="BA4516"
                     /db_xref="Pathema:BA_4516"
     CDS             complement(4109399..4111195)
                     /gene="dnaG"
                     /locus_tag="BA_4516"
                     /old_locus_tag="BA4516"
                     /EC_number="2.7.7.-"
                     /note="identified by similarity to EGAD:15135; match to
                     protein family HMM PF01751; match to protein family HMM
                     PF01807; match to protein family HMM PF08275; match to
                     protein family HMM TIGR01391"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA primase"
                     /protein_id="AAP28226.1"
                     /db_xref="Pathema:BA_4516"
                     /translation="MGNRIPEEVVEQIRTSSDIVEVIGEYVQLRKQGRNYFGLCPFHG
                     ENSPSFSVSSDKQIFHCFGCGEGGNVFSFLMKMEGLAFTEAVQKLGERNGIAVAEYTS
                     GQGQQEDISDDTVIMQQAHELLKKYYHHLLVNTEEGNEALSYLLKRGITKEMIEKFEI
                     GYASPAWDAATKILQKRGLSLSSMEQAGLLIRSEKDGSHYDRFRGRVMFPIYTLQGKV
                     IAFSGRALGDDTPKYLNSPETPIFHKSKLLYNFHQARPFIRKRGQVVLFEGYADVLAA
                     VKSGVEEAVATMGTALTEEQAKLLRRNVETVVLCYDGDKAGREATMKAGQLLLQVGCQ
                     VKVTSLPDKLDPDEYVQQYGTTAFENLVKSSISFVGFKINYLRLGKNLQDESGKEEYV
                     KSVLKELSLLQDAMQAESYLKSLSQEFSYSMETLLNQLHQYRKEQKVQQKQVKQVSKP
                     SQIVQTKPKLTGFERAEREIIYHMLQSPEVAVRMESHIEDFHTEEHKGILYELYAYYE
                     KGNEPSVGTFLSWLSDEKLKNIITDISTDEFINPEYTEEVLQSHLETLRRHQEKLEKM
                     EIIFKIKQMEKTDPVEAAKYYVAYLQNQKARK"
     gene            4111479..4111580
                     /locus_tag="BA_4518"
                     /old_locus_tag="BA4518"
                     /db_xref="Pathema:BA_4518"
     CDS             4111479..4111580
                     /locus_tag="BA_4518"
                     /old_locus_tag="BA4518"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28227.1"
                     /db_xref="Pathema:BA_4518"
                     /translation="MLVDTYKKINIRLFSIYIDPNSLTASLNDEHTM"
     gene            complement(4111870..4112034)
                     /locus_tag="BA_4519"
                     /old_locus_tag="BA4519"
                     /db_xref="Pathema:BA_4519"
     CDS             complement(4111870..4112034)
                     /locus_tag="BA_4519"
                     /old_locus_tag="BA4519"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28228.1"
                     /db_xref="Pathema:BA_4519"
                     /translation="MNVLFSLVRNTVPANFVIDDSEVVILIFFCLFIMLKIGFRYPEI
                     EDEKIKGYVA"
     gene            complement(4112049..4112861)
                     /locus_tag="BA_4520"
                     /old_locus_tag="BA4520"
                     /db_xref="Pathema:BA_4520"
     CDS             complement(4112049..4112861)
                     /locus_tag="BA_4520"
                     /old_locus_tag="BA4520"
                     /note="identified by similarity to EGAD:45812; match to
                     protein family HMM PF03618"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28229.1"
                     /db_xref="Pathema:BA_4520"
                     /translation="MDNKIVYVVSDSVGETADLVVRAAMGQFPFAPDIRRVPYVEDTG
                     TLKEVISIAKSNQALICFTLVKPDMRQYLVTEAAKEGVEAYDIIGPLIDQIEEITGQV
                     PRYEPGVVRRLDEEYFKKIEAIEFAVKYDDGRDARGILKADIVLIGISRTSKTPLSQY
                     LAHNKRLKVANVPLVPEVDPPEELYQVAKEKCFGLKITPEKLNHIRKERLKSLGLSDG
                     ATYANINRIKEEIDHFENVVSKINCQVIDVSNKAIEETANIIVNAVQNQKMF"
     gene            complement(4112891..4113523)
                     /locus_tag="BA_4521"
                     /old_locus_tag="BA4521"
                     /db_xref="Pathema:BA_4521"
     CDS             complement(4112891..4113523)
                     /locus_tag="BA_4521"
                     /old_locus_tag="BA4521"
                     /note="identified by match to protein family HMM PF00571;
                     match to protein family HMM PF08220; match to protein
                     family HMM PF08279"
                     /codon_start=1
                     /transl_table=11
                     /product="CBS domain protein"
                     /protein_id="AAP28230.1"
                     /db_xref="Pathema:BA_4521"
                     /translation="MIIIELNKRQEHIIQIVKDHGPITGESIAAQLGLTRATLRPDLA
                     ILTMAGYLEARPRVGYFYTGKTGGQLLSEAVKKIKVQDYQSRPVVIDKNVSVYDAICT
                     MFLEDVGTLFVVDQSTLLVGVVSRKDLLRASLGKQDLTSLPVNIIMTRMPNIAMCRRE
                     DSLYDIAMELIERQIDAMPVVKDTKQGLEVIGRITKTNITRAFVNLVNNE"
     gene            complement(4113631..4114377)
                     /gene="recO"
                     /locus_tag="BA_4522"
                     /old_locus_tag="BA4522"
                     /db_xref="Pathema:BA_4522"
     CDS             complement(4113631..4114377)
                     /gene="recO"
                     /locus_tag="BA_4522"
                     /old_locus_tag="BA4522"
                     /note="identified by match to protein family HMM PF02565;
                     match to protein family HMM TIGR00613"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA repair protein RecO"
                     /protein_id="AAP28231.1"
                     /db_xref="Pathema:BA_4522"
                     /translation="MFQKVEGIVIRTTDYGETNKIVTIFSRELGKVSAMARGAKKPKS
                     RLASVSQLMTHGHFLIQMGSGLGTLQQGEIISTMKEIREDIFLTAYASFIVELTDKAT
                     EDKKHNPYLFEMLYQTLHYMCEGVDPEVLSLIYQTKMLPVLGMRPYFDTCAICHQETD
                     FVAFSVREGGFLCSRHAEQDQYRIPVGEAVHKLLRLFYHFDLHRLGNVSVKDSTKKQM
                     RLVLNTYYDEYCGIYLKSRRFLEQLDKFQI"
     gene            complement(4114411..4114554)
                     /locus_tag="BA_4523"
                     /old_locus_tag="BA4523"
                     /db_xref="Pathema:BA_4523"
     CDS             complement(4114411..4114554)
                     /locus_tag="BA_4523"
                     /old_locus_tag="BA4523"
                     /note="identified by similarity to GP:10173984"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28232.1"
                     /db_xref="Pathema:BA_4523"
                     /translation="MLDFTWKFFSKTGSIETYLLLKEMEKDVNDEMDQHEEELAHLDS
                     PIS"
     gene            complement(4114731..4115636)
                     /gene="era"
                     /locus_tag="BA_4524"
                     /old_locus_tag="BA4524"
                     /db_xref="Pathema:BA_4524"
     CDS             complement(4114731..4115636)
                     /gene="era"
                     /locus_tag="BA_4524"
                     /old_locus_tag="BA4524"
                     /note="identified by match to protein family HMM PF00009;
                     match to protein family HMM PF01926; match to protein
                     family HMM PF07650; match to protein family HMM TIGR00231;
                     match to protein family HMM TIGR00436"
                     /codon_start=1
                     /transl_table=11
                     /product="GTP-binding protein Era"
                     /protein_id="AAP28233.1"
                     /db_xref="Pathema:BA_4524"
                     /translation="MNRKGYKSGFVSIIGRPNVGKSTFLNRIIGQKIAIMSDKPQTTR
                     NKIQGVYTENDSQVIFIDTPGIHKPKHKLGDFMVKMAQTTLKEVDIVLFMVNAVEGFG
                     RGEEFIIEKLKETKQPVFLVINKIDQVHPEQLLELIDQYRKLHDFAEIVPISALDGNN
                     AEALIGTIKKYLPEGPQYYPDNQVTDHPERFIIAELIREKVLHLTREEVPHSVAVVID
                     AIQKREGGAVYINATIVVERPSQKGIIIGKQGKMLKEVGKRARFDIEALLGSKVFLEV
                     WVKVQKDWRNKMSQLRDLGFREDEY"
     gene            complement(4115629..4116027)
                     /gene="cdd2"
                     /locus_tag="BA_4525"
                     /old_locus_tag="BA4525"
                     /db_xref="Pathema:BA_4525"
     CDS             complement(4115629..4116027)
                     /gene="cdd2"
                     /locus_tag="BA_4525"
                     /old_locus_tag="BA4525"
                     /EC_number="3.5.4.5"
                     /note="identified by match to protein family HMM PF00383;
                     match to protein family HMM TIGR01354"
                     /codon_start=1
                     /transl_table=11
                     /product="cytidine deaminase"
                     /protein_id="AAP28234.1"
                     /db_xref="Pathema:BA_4525"
                     /translation="MNSKQLIQEAIEARKQAYVPYSKFQVGAALLTQDGKVYRGCNVE
                     NASYGLCNCAERTALFKAVSEGDKEFVAIAIVADTKRPVPPCGACRQVMVELCKQDTK
                     VYLSNLHGDVQETTVGELLPGAFLAEDLHE"
     gene            complement(4116127..4116480)
                     /gene="dgkA"
                     /locus_tag="BA_4526"
                     /old_locus_tag="BA4526"
                     /db_xref="Pathema:BA_4526"
     CDS             complement(4116127..4116480)
                     /gene="dgkA"
                     /locus_tag="BA_4526"
                     /old_locus_tag="BA4526"
                     /EC_number="2.7.1.107"
                     /note="identified by similarity to SP:P19638; match to
                     protein family HMM PF01219"
                     /codon_start=1
                     /transl_table=11
                     /product="diacylglycerol kinase"
                     /protein_id="AAP28235.1"
                     /db_xref="Pathema:BA_4526"
                     /translation="MKKGKLIDSFGYAIVGIFFCLRHERNMKIHYLAAVIVLCCGFYF
                     HITKVEWMILLIVIGIVMSLEMVNTAVEKTVDLATTDIHPFAKVAKDVAAGAVLLFAI
                     IAVIIGAIIFLPYVV"
     gene            complement(4116477..4116947)
                     /locus_tag="BA_4527"
                     /old_locus_tag="BA4527"
                     /db_xref="Pathema:BA_4527"
     CDS             complement(4116477..4116947)
                     /locus_tag="BA_4527"
                     /old_locus_tag="BA4527"
                     /note="identified by similarity to EGAD:109021; match to
                     protein family HMM PF02130; match to protein family HMM
                     TIGR00043"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein TIGR00043"
                     /protein_id="AAP28236.1"
                     /db_xref="Pathema:BA_4527"
                     /translation="MSLLIDFIDETEEVKEEYVNLIREILGKAAQMEKIEDGAELSVT
                     FVDNERIREINRDYRDKDQPTDVISFAMEEMGEGEMEIVGVEMPRMLGDLIISIPRAK
                     EQAEEYGHSFDRELGFLALHGFLHLLGYDHMTEEDEKEMFGRQKEILEAFGLGR"
     gene            complement(4116944..4119088)
                     /locus_tag="BA_4528"
                     /old_locus_tag="BA4528"
                     /db_xref="Pathema:BA_4528"
     CDS             complement(4116944..4119088)
                     /locus_tag="BA_4528"
                     /old_locus_tag="BA4528"
                     /note="identified by match to protein family HMM PF01966;
                     match to protein family HMM PF07697; match to protein
                     family HMM PF07698; match to protein family HMM TIGR00277"
                     /codon_start=1
                     /transl_table=11
                     /product="HDIG domain protein"
                     /protein_id="AAP28237.1"
                     /db_xref="Pathema:BA_4528"
                     /translation="MLRSQEISKWFRNLQHSKKLSWISYVLLGAVLFFALMNNVKPEQ
                     LDVDMYSIAKKTIHSPIKIEDKVITERKKQEAAQKVGDQYTYRSEYKQNRVDIVNDVF
                     AKVNEVIQEMKAAGPEEQKKMTDANKLEKLKKKLPSNLTKELSDENLLYFINAEPDQL
                     ELAKNAALTSVSVIMGGNIKMSEEMAAKERFVNEMKTLNVNSGLKEAVNALGSYAITA
                     NYFYDPAVTKEKKKAEEDLVPPVYILQGQVIVREGETISSDMYNQLKLVGLLEKGNSF
                     QPYVGLAVLIGVLLYFMHKQFEVFLQRKREDRPYILAYITILSITIVLMKIISLFQKL
                     EYAGIAYVVPVAMGTILVKLMIGDRFVFLTSMIFSVCGSIMFNEGVTSTLNYSVGIYV
                     LLSSLSVSIFLREKNRRTMILQAGILVSILNVVVLAALLLLRNGNFSPLEIGTQLLMA
                     SLSGIISSVLAMGILPYLESGLGIVSSMKLMELSSPNHPLLRRILLEAPGTYHHSVMV
                     ANLSEAACEAVGANGVLARVGAYYHDVGKTVQPQFFIENQMGIENPHDKLDPVTSKDI
                     IIAHVTDGVKMLEEYHIPQEIIDIAGQHHGTTLLKYFYYKAIKEDKEKYTEEMFRYPG
                     SKATSKESAIVGIADSVEAAVRSMNHPTPDQINNLVQSIIKDRLQDGQFSECDLTFKE
                     LQIVGKTLCETLNGIFHSRITYPEPPEEKEKE"
     gene            complement(4119282..4120241)
                     /locus_tag="BA_4529"
                     /old_locus_tag="BA4529"
                     /db_xref="Pathema:BA_4529"
     CDS             complement(4119282..4120241)
                     /locus_tag="BA_4529"
                     /old_locus_tag="BA4529"
                     /note="identified by match to protein family HMM PF02562"
                     /codon_start=1
                     /transl_table=11
                     /product="PhoH family protein"
                     /protein_id="AAP28238.1"
                     /db_xref="Pathema:BA_4529"
                     /translation="MAEQLVEMNQQLENTNEAIALFGVNDAHLKVIERELNVSIITRG
                     ETVHVSGAVETVTLVEKILQQLLVVIRKGVSITERDVAYAIQLAQQGKIAQFEELYEE
                     EIFKTAKGKSIRVKTMGQRRYIHAMKKNDIVFGIGPAGTGKTYLAVVMAVRALKQGYV
                     KKIILTRPAVEAGESLGFLPGDLKEKVDPYLRPLYDALHDILGQEYTQRMMERGVIEI
                     APLAYMRGRTLDDSFVILDEAQNTTGAQIKMFLTRLGFSSKMVITGDPSQVDLPKGVK
                     SGLTLASNILSGVSGLSFITLEQTDVVRHPLVQRIIEAYDKME"
     gene            complement(4120245..4121444)
                     /locus_tag="BA_4530"
                     /old_locus_tag="BA4530"
                     /db_xref="Pathema:BA_4530"
     CDS             complement(4120245..4121444)
                     /locus_tag="BA_4530"
                     /old_locus_tag="BA4530"
                     /note="identified by match to protein family HMM PF06898;
                     match to protein family HMM TIGR02876"
                     /codon_start=1
                     /transl_table=11
                     /product="sporulation protein"
                     /protein_id="AAP28239.1"
                     /db_xref="Pathema:BA_4530"
                     /translation="MKNKWFIKWLGYVKVRIEGRGAERFVNECVRRKLLVWDVKKIAD
                     ETLVFCMLLRDVKKIKPIYRKNECKLYFIGRYGFPFWNKRLIKNSGFLIGFLIFFFGM
                     IALSNMVWKIEITGAKPETEYILMKELDKMGIKKGKLQFQMPSVEDVQRHLTDNINAI
                     TWAGLEIRGTTYHFKIVEKNEPKKEKEQKPQNLVAKKEAIVTKTFVEVGKPVVLKNDH
                     VEKGQLLVSGIYGNEESPTIVSAKGIVYGETWYTSEVNVPLKTQFQVYTGNTYNEHYL
                     KFGSAKIKIWGFQHDKYKRSRTENVKHDVKLFDFTLPIAYEKDIVREEEEANREYTEK
                     QAMKVAKEMAEKELKKKLDEHAMIVSDKILSKEVEADQLKVTLHYTVIENIAEPQPIS
                     ESDIQGD"
     gene            complement(4121434..4121544)
                     /locus_tag="BA_4531"
                     /old_locus_tag="BA4531"
                     /db_xref="Pathema:BA_4531"
     CDS             complement(4121434..4121544)
                     /locus_tag="BA_4531"
                     /old_locus_tag="BA4531"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28240.1"
                     /db_xref="Pathema:BA_4531"
                     /translation="MENKTLYFIFVRAILLIKVKSSVSTFGKVVKVVDEK"
     gene            complement(4121621..4121914)
                     /gene="yqfC"
                     /locus_tag="BA_4532"
                     /old_locus_tag="BA4532"
                     /db_xref="Pathema:BA_4532"
     CDS             complement(4121621..4121914)
                     /gene="yqfC"
                     /locus_tag="BA_4532"
                     /old_locus_tag="BA4532"
                     /note="identified by similarity to OMNI:NTL01BH1362; match
                     to protein family HMM PF07241; match to protein family HMM
                     TIGR02856"
                     /codon_start=1
                     /transl_table=11
                     /product="sporulation protein YqfC"
                     /protein_id="AAP28241.1"
                     /db_xref="Pathema:BA_4532"
                     /translation="MKKLEQMKNWLTKQIDLPVDVLMDLPRITLVGQVHIYIENHRGL
                     LVFSDKEVRLLLKHGQLLIKGQSFVIKTILPEELLLEGIIEQVTFLEDEQKEK"
     gene            complement(4122023..4122466)
                     /locus_tag="BA_4533"
                     /old_locus_tag="BA4533"
                     /db_xref="Pathema:BA_4533"
     CDS             complement(4122023..4122466)
                     /locus_tag="BA_4533"
                     /old_locus_tag="BA4533"
                     /note="identified by similarity to GP:10173971; match to
                     protein family HMM PF09424"
                     /codon_start=1
                     /transl_table=11
                     /product="gatB/Yqey domain protein"
                     /protein_id="AAP28242.1"
                     /db_xref="Pathema:BA_4533"
                     /translation="MSLLGRLNDDMKQAMKNKQKEKLTVIRMVKAALQNEGIKLQHTL
                     TEEEELTVLAREVKQHKDSLLEFKKAGREDLVNKLQSEIQILSAYLPEQLTEEELVDI
                     IKQVISEVGATSKADMGKVMTAVMPKVKGKTDGSLVNKLVIQLLA"
     gene            complement(4122482..4122655)
                     /gene="rpsU"
                     /locus_tag="BA_4534"
                     /old_locus_tag="BA4534"
                     /db_xref="Pathema:BA_4534"
     CDS             complement(4122482..4122655)
                     /gene="rpsU"
                     /locus_tag="BA_4534"
                     /old_locus_tag="BA4534"
                     /note="identified by similarity to SP:P21478; match to
                     protein family HMM PF01165; match to protein family HMM
                     TIGR00030"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S21"
                     /protein_id="AAP28243.1"
                     /db_xref="Pathema:BA_4534"
                     /translation="MSKTVVRKNESLEDALRRFKRSVSKTGTLAEARKREFYEKPSVK
                     RKKKSEAARKRKF"
     gene            complement(4122986..4124338)
                     /locus_tag="BA_4535"
                     /old_locus_tag="BA4535"
                     /db_xref="Pathema:BA_4535"
     CDS             complement(4122986..4124338)
                     /locus_tag="BA_4535"
                     /old_locus_tag="BA4535"
                     /note="identified by similarity to EGAD:45804; match to
                     protein family HMM PF00919; match to protein family HMM
                     PF01938; match to protein family HMM PF04055; match to
                     protein family HMM TIGR00089; match to protein family HMM
                     TIGR01579"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28244.1"
                     /db_xref="Pathema:BA_4535"
                     /translation="MSTVAFHTLGCKVNHYETEAIWQLFKQGGYERTEYEKKADVYVI
                     NTCTVTNTGDKKSRQVIRRAVRQNPDAVICVTGCYAQTSPAEIMAIPGVDIVVGTQDR
                     EKMLGYIEEFRKERQPINAVRNIMKTRVYEELDVPYFTDRTRASLKIQEGCNNFCTFC
                     IIPWARGLMRSRDGKEVIKQAQQLVDAGYKEIVLTGIHTGGYGEDIKDYNLAGLLRDM
                     EAEVGGLKRLRISSIEASQISDEVIEVLDKSEVVVRHLHIPLQSGSNTVLKRMRRKYT
                     MEFFQERLDRLKEALPGLAITSDVIVGFPGETEEEFMETYNFIKENRFSELHVFPYSK
                     RTGTPAARMEDQVPEDVKNDRVHRLIELSNQLAKEYASQFEGEVLEIIPEEQFKEGDR
                     EGLYVGYTDNYLKIVFEGSEELIGKLVKVKIMKAGYPYNEAQFVRVLEDDVKKESASA
                     "
     gene            complement(4124345..4125094)
                     /locus_tag="BA_4536"
                     /old_locus_tag="BA4536"
                     /db_xref="Pathema:BA_4536"
     CDS             complement(4124345..4125094)
                     /locus_tag="BA_4536"
                     /old_locus_tag="BA4536"
                     /EC_number="2.1.1.-"
                     /note="identified by similarity to EGAD:45803; match to
                     protein family HMM PF04452; match to protein family HMM
                     TIGR00046"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA methyltransferase, RsmE family"
                     /protein_id="AAP28245.2"
                     /db_xref="Pathema:BA_4536"
                     /translation="MQRYFVEEKYVNETSIRIVGDDVHHIARVMRMSAGDHIYCCVNG
                     RTAVCSIDEITSEFINTAIVEWVEASSELPVFVTIASGLPKGDKLELIFQKGTELGAA
                     AFLPFQASRSIVKWDAKKADKKVERLRKIVKEAAEQSHRSEIPEVHAPASFKQLLSMS
                     GEYDVCLVAYEEEAKQGEKSNFAKALTMMKPGQKLLIVFGPEGGLAEEEITVLREHNF
                     VPCSLGPRILRTETAPLYALSAASYHFELMG"
     gene            complement(4125240..4126178)
                     /gene="prmA"
                     /locus_tag="BA_4537"
                     /old_locus_tag="BA4537"
                     /db_xref="Pathema:BA_4537"
     CDS             complement(4125240..4126178)
                     /gene="prmA"
                     /locus_tag="BA_4537"
                     /old_locus_tag="BA4537"
                     /EC_number="2.1.1.-"
                     /note="identified by similarity to EGAD:36278; match to
                     protein family HMM PF01170; match to protein family HMM
                     PF02353; match to protein family HMM PF05175; match to
                     protein family HMM PF06325; match to protein family HMM
                     PF08241; match to protein family HMM TIGR00406"
                     /codon_start=1
                     /transl_table=11
                     /product="ribosomal protein L11 methyltransferase"
                     /protein_id="AAP28246.1"
                     /db_xref="Pathema:BA_4537"
                     /translation="MKWSEISIHTTEEAVEAVSHILHEAGASGVAIEDPAELTKEREQ
                     QYGEIYALNPDEYPAEGVLIKAYFPQTDSLHETIAGVKSSIDVLPSYDIEIGTGNITV
                     NEVNEEDWATAWKKYYHPVQISDTFTIVPTWEEYTPSSPEEKIIELDPGMAFGTGTHP
                     TTTMCIRALEKTVQPGDTIIDVGTGSGVLSIAAAKLGASSVQAYDLDPVAVESAEMNV
                     RLNKTDDVVSVGQNSLLEGIEGPVDLIVANLLAEIILLFPEDAARVVKSGGLFITSGI
                     IAAKEKVISEALEKAGFTIEEVLRMEDWVAIIARNA"
     gene            complement(4126207..4127322)
                     /gene="dnaJ"
                     /locus_tag="BA_4538"
                     /old_locus_tag="BA4538"
                     /db_xref="Pathema:BA_4538"
     CDS             complement(4126207..4127322)
                     /gene="dnaJ"
                     /locus_tag="BA_4538"
                     /old_locus_tag="BA4538"
                     /note="identified by similarity to SP:P17631; match to
                     protein family HMM PF00226; match to protein family HMM
                     PF00684; match to protein family HMM PF01556; match to
                     protein family HMM TIGR02349"
                     /codon_start=1
                     /transl_table=11
                     /product="chaperone protein dnaJ"
                     /protein_id="AAP28247.1"
                     /db_xref="Pathema:BA_4538"
                     /translation="MSKRDYYEVLGLSKGASKDEIKKAYRRLAKKYHPDVSKEENAIE
                     KFKEVQEAYEVLSDDQKRAQYDQFGHAGANQGFGGFGGGGDFGGGFGFEDIFSSFFGG
                     GGGRRRDPNAPRQGADLQYQVTLEFEEAIFGKELNVEIPVEDPCDTCKGSGAKPGTSK
                     ETCKHCSGSGQVSVEQNTPFGRIVNRQACSHCSGTGQMIKEKCTTCHGSGKVRKRKKI
                     NVKIPAGIDNGQQIRVSGKGEAGVNGGPAGDLYVVVHVRSHEFFEREGDHIICEMPLT
                     FAQMALGAEVEVPTVHGKVKLKIPAGTQTGTEFRLKGKGAPNVRGYGQGDQYVVVRVV
                     VPTKLTSHQKDLLREFAGQEEQDDSLFGKLKRAFKGE"
     gene            complement(4127527..4129362)
                     /gene="dnaK"
                     /locus_tag="BA_4539"
                     /old_locus_tag="BA4539"
                     /db_xref="Pathema:BA_4539"
     CDS             complement(4127527..4129362)
                     /gene="dnaK"
                     /locus_tag="BA_4539"
                     /old_locus_tag="BA4539"
                     /note="identified by similarity to SP:P17820; match to
                     protein family HMM PF00012; match to protein family HMM
                     TIGR02350"
                     /codon_start=1
                     /transl_table=11
                     /product="chaperone protein dnaK"
                     /protein_id="AAP28248.1"
                     /db_xref="Pathema:BA_4539"
                     /translation="MSKIIGIDLGTTNSCVAVMEGGEPKVIPNPEGNRTTPSVVAFKN
                     EERQVGEVAKRQAITNPNTIMSVKRHMGTDYKVEVEGKDYTPQEISAIILQNLKASAE
                     AYLGETVTKAVITVPAYFNDAERQATKDAGRIAGLEVERIINEPTAAALAYGLEKQDE
                     EQKILVYDLGGGTFDVSILELADGTFEVISTAGDNRLGGDDFDQVIIDHLVAEFKKEN
                     NIDLSQDKMALQRLKDAAEKAKKDLSGVTQTQISLPFISAGAAGPLHLELTLTRAKFE
                     ELSAGLVERTLEPTRRALKDAGFAPSELDKVILVGGSTRIPAVQEAIKRETGKEPYKG
                     VNPDEVVALGAAVQGGVLTGDVEGVLLLDVTPLSLGIETMGGVFTKLIERNTTIPTSK
                     SQVFSTAADNQPAVDIHVLQGERPMSADNKTLGRFQLTDLPPAPRGIPQIEVTFDIDA
                     NGIVNVRAKDLGTSKEQAITIQSSSGLSDEEVERMVQEAEANADADQKRKEEVELRNE
                     ADQLVFQTDKVVKDLEGKVDAAEVAKATEAKEALQAAIEKNELEEIRAKKDALQEIVQ
                     QLTVKLYEQAQAAAGQAEGAEGAQDAGAKKDNVVDAEFEEVKEDK"
     gene            complement(4129389..4129955)
                     /gene="grpE"
                     /locus_tag="BA_4540"
                     /old_locus_tag="BA4540"
                     /db_xref="Pathema:BA_4540"
     CDS             complement(4129389..4129955)
                     /gene="grpE"
                     /locus_tag="BA_4540"
                     /old_locus_tag="BA4540"
                     /note="identified by similarity to SP:P15874; match to
                     protein family HMM PF01025"
                     /codon_start=1
                     /transl_table=11
                     /product="GrpE protein"
                     /protein_id="AAP28249.1"
                     /db_xref="Pathema:BA_4540"
                     /translation="MEERNEQVVEEVKEAQVEEAVTPENSEETVEEKSEAALLQEKVD
                     ELQAKLTETEGRTLRLQADFENYKRRVQMDKQAAEKYRAQSLVSDILPALDNFERAMQ
                     VEATDEQTKSLLQGMEMVHRQLLEALNKEGVEVIEAVGKQFDPNEHQAIMQVEDSEFE
                     SNAVVEEFQKGYKLKDRVIRPSMVKVNQ"
     gene            complement(4130070..4131086)
                     /gene="hrcA"
                     /locus_tag="BA_4541"
                     /old_locus_tag="BA4541"
                     /db_xref="Pathema:BA_4541"
     CDS             complement(4130070..4131086)
                     /gene="hrcA"
                     /locus_tag="BA_4541"
                     /old_locus_tag="BA4541"
                     /note="identified by similarity to OMNI:NTL01BS02542;
                     match to protein family HMM PF01628; match to protein
                     family HMM TIGR00331"
                     /codon_start=1
                     /transl_table=11
                     /product="heat-inducible transcription repressor HrcA"
                     /protein_id="AAP28250.1"
                     /db_xref="Pathema:BA_4541"
                     /translation="MLTERQLLILQTIIDDFIGSAQPVGSRTLAKKDEITYSSATIRN
                     EMADLEELGFIEKTHSSSGRVPSEKGYRFYVDHLLAPQNLPNDEIVQIKDLFVERIFE
                     AEKIAQQSAQILSELTNYTAIVLGPKLSTNKLKNVQIVPLDRQTAVAIIVTDTGHVQS
                     KTITVPESVDLSDLEKMVNILNEKLSGVPMSELHNKIFKEIVTVLRGYVHNYDSAIKM
                     LDGTFQVPLSEKIYFGGKANMLSQPEFHDIHKVRSLLTMIDNEAEFYDILRHKQVGIQ
                     VKIGRENSATAMEDCSLISATYSIGEEQLGTIAILGPTRMQYSRVISLLQLFTRQFTD
                     GLKK"
     gene            complement(4131220..4132356)
                     /gene="hemN"
                     /locus_tag="BA_4542"
                     /old_locus_tag="BA4542"
                     /db_xref="Pathema:BA_4542"
     CDS             complement(4131220..4132356)
                     /gene="hemN"
                     /locus_tag="BA_4542"
                     /old_locus_tag="BA4542"
                     /note="identified by similarity to SP:P54304; match to
                     protein family HMM PF04055; match to protein family HMM
                     PF06969; match to protein family HMM TIGR00539"
                     /codon_start=1
                     /transl_table=11
                     /product="coproporphyrinogen dehydrogenase"
                     /protein_id="AAP28251.1"
                     /db_xref="Pathema:BA_4542"
                     /translation="MQAAYIHIPFCQHICHYCDFNKVFIERQPVDQYLEYLEKEIINT
                     VQKVPFDSMKTIFVGGGTPTALNMEQTKKLLDIINRRLRPFAPNCELTFEANPGDLPK
                     EKLNVLLEGGVNRISFGVQTFRDELLEKIGRKHTREDAFVAIREAQEVGFKNINVDII
                     YALPGQTIEDVKETLDIAFTLGVQHFSAYSLIVEPKTVFYNLMNKGKLRLPGEDHEAK
                     MYEMVMDEMERHGYTQYEISNFSKGDNESRHNLTYWNNEEYYGFGAGAHSYVNGERIQ
                     NVGPLKQYFNKIDETGFPYLDVHVVTEKEKMEEELFLGLRKTKGVSKMAFRNKFNVEM
                     NQVFAKQLQNNQEQGLLEESDGYVRLTRKGKLLGNEVFQSFLID"
     gene            complement(4132412..4132786)
                     /locus_tag="BA_4543"
                     /old_locus_tag="BA4543"
                     /db_xref="Pathema:BA_4543"
     CDS             complement(4132412..4132786)
                     /locus_tag="BA_4543"
                     /old_locus_tag="BA4543"
                     /note="identified by similarity to EGAD:30795; match to
                     protein family HMM PF01638"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28252.1"
                     /db_xref="Pathema:BA_4543"
                     /translation="MSENIRKDIQEKIQNGNFNCEKELTLSIISGKWKVVILWHLGVE
                     GPHRFSELQRLFPSISHKVLSNQLKELMEDGIVDRTVYPEIPPRVEYYMTELGMSLLP
                     IVEMMYDWGKMRMEQIRNTLEK"
     gene            complement(4132918..4134741)
                     /gene="lepA"
                     /locus_tag="BA_4544"
                     /old_locus_tag="BA4544"
                     /db_xref="Pathema:BA_4544"
     CDS             complement(4132918..4134741)
                     /gene="lepA"
                     /locus_tag="BA_4544"
                     /old_locus_tag="BA4544"
                     /note="identified by similarity to EGAD:24859; match to
                     protein family HMM PF00009; match to protein family HMM
                     PF00679; match to protein family HMM PF03144; match to
                     protein family HMM PF06421; match to protein family HMM
                     TIGR00231; match to protein family HMM TIGR01393"
                     /codon_start=1
                     /transl_table=11
                     /product="GTP-binding protein LepA"
                     /protein_id="AAP28253.1"
                     /db_xref="Pathema:BA_4544"
                     /translation="MNKEERAKRQSKIRNFSIIAHIDHGKSTLADRILEKTNALTQRE
                     MKAQLLDSMDLERERGITIKLNAIQLNYKAKDGEEYILHLIDTPGHVDFTYEVSRSLA
                     ACEGAILVVDAAQGIEAQTLANVYLALDNNLEILPVINKIDLPSADPERVRQEVEDVI
                     GLDASEAVLASAKAGIGIEEILEQIVEKVPAPTGDSEEPLQCMIFDSLYDPYRGVIAY
                     IRVVNGTVKVGDKVRMMATGKEFEVTEVGVFTPKTTQRDELTVGDVGFLAASIKNVGD
                     TRVGDTITHAKRPAAEPLAGYRKLNPMVFCGLYPIDSARYNDLRDALEKLELNDSALE
                     FEPETSQALGFGFRCGFLGLLHMEILQERIEREFKIDLITTAPSVIYKVFLTNGEDMI
                     VDNPSNMPDPQTIDRVEEPFVKAAIMVPNDYVGAVMEICQGKRGTFIDMQYLDETRVT
                     LTYEIPLSEIVYDFFDQLKSNTKGYASFDYELIGYKPSKLVKMDILLNSEQVDALSFI
                     VHRDSAYDRGKVIVEKLKELIPRQQFEVPIQATIGNKVVARSTIKAMRKNVLAKCYGG
                     DISRKRKLLDKQKEGKKRMKSVGSVEVPQEAFMAVLKMDDN"
     gene            complement(4134952..4135314)
                     /locus_tag="BA_4545"
                     /old_locus_tag="BA4545"
                     /db_xref="Pathema:BA_4545"
     CDS             complement(4134952..4135314)
                     /locus_tag="BA_4545"
                     /old_locus_tag="BA4545"
                     /note="identified by similarity to EGAD:12308"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28254.1"
                     /db_xref="Pathema:BA_4545"
                     /translation="MERDDNHLSRFSLLCICSAIICLLMVVAGVALANHGLKSMKGYQ
                     QMSYEQIAHMTGTKGEVVESEILESSFSATEKQKQLESLKSFNVIEGVGMAIASVAYE
                     ITKFGTDIVVGKVKGIFS"
     gene            complement(4135314..4136420)
                     /gene="gpR"
                     /locus_tag="BA_4546"
                     /old_locus_tag="BA4546"
                     /db_xref="Pathema:BA_4546"
     CDS             complement(4135314..4136420)
                     /gene="gpR"
                     /locus_tag="BA_4546"
                     /old_locus_tag="BA4546"
                     /EC_number="3.4.99.-"
                     /note="identified by match to protein family HMM PF03418;
                     match to protein family HMM TIGR01441"
                     /codon_start=1
                     /transl_table=11
                     /product="GPR endopeptidase"
                     /protein_id="AAP28255.1"
                     /db_xref="Pathema:BA_4546"
                     /translation="MKEPLDLSKYSVRTDLAVEAHQMLQERQEEQQQGIQGVIVKERE
                     EEGIIITKVTIDEVASESMGKKPGNYLTLEVQGIRQQDTELQQKVERIFAKEFSYFLE
                     EVGVTKEASCLIVGLGNWNVTPDALGPIVVENVLVTRHLFQLQPESVEEGFRPVSAIR
                     PGVMGITGIETSDVIYGIIEKTKPDFVIAIDALAARSIERVNSTIQISDTGIHPGSGV
                     GNKRKELSKETLGIPVIAIGVPTVVDAVSITSDTIDFILKHFGREMKEGNKPSRSLLP
                     AGFTFGEKKKLTEEDMPDEKSRNMFLGAVGTLEDEEKRKLIYEVLSPLGHNLMVTPKE
                     VDAFIEDMANVIASGLNAALHHQIDQDNTGAYTH"
     gene            4136593..4136859
                     /gene="rpsT"
                     /locus_tag="BA_4547"
                     /old_locus_tag="BA4547"
                     /db_xref="Pathema:BA_4547"
     CDS             4136593..4136859
                     /gene="rpsT"
                     /locus_tag="BA_4547"
                     /old_locus_tag="BA4547"
                     /note="identified by match to protein family HMM PF01649;
                     match to protein family HMM TIGR00029"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S20"
                     /protein_id="AAP28256.1"
                     /db_xref="Pathema:BA_4547"
                     /translation="MKSMANIKSAIKRAKLSEERRAHNASIKSDMRSAVKTVEALVTN
                     NDLENAKEAFKTASKKLDKAARKGLIHQNAAARQKSRLAKQVNA"
     gene            complement(4136942..4137952)
                     /gene="holA"
                     /locus_tag="BA_4548"
                     /old_locus_tag="BA4548"
                     /db_xref="Pathema:BA_4548"
     CDS             complement(4136942..4137952)
                     /gene="holA"
                     /locus_tag="BA_4548"
                     /old_locus_tag="BA4548"
                     /EC_number="2.7.7.7"
                     /note="identified by similarity to EGAD:45801; match to
                     protein family HMM PF06144; match to protein family HMM
                     TIGR01128"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA polymerase III, delta subunit"
                     /protein_id="AAP28257.1"
                     /db_xref="Pathema:BA_4548"
                     /translation="MSDIHKKIKKKQFAPLYLLYGTEAFFINETIKLITTEALEEEDR
                     EFNVVTYDLEEAYLEDVVEDARTLPFFGERKVLLIKSPLFLTSQKEKLEQNIKILEEY
                     IGEPSPFSILVFVAPYEKLDERKKITKLLKKTADIVEANAMQVQDVQKWIVARAEEGH
                     VHIDNAAVSLLLELVGSNVTMLAKEMDKLTLYVGMGGEITPKLVAELVPKSVEQNVFA
                     LTEKVVKKDIAGAMQILDGLFTQQEEPIKLLALLVSQFRLLHQVKELQQRGYGQNQIA
                     SHIGVHPYRVKLAMNQTKFFSFEELKKVIIELAEADYSMKTGKMDKKLVLEFFLMRLN
                     HM"
     gene            4138299..4138433
                     /locus_tag="BA_4550"
                     /old_locus_tag="BA4550"
                     /db_xref="Pathema:BA_4550"
     CDS             4138299..4138433
                     /locus_tag="BA_4550"
                     /old_locus_tag="BA4550"
                     /note="identified by similarity to OMNI:NTL01BH1339"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28258.1"
                     /db_xref="Pathema:BA_4550"
                     /translation="MNDFEQNVQSKRNDAIDSGVGFIVSFGFFATLFIIATVIKFIGS
                     "
     gene            complement(4138460..4140778)
                     /gene="comEC"
                     /locus_tag="BA_4551"
                     /old_locus_tag="BA4551"
                     /db_xref="Pathema:BA_4551"
     CDS             complement(4138460..4140778)
                     /gene="comEC"
                     /locus_tag="BA_4551"
                     /old_locus_tag="BA4551"
                     /note="identified by match to protein family HMM PF00753;
                     match to protein family HMM PF03772; match to protein
                     family HMM TIGR00360; match to protein family HMM
                     TIGR00361"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA internalization-related competence protein
                     ComEC/Rec2"
                     /protein_id="AAP28259.1"
                     /db_xref="Pathema:BA_4551"
                     /translation="MQGQWGYVAISFIIGIAIAFSSSVVLLTCCLGLYVFFCLYRTSR
                     KTFLYCMIVCFSGAMYTTYVQGQNKPLGESYEATRGVIYNTPLINGDRLSFQVEDQNK
                     NIVQLSYKMKSASEKKQMRQLHAGVSCIFDGERKEPQIARNFHGFNYRDYLYKQNIHF
                     ILEATYISECRKTSLSLVQWILLLRQQAILGVTEMFPEQSGAFMNALLFGDRQQMTFE
                     VEGQYQQFGLVHLLAISGSHIVLLMVIVYFILLRSGVTREIATVCLIFFIPIYMILAG
                     ASPSVIRASITGVLMLIAFMCSIRLSSLDALSITAICMLIFDPYLVFNIGFQFSFVGS
                     FALLLSAPLLLESGNGVIRNSIYISLISQLVSTPILLYHFGYYSPYSIFLNILYVPFL
                     SLIVLPCSIIILICLPIIPFLAKSFANVLSIGLNLSNDFLSYCESLPFTRLNFGQTPI
                     LLVALYCVSIISVLMVWERRISKGMVFIFAGIFLFISTGHYVYPYFRESGSVTFLDVG
                     QGDAILIRLPYDQEIYLIDTGGTIRLNKEEWQRKKHEFSVGNDVLIPYLQKEGIKKID
                     KLIVTHGDADHIGAAQELLSNITVKEVVFGRKEQEAILEKAVKKQALEKEVKISEVGE
                     GESWRVNEAEFFVLAPTGKERSENNASIVLWAKLGGITWLFTGDLEEGEKGLVATYPD
                     LRADVLKVAHHGSNTSSITPFLSAVQPNIAIISVGERNRYGHPHKEGIERFEKMAIEI
                     WRTDKQGAISYVFKEERGTFRSKITYDETRNR"
     gene            complement(4140793..4141350)
                     /gene="comEB"
                     /locus_tag="BA_4552"
                     /old_locus_tag="BA4552"
                     /db_xref="Pathema:BA_4552"
     CDS             complement(4140793..4141350)
                     /gene="comEB"
                     /locus_tag="BA_4552"
                     /old_locus_tag="BA4552"
                     /note="identified by match to protein family HMM PF00383;
                     match to protein family HMM TIGR02571"
                     /codon_start=1
                     /transl_table=11
                     /product="ComE operon protein 2"
                     /protein_id="AAP28260.1"
                     /db_xref="Pathema:BA_4552"
                     /translation="MERISWDQYFMTQSHLLSLRSTCTRLAVGATIVRDKRIIAGGYN
                     GSIKGGVHCIDDGCYVIDNHCVRTIHAEMNALLQCAKFGVKTEEAEIYVTHFPCLQCC
                     KAIIQSGITAVYYAQDYKNHPYAVELFEKANVTVKHVPLEYDIAALEDQKRHMELKEL
                     FASLEKENLSMEELQHVFTKAKMML"
     gene            complement(4141413..4142009)
                     /gene="comEA"
                     /locus_tag="BA_4553"
                     /old_locus_tag="BA4553"
                     /db_xref="Pathema:BA_4553"
     CDS             complement(4141413..4142009)
                     /gene="comEA"
                     /locus_tag="BA_4553"
                     /old_locus_tag="BA4553"
                     /note="identified by match to protein family HMM PF00633;
                     match to protein family HMM TIGR00426"
                     /codon_start=1
                     /transl_table=11
                     /product="comE operon protein 1"
                     /protein_id="AAP28261.1"
                     /db_xref="Pathema:BA_4553"
                     /translation="MWDFPKKWLGLVAIIGIVLFLLFWKTNEHTERSVITTDVQAKEI
                     EKKSKPKISDTKLQKKIIVIDMKGAVVKEGVYEMKEGDRVKDAIEKAGGFLPEADRKK
                     VNLAQVVQDQMVLYVPDKNEQVQEGAAVSKGEEKVRINAASKEQLEKITGIGSRKAES
                     ILKYREEHGPFQKIEDLLEIDGIGVKSLEKIKDQIIIP"
     gene            4142090..4142917
                     /locus_tag="BA_4554"
                     /old_locus_tag="BA4554"
                     /db_xref="Pathema:BA_4554"
     CDS             4142090..4142917
                     /locus_tag="BA_4554"
                     /old_locus_tag="BA4554"
                     /note="identified by match to protein family HMM PF03807"
                     /codon_start=1
                     /transl_table=11
                     /product="putative pyrroline-5-carboxylate reductase"
                     /protein_id="AAP28262.2"
                     /db_xref="Pathema:BA_4554"
                     /translation="MNIGIIGTGNMGNILIDAFLETRAVKPSCLTIINRTPAKAYHIK
                     EKYPSVHIAKTIDKVIERSHLIFICVKPIDIYPILQKYAEHFSDEKCLVSITSPISPS
                     QLETLVPCHVARIIPSITNRALSGASLFTFGNNCSEEWQQKLFRLFKNISTPLVIKED
                     ITRVSSDIASCGPAFFSYLLQCFINAAVDKTNITHEEATTLVSEMVVGMGELLEKGIF
                     TLPTLQEKVCVKGGVTGEGIRVLEEHVGDMFHKLIERTHEKFDEDLKCVDQQFNKHT"
     gene            complement(4143089..4143838)
                     /locus_tag="BA_4555"
                     /old_locus_tag="BA4555"
                     /db_xref="Pathema:BA_4555"
     CDS             complement(4143089..4143838)
                     /locus_tag="BA_4555"
                     /old_locus_tag="BA4555"
                     /note="identified by similarity to OMNI:NTL01BH1333; match
                     to protein family HMM PF01209; match to protein family HMM
                     PF08241; match to protein family HMM PF08242"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28263.1"
                     /db_xref="Pathema:BA_4555"
                     /translation="MNYEQFALLYDELMNDVPYDKWVEFTEESLQQADMKEAKILDVA
                     CGTGNVTLPLVQKGYDVVGVDLSEEMLAVAQQKLGGEGHFIPFYQQDMRELDVPGEFD
                     CVTIFCDSLNYVLQEDGVQETFRRVFHHLRQDGLFLFDVHSLYKIHHVFQNETYTVNG
                     EEISLIWNCFPGEESNSVEHDLTFFVQDPEEDVYHRFDECHVQRAYPVEELTKWLEEA
                     GFTVLRVTGDFERLEVTEQTERIFFMAKKNG"
     gene            complement(4143835..4144191)
                     /locus_tag="BA_4556"
                     /old_locus_tag="BA4556"
                     /db_xref="Pathema:BA_4556"
     CDS             complement(4143835..4144191)
                     /locus_tag="BA_4556"
                     /old_locus_tag="BA4556"
                     /note="identified by match to protein family HMM PF02410;
                     match to protein family HMM TIGR00090"
                     /codon_start=1
                     /transl_table=11
                     /product="iojap-like ribosome-associated protein"
                     /protein_id="AAP28264.1"
                     /db_xref="Pathema:BA_4556"
                     /translation="MKDKDLLVLAAKAADDKRAEDMVVLNMQGISPIADYFIICHGNS
                     DKQVQAIAREIKAKAHEFQIDVQRMEGFDEARWVLVDLGDVVAHVFYKDERNHYNLER
                     LWGDVPREDITEELGQ"
     gene            complement(4144188..4144757)
                     /locus_tag="BA_4557"
                     /old_locus_tag="BA4557"
                     /db_xref="Pathema:BA_4557"
     CDS             complement(4144188..4144757)
                     /locus_tag="BA_4557"
                     /old_locus_tag="BA4557"
                     /note="identified by similarity to EGAD:45798; match to
                     protein family HMM PF01966; match to protein family HMM
                     TIGR00277; match to protein family HMM TIGR00488"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein TIGR00488"
                     /protein_id="AAP28265.1"
                     /db_xref="Pathema:BA_4557"
                     /translation="MNREEALHIVKQQMHEKRYIHTIGVMETAIELAKLYGVDEKKAE
                     VAAIFHDYAKCRAISEMEEIIKSEDLPKDLLCYNKELWHAPVGAYLVEKEVGITDPEI
                     LQAITYHTSGHEKMTMLDKVIYVADYIEPGRKFPGVEEARKLAYADINQALLFALKRT
                     IQFLMEKNQTIYPLTFQTYNAVIKEEISK"
     gene            complement(4144747..4145316)
                     /gene="nadD"
                     /locus_tag="BA_4558"
                     /old_locus_tag="BA4558"
                     /db_xref="Pathema:BA_4558"
     CDS             complement(4144747..4145316)
                     /gene="nadD"
                     /locus_tag="BA_4558"
                     /old_locus_tag="BA4558"
                     /EC_number="2.7.7.18"
                     /note="identified by similarity to SP:P52085; match to
                     protein family HMM PF01467; match to protein family HMM
                     TIGR00125; match to protein family HMM TIGR00482"
                     /codon_start=1
                     /transl_table=11
                     /product="nicotinate-nucleotide adenylyltransferase"
                     /protein_id="AAP28266.2"
                     /db_xref="Pathema:BA_4558"
                     /translation="MRKIGIIGGTFDPPHYGHLLIANEVYHALNLEEVWFLPNQIPPH
                     KQGRDITSVESRLQMLELATEAEEHFSICLEELSRKGPSYTYDTMLQLTKKYPDVQFH
                     FIIGGDMVEYLPKWYNIEALLDLVTFVGVARPGYKLRTPYPITTVEIPEFAVSSSLLR
                     ERYKEKKTCKYLLPEKVQVYIERNGLYES"
     gene            complement(4145448..4145741)
                     /locus_tag="BA_4560"
                     /old_locus_tag="BA4560"
                     /db_xref="Pathema:BA_4560"
     CDS             complement(4145448..4145741)
                     /locus_tag="BA_4560"
                     /old_locus_tag="BA4560"
                     /note="identified by similarity to EGAD:45796; match to
                     protein family HMM PF01985; match to protein family HMM
                     TIGR00253"
                     /codon_start=1
                     /transl_table=11
                     /product="putative RNA-binding protein, YhbY family"
                     /protein_id="AAP28268.1"
                     /db_xref="Pathema:BA_4560"
                     /translation="MLTGKQKRFLRAQAHHLTPIFQVGKGGVNENMIKQIADTLEARE
                     LFKVSVLQNCEFDRREVAEELAKGARAEIVQVIGSTIVLYKESRENKQIKLPR"
     gene            complement(4145653..4146579)
                     /gene="aroE"
                     /locus_tag="BA_4561"
                     /old_locus_tag="BA4561"
                     /db_xref="Pathema:BA_4561"
     CDS             complement(4145653..4146579)
                     /gene="aroE"
                     /locus_tag="BA_4561"
                     /old_locus_tag="BA4561"
                     /EC_number="1.1.1.25"
                     /note="identified by match to protein family HMM PF01488;
                     match to protein family HMM PF08501; match to protein
                     family HMM TIGR00507"
                     /codon_start=1
                     /transl_table=11
                     /product="shikimate dehydrogenase"
                     /protein_id="AAP28269.1"
                     /db_xref="Pathema:BA_4561"
                     /translation="MKQLYGVIGNPIGHSLSPVMHNDAFEHLKMDAHYHAFLVKEEVL
                     GEAVRGLKALGISGFNVTTPHKVAIMDYLDEIDPLAKQIGAVNTVVHKDGKLIGYNTD
                     GIGFVRALQSISSEPLQEKRILLLGAGGASRAIYFSLADAGVKEIDVANRTVDKAKEL
                     IAACTATVHSVALSLEKATKEQGNYDIIIQTTTIGMHPRVEHTPLQISSLKKGTIVSD
                     IIYNPFETKILCEAKEQGAIIQNGIDMFVYQGALAFEMWTGCVPNIERMKQLVIRNLE
                     ANIYVNRKTKKIFTCTSTSFNTNFSSRKRRSK"
     gene            complement(4146595..4147701)
                     /gene="yqeH"
                     /locus_tag="BA_4562"
                     /old_locus_tag="BA4562"
                     /db_xref="Pathema:BA_4562"
     CDS             complement(4146595..4147701)
                     /gene="yqeH"
                     /locus_tag="BA_4562"
                     /old_locus_tag="BA4562"
                     /note="identified by match to protein family HMM PF01926;
                     match to protein family HMM TIGR03597"
                     /codon_start=1
                     /transl_table=11
                     /product="ribosome biogenesis protein GTPase YqeH"
                     /protein_id="AAP28270.1"
                     /db_xref="Pathema:BA_4562"
                     /translation="MTETIKCIGCGVEIQTEDKNEVGYAPASSLEKEQVICQRCFRLK
                     HYNEIQDVSLTDDDFLRILNGIGKSDALVVKIVDIFDFNGSWLPGLHRFVGNNKVLLV
                     GNKADLIPKSVKHDKVKHWMRYSAKQLGLKPEDVFLISAAKGQGIAELADAIEYYRGG
                     KDVYVVGCTNVGKSTFINRMIKEFSDETENVITTSHFPGTTLDLIDIPLDEESSLYDT
                     PGIINHHQMAHYVGKQSLKLITPTKEIKPMVFQLNEEQTLFFSGLARFDYVSGGRRAF
                     TCHFSNRLTIHRTKLEKADELYKNHAGDLLSPPTPEELENMPELVKYEFNIREPKTDV
                     VFSGLGWVTVNEPGAKIVAHVPKGVSVSLRKSLI"
     gene            complement(4147705..4148217)
                     /locus_tag="BA_4563"
                     /old_locus_tag="BA4563"
                     /db_xref="Pathema:BA_4563"
     CDS             complement(4147705..4148217)
                     /locus_tag="BA_4563"
                     /old_locus_tag="BA4563"
                     /note="identified by similarity to EGAD:45794; match to
                     protein family HMM PF09419; match to protein family HMM
                     TIGR01662; match to protein family HMM TIGR01668"
                     /codon_start=1
                     /transl_table=11
                     /product="hydrolase, HAD subfamily IIIA"
                     /protein_id="AAP28271.1"
                     /db_xref="Pathema:BA_4563"
                     /translation="MKLFLPNEYVKNVYHVQPEDLKKRGIKGVITDLDNTLIEWDRPN
                     ATPQLEEWFLKMKEQGIQVTVVSNNNEQRVKDFADPLGIPFIHSARKPFVRAFKRAIR
                     EMQLQPDEVVVIGDQLLTDVLGGNRVGLHTILVVPVAQTDGLVTRFNRKIERRIMRNM
                     KKKGLINWEE"
     gene            4148480..4148608
                     /locus_tag="BA_4564"
                     /old_locus_tag="BA4564"
                     /db_xref="Pathema:BA_4564"
     CDS             4148480..4148608
                     /locus_tag="BA_4564"
                     /old_locus_tag="BA4564"
                     /note="identified by similarity to OMNI:NTL01BH1324"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28272.1"
                     /db_xref="Pathema:BA_4564"
                     /translation="MEQLSTESYYKAKELKLNPDFILLIKQEIIRRSLEDKLVKSS"
     gene            complement(4148755..4149543)
                     /gene="psd"
                     /locus_tag="BA_4565"
                     /old_locus_tag="BA4565"
                     /db_xref="Pathema:BA_4565"
     CDS             complement(4148755..4149543)
                     /gene="psd"
                     /locus_tag="BA_4565"
                     /old_locus_tag="BA4565"
                     /EC_number="4.1.1.65"
                     /note="identified by match to protein family HMM PF02666;
                     match to protein family HMM TIGR00163"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphatidylserine decarboxylase"
                     /protein_id="AAP28273.1"
                     /db_xref="Pathema:BA_4565"
                     /translation="MRRTLYRLMIELTNGRFTSYTLRKFAQSRLSSIIIPSYAKVFQI
                     NQDEMEKGLKEYRTLHELFTRKLKEGKRSIDTDASSIVSPVDGVFADHGPIEDTKTFD
                     IKGKRYSIVDMLGNEERAQRYAGGTYMVIYLSPSHYHRIHSPLSGSVTERFVLGRKSY
                     PVNAAGMEYGKEPLSKNYRSVTEVNSDGEHMALVKVGAMFVNSIELLHERDTVQKGEE
                     MAYFTFGSTVVLLFEKDMIEVVQELKSGQELRLGEKIATRLAHK"
     gene            complement(4149835..4150548)
                     /gene="sigK"
                     /locus_tag="BA_4566"
                     /old_locus_tag="BA4566"
                     /db_xref="Pathema:BA_4566"
     CDS             complement(4149835..4150548)
                     /gene="sigK"
                     /locus_tag="BA_4566"
                     /old_locus_tag="BA4566"
                     /note="identified by similarity to SP:P12254; match to
                     protein family HMM PF04542; match to protein family HMM
                     PF04545; match to protein family HMM PF08281; match to
                     protein family HMM TIGR02846; match to protein family HMM
                     TIGR02937"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA polymerase sigma-27 factor"
                     /protein_id="AAP28274.1"
                     /db_xref="Pathema:BA_4566"
                     /translation="MSLFAAIGYMVREVFVFVSYVKNNAFPQPLSSDDERKYLELMEQ
                     GDAQARNLLIEHNLRLVAHIVKKFENTGEDAEDLISIGTIGLIKAIESYSAGKGTKLA
                     TYAARCIENEILMHLRVLKKTKKDVSLHDPIGQDKEGNEISLIDILKSESEDVIDMIQ
                     LSMELEKIKEYIDILDEREKEVIVKRFGLGLDKEKTQREIAKALGISRSYVSRIEKRA
                     LMKMFHEFVRAEKEKKAKE"
     gene            4150731..4151024
                     /locus_tag="BA_4567"
                     /old_locus_tag="BA4567"
                     /db_xref="Pathema:BA_4567"
     CDS             4150731..4151024
                     /locus_tag="BA_4567"
                     /old_locus_tag="BA4567"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28275.1"
                     /db_xref="Pathema:BA_4567"
                     /translation="MLTLDRLLNVTIYLGVFLLFISFITFVIKRGPDLLFFQFGISLF
                     FGAQIIIGMKFFHNYGFSFHSKLELLIFIFYVIGFITCILLFFHFQNPYRIFY"
     gene            4151153..4151623
                     /locus_tag="BA_4568"
                     /old_locus_tag="BA4568"
                     /db_xref="Pathema:BA_4568"
     CDS             4151153..4151623
                     /locus_tag="BA_4568"
                     /old_locus_tag="BA4568"
                     /note="identified by similarity to EGAD:167746"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP28276.1"
                     /db_xref="Pathema:BA_4568"
                     /translation="MRKFSEDYNNIIRNDFYEIPMIPTELQITSKKDSSHSTSFLVEL
                     HNIEDEITDDSVQLTPSDRFYILLNTQKTKISKIVYEGRDFFTLTVTLKALNLQQEPE
                     IHNMFLEIDKRRAMNLLDFEIKAHSKEWKVTFKSDSSPSNLPITFTFEKRTGKL"
     gene            complement(4151667..4153160)
                     /locus_tag="BA_4569"
                     /old_locus_tag="BA4569"
                     /db_xref="Pathema:BA_4569"
     CDS             complement(4151667..4153160)
                     /locus_tag="BA_4569"
                     /old_locus_tag="BA4569"
                     /note="identified by similarity to EGAD:108684; match to
                     protein family HMM PF03413"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28277.1"
                     /db_xref="Pathema:BA_4569"
                     /translation="MNQKDKERKEQVVHIINIPDDYRLVVDDQEGVDDPYHLLWWEHK
                     ADEERTIQITLNRHTGSLIDFRIEDEKAFSSSEKAIEDNQAREIANTFLKKYTKEGSE
                     FYTYVIVKGDKHGWKEVNYMQEVNGYPLPNTGCVVQVHPSGNVVDFHYNGQKAIEKKP
                     SWPNEIVEENVVLENLKARQDMRLVFVDLTYSSCGYENREEVKGYHLVYEPEPSHACI
                     DASTGKDLYGPEHYKLPPTVVVEKIEEGNRQDDIFELFDWDKESFAKVDETENDNEIR
                     MKFVLKEELQKQKEEKNPYLMNEFFKKHLPMLKYNNLVSVTIDKLTNELTGFIKLTDD
                     KEVKQILPREECLQKALQFLEQVIPDITQYLRLWGEREEAEDGIERFIFSLYINDIPA
                     EYNQFIININAENGAVMHYSGESSNLIKKLLTYETTPKVTKEEALEIYRDAIRVKLEW
                     SIDHDVEETVYQLLYKQTTCENYKEFFDGSREVRYIDAHTGEKIWSK"
     gene            complement(4153231..4153380)
                     /gene="rpmG"
                     /locus_tag="BA_4570"
                     /old_locus_tag="BA4570"
                     /db_xref="Pathema:BA_4570"
     CDS             complement(4153231..4153380)
                     /gene="rpmG"
                     /locus_tag="BA_4570"
                     /old_locus_tag="BA4570"
                     /note="identified by match to protein family HMM PF00471;
                     match to protein family HMM TIGR01023"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L33"
                     /protein_id="AAP28278.1"
                     /db_xref="Pathema:BA_4570"
                     /translation="MRVNITLACTECGDRNYISKKNKRNNPERIELKKYCPRLKRVTL
                     HRETK"
     gene            complement(4153525..4154148)
                     /locus_tag="BA_4571"
                     /old_locus_tag="BA4571"
                     /db_xref="Pathema:BA_4571"
     CDS             complement(4153525..4154148)
                     /locus_tag="BA_4571"
                     /old_locus_tag="BA4571"
                     /note="identified by match to protein family HMM PF00881"
                     /codon_start=1
                     /transl_table=11
                     /product="nitroreductase family protein"
                     /protein_id="AAP28279.1"
                     /db_xref="Pathema:BA_4571"
                     /translation="MNFEELAIARRSAMKFVQGIEIPDEDFKKIFELTKLSPSCYNLQ
                     HTHYVVIRDQERKERLKELAFGQYKVSSASAVILVCGDKRAYQNVENIYFGMKVLKMI
                     DECEYEDTIKQTKGLYEGKGERFMEEEAIRNASLSAMTFMYAAKYYGYDTCPMIGFDE
                     KAVQSELNMPEHVVPVLMITIGKSDTTKTRPRGYRKPISEFVTYETF"
     gene            4154502..4155152
                     /locus_tag="BA_4572"
                     /old_locus_tag="BA4572"
                     /db_xref="Pathema:BA_4572"
     CDS             4154502..4155152
                     /locus_tag="BA_4572"
                     /old_locus_tag="BA4572"
                     /note="identified by similarity to GP:15426419; match to
                     protein family HMM PF04607"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28280.1"
                     /db_xref="Pathema:BA_4572"
                     /translation="MEYNQSTVNYWKAFVLPYTFALEELKTKFEIMNREAQFLEDYNP
                     FEHIKTRLKQPESIIKKLERKNLLPTVENAQTHLQDIIGIRITCCFVEDIYHLKNVIQ
                     KREDMEIIEVKDYIANPKKNGYKSLHMIIKYPLSLNSGTKEVFAEIQLRTLAMDFWAS
                     LEHKLYYKYEGKIPEYLKDELHDAAMKAEDLDNKMATIRQDIDDIEACSNQIMLPL"
     gene            complement(4155206..4155673)
                     /locus_tag="BA_4573"
                     /old_locus_tag="BA4573"
                     /db_xref="Pathema:BA_4573"
     CDS             complement(4155206..4155673)
                     /locus_tag="BA_4573"
                     /old_locus_tag="BA4573"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP28281.1"
                     /db_xref="Pathema:BA_4573"
                     /translation="MRAFFRGIGPFLIVVLLLVGCQSEENKIEQKATTTKAEEKVQIT
                     KEEEKSIQDVMDKFVRTTNEKNLAEHIELFSKKMPSAEDLKTQKEAAFQKGNKKIELE
                     HIDIKASKAGYVVVETKEKEIDGEITLQKKVQYAIGKEEDGWKIEEVRTIEKK"
     gene            complement(4155728..4157113)
                     /locus_tag="BA_4574"
                     /old_locus_tag="BA4574"
                     /db_xref="Pathema:BA_4574"
     CDS             complement(4155728..4157113)
                     /locus_tag="BA_4574"
                     /old_locus_tag="BA4574"
                     /EC_number="3.1.3.1"
                     /note="identified by similarity to SP:P19405; match to
                     protein family HMM PF00245"
                     /codon_start=1
                     /transl_table=11
                     /product="alkaline phosphatase"
                     /protein_id="AAP28282.1"
                     /db_xref="Pathema:BA_4574"
                     /translation="MKKFVKKAWPFAVVASLAVTSVATWNFTRSSEVSADENGSNAKI
                     KNVIVLIGDGMGPSYMTAHRYMKDNPKTFEMESTEFDKHLVGTQKTYPEDEHENITDS
                     ASAATAMSAGIKTYNAAIAVDNDKAEVKTVLEQAKEKGKSTGLVATSEITHATPAAFG
                     AHDISRKSMDAIANDYFDEKIKGKHKVDVMLGGGVKNFVRKDRNLTEEFKKSGYSYVT
                     DRDQLLNDKNDQILGLFAPGGLDKMIDRNEKTPSLEEMTNAAIERLNKNKKGFFLMVE
                     GSQIDWAGHDNDIVGAMSEMEDFEKAFKAAIEFAKKDKNTLVIATADHATGGLSLGAN
                     GEYNFKVDPIKAAKRTPDFMANEIVKGANVEETLKKYIDLQLTPEEIKAVNDIAPSKD
                     VTKIDNAIEDIFNKRSVTGWTTGGHTGEDVNVYAFGPGKYLFSGVQENTNLAKRVFDI
                     VGGGDPNKGRR"
     gene            4157375..4158208
                     /locus_tag="BA_4576"
                     /old_locus_tag="BA4576"
                     /db_xref="Pathema:BA_4576"
     CDS             4157375..4158208
                     /locus_tag="BA_4576"
                     /old_locus_tag="BA4576"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP28283.1"
                     /db_xref="Pathema:BA_4576"
                     /translation="MKIIKLDKTYIFDLLDLCKAIGWLQDKAFMKKQFEMYLSLGTLV
                     GYMHENKLIAAGGVFPFKDRFSTIGMLIVHPNFQGQGIGRTLLNHCLEHTHPKQPIAL
                     IATKAGEPLYTSCGFQTVTTIHRFEKQTTKTHITPTKQVKEKDLISLISLDQITTGAD
                     RSLLYSLLLPKTNHSFKIERHNCIEAFSLCIQKGNILCINPLIAKREEDAIQLLQNIC
                     ECWNGTVRIDVPHSQFVFRKFLQTENFQETLLSPLMIKNGSQLPGNRNMLFAMIDTAL
                     C"
     gene            4158245..4159108
                     /locus_tag="BA_4577"
                     /old_locus_tag="BA4577"
                     /db_xref="Pathema:BA_4577"
     CDS             4158245..4159108
                     /locus_tag="BA_4577"
                     /old_locus_tag="BA4577"
                     /note="identified by match to protein family HMM PF00561"
                     /codon_start=1
                     /transl_table=11
                     /product="alpha/beta hydrolase family protein"
                     /protein_id="AAP28284.1"
                     /db_xref="Pathema:BA_4577"
                     /translation="MVGCLTLTLLVGCSAAEKPVEQVKQVKNTLTAKLATEEKMIEID
                     GQTIYFKKIGNEKPPLLMIHGFGGSSDGFRKIYSDLAKDHTIISVDALGFGRSSKPMD
                     FYYSFPTHANLYYKLMKKLGYDSFAILGHSMGGEISLNLTYLYPEAVTHLILTDATGG
                     AHTLVNKQGSPKPQLSTDLHTVSAIADYDESKVKFKRNDEEHYNKMKLWPRRLQINAN
                     EIQQPTLIIWGRNDSSVSWKEGETYHQFLKNSTFHIIEKGYHAPFRQEPQEFVGYVKE
                     FFKNNPIQAEK"
     gene            complement(4159150..4159650)
                     /locus_tag="BA_4578"
                     /old_locus_tag="BA4578"
                     /db_xref="Pathema:BA_4578"
     CDS             complement(4159150..4159650)
                     /locus_tag="BA_4578"
                     /old_locus_tag="BA4578"
                     /note="identified by similarity to OMNI:NTL01BH2256; match
                     to protein family HMM PF04173; match to protein family HMM
                     PF07681"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28285.1"
                     /db_xref="Pathema:BA_4578"
                     /translation="MVIQFLRENKAVSFVLAVIRVYLGYTWLMAGIGKLQGKGFDATG
                     YLQGAIEKSKGAQPAVQSWWASFLQDFAIPNVDLFNTLVTWGEILVGIGLIVGCLTKT
                     AVFFGLVMNFSYMFSGSIGVNPEMVILSMFLLVSGMNAGKFGIDGFVIPKVLGSKTQK
                     RQKQAA"
     gene            complement(4159915..4160451)
                     /locus_tag="BA_4579"
                     /old_locus_tag="BA4579"
                     /db_xref="Pathema:BA_4579"
     CDS             complement(4159915..4160451)
                     /locus_tag="BA_4579"
                     /old_locus_tag="BA4579"
                     /note="identified by similarity to OMNI:NTL01BH1900"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28286.1"
                     /db_xref="Pathema:BA_4579"
                     /translation="MLNVALVVGFNSDLEAQSIRASLEYFGAKVITYWIGRPKEFIDI
                     LSGKGLYSDINYVVFCFHGEEGKFVMEELGEDIYEQDEPRGYFGAAEIYKYAKLHNTH
                     IVNSGCTLGEKKLAESFLRSGAKSYIGSIDYVDGNAALMFTIRLFYGIINHEKTLGEA
                     FEEARLIDKETHTFRLYK"
     gene            complement(4160470..4161072)
                     /locus_tag="BA_4580"
                     /old_locus_tag="BA4580"
                     /db_xref="Pathema:BA_4580"
     CDS             complement(4160470..4161072)
                     /locus_tag="BA_4580"
                     /old_locus_tag="BA4580"
                     /note="identified by match to protein family HMM PF00300"
                     /codon_start=1
                     /transl_table=11
                     /product="putative phosphoglycerate mutase family"
                     /protein_id="AAP28287.1"
                     /db_xref="Pathema:BA_4580"
                     /translation="MKLIFVRHGEGEHTKDSPSSLQVPHPPLTDEGRNQAKLLQCNVP
                     LQETDILIASPTIRTLQTATIWSAKVACQKIVHPYVSPRIFPYREGATTLPCDHIVDQ
                     GRIKKLFSNFSIEKSTNKQLWTEGINTISENSFQRIVEKFLLWCYELGAERICIVSHD
                     GTITAYRQYLQKVVLTRADFLQETGIYEMDVSLKSLIEEI"
     gene            4161243..4161581
                     /locus_tag="BA_4581"
                     /old_locus_tag="BA4581"
                     /db_xref="Pathema:BA_4581"
     CDS             4161243..4161581
                     /locus_tag="BA_4581"
                     /old_locus_tag="BA4581"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28288.1"
                     /db_xref="Pathema:BA_4581"
                     /translation="MKWLTILIGMIIWGYINGFFSSDKTANPWITDDERETKIKQKAI
                     IASWSGVFMFCTINLLNKWLGIETSNTSPYLPTSVATILKENVELQILFMLFITYGIF
                     YVYYRRKLSA"
     gene            4161652..4161774
                     /locus_tag="BA_4582"
                     /old_locus_tag="BA4582"
                     /db_xref="Pathema:BA_4582"
     CDS             4161652..4161774
                     /locus_tag="BA_4582"
                     /old_locus_tag="BA4582"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28289.1"
                     /db_xref="Pathema:BA_4582"
                     /translation="MSNSNDFLDTLHEKQAKDEQNRKRQGNGNPAKKKPNKTHK"
     gene            complement(4161822..4163054)
                     /locus_tag="BA_4583"
                     /old_locus_tag="BA4583"
                     /db_xref="Pathema:BA_4583"
     CDS             complement(4161822..4163054)
                     /locus_tag="BA_4583"
                     /old_locus_tag="BA4583"
                     /codon_start=1
                     /transl_table=11
                     /product="tolB domain protein"
                     /protein_id="AAP28290.1"
                     /db_xref="Pathema:BA_4583"
                     /translation="MKKAIASVIALLFIFLSSITITKAENSGVKIAFIRHHDLWIKVD
                     GKEKQLTKGEYITGPKWSYDGEWLAYVKGEKQNTLELYRLKDGKKVTPFHSEVSNYQW
                     SPTENIIAFIFTGTLHTFKVEKKNADFENVSAGVGDYAWYPNGKKFLVSSEAHLLPTG
                     WTGAQLYEVQKDAHMNPHKMKHLYALPNEHDDFLALVASGFQWSPDQKWISFLAVPTA
                     SWSADSNTLCLVRADGSRFEKVDQMLLNTQWFKWAPANNILAYIEGSGRVALENKHLK
                     VKELPALQQNTFTPKGYVDWDFTWKNDNVIIVSRAKEAGIETPPEKRPLPSLYEIDST
                     SDEQHRITKPPHRQGDYHPLFMNKSNQLIWIRSDRKKADVWLAHKDGKHEMKWIENID
                     VPEWYYEKWNWEHVISVK"
     gene            4163283..4166036
                     /gene="vpR"
                     /locus_tag="BA_4584"
                     /old_locus_tag="BA4584"
                     /db_xref="Pathema:BA_4584"
     CDS             4163283..4166036
                     /gene="vpR"
                     /locus_tag="BA_4584"
                     /old_locus_tag="BA4584"
                     /EC_number="3.4.21.-"
                     /note="identified by similarity to SP:P29141; match to
                     protein family HMM PF00082; match to protein family HMM
                     PF02225; match to protein family HMM PF05922"
                     /codon_start=1
                     /transl_table=11
                     /product="minor extracellular protease VpR"
                     /protein_id="AAP28291.1"
                     /db_xref="Pathema:BA_4584"
                     /translation="MKKTTSILLSMALVFSSFGALSAHAESLQKEKQFSPQLKTTIEQ
                     WGESKIAQHVETKTTKEISVIVELQHAPLAAQSNIQHAPDLQNSHAQSYHTELKKAQE
                     ETTKKIKEKAPGAKIKEVYNTLFSGFSISVPGDQITALASLPEVKTVYPNLTYKLHET
                     TKSATSEEAPNIGGPTIGAPEAWNLKDPSGKSLDGKGMKVAIIDSGVDYTHPDLKANY
                     IGGYDTVDEDADPMDGNVHGTHVAGIIAGNGKIKGVAPNASILAYRVMNDGGTGTTDD
                     IIQGIERAIQDGADVLNLSLGQDLNVPDQPVTLTLERAAKLGITAVVSNGNDGPKPWS
                     VDAPGNASSVISVGASTVSIPFPTFQVAGSSKTYQGLSLSKSDFPIGNDSPLVYVGYG
                     NPSDYAKQDVKGKFALVLQGTSSTLVKAEQAKQAGAIGVLFISTEKEMNSMPEYFTRE
                     NLALPVMQLSNVNGEELKNLITKRKKNIKIGQPVPTELIGNFSSRGPSQGSWLIKPDI
                     VAPGVQITSTVPRGGYESHNGTSMAAPQVAGAVALLRQMHPDWTTQQLKASLANTAKT
                     LKDVNENTYPIMTQGSGLINIPKAAQTDVLVKPNNVSFGLIKPNSGKVKLTQNITLQN
                     LSSKKKSFSTRVELLDTNTKTKVKTSVPSSISIQPNSSTEKPFTITVDSSLPQGVYTG
                     NVYVKEQGAKEETRIPFTFSIDPKDYKRIDGLEIINSTFSPNGDQILDDNLINYYLVA
                     PVDDVTLHANLVTKERVTYQGIIHQAKNETAGYKPFKWDGTKADGTPLADGLYQIEAV
                     ASNSGGETKQTAAVFLDRTAPKLTYEIDQENLVITGKVDDILLDWMTESGWVAPGIPV
                     RLQYEINGNGVWESAFLNPWEKNYGIYLDRTQLQEGKNTIHIVATDAAGNTSNLNVDL
                     DVK"
     gene            4166774..4168528
                     /locus_tag="BA_4586"
                     /old_locus_tag="BA4586"
                     /db_xref="Pathema:BA_4586"
     CDS             4166774..4168528
                     /locus_tag="BA_4586"
                     /old_locus_tag="BA4586"
                     /note="identified by similarity to SP:P30967; match to
                     protein family HMM PF00351"
                     /codon_start=1
                     /transl_table=11
                     /product="putative phenylalanine-4-hydroxylase"
                     /protein_id="AAP28292.1"
                     /db_xref="Pathema:BA_4586"
                     /translation="MTKKTEIPSHLKPFVSTQHYDQYTPVNHAVWRYIMRQNHSFLKD
                     VAHPAYVNGLQSSGINIEAIPKVEEMNECLASSGWGAVTIDGLIPGVAFFDFQGHGLL
                     PIATDIRKVENIEYTPAPDIVHEAAGHAPILLDPTYAKYVKRFGQIGAKAFSTKEEHD
                     AFEAVRTLTIVKESPTSTPDEVTAAENNVIEKQNLVSGLSEAEQISRLFWWTVEYGLI
                     GDIDNPKIYGAGLLSSVGESKHCLTDAVEKVPFSIEACTSTTYDVTKMQPQLFVCKSF
                     EELTEALEKFAETMAFKTGGKEGLEKAIRSENHATAELNSGLQITGTFTETIENDAGE
                     LIYMRTSSPTALAIHNKELANHSTAVHSDGFGTPIGLLTENIALENCTDEQLQALGIT
                     IGNIAEFTFESDIHVKGTVTDIVKNDNKIALISFINCTVTYNDRVLFDASWGAFDMAV
                     GSTITSVFPGAADAAAFFPMDEEIQEIPAPLVLNELERMYQTVRDIRNEGILHDAHIE
                     QLVAIQEVLNKFYTKEWLLRLEILELLLEHNKGHETSAALLQQLSTFTTDEAVTRLIN
                     NGLTLLPVKGVKNDATIN"
     gene            4168509..4168823
                     /locus_tag="BA_4587"
                     /old_locus_tag="BA4587"
                     /db_xref="Pathema:BA_4587"
     CDS             4168509..4168823
                     /locus_tag="BA_4587"
                     /old_locus_tag="BA4587"
                     /note="identified by similarity to SP:P43335; match to
                     protein family HMM PF01329"
                     /codon_start=1
                     /transl_table=11
                     /product="putative pterin-4-alpha-carbinolamine
                     dehydratase"
                     /protein_id="AAP28293.1"
                     /db_xref="Pathema:BA_4587"
                     /translation="MMLRLTEEEVQEELLKLDKWVVKDEKWIERKYMFSDYLKGVEFV
                     SEAAKLSEEHNHHPFILIQYKAVIITLSSWNAKGLTKLDFELAKQFDELFVQNEKAVI
                     RK"
     gene            complement(4168841..4169697)
                     /locus_tag="BA_4588"
                     /old_locus_tag="BA4588"
                     /note="glyoxalase family protein, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_4588"
     gene            complement(4169719..4170123)
                     /locus_tag="BA_4589"
                     /old_locus_tag="BA4589"
                     /db_xref="Pathema:BA_4589"
     CDS             complement(4169719..4170123)
                     /locus_tag="BA_4589"
                     /old_locus_tag="BA4589"
                     /note="identified by similarity to OMNI:NTL01BH3307; match
                     to protein family HMM PF07681"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28294.1"
                     /db_xref="Pathema:BA_4589"
                     /translation="MNQHIGNLIIRIVLGVTFFMHGLTKFQSGIDNIAGWFTSIGLPG
                     GLAYGVATVELVGGLLLILGLGVRYIGLLFALVMVGAIVKVKWSAGLLGDGKNPGFEL
                     ELALLAMGAYLFVAKADGFVDNFLKEKMSKKN"
     gene            4170279..4170824
                     /locus_tag="BA_4590"
                     /old_locus_tag="BA4590"
                     /db_xref="Pathema:BA_4590"
     CDS             4170279..4170824
                     /locus_tag="BA_4590"
                     /old_locus_tag="BA4590"
                     /note="identified by similarity to OMNI:NTL03PA00226;
                     match to protein family HMM PF01381; match to protein
                     family HMM PF07883"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein"
                     /protein_id="AAP28295.1"
                     /db_xref="Pathema:BA_4590"
                     /translation="MNIGSAIREIRQRRGITIAQICEGTGLSKGFMSQVENNKTSPSI
                     STLETISNFLNVPLPYLLLEQKDRLKVVKKVERKYSVYGKDEQRIEHVAEQGGLRLNL
                     VEIPAGFPKENTPNAHEGEECHLVLRGKLEVQHGEDVAIVEEGDSFSWNACVPHIVRN
                     IGEETALLLISSHAENRKRVY"
     gene            complement(4170857..4171234)
                     /locus_tag="BA_4591"
                     /old_locus_tag="BA4591"
                     /db_xref="Pathema:BA_4591"
     CDS             complement(4170857..4171234)
                     /locus_tag="BA_4591"
                     /old_locus_tag="BA4591"
                     /note="identified by similarity to OMNI:CC0704; match to
                     protein family HMM PF01575"
                     /codon_start=1
                     /transl_table=11
                     /product="maoC family protein"
                     /protein_id="AAP28296.1"
                     /db_xref="Pathema:BA_4591"
                     /translation="MSIKVGDVFKYERRFTEEEVFEFANITGDKGRHHMEYDENGRLM
                     VHGLLTASIGTKVGEELHYIARELVSEFIRPVFAGDTITCELTLTNIEQMEGYKKVSI
                     ESVYRNQNEKTVLVGTSYGVIRG"
     gene            complement(4171346..4171804)
                     /locus_tag="BA_4592"
                     /old_locus_tag="BA4592"
                     /db_xref="Pathema:BA_4592"
     CDS             complement(4171346..4171804)
                     /locus_tag="BA_4592"
                     /old_locus_tag="BA4592"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP28297.1"
                     /db_xref="Pathema:BA_4592"
                     /translation="MYIYHNGLIIREGTNGVPAYAIKTLFEDAGWSNENIPSWQIEKF
                     TIAFENSTWAFTIWDEEEMIAMVRVISDGIMVANIVNLVVKCEYRGKGLGKKLVALCL
                     QKLPHGDWFAHTSANNFDFYRSCGFEVRELSRNGTCAYYGYQIAKKEGHR"
     gene            complement(4171861..4172367)
                     /locus_tag="BA_4593"
                     /old_locus_tag="BA4593"
                     /db_xref="Pathema:BA_4593"
     CDS             complement(4171861..4172367)
                     /locus_tag="BA_4593"
                     /old_locus_tag="BA4593"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP28298.1"
                     /db_xref="Pathema:BA_4593"
                     /translation="MFHTDRLQIRKYTMDDLQFYASLWGNEKVMRYIGNGTLKTYMQC
                     KKSLEEWVIPSYKNGLGLFVLIEKKTGIRIGHAGLVKQQIDGKEEIEIGYWLLPQYWG
                     KGYAKEAAAAFRDYGFQALRMNKLISLINPDHPASIFVARKTGLSYEKTTSFHGIDVL
                     VYSIRRVG"
     gene            complement(4172673..4173071)
                     /locus_tag="BA_4594"
                     /old_locus_tag="BA4594"
                     /db_xref="Pathema:BA_4594"
     CDS             complement(4172673..4173071)
                     /locus_tag="BA_4594"
                     /old_locus_tag="BA4594"
                     /codon_start=1
                     /transl_table=11
                     /product="ankyrin repeat domain protein"
                     /protein_id="AAP28299.1"
                     /db_xref="Pathema:BA_4594"
                     /translation="MRTEERVTTELVREFVMAAHGDLEKVQELLAESPSLLHASYNWG
                     GSDWESALGAAAHVGRKDIALYLLEKGARMDIFAAAMLGEIEVVQAILVAQPEALRAS
                     GPHGISLLQHARMGGEKAQRVFDYLTVLSY"
     gene            complement(4173038..4173856)
                     /locus_tag="BA_4595"
                     /old_locus_tag="BA4595"
                     /db_xref="Pathema:BA_4595"
     CDS             complement(4173038..4173856)
                     /locus_tag="BA_4595"
                     /old_locus_tag="BA4595"
                     /note="identified by match to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="iron compound ABC transporter, ATP-binding
                     protein"
                     /protein_id="AAP28300.1"
                     /db_xref="Pathema:BA_4595"
                     /translation="MISVNKVFYAHSERFQMQNMNVHIKAGEVVSLIGPNGSGKSTLL
                     RLMARLLKQSEGDIVLDGKSIHTMKSADVAKQLAMLPQMHDHQLDLTVKELIEFGRGP
                     HKSWRGRLNKEDEEIVDWALSVTNLEGYEYRLLQSLSGGERQRAWIAMTLAQRTNVLL
                     LDEPTTFLDIVHQLEVMELVKRLNEEFGMTIIMVLHDINQAAQYSDRLLVLKRGKLQY
                     DGVPEEVLCHEMFQHIFGIEVDIFQGSEKPFFTPKRISKKGGAKCEQKNVLPLS"
     gene            complement(4173843..4174871)
                     /locus_tag="BA_4596"
                     /old_locus_tag="BA4596"
                     /db_xref="Pathema:BA_4596"
     CDS             complement(4173843..4174871)
                     /locus_tag="BA_4596"
                     /old_locus_tag="BA4596"
                     /note="identified by match to protein family HMM PF01032"
                     /codon_start=1
                     /transl_table=11
                     /product="iron compound ABC transporter, permease protein"
                     /protein_id="AAP28301.1"
                     /db_xref="Pathema:BA_4596"
                     /translation="MESSEVVREEEHPFAKKRWIIAVSLVILTILGLFYGLFAGSLSF
                     SLRDILTGIQDEGSTVHRIVWDLRIPRVLVGFIVGTCLAASGALLQGVMRNPLADPGI
                     IGVSSGAGLVAIVIMILFPQHMAFLPLGAFLGAFITAMIIYALSWQKGAPPSRIVLVG
                     VSINALIGAATSALMLLHSDKVQSVLPWLAGGIGGVSWAHLNMIIYYAIFAIILAFFG
                     IKHIRVLMLGDEMAKLLGHNVERSRFYLIVVSTLLAGIAVSVSGLIGFVGLVVPHMLR
                     LLVGNDYKYLLPLSCLGGGILLVFADAIARSWFDPIELPVGILLSFLGGPFFLYLIHR
                     GGKQRDFR"
     gene            complement(4174877..4175824)
                     /locus_tag="BA_4597"
                     /old_locus_tag="BA4597"
                     /db_xref="Pathema:BA_4597"
     CDS             complement(4174877..4175824)
                     /locus_tag="BA_4597"
                     /old_locus_tag="BA4597"
                     /note="identified by similarity to EGAD:16402; match to
                     protein family HMM PF01497"
                     /codon_start=1
                     /transl_table=11
                     /product="iron compound ABC transporter, iron
                     compound-binding protein"
                     /protein_id="AAP28302.1"
                     /db_xref="Pathema:BA_4597"
                     /translation="MKKSITLFTAILSIFFLLIGCSAKGDEKASATKTEKGKEKIEVT
                     DLSGRKVTFDKVPESFATLSMGDMNIIHALGGKIVGRPDAKITLPEDIKKIQVIGNAH
                     QPNFEQIASLKPDVLIANNGFQKNIPTVEGQGTKVMISSANSVQDIQKNIELYGTIMK
                     KEDKANELNQKINVQMKKYEKKSDVKALLVYGAPGTYLAALPTSLSGDILEKTGGKNI
                     AADFPEMKEYPQYAQLSVERIIEANPDVIYLITHGDPNSVKKAFEGEMMKNEAWKNLD
                     AVKQNRVVILPPDLFGSNPGTKVTEAMDFMYKSIQDVRK"
     gene            complement(4175981..4176208)
                     /locus_tag="BA_4598"
                     /old_locus_tag="BA4598"
                     /db_xref="Pathema:BA_4598"
     CDS             complement(4175981..4176208)
                     /locus_tag="BA_4598"
                     /old_locus_tag="BA4598"
                     /note="identified by similarity to EGAD:109989"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28303.1"
                     /db_xref="Pathema:BA_4598"
                     /translation="MKELQEKIEDYTRFGQILLAVSTLLMVGLLIPSGAKETSQPFVM
                     MGSIVIFLSLSFFFFQRVKVMRDELEGNECE"
     gene            complement(4176335..4178938)
                     /locus_tag="BA_4599"
                     /old_locus_tag="BA4599"
                     /db_xref="Pathema:BA_4599"
     CDS             complement(4176335..4178938)
                     /locus_tag="BA_4599"
                     /old_locus_tag="BA4599"
                     /note="identified by similarity to SP:Q24803; match to
                     protein family HMM PF00465"
                     /codon_start=1
                     /transl_table=11
                     /product="aldehyde-alcohol dehydrogenase"
                     /protein_id="AAP28304.1"
                     /db_xref="Pathema:BA_4599"
                     /translation="MVVKEKVVNEMQEVKEMIDTLVNNGRKALQALESFTQEQIDNIV
                     HEMALAGVDQHMPLAKLAVEETGRGVYEDKCIKNIFATEYIWHSIKKDKTVGIIHEDP
                     HEEIIEIAEPVGVVAGVTPVTNPTSTTMFKALIAIKTRNPIIFAFHPSAQNCSVAAAK
                     TVYDAAVKAGAPKHCIQWIEKPSVEATKQLMNHEGVALVLATGGAGMVKSAYSTGKPA
                     LGVGPGNVPCYIEKSAHIKRAVNDLILSKTFDNGMICASEQAIIVDKEIYDDVKTEMI
                     TNDCYFVTEEERRKLEKLVINENTCAVNSDIVGKSAQYIAELVGITVPKNTKMLVAEI
                     QGIGAAYPLSREKLSPVLACVKANSLEEGFTYCEEMLNLGGLGHSAVIHSVNKEVQKQ
                     FGLRMKACRLIVNAPSSQGGIGDIYNGFIPSLTLGCGSYGKNSVSQNVTATHLLNIKR
                     LANRKKNMQWFKLPPKIYFEKHATAYLANMPNISRAFIVTDPGMVEHGYVDTVAHYLR
                     KHANDVKVEVFFEVEPDPSDETVFKGAEMMRSFQPDVIIALGGGSAMDAAKGMWLFYE
                     YPETTFYGIKQKFLDIRKRTCKYPELGSKAQFVAIPTTSGTGSEVTPFAVITDKKNNI
                     KYPLADYELTPDVAIVDPQFVMTVPPHVTADTGMDVLTHAIEAYVSVLANDYTDGLAL
                     KAIDLVFKYLPRAFKDGHDEEAREKMHNASAIAGMAFANAFLGINHSLAHKIGPEFHI
                     PHGRANAILMPHVIRYNAIKPRKHALFPKYEHFVADERYAHIARMLGLPASSVAEGVE
                     SLDKAIIDLGKSLNINMSIAGQGVAKDQFEEVVGLLAERAFEDQCTTANPKLPLISEL
                     KEIYMKAYKGE"
     gene            complement(4179198..4180331)
                     /locus_tag="BA_4600"
                     /old_locus_tag="BA4600"
                     /db_xref="Pathema:BA_4600"
     CDS             complement(4179198..4180331)
                     /locus_tag="BA_4600"
                     /old_locus_tag="BA4600"
                     /note="identified by similarity to GP:6513598; match to
                     protein family HMM PF01053; match to protein family HMM
                     PF01212"
                     /codon_start=1
                     /transl_table=11
                     /product="Cys/Met metabolism PLP-dependent enzyme"
                     /protein_id="AAP28305.1"
                     /db_xref="Pathema:BA_4600"
                     /translation="MRAKTKLIHGIRIGEPSTGSVNVPIYQTSTYKQEAVGKHQGYEY
                     SRTGNPTRAALEEMIAVLENGHAGFAFGSGMAAITATIMLFSKGDHVILTDDVYGGTY
                     RVITKVLNRFGIEHTFVDTTNLEEVEEAIRPNTKAIYVETPTNPLLKITDIKKISTLA
                     KEKGLLTIIDNTFMTPYWQSPISLGADIVLHSATKYLGGHSDVVAGLVVVNSPQLAED
                     LHFVQNSTGGILGPQDSFLLLRGLKTLGIRMEEHETNSRAIAEFLNNHPKVNKVYYPG
                     LASHQNHELATEQANGFGAIISFDVDSEETLNKVLERLQYFTLAESLGAVESLISIPS
                     QMTHASIPADRRKELGITDTLIRISVGIEDGEDLIEDLAQALA"
     gene            complement(4180335..4181258)
                     /gene="cysM"
                     /locus_tag="BA_4601"
                     /old_locus_tag="BA4601"
                     /db_xref="Pathema:BA_4601"
     CDS             complement(4180335..4181258)
                     /gene="cysM"
                     /locus_tag="BA_4601"
                     /old_locus_tag="BA4601"
                     /note="identified by similarity to GP:9858119; match to
                     protein family HMM PF00291"
                     /codon_start=1
                     /transl_table=11
                     /product="O-acetylserine lyase"
                     /protein_id="AAP28306.1"
                     /db_xref="Pathema:BA_4601"
                     /translation="MNVYRGVHELIGHTPIVEITRFSLPEGVRLFAKLEFYNPGGSVK
                     DRLGRELIEDALEKGLVTEGGTIIEPTAGNTGIGLALAALQHDLRVIVCVPEKFSIEK
                     QELMKALGATVVHTPTEQGMTGAIAKAKELVNEIPNSYSPSQFANEANPRAYFKTLGP
                     ELWSALNGEINIFVAGAGTGGTFMGTASYLKEKNIDIKTVIVEPEGSILNGGKAGSHE
                     TEGIGLEFIPPFLKTSYFDEIHTISDRNAFLRVKELAQKEGLLVGSSSGAAFHASLLE
                     AEKAAPGTNIVTIFPDSSERYLSKDIYKGWE"
     gene            complement(4181341..4182036)
                     /locus_tag="BA_4602"
                     /old_locus_tag="BA4602"
                     /db_xref="Pathema:BA_4602"
     CDS             complement(4181341..4182036)
                     /locus_tag="BA_4602"
                     /old_locus_tag="BA4602"
                     /note="identified by similarity to OMNI:NTL01EC00159;
                     match to protein family HMM PF01048; match to protein
                     family HMM TIGR01704"
                     /codon_start=1
                     /transl_table=11
                     /product="MTA/SAH nucleosidase"
                     /protein_id="AAP28307.1"
                     /db_xref="Pathema:BA_4602"
                     /translation="MRIAVIGAMEEEVRILRDKLEQAETETVAGCEFTKGQLAGHEVI
                     LLKSGIGKVNAAMSTTILLERYKPEKVINTGSAGGFHHSLNVGDVVISTEVRHHDVDV
                     TAFNYEYGQVPGMPPGFKADEALVALAEKCMQAEENIQVVKGMIATGDSFMSDPNRVA
                     AIRDKFENLYAVEMEAAAVAQVCHQYEVPFVIIRALSDIAGKESNVSFDQFLDQAALH
                     STNFIVKVLEELK"
     gene            complement(4182051..4182689)
                     /locus_tag="BA_4603"
                     /old_locus_tag="BA4603"
                     /db_xref="Pathema:BA_4603"
     CDS             complement(4182051..4182689)
                     /locus_tag="BA_4603"
                     /old_locus_tag="BA4603"
                     /note="identified by similarity to EGAD:109997; match to
                     protein family HMM PF08241; match to protein family HMM
                     PF08242"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28308.1"
                     /db_xref="Pathema:BA_4603"
                     /translation="MGTEFNGLFDEWAHTYDSFVQGEDIQYKEVFAHYEDILEDVVNK
                     SFGNVLEFGVGTGNLTNKLLLAGRTVYGIEPSREMRMIAKEKLPKEFSITEGDFLSFE
                     VPNSIDTIVSTYAFHHLTDDEKNVAIAKYSQLLNKGGKIVFADTIFADQDAYDKTVEA
                     AKQRGFHQLANDLQTEYYTRIPVMQTIFENNGFHVTFTRLNHFVWVMEATKQ"
     gene            4182826..4183041
                     /locus_tag="BA_4604"
                     /old_locus_tag="BA4604"
                     /db_xref="Pathema:BA_4604"
     CDS             4182826..4183041
                     /locus_tag="BA_4604"
                     /old_locus_tag="BA4604"
                     /note="identified by similarity to OMNI:NTL01BH1281"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28309.1"
                     /db_xref="Pathema:BA_4604"
                     /translation="MSFTFEMLEDKVEFFEAGDLASLERKISEQIDNNKALMLEVHHI
                     SHQMVMDPESKRPYYSAVVHFKLKKLR"
     gene            complement(4183077..4183724)
                     /locus_tag="BA_4605"
                     /old_locus_tag="BA4605"
                     /db_xref="Pathema:BA_4605"
     CDS             complement(4183077..4183724)
                     /locus_tag="BA_4605"
                     /old_locus_tag="BA4605"
                     /note="identified by similarity to EGAD:110001; match to
                     protein family HMM PF07423"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28310.1"
                     /db_xref="Pathema:BA_4605"
                     /translation="MAGGSRFQQKQQKRRQNGVLNIAIAIVLVAVAIVAYQLFVPDTK
                     EQASSSDKKVSQQTTKENKSEKAKGKEETKKNEQEKTEAKKKEEEKLKAEEEQKKAEE
                     EAKANEKVPAEKTQPKATDAYTKSSWKPVGTEQGATPAMTFKKGTADWNEMNQAISAA
                     IDVPVEQLIIHRIGNNGKNKAYGNVQDKQSGKRYYVNIDWVENEGWKPVLVQTLN"
     gene            complement(4183841..4185595)
                     /locus_tag="BA_4606"
                     /old_locus_tag="BA4606"
                     /db_xref="Pathema:BA_4606"
     CDS             complement(4183841..4185595)
                     /locus_tag="BA_4606"
                     /old_locus_tag="BA4606"
                     /note="identified by match to protein family HMM PF00905;
                     match to protein family HMM PF03717"
                     /codon_start=1
                     /transl_table=11
                     /product="penicillin-binding protein"
                     /protein_id="AAP28311.1"
                     /db_xref="Pathema:BA_4606"
                     /translation="MKIKRRITIVLICFICVMFILLCRLIQIQIIDTESFTDRKINLI
                     EKSVTQRTQSITLDDGRGHFIDRNGQEIGEKKYPVLIIFPFLQIKNDMLEKIAHIIGM
                     SRQEIESQMKDKKSAFIMQRGNGPFRLAREQMEKVNQLNVLGIVAAEVRLRQTSVMNH
                     LIGNVGENEREFQKRYGEVRKISKQTPIGISGLQQAFDEFLLTDGEAKVLYQVDRQGE
                     PIFGKQAKYTSPGNPFYPVTIQTTLHNELQKKAEEVVEASEIKKGGLVLLDVKKNEIL
                     AMVSKPSVQVKDESLYKNTLENQMLTPHFPGSVFKTIVAAAALDQNENVFNRTFNCNK
                     DLYGEDHPKVMMGTLSFKESFARSCNRTFSELGNELIQKDRMVLETYVAALGGADKVG
                     WRGSVFHTTHFEQMPEEKSITIWRSEGDKNSKKAVAQTAIGQKDVRMSPLAIANMMAT
                     IARGGEKMEVKAVEKIMYKNGTDFYTFEDHTLGGKQLSYETVKTLQQLLRSVVTTEKG
                     TGAAFSSLPLSVAGKSGTAQTGKGTKENRWFAGYFPYENPRYALVVVDVETSSNVNAV
                     TPIFKAIVESIYRLENEK"
     gene            complement(4185688..4186164)
                     /gene="greA"
                     /locus_tag="BA_4607"
                     /old_locus_tag="BA4607"
                     /db_xref="Pathema:BA_4607"
     CDS             complement(4185688..4186164)
                     /gene="greA"
                     /locus_tag="BA_4607"
                     /old_locus_tag="BA4607"
                     /note="identified by similarity to SP:P80240; match to
                     protein family HMM PF01272; match to protein family HMM
                     PF03449; match to protein family HMM TIGR01462"
                     /codon_start=1
                     /transl_table=11
                     /product="transcription elongation factor GreA"
                     /protein_id="AAP28312.1"
                     /db_xref="Pathema:BA_4607"
                     /translation="MATEKTYPMTQEGKQKLENELEDLKTVKRKEVVERIKIARSFGD
                     LSENSEYDAAKDEQAFVEGRITQLENMIRNAVIITDNGEESTVVTLGKTVTFKELPNG
                     DEEAYTIVGSAEADPFEGRISNDSPIAKSLLGKQIGEKVAIQTPGGEMQVEIISVK"
     gene            complement(4186443..4187081)
                     /gene="udk"
                     /locus_tag="BA_4608"
                     /old_locus_tag="BA4608"
                     /db_xref="Pathema:BA_4608"
     CDS             complement(4186443..4187081)
                     /gene="udk"
                     /locus_tag="BA_4608"
                     /old_locus_tag="BA4608"
                     /EC_number="2.7.1.48"
                     /note="identified by match to protein family HMM PF00485;
                     match to protein family HMM TIGR00235"
                     /codon_start=1
                     /transl_table=11
                     /product="uridine kinase"
                     /protein_id="AAP28313.1"
                     /db_xref="Pathema:BA_4608"
                     /translation="MGTNKPVVIGIAGGSGSGKTSVTKAIFDHFKGHSILILEQDYYY
                     KDQSHLPMEERLKTNYDHPLAFDNDLLIEHLQQLLAYKQVDKPVYDYTLHTRSEEIIP
                     VEPKDVIILEGILILEDPRLCELMDIKLFVDTDADLRILRRMQRDIKERGRTMDSVID
                     QYVNVVRPMHNQFIEPSKKFADIIIPEGGQNHVAIDSMVTKIATILEQKVNL"
     gene            complement(4187099..4188379)
                     /locus_tag="BA_4609"
                     /old_locus_tag="BA4609"
                     /db_xref="Pathema:BA_4609"
     CDS             complement(4187099..4188379)
                     /locus_tag="BA_4609"
                     /old_locus_tag="BA4609"
                     /EC_number="3.4.-.-"
                     /note="identified by match to protein family HMM PF01136"
                     /codon_start=1
                     /transl_table=11
                     /product="peptidase, U32 family"
                     /protein_id="AAP28314.1"
                     /db_xref="Pathema:BA_4609"
                     /translation="MTVQEISRVIDGKRVIVKKPELLIPAGNLEKLKVAIHYGADAVY
                     LGGQEFGLRSNAGNFTLEEMAEGVEFAKKYGAKIYVTTNIFAHNENMDGLEEYLKGIE
                     KAGVTGIIVADPLIIETCKRVAPSVEVHLSTQQSLSNWKAAQYWKEEGLHRLVLAREA
                     SYEEMKEIKEKVDIEIEAFVHGAMCIAYSGRCTLSNHMTARDSNRGGCCQSCRWDYDL
                     VQTVSQHKDAKELPLFQEEDAHFAMSPKDLNLILSIPKMIEIGIDSLKVEGRMKSIHY
                     VATVATVYRKVIDAYCADPDNFEFKQEWLDELDKCANRDTAPAFFEGVPGHQEQMFGN
                     HSKKTTYDFAGLVLDYNEETGIVTIEQRNHFKPGHEVEFFGPEIENFTQTVEKIWDED
                     GNELDAARHPLQIVKFKVDQPVYVNNMMRKSILQ"
     gene            complement(4188398..4189327)
                     /locus_tag="BA_4610"
                     /old_locus_tag="BA4610"
                     /db_xref="Pathema:BA_4610"
     CDS             complement(4188398..4189327)
                     /locus_tag="BA_4610"
                     /old_locus_tag="BA4610"
                     /EC_number="3.4.-.-"
                     /note="identified by match to protein family HMM PF01136"
                     /codon_start=1
                     /transl_table=11
                     /product="peptidase, U32 family"
                     /protein_id="AAP28315.2"
                     /db_xref="Pathema:BA_4610"
                     /translation="MKKPELLVTPKAVADIEPLAKAGVDAVMIGEQKFGLRLAGEFSR
                     EDVKQAVKIAHENGVKVYVAMNAMFHNDKVEELTDYVAFLNEVHVDAIVFGDPAVLMA
                     VREVAPNMQLHWNAETTATNWFTCNYWGKRGAKRAVLARELSLDEIVELKENAEVELE
                     VQIHGMTCMFQSKRSLVGNYFEYQGRHLDIEKKKYEENMFLYDPERNNKYPIYEDENG
                     THIMSPNDICFIDELEELIDAEIDSLKIDGVLKSSEYIIEVTKKYRKAIDLCVEDRDA
                     YYDVKDDLYKEIEEMQPVNRPLDTGFFFKETVY"
     gene            complement(4189335..4189976)
                     /locus_tag="BA_4611"
                     /old_locus_tag="BA4611"
                     /db_xref="Pathema:BA_4611"
     CDS             complement(4189335..4189976)
                     /locus_tag="BA_4611"
                     /old_locus_tag="BA4611"
                     /note="identified by match to protein family HMM PF01596;
                     match to protein family HMM PF02390"
                     /codon_start=1
                     /transl_table=11
                     /product="O-methyltransferase family protein"
                     /protein_id="AAP28316.1"
                     /db_xref="Pathema:BA_4611"
                     /translation="MEDAVNEYLLSFIDPKDKLILEMEDYAKENHVPIMDRLGMEFML
                     QFLRLIGPKSILELGTAIGYSSIRMMQAIPNSRIVTVERNRDRYEKALEYIERSPVKE
                     RISVIYGDALETGEQVEEHGTFDVIFIDAAKGQYRRFFDLYEPLLNPGGVIISDNVMY
                     HGLVTTKEKIENRRTRGLIRRIKTYNEWLMNHEGYDTTIFPIGDGVAVSKKRG"
     gene            complement(4190179..4191234)
                     /locus_tag="BA_4612"
                     /old_locus_tag="BA4612"
                     /db_xref="Pathema:BA_4612"
     CDS             complement(4190179..4191234)
                     /locus_tag="BA_4612"
                     /old_locus_tag="BA4612"
                     /note="identified by similarity to EGAD:110015; match to
                     protein family HMM PF02618; match to protein family HMM
                     TIGR00247"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein TIGR00247"
                     /protein_id="AAP28317.1"
                     /db_xref="Pathema:BA_4612"
                     /translation="MKKKRRRIFLFSIIALLLVCGSVYAYISSALGPVDTGNKKEIEV
                     EIPKGSSTSKIGEILEEKGAVKNGTVFSFYTKAKSKNLQAGTYLLNPSMSAKDVMEQM
                     SSGNVHRPALYKVTIKEGAQVTEIAETVANELKWNKDDVVRQLNDKAFIQKMQQKYPK
                     LLTDKIFDSNIKYPLEGYLYPATYSFYKKDTTLEEVVIPMLEKTNAIIVQNEAKMKAK
                     NWDVHQLLTLSSLIEEEATGFTDRQKISSVFYNRLAKGMPLQTDPTVLYALGKHKQLV
                     LYEDLKVNSPYNTYVVKGLPVGPIANSGKHSVEAALEPAQTDYYYFLAAPTGEVYYAK
                     TLEEHNALKQKYITKKQ"
     gene            complement(4191467..4191745)
                     /locus_tag="BA_4613"
                     /old_locus_tag="BA4613"
                     /db_xref="Pathema:BA_4613"
     CDS             complement(4191467..4191745)
                     /locus_tag="BA_4613"
                     /old_locus_tag="BA4613"
                     /note="identified by similarity to EGAD:110017; match to
                     protein family HMM PF06949"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28318.1"
                     /db_xref="Pathema:BA_4613"
                     /translation="MEENQITIVDEKGNEHLCEIIFTFDAEKFGKKSYVVFSPIGEVD
                     EDGDQIYDAMAYEQNEEEGGTLLPIESEEEWEMVQEMFNTLADEQEAE"
     gene            complement(4191758..4192171)
                     /locus_tag="BA_4614"
                     /old_locus_tag="BA4614"
                     /db_xref="Pathema:BA_4614"
     CDS             complement(4191758..4192171)
                     /locus_tag="BA_4614"
                     /old_locus_tag="BA4614"
                     /note="identified by similarity to EGAD:110019; match to
                     protein family HMM PF03652; match to protein family HMM
                     TIGR00250"
                     /codon_start=1
                     /transl_table=11
                     /product="RNAse H-fold protein YqgF"
                     /protein_id="AAP28319.1"
                     /db_xref="Pathema:BA_4614"
                     /translation="MRILGLDVGTKTVGVAISDEMGWTAQGLETIKINEERGQFGFDR
                     ISELVKQYDVDKIVVGLPKNMNGTIGPRGEACQQFAENLRELLQLDVVMWDERLSTMA
                     AERLLISADVSRKKRKQVIDKMAAVVILQGFLDSK"
     gene            complement(4192175..4192441)
                     /locus_tag="BA_4615"
                     /old_locus_tag="BA4615"
                     /db_xref="Pathema:BA_4615"
     CDS             complement(4192175..4192441)
                     /locus_tag="BA_4615"
                     /old_locus_tag="BA4615"
                     /note="identified by similarity to OMNI:NTL01BH1271; match
                     to protein family HMM PF06135"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28320.1"
                     /db_xref="Pathema:BA_4615"
                     /translation="MDGFDKTMKFSIQDEKQSVHVNDVLLTVYDALQEKGYNPINQIV
                     GYLLSGDPAYIPRHKDARSIIRKLERDELIEELVKSYLKHHREE"
     gene            complement(4192518..4195160)
                     /gene="alaS"
                     /locus_tag="BA_4616"
                     /old_locus_tag="BA4616"
                     /db_xref="Pathema:BA_4616"
     CDS             complement(4192518..4195160)
                     /gene="alaS"
                     /locus_tag="BA_4616"
                     /old_locus_tag="BA4616"
                     /EC_number="6.1.1.7"
                     /note="identified by similarity to SP:O34526; match to
                     protein family HMM PF01411; match to protein family HMM
                     PF02272; match to protein family HMM PF07973; match to
                     protein family HMM TIGR00344"
                     /codon_start=1
                     /transl_table=11
                     /product="alanine--tRNA ligase"
                     /protein_id="AAP28321.1"
                     /db_xref="Pathema:BA_4616"
                     /translation="MKQLTGAQIRQMFLDFFQEKGHAVEPSASLVPHEDPSLLWINSG
                     VATLKKYFDGRVIPQNPRITNAQKSIRTNDIENVGKTARHHTFFEMLGNFSIGDYFKE
                     EAITWAWEFLTSDKWIGFDKELLSVTIHPEDEEAFTIWNEKMGVPKERIIRLEENFWD
                     IGEGPSGPNTEIFYDRGEAYGNDFSDPELYPGGENERYLEVWNLVFSQFNHNPDGSYT
                     PLPKKNIDTGMGLERMTSIVQDVPTNFDTDLFMPMIGATETISGEKYRNGDLEKDMAF
                     KVIADHIRTVTFAVGDGALPSNEGRGYVLRRLLRRAVRYSKKLNINRPFMFELVPVVG
                     EVMKDFYPEVLEKKDFIAKVVKNEEERFHETLHDGEAILSEVIAKAKEEKTTVISGVD
                     AFRLYDTYGFPIELTEEYAEEAGMTVDHEGFENEMEKQRERARAARQDVDSMQVQGGV
                     LGEVKVASEFVGYGTVATESNVVALVKNGEYTDSLQVGEEGQLMLDVTPFYAESGGQI
                     ADRGCLLADGVKVLVKDVQKAPNGQNLHQVVVEEGTLTKDAAVKAIIDTKNRSSVVKN
                     HTATHLLHQALKDVLGTHVNQAGSLVTSERLRFDFSHFGQVQADELEKIERIVNEKIW
                     ESIDVEISQKAIEEAKEMGAMALFGEKYGDVVRVVQVGDYSLELCGGCHVDNTASIGI
                     FKIVAESGIGAGIRRIEAVTGKSAYELMNDQVGLLKEAAGKMKTNPKDILTRVDGLFA
                     EVKQLQKENESLAAKLSNIEAGNLTDSVMTVDGVNVLAAKVNVADMNNLRTMMDDLKN
                     KLESAVVVLASVNDDKVNILAGVTKDLISQGYHAGKLVKEVASRCGGGGGGRPDMAQA
                     GGKNPAQVEEALAFVQEYVKSVSK"
     gene            4195643..4195912
                     /locus_tag="BA_4617"
                     /old_locus_tag="BA4617"
                     /db_xref="Pathema:BA_4617"
     CDS             4195643..4195912
                     /locus_tag="BA_4617"
                     /old_locus_tag="BA4617"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28322.1"
                     /db_xref="Pathema:BA_4617"
                     /translation="MTTLLNEAKNMLTNDETILFYTACSLEIFIYRSVARPGLLILTN
                     KRLFFYGPDVSKNPLLEEYSFAKISNLKEQKRLFSNQIVFMYDNE"
     gene            complement(4196024..4197091)
                     /locus_tag="BA_4618"
                     /old_locus_tag="BA4618"
                     /db_xref="Pathema:BA_4618"
     CDS             complement(4196024..4197091)
                     /locus_tag="BA_4618"
                     /old_locus_tag="BA4618"
                     /note="identified by similarity to GP:16410311; match to
                     protein family HMM PF01594"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP28323.1"
                     /db_xref="Pathema:BA_4618"
                     /translation="MKNLKIIWIYRLGLLLLVFLCLLVFLKIKPLWAPIIFVCKVAIT
                     PFLIACFIAYLLHPLIEKIHKEGMPRTLAILLIYILFFGGIGYGIYKGTPIVIKQLQE
                     INEQFPQFTKMYDSWMDGVTEQTANFPSFIHEKVKQIFVGVETKIQALLNKVMSTARG
                     VLDSLLIIFLIPFIVFYILKDYGEFYHIFWKLVPSKWRSTGQMLAKEIDKSLGSYIRG
                     QLFVCLVLGGVSVLSFWFIGMKYPLLLGIIIGVTDIIPYFGPILGAIPALMIAATVST
                     SLLIKAGITIAILQFVESNILSPYIVGKSLRMHPVIIMLALLVGGEVAGIVGLLISVP
                     VLAVIRTVIVHVRPLWKKEDV"
     gene            4197268..4197480
                     /locus_tag="BA_4619"
                     /old_locus_tag="BA4619"
                     /db_xref="Pathema:BA_4619"
     CDS             4197268..4197480
                     /locus_tag="BA_4619"
                     /old_locus_tag="BA4619"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28324.1"
                     /db_xref="Pathema:BA_4619"
                     /translation="MVLFMLILSALFMILEWICIGFGIWKGFFVRSSRKEKAKQLFHY
                     GMLGVGCYGLSYLFSEIGLLYLHTST"
     gene            complement(4197516..4197644)
                     /locus_tag="BA_4620"
                     /old_locus_tag="BA4620"
                     /db_xref="Pathema:BA_4620"
     CDS             complement(4197516..4197644)
                     /locus_tag="BA_4620"
                     /old_locus_tag="BA4620"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28325.1"
                     /db_xref="Pathema:BA_4620"
                     /translation="MNLRNSLIALGVGAAAYQYARKQDVFSKRNMKKARKMIKSYL"
     gene            complement(4197663..4197851)
                     /locus_tag="BA_4621"
                     /old_locus_tag="BA4621"
                     /db_xref="Pathema:BA_4621"
     CDS             complement(4197663..4197851)
                     /locus_tag="BA_4621"
                     /old_locus_tag="BA4621"
                     /note="identified by similarity to OMNI:NTL01BH1268"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28326.1"
                     /db_xref="Pathema:BA_4621"
                     /translation="MFICPNCKGKDIGKIGVNQFYCWNCYIELSVSKGKIHTHQVEED
                     GSLSSLDDLFDENERTIG"
     gene            complement(4197979..4200291)
                     /locus_tag="BA_4622"
                     /old_locus_tag="BA4622"
                     /db_xref="Pathema:BA_4622"
     CDS             complement(4197979..4200291)
                     /locus_tag="BA_4622"
                     /old_locus_tag="BA4622"
                     /note="identified by match to protein family HMM
                     TIGR01448"
                     /codon_start=1
                     /transl_table=11
                     /product="putative helicase"
                     /protein_id="AAP28327.1"
                     /db_xref="Pathema:BA_4622"
                     /translation="MFEEEKKFIKAQVLHTIFHNEENLYSVVSMKVIETNETYDEKKV
                     MINGHFPRMHEDEVFTLTGHFKDHPKYGKQYLVETFKKELPQTKAGMAQYLASDLFKG
                     IGKRTAEKIVAHLGEHAISKIMDDPEALNGVVNKQKAQEIYETIVEHQGLEKVMSFLN
                     GYGFGTKLSIKIYQQYKEMTLEVIRNNPYQLIEEVDGIGFGRADDIGRALGISGNHDD
                     RVRAGCFYTLENVSLQLGHVYMRKDQLVRETMSLLNNQEGRVTEEDIISCIEMMQSEG
                     KVIIEEERVYLASLFYSEKGVVKSIRRLMNQEETPSFPEAEVLKTLGEIEEQLNVQYA
                     PLQQEAIQTALHKPMMLLTGGPGTGKTTVIKGIVEMYASLHGLSLNPNEYSDDNPFPI
                     LLTAPTGRAAKRMSESTGLPACTIHRLLGWTPEGSFQRNETDPVQGKLLIIDEFSMVD
                     IWLANQLFKSLPTNIQVIVVGDEDQLPSVGPGQVLKDLLNAGAVPTVKLTEIYRQAEG
                     SSVIQLAHAIKNGTLPPDLAQNQKDRSFIGCTGAQIVEVVKKVCENAKTKGFSARDVQ
                     VLAPMYRGPAGINVLNEALQEVFNPKREKSKEIAYGDVVYRRGDKVLQLVNQPESQVF
                     NGDIGEIVSVFYAKENVEQQDMIIVSFDGIEVTYTKPDLNQITHAYCCSIHKSQGSEF
                     PIVIMPIVKSYNRMLRRNLIYTGITRSKKFLIICGEEAAFQSGVNRLDDAMRQTTLAS
                     RLQESQGEVQMVTVNGEEMDVENISPYDFM"
     gene            complement(4200411..4201070)
                     /locus_tag="BA_4624"
                     /old_locus_tag="BA4624"
                     /db_xref="Pathema:BA_4624"
     CDS             complement(4200411..4201070)
                     /locus_tag="BA_4624"
                     /old_locus_tag="BA4624"
                     /note="identified by similarity to EGAD:107352; match to
                     protein family HMM PF00515; match to protein family HMM
                     PF07719"
                     /codon_start=1
                     /transl_table=11
                     /product="tetratricopeptide repeat protein"
                     /protein_id="AAP28328.1"
                     /db_xref="Pathema:BA_4624"
                     /translation="MSNKLETGIQYMQEGNWEEAAKNFTEAIEENPKDALGYINFANL
                     LDVLGDSERAILFYKRALELDDKSAAAYYGLGNVYYGQEQFAEAKAVFEQAMQAGLQS
                     ADVTFMLGITHVQLGNDRLALPFLQRATELDENDVEAVFQCGLCFARLEHIQEAKPYF
                     EKVLEMDEEHADAYYNLGVAYVFEENNEKALALFKKATEIQPDHFLAGNGVRLLEQEA
                     E"
     gene            complement(4201181..4202296)
                     /gene="trmU"
                     /locus_tag="BA_4625"
                     /old_locus_tag="BA4625"
                     /db_xref="Pathema:BA_4625"
     CDS             complement(4201181..4202296)
                     /gene="trmU"
                     /locus_tag="BA_4625"
                     /old_locus_tag="BA4625"
                     /EC_number="2.1.1.61"
                     /note="identified by match to protein family HMM PF03054;
                     match to protein family HMM TIGR00420"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA
                     (5-methylaminomethyl-2-thiouridylate)-methyltransferase"
                     /protein_id="AAP28329.1"
                     /db_xref="Pathema:BA_4625"
                     /translation="MNKLPHETRVVIGMSGGVDSSVAALLLKEQGYDVIGIFMKNWDD
                     TDENGVCTATEDYNDVIEVCNQIGIPYYAVNFEKQYWDKVFTYFLDEYRAGRTPNPDV
                     MCNKEIKFKAFLEHAIALGADYVATGHYARVAYMDGEYKMLRGVDDNKDQTYFLNQLS
                     QEQLSKTMFPLGELKKPQIREMAKEAGLATAAKKDSTGICFIGERNFKDFLSNYLPAQ
                     PGVMQTLSGEVKGKHDGLMYYTIGQRHGLGIGGNGDPWFAVGKNLKENILYVDQGFHN
                     ELLYGDEVIATNVGWVSNEAKEKEFKCTAKFRYRQEDNKVTVQIVDENTVRILCDEPI
                     RAITPGQAVVFYDGDECLGGATIDEVYRSGKKLDCLG"
     gene            complement(4202313..4203458)
                     /locus_tag="BA_4626"
                     /old_locus_tag="BA4626"
                     /db_xref="Pathema:BA_4626"
     CDS             complement(4202313..4203458)
                     /locus_tag="BA_4626"
                     /old_locus_tag="BA4626"
                     /note="identified by match to protein family HMM PF00266"
                     /codon_start=1
                     /transl_table=11
                     /product="aminotransferase, class V"
                     /protein_id="AAP28330.1"
                     /db_xref="Pathema:BA_4626"
                     /translation="MERIYLDHAATSPTHLEVVEKMIPYMTETFGNPSSIHFYGRQTR
                     HAVDEARRACARSIHANPNEIIFTSGGTEADNLALIGVARANRHKGNHIITTQIEHHA
                     ILHTCELLEREGFEVTYLPVDETGRVQVSDIQKALTEETILVSVMFGNNEVGTMQPIA
                     EIGKLLKEHQAYFHTDAVQAYGLVEINVKEFGIDLLSISAHKINGPKGVGFLYAGTNV
                     KFEPLLIGGEQERKRRAGTENVPSIVGLQHAILLAEKTREQKNAQYEEFKDIMVSVFQ
                     NEDITFEVNGNLEYRLPHVLNISFTGMNIEPFLVNLDLAGIAVSSGSACTAGSIDPSH
                     VLVAMFGKDSDQIRSSVRFSFGLGNTKEQIEKAAYETVKIVKRLTQN"
     gene            complement(4203494..4203910)
                     /locus_tag="BA_4627"
                     /old_locus_tag="BA4627"
                     /db_xref="Pathema:BA_4627"
     CDS             complement(4203494..4203910)
                     /locus_tag="BA_4627"
                     /old_locus_tag="BA4627"
                     /note="identified by similarity to OMNI:NTL01BH1262; match
                     to protein family HMM PF02082; match to protein family HMM
                     TIGR00738"
                     /codon_start=1
                     /transl_table=11
                     /product="rrf2 family protein"
                     /protein_id="AAP28331.1"
                     /db_xref="Pathema:BA_4627"
                     /translation="MKISTKGRYGLTIMIDLAKKFGEGPISLKSIAQAHDLSEHYLEQ
                     LISPLRNARLVKSTRGAYGGYVLSDQPANITAGDVIRVLEGPISVVEMIEEEEPAQRQ
                     LWMRVRDAVQEVLDSTTLEDLVRYEEENHGGYMFYI"
     gene            4204203..4205489
                     /locus_tag="BA_4628"
                     /old_locus_tag="BA4628"
                     /db_xref="Pathema:BA_4628"
     CDS             4204203..4205489
                     /locus_tag="BA_4628"
                     /old_locus_tag="BA4628"
                     /note="identified by match to protein family HMM PF00004"
                     /codon_start=1
                     /transl_table=11
                     /product="ATPase, AAA family"
                     /protein_id="AAP28332.1"
                     /db_xref="Pathema:BA_4628"
                     /translation="MKQPLAHRMRPTNIQEVIGQQHLVGEGKILWRMVQANHFQSMIL
                     YGPPGTGKTSIASAIAGSTGTPFRLLNAVTHNKKDMEVVVQEAKMHRHLVLILDEVHR
                     LDKAKQDFLLPHLESGLLTLIGATTSNPFHAINSAIRSRCQIFELHALTEEDLLIGLK
                     RALEDKEKGLGEYDVTVTPEALHHFANASGGDMRSAYNALELAVLSSFTTDDKAAEIT
                     LEIAEECLQKKSFVHDKGGDAHYDVLSAFQKSVRGSDVNAALHYLARLIEAGDLQSIG
                     RRLLIMAYEDIGLASPQAGPRTLAAIESAERVGFPEARIPLANAVIELCLSPKSNSAY
                     KALDAALHDLRNGQTGDIPSHLKDSHYKGAEALGRGIGYLYPHDQPNGWVQQQYLPDK
                     IKNKQYYKPKTTGKFEQALSTVYERLQSSNKTKNKG"
     gene            4205527..4206168
                     /locus_tag="BA_4629"
                     /old_locus_tag="BA4629"
                     /db_xref="Pathema:BA_4629"
     CDS             4205527..4206168
                     /locus_tag="BA_4629"
                     /old_locus_tag="BA4629"
                     /note="identified by similarity to OMNI:NTL01BH1259; match
                     to protein family HMM TIGR02894"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prespore-specific transcriptional
                     regulator rsfA"
                     /protein_id="AAP28333.1"
                     /db_xref="Pathema:BA_4629"
                     /translation="MKTRQDAWTKEDDLLLAETVLRHIRSGSTQIKAFDEVGDALNRT
                     SAACGFRWNAEVRPNYEDAVQLAKKQRKELKRSEAKIEKEHFTKTKQLVIDAEFSEDI
                     APSKQELTMQNVISFLQNLEHTNPSLAKLQTENDVLQAQLTSLQKTNDELETKLAVLT
                     KKQQAIEEDYAMLVRIMDRARKLVSVEEQEEQIAPIFKTDQNGNLDIIYSAEN"
     gene            complement(4206463..4207230)
                     /locus_tag="BA_4630"
                     /old_locus_tag="BA4630"
                     /db_xref="Pathema:BA_4630"
     CDS             complement(4206463..4207230)
                     /locus_tag="BA_4630"
                     /old_locus_tag="BA4630"
                     /note="identified by match to protein family HMM PF00899"
                     /codon_start=1
                     /transl_table=11
                     /product="hesA/moeB/thiF family protein"
                     /protein_id="AAP28334.1"
                     /db_xref="Pathema:BA_4630"
                     /translation="MLHQFSRNELAFGKEGLEILKNSTVGILGIGGVGSFAAEALARS
                     GVGRLVLVDKDVVDITNVNRQIHALVSTVGRSKVELMKERIADINPECEVIGLEMFYT
                     DETYEEFFKHGLDFVVDASDTITFKIHLIKQCLRRKIKIISSMGAANKMDPTRFRIAD
                     ISKTHTDPIAKVIRTKLRKEGIKKGVKVVFSDENPIVIREEVRKEIVPDENAKIRKAK
                     LPPSSNAFVPSVAGLIMASHVVRERIKNVEVKRVGQE"
     gene            complement(4207580..4209355)
                     /gene="aspS2"
                     /locus_tag="BA_4632"
                     /old_locus_tag="BA4632"
                     /db_xref="Pathema:BA_4632"
     CDS             complement(4207580..4209355)
                     /gene="aspS2"
                     /locus_tag="BA_4632"
                     /old_locus_tag="BA4632"
                     /EC_number="6.1.1.12"
                     /note="identified by similarity to SP:O32038; match to
                     protein family HMM PF00152; match to protein family HMM
                     PF01336; match to protein family HMM PF02938; match to
                     protein family HMM TIGR00459"
                     /codon_start=1
                     /transl_table=11
                     /product="aspartate--tRNA ligase"
                     /protein_id="AAP28335.1"
                     /db_xref="Pathema:BA_4632"
                     /translation="MAERTHACGKVTVEAVGQTVQLKGWVQKRRDLGGLIFIDLRDRT
                     GIVQVVFNPETSKEALEVAETIRSEYVLHVEGTVVERGEGAINDNMATGRIEVQATKV
                     SVLNAAKTTPIIIADDTDASEDVRLKYRYLDLRRPVMFNTFKMRHDVTKTIRNFLDTE
                     EFLEVETPILTKSTPEGARDYLVPSRVHDGEFYALPQSPQLFKQLLMVGGFERYYQVA
                     RCFRDEDLRADRQPEFTQIDIEASFLTQDEILDMMERMMTKVMKDAKGVEVSAPFPRM
                     KYADAMARYGSDKPDTRFEMELTDLSEFAAGCGFKVFTSAVESGGQVKAINAKGAASK
                     YSRKDIDALTEFVKVYGAKGLAWLKVEEDGLKGPIAKFFGEEDASVLMNTLEATAGDL
                     LLFVADKKSVVADSLGALRLRLGKELELIDESKFNFLWVTDWPLLEYDEDADRYFAAH
                     HPFTMPFREDVELLETAPEKARAQAYDLVLNGYELGGGSLRIYERDVQEKMFKALGFS
                     QEEAQEQFGFLLEAFEYGTPPHGGIALGLDRLVMLLAGRTNLRDTIAFPKTASASCLL
                     TEAPSPVAEAQLEELNLKLNVKEEK"
     gene            complement(4209368..4210639)
                     /gene="hisS2"
                     /locus_tag="BA_4633"
                     /old_locus_tag="BA4633"
                     /db_xref="Pathema:BA_4633"
     CDS             complement(4209368..4210639)
                     /gene="hisS2"
                     /locus_tag="BA_4633"
                     /old_locus_tag="BA4633"
                     /EC_number="6.1.1.21"
                     /note="identified by similarity to SP:O32039; match to
                     protein family HMM PF00587; match to protein family HMM
                     PF03129; match to protein family HMM TIGR00442"
                     /codon_start=1
                     /transl_table=11
                     /product="histidine--tRNA ligase"
                     /protein_id="AAP28336.1"
                     /db_xref="Pathema:BA_4633"
                     /translation="MSIQIPRGTQDILPGTVELWQYIEGQAREICRRYNYKEIRTPIF
                     EHTELFLRGVGDTTDIVQKEMYSFQDRGERSLTLRPEGTAPVVRSYVENKMFGDATQP
                     TKLYYIGQMFRYERPQAGRYRQFVQFGIEAIGSNDPAIDAEVIALAVEFYRGMGLKNI
                     KVVLNSLGDAASRQAHRDALIAHFEPRIGEFCSDCQSRLEKNPLRILDCKKDRNHELM
                     GTAPSITEYLNEDSAVYYDKVQELLTMMDVPFEKDPNLVRGLDYYQHTVFEIMSEAEG
                     FGAITTLSGGGRYNGLVQEIGGPEMPGIGFAMSIERLIMALKAENIELPIEHSIDCYV
                     VALGEKAKDHAAKVAFDLRKAGLAVEKDYLDRKMKAQFKSADRLKAKFVAVLGEDELD
                     KGIINLKDMATGEQEEVALDVFASYVAEKLI"
     gene            complement(4210994..4211170)
                     /locus_tag="BA_4634"
                     /old_locus_tag="BA4634"
                     /db_xref="Pathema:BA_4634"
     CDS             complement(4210994..4211170)
                     /locus_tag="BA_4634"
                     /old_locus_tag="BA4634"
                     /note="identified by similarity to GP:22777705"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28337.1"
                     /db_xref="Pathema:BA_4634"
                     /translation="MRMNEKGHSVTNGANQLFNVNFHDFISKEQNNTSMELASEFGIS
                     LQDVKRLKKQIERS"
     gene            complement(4211209..4211304)
                     /locus_tag="BA_4635"
                     /old_locus_tag="BA4635"
                     /db_xref="Pathema:BA_4635"
     CDS             complement(4211209..4211304)
                     /locus_tag="BA_4635"
                     /old_locus_tag="BA4635"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28338.1"
                     /db_xref="Pathema:BA_4635"
                     /translation="MFCSFIPLFGFLFLGLIAVSVMYNSLINMEQ"
     gene            complement(4211356..4211796)
                     /gene="dtd"
                     /locus_tag="BA_4636"
                     /old_locus_tag="BA4636"
                     /db_xref="Pathema:BA_4636"
     CDS             complement(4211356..4211796)
                     /gene="dtd"
                     /locus_tag="BA_4636"
                     /old_locus_tag="BA4636"
                     /EC_number="3.1.-.-"
                     /note="identified by similarity to SP:P32147; match to
                     protein family HMM PF02580; match to protein family HMM
                     TIGR00256"
                     /codon_start=1
                     /transl_table=11
                     /product="D-tyrosyl-tRNA(Tyr) deacylase"
                     /protein_id="AAP28339.1"
                     /db_xref="Pathema:BA_4636"
                     /translation="MRVVLQRSKEASVTVDGEIVGQIPFGLTLLVGITHEDTEKDATY
                     IAEKIANLRIFEDESGKMNHSVLDVEGQVLSISQFTLYGDCRKGRRPNFMDAAKPDYA
                     EHLYDFFNEEVRKQGLHVETGKFGAMMDVSLINDGPVTLIVESK"
     gene            complement(4211814..4213997)
                     /gene="relA"
                     /locus_tag="BA_4637"
                     /old_locus_tag="BA4637"
                     /db_xref="Pathema:BA_4637"
     CDS             complement(4211814..4213997)
                     /gene="relA"
                     /locus_tag="BA_4637"
                     /old_locus_tag="BA4637"
                     /EC_number="2.7.6.5"
                     /note="identified by similarity to OMNI:NTL01BS02753;
                     match to protein family HMM PF01842; match to protein
                     family HMM PF01966; match to protein family HMM PF02824;
                     match to protein family HMM PF04607; match to protein
                     family HMM TIGR00691"
                     /codon_start=1
                     /transl_table=11
                     /product="GTP diphosphokinase"
                     /protein_id="AAP28340.1"
                     /db_xref="Pathema:BA_4637"
                     /translation="MANEQVLTAEQVLEKASQYLVDEDIELVARAYEYARDAHSEQYR
                     KSGEPYIIHPIQVAGVLVDLHMDPATVSAGFLHDVVEDTEITLEDIEREFNKEIAMLV
                     DGVTKLGKIKYKSHEQQQAENHRKMFIAMAQDIRVILIKLADRLHNMRTLKHLPQEKQ
                     RRIANETLEIFAPLAHRLGISTIKWELEDTSLRYLNPQQYYRIVNLMKRKRAEREEYL
                     DEVMTGIREKLDEVAIQPEISGRPKHIYSIYRKMALQNKQFNEIYDLLAVRVVVNSIK
                     DCYAVLGIIHTCWKPMPGRFKDYIAMPKANLYQSLHTTVIGPKGDPLEVQIRTKEMHE
                     IAEFGIAAHWAYKEGKTAETTGTLEKKLTWFRQILEWQNEASNAEEFMESLKIDLFSD
                     MVFVFTPKGDVMELPLGSVPIDFAYRVYSEIGNKTIGAKVNGKMVTLDYKLKTGDIIE
                     ILTSKHSYGPSQDWVKLAQTSHAKNKIRQFFKKQRRDENIEKGRELVEKEVRSLEYEM
                     KEVLAPDNLKRVAEKFNFANEEDMFAAVGYNGITASQIVTRLTDKFRKQREEEEIVEV
                     KEVRKPMKIRKWDSGVKVSGADNLLIRLSKCCNPVPGDDIVGYITKGRGVSIHRRDCV
                     NVHTEEAIERLLEVEWEGSPEKEIEYNVDIEISGYDRRGLLNEVLQAVTETKTYISAV
                     SGRSDRNKMATINMSISIRNLQHLKKVVERIKRVPEIYAVRRMMH"
     gene            complement(4214208..4214720)
                     /gene="apt"
                     /locus_tag="BA_4638"
                     /old_locus_tag="BA4638"
                     /db_xref="Pathema:BA_4638"
     CDS             complement(4214208..4214720)
                     /gene="apt"
                     /locus_tag="BA_4638"
                     /old_locus_tag="BA4638"
                     /EC_number="2.4.2.7"
                     /note="identified by match to protein family HMM PF00156;
                     match to protein family HMM TIGR01090"
                     /codon_start=1
                     /transl_table=11
                     /product="adenine phosphoribosyltransferase"
                     /protein_id="AAP28341.1"
                     /db_xref="Pathema:BA_4638"
                     /translation="MDFKQHIAIVPDYPKEGIVFKDITPLMNDGKAYKAATDAIVEYA
                     KERDIDLVVGPEARGFIIGCPVSYALEVGFAPVRKLGKLPREVITVDYGKEYGKDVLT
                     IHKDAIKPGQRVLITDDLLATGGTIEATIKLVEELGGVVAGIAFLVELTYLDGRKMLD
                     GYDVLVLEKY"
     gene            complement(4214768..4217107)
                     /gene="recJ"
                     /locus_tag="BA_4639"
                     /old_locus_tag="BA4639"
                     /db_xref="Pathema:BA_4639"
     CDS             complement(4214768..4217107)
                     /gene="recJ"
                     /locus_tag="BA_4639"
                     /old_locus_tag="BA4639"
                     /EC_number="3.1.-.-"
                     /note="identified by match to protein family HMM PF01368;
                     match to protein family HMM PF02272; match to protein
                     family HMM TIGR00644"
                     /codon_start=1
                     /transl_table=11
                     /product="single-stranded-DNA-specific exonuclease RecJ"
                     /protein_id="AAP28342.1"
                     /db_xref="Pathema:BA_4639"
                     /translation="MLQPKTRWKEKEYNGERVSELASKLQLSPLVVSLFLGRGLDTED
                     KILDFLNTENQEFHDPFLLEGMDRTVERVNKAIQNGEQILIFGDYDADGVSSTTVLYL
                     ALQELGADVEFYIPNRFTEGYGPNEEAFRWAHSAGFSLIITVDTGIAAVHEAKVAKEL
                     GIDLIITDHHEPPPELPEALAIIHPKLDGGVYPFHYLAGVGVAFKVAHALLGRVPEHL
                     LEIAVIGTVADLVSLHGENRLLVKRGLKHMRMTKNIGLKALFKVANVSQSEITEESIG
                     FSIAPRINAVGRLEDATLAVHLLLSEDPEEAKELAEEIDELNKLRKDIVKQITEEAIA
                     EVENNFPPEENKVLVLAKEGWNPGVIGIVASKLVERFYRPTIVLCIDPVKETAKGSAR
                     SIAGFDLFANLSDCRELLPHFGGHPMAAGMTLHMNDVDELRRRLNEQAEEILTEEDFI
                     PITAVDAFCKVEDVTLAAIEDMQKLAPFGVGNPKPRIAVKDAELESIRAIGSDGSHLK
                     MALRDGQATLDTIGFGFGAYAKEISPVAKVSVIGEASINEWNNFKKPQLMVKDIAVEA
                     WQLFDWRSMRNVEANVAELPKEKITMVYFSKEVLHKFSLEDYKEHMMHASEVTELDEQ
                     YIVLLDLPKGTDELRDLFKVGFPSRIYTLFYQENNHLFSTVPTRDHFKWYYSFLSQKS
                     PFSLRQYGEQLCQHKGWSKDTVNFMTQVFFELEFVTIKDGVIFMADKKQKRDLIESNT
                     YREKMNHLQLEKELVYSTYQQLYTWFETIRNHKEVEQLG"
     gene            complement(4217209..4218105)
                     /locus_tag="BA_4640"
                     /old_locus_tag="BA4640"
                     /db_xref="Pathema:BA_4640"
     CDS             complement(4217209..4218105)
                     /locus_tag="BA_4640"
                     /old_locus_tag="BA4640"
                     /note="identified by similarity to GP:10173854; match to
                     protein family HMM PF01545; match to protein family HMM
                     TIGR01297"
                     /codon_start=1
                     /transl_table=11
                     /product="cation efflux family protein"
                     /protein_id="AAP28343.1"
                     /db_xref="Pathema:BA_4640"
                     /translation="MMEKDERFKQAEFGAIVGIVGNIILAIIKAVIGYIGNSKALLAD
                     AVHSASDVIGSLAVLFGLRAAKQPPDEDHPYGHGKAESISAIIVAVLLFIVGIEIAIS
                     SIKAFSQELEPPKGITIFAVVLSIVVKEGMFQYKFRLGKRVNSDAIIANAYEHRSDVF
                     SSIAALIGICAAIIGGKFGLDWLVYADPIAGLFVSLLVAKMAWSIGAEAIHATLDHVL
                     HEEDVIPLREAVLQIDGVKKIGSLYAREHGHYVIVDIKVSVDPYITVEEGHRIGKHVK
                     ETLMKQDNVQNVFVHINPYSPN"
     gene            complement(4218256..4220520)
                     /gene="secDF"
                     /locus_tag="BA_4641"
                     /old_locus_tag="BA4641"
                     /db_xref="Pathema:BA_4641"
     CDS             complement(4218256..4220520)
                     /gene="secDF"
                     /locus_tag="BA_4641"
                     /old_locus_tag="BA4641"
                     /note="identified by similarity to GP:3220156; match to
                     protein family HMM PF02355; match to protein family HMM
                     PF07549; match to protein family HMM TIGR00916; match to
                     protein family HMM TIGR00966; match to protein family HMM
                     TIGR01129"
                     /codon_start=1
                     /transl_table=11
                     /product="protein-export membrane protein SecDF"
                     /protein_id="AAP28344.1"
                     /db_xref="Pathema:BA_4641"
                     /translation="MAKRGTRIAAFFLIVLLIGGVIGAAGKDIAKGISLGLDLRGGFE
                     ILYEVKPAKKGDKIDRDVLVSTVGALENRVNVLGVSEPNIQIEGQDRIRVQLAGVQDQ
                     QKAREMLSTQAKLTFRDVDDNLLMDGTDLKGGGAKQTFDEQGRASVGLTLKSAEKFRE
                     VTEKISKMPPPTNLMVIWLDFEEGKDSYKAESAKPNPKFLSAATVNQVFNQAEVSIVG
                     GNFTVESAKQLSSLLNAGALPVDLKEMYSTSVGAKFGQQALEQTIFASAIGIALIFLF
                     MLVFYRLPGLVAVIMLGLYIFVTLLVFNWMHAVLTLPGIAALVLGVGIAVDANIITYE
                     RLKEELKIGKSMMSAFRAGNHRSLATILDANITTLAAAGVLFVYGNSSVKGFATSLIV
                     SILVGFITNVFGTRFLLSLLVKSRYFDKKPGYFGVKQKDIIPLTKGVVHPPTKFDRIN
                     FVNVGHKFLIFSIVVVIAGAIILPIFKLNLGIDFASGTRIDLQSKQSVTVSDVHKDFK
                     ELNIDVKEENIVPTGDDNKGFAVRTLGVLSKDEIAKTKTFFHDKYGTDPNVSTVSPTI
                     GKEIARNAFIAVLIASAVIILYVSIRFRFTYALSAVLALLHDAFVMIVIFSIFQLEVD
                     LTFIAAVLTIIGYSINDSIVTFDRNRELYKQKKRVRDIKDLEEIVNASIRQTLGRSIN
                     TVLTVLFPVIALLIFGSESLRNFSFALLVGLVVGTYSSVFVASQIWLMLENRRLKKGK
                     NKKKVEKVESEPQV"
     gene            complement(4220791..4221075)
                     /locus_tag="BA_4642"
                     /old_locus_tag="BA4642"
                     /db_xref="Pathema:BA_4642"
     CDS             complement(4220791..4221075)
                     /locus_tag="BA_4642"
                     /old_locus_tag="BA4642"
                     /note="identified by similarity to EGAD:107389"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28345.1"
                     /db_xref="Pathema:BA_4642"
                     /translation="MLDREVLVESYRGQLQVVLESKVEEFQMFGYDRVTDDDIWKFLK
                     VKKWKKIDSDVRLYELVNDVLTVSANEYMTYLTVEAYQAPLWSFDEYENK"
     gene            4221250..4222809
                     /gene="spoVB"
                     /locus_tag="BA_4643"
                     /old_locus_tag="BA4643"
                     /db_xref="Pathema:BA_4643"
     CDS             4221250..4222809
                     /gene="spoVB"
                     /locus_tag="BA_4643"
                     /old_locus_tag="BA4643"
                     /note="identified by match to protein family HMM PF01554;
                     match to protein family HMM PF01943; match to protein
                     family HMM PF03023; match to protein family HMM TIGR02900"
                     /codon_start=1
                     /transl_table=11
                     /product="stage V sporulation protein B"
                     /protein_id="AAP28346.1"
                     /db_xref="Pathema:BA_4643"
                     /translation="MTRQSFLKGAFILMIAGFITKILGFINRIVMARILGEEGVGLYM
                     MAVPTFILAITLTQIGLPVAIAKFVAEAEAVNDKQKVKKILTVSLAVTSVISIVLTIG
                     IMLLTPILAKTLLTDERTYYPLMAILPVVPVIAVSSVLRGYFQGKQNMKPSAYAQVIE
                     QIVRITIIAICIQLFLPYGVEYAAAGAMLSAVLGEVASLLFLLTLFQREKHLSIRSGF
                     FTTVKESKGTFYSLMDIALPTTGSRLIGSVSYFFEPIVVMQSLAIAGVAASVATQQYG
                     ILNGYAFPLLSLPAFITYALSTALVPSISEAMAKRQHKLVEHRLQQALRISLITGGWS
                     VVILYVFASPVLTLMYGSDSATAFIQLLAPCFLFHYFQSPLTSVLQALNLARAAMMNT
                     FIGAIVKLIVIFVLASRPEFQMMGVALAIAANIVTVTFLHYATVLKKITFTIYAKDYI
                     FGGLAIGIAGSFGFYLHKYIIFSHSLGIQTLWEITLTTLVYIVLLFSFKLIRKEELSR
                     LPIIRKLSFLK"
     gene            complement(4222839..4223486)
                     /locus_tag="BA_4644"
                     /old_locus_tag="BA4644"
                     /db_xref="Pathema:BA_4644"
     CDS             complement(4222839..4223486)
                     /locus_tag="BA_4644"
                     /old_locus_tag="BA4644"
                     /note="identified by similarity to OMNI:NTL01BH1234; match
                     to protein family HMM PF04239"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28347.1"
                     /db_xref="Pathema:BA_4644"
                     /translation="MEWLSVIGRTMLLYIIILIIFRLMGKREIGELSVLDLVVFIMLG
                     EMAVVAIENTDKSLWHQLVPMVFLMCIQIILSVISLKFQRFRHLIEGEPAIIINAGKI
                     DEKKMRNQRYNIDDLMMQLREQGVGDIRDVEYAILEPSGKLSVFQKQKGGQDALQFTL
                     PLIIDGEIQSSHLQMIEHTDEWLIGKLKNLGYNDIAQILYCSFQNGQFFVDLKEN"
     gene            4223589..4223972
                     /locus_tag="BA_4645"
                     /old_locus_tag="BA4645"
                     /db_xref="Pathema:BA_4645"
     CDS             4223589..4223972
                     /locus_tag="BA_4645"
                     /old_locus_tag="BA4645"
                     /note="identified by similarity to EGAD:107394"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28348.1"
                     /db_xref="Pathema:BA_4645"
                     /translation="MDGTKKLSTAIGFGIITLLILASITSMVMALLLKFTDMTEGTLA
                     VTIFILALLSMLISGFTAGKKAQGKGWLVGFTTGLTFTILVFLVNYLGFSQTLSNSQL
                     LYQLALMGASTLGGIFGVNMSKQNN"
     gene            complement(4224009..4224269)
                     /gene="yajC"
                     /locus_tag="BA_4646"
                     /old_locus_tag="BA4646"
                     /db_xref="Pathema:BA_4646"
     CDS             complement(4224009..4224269)
                     /gene="yajC"
                     /locus_tag="BA_4646"
                     /old_locus_tag="BA4646"
                     /note="identified by match to protein family HMM PF02699;
                     match to protein family HMM TIGR00739"
                     /codon_start=1
                     /transl_table=11
                     /product="preprotein translocase, YajC subunit"
                     /protein_id="AAP28349.1"
                     /db_xref="Pathema:BA_4646"
                     /translation="MNAGMMNIVMIVAMFAIFYFLLIRPQQKRQKAVAQMQSELKKGD
                     AIVTIGGLHGTIESVDETKIVIKSGGSHLTFDRNAIREVVKN"
     gene            complement(4224297..4225436)
                     /gene="tgt"
                     /locus_tag="BA_4647"
                     /old_locus_tag="BA4647"
                     /db_xref="Pathema:BA_4647"
     CDS             complement(4224297..4225436)
                     /gene="tgt"
                     /locus_tag="BA_4647"
                     /old_locus_tag="BA4647"
                     /EC_number="2.4.2.29"
                     /note="identified by similarity to SP:O32053; match to
                     protein family HMM PF01702; match to protein family HMM
                     TIGR00430; match to protein family HMM TIGR00449"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA-guanine transglycosylase"
                     /protein_id="AAP28350.1"
                     /db_xref="Pathema:BA_4647"
                     /translation="MTAIRYEFIKTCKQTGARLGRVHTPHGSFDTPTFMPVGTLATVK
                     TMSPEELKAMDSGIILSNTYHLWLRPGHEIIREAGGLHKFMNWDRAILTDSGGFQVFS
                     LSDFRRIEEEGVHFRNHLNGDKLFLSPEKAMEIQNALGSDIMMAFDECPPFPATFEYM
                     KKSVERTSRWAERCLKAHERPQDQGLFGIVQGGEFEELRRQSAKDLVSMDFPGYAVGG
                     LSVGEPKDIMNRVLEFTTPLLPDNKPRYLMGVGSPDSLIDGAIRGIDMFDCVLPTRIA
                     RNGTCMTSEGRLVVKNAKFARDFGPLDPNCDCYTCKNYSRAYIRHLMKCDETFGIRLT
                     SYHNLHFLLNLMEQVRQAIREDRLGDFREEFFEQYGFNKPNAKNF"
     gene            complement(4225449..4226501)
                     /gene="queA"
                     /locus_tag="BA_4648"
                     /old_locus_tag="BA4648"
                     /db_xref="Pathema:BA_4648"
     CDS             complement(4225449..4226501)
                     /gene="queA"
                     /locus_tag="BA_4648"
                     /old_locus_tag="BA4648"
                     /EC_number="5.-.-.-"
                     /note="identified by similarity to SP:O32054; match to
                     protein family HMM PF02547; match to protein family HMM
                     TIGR00113"
                     /codon_start=1
                     /transl_table=11
                     /product="S-adenosylmethionine:tRNA
                     ribosyltransferase-isomerase"
                     /protein_id="AAP28351.1"
                     /db_xref="Pathema:BA_4648"
                     /translation="MDINLFDFHLPEELIAQVPLEERETSRLMVLDRETGDIEHKHFT
                     DILSYLHEGDCLVLNETKVMPARLHGVKEDTGAHIEVLLLKQEEGDKWETLVKPAKRV
                     KEGTVISFGEGKLKATCTGTADQGGRQLEFSYDGIFYEILDELGEMPLPPYIKETLED
                     RDRYQTVYAKEIGSAAAPTAGLHFTEELLEKLKQKGVELAFITLHVGLGTFRPVSADT
                     IEEHHMHAEYYHMSEETAALLNRVKENGGRIITVGTTSTRTLETIATDHDGKLCAASG
                     WTDIFMYPGYEFKAIDGLITNFHLPKSTLIMLVSAFANRDNVLHAYNEAVKEKYRFFS
                     FGDAMFVASHAKMGNK"
     gene            complement(4226521..4226721)
                     /locus_tag="BA_4649"
                     /old_locus_tag="BA4649"
                     /db_xref="Pathema:BA_4649"
     CDS             complement(4226521..4226721)
                     /locus_tag="BA_4649"
                     /old_locus_tag="BA4649"
                     /note="identified by similarity to OMNI:NTL01BH1228"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28352.1"
                     /db_xref="Pathema:BA_4649"
                     /translation="MTEMPKLLITAGILLIVVGLAWKFIGRLPGDIFVKKGNVTFYFP
                     IITCIVLSIVLSFIMYIINRFK"
     gene            complement(4226718..4227719)
                     /gene="ruvB"
                     /locus_tag="BA_4650"
                     /old_locus_tag="BA4650"
                     /db_xref="Pathema:BA_4650"
     CDS             complement(4226718..4227719)
                     /gene="ruvB"
                     /locus_tag="BA_4650"
                     /old_locus_tag="BA4650"
                     /EC_number="3.6.1.-"
                     /note="identified by match to protein family HMM PF00004;
                     match to protein family HMM PF01078; match to protein
                     family HMM PF05491; match to protein family HMM PF05496;
                     match to protein family HMM PF07728; match to protein
                     family HMM TIGR00635"
                     /codon_start=1
                     /transl_table=11
                     /product="Holliday junction DNA helicase RuvB"
                     /protein_id="AAP28353.1"
                     /db_xref="Pathema:BA_4650"
                     /translation="MDERLLSGESAYEDADLEYSLRPQTLRQYIGQDKAKHNLEVFIE
                     AAKMREETLDHVLLYGPPGLGKTTLANIIANEMGVNVRTTSGPAIERPGDLAAVLTSL
                     QPGDVLFIDEIHRLHRSIEEVLYPAMEDFCLDIVIGKGPSARSVRLDLPPFTLVGATT
                     RAGALSAPLRDRFGVLSRLEYYTVDQLSAIVERTAEVFEVEIDSLAALEIARRARGTP
                     RIANRLLRRVRDFAQVRGNGTVTMEITQMALELLQVDKLGLDHIDHKLLLGIIEKFHG
                     GPVGLETVSATIGEESHTIEDVYEPYLLQIGFLQRTPRGRIVTPLAYEHFGMEMPKV"
     gene            complement(4227725..4228342)
                     /gene="ruvA"
                     /locus_tag="BA_4651"
                     /old_locus_tag="BA4651"
                     /db_xref="Pathema:BA_4651"
     CDS             complement(4227725..4228342)
                     /gene="ruvA"
                     /locus_tag="BA_4651"
                     /old_locus_tag="BA4651"
                     /EC_number="3.6.1.-"
                     /note="identified by similarity to EGAD:92909; match to
                     protein family HMM PF01330; match to protein family HMM
                     PF07499; match to protein family HMM TIGR00084"
                     /codon_start=1
                     /transl_table=11
                     /product="Holliday junction DNA helicase RuvA"
                     /protein_id="AAP28354.1"
                     /db_xref="Pathema:BA_4651"
                     /translation="MFEYVTGYVEYVGPEYVVIDHNGIGYQIFTPNPYVFQRSKQEIR
                     VYTYHYVREDIMALYGFKTREERLLFTKLLGVSGIGPKGALAILASGQTGQVVQAIEH
                     EDEKFLVKFPGVGKKTARQMILDLKGKLADVVPDAFVDLFSDEERFDEKKGSSAELDE
                     ALEALRALGYAEREVSRVVPELLKESLTTDQYIKKALSLLLNGKR"
     gene            4228531..4229475
                     /locus_tag="BA_4652"
                     /old_locus_tag="BA4652"
                     /db_xref="Pathema:BA_4652"
     CDS             4228531..4229475
                     /locus_tag="BA_4652"
                     /old_locus_tag="BA4652"
                     /note="identified by match to protein family HMM PF01497"
                     /codon_start=1
                     /transl_table=11
                     /product="putative substrate-binding family protein"
                     /protein_id="AAP28355.1"
                     /db_xref="Pathema:BA_4652"
                     /translation="MKRKLFILFTIMLVVLSIVGCSSQKEESKAKEQPKTKVVKHAKG
                     EATIPVNPKRIVDLSGSTEELLLLGHKPVGTANTYKDKIQKHLTEKLDGVKAVGWYWA
                     PKVDLEAVTALKPDLIILNNRQLKIYDQLEKVAPTVVLETNLEDWRGKFKEVGKLFDE
                     EKKADKWIADYDKKADSLSKKIKEKTKDDSFMFVAVTPQNFRVYGSFGYGDIIFNDLK
                     LPATKGTDLKQTMAQVSLEGLVAFQPDQMFIVNFGGEADKVYEDYKNSAVWKDNKAVK
                     NNHVYEVSNEVFNTKAFNPIGKDMLIDEIAKEILAKNK"
     gene            complement(4229488..4230018)
                     /locus_tag="BA_4653"
                     /old_locus_tag="BA4653"
                     /db_xref="Pathema:BA_4653"
     CDS             complement(4229488..4230018)
                     /locus_tag="BA_4653"
                     /old_locus_tag="BA4653"
                     /note="identified by similarity to EGAD:107405; match to
                     protein family HMM PF08955; match to protein family HMM
                     PF08977"
                     /codon_start=1
                     /transl_table=11
                     /product="putative bypass-of-forespore protein C"
                     /protein_id="AAP28356.1"
                     /db_xref="Pathema:BA_4653"
                     /translation="MKWILIAMQAFVMMFCLVYETNAKAEGPVPKVTEKEPEVTILLE
                     RMYVDGEVSEEIFTEKVADLENILQQYKEWQLVDRDDVQIVLQKKVDDISPLLKTSGY
                     FGVSEEGILQIFKGVPKSDNAIHSFFQIDMKKLESYERAKLKRGIRIKSKEGFVKTIE
                     KMKQYAVQNKKKSSSW"
     gene            complement(4230139..4231067)
                     /locus_tag="BA_4654"
                     /old_locus_tag="BA4654"
                     /note="putative membrane protein, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_4654"
     gene            complement(4231134..4231454)
                     /locus_tag="BA_4655"
                     /old_locus_tag="BA4655"
                     /db_xref="Pathema:BA_4655"
     CDS             complement(4231134..4231454)
                     /locus_tag="BA_4655"
                     /old_locus_tag="BA4655"
                     /note="identified by similarity to OMNI:EF0110; match to
                     protein family HMM PF01022; match to protein family HMM
                     PF08279"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, ArsR family"
                     /protein_id="AAP28357.1"
                     /db_xref="Pathema:BA_4655"
                     /translation="MENFECRNTEVVLEKFQVVTPIFQALGDENRQQIIMLLLENKQM
                     NVTQITDKMGISRPAVSHHLKILRQAELIVADRHGKEIFYSIIAGEFLKQVKDLLQAI
                     ESNY"
     gene            4231901..4232335
                     /locus_tag="BA_4657"
                     /old_locus_tag="BA4657"
                     /db_xref="Pathema:BA_4657"
     CDS             4231901..4232335
                     /locus_tag="BA_4657"
                     /old_locus_tag="BA4657"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28358.1"
                     /db_xref="Pathema:BA_4657"
                     /translation="MKKIKDERLILQTLKNIRIVFLFQYIGVVGILGYIGLTEGMDQI
                     TKSPLWLLFMLTSILLAYLQLSVSIDVEEGEKEIKLTPYYKLVLRSLIVGIVMAIIYI
                     IFSPERPLFEAILTGSILFICFLVSYSISYFIKKRRLQDDDE"
     gene            complement(4232369..4232995)
                     /locus_tag="BA_4658"
                     /old_locus_tag="BA4658"
                     /db_xref="Pathema:BA_4658"
     CDS             complement(4232369..4232995)
                     /locus_tag="BA_4658"
                     /old_locus_tag="BA4658"
                     /note="identified by similarity to EGAD:37855; match to
                     protein family HMM PF09580"
                     /codon_start=1
                     /transl_table=11
                     /product="putative forespore-specific protein"
                     /protein_id="AAP28359.1"
                     /db_xref="Pathema:BA_4658"
                     /translation="MIAASLLVTSALAACGTPKDNNAMDGRNYNYERTSYNDTHQYRD
                     NVTRNDRYTDYVTYRNGRNDTGYNYYRDVNYNGQIANPHPTRNITMNNSYINNDGKTA
                     EKITNRVKRMNNVDRVSTVVYGNDVAIAVKPRNTVTNETAMANEIRQAVANEVGNRNV
                     YVSVRNDMFTRVDAMSTRLRNGTVTNDFNRDIVNMFRDIRYGLTGTVR"
     gene            complement(4233192..4234940)
                     /gene="safA"
                     /locus_tag="BA_4659"
                     /old_locus_tag="BA4659"
                     /db_xref="Pathema:BA_4659"
     CDS             complement(4233192..4234940)
                     /gene="safA"
                     /locus_tag="BA_4659"
                     /old_locus_tag="BA4659"
                     /note="identified by similarity to GP:10173837; match to
                     protein family HMM PF01476; match to protein family HMM
                     TIGR02899"
                     /codon_start=1
                     /transl_table=11
                     /product="spore coat assembly protein SafA"
                     /protein_id="AAP28360.1"
                     /db_xref="Pathema:BA_4659"
                     /translation="MQKGDTLWKIAKKYGVDFDTLKQTNTQLSNPDLIMPGMKIKVPS
                     NGVQVKQHAGAGSAPPKQYVKEVQQKEFAATPTPLGIEDEEEVTYQSAPITQQPAMQQ
                     TQKEVQVKPQKEMQVKPQKEVQVKPQKEMQVKPQKEVQKEKLIQIEKPVEKPVEKPSV
                     IQKPPVIEKQKPAEKENTKFSVNVLPQPPQPPIKAKKEYKISDVIKKGSELIAPQITK
                     MKPNNIISPQTKKDNIVSPQVKKENVGNIVSPQVKKENVGNIVSPQVKKENVGNIVSP
                     QVKKENVGNIVSPQVKKENVGNIVSPQVKKENVGNIVSPQVKKENVGNIVSPNVSKEN
                     VVIPQVIPPNIQVPNIMPIMDNNQPPNIMPIMDNNQPPNIMPIMDNNQPPNIMPIMDN
                     NQPPNIMPIMDNNQPPNIMPIMDNNQMPNMMPIMDNNQMPNMMPIMDNNQMPNMMPIM
                     DNNQPPNMVPYQMPYQQPMMPPNPYYQQQHPYQMPYQQGAPFGPQYTSMPNPNMMPMD
                     NNMPPLVQGEEDCGCGGESRLYSPQPGGPQYANPLYYQPTQSAYAPQPGTMYYQPDPP
                     NVFGEPVSEEEDEEEV"
     gene            complement(4235330..4236436)
                     /gene="nadA"
                     /locus_tag="BA_4660"
                     /old_locus_tag="BA4660"
                     /db_xref="Pathema:BA_4660"
     CDS             complement(4235330..4236436)
                     /gene="nadA"
                     /locus_tag="BA_4660"
                     /old_locus_tag="BA4660"
                     /note="identified by match to protein family HMM PF02445;
                     match to protein family HMM TIGR00550"
                     /codon_start=1
                     /transl_table=11
                     /product="quinolinate synthetase complex, A subunit"
                     /protein_id="AAP28361.1"
                     /db_xref="Pathema:BA_4660"
                     /translation="MSILEKVQPIETMLPERYYTMSTEDMEKRVREIKEKMGETLFIP
                     GHHYQKDEVVQFSDAAGDSLQLAQVAASNKEAKYIVFCGVHFMAETADMLTTDEQVVI
                     LPDMRAGCSMADMADIEQTERAWEELTKLFGDTMIPLTYVNSTAAIKAFCGRNGGATV
                     TSSNAKQMVSWAFTQKERLVFLPDQHLGRNTAYDLGIPLDKMAVWDPHTDSLEYDGDI
                     EEIQVILWKGHCSVHQNFTVKNIENVRKNHPDMNIIVHPECCYEVVAASDYAGSTKYI
                     IDMIESAPSGSKWAIGTEMNLVNRIIQQHPDKEIVSLNPFMCPCLTMNRIDLPHLLWA
                     LETIERGEEINVISVDKQVTEEAVLALNRMLERV"
     gene            complement(4236467..4237300)
                     /gene="nadC"
                     /locus_tag="BA_4661"
                     /old_locus_tag="BA4661"
                     /db_xref="Pathema:BA_4661"
     CDS             complement(4236467..4237300)
                     /gene="nadC"
                     /locus_tag="BA_4661"
                     /old_locus_tag="BA4661"
                     /EC_number="2.4.2.19"
                     /note="identified by similarity to SP:P39666; match to
                     protein family HMM PF01729; match to protein family HMM
                     PF02749; match to protein family HMM TIGR00078"
                     /codon_start=1
                     /transl_table=11
                     /product="nicotinate-nucleotide diphosphorylase
                     (carboxylating)"
                     /protein_id="AAP28362.1"
                     /db_xref="Pathema:BA_4661"
                     /translation="MNRIKVKEALNRFFLEDIGERDVTSQLIFPDNLLSKGTFLAKDT
                     GVFTGRLVIEEGFNLIDERIKVELHKKDGDLVEKGEIIATVQGPIASLLTAERVILNV
                     IQRMSGIATMTRKAVLALDSSHTRICDTRKTMPGLRMFDKYAVVCGGGFNHRFGLYDG
                     VMIKDNHIAFAGSITKAVTSVKEKLGHMVKVEVETETEEQVREAVAAGADIIMFDNRT
                     PDEIREFSKIVPSAIVTEASGGITIEDLSKYGKTGVDYISLGALTHSVKALDISFNIE
                     A"
     gene            complement(4237320..4238849)
                     /gene="nadB"
                     /locus_tag="BA_4662"
                     /old_locus_tag="BA4662"
                     /db_xref="Pathema:BA_4662"
     CDS             complement(4237320..4238849)
                     /gene="nadB"
                     /locus_tag="BA_4662"
                     /old_locus_tag="BA4662"
                     /EC_number="1.4.3.16"
                     /note="identified by similarity to SP:P38032; match to
                     protein family HMM PF00890; match to protein family HMM
                     PF02910; match to protein family HMM TIGR00551"
                     /codon_start=1
                     /transl_table=11
                     /product="L-aspartate oxidase"
                     /protein_id="AAP28363.1"
                     /db_xref="Pathema:BA_4662"
                     /translation="MPSADVLIIGSGIAALRVAKEICHEKNVIIITKETNRNNNTHLA
                     QGGIAAAVATYDNPNDHFEDTLVAGCRYNNEDVVRYLVEEGPKEMKNLIENGMQFDGD
                     ETGPHLGKEGAHRKRRILHAGGDATGKNLLEHFIQEVVPHVTVVEQEMVLDFIIESEK
                     CVGVLTRNSEGKLKRYDADYTVLASGGVGGLYAFTSNDKTITGDGLAMVYRAGGELVD
                     LEFVQFHPTMLYAGGQCCGLVSEAVRGEGAVLINGKGQRFMMDIHDDYDLAPRDVVAR
                     AIHEQLLSGEKVYLNIGSIQNFQERFPTVSALCKKNGVDITKKRIPVVPGAHFHMGGV
                     KTNIDGETSIPNLYAVGEVACNGVHGANRLASNSLLEGLVFGKRIGQHILTKATKDKL
                     NDFAEKEKKFIVLNHLPTKEEIQECMMKYVGIVRTEQSLSYAKRWLSKYGVRNMILQH
                     DALTNEEITLINMLTVCELIVVSALQREESIGGHYRSDYPHRNSAQKEIIRVKRKLQL
                     V"
     gene            4239004..4240140
                     /locus_tag="BA_4663"
                     /old_locus_tag="BA4663"
                     /db_xref="Pathema:BA_4663"
     CDS             4239004..4240140
                     /locus_tag="BA_4663"
                     /old_locus_tag="BA4663"
                     /note="identified by match to protein family HMM PF00266;
                     match to protein family HMM PF01212"
                     /codon_start=1
                     /transl_table=11
                     /product="aminotransferase, class V"
                     /protein_id="AAP28364.1"
                     /db_xref="Pathema:BA_4663"
                     /translation="MIYLDYAATTPMSVEALQTYTKAASQYFGNEQSLHDIGGTASSL
                     LQVCRKTFADMIGGKEQGVFFTSGGSESNYLAIQSLLNAQNKKHIITTPMEHASIRSY
                     FQSLKSQGYTITEIPVDKSGLIRLVDLETAITEDTVLASIQHGNSEIGTVQNIAEIGA
                     LLKKYNVLFHSDCVQTFGKLPIHVFEMGIDSLSVSAHKIYGPKGVGACYINPQVRWTQ
                     VFPETSHEKGFRPGTVNVPGIASFLTAAENILKNQQEESLRFKELRSYFLEQIQTLPL
                     EIEVEGHSTSCLPHIIGVTIKGIEGQYTMLECNRRGIAISTGSACQVGKQEPSKTMLA
                     IGKTYEEAKQYVRFSFGQQTTKDQIDTTIHALHTIGNQFYRGVK"
     gene            4240143..4240685
                     /locus_tag="BA_4664"
                     /old_locus_tag="BA4664"
                     /db_xref="Pathema:BA_4664"
     CDS             4240143..4240685
                     /locus_tag="BA_4664"
                     /old_locus_tag="BA4664"
                     /note="identified by similarity to GP:16414643; match to
                     protein family HMM PF02829; match to protein family HMM
                     PF08279"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28365.1"
                     /db_xref="Pathema:BA_4664"
                     /translation="MKQNEQKKILGEERRQLILQWLLAANEPLSGNELSKKTNVSRQV
                     IVQDISLLKARNEPIIATAQGYLYLKPQEKQQAFERVIVCQHKPAEVRQELTMLVDHG
                     VTIKDVKVEHPVYGDLTASIMVSNRFDVEQYLQKIENTNASYLSQLTDGIHLHTIEAD
                     SKEKLDAACEALDKAGFLVY"
     gene            4240767..4241414
                     /locus_tag="BA_4665"
                     /old_locus_tag="BA4665"
                     /db_xref="Pathema:BA_4665"
     CDS             4240767..4241414
                     /locus_tag="BA_4665"
                     /old_locus_tag="BA4665"
                     /note="identified by similarity to GP:16411530; match to
                     protein family HMM PF03473; match to protein family HMM
                     PF03475"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28366.1"
                     /db_xref="Pathema:BA_4665"
                     /translation="MGIELVHFSIGKPKQMKYSEDKEMITGICKEITEEAFLSKDGFL
                     GDDVADLKHHGGPDRAVCVYPHEHYSLWEEEFQTTLPASAFGENITVTNMLESDVCIG
                     DTYQLGEAIIQVTQARVPCSTISKRLGIPGILPRIVATGFTGYLCRVLQEGTVRKDSK
                     ITLLERPSNNVSVLFSNEIYFHNRKDKDAIEKILSVPELTDVWRGQLEDRLAKLK"
     gene            complement(4241496..4242347)
                     /gene="pheA"
                     /locus_tag="BA_4666"
                     /old_locus_tag="BA4666"
                     /db_xref="Pathema:BA_4666"
     CDS             complement(4241496..4242347)
                     /gene="pheA"
                     /locus_tag="BA_4666"
                     /old_locus_tag="BA4666"
                     /EC_number="4.2.1.51"
                     /note="identified by match to protein family HMM PF00800"
                     /codon_start=1
                     /transl_table=11
                     /product="prephenate dehydratase"
                     /protein_id="AAP28367.1"
                     /db_xref="Pathema:BA_4666"
                     /translation="MIRVGYLGPEATFTNMAVSRFFPEAEHVPYRTIPDCMDAAANGN
                     VDYAVVPLENAIEGSVNITVDYLVHEQPLSIVGEITVPIQQHLLVHPQYADVWEEVYA
                     VHSHPHAIAQCHKFLNEELKGVTARDMTSTSAAAQYVKEHPEEKIAAIANEAAAEKYG
                     LTIVRRGIHTHKNNHTRFLVLHKKKKAILPNNGENRGEKTTLMITLPADYAGALYQVL
                     SAFAWRKLNLSKIESRPMKTGLGNYFFLIDVDKAYDEVLLPGVTMELEALGFSVTVLG
                     SYSSYWL"
     gene            complement(4242444..4244360)
                     /locus_tag="BA_4667"
                     /old_locus_tag="BA4667"
                     /db_xref="Pathema:BA_4667"
     CDS             complement(4242444..4244360)
                     /locus_tag="BA_4667"
                     /old_locus_tag="BA4667"
                     /note="identified by similarity to GP:15024467; match to
                     protein family HMM PF02687"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, permease protein"
                     /protein_id="AAP28368.1"
                     /db_xref="Pathema:BA_4667"
                     /translation="MNIRQLALQNIKGNWRNYKVFFLSSCFAIFASFAYMSVIVHPYM
                     QDTMWYQNVRWGLIICNVIIISFFVIFILYSTSIFIEARKKELGLYMLMGATKSNVIG
                     VIMTEQMLVGVFANIFGIVLGMIFLKLFFMVFSMLLGLPKELPVIFDLKAIGVTFITY
                     MVVFILLSFISALRIWNIKIIRLLKEFRTDKKEKKTSMWLCIFGFICLGIGYALALQA
                     TMPTIALYFFLPVSILVFFGTYFSFTHGTAQILEMIKRNKKIMYTYPYLFIVNQLSHR
                     MKENGRFFFLMSMATMFVVTATGTVFLYFSGMQDMWRGGGVHSFSYIEKGTSSHEVFA
                     EGTVEQLLHQYGYDDFQYRSFVGVYASFQSNKGETTIVPLIKGSEYNQEARKQKQKTY
                     YPKKGTVTLVYYNKYNNSNVYNQKEIQLQVMNQPYQFVFNGQKEGIQFNYHPSYINGL
                     FFVMNDEDFDSIANQVPDSEKMIYRGYTLPNIENTKELNEDLRKHMKQDKDHAFRSNM
                     ELYVNMKSFGDITLFLGSFISILFFLTSCSIVYFKWFHNIASDRKQYGVLSKLGMTKE
                     EVWKISRWQLCMLFFAPIIVGSMHSAVALYTFHNMMFMDGSLRKVGLFILFYIAACIM
                     YFFFAQREYREHLD"
     gene            complement(4244410..4246332)
                     /locus_tag="BA_4668"
                     /old_locus_tag="BA4668"
                     /db_xref="Pathema:BA_4668"
     CDS             complement(4244410..4246332)
                     /locus_tag="BA_4668"
                     /old_locus_tag="BA4668"
                     /note="identified by similarity to OMNI:NTL01BS03464;
                     match to protein family HMM PF02687"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, permease protein"
                     /protein_id="AAP28369.1"
                     /db_xref="Pathema:BA_4668"
                     /translation="MNFRQLALNNVKGNWRNYKAFLISSCLSIVVFFMYASFIYHPDV
                     VGGNISMREMISKGLESMNYIVVIFSALFILYANSTFLRARKKEFGLLTLIGGTKSQL
                     GRMIILEQLMLGSIAIVVGIGLGMLCSKLFFQALSVILKIDKTLPLVWNSKAVLITAG
                     VYFILFLILSLFSVWTVGRLQIIDLLREARKQKVEPFAFTWLCVVGIGCIIVAYVLSF
                     QVTFMNFIILFLPIVGLTIGGTYLLFTQGSTVVLKALQKRKKSFYTYPNMFVLSNLIY
                     KMKDNARFLFVISIITAVVSSAVGTLYVFFEDMSYKAVTSTPHAISYEEKGIHTHNVI
                     KEGKTKELLKKHGFEDAREVTYVKLPGTQKITMFNSEHEMPMAIVSEKEYNAEVRKQK
                     REQVREVHNAPGSATMVITDMANDMMKIDRTKPHEIKINGQTQSVQLNKPTLFSVFND
                     SEYLIVNDQDFEKYAKLVPDEEKTKYYGYYIEDWKSTEDLVLDLKKEIVPDKQVELNN
                     SVLVYKNIRESGAITMFIGFFVAVLFFFFACSMTYFKWFNDKEQDRIQFKSLKRIGMT
                     DKEIRKIAIRQMGVIFFIPIVIGAIHSGFALHTLGKMLYLDLWKSGAIVIGSYIVASA
                     IYFIIAQRGYLKHVKS"
     gene            complement(4246307..4247083)
                     /locus_tag="BA_4669"
                     /old_locus_tag="BA4669"
                     /db_xref="Pathema:BA_4669"
     CDS             complement(4246307..4247083)
                     /locus_tag="BA_4669"
                     /old_locus_tag="BA4669"
                     /note="identified by similarity to OMNI:NTL01BS03465;
                     match to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP28370.1"
                     /db_xref="Pathema:BA_4669"
                     /translation="MSVLEVKGLTKVYQSKGSVATTALNDINFKIEEGEFVGIMGPSG
                     SGKTTLLNLLATIDKQTSGHVLVNGEEINQMRAAKLAEFRRTHLGFIFQDFNLLDTLS
                     IKENIILPLVMAKKSVNEIDAKVLEIAKFLNIEEILNKKVYEVSGGQQQRAAAARAII
                     HEPTLILADEPTGNLDSKSAKSLMSALQDLHEQKRVTIAMVTHDPVAASYCERILFIR
                     DGEIFSEIHKGRTKQAFFQEILDVLAMLGGEYHELSPARA"
     gene            complement(4247177..4248261)
                     /locus_tag="BA_4670"
                     /old_locus_tag="BA4670"
                     /note="sensor histidine kinase, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_4670"
     gene            complement(4248251..4248958)
                     /locus_tag="BA_4671"
                     /old_locus_tag="BA4671"
                     /db_xref="Pathema:BA_4671"
     CDS             complement(4248251..4248958)
                     /locus_tag="BA_4671"
                     /old_locus_tag="BA4671"
                     /note="identified by similarity to GP:1945655; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF00486"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator"
                     /protein_id="AAP28371.1"
                     /db_xref="Pathema:BA_4671"
                     /translation="MYKILIVEDDEKIAGILEEHLERYGYQSFRASDLRHIKDEFVKV
                     NPHLVLLDINLPYFDGFYWCRQIRTVSNAPIIFVSARTGEMDQVMAIENGGDDYITKP
                     FHLDVVMAKVKSALRRGYGEYASAAESDCLGVNGLLLFPSQHVVEWQGQQTELTKNEF
                     YLLECLMKQANQYVTREELLEALWDEVAFVDDNTLTVNVKRVRKKLEELGIKNAIVTK
                     RGYGYALLTEWGEGHEG"
     gene            complement(4249098..4250384)
                     /gene="obG"
                     /locus_tag="BA_4672"
                     /old_locus_tag="BA4672"
                     /db_xref="Pathema:BA_4672"
     CDS             complement(4249098..4250384)
                     /gene="obG"
                     /locus_tag="BA_4672"
                     /old_locus_tag="BA4672"
                     /note="identified by similarity to EGAD:14915; match to
                     protein family HMM PF01018; match to protein family HMM
                     PF01926; match to protein family HMM PF09269; match to
                     protein family HMM TIGR00231; match to protein family HMM
                     TIGR02729; match to protein family HMM TIGR03595"
                     /codon_start=1
                     /transl_table=11
                     /product="spo0B-associated GTP-binding protein"
                     /protein_id="AAP28372.1"
                     /db_xref="Pathema:BA_4672"
                     /translation="MFIDQVKIYVKGGDGGNGMVAYRREKYVPKGGPAGGDGGKGADV
                     VFIVEEGLRTLMDFRYQRHFKADRGQHGMSKGQHGRKSEDLLVKVPPGTVVKDEKTGQ
                     ILADLVTHGQTAVIAKGGRGGRGNSRFATATNPAPEIAENGEPGQERDVILELKVLAD
                     VGLVGFPSVGKSTLLSVVSSARPKIAEYHFTTIVPNLGVVETGDNRSFVMADLPGLIE
                     GAHAGVGLGHQFLRHIERTRVIVHVIDMSGLEGRDPYEDYVTINNELKEYNLRLTERP
                     QVVVANKMDMPDAEENLQAFKEKVGDEVKIFPISAVTKQGVRDLLFEVANLIETTPEF
                     PIHEVVDESDTSVMYKFETEGVKFDITRESDGTFVISGYDIEKTFKMTDFSRDESVRR
                     FARQMRGMGIDEALRARGAKDGDIVKILEYEFEFID"
     gene            complement(4250384..4250932)
                     /locus_tag="BA_4673"
                     /old_locus_tag="BA4673"
                     /db_xref="Pathema:BA_4673"
     CDS             complement(4250384..4250932)
                     /locus_tag="BA_4673"
                     /old_locus_tag="BA4673"
                     /note="identified by similarity to EGAD:15964"
                     /codon_start=1
                     /transl_table=11
                     /product="putative sporulation initiation
                     phosphotransferase"
                     /protein_id="AAP28373.1"
                     /db_xref="Pathema:BA_4673"
                     /translation="MNKKWTIIDALRHSRHDWLNRMQMVKGNLSLGKVEEIHSLIDRF
                     VQEARQESNLMGLSMPLFSEWILTYNWKQQPCLLEYEVLGNLHNLSHLDETVCTWTNQ
                     FFSMLQHSLDVYVENYVCITIECDAENARFFFDFRGKLTSVEELQNWLANQNNKWYSI
                     SYTVRDEEVSVILQPIEKSVVK"
     gene            complement(4250996..4251286)
                     /gene="rpmA"
                     /locus_tag="BA_4674"
                     /old_locus_tag="BA4674"
                     /db_xref="Pathema:BA_4674"
     CDS             complement(4250996..4251286)
                     /gene="rpmA"
                     /locus_tag="BA_4674"
                     /old_locus_tag="BA4674"
                     /note="identified by similarity to OMNI:NTL01BS02788;
                     match to protein family HMM PF01016; match to protein
                     family HMM TIGR00062"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L27"
                     /protein_id="AAP28374.1"
                     /db_xref="Pathema:BA_4674"
                     /translation="MLRLDLQFFASKKGVGSTKNGRDSQSKRLGAKRADGQTVSGGSI
                     LYRQRGTKIYPGVNVGRGGDDTLYAKVDGVVRFERLGRDRKQVSVYPVAQEA"
     gene            complement(4251290..4251634)
                     /locus_tag="BA_4675"
                     /old_locus_tag="BA4675"
                     /db_xref="Pathema:BA_4675"
     CDS             complement(4251290..4251634)
                     /locus_tag="BA_4675"
                     /old_locus_tag="BA4675"
                     /note="identified by similarity to EGAD:7018; match to
                     protein family HMM PF04327"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28375.1"
                     /db_xref="Pathema:BA_4675"
                     /translation="MIKITISRTKLGSIQSFKMTGHADYAPHGQDLVCAGTTAVVFGS
                     INAVEELCNVQATIELGSDGGFLTYELPNDLDVHAAEKAQTLLEGLVVSLKTIELDYG
                     KYIRLIEKVQEV"
     gene            complement(4251646..4251954)
                     /gene="rplU"
                     /locus_tag="BA_4676"
                     /old_locus_tag="BA4676"
                     /db_xref="Pathema:BA_4676"
     CDS             complement(4251646..4251954)
                     /gene="rplU"
                     /locus_tag="BA_4676"
                     /old_locus_tag="BA4676"
                     /note="identified by match to protein family HMM PF00829;
                     match to protein family HMM TIGR00061"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L21"
                     /protein_id="AAP28376.1"
                     /db_xref="Pathema:BA_4676"
                     /translation="MYAIIETGGKQIKVEAGQAIYIEKLDVEAGETVTFDKVLFVGGE
                     NVKVGSPVVEGATVTAKVEKQGRAKKIIVFKYKAKKNNRKKQGHRQPYTKLVVEAINA
                     "
     gene            complement(4252120..4253511)
                     /locus_tag="BA_4677"
                     /old_locus_tag="BA4677"
                     /db_xref="Pathema:BA_4677"
     CDS             complement(4252120..4253511)
                     /locus_tag="BA_4677"
                     /old_locus_tag="BA4677"
                     /EC_number="3.1.4.-"
                     /note="identified by match to protein family HMM
                     TIGR00757"
                     /codon_start=1
                     /transl_table=11
                     /product="ribonuclease, Rne/Rng family"
                     /protein_id="AAP28377.2"
                     /db_xref="Pathema:BA_4677"
                     /translation="MKTLYMNYAGSEKRVAIEEKKKIVEFLWKRNEEQEIVGHIYIGR
                     IVRTIAGMNAAFVNIGLEKHAYLSYDDVPSAYRIHEGQAVLVQVVKEAIDTKGPKLTA
                     NIEFTGKYVVYMPYDEMRAVSRKIKNNKRRQQLLQIEVEGTGGYIFRSASEKGEIEEI
                     QAEMQRLQQLYEELKRKEEQGKAPLLLHRPATFLDRVFQENPIETIEKVVVDTRSIVK
                     ELEEKVGKEKVSFYNEKSSMFNHFGIEREIEKALQKIVWLPNGAYLIVEQMETMTVID
                     VNTGKFTGKQNLQDTVLRTNELAAEEIARQLRLRDIGGMILIDFINMKRREDKEKVRE
                     CLVAAMQNDRTYTRVLGFTELGILEMTRKRKKHSLRDVLLEECAPCKATGYVMSYETI
                     AYELERELLTYGNIEDEAVLISAPKELQKQFLQKELQKNIPFEIYFKDDMIEKYAIIR
                     FGSKKEIVERKNS"
     gene            complement(4253579..4254439)
                     /gene="spoIVFB"
                     /locus_tag="BA_4678"
                     /old_locus_tag="BA4678"
                     /db_xref="Pathema:BA_4678"
     CDS             complement(4253579..4254439)
                     /gene="spoIVFB"
                     /locus_tag="BA_4678"
                     /old_locus_tag="BA4678"
                     /note="identified by match to protein family HMM PF02163"
                     /codon_start=1
                     /transl_table=11
                     /product="stage IV sporulation protein FB"
                     /protein_id="AAP28378.1"
                     /db_xref="Pathema:BA_4678"
                     /translation="MIKYREVLTKISVHPLFWVIIVIGIFTARFKELLLLFCIVLIHE
                     LGHAFAAAHYNWRIKKIQLLPFGGVAELEEHGNKSLKEEFVVVIAGPIQHIWMMAIGY
                     MLFEAGWLHAELYYFFMWNNIIILAFNLLPIWPLDGGKVLFNVLSYRFPYLQAHEKMM
                     KLSCVFFSVILGWQLLWNSNNIMMWVLLIFLAVSLYQEWKQRRYAFMRFLLERYYGNK
                     RGIEKIAPIEVKTEDRLYTIFTKFRRGYKHSIIVHGKYKEHYTLDENELLYAYFTEKR
                     TTSSVEELIG"
     gene            complement(4254432..4255178)
                     /gene="spoIVFA"
                     /locus_tag="BA_4679"
                     /old_locus_tag="BA4679"
                     /db_xref="Pathema:BA_4679"
     CDS             complement(4254432..4255178)
                     /gene="spoIVFA"
                     /locus_tag="BA_4679"
                     /old_locus_tag="BA4679"
                     /note="identified by match to protein family HMM PF01551"
                     /codon_start=1
                     /transl_table=11
                     /product="stage IV sporulation protein FA"
                     /protein_id="AAP28379.1"
                     /db_xref="Pathema:BA_4679"
                     /translation="MKNRRVEEIKKRIAKRKAEQERMEEEQYFAGENFDSETVFIEDG
                     EKEIHPLFRKEVFFFKVLLSAILVLSVAILYKNAPSSFDGAKAVTEKVMKEEFQFATV
                     AKWYEKQFGKPLVFYSPNEKKEGNIQQKDYAIPASGKVMQGFQKNGQGVFVQTATNAT
                     VESVNEGLVVFAGKKEELGNTVQIQHADGTESWYANLNDMSVKLYDYVSKKQKIGTVS
                     NDTNDKNGKFYFAIKKDEKFIDPIQVISFD"
     gene            complement(4255312..4256109)
                     /gene="minD"
                     /locus_tag="BA_4680"
                     /old_locus_tag="BA4680"
                     /db_xref="Pathema:BA_4680"
     CDS             complement(4255312..4256109)
                     /gene="minD"
                     /locus_tag="BA_4680"
                     /old_locus_tag="BA4680"
                     /note="identified by match to protein family HMM PF01656;
                     match to protein family HMM TIGR01968"
                     /codon_start=1
                     /transl_table=11
                     /product="septum site-determining protein MinD"
                     /protein_id="AAP28380.1"
                     /db_xref="Pathema:BA_4680"
                     /translation="MGEAIVITSGKGGVGKTTTSANIGTALALSGKKVCLIDTDIGLR
                     NLDVVMGLENRIVFDLVDVVEGRCRLPQALIKDKRFDDLYLLPAAQTSDKSAVTPEQM
                     DELIQVLRQDYDYILIDCPAGIEQGFKNAVAGADKAIVVTTPEVSSMRDADRIIGLLE
                     KEDIEPPKLVINRVRSHMLHEQDMLDVDEIVRTLSIELLGVVEDDDEVIRATNTGEPV
                     ALQPSGKAALAYRNIARRLLGENVPLQAFEQEKVSVFTKMKNFFGIR"
     gene            complement(4256112..4256798)
                     /gene="minC"
                     /locus_tag="BA_4681"
                     /old_locus_tag="BA4681"
                     /db_xref="Pathema:BA_4681"
     CDS             complement(4256112..4256798)
                     /gene="minC"
                     /locus_tag="BA_4681"
                     /old_locus_tag="BA4681"
                     /note="identified by match to protein family HMM PF03775;
                     match to protein family HMM TIGR01222"
                     /codon_start=1
                     /transl_table=11
                     /product="septum site-determining protein MinC"
                     /protein_id="AAP28381.1"
                     /db_xref="Pathema:BA_4681"
                     /translation="MEEKKQQNVTIKGTKDGITLHLDDCCSFSELLKELDEKLSTHYY
                     DGDGRSLIEVHVKVGNRYLTEVQQEEIRTLIRNKKNLVVDSIESDVITKEEAIAWKEE
                     TEIVPISKIVRSGQVLHVKGNLLLIGDVNPGGTVIAGGNIFVVGSLRGIAHAGYYGDS
                     DAVIAASVMNPMQLRISDVAMRAPEEKEDGAEAAECAYINENNHIVVDRLQLLTHLRP
                     NLTKLERGIV"
     gene            complement(4256834..4257379)
                     /gene="mreD"
                     /locus_tag="BA_4682"
                     /old_locus_tag="BA4682"
                     /db_xref="Pathema:BA_4682"
     CDS             complement(4256834..4257379)
                     /gene="mreD"
                     /locus_tag="BA_4682"
                     /old_locus_tag="BA4682"
                     /note="identified by similarity to EGAD:24238; match to
                     protein family HMM PF04093; match to protein family HMM
                     TIGR03426"
                     /codon_start=1
                     /transl_table=11
                     /product="rod shape-determining protein MreD"
                     /protein_id="AAP28382.1"
                     /db_xref="Pathema:BA_4682"
                     /translation="MMKILKRAALPLLLLFVFLFENMFATIVPTAVFWKDSIAAPHFF
                     IIVLCFVTVYYSPVQGIYYGLLFGFLFDTVYTELVGIYIFAYPIVAYLVYSVMKILQL
                     NLFIVVSIVLASIAALEYYVYGFLTLLGRTHMSAYVFFTDRLLSTLLLNAIFLFIVCF
                     PLRRYLVRLSKAMEEKEKRIF"
     gene            complement(4257394..4258245)
                     /gene="mreC"
                     /locus_tag="BA_4683"
                     /old_locus_tag="BA4683"
                     /db_xref="Pathema:BA_4683"
     CDS             complement(4257394..4258245)
                     /gene="mreC"
                     /locus_tag="BA_4683"
                     /old_locus_tag="BA4683"
                     /note="identified by similarity to EGAD:46751; match to
                     protein family HMM PF04085; match to protein family HMM
                     TIGR00219"
                     /codon_start=1
                     /transl_table=11
                     /product="rod shape-determining protein MreC"
                     /protein_id="AAP28383.1"
                     /db_xref="Pathema:BA_4683"
                     /translation="MPQFFLNKRLIVLLVSIILLVALIGISLKERNSLTWPEQFVKDT
                     VGVVERVFQKPAKYVAGFFENVEDVKRTYEENKELKAKLDNYGKLSGQVKQLEDDKRK
                     LQELTGKKELPSDYTEIPATVVSRNPDKWYDLVGIDKGAQQGIKKDMAVVTSQGLVGR
                     VKSVSQFTSSVELLSSMSRTNRVSAIVQGNEKIFGLIEGYDKEKHLLLFTKIGSDAKV
                     EPDQLVVTSGLGDIFPKGLVIGKIVDVQPDPYGLTKTAYVKPAADLNDVEHIMVAKRE
                     TPSAPLE"
     gene            complement(4258287..4259306)
                     /gene="mreB"
                     /locus_tag="BA_4684"
                     /old_locus_tag="BA4684"
                     /db_xref="Pathema:BA_4684"
     CDS             complement(4258287..4259306)
                     /gene="mreB"
                     /locus_tag="BA_4684"
                     /old_locus_tag="BA4684"
                     /note="identified by similarity to SP:Q01465; match to
                     protein family HMM PF02491; match to protein family HMM
                     PF06723; match to protein family HMM TIGR00904"
                     /codon_start=1
                     /transl_table=11
                     /product="rod shape-determining protein MreB"
                     /protein_id="AAP28384.1"
                     /db_xref="Pathema:BA_4684"
                     /translation="MFGFGGFTRDLGIDLGTANTLVYVKGKGVVLREPSVVALQTDTK
                     QIVAVGSDAKQMIGRTPGNVVALRPMKDGVIADYETTATMMKYYIQQAQKSNGFFSRK
                     PYVMVCVPSGITAVERRAVIDATRQAGARDAYPIEEPFAAAIGANLPVWEPTGSMVVD
                     IGGGTTEVAIISLGGIVTSQSVRVAGDDMDDSIIQYIKKSYNLMIGERTAEALKLEIG
                     SAGEPEGIEPMEIRGRDLVSGLPKTVLIQPEEIADALKDTVDAIVESVKNTLEKTPPE
                     LAADIMDRGIVLTGGGALLRNLDKVISEETNMPVLVAEDPLDCVAIGTGKALDNIDLF
                     KTAAR"
     gene            complement(4259465..4260142)
                     /gene="radC"
                     /locus_tag="BA_4685"
                     /old_locus_tag="BA4685"
                     /db_xref="Pathema:BA_4685"
     CDS             complement(4259465..4260142)
                     /gene="radC"
                     /locus_tag="BA_4685"
                     /old_locus_tag="BA4685"
                     /note="identified by similarity to SP:Q9K8H4; match to
                     protein family HMM PF00633; match to protein family HMM
                     PF04002; match to protein family HMM TIGR00608"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA repair protein RadC"
                     /protein_id="AAP28385.1"
                     /db_xref="Pathema:BA_4685"
                     /translation="MNGIRDVVKEEQPRERLLLEGAGSLSNRELLAVLLRTGSKEESV
                     LKLSDKILHHFDGLRMLKDATLEELVSIHGVGVAKATQLIAAFELGRRMVRLEYQNRY
                     SIRSPEDCATYMMEEMRFLQQEHFVCLYLNTKNQVIHRQTIFIGSLNSSIVHPREVFK
                     EAFRRAAASIICLHNHPSGDPAPSREDIEVTKRLVECGRIIGIEVLDHIIIGDHKFVS
                     LKEKGHI"
     gene            complement(4260189..4260764)
                     /gene="maf"
                     /locus_tag="BA_4686"
                     /old_locus_tag="BA4686"
                     /db_xref="Pathema:BA_4686"
     CDS             complement(4260189..4260764)
                     /gene="maf"
                     /locus_tag="BA_4686"
                     /old_locus_tag="BA4686"
                     /note="identified by similarity to SP:Q02169; match to
                     protein family HMM PF02545; match to protein family HMM
                     TIGR00172"
                     /codon_start=1
                     /transl_table=11
                     /product="septum formation protein Maf"
                     /protein_id="AAP28386.1"
                     /db_xref="Pathema:BA_4686"
                     /translation="MRKIILASGSPRRKELLELAGVPFEIIVSEVEETIGAYSSPSDI
                     VMSLALQKASAVAENNSDHIVLGADTIVTYESRILGKPSNKAEAKEMLQLLSGKTHEV
                     YTGVAIIAKDKTVTFYERTEVTFWELTEEEIDAYVASKEPLDKAGSYGIQGKGSIFVQ
                     HIQGDYYSVVGLPISRLVRELKQFNIDVTHA"
     gene            complement(4260985..4261947)
                     /locus_tag="BA_4688"
                     /old_locus_tag="BA4688"
                     /db_xref="Pathema:BA_4688"
     CDS             complement(4260985..4261947)
                     /locus_tag="BA_4688"
                     /old_locus_tag="BA4688"
                     /note="identified by similarity to EGAD:12371"
                     /codon_start=1
                     /transl_table=11
                     /product="putative stage II sporulation protein B"
                     /protein_id="AAP28387.1"
                     /db_xref="Pathema:BA_4688"
                     /translation="MDKQSRTISVKVNGTEAKYEEKKKDEFDWMVIESERPKNVVPFQ
                     KAKVASTEKKRKKWSNTLIAIVATAIVIGTAFGMGMLQLLTGQGATGGSEVTVSKQMQ
                     NEESKVGGTAEQTQAPKEEKTKAQTGTSLNPMKFFFVQGGMYSSEEKGQAALEEWKGN
                     GGVAALKPSGDKYALVVGIASDEQGINQLMTQYKNDNVSVLKKDWDITDKALLKDDKE
                     VGAFLTKVQPLYTHLAKYASSVQASGKSNAKDIGTIEKVWKAIEKEGKSMKQEEAKKL
                     YMYTSVAVQTVKDGKSDKESLAKLNQVIIDGILSYEKIVSQKVK"
     gene            complement(4262113..4263414)
                     /gene="folC"
                     /locus_tag="BA_4689"
                     /old_locus_tag="BA4689"
                     /db_xref="Pathema:BA_4689"
     CDS             complement(4262113..4263414)
                     /gene="folC"
                     /locus_tag="BA_4689"
                     /old_locus_tag="BA4689"
                     /EC_number="6.3.2.17"
                     /EC_number="6.3.2.12"
                     /note="identified by similarity to SP:Q05865; match to
                     protein family HMM PF02875; match to protein family HMM
                     PF08245; match to protein family HMM TIGR01499"
                     /codon_start=1
                     /transl_table=11
                     /product="bifunctional protein FolC"
                     /protein_id="AAP28388.1"
                     /db_xref="Pathema:BA_4689"
                     /translation="MIHTYEEAIGWIHSRLKFGIKPGLERMRWMLEELGNPERHIKCV
                     HLAGTNGKGSTLTYMRYMLEDAKYKVGTFTSPYIETFNERISVNGTPIADEEITELVK
                     MVKPVVEKLDETDLGEATEFEIITVMAICYFGKVNFCDVVLFETGLGGRFDSTNVIHP
                     VLTIITNIGHDHMHILGNTLGEIAYEKAGIIKSGVPVITGVQDEEALQVIQKVAKENR
                     ANLYEMGNHFTALHKQSSENGEQFDFTCPFASFEDVRIAMKGSHQVGNAALALMAVMY
                     VKTYLSFLIEEEEIRTGLQEAYWVGRFEKLQSNPDIIIDGAHNPEGIESLVKTVESHY
                     KDKNVIVLFTALGDKQLHNMVGQLETIADEIIFTTFAFDRAISAGELASYAKKESKLV
                     FENWKEAIDTKVEMIGENDVFIITGSLYFISEVRKYIREKN"
     gene            complement(4263508..4266153)
                     /gene="valS"
                     /locus_tag="BA_4690"
                     /old_locus_tag="BA4690"
                     /db_xref="Pathema:BA_4690"
     CDS             complement(4263508..4266153)
                     /gene="valS"
                     /locus_tag="BA_4690"
                     /old_locus_tag="BA4690"
                     /EC_number="6.1.1.9"
                     /note="identified by similarity to SP:Q05873; match to
                     protein family HMM PF00133; match to protein family HMM
                     PF08264; match to protein family HMM PF09334; match to
                     protein family HMM TIGR00422"
                     /codon_start=1
                     /transl_table=11
                     /product="valine--tRNA ligase"
                     /protein_id="AAP28389.1"
                     /db_xref="Pathema:BA_4690"
                     /translation="MSNTEKNLPTKYDHMSVEEGLYQWWLEGKYFEATGDEKKQPYTI
                     VIPPPNVTGKLHLGHAWDTTLQDILTRTKRMQGYDVLWLPGMDHAGIATQAKVEGKLR
                     EEGISRYDLGREKFLEKAWEWKEEYASHIRQQWGKVGLGLDYSRERFTLDKGLSDAVN
                     KVFVQLYEKGLIYRGEYIINWDPATRTALSDIEVIHKEVQGAFYHMNYPLTDGSGHIR
                     LATTRPETMLGDTAVAVHPEDDRYKHLIGKTVTLPIVGREIPIIADEYVEKDFGTGVV
                     KITPAHDPNDFEVGNRHDLPRILVMNEDGSMNEKAGKYNGMDRFECRKALVKDLQEAG
                     VLVEIEPHMHSVGHSERSGAVVEPYLSTQWFVKMAPLAEKAIELQQKEEEKVTFVPDR
                     FENTYLRWMENIHDWCISRQLWWGHRIPAWYHKETGEVYVGTEAPADIENWNQDNDVL
                     DTWFSSALWPFSTLGWPNEDAADFKRYYSTDALVTGYDIIFFWVSRMIFQGLEFTGER
                     PFKDVLIHGLVRDEQGRKMSKSLGNGIDPMDVIEKYGADAMRFFLSTGSAPGQDLRFS
                     MEKVESTWNFINKIWNASRFVLMNMDDMKYEEIDLTGEKSVADKWILTRLNETIESVT
                     RNMDKYEFGEAGRSLYNFIWDDFCDWYIEMAKLPLYGEDEAAKKTTRSILAYVLDQTM
                     RLLHPFMPFVTEKIWQHLPHEGESITVAAWPTVREDLQDTEAAAEMHLLVDIIRSVRN
                     IRAEVNTPMSKKVQMQIKAKDEAVLAQLTKNSSYIERFCNPSELTIQTDLQAPEKAMT
                     AIVTGAELFLPLADLINLDEERARLEKELEKFDKEVERVQKKLSNQGFVAKAPAAVIE
                     GERAKEQDYLEKREAVRQRLADLEK"
     gene            complement(4266549..4267574)
                     /gene="ysxE"
                     /locus_tag="BA_4691"
                     /old_locus_tag="BA4691"
                     /db_xref="Pathema:BA_4691"
     CDS             complement(4266549..4267574)
                     /gene="ysxE"
                     /locus_tag="BA_4691"
                     /old_locus_tag="BA4691"
                     /note="identified by similarity to EGAD:14294; match to
                     protein family HMM TIGR02904"
                     /codon_start=1
                     /transl_table=11
                     /product="spore coat protein YsxE"
                     /protein_id="AAP28390.1"
                     /db_xref="Pathema:BA_4691"
                     /translation="MDMELRNRYEPIVRQYRLDTQHMEEHGSVTKIYTNQGPYALKKI
                     EGGKLERNNFLHHIQYLKEKGFSNYVPIYHATDGNYILSDGTYNYYLMPWLERAEGNG
                     EDNDQYHKMFQTLGTLHQKTVKEETYTEEDLEKHYTNISDRWESDGEMLEEFLVESEA
                     KWYMSPFELQYCTYYHHVMRAREFATKQLNEWNDAMKEKETTRITFVHGNVSLNHFLF
                     DYERNGYFISLEKSKFATPVQDIVGFYSRSLNTYPIARSDRFEWYQMYQKNFPFTKEE
                     QLLMFAYMTYPSQFIRQIQSYKKRRERRNEENELLGVKSLQQAHWLVSNIEYFLSQLQ
                     AAQQGNG"
     gene            complement(4267637..4268620)
                     /gene="spoVID"
                     /locus_tag="BA_4692"
                     /old_locus_tag="BA4692"
                     /db_xref="Pathema:BA_4692"
     CDS             complement(4267637..4268620)
                     /gene="spoVID"
                     /locus_tag="BA_4692"
                     /old_locus_tag="BA4692"
                     /note="identified by match to protein family HMM PF01476;
                     match to protein family HMM TIGR02907"
                     /codon_start=1
                     /transl_table=11
                     /product="stage VI sporulation protein D"
                     /protein_id="AAP28391.1"
                     /db_xref="Pathema:BA_4692"
                     /translation="MATDHSLRFSLKESVWFQKGQEVEELLSISLDPDVEIEELDHEV
                     IVRGQLDLTGEYVARQDDSAYSLRDLSPAKSIDYVETREDGVNELVHSFPLEISIPRN
                     RVKVIEELYVSIEEFDYELKENGCLQLLADISITGLCDEERIEDEEEEEETAYAELEV
                     DSAQEEENRPTPHVEEPVYKESDEWEDYAFEPFQLEERKEQEVEEEEIEEHEFVEREE
                     EKETTPQFELFGRKDFKKEQAKKQEEQEEETYSQRDENALYLTKLFTKEPEEEFTKLR
                     MYFVQEGDTIESVAERYETSVQNLYRVNQTEDIYLTTGQIIYIPVSRAKAK"
     gene            complement(4268730..4270019)
                     /gene="hemL2"
                     /locus_tag="BA_4693"
                     /old_locus_tag="BA4693"
                     /db_xref="Pathema:BA_4693"
     CDS             complement(4268730..4270019)
                     /gene="hemL2"
                     /locus_tag="BA_4693"
                     /old_locus_tag="BA4693"
                     /EC_number="5.4.3.8"
                     /note="identified by match to protein family HMM PF00202;
                     match to protein family HMM TIGR00713"
                     /codon_start=1
                     /transl_table=11
                     /product="glutamate-1-semialdehyde-2,1-aminomutase"
                     /protein_id="AAP28392.1"
                     /db_xref="Pathema:BA_4693"
                     /translation="MRKFDKSIAAFEEAQDLMPGGVNSPVRAFKSVGMNPLFMERGKG
                     SKVYDIDGNEYIDYVLSWGPLIHGHANDRVVEALKAVAERGTSFGAPTEIENKLAKLV
                     IERVPSIEIVRMVNSGTEATMSALRLARGYTGRNKILKFIGCYHGHGDSLLIKAGSGV
                     ATLGLPDSPGVPEGVAKNTITVAYNDLESVKYAFEQFGDDIACVIVEPVAGNMGVVPP
                     QPGFLEGLREVTEQNGALLIFDEVMTGFRVAYNCGQGYYGVTPDLTCLGKVIGGGLPV
                     GAYGGKAEIMRQVAPSGPIYQAGTLSGNPLAMAAGYETLVQLTPESYVEFERKAEMLE
                     AGLRKAAEKHGIPHHINRAGSMIGIFFTDEPVINYDAAKSSNLQFFAAYYREMVEQGV
                     FLPPSQFEGLFLSTVHSDADIEATIAAAEIAMSKLKA"
     gene            complement(4270019..4271008)
                     /gene="hemB"
                     /locus_tag="BA_4694"
                     /old_locus_tag="BA4694"
                     /db_xref="Pathema:BA_4694"
     CDS             complement(4270019..4271008)
                     /gene="hemB"
                     /locus_tag="BA_4694"
                     /old_locus_tag="BA4694"
                     /EC_number="4.2.1.24"
                     /note="identified by match to protein family HMM PF00490"
                     /codon_start=1
                     /transl_table=11
                     /product="porphobilinogen synthase"
                     /protein_id="AAP28393.1"
                     /db_xref="Pathema:BA_4694"
                     /translation="MNSLQFNRHRRLRQSGGMRALVRETFLHTEDFIYPIFVLEGENV
                     RNEVPSMPGVYQMSLDLLQAEMQEVVDLGIRSVIVFGLPAEKDEVGSSAYCDHGIVQR
                     AIQQIKGEFPDLVVVADTCLCQFTSHGHCGVIEDGIILNDESLAVLAKTAVSQAKAGA
                     DIIAPSNMMDGFVTAIRHALDENGFGHVPVMSYAVKYSSAFYGPFRDAAHGAPQFGDR
                     KTYQMDPANRMEAFREAESDVMEGADFLIVKPALSYLDIVRDVKNNFNLPVVAYNVSG
                     EYSMIKAAAQNGWINEKEVVLEKLISMKRAGADLIITYHAKDAARWLQEGGAK"
     gene            complement(4271029..4271781)
                     /gene="hemD"
                     /locus_tag="BA_4695"
                     /old_locus_tag="BA4695"
                     /db_xref="Pathema:BA_4695"
     CDS             complement(4271029..4271781)
                     /gene="hemD"
                     /locus_tag="BA_4695"
                     /old_locus_tag="BA4695"
                     /EC_number="4.2.1.75"
                     /note="identified by similarity to SP:P21248; match to
                     protein family HMM PF02602"
                     /codon_start=1
                     /transl_table=11
                     /product="uroporphyrinogen-III synthase"
                     /protein_id="AAP28394.1"
                     /db_xref="Pathema:BA_4695"
                     /translation="MNALAGKTVLITRAQHQAKQMSVAVKEKSGIPLEIPLLRMEGMF
                     HRQIQHIAGQLHSYDWVIFTSKNGVAFFLDCLGKKLPVTTKIAAVGVKTKLELEKRGY
                     HVDFVPTSFVAEAFAEEFVKRLSGNERILFPKGNLAREVIPVALREIGVSLDELIVYG
                     TKVNIEKKQELIAALKLGKVDIITFTSPSTVTSFVRLLEGTNWREWTKKCTIACIGPI
                     TEKEASLYFPHVIMPKEYTVEALLQCVCESIK"
     gene            complement(4271783..4272712)
                     /gene="hemC"
                     /locus_tag="BA_4696"
                     /old_locus_tag="BA4696"
                     /db_xref="Pathema:BA_4696"
     CDS             complement(4271783..4272712)
                     /gene="hemC"
                     /locus_tag="BA_4696"
                     /old_locus_tag="BA4696"
                     /EC_number="2.5.1.61"
                     /note="identified by match to protein family HMM PF01379;
                     match to protein family HMM PF03900; match to protein
                     family HMM TIGR00212"
                     /codon_start=1
                     /transl_table=11
                     /product="hydroxymethylbilane synthase"
                     /protein_id="AAP28395.1"
                     /db_xref="Pathema:BA_4696"
                     /translation="MRKIIVGSRKSKLALTQTNWFIDQLKALGLPYEFEVKEIVTKGD
                     VILDVTLSKVGGKGLFVKEIEHALLTKEIDMAVHSMKDMPAVLPEGLMIGCTPKRVDP
                     RDAFISKSGASYKELAEGAILGTSSLRRSAQLLAARPDLQVKWIRGNIDTRLRKLKEE
                     DYDAIILATAGLQRMGWDNEVITEHLDETLCVPAVGQGALAIECREDDKDLLQLLAHI
                     NDAVTEKTVAAERVFLHKLEGGCQVPIAGYATITENDAIELTALVGSMDGSVLLKETV
                     VGTDPEKVGLEAADRLIKQGAKELILAANKGQQ"
     gene            complement(4272728..4273561)
                     /locus_tag="BA_4697"
                     /old_locus_tag="BA4697"
                     /db_xref="Pathema:BA_4697"
     CDS             complement(4272728..4273561)
                     /locus_tag="BA_4697"
                     /old_locus_tag="BA4697"
                     /note="identified by similarity to SP:P16645; match to
                     protein family HMM PF01578"
                     /codon_start=1
                     /transl_table=11
                     /product="hemX protein"
                     /protein_id="AAP28396.1"
                     /db_xref="Pathema:BA_4697"
                     /translation="MSFLNNSIIYHIAIILYACSISLYFIDYFQSNRKANRFAFWLLS
                     IVWVLHSIFMLLRATDSETNPLLTLLSGIYFYVWLLITMSLVINRFMRIDFLVFFTNV
                     VAFGVSAFSIFTPLGKMSPVLAEQLVSELVYVHVGMAIISYATFTVSFIFSIMYLLQY
                     RLLKKKKWNARLRRLGNLPKLESMSYGLNLFSVPFFLLAILLGCIWGYTKLDNFHWYD
                     TKVIGSFVVLFVYCAGLYLRAADVLQGKKIVQWNIGAFLVMLINIFLLSSLSNFHFWY
                     L"
     gene            complement(4273579..4274913)
                     /gene="hemA"
                     /locus_tag="BA_4698"
                     /old_locus_tag="BA4698"
                     /db_xref="Pathema:BA_4698"
     CDS             complement(4273579..4274913)
                     /gene="hemA"
                     /locus_tag="BA_4698"
                     /old_locus_tag="BA4698"
                     /EC_number="1.2.1.70"
                     /note="identified by match to protein family HMM PF00745;
                     match to protein family HMM PF01488; match to protein
                     family HMM PF05201; match to protein family HMM TIGR01035"
                     /codon_start=1
                     /transl_table=11
                     /product="glutamyl-tRNA reductase"
                     /protein_id="AAP28397.1"
                     /db_xref="Pathema:BA_4698"
                     /translation="MHILVVSVNYRTAPVEFREKLTFQAAELERAMTTLQNQKSVLEN
                     VIVSTCNRTEIYAVVDQLHTGRYYIKKFLADWFQLEIEEVAPYLTIFEQDGAIDHLFR
                     VTCGLDSMVVGETQILGQIKDSFLEAQQVKATGTIFNELFKQVITLAKRAHSETTIGE
                     SAMSVSYAAVELGKKIFGELTDCHVLILGAGKMGELALQNLYGSGARKVTVMNRTLSK
                     AEIMAEKYMGHAKPLSELQCALLEADILISSTGASDYVITKEMMTKVEKMRSGRPLFM
                     VDIAVPRDIDPAIDELEGSFLYDIDDLQGVVEANRAERLKEAEKIQFMIEEEIVLFKT
                     WLSTLGVVPLISALRDKALAIQSETMESLERKIPNLSDRERKVISKHTKSIINQLLKD
                     PILVAKEIAAEEGADEKLALFAKIFDLEMEDVESRAEEVEHKRVWTPSVPSL"
     gene            4275329..4275781
                     /locus_tag="BA_4699"
                     /old_locus_tag="BA4699"
                     /db_xref="Pathema:BA_4699"
     CDS             4275329..4275781
                     /locus_tag="BA_4699"
                     /old_locus_tag="BA4699"
                     /note="identified by similarity to GP:16414815; match to
                     protein family HMM PF01047"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, MarR family"
                     /protein_id="AAP28398.1"
                     /db_xref="Pathema:BA_4699"
                     /translation="MTEDSLHLDNQLCFSIYACSREVTRFYRPYLEEMGITYPQYITL
                     LVLWEQDGLTVKEIGERLFLDSGTLTPMLKRMESLNLVKRVRSKEDERKVCIELTEQG
                     KDLQDKACSLPTTMATNLGITEQEYRSLLIQLNKLIETMKTINDRKGE"
     gene            4275784..4276200
                     /locus_tag="BA_4700"
                     /old_locus_tag="BA4700"
                     /db_xref="Pathema:BA_4700"
     CDS             4275784..4276200
                     /locus_tag="BA_4700"
                     /old_locus_tag="BA4700"
                     /note="identified by similarity to SP:O68390; match to
                     protein family HMM PF02566; match to protein family HMM
                     TIGR03561"
                     /codon_start=1
                     /transl_table=11
                     /product="organic hydroperoxide resistance protein"
                     /protein_id="AAP28399.1"
                     /db_xref="Pathema:BA_4700"
                     /translation="MDKLYTASVTATGGRNGKVVSDDGILNLDVKMPKALGGAGGEAT
                     NPEQLFAAGYAACFDSALQLVIRTKRVKVESTEVTAHVSIGKDTDGGFGLSAVLDVHV
                     AGVSHSEAQELVEAAHGVCPYSKATRGNIEVTLNVR"
     gene            complement(4276233..4276829)
                     /gene="ysxC"
                     /locus_tag="BA_4701"
                     /old_locus_tag="BA4701"
                     /db_xref="Pathema:BA_4701"
     CDS             complement(4276233..4276829)
                     /gene="ysxC"
                     /locus_tag="BA_4701"
                     /old_locus_tag="BA4701"
                     /note="identified by similarity to EGAD:7955; match to
                     protein family HMM PF01926; match to protein family HMM
                     PF08477; match to protein family HMM TIGR00231; match to
                     protein family HMM TIGR03598"
                     /codon_start=1
                     /transl_table=11
                     /product="ribosome biogenesis GTP-binding protein YsxC"
                     /protein_id="AAP28400.1"
                     /db_xref="Pathema:BA_4701"
                     /translation="MKVTKADIVISAVKPEQYPDGDLPEIALAGRSNVGKSSFINKIL
                     NRKKLVRISSKPGKTQTLNFFLINEMMHFVDVPGYGYAKVSKTERAAWGKMIETYFTT
                     REQLDAAVLVVDLRHKPTNDDVMMYDFLKHYDIPTIIIATKADKIPKGKWQKHLKVVK
                     ETLDIESGDEVVLFSSETGLGKEEAWKAIHKFTKTKNA"
     gene            complement(4276826..4279147)
                     /gene="lon"
                     /locus_tag="BA_4702"
                     /old_locus_tag="BA4702"
                     /db_xref="Pathema:BA_4702"
     CDS             complement(4276826..4279147)
                     /gene="lon"
                     /locus_tag="BA_4702"
                     /old_locus_tag="BA4702"
                     /EC_number="3.4.21.53"
                     /note="identified by match to protein family HMM PF00004;
                     match to protein family HMM PF02190; match to protein
                     family HMM PF05362; match to protein family HMM PF07728;
                     match to protein family HMM TIGR00763"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent protease La"
                     /protein_id="AAP28401.1"
                     /db_xref="Pathema:BA_4702"
                     /translation="MNTNERIVPLLPLRGVLVYPTMVLHLDVGRDKSIQALEQAAMDE
                     NIIFLAMQKEMNIDDPKEDDIYSVGTVAKVKQMLKLPNGTLRVLVEGLHRAEVVEFIE
                     EENVVQVSIKTVTEEVEADLEEKALMRTLLEHFEQYIKVSKKVSNETFATVADVEEPG
                     RLVDLIASHLPIKTKQKQEILEIISVKERLHTLISIIQDEQELLSLEKKIGQKVKRSM
                     ERTQKEYFLREQMKAIQTELGDKEGKGGEVEELREKIEQSGMPEETMKAALKELDRYE
                     KLPASSAESGVIRNYMDWLLALPWTDATEDMIDLAHSEEILNKDHYGLEKVKERVLEY
                     LAVQKLTNSLKGPILCLVGPPGVGKTSLARSIATSLNRNFVRVSLGGVRDESEIRGHR
                     RTYVGAMPGRIIQGMKKAKSVNPVFLLDEIDKMSNDFRGDPSAALLEVLDPEQNHNFS
                     DHYIEEPYDLSKVMFVATANTLSSIPGPLLDRMEIISIAGYTELEKVHIAREHLLPKQ
                     LQEHGLRKGNLQVRDEALLEIIRYYTREAGVRTLERQIAKVCRKVAKIIVTAERKRIV
                     VTEKNVVDLLGKHIFRYGQAEKTDQVGMATGLAYTAAGGDTLAIEVSVAPGKGKLILT
                     GKLGDVMKESAQAAFSYIRSRAEELQIDPNFHEKNDIHIHVPEGAVPKDGPSAGITMA
                     TALISALTGIPVSKEVGMTGEITLRGRVLPIGGLKEKTLSAHRAGLTKIILPAENEKD
                     LDDIPESVKENLTFVLASHLDEVLEHALVGVKQ"
     gene            complement(4279340..4281013)
                     /gene="lonB"
                     /locus_tag="BA_4703"
                     /old_locus_tag="BA4703"
                     /db_xref="Pathema:BA_4703"
     CDS             complement(4279340..4281013)
                     /gene="lonB"
                     /locus_tag="BA_4703"
                     /old_locus_tag="BA4703"
                     /note="identified by similarity to SP:P42425; match to
                     protein family HMM PF00004; match to protein family HMM
                     PF01078; match to protein family HMM PF05362; match to
                     protein family HMM TIGR02902"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent protease LonB"
                     /protein_id="AAP28402.1"
                     /db_xref="Pathema:BA_4703"
                     /translation="MMSWTNIFLLVQLVFGVIVGLYFWHLLRNQRTQKVSIDRESKKE
                     LEQLRKMREISLTEPLAEKVRPTSFLDIVGQEDGIKSLKAALCGPNPQHVIIYGPPGV
                     GKTAAARLVLEEAKRNPKSPFRTNATFIELDATTARFDERGIADPLIGSVHDPIYQGA
                     GAMGQAGIPQPKKGAVTDAHGGILFIDEIGELHPIQMNKMLKVLEDRKVFLESAYYSE
                     ENTMIPTYIHDIFQKGLPADFRLVGATTRSPEEIPPAIRSRCLEVFFRELDTEEIQKV
                     AKNAADKVEMQIGENGIEMIGMYARNGREAINLVQISAGMAINEERSFIKDEDIEWVV
                     HSSQLTPKYEKHIYPIPRIGLVNGLAVYGPNTGALLEIEVTAIKAKDKGSVNVTGIVE
                     EESIGSQTKSIRRKSMAKGSVDNVLTVLRSLDVLPEGYDIHINFPGGIPIDGPSAGIA
                     MATGVYSAVHHTYVNNEVAMTGEISIHGEVKPIGGVYAKIKAAKKAGAKKVIIPAENM
                     QPFLYTIKGIEIIPVRKLKEVFELTFMQENMHRELDIHTTIDETDAQSM"
     gene            complement(4281117..4282376)
                     /gene="clpX"
                     /locus_tag="BA_4704"
                     /old_locus_tag="BA4704"
                     /db_xref="Pathema:BA_4704"
     CDS             complement(4281117..4282376)
                     /gene="clpX"
                     /locus_tag="BA_4704"
                     /old_locus_tag="BA4704"
                     /note="identified by similarity to SP:P50866; match to
                     protein family HMM PF00004; match to protein family HMM
                     PF06689; match to protein family HMM PF07724; match to
                     protein family HMM TIGR00382"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent Clp protease, ATP-binding subunit
                     ClpX"
                     /protein_id="AAP28403.1"
                     /db_xref="Pathema:BA_4704"
                     /translation="MFKFNDEKGQLKCSFCGKTQTQVRKLVAGPGVYICDECIELCTE
                     IVQEELAKDEEVEFKDVPKPVEIREILDEYVIGQDNAKKALAVAVYNHYKRINSNSKI
                     DDVELAKSNIALIGPTGSGKTLLAQTLARILNVPFAIADATSLTEAGYVGEDVENILL
                     KLIQAADYDVEKAEKGIIYIDEIDKVARKSENPSITRDVSGEGVQQALLKILEGTVAS
                     VPPQGGRKHPHQEFIQIDTTNILFICGGAFDGIEPIIKRRLGEKVIGFGSEKKNADVN
                     EKHVLSHVLPEDLLRFGLIPEFIGRLPVIANLEPLDEDALVDILTKPKNALVKQFQKL
                     LELDDVELEFEEGALIEIAKKAIERKTGARGLRSIIEGLMLEVMFELPSRKDIEKCIL
                     TKETVADNAAPKLVLQDGTVLDTKTSA"
     gene            complement(4282641..4283918)
                     /gene="tig"
                     /locus_tag="BA_4705"
                     /old_locus_tag="BA4705"
                     /db_xref="Pathema:BA_4705"
     CDS             complement(4282641..4283918)
                     /gene="tig"
                     /locus_tag="BA_4705"
                     /old_locus_tag="BA4705"
                     /EC_number="5.2.1.8"
                     /note="identified by match to protein family HMM PF00254;
                     match to protein family HMM PF05697; match to protein
                     family HMM PF05698; match to protein family HMM TIGR00115"
                     /codon_start=1
                     /transl_table=11
                     /product="trigger factor"
                     /protein_id="AAP28404.1"
                     /db_xref="Pathema:BA_4705"
                     /translation="MAAKWEKLEGNVGVLTIEVDAKEVNNSIDAAFKKVVKTINVPGF
                     RKGKMPRPLFEQRFGIESLYQDALDIILPKAYGEAIDEAGIFPVAHPEIDIEKFEKNA
                     NLIFTAKVTVKPEVKLGEYKGLAVEKVETTVTDEDVENELKSLQERQAELVVKEEGTV
                     ENGDTAVIDFEGFVDGEAFEGGKGENYSLAIGSGTFIPGFEEQVIGLKSGESKDVEVS
                     FPEEYHAAELAGKPATFKVTVHEIKTKELPELNDEFAKEADEAVATLDELKAKLRTNL
                     EEGKKHEAEHKVRDEVVELAAANAEIDIPEAMIDTELDRMVREFEQRLSQQGMNLELY
                     YQFTGTDADKLKEQMKEDAQKRVRINLVLEAIIEAENIEVTEEEVTAEVEKMAEMYGM
                     PVDAIKQALGSVDALAEDLKVRKAVDFLVENAA"
     gene            complement(4284229..4285227)
                     /locus_tag="BA_4706"
                     /old_locus_tag="BA4706"
                     /db_xref="Pathema:BA_4706"
     CDS             complement(4284229..4285227)
                     /locus_tag="BA_4706"
                     /old_locus_tag="BA4706"
                     /note="identified by similarity to OMNI:NTL01BH3057"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28405.1"
                     /db_xref="Pathema:BA_4706"
                     /translation="MDKKENTVVLFPQLSARYIDEGFLALKERKFEDALRCFEILRQY
                     NAETEQTELASVICLLELKHMEEAKEKCEQLLETGAVLFGDILETYVTILVQTNDYEG
                     VIETVEKVLQTKDIMPEQKEKLAQLALFAEGMLNEVDTSLVDSNFELDEFTNEMFGEN
                     FGQKLRAIQQLSLKDLDLALPVLKKFLVDEKQHPYLKTSILYKMIENQIEEEIEVEKF
                     GNTIKVIPAFTGHNEEQSDNIIHTLSSRLEQNYPDIFDAMVTYWKELQISVFPFALLM
                     DKVEIWAAVLERIGRKRFGLTIDEEELMTAYNIELEEFHIAYQWLLRIEREGYLPV"
     gene            complement(4285425..4285673)
                     /locus_tag="BA_4707"
                     /old_locus_tag="BA4707"
                     /db_xref="Pathema:BA_4707"
     CDS             complement(4285425..4285673)
                     /locus_tag="BA_4707"
                     /old_locus_tag="BA4707"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28406.1"
                     /db_xref="Pathema:BA_4707"
                     /translation="MEWLFGIIGTCSVVLLFFVPSGILSSTTSLFFLSLFACTMLIIM
                     FLMKRSKPIFYFSMIVMAIIVLQIITLVIYPTIIKAFH"
     gene            complement(4285961..4286113)
                     /locus_tag="BA_4709"
                     /old_locus_tag="BA4709"
                     /db_xref="Pathema:BA_4709"
     CDS             complement(4285961..4286113)
                     /locus_tag="BA_4709"
                     /old_locus_tag="BA4709"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28407.1"
                     /db_xref="Pathema:BA_4709"
                     /translation="MKIFKGKSRKVTNDYFNPQLFSKSISLRVDSPKNKQEKKVNFAS
                     DYREIP"
     gene            4286193..4286807
                     /locus_tag="BA_4710"
                     /old_locus_tag="BA4710"
                     /db_xref="Pathema:BA_4710"
     CDS             4286193..4286807
                     /locus_tag="BA_4710"
                     /old_locus_tag="BA4710"
                     /note="identified by similarity to EGAD:109218"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28408.1"
                     /db_xref="Pathema:BA_4710"
                     /translation="MFKKVAADVLGLSDVGSVITPKDYDKVDADDYVMHEDGEKIYFL
                     IKSKSDEYCFTNKGLLHLDGTSATSKKRTLRRFSYSKYQIKNVALETAGTIDLDVEIK
                     FQMGNQHYSIDVHKKHIEELKDLYKALLKIEEISYDNDITLQYAHKSLDMASNAFSRI
                     SNAQVNLAEQFKEMNEIAFNWLVDTKKQYNVKDYGFVFEKFINN"
     gene            complement(4286893..4287093)
                     /locus_tag="BA_4711"
                     /old_locus_tag="BA4711"
                     /db_xref="Pathema:BA_4711"
     CDS             complement(4286893..4287093)
                     /locus_tag="BA_4711"
                     /old_locus_tag="BA4711"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28409.1"
                     /db_xref="Pathema:BA_4711"
                     /translation="MARSNENDLTEKLAEGHRKYGDGNFTVQNIGDETNPNWTVVKNV
                     RKGSAGIREGEDILRLRSKYIK"
     gene            complement(4287501..4287577)
                     /locus_tag="BA_5838"
     tRNA            complement(4287501..4287577)
                     /locus_tag="BA_5838"
                     /product="tRNA-Arg"
     gene            complement(4287579..4287652)
                     /locus_tag="BA_5839"
     tRNA            complement(4287579..4287652)
                     /locus_tag="BA_5839"
                     /product="tRNA-Gly"
     gene            complement(4287638..4287790)
                     /locus_tag="BA_4712"
                     /old_locus_tag="BA4712"
                     /db_xref="Pathema:BA_4712"
     CDS             complement(4287638..4287790)
                     /locus_tag="BA_4712"
                     /old_locus_tag="BA4712"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28410.1"
                     /db_xref="Pathema:BA_4712"
                     /translation="MNKQFLKEDKKNYPLLKKVLTLCMVIHIINIVDRATALTNENKI
                     TYAGVV"
     gene            complement(4287762..4288265)
                     /locus_tag="BA_4713"
                     /old_locus_tag="BA4713"
                     /db_xref="Pathema:BA_4713"
     CDS             complement(4287762..4288265)
                     /locus_tag="BA_4713"
                     /old_locus_tag="BA4713"
                     /note="identified by similarity to EGAD:98932; match to
                     protein family HMM PF00149; match to protein family HMM
                     TIGR00040"
                     /codon_start=1
                     /transl_table=11
                     /product="putative phosphoesterase"
                     /protein_id="AAP28411.1"
                     /db_xref="Pathema:BA_4713"
                     /translation="MKALIVSDSHSSVKELQQLKEKYEGKVDIMIHCGDSELTPAHEE
                     LQGFHVVKGNCDYANFQDEIVTDVDGLRFVVVHGHRHNVKMTLQTLAYRAEEVGAQVA
                     CFGHSHVLGAELIDGVLFINPGSILLPRQRVEKTFAILEMDENQMEVRFETLDGQLVE
                     QAVFKRG"
     gene            complement(4288279..4288887)
                     /locus_tag="BA_4714"
                     /old_locus_tag="BA4714"
                     /db_xref="Pathema:BA_4714"
     CDS             complement(4288279..4288887)
                     /locus_tag="BA_4714"
                     /old_locus_tag="BA4714"
                     /note="identified by match to protein family HMM PF01725;
                     match to protein family HMM TIGR00042"
                     /codon_start=1
                     /transl_table=11
                     /product="HAM1 protein"
                     /protein_id="AAP28412.1"
                     /db_xref="Pathema:BA_4714"
                     /translation="MKQVVVATKNMGKVREFAELFERFDLEVKSLHDFPHIEEVEETG
                     ETFEENAILKADSLSRQLNAIVIADDSGLIVDALNGKPGVYSARFAGEPKDDQANIDK
                     VLQELNEVAFEKRKARFYCALAVAFPEGDKKPVIVNGTCEGFILEQRRGENGFGYDPI
                     FYVEEYKKAMAELSSDEKNAISHRGRALRKLEEKIPEWFLGE"
     gene            complement(4288899..4289636)
                     /gene="rph"
                     /locus_tag="BA_4715"
                     /old_locus_tag="BA4715"
                     /db_xref="Pathema:BA_4715"
     CDS             complement(4288899..4289636)
                     /gene="rph"
                     /locus_tag="BA_4715"
                     /old_locus_tag="BA4715"
                     /EC_number="2.7.7.56"
                     /note="identified by similarity to EGAD:19855; match to
                     protein family HMM PF01138; match to protein family HMM
                     PF03725; match to protein family HMM TIGR01966"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA nucleotidyltransferase"
                     /protein_id="AAP28413.1"
                     /db_xref="Pathema:BA_4715"
                     /translation="MRVDGREKTELRHIHIHTNYLKHPEGSVLIEVGDTKVICSATIE
                     ERVPPFMRGEGKGWVTAEYAMIPRATEQRTIRESSKGKVTGRTMEIQRLIGRALRAVV
                     DLEALGERTVWIDCDVIQADGGTRTASITGAYVAMVLAFEKLLQAEKVSKIPVKDYLA
                     ATSVGIVEEQGVVLDLNYAEDSKADVDMNVIMTGKGQFVEVQGTGEEATFSRAQLNEL
                     LDAAEQGIFQLIDIQKEALGDIVSHIE"
     gene            complement(4289765..4290814)
                     /gene="gerM"
                     /locus_tag="BA_4716"
                     /old_locus_tag="BA4716"
                     /db_xref="Pathema:BA_4716"
     CDS             complement(4289765..4290814)
                     /gene="gerM"
                     /locus_tag="BA_4716"
                     /old_locus_tag="BA4716"
                     /codon_start=1
                     /transl_table=11
                     /product="germination protein gerM"
                     /protein_id="AAP28414.1"
                     /db_xref="Pathema:BA_4716"
                     /translation="MPKSTFKWVVGATVSAVLLTGCGFINQEKATEQIDPPKQVTYTE
                     GGKKEVFKKDKQAQTVNRELYLVDKNGYVVPQTLAIPTPKANEVIQQTLEYLVKDGPV
                     TNLLPNGFRAVIPANTSMTLDLKKDGTAVIDFSKEMKNYAKEEERQIVESIAWTLTQF
                     KEVKQVQFQINGEKLAKMPVGGTPLGDGVSRANGINFDDEQVADVTNTKPVTLYFMAQ
                     NNNKQQYYVPVTRRVVEGKENDYAAIVDELVKGPIHQSLLNDFNPGVKLITNPKLQDG
                     NLTLNFNENIFINPDKNMISNYVLKSLVLSLTEKKGVKSVSIEVNGKANLIDEKGGKL
                     IKPVDRPENVNTGSF"
     gene            complement(4290945..4291754)
                     /gene="racE2"
                     /locus_tag="BA_4717"
                     /old_locus_tag="BA4717"
                     /db_xref="Pathema:BA_4717"
     CDS             complement(4290945..4291754)
                     /gene="racE2"
                     /locus_tag="BA_4717"
                     /old_locus_tag="BA4717"
                     /EC_number="5.1.1.3"
                     /note="identified by similarity to PDB:2GZM_D; match to
                     protein family HMM PF01177; match to protein family HMM
                     TIGR00067"
                     /codon_start=1
                     /transl_table=11
                     /product="glutamate racemase"
                     /protein_id="AAP28415.1"
                     /db_xref="Pathema:BA_4717"
                     /translation="MKLNRAIGVIDSGVGGLTVAKELIRQLPKERIIYLGDTARCPYG
                     PRSREEVRQFTWEMTEHLLDLNIKMLVIACNTATAVVLEEMQKQLPIPVVGVIHPGSR
                     TALKVTNTYHVGIIGTIGTVKSGAYEEALKSINNRVMVESLACPPFVELVESGNFESE
                     MAYEVVRETLQPLKNTDIDTLILGCTHYPILGPVIKQVMGDKVQLISSGDETAREVST
                     ILYHSKMLNEGEEQSDHLFLTTGKIGLFKEIASKWFGQPIENVKHIHLEKE"
     gene            complement(4291965..4293290)
                     /locus_tag="BA_4718"
                     /old_locus_tag="BA4718"
                     /db_xref="Pathema:BA_4718"
     CDS             complement(4291965..4293290)
                     /locus_tag="BA_4718"
                     /old_locus_tag="BA4718"
                     /note="identified by similarity to GP:2462085; match to
                     protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="MFS transporter"
                     /protein_id="AAP28416.1"
                     /db_xref="Pathema:BA_4718"
                     /translation="MGKDISNHSKWFVFTLCFIVLLGPVNAVLFNVALEDMAHDLSIS
                     QSKVSWVVVGYSLVVGIGSMIYGKLADRYSVKKLLIISIIIFVAGSIIGFVNQSYAIV
                     IFARLVQASGGAAFIALSMIAVAKLVAPAKKPGALAMISSSIALAVGIGPLVGGAITN
                     TLGWPYLFLFMIISVLGIFLLIKFMPGEAHHTDEVFYFDYIGAALLFVFITTVLVGVN
                     MNSWLFVLSIISLFLFTVRMKKAEHPFIDIELFSNKAFLRLITVGFIINVALCANLLL
                     LPLLLGRVHGLSPFIIGIVLFVASLFGIVSSFITGKIIPSFGNVNMIYVASVIMIVGF
                     LILGFIPNGSIVVIVLAIILTFMSYSAIQVSLNTFIPKTLHVAKVGVGLGLYNLINFF
                     GMAFGPAVASRIMESTNSYRFNFILIVMLISAHFFLLIGMSSFRKKMEH"
     gene            4293651..4294334
                     /locus_tag="BA_4720"
                     /old_locus_tag="BA4720"
                     /db_xref="Pathema:BA_4720"
     CDS             4293651..4294334
                     /locus_tag="BA_4720"
                     /old_locus_tag="BA4720"
                     /note="identified by similarity to OMNI:EF0109; match to
                     protein family HMM PF01965"
                     /codon_start=1
                     /transl_table=11
                     /product="thiJ/pfpI family protein"
                     /protein_id="AAP28417.1"
                     /db_xref="Pathema:BA_4720"
                     /translation="MKKKMLVVLTSVEKYPNLNRATGLWLGEAVHFVKKVEEAGYEVD
                     YVSPQGGYTPIDPHSLAMAESIDWEWYQKKEFMNRLGSTMKPSEVNPEDYAVIYYAGG
                     HGVIWDFPENKELQMISRNIYENGGIVSSVCHGAAGLFHITLSNGDRLISGKKVTGFS
                     NEEEKLAELDQFVPFLTEDELMKNGGLYEKAAEPWEAFAVEDNRVITGQNPASGGAVA
                     ELVLQHAKK"
     gene            complement(4294384..4295022)
                     /locus_tag="BA_4721"
                     /old_locus_tag="BA4721"
                     /db_xref="Pathema:BA_4721"
     CDS             complement(4294384..4295022)
                     /locus_tag="BA_4721"
                     /old_locus_tag="BA4721"
                     /note="identified by match to protein family HMM PF00440"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, TetR family"
                     /protein_id="AAP28418.1"
                     /db_xref="Pathema:BA_4721"
                     /translation="MRKVACANTYINKIKPVIRKTSFSQLKIDEIAKYMDISKATLYK
                     RFSSKDEIIEAVVEDFMNYLLEGDAYNQDESMSFAERFQKTFIHSLKCVTYISDVFLQ
                     DLKEAYPHLSDQLVAAQQNRNHNLQIFFEAGMEQGYFNKMNAQLFMVQDDVMLRRIID
                     HSFCIQYDITLKKAILDFYQLKKYQLFKPEYIEAIDDSEIEKEVIAILQMIS"
     gene            complement(4295183..4295845)
                     /locus_tag="BA_4722"
                     /old_locus_tag="BA4722"
                     /db_xref="Pathema:BA_4722"
     CDS             complement(4295183..4295845)
                     /locus_tag="BA_4722"
                     /old_locus_tag="BA4722"
                     /note="identified by similarity to GP:17742748; match to
                     protein family HMM PF01965"
                     /codon_start=1
                     /transl_table=11
                     /product="thiJ/pfpI family protein"
                     /protein_id="AAP28419.1"
                     /db_xref="Pathema:BA_4722"
                     /translation="MLKRILLVSTSAHDMNGHPTGLWLEELAAPYNLFKKAKFDVDIV
                     SIQGGRVPIDRVSIPNGIPREFKHVASLLQNTKSISTVHFSDYDAVLFGGGHGAIVDF
                     PGNPYVANLIVNMYNNNRIVAAVCHGVSSLVGVKNKDGSFFSAGKRITGYTNDEEKAV
                     HLEKRVPFLLESKLKEEGALFYVAPNFTPHVVVDGRLITGQNPQSSMEIGKAIRRAVN
                     KV"
     gene            complement(4296000..4296287)
                     /locus_tag="BA_4723"
                     /old_locus_tag="BA4723"
                     /db_xref="Pathema:BA_4723"
     CDS             complement(4296000..4296287)
                     /locus_tag="BA_4723"
                     /old_locus_tag="BA4723"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28420.1"
                     /db_xref="Pathema:BA_4723"
                     /translation="MKLYFKDMEIGEIKDVFGDMPWMYGTIRLFENSKPFQKYFREMV
                     DEDSIFDFESIDPEFLYEENWSIFDEDAQRYLGIDIPAIHMEDTTIAWRWR"
     gene            complement(4296461..4296685)
                     /gene="gerE"
                     /locus_tag="BA_4724"
                     /old_locus_tag="BA4724"
                     /db_xref="Pathema:BA_4724"
     CDS             complement(4296461..4296685)
                     /gene="gerE"
                     /locus_tag="BA_4724"
                     /old_locus_tag="BA4724"
                     /note="identified by similarity to SP:P11470; match to
                     protein family HMM PF00196; match to protein family HMM
                     PF08281"
                     /codon_start=1
                     /transl_table=11
                     /product="germination protein GerE"
                     /protein_id="AAP28421.1"
                     /db_xref="Pathema:BA_4724"
                     /translation="MKEKAYQSKPLLTKREREVFELLVQDKTTKEIAGELFISEKTVR
                     NHISNAMQKLGVKGRSQAVVELLRMGELEL"
     gene            complement(4296851..4298155)
                     /locus_tag="BA_4725"
                     /old_locus_tag="BA4725"
                     /db_xref="Pathema:BA_4725"
     CDS             complement(4296851..4298155)
                     /locus_tag="BA_4725"
                     /old_locus_tag="BA4725"
                     /note="identified by similarity to SP:P77328; match to
                     protein family HMM PF00860"
                     /codon_start=1
                     /transl_table=11
                     /product="xanthine/uracil permease family protein"
                     /protein_id="AAP28422.1"
                     /db_xref="Pathema:BA_4725"
                     /translation="MEGMKNLDNQHNQNHIMGTLQWFIFLLANSIALPIVVGGLFHLT
                     TEEIFYLMQRTFFVVGISSFLQGWLGHRLPIADGPAGSWVGVFTVLAYATAGQDQLHS
                     TLQILELGMIISGVILIGLGVTGFIGRILFLFTPIVTGTFLLLLCLQLSGVFLKGMLG
                     ITATASQIDGFTAIIAFSIFLFVIILSNFGKGFVKSYAVLIGLISGWILFLIAGKVTI
                     SSQVTHFVQLPQIFAWGLPKWNTGMAVSSFVMVCILVSNTVAAIIAINQATIQKGTIE
                     QKQLKDGTWVGGISHIISSVFSTVGVVPLPATAGFIRLTKQKYIRSFLLACMLLVVMS
                     LFPSIIRYLASLPSAVASAVLMASFVQLIGIGLNNIKQVELNERNVTILGVAVLFGSG
                     VMFLPSGALQSLPSVMQYIFGNGLFVGTVVSILLEQIWRIGK"
     gene            complement(4298186..4299085)
                     /locus_tag="BA_4726"
                     /old_locus_tag="BA4726"
                     /db_xref="Pathema:BA_4726"
     CDS             complement(4298186..4299085)
                     /locus_tag="BA_4726"
                     /old_locus_tag="BA4726"
                     /note="identified by similarity to SP:P37511; match to
                     protein family HMM PF00892"
                     /codon_start=1
                     /transl_table=11
                     /product="transporter, EamA family"
                     /protein_id="AAP28423.1"
                     /db_xref="Pathema:BA_4726"
                     /translation="MTRTYILLFICVVVWGSNFIFGAILVNTFHPVLLTTLRLLFINL
                     FFLAYAIMCKKDLYIEKSEMKSVLLIGIIGVAINQWSFYEGLQTADPTTAALILALTP
                     VMTSILAVFILNEPLTAKLVIGGGIATFGVFFVIGVGQRFVFSEGLIWIFITMLSFSL
                     SIVLIRKLGNRDDMFFITFFSSIFGFLIMLPFLAFTFSHITLKYSIESWSLLIVTAIL
                     MHGICTLVWNNQLRKAQASTAAMFLNLEPFVTMVVGYIILQKSVTAIQIIGAVFIVCG
                     VYTATFGYGKKSKGQKELFRKAT"
     gene            complement(4299179..4300423)
                     /locus_tag="BA_4727"
                     /old_locus_tag="BA4727"
                     /db_xref="Pathema:BA_4727"
     CDS             complement(4299179..4300423)
                     /locus_tag="BA_4727"
                     /old_locus_tag="BA4727"
                     /note="identified by similarity to SP:O52063; match to
                     protein family HMM PF07969"
                     /codon_start=1
                     /transl_table=11
                     /product="N-acyl-D-amino-acid deacylase family protein"
                     /protein_id="AAP28424.1"
                     /db_xref="Pathema:BA_4727"
                     /translation="MQNAYWLTNVRLETGYKFNNEVVTGTETALHHLLIQDGKIEKIV
                     LADVPLQTEYETKDAKELLVLPSFVENHFHLDKTKLGGPWEACTPVKNIIERLELEQQ
                     ELPILAQTTGERAELLLRNILNAGSTHIRTHVNIDPYIGLKNLESVRQTLENMKDAFT
                     YEIVAFPQHGLLRTEAHSLMREAMKMGATLVGGVDPATVDNNIEKSLFDMMEIAVEAN
                     ADVDLHLHDAGHLGIYTIKKLAQYTEEASWDGRVAVSHAFSLGDVSKEEGADMADLLA
                     ERGMSIITTVPINRNMPPVPLLTEKGVPISLGCDSMFDSWGPFGNADIFERVGRLAEK
                     YRWMDEKSLASSLAYITGGKTPLDQEGNQVWPKVGDKADFVFLQATCSAEAIARRAKR
                     PAVMRDGKIVAGSLQHVQGVLI"
     gene            complement(4300437..4301681)
                     /locus_tag="BA_4728"
                     /old_locus_tag="BA4728"
                     /db_xref="Pathema:BA_4728"
     CDS             complement(4300437..4301681)
                     /locus_tag="BA_4728"
                     /old_locus_tag="BA4728"
                     /note="identified by similarity to SP:O52063; match to
                     protein family HMM PF07969"
                     /codon_start=1
                     /transl_table=11
                     /product="N-acyl-D-amino-acid deacylase family protein"
                     /protein_id="AAP28425.1"
                     /db_xref="Pathema:BA_4728"
                     /translation="MKSQYWLTNVKLECGYVYEESRITSTETEICSLFIEDGKITNIL
                     PGIVSEQDGEVVNANGLLALPAFEEMHIHIDKTYYGGPWKACTPVKSIFTRIHEEQTI
                     LPKQLETAKSRAEKMLQLLLENGATNIRTHCNIDPVIGLGNLEATIAALETYKDKLSA
                     KIVAFPQHGLLRSNSVGLVKDAMRMGAHLVGGVDPATVDGNIEKSLNTIMDIAVEFDS
                     DIDIHLHDADQLGTFTMKRLAALTEEAGWQGRVTISHALGLGDVSVEEAGEMAERLAA
                     LGIDITSTVPVSRHVIPVPLLNRKGVKVSLGNDSITDHWSPFGTGDMLQKANCLAERF
                     RWIDERSLGKALQFITGGKSILDDQGNRQWPKIGDEANIVFTEASCSAEVVARQTERC
                     AVLYKGNVVAGSLEKTAINNLV"
     gene            complement(4301797..4303362)
                     /locus_tag="BA_4729"
                     /old_locus_tag="BA4729"
                     /db_xref="Pathema:BA_4729"
     CDS             complement(4301797..4303362)
                     /locus_tag="BA_4729"
                     /old_locus_tag="BA4729"
                     /note="identified by match to protein family HMM PF00496"
                     /codon_start=1
                     /transl_table=11
                     /product="bacterial extracellular solute-binding protein,
                     family 5"
                     /protein_id="AAP28426.1"
                     /db_xref="Pathema:BA_4729"
                     /translation="MRFKRGLVSCFIAILCLSVFLAGCSSNAKTGNEGSGSKGTKEGG
                     VLTIARLSDADNLDPHFITNIPSASVVYHKVYENLVQRDKNMDFKPMLAKEWKQIDDL
                     NWEFKLQQGVTFQDGAPFNAEAVKKNFERVLDPKVGSNRATVYSMIQEIKVIDEYTVQ
                     FILKYPYSPLLSIFASNEGSILSPKAIDEKGKGLAQHPVGTGPYTFKSWKPGEEIRLE
                     KNKNYWGEKAKVDEVVFKVVPEDATRIGMIETSEAHIAENLPVTEVERVKNSPSMELI
                     ENEGLGVEYIGFNVEKKPFDNPLVRQAIAHAIETKGILKGVYNNVGTEINSVMTPKVF
                     GYTKDVKGYKYDINTAKKLLADAGYPNGFKTTIWTNDSKVRMALVEVIQSQLKGIGVD
                     VEIKVMEYGAFLAATNKSEHAMFVGGWGNATGDGDYNQYNLFHSSSHGATGNQFFYSN
                     PEVDKLIEEARKEKDETKRKELYKQLQEIELKDALLVPIRGINHIAATTKNIKGFWID
                     PSGYLRLEGVELQ"
     gene            4303632..4304531
                     /locus_tag="BA_4731"
                     /old_locus_tag="BA4731"
                     /db_xref="Pathema:BA_4731"
     CDS             4303632..4304531
                     /locus_tag="BA_4731"
                     /old_locus_tag="BA4731"
                     /note="identified by match to protein family HMM PF00528"
                     /codon_start=1
                     /transl_table=11
                     /product="oligopeptide ABC transporter,
                     oligopeptide-binding protein"
                     /protein_id="AAP28427.1"
                     /db_xref="Pathema:BA_4731"
                     /translation="MEVRLSKEENTSLQTIQTKNTSKWIMSYRKLKRNKMAFIGGIIV
                     LFYIVIAIFAPLLAPYNPFDIQLVNKLQPPSMEHWMGTDDKGRDILSRLLHGTRLSLL
                     VGFSSVFIGALFGIILGIISGYYGGWFDTVIMRIIDIMLAFPGILLALAIVGALGPSL
                     VNVIIAIGFFSIPMFARIVRASTLTVKKLEYIDAIRALGANDFTIIMKHIFPNILSPI
                     IVQATLRLATAILSAAGLSFLGLGAQPPSPEWGAMLSNGRDFLFTAPHIAMFPGIAMS
                     TLVIGLNMFGDGLRDALDPRLKK"
     gene            4304547..4305467
                     /locus_tag="BA_4732"
                     /old_locus_tag="BA4732"
                     /db_xref="Pathema:BA_4732"
     CDS             4304547..4305467
                     /locus_tag="BA_4732"
                     /old_locus_tag="BA4732"
                     /note="identified by similarity to GP:10172641; match to
                     protein family HMM PF00528"
                     /codon_start=1
                     /transl_table=11
                     /product="oligopeptide ABC transporter, permease protein"
                     /protein_id="AAP28428.1"
                     /db_xref="Pathema:BA_4732"
                     /translation="MLMFIFRRILQLIPVLFGVVFVVFLIRQMVPGDPALLIAGEGAS
                     KETVEQIRHQLGLDKPFIMQYFSYIGNILQGDFGVSIRSNRPVLDEVLIRLPITIELA
                     LCSIVITVVIGMIAGIISATKQYSWTDVSIMIIALLGVSLPSFWFGLMLIFYFSVQIQ
                     IFPVSGWGTWMHMVLPALTLGASGAAIVARMTRSSMLDVIRQDYIRTARAKGVKERVV
                     IYKHALRNALIPVITVVGLQFGALLGGTVLVESVFAINGLGRLIVDAIRMRDLPMLQG
                     GVLIASVIFVLVNLIVDILYRYFNKRIELN"
     gene            4305482..4306498
                     /locus_tag="BA_4733"
                     /old_locus_tag="BA4733"
                     /db_xref="Pathema:BA_4733"
     CDS             4305482..4306498
                     /locus_tag="BA_4733"
                     /old_locus_tag="BA4733"
                     /note="identified by similarity to EGAD:30672; match to
                     protein family HMM PF00005; match to protein family HMM
                     PF08352; match to protein family HMM TIGR01727"
                     /codon_start=1
                     /transl_table=11
                     /product="oligopeptide ABC transporter, ATP-binding
                     protein"
                     /protein_id="AAP28429.1"
                     /db_xref="Pathema:BA_4733"
                     /translation="MNKKEEVLQVKDLKTHFFTDEGVSKAVDGLNFSISKGETLGIVG
                     ESGCGKSITSLSIMRLIDRESGSKVEGNILFKGKDLLQQNESEMRAIRGNQISMIFQE
                     PMTSLNPVYSVGEQIAEAIRIHQKLSKKEAWNKAVDMLKLVGIPSPEKRAKQEPHELS
                     GGMRQRIMIAMALACNPDLLIADEPTTALDVTIQAQILSLMKSLQKQLGMGIIMITHD
                     LGVVSETCDRVAVMYAGKIVEYADIEHIFTSPKHPYTIGLLQSLPSLDTDQEELQTIP
                     GSVPSPYHMPSGCRFADRYTHAKELCHNTLPELQLTQDGSEVRCWMFTDLWDKSSSEK
                     LEVL"
     gene            4306500..4307486
                     /locus_tag="BA_4734"
                     /old_locus_tag="BA4734"
                     /db_xref="Pathema:BA_4734"
     CDS             4306500..4307486
                     /locus_tag="BA_4734"
                     /old_locus_tag="BA4734"
                     /note="identified by similarity to EGAD:30673; match to
                     protein family HMM PF00005; match to protein family HMM
                     PF08352; match to protein family HMM TIGR01727"
                     /codon_start=1
                     /transl_table=11
                     /product="oligopeptide ABC transporter, ATP-binding
                     protein"
                     /protein_id="AAP28430.1"
                     /db_xref="Pathema:BA_4734"
                     /translation="MSTTTQINKRDLLQVQNLKQYFPIKKGILGRSISYIKAVDDISF
                     TVYEKETVSIVGESGCGKSTTGRAILRLDEATSGKIIFQDKDLLALNNSAMRKVRKDL
                     QVIFQDPFASLNPRQTVGSILEEAMSIQNVCPKGERKAKVIELLGKVGLPPDAVKRYP
                     HEFSGGQRQRIGIARALAVNPKLIICDEAVSALDVSVQAQVLNLLKQLQQQYGLTYLF
                     ISHDLAVVRHISDRIIVMYLGTIVEIADKHSLFNNPQHPYTKALLSAIPTISAGTKKE
                     RIELKGDLPSPLNPPTGCRFHTRCPYAIEKCATQQPSFQSISKDHKVACHII"
     gene            4307556..4308328
                     /locus_tag="BA_4735"
                     /old_locus_tag="BA4735"
                     /note="putative sensor histidine kinase, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_4735"
     gene            4308325..4309020
                     /locus_tag="BA_4736"
                     /old_locus_tag="BA4736"
                     /db_xref="Pathema:BA_4736"
     CDS             4308325..4309020
                     /locus_tag="BA_4736"
                     /old_locus_tag="BA4736"
                     /note="identified by similarity to OMNI:EF2218; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF00165"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator"
                     /protein_id="AAP28431.1"
                     /db_xref="Pathema:BA_4736"
                     /translation="MNVLLVDDEPLELEQLEFLIHRQFPNWTLHLALDAAEALSINEK
                     FSIHLALLDIHLPGISGLQLGEKFKNNNANLDIIIVTAYQNFDYAKQSIRLGVIDYIT
                     KPIIEKELIDVLQKYKGDSNIISYSRIIQDTLDIIHETFSDKLHLADIAAKVHTNPTY
                     LSRRFHEEVGVSFSGYIMQYRIEMSQKYLTEHPHWCISQISERSGFNSQHYFSTVFRK
                     MTGMTPKEYRGEG"
     gene            4309024..4309779
                     /locus_tag="BA_4737"
                     /old_locus_tag="BA4737"
                     /db_xref="Pathema:BA_4737"
     CDS             4309024..4309779
                     /locus_tag="BA_4737"
                     /old_locus_tag="BA4737"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP28432.1"
                     /db_xref="Pathema:BA_4737"
                     /translation="MTKNNTVFTSLQLGIGTGTVLLLSKWVASISTLALPESIINYGL
                     LAGILYAMIGPFTLILLGILIKKIRSTFPKGESIHDYLSYKLSHKGYIIVCSFLVLLS
                     IESMFIQTKVASILLNVFFHIPYTLGSFLFITLCTIFVMLSNAKLFTKMAIMQTVLMF
                     STMIIIPIYFFVQDGITHVYDGIRLYHPYLLFYENINGIYFLSAGILIETGRVLISPA
                     SWDKAFRIHPKKSFQLFYYQGLYGLPSLWRSLL"
     gene            4309782..4310327
                     /locus_tag="BA_4738"
                     /old_locus_tag="BA4738"
                     /db_xref="Pathema:BA_4738"
     CDS             4309782..4310327
                     /locus_tag="BA_4738"
                     /old_locus_tag="BA4738"
                     /note="identified by similarity to GB:AAU16019.1"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP28433.1"
                     /db_xref="Pathema:BA_4738"
                     /translation="MIVIFSGSLDHLYDLLAQLPKKIEFTILFYLLVIGSLSAIASSF
                     ISWMHGFTKLIQDVIPMIRTKMNPKLHATHFIAIAIGFLAFFITITTNYTILEIIFFF
                     GIFYTSLIITILFIIFSKQKISIIIPLISIIGALTGYAVYFLIDPLTSIWSSITVTLS
                     LSIFYTFSHWIHQQSKYKMKL"
     gene            4310557..4310742
                     /locus_tag="BA_4739"
                     /old_locus_tag="BA4739"
                     /db_xref="Pathema:BA_4739"
     CDS             4310557..4310742
                     /locus_tag="BA_4739"
                     /old_locus_tag="BA4739"
                     /note="identified by similarity to GP:16411973; match to
                     protein family HMM PF04024"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28434.1"
                     /db_xref="Pathema:BA_4739"
                     /translation="MSKKLYKSETDKMLFGVCGGLGEYFDISSTLIRILWVIAILCFG
                     TGFLVYFICLLLMPRSY"
     gene            complement(4310808..4311380)
                     /locus_tag="BA_4740"
                     /old_locus_tag="BA4740"
                     /db_xref="Pathema:BA_4740"
     CDS             complement(4310808..4311380)
                     /locus_tag="BA_4740"
                     /old_locus_tag="BA4740"
                     /note="identified by similarity to OMNI:NTL01BH2912; match
                     to protein family HMM PF01381; match to protein family HMM
                     PF07883"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein"
                     /protein_id="AAP28435.1"
                     /db_xref="Pathema:BA_4740"
                     /translation="MKEYEDMQTKEVIQQVGQLLRQIRNEQKLSLEELAQKTGVSKLT
                     LGKIERGETNPTLAVIWKITKGLSIPLSRLMVVGEPVAVARCGEGFAVDVGQAWHLET
                     MFRYTKETGMEMHRACLRANSIYEPEAHHEGAIELVTVMKGKVSIQVESDVYELNEFD
                     SIQFEANKKHSYKNEEDEVAVLHLTMKYSS"
     gene            4311481..4312446
                     /locus_tag="BA_4741"
                     /old_locus_tag="BA4741"
                     /db_xref="Pathema:BA_4741"
     CDS             4311481..4312446
                     /locus_tag="BA_4741"
                     /old_locus_tag="BA4741"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP28436.1"
                     /db_xref="Pathema:BA_4741"
                     /translation="MRAILLGLLSSAFFSATFIINRAMNVSGTSWAWTASFRFLFALP
                     ILFLIVLFRKNLRELWEELKKHPLAWIGWGSVAGIGFYSLLSFAAVFSPAWLVAGTWQ
                     VTILAGLLLSPLFFVKIETKSGTKLVRGKIPLRSLYVALFILLGVICMQATAAGHITI
                     TQFISGFLPVVLAAFLYPFGNRKMMELVGGRLDTFQRVLGMAIGSLPITILLGIYGFS
                     TTGIPTSSQMLQGFLLALCSGVIATMTFFFATDLAKDNLALLGAVEATQAGTMVFTML
                     GEIVFLNGSFPGGLSLLGMIIIMLGMVANSILNRSVPVVKQKKTA"
     gene            4312590..4313255
                     /locus_tag="BA_4742"
                     /old_locus_tag="BA4742"
                     /db_xref="Pathema:BA_4742"
     CDS             4312590..4313255
                     /locus_tag="BA_4742"
                     /old_locus_tag="BA4742"
                     /note="identified by similarity to OMNI:NTL01EC00851;
                     match to protein family HMM PF00230"
                     /codon_start=1
                     /transl_table=11
                     /product="aquaporin Z"
                     /protein_id="AAP28437.1"
                     /db_xref="Pathema:BA_4742"
                     /translation="MLKKAIAEFIGTFVLVLFGTGVAVIGGGIEGIGTLGIAMAFGLS
                     IVAMAYSIGTISGCHINPAVSVAMFINKRMNAMELCYYVLAQILGGLLGAATLVTILQ
                     SAKTPLDNLGQNGFGTLGLSGAFLVEFILTFVFILVIVAVTGKKGSSSLAGLVIGFTL
                     VLVHLLGIPLTGTSVNPARSIAPALFVGGEALSQLWVFIVAPILGGIVAAIVGKFILN
                     TEK"
     gene            complement(4313314..4313745)
                     /locus_tag="BA_4743"
                     /old_locus_tag="BA4743"
                     /db_xref="Pathema:BA_4743"
     CDS             complement(4313314..4313745)
                     /locus_tag="BA_4743"
                     /old_locus_tag="BA4743"
                     /note="identified by similarity to OMNI:SP1636; match to
                     protein family HMM PF02082"
                     /codon_start=1
                     /transl_table=11
                     /product="rrf2 family protein"
                     /protein_id="AAP28438.1"
                     /db_xref="Pathema:BA_4743"
                     /translation="MGISSRFTVGVHMLTLLAIDRNSRCTSEWIAGSVNTNPVVIRRI
                     TGMLKRAGLVDVQAGKGGTTLARDLEEITLLDVYKAVEVVEEGQLFSFHENPNIECPV
                     GANIQSVLEIILMQAQEAMENVLANVTVDQLVTNLKSKMKE"
     gene            complement(4313864..4315084)
                     /locus_tag="BA_4744"
                     /old_locus_tag="BA4744"
                     /db_xref="Pathema:BA_4744"
     CDS             complement(4313864..4315084)
                     /locus_tag="BA_4744"
                     /old_locus_tag="BA4744"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP28439.1"
                     /db_xref="Pathema:BA_4744"
                     /translation="MRKFSHVFSFYFREAFLSKKSLITSAILFLIVFGLFAFNHFTAD
                     NDKGKDKFAVVTESDTYKVQESDVTKLLPSAKVTVENKDKFNELRKQVEDGDLDGLFR
                     ITEKNGIPEVTYMYSGFPSQSTATLMASYLKEQYTAVMIEKNNVSAEVAKQLQMEIPL
                     KQEAVKDHASSFGIGYVFSFALYMFIVIFGAAIGTTVASEKSSRVMELMLPKVKPLTM
                     LHAKILAIVSSALLLLVIASFGFVVPNLLGWVDLENASLIGLTLDFSKLDAIVISMFF
                     VYFVTGYLLYAMLYAAVGAVVSKIEDVQSLSFPITMLGMAAFFISLKSLFDPNSTLAI
                     VSSYIPFFTPMVTFSRLVSGEAGTVEIIVTLVILLVTIVIVNMLTSRIYVNGVMNYSD
                     KVKFKDLAKFIKRQ"
     gene            complement(4315087..4315971)
                     /locus_tag="BA_4745"
                     /old_locus_tag="BA4745"
                     /db_xref="Pathema:BA_4745"
     CDS             complement(4315087..4315971)
                     /locus_tag="BA_4745"
                     /old_locus_tag="BA4745"
                     /note="identified by similarity to GP:3688825; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP28440.1"
                     /db_xref="Pathema:BA_4745"
                     /translation="MSLQIQNLTKQFGESKAVNSLQISLPKGEVLGLLGRNGAGKTTT
                     IKMLLGLLTPNEGSITWDGKTFGTSGVTIGYLPEERGLYTKSRVIDQLRYFGRLEGMA
                     KKEVDLAIDHWLDRLAIPEYKFKTAGELSKGNQQKIQLIAALLHNPELLILDEPFSGL
                     DPVNAGMLASIIEEQVQSGKTIILSSHRMEQVEAFCQHVCILKKGEAVVKGQLSDIKK
                     EYGFRNLTIEDTEENEKGLQAIHVSYEKQQGLLYVKVQDDAEALNILQQLQEQGVTLR
                     QFKMLEPTLNEIFVERAK"
     gene            4316315..4317142
                     /locus_tag="BA_4746"
                     /old_locus_tag="BA4746"
                     /db_xref="Pathema:BA_4746"
     CDS             4316315..4317142
                     /locus_tag="BA_4746"
                     /old_locus_tag="BA4746"
                     /note="identified by similarity to GP:1944618; match to
                     protein family HMM PF03767; match to protein family HMM
                     TIGR01533"
                     /codon_start=1
                     /transl_table=11
                     /product="5'-nucleotidase, lipoprotein e(P4) family"
                     /protein_id="AAP28441.1"
                     /db_xref="Pathema:BA_4746"
                     /translation="MKMKRGITTLLSVAVLSTSLVACSGTTEKTVAKEEKVKLTDQQL
                     MADLWYQTAGEMKALYYQGYNTGQLKLDAALAKGTEKKPAIVLDLDETVLDNSPHQAM
                     SVKTGKGYPYKWDDWINKAEAEALPGSIDFLKYTESKGVDIYYISNRKTNQLDATIKN
                     LERVGAPQATKEHILLQDPKEKGKEKRRELVSQTHDIVLFFGDNLSDFTGFDGKSVKD
                     RNQAVTDSKAQFGEKFIIFPNPMYGDWEGALYDYNFKKSDAEKDKIRHDNLKSFDAK"
     gene            complement(4317167..4317954)
                     /locus_tag="BA_4747"
                     /old_locus_tag="BA4747"
                     /note="chemotaxis protein MotB, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_4747"
     gene            complement(4317944..4318738)
                     /locus_tag="BA_4748"
                     /old_locus_tag="BA4748"
                     /db_xref="Pathema:BA_4748"
     CDS             complement(4317944..4318738)
                     /locus_tag="BA_4748"
                     /old_locus_tag="BA4748"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by similarity to EGAD:14089;
                     match to protein family HMM PF01618"
                     /codon_start=1
                     /transl_table=11
                     /product="chemotaxis protein MotA"
                     /protein_id="AAP28442.1"
                     /db_xref="Pathema:BA_4748"
                     /translation="MDFATIIGLILGFVAVVVGMVVKGADVTSLLNPAAALIIFIGTL
                     AAVCIAFPMNQLKRVPKLFKVLFGSNKKDLSYEQLLELFVHWTSESRKYGILSLEQQL
                     DKIQDEFLLRGMKFVIDGVSAEDLEQILEAELEAIEERHAKGAAIFSQAGTYAPTLGV
                     LGAVIGLVAALGNLTDIEKLGHAISGAFIATIFGIFSGYVLWHPFANKLKQKSAAEIE
                     KKRLIIDCLLMLQEGTYPFIMKNRILGSLSATERKKLEKGAEKNAE"
     gene            4319003..4319782
                     /locus_tag="BA_4750"
                     /old_locus_tag="BA4750"
                     /db_xref="Pathema:BA_4750"
     CDS             4319003..4319782
                     /locus_tag="BA_4750"
                     /old_locus_tag="BA4750"
                     /note="identified by match to protein family HMM PF02557"
                     /codon_start=1
                     /transl_table=11
                     /product="serine-type D-Ala-D-Ala carboxypeptidase"
                     /protein_id="AAP28443.1"
                     /db_xref="Pathema:BA_4750"
                     /translation="MKKIIIISAATIVIGITSFAYFGSKSPLQNEARAVESQQHSNHQ
                     KEEIPAFPKADHNAKKLDNDFSVVTNPDSNLVLVNKHRKLPDGYTPEDLTRPNVPFTS
                     PKDKEKTLLRKDAADALENMFEAAKKEGLELTAVSGYRSYKRQKSLHDTYVRRQGKAE
                     ADSVSAIPGTSEHQTGLAMDISSKSAKFQLEPIFGETAEGKWVAKHAHEFGFVIRYLE
                     DKTETTEYSYEPWHLRYVGNPYATYIYKHHLTLEEAMEDKK"
     gene            complement(4319819..4320265)
                     /locus_tag="BA_4751"
                     /old_locus_tag="BA4751"
                     /db_xref="Pathema:BA_4751"
     CDS             complement(4319819..4320265)
                     /locus_tag="BA_4751"
                     /old_locus_tag="BA4751"
                     /note="identified by similarity to OMNI:NTL01BH3093; match
                     to protein family HMM PF03061"
                     /codon_start=1
                     /transl_table=11
                     /product="putative 4-hydroxybenzoyl-CoA thioesterase"
                     /protein_id="AAP28444.1"
                     /db_xref="Pathema:BA_4751"
                     /translation="MKRISYIEDFEQWESGFSFYNSVKVRFGEVDMFGHVNNVVAFTY
                     FEEARIALFKELGFMQEWTHESSETMIVVADLQCNFIKQIYFDEQLKVYVKAGSVGNS
                     SLDLHYMVKNAEGEVCLVGRGMMVQASKKTGRGEPWPEEWKKKLLQ"
     gene            complement(4320367..4321128)
                     /gene="sdhB"
                     /locus_tag="BA_4753"
                     /old_locus_tag="BA4753"
                     /db_xref="Pathema:BA_4753"
     CDS             complement(4320367..4321128)
                     /gene="sdhB"
                     /locus_tag="BA_4753"
                     /old_locus_tag="BA4753"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by similarity to SP:P08066; match
                     to protein family HMM TIGR00384"
                     /codon_start=1
                     /transl_table=11
                     /product="succinate dehydrogenase, iron-sulfur protein"
                     /protein_id="AAP28445.1"
                     /db_xref="Pathema:BA_4753"
                     /translation="MSEKTIRLIITRQDGPDAQAFDQEFEIPYRPNMNIISALMEIRR
                     NPVDSKGNQTTPIAWDMNCLEEVCGACSMVINGKPRQSCTALIDQLEQPIRLKPMKTF
                     PVVRDLQVDRSRMFNALKRVKAWIPIDGTYDLGPGPRMPEKKRQWAYELSKCMTCGVC
                     LESCPNVNSKSDFIGPAPLSQARLFNSHPTGEMHKADRLRAIMGDGGLANCGNSQNCV
                     QSCPKGIPLTTSIAALNRDTTIQSFKDFFGSDNNY"
     gene            complement(4321121..4322914)
                     /gene="sdhA"
                     /locus_tag="BA_4754"
                     /old_locus_tag="BA4754"
                     /db_xref="Pathema:BA_4754"
     CDS             complement(4321121..4322914)
                     /gene="sdhA"
                     /locus_tag="BA_4754"
                     /old_locus_tag="BA4754"
                     /note="identified by similarity to SP:P08065; match to
                     protein family HMM PF00890; match to protein family HMM
                     PF01134; match to protein family HMM PF02910; match to
                     protein family HMM PF07992; match to protein family HMM
                     TIGR01811"
                     /codon_start=1
                     /transl_table=11
                     /product="succinate dehydrogenase, flavoprotein subunit"
                     /protein_id="AAP28446.1"
                     /db_xref="Pathema:BA_4754"
                     /translation="MKGKLIVVGGGLAGLMATIKAAEAGVNVELFSLVPVKRSHSVCA
                     QGGINGAVNTKGEGDSPWIHFDDTIYGGDFLANQPPVKAMCEAAPGIIHLMDRMGVMF
                     NRTEEGLLDFRRFGGTQHHRTAFAGATTGQQLLYALDEQVRRHEVAGLVTKYEGWDFL
                     RAVVDDEGVCRGIVAQDLQTMEIKSFGADAVIMATGGPGIIFGKSTNSIINTGTAASA
                     VYQQGAYYANGEFIQIHPTAIPGDDKLRLMSESARGEGGRVWTYKDGKPWYFLEEKYP
                     AYGNLVPRDIATREIFDVCVEQKLGINGENMVYLDLSHKDPKELDIKLGGIIEIYEKF
                     TGDDPRKLPMKIFPAVHYSMGGLWVDYKQMTNIPGLFAAGECDYSMHGGNRLGANSLL
                     SAIYGGMVAGPNAIEYMKGLSKSSDAVSSTVYEQNELIETEKFNNILTLDGNENAYVL
                     HKELGEWMTDNVTVVRENKKLLETDAKIEELMARYKRININDTARWSNQGASFTRQLA
                     NMFELARVITIGAYNRNESRGAHYKPEFPNRDDANFLKTTMAKFEGEGNAPAFHYEDV
                     DISLIKPRKRDYSSKHDVAAKGEEKGDKQHV"
     gene            complement(4322928..4323554)
                     /gene="sdhC"
                     /locus_tag="BA_4755"
                     /old_locus_tag="BA4755"
                     /db_xref="Pathema:BA_4755"
     CDS             complement(4322928..4323554)
                     /gene="sdhC"
                     /locus_tag="BA_4755"
                     /old_locus_tag="BA4755"
                     /note="identified by similarity to SP:P08064; match to
                     protein family HMM TIGR02046"
                     /codon_start=1
                     /transl_table=11
                     /product="succinate dehydrogenase, cytochrome b558
                     subunit"
                     /protein_id="AAP28447.1"
                     /db_xref="Pathema:BA_4755"
                     /translation="MKGREYTFRKWHSLMGVIPVGVFLTQHLIVNNFATRGAEAFNKA
                     AGFMELLPFRYALEIFIIFLPILYHAIYGLYIAFTAKNNAVSYGYFRNWMFVFQRISG
                     IVTLIFIAWHVWETRIQAMLGKEVNYDMMADILNNPAMFAFYLVGVVSTIFHFANGLW
                     TFCISWGITVSPRSQRISTYVTLAIFLGLSYVGVSALLAFIDPQLANQ"
     gene            4323856..4324305
                     /locus_tag="BA_4756"
                     /old_locus_tag="BA4756"
                     /db_xref="Pathema:BA_4756"
     CDS             4323856..4324305
                     /locus_tag="BA_4756"
                     /old_locus_tag="BA4756"
                     /note="identified by similarity to EGAD:30977"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28448.1"
                     /db_xref="Pathema:BA_4756"
                     /translation="MSKNTIDTTSLEDVSLNAFAYELLREELLPDLIGNDLDGILYWS
                     GRNLARKYPLETIEEVIQFFEKAGWGTLSIIEHKRREMQFQLKGTLIAERQKQKRHSS
                     YQLEAGFIAEQIQKQRNVVAESYEEKKKRSDSITFLVKWDIKDLIEV"
     gene            complement(4324420..4326204)
                     /gene="uvrC"
                     /locus_tag="BA_4757"
                     /old_locus_tag="BA4757"
                     /db_xref="Pathema:BA_4757"
     CDS             complement(4324420..4326204)
                     /gene="uvrC"
                     /locus_tag="BA_4757"
                     /old_locus_tag="BA4757"
                     /note="identified by similarity to EGAD:18538; match to
                     protein family HMM PF01541; match to protein family HMM
                     PF02151; match to protein family HMM PF08459; match to
                     protein family HMM TIGR00194"
                     /codon_start=1
                     /transl_table=11
                     /product="excinuclease ABC, C subunit"
                     /protein_id="AAP28449.1"
                     /db_xref="Pathema:BA_4757"
                     /translation="MHEHLKEKLAILPDQPGCYLMKDRQGTVIYVGKAKVLKNRVRSY
                     FTGSHDGKTLRLVGEIVDFEYIVTSSNLEALILELNLIKKHDPKYNIQLKDDKTYPFI
                     KITAEKQPRLLITRNVKKDKGKYFGPYPNAQSAHETKKLLDRMYPLRKCSNMPDKVCL
                     YYHMGQCLAPCVKEVTEEQNKEIVDEIIKFLNGGHKEVRSELETKMYEASEKLEFERA
                     KELRDQIAHIDAIMEKQKMIMSDLVDRDVFGYAVDKGWMCVQVFFVRKGKLIERDVSM
                     FPIYDEPEEGFLTFIGQFYENSSHFKPKEIVVPGSIDSELVERFLEVEATQPKRGKKK
                     DLVELANKNAKIALEEKFYLIERDEERTIKAVENLGKQLGIETPYRIEAFDNSNIQGT
                     NPVSAMIAFIDGKPAKKEYRKYKIKTVQGPDDYESMREVVRRRYTRALKEGLPLPDLI
                     IIDGGKGHLAAASDVLENELGLYIPMAGLVKDDKHKTSHLIIGDPPEPVMLERNSQEF
                     YLLQRVQDEVHRFAITFHRQLHGKSVIQSALDDIPGIGDKRKKVLLKHFGSLKKMKEA
                     SIEEFVEAGMPKNVAETIYTYLTDKKTL"
     gene            complement(4326353..4326667)
                     /gene="trx"
                     /locus_tag="BA_4758"
                     /old_locus_tag="BA4758"
                     /db_xref="Pathema:BA_4758"
     CDS             complement(4326353..4326667)
                     /gene="trx"
                     /locus_tag="BA_4758"
                     /old_locus_tag="BA4758"
                     /note="identified by similarity to SP:P14949; match to
                     protein family HMM PF00085; match to protein family HMM
                     TIGR01068"
                     /codon_start=1
                     /transl_table=11
                     /product="thioredoxin"
                     /protein_id="AAP28450.1"
                     /db_xref="Pathema:BA_4758"
                     /translation="MAIVNANDQSFAAETSEGVVLLDFWAPWCGPCKMIAPVLEEIDA
                     ELGEKVKVVKVDVDENQETARQFEVMSIPALFVLKDGKVVDQALGYKPKEALVELVSK
                     HF"
     gene            complement(4326879..4327856)
                     /gene="etfA"
                     /locus_tag="BA_4759"
                     /old_locus_tag="BA4759"
                     /db_xref="Pathema:BA_4759"
     CDS             complement(4326879..4327856)
                     /gene="etfA"
                     /locus_tag="BA_4759"
                     /old_locus_tag="BA4759"
                     /note="identified by similarity to OMNI:NTL01BS02846;
                     match to protein family HMM PF00766; match to protein
                     family HMM PF01012"
                     /codon_start=1
                     /transl_table=11
                     /product="electron transfer flavoprotein, alpha subunit"
                     /protein_id="AAP28451.1"
                     /db_xref="Pathema:BA_4759"
                     /translation="MARKVLVMGEVRDGSLRNVSFEAVAAAKTIAEGGEVVGLLVGDS
                     VASFANELIHYGADRVVTVENDKLKSYTSDGYAQAFLAVYAEENPEGIVFGHTALGKD
                     LSPKLAAKLEAGLVSDVTALEVEGGNVIFTRPIYSGKAFEKKIVTDGILFATVRPNNI
                     ATLEKDESRSGDVSSITVDVKDLRTIIQDVVRKTAEGVDLSEAKVIIAGGRGVKSEDG
                     FKPLKELADVLGGAVGASRGACDAEYCDYSLQIGQTGKVVTPDLYIACGISGAIQHLA
                     GMSNSKIIVAINKDPEASIFKVADYGIVGDLFEVVPLLTEEFKKLKVHS"
     gene            complement(4327893..4328666)
                     /gene="etfB"
                     /locus_tag="BA_4760"
                     /old_locus_tag="BA4760"
                     /db_xref="Pathema:BA_4760"
     CDS             complement(4327893..4328666)
                     /gene="etfB"
                     /locus_tag="BA_4760"
                     /old_locus_tag="BA4760"
                     /note="identified by similarity to OMNI:NTL01BS02847;
                     match to protein family HMM PF01012"
                     /codon_start=1
                     /transl_table=11
                     /product="electron transfer flavoprotein, beta subunit"
                     /protein_id="AAP28452.1"
                     /db_xref="Pathema:BA_4760"
                     /translation="MNIYVLMKRTFDTEEKIVIKNGAIYDGEAEFIINPYDEYAIEEA
                     IQVRDAQGGEVTVVTVGGEDSEKELRTALAMGCDKAVLINIEDDVENGDQFTTAKVLA
                     EYLKDKDADLILGGNVAIDGASGQVGPRVAEALNIPYVTTITKLEIDGTNVKIERDVE
                     GDTEVVETSLPVLVTAQQGLNEPRYPSLPGIMKAKKKPLEELELDDLDLEEDDVEAKT
                     KTIEIYLPPKKDAGKVLQGELQDQVKELVSLLHTEAKVI"
     gene            complement(4328745..4329521)
                     /locus_tag="BA_4761"
                     /old_locus_tag="BA4761"
                     /db_xref="Pathema:BA_4761"
     CDS             complement(4328745..4329521)
                     /locus_tag="BA_4761"
                     /old_locus_tag="BA4761"
                     /note="identified by match to protein family HMM PF00378"
                     /codon_start=1
                     /transl_table=11
                     /product="enoyl-CoA hydratase/isomerase family protein"
                     /protein_id="AAP28453.1"
                     /db_xref="Pathema:BA_4761"
                     /translation="MLKFLSVRVEDHIAVATLNHAPANAMSSQVMHDVTELIDQVEKD
                     DNIRVVVIHGEGRFFSAGADIKEFTSVTEAKQATELAQLGQVTFERVEKCSKPVIAAI
                     HGAALGGGLEFAMSCHMRFATESAKLGLPELTLGLIPGFAGTQRLPRYVGKAKACEMM
                     LTSTPITGAEALKWGLVNGVFAEETFLDDTLKVAKQIAGKSPATARAVLELLQTTKSS
                     HYYEGVQREAQIFGEVFTSEDGREGVAAFLEKRKPSFSGR"
     gene            complement(4329533..4330120)
                     /locus_tag="BA_4762"
                     /old_locus_tag="BA4762"
                     /db_xref="Pathema:BA_4762"
     CDS             complement(4329533..4330120)
                     /locus_tag="BA_4762"
                     /old_locus_tag="BA4762"
                     /note="identified by similarity to GP:1770039; match to
                     protein family HMM PF00440; match to protein family HMM
                     PF08359"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, TetR family"
                     /protein_id="AAP28454.1"
                     /db_xref="Pathema:BA_4762"
                     /translation="MKKNRPKYNQIIDAAVIVIAENGYHQAQVSKIAKQAGVADGTIY
                     LYFKNKEDILISLFQEKMGEFVETIRQKTAGIESAVSKLFMLVETHFLLLSQNDPLAI
                     VTQLELRQSNQDLRLKINEVLKGYLQVIDEILETGIKQGEFQADLNVRVARQMIFGTV
                     DEVVTNWVMSDHKYDLVALSKTVHGLLIAACGYRQ"
     gene            complement(4330226..4331917)
                     /gene="fadD"
                     /locus_tag="BA_4763"
                     /old_locus_tag="BA4763"
                     /db_xref="Pathema:BA_4763"
     CDS             complement(4330226..4331917)
                     /gene="fadD"
                     /locus_tag="BA_4763"
                     /old_locus_tag="BA4763"
                     /EC_number="6.2.1.3"
                     /note="identified by similarity to SP:P29212; match to
                     protein family HMM PF00501"
                     /codon_start=1
                     /transl_table=11
                     /product="long-chain-fatty-acid--CoA ligase"
                     /protein_id="AAP28455.1"
                     /db_xref="Pathema:BA_4763"
                     /translation="MKVEKPWLKSYPEEIPSTISYDIQPLHKYVEQMASRYPEKKALH
                     FLGKDITFSVFHDKVKRFANYLQKLGVGKGDRVAIMLPNCPQAVIGYYGTLLAGGIVV
                     QTNPLYTERELEYQLHDSGAKVILCLDLVFPRVTNVQSATKIEHVIVTRIADFLPFPK
                     NLLYPFVQKKQSNLVVKVSESETIHLWNSVEKEVNTGVEVPCDPENDLALLQYTGGTT
                     GFPKGVMLTHKNLVSNTLMGVQWLYNCKEGEEVVLGVLPFFHVYGMTAVMNLSIMQGY
                     KMVLIPKFDMKMVFEAIKKHKVTLFPGAPTIYIALLNSPLLKEYDISSIRACISGSAP
                     LPVEVQEKFETVTGGKLVEGYGLTESSPVTHSNFLWEKRVPGSIGVPWPDTEAMIMSL
                     ETGEALRPGEIGEIVVKGPQIMKGYWNKPEETAAVLQDGWLHTGDVGYMDEDGFFYVK
                     DRKKDMIVASGFNVYPREVEEVLYEHEKVQEVVTIGVPDPYRGETVKAFVVLKEGTEC
                     SEEELNQFARKYLAAYKVPKVYEFRDELPKTTVGKILRRVLIEEEKRKNEDEQTG"
     gene            complement(4332101..4332850)
                     /locus_tag="BA_4764"
                     /old_locus_tag="BA4764"
                     /db_xref="Pathema:BA_4764"
     CDS             complement(4332101..4332850)
                     /locus_tag="BA_4764"
                     /old_locus_tag="BA4764"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28456.1"
                     /db_xref="Pathema:BA_4764"
                     /translation="MSSWRNNINGYCSCNNQNGVHVDSCCFSCDGTVPKLGPTGPTGA
                     TGATGATGVTGVTGVTGATGITGATGITGATGITGVTGPTGATGITGATGPTGATGIT
                     GATGPTGVTGTSITATYAFANNTSGTAISVLLGGTNVPLPNNQNIGPGITVSGGNTVF
                     TVANAGNYYISYTINITASLLVSSRITINGAPLAGTINSPAVATTSFSATIITTLAAG
                     SAISLQLFGLLAVATLSTTTPGAVLTIIRLS"
     gene            complement(4332969..4333109)
                     /locus_tag="BA_4765"
                     /old_locus_tag="BA4765"
                     /db_xref="Pathema:BA_4765"
     CDS             complement(4332969..4333109)
                     /locus_tag="BA_4765"
                     /old_locus_tag="BA4765"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28457.1"
                     /db_xref="Pathema:BA_4765"
                     /translation="MTKNSEYGKFQWEIGCVRKTEYVRLIICGGEAKVQAKGEQIACN
                     NY"
     gene            4333227..4334201
                     /locus_tag="BA_4766"
                     /old_locus_tag="BA4766"
                     /db_xref="Pathema:BA_4766"
     CDS             4333227..4334201
                     /locus_tag="BA_4766"
                     /old_locus_tag="BA4766"
                     /note="identified by match to protein family HMM PF01497"
                     /codon_start=1
                     /transl_table=11
                     /product="iron compound ABC transporter, iron
                     compound-binding protein"
                     /protein_id="AAP28458.1"
                     /db_xref="Pathema:BA_4766"
                     /translation="MKKILSIFIVVFLFAVGCGQQKEEKKETKADNKNQAITIKHAEG
                     ETKLDKPAKKVVVLEWVYSEDLLALGVQPVGMADIKNYNKWVNTKTKPSKDVVDVGTR
                     QQPNLEEISRLKPDLIITASFRGKAIKNELEQIAPTVMFDPSTSNNDHFAEMTETFKQ
                     IAKAVGKEEEGKKVLADMDKAFADAKAKIEKADLKDKNIAMAQAFTAKNVPTFRILTD
                     NSLALQVTKKLGLTNTFEAGKSEPDGFKQTTVESLQSVQDSNFIYIVADEDNIFDTQL
                     KGNPAWEELKFKKENKMYKLKGDTWIFGGPESATSLATQVADVMTAKK"
     gene            4334209..4336245
                     /locus_tag="BA_4767"
                     /old_locus_tag="BA4767"
                     /db_xref="Pathema:BA_4767"
     CDS             4334209..4336245
                     /locus_tag="BA_4767"
                     /old_locus_tag="BA4767"
                     /note="identified by similarity to EGAD:24740; match to
                     protein family HMM PF01032"
                     /codon_start=1
                     /transl_table=11
                     /product="iron compound ABC transporter, permease protein"
                     /protein_id="AAP28459.1"
                     /db_xref="Pathema:BA_4767"
                     /translation="MNNLQHTLRASLVFGGGGALLLLLFFIHIGQGQANISYSMIIDA
                     LISPNQSLEHQTLIMLRLPRAVIAILAGGALAASGVILQTLTKNPLAESSTMGIHSGA
                     YFFLVAATIFLPKGLQINSLLFTFIGGAITALFVYRISGEKKGTPLRMALAGMVVTLM
                     LSAFTGTMQLFYENETAGLFLWGAGSLIQNNWDGVQFSFPFIIISFLVLLGISRKLNI
                     LLLGDDVAVSLGEKTAVTRLIAFIAAIFLTAVIVTVVGPIGFVGLVAPHLMRLIGYRQ
                     HFTLLLSSFLWGAVLLLGADVAGRLIDPTGAELPVGAVTAMIGSPWLIYLVYRMMKSK
                     QYMNDNGANTAGASSRYYSYKKVIIISITLCIVTIALGVTIGSNAYIESITNVISGQL
                     TQFDKNMMMNLRLPRMLVAAIAGACLAISGLVFQGILRNPLADPSIIGISSGAGVGAL
                     TIMYVFPTLPGFFLPIGAFIGGLLAVGIVLFFSWKSGFSPTALALIGIGISALGSAII
                     QIFIVKANLNVAAALTWLSGSTYARGWNHLENIILYPSLILVLIIFFLIKQLDVLVLG
                     DDLATGLGQPVNKTRLALIVLATLLASVNIAAVGTIAFLGLVAPHLARIVVGMNHQRL
                     FVCSALFGAILLSIADLLGRTIAYPKEIPSGLVVAVLGAPYFLWLMRKSGKKVN"
     gene            4336358..4336861
                     /locus_tag="BA_4768"
                     /old_locus_tag="BA4768"
                     /db_xref="Pathema:BA_4768"
     CDS             4336358..4336861
                     /locus_tag="BA_4768"
                     /old_locus_tag="BA4768"
                     /note="identified by similarity to EGAD:109263; match to
                     protein family HMM PF05163"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28460.1"
                     /db_xref="Pathema:BA_4768"
                     /translation="MYQTIEGFLQSWTYEAESTQKMLDVLTDESLSQEIAPGHWMLGR
                     VAWHIVTAIPVILSGTGLKFEGETKDYPVPTSAKTIAAEYRKVNAAFVETLQSKWTDK
                     DLATINDFFGRPMPNSIFLMTLINHQNHHRGQMTVLMRQAGLTVPGVYGPAKEEWAAA
                     GMEAPKM"
     gene            4336998..4337330
                     /locus_tag="BA_4769"
                     /old_locus_tag="BA4769"
                     /db_xref="Pathema:BA_4769"
     CDS             4336998..4337330
                     /locus_tag="BA_4769"
                     /old_locus_tag="BA4769"
                     /note="identified by similarity to GB:AAP11440.1"
                     /codon_start=1
                     /transl_table=11
                     /product="putative spore coat protein C"
                     /protein_id="AAP28461.1"
                     /db_xref="Pathema:BA_4769"
                     /translation="MNTKNKKIALGTILLTSIIGVISVSLYFTYYGTPWGKQAAITES
                     KEYITKYFNLDAEVKNTSYDAKMNSYAIAFDTNKDGEFTIEYKSPNNFNISPEVQAYL
                     SKHSKFTE"
     gene            complement(4337394..4338089)
                     /locus_tag="BA_4770"
                     /old_locus_tag="BA4770"
                     /db_xref="Pathema:BA_4770"
     CDS             complement(4337394..4338089)
                     /locus_tag="BA_4770"
                     /old_locus_tag="BA4770"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28462.1"
                     /db_xref="Pathema:BA_4770"
                     /translation="MLHLIKLELKKFKLGWYVKRAIIANIVILALMIFVSIIAQVEGD
                     AEIRNPETILLMASTIVRATFIVFGSVLIARLIIGEYKNKTILLMFSYPINRKKMMAS
                     KLAIAAIVTFITVIVSNILVVGIFFGIDSYFSILPNSFTVDQLVQEGIKLVPLAIATA
                     GMSLIPLYFGMRKRSVPTTIVSSLIVVSIAMNSNPEFPAATFLPLQLALAAIGVVIAY
                     YGIKNIEKEDITV"
     gene            complement(4338116..4338985)
                     /locus_tag="BA_4771"
                     /old_locus_tag="BA4771"
                     /db_xref="Pathema:BA_4771"
     CDS             complement(4338116..4338985)
                     /locus_tag="BA_4771"
                     /old_locus_tag="BA4771"
                     /note="identified by similarity to OMNI:NTL01BH1199"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28463.1"
                     /db_xref="Pathema:BA_4771"
                     /translation="MKKMIVIAILFITIASVVFGIKVFQGKDFKKEKSFEINNIKEIE
                     VDNENWDIEFKSTDANKIVISAQGEQVDKEIDPVKIENDENKIVIKQKQKMNRFFNGF
                     TFRKKNSICIAIPKKEIDKIVLNNKSGDVKIRDIVVKSIVTKGKYGDEMITGLSAEKG
                     EFTSESGDLMLKDSLLQDVNITSTTGDNYVKNVKKENMNITSTSGEVLLKDMTEGKSL
                     FIETKSGDIGVRYKGVPASLKLMAKSNLADVIVDLKGFKKDKSTEKIKVGTIGDAKNE
                     AKILSETGVIYID"
     gene            complement(4339023..4339727)
                     /locus_tag="BA_4772"
                     /old_locus_tag="BA4772"
                     /db_xref="Pathema:BA_4772"
     CDS             complement(4339023..4339727)
                     /locus_tag="BA_4772"
                     /old_locus_tag="BA4772"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28464.1"
                     /db_xref="Pathema:BA_4772"
                     /translation="MLRLMKLEWKKHQLSSCFKSVAICIIAIFAVVSLMALGMKAEGD
                     VLFSDFKQNMDLANIFIRITFIIFSSVILSRLVIDEYKNKTIQLAFMYPLQRKMLMSA
                     KLTIVFCFCFVSTIIATFIISLLVYFVSPMMGLIETPATIGEIIATVPGTIISAFMIS
                     GISLIPLFFGMRKKSTPTTITSAVIIGMLISGNVGAGNDQVSMFDFIAIPIVLCLLGI
                     FISYLSFRKIDKIDVA"
     gene            complement(4339762..4339938)
                     /locus_tag="BA_4773"
                     /old_locus_tag="BA4773"
                     /db_xref="Pathema:BA_4773"
     CDS             complement(4339762..4339938)
                     /locus_tag="BA_4773"
                     /old_locus_tag="BA4773"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28465.1"
                     /db_xref="Pathema:BA_4773"
                     /translation="MERAFMLNELWLNLVSGLIVMFISGILYYRKPERKWLLILLMIG
                     MLSVVTAGIRMLAV"
     gene            complement(4339916..4340839)
                     /locus_tag="BA_4774"
                     /old_locus_tag="BA4774"
                     /db_xref="Pathema:BA_4774"
     CDS             complement(4339916..4340839)
                     /locus_tag="BA_4774"
                     /old_locus_tag="BA4774"
                     /note="identified by similarity to SP:P42332; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="bacitracin ABC transporter, ATP-binding protein"
                     /protein_id="AAP28466.1"
                     /db_xref="Pathema:BA_4774"
                     /translation="MTYILKTNQLTKVFKGKEVISSVNMHVKKGEIYGFLGPNGAGKT
                     TIMKMITNLIKPTSGEIEIFGEKLTDTSYEVLKRMGTIIEYPIFYDKLTAKENLELHC
                     EYMGYYDKNEIDHALHLVKLQGIDNKKVKDFSLGMKQRLGIARAIVTKPELLILDEPI
                     NGLDPIGIKELRDLFKMLCKEYGITLLVSSHILGEMELMADTIGVIQNGKLIKEVSMK
                     SINGKQTEYIEITVPDVKRAAYILEDKLGIKNYKIMSGNMIRVYDTAVSQQAISKALI
                     MNDVEIESINKKHSSLEEYFLNVMDGEGIHA"
     gene            complement(4340965..4341900)
                     /locus_tag="BA_4776"
                     /old_locus_tag="BA4776"
                     /db_xref="Pathema:BA_4776"
     CDS             complement(4340965..4341900)
                     /locus_tag="BA_4776"
                     /old_locus_tag="BA4776"
                     /EC_number="2.7.13.3"
                     /note="identified by similarity to GP:10173433; match to
                     protein family HMM PF00512; match to protein family HMM
                     PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase"
                     /protein_id="AAP28467.1"
                     /db_xref="Pathema:BA_4776"
                     /translation="MVNLLISIIFILLCVIYIQYKMRKNSSENLRYTYEKLESIVNEK
                     TGEKLLVMTDDLELQKLLVAINQLLDAKQKTNADHAKVEISMRKMLSNISHDLKTPLT
                     VILGYTEMLNKDKTMSKEEQQILLEKVHVKTLEVMELIHKFFDLAKLESGDKAIEMTK
                     VNMNEVCREKILSFYDLVTSKGFHVHIDIPERNIYALGNVEVLGRVLNNFISNAITYG
                     DDGKTLGMTLRDDETNVYIDVWDTGKGIDESHIDKVFERMYTLEDSRNRLYQGSGLGL
                     TITKRLVEAMDGKIHLSSKPYEKTIFTVALKKMQF"
     gene            complement(4341902..4342594)
                     /locus_tag="BA_4777"
                     /old_locus_tag="BA4777"
                     /db_xref="Pathema:BA_4777"
     CDS             complement(4341902..4342594)
                     /locus_tag="BA_4777"
                     /old_locus_tag="BA4777"
                     /note="identified by similarity to OMNI:SA0019; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF00486"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator"
                     /protein_id="AAP28468.1"
                     /db_xref="Pathema:BA_4777"
                     /translation="MSHHILLVEDDLSIQEMVEKYLVKEGFQVTIASDGEEGVDTYLK
                     GSFDLIILDIMMPKLDGLEVVRIIREKSAVPILMMSAKDTDVDKAVGLGLGADDYICK
                     PFSMIELAARVKAGIRRSTKYSATETTEKMIQIGDLTIDPINFTVEKNGKPLKLTLKE
                     FEILKLFVKNQNRVFTKAQIYTLIWNEEYYGDDNVINVHMRRLREKIESDPSNPEYIK
                     TLWGIGYKLEVM"
     gene            4342763..4342936
                     /locus_tag="BA_4778"
                     /old_locus_tag="BA4778"
                     /db_xref="Pathema:BA_4778"
     CDS             4342763..4342936
                     /locus_tag="BA_4778"
                     /old_locus_tag="BA4778"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28469.1"
                     /db_xref="Pathema:BA_4778"
                     /translation="MSENKKVSLADLMREQLAKKKQGNGNGQNAKNQSQETKKLQNQQ
                     TKKTNNQRRRTGV"
     gene            4342937..4343131
                     /locus_tag="BA_4779"
                     /old_locus_tag="BA4779"
                     /db_xref="Pathema:BA_4779"
     CDS             4342937..4343131
                     /locus_tag="BA_4779"
                     /old_locus_tag="BA4779"
                     /note="identified by similarity to EGAD:18343"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28470.1"
                     /db_xref="Pathema:BA_4779"
                     /translation="MNGQKRSNIAPGLEVDIVLKQDQRTGKLTRGIVKDILTNSPSHP
                     HGIKVRLQDGQVGRVQNIVQ"
     gene            complement(4343171..4344370)
                     /locus_tag="BA_4780"
                     /old_locus_tag="BA4780"
                     /db_xref="Pathema:BA_4780"
     CDS             complement(4343171..4344370)
                     /locus_tag="BA_4780"
                     /old_locus_tag="BA4780"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28471.1"
                     /db_xref="Pathema:BA_4780"
                     /translation="MRSEVTVKIKPKFIKEIKSGYPLILKDAIQNLNDVQEEGTIIKV
                     VDEKNHFVGKGYYGKQNKGYGWILTRKESEQINQSFFESKIKSALHKRKQFYKSSDTT
                     AFRALNGEGDGLGGLIIDYYDGYYVVSWYSEGIYTFRDEIIAALQKVANFKGIYEKKR
                     FDTKGKYIEGDDFVAGERGEFPLIVKENGVNFAVYLNDGAMVGVFLDQRNVRKQIRDK
                     YAKGRTVLNMFSYTGAFSVFAALGGASKTTSVDLANRSLSKTIEQFSVNEIDYEAQDI
                     IVEDVFLYFKYAAKKKMKFDMVVLDPPSFARSKKYTFSAAKDYKNLLKETIAITENNG
                     IIVASTNCSAFDMKKFKGFIDTAFKEMNGKYKVLEEHSLPEDFRTIDQFKEGDYLKVV
                     FIEKIKG"
     gene            complement(4344460..4346250)
                     /locus_tag="BA_4781"
                     /old_locus_tag="BA4781"
                     /db_xref="Pathema:BA_4781"
     CDS             complement(4344460..4346250)
                     /locus_tag="BA_4781"
                     /old_locus_tag="BA4781"
                     /note="identified by similarity to OMNI:NTL03PA03739;
                     match to protein family HMM PF00999"
                     /codon_start=1
                     /transl_table=11
                     /product="sodium/hydrogen exchanger family protein"
                     /protein_id="AAP28472.1"
                     /db_xref="Pathema:BA_4781"
                     /translation="MVESLLLSIVIIITLGIASQWTAWRFQLPAIVVMAVAGLLIGPV
                     FGIINPKEVLGDVFSPLVSLSVAIILFEGSLSLDIRELRGLSKPVFRIVTFGAFIAWI
                     AGSLAAHYVAGLDWAVAFIIGGLFIVTGPTVIIPLLRQARLKPRTAAILKWEGIIVDP
                     FGALLAVFAFQIVNFLTKENVQLHTLLYFFAGSLFAMVLGYIFSIFMSYMILKGKVPE
                     YLKAPILLVTVLLCFGIADEVMHETGMLAVTVMGITLARMKKYISSIGDIRHFNENIS
                     VLLTSTVFIILTASLPRTTIMEIFSWPIISFVLMMLFVVRPLSIWISTIGTELTKAER
                     ALVGWIAPRGIVALTVSSYFATELLQEGYKDASILTALTFALVITTVCAHGFSIGFLA
                     KRLGLANTEPPGILISGASTFSSAFALHCKEMGVPSLIVDVSEEHLQCAKVKGLNTYN
                     GQVLSEQLQFEVDMNQYEYLIAVTDTDSYNVLVANTYVPQFGHHNTFLLPIHDVEKIE
                     QERISLSKKAHLLFGQNEIYEELNRKIEDGYTFKTIQVAEEQKINKEEINSEDLILFI
                     RHRDGSLTFSTLYKYIAVMPGDELVVLAKQ"
     gene            4346561..4346884
                     /gene="isdG"
                     /locus_tag="BA_4782"
                     /old_locus_tag="BA4782"
                     /db_xref="Pathema:BA_4782"
     CDS             4346561..4346884
                     /gene="isdG"
                     /locus_tag="BA_4782"
                     /old_locus_tag="BA4782"
                     /EC_number="1.14.99.3"
                     /note="identified by match to protein family HMM PF03992"
                     /codon_start=1
                     /transl_table=11
                     /product="heme oxygenase"
                     /protein_id="AAP28473.1"
                     /db_xref="Pathema:BA_4782"
                     /translation="MIIVTNTAKITKGNGHKLIDRFNKVGQVETMPGFLGLEVLLTQN
                     TVDYDEVTISTRWNAKEDFQGWTKSPAFKAAHSHQGGMPDYILDNKISYYDVKVVRMP
                     MAAAQ"
     gene            complement(4346950..4347714)
                     /gene="srtB"
                     /locus_tag="BA_4783"
                     /old_locus_tag="BA4783"
                     /db_xref="Pathema:BA_4783"
     CDS             complement(4346950..4347714)
                     /gene="srtB"
                     /locus_tag="BA_4783"
                     /old_locus_tag="BA4783"
                     /note="identified by match to protein family HMM PF07170;
                     match to protein family HMM TIGR03064"
                     /codon_start=1
                     /transl_table=11
                     /product="sortase B"
                     /protein_id="AAP28474.1"
                     /db_xref="Pathema:BA_4783"
                     /translation="MSSEKERKKKIFFQRILTVVFLGTFFYSVYELGDIFMDYYENRK
                     VMAEAQNIYEKSPMEEQSQDGEVRKQFKALQQINQEIVGWITMDDTQINYPIVQAKDN
                     DYYLFRNYKGEDMRAGSIFMDYRNDVKSQNRNTILYGHRMKDGSMFGSLKKMLDEEFF
                     MSHRKLYYDTLFEGYDLEVFSVYTTTTDFYYIETDFSSDTEYTSFLEKIQEKSLYKTD
                     TTVTAGDQIVTLSTCDYALDPEAGRLVVHAKLVKRQ"
     gene            complement(4347746..4348516)
                     /locus_tag="BA_4784"
                     /old_locus_tag="BA4784"
                     /db_xref="Pathema:BA_4784"
     CDS             complement(4347746..4348516)
                     /locus_tag="BA_4784"
                     /old_locus_tag="BA4784"
                     /note="identified by similarity to EGAD:10278; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="iron compound ABC transporter, ATP-binding
                     protein"
                     /protein_id="AAP28475.1"
                     /db_xref="Pathema:BA_4784"
                     /translation="MEIKNVTFSYDNVTDRLKSVSSEIEIGKVTTIIGPNGCGKSTLL
                     GVMSRNHDPRSGEVILDGKAISQYKPKEFARKLAVVHQQNEAPADMTVEKLTSFGRMP
                     HKNIFSSQTDEDREAIERALACTNLLSKRDKEIHALSGGERQRVWIAMTLAQKTPMLF
                     LDEPTTYLDIYYQLEILELVKELNEVHGLTIVMVLHDINQAIRYSDHIIVMKDGEIVT
                     KGKPDDVVTENMIKAIYGVDVVVKQDEDTGLYMVPMGI"
     gene            complement(4348506..4349489)
                     /locus_tag="BA_4785"
                     /old_locus_tag="BA4785"
                     /db_xref="Pathema:BA_4785"
     CDS             complement(4348506..4349489)
                     /locus_tag="BA_4785"
                     /old_locus_tag="BA4785"
                     /note="identified by similarity to EGAD:37682; match to
                     protein family HMM PF01032"
                     /codon_start=1
                     /transl_table=11
                     /product="iron compound ABC transporter, permease protein"
                     /protein_id="AAP28476.1"
                     /db_xref="Pathema:BA_4785"
                     /translation="MNKKTWSFLIVTALLIVMTSLSAMKGSLEVGIVELVQGIFTGGN
                     EDVEVIKDLRFPRIIIALFTGAALAVSGVLFQAVMKNPLADAGVIGISSGASFMTLVI
                     ITLFPQFFFWTPVFAFLGGAFACYLVYAFSWKSGLSPLRIILVGIAINAMFTGLNESF
                     ITICGYFIKSIKQTTTSNITMKTWGDVEIMVTYGTIGLVLALFVGAWCNLLSLQDKTA
                     KNLGLHVTRVRLIISVIAVLLAAVSTAIAGVIAFVGLLVPHISRQLVGSDHKVLIPFS
                     ALAGALLILTADTIGRLIVPPNEIPAATIMAVIGGPFLIFLLRKSDKVHGN"
     gene            complement(4349517..4350392)
                     /locus_tag="BA_4786"
                     /old_locus_tag="BA4786"
                     /db_xref="Pathema:BA_4786"
     CDS             complement(4349517..4350392)
                     /locus_tag="BA_4786"
                     /old_locus_tag="BA4786"
                     /note="identified by similarity to EGAD:16402; match to
                     protein family HMM PF01497; match to protein family HMM
                     TIGR03659"
                     /codon_start=1
                     /transl_table=11
                     /product="iron compound ABC transporter, iron
                     compound-binding protein"
                     /protein_id="AAP28477.1"
                     /db_xref="Pathema:BA_4786"
                     /translation="MKKIASVLMAIILLVSIAGCSAPKKEAAKQVKSESKERVVATTV
                     AVTEIMDALEVDLVGVPTSTKDLPKRYKGLPEVGNPMSPDMEKVKSLKPSEVLSVTTL
                     EYELKPVFDGVGMKANFVDLTSLKNMQNAISNLGKQYGREKQAEAVVTKLDKKVASIR
                     KEVKGKREPTVLILLGVPGSYLVATEHSYIGDLVKQLGGKNIVQGEKVEYLASNTEYL
                     KKADPDIILRAAHGMPDEVVKMFDKEFKTNDIWKHFAAVKNNRVYDLEERLFGTTGNL
                     AAIEALDELKKMMYP"
     gene            complement(4350468..4353125)
                     /locus_tag="BA_4787"
                     /old_locus_tag="BA4787"
                     /db_xref="Pathema:BA_4787"
     CDS             complement(4350468..4353125)
                     /locus_tag="BA_4787"
                     /old_locus_tag="BA4787"
                     /note="identified by similarity to OMNI:NTL01BH3301; match
                     to protein family HMM PF05031; match to protein family HMM
                     TIGR03063"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28478.1"
                     /db_xref="Pathema:BA_4787"
                     /translation="MNRYTKIIVAMFLMIFTFVSTLQPLAVQAATKLADGEYSIGFKV
                     LKDTSDEESMMNQYSVSPGTLKVKDGKKKVSFTLTNSSWITKFETEKAGKLVATNVIS
                     EDKEKDTRVVEFDVEDVEKVLNAKVKVDIDFLNYHHEYDVRIAFDQNSITPIHVEQPN
                     EKEDPANKPDPNEKPDPSQKPDQKPDPDQQPNSNTIKDGEYSIPFKVLKNQTDEESKM
                     NTYMVNPGVLKIENGKKKAIVTLKSSSLIKNFQTEKDGAFVDAKVVSENKEKDTRVVE
                     FEVADLSKKLNTKVFIEMASRNYKQTHDVQLLFEQDKLEQIKNEEKQPEVEKPEVEKP
                     EVEKPEVEKPDENKKTDAETIKDGEYSINFKALKDQTDEISMMNTYTKSPGLLKVKDG
                     KKYVSFTLTNSSWITKFEFEKNGSFVDANVISEDKKADTRVVEVAVDDLSKKLNAKVK
                     VDIDSMNYHHFYDIQFAFDKGSIKPLDNQGGNDNQGGNNNQGGNNNHDDNKTIDPNAL
                     KDGEYSIGFKVLKDKTEEISMMNTYTKNPGVLKVKDGKKYVSFTLTNSSWITKFEFEK
                     NGAFVDAKVLGTNKEQDTRVVEVEVADLSKKLNAKVKVDIDSMNYHHFYDIQFAFDKG
                     SIKSLGNQGGDTNQDGNGNQGGNDNQGGSNNQDDNNNQDGTNNLNENPTVDPKNLKDG
                     QYDIAFKVLKDKTEEISMMNQYVVSPARLTVKDGKKYIAMTLKNSEWITKFQTEKNGG
                     FADAKVVSEDKAANTRVVEFEANDLFAKLNAKVKVDIDSMNYHHFYDVQIQFDPTKIG
                     AVGTVKEEPKNEPKNPVITPKVDNVKTIATPDFNRNADGKKKNEATNNDAKKEKNSKT
                     ADTAQLGLYMVLLLGSLALLVRKYRAGRL"
     gene            complement(4353150..4353608)
                     /locus_tag="BA_4788"
                     /old_locus_tag="BA4788"
                     /db_xref="Pathema:BA_4788"
     CDS             complement(4353150..4353608)
                     /locus_tag="BA_4788"
                     /old_locus_tag="BA4788"
                     /note="identified by similarity to OMNI:NTL01BH3301; match
                     to protein family HMM PF05031"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP28479.1"
                     /db_xref="Pathema:BA_4788"
                     /translation="MFKQFKMIIAVFAVLFTFIATLGLQDAKAATKLADGKYNIAFTV
                     WKGDKDESSRMNRYFESPATLTVKNGKQYVSFKVKDSTSIKSFQVEKDGQFVETTVLS
                     ENKKDNTRVVEFEVADLSKKLNGKVKINIPIINYNASYDIRFVFDGNSIK"
     gene            complement(4353632..4354345)
                     /locus_tag="BA_4789"
                     /old_locus_tag="BA4789"
                     /db_xref="Pathema:BA_4789"
     CDS             complement(4353632..4354345)
                     /locus_tag="BA_4789"
                     /old_locus_tag="BA4789"
                     /note="identified by match to protein family HMM PF05031;
                     match to protein family HMM TIGR03063; match to protein
                     family HMM TIGR03656"
                     /codon_start=1
                     /transl_table=11
                     /product="putative LPXTG-motif cell wall anchor domain
                     protein"
                     /protein_id="AAP28480.1"
                     /db_xref="Pathema:BA_4789"
                     /translation="MKKVSVLPAFIITFVCMLAFLVMPYGNASAKLADGTYDINYVIQ
                     KAENDSASMANDYFEKPAKLIVKNGEMRVQVPMNHSAWITEFKAPENGNFVDAKVVSK
                     DESADKRTVEFKVDDLSKPAAVKIHVVVPNANYDHHYTIRFAFDANVKAVGGDNGVAA
                     TTKNNDQAKTDTQVKEEKTKVESKETAKEVNKETKNENGKAEKTDNPKTGDEARIGLF
                     AALILISGVFLIRKVKLSK"
     gene            complement(4354832..4356157)
                     /gene="brnQ6"
                     /locus_tag="BA_4790"
                     /old_locus_tag="BA4790"
                     /db_xref="Pathema:BA_4790"
     CDS             complement(4354832..4356157)
                     /gene="brnQ6"
                     /locus_tag="BA_4790"
                     /old_locus_tag="BA4790"
                     /note="identified by similarity to EGAD:109239; match to
                     protein family HMM PF05525; match to protein family HMM
                     TIGR00796"
                     /codon_start=1
                     /transl_table=11
                     /product="branched-chain amino acid transport system II
                     carrier protein"
                     /protein_id="AAP28481.1"
                     /db_xref="Pathema:BA_4790"
                     /translation="MKSSLKFSEMFAISLMLFALFFGAGNMIFPPALGQGAGTDVWIA
                     LFGFIVTGVGLPLLGVIVIALKGDINELAGRVHPIFALVFITAIYLCLGVFVSVPRTG
                     TVAYEMSVAPFLPSEIAGQSYSLVIFTFIFFAVTFYLALNPSKLVGRIGKVLTPILLA
                     VIAIIVGKALITPIGEFGAPTEAYSAPLFKGFIDGYLTLDGLAALVFGNVVIHALKEK
                     GITNKNSIAKVTIFAGFIAALGLLLVYLALAYLGASSVSLGMGANGGIILTNVVNHLF
                     GSYGTLLLGIAITAACLTTSVGIVAACGDYFSSLLPKLSYQKVVFIFCVLAFMVANLG
                     LTQLNALALPILIAIYPIGIVLIVLSLVENYVRLPLAMYVGGIVGAFAISFFDGLHNA
                     NLQIAALAPILDKIPLYSVGIGWLVPGIIGIGFGYIVSKFQKQEVAVEK"
     gene            complement(4356634..4357323)
                     /locus_tag="BA_4792"
                     /old_locus_tag="BA4792"
                     /db_xref="Pathema:BA_4792"
     CDS             complement(4356634..4357323)
                     /locus_tag="BA_4792"
                     /old_locus_tag="BA4792"
                     /note="identified by similarity to OMNI:VC2223; match to
                     protein family HMM PF00849; match to protein family HMM
                     PF01479; match to protein family HMM TIGR00093"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA pseudouridine synthase family protein"
                     /protein_id="ACZ49990.1"
                     /db_xref="Pathema:BA_4792"
                     /translation="MKINQYISEANSCSRRETDRLIKAGRVAINGEICTHGALVNEGD
                     VVTIDGQVIAKEEKEKVYIAFHKPVGITCTAAEHIEGNIIDYINYPERIFPVGRLDKA
                     SEGLILLTNDGGIANQILHGDHEHEKEYVVTVDKPFTDWFINEMSSGVKIKDGITKPC
                     KVTRVDKSTCRIVLTQGMNRQIRRMSRAFGFTVTKLKRERIMNIELNDLEVGKWRDIT
                     AEELELLIGQL"
     gene            complement(4357396..4357488)
                     /locus_tag="BA_4793"
                     /old_locus_tag="BA4793"
                     /db_xref="Pathema:BA_4793"
     CDS             complement(4357396..4357488)
                     /locus_tag="BA_4793"
                     /old_locus_tag="BA4793"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28482.1"
                     /db_xref="Pathema:BA_4793"
                     /translation="MFMDKLAKVLLACCGIFLVIGVIYLVVFAK"
     gene            complement(4357519..4359879)
                     /locus_tag="BA_4794"
                     /old_locus_tag="BA4794"
                     /db_xref="Pathema:BA_4794"
     CDS             complement(4357519..4359879)
                     /locus_tag="BA_4794"
                     /old_locus_tag="BA4794"
                     /note="identified by match to protein family HMM PF00488;
                     match to protein family HMM PF01713; match to protein
                     family HMM TIGR01069"
                     /codon_start=1
                     /transl_table=11
                     /product="MutS2 family protein"
                     /protein_id="AAP28483.1"
                     /db_xref="Pathema:BA_4794"
                     /translation="MLERTLRVLEYNKVKEQLLEHTASSLGRDKVKHLVPSTDFEEIV
                     EMQDTTDEAAKVIRLKGSAPLGGITDIRSNVKRAKIGSMLSPNELLDIANTMYGSRNM
                     KRFIEDMVDNGVELPILETHVAQIVSLYDLEKKITNCIGDGGEVVDSASDKLRGIRTQ
                     IRTAESRIREKLENMTRSSNAQKMLSDSIVTIRNERYVIPVKQEYRGVYGGIVHDQSA
                     SGQTLFIEPQVIVELNNALQEARVKEKQEIERILLMLTEEVAVEADIVLSNVEVVANL
                     DFIFAKAFYAKRIKATKPIVNNERYMDLRQARHPLIDPEVIVPNNIMLGKDFTTIVIT
                     GPNTGGKTVTLKTVGICVLMAQSGLHIPVMDESEICVFKNIFADIGDEQSIEQSLSTF
                     SSHMVNIVDILEKADFESLVLFDELGAGTDPQEGAALAISILDEVCNRGARVVATTHY
                     PELKAYGYNREQVINASVEFDVNTLSPTHKLLIGVPGRSNAFEISKRLGLSNRVIDQA
                     RNHISTDTNKIENMIAKLEESQKNAERDWNEAEALRKQSEKLHRELQRQIIEFNEERD
                     ERLLKAQKEGEEKVEAAKKEAEGIIQELRQLRKAQLANVKDHELIEAKSRLEGAAPEL
                     VKKQKVNVKNTAPKQQLRAGDEVKVLTFGQKGQLLEKVSDTEWSVQIGILKMKVKESN
                     MEYINTPKQTEKKAVATVKGRDYHVSLELDLRGERFENAMARVEKYLDDAQLASYPRV
                     SIIHGKGTGALRQGVQDYLKKHRGVKTFRYGDMGEGGLGVTVVELK"
     gene            complement(4359899..4361617)
                     /locus_tag="BA_4795"
                     /old_locus_tag="BA4795"
                     /db_xref="Pathema:BA_4795"
     CDS             complement(4359899..4361617)
                     /locus_tag="BA_4795"
                     /old_locus_tag="BA4795"
                     /note="identified by similarity to EGAD:107721; match to
                     protein family HMM PF02811"
                     /codon_start=1
                     /transl_table=11
                     /product="PHP domain protein"
                     /protein_id="AAP28484.1"
                     /db_xref="Pathema:BA_4795"
                     /translation="MKVNKKQVIKLLETIGLFMELKGANPFKISAFRKAAAALESDDR
                     SLSEIEDFTKIPGIGKGTAAVIQEYIESGTSEVLQELEKEVPSSLLPLLKLPGLGGKK
                     VAKLYKELGVVDMESLKAVCEENKVQALAGFGKKTEEKILEAIDQVGSRPERLPIAMV
                     LPIAGEIEEKLSNIAEVIRFSRAGSLRRVRETVKDLDFIIATTEPAAVREHLLQFDNM
                     IEVIASGDTKVSVRLQYEYDISIDFRLVKPEEFITTLHHFTGSKDHNVKMRQIAKDKG
                     EKISEYGVENLETGEVKTFEKEEEFFAHFGLPFIPPEVREDGKEIELIKEYPNLIQFS
                     DIQGDLHMHTTWSDGAFSIEEMVQACRARGYKFMAITDHSQYLKVANGLTKERLREQA
                     KEIERMNEKYPDITILRGIEMDILPDASLDFDDEVLAELDYVIGAIHSSFSQDCETIM
                     KRLRAALENKHVTMIAHPTGRLLGRREGYDVDTDLLIELAKETNTVLELNANPNRLDL
                     SAKLLKQAQDAGVKVAINTDAHTLEMLEDMETGVAAARKGWIQKDNVINTWDIERLLD
                     YIKRNK"
     gene            complement(4361673..4362212)
                     /locus_tag="BA_4796"
                     /old_locus_tag="BA4796"
                     /db_xref="Pathema:BA_4796"
     CDS             complement(4361673..4362212)
                     /locus_tag="BA_4796"
                     /old_locus_tag="BA4796"
                     /note="identified by match to protein family HMM PF02674"
                     /codon_start=1
                     /transl_table=11
                     /product="cvpA family protein"
                     /protein_id="AAP28485.1"
                     /db_xref="Pathema:BA_4796"
                     /translation="MIDIIIILLLVMGFFLGLRRGFILQLVKLTSFIIAYLVAYWYCK
                     DLAPALAKFIPYPFDKNVSVPEWIDANNIETVFYQALAFIILFIITKIALSLLGNLLN
                     MFAEIPVLKQVNAFAGAILGFLEVYIILFVLIIIGNILPIEQLQTPLQQSSISKIIVD
                     DTPILSEKVKELWQTGSRV"
     gene            complement(4362214..4362483)
                     /locus_tag="BA_4797"
                     /old_locus_tag="BA4797"
                     /db_xref="Pathema:BA_4797"
     CDS             complement(4362214..4362483)
                     /locus_tag="BA_4797"
                     /old_locus_tag="BA4797"
                     /note="identified by similarity to EGAD:107725; match to
                     protein family HMM PF05164"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28486.1"
                     /db_xref="Pathema:BA_4797"
                     /translation="MSQQKGKKSRINVEIYGQQYSVVGDESTSHIRMVAAIVDDKMRE
                     LNAKNPSLDTSRLAVLTAVNVIHDYIKLKEEHEKLKESMTKKGME"
     gene            4362608..4363543
                     /gene="rnhC"
                     /locus_tag="BA_4798"
                     /old_locus_tag="BA4798"
                     /db_xref="Pathema:BA_4798"
     CDS             4362608..4363543
                     /gene="rnhC"
                     /locus_tag="BA_4798"
                     /old_locus_tag="BA4798"
                     /EC_number="3.1.26.-"
                     /note="identified by match to protein family HMM PF01351;
                     match to protein family HMM TIGR00716"
                     /codon_start=1
                     /transl_table=11
                     /product="ribonuclease HIII"
                     /protein_id="AAP28487.1"
                     /db_xref="Pathema:BA_4798"
                     /translation="MSNSIVIQTNSTVIEDMKQQYKHSLSPKTPQGGIFMAKVPSCTI
                     TAYKSGKVMFQGGRAEAEAARWQTVPQTPKIAVKKSVDSHRYAPPASIGTMSIVGSDE
                     VGTGDFFGPMTVVAVYVDAKQIPLLKELGVKDSKNLNDEQITAIAKQLLHVVPYSSLV
                     LHNEKYNELFDKGNNQGKLKALLHNKAITNLLAKIAPTKPEGVLIDQFTQPDTYYKYL
                     AKQKQVQRENVYFATKGESVHLAVAAASILARYSFVKQFNELSKKAGMPLPKGAGKQV
                     DIAAAKLIQKLGKERLPEFVKLHFANTEKAFRLLK"
     gene            4363675..4363929
                     /locus_tag="BA_4799"
                     /old_locus_tag="BA4799"
                     /db_xref="Pathema:BA_4799"
     CDS             4363675..4363929
                     /locus_tag="BA_4799"
                     /old_locus_tag="BA4799"
                     /note="identified by similarity to GP:20520174"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28488.1"
                     /db_xref="Pathema:BA_4799"
                     /translation="MILNILLGNPHERQFEIRENIQLLSEQPAFNDLIERYGRSFLLN
                     FRIRRFIGKHDARLLIHNPAKLQHFCEELECMIRKRRFFI"
     gene            4363926..4364177
                     /locus_tag="BA_4800"
                     /old_locus_tag="BA4800"
                     /db_xref="Pathema:BA_4800"
     CDS             4363926..4364177
                     /locus_tag="BA_4800"
                     /old_locus_tag="BA4800"
                     /note="identified by similarity to EGAD:166128"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP28489.1"
                     /db_xref="Pathema:BA_4800"
                     /translation="MNTVKVKKVLYAFVHLVGPLSYLTISTIWGAFFTTKSTFENISD
                     NLGVMAIYYVFMSLLWFFYFDRLDKDVDNITKEIHDKKM"
     gene            complement(4364218..4364352)
                     /locus_tag="BA_4801"
                     /old_locus_tag="BA4801"
                     /db_xref="Pathema:BA_4801"
     CDS             complement(4364218..4364352)
                     /locus_tag="BA_4801"
                     /old_locus_tag="BA4801"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28490.1"
                     /db_xref="Pathema:BA_4801"
                     /translation="MSKKVKKDHSRSGLGSPEVEGQGTTTHETGSHKVSSSNKKQKQS
                     "
     gene            complement(4364446..4365837)
                     /gene="asnS"
                     /locus_tag="BA_4802"
                     /old_locus_tag="BA4802"
                     /db_xref="Pathema:BA_4802"
     CDS             complement(4364446..4365837)
                     /gene="asnS"
                     /locus_tag="BA_4802"
                     /old_locus_tag="BA4802"
                     /EC_number="6.1.1.22"
                     /note="identified by similarity to SP:P17242; match to
                     protein family HMM PF00152; match to protein family HMM
                     PF01336; match to protein family HMM TIGR00457"
                     /codon_start=1
                     /transl_table=11
                     /product="asparagine--tRNA ligase"
                     /protein_id="AAP28491.1"
                     /db_xref="Pathema:BA_4802"
                     /translation="MENTLVKSLYRDTDKYAGQTVQVSGWIRNLRDSKAFGFIELNDG
                     SFFKSVQIVFDTELDNFKEIAKLPLSSSVKVEGKVIATPGAKQPFEIKAEKIDIEGLS
                     DSDYPLQKKRHTFEYLRTIAHLRPRTNAFSATFRVRSIAAFAIHQFFQERGFVHVHTP
                     IITGSDTEGAGEMFRVTTQDLNNVPKGEDGQVDESKDFFGKETNLTVSGQLNAEAYAL
                     AFRDVYTFGPTFRAENSNTTRHAAEFWMVEPEIAFAELGDVMNLTEDMLKYAMKYVLE
                     HAPEEMEFFNSFVDKTVLERMNNVINSDFGRITYTEAIKVLQESGADFKYPVEWGIDL
                     QTEHERYLSEEIFKRPVFVTDYPKDIKAFYMRLNDDGKTVAATDLLVPGIGELIGGSQ
                     REERMDVLVDRIKELGMNEEDYWWYLELRKYGGTKHAGFGLGFERFLMYITGMANIRD
                     VIPFPRTPGSSEF"
     gene            complement(4366336..4368756)
                     /gene="pheT"
                     /locus_tag="BA_4803"
                     /old_locus_tag="BA4803"
                     /db_xref="Pathema:BA_4803"
     CDS             complement(4366336..4368756)
                     /gene="pheT"
                     /locus_tag="BA_4803"
                     /old_locus_tag="BA4803"
                     /EC_number="6.1.1.20"
                     /note="identified by similarity to SP:P17922; match to
                     protein family HMM PF01588; match to protein family HMM
                     PF03147; match to protein family HMM PF03483; match to
                     protein family HMM PF03484; match to protein family HMM
                     TIGR00472"
                     /codon_start=1
                     /transl_table=11
                     /product="phenylalanyl-tRNA synthetase, beta subunit"
                     /protein_id="AAP28492.1"
                     /db_xref="Pathema:BA_4803"
                     /translation="MFVSYRWLQEYVDIKDVTAQELADKITKSGIEVEGVEVLNKGVK
                     GVVVGHVLECEKHPEADKLSKCLIDIGEEEPVQIICGAANIAKGLKVPVAKVGAVLPG
                     NFKIKKAKLRGEASHGMVCALQELGIDGKLVSKEYADGIFIFPSDAEVGADALEILNL
                     HDEVLELGLTPNRADCLNMLGVAYEVAAIYGREVKLPAIDLQETAEKTSDYISVSVEA
                     KEENPLYIAKMVKNVKIGPSPMWMQTRLMAAGIRPISNVVDITNYILMEYGQPLHAFD
                     YDKLGSKEIVVRLAKEGEKIETLDDQERTLQSHHLVITNGTKALAVAGVMGGADSEVT
                     NETVNVLIESAYFAGQTVRRTSKDLGLRSESSARFEKGIDPTRTFEAIQHAAALMAKY
                     AGGEALEGVVEADNLQVQERTVSVTAEKVNRVLGTNISASEMGTMFTNLKFPFTEVEG
                     TFHVNVPARRPDITISEDLVEEVGRLYGYDHIPVTLPSGTMTRGKLTAAQTKRRKVRR
                     FLEGAGLYEAITYSLTSADKAKQYMVEPNEKAPVNLALPMSEERSQLRLSLVPQLLEA
                     VSYNVARKNDSVALYEVGSIFLPTEAGELPKEEQHLAGVMTGLALHHAWQGEKKVVDF
                     FVVKGVLEGLFDVLGVSNQITYAPAKREGMHPGRTADIVLDGEVIGFIGQLHPEAEKQ
                     LDVKNTFVFELSLVKVFGTDAEETYYSAIPRFPSMTRDMAVVVTKETKAGEMKQVIAE
                     AGGELLKDVTLFDLYEGEKMEEGKKSLAFSMNYFDPERTLTDEEVTEAHNRVLTAVEE
                     KFGAELRK"
     gene            complement(4368775..4369809)
                     /gene="pheS"
                     /locus_tag="BA_4804"
                     /old_locus_tag="BA4804"
                     /db_xref="Pathema:BA_4804"
     CDS             complement(4368775..4369809)
                     /gene="pheS"
                     /locus_tag="BA_4804"
                     /old_locus_tag="BA4804"
                     /EC_number="6.1.1.20"
                     /note="identified by similarity to SP:P17921; match to
                     protein family HMM PF01409; match to protein family HMM
                     PF02912; match to protein family HMM TIGR00468"
                     /codon_start=1
                     /transl_table=11
                     /product="phenylalanyl-tRNA synthetase, alpha subunit"
                     /protein_id="AAP28493.1"
                     /db_xref="Pathema:BA_4804"
                     /translation="MEARLKELKQKALELIEEAKELKGLNDVRVAYLGKKGPITEVLR
                     GMGKLSAEERPRMGALVNEVREAIQTRLDDKISNLEKAVIEAKLATETIDVTLPGRPV
                     ETGCHHPLTAVVEQIEDVFIGMGYEVAEGTEVEKDYYNFEALNLPKDHPARDMQDTFY
                     ITEETLLRTHTSSVQARTMENNKEKGPIKIICPGKVYRRDDDDATHSHQFMQIEGLVI
                     DKNIRMSDLKGTLQVFVKKMFGEDREIRLRPSFFPFTEPSVEMDISCMMCHGKGCGTC
                     KGTGWIEILGAGMVHPNVLEMAGYDSKEYQGFAFGMGAERIAMLKYGVDDIRHFYTND
                     VRFLQQFKRA"
     gene            complement(4370130..4370894)
                     /locus_tag="BA_4805"
                     /old_locus_tag="BA4805"
                     /db_xref="Pathema:BA_4805"
     CDS             complement(4370130..4370894)
                     /locus_tag="BA_4805"
                     /old_locus_tag="BA4805"
                     /note="identified by match to protein family HMM PF00588;
                     match to protein family HMM PF08032"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA methyltransferase, TrmH family"
                     /protein_id="AAP28494.1"
                     /db_xref="Pathema:BA_4805"
                     /translation="MKNIDSVQNPRVKQWKKLQTKKERDKKGLFFVEGFHLVEEALKA
                     GVVTELIVSDQTDLPKDWTVNDVEMYIVPEAIVKVLRETETTQGVFAVCEKHESEVAL
                     TDGKFLLLDGLQDPGNLGTIIRTADAAGIHAVVLGEGCVDAYNSKVLRSTQGSIFHLP
                     IVKGNLKEWVDKLKENNVPVYGTALENGVPYGEVTPAGSFALIVGNEGNGVRQEILAK
                     TDQNLYIPIYGGAESLNVAVAAGILTYYLQSPVANK"
     gene            4371010..4371219
                     /locus_tag="BA_4806"
                     /old_locus_tag="BA4806"
                     /db_xref="Pathema:BA_4806"
     CDS             4371010..4371219
                     /locus_tag="BA_4806"
                     /old_locus_tag="BA4806"
                     /note="identified by similarity to EGAD:107731; match to
                     protein family HMM TIGR03092"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28495.1"
                     /db_xref="Pathema:BA_4806"
                     /translation="MSFNLRGAVLANVSGNTQDQLQETIVDAIQSGEEKMLPGLGVLF
                     EVIWKNADENEKHEMLETLEQGLKK"
     gene            4371381..4371938
                     /locus_tag="BA_4807"
                     /old_locus_tag="BA4807"
                     /db_xref="Pathema:BA_4807"
     CDS             4371381..4371938
                     /locus_tag="BA_4807"
                     /old_locus_tag="BA4807"
                     /note="identified by match to protein family HMM PF01966"
                     /codon_start=1
                     /transl_table=11
                     /product="HD domain protein"
                     /protein_id="AAP28496.1"
                     /db_xref="Pathema:BA_4807"
                     /translation="MHRITLEQIFKHHITQKYVNRSGMVHAIAVAYHAFHLAKKHHAS
                     VDAATKAGFLHDIGHHTWYTGGEWDYDLYKKNDIHAIKGAERAHKLLIRLGEHPKLAK
                     EISIAILLHTDSFLVEQEIERTSLQNIIKWADEADEEPGGAHHYRTISYEKALKAIQQ
                     LDRLVERELQIEQSKSNNKAEHSYQ"
     gene            4372078..4372788
                     /locus_tag="BA_4808"
                     /old_locus_tag="BA4808"
                     /db_xref="Pathema:BA_4808"
     CDS             4372078..4372788
                     /locus_tag="BA_4808"
                     /old_locus_tag="BA4808"
                     /note="identified by match to protein family HMM PF02517"
                     /codon_start=1
                     /transl_table=11
                     /product="CAAX amino terminal protease family protein"
                     /protein_id="AAP28497.1"
                     /db_xref="Pathema:BA_4808"
                     /translation="MQSATQLSNEQKYSMSWGQFISSVLFAFFGTGLITVFLAMPLTI
                     YTAGLTDKKQIALYESIVNTASIVLQLALLLFFIFKFEPAKKLLLKSFNFTALKEWRT
                     YVYLLLFFMINIVLNYILLNYVFQDATKQQSSALNLDVFKQYQILLLLGFAIFTPIFE
                     ELIFRGFILRFFSERFPFWIAAIITSFFFGIAHTYSFGVMVITFFMGLLMAILCKKTK
                     SIIPAMLFHIINNTLSFL"
     gene            4372807..4373535
                     /locus_tag="BA_4809"
                     /old_locus_tag="BA4809"
                     /db_xref="Pathema:BA_4809"
     CDS             4372807..4373535
                     /locus_tag="BA_4809"
                     /old_locus_tag="BA4809"
                     /note="identified by match to protein family HMM PF02517"
                     /codon_start=1
                     /transl_table=11
                     /product="CAAX amino terminal protease family protein"
                     /protein_id="AAP28498.1"
                     /db_xref="Pathema:BA_4809"
                     /translation="MIKRRILLQLHTNLDYRTNTSWLQFIGVLFFLLLCLPIIIGIFL
                     ALPFWLYEQANPNTNKLLLESISNSSYDLVSLLLLILYIMKYKPMRALVLPAINFQVL
                     KSFRMYIYVLIYYAISLLADMFILDELFPLAVQEQSDALELSTLEHYPLLLILSGGIF
                     APIFEELICRGIFLRFFEEKFTFWPAAILSSLLFGIAHTYSLGIMVSAFVTGIFACLL
                     YKQTKSIVPAILLHILTNVIAFSM"
     gene            4373694..4374065
                     /locus_tag="BA_4810"
                     /old_locus_tag="BA4810"
                     /db_xref="Pathema:BA_4810"
     CDS             4373694..4374065
                     /locus_tag="BA_4810"
                     /old_locus_tag="BA4810"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28499.1"
                     /db_xref="Pathema:BA_4810"
                     /translation="MLSLLWVVYMPLLVLCGFFGGIFLIVTSVKHRKLFVGLMGLLSF
                     SFVTLPFVFWGMGMEGNTILPISTTLYWILFSLTGLLAGLSGLQAKIKSIRNMGFIIF
                     IAGILGVIFWLLMTVGDSYYI"
     gene            4374124..4374459
                     /locus_tag="BA_4811"
                     /old_locus_tag="BA4811"
                     /db_xref="Pathema:BA_4811"
     CDS             4374124..4374459
                     /locus_tag="BA_4811"
                     /old_locus_tag="BA4811"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28500.1"
                     /db_xref="Pathema:BA_4811"
                     /translation="MILALTFMLCEFIVGIFLIIGGMKHRKSLTTIAGFISIFLIVVP
                     IICIGSGIDLEGMVPISGTLYWCFFSLAGLLAIISGRQISSIRSMGTILFIAGLCSVT
                     GYHLLYVTA"
     gene            complement(4374482..4376281)
                     /locus_tag="BA_4812"
                     /old_locus_tag="BA4812"
                     /db_xref="Pathema:BA_4812"
     CDS             complement(4374482..4376281)
                     /locus_tag="BA_4812"
                     /old_locus_tag="BA4812"
                     /note="identified by similarity to OMNI:SA2347; match to
                     protein family HMM PF07690; match to protein family HMM
                     TIGR00711"
                     /codon_start=1
                     /transl_table=11
                     /product="drug resistance transporter, EmrB/QacA family"
                     /protein_id="AAP28501.1"
                     /db_xref="Pathema:BA_4812"
                     /translation="MSSIVIAGYALFCIIVFFLVNRLLRKKKTKMGEEQVPAVSKIEV
                     SKVETEEKDIEHKQEPEISNVVRLETGKQEEVKQEKEVPKKQMSTPVENVNVKAVVAV
                     LILGMFVSILNQTIINVALPPLMNEFNVSTSTAQWLITGFMLVNGILVPISAFLVSRF
                     TYRKLFVAAMLFFTVGSIICATSGNFTMMMTGRVIQAVGAGILMPVGMNIFMTLFPPH
                     KRGAAMGLLGVAMILAPAIGPTVTGWVIENYSWNLMFYAMFIIGLIITFLSLKFFTLA
                     QPVSNTKLDIFGVVSSSIGLGSLLYGFSEAGNNSWTSAEVIISLVIGVIGLALFIWRE
                     LTTDNKMLDLQVFKYPVFTFTLVINAIVTMALFGGMLLLPVYLQNIRGFTPIESGLLL
                     LPGSLIMGIMGPVAGKLFDKYGIRPLAIIGLAITTYATYEFTKLSMDTPYSVIMTDYI
                     IRSIGMSFIMMPIMTAGMNALPMKLISHGTATQNTSRQVAGSIGTAILITLMTQQTTA
                     HVADYGNMLTTSNPILVDKVHGMGQSLAALAGSAQAGDAMSTQLLFGQISKLSAINGI
                     NDAFLIATILAGIAWVLSFFLPSGNKANRKAGN"
     gene            complement(4376294..4376947)
                     /locus_tag="BA_4813"
                     /old_locus_tag="BA4813"
                     /db_xref="Pathema:BA_4813"
     CDS             complement(4376294..4376947)
                     /locus_tag="BA_4813"
                     /old_locus_tag="BA4813"
                     /note="identified by similarity to OMNI:NTL01SA2238"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28502.1"
                     /db_xref="Pathema:BA_4813"
                     /translation="MNQFRRMVIINIITLIVLVGGGIGGYYYYNQAENYLKTDNAKID
                     GKVIPIASPVAGKLTDWKAEVGKNYNENDKLGAVTVAAANGEQTVDVTIPQNATVVQS
                     NATTNAFVGAGSPIAYAFDMNNLWVTANIEETDVDDVQKGQDVDVYVDAYPDTTLTGK
                     VEQVGLTTANTFSMLPSSNATANYTKVTQVVPVKISLDHSKSVNIVPGMNVTVRIHK"
     gene            4377245..4377862
                     /locus_tag="BA_4814"
                     /old_locus_tag="BA4814"
                     /db_xref="Pathema:BA_4814"
     CDS             4377245..4377862
                     /locus_tag="BA_4814"
                     /old_locus_tag="BA4814"
                     /note="identified by similarity to OMNI:NTL01SA2478; match
                     to protein family HMM PF00440"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, TetR family"
                     /protein_id="AAP28503.1"
                     /db_xref="Pathema:BA_4814"
                     /translation="MSIKNTNDPRVKRTRQLIQDAFVALVGEKGFENVTVQHIAERAP
                     VNRATFYSHYHDKYDLLDKSIEEMLEKLTEVIKPKNRNKEDFQLAFDSPHPNFLALFE
                     HIAENANFYNVMLGDKAAGNYTYKMMKAIQTHLTLSLSISQPNDEKLMVPRDILISYV
                     TGAHLGMIMSWLKRGMIYTPHFMAMQLTRLIILGAHTAAGLERPF"
     gene            complement(4377902..4378987)
                     /locus_tag="BA_4815"
                     /old_locus_tag="BA4815"
                     /db_xref="Pathema:BA_4815"
     CDS             complement(4377902..4378987)
                     /locus_tag="BA_4815"
                     /old_locus_tag="BA4815"
                     /note="identified by similarity to GP:10175754; match to
                     protein family HMM PF05343"
                     /codon_start=1
                     /transl_table=11
                     /product="peptidase, M42 family"
                     /protein_id="AAP28504.1"
                     /db_xref="Pathema:BA_4815"
                     /translation="MTKLDETLTMLKELTDARGIAGNEREPREVMKKYIEPFADELST
                     DNLGSLVAKKVGEENGPKIMVAGHLDEVGFMITQIDDKGFLRFQTVGGWWSQVMLAQR
                     VTIVTRKGDVTGVIGSKPPHILPPEARKKPVEIKDMFIDIGASSQEEAMEWGIRPGDQ
                     VVPYFEFQVMKNEKMLLAKAWDNRIGCAIAIDVLKQLKNEKHPNVVYGVGTVQEEVGL
                     RGAKTSANYIKPDIAFAVDVGIAGDTPGVTSKEAQSKMGDGPQIILYDASVIGHTGLR
                     DFVVDVADELQIPYQYDSVAGGGTDAGAIHIAVNGIPSMAITIATRYIHSHAAMLHRD
                     DYENAVKLIVEVIKRLDKEAVHNITFN"
     gene            complement(4379057..4379548)
                     /locus_tag="BA_4816"
                     /old_locus_tag="BA4816"
                     /db_xref="Pathema:BA_4816"
     CDS             complement(4379057..4379548)
                     /locus_tag="BA_4816"
                     /old_locus_tag="BA4816"
                     /note="identified by similarity to GP:10175755; match to
                     protein family HMM PF08761"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28505.1"
                     /db_xref="Pathema:BA_4816"
                     /translation="MDLLQLFKLQKELDDRIAKEHDLQPKKLLKEKMLALLVEIGELA
                     NETRCFKYWSNKPASERKVILEEYVDGLHFILSIGIDLGIDKNFLFYKCAQTNKTQVE
                     IFLDTYAKVIRFTDQPSITNYIELFTSYLRLGQALEFEQEEIEKAYLDKNEVNHQRQT
                     QGY"
     gene            complement(4380019..4380375)
                     /gene="rplT"
                     /locus_tag="BA_4817"
                     /old_locus_tag="BA4817"
                     /db_xref="Pathema:BA_4817"
     CDS             complement(4380019..4380375)
                     /gene="rplT"
                     /locus_tag="BA_4817"
                     /old_locus_tag="BA4817"
                     /note="identified by similarity to OMNI:NTL01BS02879;
                     match to protein family HMM PF00453; match to protein
                     family HMM TIGR01032"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L20"
                     /protein_id="AAP28506.1"
                     /db_xref="Pathema:BA_4817"
                     /translation="MPRVKGGTVTRQRRKKVIKLAKGYYGSKNTLFKVANQQVMKSLM
                     YAFRDRRQKKRDFRKLWITRINAAARMNGLSYSRLMHGLKNAGIEVNRKMLADLAVHD
                     EKAFAELATVAKNNIN"
     gene            complement(4380413..4380613)
                     /gene="rpmI"
                     /locus_tag="BA_4818"
                     /old_locus_tag="BA4818"
                     /db_xref="Pathema:BA_4818"
     CDS             complement(4380413..4380613)
                     /gene="rpmI"
                     /locus_tag="BA_4818"
                     /old_locus_tag="BA4818"
                     /note="identified by similarity to SP:P55874; match to
                     protein family HMM PF01632; match to protein family HMM
                     TIGR00001"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L35"
                     /protein_id="AAP28507.1"
                     /db_xref="Pathema:BA_4818"
                     /translation="MPKQKTHRGAAKRFKKTGSGKLKRSHAYTSHLFANKSTKAKRKL
                     RKAGVVSAGDFKRIRQMLDNLK"
     gene            complement(4380635..4381195)
                     /gene="infC"
                     /locus_tag="BA_4819"
                     /old_locus_tag="BA4819"
                     /db_xref="Pathema:BA_4819"
     CDS             complement(4380635..4381195)
                     /gene="infC"
                     /locus_tag="BA_4819"
                     /old_locus_tag="BA4819"
                     /note="identified by similarity to SP:P55872; match to
                     protein family HMM PF00707; match to protein family HMM
                     PF05198; match to protein family HMM TIGR00168"
                     /codon_start=1
                     /transl_table=11
                     /product="translation initiation factor IF-3"
                     /protein_id="AAP28508.1"
                     /db_xref="Pathema:BA_4819"
                     /translation="MTTNYVLRKPWRWLTISKDMMINEQIRAREVRLVGANGDQLGIK
                     SRNDALDLAANLNLDLVLVAPNAKPPVCRIMDYGKFRFEQQKKEKEQRKNQKVISMKE
                     VRLSPTIDEHDFNTKLRNAIKFLEKGDKVKASIRFKGRAITHKEIGQRVLDRFSEACA
                     EVSTIESKPKMEGRSMFLVLAPKNDK"
     gene            complement(4381532..4383469)
                     /gene="thrS2"
                     /locus_tag="BA_4820"
                     /old_locus_tag="BA4820"
                     /db_xref="Pathema:BA_4820"
     CDS             complement(4381532..4383469)
                     /gene="thrS2"
                     /locus_tag="BA_4820"
                     /old_locus_tag="BA4820"
                     /EC_number="6.1.1.3"
                     /note="identified by similarity to SP:P18255; match to
                     protein family HMM PF00587; match to protein family HMM
                     PF02824; match to protein family HMM PF03129; match to
                     protein family HMM PF07973; match to protein family HMM
                     TIGR00418"
                     /codon_start=1
                     /transl_table=11
                     /product="threonine--tRNA ligase"
                     /protein_id="AAP28509.1"
                     /db_xref="Pathema:BA_4820"
                     /translation="MADVVKITFPDGAVKEFPKGVTTEEIAASISPGLKKKAVAGKLN
                     DEMIDLVTPIEEDGAVSIITLDSEDGLYILRHSTAHLLAQALKRLYKDVKVELGIGPV
                     IENGFYYDIDMEEAITVEDFKKIEKEMQKIVNENLEIVRHEVPRAEAIRRFEEIGDEL
                     KLDLINDLPEDAVISIYEQGEFFDLCRGVHLPSTGKIKVFKLLSVAGAYWRGDSNNKM
                     LQRIYGTAFVKKAELDEHLRMLEEAKERDHRKLGKELKLFTNSQKVGQGLPLWLPKGA
                     TIRRIIERYIVDKEASLGYDHVYTPVLGSRELYETSGHWNHYRDGMFPSMEMDNEELV
                     LRPMNCPHHMMVYKNDIHSYRELPIRIAELGTMHRYEMSGALSGLQRVRGMTLNDAHI
                     FVRPDQIKEELKRVVNLTLEVYKDFGLENYSFRLSYRDPEDTKKYYADDEMWEKAQGM
                     LKEAMDEMGLDYYEAEGEAAFYGPKLDVQVRTALGKDETLSTVQLDFLLPERFELSYV
                     GEDGKQHRPVVIHRGVVSTMERFVAFLIEEYKGAFPTWLAPVQVQVIPVSPQVHLDYA
                     KKVQDELRRAGIRVELDTREEKIGYKIREAQMQKIPYMLVVGDNEVTENGVNVRKYGE
                     QKSETIALDAFVDMIKVEGKR"
     gene            complement(4383776..4384657)
                     /locus_tag="BA_4821"
                     /old_locus_tag="BA4821"
                     /db_xref="Pathema:BA_4821"
     CDS             complement(4383776..4384657)
                     /locus_tag="BA_4821"
                     /old_locus_tag="BA4821"
                     /note="identified by similarity to EGAD:8040; match to
                     protein family HMM PF08812; match to protein family HMM
                     TIGR02834"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28510.1"
                     /db_xref="Pathema:BA_4821"
                     /translation="MIEICFEEKNDAMHVYRQLLKRAELLYKETSVYLQDQKVVIHIP
                     VCESNYIEKILLPVMVYFIVNVKQNEWIYTILKEKFFYEEEEECHQILHMAQEILKGR
                     RKGIARELTRHTFESYIKSSLNNWLCDPLSFSFSSYVRFRLRTYREMVAKLAEVAIDE
                     YKLEQEYQMFIETLRQQVRSRKSRLSCVHLIFDESFIFYDDKGRRLKQEKLVRYMDED
                     LLKQKDVYIDTKVIAPLLSISPKKIYLYTKEQDHNMIITLRNVFQERVQLHGLHEFER
                     NVKNLKNKGNALDFLSF"
     gene            complement(4384938..4385876)
                     /gene="dnaI"
                     /locus_tag="BA_4822"
                     /old_locus_tag="BA4822"
                     /db_xref="Pathema:BA_4822"
     CDS             complement(4384938..4385876)
                     /gene="dnaI"
                     /locus_tag="BA_4822"
                     /old_locus_tag="BA4822"
                     /note="identified by similarity to EGAD:6420; match to
                     protein family HMM PF07319"
                     /codon_start=1
                     /transl_table=11
                     /product="primosomal protein DnaI"
                     /protein_id="AAP28511.1"
                     /db_xref="Pathema:BA_4822"
                     /translation="MEHIQNSFAKLMENENFKNRYEVLKAEVMAHPRVKEFIDEHRGE
                     VTTSMIERSLVKLYEYIGQSVGCADCPDLGSCKNMLQGYEPKLVIQGKMIDIQYDRCV
                     RKVAYDERKKYEKLVQSVYMPTDILQATMENLDPSDLDARIDAIGAANEFLSAYEPGK
                     KVQGLYLYGKFGVGKTYLLGAIANELARKKISSMLVYFPEFLREIKSSIQDNSIGEKI
                     DAVKRVQVLMLDDIGAEAMSSFVRDDVLGAILQFRMLENLPTFFTSNFDFKQLEHHLT
                     YTQRGEAEEMKAARIMERIKYLAKPIPIGGKNRRHK"
     gene            complement(4385910..4387316)
                     /gene="dnaB"
                     /locus_tag="BA_4823"
                     /old_locus_tag="BA4823"
                     /db_xref="Pathema:BA_4823"
     CDS             complement(4385910..4387316)
                     /gene="dnaB"
                     /locus_tag="BA_4823"
                     /old_locus_tag="BA4823"
                     /note="identified by similarity to EGAD:12808; match to
                     protein family HMM PF07261"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA replication protein DnaB"
                     /protein_id="AAP28512.1"
                     /db_xref="Pathema:BA_4823"
                     /translation="MEKQSWMELLPIDRYKVSAKGLLHNYDRKVLTMLYQPLIGSRAF
                     SLYMTLWGELEQDRVFGKENTHHSLMVTMQMQLPEVYEERVKLEAIGLLKVYIKKEKD
                     IRMFIYELQPPLSPKQFFDDIVLSIFLYNRLSRTKYNQVKHYFLEEEFDFASYENVTR
                     SFNDVFGSFNPGQLEHAQEDLRIPKTTAMPSNEKGDAPKVWNDFFDFSLFVDGLSALV
                     PKKAITDQVRECVITLAYVYDVDVLSMQNIVLGAVTEMQTIDMERLRKGARDWYQFEN
                     GQALPVLSERVQPHAARMMKEKEPSTQEEMLIKQLEEISPKQLLKEISGGAEATKADL
                     QIVEDVMINQKLTPGVVNVLIYYVMLRSDMKLAKTYVEKIAGHWARKKVGTVAEAMAL
                     AKEENRQYQEWAETKKKGRTSKKTVRKEMVPDWLKEEPKEQEKETVKKDASAEKGAST
                     LEDERKRLEEVLKKYKRD"
     gene            complement(4387444..4387905)
                     /gene="nrdR"
                     /locus_tag="BA_4824"
                     /old_locus_tag="BA4824"
                     /db_xref="Pathema:BA_4824"
     CDS             complement(4387444..4387905)
                     /gene="nrdR"
                     /locus_tag="BA_4824"
                     /old_locus_tag="BA4824"
                     /note="identified by similarity to OMNI:NTL01BS02894;
                     match to protein family HMM PF03477; match to protein
                     family HMM TIGR00244"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator NrdR"
                     /protein_id="AAP28513.2"
                     /db_xref="Pathema:BA_4824"
                     /translation="MRCPSCSHNGTRVLDSRPVDEGRSIRRRRECESCLSRFTTFERV
                     EESPLIVVKKEGTREEFNKEKILRGLIKACEKRPVSLRQLEEVTQSVERELRNLGISE
                     VKSDMIGEIVMEELRDIDDVAYVRFASVYRQFKDLNVFIEELKDILQKERE"
     gene            complement(4388191..4388583)
                     /gene="speD1"
                     /locus_tag="BA_4825"
                     /old_locus_tag="BA4825"
                     /db_xref="Pathema:BA_4825"
     CDS             complement(4388191..4388583)
                     /gene="speD1"
                     /locus_tag="BA_4825"
                     /old_locus_tag="BA4825"
                     /EC_number="4.1.1.50"
                     /note="identified by similarity to OMNI:NTL01BS02895;
                     match to protein family HMM PF02675; match to protein
                     family HMM TIGR03330"
                     /codon_start=1
                     /transl_table=11
                     /product="S-adenosylmethionine decarboxylase proenzyme"
                     /protein_id="AAP28514.1"
                     /db_xref="Pathema:BA_4825"
                     /translation="MDTMDTMGRHVIAELWDCDFDKLNDMPYIEQLFVDAALRAGAEV
                     REVAFHKFAPQGVSGVVIISESHLTIHSFPEHGYASIDVYTCGDRIDPNVAAEYIAEG
                     LNAKTRESIELPRGTGSFEIKQRETKAL"
     gene            complement(4388738..4388872)
                     /locus_tag="BA_4826"
                     /old_locus_tag="BA4826"
                     /db_xref="Pathema:BA_4826"
     CDS             complement(4388738..4388872)
                     /locus_tag="BA_4826"
                     /old_locus_tag="BA4826"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28515.1"
                     /db_xref="Pathema:BA_4826"
                     /translation="MDIPRNVGVTVFVNHLFFLGKSKEENMTENRKNCCCKMKINKVY
                     "
     gene            complement(4388964..4389992)
                     /gene="gap1"
                     /locus_tag="BA_4827"
                     /old_locus_tag="BA4827"
                     /db_xref="Pathema:BA_4827"
     CDS             complement(4388964..4389992)
                     /gene="gap1"
                     /locus_tag="BA_4827"
                     /old_locus_tag="BA4827"
                     /EC_number="1.2.1.-"
                     /note="identified by match to protein family HMM PF00044;
                     match to protein family HMM PF02800; match to protein
                     family HMM TIGR01534"
                     /codon_start=1
                     /transl_table=11
                     /product="glyceraldehyde-3-phosphate dehydrogenase, type
                     I"
                     /protein_id="AAP28516.1"
                     /db_xref="Pathema:BA_4827"
                     /translation="MTRVAINGFGRIGRMVFRQAIKESAFEIVAINASYPSETLAHLI
                     KYDTVHGKFDGTVEAFEDHLLVDGKMIRLLNNRDPKELPWTDLGVEVVIEATGKFNSK
                     EKAILHVEAGAKKVILTAPGKNEDVTIVVGVNEDQLDITKHTVISNASCTTNCLAPVV
                     KVLDEQFGIENGLMTTVHAYTNDQKNIDNPHKDLRRARACGQSIIPTTTGAAKALAKV
                     LPHLNGKLHGMALRVPTPNVSLVDLVVDVKRDVTVEAINDAFKTVANGALKGIVEFSE
                     EPLVSIDFNTNTHSAIIDGLSTMVMGDRKVKVLAWYDNEWGYSRRVVDLVTLVVDELA
                     KQENVQHI"
     gene            complement(4390102..4390704)
                     /gene="coaE"
                     /locus_tag="BA_4828"
                     /old_locus_tag="BA4828"
                     /db_xref="Pathema:BA_4828"
     CDS             complement(4390102..4390704)
                     /gene="coaE"
                     /locus_tag="BA_4828"
                     /old_locus_tag="BA4828"
                     /EC_number="2.7.1.24"
                     /note="identified by similarity to SP:O34932; match to
                     protein family HMM PF01121; match to protein family HMM
                     TIGR00152"
                     /codon_start=1
                     /transl_table=11
                     /product="dephospho-CoA kinase"
                     /protein_id="AAP28517.1"
                     /db_xref="Pathema:BA_4828"
                     /translation="MTVVIGLTGGIASGKSTVSQMFRELSIPVIDADIIAREVVEKGK
                     PAYNKIVEVFGTEVLQEDGELDRPKLGSVVFYNEEKRLQLNKIVHPAVREEMNRQKEM
                     YIKEGMQAVVLDIPLLFESKLTSLVDRVLVVAVKPHTQLERLMKRNNFSEEEATARIQ
                     SQMPLEEKVKNADEVINNDGTIMGTKTQLQAILKKWNIID"
     gene            complement(4390756..4391388)
                     /locus_tag="BA_4829"
                     /old_locus_tag="BA4829"
                     /db_xref="Pathema:BA_4829"
     CDS             complement(4390756..4391388)
                     /locus_tag="BA_4829"
                     /old_locus_tag="BA4829"
                     /note="identified by similarity to OMNI:NTL01BH3154; match
                     to protein family HMM PF02659; match to protein family HMM
                     TIGR02840"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP28518.1"
                     /db_xref="Pathema:BA_4829"
                     /translation="MYLYLSLILLAFTLSLDSCSVGLTYGLRSVRIPLRSIIIIGMCS
                     AAVMLVSMGIGHMIAKIFSPVIATRIGGLVLIGIGIWVLYQFFRSEKKEEPKQEEKVW
                     KLEIASLGLVIQILRKPTVADFDKSGTISAGEALLLGIALSVDSFGAGIGASLLGYAP
                     AMMAILVAVMSSLFLFIGMKLGTVLSNMKWLQKFTFLPGVLLIIIGIWKM"
     gene            complement(4391461..4392291)
                     /gene="mutM"
                     /locus_tag="BA_4830"
                     /old_locus_tag="BA4830"
                     /db_xref="Pathema:BA_4830"
     CDS             complement(4391461..4392291)
                     /gene="mutM"
                     /locus_tag="BA_4830"
                     /old_locus_tag="BA4830"
                     /EC_number="3.2.2.23"
                     /note="identified by similarity to SP:O34403; match to
                     protein family HMM PF01149; match to protein family HMM
                     PF06827; match to protein family HMM PF06831; match to
                     protein family HMM TIGR00577"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-formamidopyrimidine glycosylase"
                     /protein_id="AAP28519.1"
                     /db_xref="Pathema:BA_4830"
                     /translation="MPELPEVENVRRTLENLVTGKTIEDVIVTYPKIVKRPDDAEIFK
                     EMLKGETIENIKRRGKFLLLYVTNYVIVSHLRMEGKFLLHQEDEPIDKHTHVRFLFTD
                     GTELHYKDVRKFGTMHLFKKGEEMNQMPLADLGPEPFDAELTPQYLHERLQKTNRKIK
                     VVLLDQRLLVGLGNIYVDEVLFRSQIHPEREASSLTAEEIERIYEATVTTLGEAVKRG
                     GSTIRTYINSQGQIGSFQELLNVYGKKGEPCVTCGTILEKTVVGGRGTHYCPICQPRI
                     "
     gene            complement(4392304..4394937)
                     /gene="polA"
                     /locus_tag="BA_4831"
                     /old_locus_tag="BA4831"
                     /db_xref="Pathema:BA_4831"
     CDS             complement(4392304..4394937)
                     /gene="polA"
                     /locus_tag="BA_4831"
                     /old_locus_tag="BA4831"
                     /EC_number="2.7.7.7"
                     /note="identified by similarity to EGAD:108026; match to
                     protein family HMM PF00476; match to protein family HMM
                     PF01367; match to protein family HMM PF02739; match to
                     protein family HMM TIGR00593"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-directed DNA polymerase"
                     /protein_id="AAP28520.1"
                     /db_xref="Pathema:BA_4831"
                     /translation="MEKKVVLVDGNNIAYRAFFALPLLNNDKGIHTNAIYGFTMMLMR
                     ILEEEKPTHMLVAFDAGKTTFRHKTYSEYKGGRQKTPPELSEQFPFIREMLDAFNVPR
                     YELENYEADDIMGTLAKEASEQGASVKVISGDKDLLQLVSDNTLVCIPRKGITEVDEY
                     TKEALFEKYSLSPKQIIDMKGLMGDQSDNIPGVPGVGEKTAIKLLTQFGTVEEVYENI
                     DQVSGKKLKEKLEANKDQALMSKDLATIITDAPITVNVDDMEYKGYEASDVIPMFENL
                     GFTSLLNKLGVTPEETAPAELDDITFDIVEEVTEEMLQQDSALIVEVQEDNYHKADIQ
                     GFGIQNENGCYFIQTDIALKSDAFKEWLADGEMRKYTFDAKRAIVALKWNGIDMQGID
                     FDLLIAAYLLDPADTDKDFRTVAKMKETHAVKSDEEVYGKGAKRAVPELEIVAEHVAR
                     KVHVLYDVKQTFVEELEKNEQYELFTELELPLARVLADMEVKGVKVDTERLRNMGEEL
                     AGRLKEMEQEIYKLAGTEFNINSPKQLGVILFENLNLPVIKKTKTGYSTSADVLDKLM
                     DHHEIIPNILHYRQLGKLNSTYIEGLLKVVHEDSSKIHTRFNQVLTQTGRLSSTDPNL
                     QNIPIRLEEGRKIRQAFVPSEEGWIMYAADYSQIELRVLAHIANDKGLVEAFQHDMDI
                     HTKTAMDVFGVEKDEVTSNMRRQAKAVNFGIVYGISDYGLSQNLGITRKAAAEFIEKY
                     LESFPGVQEYMDDIVKDAKQKGYVATLLNRRRYIPEITSRNFNLRSFAERTAMNTPIQ
                     GTAADIIKKAMIIMADRLEEEGLQARLLLQVHDELIFEAPKEEVEKLEKLVPEVMEHA
                     IELAVPLKVDYSYGPTWYDAK"
     gene            complement(4395224..4396987)
                     /gene="phoR"
                     /locus_tag="BA_4832"
                     /old_locus_tag="BA4832"
                     /db_xref="Pathema:BA_4832"
     CDS             complement(4395224..4396987)
                     /gene="phoR"
                     /locus_tag="BA_4832"
                     /old_locus_tag="BA4832"
                     /EC_number="2.7.13.3"
                     /note="identified by similarity to OMNI:NTL01BS02904;
                     match to protein family HMM PF00512; match to protein
                     family HMM PF00672; match to protein family HMM PF00989;
                     match to protein family HMM PF02518; match to protein
                     family HMM PF08448; match to protein family HMM TIGR00229"
                     /codon_start=1
                     /transl_table=11
                     /product="sensory box histidine kinase PhoR"
                     /protein_id="AAP28521.1"
                     /db_xref="Pathema:BA_4832"
                     /translation="MNKFRSRLLFTFVSLIVFILVGLGLLLETVFENYYIDHAKERMV
                     KETEYVAVLAEEQGFDDVLKNPYVFEKLEEKIQASIAFVDEKKKVQYSGGEQSAFSQG
                     IMKELSSETKKQRNKVITKEADQNNEFYHAVFVQDVTGKQGYILVKSTIEPLKDVHQK
                     TWGLLIIGFVIACLVVVFLGMKITGQYIRPIESVTKVAIELAKGNYKARAYESHSDET
                     GMLSKAINILARNLQEMTLEQEMQQDRLHTLIENMGSGMILIDSRGYINLVNRSYKET
                     FHVTDEEYLDRLYYESFHHTEIIELVEEIFMTEVKVRKQMLLPLGIERKHFEVYGAPI
                     IGTNHEWKGIVLVFHDITELKKLEQMRKDFLANVSHELKTPITSIKGFSETLLDGAMD
                     NKKFCEHFLHIILKESERMQGLIEDLLDLSKIEQQGFKLSMGTVDMKGLLEDIHMVLD
                     NKAGEKEISLQVNTLKRVSVIGDPSRLQQIFINLMNNAIVYTPAGGVVSVELAEDKYN
                     AYIKVSDTGIGISKDEIPRIFERFYRVDKARSRNTGGTGLGLSIVKHLVEAHHGTITV
                     DSEVGEGTTFTVVLPKSATEK"
     gene            complement(4396980..4397699)
                     /gene="phoP"
                     /locus_tag="BA_4833"
                     /old_locus_tag="BA4833"
                     /db_xref="Pathema:BA_4833"
     CDS             complement(4396980..4397699)
                     /gene="phoP"
                     /locus_tag="BA_4833"
                     /old_locus_tag="BA4833"
                     /note="identified by similarity to OMNI:NTL01BS02905;
                     match to protein family HMM PF00072; match to protein
                     family HMM PF00486"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator PhoP"
                     /protein_id="AAP28522.1"
                     /db_xref="Pathema:BA_4833"
                     /translation="MNNRILVVDDEEFILTLIEFNLQQAGFEVITAMDGEMALQKATT
                     ERPDLIILDLMLPKMDGMEVCKELRLQRVMTPILMLTAKDDEFDKVLGLELGADDYMT
                     KPFSPREVVARVKAILRRTKLQQEEQVTETSDEESITIAELKILPEFYEAYFQGRKLE
                     LTPKEFELLVYLAKNKSRVLTRDQLLSAVWNYDFAGDTRIVDVHISHLRDKIEQNTKK
                     PTYIKTIRGLGYKLEEPKGDE"
     gene            complement(4397847..4398020)
                     /locus_tag="BA_4834"
                     /old_locus_tag="BA4834"
                     /db_xref="Pathema:BA_4834"
     CDS             complement(4397847..4398020)
                     /locus_tag="BA_4834"
                     /old_locus_tag="BA4834"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28523.1"
                     /db_xref="Pathema:BA_4834"
                     /translation="MYGRVFDGYEKLDYKVAYALSFFLAQERVWIVHKEEHFGIDGVI
                     YKVWVTVVEGMNL"
     gene            4398189..4398320
                     /locus_tag="BA_4835"
                     /old_locus_tag="BA4835"
                     /db_xref="Pathema:BA_4835"
     CDS             4398189..4398320
                     /locus_tag="BA_4835"
                     /old_locus_tag="BA4835"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28524.1"
                     /db_xref="Pathema:BA_4835"
                     /translation="MRLLLPILTLVVTCILTFNAPSWDTIKTGCSDFAEGFKEGFFN"
     gene            complement(4398377..4398850)
                     /locus_tag="BA_4836"
                     /old_locus_tag="BA4836"
                     /db_xref="Pathema:BA_4836"
     CDS             complement(4398377..4398850)
                     /locus_tag="BA_4836"
                     /old_locus_tag="BA4836"
                     /note="identified by match to protein family HMM PF01575"
                     /codon_start=1
                     /transl_table=11
                     /product="maoC like domain protein"
                     /protein_id="AAP28525.1"
                     /db_xref="Pathema:BA_4836"
                     /translation="MLKKKVQIGRKMDEITVGEKLSITEKIEDKDLLLYLGLTNDANP
                     LYIQHDYASQTPYEKPIVPSIMLTGMITTAVTKYLPGPGSHITRKDLTFVKHVHHYET
                     LQIQFEVVAVSEEEHTIDMLVSAHDEKGDTVVKGSLTVTPPYKSVSIMEKALDNF"
     gene            complement(4399067..4400005)
                     /gene="mdh"
                     /locus_tag="BA_4837"
                     /old_locus_tag="BA4837"
                     /db_xref="Pathema:BA_4837"
     CDS             complement(4399067..4400005)
                     /gene="mdh"
                     /locus_tag="BA_4837"
                     /old_locus_tag="BA4837"
                     /EC_number="1.1.1.37"
                     /note="identified by match to protein family HMM PF00056;
                     match to protein family HMM PF02866; match to protein
                     family HMM TIGR01763"
                     /codon_start=1
                     /transl_table=11
                     /product="malate dehydrogenase"
                     /protein_id="AAP28526.1"
                     /db_xref="Pathema:BA_4837"
                     /translation="MTIKRKKVSVIGAGFTGATTAFLLAQKELADVVLVDIPQLENPT
                     KGKALDMLEASPVQGFDANIIGTSDYADTADSDVVVITAGIARKPGMSRDDLVATNSK
                     IMKSITRDIAKHSPNAIIVVLTNPVDAMTYSVFKEAGFPKERVIGQSGVLDTARFRTF
                     IAQELNLSVKDITGFVLGGHGDDMVPLVRYSYAGGIPLETLIPKERLEAIVERTRKGG
                     GEIVGLLGNGSAYYAPAASLVEMTEAILKDQRRVLPAIAYLEGEYGYSDLYLGVPVIL
                     GGNGIEKIIELELLADEKEALDRSVESVRNVMKVLV"
     gene            complement(4400025..4401317)
                     /gene="icd"
                     /locus_tag="BA_4838"
                     /old_locus_tag="BA4838"
                     /db_xref="Pathema:BA_4838"
     CDS             complement(4400025..4401317)
                     /gene="icd"
                     /locus_tag="BA_4838"
                     /old_locus_tag="BA4838"
                     /EC_number="1.1.1.42"
                     /note="identified by match to protein family HMM PF00180;
                     match to protein family HMM TIGR00183"
                     /codon_start=1
                     /transl_table=11
                     /product="isocitrate dehydrogenase, NADP-dependent"
                     /protein_id="AAP28527.1"
                     /db_xref="Pathema:BA_4838"
                     /translation="MTTGEKITVTNGVMNVPNNPIIPFIEGDGIGPDIWAAASRVLEA
                     AVEKAYDGEKKIVWKEVLAGEKAFNQTGEWLPEETLNLIREYLIAIKGPLTTPVGGGI
                     RSLNVALRQELDLYVCLRPVRYFEGVPSPVKRPEDTDMVIFRENTEDIYAGIEYAQGS
                     PEAEKVLAFLKEAMGVNKIRFPETSGIGIKPISEEGTKRLVRAAIQYAINEKRSSVTL
                     VHKGNIMKFTEGAFKNWGYEVAEQEFGDKVFTWAEYDRIVEKDGKDAANKAMADAEVA
                     GKIIVKDSIADIFLQQILTRPREFDVVATMNLNGDYISDALAAQVGGIGIAPGANINY
                     VTGHAIFEATHGTAPKYAGLDKVNPSSVLLSGVLLLEHLGWNEAAKLVTASVEKTIAS
                     KVVTYDFARLMEGATEVKCSEFANELIKNMDVAIIKNA"
     gene            complement(4401478..4402593)
                     /gene="citZ"
                     /locus_tag="BA_4839"
                     /old_locus_tag="BA4839"
                     /db_xref="Pathema:BA_4839"
     CDS             complement(4401478..4402593)
                     /gene="citZ"
                     /locus_tag="BA_4839"
                     /old_locus_tag="BA4839"
                     /EC_number="2.3.3.1"
                     /note="identified by match to protein family HMM PF00285;
                     match to protein family HMM TIGR01800"
                     /codon_start=1
                     /transl_table=11
                     /product="citrate synthase CitZ"
                     /protein_id="AAP28528.1"
                     /db_xref="Pathema:BA_4839"
                     /translation="MTVIRGLEGVVATTSSVSSIIDDTLTYAGYNIDDLAENATFEEV
                     VYLLWHRKLPNEQELAKFNEIVSEYYKVPGEILAYLKQVDLKIAHPMSVLRTAISMLS
                     LYDESAEIMDEKSNYLKAVKLQAQVGTLVAAYARIRKGLDVVEPRNDLSLAANFLYML
                     NDREPNEVEIEAFDKALVLHADHELNASTFTARVCVATLSDVYSGITAAIGALKGPLH
                     GGANENVMKMLTEIGEEENVESYIHNALQNKVKIMGFGHRVYEQGDPRAKHLREMSKR
                     LCVLLGEEKWYNMSIKIEDIVTKEKGLPPNVDFYSASVYHCLGIDHDLFTPIFAISRM
                     SGWLAHILEQYENNRLIRPRADYNGPTHQVYVPIAQR"
     gene            complement(4403014..4403475)
                     /locus_tag="BA_4840"
                     /old_locus_tag="BA4840"
                     /db_xref="Pathema:BA_4840"
     CDS             complement(4403014..4403475)
                     /locus_tag="BA_4840"
                     /old_locus_tag="BA4840"
                     /note="identified by similarity to GP:10175783; match to
                     protein family HMM PF04284"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28529.1"
                     /db_xref="Pathema:BA_4840"
                     /translation="MISQSTLFLFILLIIGLIAKNQSLTVAIGVLFLLKFTFLGDKVF
                     PYLQTKGINLGVTVITIAVLVPIATGEIGFKQLGEAAKSYYAWIALASGVAVALLAKG
                     GVQLLTTDPHITTALVFGTIIAVALFNGVAVGPLIGAGIAYAVMSIIQMFK"
     gene            4403917..4405014
                     /gene="ytvI"
                     /locus_tag="BA_4841"
                     /old_locus_tag="BA4841"
                     /db_xref="Pathema:BA_4841"
     CDS             4403917..4405014
                     /gene="ytvI"
                     /locus_tag="BA_4841"
                     /old_locus_tag="BA4841"
                     /note="identified by match to protein family HMM PF01594;
                     match to protein family HMM TIGR02872"
                     /codon_start=1
                     /transl_table=11
                     /product="sporulation integral membrane protein YtvI"
                     /protein_id="AAP28530.1"
                     /db_xref="Pathema:BA_4841"
                     /translation="MILRLVFVIVATVAGFYALLYVSGLIYPFIIAFAFAYLINPVVN
                     FLNQKLQFPRALAVLVSLILVFGAIVGLVTYLVTEAISATTYLLQLVTVKFPDIVTFA
                     QQFALNHIMPLYDDLISKFNHLGEPQRYTITQNIQNLGTEATTQMKELLTAIISGLTN
                     FISALPTTLTVLVFVLLATFFISNDWHRLAQKVRKFLPNRVHGYGKTIFVDLRKALFG
                     FVKAQLTLVSMTTVIVLIGLLILRVPYAITIAIITGVVDLLPYLGTGAVFVPWVIYVF
                     FTGDTAFAIGLLILYIVVIVQRQIMEPKVLSSNIGLDPLATLIALFVGFKLFGFLGLI
                     IGPVTLVLLNTLHKARVFHDLWKYIKGSPSK"
     gene            complement(4405600..4405989)
                     /locus_tag="BA_4842"
                     /old_locus_tag="BA4842"
                     /db_xref="Pathema:BA_4842"
     CDS             complement(4405600..4405989)
                     /locus_tag="BA_4842"
                     /old_locus_tag="BA4842"
                     /note="identified by similarity to SP:P37147; match to
                     protein family HMM PF04186"
                     /codon_start=1
                     /transl_table=11
                     /product="putative fxsA cytoplasmic membrane protein"
                     /protein_id="AAP28531.1"
                     /db_xref="Pathema:BA_4842"
                     /translation="MKWLLFLLILIPAIEITVLIGSSHVIGLWSTFAMIVFTGVVGVY
                     LAKRQGFKVLGEIQSKLNRGEMPGAAVLDGIFIFVGGILLVLPGYVTDIIGFIFVIPM
                     TRALLKPFIMKWMEWKFRKNSTIIVQK"
     gene            complement(4406189..4407946)
                     /gene="pyk"
                     /locus_tag="BA_4843"
                     /old_locus_tag="BA4843"
                     /db_xref="Pathema:BA_4843"
     CDS             complement(4406189..4407946)
                     /gene="pyk"
                     /locus_tag="BA_4843"
                     /old_locus_tag="BA4843"
                     /EC_number="2.7.1.40"
                     /note="identified by match to protein family HMM PF00224;
                     match to protein family HMM PF00391; match to protein
                     family HMM PF02887; match to protein family HMM TIGR01064"
                     /codon_start=1
                     /transl_table=11
                     /product="pyruvate kinase"
                     /protein_id="AAP28532.1"
                     /db_xref="Pathema:BA_4843"
                     /translation="MRKTKIVCTIGPASESIEKLEQLIEAGMNVARLNFSHGSHEEHG
                     ARIKNIREASKKTGKTVGILLDTKGPEIRTHDFVDGQAELVTGAEVVLSTEQVLGTAE
                     KFSVSYAGLYDDVDPGSRILIDDGLIELEVIEKADGNIRTKVLNSGTVKNKKGVNVPN
                     VSIKLPGITEKDVKDIIFGIEQKVDFIAASFVRKAADVLEIRELLEEHNAQYIQIVPK
                     IENQEGIDNIDSILEVSDGLMVARGDMGVEIPPEEVPLVQKRLIKKCNVLGKPVITAT
                     QMLDSMQRNPRPTRAEASDVANAIFDGTDAIMLSGETAAGQYPVEAVTMMANIAVRVE
                     KSLQYEDMFKKRIKEFTPTITDAISQSVAHTALALDVAAIVAPTESGYTAKMISKYRP
                     KSPIVAVTSDEQVGRRLALVWGVQAFMAEKRAASTDEMLDTAIQTGMDAGLIGLGDTV
                     VITAGVPVAETGTTNLMKIHVVGEEVAKGQGIGRKAAKGKVVVAKTAAEAVANVNEGD
                     ILVTTSTDKDMIPAIEKAAALVVEEGGLTSHAAVVGVSIGIPVIVGVNGVTATLKNGQ
                     EVTVDAARGIVYNGHAEVL"
     gene            complement(4408000..4408959)
                     /gene="pfkA"
                     /locus_tag="BA_4844"
                     /old_locus_tag="BA4844"
                     /db_xref="Pathema:BA_4844"
     CDS             complement(4408000..4408959)
                     /gene="pfkA"
                     /locus_tag="BA_4844"
                     /old_locus_tag="BA4844"
                     /EC_number="2.7.1.11"
                     /note="identified by match to protein family HMM PF00365;
                     match to protein family HMM TIGR02482"
                     /codon_start=1
                     /transl_table=11
                     /product="6-phosphofructokinase"
                     /protein_id="AAP28533.1"
                     /db_xref="Pathema:BA_4844"
                     /translation="MKRIGVLTSGGDSPGMNAAIRAVVRKAIFHDIEVYGIYHGYAGL
                     ISGHIEKLELGSVGDIIHRGGTKLYTARCPEFKDPEVRLKGIEQLKKHGIEGLVVIGG
                     DGSYQGAKKLTEQGFPCVGVPGTIDNDIPGTDFTIGFDTALNTVIDAIDKIRDTATSH
                     ERTYVIEVMGRHAGDIALWAGLADGAETILIPEEEYDMEDVIARLKRGSERGKKHSII
                     VVAEGVGSAIDIGKHIEEATNFDTRVTVLGHVQRGGSPSAQDRVLASRLGARAVELLI
                     AGKGGRCVGIQDNKLVDHDIIEALAQKHTIDKDMYQLSKELSI"
     gene            complement(4409088..4410062)
                     /gene="accA"
                     /locus_tag="BA_4845"
                     /old_locus_tag="BA4845"
                     /db_xref="Pathema:BA_4845"
     CDS             complement(4409088..4410062)
                     /gene="accA"
                     /locus_tag="BA_4845"
                     /old_locus_tag="BA4845"
                     /EC_number="6.4.1.2"
                     /note="identified by match to protein family HMM PF03255;
                     match to protein family HMM TIGR00513"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyl-CoA carboxylase, carboxyl transferase,
                     alpha subunit"
                     /protein_id="AAP28534.1"
                     /db_xref="Pathema:BA_4845"
                     /translation="MAELEFEKPVVELRNKIRELKDYTKNSQMDFSEEIRILEDKLEN
                     LEEDIYGNMKVWDRVQIARHAERPTTLDYIEHLFTDFFECHGDRLFGDDAAIVGGIAK
                     YKGMPVTVIGHQRGKDTKENIRRNFGMPHPEGYRKALRLMKQAEKFNRPIICFIDTKG
                     AYPGKAAEERGQSEAIARNLFEMAGLTVPVICIVIGEGGSGGALGLGVGDYIHMLENS
                     TYSVITPEGAAAILWKDAGKAKEAAEAMRITAADLKELGVIDEIIPEAKGGAHRNVLK
                     QSENIDLMLRKTFEQLNGISKDELIEKRYEKYMKIGQVSFSNASIWIK"
     gene            complement(4410050..4410919)
                     /gene="accD"
                     /locus_tag="BA_4846"
                     /old_locus_tag="BA4846"
                     /db_xref="Pathema:BA_4846"
     CDS             complement(4410050..4410919)
                     /gene="accD"
                     /locus_tag="BA_4846"
                     /old_locus_tag="BA4846"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by match to protein family HMM
                     TIGR00515"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyl-CoA carboxylase, carboxyl transferase,
                     beta subunit"
                     /protein_id="AAP28535.1"
                     /db_xref="Pathema:BA_4846"
                     /translation="MLRDLFVKKKKYAAIPSEQVRKDVPDGVMTKCPKCKKIMYTKEV
                     LKNLKVCVNCGYHHPMNAWERLDSILDEGSFREYDKEMVSLNPLEFPNYEEKLESDRK
                     KTELNEAVVTGEGTIDDMLVVVAVMDSRFRMGSMGSVVGEKIARAVEKAYDLQVPFII
                     FTASGGARMQEGILSLMQMAKTSVALKKHSNAGGLFISVMTHPTTGGVSASFASLGDY
                     NLAEPGALIGFAGRRVIEQTVREKLPEDFQTAEFLLEHGQLDAVVHRDDMRESLRKIL
                     EVHQGGEMAVWQS"
     gene            complement(4411105..4411749)
                     /locus_tag="BA_4847"
                     /old_locus_tag="BA4847"
                     /db_xref="Pathema:BA_4847"
     CDS             complement(4411105..4411749)
                     /locus_tag="BA_4847"
                     /old_locus_tag="BA4847"
                     /note="identified by similarity to GP:10175789; match to
                     protein family HMM PF00392"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, GntR family"
                     /protein_id="AAP28536.1"
                     /db_xref="Pathema:BA_4847"
                     /translation="MTSSNTKVYLEIVKKIRSIMEEDGLVAGDRLPSERELSSRLNVG
                     RSSVREALRALELVGLIETRRGEGTFIRNFYDNGLVQLIAPFLLQDEKTIRDLLQTKR
                     LLEKDMIRIVCNLPKETFSKVLSKLHQVLEGNENSIPMLHQTFFKTLIEQVDNYLLYR
                     IWMIVNDYVSTLSCKVSGDSIDMYRKLYATLEEKQENDALKIYDELVENIQFHS"
     gene            complement(4411764..4413002)
                     /locus_tag="BA_4848"
                     /old_locus_tag="BA4848"
                     /db_xref="Pathema:BA_4848"
     CDS             complement(4411764..4413002)
                     /locus_tag="BA_4848"
                     /old_locus_tag="BA4848"
                     /note="identified by match to protein family HMM PF00390;
                     match to protein family HMM PF03949"
                     /codon_start=1
                     /transl_table=11
                     /product="putative malate dehydrogenase"
                     /protein_id="AAP28537.2"
                     /db_xref="Pathema:BA_4848"
                     /translation="MSTLREEALHMHKVHQGKLETVSKVKVENAKDLSLAYSPGVAEP
                     CKEIYDDKSKVYEYTMKGNMVAVVTDGTAVLGLGNIGPEASLPVMEGKAVLFKSFAGV
                     DAFPIALNTNDVDKIVETVKLMEPTFGGVNLEDIAAPNCFIIEERLKKETNIPIFHDD
                     QHGTAIVTVAGLVNALKLVGKKMSDIKVVANGAGAAGIAIIKLLYRYGVRDIIMCDRK
                     GAIYEGRPTGMNPVKDEVAKYTNKNRIEGSLADVVQGADVFIGVSAEGALTEEMVRTM
                     NDDAIIFAMANPVPEIMPELAKAAGAAVVGTGRSDFANQVNNVLAFPGIFRGALDVHA
                     TQINEEMKMAAVQAIAELVAEDELNADYIIPAPFDARVAPQVAAYVAKAAMETGVARR
                     QVDPNEVAEKTKQLALIGKE"
     gene            complement(4413106..4416432)
                     /gene="dnaE"
                     /locus_tag="BA_4849"
                     /old_locus_tag="BA4849"
                     /db_xref="Pathema:BA_4849"
     CDS             complement(4413106..4416432)
                     /gene="dnaE"
                     /locus_tag="BA_4849"
                     /old_locus_tag="BA4849"
                     /EC_number="2.7.7.7"
                     /note="identified by similarity to EGAD:108043; match to
                     protein family HMM PF01336; match to protein family HMM
                     PF02811; match to protein family HMM PF07733; match to
                     protein family HMM TIGR00594"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA polymerase III, alpha subunit"
                     /protein_id="AAP28538.1"
                     /db_xref="Pathema:BA_4849"
                     /translation="MKFVHLQCQTVFSLLKSACKIDELVVRAKELGYSSLAITDENVM
                     YGVIPFYKACKKHGIHPIIGLTASIFSEEEEKSYPLVLLAENEIGYQNLLKISSSIMT
                     KSKEGIPKKWLAHYAKGLIAISPGKDGEIEQLLLEDKESQAEEVARAYQNMFGNFYMS
                     LQHHAIQDELLLQEKLPAFMNRVNIPVVATNDVRYINQSDALVHECLLSVESGTKMTD
                     PDRPRLKTDQYYLKSSDEMEALFSHVEEAIYNTVEIAERCRVEIPFHVNQLPKFPVPS
                     NETNDMYLRRVCEEGLQKRYGTPKEVHINRLNHELNVISSMGFSDYFLIVWDFMKYAH
                     ENHILTGPGRGSAAGSLVSYVLEITDIDPIEYDLLFERFLNPERVTLPDIDIDFPDIR
                     RDEMIRYVKDKYGQLRVAQIVTFGTLAAKAAIRDIARVMGLPPRDIDIFSKLIPSKLG
                     ITLKDAYEESQSLREFIQGNLLHERVFEIAKRVEGLPRHTSIHAAGVIMSQEPLTGSV
                     AIQEGHNDVYVTQYPADALEELGLLKMDFLGLRNLTLLENIIKFIVQKTGKEIDIRNL
                     PLQDAKTFQLLGRGDTTGVFQLESSGMRNVLRGLKPNEFEDIVAVNSLYRPGPMEQIP
                     TFIESKHGKRKIEYLHPDLKPILERTYGVIVYQEQIMQIASKLAGFSLGEADLLRRAV
                     SKKNRDILDQERKHFVQGCLQNGYDETSAEKIYDLIVRFANYGFNRSHAVAYSMIGYQ
                     LAYLKANYTLEFMTALLSSAIGNEDKIVQYIRETKRKGFHVLPPSLQRSGYNFQIEGN
                     AIRYSLLSIRNIGMATVTALLEEREKKMFEDLFEFCLRMPSKFVTERNLEAFVWSGCF
                     DDFGVSRTNLWKSLKGALEYANLARDLGDAVPKSKYVQGEELSFIEQLNKEKEVLGFY
                     LSSYPTAQYVKLAKELEIPSLAQAMRHKKKVQRAIVYITSVRVIRTKKLQKMAFITFC
                     DQNDEMEAVLFPETYIHFSDKLQEGAIVLVDGTIELRNHKLQWIVNGLYPLEEMDAYE
                     EKKDASVYVKLPSQYEKKLLNQVTKILFDYSGFAKVLIYYEKEHKMVQLSRSLSIHPS
                     EECLGALREIVGEENVVVKI"
     gene            4416550..4416888
                     /locus_tag="BA_4850"
                     /old_locus_tag="BA4850"
                     /db_xref="Pathema:BA_4850"
     CDS             4416550..4416888
                     /locus_tag="BA_4850"
                     /old_locus_tag="BA4850"
                     /note="identified by similarity to OMNI:NTL01BH3173"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28539.1"
                     /db_xref="Pathema:BA_4850"
                     /translation="MDVREHTFFSLLIISYFIAFGVILGGSLIGGFGAFLIGKPTLTY
                     INQFAQNLRIWALVAAIGGTFDTFYSFERSFFGGDMKDIVKQILLIFFATGGMQTGLI
                     IIKWLTQEHA"
     gene            4416885..4417388
                     /locus_tag="BA_4851"
                     /old_locus_tag="BA4851"
                     /db_xref="Pathema:BA_4851"
     CDS             4416885..4417388
                     /locus_tag="BA_4851"
                     /old_locus_tag="BA4851"
                     /note="identified by similarity to EGAD:108044"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28540.1"
                     /db_xref="Pathema:BA_4851"
                     /translation="MRVPSANTAKRWYLVLAGAAVGGVLSWFIFLYIYGVFQEEQAIK
                     IAEQREIIEKQEAKLHVLLEDQEKLNTENKRLLTIQEIKIKLINQEKYDLDNLTIENM
                     TTSIHNDLQHLLTKNIQSIAKNKDLLKKVIENKTYKHYDRLYRFKVDTISFDTVLEIS
                     ITIEKEK"
     gene            complement(4417440..4418372)
                     /locus_tag="BA_4852"
                     /old_locus_tag="BA4852"
                     /db_xref="Pathema:BA_4852"
     CDS             complement(4417440..4418372)
                     /locus_tag="BA_4852"
                     /old_locus_tag="BA4852"
                     /note="identified by match to protein family HMM PF01368;
                     match to protein family HMM PF02272"
                     /codon_start=1
                     /transl_table=11
                     /product="DHH subfamily 1 protein"
                     /protein_id="AAP28541.1"
                     /db_xref="Pathema:BA_4852"
                     /translation="MHEQILGAIKEFDTIIIHRHVRPDPDALGSQGGLSTILQESFPE
                     KNIYTVGYNEPSLAYLRVMDDIEDSVYENALVIVCDTANQERVDDQRYTKGKMLIKID
                     HHPNEDPYGDITWVDTTASSTSEMIYEFYNYGKDKGLQITKEAARLILAGIVGDTGRF
                     LFPNTTAKTLRYVSELVDMDVKFTDLYNEMYKTKEKIARLNGYILQNFTMVEEGAAYI
                     KLTKEVLEKFDVLPSEASGVVGALGNIDGLKAWVLFLEEDDVIRVRLRSKGPVINKLA
                     MQYNGGGHPMASGAKASSWEEADRLFADLREICK"
     gene            4418612..4418917
                     /locus_tag="BA_4854"
                     /old_locus_tag="BA4854"
                     /db_xref="Pathema:BA_4854"
     CDS             4418612..4418917
                     /locus_tag="BA_4854"
                     /old_locus_tag="BA4854"
                     /note="identified by similarity to EGAD:108048"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28542.1"
                     /db_xref="Pathema:BA_4854"
                     /translation="MPVLVFCIIVSFMLYLFYKTKYFRTNRPMEKGWLSGKSAMALGS
                     FVLFFGINQFFLELSTARIIVGVLFVLFGSASVFNGFRQYKHFLPLAVKEAEVYETT"
     gene            complement(4418931..4419230)
                     /locus_tag="BA_4855"
                     /old_locus_tag="BA4855"
                     /db_xref="Pathema:BA_4855"
     CDS             complement(4418931..4419230)
                     /locus_tag="BA_4855"
                     /old_locus_tag="BA4855"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28543.1"
                     /db_xref="Pathema:BA_4855"
                     /translation="MNCKKMDCGKVVCIMSSTVLFFGSIALFYFLIMIPIQYLYLQGL
                     HEKKKKTGLSQRELYERMSFGEEQLHLHVQGNPFNIPSAFVAYMILKVRGRKKAS"
     gene            complement(4419369..4419671)
                     /locus_tag="BA_4856"
                     /old_locus_tag="BA4856"
                     /db_xref="Pathema:BA_4856"
     CDS             complement(4419369..4419671)
                     /locus_tag="BA_4856"
                     /old_locus_tag="BA4856"
                     /note="identified by similarity to OMNI:EF2281"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28544.1"
                     /db_xref="Pathema:BA_4856"
                     /translation="MGVVLFFLGLILVITVHVITHRIMDLNKKKLYVISLIFAIICSF
                     IPTTGENKSDFLYFGIPVETFVYYGGWEFSFHPLGFFFNFILFYWMLKLLLKLRKT"
     gene            complement(4419865..4421178)
                     /locus_tag="BA_4858"
                     /old_locus_tag="BA4858"
                     /db_xref="Pathema:BA_4858"
     CDS             complement(4419865..4421178)
                     /locus_tag="BA_4858"
                     /old_locus_tag="BA4858"
                     /note="identified by match to protein family HMM PF00571;
                     match to protein family HMM PF03061; match to protein
                     family HMM PF07085"
                     /codon_start=1
                     /transl_table=11
                     /product="thioesterase family protein"
                     /protein_id="AAP28545.1"
                     /db_xref="Pathema:BA_4858"
                     /translation="MATKHNQILEHINSLPVGHKISVRQIAKDLSVSEGTAYRAIKDA
                     ENKGYVSTIERVGTIRIEQKKKENIEKLTYAEVVNIVDGQVLGGREGLHKTLNKFVIG
                     AMKLEAMMRYTEAGNLLIVGNRTNAHQLALETGAAVLITGGFDTEDHVKKLADELKLP
                     IISSSYDTFTVATLINRAIYDQLIKKEIVLVEDILTPIEETLYLKPNDTVQQWHAYNE
                     ETMHGRYPIVDENKKVLGIVTSKDMIGVAKETPIDKVMTRHPITVNGKMSVAAAARMM
                     VWEGIELLPVVDEGNKLQGIISRQDVLQALQMIQRQPQVGETIDDIVTNQFMTPKEAK
                     NEHLYQFSVTPQMTNSIGTLSYGVFATIVTEATNRVIRAQKKSDLIVENLTIYFVKPV
                     QIDNVVSVHPKVLEIGRKFGKVDVEVHHEGNVVGKALLMVQLIDK"
     gene            4421423..4421584
                     /locus_tag="BA_4859"
                     /old_locus_tag="BA4859"
                     /db_xref="Pathema:BA_4859"
     CDS             4421423..4421584
                     /locus_tag="BA_4859"
                     /old_locus_tag="BA4859"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28546.1"
                     /db_xref="Pathema:BA_4859"
                     /translation="MMKKLLEVVGAVLLAFVDGKKVAMELNETPEQPLPKREESSKQI
                     QPLKAILHT"
     gene            complement(4421625..4422308)
                     /locus_tag="BA_4860"
                     /old_locus_tag="BA4860"
                     /db_xref="Pathema:BA_4860"
     CDS             complement(4421625..4422308)
                     /locus_tag="BA_4860"
                     /old_locus_tag="BA4860"
                     /note="identified by match to protein family HMM PF00753"
                     /codon_start=1
                     /transl_table=11
                     /product="metallo-beta-lactamase family protein"
                     /protein_id="AAP28547.1"
                     /db_xref="Pathema:BA_4860"
                     /translation="MKVSYHGHSVVKIETNGKVILIDPFLTGNPKTDLKAEDVKVDAI
                     LLSHGHGDHVGDTVELAKKNNAVVVAPFELATFLSWQGVNTHPMHIGGSHEFDFGKVK
                     FTQAFHGSSYIDEENKTITYTGMPAGILFTAEEKTLYHAGDTALFSDMKLIGELNNID
                     VAFLPIGDNFTMGPEDAVLAAKWVQAKTVVPMHYNTFPVIEQDPYQFVEKLQNCTGKV
                     LEAGESITL"
     gene            4422458..4423555
                     /gene="pepQ2"
                     /locus_tag="BA_4861"
                     /old_locus_tag="BA4861"
                     /db_xref="Pathema:BA_4861"
     CDS             4422458..4423555
                     /gene="pepQ2"
                     /locus_tag="BA_4861"
                     /old_locus_tag="BA4861"
                     /EC_number="3.4.13.9"
                     /note="identified by similarity to SP:P46545; match to
                     protein family HMM PF00557; match to protein family HMM
                     PF01321"
                     /codon_start=1
                     /transl_table=11
                     /product="Xaa-Pro dipeptidase"
                     /protein_id="AAP28548.1"
                     /db_xref="Pathema:BA_4861"
                     /translation="MNARLENLMQWLKEKNVEAAFLTSTPNVFYMTNFHCEPHERLLG
                     MFVFQEKEPILICPKMEEGQARNAGWAHEIIGFTDTDRPWDMIAKAIKDRGINANAVA
                     IEKELLNVERYEELTKLFPNAAFTSAEEKVRELRLIKDEKELSILREAAKMADYAVEV
                     GVNAIKEDRSELEVLAIIEHELKTKGIHKMSFDTMVLAGANSALPHGIPGANKMKRGD
                     FVLFDLGVIIDGYCSDITRTVAFGEISEEQTRIYNTVLAGQLQAVEACKPGVTLGAID
                     NAARSVIADAGYGDFFPHRLGHGLGISVHEYPDVKAGNESPLKEGMVFTIEPGIYVPN
                     VGGVRIEDDIYITKDGSEILTKFPKELQFVK"
     gene            complement(4423584..4423955)
                     /locus_tag="BA_4862"
                     /old_locus_tag="BA4862"
                     /db_xref="Pathema:BA_4862"
     CDS             complement(4423584..4423955)
                     /locus_tag="BA_4862"
                     /old_locus_tag="BA4862"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP28549.1"
                     /db_xref="Pathema:BA_4862"
                     /translation="MDRHMKFSMFMFLGVVLIILAACTTKSVEQVAVKEVPKEGYIIL
                     RNETVFLADDKTFETKIELQNYIEQQMNQDYPSDIVLIFKDKDAYDQLKTGDKIKVWS
                     SQTFESYPVKMIVEKFEIAEK"
     gene            complement(4423976..4424350)
                     /locus_tag="BA_4863"
                     /old_locus_tag="BA4863"
                     /db_xref="Pathema:BA_4863"
     CDS             complement(4423976..4424350)
                     /locus_tag="BA_4863"
                     /old_locus_tag="BA4863"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP28550.1"
                     /db_xref="Pathema:BA_4863"
                     /translation="MKRALFFFISIFFLGSCSIWYVTFSSESKSWTGQYKGHIKDDSE
                     DGMFTFRYKGGDGNTEFKNLEIAINGAFSTMTQTSENHKGAKIEMKSSCVSCAPLSKD
                     EPIEIVIKWDDKYEEKMVLKRK"
     gene            4424444..4425271
                     /locus_tag="BA_4864"
                     /old_locus_tag="BA4864"
                     /db_xref="Pathema:BA_4864"
     CDS             4424444..4425271
                     /locus_tag="BA_4864"
                     /old_locus_tag="BA4864"
                     /note="identified by similarity to GP:16410723"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28551.1"
                     /db_xref="Pathema:BA_4864"
                     /translation="MLQQQLEEIRNNNYILDNKVNIDSLSSNMLEHIGVTDSYLRDKL
                     IYSTFYHLIKKEYISHTQSQKLLLESISEKYLLYKIHSSDEDAVFTRAFTTLLIALII
                     DADTNHNFLSQTDISNVKDQLILYMNNEHDFRGYVQNHGWAHSIAHASDTFEALVRSP
                     KLETLHYEEILQTLLNKVCVHSIYYKYEEDERLVYPIVAMLQNGLKEEALILALHDLV
                     AQLPAKKQTLHIESYEFLYGNIKSFLRSLFFRLRKLSICEETECEVEKLLQELPKYY"
     gene            complement(4425286..4425540)
                     /locus_tag="BA_4865"
                     /old_locus_tag="BA4865"
                     /db_xref="Pathema:BA_4865"
     CDS             complement(4425286..4425540)
                     /locus_tag="BA_4865"
                     /old_locus_tag="BA4865"
                     /note="identified by similarity to EGAD:35746"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP28552.1"
                     /db_xref="Pathema:BA_4865"
                     /translation="MNNQKIYVILYEKEVHMRQIHGAIYIYITMFFVAISYGLGHVYS
                     HPILTFLSGACMAFALLVHLFSVWIVKFQLNISEIEEGTF"
     gene            complement(4425884..4426339)
                     /locus_tag="BA_4866"
                     /old_locus_tag="BA4866"
                     /db_xref="Pathema:BA_4866"
     CDS             complement(4425884..4426339)
                     /locus_tag="BA_4866"
                     /old_locus_tag="BA4866"
                     /note="identified by similarity to GP:15026458; match to
                     protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP28553.1"
                     /db_xref="Pathema:BA_4866"
                     /translation="MRISNKYITLDEIEVIREPLNKLHEYHNNTSKHFSGDYPRMSFE
                     ERIENYKQNSKYGEYRIELLVETETDNILGCYIAYSKSISGKIEVLFVDEKHRGNGFG
                     LKLMNSAVEWFKAKKIDEIELTVVYGNEAISFYEKLGFYPRSIIMATKS"
     gene            complement(4426412..4426756)
                     /locus_tag="BA_4867"
                     /old_locus_tag="BA4867"
                     /db_xref="Pathema:BA_4867"
     CDS             complement(4426412..4426756)
                     /locus_tag="BA_4867"
                     /old_locus_tag="BA4867"
                     /note="identified by similarity to OMNI:NTL01TT0243"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP28554.1"
                     /db_xref="Pathema:BA_4867"
                     /translation="MNVELTRFKVKQDKSHRVDEWMQLLNDNMKEVLLTLNDEKMYVE
                     TIFREIRDGEEYLYWYSVQGEGGALVENSHHEIDKKHLEFWYECIDEEAPSVDMKTEV
                     VMIQDVVKDAMK"
     gene            complement(4426759..4427547)
                     /locus_tag="BA_4868"
                     /old_locus_tag="BA4868"
                     /db_xref="Pathema:BA_4868"
     CDS             complement(4426759..4427547)
                     /locus_tag="BA_4868"
                     /old_locus_tag="BA4868"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP28555.1"
                     /db_xref="Pathema:BA_4868"
                     /translation="MKKLSVAEYRKILPILESHTKTTTFAYAVCDQVIDGEVFVNEKL
                     TAGLIRTANGIYYVFGHTDDQNYNEDLFLFIKKAIEKTEKRFTLFTSSEEWEMMIEER
                     FSNVLRNIPRMKFQSATFEERKRDCNKNTYEVKRIDRRDIERSSEFTEEYYKEYWGSK
                     ETFLNGGFGFCIEQGGMIVAECVSIFSGNGFAEIDIVTHKAYQGKGLAQAVAARFIEH
                     CIQNDIIPCWDCYVDNIPSQKLANKLSFHNPIEYSLFVRKKTGE"
     gene            complement(4427544..4427876)
                     /locus_tag="BA_4869"
                     /old_locus_tag="BA4869"
                     /db_xref="Pathema:BA_4869"
     CDS             complement(4427544..4427876)
                     /locus_tag="BA_4869"
                     /old_locus_tag="BA4869"
                     /note="identified by similarity to EGAD:108081; match to
                     protein family HMM PF07883"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28556.1"
                     /db_xref="Pathema:BA_4869"
                     /translation="METVNLIELTKDIQEQHKNFVVSNVNSHCLRIAVFTGEYDWHYH
                     SNSDELFIVLEGELLIDFEDGETVVLKPNDSILIPACTIHRTRALKRTVNLCFENIEA
                     DTIKVEQL"
     gene            complement(4427921..4428349)
                     /locus_tag="BA_4870"
                     /old_locus_tag="BA4870"
                     /db_xref="Pathema:BA_4870"
     CDS             complement(4427921..4428349)
                     /locus_tag="BA_4870"
                     /old_locus_tag="BA4870"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28557.1"
                     /db_xref="Pathema:BA_4870"
                     /translation="MGSKKRKQKQAKRQKYIKKKQEQNIPLSKKVVLMIEKTFRYICM
                     ALYVILCMYSFGVFYSLEITPNIIESILEFLLVAIQLVLFFILFDTVWPSHESKKDKK
                     RKRNKKSSSASSSSSGFGDYSSSDCSSSSDSGGDCGGGGD"
     gene            4428438..4428743
                     /locus_tag="BA_4871"
                     /old_locus_tag="BA4871"
                     /db_xref="Pathema:BA_4871"
     CDS             4428438..4428743
                     /locus_tag="BA_4871"
                     /old_locus_tag="BA4871"
                     /note="identified by similarity to SP:Q57720; match to
                     protein family HMM PF01381"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein"
                     /protein_id="AAP28558.1"
                     /db_xref="Pathema:BA_4871"
                     /translation="MFTFCKVLFTYYLKMDIINVTNLQKGDFVYLIKNKVKQFRVVRD
                     ITQEQLASSVQITRQSLIAIEKNKYNPSLELALKLCEFFNCKVEDLFQLDKTGEEKE"
     gene            4428740..4429165
                     /locus_tag="BA_4872"
                     /old_locus_tag="BA4872"
                     /db_xref="Pathema:BA_4872"
     CDS             4428740..4429165
                     /locus_tag="BA_4872"
                     /old_locus_tag="BA4872"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28559.1"
                     /db_xref="Pathema:BA_4872"
                     /translation="MKNTFNQKFISHLTFLVLGSSFLYFSSNDEEKISSVLLFAGVYI
                     LLTLILLVVKRIFFKKKKNDAEKYPLPEMDERIEKMSLKLMAQIFGLSHLIGSAILFI
                     LYITDKNSVIRVEYALYYLFGILFFTMMFGLKIVKKLDN"
     gene            complement(4429217..4430350)
                     /gene="ald2"
                     /locus_tag="BA_4873"
                     /old_locus_tag="BA4873"
                     /db_xref="Pathema:BA_4873"
     CDS             complement(4429217..4430350)
                     /gene="ald2"
                     /locus_tag="BA_4873"
                     /old_locus_tag="BA4873"
                     /EC_number="1.4.1.1"
                     /note="identified by similarity to EGAD:15508; match to
                     protein family HMM PF01262; match to protein family HMM
                     PF01488; match to protein family HMM PF05222; match to
                     protein family HMM TIGR00518"
                     /codon_start=1
                     /transl_table=11
                     /product="alanine dehydrogenase"
                     /protein_id="AAP28560.1"
                     /db_xref="Pathema:BA_4873"
                     /translation="MRIGIPTEIKNNENRVAMTPAGAVHLVQNGHEVFVQKGAGLGSG
                     FTDEEYVQAGAKLVETAEEAWNQDMVMKVKEPVASEYGYFREGLILFTYLHLAPEPEL
                     TKALIDNKVVSIAYETVQLDNRSLPLLAPMSEVAGRMSAQIGAQFLEKNKGGKGILLA
                     GVPGVKRGKVTIIGGGQAGTNAAKIAVGLGADVTIIDLSAERLRQLDDIFGNQVKTLM
                     SNPYNIAEAVKESDLVIGAVLIPGAKAPKLVTEEMIQSMEPGSVVVDIAIDQGGIFET
                     TDRITTHDNPTYEKHGVVHYAVANMPGAVPRTSTLALTNVTVPYAVQIANKGYKDACL
                     GNTALLKGINTLDGYVTFEAVAEAHGLQYADAKELLEKAPALS"
     gene            complement(4430564..4431322)
                     /locus_tag="BA_4874"
                     /old_locus_tag="BA4874"
                     /db_xref="Pathema:BA_4874"
     CDS             complement(4430564..4431322)
                     /locus_tag="BA_4874"
                     /old_locus_tag="BA4874"
                     /note="identified by similarity to SP:P51831; match to
                     protein family HMM PF00106"
                     /codon_start=1
                     /transl_table=11
                     /product="putative 3-oxoacyl-(acyl-carrier-protein)
                     reductase"
                     /protein_id="AAP28561.1"
                     /db_xref="Pathema:BA_4874"
                     /translation="MRHALITAGTKGLGKQVTEKLLAKGYSVTVTYHSDITAMKKMKE
                     TYKNMEERLQFVQADVTKKEDLHKIVEEAISRFGKIDFLINNAGPYVFERKKLVDYEE
                     DEWNEMIQGNLTAVFHLLKLVVPIMRKQNFGRIINYGFQGADSAPGWIYRSAFAAAKV
                     GLVSLTKTVAYEEAEYGITANMVCPGDIIGEMKEATIQEARQLKERNTPIGRSGTGED
                     IARTISFLCEEDSDMITGTIIEVTGAVDVIHRHR"
     gene            4431503..4431961
                     /locus_tag="BA_4875"
                     /old_locus_tag="BA4875"
                     /db_xref="Pathema:BA_4875"
     CDS             4431503..4431961
                     /locus_tag="BA_4875"
                     /old_locus_tag="BA4875"
                     /note="identified by match to protein family HMM PF00582"
                     /codon_start=1
                     /transl_table=11
                     /product="universal stress family protein"
                     /protein_id="AAP28562.1"
                     /db_xref="Pathema:BA_4875"
                     /translation="MNNTYTNILIAVDGSKEAEKAFKKAIQVAKRNNATLTIAHIVDV
                     KAYSAVEAYSRAIAERANLFAEDLLEDYKKTALEAGLEKIETVLEFGNPKSKISKEIA
                     PNHKVDLIMCGATGLNAVERFLIGSVSEHIIRYAKCDVLVVRGDEEQGEL"
     gene            complement(4432003..4432698)
                     /locus_tag="BA_4876"
                     /old_locus_tag="BA4876"
                     /db_xref="Pathema:BA_4876"
     CDS             complement(4432003..4432698)
                     /locus_tag="BA_4876"
                     /old_locus_tag="BA4876"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP28563.1"
                     /db_xref="Pathema:BA_4876"
                     /translation="MRRIYFIGLMLYTLIVLHVAFPNIFSFENVEIVHVGIFIFILFA
                     VDCCISIWLSNRKHVQNKKEMERKKRKRSFWITTYCFSLVITAAFFSENIPLERVNIG
                     FGAFVFAYYFFMHFLPYMKEKRGEEEDPLVEEAREQEHKRIEEDIKKLGEQKWYLKSK
                     IIYVLCFITPPIGYLYVFCLRKKMTEDARQSYLTVATIMMALWSLKFLPPYILAITVA
                     VIACLVFLVKYVK"
     gene            4432794..4432973
                     /locus_tag="BA_4877"
                     /old_locus_tag="BA4877"
                     /db_xref="Pathema:BA_4877"
     CDS             4432794..4432973
                     /locus_tag="BA_4877"
                     /old_locus_tag="BA4877"
                     /note="identified by similarity to GB:AAS43663.1"
                     /codon_start=1
                     /transl_table=11
                     /product="proA domain protein"
                     /protein_id="AAP28564.1"
                     /db_xref="Pathema:BA_4877"
                     /translation="MDDSERIILDVNGKEIEMLDTIRAHFRETHGIELSNGALLRDLM
                     DIEYIRITEGRHKYD"
     gene            complement(4433031..4433372)
                     /locus_tag="BA_4878"
                     /old_locus_tag="BA4878"
                     /db_xref="Pathema:BA_4878"
     CDS             complement(4433031..4433372)
                     /locus_tag="BA_4878"
                     /old_locus_tag="BA4878"
                     /note="identified by similarity to OMNI:NTL01BH0935"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28565.1"
                     /db_xref="Pathema:BA_4878"
                     /translation="MKKVIFIVLLLISLSANVKVFLLDKYIFAGEQVKREEAIIATMW
                     HLQEKGYKESDISYIKPAFYSKMSSYGMNVQFKDEPNESYTYRVLKDAKTNKVTVHQD
                     SNEPGGMGGKH"
     gene            complement(4433471..4434859)
                     /gene="argH2"
                     /locus_tag="BA_4879"
                     /old_locus_tag="BA4879"
                     /db_xref="Pathema:BA_4879"
     CDS             complement(4433471..4434859)
                     /gene="argH2"
                     /locus_tag="BA_4879"
                     /old_locus_tag="BA4879"
                     /EC_number="4.3.2.1"
                     /note="identified by similarity to SP:O34858; match to
                     protein family HMM PF00206; match to protein family HMM
                     TIGR00838"
                     /codon_start=1
                     /transl_table=11
                     /product="argininosuccinate lyase"
                     /protein_id="AAP28566.1"
                     /db_xref="Pathema:BA_4879"
                     /translation="MSKLWGGRFTEEAEAWVEEFGASISFDQQLVNQDINGSIAHVTM
                     LAKQGIVTKEEAEKIKIGLQYLLEEAKQNKLHFSVEAEDIHLNIEKMLMEKIGEVGGK
                     LHTGRSRNDQVATDMHLYLKEKVEHIIKAIKQLQTVLVHQAENNIETIMPGYTHLQRA
                     QPISFAHHILAYFWMLERDVNRYEDSLKRINISPLGAGALAGTTFPIDREYSAELLGF
                     NGIYENSLDAVSDRDFILEFLSNSSMLMMHLSRFCEELILWSSQEFQFIEMSDQYATG
                     SSIMPQKKNPDMAELIRGKTGRVYGNLFSLLTVMKGLPLAYNKDLQEDKEGMFDTVKT
                     VEGCLHIMAGMLETMTVNKEKMGQAVTQDFSNATEIADYLANKGLPFRQAHEIVGKLV
                     LHCTQKGIYLIDVPLATYKEMSALFEEDLYEVLSPYAAVKRRNSAGGTGFEQIEKALE
                     KAKGLTKEAIKN"
     gene            complement(4434856..4436061)
                     /gene="argG"
                     /locus_tag="BA_4880"
                     /old_locus_tag="BA4880"
                     /db_xref="Pathema:BA_4880"
     CDS             complement(4434856..4436061)
                     /gene="argG"
                     /locus_tag="BA_4880"
                     /old_locus_tag="BA4880"
                     /EC_number="6.3.4.5"
                     /note="identified by similarity to SP:O34347; match to
                     protein family HMM PF00764; match to protein family HMM
                     TIGR00032"
                     /codon_start=1
                     /transl_table=11
                     /product="argininosuccinate synthase"
                     /protein_id="AAP28567.1"
                     /db_xref="Pathema:BA_4880"
                     /translation="MEKKKVVLAYSGGLDTSVAIKWLQEKNYDIIALCLDLGEGKDLA
                     FVKEKALSVGAIKSYMIDVQEEFANEYALMAMQAHTLYEGKYPLVSALSRPLIAKKLV
                     EIAEQEGATAVAHGCTGKGNDQVRFEVSIQALNPYLEVIAPVREWKWSREEEIAYAKE
                     NNVPIPINLDSPFSIDQNLWGRSNECGILEDPWAAPPEDAYEMTLALEDTPNKPEFVE
                     IGFEAGVPTTLNGTAYPLSELIKTLNALAGKHGVGRIDHVENRLVGIKSREVYECPAA
                     MTLITAHKELEDLTLVKEVAHFKPMIEQKITELIYNGLWFSPLKQALHAFLQETQKNV
                     TGTVRVKLFKGHAIVEGRKSEYSLYDEKLATYTAQDEFNHDAAVGFISLFGLPTKVYS
                     QVNQKKVEA"
     gene            4436228..4436545
                     /locus_tag="BA_4881"
                     /old_locus_tag="BA4881"
                     /note="conserved hypothetical protein, authentic point
                     mutation; an automated process has identified a potential
                     problem with this gene model; it may contain one or more
                     premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_4881"
     gene            complement(4436560..4436769)
                     /locus_tag="BA_4882"
                     /old_locus_tag="BA4882"
                     /db_xref="Pathema:BA_4882"
     CDS             complement(4436560..4436769)
                     /locus_tag="BA_4882"
                     /old_locus_tag="BA4882"
                     /note="identified by similarity to OMNI:NTL01OI0160"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28568.1"
                     /db_xref="Pathema:BA_4882"
                     /translation="MLKDMFKRKELTCFICQKKIEYEEELVAFVKLPKERSILVGPFD
                     VCLAKTAQEIYCKSCYDKKSMTQNN"
     gene            4436896..4436994
                     /locus_tag="BA_4883"
                     /old_locus_tag="BA4883"
                     /db_xref="Pathema:BA_4883"
     CDS             4436896..4436994
                     /locus_tag="BA_4883"
                     /old_locus_tag="BA4883"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28569.1"
                     /db_xref="Pathema:BA_4883"
                     /translation="MRAFVIIALTFLSVISWDAFFKDTSDEKDTTE"
     gene            4437626..4438288
                     /locus_tag="BA_4884"
                     /old_locus_tag="BA4884"
                     /db_xref="Pathema:BA_4884"
     CDS             4437626..4438288
                     /locus_tag="BA_4884"
                     /old_locus_tag="BA4884"
                     /note="identified by similarity to OMNI:NTL01LL2004; match
                     to protein family HMM PF02588"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28570.1"
                     /db_xref="Pathema:BA_4884"
                     /translation="MRNIQSRQIIKEIFMVLIGSFILAAALYHIHFQNHLTEGGFVGI
                     ALFIQNFYDISPSISTVIMDIPIILLCASFLGRKMVGYSFLGSISFGVFYSLMENYSP
                     FTIDLSNNLFIAAVVGGALAGIGLGFILRFGGATGGDDILTIVLSKKTRFTIGQIFFV
                     FDAIVLALSLYYLNWTEIAFTILSIAVQAKTLDLIYYPKTEKAEEKQPVSIPMSKKHA
                     TN"
     gene            complement(4438320..4439153)
                     /locus_tag="BA_4885"
                     /old_locus_tag="BA4885"
                     /db_xref="Pathema:BA_4885"
     CDS             complement(4438320..4439153)
                     /locus_tag="BA_4885"
                     /old_locus_tag="BA4885"
                     /note="identified by similarity to OMNI:NTL01BH3193"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28571.1"
                     /db_xref="Pathema:BA_4885"
                     /translation="MRSKREQAILDSIKEWESQLVEQEATDFQRMFDKWVHTTIAKLP
                     EKKRKDFFTKADGWLFHLHALIQSSQSQLEARNRILGTSRLFNESIEQLEDLKALSID
                     QLTYIAEQQTARHRLYSFVQGGATGAGGLLLLTADFPVMIALNVKAVQLIATSFGHDV
                     NKPYEMMLALKVFHASLLPGRLQQYAWYNLLQELEQEDSFFYEGDEAVLQPASTEIIL
                     KQILKTFSIYALRRKLFQGIPVIGMAIGSTVNYRLTRNVTEFANRFYQVRHIVEKEKR
                     A"
     gene            4439291..4439926
                     /locus_tag="BA_4886"
                     /old_locus_tag="BA4886"
                     /db_xref="Pathema:BA_4886"
     CDS             4439291..4439926
                     /locus_tag="BA_4886"
                     /old_locus_tag="BA4886"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28572.1"
                     /db_xref="Pathema:BA_4886"
                     /translation="MNLSDIKKEYHAVFSLGQNCWPAWALYQFELSPFFGVIDFMLSP
                     SLEKVNVLLQNRFDRFLQFENLSFISFWDDDAKLRLRDNLYEIDSCHDFKTDVNTPTS
                     WPSYTEIKLNYEHRINRFLTTIETAESILFIRTGGTYEEARSLEHILSQIVKHKFSVL
                     LLIPADVPNVVEEDWGLQHICVIKCPIMDVYQYNEVFWNDLFDGITIRPHS"
     gene            4439998..4440432
                     /locus_tag="BA_4887"
                     /old_locus_tag="BA4887"
                     /db_xref="Pathema:BA_4887"
     CDS             4439998..4440432
                     /locus_tag="BA_4887"
                     /old_locus_tag="BA4887"
                     /note="identified by similarity to GP:17131105; match to
                     protein family HMM PF00293"
                     /codon_start=1
                     /transl_table=11
                     /product="mutT/nudix family protein"
                     /protein_id="AAP28573.1"
                     /db_xref="Pathema:BA_4887"
                     /translation="MYPRAKAFGLAIHHDHLLVQEYHTSDETYSRPLGGSIELGEKSA
                     HTVIREFKEELHTEVEITNYLGCLENIFHLDGEIAHEIIQLYSLRLLDTSLYKMEKVK
                     IQDEQTVSYAKWIPLTAFIQEKKVLYPDGILTYIKKKKDEIL"
     gene            complement(4440456..4441649)
                     /gene="ackA"
                     /locus_tag="BA_4888"
                     /old_locus_tag="BA4888"
                     /db_xref="Pathema:BA_4888"
     CDS             complement(4440456..4441649)
                     /gene="ackA"
                     /locus_tag="BA_4888"
                     /old_locus_tag="BA4888"
                     /EC_number="2.7.2.1"
                     /note="identified by similarity to OMNI:NTL01BS02941;
                     match to protein family HMM PF00871; match to protein
                     family HMM TIGR00016"
                     /codon_start=1
                     /transl_table=11
                     /product="acetate kinase"
                     /protein_id="AAP28574.1"
                     /db_xref="Pathema:BA_4888"
                     /translation="MSKIIAINAGSSSLKFQLFEMPSETVLTKGLVERIGLEDSIFTI
                     TVDGEKQKEITNIPDHAVAVNMLLKKLTENGIVKSLDEIGGIGHRVVHGGEKFADSVL
                     ITDEVLADIEELSDLAPLHNPANVVGIKAFQEVLPNVPAVAVFDTAFHQTMPESAFLY
                     SLPYEYYEKFGIRKYGFHGTSHKYVTERAAELLGRPLESLSLLSCHLGNGASIAAVEG
                     GKSIDTSMGFTPLAGVTMGTRSGNIDPALIPYIMEKTGQTVEEVVSVLNKKSGMLGLT
                     GYSSDLRDIIAKEEEGDHRAKVALDVFVSRIHKYIGSYTARMKGVDAIIFTAGVGENS
                     AIIRERVLEGLEYMGVYFDAKRNNVFGEEAFINFPHSPVKIIVIPTDEEVMIARDVLR
                     LGNIG"
     gene            complement(4441948..4442940)
                     /locus_tag="BA_4889"
                     /old_locus_tag="BA4889"
                     /db_xref="Pathema:BA_4889"
     CDS             complement(4441948..4442940)
                     /locus_tag="BA_4889"
                     /old_locus_tag="BA4889"
                     /note="identified by similarity to EGAD:11836"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28575.1"
                     /db_xref="Pathema:BA_4889"
                     /translation="MYVSQTVETLFSIFDSSAVVLRKELDVTYLEALVETGDNLFEGA
                     ILQEELSEAAIERLNREYSTFNEETYKGEEIRKAFQLAILKGMKEGVQANHEMTPDAV
                     GMFMSYLFHKFMQGQNEITVLDPAIGTGNLMTTVFNSAKEGLTMSGFGVEVDEVLIKL
                     ALVNANLQKHAIEFFHQDGLAPLYIDPVDAVISDLPIGYYPNEIGASEYKLKADEGMS
                     YAHHLFIEQSVKHTKEGGYLFFLVPNFIFESDQAPKLHAFIKETCFIQGLLQLPVSMF
                     KNEKNAKSIFVLQKKGPSVTMQKQALLVELPKFSNMKAMEDIMDQLNTWFATHK"
     gene            complement(4443134..4443634)
                     /locus_tag="BA_4890"
                     /old_locus_tag="BA4890"
                     /db_xref="Pathema:BA_4890"
     CDS             complement(4443134..4443634)
                     /locus_tag="BA_4890"
                     /old_locus_tag="BA4890"
                     /EC_number="1.11.1.-"
                     /note="identified by similarity to SP:P37901; match to
                     protein family HMM PF00578; match to protein family HMM
                     PF08534"
                     /codon_start=1
                     /transl_table=11
                     /product="thiol peroxidase"
                     /protein_id="AAP28576.1"
                     /db_xref="Pathema:BA_4890"
                     /translation="MANVTFKGNPMTLVGTEVKVGDQAPNFQVLANDLSPVSLETYKG
                     EVKLISVVPSIDTGVCDAQTRRFNQDAAGIENAKVLTISADLPFAQKRWCAANGLENV
                     VTLSDHRDLSFGEAYGLVMKELRLLARAVFVVDSNDKVVYVEYVSEGTSHPNYEAALE
                     AAKAAK"
     gene            complement(4443769..4444164)
                     /locus_tag="BA_4891"
                     /old_locus_tag="BA4891"
                     /db_xref="Pathema:BA_4891"
     CDS             complement(4443769..4444164)
                     /locus_tag="BA_4891"
                     /old_locus_tag="BA4891"
                     /note="identified by match to protein family HMM PF09579;
                     match to protein family HMM TIGR02874"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28577.1"
                     /db_xref="Pathema:BA_4891"
                     /translation="MDHPIQGLMTTAMQHLKQMTDVNTIVGDPIKAADGSVILTVSKV
                     SFGFAAGGSEFGKVEHSGRHPFGGGSGGGVSINPVAFLVINGEGVKVLHLDKQTHVID
                     KIIELAPQAVDKVKEMMDKRKEDDPEFQI"
     gene            complement(4444177..4444815)
                     /locus_tag="BA_4892"
                     /old_locus_tag="BA4892"
                     /db_xref="Pathema:BA_4892"
     CDS             complement(4444177..4444815)
                     /locus_tag="BA_4892"
                     /old_locus_tag="BA4892"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28578.1"
                     /db_xref="Pathema:BA_4892"
                     /translation="MIRMKWLVIGIIILLLFILFILLSKIKLKVTFLYSEMEKQCLLQ
                     VKIWMIRYTFDVLERIEKQQKKTGQKIEKAEEDGGLDNKIMAQLDSIGELIKRLQEVH
                     TIVKDFLKRVKINGWKWHTQIGAGDAASTGIVTGYAWGTKGMAAGVVGQYMHIVDVPE
                     FEITPVFQGKGFASRCELTASFRIFRTIKTAVKLLVFMRRQRSGTTEKSVQA"
     gene            4445021..4445824
                     /locus_tag="BA_4893"
                     /old_locus_tag="BA4893"
                     /db_xref="Pathema:BA_4893"
     CDS             4445021..4445824
                     /locus_tag="BA_4893"
                     /old_locus_tag="BA4893"
                     /note="identified by similarity to GP:2462088; match to
                     protein family HMM PF01513"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28579.1"
                     /db_xref="Pathema:BA_4893"
                     /translation="MADRRNLFFFYGDDKAKLVEKMKPIYRILEENGFTILDHPKNAN
                     AIVSVGDDATFLQAVRKTGFREDCLYAGISTKDEISFYCDFHIDHVDTALQEITKNEI
                     EVRKYPTIEVDVDGSTSFHCLNEFSLRSSIIKTFVVDVHVDDLYFETFRGDGLVVSTP
                     TGSTAYNKSLRGAVVDPLIPCFQVSELASLNNNTYRTLGSPFILNHERTLTLKLRPDG
                     NDYPVIGMDNEALSIKQVEKAVVRLSDKQIKTVKLKNNSFWEKVQRTFL"
     gene            complement(4445977..4447545)
                     /locus_tag="BA_4894"
                     /old_locus_tag="BA4894"
                     /db_xref="Pathema:BA_4894"
     CDS             complement(4445977..4447545)
                     /locus_tag="BA_4894"
                     /old_locus_tag="BA4894"
                     /note="identified by similarity to OMNI:NTL01BH3203; match
                     to protein family HMM PF07969"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28580.1"
                     /db_xref="Pathema:BA_4894"
                     /translation="MGEIWYGGNIYTMREENEKVEAIYVENGRIVDNGRKEELENRYA
                     VAKLHDLKGKTMIPGLVDSHMHLIGHGERLLRLDLSNCTSYSEVLTLVRRRVEEAPKG
                     SWIIGEGWNENNFKDTKDVHAKDLDAISREHPILLKRVCRHVTWVNSYILQEANITEK
                     AKDPKGGKVGRDSFNKLTGLLYEQGQELIKHVQPEIDESYLQRALQTAIKDCWQYGLV
                     GGHTEDLNYYGGFRKTHNAFSHVIKEMPFKAHLLVHHEVAHERKEYENEHYIEFGAMK
                     IFSDGSFGGRTALLSEPYEDAKETNGVAIFSREELAELVKKARDLHMPVAIHTIGDLS
                     LEYVIDVLELYPPAEGLRDRIIHCQLAREELIERMKNLQAIIDIQPVFVSSDFPSVIE
                     KLGEQRLRYAYAWKTLLEAGLHCNGGSDAPIEQVNPFLGIYSAVTRRSFIDGLCYMPE
                     ERLTVYEAVSLFTTGSAYAIGKEAKRGQITKGYEADFTILDRDIFEIEAEEIKEVQAE
                     MTVIDGQVVYRKDS"
     gene            complement(4447615..4448046)
                     /locus_tag="BA_4895"
                     /old_locus_tag="BA4895"
                     /db_xref="Pathema:BA_4895"
     CDS             complement(4447615..4448046)
                     /locus_tag="BA_4895"
                     /old_locus_tag="BA4895"
                     /note="identified by similarity to OMNI:NTL01BH0852; match
                     to protein family HMM PF00903; match to protein family HMM
                     PF06983"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28581.1"
                     /db_xref="Pathema:BA_4895"
                     /translation="MILGINPYLVLDGSGQEAVQFYKEALDAKVEVMQTFGDMPENPE
                     YPVPAEAKERVLHATLKVGNTDLMISDTFPGQGHAIGSQVTIAIQISNAEKAKEVFDK
                     LQEGGEVIMPLQETFWSPAYGQVKDKFNIEWQVTTSTTEQK"
     gene            complement(4448149..4449717)
                     /locus_tag="BA_4896"
                     /old_locus_tag="BA4896"
                     /db_xref="Pathema:BA_4896"
     CDS             complement(4448149..4449717)
                     /locus_tag="BA_4896"
                     /old_locus_tag="BA4896"
                     /note="identified by match to protein family HMM PF00501"
                     /codon_start=1
                     /transl_table=11
                     /product="putative acetyl-CoA synthetase"
                     /protein_id="AAP28582.1"
                     /db_xref="Pathema:BA_4896"
                     /translation="MAPPSYNLVSEIEKYTGDKEKLALIWQDDKGNRREVTYAELMKG
                     ANKIGNAFIKSGLQKGDKLLIMMPRLIEAYMTYIAAIKAGFVVIPSSEMLRKKDIEYR
                     IGHGEVKAIVSYEPYIGQFDDIEAMESLQKFVLSERSVDGWINLKTALETESDMLEMA
                     KTDKEDMVFLSYTSGTTGNPKGVVHTHAWAYAHLRTSAPNWLGIEENDVVWATASPGW
                     QKWIWSPFLATLGSGATGFVYHGKFEPKTYLNLLDDNKVNVLCCTPTEYRLMAKVENL
                     SEYNLEALHSAVSAGEPLNREVIETFQKHFHITVRDGYGQTENTLLVGVMKGMDIRPG
                     SMGKPTPGNHVDIVDEEGMPVRVGEVGDIAVHIETPALFKQYYKDDERTAMQFRGDYY
                     ITGDKAKKDEDGYFWFEGRGDDIIISSGYTIGPFEVEDALVKHPYVRECAVVASPDEI
                     RGSVVKAFIVLRENIEKNEETLIPILQQHVKELTAPYKYPRKIEFVDELPKTISGKIR
                     RIELRKQEMEIPSK"
     gene            complement(4450013..4450210)
                     /gene="sspB"
                     /locus_tag="BA_4898"
                     /old_locus_tag="BA4898"
                     /db_xref="Pathema:BA_4898"
     CDS             complement(4450013..4450210)
                     /gene="sspB"
                     /locus_tag="BA_4898"
                     /old_locus_tag="BA4898"
                     /note="identified by match to protein family HMM PF00269"
                     /codon_start=1
                     /transl_table=11
                     /product="small, acid-soluble spore protein B"
                     /protein_id="AAP28583.1"
                     /db_xref="Pathema:BA_4898"
                     /translation="MARSTNKLAVPGAESALDQMKYEIAQEFGVQLGADATARANGSV
                     GGEITKRLVSLAEQQLGGFQK"
     gene            complement(4450291..4451502)
                     /gene="thiI"
                     /locus_tag="BA_4899"
                     /old_locus_tag="BA4899"
                     /db_xref="Pathema:BA_4899"
     CDS             complement(4450291..4451502)
                     /gene="thiI"
                     /locus_tag="BA_4899"
                     /old_locus_tag="BA4899"
                     /note="identified by match to protein family HMM PF02568;
                     match to protein family HMM PF02926; match to protein
                     family HMM PF06508; match to protein family HMM TIGR00342"
                     /codon_start=1
                     /transl_table=11
                     /product="thiamine biosynthesis/tRNA modification protein
                     ThiI"
                     /protein_id="AAP28584.1"
                     /db_xref="Pathema:BA_4899"
                     /translation="MTYEYILVRYGEMTTKGKNRSKFVSTLKDNVKFKLKKFPNIKID
                     ATHDRMYIQLNGEDHEAVSERLKDVFGIHKFNLAMKVPSELEDIKKGALAAFLQVKGD
                     VKTFKITVHRSYKHFPMRTMELLPEIGGHILENTEDITVDVHNPDVNVRVEIRSGYSY
                     IMCDERMGAGGLPVGVGGKVMVLLSGGIDSPVAAYLTMKRGVSVEAVHFHSPPFTSER
                     AKQKVIDLAQELTKYCKRVTLHLVPFTEVQKTINKEIPSSYSMTVMRRMMMRITERIA
                     EERNALAITTGESLGQVASQTLDSMHTINEVTNYPVIRPLITMDKLEIIKIAEEIGTY
                     DISIRPYEDCCTVFTPASPATKPKREKANRFEAKYDFTPLIDEAVANKETMVLQTVEV
                     VAEEEKFEELF"
     gene            complement(4451512..4452654)
                     /locus_tag="BA_4900"
                     /old_locus_tag="BA4900"
                     /db_xref="Pathema:BA_4900"
     CDS             complement(4451512..4452654)
                     /locus_tag="BA_4900"
                     /old_locus_tag="BA4900"
                     /note="identified by match to protein family HMM PF00266"
                     /codon_start=1
                     /transl_table=11
                     /product="aminotransferase, class V"
                     /protein_id="AAP28585.1"
                     /db_xref="Pathema:BA_4900"
                     /translation="MIYFDNSATTKPYPEALQSYVTVAGKYFGNPSSIHSLGGEAERL
                     LTQSRTIAAQLLHVKPSEIIFTSGGTEGNNLAIKGIAMRNRSRGKHIITTNIEHASVF
                     EAYKQLEDLGFDVTYLPVNEHGVVSVEDVKRALREDTILVSIIHVNNETGAIQPVAEI
                     GTLLSNYPKIRFHVDHVQGIGKVPLNLYASHIDLCSISGHKFHSVKGTGLLYVRDGVR
                     LDPILSGGQQELKYRSGTENLPGIVAMVKALRMTMEQVKEKVAHLQSLQAELVRFFKE
                     MEDVTINTSLAYAAPHILNVSFVGLKPEVVVHALEEHGVYVSTKSACSSKANEVSRVL
                     VSMGVPHAAAASAIRISLAPENTMEEVKQFEGIVKETMPKLYEVMR"
     gene            complement(4452823..4454535)
                     /gene="ezrA"
                     /locus_tag="BA_4901"
                     /old_locus_tag="BA4901"
                     /db_xref="Pathema:BA_4901"
     CDS             complement(4452823..4454535)
                     /gene="ezrA"
                     /locus_tag="BA_4901"
                     /old_locus_tag="BA4901"
                     /note="identified by match to protein family HMM PF06160"
                     /codon_start=1
                     /transl_table=11
                     /product="septation ring formation regulator"
                     /protein_id="AAP28586.1"
                     /db_xref="Pathema:BA_4901"
                     /translation="MDSILTIVIIVVSSILVLLMIELVIRNRSYKDIEALEQWKQEIK
                     DKPVADELKRVKDLNMTGQTEELFGKWREEWDEIVSTTIPKADKDLAQARKFASQFSF
                     RKAKHAMNESISGLDDADNRITDILNELQQLLESHEKNSSEIEGLRDTYRSMKKSVLA
                     HRHMYGAAEQKIEEMLDAESEKFKTFEEATNNGDYLKAREIVISLEEGLADLEIIIHQ
                     IPDLLVECQATLPVQLEDLLHGHNDMVRQGYVLDYLEVPKEVRDMTKQLQTCLIDIQE
                     LHITEAAEKVENLKTRLDGFYDQLEQEVHARHYVEQKTLSVYEDLEEIRTETIETKAE
                     TQLVKQSYQLQDKDIESQKVIEKQMHILTKRFEMLQLRVAEQDIAFSIIREELEEIYE
                     QCETLKVLHAEYKEMLQTMRKEEFEAREKLQEMRNTIFETKRFMQKSNLPGLPESIME
                     DLKRGQMAMQAVYEQLEVKPLNMNAVNSSLEEAYTTVNGVAEMTEELIGQAYLVEKLI
                     QYGNRYRSHDENLAESLNYAEKLFREYQYDAALEQAASVLEQLEPGVVQKIAEYVDNE
                     QTLS"
     gene            complement(4454743..4455585)
                     /locus_tag="BA_4902"
                     /old_locus_tag="BA4902"
                     /db_xref="Pathema:BA_4902"
     CDS             complement(4454743..4455585)
                     /locus_tag="BA_4902"
                     /old_locus_tag="BA4902"
                     /note="identified by similarity to SP:P20668; match to
                     protein family HMM PF00126; match to protein family HMM
                     PF03466"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, LysR family"
                     /protein_id="AAP28587.1"
                     /db_xref="Pathema:BA_4902"
                     /translation="MDLEAVRSFIEVKNTRSLSKASKILHISQPALSKQIQRLEADLE
                     VTLLKRSAQGVELTSAGELFIKRMLPVLEHIHEVKAEMKKFQEKRNISIGILPSLAAH
                     YISKCKDILGDGFEVEWKIEHTKVLMGLFKERKIEAIFIDSVVEGATCIKEIREEKIV
                     CVVSNDHLYKEKTVIRMEDLQNEKLIVYPEICDVRKMITHMFQGIGAKPIIAFETSYA
                     EPMLAMVGAGLGITLLPEMSVEQAVKQGNVHAISIEPPLVRKIYFVSHMEEGPLLHSF
                     DDER"
     gene            4455725..4456654
                     /locus_tag="BA_4903"
                     /old_locus_tag="BA4903"
                     /db_xref="Pathema:BA_4903"
     CDS             4455725..4456654
                     /locus_tag="BA_4903"
                     /old_locus_tag="BA4903"
                     /note="identified by similarity to SP:O07086; match to
                     protein family HMM PF00892"
                     /codon_start=1
                     /transl_table=11
                     /product="transporter, EamA family"
                     /protein_id="AAP28588.1"
                     /db_xref="Pathema:BA_4903"
                     /translation="MLLGSLLCLLAVTAWGFMFSVMANALQFIDPFFFTTIRYGSAAI
                     IFLILLLMTEGTKSLHLEKKTLSLLFYGTVGFAGYGFLVFYGQQLAGPSGAIHAAMIQ
                     SLMPLIALLLQWITKNKRPQNYTFLCMFVALIGVMLVISKGNIHLLFGAASHLSTNIL
                     MLCGVTCWVIYTNGGASFQSWSPLRYTTLTCLFGSISLIVIVTFLTYTNVVTVPSLST
                     IMNVRFELLYMSIIAGVIAVFCWNAGNRYISSINGILFMNLVPVLALIGSIFRGYTVD
                     KIEIVGASLTIIALLCNNLWQRKESTKIPTSVR"
     gene            complement(4456666..4457321)
                     /locus_tag="BA_4904"
                     /old_locus_tag="BA4904"
                     /note="transcriptional regulator, TetR family, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_4904"
     gene            4457451..4457930
                     /locus_tag="BA_4905"
                     /old_locus_tag="BA4905"
                     /db_xref="Pathema:BA_4905"
     CDS             4457451..4457930
                     /locus_tag="BA_4905"
                     /old_locus_tag="BA4905"
                     /note="identified by similarity to OMNI:NTL01BH3211; match
                     to protein family HMM PF01590"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28589.1"
                     /db_xref="Pathema:BA_4905"
                     /translation="MFTKESYAGSRVQQYETVIKQLDALLTGESNIVANLSNASALLN
                     QFLDRVNWVGFYVTEGNQLVLGPFQGMPACVRIPFGRGVCGVAAETKTTQLVADVHQF
                     PGHIACDSASNSEIVVPIIKDGNVIGVLDIDSPEKNRFDEVDQRYLEKFVETLLKHM"
     gene            complement(4457992..4459167)
                     /gene="megL"
                     /locus_tag="BA_4906"
                     /old_locus_tag="BA4906"
                     /db_xref="Pathema:BA_4906"
     CDS             complement(4457992..4459167)
                     /gene="megL"
                     /locus_tag="BA_4906"
                     /old_locus_tag="BA4906"
                     /EC_number="4.4.1.11"
                     /note="identified by match to protein family HMM PF01053;
                     match to protein family HMM TIGR01328"
                     /codon_start=1
                     /transl_table=11
                     /product="methionine gamma-lyase"
                     /protein_id="AAP28590.1"
                     /db_xref="Pathema:BA_4906"
                     /translation="MKKKHMETALIHHGYTSEEHKGSLTPPLFQTSTFTFETAQQGEA
                     SFAGVDPSYIYSRLGNPTVKLFEERMAVLEGGEEALAFGSGMAAISATLIGFLKAGDH
                     IICSNGLYGCTYGFLEVLEEKFMITHSFCDMETEADIENKIRPNTKLIFVETPINPTM
                     KLIDLKQVIRVAKRNGLLVIVDNTFCSPYLQRPLELGCDAVVHSATKYIGGHGDVVAG
                     VTICKTRALAEKIRPMRKDIGGIMAPFDAWLLLRGLKTLAVRMDRHCDNAEKIVSFLK
                     NHDAVEGVWYPEGELASRQMKRGGVISFSIKGGKEETQAFINDLYFITIAVSLGDTET
                     LIQHPATMTHAAIPAELRQEMGIYDNLIRLSVGLESWEDIVSDLEQALKKISTVSNQ"
     gene            complement(4459437..4459562)
                     /locus_tag="BA_4907"
                     /old_locus_tag="BA4907"
                     /db_xref="Pathema:BA_4907"
     CDS             complement(4459437..4459562)
                     /locus_tag="BA_4907"
                     /old_locus_tag="BA4907"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28591.1"
                     /db_xref="Pathema:BA_4907"
                     /translation="MTPPLKCFYLRKIKTDVIDIYGHFVFMYLRSSSRELRDTPP"
     gene            4459565..4460167
                     /gene="rpsD"
                     /locus_tag="BA_4908"
                     /old_locus_tag="BA4908"
                     /db_xref="Pathema:BA_4908"
     CDS             4459565..4460167
                     /gene="rpsD"
                     /locus_tag="BA_4908"
                     /old_locus_tag="BA4908"
                     /note="identified by match to protein family HMM PF00163;
                     match to protein family HMM PF01479; match to protein
                     family HMM TIGR01017"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S4"
                     /protein_id="AAP28592.1"
                     /db_xref="Pathema:BA_4908"
                     /translation="MARYTGPAWKLSRRLGISLSGTGKELEKRPYAPGPHGPNQRKKL
                     SEYGLQLQEKQKLRHMYGMTERQFRRTFDQAGKMPGKHGENFMILLEARLDNLVYRMG
                     LARTRRAARQLVNHGHIMVDGARVDIPSYRVKPGQTISVREKSNNLVVVKEAIEVNNF
                     VPEYLTFDADKLEATYTRHAERAELPAEINEALIVEFYSR"
     gene            complement(4460222..4460350)
                     /locus_tag="BA_4909"
                     /old_locus_tag="BA4909"
                     /db_xref="Pathema:BA_4909"
     CDS             complement(4460222..4460350)
                     /locus_tag="BA_4909"
                     /old_locus_tag="BA4909"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28593.1"
                     /db_xref="Pathema:BA_4909"
                     /translation="MSLEALIIFSLLNAGQLAENSKVDVHKEQKDAYVYVQKEENK"
     gene            4460501..4460803
                     /locus_tag="BA_4910"
                     /old_locus_tag="BA4910"
                     /db_xref="Pathema:BA_4910"
     CDS             4460501..4460803
                     /locus_tag="BA_4910"
                     /old_locus_tag="BA4910"
                     /note="identified by similarity to EGAD:109347"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28594.1"
                     /db_xref="Pathema:BA_4910"
                     /translation="MTINQMVQLGSSFMLFITSALMSWYQGSNLIDNPDEWKYSAKFT
                     NYFKGTVSNYEDIYQIDFFIYAAKFYPTAFIVMLISLLYMLILILYTLFKRKDPAI"
     gene            complement(4460881..4462137)
                     /gene="tyrS1"
                     /locus_tag="BA_4911"
                     /old_locus_tag="BA4911"
                     /db_xref="Pathema:BA_4911"
     CDS             complement(4460881..4462137)
                     /gene="tyrS1"
                     /locus_tag="BA_4911"
                     /old_locus_tag="BA4911"
                     /EC_number="6.1.1.1"
                     /note="identified by similarity to SP:P22326; match to
                     protein family HMM PF00579; match to protein family HMM
                     PF01479; match to protein family HMM TIGR00234"
                     /codon_start=1
                     /transl_table=11
                     /product="tyrosine--tRNA ligase"
                     /protein_id="AAP28595.1"
                     /db_xref="Pathema:BA_4911"
                     /translation="MGILQDLEFRGLINQQTDAEGLEQLLEKESVKLYCGFDPTADSL
                     HIGHMLPVLMLRRFQLAGHQPIALVGGGTGMIGDPSGKKAERTLNTKDTVAYYTESIK
                     NQLSNFLEFENVENPATMANNYDWLGNLDVISFLRDIGKNFGLNYMLAKDTVASRLET
                     GISFTEFSYMILQSYDFLNLYQHHNCRLQIGGSDQWGNITAGLELIRKSEEDAKAFGL
                     TIPLVTKSDGTKFGKTEGGAIWLDPEKTTPYEFYQFWINTDDRDVVKYLKYFTFLSHE
                     EILELEKQVAEAPEKRAAQKALGAEMTKLVHGEEALEQAIKISAALFSGSVAELTASE
                     IEQGFKDVPSVERTAEDTVLIDLLVESKISPSKRQAREDVTNGAIYVNGERTQALDYV
                     VTEKDRIEGKFTIIRRGKKKYFLIRY"
     gene            complement(4462514..4462759)
                     /locus_tag="BA_4912"
                     /old_locus_tag="BA4912"
                     /db_xref="Pathema:BA_4912"
     CDS             complement(4462514..4462759)
                     /locus_tag="BA_4912"
                     /old_locus_tag="BA4912"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28596.1"
                     /db_xref="Pathema:BA_4912"
                     /translation="MSENPFKSEYKLKQHLDSDHVEVPDFPKTVSRFDRLIGFLGSPA
                     KDPVEATIGNDLSVVFHLSLLVGVPILSLITILFMTL"
     gene            complement(4462740..4463285)
                     /locus_tag="BA_4913"
                     /old_locus_tag="BA4913"
                     /db_xref="Pathema:BA_4913"
     CDS             complement(4462740..4463285)
                     /locus_tag="BA_4913"
                     /old_locus_tag="BA4913"
                     /note="identified by match to protein family HMM PF04542;
                     match to protein family HMM PF04545; match to protein
                     family HMM PF08281; match to protein family HMM TIGR02937"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA polymerase sigma-70 factor, ECF family"
                     /protein_id="AAP28597.1"
                     /db_xref="Pathema:BA_4913"
                     /translation="MAQIGIEEELMLAYQSGDKQAGEKLYVLIKPALYTFLYRFNRDE
                     QLSIDLVQDTFLTLERKKHMYEPEKGKIKTYLFQIGYRLMINKLNRRKKWRTLLPFLV
                     PIQEKEFSHEDRLTVREAILKVPEEQRAVLILSYYHDMQQKEIAEVLDIPVGTVKLRL
                     HNGIKKLKQLLEVDEIERKSL"
     gene            complement(4463266..4463721)
                     /locus_tag="BA_4914"
                     /old_locus_tag="BA4914"
                     /db_xref="Pathema:BA_4914"
     CDS             complement(4463266..4463721)
                     /locus_tag="BA_4914"
                     /old_locus_tag="BA4914"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP28598.1"
                     /db_xref="Pathema:BA_4914"
                     /translation="MSNKLLLTFALIGIIAVFSCGLLLPMPIGFKVSMITAGVMMIVM
                     FSIIIPFDRKHIVRKKGYKIDFTKTKVYFRWNVFDTISACLAVYACICVQALNILVST
                     GQTIQNPYVQFFTNQSQVWIIVASCYLISRISLTLKGIKEIKNHGADWD"
     gene            complement(4463999..4465717)
                     /gene="acsA"
                     /locus_tag="BA_4915"
                     /old_locus_tag="BA4915"
                     /db_xref="Pathema:BA_4915"
     CDS             complement(4463999..4465717)
                     /gene="acsA"
                     /locus_tag="BA_4915"
                     /old_locus_tag="BA4915"
                     /EC_number="6.2.1.1"
                     /note="identified by match to protein family HMM PF00501"
                     /codon_start=1
                     /transl_table=11
                     /product="acetate--CoA ligase"
                     /protein_id="AAP28599.1"
                     /db_xref="Pathema:BA_4915"
                     /translation="MKVETLPVIKGENNLPNYDEAYANFNWEEVNKNFTWNEAGRVNM
                     AYEAIDKHAKSDRKNKVALYYQDGSRKEKYTFKEMKDFSNKAGNVLKNYGDVEKGDRV
                     FIFMPRSPELYFALLGAVKLGAIVGPLFEAFMEGAVRDRLEDSEAKVLITTPELLERV
                     PLNDLPALKTVFLVGDHVEEGGKTVAFNPLFEQASKELHIEWLGREDGLILHYTSGST
                     GKPKGVLHAQNAMVQHYQTAKWVLDLKEDDVYWCTADPGWVTGTAYGIFAPWLVGASN
                     VILGGRFSPEAWYEALQDYGVTVWYSAPTAFRMLMGAGQDAIKKYDLSQVRHVLSVGE
                     PLNPEVIRWGMNAFGLRIHDTWWMTETGGQVICNYPCMEIRPGSMGKPIPGVKAAIVD
                     NEGNEVPPYTMGNLAIGKGWPAMMRGIWNNKQKYESYFMPGDWYVSGDSAYMDEDGYF
                     WFQGRIDDVIMTSGERVGPFEVESKLIEHAAVAEAGVIGIPDPVRGEIIKAFIALRAG
                     YEPSEELKEEIRQFVKKGLAAHAAPRQIEFRDKLPKTRSGKIMRRVLKAWELNLPTGD
                     LSTMED"
     gene            4465894..4466526
                     /gene="acuA"
                     /locus_tag="BA_4916"
                     /old_locus_tag="BA4916"
                     /db_xref="Pathema:BA_4916"
     CDS             4465894..4466526
                     /gene="acuA"
                     /locus_tag="BA_4916"
                     /old_locus_tag="BA4916"
                     /note="identified by similarity to EGAD:23882"
                     /codon_start=1
                     /transl_table=11
                     /product="acetoin utilization protein AcuA"
                     /protein_id="AAP28600.1"
                     /db_xref="Pathema:BA_4916"
                     /translation="MIHKKIYNARNLKTAKGTLIIEGPVSTHNLEMYEFHTDLVAFRP
                     AEQQYKAIVEISKLPEARLIIARHDQTIVGYVTYLYPDPLERWSEGKMENLIELGAIE
                     VVPAFRGCAVGKNLLEVSMMDDYMEDYIILTTEYYWHWDLKQTGLNVWEYRKVMEKMM
                     NAGGLQWMATDDPEICSHPANCLMVRIGKRVDTDSIQAFDRLRFHNRFMY"
     gene            4466544..4467188
                     /gene="acuB"
                     /locus_tag="BA_4917"
                     /old_locus_tag="BA4917"
                     /db_xref="Pathema:BA_4917"
     CDS             4466544..4467188
                     /gene="acuB"
                     /locus_tag="BA_4917"
                     /old_locus_tag="BA4917"
                     /note="identified by similarity to EGAD:15842; match to
                     protein family HMM PF00571; match to protein family HMM
                     PF01842"
                     /codon_start=1
                     /transl_table=11
                     /product="acetoin utilization protein AcuB"
                     /protein_id="AAP28601.1"
                     /db_xref="Pathema:BA_4917"
                     /translation="MIVEEIMNQDVVTLRPNDTIETAIRTIRTKGIRHIPIVDQNNHV
                     VGIISDRDVRDASPSILDEQVSLDMLKQPLELIMKHPVMTCHPLDFVEEIATLFFENK
                     IGCLPVTKAGKLVGIISESTVLHTLVKLTGAHQPSSQIEIQVKNEPGILGKVVAIFSE
                     LQINIVSVLVYPAKDENDKVLVFRIQTMNPLKVIDALEAEGYRVLWPNIMGMQA"
     gene            4467185..4468351
                     /gene="acuC"
                     /locus_tag="BA_4918"
                     /old_locus_tag="BA4918"
                     /db_xref="Pathema:BA_4918"
     CDS             4467185..4468351
                     /gene="acuC"
                     /locus_tag="BA_4918"
                     /old_locus_tag="BA4918"
                     /note="identified by similarity to EGAD:19784; match to
                     protein family HMM PF00850"
                     /codon_start=1
                     /transl_table=11
                     /product="acetoin utilization protein AcuC"
                     /protein_id="AAP28602.1"
                     /db_xref="Pathema:BA_4918"
                     /translation="MSSAFIYSDDFRGYSFSPDHPFNQLRVTLTYDLLQKGGFISPSQ
                     IISPRMATDEEIAYIHTEEYINAVKRAGEGKLEKSIAMTYGLGTEDTPMFPNMHEASA
                     LLVGGTLTAVDAVLSGKVKHALNLGGGLHHGFRGKASGFCIYNDSSIAMKYIQKKYGL
                     RVLYIDTDAHHGDGVQWSFYDDPNVCTISLHETGRYLFPGTGAVNERGQGNGYSYSFN
                     VPLDAFTEDESFLDSYRTVVKEVAAYFKPDIILTQNGADAHYYDPLTHLCATMNIYRE
                     IPKLAREIANEYCEGRWIAVGGGGYDHWRVVPRAWALIWLEMNNIQNISGYLPPEWID
                     AWKGQAETELPLTWEDPNNMYKPIPRKPEIEEKNALTVAKSLEIIRNNMKKSLY"
     gene            complement(4468599..4468868)
                     /locus_tag="BA_4919"
                     /old_locus_tag="BA4919"
                     /db_xref="Pathema:BA_4919"
     CDS             complement(4468599..4468868)
                     /locus_tag="BA_4919"
                     /old_locus_tag="BA4919"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28603.1"
                     /db_xref="Pathema:BA_4919"
                     /translation="MGDILKDNKSNKILKVGTNIILVLLLIGAIQMFYDDDYTNDHFG
                     GLFMMVFFGIKIISSFIMSIKEGDKKAVFLDVGLMIVLFCLLFLV"
     gene            complement(4468991..4469680)
                     /locus_tag="BA_4920"
                     /old_locus_tag="BA4920"
                     /db_xref="Pathema:BA_4920"
     CDS             complement(4468991..4469680)
                     /locus_tag="BA_4920"
                     /old_locus_tag="BA4920"
                     /note="identified by similarity to GP:15023165; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF00486"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator"
                     /protein_id="AAP28604.1"
                     /db_xref="Pathema:BA_4920"
                     /translation="MKRILLIEDEVSIAELQRDYLEINDFQVDVEHSGETGLQMALQE
                     DYDLIILDIMLPKMNGFEICKQIRAIKDIPILLVSAKKEDIDKIRGLGLGADDYITKP
                     FSPSELVARVKAHISRYERLLGNVSKQRDTLYIHGISIDQRARKVFINNEEIAFTTKE
                     FDLLTFFVTNPNQVLNKEQLFERIWGLDSAGDLATVVVHIRKLREKIERDPAHPQYIE
                     TVWGAGYRFNV"
     gene            complement(4469682..4471136)
                     /locus_tag="BA_4921"
                     /old_locus_tag="BA4921"
                     /db_xref="Pathema:BA_4921"
     CDS             complement(4469682..4471136)
                     /locus_tag="BA_4921"
                     /old_locus_tag="BA4921"
                     /EC_number="2.7.13.3"
                     /note="identified by similarity to GP:15023161; match to
                     protein family HMM PF00512; match to protein family HMM
                     PF00672; match to protein family HMM PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase"
                     /protein_id="AAP28605.1"
                     /db_xref="Pathema:BA_4921"
                     /translation="MSIKTRFLFSYIAVILVSITLILIAGFLIVFSITGDLEAVKNFY
                     KSSYIQKPLTSEEENAYIELKTAAKKHQSQLLDESFVSSLEKEGVKIVVRKGETISYA
                     TKVFESVALKEALPKFESANINSRGTTELGDTFYRYVKFDFYFPQEEEGSIFVLKKQS
                     SFVDLTQKLFPILFVSLLLLAILLIGLLSYLVSRSVIKPIFVLKDATGKIKEGNLDFH
                     IPVTSHDEIGQLNQGFEEMRKKLKESIEMQTQYEENRKELISNISHDLKTPITSIIGY
                     VEGIKDGVANTPEKMDKYLTTIHTKARHMDTLIDELFLFSKLDLNRVPFQFETVELNM
                     FMQELIEEMQMDLSKEGIEVNLQLHASPLYVTADCEKINRVISNLIHNSVKYMDKEEK
                     KITVTVSSDNNKVIVKVMDNGSGIESDTLPYIFERFYRAEQSRNSSTGGSGLGLAIAK
                     QIIEEHGGNIWAESELGEGTSIFFSLEKVEKCGE"
     gene            4471376..4471966
                     /locus_tag="BA_4922"
                     /old_locus_tag="BA4922"
                     /db_xref="Pathema:BA_4922"
     CDS             4471376..4471966
                     /locus_tag="BA_4922"
                     /old_locus_tag="BA4922"
                     /note="identified by match to protein family HMM PF00023"
                     /codon_start=1
                     /transl_table=11
                     /product="ankyrin repeat domain protein"
                     /protein_id="AAP28606.1"
                     /db_xref="Pathema:BA_4922"
                     /translation="METALLTATEKQETNTVISLLKKGADINITDNKGRTPLMIATYK
                     NDVKTAKALIDAGADVNIQDDMKNNPFLYAGAEGYLDILKLTIDAGADPSLTNRYGGT
                     ALIPASEHGYVDVIKELLTRTNIDVNHVNNLGWTALMEAIVLSNGNETQQQVIRLLIE
                     HGADINIPDNDGVTPLEHARAHHFEEIEKILLEGHK"
     gene            4472046..4472972
                     /locus_tag="BA_4923"
                     /old_locus_tag="BA4923"
                     /db_xref="Pathema:BA_4923"
     CDS             4472046..4472972
                     /locus_tag="BA_4923"
                     /old_locus_tag="BA4923"
                     /note="identified by match to protein family HMM PF01408"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, Gfo/Idh/MocA family"
                     /protein_id="AAP28607.1"
                     /db_xref="Pathema:BA_4923"
                     /translation="MNKPKIGMIGLGSIAQKAYLPTLTKETNWNFVGAFTPNAEKRKQ
                     ICQQYRIQDFHSIETLASECDAIFVHSSTASHYEIVSELLKKGIDVYVDKPLAATVEQ
                     AEKLVELSEKYNRKLMVGFNRRFVPMYVAAKEQAHHISWIRIEKHRTNKIGPYTYDFT
                     MLDDYLHIVDTARWLANDELNVVHNMMQINEKNELLYGHHTYTTANGLLLSTAMHRHA
                     GTNLEQIELVTAGKIIRVKNMNTFEVEQENSVSQSGSPSWETTLKQRGFEDAVHHFID
                     CVHGDTKPLVDGLEGLKTQQMLQSLLNDINKN"
     gene            4473101..4473499
                     /gene="mscL"
                     /locus_tag="BA_4924"
                     /old_locus_tag="BA4924"
                     /db_xref="Pathema:BA_4924"
     CDS             4473101..4473499
                     /gene="mscL"
                     /locus_tag="BA_4924"
                     /old_locus_tag="BA4924"
                     /note="identified by match to protein family HMM PF01741;
                     match to protein family HMM TIGR00220"
                     /codon_start=1
                     /transl_table=11
                     /product="large conductance mechanosensitive channel
                     protein"
                     /protein_id="AAP28608.1"
                     /db_xref="Pathema:BA_4924"
                     /translation="MWNEFKKFAFKGNVIDLAVGVVIGAAFGKIVSSLVKDIITPLLG
                     MVLGGVDFTDLKITFGKSSIMYGNFIQTIFDFLIIAAAIFMFVKVFNKLTSKREEEKE
                     EEIPEPTKEEELLGEIRDLLKQQNSSKDRA"
     gene            complement(4473550..4473822)
                     /locus_tag="BA_4925"
                     /old_locus_tag="BA4925"
                     /db_xref="Pathema:BA_4925"
     CDS             complement(4473550..4473822)
                     /locus_tag="BA_4925"
                     /old_locus_tag="BA4925"
                     /note="identified by similarity to OMNI:NTL01OI0443"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP28609.1"
                     /db_xref="Pathema:BA_4925"
                     /translation="MIVLWIITLCMTAIFAYMTLKQNGLKRFVPGSILAGIALITYVT
                     SIFIESVSVDMSTSLMFMGITLFASSIMVLIVAGIILFIHMNSETL"
     gene            4473973..4474269
                     /locus_tag="BA_4926"
                     /old_locus_tag="BA4926"
                     /db_xref="Pathema:BA_4926"
     CDS             4473973..4474269
                     /locus_tag="BA_4926"
                     /old_locus_tag="BA4926"
                     /note="identified by similarity to GB:AAS43711.1"
                     /codon_start=1
                     /transl_table=11
                     /product="minD family ATPase domain protein"
                     /protein_id="AAP28610.1"
                     /db_xref="Pathema:BA_4926"
                     /translation="MEDDIAGYFKQVERYDYIIIDLDKKFFYMEVVQLKTNITSLKIS
                     LNLDKDETIIAGNVKQYDPSRLEQFIQNFKHTAQTCLEHNLRSPEELFAFWKGN"
     gene            4474351..4474587
                     /locus_tag="BA_4927"
                     /old_locus_tag="BA4927"
                     /db_xref="Pathema:BA_4927"
     CDS             4474351..4474587
                     /locus_tag="BA_4927"
                     /old_locus_tag="BA4927"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28611.1"
                     /db_xref="Pathema:BA_4927"
                     /translation="MIWISLIVLAYFIILVPIQYNYIKIIKEKQKKMNMSQNELYDNM
                     SYEESQIHYHYQSNVFTIPASLVASIIYRVKHAA"
     gene            4474577..4474951
                     /locus_tag="BA_4928"
                     /old_locus_tag="BA4928"
                     /db_xref="Pathema:BA_4928"
     CDS             4474577..4474951
                     /locus_tag="BA_4928"
                     /old_locus_tag="BA4928"
                     /note="identified by similarity to OMNI:NTL01BH3089"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28612.1"
                     /db_xref="Pathema:BA_4928"
                     /translation="MQHNMYAVKLLFESVHSGEPDPTKMDEHYEENHDTLFEESIILV
                     KASGLEEAHALGEQIAIQSEHTYDNMYGEQITWTFRKVLHVFELDNAPFETGKELYAR
                     FLHVKKNETVDTIVQTYYPEYK"
     gene            complement(4474986..4475984)
                     /gene="ccpA"
                     /locus_tag="BA_4929"
                     /old_locus_tag="BA4929"
                     /db_xref="Pathema:BA_4929"
     CDS             complement(4474986..4475984)
                     /gene="ccpA"
                     /locus_tag="BA_4929"
                     /old_locus_tag="BA4929"
                     /note="identified by similarity to OMNI:NTL01BS02968;
                     match to protein family HMM PF00356; match to protein
                     family HMM PF00532; match to protein family HMM TIGR01481"
                     /codon_start=1
                     /transl_table=11
                     /product="catabolite control protein A"
                     /protein_id="AAP28613.1"
                     /db_xref="Pathema:BA_4929"
                     /translation="MNVTIYDVAREANVSMATVSRVVNGNPNVKPTTRKKVLEAIDRL
                     GYRPNAVARGLASKKTTTVGVIIPDISNTFYAELARGIEDIATMYKYNIILSNSDQNK
                     EKEFHLLNTMLGKQVDGIVFMGEDITDIHIEEFKKSPVPIVLAASFDEQNETPSVNID
                     YTQAAYDAMKHFIEQGHKRIGFVSGPFIDKAGSAKKLQGYKKALEEAGISYDENLVID
                     GDYTYDSGIEAFEKLWGLDEKPSAIFVSSDEMALGVIHAAQDAGLNVPTDVEVLGFDN
                     TRLALMVRPQLSTVVQPMYDIGAVAMRLLTKYMNKEKVEDHTVILPHRIQFRDSTK"
     gene            complement(4476513..4477529)
                     /locus_tag="BA_4930"
                     /old_locus_tag="BA4930"
                     /db_xref="Pathema:BA_4930"
     CDS             complement(4476513..4477529)
                     /locus_tag="BA_4930"
                     /old_locus_tag="BA4930"
                     /note="identified by match to protein family HMM PF07537"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP28614.1"
                     /db_xref="Pathema:BA_4930"
                     /translation="MKKMALSFAVVSLLLGACSNDTISKKDEVIQKDTKEKSMIPRTA
                     VSKDYYRTVIPLKEQKVINTANITTNSKLDLAEYENGLMNIAKEQFDTENHVLQLNQY
                     IPEKLVDELVAKVKAPVLTNIIEQDYFGKQNSNELSLSGVMIGLAMSSSVSNEEAMSK
                     GTEVANQLIEAIHKNDKYNKSPITFAIFKQESTSSLKNGTYIASATVQKNDTNIGNWN
                     AIEEKAYSYPSDEFTQAHGEDNTKIDDFAKEMKGFSPGDFIPVNAKVSYKKNQMDTLN
                     MNIVIKYNGKTELMALTQLAAQIMLEQLPKDAKVQLQIKSENKIEAIVIKEKNSDKPF
                     VSFL"
     gene            complement(4477647..4477973)
                     /locus_tag="BA_4931"
                     /old_locus_tag="BA4931"
                     /db_xref="Pathema:BA_4931"
     CDS             complement(4477647..4477973)
                     /locus_tag="BA_4931"
                     /old_locus_tag="BA4931"
                     /note="identified by similarity to EGAD:30569"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28615.1"
                     /db_xref="Pathema:BA_4931"
                     /translation="MNMTKVETIEELEVLVEKNEPYVLFKHSTTCPISHGAYTEFQAY
                     CSEERAVPAYCLYVQDARDVSNRVAEQYSIKHESPQVLYIKDGMVVWNTSHWNIKKDA
                     LEENIK"
     gene            complement(4477973..4478485)
                     /locus_tag="BA_4932"
                     /old_locus_tag="BA4932"
                     /db_xref="Pathema:BA_4932"
     CDS             complement(4477973..4478485)
                     /locus_tag="BA_4932"
                     /old_locus_tag="BA4932"
                     /note="identified by match to protein family HMM PF06103"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28616.1"
                     /db_xref="Pathema:BA_4932"
                     /translation="MQVLLYVSAAIIAVAFAVLVVYVCRTLLSVQKTLENVASTLEGL
                     EKQMQGISVETEQLLHKTNALADDIQQKSQSLNKVVSGVDGIGTTIHSLNTKLRNVSE
                     SVTDEIENNADKVAQVVQWSSAAIEVYNHYRATRQEKKVEKEERKLERLEKKAEKKEK
                     RSRLRMRGES"
     gene            4478673..4479788
                     /locus_tag="BA_4933"
                     /old_locus_tag="BA4933"
                     /db_xref="Pathema:BA_4933"
     CDS             4478673..4479788
                     /locus_tag="BA_4933"
                     /old_locus_tag="BA4933"
                     /note="identified by similarity to SP:Q9X4A7; match to
                     protein family HMM PF02073"
                     /codon_start=1
                     /transl_table=11
                     /product="putative aminopeptidase"
                     /protein_id="AAP28617.1"
                     /db_xref="Pathema:BA_4933"
                     /translation="MKDPRIEKLAYNLINYSIRLQKGEKVLIENFGLQKELVTALVKE
                     AYAAGGFPFVSLKDHQVDRSLLMGATEEHFEQIAAYEASVMKDMDAYIGLRSGDNINE
                     QADVPSERMQIHGQTVGKKVHRDIRVPKTRWVVLRYPNASMAQLAKMSTEAFEDFYFE
                     VCNLDYGKMDKAMDSLVTLMNKTDKVRLTGPGTDLTFSIKDIPAIKCSGHLNIPDGEV
                     YSAPVRDSVNGTVSYNTPSPYNGYTFENVQLKFENGQIVEATANDTERINKIFDIDEG
                     ARYVGEFAIGVNPYILHPMGDILFDEKIDGSFHFTPGQAYDDAWNGNNSNIHWDLVCI
                     QRPEYGGGEIYFDDVLIRKDGRFVVPELEALNPENLK"
     gene            complement(4479825..4480259)
                     /locus_tag="BA_4934"
                     /old_locus_tag="BA4934"
                     /db_xref="Pathema:BA_4934"
     CDS             complement(4479825..4480259)
                     /locus_tag="BA_4934"
                     /old_locus_tag="BA4934"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP28618.1"
                     /db_xref="Pathema:BA_4934"
                     /translation="MKKVLMLFVLLLTASILLIGCSTKKEKAGMNLEKAQKVEIESLT
                     DSSEKKVITDKKEIEKLFEVMKMDKWEMQSAPLDTPQGKTFKMYQEDTTKLSESSKDK
                     KELHEIGTMTVYKDVPYVEVEMKNKKMSFKVPEDVAKDLLKY"
     gene            complement(4480275..4480457)
                     /locus_tag="BA_4935"
                     /old_locus_tag="BA4935"
                     /db_xref="Pathema:BA_4935"
     CDS             complement(4480275..4480457)
                     /locus_tag="BA_4935"
                     /old_locus_tag="BA4935"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28619.1"
                     /db_xref="Pathema:BA_4935"
                     /translation="MKYVKPLFCLEILFVIVGCTRVYTKWNLPLYVPIVIGTIAVALL
                     YYFHFQQTKSEKSRSM"
     gene            complement(4480454..4480858)
                     /locus_tag="BA_4936"
                     /old_locus_tag="BA4936"
                     /db_xref="Pathema:BA_4936"
     CDS             complement(4480454..4480858)
                     /locus_tag="BA_4936"
                     /old_locus_tag="BA4936"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28620.1"
                     /db_xref="Pathema:BA_4936"
                     /translation="MNFPIQRSKSVVFFVCLTLAFMFVYPLVMIVANKDHWMSALIGM
                     GLCFIVNVPLVWEVFIKKHKVENGVLKYGILNDDIVLKEIRIIRQVGRSLEITTNSYK
                     VHLLAMPQHMKQFLSLVEKENPHVKIEMVGKK"
     gene            complement(4480950..4481504)
                     /locus_tag="BA_4937"
                     /old_locus_tag="BA4937"
                     /db_xref="Pathema:BA_4937"
     CDS             complement(4480950..4481504)
                     /locus_tag="BA_4937"
                     /old_locus_tag="BA4937"
                     /note="identified by similarity to SP:P13857; match to
                     protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ribosomal-protein-serine
                     acetyltransferase"
                     /protein_id="AAP28621.1"
                     /db_xref="Pathema:BA_4937"
                     /translation="MFTLRVDDEIELQLLEKHHKEELYQLINQNRNHLRRWLPWVDGM
                     KSADAYNEICPMWLKKFAEGDGFESGIRYKGKLVGMVGIHPVSWGKKAASLGYYLAED
                     AGGKGIMTRSVKAVLHYAFENLKLNKMEIRCGVENVKSRAIPERLEFKLDGILRDEEW
                     LYDHFHDIAVYSLLASEWKEIQDK"
     gene            complement(4481701..4483011)
                     /gene="murC"
                     /locus_tag="BA_4938"
                     /old_locus_tag="BA4938"
                     /db_xref="Pathema:BA_4938"
     CDS             complement(4481701..4483011)
                     /gene="murC"
                     /locus_tag="BA_4938"
                     /old_locus_tag="BA4938"
                     /EC_number="6.3.2.8"
                     /note="identified by similarity to EGAD:30616; match to
                     protein family HMM PF01225; match to protein family HMM
                     PF02875; match to protein family HMM PF08245; match to
                     protein family HMM TIGR01082"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-N-acetylmuramate--L-alanine ligase"
                     /protein_id="AAP28622.1"
                     /db_xref="Pathema:BA_4938"
                     /translation="MTVYHFVGIKGTGMSSLAQILHDMKHTVQGSDYEKRFFTQTALE
                     KRNISILPFDKSNVKEGQVIIAGNAFPDTHEEIVAAKELNIPVHRYHHFLGDLMNQYT
                     SVAVTGAHGKTSTTGLLAHVMQGAHPTSYLIGDGTGHGVENSKYFVFEACEYRRHFLS
                     YNPDYAIMTNIDFDHPDYFTDINDVFSAFQEMALQVKKGIIACGDDEELQKIQAKVPV
                     IFYGFGEDNDFQARNIQKRTDGTIFDVFVRNTYYDTFKITGYGNHSVLNALAVIALCH
                     YENVDVEAVKHQLTTFEGVKRRFNEKPMGEQVIIDDYAHHPTEINATIEAARQKHPER
                     EIVAVFQPHTFSRTEKFLDEFAESLSKADQVYLCDIFGSARENKGELTIEDLQKRIDG
                     AELITDTTTDVLKKHKNGVLIFMGAGDIQKFEAAYVKEVQVAEK"
     gene            complement(4483264..4484382)
                     /locus_tag="BA_4939"
                     /old_locus_tag="BA4939"
                     /db_xref="Pathema:BA_4939"
     CDS             complement(4483264..4484382)
                     /locus_tag="BA_4939"
                     /old_locus_tag="BA4939"
                     /note="identified by similarity to OMNI:NTL01BH3252"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28623.1"
                     /db_xref="Pathema:BA_4939"
                     /translation="MKEIELKLKGEINRLTNKTFKFDERVGEGWFSAVYFLKTREIIE
                     EFRPKSVVTMQFFQKENAVLCGTDEVIALLQTFAKNPEELEINSLKDGDKISPFETVL
                     TIDGPYENFGFLEGVIDGILARRTSVATNVYNVVQAARSVDKEKPVIFMGDRDDHYTQ
                     QAGDGYAAYIGGMSAQATHAMNEWWGKSGMGTMPHALIQMFNGDVVEAAKAYHKKFPE
                     DELVVLIDYNNDVITDALRVAREFGSTLKGVRVDTSRTMIDQYFIRHPEVLGTFDPRG
                     VNPSLVFALRKALDEEGFQHVDIVVTGGFDEKRIREFEAQNVPVDIYGVGSSLLKMNI
                     GFTGDNVELNGKPEAKAGRKYRPNPRLERVQLEKREDM"
     gene            complement(4484444..4488379)
                     /locus_tag="BA_4940"
                     /old_locus_tag="BA4940"
                     /db_xref="Pathema:BA_4940"
     CDS             complement(4484444..4488379)
                     /locus_tag="BA_4940"
                     /old_locus_tag="BA4940"
                     /note="identified by match to protein family HMM PF01580;
                     match to protein family HMM PF09397"
                     /codon_start=1
                     /transl_table=11
                     /product="FtsK/SpoIIIE family protein"
                     /protein_id="AAP28624.1"
                     /db_xref="Pathema:BA_4940"
                     /translation="MLDWMKKLFNKEEEQTAMNKEVPKQVESQPKIPRVNHHTEAREA
                     QMASRNAGKCRFPLVPDNGFDEEDVIETGHFEEQPVQAVTYENEPIQRGIKVERSRRQ
                     YVEKVVSTYEEPEMQYEPEREPVVKKASTPAQESNRRPFRPTEMISPIYGYNRPSVEK
                     KEEKQEEVKEREDLEISVEGKSVVDAWLEKKGYTLSDFSEGQAPTSSSHRAANEQGER
                     QYEESKKEEKSVVDQWLEKNGYEIERQEPIVEEKEVVQEMSAPQEVPAAELLHETIAE
                     RMEGAKQESDVVDKNILQEELVDSKVEHEDTILSEEIKRSTEIEQPTIEVEKQAPEES
                     VIVKAEEKLEETIVVEIPEEVEVIAEAEEPEEVEVIAETEESEEVEVIAETEESEEVE
                     VIAETEELEEVEVTAETEELEEVEVVAETEELEEVEVIAETEKLEELEEVEVIAETEE
                     SEEVEVIAETEAPEEVEPVALEEMQQEMVLNEAIEQKNEFIHVAVADEQTKKDVQSFA
                     DVLIAEEQSVVEETPIVEEQPVAEEAPVVEEQSVVEETPIVEEAPVVEGQSVVEEAPI
                     AEEQPVAEETSVVEEQPVAEETSIVEEQPVAEEAPVVEEQPVVQKEEPKREKKRHVPF
                     NVVMLKQDRARLMERHASRTNGMQSSMSERVENKPVHQVEEQPQVEEKPMQQVVVEPQ
                     VEEKQMQQVVEPQVEEKPMQQVVVEPQVEEKPMQQVVVEPQVEEKPMQQVVVEPQVEE
                     KPMQQVVVEPQVEEKPMQQVVVEPQVEEKPMQQVVVEPQVEEKPVQQVVEPQVEEVQP
                     VQQVVAEQVQKPISSTEVEEKAYVVNQRENDVRNVLQTPPTYTIPSLTLLSIPQQAAL
                     DNTEWLEEQKELLDTTFNNFHVGAHVINVSQGPAVTRFEVQPDPGVKVNKITNLSDDI
                     KLSLAAKDIRIEAPIPGKSAIGIEVPNKESKPVFLREILRSPVFTKSESPLTVALGLD
                     ISGDPIVTDIRKMPHGLIAGATGSGKSVCINAILTSILYKAKPHEVKLMLIDPKMVEL
                     APYNSVPHLVAPVITDVKAATAALKWAVEEMERRYELFAHAGARDLTRYNTIVSGREI
                     PGETLPYIVIVIDELADLMMVAPGDVEEAICRIAQKARACGIHLLVATQRPSVDVITG
                     LIKSNIPTRIAFTVSSQVDSRTIIDIGGAEKLLGRGDMLFLGNGTSKPVRVQGVYVSD
                     DEIEKTVDHVKKQMKPNYLFKQEDLLAKTEQAESEDELFLDACQFVVEQGGASTSSVQ
                     RKFRIGYNRAARLIEEMESQGIISEGRGTKPRDVLISEDEFAAMQETNV"
     gene            complement(4488601..4488945)
                     /locus_tag="BA_4941"
                     /old_locus_tag="BA4941"
                     /db_xref="Pathema:BA_4941"
     CDS             complement(4488601..4488945)
                     /locus_tag="BA_4941"
                     /old_locus_tag="BA4941"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28625.1"
                     /db_xref="Pathema:BA_4941"
                     /translation="MKQQQKIAELLKRIETSKQQDIELGTYEIYLFSQNELEKGQIGY
                     RYDKHKNSLISKEHGKWKDEWIVIGYETDMGDPVFVNIDDDAYPVYTAERGTEVWQPV
                     HIGNIDEIIKQL"
     gene            complement(4489380..4489994)
                     /locus_tag="BA_4943"
                     /old_locus_tag="BA4943"
                     /db_xref="Pathema:BA_4943"
     CDS             complement(4489380..4489994)
                     /locus_tag="BA_4943"
                     /old_locus_tag="BA4943"
                     /note="identified by match to protein family HMM PF01588"
                     /codon_start=1
                     /transl_table=11
                     /product="putative tRNA binding domain protein"
                     /protein_id="AAP28626.1"
                     /db_xref="Pathema:BA_4943"
                     /translation="MNEVNVFYNLEGIGDTLIVALQDITLENRTFDRKGDVARVYDRE
                     SNETAGFNIFNASSYLEVKETGNLTLTKELVEKINEILAKNGFEETVEADLSPKFVVG
                     YVAEKEKHPNADKLNICKVEIGTETLQIVCGAPNVDAGQKVVVAKIGAVMPSGMLIKP
                     AELRGVPSAGMICSARELELPDAPQEKGILVLEDSFEVGQEFKF"
     gene            complement(4489991..4490803)
                     /locus_tag="BA_4944"
                     /old_locus_tag="BA4944"
                     /db_xref="Pathema:BA_4944"
     CDS             complement(4489991..4490803)
                     /locus_tag="BA_4944"
                     /old_locus_tag="BA4944"
                     /note="identified by similarity to EGAD:108164; match to
                     protein family HMM PF07285"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28627.1"
                     /db_xref="Pathema:BA_4944"
                     /translation="MKMTSKKMKDELMKKLSRPEWDFHYDSEKEVLRIEQKDSKKGIN
                     VSLPGVVAKWEVNKEKAIEEVAYYVQEALIAMHKEENSAAKILPVIRSTSFPKQAEEG
                     NPFIMTDHTAETRIYYALDSNKTYRLIDERLLQKLGLTEKQVREMALFNARSLGYEFK
                     QDTVAGNTFYFLNTNDGYDATRILNESLLQSMREKISGDMVVAVPHQDVLIIADIVNE
                     IGYDIIAQMTMKFFAEGHVPITSLSFVYEDGDFEPIFILAKNRKKTDGKEKG"
     gene            complement(4490883..4491197)
                     /locus_tag="BA_4945"
                     /old_locus_tag="BA4945"
                     /db_xref="Pathema:BA_4945"
     CDS             complement(4490883..4491197)
                     /locus_tag="BA_4945"
                     /old_locus_tag="BA4945"
                     /note="identified by similarity to SP:O97680; match to
                     protein family HMM PF00085"
                     /codon_start=1
                     /transl_table=11
                     /product="thioredoxin family protein"
                     /protein_id="AAP28628.1"
                     /db_xref="Pathema:BA_4945"
                     /translation="MKSLESMEQFQQLKNEENVVFMFSAEWCPDCRFVDPFMPEVEEK
                     YSDFSFYYVDRDEFIDLCVKLDVFGIPSFVAYNKGEETGRYVNKDRKTQEQIEEFIEG
                     LK"
     gene            complement(4491281..4491790)
                     /locus_tag="BA_4946"
                     /old_locus_tag="BA4946"
                     /db_xref="Pathema:BA_4946"
     CDS             complement(4491281..4491790)
                     /locus_tag="BA_4946"
                     /old_locus_tag="BA4946"
                     /note="identified by similarity to OMNI:NTL01BH3259; match
                     to protein family HMM PF01931"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28629.1"
                     /db_xref="Pathema:BA_4946"
                     /translation="MKVVVGSKNKTKVGAVEKVWKDAEITSLSVPSGVAAQPFSDEET
                     MQGAINRAKRALEEGDAQIGIGLEGGVMKTEHGLFMCNWGALATSDGKIFVAGGARIT
                     LPDDFLAPLEEGKELSEVMEEFVQRKDIRSHEGAIGIFTDDYVDRTELFVHVVKLLVG
                     QYKYDEKQA"
     gene            complement(4492032..4493105)
                     /locus_tag="BA_4947"
                     /old_locus_tag="BA4947"
                     /db_xref="Pathema:BA_4947"
     CDS             complement(4492032..4493105)
                     /locus_tag="BA_4947"
                     /old_locus_tag="BA4947"
                     /note="identified by similarity to SP:Q48677; match to
                     protein family HMM PF05343"
                     /codon_start=1
                     /transl_table=11
                     /product="peptidase, M42 family"
                     /protein_id="AAP28630.1"
                     /db_xref="Pathema:BA_4947"
                     /translation="MNKETLQLFRTLTELQGASGFEHDVRRFMKQELSKYADEIVQDG
                     LGSVFGLKKGDETGPRVLVAGHMDEVGFMITQITKNGMLRFQPLGGWWSQVLLAQRVQ
                     VMTKNGPVIGVVGSIPPHLLSDAQRAKPMDIKNMLIDIGADSYEDAIEIGVKPGQQIV
                     PICPFTPMANEKKIMAKAWDNRYGCGLAIELLKELKDETLPNTLYSGATVQEEVGLRG
                     AQTAANMIQPDIFYALDASPANDASGDKTQFGQLGKGALLRIYDRTMVTHRGMREFIL
                     DTAETNNIPYQYFISQGGTDAGRVHTSNSGIPSAVIGVCARYIHTHASILHVDDYAAA
                     KELITKLVRATDKTTLETIKNNA"
     gene            4493254..4493565
                     /locus_tag="BA_4948"
                     /old_locus_tag="BA4948"
                     /db_xref="Pathema:BA_4948"
     CDS             4493254..4493565
                     /locus_tag="BA_4948"
                     /old_locus_tag="BA4948"
                     /note="identified by similarity to OMNI:NTL01BH3261; match
                     to protein family HMM PF03413"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28631.1"
                     /db_xref="Pathema:BA_4948"
                     /translation="MSWKGLVAGLGVGFAAGYFVANKVQEQSHISSEKALKMVKQALS
                     HKGEITGSWVHMVPETFEKYDVAYEVYRGGLTTMLNAIQERFEFLVDAKTGTVLEVIA
                     A"
     gene            complement(4493801..4494655)
                     /locus_tag="BA_4949"
                     /old_locus_tag="BA4949"
                     /db_xref="Pathema:BA_4949"
     CDS             complement(4493801..4494655)
                     /locus_tag="BA_4949"
                     /old_locus_tag="BA4949"
                     /note="identified by match to protein family HMM PF00753"
                     /codon_start=1
                     /transl_table=11
                     /product="metallo-beta-lactamase family protein"
                     /protein_id="AAP28632.1"
                     /db_xref="Pathema:BA_4949"
                     /translation="MEQLQIGDIKVTWLKGGNTHLDGGAMFGVVPKVLWSRKYKHNDT
                     NHIYLRTDPLLLQTKDGNMLIDSGIGNGKLNEKMKRNQGVTEESSVYESLEKLGLKPE
                     DIHYVLMTHLHFDHASGLTKGESNHLVPAFPNAKIYVSETEWNEMRNPNIRSRNTYWK
                     ENWEPIVDQVVTFQQEIEITDEIKMAHTGGHSDGHAVIALESKGETMLHLADLLPTHA
                     HQNVLWVMAYDDYPMTSIENKQKWMKYGAEKDAWFTFYHDAYYRAVKWNEEGHIVEKI
                     ERKTSIEA"
     gene            complement(4494725..4495378)
                     /gene="trmB"
                     /locus_tag="BA_4950"
                     /old_locus_tag="BA4950"
                     /db_xref="Pathema:BA_4950"
     CDS             complement(4494725..4495378)
                     /gene="trmB"
                     /locus_tag="BA_4950"
                     /old_locus_tag="BA4950"
                     /EC_number="2.1.1.33"
                     /note="identified by similarity to EGAD:108171; match to
                     protein family HMM PF02390; match to protein family HMM
                     TIGR00091"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA (guanine-N(7)-)-methyltransferase"
                     /protein_id="AAP28633.1"
                     /db_xref="Pathema:BA_4950"
                     /translation="MRLRHKPYAMDRINEYSHIVIGNPEERAGNWKEVFGNEQPIHIE
                     VGTGRGRFMYDMAKANPHINYIGIEKFTSVVVDALDKLIEEELPNLKLINKDAEDLTV
                     FFAKGEIDRVYLNFSDPWPKKRHTKRRLTYKTFLRNYEEVLVEGGEIHFKTDNQGLFE
                     YSLMSMAEYGMLLTYLSLDLHNSDFEGNIMTEYEEKFSSKGHRIYRVEAKYRTEPMQ"
     gene            4495611..4495889
                     /locus_tag="BA_4951"
                     /old_locus_tag="BA4951"
                     /db_xref="Pathema:BA_4951"
     CDS             4495611..4495889
                     /locus_tag="BA_4951"
                     /old_locus_tag="BA4951"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28634.1"
                     /db_xref="Pathema:BA_4951"
                     /translation="MPINQQHQLEVLKDILVNHQSDCCGTVSECEQLERLIQSLLAND
                     NISSDAKAMLNDVYSYSQSGKSSSNLDNHISNNQEQLTQWIAGMDNFS"
     gene            complement(4495893..4496684)
                     /locus_tag="BA_4952"
                     /old_locus_tag="BA4952"
                     /db_xref="Pathema:BA_4952"
     CDS             complement(4495893..4496684)
                     /locus_tag="BA_4952"
                     /old_locus_tag="BA4952"
                     /note="identified by similarity to EGAD:108173; match to
                     protein family HMM PF01636; match to protein family HMM
                     PF02958"
                     /codon_start=1
                     /transl_table=11
                     /product="aminoglycoside phosphotransferase family
                     protein"
                     /protein_id="AAP28635.1"
                     /db_xref="Pathema:BA_4952"
                     /translation="MEWLEQLLGKEWSLVPAGGVTGDAYIAQNGQQKLFLKRNTSPFL
                     AVLSAEGIVPKLLWTRRVTNGDVISAQKWLPGQKLEPEDMKLERVAKLLKKIHSSKAL
                     VQMIQRLGKQPLHAQELLQQLQLVLRGDIRDEETIQQGLQYLMDSLKDIEYNEFVVCH
                     CDVNHNNWLLSDEDELFLIDWDGAVIADPALDLGMLLYWYIPRQEWSEWLGYYDIEMD
                     ESLLKRMRWYVIAQTILSIQWHTTKKQQAEAEYWHQYLQQLLASE"
     gene            complement(4496920..4499061)
                     /locus_tag="BA_4953"
                     /old_locus_tag="BA4953"
                     /db_xref="Pathema:BA_4953"
     CDS             complement(4496920..4499061)
                     /locus_tag="BA_4953"
                     /old_locus_tag="BA4953"
                     /note="identified by match to protein family HMM PF00128;
                     match to protein family HMM PF02922; match to protein
                     family HMM TIGR02104"
                     /codon_start=1
                     /transl_table=11
                     /product="putative pullulanase"
                     /protein_id="AAP28636.1"
                     /db_xref="Pathema:BA_4953"
                     /translation="MLKVKRPFDAYLDEMNKITILLPHAYGTSRTFRLQEGSNVKDLP
                     IAHTIALPDATKYECFIEEPLDVGKYYTVRDERNEETDLQIGAVIRTEIFDEKYYYEG
                     TDLGAVYQKEATTFKVWAPTARLAKVRIYKSDKEYTDHEMHREENGVWAHTLQGDLAG
                     EKYTFLVCINLIWNEAVDPYAKSVTVNGKYGVVIDLEKTNVTKQEQLPPLQAMTDAIL
                     YELHIRDATIHEGSGVSKKGTYKGLMEEGTTGRNGTLTGLSHIKDLGVTHVELLPLYC
                     FGGVDEANPSSAYNWGYNPLYYNAPTGFYATNPSDPYNRILECKQLIETFHEHGIRVI
                     IDVVYNHVYERELSSFEKLVPGYYFRHGENGMPSNGTGVGNDIASERKMMRKFIVESI
                     LYWLTEYNVDGFRFDLMGILDVDTINIIEKEVRNIKRDALLLGEGWDLQTPLPLEEKA
                     TLNNANKMPHIAQFNDQFRDGIKGSTFHINKRGFAFGGHVDRNHLRYIASGSLLSMKE
                     TGLFLEPVQSINYVECHDNMTMWDKLMRSNEESEEILKKRHVLATAMVILSQGIPFLH
                     AGQEFYRTKQGNENSYNANDEINQLDWDRKEKEIETVNYIKGLIAIRKEHGAFRLQNA
                     DLIKKHMTFLQTSPEVLAYHLEHVESFGPWKEIVVLFNSSLEAKTVQLPKEETWHVLV
                     NEKQAKIEPISSFRGKELRLSPISTYILTIM"
     gene            complement(4499036..4499197)
                     /locus_tag="BA_4954"
                     /old_locus_tag="BA4954"
                     /db_xref="Pathema:BA_4954"
     CDS             complement(4499036..4499197)
                     /locus_tag="BA_4954"
                     /old_locus_tag="BA4954"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28637.1"
                     /db_xref="Pathema:BA_4954"
                     /translation="MDENVFYTGEYTIKNNVLLYRASLIRKALSFAARFILTLRMMVI
                     FYVESKTSI"
     gene            complement(4499199..4499744)
                     /locus_tag="BA_4955"
                     /old_locus_tag="BA4955"
                     /db_xref="Pathema:BA_4955"
     CDS             complement(4499199..4499744)
                     /locus_tag="BA_4955"
                     /old_locus_tag="BA4955"
                     /note="identified by similarity to EGAD:108177; match to
                     protein family HMM PF02834; match to protein family HMM
                     TIGR02258"
                     /codon_start=1
                     /transl_table=11
                     /product="putative 2'-5' RNA ligase family protein"
                     /protein_id="AAP28638.1"
                     /db_xref="Pathema:BA_4955"
                     /translation="MEPHYFVAITLPNHIKEVLSNYREEMQEELPFRSWVHKEDYHIT
                     LSFLGSATEEQLEGIQNGLQTLIETKELSFTLQGFSTFGMEDRPRIFWAKVSENQDLF
                     PLQKQVHAICEGNGFSLETRPYHPHITVARKWVGEEKFNLEHIKEVPEISFQADTITL
                     YESHVKETPKYKAIAEIKLQK"
     gene            complement(4499848..4501253)
                     /locus_tag="BA_4956"
                     /old_locus_tag="BA4956"
                     /note="Xaa-His dipeptidase, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_4956"
     gene            4501611..4501832
                     /locus_tag="BA_4957"
                     /old_locus_tag="BA4957"
                     /db_xref="Pathema:BA_4957"
     CDS             4501611..4501832
                     /locus_tag="BA_4957"
                     /old_locus_tag="BA4957"
                     /note="identified by similarity to OMNI:NTL01BS02996;
                     match to protein family HMM PF08220"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, DeoR family"
                     /protein_id="AAP28639.1"
                     /db_xref="Pathema:BA_4957"
                     /translation="MKPTTTRMLTRIKSIYMYINENGTVTTKDLVDEFGITPRTIQRD
                     LNVLQFNELVYSPCRGKWTTTGKKVRMTS"
     gene            complement(4501914..4502642)
                     /locus_tag="BA_4958"
                     /old_locus_tag="BA4958"
                     /db_xref="Pathema:BA_4958"
     CDS             complement(4501914..4502642)
                     /locus_tag="BA_4958"
                     /old_locus_tag="BA4958"
                     /note="identified by match to protein family HMM PF00849;
                     match to protein family HMM PF01479; match to protein
                     family HMM TIGR00093"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA pseudouridine synthase family protein"
                     /protein_id="ACZ49996.1"
                     /db_xref="Pathema:BA_4958"
                     /translation="MRLDKLLANMGYGSRKEVKKLLKDGVVKIDGISVKDAKVHVNVE
                     EQEVMIHGEVVEYKEFVYLMMHKPQGVISATEDDNHETVIDLLELEDAIFNPFPVGRL
                     DIDTEGFLLITNDGKLSHQLLSPKKHVPKKYYAHVAGVVTEEDVKEFAKGVILDDGYE
                     TKPGALTILKSDDISEIELVITEGKFHQVKRMFEAVGKKVVYLKRTEMGPLVLDEELE
                     LGQYRELTDEEVEMLKTYQVDNEK"
     gene            complement(4502684..4504336)
                     /locus_tag="BA_4959"
                     /old_locus_tag="BA4959"
                     /db_xref="Pathema:BA_4959"
     CDS             complement(4502684..4504336)
                     /locus_tag="BA_4959"
                     /old_locus_tag="BA4959"
                     /note="identified by match to protein family HMM PF01943;
                     match to protein family HMM PF03023"
                     /codon_start=1
                     /transl_table=11
                     /product="polysaccharide synthase family protein"
                     /protein_id="AAP28640.1"
                     /db_xref="Pathema:BA_4959"
                     /translation="MSDSKFLRGTLIVTLGTFLVKFLGMIYVFPFHALVGTEGGTLYT
                     YGYIPYTIFLSIATAGVPLAVSKFVSKYNALGDYKTSRRMFRSGMVMMIVTGVLSFLV
                     LYMTAPLFAEAMLGKQSVHSNIGEVTTIIRLVSFALIVVPAASLIRGYFQGHQSMGPT
                     TVSQIIEQIIRIVFLLAGSFIVIKVLGGTVATAVGVATFAAFVSAVGALGVLIWYWLK
                     RKKHLDQYLIEQTVPESTVSTVQLFKELFAYAIPYVVIGLTIPLYQQIDTLTFNSIMQ
                     AIGQGDIAERALGIFTMWTHKLIMIPVSLATAFSLTLVPAITKSFTEKQYRYLKLQIT
                     QTFQANMFLTLPAVVGISSLAYPIYTAFYDSDPLGGQVLMWYAPVALLFALFTVTAAI
                     LQGINQQKHAIIALIMGVILKFVCNVIFIRYFGTVGAILATAVGFLASVWYTNQQIKK
                     YAHYSFGVVYKRTFQIAVLTLVMVVTVKLSQWILSFMISPDSRIGALITVAICAGLGG
                     LVYGLLAIRTGVLERVFGGEALEKIQRKLGNRFKIKLKSKGA"
     gene            4504591..4505862
                     /locus_tag="BA_4960"
                     /old_locus_tag="BA4960"
                     /db_xref="Pathema:BA_4960"
     CDS             4504591..4505862
                     /locus_tag="BA_4960"
                     /old_locus_tag="BA4960"
                     /note="identified by similarity to GP:2293312; match to
                     protein family HMM PF00070; match to protein family HMM
                     PF00890; match to protein family HMM PF01134; match to
                     protein family HMM PF01266; match to protein family HMM
                     PF03486; match to protein family HMM PF07992; match to
                     protein family HMM TIGR00275"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein TIGR00275"
                     /protein_id="AAP28641.1"
                     /db_xref="Pathema:BA_4960"
                     /translation="MHYDVIVIGGGPSGLMAAIGAAEEGASVLLLDKGNKLGRKLAIS
                     GGGRCNVTNRLPLDEIVKHIPGNGRFLYSAFSIFNNEDIITFFENLGVKLKEEDHGRM
                     FPVSNKAQSVVDALLTRLKDLGVKIRTNTPVETIEYENGQTKAVVLKTGEVLETNHVV
                     IAVGGKSVPQTGSTGDGYAWAKKAGHTITELFPTEVPILSNEPFIQDRSLQGLALRDV
                     NLSVLNPKGKAIISHKMDMLFTHFGLSGPAALRCSQFVVKALKKFKTNTVQMSIDALP
                     EENSEQLFQRMLKQMKEDPKKGIKNVLKGYVPERYFLFLLERNEIDGSEQAGQVSHEK
                     IRALVKDFKEFTVNVNGTQSIEKAFVTGGGVSVKEINPKEMSSKFTNGLYFCGEVLDI
                     HGYTGGYNITSALVTGRIAGTTAGENAKMQY"
     gene            4506147..4507583
                     /locus_tag="BA_4961"
                     /old_locus_tag="BA4961"
                     /db_xref="Pathema:BA_4961"
     CDS             4506147..4507583
                     /locus_tag="BA_4961"
                     /old_locus_tag="BA4961"
                     /note="identified by match to protein family HMM PF00083;
                     match to protein family HMM PF07690; match to protein
                     family HMM TIGR00711"
                     /codon_start=1
                     /transl_table=11
                     /product="drug resistance transporter, EmrB/QacA family"
                     /protein_id="AAP28642.1"
                     /db_xref="Pathema:BA_4961"
                     /translation="MRKKVMMSLMLMTFLSAVEGTIVSTAIPRITSDLSGVELVSWVY
                     AIYMLATAVSTPIYGKLADLFGRKKVLLIGATIFLVGSALCGVVTSMEQLIFFRALQG
                     IGAGAVMPITMTIIGDLYSEAKDRAKAQGWMSAVWGVSGVIGPLVGGFLVDSLSWRYI
                     FFLNVPFGIIACLMIAIYYKESIKPAKHHIDYLGATVFSLSMIALLYALLTGSSKQNW
                     GDVTIIGLLIFAVVSFIIFLFIEKKSPEPLIPLALFSNRTLSTINILTLIAGAMIISI
                     TMYLPIWSQGVLGKNATEAGLILMPIPVMWTFGAIFSGNLVGKLKTKQIILLGASILS
                     VATFLLFTLSTNSPSFLIYVAVGLFGLGMGLVTPIYMVTIQAAVPAHTRGTAVGLNTF
                     INTFSQTLGAAVFGTIFNTMIHARGIKNLDLVSGGHGGATANVVTESQSALASSVHVI
                     YMSTFVLAVCTLIIAWLLLKPATQTSEQ"
     gene            complement(4507615..4507938)
                     /locus_tag="BA_4962"
                     /old_locus_tag="BA4962"
                     /db_xref="Pathema:BA_4962"
     CDS             complement(4507615..4507938)
                     /locus_tag="BA_4962"
                     /old_locus_tag="BA4962"
                     /note="identified by similarity to OMNI:NTL01BH2089; match
                     to protein family HMM PF01022"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, ArsR family"
                     /protein_id="AAP28643.1"
                     /db_xref="Pathema:BA_4962"
                     /translation="MSSSAAKYDVFQAIADPTRREVIRLLSDQELPISKITDHFPMSR
                     TAVVKHLHILSEANLVSGRKSGREKIYRLHPEPLEELQQWLSYYERFWDNKLSMLKHI
                     VENEE"
     gene            complement(4507939..4508370)
                     /locus_tag="BA_4963"
                     /old_locus_tag="BA4963"
                     /db_xref="Pathema:BA_4963"
     CDS             complement(4507939..4508370)
                     /locus_tag="BA_4963"
                     /old_locus_tag="BA4963"
                     /note="identified by match to protein family HMM PF08327"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28644.1"
                     /db_xref="Pathema:BA_4963"
                     /translation="MEQQHTLTDIKQTIVFNASIQKVWNVVSTAEGIASWFMPNDFVL
                     EVGHEFHVQSPFGPSPCKVLEIDEPNHLSFSWDTDGWVVSFHLKDLGDNKTEFTLIHG
                     GWKHPDEILPKANAKSSIIRDRMSGGWVAIVNEKLKKVVEG"
     gene            4508743..4509021
                     /locus_tag="BA_4964"
                     /old_locus_tag="BA4964"
                     /db_xref="Pathema:BA_4964"
     CDS             4508743..4509021
                     /locus_tag="BA_4964"
                     /old_locus_tag="BA4964"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28645.1"
                     /db_xref="Pathema:BA_4964"
                     /translation="MTADSLFSNKNKKGMKAMFYCINCSDIHHEKHPNDKVFKNGFYI
                     DPFLGDRYHLGMCKDAQNHETGDPLLTTKKLGATQSIMNVLPTHVVPT"
     gene            complement(4509056..4509238)
                     /locus_tag="BA_4965"
                     /old_locus_tag="BA4965"
                     /db_xref="Pathema:BA_4965"
     CDS             complement(4509056..4509238)
                     /locus_tag="BA_4965"
                     /old_locus_tag="BA4965"
                     /note="identified by similarity to EGAD:108352"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28646.1"
                     /db_xref="Pathema:BA_4965"
                     /translation="MIRVKVFDESHEKDLEDAVNVFLKKIDDSNFVDIKYQVGVSIND
                     DENQIYCFSAMIVYKA"
     gene            complement(4509240..4509476)
                     /locus_tag="BA_4966"
                     /old_locus_tag="BA4966"
                     /db_xref="Pathema:BA_4966"
     CDS             complement(4509240..4509476)
                     /locus_tag="BA_4966"
                     /old_locus_tag="BA4966"
                     /note="identified by similarity to EGAD:109091"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28647.1"
                     /db_xref="Pathema:BA_4966"
                     /translation="MGRTIKIDITNKVVAKFRPDYLELYTSKFMIGKFYVYTEGKQYV
                     LEDGYIYEDGKFYRIIDTHRGNNQAAEGCDLGWC"
     gene            4509747..4510193
                     /locus_tag="BA_4967"
                     /old_locus_tag="BA4967"
                     /db_xref="Pathema:BA_4967"
     CDS             4509747..4510193
                     /locus_tag="BA_4967"
                     /old_locus_tag="BA4967"
                     /note="identified by similarity to GP:10176560; match to
                     protein family HMM PF02559"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, CarD family"
                     /protein_id="AAP28648.1"
                     /db_xref="Pathema:BA_4967"
                     /translation="MFQIGDKIVYPMNGAGVIEAIEEKEILGTIRQYCVIRIISKDMQ
                     VMLPMDQLQKSGIRYIVDKGTLDDILLEFQNGESDTSLSWKQRYTMNMEKMKNGNLQD
                     SAEVVRDLLRRNKERALNASEKQMLDNARKMMFRISSRYNESLNLK"
     gene            complement(4510253..4511038)
                     /gene="gdH"
                     /locus_tag="BA_4968"
                     /old_locus_tag="BA4968"
                     /db_xref="Pathema:BA_4968"
     CDS             complement(4510253..4511038)
                     /gene="gdH"
                     /locus_tag="BA_4968"
                     /old_locus_tag="BA4968"
                     /EC_number="1.1.1.47"
                     /note="identified by similarity to SP:P12310; match to
                     protein family HMM PF00106"
                     /codon_start=1
                     /transl_table=11
                     /product="glucose 1-dehydrogenase"
                     /protein_id="AAP28649.1"
                     /db_xref="Pathema:BA_4968"
                     /translation="MYSDLAGKVVVITGSATGLGRAMGVRFAKEKAKVVINYRSRESE
                     AHDVLEEIKKVGGEAIAVKGDVTVESDVVNLIQSAVKEFGTLDVMINNAGIENAVPSH
                     EMPLEDWNKVINTNLTGAFLGSREAIKYFVEHDIKGSIINMSSVHEKIPWPLFVHYAA
                     SKGGVKLMTETLAMEYAPKGIRVNNIGPGAINTPINAEKFADPKKRADVESMIPMGYI
                     GKPEEIAAVATWLASSEASYVTGITLFADGGMTLYPSFQAGRG"
     gene            complement(4511052..4511909)
                     /gene="glcU"
                     /locus_tag="BA_4969"
                     /old_locus_tag="BA4969"
                     /db_xref="Pathema:BA_4969"
     CDS             complement(4511052..4511909)
                     /gene="glcU"
                     /locus_tag="BA_4969"
                     /old_locus_tag="BA4969"
                     /note="identified by similarity to GP:2226001; match to
                     protein family HMM PF06800; match to protein family HMM
                     TIGR00776"
                     /codon_start=1
                     /transl_table=11
                     /product="glucose uptake protein"
                     /protein_id="AAP28650.1"
                     /db_xref="Pathema:BA_4969"
                     /translation="MDIFLAILPAIFWGSIVLFNVKLGGGPYSQTLGTTFGALIFSIV
                     VYIFMKPVLTPTVIGVGIVSGLFWALGQANQLKSIDLMGVSRTMPISTGLQLVSTTLF
                     GVIVFHEWSTIISVVLGVLALVCIIIGVILTSLQSEEEKNAEQAGNFKRGIIILLIST
                     VGYLVYVVVIRLFNVDGWSALLPQAVGMVLGGILLTFKHHPFNKYAIRNIIPGLIWAA
                     GNMFLFISQPRVGVATSFSLSQMGIIISTLGGILILGERKTKRQLTGIVVGIVFIIAA
                     GIMLGIAKS"
     gene            complement(4511946..4512365)
                     /locus_tag="BA_4970"
                     /old_locus_tag="BA4970"
                     /db_xref="Pathema:BA_4970"
     CDS             complement(4511946..4512365)
                     /locus_tag="BA_4970"
                     /old_locus_tag="BA4970"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28651.1"
                     /db_xref="Pathema:BA_4970"
                     /translation="MKKLCVMLTMICSIFSFLPSYSLAKESNEQLLESALLNRYYSVI
                     RQVTEDQYECASVINIKRLGKNGEFVPRYEVTLQFLTFQGAHNPPNDKVTLTLEDYLD
                     HVRIKKVEREKNVSGAIAEKICEREKEKIKAHSTDSE"
     gene            complement(4512459..4512692)
                     /gene="moaD3"
                     /locus_tag="BA_4971"
                     /old_locus_tag="BA4971"
                     /db_xref="Pathema:BA_4971"
     CDS             complement(4512459..4512692)
                     /gene="moaD3"
                     /locus_tag="BA_4971"
                     /old_locus_tag="BA4971"
                     /note="identified by similarity to SP:P30748; match to
                     protein family HMM PF02597; match to protein family HMM
                     TIGR01682"
                     /codon_start=1
                     /transl_table=11
                     /product="molybdopterin converting factor, subunit 1"
                     /protein_id="AAP28652.1"
                     /db_xref="Pathema:BA_4971"
                     /translation="MIRVLLFANLQEEAGRSELQIEKESITVAELKDIVAREYNVPVT
                     EPIMVAINEEYANEEDTIQSGDVVALIPPVSGG"
     gene            complement(4512695..4513159)
                     /gene="moaE3"
                     /locus_tag="BA_4972"
                     /old_locus_tag="BA4972"
                     /db_xref="Pathema:BA_4972"
     CDS             complement(4512695..4513159)
                     /gene="moaE3"
                     /locus_tag="BA_4972"
                     /old_locus_tag="BA4972"
                     /note="identified by similarity to GP:2633801; match to
                     protein family HMM PF02391"
                     /codon_start=1
                     /transl_table=11
                     /product="molybdopterin converting factor, subunit 2"
                     /protein_id="AAP28653.1"
                     /db_xref="Pathema:BA_4972"
                     /translation="MTNTYYEVIDTEISIEEVAKRVIRRECGAVTTFIGTVREFTKGR
                     RTLYLEYVAYKTMAEKMLEKIGSEVKEKWPGTHVAITHRVGTLQISDIAVVVAVSTPH
                     RKAAYEANEYIMERIKQIVPIWKKEFWEDGDSWIGDQLEKTPYPAGEPGKEL"
     gene            complement(4513156..4513671)
                     /gene="mobB"
                     /locus_tag="BA_4973"
                     /old_locus_tag="BA4973"
                     /db_xref="Pathema:BA_4973"
     CDS             complement(4513156..4513671)
                     /gene="mobB"
                     /locus_tag="BA_4973"
                     /old_locus_tag="BA4973"
                     /note="identified by similarity to SP:O31704; match to
                     protein family HMM PF03205; match to protein family HMM
                     TIGR00176"
                     /codon_start=1
                     /transl_table=11
                     /product="molybdopterin-guanine dinucleotide biosynthesis
                     protein B"
                     /protein_id="AAP28654.1"
                     /db_xref="Pathema:BA_4973"
                     /translation="MGKAPSILQIVGYQNSGKTTLVEKIVHVLTESEMKVATIKHHGH
                     GGFPEVAQKDSERHRKAGAIVSSVEGAGLLSLSSLREEWSLQEIIRLYEFFEVDTILI
                     EGYKKESYPKVVLLRSAEDVELLQKVENIVAVITWYDAPANLREEYKVFHIIEEKLYI
                     DWFLQTVRSAK"
     gene            complement(4513641..4514930)
                     /gene="moeA3"
                     /locus_tag="BA_4974"
                     /old_locus_tag="BA4974"
                     /db_xref="Pathema:BA_4974"
     CDS             complement(4513641..4514930)
                     /gene="moeA3"
                     /locus_tag="BA_4974"
                     /old_locus_tag="BA4974"
                     /note="identified by similarity to GP:2633799; match to
                     protein family HMM PF00994; match to protein family HMM
                     PF03453; match to protein family HMM PF03454; match to
                     protein family HMM TIGR00177"
                     /codon_start=1
                     /transl_table=11
                     /product="molybdopterin biosynthesis protein MoeA"
                     /protein_id="AAP28655.1"
                     /db_xref="Pathema:BA_4974"
                     /translation="MVEKRIPIQVAEAVERVMEYAKIGEVEEVSITESYGRILGEDVV
                     SDHDVPHFDRSPYDGFAIRAEDTKEANQENAIEFEVIGEIGAGSVFTEEVGSFQAVRI
                     MTGAAIPADCNAVVMLELTEGFEKNGKTYMKLKRPFHSGDNVSFKGEDIKQNQVLVKK
                     GAVINPGVAALLATFGYSNVKVVKQPVVGIVTTGSELLEVHESLQPGKIRNSNSYMIA
                     AQIMKAGGKVRYYGQLADELDACFTAVQSAIEEVDILITTGGVSVGDYDYLPAIYERL
                     QANVLFNKIAMRPGSVTTVAEVDGKLLFGLSGNPSACYVGFELFVHPVIKTYLYAKEP
                     HVYRADAILQKDFPKPNPFTRFVRAKVTIVDGALHAMPVGLDKSSAVSSLADANAFIV
                     LPGGTRGFETGMKVSVLLLEHAEGCDWPWAKPLQSYK"
     gene            4515014..4515499
                     /gene="moaC"
                     /locus_tag="BA_4975"
                     /old_locus_tag="BA4975"
                     /db_xref="Pathema:BA_4975"
     CDS             4515014..4515499
                     /gene="moaC"
                     /locus_tag="BA_4975"
                     /old_locus_tag="BA4975"
                     /note="identified by match to protein family HMM PF01967;
                     match to protein family HMM TIGR00581"
                     /codon_start=1
                     /transl_table=11
                     /product="molybdenum cofactor biosynthesis protein C"
                     /protein_id="AAP28656.1"
                     /db_xref="Pathema:BA_4975"
                     /translation="MSSFTHFNDQGRAKMVDISDKKATVRTAIACSSIVVTKEIYDKI
                     SHNEIGKGDVLAVAQIAGIMAAKRTSDIIPMCHPLLLKGVDVSFDWKQSDEQYRLLIE
                     VKVKTEGSTGVEMEALTAASATALTVYDMCKAVDKGMIIGETYLLEKTGGKSGDYTRK
                     S"
     gene            complement(4515538..4516551)
                     /locus_tag="BA_4976"
                     /old_locus_tag="BA4976"
                     /db_xref="Pathema:BA_4976"
     CDS             complement(4515538..4516551)
                     /locus_tag="BA_4976"
                     /old_locus_tag="BA4976"
                     /note="identified by similarity to GP:2633798; match to
                     protein family HMM PF00899; match to protein family HMM
                     PF05237"
                     /codon_start=1
                     /transl_table=11
                     /product="putative molybdopterin biosynthesis protein
                     MoeB"
                     /protein_id="AAP28657.1"
                     /db_xref="Pathema:BA_4976"
                     /translation="MQERYSRQILFSGVGEEGQRKIREKHVLIIGAGALGAANAEAIV
                     RAGVGKITIADRDYVEWSNLQRQQLYTEEDAKQYKPKAVAAAEYLKAINSEVEINPVV
                     TDVTVQEMEELVKDVDLILDATDNFETRLLINDISQKYNIPWIYGGCVGSYGVTYTIV
                     PGKTPCFRCLMEHPASGATCDTAGIIQPAVQLVVAHQITEALKILVEDFEALRETMLS
                     FDLWNNQQMAFKVNRQKKDTCLSCGRLRTYPSLTFEAQTKTEVLCGRNTVQIRPGVRN
                     EFNLEEIKKRLQRSVDVKATPYLVSFLVEEFRFVLFTDGRAFIHGTNDINVAKRLYTR
                     YIG"
     gene            complement(4516568..4517620)
                     /locus_tag="BA_4977"
                     /old_locus_tag="BA4977"
                     /note="molybdenum cofactor biosynthesis protein A,
                     authentic point mutation; an automated process has
                     identified a potential problem with this gene model; it
                     may contain one or more premature stops and/or
                     frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_4977"
     gene            complement(4517757..4519166)
                     /locus_tag="BA_4978"
                     /old_locus_tag="BA4978"
                     /db_xref="Pathema:BA_4978"
     CDS             complement(4517757..4519166)
                     /locus_tag="BA_4978"
                     /old_locus_tag="BA4978"
                     /note="identified by match to protein family HMM PF01391;
                     match to protein family HMM TIGR03720"
                     /codon_start=1
                     /transl_table=11
                     /product="collagen triple helix repeat domain protein"
                     /protein_id="AAP28658.1"
                     /db_xref="Pathema:BA_4978"
                     /translation="MEGNGGKSKIKSPLNSNFKILSDLVGPTFPPVPTGMTGITGSTG
                     ATGNTGPTGETGATGSAGITGSTGPTGNTGGTGSTGSTGNTGATGSTGVTGSTGVTGS
                     TGVTGSTGVTGSTGPTGETGGTGSTGVTGSTGATGSTGVTGSTGVTGETGPTGSTGAT
                     GNTGPTGETGGTGSTGATGSTGVTGNTGPTGSTGVTGNTGATGETGPTGNTGATGNTG
                     PTGETGVTGSTGPTGETGVTGSTGPTGNTGATGETGATGSTGVTGNTGSTGETGPTGS
                     TGPTGSTGATGVTGNTGPTGSTGATGATGSTGPTGSTGTTGNTGVTGDTGPTGATGVS
                     TTATYAFANNTSGSVISVLLGGTNIPLPNNQNIGPGITVSGGNTVFTVANAGNYYIAY
                     TINLTAGLLVSSRITVNGSPLAGTINSPTVATGSFSATIIASLPAGAAVSLQLFGVVA
                     LATLSTATPGATLTIIRLS"
     gene            complement(4519340..4519663)
                     /locus_tag="BA_4979"
                     /old_locus_tag="BA4979"
                     /db_xref="Pathema:BA_4979"
     CDS             complement(4519340..4519663)
                     /locus_tag="BA_4979"
                     /old_locus_tag="BA4979"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28659.1"
                     /db_xref="Pathema:BA_4979"
                     /translation="MPAHIKEFVIVNNTGNIFTGDNLSDTSFTATKSYSGSMGCTWID
                     VVTVIGTETKLCLQPGDSVTTTYTRGTPAGTVTGTNMGQSVNTSGIAQAVPNTDNMDS
                     TAGLP"
     gene            complement(4519684..4519908)
                     /locus_tag="BA_4980"
                     /old_locus_tag="BA4980"
                     /db_xref="Pathema:BA_4980"
     CDS             complement(4519684..4519908)
                     /locus_tag="BA_4980"
                     /old_locus_tag="BA4980"
                     /note="identified by similarity to EGAD:108913"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28660.1"
                     /db_xref="Pathema:BA_4980"
                     /translation="MGINLRKVKIINNTGAVNVGDCYDISPLAVAKVYAGAGGSSAAI
                     FLNGKRQPEAVIRTSVFLPPLATSTRTLGS"
     gene            complement(4519986..4520291)
                     /locus_tag="BA_4981"
                     /old_locus_tag="BA4981"
                     /db_xref="Pathema:BA_4981"
     CDS             complement(4519986..4520291)
                     /locus_tag="BA_4981"
                     /old_locus_tag="BA4981"
                     /note="identified by match to protein family HMM PF00581"
                     /codon_start=1
                     /transl_table=11
                     /product="rhodanese-like domain protein"
                     /protein_id="AAP28661.1"
                     /db_xref="Pathema:BA_4981"
                     /translation="MTEVKTITTEEVQERLENGETLFLVDVREDEEVATGKIPEAVHI
                     KMGDIPNKVDFFDKENEYIFICRSGMRSENVCHYLNEQGFKTVNMVGGMLQYEGEIK"
     gene            4520492..4520674
                     /locus_tag="BA_4982"
                     /old_locus_tag="BA4982"
                     /db_xref="Pathema:BA_4982"
     CDS             4520492..4520674
                     /locus_tag="BA_4982"
                     /old_locus_tag="BA4982"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28662.1"
                     /db_xref="Pathema:BA_4982"
                     /translation="MTLFLFIMSIVFLLAAIIALSMKNNKKIKSPQEMSFLFLLLSIA
                     FFGIAIATYIFRLQIM"
     gene            complement(4520724..4521848)
                     /locus_tag="BA_4983"
                     /old_locus_tag="BA4983"
                     /db_xref="Pathema:BA_4983"
     CDS             complement(4520724..4521848)
                     /locus_tag="BA_4983"
                     /old_locus_tag="BA4983"
                     /note="identified by match to protein family HMM PF00561"
                     /codon_start=1
                     /transl_table=11
                     /product="putative homoserine O-acetyltransferase"
                     /protein_id="AAP28663.1"
                     /db_xref="Pathema:BA_4983"
                     /translation="MQIVKKEKFILKEYTFENGRTIPVQMGYETYGTLNRERSNVILI
                     CHYFSATSHAAGKYTAHDEESGWWDGLIGPGKAIDTNQYFVICTDNLCNVQVKNPHVI
                     TTGPKSINPKTGDEYAMDFPVFTFLDVARMQCELIKDMGIARLHAVMGPSAGGMIAQQ
                     WAVHYPHMVERMIGVITNPQNPIITSVNVAQNAIEAIRLDPSWKGGKYGEEQPMKGLQ
                     LANRMMFMNAFDEHFYETTYPRNSIEVEPYEKVSSLTSFEKEINKLTYRSIELVDANS
                     WMYTAKAVLLHDIAHGFSSLEEALSNVEANVLMIPCKQDLLQPSRYNYKMVDLLQKQG
                     KYAEVYEIESINGHMAGVFDIHLFEKKVYEFLNRKVSSFV"
     gene            4522001..4524244
                     /gene="gerHA"
                     /locus_tag="BA_4984"
                     /old_locus_tag="BA4984"
                     /db_xref="Pathema:BA_4984"
     CDS             4522001..4524244
                     /gene="gerHA"
                     /locus_tag="BA_4984"
                     /old_locus_tag="BA4984"
                     /note="identified by similarity to GP:6090935; match to
                     protein family HMM PF03323"
                     /codon_start=1
                     /transl_table=11
                     /product="spore germination protein GerHA"
                     /protein_id="AAP28664.1"
                     /db_xref="Pathema:BA_4984"
                     /translation="MIWNWLRKKKKLNTTEKNETDNSEQKPNNQEDDNKEQTRSTKHN
                     KSNNSEQKKEEHKESSQDKQQNQSNQNQQQSAKQDESSQGQQNHSKQDDSDQGQQQHS
                     KQGNSDQGQQQHSKQGDSNQGQQNHSKQNDSDQGQQQHSKQDESSQEQQNHSKQDDSD
                     QGQQQHSKQDESSQEQQNHSKQDDSDQGQQQHSKQDESSQEQQNHSKQDDSDQDDSFQ
                     DTQQSSKQDDLAQDKQQHSKQDNSDQDKQQNSKGNSIYDFSKPEKDRIHSLQDLIEKL
                     KKSSDFVNYHTSDDETMPYWISYYRPSLDGEKLQKYLMPTLLERPNASLEELKEHIPM
                     SGITITNDLQKIEDMVLKGHAIVQVNQQDQKCMLANIAIDNYRAPTPPLNESTVIGPQ
                     EGFVEDIDTNINLVRKRLPVLDLQTKEMIVGEFSKTKVVMMYLDNLAEKDNVDFLEES
                     LRALEYDQINDSAYIQELMGEKSIFPLYINTERTDRVTKALIDGKIAIFVDGSPSVLL
                     TPVSYFDFFISPEDYNVSWLYATFSRILRLIAVLFSICATPLYVAVLNYHYELIPSDL
                     LETLILSRAQVPFPPLIEALFLELAIDLLREAGARLPMKVGQTLGIVGGIVIGQASVQ
                     AGLTSNILLIIVALSALASFITPIYKMGNAVRLLRFPFLIFAEIGGLFGISLGFIFLF
                     THLFRLTSLRKPYALFYPTRQQSVKDSWIRFPLTMIDTRDVQARPQHVKKSAKGISTK
                     HRSDFDD"
     gene            4524262..4525356
                     /gene="gerHB"
                     /locus_tag="BA_4985"
                     /old_locus_tag="BA4985"
                     /db_xref="Pathema:BA_4985"
     CDS             4524262..4525356
                     /gene="gerHB"
                     /locus_tag="BA_4985"
                     /old_locus_tag="BA4985"
                     /note="identified by similarity to GP:6090936; match to
                     protein family HMM PF03845; match to protein family HMM
                     TIGR00912"
                     /codon_start=1
                     /transl_table=11
                     /product="spore germination protein GerHB"
                     /protein_id="AAP28665.1"
                     /db_xref="Pathema:BA_4985"
                     /translation="MSKVQEKYQISPIFVFFLIHGAQFGAGVLGFARIIAKAAGYDGW
                     MGVLITGLCIHLLIWMMYFLLKETNGNLIDLQRQTFGKWIGNVFNIIFAAYFLIVSIS
                     VIRTYVEIIQVWMFPTASTFMLTLFLCLVSYYIISSGFRVITGICVISVGGTIGYLFL
                     SLFVLKYSHWDNLLPIFTHSFSDILKSAQLSIYSMTGFEIYLMVYPFVKKPMQSHKYA
                     QLGALFSNLLYLFSTLLAFAFFSEKQLLKTIWAQLSMTQVIQLPFIERLEYIAISGYA
                     LVIISSFILPLWASMRATHEIFRVKQRGILIAFIIITLIISQLLTNRQDINNFISNAS
                     KVSFWLIYVYIPILFIIVWVKRKWKKSKAN"
     gene            4525332..4526411
                     /gene="gerHC"
                     /locus_tag="BA_4986"
                     /old_locus_tag="BA4986"
                     /db_xref="Pathema:BA_4986"
     CDS             4525332..4526411
                     /gene="gerHC"
                     /locus_tag="BA_4986"
                     /old_locus_tag="BA4986"
                     /note="identified by similarity to GP:6090937; match to
                     protein family HMM PF05504; match to protein family HMM
                     TIGR02887"
                     /codon_start=1
                     /transl_table=11
                     /product="spore germination protein GerHC"
                     /protein_id="AAP28666.1"
                     /db_xref="Pathema:BA_4986"
                     /translation="MEKIKSKLILISCIALFSLTGCLQKNIIDDVQLIQGTVFDTAKD
                     NKVKVTFVCPIQKKGNKVQVFEGTANAVKQVKADTSLESSQPFASGQMRVALYTIRLA
                     KKGMSTSFDTLLRDVNIGNALYAALLDGNGTELLKGKYSTSYNVAIYIKKLLEHNMET
                     GPLPADNLHIGAFRYYQEGQDYYIPILKKHGDKIKITGIGLFKKDKYIGKIAEKDMFI
                     FKGLLEKHKLDSHEFKTDSAYVMINNIRSVPTYDIKIKNGKPSFFIHVRLDARIQELS
                     KQINLENNKNTKNIEKDVQKQLDKQAAKLIKHLKSLGVDPLGLGAKYKQHYRPFKLEE
                     WRQLYKDVPVTIKYTVNITNSGVIE"
     gene            4526490..4526687
                     /locus_tag="BA_4987"
                     /old_locus_tag="BA4987"
                     /db_xref="Pathema:BA_4987"
     CDS             4526490..4526687
                     /locus_tag="BA_4987"
                     /old_locus_tag="BA4987"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28667.1"
                     /db_xref="Pathema:BA_4987"
                     /translation="MGELMSKKLVKPILNGILFLGVFLFAHTYLKNVSFTRYLLVVIP
                     MLLVGMFGIDLILSILIKKEE"
     gene            4526877..4527299
                     /locus_tag="BA_4988"
                     /old_locus_tag="BA4988"
                     /db_xref="Pathema:BA_4988"
     CDS             4526877..4527299
                     /locus_tag="BA_4988"
                     /old_locus_tag="BA4988"
                     /note="identified by similarity to OMNI:NTL02SP1809"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28668.1"
                     /db_xref="Pathema:BA_4988"
                     /translation="MTNEKGLDKGYELVAKMHEVFGHPVTNTPTKLTEERAKIRASFM
                     QEELEEFLEATTVEDQYDALIDLIYFAFGTFAEMGVRPDKGFEIVNNANMAKLFPDGK
                     PRFREGDGKILKPEGWQAPEPQLRAEIERQRQEAEKNC"
     gene            complement(4527344..4528087)
                     /locus_tag="BA_4989"
                     /old_locus_tag="BA4989"
                     /db_xref="Pathema:BA_4989"
     CDS             complement(4527344..4528087)
                     /locus_tag="BA_4989"
                     /old_locus_tag="BA4989"
                     /note="identified by similarity to GP:9246917"
                     /codon_start=1
                     /transl_table=11
                     /product="vrrB protein"
                     /protein_id="AAP28669.1"
                     /db_xref="Pathema:BA_4989"
                     /translation="MDNNAPHGFFGGGSDSYEQMMLMGGAGQQGYGGIPSWMGGSPGG
                     FSTSVAGVQTGMPTSMGGFSTSGAGMPTVTGGFPTSVAGVQTGFPVPGVGVVAGGIGG
                     FPQVIHGHHGHHHHQGHQGHHGHQGHHHHQGHHGHHGHHHHQGHHGHHGHHQQQVHHH
                     GHHHIHPQAILYQTHQGHQGHHDHHGHHGHQGHHGQHSQQHQQHQQYQQYQQQSSPWA
                     GGIGAGAAGAAAGAASISGAAGHAGHVGH"
     gene            4528173..4528325
                     /locus_tag="BA_4990"
                     /old_locus_tag="BA4990"
                     /db_xref="Pathema:BA_4990"
     CDS             4528173..4528325
                     /locus_tag="BA_4990"
                     /old_locus_tag="BA4990"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28670.1"
                     /db_xref="Pathema:BA_4990"
                     /translation="MEFRFFSSTNESNESMQKVFNANGFIRSGIVENLDEADPEIIFY
                     TKKLRA"
     gene            complement(4528353..4530761)
                     /gene="leuS"
                     /locus_tag="BA_4991"
                     /old_locus_tag="BA4991"
                     /db_xref="Pathema:BA_4991"
     CDS             complement(4528353..4530761)
                     /gene="leuS"
                     /locus_tag="BA_4991"
                     /old_locus_tag="BA4991"
                     /EC_number="6.1.1.4"
                     /note="identified by similarity to SP:P36430; match to
                     protein family HMM PF00133; match to protein family HMM
                     PF08264; match to protein family HMM PF09334; match to
                     protein family HMM TIGR00396"
                     /codon_start=1
                     /transl_table=11
                     /product="leucine--tRNA ligase"
                     /protein_id="AAP28671.1"
                     /db_xref="Pathema:BA_4991"
                     /translation="MSFNHQEIEKKWQGYWEENKTFRTPDETEKPKFYALDMFPYPSG
                     AGLHVGHPEGYTATDILSRMKRMQGYNVLHPMGWDAFGLPAEQYALDTGNSPAEFTEH
                     NINTFRNQIKSLGFSYDWDREVNTTDPNYYKWTQWIFLKLFEKGLAYVDEVPVNWCPA
                     LGTVLANEEIIDGKSERGGHPVERRPMRQWMLKITAYGDRLLEDLDELDWPESLKDMQ
                     RNWIGRSEGAEVHFNIDGTDEKFTVFTTRPDTLFGASYCVLAPEHALVADITTADQKE
                     AVEAYINSVKMKSDLERTELAKEKTGVFTGAYAVNPVNGEKLPIWIADYVLATYGTGA
                     VMAVPAHDERDYEFASTFNLPMKEVVKGGDITKEAYTGDGAHVNSAFLDGLNKEEAIA
                     KMIEWLEVTSAGNQKVTYRLRDWLFSRQRYWGEPIPVIHWEDGTMTAVKEEELPLVLP
                     KTENIRPSGTGESPLANIDEWVNVVDPETGKKGRRETNTMPQWAGSCWYYLRYIDPNN
                     SEALVDPEKVKQWLPVDIYIGGAEHAVLHLLYARFWHKVLYDIGVVPTKEPFQQLFNQ
                     GMILGENNEKMSKSKGNVVNPDDIVASHGADTLRLYEMFMGPLDASIAWSENGLDGAR
                     RFLDRVWRLFVQDNGELSEKITDAPNKDLEKAYHQTVKKVTEDYAELRFNTAISQMMV
                     FINDAYKAETLPKEYVEGFVKMIAPVAPHIGEELWSKLGYNETITYASWPTFDESKLV
                     EDEVEIVVQVMGKVRAKLTMSKDASKDEMEKLALEAIQDQIEGKTVRKVIVVPGKLVN
                     VVAN"
     gene            complement(4531236..4532429)
                     /locus_tag="BA_4992"
                     /old_locus_tag="BA4992"
                     /db_xref="Pathema:BA_4992"
     CDS             complement(4531236..4532429)
                     /locus_tag="BA_4992"
                     /old_locus_tag="BA4992"
                     /note="identified by similarity to EGAD:108389; match to
                     protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative permease"
                     /protein_id="AAP28672.1"
                     /db_xref="Pathema:BA_4992"
                     /translation="MPRKVWLLVAGMIINVTGASFLWPFNTIYLHDHLGKSLSVAGMV
                     LMINSLTGVIGNLLGGVLFDKWGGYKSTLVGIVITLVSILGLVFFHGWPLYVVWLALI
                     GFGSGMVFPSMYAMVGTVWPEGGRRAFNAMYVGQNVGIAIGTACGGLVASYRFDYIFL
                     ANFILYFVFFLIAFIGFRGMEDKKEPGVQKEVEAKKGWSLTPGFKALLIVCVAYALCW
                     VTYVQWQGAIATHMQELNISLRHYSLLWTINGAMIVCAQPLVSMLIRWMKRSLKQQIM
                     IGILIFAVSFIVLSQAQQFTMFLVAMVTLTIGELFVWPAVPTIANILAPKDKLGFYQG
                     VVNSAATVGKMFGPVVGGAIVDLYNMEVLFITIMVMLVVALIATSIYDKRVKVEETVE
                     EKIAV"
     gene            complement(4532799..4533980)
                     /locus_tag="BA_4993"
                     /old_locus_tag="BA4993"
                     /db_xref="Pathema:BA_4993"
     CDS             complement(4532799..4533980)
                     /locus_tag="BA_4993"
                     /old_locus_tag="BA4993"
                     /note="identified by match to protein family HMM PF00999"
                     /codon_start=1
                     /transl_table=11
                     /product="sodium/hydrogen exchanger family protein"
                     /protein_id="AAP28673.1"
                     /db_xref="Pathema:BA_4993"
                     /translation="MDTLIFEVGTALVLVAFAAILAAKLKFSIIPFLIILGMLVGPHA
                     PDLGLIDLRFIESGEVISFLGRVGVIFLLFYLGLEFSIKKLIKSGKSIAFGGTVHISL
                     NFLLGLLYGYVMGFPLLETLIIAGIITISSSAIVAKVIVDLRRSGNKETELILGIIMF
                     DDIFLAVYLSVVSGLVLGGATSFAGALTSVLIAVGYMLLFFVIARKATPFLNKVLDIS
                     SNEIFIIVIFAILFFVAGFSETIHVAEAIGALLLGLVFSETEHSDRIEKLVVPFRDFF
                     GAIFFFSFGLSIDPFSLGGAVWLALGAVFITIIGNFTAGMIAGSKAGLSHKASTNIGL
                     TLVSRGEFSIIVANIGIAGGLMAAIKPFSALYVLILASLGPLLTKESGRIYSLLDKLF
                     K"
     gene            complement(4533984..4534481)
                     /locus_tag="BA_4994"
                     /old_locus_tag="BA4994"
                     /db_xref="Pathema:BA_4994"
     CDS             complement(4533984..4534481)
                     /locus_tag="BA_4994"
                     /old_locus_tag="BA4994"
                     /note="identified by similarity to GP:2226150; match to
                     protein family HMM PF02080"
                     /codon_start=1
                     /transl_table=11
                     /product="trkA domain protein"
                     /protein_id="AAP28674.1"
                     /db_xref="Pathema:BA_4994"
                     /translation="MNIRESELPGIGCKFEVITKGNEKLVIVIHDDGRREMYHFDADH
                     DESISSISLRDSEARQIAAILGGMVYRPQALDTIEMAFEGLSIEWFKVENHAPVVQKT
                     IGSLHVRKTYNVTIIAILKKNMKKFFNPGPDSIIEAGDMLVLSGARHEVKRIINELLS
                     AGGDS"
     gene            complement(4534516..4535082)
                     /locus_tag="BA_4995"
                     /old_locus_tag="BA4995"
                     /db_xref="Pathema:BA_4995"
     CDS             complement(4534516..4535082)
                     /locus_tag="BA_4995"
                     /old_locus_tag="BA4995"
                     /note="identified by match to protein family HMM PF00589"
                     /codon_start=1
                     /transl_table=11
                     /product="site-specific recombinase, phage integrase
                     family"
                     /protein_id="AAP28675.1"
                     /db_xref="Pathema:BA_4995"
                     /translation="MEVVEALKDISQIEAMKKYLKEHSQRDYLLFVIGINTGLKITEL
                     LSMKFEDVLHEDGTVKEFYSLPVKDEKFKQDIYLNTKVKEALLEYVQSIDVKRENYVF
                     QSNKTTNSITRQQAYRVIHNAAEAVGIVGKIGTNSMRKTFGFHAYKRGIAIALLQKHF
                     HHATPSETLKYLGISKDEEFKTEIDVDL"
     gene            complement(4535432..4537291)
                     /locus_tag="BA_4996"
                     /old_locus_tag="BA4996"
                     /db_xref="Pathema:BA_4996"
     CDS             complement(4535432..4537291)
                     /locus_tag="BA_4996"
                     /old_locus_tag="BA4996"
                     /note="identified by similarity to GP:16411585; match to
                     protein family HMM PF02687"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter, permease protein"
                     /protein_id="AAP28676.1"
                     /db_xref="Pathema:BA_4996"
                     /translation="MLFKLSMSGLKSKLKDYIVLLVGLVMSISIFYMFQTLALNEAFL
                     KENSTIGQIGFVFQAGSFLLAIITFFYILYANSFLLSLRQKEFGMYMMLGAKKHKVTL
                     LMFIETIVLGAASLAIGIIVGVGLAEGIGQLLMKQLEFAGKGYKAFYLPSMTVTCIFF
                     FALFVLSAIMNSIKLSRISVLQLVHADAQTERVAVKGKMTGLIAFLAVILLGIGYASM
                     IYMAKLREMGILIALITTTAGTYMLFGSLLPVIIKKLKGNKKRSEKGLNAFTFAQLNF
                     RINSLTKVLATVAMLVALGAGAISGGMAFKNNAIKLSDGLVIYDSVVHNPTAEEKKIL
                     DGITFKEKNEYRYKVDDKYVYYVKEDLEKNRPFVKDMTNMKSMKDLVNTKKVSQELPV
                     GAVSREMNEKDANAKEMPEEWNEAFRTIQPFYVHEDHAIKIVDQKLYDTVNGKEGIAF
                     IGKADDFLAYTKEWKKLDELQLDKYKNVKAERLDSKYQTYDMLYGVASGTVFMGFFLG
                     IAFLAMMASCLMFKILSGASKDITRYQMLRKIGVRRELLTKSIYKELFLVFLFPAIVG
                     IAHVLVGMNIFGFILIDPYFRIWVPIVIFVVIYTIYYFITVQLYKGIVLPKED"
     gene            complement(4537310..4538071)
                     /locus_tag="BA_4997"
                     /old_locus_tag="BA4997"
                     /db_xref="Pathema:BA_4997"
     CDS             complement(4537310..4538071)
                     /locus_tag="BA_4997"
                     /old_locus_tag="BA4997"
                     /note="identified by similarity to GP:16414732; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP28677.1"
                     /db_xref="Pathema:BA_4997"
                     /translation="MTKPVVDVKNVQKVYGKKGENQSHALKGVSFSIQEGEFVGIMGP
                     SGSGKTTLLNVISTLDKATGGVVEIAGTDITKMKQGELSDFRSQKLGFIFQDFNLLEN
                     LSIYENIALPLSLQGVPSRNIGPKVEKVADMLGISAILQKYPSEVSGGQKQRSAAARA
                     LVHEPAIILGDEPTGALDSKNATSLLDAMTNLNQEQGVSIMMVTHDPFSASYCQRILF
                     IQDGELYKEIHRGGTREEFYKEILDVLADLGTQKA"
     gene            complement(4538410..4539432)
                     /locus_tag="BA_4998"
                     /old_locus_tag="BA4998"
                     /db_xref="Pathema:BA_4998"
     CDS             complement(4538410..4539432)
                     /locus_tag="BA_4998"
                     /old_locus_tag="BA4998"
                     /note="identified by match to protein family HMM PF04171;
                     match to protein family HMM PF04235"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP28678.1"
                     /db_xref="Pathema:BA_4998"
                     /translation="MGNDITNKRIDELDYIRGFALLGIILVNILALLNIKIPNPNTVD
                     ASYQRFLYLFVEGRFFSIFSFLFGVGFYIFISRAIAKGKNGYVLFLRRLVALFIFGLI
                     HYMFQPGEALTLYAICGLIVLPFYKAKKEVNLVIGLILTIAFSVMGAKELLPLGLILL
                     GLAAGQYRVFENLTQNIKKVAIFTGIMFVLSVVAVWYQYGHVPADPFVNMILMNEDGT
                     MDAASQFLKIGVTVGPIISAFYVGALILLLQLKLVQTLLAPLKYYGRMALTNYIGQTA
                     MILIAGSVCNFAGNLTYMQTLYVCITIYAIQIVFSVIWMKIFKMGPLEWIWRVITYWT
                     VTPLKK"
     gene            complement(4539569..4539718)
                     /locus_tag="BA_4999"
                     /old_locus_tag="BA4999"
                     /db_xref="Pathema:BA_4999"
     CDS             complement(4539569..4539718)
                     /locus_tag="BA_4999"
                     /old_locus_tag="BA4999"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28679.1"
                     /db_xref="Pathema:BA_4999"
                     /translation="MAKRSDQNNPEQKTQNGHNAEFSNEFDPIVQVKQRNSKKGQPQK
                     SKQSE"
     gene            complement(4539734..4539997)
                     /locus_tag="BA_5000"
                     /old_locus_tag="BA5000"
                     /db_xref="Pathema:BA_5000"
     CDS             complement(4539734..4539997)
                     /locus_tag="BA_5000"
                     /old_locus_tag="BA5000"
                     /note="identified by similarity to EGAD:108407"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28680.1"
                     /db_xref="Pathema:BA_5000"
                     /translation="MAERQSLESYITQAEQAVEYAKEQLDQGMRQEHYNTMEYSDAQL
                     QLEQAYNDLQTMQQHANDEQREQLNRARMAIRQLQHQMIITPR"
     gene            4540109..4541068
                     /locus_tag="BA_5001"
                     /old_locus_tag="BA5001"
                     /db_xref="Pathema:BA_5001"
     CDS             4540109..4541068
                     /locus_tag="BA_5001"
                     /old_locus_tag="BA5001"
                     /note="identified by similarity to EGAD:108408; match to
                     protein family HMM PF04055; match to protein family HMM
                     TIGR01212"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein TIGR01212"
                     /protein_id="AAP28681.1"
                     /db_xref="Pathema:BA_5001"
                     /translation="MKVQNPFPYTNDNKRYHTWNYHLRNEFGEKIFKVSLDAGFDCPN
                     RDGTVAYGGCTFCSAAGSGDFAGDRRDDVITQYHEMKEKMRSKWKDGKCIAYFQAYTN
                     THAPLEVLKEKFEPLLAEKDVVGLSIATRPDCLPDDVVAYLADLNKRTYLWVELGLQT
                     VHERTANLINRAHDYPSYVEGVNKLRKHGIRVCSHIINGLPLENYDMMMETAREVAKL
                     DIQGIKIHLLHLLKGTPMVKQYEKGQLEFLSLEDYVSLVVDQLEIIPEDVIVHRITGD
                     GPPDLMIGPMWSLNKWEVLNSIDAEFVRRGSWQGKYANEEKQK"
     gene            4541065..4541637
                     /locus_tag="BA_5002"
                     /old_locus_tag="BA5002"
                     /db_xref="Pathema:BA_5002"
     CDS             4541065..4541637
                     /locus_tag="BA_5002"
                     /old_locus_tag="BA5002"
                     /note="identified by similarity to EGAD:108409; match to
                     protein family HMM PF06962"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28682.1"
                     /db_xref="Pathema:BA_5002"
                     /translation="MKLERVLPFARSLLQTAVKEGDYAVDATLGNGHDTCFLAEIVGD
                     SGKVFGFDIQKEAIESSTTRLKEKELFERTVLVHDSHDTLLSVLPEDAKGKVTGAIFN
                     LGYLPGGDKHIVTKPNSTISAIEQLLEVMAPEGIIVLVIYHGHPEGQVERDAVLKFAE
                     ELDQKQAHVLRYGFINQQNNPPFIVAIEKR"
     gene            4541835..4542668
                     /locus_tag="BA_5003"
                     /old_locus_tag="BA5003"
                     /db_xref="Pathema:BA_5003"
     CDS             4541835..4542668
                     /locus_tag="BA_5003"
                     /old_locus_tag="BA5003"
                     /note="identified by similarity to SP:P19844; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter, ATP-binding protein"
                     /protein_id="AAP28683.1"
                     /db_xref="Pathema:BA_5003"
                     /translation="MLVELRGIQKKYGKSLILDNIDLSIPEGEALAIIGGNGTGKSTL
                     LKIIAGFISPTAGTIQRKEHIQIGYVPEHFPEGIRFTLEDYLYHLGHIHGLSTKYVKD
                     KIPMLLESFHLHHARHSVVRNFSKGMKQKTGIMQALLTDVHLLILDEPLSGLDPNSQQ
                     ELEHILLSLKQQGISVLFTCHEKQLLENFADRIVTLANHTITENISAQKGAERVYIEA
                     IVHETFSAIELQKQSGFIHVAHNSNQNLIQLHIEKEHTNDILQFLLHKKASITLLQPN
                     F"
     gene            4542687..4543367
                     /locus_tag="BA_5004"
                     /old_locus_tag="BA5004"
                     /db_xref="Pathema:BA_5004"
     CDS             4542687..4543367
                     /locus_tag="BA_5004"
                     /old_locus_tag="BA5004"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP28684.1"
                     /db_xref="Pathema:BA_5004"
                     /translation="MFALIRYHFLDYTKSYKYVPPIAMYFMSLLFVYAYKPTPIVPTY
                     LETALALYLLSAWITVTIFHTEDPVQEQITISHTNNISALYVGKYITALLICTVLSFI
                     SVIYPIILQMFNEKMTVSLFLVGFLSHMSFSILGISITTLFTRNTIQKAGTAWLSLTF
                     ILLITIASIRFKKEFLWFLPPVESFLMLGQYKYNILPHTLWLTAWAIVYSFLLFTLFL
                     FIVRKKRF"
     gene            4543392..4544066
                     /locus_tag="BA_5005"
                     /old_locus_tag="BA5005"
                     /db_xref="Pathema:BA_5005"
     CDS             4543392..4544066
                     /locus_tag="BA_5005"
                     /old_locus_tag="BA5005"
                     /note="identified by match to protein family HMM PF01177;
                     match to protein family HMM TIGR00035"
                     /codon_start=1
                     /transl_table=11
                     /product="aspartate racemase family protein"
                     /protein_id="AAP28685.1"
                     /db_xref="Pathema:BA_5005"
                     /translation="MIGILAGMGPKSTGPFVDTVVAECQTIYGAKHDMDFPHMMIYSC
                     PTPFYMDRPIDHEAMKKAIIEGAQKLESTGAGFIAMSCNTAHLYFEELQQSLSIPILN
                     IVDETLKAIPETAKRVALLETEATVQAGIYQDGIAKRNIEYIHYEQWQESINQIITYI
                     KSGEVEEARELWSALVLQLKDEVDTAIIACTDLNVVASEDFVDSAQCLAKAVVRMYLS
                     NTKRSS"
     gene            4544222..4545523
                     /locus_tag="BA_5006"
                     /old_locus_tag="BA5006"
                     /db_xref="Pathema:BA_5006"
     CDS             4544222..4545523
                     /locus_tag="BA_5006"
                     /old_locus_tag="BA5006"
                     /note="identified by similarity to OMNI:NTL01SA1324; match
                     to protein family HMM PF03929"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28686.1"
                     /db_xref="Pathema:BA_5006"
                     /translation="MKVNRSLHYIFWRWHFYAGLFITPLLITLSLSGIGYLFREEVED
                     FIYKDLYFGKSAQTESISMADSISLTEKKYPHYSVAKISEFDGDYNTRLTIANEYTGQ
                     QKYVYLDNNNQIVGDQNASETFANIMRELHSSLLVGGTVINYTVELAACWTIFLIVTG
                     LYMSIRQFKNTPSSNKREKAKRRHSIIGIIFTLPLVLLVASGLPWSGFMGNQIYKIAS
                     SNESLGYPKLYMAPPESKVKELPWATRKEAPPESNSNEPKAISVDILQKGIEIKKPYV
                     ISLPADPKGVFTVSKSSGSGITGMHVAPNEEITAYFDQYSGELISKTDYRDYGLLAQW
                     FTYGIPLHEGHLFGWPNKILCLLTTLSLLLLIYYGIKMWLARKPKGKLAAPSKQRDKK
                     SIIVFFILMVILGAVMPLFGLSVLVIFAIELLIYVFSKIRS"
     gene            complement(4545560..4545811)
                     /locus_tag="BA_5007"
                     /old_locus_tag="BA5007"
                     /db_xref="Pathema:BA_5007"
     CDS             complement(4545560..4545811)
                     /locus_tag="BA_5007"
                     /old_locus_tag="BA5007"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28687.1"
                     /db_xref="Pathema:BA_5007"
                     /translation="MVFCYNMVKVVVKMKRLFQKLYDNIEVTLLVLLTISFVTGMYMM
                     MNKAGGPTTMDYVAQVIIALIIIVDIVFLISSRKKENSK"
     gene            complement(4545834..4546898)
                     /locus_tag="BA_5008"
                     /old_locus_tag="BA5008"
                     /db_xref="Pathema:BA_5008"
     CDS             complement(4545834..4546898)
                     /locus_tag="BA_5008"
                     /old_locus_tag="BA5008"
                     /note="identified by similarity to EGAD:108410"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28688.1"
                     /db_xref="Pathema:BA_5008"
                     /translation="MNVPSNPITLMAKVYRDVFPVVHHELAMWKERAYHIPNDELHSQ
                     AIASIEHKTFHCEGGGILALLANEHREECIRFIVAYQTISDYLDNLCDRSTSLDPNDF
                     AALHESMLMALSPEVEGGGNYYRYRDDQDDGGYLDELVETCQDVLKKTKHYDKIAPIL
                     HELACYYCDLQIHKHVKLEEREPRLQTWFEAHKENLPEMSWFEFSACAGSTLGIFCLV
                     AYAFHDELHDEDIAKIRQGYFPYVQGLHILLDYFIDQEEDRIGGDLNFCSYYENEQVI
                     LDRMKHFVEEAEKSIGDLPHAKFHRLISRGLLGIYLSDQKVSAQKNMHKMARRIVKYG
                     GLTSRFFYWNGKMYRKKTAQ"
     gene            complement(4546936..4547739)
                     /locus_tag="BA_5009"
                     /old_locus_tag="BA5009"
                     /db_xref="Pathema:BA_5009"
     CDS             complement(4546936..4547739)
                     /locus_tag="BA_5009"
                     /old_locus_tag="BA5009"
                     /note="identified by similarity to GP:2293167"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28689.1"
                     /db_xref="Pathema:BA_5009"
                     /translation="MWNYEAEEAKAVIVIVHGAMEYHGRYEAVAEMWNHIGYHVVMGD
                     LPSHGTTSRNRGHIDSFDEYIEEVKLWVKEARKYRLPIFLFGHSMGGLIVIRMMQETK
                     REDVDGIILSSPCLGVLAGPSAPLQAASKILNIIAPKLQFATNLTVEMSTRNHEVRDA
                     MENDSLFLRKVSVRWYSELIKSIEIAHKKIDDFPDVPLLLMQACEDKLVDKTRVRTWF
                     NNVKISDKAFKEWPNCYHELLNEYERDEILNYIQSFTEIRINNIIETNK"
     gene            4547814..4548326
                     /locus_tag="BA_5010"
                     /old_locus_tag="BA5010"
                     /db_xref="Pathema:BA_5010"
     CDS             4547814..4548326
                     /locus_tag="BA_5010"
                     /old_locus_tag="BA5010"
                     /note="identified by match to protein family HMM PF00132"
                     /codon_start=1
                     /transl_table=11
                     /product="bacterial transferase family protein"
                     /protein_id="AAP28690.1"
                     /db_xref="Pathema:BA_5010"
                     /translation="MIYPYKEKNPKIASSAFIADYVTITGDVSIGEESSIWFNTVIRG
                     DVSPTIIGDRVNVQDQCTLHQSPQYPLILEDDVTIGHQVILHSCHIKKDALIGMGSII
                     LDGAEIGEGAFIGAGSLVSQGKKIPPNTLAFGRPAKVVRELTEEDRKDMERIRTQYVE
                     KGQYYKSLQK"
     gene            4548471..4549004
                     /locus_tag="BA_5011"
                     /old_locus_tag="BA5011"
                     /db_xref="Pathema:BA_5011"
     CDS             4548471..4549004
                     /locus_tag="BA_5011"
                     /old_locus_tag="BA5011"
                     /note="identified by match to protein family HMM PF01569"
                     /codon_start=1
                     /transl_table=11
                     /product="PAP2 family protein"
                     /protein_id="AAP28691.1"
                     /db_xref="Pathema:BA_5011"
                     /translation="MKVSGLYKIECYIFRGINRYFDQKTLNLFFSNITHIGGATFSIA
                     LTLFFLIFASGTLHQAAIATAISLAISHIPVQILKRWYPRKRPYLTIQDAKYPVHPLQ
                     DHSFPSGHTTAVFSVFIPFICYNPNLLIFLLPLALCVGISRIYLGLHYPSDVFVGMCL
                     GTCSGIISFYQFIPLFT"
     gene            4549017..4550159
                     /locus_tag="BA_5012"
                     /old_locus_tag="BA5012"
                     /db_xref="Pathema:BA_5012"
     CDS             4549017..4550159
                     /locus_tag="BA_5012"
                     /old_locus_tag="BA5012"
                     /note="identified by match to protein family HMM PF00534"
                     /codon_start=1
                     /transl_table=11
                     /product="glycosyltransferase, group 1 family"
                     /protein_id="AAP28692.1"
                     /db_xref="Pathema:BA_5012"
                     /translation="MRVAIFTDTFTPQVNGVAKTLERLTRYFQKEKIAYSVFAPQHTA
                     EDNFVANVNKMRSIPLTILYPECRFSFPTPRIRRELLSFKPDMIHIATPFNMGLCGLY
                     YAKKLNIPVVGSYHTDFDAYLRYYKIEFLSNMLWNYLKWFHSHMQKNFVPSPETLHQL
                     KHKGFQALSIWGRGVDCNLFHPAYNTEIFRKKYNITAKYVLSYVGRITPEKDIDTLQN
                     LIVKSAHTRNDIHWLIAGDGPLATSLREAVPKTNVTFTGYLQGVDLAEAYACSNMMVF
                     PSATETFGNVVLESLACGTPVIGANSGGVKNIITDGKTGVLCPPKNEDVFLSSIYSLL
                     QNEEKLEQMGIAASSYAKSKSWDEIFRGLLSHYEEVLQHNASELLA"
     gene            complement(4550442..4551044)
                     /locus_tag="BA_5013"
                     /old_locus_tag="BA5013"
                     /db_xref="Pathema:BA_5013"
     CDS             complement(4550442..4551044)
                     /locus_tag="BA_5013"
                     /old_locus_tag="BA5013"
                     /note="identified by similarity to SP:O31701"
                     /codon_start=1
                     /transl_table=11
                     /product="putative molybdopterin-guanine dinucleotide
                     biosynthesis protein A"
                     /protein_id="AAP28693.1"
                     /db_xref="Pathema:BA_5013"
                     /translation="MSKYAGIVLAGGMSSRFGEPKALASWQGSTFIEHILKVMTSTLQ
                     EVVVISHSDIKERVEKLVQVPVIEDIPHYKGNGPLAGIVSGMEYIEADWYAIMPCDAP
                     NVSHEWFTILLEQTSNEYDAVVPIINGRKQPLLAAYHNRVKEKIYALLQDEKRSMGQL
                     LSQCNVKYVSGEDVQANADWFINVNTKEEYVQAQKDLSNK"
     gene            complement(4551041..4551550)
                     /locus_tag="BA_5014"
                     /old_locus_tag="BA5014"
                     /db_xref="Pathema:BA_5014"
     CDS             complement(4551041..4551550)
                     /locus_tag="BA_5014"
                     /old_locus_tag="BA5014"
                     /note="identified by similarity to SP:P30746; match to
                     protein family HMM PF00994; match to protein family HMM
                     TIGR00177"
                     /codon_start=1
                     /transl_table=11
                     /product="putative molybdenum cofactor biosynthesis
                     protein B"
                     /protein_id="AAP28694.1"
                     /db_xref="Pathema:BA_5014"
                     /translation="MSVTEHKKQAPKEVRCKIVTISDTRTEETDKSGQLLHELLKEAG
                     HTVTSYEIVKDDKESIQQAVLAGYHREDVDVVLTNGGTGITKRDVTIEAVSALLHKEI
                     VGFGELFRMISYLEDIGSSAMLSRAIGGTIGRKVVFSMPGSSGAVRLAMNKLILPELG
                     HITFELHRQ"
     gene            4551788..4551967
                     /locus_tag="BA_5015"
                     /old_locus_tag="BA5015"
                     /db_xref="Pathema:BA_5015"
     CDS             4551788..4551967
                     /locus_tag="BA_5015"
                     /old_locus_tag="BA5015"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28695.1"
                     /db_xref="Pathema:BA_5015"
                     /translation="MELYKKLTTTFILLFVASITVGFSLKGAIPYATLVSIIFATLFL
                     LSSAFCAGKARQMKG"
     gene            4551974..4552153
                     /locus_tag="BA_5016"
                     /old_locus_tag="BA5016"
                     /db_xref="Pathema:BA_5016"
     CDS             4551974..4552153
                     /locus_tag="BA_5016"
                     /old_locus_tag="BA5016"
                     /note="identified by similarity to OMNI:NTL01OI0160"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28696.1"
                     /db_xref="Pathema:BA_5016"
                     /translation="MFRKKPTLCKSCEKEIQTYEKAWIHMPLPANGMTNIKKYIELEG
                     EVYCSSCIQIVSKTK"
     gene            complement(4552194..4553393)
                     /gene="metK"
                     /locus_tag="BA_5017"
                     /old_locus_tag="BA5017"
                     /db_xref="Pathema:BA_5017"
     CDS             complement(4552194..4553393)
                     /gene="metK"
                     /locus_tag="BA_5017"
                     /old_locus_tag="BA5017"
                     /EC_number="2.5.1.6"
                     /note="identified by similarity to OMNI:NTL01BS03049;
                     match to protein family HMM PF00438; match to protein
                     family HMM PF02772; match to protein family HMM PF02773;
                     match to protein family HMM TIGR01034"
                     /codon_start=1
                     /transl_table=11
                     /product="methionine adenosyltransferase"
                     /protein_id="AAP28697.1"
                     /db_xref="Pathema:BA_5017"
                     /translation="MTKKRHLFTSESVTEGHPDKICDQISDSILDAILSKDANARVAC
                     ETTVTTGLVLVAGEITTSTYVDIPKIVRETIQGIGYTRAKYGFDAETCAVLTSIDEQS
                     ADIAMGVDQALEAREGQMTDAEIEAIGAGDQGLMFGFACNETQELMPLPISLAHKLAR
                     RLTEVRKNDTLSYLRPDGKTQVTVEYDENGKPVRVDTIVISTQHHPDVTWEEIDRDLK
                     EHVIKAVVPAELIDGETKFFINPTGRFVIGGPQGDAGLTGRKIIVDTYGGYARHGGGA
                     FSGKDATKVDRSAAYAARYVAKNIVAAGLAEKAEVQLAYAIGVAQPVSISVDTFGTGK
                     VSEDVLVELVRNNFDLRPAGIIKMLDLRRPIYKQTAAYGHFGRTDVDLSWERTDKAAA
                     LKEQAGL"
     gene            4553797..4553910
                     /locus_tag="BA_5018"
                     /old_locus_tag="BA5018"
                     /db_xref="Pathema:BA_5018"
     CDS             4553797..4553910
                     /locus_tag="BA_5018"
                     /old_locus_tag="BA5018"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28698.1"
                     /db_xref="Pathema:BA_5018"
                     /translation="MYSHKQKEINSIHYLYNCVILLLGITRNISLNEKDGI"
     gene            4553913..4555499
                     /gene="pckA"
                     /locus_tag="BA_5019"
                     /old_locus_tag="BA5019"
                     /db_xref="Pathema:BA_5019"
     CDS             4553913..4555499
                     /gene="pckA"
                     /locus_tag="BA_5019"
                     /old_locus_tag="BA5019"
                     /EC_number="4.1.1.49"
                     /note="identified by match to protein family HMM PF01293;
                     match to protein family HMM TIGR00224"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphoenolpyruvate carboxykinase (ATP)"
                     /protein_id="AAP28699.1"
                     /db_xref="Pathema:BA_5019"
                     /translation="MSTVNVQIGLHELLNGSNAQIQLSVPQLVEKVLMRNEGKLTSTG
                     AVSASTGKYTGRSPKDKFIVKEASVADKIAWGAVNQPISEEHFNKLYTKVLEYLKEKE
                     ELFVFKGFAGADRNYRLPIQVINEYAWHNLFVHQLFIRPTEEELTTHESEFTIVSAPN
                     FKADPAVDGTNSEAFIMVSFEKRIVLIGGTEYAGEMKKSIFSIMNFLLPEQDILSMHC
                     SANVGEEGDVALFFGLSGTGKTTLSADPNRKLIGDDEHGWSDNGVFNIEGGCYAKCVN
                     LSHEKEPQIFDAITFGSVLENVIINDQTRIADYNDTTLTENTRAAYPMHAIDNIILPS
                     VAGHPNTIIFLTADASGVLPPISKLSKEQAMYHFLSGYTSKLAGTERGVTSPQATFST
                     CFGSPFLPLDASRYAEMLGEKIEKHDAKVFLVNTGWTGGEYGVGKRMNLGYTRAMIQA
                     ALNGELAKTETAKHDIFGLEVPLHVPGVPDEVLMPEQTWADKAAYKAKAIELANEFKA
                     NFKKFDSVSEDIINLGGPIA"
     gene            4555789..4555986
                     /locus_tag="BA_5020"
                     /old_locus_tag="BA5020"
                     /db_xref="Pathema:BA_5020"
     CDS             4555789..4555986
                     /locus_tag="BA_5020"
                     /old_locus_tag="BA5020"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28700.1"
                     /db_xref="Pathema:BA_5020"
                     /translation="MKNFSRTGKILFSYGAIQMFWGLVMLNVSLFEHTSETIKYIILI
                     TGIVFCIISNFFKEPKSHTNT"
     gene            complement(4556195..4556578)
                     /locus_tag="BA_5022"
                     /old_locus_tag="BA5022"
                     /db_xref="Pathema:BA_5022"
     CDS             complement(4556195..4556578)
                     /locus_tag="BA_5022"
                     /old_locus_tag="BA5022"
                     /note="identified by match to protein family HMM PF05468"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ATP synthase protein I"
                     /protein_id="AAP28701.1"
                     /db_xref="Pathema:BA_5022"
                     /translation="MISMSLRSFKIQSYYILGILLLGWMLTPFSAHFLGAGIGLIVSM
                     YCVWLLGRRIEKLGDSIVKKTKAPTLGMFNRFAAAILGAIIMYEIEHHMVMWAFAVGI
                     MGGYFLIVVNLGYYSMKDEKELTKR"
     gene            4556858..4557079
                     /locus_tag="BA_5023"
                     /old_locus_tag="BA5023"
                     /db_xref="Pathema:BA_5023"
     CDS             4556858..4557079
                     /locus_tag="BA_5023"
                     /old_locus_tag="BA5023"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28702.1"
                     /db_xref="Pathema:BA_5023"
                     /translation="MIYFLMALIHLIIPALIGLSLYWYTKNHSIFYAVLGVLLPGIIL
                     ITLFRIPFLNLIPLITAILFLVFLPKIKK"
     gene            complement(4557108..4558013)
                     /locus_tag="BA_5024"
                     /old_locus_tag="BA5024"
                     /db_xref="Pathema:BA_5024"
     CDS             complement(4557108..4558013)
                     /locus_tag="BA_5024"
                     /old_locus_tag="BA5024"
                     /note="identified by similarity to SP:P37511; match to
                     protein family HMM PF00892"
                     /codon_start=1
                     /transl_table=11
                     /product="transporter, EamA family"
                     /protein_id="AAP28703.1"
                     /db_xref="Pathema:BA_5024"
                     /translation="MRRWGIELLILAVVIIWGINFTIAKYGLLEFTAIEFTALRMISA
                     APLMLLLTFFIEKSVYMERKDIPRLIIVSVVGIVLYQTLFMETVKYTSATNASLLISI
                     SPIFTTVFAIFLKQEKFSSRKLIGSIIAFGGAALVLVAGHSLASSFYGNGIGLITSIC
                     WGLYPVLAGPLIKKYSALRVTAWSALVGAIPLLLLSGPHVFTMPFHITHGMTLFALLY
                     SIFFVTVFGLVMWYVGVQKIGASHTMVYMYITPRVAVLFAAVWADEYVSFQQIIGGII
                     IFFGLWFVKSEKVNIHSTAGEPISK"
     gene            complement(4558312..4558635)
                     /locus_tag="BA_5025"
                     /old_locus_tag="BA5025"
                     /db_xref="Pathema:BA_5025"
     CDS             complement(4558312..4558635)
                     /locus_tag="BA_5025"
                     /old_locus_tag="BA5025"
                     /note="identified by similarity to GP:16413244"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28704.1"
                     /db_xref="Pathema:BA_5025"
                     /translation="MYVTVTEAAYKKIMDTIPNEAKYIKLFYDNEGCGCVMSGIIDLV
                     AVAEKDERDVDIESSAMNFIADRTKLVFMDDKLTVDWHEGGGTFQLKSPSQFYNPNMK
                     LHVRV"
     gene            4558729..4558932
                     /locus_tag="BA_5026"
                     /old_locus_tag="BA5026"
                     /db_xref="Pathema:BA_5026"
     CDS             4558729..4558932
                     /locus_tag="BA_5026"
                     /old_locus_tag="BA5026"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28705.1"
                     /db_xref="Pathema:BA_5026"
                     /translation="MYVVTEVVSLMLKLLRYPIFLSLLGSFSISSGMLLQYILPYSPS
                     IGWILAFICFLSASYFAVKNKNI"
     gene            4558957..4559877
                     /locus_tag="BA_5027"
                     /old_locus_tag="BA5027"
                     /db_xref="Pathema:BA_5027"
     CDS             4558957..4559877
                     /locus_tag="BA_5027"
                     /old_locus_tag="BA5027"
                     /note="identified by similarity to OMNI:NTL01BH1383; match
                     to protein family HMM PF01784"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28706.1"
                     /db_xref="Pathema:BA_5027"
                     /translation="MPALKEIEQSLNHLFQIEKYGKDSAFSRFIPSVYDPIHFPWQQF
                     FETNFVELFNGLMIRGAETVNKVFLAVFPTNDVLETFISQSTPGDLLFMHHPLVMECG
                     DPLGKSGRGFIPIPEKYLQAIKEKQLSIYTCHRPMDVHQTHGTSISIAKSLHAHVIDG
                     FAYEGPEQEPVGLICEIDETSTEALQKRLKNLFHIPYTDFEGKQHDSIKKIAIIAGCG
                     DVVSLMKEAEAKGAEAYITGEIHCHIDNNYGKHKYSLIMDYVNETDMSLIGVSHSASE
                     YLVKETLMYEWFKENFEVDVTLVPQEKWWL"
     gene            complement(4560078..4561298)
                     /locus_tag="BA_5028"
                     /old_locus_tag="BA5028"
                     /db_xref="Pathema:BA_5028"
     CDS             complement(4560078..4561298)
                     /locus_tag="BA_5028"
                     /old_locus_tag="BA5028"
                     /note="identified by match to protein family HMM PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="putative sensor histidine kinase"
                     /protein_id="AAP28707.1"
                     /db_xref="Pathema:BA_5028"
                     /translation="MNKDGIFKNEEMKALKIFLSLFFIIFFVYDLAYEFIVPLIGGEQ
                     EGVGQFEDGLGLWLYFLMVVLFCTGIYFMKWKNPFAVKYIILIGYNLLDFIHNFMIYY
                     GSDAEFDGGNIVEGFFILFAPLFVNKRYFWLVPSILIGKYALTGIIIHSSLVLIPMAL
                     YGVFTIICWIMFLRFHSYVRTLEMMDKEIQQTEKLATVGKMATVIGYKIKRPLANLDK
                     FVNKQAIKYPEDKIYSDIMKQEVERIHIIATELSGFEKSKSIESEVHNIEEIIAYVIR
                     VMGKPALNQGVHIQGIYSKDIPSITCDEKRLKQVFFNLIKNAIEAMSVGGTITIKVTV
                     EDAIIIQVKDEGCGIPKEKIPKLNEAFYTTKETGTGLGLVVTEKIIKDHNGKMSFESE
                     VGVGTTVKVMLPIQ"
     gene            complement(4561295..4562551)
                     /locus_tag="BA_5029"
                     /old_locus_tag="BA5029"
                     /db_xref="Pathema:BA_5029"
     CDS             complement(4561295..4562551)
                     /locus_tag="BA_5029"
                     /old_locus_tag="BA5029"
                     /EC_number="2.7.13.3"
                     /note="identified by match to protein family HMM PF00512;
                     match to protein family HMM PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase"
                     /protein_id="AAP28708.1"
                     /db_xref="Pathema:BA_5029"
                     /translation="MKDSFLSYKEEERNAKILLWVLYVIVVSYQIFYAIVLENKSLTD
                     KGYSVLWQVICGTAILGVNIYLIKKEKANFVKYACVFAYLGIEIANIFSYMLYNEAAF
                     DGVNIIEIILIFFVPIFLNKKYFVFILSTIVVKYVIYLFVLKEVKGFMYLIMYTLVLI
                     AAYIILNRFIQYLSAVKESIKVASESQKLAVIGKMAATVGHEIKNPLASLKGFTQLQR
                     EKHGEDPIYKQMIFEIENMNNMISELMEVATCKPSIYKKHNIGEIVLQAVAILREKMN
                     ECSVQLISNVEESIIEVECDERKMRGVFLYVIKNALEAMEQGGTLELRLENKGQDYVM
                     LSVIDNGYGIKKENLARVTEAFYTTKQDKIGLGLTVANRLVTEQHLGKLHISSERDIG
                     TRIDIILPKQRGNSEIQVGEKLGVTI"
     gene            4562868..4563677
                     /locus_tag="BA_5030"
                     /old_locus_tag="BA5030"
                     /db_xref="Pathema:BA_5030"
     CDS             4562868..4563677
                     /locus_tag="BA_5030"
                     /old_locus_tag="BA5030"
                     /note="identified by match to protein family HMM PF00561"
                     /codon_start=1
                     /transl_table=11
                     /product="alpha/beta hydrolase family protein"
                     /protein_id="AAP28709.1"
                     /db_xref="Pathema:BA_5030"
                     /translation="MFVTVEKDVHIFVQDINPGPSSKTAFFVHGWPLNHQMYQYQLNV
                     LPQHGFRCIAMDIRGNGQSDKPWTGYTYDRLADDIAIVLEALQVENATLVGFSVGGAL
                     SIRYMSRYNGHRISKLVLVDAVSPSFVKNPESPYGVPKEQADTLINQMYANMPKFLND
                     VSLSFFNRNLGSATLEWFSYLGMQSASYALIKILQAAANEDVTKDLSKINVPTKIFHG
                     IHDQLIPYKSAELTQKRIKNSQLHPLTNSGHGSPIDQADELNEELIKFLHS"
     gene            complement(4563863..4565536)
                     /locus_tag="BA_5031"
                     /old_locus_tag="BA5031"
                     /db_xref="Pathema:BA_5031"
     CDS             complement(4563863..4565536)
                     /locus_tag="BA_5031"
                     /old_locus_tag="BA5031"
                     /note="identified by match to protein family HMM PF00884"
                     /codon_start=1
                     /transl_table=11
                     /product="putative sulfatase"
                     /protein_id="AAP28710.2"
                     /db_xref="Pathema:BA_5031"
                     /translation="MVYVFAYNLFGRVFLSTTITSLVLIIFMMVNHFKLIFRGEPFYP
                     SDFTQVGHMDSVIPMVMDYFSFWNMFLTIVGIVLIVLVVTYIRKYIPVIKSHIIMRII
                     LICGSGFMLYGYSNYPTTFMNDLFIKGGVDIRAWNQAANYKANGFIIGFLSNLDTTVI
                     KEPEGYSKENMQQIAKDIEKQYSGKVKAQTKVEKPNIIFIMSEAFWDPTKLTNLSFSE
                     DPVPNLHRYTENFPGGQTIAPTFGGNTANTEFEALTSYSMSLLMPGSIPYQQAIPSQK
                     EIPSVASELKKQGYYASAIHAFNRSFYKREDVYKTLGFDNFNAEDTMKNKEVVGDNIG
                     DLSMSKEIIDELKKRKQPTFIHAVTMQNHFPYKPNMFGENKIEISGLTEEESKAELEA
                     YTEGVRLSDEALQYLVEQLDELDRPTLLVFFGDHLPMLGTNKSIYKEAGYIENEETVR
                     ERLIMSETPLLMYANFNLPNDNLGLVSPIYFSSLVFDYAGLNQSPFYQFLSKMHKEIP
                     VLRDELKVNKDGEEITDLTKEQKEMLEQYKMLQYDLLAGKQYSKEILFK"
     gene            complement(4565514..4566029)
                     /locus_tag="BA_5032"
                     /old_locus_tag="BA5032"
                     /db_xref="Pathema:BA_5032"
     CDS             complement(4565514..4566029)
                     /locus_tag="BA_5032"
                     /old_locus_tag="BA5032"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28711.1"
                     /db_xref="Pathema:BA_5032"
                     /translation="MTICLLMRDEGVKERGNKLRFNVFTQQRRRDEFHFSFSTQQPRK
                     NLLISIILSGMWSICLETLFFVILRSFEFEKTKDFFNEKIPLSILIIVLWSALLYIIH
                     LNKGISHKLRPAIRVYVVLFLIAHTMNWMYIIVQEDMNLIVVNTWVYLQYGQYILSLL
                     FIYLYGIRFCI"
     gene            complement(4566246..4566476)
                     /locus_tag="BA_5034"
                     /old_locus_tag="BA5034"
                     /db_xref="Pathema:BA_5034"
     CDS             complement(4566246..4566476)
                     /locus_tag="BA_5034"
                     /old_locus_tag="BA5034"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28712.1"
                     /db_xref="Pathema:BA_5034"
                     /translation="MVDFLIFLFIFVVGFFIMQVLVYRFAKKNIQKYTKIKWIHMWLE
                     MNMKKGPRLDFFDFVFIVLVCIIWKAWMYSLI"
     gene            complement(4566488..4566784)
                     /locus_tag="BA_5035"
                     /old_locus_tag="BA5035"
                     /db_xref="Pathema:BA_5035"
     CDS             complement(4566488..4566784)
                     /locus_tag="BA_5035"
                     /old_locus_tag="BA5035"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28713.1"
                     /db_xref="Pathema:BA_5035"
                     /translation="MEYEYDDSVHLHLDYFGTECDMESIAYKRKNEDVWDVYFNFGAY
                     GVQKDEIETGRFMDEYAGHYVFSVHAHDLSWEFGSAQFEEWVLRNHIVEKSLQK"
     gene            4566934..4567911
                     /locus_tag="BA_5036"
                     /old_locus_tag="BA5036"
                     /db_xref="Pathema:BA_5036"
     CDS             4566934..4567911
                     /locus_tag="BA_5036"
                     /old_locus_tag="BA5036"
                     /note="identified by similarity to GP:15023491"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter, substrate-binding
                     protein"
                     /protein_id="AAP28714.1"
                     /db_xref="Pathema:BA_5036"
                     /translation="MLLAVFTFAACSSKKEGTKEQTQNIRIGEVTHSLFYAPLYVGIE
                     KGFFKDEGLNVDLQTTAGGDKTMTALLSGGIDIALVGSETSIYVHQQGAKDPIINFAQ
                     LTQTDGTFLVSRKKLDSFNWNDVKGVTFLGQRKGGMPQMVGEYVLKKNGIDPHKDTNL
                     IQNIEFANIANAYASGTGEFVQLFEPTASIFEKEGKGYIVASFGNESGTVPYTSFMAK
                     ESFLKKDKAAAEKFTRALYKAQQWVDTHSPEEIADAVSPLFKDTSKDITEKVIERYKK
                     QHSYATNPLLDAEEWKQLQTIMKEAGELQKEVPHEALVNTKIAESVIKK"
     gene            4567923..4568687
                     /locus_tag="BA_5037"
                     /old_locus_tag="BA5037"
                     /db_xref="Pathema:BA_5037"
     CDS             4567923..4568687
                     /locus_tag="BA_5037"
                     /old_locus_tag="BA5037"
                     /note="identified by match to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP28715.1"
                     /db_xref="Pathema:BA_5037"
                     /translation="MSFLQIRNVSHCFFAKENAKLILENMSLQVEEGEFISILGPSGC
                     GKTTLLSIIAGLLDPIEGIVFLDGEPITTKTSSMGYMLQQDYLFPWKTIEENIMLGLH
                     IRKIYDEQTKEHTLQLLKQVGLHDVEQQYPRELSGGMRQRAALVRTLATDPKILLLDE
                     PFSALDYQTKLKLEDLVFSLLRKYKKTSLLVTHDIEEAIAMSDRIYLLQANPGKIAKT
                     FIVPESIRSLSPLESRHHHDFPSLFQNIWKELERLG"
     gene            4568680..4569486
                     /locus_tag="BA_5038"
                     /old_locus_tag="BA5038"
                     /db_xref="Pathema:BA_5038"
     CDS             4568680..4569486
                     /locus_tag="BA_5038"
                     /old_locus_tag="BA5038"
                     /note="identified by match to protein family HMM PF00528"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, permease protein"
                     /protein_id="AAP28716.1"
                     /db_xref="Pathema:BA_5038"
                     /translation="MDNIKQLHEQFRKKERRRAWLARSLQLLLLILFFALWEIASKKE
                     WIDPLLFSSPSSIWDLFLNKWMDGSLWIHIWTTLLETGVGFILGTVLGAIIATFLWWI
                     PLLARVLDPYLVVLNAMPKVALGPIIIVIFGPNISSSIAMGVIISIIITILVIYSAFQ
                     EVDSNYIKVMDTFGANKWQCYKQVVLPASFPAIISTLKVNVGLSWVGVIFGELLVSKQ
                     GLGYLISYGFQVFNFTLVLLSVLLTCVLATLMYVFVEAFEKLLIGKRKKS"
     gene            complement(4569521..4569748)
                     /locus_tag="BA_5039"
                     /old_locus_tag="BA5039"
                     /db_xref="Pathema:BA_5039"
     CDS             complement(4569521..4569748)
                     /locus_tag="BA_5039"
                     /old_locus_tag="BA5039"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28717.1"
                     /db_xref="Pathema:BA_5039"
                     /translation="MKTILAVAGLIWVMSHGFPIFEGEQIRSALDKKFNDYHVIDRKD
                     NVVTVRVKDCFHTVTVADGNVKNETKMCDKK"
     gene            complement(4569973..4571046)
                     /locus_tag="BA_5040"
                     /old_locus_tag="BA5040"
                     /db_xref="Pathema:BA_5040"
     CDS             complement(4569973..4571046)
                     /locus_tag="BA_5040"
                     /old_locus_tag="BA5040"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28718.1"
                     /db_xref="Pathema:BA_5040"
                     /translation="MGLMAGCDSSMKSVKEKGICKTEEECVEIGDKKLQKVYEKIDGL
                     SELEAVGDYDIEEHESADMKEAEQKKEDDDESYFFLASYYIDGDEIVDPYFEKIERKR
                     LNKVFAEDKEVKEEVLQQRQDRGYHEDLWDMYRTLIPAKYRGNITEFDLITDGYDGVV
                     AHVMLSIENPKDWTLSLDTLDSAVNIDEVMKTLIHETAHVLTLGHKQIPVDENYIKDF
                     EEDKDISTYRNKCGNLFLQEGCAKENSYIHQFYNSFWKSIEQEWTEKKVEESEETQIE
                     FFKEKHDEFVSQYGTTNVAEDIADTFTAFILQDSKKVKEGTELKYKKIAFFYQFPELV
                     KMRAEVLSGLYDISKTVEQQSGN"
     gene            4571182..4571856
                     /locus_tag="BA_5041"
                     /old_locus_tag="BA5041"
                     /note="conserved hypothetical protein, authentic point
                     mutation; an automated process has identified a potential
                     problem with this gene model; it may contain one or more
                     premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_5041"
     gene            complement(4571895..4572434)
                     /locus_tag="BA_5042"
                     /old_locus_tag="BA5042"
                     /db_xref="Pathema:BA_5042"
     CDS             complement(4571895..4572434)
                     /locus_tag="BA_5042"
                     /old_locus_tag="BA5042"
                     /note="identified by similarity to OMNI:NTL01PA00903"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28719.1"
                     /db_xref="Pathema:BA_5042"
                     /translation="MEKRKETTVTLSMVKLNIYAFLIIFALAIGISFLHAFLSGEVQL
                     EITLPIMLLFIITLLVLVCIHEAIHLIGFRYIGGVPWSELKWGVNWKLGVAYAHSKQA
                     ITVKQMKKVLMLPFLPTGILPIVIGLATNMPSISFLGILLTAGCMGDIALYQKVSKFP
                     DDALVQDHPSKPQFTVYES"
     gene            complement(4572546..4573025)
                     /gene="mutTA"
                     /locus_tag="BA_5043"
                     /old_locus_tag="BA5043"
                     /db_xref="Pathema:BA_5043"
     CDS             complement(4572546..4573025)
                     /gene="mutTA"
                     /locus_tag="BA_5043"
                     /old_locus_tag="BA5043"
                     /note="identified by similarity to EGAD:108421; match to
                     protein family HMM PF00293; match to protein family HMM
                     TIGR02705"
                     /codon_start=1
                     /transl_table=11
                     /product="antimutator 8-oxo-(dGTP/GTP)ase"
                     /protein_id="AAP28720.1"
                     /db_xref="Pathema:BA_5043"
                     /translation="MYKFKDYYHNTVQLSFERYPFSPEPKHVWVVCRYGDQWLLTHHL
                     RRGLEFPGGKVELGETPEEAAVREVHEETGGIVSDLTYLGQYKVSGKDKIIIKNIYFA
                     TISAVEQHTHYEETKGSVLLTDIPDNIKTDRKFSFIMRDDVLARTMKHIEEIGCFTK"
     gene            complement(4573110..4573427)
                     /locus_tag="BA_5044"
                     /old_locus_tag="BA5044"
                     /db_xref="Pathema:BA_5044"
     CDS             complement(4573110..4573427)
                     /locus_tag="BA_5044"
                     /old_locus_tag="BA5044"
                     /note="identified by similarity to OMNI:NTL01BH0936"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28721.1"
                     /db_xref="Pathema:BA_5044"
                     /translation="MEQKKTYYISIGNGQISQVKTADTYNFEISANDEEITELREYFD
                     QAYVEDLGSFVRSHVPFVEYHHDSNNDRYDEQLQKAYKMIYDLGNHETKELVAQMGII
                     NGL"
     gene            4573460..4573660
                     /locus_tag="BA_5045"
                     /old_locus_tag="BA5045"
                     /db_xref="Pathema:BA_5045"
     CDS             4573460..4573660
                     /locus_tag="BA_5045"
                     /old_locus_tag="BA5045"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28722.1"
                     /db_xref="Pathema:BA_5045"
                     /translation="MFSSITKLCKIKKRRDFMLKILIIGIIIVLVILVLSVMTINKGY
                     AYKHSVDKPEDNPYTKNSKKNS"
     gene            4573863..4574093
                     /locus_tag="BA_5046"
                     /old_locus_tag="BA5046"
                     /db_xref="Pathema:BA_5046"
     CDS             4573863..4574093
                     /locus_tag="BA_5046"
                     /old_locus_tag="BA5046"
                     /note="identified by similarity to EGAD:109336"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28723.1"
                     /db_xref="Pathema:BA_5046"
                     /translation="MLKGLQITFALIALCITIYGYFTGNREMMPYMFIFLGLMAFTIG
                     LGEIKQDRKSSGILAFLAGSGALFLSFSELFR"
     gene            complement(4574588..4575061)
                     /gene="luxS"
                     /locus_tag="BA_5047"
                     /old_locus_tag="BA5047"
                     /db_xref="Pathema:BA_5047"
     CDS             complement(4574588..4575061)
                     /gene="luxS"
                     /locus_tag="BA_5047"
                     /old_locus_tag="BA5047"
                     /note="identified by match to protein family HMM PF02664"
                     /codon_start=1
                     /transl_table=11
                     /product="autoinducer-2 production protein LuxS"
                     /protein_id="AAP28724.1"
                     /db_xref="Pathema:BA_5047"
                     /translation="MPSVESFELDHTIVKAPYVRHCGVHNVGSDGIVNKFDIRFCQPN
                     KQAMKPDVIHTLEHLLAFNLRKYIDRYPHFDIIDISPMGCQTGYYLVVSGTPTVREII
                     DLLELTLKDAVQITEIPAANETQCGQAKLHDLEGAKRLMNFWLSQDKDELEKVFG"
     gene            4575190..4575426
                     /locus_tag="BA_5048"
                     /old_locus_tag="BA5048"
                     /db_xref="Pathema:BA_5048"
     CDS             4575190..4575426
                     /locus_tag="BA_5048"
                     /old_locus_tag="BA5048"
                     /note="identified by similarity to EGAD:108432; match to
                     protein family HMM PF01809; match to protein family HMM
                     TIGR00278"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein TIGR00278"
                     /protein_id="AAP28725.1"
                     /db_xref="Pathema:BA_5048"
                     /translation="MKQIFIGIIRFYQKFISPMTPPTCRFYPTCSHYGLEAFQKHGAF
                     KGFWLTCKRILKCHPFHPGGFDPVPDKKDDKVNS"
     gene            complement(4575423..4575986)
                     /locus_tag="BA_5049"
                     /old_locus_tag="BA5049"
                     /db_xref="Pathema:BA_5049"
     CDS             complement(4575423..4575986)
                     /locus_tag="BA_5049"
                     /old_locus_tag="BA5049"
                     /note="identified by match to protein family HMM PF00484"
                     /codon_start=1
                     /transl_table=11
                     /product="putative carbonic anhydrase, prokaryotic type"
                     /protein_id="AAP28726.1"
                     /db_xref="Pathema:BA_5049"
                     /translation="MKSLEEILQYNEKFVEEKKYEEFVAGKFPNKKMVIISCMDTRLV
                     ELLPKAMNMRNGDVKIIKVAGAVISHPFGSIMRSILVAVYELGADEVCVVGHHDCGMA
                     KIQASSTIEKMKERGITEEKLDMLRYSGIDLEQFLRGFSSVEESVEHSVSVLRNHPLL
                     PEEVPVHGLVIDPDTGKLDLVVNGYDN"
     gene            4576211..4577560
                     /gene="cydA2"
                     /locus_tag="BA_5050"
                     /old_locus_tag="BA5050"
                     /db_xref="Pathema:BA_5050"
     CDS             4576211..4577560
                     /gene="cydA2"
                     /locus_tag="BA_5050"
                     /old_locus_tag="BA5050"
                     /EC_number="1.10.3.-"
                     /note="identified by similarity to OMNI:NTL01BS03869;
                     match to protein family HMM PF01654"
                     /codon_start=1
                     /transl_table=11
                     /product="cytochrome d ubiquinol oxidase, subunit I"
                     /protein_id="AAP28727.1"
                     /db_xref="Pathema:BA_5050"
                     /translation="MSDVLLLSRFQFAITIFYHFLFVPLTIGLVILVACMETQYARTL
                     NPTYRKMANFWGKLFTINFVMGIITGITMEFQFGTNWSEYSKYMGDIFGSPLAIEALV
                     AFFLESTFMGIWLFGKDKISPKFRAFCMWMVALGTNISALWIITANGFMQNPVGYVVR
                     NGRAELNDFWALVTNPYAWNMFFHTVIGCYIVGAFFVMAISAYHLLRKNEVEFFKKSF
                     KFGLMLGLFAATITPFIGHQSGVSAAKYQPAKGAAMEAVWETGKGQGFSIVQIPDVKN
                     EKNFEFLTIPKLGSFFYTNSFDGEIVGLKDIPKEDRPNVNLVYYSFRLMVALGMFFMA
                     LTWYGFYLNRKGKLENSKRYLKITIWSVLLPYIAINAGWIVAEVGRQPWTVYKLMRTA
                     ESVSPISVPQIWFSLISLILFYTLLLIADVYLMLKFAKKGPAALEEPATKGGVAHVS"
     gene            4577550..4578578
                     /gene="cydB2"
                     /locus_tag="BA_5051"
                     /old_locus_tag="BA5051"
                     /db_xref="Pathema:BA_5051"
     CDS             4577550..4578578
                     /gene="cydB2"
                     /locus_tag="BA_5051"
                     /old_locus_tag="BA5051"
                     /EC_number="1.10.3.-"
                     /note="identified by match to protein family HMM PF02322;
                     match to protein family HMM TIGR00203"
                     /codon_start=1
                     /transl_table=11
                     /product="cytochrome d ubiquinol oxidase, subunit II"
                     /protein_id="AAP28728.1"
                     /db_xref="Pathema:BA_5051"
                     /translation="MSHDMLAIIWFGLWGVIWTVYFILDGYALGNGMIFPFVTKDRQE
                     QNQLQEAIGPFWGGNEVWLITAGGATFAAFPVTYANMFSYLYTPLFLVLLALFARAAG
                     LEFMHKDDSPIWQKTCKWAFAIGSFLIAFLFGVTFANLYYGLQIGKNGYEGNLLSLLN
                     HYGILGGLFFTAIFVVSGALWVMIKTTGEVSDRAYKIARPFSMAAAIILAIFYVATAN
                     RTNLFQNFTEYPVLFILPVLAMLMSVLALIMVYKHKIGLAFTFVCLTIAMFMTTGFAG
                     MFPRMLPSRINDAYSTTLYNAAGSQLNLKIMFFVAMVMVPIVIGYQLWSYSIFKNKIH
                     KDSAKGYH"
     gene            complement(4578745..4578978)
                     /locus_tag="BA_5052"
                     /old_locus_tag="BA5052"
                     /db_xref="Pathema:BA_5052"
     CDS             complement(4578745..4578978)
                     /locus_tag="BA_5052"
                     /old_locus_tag="BA5052"
                     /note="identified by similarity to GP:2984723"
                     /codon_start=1
                     /transl_table=11
                     /product="spore germination protein GerPF-like protein"
                     /protein_id="AAP28729.1"
                     /db_xref="Pathema:BA_5052"
                     /translation="MKVGDKMPSVVEGVIIENCNGTINLGDKYNVQPIEKTQAYNGSG
                     SSNTGIKVQTFSGISTADVGDSDANDQGIQFTL"
     gene            complement(4578975..4579094)
                     /locus_tag="BA_5053"
                     /old_locus_tag="BA5053"
                     /db_xref="Pathema:BA_5053"
     CDS             complement(4578975..4579094)
                     /locus_tag="BA_5053"
                     /old_locus_tag="BA5053"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28730.1"
                     /db_xref="Pathema:BA_5053"
                     /translation="MLVRKRKKVNKKKALSWSAFFLWKHAILLGAFHRMKVRK"
     gene            complement(4579063..4579869)
                     /locus_tag="BA_5054"
                     /old_locus_tag="BA5054"
                     /db_xref="Pathema:BA_5054"
     CDS             complement(4579063..4579869)
                     /locus_tag="BA_5054"
                     /old_locus_tag="BA5054"
                     /note="identified by match to protein family HMM PF00395;
                     match to protein family HMM PF05901"
                     /codon_start=1
                     /transl_table=11
                     /product="putative S-layer protein"
                     /protein_id="AAP28731.1"
                     /db_xref="Pathema:BA_5054"
                     /translation="MGLKKLIVTGAIVATTAFTSIGTAQASAGFKDVPNNHWSYKAIM
                     DLANKNVVAGYGNGLFGFGDDVTREQVAALMFRHLKPTVKEQYNNPYKDITDRSTMFK
                     KEILALTEMGVFVGDNTGKFRPKDSLTREEMAQILTRGFQLQIRGDHNFPDVDRNGWA
                     NPAITAIKSNYITAGTGDGKFAPKMHVSREQYVQFLYNATLPFEERPGAKQPQPQPKP
                     EVKPDPKRFANCKEANDAGYYDITRDSPYYGKHLDRDGDGIACEKKKKGK"
     gene            4580579..4581616
                     /locus_tag="BA_5055"
                     /old_locus_tag="BA5055"
                     /db_xref="Pathema:BA_5055"
     CDS             4580579..4581616
                     /locus_tag="BA_5055"
                     /old_locus_tag="BA5055"
                     /note="identified by similarity to OMNI:EF1366; match to
                     protein family HMM PF02698"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP28732.1"
                     /db_xref="Pathema:BA_5055"
                     /translation="MLYFGIIPLILFIIFLISYLKDPRKIINGFLFNTFICFFLLFCV
                     IISVNSSSDILRYSIILPILALIIMIPFGIVALMFGLFLNARILMKREGRRFTNCLTL
                     LAALGILFFMLLPIISPASLFSSHLEPIFAGISLITVYFFIHLSNFLTAYFLYQFNRP
                     RRNQDFIIVLGSGLINDKVPPLLASRIHKAIDFYWKQAAVNTPPTIIFSGGQGPDEGL
                     PEAEAMQKYAVEKGIPLEHTVQENRSVNTYQNMLFSKEIMDSLKPEGKYRSIFTTNNF
                     HLFRAGIYARQAGLNSQGIGSKTAFYYWPNAMIREYVAIVVMGRKRHMKFCGVILGFA
                     LFVSVLSFIFS"
     gene            4581809..4582681
                     /locus_tag="BA_5056"
                     /old_locus_tag="BA5056"
                     /db_xref="Pathema:BA_5056"
     CDS             4581809..4582681
                     /locus_tag="BA_5056"
                     /old_locus_tag="BA5056"
                     /note="identified by similarity to EGAD:109414; match to
                     protein family HMM PF02588"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP28733.1"
                     /db_xref="Pathema:BA_5056"
                     /translation="MEKIIKNKPNKLKIASKALMIIIGAFITAYGLEAVLIPNNVSDG
                     GVTGLSIVSSRLFGLPLGALIAIINIPFVWLGYKQIGKSFAIYSIIGIASLAIGTVVM
                     HGIPAIIEGDTLLVTVVGGIIIGFGMGLALRNGGALDGIDMLAVLLSRKLPFGTSDLI
                     LFLNMFVFIFVSTVFGLQGAILSAIAYFIASKVIHIVEVGLSGSKAFKIITKEPELMV
                     ETIRDRLGRSATYNEVYGGYSREKFKEISCVINRLEESKMKELINEIDPHAFITVYDV
                     AEVKGGNFKKRDIH"
     gene            complement(4582789..4583007)
                     /locus_tag="BA_5057"
                     /old_locus_tag="BA5057"
                     /db_xref="Pathema:BA_5057"
     CDS             complement(4582789..4583007)
                     /locus_tag="BA_5057"
                     /old_locus_tag="BA5057"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28734.1"
                     /db_xref="Pathema:BA_5057"
                     /translation="MTMYKRFSVIMFLVLFLSLFISTTMKFHFVVSILWILCTCMLFL
                     YVPLRFQQEVPAFQKYVAWIKSGGRWGE"
     gene            complement(4583105..4583920)
                     /locus_tag="BA_5058"
                     /old_locus_tag="BA5058"
                     /db_xref="Pathema:BA_5058"
     CDS             complement(4583105..4583920)
                     /locus_tag="BA_5058"
                     /old_locus_tag="BA5058"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP28735.1"
                     /db_xref="Pathema:BA_5058"
                     /translation="MSNRLFTMIKSFVIPILAIVILLVVAGYALSGCQGGQTKSIQDR
                     YPLESVAKEGKQESYVYRAANRSVPAVAKELINEREPKQASKEDENQMFLVYSDKIYN
                     LQKDKEKPSDTLIEISNKEFVRQNYQPSFLQGYIMGSILNDIFGSRKSSYGDYRGYND
                     RQIHKPVIPERPPTKEEKKTPPPITKEGKGSIIKRGDNVDSKSSVGDTGSITKKGSNT
                     PPPSTGSKGKITKNPGGSSGSDVKPKSSIKTPPRNTSPPKTRVGGSGKITKRR"
     gene            complement(4583933..4584439)
                     /locus_tag="BA_5059"
                     /old_locus_tag="BA5059"
                     /db_xref="Pathema:BA_5059"
     CDS             complement(4583933..4584439)
                     /locus_tag="BA_5059"
                     /old_locus_tag="BA5059"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28736.1"
                     /db_xref="Pathema:BA_5059"
                     /translation="MSLFKRIKNIMKSPEPPKPEKSLLTLAPGDMVEVSLVMYELTGK
                     TSMHSRKEIVLTLQDGKDIRYLKIEDRENTYYKLYTPIDGRLDSIDEIPTTIEMDDTE
                     YHMEEQYNGRVVVMGKTPFSASEEQYVWEFQSDNRKLLRIEWQNGRTMMYEGEAIIPA
                     DVQIIRAT"
     gene            complement(4584461..4584865)
                     /locus_tag="BA_5060"
                     /old_locus_tag="BA5060"
                     /db_xref="Pathema:BA_5060"
     CDS             complement(4584461..4584865)
                     /locus_tag="BA_5060"
                     /old_locus_tag="BA5060"
                     /note="identified by similarity to OMNI:NTL01BH3108"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28737.1"
                     /db_xref="Pathema:BA_5060"
                     /translation="MTWMNVVAMLVWTGASAVLLFAIMWVDSIFTKYNDLKEIKNGNT
                     AVTTRFVMKLFAQGYILSQSITKANDLWQALLASAVSFVILLVVEMFIEFVLKKMAGL
                     DLEEGTKEGSVAHAMLAGSLHIVGALILGACL"
     gene            complement(4584946..4585611)
                     /locus_tag="BA_5061"
                     /old_locus_tag="BA5061"
                     /db_xref="Pathema:BA_5061"
     CDS             complement(4584946..4585611)
                     /locus_tag="BA_5061"
                     /old_locus_tag="BA5061"
                     /note="identified by similarity to EGAD:108485; match to
                     protein family HMM PF04012"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28738.1"
                     /db_xref="Pathema:BA_5061"
                     /translation="MSVFKRLRDLTMSNVYSLIEKAEDPVKMTDQYLRDMQADVQEAE
                     KSVAAQIALEKKFKILFEEQEALVKKREEQAHMAVQASNLDLARRALEEKQNAEQKMN
                     EYKASYEQNKAAADNLRLKLEEMRKQLTELKNKRETLVARVNAAKAQKNINQAMSGFD
                     SNSAKAGLSRMEEKALQLEAEAEASGEVYKKEKSLDDEFASLNKNSAVDDELARIMKQ
                     YEK"
     gene            4586012..4586590
                     /locus_tag="BA_5062"
                     /old_locus_tag="BA5062"
                     /db_xref="Pathema:BA_5062"
     CDS             4586012..4586590
                     /locus_tag="BA_5062"
                     /old_locus_tag="BA5062"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP28739.1"
                     /db_xref="Pathema:BA_5062"
                     /translation="MKKLVGIGLAAAISFGALSGCSLLGEKANGFVLYGTEEQVTQIA
                     DKNKKEVKEKDFYKMKMTTLDGKKVLVMDKKTGEELVKKELLSKVDAKDDTKPLDKLP
                     AVTTEQGVLFAKEKVENATLDRAKLKYEGNTIIGSGRTYTDMYAIVDDATYSNVKGDE
                     KSVGVLKFDKDPSKEFPGKNDVESSQLVKIKK"
     gene            complement(4586834..4587001)
                     /locus_tag="BA_5063"
                     /old_locus_tag="BA5063"
                     /db_xref="Pathema:BA_5063"
     CDS             complement(4586834..4587001)
                     /locus_tag="BA_5063"
                     /old_locus_tag="BA5063"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28740.1"
                     /db_xref="Pathema:BA_5063"
                     /translation="MMVNIIIGAIIFGYAAYTLVNFVKKSKKGKCAACSLNKSCQSNT
                     CSPDMEKIAHK"
     gene            complement(4587018..4589006)
                     /gene="feoB"
                     /locus_tag="BA_5064"
                     /old_locus_tag="BA5064"
                     /db_xref="Pathema:BA_5064"
     CDS             complement(4587018..4589006)
                     /gene="feoB"
                     /locus_tag="BA_5064"
                     /old_locus_tag="BA5064"
                     /note="identified by similarity to GP:16414722; match to
                     protein family HMM PF01926; match to protein family HMM
                     PF02421; match to protein family HMM PF07664; match to
                     protein family HMM PF07670; match to protein family HMM
                     TIGR00437"
                     /codon_start=1
                     /transl_table=11
                     /product="ferrous iron transport protein B"
                     /protein_id="AAP28741.1"
                     /db_xref="Pathema:BA_5064"
                     /translation="MNKVALLGNPNTGKTSLFNALTGSYEYVGNWSGVTVEKKVGKLK
                     DKQGTLIDLPGVYDLNPVSRDEGVVTNFLLTEEFQHMLNIVDSSQFERNMHLTLQLLE
                     FGKPVSIGLNMIDVAKQRGIVIDVKRLSELLGVTVVPVVARSGKGCEELLATLKENDK
                     KEKQPFIISYGVQMDGGIGEVISLLEKANYEHPRWLALQFLSNNEVVEKEMKALPIYK
                     ELIAIRSRLEEKLDCTLEEHIYKTREAYIEKLKTNVMKHEKEGKIPFSEKIDRLITHK
                     ILGLPIFLAVMFFIFQVTFTWIGTPLSDMLDEFFAGQLTDWVTAGLTSIGASDFIQAL
                     VTEGIIAGVGAVLVFVPQIFALFFFISLLEDSGYMARIAVVMDRIMEFFGLNGKAFIP
                     MIIGFGCNVPGIMAARTIEQEKERLLTVLVTPFMSCSARLPVYALFAGVFFPKSQATV
                     VFSLYVAGIALALLVTKIMSLTILKAEKSIFVIELPPYRVPQAKTLWLSTWEKGKGFV
                     RKAGTFIFGGSVVIWLLNYAGPSGFGVDMGDSYLAMIGGFIAPLFAPLGFGTWQAAAS
                     LLTGFLAKEVVVSTMAIIYAVKEDVLGNVMGAHYTALSAYAFMFFILLYVPCLATVAV
                     IKRETGSAKWTIFSVVYPLVVAYVLTFIIYQVGSLLGV"
     gene            complement(4589003..4589230)
                     /locus_tag="BA_5065"
                     /old_locus_tag="BA5065"
                     /db_xref="Pathema:BA_5065"
     CDS             complement(4589003..4589230)
                     /locus_tag="BA_5065"
                     /old_locus_tag="BA5065"
                     /note="identified by similarity to GP:16411574; match to
                     protein family HMM PF04023"
                     /codon_start=1
                     /transl_table=11
                     /product="FeoA family protein"
                     /protein_id="AAP28742.1"
                     /db_xref="Pathema:BA_5065"
                     /translation="MSLVDIKIGEKVLVKSMRSLDYLLKRRLAAFGLSEGSELRMKQK
                     AMFKGPCTLECRGQLISIRHCDAKMIKVELA"
     gene            4589613..4590281
                     /locus_tag="BA_5066"
                     /old_locus_tag="BA5066"
                     /db_xref="Pathema:BA_5066"
     CDS             4589613..4590281
                     /locus_tag="BA_5066"
                     /old_locus_tag="BA5066"
                     /note="identified by similarity to GP:15383626; match to
                     protein family HMM PF09515; match to protein family HMM
                     TIGR02357"
                     /codon_start=1
                     /transl_table=11
                     /product="probable proton-coupled thiamine transporter
                     YuaJ"
                     /protein_id="AAP28743.1"
                     /db_xref="Pathema:BA_5066"
                     /translation="MRNTNLQAMIESAILAAFAMVIDILPLSIKLPTGGSISFAMIPI
                     FIIAYRWGFKSAFLGGLVWGLLQIVVGDAYILTPVQAFIEYFIAFAFIGFAGLFYRPI
                     QKALLTSNENNLEQSNLDSRKDKASSKQNEGKKVLGYIILATFIGSFARYFCHFIAGI
                     IFWGQYAPKGQSAVLYSLIVNGSTMIGSYILCTVLLIFLFLTSPRLFKSINAYQINAN
                     KKGA"
     gene            complement(4590490..4592343)
                     /locus_tag="BA_5067"
                     /old_locus_tag="BA5067"
                     /db_xref="Pathema:BA_5067"
     CDS             complement(4590490..4592343)
                     /locus_tag="BA_5067"
                     /old_locus_tag="BA5067"
                     /EC_number="2.7.13.3"
                     /note="identified by similarity to GP:15025450; match to
                     protein family HMM PF00512; match to protein family HMM
                     PF00672; match to protein family HMM PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="sensory box histidine kinase"
                     /protein_id="AAP28744.1"
                     /db_xref="Pathema:BA_5067"
                     /translation="MKKGIVLKLFTLTTALCMLILATIFIGQTIFFKQYYANRKVEDI
                     KVNLNSFEKNYLNYAGNTEEIKRLEQDFLRENNTWITTLDQNGNLKHADDFYFEVTID
                     RKQQKSFGQQIFRIPLYNLINIEEIDNKSSNPFLGQEIYFSGVKKEESFIPFSFSLGK
                     QNLNGSNKPLEKAFNEKMSKLDQEKKKAAEEQFGKEKKPVVQEQAAQEPDVHIRGRVT
                     KVQLPDVTGPINPIYKNSIFLDNIKEFQTDLLLKESKHIQYATQTMDYEKNDIKYKLL
                     IKPIKEKDESVTYIYAMASLQPVDEAVQMVQDYYIYIIAFVVVLIFLASFYYSKQIAK
                     PLLKINDTTKKIAHLDFTEQIPITSKDEIGDLSKNINTLSNKLNSHIGQLEQDIEKER
                     KLEKTRKEFISGVSHELKTPLSIMKSCISILKDGVAEHKKEYYFQAMEREVDKMDTLI
                     LDMLELAKFESGTYKMKKDPFYIDTVMEAICEHLSVEIEKKELRVHKHIGPFEVVANQ
                     GRIEQVIVNFITNAIRYTPNKEDIIISTIDEKDHIKVCIENKGTHIEEEQLDKIWDRF
                     YRVDAARQRSQGGTGLGLAISKNILELHDAEYGAENTEDGVLFYFYLPKKA"
     gene            complement(4592340..4593029)
                     /locus_tag="BA_5068"
                     /old_locus_tag="BA5068"
                     /db_xref="Pathema:BA_5068"
     CDS             complement(4592340..4593029)
                     /locus_tag="BA_5068"
                     /old_locus_tag="BA5068"
                     /note="identified by similarity to GP:15025451; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF00486"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator"
                     /protein_id="AAP28745.1"
                     /db_xref="Pathema:BA_5068"
                     /translation="MAKNILIVEDEDILREILKDYFLSEQYVVFEARDGKEALVVFEE
                     EEVDLVILDIMLPELDGWSVCRRIRKTSEVPIIMLTARVDEDDTLLGFELGADDYVTK
                     PYSPPILLARAKRLLESRKVTKQLLENEDDILSIHGIHVHFPSRTVTVNKTDINLTHT
                     EFEILAYFMKNPGIVLTREQLISRIWGYEFAGDDRTVNSHIRNLRNKLGEKAKYITTV
                     VRTGYKFEGNV"
     gene            complement(4593069..4593665)
                     /locus_tag="BA_5069"
                     /old_locus_tag="BA5069"
                     /db_xref="Pathema:BA_5069"
     CDS             complement(4593069..4593665)
                     /locus_tag="BA_5069"
                     /old_locus_tag="BA5069"
                     /note="identified by match to protein family HMM PF04203;
                     match to protein family HMM TIGR01076"
                     /codon_start=1
                     /transl_table=11
                     /product="LPXTG-site transpeptidase family protein"
                     /protein_id="AAP28746.1"
                     /db_xref="Pathema:BA_5069"
                     /translation="MILMAIGLLMGSYYAVEWYKGKSSAQELTNEEIKSFKNIQHNQL
                     PYETLVTSQVPSSQTEHKEGEKVAMLNIPKLKKKFSIYWGADDATLKKGVGMFVSDVT
                     TTPSGGGHTVLSGHRDTVFTDLGQLKEKDTLVLEYDNKTYTYEIQKIWITHADDRTVI
                     IKKEEPILTLTTCYPFDYIGDAPDRYIIEAKLTGSYSK"
     gene            complement(4593779..4594225)
                     /locus_tag="BA_5070"
                     /old_locus_tag="BA5070"
                     /db_xref="Pathema:BA_5070"
     CDS             complement(4593779..4594225)
                     /locus_tag="BA_5070"
                     /old_locus_tag="BA5070"
                     /note="identified by match to protein family HMM PF00746;
                     match to protein family HMM TIGR01167"
                     /codon_start=1
                     /transl_table=11
                     /product="cell wall surface anchor family protein"
                     /protein_id="AAP28747.1"
                     /db_xref="Pathema:BA_5070"
                     /translation="MKKKLLPICAIALLTVGYSSVASADTGTVTKEEATQLQQDKAKK
                     EAAIKEQQKIEEEKKRIAQEQLKNDMAKKEEAIKAQQKSEEGKKEAAQVQPKNAATKK
                     EVAKPAVQGEKLPNTASNNVAMMALSACLVGIGTLFGLKRRNKVKA"
     gene            complement(4594402..4594734)
                     /locus_tag="BA_5071"
                     /old_locus_tag="BA5071"
                     /db_xref="Pathema:BA_5071"
     CDS             complement(4594402..4594734)
                     /locus_tag="BA_5071"
                     /old_locus_tag="BA5071"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28748.1"
                     /db_xref="Pathema:BA_5071"
                     /translation="MEKRWTTFSFLATSNTVMLAGEMDFLHLFDREDDHSSSKFTMKW
                     SKWSDSCRFEEETPNEEQKIILTNPIKAWVVQRRKCNVKNHLKKTEPRQLVIAPARST
                     SKSRESNM"
     gene            complement(4594918..4595130)
                     /locus_tag="BA_5072"
                     /old_locus_tag="BA5072"
                     /db_xref="Pathema:BA_5072"
     CDS             complement(4594918..4595130)
                     /locus_tag="BA_5072"
                     /old_locus_tag="BA5072"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28749.1"
                     /db_xref="Pathema:BA_5072"
                     /translation="MKKKQYTTVTFIKALLLTIVLGLLAYIIDVPAIRISLIGMTLVL
                     GAISHGMMSQLQEAGLDDMKDHIDKK"
     gene            4595294..4595845
                     /gene="hpt2"
                     /locus_tag="BA_5074"
                     /old_locus_tag="BA5074"
                     /db_xref="Pathema:BA_5074"
     CDS             4595294..4595845
                     /gene="hpt2"
                     /locus_tag="BA_5074"
                     /old_locus_tag="BA5074"
                     /EC_number="2.4.2.8"
                     /note="identified by match to protein family HMM PF00156;
                     match to protein family HMM TIGR01203"
                     /codon_start=1
                     /transl_table=11
                     /product="hypoxanthine phosphoribosyltransferase"
                     /protein_id="AAP28750.1"
                     /db_xref="Pathema:BA_5074"
                     /translation="MNIEIKDTLISEEQLQEKVKELALQIERDFEGEEIVVIAVLKGS
                     FVFAADLIRHIKNDVTIDFISASSYGNQTETTGKVKLLKDIDVNITGKNVIVVEDIID
                     SGLTLHFLKDHFFMHKPKALKFCTLLDKPERRKVDLTAEYVGFQIPDEFIVGYGIDCA
                     EKYRNLPFIASVVTEESYNLKSR"
     gene            4596080..4596982
                     /locus_tag="BA_5075"
                     /old_locus_tag="BA5075"
                     /db_xref="Pathema:BA_5075"
     CDS             4596080..4596982
                     /locus_tag="BA_5075"
                     /old_locus_tag="BA5075"
                     /note="identified by similarity to EGAD:20823; match to
                     protein family HMM PF00781; match to protein family HMM
                     TIGR00147"
                     /codon_start=1
                     /transl_table=11
                     /product="bmrU protein"
                     /protein_id="AAP28751.1"
                     /db_xref="Pathema:BA_5075"
                     /translation="MTKTKFEKVLLIVNPKAGQGDLHTNLTKIVPPLAAAFPDLHILH
                     TKEQGDATKYCQEFASKVDLIIVFGGDGTVFECTNGLAPLEIRPTLAIIPGGTCNDFS
                     RTLGVPQNIAEAAKLITKEHVKPVDVAKANGQHFLNFWGIGLVSEVSNNIDAEEKAKL
                     GKIGYYLSTIRTVKNAETFPVKITYDGQVYEDEAVLVMVGNGEYLGGIPSFIPNVKCD
                     DGTLDIFVVKSTGIQAFKDYIGKKLFEDSNENDIFHVKAKSIHIETEEEKEVDTDGES
                     SLHTPCQIELLQGHFTMIYNPAVV"
     gene            complement(4597043..4597723)
                     /locus_tag="BA_5076"
                     /old_locus_tag="BA5076"
                     /db_xref="Pathema:BA_5076"
     CDS             complement(4597043..4597723)
                     /locus_tag="BA_5076"
                     /old_locus_tag="BA5076"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28752.1"
                     /db_xref="Pathema:BA_5076"
                     /translation="MQKDILKLLDKKQSKYEFPAFDNDYMDISQVKFSLFFKENKDWL
                     MVFQVVGVGSLGVCNDIQVYGDRINHSIGDDGILQLNDGEYELFDDEGEFMPNIYNDS
                     VKIRDHHFEYEFTEEDYVNNGIEVKTTDSYPTYFMRMLATNNEARNLLWWSKEEILEE
                     FDLEGNWEVAYETEEWKHVEDEKVSENEFFQSVAAAIEKKDPSIVVKKDANTHWKNWV
                     EFDYENSY"
     gene            4597923..4598900
                     /locus_tag="BA_5077"
                     /old_locus_tag="BA5077"
                     /db_xref="Pathema:BA_5077"
     CDS             4597923..4598900
                     /locus_tag="BA_5077"
                     /old_locus_tag="BA5077"
                     /note="identified by similarity to GP:18144083; match to
                     protein family HMM TIGR01784"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28753.1"
                     /db_xref="Pathema:BA_5077"
                     /translation="MNLRIDFAFKQLFGTNGSEDILIAFLNAMLQESLESPIASLQLE
                     DPHLHREHANDKLSILDISATLGTGTKVNVEIQLNNNHDMMKRSLYYWGKLYTSQLQK
                     WMPYSALRKTITINLLNFIMFLDHKEFHTKGTLWNTQQQKLLSDDIEIHIVEIPKLTE
                     QWHEEKVNPWKDPFARWLLLLSANEDEHLTKLLEDIAMNQDPILQKAINKWERMSQDS
                     SFRQAYDAREKVLMDEAAKFAHAETEGMKRGMEKGLEKGIEQGIEQGIEQGIEQGIEQ
                     GIEQGRKEGVQQGKIQMIKSMYDLGIPLETIAKASKLSLQEIEHILENK"
     gene            complement(4599052..4599468)
                     /locus_tag="BA_5078"
                     /old_locus_tag="BA5078"
                     /db_xref="Pathema:BA_5078"
     CDS             complement(4599052..4599468)
                     /locus_tag="BA_5078"
                     /old_locus_tag="BA5078"
                     /note="identified by similarity to OMNI:NTL02ML1331"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28754.1"
                     /db_xref="Pathema:BA_5078"
                     /translation="MANTITSIEIPASPKQVWQLIGGFDALPDWLPYIPSSKVTEGGR
                     VRHLANPDGDAIVERLEVFNEKERYYTYSIMQAPFPVTNYLSTIRVKEGKDANTSLVE
                     WSGSFTPVEVTDEEAINLFHGIYKDGLEALQQAYLA"
     gene            complement(4599486..4600496)
                     /locus_tag="BA_5079"
                     /old_locus_tag="BA5079"
                     /db_xref="Pathema:BA_5079"
     CDS             complement(4599486..4600496)
                     /locus_tag="BA_5079"
                     /old_locus_tag="BA5079"
                     /note="identified by match to protein family HMM PF00248"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, aldo/keto reductase family"
                     /protein_id="AAP28755.1"
                     /db_xref="Pathema:BA_5079"
                     /translation="MKDLLKGTLGFGTAPLGNMYRNIPEEEAIATVDAAWDNGVRYFD
                     TAPLYGSGLAEIRLGEALSKRNRDEYFLSTKVGRIISDELEDPSTRDLGEKGGLFEFG
                     RKNKIINDYSADATLRSIEDSLKCLKTDRLDFVYIHDVAQDFYGDEWISQFEIARTGA
                     FRALTQLRDEGVIKGWGLGVNKVEAIELMLDLEEAKPNVSLLAGRYSLLDHERALERV
                     MPAAVKNNMDIVVGGPYSSGVLAGGTHFEYQKASPEIIAKVNKMKNLADRHGISIKAA
                     ALQFALANPAVAAVIPGASKPERIAEDQAALKTVIPAAFWEEMREQKLVAVNAPLPIN
                     VK"
     gene            complement(4601031..4601210)
                     /locus_tag="BA_5080"
                     /old_locus_tag="BA5080"
                     /db_xref="Pathema:BA_5080"
     CDS             complement(4601031..4601210)
                     /locus_tag="BA_5080"
                     /old_locus_tag="BA5080"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28756.1"
                     /db_xref="Pathema:BA_5080"
                     /translation="MLLVVSLILIGIMCSMRVVSLHMIERQKIEERYVYCPKCDAKIR
                     KGNSAPFCSKCNVIF"
     gene            complement(4601285..4601632)
                     /locus_tag="BA_5081"
                     /old_locus_tag="BA5081"
                     /db_xref="Pathema:BA_5081"
     CDS             complement(4601285..4601632)
                     /locus_tag="BA_5081"
                     /old_locus_tag="BA5081"
                     /note="identified by similarity to EGAD:45945; match to
                     protein family HMM PF06486; match to protein family HMM
                     TIGR01655"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28757.1"
                     /db_xref="Pathema:BA_5081"
                     /translation="MKRFIFGAMIVIVAGAAYLLSGSKLLDQMNPFLDIENHYAIIDN
                     DGKELGGNKGREYTVKAYDKDGKEKEVTIDGVGELQKGSYWHGLTTGKVLHDKVQVTI
                     DKIPDGAKAKLGL"
     gene            complement(4601929..4602519)
                     /locus_tag="BA_5082"
                     /old_locus_tag="BA5082"
                     /db_xref="Pathema:BA_5082"
     CDS             complement(4601929..4602519)
                     /locus_tag="BA_5082"
                     /old_locus_tag="BA5082"
                     /note="identified by match to protein family HMM PF09335"
                     /codon_start=1
                     /transl_table=11
                     /product="dedA family protein"
                     /protein_id="AAP28758.1"
                     /db_xref="Pathema:BA_5082"
                     /translation="MELHELLSYIEQYGYWALFFCLWLGIIGMPIPDEMIVMSGGFVS
                     SLGILSIITAFLLTYLGVVSGLSLGYILGKIFGTKVLHKLMKKKKAKYLLKSQQMVEK
                     YGHYALVTSYFIPVVRHIVPYLVGMNNMSFRIYALYSYTTGFVWTLIYFVLGSLFGQH
                     IERIVAVAIEYGVYFGVIVVLIGSLFYVKRSSVVSK"
     gene            complement(4602519..4603097)
                     /locus_tag="BA_5083"
                     /old_locus_tag="BA5083"
                     /db_xref="Pathema:BA_5083"
     CDS             complement(4602519..4603097)
                     /locus_tag="BA_5083"
                     /old_locus_tag="BA5083"
                     /note="identified by similarity to GP:10174675"
                     /codon_start=1
                     /transl_table=11
                     /product="ribosomal RNA adenine dimethylase domain
                     protein"
                     /protein_id="AAP28759.1"
                     /db_xref="Pathema:BA_5083"
                     /translation="MQLITFLHEFIKHPKHTGAVAPSSKILAKKMVDVIDFNKAKCIV
                     ELGPGTGVFTKEIMKRKKQETIFLLIEINEVFCKELKRKFKDEQNVIVVHGSAENIKK
                     YMEEFHIECVDYVLSGLPFTSLPEEVSKRILNNAMEAIHENGEFITFQYSLVKKGFIQ
                     HFFPQITLEKVWLNFPPAYVFSCKKELRRVYA"
     gene            complement(4603240..4605189)
                     /locus_tag="BA_5084"
                     /old_locus_tag="BA5084"
                     /db_xref="Pathema:BA_5084"
     CDS             complement(4603240..4605189)
                     /locus_tag="BA_5084"
                     /old_locus_tag="BA5084"
                     /note="identified by similarity to GP:16411585; match to
                     protein family HMM PF02687"
                     /codon_start=1
                     /transl_table=11
                     /product="efflux ABC transporter, permease protein"
                     /protein_id="AAP28760.1"
                     /db_xref="Pathema:BA_5084"
                     /translation="MTLSSIALRNIQRNFKDYFVYFASMIFSIVIYFTFKALQYNSQM
                     EKAAEASKKISGAFQVSSVMLIIFVAVFIIYSNGFFTRKRKKEVGLYSLLGIRKRQIG
                     KMLFYENMLMGLMSLIIGIAIGSVLSKLFLELLVSMMGLKLNVHFEVPMAAIVDTAII
                     FFVIILYTSLQGYRLIYRFKLIELFRAEREGEAMPKGSVIMALISVFLIGSGYFLALM
                     YMKAVMYADFMVVALYILLATVAGTYLLFMFFTVFILKRARNNKSAFYNGMNMVTTSQ
                     LLYRIKGNAKSLATIAILSAVTLTAVGTSVTMYYNTFTQSKVAAPYSYSYEKKDEALD
                     KKVNEILAGEKNNHPVTYESEFEMIPVKGTFKGERADQVLNTHYNVTKQYQLISQSNF
                     NTIAKHLDIEPVNLSANEAFVYDSLYIETLDFGPLYTGNTAVFPVGNESKELKIKGVN
                     SRSVTNLNELFVIVPDQTYEQAKQVNETRIVKNIDVKGERNSKELTAKLASVMPAGES
                     EILKPFHDFYTGFQTGLETTGLMMFIGLFLGLVFLLATGSIIYFKQLTEASADRDRYV
                     VLHKVGVTKQEMKKAIAKQVSFIFAIPLVIGILHSLFALKGLGNILPYEIMIPLLISI
                     GVYGVIYIGYYFLTVRSYYKIVSAK"
     gene            complement(4605176..4605946)
                     /locus_tag="BA_5085"
                     /old_locus_tag="BA5085"
                     /db_xref="Pathema:BA_5085"
     CDS             complement(4605176..4605946)
                     /locus_tag="BA_5085"
                     /old_locus_tag="BA5085"
                     /note="identified by similarity to GP:16414732; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="efflux ABC transporter, ATP-binding protein"
                     /protein_id="AAP28761.1"
                     /db_xref="Pathema:BA_5085"
                     /translation="MKTVLEAKNIEKVYDTGGNKFAALKGINLQVKEGEFVGIMGPSG
                     SGKTTLLNVLSTIDNATNGEILIDGKDIVKMNDDKLALFRRDHLGFIFQDYNLLDTLT
                     VKENIALPLALSKVKANEIDRRVLEISKKFGIDHILSQFPYQVSGGQKQRCAASRAIV
                     TNPSMIFGDEPTGALDSKSATDLLESMKSLNEYDNSTILMVTHDAFAASYCKRVIFIK
                     DGELYKELHRGELTRKQFFQQVVDVMSSISGGMADDLI"
     gene            4606253..4607125
                     /locus_tag="BA_5086"
                     /old_locus_tag="BA5086"
                     /db_xref="Pathema:BA_5086"
     CDS             4606253..4607125
                     /locus_tag="BA_5086"
                     /old_locus_tag="BA5086"
                     /note="identified by similarity to GP:1881325; match to
                     protein family HMM PF00165; match to protein family HMM
                     PF06445"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, AraC family"
                     /protein_id="AAP28762.1"
                     /db_xref="Pathema:BA_5086"
                     /translation="MDSLKNMNAAMQYIEENLTHEIDFKEVAKIAYCSEYHFKRMFSF
                     LAGISLSEYIRCRRLTLAAFELKNSDAKVIDVAIKYGYNSPDSFSRAFQNLHGITPSE
                     ARSSSHSLKAYSPMTFQLSIQGGHEMNYRIEEKEPFQIIGITKRVPIVFNGVNEEIAS
                     MWKSLNPEAIQTLKSLSNMEPTGIISASTNFSEGRMEEKGELDHYIGVATTKDCPEQF
                     AQLEVAASTWAIFEAVGPFPETLQNVWGRIYSEWFPSSNYELAEGPEILWNEQKDISS
                     PNFKSEIWIPVLKK"
     gene            4607327..4608022
                     /locus_tag="BA_5087"
                     /old_locus_tag="BA5087"
                     /db_xref="Pathema:BA_5087"
     CDS             4607327..4608022
                     /locus_tag="BA_5087"
                     /old_locus_tag="BA5087"
                     /note="identified by similarity to GP:1945655; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF00486"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator"
                     /protein_id="AAP28763.1"
                     /db_xref="Pathema:BA_5087"
                     /translation="MYKILIVEDDPNISSLLQSHIQKYGYEAVVAENFDDIMESFNAV
                     KPHLVLLDVNLPKFDGFYWCRQIRHESTCPIIFISARAGEMEQIMAIESGADDYITKP
                     FHYDVVMAKIKGQLRRIYGDYAPNISERIVEVEGLKLFPERPEIHFGSEQVLLTKKEA
                     ILAEMLLSKFPRTASREDLLAALWDDESFVEENTLNVNITRLRKKFNELGIENAIETV
                     RGLGYRFNATWSE"
     gene            4608025..4609047
                     /locus_tag="BA_5088"
                     /old_locus_tag="BA5088"
                     /db_xref="Pathema:BA_5088"
     CDS             4608025..4609047
                     /locus_tag="BA_5088"
                     /old_locus_tag="BA5088"
                     /EC_number="2.7.13.3"
                     /note="identified by similarity to SP:P42422; match to
                     protein family HMM PF00512; match to protein family HMM
                     PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase"
                     /protein_id="AAP28764.1"
                     /db_xref="Pathema:BA_5088"
                     /translation="MKLFLRDHFAFFLLYILNFGIIFVLYDAVDGFQNNKFYFVVLSL
                     YLFICFLAYRYVRNRRMYHRLSEQPEKMEDAFIERATAPMPHGVNELVRTQYRLFQKE
                     LQSYEVKQQEHQLFINHWVHQMKTPVSVMQLMVLEMEDEHLIPKFKKELERLNQGLDM
                     ALYMARLNNFHEDFHVETISLKDTVTKNINGLKELFIRNGVFPVLEVHSDLKVASDAK
                     WLKFIIYQLMTNAVRYSGERGKKVFLSAYRNGKDIILEVRDEGVGIPQEDIRRVFEPF
                     YTGKNGRTFGESTGMGLYIVSKICDYLGHSVKLDSEVGKGTTIKIIFHNAANNQSEQT
                     EKVTEA"
     gene            4609142..4611116
                     /locus_tag="BA_5089"
                     /old_locus_tag="BA5089"
                     /note="putative membrane protein, degenerate; an automated
                     process has identified a potential problem with this gene
                     model; it may contain one or more premature stops and/or
                     frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_5089"
     gene            4611191..4613146
                     /locus_tag="BA_5090"
                     /old_locus_tag="BA5090"
                     /db_xref="Pathema:BA_5090"
     CDS             4611191..4613146
                     /locus_tag="BA_5090"
                     /old_locus_tag="BA5090"
                     /note="identified by similarity to GP:15024467; match to
                     protein family HMM PF02687"
                     /codon_start=1
                     /transl_table=11
                     /product="putative permease"
                     /protein_id="AAP28765.1"
                     /db_xref="Pathema:BA_5090"
                     /translation="MTFWQFAFKNVSRNARAYFAYFVSSAFSIAIFFSFAVYLFHPKL
                     HMTDVNYALNILMTISEVVIVFFSFFFLLYSIGTFLKVRKKQFGILTVLGISQKQLKR
                     LIFIENMLIGVLSIFFGIQLGLVFSQFFLLVTAKITHVPGLYLYWPTSAIILTIIIFL
                     GLFILVSSFTPMLIRTRKAVRLLKEGTKQKERKASVLISLFGAICLISGYALAANPLY
                     FLSLGDIIGLLYAISSIFVIPSLIAAGTYFFFSQISFLLIRILKARRTFYMKRINMLW
                     ISDLASRIRTNINMLFIVAMLSTLAFTMITFLYGFGKFTKFDAIRENPFPFTYLSHTE
                     NTLADEHLNWLEQKLNEEHFTYTKFKTDIYEVSSAENNTQLYYAIKQSDYNVLAKALN
                     WETLTVNKNESYILMKDLDDQVIGTLHNKEQKNTLTLTQNNLQLQVKEYKSYSPFPNS
                     LIYQLLILSDENVEALSTVSKQMSVYNFKVTDWEKAHNIGSSFITKIHNDNAAIQAEH
                     PPFHASEASDSLYKTKLNVASFFLIGTFLGVIFFIGAGSVLYFRMYTDLTNEQEKYIT
                     ITKIGLTETEMKRSATIQLAILFFVPYIMASIHTMFATKMLQEVLHLSFFAEITVVLM
                     IFGTVEILFFLLIRSFYMQKLSQHIKF"
     gene            4613167..4613919
                     /locus_tag="BA_5091"
                     /old_locus_tag="BA5091"
                     /db_xref="Pathema:BA_5091"
     CDS             4613167..4613919
                     /locus_tag="BA_5091"
                     /old_locus_tag="BA5091"
                     /note="identified by match to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP28766.1"
                     /db_xref="Pathema:BA_5091"
                     /translation="MEEVLHIKNVSKVYEGKVPHTALKNINLHVDKGEFVAIMGPSGS
                     GKSTFLNVISTIDSPTSGEVVINGKKPHTFRREKLAVFRRQELGFVFQNFNLLDTLTI
                     GENIVLPLTLDNVPLKEMDKKLDSISTKLGIDHILNKRIFEVSGGQAQRTAVARAVIH
                     HPSLLLADEPTGNLDSKAAIDVMELFTKLNKEEDATILMVTHDPFAASYCNRVIFIKD
                     GELYNELHRGLYREKFYQEILDVLALLGGRRG"
     gene            4613916..4615894
                     /locus_tag="BA_5092"
                     /old_locus_tag="BA5092"
                     /note="putative membrane protein, authentic frameshift; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_5092"
     gene            complement(4615945..4616136)
                     /locus_tag="BA_5093"
                     /old_locus_tag="BA5093"
                     /db_xref="Pathema:BA_5093"
     CDS             complement(4615945..4616136)
                     /locus_tag="BA_5093"
                     /old_locus_tag="BA5093"
                     /note="identified by match to protein family HMM PF09680;
                     match to protein family HMM TIGR01732"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28767.1"
                     /db_xref="Pathema:BA_5093"
                     /translation="MSEKCEHRHDDCNRRHGCGGGFALLIVLFILLIIIGASCFGGGG
                     GCGYGGYGGYAGGYGGYCC"
     gene            complement(4616305..4617630)
                     /gene="gntP3"
                     /locus_tag="BA_5095"
                     /old_locus_tag="BA5095"
                     /db_xref="Pathema:BA_5095"
     CDS             complement(4616305..4617630)
                     /gene="gntP3"
                     /locus_tag="BA_5095"
                     /old_locus_tag="BA5095"
                     /note="identified by similarity to EGAD:19179; match to
                     protein family HMM PF02447; match to protein family HMM
                     PF03600; match to protein family HMM TIGR00791"
                     /codon_start=1
                     /transl_table=11
                     /product="gluconate permease"
                     /protein_id="AAP28768.1"
                     /db_xref="Pathema:BA_5095"
                     /translation="MDIYLLIVTLLAIAIVILGVSWWKWHAFISLTVASLFLAIMSGL
                     NLTKIVTAYESGVGSVLGHLVGILALGTILGKMMSDSGAGMQVADFFIRFFGVKKLPW
                     AMLFAGFVIGIPVFFEVGIVILLPLVISIRKTTKQNILLIALPVIAGLSIVHGLVPPH
                     PGAMTAIGIYNANLGKVLLYSLLIALPTAIIAGPIFAKWVHKRVIPENEPELIRVTTV
                     STDLPSRKVSFFIILLPVVLMILSVVAPYISLPKKMTEFFVFIGSPVIALLISCFAAF
                     YLLGMRQGINKKMIKKLTDESLLPVGSIILIIGAGGGFKQILIESGVGTAIAQMAEHI
                     SLSPIVLAFMVAGLIRIATGSATVALTTAAGIVSPVIQHMSGVNLELLVIATGAGSLM
                     FSHVNDAGFWLVKEYLGLTVKETFKTWTVLETLLSFIAFGFALVLNMFL"
     gene            complement(4617679..4618392)
                     /locus_tag="BA_5096"
                     /old_locus_tag="BA5096"
                     /db_xref="Pathema:BA_5096"
     CDS             complement(4617679..4618392)
                     /locus_tag="BA_5096"
                     /old_locus_tag="BA5096"
                     /note="identified by similarity to OMNI:EF2051; match to
                     protein family HMM PF00392; match to protein family HMM
                     PF07702"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, GntR family"
                     /protein_id="AAP28769.1"
                     /db_xref="Pathema:BA_5096"
                     /translation="MNVTRKKGPLYLQIKNIIRDRILHGVYAIHTNIPSEPQLEEEFK
                     VSKITVRNAIKELAQEGYLEKKSGKGTKVIRNTSATKLSKGKKFTEVLVEEGYKVQKK
                     LLKAEIVQNEEGTVLFRLFGKESFRIERLYTLNDAPYIHYTHYFSAKMASTDLSDFDL
                     QSLYDLVEDRGIHLENFRDEFAVGLAPSFVAEALGEKEGTALLKRMRYSYDEVGEVIE
                     YSEGYYNTEMQHYVVNYDV"
     gene            complement(4618404..4619420)
                     /locus_tag="BA_5097"
                     /old_locus_tag="BA5097"
                     /db_xref="Pathema:BA_5097"
     CDS             complement(4618404..4619420)
                     /locus_tag="BA_5097"
                     /old_locus_tag="BA5097"
                     /note="identified by match to protein family HMM PF00294"
                     /codon_start=1
                     /transl_table=11
                     /product="carbohydrate kinase, PfkB family"
                     /protein_id="AAP28770.1"
                     /db_xref="Pathema:BA_5097"
                     /translation="MRKKIAAFGEVMMRLQVPGYELLSQANTLKYSFSGTGVNVAAAL
                     SHLGHEGFLISTLPENSVGDAALSYIQKLGVQTSLVSRGGKYVGMYFLENGFGARASR
                     VTYSNRLESSFNTACEEMYQFEEIAKEIDIVHFCGITLAMNDTVRHHMKSLAKAVKEN
                     GGTVVFDCNYRPSLWGEDGYEQAKPHYEEMLDLADIVMMNEKDAMFVLGMKTEETERE
                     EQLVDLIPQVAETYHIATIAGTHRSINSDNTHSLRGFICKDGAFTFAKTLTFSVYDRI
                     GAGDAYTSGIIHGEIEEFAPEKAVSFASAAGMLAHTIVGDTPMSSEKDILRAMTASVG
                     DVER"
     gene            complement(4619413..4620168)
                     /locus_tag="BA_5098"
                     /old_locus_tag="BA5098"
                     /db_xref="Pathema:BA_5098"
     CDS             complement(4619413..4620168)
                     /locus_tag="BA_5098"
                     /old_locus_tag="BA5098"
                     /note="identified by similarity to OMNI:EF2975; match to
                     protein family HMM PF07071; match to protein family HMM
                     TIGR03581"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28771.1"
                     /db_xref="Pathema:BA_5098"
                     /translation="MTNIQKRFYKGRVALNVLANNIENAKDIFEAAEGYVVVGVLSKD
                     YPTVEEAVTAMKAYGKEIDDAVSIGLGAGDNRQAAVVAEIAKHYSGSHINQVFPSVGA
                     TRANLGGKDSWINSLVSPTGKVGYVNISTGPISAAGEEKAIVPIKTAIALVRDMGGNS
                     LKYFPMKGLAHEEEYRAVAKACAEEGFALEPTGGIDKENFETILRIALEANVEQVIPH
                     VYSSIIDKETGNTKTEDVRELLAVVKKLVDQYA"
     gene            complement(4620170..4621273)
                     /locus_tag="BA_5099"
                     /old_locus_tag="BA5099"
                     /db_xref="Pathema:BA_5099"
     CDS             complement(4620170..4621273)
                     /locus_tag="BA_5099"
                     /old_locus_tag="BA5099"
                     /note="identified by match to protein family HMM PF01212;
                     match to protein family HMM PF03841; match to protein
                     family HMM TIGR01437"
                     /codon_start=1
                     /transl_table=11
                     /product="putative pyridoxal phosphate-dependent enzyme"
                     /protein_id="AAP28772.1"
                     /db_xref="Pathema:BA_5099"
                     /translation="MGHSLNAKYGLKRVINASGRMSILGVSAPTDTVMDAMKHGGQNY
                     VEIADLVDKAGDHIARILDSEAAVVVNSASSGIALSIAAIVTEGNRRKSERLHQEVIA
                     KNEVIMLKGHNVQYGAPVETMIYLGGGKLVEVGYANEGKAEHIEDAIGENTAAILYVK
                     SHHAVQKNMISVEEAWEVAQRNNVPLIVDAAAEEDIQKYVKYADLAIYSGSKAIEGPT
                     SGIVGGKRKYIEWLKVQLHCIGRSMKVGKETTFGLLQALDEYGVKEDKSEQEKELLQV
                     LMPLKELNGVNVTIVQDEAGRAIFRARIHINENELNKSAKDVVTALREGEIAIYTRDY
                     GVRQGFFDIDPRPLQGDDIHVIEEKLREIVGGN"
     gene            complement(4621251..4622351)
                     /locus_tag="BA_5100"
                     /old_locus_tag="BA5100"
                     /db_xref="Pathema:BA_5100"
     CDS             complement(4621251..4622351)
                     /locus_tag="BA_5100"
                     /old_locus_tag="BA5100"
                     /note="identified by similarity to OMNI:EF0837; match to
                     protein family HMM PF01979; match to protein family HMM
                     TIGR03583"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28773.1"
                     /db_xref="Pathema:BA_5100"
                     /translation="MTERFVLRNVKRVNGEEIDIVIENNKIAQVTKAGAGEGGKVLDY
                     SGTYVSSGWIDLHVHAFPEFDPYGDEVDEIGVKQGVTTIVDAGSCGADRIADLVKSRE
                     QAKTNLFAFLNISRIGLKRIDELSNMEWIDKEKVIQAVEKYKDVIVGLKARMSKSVVC
                     DSGIEPLHIARDLSRETSLPIMVHIGSAPPRIEEVVPLLEKDDVITHYLNGKENNLFD
                     EEGKPLPVLLDAVNRGVHLDVGHGNASFSFKVAEAAKRHDIAFHTISTDIYRKNRVHG
                     PVYSMAHVLSKFLYLGYPLEEVIDAVTKHAAEWLKKPELGRIQEGDIANLTLFTVKDE
                     KVKLIDSEGDQRIAERRIDTKGVVVNGSFIEC"
     gene            complement(4622687..4622977)
                     /locus_tag="BA_5101"
                     /old_locus_tag="BA5101"
                     /db_xref="Pathema:BA_5101"
     CDS             complement(4622687..4622977)
                     /locus_tag="BA_5101"
                     /old_locus_tag="BA5101"
                     /note="identified by similarity to GP:17529933"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP28774.1"
                     /db_xref="Pathema:BA_5101"
                     /translation="MKKYNFDDLIHMHLFYYRDIEEVFTYEAIAYKVCNENLWVVYFD
                     ISYYDDLSNHQFSKYPFYDKYGYEILHVRTKDLDECEGNKLFTDWLINNSIV"
     gene            complement(4622998..4623558)
                     /locus_tag="BA_5102"
                     /old_locus_tag="BA5102"
                     /db_xref="Pathema:BA_5102"
     CDS             complement(4622998..4623558)
                     /locus_tag="BA_5102"
                     /old_locus_tag="BA5102"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28775.1"
                     /db_xref="Pathema:BA_5102"
                     /translation="MLSFTLPSIADASIETEDDGIVTEYIPEINLGIDLSKVDTSDFD
                     FENFGKEYDFLVNDPVFLQLEEEVSKLRVESVVEKNPFTGELVVKQEILPAIVLGALR
                     VLVSKVGRTAADKAWAVARPYVQKALNSPKQYILEAAKGGMIIQVRSKATGNRVFAID
                     YHYIDGKGPILHYHSPPNVGAHKYFR"
     gene            complement(4624134..4624994)
                     /locus_tag="BA_5104"
                     /old_locus_tag="BA5104"
                     /db_xref="Pathema:BA_5104"
     CDS             complement(4624134..4624994)
                     /locus_tag="BA_5104"
                     /old_locus_tag="BA5104"
                     /note="identified by match to protein family HMM PF02557"
                     /codon_start=1
                     /transl_table=11
                     /product="serine-type D-Ala-D-Ala carboxypeptidase"
                     /protein_id="AAP28776.1"
                     /db_xref="Pathema:BA_5104"
                     /translation="MKKWVFISFFIACTICVGVYISPLFQKEIDVKIGGENGAVKNAN
                     IEKIEVTKEQIYKGDLLLVNKDYPVKKDSIRSDIINVNHNSELVRGYVIFDRNLRLSK
                     DVVKKFLNVVDAAGKDGVQHFLMNSGYRDFKEQSKLYKEMGSDYALPAGYSEHNLGLS
                     LDVGSTQKKMEKAPEGKWIEENVWKHGFVLRYPKNKSHITGIQYEPWHIRYVGLPHSA
                     IMQKKKITLEEYLDFLKEKKEITTDVEGKKYTVSYYKVSGNMKVNVPLNKQYEISGNN
                     VDGVIVTVQE"
     gene            complement(4625077..4626183)
                     /locus_tag="BA_5105"
                     /old_locus_tag="BA5105"
                     /db_xref="Pathema:BA_5105"
     CDS             complement(4625077..4626183)
                     /locus_tag="BA_5105"
                     /old_locus_tag="BA5105"
                     /EC_number="2.7.13.3"
                     /note="identified by similarity to GP:15023723; match to
                     protein family HMM PF00512; match to protein family HMM
                     PF00672; match to protein family HMM PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase"
                     /protein_id="AAP28777.1"
                     /db_xref="Pathema:BA_5105"
                     /translation="MDNMMKSFRFKMIALFALSMVLAATVTYIIYKGLQLYYKTMVRY
                     EEPLAQFRSIVREFGDINFFLIFFIPLSIIFFFFLTKPYLKYFSEISNGIHHLANGNF
                     TNRVQVSSNDEFGDIAREINVASEKLKEAVERGDFAESSKDQLVVNLAHDLRTPLTSV
                     LGYLDLILKDENLTKEQIKHFSTIAYTKSQRLESLIDELFEITRMNYGMLQLNKKPID
                     ISELLIQLDEELYPLLEKHHLEARLNVDPHLPINGDGKLLARVFENLLTNAVRYGYDG
                     QFVDLNGYIDNEEVVVQVMNYGDSIPEEDLPYLFDMFYTGDKSRTENRGGTGLGLFIA
                     KNIVEQHNGTISAESNVVRTIFEVRLPKDKKLTI"
     gene            complement(4626176..4626874)
                     /locus_tag="BA_5106"
                     /old_locus_tag="BA5106"
                     /db_xref="Pathema:BA_5106"
     CDS             complement(4626176..4626874)
                     /locus_tag="BA_5106"
                     /old_locus_tag="BA5106"
                     /note="identified by similarity to OMNI:NTL01BH1811; match
                     to protein family HMM PF00072; match to protein family HMM
                     PF00486"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator"
                     /protein_id="AAP28778.1"
                     /db_xref="Pathema:BA_5106"
                     /translation="MKRISILIADDEAEIADLIEIHLEKEGYHVVKAADGEEAIHIIE
                     TQPIDLVVLDIMMPKMDGYEVTRQIRAKHHMPIIFLSAKTSDFDKVTGLVLGADDYMT
                     KPFTPIELVARVNAQLRRFLTLNQPKVAENKSALQVGGVTIDPERRTVNVYGEQIELT
                     PKEFDILYLLASHPKKVYNVENIFQQVWADDYYEGGNTVMVHIRTLRKKLGEDKRKDK
                     LIKTVWGVGYTFNG"
     gene            complement(4627130..4628236)
                     /locus_tag="BA_5107"
                     /old_locus_tag="BA5107"
                     /db_xref="Pathema:BA_5107"
     CDS             complement(4627130..4628236)
                     /locus_tag="BA_5107"
                     /old_locus_tag="BA5107"
                     /note="identified by match to protein family HMM PF01188;
                     match to protein family HMM PF02746; match to protein
                     family HMM TIGR01928"
                     /codon_start=1
                     /transl_table=11
                     /product="N-acylamino acid racemase"
                     /protein_id="AAP28779.1"
                     /db_xref="Pathema:BA_5107"
                     /translation="MEIKKATLHITEMPLVIPFAASYGTYEKRESIVIELEDEDGYIG
                     FGEVVAFSEPWYTEETVKTALHVLQDFLLPDLLKAEISHPNEVPSLFQHIKRNRMAKA
                     GIEGAVWDLYAKRQKKSLATLLGGTKSEIEVGVVIGINTIPVMLKQIEKYAEEGYERF
                     KVKIKPGHDYELLKEIRKEFPHIPLMADANSAYTLADTESLKRLDEFQLMMIEQPLAD
                     YDFLDHAQLQKKIETPICLDESIHSLEDARVAITLGSCQIVNIKPGRVGGLTESIQIH
                     NYCMEHNIPVWCGGMVEMGISRAQNVALASLPNFTIPGDISASSRHWEKDIISPEVTL
                     EGGKVMVPQSVDTEYKVDRGRLAEITKQRIVFER"
     gene            complement(4628237..4629682)
                     /locus_tag="BA_5108"
                     /old_locus_tag="BA5108"
                     /db_xref="Pathema:BA_5108"
     CDS             complement(4628237..4629682)
                     /locus_tag="BA_5108"
                     /old_locus_tag="BA5108"
                     /note="identified by match to protein family HMM PF00501;
                     match to protein family HMM TIGR01923"
                     /codon_start=1
                     /transl_table=11
                     /product="AMP-binding protein"
                     /protein_id="AAP28780.1"
                     /db_xref="Pathema:BA_5108"
                     /translation="METMPNWLKQRAFLTPDRTAIEIEEEKVTFMQLHEKVVSVCEHL
                     THVGVNRGQKVAVLMKNGMEMITVIHALSYVGAVAVLLNTRLSREELLWQMDDAEVIC
                     LVTDQDFEAKDIPVYSFAEVMNGPKEEASIQEEFSLREAMTIIYTSGTTGKPKGVILT
                     YGNHWASAVGSSLNLGLRDDDCWLACMPMFHVGGLSLLMKNIMYGMRILLVPKYDADF
                     IHKALQTRGVTIISVVSKMLTDLLERLGEGTYPSSFRCMLLGGGPAPKPLLETCVDKG
                     IPVYQTYGMTETSSQICTLSADYMLTKVGSAGKPLFQCQLRIEKDGVVVPPFAEGEIV
                     VKGPNVTGGYFNREDATRETIQNGWLHTGDLGYLDEEGFLYVLDRRSDLIISGGENIY
                     PAQIEEVLLSHPMVAEAGVVGMTDDKWGQVPAAFVVKSGEITEEEILHFCEEKLAKYK
                     VPKKACFLEELPRNASKKLLRRELRQLVEEM"
     gene            complement(4629889..4630707)
                     /gene="menB"
                     /locus_tag="BA_5109"
                     /old_locus_tag="BA5109"
                     /db_xref="Pathema:BA_5109"
     CDS             complement(4629889..4630707)
                     /gene="menB"
                     /locus_tag="BA_5109"
                     /old_locus_tag="BA5109"
                     /EC_number="4.1.3.36"
                     /note="identified by similarity to SP:P27290; match to
                     protein family HMM PF00378; match to protein family HMM
                     TIGR01929"
                     /codon_start=1
                     /transl_table=11
                     /product="naphthoate synthase"
                     /protein_id="AAP28781.1"
                     /db_xref="Pathema:BA_5109"
                     /translation="MAIEWVKEGNYEDIIYSTYNGIAKISINRPEVHNAFRPKTVMEL
                     IDAFAHARDDANVGVIILTGEGGRAFCSGGDQKVRGHGGYVGDDQIPRLNVLDLQRLI
                     RAIPKPVIAMVAGYAIGGGHVLHIVCDLTIAADNAVFGQTGPKVGSFDGGYGAGYLAR
                     MVGHKKAREIWYLCRQYNAQEALDMGLVNTVVPLEELEAETVQWAQEILANSPMALRF
                     LKAAFNADTDGLAGIQQLAGDATLLYYTTDEAKEGRDAFKEKRSPDFGQFPRFP"
     gene            complement(4630777..4631589)
                     /gene="menH"
                     /locus_tag="BA_5110"
                     /old_locus_tag="BA5110"
                     /db_xref="Pathema:BA_5110"
     CDS             complement(4630777..4631589)
                     /gene="menH"
                     /locus_tag="BA_5110"
                     /old_locus_tag="BA5110"
                     /note="identified by match to protein family HMM PF00561"
                     /codon_start=1
                     /transl_table=11
                     /product="2-succinyl-6-hydroxy-2,
                     4-cyclohexadiene-1-carboxylante synthase"
                     /protein_id="AAP28782.1"
                     /db_xref="Pathema:BA_5110"
                     /translation="MNVTLQGVSYEYEVVGSGEPLLLLHGFTGSMETWRSFVPSWSEQ
                     FQVILVDIVGHGKTESPEDVTHYDIRNAALQMKELLDYLHIEKAHILGYSMGGRLAIT
                     MACLYPEYVRSLLLENCTAGLEREDERKERCEKDERLADKIEREGIESFVTMWENIPL
                     FETQKSLAQNVQEAVRKERLANNSNGLANSLRGMGTGAQPSWWNELQNLKMSVLLMNG
                     EYDEKFFRILKNIEKCVSDAKFVKIDGAGHAIHVEQPEKFDTIVKGFLKTMQ"
     gene            complement(4631586..4633340)
                     /gene="menD"
                     /locus_tag="BA_5111"
                     /old_locus_tag="BA5111"
                     /db_xref="Pathema:BA_5111"
     CDS             complement(4631586..4633340)
                     /gene="menD"
                     /locus_tag="BA_5111"
                     /old_locus_tag="BA5111"
                     /EC_number="2.2.1.9"
                     /note="identified by match to protein family HMM PF02776;
                     match to protein family HMM TIGR00173"
                     /codon_start=1
                     /transl_table=11
                     /product="2-succinyl-5-enolpyruvyl-6-hydroxy-3-
                     cyclohexene-1-carboxylic-acid synthase"
                     /protein_id="AAP28783.1"
                     /db_xref="Pathema:BA_5111"
                     /translation="MNNHIEALSYYLGAFVDELTLLNVCDVVISPGSRSTPIALLMEQ
                     HEGMNTYLHVDERSAGFFALGIAKAKKRPVALLCTSGTAAANYYPAVCEAFHSRVPLI
                     VLTADRPHELRDVGAPQAMNQINLYGTFVKQFTEMALPEASEAMYHYARLTTQRMIAS
                     ACLAPQGPVHLNFPVREPLIPDFSLESLWDKGRGEYTGVVQQGNAVMPSEYVDSLVGR
                     LSHMEKGLIICGDDSHSEIAAFATQLAEKTGYPILADPLSNIRSGHHDKTMVIDCYDT
                     FLRNELLKETWKPDVLIRFGGMPVSKALTQFIKKQTKAVHIVVDESGQWRDPALVATE
                     VVQASDIAFCSALIEKMPVMKKNDWFRMWQHINEKTKETLREMETYDTAFEGRVITDI
                     VRVLPEGATLFASNSMPIRDTDSFFFTSDKNIQVMANRGVNGIDGIISTALGASMICD
                     PLVLVIGDLSFYHDLNGLLAAKLHELNITIVVVNNDGGGIFSFLPQYEKKEHFESLFG
                     TPIGLDYEHVVTMYGGSFSRVNGWEQFREEVQKGVTTEGLHVVEICTNRDENLTLHRT
                     LWAKTQDVITTSLQGESK"
     gene            complement(4633337..4634731)
                     /gene="menF"
                     /locus_tag="BA_5112"
                     /old_locus_tag="BA5112"
                     /db_xref="Pathema:BA_5112"
     CDS             complement(4633337..4634731)
                     /gene="menF"
                     /locus_tag="BA_5112"
                     /old_locus_tag="BA5112"
                     /EC_number="5.4.4.2"
                     /note="identified by similarity to SP:P23973; match to
                     protein family HMM PF00425; match to protein family HMM
                     TIGR00543"
                     /codon_start=1
                     /transl_table=11
                     /product="menaquinone-specific isochorismate synthase"
                     /protein_id="AAP28784.1"
                     /db_xref="Pathema:BA_5112"
                     /translation="MIQTKQIGLQEVLSAAIKRATDEKILVSFVKQIDWMDPLLFYAA
                     GKRISFENRCYFADPAQHVIFAGIGSVFTIATASRKRFQTARDEWDKVKEKAFVQREK
                     YEFGTGPLLFGGFSFDQEKEKTDLWKEFDDTTFSLPTFLLTVKNEKAWLTMNTFVSAT
                     DCAETLYNEIVSLEEKIFEESKCALEGSKLTVTSKVEVDPKGWMKAIEKVQDEMKQGN
                     VQKVVLARELKVEMDHHIDSALVLEALRIGQPDCYVFSFDYKGACFLGATPERLIRKE
                     DEKFTSMCLAGSTSHGQSIEESKRNSNALLHDEKNLAEHGYVVNMIRSVLNEHCEFVN
                     IPESPGLLTTKNLIHLYTPVEAKGDASLLTMVEELHPTPALGGTPRLEAMKLIRDVEL
                     LDRGLYGAPIGWIDDEGNGEFAVALRCGLLNGEKASLFAGCGIVIDSVPQLEYEETSL
                     KFRPMLGALEELMK"
     gene            4634926..4635879
                     /locus_tag="BA_5113"
                     /old_locus_tag="BA5113"
                     /db_xref="Pathema:BA_5113"
     CDS             4634926..4635879
                     /locus_tag="BA_5113"
                     /old_locus_tag="BA5113"
                     /note="identified by similarity to SP:P32166; match to
                     protein family HMM PF01040; match to protein family HMM
                     TIGR00751"
                     /codon_start=1
                     /transl_table=11
                     /product="putative 1,4-dihydroxy-2-naphthoate
                     octaprenyltransferase"
                     /protein_id="AAP28785.1"
                     /db_xref="Pathema:BA_5113"
                     /translation="MEMNVETNSSPTAPKPSKQTGWRIWWSLLRPHTLTAAFVPVFIG
                     TAYAMQVGGINQIHLPLFLIMLLACLLIQAATNMFNEYFDYKRGLDHEGSVGIGGAIV
                     RDGIQPKTVLNLAFGFFGIAILLGVYICMNSSWWLAAIGLVCMAVAYLYTGGPLPIAY
                     TPFGELTAGLFMGVIIIGISFFIQTGTVTSEVVLLSIPSSILIGAILLANNIRDLDGD
                     KENGRKTLAILVGRERAVGVLASMFIVSYIWTIALIIVGIVSPWMLIVFLSAPKAFKA
                     TKGFIGKSIPMEMVPAMIATAKTNTIFGLLMGIGLLLGYFL"
     gene            4635989..4636720
                     /locus_tag="BA_5114"
                     /old_locus_tag="BA5114"
                     /db_xref="Pathema:BA_5114"
     CDS             4635989..4636720
                     /locus_tag="BA_5114"
                     /old_locus_tag="BA5114"
                     /note="identified by similarity to SP:P42408; match to
                     protein family HMM TIGR02890"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA binding protein, DksA/TraR family"
                     /protein_id="AAP28786.1"
                     /db_xref="Pathema:BA_5114"
                     /translation="MLTPQQINQFKSVLEKQKQELEQTIQTHENEDRASERESVGELS
                     SYDNHPADMATELYERQKDFGLIELWHKQLEDTKHALQKIEAGTYGICEVSGEEIPFE
                     RLEAMPTATTCIQHTTNKLNMETRPVEEEVLSPSFHKHDEDHSVEYDAEVAWQDVANY
                     GTSETPSDLERQDSKNYNGMYVNSEENVGYVEDFENFIGTDMYGKNPQVFATEEHEEY
                     EQMLDDFEERTFKGELSSNESSSKE"
     gene            complement(4636765..4636965)
                     /gene="cspD"
                     /locus_tag="BA_5115"
                     /old_locus_tag="BA5115"
                     /db_xref="Pathema:BA_5115"
     CDS             complement(4636765..4636965)
                     /gene="cspD"
                     /locus_tag="BA_5115"
                     /old_locus_tag="BA5115"
                     /note="identified by similarity to EGAD:45634; match to
                     protein family HMM PF00313"
                     /codon_start=1
                     /transl_table=11
                     /product="cold shock protein CspD"
                     /protein_id="AAP28787.1"
                     /db_xref="Pathema:BA_5115"
                     /translation="MQTGKVKWFNSEKGFGFIEVEGGDDVFVHFSAIQGDGFKTLEEG
                     QEVSFEIVEGNRGPQAANVTKN"
     gene            4637292..4638074
                     /locus_tag="BA_5116"
                     /old_locus_tag="BA5116"
                     /db_xref="Pathema:BA_5116"
     CDS             4637292..4638074
                     /locus_tag="BA_5116"
                     /old_locus_tag="BA5116"
                     /note="identified by similarity to GP:15024487; match to
                     protein family HMM PF01987; match to protein family HMM
                     TIGR00266"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28788.2"
                     /db_xref="Pathema:BA_5116"
                     /translation="MQAHEIEYKLYGDDMQFVEIELDPEESVIAEAGAMMMMEDYIEM
                     ETIFGDGSGPSGGLFGKLMGAGKRLVTGESMFMTVFTNTGHGKRHVSFAAPYPGKIIP
                     VDLTEYQGKVVCQKDAFLCAAKGVSIGIEFTKKIGTGFFGGEGFIMQKLEGDGLAFMH
                     AGGTVYKRELKPGEKLRIDTGCLVAMTKDVNYDVEFVGKVKTALFGGEGLFFATLEGP
                     GTVWIQSLTLSRLSARLTSPAAQGSGEGSVLGGLGRLLDGKE"
     gene            4638239..4638961
                     /locus_tag="BA_5117"
                     /old_locus_tag="BA5117"
                     /db_xref="Pathema:BA_5117"
     CDS             4638239..4638961
                     /locus_tag="BA_5117"
                     /old_locus_tag="BA5117"
                     /note="identified by match to protein family HMM PF01764"
                     /codon_start=1
                     /transl_table=11
                     /product="lipase family protein"
                     /protein_id="AAP28789.1"
                     /db_xref="Pathema:BA_5117"
                     /translation="MRTPLSFDKDTAILLASCCELTYEQYKQNGIFEIPNGFQYVQGF
                     QGKTIQTTEWFGFILESEDTIIVAFRGTQTDTDWIIDSLVNQKPYPYALNSGNVHNGF
                     LSIYESCRDSIMDMLVSLPAHKKLLATGHSLGGALATLHILDARINTAFAQYGLYTFA
                     SPKVGDIAFRNYYKLQVASSFRFVNLFDVVPLLPPRNVHFNEQDWEYAHVHHNMTFTK
                     NTKSIANNHAMTTYKTCLTSHF"
     gene            4639038..4639172
                     /locus_tag="BA_5118"
                     /old_locus_tag="BA5118"
                     /db_xref="Pathema:BA_5118"
     CDS             4639038..4639172
                     /locus_tag="BA_5118"
                     /old_locus_tag="BA5118"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28790.1"
                     /db_xref="Pathema:BA_5118"
                     /translation="MLKFIFALFLIVIFSFTGFFTFSYFATGEYDGTGIIYTAIPFLS
                     "
     gene            complement(4639307..4641715)
                     /gene="glgP"
                     /locus_tag="BA_5119"
                     /old_locus_tag="BA5119"
                     /db_xref="Pathema:BA_5119"
     CDS             complement(4639307..4641715)
                     /gene="glgP"
                     /locus_tag="BA_5119"
                     /old_locus_tag="BA5119"
                     /EC_number="2.4.1.1"
                     /note="identified by match to protein family HMM PF00343;
                     match to protein family HMM TIGR02093"
                     /codon_start=1
                     /transl_table=11
                     /product="glycogen phosphorylase"
                     /protein_id="AAP28791.1"
                     /db_xref="Pathema:BA_5119"
                     /translation="MFTHVESFKSAFLEKLETMYGKSFKDSTTRDQYNTLGYMVREYM
                     NSQWIATNESYRSGERKQMYYLSIEFLLGRLLGSNILNLGIRDVCEQGLSELGISLQQ
                     LEEVEADAGLGNGGLGRLAACFLDSLASLDLPGHGCGIRYKHGLFDQKIVDGYQVEFP
                     EQWLLHENVWEVRRHDQAVEVSYFGNVEPLYIDGRLEFRHTNAEVIMAVPYDVPVVGY
                     ETSTVNTLRLWNAEPVPFPQNCKDILKYKRETEAVSEFLYPDDTHDEGKILRLKQQYF
                     LVSASLQNIVRLHRERYGDLRQLHEKIAIHINDTHPVLAIPELMRILLDEEKLAWEEA
                     WHITTQTISYTNHTTLSEALEKWPIHIFKPLLPRIYMIIEEINERFCHELWERYPYEW
                     HRIEEMAIIAHDLVKMAHLAIVGSHSVNGVAKIHTEILKQREMRLFYEFYPDKFNNKT
                     NGIAHRRWLMKANPQLTNLISEAIGTEWKKEPIKLQELQLVQYDASFQEKFAEVKQER
                     KEILAERIHNTMGITIDPNSIFDVQVKRLHAYKRQLLNVLHILYLYNRLKEDASFTFY
                     PRTFIFGAKASPGYYYAKKIIKLINELARKVNNDPYVSQYMKVIFLENYRVSLAEDIF
                     PAADVSEQISTASKEASGTGNMKFMMNGAITLGTLDGANIEIKDRVGDDNCFIFGLTA
                     EEVLHYYQNGGYRASDYYHHNGHIKKVVDQLTNGFFAQSGAEFEAIYDSLVIQNDEYF
                     VLRDFGPYAERQEAVGRAYENRTKWLEMSILNIAQSGHFASDRTILQYSNEIWGIGNT
                     VTQI"
     gene            complement(4641734..4643164)
                     /gene="glgA"
                     /locus_tag="BA_5120"
                     /old_locus_tag="BA5120"
                     /db_xref="Pathema:BA_5120"
     CDS             complement(4641734..4643164)
                     /gene="glgA"
                     /locus_tag="BA_5120"
                     /old_locus_tag="BA5120"
                     /EC_number="2.4.1.21"
                     /note="identified by match to protein family HMM PF00534;
                     match to protein family HMM PF08323; match to protein
                     family HMM TIGR02095"
                     /codon_start=1
                     /transl_table=11
                     /product="starch synthase"
                     /protein_id="AAP28792.1"
                     /db_xref="Pathema:BA_5120"
                     /translation="MNILFAVSECVPFVKSGGLADVAGALPKELKKLGVEVRIILPNY
                     SLIPQKLRDGCTLHKVINVPLGWRNQYCGILKGEQDGITYYLIDNEYYFKRDSLYGHY
                     DDGERFSYFSKAVLECIPHLDFEVDVLHSHDWHTAMVNFLLREKYQDNPLYEHIKTVY
                     TIHNLQFQGVFPPEVMYDLLELGDEYFHSEQLEFYGNVNFMKGGIIASDQITAVSPTY
                     KEEIQYEFFGEKLDGLLRKYNDKLSGIVNGIDTSVYNPETDSYITAQYDADSLYEKNE
                     NKRALQRYFGLPEKEDTPIISMVTRLTKQKGLDLVRTVFREIMEEDVQCIILGSGDSE
                     YEQFFEWMAYEYPEKVKVYIGFNEELAHQVYAGSDLFLMPSLFEPCGLGQLIALAYGT
                     IPIVRETGGLNDTVQSYDEETGEGNGFSFTNFNAHDMLHTVLRAIEFYHDKSVWEQLV
                     KQAMTEDYSWEKSALAYKKLYKSLME"
     gene            complement(4643277..4644311)
                     /gene="glgD"
                     /locus_tag="BA_5121"
                     /old_locus_tag="BA5121"
                     /db_xref="Pathema:BA_5121"
     CDS             complement(4643277..4644311)
                     /gene="glgD"
                     /locus_tag="BA_5121"
                     /old_locus_tag="BA5121"
                     /note="identified by similarity to SP:P39124; match to
                     protein family HMM PF00132; match to protein family HMM
                     TIGR02092"
                     /codon_start=1
                     /transl_table=11
                     /product="glycogen biosynthesis protein GlgD"
                     /protein_id="AAP28793.1"
                     /db_xref="Pathema:BA_5121"
                     /translation="MGEKMLGIINATGSFPSLKKVTGHRSLAALPFGGRYRLIDFMLS
                     NMVNSNIHSVAVFTSHKNRSLMDHVGSGKQWDLDRKRDGLFLFPPNCQCDQDEFGSFA
                     HFRRHIDYFLRSREEYVVITNSHLVTALNFQAVLERHIHTAADITEVCHEGVSLQTYV
                     LKKQLLLDLFEAYKDMEQYSLFDVVREKRGKSLHIATYEHTEYVAIIDSIESYYKHSL
                     EILQPAIWKQVFKKEAPIFTKVKDEPPTRYVKGAAVKNTMIANGSIIEGEVENSVVSR
                     SVKIGKGSIVRNSIIMQKSQIGDNCIIDGVIIDKDVKIGDGVVLKGNADEPYVVEKGS
                     VQNSTINSYS"
     gene            complement(4644330..4645460)
                     /gene="glgC"
                     /locus_tag="BA_5122"
                     /old_locus_tag="BA5122"
                     /db_xref="Pathema:BA_5122"
     CDS             complement(4644330..4645460)
                     /gene="glgC"
                     /locus_tag="BA_5122"
                     /old_locus_tag="BA5122"
                     /EC_number="2.7.7.27"
                     /note="identified by match to protein family HMM PF00483;
                     match to protein family HMM TIGR02091"
                     /codon_start=1
                     /transl_table=11
                     /product="glucose-1-phosphate adenylyltransferase"
                     /protein_id="AAP28794.1"
                     /db_xref="Pathema:BA_5122"
                     /translation="MAQKQKCVAMLLAGGKGSRLSALTKNLAKPAVPFGGKYRIIDFT
                     LSNCANSGIETVGILTQYQPLELHNYIGIGNAWDLDRVSGGVTVLPPYAESSGVKWYT
                     GTASAIYQNLNYLSQYEPEYVLILSGDHIYKMDYSKMLDYHIEKEADVSISVIEVPWD
                     EASRFGIMNTNEEMEIVEFEEKPQFPRSNLASMGIYIFNWAILKEYLEMDARNPESSN
                     DFGKDVLPLLLDEGKKLMAYPFEGYWKDVGTVKSLWEANMDLLRDETSLNLNDRDWRI
                     YSVNPNEPPQYIAEKAKVEESLINEGCVIEGDVKHSVLFQGVTVEEGSMVIDSVVMPG
                     AKIGKNVVIERAIVGSEMVIEDGTIIRPEKNVDDVVLIAEGK"
     gene            complement(4645408..4647345)
                     /gene="glgB"
                     /locus_tag="BA_5123"
                     /old_locus_tag="BA5123"
                     /db_xref="Pathema:BA_5123"
     CDS             complement(4645408..4647345)
                     /gene="glgB"
                     /locus_tag="BA_5123"
                     /old_locus_tag="BA5123"
                     /EC_number="2.4.1.18"
                     /note="identified by match to protein family HMM PF00128;
                     match to protein family HMM PF02806; match to protein
                     family HMM PF02922; match to protein family HMM TIGR01515"
                     /codon_start=1
                     /transl_table=11
                     /product="1,4-alpha-glucan branching enzyme"
                     /protein_id="AAP28795.1"
                     /db_xref="Pathema:BA_5123"
                     /translation="MSVINCEEVKRDEFHTEKYYESYNIFGAHIVTEDEMRGVRFTVW
                     APHAKAMSVVGDFNEWDYEQHKMLQVTEEGIWSLFIPHIEEREIYKYAIETMAGDVIF
                     KADPYAVYAEVRPNTASVVFDIKGYEWNDKNWSRKKKKKSVYKEAMTVYELHFGSWKK
                     KEDGTLYSYREMAEELIPYVVEHQFTHIEIMPLVEHPYDRSWGYQGTGYYAATSRFGT
                     PHDLMHFVDECHKYGIGVILDWVPGHFCKDAHGLYLFDGTPTYEYKDKDVQENPVWGT
                     VNFDLGKREVRNFLISNALFWMRYFHIDGFRVDAVANMLYWNKEGQEQSNEHAVSFLR
                     ELNEAVFAEDEDFLMTAEDSTAWPLVTAPTYEGGLGFNYKWNMGWMNDVLKYMECAPE
                     YRKYIHDKMTFSLLYAYSENFILPLSHDEVVHGKKSLLNKMPGDYWDKFAQLRLLYGY
                     FFTHPGKKLLFMGGEFGQFDEWKDLEDLDWNLHDFEMHRYMHDYFKELIALYKRSKPL
                     WQLDHSREGFQWIDANNNEQSIFSFIRQGDKQEDALVVVCNFTKATYENYKVGVPDFE
                     YYNEVLNSDAEQYGGSGQVNKKRLKTFQEPYHNQTAHVEITIPPFGVSILRPVKTRKG
                     SKKQDGSKTKVRSNVTSRGKR"
     gene            4648058..4648165
                     /locus_tag="BA_5124"
                     /old_locus_tag="BA5124"
                     /db_xref="Pathema:BA_5124"
     CDS             4648058..4648165
                     /locus_tag="BA_5124"
                     /old_locus_tag="BA5124"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28796.1"
                     /db_xref="Pathema:BA_5124"
                     /translation="MKKGPDASKSQTAAEKSKSGTLADILKKLGLTPKK"
     gene            complement(4648337..4649281)
                     /gene="ldh2"
                     /locus_tag="BA_5125"
                     /old_locus_tag="BA5125"
                     /db_xref="Pathema:BA_5125"
     CDS             complement(4648337..4649281)
                     /gene="ldh2"
                     /locus_tag="BA_5125"
                     /old_locus_tag="BA5125"
                     /EC_number="1.1.1.27"
                     /note="identified by match to protein family HMM PF00056;
                     match to protein family HMM PF02866; match to protein
                     family HMM TIGR01771"
                     /codon_start=1
                     /transl_table=11
                     /product="L-lactate dehydrogenase"
                     /protein_id="AAP28797.1"
                     /db_xref="Pathema:BA_5125"
                     /translation="MKKGINRVVLVGTGAVGCSYAYSMINQGVAEEFVLVDVNEAKAE
                     GEAMDLSHAVPFSPSPTKVWSGSYADCKDADLVVITAGLPQKPGETRLDLVEKNTKIF
                     KQIVRGIMDSGFDGIFLIATNPVDILTYVTWKESGLPKERVIGSGTTLDSARFRYMLG
                     DYLDVDPRNVHAYIVGEHGDTELPVWSHATIGVQKLETILANNEQYKQEDLDKIFENV
                     RDAAYHIIERKGATYYGIGMSLLRVTKAILNNENSVLTVSAYLEGQYGEKDAYVGVPA
                     VINREGVREIVELELNEEEKAKFAHSVKVLKETMAPVL"
     gene            complement(4649939..4650010)
                     /locus_tag="BA_5840"
     tRNA            complement(4649939..4650010)
                     /locus_tag="BA_5840"
                     /product="tRNA-Glu"
     gene            complement(4650017..4650107)
                     /locus_tag="BA_5841"
     tRNA            complement(4650017..4650107)
                     /locus_tag="BA_5841"
                     /product="tRNA-Ser"
     gene            complement(4650115..4650189)
                     /locus_tag="BA_5842"
     tRNA            complement(4650115..4650189)
                     /locus_tag="BA_5842"
                     /product="tRNA-Asn"
     gene            complement(4650197..4650273)
                     /locus_tag="BA_5843"
     tRNA            complement(4650197..4650273)
                     /locus_tag="BA_5843"
                     /product="tRNA-Ile"
     gene            complement(4650284..4650354)
                     /locus_tag="BA_5844"
     tRNA            complement(4650284..4650354)
                     /locus_tag="BA_5844"
                     /product="tRNA-Gly"
     gene            complement(4650368..4650443)
                     /locus_tag="BA_5845"
     tRNA            complement(4650368..4650443)
                     /locus_tag="BA_5845"
                     /product="tRNA-Lys"
     gene            complement(4650454..4650529)
                     /locus_tag="BA_5846"
     tRNA            complement(4650454..4650529)
                     /locus_tag="BA_5846"
                     /product="tRNA-Thr"
     gene            complement(4650544..4650619)
                     /locus_tag="BA_5847"
     tRNA            complement(4650544..4650619)
                     /locus_tag="BA_5847"
                     /product="tRNA-Phe"
     gene            complement(4650632..4650707)
                     /locus_tag="BA_5848"
     tRNA            complement(4650632..4650707)
                     /locus_tag="BA_5848"
                     /product="tRNA-Asp"
     gene            complement(4650709..4650785)
                     /locus_tag="BA_5849"
     tRNA            complement(4650709..4650785)
                     /locus_tag="BA_5849"
                     /product="tRNA-Met"
     gene            complement(4650813..4650905)
                     /locus_tag="BA_5850"
     tRNA            complement(4650813..4650905)
                     /locus_tag="BA_5850"
                     /product="tRNA-Ser"
     gene            complement(4650923..4650999)
                     /locus_tag="BA_5851"
     tRNA            complement(4650923..4650999)
                     /locus_tag="BA_5851"
                     /product="tRNA-Met"
     gene            complement(4651004..4651081)
                     /locus_tag="BA_5852"
     tRNA            complement(4651004..4651081)
                     /locus_tag="BA_5852"
                     /product="tRNA-Met"
     gene            complement(4651102..4651174)
                     /locus_tag="BA_5853"
     tRNA            complement(4651102..4651174)
                     /locus_tag="BA_5853"
                     /product="tRNA-Ala"
     gene            complement(4651190..4651263)
                     /locus_tag="BA_5854"
     tRNA            complement(4651190..4651263)
                     /locus_tag="BA_5854"
                     /product="tRNA-Pro"
     gene            complement(4651274..4651347)
                     /locus_tag="BA_5855"
     tRNA            complement(4651274..4651347)
                     /locus_tag="BA_5855"
                     /product="tRNA-Arg"
     gene            complement(4651351..4651439)
                     /locus_tag="BA_5856"
     tRNA            complement(4651351..4651439)
                     /locus_tag="BA_5856"
                     /product="tRNA-Leu"
     gene            complement(4651456..4651530)
                     /locus_tag="BA_5857"
     tRNA            complement(4651456..4651530)
                     /locus_tag="BA_5857"
                     /product="tRNA-Gly"
     gene            complement(4651560..4651640)
                     /locus_tag="BA_5858"
     tRNA            complement(4651560..4651640)
                     /locus_tag="BA_5858"
                     /product="tRNA-Leu"
     gene            complement(4651663..4651738)
                     /locus_tag="BA_5859"
     tRNA            complement(4651663..4651738)
                     /locus_tag="BA_5859"
                     /product="tRNA-His"
     gene            complement(4651748..4651823)
                     /locus_tag="BA_5860"
     tRNA            complement(4651748..4651823)
                     /locus_tag="BA_5860"
                     /product="tRNA-Thr"
     gene            complement(4651828..4651903)
                     /locus_tag="BA_5861"
     tRNA            complement(4651828..4651903)
                     /locus_tag="BA_5861"
                     /product="tRNA-Val"
     gene            complement(4651908..4652023)
                     /gene="rrfK"
                     /locus_tag="BA_5862"
     rRNA            complement(4651908..4652023)
                     /gene="rrfK"
                     /locus_tag="BA_5862"
                     /product="5S ribosomal RNA"
     gene            complement(4652125..4655032)
                     /gene="rrlK"
                     /locus_tag="BA_5863"
     rRNA            complement(4652125..4655032)
                     /gene="rrlK"
                     /locus_tag="BA_5863"
                     /product="23S ribosomal RNA"
     gene            complement(4655211..4656717)
                     /gene="rrsK"
                     /locus_tag="BA_5864"
     rRNA            complement(4655211..4656717)
                     /gene="rrsK"
                     /locus_tag="BA_5864"
                     /product="16S ribosomal RNA"
     gene            complement(4656849..4656962)
                     /locus_tag="BA_5126"
                     /old_locus_tag="BA5126"
                     /db_xref="Pathema:BA_5126"
     CDS             complement(4656849..4656962)
                     /locus_tag="BA_5126"
                     /old_locus_tag="BA5126"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28798.1"
                     /db_xref="Pathema:BA_5126"
                     /translation="MHFILLHDILITVADAETQKTTKKKLKNLVDIEKRRC"
     gene            4657149..4657829
                     /gene="sapB"
                     /locus_tag="BA_5127"
                     /old_locus_tag="BA5127"
                     /db_xref="Pathema:BA_5127"
     CDS             4657149..4657829
                     /gene="sapB"
                     /locus_tag="BA_5127"
                     /old_locus_tag="BA5127"
                     /note="identified by similarity to SP:Q45514; match to
                     protein family HMM PF02308"
                     /codon_start=1
                     /transl_table=11
                     /product="sapB protein"
                     /protein_id="AAP28799.1"
                     /db_xref="Pathema:BA_5127"
                     /translation="MDYTDLLIKLGLSAILGFAIGLERELKRKPLGLKTCLVISIISC
                     LLTIVSIKAAYNLPHTDHMNMDPLRLAAQIVSGIGFLGAGVILRRGNDSIAGLTTAAM
                     IWGASGIGIAVGAGFYIEAIFGMCFLMISVELIPLTMKFVGPRSFRQRDIVVKLVVRK
                     MDNIPVVIEEIKEMDIKVKNMKLKTLENGSHYLHLKLCIDQKRHTADVYYSLQHLESV
                     QQTEVESM"
     gene            4657925..4658920
                     /locus_tag="BA_5128"
                     /old_locus_tag="BA5128"
                     /db_xref="Pathema:BA_5128"
     CDS             4657925..4658920
                     /locus_tag="BA_5128"
                     /old_locus_tag="BA5128"
                     /note="identified by match to protein family HMM PF02254;
                     match to protein family HMM PF07885"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28800.1"
                     /db_xref="Pathema:BA_5128"
                     /translation="MKSRPKLVDAFRDSIIFRLICFIVVLTAFSGFLIHILEPSHFTT
                     WFDGIWWSIVTIFTVGYGDFAPHTLIGKLIGMGIILFGTGFCSYYMVLFATDMINKQY
                     MKVKGEEAATSNGHMIIVGWNERAKHVVKQMHILQPNLDIVLIDETLSLLPKPFHHLE
                     FIKGCPHHDQTLLKANITTAHTILITADKEKNESLADTQSILNILTAKGLNPNIHCIA
                     ELLTSEQIQNATRAGASEIIEGNKLTSYVFTASLLFPSISGVLFSLYNEISDNKLQLM
                     ELPSSCTGQTFANCSYTLLKQNILLLGIKRDEQYMINPVHSFVLIQSDILIVIHH"
     gene            complement(4658907..4659326)
                     /locus_tag="BA_5129"
                     /old_locus_tag="BA5129"
                     /db_xref="Pathema:BA_5129"
     CDS             complement(4658907..4659326)
                     /locus_tag="BA_5129"
                     /old_locus_tag="BA5129"
                     /note="identified by similarity to EGAD:108704; match to
                     protein family HMM PF08868"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28801.1"
                     /db_xref="Pathema:BA_5129"
                     /translation="MGLIPIQSNLEGRTYALYKLEEIIKPLGYSIGGNWDYEKGCFDY
                     KIDEEDGYQFLRVPFTAVDGELDVPGVVVRLGTPYILSHVYQDELDDHVNTLTAGTSG
                     MDQFAEPKDPDGDVKRKYVNIGKVLIQELEKHFTNGE"
     gene            complement(4659428..4660780)
                     /gene="pgi"
                     /locus_tag="BA_5130"
                     /old_locus_tag="BA5130"
                     /db_xref="Pathema:BA_5130"
     CDS             complement(4659428..4660780)
                     /gene="pgi"
                     /locus_tag="BA_5130"
                     /old_locus_tag="BA5130"
                     /note="identified by match to protein family HMM PF00342"
                     /codon_start=1
                     /transl_table=11
                     /product="glucose-6-phosphate isomerase"
                     /protein_id="AAP28802.1"
                     /db_xref="Pathema:BA_5130"
                     /translation="MSTHVTFDYSKALSFIGEHEITYLRDAVKVTHHAIHEKTGAGND
                     FLGWVDLPLQYDKEEFARIQKCAEKIKNDSDILLVVGIGGSYLGARAAIEMLNHSFYN
                     TLSKEQRKTPQVLFVGQNISSTYMKDLMDVLEGKDFSINVISKSGTTTEPALAFRIFR
                     KLLEEKYGKEEARKRIYATTDKARGALKTLADNEGYETFVIPDDVGGRFSVLTPVGLL
                     PIAVSGLNIEEMMKGAAAGRDDFGTSELEENPAYQYAVVRNALYNKGKTIEMLINYEP
                     ALQYFAEWWKQLFGESEGKDQKGIFPSSANFSTDLHSLGQYVQEGRRDLFETVLKVGK
                     STHELTIESEENDLDGLNYLAGETVDFVNTKAYEGTLLAHSDGGVPNLIVNIPELNEY
                     TFGYLVYFFEKACAMSGYLLGVNPFDQPGVEAYKKNMFALLGKPGFEELKAELEERLK
                     "
     gene            4661055..4661288
                     /locus_tag="BA_5131"
                     /old_locus_tag="BA5131"
                     /db_xref="Pathema:BA_5131"
     CDS             4661055..4661288
                     /locus_tag="BA_5131"
                     /old_locus_tag="BA5131"
                     /note="identified by similarity to EGAD:108715; match to
                     protein family HMM PF04070"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28803.1"
                     /db_xref="Pathema:BA_5131"
                     /translation="MSTLQRIALVFTVIGAVNWGLIGFFQFDLVAAIFGGQNSALSRI
                     IYGIVGISGLINLGLLFKPSENLGTHPETNEIR"
     gene            complement(4661401..4661745)
                     /gene="yugI"
                     /locus_tag="BA_5132"
                     /old_locus_tag="BA5132"
                     /db_xref="Pathema:BA_5132"
     CDS             complement(4661401..4661745)
                     /gene="yugI"
                     /locus_tag="BA_5132"
                     /old_locus_tag="BA5132"
                     /note="identified by similarity to SP:P80870; match to
                     protein family HMM PF00575"
                     /codon_start=1
                     /transl_table=11
                     /product="general stress protein 13"
                     /protein_id="AAP28804.1"
                     /db_xref="Pathema:BA_5132"
                     /translation="MSEQYTTGVVVTGKVTGIQDYGAFVALDAETQGLVHISEITNGY
                     VKDIHDFLKVGDTVEVKVLSIDEEHRKMSLSLKAAKRKQGRILIPNPSENGFNTLREK
                     LTEWIEESELTK"
     gene            complement(4661998..4663188)
                     /locus_tag="BA_5133"
                     /old_locus_tag="BA5133"
                     /db_xref="Pathema:BA_5133"
     CDS             complement(4661998..4663188)
                     /locus_tag="BA_5133"
                     /old_locus_tag="BA5133"
                     /note="identified by match to protein family HMM PF00155"
                     /codon_start=1
                     /transl_table=11
                     /product="aminotransferase, class I/II"
                     /protein_id="AAP28805.1"
                     /db_xref="Pathema:BA_5133"
                     /translation="MKQFELSRAAESLQPSGIRKFFDLAANMKGVISLGVGEPDFVTP
                     WNVRQACIRSIEQGYTSYTANAGLLELRQEIAKYLKKQFAVSYDPNDEIIVTVGASQA
                     LDVAMRAIINPDDEVLIIEPSFVSYAPLVTLAGGVPVPVATTLENEFKVQPEQIEAAI
                     TAKTKAILLCSPNNPTGAMLNKSELEEIAVIVEKYNLIVLSDEIYAELVYDEAYTSFA
                     SIKNMREHTILISGFSKGFAMTGWRLGMIAAPVYFSELMLKIHQYSMMCAPTMSQFAA
                     LEALRAGNDEVIRMRDSYKKRRNFMTTSFNEMGLTCHVPGGAFYVFPSISSTGLSSAE
                     FAEQLLLEEKVAVVPGSVFGESGEGFIRCSYATSLEQLMEAMKRMERFVENKKRTKHN
                     TFCP"
     gene            complement(4663185..4663691)
                     /locus_tag="BA_5134"
                     /old_locus_tag="BA5134"
                     /db_xref="Pathema:BA_5134"
     CDS             complement(4663185..4663691)
                     /locus_tag="BA_5134"
                     /old_locus_tag="BA5134"
                     /note="identified by match to protein family HMM PF01037"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, AsnC family"
                     /protein_id="AAP28806.1"
                     /db_xref="Pathema:BA_5134"
                     /translation="MIYVVTEKELELLACLEKSSRLSVDTLAKLLNIEVEEVKKMVEK
                     LEAEKIIVDYVTHIDWTKVKEHTGLTAMIDVKVTPKHGVGFDAVAEQIYRYSEVKSVY
                     LMSGTYDLSITLEGKTMGEVAMFVSEKLATIESVVSTTTHFILKKYKHEGIIYEKNDD
                     DKRIVVTP"
     gene            4663800..4664792
                     /locus_tag="BA_5135"
                     /old_locus_tag="BA5135"
                     /db_xref="Pathema:BA_5135"
     CDS             4663800..4664792
                     /locus_tag="BA_5135"
                     /old_locus_tag="BA5135"
                     /note="identified by match to protein family HMM PF00389;
                     match to protein family HMM PF02826"
                     /codon_start=1
                     /transl_table=11
                     /product="D-isomer specific 2-hydroxyacid dehydrogenase
                     family protein"
                     /protein_id="AAP28807.1"
                     /db_xref="Pathema:BA_5135"
                     /translation="MRDKAKGDGTVKPKVYIAEPVPTFVENYLSEHCDYEKWEQNEKV
                     PRDVLLEKIQDKDGLLNFGSAINEELLEAAPNLKVVSNISVGYDNFDLQAMAKHNVIG
                     TNTPYVLDDTVADLVFALMLSAGRRVCELDSYVKNGEWNAEIGKEHFGLDVHHSTIGI
                     IGMGRIGEAVAKRAKFGFDMDVLYYNRRRKEEAEQKFDATYCDLQTLLKQSDFIVLLT
                     PLTDETYHLIGEKEFSFMKETAIFINASRGKTVDEEALIDALTEKKIFAAGIDTFTQE
                     PIQKDNPLLSLQNVVTLPHIGSATLKTRQQMAMTAAENLVAGLQGKTPPNIVRG"
     gene            4664902..4665741
                     /locus_tag="BA_5136"
                     /old_locus_tag="BA5136"
                     /db_xref="Pathema:BA_5136"
     CDS             4664902..4665741
                     /locus_tag="BA_5136"
                     /old_locus_tag="BA5136"
                     /note="identified by match to protein family HMM PF00561"
                     /codon_start=1
                     /transl_table=11
                     /product="alpha/beta hydrolase family protein"
                     /protein_id="AAP28808.1"
                     /db_xref="Pathema:BA_5136"
                     /translation="MNHEYTCPYFTFSTRGTTIHYELYEHDNKTERPTFVLVHGFLSS
                     SFSYRRLIPLLSKEGTVIALDLPPFGKSDKSHLFKYSYHNLATIIIDLIEHLSLSNIV
                     LVGHSMGGQISLYVNRIRPELISKTILLCSSSYLARANLPLMYSSYLPFFHLYVKNWI
                     IRRGIVHNLMNVVHDHSLIDDEMKEGYSAPFYDNRIFPALTRMIRDREGDLSSTELQK
                     IETPTLLIWGEKDRVVPVHVGHRLHKDLPNSKFISYENTGHLLPEEKPEHVYEEIIAF
                     SAQ"
     gene            complement(4665771..4666022)
                     /locus_tag="BA_5137"
                     /old_locus_tag="BA5137"
                     /db_xref="Pathema:BA_5137"
     CDS             complement(4665771..4666022)
                     /locus_tag="BA_5137"
                     /old_locus_tag="BA5137"
                     /note="identified by similarity to EGAD:108721; match to
                     protein family HMM PF08958"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28809.1"
                     /db_xref="Pathema:BA_5137"
                     /translation="MGTYEKMIEVVKNWDPFQMGPEFYETEASDVVNVASVFDDPKYI
                     AKKIQHIYFMSFEEVPALEKCEKLAVELLVIKEGGSCSL"
     gene            4666140..4667291
                     /locus_tag="BA_5138"
                     /old_locus_tag="BA5138"
                     /db_xref="Pathema:BA_5138"
     CDS             4666140..4667291
                     /locus_tag="BA_5138"
                     /old_locus_tag="BA5138"
                     /note="identified by match to protein family HMM PF00155"
                     /codon_start=1
                     /transl_table=11
                     /product="aminotransferase, class I/II"
                     /protein_id="AAP28810.1"
                     /db_xref="Pathema:BA_5138"
                     /translation="MQLFHKTVNRRGTHSIKWDTYKNEELIHAWIADMDFEVPQPIQT
                     ALKKRIEHPIFGYTLPPENIGDIICNWTKKQYNWDIQKEWIVFSAGIVPALSTSIQAF
                     TKENESVLVQPPIYPPFFEMVTTNNRQLCVSPLQKQNDTYAIDFEHLEKQFQQGVKLM
                     LLCSPHNPIGRVWKKEELTKLGSLCTKYNVIVVADEIHSDIIYADHTHTPFASLSEEL
                     AARTITCMAPSKTFNIAGLQASIIIIPNEKLRQAFTSIQYRQGFHGLNIFAYTAMQSA
                     YTECNDWLNEIRFYIEDNAKFACEYIKDHIPTLSVMKPEGSFLLWIDCSALNLSQDER
                     TKLLEEKGKIIVEPGEKYGLGGEEHIGINIGCPRSVLEEILNRLRHTFS"
     gene            complement(4667476..4668015)
                     /gene="sodC"
                     /locus_tag="BA_5139"
                     /old_locus_tag="BA5139"
                     /db_xref="Pathema:BA_5139"
     CDS             complement(4667476..4668015)
                     /gene="sodC"
                     /locus_tag="BA_5139"
                     /old_locus_tag="BA5139"
                     /EC_number="1.15.1.1"
                     /note="identified by match to protein family HMM PF00080"
                     /codon_start=1
                     /transl_table=11
                     /product="superoxide dismutase, Cu-Zn"
                     /protein_id="AAP28811.1"
                     /db_xref="Pathema:BA_5139"
                     /translation="MKKRLFFSCCLLFLMAGCDQGKPKEIDVKLHNASGDEVGTAKVT
                     QQTSGVKITIKGEGFAPGPHGLHVHEIGECKAPRFESAGNHFNPDDKKHGLLNPKGAE
                     NGDLPNVIADGSGKIKAEIDAPHITLEEGKTTIHRKDGASIIITENADDGMTQPTGKS
                     GDRIACGVIVKKASDMKKK"
     gene            complement(4668084..4668260)
                     /locus_tag="BA_5140"
                     /old_locus_tag="BA5140"
                     /db_xref="Pathema:BA_5140"
     CDS             complement(4668084..4668260)
                     /locus_tag="BA_5140"
                     /old_locus_tag="BA5140"
                     /note="identified by similarity to OMNI:NTL01OI2340"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP28812.1"
                     /db_xref="Pathema:BA_5140"
                     /translation="MMPLYFPEDKTEYIIPGIVCVLFIIGAIATWRMFIRVSKREAER
                     LQKVEEKLLAEKKQ"
     gene            4668426..4668809
                     /locus_tag="BA_5141"
                     /old_locus_tag="BA5141"
                     /db_xref="Pathema:BA_5141"
     CDS             4668426..4668809
                     /locus_tag="BA_5141"
                     /old_locus_tag="BA5141"
                     /note="identified by similarity to OMNI:NTL01BS03140;
                     match to protein family HMM PF08810"
                     /codon_start=1
                     /transl_table=11
                     /product="kinase-associated protein B"
                     /protein_id="AAP28813.1"
                     /db_xref="Pathema:BA_5141"
                     /translation="MRETFEIGEIVTGIYKTGKYIGEVTNSRPGSYVVKVLAVLKHPV
                     QGDLHNVKQADVPFFHERRALAFREQTNIPEQMVKKYEGEIPDYTDSLKLALETQMNS
                     FAEDDSPFAVRSLETLEQLKKDYKL"
     gene            complement(4668851..4669474)
                     /gene="kapD"
                     /locus_tag="BA_5142"
                     /old_locus_tag="BA5142"
                     /db_xref="Pathema:BA_5142"
     CDS             complement(4668851..4669474)
                     /gene="kapD"
                     /locus_tag="BA_5142"
                     /old_locus_tag="BA5142"
                     /note="identified by similarity to GP:2231221; match to
                     protein family HMM PF00929"
                     /codon_start=1
                     /transl_table=11
                     /product="sporulation inhibitor KapD"
                     /protein_id="AAP28814.1"
                     /db_xref="Pathema:BA_5142"
                     /translation="MDEQRFLFLDFEFTMPQHRKKPKGFFPEIIEVGLVSVVGCKVED
                     TYSAHVRPKTFPSLTDRCKKFLGIKQEVVDKGISFSELVEKLAEYEKRCKPTIVTWGN
                     MDMKVLKHNCEKAGVDFPFLGQCRDLSLEYKKFFGERNQTGLWKAIEAYGKVGTGKHH
                     CALDDAMTTYNIFKLVEKDKEYLVKPAPPTLGELVDFSKVLKKVSTQ"
     gene            4669755..4671089
                     /locus_tag="BA_5143"
                     /old_locus_tag="BA5143"
                     /db_xref="Pathema:BA_5143"
     CDS             4669755..4671089
                     /locus_tag="BA_5143"
                     /old_locus_tag="BA5143"
                     /note="identified by similarity to OMNI:MT2758; match to
                     protein family HMM PF00939; match to protein family HMM
                     PF02040; match to protein family HMM PF03600"
                     /codon_start=1
                     /transl_table=11
                     /product="arsenical pump family protein"
                     /protein_id="AAP28815.1"
                     /db_xref="Pathema:BA_5143"
                     /translation="MRVLHETTQELVNWQYYFAIAVFLITYAIIISEKINRAVIALLG
                     AALMVIMGVVDLHNAFTKHIEWGTITLLIGMMILVNITSKSGVFQYVAIKAAKGAQGN
                     PIKILISLSLLTALGSAFLDNVTTVLLVVPVTLSITRILQVNPVPYLLSEIIFSNIGG
                     TATLIGDPPNIMIGSANKHLDFNAFLINLAPIVIIIIAVTAVILYFMYRKQLIADPVQ
                     VKKLMSLDEKQYIKDPVLMKKSLTVLGLTIVGFMTHSIFHIDAAIIALTGATVLMLIA
                     VKEHEFEEVFASVEWVTIFFFAGLFVLVGGLIDIGLIKMLAQKVIGITGGDISYASIL
                     ILWVSGIASATIDNIPFVATMIPLINDMAVGLGLSPSDAQIDVLWWALALGACLGGNG
                     TLIGASANVIVAGIASREGHKFSYMDFLKVGFPIMIVSLIISHIYIYLRYLM"
     gene            complement(4671148..4671615)
                     /locus_tag="BA_5144"
                     /old_locus_tag="BA5144"
                     /db_xref="Pathema:BA_5144"
     CDS             complement(4671148..4671615)
                     /locus_tag="BA_5144"
                     /old_locus_tag="BA5144"
                     /note="identified by similarity to GP:4584088"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28816.1"
                     /db_xref="Pathema:BA_5144"
                     /translation="MEDQGLLAGFFALSFAFILVILIWAVIAYLLTAFALYTMAKNDG
                     ATDGVLAFIPFLNSKIWGDLAKDKLPDFLKEEAGWKVFGIYVACFIFNFVPILYLIAT
                     AVSIVLSIYLIYAILDRYGTNSILFTIIHVITFSVFLPIHLFIIRNEPVRYNE"
     gene            4671734..4672447
                     /locus_tag="BA_5145"
                     /old_locus_tag="BA5145"
                     /db_xref="Pathema:BA_5145"
     CDS             4671734..4672447
                     /locus_tag="BA_5145"
                     /old_locus_tag="BA5145"
                     /note="identified by similarity to GP:4584089; match to
                     protein family HMM PF08713"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28817.1"
                     /db_xref="Pathema:BA_5145"
                     /translation="MHPFVKALQEHFTANQNPEKAEPMARYMKNHFPFLGIQTPERRQ
                     LLKDVIQIHTLPDPKDFQIIVRELWDLPEREFQAAALDMMQKYKKHINETHIPFLEEL
                     IVTKSWWDTVDSIVPTFLGNIFLKHPELISAYIPKWIASDNIWLQRAAILFQLKYKQK
                     MDEELLFWVIGQLHSSKEFFIQKAIGWVLREYAKTKPDVVWEYVQNNELAPLSKREAI
                     KHIKENYGITNEKIGETLS"
     gene            4672618..4672749
                     /locus_tag="BA_5146"
                     /old_locus_tag="BA5146"
                     /db_xref="Pathema:BA_5146"
     CDS             4672618..4672749
                     /locus_tag="BA_5146"
                     /old_locus_tag="BA5146"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28818.1"
                     /db_xref="Pathema:BA_5146"
                     /translation="MDAPFVYQLGWNRGQTLVPRQLSLGMSVFLCFSKHILLVSQVT"
     gene            4672795..4674171
                     /gene="glyS"
                     /locus_tag="BA_5147"
                     /old_locus_tag="BA5147"
                     /db_xref="Pathema:BA_5147"
     CDS             4672795..4674171
                     /gene="glyS"
                     /locus_tag="BA_5147"
                     /old_locus_tag="BA5147"
                     /EC_number="6.1.1.14"
                     /note="identified by similarity to SP:P75425; match to
                     protein family HMM PF00587; match to protein family HMM
                     PF03129; match to protein family HMM TIGR00389"
                     /codon_start=1
                     /transl_table=11
                     /product="glycine--tRNA ligase"
                     /protein_id="AAP28819.1"
                     /db_xref="Pathema:BA_5147"
                     /translation="MYSMEQVVNLAKHRGFVFPGSEIYGGLANTWDYGPLGIELKNNV
                     KKAWWKKFIQESPYNVGLDAAILMNPKTWIASGHVGNFNDPMIDCKKCKARHRADKLI
                     EDALDAKGIEMVVDGLTFDQMADLMKEHEVKCPDCGSEEFTEIRQFNLMFKTFQGVTE
                     SSTNEIFLRPETAQGIFVNFKNVQRSMRKKLPFGIGQIGKSFRNEITPGNFTFRTREF
                     EQMELEFFCKPGEDLEWFAFWRETCKNWLLSLGMTEESMRLRDHGEEELSHYSNATTD
                     IEFKFPFGWGELWGVASRTDFDLKRHMEHSNEDFNYIDPQTNERYVPYCIEPSLGADR
                     VTLAFLCDAYEEEQLENDSRTVLRFHPALAPYKAAILPLSKKLSEGATEVFAELAKDF
                     MVDFDETGSIGKRYRRQDEIGTPFCITYDFDSVEDKAVTVRDRDTMEQVRMPISELKG
                     FLEKKIQF"
     gene            complement(4674209..4674592)
                     /locus_tag="BA_5148"
                     /old_locus_tag="BA5148"
                     /db_xref="Pathema:BA_5148"
     CDS             complement(4674209..4674592)
                     /locus_tag="BA_5148"
                     /old_locus_tag="BA5148"
                     /note="identified by match to protein family HMM PF03061;
                     match to protein family HMM TIGR00369"
                     /codon_start=1
                     /transl_table=11
                     /product="putative comA operon protein"
                     /protein_id="AAP28820.1"
                     /db_xref="Pathema:BA_5148"
                     /translation="MAKTLMDSLGIELLEMTEDKVVATMPVDERTHQPFGFLHGGASL
                     ALAETVASVGSYNLIDQEKCICFGLEINANHIRSKKDGMVTAIGTPIHRGHSTMVWDV
                     RIIDENDDLLCISRCTVAIKEKREK"
     gene            4674688..4675431
                     /locus_tag="BA_5149"
                     /old_locus_tag="BA5149"
                     /db_xref="Pathema:BA_5149"
     CDS             4674688..4675431
                     /locus_tag="BA_5149"
                     /old_locus_tag="BA5149"
                     /note="identified by similarity to GB:AAT62948.1"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28821.1"
                     /db_xref="Pathema:BA_5149"
                     /translation="MKQKFFILSLMFSLLTIVPNCALAAKASNLTIDVQTVTQKGKKP
                     YIEYQINRPSFHNFSDSKFQNKLNFYYKKSTDKFKTRLEKDAKKYYKETEGSSTPFHP
                     YVANVDYKVSLNKPPLLSLYLNYYQYTGGAHGLYTWKANTFDLKEKKLLHLDDLFQQE
                     DKYKEVIRAEIVRKIKQNEGIYFPDATEKVMSTKKFHFFLEPNNLVIYFPLYEIAPYS
                     SGIPQFRIPYTLLREYLKPSYQNILIDNK"
     gene            4675482..4676075
                     /locus_tag="BA_5150"
                     /old_locus_tag="BA5150"
                     /db_xref="Pathema:BA_5150"
     CDS             4675482..4676075
                     /locus_tag="BA_5150"
                     /old_locus_tag="BA5150"
                     /note="identified by similarity to GP:10175981; match to
                     protein family HMM PF02632"
                     /codon_start=1
                     /transl_table=11
                     /product="bioY family protein"
                     /protein_id="AAP28822.1"
                     /db_xref="Pathema:BA_5150"
                     /translation="MRRFHVLDLALAAMFVALMAIGANIVSWAPFLQVAGIPLSMQPF
                     FAILAGLLLGSRLGALSMTVYMLVGVAGAPIFANFKAGFGALLDPTGGFIIAFIIVAY
                     VSGKLVEQKEKPTFSTFAIASFTGIILTYIIGTTYMYGAVNLFMGGNMSYKAAWMIMM
                     WFAVKDIVFTIIGAIIAPRIYYAVRRSAYQHSHSTIS"
     gene            4676223..4677059
                     /locus_tag="BA_5151"
                     /old_locus_tag="BA5151"
                     /db_xref="Pathema:BA_5151"
     CDS             4676223..4677059
                     /locus_tag="BA_5151"
                     /old_locus_tag="BA5151"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28823.1"
                     /db_xref="Pathema:BA_5151"
                     /translation="MNLSKNTLIKVSVGVLSLFFILGMSIGYKLYGNSELGMSYTFGN
                     GLAFFFLILTIVSLCAALIFIVIGLIKKVKKLPAKKSVATSIILFVTSIISIIVLLFT
                     ITKVTNMEEEYQVLQAQKKKEASYLVAAASFYNNINTFNYAASYVLSEYSTTWSNAID
                     KRQDFNNALSSKRTEIDGMITTVDTFYSTMGNDLKLVSEAAKEQPNKYKETYEEYKKI
                     YGIITALNEQAQSPSGSLISFNQNVNALIQEYKKAAGNINIAITDEIKSKANELKPTD
                     KN"
     gene            complement(4677165..4678052)
                     /gene="gtaB"
                     /locus_tag="BA_5152"
                     /old_locus_tag="BA5152"
                     /db_xref="Pathema:BA_5152"
     CDS             complement(4677165..4678052)
                     /gene="gtaB"
                     /locus_tag="BA_5152"
                     /old_locus_tag="BA5152"
                     /EC_number="2.7.7.9"
                     /note="identified by match to protein family HMM PF00483;
                     match to protein family HMM TIGR01099"
                     /codon_start=1
                     /transl_table=11
                     /product="UTP--glucose-1-phosphate uridylyltransferase"
                     /protein_id="AAP28824.1"
                     /db_xref="Pathema:BA_5152"
                     /translation="MKRVRKAIIPAAGLGTRFLPATKAMPKEMLPIVDKPTIQYIVEE
                     AVKSGIEDIIIVTGKTKRSIEDHFDNAFELEQNLLEKKKYELLEKVQASSKMVDIHYI
                     RQKEPKGLGHAVWCARKFIGDEPFAVLLGDDIVQAEKPCLRQLIEEYDKTLSSVIGVQ
                     TVPEDETHRYGIIDPLEQEGRRYQVRNFVEKPAAGTAPSNLAIMGRYVLTPEIFMFLE
                     QQHVGAGGEIQLTDAIQSLNEIQRVFAYDFEGKRYDVGEKLGFVQTTIEMALQHPELR
                     DDMVTMMKKILEEQTNQES"
     gene            complement(4678161..4679885)
                     /locus_tag="BA_5153"
                     /old_locus_tag="BA5153"
                     /db_xref="Pathema:BA_5153"
     CDS             complement(4678161..4679885)
                     /locus_tag="BA_5153"
                     /old_locus_tag="BA5153"
                     /note="identified by similarity to OMNI:NTL01BS00930;
                     match to protein family HMM PF00408; match to protein
                     family HMM PF02878; match to protein family HMM PF02879;
                     match to protein family HMM PF02880"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphoglucomutase/phosphomannomutase family
                     protein"
                     /protein_id="AAP28825.1"
                     /db_xref="Pathema:BA_5153"
                     /translation="MNWKQEFSRWLSYAELDAELKEQLENMKQDEKKIEDSFYKNLEF
                     GTGGMRGELGAGTNRLNVYTVRKATQGLAKFIEKLGEEAKKRGVVVAYDSRHKSPEFA
                     MEVAATLGAHGITTYVFESLRPTPVLSFAVRHLHTVSGIVLTASHNPPEYNGYKVYGE
                     DGGQLPPKEADELISYVNAVEDELTVEVADVEQLKADGLLHMIGQEVDDAYAAELNNV
                     IINKEMVQKVGKDLKIVFTPLHGTSNLSVRRGLAEVGFTDVTVVKEQELPDPNFSTVK
                     SPNPEEHAAFEYAIRDGEKVGADVLIATDPDADRLGVAVRNHDGEFQVLTGNQTGALM
                     LDYLLSQKKENGTLPENGVVLKTIVTSEIGRTIAKAYGLDTVDTLTGFKFIGEKIKQY
                     EESGQYEFQFGYEESYGYLIRPFCRDKDAVQSVLFACEVAAYYKSQGKTLYDGLLEVF
                     EKYGFFREDLVSLTLKGKDGAEQIQEMMATFRENPPKEVAGLTVVAVEDYKASIITSL
                     QDGHKEEIHLPKSNVLKYQLEDGSWFCLRPSGTEPKIKFYFGVQDNSLQNSEQKLLTI
                     KEDIMNRL"
     gene            4680029..4680634
                     /locus_tag="BA_5154"
                     /old_locus_tag="BA5154"
                     /db_xref="Pathema:BA_5154"
     CDS             4680029..4680634
                     /locus_tag="BA_5154"
                     /old_locus_tag="BA5154"
                     /note="identified by similarity to GP:3169326; match to
                     protein family HMM PF02457"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28826.1"
                     /db_xref="Pathema:BA_5154"
                     /translation="MQEWGLSEELKIQTKQMIEIAEKELSIMRQAIDKEDECILCKME
                     DIHHMLANVQTLAATYYIQAYLSPYTESSQFITTAVQHLSARKHGALIVVERNETLES
                     CIQTGTTLNAHLTAPLLESIFYPGNPLHDGAVLVKNNHIVSAANILPLTRSTEVDPEL
                     GTRHRAAIGLSEKSDALILVVSEETGRTSFALNGTLYTISL"
     gene            complement(4680717..4682201)
                     /gene="pepA"
                     /locus_tag="BA_5155"
                     /old_locus_tag="BA5155"
                     /db_xref="Pathema:BA_5155"
     CDS             complement(4680717..4682201)
                     /gene="pepA"
                     /locus_tag="BA_5155"
                     /old_locus_tag="BA5155"
                     /EC_number="3.4.11.1"
                     /note="identified by similarity to SP:P11648; match to
                     protein family HMM PF00883; match to protein family HMM
                     PF02789"
                     /codon_start=1
                     /transl_table=11
                     /product="leucyl aminopeptidase"
                     /protein_id="AAP28827.1"
                     /db_xref="Pathema:BA_5155"
                     /translation="MFQVQKELASHEAVVVALFEEEKTSSFVQELDKAFEGQLQVLLE
                     EKELSTKKKAISKVHSLGKTDVKRYYFVGLGKKESYTTETLRSALGKTFKTLQAAKVQ
                     DAAILLDSFVTEKLDAIDVAHIAAEVQGLGTYELQTYKSDKKDRVELEKFTAITAEDA
                     QEIEAALTVGYVHGRATNSARTLVNMPPNVLTATKLAEYAVELAEKYDMDYKVLEKEE
                     MEELGMGALLAVNQGSVEPPKMIALIYKGKEEWTDVIGFVGKGITYDTGGYSLKPREG
                     MVGMKGDMGGAAAVLGAMEIIGELRPEQNVIAVIPSTDNVVSGTAFKPDDVITSMSGK
                     TIEVLNTDAEGRLALADGITYAKKLGANYLIDVATLTGGVIVALGNHTTGAMTNNEEL
                     FEQVLEASMETDESIWQLPIFDRDKERVRNSKFADLNNSPGREGHAVMAGTFIGEFAE
                     DTPWVHLDIAGTSESSGAHDLGPAGATGAMVRTLATLVERFGEE"
     gene            complement(4682348..4682974)
                     /locus_tag="BA_5156"
                     /old_locus_tag="BA5156"
                     /db_xref="Pathema:BA_5156"
     CDS             complement(4682348..4682974)
                     /locus_tag="BA_5156"
                     /old_locus_tag="BA5156"
                     /note="identified by similarity to EGAD:108948; match to
                     protein family HMM PF06725"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28828.1"
                     /db_xref="Pathema:BA_5156"
                     /translation="MLKRYCIRIMMTCLLAIALCVTWNAFTGVSLLEIVQKYEGTSAK
                     EVHAAEVKRNVAPSKEVINALEQANDWSKYRSIEMTATGYTSGIESTGKRPGHPEYGI
                     TYSGVKAKRDLYSTIAADLRVFPIGTILFVPGYGYGVVADKGGAIKGNRLDLYYDTVK
                     DVYSQWGKKKVNVYVVKIGNGKFSEEELTMLNQDETMQVFRGQYLKQR"
     gene            complement(4683061..4683351)
                     /locus_tag="BA_5157"
                     /old_locus_tag="BA5157"
                     /db_xref="Pathema:BA_5157"
     CDS             complement(4683061..4683351)
                     /locus_tag="BA_5157"
                     /old_locus_tag="BA5157"
                     /note="identified by similarity to EGAD:108949"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28829.1"
                     /db_xref="Pathema:BA_5157"
                     /translation="MMLFFILFFGIGFLLNMILRATWVMVIVYPIVCILIINKASVWD
                     YFSKPKETFSSFGTSVSHLGQADVFILSTGLVGAALAGIVIKKLRKSGYQMF"
     gene            complement(4683375..4683881)
                     /locus_tag="BA_5158"
                     /old_locus_tag="BA5158"
                     /db_xref="Pathema:BA_5158"
     CDS             complement(4683375..4683881)
                     /locus_tag="BA_5158"
                     /old_locus_tag="BA5158"
                     /note="identified by match to protein family HMM PF00293"
                     /codon_start=1
                     /transl_table=11
                     /product="mutT/nudix family protein"
                     /protein_id="AAP28830.1"
                     /db_xref="Pathema:BA_5158"
                     /translation="MEKRGKVWLAVSGLVATKDGRWLFVKKKYSGLKGKWSLPAGFVN
                     EGETIDEAVKREVLEETGIVAHVKGIIGVRSGVIHNEISDNMIIFLLEPEGENIIVQE
                     KELSEVAFLHPDTIADDPNTSVLITYLLERKSELHLEMDKTLNPGEQFGYTAYHVFTA
                     HTKEREKE"
     gene            complement(4684005..4685216)
                     /locus_tag="BA_5159"
                     /old_locus_tag="BA5159"
                     /db_xref="Pathema:BA_5159"
     CDS             complement(4684005..4685216)
                     /locus_tag="BA_5159"
                     /old_locus_tag="BA5159"
                     /note="identified by match to protein family HMM PF00070;
                     match to protein family HMM PF07992"
                     /codon_start=1
                     /transl_table=11
                     /product="pyridine nucleotide-disulphide oxidoreductase"
                     /protein_id="AAP28831.1"
                     /db_xref="Pathema:BA_5159"
                     /translation="MVKTPKIVVLGAGYGGMITTVRLQKALSVNEAEITLVNNNSYHY
                     QATWLHESAAGTLQDEKICLDIQDVIDTNKVNFVQDTVVEIKAAEKRIILKDGELEYD
                     YLVIGLGFESETFGITGLKEHAFSIANINATRQIREHMEASFAKYATEKRDELVTIVV
                     GGAGFTGIEYVGELANRVPELCKEYNVPREKARIICVEAAPTALPGFDPALVEYAVKQ
                     LEKKGVEFRIGTAIKEATEEGIIVANGDDTELIKSETVVWAAGVRGNGIVEESGFEAM
                     RGRVKVDEYMHAPGYEDVFMVGDAALIINEEINRPYPPTAQIAIQQGYNIAHNLTVLV
                     RGKGEMKKFVFDNKGSVCSLGHDDAMGVVMGKKLTGWKASFMKKVIDNRYLFLLGGPL
                     LVLKKGKLKFF"
     gene            4685670..4686665
                     /locus_tag="BA_5160"
                     /old_locus_tag="BA5160"
                     /db_xref="Pathema:BA_5160"
     CDS             4685670..4686665
                     /locus_tag="BA_5160"
                     /old_locus_tag="BA5160"
                     /note="identified by match to protein family HMM PF00070;
                     match to protein family HMM PF07992"
                     /codon_start=1
                     /transl_table=11
                     /product="pyridine nucleotide-disulphide oxidoreductase"
                     /protein_id="AAP28832.1"
                     /db_xref="Pathema:BA_5160"
                     /translation="MKVAENQKVYDITIIGGGPTGLFTAFYGGMRQASVKIIESLPQL
                     GGQLSALYPEKYIYDVAGFPKVRAQELVDNLKEQMKKFDPTVCLEEAVDTLEKQADGI
                     FKLVTNKQTHYSKSVIITAGNGAFQPRRLELEGTAKYEKKNLHYFVDDMNKFAGKRVV
                     VFGGGDSAVDWTMMLEPIADKVTIVHRRDKFRAHEHSVESLMNSRAEVSTPYVPVELI
                     GDDKIEQVVLQHVKTEEKIIIDVDDVIVNYGFVSSLGPIKNWGLDIQKNSILVNSKME
                     TNIPGIYAAGDICTYEGKVKLIACGFGEAPTAVNNAKAYFDPNAKLQPMHSSSMF"
     gene            complement(4686784..4692749)
                     /locus_tag="BA_5161"
                     /old_locus_tag="BA5161"
                     /note="cell wall surface anchor domain protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_5161"
     gene            4693193..4693672
                     /locus_tag="BA_5162"
                     /old_locus_tag="BA5162"
                     /db_xref="Pathema:BA_5162"
     CDS             4693193..4693672
                     /locus_tag="BA_5162"
                     /old_locus_tag="BA5162"
                     /note="identified by similarity to OMNI:NTL01BH0671; match
                     to protein family HMM PF06445"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28833.1"
                     /db_xref="Pathema:BA_5162"
                     /translation="MINEPIIVKKEAFQAIGISITTTNEKEASTEGKIPGLWNRYFQE
                     QIMHHIPNQQTKETFAFYSNYESDETGTYTFTIGMPVSSLEDVPETMTTLIIPAATYA
                     VFTTRKGPVAEVVCEAWEYIWKWSKENKRAFTIDFELYDERALDPTNVQLDIYIALA"
     gene            4693848..4695095
                     /locus_tag="BA_5163"
                     /old_locus_tag="BA5163"
                     /db_xref="Pathema:BA_5163"
     CDS             4693848..4695095
                     /locus_tag="BA_5163"
                     /old_locus_tag="BA5163"
                     /note="identified by similarity to OMNI:CC0403; match to
                     protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative transporter"
                     /protein_id="AAP28834.1"
                     /db_xref="Pathema:BA_5163"
                     /translation="MEELQQNKSALEGSGKPLLKNTNFLFLWAATLFSSFALAFFTFS
                     QTWYIAKTLNLEASLGVVFVALSVPRLIFMIIGGAVADKFPKKNIMFYSNIIRAILVA
                     TILTWFIVGDVTLYTFALFALFFGLADAFFWSADGSILPELVEKSRLTQANSLTQMTN
                     QASVILGPVLGGILIKFTNYETIFSITILLLIVAAILVQKIQFTMPEQQNTDKGMFTS
                     IKEGILYVKESPFLSTFLICSAFLNLFLIGPMQVGFPLFVKNVLHGDSLQFSYLEASV
                     GGGMAIGAVIVGLKNINRRRGLFCIIMMLLSGVFFLSINFSTVLWQALLAGMFYGITI
                     AMAIVPLMAMIQSTVKEEMMGRVMSLLMLSSMGFIPLSYAFTSIALAIGIPIVTVMKS
                     GAIAVIVFVLFVAIRVPVVRKFD"
     gene            complement(4695106..4695993)
                     /locus_tag="BA_5164"
                     /old_locus_tag="BA5164"
                     /db_xref="Pathema:BA_5164"
     CDS             complement(4695106..4695993)
                     /locus_tag="BA_5164"
                     /old_locus_tag="BA5164"
                     /note="identified by similarity to GP:15723948"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP28835.1"
                     /db_xref="Pathema:BA_5164"
                     /translation="MGSLYNLMKPYSEFRSKEEFNTYQKQVLKCYRFQLNKTDATIIH
                     FLGKYAVNEKQKTVGVACPLMETIATNVGKSIRTVRRSIAKLEELGIIKRVATKERHK
                     RGGYSANLYVFLVSAIDRMDDRIKLSVCESENYAAGCSKNKQKYEGETILSKNIPQIK
                     EKRKGTYELDETYCRHDIPKPFIYALLPMTSNPKKINIFWSKVELAYKKSGLLEQGVL
                     LEQILADEEVCGNFIWRVKSVVRAYKYGEIRKNVKALLYSTVRDLFLEVGLEWGAALR
                     RSKGISLFDPFKKEPCVNA"
     gene            4696073..4696534
                     /locus_tag="BA_5165"
                     /old_locus_tag="BA5165"
                     /db_xref="Pathema:BA_5165"
     CDS             4696073..4696534
                     /locus_tag="BA_5165"
                     /old_locus_tag="BA5165"
                     /note="identified by similarity to EGAD:108358; match to
                     protein family HMM PF04463"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28836.1"
                     /db_xref="Pathema:BA_5165"
                     /translation="MIVISACLGGIACRYDGNDNLISKIEELLQKEDTVLICPEVLGG
                     LPTPRPSAEIIGGNGDDVLDGKAKVMTKDGEDVTESFVGGAYKALEQIKNLHPEYIIL
                     KERSPSCGSSTIYTGEFNGNKQTGYGVTTALFKRHGFTVISEEDFENQKRN"
     gene            complement(4696563..4696916)
                     /locus_tag="BA_5166"
                     /old_locus_tag="BA5166"
                     /db_xref="Pathema:BA_5166"
     CDS             complement(4696563..4696916)
                     /locus_tag="BA_5166"
                     /old_locus_tag="BA5166"
                     /note="identified by similarity to OMNI:NTL01LL1791; match
                     to protein family HMM PF06486; match to protein family HMM
                     TIGR01655"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP28837.1"
                     /db_xref="Pathema:BA_5166"
                     /translation="MKRYIALFSILVVFASLLVGCDLNRMGKDEYYVQITVDGKEYNG
                     KSDNGEPYKHFEYKLKGFDKDGKEKELEFNAQKNLRKEAFLRVYNSDKKGVTAWEEVK
                     KDELPAKVKEKLGAK"
     gene            4697328..4697891
                     /locus_tag="BA_5168"
                     /old_locus_tag="BA5168"
                     /db_xref="Pathema:BA_5168"
     CDS             4697328..4697891
                     /locus_tag="BA_5168"
                     /old_locus_tag="BA5168"
                     /note="identified by match to protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP28838.1"
                     /db_xref="Pathema:BA_5168"
                     /translation="MNPIFLDVPLQIETDRLILRAPLQAGEGNVVHEAIKDSIRELKQ
                     WLSLFQSIPTVEETEILLRNAHIDFLKRESFRYLIYHKETNDFVGTASLHRIDWNVSK
                     CEIGYWVNTQFSGNGYMTETVSALTNLGFQLFTFKRIEIRCEANNTKSRAIPEKLGFE
                     LEGVLRNEDVSADGKHLTDTYIYAKIK"
     gene            complement(4697998..4698351)
                     /locus_tag="BA_5169"
                     /old_locus_tag="BA5169"
                     /db_xref="Pathema:BA_5169"
     CDS             complement(4697998..4698351)
                     /locus_tag="BA_5169"
                     /old_locus_tag="BA5169"
                     /note="identified by match to protein family HMM PF01521;
                     match to protein family HMM TIGR00049"
                     /codon_start=1
                     /transl_table=11
                     /product="hesB/yadR/yfhF family protein"
                     /protein_id="AAP28839.1"
                     /db_xref="Pathema:BA_5169"
                     /translation="MIEVTEQAAFQIKDMLKDAEDGEKYVRLAVHGGGCSGLSYGLGF
                     EVEPKEDDTVLEFFGVEFVIDKESAPIVKGVKIDYKQSMLGGGFTIDNPNAIASCGCG
                     SSFRTATNAGKPEEC"
     gene            complement(4698393..4699259)
                     /gene="dapF"
                     /locus_tag="BA_5170"
                     /old_locus_tag="BA5170"
                     /db_xref="Pathema:BA_5170"
     CDS             complement(4698393..4699259)
                     /gene="dapF"
                     /locus_tag="BA_5170"
                     /old_locus_tag="BA5170"
                     /EC_number="5.1.1.7"
                     /note="identified by match to protein family HMM PF01678;
                     match to protein family HMM TIGR00652"
                     /codon_start=1
                     /transl_table=11
                     /product="diaminopimelate epimerase"
                     /protein_id="AAP28840.1"
                     /db_xref="Pathema:BA_5170"
                     /translation="MSQFSFTKMHGLGNSYIYVNMFEEQIPEEDLALVAEKVSNINTG
                     IGADGMILICPSDVAPVKMRMFNNDGSEGKSCGNGLRCVAKYAYEHKLVEDTVFTIET
                     LAGIVTAEVTVEEGKVTLAKIDMGAPRLTRAEIPMLGEGETPFIRENFLYNNHRYAFT
                     AVSMGNPHAVIFVDDVEQAPLTTLGPVLETHEMFPERVNVEFIEILNEEEMNFRVWER
                     GSGVTQACGTGACAAVVASILNGKMERGKEITVHLAGGDLMIAWTEEGNVLMKGPAEV
                     ICRGVYEYKIEA"
     gene            complement(4699503..4699742)
                     /locus_tag="BA_5172"
                     /old_locus_tag="BA5172"
                     /db_xref="Pathema:BA_5172"
     CDS             complement(4699503..4699742)
                     /locus_tag="BA_5172"
                     /old_locus_tag="BA5172"
                     /note="identified by similarity to OMNI:NTL01BH3418; match
                     to protein family HMM PF07293"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28841.1"
                     /db_xref="Pathema:BA_5172"
                     /translation="MIKPLIEFCVGNLASGSQAALEKLEKDPNLDVMEYGCLGYCGIC
                     FEGPFALVNGEVVQGATVEELVNNVYEYLDENPMF"
     gene            4700094..4701164
                     /locus_tag="BA_5173"
                     /old_locus_tag="BA5173"
                     /db_xref="Pathema:BA_5173"
     CDS             4700094..4701164
                     /locus_tag="BA_5173"
                     /old_locus_tag="BA5173"
                     /note="identified by match to protein family HMM PF00070;
                     match to protein family HMM PF07992"
                     /codon_start=1
                     /transl_table=11
                     /product="pyridine nucleotide-disulphide oxidoreductase"
                     /protein_id="AAP28842.1"
                     /db_xref="Pathema:BA_5173"
                     /translation="MKHLVILGGGYGGMRILQRLLPSNQLPDDVQVTLIDKVPYHCFK
                     TEYYALVAGTISETHIRIPFPEHPRLNIQYGTVTNIDLEEKAVHLDGGEAIQYDDLII
                     GLGCEDKYHNVPGAKEYTHSLQSIEQTRKTYEQLNSLEPNATVAVVGAGLSGVEVASE
                     LRESRSDLKIYLFDRKDRILFPYPEKLSRYVEEWFVKHKVTIIRNSNITKVEPNIVYN
                     HDEPLECDAIVWTAGIQANEVVRNLPVEQDGSGRVVLTKYHNIPNNEHVYVVGDCAAL
                     PHAPSAQLAEGQGEQIVQILLKRWHNEPLPDELPVIKLKGVLGSLGKKHGFGLLANQP
                     LMGRVPRLLKSGILWMYKYHNG"
     gene            4701395..4701568
                     /locus_tag="BA_5174"
                     /old_locus_tag="BA5174"
                     /db_xref="Pathema:BA_5174"
     CDS             4701395..4701568
                     /locus_tag="BA_5174"
                     /old_locus_tag="BA5174"
                     /note="identified by similarity to RF:NP_847357.1; match
                     to protein family HMM PF09388"
                     /codon_start=1
                     /transl_table=11
                     /product="stage 0 sporulation regulatory protein"
                     /protein_id="AAP28843.2"
                     /db_xref="Pathema:BA_5174"
                     /translation="MNVTKLNDRIEAKKKELIYLVEKYGFTHHKVISFSQELDRLLNL
                     LIELKTKKKRYSL"
     gene            4701623..4702282
                     /locus_tag="BA_5175"
                     /old_locus_tag="BA5175"
                     /db_xref="Pathema:BA_5175"
     CDS             4701623..4702282
                     /locus_tag="BA_5175"
                     /old_locus_tag="BA5175"
                     /note="identified by match to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP28844.1"
                     /db_xref="Pathema:BA_5175"
                     /translation="MFILKDVTYKDILHIPYLQIQKEKITCIIGESGSGKSTLLRMLN
                     DLQSPTSGIIEYNGKLISDYPPIQLRRDVVMLGQTPPIFDGTIKDNLLMGLRLSEKPF
                     PNDDILRSALKTISLEKNLEDNADSLSGGEKQRLAFARIVLMDPPVYLLDEPTSALDS
                     DTERRVMKQFTTLAREKKKTVIFITHSQQLPEEIADDIIEISKANGATRKEVLSVEGR
                     Y"
     gene            4702266..4703063
                     /locus_tag="BA_5176"
                     /old_locus_tag="BA5176"
                     /db_xref="Pathema:BA_5176"
     CDS             4702266..4703063
                     /locus_tag="BA_5176"
                     /old_locus_tag="BA5176"
                     /note="identified by match to protein family HMM PF03649;
                     match to protein family HMM TIGR00245"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP28845.1"
                     /db_xref="Pathema:BA_5176"
                     /translation="MKGVIELQIWQLAAAYIFILILIGLVKLKGIPREKQIALATFRM
                     TIQLVLVAYVLTYVFENSNPFYTIALITSITTFAIFNIYKRVNIPMSKELKQVAALSM
                     VAGSIGPLLLFIFVIIGHDPWYAPQYIVPITGMLVGNAMTGVSLGANTFLNNMKSQRG
                     QIEGALMLGATPKEATAPLIRDAFDSAILPTINSMVGMGIISLPGMMTGQILSGVSPF
                     TAIQYQIAIILGISGSTAFAVIIFLQLGYKTFFNKRCQLKEVDYGGR"
     gene            complement(4703244..4703585)
                     /gene="phnA"
                     /locus_tag="BA_5177"
                     /old_locus_tag="BA5177"
                     /db_xref="Pathema:BA_5177"
     CDS             complement(4703244..4703585)
                     /gene="phnA"
                     /locus_tag="BA_5177"
                     /old_locus_tag="BA5177"
                     /note="identified by match to protein family HMM PF03831;
                     match to protein family HMM PF08274; match to protein
                     family HMM TIGR00686"
                     /codon_start=1
                     /transl_table=11
                     /product="alkylphosphonate utilization operon protein
                     PhnA"
                     /protein_id="AAP28846.1"
                     /db_xref="Pathema:BA_5177"
                     /translation="MATLPNCPKCNSEYTYEDGVLFVCPECAHEWGQEAEAENNDGAK
                     VVKDANGNVLQDGDAVTVIKDLKVKGTSSVVKIGTKVKSIRLVDGDHDIDCKIDGFGA
                     MKLKSQFVKKA"
     gene            complement(4703821..4704615)
                     /locus_tag="BA_5178"
                     /old_locus_tag="BA5178"
                     /db_xref="Pathema:BA_5178"
     CDS             complement(4703821..4704615)
                     /locus_tag="BA_5178"
                     /old_locus_tag="BA5178"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28847.1"
                     /db_xref="Pathema:BA_5178"
                     /translation="MYVKDTVLQETISPQELHKVVQKNTAYYDFKWGKVENPAQRNTW
                     NWVAFFFPTFWLAYRKMYKLFIILTLLAVPSIVVTPFIDIPDGIYLTCSLVLQLGTMI
                     FTGWQGNRLYYKHAVRVLHKGEDMPDHEKAYYLQSKGNASFAGMVGFQVIVGIVFGGA
                     MFGLSLLPTEPNIKNVVRSSSEGVTLEIMTDNPTWKFVKKEQDYDVIEFTGYDYTEKK
                     NVKIKFAVYFSEDYFEWQEVYENNKKLSEDELEEYQFYIEENGWGF"
     gene            complement(4704917..4706575)
                     /locus_tag="BA_5179"
                     /old_locus_tag="BA5179"
                     /db_xref="Pathema:BA_5179"
     CDS             complement(4704917..4706575)
                     /locus_tag="BA_5179"
                     /old_locus_tag="BA5179"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28848.1"
                     /db_xref="Pathema:BA_5179"
                     /translation="MKKFQIELNKLPTENTGEIVISIDESIVLQEKTDIIAPICQLFD
                     AWGECFKDDGAVIFLDGYEKKVEFKKKDGEFLIINQRGKKLASVNSEQFLRVLFSFLK
                     KEIGQIYMSGVDSFRIKDAYHRILEIEPFLSELINGNNAIMYRTYHSTSGKYELNWNY
                     LKGIEVEPIFTPVLSHDEKSIFYVEENNHKIRKLDSETKEEIWQCHIPLVEDCNCITV
                     NGVTVIWHANRFGENIAKLYAISSSSGEFLWNLEIEGHIIQDVKTTREELPRLLVITQ
                     EGYNVLLDLESGVKVWEKNVRVGGEKLQCHLGPDYYVLAGNPSDEDGEMDVYSNATIA
                     IQLLDASTRWKQTIEECNPNEQVALTNEHFICVAMEVLQKWEYGKEGCNSIFEKALDE
                     AWYSHIASDESKILLTRTEYGYEDISRQIQCYDHKNSQKLYEVNMPSEIELPPFLIGE
                     MMVLSLGEGRICGINIQTGKVLWNNNTLHDITEVLLYKGGEIYIATSNLELIILDATC
                     GEVKDIIKLPKNVVAIDFIVSIEEVNDALFISCVSGNMFEIVES"
     gene            4706662..4707132
                     /locus_tag="BA_5180"
                     /old_locus_tag="BA5180"
                     /db_xref="Pathema:BA_5180"
     CDS             4706662..4707132
                     /locus_tag="BA_5180"
                     /old_locus_tag="BA5180"
                     /note="identified by similarity to EGAD:175874; match to
                     protein family HMM PF09346"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28849.1"
                     /db_xref="Pathema:BA_5180"
                     /translation="MKTTIWTEDDYLKLAPINDELIKKAEEVLNVKLPESYINLLKEQ
                     NGGTLRLDAHPTSEPNSWADDHVNISGLYGISFDENESSILESRYLIQEWEMPENLVL
                     LSGDGHTWIALDYRNVAENPPVIFIDNEVEQIIELAPNFESFLQNLTTYNYDEE"
     gene            4707157..4707765
                     /locus_tag="BA_5181"
                     /old_locus_tag="BA5181"
                     /db_xref="Pathema:BA_5181"
     CDS             4707157..4707765
                     /locus_tag="BA_5181"
                     /old_locus_tag="BA5181"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28850.1"
                     /db_xref="Pathema:BA_5181"
                     /translation="MQDFIISLHTALKPLGFKKKRNTFSKAENGFYKLINIQKSQFGD
                     AFYINIGVHPIGLPQLITNQLQIKENISIFDCILRTRIEPIHMNQNQLLHNVSHETID
                     IPNYLSTIFDWFQTWASYENLAKTNIHSISPLLAVVPILQEKAFLLLTCFSFYNLKQY
                     EQANRYLQQYLHCAVHLNTEEKEPVFFYEIDMYIKKLVESAM"
     gene            complement(4707817..4708485)
                     /locus_tag="BA_5182"
                     /old_locus_tag="BA5182"
                     /db_xref="Pathema:BA_5182"
     CDS             complement(4707817..4708485)
                     /locus_tag="BA_5182"
                     /old_locus_tag="BA5182"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28851.1"
                     /db_xref="Pathema:BA_5182"
                     /translation="MSKYKLHIDREQLWKGCVLNSIAHAINVAHAPDFLHESSWDGLN
                     YSMQDSQGGSGTITFHPNYTIVCLQDVNSERMDEWIDAANYFEGAPSEVLEIAKEEAL
                     QYVLEEVEEEAVPFITAAFWIEESGAYSIDSFEEVEEHGGFLLEIPLLDTESAMERLE
                     EEYELTEEQIELVQLVYERKIKNPNEEIMLSKEEVAMIGTGDSEGLKVSKESFEEMNI
                     TWVL"
     gene            complement(4708599..4709210)
                     /locus_tag="BA_5183"
                     /old_locus_tag="BA5183"
                     /db_xref="Pathema:BA_5183"
     CDS             complement(4708599..4709210)
                     /locus_tag="BA_5183"
                     /old_locus_tag="BA5183"
                     /note="identified by match to protein family HMM PF02517"
                     /codon_start=1
                     /transl_table=11
                     /product="CAAX amino terminal protease family protein"
                     /protein_id="AAP28852.1"
                     /db_xref="Pathema:BA_5183"
                     /translation="MIVIIFGIMYGIGYLNFLYDSSLYPWYVDHLIPPLTFITIILIY
                     APARNYCLQLLKSIQFNHFKHYVTIVMTMIVLLIYLAVLNLILPTGVSLDEPNRVIEP
                     TKSEILIYVVVLTVFAPVWEELLFRGMFFTKLSQHFSTFSSIVISAFIFTLGHPLTLG
                     SVLYILGGGICLAYTYKKTNNLLVPWGIHVLNNSFYLLVNFQL"
     gene            complement(4709375..4710253)
                     /locus_tag="BA_5184"
                     /old_locus_tag="BA5184"
                     /db_xref="Pathema:BA_5184"
     CDS             complement(4709375..4710253)
                     /locus_tag="BA_5184"
                     /old_locus_tag="BA5184"
                     /note="identified by similarity to GP:15023324; match to
                     protein family HMM PF01909"
                     /codon_start=1
                     /transl_table=11
                     /product="nucleotidyltransferase domain protein"
                     /protein_id="AAP28853.1"
                     /db_xref="Pathema:BA_5184"
                     /translation="MFTKKSRNIYKAGSLCEFAKAFFIGGIVVKNGVKHALPTEVQQL
                     MERYTVELKEIFLDEKIVGVYIYGSIALGAFHAETSDVDFVTVISDSVNKAEKQQLVE
                     LHKKLSGSTLGKRMDGMYIPLADLGKYNDELNEYVYCADGKANVGHWDINAVTWWTLK
                     NQGITVIGKEAEDLSFQIRWNDVVNTMKYNVEQYWSGKAKQPYLFFIEEWVESAVVTM
                     GRILYTLDHKTIVSKDRGLQYLLEHSTEEWELLLKEVVRIRQNPKEKRMLSRWRRADM
                     TKRYLLHLIETCREKW"
     gene            complement(4710222..4710530)
                     /locus_tag="BA_5185"
                     /old_locus_tag="BA5185"
                     /db_xref="Pathema:BA_5185"
     CDS             complement(4710222..4710530)
                     /locus_tag="BA_5185"
                     /old_locus_tag="BA5185"
                     /note="identified by similarity to EGAD:108969; match to
                     protein family HMM PF07315"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28854.1"
                     /db_xref="Pathema:BA_5185"
                     /translation="MVNVQVYGTKVICASCVGMPSSTETFEWLQAAIGRKYEGQENKF
                     NFEYIDFQEEQEDEEKKAFAERVVEEDLFYPVVLVNGEIVGEGNPRLKDVYEEIEKYL
                     "
     gene            4710737..4710973
                     /locus_tag="BA_5186"
                     /old_locus_tag="BA5186"
                     /db_xref="Pathema:BA_5186"
     CDS             4710737..4710973
                     /locus_tag="BA_5186"
                     /old_locus_tag="BA5186"
                     /note="identified by similarity to OMNI:NTL01BH3423; match
                     to protein family HMM PF01106"
                     /codon_start=1
                     /transl_table=11
                     /product="nifU domain protein"
                     /protein_id="AAP28855.1"
                     /db_xref="Pathema:BA_5186"
                     /translation="MENPHMQEQVLEVLDKLRPFLLRDGGDVELVDIEEGIVKLRLMG
                     ACGSCPSSTITLKAGIERALLEEVPGVIEVEQVF"
     gene            4711360..4711623
                     /locus_tag="BA_5187"
                     /old_locus_tag="BA5187"
                     /db_xref="Pathema:BA_5187"
     CDS             4711360..4711623
                     /locus_tag="BA_5187"
                     /old_locus_tag="BA5187"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28856.1"
                     /db_xref="Pathema:BA_5187"
                     /translation="MNRSHIYNQKNIGGRHMPKMGNTFLTMQELEKKKEYLLDLSSVI
                     PTWNASYQFLFKEIQQELLGKVNEKIEKHQFILNICAEQQVGA"
     gene            complement(4711685..4712686)
                     /gene="cotS"
                     /locus_tag="BA_5188"
                     /old_locus_tag="BA5188"
                     /db_xref="Pathema:BA_5188"
     CDS             complement(4711685..4712686)
                     /gene="cotS"
                     /locus_tag="BA_5188"
                     /old_locus_tag="BA5188"
                     /note="identified by similarity to EGAD:30461; match to
                     protein family HMM TIGR02905"
                     /codon_start=1
                     /transl_table=11
                     /product="spore coat protein cotS"
                     /protein_id="AAP28857.1"
                     /db_xref="Pathema:BA_5188"
                     /translation="MIHHIYEHYHMHVKELIPLGPYKSFWIRNKIYVLVPIGEMEEEV
                     LVEMKKLSDYMNQQGDITVATFVPTIHGYYVSEIEEQNYCLLKGMRALERHAISLGSE
                     LSIFHKRGAFFPEEIEQLSRIGEWKALWEKRLDQLEKFWQSQVMNHPTDVFDQLFIES
                     FPYYLGVAENAIQYVVDTEMDDTPQLTDAATICQERFTPLLWHQTKRLKLPFDWVYDH
                     PTRDIAELIRYMMIEKKKDWEKTIVQFVTDYERNYSLSSFGWRLLFARLLFPLHYFET
                     VERYYQTGNEEQKSIYRDRLEAILHDVNRSEQFMKHFYSSLRLPVDKLGIRKLDWLS"
     gene            4712807..4713298
                     /locus_tag="BA_5189"
                     /old_locus_tag="BA5189"
                     /db_xref="Pathema:BA_5189"
     CDS             4712807..4713298
                     /locus_tag="BA_5189"
                     /old_locus_tag="BA5189"
                     /note="identified by similarity to OMNI:NTL01BH3428; match
                     to protein family HMM PF04608"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28858.1"
                     /db_xref="Pathema:BA_5189"
                     /translation="MKDSNQLQEKALQLLQERGVTIDDIAELVHFLQKKYHPNLEMSE
                     CRYNVERVLSKREVQNALITGIELDVLAEKGMLSEPLQDIVKRDEGLYGIDEVIALSI
                     VNVYGSIGFTNFGYIDKLKPGILEYLNDKSTGKVHTFLDDIVGGIAAAASSRLAHRAE
                     HSE"
     gene            complement(4713319..4713798)
                     /locus_tag="BA_5190"
                     /old_locus_tag="BA5190"
                     /db_xref="Pathema:BA_5190"
     CDS             complement(4713319..4713798)
                     /locus_tag="BA_5190"
                     /old_locus_tag="BA5190"
                     /note="identified by similarity to GP:15026402"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyltransferase, GNAT family"
                     /protein_id="AAP28859.1"
                     /db_xref="Pathema:BA_5190"
                     /translation="MDIHKLTIEEANEINTWTYEETYHLYSFSSEEEVIEELLDGTYY
                     GCCDDSGEFIGYFCFGENAQVPGGRDAHLYGGEDVIDIGLGMRPVLTGKRMGQEFFQA
                     GIAFAVKEFNPQTFRLSVATFNIRAITLYKNIGFQQGPIFLGRGREFMLMEYKRPSV"
     gene            4714409..4714990
                     /locus_tag="BA_5191"
                     /old_locus_tag="BA5191"
                     /db_xref="Pathema:BA_5191"
     CDS             4714409..4714990
                     /locus_tag="BA_5191"
                     /old_locus_tag="BA5191"
                     /note="identified by match to protein family HMM PF02525;
                     match to protein family HMM PF03358"
                     /codon_start=1
                     /transl_table=11
                     /product="NAD(P)H dehydrogenase, quinone family"
                     /protein_id="AAP28860.1"
                     /db_xref="Pathema:BA_5191"
                     /translation="MKHVIVYAHPNTESFNHAILETVKSELEEKGHEVRVRDLYELNF
                     NPVLGASNFISFSQGNTPADIKEEQEHISWADTITFIYPVWWAGLPAILKGYVDRVFS
                     HGFAYAYGENGIEKLLSGKKGLLLSTMGNTKEAYTAGGMFDAMKKTADVGIFEFTGIE
                     TIEHTFYTSVPSVDDSVRKQYLEEVKDVVNRAF"
     gene            complement(4715217..4715981)
                     /locus_tag="BA_5192"
                     /old_locus_tag="BA5192"
                     /db_xref="Pathema:BA_5192"
     CDS             complement(4715217..4715981)
                     /locus_tag="BA_5192"
                     /old_locus_tag="BA5192"
                     /note="identified by match to protein family HMM PF00702;
                     match to protein family HMM TIGR01457; match to protein
                     family HMM TIGR01460"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphatase,haloacid dehalogenase family"
                     /protein_id="AAP28861.1"
                     /db_xref="Pathema:BA_5192"
                     /translation="MYKGYLIDLDGTMYRGEEQIEEASDFVKALGERGIPYLFVTNNS
                     TRKPEQVAEKLVRFDIPAKAEQVFTTSMATANFIYERKQDATVYMIGEEGLHDALVEK
                     GFELVDENPDFVVVGLDRDITYEKLAKACLAVRNGATFISTNGDIAIPTERGLLPGNG
                     SLTSVVAVSTGVDPIFIGKPESIIMEQALKVLGIEKNEALIVGDNYDTDILAGINAGM
                     HTLLVHTGVTTVEKLTEYEVQPTQVVHNLTEWIEKM"
     gene            complement(4716091..4716723)
                     /locus_tag="BA_5193"
                     /old_locus_tag="BA5193"
                     /db_xref="Pathema:BA_5193"
     CDS             complement(4716091..4716723)
                     /locus_tag="BA_5193"
                     /old_locus_tag="BA5193"
                     /note="identified by similarity to OMNI:NTL01BH3433; match
                     to protein family HMM PF01022; match to protein family HMM
                     PF08220; match to protein family HMM PF08279"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, DeoR family"
                     /protein_id="AAP28862.1"
                     /db_xref="Pathema:BA_5193"
                     /translation="MGEARTTKDEIIQLLKVKGEHTVAELAEILEITEMAIRRHLSNL
                     EKDGFIYSKMVRQHVGRPTYLYGLSEKGEDTFPKEYKQFAIDMLEDLARMGDEQILRY
                     VLKERTKRMEEQLQKRVSNQKNLAYKVQEIAAMQEKNGYMVQIKRDGENSFVIEKQNC
                     PLKEIAERFPQVCEDEKEMYNRLFAGADVKTLANMCEGDCSCSYQVKEKK"
     gene            complement(4716795..4717235)
                     /locus_tag="BA_5194"
                     /old_locus_tag="BA5194"
                     /db_xref="Pathema:BA_5194"
     CDS             complement(4716795..4717235)
                     /locus_tag="BA_5194"
                     /old_locus_tag="BA5194"
                     /note="identified by similarity to EGAD:108984; match to
                     protein family HMM PF01934"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28863.1"
                     /db_xref="Pathema:BA_5194"
                     /translation="MYFVDRKKIEQMLVCLERATSTFQEKKIYETEFEFYALERIAHL
                     MIDSVLDVGNAMIDGFIMRDPGSYEDIIDILMDERVISAEDGQGMKEIILLRKMLTQD
                     YIQMNHDELYKTIQKHIAVVEKYPANIRSYLEKELGPVSAFVPE"
     gene            4717383..4718354
                     /gene="fbp1"
                     /locus_tag="BA_5195"
                     /old_locus_tag="BA5195"
                     /db_xref="Pathema:BA_5195"
     CDS             4717383..4718354
                     /gene="fbp1"
                     /locus_tag="BA_5195"
                     /old_locus_tag="BA5195"
                     /EC_number="3.1.3.11"
                     /note="identified by similarity to EGAD:20137; match to
                     protein family HMM PF03320; match to protein family HMM
                     TIGR00330"
                     /codon_start=1
                     /transl_table=11
                     /product="fructose-1,6-bisphosphatase, class II"
                     /protein_id="AAP28864.1"
                     /db_xref="Pathema:BA_5195"
                     /translation="MERELALEIVRVTEAAALASAQWMGRGKKNEADDAATTAMRDMF
                     DSVNMAGTVVIGEGELDEAPMLYIGEELGTGNGPEVDIAVDPLEGTNIVAKGLANAMA
                     VIAIADKGNLLHAPDMYMEKIAVGPKAAGKISLDDPIEKTIEIVAEANNKKIRDLTVI
                     VQERERHQDIIDRVRAKGARVKLFGDGDVGASIATALPGTGIDLFVGIGGAPEGVISA
                     AALKCLEGEMQARLVPMNEEEEARCREMGLEDPRQLLMLDDLVSGDDAIFSATGVSAG
                     ELLDGVKFLGGDLAETYSIVMRYKTRTVRFIKTHHHLDHKPHLNLDI"
     gene            4718372..4718638
                     /locus_tag="BA_5196"
                     /old_locus_tag="BA5196"
                     /db_xref="Pathema:BA_5196"
     CDS             4718372..4718638
                     /locus_tag="BA_5196"
                     /old_locus_tag="BA5196"
                     /note="identified by similarity to OMNI:NTL01BH3436"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28865.1"
                     /db_xref="Pathema:BA_5196"
                     /translation="MEERFFLYDDTVATKTRFVSFMGENERHDLALLYSDRHYGKTIV
                     LDMQRNKFAIIGADDLNEPGYLEHAFSMTEEIAEELRSFLFELI"
     gene            4719011..4719448
                     /locus_tag="BA_5197"
                     /old_locus_tag="BA5197"
                     /db_xref="Pathema:BA_5197"
     CDS             4719011..4719448
                     /locus_tag="BA_5197"
                     /old_locus_tag="BA5197"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28866.1"
                     /db_xref="Pathema:BA_5197"
                     /translation="MQKVQLSWSLYENQQNTIEKYCKNCRRTTLFTDTNIRRHNANGK
                     NIYRFAIYKCPKDHTWNQKLRIYKSFTDHVETVDMTQQDQTETTTTISITQHKESGID
                     EITIVLDLVFGSHRMDKALSTYISDWSRTLIVDKIKNGDIQLN"
     gene            complement(4719554..4719826)
                     /locus_tag="BA_5198"
                     /old_locus_tag="BA5198"
                     /db_xref="Pathema:BA_5198"
     CDS             complement(4719554..4719826)
                     /locus_tag="BA_5198"
                     /old_locus_tag="BA5198"
                     /note="identified by similarity to EGAD:108986; match to
                     protein family HMM PF06265"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28867.1"
                     /db_xref="Pathema:BA_5198"
                     /translation="MSINNVQYEVIKNFRDGFSEEAFKERYAEILNKYDYIVGDWGYE
                     QLRLRGFFDDSNQRATYDTKISTLSEYLYEYCNFGCAHFVLRKVKK"
     gene            4719975..4720550
                     /locus_tag="BA_5199"
                     /old_locus_tag="BA5199"
                     /db_xref="Pathema:BA_5199"
     CDS             4719975..4720550
                     /locus_tag="BA_5199"
                     /old_locus_tag="BA5199"
                     /note="identified by match to protein family HMM PF09580"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP28868.1"
                     /db_xref="Pathema:BA_5199"
                     /translation="MKKQIILSLLTLSLFAGCQTNKAEMEREEGSRVLVSNKNDMYHT
                     ENTNTRLTRVGYSSKQKHEVSNKQVGAINREKVAEMITSMTVKLPDVTNAATLVTDDE
                     VFVVYRANTTDSKLVADQVYRTALSIVPRYYKAYVSTDQKLISQIQGLQSGALNDTEY
                     TQSLDMLKREMSKNPHLNNTGDQTLNDMIKK"
     gene            complement(4720588..4721319)
                     /locus_tag="BA_5200"
                     /old_locus_tag="BA5200"
                     /db_xref="Pathema:BA_5200"
     CDS             complement(4720588..4721319)
                     /locus_tag="BA_5200"
                     /old_locus_tag="BA5200"
                     /note="identified by match to protein family HMM PF00376;
                     match to protein family HMM PF07739; match to protein
                     family HMM PF09278"
                     /codon_start=1
                     /transl_table=11
                     /product="putative transcriptional activator tipA"
                     /protein_id="AAP28869.1"
                     /db_xref="Pathema:BA_5200"
                     /translation="MAMKVKEVANLVGISVRTLHHYDEIGLLTPDETTESGYRLYSNE
                     NLEMLQQILFFKELGFPLKKIKEIIMSPSFDRKEALQLHKKMLLEKRARLDKVIATID
                     KTIQHTKGEIEMTNKEKFKGFDFSHNPYEEEARERWGDAAVDKANEYAKGMSKEKQEE
                     FNAIYRNLAALRHGAPDSKEAQEAIKVWYDYLQNFSHYSLDAFKGLGQMYVADERFTK
                     NIDKFGEGLAQFMCDAMEVYADRNK"
     gene            4721447..4722220
                     /locus_tag="BA_5201"
                     /old_locus_tag="BA5201"
                     /db_xref="Pathema:BA_5201"
     CDS             4721447..4722220
                     /locus_tag="BA_5201"
                     /old_locus_tag="BA5201"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP28870.1"
                     /db_xref="Pathema:BA_5201"
                     /translation="MVSNTVIASIIFQLIVSILVPIIVLVYFRKKYNINWKVVGVGVL
                     IFIGFTQILETPFHLFMRGNPAIAPILENPFVFALYGGLTAGIFEELGRFVAFFFLLK
                     KYQEYKDGFAYGIGHGGIESILVGGFSAFQALIFANSINNGSFAQMVEKMPELSRLQD
                     MLIQQPAYLYFLGSLERIMALVLQIAFTMLVLYAVKQKKYIFLVYAILFHAFVDFFAA
                     LYQTKTINIFVAEGITLLFTIGAVVLIRKMKEKLMSVPE"
     gene            complement(4722243..4722845)
                     /locus_tag="BA_5202"
                     /old_locus_tag="BA5202"
                     /db_xref="Pathema:BA_5202"
     CDS             complement(4722243..4722845)
                     /locus_tag="BA_5202"
                     /old_locus_tag="BA5202"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28871.1"
                     /db_xref="Pathema:BA_5202"
                     /translation="MSYDNNFFHNSSPSFKLTLYTSTNVENIPFYWKEHNDPIMWKSN
                     VDNRKSRCNDEKMICIVFMICFLSQMSTTYAQSNQKVDYPSNRNKSFVSEDVFYEQLD
                     KKIYKEYNNAAYSVRKKISFKEVPDEEFSFLEKTAAGCRSEVVLQDFFVHPDRQVYFF
                     ASFTQNEIEELHKYIVIDAETKRELQSGKSYHHYDNSYKK"
     gene            4722819..4723373
                     /locus_tag="BA_5203"
                     /old_locus_tag="BA5203"
                     /db_xref="Pathema:BA_5203"
     CDS             4722819..4723373
                     /locus_tag="BA_5203"
                     /old_locus_tag="BA5203"
                     /note="identified by match to protein family HMM PF00300"
                     /codon_start=1
                     /transl_table=11
                     /product="putative phosphoglycerate mutase family protein"
                     /protein_id="AAP28872.1"
                     /db_xref="Pathema:BA_5203"
                     /translation="MKKIIVIRHCSATGQERDAELTTDGKKQANTLATFLLEHHPQID
                     HIISSPFVRAIDSIRPYARQANLSIQEDERLAERILSDVPMDDWMQKLESTFTNIDIA
                     FSGGESTKQATDRAISLIQHVLKLNYTTTLLVTHGNLLTLILKYFDHTIGFHEWKALT
                     NPDVYEIVIDEQCTIKRLWEASSK"
     gene            4723448..4723927
                     /locus_tag="BA_5204"
                     /old_locus_tag="BA5204"
                     /db_xref="Pathema:BA_5204"
     CDS             4723448..4723927
                     /locus_tag="BA_5204"
                     /old_locus_tag="BA5204"
                     /note="identified by match to protein family HMM PF04073"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28873.1"
                     /db_xref="Pathema:BA_5204"
                     /translation="MYEDVLALLHKTNASYEKFEHEPVLDYETDRIVRERLGLQGTPS
                     KSLFLKSKSGDYYVFFTLEGTRLNRGEMKELTGERLSLCSPDELRDKTGCTPGCVAPF
                     GYSHDVTIIVDSAIYTYDKILITPGVPEFTIELSTEELKKILLTCSNAVLEYKQKES"
     gene            complement(4723948..4724844)
                     /gene="lipA"
                     /locus_tag="BA_5205"
                     /old_locus_tag="BA5205"
                     /db_xref="Pathema:BA_5205"
     CDS             complement(4723948..4724844)
                     /gene="lipA"
                     /locus_tag="BA_5205"
                     /old_locus_tag="BA5205"
                     /EC_number="2.8.1.8"
                     /note="identified by match to protein family HMM PF04055;
                     match to protein family HMM TIGR00510"
                     /codon_start=1
                     /transl_table=11
                     /product="lipoyl synthase"
                     /protein_id="AAP28874.1"
                     /db_xref="Pathema:BA_5205"
                     /translation="MTKQTEYKRKPEWLKIKLNTNENYTGLKKMMRSKNLHTVCEEAK
                     CPNIHECWAVRKTATFMILGAVCTRACRFCAVKTGLPTELDLQEPERVADSVVQMGLK
                     HVVITAVARDDLKDGGAAVFAETVRAVRRKNPFTSIEVLPSDMGGVEENLKMLMDAKP
                     DILNHNIETVRRLSNRVRARAKYDRSLEFLRRAKEMQPDIPTKSSIMVGLGETREDLI
                     EAMDDLRANNVDILTLGQYLQPSKKHLPVLKYYPPAEFAELKEIALSKGFSHCEAGPL
                     VRSSYHADEQVRSAKEKTAEAK"
     gene            4725034..4726017
                     /locus_tag="BA_5206"
                     /old_locus_tag="BA5206"
                     /db_xref="Pathema:BA_5206"
     CDS             4725034..4726017
                     /locus_tag="BA_5206"
                     /old_locus_tag="BA5206"
                     /note="identified by match to protein family HMM PF01551"
                     /codon_start=1
                     /transl_table=11
                     /product="peptidase, M23/M37 family"
                     /protein_id="AAP28875.1"
                     /db_xref="Pathema:BA_5206"
                     /translation="MLRKISLLLSICFLLHQNIAYGEDNQQSIYEKRMALYKETEQSS
                     GIPWYYLAAMDQYERNIRSVRKDIPKKPDAIISLYFKPEIWAGPVNGNDTLPHTIALF
                     GGLGLDGDKDGFANANNDRDLLHTAATILKKQGTSEERIKIMLWEYYRRAKTVDLITE
                     YAQIYKHYGRINLEGNAFPLPIRSDHSYRSTFGAGRSFGGRRVHEGTDIFAGYGVPVR
                     STCYGIIETKGWNRLGGWRIGIRDLHNNYHYYAHLGGFSKEIQLGQIVEPGKVIGFVG
                     STGYGPPGTAGKFPPHLHFGMYKDNGYTEWAFDPYMHLSLWERKERANTKR"
     gene            complement(4726054..4726785)
                     /locus_tag="BA_5207"
                     /old_locus_tag="BA5207"
                     /db_xref="Pathema:BA_5207"
     CDS             complement(4726054..4726785)
                     /locus_tag="BA_5207"
                     /old_locus_tag="BA5207"
                     /note="identified by similarity to EGAD:108996; match to
                     protein family HMM PF09560; match to protein family HMM
                     TIGR02832"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28876.1"
                     /db_xref="Pathema:BA_5207"
                     /translation="MSIFRSKNSRFRRGPISFRHILLMSFILFVILLVQGLWIVNSSI
                     QPTLMKYGEVETHKMATAVMTKAVKDRIDEGFDVDSLMKVQNDKNGKVSTINLNTKQV
                     NEIVTSTTTYIEKYLQQVEQGNLNGLGISEKNGATMAVPFGRVTNNALLGNIGPDIPI
                     DFTTIGHVNTDIKQKIEPHGINTTAIQIIMEMEVTLQVVIPFHTKEIKVKQNVPIATR
                     IVQGEVPTYYGSGSVVVPNKKKTDS"
     gene            complement(4726840..4727142)
                     /locus_tag="BA_5208"
                     /old_locus_tag="BA5208"
                     /db_xref="Pathema:BA_5208"
     CDS             complement(4726840..4727142)
                     /locus_tag="BA_5208"
                     /old_locus_tag="BA5208"
                     /note="identified by similarity to GP:10176075; match to
                     protein family HMM PF08827"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28877.1"
                     /db_xref="Pathema:BA_5208"
                     /translation="MVNVEPIIIDNYTFIAVSVKLPKTNLLAVMSDKGYIMCGALDVG
                     LLNEKLGDRGIIAGRAVGVRTIEQLLEAPLESVTIEAEALGITAGTIGKEALLKMR"
     gene            complement(4727208..4728464)
                     /locus_tag="BA_5209"
                     /old_locus_tag="BA5209"
                     /note="5'-nucleotidase family protein, truncation;
                     comparison of this gene to its homologs suggests this gene
                     has been truncated; identified by similarity to
                     GP:2635734"
                     /pseudo
                     /db_xref="Pathema:BA_5209"
     gene            4728730..4729059
                     /locus_tag="BA_5210"
                     /old_locus_tag="BA5210"
                     /db_xref="Pathema:BA_5210"
     CDS             4728730..4729059
                     /locus_tag="BA_5210"
                     /old_locus_tag="BA5210"
                     /note="identified by similarity to GP:15025823"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28878.1"
                     /db_xref="Pathema:BA_5210"
                     /translation="MRKSKRLPFSYEFFCIIIYIGGVLIKLYSLLSLVFSLIGSILFI
                     ASVLYLPNLYLFISFPLVILGFMFSMVAISKNEASKLRFAGIFILLLLILFVLIGIPF
                     IFVGFGF"
     gene            4729323..4729652
                     /locus_tag="BA_5211"
                     /old_locus_tag="BA5211"
                     /db_xref="Pathema:BA_5211"
     CDS             4729323..4729652
                     /locus_tag="BA_5211"
                     /old_locus_tag="BA5211"
                     /note="identified by similarity to GP:15076732; match to
                     protein family HMM PF03551"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, PadR family"
                     /protein_id="AAP28879.1"
                     /db_xref="Pathema:BA_5211"
                     /translation="MDKEILKGSIDILLLSIIKQHDTYGYEIIQKLKENSNDLYTMSQ
                     GTLYPALKRLEQKDLIHSYWGESETGMKRKFYRITTSGKKMLEEKLTAWDSVTALIKT
                     CQKGALN"
     gene            4729862..4730398
                     /locus_tag="BA_5212"
                     /old_locus_tag="BA5212"
                     /db_xref="Pathema:BA_5212"
     CDS             4729862..4730398
                     /locus_tag="BA_5212"
                     /old_locus_tag="BA5212"
                     /note="identified by similarity to OMNI:NTL01BH2297; match
                     to protein family HMM PF04892"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28880.1"
                     /db_xref="Pathema:BA_5212"
                     /translation="MQSSTQKYVEWIGWGLFLPYSFVLLFKLLLGRSAFYFGNLTYFF
                     ETGDWHSIHGGLINLVPLKSTINYLSGFDTTHLLDPYNIDIVLMNTLGNVIIFIPFGF
                     LLPLLFKQINNVKMASKIFIKFILLIESLQLLTFTGVFDIDDIMLNMLGALIGYGSFV
                     GIKYILERVRSVDKVDTI"
     gene            complement(4730754..4732151)
                     /gene="sufB"
                     /locus_tag="BA_5213"
                     /old_locus_tag="BA5213"
                     /db_xref="Pathema:BA_5213"
     CDS             complement(4730754..4732151)
                     /gene="sufB"
                     /locus_tag="BA_5213"
                     /old_locus_tag="BA5213"
                     /note="identified by similarity to EGAD:109032; match to
                     protein family HMM PF01458; match to protein family HMM
                     TIGR01980"
                     /codon_start=1
                     /transl_table=11
                     /product="FeS assembly protein SufB"
                     /protein_id="AAP28881.1"
                     /db_xref="Pathema:BA_5213"
                     /translation="MAKQLPDIGDYKYGFKDKDVSIFRAGRGLTKEIVEEISRMKEEP
                     QWMLDFRLKSLDKFYEMPMPQWGGDLNDLDFDEITYYVKPSEKSEKSWDEVPDEIKAT
                     FDKLGIPEAEQKYLAGVSAQYESEVVYHNMKEDLEALGIVFKDTDSALKENEDIFREH
                     FGKVIPPTDNKFSALNSAVWSGGSFIYVPKGVKVDTPLQAYFRINSENMGQFERTLII
                     VDEGAHVHYVEGCTAPVYTTNSLHSAVVEIIIKKDAYCRYTTIQNWANNVYNLVTKRA
                     VCEENATMEWIDGNLGSKLTMKYPAVILKGEGARGLTLSIAIAGKGQHQDAGAKMIHL
                     APNTSSTIVSKSIAKHGGKVTYRGIVHFGPKAKNSRSNIECDTLIMDNQSTSDTIPYN
                     EIKNDYVSLEHEAKVSKVSEEQLFYLMSRGISEQEATEMIVMGFIEPFTRELPMEYAV
                     EMNRLIKFEMEGSIG"
     gene            complement(4732200..4732631)
                     /gene="sufA"
                     /locus_tag="BA_5214"
                     /old_locus_tag="BA5214"
                     /db_xref="Pathema:BA_5214"
     CDS             complement(4732200..4732631)
                     /gene="sufA"
                     /locus_tag="BA_5214"
                     /old_locus_tag="BA5214"
                     /note="identified by similarity to EGAD:109070; match to
                     protein family HMM PF01592; match to protein family HMM
                     TIGR01994"
                     /codon_start=1
                     /transl_table=11
                     /product="iron-sulfur cluster assembly scaffold SufA"
                     /protein_id="AAP28882.1"
                     /db_xref="Pathema:BA_5214"
                     /translation="MSFNNLDTLYRQVIMDHYKNPRNHGVLEDSVTVNLNNPTCGDRI
                     QLTMKVEEGIVQEAKFEGEGCSISMSSASMMTQAVKGKKIEEALQLSKIFSDMMLGKE
                     YDDSIDLGDIEALQGVCKFPARIKCATLAWKALEKGLNEDK"
     gene            complement(4732621..4733841)
                     /gene="sufS"
                     /locus_tag="BA_5215"
                     /old_locus_tag="BA5215"
                     /db_xref="Pathema:BA_5215"
     CDS             complement(4732621..4733841)
                     /gene="sufS"
                     /locus_tag="BA_5215"
                     /old_locus_tag="BA5215"
                     /EC_number="2.8.1.7"
                     /note="identified by match to protein family HMM PF00266;
                     match to protein family HMM PF01212; match to protein
                     family HMM TIGR01979"
                     /codon_start=1
                     /transl_table=11
                     /product="cysteine desulfurase SufS"
                     /protein_id="AAP28883.1"
                     /db_xref="Pathema:BA_5215"
                     /translation="MNIHEIRKQFPILDQKVNGKQLVYFDSAATSQKPIQVIETLERY
                     YKEYNSNVHRGVHTLGTKATDAYEGAREKVRKFINAKSMEEIIFTCGTTTALNTVAAS
                     YGLENVKEGDEIVISYMEHHSNIIPWQQVAKKTGATLKYLPLQPDGTISIEDARQTIT
                     PNTKIVSIMYVSNVLGTINPVKEIGAIAHENGAIMVVDGAQSTPHMKVDVQDLNCDFY
                     ALSAHKMCGPTGIGVLYGKKELLNNMEPIEFGGEMIDFVDLQESTWKELPWKFEAGTP
                     IIGNAIGLGAAIDFLEEIGLDNIEKHEHELAQYALERLSEVDGVTIYGPKHRAGLVTF
                     NIEDVHPHDVATVLDVEGIAVRAGHHCAQPLMKWLKASSTARASFYLYNTKEEIDTFV
                     ESLIKTKEYFTNVI"
     gene            complement(4733841..4735133)
                     /gene="sufD"
                     /locus_tag="BA_5216"
                     /old_locus_tag="BA5216"
                     /db_xref="Pathema:BA_5216"
     CDS             complement(4733841..4735133)
                     /gene="sufD"
                     /locus_tag="BA_5216"
                     /old_locus_tag="BA5216"
                     /note="identified by similarity to EGAD:109075; match to
                     protein family HMM PF01458; match to protein family HMM
                     TIGR01981"
                     /codon_start=1
                     /transl_table=11
                     /product="FeS assembly protein SufD"
                     /protein_id="AAP28884.1"
                     /db_xref="Pathema:BA_5216"
                     /translation="MTIGTLPFDQETIRQRASEVNEAAWLTEFRLQALAQATELPMPT
                     PDKTKIEKWDFIGKGDAAKQEPVSSLTELPEAVKNLIDENNSVLVQRTGTTAFVSLAD
                     EAKEKGVIFTDIVTAATEHAELVQKYLMKDGVKVDEHRLTALHAALINGGAFVYVPKN
                     VVLETPLQAVFLVDGEEANVYNHVLFVADANSTATYVENYVANENAKGIANIVAEVIV
                     EQGAQVKFGAVDLLAKDVTTYVNRRGVVGRDGRIDWALGLMNDGNTISENVTNLMGDG
                     SYADTKTVTIGRGNQTQNFTTKVVHFGKHSEGWILKHGVQKDSATSIFNGIGKIEHGA
                     SKSNAQQSSRVLMLDEKARGDASPILLIDEDDVMAGHAASVGRVDPVQLYYLMSRGIP
                     KREAERLVIHGFLAPVVNELPIEGVKAQLVEVIERKVR"
     gene            complement(4735149..4735934)
                     /gene="sufC"
                     /locus_tag="BA_5217"
                     /old_locus_tag="BA5217"
                     /db_xref="Pathema:BA_5217"
     CDS             complement(4735149..4735934)
                     /gene="sufC"
                     /locus_tag="BA_5217"
                     /old_locus_tag="BA5217"
                     /note="identified by match to protein family HMM PF00005;
                     match to protein family HMM TIGR01978"
                     /codon_start=1
                     /transl_table=11
                     /product="FeS assembly ATPase SufC"
                     /protein_id="AAP28885.1"
                     /db_xref="Pathema:BA_5217"
                     /translation="MAGSTLTVKDLHVSIDGKEILKGVNLEVKGGEIHAIMGPNGTGK
                     STLSSAIMGHPKYEVTEGSIIIDGEDVLEMEVDERAQAGLFLAMQYPSEISGVTNADF
                     LRSAINARREEGDEISLMKFIRKLDKNMEFLEMDPEMAQRYLNEGFSGGEKKRNEILQ
                     LMMIEPKIAILDEIDSGLDIDALKVVSKGINEMRGEEFGCLMITHYQRLLNYITPDFV
                     HVMMNGRIVKSGGPELAQRLEAEGYDWIKKELGIEDETTEQEA"
     gene            complement(4736173..4736979)
                     /locus_tag="BA_5219"
                     /old_locus_tag="BA5219"
                     /db_xref="Pathema:BA_5219"
     CDS             complement(4736173..4736979)
                     /locus_tag="BA_5219"
                     /old_locus_tag="BA5219"
                     /note="identified by similarity to GP:17984003; match to
                     protein family HMM PF03180"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter, substrate-binding
                     protein"
                     /protein_id="AAP28886.1"
                     /db_xref="Pathema:BA_5219"
                     /translation="MKKILLSVVTALSVFTLAACGGKEENKLVVGASNVPHAVILEKA
                     QPILEKKGIKLEIKKFQDYVLPNKALADKEIDANYFQHIPYLDKEIQEKGYKIVNAGK
                     IHLEPMGIYSKRYKSLKDLPDGGTVIMSNNVAERGRMLALLQKGGVIKLKDGVDVVKA
                     TVKDVVENPKNLKFKTDVEPGLSPKLYENNEGDALFINSNYAIDAKLNPTKDAIAIEG
                     SDSPYANIIAVRKGDEKKKEIKELVEVLHSKEIQDFINKEYKGAVLPVSE"
     gene            complement(4737052..4737864)
                     /locus_tag="BA_5220"
                     /old_locus_tag="BA5220"
                     /db_xref="Pathema:BA_5220"
     CDS             complement(4737052..4737864)
                     /locus_tag="BA_5220"
                     /old_locus_tag="BA5220"
                     /note="identified by similarity to GP:17984003; match to
                     protein family HMM PF03180"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter, substrate-binding
                     protein"
                     /protein_id="AAP28887.1"
                     /db_xref="Pathema:BA_5220"
                     /translation="MKKLLLTALISTSIFGLAACGGKDNDEKKLVVGASNVPHAEILE
                     KAKPLLEKKGIELEVKKFQDYVLPNKSLADKDLDANYFQHIPYLEKEIKDKKYEFEVA
                     GKIHLEPIGVYSQKYKSLKELPDGATIIMSNSVADHGRGLAILQKEGILKIKDGVDPV
                     KATPKDIADNPKNLKFKTDIEPGLLPQVYNNKEGDAVLINSNYAIDTKLNPEKDAIAI
                     ESNDSPYANVVAVRKGDKDKKEIKELVEVLHSKEIEDFINKEYKGAVVPVKE"
     gene            complement(4737888..4738553)
                     /locus_tag="BA_5221"
                     /old_locus_tag="BA5221"
                     /db_xref="Pathema:BA_5221"
     CDS             complement(4737888..4738553)
                     /locus_tag="BA_5221"
                     /old_locus_tag="BA5221"
                     /note="identified by similarity to GP:10176103; match to
                     protein family HMM PF00528"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, permease protein"
                     /protein_id="AAP28888.1"
                     /db_xref="Pathema:BA_5221"
                     /translation="MDKLLTNVDWNQMLEATGETLYMTAIAALATFILGLILGLLLFM
                     TAKDNLWENKAVNTAIGAFVNIFRSIPFIILIILLIPFTKILLGTILGASAALPALII
                     GAAPFYARMVEIALREIDKGVIEASKAMGAKTSTIILKVLIPESLPALVSGITVTTIA
                     LVGYTAMAGVVGAGGLGTLAYLEGFQRGNNDVTIVATICVLLVVFFIQWIGDRVTTRI
                     DKR"
     gene            complement(4738546..4739571)
                     /locus_tag="BA_5222"
                     /old_locus_tag="BA5222"
                     /db_xref="Pathema:BA_5222"
     CDS             complement(4738546..4739571)
                     /locus_tag="BA_5222"
                     /old_locus_tag="BA5222"
                     /note="identified by match to protein family HMM PF00005;
                     match to protein family HMM PF09383"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP28889.1"
                     /db_xref="Pathema:BA_5222"
                     /translation="MILLENVKKIYKAKSGDVTAVDNANLKIDKGEIFGVIGYSGAGK
                     SSLIRLFNQLEKPTSGQITIANRVISAITGSELRKARQEIGMIFQHFNLLWSRTVREN
                     IEFPLEIAGVDKAKRRKRVDELIHLVGLEGRGDAYPSQLSGGQKQRVGIARALANNPQ
                     VLLCDEATSALDPETTDQILDLLLDINKRLGLTIVLITHEMHVIRKICNRVAVMEKGK
                     IVETGPVLDVFRNPQQDITKRFVQQLTDSEDTNETIESLIEKYPDGKVIRLQFIGEAV
                     ERPVLQRLMQRSDIEVSILQGNIAQTNNGSYGSLVVHLNGEETAIQQAIEGIHQDQVE
                     LEVIAHG"
     gene            complement(4740103..4740447)
                     /locus_tag="BA_5224"
                     /old_locus_tag="BA5224"
                     /db_xref="Pathema:BA_5224"
     CDS             complement(4740103..4740447)
                     /locus_tag="BA_5224"
                     /old_locus_tag="BA5224"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28890.1"
                     /db_xref="Pathema:BA_5224"
                     /translation="MKLYSLLQSFVNYANGQYHLEPLLRQGEKTVNFRFGDESCSLQI
                     SKDYIELLHEERGTEQIVCVDEEDVKQLVNGHVRLQTLMNDGRIQYSGTYRTMLLIES
                     MFHICKPMSVGA"
     gene            complement(4740602..4740910)
                     /locus_tag="BA_5225"
                     /old_locus_tag="BA5225"
                     /db_xref="Pathema:BA_5225"
     CDS             complement(4740602..4740910)
                     /locus_tag="BA_5225"
                     /old_locus_tag="BA5225"
                     /note="identified by similarity to SP:P14949"
                     /codon_start=1
                     /transl_table=11
                     /product="putative thioredoxin"
                     /protein_id="AAP28891.1"
                     /db_xref="Pathema:BA_5225"
                     /translation="MIEVIDWTGAEATALIENEEKTVLYVYTPMCGTCQLAKKMLTVV
                     EMTIEDLKIGMLDLNYAPHFAKEYGIESVPCLLVFENGTLIKKIYAFHSVEYLYTELK
                     "
     gene            complement(4740914..4741258)
                     /locus_tag="BA_5226"
                     /old_locus_tag="BA5226"
                     /db_xref="Pathema:BA_5226"
     CDS             complement(4740914..4741258)
                     /locus_tag="BA_5226"
                     /old_locus_tag="BA5226"
                     /note="identified by match to protein family HMM PF01751"
                     /codon_start=1
                     /transl_table=11
                     /product="Toprim domain protein"
                     /protein_id="AAP28892.1"
                     /db_xref="Pathema:BA_5226"
                     /translation="MIYVEKVIIVEGTSDRRKIESIIREPVEIVCTNGTIGLSTMDEL
                     VDQFFDKEVYVLVDADDAGEKLRKQFRKEFPQAEHIYIDRSYREVATAPSSHLANVLW
                     GADIDVYTEYLR"
     gene            4741542..4741634
                     /locus_tag="BA_5227"
                     /old_locus_tag="BA5227"
                     /db_xref="Pathema:BA_5227"
     CDS             4741542..4741634
                     /locus_tag="BA_5227"
                     /old_locus_tag="BA5227"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28893.1"
                     /db_xref="Pathema:BA_5227"
                     /translation="MQEEAKPPNNLAAGAGQRKAQAARSDYKAP"
     gene            complement(4741755..4742138)
                     /gene="gcvH"
                     /locus_tag="BA_5228"
                     /old_locus_tag="BA5228"
                     /db_xref="Pathema:BA_5228"
     CDS             complement(4741755..4742138)
                     /gene="gcvH"
                     /locus_tag="BA_5228"
                     /old_locus_tag="BA5228"
                     /note="identified by match to protein family HMM PF01597;
                     match to protein family HMM TIGR00527"
                     /codon_start=1
                     /transl_table=11
                     /product="glycine cleavage system H protein"
                     /protein_id="AAP28894.1"
                     /db_xref="Pathema:BA_5228"
                     /translation="MSIPNNLRYSEEHEWVKTEGNEVVIGITHFAQNELGDIVFVELP
                     EVGATIEADEPFGSVESVKTVSELYAPVSGKVVAVNEELSDQPELVNESPYEGAWMVK
                     VELSDASQVEKLLTAEKYAEMTNQD"
     gene            complement(4742180..4742545)
                     /locus_tag="BA_5229"
                     /old_locus_tag="BA5229"
                     /db_xref="Pathema:BA_5229"
     CDS             complement(4742180..4742545)
                     /locus_tag="BA_5229"
                     /old_locus_tag="BA5229"
                     /note="identified by similarity to GP:10176108; match to
                     protein family HMM PF03960; match to protein family HMM
                     TIGR01617"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28895.1"
                     /db_xref="Pathema:BA_5229"
                     /translation="MTVTFYSYPKCGTCQKAKKWFEANDVAYEMIHIVENPPSKEDLR
                     NLHEKSELPLKKFFNTSGMRYRELGLKDKLKDASEDEMYELLASDGMLIKRPIVTDGT
                     KVTLGFNEEQFESVWKKYQ"
     gene            complement(4743076..4743336)
                     /locus_tag="BA_5230"
                     /old_locus_tag="BA5230"
                     /db_xref="Pathema:BA_5230"
     CDS             complement(4743076..4743336)
                     /locus_tag="BA_5230"
                     /old_locus_tag="BA5230"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28896.1"
                     /db_xref="Pathema:BA_5230"
                     /translation="MNFERCYMFTNKKLIRFGLTLLVCLWVIDFTISYFQTYLESAGI
                     KWVVSETWRTILLDAPESILVILGAIALYDFTKETSPKDASI"
     gene            complement(4743326..4743424)
                     /locus_tag="BA_5231"
                     /old_locus_tag="BA5231"
                     /db_xref="Pathema:BA_5231"
     CDS             complement(4743326..4743424)
                     /locus_tag="BA_5231"
                     /old_locus_tag="BA5231"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28897.1"
                     /db_xref="Pathema:BA_5231"
                     /translation="MHIVFIWIFFMIKLNIRIFVYEELKTEISNEF"
     gene            complement(4743445..4743783)
                     /locus_tag="BA_5232"
                     /old_locus_tag="BA5232"
                     /db_xref="Pathema:BA_5232"
     CDS             complement(4743445..4743783)
                     /locus_tag="BA_5232"
                     /old_locus_tag="BA5232"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28898.1"
                     /db_xref="Pathema:BA_5232"
                     /translation="MNGFQRDGGKEKFQQAKFAGEGKGILIINHAMKVMCIHGFFLAT
                     ISYLLVLRYAAGYLLWVGSQEQGFPLISRAGIVYIVVQMISLFMRVFVGIAKAILPYT
                     SRAFLLTVIS"
     gene            complement(4743825..4744214)
                     /locus_tag="BA_5233"
                     /old_locus_tag="BA5233"
                     /db_xref="Pathema:BA_5233"
     CDS             complement(4743825..4744214)
                     /locus_tag="BA_5233"
                     /old_locus_tag="BA5233"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP28899.1"
                     /db_xref="Pathema:BA_5233"
                     /translation="MLKTIKNTLLFFLCLVVLSGCFTREGTIVGGKVHGGSNSIDGKY
                     KSFTGFATQDMDVKKGESWTFTFEDKTKQGTIKAYVLDSNDNTILEVNSGNSKNNIKV
                     SKDDTYKVKIITEEHGGEFEISWKKEK"
     gene            complement(4744295..4744523)
                     /locus_tag="BA_5234"
                     /old_locus_tag="BA5234"
                     /note="conserved hypothetical protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_5234"
     gene            complement(4744538..4744732)
                     /locus_tag="BA_5235"
                     /old_locus_tag="BA5235"
                     /db_xref="Pathema:BA_5235"
     CDS             complement(4744538..4744732)
                     /locus_tag="BA_5235"
                     /old_locus_tag="BA5235"
                     /note="identified by similarity to GP:6523560"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28900.1"
                     /db_xref="Pathema:BA_5235"
                     /translation="MYDFRKFEKNLKVLFVICFLGTIIFTMFDATYNLKEKIIFSLIY
                     LITVPISFFILYKIGKFFIK"
     gene            complement(4744744..4744974)
                     /locus_tag="BA_5236"
                     /old_locus_tag="BA5236"
                     /db_xref="Pathema:BA_5236"
     CDS             complement(4744744..4744974)
                     /locus_tag="BA_5236"
                     /old_locus_tag="BA5236"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28901.1"
                     /db_xref="Pathema:BA_5236"
                     /translation="MGNAEVADKIDKNGFELGEEASLARYEAGIDIPIPFTDHDLHLG
                     GSLKVSSSGFKVKFPWGPGASPVGTGVEVEIK"
     gene            complement(4745027..4745557)
                     /locus_tag="BA_5237"
                     /old_locus_tag="BA5237"
                     /db_xref="Pathema:BA_5237"
     CDS             complement(4745027..4745557)
                     /locus_tag="BA_5237"
                     /old_locus_tag="BA5237"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP28902.1"
                     /db_xref="Pathema:BA_5237"
                     /translation="MKRLSYFLVFILICLVSAGCAKDKEGEKLEYNGRALVIGVVGEK
                     PKDTFRNVKFEEMKLEELEKKSKEVDGFLIMKAHFQEASTDQYKNVFSSLKKPVFFIG
                     LQDKSYSIFITKGIEYNSARKDVNAMYTQGFANIGSGEGQQWGIGLSNGGNVEESIHN
                     MYIVVFQTIADYLNRG"
     gene            4745701..4746348
                     /locus_tag="BA_5238"
                     /old_locus_tag="BA5238"
                     /db_xref="Pathema:BA_5238"
     CDS             4745701..4746348
                     /locus_tag="BA_5238"
                     /old_locus_tag="BA5238"
                     /codon_start=1
                     /transl_table=11
                     /product="PAP2 family protein"
                     /protein_id="AAP28903.1"
                     /db_xref="Pathema:BA_5238"
                     /translation="MKKFKLSSFLPLSYILLLVLVSPLYDVLNKSTVHAVDVTTVVDD
                     WIPFVKAFIIPYLIWFPYLYGALIYYCFADRKQYYVTLSSIILGKLACFSIYYFWQTT
                     VPRPTVVGTDVFSELVRYIYSIDQPVNCFPSIHVLTTFVIMLAAFKRREQHAFEYYTL
                     TFFGTLIILSTLFTKQHAFVDAISGMTLASVLYFGVQLLLAKETVRVPVKQHHKM"
     gene            complement(4746405..4747418)
                     /locus_tag="BA_5239"
                     /old_locus_tag="BA5239"
                     /db_xref="Pathema:BA_5239"
     CDS             complement(4746405..4747418)
                     /locus_tag="BA_5239"
                     /old_locus_tag="BA5239"
                     /note="identified by similarity to GP:16411615"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28904.1"
                     /db_xref="Pathema:BA_5239"
                     /translation="MKEYIMSRVFKASAGIAQGIFVSLGIGLLIENIGRIVDIPLLIT
                     IGVVAKSLMAPAIGAGIAFMLGANGLVIFSAMVAGAIGAGSISITEAGLIIKTGEPIG
                     ALLTATLAVYIGKRLSGKTALDMMLVPFAAILGSGLVGIWLSHNITPVLNAVGAFIKD
                     SSAGSPFIASIVIAVVWGLLLISPASSAALAIALSLDGVAGGAALAGCVAQFIGFSVI
                     SAKENNLGGILAQALCTPKVQLPNITKNPMILVPTVVASAIVGPVSALIFQLEAGKEI
                     AGLGLSSLIAPINLISSEGWEVVPAMVITYIIIPVAVSYILYIALKKAGRIHSGDMTV
                     PQS"
     gene            complement(4747441..4748391)
                     /gene="ldh3"
                     /locus_tag="BA_5240"
                     /old_locus_tag="BA5240"
                     /db_xref="Pathema:BA_5240"
     CDS             complement(4747441..4748391)
                     /gene="ldh3"
                     /locus_tag="BA_5240"
                     /old_locus_tag="BA5240"
                     /EC_number="1.1.1.27"
                     /note="identified by match to protein family HMM PF00056;
                     match to protein family HMM PF02866; match to protein
                     family HMM TIGR01771"
                     /codon_start=1
                     /transl_table=11
                     /product="L-lactate dehydrogenase"
                     /protein_id="AAP28905.1"
                     /db_xref="Pathema:BA_5240"
                     /translation="MKRHTRKIAIIGTGLVGSSCAYSIVNQGICEELLLIDINHERAV
                     GEAMDLSHCINFTNTRTKVYAGSYEDCKDMDIVIITAGPAPKPGQSRLDTLGASAKIM
                     ESVVGGVMESGFDGIFLLASNPVDIITYQVWKLSGLPRNRVIGTGTSLDSSRLRTILS
                     EMLHVDPRSIHGYSLGEHGDSQMVAWSHVTVGGKPILQILEEQKERFGEIDLDEIVEK
                     TAKAGWEIYKRKGTTYYGIGNSLAYIASSIFNDDHRVIAVSAILDGEYGEYDICTGVP
                     AIITRDGIREIVELNLTEDEESRFAKSNDILRDYMKTIGY"
     gene            complement(4748637..4748885)
                     /locus_tag="BA_5241"
                     /old_locus_tag="BA5241"
                     /db_xref="Pathema:BA_5241"
     CDS             complement(4748637..4748885)
                     /locus_tag="BA_5241"
                     /old_locus_tag="BA5241"
                     /note="identified by similarity to GP:15025715; match to
                     protein family HMM PF07875"
                     /codon_start=1
                     /transl_table=11
                     /product="spore coat protein F-related protein"
                     /protein_id="AAP28906.1"
                     /db_xref="Pathema:BA_5241"
                     /translation="MNEKDMVNDYLAGLNASLTSYANYIAQSDNEQLHQTLIQIRNQD
                     EMRQRNMYEYAKQKSYYKPAAPANPMIVQQLKSQLSAE"
     gene            complement(4748899..4749084)
                     /locus_tag="BA_5242"
                     /old_locus_tag="BA5242"
                     /db_xref="Pathema:BA_5242"
     CDS             complement(4748899..4749084)
                     /locus_tag="BA_5242"
                     /old_locus_tag="BA5242"
                     /note="identified by similarity to GP:18143911"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28907.1"
                     /db_xref="Pathema:BA_5242"
                     /translation="MQNLTELEVENLRHLIGGHATIINKLEQYAQTCTDPQLKQMLQK
                     DAQDARNTKQQLMTFLG"
     gene            complement(4749231..4749914)
                     /locus_tag="BA_5243"
                     /old_locus_tag="BA5243"
                     /db_xref="Pathema:BA_5243"
     CDS             complement(4749231..4749914)
                     /locus_tag="BA_5243"
                     /old_locus_tag="BA5243"
                     /note="identified by match to protein family HMM PF02517"
                     /codon_start=1
                     /transl_table=11
                     /product="CAAX amino terminal protease family protein"
                     /protein_id="AAP28908.1"
                     /db_xref="Pathema:BA_5243"
                     /translation="MERKIENITYKNLFVMIAMIIGISLLGGLFLGLAFGIYGEEALS
                     TKLEGYYLLLFDASVVAIVLLVYKPVLHFIKSIWDLSVLKSGKTYLYLLVGFIIIAVS
                     QYLMLHVFSFESAAEQKEQLGSLGLQNSIQSIIYVLSVAIITPVKEEILFRGILYRFL
                     EKKYNFLVSIMISSFVFGILHGGLLITATIMGMVFAMLYKKTQSIIPSIILHIVWNLL
                     VSISMIVSL"
     gene            complement(4750532..4751080)
                     /locus_tag="BA_5244"
                     /old_locus_tag="BA5244"
                     /db_xref="Pathema:BA_5244"
     CDS             complement(4750532..4751080)
                     /locus_tag="BA_5244"
                     /old_locus_tag="BA5244"
                     /note="identified by match to protein family HMM PF00440"
                     /codon_start=1
                     /transl_table=11
                     /product="putative transcriptional regulator"
                     /protein_id="AAP28909.1"
                     /db_xref="Pathema:BA_5244"
                     /translation="MSPRIGLTLPKIVETAVEIADANGIQEVTLASLAQRLGIRSPSL
                     YNHVKGLQDVRKHLGIYGIQQLHNRLEEAAKDKRIDEAIHALGEAYVAFVRKHPGLYE
                     ATFLRDEEVRKAGDGIVKLCLQVLQQYGLEGENALHATRGFRSICHGFASIEQQGGFG
                     LPLDLDTSLHVLLETFIKGLRE"
     gene            complement(4751084..4751806)
                     /locus_tag="BA_5245"
                     /old_locus_tag="BA5245"
                     /db_xref="Pathema:BA_5245"
     CDS             complement(4751084..4751806)
                     /locus_tag="BA_5245"
                     /old_locus_tag="BA5245"
                     /note="identified by match to protein family HMM PF00753"
                     /codon_start=1
                     /transl_table=11
                     /product="metallo-beta-lactamase family protein"
                     /protein_id="AAP28910.1"
                     /db_xref="Pathema:BA_5245"
                     /translation="MRMMHEKTVYQLSFLPRVFPVNCYFVEEEDGLTLIDAALPYSAK
                     GILQAAEKIGKPITNIVLTHAHDDHIGALDALKEVLPHVPVYISKRDAKLLEGDTTLQ
                     KNEPNTPIKGGVPKKVKTAPDILLEDSDRVGSLLAIMTPGHTPGSMSFLDVRNKALIV
                     GDAFQTRGGTAVSGQMKFWFPFPAMATWSKEMALQSAEKLREYEPSLLAAGHGKMIND
                     PEAVIELAIQEAKRNIESRKEG"
     gene            complement(4751945..4753729)
                     /locus_tag="BA_5246"
                     /old_locus_tag="BA5246"
                     /db_xref="Pathema:BA_5246"
     CDS             complement(4751945..4753729)
                     /locus_tag="BA_5246"
                     /old_locus_tag="BA5246"
                     /EC_number="1.3.99.-"
                     /note="identified by match to protein family HMM PF00441;
                     match to protein family HMM PF02770; match to protein
                     family HMM PF02771; match to protein family HMM PF08028"
                     /codon_start=1
                     /transl_table=11
                     /product="acyl-CoA dehydrogenase"
                     /protein_id="AAP28911.1"
                     /db_xref="Pathema:BA_5246"
                     /translation="MEKTVGNAVKGGSFLVDEITIDQVFTPEDFSSEHKMIAKTTEDF
                     IVNEVLPELEYLEQHEFDRSVRLLKEAGELGLLGADVPEEYGGIGLDKVSSALIAEKF
                     SRAGGFAITHGAHVGIGSLPIVLFGNEEQKKKYLPLLATGEKLAAYALTEPGSGSDAL
                     GAKTTARLNAEGTHYVLNGEKQWITNSAFADVFIVYAKIDGEHFSAFIVEKDYAGVST
                     SPEEKKMGIKCSSTRTLILEDALVPKENLLGEIGKGHIIAFNILNIGRYKLGVGTVGS
                     AKRAVEISAQYANQRQQFKQPIARFPLIQEKLANMAAKTYAAESSVYRTVGLFESRMS
                     TLSEEEVKDGKAVAASIAEYAIECSLNKVFGSEVLDYTVDEGVQIHGGYGFMAEYEIE
                     RMYRDSRINRIFEGTNEINRLIVPGTFLRKAMKGELPLLQKAQKLQEELMMMMPEEVG
                     DEPLALQKYLVNNAKKIGLMVAGLAAQKYGKALDKEQEILVNIADIVSNLYAMESAVL
                     RTEKAIKTTGLEKNKQKVLYTEVFCQEAFNEIEAHAKETLIAVENGDMLRMMLSSLRK
                     LTRHTPLNVIPKKREIAAKILEDERYTV"
     gene            complement(4753882..4753998)
                     /locus_tag="BA_5247"
                     /old_locus_tag="BA5247"
                     /db_xref="Pathema:BA_5247"
     CDS             complement(4753882..4753998)
                     /locus_tag="BA_5247"
                     /old_locus_tag="BA5247"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28912.1"
                     /db_xref="Pathema:BA_5247"
                     /translation="MEAARLECEGDGASDVEAHFASQEEAKPPNILATGTGL"
     gene            complement(4754004..4755176)
                     /locus_tag="BA_5248"
                     /old_locus_tag="BA5248"
                     /db_xref="Pathema:BA_5248"
     CDS             complement(4754004..4755176)
                     /locus_tag="BA_5248"
                     /old_locus_tag="BA5248"
                     /note="identified by match to protein family HMM PF00108;
                     match to protein family HMM PF02803; match to protein
                     family HMM TIGR01930"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyl-CoA acetyltransferase"
                     /protein_id="AAP28913.1"
                     /db_xref="Pathema:BA_5248"
                     /translation="MREAVIVAGARTPIGKAKRGSLKTVRPDDLGALVVKETLKRANY
                     EGPIDDLIFGCAMPEAEQGLNMARNIGGLAGLSYDVPAITINRYCSSGLQSIAYGAER
                     IMLGHSEAVLSGGAESMSLVPMMGHVVRPNSRLVEAAPEYYMGMGHTAEQVAVKYGIS
                     REEQDAFAVRSHQRAAKALAAGNFADETVSVDVTLRTVGANNKLQEETITFAQDEGVR
                     AETTLDILGKLRPAFNVRGSVTAGNSSQMSDGAASVLLMDREKAVSDGMKPLAKFRSF
                     AVAGVPPEVMGIGPIAAIPKALKLAGLELSDIGLFELNEAFASQSIQVIRELGLDEEK
                     VNVNGGAIALGHPLGCTGAKLTLSLIHEMKRRNEQFGIVTMCIGGGMGAAGVFELL"
     gene            complement(4755198..4757579)
                     /locus_tag="BA_5249"
                     /old_locus_tag="BA5249"
                     /db_xref="Pathema:BA_5249"
     CDS             complement(4755198..4757579)
                     /locus_tag="BA_5249"
                     /old_locus_tag="BA5249"
                     /note="identified by match to protein family HMM PF00378;
                     match to protein family HMM PF00725; match to protein
                     family HMM PF02737"
                     /codon_start=1
                     /transl_table=11
                     /product="3-hydroxyacyl-CoA dehydrogenase/enoyl-CoA
                     hydratase/isomerase family protein"
                     /protein_id="AAP28914.1"
                     /db_xref="Pathema:BA_5249"
                     /translation="MFQIKKAAVLGSGVMGSGIAAHLANIGIPTLLLDIVPPALTKEE
                     EAKGLTLEHKSVRNRFSNTAVQKLLKQKPAPLTVKGNLALIEAGNLEDDLERLADVDW
                     IIEVVVENLDIKKKLFEKVDAVRKPGSIVSSNTSGISVEKMAEGRSDDFQKHFLGTHF
                     FNPPRYLKLLEVIPTKKTDPQVLSFMKLFGEDVLGKGVVIAKDTPNFIGNRIGTYGLL
                     VTLQEMVKRGYSIGEVDSVTGPLIGRPKSATFRTLDVVGLDTFVYVANNVYENVQEKE
                     RDVFKVPAFMHDMLDKKWLGSKTGQGFFLKQGKEILELNPETMEYEARKKLKAASIEL
                     SKQEKGLSNKLKALVYAKDRAGELLWNIITPTLLYSAKLHKEIADDIVAIDQAMKWGF
                     GWEQGPFEVWDAIGVEKSVQKMEESGAVIPAWVKEMLEKGFTTFYKHDNGDSYYYDNG
                     EYKLIECNKKAISLKQLKAKNGVLKKNSGASLIDLGDGILCLEFHSKSNAIGMDITQM
                     INYAVDEVEKNYKGLVIGNQSKNFCVGANLAMILMEAQDDNYFEIEWVVKNFQDAMMK
                     IKYSSKPVVAAPYGMTLGGGTEVCLPAASIQASSETYMGLVEVGVGLIPGGGGNKELY
                     IKHLNKMANGVEFDLQKVANKVFETVAMAKVLTSGQEAVSHNFLGDKDGISVNGDHLL
                     YDAKQKALALYEAGYKAPIRKKIPVVGETGYATLALGAEAMHLSGYISEYDLHIAKKL
                     AYVIAGGKVPYGTEVDEQYLLDVEREAFISLVSEMKSQARMQHMLVKGKPLRN"
     gene            complement(4757677..4757775)
                     /locus_tag="BA_5250"
                     /old_locus_tag="BA5250"
                     /db_xref="Pathema:BA_5250"
     CDS             complement(4757677..4757775)
                     /locus_tag="BA_5250"
                     /old_locus_tag="BA5250"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28915.1"
                     /db_xref="Pathema:BA_5250"
                     /translation="MYFSEENTYIAWANKRKIFISENFINKYIAKI"
     gene            4757815..4757961
                     /locus_tag="BA_5251"
                     /old_locus_tag="BA5251"
                     /db_xref="Pathema:BA_5251"
     CDS             4757815..4757961
                     /locus_tag="BA_5251"
                     /old_locus_tag="BA5251"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28916.1"
                     /db_xref="Pathema:BA_5251"
                     /translation="MAKLKKNPSKAGISAASVTGNAGPTDRGVEKGRQGNNQQYKKHN
                     MGEK"
     gene            4758049..4758888
                     /locus_tag="BA_5252"
                     /old_locus_tag="BA5252"
                     /db_xref="Pathema:BA_5252"
     CDS             4758049..4758888
                     /locus_tag="BA_5252"
                     /old_locus_tag="BA5252"
                     /note="identified by similarity to SP:P38422; match to
                     protein family HMM PF00768; match to protein family HMM
                     PF00905"
                     /codon_start=1
                     /transl_table=11
                     /product="serine-type D-Ala-D-Ala carboxypeptidase"
                     /protein_id="AAP28917.1"
                     /db_xref="Pathema:BA_5252"
                     /translation="MKRTIVMIVMIATLFTGMIFFSYAQRQQAVRADQPSITGQYGIT
                     IDADTGEILYGKREDERSYPASIAKMMTTLLLLENVKEDEEITVTENAIKTESQSKKI
                     KLRAGEKLKRDEALKLMLIISADPIAESIAEHIAGSKNEFVKMMNARAKELGTKHATF
                     KNASGADALGNKVSPYDIAMITKEALKYPVVLEYMNSTRTTLHTSERSPNIANYGREE
                     LYDDPYAIGSKSGLSALGKYTVVTVDEKDGKRVINVVLSSTRKQLYPDTKKMAHYAFQ
                     QLK"
     gene            complement(4758911..4759828)
                     /locus_tag="BA_5253"
                     /old_locus_tag="BA5253"
                     /db_xref="Pathema:BA_5253"
     CDS             complement(4758911..4759828)
                     /locus_tag="BA_5253"
                     /old_locus_tag="BA5253"
                     /note="identified by match to protein family HMM PF01619"
                     /codon_start=1
                     /transl_table=11
                     /product="proline dehydrogenase family protein"
                     /protein_id="AAP28918.1"
                     /db_xref="Pathema:BA_5253"
                     /translation="MEQLMRNSFLFLSKNKALTKLAKKYGLRFGAGRFVAGETIELAT
                     AAIQALNKQGLCVTIDYLGEFVDNEAEANEMANQSIEAIRAIGREGLDSQLSLKMTSM
                     GLDISDEIVMNNMRRILEAAKENGVFVTIDMEDYTRCGKTIDIFKQLKSEYDNIGTVI
                     QAYLYRTEKDIEDLNAYNPNLRLVKGAYKEPEEVAFPDKKDVDDNYKKIIKMHLLNGN
                     YTAIASHDEAIIEYTKKLAEEHNIPRDQFEFQMLYGIRNERQLELVKEGYKMRVYVPY
                     GNDWYGYFMRRLAERPANVAFVLKGMVKK"
     gene            complement(4760138..4760383)
                     /locus_tag="BA_5254"
                     /old_locus_tag="BA5254"
                     /db_xref="Pathema:BA_5254"
     CDS             complement(4760138..4760383)
                     /locus_tag="BA_5254"
                     /old_locus_tag="BA5254"
                     /note="identified by similarity to GP:10176115"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28919.1"
                     /db_xref="Pathema:BA_5254"
                     /translation="MSEKFNEQFDGLLEKYTELLLGESNEERKEQVQKWALYSYIAKT
                     MPALVKHWNETYPDAKEEMVQLITNIKKLNEEKRNEQ"
     gene            complement(4760432..4760734)
                     /locus_tag="BA_5255"
                     /old_locus_tag="BA5255"
                     /db_xref="Pathema:BA_5255"
     CDS             complement(4760432..4760734)
                     /locus_tag="BA_5255"
                     /old_locus_tag="BA5255"
                     /note="identified by similarity to OMNI:NTL01BH1440; match
                     to protein family HMM PF01910; match to protein family HMM
                     TIGR00106"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein TIGR00106"
                     /protein_id="AAP28920.1"
                     /db_xref="Pathema:BA_5255"
                     /translation="MAIVDVSIIPVGTGNPSVSEYVAEVQKVLEKNADRVKYQLTPMN
                     TVIEGDLPVILEVIQQMHEVPYTKGAQRVATTIRIDDRRDKVSTMEKKLNSVRSKL"
     gene            complement(4760812..4762812)
                     /locus_tag="BA_5256"
                     /old_locus_tag="BA5256"
                     /db_xref="Pathema:BA_5256"
     CDS             complement(4760812..4762812)
                     /locus_tag="BA_5256"
                     /old_locus_tag="BA5256"
                     /note="identified by similarity to EGAD:45917; match to
                     protein family HMM PF00015; match to protein family HMM
                     PF00672; match to protein family HMM PF02743"
                     /codon_start=1
                     /transl_table=11
                     /product="methyl-accepting chemotaxis protein"
                     /protein_id="AAP28921.1"
                     /db_xref="Pathema:BA_5256"
                     /translation="MLRSLRLKIAVVFSVLISMMFVILGTAMYQLQKEKEVRSLDQYS
                     QNTMDLVTEQLTAFMQRIEEDMGHYGSHDDIQNMLQDGVTLEEESFILKEFSRFKKNH
                     PDILDVYIGTKDKKTLSANLADGGKVPEGYDPTSRQWYKASESDTKSIIWGQPQYEIA
                     TGKLSIGVSKAIVGQDGSVLGVVAMDVSLGTIQKLLHNIQYNNGGEMFIVNDKNIAIV
                     YPEKVGKDVSKEPLLKSLNKDETKFAVTTLGGKDVVAYSQLFDKMKWKIGIVYPKETI
                     DGLLNSTRNTVIIMACISLFVGIVASYLFSRRLARPLQLLTNHVQKVAEGDLTLQMKV
                     TSKDEVGELTNHFNHMVEQMNEMVSKIKNSVSTVQRSTNNLHYLTNETVAASKEVSGA
                     MDDVSGGASTLANSVDEVSEQLENMIQSVEQMNSSVGEIKGVAGKAEEASKQGLNTMR
                     NLVRTREQSSSIVVHTEEASGKLEQRVGSIQNVVELIKGISDQTNLLALNASIEAARA
                     GEQGKGFAVVAEEVRKLAEQSKEATVEIATMIGDVQVEVRRVVEVVSKLKDIADIQNN
                     VTTEAEAEFRTIMSVVNIISTSVEQIVEEVHNIGHEQGEITAVMHTIAGTSQESAAVS
                     EEVNAATESQVNHLEKVAHTMESLTEHMRDLERLVEQFKIEE"
     gene            4763001..4763759
                     /locus_tag="BA_5257"
                     /old_locus_tag="BA5257"
                     /db_xref="Pathema:BA_5257"
     CDS             4763001..4763759
                     /locus_tag="BA_5257"
                     /old_locus_tag="BA5257"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by similarity to EGAD:109967;
                     match to protein family HMM PF01978"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28922.1"
                     /db_xref="Pathema:BA_5257"
                     /translation="MLQKFGFSQYESQAYEVVVSSNEPLDATTIVKHSGVPKAKIYEV
                     LARLIDKGMVMDSVSEKKKMYTALPLKLAIEKLTTEFQSNIKELETTISKKSFTDDRV
                     WSLKMQSSIRVQSKELIENAKESIRISAWNDTLLEYLPLLEEKAKQGVKTESLIVGKV
                     ETDLENMHFLIPAEEPNALERYLLLIVDDREILFAGVEQESWQAMKTMSQPFVKFFTE
                     FFYHDVALAKITQKHHDLFMEDEEIKSLLMKLRY"
     gene            complement(4763790..4765673)
                     /locus_tag="BA_5258"
                     /old_locus_tag="BA5258"
                     /db_xref="Pathema:BA_5258"
     CDS             complement(4763790..4765673)
                     /locus_tag="BA_5258"
                     /old_locus_tag="BA5258"
                     /note="identified by match to protein family HMM PF05738;
                     match to protein family HMM TIGR01167"
                     /codon_start=1
                     /transl_table=11
                     /product="cell wall surface anchor family protein"
                     /protein_id="AAP28923.1"
                     /db_xref="Pathema:BA_5258"
                     /translation="MKRKMVGKWFSFLSALIILLGIAMPQVKAEVMNRETYKMDWSYS
                     NSKQREIKTEIIKTASGSIAYCLTPDLRSPNGEDLPEMGKTSDAVYRVLLNGYPQKGP
                     SELGVATTEEAHYATQLAVWIAANELTEEDLVAKNERVHNLMKRLVEASKKETGSQDV
                     FFKVNPVDSQTATQNGDYLETGFYAVQTNAVSGSYTILPENAPKGLRIVNENGEEKST
                     LSINEKFKILLPKDTSSGNFKMKVKSTLTNLQAIAFKGSEKVQNTTVLLQRNSEKIST
                     DLVVNWESVGSLKIMKLGEKKEVLKGAVFEVSNENFKQNVTTSDKGIAELGNLPIGIY
                     SVKEIQAPAGYVLDRSVKKIEVKTGETAVLELKNENVKGELEITKVDVADGNTKLPNA
                     EFTIYNEQGKEVVKGKTDEKGVAKFKLPYGKYTYKETIAPNGYVINEETFAFEIKENG
                     EIIKHIVQDKKVEGELEITKVDVADGNTKLPNAEFTIYNEQGKEVVKGKTNEQGIAKF
                     KLPYGKYTYKETIAPNGYVINEEKFGFEIKENGEIIKHIVKNKKEEKASFPSKPNKPT
                     PNGEVKPSADVKPMQQPSTHNEVRLPATGGVSNQFTSLFVLGISFIIAGAYVLRMKNR
                     KEM"
     gene            complement(4765944..4766114)
                     /locus_tag="BA_5259"
                     /old_locus_tag="BA5259"
                     /db_xref="Pathema:BA_5259"
     CDS             complement(4765944..4766114)
                     /locus_tag="BA_5259"
                     /old_locus_tag="BA5259"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28924.1"
                     /db_xref="Pathema:BA_5259"
                     /translation="MMSNFSVFGMIIALLPILIVVFVLRWVRFIYQNSEKQVEQNEKI
                     IELLTEIKDKDK"
     gene            complement(4766194..4767438)
                     /locus_tag="BA_5260"
                     /old_locus_tag="BA5260"
                     /db_xref="Pathema:BA_5260"
     CDS             complement(4766194..4767438)
                     /locus_tag="BA_5260"
                     /old_locus_tag="BA5260"
                     /note="identified by similarity to EGAD:109929; match to
                     protein family HMM PF00083; match to protein family HMM
                     PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="MFS transporter"
                     /protein_id="AAP28925.1"
                     /db_xref="Pathema:BA_5260"
                     /translation="MYLCSTSILVTIVVVTKIESVGKDLNFRVYILAIAAFVVGTVEL
                     IIGGTLDLVANDLGVSISAAGQLITIFSVVFALSGPVLLALTGKFERKTLYVGALSIF
                     LIGNIISACSVNYGMLMFSRVICAASGSLIIALSVTLASSVVEPHFRARAIGIIFMGI
                     SGSLVLGVPLGLVLGNAYGWRAPFVLISILTVMAIACISLFLTKVPPTSVLSIREQIA
                     TLKDKKIVSAQLTSFLFLTGHLTLYAYLTPFLKDVMHVEANWISVFYFIFGIAAVIGG
                     GFGGWLADKWGSKKSIISIIIVFACAIFLLPLMTFSFPLFIIMMGIWSMLSWAISPAQ
                     QNYLIEIAPESAGIQQSLNNSALHLGIALGSTVGGVVIEKSSVIYNAWVGGGFIILAL
                     LCAIFSITRGRSTQFAKEESIV"
     gene            complement(4767486..4768802)
                     /locus_tag="BA_5261"
                     /old_locus_tag="BA5261"
                     /db_xref="Pathema:BA_5261"
     CDS             complement(4767486..4768802)
                     /locus_tag="BA_5261"
                     /old_locus_tag="BA5261"
                     /note="identified by similarity to EGAD:109889; match to
                     protein family HMM PF00324"
                     /codon_start=1
                     /transl_table=11
                     /product="amino acid permease family protein"
                     /protein_id="AAP28926.1"
                     /db_xref="Pathema:BA_5261"
                     /translation="MHHDEKNKIGLTVALSIVVGTIIGSGVFMKPGSVLDYSGSSNMA
                     ILAWVIGGLLTLASGLTVAEIGAQIPKNGGLYTYLEEIYGSFWGYLSGWMQTIVYGPA
                     IIGTLGLYFSSLMINFFYLDKVWNLPIAIGTVVFLGVVNSMGTKYGGIVQTITTIGKM
                     IPIVLIVVLGFWKGNSDIFNVVVPISENQSIGMAILATLFAYDGWILLASIGGEMKNP
                     TKLLPKAMTVGILIVTAAYVLINLALLNVLPATQIVELGENATATAAGMLLGEYGGKI
                     ISIGIIVSIFGCLNGKILTFPRIPMSMAERGQLPFAKFIAKESPRFKTPANAITVEII
                     LGIILMIISDPNKLSEISVFIIYIFYVMTFIGVFILRKRNKNKERAYSVPLFPIVPIV
                     AILGSLFVIGSAIINDPLSCFLSIGIVFTGLPVYWYLNKKNKTEVS"
     gene            complement(4769398..4770213)
                     /locus_tag="BA_5262"
                     /old_locus_tag="BA5262"
                     /db_xref="Pathema:BA_5262"
     CDS             complement(4769398..4770213)
                     /locus_tag="BA_5262"
                     /old_locus_tag="BA5262"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP28927.1"
                     /db_xref="Pathema:BA_5262"
                     /translation="MKKKTVGYLAIAGALSFGIIGGVGIPAFAATNTPAAEQATKTAK
                     KDLDDATKQKVKTIMDDTKKQLEELGVKLPEKEKRKEMFAGLDEQAKEKAKSILEQEK
                     SGKLTREQAQEELTKLGVKMPEKGKHGEMFAGLDEQAKEKAKSILEQEKSGKLTREQA
                     KEELTKLGVNMPEKGKRKDMLANLDEQAKEKVKSIFEQEKSGKLTHEQSKEELTKLGI
                     KLPEKKKHEDIFAGLDEATKTKAKAILDNEKKQLEALNVELPHHKFFMNKEDK"
     gene            complement(4770343..4771125)
                     /gene="spoIIIJ1"
                     /locus_tag="BA_5263"
                     /old_locus_tag="BA5263"
                     /db_xref="Pathema:BA_5263"
     CDS             complement(4770343..4771125)
                     /gene="spoIIIJ1"
                     /locus_tag="BA_5263"
                     /old_locus_tag="BA5263"
                     /note="identified by similarity to SP:Q01625; match to
                     protein family HMM PF02096; match to protein family HMM
                     TIGR03592"
                     /codon_start=1
                     /transl_table=11
                     /product="stage III sporulation protein J"
                     /protein_id="AAP28928.1"
                     /db_xref="Pathema:BA_5263"
                     /translation="MLKSYRAVLVSLSLLLVFVLSGCSNATPIDAHSTGIWDHYFVYP
                     ISFMIQFVAHHIPGASFGIAIIIMTLVIRSAMIPLAVSQYRSQAKMKKMQPELQKLKQ
                     KYGDVSKDLEKQKQYQKEMSELMKSGGWNPLAGCWPLLIQMPIFSALYYAISRTEEIR
                     TSTFLWVNLGHADPYHILPIIAALTTFIQMKVFQSNSTSGEQVQMLKMQQIMMPAMIL
                     FMGFAAPSGLVLYWITGNLFTMMQTIVLRKIMEREELQLQKA"
     gene            complement(4771154..4771438)
                     /locus_tag="BA_5264"
                     /old_locus_tag="BA5264"
                     /db_xref="Pathema:BA_5264"
     CDS             complement(4771154..4771438)
                     /locus_tag="BA_5264"
                     /old_locus_tag="BA5264"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28929.1"
                     /db_xref="Pathema:BA_5264"
                     /translation="MEFLLQDAILYISFVTTALCLLEVFFLANVSRFVRQQASSGRQR
                     AFALVDTCEDSAGNVPLFSIFYKYGMIRSVRRQESSEENDEVGPYTPMFR"
     gene            4771716..4772609
                     /locus_tag="BA_5265"
                     /old_locus_tag="BA5265"
                     /db_xref="Pathema:BA_5265"
     CDS             4771716..4772609
                     /locus_tag="BA_5265"
                     /old_locus_tag="BA5265"
                     /note="identified by similarity to EGAD:22953; match to
                     protein family HMM PF02588"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28930.1"
                     /db_xref="Pathema:BA_5265"
                     /translation="MGQLGDADYVPDTAFLSFPAAKTFHLEFIIQLVVIFVASILYAI
                     SMNMFFIPHNMISGGFAGVGMIIGYLMHYNIGALIFLLNIPLLILSHFYLGKKTTFLT
                     AYFVAVSSLAMNIIPVHQVSDDILLSSVFGGVICGAASGIIFRFASSTGGFDVVGLIV
                     AKYRDVSIGAIIFGFNLILLVVAGFIFGWDITLYTLISRFVVSKVIDAVHTKHIKLTI
                     MTITEKGEEIKSALLHHGIRGVTMVDAVGGYTNHKKKMIYTVVTRYELGEMKRIIRQV
                     DNKAFMNITETVEIVGRFKRI"
     gene            4772941..4773327
                     /locus_tag="BA_5266"
                     /old_locus_tag="BA5266"
                     /db_xref="Pathema:BA_5266"
     CDS             4772941..4773327
                     /locus_tag="BA_5266"
                     /old_locus_tag="BA5266"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28931.1"
                     /db_xref="Pathema:BA_5266"
                     /translation="MNQSIRYTIAVLFAIIGGTICFWTNNQLGENIIFNGIETLVSAS
                     ILGGYIFFLFNPEENAQKTMLLTMIGIVGGCISYSMTNYTLPLQLSSAFFHGLWTWFI
                     AFCLADVFNLLQDNEEENGRQIESNS"
     gene            complement(4773576..4773716)
                     /locus_tag="BA_5267"
                     /old_locus_tag="BA5267"
                     /db_xref="Pathema:BA_5267"
     CDS             complement(4773576..4773716)
                     /locus_tag="BA_5267"
                     /old_locus_tag="BA5267"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28932.1"
                     /db_xref="Pathema:BA_5267"
                     /translation="MEILTIILIVLLIYVVFKVAYVALKILAILLVIFLIVELGSKLL
                     GG"
     gene            complement(4773813..4774865)
                     /locus_tag="BA_5268"
                     /old_locus_tag="BA5268"
                     /db_xref="Pathema:BA_5268"
     CDS             complement(4773813..4774865)
                     /locus_tag="BA_5268"
                     /old_locus_tag="BA5268"
                     /codon_start=1
                     /transl_table=11
                     /product="cytolysin immunity CylI domain protein"
                     /protein_id="AAP28933.1"
                     /db_xref="Pathema:BA_5268"
                     /translation="MTAALVLSILYGVIRTGKLEVILNLWAIVGISLLVLAIHELGHV
                     VFGVIGGLTFKFMTVGPITIQTEKGKLRTRENKLWAYFGGVATLVPPSIETPNLSKKW
                     AWLTLGGPITSLLFGITFGYIYMVSYYQYLLYFSFFHFAIFAVTIVPIKGTLMSDGMQ
                     FLILIKDDERARNHLYEIQISSELFSYKRPRDWDERLVELSEEKIKENKGIRDIMSRL
                     MLVFLARADQEGMERAIPYIEPIVRQPVTKENKFFVSSFHSWYLLYKALYEMDSLSLQ
                     EAKEHAKAITKMDLNGYYRTQGIIKYLECDMEASRTYMRKADKELKSAEKSEMGYLQL
                     EREWFEQLKKRVSYDG"
     gene            complement(4774908..4775618)
                     /locus_tag="BA_5269"
                     /old_locus_tag="BA5269"
                     /db_xref="Pathema:BA_5269"
     CDS             complement(4774908..4775618)
                     /locus_tag="BA_5269"
                     /old_locus_tag="BA5269"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28934.1"
                     /db_xref="Pathema:BA_5269"
                     /translation="MVKSKLGEQFISFCKLILSMVGGFFASYIALDLLSDEPRKLSPN
                     ILIGVCTLFGMIMMYYTWKNTRMLAEARDEEESVQGRKLGIVIMYLRIGDIVTQAWFV
                     YAVIACRRAFMHDANVSFAIWNMIAATAFTIIIVIIGIMARNRYNKLYPEQGVTYMES
                     MEMWKKNADEGLKHIVHEAGYKAYEFTNKVLAYVWWAAVIYTAVSDINFVLLGLISFI
                     WILHIGKFMYEMHRKMIY"
     gene            complement(4775605..4775844)
                     /locus_tag="BA_5270"
                     /old_locus_tag="BA5270"
                     /db_xref="Pathema:BA_5270"
     CDS             complement(4775605..4775844)
                     /locus_tag="BA_5270"
                     /old_locus_tag="BA5270"
                     /note="identified by match to protein family HMM PF01381"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein"
                     /protein_id="AAP28935.1"
                     /db_xref="Pathema:BA_5270"
                     /translation="MKKREDMKLQNRVRELRAKHRLSQGDLGKAIGSSRQTISLIERG
                     DYAPSIVLSLKIAHIFNVPVEEIFTLVEGEDDGEE"
     gene            4775991..4776782
                     /locus_tag="BA_5271"
                     /old_locus_tag="BA5271"
                     /db_xref="Pathema:BA_5271"
     CDS             4775991..4776782
                     /locus_tag="BA_5271"
                     /old_locus_tag="BA5271"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28936.1"
                     /db_xref="Pathema:BA_5271"
                     /translation="MNKTSTFSYILTKLTATFFLLLLISTLLLTTSQPTLYSFLAGLR
                     ELLYFPFVPFLAVYAIFCSICIDKLKLKTYTRLKTLLLYIFCGYLFFLPFLIFKEADL
                     IQFLFLGSIGAVCSLSFYLCTVIATKFKWIQYFVPSIMFIIFITIHLVDIARIGTSKE
                     QWVETKTDNSFEASFQHFSGEHKVPIELKRGDILEFTIESQGENSNGYIGDIKMASEF
                     QEEENYLAPAGPNTYHFAAIKTGTYYIIVSGNQSKGKLKIDWNIK"
     gene            complement(4776839..4777453)
                     /locus_tag="BA_5272"
                     /old_locus_tag="BA5272"
                     /db_xref="Pathema:BA_5272"
     CDS             complement(4776839..4777453)
                     /locus_tag="BA_5272"
                     /old_locus_tag="BA5272"
                     /note="identified by match to protein family HMM PF09335"
                     /codon_start=1
                     /transl_table=11
                     /product="dedA protein"
                     /protein_id="AAP28937.1"
                     /db_xref="Pathema:BA_5272"
                     /translation="MEWIHELFQQYGYYVVLVGLLLEYIALPFPGEPTLAYAGFLAHK
                     GDLSLPILIILSFIGTSVGMTIQYFLGNKLGMPFIQKYGKYVFLTQRKIDLTRMWFDK
                     YGYFLIFIGFFIPGVRHFTGYFAGIINLPFRRFAITIYSGALFWVSFFLIGGYWLGGN
                     LHDIFGALEGHIGKIIFGVIVIVAITLGVRFRKQLKRALLQNAS"
     gene            4777857..4778300
                     /locus_tag="BA_5273"
                     /old_locus_tag="BA5273"
                     /db_xref="Pathema:BA_5273"
     CDS             4777857..4778300
                     /locus_tag="BA_5273"
                     /old_locus_tag="BA5273"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28938.1"
                     /db_xref="Pathema:BA_5273"
                     /translation="MEAYKMHDFINTNVESHQNETVFNLHICETNEFDVSLTKSTTLS
                     FIVSKKNIKIVTKKWINSNQESMIGKSYIIPTKAFHYFLPIISETEDELNIQVQSFGL
                     HGELLLNERLLIDKNNKHDAKITNFFETLDENVNKVLRGLQIHCM"
     gene            4778331..4778792
                     /locus_tag="BA_5274"
                     /old_locus_tag="BA5274"
                     /db_xref="Pathema:BA_5274"
     CDS             4778331..4778792
                     /locus_tag="BA_5274"
                     /old_locus_tag="BA5274"
                     /note="identified by similarity to OMNI:NTL01BH1468; match
                     to protein family HMM PF03734"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28939.1"
                     /db_xref="Pathema:BA_5274"
                     /translation="MKKLLLGALLSLGFLTIPFTNAEAATTKDQLIVNTQLNKMDYYQ
                     NGKFIKSFTVATGKAATPTPKGTFKIVNKIKNRPYYTGKIKGGDPRNPLGDRWLGLNM
                     AGTYGTTYAIHGTNNNQAIGKWTTLGCIRMYNNDIHWLFERIPQQATVTVK"
     gene            4779157..4779822
                     /locus_tag="BA_5275"
                     /old_locus_tag="BA5275"
                     /db_xref="Pathema:BA_5275"
     CDS             4779157..4779822
                     /locus_tag="BA_5275"
                     /old_locus_tag="BA5275"
                     /note="identified by similarity to GP:16410462; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF00486"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator"
                     /protein_id="AAP28940.1"
                     /db_xref="Pathema:BA_5275"
                     /translation="MTHILVIEDNPDIQELIREFLMAQNFTVDVVGAGTEGILLFQKN
                     SYDLVLLDVMLPDIDGYSICKIMRGQSDVPIIMLTGLHNEESEIKGFELGIDDYITKP
                     FHYTVFIKRVEAVLRRAATKEAEAATILQFHELMLNSTAYAAYVHGNQIELTTKEFEI
                     IYTLLQNRGKVLSRSDLLNKVWGYEHYGDVRVIDTHIKNLRKKLGIPYIKTVKGIGYK
                     IES"
     gene            4779800..4781242
                     /locus_tag="BA_5276"
                     /old_locus_tag="BA5276"
                     /db_xref="Pathema:BA_5276"
     CDS             4779800..4781242
                     /locus_tag="BA_5276"
                     /old_locus_tag="BA5276"
                     /EC_number="2.7.13.3"
                     /note="identified by similarity to GP:15025450; match to
                     protein family HMM PF00512; match to protein family HMM
                     PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase"
                     /protein_id="AAP28941.1"
                     /db_xref="Pathema:BA_5276"
                     /translation="MATKSNRSKDNITKNIFIKTLLFCILLSLCLYQIIYFLASDYDK
                     ERFAKENGPSTTEQADSDKQNAQSKTNQNKAVSQGDMFNFQSSIIDYNALSTAINHLL
                     QPSQTAKAKEHTQNISGKNSASAPSTETEKQVATNDALHKQNAASKTNDAQDDPKLTD
                     ALQQLAPHIGATMLALSLLGSLIYAKIIAKPFQYMSDALKDIMNLDFSDKKLLNKNTD
                     QTDFNLQVAASQVPNIVKNLHASNQDLRNELKKEQQLEQSRKEFMSMVSHELKTPIAA
                     VMGQLDGMIHGIGAYKDRDKYLKRSYEMMQDINILTEKMSELSKIQNPQFKPDLKVIS
                     LTNIIEDVMKKVDYFVSVKQLNVQSNIKQDVQVLADPKFIQTAIFNIISNAIHYTIDH
                     QHVYIKLYEKPNGYALEVLNTGSQIDEDKLAHLFEPFYRANPDKHGLVQGSGLGLYIV
                     KQILDKHQFPYGIQNTPQGVKCSIVFPKAM"
     gene            4781382..4782284
                     /locus_tag="BA_5277"
                     /old_locus_tag="BA5277"
                     /db_xref="Pathema:BA_5277"
     CDS             4781382..4782284
                     /locus_tag="BA_5277"
                     /old_locus_tag="BA5277"
                     /note="identified by match to protein family HMM PF00892"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP28942.1"
                     /db_xref="Pathema:BA_5277"
                     /translation="MEKFKYSLLVLFGACSYGVLSTIFKLGFINGFSAHQLLGGQYVF
                     GWIGLLLLVLFASRHKVTKKQFFSLLTVGTTMSMTGIFYAISVEELPASIAVVLLFQF
                     TWIGVVIEAIANRTFPSREKVISIIILFTGTLFAGGVFEGLGQSFSTKGIIFGLLAAV
                     SFSFYVFASGRVATEVPPYTKSFLMTTSATLIVCLFFPPTFLTDGALQAGLWKYAFFL
                     GLFGVVVPVICFSIGVPKVGTGLGTILGAAELPTAIIASITLVHEVVTFMQWIGIIVI
                     LLGIFTPQLLTARKEKKHSSVHSA"
     gene            complement(4782326..4783960)
                     /locus_tag="BA_5278"
                     /old_locus_tag="BA5278"
                     /db_xref="Pathema:BA_5278"
     CDS             complement(4782326..4783960)
                     /locus_tag="BA_5278"
                     /old_locus_tag="BA5278"
                     /note="identified by similarity to SP:O26687; match to
                     protein family HMM PF09334; match to protein family HMM
                     TIGR00398"
                     /codon_start=1
                     /transl_table=11
                     /product="putative methionyl-tRNA synthetase"
                     /protein_id="AAP28943.1"
                     /db_xref="Pathema:BA_5278"
                     /translation="MSIFIGGAWPYANGSLHLGHIASLLPGDILARYYRAKGENVLYV
                     SGSDCNGTPIAIRAKQEGVTAKEIANKYHEEFERCFRNLGFTYDCYTRTDSEHHHETV
                     QNVFLRLLEEGHIYKKTVEQAYCETCTQFLPDCYVEGVCPHCHEEARGDQCDACSAIL
                     DPLDLLEKKCKLCGSTPSIQETEHFYFALHTFQEQIKRAVEIAKQTGTWRDNAIQLTE
                     RYVKEGLLDRAVSRDLPIGVPIPVEGYEDKKIYVWIEAVTGYYSASKHWAEETGKDDR
                     EFWDGEAKTYYVHGKDNIPFHSVIWPAVLLGIGEGTIPRHIVSNEYLTVEKRKLSTSK
                     NWAVWVPDILERYDPDSIRYFLIVNAPENRDTDFSWREFIYSHNSELLGAYGNFVNRT
                     LKFIEKYYGGIMPKGSIDVELKDKIERLYKHVGEAIEQTKFKVALESIFDAVRFANKY
                     FDERQPWKEREDDPVSCEETIYNCVYLIANFANLLEPFLPFSSERIRNTLSIVNRNWE
                     PQHTLPSRIDSVQPLFERIDVKQIECELEKLYGAVK"
     gene            4784395..4785213
                     /locus_tag="BA_5279"
                     /old_locus_tag="BA5279"
                     /db_xref="Pathema:BA_5279"
     CDS             4784395..4785213
                     /locus_tag="BA_5279"
                     /old_locus_tag="BA5279"
                     /note="identified by similarity to OMNI:NTL03PA02454;
                     match to protein family HMM PF08241; match to protein
                     family HMM PF08242"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28944.1"
                     /db_xref="Pathema:BA_5279"
                     /translation="MNQKQLSTINEKSWNAAAYEAWTNRHGAPADYAKKIMEDPMREV
                     DHYLPYIQSPKGKRIINLLGSKGNKAVALALLGADVTVVDISASNAKYANELAEAAGV
                     SIEYVVSDVLHVQLSESFDIVLLELGVLHYFLDLKPLFQKIATLLKPDGTLILRDYHP
                     VYTKLLGVDHPSFRANGNYFDEELIEDDVAYSILLTEAQKESLPKTTIRRWTLGEIIT
                     TLAGEHFKIEKLVEEHGPHQRWVFPSTAPEGIEEFVPGLYTLIATACKKGPLHG"
     gene            4785627..4787318
                     /locus_tag="BA_5280"
                     /old_locus_tag="BA5280"
                     /db_xref="Pathema:BA_5280"
     CDS             4785627..4787318
                     /locus_tag="BA_5280"
                     /old_locus_tag="BA5280"
                     /note="identified by similarity to OMNI:NTL01BH3906; match
                     to protein family HMM PF00015; match to protein family HMM
                     PF00672"
                     /codon_start=1
                     /transl_table=11
                     /product="methyl-accepting chemotaxis protein"
                     /protein_id="AAP28945.1"
                     /db_xref="Pathema:BA_5280"
                     /translation="MKYVSIRKKLLFTLLSISSLFSIALIVILSFAMSQASEIETLKN
                     DVSKRATILKERGDWFQAQVAGLQEYLLSHDQKGLDKFNREGKKLADTREKVTSDKKL
                     PEGMKEAILMGGKWRSVIDNEVLPLAREGKWDEASKIALAQTDYVNDLLSRFTKYANE
                     ENDKRDALIADVESSSSLIQYIIFFSLITCTVTSILLAWWFSGKLVKPIQQIDEKLKE
                     LASQDGDLTARLHVTSKDEIGDIANSFNQMLANLQRIIKQVQQTSTSVKEASENVFIE
                     TTASMENTAKTEETMNALEHNIRSQVSSIEESSTAMDDMAVSVQRIAESATSVTELAV
                     ATSEQANDGSTVIQKSVSQMTTIHDAVNATSEVVERLITHTKYIDTAVQSISNIAEQT
                     NLLALNASIEAARAGEQGKGFAVVADEVRKLAEQSKTAATDINQLLHQIQQDTETASS
                     MMSQGRSEAFEGIHVIREAGNSFTTIVEQVNKVSTQMQDISATAEEMAASAEEMNASL
                     NNIASISTEVSSETAATAQSAEKKVVTMNEMTQTAKQMKQTVEELDQLVSHFKTE"
     gene            4787436..4787753
                     /locus_tag="BA_5281"
                     /old_locus_tag="BA5281"
                     /db_xref="Pathema:BA_5281"
     CDS             4787436..4787753
                     /locus_tag="BA_5281"
                     /old_locus_tag="BA5281"
                     /note="identified by similarity to EGAD:107291; match to
                     protein family HMM PF01883"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28946.1"
                     /db_xref="Pathema:BA_5281"
                     /translation="MSQEAFENKLYANLEAVIDPELGVDIVNLGLVYDVTADENNNAV
                     ITMTMTSIGCPMAGQIVSDVKKVLSTNVPEVNEIEVNVVWNPPWSKERMSRMAKIALG
                     IRD"
     gene            complement(4787801..4789444)
                     /gene="nprB"
                     /locus_tag="BA_5282"
                     /old_locus_tag="BA5282"
                     /db_xref="Pathema:BA_5282"
     CDS             complement(4787801..4789444)
                     /gene="nprB"
                     /locus_tag="BA_5282"
                     /old_locus_tag="BA5282"
                     /EC_number="3.4.24.-"
                     /note="identified by similarity to SP:P39899; match to
                     protein family HMM PF01447; match to protein family HMM
                     PF02868; match to protein family HMM PF03413; match to
                     protein family HMM PF07504"
                     /codon_start=1
                     /transl_table=11
                     /product="neutral protease B"
                     /protein_id="AAP28947.1"
                     /db_xref="Pathema:BA_5282"
                     /translation="MKKQVISSALALTVIAGGFGTFGATTTKAEEQKIQYHQEFKTPA
                     YIGEEWKAPEGLDKKETVFQYLESKKDMFKLAGNIDKHFNVVGEEKDAESGTTHVKLV
                     EKHNNIPVYGSDQTVTLDKENNVKAFFGQVIPNLEDKNIPEFASISAEQAETIAKADI
                     EKELGKVKNYDGVKKDLFVYEKDGKYYLAYLVKASISKPAPGYWHYFVDATNGNVIEK
                     YNAVDHITGFGYEVLGARQSFEIAQDEKTGAFNLFDGKRGQGVHTFDADNMDENLFNI
                     FSQWFGYTGLEVESKNKFFDDKAAVDAHVNAGKVYDYYKKTFNRNSFDDKGAKLISSV
                     HVGENWNNAAWNGVQMMYGDGDGTTFISLSAGLDVIGHELTHAVTEHTANLVYKNESG
                     ALNESLSDIMGVMVEKKSWDLGADIYTPGKPGDALRSLKDPASIPNPLKPGEGYPDHY
                     NKRYTGTADNGGVHINSSINNKAAYLVSDGGEHYGVKVTGVGREATEKIYYRALTKYL
                     TANSDFKMMRQAALQSAEDLYGKDSKAVQAVTKAYDAVA"
     gene            complement(4789600..4790298)
                     /locus_tag="BA_5283"
                     /old_locus_tag="BA5283"
                     /db_xref="Pathema:BA_5283"
     CDS             complement(4789600..4790298)
                     /locus_tag="BA_5283"
                     /old_locus_tag="BA5283"
                     /note="identified by similarity to SP:Q9XBR7; match to
                     protein family HMM PF02678; match to protein family HMM
                     PF07883"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28948.1"
                     /db_xref="Pathema:BA_5283"
                     /translation="MFRKVDHKNMGRANHGWLNTHFHFSFANYYNPNNMSFGALRVIN
                     DDLVAPQTGFDMHPHRDMEIISYVVDGALTHEDSMGNRGTIERGHVQYMSAGTGVFHS
                     EHNLGNETLRLLQIWILPDREDHKPNYGEFKFDWSKRENEWFHMVSPLEGEAPIQIHQ
                     DANLYSLSLEAGKEIHFPVKEGRQLYLVQIEGSSAINGETLVMRDAAEAIEEDIHIEA
                     KEQSHYLAIELKKQ"
     gene            complement(4790350..4790760)
                     /locus_tag="BA_5284"
                     /old_locus_tag="BA5284"
                     /db_xref="Pathema:BA_5284"
     CDS             complement(4790350..4790760)
                     /locus_tag="BA_5284"
                     /old_locus_tag="BA5284"
                     /note="identified by similarity to GP:10174795; match to
                     protein family HMM PF01047"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, MarR family"
                     /protein_id="AAP28949.1"
                     /db_xref="Pathema:BA_5284"
                     /translation="MKTEDRLGLLLWFRLSRFYNKSIRETNQHLKKWNVSAAQFDVLA
                     QVGGHDRLTQQELGNKLFVTKGNITQLLNKMEQLDWIRREQEGTTKYISLTEKGRALY
                     EEIILPQERFQAEQFQNLNVEEQHQLLQLLKKLQ"
     gene            complement(4790873..4791307)
                     /locus_tag="BA_5285"
                     /old_locus_tag="BA5285"
                     /db_xref="Pathema:BA_5285"
     CDS             complement(4790873..4791307)
                     /locus_tag="BA_5285"
                     /old_locus_tag="BA5285"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28950.1"
                     /db_xref="Pathema:BA_5285"
                     /translation="MELQFQNVYQQVENWYVLDSELPWDVKRLRDDLFSLIEICKTPV
                     IFCDTCDANHVLRSLGEEEEEFLFPIGGFYHKEKQLIFVCMWEEYEQVLKTLLHEFRH
                     AMQHKSEILYVGSETYEERWIEKDARKFAERKLDEYKNRKLM"
     gene            complement(4791471..4792670)
                     /locus_tag="BA_5286"
                     /old_locus_tag="BA5286"
                     /db_xref="Pathema:BA_5286"
     CDS             complement(4791471..4792670)
                     /locus_tag="BA_5286"
                     /old_locus_tag="BA5286"
                     /note="identified by similarity to GP:2226151; match to
                     protein family HMM PF00999"
                     /codon_start=1
                     /transl_table=11
                     /product="sodium/hydrogen exchanger family protein"
                     /protein_id="AAP28951.1"
                     /db_xref="Pathema:BA_5286"
                     /translation="MDTLIFEVGTALVLVAIAAVIAGKFKFSVIPFLIVLGMLVGPHA
                     PTIGVIDFKFIESASVISFLGRIGVLFLLFYLGLEFSMKKLIKSGRSIAIGGTIYILI
                     NFSLGLLYGFIMGFPLLEILIIAGIITISSSAIVAKVLVDLRRTGNNETELILGIIMF
                     EDIFLAVYLSVVSGLVLGDHASFLGALTSIGIALGYMLLFFIVARKATPLLNKLLNIS
                     SDEIFIIVVFASLFFIAGFSETIHVAEAIGALLLGLVFSETEHSDRIEHLVVPFRDFF
                     GAIFFFSFGLSIDPFSLGGAIWLTLGAVLLTIIGNFVAGMIAGRQAGLSHKASTNIGL
                     TIVSRGEFSIIMANIGIAGGLMSVLKPFSALYVLILSILGPLLTKESKNVYKLLNKIF
                     KWDMKKS"
     gene            complement(4792658..4793167)
                     /locus_tag="BA_5287"
                     /old_locus_tag="BA5287"
                     /db_xref="Pathema:BA_5287"
     CDS             complement(4792658..4793167)
                     /locus_tag="BA_5287"
                     /old_locus_tag="BA5287"
                     /note="identified by similarity to GP:2226150; match to
                     protein family HMM PF02080"
                     /codon_start=1
                     /transl_table=11
                     /product="trkA domain protein"
                     /protein_id="AAP28952.1"
                     /db_xref="Pathema:BA_5287"
                     /translation="MNIRESELPGIGYKFQIVTKGNEKMVIVIHDDGRREMYHFDSDY
                     EESISSISLRDSEARQIAAILGGMVYKPRALENVEMVFEGLAIEWFKVEKEAPAIGKT
                     IGDLEIRKTYSVTIIAVMKKNMKKLFNPGPETVIEEGDMLVVSGEREEIKKIINELLS
                     NRGLTRWIR"
     gene            complement(4793224..4793397)
                     /locus_tag="BA_5288"
                     /old_locus_tag="BA5288"
                     /db_xref="Pathema:BA_5288"
     CDS             complement(4793224..4793397)
                     /locus_tag="BA_5288"
                     /old_locus_tag="BA5288"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28953.1"
                     /db_xref="Pathema:BA_5288"
                     /translation="MKEESLWKVSLESLKMRSNICFIITSLSIFLGATYYYNKRFPNH
                     RYPEWLEFLKLIG"
     gene            4793579..4795012
                     /locus_tag="BA_5289"
                     /old_locus_tag="BA5289"
                     /db_xref="Pathema:BA_5289"
     CDS             4793579..4795012
                     /locus_tag="BA_5289"
                     /old_locus_tag="BA5289"
                     /note="identified by similarity to OMNI:NTL01BS01811;
                     match to protein family HMM PF01235; match to protein
                     family HMM TIGR00835"
                     /codon_start=1
                     /transl_table=11
                     /product="sodium/alanine symporter family protein"
                     /protein_id="AAP28954.1"
                     /db_xref="Pathema:BA_5289"
                     /translation="MVDIFSRFLEVTNNILWSYILIAMLIGFGLYFSFKLKFVQITHF
                     GEMVGLISKGFNRKEKKKDSISPFQAFCLSAAARIGIGNLAGVALAISMGGPGAVFWM
                     WFIAILGAATSFVECTLAQIYKVKDGSRFRGGPAYYMEKGLNKRWMGVWFSLLITVAY
                     GLIFNSVQANTVTIAFENAFGLERTIVGALLALLVAVIIFGGIKSISRITEMIVPPMA
                     IIYIGVAIFVVINNFTMLPSIFTEIFNSAFGLDQAVAGGIGAAIKFGIQRGLFATEAG
                     MGSSPNAAATSDVSHPVKQGLVQALGVFVDTFLVCTSTAFIVLCSGLYKGTNLEGIEL
                     TQQALSSQIGPWASTFLAIIIFLFAFSSLLGNYYYGETNIAFIKESKTWLMIYRVAVV
                     GMVFFGSIAALKTVWSLADLFMGLMVFTNLIAISFLSKFAYAALVDYMKQKKQGKDPV
                     FVASSIPGLQNTECWDGQDVEENKKAV"
     gene            4795225..4795665
                     /gene="dps2"
                     /locus_tag="BA_5290"
                     /old_locus_tag="BA5290"
                     /db_xref="Pathema:BA_5290"
     CDS             4795225..4795665
                     /gene="dps2"
                     /locus_tag="BA_5290"
                     /old_locus_tag="BA5290"
                     /note="identified by match to protein family HMM PF00210"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA protection during starvation protein 2"
                     /protein_id="AAP28955.1"
                     /db_xref="Pathema:BA_5290"
                     /translation="MNKQVIEVLNKQVADWSVLFTKLHNFHWYVKGPQFFTLHEKFEE
                     LYTESATHIDEIAERILAIGGKPVATMKEYLEISSIQEAAYGETAEGMVEAIMKDYEM
                     MLVELKKGMEIAQNSDDEMTSDLLLGIYTELEKHAWMLRAFLNQ"
     gene            4795984..4796181
                     /locus_tag="BA_5291"
                     /old_locus_tag="BA5291"
                     /db_xref="Pathema:BA_5291"
     CDS             4795984..4796181
                     /locus_tag="BA_5291"
                     /old_locus_tag="BA5291"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28956.1"
                     /db_xref="Pathema:BA_5291"
                     /translation="MKDYLIRAFFALITVGIVLLIANIFNIRIEVKDYAFLIVLAIGG
                     GWGGWYLYKKQSNQNDRGIPK"
     gene            complement(4796197..4796418)
                     /locus_tag="BA_5292"
                     /old_locus_tag="BA5292"
                     /db_xref="Pathema:BA_5292"
     CDS             complement(4796197..4796418)
                     /locus_tag="BA_5292"
                     /old_locus_tag="BA5292"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28957.1"
                     /db_xref="Pathema:BA_5292"
                     /translation="MLIVSTQKKELINAFSLWFISILCIGVSAITLFMSGFIVDEYNL
                     GGDAQSFCMFIAIGCISGLNVIIYYRRKQ"
     gene            complement(4796599..4797177)
                     /locus_tag="BA_5294"
                     /old_locus_tag="BA5294"
                     /db_xref="Pathema:BA_5294"
     CDS             complement(4796599..4797177)
                     /locus_tag="BA_5294"
                     /old_locus_tag="BA5294"
                     /note="identified by similarity to EGAD:110014; match to
                     protein family HMM PF03641; match to protein family HMM
                     TIGR00730"
                     /codon_start=1
                     /transl_table=11
                     /product="decarboxylase family protein"
                     /protein_id="AAP28958.1"
                     /db_xref="Pathema:BA_5294"
                     /translation="MRKICVFAGSNLGERPEFKEQAIALGKMFVENEYELVYGGSCVG
                     LMGEVANEVLRLGGRVTGVMPRDLFRGEIVHTGLTELIEVETMHERKAKMAELADAFI
                     ALPGGYGTFEELFEAVCWSQIGIHNKPVGLLNIKDFYGPILQMVERAAEEGFMNPSNK
                     ELIVAAETADALIHKIQNYERPVLGTKWKQLS"
     gene            4797251..4797574
                     /locus_tag="BA_5295"
                     /old_locus_tag="BA5295"
                     /db_xref="Pathema:BA_5295"
     CDS             4797251..4797574
                     /locus_tag="BA_5295"
                     /old_locus_tag="BA5295"
                     /note="identified by similarity to EGAD:110016; match to
                     protein family HMM PF03819"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28959.1"
                     /db_xref="Pathema:BA_5295"
                     /translation="MDIVAFQRWVEEFYEKRSWSQYNAFIRLNFLTEEVGEVSRVVRA
                     IEIGRDRPDEDTKTEEELKQELKEELGDVLSNLIILSQKYDLDLQDIMNAHVTKLSKR
                     FETSK"
     gene            4797628..4798134
                     /locus_tag="BA_5296"
                     /old_locus_tag="BA5296"
                     /db_xref="Pathema:BA_5296"
     CDS             4797628..4798134
                     /locus_tag="BA_5296"
                     /old_locus_tag="BA5296"
                     /note="identified by similarity to OMNI:SA1952; match to
                     protein family HMM PF00210"
                     /codon_start=1
                     /transl_table=11
                     /product="ferritin"
                     /protein_id="AAP28960.1"
                     /db_xref="Pathema:BA_5296"
                     /translation="MLSKKLHDALNDQMNFEFYSAHAYMAMAAYCTAESYDGFANFFL
                     VQAEEERFHAMKLYNYINDRGERAIITGFDNPNNEYESVLNAFEVALEHEREVTKRIY
                     NLSDIAWDEREHATITFLKWFVDEQVEEEASFDSIIQKLKRITSDSNALFMLDAELEK
                     RTFTPPAE"
     gene            4798282..4799450
                     /locus_tag="BA_5297"
                     /old_locus_tag="BA5297"
                     /note="conserved hypothetical protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_5297"
     gene            complement(4799495..4800676)
                     /locus_tag="BA_5298"
                     /old_locus_tag="BA5298"
                     /db_xref="Pathema:BA_5298"
     CDS             complement(4799495..4800676)
                     /locus_tag="BA_5298"
                     /old_locus_tag="BA5298"
                     /note="identified by similarity to OMNI:NTL01BS03934;
                     match to protein family HMM PF01773; match to protein
                     family HMM PF07662; match to protein family HMM PF07670"
                     /codon_start=1
                     /transl_table=11
                     /product="nucleoside transporter, NupC family"
                     /protein_id="AAP28961.1"
                     /db_xref="Pathema:BA_5298"
                     /translation="MKFVMFLVGLLVVFVLGFLISSDRKKIKYKPIALMLVIQLVLAY
                     FLLNTKVGFVLVKGIADGFGAILKFAEAGVNFVFGGLANDGQAPFFLTVLLPIIFLAV
                     LIGILQHIKILPIIIRAVGFLLSKVNGLGKLESYNAVAAAIVGQGEVFITVKDQLSKL
                     PKNRLYTLCASSMSTVSMSIVGSYMKMIDPKYVVTALVLNLFSGFIIVHIINPYDVKE
                     EDDILELQEDKKQTFFEMLGEYIMLGFSIAVTVAAMLIGFVALITAINGVFDSIFGIT
                     FQSILGYIFSPLAFVMGIPTSEMLTAGQVMATKLVTNEFVAMLDLGKVAGDLSARTVG
                     ILSIFLVSFANFSSIGIIAGATKSIDGKQANVVSSFGLKLVYGATLVSILSAVIVGVM
                     L"
     gene            complement(4801022..4802203)
                     /locus_tag="BA_5299"
                     /old_locus_tag="BA5299"
                     /db_xref="Pathema:BA_5299"
     CDS             complement(4801022..4802203)
                     /locus_tag="BA_5299"
                     /old_locus_tag="BA5299"
                     /note="identified by similarity to OMNI:NTL01BS03934;
                     match to protein family HMM PF01773; match to protein
                     family HMM PF07662; match to protein family HMM PF07670"
                     /codon_start=1
                     /transl_table=11
                     /product="nucleoside transporter, NupC family"
                     /protein_id="AAP28962.1"
                     /db_xref="Pathema:BA_5299"
                     /translation="MKFVMFLVGLLVVFVLGFLISADRKKIKYKPIAIMLVIQLALSY
                     FLLNTQVGYILVKGISDGFGALLGYAEAGIVFVFGGLVNKGEVSFFLTALLPIVFFAV
                     LIGILQHFKILPIFIRAIGTLLSKVNGLGKLESYNAVAAAIVGQAEVFITVKDQLSKI
                     PKHRLYTLCASSMSTVSMSIVGSYMKMIEPKYVVTALVLNLFSGFIIIHIINPYDITE
                     EEDTLKLENKKKQSFFEMLSEYIMLGFTIAITVAAMLLGFVALITAINSLFDSMFGIT
                     FQAILGYIFSPLAFVMGIPQAEMVTAGQIMATKLVSNEFVAMLDLGKVAGDLSARTVG
                     ILSVFLVSFANFSSIGIIAGATKGIDENQSNVVSSFGLRLVYGATLVSILSAIIVGVM
                     L"
     gene            complement(4802500..4803939)
                     /locus_tag="BA_5300"
                     /old_locus_tag="BA5300"
                     /db_xref="Pathema:BA_5300"
     CDS             complement(4802500..4803939)
                     /locus_tag="BA_5300"
                     /old_locus_tag="BA5300"
                     /note="identified by similarity to OMNI:NTL01BS01811;
                     match to protein family HMM PF01235; match to protein
                     family HMM TIGR00835"
                     /codon_start=1
                     /transl_table=11
                     /product="sodium/alanine symporter family protein"
                     /protein_id="AAP28963.1"
                     /db_xref="Pathema:BA_5300"
                     /translation="MDFLAKVIGDINNVLWSYIIIAMLIGLGLYFSFRVKFVQVRYFG
                     EMIRLLGDGASSKTRKAQKEKSGVSSFQAFCMSTASRVGTGNLAGVAIAISAGGPGAV
                     FWMWLIAVIGGASAFVESTLAQIYKVKDGNTFRGGPAYYMEKGLNKRWLGAIFSVLIT
                     VSFGLIFNAVQSNTVAAAFDGAFKTDSRLVGLVMAGLLAVIIFGGVKRIARAVEMIVP
                     VMAIIYVAVALFVVVTNITAIPYVFKEIFLHAFGIKEVVGGGLGAAILLGVKRGLFSN
                     EAGMGSAPNAAATANVTHPVKQGFIQTLGVFTDTLLICSCTAFIILLSDVHNAADLNG
                     IQLTQQALSQHIGPWASIFVAVAIFLFAFSSLVGNYYYGETNIEFLNGSKVLLNAYRI
                     AVLGMVMLGSVATIQIVWDLADLFMGIMAVINLVAIVFLSKYAFAALSDYVKQKKQGK
                     DPVFYANSIPGLKNTECWEEQVADKEKAV"
     gene            complement(4804274..4805704)
                     /locus_tag="BA_5301"
                     /old_locus_tag="BA5301"
                     /db_xref="Pathema:BA_5301"
     CDS             complement(4804274..4805704)
                     /locus_tag="BA_5301"
                     /old_locus_tag="BA5301"
                     /note="identified by similarity to OMNI:NTL01BS01811;
                     match to protein family HMM PF01235; match to protein
                     family HMM TIGR00835"
                     /codon_start=1
                     /transl_table=11
                     /product="sodium/alanine symporter family protein"
                     /protein_id="AAP28964.1"
                     /db_xref="Pathema:BA_5301"
                     /translation="MNVLEQFVSSTNTILWSYILIAMLIGLGLYFSVKLKFVQITHLG
                     EMIRLMSDGLTGKTRKKGSVSSFQAFCMSSAARIGIGNLAGVALAISMGGPGAVFWMW
                     VIAIIGASSSFVESTLAQIYKIKDGSGFRGGPAYYMEKGLNKRWMGIWFSILITVSYG
                     LIFNSVQANTVTLAFENAFGLERYIVGIALAALVAVIIFGGVKSIARMSEMIVPPMAL
                     IYIAVAIFVVIKNFYLIPDVFTEIFKGAFGLDSAVGGGIGAAMKYGIQRGLFANEAGM
                     GSAPNAAATADVTHPAKQGFIQTIGVLVDTFLVCTSTAFIVLCSGAYKATNLEGIELT
                     QNALSSQIGPWASSFLAIIIFLFAFSSLLGNYYYGETNIEFIKQSKTWLTIYRIAVVG
                     MVLFGSVATLQVVWNMADLFMGLMVITNLIAITLLGRFAYAALADYVRQKKQGKDPVF
                     RADSIPGLTNTECWDKSAVTDKEKAV"
     gene            4805987..4806625
                     /locus_tag="BA_5302"
                     /old_locus_tag="BA5302"
                     /db_xref="Pathema:BA_5302"
     CDS             4805987..4806625
                     /locus_tag="BA_5302"
                     /old_locus_tag="BA5302"
                     /note="identified by similarity to EGAD:108062"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28965.1"
                     /db_xref="Pathema:BA_5302"
                     /translation="MKIGIIGAAGKAGSRILKEALDRGHEVTAIVRNTAKITEENVKV
                     LEKDVFALTSNDLQAFDVVVNAFGAPAGEEHLHVDAGNVLIEAMKGAPNTKLLVVGGA
                     GSLFVDEEKTTRVFETPGFPKEYLATAQNQGKNLEILQQTNDITWTFISPSALFALGK
                     RTGSYKAGKDNLLVNAKGDSYVSYEDFAVAALDEIENPKHVNERFTVVSEAE"
     gene            complement(4806668..4808623)
                     /locus_tag="BA_5303"
                     /old_locus_tag="BA5303"
                     /db_xref="Pathema:BA_5303"
     CDS             complement(4806668..4808623)
                     /locus_tag="BA_5303"
                     /old_locus_tag="BA5303"
                     /note="identified by similarity to GP:15981743"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP28966.1"
                     /db_xref="Pathema:BA_5303"
                     /translation="MKVFHAEPNRLKWYQNNNLTGQGEKKGAKELFFKVTEKGFERLD
                     MLQEVTAKPQQVVVGTDVEKLDPKAFVEVKDGEVIGFVEKPITTKIGEQKVKVETKDR
                     FGNKQVTEVPLEVTYGDSIAYVGYDNDIASIVTLKHDDKKFHATDMDSQIHKYFDKEL
                     YMGITLYDGAGKEKKHVTAEGQETSKNFAKQVNGMQFEYGDVVKVFHAEPDRLKWYQN
                     NNLTGQGEKKGTKELFFKVTEKGFEKMDMLQEVITVPQKVVIGTAVEKLNAKDFVQVK
                     DGEVVGFVEKLNTTKIGEQKVKVETKDRFGNKKVTEVPVEVIYGDSIMFFGTWHDGTN
                     IKSIVTLNHEEKKFSTTDSEGPMHTSFADEKYMGMTVYDKDGKEKKALSVRASENTKE
                     FAAQFNGMGFEYGDIVKIYQKEFDRFKVYKKNEFVDAKYGVNEVFFKVTAHGFEQMGA
                     QQEVTAKPQKVVIGTNSETLEAKNFVEVKAGEVIGFVGKLDTSKIGKQTVKVETKDRF
                     GNKQVTEVPVEVTYGDSLVYQGLSNSIRSIVTFNHDEKKLHVTHTNEQIHSYFKNELY
                     MGITLYDGDGKEKKHVTAEGQETSKNFAEQVNGTPFQYGDTIKVYHAESDRLSWYKTG
                     ELLGKGDAKKFKEISFKITPNGLEQVQ"
     gene            complement(4808698..4809447)
                     /locus_tag="BA_5304"
                     /old_locus_tag="BA5304"
                     /db_xref="Pathema:BA_5304"
     CDS             complement(4808698..4809447)
                     /locus_tag="BA_5304"
                     /old_locus_tag="BA5304"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28967.1"
                     /db_xref="Pathema:BA_5304"
                     /translation="MKSTVTLHHGTKTFSATDTKNLIHDYFKDEKYFEFTLYDKEGRE
                     KKNVAVKGLENTEAFAKELNGLAFEYGDVVKVYHAESSRLHWYQKGLYVGEGKNKEIK
                     ELFFKITENGFERVKSLQEVTAKPQTVVVGTEVEKLEAKNFVEVKDGEVIGFVEEPTT
                     SKVGKQKVKVETKDRFGNKKVTEVPVEVVYGDSIAYAGYGDDIVSIVTLKHEEKRFHA
                     TDMYREIHEYFNKELYMGITLYDGEGKEKNM"
     gene            complement(4809404..4811068)
                     /locus_tag="BA_5305"
                     /old_locus_tag="BA5305"
                     /db_xref="Pathema:BA_5305"
     CDS             complement(4809404..4811068)
                     /locus_tag="BA_5305"
                     /old_locus_tag="BA5305"
                     /note="identified by similarity to GP:3882197"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP28968.1"
                     /db_xref="Pathema:BA_5305"
                     /translation="MSKKKKSRVLVAGVCLATLLTPYGLELPKVYAEMAVEDKEKQQE
                     ERVYQLLPKGDVEGMRELHQRGMSFSPYEPTGIYVKPDEEVVIQVEGTQQIKAYIGTY
                     SYEKEGPKQFNLHPGENKISSSNGGLLYFYNYHNTGEVVAKVKKGGTPNPLFILGKHT
                     TKDWKRMLAENPDPYAIEMKGENSLLTMHPETVAEHLKQEDPAALLKKHDEIINIEHK
                     MSGLSKDGAGVANQGKHSIHFVEDWYTDDYMYATYYRTAYSKGNLESVLNLEELTNDG
                     WGPWHEVGHQHQQDTWLWDGLGEVTVNIYSLAVQTTFGHKTRLEQEGRYEAAFAYLGK
                     PDAQEKMNEFEKLVMFWQLHLAYGDQFYPNLHQMYRLLHDTELPKSDEEKKQMFIYMT
                     SKVAGQNLIPFFDKWGLSANDATREKIEKLNLPKLEKEIWLSTDSNPIREKQIELYEA
                     PYGEPNNEKIQNMVIGTTYDEEKAKELVQNLGEGVKTTGVIMQDTPEVGEKTVKVEIV
                     DGKGNKNFIPVVVNVGYGDSLLVYGLNYTWGGLEVNRNSTSWYENI"
     gene            complement(4811119..4811211)
                     /locus_tag="BA_5306"
                     /old_locus_tag="BA5306"
                     /db_xref="Pathema:BA_5306"
     CDS             complement(4811119..4811211)
                     /locus_tag="BA_5306"
                     /old_locus_tag="BA5306"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28969.1"
                     /db_xref="Pathema:BA_5306"
                     /translation="MEGNAVVIDTGARGVRLFIKCFYKNNRIFH"
     gene            complement(4811380..4812192)
                     /locus_tag="BA_5307"
                     /old_locus_tag="BA5307"
                     /db_xref="Pathema:BA_5307"
     CDS             complement(4811380..4812192)
                     /locus_tag="BA_5307"
                     /old_locus_tag="BA5307"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP28970.1"
                     /db_xref="Pathema:BA_5307"
                     /translation="MNIKQSFKLLAMFLSVLFVLFPLQKAFAEVMDHTKYQMDWSYSK
                     SKKKPIRTELIKTADGKIAFCLNVDLKSPSGQDLPEMGKVDINVYRVLLNGYPQKSPQ
                     ELGVSDWREAHYATQLAVWNALKQIDINDLDFRNKNVEKVTKDIVAKASASDELQEIT
                     MSVTPTEEQEAVLKNDFFETGLYTVETNAKSGTYKVQATGAPTGAKFVNEKGEAKTEF
                     NVGEKFRILVPKQTPAGGFSFKVIGKLTKLQGIAHKGTPTIQLEKLPIDGQI"
     gene            complement(4812302..4813141)
                     /locus_tag="BA_5308"
                     /old_locus_tag="BA5308"
                     /db_xref="Pathema:BA_5308"
     CDS             complement(4812302..4813141)
                     /locus_tag="BA_5308"
                     /old_locus_tag="BA5308"
                     /note="identified by match to protein family HMM PF00248"
                     /codon_start=1
                     /transl_table=11
                     /product="oxidoreductase, aldo/keto reductase family"
                     /protein_id="AAP28971.1"
                     /db_xref="Pathema:BA_5308"
                     /translation="MKNLQSKAVLNNGVEMPWFGLGVFKVEEGPELVEAVKSAIKAGY
                     RSIDTAAIYGNEKAVGEGIRAGIEATGISREDLFITSKVWNADQGYEETIAAYEESLK
                     KLELDYLDLYLVHWPVEGKYKDTWRALETLYKEKRVRAIGVSNFQVHHLQDVMKDAEI
                     KPMINQVEYHPRLTQKEVQAFCKEQGIQMEAWSPLMQGQLLDNETLQEIAEKHGKTTA
                     QVILRWDLQNGVITIPKSTKEHRIIANADVFNFELTKEDMEKIDALNQNHRVGPDPDN
                     FDF"
     gene            complement(4813158..4814372)
                     /locus_tag="BA_5309"
                     /old_locus_tag="BA5309"
                     /db_xref="Pathema:BA_5309"
     CDS             complement(4813158..4814372)
                     /locus_tag="BA_5309"
                     /old_locus_tag="BA5309"
                     /note="identified by match to protein family HMM PF00083;
                     match to protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="MFS transporter"
                     /protein_id="AAP28972.1"
                     /db_xref="Pathema:BA_5309"
                     /translation="MSSYTVPSSEVQTNRRSMFALLALAISAFGIGTTEFISVGLLPS
                     ISKDLNVSVTTAGLTVSLYALGAAVGAPVLTALTASMSRKTLLMWIMVIFIIGNGIAA
                     VATSFTILIIARIVSAFAHGVFMSIGSTIAAAIVPENKRASAIAIMFTGLTVATITGV
                     PIGTFIGQQFGWRASFMAIVVIGIIAFIANSILVPSNLKNGVPVSFRDQFKLIKNGRL
                     LLVFIITALGYGGTFVTFTYLSPLLQEVTGFEASTVTIILLVYGIAIAIGNMVGGKLS
                     NHNPIRALFYMFLIQAIILFVLTFTAPFKVAGLITIIFMGLFAFMNVPGLQVYVVILA
                     ERFVPSAVDVASAINIAAFNGGIALGSYIGGLVTNSLGLIHTAWVGGLMVVAAVILTA
                     WSMTLEKRDQVK"
     gene            4814695..4815039
                     /locus_tag="BA_5311"
                     /old_locus_tag="BA5311"
                     /db_xref="Pathema:BA_5311"
     CDS             4814695..4815039
                     /locus_tag="BA_5311"
                     /old_locus_tag="BA5311"
                     /note="identified by similarity to EGAD:107760; match to
                     protein family HMM PF01638"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28973.1"
                     /db_xref="Pathema:BA_5311"
                     /translation="MKQYNIPVEATLEVIGGKWKVVILCHLTKGTKRTSELKRSMPGI
                     TQKMLTQQLRELEDDGVIQRKVYNQVPPKVEYSLTDYGWSLESILDSLCSWGECHLEK
                     EGKTSMLIAEGE"
     gene            4815475..4815915
                     /locus_tag="BA_5312"
                     /old_locus_tag="BA5312"
                     /db_xref="Pathema:BA_5312"
     CDS             4815475..4815915
                     /locus_tag="BA_5312"
                     /old_locus_tag="BA5312"
                     /note="identified by similarity to EGAD:109367"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28974.1"
                     /db_xref="Pathema:BA_5312"
                     /translation="MPETMTQTKPEQETVQISASQGQLDVLDQLLKPEVQESLTTLVE
                     QLPKLTELVNILTKSYDFAQTVATDEVLKSDTVGAITELVEPVKDTVKSMAATAIEAK
                     DRADESNEVIGLFGLLKLLKDPQAQKMFRFVNAYLQISAERNNK"
     gene            4815960..4817138
                     /locus_tag="BA_5313"
                     /old_locus_tag="BA5313"
                     /db_xref="Pathema:BA_5313"
     CDS             4815960..4817138
                     /locus_tag="BA_5313"
                     /old_locus_tag="BA5313"
                     /note="identified by match to protein family HMM PF00070;
                     match to protein family HMM PF07992"
                     /codon_start=1
                     /transl_table=11
                     /product="pyridine nucleotide-disulphide oxidoreductase"
                     /protein_id="AAP28975.1"
                     /db_xref="Pathema:BA_5313"
                     /translation="MSKQIVILGAGYGGLLAALNVRKYYSKSEAQVTVINQYPTHQII
                     TELHRLAAGNVSEQAVARPLTKLFKGKDIDLKIATVESFSVDSKEIKLAGGTTLSYDA
                     LVVALGSKTAYFGIPGLEENSMVLKSAADANKIYKHVEDRIREYAKTKNEADATIVIG
                     GGGLTGVELVGELADIMPKLAKSHGVNPKEVKLLLVEAGPKILPVLPDHLIERATTSL
                     EARGVTFLTGLPVTNVAGNEIDLKDGQKLVANTFVWTGGVQGNPLIGESGLEVNRGRA
                     TVDAYLQSTSHKNVFVAGDSAVVFAPDGRPYPPTAQIAWQMGELIGYNLYAALEGKAF
                     EEFAPVNSGTLASLGRKDAVATIGASNTPLKGLPASLMKEASNVRYLSHIKGLFSLAY
                     "
     gene            complement(4817448..4818707)
                     /gene="tyrS2"
                     /locus_tag="BA_5314"
                     /old_locus_tag="BA5314"
                     /db_xref="Pathema:BA_5314"
     CDS             complement(4817448..4818707)
                     /gene="tyrS2"
                     /locus_tag="BA_5314"
                     /old_locus_tag="BA5314"
                     /EC_number="6.1.1.1"
                     /note="identified by similarity to SP:P22326; match to
                     protein family HMM PF00579; match to protein family HMM
                     PF01479; match to protein family HMM TIGR00234"
                     /codon_start=1
                     /transl_table=11
                     /product="tyrosine--tRNA ligase"
                     /protein_id="AAP28976.1"
                     /db_xref="Pathema:BA_5314"
                     /translation="MNIIDELEWRGAVNQQTDEEGLRKLVEEKKISLYCGVDPTGDSM
                     HIGHLIPFMMMKRFQLAGHHPVILIGGATGTIGDPSGRQSERQLQTLEVVQHNVDALT
                     AQMKKLFDFGGNSEVKMVNNYDWTHEINIIEFLRDYGKNFSINSMLAKDIVASRLDTG
                     ISFTEFTYQILQAMDFHHLYTKEDVQLQIGGSDQWGNITSGLDLIRKLEGHEAKVFGL
                     TIPLLLKSDGTKFGKSAGGAVWLDPEKTTPFEFYQFWVNTDDRDVVKYLKYFTFLTKE
                     RIDELAVKVETEPHKREAQKVLAEEMTKFVHGEEALLQAVKITAALFSGDIKSLTADE
                     IEQGFKEMPTFQSSKETKNIVEWLVDLGIEPSRRQAREDINNGAISMNGEKVTDVGTD
                     VTVENSFDGRFIIIRKGKKNYSLVKLG"
     gene            complement(4819072..4819989)
                     /gene="murB2"
                     /locus_tag="BA_5315"
                     /old_locus_tag="BA5315"
                     /db_xref="Pathema:BA_5315"
     CDS             complement(4819072..4819989)
                     /gene="murB2"
                     /locus_tag="BA_5315"
                     /old_locus_tag="BA5315"
                     /EC_number="1.3.1.98"
                     /note="identified by similarity to OMNI:SA0801; match to
                     protein family HMM PF01565; match to protein family HMM
                     PF02873; match to protein family HMM TIGR00179"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-N-acetylmuramate dehydrogenase"
                     /protein_id="AAP28977.1"
                     /db_xref="Pathema:BA_5315"
                     /translation="MNMQEVYEYLSTVLPEGHVKQDEMLKNHTHIKVGGKADVFVAPT
                     NYDEIQEVIKYANKYNIPVTFLGNGSNVIIKDGGIRGITVSLIHITGVTVTGTTIVAQ
                     CGAAIIDVSRIALDHNLTGLEFACGIPGSVGGALYMNAGAYGGEISFVLTEAVVMTGD
                     GELRTLTKEAFEFGYRKSVFANNHYIILEARFELEEGVYEEIKAKMDDLTFKRESKQP
                     LEYPSCGSVFKRPPNNFAGKLIQESGLQGKRIGGVEVSLKHAGFMVNVDNGTAQDYID
                     LIHFVQKTVEEKFGVKLEREVRIIGEDKE"
     gene            complement(4820378..4820773)
                     /locus_tag="BA_5316"
                     /old_locus_tag="BA5316"
                     /db_xref="Pathema:BA_5316"
     CDS             complement(4820378..4820773)
                     /locus_tag="BA_5316"
                     /old_locus_tag="BA5316"
                     /codon_start=1
                     /transl_table=11
                     /product="SET domain protein"
                     /protein_id="AAP28978.1"
                     /db_xref="Pathema:BA_5316"
                     /translation="MIEVKTSELSDGEFNRGVFATRDIKKGELIHAAPVISYPNEQHE
                     HIEKTLLADYAFEYGINHTAILLGYGMLFNHSYTPNATYDIVFENHTFNFYAYKDIKA
                     GEEILINYNGEVDNDELLWFDKEKEENEK"
     gene            complement(4820940..4822442)
                     /locus_tag="BA_5317"
                     /old_locus_tag="BA5317"
                     /db_xref="Pathema:BA_5317"
     CDS             complement(4820940..4822442)
                     /locus_tag="BA_5317"
                     /old_locus_tag="BA5317"
                     /note="identified by similarity to SP:P39209; match to
                     protein family HMM PF00015"
                     /codon_start=1
                     /transl_table=11
                     /product="methyl-accepting chemotaxis protein"
                     /protein_id="AAP28979.1"
                     /db_xref="Pathema:BA_5317"
                     /translation="MEWLKKTCFSNLEKESQKNHLLLFITICSFFLGIIAIGYYGYIF
                     TARAIAFWVCGISVVVFGTLLTFIESMEAMYKYIMTFMLLTMSFIMVQAFNESPAVFQ
                     MVYFTLAVSLIYLSERLVVILGGVAVVITFILCSYWPKQFFAYTAASEAANFASLLAI
                     VTIAMWGVTKIGSNLLARLSDEKQEVMRKAQELEETQRLIEETVVKLDSNFNYLRQNM
                     NTSMESMSEINFAFEEVAVGTQSQSEMMYRSVEVLNDMEGNIEQIISQVRNASIRIDE
                     SLEISKGSVHTLRSFEANMRSLNDIVSQLGIIFRDLMMQSKQINEIVDVITNISSQTS
                     LLALNANIEAARAGEHGKGFAIVANEVLKLAEESNRSAGRIQGILKEFSNQASKVEVQ
                     VEKSERVQEECNEMLASVLTNVTDLGKFIDEINDVMREIVGHQESFQVKTTNIVKDVT
                     HASNVIQQTSAATEEVLASVEEEKHRNDTSVKTLHTVSEQVKLLEDILEK"
     gene            complement(4822468..4823526)
                     /locus_tag="BA_5318"
                     /old_locus_tag="BA5318"
                     /db_xref="Pathema:BA_5318"
     CDS             complement(4822468..4823526)
                     /locus_tag="BA_5318"
                     /old_locus_tag="BA5318"
                     /note="identified by similarity to OMNI:NTL01LL0959; match
                     to protein family HMM PF03372"
                     /codon_start=1
                     /transl_table=11
                     /product="endonuclease/exonuclease/phosphatase family
                     protein"
                     /protein_id="AAP28980.1"
                     /db_xref="Pathema:BA_5318"
                     /translation="MKKLLKIVLICILVGVGVVGGFLAYMTLTKEQPADVISLQVENN
                     KERVLATGNEFKVTTFNIGYAGLDKDQDFFMDGGKGSGSSSKEQTETNLKNMLSFLQN
                     ENSDFALLQEVDIKSLRSFDVNGHEFLKKGLPDYVSSFGKNYDTKWVPVPITNPMGYA
                     EAGLSTFSKYTVQTAKRFQLPGMEPWPKRLFDLDRAIVEHSIPVNNGKHVRLVNLHLS
                     AYDEGGKIRKQQVEFLKEYMNKHYKNGDYVIMGGDWNQLVSDVQLSDPKFVKERPEWL
                     VELPKDFTDGGFKWAVDPSVMTVRDDVKKYVEGENFVTIIDGFIVSPNVEIVNVQGKD
                     LKFENSDHNPVSAVFKLK"
     gene            4823838..4824251
                     /locus_tag="BA_5319"
                     /old_locus_tag="BA5319"
                     /db_xref="Pathema:BA_5319"
     CDS             4823838..4824251
                     /locus_tag="BA_5319"
                     /old_locus_tag="BA5319"
                     /note="identified by match to protein family HMM PF02537;
                     match to protein family HMM TIGR00494"
                     /codon_start=1
                     /transl_table=11
                     /product="crcB protein"
                     /protein_id="AAP28981.1"
                     /db_xref="Pathema:BA_5319"
                     /translation="MRKLIYIIVGIAGILGALSRYYLGLTIHEFWHHTFPLATLLINL
                     AGCFLLAWLTTYIAKLNILPSDVITGIGTGFIGSFTTFSTLSVETIQLINHSEWGIAF
                     LYVSCSILGGLIMSGLGYTLGDFLLKKHLTEGDHL"
     gene            4824248..4824604
                     /locus_tag="BA_5320"
                     /old_locus_tag="BA5320"
                     /db_xref="Pathema:BA_5320"
     CDS             4824248..4824604
                     /locus_tag="BA_5320"
                     /old_locus_tag="BA5320"
                     /note="identified by match to protein family HMM PF02537"
                     /codon_start=1
                     /transl_table=11
                     /product="crcB protein"
                     /protein_id="AAP28982.1"
                     /db_xref="Pathema:BA_5320"
                     /translation="MIEALLVATGGFFGAITRFTISNWFKKRNKTSFPIATFLINITG
                     AFLLGYIIGNGVTTGWQLLLGTGFMGAFTTFSTFKLESVQLLNRKNFSTFLLYLSATY
                     IVGILFAFLGMKLGGI"
     gene            complement(4824632..4824871)
                     /locus_tag="BA_5321"
                     /old_locus_tag="BA5321"
                     /db_xref="Pathema:BA_5321"
     CDS             complement(4824632..4824871)
                     /locus_tag="BA_5321"
                     /old_locus_tag="BA5321"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28983.1"
                     /db_xref="Pathema:BA_5321"
                     /translation="MMNHYFYSGRQVGAAITLAGAQETIHAMNQVIQMQQQAQVAKMI
                     QGQYMPYSQIPMQIVHYNVYPASFFSIPYGGTYFL"
     gene            complement(4824950..4825252)
                     /locus_tag="BA_5322"
                     /old_locus_tag="BA5322"
                     /db_xref="Pathema:BA_5322"
     CDS             complement(4824950..4825252)
                     /locus_tag="BA_5322"
                     /old_locus_tag="BA5322"
                     /note="identified by similarity to EGAD:28233"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP28984.1"
                     /db_xref="Pathema:BA_5322"
                     /translation="MLNDKMLLTCDITRLIMMVIRSVGIKGEYMMKNKYVVVISFMIL
                     AIISLTIHASNSKVGANGFLEEPFFFLVPISYVLSLSGIGVLLFGFITSKLKKSNR"
     gene            complement(4825323..4825838)
                     /gene="speG"
                     /locus_tag="BA_5323"
                     /old_locus_tag="BA5323"
                     /db_xref="Pathema:BA_5323"
     CDS             complement(4825323..4825838)
                     /gene="speG"
                     /locus_tag="BA_5323"
                     /old_locus_tag="BA5323"
                     /EC_number="2.3.1.57"
                     /note="identified by similarity to SP:P37354; match to
                     protein family HMM PF00583"
                     /codon_start=1
                     /transl_table=11
                     /product="spermidine N1-acetyltransferase"
                     /protein_id="AAP28985.1"
                     /db_xref="Pathema:BA_5323"
                     /translation="MSQELKLRPLEREDLKFVHELNNNAHIMSYWFEEPYEAFVELQD
                     LYDKHIHDQSERRFIVEKDNEMVGLVELVEIDYIHRRTEFQIIIDPNYQGYGYAAEAT
                     RLAMDYAFSVLNMHKIYLVVDKENEKAVHVYKKVGFMVEGELLDEFFVDGNYHNAIRM
                     CMFQKAYFGTK"
     gene            complement(4825982..4826386)
                     /locus_tag="BA_5324"
                     /old_locus_tag="BA5324"
                     /db_xref="Pathema:BA_5324"
     CDS             complement(4825982..4826386)
                     /locus_tag="BA_5324"
                     /old_locus_tag="BA5324"
                     /note="identified by similarity to GP:15981634; match to
                     protein family HMM PF06146"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP28986.1"
                     /db_xref="Pathema:BA_5324"
                     /translation="MKSFNIDHFIASVLQWILNIALIILSIVLSIFLINETITFIQYI
                     FSAKKYTSYKLVESIIVYFLYFEFIALIIKYFKSNYHFPLRYFIYIGITALIRLIIVS
                     HEEPMETLLYAGAILVLVIALYISNMRDLRKE"
     gene            complement(4826436..4827398)
                     /locus_tag="BA_5325"
                     /old_locus_tag="BA5325"
                     /db_xref="Pathema:BA_5325"
     CDS             complement(4826436..4827398)
                     /locus_tag="BA_5325"
                     /old_locus_tag="BA5325"
                     /note="identified by similarity to GP:18144333; match to
                     protein family HMM PF08378"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP28987.1"
                     /db_xref="Pathema:BA_5325"
                     /translation="MIVKERKMSVHLLQLEALLRRLPAHHPKKNVVVESLAKFMAGYK
                     GEQAIEYPLSFLSETKYSILHDIRLFDQKHYFQIDALIVSSYFLLFLEIKNIIGTLIF
                     DAKFNQLIRIADGTSEEGFPDPLLQVKRQEMQLRKWLSLHGLYNIPIESLVVISSPRT
                     IIKTSDEMLPNKIIHGANLPNRIKQMESQYKEGVIDNVDGLINQIMNEHIPQRQNILA
                     QYKVKKEELLKGVQCEECFTMAMLKEKQGWRCSNCNSTSKSAHLRALQDYTLLFGTIT
                     TNSKLRDFLNVQSSSAVKRLLKTMNIPHTGTNKGRKYDLTSFQL"
     gene            4827834..4828799
                     /locus_tag="BA_5326"
                     /old_locus_tag="BA5326"
                     /db_xref="Pathema:BA_5326"
     CDS             4827834..4828799
                     /locus_tag="BA_5326"
                     /old_locus_tag="BA5326"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP28988.1"
                     /db_xref="Pathema:BA_5326"
                     /translation="MNKKTKALSSILLGFTLALTGCAGTKAEENHNKPKQEQAAKETK
                     KENKLTKGQKMANILSDTNWQGTRVYDKDKNDVTKENANFIGLAKYDAKSGRYEFFDA
                     KTGASRGDKGTFFITNDGKKRILISESMKYQAVVDMTKLNKNVFTYKRMGKDANGNDV
                     EVFVEHVPYKEKELSFTDPDKELNTTTGDIVKNIDGDKILGGTLWHGTKVLDEAGNDV
                     TQFNSNFISLAKFDDKSNKYEFFNSETGQSRGDYGYFDVLHENKIRAHVSIGNNKYGA
                     ALELTELNKNKFTYKRTGKDQAGNDITIFVEHEPYTGDMKPQFSF"
     gene            complement(4829024..4829776)
                     /locus_tag="BA_5327"
                     /old_locus_tag="BA5327"
                     /db_xref="Pathema:BA_5327"
     CDS             complement(4829024..4829776)
                     /locus_tag="BA_5327"
                     /old_locus_tag="BA5327"
                     /note="identified by similarity to EGAD:37683; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="iron compound ABC transporter, ATP-binding
                     protein"
                     /protein_id="AAP28989.1"
                     /db_xref="Pathema:BA_5327"
                     /translation="MIKIDNVKKFYTDKVKIGPLDIEIPKAGFTSLIGPNGAGKSTTL
                     LMIGRLLDMDEGQIQVANMDVSESKSKDLAKVLTILRQENHFVTRLTVRQLVGFGRFP
                     YSKGRLTKEDEVIISKYIDFLDLTNLENRYLDELSGGQRQRAYVAMVLCQETEYVLLD
                     EPLNNLDVARSVQMMEHLRRAANEFGRTILTVMHDINFAAKYSDKICAMKDGQIAAFG
                     TVEEVMDSTLLTDIFETRIEIIKGPYGPIAVY"
     gene            complement(4829773..4830837)
                     /locus_tag="BA_5328"
                     /old_locus_tag="BA5328"
                     /db_xref="Pathema:BA_5328"
     CDS             complement(4829773..4830837)
                     /locus_tag="BA_5328"
                     /old_locus_tag="BA5328"
                     /note="identified by similarity to GP:15981928; match to
                     protein family HMM PF01032"
                     /codon_start=1
                     /transl_table=11
                     /product="iron compound ABC transporter, permease protein"
                     /protein_id="AAP28990.1"
                     /db_xref="Pathema:BA_5328"
                     /translation="MITLDYRNKENVEVDSSLHNESRSASAFRSKKEARRYWIVLITL
                     IALGLLSSYGLLVYNNPVPIDSPSFIPVVKRRIVAIVAMIIAAVCHSLSTVAFQSITN
                     NKIITPSLLGFESLYSAIQTSTVFFFGASALINFNGIGSFLFQVVVMVFMSLILYGWL
                     LSGKYGNLQLMLLVGIIIGTGLNSVSTFMRKLLAPSEFDILQARLFGSVNHADPAYFP
                     IVIPMIIIVAVLIFAHSKNLNVLSLGKDVATSFGVKYQPSVIYTLVLVAILMSISTAL
                     IGPLTFYGFLVATLSYQAAATYDHRYIFPMAFAIGFLIMTSAYFLMYHVFHAQGVVSV
                     IIELFGGIIFLTIVLRKRAL"
     gene            complement(4830834..4831838)
                     /locus_tag="BA_5329"
                     /old_locus_tag="BA5329"
                     /db_xref="Pathema:BA_5329"
     CDS             complement(4830834..4831838)
                     /locus_tag="BA_5329"
                     /old_locus_tag="BA5329"
                     /note="identified by similarity to GP:15981927; match to
                     protein family HMM PF01032"
                     /codon_start=1
                     /transl_table=11
                     /product="iron compound ABC transporter, permease protein"
                     /protein_id="AAP28991.1"
                     /db_xref="Pathema:BA_5329"
                     /translation="MISRVENISQPQFYNHNKIWTKPFIIAIIVVIILGIISLFTGVY
                     DIRGQEDGMEMFFITRVPRTVALMLTGAAMAMAGLVMQLITQNRFVEPTTTGTIEWSS
                     LGLLFVYLLFPAPTLVQRMTGAIIFSFIGTMIFFLFLRRVKLRSSLIVPIIGLMLGAV
                     ISAVSTFLGLLFQMTQSIETWFVGSFANIQVGRYEYLWLIVIVTLLIFMYANRLTLAG
                     LGEDVATSLGVNYNRIVLFGTALISVAVGIVAAVIGNLPFLGLIVPNIVSMFRGDDLR
                     SNLPWVCVIGMGTITACDIISRTIIKPFELPVSLILASVGAVVFITILLRKRKPRRLR
                     "
     gene            complement(4831870..4832871)
                     /locus_tag="BA_5330"
                     /old_locus_tag="BA5330"
                     /db_xref="Pathema:BA_5330"
     CDS             complement(4831870..4832871)
                     /locus_tag="BA_5330"
                     /old_locus_tag="BA5330"
                     /note="identified by similarity to EGAD:6584; match to
                     protein family HMM PF01497"
                     /codon_start=1
                     /transl_table=11
                     /product="iron compound ABC transporter, iron
                     compound-binding protein"
                     /protein_id="AAP28992.1"
                     /db_xref="Pathema:BA_5330"
                     /translation="MLLKLVSILAIFTLMLVACSDSGKETSKATKDNSSDKPKTVEIT
                     DAHGKVKVPVNPKNVVALDNRTFETLADWGIKLAAAPKDIMPADSAYKKDEKVQNIGN
                     HREPNLEIIAAANPELVIVGQRFADHYEEIKKLVPNAAVIDLNVDVSEKATKPGENLV
                     KGLKDSTITLGKIFNKDKEAKQLVADFDKSIEKAKSAYNGKDKVMSVIVTGGNIGFAA
                     PHSGRVWGPMYEIFGWTPALEVSNSTAGHKGDDVSVEAIAQTNPDWLFVLDRDAATSD
                     AAKSAPAQDVISKSPALQNTTAVSKKQVVYAPADTYTNESIQTYIELFGNLAKTLAK"
     gene            complement(4833298..4833975)
                     /locus_tag="BA_5331"
                     /old_locus_tag="BA5331"
                     /db_xref="Pathema:BA_5331"
     CDS             complement(4833298..4833975)
                     /locus_tag="BA_5331"
                     /old_locus_tag="BA5331"
                     /note="identified by similarity to GP:16410793; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF00486"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator"
                     /protein_id="AAP28993.1"
                     /db_xref="Pathema:BA_5331"
                     /translation="MRQVLVIKNERSLAKKIVSGLTEEGHFILKLHNENEGLNIIYEQ
                     DWDIIILDWDSLSISGPEICRQIRLVKMTPIIIVTDNISSKDCVAGLQAGADDYIRKP
                     FAKEELVARVQAILRRSGCNQQHETTFFQFKDLFVDASSNIVKKGGKNLSLTKREYDL
                     LVFLIKNKNTILSREMLLNQVWGYNVVVNPNVVDLYIGYVRKKLKCEKKDRYIQTIHG
                     RGYSMIE"
     gene            complement(4834383..4834737)
                     /locus_tag="BA_5865"
     ncRNA           complement(4834383..4834737)
                     /ncRNA_class="other"
                     /locus_tag="BA_5865"
                     /product="sRNA"
     gene            complement(4834864..4835331)
                     /gene="smpB"
                     /locus_tag="BA_5332"
                     /old_locus_tag="BA5332"
                     /db_xref="Pathema:BA_5332"
     CDS             complement(4834864..4835331)
                     /gene="smpB"
                     /locus_tag="BA_5332"
                     /old_locus_tag="BA5332"
                     /note="identified by match to protein family HMM PF01668;
                     match to protein family HMM TIGR00086"
                     /codon_start=1
                     /transl_table=11
                     /product="SsrA-binding protein"
                     /protein_id="AAP28994.1"
                     /db_xref="Pathema:BA_5332"
                     /translation="MPKGSGKVIAQNKKAFHDYFIEETYEAGLVLQGTEIKSIRAGRV
                     NLKDAFARVHNGEVWVHNMHISTYEQGNRFNHDPLRTRKLLLHKKEIEKLAGASKETG
                     YALVPVRIYLKNGFAKMALGLAKGKKQYDKRHDLKEKEAKREIARAFRDRQKM"
     gene            4835386..4835499
                     /locus_tag="BA_5333"
                     /old_locus_tag="BA5333"
                     /db_xref="Pathema:BA_5333"
     CDS             4835386..4835499
                     /locus_tag="BA_5333"
                     /old_locus_tag="BA5333"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP28995.1"
                     /db_xref="Pathema:BA_5333"
                     /translation="MARSECEVDGASDLEALFASREEAKPPNILATVAGFQ"
     gene            complement(4835580..4838006)
                     /gene="vacB"
                     /locus_tag="BA_5334"
                     /old_locus_tag="BA5334"
                     /db_xref="Pathema:BA_5334"
     CDS             complement(4835580..4838006)
                     /gene="vacB"
                     /locus_tag="BA_5334"
                     /old_locus_tag="BA5334"
                     /EC_number="3.1.-.-"
                     /note="identified by similarity to SP:O32231; match to
                     protein family HMM PF00575; match to protein family HMM
                     PF00773; match to protein family HMM PF08206; match to
                     protein family HMM TIGR00358; match to protein family HMM
                     TIGR02063"
                     /codon_start=1
                     /transl_table=11
                     /product="ribonuclease R"
                     /protein_id="AAP28996.1"
                     /db_xref="Pathema:BA_5334"
                     /translation="MEEIIQEHIDKLLLFMREEAYKPLTIQELEEAFGIEGSEGFKDF
                     VKALVTMEEKGLVIRTRSNRYGLPEKMNLIRGKLIGHARGFAFVVPDEKKTGDDDLFI
                     PPTELNGALHGDTVLARLSSQSSGSRQEGSIVRILERGTKELVGTYTESKNFGFVIPD
                     NKRWTSDIFVLKSASMGAVEGHKVVVKITSYPENRLSAEGEVIQILGHKNDPGVDILS
                     VIHKHHLPLAFPEEVMEHANSVPETISEEDLKDRRDLRDQMIVTIDGADAKDLDDAVT
                     VTKLENGNYKLGVHIADVSHYVQEGSPIDVEAAERATSVYLVDRVIPMIPHRLSNGIC
                     SLNPKVDRLTLSCEMEINNLGDVVKHEIFQSVIKTTERMTYADVRSILEDEDEELMKR
                     YEPLVPMFKEMGQLAQILREKRMRRGAIDFDFKEAKVLVDEEGKPTDVVMRDRSVSEK
                     LIEEFMLVANETVAEHFHWMNVPFMYRVHEDPKEDKLERFFEFVTNFGYAVKGRANEV
                     HPRALQQILEMVQGQPEEVVISTVMLRSMKQARYDADSLGHFGLSTEFYTHFTSPIRR
                     YPDTIVHRLIREYIINGKVDNETQAKWREKLPEIAEHSSNMERRAVEAERETDELKKA
                     EYMLDKIGEEYDGMISSVTNFGLFVELPNTIEGLVHVSYLTDDYYRYDEQHFAMIGER
                     TGNVFRIGDEITIRVINVNKDERAIDFEIVGMKGTPRRKFKDRPVVIEQPRTGRKKRG
                     GRSERSNERGGERGTGRKFDRGGKGKGRGSASASTSASQPGKKDGNGKKKKAFFENVP
                     GFKKKKKKRK"
     gene            complement(4838148..4838888)
                     /gene="estA"
                     /locus_tag="BA_5335"
                     /old_locus_tag="BA5335"
                     /db_xref="Pathema:BA_5335"
     CDS             complement(4838148..4838888)
                     /gene="estA"
                     /locus_tag="BA_5335"
                     /old_locus_tag="BA5335"
                     /EC_number="3.1.1.1"
                     /note="identified by similarity to SP:Q06174"
                     /codon_start=1
                     /transl_table=11
                     /product="carboxylesterase"
                     /protein_id="AAP28997.1"
                     /db_xref="Pathema:BA_5335"
                     /translation="MKLASPKPFTFEGGDRAVLLLHGFTGNSADVRMLGRFLEKKGYT
                     CHAPIYKGHGVPPEELVHTGPEDWWQDVTEAYQLLKDKGFEKIAVVGLSLGGVFSLKL
                     GYTVPVLGVVPMCAPMYIKSEETMYQGILAYAREYKKREQKSPEQIEQEMLEFQKTPM
                     NTLKALQQLIADVRNNVDMIYVPTFVVQARHDEMINTDSANIIYNGVESTLKDIKWYE
                     DSTHVITLDKQRDELHEDVYNFLEQLDW"
     gene            complement(4839050..4839283)
                     /gene="secG"
                     /locus_tag="BA_5336"
                     /old_locus_tag="BA5336"
                     /db_xref="Pathema:BA_5336"
     CDS             complement(4839050..4839283)
                     /gene="secG"
                     /locus_tag="BA_5336"
                     /old_locus_tag="BA5336"
                     /note="identified by match to protein family HMM PF03840;
                     match to protein family HMM TIGR00810"
                     /codon_start=1
                     /transl_table=11
                     /product="preprotein translocase, SecG subunit"
                     /protein_id="AAP28998.1"
                     /db_xref="Pathema:BA_5336"
                     /translation="MHTLLSVLLIIVSILMIVMVLMQSSNSSGLSGAISGGAEQLFGK
                     QKARGIEAVLNRITIVLAVLFFALTIGVTYLNL"
     gene            complement(4839378..4840435)
                     /locus_tag="BA_5337"
                     /old_locus_tag="BA5337"
                     /note="conserved hypothetical protein, degenerate; an
                     automated process has identified a potential problem with
                     this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_5337"
     gene            4840711..4841661
                     /locus_tag="BA_5338"
                     /old_locus_tag="BA5338"
                     /db_xref="Pathema:BA_5338"
     CDS             4840711..4841661
                     /locus_tag="BA_5338"
                     /old_locus_tag="BA5338"
                     /note="identified by match to protein family HMM PF01156"
                     /codon_start=1
                     /transl_table=11
                     /product="inosine-uridine preferring nucleoside hydrolase
                     family protein"
                     /protein_id="AAP28999.1"
                     /db_xref="Pathema:BA_5338"
                     /translation="MPKKVLIFCDPGIDDTMALLLAFFIDEIEIIGIVADYGNVPKKM
                     AVQNAHFLKNETRNRNIKIFGGSERPLTGAPPAFFTEVHGKQGLGPIIPNGNVTNGEM
                     ENFFEVIPLIEQYKDELIIVSLGRLTSLAILFIMCKQLMKQIKSYYVMGGAFLHPGNV
                     TPISEANFYGDPTAANIVLQSAANMYIYPLNVTQYSVITPEMAEYIEAKGKVPLVKPL
                     FDHYYYGYYKNALPDLKGSPFHDTMPILALLDNSMFTYHKSPIVVMAESYAQGASIGE
                     FRSLGKPKPFMDWPSHQIAIDFDYNRFFKHFMSLMTGEQF"
     gene            complement(4842149..4842661)
                     /locus_tag="BA_5339"
                     /old_locus_tag="BA5339"
                     /db_xref="Pathema:BA_5339"
     CDS             complement(4842149..4842661)
                     /locus_tag="BA_5339"
                     /old_locus_tag="BA5339"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29000.1"
                     /db_xref="Pathema:BA_5339"
                     /translation="MELQIFSIDEEAGKIEVSLTKKEALYFADKPKKEKENYIMWKFV
                     NEFQMFNGGSQGECFRQINEFRVASGYPEWKSQRSVARIWEQESPFYEHKNVLGPKSA
                     VAIFPDGKTINTSTREEMFNVMKEQYNISRGTIARLIKSGQAYKSRYAKHKQLNGLII
                     KYVDEKSSDS"
     gene            complement(4842819..4843277)
                     /locus_tag="BA_5340"
                     /old_locus_tag="BA5340"
                     /db_xref="Pathema:BA_5340"
     CDS             complement(4842819..4843277)
                     /locus_tag="BA_5340"
                     /old_locus_tag="BA5340"
                     /note="identified by similarity to EGAD:133454"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP29001.1"
                     /db_xref="Pathema:BA_5340"
                     /translation="MKKEMEVTLKLDYKGCEAIVDEARKLNAENKELKAKLEAREKSI
                     KNLSEWIIEMGTYADVDIQRDFSGVFDEHFIQEVATCLEDEILGSKFDLERQDKIIKA
                     QEKMIKAQENLIEADKKVINTSSLAIMSLAKRLETKYNDEAGNVYLEAIK"
     gene            complement(4843388..4843585)
                     /locus_tag="BA_5342"
                     /old_locus_tag="BA5342"
                     /db_xref="Pathema:BA_5342"
     CDS             complement(4843388..4843585)
                     /locus_tag="BA_5342"
                     /old_locus_tag="BA5342"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29002.1"
                     /db_xref="Pathema:BA_5342"
                     /translation="MYRMKKFIHVYRLYELGTQAECYRKINEFRVANHYKIWKGHRSL
                     SRLWDKPFDTLEWKCCNDWDW"
     gene            complement(4843588..4843722)
                     /locus_tag="BA_5343"
                     /old_locus_tag="BA5343"
                     /db_xref="Pathema:BA_5343"
     CDS             complement(4843588..4843722)
                     /locus_tag="BA_5343"
                     /old_locus_tag="BA5343"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29003.1"
                     /db_xref="Pathema:BA_5343"
                     /translation="MKLSKRRKYNMRKVTITEKSLRKLSILQSKKWRISKSEALRKKK
                     "
     gene            complement(4843694..4844503)
                     /locus_tag="BA_5344"
                     /old_locus_tag="BA5344"
                     /db_xref="Pathema:BA_5344"
     CDS             complement(4843694..4844503)
                     /locus_tag="BA_5344"
                     /old_locus_tag="BA5344"
                     /note="identified by match to protein family HMM PF01844;
                     match to protein family HMM PF07463"
                     /codon_start=1
                     /transl_table=11
                     /product="prophage LambdaBa03, HNH endonuclease family
                     protein"
                     /protein_id="AAP29004.1"
                     /db_xref="Pathema:BA_5344"
                     /translation="MIYKNLSLENLPNEIWEKCDESEHILYTISSMGRVKSTNKNSGK
                     SMIMKQTINNSDYLVVNLTNKKTHYVHRLVAMTFISNPKNKPTVNHINIDELSPKDNK
                     LDNRVINLEWATMKEQSDHAWKSGLKSSEQLSIPVVVLNTNGEFLSSHIGFTEASNCY
                     EGTVRRYEDKVAMIGNNIVLLKSKYEEMSDQEIFILATKCFEKLFEKTYEVDGIAIAT
                     AEQTAKALNCSRQTVHKQTSTKWSAEVNGKTVSRLKNRIGVFNEAIKKEKI"
     gene            complement(4844678..4845307)
                     /locus_tag="BA_5345"
                     /old_locus_tag="BA5345"
                     /db_xref="Pathema:BA_5345"
     CDS             complement(4844678..4845307)
                     /locus_tag="BA_5345"
                     /old_locus_tag="BA5345"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29005.1"
                     /db_xref="Pathema:BA_5345"
                     /translation="MTFESKYLIRWGIPGWVSILWIAYAVLLLKGINPIEADLSQMSK
                     GLGLLVSLAAVGVPLGYVMHQVYFGIAWVMNQWRNFDEIKSIIEKKYPKKGGWGKDKN
                     DDYFHCEFVWHMVLLKQDSETRTYIEGRYRHLLGTTHALGSLFISSSIALLTTAFIVL
                     THLSSFMNNYYFWIGLAIQLAVFFASMVNYKYYSENVRMFQLKMLKKYI"
     gene            complement(4845495..4845845)
                     /locus_tag="BA_5346"
                     /old_locus_tag="BA5346"
                     /db_xref="Pathema:BA_5346"
     CDS             complement(4845495..4845845)
                     /locus_tag="BA_5346"
                     /old_locus_tag="BA5346"
                     /note="identified by similarity to EGAD:28397"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29006.1"
                     /db_xref="Pathema:BA_5346"
                     /translation="MKRDMEFIRELLLKIEEKESRFDYVATDSKTEYHLDLMIEASLI
                     KAEKTHYMDNTINFDIVGMTWAGHDFLDAARNDKVWGKAEETAESKGMDLRSLPIEIV
                     KDLLVESAKALIGF"
     gene            4845990..4846466
                     /locus_tag="BA_5347"
                     /old_locus_tag="BA5347"
                     /db_xref="Pathema:BA_5347"
     CDS             4845990..4846466
                     /locus_tag="BA_5347"
                     /old_locus_tag="BA5347"
                     /note="identified by similarity to GP:16414245"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP29007.1"
                     /db_xref="Pathema:BA_5347"
                     /translation="MNELIKAVPSLVGVVVGGLITFFIQQATIRKQQEWDRKKMEIDT
                     QNKNEARKFEVFSQILHAHAKHIVLEYSMHGPPELNELKYSKYIRPLLYEIYHLLDES
                     ITRKIEKIEYIYEKQFAMEEAEEGDIETLTENYQRIIEIIKKDFDNLRKSTNNSVH"
     gene            complement(4846532..4846708)
                     /locus_tag="BA_5348"
                     /old_locus_tag="BA5348"
                     /db_xref="Pathema:BA_5348"
     CDS             complement(4846532..4846708)
                     /locus_tag="BA_5348"
                     /old_locus_tag="BA5348"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29008.1"
                     /db_xref="Pathema:BA_5348"
                     /translation="MKERIKLILLFLSVIIMMMLFMYQVYNNLFVKDENTIRMEKERE
                     ERRIQREEWLKNME"
     gene            complement(4846705..4846917)
                     /locus_tag="BA_5349"
                     /old_locus_tag="BA5349"
                     /db_xref="Pathema:BA_5349"
     CDS             complement(4846705..4846917)
                     /locus_tag="BA_5349"
                     /old_locus_tag="BA5349"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29009.1"
                     /db_xref="Pathema:BA_5349"
                     /translation="MKEKPKLKNIYKKSIAIELIKLNHNLHHTMRNRSNEKYQIFVFE
                     ETHELIRDMLAIVEWQERLYQERNKK"
     gene            complement(4846923..4847153)
                     /locus_tag="BA_5350"
                     /old_locus_tag="BA5350"
                     /db_xref="Pathema:BA_5350"
     CDS             complement(4846923..4847153)
                     /locus_tag="BA_5350"
                     /old_locus_tag="BA5350"
                     /note="identified by similarity to GP:16414730"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29010.1"
                     /db_xref="Pathema:BA_5350"
                     /translation="MQPVDIRQWVYDNVYTTPEALSYLGVSRSRMSRMIKDGKITPIK
                     KLGCTSLFLREDLEKKLEELIVLRAKYSPNGS"
     gene            complement(4847165..4847410)
                     /locus_tag="BA_5351"
                     /old_locus_tag="BA5351"
                     /db_xref="Pathema:BA_5351"
     CDS             complement(4847165..4847410)
                     /locus_tag="BA_5351"
                     /old_locus_tag="BA5351"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29011.1"
                     /db_xref="Pathema:BA_5351"
                     /translation="MKRKNVHSCIGALTTLFYVHKDSEMGIATLERYIEWGLLENASL
                     IAEIMEQTQCCDLINVIKLLDYVAAERIEDILRGATT"
     gene            4847563..4847766
                     /locus_tag="BA_5352"
                     /old_locus_tag="BA5352"
                     /db_xref="Pathema:BA_5352"
     CDS             4847563..4847766
                     /locus_tag="BA_5352"
                     /old_locus_tag="BA5352"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29012.1"
                     /db_xref="Pathema:BA_5352"
                     /translation="MGDKKRIFKVKVVNFLLKHGAELLEVRTGEVENDPKACTFLFAN
                     DDKLSGALIALKEYNKAKRLTLK"
     gene            4847785..4848522
                     /locus_tag="BA_5353"
                     /old_locus_tag="BA5353"
                     /db_xref="Pathema:BA_5353"
     CDS             4847785..4848522
                     /locus_tag="BA_5353"
                     /old_locus_tag="BA5353"
                     /codon_start=1
                     /transl_table=11
                     /product="prophage LambdaBa03, transcriptional regulator
                     domain protein"
                     /protein_id="AAP29013.1"
                     /db_xref="Pathema:BA_5353"
                     /translation="MKQLTKIKYDAKQIAEMLGISLQRFRNKKEHYINILKQDYYVTI
                     EIGSRNKEFFILEPKENGVTVLKDVAPKTNELKRNDLKNIELILKAVLIDNVLPMPEE
                     ISKSIGKSEATVKRHIKKMRDNDILLEPDEEIVQTVNKYTGEIFERIRKQYSYIYYDN
                     LSSGERIVVDLPTIHGAYGEFYNEKIQELMHKHKHRYNHKIANNVAYFYTWEQMNKSF
                     DLRKGRRAEKWIISNEYRKWIIEKYGR"
     gene            4848858..4849124
                     /locus_tag="BA_5354"
                     /old_locus_tag="BA5354"
                     /db_xref="Pathema:BA_5354"
     CDS             4848858..4849124
                     /locus_tag="BA_5354"
                     /old_locus_tag="BA5354"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29014.1"
                     /db_xref="Pathema:BA_5354"
                     /translation="MNIFYLLFYQHYINTIYILNKEDRAMNEDKHCKASTDTKQDDKE
                     PVKQLHVYGVPFSVCKKLEEKAKQDGLKLTPFIRMKLIQIADEE"
     gene            4849308..4849808
                     /locus_tag="BA_5355"
                     /old_locus_tag="BA5355"
                     /db_xref="Pathema:BA_5355"
     CDS             4849308..4849808
                     /locus_tag="BA_5355"
                     /old_locus_tag="BA5355"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29015.1"
                     /db_xref="Pathema:BA_5355"
                     /translation="MGNAVKSVAQVKQKMSKDTREARIEAEKQVVTNIKTKPKAYPFV
                     SKPMKRIFNKLIKLNENFTESDSMSLSMLTKSLYRYELLNTELEELEIFDELSVDLEK
                     RIHAYERSIIAHMKDLCIPLSQRLRLSNDIAKLMIEEKKLEQMNQQNNQAINPLMALL
                     EEDDDE"
     gene            4849801..4851372
                     /locus_tag="BA_5356"
                     /old_locus_tag="BA5356"
                     /db_xref="Pathema:BA_5356"
     CDS             4849801..4851372
                     /locus_tag="BA_5356"
                     /old_locus_tag="BA5356"
                     /note="identified by match to protein family HMM PF03354"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa03, terminase, large
                     subunit"
                     /protein_id="AAP29016.1"
                     /db_xref="Pathema:BA_5356"
                     /translation="MNKSVAYAKAVVFGDIVAPSQVRQACINFLHEYYVLQDQADYIY
                     KWNTKIEKKIDKIIKNLNFARGAKSAQPMFPNLALFQWFIIQNTFCWVYKEFPTKRKI
                     REVIFTVARKNAKSVLSCIIHILAFFLDEANQTHYIGSNTKQQATIIFDELVAIIKAS
                     PNMLPFFNIKKTYVEFTPKNCKIVALSGDASKADGTMVYCASVDELGASNEIFKMVSS
                     LETGQFGPRNPLIIKISTSYPIENGFNYWNETVDALRKNTFADEPNPRQFGLIFTIDN
                     PKKRIQLNGRDAERWENPEVWAEANPLVAEVQDLADKLLEDYKTKKDIPKDFFLFKVK
                     NLNMWLGANEGDGNFFVDKHTLQKSLYKPASDWEWWRGKRQVIIGLDLSLSTDNTAVT
                     FMWYDQQNEHHYAKNLVFYPKNKETDKTQKERIPYDKWARAGYCQPIGEDTVDYDEMA
                     DIIVDICEQYDIQIGSIAYDTKYSYTLLKRLVNELSMEVDPVKIEQDARHLGNAISYL
                     QRIIYEGTFFMPQIH"
     gene            4851586..4851915
                     /locus_tag="BA_5357"
                     /old_locus_tag="BA5357"
                     /db_xref="Pathema:BA_5357"
     CDS             4851586..4851915
                     /locus_tag="BA_5357"
                     /old_locus_tag="BA5357"
                     /note="identified by similarity to GP:19747599; match to
                     protein family HMM PF01844"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP29017.1"
                     /db_xref="Pathema:BA_5357"
                     /translation="MKAGDKCSCKRRKTDSQKKHPSGTWEFQKLRKRVIDRDAGHCQR
                     CRIKFGLMNFDDLQCHHIKSWRDYPDLAYDELNLITICRHCNLDLGNSNKLDFFWETP
                     EEISYFL"
     gene            4852332..4853642
                     /locus_tag="BA_5358"
                     /old_locus_tag="BA5358"
                     /db_xref="Pathema:BA_5358"
     CDS             4852332..4853642
                     /locus_tag="BA_5358"
                     /old_locus_tag="BA5358"
                     /note="identified by similarity to GP:5059250; match to
                     protein family HMM PF04860; match to protein family HMM
                     TIGR01537"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29018.1"
                     /db_xref="Pathema:BA_5358"
                     /translation="MGLFSGLFSKKPVLEERSTYDSMEVDGAFSLDSLLVTDAVTEEK
                     VLKIPTARSCVELITSSIAQMPVYLYKENADGSVERILDDNRVHLLNHEANDFLNGYS
                     LKKHMVKDYLLHGSSYVSIIEAGNTILELHPLLSKAIVVNKRIKHGYRTVGADIFLSN
                     SENGAVNELNRQQTKFKPHELMITLQDTNDGLTSHGVIKHGQDIFKQALSESVYTHNL
                     YENGALPLGLLKTDARLNKKQASSLREAWQKLYGGVKNAAKTVVLQEGMKYEALSMNP
                     SEIQMSETRKATNSEICKLFGVPESMVNATIGKQYVSLEQNQLYLLKNTLSPIIVAME
                     SSMDKALLLESEKDKGYFFRFDTSELIRSTEKELVDTVVTAVQGGIFTINEGRAKFNL
                     PSIDEGDNVLVTPGASQMGDKNTKETTDPHEEEQLNDKTGTQTD"
     gene            4853614..4854111
                     /locus_tag="BA_5359"
                     /old_locus_tag="BA5359"
                     /db_xref="Pathema:BA_5359"
     CDS             4853614..4854111
                     /locus_tag="BA_5359"
                     /old_locus_tag="BA5359"
                     /note="identified by similarity to GP:12514770; match to
                     protein family HMM PF04586; match to protein family HMM
                     TIGR01543"
                     /codon_start=1
                     /transl_table=11
                     /product="putative prophage LambdaBa03, prohead protease"
                     /protein_id="AAP29019.1"
                     /db_xref="Pathema:BA_5359"
                     /translation="MTKLELRQIDVELSGVKEESGDLLVSGYVNQTGQWSQPLGRENR
                     FIERIESGAFTRALERGNDVHFLAEHDNAKLLASTKNGSLQLREDDKGLYMEARISPT
                     SYGKDYHQLIQDGLLTNMSFGMQVTEQRWDKRDDGTYKRTISDLHLAEVSVVRNQAYR
                     LVRLK"
     gene            4854171..4855211
                     /locus_tag="BA_5360"
                     /old_locus_tag="BA5360"
                     /db_xref="Pathema:BA_5360"
     CDS             4854171..4855211
                     /locus_tag="BA_5360"
                     /old_locus_tag="BA5360"
                     /note="identified by match to protein family HMM PF05065;
                     match to protein family HMM TIGR01554"
                     /codon_start=1
                     /transl_table=11
                     /product="phage major capsid protein, HK97 family"
                     /protein_id="AAP29020.1"
                     /db_xref="Pathema:BA_5360"
                     /translation="MSKEKELKELRAKMEAMEAEVRAEQETAQEVEVRDVEVDQTEVE
                     LRGVEQFLKGDIHGAEVRTMTTGTGAITVPTSLSNVIVEKLVEEAALFGRAKSFTPVS
                     GTLEVLREKNIGDATFIGEMEDASMSDFTFDKVTLEQRRAATAIELSQQLVNDSGIDV
                     VNYAVGVMTRRLARKLDETVLNGDKTKKQFEGILTSTVAEVVGTHEAGKISLDNLLDM
                     TLAVHPDHLAGSVFVMGRPAFNQVAKLKDAQGNYHVVKDVVNGKPVYKIFGHEILIQD
                     KMPSAAAGSITVVFINFAEAYATMIKKGAQMKRISDDTKQALRGSHMLMLDMYCDGKI
                     LNEDAIKFLKQA"
     gene            4855298..4856278
                     /locus_tag="BA_5361"
                     /old_locus_tag="BA5361"
                     /db_xref="Pathema:BA_5361"
     CDS             4855298..4856278
                     /locus_tag="BA_5361"
                     /old_locus_tag="BA5361"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29021.1"
                     /db_xref="Pathema:BA_5361"
                     /translation="MASTITNPNILTIDIKKDVLEGNPYGYYNIPSLFKIIPTEGKTT
                     KQILSNEPKGIRAKFVGEYEEIPYQNVRLREAILNSKRIGAAIELSEEFVNNTAIDIE
                     EYLKQVFTQRILDEIENQMISTGTTDGTEPKNIQKLTPGRNRTATTQEGQPLSFEDMV
                     ESYELFINNPANKKNAFWMISKSAKFSILDENENERLSFENIPEGADATFLGLPVYRR
                     NLGITGSGQNVAHIITNREAYGISMTNIRFTRIKGDTKQQINNAHVYIGESYVDGKLI
                     NEFAKTSAVFASEVTQASVTEQSIDEPVEKEAVEPKSTKRKPTKATIEKE"
     gene            complement(4856346..4857212)
                     /locus_tag="BA_5362"
                     /old_locus_tag="BA5362"
                     /db_xref="Pathema:BA_5362"
     CDS             complement(4856346..4857212)
                     /locus_tag="BA_5362"
                     /old_locus_tag="BA5362"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP29022.1"
                     /db_xref="Pathema:BA_5362"
                     /translation="MDGIIKRRKTVDYAQIHNNALQQLEDVRSIGLIAHLMSLPETWV
                     IKKMQLYKKFGRAAITKGIAELEEKKYWVDIKYRDGKKNFHYYNASDIPFSDGEVKEF
                     MQEVATAGFKIMEISSPFSHLLSSGENQQLKKEEDSSSDDFEQLNFNNSISNVEKRQL
                     LNKKTEKNTDKQNSDKRNIVNINKEISSADFKIALTNACNEFYTEFAPNRWIKKSWST
                     LIDKFVTETIESGRYVNIPQEKISAYAYSSLKNMAHKYDLKNGKKQFADPTREGKVLL
                     YNWLEDGEDAVH"
     gene            complement(4857335..4858240)
                     /locus_tag="BA_5363"
                     /old_locus_tag="BA5363"
                     /db_xref="Pathema:BA_5363"
     CDS             complement(4857335..4858240)
                     /locus_tag="BA_5363"
                     /old_locus_tag="BA5363"
                     /note="identified by similarity to OMNI:NTL01LL0656; match
                     to protein family HMM PF00589; match to protein family HMM
                     PF02899"
                     /codon_start=1
                     /transl_table=11
                     /product="prophage LambdaBa03, site-specific recombinase,
                     phage integrase family"
                     /protein_id="AAP29023.1"
                     /db_xref="Pathema:BA_5363"
                     /translation="MLKDLLKEFVFDLKIKNYSDRTIDTYNYNVGQLITYLNEHHEVN
                     DVEDVATFHIKKFVQHQISLGKKANYINTLIKSLRSFYKYLVVEEYVSVNIMNKIKLL
                     KEDVEVIKTFTDDEVAKMIEAYDFKTYLNARNKVIIAMFVDTGMRMSELINLQSSWIY
                     DTSLRIKGKGSKWRHVPMSLMLKKYMIRYERIKAKYFEKKALEHDNYFLSRAGKPICT
                     VQIENIVKIAGLRAGVREDIRCSPHTVRHYAIQSNLRNGLDLYSCSKIAGHENIQVTK
                     RYLQGLEMENILEMAQKTSPLMNLR"
     gene            complement(4858384..4859679)
                     /gene="eno"
                     /locus_tag="BA_5364"
                     /old_locus_tag="BA5364"
                     /db_xref="Pathema:BA_5364"
     CDS             complement(4858384..4859679)
                     /gene="eno"
                     /locus_tag="BA_5364"
                     /old_locus_tag="BA5364"
                     /EC_number="4.2.1.11"
                     /note="identified by match to protein family HMM PF00113;
                     match to protein family HMM PF03952; match to protein
                     family HMM TIGR01060"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphopyruvate hydratase"
                     /protein_id="AAP29024.1"
                     /db_xref="Pathema:BA_5364"
                     /translation="MSTIIDVYAREVLDSRGNPTVEVEVYTESGAFGRAIVPSGASTG
                     EHEAVELRDGDKSRYLGKGVMNAVNNVNEAIAPEIVGFDVTDQAGIDRAMIELDGTPN
                     KGKLGANAILGVSMAVAHAAADFVGLPLYRYLGGFNAKQLPTPMMNIINGGSHADNNV
                     DFQEFMILPVGAPTFKESIRMGAEVFHALKAVLHDKGLNTAVGDEGGFAPNLGSNREA
                     LEVIIEAIEKAGYKAGENVFLGMDVASSEFYNKETGKYDLAGEGRTGLTSAEMVDFYE
                     ELCKDFPIISIEDGLDENDWDGHKLLTERIGDKVQLVGDDLFVTNTQKLAEGIEKGIS
                     NSILIKVNQIGTLTETFEAIEMAKRAGYTAVVSHRSGETEDATIADIAVATNAGQIKT
                     GSMSRTDRIAKYNQLLRIEDELGEIAVYDGIKSFYNIKR"
     gene            complement(4859710..4861239)
                     /gene="gpmI"
                     /locus_tag="BA_5365"
                     /old_locus_tag="BA5365"
                     /db_xref="Pathema:BA_5365"
     CDS             complement(4859710..4861239)
                     /gene="gpmI"
                     /locus_tag="BA_5365"
                     /old_locus_tag="BA5365"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by similarity to SP:P39773;
                     match to protein family HMM PF01676; match to protein
                     family HMM PF06415; match to protein family HMM TIGR01307"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphoglycerate mutase,
                     2,3-bisphosphoglycerate-independent"
                     /protein_id="AAP29025.1"
                     /db_xref="Pathema:BA_5365"
                     /translation="MRKPTALIILDGFGLREETYGNAVAQAKKPNFDGYWNKFPHTTL
                     TACGEAVGLPEGQMGNSEVGHLNIGAGRIVYQSLTRVNVAIREGEFDKNETFQSAIKS
                     VKEKGTALHLFGLLSDGGVHSHMNHMFALLRLAAKEGVEKVYIHAFLDGRDVGPKTAQ
                     SYIDATNEVIKETGVGQFATISGRYYSMDRDKRWDRVEKCYRAMVNGEGPTYKSAEEC
                     VEDSYANGIYDEFVLPSVIVNEDNTPVATINDDDAVIFYNFRPDRAIQIARVFTNGDF
                     REFDRGEKVPHIPEFVCMTHFSETVDGYVAFKPMNLDNTLGEVVAQAGLKQLRIAETE
                     KYPHVTFFFSGGREAEFPGEERILINSPKVATYDLKPEMSIYEVTDALVNEIENDKHD
                     VIILNFANCDMVGHSGMMEPTIKAVEATDECLGKVVEAILAKDGVALITADHGNADEE
                     LTSEGEPMTAHTTNPVPFIVTKNDVELREDGILGDIAPTMLTLLGVEQPKEMTGKTII
                     K"
     gene            complement(4861236..4861991)
                     /gene="tpi"
                     /locus_tag="BA_5366"
                     /old_locus_tag="BA5366"
                     /db_xref="Pathema:BA_5366"
     CDS             complement(4861236..4861991)
                     /gene="tpi"
                     /locus_tag="BA_5366"
                     /old_locus_tag="BA5366"
                     /EC_number="5.3.1.1"
                     /note="identified by match to protein family HMM PF00121;
                     match to protein family HMM TIGR00419"
                     /codon_start=1
                     /transl_table=11
                     /product="triose-phosphate isomerase"
                     /protein_id="AAP29026.1"
                     /db_xref="Pathema:BA_5366"
                     /translation="MRKPIIAGNWKMNKTLSEAVSFVEEVKGQIPAASAVDAVVCSPA
                     LFLERLVAATEGTDLQVGAQNMHFEKNGAFTGEISPVALSDLKVGYVVLGHSERREMF
                     AETDESVNKKTIAAFEHGLTPIVCCGETLEERESGKTFDLVAGQVTKALAGLTEEQVK
                     ATVIAYEPIWAIGTGKSSSSADANEVCAHIRKVVAEVVSPAAAEAVRIQYGGSVKPEN
                     IKEYMAQSDIDGALVGGASLEPASFLGLLGAVK"
     gene            complement(4862024..4863208)
                     /gene="pgk"
                     /locus_tag="BA_5367"
                     /old_locus_tag="BA5367"
                     /db_xref="Pathema:BA_5367"
     CDS             complement(4862024..4863208)
                     /gene="pgk"
                     /locus_tag="BA_5367"
                     /old_locus_tag="BA5367"
                     /EC_number="2.7.2.3"
                     /note="identified by match to protein family HMM PF00162"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphoglycerate kinase"
                     /protein_id="AAP29027.1"
                     /db_xref="Pathema:BA_5367"
                     /translation="MNKKSIRDVDLKGKRVFCRVDFNVPMKEGKITDETRIRAALPTI
                     QYLVEQGAKVILASHLGRPKGQAVEELRLTPVAARLGELLGKDVKKADEAFGPVAQEM
                     VAAMNEGDVLVLENVRFYAGEEKNDAELAKEFAALADIFVNDAFGAAHRAHASTAGIA
                     DYLPAVSGLLMEKELEVLGKALSNPERPFTAIIGGAKVKDKIGLIRHLLDKVDNLIIG
                     GGLAYTFVKALGHEIGLSLCEDDKIELAKEFMQLAKEKGVNFYMPVDVVITEEFSETA
                     TTKIVGIDSIPSNWEGVDIGPKTREIYADVIKNSKLVVWNGPMGVFEMTPFAEGTKAV
                     GQALADAEGTYSVIGGGDSAAAVEKFGMADKMSHISTGGGASLEFMEGKELPGVVCLN
                     DK"
     gene            complement(4863348..4864352)
                     /gene="gap2"
                     /locus_tag="BA_5369"
                     /old_locus_tag="BA5369"
                     /db_xref="Pathema:BA_5369"
     CDS             complement(4863348..4864352)
                     /gene="gap2"
                     /locus_tag="BA_5369"
                     /old_locus_tag="BA5369"
                     /EC_number="1.2.1.-"
                     /note="identified by match to protein family HMM PF00044;
                     match to protein family HMM PF02800; match to protein
                     family HMM TIGR01534"
                     /codon_start=1
                     /transl_table=11
                     /product="glyceraldehyde-3-phosphate dehydrogenase, type
                     I"
                     /protein_id="AAP29028.1"
                     /db_xref="Pathema:BA_5369"
                     /translation="MTKIGINGFGRIGRNVFRAALNNSEVEVVAINDLTDAKTLAHLL
                     KYDTVHGTLNAEVSANENSIVVNGKEIKVIAERDPAQLPWSDYGVEVVVESTGRFTKK
                     SDAEKHLGGSVKKVIISAPASDEDITVVMGVNHEQYDAANHNVVSNASCTTNCLAPFA
                     KVLNEKFGVKRGMMTTIHSYTNDQQILDLPHKDLRRARAAAENMIPTSTGAAKAVALV
                     LPELKGKLNGGAVRVPTANVSLVDLVVELDKEVTVEEVNAAFKAAAEGELKGILGYSE
                     EPLVSIDYNGCTASSTIDALSTMVMEGNMVKVLSWYDNETGYSNRVVDLAAYMTSKGL
                     "
     gene            complement(4864379..4865407)
                     /gene="cggR"
                     /locus_tag="BA_5370"
                     /old_locus_tag="BA5370"
                     /db_xref="Pathema:BA_5370"
     CDS             complement(4864379..4865407)
                     /gene="cggR"
                     /locus_tag="BA_5370"
                     /old_locus_tag="BA5370"
                     /note="identified by similarity to OMNI:NTL01BS03390;
                     match to protein family HMM PF04198"
                     /codon_start=1
                     /transl_table=11
                     /product="gapA transcriptional regulator CggR"
                     /protein_id="AAP29029.1"
                     /db_xref="Pathema:BA_5370"
                     /translation="MRSWIQNTKKLLPDLLPVMQTRMQILQYIRLMQPIGRRNLSASL
                     GMTERVLRSEVQVLKEQNLVHVASSGMTLTEEGTALVLALEDFMKEISGLKVLEKQLK
                     ETLDLDEVFVVPGDSDESPWVKLEMGRACVTCIKDRLTANNIVAVAGGTTLAAVADMM
                     QLDCKDLHMLFVPARGGIGEGVELEANTICAKMAQNTMSNYRLLYVPDHVSSEAYASI
                     VTEPSVKEVLELIRSSNIVIHGIGDALTMARRRNTSEADWLKIQASEAVGEAFGYYFN
                     EQGNVVHKVRTVGMQLEDLQNVSHVVAVAGGSSKAKAIQAVIKQGHTSILITDEGAAK
                     QLTKGITL"
     gene            complement(4865544..4865789)
                     /locus_tag="BA_5371"
                     /old_locus_tag="BA5371"
                     /db_xref="Pathema:BA_5371"
     CDS             complement(4865544..4865789)
                     /locus_tag="BA_5371"
                     /old_locus_tag="BA5371"
                     /note="identified by similarity to OMNI:NTL01NM00903;
                     match to protein family HMM PF00462; match to protein
                     family HMM PF05768"
                     /codon_start=1
                     /transl_table=11
                     /product="glutaredoxin family protein"
                     /protein_id="AAP29030.1"
                     /db_xref="Pathema:BA_5371"
                     /translation="MKVVLYTKKDCGLCVKAKQVLQEVQCEYSFQIEEIDIYEDNDLL
                     EKYHLMIPVVEIDEKQVEYGNIHKGVIINYIKNAVKS"
     gene            complement(4865799..4867106)
                     /gene="sigL"
                     /locus_tag="BA_5372"
                     /old_locus_tag="BA5372"
                     /db_xref="Pathema:BA_5372"
     CDS             complement(4865799..4867106)
                     /gene="sigL"
                     /locus_tag="BA_5372"
                     /old_locus_tag="BA5372"
                     /note="identified by similarity to EGAD:14123; match to
                     protein family HMM PF00309; match to protein family HMM
                     PF04552; match to protein family HMM PF04963; match to
                     protein family HMM TIGR02395"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA polymerase sigma-54 factor"
                     /protein_id="AAP29031.1"
                     /db_xref="Pathema:BA_5372"
                     /translation="MKASLLQEQSLRLAMTQELRQAITMLQYNVQELSEFLYEQSLEN
                     PLIELGGFEREKKKSSNTSKSTSKQVENQMEIYSVDSTTIQQHLLNQIQYYKIEEEER
                     KVASFIIMNMDGNGYLQETNEELANLLSAPLHVVDRSVELVQSLEPAGVGARNIKECL
                     TLQLKRLQRRNGLAEEVVEDHFAYFVKKDWRKLVQVLKCSNEELQDAVNCITSLQPKP
                     GLAFSSDKPLYIVPDMAVKKDGDRLVLQMNERNMPRIEIHSEYSALLNNSESEVASYV
                     SEKYQHVQWIMRSLKQRKQTLLQVMTIIMEKQRDFFWKGPDYLKPLALKEVAEELSVH
                     ESTISRATRNKYVQTPHGLFEMKSFFSNAVSTTEDEAVSTKRVKQFIQTLVEAENKKK
                     PLSDQKISKLLEEEHEIVISRRTVAKYREQMHIPASSLRKTIG"
     gene            complement(4867362..4867440)
                     /locus_tag="BA_5866"
     tRNA            complement(4867362..4867440)
                     /locus_tag="BA_5866"
                     /product="tRNA-Arg"
     gene            4867646..4867852
                     /locus_tag="BA_5373"
                     /old_locus_tag="BA5373"
                     /db_xref="Pathema:BA_5373"
     CDS             4867646..4867852
                     /locus_tag="BA_5373"
                     /old_locus_tag="BA5373"
                     /note="identified by similarity to OMNI:NTL01OI1383; match
                     to protein family HMM PF07870"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29032.1"
                     /db_xref="Pathema:BA_5373"
                     /translation="MTVITKLKQTVSGLKSAQASLEGFALDTDNQQAKQLFQTAAQQT
                     QTIIDSLNPRVEEVQQEEPQYSQQ"
     gene            4867946..4868431
                     /locus_tag="BA_5374"
                     /old_locus_tag="BA5374"
                     /db_xref="Pathema:BA_5374"
     CDS             4867946..4868431
                     /locus_tag="BA_5374"
                     /old_locus_tag="BA5374"
                     /note="identified by similarity to OMNI:NTL01OI1382"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP29033.1"
                     /db_xref="Pathema:BA_5374"
                     /translation="MRKLGLITALFALLFSSFTGCDNSPLDKKVKEEAKRTEKEKGPK
                     LTKMSTESFNQSISQGAKKRALAMDGIIKSAAVNSNLDLYIAVIPEHHERFGLKPLRK
                     KLQKQLSDEHPTFDVRVSTDKKIFMLLEKLERKIKEKEVSKDEINKQLKFIGKKMESN
                     T"
     gene            4868462..4868938
                     /locus_tag="BA_5375"
                     /old_locus_tag="BA5375"
                     /db_xref="Pathema:BA_5375"
     CDS             4868462..4868938
                     /locus_tag="BA_5375"
                     /old_locus_tag="BA5375"
                     /note="identified by similarity to EGAD:30645; match to
                     protein family HMM PF03862; match to protein family HMM
                     TIGR02838"
                     /codon_start=1
                     /transl_table=11
                     /product="SpoVA family protein"
                     /protein_id="AAP29034.1"
                     /db_xref="Pathema:BA_5375"
                     /translation="MSSKDKNLTPVQQEYKKFEQEREPKRPVLKNCIKAFFVGGFICF
                     IGQLISTFYITYFDFTERSAGNPTVATLIFISMLLTGFGIYDRFGQFAGAGTAVPVTG
                     FGNSVIAACIEHRTEGFVLGVGGNMFKLAGSVILFGVFSAFVIALIKTILVQWGGL"
     gene            4868939..4869955
                     /locus_tag="BA_5376"
                     /old_locus_tag="BA5376"
                     /db_xref="Pathema:BA_5376"
     CDS             4868939..4869955
                     /locus_tag="BA_5376"
                     /old_locus_tag="BA5376"
                     /note="identified by similarity to EGAD:30646; match to
                     protein family HMM PF07451; match to protein family HMM
                     TIGR02845"
                     /codon_start=1
                     /transl_table=11
                     /product="stage V sporulation protein AD"
                     /protein_id="AAP29035.1"
                     /db_xref="Pathema:BA_5376"
                     /translation="MLQGHRTWVFENKPVIISTGVVGGPFEAKGKIPEDFDTLHEDLW
                     LGQDSYEKAHKILFEEACSRATEKANLRKDDIQFVLAGDLINQITPTSFACRTLGTPY
                     LGLFGACSTSMEGLALGASIVNAKGAKYLLTGASSHNTAVEKQFRYPTEYGGQKPPTA
                     QWTVTGAGAAILSDTGHGPRVTSATIGRVVDMGLTDPFNMGGAMAPAAVDTIEAHLRE
                     RQIDASYYDLIVTGDLGHVGREIAYDLLHKHGTKVTSEQFQDCGLLIYREGQPVIAGA
                     SGPGCSATVVYGHLLNRMKRGEFNKILVVATGALLSPLTFQQEETIPCIAHAVSIEFG
                     GATQ"
     gene            4869952..4870302
                     /locus_tag="BA_5377"
                     /old_locus_tag="BA5377"
                     /db_xref="Pathema:BA_5377"
     CDS             4869952..4870302
                     /locus_tag="BA_5377"
                     /old_locus_tag="BA5377"
                     /note="identified by similarity to EGAD:30647; match to
                     protein family HMM PF03862; match to protein family HMM
                     TIGR02839"
                     /codon_start=1
                     /transl_table=11
                     /product="SpoVA family protein"
                     /protein_id="AAP29036.1"
                     /db_xref="Pathema:BA_5377"
                     /translation="MIFFWAFVIGGLICVIGQLMFDVGKLTPAHTMATLVVAGAILDG
                     FNLYEPLIDFAGAGATVPITSFGNALVHGAMEEAAKHGIVGVITGMFKVTSAGVSAAI
                     IFGFIGALLFKPKG"
     gene            4870314..4870520
                     /locus_tag="BA_5378"
                     /old_locus_tag="BA5378"
                     /db_xref="Pathema:BA_5378"
     CDS             4870314..4870520
                     /locus_tag="BA_5378"
                     /old_locus_tag="BA5378"
                     /note="identified by similarity to OMNI:NTL01OI1383; match
                     to protein family HMM PF07870"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29037.1"
                     /db_xref="Pathema:BA_5378"
                     /translation="MTVIASVKTCLASVRGAQASLSSLSLNSTDDEAKRVFHECMLEM
                     DSIIVDLQNRVSVLEREEPQYKGF"
     gene            4870541..4871410
                     /locus_tag="BA_5379"
                     /old_locus_tag="BA5379"
                     /db_xref="Pathema:BA_5379"
     CDS             4870541..4871410
                     /locus_tag="BA_5379"
                     /old_locus_tag="BA5379"
                     /note="identified by similarity to OMNI:NTL01BH1973; match
                     to protein family HMM PF04239; match to protein family HMM
                     PF07870"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29038.1"
                     /db_xref="Pathema:BA_5379"
                     /translation="MSHLPEWTLVILRSVFILIILFTITKCLGKRQISQLSFFEYIAG
                     MTIGDIAAQIATGLDQKFFHGVFAILIFASVPFFVGILSLKNKTARDFFEGKSTVLIK
                     DGKVLEDNLKQEKYTSDELLELLRGNGAFSIAEVEFAVLEPSGELNVLLKKDFQPLTA
                     KDLGLKVPNEKEPQTVIMDGNVLDEPLSASGHNRAWLHSELEKLGVVIENVFLGQVDS
                     YGQLTIDIYNDKLQMPSPQNKPLLLASLKKCHADLELFSLETKSKSASEMYSKNAKQI
                     EKILNKVTYLLKE"
     gene            4871652..4872233
                     /gene="clpP2"
                     /locus_tag="BA_5380"
                     /old_locus_tag="BA5380"
                     /db_xref="Pathema:BA_5380"
     CDS             4871652..4872233
                     /gene="clpP2"
                     /locus_tag="BA_5380"
                     /old_locus_tag="BA5380"
                     /EC_number="3.4.21.92"
                     /note="identified by match to protein family HMM PF00574;
                     match to protein family HMM TIGR00493"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent Clp protease, proteolytic subunit
                     ClpP"
                     /protein_id="AAP29039.1"
                     /db_xref="Pathema:BA_5380"
                     /translation="MNLIPTVIEQTNRGERAYDIYSRLLKDRIIMLGSAIDDNVANSI
                     VSQLLFLESQDPEKDIHIYINSPGGSITAGMAIYDTMQFIKPQVSTICIGMAASMGAF
                     LLAAGEKGKRYALPNSEAMIHQPLGGAQGQATEIEIAAKRILFLREKLNQILADRTGQ
                     PLEVLQRDTDRDNFMTAEKALEYGLIDKIFTNR"
     gene            complement(4872557..4872805)
                     /gene="ptsH2"
                     /locus_tag="BA_5381"
                     /old_locus_tag="BA5381"
                     /db_xref="Pathema:BA_5381"
     CDS             complement(4872557..4872805)
                     /gene="ptsH2"
                     /locus_tag="BA_5381"
                     /old_locus_tag="BA5381"
                     /note="identified by similarity to OMNI:EF0709; match to
                     protein family HMM PF00381; match to protein family HMM
                     TIGR01003"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphocarrier protein HPr"
                     /protein_id="AAP29040.1"
                     /db_xref="Pathema:BA_5381"
                     /translation="MVQKRVQVSLKNGLQARPAALFVQEANRFHADIFIEKDGKTVNA
                     KSIMGIMSLAIGTGSMITITTEGSDAEEALEALAAYVQ"
     gene            complement(4872829..4873779)
                     /locus_tag="BA_5382"
                     /old_locus_tag="BA5382"
                     /db_xref="Pathema:BA_5382"
     CDS             complement(4872829..4873779)
                     /locus_tag="BA_5382"
                     /old_locus_tag="BA5382"
                     /note="identified by similarity to EGAD:107351; match to
                     protein family HMM PF02650; match to protein family HMM
                     TIGR00647"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29041.1"
                     /db_xref="Pathema:BA_5382"
                     /translation="MSFASETKKELTNLEMKECCEKAELSALLRMNGSLSFSNRRLSI
                     DIQTENAAIARRIYTLLKKGYDVTVELLVRKKMRLKKNNVYIVRLVEKSREILADLHI
                     VRDDFSFIRNISQELIEKKCCKRSYLRGAFLAGGSVNNPETSSYHLEIFSLYKEHNDA
                     ICELMNGFDLNSKTLERRKGYITYLKEAEKITEFLNIIGAHNALLRFEDIRIVRDMRN
                     SVNRLVNCETANLNKTIGAALRQIENIRYIDETVGLDILPDKLREIAQLRRDYQDVTL
                     KELGEMVSGGKISKSGINHRLRKIDDIAEKLRAGETVAKK"
     gene            complement(4873869..4874822)
                     /locus_tag="BA_5383"
                     /old_locus_tag="BA5383"
                     /db_xref="Pathema:BA_5383"
     CDS             complement(4873869..4874822)
                     /locus_tag="BA_5383"
                     /old_locus_tag="BA5383"
                     /note="identified by similarity to EGAD:107353; match to
                     protein family HMM PF01933; match to protein family HMM
                     TIGR01826"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29042.1"
                     /db_xref="Pathema:BA_5383"
                     /translation="MKKERKPKIVIMGGGTGLSVLLRGLKQYPVDITAVVTIADDGGS
                     SGRLRDELEIPPPGDIRNVLVALSDVEPLVEALFQHRFTTGDGLKGHALGNLLLAGMT
                     SITGDFFHAITETSKVLNVRGRVLPAANQSAVLHAELEDGEIVTGESKIPYFGKKINR
                     VFLTPEDVEPLHETLTEIKRADLLVFGPGSLYTSILPNLVVNKIGDAVLAAKAKKVYV
                     CNVMTQAGETMGYTAFDHVQALHDHLGKPFIDTAIVNNRDIPCELRQLYEEEMSAPVV
                     VDEERFIENNIDVIQDQLAKYDDRVVRHDTLKLASILYSLL"
     gene            complement(4874826..4875707)
                     /locus_tag="BA_5384"
                     /old_locus_tag="BA5384"
                     /db_xref="Pathema:BA_5384"
     CDS             complement(4874826..4875707)
                     /locus_tag="BA_5384"
                     /old_locus_tag="BA5384"
                     /note="identified by similarity to EGAD:107355; match to
                     protein family HMM PF03668"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29043.1"
                     /db_xref="Pathema:BA_5384"
                     /translation="MTENNDIKMVIITGMSGAGKTVALQSFEDLGYFCVDNLPPMLLP
                     KFIELMADSKGKMNKVALGVDLRGREFFEHLWGALDDLSERTWIIPHILFLDAKDSTL
                     VTRYKETRRSHPLAPTGLPLKGIEIERSLLTDMKARANIVLDTSDLKPKELREKIVHL
                     FSTETEQAFRVNVMSFGFKYGIPIDADLVFDVRFLPNPYYIPHMKPLTGLDEEVSSYV
                     LKFNETHKFLEKLTDLITFMLPHYKREGKSQLVIAIGCTGGQHRSVTLTEYLGKHLKP
                     EYSVHVSHRDVEKRKGH"
     gene            complement(4875728..4876186)
                     /locus_tag="BA_5385"
                     /old_locus_tag="BA5385"
                     /db_xref="Pathema:BA_5385"
     CDS             complement(4875728..4876186)
                     /locus_tag="BA_5385"
                     /old_locus_tag="BA5385"
                     /note="identified by similarity to EGAD:107357; match to
                     protein family HMM PF00293"
                     /codon_start=1
                     /transl_table=11
                     /product="mutT/nudix family protein"
                     /protein_id="AAP29044.1"
                     /db_xref="Pathema:BA_5385"
                     /translation="MQRVTNCVLIRDNEVLLLQKPRRNWWVAPGGKMERGETVRDSVV
                     REYREETGIYLKNPALKGVFTFVIQEGDKVVSEWMMFSFLATDFAGENKLESEEGIIG
                     WHTFDKIDDLAMAPGDYHIIDYLIKGNGIIYGTFVYTPDFELLSYRLDPS"
     gene            complement(4876415..4877221)
                     /locus_tag="BA_5386"
                     /old_locus_tag="BA5386"
                     /db_xref="Pathema:BA_5386"
     CDS             complement(4876415..4877221)
                     /locus_tag="BA_5386"
                     /old_locus_tag="BA5386"
                     /note="identified by similarity to OMNI:NTL01BH2072; match
                     to protein family HMM PF04018"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29045.1"
                     /db_xref="Pathema:BA_5386"
                     /translation="MEWRNIYRGFCMGVSDLIPGVSGGTIAVVLGIYEQLLAAISGFF
                     SREWKKHLGFLIPLAAGVAAAFLTLSHVIKYLLANHYEPTQFFFLGLIISILPMLMRE
                     ADAKSSFKGKHIVLLIVAAILVAITAFFKPDKTADPITTLTILNAIGLFFAGWMASMA
                     MLLPGISGSFILLIIGVYPTAINALTTLNLPLIAVIGAGVMVGFVVSSKGISFLLDRY
                     KSMTFAAIIGLVIGSIVIVFPGIPTEGFSIISSIITFILGFAIVTYFGKK"
     gene            complement(4877384..4878340)
                     /gene="trxB"
                     /locus_tag="BA_5387"
                     /old_locus_tag="BA5387"
                     /db_xref="Pathema:BA_5387"
     CDS             complement(4877384..4878340)
                     /gene="trxB"
                     /locus_tag="BA_5387"
                     /old_locus_tag="BA5387"
                     /EC_number="1.8.1.9"
                     /note="identified by match to protein family HMM PF00070;
                     match to protein family HMM PF01134; match to protein
                     family HMM PF03486; match to protein family HMM PF07992;
                     match to protein family HMM TIGR01292"
                     /codon_start=1
                     /transl_table=11
                     /product="thioredoxin-disulfide reductase"
                     /protein_id="AAP29046.1"
                     /db_xref="Pathema:BA_5387"
                     /translation="MSEEKIYDVIIIGAGPAGMTAAVYTSRANLSTLMLERGIPGGQM
                     ANTEDVENYPGYESILGPDLSNKMFEHAKKFGAEYAYGDVKEVIDGKEYKTIIAGKKE
                     YKARAIIVASGAEYKKIGVPGETELGGRGVSYCAVCDGAFFKGKELVVIGGGDSAVEE
                     GVFLTRFASKVTIVHRRDTLRAQKILQDRAFQNEKVDFIWNHTIKEINEANGKVGSVT
                     LVDVNSGEEKEVKTDGVFVYIGMLPLSKPFVELGITNENGYLETNERMETKVPGIFAA
                     GDVREKMLRQIVTATGDGSIAAQSAQHYVEELLEELKTVSEK"
     gene            complement(4878425..4879936)
                     /locus_tag="BA_5388"
                     /old_locus_tag="BA5388"
                     /db_xref="Pathema:BA_5388"
     CDS             complement(4878425..4879936)
                     /locus_tag="BA_5388"
                     /old_locus_tag="BA5388"
                     /note="identified by similarity to EGAD:107362; match to
                     protein family HMM PF00515; match to protein family HMM
                     PF07719"
                     /codon_start=1
                     /transl_table=11
                     /product="tetratricopeptide repeat protein"
                     /protein_id="AAP29047.1"
                     /db_xref="Pathema:BA_5388"
                     /translation="MGKNQRIYKENGQVISFNQLADFFYKKGMRAYKGQKLQDAIKYF
                     RRAAQSEKEPFILCQLATVLSEAGEYQESNQTFFKLVRSNPELEQCYYFIANNYAYMG
                     LFQQAKKYADRYLEVAEEKEFVEDTLELLEIMEEEAMGAEEIEDEDDLIVMQEEANRY
                     IRNGQLEEAIATLEIVTKDYPEFWSGHNNLAIAHFQSGNVDKALKLTEMILDKNPGNI
                     HALCNTLIFLYSIGEHKQVEVLAAQLVAVYPISFEHRLKLGTTLATIGHFEHAYKWFK
                     VLKRQGYEGDVSFYYWFAYSAYMVKDQQVAEKMWQHVVELHPDKKGKEPWNALNLADE
                     GQNVLFEELRKSFQQSATLEEQMLALYLMNELSTPEKVGFFFDVTQAKNGVPIVSQLA
                     KYFFLLNSHKSIPADLQQFEQCARIADALYNYTQKDDELIEECLQFWFCTFIRLYTSG
                     AVFTNVYGWSAAVEYIVRSEQGNKMTQSELGDVYNVSVATVRKYVQAVKRTHT"
     gene            complement(4880076..4880588)
                     /locus_tag="BA_5389"
                     /old_locus_tag="BA5389"
                     /db_xref="Pathema:BA_5389"
     CDS             complement(4880076..4880588)
                     /locus_tag="BA_5389"
                     /old_locus_tag="BA5389"
                     /note="identified by match to protein family HMM PF00132"
                     /codon_start=1
                     /transl_table=11
                     /product="bacterial transferase hexapeptide domain
                     protein"
                     /protein_id="AAP29048.1"
                     /db_xref="Pathema:BA_5389"
                     /translation="MRRTTRYPVSGESSLWNVYKTVSFWKVMKNFIIIQIARYTPFLS
                     VKNWLYRTFLRMKVGKKTSFALMVMPDIMFPEKITVGDNSIIGYNTTLLAHEYLIREY
                     RLGEIVIGNEVMIGANTTILPGVRIGDGAIVSAGTLVHKDVPSGAFVGGNPMRVIYTK
                     EQMEAREGSY"
     gene            complement(4880612..4881262)
                     /locus_tag="BA_5390"
                     /old_locus_tag="BA5390"
                     /db_xref="Pathema:BA_5390"
     CDS             complement(4880612..4881262)
                     /locus_tag="BA_5390"
                     /old_locus_tag="BA5390"
                     /note="identified by match to protein family HMM PF00702;
                     match to protein family HMM TIGR01509; match to protein
                     family HMM TIGR01549"
                     /codon_start=1
                     /transl_table=11
                     /product="hydrolase, haloacid dehalogenase-like family"
                     /protein_id="AAP29049.1"
                     /db_xref="Pathema:BA_5390"
                     /translation="MKINTVLFDLDGTLINTNELIISSFLHTLHTYYPNQYKREDVLP
                     FIGPSLHDTFSKIDESKVEELITSYRQFNHDHHDELVEEYETVYETVQELKKQGYKVG
                     IVTTKARQTVEMGLKLSKLDEFFDVVVTIDDVEHVKPHPEPLQKALQLLDAKPEEALM
                     VGDNHHDIVGGQNAGTKTAAVSWTLKGRAYLETYKPDFMLDKMSDLLLILSDMNRS"
     gene            complement(4881330..4882142)
                     /gene="lgt"
                     /locus_tag="BA_5391"
                     /old_locus_tag="BA5391"
                     /db_xref="Pathema:BA_5391"
     CDS             complement(4881330..4882142)
                     /gene="lgt"
                     /locus_tag="BA_5391"
                     /old_locus_tag="BA5391"
                     /EC_number="2.4.99.-"
                     /note="identified by match to protein family HMM PF01790;
                     match to protein family HMM TIGR00544"
                     /codon_start=1
                     /transl_table=11
                     /product="prolipoprotein diacylglyceryl transferase"
                     /protein_id="AAP29050.1"
                     /db_xref="Pathema:BA_5391"
                     /translation="MLLGSVPQLDRVAVQLGPFPVYWYGIIIGTGVLLGLWLATREGE
                     RLGIPKDTFVDLVLIAVPIAILFARMYYVIFEWEYYAQNPSQIINIRQGGLAIHGGLI
                     GAVVTGILFAKRRGVSFWKLADIAAPSILLGQAIGRWGNFMNQEAHGDEVTRQFLEGL
                     HLPDFIINQMYIDGVYYHPTFLYESLWNFAGVILLLALRKVNLRRGELFFTYLIWYSI
                     GRFFVEGLRTDSLMLGPLRIAQVMSIGLVVISIIFIIVRRKMGQADKRYSEN"
     gene            complement(4882167..4883096)
                     /gene="hprK"
                     /locus_tag="BA_5392"
                     /old_locus_tag="BA5392"
                     /db_xref="Pathema:BA_5392"
     CDS             complement(4882167..4883096)
                     /gene="hprK"
                     /locus_tag="BA_5392"
                     /old_locus_tag="BA5392"
                     /EC_number="2.7.1.-"
                     /note="identified by similarity to SP:Q9ZA98; match to
                     protein family HMM PF02603; match to protein family HMM
                     PF07475; match to protein family HMM TIGR00679"
                     /codon_start=1
                     /transl_table=11
                     /product="HPr(Ser) kinase/phosphatase"
                     /protein_id="AAP29051.1"
                     /db_xref="Pathema:BA_5392"
                     /translation="MPKVRTKDLIEQFQLELISGEEGIHRPIDTSDLSRPGIEMAGFF
                     TYYPADRVQLLGKTELTFFDTLTSDQKQERMKALCTEETPCIIVTRNQDVPDELLQAS
                     RESGMPLLRSSQTTTRLSSRLTNYLEGKLAPTTAVHGVLVDIYGVGVLITGQSGVGKS
                     ETALELVKRGHRLVADDSVEIRQEDEDMLVGSSPDLIEHLLEIRGLGIINVMTLFGAG
                     AVRNYKRITLVINLEIWDQKKNYDRLGLDEEKMKIIDTELTKITLPVRPGRNLAVIIE
                     VAAMNFRLKRMGVNAAQQFSERLMSAIELGNQE"
     gene            complement(4883253..4883633)
                     /locus_tag="BA_5393"
                     /old_locus_tag="BA5393"
                     /db_xref="Pathema:BA_5393"
     CDS             complement(4883253..4883633)
                     /locus_tag="BA_5393"
                     /old_locus_tag="BA5393"
                     /note="identified by match to protein family HMM PF04020"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP29052.1"
                     /db_xref="Pathema:BA_5393"
                     /translation="MRWIVSLLVNSVVLIAVSGLLKGIAPDAFYVANIQTAIIASIIL
                     AVLNVFVKPFLILITLPITVVTFGFFLIVINAITLKIADSLLGDAFNISGFGVAIVAA
                     ICISIFNMIIEKAIVEPLYEKKRK"
     gene            complement(4883748..4884197)
                     /locus_tag="BA_5394"
                     /old_locus_tag="BA5394"
                     /db_xref="Pathema:BA_5394"
     CDS             complement(4883748..4884197)
                     /locus_tag="BA_5394"
                     /old_locus_tag="BA5394"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29053.1"
                     /db_xref="Pathema:BA_5394"
                     /translation="MEFLDMLRKKNMKVREFQKWGVYFRKRWEDHFANHVSDEEKEDI
                     FLYGDKHACGYLWHIFSYERKKCLEGEEAENAFHNEVKKDCYIFYQHCDDVLLIKDAS
                     LLSMDDILRETDDMYKGDVYIVDKDFTWTFVKTHEHRWCGPYFAKKC"
     gene            complement(4884257..4887133)
                     /gene="uvrA"
                     /locus_tag="BA_5395"
                     /old_locus_tag="BA5395"
                     /db_xref="Pathema:BA_5395"
     CDS             complement(4884257..4887133)
                     /gene="uvrA"
                     /locus_tag="BA_5395"
                     /old_locus_tag="BA5395"
                     /note="identified by similarity to EGAD:107662; match to
                     protein family HMM PF00005; match to protein family HMM
                     TIGR00630"
                     /codon_start=1
                     /transl_table=11
                     /product="excinuclease ABC, A subunit"
                     /protein_id="AAP29054.1"
                     /db_xref="Pathema:BA_5395"
                     /translation="MSKSKDFIVVKGARAHNLKNIDVTIPRNQLVVVTGLSGSGKSSL
                     AFDTIYAEGQRRYVESLSAYARQFLGQMDKPDVDTIEGLSPAISIDQKTTSRNPRSTV
                     GTVTEIYDYLRLLFARIGTPICPNHGIEITSQTVEQMVDRVLEYPERTKLQVLAPIVS
                     GRKGAHVKVLEDIKKQGYVRVRVDGEMLDVSEDIALDKNKKHSIEVVIDRIVVKEGIA
                     SRLADSLESALKLGGGRVLIDVMGEEELLFSEHHACPHCGFSIGELEPRMFSFNSPFG
                     ACPSCDGLGSKLEVDLELVIPNWDLSLNEHAIAPWEPTSSQYYPQLLQSVCNHYGVDM
                     DVPVKDIPKDLFDKVLYGSGEEKVYFRYVNEFGQVKENEILFEGVIPNIERRYRETSS
                     DYIREQMEKYMAEQACPKCKGGRLKPESLAVFVGGKTIADVTKYSVQEVQEFFSNVEL
                     TEKQQKIAHLILREIQERVGFLVNVGLDYLTLSRAAGTLSGGEAQRIRLATQIGSRLT
                     GVLYILDEPSIGLHQRDNDRLIRTLQEMRDLGNTLIVVEHDEDTMMAADYLLDIGPGA
                     GIHGGQVVSAGTPAEVMQDENSLTGKYLSGKEFIPVPLERRKGDGRKVEIVGAKENNL
                     KNAKMSFPLGTFVAVTGVSGSGKSTMINEVLYKSLAQKLYKAKAKPGTHKEIKGLEHL
                     DKVIDIDQSPIGRTPRSNPATYTGVFDDIRDVFAQTNEAKVRGYQKGRFSFNVKGGRC
                     EACRGDGIIKIEMHFLPDVYVPCEVCHGKRYNRETLEVKYKDKNISEVLGMTIEDGVE
                     FFANIPKIKRKLQTLVDVGLGYMKLGQPATTLSGGEAQRVKLASELHRRSTGRTLYIL
                     DEPTTGLHAHDIARLLEVLQRLVESGETVLVIEHNLDVIKTADYIVDLGPEGGDKGGQ
                     IVASGTPEQVVKEERSYTGKYLKEILNRDKARMKEKIKEVELSQ"
     gene            complement(4887139..4889115)
                     /gene="uvrB"
                     /locus_tag="BA_5396"
                     /old_locus_tag="BA5396"
                     /db_xref="Pathema:BA_5396"
     CDS             complement(4887139..4889115)
                     /gene="uvrB"
                     /locus_tag="BA_5396"
                     /old_locus_tag="BA5396"
                     /note="identified by similarity to EGAD:24137; match to
                     protein family HMM PF00271; match to protein family HMM
                     PF02151; match to protein family HMM PF04851; match to
                     protein family HMM TIGR00631"
                     /codon_start=1
                     /transl_table=11
                     /product="excinuclease ABC, B subunit"
                     /protein_id="AAP29055.1"
                     /db_xref="Pathema:BA_5396"
                     /translation="MERQFEIVSAYSPQGDQPVAIEKLVEGINSGKKKQVLLGATGTG
                     KTFTISNVIKEVQKPTLVMAHNKTLAGQLYSELKDFFPNNAVEYFVSYYDYYQPEAYV
                     PQTDTFIEKDAQINDEIDKLRHSATSALFERDDVIIVASVSCIYGLGSPEEYRELVVS
                     LRVGMEKDRNQLLRELVDVQYGRNDIDFKRGTFRVRGDVVEIFPASLDEHCIRIEFFG
                     DEIDRIREVNALTGEVLAERDHVAIFPASHFVTREEKMKVAIENIEKELEERLKELND
                     NGKLLEAQRIEQRTRYDLEMMREMGFCSGIENYSRHLTLRPAGATPYTLLDYFPKDFL
                     IVMDESHVSVPQVRAMYNGDQARKQVLVDHGFRLPSALDNRPLTFDEFEEKTNQVIYV
                     SATPGPYELEQSPEVIEQIIRPTGLLDPPIDIRPIEGQIDDLLGEIQDRIAKNERVLI
                     TTLTKKMSEDLTDYLKDVGIKVNYLHSEVKTLERIEIIRDLRLGKFDVLVGINLLREG
                     LDIPEVSLVAILDADKEGFLRSERSLIQTIGRAARNENGRVIMYADRITRSMGIAIEE
                     TKRRRSIQEAYNEEHGITPKTIQKGVRDVIRATTAAEEPETYEATPAKKMTKKEREKT
                     IAKMEAEMKEAAKALDFERAAELRDLLLELKAEG"
     gene            complement(4889276..4890433)
                     /locus_tag="BA_5397"
                     /old_locus_tag="BA5397"
                     /db_xref="Pathema:BA_5397"
     CDS             complement(4889276..4890433)
                     /locus_tag="BA_5397"
                     /old_locus_tag="BA5397"
                     /note="identified by match to protein family HMM PF01385;
                     match to protein family HMM PF07282; match to protein
                     family HMM TIGR01766"
                     /codon_start=1
                     /transl_table=11
                     /product="transposase, IS605 family"
                     /protein_id="AAP29056.1"
                     /db_xref="Pathema:BA_5397"
                     /translation="MRRAYFIEIKPTHEQITKINQTIGVCRYVYNLYLSKNKEMYESE
                     GRFLSGYDFSKWLNNVYTKECSQWIKKVSSKAVKQAIMNGDKAFKRFFQGLSGFPRYK
                     KKKNQDVKCYFPKNNKTDWTVERHRVKVPTIGWMRLKEYGYIPKNTIVKSGTIGKRAG
                     RYFVSVLCEWKEAEMKPILNQTGLGIDLGVKDFAIRSDGIVYENMNKTIQVKKIEKRL
                     KREQRSLSRKFENIRKRGEQSATNKRANIDKNILRVQKLHAKLANIRLAYVKSVVNDV
                     VKTKPTFITVEDLNVKGMMKNKHLSKAVAKQCFYTFKTWLLTKCEEYGIELRQVDRFY
                     PSSKLCSYCGQKKVDLKLSDRVYTCNCGNVMDRDLNASINLLQAKKYTILT"
     gene            complement(4890851..4891282)
                     /locus_tag="BA_5398"
                     /old_locus_tag="BA5398"
                     /db_xref="Pathema:BA_5398"
     CDS             complement(4890851..4891282)
                     /locus_tag="BA_5398"
                     /old_locus_tag="BA5398"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP29057.1"
                     /db_xref="Pathema:BA_5398"
                     /translation="MTIRKRTSFIWIFLFSLVACSPPNTTIDKKNDVVVKGTGISNLD
                     KFEQFVLNVEQVKVDKIRIVHYTHEGDPIFQTLERSKNDILYASDNRKDQFDGDNKGL
                     YKDSCKSIVKDERESGTTYRLIDCTNEGGPNGYDVLYVPKK"
     gene            complement(4891328..4891948)
                     /locus_tag="BA_5399"
                     /old_locus_tag="BA5399"
                     /db_xref="Pathema:BA_5399"
     CDS             complement(4891328..4891948)
                     /locus_tag="BA_5399"
                     /old_locus_tag="BA5399"
                     /note="identified by similarity to OMNI:NTL01BH0344"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29058.1"
                     /db_xref="Pathema:BA_5399"
                     /translation="MSMLAEYRWYFLIGAEIVFWLSAIGFFLLRYGFRLKKASFIMGI
                     VLLVNEVFILTLGVVDYYQTGKFSNFQIITVIILLYAVFYGKKDLKKLDMFAQKLVAK
                     RRNEPAPIMEEQIELTGTAYAKQEIKNWALHLSLFVVVHIFFFFLYGFVPLEQWGNWL
                     ESGIVLNKAASRVSQVWAIILLVDTAISFSYVLFPKKEKGKEKLLS"
     gene            complement(4891945..4892706)
                     /locus_tag="BA_5400"
                     /old_locus_tag="BA5400"
                     /db_xref="Pathema:BA_5400"
     CDS             complement(4891945..4892706)
                     /locus_tag="BA_5400"
                     /old_locus_tag="BA5400"
                     /note="identified by match to protein family HMM PF00376"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, MerR family"
                     /protein_id="AAP29059.1"
                     /db_xref="Pathema:BA_5400"
                     /translation="MVVISIQQLTRETGVTVRTLRYYDQIDLLKPSGKTEGGHRLYSE
                     ADVIRLQQILFLKEMGFSLKETANMLVKGELDLKNSLEKQLRFVQEEQKKFNRMESVL
                     QAVVYSVDVEGELDWKVMFELIQLSKQSSRIREIFQNEVFSKEEQKLLHNLPNMSKED
                     LNVLEWVDLLKQFRTFMKDGKEVASDEVQGATKKLMQKCLEMANGDEAFLDKLWEVRK
                     SKEDSQKMSLYPIEEELLLYMDEAFRVYDEKERDK"
     gene            complement(4892806..4892955)
                     /locus_tag="BA_5401"
                     /old_locus_tag="BA5401"
                     /db_xref="Pathema:BA_5401"
     CDS             complement(4892806..4892955)
                     /locus_tag="BA_5401"
                     /old_locus_tag="BA5401"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29060.1"
                     /db_xref="Pathema:BA_5401"
                     /translation="MPSICIVIGTVGLSYYLLLLAHYHKTATSVVVGALILFCGRAVH
                     KGLFP"
     gene            complement(4893050..4893442)
                     /locus_tag="BA_5402"
                     /old_locus_tag="BA5402"
                     /db_xref="Pathema:BA_5402"
     CDS             complement(4893050..4893442)
                     /locus_tag="BA_5402"
                     /old_locus_tag="BA5402"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29061.1"
                     /db_xref="Pathema:BA_5402"
                     /translation="MSKQDVIRFIGSLFIAGLILNASLIMLSISWGTIFISNVALVIL
                     YGVSEYKEQKRLKEEGVPSIDERVVNKMKSYFTICMTSFVFLFIMYLCVNKYLDRPVV
                     HVNELLYIVIFGLLISMASTSIFATRNR"
     gene            complement(4893439..4893660)
                     /locus_tag="BA_5403"
                     /old_locus_tag="BA5403"
                     /db_xref="Pathema:BA_5403"
     CDS             complement(4893439..4893660)
                     /locus_tag="BA_5403"
                     /old_locus_tag="BA5403"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29062.1"
                     /db_xref="Pathema:BA_5403"
                     /translation="MQDEFERFQSDKAFKYVGLFFAISLAVWSLYNLIIYGSAGMPFV
                     LFVLGQFVYFFVNYWPKWKYRNQKEADHV"
     gene            complement(4893673..4893885)
                     /locus_tag="BA_5404"
                     /old_locus_tag="BA5404"
                     /db_xref="Pathema:BA_5404"
     CDS             complement(4893673..4893885)
                     /locus_tag="BA_5404"
                     /old_locus_tag="BA5404"
                     /note="identified by similarity to GP:4894256; match to
                     protein family HMM PF01381"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein"
                     /protein_id="AAP29063.1"
                     /db_xref="Pathema:BA_5404"
                     /translation="MKVEPMGVKNKIKELRKQHHITQVEMAKAMQVTRQTIVAIENHH
                     YNPSLELSLKIAKYFGVKVEEIFTLE"
     gene            complement(4894205..4895227)
                     /locus_tag="BA_5405"
                     /old_locus_tag="BA5405"
                     /db_xref="Pathema:BA_5405"
     CDS             complement(4894205..4895227)
                     /locus_tag="BA_5405"
                     /old_locus_tag="BA5405"
                     /note="identified by similarity to GP:16411617; match to
                     protein family HMM PF03601"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP29064.1"
                     /db_xref="Pathema:BA_5405"
                     /translation="MEQTLVIQKKKRFGFSQGIGITLLIAIVAKYLAELPFLNIMGQL
                     VIAILIGMVWRAAIGVPHDAIAGTNFASKKLLRFGIILLGMRLNLVDIAKAGPKVLVI
                     AAVVITFTLFVVYGLTKVFKVEKKLGILTACGTAICGAAAVVAIAPQVKAKDDETAVG
                     AAIIAILGTIFTLIYTLLYPVLGFSPYGYGVFSGATLHEIAHVIAAAAPGGSTAVDIA
                     VIVKLTRVTMLVPVAILIGVWFGKSEGSKEKRSWRDLPIPWFIFGFLAMSAVHSLGII
                     PEVVAGYIVVLAYMLIAMAMAGLGLNVEFKTFRKLGSKAFVAGLIGSVCLSVLGYVLV
                     YALGFM"
     gene            4895378..4896271
                     /locus_tag="BA_5406"
                     /old_locus_tag="BA5406"
                     /db_xref="Pathema:BA_5406"
     CDS             4895378..4896271
                     /locus_tag="BA_5406"
                     /old_locus_tag="BA5406"
                     /note="identified by match to protein family HMM PF00126;
                     match to protein family HMM PF03466"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, LysR family"
                     /protein_id="AAP29065.1"
                     /db_xref="Pathema:BA_5406"
                     /translation="MNVDILKIFVTVVEQKHFSRAAELLNLSQPGVSMHIRNLENEFG
                     TTLIQRSPKHVQVTEAGNILYIHAKQMLSLYEDAKQEINELHNVVTGTLRIGASFTIG
                     EYLLPKILADYANENPHVEVHTFISNTEDVLQSLRSNQIDIGLVEGQVVYADVDVETF
                     MQDEMKLVVPPNHPLLRTNKINERTLQDQVWVLRESGSGTRAYSDRFIHQHHLKMKRF
                     FTFSSIQSVKEAVSAGLGIAILSDWTVRKELLAKELFHVEVPNEQLIRPFSIVRGKYF
                     IPSKAIQVFLNHVNSFAKKQH"
     gene            4896323..4896688
                     /locus_tag="BA_5407"
                     /old_locus_tag="BA5407"
                     /db_xref="Pathema:BA_5407"
     CDS             4896323..4896688
                     /locus_tag="BA_5407"
                     /old_locus_tag="BA5407"
                     /note="identified by similarity to GP:6941979; match to
                     protein family HMM PF00376"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, MerR family"
                     /protein_id="AAP29066.1"
                     /db_xref="Pathema:BA_5407"
                     /translation="MRIGELSKETGVSERSLRHYEEKGLLPSKRLANGYRDFDESAIK
                     KVELIQMYLQIGLNLEETARMLRCLEIEPHLYDNPCSILTLYEDKLNEVTKQISLLSN
                     IQTNLQKHVSLLKQAKEKE"
     gene            4896693..4897238
                     /locus_tag="BA_5408"
                     /old_locus_tag="BA5408"
                     /db_xref="Pathema:BA_5408"
     CDS             4896693..4897238
                     /locus_tag="BA_5408"
                     /old_locus_tag="BA5408"
                     /note="identified by similarity to EGAD:107983; match to
                     protein family HMM PF02525; match to protein family HMM
                     PF03358"
                     /codon_start=1
                     /transl_table=11
                     /product="FMN reductase, NADPH-dependent"
                     /protein_id="AAP29067.1"
                     /db_xref="Pathema:BA_5408"
                     /translation="MFVIHGSSRQNGNTEALTHMMIEGIETEQIYLRDHTIHPITDQR
                     HNAEGFQPVDDDYEQLMKRMLEHDTIIFATPLYWYGMSGHMKNFFDRWSQSLRDTSLH
                     FKEKMKGKKMYVVIVGGDNPKLKALPLIAQFQYIFDFIGSSFEGYIIGDANGLDEIQN
                     DAEALAKAQIYNKEFKNHKQK"
     gene            4897504..4899138
                     /locus_tag="BA_5409"
                     /old_locus_tag="BA5409"
                     /db_xref="Pathema:BA_5409"
     CDS             4897504..4899138
                     /locus_tag="BA_5409"
                     /old_locus_tag="BA5409"
                     /note="identified by similarity to SP:P23212; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="putative macrolide efflux pump"
                     /protein_id="AAP29068.1"
                     /db_xref="Pathema:BA_5409"
                     /translation="MTILFARNIEKGFGDRTLFTLPSLEIQAQDRIGIVGVNGAGKST
                     LLQILSKEIEADKGIVTHHSSISIIPQISEELPKVASSTAKGKWNISNISNSMSGGER
                     MRLKIAHALEQDAGILFADEPTSHLDMFGTEQLEKALLSYKGALVLISHDREFLDNIC
                     TKIIEIEDGIIQEYKGNYSNYRKQKERERTQKQAEYEQYINEKERLEKSILQKKQRAS
                     SMTKIPTRFSSSESKLYKLSGANGQEQVSKAAKALETRLEKLEKKEKPKELSQAQFDV
                     QYHTPIHSKVAVQFNKATKKIGDLTLFKNMNGTIAPGAKLAILGANGSGKTTLFNMLL
                     ANERGIQLSKSCKIGYFEQTLSILKTDKTILENVLEETNYTESFVRTILARLLFRRED
                     VHKPVHVLSGGERMKVALAKVFLGNYNMLLLDEPTNYLDLATQEELESMLQEYPGTIL
                     FISHDRAFIRSVADHILQVDESEPRVFHGNYEQYTNRTADASVNVTAQELLRLQTKLT
                     EIIGRISIPNHHDDITSLEQEYETLLVKIRKCKEAL"
     gene            complement(4899244..4899554)
                     /locus_tag="BA_5410"
                     /old_locus_tag="BA5410"
                     /note="conserved hypothetical protein, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_5410"
     gene            complement(4899619..4901334)
                     /locus_tag="BA_5411"
                     /old_locus_tag="BA5411"
                     /db_xref="Pathema:BA_5411"
     CDS             complement(4899619..4901334)
                     /locus_tag="BA_5411"
                     /old_locus_tag="BA5411"
                     /note="identified by similarity to SP:P45861; match to
                     protein family HMM PF00005; match to protein family HMM
                     PF00664"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, permease/ATP-binding protein"
                     /protein_id="AAP29069.1"
                     /db_xref="Pathema:BA_5411"
                     /translation="MLRKFFSYYKPYKGLFILDFSCAVVAGLLELGFPLIVNQFIDKL
                     LPGQNWTLILWACFGLLAVYMLNAGLQYVVTYWGHMLGVNIETDMRQKLFDHIQKLSF
                     RFFDNNKTGHLISRLTNDLMEIGEIAHHGPEDLFIAVMTLVGAFSFMMMINWKLALLT
                     FFVIPFLLWLALYFNKKMTGTFRRLFSDVADFNACIENNVGGIRVVQAFGNEKFEKEQ
                     FAVNNARFRTTKLMAYKIMALNSSISYMLMRLVTLFVLICGTWFVLQGELTYGGFIGF
                     VLLTNIFFRPIEKINAVIESYPKGIAGFKRYVELLETEPDIVDSKDAMEVKHVHGDIQ
                     YNNITFGYENKERILNDISLKIHAGETVAFVGPSGAGKTTLCSLLPRFYEQSSGSIQI
                     DGIDTKDMTLSSLRKQIGIVQQDVFLFSGTIRENIAYGNLKASEAEIWQAVKRAQLED
                     LIYSQPDGLDTVIGERGVKLSGGQKQRLAIARMFLKNPPILILDEATSALDTETELAI
                     QKSLAELSVGRTTLVIAHRLATIKNADRIVVVNKDGIAEQGSHDELIEQGGGYSRLYE
                     AQFSS"
     gene            complement(4901646..4902830)
                     /locus_tag="BA_5412"
                     /old_locus_tag="BA5412"
                     /db_xref="Pathema:BA_5412"
     CDS             complement(4901646..4902830)
                     /locus_tag="BA_5412"
                     /old_locus_tag="BA5412"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP29070.1"
                     /db_xref="Pathema:BA_5412"
                     /translation="MEAWIFEIMRAVGRFFLHPAVYVFLISSIFVGYLRMLRERKDFS
                     FKVYDIWFELRTALFAGIGYGLVVSIITIGLGLVVSKASLWAILLWTLLFGLTAMYRY
                     LSAAYTFSIAIVCVLLSSKLPVSFLQLGEGEENTIVSLAILLGIMLVVEGLLISKNAV
                     GYSTPKIRKGKRGLKIGLHESKRLWIIPIFILVPGDAVTQFISWWPVVSIGSDTYSLF
                     LVPFLIGFMRRIRSYEPTEALLFTGRRVYGLAGLVLVLGIASYWWHVLAIIAMGVAML
                     GRFTISMQEKISDETRPAYFAARNDGLVVLDTIPNTIGAELNLLPGEMITKVNGVIPR
                     SAEEFYDALQTKTTGAFCKLEVLDTNGELRLAQTALYAGGHHELGIVFVQQEHEWDSE
                     AM"
     gene            complement(4902940..4904349)
                     /locus_tag="BA_5414"
                     /old_locus_tag="BA5414"
                     /db_xref="Pathema:BA_5414"
     CDS             complement(4902940..4904349)
                     /locus_tag="BA_5414"
                     /old_locus_tag="BA5414"
                     /note="identified by similarity to OMNI:NTL01BS01956;
                     match to protein family HMM PF00595; match to protein
                     family HMM PF01471; match to protein family HMM PF03572;
                     match to protein family HMM TIGR00225"
                     /codon_start=1
                     /transl_table=11
                     /product="carboxyl-terminal protease"
                     /protein_id="AAP29071.1"
                     /db_xref="Pathema:BA_5414"
                     /translation="MVVAFLIGAGGMFAGMSLFGVNPAEVTQTISSGNASTAQGNLAK
                     INEAYALIDSRYVEDVKDEKLVEGAIQGMLSTLKDPYSTYMDKETAKQFSESLDPELE
                     GIGAEVNKTDGKLIIVSPIKGSPAEKIGIKPNDQILSVDGNSVKDLSREEAVLKIRGK
                     KGTTVAIEIKRAGVADPIVFKIKREKIPIFTVFSSVKQESGKDIGYMQITSFAENTAK
                     EFKDQLKELEKKNIKGLVIDVRGNPGGYLNSVEEILGEIMTDKKPMLQVEQRNGEKKK
                     FSTELKERKPYPISVLIDNGSASASEILAGALKEGEGYDLIGEKTFGKGTVQQAVPFK
                     DGSNIKLTMFKWLTPDGNWIHKKGIKPTVEVKQPDYYHATPIQIEKTLSYNANDVQVK
                     HAQEMLKSLGYVPGREDGYFSKETESALKAFQNANKMEATGQLDKKTAEAIQTKIIEK
                     IRSGENDLQLQSALKLMAK"
     gene            complement(4904495..4905388)
                     /gene="ftsX"
                     /locus_tag="BA_5415"
                     /old_locus_tag="BA5415"
                     /db_xref="Pathema:BA_5415"
     CDS             complement(4904495..4905388)
                     /gene="ftsX"
                     /locus_tag="BA_5415"
                     /old_locus_tag="BA5415"
                     /note="identified by match to protein family HMM PF02687"
                     /codon_start=1
                     /transl_table=11
                     /product="cell division ABC transporter, permease protein
                     FtsX"
                     /protein_id="AAP29072.1"
                     /db_xref="Pathema:BA_5415"
                     /translation="MKAKTLSRHLREGVKNLSRNGWMTFASVSAVTVTLLLVGVFLTA
                     IMNMNHFATKVEQDVEIRVHIDPAAKEADQKKLEDDMSKIAKVESIKYSSKEEELKRL
                     IKSLGDSGKTFELFEQDNPLKNVFVVKAKEPTDTATIAKKIEKMQFVSNVQYGKGQVE
                     RLFDTVKTGRNIGIVLIAGLLFTAMFLISNTIKITIYARSTEIEIMKLVGATNWFIRW
                     PFLLEGLFLGVLGSIIPIGLILVTYNSLQGMFNEKLGGTIFELLPYSPFVFQLAGLLV
                     LIGALIGMWGSVMSIRRFLKV"
     gene            complement(4905378..4906064)
                     /gene="ftsE"
                     /locus_tag="BA_5416"
                     /old_locus_tag="BA5416"
                     /db_xref="Pathema:BA_5416"
     CDS             complement(4905378..4906064)
                     /gene="ftsE"
                     /locus_tag="BA_5416"
                     /old_locus_tag="BA5416"
                     /note="identified by match to protein family HMM PF00005;
                     match to protein family HMM TIGR02673"
                     /codon_start=1
                     /transl_table=11
                     /product="cell division ABC transporter, ATP-binding
                     protein FtsE"
                     /protein_id="AAP29073.2"
                     /db_xref="Pathema:BA_5416"
                     /translation="MIKMTNVYKEYPNGMKAIAGLTVNIKQGEFVYVVGPSGAGKSTF
                     IKMMYREEKPSTGSINVNGLVIETLAERDVPYFRRQLGVIFQDFKLLPKLTVYENVAF
                     ALEVIEEEPDAIRERVTEVLGLVGLEDRADALPSELSGGEQQRVAIARAIVNKPKVVI
                     ADEPTGNLDIETALDIMKIFTRINERGTTIVMATHNADIVNTIRHRVIAIEGGKIVRD
                     EIEGGYGYEG"
     gene            complement(4906351..4906674)
                     /gene="cccB"
                     /locus_tag="BA_5417"
                     /old_locus_tag="BA5417"
                     /db_xref="Pathema:BA_5417"
     CDS             complement(4906351..4906674)
                     /gene="cccB"
                     /locus_tag="BA_5417"
                     /old_locus_tag="BA5417"
                     /note="identified by similarity to OMNI:NTL01BS02513"
                     /codon_start=1
                     /transl_table=11
                     /product="cytochrome c-551"
                     /protein_id="AAP29074.1"
                     /db_xref="Pathema:BA_5417"
                     /translation="MKKKLLAIALGTSVVFALGACGNKEESKPSKQSASTDSAEQIYQ
                     KSCIGCHAKDLSGATGPDLRKVGQKYDAADIEKIIEKGRGSMSPGIIQGEDAKKVAEW
                     LAEHK"
     gene            complement(4906929..4907111)
                     /locus_tag="BA_5419"
                     /old_locus_tag="BA5419"
                     /db_xref="Pathema:BA_5419"
     CDS             complement(4906929..4907111)
                     /locus_tag="BA_5419"
                     /old_locus_tag="BA5419"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29075.1"
                     /db_xref="Pathema:BA_5419"
                     /translation="MRKRPTKLLAHVEDNRGYTEFDFISIDEVKRKRSWKRQLLFLMG
                     LYVAYNVVYCFVKSRK"
     gene            complement(4907111..4908209)
                     /gene="prfB"
                     /locus_tag="BA_5420"
                     /old_locus_tag="BA5420"
                     /db_xref="Pathema:BA_5420"
     CDS             complement(join(4907111..4908134,4908136..4908209))
                     /gene="prfB"
                     /locus_tag="BA_5420"
                     /old_locus_tag="BA5420"
                     /inference="similar to AA
                     sequence:UniProt/Swiss-Prot:P28367"
                     /ribosomal_slippage
                     /note="identified by similarity to SP:P28367; match to
                     protein family HMM PF00472; match to protein family HMM
                     PF03462; match to protein family HMM TIGR00020"
                     /codon_start=1
                     /transl_table=11
                     /product="peptide chain release factor 2, programmed
                     frameshift"
                     /protein_id="ACZ49981.1"
                     /db_xref="Pathema:BA_5420"
                     /translation="MELVEIRQELEKMAKRLAAFRGSLCLPTKEKQIAELEEKMMGAG
                     FWDDQQGAQAVINEANALKDMVGKFRQLDETFENLEITHELLKEEYDEDLHEELESEV
                     KGLIQEMNEYELQLLLSDPYDKNKAILELHPGAGGTESQDWGSMLLRMYTRWAEKRGF
                     KVETVDYLPGDEAGIKSVTLLIKGHNAYGYLKAEKGVHRLVRISPFDSSGRRHTSFVS
                     CEVVPEFNDEVEIEVRTEDLKIDTYRASGAGGQHVNTTDSAVRITHTPTNTVVTCQSE
                     RSQIKNREHAMKMLKAKLYQKKLEEQQAELDEIRGEQKEIGWGSQIRSYVFHPYSLVK
                     DHRTNTEVGNVQAVMDGEIDPFIDAYLRSRI"
     gene            complement(4908354..4910861)
                     /gene="secA1"
                     /locus_tag="BA_5421"
                     /old_locus_tag="BA5421"
                     /db_xref="Pathema:BA_5421"
     CDS             complement(4908354..4910861)
                     /gene="secA1"
                     /locus_tag="BA_5421"
                     /old_locus_tag="BA5421"
                     /note="identified by similarity to SP:P28366; match to
                     protein family HMM PF00271; match to protein family HMM
                     PF01043; match to protein family HMM PF02810; match to
                     protein family HMM PF07516; match to protein family HMM
                     PF07517; match to protein family HMM TIGR00963"
                     /codon_start=1
                     /transl_table=11
                     /product="preprotein translocase, SecA subunit"
                     /protein_id="AAP29076.1"
                     /db_xref="Pathema:BA_5421"
                     /translation="MIGILKKVFDVNQRQIKRMQKTVEQIDALESSIKPLTDEQLKGK
                     TLEFKERLTKGETVDDLLPEAFAVVREAATRVLGMRPYGVQLMGGIALHEGNISEMKT
                     GEGKTLTSTLPVYLNALTGKGVHVVTVNEYLAQRDANEMGQLHEFLGLTVGINLNSMS
                     REEKQEAYAADITYSTNNELGFDYLRDNMVLYKEQCVQRPLHFAIIDEVDSILVDEAR
                     TPLIISGQAQKSTELYMFANAFVRTLENEKDYSFDVKTKNVMLTEDGITKAEKAFHIE
                     NLFDLKHVALLHHINQALRAHVVMHRDTDYVVQEGEIVIVDQFTGRLMKGRRYSEGLH
                     QAIEAKEGVEIQNESMTLATITFQNYFRMYEKLSGMTGTAKTEEEEFRNIYNMNVIVI
                     PTNKPIIRDDRADLIFKSMKGKFNAVVEDIVNRHKQGQPVLVGTVAIETSELISKMLT
                     RKGVRHNILNAKNHAREADIIAEAGMKGAVTIATNMAGRGTDIKLGDDIKNIGLAVIG
                     TERHESRRIDNQLRGRAGRQGDPGVTQFYLSMEDELMRRFGSDNMKAMMDRLGMDDSQ
                     PIESKMVSRAVESAQKRVEGNNYDARKQLLQYDDVLRQQREVIYKQRQEVMESENLRG
                     IIEGMMKSTVERAVALHTQEEIEEDWNIKGLVDYLNTNLLQEGDVKEEELRRLAPEEM
                     SEPIIAKLIERYNDKEKLMPEEQMREFEKVVVFRVVDTKWTEHIDAMDHLREGIHLRA
                     YGQIDPLREYQMEGFAMFESMIASIEEEISRYIMKAEIEQNLERQEVVQGEAVHPSSD
                     GEEAKKKPVVKGDQVGRNDLCKCGSGKKYKNCCGIGK"
     gene            complement(4911138..4911680)
                     /gene="yfiA"
                     /locus_tag="BA_5422"
                     /old_locus_tag="BA5422"
                     /db_xref="Pathema:BA_5422"
     CDS             complement(4911138..4911680)
                     /gene="yfiA"
                     /locus_tag="BA_5422"
                     /old_locus_tag="BA5422"
                     /note="identified by match to protein family HMM PF02482;
                     match to protein family HMM TIGR00741"
                     /codon_start=1
                     /transl_table=11
                     /product="ribosomal subunit interface protein"
                     /protein_id="AAP29077.1"
                     /db_xref="Pathema:BA_5422"
                     /translation="MKFNIRGENIEVTPALKEYVEKKLSKLERYFDTFPEIKVNLKVY
                     SDKQRVEVTIPFTDLLLRAEETNSDMYAAIDLVVDKLERQIRKHKTKVNRKLREKGSM
                     KTNFILPEAVAVLDAVEEDELELVRTKRFDLKPMDVEEAILQMDMLGHNFFVFTNADT
                     NETNVVYGRKDGKYGLIETK"
     gene            complement(4912004..4912201)
                     /gene="cspC"
                     /locus_tag="BA_5424"
                     /old_locus_tag="BA5424"
                     /db_xref="Pathema:BA_5424"
     CDS             complement(4912004..4912201)
                     /gene="cspC"
                     /locus_tag="BA_5424"
                     /old_locus_tag="BA5424"
                     /note="identified by similarity to EGAD:30372; match to
                     protein family HMM PF00313"
                     /codon_start=1
                     /transl_table=11
                     /product="cold shock protein CspC"
                     /protein_id="AAP29078.1"
                     /db_xref="Pathema:BA_5424"
                     /translation="MQGRVKWFNAEKGFGFIEREDGDDVFVHFSAIQQDGYKSLEEGQ
                     QVEFDIVDGARGPQAANVVKL"
     gene            complement(4912328..4913032)
                     /gene="comFC"
                     /locus_tag="BA_5425"
                     /old_locus_tag="BA5425"
                     /db_xref="Pathema:BA_5425"
     CDS             complement(4912328..4913032)
                     /gene="comFC"
                     /locus_tag="BA_5425"
                     /old_locus_tag="BA5425"
                     /codon_start=1
                     /transl_table=11
                     /product="comF operon protein 3"
                     /protein_id="AAP29079.2"
                     /db_xref="Pathema:BA_5425"
                     /translation="MHCLLCDEYMLETVSWYTFFVKSHKKYVCDRCERKLSYIIGEIC
                     MECGRPLELLSTVFKKDDICMDCIRWMKEEKYRPLKNRSLYVYDDEMKAVLAQFKFRG
                     DAELVRIFYRSFRELFQKYFTNVSTVIPVPLSREREYERGFNQAELLAACLPVEISYL
                     SLRRRETEKQSKKSRKERLSGSNPFYFQREEMFHGQRILLVDDVYTTGITVRQIGSLL
                     YDRGAREVSSLTLCRS"
     gene            complement(4913032..4914381)
                     /gene="comFA"
                     /locus_tag="BA_5426"
                     /old_locus_tag="BA5426"
                     /db_xref="Pathema:BA_5426"
     CDS             complement(4913032..4914381)
                     /gene="comFA"
                     /locus_tag="BA_5426"
                     /old_locus_tag="BA5426"
                     /note="identified by match to protein family HMM PF00270;
                     match to protein family HMM PF00271; match to protein
                     family HMM PF04851"
                     /codon_start=1
                     /transl_table=11
                     /product="comF operon protein 1"
                     /protein_id="AAP29080.1"
                     /db_xref="Pathema:BA_5426"
                     /translation="MLAGKQLLLEELPSDLRRELSDLKKEGEVICVQGVIKKASKYIC
                     QRCGNIEQRLFASFLCKRCSKVCTYCRKCITMGRVSECAVLVRGIHERKGERELHSLQ
                     WKGSLSLGQELAAQGVIEAIKQKESFFIWAVCGAGKTEMLFYGIEEALQKGERVCIAT
                     PRTDVVLELVPRLQEVFPSINVAALYGGSVDREKDAALVVATTHQLLRYYRAFHVMIV
                     DEIDAFPYHVDQMLQYAVQQAMKEKAARIYLTATPDEKWKRNFRTGKQKGIIVSGRYH
                     RHPLPVPLFSWCGNWKKSLHHKKIPRVLLQWLKMYVNKKYPIFLFVPHVRYIEEIGLL
                     LKGLDHRIDGVHAEDPMRKEKVEAFRKGDIPLLVTTTILERGVIVKNLQVAVLGAEEE
                     IFSESALVQIAGRAGRSFEEPYGEVVYFHYGKTESMVRAKRHIQSMNKSAKEQGLID"
     gene            complement(4914509..4915819)
                     /locus_tag="BA_5427"
                     /old_locus_tag="BA5427"
                     /db_xref="Pathema:BA_5427"
     CDS             complement(4914509..4915819)
                     /locus_tag="BA_5427"
                     /old_locus_tag="BA5427"
                     /note="identified by similarity to SP:P54421; match to
                     protein family HMM PF00877"
                     /codon_start=1
                     /transl_table=11
                     /product="putative endopeptidase lytE"
                     /protein_id="AAP29081.1"
                     /db_xref="Pathema:BA_5427"
                     /translation="MKKLKMASCALVAGLMFSGLTPNAFAEDKISDVKSQINTQNDTL
                     HKQQQERDELQKQMNDLNKTIQGLDKSVQENAAKLDETTKKVADTEQLIEKKNKDIAE
                     LQTKIAKREELLRKRLVALQEQPNTNVVTEVLVNSKNVADLVDRLTSVSKILESDEDI
                     MKTQQEDQANVKKDVETVKTKQKELKEAQAQIETAKKELDAEKAKKATAVNDLSGKMD
                     TVVTSMTSTESQLKDLEKQALQLQRIAEQEAQEKAAQEAAAQKQAEQAAKDAQAQPAQ
                     AAPAQPAAPANNGGQAQKEEPKKEEPKKEAPKKEDKKPEPTPGPAPAPGVIGKAQQYL
                     GLPYVWGSASPSNGGFDCSGFISYVFGVGRQDVNGYWHSVSKVSSPQPGDLVFFQNTY
                     KNGPSHIGIYVGNGQMIHAGDKGIAYSSLSSSYNQKHFLGYGRF"
     gene            complement(4916071..4916385)
                     /locus_tag="BA_5428"
                     /old_locus_tag="BA5428"
                     /db_xref="Pathema:BA_5428"
     CDS             complement(4916071..4916385)
                     /locus_tag="BA_5428"
                     /old_locus_tag="BA5428"
                     /note="identified by similarity to GP:16410636; match to
                     protein family HMM PF01638"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29082.1"
                     /db_xref="Pathema:BA_5428"
                     /translation="MEHNSCLCPKFESAFTLLSKKWTGLIIKSLLEESKRFREIADII
                     PNMSDRMLSERLKELESEGIVVRNVYPEVPVRIEYGLTDKGKALESVMDEVQNWAEKW
                     MK"
     gene            complement(4916456..4916578)
                     /locus_tag="BA_5429"
                     /old_locus_tag="BA5429"
                     /db_xref="Pathema:BA_5429"
     CDS             complement(4916456..4916578)
                     /locus_tag="BA_5429"
                     /old_locus_tag="BA5429"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29083.1"
                     /db_xref="Pathema:BA_5429"
                     /translation="MDGIRSNKDIKSSLSEEGFFTDILRSVDKLIFGNGKMYVK"
     gene            complement(4916559..4917401)
                     /locus_tag="BA_5430"
                     /old_locus_tag="BA5430"
                     /db_xref="Pathema:BA_5430"
     CDS             complement(4916559..4917401)
                     /locus_tag="BA_5430"
                     /old_locus_tag="BA5430"
                     /note="identified by similarity to OMNI:NTL01BS03543;
                     match to protein family HMM PF02645; match to protein
                     family HMM TIGR00762"
                     /codon_start=1
                     /transl_table=11
                     /product="DegV family protein"
                     /protein_id="AAP29084.1"
                     /db_xref="Pathema:BA_5430"
                     /translation="MKTAIVTDSTAYIPKHIRDELNIYMIPLNVVFGTESYQEEAEIS
                     ADDFYVKVREQEELPKTSQPAIGKFVELYEELSKDYDAVISIHLSSGISGTYQTSTTA
                     GQMVEGIDVYTYDSEISCEVQGFYVREGARLASEGKDPKEIIARFDEMKKTMDAYFVV
                     DDLHHLQRGGRLNSAQAFIGSLLQVKPVLYFRDKIIIPFEKIRTRKKALKRIIEIFDE
                     QASKGVPMEAVIIHAQREEEANEWKKELEAKYPHVTIRTGYFGAVIGTHLGEGALGLG
                     WYTK"
     gene            4917641..4918276
                     /locus_tag="BA_5431"
                     /old_locus_tag="BA5431"
                     /db_xref="Pathema:BA_5431"
     CDS             4917641..4918276
                     /locus_tag="BA_5431"
                     /old_locus_tag="BA5431"
                     /note="identified by similarity to EGAD:8079; match to
                     protein family HMM PF01205; match to protein family HMM
                     PF09186; match to protein family HMM TIGR00257"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein TIGR00257"
                     /protein_id="AAP29085.1"
                     /db_xref="Pathema:BA_5431"
                     /translation="MLLQYLTIKGYGEHEIVIQKSRFICYVSRATTEEEAQEFIQKIK
                     KQNWNATHNCSAYLIGEQDQIQKANDDGEPSGTAGVPMLEVLKKRGLKDTVVVVTRYF
                     GGIKLGAGGLIRAYGKCTSEGINHVGVVERKLMRVMQTEIDYTLLGKIENELRNSKYA
                     IKDIHYLENVTFDTYVEEDGKQTFTDWMIELTNGKCTITEGDMLYLEKDVI"
     gene            4918351..4919478
                     /locus_tag="BA_5432"
                     /old_locus_tag="BA5432"
                     /db_xref="Pathema:BA_5432"
     CDS             4918351..4919478
                     /locus_tag="BA_5432"
                     /old_locus_tag="BA5432"
                     /note="identified by similarity to OMNI:NTL01BS03560;
                     match to protein family HMM PF03816; match to protein
                     family HMM TIGR00350"
                     /codon_start=1
                     /transl_table=11
                     /product="transcription antiterminator, LytR family"
                     /protein_id="AAP29086.1"
                     /db_xref="Pathema:BA_5432"
                     /translation="MEERYYHLQNSRIKKKRRRKFFYFLIFLFLFGSVGLYILNSYSS
                     LMGMYSGFTREKSDLRTEDVEITKEPFTLLIMGIEDYATDGQNGRTDSIMFATVNPKT
                     QKISLMSIPRDSRVPIVGKNKEDKINAAHAYGGEEMAIKTVEGFLKVPVDHYLKIDFQ
                     GFKGIVDAVGGVTVDVPFDFWERSDVDYYKKIEFKQGQQELNGEEALAYVRMRKQDPN
                     GDYGRAARQRQLLAAVAQKLNSTSTVFKIKDLTAVVGKYIKTDIPISDGLALYNKLSG
                     FDPSTIQTFKLEGEDKKIGGIYYFLPDPNGVEAVRNEIKKELGEKVSTQENTTTKTES
                     NPSSNSNSNEKAKKETNQDKTPTDPPPSTNAHAEWIMRNQQ"
     gene            complement(4919512..4920627)
                     /locus_tag="BA_5433"
                     /old_locus_tag="BA5433"
                     /db_xref="Pathema:BA_5433"
     CDS             complement(4919512..4920627)
                     /locus_tag="BA_5433"
                     /old_locus_tag="BA5433"
                     /EC_number="5.1.3.14"
                     /note="identified by match to protein family HMM PF02350;
                     match to protein family HMM TIGR00236"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-N-acetylglucosamine 2-epimerase"
                     /protein_id="AAP29087.1"
                     /db_xref="Pathema:BA_5433"
                     /translation="MTERLKVMTIFGTRPEAIKMAPLVLELQKHPEKIESIVTVTAQH
                     RQMLDQVLSIFGITPDFDLNIMKDRQTLIDITTRGLEGLDKVMKEAKPDIVLVHGDTT
                     TTFIASLAAFYNQIPVGHVEAGLRTWDKYSPYPEEMNRQLTGVMADLHFSPTAKSATN
                     LQKENKDESRIFITGNTAIDALKTTVKETYSHPVLEKLGNDRLVLMTAHRRENLGEPM
                     RNMFRAIKRLVDKHEDVQVVYPVHMNPVVRETANDILGDHGRIHLIEPLDVIDFHNVA
                     ARSYLMLTDSGGVQEEAPSLGVPALVLRDTTERPEGIEAGTLKLAGTDEETIFSLADE
                     LLSDKEAHDKMSKASNPYGDGRASERIVEAILKHFNK"
     gene            complement(4920702..4922027)
                     /gene="ugd"
                     /locus_tag="BA_5434"
                     /old_locus_tag="BA5434"
                     /db_xref="Pathema:BA_5434"
     CDS             complement(4920702..4922027)
                     /gene="ugd"
                     /locus_tag="BA_5434"
                     /old_locus_tag="BA5434"
                     /EC_number="1.1.1.22"
                     /note="identified by match to protein family HMM PF00984;
                     match to protein family HMM PF01210; match to protein
                     family HMM PF02558; match to protein family HMM PF03720;
                     match to protein family HMM PF03721; match to protein
                     family HMM TIGR03026"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-glucose 6-dehydrogenase"
                     /protein_id="AAP29088.1"
                     /db_xref="Pathema:BA_5434"
                     /translation="MKITIIGTGYVGLITGVGLAVLGHSVTCFDINDEKIERIKQGDL
                     PIYEAGLYELIHDACENNRLTFTTSKEEAFKDAEFIFIAVGTPSLLDGTADLTYIQNA
                     CVDIGTYATKDIIVVTKSTVPVGTNGAMRGWIEETLQNRHELHIVSNPEFLREGSGIY
                     DFFQGDRIVIGADNEEAARKVENLYSELHLKTYVTDIKSAEMIKYASNAFLATKISFI
                     NEISNICEKVGANVLDVAKGMGMDKRIGASFLNAGIGYGGSCFPKDTKALVQIAGNVA
                     HDFRLLKAVIEVNNKQQLLLIEKAKKVINMNKKRIAVLGAAFKPNTDDIRDAPSLIMI
                     QELINLGADIVLYDPKAIQNMKNIFGETIQYSECIDESIRGASAAFIMTEWEDIRTYP
                     LENYVQLMREPILFDGRNCYTNEDVKKQGIDYYSVGRESIYKRDFSVIR"
     gene            4922562..4923635
                     /locus_tag="BA_5435"
                     /old_locus_tag="BA5435"
                     /db_xref="Pathema:BA_5435"
     CDS             4922562..4923635
                     /locus_tag="BA_5435"
                     /old_locus_tag="BA5435"
                     /note="identified by match to protein family HMM PF00953"
                     /codon_start=1
                     /transl_table=11
                     /product="glycosyltransferase, group 4 family"
                     /protein_id="AAP29089.1"
                     /db_xref="Pathema:BA_5435"
                     /translation="MDSQVIYAILASFITVLVVTPLVIKLAFKIGATDKPNARKVHQK
                     IMPRLGGLAIFIGVAVGFVVGGLYEQRMLSITLGAIIIVIIGILDDMYELSAKVKFGG
                     QLLVAIMIVKSGLLVQVLYIPILGDTELGWLAYPITVFWIVGITNAINLIDGLDGLSA
                     GISSIVLATLAYMAFTSPWGTGTAIILPLALIALASTLGFLFYNFHPAKIFMGDTGAL
                     FLGYCISVISLLGLYKSVTLFSFIVPVIILGVPVFDTTFAIIRRIVNKKPISAPDKSH
                     LHHRLLAMGFSHRKTVLIIYAFGIFFSVNAIIFSSATLWLSIILLFILIFFTEIIAEV
                     IGLVHERYKPLISFYKKVKKRED"
     gene            4923836..4924573
                     /locus_tag="BA_5436"
                     /old_locus_tag="BA5436"
                     /db_xref="Pathema:BA_5436"
     CDS             4923836..4924573
                     /locus_tag="BA_5436"
                     /old_locus_tag="BA5436"
                     /note="identified by match to protein family HMM PF01522"
                     /codon_start=1
                     /transl_table=11
                     /product="putative polysaccharide deacetylase"
                     /protein_id="AAP29090.1"
                     /db_xref="Pathema:BA_5436"
                     /translation="MIKRVFQYIILFLTITMYASPHAGATTIPPAEHHPNTETTSSTK
                     KIAYLTFDDGPNKYTTQILNILKEKNGKATFFVIGGKVPHYKKTMQRLIKDGHYIGLH
                     SMSHDVKRLYTGDPSALITEMEQTQNIVQQVTELNTHLVRVPYGSMPYLKKNYRDALV
                     SAQYKMWDWTIDTYDWKSYDNPSAILERVRNQSDEQVEVILMHDSSVTVQILPQVIDY
                     LQSQGYKLLPYNPSSHLKVNFWKDTRL"
     gene            4924678..4927353
                     /locus_tag="BA_5437"
                     /old_locus_tag="BA5437"
                     /db_xref="Pathema:BA_5437"
     CDS             4924678..4927353
                     /locus_tag="BA_5437"
                     /old_locus_tag="BA5437"
                     /note="identified by similarity to GP:6723449; match to
                     protein family HMM PF00158; match to protein family HMM
                     PF00874; match to protein family HMM PF03610; match to
                     protein family HMM PF07728"
                     /codon_start=1
                     /transl_table=11
                     /product="transcription antiterminator, BglG family"
                     /protein_id="AAP29091.1"
                     /db_xref="Pathema:BA_5437"
                     /translation="MKRIDLIFNAIQEGKYTEGVTASELATLLQLDRANVSSDLNKLV
                     KDKRLLKTNTRPVRFYIETNALLETHSKEVTSLDTFAIENTSLKIAIEKAKASILYPP
                     NGMHTLLLGETGVGKSMFASLMHEYAIEVEQLPKNAPFIVFNCADYANNPQLLLGQLF
                     GIKKGAYTGASDQKGLIEKAHEGILFLDEVHRLPPEGQEMLFTFIDRGVYRRLGETEN
                     ERKAQVLIITATTEEPNSFLLKTFTRRIPMTVTLPPLRERTHKERFALLQLFFTNEAI
                     RLRKEIHVSPNAMRAFVFYNCPNNIGQLKTDVQIACAKAYSDFVTKKRDSVYVSSTDL
                     PWYMKEGLFIERKSRHLYQIPNETFIFTSDEGWSNHKIENEKQSSIYDYIDYKYEELQ
                     ARGIEEEELELLIENDIQSFFVQYFNQMSKKTSHENVFKIVDRNIVSVCERIAELAEK
                     HLSKTFDEKVFLALSLHVQTTLQRLQAGKQIHHPQLNQIRTKYKEAFSVAMQCIQLLE
                     DELQITMPIDEAGFLTMFFVVDPIPASQTEVKVLILAHGNGIATEMANVANELLGIDE
                     VTGIDMPLHESPKDFLERVKVYMKTLQNVNGLLLLVDMGSLAYIGDILETEFKIPVRV
                     LSMTSTPHALEAARKAQLGYSLDALYETVKNLTPFYLNVQEEKKKPLSPMKSVILTAC
                     LTGEGSALAIQKMLENYLRFDKDLIEIIPISIVHEKDLTKMIENIKKERNIICIVTNF
                     DVQVPCLTYHFQDIVNYTAIQPIQELITYEETYAKMADILEQQMQRNDGALLIKTIRY
                     ALNTIQELISLQLTPDSLMGVILHMSCMVDRLQKGESLLPHPDKEKRRQDEYWMYMKV
                     KKALQPIENTFEIQIPDDEVFYVMDFFIKNQPIKN"
     gene            complement(4927571..4927984)
                     /locus_tag="BA_5438"
                     /old_locus_tag="BA5438"
                     /db_xref="Pathema:BA_5438"
     CDS             complement(4927571..4927984)
                     /locus_tag="BA_5438"
                     /old_locus_tag="BA5438"
                     /note="identified by similarity to GP:4584201; match to
                     protein family HMM PF07452"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29092.1"
                     /db_xref="Pathema:BA_5438"
                     /translation="MTTHFFARLTGKREIPPVNTEAYGVAEFIFSEDLKKLQYRVILK
                     NIEKVTSCQIHLGKSDQIGPIVLSLLGPLKQGISVNEGVVTGVVNVEEFEGPLQGRAF
                     DSLLQEIIQANVYVNVYTKSNKKGEIRGRIRKVKK"
     gene            4928174..4929355
                     /locus_tag="BA_5439"
                     /old_locus_tag="BA5439"
                     /db_xref="Pathema:BA_5439"
     CDS             4928174..4929355
                     /locus_tag="BA_5439"
                     /old_locus_tag="BA5439"
                     /note="identified by similarity to GP:6723451; match to
                     protein family HMM PF02417; match to protein family HMM
                     TIGR00937"
                     /codon_start=1
                     /transl_table=11
                     /product="chromate ion transporter"
                     /protein_id="AAP29093.1"
                     /db_xref="Pathema:BA_5439"
                     /translation="MKNNKYTFHTLLEIFLVSFKLGLTSFGGPVAHLGYFHHEYVQKR
                     KWMDERSYGDLVALSQFLPGPASSQVGMGVGLLRGGLLGAIISWIGFTLPSVLVLVFF
                     ASFLNQLNLGSAGWIHGLKLVAVAIVAHAIWGMAQKLTPDRNRATIAIVTAAIALLWP
                     SSWTQVTLIIISGCIGWFLYRNQPISQSQSIKVPISKKIAVSCLVLFFGLLLLLPILR
                     PFSYYIALFDSFYRSGALVFGGGHVVLPLLEGEFVQNGMMTKEQFLAGYGLTQAMPGP
                     LFTFASYIGAVLNGTLGAILATIAIFLPAFLLVIGVLPFWDSVRRISFIQGALLGVNA
                     AVVVILLAAFYDPIWTSTIMDAVDFVFASLLFCLLAFWKTPPWVIVILGAFGGYVLSI
                     L"
     gene            complement(4929394..4930098)
                     /locus_tag="BA_5440"
                     /old_locus_tag="BA5440"
                     /db_xref="Pathema:BA_5440"
     CDS             complement(4929394..4930098)
                     /locus_tag="BA_5440"
                     /old_locus_tag="BA5440"
                     /note="identified by similarity to GP:4584203; match to
                     protein family HMM PF04794"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29094.1"
                     /db_xref="Pathema:BA_5440"
                     /translation="MIKLIVNADDFGLTEGTNYGIIDGHINGLVNSTTMMMNMPGTEH
                     AVHLAKEYKTLGVGVHLVLTAGKPLLGDVPSLVSSDGLFHKQSVVWEGKVNPEEVERE
                     WTAQIEKFLSYGLKPTHLDSHHHVHGLPILHDVLERLAATYNVPIRRCEEERAVRPFS
                     DLFYSDFYADGVTEDYFVKLKERVQGEQTVEIMVHPAYIDPELVKRSSYVMDRVKELR
                     ILTESELPEGIELVKF"
     gene            complement(4930148..4931473)
                     /gene="celF"
                     /locus_tag="BA_5441"
                     /old_locus_tag="BA5441"
                     /db_xref="Pathema:BA_5441"
     CDS             complement(4930148..4931473)
                     /gene="celF"
                     /locus_tag="BA_5441"
                     /old_locus_tag="BA5441"
                     /EC_number="3.2.1.86"
                     /note="identified by match to protein family HMM PF02056"
                     /codon_start=1
                     /transl_table=11
                     /product="6-phospho-beta-glucosidase"
                     /protein_id="AAP29095.1"
                     /db_xref="Pathema:BA_5441"
                     /translation="MTGIKIATIGGGSSYTPELIEGFIKRYDELPVREIWLVDIEAGK
                     EKLEIVGNLAKRMVKKSGLPIEVHLTLDRREALKDADFVTTQLRVGLLEARAKDEAIP
                     LKYDVIGQETNGPGGLFKALRTIPVILDICKDMEELCPNAWLINFANPAGMVTEAVLR
                     YTNIQRVVGLCNVPIGIRMGLARLLEVDASRVHVDFAGLNHMVYGLDVYLDGVSVMDR
                     VLELVTDPEKQITMENIAALNWEPDFIRGLRAIPCPYHRYYYKTREMLEEEKEASVEK
                     GTRAEVVKQLEDDLFELYKDPNLDIKPPQLEKRGGAYYSDAACSLITSIYNNKGDIQP
                     VNTRNNGTIASLPHDSAVEVNCIITKEGPKPIAVGDLPVPVRGLVQQIKSFERTTIEA
                     AVTGDYHKALLAMTINPLVPSDKVAKQILDEMLEAHKEYLPQFFKKVEK"
     gene            complement(4931477..4931800)
                     /gene="celC2"
                     /locus_tag="BA_5442"
                     /old_locus_tag="BA5442"
                     /db_xref="Pathema:BA_5442"
     CDS             complement(4931477..4931800)
                     /gene="celC2"
                     /locus_tag="BA_5442"
                     /old_locus_tag="BA5442"
                     /EC_number="2.7.1.69"
                     /note="identified by similarity to SP:P46319; match to
                     protein family HMM PF02255"
                     /codon_start=1
                     /transl_table=11
                     /product="PTS system, cellobiose-specific IIA component"
                     /protein_id="AAP29096.1"
                     /db_xref="Pathema:BA_5442"
                     /translation="MMTTAEQIPFQLILNSGNARSFAMEALQFAKQGKMAEADEAMVK
                     AKEAINEAHHFQTELIQSEARGEKTEISVLLIHAQDHLMNAITVKELAAEFIDLYKKL
                     EAKGE"
     gene            complement(4931984..4933291)
                     /gene="celB2"
                     /locus_tag="BA_5443"
                     /old_locus_tag="BA5443"
                     /db_xref="Pathema:BA_5443"
     CDS             complement(4931984..4933291)
                     /gene="celB2"
                     /locus_tag="BA_5443"
                     /old_locus_tag="BA5443"
                     /EC_number="2.7.1.69"
                     /note="identified by similarity to SP:P46317; match to
                     protein family HMM PF02378; match to protein family HMM
                     TIGR00359; match to protein family HMM TIGR00410"
                     /codon_start=1
                     /transl_table=11
                     /product="PTS system, cellobiose-specific IIC component"
                     /protein_id="AAP29097.1"
                     /db_xref="Pathema:BA_5443"
                     /translation="MQKFIAFMEKYIVPVAGKIGSQRHLAAIRDGFIAVMPLILVGAL
                     ASLINGFPSEAFQDFMKGLFGETWKQVGGGMWTGSFAILALIIAFTTSYNLAKSYGVD
                     GLSAGIISFGALIILTPTTPKEGGLNLAWTGAQGLFVAIIVALLVTEVFRFFVQRNIT
                     FKMPDGVPPAVLRSFAAIVPAFVILTVVAGIQLAVKLAGTSVHEFIFNTIQSPLQSLA
                     GTLPSAIVIVLLVHLLWFFGLHGPNIVGGIIEPLYLPALEKNMKLFQGGTSAFDVPNI
                     VTKPFFDTFVYLGGSGATLAFLVVVLLVAKSAQLRGVSRLSIGPGAFNINEPVIFGTP
                     IILNPVLFLPFIITPIVLVITSYTAISIGWVPKTVAMIPWATPPIISGYLVTGGHLSG
                     AILQLFNFVIAMVIYYPFVVLCDRSVVRTEKAAAQGNNNSVPM"
     gene            complement(4933308..4933610)
                     /gene="celA2"
                     /locus_tag="BA_5444"
                     /old_locus_tag="BA5444"
                     /db_xref="Pathema:BA_5444"
     CDS             complement(4933308..4933610)
                     /gene="celA2"
                     /locus_tag="BA_5444"
                     /old_locus_tag="BA5444"
                     /EC_number="2.7.1.69"
                     /note="identified by similarity to OMNI:NTL01BS03852;
                     match to protein family HMM PF02302"
                     /codon_start=1
                     /transl_table=11
                     /product="PTS system, cellobiose-specific IIB component"
                     /protein_id="AAP29098.1"
                     /db_xref="Pathema:BA_5444"
                     /translation="MNILLCCSAGMSTSLLVTKMEAAAKARGLEGKIWAVSGDAVKTN
                     IDQADVLLLGPQVRYMLSSMKTLADERNVGIDVINPMHYGMMNGEAVLDHALTLKK"
     gene            4933994..4935076
                     /locus_tag="BA_5445"
                     /old_locus_tag="BA5445"
                     /db_xref="Pathema:BA_5445"
     CDS             4933994..4935076
                     /locus_tag="BA_5445"
                     /old_locus_tag="BA5445"
                     /note="identified by match to protein family HMM PF01564"
                     /codon_start=1
                     /transl_table=11
                     /product="spermine/spermidine synthase family protein"
                     /protein_id="AAP29099.1"
                     /db_xref="Pathema:BA_5445"
                     /translation="MPKHRKQSKIKIYRITNYKKDKRSELDSNKFELEQQAVENKQDK
                     QGKQDNQVQSENVVIVPTDSHNLDIWDEISLKEIQAGEHTNLFAEQSNYQNINLLQVS
                     DIRLYLDKQLQFSSVDEQIYHEALVHPIMSKVIDPKRVLILGGGDGLALREVLKYETV
                     LHVDLVDLDGSMIDMARNVPELVSLNKSAFFDNRVNTHVCDAKEFLSSPSSLYDVIII
                     DFPDPATELLSTLYTSELFARIATFLTEDGAFVCQSNSPADAPLVYWSIGNTIEHAGL
                     TVKSYHTIVPSFGTDWGFHIAANSVYVLDQIEQLYVVPTPRTLPSLLFPLFQFKEEHL
                     EQRNFALLNSESNLILHQCYKKEMEF"
     gene            4935104..4935475
                     /gene="speD2"
                     /locus_tag="BA_5446"
                     /old_locus_tag="BA5446"
                     /db_xref="Pathema:BA_5446"
     CDS             4935104..4935475
                     /gene="speD2"
                     /locus_tag="BA_5446"
                     /old_locus_tag="BA5446"
                     /EC_number="4.1.1.50"
                     /note="identified by similarity to OMNI:NTL01BS02895;
                     match to protein family HMM PF02675; match to protein
                     family HMM TIGR03330"
                     /codon_start=1
                     /transl_table=11
                     /product="adenosylmethionine decarboxylase 2"
                     /protein_id="AAP29100.1"
                     /db_xref="Pathema:BA_5446"
                     /translation="MEYSTFGKHIIVDLWGVDFSLLDDMYFLEHHLIHAADLSGAHVL
                     NVSTKEFDPHGVTVLVLLSESHLSIHTYPEQNFAAIDCYTCGTTVEPQIAIDYIVSIL
                     KPNEMHIRRLIRGIGEIVNTD"
     gene            complement(4935586..4935903)
                     /gene="celC3"
                     /locus_tag="BA_5447"
                     /old_locus_tag="BA5447"
                     /db_xref="Pathema:BA_5447"
     CDS             complement(4935586..4935903)
                     /gene="celC3"
                     /locus_tag="BA_5447"
                     /old_locus_tag="BA5447"
                     /EC_number="2.7.1.69"
                     /note="identified by similarity to SP:P46319; match to
                     protein family HMM PF02255"
                     /codon_start=1
                     /transl_table=11
                     /product="PTS system, cellobiose-specific IIA component"
                     /protein_id="AAP29101.1"
                     /db_xref="Pathema:BA_5447"
                     /translation="MDTIETKAFHLILHGGNARSCSMEAIDCAKRGEFTEAEAKLQEA
                     LEELKEAHRVQTDLIQKEAGGEKTEVTLLMVHAQDHLMNAITVKELASEFVELYRKMS
                     VTE"
     gene            complement(4935913..4937214)
                     /gene="celB3"
                     /locus_tag="BA_5448"
                     /old_locus_tag="BA5448"
                     /db_xref="Pathema:BA_5448"
     CDS             complement(4935913..4937214)
                     /gene="celB3"
                     /locus_tag="BA_5448"
                     /old_locus_tag="BA5448"
                     /EC_number="2.7.1.69"
                     /note="identified by similarity to SP:P46317; match to
                     protein family HMM PF02378; match to protein family HMM
                     TIGR00359; match to protein family HMM TIGR00410"
                     /codon_start=1
                     /transl_table=11
                     /product="PTS system, cellobiose-specific IIC component"
                     /protein_id="AAP29102.1"
                     /db_xref="Pathema:BA_5448"
                     /translation="MIRFLEKYVMPVAGKVAEQRHLQAIRDGIILTMPFLIIGSFFLI
                     ISALPIPGYNDFMAGLFGENWQRALGYPVSATFNIMALIAVFGIAYRLGEYYKVDALA
                     SGALSLVTFLLVTPFQVAYIIPSTKESVLVEGAIPAALMGSQGLFVAMIIALISTELY
                     RFIVQKKIIIKMPETVPPAVTRSFAALVPGFIVVTVIWIVRLIIENTSFGSIHNIVGQ
                     ILQEPLSVLGASLWGAIIAVILVHVLWSCGIHGATIVGGVMSPVWLSLMDQNRVAFQA
                     GQDVPNTITAQFFDLWIYMGGSGATLALVVGMLLFARSQQLKSLGRLSIAPGIFNINE
                     MVTFGMPIVMNPILLIPFILVPVVLTIVSYFAMEWGLVARPSGAAVPWTTPILFSGYL
                     GSGGKISGVVLQLVNFALAFFIYLPFLKIWDKQKVAEEKGE"
     gene            complement(4937229..4937531)
                     /gene="celA3"
                     /locus_tag="BA_5449"
                     /old_locus_tag="BA5449"
                     /db_xref="Pathema:BA_5449"
     CDS             complement(4937229..4937531)
                     /gene="celA3"
                     /locus_tag="BA_5449"
                     /old_locus_tag="BA5449"
                     /EC_number="2.7.1.69"
                     /note="identified by similarity to OMNI:NTL01BS03852;
                     match to protein family HMM PF02302; match to protein
                     family HMM TIGR00853"
                     /codon_start=1
                     /transl_table=11
                     /product="PTS system, cellobiose-specific IIB component"
                     /protein_id="AAP29103.1"
                     /db_xref="Pathema:BA_5449"
                     /translation="MNILLCCAAGMSSSLIVTKMEKAAEARGIEVKIWAVSGSEVNSH
                     IDEADVLLLGPQVRYLLPKMKELCKGKGVPVDVIQSVHYGLCNGEAILQAALSMKP"
     gene            4937756..4938973
                     /locus_tag="BA_5450"
                     /old_locus_tag="BA5450"
                     /db_xref="Pathema:BA_5450"
     CDS             4937756..4938973
                     /locus_tag="BA_5450"
                     /old_locus_tag="BA5450"
                     /note="identified by similarity to SP:P39817; match to
                     protein family HMM PF00375"
                     /codon_start=1
                     /transl_table=11
                     /product="putative proton/glutamate symporter family
                     protein"
                     /protein_id="AAP29104.1"
                     /db_xref="Pathema:BA_5450"
                     /translation="MKAYRFPLILLSSILIGGFIGYFMGTDAVALKPLGDIFLNLMFT
                     IVVPLVFFSIASSIANMDGLKRFGKIMSSMAGTFLFTSILAAIFMIIVVKVFPPAQGV
                     VLELTQPDKAEKAVSVADQIVGILTVSDFSKLLSRENMLALIFFSILMGIATSAVGEK
                     GKPFATFLQAGAEISMKVVSFIMYYAPIGLAAYFAALVGEFGPQLLGTYFRAAMVYYP
                     ASLIYFFVFFTFYAYLAGRKQGVQVFWKNMVSPTVTSLATCSSAASIPANLEATKKMG
                     ISSDVRETVILLGSTLHKDGSVLGGVLKIAFLFGIFNMEFEGPKTLAIALVVSLLVGT
                     VMGAIPGGGMIGEMLIVSLYGFPPEALPIIAAISTIIDPPATMLNVTADNACAVMTAR
                     LVEGKNWIKNKFA"
     gene            4939122..4940279
                     /locus_tag="BA_5451"
                     /old_locus_tag="BA5451"
                     /db_xref="Pathema:BA_5451"
     CDS             4939122..4940279
                     /locus_tag="BA_5451"
                     /old_locus_tag="BA5451"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP29105.1"
                     /db_xref="Pathema:BA_5451"
                     /translation="MTQSAPEFKVLQSIAFLAVVLQSSLLYTMNQGNVLLEQSLIMGM
                     LFNLAKFSAPAFIFIVGFHLIRHYTKQLVYKEYISEKAAHLLIPYFFWSILYLLTTND
                     MITLQGGIKSVLLGTAAPHLWYVIMMFQIHLLFPLLCTLFYWFQKRTENKKDIYKYMT
                     IFACLYFLLMWYSSHYIFNGEKLTSSTILHYTDRSFFFYSFYFVMGGIAAVALKTWRL
                     FVMKHIPLITILFFILFLFINYELFSFYGANSIHLTVSTYLKPSMFLYIVCEIIILYV
                     LSITIVQRRGFLYKALRFIGNYTYGAYLAHFFFLQLCTKFLSLFTLQENTILYSLLLF
                     TITATISISAMVLCSTLPFHTWITGPSPRATVRWAKIVLRKHHEKVCKPYL"
     gene            4940322..4940702
                     /locus_tag="BA_5452"
                     /old_locus_tag="BA5452"
                     /db_xref="Pathema:BA_5452"
     CDS             4940322..4940702
                     /locus_tag="BA_5452"
                     /old_locus_tag="BA5452"
                     /note="identified by match to protein family HMM PF00903"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29106.1"
                     /db_xref="Pathema:BA_5452"
                     /translation="MINQIGQIMLYVNNQDKAVHFWTETVGFQIIAEENNGQGFRWIE
                     IAPAKEAGTSIVLHDKALIAKMQPELNLGTPSLMFFSNNLDQLYKDLSEKNVTVGQVV
                     ELPTGRAFNFADNENNYFAVMERK"
     gene            complement(4940743..4942743)
                     /locus_tag="BA_5453"
                     /old_locus_tag="BA5453"
                     /db_xref="Pathema:BA_5453"
     CDS             complement(4940743..4942743)
                     /locus_tag="BA_5453"
                     /old_locus_tag="BA5453"
                     /note="identified by match to protein family HMM
                     TIGR03061; match to protein family HMM TIGR03062"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29107.1"
                     /db_xref="Pathema:BA_5453"
                     /translation="MKGIQLIFKDWKAMWHHKHGRIALIFLLIVPLIYSGFFLAGYWD
                     PYGRLDKLPVAIINLDKGAAMDEKTIRAGDDFVKNLKENKELAFHFVSEKNADEGLKE
                     DKYYMVVTIPEDFSKKVSTLMDEKPEPAQLQYKVNPGKNFVAAQIGTTAVENMKTKIS
                     NSITKSYTEGVFSKFQDLAQGLNDASHGAGKLHEGTTEARNGANQLADGIHRLSDGTS
                     KVKEESDKLASSQSALTDGANGLSQGATSLHSGMELLTQGEKTLQSGVSELSAGTNEW
                     VNGSEKLAEGQVKADNAANSVKQQLEEYVKSHPEVQQDPAFQKIIATSNGLAQATNTL
                     NNSQQQLTQGAKKLADGQHKIEEGINTFGVKLNEATAGTKKIADGAANLASGFTKWGT
                     GFTSLQEGVNQLASGGTELNHGVDQLTNGLVKLDDGAKELSTKLGEGAAKIADVRNDD
                     ARNTMFSEPVQLVKSTVSDAPNYGSGIAPYFLSLAFYVGGIMASNILPLGRRQNMKVS
                     GTVHFINKLGLVYVIGLIQALLVDVVVLGVMKLEVASVPLFVLSSIVISFTFMTFILM
                     LVTVFGLVGKFLAVTLLVLQLATSGGTFPGELNIAVLSKIGQFLPMSHSLRGLQDVIS
                     LGDWSQLQMQILILLCYLVVAGGIAWITSHIQHRETNVEQVS"
     gene            4942879..4943763
                     /locus_tag="BA_5454"
                     /old_locus_tag="BA5454"
                     /db_xref="Pathema:BA_5454"
     CDS             4942879..4943763
                     /locus_tag="BA_5454"
                     /old_locus_tag="BA5454"
                     /note="identified by similarity to SP:P20668; match to
                     protein family HMM PF00126; match to protein family HMM
                     PF03466"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, LysR family"
                     /protein_id="AAP29108.1"
                     /db_xref="Pathema:BA_5454"
                     /translation="MELLQLKYFQTVARLEHMTKAAEELHIAQPSLSKTIARLEKDLG
                     VPLFDRQGRQITLNPFGKVFLKRVERIFHELSEGEREIKDLADLQQSSITLAVSIPRI
                     LPELIGSFLLEHPNVRFQQFLASTPSMKRQLDNIEIDFCISSVPIEGEEIIWEPLITE
                     EIFLVVPSGHRLSGRESIYLHEVKDEPFISMNTGYGFRHLTDEFCKEAGFTPHIAFEV
                     DEPTVISDLIKQGLGIAFVPSLTLLKNSTLALNKLRIMEPVCKRTIGLSWSKKRYLSK
                     TAQQFREFVIDYFSNIKA"
     gene            complement(4943811..4944905)
                     /locus_tag="BA_5455"
                     /old_locus_tag="BA5455"
                     /db_xref="Pathema:BA_5455"
     CDS             complement(4943811..4944905)
                     /locus_tag="BA_5455"
                     /old_locus_tag="BA5455"
                     /note="identified by similarity to GP:1881237"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29109.1"
                     /db_xref="Pathema:BA_5455"
                     /translation="MKSLRKRIYIVIGVILLIALGGIVFWSALQGNRTEHFILRHMMN
                     ENGMLATYRLEDTKAGTGEAKGREALSESAGLWLQYTLDKDDQALFDEQVKVIQNNFV
                     HKDQIVLWKISEKGEMQSATNALIDDLRIIEQLYRAYEMYKEERYKNLADQLSDAVIR
                     YNKKDNYYVDYYDADARKQNDFATTSYINPRAFSYMKKYGKVSAQQYQEVVQFLADYP
                     RHGWAFPKEYKEDGTFTYDKEVNLIDQSYVAYHRSLGGLSSDAYLEFIKKKFQEDGKL
                     YGRYNLETGKQTVKYESPAAYGLTILYVLQTGDTKFAKELYDHMSTFRNDNVFSRYYG
                     GYVTGENNNTHIFDNVLPLLAEIELEKSEQ"
     gene            complement(4945145..4945294)
                     /locus_tag="BA_5456"
                     /old_locus_tag="BA5456"
                     /db_xref="Pathema:BA_5456"
     CDS             complement(4945145..4945294)
                     /locus_tag="BA_5456"
                     /old_locus_tag="BA5456"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29110.1"
                     /db_xref="Pathema:BA_5456"
                     /translation="MEESKKNTKKVYKKWLQTIQTWKEYHNWKLWSILHKTVYMNNQQ
                     FVFKI"
     gene            complement(4945364..4946296)
                     /locus_tag="BA_5457"
                     /old_locus_tag="BA5457"
                     /db_xref="Pathema:BA_5457"
     CDS             complement(4945364..4946296)
                     /locus_tag="BA_5457"
                     /old_locus_tag="BA5457"
                     /note="identified by match to protein family HMM
                     TIGR01766"
                     /codon_start=1
                     /transl_table=11
                     /product="transposase, IS605 family, OrfB"
                     /protein_id="AAP29111.1"
                     /db_xref="Pathema:BA_5457"
                     /translation="MYETHIKNGTLPPIIFGGRKNFYERMKDKISNQEWKDLRTRQLY
                     SRGDKSKKGNLNMRITVDDCGQGWLEIANPLGRTNGKTKSPRIKVPIMIPYRFYHQIT
                     NVVMGKQIGVNPKGKPIIEHQKYSVEIIRKQNEFYVNITFDETEIGRVLDFKETPQSD
                     VIAGIDVNPDRIAVSLCTKQGNFKGSKIFYLHNLNAFLTNKRATIIGQIVQQIKTWLL
                     ENNVGGIVLEDLKFQQSHDTDKYSNRNFHQFTYKKMLNSLIRMSLRNGFSVKTVNPAY
                     TSVIGKLKYSQNFGISVHEAAAFTIARRGLELQE"
     gene            complement(4946353..4946691)
                     /locus_tag="BA_5458"
                     /old_locus_tag="BA5458"
                     /db_xref="Pathema:BA_5458"
     CDS             complement(4946353..4946691)
                     /locus_tag="BA_5458"
                     /old_locus_tag="BA5458"
                     /note="identified by match to protein family HMM
                     TIGR01765"
                     /codon_start=1
                     /transl_table=11
                     /product="transposase, IS605 family, OrfA"
                     /protein_id="AAP29112.1"
                     /db_xref="Pathema:BA_5458"
                     /translation="MKTTRACKINSITKEQTEALITLIRTFESAKRYSFNRLIEGENE
                     KELIKKLQLKYLLNKRFCEDAVLQAQTILSTQKELLPVYLENNQKKLEKTLQKKMIMK
                     VAGKTPKKFH"
     gene            complement(4946887..4947036)
                     /locus_tag="BA_5459"
                     /old_locus_tag="BA5459"
                     /db_xref="Pathema:BA_5459"
     CDS             complement(4946887..4947036)
                     /locus_tag="BA_5459"
                     /old_locus_tag="BA5459"
                     /note="identified by similarity to GP:21685514"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29113.1"
                     /db_xref="Pathema:BA_5459"
                     /translation="MYPEVIKKMAFSKEHRDLLLKLYNKEITRSEYDRLVESLYRPSK
                     EACER"
     gene            4947290..4948645
                     /gene="cydA3"
                     /locus_tag="BA_5460"
                     /old_locus_tag="BA5460"
                     /db_xref="Pathema:BA_5460"
     CDS             4947290..4948645
                     /gene="cydA3"
                     /locus_tag="BA_5460"
                     /old_locus_tag="BA5460"
                     /EC_number="1.10.3.-"
                     /note="identified by match to protein family HMM PF01654"
                     /codon_start=1
                     /transl_table=11
                     /product="cytochrome d ubiquinol oxidase, subunit I"
                     /protein_id="AAP29114.1"
                     /db_xref="Pathema:BA_5460"
                     /translation="MDTVTLARAFFGSSLAFHIIFATLGVGLSLMIFISEILYHWKKD
                     SDYAIMAKRWTKAFAILLGVAIPTGTIVGVQISLLWPGFAKIVGQVISVPFQIEIFAF
                     FLEALFMSIYVYAADKLPPFMRLISLFFVMIGATASAVLITSANTWMNTPAGFSMGPD
                     GSVFNVDPWKAFFNPSFGTSAFHVVITAYATGAAVIASIAGFKLLKKNLSEREVAYHK
                     KGLLLGLVVTFITGATMWLSGHESAIALHKHSPEKLASAEALFETTSHAPLSIGGVVD
                     PNTLELNYALEIPNMLSLLVGLDPNTVVKGLNEFPQETWPPFYTHTLFNLMVGTAAFT
                     FAVAAIALLYWYFVYRKKGAELPKWLLWGAAACGPVMMLGIEFGWIFSCSGRQPWTIY
                     GMQRTVDASTRADFVGPLFILFIILYIGLGILTVFVLRTFFKKHPLTNDLHHEGGDSR
                     A"
     gene            4948638..4949663
                     /locus_tag="BA_5461"
                     /old_locus_tag="BA5461"
                     /db_xref="Pathema:BA_5461"
     CDS             4948638..4949663
                     /locus_tag="BA_5461"
                     /old_locus_tag="BA5461"
                     /note="identified by similarity to GP:4514629"
                     /codon_start=1
                     /transl_table=11
                     /product="putative cytochrome d ubiquinol oxidase, subunit
                     II"
                     /protein_id="AAP29115.1"
                     /db_xref="Pathema:BA_5461"
                     /translation="MHEESIAIIILWALIFVYSILGSIDFGAGFWGMVYAKHPTLAAK
                     LANRYLSPTWEVTNTFLVFVVVAFLGFFPKAAFTLATVMFVPVMLILVLVAIRSTFMV
                     FAYSLPKYQHLLRIISGITGLLIPALLITVLPVTEGAYITMSEGKEVLLYGKLLSSPV
                     IYCYMLFGLTSELFLSSLFLADFAREQGSEDAYKIYRRNAIILGPATLVTAIIALVVM
                     DPETHWLMQGLIKQFPWFTVSIVLFVIGYSSLWWTNKKYSTLGFPRIAVLAVVAQYAF
                     ASYAYGVAHLPYIIYPDVTVFTSFTTVETFYALLILYAIGIAILLPGFIFFWNLFLKD
                     RTFLKEK"
     gene            4950054..4951412
                     /locus_tag="BA_5462"
                     /old_locus_tag="BA5462"
                     /db_xref="Pathema:BA_5462"
     CDS             4950054..4951412
                     /locus_tag="BA_5462"
                     /old_locus_tag="BA5462"
                     /note="identified by match to protein family HMM PF02040;
                     match to protein family HMM PF03600"
                     /codon_start=1
                     /transl_table=11
                     /product="putative arsenical pump family protein"
                     /protein_id="AAP29116.1"
                     /db_xref="Pathema:BA_5462"
                     /translation="MSVEIWITIIVFFLTMIVIFWRPRGLNEAWPAAIGAGIILITGL
                     VSKPDVMDIISKIGGASITILATIVMAVILESFGFFHWSAAKLANLAKGSGRRLYWYI
                     QLLCFLMTLLFNNDGSILITTPILILLLKNLQLKPHQQIPYLLSGALIATASSAPIGV
                     SNIVNLIALNIVNMTLYMHTAMMFVPATLGLLFMSWLMYTVLKKKIPKKLPVSSYDIE
                     EIFFTKNFHPLKGKNSVDTKQKRTRFMLKVLGFVFLMRCLLFVASFLSIPIEIVAVLG
                     SLVLLIWRWYYLRTNPVDILKKTPWHILIFAFSMYVIIYGLHNAGLTTALVNWLEPVV
                     SQHLLYASFAMGGLVSLLSNIFNNHPALMIGTITLTEMGLDPITLKTIYLANIIGSDI
                     GSLLLPIGTLASLIWMYILRQNKIKVKWKDYLSVSLIVIPLTTVVTLFLLYYWVHLFF
                     AL"
     gene            complement(4951514..4953274)
                     /gene="thiC"
                     /locus_tag="BA_5463"
                     /old_locus_tag="BA5463"
                     /db_xref="Pathema:BA_5463"
     CDS             complement(4951514..4953274)
                     /gene="thiC"
                     /locus_tag="BA_5463"
                     /old_locus_tag="BA5463"
                     /note="identified by similarity to SP:P45740; match to
                     protein family HMM PF01964; match to protein family HMM
                     TIGR00190"
                     /codon_start=1
                     /transl_table=11
                     /product="thiamine biosynthesis protein ThiC"
                     /protein_id="AAP29117.1"
                     /db_xref="Pathema:BA_5463"
                     /translation="MKQSVSAEQIELKSSLPGSKKVYVDGPREGMKVPMREIEQSDTN
                     GVPNPPIRVYDTSGPYTDPAYKVELEKGIPTPRHSWILERGDVEAYEGREVKPEDDGV
                     KVASKHTPVFPQMDRKPLRAKQGANVTQMHYARNGIIKSEMEYVAIREGVDPEFVRKE
                     IAEGRAILPANINHPEAEPMIIGRNFHVKVNANIGNSAVSSSIAEEVEKMTWATRWGA
                     DTIMDLSTGKNIHTTREWIIRNAPVPVGTVPIYQALEKVNGIAEDLTWEVYRDTLIEQ
                     AEQGVDYFTIHAGVLLRYIPITAKRTTGIVSRGGSIMAQWCLFHHKENFLYTHFEEIC
                     EIMKQYDVSFSLGDGLRPGSIADANDEAQFSELETLGELTKIAWKHDVQVMIEGPGHV
                     PMHLIKENMEKELDICQGAPFYTLGPLTTDIAPGYDHITSAIGAAMIGWFGTAMLCYV
                     TPKEHLGLPNKDDVREGVITYKIAAHAADLAKGHKTAHQRDDALSKARFEFRWRDQFN
                     LSLDPERAMEYHDETLPAEGAKTAHFCSMCGPKFCSMRISHDIREYAKENDLETTEAI
                     EKGMKEKAKEFKETGSHLYQ"
     gene            complement(4953574..4955232)
                     /gene="lldP2"
                     /locus_tag="BA_5464"
                     /old_locus_tag="BA5464"
                     /db_xref="Pathema:BA_5464"
     CDS             complement(4953574..4955232)
                     /gene="lldP2"
                     /locus_tag="BA_5464"
                     /old_locus_tag="BA5464"
                     /note="identified by similarity to EGAD:8633; match to
                     protein family HMM PF02652; match to protein family HMM
                     TIGR00795"
                     /codon_start=1
                     /transl_table=11
                     /product="L-lactate permease"
                     /protein_id="AAP29118.1"
                     /db_xref="Pathema:BA_5464"
                     /translation="MNTWTQVYDPFGNIWISAAVALIPIIFFFLALAVFRMKGYVAGF
                     ITVVLTILVALFAYKMPFTMAMAATGYGFLYGLWPIAWIIIMSVFLYKISVKTGQFDV
                     IRASVLSITNDHRLLVILIGFSFGAFLEGAAGFGAPVAITAALLAGLGLNPLYAAGLC
                     LIANTAPVAFGAMGIPITVAGQVTGIDPHKIGQMAGHQLPFLSLFVPFFIVFLMDGLK
                     GVRQTWPALLVAGSSFAITQFITATFLGPELPDITSALVSLVSLALFLKVWQPKEIYQ
                     SGQANSEAAATTAASMPKLTIGKVVKAWSPFIVLTVMVVIWSQSFFKALFAPGGALES
                     LVFKFEIPGLHNLVMKAEPIVNKPTPYEAILKFDVLSATGTAILIACLISMLILKMSV
                     KDAAVTFKETLSELKMPILSIGFVLGFAFIANYSGLSSTLALALAGTGGLFPFFSPFL
                     GWIGVFLTGSDTSANALFSNLQAITAQQVGVSEVLLVAANTTGGVTGKMISPQSIAIA
                     CAAVGLAGKESDLFRFTVKHSLFFVIIVGIMTYVQAYYLTWMIP"
     gene            4955530..4955847
                     /locus_tag="BA_5466"
                     /old_locus_tag="BA5466"
                     /db_xref="Pathema:BA_5466"
     CDS             4955530..4955847
                     /locus_tag="BA_5466"
                     /old_locus_tag="BA5466"
                     /note="identified by similarity to GP:16411647"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29119.1"
                     /db_xref="Pathema:BA_5466"
                     /translation="MNGNKILAALSYFSVLFAPILFPIIVWIVGDAETKPHAKRALWT
                     HIIPSIATFIGVTILGIMGLGSDQPDVTLGIGTMIVLCICGIISLYYFIWNIVKGIKV
                     LKA"
     gene            complement(4955911..4956402)
                     /locus_tag="BA_5467"
                     /old_locus_tag="BA5467"
                     /db_xref="Pathema:BA_5467"
     CDS             complement(4955911..4956402)
                     /locus_tag="BA_5467"
                     /old_locus_tag="BA5467"
                     /note="identified by similarity to GB:AAS44245.1"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29120.1"
                     /db_xref="Pathema:BA_5467"
                     /translation="MPSGRTHTKINLISLPVVLFLLFSYGLTNFDFLLTFAIGFLVGT
                     TFLTPDLDTYSNAYNKWGFLRIFWYPYKKVMPHRSFFTHTIILGDVIRIAYMLIVFSP
                     FLFLLNVIALDGNLIEIAKEHEVEIVTFVMGIVVASTLHIIADKVNTRRKKMMRKKKK
                     RRR"
     gene            complement(4956453..4956818)
                     /locus_tag="BA_5468"
                     /old_locus_tag="BA5468"
                     /db_xref="Pathema:BA_5468"
     CDS             complement(4956453..4956818)
                     /locus_tag="BA_5468"
                     /old_locus_tag="BA5468"
                     /note="identified by similarity to GP:17983906; match to
                     protein family HMM PF06803"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29121.1"
                     /db_xref="Pathema:BA_5468"
                     /translation="MEQKFSVEAFWKKVKHVAKQAGQSVIYASLLLFYVLQKPDVPKR
                     VKIIVIGALAYFIAPIDAIPDFVAGIGYTDDLGALMAALLQASLYVNDDVKDKARVKL
                     AEWFGSDIDTSFIDQKLDQ"
     gene            4957365..4959293
                     /locus_tag="BA_5470"
                     /old_locus_tag="BA5470"
                     /db_xref="Pathema:BA_5470"
     CDS             4957365..4959293
                     /locus_tag="BA_5470"
                     /old_locus_tag="BA5470"
                     /note="identified by match to protein family HMM PF00884"
                     /codon_start=1
                     /transl_table=11
                     /product="arylsulfatase"
                     /protein_id="AAP29122.1"
                     /db_xref="Pathema:BA_5470"
                     /translation="MKETLKSQFQNVRFTVFVALAVWLKTYLITRTSFDLKLESFMQE
                     FILFLSPLAASLLLVSLALFAKGKKRNYIALGINFVLTIILVGNVMFYGFYNDFVTLP
                     VLGQTSNFGSLGSSVKELFNYKIILAFADIIVFFILLKKMKNFAPTERVARPMRSLYF
                     VSTIAIFFANLGLAEAERPELLTRSFDRVMLVKNLGLYVHQVYDLGLQAKSSSQKAFA
                     DGSKLQETENYVKTTQSKPDPNMFGTAKGKNVIVVSLESLQTFLIGATVNGQEVTPFL
                     NQFTKESYYFDNFFHQTGQGKTSDAEFLVDTSMYPLDRGAVFFTHGNNEYTATPEILR
                     EQGYHTSVFHANNATFWNRNIMYPALGYDRYYNELDYKITPETKLNWGLKDIEYFDQS
                     IDMLKEVKQPFYTRFLTLTNHYPFTYDESTKLIDEYNSGDGVFDRYMVTARYLDEAMK
                     HFIERLKAEGIYDNSIIVFYGDHYGISENHNRAMAQFLGKEEITAFDHMNLQKTPMFI
                     HVPGQKEGKTISKPTGEIDIKPTILNLLGIDSTNQIQFGHDVFSPENKGFVVLRDGSF
                     VTDKYMYTNSTFYDRATGEVVQLPKEESQPLIDRAQNELNMSDKIIEGDLLRFSESNK
                     TKTGEVKTAIKEEKKSAE"
     gene            complement(4959435..4959539)
                     /locus_tag="BA_5471"
                     /old_locus_tag="BA5471"
                     /db_xref="Pathema:BA_5471"
     CDS             complement(4959435..4959539)
                     /locus_tag="BA_5471"
                     /old_locus_tag="BA5471"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29123.1"
                     /db_xref="Pathema:BA_5471"
                     /translation="MFCVWKQNILKDNYKKVEINDSHISLRDLITDER"
     gene            4959816..4960688
                     /gene="dat2"
                     /locus_tag="BA_5472"
                     /old_locus_tag="BA5472"
                     /db_xref="Pathema:BA_5472"
     CDS             4959816..4960688
                     /gene="dat2"
                     /locus_tag="BA_5472"
                     /old_locus_tag="BA5472"
                     /EC_number="2.6.1.21"
                     /note="identified by match to protein family HMM PF01063;
                     match to protein family HMM TIGR01121"
                     /codon_start=1
                     /transl_table=11
                     /product="D-amino-acid transaminase"
                     /protein_id="AAP29124.1"
                     /db_xref="Pathema:BA_5472"
                     /translation="MAYERFVLWNDAIIDTTKQKTYIELEERGLQFGDGVYEVIRLYK
                     GNFHLLDPHITRLYRFMEEIELTLPFSKAELITLLYKLIENNNFHEDGTIYLQVSRGV
                     QARTHTFSYDVPPTIYAYITKKERPALWIEYGVRAISEPDTRWLRCDIKSLNLLPNIL
                     AATKAERKGCKEALFVRNGTVTEGSHSNFFLIKNGTLYTHPANHLILNGIIRQYVLSL
                     AKTLRIPVQEELFSIRDVYQADECFFTGTTIEILPMTHLDGTAIQDGQVGPITKMLQR
                     SFSQSLLQSNMSSS"
     gene            4960899..4962647
                     /locus_tag="BA_5474"
                     /old_locus_tag="BA5474"
                     /note="enterotoxin, degenerate; an automated process has
                     identified a potential problem with this gene model; it
                     may contain one or more premature stops and/or
                     frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_5474"
     gene            4962993..4964204
                     /locus_tag="BA_5475"
                     /old_locus_tag="BA5475"
                     /db_xref="Pathema:BA_5475"
     CDS             4962993..4964204
                     /locus_tag="BA_5475"
                     /old_locus_tag="BA5475"
                     /note="identified by similarity to OMNI:NTL01BH1449; match
                     to protein family HMM PF01773; match to protein family HMM
                     PF07662; match to protein family HMM PF07670; match to
                     protein family HMM TIGR00804"
                     /codon_start=1
                     /transl_table=11
                     /product="nucleoside transporter, NupC family"
                     /protein_id="AAP29125.1"
                     /db_xref="Pathema:BA_5475"
                     /translation="MNLLWGIGGVIGVLAIAFLLSSNRKAINWRTILIALALQMSFSF
                     IVLRWDAGKAGLKHAADGVQGLINFSYEGIKFVAGDLVNAKGPWGFVFFIQALLPIVF
                     ISSLVAILYHFGIMQRFVSVVGGALSKLLGTSKAESLNSVTTVFLGQTEAPILIKPYL
                     ARLTNSEFFAIMVSGMTAVAGSVLVGYAAMGIPLEHLLAAAIMAAPSSLLIAKLIMPE
                     TEKVDNNVELSTEREDANVIDAAARGASEGMQLVINVAAMLMAFIALIALLNGLLGLI
                     GSLFDIKLSLDLIFGYLLSPFAILIGVSPGEAVQAASFIGQKLAINEFVAYANLGPHM
                     AEFSDKTNLILTFAICGFANFSSIAIQLGVTGTLAPTRRKQIAQLGIKAVIAGTLANF
                     LNAAVAGMMFL"
     gene            4964488..4965216
                     /locus_tag="BA_5476"
                     /old_locus_tag="BA5476"
                     /db_xref="Pathema:BA_5476"
     CDS             4964488..4965216
                     /locus_tag="BA_5476"
                     /old_locus_tag="BA5476"
                     /note="identified by similarity to GP:15157134"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP29126.1"
                     /db_xref="Pathema:BA_5476"
                     /translation="MDFTNFILFYFTIVHVTQYEHALIFTIIYVIVNVLFLFLPDKTA
                     FVLFILGTIISVFYLFYQAWLYLWSTSEQWQYIITHFLMAANFFIVYISTHLLKKVIH
                     ENKELTERVRTLEQYIGESKLLTRQEFERRQALLINAMNRRNETGVMIYFDFTSFSKY
                     TKESVMDRVASLLVGTVRADFDLAAKYNNNTLVILLQNTNEAGADIVMNRLKPKMEQW
                     LAAEAIQDIKISREQIGNKGQTLL"
     gene            4965213..4966407
                     /locus_tag="BA_5477"
                     /old_locus_tag="BA5477"
                     /note="glycosyl transferase, group 2 family protein,
                     authentic frameshift; an automated process has identified
                     a potential problem with this gene model; it may contain
                     one or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_5477"
     gene            complement(4966551..4966685)
                     /locus_tag="BA_5478"
                     /old_locus_tag="BA5478"
                     /db_xref="Pathema:BA_5478"
     CDS             complement(4966551..4966685)
                     /locus_tag="BA_5478"
                     /old_locus_tag="BA5478"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29127.1"
                     /db_xref="Pathema:BA_5478"
                     /translation="MKRYERKWKHICLKRVAHRSVQESTEPKTETRKEQQEKQLVLQK
                     "
     gene            complement(4966926..4968443)
                     /gene="opuD2"
                     /locus_tag="BA_5479"
                     /old_locus_tag="BA5479"
                     /db_xref="Pathema:BA_5479"
     CDS             complement(4966926..4968443)
                     /gene="opuD2"
                     /locus_tag="BA_5479"
                     /old_locus_tag="BA5479"
                     /note="identified by similarity to OMNI:NTL01BS03001;
                     match to protein family HMM PF02028; match to protein
                     family HMM TIGR00842"
                     /codon_start=1
                     /transl_table=11
                     /product="glycine betaine transporter"
                     /protein_id="AAP29128.1"
                     /db_xref="Pathema:BA_5479"
                     /translation="MRKLTKTFIVSLTLCIAFTLWGIIPESIIGKGSLGNVTTAIQTA
                     LVSKFGWSYIISVSIILGVSIFLIVSKYGSIRLGKDDDEPDYSYMTWFAMLFSAGMGI
                     GLVFWGVAEPLNHLYAPPFGESATEESARLALRFSFFHWGLHPWGLYAFVALCIAYFT
                     FRKGKASTISATVGPLFKGGDHGRIAHLFDVLAVFATVFGVATSLGLGAKQIAGGVSY
                     LTSIPNSLTTQLVIIAIVTVLFMLSAQTGLDKGIKYLSNTNIILAFALMIIVLFVGPT
                     NFIMNYFTSTIGAYIQELPSMSFRLSPLDEGGNQWIQSWTIFYWAWWIAWSPFVGTFI
                     ARVSRGRTIREFVIGVLLVPTVIGALWFSVFGGTGIHMELFGDAHIFEKVKEMGTEVG
                     LFAMFDQMGSFGSALSVLAILLISTFFITSADSATFVLGMLTTHGSLNPPNRIKMIWG
                     IVLAALASILLYVGGLEALQTAAIIAAFPFVFVIFFMMAALFKELQKEGRMKRHK"
     gene            4969109..4969981
                     /locus_tag="BA_5481"
                     /old_locus_tag="BA5481"
                     /db_xref="Pathema:BA_5481"
     CDS             4969109..4969981
                     /locus_tag="BA_5481"
                     /old_locus_tag="BA5481"
                     /note="identified by match to protein family HMM PF06347;
                     match to protein family HMM PF06725; match to protein
                     family HMM PF08239"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP29129.1"
                     /db_xref="Pathema:BA_5481"
                     /translation="MKKLIGIATAAVFGLGIFTSSANAETVVTTDVLNVRENPTTESK
                     VVGKLLNGNKIDVQNTENGWSKITLDGKDAFVSAEFTKSIYYVTANVLNVRAEANTDS
                     EILGTLKKDDMIETTNQVQNEWLQFEYNGKTAYVHVPFLTGTAPVIEKQEQPAPAKAV
                     APAKAPAAQAKQAAKPAVKAANTSAPAGGRELTVVATAYTAHPSENGGTYGGRVLTAM
                     GHDLTANPNMKMIAVDPKVIPLGSKVWVEGYGEAIAGDTGGAIKGNRIDILLGSDSAA
                     QKWGRKTVKVKILK"
     gene            4970061..4970363
                     /locus_tag="BA_5482"
                     /old_locus_tag="BA5482"
                     /db_xref="Pathema:BA_5482"
     CDS             4970061..4970363
                     /locus_tag="BA_5482"
                     /old_locus_tag="BA5482"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29130.1"
                     /db_xref="Pathema:BA_5482"
                     /translation="MNVQAKVDWIGTPKPYIYKDAVTYDATSIDFSLTGDDNRYKLIV
                     LKSEENTHYKFVQYGVKPGSQKPFPIDIPFEQNMVPIIEQILHDPYVQAILKETRS"
     gene            complement(4970454..4971833)
                     /locus_tag="BA_5483"
                     /old_locus_tag="BA5483"
                     /db_xref="Pathema:BA_5483"
     CDS             complement(4970454..4971833)
                     /locus_tag="BA_5483"
                     /old_locus_tag="BA5483"
                     /note="identified by similarity to GP:15026307"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29131.1"
                     /db_xref="Pathema:BA_5483"
                     /translation="MKFCGKCNKKVADHLNFCSECGSKVDVIADQAASSRSEVQREIK
                     PVKSKKNIMLLIGFVVIFAILFGAYKFGGSKFSKEKQVNAMIEAFQKKDANAIDEFVK
                     VDDPGLKMKADDIKGYIRYLKENPSYNKELLSYLQRETVDQKLASDKASFKDGQIIED
                     GKEWFLYPKYKFNMKSYYMNVSTTAKSAEIYVNDKKETELSSDKTSKEVGPYFPGSYV
                     VKAKAKTELTELETEKEVDLADGKEAKVDVKLSLEGKYVTISSDENDATVFVNGKKRG
                     KLNYGSYNLGPVSTDETVEVHLEKATDFGVVKSESIKIGDQSTYYLKFPKETSSSAVG
                     DFVRNHLYDNVRAISLNDFSLIENNYDKSGKSYKEDRDYIQYLHKKGITEDLLTMEIR
                     NVERQSATKYKVTTYEEYHIRYGDGSVKFKSFNNEHIVTVNGNGKILYHSLGANNTLK
                     SEEISNPTR"
     gene            complement(4971847..4973400)
                     /locus_tag="BA_5484"
                     /old_locus_tag="BA5484"
                     /db_xref="Pathema:BA_5484"
     CDS             complement(4971847..4973400)
                     /locus_tag="BA_5484"
                     /old_locus_tag="BA5484"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP29132.1"
                     /db_xref="Pathema:BA_5484"
                     /translation="MYCKTCGLEQSDVANYCTHDGSSTGSVESEVTLAPKDSKYCRTC
                     GIESKGTATYCEKCGDSLLGIMKKEMKTRLPDESFQLHVSPSGSTLKKGLLGGGLAIA
                     CMFIAGWIGSLIVDAAINDLVRTMFTKMNGMLNMDTVNQSFVGIAPLILMYHLIGLEV
                     SGSGEYAMSFILHFPLFILLVIPALILGGIGFFVERSNPSVIWREKLLTSSVIGIVYG
                     VFLCIVSFIASSSTTISQFYKTMTISIGYSHVSSLLYGIIFGLLFTFIGMCIQAGPHH
                     LLSSMSRSIPYATSIYYSVVTVLKGLLITFGIILITILFSSSKSVGPIDFPEKTYKTF
                     ISLEATPYMWNMAHFAPTAIEWGDMDREMRRYSMEKGPLHLSYTSGISINGTSLKDLE
                     IANGANLKRVKEIDDFNSYMHWWGLLIVLPCILLFRAGMKLAQYPMKNMYVTIAVFSA
                     VYTVMMLCVNGLAKIRIEASGSKEVMKEFAGISGPLFSIQSSTLYLMVGSFLLSYALT
                     FAGMKLGKK"
     gene            complement(4973406..4973894)
                     /locus_tag="BA_5485"
                     /old_locus_tag="BA5485"
                     /db_xref="Pathema:BA_5485"
     CDS             complement(4973406..4973894)
                     /locus_tag="BA_5485"
                     /old_locus_tag="BA5485"
                     /note="identified by similarity to OMNI:NTL01HS00163"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP29133.1"
                     /db_xref="Pathema:BA_5485"
                     /translation="MSDLQSKFGSGMNKLQEGIEQGKMKLQVAQEVAQLKKITQEKLQ
                     AKTEILLELGQTTYMQLRNDEVRVDMLKNIIEPVQELDVAIYNTRKQIANLQNQGQKG
                     QCSCGGPLSVNDKFCGQCGKENELLLQSKNDENESCTSCGEQIATEATFCPVCGMKQS
                     KE"
     gene            4974052..4975671
                     /locus_tag="BA_5486"
                     /old_locus_tag="BA5486"
                     /db_xref="Pathema:BA_5486"
     CDS             4974052..4975671
                     /locus_tag="BA_5486"
                     /old_locus_tag="BA5486"
                     /note="identified by similarity to EGAD:108002; match to
                     protein family HMM PF04434"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29134.1"
                     /db_xref="Pathema:BA_5486"
                     /translation="MLQHSITKDEIMMIANEFVQGLDPQQTADQEHVATARHLYRSGV
                     VYNVDFDGYTLSGTVDAEGSVYSVHIPIRNVAESYCDCFAPTQCEHMLAVLLSAASSF
                     GQVGDVLTLFKNNTKPSLPPIRTARQVLQSSAFEETDYKSWQSYFDNEYESFKKEQAR
                     LTYKQMYFLMSIFTDFYTKLERKAPRIVVIHELFRLHAALYCFQKLLEEIQEFETNKT
                     YSYHQPVNVVRIFVDKVESIVRDLQSEATSSESEAILQETARLVHEVFFSTDAYTQER
                     FFIYRHIWSELLHNKEQIREEEKRIDTKMNPLSKALASSHLLFLNDEDLLAMDLLKKH
                     PASVVSLYFYWLEELLNAMKWDRAKSWLSFTYKQVKTTIQEQENTIFIKDIVRLFVIM
                     YETYATHTNEQAGLEMILQELLPYSFANYEQYVLAKKQYRTWTELQLLHGFEAIELLK
                     EPLKDIEKEAPEAALPLYHLAATEAIEERNRKAYRRAVRYLKKLRTLYKRLKRTDEWD
                     AFIIHIANLHSRLRALQEELRKGKLIDDQSN"
     gene            4975655..4978411
                     /locus_tag="BA_5487"
                     /old_locus_tag="BA5487"
                     /db_xref="Pathema:BA_5487"
     CDS             4975655..4978411
                     /locus_tag="BA_5487"
                     /old_locus_tag="BA5487"
                     /note="identified by similarity to EGAD:108003; match to
                     protein family HMM PF00176; match to protein family HMM
                     PF00271"
                     /codon_start=1
                     /transl_table=11
                     /product="putative helicase"
                     /protein_id="AAP29135.1"
                     /db_xref="Pathema:BA_5487"
                     /translation="MINQTEVTIRLQHVSHGWFLWGEDDSGTPLSVTSWKRNAFTWHS
                     TSFYGTFLKEATFEGKQGVMLTNAQAFEYIANQPMNSFARIQMNGPITALTKDANELW
                     DAFTSGSFVPDMEHWPKQPSWKVQHTPIEDDTLASLFSSAVNESILQDNRSNDGWEDA
                     KRLYEHYDFTKRQLDAALHEEDWLRKIGYIEDDLPFTIGLRLQEPQEEFEMWKLETII
                     TPKRGAHRIYVYESIDYLPKRWHDYEERILETQEGFSKLVPWLKDGDTFRSELFETEA
                     WNFLTEASNELLAAGITILLPSWWQNLKATKPKLRVQLKQNATQTQSFFGMNTLVNFD
                     WRISTNGIDLSESEFFELVEQNKRLFNINGQWMRLDPAFIEEVRKLMNRADKYGLEMK
                     DVLQQHLSNTAETEIVEEDSPFNDIEIELDGYYEELFQKLLHIGDIPKVDVPSSLHAT
                     LRPYQQHGIEWLLYLRKLGFGALLADDMGLGKSIQTITYLLYIKENNLQTGPALIVAP
                     TSVLGNWQKEFERFAPNLRVQLHYGSNRAKGESFKDFLQSADVVLTSYALAQLDEEEL
                     STLCWDAVILDEAQNIKNPHTKQSKAVRNLQANHKIALTGTPMENRLAELWSIFDFIN
                     HGYLGSLGQFQRRFVSPIEKDRDEGKIQQVQRFISPFLLRRTKKDQTVALNLPDKQEQ
                     KAYCPLTGEQASLYEQLVQDTLQNVEGLSGIERRGFILLMLNKLKQICNHPALYLKET
                     EPKDIIERSMKTSTLMELIENIKDQNESCLIFTQYIGMGNMLKNVLEEHFGQRVLFLN
                     GSVPKKERDKMIEQFQNGTYDIFILSLKAGGTGLNLTAANHVIHYDRWWNPAVENQAT
                     DRAYRIGQKRFVHVHKLITTGTLEEKIDEMLERKQSLNNAVITSDSWMTELSTDELKE
                     LLGV"
     gene            complement(4978589..4979074)
                     /locus_tag="BA_5488"
                     /old_locus_tag="BA5488"
                     /db_xref="Pathema:BA_5488"
     CDS             complement(4978589..4979074)
                     /locus_tag="BA_5488"
                     /old_locus_tag="BA5488"
                     /note="identified by similarity to OMNI:EF0662"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP29136.1"
                     /db_xref="Pathema:BA_5488"
                     /translation="MNRKWLFWIPVLLWMGLIFYSSAQPYKKQDMRSDIEQYVNVEFV
                     KEHFSWVSIDYGGGTPVSIANKGVGGFIEFFLRKGAHFMVFFMLGSLTYYAFHRSGYS
                     RKRCFLYALLFVAGYATFDEIHQWTTGDRTPMWQDSLLDTCGGLTGIIISNWFWNRKR
                     S"
     gene            4979185..4979409
                     /locus_tag="BA_5489"
                     /old_locus_tag="BA5489"
                     /db_xref="Pathema:BA_5489"
     CDS             4979185..4979409
                     /locus_tag="BA_5489"
                     /old_locus_tag="BA5489"
                     /note="identified by similarity to OMNI:NTL01OI2141; match
                     to protein family HMM PF07872"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29137.1"
                     /db_xref="Pathema:BA_5489"
                     /translation="MPVETIVMDLTLRLVLNNGLDKNGKTVFKNKQFKRVKTNANLEQ
                     IQTVARALASLQASPLHAVQLVSTSDLSSL"
     gene            4979465..4979680
                     /locus_tag="BA_5490"
                     /old_locus_tag="BA5490"
                     /db_xref="Pathema:BA_5490"
     CDS             4979465..4979680
                     /locus_tag="BA_5490"
                     /old_locus_tag="BA5490"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29138.1"
                     /db_xref="Pathema:BA_5490"
                     /translation="MQVLELIFAKEDGKTVVFSIEKPITPVDAQVVNQVMDTILASSV
                     FSSINENTRKKGARLVERNVSEVPITL"
     gene            complement(4979700..4980098)
                     /locus_tag="BA_5491"
                     /old_locus_tag="BA5491"
                     /db_xref="Pathema:BA_5491"
     CDS             complement(4979700..4980098)
                     /locus_tag="BA_5491"
                     /old_locus_tag="BA5491"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="ACZ49986.1"
                     /db_xref="Pathema:BA_5491"
                     /translation="MKKRYIIMALVVVLLVYLANSNPSKGEYTDWAAKQFMKRNDVSK
                     KLDEVQKENEEGLLGDLASAGKKLAKKYVEPQVGLLIDHYTKRDDYIFFSTYKTEFDI
                     GGEHYKYVCVGFSKIFIPIEMPKKKDESAK"
     gene            4980293..4980799
                     /locus_tag="BA_5492"
                     /old_locus_tag="BA5492"
                     /db_xref="Pathema:BA_5492"
     CDS             4980293..4980799
                     /locus_tag="BA_5492"
                     /old_locus_tag="BA5492"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by similarity to EGAD:21343;
                     match to protein family HMM PF06338"
                     /codon_start=1
                     /transl_table=11
                     /product="competence transcription factor"
                     /protein_id="ACZ49985.1"
                     /db_xref="Pathema:BA_5492"
                     /translation="MNDENAIIISNSTMMLEPYKHPSYCTKMIDSSGNHLYSCQTALQ
                     LIKKSCLTNVHTTYQGRRKAVQTNFNFKQNVPIPINHREYICAFPTESPSSPNCIWLF
                     YNHIDDIEFFKQSKKATIHFSNGTTTTIHISPHRLKQQLLKAGYVLSRMNMQDSLQFK
                     NLLLHLLP"
     gene            complement(4980855..4981295)
                     /locus_tag="BA_5493"
                     /old_locus_tag="BA5493"
                     /db_xref="Pathema:BA_5493"
     CDS             complement(4980855..4981295)
                     /locus_tag="BA_5493"
                     /old_locus_tag="BA5493"
                     /note="identified by similarity to EGAD:24793; match to
                     protein family HMM PF04542; match to protein family HMM
                     PF04545; match to protein family HMM TIGR02937"
                     /codon_start=1
                     /transl_table=11
                     /product="putative sigma factor"
                     /protein_id="AAP29139.1"
                     /db_xref="Pathema:BA_5493"
                     /translation="MLYEGLIVNQIKKLGIYQDYEEYYQCGLIGLWHAYERYDAKKGS
                     FPAYAVITVRGYILERLKKEFAVQEKCVCVGEYEAHFHFEDIEMKAKDFMSVLDEKEK
                     YIIFERFFVGKTMGEIALETEMTYYQVRWIYRQALEKMRNSLRG"
     gene            complement(4981544..4982245)
                     /locus_tag="BA_5494"
                     /old_locus_tag="BA5494"
                     /db_xref="Pathema:BA_5494"
     CDS             complement(4981544..4982245)
                     /locus_tag="BA_5494"
                     /old_locus_tag="BA5494"
                     /note="identified by similarity to EGAD:107866"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29140.1"
                     /db_xref="Pathema:BA_5494"
                     /translation="MEANVNTQKAGGEKPSLFGMITSPGLQFERMKTTEKVWGMFFIV
                     AILQGLVGGLNSYITYTSPEMIEMQKKLGGEFANKDSLVSDVISSTIWGIVGVMIATL
                     VVAAIYKVFMMFYGNDTSYKKIVMIIVYADIIVIIGGLINGVIALILGAGPTAYTSLG
                     PLFDQGSLAYGIGNTIELFYLWNLVLIWLGLQVTAGLSKVKAAIPIIVLFIIKAGFLA
                     AIVVLIAKFLPGLPV"
     gene            complement(4982359..4983567)
                     /locus_tag="BA_5495"
                     /old_locus_tag="BA5495"
                     /db_xref="Pathema:BA_5495"
     CDS             complement(4982359..4983567)
                     /locus_tag="BA_5495"
                     /old_locus_tag="BA5495"
                     /note="identified by similarity to OMNI:NTL01BS01438;
                     match to protein family HMM PF02687"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, permease protein"
                     /protein_id="AAP29141.2"
                     /db_xref="Pathema:BA_5495"
                     /translation="MCGMSLLDSIKIALSSILAHKLRSALTMLGIIIGVGSIITVVAI
                     GQGGEAALKSQFVGAGNQTVPIHYSADINDPFGMGMVEAPKITEEDIFEIKKIPEISH
                     VVTTNSSMEPLDIEDKKEMVSITGLDSEYFAVNKVKLLKGRSLQESDVDQGNNVVMIS
                     KQMEEKVFKDANPVGKIIEMKGQPMQIIGVYKSDNEFMGMGPSEALVPISLWPTLYGK
                     DEIQNISVQAKNVDNLEKAGKKAADVLNSRKPTDATGKYEVMNLKEIQEGISKMTGIM
                     TMIIGGIAGISLVVGGIGVMNIMLVSVTERTREIGVRKALGATRSKILLQFLIEAVML
                     TLLGGLIGIGLGYGGAYIVSTFAKWPPLVSWEVVVGGVLFSMTLGIIFGLIPANKAAK
                     LDPIEALRYE"
     gene            complement(4983555..4984235)
                     /locus_tag="BA_5496"
                     /old_locus_tag="BA5496"
                     /db_xref="Pathema:BA_5496"
     CDS             complement(4983555..4984235)
                     /locus_tag="BA_5496"
                     /old_locus_tag="BA5496"
                     /note="identified by similarity to GP:2832800; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP29142.1"
                     /db_xref="Pathema:BA_5496"
                     /translation="MITLNHIAKTYYQGKLAVPILHGISLTIQSGEFVSIMGPSGSGK
                     STLMNIIGCLDRPTEGEYMLNDVNILTADESKLALIRNEYIGFVFQHFNLLPRLSAVE
                     NVELPLVYGGIKKAERRKRALEALGKVGLADRVHHLPNELSGGQKQRVAIARAIANNP
                     TFIMADEPTGALDTKSGEQVMDIFTKLNAEGTTIVMVTHEEEVAAYSSRRIVLRDGKI
                     TEDRRCAV"
     gene            complement(4984232..4985425)
                     /locus_tag="BA_5497"
                     /old_locus_tag="BA5497"
                     /db_xref="Pathema:BA_5497"
     CDS             complement(4984232..4985425)
                     /locus_tag="BA_5497"
                     /old_locus_tag="BA5497"
                     /note="identified by similarity to GP:2832799; match to
                     protein family HMM TIGR01730"
                     /codon_start=1
                     /transl_table=11
                     /product="efflux transporter, RND family, MFP subunit"
                     /protein_id="AAP29143.1"
                     /db_xref="Pathema:BA_5497"
                     /translation="MVPNTVRTPNKKKKWIIIGVIALIVIVAAVNIFVMQGKKKGAST
                     SADAVSFEKVTERKLNNTKLISGQVKPGNIESFYADPAKGKVKDIEVKEGQEVEKGAK
                     LFSYDNEEINLQMKQADLDQKMADMRYDQGKKKIDSLKKEIKKAKDSGAGKEVTDPME
                     EQVSELEMAQKTTDLEKEKGKLQKEELSKKQKELTIYSNFAGVVQKLDKDAAQSSSQA
                     LGGQGKAFLQVASKDPFQIQGTLTELQKSQIQKDQTFTVTAKANNKKKWTGKITEVSE
                     FPTSAEMAQAGGMGEATQNMSQYTYKASLDSQDGLSPGYHVSLQVNLENKTMVAVPTK
                     SIVEKDDDAFVYVEDKGKLRKQNVKKGSTDGDWTEITEGVTVGQKVVKNPSDDVYDGM
                     EVKEK"
     gene            4985791..4985982
                     /locus_tag="BA_5498"
                     /old_locus_tag="BA5498"
                     /db_xref="Pathema:BA_5498"
     CDS             4985791..4985982
                     /locus_tag="BA_5498"
                     /old_locus_tag="BA5498"
                     /note="identified by similarity to OMNI:SP0333; match to
                     protein family HMM PF01381"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein"
                     /protein_id="AAP29144.1"
                     /db_xref="Pathema:BA_5498"
                     /translation="MNNVKQYRKSEGLSQLELAKRVKVARQTINLIENNKYNPSLALC
                     IELAKALKTDLNSLFWEGN"
     gene            4985986..4986495
                     /locus_tag="BA_5499"
                     /old_locus_tag="BA5499"
                     /db_xref="Pathema:BA_5499"
     CDS             4985986..4986495
                     /locus_tag="BA_5499"
                     /old_locus_tag="BA5499"
                     /note="identified by similarity to GB:AAP12121.1"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP29145.1"
                     /db_xref="Pathema:BA_5499"
                     /translation="MKIEWKERVYNNFVGTMSERDEYQKQEINKELSVAGIGLWWLNM
                     LIMLIMLLVDTMNHTISIGTILIFLSNMIYANYLTFKFKKKGLNETECTTKEEYLQHK
                     KTLRKAGLKAGILWGFQMFVFMNYIFPYVGSEEISISLFDVVLWSCAGGFFGLTMYIF
                     GLWNLKRLY"
     gene            complement(4986600..4987934)
                     /locus_tag="BA_5500"
                     /old_locus_tag="BA5500"
                     /db_xref="Pathema:BA_5500"
     CDS             complement(4986600..4987934)
                     /locus_tag="BA_5500"
                     /old_locus_tag="BA5500"
                     /note="identified by match to protein family HMM PF07690;
                     match to protein family HMM TIGR00881"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphoglycerate transporter family protein"
                     /protein_id="AAP29146.1"
                     /db_xref="Pathema:BA_5500"
                     /translation="MFKWLKPAPAIERLPADMIDRVYRLLRIRVLIGISVGYAAYYLV
                     RSNFTLSSTYLVQEYGFSTAEIGLLGSVMAIVYGFSKFFMGNLSDKAFAQRFIAVGLF
                     LSGLVNICFGFASSFGMIVTLLVVNGIVQGMGAPPCSIVMTKWFSKKERGTKTGIWNI
                     SHNVGGMLVPPLVGIGVGIFGENHWQGGVFIFPAIIAMVIAVLVWINAKDTPESEGLP
                     PIDEYRNDYENLEKADNANKMSPKEILMKYVVKNKFVWFLCIANAFVYLIRFGVINWV
                     PLYLTTVKGFSKNEAHAAYAIFEGMAIPSSLIVGLLSDKLFKGKRMPLCIISMVGVVI
                     GTFVYWQATSILVVSIAVSIIGCLIYVPQFLIGLSAMELVPKFAVGTTVGMCGLFGYV
                     GGSLVANAAIGVIVDRSGWDGCFILLLTGAILSTIFLFIVQRGHESKAPKAA"
     gene            complement(4987954..4988988)
                     /locus_tag="BA_5501"
                     /old_locus_tag="BA5501"
                     /db_xref="Pathema:BA_5501"
     CDS             complement(4987954..4988988)
                     /locus_tag="BA_5501"
                     /old_locus_tag="BA5501"
                     /note="identified by similarity to OMNI:NTL02EC0412"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP29147.1"
                     /db_xref="Pathema:BA_5501"
                     /translation="MRKIAFFFFLLVIGGAMSSCSRDTTSIKYNKSGLPILDDRHLVA
                     YVAAREEVGEALLSSFCKPRGCTYEFIRLSTEELLRRVEEEAGNPKADIIIGGTVDAH
                     QMMKQKNLSIPVTSQHANRISKTVKDKDGYWYGYEVEKLAIAINKERWNEEIAPLGLP
                     YPSRWQDLLNPVYKEKVVMPDPNVSGTAYTFFQSLIDTVGEEEAKEYVKSFAGQVGEV
                     TVNGYMPVELVASGEYMIGINFMGDQRMLQKQGFPVVSIVPEQTGLSVNAISKLKRAP
                     NGIIADLFIDYCLSEEAGHILEKVSFGVPTMFAKNEKEIEGQPVRRTNQNISNSGIIE
                     IWNRQRLSQK"
     gene            complement(4988985..4989767)
                     /locus_tag="BA_5502"
                     /old_locus_tag="BA5502"
                     /db_xref="Pathema:BA_5502"
     CDS             complement(4988985..4989767)
                     /locus_tag="BA_5502"
                     /old_locus_tag="BA5502"
                     /note="identified by similarity to OMNI:NTL03CP0234"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29148.1"
                     /db_xref="Pathema:BA_5502"
                     /translation="MKRLSFQILMFVLCIIVSLILFYVMEKQIYNRITIVNDKQTVLQ
                     RVNESLPTEMKVRHEKWGEIVITDEVRLHTIVSFFDRIQINPSEAKNQEQVFTGEVTY
                     LNGQKRTFAVGDLFQYGADMYGKNGTDPMISAFQTYLLSLYYTPERIGDFFASAQDVI
                     VRQGDVERAMNLTHILDSIRYAKQITDYGEIQKLLQSQNEPIAYITAYKTGKHIKNER
                     EDILTISVYPSYFVVQYLGDNNGNVMYMKSSLANLFVKENVS"
     gene            complement(4989834..4991264)
                     /locus_tag="BA_5503"
                     /old_locus_tag="BA5503"
                     /db_xref="Pathema:BA_5503"
     CDS             complement(4989834..4991264)
                     /locus_tag="BA_5503"
                     /old_locus_tag="BA5503"
                     /EC_number="2.7.13.3"
                     /note="identified by similarity to GP:10172986; match to
                     protein family HMM PF00512; match to protein family HMM
                     PF00672; match to protein family HMM PF02518"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase"
                     /protein_id="AAP29149.1"
                     /db_xref="Pathema:BA_5503"
                     /translation="MSLKRNMVFGIVGLLIPIFVLLYAVVYITLEKNMYHNAANSLEK
                     LSVEAQIYTMNYLEKEAEVETLGPNSLLIASYLAKRMDVRVQMIGKNGDVVADTQKGA
                     LLHRNIDIESSLKGKKSYVFEEGDPAPILLFSSPVYYGNDVIGSVRFINELTGEKEVL
                     TNVGWTFLMTSLCLVAAGIFFAIRLAKSLHKPIDQLRQMAHRLANGDYKSKIELNEYV
                     EIAQLSASFNAMADGIELHIKQLKEEKEKQKDFLDRITHELKTPLTAIIGYVDLIPKL
                     KAKEDVKESLRYVAVESERLLSLVEELLKSSKYGTSTFEISPTVVNIKELAEEAVSIV
                     KPRLQKFEIEVINELTDVHVVADFDKTKQIFLNVLDNAIKYSDATQIRMNVIVNEREA
                     KVFVHDDGIGIDEGVLAEWNESPEGKILPSSYGHGYGLYICQEIMDKQGGSMRIESSE
                     EIGTTIFITFLLPRRMEDIKNLKAVK"
     gene            complement(4991276..4991947)
                     /locus_tag="BA_5504"
                     /old_locus_tag="BA5504"
                     /db_xref="Pathema:BA_5504"
     CDS             complement(4991276..4991947)
                     /locus_tag="BA_5504"
                     /old_locus_tag="BA5504"
                     /note="identified by similarity to GP:15024664; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF00486"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator"
                     /protein_id="AAP29150.1"
                     /db_xref="Pathema:BA_5504"
                     /translation="MKILVVDDESSIRNLIRMQLEMEGYEVLTAADGREVLERWNEGP
                     DVLILDVMLPDTDGYELLRLFREKDRDIPVLMLTAKSQMNDKLLGLQLGADDYVTKPF
                     NYAELILRVKNMTRRVKKKEVTVSHEVIEAGEITICPKERKVHVSEQEIQLTYREFNL
                     CQLFVSNPQRVFMRDELLEKVWGFEYIGNTRAVDIMVQRLRKKLGNSGEYIKTIYGVG
                     YKLDC"
     gene            complement(4992075..4993067)
                     /gene="galE1"
                     /locus_tag="BA_5505"
                     /old_locus_tag="BA5505"
                     /db_xref="Pathema:BA_5505"
     CDS             complement(4992075..4993067)
                     /gene="galE1"
                     /locus_tag="BA_5505"
                     /old_locus_tag="BA5505"
                     /EC_number="5.1.3.2"
                     /note="identified by match to protein family HMM PF00106;
                     match to protein family HMM PF01073; match to protein
                     family HMM PF01370; match to protein family HMM PF02719;
                     match to protein family HMM PF04321; match to protein
                     family HMM PF07993; match to protein family HMM TIGR01179"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-glucose 4-epimerase"
                     /protein_id="AAP29151.1"
                     /db_xref="Pathema:BA_5505"
                     /translation="MNSILICGGAGYIGSHAVKKLVDEGLSVVVVDNLQTGHEDAITE
                     GAKFYNGDLRDKAFLRDVFTQENIEAVMHFAADSLVGVSMEKPLQYYNNNVYGALCLL
                     EVMDEFKVDKFIFSSTAATYGEVDVDLITEETMTNPTNTYGETKLAIEKMLHWYSQAS
                     NLRYKIFRYFNVAGATPNGIIGEDHRPETHLIPLVLQVALGQREKIMMFGDDYNTPDG
                     TCIRDYIHVEDLVAAHFLGLKDLQNGGESDFYNLGNGNGFSVKEIVDAVREVTNHEIP
                     AEVAPRRAGDPARLVASSQKAKEKLGWDPRYVNVKTIIEHAWNWHQKQPNGYEK"
     gene            complement(4993245..4994156)
                     /gene="lytR"
                     /locus_tag="BA_5506"
                     /old_locus_tag="BA5506"
                     /db_xref="Pathema:BA_5506"
     CDS             complement(4993245..4994156)
                     /gene="lytR"
                     /locus_tag="BA_5506"
                     /old_locus_tag="BA5506"
                     /note="identified by similarity to OMNI:NTL01BS03560;
                     match to protein family HMM PF03816; match to protein
                     family HMM TIGR00350"
                     /codon_start=1
                     /transl_table=11
                     /product="transcription antiterminator LytR"
                     /protein_id="AAP29152.1"
                     /db_xref="Pathema:BA_5506"
                     /translation="MKKKILFWVLGILGVLIIGGGIYAYNVYSSVSNTLKEVHQPLKR
                     DQNNSNVGEKVSKSEPVSILLLGADERGEDKGRSDSLMVITLNPKNNSMKTVSIPRDT
                     YTEIVGKGKSDKINHAYAFGGVDMSVATVENFLNVPINYYIEVNMEGFKDIVDAVGGV
                     DVKNDLEFTQDGHHFAKGNIHLTGDQALAFTRMRKQDPRGDFGRQMRQRQVMQGVIKK
                     GASFSSLTGYGDVLSAIQKNVKTNLTQDQMFDMQKNYKDCLKNSEDIQIPGDGHKAAD
                     GIWYYYVPDAAKQDLTNKLRTHLEVTK"
     gene            complement(4995104..4995538)
                     /gene="fabZ"
                     /locus_tag="BA_5508"
                     /old_locus_tag="BA5508"
                     /db_xref="Pathema:BA_5508"
     CDS             complement(4995104..4995538)
                     /gene="fabZ"
                     /locus_tag="BA_5508"
                     /old_locus_tag="BA5508"
                     /EC_number="4.2.1.-"
                     /note="identified by similarity to SP:P21774; match to
                     protein family HMM PF07977; match to protein family HMM
                     TIGR01750"
                     /codon_start=1
                     /transl_table=11
                     /product="beta-hydroxyacyl-(acyl-carrier-protein)
                     dehydratase FabZ"
                     /protein_id="AAP29153.1"
                     /db_xref="Pathema:BA_5508"
                     /translation="MLDIQQIKEIIPHRYPFLLVDKVLEVEEGKRAIGIKNVTANEEF
                     FNGHFPDYPVMPGVLIVEALAQVGAVAMLKKEENRGRLAFFAGIDNCRFKRQVRPGDQ
                     LRLEVEMTRVRGAIGKGKAIATVDGEIACETEITFALGDKKE"
     gene            4996176..4997291
                     /locus_tag="BA_5509"
                     /old_locus_tag="BA5509"
                     /db_xref="Pathema:BA_5509"
     CDS             4996176..4997291
                     /locus_tag="BA_5509"
                     /old_locus_tag="BA5509"
                     /EC_number="5.1.3.14"
                     /note="identified by match to protein family HMM PF02350;
                     match to protein family HMM TIGR00236"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-N-acetylglucosamine 2-epimerase"
                     /protein_id="AAP29154.1"
                     /db_xref="Pathema:BA_5509"
                     /translation="MTERLKVMTIFGTRPEAIKMAPLVLELQKHPEKIESIVTVTAQH
                     RQMLDQVLSIFGITPDFDLNIMKDRQTLIDITTRGLEGLDKVMKEAKPDIVLVHGDTT
                     TTFIASLAAFYNQIPVGHVEAGLRTWDKYSPYPEEMNRQLTGVMADLHFSPTAKSATN
                     LQKENKDESRIFITGNTAIDALKTTVKETYSHPVLEKLGNNRLVLMTAHRRENLGEPM
                     RNMFRAIKRLVDKHEDVQVVYPVHMNPVVRETANDILGDYGRIHLIEPLDVIDFHNVA
                     ARSYLMLTDSGGVQEEAPSLGVPVLVLRDTTERPEGIEAGTLKLAGTDEETIFSLADE
                     LLSDKEAHDKMSKASNPYGDGRASERIVEAILKHFNK"
     gene            complement(4997330..4998979)
                     /locus_tag="BA_5510"
                     /old_locus_tag="BA5510"
                     /db_xref="Pathema:BA_5510"
     CDS             complement(4997330..4998979)
                     /locus_tag="BA_5510"
                     /old_locus_tag="BA5510"
                     /note="identified by similarity to EGAD:30976; match to
                     protein family HMM PF00005; match to protein family HMM
                     PF08239"
                     /codon_start=1
                     /transl_table=11
                     /product="techoic acid ABC transporter, ATP-binding
                     protein"
                     /protein_id="AAP29155.1"
                     /db_xref="Pathema:BA_5510"
                     /translation="MNYKVKFEHVTKKYKLYNKPFDKLKDLFFRSKDGEYHYALNNIS
                     FEVPEGEIVGIVGLNGSGKSTLSNLIAGVTMPNKGTVDIKGSAALIAISSGLNGQLTG
                     IENIELKGLMMGITKEKIKEIIPEIIDFADIGKFMYQPVKTYSSGMKSRLGFAISVHI
                     NPDILVIDEALSVGDQTFTKKCLDKMNEFKEQGKTIFFISHSLSQVKSFCTKALWLHY
                     GQVKEYGDIKEIVDHYDEFLKKYNQMSVEERKDLRKEQISQFQHGLLQEDQTGRERKR
                     KKGKKTSRKFKKKRVLITGVCIALLTGIISTGYYYKNLLPFNSENKYAEKVASKENVT
                     ESKQMVKKEKGAAKYIVNSNGISIREEADASSKRLAIANFGDIFTISDSNKNEKKDVE
                     WIQITLSNGEIGWISTKFIEPFKSNNNIIEDAKLADVTALLKRVYGGNMVSAPTYFGK
                     TLNELETTYPQPLNPLPSMTGKTIVKDGNIQFGISQDKVVEVVFQDISMSIAKLHELL
                     GKESLSNDAEKNYFYETKSYYIAARSDQTHKEIQSISIVKK"
     gene            complement(4998995..4999801)
                     /locus_tag="BA_5511"
                     /old_locus_tag="BA5511"
                     /db_xref="Pathema:BA_5511"
     CDS             complement(4998995..4999801)
                     /locus_tag="BA_5511"
                     /old_locus_tag="BA5511"
                     /note="identified by similarity to EGAD:30975; match to
                     protein family HMM PF01061"
                     /codon_start=1
                     /transl_table=11
                     /product="putative techoic acid ABC transporter, efflux
                     permease"
                     /protein_id="AAP29156.1"
                     /db_xref="Pathema:BA_5511"
                     /translation="MKSLKTIIKEQYENLYLIRRLSLYELKQAYAGNLLGLLWVFLNP
                     LSQIGVYWLVFGLGIRGGAPVHGVPYFVWLVCGLVTWFFVGTTITQSANSIYSRLNTV
                     SKMNFPLSIIPTYVVISQLYTHLILIIFALVIVIFNLGFSTINILELMYGLVASTLFL
                     IALSFLTSTLSTMLRDIQLLIQSVTRMLFFLTPIFWEPKENMSNLLLFIIKINPLYYI
                     VEVYRGALIYNDTSIVLSWYTLYFWGAVIILFIAGSMLHIRFRKQFVDYL"
     gene            complement(4999798..5001081)
                     /locus_tag="BA_5512"
                     /old_locus_tag="BA5512"
                     /db_xref="Pathema:BA_5512"
     CDS             complement(4999798..5001081)
                     /locus_tag="BA_5512"
                     /old_locus_tag="BA5512"
                     /EC_number="1.1.1.-"
                     /note="identified by similarity to SP:P27829; match to
                     protein family HMM PF00984; match to protein family HMM
                     PF03720; match to protein family HMM PF03721; match to
                     protein family HMM TIGR03026"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-glucose/GDP-mannose dehydrogenase family
                     protein"
                     /protein_id="AAP29157.1"
                     /db_xref="Pathema:BA_5512"
                     /translation="MKICTMGLGYIGLPTSAMFAKYGTEVVGVDIHQKVVDKLNNGEI
                     HIEEPGLGEVVKEVVANGKFRASLTPEEADAFIISVPTPNHDDEHKSCDLSYVLTATE
                     KVLPFVKKGNVIIVESTIAPRSMDDYVKPLVEEAGFTVGEDIYLVHCPERVLPGQILH
                     ELVHNNRIVGGVTPACAEAGARVYGVFVEGEIIKTNAKTAEMSKLMENTFRDVNIALA
                     NELTKVCNSLDINVLDVIEMANKHPRVNLHYPGPGVGGHCLAVDPYFIVAKAPELANI
                     IKLSRETNVSMPHYVTEKVKELLAGVENPKVAAFGVTYKGNVDDMRESPAMDVIDLIR
                     NEGITVSAHDPHVESDFFELHSAEEAVKDAHLILVLTDHDEFKTMNYDSLAPYMAKTV
                     VFDTRNCVQAVSTGEMKIINFGTLYEALNKNVMMV"
     gene            complement(5001156..5003846)
                     /locus_tag="BA_5513"
                     /old_locus_tag="BA5513"
                     /db_xref="Pathema:BA_5513"
     CDS             complement(5001156..5003846)
                     /locus_tag="BA_5513"
                     /old_locus_tag="BA5513"
                     /note="identified by similarity to OMNI:NTL02SP0297; match
                     to protein family HMM PF07495; match to protein family HMM
                     PF07940"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP29158.1"
                     /db_xref="Pathema:BA_5513"
                     /translation="MELYIPAGMTVEKVQAILTVLPGNRNKDYVKAANLMIEKNTYMI
                     PPFGSSSYSNLINWNEQRERGYLRLIHGHTFLGCLIAAYNDTGDMKYIKKSIELIKDW
                     INNHSFELHQHSMAFHDETTALRLQYWLRFYIFTRQVLSEEEIILLEKSMEDTAKLLS
                     EDFFHATNTNHGMFQDRALLTYASYFKGENPSLEKYIKLAVTRLKDYFEKVFTEEGVH
                     KEHSPSYHLLVASNIKKLANWMKEFDKEVSLIFNKIYKKTEEYAIHIIRPDGSLPPIC
                     DTEANLVGNNYKDLYESDQYLYVVTKGKKGKAPTEDDKVFPKSGYAIFRNDWSKEEKA
                     TYVLFTAAYHVDYHKHSDDLNLYIYSNGEIITEAGPNGYNYKDPFTEYAYSSFAHNTL
                     IVDGKGLPRTDRQYEKVYLSDYEINKDKVEATGINLRYTGVEHSRTVSYMKDEEKIVV
                     KDLVKSDKRHEYKLLWHVASDITVHVRDRIVELFRNNHKVMEMEVTTVTGVSIRALNE
                     QTKPQVSGWVFPKMGEKRGATTIEVDISGSNVECITEFRLKDFKLGRDDLIPYNLEKT
                     FKSTRNLRYHFEEAKNQKHKDKLFVVFSAMAPEYKFAFNYMRSLKDVDVNKLFILDDF
                     GDQGAYYLGNKRDHAIETAVSSLIQYIMAKYKICHEQVTAIGSSKGGYAAVYFALKYY
                     FGNVIAGAPQSKLGHFLINQANHKNIARYIAGGDEESDCFYLDQLVFQLLNQPNDISP
                     SINLIVGTKDHHYLNHVMPLYEVLVENGYEVQLEIEEDLTHADLKVHFPLYLQNKVEE
                     ILDKKHSSLSNFEEPIIHSIDIRYIEGSNIILTCDATGSNIHYAYYVYKDGHTIDKFM
                     YTMKSHLYYELKDLGEYMFKVFVKDQYNRIITKTFKFGKV"
     gene            complement(5004000..5005652)
                     /locus_tag="BA_5514"
                     /old_locus_tag="BA5514"
                     /db_xref="Pathema:BA_5514"
     CDS             complement(5004000..5005652)
                     /locus_tag="BA_5514"
                     /old_locus_tag="BA5514"
                     /note="identified by match to protein family HMM PF00534"
                     /codon_start=1
                     /transl_table=11
                     /product="glycosyltransferase, group 1 family"
                     /protein_id="AAP29159.1"
                     /db_xref="Pathema:BA_5514"
                     /translation="MKEYLKEVLDVSGEKFFILNPMIPNMDSNKPNFIIGKKSLIYTG
                     KFAKDWNSDEILEAFAKIVRTNPDFRLIVAGDKFNLHPENPNFKEEVTQKLKTYKNVD
                     WVGGVTREEVQKLIQQSDIGIGWRNNSLNDSLELSTKALEYGALGKPVILNRTPMHER
                     LFGSEYPFYANSEEEFISCITQSLTNDDIYASAAETVYKVCTDFTFAKTYERISPFLW
                     EAKDKRIRLVFAGHDLKFAKMFIDRFASRTRYEVEIDQWKGHSVNDESHSTNCLNWAD
                     VIFCEWGLGNAVWYSHRVRQGQTLIVRMHLQERETKHYLKFNYDAIDSIIAISPYIRD
                     EFVNNCGIPSDNMVMIYNAVNCKKFDLEKYEDTQFNLGITGICPSRKRLDRAIDIFEK
                     LKEKDSRYTLHIKGQLPTHYPWLWKKEEEKKYYEQVFKRINSSKWRDSIIFDGFGNDM
                     DTWFQKIGYILSTSDFESFHLAPAEGMASGAFPIIIRWEGCHTIYDEDFIFENVDEAA
                     TFILKRNQVMGPNDIDVRTYVRNRFDIEKIFGDWEELIARLR"
     gene            complement(5005754..5006143)
                     /locus_tag="BA_5515"
                     /old_locus_tag="BA5515"
                     /db_xref="Pathema:BA_5515"
     CDS             complement(5005754..5006143)
                     /locus_tag="BA_5515"
                     /old_locus_tag="BA5515"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29160.1"
                     /db_xref="Pathema:BA_5515"
                     /translation="MTERLKILLYGDVDLNLIDGSAMWLVSLTQVLHEDRNIDIDILQ
                     KRPIINNKLVKPLLKKERVNFIDPFSCAKGSEGWYKRKRLLVDDAIQKIKEQEKQHNY
                     DVILVRGFELAYKLSKIPFLSKKYIRI"
     gene            complement(5006193..5008757)
                     /locus_tag="BA_5516"
                     /old_locus_tag="BA5516"
                     /db_xref="Pathema:BA_5516"
     CDS             complement(5006193..5008757)
                     /locus_tag="BA_5516"
                     /old_locus_tag="BA5516"
                     /note="identified by similarity to GP:6424992"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP29161.1"
                     /db_xref="Pathema:BA_5516"
                     /translation="MSVSTKINQLISLREKIAKDLGFYVNFDLANSSWSYSKKAGQIK
                     KVQNGLYSVKTGDRGVYILHNNEGEGFSSAPVMSSFTVENIQSVNINIEGNQKGLQDT
                     SIYIFFYGKEGVLKRETIRLNEAKELTIPSGCEKARIVLFVKGTGTLQIDNVFITGIP
                     LEIKSARYNDANIYALSDKEWVYDTKKITIHGEHKDQANITKINTSGQGAFLFRKLSL
                     KQEKKEIKSLIIKVAQPKNNKLTGYVNLLVHNEQEGIQTIRISLGETKAVSLRNNDIL
                     EETLSFFVKDTGTLPTKCIEIEIADAVKQGVNSAIDSEVFTLSPNSLLKLVGYETPQS
                     LKELKIACIFDEFTMNCYKNEVDLITFRQDNWKEVFSIKRPHLLFVESAWKGNGGAWQ
                     YKIAKYNNQDKSELRELINWCRENKIPTIFWNKEDPIHFEKFIETASMFDHIFTTDAN
                     VIPRYKEVVKHENVYALPFSIQPNLHNPIQLINERQEGAVFAGSYYGNRHEARRKDMD
                     DLFEVGMKHGFTIYDRNYHNENPDFRFPIQYQSAVKPSLPYSQIDQAYKGYKFMFNVN
                     SVKESPTMFSRRVFEGLACGTPIVSTYSVGIDEIFGSELIIMDEELEKLEETYVSVIQ
                     NPTEYNKRVLQGIRVVYEKHTYEERLWFILDKIGIDVKERDNHSVGVIAFVQTDKEAE
                     KVYNEFQRQNYQQKKLILVTDVNIKVYADVVTIKKDAVESFIEEESSLQYYALFSPNN
                     FYGANYIRDLAIAAQYSKAEVNGKATYYNGNVKSMVGKDEQTYTYVHDLEPAASLISR
                     EVILNLEHEKRMELLEEKQSMDFLFKIGVRLFSADKYNFVKNVSDSVLGNIQEVEL"
     gene            complement(5008757..5009020)
                     /locus_tag="BA_5517"
                     /old_locus_tag="BA5517"
                     /db_xref="Pathema:BA_5517"
     CDS             complement(5008757..5009020)
                     /locus_tag="BA_5517"
                     /old_locus_tag="BA5517"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29162.1"
                     /db_xref="Pathema:BA_5517"
                     /translation="MIEENERLHQYEAFRYDYLQLVEKYMNTVEDLQKVREENKELNK
                     LSKKQEKELKVLDRRYKSLSNSKLGRLTLWYWSFKKKKNKVGK"
     gene            complement(5009273..5010571)
                     /locus_tag="BA_5518"
                     /old_locus_tag="BA5518"
                     /db_xref="Pathema:BA_5518"
     CDS             complement(5009273..5010571)
                     /locus_tag="BA_5518"
                     /old_locus_tag="BA5518"
                     /note="identified by match to protein family HMM PF00534"
                     /codon_start=1
                     /transl_table=11
                     /product="glycosyltransferase, group 1 family"
                     /protein_id="AAP29163.1"
                     /db_xref="Pathema:BA_5518"
                     /translation="MSQKKVCMFVWNHFTNDARVLRECTALAESGYEVDLICIHDWKQ
                     EDLPLWEKRQEGFTVTRVKNRVPVLQKIFGLAKRAKRVAMKNIATMTVLGLLLALGIW
                     KFPMITVSLLLLALLFSQRKVATLLVRGAILFRMVRAGLKKKYDIYHSNDLNTLPQGF
                     ICAKILRRKKLIYDSHEVQTSRTGYNSNIYGVMEKFFIKFCDVMIMENHTRAKYIEEL
                     YGFYPKVIHNYPFVSRPELSKSIDLHGILNISQDEPILLYQGGIQIGRGLDKLVQAVP
                     LFKRGVVVFIGDGRIKPELKKMVKEMELEDRVKFIPKVPVQDLIHYTKNAYLGFQVLN
                     NVCFNHYSASSNKLFEYMMSGVPVVACSFPEIQGVVEKENIGVCVDSHDPVSIADGVN
                     YLLNNQDDREKMMVNCLSAREKYNWQREKKDFIKIYEEII"
     gene            complement(5010522..5011763)
                     /locus_tag="BA_5519"
                     /old_locus_tag="BA5519"
                     /db_xref="Pathema:BA_5519"
     CDS             complement(5010522..5011763)
                     /locus_tag="BA_5519"
                     /old_locus_tag="BA5519"
                     /note="identified by match to protein family HMM PF00534"
                     /codon_start=1
                     /transl_table=11
                     /product="glycosyltransferase, group 1 family"
                     /protein_id="AAP29164.1"
                     /db_xref="Pathema:BA_5519"
                     /translation="MKKILMVTQNFYPEIGSASNRMKNIYLELNERGYDVKILTSDPS
                     YPNRNLYKDSSYWYDENIEKDIVRIHPKTRKYTRNLFRRLILYIEVAFRLILAICKDK
                     EKYDYIFVSTPSIFIPVAGMFAKRKMKAKLIVDVRDLWPESLIGIGFFNKNWILKFAY
                     KLEYKIYHAADNIIINSKGFYSYISSTGIAPNRISFMPNSLTEKELSTVPKKNISDQL
                     TVIYTGNIGLAQDIEKLILIAEHLKEYKNISFKIIGYGYQKKELGESIEAKQLPNMQL
                     IEPKNREDTLAEIVDADIAYVSLVEKDVFKKVLPRKVMDYMSMRKPIVADVAGYAKEV
                     IEDAQCGFVTEDRTVAELSDYIIKLAQDKQLRNRLGENGYQYAFRTLRWKTNIETLLK
                     ILEERDVTEESVHVCMESLHK"
     gene            complement(5012057..5013058)
                     /gene="mbl"
                     /locus_tag="BA_5520"
                     /old_locus_tag="BA5520"
                     /db_xref="Pathema:BA_5520"
     CDS             complement(5012057..5013058)
                     /gene="mbl"
                     /locus_tag="BA_5520"
                     /old_locus_tag="BA5520"
                     /note="identified by similarity to SP:P39751; match to
                     protein family HMM PF02491; match to protein family HMM
                     PF06723; match to protein family HMM TIGR00904"
                     /codon_start=1
                     /transl_table=11
                     /product="mbl protein"
                     /protein_id="AAP29165.1"
                     /db_xref="Pathema:BA_5520"
                     /translation="MFARDIGIDLGTANVLIHVKGKGIVLNEPSVVAIDRNTGKVLAV
                     GEEARSMVGRTPGNIVAIRPLKDGVIADFEITEAMLKYFINKLDVKSFFSKPRILICC
                     PTNITSVEQKAIREAAERSGGKTVFLEEEPKVAAVGAGMEIFQPSGNMVVDIGGGTTD
                     IAVLSMGDIVTSSSIKMAGDKFDMEILNYIKRKYKLLIGERTSEDIKIKVGTVFPGAR
                     SEELEIRGRDMVTGLPRTITVCSEEITEALKENAAVIVQAAKGVLERTPPELSADIID
                     RGVILTGGGALLHGIDMLLAEELKVPVLIAENPMHCVAVGTGIMLENIDKLPRRALK"
     gene            complement(5013220..5013618)
                     /gene="spoIIID"
                     /locus_tag="BA_5521"
                     /old_locus_tag="BA5521"
                     /db_xref="Pathema:BA_5521"
     CDS             complement(5013220..5013618)
                     /gene="spoIIID"
                     /locus_tag="BA_5521"
                     /old_locus_tag="BA5521"
                     /note="identified by match to protein family HMM
                     TIGR02844"
                     /codon_start=1
                     /transl_table=11
                     /product="stage III sporulation protein D"
                     /protein_id="AAP29166.1"
                     /db_xref="Pathema:BA_5521"
                     /translation="MNHFIINPRMFNAYKQHSHLLLSRMQRGSFHTSHIQFREASGVH
                     DYIKERTIKIGKYIVETRKTVRVIAKEFGVSKSTVHKDLTERLPEINPELANEVKEIL
                     DYHKSIRHLRGGEATKQKYRKEDVEKPVRQ"
     gene            complement(5013897..5014277)
                     /locus_tag="BA_5522"
                     /old_locus_tag="BA5522"
                     /db_xref="Pathema:BA_5522"
     CDS             complement(5013897..5014277)
                     /locus_tag="BA_5522"
                     /old_locus_tag="BA5522"
                     /note="identified by match to protein family HMM PF07495"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP29167.1"
                     /db_xref="Pathema:BA_5522"
                     /translation="MFKKVFVPLFAATVLISGCNKEVVKESPKDKVEQHKKNTPLKID
                     EVKINTVNGKTLMVDVKAKGEKLTYAYYIYKGEEIVEKIWYKPENSLKYEVKEPGKYK
                     VKAYAKDANKKIDSVYTNEVTIEK"
     gene            complement(5014433..5014567)
                     /locus_tag="BA_5523"
                     /old_locus_tag="BA5523"
                     /db_xref="Pathema:BA_5523"
     CDS             complement(5014433..5014567)
                     /locus_tag="BA_5523"
                     /old_locus_tag="BA5523"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29168.1"
                     /db_xref="Pathema:BA_5523"
                     /translation="MSFLFVLSTAIILLFVLFTLYYYIASKKEVPHHQLLEEEFEREE
                     "
     gene            complement(5014709..5015614)
                     /locus_tag="BA_5524"
                     /old_locus_tag="BA5524"
                     /db_xref="Pathema:BA_5524"
     CDS             complement(5014709..5015614)
                     /locus_tag="BA_5524"
                     /old_locus_tag="BA5524"
                     /note="identified by match to protein family HMM PF01551"
                     /codon_start=1
                     /transl_table=11
                     /product="stage II sporulation protein"
                     /protein_id="AAP29169.1"
                     /db_xref="Pathema:BA_5524"
                     /translation="MRGRNNKKSQKVVHLFQKRWVFPALYIACAAVILMVALWFQGAN
                     PKKTPNQDQATPYTQTEDPAVPVTKSSEVVKMPAPANAEVVVQKKFYEDAATEAEQEK
                     ALVFYNNTYSPNKGIDIAAKNGKEFNVTAALSGTVTKAEKDSLLGYVVTVDSGNGVAA
                     SYQSLGSVKVEKGARVVQGEVLGKSGLSAMNKEAGSHVHFEVRKDNVAVNPERYLNKS
                     VAEIKADAGAAKATNASGKKADDKSQKEEKSTSTTPESNTEDKSQKEEKSTSGSTSDK
                     KEEPKKEEKSTNGSTESSNSSSSQE"
     gene            complement(5015776..5016480)
                     /locus_tag="BA_5525"
                     /old_locus_tag="BA5525"
                     /db_xref="Pathema:BA_5525"
     CDS             complement(5015776..5016480)
                     /locus_tag="BA_5525"
                     /old_locus_tag="BA5525"
                     /note="identified by match to protein family HMM PF01061"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter, permease protein"
                     /protein_id="AAP29170.1"
                     /db_xref="Pathema:BA_5525"
                     /translation="MTFSMRRVSAIFRKEVQDFKTNSQVLLMASLPIIFAFIFSRFGQ
                     GSAGVGIITLMAFLFVAGFVQSMVIAEEKEKHTLRVLMLSPASSVEVLLGKSILTACL
                     TLGISIINLFILDQLSGNFLLLAFVFLCGTILFTLIGTMIGLLADSVPQTSLIGMPIL
                     MTMYLAVQFEPMVENKVIKTIISYLPTSHLEKAIKSLVEGAGFSSISGHMINVGAWLI
                     ISLIACLIVYKKKQLD"
     gene            complement(5016480..5017322)
                     /locus_tag="BA_5526"
                     /old_locus_tag="BA5526"
                     /db_xref="Pathema:BA_5526"
     CDS             complement(5016480..5017322)
                     /locus_tag="BA_5526"
                     /old_locus_tag="BA5526"
                     /note="identified by similarity to OMNI:NTL01BH3899; match
                     to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP29171.1"
                     /db_xref="Pathema:BA_5526"
                     /translation="MTLAIEMKDVMKSFNEKTALRNVNIEVKQGEIFGFLGPSGSGKT
                     TTVKILTSQLLHSVGTVRVLGKDITGPSSIDYKRIGILTDNSGLYERLSIYDNLLLFC
                     DLYDCKKERIDEVLAQVNLLEDKKTLVKKLSKGMKQRVTLARAILHKPDILFLDEPTS
                     ALDPVNVQNIHKILKDLNREGTTIFLTTHNMDEAETLCNRIAFLCSGEIVALDTPENL
                     RLQYAKDQIQVVLKDKKKETVQKDELGAKRISEWMKKGELLSIHSYEPTLGDIFIEVT
                     GRGL"
     gene            complement(5017504..5018511)
                     /locus_tag="BA_5527"
                     /old_locus_tag="BA5527"
                     /note="ABC transporter, ATP-binding protein, authentic
                     point mutation; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_5527"
     gene            complement(5018639..5019658)
                     /gene="spoIID"
                     /locus_tag="BA_5528"
                     /old_locus_tag="BA5528"
                     /db_xref="Pathema:BA_5528"
     CDS             complement(5018639..5019658)
                     /gene="spoIID"
                     /locus_tag="BA_5528"
                     /old_locus_tag="BA5528"
                     /note="identified by match to protein family HMM PF08486;
                     match to protein family HMM TIGR02669; match to protein
                     family HMM TIGR02870"
                     /codon_start=1
                     /transl_table=11
                     /product="stage II sporulation protein D"
                     /protein_id="AAP29172.1"
                     /db_xref="Pathema:BA_5528"
                     /translation="MKFSKPFFITVVLLIALVIIVPAALVIPFAKAKVGEKAASKTPP
                     AIESIPAPGKVDTAVQVAVYREKQKKVESLPMEEYVTGVVASEMNASFEIEALKAQAL
                     AARTFVVQRMLSGGKKNNADVTDTVKDQVYKSKEELKKQWGNNYENNLKKIEEAVSKT
                     AGQVLTYEGKPISASFFSTSNGRTENAADYWGNDYPYLKSVDSPWDQASPKFTSEQIF
                     TVADFQKRLGVKVLADGKVGDIKGRTEGKRVKDVAFQGKTLTGRDVRDKLELRSSDFT
                     WKQEGDKIVVTTKGFGHGVGMSQYGANGMAAEGKKYTDIVAHYYKGVEIKTMNDYEGK
                     LMVKK"
     gene            complement(5019866..5021170)
                     /gene="murA1"
                     /locus_tag="BA_5529"
                     /old_locus_tag="BA5529"
                     /db_xref="Pathema:BA_5529"
     CDS             complement(5019866..5021170)
                     /gene="murA1"
                     /locus_tag="BA_5529"
                     /old_locus_tag="BA5529"
                     /EC_number="2.5.1.7"
                     /note="identified by similarity to EGAD:108141; match to
                     protein family HMM PF00275; match to protein family HMM
                     TIGR01072"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-N-acetylglucosamine
                     1-carboxyvinyltransferase 1"
                     /protein_id="AAP29173.1"
                     /db_xref="Pathema:BA_5529"
                     /translation="MEKIIVRGGKRLNGTVRVEGAKNAVLPIIAAALLASDGKNVLSE
                     VPVLSDVYTINEVLRHLNAEVVFENNQVTIDASKELNIEAPFEYVRKMRASVQVMGPL
                     LARNGRARIALPGGCAIGSRPIDQHLKGFEAMGAKVQVGNGFVEAYVEGELKGAKIYL
                     DFPSVGATENIMSAATLAKGTTILENAAKEPEIVDLANFLNAMGAKVRGAGTGTIRIE
                     GVDKLYGANHSIIPDRIEAGTFMVAAAITGGDILIENAVPEHLRSITAKMEEMGVKII
                     EENEGVRVIGPDKLKAVDIKTMPHPGFPTDMQSQMMALLLQADGTSMITETVFENRFM
                     HVEEFRRMNADIKIEGRSVIMNGPNSLQGAEVGATDLRAAAALILAGLVSEGYTRVTE
                     LKHLDRGYVDFHKKLAALGATIERVNEKVEEVKEQEVSDLHA"
     gene            complement(5021210..5021920)
                     /locus_tag="BA_5530"
                     /old_locus_tag="BA5530"
                     /db_xref="Pathema:BA_5530"
     CDS             complement(5021210..5021920)
                     /locus_tag="BA_5530"
                     /old_locus_tag="BA5530"
                     /note="identified by similarity to EGAD:108142; match to
                     protein family HMM PF08680"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29174.1"
                     /db_xref="Pathema:BA_5530"
                     /translation="MKLKLKAILIVALSVVLFLVGYREMKPISDEQKMESMIASLEKN
                     DAKVEKWSWLARETKTISNIHTFQKLLNDVKEKANIQKWELEQSPDGYKATSYKKFSS
                     YEERVVVTWSKENTKENTFIIFEVSGAKWDPKYIQKTNKIFSEKPIIYTCVQGVLNDK
                     IEGVLQNKTNQVLKDLSARAIEQIEERAFVSVSAYNKKWDDALSTNREKINVQIAIRS
                     TDNKDTIVVGTPIITSEY"
     gene            complement(5021966..5022202)
                     /locus_tag="BA_5531"
                     /old_locus_tag="BA5531"
                     /db_xref="Pathema:BA_5531"
     CDS             complement(5021966..5022202)
                     /locus_tag="BA_5531"
                     /old_locus_tag="BA5531"
                     /note="identified by similarity to EGAD:108144; match to
                     protein family HMM PF06612; match to protein family HMM
                     TIGR02327"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29175.1"
                     /db_xref="Pathema:BA_5531"
                     /translation="MAHLLGQQALIAIVSHLLFITITWWALQGIHIERLMKPGKVMQT
                     RVLLILITIAIGTSVSNFFLDYLGYSKSLTYLVK"
     gene            complement(5022568..5024088)
                     /gene="nuoN"
                     /locus_tag="BA_5532"
                     /old_locus_tag="BA5532"
                     /db_xref="Pathema:BA_5532"
     CDS             complement(5022568..5024088)
                     /gene="nuoN"
                     /locus_tag="BA_5532"
                     /old_locus_tag="BA5532"
                     /EC_number="1.6.5.3"
                     /note="identified by similarity to SP:P29926; match to
                     protein family HMM PF00361; match to protein family HMM
                     TIGR01770"
                     /codon_start=1
                     /transl_table=11
                     /product="NADH dehydrogenase (ubiquinone), N subunit"
                     /protein_id="AAP29176.1"
                     /db_xref="Pathema:BA_5532"
                     /translation="MDMNTLLSLSWHLMVPEFIILGAAILLSICDLFFKLNHRYVALG
                     AIAAVVLAIVSLITLYSEPAGDILNGSFVLDGFSKGFKTLLLGGAALILCTAMSDDKK
                     NPIEDKGEYYYLFLMALLGAMFMASSVDFVTLFVGLELLSLSSYILVGIRKKNRASNE
                     AAMKYVINGGIGTAITLFGMSYLYGITGSTNIVDMQKVFAGELASGIQLLLALAFLLL
                     LVGLSFKIATVPFHMWAPDVYEGAATPVTAFLGTISKMAGFLLIIRLFLMVFASVSVQ
                     GDMQSLYGRMSIYIAVLASITMIIGNVVALKQYNVKRLFAYSGIAHAGYLLVPLVALS
                     PFTMDSMWFYMLAYMLMNIGAFAIIHGLILQSNKENITIFTGLYKRSPFTAIVMTIFI
                     LSLAGIPGTAGFIGKINIFLGALHVEPAHYVLASIMMGTTVISFVYYFRILQQMFFRT
                     GEVEEKIRLPLNIKIVMSFCAISIVILGIVPMIGYNFFYEYFPLMKDFFFLGNVVQ"
     gene            complement(5024090..5025583)
                     /gene="nuoM"
                     /locus_tag="BA_5533"
                     /old_locus_tag="BA5533"
                     /db_xref="Pathema:BA_5533"
     CDS             complement(5024090..5025583)
                     /gene="nuoM"
                     /locus_tag="BA_5533"
                     /old_locus_tag="BA5533"
                     /EC_number="1.6.5.3"
                     /note="identified by match to protein family HMM PF00361;
                     match to protein family HMM TIGR01972"
                     /codon_start=1
                     /transl_table=11
                     /product="NADH dehydrogenase (ubiquinone), M subunit"
                     /protein_id="AAP29177.1"
                     /db_xref="Pathema:BA_5533"
                     /translation="MNDLLLTFFIFSPLLGILLLALTPKKESRTVRALGLFGTVLPFG
                     MAIVLACTYASGRDLSLFDEKVKWIKFGDFAAVDKRWFSIYYELGIDGLSLVMMVLTA
                     LLAMLAAFTIKRNLKAFYMLLLMLEIGMLGVFAAQNLMLFFIFFEITLPPMFLLIGKW
                     GKLSSEKAAYSYLIYNGIGSAILLIVFSVLFAKTGTTNITELKEILASVGAGGGMVVP
                     SSLQFGLFLAIMIAFAIKLPVFPLHRWMVNVHIEAHPAVVMLHAGVLLKIGAYGIIRF
                     GQGLFPEYFREFATLIAILGVINLLYGAFLALIQTDFRKVLAYSSISHMGIVLMGLAA
                     LNAPGTQGALFQVVSHGLIAALLFFLLGVIEQRFGTSDITALGGLAKSVPVLSGFFLA
                     GGMASLGLPGMSGFVSEFLAFLGLFQGEPVIAAAGVLGIILTAVYVLRATLQVTFGKK
                     EWEAKADIHGWEYVPILLLIFCIIAIGVMPEILGDPLQNTLKTLGVK"
     gene            complement(5025580..5027442)
                     /gene="nuoL"
                     /locus_tag="BA_5534"
                     /old_locus_tag="BA5534"
                     /db_xref="Pathema:BA_5534"
     CDS             complement(5025580..5027442)
                     /gene="nuoL"
                     /locus_tag="BA_5534"
                     /old_locus_tag="BA5534"
                     /EC_number="1.6.5.3"
                     /note="identified by similarity to OMNI:NT01MC3452; match
                     to protein family HMM PF00361; match to protein family HMM
                     PF00662; match to protein family HMM TIGR01974"
                     /codon_start=1
                     /transl_table=11
                     /product="NADH dehydrogenase (ubiquinone), L subunit"
                     /protein_id="AAP29178.2"
                     /db_xref="Pathema:BA_5534"
                     /translation="MIDYVWLIPLFPLVSFLLLIIFGKKIREGSSVLSIFFVFLSFIC
                     AVLVLIERLSTVPVKHKWVWLRTGDIDISFGFEVTALGALMLFIVTLVSLLVHVYSKG
                     YMKGEERLPTFYAYLGLFTFAMLGLVISPNLLQLYIFWELVGLGSFLLIGFYFFKEEA
                     RAAAKKAFIMTRIGDIGLFIGMILIFWHAGSFEYDAIFRAIHTGDLTPTMITITAILI
                     FIGAMGKSGQFPLHTWLPDAMEGPTPVSALIHAATMVAAGVYLVATMFPLFSASAVAM
                     QTVAIVGAFTAIFAASIGLVQTDIKRVLAYSTVSQLGYMMLALGSAGYVAGVFHLTTH
                     AFFKALLFLAAGSVIHAVHTQNINKMGGLQKKMKVTAALFLIGTLAISGVPLLSGFFS
                     KDEILAATWMNGNYVLFILAVIAAFLTAFYMFRLYFLVFTGEAKTKVDVHESPRIMTY
                     PMIVLGVLAVVAGYINTPWFGTFLGGWLTKDVAFKVQEAHGPVWIMIVATLVSLAGIA
                     LAYFIYGKKSIARDWAGGEEAPLYKILQEKYYVDELYNMTVIPITKGIAHVLHLFEVY
                     VVEGIAVLIGSLVKGVSGVGSRLQNGNVQVYGTVTAVSLAVLFIILLYTGADLR"
     gene            complement(5027472..5027786)
                     /gene="nuoK"
                     /locus_tag="BA_5535"
                     /old_locus_tag="BA5535"
                     /db_xref="Pathema:BA_5535"
     CDS             complement(5027472..5027786)
                     /gene="nuoK"
                     /locus_tag="BA_5535"
                     /old_locus_tag="BA5535"
                     /EC_number="1.6.5.3"
                     /note="identified by similarity to SP:P29923; match to
                     protein family HMM PF00420"
                     /codon_start=1
                     /transl_table=11
                     /product="NADH dehydrogenase (ubiquinone), K subunit"
                     /protein_id="AAP29179.1"
                     /db_xref="Pathema:BA_5535"
                     /translation="MSSVPASAYLTLAIILFCIGLFGALTKRNTVIVLVCIELMLNAA
                     NLNFVAFSKLGLFPNLTGQIFSLFTMAVAAAEAAVGLAILIALYRNRTTVHVDEMDTL
                     KG"
     gene            complement(5027779..5028303)
                     /gene="nuoJ"
                     /locus_tag="BA_5536"
                     /old_locus_tag="BA5536"
                     /db_xref="Pathema:BA_5536"
     CDS             complement(5027779..5028303)
                     /gene="nuoJ"
                     /locus_tag="BA_5536"
                     /old_locus_tag="BA5536"
                     /EC_number="1.6.5.3"
                     /note="identified by similarity to SP:P29922; match to
                     protein family HMM PF00499"
                     /codon_start=1
                     /transl_table=11
                     /product="NADH dehydrogenase (ubiquinone), J subunit"
                     /protein_id="AAP29180.1"
                     /db_xref="Pathema:BA_5536"
                     /translation="MNGEFIAFFILSLSAIIGGVLMLNLTKVMHMMLALVLTFLSIAG
                     LYFLLSAEFIGVAQILLYSGAITIIMIFGIMLTKHNAENESRLTLRKWIIFFAVVAFG
                     AVMYFAVNNIDFANESAQGSLPLHEKNTLQIGTLLYSKYIIPFELTSVILLVALVGAI
                     ILAKKDEKEEDSNE"
     gene            complement(5028300..5028719)
                     /gene="nuoI"
                     /locus_tag="BA_5537"
                     /old_locus_tag="BA5537"
                     /db_xref="Pathema:BA_5537"
     CDS             complement(5028300..5028719)
                     /gene="nuoI"
                     /locus_tag="BA_5537"
                     /old_locus_tag="BA5537"
                     /EC_number="1.6.5.3"
                     /note="identified by similarity to SP:P29921; similarity
                     to OMNI:NTL01HP01181; match to protein family HMM PF00037;
                     match to protein family HMM TIGR01971"
                     /codon_start=1
                     /transl_table=11
                     /product="NADH dehydrogenase (ubiquinone), I subunit"
                     /protein_id="AAP29181.1"
                     /db_xref="Pathema:BA_5537"
                     /translation="MKGLFKGLKYTLSNLSKKKVTYDYPNQPLPLPDRFRGIQKFYPE
                     KCIVCNQCSNICPTDCIQLTGKKHPDPTKKGKIIDTYDINFEICILCDLCTEVCPTEA
                     IVMTNNFELAEYSRDDLFKNLQWLDENDENVRKENKA"
     gene            complement(5028745..5029746)
                     /gene="nuoH"
                     /locus_tag="BA_5538"
                     /old_locus_tag="BA5538"
                     /db_xref="Pathema:BA_5538"
     CDS             complement(5028745..5029746)
                     /gene="nuoH"
                     /locus_tag="BA_5538"
                     /old_locus_tag="BA5538"
                     /EC_number="1.6.5.3"
                     /note="identified by similarity to OMNI:NMB0250; match to
                     protein family HMM PF00146"
                     /codon_start=1
                     /transl_table=11
                     /product="NADH dehydrogenase (ubiquinone), H subunit"
                     /protein_id="AAP29182.1"
                     /db_xref="Pathema:BA_5538"
                     /translation="MIETLLQSPSSWTNFFIFFGLAVLLLFAVLGFVTYGILAERKVM
                     GFMQGRIGPNQVGGRFGLLQTVADVLKLLLKEDSIPKAADKPLFILAPVIAFAPAFMV
                     LAVIPFTDKFQFADIGVGLLYYIAVSGITTIGVVTGGWASNNKYSLLGGMRAAAQMIS
                     YEIPLVMSVIGIVLLAGSLNLNEIVAAQENVWYIFVQPIGFVVFLIAAVAELNRTPFD
                     LPEAESELVSGYHTEYSGFRWAFFMLSEYVYFFGMASLITVLFLGGWNPVMFLGFIPG
                     AVWFALKFSSVVFLLIWFRVTFPRIRGDQLMEFGWKVLLPIALANIFLTALIKELFF"
     gene            complement(5029746..5030846)
                     /gene="nuoD"
                     /locus_tag="BA_5539"
                     /old_locus_tag="BA5539"
                     /db_xref="Pathema:BA_5539"
     CDS             complement(5029746..5030846)
                     /gene="nuoD"
                     /locus_tag="BA_5539"
                     /old_locus_tag="BA5539"
                     /EC_number="1.6.5.3"
                     /note="identified by similarity to OMNI:NTL01HP01176;
                     match to protein family HMM PF00346; match to protein
                     family HMM TIGR01962"
                     /codon_start=1
                     /transl_table=11
                     /product="NADH dehydrogenase (ubiquinone), D subunit"
                     /protein_id="AAP29183.1"
                     /db_xref="Pathema:BA_5539"
                     /translation="MIRTEEMLLNVGPQHPSTHGVFRLVIKIDGEIIKEATPVIGYLH
                     RGTEKIAESLQYTQIIPYTDRMDYLSAMTNNYVICHAVETMMGLEIPERAEYLRVLAM
                     ELGRIASHLVWWGTNLLDIGAVSPFLYAFREREMIINLLNELCGARLTFNYMRVGGVK
                     WDAPDGWIEKVKEFVPYMREQLAGYHDLVSGNEIFLNRVKGVGIYSAEEAISYSLSGA
                     NLRCTGVNWDLRKDEPYSIYDRFDFDIPVGSVGDAWDRYVCRMQEIEESLKIVEQAVQ
                     QFPKEGAVLAKVPKIIKAPKGEAFVRIESPRGEIGCYIASDGKKEPYRLKFRRPSFYN
                     LQILPKLLKGENIANLITILGGVDIVLGEVDG"
     gene            complement(5030851..5031804)
                     /locus_tag="BA_5540"
                     /old_locus_tag="BA5540"
                     /db_xref="Pathema:BA_5540"
     CDS             complement(5030851..5031804)
                     /locus_tag="BA_5540"
                     /old_locus_tag="BA5540"
                     /note="identified by match to protein family HMM PF00329;
                     match to protein family HMM TIGR01961"
                     /codon_start=1
                     /transl_table=11
                     /product="putative NADH dehydrogenase (ubiquinone), C
                     subunit"
                     /protein_id="AAP29184.1"
                     /db_xref="Pathema:BA_5540"
                     /translation="MSDPNKDLEDLKREAARRAKEEARKRLVAKHGVEISKLEEENRE
                     KEKALPKNDDMTIEEAKRRAAAAAKAKAAALAKQKREGIEEVTEEEKVKAKAAAAAKA
                     KAAALAKQKASQGNGDSGDEKAKAIAAAKAKAAAAARAKTKGAEGKKEEELKQEEPSV
                     NEPYLNQYVEVIKGKIGEDILVDFYINKLSKDVPTLVVEPAKYYEVMELLRFHEGLAF
                     DYMSELHATDFVTHMEVYVHLFSYGKKQSVAVKVKLDREAPQVESVTALWKGADWPER
                     EAYDLLGIVFKGHPNLSRILMPDDWVGHPLRKDYEPYDVEV"
     gene            complement(5031801..5032319)
                     /gene="nuoB"
                     /locus_tag="BA_5541"
                     /old_locus_tag="BA5541"
                     /db_xref="Pathema:BA_5541"
     CDS             complement(5031801..5032319)
                     /gene="nuoB"
                     /locus_tag="BA_5541"
                     /old_locus_tag="BA5541"
                     /EC_number="1.6.5.3"
                     /note="identified by similarity to OMNI:DR1505; match to
                     protein family HMM PF01058; match to protein family HMM
                     TIGR01957"
                     /codon_start=1
                     /transl_table=11
                     /product="NADH dehydrogenase (ubiquinone), B subunit"
                     /protein_id="AAP29185.1"
                     /db_xref="Pathema:BA_5541"
                     /translation="MVINFEELHPNERAELERNIFFSTLEQLKGWARSNSLWPMTFGL
                     ACCAIEMMGVGSSHYDLDRFGSFFRTSPRQSDVMIVSGTVTKKMAPIVRRLYDQMPEP
                     KWVIAMGSCATAGGPYVNSYAVVKGVDQIVPVDVYIPGCPPNPAALIYGINKLKEKIR
                     YEAKTGKQVTNK"
     gene            complement(5032310..5032678)
                     /gene="nuoA"
                     /locus_tag="BA_5542"
                     /old_locus_tag="BA5542"
                     /db_xref="Pathema:BA_5542"
     CDS             complement(5032310..5032678)
                     /gene="nuoA"
                     /locus_tag="BA_5542"
                     /old_locus_tag="BA5542"
                     /EC_number="1.6.5.3"
                     /note="identified by similarity to GP:10129744; match to
                     protein family HMM PF00507"
                     /codon_start=1
                     /transl_table=11
                     /product="NADH dehydrogenase (ubiquinone), A subunit"
                     /protein_id="AAP29186.1"
                     /db_xref="Pathema:BA_5542"
                     /translation="MASVYENSYMIVLIFLLLGILLPVVALTLGRMLRPNKPSAAKAT
                     TYESGIEPFHDANIRFHARYYIFALLFVIFDVETLFLYPWAVAYDNLGLFALIEMLIF
                     VVMLLVGLAYAWKKKVLQWL"
     gene            5032969..5035698
                     /locus_tag="BA_5543"
                     /old_locus_tag="BA5543"
                     /db_xref="Pathema:BA_5543"
     CDS             5032969..5035698
                     /locus_tag="BA_5543"
                     /old_locus_tag="BA5543"
                     /note="identified by similarity to GP:6759486; match to
                     protein family HMM PF00563; match to protein family HMM
                     PF00989; match to protein family HMM PF00990; match to
                     protein family HMM PF08447; match to protein family HMM
                     PF08448; match to protein family HMM TIGR00229; match to
                     protein family HMM TIGR00254"
                     /codon_start=1
                     /transl_table=11
                     /product="sensory box/GGDEF family protein"
                     /protein_id="AAP29187.1"
                     /db_xref="Pathema:BA_5543"
                     /translation="MKKQAHVSILISITLLSIVIHYVAMPFLYEYSFPFQILIGMSTL
                     FIDIIACSYILYFSNMKEGLPRLFWTILCVGTLSYFIGDIVVAYQRLILKDYYTFVDP
                     SDFFYLLFLISFAFAFLYEIIYNRDLLEKLFMICDICIIVTAQFTLSYYLLIERTIHV
                     FTTSYIDIFVQLTYPMADLLFLLIGINLLFRPLSLLPKKVGALLGSALLLYATTDAIY
                     AFIKYFTPEYSMFTVTPLYQVTLVLVAIACIIHTKEPEKQEQILLTPKLGESIRLSLP
                     YISVVMLIVFILVEYVFAPIVVIGLIITFSFVLIRHSLVRKQNKLLLLAQMQFNSELE
                     KQIELRTEDLVEQKNELYHNQQMFKSLYEHHPDPIFTLDLYGNFLKVNNAGTTLLGYQ
                     TNELLNQPYYSLIYEEDLEEIINTFHRVKKGHSISLEIRAYHKNRDIYYLHVTAVPIF
                     LKDHISGVYLMIKDITESKQQQEQINFLAYRDTLTELANRRAFHQYVEQAIARSKISK
                     RPFAVMFLDLDRFKIINDTLGHRVGDLLLIAVAKRLERMATPNMKLARLAGDEFTILI
                     ENYNKRPDVKRMADTIVEAMNEPFEIENQHLQISPSIGIAIYPEAGEDPLSILQHADM
                     AMYEAKNRGKNGSSLYTKELYKKMERKARIEKDLPLALVNKEFYLVYQPQIDITTKKI
                     IGAEALLRWKHPLLGDIPPCEFIPIVEETPQVIPLGHWVLQESCRQLTIWHSFGYKDL
                     NISVNLSAKEFQQDHLIENISQILTDVKVDPKYVTLELTERIAMIDEKETLSRLKQLK
                     EYGIQTSIDDFGTGYSSLAYLSIFPIDTLKVPREFTQLADHRPEERAIVSTILSLANT
                     LNLSVVAEGIETEKQLKFLQRNNCKYMQGYYFSKPLTSQQFIKFLQKTPSMNQ"
     gene            complement(5035770..5036423)
                     /locus_tag="BA_5544"
                     /old_locus_tag="BA5544"
                     /db_xref="Pathema:BA_5544"
     CDS             complement(5035770..5036423)
                     /locus_tag="BA_5544"
                     /old_locus_tag="BA5544"
                     /note="identified by similarity to EGAD:19922; match to
                     protein family HMM PF06161"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29188.1"
                     /db_xref="Pathema:BA_5544"
                     /translation="MIGDLKGEALDSLEGKWGLAVGATLLISILISAFSFSVDFIFSQ
                     FWDWKEVKNSLSVDVITILVIGPLTLGGYYLALHIIREKDARIGNIFRWFTGGSKFIK
                     SFLLYIVVNIYIFLWCLLFIIPGIIKSFSYAMTYFIINDHPEYSINQAITESRRMMDG
                     HKMEYFILCLSFIGWFILSCITLGIGFLWLIPYFYTTSAAFYEEIAEEYYEKEIPAL"
     gene            complement(5036471..5037262)
                     /locus_tag="BA_5545"
                     /old_locus_tag="BA5545"
                     /db_xref="Pathema:BA_5545"
     CDS             complement(5036471..5037262)
                     /locus_tag="BA_5545"
                     /old_locus_tag="BA5545"
                     /note="identified by similarity to EGAD:19922; match to
                     protein family HMM PF06161"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29189.1"
                     /db_xref="Pathema:BA_5545"
                     /translation="MIGEMKREALHSLKGKWGLGVGSTILYHIVSYVVSMAVMLILLI
                     PGVIIVLLASISAGSIEEDVMAIGAAITFGIFYCLMIILSYAAYGITTYGHTNLFLQI
                     SKREDARVDYLFEGFRGFKRMMKTMWAMLAILLYTGTWVPMLGMIVFGLLGFLDENAN
                     PSFIIVFFILLAISFIVMAILYFSYSMTYYVMVEKPEYSVSQAMKESKNLMKGHKLDL
                     FLLWLSFIGWALLAILTLGIGFLWLSPYVSTTTAHFYRYISKDEL"
     gene            complement(5037384..5037785)
                     /gene="atpC"
                     /locus_tag="BA_5546"
                     /old_locus_tag="BA5546"
                     /db_xref="Pathema:BA_5546"
     CDS             complement(5037384..5037785)
                     /gene="atpC"
                     /locus_tag="BA_5546"
                     /old_locus_tag="BA5546"
                     /EC_number="3.6.3.14"
                     /note="identified by similarity to OMNI:NTL01BS03675;
                     match to protein family HMM PF00401; match to protein
                     family HMM PF02823; match to protein family HMM TIGR01216"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP synthase F1, epsilon subunit"
                     /protein_id="AAP29190.1"
                     /db_xref="Pathema:BA_5546"
                     /translation="MKTFPVSIVTPDGPVYEKEVEMVSVKAESGEMGILPGHIPTVAP
                     LKISAVRLKNGGHTDYVAVSGGFIEVRPDKVTVLSSSAEEANHIDIHRANEAKRRAEQ
                     RMQDKQAHVDFKRAEMALQRAVNRLNVSDMK"
     gene            complement(5037806..5039215)
                     /gene="atpD"
                     /locus_tag="BA_5547"
                     /old_locus_tag="BA5547"
                     /db_xref="Pathema:BA_5547"
     CDS             complement(5037806..5039215)
                     /gene="atpD"
                     /locus_tag="BA_5547"
                     /old_locus_tag="BA5547"
                     /EC_number="3.6.3.14"
                     /note="identified by similarity to OMNI:NTL01BS03676;
                     match to protein family HMM PF00006; match to protein
                     family HMM PF00306; match to protein family HMM PF02874;
                     match to protein family HMM TIGR01039"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP synthase F1, beta subunit"
                     /protein_id="AAP29191.1"
                     /db_xref="Pathema:BA_5547"
                     /translation="MNKGRVTQIMGPVVDVKFDGGKLPEIYNALTVKQSNENGTSINL
                     TFEVALHLGDDTVRTVAMSSTDGLVRGTEVEDTGKAISVPVGDATLGRVFNVLGDAID
                     LDGEVPADVRRDPIHRQAPAFEELSTKVEILETGIKVVDLLAPYIKGGKIGLFGGAGV
                     GKTVLIQELINNIAQEHGGISVFAGVGERTREGNDLYHEMSDSGVIKKTAMVFGQMNE
                     PPGARQRVALTGLTMAEHFRDEQGQDVLLFIDNIFRFTQAGSEVSALLGRMPSAVGYQ
                     PTLATEMGQLQERITSTNKGSITSIQAVYVPADDYTDPAPATTFAHLDATTNLERRLT
                     QMGIYPAVDPLASTSRALSPEIVGEEHYEVARQVQQTLQRYKELQDIIAILGMDELSE
                     EDKLVVHRARRIQFFLSQNFHVAEQFTGQKGSYVPVKETVRGFKEILEGKYDDLPEDA
                     FRLVGGIEEVIENAKKMMA"
     gene            complement(5039335..5040195)
                     /gene="atpG"
                     /locus_tag="BA_5548"
                     /old_locus_tag="BA5548"
                     /db_xref="Pathema:BA_5548"
     CDS             complement(5039335..5040195)
                     /gene="atpG"
                     /locus_tag="BA_5548"
                     /old_locus_tag="BA5548"
                     /EC_number="3.6.3.14"
                     /note="identified by similarity to SP:P37810; match to
                     protein family HMM PF00231; match to protein family HMM
                     TIGR01146"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP synthase F1, gamma subunit"
                     /protein_id="AAP29192.1"
                     /db_xref="Pathema:BA_5548"
                     /translation="MASLRDIKAKINSTKKTSQITKAMEMVSASKLNRAEQNAKSFVP
                     YMEKIQEVVASIAQGSKGINHPMLNARPVKRTGYIVITSDRGLAGGYNSNVLRTVSNV
                     IRERHNMDSNQYSIIVLGRLGRDYLKRRGFNIIDEVVGLSDHPSFTDIKDLASRAIAM
                     FADGAYDELYIYYNHYVSKISQEVTENKILPLTDVASDKPTTAYEFEPSEEEILKVLL
                     PQYAESLVYGALLDGKASEHAARMTAMKSATDNAMEVIDSLTLSFNRARQAAITQEIT
                     EIVGGAAALE"
     gene            complement(5040531..5042039)
                     /gene="atpA"
                     /locus_tag="BA_5549"
                     /old_locus_tag="BA5549"
                     /db_xref="Pathema:BA_5549"
     CDS             complement(5040531..5042039)
                     /gene="atpA"
                     /locus_tag="BA_5549"
                     /old_locus_tag="BA5549"
                     /EC_number="3.6.3.14"
                     /note="identified by similarity to SP:P37808; match to
                     protein family HMM PF00006; match to protein family HMM
                     PF00306; match to protein family HMM PF02874; match to
                     protein family HMM PF09378; match to protein family HMM
                     TIGR00962"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP synthase F1, alpha subunit"
                     /protein_id="AAP29193.1"
                     /db_xref="Pathema:BA_5549"
                     /translation="MSIRAEEISALIKQQIENYQSEIEVSDVGTVIQVGDGIARAHGL
                     DNVMAGELVEFSNGVMGLAQNLEENNVGIIILGPYTEIREGDEVRRTGRIMQVPVGKE
                     LIGRVVNPLGQPVDGLGPINTTNTRPIESPAPGVMDRKSVHEPLQTGIKAIDALVPIG
                     RGQRELIIGDRQTGKTAVALDTIINQKDEDMICIYVAIGQKESTVRNVVETLRKHGAL
                     EYTIVVTASASQPAPLLYLAPYAGVTMGEEFMYNGKHVLVVYDDLSKQAAAYRELSLL
                     LRRPPGREAYPGDVFYLHSRLLERAAKLSDAKGGGSLTALPFIETQAGDVSAYIPTNV
                     ISITDGQIFLQSDLFFSGVRPAIDAGTSVSRVGGSAQIKAMSKVSGTLRLDLASYREL
                     EAFAQFGSDLDKATQAKLNRGARTVEVLKQGLHKPLRVEKQVIILYALTRGFLDDIPV
                     VDITRFEEEFHAWLDSNATDLLEEIRTTKKLADDDKFAAAINGFKKVFVASE"
     gene            complement(5042051..5042593)
                     /gene="atpH"
                     /locus_tag="BA_5550"
                     /old_locus_tag="BA5550"
                     /db_xref="Pathema:BA_5550"
     CDS             complement(5042051..5042593)
                     /gene="atpH"
                     /locus_tag="BA_5550"
                     /old_locus_tag="BA5550"
                     /EC_number="3.6.3.14"
                     /note="identified by similarity to OMNI:NTL01BS03679;
                     match to protein family HMM PF00213; match to protein
                     family HMM TIGR01145"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP synthase F1, delta subunit"
                     /protein_id="AAP29194.1"
                     /db_xref="Pathema:BA_5550"
                     /translation="MSNGIVAKRYAVALFKIAKEKHVLEMFEEELRLVQNVYEKNGEL
                     HSFLTQPNISKEQKKTFLANVFGSVSESILNTLYILIDNKRIDILSDIANEYVVLANE
                     ERNVADATVYSTRLLSEEEKLNIAEAFAKRTGKDAIRVKNVVDEDLLGGIKVRIGNRI
                     YDGSLQGKLARIQRELMKNR"
     gene            complement(5042590..5043096)
                     /gene="atpF"
                     /locus_tag="BA_5551"
                     /old_locus_tag="BA5551"
                     /db_xref="Pathema:BA_5551"
     CDS             complement(5042590..5043096)
                     /gene="atpF"
                     /locus_tag="BA_5551"
                     /old_locus_tag="BA5551"
                     /EC_number="3.6.3.14"
                     /note="identified by similarity to OMNI:NTL01BS03680;
                     match to protein family HMM PF00430; match to protein
                     family HMM TIGR01144"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP synthase F0, B subunit"
                     /protein_id="AAP29195.1"
                     /db_xref="Pathema:BA_5551"
                     /translation="MPTLLLGAAIPFGTIAYTLFIFLLLLVMLRKFAWGPLMGIMKER
                     EEHVANEIDAAERNNAEAKKLVEEQREMLKQSRVEAQELIERAKKQAVDQKDVIVAAA
                     KEEAESIKASAVQEIQREKEQAIAALQEQVASLSVQIASKVIEKELKEEDQVKLIRDY
                     IKEVGEAR"
     gene            complement(5043224..5043442)
                     /gene="atpE"
                     /locus_tag="BA_5552"
                     /old_locus_tag="BA5552"
                     /db_xref="Pathema:BA_5552"
     CDS             complement(5043224..5043442)
                     /gene="atpE"
                     /locus_tag="BA_5552"
                     /old_locus_tag="BA5552"
                     /EC_number="3.6.3.14"
                     /note="identified by similarity to OMNI:NTL01BS03681;
                     match to protein family HMM PF00137; match to protein
                     family HMM TIGR01260"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP synthase F0, C subunit"
                     /protein_id="AAP29196.1"
                     /db_xref="Pathema:BA_5552"
                     /translation="MSLGVIAAAIAIGLSALGAGIGNGLIVSRTIEGVARQPELKGAL
                     QTIMFIGVALVEALPIIGVVIAFIVMNK"
     gene            complement(5043499..5044218)
                     /gene="atpB"
                     /locus_tag="BA_5553"
                     /old_locus_tag="BA5553"
                     /db_xref="Pathema:BA_5553"
     CDS             complement(5043499..5044218)
                     /gene="atpB"
                     /locus_tag="BA_5553"
                     /old_locus_tag="BA5553"
                     /EC_number="3.6.3.14"
                     /note="identified by similarity to SP:P37813; match to
                     protein family HMM PF00119; match to protein family HMM
                     TIGR01131"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP synthase F0, A subunit"
                     /protein_id="AAP29197.1"
                     /db_xref="Pathema:BA_5553"
                     /translation="MEHGKLVEFLGLTFDLSSVMMVTVAAVIVFLIAVIGTRSLALRP
                     TGMQNFMEWVFDFVKGIINSTMDWKTGGRFLTLGVTLIMFIIVSNFLGLPFMYSTVEA
                     GEHIAWWRSPTSDPAVTLTLAVMVVTLTHYYGIKMKGTKEYVKGYFQPMKFLFPLKVI
                     EEFANTLTLGLRLFGNIYAGEILLGLLAKLGGATFLGALGALVPMLAWMGFSVFVGSI
                     QAFIFVMLTMVYMAHKVSHDH"
     gene            complement(5044226..5044618)
                     /gene="atpI"
                     /locus_tag="BA_5554"
                     /old_locus_tag="BA5554"
                     /db_xref="Pathema:BA_5554"
     CDS             complement(5044226..5044618)
                     /gene="atpI"
                     /locus_tag="BA_5554"
                     /old_locus_tag="BA5554"
                     /note="identified by match to protein family HMM PF05468"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP synthase protein I"
                     /protein_id="AAP29198.1"
                     /db_xref="Pathema:BA_5554"
                     /translation="MIDVHGLVQRQKKYMYYLLALLVLGWGFTSYKDVFLGLIIGTIF
                     SFLSLRIIARRTDKLLDRVTNGENVKFKATAVSTYSRFATIGLLILFAAKYQELIAMW
                     GLGVGLLTGYLVMIIDFLYLEYKSREER"
     gene            complement(5044618..5044872)
                     /locus_tag="BA_5555"
                     /old_locus_tag="BA5555"
                     /db_xref="Pathema:BA_5555"
     CDS             complement(5044618..5044872)
                     /locus_tag="BA_5555"
                     /old_locus_tag="BA5555"
                     /note="identified by similarity to EGAD:37686"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29199.1"
                     /db_xref="Pathema:BA_5555"
                     /translation="MRVTYWRDESLQKNDRSHIKAYALMSGILAQLVGSILVGIFGGQ
                     WIDNKVGTFPLFLIIGLLLGLGTGVYAMIRLIRHYYSGEQ"
     gene            complement(5044869..5044982)
                     /locus_tag="BA_5556"
                     /old_locus_tag="BA5556"
                     /db_xref="Pathema:BA_5556"
     CDS             complement(5044869..5044982)
                     /locus_tag="BA_5556"
                     /old_locus_tag="BA5556"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29200.1"
                     /db_xref="Pathema:BA_5556"
                     /translation="MVGLSVTKIHLFRDENVNFLFCIGFMQKNELLLTHRE"
     gene            complement(5045354..5045983)
                     /gene="upp"
                     /locus_tag="BA_5557"
                     /old_locus_tag="BA5557"
                     /db_xref="Pathema:BA_5557"
     CDS             complement(5045354..5045983)
                     /gene="upp"
                     /locus_tag="BA_5557"
                     /old_locus_tag="BA5557"
                     /EC_number="2.4.2.9"
                     /note="identified by match to protein family HMM PF00156;
                     match to protein family HMM TIGR01091"
                     /codon_start=1
                     /transl_table=11
                     /product="uracil phosphoribosyltransferase"
                     /protein_id="AAP29201.1"
                     /db_xref="Pathema:BA_5557"
                     /translation="MGKLYVFDHPLIQHKITYIRDKNTGTKDFRELVDEVASLMAFEI
                     TRDLPLKDIEIETPVSKATTKVIAGKKLGLIPILRAGLGMVDGILKLIPAAKVGHVGL
                     YRDPKTLQPVEYYVKLPTDVEERDFIVLDPMLATGGSAAEAINSLKKRGAKQIKLMCI
                     VAAPEGVKVVQEEHPDVDIYVAALDEKLNDHGYVVPGLGDAGDRLFGTK"
     gene            complement(5046255..5047496)
                     /gene="glyA"
                     /locus_tag="BA_5558"
                     /old_locus_tag="BA5558"
                     /db_xref="Pathema:BA_5558"
     CDS             complement(5046255..5047496)
                     /gene="glyA"
                     /locus_tag="BA_5558"
                     /old_locus_tag="BA5558"
                     /note="identified by similarity to SP:P39148; match to
                     protein family HMM PF00155; match to protein family HMM
                     PF00464; match to protein family HMM PF01212"
                     /codon_start=1
                     /transl_table=11
                     /product="glycine hydroxymethyltransferase"
                     /protein_id="AAP29202.1"
                     /db_xref="Pathema:BA_5558"
                     /translation="MDHLKRQDEKVFAAIEAELGRQRSKIELIASENFVSEAVMEAQG
                     SVLTNKYAEGYPGKRYYGGCEHVDVVEDIARDRVKEIFGAEHVNVQPHSGAQANMAVY
                     FTILEQGDTVLGMNLSHGGHLTHGSPVNFSGVQYNFVEYGVDAESHCINYDDVLAKAK
                     EHKPKLIVAGASAYPRVIDFKRFREIADEVGAYLMVDMAHIAGLVAAGLHPNPVPHAH
                     FVTTTTHKTLRGPRGGMILCEEQFAKQIDKSIFPGIQGGPLMHVIAAKAVAFGEALQD
                     DFKTYAQNIINNANRLAEGLQKEGLTLVSGGTDNHLILIDVRNLEITGKVAEHVLDEV
                     GITVNKNTIPFETASPFVTSGVRIGTAAVTSRGFGLEDMDEIASLIAYTLKNHENEAA
                     LEEARKRVEALTSKFPMYTDL"
     gene            complement(5047713..5048285)
                     /locus_tag="BA_5559"
                     /old_locus_tag="BA5559"
                     /db_xref="Pathema:BA_5559"
     CDS             complement(5047713..5048285)
                     /locus_tag="BA_5559"
                     /old_locus_tag="BA5559"
                     /note="identified by similarity to EGAD:30371; match to
                     protein family HMM PF04260; match to protein family HMM
                     TIGR01440"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP29203.1"
                     /db_xref="Pathema:BA_5559"
                     /translation="MTEIVKVREQLQISLSDFQEQASLQSGQIFVVGCSTSEVLGERI
                     GTSGTMEVAEAIFSELKQFQEQTGIELAFQCCEHLNRALVVERELAMKYQFEIVTVTP
                     VRSAGGALATYAYHNLKDPVVIEFIKADAGMDIGDTFIGMHLKHVAVPVRTSVKEIGS
                     AHVTMATTRGKLIGGARAVYAAKEETITCR"
     gene            complement(5048352..5048795)
                     /locus_tag="BA_5560"
                     /old_locus_tag="BA5560"
                     /db_xref="Pathema:BA_5560"
     CDS             complement(5048352..5048795)
                     /locus_tag="BA_5560"
                     /old_locus_tag="BA5560"
                     /note="identified by match to protein family HMM PF02502;
                     match to protein family HMM TIGR00689; match to protein
                     family HMM TIGR01120"
                     /codon_start=1
                     /transl_table=11
                     /product="sugar-phosphate isomerase, RpiB/LacA/LacB
                     family"
                     /protein_id="AAP29204.1"
                     /db_xref="Pathema:BA_5560"
                     /translation="MKVVIASDHGGMNIRKELVSLLEELNIEYIDLGCECEAGSVDYP
                     DFAFPAAEMVANGEVDRGILVCGTGIGMSIAANKVNGIRCALVHDTFSARATREHNDT
                     NMLAMGERVIGAGLARDIAKIWLTTEFEGGRHENRVGKIKTYEAK"
     gene            complement(5048892..5049332)
                     /locus_tag="BA_5561"
                     /old_locus_tag="BA5561"
                     /db_xref="Pathema:BA_5561"
     CDS             complement(5048892..5049332)
                     /locus_tag="BA_5561"
                     /old_locus_tag="BA5561"
                     /note="identified by match to protein family HMM PF01451"
                     /codon_start=1
                     /transl_table=11
                     /product="low molecular weight phosphotyrosine protein
                     phosphatase family protein"
                     /protein_id="AAP29205.1"
                     /db_xref="Pathema:BA_5561"
                     /translation="MKRVLFVCTGNTCRSPMAEALLRHHGEGKFEVQSAGVFAYPGSD
                     ASVHAKEALAEMGIAIDHTAQQINETLIDWADIIVTMTENHRQIVLGHYPGVEKKVDT
                     LYGVTEGISKDISDPFGGSLSIYKETLEEMEKLVQTLLKKHSEG"
     gene            complement(5049580..5050077)
                     /locus_tag="BA_5563"
                     /old_locus_tag="BA5563"
                     /db_xref="Pathema:BA_5563"
     CDS             complement(5049580..5050077)
                     /locus_tag="BA_5563"
                     /old_locus_tag="BA5563"
                     /note="identified by similarity to SP:P08837; match to
                     protein family HMM PF00358; match to protein family HMM
                     TIGR00830"
                     /codon_start=1
                     /transl_table=11
                     /product="putative PTS system, glucose-specific IIA
                     component"
                     /protein_id="AAP29206.1"
                     /db_xref="Pathema:BA_5563"
                     /translation="MFKKLFGLGSKTNEETIVAPLTGAVKNIEEVPDPVFAGRMMGDG
                     VAIDPTEGVVVSPVDGEIVQLFHTKHAIGIKAKNGTEILIHVGLETVKMEGEGFEAHV
                     SEGQAVKAGDKLISFDLELIREKAKSTITPIVITNTDAAESIKTTVGVTATKGSTEVM
                     KVTMK"
     gene            5050464..5050850
                     /locus_tag="BA_5564"
                     /old_locus_tag="BA5564"
                     /db_xref="Pathema:BA_5564"
     CDS             5050464..5050850
                     /locus_tag="BA_5564"
                     /old_locus_tag="BA5564"
                     /note="identified by similarity to EGAD:109877; match to
                     protein family HMM PF07681"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29207.1"
                     /db_xref="Pathema:BA_5564"
                     /translation="MMDFGLLIIRLIIGITFMGHGAQKLFGWFGGYGLKGTGGWMESI
                     GLRPGVFMAFMAGATELLGGFLFASGIFTAIGSLFIVGTMLMAIFTVHGKNGYWVTQN
                     GYEYNLMLIAVAIGVALIGPGAYVLL"
     gene            5051010..5051621
                     /locus_tag="BA_5565"
                     /old_locus_tag="BA5565"
                     /db_xref="Pathema:BA_5565"
     CDS             5051010..5051621
                     /locus_tag="BA_5565"
                     /old_locus_tag="BA5565"
                     /note="identified by similarity to OMNI:NTL01BS03603"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29208.1"
                     /db_xref="Pathema:BA_5565"
                     /translation="MLSINPNEQTEKENYKLLTGSIIPRPVAFVTSVTKDGVLNGAPY
                     SYFNIVAANPPLISVSVQRKAGERKDTSRNAIEKGEFVVHISDESYVAAINETAANLP
                     SNESEIELAKLTPIESDVISVPGVKEANIRMECVLERAIPLGGTEDSPACDLLIGRVV
                     RFHVAEHLYENGRIHAEGLKPVSRLAGHNYAKLGEQFELVRPL"
     gene            complement(5051814..5052158)
                     /locus_tag="BA_5566"
                     /old_locus_tag="BA5566"
                     /db_xref="Pathema:BA_5566"
     CDS             complement(5051814..5052158)
                     /locus_tag="BA_5566"
                     /old_locus_tag="BA5566"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29209.1"
                     /db_xref="Pathema:BA_5566"
                     /translation="MHSFVCTILMALKITHIERMRWMTRLKQVFGVIISFFVFWFSML
                     GVQMFAEFLDIESLKFVAGKTEAARAFYSPYPFLIVFLITLLSLYFFVIKLGKPKKEK
                     FPNLEEKKEELQ"
     gene            complement(5052323..5052871)
                     /locus_tag="BA_5567"
                     /old_locus_tag="BA5567"
                     /db_xref="Pathema:BA_5567"
     CDS             complement(5052323..5052871)
                     /locus_tag="BA_5567"
                     /old_locus_tag="BA5567"
                     /note="identified by similarity to EGAD:30368; match to
                     protein family HMM PF02659"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP29210.1"
                     /db_xref="Pathema:BA_5567"
                     /translation="MTFEQLIPLIIMAFALGMDAFSVSLGMGMMALKIRQILYIGVTI
                     GIFHIIMPFIGMVLGRFLSEQYGDIAHFAGAILLIGLGFYIVYSSILENEETRTAPIG
                     ISLFVFAFGVSIDSFSVGLSLGIYGAQTIITILLFGFVSMLLAWIGLLIGRHAKGMLG
                     TYGEIVGGIILVGFGLYLLFPI"
     gene            complement(5052949..5053989)
                     /locus_tag="BA_5568"
                     /old_locus_tag="BA5568"
                     /db_xref="Pathema:BA_5568"
     CDS             complement(5052949..5053989)
                     /locus_tag="BA_5568"
                     /old_locus_tag="BA5568"
                     /note="identified by similarity to EGAD:30367; match to
                     protein family HMM PF01300; match to protein family HMM
                     PF03481; match to protein family HMM TIGR00057"
                     /codon_start=1
                     /transl_table=11
                     /product="sua5/yciO/yrdC/ywlC family protein"
                     /protein_id="AAP29211.1"
                     /db_xref="Pathema:BA_5568"
                     /translation="MHTNMWVVDNVVERKKYYPQLQEAAKLLRENEAIAFPTETVYGL
                     GANAMNDEAIAKIFEAKGRPSDNPLIVHIGTKSQLDGIVKEIPPVAEKLMEHFWPGPL
                     TIILPRKEGISEKVTAGLHTVGVRMPDHPVALALIEEANVPVAAPSANRSGRPSPTLA
                     SHVYEDLNEKIAGIVDGGATGVGVESTVIDCTSAVPTILRPGGITKEQLEAVIGTVSL
                     DPALKDEKEKPKSPGMKYTHYAPKAPLSIVEGSREFIQRLVDEKKEEGFKVGVLTTEE
                     YHHIYNADVVLSCGVRSDLASVATKLYDVLRTFDASEVDVIFSESFPNEGIGNAIMNR
                     LTKAAGHHIITE"
     gene            complement(5054098..5054556)
                     /locus_tag="BA_5569"
                     /old_locus_tag="BA5569"
                     /db_xref="Pathema:BA_5569"
     CDS             complement(5054098..5054556)
                     /locus_tag="BA_5569"
                     /old_locus_tag="BA5569"
                     /note="identified by similarity to EGAD:30366"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29212.1"
                     /db_xref="Pathema:BA_5569"
                     /translation="MKKVYFATKADVERLHSFFGQANKKDDKINELYAQFMILEEAEE
                     IRAVIGYEQSEENALIRSCLFTPNVDKQTFLYFFEMFLQYMKEKNIRQLYLLTNHPQS
                     ITIFQFFDFVTIEKENVPEGIRQLEHFCKNIKEPNAIILNCQLFTKLSTD"
     gene            complement(5054606..5055472)
                     /locus_tag="BA_5570"
                     /old_locus_tag="BA5570"
                     /db_xref="Pathema:BA_5570"
     CDS             complement(5054606..5055472)
                     /locus_tag="BA_5570"
                     /old_locus_tag="BA5570"
                     /note="identified by match to protein family HMM PF09551;
                     match to protein family HMM TIGR02837"
                     /codon_start=1
                     /transl_table=11
                     /product="putative stage II sporulation protein R"
                     /protein_id="AAP29213.1"
                     /db_xref="Pathema:BA_5570"
                     /translation="MKKQVIAYLLLLLIGAQLLVQFGYMKADAKGPSVIPKEAVRLRI
                     LANSDSDKDQALKRKVRDEVKAQIDGWVADLTSFEEARKVIQSHIPEIEKTVANTLKK
                     EGSKDSFQVKFSKNVKFPTKVYGNFIYPAGEYEAVLITIGEGEGANWWCVLFPPMCFL
                     DFSSGTAVRKEEHVVKAESPEEEQVKQIDDEEVVDTEEKKEDEVKEKKVVKQEVATKV
                     TASEKKVVKNETKVEEQPVSKEETKTVEKVEKPVEQKQEKQNEYVKVEEEEEEPEVKL
                     FIVEAFTSLFSK"
     gene            complement(5055585..5056436)
                     /gene="prmC"
                     /locus_tag="BA_5571"
                     /old_locus_tag="BA5571"
                     /db_xref="Pathema:BA_5571"
     CDS             complement(5055585..5056436)
                     /gene="prmC"
                     /locus_tag="BA_5571"
                     /old_locus_tag="BA5571"
                     /EC_number="2.1.1.-"
                     /note="identified by match to protein family HMM PF05175;
                     match to protein family HMM TIGR00536; match to protein
                     family HMM TIGR03534"
                     /codon_start=1
                     /transl_table=11
                     /product="protein-(glutamine-N5) methyltransferase,
                     release factor-specific"
                     /protein_id="AAP29214.1"
                     /db_xref="Pathema:BA_5571"
                     /translation="MRVYEALKWASSFLQENGRDENAGEIVLCHVLKTNRTGLLMNMR
                     EEITAEQETSFTEFIHKHVEGIPIQYMIGHEMFYGRSFFVNEEVLIPRPETEELIVGV
                     LERIERHFGDEKLHVADIGTGSGAISITLALENKNLHVYTVDIAQESIEVAKENAKTL
                     GAEVTFYHGDLLSPFYETGQKLDVVVSNPPYIPEEDWRGLSPVVKEHEPKRALVGGED
                     GLDFYRRFMEELPNVLQKKAIVAFEIGVGQGEDVKGLLQQAFPHAHVEVVFDINGKDR
                     MVFAEIE"
     gene            complement(5056436..5057503)
                     /gene="prfA"
                     /locus_tag="BA_5572"
                     /old_locus_tag="BA5572"
                     /db_xref="Pathema:BA_5572"
     CDS             complement(5056436..5057503)
                     /gene="prfA"
                     /locus_tag="BA_5572"
                     /old_locus_tag="BA5572"
                     /note="identified by similarity to SP:P45872; match to
                     protein family HMM PF00472; match to protein family HMM
                     PF03462; match to protein family HMM TIGR00019"
                     /codon_start=1
                     /transl_table=11
                     /product="peptide chain release factor 1"
                     /protein_id="AAP29215.1"
                     /db_xref="Pathema:BA_5572"
                     /translation="MLDRLQAVENRYEKLNELLSDPAIISDSNKLREYSKEQSDIQET
                     VEVYREYKDVREQLKDAKAMLEDKLDAEMREMVKEEVSELESQEKTLSERLKILLVPK
                     DPNDDKNVIVEVRGAAGGDEAALFAGDLYRMYSRYAEVQGWKTEIIEASYTELGGYKE
                     IIFMINGKGAFAKLKFENGAHRVQRVPETESGGRIHTSTATVAVLPEAEEVEIDIHEK
                     DVRVDTFASSGPGGQSVNTTMSAVRLTHLPTGVVVSCQDEKSQIKNKEKAMKVLRARV
                     YDKFRQEAQAEYDQNRKQAVGTGDRSERIRTYNFPQNRVTDHRIGLTIQKLDQILQGK
                     LDDFINALVMEDQAQRMEAAE"
     gene            complement(5057774..5058358)
                     /gene="tdk"
                     /locus_tag="BA_5573"
                     /old_locus_tag="BA5573"
                     /db_xref="Pathema:BA_5573"
     CDS             complement(5057774..5058358)
                     /gene="tdk"
                     /locus_tag="BA_5573"
                     /old_locus_tag="BA5573"
                     /EC_number="2.7.1.21"
                     /note="identified by match to protein family HMM PF00265"
                     /codon_start=1
                     /transl_table=11
                     /product="thymidine kinase"
                     /protein_id="AAP29216.1"
                     /db_xref="Pathema:BA_5573"
                     /translation="MYLINQNGWIEVICGSMFSGKSEELIRRVRRTQFAKQHAIVFKP
                     CIDNRYSEEDVVSHNGLKVKAVPVSASKDIFKHITEEMDVIAIDEVQFFDGDIVEVVQ
                     VLANRGYRVIVAGLDQDFRGLPFGQVPQLMAIAEHVTKLQAVCSACGSPASRTQRLID
                     GEPAAFDDPIILVGASESYEPRCRHCHAVPTKQR"
     gene            complement(5058467..5058712)
                     /gene="rpmE"
                     /locus_tag="BA_5574"
                     /old_locus_tag="BA5574"
                     /db_xref="Pathema:BA_5574"
     CDS             complement(5058467..5058712)
                     /gene="rpmE"
                     /locus_tag="BA_5574"
                     /old_locus_tag="BA5574"
                     /note="identified by match to protein family HMM PF01197;
                     match to protein family HMM TIGR00105"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L31"
                     /protein_id="AAP29217.1"
                     /db_xref="Pathema:BA_5574"
                     /translation="MKAGIHPDYKKVVFMDTNTGFKFLSGSTKGSNETVEWEDGNTYP
                     LLKVEISSDSHPFYTGRQKFATADGRVDRFNKKYGLK"
     gene            complement(5059116..5060387)
                     /gene="rho"
                     /locus_tag="BA_5575"
                     /old_locus_tag="BA5575"
                     /db_xref="Pathema:BA_5575"
     CDS             complement(5059116..5060387)
                     /gene="rho"
                     /locus_tag="BA_5575"
                     /old_locus_tag="BA5575"
                     /note="identified by similarity to EGAD:15963; match to
                     protein family HMM PF00006; match to protein family HMM
                     PF07497; match to protein family HMM PF07498; match to
                     protein family HMM TIGR00767"
                     /codon_start=1
                     /transl_table=11
                     /product="transcription termination factor Rho"
                     /protein_id="AAP29218.1"
                     /db_xref="Pathema:BA_5575"
                     /translation="MNLSIAALENMKLKELYELAKEFKISYYSKLTKKELIFAILKAR
                     AEKEGFFFMEGVLEIIQSEGFGFLRPINYSPSSEDIYISASQIRRFDLRNGDKVSGKV
                     RPPKENERYFGLLQVEAVNGDDPESAKERVHFPALTPLYPDRQMKLETEPKKLPTRIM
                     DLIAPVGFGQRGLIVAPPKAGKTSLLKEIAHSVTTNHPEAELIVLLIDERPEEVTDIE
                     RSVKGDFVSSTFDEVPENHIKVAELVLERAMRLVEHKKDVIILMDSITRLARAYNLVI
                     PPSGRTLSGGIDPAAFHRPKRFFGAARNIEEGGSLTILATALVDTGSRMDDVIYEEFK
                     GTGNMELHLDRSLAERRIFPAIDIRRSGTRKEDLLIPKEHLDKLWGIRKTMRDTPDFV
                     ESFLRKLRQTKTNEEFLQNIVADSKRYVTTK"
     gene            complement(5060730..5061695)
                     /gene="fbp2"
                     /locus_tag="BA_5576"
                     /old_locus_tag="BA5576"
                     /db_xref="Pathema:BA_5576"
     CDS             complement(5060730..5061695)
                     /gene="fbp2"
                     /locus_tag="BA_5576"
                     /old_locus_tag="BA5576"
                     /EC_number="3.1.3.11"
                     /note="identified by similarity to EGAD:20137; match to
                     protein family HMM PF03320; match to protein family HMM
                     TIGR00330"
                     /codon_start=1
                     /transl_table=11
                     /product="fructose-1,6-bisphosphatase, class II"
                     /protein_id="AAP29219.1"
                     /db_xref="Pathema:BA_5576"
                     /translation="MERSLSMELVRVTEAAALSSARWMGRGKKDEADGAATSAMRDVF
                     DTIPMKGTVVIGEGEMDEAPMLYIGEKLGTGYGPRVDVAVDPLEGTNIVAAGGWNALA
                     VIAIADHGNLLHAPDMYMDKIAVGPEAVGAVDIDAPIIDNLRAVAKAKNKDIEDVVAT
                     VLNRPRHQAIIEEIRKAGARIKLINDGDVAGAINTAFDRTGVDILFGSGGAPEGVLAA
                     VALKCLGGEIHGKLLPQNEAELARCKKMGIEDINRILRMEDLVKGDDAIFAATGVTDG
                     ELLRGVQFKGSVGTTQSLVMRAKSGTVRFVDGRHSLNKKPNLVIK"
     gene            complement(5061711..5061812)
                     /locus_tag="BA_5577"
                     /old_locus_tag="BA5577"
                     /db_xref="Pathema:BA_5577"
     CDS             complement(5061711..5061812)
                     /locus_tag="BA_5577"
                     /old_locus_tag="BA5577"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29220.1"
                     /db_xref="Pathema:BA_5577"
                     /translation="MILPQGGSEASLLAEVHFIEKTRFTKYGRNIKT"
     gene            complement(5061813..5063102)
                     /gene="murA2"
                     /locus_tag="BA_5578"
                     /old_locus_tag="BA5578"
                     /db_xref="Pathema:BA_5578"
     CDS             complement(5061813..5063102)
                     /gene="murA2"
                     /locus_tag="BA_5578"
                     /old_locus_tag="BA5578"
                     /EC_number="2.5.1.7"
                     /note="identified by similarity to EGAD:29560; match to
                     protein family HMM PF00275; match to protein family HMM
                     TIGR01072"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-N-acetylglucosamine
                     1-carboxyvinyltransferase 2"
                     /protein_id="AAP29221.1"
                     /db_xref="Pathema:BA_5578"
                     /translation="MEKLLIEGGRALNGTIRVSGAKNSAVALIPATILADTPVTIGGV
                     PNISDVKMLGDLLEEIGGRVTYGQEEEMVVDPSNMVAMPLPNGKVKKLRASYYLMGAM
                     LGRFKKAVIGLPGGCHLGPRPIDQHIKGFEALGAHVTNEQGAIYLRADELRGARIYLD
                     VVSVGATINIMLAAVRAKGRTVIENAAKEPEIIDVATLLTSMGARIKGAGTDVIRIDG
                     VDSLHGCHHTIIPDRIEAGTYMILGAASGGEVTVDNVIPQHLESVTAKLREAGVQVET
                     NDDQITVNGDRRLKVVDIKTLVYPGFPTDLQQPFTTLLTKAHGTGVVTDTIYGARFKH
                     IDELRRMNAQIKVEGRSAIVTGPVLLQGAKVKASDLRAGAALVIAGLMADGITEVTGL
                     EHIDRGYENIVDKLKGLGANIWREQMTKQEIEEMKNA"
     gene            complement(5063434..5064291)
                     /gene="fba2"
                     /locus_tag="BA_5580"
                     /old_locus_tag="BA5580"
                     /db_xref="Pathema:BA_5580"
     CDS             complement(5063434..5064291)
                     /gene="fba2"
                     /locus_tag="BA_5580"
                     /old_locus_tag="BA5580"
                     /EC_number="4.1.2.13"
                     /note="identified by match to protein family HMM PF01116;
                     match to protein family HMM TIGR00167; match to protein
                     family HMM TIGR01859"
                     /codon_start=1
                     /transl_table=11
                     /product="fructose-bisphosphate aldolase, class II"
                     /protein_id="AAP29222.1"
                     /db_xref="Pathema:BA_5580"
                     /translation="MPLVSMKEMLNKALEGKYAVGQFNMNNLEWTQAILAAAEEEKSP
                     VILGVSEGAARHMTGFKTVVAMVKALIEEMNITVPVAIHLDHGSSFEKCKEAIDAGFT
                     SVMIDASHHPFEENVETTKKVVEYAHARNVSVEAELGTVGGQEDDVIAEGVIYADPAE
                     CKHLVEATGIDCLAPALGSVHGPYKGEPNLGFAEMEQVRDFTGVPLVLHGGTGIPTAD
                     IEKAISLGTSKINVNTENQIEFTKAVREVLNKDQEVYDPRKFIGPGRDAIKATVIGKI
                     REFGSNGKA"
     gene            complement(5064502..5064870)
                     /gene="spo0F"
                     /locus_tag="BA_5581"
                     /old_locus_tag="BA5581"
                     /db_xref="Pathema:BA_5581"
     CDS             complement(5064502..5064870)
                     /gene="spo0F"
                     /locus_tag="BA_5581"
                     /old_locus_tag="BA5581"
                     /EC_number="2.7.-.-"
                     /note="identified by match to protein family HMM PF00072"
                     /codon_start=1
                     /transl_table=11
                     /product="sporulation initiation phosphotransferase F"
                     /protein_id="AAP29223.1"
                     /db_xref="Pathema:BA_5581"
                     /translation="MEGKILIVDDQYGIRVLLHEVFQKEGYQTFQAANGFQALDIVKK
                     DNPDLVVLDMKIPGMDGIEILKHVKEIDESIKVILMTAYGELDMIQEAKDLGALMHFA
                     KPFDIDEIRQAVRNELAVEA"
     gene            5065072..5065596
                     /locus_tag="BA_5582"
                     /old_locus_tag="BA5582"
                     /db_xref="Pathema:BA_5582"
     CDS             5065072..5065596
                     /locus_tag="BA_5582"
                     /old_locus_tag="BA5582"
                     /note="identified by similarity to EGAD:8101"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29224.1"
                     /db_xref="Pathema:BA_5582"
                     /translation="MLKIFSTQLSGYFSRVSQKEEMNIEDSARLLAQALVGEGFIYLH
                     GTNEMDGIVAEALFGAEPMKQAKRLFENGKEVEVTSADRVLLISRFSTDEEVVAIAKK
                     LQADGHSIVGISAIQEGTESLEQYTDVHIDTKLLKGLIPDDEGNRYGFPSLMIALFAY
                     HGIKFTIDEMLNEY"
     gene            complement(5065628..5067235)
                     /gene="pyrG"
                     /locus_tag="BA_5583"
                     /old_locus_tag="BA5583"
                     /db_xref="Pathema:BA_5583"
     CDS             complement(5065628..5067235)
                     /gene="pyrG"
                     /locus_tag="BA_5583"
                     /old_locus_tag="BA5583"
                     /EC_number="6.3.4.2"
                     /note="identified by match to protein family HMM PF00117;
                     match to protein family HMM PF06418; match to protein
                     family HMM TIGR00337"
                     /codon_start=1
                     /transl_table=11
                     /product="CTP synthase"
                     /protein_id="AAP29225.1"
                     /db_xref="Pathema:BA_5583"
                     /translation="MTKYIFVTGGVVSSLGKGITAASLGRLLKNRGLNVTIQKFDPYI
                     NVDPGTMSPYQHGEVFVTDDGAETDLDLGHYERFIDINLNKYSNVTTGKIYSSVLQKE
                     RRGEYLGGTVQVIPHITNEIKERVYRSGRETNADVVITEIGGTVGDIESLPFLEAIRQ
                     IKSDIGRDNVMYIHCTLIPYLKAAGEMKTKPTQHSVKELRSLGIQPNIIVVRTEMPVS
                     QDMKDKLALFCDIDTKAVIEARDADTLYAVPLSLQEQNMDQIVCDHLKLDNPAADMTE
                     WTALVEKVRNLSKKTKIALVGKYVELQDAYISVVEALRHAGYSFDTDVEVKWVNAEHV
                     TAENVQELVGDTDGILVPGGFGDRGVEGKIVAIQYARENKVPFLGICLGMQLASIEFA
                     RNVLGLEGANSSEINPDTPYAIIDLLPEQKDVEDLGGTLRLGLYPCKLSEETNAYNAY
                     NEPVVYERHRHRYEFNNQFRPDMEKAGFVFSGTSPDGRLVEIIELKDHPWFVAAQFHP
                     ELVSRPNRPQPLFHDFVKASLTNKESK"
     gene            complement(5067493..5068020)
                     /gene="rpoE"
                     /locus_tag="BA_5584"
                     /old_locus_tag="BA5584"
                     /db_xref="Pathema:BA_5584"
     CDS             complement(5067493..5068020)
                     /gene="rpoE"
                     /locus_tag="BA_5584"
                     /old_locus_tag="BA5584"
                     /EC_number="2.7.7.6"
                     /note="identified by similarity to EGAD:12294; match to
                     protein family HMM PF05066"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-directed RNA polymerase, delta subunit"
                     /protein_id="AAP29226.1"
                     /db_xref="Pathema:BA_5584"
                     /translation="MDFKQYSPEELKECSMIEVVHSVLGDKRQATTFNELVQEIAQVL
                     GLSQEQVNAKIAQFYTDLNIDGRFINLGENRWGLRSWYPYEQIDEEILPQPKPKKKRK
                     VEDDGFDDYIEEDEDFDDADVTEDEDDDVEDLDKVLEDEDGDDDDLDDLDEDEDDFAE
                     EELEYDETEEEEEEL"
     gene            complement(5068175..5068777)
                     /locus_tag="BA_5585"
                     /old_locus_tag="BA5585"
                     /db_xref="Pathema:BA_5585"
     CDS             complement(5068175..5068777)
                     /locus_tag="BA_5585"
                     /old_locus_tag="BA5585"
                     /note="identified by similarity to OMNI:NTL01BH3803; match
                     to protein family HMM PF00440"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, TetR family"
                     /protein_id="AAP29227.1"
                     /db_xref="Pathema:BA_5585"
                     /translation="MKDEKLVALRREQMIKGAVQLFKQKGFPRTTTREIAKAAGFSIG
                     TLYEYIRTKDDVLYLVCDSIYEHVKERLEEVVCTEKGSVESLKIAITNYFKVMDELQE
                     EVLIMYQEVRFLPKESLPYVLEKEFQMVGMFENILEQCTENGTFTLNKKEIQLLAHNI
                     FIQGQMWGFRRWALQKLYTLEEYTEMQIRYVLQGAHMLPK"
     gene            complement(5068869..5070008)
                     /locus_tag="BA_5586"
                     /old_locus_tag="BA5586"
                     /db_xref="Pathema:BA_5586"
     CDS             complement(5068869..5070008)
                     /locus_tag="BA_5586"
                     /old_locus_tag="BA5586"
                     /EC_number="1.3.99.-"
                     /note="identified by similarity to SP:P45867; match to
                     protein family HMM PF00441; match to protein family HMM
                     PF02770; match to protein family HMM PF02771; match to
                     protein family HMM PF08028"
                     /codon_start=1
                     /transl_table=11
                     /product="acyl-CoA dehydrogenase"
                     /protein_id="AAP29228.1"
                     /db_xref="Pathema:BA_5586"
                     /translation="MHFKLSEEHEMIRKMVRDFAKNEVAPTAAERDEEERFDRAIFDQ
                     MAELGLTGIPWPEEYGGIGSDYLAYVIAIEELSRVCASTGVTLSAHTSLAGWPIFKFG
                     TEEQKQTFLRPMAEGKKIGAYGLTEPGSGSDAGGMKTIAKRDGDHYVLNGSKIFITNG
                     GIADIYVVFALTDPESKQRGTSAFIVESDTPGFSVGKKESKLGIRSSPTTEIMFEDCR
                     IPVENLLGEEGQGFKIAMQTLDGGRNGIAAQAVGIAQGALDASVAYARERYQFGKPIA
                     AQQGIGFKLADMATDVEAARLLTYQAAWLESEGLPYGKESAMSKVFAGDAAMKVTTEA
                     VQVFGGYGYTKDYPVERYMRDAKITQIYEGTQEIQRLVISRMLTK"
     gene            complement(5070030..5071160)
                     /locus_tag="BA_5587"
                     /old_locus_tag="BA5587"
                     /db_xref="Pathema:BA_5587"
     CDS             complement(5070030..5071160)
                     /locus_tag="BA_5587"
                     /old_locus_tag="BA5587"
                     /EC_number="1.3.99.-"
                     /note="identified by similarity to SP:P45857; match to
                     protein family HMM PF00441; match to protein family HMM
                     PF02770; match to protein family HMM PF02771; match to
                     protein family HMM PF08028"
                     /codon_start=1
                     /transl_table=11
                     /product="acyl-CoA dehydrogenase"
                     /protein_id="AAP29229.1"
                     /db_xref="Pathema:BA_5587"
                     /translation="MNFRFNEEQQMMRKMVRDFAQKEIAPFVPSMEQGVFPTEILQKM
                     GELGLMGIPAPAKYGGSEMDFISYILAIEEISKVSATVGVILAVHTSVGMNPILYFGT
                     EEQKEKYVSKLATGEYLGAFALTEPNAGSDAGSLKSRAVKKGDHYIINGSKVFITNGG
                     EASTYIVFASTNPEAGKSGISAFIVEKDTPGLIIGKDEHKMGLLGSRTVQLTFEDMKV
                     PAENLLGEEGQGFKVAMANLDVGRIGIGAQALGIAEAALACAIDYAKEREQFGKPIAE
                     QQGIGFKLADMATSVEAARLLVYRAASLRAQGLPCGKEASIAKLFASKTAVEVAIEAV
                     QVFGGYGYTKDYPVERFFRDAKITQIYEGTSEIQKLVISRAL"
     gene            complement(5071234..5072085)
                     /locus_tag="BA_5588"
                     /old_locus_tag="BA5588"
                     /db_xref="Pathema:BA_5588"
     CDS             complement(5071234..5072085)
                     /locus_tag="BA_5588"
                     /old_locus_tag="BA5588"
                     /note="identified by match to protein family HMM PF00725;
                     match to protein family HMM PF02737"
                     /codon_start=1
                     /transl_table=11
                     /product="3-hydroxyacyl-CoA dehydrogenase"
                     /protein_id="AAP29230.1"
                     /db_xref="Pathema:BA_5588"
                     /translation="MGVQKIVVIGAGQMGSGIAQVCAMAGYDVKVQDLKQEQLDRGLA
                     ITTKNLARQVEKGRMKEEEKEATLNRLTVTLDLDCVKEADLIIEAAVEKMDIKKKIFA
                     NLDEIAPEHAILATNTSSLPITEIAAVTKRPEKVIGMHFMNPVPVMKLVEIIRGLATD
                     DAVYETIEDITKKIGKVPVEVNDFPGFVSNRILLPMINEAIYTLYEGVATKEAIDEVM
                     KLGMNHPMGPLTLADFIGLDTCLYIMEVLHEGLGDSKYRPCPLLRKYVNAGWLGRKTG
                     RGFYVYE"
     gene            complement(5072135..5073316)
                     /locus_tag="BA_5589"
                     /old_locus_tag="BA5589"
                     /db_xref="Pathema:BA_5589"
     CDS             complement(5072135..5073316)
                     /locus_tag="BA_5589"
                     /old_locus_tag="BA5589"
                     /note="identified by match to protein family HMM PF00108;
                     match to protein family HMM PF02803; match to protein
                     family HMM TIGR01930"
                     /codon_start=1
                     /transl_table=11
                     /product="acetyl-CoA acetyltransferase"
                     /protein_id="AAP29231.1"
                     /db_xref="Pathema:BA_5589"
                     /translation="MSKTVILSAARTPVGKFGGSLKDVKATELGGIAIKAALERANVS
                     ASDVEEVIFGTVIQGGQGQIPSRQAARAAGIPWEVQTETVNKVCASGLRAVTLADQII
                     RTGDQSLIVAGGMESMSNSPYILRGARWGYRMGNNEVIDLNVADGLTCAFSGIHMGVY
                     GGEVAKEDGISREAQDEWAYRSHQRAVSAHKEGRFEEEIVPVTIPQRKGDPIVVAKDE
                     APREDTTIEKLAKLKPVFDKTATVTAGNAPGLNDGGAALVLMSEDRAKQEGRKPLATI
                     LAHTAIAVESKDFPRTPGYAINALLEKTGKKIEDIDLFEINEAFAAVAIASTEIAGID
                     PEKLNVNGGAVAMGHPIGASGARIIVTLIHALKQRGGGIGIASICSGGGQGDAVMIEV
                     H"
     gene            complement(5073427..5075538)
                     /locus_tag="BA_5590"
                     /old_locus_tag="BA5590"
                     /db_xref="Pathema:BA_5590"
     CDS             complement(5073427..5075538)
                     /locus_tag="BA_5590"
                     /old_locus_tag="BA5590"
                     /note="identified by match to protein family HMM PF02754"
                     /codon_start=1
                     /transl_table=11
                     /product="ferredoxin, 4Fe-4S"
                     /protein_id="AAP29232.1"
                     /db_xref="Pathema:BA_5590"
                     /translation="MNSLLIINWLAAIAVIAYAGYLFVYLIRTRMAYIQLGKKIEFDR
                     RFKERWDLLKVNVFGQKKLLKDKKSGIIHVMFFYGFILVQFGAIDFVWKGLAPGSHLP
                     LGPLYPAFTFFQEIVTLVILIAVFWAFHRRYVEKLVRLKRNFKSGLVLIFIGGLMISV
                     LLGNGMGIIWHGEELSWSEPIASAIAYVFSGINETAAISVFYFSWWVHLLILLTFLVY
                     VPQSKHAHLIAGPANVFFGRLSNPGKLEKIDFEDETQETFGVGKIEDFRQNQLIDLYA
                     CVECGRCTNMCPATGTGKMLSPMDLILKLRDHLTDKGAAVTSKAPWVPVVAFNNTQGN
                     QLAMMAAGKGQQESAAATLAYDPSLIGDVITEEEIWACTTCRNCEDQCPVMNEHVDKI
                     IDLRRYLVLTEGKMDAEAQRAMTNIERQGNPWGLNRKERETWRQGDDEVTVPTVKEKS
                     KAGEEFEYLFWVGSMGSYDNRSQKIVISFAKLMNEAGISFAILGNKEKNSGDTPRRLG
                     NEFVFQEMATKNIEEFEKAGVKKIVTIDPHAYNTFKNEYPDFGLQAEVYHHTELLAQW
                     VKEGRLKPVHAIEETVTYHDSCYLGRYNEVYEAPRDILKAIPGVNLVEMARNRETGMC
                     CGAGGGLMWMEETTGSRINVARTEQALAVQPSIIGTGCPYCLTMISDGTKAKEVEEKV
                     QTLDVTEILERSVIGQKKEAM"
     gene            5075845..5077038
                     /locus_tag="BA_5591"
                     /old_locus_tag="BA5591"
                     /db_xref="Pathema:BA_5591"
     CDS             5075845..5077038
                     /locus_tag="BA_5591"
                     /old_locus_tag="BA5591"
                     /note="identified by similarity to SP:O66043; match to
                     protein family HMM PF00614"
                     /codon_start=1
                     /transl_table=11
                     /product="cardiolipin synthetase domain protein"
                     /protein_id="AAP29233.1"
                     /db_xref="Pathema:BA_5591"
                     /translation="MFFLPLLLIGIALWIIIDLSYGRIVHLRRVRSRSFPLRQSDFHL
                     YTYGKDLYDTLFTDIKQAKHHVHVLFFIVKNDKISREFLKLLIDKAKEGIEVRLLLDR
                     LGSHHLSNEAIRSLQKHGVSFSFCHKVKFPFPFFSANQRNHRKITVIDGKIGYIGGFN
                     IGEEYLGHNERLGLWRDYHLRLTGEGVQDLQKQFLHDWFDDTNQNLLVASLYFPKQQP
                     GTIQHQFIPTDGAYLQHTFLHLIEGAKKELFIGTPYFIPGRKIMNALLEARKRGVQIT
                     ILVPEKADHALVREAKFPYCRKLIQAGCNIYAFQQGFFHAKVIIVDDYICDIGTANFD
                     MRSLYINHEINCLLYDKHFIQTVRNKFHKDLGNASLLSFKDVSPHSLIDRGKEWIGTI
                     LAFFL"
     gene            5077047..5078024
                     /gene="uvdE"
                     /locus_tag="BA_5592"
                     /old_locus_tag="BA5592"
                     /db_xref="Pathema:BA_5592"
     CDS             5077047..5078024
                     /gene="uvdE"
                     /locus_tag="BA_5592"
                     /old_locus_tag="BA5592"
                     /note="identified by match to protein family HMM PF03851;
                     match to protein family HMM TIGR00629"
                     /codon_start=1
                     /transl_table=11
                     /product="UV damage endonuclease UvdE"
                     /protein_id="AAP29234.1"
                     /db_xref="Pathema:BA_5592"
                     /translation="MHKGCVFIMIMRFGYVSHAMALWDCSPAKTITFTSFQKLSKQER
                     EDKLYDVTKQNLEHTIRILHYNIAHEIPLYRLSSSIVPLATHPEVEFDYIGAFTPLWR
                     KIGALIKEHNLRISFHPNQFTLFTSDKPHITTNAITDMTYHYKVLDAIGIADSSYINI
                     HVGGAYGNKEKAIERFHENIKKLPAHIKKQMTLENDDKTCTTAETLSICQKEKIPFVF
                     DYHHHMANLCEEPLEELLPAIFETWSHTNIVPKVHISSPKSKKEFRAHAEYIDLEFIK
                     PFLHVAKKINHNFDIMIESKQKDLAMLQFIQELSSIRGIKRISSSTLQW"
     gene            5078152..5080830
                     /locus_tag="BA_5593"
                     /old_locus_tag="BA5593"
                     /db_xref="Pathema:BA_5593"
     CDS             5078152..5080830
                     /locus_tag="BA_5593"
                     /old_locus_tag="BA5593"
                     /note="identified by similarity to GP:6759486; match to
                     protein family HMM PF00563; match to protein family HMM
                     PF00989; match to protein family HMM PF00990; match to
                     protein family HMM TIGR00229; match to protein family HMM
                     TIGR00254"
                     /codon_start=1
                     /transl_table=11
                     /product="sensory box/GGDEF family protein"
                     /protein_id="AAP29235.1"
                     /db_xref="Pathema:BA_5593"
                     /translation="MINQKKYVHFVTMYIIIFSLWIFLIPKDLNIKEIGILFLFCFAT
                     LFSCYCLYKAIKKMKRGDKLFWVLVLCTCLCGLTMEITLFLHSLSIYDQVIFSYKALP
                     FFIVQYILLFSGFAIKFIKHYSIRGLAQFSFDSIFIVIMNIYFTLTFILDISSFRMLT
                     TDTWVLIGYFIAQSLVIYAVISLYRREEYSSSRISLIIGFTIILVYGYIHLFQLNAGI
                     KPSSEVSYLIHTASILLIGLSSILYILDKPIQHETKTKYYRFDYVRFILPYFSIIITF
                     SFIIFQPWDDKFMLIGLVLSLILLFLRQLYMWKDNQALIDTYEQLTTQLEGKVEEGAS
                     ALSKSEQRYKSLFEDHPDAVFSLNMYGIFQQSNTACESLFTAYYCEVESYSLLHFIDP
                     KDHDLLQKALQLTKEGSPQTLEVRTKEKEGYYYYLHITLIPTFINKEVVGMFGIARDI
                     TTLYEKQKQVEHLAFHDALTGLPNRRKFEKDLKNILNTAQASANDVAVMFLDLDRFKK
                     INDRLGHGIGDLLLIEVAKRLRGCLRSKDVVARQGGDEFTILLPDMYSEKSAAFIAEQ
                     ILNILNKPFFIKDEELSITPSIGIAMYPDCGTDVTELMKNADMAMYRAKANGKNRFVF
                     FSKEMSIAQNESNFLEGELSKALQQNEFFLEYQPQVGTKTKQIIGFEALIRWKHPKLG
                     IVSPAQFIPLAEETGFIIELGNWILRTACLEAKRWHNQGFSHLKVGVNLSVVQFNHAD
                     LIPTISKVLEETELKPEALDIEITESIAINQNQSVVAKLEQLQNLGIQISIDDFGTGY
                     SSLAYLTKYPINTLKIAREFICGITTSPLEEAIISSIITLSKELNLEVIAEGVETEEQ
                     WKFLYEQNCDHIQGFFISKPVSSKDVWRLLHKKTTV"
     gene            complement(5080849..5080995)
                     /gene="papR"
                     /locus_tag="BA_5594"
                     /old_locus_tag="BA5594"
                     /db_xref="Pathema:BA_5594"
     CDS             complement(5080849..5080995)
                     /gene="papR"
                     /locus_tag="BA_5594"
                     /old_locus_tag="BA5594"
                     /note="identified by similarity to GP:5305717; match to
                     protein family HMM PF05968"
                     /codon_start=1
                     /transl_table=11
                     /product="cell-cell signaling protein PapR"
                     /protein_id="AAP29236.1"
                     /db_xref="Pathema:BA_5594"
                     /translation="MKKLLIGSLLTLAMAWGISLGDTALEKNQVISHNDQEVQLASDV
                     PFEY"
     gene            complement(5081085..5081942)
                     /gene="plcR"
                     /locus_tag="BA_5595"
                     /old_locus_tag="BA5595"
                     /note="global transcriptional regulator PlcR, authentic
                     point mutation; this gene contains a premature stop which
                     is not the result of sequencing error"
                     /pseudo
                     /db_xref="Pathema:BA_5595"
     gene            5082356..5082454
                     /locus_tag="BA_5596"
                     /old_locus_tag="BA5596"
                     /db_xref="Pathema:BA_5596"
     CDS             5082356..5082454
                     /locus_tag="BA_5596"
                     /old_locus_tag="BA5596"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29237.1"
                     /db_xref="Pathema:BA_5596"
                     /translation="MENFNLPIKKIKPNFILHNLTKTIKYMVKISL"
     gene            complement(5082658..5083260)
                     /locus_tag="BA_5597"
                     /old_locus_tag="BA5597"
                     /db_xref="Pathema:BA_5597"
     CDS             complement(5082658..5083260)
                     /locus_tag="BA_5597"
                     /old_locus_tag="BA5597"
                     /note="identified by similarity to OMNI:NTL01BS03401;
                     match to protein family HMM PF00072; match to protein
                     family HMM PF00196"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator"
                     /protein_id="AAP29238.1"
                     /db_xref="Pathema:BA_5597"
                     /translation="MIRIIIAEDQRMLRGALGALLDLEDDIEVIGQAANGEEALKLIE
                     SLKPDVSIMDIEMPIQSGLDVAETLKKEKSACKVMILTTFARPGYFERAMKAGVHGYL
                     LKDSPSEDLAASIRNVMKGKREISQDLMFGLWQEQNPLSDREKEVLLLAKEGKTANEI
                     AKALYLSPGTVRNYISEVLTKLDAKNRIEAITIAEEKGWI"
     gene            complement(5083257..5084387)
                     /locus_tag="BA_5598"
                     /old_locus_tag="BA5598"
                     /db_xref="Pathema:BA_5598"
     CDS             complement(5083257..5084387)
                     /locus_tag="BA_5598"
                     /old_locus_tag="BA5598"
                     /EC_number="2.7.13.3"
                     /note="identified by similarity to GP:6759481; match to
                     protein family HMM PF02518; match to protein family HMM
                     PF07730"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase"
                     /protein_id="AAP29239.1"
                     /db_xref="Pathema:BA_5598"
                     /translation="MIEKKRIEIFPKHMGFFPYMWFVYLLFPIYHLVQASGWKLIIGS
                     GMLIIFIITYRQLYFVQRTFIFLACIQMILIFLFALFYNPFMIFFGFFTASAMGFAPS
                     KKVFRVLLCLLVIMLGAFVFVNMNQLTPTSLVNIVPMFILMILTPFGMRNFNQKKMLR
                     NQLNEANEQIKDLVKREERQRIARDLHDTLGHTLSLITLKSQLVEKLIVKNPERASTE
                     AKEITQTSRTALKQLRELISDMRMITVEEELEQIKAILQAANIRLEIKQETSASSLSP
                     IEQNILGMCLREAVTNVVKHSKATRCTVSVLESQGELILTVEDNGIGLADQNHDGNGI
                     RGMKERIALIDGSVELDMINPGTLLTVKVPVVIRTGKDGVRA"
     gene            complement(5084388..5085122)
                     /locus_tag="BA_5599"
                     /old_locus_tag="BA5599"
                     /db_xref="Pathema:BA_5599"
     CDS             complement(5084388..5085122)
                     /locus_tag="BA_5599"
                     /old_locus_tag="BA5599"
                     /note="identified by similarity to GP:6759480; match to
                     protein family HMM PF01061"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter, permease protein"
                     /protein_id="AAP29240.1"
                     /db_xref="Pathema:BA_5599"
                     /translation="MRALWMQCKIEVLRTFRNKLFIFFSLLMPVMFYYIFTNVVQVPQ
                     NGDAWKAHYLISMATFSIVGTALFSFGVRISQEKGQGWTHLLKITPLPEGAYLTAKII
                     AQTVVNAFSILVIFIAGVLINHVELTVGQWIGAGLWLLLGVTPFLALGTVIGSIKKAD
                     AAAGLANILNMSLAVIGGLWMPIEVFPKILRTIGEWTPTYHFGSGAWDIVAGKSIGWE
                     NIAVLGGYFLIFVVISIYIRKRQEAV"
     gene            complement(5085119..5086021)
                     /locus_tag="BA_5600"
                     /old_locus_tag="BA5600"
                     /db_xref="Pathema:BA_5600"
     CDS             complement(5085119..5086021)
                     /locus_tag="BA_5600"
                     /old_locus_tag="BA5600"
                     /note="identified by match to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP29241.1"
                     /db_xref="Pathema:BA_5600"
                     /translation="MEKIIEVNSVSKTFKHKKAVNNVSFHVNKGEIVALLGPNGAGKT
                     TTMSMMLGLKDPTEGTVSIFGKNPKHRDVRNSLGAMLQEVSVIDSITVEEAIELFRSY
                     YTNPVAKETLLQLSNLELERKQRCEKLSGGQKRRLNFALALAGNPDLLFLDEPTVGMD
                     ITSRRTFWETIRKLVSEGKTIILTTHYLEEADALADRILLFVNGKIIADGTPDEMKAT
                     ISRKTISFYSKESIPAKLLKELPNVTEVQAKEGHFTLTTEDTDATLKAIYQKNLPVTD
                     VSVERGSLDEAFEQFVANQKEEIA"
     gene            5086179..5086973
                     /gene="maP3"
                     /locus_tag="BA_5601"
                     /old_locus_tag="BA5601"
                     /db_xref="Pathema:BA_5601"
     CDS             5086179..5086973
                     /gene="maP3"
                     /locus_tag="BA_5601"
                     /old_locus_tag="BA5601"
                     /EC_number="3.4.11.18"
                     /note="identified by similarity to SP:P19994; match to
                     protein family HMM PF00557; match to protein family HMM
                     TIGR00500"
                     /codon_start=1
                     /transl_table=11
                     /product="methionine aminopeptidase, type I"
                     /protein_id="AAP29242.1"
                     /db_xref="Pathema:BA_5601"
                     /translation="MIQSGKIYIRGRTVVFMIIRNEQDLEGLRKIGRIVALAREEMKK
                     EAKPGMTTKELDLIGKKVLDEHGAISAPEKEYDFPGVTCISVNEEVAHGIPGDRVLKE
                     GDLVNVDVSAALDGYYADTGISFVLGEDEAKEKLCQAAVDAFWAAMKKVKAGSKQNQI
                     GRAVSNFAHKNGYNVIQNLTGHGIGLSLHEAPNHILSYFDPMDNALLKDGLVIAVEPF
                     ISMKADHIIERGDDGWTFVTPDKSLVAQCEHTVVVTRGEPIILTEI"
     gene            5087800..5095385
                     /locus_tag="BA_5604"
                     /old_locus_tag="BA5604"
                     /note="LPXTG-motif cell wall anchor domain protein,
                     degenerate; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_5604"
     gene            complement(5095642..5095773)
                     /locus_tag="BA_5605"
                     /old_locus_tag="BA5605"
                     /db_xref="Pathema:BA_5605"
     CDS             complement(5095642..5095773)
                     /locus_tag="BA_5605"
                     /old_locus_tag="BA5605"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     premature stop; identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29243.1"
                     /db_xref="Pathema:BA_5605"
                     /translation="MRNKKTYAYLHMFGGDMYAIILNEGSLSTWKAPTLHESSVPKL"
     gene            5095873..5097273
                     /locus_tag="BA_5606"
                     /old_locus_tag="BA5606"
                     /db_xref="Pathema:BA_5606"
     CDS             5095873..5097273
                     /locus_tag="BA_5606"
                     /old_locus_tag="BA5606"
                     /note="identified by similarity to GP:16033408; match to
                     protein family HMM PF01546; match to protein family HMM
                     PF02225; match to protein family HMM PF04389"
                     /codon_start=1
                     /transl_table=11
                     /product="putative aminopeptidase"
                     /protein_id="AAP29244.1"
                     /db_xref="Pathema:BA_5606"
                     /translation="MKKSLKQKIVSSLLAVSLAVSLAPIGQANADSTSEIKQTSSITK
                     QVDASRAIEHIRFLSETIGPRPGGTKSEEWASRYVGMQLKSMGYEVEYQPFQVPDQYV
                     GFIESPLSTKRNWQTGAAPNALISTESVTAPLIFVQGGTKLEDIPNEVNGKIVLFERG
                     TTVADYNKQVENAVSKGAKGVLLYSLIGGRGNYGQTFNPRLTKKQSIPVFGLAYAQGN
                     AFKEEIAKKGTTILSLKARHESNLTSLNVIAKKKPKNSTGNEKAVVVSSHYDSVVGAP
                     GANDNASGTGLVLELARAFQNVETDKEIRFIAFGSEETGLLGSDYYVNSLSPKERDRI
                     LGVFNADMVATNYDKAKNLYAMMPNGSPNLVTDAALQAGKQLNNDLVLQGKFGSSDHV
                     PFAEVGIPAALFIWMGVDSWNPLIYHIEKVYHTPQDNVFENISPERMKMALEVIGTGV
                     YNTLQQSVTQTEQKAA"
     gene            5097422..5097796
                     /locus_tag="BA_5607"
                     /old_locus_tag="BA5607"
                     /db_xref="Pathema:BA_5607"
     CDS             5097422..5097796
                     /locus_tag="BA_5607"
                     /old_locus_tag="BA5607"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29245.1"
                     /db_xref="Pathema:BA_5607"
                     /translation="MKKMILAGALTLAGITGATAFITETKVAAATQEQKFTKFYSLQT
                     GGSSEQEPIFLQKGQELTIQPNSKTPSYSVYDSNHNLIGRYSDGYGRIFTAKTDGNMY
                     VQFHAPYVYYSPVSFSVTYTIQ"
     gene            complement(5097822..5098493)
                     /locus_tag="BA_5608"
                     /old_locus_tag="BA5608"
                     /db_xref="Pathema:BA_5608"
     CDS             complement(5097822..5098493)
                     /locus_tag="BA_5608"
                     /old_locus_tag="BA5608"
                     /note="identified by similarity to GP:15026551"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved domain protein"
                     /protein_id="AAP29246.1"
                     /db_xref="Pathema:BA_5608"
                     /translation="MKEFANQFVIFEVAGVTMFLAFIALLICVASWVYTDAKVHQMSK
                     GWSVLAVILPFFFGFLLYMVRRSKKKVEGEYKMNFVKKQKVTLVAILASTMFVLLSGF
                     TFAQTLDDAWRAGDIYLENEKQGETGYEAKFSSWDIAGKDIELQYDKDTEMTFSYETD
                     AKRGNLCFSLYERQGEGISELKEICESKKGTFTVTLKANEEYVLNISGLKVKDGFVKV
                     NWQEK"
     gene            complement(5098477..5098791)
                     /locus_tag="BA_5609"
                     /old_locus_tag="BA5609"
                     /db_xref="Pathema:BA_5609"
     CDS             complement(5098477..5098791)
                     /locus_tag="BA_5609"
                     /old_locus_tag="BA5609"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29247.1"
                     /db_xref="Pathema:BA_5609"
                     /translation="MKEDKFEQKIKSSLAEEIIPSEELIDNTKQGVRKAQKLEKRWMI
                     CIHVIWIVLLTVVIEQFVTHLDNKIPIIIAVVIMMHVYIPIYVVIQSFLKKEYKLHER
                     VR"
     gene            complement(5098778..5099305)
                     /locus_tag="BA_5610"
                     /old_locus_tag="BA5610"
                     /db_xref="Pathema:BA_5610"
     CDS             complement(5098778..5099305)
                     /locus_tag="BA_5610"
                     /old_locus_tag="BA5610"
                     /note="identified by match to protein family HMM PF04542;
                     match to protein family HMM PF04545; match to protein
                     family HMM PF08281; match to protein family HMM TIGR02937"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA polymerase sigma-70 factor, ECF family"
                     /protein_id="AAP29248.1"
                     /db_xref="Pathema:BA_5610"
                     /translation="MEEKVEELIDIYKQQIYSLCYKLAKTKEDAEDIFQETWIKVFSS
                     RHQLSYVENYKKWITTICVRTFYDFYSKKKRWKDRVLDLFHKEDGGEIEFADDVNISE
                     EFIQKVEAEMIREVIQLLNEKYKTVLVLYYYEQYSYKEMSEILNIPIGTVKYRLNYAK
                     KQMREHLEGFVHEGR"
     gene            complement(5099702..5101372)
                     /gene="argS2"
                     /locus_tag="BA_5611"
                     /old_locus_tag="BA5611"
                     /db_xref="Pathema:BA_5611"
     CDS             complement(5099702..5101372)
                     /gene="argS2"
                     /locus_tag="BA_5611"
                     /old_locus_tag="BA5611"
                     /EC_number="6.1.1.19"
                     /note="identified by similarity to SP:P46906; match to
                     protein family HMM PF00750; match to protein family HMM
                     PF03485; match to protein family HMM PF05746; match to
                     protein family HMM TIGR00456"
                     /codon_start=1
                     /transl_table=11
                     /product="arginine--tRNA ligase"
                     /protein_id="AAP29249.1"
                     /db_xref="Pathema:BA_5611"
                     /translation="MNSLEQVKGLIKEEIQAAVLKAELATEEQIPNVVLESPKDKTNG
                     DFSTNMAMQLARVAKKAPRMIAEELVANFDKAKASTEKIEIAGPGFINFYMDNSYLTD
                     LIPTIVNAGEAYGETNTGKGEKVQVEFVSANPTGDLHLGHARGAAVGDTLCNLLAKAG
                     YDVSREYYINDAGNQIHNLALSVEARYMQALGLEKEMPEDGYHGADIIGIGKRLAEEF
                     GDRYAKADEKESYEFYREYGLKYELAKLQKDLESFRVKFDVWFSETSLYKNGKIDQAL
                     AVLKERDEIFEEDGATWFRSMTYGDDKNRVLIKNDGSYTYLTPDIAYHRDKLERGFDK
                     LINIWGADHHGYIPRMKAAIQALGYDKETLEVEIIQMVQLYQNGEKMKMSKRTGKAVT
                     LRELMEEVGVDAMRYFFAMRSGDSHLDFDMDLAVSKSNENPVYYAQYAHARVCSILRQ
                     GEELGLATGGDVNYKLVTSEKEVELLKKLGEFPAVVADAAQKRLPHRITNYAFELAAT
                     LHSFYNAEKVLNQDNLELSKARYELMKAVRTTLQNALAIVGVSAPEKM"
     gene            complement(5101372..5101809)
                     /locus_tag="BA_5612"
                     /old_locus_tag="BA5612"
                     /db_xref="Pathema:BA_5612"
     CDS             complement(5101372..5101809)
                     /locus_tag="BA_5612"
                     /old_locus_tag="BA5612"
                     /note="identified by similarity to EGAD:108312; match to
                     protein family HMM PF09148"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29250.1"
                     /db_xref="Pathema:BA_5612"
                     /translation="MEKQLAGLPVHVHFVTEIREGARKETVAFEANGQYYVKGQGTYV
                     TFQEPNEQGEVKTIIKIQDEQVLIMRSGAVSMRQTHVKGEWTTGTYTSELGTFALQTK
                     TDNVLFKWSDEKKKGQLFLTYALLLSEQEAGRYTITINLKEAK"
     gene            5102012..5102998
                     /locus_tag="BA_5613"
                     /old_locus_tag="BA5613"
                     /db_xref="Pathema:BA_5613"
     CDS             5102012..5102998
                     /locus_tag="BA_5613"
                     /old_locus_tag="BA5613"
                     /note="identified by similarity to EGAD:109203; match to
                     protein family HMM PF02016"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29251.1"
                     /db_xref="Pathema:BA_5613"
                     /translation="MLPTKLKKGDEIRVISPSCSLSIVSTENRRLAVKRLTELGFHVT
                     FSTHAEEIDRFASSSISSRVQDLHEAFRDPNVKAILTTLGGYNSNGLLKYLDYDLIRE
                     NPKFFCGYSDITALNNAIYTKTGLVTYSGPHFSSFGMEKGLEYTTDYFLQCLTSNKPI
                     EVLPSETWSDDSWYIDQENRKFIKNEGYVSIHEGEATGDIIGGNMSTLNLLQGTSYMP
                     NLKDKILFLEEDSLTGTSTLKTFDRYLHSLMQQQNFKHVKGIVIGKMQKGAECTIEDI
                     QEMIASKPELAHIPIIANASFGHTTPIFTFPIGGRATIISSKEKTSITILTH"
     gene            complement(5103024..5103386)
                     /locus_tag="BA_5614"
                     /old_locus_tag="BA5614"
                     /db_xref="Pathema:BA_5614"
     CDS             complement(5103024..5103386)
                     /locus_tag="BA_5614"
                     /old_locus_tag="BA5614"
                     /note="identified by similarity to OMNI:NTL01LL1791; match
                     to protein family HMM PF06486; match to protein family HMM
                     TIGR01655"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29252.1"
                     /db_xref="Pathema:BA_5614"
                     /translation="MKLVIKVLVVFAIILGGTAYYLNTKTEGVHAFVDNFFSNKEIQD
                     YYAVIDKGEKKDGEYLYTFKGYTEDGKLQVVKRMMNRELHTGAFIKIYAKGMQGKGWA
                     EIPKESIPQKALEKIEKR"
     gene            5103621..5104658
                     /locus_tag="BA_5615"
                     /old_locus_tag="BA5615"
                     /db_xref="Pathema:BA_5615"
     CDS             5103621..5104658
                     /locus_tag="BA_5615"
                     /old_locus_tag="BA5615"
                     /note="identified by similarity to PIR:A43577"
                     /codon_start=1
                     /transl_table=11
                     /product="membrane protein PfoR"
                     /protein_id="AAP29253.1"
                     /db_xref="Pathema:BA_5615"
                     /translation="MAILQGLALLLVVLCLFTLFSYRAPYGMKAMGALANAAIASFLI
                     EAFHRYIGGEMFHNKFLQSVGEASGSMSGVAAAILVALAIGVSPVYAVLIGIATSGFG
                     ILPGFFAGYVCAFVVKFLEKKLPAGVEFLAILFIAAPISRGMAMLMDPLVNATLGKIG
                     SMISVATTESPIIMGIMLGGLITVISTSPLSSMALTAMLALTGLPMAIGSLAVAASAP
                     MNFIFFKRLKICSKKDTIAVAIEPLTQADVVSANPIPIYATNFVGGALAGIITSLFQL
                     VNNAPGTASPIPGLLVLFGFNDVVKVTIAAVLCGIVTTIVGYIGSILFRKYPIRSADE
                     IRGISSEEKVA"
     gene            complement(5104890..5105018)
                     /locus_tag="BA_5616"
                     /old_locus_tag="BA5616"
                     /db_xref="Pathema:BA_5616"
     CDS             complement(5104890..5105018)
                     /locus_tag="BA_5616"
                     /old_locus_tag="BA5616"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29254.1"
                     /db_xref="Pathema:BA_5616"
                     /translation="MGKVKAESARPECEGDGASDIEAFFASKEEAKPPIILADAAR"
     gene            complement(5105006..5105878)
                     /locus_tag="BA_5617"
                     /old_locus_tag="BA5617"
                     /db_xref="Pathema:BA_5617"
     CDS             complement(5105006..5105878)
                     /locus_tag="BA_5617"
                     /old_locus_tag="BA5617"
                     /note="identified by match to protein family HMM PF00491;
                     match to protein family HMM TIGR01230"
                     /codon_start=1
                     /transl_table=11
                     /product="putative agmatinase"
                     /protein_id="AAP29255.1"
                     /db_xref="Pathema:BA_5617"
                     /translation="MRFDEAYSGKVFIKSHPSFEESEVVIYGMPMDWTVSYRPGSRFG
                     PARIREVSIGLEEYSPYLDRELEEVKYFDAGDIPLPFGNAQRSLDMIEEYVSKLLDAG
                     KFPLGLGGEHLVSWPIFKAMAKKYPDLAIIHMDAHTDLRESYEGEPLSHSTPIRKVCD
                     LIGPENVYSFGIRSGMKEEFEWAKEVGMNLYKFDVLEPLKEVLPKLEGRPVYVTIDID
                     VLDPAHAPGTGTLEAGGITSKELLDSIVAIANSNINVVGADLVEVAPVYDHSDQTPVA
                     ASKFVREMLLGWVK"
     gene            complement(5106096..5106923)
                     /gene="speE"
                     /locus_tag="BA_5619"
                     /old_locus_tag="BA5619"
                     /db_xref="Pathema:BA_5619"
     CDS             complement(5106096..5106923)
                     /gene="speE"
                     /locus_tag="BA_5619"
                     /old_locus_tag="BA5619"
                     /EC_number="2.5.1.16"
                     /note="identified by match to protein family HMM PF01564;
                     match to protein family HMM TIGR00417"
                     /codon_start=1
                     /transl_table=11
                     /product="spermidine synthase"
                     /protein_id="AAP29256.1"
                     /db_xref="Pathema:BA_5619"
                     /translation="MELWFTEKQTKHFGITARINRTLHTEQTEFQKLDMVETEEFGNM
                     LILDGMVMTTEKDEFVYHEMVAHVPLFTHPNPENVLVVGGGDGGVIREVLKHPSVKKA
                     TLVEIDGKVIEYSKQYLPSIAGALDNERVEVKVGDGFLHIAESENEYDVIMVDSTEPV
                     GPAVNLFTKGFYAGISKALKEDGIFVAQTDNPWFTPELITTVFKDVKEIFPITRLYTA
                     NIPTYPSGLWTFTIGSKKHDPLEVSEERFHEIETKYYTKELHNAAFALPKFVGDLIK"
     gene            complement(5107110..5108273)
                     /locus_tag="BA_5620"
                     /old_locus_tag="BA5620"
                     /db_xref="Pathema:BA_5620"
     CDS             complement(5107110..5108273)
                     /locus_tag="BA_5620"
                     /old_locus_tag="BA5620"
                     /note="identified by similarity to GP:4914624; match to
                     protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="putative multidrug resistance protein"
                     /protein_id="AAP29257.1"
                     /db_xref="Pathema:BA_5620"
                     /translation="MESKQKLGRLITVLATFLAFSGIGVVDPILPIIAEKIGASHWQV
                     EMLFTAYILTMAIMMLPAGIFASRFGDKRMMTIGLAIVTIFAFICGISQTIAQLSLFR
                     AGWGLGNAMFFATAMTLLIALSKEVHEAVGLYEAAIGLGMAGGPLLGGILGGHSWRYP
                     FFATSILIFLAFILVFFFVKEPERKVKRKAAGVGELLNLVKYKPFMQGAISGMLYYYG
                     FFVVLAYSPLIMHLSAIQLGFVFCGWGLALAYGSAILAHKLEGKYEPKALLKASLLVF
                     AIFLIALFFVKVMWLQIVLIVLSGLASGLNNALFTSYVMDISPYERSVTSGVYNFVRW
                     LGGAIAPILSGIIGHTVSPQSPFLVGGIVVLVGCIMILIPIRKPVEIETKALS"
     gene            complement(5108279..5108686)
                     /locus_tag="BA_5621"
                     /old_locus_tag="BA5621"
                     /db_xref="Pathema:BA_5621"
     CDS             complement(5108279..5108686)
                     /locus_tag="BA_5621"
                     /old_locus_tag="BA5621"
                     /note="identified by match to protein family HMM PF00376;
                     match to protein family HMM PF09278"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, MerR family"
                     /protein_id="AAP29258.1"
                     /db_xref="Pathema:BA_5621"
                     /translation="MYKIDEVTKQVGLTKRTLRYYEEIGLIHPPERSEGNIRLYTDED
                     IARIKRIVEAKEVLGITLQEMQHFLSLKERMEQRRNSENPRDREVIQEIKEMLEKQVQ
                     TLDEKMEQMQRVKAELEDSLHRAVTFLENTKGE"
     gene            5108838..5109563
                     /locus_tag="BA_5622"
                     /old_locus_tag="BA5622"
                     /db_xref="Pathema:BA_5622"
     CDS             5108838..5109563
                     /locus_tag="BA_5622"
                     /old_locus_tag="BA5622"
                     /note="identified by match to protein family HMM PF03009"
                     /codon_start=1
                     /transl_table=11
                     /product="glycerophosphoryl diester phosphodiesterase
                     family protein"
                     /protein_id="AAP29259.1"
                     /db_xref="Pathema:BA_5622"
                     /translation="MSKPLIFAHRGVKGTHPENTMIAFQEAERIGAHGIELDVHLSKD
                     GELVVIHDETVDRTTNGIGLVSEKTVEELQALDAGSHKDASFHEAKIPTLREVFIWLS
                     TTNFQLNIELKTDVIHYPNIEEKAVALVREYHLSNQIVFSSFNHESVSLLAEIAPEIP
                     RAILYDTPLADPIAEAKTREATGLHPNFQLLTKEFVQLAQKQGYVFRPYTINEYKDLQ
                     TMLDYGVDVIITDWPARAFELLS"
     gene            5109663..5111714
                     /locus_tag="BA_5623"
                     /old_locus_tag="BA5623"
                     /db_xref="Pathema:BA_5623"
     CDS             5109663..5111714
                     /locus_tag="BA_5623"
                     /old_locus_tag="BA5623"
                     /note="identified by similarity to OMNI:NTL01BH3818; match
                     to protein family HMM PF00905; match to protein family HMM
                     PF00912; match to protein family HMM TIGR02074"
                     /codon_start=1
                     /transl_table=11
                     /product="penicillin-binding protein"
                     /protein_id="AAP29260.1"
                     /db_xref="Pathema:BA_5623"
                     /translation="MDQTMNPKLKKYKRLFFTVMFSSVLFFVFSFFVIIIVAKIMGPP
                     PVAVPQTSVFYANDDTVIGQSNQVQKRYNVSLNEISPYVKEATLSIEDQRFYKHHGFD
                     MKRIAGAIVADLKAMAKVQGASTITQQYARNLYLDHDKTWKRKLLEAMYTIRLEVNYN
                     KNHILEGYLNTIYYGHGAYGIEAASRLYFDKTAKELTLAEASMLAGIPKGPSVYSPFL
                     KEDRAKGRQSLILDEMVEQGYITKKQAASAKKEPLTFASLDTKKVAEVAPYFQDAVQA
                     SLLRDVGLDEQALQKGGLRIYTTLDPKLQSVAEQAVKDHIPDTTNIQTALVSMNPKTG
                     EVAALVGGTDYNTSQFNRATQGARQPGSTFKPFLYYAALERGFTPATRLKSEYTVFTL
                     GDGVSKYKPKNYKDYYADDFVTMAQALAVSDNVYAVKTNLFLGEDILTKTAKQFGIKS
                     ALKDVPSLALGTSPVKPIEMVNAYSMFANGGKEVKPTFIRRIMDHEGNILYDAHLESK
                     QVLDKNKAFVMEEMMTGMFNKKLSSYAAVTGQSMLSKLSRTYAGKSGSTETDSWMIGF
                     TPQIVTGVWVGYDQPKSISNVAEQGYAKRIWTDTMEKGLDGQPKKEFKRPSDVVAVDI
                     NPENGKIATKNCPISVKMYFAKGTEPTEYCMDHVDDKEEFEKTSEEKKKTSWWKKYLP
                     W"
     gene            complement(5111937..5112446)
                     /locus_tag="BA_5624"
                     /old_locus_tag="BA5624"
                     /db_xref="Pathema:BA_5624"
     CDS             complement(5111937..5112446)
                     /locus_tag="BA_5624"
                     /old_locus_tag="BA5624"
                     /note="identified by similarity to EGAD:108331; match to
                     protein family HMM PF08741"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29261.1"
                     /db_xref="Pathema:BA_5624"
                     /translation="MTEKKKKIGFNIVKNDSTDGHGGFGVGALSLENISPVFVDVLEK
                     TAFVDIGAMHARSTVEKGIKFLTNKDEVPNGKPFWLVWVTIERTATGAYYAGVTACEM
                     TVDREIRRGYKSLPEHVNKMDKSLKRHIMVDHMDESSKKVLGTFLKEHNEAIWNESSE
                     ELRRALLSE"
     gene            complement(5112472..5113146)
                     /locus_tag="BA_5625"
                     /old_locus_tag="BA5625"
                     /db_xref="Pathema:BA_5625"
     CDS             complement(5112472..5113146)
                     /locus_tag="BA_5625"
                     /old_locus_tag="BA5625"
                     /EC_number="3.4.24.-"
                     /note="identified by match to protein family HMM PF02163"
                     /codon_start=1
                     /transl_table=11
                     /product="peptidase, M50 family"
                     /protein_id="AAP29262.1"
                     /db_xref="Pathema:BA_5625"
                     /translation="MDQLFRYPLHQIPLVAMAIIIALSVHEFAHAYVAYKFGDDTAKR
                     QGRLTLSPMAHLDPIGMIAVLILGFGWARPVPVNPYNFKRPRLAGILVSIAGPISNLI
                     LSAIGLIIWYSLLTFGVLDSIPFAVADTLAQFFQIFIMLNIVLLVFNLLPIPPLDGYR
                     VVEDLAPTNIRAKMTQYEKYGAIALLILVITPLSNYTIQPIFNVVIPYVFAFLNSIIA
                     PIFGLL"
     gene            5113258..5113443
                     /locus_tag="BA_5626"
                     /old_locus_tag="BA5626"
                     /db_xref="Pathema:BA_5626"
     CDS             5113258..5113443
                     /locus_tag="BA_5626"
                     /old_locus_tag="BA5626"
                     /EC_number="5.3.2.-"
                     /note="identified by similarity to SP:Q01468; match to
                     protein family HMM PF01361; match to protein family HMM
                     TIGR00013"
                     /codon_start=1
                     /transl_table=11
                     /product="4-oxalocrotonate tautomerase"
                     /protein_id="AAP29263.1"
                     /db_xref="Pathema:BA_5626"
                     /translation="MPYVTVKMLEGRTEEQKKALAEKVTAAVSETTGAPEENIVVFIE
                     EMSKNHYAVGGKRLSDK"
     gene            complement(5113483..5114787)
                     /locus_tag="BA_5627"
                     /old_locus_tag="BA5627"
                     /db_xref="Pathema:BA_5627"
     CDS             complement(5113483..5114787)
                     /locus_tag="BA_5627"
                     /old_locus_tag="BA5627"
                     /note="identified by match to protein family HMM PF01966"
                     /codon_start=1
                     /transl_table=11
                     /product="HD domain protein"
                     /protein_id="AAP29264.1"
                     /db_xref="Pathema:BA_5627"
                     /translation="MVYLNDKLSETKVFKDPVHKYVHVRDRVIWDLIGTKEFQRLRRI
                     KQLGTTFFTFHGAEHSRFTHSLGVYEIIRRMIDDVFDGRPNWNAEDRLLCLCAALLHD
                     VGHGPFSHSFEKVFSLDHEKFTQKIIVGDTEINRVLSRVDKDFPQKVADVIAKTSNNK
                     LAISMISSQIDADRMDYLLRDAYFTGVKYGNFDMERILRVMRPYGNQVVIKNSGMHAV
                     EHYIMSRYQMYWQVYFHPVTRSAEVILTKILHRAKSLHEKYYTFKNHPVHFYSLFEEE
                     VTVEDYLKLDENVMYYYFQVWQDEEDPILSDLCRRFMNRNLFKYVEFTDKHGLDNWME
                     LSSLFKKIGLDPEYYLVVDSTSDLPYDFYRAGEEEERLPILLLMPNGELRELSRESDI
                     VEAITGKKRRDQKLFYPHDLIYEDGRKGKYKERIIELLEGKK"
     gene            complement(5114934..5115878)
                     /locus_tag="BA_5628"
                     /old_locus_tag="BA5628"
                     /db_xref="Pathema:BA_5628"
     CDS             complement(5114934..5115878)
                     /locus_tag="BA_5628"
                     /old_locus_tag="BA5628"
                     /note="identified by similarity to EGAD:22102; match to
                     protein family HMM PF01497"
                     /codon_start=1
                     /transl_table=11
                     /product="iron compound ABC transporter, iron
                     compound-binding protein"
                     /protein_id="AAP29265.1"
                     /db_xref="Pathema:BA_5628"
                     /translation="MKNFKMALLAMVLVVTSVLFAACSNKEEKKADAKDAKTEERTVQ
                     HAKGEIKIPANPKKIADLSGSTEELLIFGMKPIITANTSQEKIDAHIEKKLKDVKPVG
                     SAWGDKINIEAVAAAKPDLILVNNRQEKIYDQLSKIAPTVMLKTPLDQWRPKFEEVGQ
                     IFGKEKETKEWFKQYDEKASKLHDKIVAKTGDAKFMKMAAYPNAFRVYGDYGYGSVIF
                     NDLKLPAVKGTPTDKPLVQVQKEALIDYNPDYLFVFTTGDGSQRLKEFQEESIWKNMN
                     AVKNNHVFTIKNEELNKGYFPLGKEMILDEVAEFVLGK"
     gene            complement(5116070..5116882)
                     /locus_tag="BA_5629"
                     /old_locus_tag="BA5629"
                     /db_xref="Pathema:BA_5629"
     CDS             complement(5116070..5116882)
                     /locus_tag="BA_5629"
                     /old_locus_tag="BA5629"
                     /note="identified by similarity to EGAD:37683; match to
                     protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="iron compound ABC transporter, ATP-binding
                     protein"
                     /protein_id="AAP29266.1"
                     /db_xref="Pathema:BA_5629"
                     /translation="MATLAVDAVSVGYNEGLIIDGLTVEIPEGKITTIIGPNGCGKST
                     LLKTASRILKAKKGTVYLDGKAIEKQPTKEIAKKMAILPQTAEVPTGLTVFELVSYGR
                     FPHQKGFGTLKEEDYRYIHWALEVTGMTEFANRPAEALSGGQRQRVWIAMALAQGTEL
                     LVLDEPTTYLDMAHQLEVLNLLKKLNEEEGRTIVMVIHDLNHASRFSDHMIALKAGKL
                     MKQGTPDEVMTSETLRNVFEIKAQIVPCPVNCKPICLTYDLAMISNQLRKKA"
     gene            complement(5116898..5117914)
                     /locus_tag="BA_5630"
                     /old_locus_tag="BA5630"
                     /db_xref="Pathema:BA_5630"
     CDS             complement(5116898..5117914)
                     /locus_tag="BA_5630"
                     /old_locus_tag="BA5630"
                     /note="identified by similarity to EGAD:37682; match to
                     protein family HMM PF01032"
                     /codon_start=1
                     /transl_table=11
                     /product="iron compound ABC transporter, permease protein"
                     /protein_id="AAP29267.1"
                     /db_xref="Pathema:BA_5630"
                     /translation="MRTSVLTKKNVSVLTILVGLIVTVFLVSLNTGTFKIPPMDVLKS
                     LVGLGAEDQSVILFEFRMPRMVIAILVGSALAMSGAILQGLSRNPLADPGIIGINAGA
                     GLTVVIFVYFFFGKVGTGTFLSVFILPFFALVGAILAAVIIYLLAWKDGVSSTRLILV
                     GIAVAAGFGAVSLIFSMKMTSNDFRFATIWLAGSLWGTDWKFVLSVLPWMVIFLPLAI
                     SKAHILNVMNLGDSTAVGLGVNVEKERRKLLFIAVCLAGASVAVAGGIGFIGLMAPHL
                     ARRLVGGKHQIMLPTAALIGTFLLLFADVISRSVLPTSEIPVGLVISVIGAPYFIYLL
                     MRTK"
     gene            complement(5117911..5118962)
                     /locus_tag="BA_5631"
                     /old_locus_tag="BA5631"
                     /note="iron compound ABC transporter, permease protein,
                     degenerate; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_5631"
     gene            complement(5119274..5119498)
                     /locus_tag="BA_5632"
                     /old_locus_tag="BA5632"
                     /db_xref="Pathema:BA_5632"
     CDS             complement(5119274..5119498)
                     /locus_tag="BA_5632"
                     /old_locus_tag="BA5632"
                     /note="identified by similarity to EGAD:108337"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29268.1"
                     /db_xref="Pathema:BA_5632"
                     /translation="MGNEFRVCDDCQATNVKTLIPKLKKVDSCATIEVGCQSYCGPGR
                     KKSFAFVNNRPVAAPTEDELIVKIEAKLNK"
     gene            5119783..5120475
                     /locus_tag="BA_5633"
                     /old_locus_tag="BA5633"
                     /db_xref="Pathema:BA_5633"
     CDS             5119783..5120475
                     /locus_tag="BA_5633"
                     /old_locus_tag="BA5633"
                     /note="identified by similarity to EGAD:22240; match to
                     protein family HMM TIGR02894"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29269.1"
                     /db_xref="Pathema:BA_5633"
                     /translation="MKVRQDAWTDEDDLLLAETVLRHVREGSTQLNAFEEVGDKLNRT
                     SAACGFRWNAVVRYSYEQALQLAKKHRKDKMRAASGEQAKKRLLYTPPASGAITDYDE
                     LVQEETTVQYKEAIPYQESTVPAAKGSMTMQDVIYFLQTVGSSNIKVTALENENTRLK
                     QEMKAQILRNEELEKKLEKLEKQSHTVQEDYETLMNIMNRARKLAVMDDEERSQTSFR
                     MDRNGNLEKIAE"
     gene            complement(5120504..5121094)
                     /locus_tag="BA_5634"
                     /old_locus_tag="BA5634"
                     /db_xref="Pathema:BA_5634"
     CDS             complement(5120504..5121094)
                     /locus_tag="BA_5634"
                     /old_locus_tag="BA5634"
                     /note="identified by similarity to OMNI:NTL01LL0589"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein"
                     /protein_id="AAP29270.1"
                     /db_xref="Pathema:BA_5634"
                     /translation="MKKVKLGLVAIMSAAVFSGCSIMDMIAPQATGIVMYGDETGVQQ
                     TMDQYKDKIESQNKFEAKLGTVNEKKVLIMNKTTAEKMVKENMLKKVVKEDVEPIKAL
                     PAISDEAGIVFAKEEQKDVVIDGKKMKYEGNVVIGDARKYTDMYAVVSDAEYAKISEP
                     VKTIGLASFKENPKEKIFPDIKRGSKVEEAHMVEVK"
     gene            5121271..5122116
                     /locus_tag="BA_5635"
                     /old_locus_tag="BA5635"
                     /db_xref="Pathema:BA_5635"
     CDS             5121271..5122116
                     /locus_tag="BA_5635"
                     /old_locus_tag="BA5635"
                     /note="identified by match to protein family HMM PF03099"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoate-protein ligase A"
                     /protein_id="AAP29271.1"
                     /db_xref="Pathema:BA_5635"
                     /translation="MSNSRSILSQPEWRIVDQSSLGPTFHALQSFAMDDTLCTSIGKG
                     ESAATMRSWVHHNTIVLGIQDSRLPHLEEGISFLKENNFNVIVRNSGGLAVVLDEGVL
                     NVSLLFQETEKGIDIDLGYDTMWHLIQEMLKDYDVTIEAKEIVGSYCPGSYDLSIRDQ
                     KFAGISQRRIRGGVAVQIYLCATGSGSERAALVRDFYNLAIQGEETRFTYPEIVPSTM
                     ASLSELLDETITVQDLMMRLLKTLQQFAPKLTPSQLTIDEIPLYETNLQRIIDRNNKA
                     LGLEK"
     gene            complement(5122165..5123136)
                     /gene="pta"
                     /locus_tag="BA_5636"
                     /old_locus_tag="BA5636"
                     /db_xref="Pathema:BA_5636"
     CDS             complement(5122165..5123136)
                     /gene="pta"
                     /locus_tag="BA_5636"
                     /old_locus_tag="BA5636"
                     /EC_number="2.3.1.8"
                     /note="identified by match to protein family HMM PF01515;
                     match to protein family HMM TIGR00651"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphate acetyltransferase"
                     /protein_id="AAP29272.1"
                     /db_xref="Pathema:BA_5636"
                     /translation="MSNLFTTVKEKVQGKGISIVLPEGTDERILGAAERLAKEELVKP
                     ILVGNKEEISAKAASMNLTLAGVDIYDPATYEEMDAMVASFVERRKGKATEEDARKIL
                     KDENYFGTMLVYMGKAHGLVSGAAHSTADTVRPALQIIKTKPGVTKTSGVFIMVREEE
                     KYVFADCAINIAPNSQDLAEIGIESAKTAELFGIDPRVAMLSFSTKGSAKSPETEKVV
                     EATRIAKEMAPELTLDGEFQFDAAFVPSVAEKKAPGSTIKGDANVFVFPSLEAGNIGY
                     KIAQRLGNFEAVGPILQGLNMPVNDLSRGCNEEEVYKLALITAAQAL"
     gene            5123392..5124135
                     /locus_tag="BA_5637"
                     /old_locus_tag="BA5637"
                     /db_xref="Pathema:BA_5637"
     CDS             5123392..5124135
                     /locus_tag="BA_5637"
                     /old_locus_tag="BA5637"
                     /note="identified by similarity to OMNI:NTL01BH3831; match
                     to protein family HMM PF06778"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29273.1"
                     /db_xref="Pathema:BA_5637"
                     /translation="MSEATTTLDGWYCLHDLRSIDWAAWKTLSSDERGQAVSEFLNVV
                     EKWNDVAAAKKGSHAMYTVVGQKADIMLMILRPTMEELNEIETELNKTTLAEYMVPAY
                     SYVSVVELSNYLPADEDPYQNPQILARLYPELPKANHICFYPMDKRRQGDDNWYMLPM
                     EERKKMMYSHSKIGRQYAGKVRQVISGSVGFDDFEWGVTLFADDVLQFKKLIYEMRFD
                     EVSARYGEFGTFFVGNILPDEKVEKFLHI"
     gene            5124337..5125608
                     /locus_tag="BA_5639"
                     /old_locus_tag="BA5639"
                     /db_xref="Pathema:BA_5639"
     CDS             5124337..5125608
                     /locus_tag="BA_5639"
                     /old_locus_tag="BA5639"
                     /note="identified by similarity to EGAD:9444; match to
                     protein family HMM PF00768; match to protein family HMM
                     PF07943"
                     /codon_start=1
                     /transl_table=11
                     /product="putative D-alanyl-D-alanine carboxypeptidase"
                     /protein_id="AAP29274.1"
                     /db_xref="Pathema:BA_5639"
                     /translation="MKKILSILLALLLSISSLGVTTSHAEEKIHIEAAAALLFDADTG
                     KILHEQNPDELLAIASMSKLIVVYAVLEAIKEGKITWDTKVNISDYAYEVSRNNEFSN
                     VPFEKGRQYTVRELYHSIVIFSANGSSIALAELLAGSEKNFLNLANEHAKKLGLKKYK
                     FVNATGLNNTDLKGKHPEGTDPNAENSMSARDMGILSKAMITKYPEMLEDTKQRFRNF
                     PDNHPKPIRMENWNWMLPGAAFAYEGTDGLKTGSSDTAGYGFTITAKRGDVRLISVII
                     KTKSMDERFTESRELIEYGFNNFEKQKLKVDKNNTLSVAQGKEDQVTVAPEKEITVIA
                     KKGSKNPYKIGTEVDKSLAEDGHLVAPIKKDAKVGSITLESTDKYGFLDGSNSMKVTA
                     KTTEEVEKANWFVLTMRSIGDFFSNLWSKVF"
     gene            5125782..5126204
                     /gene="cwlJ2"
                     /locus_tag="BA_5640"
                     /old_locus_tag="BA5640"
                     /db_xref="Pathema:BA_5640"
     CDS             5125782..5126204
                     /gene="cwlJ2"
                     /locus_tag="BA_5640"
                     /old_locus_tag="BA5640"
                     /note="identified by similarity to EGAD:30739; match to
                     protein family HMM PF07486"
                     /codon_start=1
                     /transl_table=11
                     /product="cell wall hydrolase"
                     /protein_id="AAP29275.1"
                     /db_xref="Pathema:BA_5640"
                     /translation="MGVIAYNEADVKLLARLMRAEAEGEGQQGMLMVGNVGVNRVRGN
                     CLDFKKIRNLRQMVYQNPGGFEATQKGYFYQRAREQDIALARRTIQGQRFWPANFALW
                     FFRPEGPCPPTWYNQQNSGRFKKHCFFQPSGEDCPSVY"
     gene            5126232..5126669
                     /gene="gerQ"
                     /locus_tag="BA_5641"
                     /old_locus_tag="BA5641"
                     /db_xref="Pathema:BA_5641"
     CDS             5126232..5126669
                     /gene="gerQ"
                     /locus_tag="BA_5641"
                     /old_locus_tag="BA5641"
                     /note="identified by similarity to EGAD:16973; match to
                     protein family HMM PF09671; match to protein family HMM
                     TIGR02728"
                     /codon_start=1
                     /transl_table=11
                     /product="spore coat protein GerQ"
                     /protein_id="AAP29276.1"
                     /db_xref="Pathema:BA_5641"
                     /translation="MAQQQNPYYGTGFYQPSGTYVQPQQMTAGQQQQQQAMQQQAAQA
                     AQAQYAISQGMLPLEQSYIENILRLNKGKQATVVMTYERGSSLGTQSYTGIIEAAGRD
                     HIVISEPQSGKRYLLLMIYLDYVEFPEEITYLPSQQATYAPRP"
     gene            complement(5126700..5127068)
                     /locus_tag="BA_5642"
                     /old_locus_tag="BA5642"
                     /db_xref="Pathema:BA_5642"
     CDS             complement(5126700..5127068)
                     /locus_tag="BA_5642"
                     /old_locus_tag="BA5642"
                     /note="identified by similarity to OMNI:NTL01BH3834; match
                     to protein family HMM PF04241"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29277.1"
                     /db_xref="Pathema:BA_5642"
                     /translation="MKIFFLLGCIVAGLSVALGAFGAHGLENKISAKMLEVWKTGVTY
                     QMFHAGGLFVVALLMDKIQSSLLTTAGWLMVAGIIMFSGSLYALSTTGIKFFGPITPL
                     GGVAFIVAWILVGTAVVKGL"
     gene            complement(5127133..5127417)
                     /locus_tag="BA_5643"
                     /old_locus_tag="BA5643"
                     /db_xref="Pathema:BA_5643"
     CDS             complement(5127133..5127417)
                     /locus_tag="BA_5643"
                     /old_locus_tag="BA5643"
                     /note="identified by similarity to GP:16410054"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29278.1"
                     /db_xref="Pathema:BA_5643"
                     /translation="MQISSDKILNKMANEIAKAKSSEGQKSKEHLLVVRALCDLLLDE
                     QVESSTYREPQIQSQIIGSQPVTMQPIAPVSGEPVYIKESDANGNSLFDF"
     gene            complement(5127424..5128415)
                     /locus_tag="BA_5644"
                     /old_locus_tag="BA5644"
                     /note="potassium uptake protein, TrkA family, authentic
                     frameshift; an automated process has identified a
                     potential problem with this gene model; it may contain one
                     or more premature stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_5644"
     gene            5128493..5129794
                     /locus_tag="BA_5645"
                     /old_locus_tag="BA5645"
                     /db_xref="Pathema:BA_5645"
     CDS             5128493..5129794
                     /locus_tag="BA_5645"
                     /old_locus_tag="BA5645"
                     /note="identified by similarity to SP:P77328; match to
                     protein family HMM PF00860"
                     /codon_start=1
                     /transl_table=11
                     /product="xanthine/uracil permease family protein"
                     /protein_id="AAP29279.1"
                     /db_xref="Pathema:BA_5645"
                     /translation="MKEVDIMKTFLSALQWALFILAGSLIVPISVATSYGLDGAEAIA
                     FVQRTLFVLGFAGLLQAIFGHKLPIQEGPAGLWWGIFSLYASLGVVLFGSSNETLKVL
                     QYAFLLSGIICIILSVFGLIDKLVRYFTPTVIGTYLFLLVAQLSGAFLKGMFGLDGQH
                     TEVQADVFILSLIVILLSFFIMKLPIIGQYSVLFSIVCGWILFACFGLSNPITPVTDI
                     IRLPSLFVFGMPRIEWNMAITVVFVTLLLLTNMLASIRVVQKVVSKYEENATPDRFKQ
                     AGIITGINQLLGGLFSAIGPVAISGSAGFIATTNIYKRLPFMLGSSFIIVVSIFPKIT
                     SFFAAIPVAVGYAAIYPVFASMIGLAFREYDTVQNKERLFKVAGLSIFTGVGVMFVPA
                     GAFSTLPPFLASFLSNGLVLGSVMAILLEILFSRSTEKQLS"
     gene            5129967..5130788
                     /locus_tag="BA_5646"
                     /old_locus_tag="BA5646"
                     /db_xref="Pathema:BA_5646"
     CDS             5129967..5130788
                     /locus_tag="BA_5646"
                     /old_locus_tag="BA5646"
                     /note="identified by match to protein family HMM PF00702;
                     match to protein family HMM PF08282; match to protein
                     family HMM TIGR00099; match to protein family HMM
                     TIGR01484"
                     /codon_start=1
                     /transl_table=11
                     /product="hydrolase, haloacid dehalogenase-like family"
                     /protein_id="AAP29280.1"
                     /db_xref="Pathema:BA_5646"
                     /translation="MTYKMIVLDLDDTLLRDDHTISPRTKEALMTAQEQGVKVVLASG
                     RPTFGMRNVAKELRLEEYGSFILSFNGAKIINCKTNEEIFSSTLSPEIVHNLFEISKT
                     EGVWIHTYIGDDIVTEENNPYTEIEGDITGMPIVVVDDFKAAVKEPVVKVLMNKEAER
                     LVEVEKKLQKQLEGQLSVMRSKPFFLEFTEAGVTKGTSLNQLIQKLGIKREEVIAMGD
                     SYNDQAMIEFAGLGVAMGNAPDDIKEIANYVTDTNMNDGVAKVVEKFVLKREALV"
     gene            5130998..5131291
                     /locus_tag="BA_5647"
                     /old_locus_tag="BA5647"
                     /db_xref="Pathema:BA_5647"
     CDS             5130998..5131291
                     /locus_tag="BA_5647"
                     /old_locus_tag="BA5647"
                     /note="identified by similarity to EGAD:107321"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29281.1"
                     /db_xref="Pathema:BA_5647"
                     /translation="MLSTPIGRLRAIGLIEGISFLLLLFVAMPLKYFAGFATAVKITG
                     MAHGILFILFIFAVIQVTIVHRKSIAWALGAFVSSVIPFGTFVLDAKLKNEQQ"
     gene            complement(5131330..5132007)
                     /gene="ung"
                     /locus_tag="BA_5648"
                     /old_locus_tag="BA5648"
                     /db_xref="Pathema:BA_5648"
     CDS             complement(5131330..5132007)
                     /gene="ung"
                     /locus_tag="BA_5648"
                     /old_locus_tag="BA5648"
                     /EC_number="3.2.2.-"
                     /note="identified by similarity to EGAD:12385; match to
                     protein family HMM PF03167; match to protein family HMM
                     TIGR00628"
                     /codon_start=1
                     /transl_table=11
                     /product="uracil-DNA glycosylase"
                     /protein_id="AAP29282.1"
                     /db_xref="Pathema:BA_5648"
                     /translation="MKHVLKNDWGPLLAPEFEKEYYRELDVFLKEEYSTHVVYPKIED
                     IFNALEYTSYENTKVVILGQDPYHGPNQAHGLSFSVQPGVKTPPSLLNMYKELRDEYG
                     YDIPNNGYLVKWAEQGVLLLNTVLTVRQGEANSHKGKGWEHFTDRVIELLNEREKPVI
                     FILWGRHAQAKKKLITNPNHQIIESVHPSPLSARRGFFGSKPYSKVNTILANMGEGEI
                     DWEIPNL"
     gene            complement(5132027..5133019)
                     /locus_tag="BA_5649"
                     /old_locus_tag="BA5649"
                     /db_xref="Pathema:BA_5649"
     CDS             complement(5132027..5133019)
                     /locus_tag="BA_5649"
                     /old_locus_tag="BA5649"
                     /note="identified by similarity to GP:16413202"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, permease protein"
                     /protein_id="AAP29283.1"
                     /db_xref="Pathema:BA_5649"
                     /translation="MREFANLVLNESEKIYRKKRIFVVMLILAILIPLFVYAQYREIE
                     TTQKRLGTTDWKVSLQQQIVDSQNRLNNSRLPEEWRDWLKVRVEQQQYYLDYDINPMA
                     PGAPTFVRAFIEQGITLFIPLLVMIVAIDIVSGERSDGTMKMLLTRPIRRWKILLSKY
                     VTMLFFISLILLLVGVFAYILSGLVFGYSGWNLPVLTGFIIDKETLNTNFVHLIPQWQ
                     YILMAYGLAWFVAIVVGTISFMVSVLIRNTPAGMGVMLASLIAGGILSSFATSWEGAK
                     YIFSVNLSLTDYLSGKLPALQGLSMGFSLMNLTVWGIVSLIISFVVFTKQDMVN"
     gene            complement(5133012..5133929)
                     /locus_tag="BA_5650"
                     /old_locus_tag="BA5650"
                     /db_xref="Pathema:BA_5650"
     CDS             complement(5133012..5133929)
                     /locus_tag="BA_5650"
                     /old_locus_tag="BA5650"
                     /note="identified by similarity to OMNI:NTL01LM0750; match
                     to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP29284.1"
                     /db_xref="Pathema:BA_5650"
                     /translation="MTTILSVRDVKKVIGKKTIVENISFDVKQGEVFGFLGPNGAGKT
                     TTIRMLVGLIKETEGTISIGGYSIKENFREAMRQIGSIVENPELYTYLTGWENLKQFA
                     RMLGGISDERIIEIAHMVHLDERIHDKVKTYSLGMKQRLGIAQALLGNPKLLILDEPT
                     NGLDPAGIRELREFIHKLVKEENMSVFISSHLLSEVQMICDRVAIIHKGKMITVAKVE
                     ELIKTASDRVEWIVTPISKTKDMLVDAEEVREVSIEGDRLLCRMHISSISNWNKTFVE
                     NGIDVHSVKELVFTLEDLFIELTRGEQHA"
     gene            complement(5133926..5134735)
                     /locus_tag="BA_5651"
                     /old_locus_tag="BA5651"
                     /db_xref="Pathema:BA_5651"
     CDS             complement(5133926..5134735)
                     /locus_tag="BA_5651"
                     /old_locus_tag="BA5651"
                     /note="identified by match to protein family HMM PF00657"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipase/acylhydrolase"
                     /protein_id="AAP29285.1"
                     /db_xref="Pathema:BA_5651"
                     /translation="MRSKVVKVILLITIASFCLFAYGFVSGVNDVLNPRASNLIKKTD
                     VVAKEKKKTGTLQIVSLGDSLTRGVGDKEGIGYIGRMKEDLQKDYKQKVALTNLAVSG
                     AKMPDLLKQIESNGAQYSIKQADVIVLTIGGNDLFPGWESLGKIDLETYRPDTETFQN
                     EAKKIIEEIRKLNTDSPIFWLGLYNPFEDVEDLKGSSNIVVDWNASLEKLAINNKNVY
                     ITPTFDLFQNRGKDLLYSDHFHPNEVGYTYMADRLVQNVVSKLKLEQGGVK"
     gene            complement(5134818..5135795)
                     /locus_tag="BA_5652"
                     /old_locus_tag="BA5652"
                     /db_xref="Pathema:BA_5652"
     CDS             complement(5134818..5135795)
                     /locus_tag="BA_5652"
                     /old_locus_tag="BA5652"
                     /note="identified by similarity to GP:2633758; match to
                     protein family HMM PF00356; match to protein family HMM
                     PF00532"
                     /codon_start=1
                     /transl_table=11
                     /product="sugar-binding transcriptional regulator, LacI
                     family"
                     /protein_id="AAP29286.1"
                     /db_xref="Pathema:BA_5652"
                     /translation="MTNIRKIAELAGVSVSTVSRVLNNHPYVNEQKRKEILAIIEELN
                     YTQNVNAIHLVKGKTNVIGVLLPHVNDQYYSAIIEGISKETAKNSYNMMLCQTNYSEE
                     KELEILNMLKMKKLDGVIICSRTNSKEKLEEYTKFGPIVMCEEIDSKYISSVHVDYYK
                     VFSQGVKNLIDAGHTRIGYCIGRSNSINSQRRKQAYEDSLQQIAVTPLETWKFKGCFT
                     VEDGRNVIREWACMSVKPTAFLVSCNHIAAGMVTEAKKQGIRIPEDITIIGCDDQDVA
                     DILGITTISYSSKNVGVKAFELLYEKINDEQIDVKHVELLPEFVKRETT"
     gene            5135894..5136520
                     /locus_tag="BA_5653"
                     /old_locus_tag="BA5653"
                     /db_xref="Pathema:BA_5653"
     CDS             5135894..5136520
                     /locus_tag="BA_5653"
                     /old_locus_tag="BA5653"
                     /note="identified by similarity to GP:15983621; match to
                     protein family HMM PF02588"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29287.1"
                     /db_xref="Pathema:BA_5653"
                     /translation="MFRFKLEYIFFIGGLLILAIGINMMTTITSFGLSPYDSFFIALY
                     QNFGISIGFWIFMINFAFTLIVLFWNKKEITIGTIVTMVLISLFVDWIGSTTTIMDAI
                     RSLPKYITLICGNLFVGAGIGLYVSTNLCAAPQEAFVLTVAEKKKWTFRRTEISLAFL
                     FLTLSFLLDGPIYFGTIILSFTTGWIIQAFIQVGTHSLNRKEPIKQAA"
     gene            complement(5136544..5137797)
                     /gene="hom2"
                     /locus_tag="BA_5654"
                     /old_locus_tag="BA5654"
                     /db_xref="Pathema:BA_5654"
     CDS             complement(5136544..5137797)
                     /gene="hom2"
                     /locus_tag="BA_5654"
                     /old_locus_tag="BA5654"
                     /EC_number="1.1.1.3"
                     /note="identified by similarity to SP:P19582; match to
                     protein family HMM PF00742; match to protein family HMM
                     PF03447"
                     /codon_start=1
                     /transl_table=11
                     /product="homoserine dehydrogenase"
                     /protein_id="AAP29288.1"
                     /db_xref="Pathema:BA_5654"
                     /translation="MKEIQVGLLGLGTVGSGVVRIITDHQERLIHQVGCPVKVTKVLV
                     QNIEKEREVEVPSTLLTQDAHEILDNPNIDVVIEVMGGIDDAKAYILQALQSGKHVVT
                     ANKDLMALHGAELLAVAKDNKADLFYEASVAGGIPILRSIVEGLSSDLITKVMGIVNG
                     TTNFILTKMSDEGRAYNDVLKEAQQLGFAEADPTSDVEGLDAARKMTILATLGFSTNV
                     ELGDVKVKGITSITEEDIEYSKSLGYTIKLIGLAKRDGEKLEVTVEPTLLPNTHPLAA
                     VQNEYNAVYVYGEAVGETMFYGPGAGSLPTATAVVSDLVAVMQNIRLGVTGNSAVVPQ
                     YQKVLKEPDEIVVFAKITSLFSERGVSFEKIIQMPLEEKGKAEIVIVTHRASLADYDY
                     ILHTLQGYEEIDCLKANYRIEGDAK"
     gene            complement(5137939..5138844)
                     /gene="metA"
                     /locus_tag="BA_5655"
                     /old_locus_tag="BA5655"
                     /db_xref="Pathema:BA_5655"
     CDS             complement(5137939..5138844)
                     /gene="metA"
                     /locus_tag="BA_5655"
                     /old_locus_tag="BA5655"
                     /EC_number="2.3.1.46"
                     /note="identified by similarity to SP:P54167; match to
                     protein family HMM PF04204; match to protein family HMM
                     TIGR01001"
                     /codon_start=1
                     /transl_table=11
                     /product="homoserine O-succinyltransferase"
                     /protein_id="AAP29289.2"
                     /db_xref="Pathema:BA_5655"
                     /translation="MPIIIDKDLPARKVLQEENIFVMTKERAETQDIRALKIAILNLM
                     PTKQETEAQLLRLIGNTPLQLDVHLLHMESHLSRNVAQEHLTSFYKTFRDIENEKFDG
                     LIITGAPVETLSFEEVDYWEELKRIMEYSKTNVTSTLHICWGAQAGLYYHYGVPKYPL
                     KEKMFGVFEHEVREQHVKLLQGFDELFFAPHSRHTEVRENDIRGVKELTLLANSEEAG
                     VHLVIGPEGRQVFALGHSEYSCDTLKQEYERDRQKGLNIDVPKNYFKHNNPNEKPLVR
                     WRSHGNLLFSNWLNYYVYQETPYVL"
     gene            complement(5138828..5140126)
                     /locus_tag="BA_5656"
                     /old_locus_tag="BA5656"
                     /db_xref="Pathema:BA_5656"
     CDS             complement(5138828..5140126)
                     /locus_tag="BA_5656"
                     /old_locus_tag="BA5656"
                     /note="identified by match to protein family HMM PF01053;
                     match to protein family HMM TIGR01326"
                     /codon_start=1
                     /transl_table=11
                     /product="O-acetylhomoserine/O-acetylserine sulfhydrylase"
                     /protein_id="AAP29290.1"
                     /db_xref="Pathema:BA_5656"
                     /translation="MGESWGKGTICVQGGYTPKNGEPRVLPLYQSTTYKYDTSDDLAA
                     LFNLEAEGYIYTRIGNPTLAAFEQKLAELEGGVGAVATASGQAAIMLAVLNICSSGDH
                     LLCSSTVYGGTFNLFGVSLRKLGIDVTFFNPNLTADEIVALANDKTKLVYAESLGNPA
                     MNVLNFKEFSDAAKELEVPFIVDNTLATPYLCQAFEHGANIIVHSTTKYIDGHASSLG
                     GIVIDGGNFDWTNGKYPELVEPDPSYHGVSYVQNFGAAAYIVKARVQLLRDYGNCMSP
                     FNAYISNIGLETLHLRMERHSENALAVAKWLADHERIEWVNYPGLDSNENYSLAQKYL
                     KKGASGVLTFGIKGGLEAAKEFIANVKLATLVTHVADARTCVIHPASTTHRQLSAEDQ
                     RLAGVTSDLIRLSVGIEDVSDIIADLEAALVGGKQHADHN"
     gene            5140644..5141876
                     /locus_tag="BA_5657"
                     /old_locus_tag="BA5657"
                     /db_xref="Pathema:BA_5657"
     CDS             5140644..5141876
                     /locus_tag="BA_5657"
                     /old_locus_tag="BA5657"
                     /note="identified by match to protein family HMM PF00654"
                     /codon_start=1
                     /transl_table=11
                     /product="voltage-gated chloride channel family protein"
                     /protein_id="AAP29291.1"
                     /db_xref="Pathema:BA_5657"
                     /translation="MTNTKDMHYMLVLYGILLGSIVGATVWLFLVTINIGIHFIWEYL
                     PTIFASPPYYTICVTTIGGILVGLTQKYFGTYPRLMPEVMGEYKKTGRIEYRFVHKAT
                     LTAIIVLIFGASLGPEAALVGIIGGLCTWVGDRFTFALKGMNGLTEVGIGATLSVIFN
                     APLFGYLAPNENEGEQINEFSKGKKAIVYLATTFAGFSVYLLLSKFDNRGSFIVDFGK
                     GSLSLNEWIAFLPLASIGAIVGFFYFKLEFTLEKLIHPLKEYKLALGIIGGILLGITG
                     TFLPYTLFSGEHQLKDLVVEWSHLSFWVLLLSGILKLCITAVCLNTGWRGGHIFPIIF
                     AGSSIGYAIASIIPIDPIASVAVVTTAISSYALRKPIAITLLLLMFFPLNLLLPMLGA
                     AAIGNAFPLPKNNEATNE"
     gene            complement(5141918..5142613)
                     /locus_tag="BA_5658"
                     /old_locus_tag="BA5658"
                     /db_xref="Pathema:BA_5658"
     CDS             complement(5141918..5142613)
                     /locus_tag="BA_5658"
                     /old_locus_tag="BA5658"
                     /note="identified by match to protein family HMM PF00702;
                     match to protein family HMM TIGR01549; match to protein
                     family HMM TIGR02254"
                     /codon_start=1
                     /transl_table=11
                     /product="hydrolase, haloacid dehalogenase-like family"
                     /protein_id="AAP29292.1"
                     /db_xref="Pathema:BA_5658"
                     /translation="MKKYKTLLFDVDDTLLDFQKAERIALRMLFEEKGIPLTSEIEAQ
                     YKKVNKGLWDDFEEGKINCDEVVNTRFSVLFKEYGQEVDGILFENNYRNYLEEGNQLI
                     QGAFEFINQIESEYDLYIVTNGVSKTQYKRLRNAGLHSMFKDIFVSEDTGYQKPMKEY
                     FDYVFERIPNFAPEEGLIIGDSLSADMRGGYVAGIDTCWFNPEKKLNDSKIVPTYEVQ
                     NFEELYVLLKQRV"
     gene            5142720..5143391
                     /locus_tag="BA_5659"
                     /old_locus_tag="BA5659"
                     /db_xref="Pathema:BA_5659"
     CDS             5142720..5143391
                     /locus_tag="BA_5659"
                     /old_locus_tag="BA5659"
                     /note="identified by match to protein family HMM PF00027"
                     /codon_start=1
                     /transl_table=11
                     /product="cyclic nucleotide-binding domain protein"
                     /protein_id="AAP29293.1"
                     /db_xref="Pathema:BA_5659"
                     /translation="MKVSKNSEEISHYIQTYNFHTLFSFDILPYAELHSFQKREKICN
                     EGVDVPYLYYLISGKAKIYMSHKNGKVSLINFIQAPSFIGELGLIGVESVTKTVEVME
                     DCICLALPLKDCQHILLQDAIFLQKLCKFIGEKTITRTESYAKNNSYPFENRLAAFIL
                     LTEQNNSYTEKHTEASEYLNVSYRHLLYVLNQFCQQNYLKKDGRTYYIQDRNQLEKLA
                     DELKI"
     gene            complement(5143451..5144077)
                     /locus_tag="BA_5660"
                     /old_locus_tag="BA5660"
                     /db_xref="Pathema:BA_5660"
     CDS             complement(5143451..5144077)
                     /locus_tag="BA_5660"
                     /old_locus_tag="BA5660"
                     /note="identified by match to protein family HMM PF02525"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29294.1"
                     /db_xref="Pathema:BA_5660"
                     /translation="MTKVLFVKANNRPAEQAVSVKLYEAFLASYKEAHPNDTVVELDL
                     YKEELPYVGVDMINGTFKAGKGFDLTEEEAKAVAVADKYLNQFLEADKVVFGFPLWNL
                     TIPAVLHTYIDYLNRAGKTFKYTPEGPVGLIGDKKIALLNARGGVYSEGPAAEVEMAV
                     KYVASMMGFFGATNMETVVIEGHNQFPDKAEEIITAGLEEAAKVANKF"
     gene            complement(5144269..5144916)
                     /locus_tag="BA_5661"
                     /old_locus_tag="BA5661"
                     /db_xref="Pathema:BA_5661"
     CDS             complement(5144269..5144916)
                     /locus_tag="BA_5661"
                     /old_locus_tag="BA5661"
                     /note="identified by similarity to GP:5123537; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF00196"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator"
                     /protein_id="AAP29295.1"
                     /db_xref="Pathema:BA_5661"
                     /translation="MKIKVLLVDDHTVVLKGLAFFLSTQEDIELVGEASNGKEALVKV
                     GETNPDVVLMDLYMPEMDGVEATACIKKEYPDVKVIVLTSFSDQAHVLPALRAGASGY
                     ILKDVEPDQLVEAIRSAYKGNIQLHPDIANALLSQTLPVEEKEEEPSIQVDVLTAREN
                     EVLQLLAKGMSNKEIASVLVITEKTVKAHVSSILSKLHLSDRTQAALYAVKNGIV"
     gene            complement(5144937..5146508)
                     /locus_tag="BA_5662"
                     /old_locus_tag="BA5662"
                     /note="sensor histidine kinase, authentic point mutation;
                     an automated process has identified a potential problem
                     with this gene model; it may contain one or more premature
                     stops and/or frameshifts"
                     /pseudo
                     /db_xref="Pathema:BA_5662"
     gene            5146643..5147467
                     /gene="thiD2"
                     /locus_tag="BA_5663"
                     /old_locus_tag="BA5663"
                     /db_xref="Pathema:BA_5663"
     CDS             5146643..5147467
                     /gene="thiD2"
                     /locus_tag="BA_5663"
                     /old_locus_tag="BA5663"
                     /EC_number="2.7.4.7"
                     /note="identified by similarity to SP:P39610; match to
                     protein family HMM PF08543; match to protein family HMM
                     TIGR00097"
                     /codon_start=1
                     /transl_table=11
                     /product="phosphomethylpyrimidine kinase"
                     /protein_id="AAP29296.1"
                     /db_xref="Pathema:BA_5663"
                     /translation="MTLNKALTIAGSDTSGGAGIQADLKTFQELGVYGMTSLTTIVTM
                     DPHNGWAHNVFPIPASTLKPQLETTIEGVGVDALKTGMLGSVEIIEMVAETIEKHNFK
                     NVVVDPVMVCKGADEALHPETNDCLRDVLVPKALVVTPNLFEAYQLSGVKINSLEDMK
                     EAAKKIHALGAKYVLIKGGSKLGTETAIDVLYDGETFDLLESEKIDTTNTHGAGCTYS
                     AAITAELAKGKSVKEAVKTAKEFITAAIRYSFKINEYVGPTHHGAYRKFVVSKELV"
     gene            complement(5147546..5148601)
                     /locus_tag="BA_5664"
                     /old_locus_tag="BA5664"
                     /db_xref="Pathema:BA_5664"
     CDS             complement(5147546..5148601)
                     /locus_tag="BA_5664"
                     /old_locus_tag="BA5664"
                     /note="identified by match to protein family HMM PF00990;
                     match to protein family HMM PF07694; match to protein
                     family HMM TIGR00254"
                     /codon_start=1
                     /transl_table=11
                     /product="diguanylate cyclase (GGDEF) domain protein"
                     /protein_id="AAP29297.1"
                     /db_xref="Pathema:BA_5664"
                     /translation="MLRDLFVNTTIILSFIFIGGQLLRDKPLKEEFSFWQKCVVGILT
                     GILSVLLMYFGVHIENIMLDLRYLAVILAIIIGGPIASSITVTIILITRLFLTEYSLA
                     SELACYTIVLIGIGVTFIWRMKVSMFTRWIWFNVYSLFILAVPLSMLFKDMSIVALYL
                     VCSSVAAYITFISANYVLQSNELFQKMKQYATIDALTGLGNVRQFDLEMNHHIGNKRM
                     KNNSLCLLLIDIDHFKSVNDTYGHPAGDEVLKQIGRILREVSTFPDLAFRKGGEEFAL
                     LIPQKGLAYGMRMGEQVRAAVEKHSFQLLDGTKIKITVSVGISVYEQSPERFIQAADD
                     ALYYSKRNGRNQVSSAS"
     gene            complement(5148748..5148951)
                     /locus_tag="BA_5665"
                     /old_locus_tag="BA5665"
                     /db_xref="Pathema:BA_5665"
     CDS             complement(5148748..5148951)
                     /locus_tag="BA_5665"
                     /old_locus_tag="BA5665"
                     /note="identified by similarity to OMNI:NTL03PA04606;
                     match to protein family HMM PF04328"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29298.1"
                     /db_xref="Pathema:BA_5665"
                     /translation="MLKRLRQVWGQRKHFISLLVGVPSYETYVEHMKKHHPEEEVVCQ
                     KQFFAEAQEARFNAKGGKISRCC"
     gene            complement(5148944..5151019)
                     /gene="cstA"
                     /locus_tag="BA_5666"
                     /old_locus_tag="BA5666"
                     /db_xref="Pathema:BA_5666"
     CDS             complement(5148944..5151019)
                     /gene="cstA"
                     /locus_tag="BA_5666"
                     /old_locus_tag="BA5666"
                     /note="identified by similarity to EGAD:8578; match to
                     protein family HMM PF02554"
                     /codon_start=1
                     /transl_table=11
                     /product="carbon starvation protein A"
                     /protein_id="AAP29299.1"
                     /db_xref="Pathema:BA_5666"
                     /translation="MRTLKSILLWGVIAAVGAGAFGVIALSQGETINAVWLLVAAVCV
                     YAVAYRFYSRFIARKVFGLDNNRQTPAHTLNDGKDYVPTNKWVLFGHHFAAIAGAGPL
                     VGPILAAQMGYLPGTIWIIVGVVVAGAVQDFIILFASMRRNGKSLGEMIKDEIGPVTG
                     LIAMIGILGIMIILLAVLALVVVKALVGSPWGMFTIAATIPIAILMGVYMRYIRPGRV
                     GEGSAIGIILLILSLIGGQYVAENPALASMFTFSGETIAIMLIVYGFIASALPVWMLL
                     APRDYLSTFLKVGTIVGLAIGILIVAPDLQMPAVSKFIDGTGPVFSGNLFPFLFITIA
                     CGAVSGFHALVSSGTTPKMIEQEGHAQPIGYGAMLMESFVAAMAMIAACVLTPGTYFA
                     INSPAALIGTDVSQAAQVISSWGFAITPNELKDLAVNVGEQTILSRTGGAPTLAIGMA
                     YIFSQVIGGTAMMAFWYHFAILFEALFILTTIDAGTRVGRFMIQDILGHVYKPFGKTD
                     STLANVIATTLCVLGWGYFLYQGVVDPLGGINTLWPLFGIANQMLAGIALLLGTTILF
                     KMGKKAYVWVTLIPTVGLLIVTMTAGYQKLFHENPKIGFLSHAKVFQGALDEGKVLAP
                     AKNVAQMKQIIFNDYIDAALCGIFMIVVIAVLISALRIWIQVLRNKPMPLKEAPYIPR
                     DESESRNYA"
     gene            complement(5151141..5151857)
                     /locus_tag="BA_5667"
                     /old_locus_tag="BA5667"
                     /db_xref="Pathema:BA_5667"
     CDS             complement(5151141..5151857)
                     /locus_tag="BA_5667"
                     /old_locus_tag="BA5667"
                     /note="identified by similarity to GP:1770002; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF04397"
                     /codon_start=1
                     /transl_table=11
                     /product="putative response regulator"
                     /protein_id="AAP29300.1"
                     /db_xref="Pathema:BA_5667"
                     /translation="MKILLIMEEAEERRSLAEKFIENIKNVECFEASMGTEALFIMKK
                     HTPDFVFLNSKLMDGTGFEYVNLLREVNCYAKFIFMGEDIEESITAFRFQAFYYLLRP
                     FREEDLQFLLYRMGKEQGEKAKSYLRKLPIEGQEGIRYIFPEDIVYVSKNKENKTVSI
                     YTTNNQYISTYTLQELENKLNAYDFLRVHKSYLINMSYVQELKPYYNGTYNLYLDKYD
                     EQPIPVSRNYVKRLRNKIEL"
     gene            complement(5152067..5153266)
                     /locus_tag="BA_5668"
                     /old_locus_tag="BA5668"
                     /db_xref="Pathema:BA_5668"
     CDS             complement(5152067..5153266)
                     /locus_tag="BA_5668"
                     /old_locus_tag="BA5668"
                     /note="identified by match to protein family HMM PF00083;
                     match to protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="MFS transporter"
                     /protein_id="AAP29301.1"
                     /db_xref="Pathema:BA_5668"
                     /translation="MGKVKEISKRKLLGIAGLGWLFDAMDVGMLSFVMVALQKDWGLS
                     TQEMGWIGSINSIGMAVGALVFGILSDKIGRKSVFIITLLLFSIGSGLTALTTTLAMF
                     LVLRFLIGMGLGGELPVASTLVSESVEAHERGKIVVLLESFWAGGWLIAALISYFVIP
                     KYGWEVAMILSAIPALYALYLRWNLPDSPRFQKVEKRPSVIENIKSVWSGEYRKATIM
                     LWILWFSVVFSYYGMFLWLPSVMVLKGFSLIKSFQYVLIMTLAQLPGYFTAAWFIERL
                     GRKFVLVTYLIGTACSAYLFGVAESLTVLIVAGMLLSFFNLGAWGALYAYTPEQYPTV
                     IRGTGAGMAAAFGRIGGILGPLLVGYLVASQASLSLIFTIFCGSILIGVFAVIILGQE
                     TKQRELV"
     gene            complement(5153537..5154277)
                     /locus_tag="BA_5669"
                     /old_locus_tag="BA5669"
                     /db_xref="Pathema:BA_5669"
     CDS             complement(5153537..5154277)
                     /locus_tag="BA_5669"
                     /old_locus_tag="BA5669"
                     /note="identified by match to protein family HMM PF03808;
                     match to protein family HMM TIGR00696"
                     /codon_start=1
                     /transl_table=11
                     /product="glycosyltransferase, WecB/TagA/CpsF family"
                     /protein_id="AAP29302.1"
                     /db_xref="Pathema:BA_5669"
                     /translation="MQVKTVDILGVPFSTMTMDETIQYLKGQLEVERTHTFQVVTANP
                     EIVMCAKKDEAFYKTLLNTDLITPDGIGVVKASGMLGTPLKERVAGFDLMCNLFAKLS
                     EENKPVSVFLLGAKPHVVQAAADHLTKTYSAVSIVGIQDGYFKQEEEENVVSRIQEAK
                     PDLLLVALGFPRQENFIQTNKYRLETKMAVGVGGSLDVWAGEVKRAPKWIQAIHLEWF
                     YRLCSNPTRWRRQLVLAEFLKEVMRSKK"
     gene            complement(5154293..5155393)
                     /locus_tag="BA_5670"
                     /old_locus_tag="BA5670"
                     /db_xref="Pathema:BA_5670"
     CDS             complement(5154293..5155393)
                     /locus_tag="BA_5670"
                     /old_locus_tag="BA5670"
                     /note="identified by similarity to EGAD:165577; match to
                     protein family HMM PF00534"
                     /codon_start=1
                     /transl_table=11
                     /product="glycosyltransferase, group 1 family"
                     /protein_id="AAP29303.1"
                     /db_xref="Pathema:BA_5670"
                     /translation="MKVLHMNAGAEEGGGKTHIISLLSQFSKEEVELMVFEEGAIARE
                     ARNLGIQVHVFTQSSRYDLSILSKIKAFINENQFDIVHTHGARANFYLSLLKKGIKAK
                     WIMTVHSDPTLDFMKRGLKGWVFTKLNLRSFRKVDLFFAITENFKRNIIKLGVPEEKI
                     CTVYNGIEYDSNPAKPYDKSEFGIDEGIFTAIQVARLHPVKGHDILFEALQKIKIPNI
                     KVLLLGDGPIEAELKEMVKQKGLEDKVMFLGFRIDSKELYASAHINLLTSYSESFPLV
                     LLEAANQRLTSIATNVGDMKKLIVDDTYGWIVPIGDADSLANALENAYEKWLNGELEA
                     MGNRLYTHASTHFSLKNLYEDTYNAYKTLLLK"
     gene            complement(5155472..5156872)
                     /locus_tag="BA_5671"
                     /old_locus_tag="BA5671"
                     /db_xref="Pathema:BA_5671"
     CDS             complement(5155472..5156872)
                     /locus_tag="BA_5671"
                     /old_locus_tag="BA5671"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP29304.1"
                     /db_xref="Pathema:BA_5671"
                     /translation="MLSENSKSNKFENFLLIFILLQPILDLLTAFCIMVLKIDTTIGV
                     ITRLFVMFLGGIYILIQTKKQGNIKYILYIILVGIVFTIGLVNNKLTKDPMVLTEEMK
                     FIAKALYPFVMLTCYVFVFKSLKEKSHSKMRNYITYASLIIGVVMVASITTGTDYNSY
                     EWVKLGSRGWFYAGNELGSILAIMCPIVILYSIEKTKSIGKAYYWIPSILVVYSLFAI
                     GTKVGVGAIFGSMAIAVVMCFIQAFTQRKDGKKHAYLLNGFLAMTVFVGILAYTPFSP
                     FMKNMGFHFQLIEQEQSAKKEEKKKEEAKEHKPPVTQQEKEKEKEKEKVAEKKEETQA
                     LIFSGRQLFEQMYKDFYNEAPMSQKLLGMGYAGNYKEQPKLIERDFHDWFYSFGIIGF
                     ILLVIPFLYFGIKFIACIFTKFKQIFTVKYAMVIAAILLGLGISFMAGHILIAPGVSF
                     YLVVIMAYLIVDLEIE"
     gene            5157144..5157776
                     /locus_tag="BA_5672"
                     /old_locus_tag="BA5672"
                     /db_xref="Pathema:BA_5672"
     CDS             5157144..5157776
                     /locus_tag="BA_5672"
                     /old_locus_tag="BA5672"
                     /note="identified by similarity to GP:15981312; match to
                     protein family HMM PF03458"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP29305.1"
                     /db_xref="Pathema:BA_5672"
                     /translation="MLLIDIFTFLGIIAAAISGTLVGLKKDLDLFGVLCLAVATALGG
                     GIIRDIMIGNLPPVAFVKPIYFFVSVLSALFTCMFFERINKLQVVIMLSDAVGLGVFT
                     AIGANAAMSHHVDASFLVVSMGVITGIGGGILRDICAQDIPYVFRKEIYAIASILGAI
                     SFLITYAMGAHILAFYVCLLVTFIIRVVTVIYNVHFPVFFKTHAKINKGH"
     gene            5157907..5159208
                     /locus_tag="BA_5673"
                     /old_locus_tag="BA5673"
                     /db_xref="Pathema:BA_5673"
     CDS             5157907..5159208
                     /locus_tag="BA_5673"
                     /old_locus_tag="BA5673"
                     /note="identified by similarity to OMNI:NTL01BH0506; match
                     to protein family HMM PF00015"
                     /codon_start=1
                     /transl_table=11
                     /product="methyl-accepting chemotaxis protein"
                     /protein_id="AAP29306.1"
                     /db_xref="Pathema:BA_5673"
                     /translation="MLGVFKKHTNKTNASILELSKDQQITFNVPTNSELKVQMDMLHI
                     SKEDLQIVKVLQPFIYEEIDWITEKFYANITKQPNLITIIERYSSIPKLKQTLKTHIK
                     ELFSGDMHEDFIEQRVKIAKRHVQIGLHRKWYTAAYQELFRSIMKILKTKITTIDDFS
                     YSINVINKLFTLEQELVIAAYESKYERMQKELEKEKEITSMTITHIATELASVSEKTS
                     ASIQQLTAKSETIVEIAKTGTSLATTSEEKANKGKEQLNQQNKRMEYIQANMETIITD
                     THELLDISNKINEIIDIVKSIAEQTNLLALNAAIESARAGEFGKGFSVVAGEIRKLSE
                     QTKESIFNVTKLVEKTNEQIIRVSSSVKQISSLVSEGTDSMSATDQYFQEIVKDMSNS
                     KEQNKKIENELETISQVMKGIQDDSSKMALTADSLQLELNR"
     gene            complement(5159301..5160614)
                     /locus_tag="BA_5674"
                     /old_locus_tag="BA5674"
                     /db_xref="Pathema:BA_5674"
     CDS             complement(5159301..5160614)
                     /locus_tag="BA_5674"
                     /old_locus_tag="BA5674"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP29307.1"
                     /db_xref="Pathema:BA_5674"
                     /translation="MNHIQTNFSSFFSKIMIGAMLAFFVYSCWSAFETSKQFFGGSTT
                     SVTIVLIIFVILMLLVASILQYRFTDKQFLIFLIGTSIVVRLSMVLFVDVPVIDDMKA
                     MFESAKQIAIGNSVENVAQLPFIIYESIIIRVFGDTVFALQLFNILFCTGTAFFIYRI
                     AAMVFGEECGRIASVFYALYIPNIFTSALLTSESLAIFLFYLACYILLYKGLDHPYMW
                     VLSAILFACSNMIFPMGLFLPIFIAVYVLLIELFQSAMKQKVLLKMIGILILFYSAHF
                     GVSYGIQTMGMSQYTVSNETYVQSVLIGKGKNEEKVTKNRSVTEHIDQKQKEMEEERF
                     KLLKPVINQFSDEGIHSILFKCEKLIYIAVTLFMSIALLHFLIKKQQNEGYMLFLLLI
                     SGYVLLRLLQVDMTYYNLIVPALFILQSFGVYMSYMYCQKIFFRK"
     gene            5160927..5161439
                     /locus_tag="BA_5675"
                     /old_locus_tag="BA5675"
                     /db_xref="Pathema:BA_5675"
     CDS             5160927..5161439
                     /locus_tag="BA_5675"
                     /old_locus_tag="BA5675"
                     /note="identified by match to protein family HMM PF03061"
                     /codon_start=1
                     /transl_table=11
                     /product="cytosolic long-chain acyl-CoA thioester
                     hydrolase family protein"
                     /protein_id="AAP29308.1"
                     /db_xref="Pathema:BA_5675"
                     /translation="MEKKFMRESKAIKTTRVFPNDLNNHQTLFGGKLLAEIDSIASIA
                     AARHSRKHCVTASIDSVDFLTPIHQADSVCYEAFVCYTGKSSMEVFVKVIAENLLAGE
                     RRIAATCFITFVALKDGKPSSVPQVLPETEEEHWLHKTGAERAESRKKGRVKSKEMAE
                     VLTLSKPWSM"
     gene            5161824..5163278
                     /locus_tag="BA_5676"
                     /old_locus_tag="BA5676"
                     /db_xref="Pathema:BA_5676"
     CDS             5161824..5163278
                     /locus_tag="BA_5676"
                     /old_locus_tag="BA5676"
                     /note="identified by similarity to OMNI:SP1272; match to
                     protein family HMM PF01943"
                     /codon_start=1
                     /transl_table=11
                     /product="polysaccharide synthase family protein"
                     /protein_id="AAP29309.1"
                     /db_xref="Pathema:BA_5676"
                     /translation="MQKSIASNIFYKILLNTFNIILPILVGPYAYRTLGATSIGTVNL
                     AETFFNYFFVFAVFGVYQYGLREISLIKNDKKKVSKLFTSLYVINFTTSILALSSFVL
                     FSYIGYGHESLFPVLLIFGFNFISNMFYVEWFNEAYENYDFITKKTVIVRLIYVVLLF
                     SFIHGVDDYKTYAGLLVLSTFLNHSISFVYVKRQVKFDFSDLTIIPHLKPLLLVLIFS
                     NANILYTQLDRLVLGVYVGKEEVAYYVMAFQIMMIINTLMLSVVQVTVPRLSYLSGNA
                     SEMEYESLLNKISKVYFITLFPAAIGLMLIAHGAVVIYGGQQFAAAGNTLIVFAFYMI
                     TVGIESILSNQIIYVKKKESILVRFLFICGFINLASNIALIFFHVLTPTTAIFTTTIA
                     NCFLITFEYIYVKKKLKVNYTLFDIQKLKYLFYSLTFIPIAFVIDMIVSGQILQVILV
                     IITCGLTYALILFITKDEILFSLLEKILARFKKA"
     gene            5163307..5164128
                     /locus_tag="BA_5677"
                     /old_locus_tag="BA5677"
                     /db_xref="Pathema:BA_5677"
     CDS             5163307..5164128
                     /locus_tag="BA_5677"
                     /old_locus_tag="BA5677"
                     /note="identified by match to protein family HMM PF00535"
                     /codon_start=1
                     /transl_table=11
                     /product="glycosyltransferase, group 2 family"
                     /protein_id="AAP29310.2"
                     /db_xref="Pathema:BA_5677"
                     /translation="MKFSLIMATCGRRDDILDLLKSLEQQTYKNFELIVVDQNDTPIS
                     DLFDEYKDKFSINYIYTPIKGLSRARNAGLKVADGDFIAFPDDDCIYEKNVLESILET
                     FNSNKDVHFISTNTTNVEGTGSLIHAPNTDIILNNKYGFMGPSFTLFFTKQFVQDVGT
                     FDEDLGVGSGTIYGAGEETDFVLRGMKQNYTGLFRKDLFVYHPVKEEIINEQSLKRAI
                     SYAGGFGRIIRLHYGFPYFLRAVAAATFRMTQNISNDKRKFHANRLRGIVRGYLK"
     gene            5164324..5165877
                     /locus_tag="BA_5678"
                     /old_locus_tag="BA5678"
                     /db_xref="Pathema:BA_5678"
     CDS             5164324..5165877
                     /locus_tag="BA_5678"
                     /old_locus_tag="BA5678"
                     /note="identified by match to protein family HMM PF00005"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter, ATP-binding protein"
                     /protein_id="AAP29311.1"
                     /db_xref="Pathema:BA_5678"
                     /translation="MSLLTVEKLGHTFGDRTLFKDVSMRLLAGEHVGLVGANGVGKST
                     FMNIITGQLIHDEGRVEWTPGTNYGYLDQHTILTPGRTIRDVLADAFLPLFEKEKALN
                     EVTEKMGTATPEELEELLEQMAEIQDALEAGGFYLLDIKIEEAARGLGIDAIGLDRDV
                     VALSGGQRTKVLLAKLLLEQPEVLLLDEPTNYLDVEHIHWLTNYLKEYPHAFLLISHD
                     TEFMNKCVDVIFHLEFTKMTRYTATYEKFLELAEINKNQHINAYEKQREFIKKQEDFI
                     AKNKARYSTTGRAKSRQKQLDRMERIDRPETAIKPEFSFKESRASSRFVFEGENVEIG
                     YTHPLLPKLTMTIERGEKIAIVGCNGVGKSTLLKTILGKIKPLSGKTSLGDFLNPSYF
                     EQEVKADNITPIDDVWNTFPSLDQHQIRAMLAKCGLKNEHISRPLNQLSGGEQAKVRL
                     CKLMGEESNWLLFDEPTNHLDVTAKEELKKAMKAYKGTILLVCHEPDFYEDWVTKTWD
                     VEKWAQENS"
     gene            5165969..5166490
                     /locus_tag="BA_5679"
                     /old_locus_tag="BA5679"
                     /db_xref="Pathema:BA_5679"
     CDS             5165969..5166490
                     /locus_tag="BA_5679"
                     /old_locus_tag="BA5679"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29312.1"
                     /db_xref="Pathema:BA_5679"
                     /translation="MQHTFPLKLNTFFVKCLLVLCLIISAAITWQSIGIIQEKVDTHS
                     FIIIPIIILIGLLFLLIGYISNKYMSTFIFTVSLIVLAFSVRLIWVLNVPTPIESDFS
                     VMYNSAIQATKGDFSFAQDDYYTSWVYQLGFTMYQAFIIKLFGEGPFLLTFKYHVLHR
                     NNMASLQNNFICF"
     gene            5166507..5167418
                     /locus_tag="BA_5680"
                     /old_locus_tag="BA5680"
                     /db_xref="Pathema:BA_5680"
     CDS             5166507..5167418
                     /locus_tag="BA_5680"
                     /old_locus_tag="BA5680"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP29313.1"
                     /db_xref="Pathema:BA_5680"
                     /translation="MAGLLYALYIPSIVLSSLLTNQHIATFLFYLGFYLLITKGLTHK
                     YMWIFIGIFLALGDIMRPLGAFVLIAVALYVFLQGILGKSKQDILTSIKKLSGIFIVF
                     YLVHYIISSSFIYAGITQYPLSNRDPLWKFTVGLNHETRGGYSSADVEYVMSFKLGKE
                     REAVEKKLIQERLADPEKVLSLFGDKFTIMWADYDSAPVWSLATLSNTESDMVTLQDD
                     LKTYDKYIYITTMLFSTLATLYLLLTKQNNTHYTLFLLLIIGYITIHFLIEYQTRYRY
                     FIIPSFTIIQGYGLYVVYRLMSKRKAK"
     gene            complement(5167461..5168777)
                     /locus_tag="BA_5681"
                     /old_locus_tag="BA5681"
                     /db_xref="Pathema:BA_5681"
     CDS             complement(5167461..5168777)
                     /locus_tag="BA_5681"
                     /old_locus_tag="BA5681"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP29314.1"
                     /db_xref="Pathema:BA_5681"
                     /translation="MILVGVLLLCTIGNFILSSGSLYLERVNEKICFFVLLIICLAVK
                     TAWIVTYKIDPIGDYEAFFNTAKALGDNFVIHDRYVALFPHIFGYASFLSIFLKIFGA
                     NFMIPPIINVVLTTISMGLIYFIARRIGGVRTAITASVLWILLPSQTMYNMFALSEPL
                     YCTILLLAWAIMIIVYDKIENMKIAKVLMYSILLAALLVLINMARPIAAVPIIALAIW
                     MFIIDTKHIGNKKLLINKLAYVGVIIIGYLVMSSAANHYVTLRLGEEIATVPGYNIHV
                     GFNKGASGTWNPGDSALLYHYSGQPGWSAQDVQKQMLEEAKKRIKNDDIDFGKLMYDK
                     FIIFLGNDDQAVKYADPIMDHKVRYTIISNVFYYFLLVTSLFGALVAIKNKNKSSLLI
                     ICLYVIGLTMAQMIVEVAPRYHYSATIPMIFLAAFGIKHIYNKKRI"
     gene            5169203..5169586
                     /locus_tag="BA_5683"
                     /old_locus_tag="BA5683"
                     /db_xref="Pathema:BA_5683"
     CDS             5169203..5169586
                     /locus_tag="BA_5683"
                     /old_locus_tag="BA5683"
                     /note="identified by similarity to EGAD:109092; match to
                     protein family HMM PF04138"
                     /codon_start=1
                     /transl_table=11
                     /product="gtrA family protein"
                     /protein_id="AAP29315.1"
                     /db_xref="Pathema:BA_5683"
                     /translation="MEKLLKFGLVGIFNTLITIISFWILLKFGMNYLIANTIAYLIGV
                     ANSYYWNKNWVFKPNNKSTSMFFKFLTVNLIVLGFNTLCLFILVDKLTVNKLIAQIFA
                     IGVGMVINFVLNKIWTFNQTEKATN"
     gene            5169623..5170594
                     /locus_tag="BA_5684"
                     /old_locus_tag="BA5684"
                     /db_xref="Pathema:BA_5684"
     CDS             5169623..5170594
                     /locus_tag="BA_5684"
                     /old_locus_tag="BA5684"
                     /note="identified by match to protein family HMM PF00535"
                     /codon_start=1
                     /transl_table=11
                     /product="glycosyltransferase, group 2 family"
                     /protein_id="AAP29316.1"
                     /db_xref="Pathema:BA_5684"
                     /translation="MQKLISVVVPMYFEEEVAQECYNRLKSVMLQNDINYEFVFVNDG
                     STDRTMEILSEIAANDYRTKIVNFARNFGHQVAVTAGIAAAKGDAIVIIDADLQDPPE
                     VIPELIAKWEEGYEVVYAKRKQRKGETWFKLLTAKYFYKFLNYMSDIDIPKDTGDFRI
                     IDRKVADVFNQMTERNRFIRGMMSWVGFRQTYVEYERDERFAGETKYPLKKMIKFASD
                     GIIAFSTKPLRIVMSLGLLSVLISIIVLLYTITVKIIGNGTQTGWASIMVAITFFSGI
                     QLLGLGIVGQYIARIYDESKNRPIYIVKETINIDQEETALKKEKVNA"
     gene            complement(5170625..5171497)
                     /locus_tag="BA_5685"
                     /old_locus_tag="BA5685"
                     /db_xref="Pathema:BA_5685"
     CDS             complement(5170625..5171497)
                     /locus_tag="BA_5685"
                     /old_locus_tag="BA5685"
                     /note="identified by similarity to OMNI:NTL01BH1890; match
                     to protein family HMM PF00440"
                     /codon_start=1
                     /transl_table=11
                     /product="transcriptional regulator, TetR family"
                     /protein_id="AAP29317.1"
                     /db_xref="Pathema:BA_5685"
                     /translation="MKEKERLIIEMAMKLFATKGVNATSVQEIVTACGISKGAFYLYF
                     KSKEELLLATLRYYYDKIQNKMMDIEKESLLPREKFAKQLHCQFNDIQKHKEFIIMHA
                     RENAIPFNKEVEEFMMRMKLESHAFYRNSLLSIYGDKVMPYLLDLVIMVEGICRGYLE
                     LIILQAPEIDLSYVSAFILKRVDDLVDGLVKSSEEPVLHEEKLGEFLCKSELIKEQVK
                     EHFLKEIIVFKRTLADQLEDEELLVTLDVLEAEMRLPNPRIPVIQGMLSNLEVYPNLK
                     EFRLRLMGYYNIKR"
     gene            5171638..5174754
                     /locus_tag="BA_5686"
                     /old_locus_tag="BA5686"
                     /db_xref="Pathema:BA_5686"
     CDS             5171638..5174754
                     /locus_tag="BA_5686"
                     /old_locus_tag="BA5686"
                     /note="identified by similarity to EGAD:107652; match to
                     protein family HMM PF00873"
                     /codon_start=1
                     /transl_table=11
                     /product="transporter, AcrB/AcrD/AcrF family"
                     /protein_id="AAP29318.1"
                     /db_xref="Pathema:BA_5686"
                     /translation="MNKIINFSLKNKFAVWLLTIIVTIAGIYSGLNMKLETIPDITTP
                     VVTVTTVYPGATPEEVADKVSKPMEEQLQNLSGVNVVSSSSFQNASSIQVEYDFDKNM
                     EKAETEIKDALANVKLPEGVKDPKVSRVNFNAFPVISLSVASKNESLATLTENVEKNV
                     VPGLKGLDGVASVQISGQQVDEVQLVFKKDKMKELGLSEDTVKNVIKGSDVSLPLGLY
                     TFKDTEKSVVVDGNITTMKALKELKIPAVPSSASSQGSQTAGAGAQMPQMNPAAMNGI
                     PTVTLSEIADIKEVGKAESISRTNGKEAIGIQIVKAADANTVDVVNAVKDKVKELEKK
                     YKDLEIISTFDQGAPIEKSVETMLSKAIFGAIFAIVIIMLFLRNIRTTLISVVSIPLS
                     LLIAVLVIKQMDITLNIMTLGAMTVAIGRVVDDSIVVIENIYRRMSLSEEKLRGKDLI
                     REATKEMFIPIMSSTIVTIAVFLPLGLVKGMIGEMFLPFALTIVFALLASLLVAVTIV
                     PMLAHSLFKKESMREKEVHHEEKPSKLANIYKRILAWALNHKIITSSIAVLLLVGSLA
                     LVPIIGVSFLPSEEEKMIIATYNPEPGQTLEDVEKIATKAEKHFQDNKDVKTIQFSLG
                     GENPMSPGQSNQAMFFVQYDNDTKNFEKEKEQVVKDLQKMSGKGEWKNQDFGASGGSN
                     EIKLYVYGDSSEDIKPVVKDIQNIMKKNKDLKDIDSSIAKTYAEYTLVADQEKLSKMG
                     LTAAQIGMGLSNQHDRPVLTTIKKDGKDVNVYVEAEKQTYETIDDLTNRKITTPLGNE
                     VAVKDVMTVKEGETSNTVKHRDGRVYAEVSAKLTSDDVSKASAAVQKEVDKMDLPSGV
                     DVSMGGVTKDIEESFKQLGLAMLAAIAIVYFVLVVTFGGALAPFAILFSLPFTIIGAL
                     VALLISGETLSVSAMIGALMLIGIVVTNAIVLIDRVIHKENEGLSTREALLEAGATRL
                     RPILMTAIATIGALIPLALGFEGSGLISKGLGVTVIGGLTSSTLLTLLIVPIVYEVLS
                     KFKKKKAK"
     gene            complement(5174783..5175748)
                     /gene="msrA2"
                     /locus_tag="BA_5687"
                     /old_locus_tag="BA5687"
                     /db_xref="Pathema:BA_5687"
     CDS             complement(5174783..5175748)
                     /gene="msrA2"
                     /locus_tag="BA_5687"
                     /old_locus_tag="BA5687"
                     /EC_number="1.8.4.11"
                     /note="identified by similarity to OMNI:NTL01BH1451; match
                     to protein family HMM PF01625; match to protein family HMM
                     PF01641; match to protein family HMM TIGR00357; match to
                     protein family HMM TIGR00401"
                     /codon_start=1
                     /transl_table=11
                     /product="peptide-methionine (S)-S-oxide reductase"
                     /protein_id="AAP29319.1"
                     /db_xref="Pathema:BA_5687"
                     /translation="MAVNEKVELATFAGGCFWCMVSPFEEMVGIIKVVSGYTGGHKEN
                     PTYKEVCSETTGHYEAVQITFDANKMPYEELLNIYWRQIDPTDVGGQFHDRGQSYETV
                     IFYHNEEQHKKAEASKEELAKCGRFSKPIATKILPAATFYPAEEYHQGYHKKNTFRYE
                     LYRKGSGRDAFIKQHWPKDNAHLKEKLNDMQFYVTQENGTEPPFRNEYWNHKEEGLYV
                     DIVSGEPLFTSIDKFDSGCGWPSFTKPVMSASVKEKMDVSHNMTRTEVRSKEGDSHLG
                     HVFPDGPGPNGLRYCINSAALRFIPKEELEKEGYGDFLMLFGNKK"
     gene            complement(5175850..5176884)
                     /locus_tag="BA_5688"
                     /old_locus_tag="BA5688"
                     /db_xref="Pathema:BA_5688"
     CDS             complement(5175850..5176884)
                     /locus_tag="BA_5688"
                     /old_locus_tag="BA5688"
                     /note="identified by similarity to EGAD:108093; match to
                     protein family HMM PF01594"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP29320.1"
                     /db_xref="Pathema:BA_5688"
                     /translation="MQIKNLFQSKGFQRLLVLVILALVLYGLQSMLNLILITFILTYL
                     MDRFQKFISRKLDHFMPINRKLIIAFLYVMLIGGIAITLFKYLPVLTIQISQLIYQFN
                     VFLRNPPDSELIKYAVNAVNHMELSKYVGQGVDILYKSITNVGKFGLQVLLSLILSLF
                     FLLEKARIVAFTAKFKESRLAIFYTEIEYFGKKFARSFGKVIEAQFLIAVVNCVLSVI
                     ALWILGFPQLLGLALMIFLLGLIPVAGVIISLFPLCMIAYNIGGIMYVVYILVIVTVI
                     HALESYVLNPKFMSQKTNLPIFYTFMVLIFSEHFLGVWGLIIGIPIFIFLLDVLDVTS
                     DEMEKDVRTK"
     gene            complement(5177211..5177903)
                     /locus_tag="BA_5689"
                     /old_locus_tag="BA5689"
                     /db_xref="Pathema:BA_5689"
     CDS             complement(5177211..5177903)
                     /locus_tag="BA_5689"
                     /old_locus_tag="BA5689"
                     /note="identified by match to protein family HMM PF04172"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP29321.1"
                     /db_xref="Pathema:BA_5689"
                     /translation="MASTMTPYFGIVVSLIAYGIGTLLFKHSKGFFLFTPLFVAMVLG
                     IVFLKVGNFTFEEYNTGGKMISFFLEPATIAFAIPLYKQVDKLKKYWWQILSAIVVGS
                     ICSVIVVFIVAKAIGLDTAVMNSMLPQAATTAIALPISESIGGIPAITSFAVIFNAVI
                     VYALGALFLKTFRVKHPIAKGLALGTAGHALGVAVGIEMGEVEAAMASIAVTVVGVVT
                     VVVIPMFMPFIG"
     gene            complement(5177938..5178369)
                     /locus_tag="BA_5690"
                     /old_locus_tag="BA5690"
                     /db_xref="Pathema:BA_5690"
     CDS             complement(5177938..5178369)
                     /locus_tag="BA_5690"
                     /old_locus_tag="BA5690"
                     /note="identified by similarity to OMNI:SA0247; match to
                     protein family HMM PF03788"
                     /codon_start=1
                     /transl_table=11
                     /product="putative holin"
                     /protein_id="AAP29322.1"
                     /db_xref="Pathema:BA_5690"
                     /translation="MSTKKVYSFLSQAFIFSAIMLISNIIATHLPIPMPSSVIGLVIL
                     FSLLCLKVIKLEQVESLGTALTGIIGFLFVPSGISVINSLGVMGQYFVQILTVIVVAT
                     VILLAVTGLFAQFILGKDEKETEDTKELKVVNKGRKHGKVA"
     gene            complement(5178502..5179242)
                     /locus_tag="BA_5691"
                     /old_locus_tag="BA5691"
                     /db_xref="Pathema:BA_5691"
     CDS             complement(5178502..5179242)
                     /locus_tag="BA_5691"
                     /old_locus_tag="BA5691"
                     /note="identified by similarity to GP:1770002; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF04397"
                     /codon_start=1
                     /transl_table=11
                     /product="response regulator LytR"
                     /protein_id="AAP29323.1"
                     /db_xref="Pathema:BA_5691"
                     /translation="MLKVLVVDDEMLARDELKYLLERTKEVEIIGEADCVEDALEELM
                     KNKPDIVFLDIQLSDDNGFEIANILKKMKNPPAIVFATAYDQYALQAFEVDALDYILK
                     PFDEERIVQTLKKYKKQKQSQIEMKQEIKGADVTAEMHKLALPIEESIVLVNIEDIVY
                     VGLVDGKVTVKTVRETYVTHDTLVILEKKLPQASFMRVHRSFIANINHITEIQPWFNS
                     TYNLIMKEGSKVPVSRTYAKELKKLLRI"
     gene            complement(5179220..5180989)
                     /locus_tag="BA_5692"
                     /old_locus_tag="BA5692"
                     /db_xref="Pathema:BA_5692"
     CDS             complement(5179220..5180989)
                     /locus_tag="BA_5692"
                     /old_locus_tag="BA5692"
                     /EC_number="2.7.13.3"
                     /note="identified by similarity to OMNI:NTL01BS02887;
                     match to protein family HMM PF01590; match to protein
                     family HMM PF02518; match to protein family HMM PF06580;
                     match to protein family HMM PF07694"
                     /codon_start=1
                     /transl_table=11
                     /product="sensor histidine kinase LytS"
                     /protein_id="AAP29324.1"
                     /db_xref="Pathema:BA_5692"
                     /translation="MLNLVLMMIERVGLIVILGFLLSHIKTFRRLLHKQDGYVDKLKL
                     ICIFSVFTIVSNYTGIEIAGNTIMNENWLQGVSSSSTIANTRIMGVGISGLLGGPIVG
                     IGVGSIAGIHRYMLGGTTALSCAISSILAGVITGYIGYIFKKYNRTITPKFSAVLSVF
                     IVSLEMIMILLIVEDGISIVKTIAIPMILVNSFGSFILLSMIQAILRQEENAKALQTH
                     KVLRIADKTLPYFRQGLTEESCKHVAQIIHRFTGTDAVSLTDTEKILAHVGLASDHHI
                     PSHSLITGLSKEVLHTGKIMKAKSREVINCQHEGCPLQAAIVIPLTSHGNTIGTLKLY
                     FKNPNQLSRVEEELAEGLAKIFSTQLELGEAELQSKLLQDAEIKALQAQINPHFLFNA
                     INTVSALCRTDVEKARKLLLQLSVYFRCNLQGARQLLIPLEQELNHVQAYLSLEQARF
                     PNKYEVKMYIEDELKTTLVPPFVLQLLVENALRHAFPKKQPVCEVEVHVFEKEGMVHF
                     EVKDNGQGIEEERLEQLGKMVVSSKKGTGTALYNINERLIGLFGKETMLHIESEVNEG
                     TEITFVIPKKVGEEEQIVKSISS"
     gene            5181315..5182616
                     /locus_tag="BA_5693"
                     /old_locus_tag="BA5693"
                     /db_xref="Pathema:BA_5693"
     CDS             5181315..5182616
                     /locus_tag="BA_5693"
                     /old_locus_tag="BA5693"
                     /note="identified by match to protein family HMM PF00083;
                     match to protein family HMM PF07690"
                     /codon_start=1
                     /transl_table=11
                     /product="MFS transporter"
                     /protein_id="AAP29325.1"
                     /db_xref="Pathema:BA_5693"
                     /translation="MMNVTTDVQSTTEETKEKRYKTLFGSALGYAAEGLDMLLLSFVL
                     VYILKEFHLSPVEGGNLTLATTIGMLIGSYLFGFIADLFGRIRTMAFTILLFSLATAL
                     IYFATDYWQLLILRFLVGMGVGGEFGIGMAIVTETWSKEMRAKATSVVALGWQFGVLI
                     ASLLPAFIVPHFGWRAVFLFGLIPALLAVYVRKSLSEPKIWEQKQRYKKELLQKEAEG
                     NLTTTEAAQLKQMKKFPLRKLFANKKVTITTIGLIIMSFIQNFGYYGIFTWMPTILAN
                     KYNYTLAKASGWMFISTIGMLIGIATFGILADKIGRRKTFTIYYVGGTIYCLIYFFLF
                     TDSTLLLWGSALLGFFANGMMGGFGAVLAENYPAEARSTAENFIFGTGRGLAGFGPVI
                     IGLLAAGGNLMGALSLIFIIYPIGLVTMLLCVPETKDKVLE"
     gene            complement(5182713..5184281)
                     /locus_tag="BA_5694"
                     /old_locus_tag="BA5694"
                     /db_xref="Pathema:BA_5694"
     CDS             complement(5182713..5184281)
                     /locus_tag="BA_5694"
                     /old_locus_tag="BA5694"
                     /note="identified by similarity to OMNI:NTL02SA2192; match
                     to protein family HMM PF02028"
                     /codon_start=1
                     /transl_table=11
                     /product="osmoprotectant transporter, BCCT family"
                     /protein_id="AAP29326.1"
                     /db_xref="Pathema:BA_5694"
                     /translation="MRMKSRKTDWPVFLISGGSLLLFVIAVFLNKSYVEGVINSSFAA
                     SIKYFGAFWQILLIGTFVVAMCMAFSKYGRVKLGGLEKPEISTTKWLAIIMSTLLAGG
                     GVFWAAAEPMYHLMTVPPIHEGITAGTKEAVMPALAQSYMHWGFLAWTILGTISAVVM
                     MYGHYHKGMPLKPRTLLYPIFGEKLRKSWLGTLIDAFAIIAVAAGTIGPIGFLGLQAS
                     YGLQALFNIPDVFTTQLAIIVCVVAVSTISAVTGIDKGIQIISNLNVRLAILLMVFVL
                     LFGPGGFIIDSFVSSFGFYINEFIPMSTYRGDTTWLGSWTIFFWGWFIGYGPMMAILV
                     SRISRGRTIREIIVAIGIIAPIITTFWFTILGGSGVFYELMKPGSISSALSESGMPAA
                     MIAITEQLPLSHIIGPAFLLLTILFVVTTGDSMAYSISMAVTGDGDPRISLRVFWSLI
                     MGTVAAILLYMGEGSINALQSFIVVTAVPVSILLFPMLWLAPKVAGELALKQGIVKEE
                     EKTSFLFQKASKSK"
     gene            complement(5184644..5185714)
                     /locus_tag="BA_5695"
                     /old_locus_tag="BA5695"
                     /db_xref="Pathema:BA_5695"
     CDS             complement(5184644..5185714)
                     /locus_tag="BA_5695"
                     /old_locus_tag="BA5695"
                     /note="identified by match to protein family HMM PF02898"
                     /codon_start=1
                     /transl_table=11
                     /product="nitric-oxide synthase, oxygenase subunit"
                     /protein_id="AAP29327.1"
                     /db_xref="Pathema:BA_5695"
                     /translation="MSKTKQLIEEASHFITICYKELSKEHFIEERMKEIQAEIEKTGT
                     YEHTFEELVHGSRMAWRNSNRCIGRLFWSKMHILDAREVNDEEGVYHALIHHIKYATN
                     DGKVKPTITIFKQYQGEENNIRIYNHQLIRYAGYKTEMGVTGDSHSTAFTDFCQELGW
                     QGEGTNFDVLPLVFSIDGKAPIYKEIPKEEVKEVPIEHPEYPISSLGAKWYGVPMISD
                     MRLEIGGISYTAAPFNGWYMGTEIGARNLADHDRYNLLPAVAEMMDLDTSRNGTLWKD
                     KALIELNVAVLHSFKKQGVSIVDHHTAAQQFQQFEKQEAACGRVVTGNWVWLIPPLSP
                     ATTHIYHKPYPNEILKPNFFHK"
     gene            5185931..5186557
                     /gene="sodA2"
                     /locus_tag="BA_5696"
                     /old_locus_tag="BA5696"
                     /db_xref="Pathema:BA_5696"
     CDS             5185931..5186557
                     /gene="sodA2"
                     /locus_tag="BA_5696"
                     /old_locus_tag="BA5696"
                     /EC_number="1.15.1.1"
                     /note="identified by match to protein family HMM PF00081;
                     match to protein family HMM PF02777"
                     /codon_start=1
                     /transl_table=11
                     /product="superoxide dismutase, Mn"
                     /protein_id="AAP29328.1"
                     /db_xref="Pathema:BA_5696"
                     /translation="MSSFQLPKLSYDYDELEPYIDSNTLSIHHGKHHATYVNNLNAAL
                     ENYSELHNKSLEELLCNLETLPKEIVTAVRNNGGGHYCHSLFWEVMSPRGGGEPNGDV
                     AKVIDYYFNTFDNLKDQLSKAAISRFGSGYGWLVLDGEELSVMSTPNQDTPLQEGKIP
                     LLVIDVWEHAYYLKYQNRRPEFVTNWWHTVNWDRVNEKYLQAIQSQKH"
     gene            complement(5186646..5187524)
                     /locus_tag="BA_5697"
                     /old_locus_tag="BA5697"
                     /db_xref="Pathema:BA_5697"
     CDS             complement(5186646..5187524)
                     /locus_tag="BA_5697"
                     /old_locus_tag="BA5697"
                     /note="identified by similarity to GP:16414357; match to
                     protein family HMM PF01073; match to protein family HMM
                     PF01370; match to protein family HMM PF07993"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29329.1"
                     /db_xref="Pathema:BA_5697"
                     /translation="MKLKKVLVLGGTRFFGKHLVEALLKDGHDVTIATRGITEDSFGG
                     TVKRLIVDREDEKQLASCLEGKSYDIVYDNLCYSSNAAKIVCEFLKGTTNKYIMTSSM
                     AVYTPALNLSEEDFNPYEYAIVYGDRNDFDYGEGKRVAEAVVFQQATFPVVAVRFPVV
                     IGENDYTKRLQFYVEHIVRKEPVAVNHLDGELSFINEEAAGEFLAWCGMKDIEGPINA
                     CSNGVVSSREILHFIEENTGIKSLVQEVGDHVAPYNEVTNCTLHNGKANELGFQFREL
                     KVEIEKVLRYYIHVMK"
     gene            complement(5187633..5188223)
                     /locus_tag="BA_5698"
                     /old_locus_tag="BA5698"
                     /db_xref="Pathema:BA_5698"
     CDS             complement(5187633..5188223)
                     /locus_tag="BA_5698"
                     /old_locus_tag="BA5698"
                     /note="identified by similarity to SP:P56583; match to
                     protein family HMM PF02293"
                     /codon_start=1
                     /transl_table=11
                     /product="putative transporter"
                     /protein_id="AAP29330.1"
                     /db_xref="Pathema:BA_5698"
                     /translation="MGYVGLLRSGAALFLNSLVILGKAEMKSAGVFNLFVGALQIIIP
                     FYLIMISDQSNWTVYSYAATFLFGLTYLYVGVTFIKGMDSSGLGWFCIWVAIIALFYM
                     VVSFVQFHDVVNALTWFMWALLWYLFFVLNTQKKNINQYLGRIAFVQSWVTLTLPSLF
                     YFMGVWGEGFVYELWVYVSVISILYFCYCIYKYRVR"
     gene            5188650..5189051
                     /locus_tag="BA_5699"
                     /old_locus_tag="BA5699"
                     /db_xref="Pathema:BA_5699"
     CDS             5188650..5189051
                     /locus_tag="BA_5699"
                     /old_locus_tag="BA5699"
                     /note="identified by glimmer; putative"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="AAP29331.1"
                     /db_xref="Pathema:BA_5699"
                     /translation="MPLHYPHPAVIHSTGVLTREPATVSAVINIVNLDAYYAHNVNIE
                     VWDWSNYSNPVKLPVLIGEDTVVEFPYLLQGNNLAVFYANLDEAINLYEIRISYPTHS
                     NIIANCFGRSVPPYTSQEGNTVYHKQLVRIH"
     gene            complement(5189195..5190211)
                     /gene="galE2"
                     /locus_tag="BA_5700"
                     /old_locus_tag="BA5700"
                     /db_xref="Pathema:BA_5700"
     CDS             complement(5189195..5190211)
                     /gene="galE2"
                     /locus_tag="BA_5700"
                     /old_locus_tag="BA5700"
                     /EC_number="5.1.3.2"
                     /note="identified by match to protein family HMM PF01073;
                     match to protein family HMM PF01370; match to protein
                     family HMM PF02719; match to protein family HMM PF07993;
                     match to protein family HMM TIGR01179"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-glucose 4-epimerase"
                     /protein_id="AAP29332.1"
                     /db_xref="Pathema:BA_5700"
                     /translation="MAILITGGAGYIGSHTCVELLNNNYKIIVVDNLSNSSIESLNRV
                     KEITGKQFEFYKENVLNREKMNEIFLENNIEAVIHFAGFKAVGESTTTPLAYYYNNII
                     SAIVLCDVMQKHNVKNFIFSSSATVYGIPKTLPITEEFPLSVTNPYGQTKLMIEQIMR
                     DVAKADDEWSIALLRYFNPFGAHQSGRIGEDPNGIPNNLMPYVTQVAVGKLKELNIFG
                     NDYPTKDGTGVRDYIHVVDLAKGHVKALEKVLKTKGIEAYNLGTGKGYSVLEMVKAFE
                     KVSGKKIPYKVIGRRPGDVAICFADVSKAKRELGWEAEYGLEEMCVDSWRWQVNNKNG
                     YQMI"
     gene            complement(5190436..5191083)
                     /locus_tag="BA_5701"
                     /old_locus_tag="BA5701"
                     /db_xref="Pathema:BA_5701"
     CDS             complement(5190436..5191083)
                     /locus_tag="BA_5701"
                     /old_locus_tag="BA5701"
                     /note="identified by similarity to GP:15023778; match to
                     protein family HMM PF03006; match to protein family HMM
                     TIGR01065"
                     /codon_start=1
                     /transl_table=11
                     /product="channel protein, hemolysin III family"
                     /protein_id="AAP29333.1"
                     /db_xref="Pathema:BA_5701"
                     /translation="MNTYIREPVNAFTHLGGAVLSFIALLAMLVKVSIKMPSFAAITA
                     IILFGIGMMVLYTASAVYHSVVASERVIYFFRKLDHSMIFILIAGTYAPFCLITLHSA
                     NGLLLFCLVYATAICGIVFKMFWFNCPRWLSTAIYITMGWLIVLFFAPLAANLSTGGM
                     VLLVLGGILYTIGGFIYGTKPKWLEFKYMGHHEIFHVFVLLGSLAHFLSVYCYVI"
     gene            5191248..5191808
                     /locus_tag="BA_5702"
                     /old_locus_tag="BA5702"
                     /db_xref="Pathema:BA_5702"
     CDS             5191248..5191808
                     /locus_tag="BA_5702"
                     /old_locus_tag="BA5702"
                     /note="identified by similarity to GP:15023777; match to
                     protein family HMM PF08876"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29334.1"
                     /db_xref="Pathema:BA_5702"
                     /translation="MENINKLLETLHLEKNITLEDIPNVDLYVDQVVQLFENTYADTT
                     RTDDEKVLTKTMINNYAKGKLFIPIKNKKYSKEHMILISLIYQLKGALSINDIKSSLE
                     HINESLLSDDSFELNMLYKDYLTITENNVESFKQDINNRVSEVSEISSLEDSKLEKFL
                     LLNSLVNMSNMYRRLAEKLVDDLKGS"
     gene            complement(5191851..5193296)
                     /locus_tag="BA_5703"
                     /old_locus_tag="BA5703"
                     /db_xref="Pathema:BA_5703"
     CDS             complement(5191851..5193296)
                     /locus_tag="BA_5703"
                     /old_locus_tag="BA5703"
                     /note="identified by match to protein family HMM PF00270;
                     match to protein family HMM PF00271; match to protein
                     family HMM PF03880"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent RNA helicase, DEAD/DEAH box
                     family"
                     /protein_id="AAP29335.1"
                     /db_xref="Pathema:BA_5703"
                     /translation="MSKKSFSNYALSKEVRRALTGLGYEHPTEVQGEVIPVALQKKDL
                     VVKSQTGSGKTASFGIPLCEMVEWEENKPQALVLTPTRELAVQVKEDITNIGRFKRIK
                     AAAIYGKSPFARQKLELKQKTHIVVGTPGRVLDHIEKGTLSLERLKYLVIDEADEMLN
                     MGFIDQVEAIIDELPTKRMTMLFSATLPEDVERLSRTYMNAPTHIEIKAAGITTDKIE
                     HTLFEVREEEKLSLLKDVTTIENPDSCIIFCRTQENVDHVYRQLDRVNYPCDKIHGGM
                     VQEDRFGVMDDFRKGKFRYLVATDVAARGIDIDNITHVINYDIPLEKESYVHRTGRTG
                     RAGNSGKAITFITPYEDRFLEEIEAYIGFAIPKANAPSKEEVMKGKAAFEEKIQAKPT
                     IKKDKSADINKGIMKLYFNGGKKKKIRAVDFVGTIAKIQGVSAEDIGIITIQDNVSYV
                     EILNGKGPLVLKVMRNTTIKGKQLKVHEANK"
     gene            complement(5193483..5194514)
                     /locus_tag="BA_5704"
                     /old_locus_tag="BA5704"
                     /db_xref="Pathema:BA_5704"
     CDS             complement(5193483..5194514)
                     /locus_tag="BA_5704"
                     /old_locus_tag="BA5704"
                     /note="identified by match to protein family HMM PF01757"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane protein"
                     /protein_id="AAP29336.1"
                     /db_xref="Pathema:BA_5704"
                     /translation="MKRLVYMDWLRVLATIAVVTIHVSAGYVSVLDANNASRWMAGNL
                     FESISRASVPIFVMISGALLLKGTKDISVGEFLQKRASKVIIPFIAWSAIFYAYGAYA
                     GYFPASLKQGIKHFLTDTIGGHLWFLYMIVGIYLITPLLKVFVKNAKKREIEYFLILW
                     LYASVVVNLVKYYYPINFNIELFYVTNYVGYFLLGYYLSNFDISKKWRNISYIGGFVG
                     FISTFFITYFYTVKANGQLEQFWYGYFAPGVVLMAIGLFIFFKYAFQKSERELPLLFR
                     FINQASLGIYILHFFLLNNLLYMVFPKVNNHVHAILAIPINVTITIVLSMVITLVLQR
                     IPVVKKLVP"
     gene            5194755..5195738
                     /gene="guaC"
                     /locus_tag="BA_5705"
                     /old_locus_tag="BA5705"
                     /db_xref="Pathema:BA_5705"
     CDS             5194755..5195738
                     /gene="guaC"
                     /locus_tag="BA_5705"
                     /old_locus_tag="BA5705"
                     /EC_number="1.7.1.7"
                     /note="identified by match to protein family HMM PF00478;
                     match to protein family HMM TIGR01306"
                     /codon_start=1
                     /transl_table=11
                     /product="GMP reductase"
                     /protein_id="AAP29337.1"
                     /db_xref="Pathema:BA_5705"
                     /translation="MGNVFDYEDIQLIPAKCIVNSRSECDTTVTLGKHKFKLPVVPAN
                     MQTIIDERIATYLAENNYFYIMHRFQPEKRISFIRDMQSRGLIASISVGVKEDEYEFV
                     QQLAAEHLTPEYITIDIAHGHSNAVINMIQHIKKHLPESFVIAGNVGTPEAVRELENA
                     GADATKVGIGPGKVCITKIKTGFGTGGWQLAALRWCAKAASKPIIADGGIRTNGDVAK
                     SIRFGATMVMIGSLFAGHEESPGETIEKDGKLYKEYFGSASEFQKGEKKNVEGKKMFV
                     EHKGSLEDTLIEMEQDLQSSISYAGGTKLDSIRTVDYVVVKNSIFNGDKVY"
     gene            5195873..5197690
                     /locus_tag="BA_5706"
                     /old_locus_tag="BA5706"
                     /db_xref="Pathema:BA_5706"
     CDS             5195873..5197690
                     /locus_tag="BA_5706"
                     /old_locus_tag="BA5706"
                     /note="identified by similarity to SP:O31605; match to
                     protein family HMM PF01432; match to protein family HMM
                     PF08439; match to protein family HMM TIGR00181"
                     /codon_start=1
                     /transl_table=11
                     /product="putative oligoendopeptidase F"
                     /protein_id="AAP29338.1"
                     /db_xref="Pathema:BA_5706"
                     /translation="MKDVIEKRHIRAEVPIELTWDLSDLYESDKKWETALRVLTDDIK
                     KLDAFKGQLHTSPTTLLHCLLLEEELLMKLTKLYSYANLKESTDRTNPVIQANSSKIA
                     ALWTKVHTALSFIHNEILSLEEGTIEKYLTKETKLEPFRKSLLDILQKRQYTLSPETE
                     EALAALGEVHSSPYKIYGMTKLADMDFNSIQDEQGNELPVSFSLFESKYEFSPSVDIR
                     RKAYSSFVSTLKRYKNTVATTYATEVKKQVTLSRLRKFESVTHMLLEPQNVPLEMYNN
                     QLDIIYKELAPHMRRFADLKKKVLGLDQMLFCDLHAPLDPEFNPAITYEEAGKLIQDS
                     LQVLGDEYSAIIKKGFKERWVDLADNVGKSTGAFCSSPYGSHPYILITWQNTMRGCFT
                     LAHEFGHAGHFYLANKNQRIMNVRPSMYFVEAPSTMNELLLAQHLLATTDDKRMRRWV
                     ILQLLGTYYHNFVTHLLEGEYQRRVYSLAEEGEALTATTLTEIKTNVLSTFWGNSVEI
                     DEGAGLTWMRQPHYYMGLYSYTYSAGLTASTAVAQMIKEEGQPAVDRWLDVLRAGGTM
                     KPLELMKHAGVDMSKPDAIRKAVSYVGSLIDELERSYEE"
     gene            complement(5197728..5198606)
                     /locus_tag="BA_5707"
                     /old_locus_tag="BA5707"
                     /db_xref="Pathema:BA_5707"
     CDS             complement(5197728..5198606)
                     /locus_tag="BA_5707"
                     /old_locus_tag="BA5707"
                     /note="identified by similarity to OMNI:NTL01CJ01544;
                     match to protein family HMM PF04055"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29339.1"
                     /db_xref="Pathema:BA_5707"
                     /translation="MKKFKKFYLEITSVCNLACSFCPPTERQKQFISVEDFAKRLDQI
                     KPHTDYIYLHVKGEPLLHPKIDQLLDLSHEKGFKVNITTNGTLINKRRHRLLNKPALR
                     QMNFSLHSFDGHPGSQDKEGYVRSILSFIREATSQSDLIVSLRLWNLTQDNKTNAEIQ
                     KNRELLSIIENEFDLSYQIEEKLTPGKGIKIAERVFINQDYEFQWPALHEEEDDGKGF
                     CHGLRNQAGILANGTVIPCCLDGEGIINLGNINNDSFSNIIEGERATNIVDGFSRRVA
                     VEELCRKCGYRKRFGK"
     gene            complement(5198788..5199267)
                     /gene="rlmH"
                     /locus_tag="BA_5708"
                     /old_locus_tag="BA5708"
                     /db_xref="Pathema:BA_5708"
     CDS             complement(5198788..5199267)
                     /gene="rlmH"
                     /locus_tag="BA_5708"
                     /old_locus_tag="BA5708"
                     /EC_number="2.1.-.-"
                     /note="identified by similarity to OMNI:NTL01BS04017;
                     match to protein family HMM PF02590; match to protein
                     family HMM TIGR00246"
                     /codon_start=1
                     /transl_table=11
                     /product="rRNA large subunit m3Psi methyltransferase RlmH"
                     /protein_id="AAP29340.2"
                     /db_xref="Pathema:BA_5708"
                     /translation="MNISIISIGKLKEKYLKQGIAEYLKRLSAYAKVEVIELPDEKAP
                     ENLSEAEMLIVKEKEGIRILDKISDDTHVIALAIEGKQKSSEEFAVSLDRLATYGKSK
                     VAFVIGGSLGLSSEVMKRSNESLSFSKMTLPHQLMRLVLLEQVYRAFRINRGEPYHK"
     gene            complement(5199327..5199512)
                     /locus_tag="BA_5709"
                     /old_locus_tag="BA5709"
                     /db_xref="Pathema:BA_5709"
     CDS             complement(5199327..5199512)
                     /locus_tag="BA_5709"
                     /old_locus_tag="BA5709"
                     /note="identified by similarity to OMNI:NTL01BH4014"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29341.1"
                     /db_xref="Pathema:BA_5709"
                     /translation="MNLPCCLEHVELALDIIVDECEVAPVINNVDNSEKEKKTCEFCQ
                     NEATYVVSNTDSHTICG"
     gene            complement(5199566..5200741)
                     /locus_tag="BA_5710"
                     /old_locus_tag="BA5710"
                     /db_xref="Pathema:BA_5710"
     CDS             complement(5199566..5200741)
                     /locus_tag="BA_5710"
                     /old_locus_tag="BA5710"
                     /note="identified by similarity to SP:P39668; match to
                     protein family HMM PF00089"
                     /codon_start=1
                     /transl_table=11
                     /product="serine protease"
                     /protein_id="AAP29342.1"
                     /db_xref="Pathema:BA_5710"
                     /translation="MSFIDGENYRMKRARKKKHKGIVISSIAGTIVGASLFAFGAPIF
                     SNDTGALPQAEASGSNMAEAQGIKQISFVDAVDRASEAVVGIINIQRDNLSEADSEAG
                     TGSGVIYKKTNDQAYIVTNNHVVAGANRIEVSLSDGKKVPGKVLGTDVVTDLAVLEID
                     AKHVKKVIEIGDSNAVRRGEPVIAIGNPLGLQFSGTVTQGIISANERIVPVDLDQDGH
                     YDWQVEVLQTDAAINPGNSGGALVNAAGQLIGINSMKIAAKEVEGIGLAIPVTRAVPI
                     MNELEKYGKVRRPYVGIELRSLNEIPNYYWSKTLHLPGNVTEGVCILDVKSPSPGTDA
                     GLREHDVIVAVDGKPVRDIIGFRTALYDKKINDKMTLTFYRGTKRATTTVKLGIQKY"
     gene            complement(5200805..5201599)
                     /locus_tag="BA_5711"
                     /old_locus_tag="BA5711"
                     /db_xref="Pathema:BA_5711"
     CDS             complement(5200805..5201599)
                     /locus_tag="BA_5711"
                     /old_locus_tag="BA5711"
                     /note="identified by similarity to EGAD:37670; match to
                     protein family HMM PF00753"
                     /codon_start=1
                     /transl_table=11
                     /product="metallo-beta-lactamase family protein"
                     /protein_id="AAP29343.1"
                     /db_xref="Pathema:BA_5711"
                     /translation="MGLHFSVLASGSTGNMLYVGTDEKKLLVDAGLSGKATEALFKQA
                     ELNINDVSGILVTHEHSDHIKGLGVLARKYDLPVYANEKTWNAMEHLIGNIPTDQKFI
                     FSVGDVKTFGDIEVESFGVSHDAAEPMFYAFHNNNRKLALITDTGYVSDRMKGVIKGA
                     NAFVFESNHDVEMLRMGRYPWSIKRRILSDVGHVCNEDAALAMADVITDETKHIYLAH
                     LSLDNNMKELARMSVSQVLEEKGFGVGEAFEIHDTDPKMPTKIQYV"
     gene            complement(5201583..5202425)
                     /locus_tag="BA_5712"
                     /old_locus_tag="BA5712"
                     /db_xref="Pathema:BA_5712"
     CDS             complement(5201583..5202425)
                     /locus_tag="BA_5712"
                     /old_locus_tag="BA5712"
                     /note="identified by similarity to EGAD:37671; match to
                     protein family HMM PF09648"
                     /codon_start=1
                     /transl_table=11
                     /product="yycI protein"
                     /protein_id="AAP29344.1"
                     /db_xref="Pathema:BA_5712"
                     /translation="MDWDRIKTIFIVTFFVLDLFLIFQFIQKQDSNQLELIAETKIDQ
                     ELKANKITMGNFPKEPKKESFIRAENKAFKEEDVQALKNQTAHIQNMYKIESKLKEPF
                     LNTKSLSKDKYNDFLKNYVLDGQKYEFGAMKDSKIYFFQRYKDKPIFYNEQAMIVVEL
                     NEKNELVSYTQTMLTDLKEMGESEKTKQQEIITAQTALENLYLKNKIHGNTHVKEAQI
                     GYANLTASTSNNQVLASTWNLKTEQKQDFFVNAIEGQVMELGEKENQVVDEHTGVRKN
                     GVAF"
     gene            complement(5202406..5203722)
                     /locus_tag="BA_5713"
                     /old_locus_tag="BA5713"
                     /db_xref="Pathema:BA_5713"
     CDS             complement(5202406..5203722)
                     /locus_tag="BA_5713"
                     /old_locus_tag="BA5713"
                     /note="identified by similarity to GP:16409654; match to
                     protein family HMM PF07435"
                     /codon_start=1
                     /transl_table=11
                     /product="YycH protein"
                     /protein_id="AAP29345.1"
                     /db_xref="Pathema:BA_5713"
                     /translation="MSMENVKTIVLINLVVISLFLTFNLWTYVPDSTSMQNAKFVQGN
                     EGTTQTKIADVVRPTSIIVHKDKNHYGSKREGDIESIYKPLEAGELHEFKEISIAKAD
                     FLPYVHGEGKIELIFPTNIPFDAVKSMFSMKEKSIDKPKHFNRIILDPSRSRDQEIKI
                     NFVSDGDNSRIYEAKLSGVYLKDIVNAQNQFIVSAKPYFDYQINDMKKLFLPDGTTEL
                     SNITYISSNLAVDTFKNALFSDPRYLSPITEQSKEIFTDGIRSMEIENNQHMLKYKNS
                     SVLSEKKPDNLMLLQKSFDFVNGHSGSLDSYRLDYMNKGQTVFRLQEDGYPVFNTDGL
                     AELRQVWGSEEVMEYERSLLSLNTKGIEQKVTLPSGHVVIASLENNAAVDKRFIKDIG
                     IGYKLSLDGQVARLQPIWYVKFVEDEAGKQKIYEWSEGGLNGLGSD"
     gene            complement(5203719..5205560)
                     /gene="yycG"
                     /locus_tag="BA_5714"
                     /old_locus_tag="BA5714"
                     /db_xref="Pathema:BA_5714"
     CDS             complement(5203719..5205560)
                     /gene="yycG"
                     /locus_tag="BA_5714"
                     /old_locus_tag="BA5714"
                     /EC_number="2.7.13.3"
                     /note="identified by match to protein family HMM PF00512;
                     match to protein family HMM PF00672; match to protein
                     family HMM PF00989; match to protein family HMM PF02518;
                     match to protein family HMM TIGR00229"
                     /codon_start=1
                     /transl_table=11
                     /product="sensory box histidine kinase YycG"
                     /protein_id="AAP29346.1"
                     /db_xref="Pathema:BA_5714"
                     /translation="MKKVGFFQSIHLKFVLIYMLLILIAMQVIGVYFVRELEKSLVQG
                     FRDSLTQQTNLLSYNLKQEFKKSYTKAETESTDETIKTSIRKFASDRKKDIQEVSVFD
                     ANRKLLAISDESKQNKVNRTSTDIAVQRVLVQKKPEVKIEKDGRTGHRVQVMITPIMD
                     DNNKDALGAIYVVASMEDVYKQMKDINQIFATGTVIALLVTAVLGILLAQTITRPISD
                     MRRQAIEMAKGNYSRKVKVHSHDEIGQLALSFNNLSKKLQQARSSTESERRKLSSVLS
                     HMTDGVIATDRKGDIILLNDPAEKMLNVSRETALDQSVLEVLGIQEEFTLDHLYEEPD
                     SVLLDFSTRNEPYILRASFSVIQKETGKANGLIAVLYDVTEQERIERERREFVANVSH
                     ELRTPLTTMRSYLEALTDGAWQDPNIAPQFLTVIQEETERMIRLVNALLQLSKLDSTE
                     HRLMKEWVDFTDFFNNIIDRFEMSKEQNVSFKRSFSKKSRFIDMDTDKITQVLYNIIS
                     NALKYSPEGGTVTYRLRDRGELLEISVSDQGMGIPKENVDKIFERFYRVDKARSRQMG
                     GTGLGLAIAKEMIEAHGGSIWAKSEEGKGTTIYFTLPMAADEEDEWE"
     gene            complement(5205564..5206271)
                     /gene="yycF"
                     /locus_tag="BA_5715"
                     /old_locus_tag="BA5715"
                     /db_xref="Pathema:BA_5715"
     CDS             complement(5205564..5206271)
                     /gene="yycF"
                     /locus_tag="BA_5715"
                     /old_locus_tag="BA5715"
                     /note="identified by similarity to OMNI:SA0019; match to
                     protein family HMM PF00072; match to protein family HMM
                     PF00486"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding response regulator YycF"
                     /protein_id="AAP29347.1"
                     /db_xref="Pathema:BA_5715"
                     /translation="MMGKKILVVDDEKPIADILKFNLEKEGFEIVMAHDGDEAIEKAT
                     EEQPDMVLLDIMLPGKDGLEVCREIRKSSEMPIIMLTAKDSEIDKVLGLELGADDYVT
                     KPFSTRELLARVKANLRRHQQGGAAEKEENTEMVIGPIVINPNAYSVTKREENIELTH
                     REFELLHYLAKHLGQVMTREHLLQTVWGYDYFGDVRTVDVTVRRLREKIEDNPSHPTL
                     IVTRRGVGYYLRDPEQE"
     gene            complement(5206675..5206747)
                     /locus_tag="BA_5867"
     tRNA            complement(5206675..5206747)
                     /locus_tag="BA_5867"
                     /product="tRNA-Phe"
     gene            complement(5206789..5206864)
                     /locus_tag="BA_5868"
     tRNA            complement(5206789..5206864)
                     /locus_tag="BA_5868"
                     /product="tRNA-Asp"
     gene            complement(5206885..5206956)
                     /locus_tag="BA_5869"
     tRNA            complement(5206885..5206956)
                     /locus_tag="BA_5869"
                     /product="tRNA-Glu"
     gene            complement(5206970..5207045)
                     /locus_tag="BA_5870"
     tRNA            complement(5206970..5207045)
                     /locus_tag="BA_5870"
                     /product="tRNA-Lys"
     gene            complement(5207185..5208474)
                     /gene="purA"
                     /locus_tag="BA_5716"
                     /old_locus_tag="BA5716"
                     /db_xref="Pathema:BA_5716"
     CDS             complement(5207185..5208474)
                     /gene="purA"
                     /locus_tag="BA_5716"
                     /old_locus_tag="BA5716"
                     /EC_number="6.3.4.4"
                     /note="identified by match to protein family HMM PF00709;
                     match to protein family HMM TIGR00184"
                     /codon_start=1
                     /transl_table=11
                     /product="adenylosuccinate synthase"
                     /protein_id="AAP29348.1"
                     /db_xref="Pathema:BA_5716"
                     /translation="MSSVVVVGTQWGDEGKGKITDFLSEHAEVVARYQGGNNAGHTIV
                     FGGVKYKLHLIPSGIFYKEKICVIGNGLVVDPKALLEELKYLHDRGVSTDNLRVSNRA
                     HVILPYHLKQDELEEASKGDNKIGTTKKGIGPAYMDKAARIGIRMADLLDREAFKEKL
                     EQNLAQKNRLFEKMYDTEGFSVDEIFEEYFEYGQQIAQYVCDTSVVLNDALDNNHRVL
                     FEGAQGVMLDIDHGTYPFVTSSNPIAGGVTVGTGVGPAKVTRVVGVCKAYTSRVGDGP
                     FPTELHDEIGHQIREVGREYGTTTGRPRRVGWFDSVVVRHARRVSGLTDLSLNSIDVL
                     TGIPTLKICVAYKCDGKVIDEVPANLNILAKCEPVYEELPGWTEDITGVRSLDELPEN
                     ARKYVERVSELTGIQLSMFSVGPDRNQTNIVRNVYEA"
     gene            complement(5208690..5210051)
                     /gene="dnaB"
                     /locus_tag="BA_5717"
                     /old_locus_tag="BA5717"
                     /db_xref="Pathema:BA_5717"
     CDS             complement(5208690..5210051)
                     /gene="dnaB"
                     /locus_tag="BA_5717"
                     /old_locus_tag="BA5717"
                     /EC_number="3.6.1.-"
                     /note="identified by match to protein family HMM PF00772;
                     match to protein family HMM PF03796; match to protein
                     family HMM TIGR00665"
                     /codon_start=1
                     /transl_table=11
                     /product="replicative DNA helicase"
                     /protein_id="AAP29349.1"
                     /db_xref="Pathema:BA_5717"
                     /translation="MSDVMADRTPPHNIEAEQAVLGAILIDQDALTSASELLVPDSFY
                     RTKHQKIFEVMLGLSDKGEPIDLVMMTSAMADQGLLEEVGGVSYLAELAEVVPTAANV
                     EYYARIIAEKALLRRLIRTATHIVSDGYEREDDVDGLLNEAEKKILEVSHQTNAKAFQ
                     NIKDVLVDAYDKIELLHNQKGEVTGIPTGFTELDKMTAGFQRNDLIIVAARPSVGKTA
                     FSLNIAQNVATKTDENVAIFSLEMGADQLVMRMLCAEGNIDAQRLRTGSLTSDDWAKL
                     TMAMGSLSNAGIYIDDTPGIKVNEIRAKCRRLKQEQGLGMILIDYLQLIQGSGKSGEN
                     RQQEVSEISRTLKGIARELQVPVIALSQLSRGVESRQDKRPMMSDIRESGSIEQDADI
                     VAFLYREDYYDRETENKNTIEIIIAKQRNGPVGSVELAFVKEFNKFVNLERRFEDGHA
                     PPA"
     gene            complement(5210079..5210525)
                     /gene="rplI"
                     /locus_tag="BA_5718"
                     /old_locus_tag="BA5718"
                     /db_xref="Pathema:BA_5718"
     CDS             complement(5210079..5210525)
                     /gene="rplI"
                     /locus_tag="BA_5718"
                     /old_locus_tag="BA5718"
                     /note="identified by similarity to SP:P37437; match to
                     protein family HMM PF01281; match to protein family HMM
                     PF03948; match to protein family HMM TIGR00158"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L9"
                     /protein_id="AAP29350.1"
                     /db_xref="Pathema:BA_5718"
                     /translation="MKVIFLKDVKGKGKKGEVKNVPDGYANNFLLKQGLAAEATNSSM
                     KTLEAQKRKEEKDAAAELESAKQLKETLEKLTVELKAKSGEGGRLFGSITSKQIVDAM
                     QKSHKIKLDKRKFEMDDAIRALGYTNVTVKLHPQVTATVKVHVSEQ"
     gene            complement(5210522..5212495)
                     /locus_tag="BA_5719"
                     /old_locus_tag="BA5719"
                     /db_xref="Pathema:BA_5719"
     CDS             complement(5210522..5212495)
                     /locus_tag="BA_5719"
                     /old_locus_tag="BA5719"
                     /note="identified by match to protein family HMM PF01368;
                     match to protein family HMM PF02272"
                     /codon_start=1
                     /transl_table=11
                     /product="DHH subfamily 1 protein"
                     /protein_id="AAP29351.1"
                     /db_xref="Pathema:BA_5719"
                     /translation="MPEFYKKQWFLYPVYVLAFFVFVLISILCYFHLMMGIISFFIFC
                     IVLFVVVRFELTFQKNFEKHTTDMITRVKKVSNEAFNQMPIGILLYNKDYGIDWANPY
                     LSSCLGQHALAGWHLYDVSETLLLFIKGETSDDIVSLNNRKFRVFVRKEEKLIYFFDV
                     TEQTEIEKMYEDQRTVLAVIYLDNYDEVTQGLDDQLRTNITSLVTSRLNEWAVKYGAY
                     LKRASSERFFVVLNESILAQMEKGKFSILDQVREETSKRNIPLTLSVGVGSGDLPLSE
                     LGAMAQSGLDLALGRGGDQVAIKQATGKVKFYGGKTNPVEKRTRVRARVISHALKDLV
                     LESSNVIIMGHRAPDMDAIGAAIGILKVAQLNERKGYIVLDENDSDKGIKRLMDKVKQ
                     NEELWSHFITPEQAMEFANDDSLLVVVDTHKPSMVMEEKLLRKIENVVVIDHHRRGED
                     FIEDPLLVYMEPYASSTAELVTELLEYQPKNLKMTMLEATALLAGIIVDTKSFTFRTG
                     ARTFDAASYLRSHGADTVLVQELLKEDMDQYLRVAKAIKNAYIYTNGIAIAKVDSDDY
                     YDQVLIAQSADTLLTMTGIIASFVIAKRGENFIGISGRSLGEVNVQLIMENLGGGGHL
                     TNAATQMKNVTVDEAEEKLRFVIDDYLQGGTQS"
     gene            complement(5212574..5213512)
                     /locus_tag="BA_5720"
                     /old_locus_tag="BA5720"
                     /db_xref="Pathema:BA_5720"
     CDS             complement(5212574..5213512)
                     /locus_tag="BA_5720"
                     /old_locus_tag="BA5720"
                     /note="identified by similarity to GP:10176657"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29352.1"
                     /db_xref="Pathema:BA_5720"
                     /translation="MMKNTKFITEGAALLAIYAMLLLISMYVPILGAVVTFALPLPFI
                     LLTIRYKLSSAFVIFTAALFITVIVSQPMNLVKTTMFGLIGIVLGYMYKKQKKPVEIL
                     MAGTLAYLIGIMLIYVASIKFFNIDLMKQMQNMFNESMTQSEKIVTAAGMPISKGQKE
                     LFVQMNDILQTVFPSILVMVSVCLSWITVIISGSALRKLKHDVIPWPKFKDIQLPKSI
                     VWYYVIFILLSTFIKVEPTSYLHMVFSNLYVIFALLLVLQGLTFIAFLAHSKGFTKGV
                     PIISFIACMFIPMLFPLVTILGIIDLGISLRSKIGG"
     gene            complement(5213590..5213823)
                     /gene="rpsR"
                     /locus_tag="BA_5721"
                     /old_locus_tag="BA5721"
                     /db_xref="Pathema:BA_5721"
     CDS             complement(5213590..5213823)
                     /gene="rpsR"
                     /locus_tag="BA_5721"
                     /old_locus_tag="BA5721"
                     /note="identified by similarity to SP:P21475; match to
                     protein family HMM PF01084; match to protein family HMM
                     TIGR00165"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S18"
                     /protein_id="AAP29353.1"
                     /db_xref="Pathema:BA_5721"
                     /translation="MAGRKGGRAKRRKVCFFTSNGITRIDYKDVDLLKRFVSERGKIL
                     PRRVTGTSAKYQRKLTVAIKRARQMALLPYVGE"
     gene            complement(5213869..5214399)
                     /gene="ssb1"
                     /locus_tag="BA_5722"
                     /old_locus_tag="BA5722"
                     /db_xref="Pathema:BA_5722"
     CDS             complement(5213869..5214399)
                     /gene="ssb1"
                     /locus_tag="BA_5722"
                     /old_locus_tag="BA5722"
                     /note="identified by similarity to EGAD:17778; match to
                     protein family HMM PF00436; match to protein family HMM
                     PF01336; match to protein family HMM TIGR00621"
                     /codon_start=1
                     /transl_table=11
                     /product="single-stranded DNA-binding protein"
                     /protein_id="AAP29354.2"
                     /db_xref="Pathema:BA_5722"
                     /translation="MVRLMNRVILVGRLTKDPDLRYTPNGVAVATFTLAVNRAFANQQ
                     GEREADFINCVIWRKQAENVANYLKKGSLAGVDGRLQTRNYEGQDGKRVYVTEVLAES
                     VQFLEPRNGGGEQRGSFNQQPSGAGFGNQSSNPFGQSSNSGNQGNQGNSGFTKNDDPF
                     SNVGQPIDISDDDLPF"
     gene            complement(5214417..5214707)
                     /gene="rpsF"
                     /locus_tag="BA_5723"
                     /old_locus_tag="BA5723"
                     /db_xref="Pathema:BA_5723"
     CDS             complement(5214417..5214707)
                     /gene="rpsF"
                     /locus_tag="BA_5723"
                     /old_locus_tag="BA5723"
                     /note="an automated process has identified a potential
                     problem with this gene model; the current end5 and/or the
                     end3 may need to extended or the current gene model may
                     need to be merged with a neighboring gene model; the
                     current gene model (or a revised gene model) may contain a
                     frame shift; identified by match to protein family HMM
                     PF01250; match to protein family HMM TIGR00166"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S6"
                     /protein_id="AAP29355.1"
                     /db_xref="Pathema:BA_5723"
                     /translation="MRKYEIMYIIRPGVEEEAQKALVERFAGVLTNNGAEIINTKEWG
                     KRRLAYEINDLREGFYMILNVNANAEAINEFDRLAKINEDILRHIVVKEEEK"
     gene            complement(5214899..5215999)
                     /gene="ychF"
                     /locus_tag="BA_5724"
                     /old_locus_tag="BA5724"
                     /db_xref="Pathema:BA_5724"
     CDS             complement(5214899..5215999)
                     /gene="ychF"
                     /locus_tag="BA_5724"
                     /old_locus_tag="BA5724"
                     /note="identified by match to protein family HMM PF01926;
                     match to protein family HMM PF06071; match to protein
                     family HMM TIGR00092"
                     /codon_start=1
                     /transl_table=11
                     /product="GTP-binding protein YchF"
                     /protein_id="AAP29356.1"
                     /db_xref="Pathema:BA_5724"
                     /translation="MGLTAGIVGLPNVGKSTLFNAITQAGAESANYPFCTIDPNVGIV
                     EVPDERLNKLTELVEPKKTVPTVFEFTDIAGIVKGASKGEGLGNKFLSHIRQVDAICQ
                     VVRCFEDENITHVSGKVDPIDDIETINLELILADLESVDKRIERVAKLARQKDKEAVY
                     EHEILVRLKEAFEEGKPARTVEFTEEQMKIVKGLHLLTTKEMLYVANVSEDDVIDPSE
                     NKYVQMVKEFAANENSQVIVVCAKIESEIAELDEEEKKVFLEELGIEESGLDQLIRAA
                     YDLLGLATYFTAGVQEVRAWTFKQGMKAPQCAGVIHTDFERGFIRAETVSYEDLMTNG
                     SMTAAKEAGKVRLEGKEYIVKDGDVMHFRFNV"
     gene            complement(5216115..5216312)
                     /locus_tag="BA_5725"
                     /old_locus_tag="BA5725"
                     /db_xref="Pathema:BA_5725"
     CDS             complement(5216115..5216312)
                     /locus_tag="BA_5725"
                     /old_locus_tag="BA5725"
                     /note="identified by similarity to GP:16415462; match to
                     protein family HMM PF06107"
                     /codon_start=1
                     /transl_table=11
                     /product="conserved hypothetical protein"
                     /protein_id="AAP29357.1"
                     /db_xref="Pathema:BA_5725"
                     /translation="MEQKQYNLYDVVEMKKAHPCGENRWKIIRMGMDIRIKCEGCDHS
                     VMIPRREFDRKVKKILVKHEE"
     gene            complement(5216333..5217214)
                     /locus_tag="BA_5726"
                     /old_locus_tag="BA5726"
                     /db_xref="Pathema:BA_5726"
     CDS             complement(5216333..5217214)
                     /locus_tag="BA_5726"
                     /old_locus_tag="BA5726"
                     /note="identified by match to protein family HMM PF00924"
                     /codon_start=1
                     /transl_table=11
                     /product="mechanosensitive ion channel family protein"
                     /protein_id="AAP29358.1"
                     /db_xref="Pathema:BA_5726"
                     /translation="MDVLTKWFNATKQYLLDADRWADIGIAALKICIILTIGAIVVRI
                     ARAVVRNAFRMGSRSPIQISERRTVTVAKLLENIVAYVVMFIMLIAILGVFNINASGL
                     LAGAGVIGLAVGFGAQSLVKDVITGLFILLEDQFSVGDYVKIGQFEGVVLEIGLRTTK
                     VKSWTGEIHTLPNGSIVQVTNYSVSNSVAFVDVSISYEADIAKAEQVIEELLEELPAQ
                     YEQMVTTPQLLGVQTLAASEVILRVIAEVEPMQHAVIARALRKEIKNRLDLHGIEIPY
                     PRMVLYNREELVSGKAI"
     gene            5217474..5218070
                     /locus_tag="BA_5728"
                     /old_locus_tag="BA5728"
                     /db_xref="Pathema:BA_5728"
     CDS             5217474..5218070
                     /locus_tag="BA_5728"
                     /old_locus_tag="BA5728"
                     /note="identified by match to protein family HMM PF06866;
                     match to protein family HMM TIGR02841"
                     /codon_start=1
                     /transl_table=11
                     /product="putative sporulation protein YyaC"
                     /protein_id="AAP29359.1"
                     /db_xref="Pathema:BA_5728"
                     /translation="MNIGSFRLPFFEKETQNVMHQDLEASETISNFLLSHIPIKTHIP
                     IILVCIGTDRSTGDALGPLVGTKLEQVGIKNFQVFGTLDEPVHALNLEEKIQNIQKDN
                     PASFIIAVDACLGKSQSIGSITTGMGPSKPGAAMNKKLPAVGDLHIHGIVNLNGFMEF
                     FVLQNTRLSLVMKMADVIAQSIKETDQKICALKKANHL"
     gene            complement(5218091..5218942)
                     /gene="spo0J"
                     /locus_tag="BA_5729"
                     /old_locus_tag="BA5729"
                     /db_xref="Pathema:BA_5729"
     CDS             complement(5218091..5218942)
                     /gene="spo0J"
                     /locus_tag="BA_5729"
                     /old_locus_tag="BA5729"
                     /note="identified by match to protein family HMM PF02195;
                     match to protein family HMM TIGR00180"
                     /codon_start=1
                     /transl_table=11
                     /product="stage 0 sporulation protein J"
                     /protein_id="AAP29360.2"
                     /db_xref="Pathema:BA_5729"
                     /translation="MAKGLGRGINVFFPDLDVKEEETVQEIVITELRPNPYQPRKHFN
                     KEAIQELSASIKEHGILQPLIARKSIKGYEIVAGERRYRAAKEAGLEKVPAVVRQLNE
                     QQMMEFALLENLQREDLNPMEEAMAYQMLMNELNVTQEQLAKCLGKSRPYIANYTRLL
                     SLPSFVQDMIANGQLSMAHGRTLLTIKDEEQLKSLLKRIEKEGLNVRQLEKIVQEINQ
                     SVSRETKQVKKERNIFFIERETFLREKFGTDVKIKETKKEKGKIEIEFFNKEDLNRIL
                     ELLAQKN"
     gene            complement(5218935..5219696)
                     /gene="soJ"
                     /locus_tag="BA_5730"
                     /old_locus_tag="BA5730"
                     /db_xref="Pathema:BA_5730"
     CDS             complement(5218935..5219696)
                     /gene="soJ"
                     /locus_tag="BA_5730"
                     /old_locus_tag="BA5730"
                     /note="identified by similarity to SP:P37522; match to
                     protein family HMM PF01656"
                     /codon_start=1
                     /transl_table=11
                     /product="sporulation initiation inhibitor protein Soj"
                     /protein_id="AAP29361.1"
                     /db_xref="Pathema:BA_5730"
                     /translation="MGKIIAIANQKGGVGKTTTSVNLGAGLAQVGKKVLLVDIDAQGN
                     ATTGVGIEKSELDQCIYNVLVEDADVQGVIQKTATENLDVLPATIQLAGAEIELVPTI
                     SREVRLQRALQPVRDEYDYIIIDCPPSLGLLTINALTAADSVIIPVQCEYYALEGLSQ
                     LLNTVRLVQKHLNKNLAIQGVLLTMLDARTNLGIQVIDEVKKYFRDKVYRSIIPRNVR
                     LSEAPSHGKPIMQYDAKSRGAEVYIDLAEEVIAGG"
     gene            complement(5219887..5220759)
                     /locus_tag="BA_5731"
                     /old_locus_tag="BA5731"
                     /db_xref="Pathema:BA_5731"
     CDS             complement(5219887..5220759)
                     /locus_tag="BA_5731"
                     /old_locus_tag="BA5731"
                     /note="identified by match to protein family HMM PF02195;
                     match to protein family HMM TIGR00180"
                     /codon_start=1
                     /transl_table=11
                     /product="putative stage 0 sporulation protein J"
                     /protein_id="AAP29362.1"
                     /db_xref="Pathema:BA_5731"
                     /translation="MKNTFSRLFGFGDKESEFELQDESHEEIDKKVYEEIQEIPIVNI
                     TPNRYQPRTVFDDARIEELALTIRTHGLIQPIVVRQYEDDKYEIIAGERRFRAATKLG
                     WEKVPAIIKNLNDTETASVALIENLQREELTAIEEAVAYQKLIELHNLTQEALAQRLG
                     KGQSTIANKLRLLKLPEEIKSALLEKSITERHARALIPLKNEELQLKVLQEIVEKQLN
                     VKQTEERITKLLEEAKPKRKAKQKAVSRDTRIAMNTIRQSLQMVADSGLNVNSEEEEF
                     DEYYQITIQIPKKK"
     gene            complement(5220864..5221583)
                     /gene="gidB"
                     /locus_tag="BA_5732"
                     /old_locus_tag="BA5732"
                     /db_xref="Pathema:BA_5732"
     CDS             complement(5220864..5221583)
                     /gene="gidB"
                     /locus_tag="BA_5732"
                     /old_locus_tag="BA5732"
                     /EC_number="2.1.-.-"
                     /note="identified by similarity to EGAD:18378; match to
                     protein family HMM PF02527; match to protein family HMM
                     TIGR00138"
                     /codon_start=1
                     /transl_table=11
                     /product="16S rRNA methyltransferase GidB"
                     /protein_id="AAP29363.1"
                     /db_xref="Pathema:BA_5732"
                     /translation="MNIEQFQSMLEEKGITLSSRQLEQFEIYFETLVEWNEKMNLTAI
                     TEKEEVYLKHFFDSITAAFYYDFSKPFSICDVGAGAGFPSIPLKICFPHLKVTIVDSL
                     QKRINFLNHLAQKLELSDVAFCHDRAETFGKKEGVREAYDIVMARAVARLSVLSELCL
                     PLVKVGGTFIAMKGAAANEEIENGKYALEVLGGDLKEMSTFQLPFEESERNILLIEKK
                     RKTPKKYPRKPGTPNKLPIEK"
     gene            complement(5221605..5223494)
                     /gene="gidA"
                     /locus_tag="BA_5733"
                     /old_locus_tag="BA5733"
                     /db_xref="Pathema:BA_5733"
     CDS             complement(5221605..5223494)
                     /gene="gidA"
                     /locus_tag="BA_5733"
                     /old_locus_tag="BA5733"
                     /note="identified by match to protein family HMM PF01134;
                     match to protein family HMM TIGR00136"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA uridine 5-carboxymethylaminomethyl
                     modification enzyme GidA"
                     /protein_id="AAP29364.1"
                     /db_xref="Pathema:BA_5733"
                     /translation="MGYNAGSYDVIVIGAGHAGCEAGLAAARMGSKTLMLTINLDMVA
                     FMPCNPSVGGPAKGIVVREIDALGGEMGRNIDKTHIQMRMLNTGKGPAVRALRAQADK
                     FSYQHELKKTIEETPNLTLFQGMVERLIVEDGECKGVITQAGAEYTAKTVVITTGTFL
                     RGEIIMGDLKYSSGPNNQQPSITLSEHLEELGFDLVRFKTGTPPRVNSNTIDYSKTEI
                     QPGDDKPRAFSFETTKFIMDQIPCWLTYTSTETHRLIDENLHRSAMYSGMIKGTGPRY
                     CPSIEDKVVRFNDKPRHQIFLEPEGRNTQEVYVQGLSTSLPEDVQRDMLRTIPGLENV
                     EMMRTGYAIEYDAIVPTQLWPTLETKKIKNLYTAGQINGTSGYEEAAGQGLMAGINAA
                     CRSLGKKEVILGREDAYIGVLIDDLVTKGTNEPYRLLTSRAEYRLLLRHDNADLRLTE
                     VGHEIGLITEERYERFTNKKLQIEQEKERLSSIIIKPRPEVQELIRNIGGSELKDGIR
                     ASDLLRRPEMTYEHIHLLVPSEVELSDEVKEQVEIQIKYEGYIEKSLQQVERMKKMEN
                     KKIPVDIDYDAISSLASEARQKLKDVRPLSMGQASRISGVNPADISILLVYIEQGKIA
                     RVSNQ"
     gene            complement(5223541..5224917)
                     /gene="trmE"
                     /locus_tag="BA_5734"
                     /old_locus_tag="BA5734"
                     /db_xref="Pathema:BA_5734"
     CDS             complement(5223541..5224917)
                     /gene="trmE"
                     /locus_tag="BA_5734"
                     /old_locus_tag="BA5734"
                     /note="identified by match to protein family HMM PF01926;
                     match to protein family HMM PF08477; match to protein
                     family HMM TIGR00231; match to protein family HMM
                     TIGR00450"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA modification GTPase TrmE"
                     /protein_id="AAP29365.1"
                     /db_xref="Pathema:BA_5734"
                     /translation="MEFDTIAAISTALGEGAIAIVRVSGDDAVEKVNRIFKGKDLTEV
                     PSHTIHYGHIVDLDTNQVIEEVMVSIMRAPRTFTRENIVEINCHGGLVSVNKVLQLIL
                     AQGVRLAEPGEFTKRAFLNGRIDLSQAEAVMDLIRAKTDRAMNVAINQMEGRLSKLIG
                     RLRQDILETLAHVEVNIDYPEYDDVEEMTHNILIEKATHVRAEIAKILETSKQGKILR
                     EGIATAIIGRPNVGKSSLLNSLVQEKKAIVTDIAGTTRDVIEEYVNVRGVPLKLIDTA
                     GIRETEDVVERIGVERSKEMMSQADLVLVVVNYSETLTNEDEELFRAVQGKDFIVIVN
                     KTDLPQAIDMERVIELAAGNRVITTSLIEEQGIDELEKAIADLFFEGTIDSADVTYVS
                     NARHIGLLTQAGKTIGDAIEAIENGVPIDMVQIDLTRTWEILGEITGDTVHESLIDQL
                     FSQFCLGK"
     gene            complement(5225144..5225761)
                     /gene="jag"
                     /locus_tag="BA_5735"
                     /old_locus_tag="BA5735"
                     /db_xref="Pathema:BA_5735"
     CDS             complement(5225144..5225761)
                     /gene="jag"
                     /locus_tag="BA_5735"
                     /old_locus_tag="BA5735"
                     /note="identified by similarity to EGAD:24631; match to
                     protein family HMM PF01424"
                     /codon_start=1
                     /transl_table=11
                     /product="jag protein"
                     /protein_id="AAP29366.1"
                     /db_xref="Pathema:BA_5735"
                     /translation="MSIITAKGQTVELAVQDALRQLNVSKDRVDISIIDEGKRGFLGL
                     FGNRPAVVEVVLKKDPIQECEEYLKNVIHDMGVEAEISKIVKGREVEFTIYGENVGVL
                     IGKRGNTLNSLQYLTKLVANRNTKQYIGITLDAENYRSKRKATLEALSYRLAKQVVRT
                     KKRVVLEPMPSFERKIIHQALSNHQNIITTSEGKEPHRHVVISSK"
     gene            complement(5225758..5226525)
                     /gene="spoIIIJ2"
                     /locus_tag="BA_5736"
                     /old_locus_tag="BA5736"
                     /db_xref="Pathema:BA_5736"
     CDS             complement(5225758..5226525)
                     /gene="spoIIIJ2"
                     /locus_tag="BA_5736"
                     /old_locus_tag="BA5736"
                     /note="identified by similarity to SP:Q01625; match to
                     protein family HMM PF02096; match to protein family HMM
                     TIGR03592"
                     /codon_start=1
                     /transl_table=11
                     /product="stage III sporulation protein J"
                     /protein_id="AAP29367.1"
                     /db_xref="Pathema:BA_5736"
                     /translation="MKKKLGLLAMVVALMAITAGCSEVNQPITPKSTGIWNEYFVYPL
                     SQLITYFANLFGSNYGLAIVVTTLIIRFALLPLMIKQTKSTKAMQALQPEMVKLKEKY
                     SSKDQATQQKLQQEMMQLYQKNGVNPLAGCLPIFVQMPILFAFYHAIMRTSEISKHTF
                     LWFDLGQADPYYILPVVAAITTFIQQKLAMAGTAGQNPQMAMMLWLMPIMILIFAINF
                     PAALSLYWVVGNIFGIAQMYLIKGPEIKASKAGGSSK"
     gene            complement(5226565..5226924)
                     /gene="rnpA"
                     /locus_tag="BA_5737"
                     /old_locus_tag="BA5737"
                     /db_xref="Pathema:BA_5737"
     CDS             complement(5226565..5226924)
                     /gene="rnpA"
                     /locus_tag="BA_5737"
                     /old_locus_tag="BA5737"
                     /EC_number="3.1.26.5"
                     /note="identified by similarity to EGAD:24720; match to
                     protein family HMM PF00825; match to protein family HMM
                     TIGR00188"
                     /codon_start=1
                     /transl_table=11
                     /product="ribonuclease P protein component"
                     /protein_id="AAP29368.1"
                     /db_xref="Pathema:BA_5737"
                     /translation="MKKKHRIKKNDEFQTVFQKGKSNANRQFVVYQLDKEEQPNFRIG
                     LSVSKKIGNAVVRNRIKRMIRQSITELKDEIDSGKDFVIIARKPCAEMTYEELKKSLI
                     HVFKRSGMKRIKSSVRK"
     gene            complement(5227001..5227135)
                     /gene="rpmH"
                     /locus_tag="BA_5738"
                     /old_locus_tag="BA5738"
                     /db_xref="Pathema:BA_5738"
     CDS             complement(5227001..5227135)
                     /gene="rpmH"
                     /locus_tag="BA_5738"
                     /old_locus_tag="BA5738"
                     /note="identified by similarity to OMNI:NTL01BS04100;
                     match to protein family HMM PF00468; match to protein
                     family HMM TIGR01030"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L34"
                     /protein_id="AAP29369.1"
                     /db_xref="Pathema:BA_5738"
                     /translation="MKRTYQPNKRKRSKVHGFRSRMSTANGRKVLAARRRKGRKVLSA
                     "
ORIGIN      
        1 atattttttc ttgtttttta tatccacaaa ctcttttcgt acttttacac agtatatcgt
       61 gttgtggaca attttattcc acaaggtatt gattttgtgg ataactttct taatttcatt
      121 gctatagcta cttttttttg atattatagt tgtgttttca ctttgaataa gttttccaca
      181 tctttatctt atccacaatt tgtgtataac atgtggacag ttttaatcac atgtgggtaa
      241 atgattatcc acatttgctt ttttgtcgaa aaccctatct catatacaaa cgacgttttt
      301 aggttttaaa atacgtttcg tataaatata cattttatat ttattcaggt tgtacatttg
      361 ttgcacaacc ttattctttt accatcttag taaaggaggg acacctttgg aaaacatctc
      421 tgatttatgg aacagcgcct taaaagaact cgaaaaaaag gtcagtaaac caagttatga
      481 aacatggtta aaatcaacaa ccgcacataa tttaaagaaa gatgtattaa caattacggc
      541 tccaaatgaa ttcgcccgtg attggttaga atctcattat tcagagctaa tttcggaaac
      601 actttatgat ttaacggggg caaaattagc tattcgcttt attattcccc aaagtcaagc
      661 tgaagaggag attgatcttc ctcctgctaa accaaatgca gcacaagatg attctaatca
      721 tttaccacag agtatgctaa acccaaaata tacgtttgat acatttgtta ttggctctgg
      781 taaccgtttt gctcacgctg cttcattggc cgtagccgaa gcgccagcta aagcatataa
      841 tcccctcttt atttatgggg gagttggact tggaaaaacc catttaatgc atgcaattgg
      901 ccattatgta attgaacata acccaaatgc caaagttgta tatttatcat cagaaaaatt
      961 tacaaatgaa ttcattaatt ctattcgtga taataaagcg gtcgattttc gtaataaata
     1021 ccgcaatgta gatgttttat tgatagatga tattcaattt ttagcgggaa aagaacaaac
     1081 tcaagaagag tttttccata cattcaatgc attacacgaa gaaagtaaac aaattgtaat
     1141 ttccagtgat cggccaccaa aagaaattcc aactttagaa gatcgtcttc gttctcgctt
     1201 tgaatgggga ctcattacgg atattacgcc accagattta gaaacacgaa ttgcgatttt
     1261 acgtaaaaag gcaaaggctg aaggacttga tataccaaat gaggtcatgc tttatatcgc
     1321 aaatcaaatc gattcaaata ttcgtgaact agaaggtgca ctcatccgcg ttgtagctta
     1381 ttcatcttta attaacaagg atattaatgc tgatttagca gctgaagcac ttaaagatat
     1441 tattccaaat tctaaaccaa aaattatctc catttatgat attcaaaaag ctgttggaga
     1501 tgtttatcaa gtaaaattag aagatttcaa ggcgaaaaag cgcacaaagt cagttgcctt
     1561 tcctcgccaa attgcaatgt atttgtcacg cgaactgaca gattcctcct tacctaaaat
     1621 aggtgaagaa tttggtggac gtgatcatac aaccgttatc catgcccatg aaaaaatttc
     1681 taagctactt aagacggata cgcaattaca aaaacaagtt gaagaaatta acgatatttt
     1741 aaagtagtag ctgaatagtg tgaataactt cccttgtttt acgcacagtc tatccacatg
     1801 tagatagact gtttttacat ctttcaacgg ggttatccac atatccacaa gccctattac
     1861 tattactact attttttatc tttattaatt aaataaaatc ttatacttac cggaggttct
     1921 tctttatgcg tttttcaatt caaaaagact atcttgtaag aagtgtacaa gatgtaatga
     1981 aggctgtttc ttttcgtaca acaattccga tccttacagg aattaaagtt gtcgctacgg
     2041 aagaaggagt tacattaaca ggaagcgatg ctgatatttc gattgaatct tttatcccag
     2101 ttgaagagga tggaaaagaa attgtagaag taaaacaatc aggaagtatt gttttacagg
     2161 ctaaatattt tagtgaaatt gtaaaaaaat tgccgaaaga aactgtagaa atttctgtcg
     2221 aaaatcattt aatgacaaaa ataacttctg ggaaatcaga atttaattta aatggtttag
     2281 attctgcaga atatccattg ttaccacaaa ttgaagaaca tcatgttttt aagattccaa
     2341 cagatttact taaacatatg atcagacaaa ctgtatttgc agtctccact tctgaaacaa
     2401 gaccaatctt gacaggtgta aactggaagg tatataacag cgaactaact tgtattgcta
     2461 cagatagtca caggttagct cttcgaaaag caaaaattga aggtattgta gatgaattcc
     2521 aggcaaatgt tgttattccg ggaaaaagct taaatgaatt aagcaaaatt ctagatgagt
     2581 ctgaagaaat ggtagatatc gttattacgg agtatcaagt attattccgt acaaaacatt
     2641 tattattctt ctcaagattg ttagaaggaa attatcctga tacaactcga ttaattcctg
     2701 cagagagtaa aacagatatt tttgtaaata caaaagaatt tttacaagca attgatcgtg
     2761 catctctgtt agctagagat ggtcgtaata atgttgtgaa attatcaact ttagagcagg
     2821 caatgctaga aatttcttcg aattcaccag aaatcgggaa agtagtagaa gaagttcaat
     2881 gtgaaaaagt agatggagaa gagttaaaaa tatcttttag tgcaaaatat atgatggatg
     2941 cactaaaggc attagatagt actgaaatta agattagctt tactggagca atgagaccat
     3001 tcttaattcg tacggtaaat gatgaatcca ttattcaatt aattttaccg gttcgtactt
     3061 actaagtaag aaataagggt tgctagtttt cagatgctag tagcccttat ttgatttttg
     3121 ggtattactt tcctaatgct agtttattta gtacaatgaa agaatgaaca ctttcagaaa
     3181 gtgagcgatt ttatgaaacg tattaaaatt tcaacagagt atattacact agggcaattt
     3241 ttaaagttag ccgatgtaat tgatacaggt ggcgctgtaa aatggttttt acaagaatat
     3301 gaagtgtacg tgaatcaaga acttgaaaat agaagagggc gcaagctata tgcgaacgat
     3361 attattgaaa ttccaggaag cggaagtttc caagttcagt cataaagggg gagccctttg
     3421 tttatttcag aaatacaatt aaaaaactat cgcaattatg aaaaattaga gctttccttt
     3481 gaagataaag taaatgtaat tatcggcgag aacgcgcaag ggaaaacgaa tttgatggaa
     3541 gctatttatg ttttggcgat ggcgaaatct catagaacct ctaatgatcg tgagcttatc
     3601 cgttgggatg aagatttcgg tcaaattaaa ggaaagttac aaaagagaaa tagttctttg
     3661 tctttggaat taaatatctc gaaaaaaggt aaaaaggcaa aattaaatca acttgaacaa
     3721 caaaaattga gtcaatatat tggcgtgatg aatgttgtca tgtttgcccc agaagattta
     3781 aatcttgtaa aaggaagccc tcaagtaaga agacgctttt tagatatgga attaggccaa
     3841 atagctccgg tctatttgta tgaattgagt caatatcaaa aggtgctcac acaacgaaat
     3901 cacttgctga aaaagatgca agggaatagt aagaatgagg aaacgatgtt ggatgtattt
     3961 acacttcaac ttattgagca tggtacaaaa atattgcgaa aacgctttga gtttttgcat
     4021 ttactacaag aatgggcagc tccaattcat cgtggtataa gccgtggatt agaagaatta
     4081 gaaattgtct ataaaccgag tgtagatgta tcagaatcaa tggatttgtc gaaaataaaa
     4141 gaagtatact atgaaagttt tcaatcagtg aaacaacgtg aaattttccg tggtacgact
     4201 ttaattggtc ctcatcgtga tgatttacaa ttcttcgtta atagtaaaaa tgttcaagtc
     4261 tttggttcgc aaggacaaca acgaacgacc gcactgtccc taaaattagc tgaaattgaa
     4321 ttgatttact cagaagttaa ggaatatccg attcttttac tcgatgatgt attatcagaa
     4381 ttagatgatt atcgtcaatc gcatctgtta aatacaattc aaggaaaagt gcaaacattt
     4441 gtgacaacga cgagtgtcga cggaattgaa cacgaaacat taaaagaagc gaaaacaatt
     4501 catgtaacga acggcacggt agattgtgaa atagataggg cgtaatccct gtttaaatgg
     4561 aaaagtaggt gatctttgtg tcaatggaac aaaagcaaat gcaagaaaat tcatatgatg
     4621 aaagtcaaat acaggtactt gaaggactag aagcagttcg aaaacgccct ggtatgtata
     4681 ttggatctac aagtggaaaa ggacttcacc atcttgtatg ggaaatcgtt gataatagta
     4741 tcgatgaagc acttgcaggg tactgtgacg aaattaacgt tagtatcgaa gaagataata
     4801 gtattcgtgt aacagataat ggacgtggta ttccagttgg tatacaagaa aaaatgggac
     4861 gtcctgctgt agaagttatt atgaccgttc ttcatgctgg tggtaagttt ggcggcggcg
     4921 gttataaagt ttctggtggt ttgcatggtg ttggggcatc tgtagtaaat gctctatcaa
     4981 cagaactaga ggtatttgta catcgtgaag gtaaaatcca ttatcaaaaa tacgaaagag
     5041 gtattccggt tgcggattta aaagtcattg gtgatacaga tcaaacggga acgataactc
     5101 gatttaaacc agatccagaa atttttcagg aaacaacagt atacgaattt gatacactag
     5161 caactcgtat gcgtgaatta gcatttttaa atcgtaatat taaactgacg attgaagata
     5221 aacgtgaaca taagcaaaaa aaagaattcc attatgaagg tggaattaaa tcatatgttg
     5281 agcatttaaa ccgctcaaaa caaccaatcc atgaagagcc tgtatatgta gaaggatcaa
     5341 aagatggtat tcaagttgaa gtttccttac agtataacga aggatataca aataatattt
     5401 actcatttac gaacaacatt cacacgtatg aaggtggaac acatgaagta gggtttaaaa
     5461 cagctttaac tcgtgtgatt aacgattatg ggcgtaaaaa tagtattcta aaagatgcag
     5521 acagtaattt aactggtgag gacgttcgtg aaggtttaac tgcaattgta tcaattaaac
     5581 atccaaatcc acaatttgaa ggacaaacga agacgaaact tgggaatagt gaagcgagaa
     5641 cgattacaga gtctgtgttt tcagaggcat ttgaaaagtt cttactagaa aacccgaacg
     5701 ttgcacgaaa aatcgtagaa aaaggtacga tggcagcgcg tgcacgtgtt gcagcgaaaa
     5761 aagcacgtga attgacacgt cgtaagagcg cgttagaagt ttcaagttta cctggtaaat
     5821 tagcagattg ctcttcaaaa gatccagcaa ttagtgaaat ttacattgta gagggtgact
     5881 ctgccggtgg atcagcaaag caagggcgtg atcgtcactt ccaagcgatt ttaccactga
     5941 aaggtaaaat tattaacgtt gaaaaggcaa gattagataa aatcttatct aacgatgaag
     6001 tgcgtacaat tattactgca attggtacga acattggcgg agattttgat attgagaaag
     6061 ctcgttatca taaagttatt attatgacgg atgccgacgt agatggtgcg catattcgta
     6121 ccctattatt aacgttcttc tatcgttata tgcgtcaaat tattgaacat ggttatatct
     6181 atattgcaca gccaccgttg tttaaagtac aacaaggtaa aaaaattcaa tatgcttata
     6241 atgagaaaga gcttgaaaag attttagctg aattaccagc tcaacctaaa cctggaatcc
     6301 aacgttacaa aggtttagga gaaatgaatc caactcagct ttgggaaaca acaatggacc
     6361 cagaagtacg ttcattactt caagtttccc ttcaagatgc aattgaagca gatgaaacat
     6421 ttgaaatttt aatgggggat aaagtagagc cacgtcgtaa ctttatccaa gaaaatgcaa
     6481 aatacgtgaa aaaccttgat atttaaatga gtaatgacag gaatctgagt attcctgtct
     6541 tctacatata aatcaatgta tgtgtaacgg aaatgtaaga ggaggtgctc gttgatgtca
     6601 gacaatcaac aacaagcacg aattcgagaa attaatatta gccatgaaat gcgtacctca
     6661 tttttagatt acgcaatgag tgttatcgta tctcgtgcat taccagatgt tcgtgatgga
     6721 ttaaaacctg tgcatcgtag ggttttatat gcgatgaatg atttaggaat tacggctgat
     6781 aaagcgtata aaaaatcagc acgtattgtt ggtgaagtaa tcggtaagta tcaccctcat
     6841 ggtgattcag ctgtttatga aacgatggta cgtatggcgc aagatttcag tcaacgttat
     6901 atgcttgttg atgggcatgg taactttgga tctgtcgatg gagattcagc ggcagcaatg
     6961 cgttatacag aagcaagaat gtctaaaatc tctatggaat taatacgtga tatttcaaaa
     7021 aatacaattg attatcaaga taactatgat ggttctgaaa gagagccgat tgtgttacca
     7081 gcgcgttttc ctaacttact agtaaatggt acgacaggta ttgcagttgg tatggcaaca
     7141 aatattccgc cgcatcaact tggtgaagta attgatggcg tattggcatt aagtcataat
     7201 cccgatatta ctattgcaga attaatggag tgcattccag gaccagattt tccgacggca
     7261 ggtttaattt taggaagaag tggtattcgt agagcttatg aaacaggacg cgggtctatt
     7321 atacttcgtg ctaaagttga aattgaagag aagtcaaatg gcaaacaatc tattatcgta
     7381 acggaattac cttatcaagt gaataaggcg cgattgattg aaaaaattgc agaattagtt
     7441 cgcgataaga aaattgaagg tattacagat ttacgtgatg aatcagatcg aaatggtatg
     7501 cgtattgtta tggaagtacg tcgtgatgcc aatgctaatg tattattaaa taacttatat
     7561 aaacatacag cacttcaaac aagttttggt attaacatgc tgtctcttgt aaatggagaa
     7621 ccacaagtac tgaatttaaa acaaaattta tatcattact tggaacatca aaaggtagta
     7681 attcgtagac gtactgctta tgaacttgaa aaggcagaag cacgtgctca tatcttagaa
     7741 ggattacgaa ttgctttaga ccatctggat gaagttatta cattaattcg tagttcgaaa
     7801 acagcggaaa ttgcaaagca aggtttaatg gaacgttttg gcttaagtga aaaacaagcg
     7861 caagctattt tagatatgcg tctgcaacgc ttaacaggat tagaacgcga aaaaattgaa
     7921 caagaatatc aagatttaat gaagttaatc gctgaattaa aagcaatctt agcagatgaa
     7981 gaaaaggttc ttgagattat tcgtgaagaa ttaacagaag taaaagagcg cttcaatgat
     8041 aagagacgta cagaaattac aattggtggt atggagtcta ttgaagatga agacttgatt
     8101 ccagaacaaa acatcgccat tacgttaact cataatggtt atattaagag gttgccagct
     8161 tctacgtaca aaacacagaa ccgtggtgga cgtggtgtgc agggaatggg aacaaatgat
     8221 gatgatttcg tagagcattt attaaccact tctacgcatg accatattct attcttcact
     8281 aataaaggga aagtataccg tacgaaagga tatgaaatcc cagagtatag tcgtacagcg
     8341 aaaggtatac ctattattaa cttattaggt gtagataagg gtgaatggat taacgccatt
     8401 attccaattc gtgaatttgg tgacgatgaa ttcttattct tcacaacaaa acaaggtatc
     8461 tctaagagaa caccactttc atcatttgcg aatatacgta caaatggttt aattgcaatc
     8521 tctcttcgtg aagaggatga agtaatatct gtacgtttaa catctggtga taaggatatt
     8581 attgtaggta caagcaatgg tatgctaatt cgttttaacg agcaagatgt acgttctatg
     8641 ggacgtaatg cggctggtgt aaaagcaatt acattaggtg aagaagatca agttgtaggt
     8701 atggaaattg tcgaagagga tgtaaatgtt ttaattgtaa cgaaaaatgg ttatggaaaa
     8761 cgtactccga ttgatgaata tcgcttgcaa agccgtggtg gtaaaggtct gaagacttgt
     8821 aatattacag ataaaaacgg taaattagta gctgttaaat ctgtaacagg tgaagaagat
     8881 atcatgttaa ttacagcagc aggtgttatt attcgtatgc cagttgatca aatctctcaa
     8941 atgggacgta atacacaagg tgttcgtcta attcgattag aggatgagca agaggtagcg
     9001 acagtagcaa aagcacaaaa agatgatgag gaagaaacga gcgaagaggt ttcttcagaa
     9061 gaataagaga ggagatatct cctctcttta tttttttata ataatacttg catggggaag
     9121 agaaagtcta tataataggc agagtcagca aatgagagat acaagttatc gaaaaaactt
     9181 gttgacgaaa ataatatact atgatatatt ataaaagtcg ctgaaacgcg atgttgaact
     9241 ttgaaaacta aacgaaacaa acaacgtgaa acgtcaattt ttattttaga tgctagacaa
     9301 actaacttta ttggagagtt tgatcctggc tcaggatgaa cgctggcggc gtgcctaata
     9361 catgcaagtc gagcgaatgg attaagagct tgctcttatg aagttagcgg cggacgggtg
     9421 agtaacacgt gggtaacctg cccataagac tgggataact ccgggaaacc ggggctaata
     9481 ccggataaca ttttgaaccg catggttcga aattgaaagg cggcttcggc tgtcacttat
     9541 ggatggaccc gcgtcgcatt agctagttgg tgaggtaacg gctcaccaag gcaacgatgc
     9601 gtagccgacc tgagagggtg atcggccaca ctgggactga gacacggccc agactcctac
     9661 gggaggcagc agtagggaat cttccgcaat ggacgaaagt ctgacggagc aacgccgcgt
     9721 gagtgatgaa ggctttcggg tcgtaaaact ctgttgttag ggaagaacaa gtgctagttg
     9781 aataagctgg caccttgacg gtacctaacc agaaagccac ggctaactac gtgccagcag
     9841 ccgcggtaat acgtaggtgg caagcgttat ccggaattat tgggcgtaaa gcgcgcgcag
     9901 gtggtttctt aagtctgatg tgaaagccca cggctcaacc gtggagggtc attggaaact
     9961 gggagacttg agtgcagaag aggaaagtgg aattccatgt gtagcggtga aatgcgtaga
    10021 gatatggagg aacaccagtg gcgaaggcga ctttctggtc tgtaactgac actgaggcgc
    10081 gaaagcgtgg ggagcaaaca ggattagata ccctggtagt ccacgccgta aacgatgagt
    10141 gctaagtgtt agagggtttc cgccctttag tgctgaagtt aacgcattaa gcactccgcc
    10201 tggggagtac ggccgcaagg ctgaaactca aaggaattga cgggggcccg cacaagcggt
    10261 ggagcatgtg gtttaattcg aagcaacgcg aagaacctta ccaggtcttg acatcctctg
    10321 acaaccctag agatagggct tctccttcgg gagcagagtg acaggtggtg catggttgtc
    10381 gtcagctcgt gtcgtgagat gttgggttaa gtcccgcaac gagcgcaacc cttgatctta
    10441 gttgccatca tttagttggg cactctaagg tgactgccgg tgacaaaccg gaggaaggtg
    10501 gggatgacgt caaatcatca tgccccttat gacctgggct acacacgtgc tacaatggac
    10561 ggtacaaaga gctgcaagac cgcgaggtgg agctaatctc ataaaaccgt tctcagttcg
    10621 gattgtaggc tgcaactcgc ctacatgaag ctggaatcgc tagtaatcgc ggatcagcat
    10681 gccgcggtga atacgttccc gggccttgta cacaccgccc gtcacaccac gagagtttgt
    10741 aacacccgaa gtcggtgggg taaccttttt ggagccagcc gcctaaggtg ggacagatga
    10801 ttggggtgaa gtcgtaacaa ggtagccgta tcggaaggtg cggctggatc acctcctttc
    10861 tatggagaat tgatgaacgc tgttcatcaa tataagtttc cgtgtttcgt tttcgtttag
    10921 ttttgagagt tcaataaaaa gtattgactc ttaaatgagg atatgatata aataaatcct
    10981 gaaatttgta tgggcctata gctcagctgg ttagagcgca cgcctgataa gcgtgaggtc
    11041 gatggttcga gtccatttag gcccaccata caatttgggg ccttagctca gctgggagag
    11101 cgcctgcctt gcacgcagga ggtcagcggt tcgatcccgc taggctccac caaaaagcta
    11161 ttttaaatag caaatggtat gttctttgaa aactagataa cagtgtagct catatttttt
    11221 aatttttagt ttggttaagt tagaaagggc gcacggtgga tgccttgaca ctaggagtcg
    11281 atgaaggacg ggactaacgc cgatatgctt cggggagctg taagtaagct ttgatccgaa
    11341 gatttccgaa tggggaaacc caccatacgt aatggtatgg tatccttatc tgaatacata
    11401 ggataaggaa gacagaccca gggaactgaa acatctaagt acctggagga agagaaagca
    11461 aatgcgattt cctgagtagc ggcgagcgaa acggaacata gcccaaacca agaggcttgc
    11521 ctcttggggt tgtaggacat tctatacgga gttacaaagg aacgaggtag acgaagcgac
    11581 ctggaaaggt ccgtcgtaga gggtaacaac cccgtagtcg aaacttcgtt ctctcttgaa
    11641 tgtatcctga gtacggcgga acacgtgaaa ttccgtcgga atctgggagg accatctccc
    11701 aaggctaaat actccctagt gatcgatagt gaaccagtac cgtgagggaa aggtgaaaag
    11761 caccccggaa ggggagtgaa agagatcctg aaaccgtgtg cctacaaata gtcagagccc
    11821 gttaacgggt gatggcgtgc cttttgtaga atgaaccggc gagttacgat cccgtgcgag
    11881 gttaagctga agaggcggag ccgcagcgaa agcgagtctg aatagggcgt ttagtacgtg
    11941 gtcgtagacc cgaaaccagg tgatctaccc atgtccaggg tgaagttcag gtaacactga
    12001 atggaggccc gaacccacgc acgttgaaaa gtgcggggat gaggtgtggg tagcggagaa
    12061 attccaatcg aacctggaga tagctggttc tccccgaaat agctttaggg ctagccttaa
    12121 gtgtaagagt cttggaggta gagcactgat tggactaggg gtcctcatcg gattaccgaa
    12181 ttcagtcaaa ctccgaatgc caatgactta tccttaggag tcagactgcg agtgataaga
    12241 tccgtagtca aaagggaaac agcccagacc gccagctaag gtcccaaagt gtgtattaag
    12301 tggaaaagga tgtggagttg cttagacaac taggatgttg gcttagaagc agccaccatt
    12361 taaagagtgc gtaatagctc actagtcgag tgactctgcg ccgaaaatgt accggggcta
    12421 aatacaccac cgaagctgcg gattgatacc aatggtatca gtggtagggg agcgttctaa
    12481 ggacagtgaa gtcagaccgg aaggactggt ggagtgctta gaagtgagaa tgccggtatg
    12541 agtagcgaaa gacgggtgag aatcccgtcc accgaatgcc taaggtttcc tgaggaaggc
    12601 tcgtccgctc agggttagtc aggacctaag ccgaggccga caggcgtagg cgatggacaa
    12661 caggttgata ttcctgtacc acctctttat cgtttgagca atggagggac gcagaaggat
    12721 agaagaagcg tgcgattggt tgtgcacgtc caagcagtta ggctgataag taggcaaatc
    12781 cgcttatcgt gaaggctgag ctgtgatggg gaagctcctt atggagcgaa gtctttgatt
    12841 ccccgctgcc aagaaaagct tctagcgaga taaaaggtgc ctgtaccgca aaccgacaca
    12901 ggtaggcgag gagagaatcc taaggtgtgc gagagaactc tggttaagga actcggcaaa
    12961 atgaccccgt aacttcggga gaaggggtgc tttcttaacg gaaagccgca gtgaataggc
    13021 ccaagcgact gtttagcaaa aacacagctc tctgcgaagc cgtaaggcga agtatagggg
    13081 gtgacacctg cccggtgctg gaaggttaag gagaggggtt agcgtaagcg aagctctgaa
    13141 ctgaagcccc agtaaacggc ggccgtaact ataacggtcc taaggtagcg aaattccttg
    13201 tcgggtaagt tccgacccgc acgaaaggtg taacgatttg ggcactgtct caaccagaga
    13261 ctcggtgaaa ttatagtacc tgtgaagatg caggttaccc gcgacaggac ggaaagaccc
    13321 cgtggagctt tactgtagcc tgatattgaa ttttggtaca gtttgtacag gataggcggg
    13381 agcctttgaa accggagcgc tagcttcggt ggaggcgctg gtgggatacc gccctgactg
    13441 tattgaaatt ctaacctacg ggtcttatcg acccgggaga cagtgtcagg tgggcagttt
    13501 gactggggcg gtcgcctcct aaagtgtaac ggaggcgccc aaaggttccc tcagaatggt
    13561 tggaaatcat tcgtagagtg caaaggcata agggagcttg actgcgagac ctacaagtcg
    13621 agcagggacg aaagtcgggc ttagtgatcc ggtggttccg catggaaggg ccatcgctca
    13681 acggataaaa gctaccccgg ggataacagg cttatctccc ccaagagtcc acatcgacgg
    13741 ggaggtttgg cacctcgatg tcggctcatc gcatcctggg gctgtagtcg gtcccaaggg
    13801 ttgggctgtt cgcccattaa agcggtacgc gagctgggtt cagaacgtcg tgagacagtt
    13861 cggtccctat ccgtcgtggg cgtaggaaat ttgagaggag ctgtccttag tacgagagga
    13921 ccgggatgga cgcaccgctg gtgtaccagt tgttctgcca agggcatagc tgggtagcta
    13981 tgtgcggaag ggataagtgc tgaaagcatc taagcatgaa gcccccctca agatgagatt
    14041 tcccatagcg taagctagta agatccctga aagatgatca ggttgatagg ttcgaggtgg
    14101 aagcatggtg acatgtggag ctgacgaata ctaatagatc gaggacttaa ccatataata
    14161 tgtagcaatg ttatctagtt ttgaaggaat atgccttcat agtttggtga tgatggcaga
    14221 gaggtcacac ccgttcccat accgaacacg gaagttaagc tctctagcgc cgatggtagt
    14281 tgggaccttg tccctgtgag agtaggacgt cgccaagcaa ctaaaaacac aagtcttttg
    14341 acttgtgttt ttttatttcc catgaaatag gcccggttct gctagtaaaa aagacgaaat
    14401 gtagtaagga actttttgag cagaaatagt aaggaattga taaataaagg ggtaatcttc
    14461 agatccatag cttccaagta aatcatacca ccaatctgtt tcgtatctag aaatcatact
    14521 taaattgtag agcaataaat aatgaacaag aagttcaggt aatgcgggtt taggatttct
    14581 agggtcagtt gtaagtggta agtaataagt atcagcaaga tattcgtagt ataaaggcgt
    14641 actatatata ggattccacg attggatagg agctgtaaaa agcaaattag atgcgctcgt
    14701 tttcctaggg acatgttgta tagataagtg cttacaaatt gattcgatgt aacgtgaaaa
    14761 tctttctgta gtcatatgaa gtcgatctag tatgttgact gaaaaggaaa gctcatttgt
    14821 atttggtgaa tcaattttat acaaagtggc acctcgttga ctatagcgaa ataagttttg
    14881 taattcagga atattcccca ttaaatccaa catgttaaac ttctctgatt ctaagtgttt
    14941 catgtgaaac agctgttctg caacatgagt aaatagtccg tttttttgta cctttacctc
    15001 atcttctaaa aattgatacc cctgtttttt ccgtttacga gtcgtaacac catgagctaa
    15061 aacagtagtg gattcaggat agttcggatc aatagttaat aagcacgctt taaaaagttg
    15121 gcttattcca taaaacaata acattggttg aattgaaaag ggagctacct tatataattc
    15181 gtaataattt ttcccatgtt ctaagtaata aataaaggga taacaatttt cgaaactttt
    15241 tttcagcatc ttgtatggag gatttttcat aacaacgggc aagataacgt tgtacatttt
    15301 gagatgaaaa gaagaaactt aattgctgcc aagtacaatg tgtttgatgc atatattacg
    15361 ctccttttat tgtctaaaaa ttctaacata tatatacgtc cttgacagta ttttaaccaa
    15421 ttgataagct actaataata atttctggta tcatgggggg aacaattatg tgggaatcta
    15481 aatttgttaa agaaggtctg acttttgatg acgtattact tgtaccagca aagtcagatg
    15541 tattaccaag agaagtaagt gttaaaacag ttttatctga aagcttacag ttaaacatcc
    15601 cgttaattag tgcaggaatg gatacagtaa cagaagcgga tatggctatt gcaatggctc
    15661 gtcaaggcgg tttaggaatt attcataaaa acatgtctat tgaacaacaa gccgagcaag
    15721 ttgataaagt aaaacgttct gaaagtggcg ttatttcaga cccattcttt ttaactccag
    15781 aacatcaagt gtatgatgca gagcatctta tgggaaaata ccgtatctca ggtgtaccgg
    15841 ttgtaaataa tttagatgag cgaaaattag ttggtattat tacaaaccgt gatatgcgtt
    15901 ttatccaaga ctactcaatc aaaatttccg acgtaatgac aaaagaacag ctaattacag
    15961 ctccagttgg tacaacgcta agtgaagctg aaaagatcct acaaaagtat aaaattgaaa
    16021 aactccctct tgttgataac aacggtgtat tacaagggct tattacaata aaagatattg
    16081 aaaaagtaat tgaattccca aattctgcga aggataagca agggcgctta ttagttggag
    16141 cagcagttgg tgtaacggct gatgctatga ctcgtatcga cgcattagta aaagctagcg
    16201 tagatgcaat cgtacttgat acagctcacg gacattctca aggtgttatt gataaagtaa
    16261 aagaagttcg tgcaaagtat ccatcattaa atattatcgc tggaaatgtt gctactgctg
    16321 aagcaacaaa agcattaatt gaagcaggtg caaacgtagt taaagttggt attggaccag
    16381 gttctatctg tacaacacgt gttgtagccg gcgttggtgt accacaatta acagcggttt
    16441 atgattgtgc aacagaagct cgtaaacacg gtattccagt tattgctgat ggtggtatta
    16501 aatactctgg tgatatggtt aaagctttag cagcaggagc acatgttgtt atgctaggca
    16561 gtatgtttgc tggtgttgct gaaagccctg gtgaaactga aatttatcaa ggtcgccaat
    16621 ttaaagtata tcgcggtatg ggttctgtcg gagcgatgga aaaaggaagt aaagatcgtt
    16681 acttccaaga aggaaataaa aaacttgttc cagaaggtat tgaaggacga gtaccatata
    16741 aaggaccttt agcagataca gttcaccaat tagttggtgg tttacgtgca ggtatgggct
    16801 attgcggagc acaagattta gaattcttac gtgagaatgc acaatttatt cgcatgtcag
    16861 gtgctggttt acttgaaagc catcctcacc acgtacaaat tacaaaagag gctccaaact
    16921 actcattata atgtcttata tacaaataga cggagatttg atatctctgt ctattttttt
    16981 ttgattatgt tagaataacg gttatgtgag tacatagata ttgggggtag caaaagtgaa
    17041 aggtatgttt tgcaaaagat tcattgcact agtaacgatg cttacactag tttgtagtat
    17101 gttgttacca tatagcaatg cgtcagcaga aacaggatct gctttaaaca ttgaagcagg
    17161 tgcggcaatt ttagttgaag cgaattctgg aaaaatttta tatcaaaaga atgcagatga
    17221 attattatca attgctagta tgacaaagat gatgagtgaa tatttagttc acgaagcagt
    17281 ggataaaggg aagtttaagt gggatcagaa aattaaggtt tctgaatatg cgtataaagt
    17341 ttcacaagat gcttcattat caaatgtggc attagaaaat ggtggttctt atacggtaaa
    17401 agagttgtac gaggcaatgg caatcttctc tgcaaacggt gcaacgattg cattagcaga
    17461 agcaattgca ggtaaagaag tagatttcgt aaaaatgatg aatgataaat cgaaagagct
    17521 agggttgaaa aattataaat ttgtcaattc tacaggttta acgaataagg atttaaaggg
    17581 aatgcatcca gaaggaacaa cagcagatga agaaaataaa atgtctgcaa aggatgttgc
    17641 aactttagca caacatttaa ttaaagatta tccgaaagtg ttagatacag caaaaatccc
    17701 gaaaaaagaa ttccgtccag aaaaagagaa gtttgcaatg tcgaactgga actggatgtt
    17761 aaaaggttta gttaaagaat atgatggcgt agatggccta aaaacaggtt caactccaga
    17821 agcaggagat tgcttcactg gtacggttga aagaaacggt atgcgtttta tttctgtagt
    17881 aattaaaaca agttctcata cagcacgttt tgatgaaaca aagaagctat atgattatgg
    17941 atttgctaac tttgaaatga aacaaatgta taaaaaaggt tcttcagtaa aaggacaaga
    18001 aacagtacga gtagaaaatg cgaaagataa ggatgtagca gttcaaacga aacaagccat
    18061 ttcacttcca gtaccaaaag gaagtaaaga agtttataaa acagaattaa aagaatcaag
    18121 taaaggacaa gaagcaccta ttaaaaaagg agctgcgctt ggtcaaatgg taattacgcc
    18181 aaaagataca aacgaccctg gatttttaac tggtaagtcg ttgcaagtgg atcttgtaac
    18241 aacatctgaa gtagaagaag caaactggtt tactcgtgct atgcgcggaa ttggttcttt
    18301 ctttagtggt atatggaata gtgctgttga tacagtaaaa ggttggtttt aaaagctcct
    18361 cattgtaggg gctttttctt attcctattt ttcataccga ctttatgaaa aagtagtaga
    18421 caagcatctg atagttagtg gtagaatgta agagtattct taattttcgc ctttaacggg
    18481 gaaaagcaat tcacctaggg ggggttttgt aacatgacaa atgtaacagg gacagaacgt
    18541 gtaaaacgtg gaatggcaga aatgcaaaaa ggcggcgtta ttatggacgt aattaacgct
    18601 gaacaagcaa aaattgcaga agaggcaggc gcagttgcca ttatggcatt agagcgcgta
    18661 ccagcagata ttcgtgcagc aggtggcgtt tctcgtatgg cagatccaac aatcgttgaa
    18721 gaagttatgg gtgctgtgtc aattccggtt atggcaaaat gccgtatcgg tcaccttgta
    18781 gaagcacgtg tattagaatc attaggggta gactatatcg atgagagtga agtattaact
    18841 cctgccgatg aagtatacca tttaaataaa cgtgattaca ctgttccatt tgtatgtggt
    18901 tgccgtgata tcggagaagc tgcacgtcgt attgcagaag gtgcatctat gcttcgtaca
    18961 aaaggtgaac caggaacagg gaacattgta gaggcagttc gtcatatgcg tcaagtcaat
    19021 gcagaaatcc gtcaagttgc aagtctacgt gaagatgagt taatgacata tgcaaaaaat
    19081 actggtgctc cttatgaagt actacttgaa attaaacgtc ttggtcgttt gccggttgta
    19141 aactttgcag caggtggtgt agcaacacca gcagatgcag cgttaatgat gcaattaggt
    19201 gcggatggtg tatttgttgg atctggtatc tttaaatcag agaacccagc gaaatttgca
    19261 cgtgcaatcg ttgaagcaac aactcattat gaagattacg aactaattgc aagcctttca
    19321 aaaggattag gtaatgcgat gaagggtatc gaaatttcaa cgttattacc agaacaacgc
    19381 atgcaagagc gtggatggta attgaaggag aactttaaaa tggtgaaaat tggtgtacta
    19441 ggtcttcaag gtgcagttcg tgaacatgta aaatcagttg aagcaagtgg tgcagaagct
    19501 gttgttgtaa agcgtataga acaacttgaa gagattgatg gtcttatttt accaggcggt
    19561 gaaagtacaa ctatgcgccg tcttattgat aagtatgatt tcatggaacc acttcgtaca
    19621 ttcgcgaagt ctggtaaacc aatgtttggt acatgtgcag gaatgattct tcttgctaaa
    19681 acacttattg gctatgacga agcacatatt ggtgcgatgg atattacagt tgagcgcaat
    19741 gcgtttggac gtcaaaaaga tagctttgaa gctgcacttt ctattaaagg tgtgggagaa
    19801 gattttgttg gcgtatttat tcgtgccccg tatgttgtag atgtagcgga tgatgttgag
    19861 gtactttcta cacatggcga tcgaatggta gcggtaaagc aagggccgtt tttagctgct
    19921 tctttccatc cagaattaac ggatgatcat cgtgtaacag catactttgt agaaatggta
    19981 aaagaagcga aaatgaaaaa agttgtataa gtaacttgca acttgtataa gattatagta
    20041 aattgatggt aacaatttta taaaataagc gtgttgatag gaagtagtaa caaatgtcgt
    20101 ttcttataga gagtcgatgg ttggtggaaa tcgatagaaa cagtttgtga atccatcctg
    20161 gaatggaatg tggaatatct ttatgattag taaacattcc cggtgaagag ccgttatttc
    20221 tacttgagag gaaggcggta atgctttcaa ctagggtggc aacgcgggtt aactcccgtc
    20281 cctttatata gggacgggag ttttttgtgt tttataaaat aaaaggagga gtatataatg
    20341 cttgatatta aatttttacg tacaaatttt gaagaagtaa aagcaaagtt acagcataga
    20401 ggcgaagatt taactgattt tggtcgcttt gaagaattgg atacgagaag aagagaacta
    20461 cttgttcaaa cagaggaact aaaaagtaaa cgtaacgaag tatctcaaca aatctctgta
    20521 ttgaagcgcg aaaagaaaga tgcagaagct ctaattctag aaatgcgtga agttggagaa
    20581 aaagtaaaag atcttgataa tgaacttcgt acagttgaag aagatttaga aagattgatg
    20641 ttatctattc caaatatccc tcacgaatct gctccagttg gtgaaacaga ggatgataat
    20701 gtagtagctc gtacttgggg agaagtgaaa gaatttgctt ttgaaccaaa accacattgg
    20761 gatcttgcta cagatttagg aatcttagat tttgagcgtg ctggaaaagt aacaggaagc
    20821 cgcttcgtat tctacaaagg tgctggcgca agattagagc gtgctttaat tagctttatg
    20881 cttgatcttc atactgatga gcatggatat gaagaagtat tacctccgta catggtaaac
    20941 cgtgcaagca tgacagggac aggacaactt ccgaagtttg aagaagatgc attccgtatt
    21001 gaaagtgaag actacttctt aattccaaca gctgaagtac ctgtaacaaa tatgcaccgt
    21061 gatgaaatct taaataaaga gcaattacct ataagatatg ctgcatttag ctcttgtttc
    21121 cgttctgaag caggttcagc tggccgtgat acacgtggtt taattcgtca gcatcagttc
    21181 aataaagtag agcttgtaaa gttcgtaaaa ccagaagatt cttacgaaga gttagaaaaa
    21241 ctaacaaatg atgcagaacg cgtgttacaa ttattagagt tgccatatcg cgttatgagc
    21301 atgtgcacag gcgatttagg atttacagca gcgaagaaat acgatatcga agtatggatt
    21361 ccaagctatg gcacatatcg tgaaatctct tcttgtagta atttcgaggc tttccaagcg
    21421 agacgtgcaa atatccgttt ccgtcgtgag ccaaacggca aaccagaaca tgttcataca
    21481 ttaaatggat ctggtcttgc aattggacgt acggtagcag ctattttaga gaactaccaa
    21541 caagaagatg gtacaattat aattccagaa gttcttcgcc cttatatggg aggaaaaaca
    21601 gttattaagt aaatttataa acattcatcg gtatgagtga ttggtaatta tgagcgttgt
    21661 cagtactata atgtaggagg ggaaaagtaa aattttcctt tcctcataat ttattttagt
    21721 agggttgact aactgttttt cttttgatat tatatttgat gtcaatatgg aggtataccc
    21781 aagtctggct gaagggatcg gtcttgaaaa ccgacaggcg gcgagagtcg cgcgggggtt
    21841 cgaatccctc tacctcctcc agatataatt gacaacagcg catataagtg gagattggag
    21901 aactcgttac caacacgtaa cgagttttta ttttaaaacc aatcataaag tatggtgtaa
    21961 ggatataatg tccttattac acactcatat tccgatgatt atcttcatag atatgaaagg
    22021 agtcaacatg gatcttatta tacaaacgtt tcctttagat ggaaaaactt tatattatgt
    22081 acaatgtcct gtctgtaaga acaatagaat tttaaacagt ggtgcaaatg tatcacgcat
    22141 tattagcgat gatacattcc gtaaactttg tggttgcact tgtgacgtaa agcaaactgc
    22201 aacaaaagta gaggcaccaa aaaaagttaa aaaagaagct gtaaagaaag aagcagctcc
    22261 aaaacgtaca ggtaaagtat taacagcagt aattaacggg aaagaaatga ctgttaaaga
    22321 gattgctgag gcgtacgata ttagtacaag tactgttcgt cagcgtatta acgctggaaa
    22381 atctgagagt gaaattattg ctccgacaaa gaagaagtaa tttagtagaa aaacccgtgc
    22441 gtatgcacgg gttttttatt ttacaagttt acgtgtttgt tttaaaaaat ggccgatctt
    22501 tttaatgatt ggttcaatgg aatcgccatc ttttaaaata tcgtattcat taatatttaa
    22561 tcgtaagaca gggcatgaat taaagttatt aatccagttt tcataacgcc catgcatctc
    22621 tttccaatac tcaattggcg tttgctgttc catcggacgt ccacgttctt ggatacgatc
    22681 aacgatatca tcgaaagaac cttctaagta gattagtaaa tctggatgag ggaagtaagg
    22741 agtcatgacc atagcgtcaa ataaaccttt atatgtttca taatcagttt ccgtcattgt
    22801 acccttttcg tgatgcattt ttgcaaaaat gccagtgtct tcatagatag agcgatcttg
    22861 aacaaaacca ccaccgtatt caaaaatcct tttttgttct ttaaatcgtt ctgctaaaaa
    22921 gtacacttgt aagtgaaagc tccagcgtgt gaaatcagca tagaacttgt ccaaatacgg
    22981 gttagaatct accttttcaa atgatgtgcg atatcctaaa gcgttagcta atgcagttgt
    23041 catagtggat ttaccgacac ctactgttcc agcgatagtg attactgcgt catttggtat
    23101 atcatatttt tgccttaaat tcattattat ttcgactcct ttaagagagt attttgaagg
    23161 gcagatagga tgacgtttaa atcatcagga ttttttacaa aatccatatc gtctccgtta
    23221 aatttcaata ctgggatatc tggatggtcc tttttaaaag catccattgc tgtttcataa
    23281 tcttttgtga gctgtagtaa gtaatttgga tccatatttt tttcgaattc tcttccgcgc
    23341 atggcgattc gtctttgtaa tgtttctaag ctagctgtta aataaacgat aacatttgga
    23401 actggcatat cttgtgtaag gatacgatag atttgcatgt acttgtcata ttgagaatct
    23461 tttaatgtac gggatgcgaa aattacattt ttgaatatat gataatccgc tactactggc
    23521 ttcctttgat tcaaatactt tatgttaata tcttctaatt gtttgtatct attacaaaga
    23581 aagaacatct ctgtttgaaa actccattcg tcgatgtctt catagaactt tcctaaaaag
    23641 gggttttcat caacaatctc tttcagtaag tggagttgca tgtgagttga aatttccttc
    23701 gcaagtgaag tttttccaac accaattggt ccttcaaccg tgataaatgg tactccggtc
    23761 acgctgtttc ctcctttcaa tcagtgattt accgtgacta ctaaaaacac aaaacagaat
    23821 tattgtagca caagagggag gcgagcggtt taatttgata taaaaagtta gaaaatagat
    23881 atatgtatta attaaatttt atttgagacg aaggtactat atttgctttt aatgtcgttt
    23941 ccattatttt taaagcatgc aggttatctt gatcatgatt agaggcgata cagtcctggg
    24001 gtacatacaa tgtataattc ctcatatgag catcgttagc tgtaaagagg atacatatat
    24061 tcccagccac ccctgttaat attagatttt ctatttttaa atagcctaat aaagaattta
    24121 aaggtgtttc ataaaaagca gagtaatggg gtttaataaa aatgtaatca tcagaacttg
    24181 gagcaatctt atgaatgata ttttcactat attcatttgt gcaatgagta attaattggt
    24241 caatatcaga tctccaaagt tgataatggt cattaatata aatgatgggg taaccgaagg
    24301 atttcattgt tttctttaat tgtaaaatag gattggttat catttcgcat ttttttgcta
    24361 ggatgggccc gtgtgaaaat tgaaaatcat taatcatatc gataatgagt aaggcagtat
    24421 tcttcatatg taatcccctc tcttttttct tagggtggat tgaatttgta aaagttatcc
    24481 catgtgtagt aaatggaaat aagtgtactt tatttgtaat gaaaggacta tgttatggaa
    24541 cgtgatcaag atatttattt tatgcaatta gcaatagaag aggctaaaaa agcagaggca
    24601 atacaagaag taccgattgg tgcagttata gtattaaatg gtgaagtaat tagtgctgct
    24661 cataatttaa gggaaactga gcaaaggtca atagctcacg ctgagttgtt agctattgat
    24721 gaggcttgca aaaaattagg gacatggcgt ttagaagatg cgactttata tgtaacatta
    24781 gagccttgtc cgatgtgtgc gggtggaatt gttttatcac gagtaaagcg agtcgtatat
    24841 ggtgcaggtg atccaaaagg tggatgtgca gggacattga tgaatctgtt aacggatgaa
    24901 cgttttaatc atcaatgtga agtagtagct ggtgtattag aagaagaatg cggtacgctg
    24961 ttaacaaact tttttagaga acttcgcaaa aaaagaaaag cgatcaagaa attagagaaa
    25021 agcaacgaga attaacgtat ttgcatttta taaaaaaaca agttatactg atagtgcctt
    25081 taatgaaggc aaccgaatat tggttttaac tttgccgtgc taagcgggga ggtagcggtg
    25141 ccctatactc gcaatccgct ctagcgaggc cgaatccctt ctcgaggtta tgttgctgta
    25201 aggcctgcct taagtaagtg gtgttgacgt ttgggtcctg cgcaacggga ccccgtgaac
    25261 cttgtcaggt ccggaaggaa gcagcaataa gcgggtcttc tcgtgtgccg caggagtgcc
    25321 tgaaccgagc taactgctta agtaacgctt atggtacgta atcgacagaa ggtgcacggc
    25381 agttatatat gtatacaaaa ctcaccttaa tactaaggtg ggttttttgt atagaaaata
    25441 acttttggaa tctataaaca gaatgggtta taataaatga gataataacc tttgagggag
    25501 gccgtatttt cgtgtcatac caagcgttat accgaacatg gagaccgcaa aaatttgaag
    25561 atgtagtcgg tcaaaagcac gtgacaaaaa cgttgcaaaa tgcccttctt caagagaaag
    25621 tttcacatgc atatttattt tctggcccaa ggggaacagg aaaaacgaca attgcaaaag
    25681 tatttgcaaa ggcaatcaac tgtgaacatg ccccggtagc tgaaccttgt aatgaatgtc
    25741 cctcttgttt gggaattacg caagggtcta tttcagatgt attagaaatt gatgcggctt
    25801 caaataacgg tgtagatgaa attcgagata ttagagataa agtaaaatat gctccaagtg
    25861 ctgtagaata taaagtatac attattgatg aagtccacat gctttctatg ggtgccttca
    25921 atgcgctttt aaaaacgtta gaagagccgc caggacatgt tatctttatt ttggcgacaa
    25981 cagaaccgca taagataccg cctacaatca tttcgcgttg ccaacgtttc gaatttcgaa
    26041 aaatatcagt aaatgatatt gttgagagat tgtcgacggt tgtgactaat gaaggtacgc
    26101 aagtagaaga tgaggcgtta caaattgttg cgcgtgccgc tgaaggtggt atgcgtgatg
    26161 cgcttagtct tattgatcag gcgatatctt atagtgatga gagggttacg acagaagatg
    26221 tattagctgt aacgggttct gtttctcagc aatacttagg caacttagta gagtgtatac
    26281 gtgaaaatga tgtatcaagg gcgttacgta tcatagatga gatgatgggt aaagggaaag
    26341 atccagttcg ttttatggag gatttcattt actattatcg tgatatgctt ttatatcaaa
    26401 cttcaccaca actggaacat atgttggaac gagtaatggt agatgagcaa ttccgtatgt
    26461 taagtgaaga aatgcaaccg gaagtaatct atgaaatcat tcatactctt agtaagggac
    26521 aacaggaaat gaagtggaca aatcatccgc gaattttctt agaagtcgtt atggtacaac
    26581 tgtgtcaaca gtttatgatg caagcaaacg gtgcagatcg tttacaagca attatgaaca
    26641 ggatgcagca attggagaaa gagttagaac aagtcaaaaa gaatggtgtg ccggtcggtg
    26701 tgcaacagga agttaaagag acgcgtgcag caccaaagcc agtgcggaca gggagtatga
    26761 agattcctgt tggacgtgta aatgaagtat taaaacaagc aaagcgtcaa gatttagaac
    26821 aattaaaagc tgtgtggggt gagttactag gaagactcaa agcatacaac aaagtagcat
    26881 ttgccgtttt attagaaaat agcgaaccag tagcagcttc ggatgatact tacgttttag
    26941 cgtttcaata tgagattcac tgtaaaatgg caagcgaaaa tcgagaagct atggatacag
    27001 tggaacaagc tttatttgaa ttgctaagta aaaaattaaa tatgattgcc attccaaaaa
    27061 gtgaatgggg taaaattcgt gaagattttt taaaacgtga aggtggaagt tctgaagaaa
    27121 gcccagagaa aaaagaagat cctcttatag aagaggccat aaaattagta gggcaagaac
    27181 tcattgaaat aaaagagtaa taataattag gaggaattaa ttatgatgcg tggcggaatg
    27241 ggaaatatga ataacatgat gaaacaaatg caaaagatgc aaaaggaaat ggcaaaggcg
    27301 caagaagaac taggagaaaa aacagttgaa ggtacagctg gtggcggtat gatcacagtt
    27361 attgcaaatg gtcataagca aattcttgaa gtaaaagtga aagaagaagt tgtagatcca
    27421 gaagatatcg aaatgttaca agacttagtt ttagctgcaa cgaatgatgc acttaaaaaa
    27481 gctgatgaac tttcaaactc tacaatgggt aaatttacaa aaggcttaaa cttaccgggt
    27541 ggaatgttct aggaggatat tgatatatgc attatccaga accaatatca aaactaattg
    27601 atagttttat gaaattgcca ggaatcggac cgaaaacagc ggttcgattg gcatttttcg
    27661 tattagatat gaaagaagat gatgtgttag gttttgcaaa agcacttgta aatgcaaagc
    27721 gagacttagc gtattgttcc gtatgtgggc atattactga ccgtgaccct tgttatattt
    27781 gtaacgattc acatcgagat caatcagtgg tttgtgtcgt acaagaaccg aaagatgtaa
    27841 tcgcgatgga aaagatgaaa gagtatcaag gtgtatatca tgtgttacgt ggtgctatct
    27901 ctccaatggg gggaattgga ccagaagaca ttaatatccc gcagctttta aagcgactgc
    27961 acgatgaaac ggtacaagaa gtaatattag caacaaatcc taatattgaa ggggaagcta
    28021 cagcgatgta tatatcccgc ctcttaaagc cgacaggtat taaagtaact cgtattgcac
    28081 atggtctgcc ggttggtgga gatttagaat atgcagatga agtgacactg tcgaaagcgt
    28141 tagaaggtcg tagagaagta taagaggaga aacaaaaatg ttctttcaaa aaaagggtaa
    28201 attgcgtaaa gagtatgatg ataatctaat tgtactatta gaaaaagtga agaatgaatg
    28261 gttacgtcaa aagagaatgg ttgaacaaag cgttgaacca tctcaagatg tactttgttc
    28321 tttaaaaata gcagaggcga aatatttctt tttgctcaaa gaagcgaaac gtcgtcctgt
    28381 aaagatggaa caatggtaaa aggttctgct gaagaagcag aacctttttg ttttattcct
    28441 taaacatgta gtcatcactt cgtttagaaa aatcgattaa tggttttatg gagaatgtgt
    28501 ttcctaataa aggtgaatga gatgaaacga ctggatttat atgataaatg ttctttttta
    28561 tcgtcttgtc ccatacaaat aaatgtgtac aggtcattca taaggaggaa aaaatgaatt
    28621 ctacaattat tattgttggt attcttgcgt tggtttttat tttccttgtt tttggtgttt
    28681 cttctaagcc gttacgtttt ataggaaaag cgctctttca tgttactttg ggagtagcat
    28741 tactttttat cgtaaatgtt gtaggaacat atttcgattt tcatattcca ataaatttag
    28801 gaactgcaac aatcacaagt ttattaggtc tacctggtgt tgctgcattg gtggttatta
    28861 agctttacat tatgccaaga taaatttatt ttggcatttt tttaaaaagt gttgactagt
    28921 gaatgattaa tatggtaaat taataagcgt cgtcaggaac gaaagaaaaa agttgttgac
    28981 atatttaacg caaaatgtta aattataaaa gtcgctgaaa cgcgatgttg aactttgaaa
    29041 actaaacgaa acaaacaacg tgaaacgtca atttttattt tagatgctag acaaactaac
    29101 tttattggag agtttgatcc tggctcagga tgaacgctgg cggcgtgcct aatacatgca
    29161 agtcgagcga atggattaag agcttgctct tatgaagtta gcggcggacg ggtgagtaac
    29221 acgtgggtaa cctgcccata agactgggat aactccggga aaccggggct aataccggat
    29281 aatattttga accgcatggt tcgaaattga aaggcggctt cggctgtcac ttatggatgg
    29341 acccgcgtcg cattagctag ttggtgaggt aacggctcac caaggcaacg atgcgtagcc
    29401 gacctgagag ggtgatcggc cacactggga ctgagacacg gcccagactc ctacgggagg
    29461 cagcagtagg gaatcttccg caatggacga aagtctgacg gagcaacgcc gcgtgagtga
    29521 tgaaggcttt cgggtcgtaa aactctgttg ttagggaaga acaagtgcta gttgaataag
    29581 ctggcacctt gacggtacct aaccagaaag ccacggctaa ctacgtgcca gcagccgcgg
    29641 taatacgtag gtggcaagcg ttatccggaa ttattgggcg taaagcgcgc gcaggtggtt
    29701 tcttaagtct gatgtgaaag cccacggctc aaccgtggag ggtcattgga aactgggaga
    29761 cttgagtgca gaagaggaaa gtggaattcc atgtgtagcg gtgaaatgcg tagagatatg
    29821 gaggaacacc agtggcgaag gcgactttct ggtctgtaac tgacactgag gcgcgaaagc
    29881 gtggggagca aacaggatta gataccctgg tagtccacgc cgtaaacgat gagtgctaag
    29941 tgttagaggg tttccgccct ttagtgctga agttaacgca ttaagcactc cgcctgggga
    30001 gtacggccgc aaggctgaaa ctcaaaggaa ttgacggggg cccgcacaag cggtggagca
    30061 tgtggtttaa ttcgaagcaa cgcgaagaac cttaccaggt cttgacatcc tctgacaacc
    30121 ctagagatag ggcttctcct tcgggagcag agtgacaggt ggtgcatggt tgtcgtcagc
    30181 tcgtgtcgtg agatgttggg ttaagtcccg caacgagcgc aacccttgat cttagttgcc
    30241 atcattaagt tgggcactct aaggtgactg ccggtgacaa accggaggaa ggtggggatg
    30301 acgtcaaatc atcatgcccc ttatgacctg ggctacacac gtgctacaat ggacggtaca
    30361 aagagctgca agaccgcgag gtggagctaa tctcataaaa ccgttctcag ttcggattgt
    30421 aggctgcaac tcgcctacat gaagctggaa tcgctagtaa tcgcggatca gcatgccgcg
    30481 gtgaatacgt tcccgggcct tgtacacacc gcccgtcaca ccacgagagt ttgtaacacc
    30541 cgaagtcggt ggggtaacct ttttggagcc agccgcctaa ggtgggacag atgattgggg
    30601 tgaagtcgta acaaggtagc cgtatcggaa ggtgcggctg gatcacctcc tttctatgga
    30661 gaattgatga acgctgttca tcaatataag tttccgtgtt tcgttttcgt ttagttttga
    30721 gagttcaata aaaagtattg actcttaaat gaggatatga tataaataaa tcctgaaatt
    30781 tgtatgggcc tatagctcag ctggttagag cgcacgcctg ataagcgtga ggtcgatggt
    30841 tcgagtccat ttaggcccac catacaattt ggggccttag ctcagctggg agagcgcctg
    30901 ccttgcacgc aggaggtcag cggttcgatc ccgctaggct ccaccaaaaa gctattttaa
    30961 atagcaaatg gtatgttctt tgaaaactag ataacagtgt agctcatatt ttttaatttt
    31021 tagtttggtt aagttagaaa gggcgcacgg tggatgcctt gacactagga gtcgatgaag
    31081 gacgggacta acgccgatat gcttcgggga gctgtaagta agctttgatc cgaagatttc
    31141 cgaatgggga aacccaccat acgtaatggt atggtatcct tatctgaata cataggataa
    31201 ggaagacaga cccagggaac tgaaacatct aagtacctgg aggaagagaa agcaaatgcg
    31261 atttcctgag tagcggcgag cgaaacggaa catagcccaa accaagaggc ttgcctcttg
    31321 gggttgtagg acattctata cggagttaca aaggaacgag gtagacgaag cgacctggaa
    31381 aggtccgtcg tagagggtaa caaccccgta gtcgaaactt cgttctctct tgaatgtatc
    31441 ctgagtacgg cggaacacgt gaaattccgt cggaatctgg gaggaccatc tcccaaggct
    31501 aaatactccc tagtgatcga tagtgaacca gtaccgtgag ggaaaggtga aaagcacccc
    31561 ggaaggggag tgaaagagat cctgaaaccg tgtgcctaca aatagtcaga gcccgttaac
    31621 gggtgatggc gtgccttttg tagaatgaac cggcgagtta cgatcccgtg cgaggttaag
    31681 ctgaagaggc ggagccgcag cgaaagcgag tctgaatagg gcgtttagta cgtggtcgta
    31741 gacccgaaac caggtgatct acccatgtcc agggtgaagt tcaggtaaca ctgaatggag
    31801 gcccgaaccc acgcacgttg aaaagtgcgg ggatgaggtg tgggtagcgg agaaattcca
    31861 atcgaacctg gagatagctg gttctccccg aaatagcttt agggctagcc ttaagtgtaa
    31921 gagtcttgga ggtagagcac tgattggact aggggtcctc atcggattac cgaattcagt
    31981 caaactccga atgccaatga cttatcctta ggagtcagac tgcgagtgat aagatccgta
    32041 gtcaaaaggg aaacagccca gaccgccagc taaggtccca aagtgtgtat taagtggaaa
    32101 aggatgtgga gttgcttaga caactaggat gttggcttag aagcagccac catttaaaga
    32161 gtgcgtaata gctcactagt cgagtgactc tgcgccgaaa atgtaccggg gctaaataca
    32221 ccaccgaagc tgcggattga taccaatggt atcagtggta ggggagcgtt ctaaggacag
    32281 tgaagtcaga ccggaaggac tggtggagtg cttagaagtg agaatgccgg tatgagtagc
    32341 gaaagacggg tgagaatccc gtccaccgaa tgcctaaggt ttcctgagga aggctcgtcc
    32401 gctcagggtt agtcaggacc taagccgagg ccgacaggcg taggcgatgg acaacaggtt
    32461 gatattcctg taccacctct ttatcgtttg agcaatggag ggacgcagaa ggatagaaga
    32521 agcgtgcgat tggttgtgca cgtccaagca gttaggctga taagtaggca aatccgctta
    32581 tcgtgaaggc tgagctgtga tggggaagct ccttatggag cgaagtcttt gattccccgc
    32641 tgccaagaaa agcttctagc gagataaaag gtgcctgtac cgcaaaccga cacaggtagg
    32701 cgaggagaga atcctaaggt gtgcgagaga actctggtta aggaactcgg caaaatgacc
    32761 ccgtaacttc gggagaaggg gtgctttctt aacggaaagc cgcagtgaat aggcccaagc
    32821 gactgtttag caaaaacaca gctctctgcg aagccgtaag gcgaagtata gggggtgaca
    32881 cctgcccggt gctggaaggt taaggagagg ggttagcgta agcgaagctc tgaactgaag
    32941 ccccagtaaa cggcggccgt aactataacg gtcctaaggt agcgaaattc cttgtcgggt
    33001 aagttccgac ccgcacgaaa ggtgtaacga tttgggcact gtctcaacca gagactcggt
    33061 gaaattatag tacctgtgaa gatgcaggtt acccgcgaca ggacggaaag accccgtgga
    33121 gctttactgt agcctgatat tgaattttgg tacagtttgt acaggatagg cgggagcctt
    33181 tgaaaccgga gcgctagctt cggtggaggc gctggtggga taccgccctg actgtattga
    33241 aattctaacc tacgggtctt atcgacccgg gagacagtgt caggtgggca gtttgactgg
    33301 ggcggtcgcc tcctaaagtg taacggaggc gcccaaaggt tccctcagaa tggttggaaa
    33361 tcattcgtag agtgcaaagg cataagggag cttgactgcg agacctacaa gtcgagcagg
    33421 gacgaaagtc gggcttagtg atccggtggt tccgcatgga agggccatcg ctcaacggat
    33481 aaaagctacc ccggggataa caggcttatc tcccccaaga gtccacatcg acggggaggt
    33541 ttggcacctc gatgtcggct catcgcatcc tggggctgta gtcggtccca agggttgggc
    33601 tgttcgccca ttaaagcggt acgcgagctg ggttcagaac gtcgtgagac agttcggtcc
    33661 ctatccgtcg tgggcgtagg aaatttgaga ggagctgtcc ttagtacgag aggaccggga
    33721 tggacgcacc gctggtgtac cagttgttct gccaagggca tagctgggta gctatgtgcg
    33781 gaagggataa gtgctgaaag catctaagca tgaagccccc ctcaagatga gatttcccat
    33841 agcgtaagct agtaagatcc ctgaaagatg atcaggttga taggttcgag gtggaagcat
    33901 ggtgacatgt ggagctgacg aatactaata gatcgaggac ttaaccatat aatatgtagc
    33961 aatgttatct agttttgaag gaatatgcct tcatagtttg gtgatgatgg cagagaggtc
    34021 acacccgttc ccataccgaa cacggaagtt aagctctcta gcgccgatgg tagttgggac
    34081 cttgtccctg tgagagtagg acgtcgccaa gcaactaaaa acacaagtct tttgacttgt
    34141 gtttttttgt gttttcaaac agtatgcaaa aagaagtaat ggtaatacaa acacgttgcc
    34201 caaggatgaa tcatattata taagagattg atgtatattt ttctgtaaat tgttaaggaa
    34261 tagaagtata aaatatgtcc atttaaatag ggagggaaag atatgaaatc acaaaacgaa
    34321 gtttgtattg tttgtgagac agaaagaaaa gaagggatat atgtttataa taatttaata
    34381 tgttatgaat gtgaaaagga catggtgaat acggaaacag atgatccgaa gtatatatat
    34441 tatttaaaac aacttcgaaa attagaagta tcatattttt aaataggcat atgcctatta
    34501 tttttttgtt ctgtataata gataaagaat gaaataataa ggaagagata tagatgaatc
    34561 aaaatcgcat acctttatat gaagcattaa tagagtttaa agaaagaaga cggttatcct
    34621 ttcatgttcc aggtcataaa aatggtttaa acttccctca ggaggtagta gaggagttta
    34681 aagatatact atctatcgat gtaactgagt tgtcaggatt agatgattta catagtccgt
    34741 ttgaatgtat agatgaggca caacaattat tagctgatgt atatggagtg aacaaaagtt
    34801 attttttaat taatggttca acagtcggga atctagcaat gattttgtct tgttgtgggg
    34861 aacatgatat tgttcttgta caaagaaatt gtcataaatc gattattaat ggtttaaaat
    34921 tagcgggagc aaatcctatt tttttagatc catggattga tgaagcttat aacgtaccag
    34981 tgggaattca tgatgagatt attaaggaag cgattgaaaa atacccaaat gcgaaagcgc
    35041 tcattttaac gcatcctaat tattatggta tggggatgga tctagaggca agcattgctt
    35101 atgcacatac acataaaatc cctgtgctag tagatgaagc acatggggct catttttgtt
    35161 taggcggggc atttccacag tcagcgttag catatggtgc agatatggta gttcattctg
    35221 cgcataaaac attacccgcg atgacgatgg gatcctattt acatataaat agtcgtttag
    35281 tgaaagaaga aaaagtttct acttatttaa gtatgctaca atctagtagt ccatcgtatc
    35341 caattatggc ttctcttgat attgcacgct ttacaatagc acgtataaaa gaaaagggac
    35401 atgatgaaat tgtcgagttt ttacaggaat ttaaagaaga attgagtact attccacaaa
    35461 tagctatttt acaatatcca ttacaagacg ggctaaagat taccgtacag acgcgttgtc
    35521 ggttatcagg atacgaatta cagtctgtat ttgaaaaggt cggtatatat acagaaatgg
    35581 cagatccata taatgtctta tttattttgc ctttgcaagt aaataagaaa tatatgaagg
    35641 ctatagagat gatccgagta gcattgcaat actatgaggt gaaagacaag acggaatcta
    35701 ttcgttatac ttataaagga gaaatttctc ccctgccgta tacatataaa caactggaag
    35761 aatacgaaac aaaagtagta cctatagaag aagcagttgg gatggtagca gcggaaatgg
    35821 taattccgta tccacctggt attccattga ttatgtatgg agaaagaatt acttcaggac
    35881 ataaagaaca aattatgtat ttagaaaaag caggtgctcg ttttcaaggt agcaggaaat
    35941 atatgaaagt gtatgatata gaaagtaggt tttaggatga agggattatt tgtaacaatt
    36001 gaaggtccag aaggttcggg taaaacaaca ttaattcaaa gtttattgcc atactttgaa
    36061 caaaaggaac aaaaggtaat ggcgacgaga gaaccgggtg gtattgcaat ttctgaggat
    36121 attagaacga ttttacataa acaagaatat acgatgatgg aagcacgtac agaggcacta
    36181 ttatatgctg ctgcacgtag acagcattta gtagaaaaag ttatgccggc gcttaatgag
    36241 gattaccttg tattatgtga tcgttttata gatagctctt tagcgtatca aggatatgca
    36301 agaggattag gtatggataa agtatttgaa ataaatcgtt tcgcaacaga ggactgtatg
    36361 cctagtttaa caatttactt agatattgag ccagaggttg gcttagcgcg aattgcaaaa
    36421 gatgcaggac gtgaagtgaa tcggttagat atggaagata tctctttcca taaacgtgtg
    36481 cgtgaagggt atttacaagt tgtagaacgt ttttcggatc gtattgtatt agtaaatgct
    36541 gatcaaccaa tggaaaaact tatagaagaa gttattcagg ttatagaaga taaattgtta
    36601 taatagaagg aaagactgaa ataagtgagg tatgcattat gacgaagacg tgggagcagc
    36661 tttctgctat acaacccatc ggtgtaaaaa tgttgatgaa tagcatcgca aaagagcgta
    36721 tatcccacgc ttacttgtta gaaggagaga aagggacagg aaagtttgcg acagcaattc
    36781 aaatggcaaa gagtttcctc tgttctcagc ggaatagggt agagccttgt catgtatgta
    36841 caaattgtaa gcgaattgat tcaggtaacc acccgaactt acatattgta aaaccagacg
    36901 gattatctat taagaagcaa caaattcatg atttacaaga agagttttcc aaaacaggat
    36961 tagaagcaaa taaaaaggta tatatcattg agcacgcaga ccgtatgaca gcaaatgcag
    37021 cgaatgcact cttgaaattt ttagaagaac caagtagtga tacaacagct attttactta
    37081 ctgaacaaag tcatcaaatt ttaaatacga ttttatctcg ctgtcaagtt gttacattta
    37141 gaccgttacc tacggaatct ttaattagaa gattgcagga tgaaggtatt acggtatctt
    37201 tatcgacact tgctgcacaa ctcacgaata gttttgatga agctttaact ttatgtaatg
    37261 atgaatggtt tgcacaagca cgagctttag tgataaaatt atgtgaagcg ctcgaaaaag
    37321 ataaagcctc tatttttttt gtacaagaaa aatggggaaa acactttgga gagaaagagc
    37381 aattacagca aggtttagat atgttactcc ttatttataa ggatttatta tatgttcaac
    37441 ttggagaaga agatcggctt gtttttcgtg agcagaaaga gatgtttgaa tctttctcct
    37501 atgctcagaa gcgcattgta tcagctctct ttaatatatt agaggcaaaa aatagaatca
    37561 acgctaatgt aaatgcgcag cttgtgttcg aacagttagt gttgcggttg caggagggat
    37621 gaccgttttg tatgatgtag taggtgttcg ctttaagaag gccggaaagg tgtattactt
    37681 tgatccgaat cagttcgata tctctgaaaa tgagtttgta attgtagaaa cggtaagagg
    37741 tattgaatac ggaaaggtag ttattaccaa aaagcaagtt gatgaaaacg acgttgtatt
    37801 accgctaaaa aaggttattc gtattgcaaa tgaaaatgat cgtaccattg ttgaagagaa
    37861 caaacatgct gcaaaagaag catatcaagt ttgtcagcaa aaggtagtag aacataatct
    37921 tgatatgaaa cttgtagatg tagagtatac gttcgatcgc aataagatta ttttctactt
    37981 tactgcggat ggtcggattg atttccgtga actagtgaag gacttagcgg caatttttag
    38041 gacaagaatt gaactaagac aaattggtgt tcgtgatgaa gcgaagatgc ttggtggtat
    38101 tggtccatgt ggtcgtatgc tttgttgttc tactttttta ggagattttg aacctgtatc
    38161 cattaagatg gcaaaggatc aaaatttatc attaaatcct gcaaaaatct ctggtttatg
    38221 tggtcgctta atgtgttgct taaaatatga gaacgatgaa tatgaggcag caaaggaaca
    38281 acttcctgat ttagatcaac gtatacaaac cccgcatggt actggccgtg ttatcggatt
    38341 aaatatttta gaaagattaa ttcaagtgga actagtagac aaggaacgga tagtagaata
    38401 tacgttagat gagttagtga ataaaggggt cgtttcgagt caaaccacag attaatgagg
    38461 tgggtgcttg tggagaaaaa ggatattttt gcatcggttt ctagtatgga agagcaaatt
    38521 ggacatttat acaaacagtt gggagaatta aaacaacatc ttgcagagtt attggaagaa
    38581 aaccaacata taaaaatgga aaatgaaaat ttgcgacacc gttttgaaga agtgcagatt
    38641 aaagaaaaac aaaaaactca aaaacgtaaa gaagtgaagc caaagacaga tattggtgaa
    38701 ggctacgata atttagcaag actatatcaa gaaggttttc atatttgtaa tctgcattat
    38761 ggaagtgtac gtaaagaggg agattgttta ttctgcctgt catttttaaa taaaaagtga
    38821 aattaccttt ccaattatta ttggaaaggt aattttttat acatgagagt agaattaaat
    38881 atgtttttta ttacaagaag atgaaatagg gtaggttaag tgtaagaaaa ggagtaacat
    38941 atgaatttat atgaagatga acgtttagat tacttattag cacaagatat gaagatcata
    39001 caaagcccat cagtatttaa tttctcatta gacgctgttt tacttgcaga ctttgcttgg
    39061 gtaccaattc aaaaaggtaa tttacttgat ttgtgtacag gtaatgcagt tgtgcccctg
    39121 ctattaagta caagaacaaa agggaatatt actggtgtgg aaattcaaga acgcttatat
    39181 gatatgggta taagaagtgt tcaatataat aagttagaag aaagaattca tttaatacat
    39241 ggggatttga aagatatgcc ggagaaactt ggacgtcatc agtatgatgt tgtcacatgt
    39301 aatccgcctt atttccaaac gcctgtaact tctgaaaaga atatgaatga gcatttagcg
    39361 atagctcgtc atgaaattat gtgtacatta gaggatgttg tatctgcaag cagtcagcta
    39421 gtcaagcagg gcgggaaagt agcatttgta catcgtccag gtcgtttatt agatattgtt
    39481 acattaatgc gcaaatacaa aattgaacca aagcgtgtac gatttgttta tcctaaggca
    39541 gggaaagaag caaatacgtt gttaattgaa ggaattaaag atggaaacgc agatttaaaa
    39601 atattgccac ctctttttgt atatgaagaa aataatgaat atacaaagga gattcgctcg
    39661 attttatatg gagaagaata aacattgttt ttatgtagta gagtgctctg atggaagtta
    39721 ttatgctgga tatacaaatc atatagagaa aaggattggg acccataata gcggaagagg
    39781 agctaagtat acgcgcgcta gacttcctgt tgtgttaaaa tacgtagaat ttcatgaaga
    39841 taagcgtaca gctatgcaag cagagtatta ttttaagcaa ttaaatagaa aacaaaaaga
    39901 agaatatatg caaaaaggag aacgctatgt ggcaacaaaa aagctttcaa caaaatgaaa
    39961 agggagtttt atatttagta ccaactccta ttggaaattt agaagatatg acatttcgtg
    40021 caatccgaat tttaaaagaa gctgatttaa ttgctgctga agatacgaga caaacgaaaa
    40081 aactttgtaa ttattttgaa attgaaacgc ctgttatgag ttaccacgag cataataaag
    40141 aagtaagtgg aaagaaaata ttagagaagt tagatgaagg aaagactgtg gcacttgtta
    40201 gtgacgctgg tatgccgtgt atttccgatc caggctatga tattgttgtc gaggcagtag
    40261 ctgagcaata tcatgtaatc ccgcttcctg gggcaaatgc agcacttaca gcattaattg
    40321 catcaggcct tcaaacaaaa cagttttatt tctatgggtt tttacaaaga aataaaaagg
    40381 aaagaaaaat ggagttagag aagcttcgtt acgtacaaac tacaatgatg ttttatgaag
    40441 cacctcatcg cctggatgat actttaatct cgatgcaaga agtattagga aatagagaaa
    40501 ttgtattatg tcgagagtta acgaaaaaat tcgaggaatt tattcgagga acagttgaag
    40561 aagcaattga gtggacgaaa caaaatgaag ttcgtggtga gttttgtatt ttagtagctg
    40621 gttcaacgga agagcctgct ccagaagaac aatggtggga atctatttca gtatataatc
    40681 atattgaaca ttatataaat gaaaaaggta tgaattcaaa agaggcaata aaaacagtcg
    40741 ctaaagatcg agatttgtcg aaacgcgatg tatatcaaat ctatcatgtc gataaaaaat
    40801 aagcttctca taattgagaa gcttattttg ctgtttcgat ataatcttga agttcgttta
    40861 agatttgctc agcgccttct ttgcttaaga taattttacc ttcagctaaa aataggttac
    40921 catcagatac ttcaccagtt acttggcaag tcatgtttgg tttatatttt tttaagatga
    40981 ttttctcgtc atcaacatag atttcaagtg catccttttc tgcaatacct aaagtacggc
    41041 gtaattcgat tggaattact acacgaccta attcatcaac tttacgaacg ataccagtag
    41101 atttcataat tcttttcctc ctaaagaaat agtttataag tttcgagtct atttttagat
    41161 tcgtcatttt tcgacaaaat accctatgga catatgatac caatcattta catttccgtc
    41221 aattctttaa ttctatattt tttaaaaaga tttatagatt tcttacttct tatatataat
    41281 agaatgggat taatttctac tattatttca ctttattttc agaaaaattt ttaaattgta
    41341 agtggagatt gtatattttc ttgaaatatg agtaatagat ggtaaatata ctaatcatta
    41401 actcgttttt atcacgcatt aacaagcaat aagattttaa atttaaagtg cggccggagc
    41461 aaagcagtta agtgggagtc gggttaatag tcagcaggag ggaacaaaac cccgacagat
    41521 taaagtttca ctttatatat aagtttttga tatactattt ataaatacat atgaggttat
    41581 tcgggaggtt caaaacaatg acagaggaaa acaaatcctt ttatattact accccaattt
    41641 attatccaag tggaaaatta cacattggac atgcttatac aacagtagca ggagatgcga
    41701 tggcacgata taagtgcatg caaggatata atgttcatta tttaacagga actgatgagc
    41761 atggacagaa gatccaaaag aaagcagaag aattaaacgt tacaccacaa gcatatgtgg
    41821 ataacatcgt tgcaggaatt aaagaacttt gggaaaagat ggatatctct tatgatgatt
    41881 ttattcgtac aacggaagat cgtcataaag atgttgttga aaaaatcttc aagcaactag
    41941 tagatcaagg tgatatttat cttgatgaat atgaaggttg gtattctgta caagatgaga
    42001 cattctatac ggagcatcaa ttagtagatc caattatgga aggtgacaaa gtagttggag
    42061 gaaaaagtcc agatagtggt catgatgtag aacttgttcg tgaagaatcg tatttcttta
    42121 gaatgggtaa atatgtcgac agactattaa aattctatga agataatcca catttcattc
    42181 agccagagtc tcgtaagaat gaaatgatta ataacttcat taaaccaggc ttagaagatt
    42241 tagcagtttc tcgtacttca tttgactggg gagttcgtgt tccaggtaat ccgaaacacg
    42301 ttatttacgt atgggttgac gcactatcta actacattac agcattaggc tatggaacag
    42361 aaaatgaaga gatgtataag aagttctggc cggcagatgt gcatttagtt ggaaaagaaa
    42421 tcgttcgttt ccatacaatt tattggccaa tcattttaat ggcattagat ttacctcttc
    42481 cgaaaaaagt ctttgctcac ggttggattt taatgaagga tggaaagatg agtaagtcaa
    42541 aaggaaatgt agtagatcca gttatattaa tcgatcgtta cggattagat gcattacgtt
    42601 attacttact tcgtgaagtt ccattcggat ctgatggcgt attcacacca gaaggatttg
    42661 tggagcgtat taatttcgat ttagcaaatg acttaggtaa cttattaaat cgtacagtag
    42721 ctatgattga taagtacttt aacggagaaa tccctgcatt taaagcaaat gtaacggaat
    42781 ttgatgaaac gttagtaaca tttgcgaaag atacattgaa aaaagttgaa gaagcaatgg
    42841 agaatatgga attctctgta gctctaagct caatttggca attggttagc cgtacgaata
    42901 aatatattga tgaaacacaa ccatgggtat tagcgaaaga tgaggatgat cgtgaaaagt
    42961 tggcgtctgt aatggctcat ttagcagaag tacttcgtca aacgggtatt atgcttatgc
    43021 cattcttaac agtagcacca agcaaaatgt ttgctcagct tggccttact gatgaagcac
    43081 atacatcttg gggaagccta tctacaatcg gctgtattcc agctggaaca aaagtagaaa
    43141 aaggacaacc aattttccct cgtttagaaa tggacgtgga agtggcgtac attaaagaac
    43201 aaatgaaagc ctctgctcct aaagtagaag agaaaaaaga agaagaaccg aaggcagaag
    43261 aaattacaat tgatgatttc tttaaagtag aattgcgtgt agctgaagta ctatctgctg
    43321 aacctgtaaa aaaggcagat aagttgttga aaattcaact agacttaggt acagaaaagc
    43381 gtcaagttgt ttctggaatt gcaaaattct attcgccaga agacctaaaa ggtaaaaagg
    43441 ttatttgtgt aacaaattta aaacctgtaa aattacgcgg tgaattatcg caaggtatga
    43501 ttttagcggg tgaagagaat ggtgtattgt cattagcatc tattgaccaa aatataccaa
    43561 atggtacaaa aatcaagtaa ttaagacaag aaaagagatg tttcacgtgt aacatgtgtg
    43621 aagcgtcttt tttcttttta cactctcatt tttgcattaa gattgtagta ttgttatcgt
    43681 taagttatga aagagcttat ttgcgtagaa taaatttgat ttcaatataa aaggagttat
    43741 gtattatgtt gtttgataca cattcacatt tgaatgcaga gcaatttgaa gaagacttgc
    43801 aagaagttat tgcccgaatg aaagaagcgg gggttactta tacagttgtt gttggttttg
    43861 atgaagcaac gataaaaaag gcgattgaat tagctgaagc ctatgatttt atttacgctg
    43921 cggttggatg gcatccagtt gatgcaatcg acatgacaga agagcattta gcttggttag
    43981 aagaacttgc ttctcatcct aaggtcgttg cacttggaga aatgggctta gattatcact
    44041 gggataagtc gccaaaagaa atacagaaag aagtattccg taaacaaatt acgttggcga
    44101 aaaaggtaaa gttgccgatt attatacata accgcgatgc aacgcaagat attgttgata
    44161 ttctagaaga agagaatgca gctgaagtag gaggtattat gcattgcttt agcggcagtg
    44221 tagaagtagc agagcgatgt gttgatatga actttttaat ttcattaggt ggaccagtta
    44281 catttaaaaa cgctaagaag ccgaaagaag ttgctacgga gattccatta gagaaattgt
    44341 taatagagac cgattgtccg tatttaacac cacatccatt tcgaggaaaa cgaaatgaac
    44401 cgagttatgt aaaactcgta gcagaagaaa ttgcgaactt aaaaggaatt tcttatgaag
    44461 aagtagcgga aataacaaca aaaaatgcaa aagctttatt tggtgttgaa taaaagagtg
    44521 ggaggaccca ttcttttttt atttttgtga aaaaatagca ggagtgacag aaaagataag
    44581 attgaatgag tagatgttac aataaggaga gagaacaaag ttttggacat tctatttttt
    44641 aaaatgtaag aatggggaaa ataataatgg aaaagtcgtc atttttttgt tttactaagt
    44701 agagacgaaa cgagtgtgga ggcaagcatg aaaattaaag agattatcgt tgtagaaggt
    44761 aaagatgata cagttgcgat taagcgtgct gttgatgcgg atacaattga aacgaacggt
    44821 tcagcaatcg gtgatcatgt tattgaacaa gttaaattag cgctacaaaa acgaggcgtt
    44881 attattttca cagatccgga ttatcctgga gagcgtattc gaaaaattat ttctgataag
    44941 gtgcctggat gtaaacatgc ttttttaccg aaggaagaag cacttgctaa gaggaaaaaa
    45001 ggtgtcggga ttgaacatgc ttctaatgaa tcaattcgcc gtgctttaga gaatatacat
    45061 gaagaaatgg aagcttacac aagtgaaatc agttggagcg atctagtcga tgcaggttta
    45121 gtgggcggag aaatggcaaa gagtcgcaga gaaagaatgg gtaagctatt aaagattggt
    45181 tatacaaacg caaaacagtt acataaacgt ttacaaatgt ttcaagtctc aaaagaatca
    45241 tttgcagaag cttataagca agtcatacag gaggaaagaa aatgaaggat atcgcaacgc
    45301 caaatcgtac gaaagacatt gttgaaaagt atggattttc attcaaaaaa agtttaggac
    45361 aaaatttttt aattgatacg aatgtattaa atcgtatcgt tgatcacgct gaaattggtt
    45421 cagaaagtgg tgcaattgaa attggaccag gtatcggtgc attaacagaa caattagcga
    45481 agcgtgccaa aaaagtagtg gcttttgaaa ttgatcaaag gctattacca attttagatg
    45541 agacgttagc tccatatgga aacgttacag ttatcaataa agatgtacta aaggcagatg
    45601 tacatgaggt gtttagtgag caatttgaag aaggacaaga tgtaatggta gtagctaact
    45661 taccatacta tattacaacg ccaattttat ttaaattgct ggaagagaaa ttaccggttc
    45721 gtggattcgt tgttatgatg caaaaagaag ttggggatcg tttagcggct aagcctggaa
    45781 cgaaagagta cggttcttta tccattgcta ttcagtatta tacagaggta gaaacagtta
    45841 tgactgtacc gcgtacagtg tttgtgccac aaccaaatgt tgattctgca attattcgcc
    45901 tcctaaagcg tccgaaacca gtagtagaag taacagatga gacattcttc tttgaagtag
    45961 tacgagcaag ttttgcacaa cgccgtaaaa ctttaatgaa taatttatca aataatttaa
    46021 atggtttccc gaaagataaa gagctgttgg atcgaatttt aacagaagta ggaattgatc
    46081 caaaacgaag aggcgaaacg ctatctatcg aagagtttgc gacattaagt aatgcattag
    46141 ttcttcataa gttatcataa gaatacaaaa gggacagttc aatttgaact gtcccttttg
    46201 tcacctttct cctcctaaat tcatacttta aaaacaggta agatggccta acgagtttgg
    46261 aggtaggaga atggctttac atgttggaga attagtggaa cgatattctc ataataggga
    46321 tatccttttt cgtattatag aaataaaagg cgagatagct atattgtttg gagaggaaat
    46381 tagattagtg gcagatgcgc cacttgaaga tttaattagt atagatcaac gagaacataa
    46441 aaagagagca aagcgtgaga aagaaacaat ggagcgcacg tatcgtttgt ttcaacaaga
    46501 ttacgtatta atgaaacaaa ggcatgaaca cacttcaact ggtggatata caagtgaagt
    46561 gaattatttt caaatgccag gacgtgtatt gcacatagat ggagacccgt tatatttgcg
    46621 caagtgccta gatttatata ataaaattgg tgttcctgta caaggtattc attgtaaaga
    46681 aacggagatg catgaaaagg tagtagattt aatagaccat tttcggccgg acattttagt
    46741 tattacaggg cacgatgcgt atacaaaatc aaaaggagta aagggagatt tagcagcata
    46801 taggcattca aggcattttg tacaggctgt ccgagaagtg cgaaaaaaat atccatcatt
    46861 agatcaactc gttatttttg ctggggcatg tcaatcacac tttgaagcat taattcgagc
    46921 aggcgctaat tttgctagtt ccccatctag aattaatatt cacgcactag accctgtata
    46981 tgtggttggt aaaattagtt ttacgtcatt tatggagcga gtcaatgtat gggatgttgt
    47041 acgtaatacg attactggtg aaaagggact tggcgggatt gagacgaggg ggattttacg
    47101 aactggatta ccttttcaac attacgaaga ataagcaagg tacatatgta tcttgctttt
    47161 ttatttggag aggatttaaa tcagtttgga taaaaagaga caagaacgca cagactacat
    47221 aatgatactt ttacaatata gtatttcttc tatttattcg aacgcatgat gcttttataa
    47281 agatattgtc tgtgagttgc ggttaataat tgggatagat atatcgtgtt ttaagtgttc
    47341 aatctaaatt acagcgaggt gtaacgaagt atatgtcaaa acgtttagat gaaattaaaa
    47401 gcgaattaga tcaccatctt ggacagagac tgatgttaaa ggcaaacagt gggagaagaa
    47461 aaactgtaga acaatcaggt gtacttgcag aaacgtaccg ttctgttttt gttgtacaac
    47521 tggatcaaca agaagatgcg ttgcaacgtg tgtcgtatag ctatgcggat gttttaacag
    47581 agacagtaga gttaacattt tatggtgaac ctcataatga agtgatttta taattcatgt
    47641 atcgttacat atattcccac aaatgaaaag ctatattatt ttgcatacta attataccgt
    47701 agcaaaataa ggggggactc tgcattgagt agacgaagag gtgtcatgtc aaatcaattt
    47761 aaagaagagc ttgcaaaaga gctaggcttt tatgatgttg ttcagaaaga aggatggggc
    47821 ggaattcgtg cgaaagatgc tggtaacatg gtgaaacgtg ctatagaaat tgcagaacag
    47881 caattaatga aacaaaacca gtagttgtaa gatactttct atgctacggt agccgaggaa
    47941 tgattcctcg gctttttgta ctataaaagg tgccatcatt ttacataagt agtttcattc
    48001 tgaatgcttt tcgttataat tagggaagtg tcatcgtctt actataaatt tatggtaaaa
    48061 taaacgataa aagattgagt acatagagtg ggtgaataga ttgaagctac tagtgaaagc
    48121 accagcaaag attaatctgt cgttagatgt actgggaaaa agacaagacg gatatcatga
    48181 agtgaaaatg attatgacaa caatcgattt agcggatcgt ttagaactaa tggaattagc
    48241 agaagaccgt attgaaattt tatcccataa tcggtatgtc ccagacgacc aaagaaatct
    48301 ggcttatcaa gcagcgaaat tattaaaaga gaagtttaat gtgaaaaaag gtgtatctat
    48361 tactattgaa aaaacgattc cagtagcagc tggattagcg ggtggaagta gtgatgcagc
    48421 agcgacatta cgtggtctta ataaattatg gaatttaggc cttacgattg atcaattagc
    48481 agagcttggc gcagaaattg gatcagatgt atcgttttgt gtatatggtg ggacagcaat
    48541 tgccactgga agaggagagc agattgagca cataaaaact ccaccttctt gttgggttat
    48601 tttagcaaag cctcatattg gtgtatttac tgctgatgta tatggaaatt taaagttaaa
    48661 tcgagttaca catccaaatg tagataaaat ggtggatgtc ataaacgctg gagactacaa
    48721 agggatttgc gatactgttg gtaacgtttt agaagatgta acgtttgcta tgcatcctga
    48781 agttgcacgt attaaagcac aaatgaagcg atttggagca gatgctgtat taatgagtgg
    48841 aagtggtcca actgtattcg gcctagtgca ccatgattcg cgaatgcatc gtatatataa
    48901 cggattaaaa ggattttgtg aacaagtata cgcagtacgt ttattaggag agcgagaaac
    48961 gcttgaataa agacgtataa tacgttatga tttgtttaga atattcgtga tttgaggtga
    49021 gagtatgaaa attagacgaa gtacaagatt ggtcgatatg acttattact tgttacaaaa
    49081 ccctcgtcag ctagtttctc tcactttttt tgctgaaagg tatcaatcag ctaagtcttc
    49141 tattagtgaa gatttagtta ttattaagca aacgtttgaa caacaagggg tcggcacatt
    49201 gcaaacgata ccaggagcag caggaggagt gaaatatata ccatatataa gtgaagaaga
    49261 ggcagatcta attattggtg agctgtgtag cttattcgaa aatccagatc gtattttgcc
    49321 tggtggttac ttatatatga cagatctttt aagtaatcct cgtcatatta atggcgcagg
    49381 tcgtttgttt gcttctgttt ttgctaggca accaattgat gcagttatga cggtggcaac
    49441 gaaggggatt ccacttgcat atgcagtggc gaactactta gatgtaccgg tagtgattgc
    49501 aagaaaagat aataaggtaa cagaaggacc aactgttagt attaactatg tatcaggttc
    49561 ttctaagcga attcaaacaa tgacgttagc aaagcgtagc cttccagaag gatcaaatgt
    49621 tttaattatt gatgacttca tgaaagctgg cgggacaatt caaggtatga tgagtatgtt
    49681 agaagagttt aaagctaatg ttgttggtat tggtgtatta gtagagtcta cagatattga
    49741 agaaagacta attaataact ttgtatcatt aattcgtcta tcagaagttg atgtgaaaga
    49801 aaaagcgatt caagtggaaa agggaaatta ttcactggca ccatttgatg aagggattgt
    49861 tgaggctgag taaaaagata aagcaaatag ctttatcttt ttttattcta tttataaatt
    49921 ataaaataga tggacaaact gcttttcgtg cactattttt aaagagtaaa aataaataat
    49981 aaaagggtga aaagtatgaa agttgttcaa acaaacaatg caccacaagc aattggacca
    50041 tattcacaag ggattattgt aaataatatg ttttacagtt caggacaaat tccgttaact
    50101 gcgagtggag agcttgtagc aggagacgta acagtacaaa cagagcaagt atttcaaaat
    50161 ttacaagcag tattagaaga agcaggtgct tcatttgata cggtagtcaa aacaacagta
    50221 ttcttaaaag acatggatga ttttaatgct gttaatgaag tatatggatc ttatttctct
    50281 gctcataagc cagctcgttc ttgtgtacaa gtagcaaaat taccgaaaga tgtttctgtt
    50341 gaaatcgaag taattgccct agtgaagtaa ttctttgtaa gcgataacct ctactaatct
    50401 ctatattcaa ttacattaaa aatttttatc ttaaaaattt ttaaaaaatt aaagggaaaa
    50461 tagaaatttt gtggaattta tacaaatata tcgcttattt agaaaagggt ggtgaacaca
    50521 agatggaagt gactgacgta agattacgcc gcgtaaacac agaaggccgc atgagagcaa
    50581 ttgcctctat tactctagac catgaatttg ttgttcatga tattcgtgta attgatggta
    50641 ataatggatt atttgtagca atgccaagta aacgtactcc agatggagaa ttccgtgaca
    50701 ttgcacatcc aattaattct ggtacacgct ctaaaattca agatgcggtt ttaacagagt
    50761 atcatcgttt aggcgagtta gaagaggttg agtttgaaga agcgggcgct tcgtaaaatt
    50821 cgaatgaaaa gggcttttta aaggaagccc tataattttg caacaaactc ctgtaagcat
    50881 ttacaggggt ttgttttttt gtagttatat acgtttcttg ttcttaagat tctgaattcg
    50941 aagaaatgaa gagataaact tctaattttt tcaaaatcat tttaaatagt atagcttatt
    51001 tcttaaaaaa gatactaaag agtaaaacat cttataagaa ttatggtaaa atttaatagt
    51061 taaaatgtgt ttcttgaaat atatgatgat ttaggataat atcgttaatg gataaatagg
    51121 ttgcgatgga gggtctatat gtcaaacaga tttgcagtga ttctagctgc aggtaaaggc
    51181 acacgtatga agtctaagct atacaaagtg cttcatcctg tatgtggaaa acctatggta
    51241 caacatgttg tcgatcaagt atctcaatta gggttgcaga aacttgtaac agtcgtagga
    51301 catggtgctg aaatggtaca agaacagcta ggaaacgtaa gtgagtttgc attacaagca
    51361 gaacaacttg gtacagcgca tgctgtagat caagctgcag gtgtacttgc aaatgaagaa
    51421 ggaacaactt tagttatttg tggtgatacg ccgctaataa ctgctgaaac gatggaagca
    51481 ttacttcagc aacataaaga agcaggggca atggcaacgg tgttaacagc ttacatagaa
    51541 gaacctgctg gatatggtcg tatcgttcgt aatgagaatg gtcatgttga aaagattgtt
    51601 gagcataagg atgcaaatga gaaagaatta gctattaaag aaatcaatac aggtacgtat
    51661 tgttttgata ataaagcttt attcgcttca ctttctaagg tttcaaatga taacgtacaa
    51721 ggtgaatatt acctgccaga tgttattgag attttaaaaa atgaaggtca tattgtatcg
    51781 gcttatcaaa cagagcactt cgatgaaacg ttaggtgtta acgacagagt cgctctatcg
    51841 caagcggaaa ttattatgaa aaaccgtatc aaccgaaaga acatggtaaa tggtgttaca
    51901 attattgatc caagtaacac gtatatttct gctgatgcaa ttatcggtag tgatacagtt
    51961 cttcatccag gaacaattat tgaggggaac actgtaattg gttctgattg tgaaattgga
    52021 ccgcatacag taattcgcga tagtgaaatt ggagatcgta cgacaattcg tcaatctact
    52081 gtacatgata gtaagcttgg tacagaagta tcggttggtc catttgcaca tattcgccca
    52141 gattcagtta ttggagatga agtacgcgtt ggaaacttcg tggaaatcaa aaaaactgtt
    52201 tttggtaata gaagtaaagc ttcacactta agttatatcg gggatgcgca agttggagaa
    52261 gacgtgaatc ttggttgtgg ttcaattacg gtgaactatg acggtaagaa taaattcaaa
    52321 actgtgattg gtaacggggt atttattgga tgtaattcaa accttgttgc tcctgtaaca
    52381 gttgaagatg gtgcttatgt ggcagcaggc tctacaatta cagagaatgt tccatcaaaa
    52441 gcattatctg tagcacgtgc acgtcaagtt aacaaagaag actatgttga tcaattgctg
    52501 aataagaaaa aatcataatg tggagggtta atctagatgt cgactcaata tctaaattct
    52561 aatttgaaag tattctcttt aaactctaat aaggaacttg ctgagcaaat tgcaaagcac
    52621 attggagtag gactaggaaa atgttctgtt gatcgtttta gtgatggaga agttcaaatt
    52681 aacattgaag aaagtatccg tggttgcgat gtattcatta ttcaatctac aagcttccca
    52741 gtaaacgaac atatcatgga attacttatt atgatcgatg cattaaagcg tgcatctgca
    52801 aaaacaatta atattgttat tccttactat ggttatgcgc gtcaagaccg taaagcgcgt
    52861 tctcgtgaac caattacatc gaaacttgta gcaaacttgc ttgaaacagc aggtgcaacc
    52921 cgtgtaatca ctctagattt acatgctcca caaattcaag ggttctttga tatcccaatt
    52981 gaccacctaa tgggtgtacc gattctttca gattactttg aaacaaaagg tcttaaagat
    53041 atcgtaatcg tgtcacctga ccacggtgga gtaactcgtg ctagaaaaat ggcagatcgc
    53101 ctaaaagcac caatcgctat tattgataag cgtcgtcctc gtccgaacgt atctgaggta
    53161 atgaacatta tcggtaatat tgaaggtaaa acagcaattt taattgatga catcattgat
    53221 acagctggta caattacatt agcagcaaac gctcttgttg agaacggtgc ttctgaagta
    53281 tatgcttgct gtacacaccc agtattatct ggtccagcaa ttgagcgtat ccaaaactca
    53341 aatattaaag agttagttgt aacgaactct atcgtattac cagaagagaa gaaaattgac
    53401 aaagtacatg aactttcagt tgctccacta atcggagaag caatcattcg tgtatacgaa
    53461 gaagaatctg taagtgtatt attcaattaa ttggatagaa tgagacgtaa ccaagattgg
    53521 ttacgtcttt tcgtatcgaa aaaagaaagt agtggtacaa gaatgaaatt gatagtagga
    53581 cttgggaacc cgggtagaga atatgaatta acaaggcata atattggatt tatggcgatt
    53641 gatgaacttg caaagcgttg gaatatttct ttgaacgaac aaaagtttaa aggcttattt
    53701 ggtgcaggat ttgttaatgg agaaaaagta atcttattaa agccacttac atatatgaat
    53761 ttatctgggg aaagtattcg tccgctaatg gattactata aaattgatgt agaggacttc
    53821 gttgttctgt acgatgattt agatatccct gtaggtaaat tacgccttcg tatgaaaggt
    53881 agtgctggtg gacataatgg tgtgaaatca acaatttcac atttaggaac acaagagttt
    53941 caacgtatcc gcatgggaat tgatcgtccg aaaaatggaa tgaaggtagt agattatgta
    54001 ttaggacgtt ttacatcgga agaaattcct gatgtaaatc attctattga aaaagcagca
    54061 gatgcatgtg aagaatggtt aaataaacct tttcttcaaa tcatgaatac tttcaatagt
    54121 taagggtatg attaggaata ttttattctg tttttaccca tactagcagt aaatgtattt
    54181 ttaggaggct agtatggaag ggtattatta ttgcagacat tgcgggagta atgtaggctc
    54241 cgttaccgca gaaaaagtat atagcgacgt tttatttcaa ctaacagagc aagaagtagt
    54301 agagatgatt cattttcatg agaatggaaa tatatatata aaaacgattt gtgaattatg
    54361 tcaagaaacg ctcgcatctt atcctgagta ttatgaatat gaaaaatttc tgcaataaaa
    54421 tgttgtcgct ttggcgtgtc caaagcattt ttctgttttc tttttccaaa atatttgcat
    54481 aaaatatagt ggcttgctct ttatgttgag aggggttttg aaaatgatag gtttattaga
    54541 gcaattttat aaaaatgaag agatccaatc ggtcattaat ggactagaag atggtttaaa
    54601 agagcaactt gtatcaggta tggcaacatc ttctcgttcg tttttaatgg cggccttata
    54661 taaaaaaaca aaaaaatcac aacttattgt gacgcataat ttatatcaag cacaaaaagt
    54721 acatgaagat ttagtggcgt tacttggtga aaaagatgta tggctatatc cagtaaatga
    54781 attgatagca tcagaacttg gtgttgcaag cccagaattg aaggcacaac gtattgaagt
    54841 gttaaatcgc ttagctgcag gagagcacgg gattattgta gcaccagttg caggactacg
    54901 cagattttta ccaatgaaag agttgtggaa gcaaaggcaa atcgaaatca gtctagggca
    54961 agagattgat ttagatacat ttttgcatac tttacatcat attggctatg agcgtaagtc
    55021 tatggtagaa gctcctggag aatttagttt gcgcggggga atattagata tttatccact
    55081 aactgaggag ctaccatttc gtattgaatt tttcgataca gaagttgatt ctattcggtt
    55141 atttgatgtg gatgaacagc gctctcaaga taaaaaagaa agtgttagat tcggtccagc
    55201 aacagagttt ctattttcac aggaagaatt gaaatcggga ataaagcatc ttgaagaagg
    55261 tctgactaag acgatgcaaa aactttccga tgataagttg aagactacag tgcttgagac
    55321 ggtaagtcat gaaattgaga tgttaaaaaa cgggcaaagt atagaacaga tgtttaaata
    55381 tttatctatt ttctataacg aacctgctag tctgatagat tatttaccag aagatggtgt
    55441 tgtgatttta gatgaaattt cacgtattca agaaacagca tctcatcttg aatcagaaga
    55501 ggcggaatgg tatatatccc ttcttggtga gggaacaatt attcaagatt tatctttctc
    55561 tcattcgttt gaagaatttc ttcatcataa aaaaagaagt tttgtatatt taacgttatt
    55621 cttacgtcat atagcgcata cacatccgca aaacattgtg aatgtgacat gtaaaacaat
    55681 gcaagatttc catgggcaga tgcagttgtt gaaaactgaa attgatagat ggaacgaagg
    55741 gcattttacg accgttgtgc taggtacaga tgatgagcgt gtgaaaaaac tacaacatat
    55801 tttaagtgat tatgatattg atgcagatat tgtagagggc acagatatat tattgcctgg
    55861 aaggttacaa attgctgtag gtgatttaca tgcagggttt gaaatgccga tgcaaaagct
    55921 tgttgtcatt actgaaaaag agctttttca taagaaagtt aaaaaatcac aacgtaagca
    55981 aaagttatcg aatgctgaac gcattaaaag ttattcggaa ttaaaagttg gggattatgt
    56041 agttcatgta aatcatggta taggtaaatt cttaggtatt gagacattag agattaacgg
    56101 tgttcataaa gattatttga atattaaata tcaaggtaat gataagttat acgttccaat
    56161 tgaacaaatt gaccaagtgc aaaaatatgt aggatctgaa ggtaaggatc cgaaagttta
    56221 taaattgggc ggaaacgatt ggaaaaaggt caaaacaaaa gttgaaaaat ctgtacaaga
    56281 cattgcggat gacctcatta aactctatgc tgagcgcgaa gcttcaaagg gttatgcata
    56341 tacaccagat acggcagaac aacaagaatt tgagtcttct ttcccgtatc aagagacaga
    56401 ggatcaatta cgttctattg aagagattaa aaaggatatg gaacgcggac gtccgatgga
    56461 taggcttctt tgtggtgatg taggatatgg aaagacggaa gtagctattc gtgcggcgtt
    56521 taaagcaatt atggatgaaa aacaagttgc aattttagtg ccgacaacga tccttgcaca
    56581 acaacactat gaaacaattc gagagcgttt tcaagattat ccaatcaata taggattatt
    56641 aagtagattc cgtacgagaa agcagcaaaa tgaaacaatt aaaggtttaa aagatggcac
    56701 ggtagatatt gtaatcggaa cgcatcgtat tttatctaaa gatgttactt ataaagattt
    56761 aggtcttctt attattgatg aagaacaaag atttggcgta acacataaag aaaaaattaa
    56821 acaattaaaa gcaaatgttg acgtattaac attaacggca accccgatcc cgcgtacgct
    56881 tcatatgtct atgcttggtg tacgtgattt atctgttatt gagacgccgc cggaaaatcg
    56941 tttcccagtt caaacatatg tagttgagta taatccagcg ttaatgcgag aggcgataga
    57001 acgcgagctt gcaagaggtg ggcaagttta cttcctatat aatcgtgtgg aggatatcga
    57061 acgaaaagca gatgaaattt cgatgttagt tccagatgca cgtgtcactt atgcacatgg
    57121 gaaaatgaac gaaagtgaat tagagtctgt tatgctatcg tttttagaag ggcagcatga
    57181 tgttcttgta agtacaacga ttattgagac aggtgtagat attccgaatg taaatacatt
    57241 aattgtattt gatgcagatc gtatgggatt atcgcagttg tatcagcttc gtgggcgtgt
    57301 tggacgttct aatcgtgttg catatgctta ctttgcatac aaacgagata aagtgttatc
    57361 agaagttgcg gagaagcgtc tgcaagccat taaggagttc acagagcttg ggtctggttt
    57421 caaaattgcg atgcgagatt tatcaattcg tggtgcaggt aacttgttag gagctgaaca
    57481 acatggattt attgattctg tcggatttga tttatattct caaatgttaa aagacgcaat
    57541 tgaacagcgt agaggaacag acggagttga aaatacagtt aatgttgaaa ttgatttaga
    57601 agtagatgca tatttaccag atgcttatat ttcggatagt aaacaaaaaa ttatgatgta
    57661 taaacaattt agaggtgttt ctgcgattga agatattgaa gagttgcagg aagagatgat
    57721 agatagattt ggtgattacc cgcaagaagt tggttactta ttacaaattg caaatattaa
    57781 agtattggca atgaaagaac aaattgaatt aattaagcaa aataaatttg aagtaacaat
    57841 tctgttctca gaacaagcga gtcaaaatat tgatggtgga aaattattca tgctcggaaa
    57901 tagttttgga cgtatgatcg gtttaggaat ggaaggatca caattgaaaa tcgtcatgaa
    57961 aacaaatggc ttagagacat cgaagtggtt aacaattgct gaaaatttat taaaaggctt
    58021 gccagatgta aaaaaagaag tcataaatgc ctaatataag ataaaaaata caattcggcg
    58081 tgcatagaag aactaatgtg taaaatacta tgtctaacag ttggtgattt ttacatgaac
    58141 aggtaaattc accactttca tcatcagtag aaagtgaggc agcattagaa tgaaagcaac
    58201 tggaatcgta cgtcgaattg atgatttagg tagggtagta atcccaaagg aaattcgtag
    58261 aactttacgt attcgagaag gggacccatt agaaatattt gttgatcgcg atggagaagt
    58321 aattttaaag aaatattctc caattagcga actaggtgat tttgcaaaag aatatgcaga
    58381 ggctttatat gatagcttag gacataatgt gcttgtatgc gatcgagatt ctattatcgc
    58441 agtatcaggc gtatcaaaaa aagaatactt aaataaaagc gttggcgatt taattgaaaa
    58501 aacgatggaa gaaagaaagt ctgttattat gacggacgaa agtgatgttt ccattattga
    58561 tggtgtaaca gaaaaggttc attcttatac agttggaccg attgttgcaa atggagaccc
    58621 aattggggct gtcattattt tttcaaaaga agcgattata agcgaaatag agcacaaagc
    58681 ggtcaatact gctgccagtt tcttagcgaa acaaatggaa cagtaaaggt gtgtaatttt
    58741 agaagtagca atctttccta attatgatat ttcttcttga gaaatcaatt atttggagat
    58801 atatgtatat tgaatgaagg tagcgctttg ctaccttttt tcattgaata tttctagcgt
    58861 tgcacgaacg tattcttact tgtgtaggtg agtaagcttg tccttttctt tatgatataa
    58921 tacgaggggt gagaatagaa aaaggagttt tcttgtatgg aatcgaagaa gtatcaagcc
    58981 ttttggcgtg gggctattat attaacaatc gcaagttttg ttacaaaggt attaagcgct
    59041 ttttaccgta ttccatatca aaatatagcg ggtgatattg gtttttatat ttaccaacaa
    59101 atatatccgt tttatggatt ttgtttaatt ttagctactt atgggttccc cattataatt
    59161 tcaaaaatgg ttgcggaacg attagaacga gggaaaaaac aagaagcaga agaaattatt
    59221 tgtgtatctt tttggttttt attaggaatt ggtttcatag gattttttac attgttcttt
    59281 ggtgccgaag taattgcgac agccatgggc gatatacact tagataagct attacgtgtt
    59341 atttcctttt cattcatatt gatgccgttt ttatctgtag caagaggata tttccagggg
    59401 ttcaataata tggtgccaac agctgtgtcg caagtgatag agcaaacgat tcgtgtttct
    59461 attattgtat ttttatccct attcctaatt gctcatgaat ttgatttata tacagttggt
    59521 gctggtgcta tgctaggttc aatcgcaggt ggactgattg ggattatcgt acttatactt
    59581 tatatgcgtc atgactttcg ttctatattc ttcaaaagtg taaagaggat taaagggaaa
    59641 aagaagatta ttaaaatcct gttttggcag gggttagcga tttgtgttag taacttagtg
    59701 cttattttta tacaaatggc tgattctgtt tctttctatt ctttacttat tggagcagga
    59761 gagccggctg aaagtgcaaa agtgttaaaa ggtgtttatg acagaagtat cccgcttatg
    59821 caattaggta ctgtcgtgac aacttctttc tcgttgtcgc ttattccaat tattacggca
    59881 gcgaaggaaa gaggagatct tacctttatt cgagaaaagg taaggttagc aatgaaaata
    59941 acgtttgtta tcggatttgc agcggctatt ggattaactt gtattatcca gcctacgaat
    60001 attatgttgt ttgaaaacag tgatgggtca gatgttttat ccattttatc tttatctatt
    60061 ttatttagtt cattgtcaat tacaaccgct tctattttgc aagggttagg acaaacatta
    60121 aaaccagcaa tatttgttgt atttggaggt tgtttgaagc tagttttaaa ctatatatta
    60181 atgccgtatt tcggtgcgaa gggagccgca attgcaactt tagttgcatt aattgtaatt
    60241 tccgtattaa atagtatgtt acttatgcgg gctgtatcgg aatcgcttat cgataaacgg
    60301 aatatgttag gtatagttat tagtggtttc agtatgggat ttgtattaat aatgtttatg
    60361 cgtgtattgc aaatgtctgg attagtaatg gatacaagtc atagaggtgt tgcaacattt
    60421 gaggcgttgt taggtgtagc catcggcgga ttggcatata tgtttttaat tttaaaatta
    60481 cgtgtattta cgaaagcgga aataggaacg gttatgaaaa aagagaaaaa agaaggttca
    60541 ttgaagaaga gtggatagag gtggcaggtt gtgagtggaa tcattactat tttaggatta
    60601 ggtgctggtg aattagatca gttaacgatg ggtgtatatc gaaaaataaa agaagcagat
    60661 cacatgtttg ttagaacgaa ggaacatccc gttatagaag agttggagaa agaaggtata
    60721 caatatactg cctttgacaa tgtatatgaa gcgcatgata catttgaaat tgtatatgaa
    60781 acaattgcga atacattgat agaaaaagct gaaggcacag aaatcatcta tgctgttcca
    60841 gggcatccgc ttgtagcgga aagaacggtt cagctactgt tggaaaaagg tgaagtagcg
    60901 aatattgagg tgcgaattga aggtggacaa agtttccttg atcctatgtt tgccagtcta
    60961 aagattgatc cgattgaagg atttcaatta attgacgcca catcatttga aagaggacaa
    61021 ttagaattac gtcaacattt aatcttttgc caagtatatg acgcattcgt tgcatctgat
    61081 gtgaaattaa cattaatgga gatgctgcca gatgattatg aagtgtatat cgtaacagct
    61141 gcgggaactt catttgaaca agttaaaaag gtaccgttgt acatgttaga tcatgaaacg
    61201 gagttgaata acttaacgag tgtgtatgta ccaccagttc aggaacgtgc gtccttgtat
    61261 caacagtttg atgtgcttag agaaattatt gcagacctgc gtggaccgaa tggttgcccg
    61321 tgggataaaa agcaaacaca tcaatcttta aagaagtatt taattgagga agcttatgaa
    61381 gtattggaag caattgatga agaggatgat gatcacttag tagaagaact gggtgatatc
    61441 ttattacaag ttatgctgca tgcccaaatc ggagaagatg aaggttggtt ctctatagat
    61501 gatattattc gaactttatc tgagaaaatg gttcgtcgcc acccgcatgt atttgggaat
    61561 acagatgtag ataatgccga tgaagtaatt gccaattggg aagaaattaa aaaacaagaa
    61621 aaaggattcg tgaaagaatc tgttttagat ggagttccaa aaagtttgcc acagttacta
    61681 cgtgcttatg aaatccagaa aaaagctggc aaggttggtt ttgattgggt tgatgtacaa
    61741 ccgatgatag agaaagcttt agaagaatgg caagagttcc aacaagaagt tacaaacatg
    61801 gatgaggcga agatgttaag tgaatttggc gatttactat ttgcatttgt taatatagct
    61861 cgtcattata aaatagatcc agaagaggcg ttacattcaa cgaatgagaa attcgtcggt
    61921 cgttttttat acatggaagc aaaggtagct gaaatgaata aagagatgca agatttatca
    61981 ttagagcagt tagatgtttt atgggaagag gcaaaacaga cagagcgtta atagggggat
    62041 ttaatatgcg tctagataag tttttaaaag tatcacgttt aattaaaaga agaacattgg
    62101 caaaagaagt agctgatcaa ggaagaatat ccattaatgg tcaagtggca aaagcgagtt
    62161 cggatgtgaa agtagctgat gaactaacaa ttcgttttgg tcaaaaaata gtaactgtaa
    62221 aaataaacga attgaaagaa acgactaaaa aagaagatgc agcaaatatg tatagcttag
    62281 ttcgtgaaga aaaagtaaag gctgaagaag gcttgttcta aaatcgatta tcctttcata
    62341 cattactatt agctagtata aatgtatggg gggatttacg tgaataatgg ttactcacct
    62401 atgtcttcta atcaacaaaa tgtttctgta gagcatgata ttattatgcg tggcaggcgt
    62461 gtaattgata ttaccggtgt aaagcaggta gagagttttg atagtgaaga gtttttactt
    62521 gagaccgtaa tgggcttttt aacaattcgt ggtcaaaatt tgcaaatgaa aaatttagat
    62581 gtagaaaaag gtgttgtatc gattaaagga aaagttcatg agatgctgta tattgatgag
    62641 aatcaagggg agaaaactaa aggcttcttt agtaagttgt ttaaatgagt ttaacaattc
    62701 agttgtatac gatgctctca atgatcggaa tgggtgcttg gattggagcg tctttagata
    62761 cataccaacg atttttaaaa cgtcaagaac gtaagcgttg gcttgtattt atacatgata
    62821 tactattttg gattgtccaa gcattattcg ttttttacgt attgcttctc gtaaatgaag
    62881 ctgaactacg tatatatgta tttttagcat tattatgtgg ttttgcggca tatcaaagct
    62941 tattgaaagc aatatacatg agactgttaa attttctcat ctatattttt gtgcaaacaa
    63001 cacacttttt tgttcaaatt ataaagctac tcatgataaa acctgttatt attatagcgc
    63061 agctatttat tgcatttata ttattcttat ttcgtatact gctttcaatt ggacatgtgt
    63121 tatggaaaat ggtgatttgg atattacttt tcatatggaa agtttttttc tggcctgttc
    63181 gatttattgc ttcgctcata tggaaacttc tccctaatcg tgttaaactt tttataatga
    63241 aacatgtagg gttcctgcaa tatatagcaa aattgaaggg acatatcttc caattatggg
    63301 agcgtataaa aaagaagtta gggggacctc ggaaatgagg gaactgagac aaagaacaat
    63361 cgaaaaacag agtccaaatc ctgttaaaga gcatataata caaacggatg agaacaggaa
    63421 gcgactttat cgccgtttag cggtttttct tgtctttgct tttacaatta ttgcgagtat
    63481 tagtgtaacg ttttatcaac aaaacagttc cattaaagca aaagaagcaa aagttaagga
    63541 catgaaaaaa gaactggatt cattaacgaa taaagaaaag agtctaaaag acgaagttca
    63601 aaagttaaat gatgaagagt acgtattaaa gattgctaga agggattatt tcttctctgg
    63661 aaaaggggag ataatttttc ctgtttctaa gtagagtatg tcttattgac actatatttt
    63721 aggattatat ataataaagt aaaatttgac tttttaacca ctaaggagga gcattttttt
    63781 tatgtcaatc gaggtaggca gcaagttaca gggtaaagta acaggtatta caaattttgg
    63841 ggcttttgtg gagctgccag aaggcttaac gggtcttgtt catattagtg aagttgctga
    63901 taattatgtg aaagatatta acgatcactt aaaagtgggc gaccaagtag aagtaaaagt
    63961 tattaacgtt gaaaaagatg gtaagatcgg tctatctatt aaaaaagcga aagaacgtga
    64021 aaaaacagaa ggagatcgtc cacgtggtga ataccaacgc ggtggtgatc aacaacgttc
    64081 tggacgtcca caacgtaatc gttctttcaa cagagataac cgcggtggcg gtaacgaccg
    64141 cgctccaaaa gaaacattcg agcaaaaaat ggcacgtttc ttaaaggata gcgaagatcg
    64201 tttaacttct ttaaagcgta acactgaatc taaacgtggt ggccgtggcg cacgtcgcgg
    64261 ataataagaa cgtttaattc ttagaatata gagaggtgcc cagggcgatt gctcggggtg
    64321 cttttttata tgtaaaaata tatttttaaa aaagttttca agatgtgttg actttaaatt
    64381 atatctgagg taagatacta attgtccgtt aaataagacg acatggcggt gtagctcagc
    64441 tggctagagc gtacggttca tacccgtgag gtcgggggtt cgatcccctc cgccgctata
    64501 tttaatttaa cggcccgttg gtcaagtggt taagacaccg ccctttcacg gcggtaacac
    64561 gggttcgaat cccgtacggg tcatctaaaa agatcatgcg catttgcatg atcttttttt
    64621 gttaaataaa ttaagacata caacacttct acaaaatcac cctatatttt ctgaatgttc
    64681 gattaaaata ttaaaaataa aatacatact gtgtatatat gtagagttat ttcgaataaa
    64741 aagtcgaacg attataaaag tgaaaactgt tgttttgaca aaaatcccaa taatcatctt
    64801 ttataatgac agtaattaaa ctatgcaggt ggtgttaaaa atatgcctaa agcaggaagg
    64861 aatactatga atacaagtgc attggcaatg aatgaaggtc agcttggagg agtaaagtgg
    64921 acgagtaagt tgcgaatgaa gtttgagcaa gttttcttta gatggggatt tattattgtt
    64981 gttattggtt ttcttttagg acgagcatat atattaacaa acattttacc gtttgcactg
    65041 ccgttttttg ctgctgttta tgttatgaag cgggataaaa tgccgcttgc attcttggcc
    65101 ctaatggggg gcgcactgtc agtttcgata gataatttat tctttacctt tgcatctatt
    65161 tttactttct tcatttataa tatcttcttt agtcggttta cacgtaaaac tgttggactt
    65221 gttccattcc aagtatttat ctccgcatta accgcacatt tagttgtcgt atattttgcg
    65281 caacaaacag tcaccatgta cgatttactt gttagtacaa ttgaggccgg gcttagcttc
    65341 gtattaacta tgatattttt acaaagtgtc ccgcttttag tagaaagaaa agggaaacaa
    65401 caagccttag agacagaaga aattgtttgt ttaattatat tactagcatc tgttttaaca
    65461 ggtacaacag attggttcgt atatgacgct tctattcaac atatttttac taggtattta
    65521 gtgcttgtat ttgcgtttat cgcaggagcg gctacaggat ctacagtagg ggtcgtcact
    65581 gggttaatat taagcctggc aaatgtctcc agtttgtccc aacttagcct acttgctttt
    65641 tctggattgc ttggtggttt gttaaaagaa gggaagcgca taggtgttag tttaggttta
    65701 ttaattggga caagcctgat tacgctatat gtagacaagc aaacaaacat tgtgacaact
    65761 ttaatcgaat ctggtgtggc gattgctttc ttcttattaa caccgaaact tgttatggat
    65821 cgtattgcta aatttatgcc aggcacacag gagcattcgc aagatcaaca acagtattta
    65881 agaaggatgc gtgatgttac agcgaataaa attaatcaat ttgctaatgt gtttgctgct
    65941 ttatctaata gcttttctgt atatggatac gtggaggaag aagataaaga gacggaggca
    66001 gatctgttct taagtacaat tactgcaaaa acatgtcaaa catgctttaa aaaggaccaa
    66061 tgctgggtag ttaatttcga taaaacatac gattatatga aacaaataat gagtgaaaca
    66121 gaagagggga cgttacagca taatcggaag ttagttcgtg aatgggataa gcattgtgtg
    66181 agaggaaaga aagtgacgga tttagtggca ggcgaattag atcacttcta tgagggacaa
    66241 aaattaagaa aacaaatgaa agaaaatcgt agaatagtag cggagcaact attgggtgta
    66301 tcaaaagtta tggaggattt tgctaaggag atacaaagag agcgagaaaa ccatcaagta
    66361 caggaagaac agattctgca agcgtttcgt gattttggtg tagaaataga gcatgttgat
    66421 atttattgtt tagatagagg aagtattgat attgaaatgt tgattccagt tgcatctaat
    66481 gaacacggag agtgtgaaaa attagttgca ccgatgcttt ctgatattct aaaggaaaat
    66541 atcgttgtta agcatgaaga aaaatcttct tatccgaatg gccacagctt aatatcattt
    66601 ggttcagcaa aaacgtattc tcttgatacg ggcttagcca cagctgcaaa aggcggtggg
    66661 tttgtttcag gtgattctta tgcgatgatg gatttaagtg ttggtaaata tgctcttgcg
    66721 attagtgatg gtatgggaaa tgggcaaaga gctcatatgg agagtaaaga aacagtgaaa
    66781 ttattacaaa aaatacttca atcaggcatt gatgaagaaa tagcgattaa gtctattaac
    66841 tctattcttt ctttaagaac aacagaagag atgtttacta cgttagattt agctatggta
    66901 gatttgcggg atgcgagtgc gaagttttta aagattggat cgacgccgag ttttgttaaa
    66961 cgcgcaaaca atattttgaa aattgaagca agtaatttgc cgatgggaat aattgaggat
    67021 gttgaagttg atgtagtggg tgagcaatta aaaacaggcg atatccttat tatgatgagc
    67081 gatgggattt ttgagggagc gcaacatgtg gagaatcatg aattatggat gaagcgtaaa
    67141 attaaagagt tgcaaactga agatccgcaa gaaatcgctg atatcatcat ggaagaggta
    67201 attcgctctg gtgatggtta tataaatgat gatatgacta ttgtagtggc aaaagtgaag
    67261 aaaaatatgc cgaagtgggc taccattcca attgtgggaa tgcaggcaca ataaagttga
    67321 agtgtaaggt ttctttatcg ctttttcttt ctaaaaacct aggtgaatac ctaggttttt
    67381 ttgctttata acataatgtt attatttttg tgaatatgta cggatgatgt aagataaaaa
    67441 tgtaattttt gtatatcttt tttttgcaca atgtttgtaa aagttgtacc attataaaca
    67501 aggtaactaa cgttgctgtt cttgtttaat gaaaggtgat tacgaagttg aaagatacat
    67561 ttgttgaaaa ggtagatgac tttgtaaggc aacatgatgt attaaaggaa cgttcaacaa
    67621 ttgttgtagg ggtttctggt ggtcctgact ctttggctct tctatattat ttattagaaa
    67681 aaagagcagc aaaacagttt gaaattgtag tggcgcatgt ggatcatatg tttagaggtg
    67741 atgaatctca tgaggaccta cagtttgtgc aggacctttg taaaggactg ggagttattt
    67801 gcgaaacgat aaggattaat gtgtcgcaat atcaaaagca atacgggatg aatgcacagg
    67861 ttgctgctag agaatgcaga tatgcatttt tggaaagaat aatgaagaaa tatgatgcga
    67921 gatatgtagc ccttggacat catggtgatg atcaagtaga gacgatttta atgcgtcttg
    67981 tacgagggag tactccgaaa ggatatgcag gaattgcagt gaagcgtcct tttcataatg
    68041 ggtatttaat taggccgtta cttggagtaa cgaaggaaga aattgttaat tactgtaatg
    68101 agctaaaaat aattcctcgt atagatccaa gtaacaaaaa ggaagtatat acaaggaatc
    68161 gattacgtaa atatgttctt cctcatttga aagaagaaaa cccacaagtg catgagaaat
    68221 tccaaaaatt tagcatgcag atgcaagagg atgaggcgta tttgcaggaa ttagcttttg
    68281 agaaaatgaa taaagtaatt acaaaaaaaa gtgataaaca aattagctta tcaattccta
    68341 cctttgaatc catgtctatg cctttacaaa gaagagggat tcaactaata ttaaactatc
    68401 tttatgaata taagattcca tcttctcttt cctctataca tattgacaag gtgattgagt
    68461 tttttaagcg gacacaacct tcaggttcac ttgatttccc aggtgatttg aaaattgttc
    68521 gcgcgtacga ggagtgtagc tttggattta aacaagaaat tgtttcccct ttcttacaag
    68581 acttatcagt gcccgggaca attacgctat cgaacgggga taaacttgta acagaggtga
    68641 gcgaagatat accaagtgac atgaatgaaa cagtatttgt tgctaagtat aatgatatat
    68701 catatccaat tcgtattcgg tctagagaaa atggagatcg catgtcaata caaggtatga
    68761 atggcacgaa aaagataaaa gctattttta tcgaagcaaa agtaccaaga gaaaaaagag
    68821 aagaatggcc ggtcgtttgt gatgcaagcg ggaatattat ttggttaccc ttgttgaagc
    68881 gatctgcatt tgctatctcg aaagagacag caaagaagga taaatatatg attattcact
    68941 acaaaagcaa ggagtcttcc gggaggataa tgaaatgatg aatcaagata tcgaaaaagt
    69001 attaatttct gaagagcaaa tacaagaaaa ggtgctcgaa ttaggtgcga ttattgcaga
    69061 ggattataaa aacacagtac ctcttgcgat tggtgtacta aagggtgcaa tgccattcat
    69121 ggcagattta ttaaagagaa cagatacata tcttgaaatg gattttatgg ctgtatctag
    69181 ttacggtcac tctactgttt caacaggcga agtgaaaatt ttgaaagacc ttgatacttc
    69241 tgtagaaggt cgcgatattt taatcgttga agatattatt gatagcggtc ttacgctaag
    69301 ttacttagta gacctattta aatatcgtaa agcgaagtct gtaaaaatcg ttacgttatt
    69361 agataaacca acaggccgca aggtagattt gaaagcggat tatgttggat ttactgtacc
    69421 gcatgaattt gttgtaggat atggattaga ttataaagag cagtaccgta atcttcctta
    69481 tgtaggagta ttaaaaccaa gcgtttactc aaattaatta aatacaggcg tcacaattgt
    69541 ataggaaagt ttttctatgt tacgatttac tatagtgttt atgccgtgag aggaggttag
    69601 gaatgaatcg tatcttccgt aataccatct tttatttact gatattccta gtagtaattg
    69661 gaatcgtgag ctattttaat ggttcgacac aaaaaacgac atcagttagc tacgataaat
    69721 tcattactaa actagaaaaa ggtgaagtgc gtaatgtgca acttcaaccg aaaaatggtg
    69781 tgtttgaagt aaaaggacaa tttaataact ctagccaggg agaacaattt gttacttatg
    69841 caccaaatac tgaggaatta caaaagaaaa ttaatgataa agcgcaaggt gctgaagtta
    69901 agtatcaacc agcagaagaa acaagtgctt gggtaacctt ctttacttct atcatcccgt
    69961 ttgtcattat cttcatttta ttcttcttct tattaaacca agctcaaggc ggcggtagcc
    70021 gtgttatgaa ctttgggaaa agtaaggcga agttatataa tgacgaaaag aaaaaagttc
    70081 gtttcagaga tgttgctgga gcggatgaag agaaacaaga gcttgttgag gtagttgaat
    70141 tcttgaaaga tcctcgcaag tttgctgaag ttggtgcccg tattccgaag ggtgttctat
    70201 tagtgggacc tccaggtaca ggtaaaactt tactagcacg tgccgttgca ggtgaggcag
    70261 gcgttccgtt cttctctatc agtggttctg atttcgtaga gatgttcgtc ggtgtcggtg
    70321 catcacgtgt acgtgattta tttgaaaacg caaagaaaaa tgctccttgt atcattttca
    70381 ttgatgaaat tgatgcggta gggcgtcaac gtggcgcagg tcttggtggt ggccatgatg
    70441 agcgtgagca aacgttaaac caattacttg ttgaaatgga tggattcggt gcaaacgaag
    70501 gtattattat catcgctgcg acaaaccgtc ctgatattct tgacccagca ttattacgtc
    70561 caggtcgttt tgaccgtcaa attacagtag atcgtccaga tgtaaatggc cgtgaagctg
    70621 tactgaaagt acatgctcgt aataaaccgc ttgatgagaa tattaactta agagcaattg
    70681 caactcgtac accgggattc tctggtgccg atcttgaaaa cttattaaac gaagctgctt
    70741 tagtagctgc gcgtcaagat aagaagaaaa ttgatatgag tgacattgat gaggcgacgg
    70801 atcgtgttat tgcaggtcca gctaagaaaa gtcgtgttat ctctgaaaaa gaacgtaata
    70861 tcgttgcttt ccatgaagcg ggccacactg taattggtgt tgttcttgat gaagctgatg
    70921 tcgttcataa agtaacaatc gtccctcgtg gtcaagctgg tggatatgca gtaatgcttc
    70981 cgaaagaaga tcgttacttc atgacaaaac cagagttact tgataaaatc actggtttac
    71041 ttggtggtcg agtagctgaa gaaattgtat ttggtgaagt gagtacaggt gctcataatg
    71101 acttccaacg tgcgactggt attgcaagac gtatggttac ggaatttggt atgagtgata
    71161 agcttggacc aatgcaattt ggtagctcac aaggtggtca agtgttctta ggaagagact
    71221 tccattcaga acaaaactat agtgatgcga ttgcacacga aatcgatatg gaaatgcaaa
    71281 cgattatgaa agaatgttat gctcgtgcaa aacaaattct tactgacaat cgtgataaac
    71341 tagatcttat tgcgaaaacg ttacttgaag tagaaacgtt agatgcagag caaatcaatc
    71401 atttatgtga ttatggcaga ttgccagaac gtccaacatc ttcagctgat gtgaaagtaa
    71461 acatcaacat gaagaaggac gatgaagaat cagaagataa gtaagagatg aaggagtgac
    71521 gatagtcact ccttttttat ttgtagaagg gaactaagta gaaaaagaat ttaaataaat
    71581 ctggtattaa aaattgaaat ggagagtaat ctttttgtaa aatgatgagg atagaaaagc
    71641 tgattatata agtatgtgtg atatgatgtt tttataagtt ttatacatac tacacaaata
    71701 tagattaaat aagataagtg gtgagaatat gatttttgta ttggatgtag ggaacacaaa
    71761 tgctgtactg ggcgtgtttg aagaggggga acttcgtcaa cattggcgca tggaaacaga
    71821 tcgtcataag acagaagatg aatatggaat gcttgtgaag cagttgcttg agcatgaggg
    71881 tctttcgttt gaagatgtga aaggtattat cgtatcttca gtcgtgccac caattatgtt
    71941 tgctttagag cgcatgtgtg aaaagtattt taaaattaag ccgcttgtag taggtcctgg
    72001 aataaaaacg gggctaaata ttaaatatga aaatccacgt gaagtaggtg cggatcgaat
    72061 cgtaaatgca gtagcaggga tccacttata tggaagtccg cttattattg tcgattttgg
    72121 tacggctact acatattgtt atattaacga agaaaagcat tatatgggtg gagttattac
    72181 accgggaatt atgatttcag cagaggcttt atatagtaga gccgcaaaac ttcctcgtat
    72241 tgaaattaca aaaccaagca gtgtagttgg gaagaatacg gtaagtgcga tgcaatctgg
    72301 tattctttat ggttatgttg gacaagtgga aggtattgtt aagcgcatga aagaggaagc
    72361 taaacaagaa ccgaaagtta ttgcaacagg tggattggcg aaattaattt cagaagaatc
    72421 gaatgtgatt gatgttgtag atccattttt aacattaaaa ggtttgtata tgttatacga
    72481 gcggaatgca aatttacagc atgagaaagg tgaataaata agtatgaaag attatttagt
    72541 aaaagcgtta gcgtttgatg gagaagtgcg tgcgtatagt gtacgtacta caaacacggt
    72601 aagtgaggcg caaagacgtc atgatacatg gagaacagct tcagcggcgc ttggtcgttc
    72661 tttaactgca ggtacaatga tgggggcaat gttaaaaggt gaccaaaagc taacaattaa
    72721 ggtagaagga aatggtccga ttggtcctat cttagtagat gctcatgcaa atggagatgt
    72781 acgtggttat gtaacgaatc cacatgttga ctttgaagga acagaacaag ggaaattacg
    72841 tgtatatcaa gcggtaggta ctgaaggatt tgtaacggta attaaagata ttggtatgcg
    72901 tgagccgttt attggtcaat ctccaattgt ttcaggagaa ttaggagaag acttcacgta
    72961 ttattttgca gtttctgagc agacgccgtc ttctgttggt gttggtgtcc ttgtaaatgg
    73021 agacgatagc atattagcag caggtggatt tatccttcaa attatgccgg gtgcacagga
    73081 agagacaatt tcattcattg aagagcgttt gcagaagatt cctcctgtat caacattgat
    73141 cgaacaaggg ctttctccag aagagttact gtatgcagtc cttggagaag acaaggtaaa
    73201 agtattagaa acgatggatg ttcaatttaa ttgcacatgc tcacgcgaac gtatcgagag
    73261 tgtgttaatt agtttaggta aaacggagtt agagcaagtt cgagaagaag aagaagaaac
    73321 agaagttcat tgtcatttct gtaatgagcg atacaagttc tctaaagaag atattacaaa
    73381 tttaattgag aatttgtaat aagggaattt accctctaaa tacattgaca aacagggaat
    73441 tttctgacaa aatctaaata tagacaaaac caataaaaat actcggtgtt aggagtgaca
    73501 ggaatgcgag tggcacaatc agtttcagaa ttaatcggga aaacgccgat cgttaagttg
    73561 aaccgcatcg tagaatcaga cagcgcagat atatacttaa aattagaatt tatgaatccg
    73621 gggagcagcg ttaaagatcg tatcgcatta gctatgattg aagatgctga gaaaaaagga
    73681 ttattaaaag aaggcgatac aatcattgag ccgacaagtg gtaacacagg aattggctta
    73741 gcgatggtag cagctgctaa aggatataag gcaattttag taatgccaga aacaatgagc
    73801 gttgagcgtc gcaatttatt acgtgcttat ggcgctgaat tagtattgac tccagggcct
    73861 gaaggaatgg gcggagcaat tcgtcaagcg actgaattag caaaagaaca tggctacttt
    73921 ataccgcaac agttcaaaaa tcaatcaaat ccagaaattc atcgtttaac aacaggtcca
    73981 gaaattgttg agcaaatggg tgatcaatta gatgcattta ttgcaggtat tggtacaggt
    74041 ggaacgatta ctggtgctgg tgaagtgctg aaggaagcat ataaagatat taaaatttat
    74101 gcagtagaac ctgcggattc accggtgtta tctggtggaa aaccgggtcc acataaaatc
    74161 caaggaattg gggctggatt tgttccagaa acattggatg tagaagtata tgatgaaatc
    74221 attcaagtga aaacagagca agcgttcgaa tacgcaagaa gagtggctaa agaggaaggt
    74281 attttagttg gtatctcttc aggagcggtt atttatgcag cgacagaagt tgcgaaaaag
    74341 ttaggtaaag ggaaaaaggt acttgttatt atcccaagta atggtgaacg ttatttaagt
    74401 acaccacttt atcaatttga gtcttaatta catgtgattg aaaaagcatc cttgaaaaag
    74461 gatgcttttt ctttttggat tggaaatagg aaaagagtga atgactagaa aacttcatgt
    74521 aaaataagag gtagtatcat taatttattt tcactagcct tcgaatataa cccttctata
    74581 tacataacga atgtagcttg aagtggttaa tataagaggg tgggataaaa gaagacgggg
    74641 tgttgatatg caacgaagaa aatctttagc gctttctatt ccatatcagt tagatttctt
    74701 taagcaatat aaatttcttt ctaaggataa accgcaacac attttgttag agagtggacg
    74761 tggcggtcgt tataacatcg tgggattaaa cccagtagcg gtaatccgag ggaagggtga
    74821 agcgttacat ataagtgaaa gtggtaagga aacaataaag caaggaaacc cattggattt
    74881 aatgcaggaa tatatggagc gatggaaaac ggattataat ccggaatacc cgccttttca
    74941 aggtggtgca attggttact ttagttatga ttgcatccgt tatattgaaa aacttccttc
    75001 tcttgcggag gatgatatta atatacctga tatattcttt ttattatttg atgatgtgtt
    75061 tgtgtatgat caaaaagaaa aagtattatg gattattaca cattatgtag ataagcatga
    75121 agaggcaaaa gagcgattaa atgaatggaa gattctttgg gcgacagaag cgccggaagt
    75181 gactataccg tttgcgtgcc ctgaaaagaa aaatgaagca gttgctttta ctgaagaaag
    75241 ctttatgaag gcggttgaat gtattcaaga atatattggg gctggtgatg tgttccaagt
    75301 aaacttgtcg acaagacaag aaagaacgtt acaaacacac ccactagaaa tatatacaag
    75361 tcttcgtgaa attaatccat ctccatatat gggttacttg gagctcgggg attttcaaat
    75421 tgtaagtgga tcgccagagt tgctaattaa gaaacaggga actgaagtaa gtacaagacc
    75481 aattgctgga acgagatcta gaggggcaaa tgaacaagag gatgaagaat tggcaaggga
    75541 attaattgag aatgaaaaag aaagagcaga gcacgtcatg cttgtggatt tagaacgaaa
    75601 tgatttagga cgtgtttgta aatatggcac tgtagaagta gacgagttta tggtaattga
    75661 gaaatactca catgttatgc atattgtttc taatgtgcgt ggtgaggtgg aagaagataa
    75721 agatgctttc gatttagtga aggctgtatt ccctggagga acaattacgg gtgctccgaa
    75781 aatacgtacg atggaaatta ttgaagaatt agaacctgtt cgccgaggga tttatacagg
    75841 ttcaatcggt tggattggtt attctggaga tacagaattg aatattgtaa ttaggacact
    75901 tcttgctaaa gacggaaaag cgcatgtaca agcaggggcg ggaattgtca ttgattcaaa
    75961 tccggaaaat gaatataaag agtcgttaaa aaaggcgatt gctttatggc gtgcaaaaga
    76021 acgtagcgaa gaaacggtta ggtgagagaa atgatattaa tgattgataa ttatgattct
    76081 tttacattta atttagtgca gtttcttgga gaacttggac aagagcttgt tgttaaacgt
    76141 aacgatgaag tgactatttc agatattgag aatatgaaac cagacttttt aatgatttcg
    76201 ccaggtccat gcagtccgaa tgaagcaggg attagtatgg atgttattcg atacttcgct
    76261 gggaagattc cgatttttgg tgtttgtctt gggcatcaat ctattgcgca agtgtttggc
    76321 ggagaggttg tccgtgcaga gcgattaatg catgggaaaa cgtcacctat gcatcatgat
    76381 ggaaagacga ttttttcaga tatccctaat ccatttactg cgacgcgcta tcattccctt
    76441 attgttaaga aagagacgtt acctgattgc ctagaggtaa catcttggac agaagaaggg
    76501 gaaattatgg cgctccgtca tacaacatta ccgattgaag gtgtacagtt ccatccggaa
    76561 tctattatga cttctcacgg gaaagagttg ttgcagaatt tcattcgtaa atacagtcca
    76621 agtgtgacgt catgttaatt tacgtaaacg gtcagtatgt aaaatcgagt gaagcgagaa
    76681 tttcgccgta tgaccacggt tatttatatg gtcttggagt ttttgagacg tttcgtattt
    76741 ataatggcca tcctttctta ttggatgatc attatgaccg tttaatagat gcgctggata
    76801 cattgcaaat aaaatggaca atgacaaaag atgaagtact gcttattttg aagaatttac
    76861 tcattaagaa taaattagag aatgcgtatg tccgttttaa tgtatcggcg ggtatagatg
    76921 aaattggatt gcaaacggaa atgtatgaag agccgtctgt tattgttttt ataaaacctt
    76981 tagcagcccc aggagaagta gcagaaaaag aaggggttgt tttaaaacaa gttcgaaata
    77041 caccagaggg tgcggctcgt ttgaagtctc atcattattt aaataacatt ttaggaaaac
    77101 gtgaaattgg aaatgttgtg aataaggaag gtatttttct tactgaaaca ggttatgttg
    77161 cagagggtat tgtttcgaat ctcttttttg taaaaggtga tattttatat acaccttctc
    77221 tcgaaacagg gattttaaat ggtatcactc gtgcatttat tataaaagtt gctgaagagc
    77281 taggtataaa agtaaaggaa ggcttcttta caaaagatga attactttca gctgatgaag
    77341 tcttcgtaac aaactcgatt caagaaattg ttccgcttaa tcgtatagag gaacgggatt
    77401 tcccgggtaa agtaggtatg gttacaaaaa ggtttataaa tctttatgaa atgcagagag
    77461 agaaattgtg gagcagaaat gaattgcgaa gaggagatgt gtagtttgaa gtgggattat
    77521 gatttgcgct gcggcgaata tacattgaac ttaaatgaaa aaacattaat tatggggatt
    77581 ttaaatgtaa caccagattc gttttctgat ggtgggagtt ataatgaggt agatgctgca
    77641 gtgcgccatg cgaaagaaat gcgagatgaa ggtgctcata ttattgatat tggtggcgaa
    77701 tctactcgtc cgggttttgc taaagtatcg gtggaagaag aaataaaacg agttgttccg
    77761 atgattcagg ctgtttcaaa agaggtaaaa ttgcctattt ctatcgacac gtataaagct
    77821 gaagttgcaa aacaagcaat tgaagctggt gctcatatta ttaatgatat ttggggagcg
    77881 aaggcagaac caaaaatcgc tgaagttgca gctcattacg atgtacctat tatcttaatg
    77941 cacaatcgcg ataacatgaa ttatcgcaat ttaatggctg atatgattgc tgacttatat
    78001 gacagtatta aaattgctaa agatgctggt gtgcgagatg agaatatcat tttagacccg
    78061 ggtatcggtt ttgctaaaac acctgaacaa aatttagaag cgatgcgtaa tttagaacag
    78121 ttaaacgtac taggttatcc agttctctta ggtacttcaa gaaagtcctt tattgggcat
    78181 gtgctagatt taccggtaga agaacgtctt gagggaacgg gagctaccgt ttgtcttggt
    78241 attgaaaagg gttgtgagtt tgttcgcgtt catgatgtga aggaaatgtc gcgtatggct
    78301 aagatgatgg atgcgatgat tggtaagggg gtaaagtaat tggataaaat ttatattcat
    78361 gatatggagt tttacggtta tcatggtgta ttcccagagg aaaataaatt gggccagaga
    78421 tttaaagtgg acttaacggt ggaattggat ttgaaacgag cgggagaaag tgatgactta
    78481 gagcattctg ttaattatgg agagcttttc gagttatgta gaaaagttgt tgaagataga
    78541 acatataagc ttgtagagag tattgctgaa aatatcgcta cagatatatt gaaacaatat
    78601 gagagtattt caagatgtac gataaaggta attaaaccgg atccgccgat accgggacat
    78661 tatcgtgctg tagcggtaga aattacgaga gaacgtccat gaataatata gcttacattg
    78721 cattaggttc aaatattgga gaacgttata cgtatttaac ggaagcgatt cagtttctaa
    78781 ataaaaatcc ttatatcaaa gttgaagatg tttcatctgt atatgaaacg gaaccagttg
    78841 gctatactga ccaaagttgc tttttaaatt tagttataaa aatttctacc aatttatcac
    78901 cgcaagaatt attgaaagta acgcaaaaag tagaaaatga cctaggaaga aaaagggaaa
    78961 ttaggtgggg ccctaggact atcgaccttg acattttact atataatcaa gaaaatattg
    79021 aagcagagaa tcttattgtt ccgcatccgc ggatgttcga aagagctttt gttatcgttc
    79081 cgttgttaga gattaatcaa gatataaaac aaaacatttc acgttcacaa gtagaagaaa
    79141 tgaaaaggcg agagggagta acggtatgga agcagaaaaa tggggaagac gcattcgtgc
    79201 ttttcgaaaa ctaaaaggtt atacgcaaga aggttttgca aaagaattag gggtatctgt
    79261 atctgtttta ggtgaagttg agagagggaa tcgatcgcct tcccaagatt ttgtagtgga
    79321 agttgctaaa gcattaaaag tctcgataga tgagctaatg ccaaagtaac tatgaaggaa
    79381 ggagtaaatc gagtgttaaa aatcgcaaat attgagatga aaaatccggt tgtattagca
    79441 ccgatggcgg gagtgtgtaa ctctgcattc cgtttgacag taaaagaatt cggtgcagga
    79501 ctagtttgtg ccgaaatggt aagtgataaa gcgatactat tgaataataa aagaacatta
    79561 gatatgttat atatcgatga gagagaaaag ccattaagtt tacaaatttt tggtggagag
    79621 aaagaaaccc ttgtagatgc tgcgaaatac gtagatcaat atacgacagc agacatcatt
    79681 gatattaata tgggctgtcc agtaccgaaa atcgttaagt gtgatgcagg agcaaagtgg
    79741 cttttagacc caaataaaat atatgaaatg gtagcggcag ttgtagatgc tgtagaaaaa
    79801 ccagttacag ttaaaatgcg tattggttgg gatgaggatc atattttcgc aatcgagaat
    79861 gcgaaagctg ttgagcgtgc tggtggacaa gtggtagcag ttcatggacg tacaagagta
    79921 caaatgtatg aaggaaaagc ggattgggat attattaaac aagtaaagca agctgtaaat
    79981 atcccggtta tcggaaatgg tgatgtcgca acgccacaag atgcaaagcg tatgcttgat
    80041 gaaattggtg tagatggtgt tatgattggc cgcgctgccc ttggagatcc ttggatgatt
    80101 tatcgtacgg taaagtattt agagacaggt gaattaatgc cggaaccgac agtacgtgag
    80161 aaaattgacg tatgtatgtt gcatctagat cgtctaatcg atttaaagaa cgaaagtgtc
    80221 gctgtaagag agatgagaaa gcatgcagct tggtatttaa aaggtattcg tggtaatgca
    80281 aatgtacgta atggtataaa tgcttgtaat acgcgtgaag accttgcaaa tgtattaggt
    80341 gtatttgtag aagaagtgga agcgaaacaa caaacaattc acgttggtta ataataggga
    80401 gggaagattg acattcttct atacacttcc tataattacg tgaaagaaag aagaactgcc
    80461 agttagttgc tggcagtttt tctagttgag tagaaaatgc tatactgtat atattgtaaa
    80521 aattaataga gctggagtga tatcaatacc atggataaca tgaaccacga agaattaaac
    80581 gaccaattgc ttgttcgtcg tgaaaagcta cataacttac gtgagcaagg aatcgatcct
    80641 ttcggtaaac gatttgaacg tacaaatgca acaaatgact tattaagcct atatggagag
    80701 ttctctaaag aagaattaga agagaaagaa atctctgttt ctatcgctgg tcgtattatg
    80761 acaaagcgtg gtaaaggaaa agctggattt gcacatattc aagatttaca tggacaagtt
    80821 caaatttatg ttcgtaaaga tgctgttgga gatgaagaat acgaattatt taaaacagca
    80881 gatttaggtg acttagtagg tattgaaggt aaagttttta aaacgaacgt tggagaactt
    80941 tcagtgaaag caacaggctt tacactatta acgaaatctc ttcgtccatt accggataaa
    81001 tatcatgggt taaaagatgt tgaacaacgc taccgtcaac gttacttaga cttaattaca
    81061 agtatggaaa gtcgtgaaac attcgtcact cgcagtaaga tcattcgcga aatgagaaga
    81121 tacttagatg acaacggtta tcttgaagtg gaaacaccta tgatgcatgc aattgcaggt
    81181 ggagcttctg ctcgtccttt catcacgcat cataatgcgt tagatatgga attatatatg
    81241 cgtatcgcaa ttgaacttca tttaaaacgc cttattgtgg gtggattaga aaaagtttat
    81301 gaaatcggcc gtgtattccg taatgagggt gtatcaactc gtcataatcc tgaatttacg
    81361 atgattgaat tatatgaagc gtatgctgat tataaagata ttatgaaact aacagaaaat
    81421 atggttgctc atatcgcgaa gcaagtacta ggtacaacaa caatccaata tggtgattat
    81481 gaaattaatc tagaaccaga atggacacgc cttcatatgg tagatgcaat taaagaacat
    81541 tctggagcag atttctggaa tccgatgagt gtagaagaag cgcgtgaact tgcaaaagaa
    81601 cataatgtag aaattaagga tacaatggaa gttggtcata ttattaatga attcttcgag
    81661 caaaaagtag aagataaatt aatccaacca acatttattt acggtcatcc ggtagaaatt
    81721 tcgccacttg cgaaaaagaa tgatgaagat ccacgattca cagatcgttt cgaattgttt
    81781 atcgttgcac gtgaacatgc aaatgcgttc actgagctaa atgatccaat cgatcagaaa
    81841 gaacgttttg aagcgcaatt aaaagaacgc gaacaaggta atgacgaagc tcacatgatg
    81901 gatgatgatt atatcgaagc tcttgagtat ggtatgcctc ctacaggtgg actaggaatt
    81961 ggtattgatc gccttgttat gttattaacg aatgcaccat ctattcgtga tgtattatta
    82021 ttccctgcta tgcgtcataa acaagactaa gctttggaga tttctccaaa gcttttttta
    82081 tttgggtgtg aacagcttgg agatagtaaa tcttgatagt gcgaaaaatt atatttatat
    82141 agaagaaaag tgctattttt atactttttt actaagttaa aaattttatt agaaaaacta
    82201 ttgcatttta ataatcaaac tggtatattt atattcgttg ccacgaaagg taacaaacaa
    82261 aacaaacgaa aaacaactta ttgaaaaaag ttgttgacga aaatataacg aaatgttata
    82321 ttaataaagt cgcttctgag tgatgaagaa gttctttgaa aactgaacga aacaaacaac
    82381 gtgaaacgtc aatttttatt ttatgatgct agacaaacta actttattgg agagtttgat
    82441 cctggctcag gatgaacgct ggcggcgtgc ctaatacatg caagtcgagc gaatggatta
    82501 agagcttgct cttatgaagt tagcggcgga cgggtgagta acacgtgggt aacctgccca
    82561 taagactggg ataactccgg gaaaccgggg ctaataccgg ataacatttt gaaccgcatg
    82621 gttcgaaatt gaaaggcggc ttcggctgtc acttatggat ggacccgcgt cgcattagct
    82681 agttggtgag gtaacggctc accaaggcaa cgatgcgtag ccgacctgag agggtgatcg
    82741 gccacactgg gactgagaca cggcccagac tcctacggga ggcagcagta gggaatcttc
    82801 cgcaatggac gaaagtctga cggagcaacg ccgcgtgagt gatgaaggct ttcgggtcgt
    82861 aaaactctgt tgttagggaa gaacaagtgc tagttgaata agctggcacc ttgacggtac
    82921 ctaaccagaa agccacggct aactacgtgc cagcagccgc ggtaatacgt aggtggcaag
    82981 cgttatccgg aattattggg cgtaaagcgc gcgcaggtgg tttcttaagt ctgatgtgaa
    83041 agcccacggc tcaaccgtgg agggtcattg gaaactggga gacttgagtg cagaagagga
    83101 aagtggaatt ccatgtgtag cggtgaaatg cgtagagata tggaggaaca ccagtggcga
    83161 aggcgacttt ctggtctgta actgacactg aggcgcgaaa gcgtggggag caaacaggat
    83221 tagataccct ggtagtccac gccgtaaacg atgagtgcta agtgttagag ggtttccgcc
    83281 ctttagtgct gaagttaacg cattaagcac tccgcctggg gagtacggcc gcaaggctga
    83341 aactcaaagg aattgacggg ggcccgcaca agcggtggag catgtggttt aattcgaagc
    83401 aacgcgaaga accttaccag gtcttgacat cctctgacaa ccctagagat agggcttctc
    83461 cttcgggagc agagtgacag gtggtgcatg gttgtcgtca gctcgtgtcg tgagatgttg
    83521 ggttaagtcc cgcaacgagc gcaacccttg atcttagtta ccatcattaa gttgggcact
    83581 ctaaggtgac tgccggtgac aaaccggagg aaggtgggga tgacgtcaaa tcatcatgcc
    83641 ccttatgacc tgggctacac acgtgctaca atggacggta caaagagctg caagaccgcg
    83701 aggtggagct aatctcataa aaccgttctc agttcggatt gtaggctgca actcgcctac
    83761 atgaagctgg aatcgctagt aatcgcggat cagcatgccg cggtgaatac gttcccgggc
    83821 cttgtacaca ccgcccgtca caccacgaga gtttgtaaca cccgaagtcg gtggggtaac
    83881 ctttttggag ccagccgcct aaggtgggac agatgattgg ggtgaagtcg taacaaggta
    83941 gccgtatcgg aaggtgcggc tggatcacct cctttctatg gagaattgat gaacgctgtt
    84001 catcaatata agtttccgtg tttcgttttg ttcagttttg agagaactat ctctcatata
    84061 taaatgtatg ttctttgaaa actagataac agtgtagctc atatttttta atttttagtt
    84121 tggttaagtt agaaagggcg cacggtggat gccttgacac taggagtcga tgaaggacgg
    84181 gactaacgcc gatatgcttc ggggagctgt aagtaagctt tgatccgaag atttccgaat
    84241 ggggaaaccc accatacgta atggtatggt atccttatct gaatacatag ggtaaggaag
    84301 acagacccag ggaactgaaa catctaagta cctggaggaa gagaaagcaa atgcgatttc
    84361 ctgagtagcg gcgagcgaaa cggaacatag cccaaaccaa gaggcttgcc tcttggggtt
    84421 gtaggacatt ctatacggag ttacaaagga acgaggtaga cgaagcgacc tggaaaggtc
    84481 cgtcgtagag ggtaacaacc ccgtagtcga aacttcgttc tctcttgaat gtatcctgag
    84541 tacggcggaa cacgtgaaat tccgtcggaa tctgggagga ccatctccca aggctaaata
    84601 ctccctagtg atcgatagtg aaccagtacc gtgagggaaa ggtgaaaagc accccggaag
    84661 gggagtgaaa gagatcctga aaccgtgtgc ctacaaatag tcagagcccg ttaatgggtg
    84721 atggcgtgcc ttttgtagaa tgaaccggcg agttacgatc ccgtgcgagg ttaagctgaa
    84781 gaggcggagc cgcagcgaaa gcgagtctga atagggcgtt tagtacgtgg tcgtagaccc
    84841 gaaaccaggt gatctaccca tgtccagggt gaagttcagg taacactgaa tggaggcccg
    84901 aacccacgca cgttgaaaag tgcggggatg aggtgtgggt agcggagaaa ttccaatcga
    84961 acctggagat agctggttct ccccgaaata gctttagggc tagccttaag tgtaagagtc
    85021 ttggaggtag agcactgatt ggactagggg tcctcatcgg attaccgaat tcagtcaaac
    85081 tccgaatgcc aatgacttat ccttaggagt cagactgcga gtgataagat ccgtagtcaa
    85141 aagggaaaca gcccagaccg ccagctaagg tcccaaagtg tgtattaagt ggaaaaggat
    85201 gtggagttgc ttagacaact aggatgttgg cttagaagca gccaccattt aaagagtgcg
    85261 taatagctca ctagtcgagt gactctgcgc cgaaaatgta ccggggctaa atacaccacc
    85321 gaagctgcgg attgatacca atggtatcag tggtagggga gcgttctaag gacagtgaag
    85381 tcagaccgga aggactggtg gagtgcttag aagtgagaat gccggtatga gtagcgaaag
    85441 acgggtgaga atcccgtcca ccgaatgcct aaggtttcct gaggaaggct cgtccgctca
    85501 gggttagtca ggacctaagc cgaggccgac aggcgtaggc gatggacaac aggttgatat
    85561 tcctgtacca cctctttatc gtttgagcaa tggagggacg cagaaggata gaagaagcgt
    85621 gcgattggtt gtgcacgtcc aagcagttag gctgataagt aggcaaatcc gcttatcgtg
    85681 aaggctgagc tgtgatgggg aagctcctta tggagcgaag tctttgattc cccgctgcca
    85741 agaaaagctt ctagcgagat aaaaggtgcc tgtaccgcaa accgacacag gtaggcgagg
    85801 agagaatcct aaggtgtgcg agagaactct ggttaaggaa ctcggcaaaa tgaccccgta
    85861 acttcgggag aaggggtgct ttcttaacgg aaagccgcag tgaataggcc caagcgactg
    85921 tttagcaaaa acacagctct ctgcgaagcc gtaaggcgaa gtataggggg tgacacctgc
    85981 ccggtgctgg aaggttaagg agaggggtta gcgtaagcga agctctgaac tgaagcccca
    86041 gtaaacggcg gccgtaacta taacggtcct aaggtagcga aattccttgt cgggtaagtt
    86101 ccgacccgca cgaaaggtgt aacgatttgg gcactgtctc aaccagagac tcggtgaaat
    86161 tatagtacct gtgaagatgc aggttacccg cgacaggacg gaaagacccc gtggagcttt
    86221 actgtagcct gatattgaat tttggtacag tttgtacagg ataggcggga gcctttgaaa
    86281 ccggagcgct agcttcggtg gaggcgctgg tgggataccg ccctgactgt attgaaattc
    86341 taacctacgg gtcttatcga cccgggagac agtgtcaggt gggcagtttg actggggcgg
    86401 tcgcctccta aagtgtaacg gaggcgccca aaggttccct cagaatggtt ggaaatcatt
    86461 cgtagagtgc aaaggcataa gggagcttga ctgcgagacc tacaagtcga gcagggacga
    86521 aagtcgggct tagtgatccg gtggttccgc atggaagggc catcgctcaa cggataaaag
    86581 ctaccccggg gataacaggc ttatctcccc caagagtcca catcgacggg gaggtttggc
    86641 acctcgatgt cggctcatcg catcctgggg ctgtagtcgg tcccaagggt tgggctgttc
    86701 gcccattaaa gcggtacgcg agctgggttc agaacgtcgt gagacagttc ggtccctatc
    86761 cgtcgtgggc gtaggaaatt tgagaggagc tgtccttagt acgagaggac cgggatggac
    86821 gcaccgctgg tgtaccagtt gttctgccaa gggcatagct gggtagctat gtgcggaagg
    86881 gataagtgct gaaagcatct aagcatgaag cccccctcaa gatgagattt cccatagcgt
    86941 aagctagtaa gatccctgaa agatgatcag gttgataggt tcgaggtgga agcatggtga
    87001 catgtggagc tgacgaatac taatagatcg aggacttaac catataatat gaagcaaatg
    87061 ttatctagtt ttgaaggaat atgccttcat agtttggtga tgatggcaga gaggtcacac
    87121 ccgttcccat accgaacacg gaagttaagc tctctagcgc cgatggtagt tgggaccttg
    87181 tccctgtgag agtaggacgt cgccaagcaa ctaaacacga gtcaaatgac tcgtgttttt
    87241 tcgtgttttc ttttataatc catagtaata aaaaatgtat ttaaataatt attattttga
    87301 ttaaatatag gggaatgtgg ctaggatagt aaataagcaa aagagttgca aattttatta
    87361 atacgtatat aattaaagtc aaagatagtc aaagtcaata aaggtggcgg ataaatgaga
    87421 aatatatctg atatcattga gcaatatcta aagcaagtta ttgacttaag taataataat
    87481 gtgattgaaa tcaaaagaaa tgagattgcg gatcgattcg agtgcgtacc atctcaaatc
    87541 aattatgtaa tcaatacccg ttttacgtta gaaagaggat ttgtagtaga aagtaaacgt
    87601 ggtggaggag gttacattcg cattataaaa gtcaaactgc atgatgatat agacattatt
    87661 gatcaaatgc ttcatatgat tgatcatagc gttgcgcaag ggaatgcaga aagtatgatt
    87721 atacgtttaa tagaagaggg aatcataaca aatcgtgaag ctaaacttat gctaagcgta
    87781 ctagatcgtt ctgtattatc aatggatgtt ccttctcgag atgaacttag ggctcgaata
    87841 ttatgcgcaa tgttaagaac actgaaatat aaataaatac agcttttgta aaaggataat
    87901 aactaagaga taagatagct aaatattgta gaggttttga aaaaagaaca cgcactttta
    87961 tgtaaacgaa taaaggaaag tgaacaatct agtaatgtat gaaaagtact atgagataga
    88021 tcgttcctgt tgtaaaggtg gggatagtga tgacttgtca aaactgtaat ataagaccag
    88081 caactttaca ttatacaaaa gtaatcaacg agaagaaggc ggaagttcat ctttgtgagc
    88141 aatgtgcaga acaaagtggc tatacgtctt tctttcaatc atcgcagtct aacttttcat
    88201 tccatgattt atttgctggg ttattgcacg gtgaatcaac aatgtttgaa gaaggaaaaa
    88261 atgggttttc gaatacgagt atattaagat gcccagattg taagatgaca tatgaacaat
    88321 ttacaaaggt tgggcgcttt ggatgtgctt cttgttacga tacatttaag gaacatttaa
    88381 agccattatt aaaacgtctt cacggtgggc atacagatca ttgtggaaaa attccggagc
    88441 gtatagaagg aaatattcac ttaaagaaag aattagatga actaaaactc attctgaaac
    88501 aatacgtaca gaaagaggaa tttgagaaag ctgctgaagt aagggataaa attagaaatc
    88561 ttgaaaatca gcttagtgag tatagagagg gggaatagtt ctatgtcact ggacaaaatt
    88621 atgaatgaag cgattagtcc atggatgaag ggggatggcc ctgattctga tattgtttta
    88681 agtagtcgaa ttcgtttggc tcgtaatttt aaaaaatatc aattctctac tatgcaaaat
    88741 gaagaagaaa ctaaacagat tcaagaatta tttaaaaagg aatttataaa taaaacggta
    88801 gaaccttttg gagagtttga actattaaaa atgaatgaat taacgcctct tcaaaggaga
    88861 gtattagttg aaaagcattt aattagtccc aaccttgcag gaacggaata tggagcatgt
    88921 ctcttgtcag aaagcgaaca tattagtgtt atgctgaatg aagaagatca tattcggatt
    88981 cagtgcttat tttcaggatt gcagttatca gaggcccttc aaagtgccaa tcaaatagat
    89041 aattggattg agaaagaggt tgaatatgct tttgatgaat cacttggata tattacgagt
    89101 tgtcctacta acgttggtac aggacttagg gcttccgtaa tgattcattt accaggactc
    89161 gttttaacga aaagaattag ccgtattata caggtaattc aaaaattagg gttagtagta
    89221 agaggaatat acggtgaagg tagcgaagcg ttaggtaata tatttcaagt gtcaaaccaa
    89281 atgacgctag gaaaatctga agaagatatt attgcagatt taaagagtgt tattcaacaa
    89341 atcatacagc aagaaaaaat ggctagagaa ttaattgtac aaaattcaag tattgaactt
    89401 gaagataaag tttatcgctc ttatggcata ctagccaaca gtcgtttaat tcaatctgcg
    89461 gaagcagcca attgcttatc agatttacga cttggcattg atttaggata tatacaaggt
    89521 atatcgagaa atattttgac tgagctaatg gttcttacac aaccaggcat tttacaacaa
    89581 tatgcaggag gacctttagg cccagaagaa agagattatc gaagagcaac cttaatccgt
    89641 gagcgattac gtattgaaaa aaactaagcg caagtaggag gcgatttcta tgatgtttgg
    89701 aagatttaca gaaagagcac agaaagtatt agctttatct caagaggaag caattcgtat
    89761 tgggcataac aatattggaa cagaacatat tttacttggg cttgtacgcg aaggtgaagg
    89821 aattgcagca aaagcgttga ttgctcttgg attaagtcca gagaaggttc aaaaagaagt
    89881 agaagcgtta atcggacgtg gaacagaagc ttctcaaact gtacattata caccgcgtgc
    89941 taaaaaggtt attgagctgt ctatggatga agctcgtaaa ttaggtcatt cttacgttgg
    90001 aacagaacat attttacttg gtttaatccg cgaaggtgaa ggggtagcgg cacgcgtttt
    90061 aaataactta ggtgttagcc taaataaggc aagacaacaa gtattgcaac ttcttggaag
    90121 taatgaagca agttcaggtc accaaggtgg ttcttcaaca aatgcaaata caccaacact
    90181 tgatagctta gcgcgtgatt taacagttgt tgcacgtgaa aatcgtttag accctgttat
    90241 tggacgtggt aaagaaattc aacgtgtaat tgaagtttta agccgtagaa caaaaaacaa
    90301 tcctgtatta atcggggagc ctggtgtagg taaaacggca attgcggaag gattagcaca
    90361 acaaatcgta aataatgaag ttcctgaaac tttacgagat aagcgtgtta tgacactaga
    90421 tatgggtaca gtggtagctg gaacgaaata ccgtggtgaa tttgaagacc gtttgaagaa
    90481 agtaatggat gaaattcgcc aagcgggaaa tatcattcta tttattgatg aacttcatac
    90541 attaatcggt gcaggtggag cagaaggtgc tattgacgca tcgaatattt taaaaccatc
    90601 tttagctcgt ggggaattac aatgtatcgg ggcgacaacg ttagatgaat atcgcaaata
    90661 tattgaaaaa gacgcagctt tagagagacg tttccaacca attcacgttg atgagccaag
    90721 tttagatgaa tcaactcaaa ttttgaaagg tttacgcgat cgttatgagg cacatcaccg
    90781 cgtatctatt acagatgatg caattgatgc agctgtaaag ctttcagatc gttatattac
    90841 agatcgtttc ttaccagata aagcaattga tttaattgat gaagctgctt caaaggttcg
    90901 cttacgctct tatacaacac caccaaatct aaaagagctt gaagtgaagc ttgaggaaat
    90961 tagaaaagaa aaagatgcag ctgtacaaag tcaagagttt gaaaaagctg cttccttacg
    91021 tgatatggaa caacgtttac gcgagaagtt agaagatacg aagcgtcaat ggaaagaaca
    91081 acaaggaaaa gaaaactcag aagtgacagt agaagatatt gcaaatgttg tttctacatg
    91141 gactcgtatc ccggtttcta aacttgcaca aacagagact gataaattat taaacttaga
    91201 atccatcctt cacgatcgtg ttattggtca agatgaagcg gtagtagctg tagcgaaagc
    91261 tgttcgccgt gctagagcag gattgaaaga tccgaaacgt ccaattgggt catttatttt
    91321 cttagggcca acaggtgtag gtaaaacgga gctagcaaga gcgttagcag aatctatgtt
    91381 cggtgatgaa gatgcaatga ttcgcatcga tatgtctgag tacatggaga agcattctac
    91441 ttctcgttta gttgggtctc ctccagggta tgttggatat gaagaaggtg gacaattaac
    91501 agaaaaggtt cgccgtaagc catattcagt tgtcctatta gacgaagtag agaaagctca
    91561 tcctgatgtg tttaacattt tactacaagt attagaagat ggtcgcttaa cagattcgaa
    91621 agggcgtacg gttgatttcc gcaatacaat tgttattatg acatctaacg ttggtgcaga
    91681 ggcgttaaaa cgtaataagc atcttggatt taacgtacaa gatgagagcc gcgattattc
    91741 ggatatgaaa ggtaaagtaa tggatgagct gaaaaaagcc ttccgtccag aattcttaaa
    91801 ccgtattgat gaaattatcg tgttccatat gcttgagaaa aaacatattc aagagattgt
    91861 aacacttatg gtaaatcagt tagtaaatcg cttaaaagag caagaaattg aattgcattt
    91921 aacagaagga gcaatttcgg ctattgctga taaagggttt gaccgagagt acggtgctcg
    91981 cccgcttcgt agagcgattc agaaacatgt agaagataga ctatccgaag aactgttaaa
    92041 aggtgctatt gagaaagggc agaaagttat ctttgatgtt gaaggagaat catttgtcat
    92101 tcatagtgcc gaaaaggtaa aataagtata gacaaactaa gagggctacg agatagccct
    92161 ctttcttgta cgagaaggat aaactgtcta tagatgaaag tgaagtgaaa tataaaacga
    92221 tatggctaaa aagaaaacaa aattcacatg tcaagagtgt ggttatcagt caccaaaata
    92281 tatggggaaa tgtcctggat gtggtcaatg gaatacgctt gttgaagaga tggaaccggt
    92341 tgtatcatca agacgcctta attatgccaa tgcaattcaa acagaagtaa caaaaccaag
    92401 gcgcctaaca gaagtggaaa caaagtctga ggcgcgtatt gaaacaaaat tccaagaatt
    92461 taaccgtgta cttggtggtg ggattgtaga tggatcctta gtacttattg gtggagaccc
    92521 cgggattgga aaatcaacgt tactattaca aatatcatcg caattagcgg attcttcata
    92581 tgatgtacta tatatatcgg gtgaggaatc agcaaaacag attaaactgc gtgccgatcg
    92641 tctacatgta aatggtagta atctatttgt tgtatcagag acggatttac agcgaattgc
    92701 aacacacatt gaagagatga acccagcctt tgttgttatt gactctattc aaacaataca
    92761 tttacctgag gtaacatcag cgccggggag tgtggcacaa gttcgtgaat gtacagcgga
    92821 attaatgaaa cttgcaaaaa cgaaaggaat ccctattttt atcgttggac atgtgacaaa
    92881 agagggagca attgcaggac ctcgtatgtt agaacatatg gtcgatgcag ttctttattt
    92941 tgaaggagac cgtcatcata cataccgtat tttgcgagca gtaaagaatc gctttggttc
    93001 tacgaatgaa atgggtattt ttgaaatgaa agaacttggt cttgcagaag tattaaaccc
    93061 ttctgagatt ttccttgagg aaagaccagt gggggttgcg ggatcaacag tggttgcttc
    93121 aatggaagga acaagaccag ttttagtaga aatacaagca ttaatctctc ctactagttt
    93181 tggaaaccct cgaagaatgg caacgggaat tgatcataac cgtgtatcgc ttattatggc
    93241 ggtgttagaa aaaagaacag gcttattatt gcaaaatcag gacgcatatt taaaagtagc
    93301 aggtggtttg aagttagatg aaccagctat tgatttagct gtcgctttaa gtatagcttc
    93361 aagtttcaga gataaatcta cagcaccaac cgatgcagta ataggagaag taggattaac
    93421 tggagaaata agaagagtat caagaattga acaacgtgta caagaagcag ctaaattagg
    93481 atttcaacgt gctattattc ctagaaaaaa tttgggagga tggacaattc cggatgggat
    93541 tgaggtagtc ggtgtatcta atttaggaga agcgcttcgt ttgacattag gaggctaggc
    93601 tatggaagaa aacaagcaac gtgtcaaaag tatgattaat attttacaac ttgtggcccc
    93661 gggaacacca ctgcgcgaag ggatagataa tgtacttcgt gcacaaacag gaggattaat
    93721 tgttcttgga tataacgagc agattaaaag tattgttgat ggaggttttc atattaattg
    93781 tgcattctcc ccggctagtt tatacgaatt agcaaaaatg gatggggcac ttattttaaa
    93841 tgaaactgga agtaaaattt tgattgcgaa tgcacagtta gttccagagt catctatcga
    93901 ctctatcgag acaggtatgc gccaccgaac ggcggagcgt gtagcaaagc agacaggcag
    93961 ccttgttgtg gctatttcac aaaggcgtaa cgtaattacg ctatatcaag gtaatttacg
    94021 ttatacacta aaagatatag gtgttatttt aacaaaggca aaccaagcta tccaaacgtt
    94081 agaaaaatat aaggctgtat ggaacgatgg gattacgaat ttgggcattc tagaatttga
    94141 agaggttgtt acaatgtccg aggtcgttca tgttttacat agtgttgaaa tggtattacg
    94201 tattaaaaat gaaatattga gctatattca tgaattggga acagaaggta ggttaattcg
    94261 tttacaactt acggaactac tagccgattt agaagcagaa gcggcgctat taattaaaga
    94321 ttactatcaa gaaaaaacac aagatcatca tcaaattttg aaaaagttac aagaacttgc
    94381 gaatacacaa cttctagagg atagtgattt agttaaattg cttggatacc cgggacaaac
    94441 gagtttagaa gaaagtgtga cgccgagagg ataccgaatc acaagcaaaa tttcgcgtgt
    94501 tccaccactt atcattgaaa atttaattaa tcgatttaaa actttgcaag gcgtttgtcg
    94561 tgcaacgatt aatgaattag atgatgtgga aggaattggg gaagtcaggg cgaagaaaat
    94621 acgagaaggc ctaaaaagaa ttcaagagca tctctatatg agtagacaca attaagaata
    94681 ttacattgat tccataatat aacgacacta gaacattttt ggtatatgat atgatatatt
    94741 ggtaaataaa actatttata aaaaaacacg tccgcttttg cattcggcgt tttgattagc
    94801 gaaacaatgg ttaataatga gtaggaggtg gttggatgtt aaaacggatt gtacagctct
    94861 tctttttagt aatcggagga gcgttaggga tttacttaat cccaaaagtt attaacgtat
    94921 tagacatcgg tgccgttcct ttgttggaag gatcgtatgt tcgtgcaatt attggtgcaa
    94981 ttattttatt tttaacaaca ttttggcttg tagattatat tgttcaactt attaagcata
    95041 ttgaagaggc tcttgtaaaa gcgcctgtag cagatgtttt atttggtaca ttaggtttaa
    95101 tctctgggct tattgttgcg tatttaattt taataccaat tcgtgaattt acaattccag
    95161 ttattagtac agtgttgcaa gtgttcttta ctcttttact aggatattta ggattccaag
    95221 tagggtttaa aaagaggaat gaattgctag ggttatttac attaccacaa cgtgggaaga
    95281 agaaaaataa taatagcgag aatgaagaac cagaaaatga ggtagaagaa tctttagcac
    95341 attggaaaat tctcgataca agtgtaatta tcgatggacg tattgctgat atttgccaaa
    95401 caaagttttt agaaggaaca attgtcattc cacaattcgt gttagaagaa cttcagcaca
    95461 ttgccgattc ttctgatgct ttaaaacgta atcgtggtcg tagaggatta gacattttaa
    95521 atcgtattca aaaagagatg ccgattccgg tagaaattta tgaaggtgat tttgatgata
    95581 ttcaggaagt ggatagcaaa cttgtaaagt tggcgaaaat cactggtgga acggtagtaa
    95641 cgaatgattt caacttaaac aaagtctctg aattacaagg ggtaacagtg ttaaacatta
    95701 acgatttagc taatgcaatt aaacctgttg tgctcccagg tgaagaatta agtgtttatg
    95761 ttgtaaagga tggaaaagaa caaaatcaag gtgtggcata tttagatgac ggcacgatga
    95821 ttgtagtaga agatggtaga gaatatgtag gctcacaact tgatgtactc gttacgagtg
    95881 tgttacaaac atcggcgggg cgcatgattt ttgccaaacg taaattatta gaaaaagcat
    95941 tgtaagtaga ggattattaa tatgtataca ttaattattc cagcagctgg tcagggaaag
    96001 cggatgggtg ctggcaaaaa taagttgttc ttacttatta atgaagtacc gattattgtg
    96061 catacgttac gtgcttttga aaaggataaa gcatgtaaaa atattattat ggcaattaac
    96121 gaagaagagc gtccatattt tgaagagtta atgcagaagt atccggttga aaagccagta
    96181 caatttattc aaggtggagc tgaaagacaa gatagtgtat ataatgcgat tcagcatacg
    96241 actgatgttg agtatgttct tgtacatgac ggtgcgcgcc cgttcgtaac gaataaagta
    96301 atccaagatg tattaactgc agcagaaaaa tatggagctt ccatttgtgc ggtgccagtg
    96361 aaagatactg ttaagaaagt agagcagggt gttgttgtcg aaacggtaga aagatcgcaa
    96421 cttaaagctg tacaaacacc gcaagggttc tctgtttcgc ttttgttaga agctcataga
    96481 agtgcgaagc agagttgttt ccttggtaca gatgatgcaa gtctcgtaga acgtatcggg
    96541 aagcaagtag gtgtagtaga ggggagttac tataatatta aagtgacgac cccagaggat
    96601 ttactaattg ctgaaagttt tcttcacgtt caaaagaaat gatagcaatg attatagcga
    96661 agaaaagctc ggcaacggcc gggcttttct ttataaggat agcgatataa tatagaatca
    96721 taaagctcag tagtttagct cgaggaggat gtaaaaatgt ttcgaattgg acaaggtttt
    96781 gatgtgcatg aattcgcgga aggtagaccg ttaattattg gtggaattac aattccacat
    96841 gagaaaggat taatcggtca ctctgatgca gacgtattat tacatacaat cgcggatgcg
    96901 tgtttaggtg caattgcagc aggagatatc gggaaacatt tccctgatac agaccccgcc
    96961 tttaaagatg ctgattcagc tgtattgttg caaaaggttt gggagtttgt gcgtgaacaa
    97021 ggttatgaat tagggaattt agattgtaca attattgctc aaaagccaaa aatggcacca
    97081 catattgaaa gtatgcgcaa acgcattagt gagctattag aaacgtctat cgataatatc
    97141 aatgtaaagg caacaacaac agaaaaatta gggtttacag gtagagaaga aggaattgct
    97201 tctcaagcag ttgttttatt acagaaaaaa taatggtttt taattcgtaa gatggataat
    97261 cacatttttt tggtgtacaa ttatagaatg tgttgacatt aagaatggaa ggtgtaccaa
    97321 ttatggaaaa gcaagtgaga gtgcgctatg cgccaagtcc aacaggacac ttacatatcg
    97381 gaaatgcgcg tacggcatta tttaattatt tatttgctcg tcatcaagat ggtaagttta
    97441 ttattcgtat tgaagatact gatgtaaaac gtaatgttgc tggtggagaa gaaagccaat
    97501 taaaatactt gaaatggctc ggtatggact gggatgaagg tgttgatgtt ggtggtgaat
    97561 ttggaccata tcgtcaaaca gagcgtttag atatttataa aaagttatat gaagatttat
    97621 tagagcgtgg tttagcttac aaatgttata tgacagaaga agagctagag gcagaacgcg
    97681 aagggcaaat tgctcgtggt gaaacacctc gttacgcagg caaccaccgt gatttaactg
    97741 aagcgcaagt gaaagaattt gaagctgagg gacgtattcc aagtattcgt ttccgcgtac
    97801 cagctgaccg tgattacaca tttaaagata ttgtaaaaga tgaagttgca ttccattcaa
    97861 atgatttcgg tgattttgtt atcgtgaaaa aagatgggat tccaacttat aactttgcag
    97921 tagcagtaga tgatcactta atggaaatta cacacgtact tcgtggtgat gaccatattt
    97981 caaacacacc aaaacaaatg atgatttatg aagctttcgg ttgggatatt ccgcaattcg
    98041 gtcatatgac tttaattgta aatgaaagcc gtaaaaaatt aagtaagcgt gatgaatcta
    98101 ttattcaatt tattgagcaa tataaagagc ttggatatct tccagaagca atctttaact
    98161 ttattgcact actaggttgg tcgccagtag gagaagaaga aatcttctct caagaagagt
    98221 ttatcaaaat gtttgatgca gctcgtttat caaaatcacc tgcattattt gattctcaaa
    98281 aactaaaatg gatgaacaac caatatatga aaaagcaaga tttagatacg gtggtagaat
    98341 taagcttacc gcatttagtg aaggctggac gtataggtga aactttaagt gaacaagaac
    98401 aagcttggat tcgtgatgta attgcgttat atcatgaaca aatgagcttt ggagctgaaa
    98461 ttgtagagct ttctgaaatg ttcttcaaag atcacgttga ttatgaagaa gaaggacaag
    98521 aagtattaaa aggtgaacaa gtaccagaag tacttcgtgc atttgctggt caagtagaag
    98581 cactagaagc tatggaaccg gcagcaatta aggcggctat taaagcggtt caaaaggaaa
    98641 caggtcataa aggtaaaaac ttatttatgc caatccgtgt tgcaactact ggtcaaacac
    98701 atggcccaga gcttcctaat gctattgcac ttcttggaaa agaaaaagtt ttaaatcgtc
    98761 ttcaaaaagt aatcggttaa cattttctag gtttagaaat ataataagta tacttaaaac
    98821 ctaataagga aaagcgacga gaaggagaag tagaaaatca ggctttttac agagagaacc
    98881 acctttaggc tggaagtggt ttataagcgg atttttgaaa tgccccttcg agtcttctgc
    98941 tgaacagcaa attgctttgc aaaacgtctt agggcgtaaa aagtaagcag aagcggtgta
    99001 caccgttatc agagatgagt ttgaggcttt tttagcctaa acagagtgga accgcgctta
    99061 taaggcgtct ctgtcaatat gacagaggcg tcttttttta taccgtaaaa ttggtatgag
    99121 tataagtctt atccacgtgt ataaagattt agggggataa gtagggagtt agttcactcg
    99181 aaaaaggagc ccataaaggg gagggaacgt cgatgtttaa gaggcttcgg gaagatattg
    99241 aagtcgtttt tgaacaggat ccagcggcaa gaagttattt cgaagtcatt ttgacttact
    99301 ctggattaca tgcagtttgg gcccatcgaa ttgcacatgc tttttataaa aagaatttct
    99361 tctttattgc acgttggatc tcacaagtta gtcgtttctt tactggcatt gagattcatc
    99421 caggagcaac aattggtcgt cgttttttca ttgaccatgg aatgggggtt gtaattggag
    99481 aaacgtgcga aattggtgat aatgtaacga tctaccaagg agttacatta ggtggtacag
    99541 gtaaagaaaa gggaaagagg caccctacaa ttcaagataa tgtattaatt gcaacgggtg
    99601 ctaaagtact aggttctatt acagttggag agaactctaa aattggagca ggttctgtcg
    99661 tattaaaaga agtccctgca cattctacag ttgtaggtat acctggccga gtcgttattc
    99721 aaaatggagt aaagatcggt caagaattaa atcattccga ccttccagac ccaatttttg
    99781 ataaattaaa ggtcatggaa gtagaacttg ataaattgaa aaaacaactt gaagtaaagg
    99841 tagaaaggaa ggataaaaat gactattcac atttataata cgttaacacg tcaaaaggaa
    99901 gagtttactc cattagaaga aaataaggta aagatgtatg tatgcggacc tacagtttat
    99961 aactatattc acattgggaa tgcaagacca cctatggtat ttgatacggt gcgtcgttat
   100021 ttagaatata aagggtacga tgtgcagtat gtatctaact ttactgacgt agatgataaa
   100081 ttaattaaag cagcaaatga attaggtgaa gatgtgccga caattgcgga ccgttttgta
   100141 gaagcgtatt ttgaagatgt aacggcacta ggttgcaaac atgcaacagt tcacccgcgt
   100201 gtaacggaaa atatggatat cattattgaa tttattcaag aacttgtgaa taaaggatat
   100261 gcatatgaat ccgaagggga tgtgtacttt agaacgaagg aattcgaagg gtacggtaaa
   100321 ttatcacatc aaccaattgc ggacttacgt cacggcgcgc gtattgaagt aggagaaaag
   100381 aaacaagacc ctcttgattt tgctttatgg aaagctgcga aagaaggaga aatcttctgg
   100441 gaaagccctt ggggtcaagg tcgcccaggc tggcatatcg agtgctcggc aatggcgcgt
   100501 aaatacttag gggatacaat tgatattcat gctggtggtc aagacttggc atttcctcat
   100561 catgagaatg aaatcgcgca gtctgaggcg ttaacaggaa aaacatttgc acgttattgg
   100621 atgcacaatg gatatattaa tattaataat gagaaaatgt ctaagtcact tgggaacttc
   100681 attttagttc acgatattat taagcaatat gatccgcagt taattagatt ctttatgcta
   100741 tcagtacatt atcgtcaccc aattaatttc agtgaagagt tattacaaag cacaaataac
   100801 ggactggaaa gaattaaaac ggcttacggt aatttaaaac accgtatgga aagtagtacg
   100861 gatttaacag atcataatga gaaatggtta gctgacctag aaaaattcca aactgcattt
   100921 gaagaagcga tgaatgatga cttcaatact gctaatgcaa tcactgagtt atataatgtt
   100981 gcaaatcatg cgaatcaata tttactggaa gaacatacgt caacagtggt aattgaagca
   101041 tatgtaaaac agcttgaaac attatttgat attttaggat tagaattagc gcaagaagag
   101101 ttgcttgatg aagaaattga ggcacttatt caaaaacgca ttgaagctcg taaaaatcgt
   101161 gattttgcat tatcggatca aattcgcgat gatttaaaag accgcaacat tattttagaa
   101221 gataccgctc aaggtacaag atggaaaaga ggataagaat gattgatgca aagcaattaa
   101281 acagcttagc gttagcatat atgggtgatg cggtatatga acaatatatc cgctatcacc
   101341 tacttcaaaa aggaaaagtt cgtcctaatc agttgcatcg attagggaca agctttgttt
   101401 cggcaaaagc acaggcgaaa gttgtttatc atttattaga gacagcattt ttaactgagg
   101461 aagaagaagc ggtactgaga agagggcgta atgcaaattc aggtactgtt ccgaaaaata
   101521 cggatgtaca aacataccga catagtacag cctttgaagc gctgattggc tatcatcact
   101581 tattaaataa tcgtgaaaga ttagacgaaa ttgtatataa ggcaattgct gttttagaag
   101641 aaaaggaagg gggcacatca tcatgagtag tgaatatatt attggacgta accctgtaat
   101701 tgaagcgtta cgatcaggga gagatattaa taaaatttgg atcgcagaag gtgctgccaa
   101761 aggacaagta caaattgtac tagcgctagc gaaagaaaat aagattattt tacaacatgc
   101821 accaaaaaag aaattagatc aattagttga ggggaaccat caaggtgtaa ttgctcaagt
   101881 ggccgcatat caatatgctg agctagaaga tctattcaaa gtagcagaga agcgcaatga
   101941 agatccgttc ttcttaattt tagatgaaat tgaagacccg cataacctag gttctattat
   102001 gcgtactgcg gatgcaacag gagctcatgg aattattatt ccgaaaagaa gagctgtggg
   102061 acttacagct tcagttgcga aagcatctac cggggcaatt gaatatattc ctgttgcacg
   102121 tgtaacgaat ttatctcgta caatcgatga attaaaagaa cgtggacttt ggattgctgg
   102181 tacagatgca aaagggaaaa cggattaccg taatttagat ggtaaaatgc caattggatt
   102241 agtaattgga agtgaaggaa aaggtatgag ccgtattatt ggtgaaaaat gtgatttctt
   102301 aattacttta ccgatggttg gtaaagttac atccttaaat gcttcagtgg ccgcaagttt
   102361 gttaatgtat gaggtatatc gtaaacgtaa cgaaattggt aaataaaaaa tgaacgatat
   102421 tttaatcgtt gacggttaca acattattgg agcttgggga gacttgaaaa aactacggga
   102481 tgtagatttg caatcatcaa gagatgcact gattgataag atggcggatt accaaggtta
   102541 cacaggtaca aaggtaatga tagtttttga tgcttataca gtccacggta ttgaaaaaaa
   102601 gatgaaacaa tcgcgtgtgg aagttatatt cacgaggaag aatcaaactg cagatgaaaa
   102661 gatagagcaa cttgcaattg agcttagaaa tataaatacg caaatatatg ttgcgacttc
   102721 tgattatacg gaacaatggg ttatatttgc tcaaggtgcg ctccggaaat ctgcacggga
   102781 attagagctg gaagtacaag cgatggagca acaagtaaga aggcgtacac aagacacaaa
   102841 agaaaagcaa cctgctatgc gaaagatatt tagtaaagat attacagaaa agttagaaaa
   102901 attaagaaga ggagagcgtt gaagcattga cgctctttgt ctttttactg tataatattt
   102961 ctaaataaat agcggtcgga gggatcaagg tggaagcagg cttcgtaagt gtaggcgacg
   103021 ttacatttcg tgatttagaa gatgaggcaa tcgttgagtt agttcgaaaa ggtaatactg
   103081 acgctctaga atatttgatt cacaaatata agaactttgt tcgcgcgaaa tcgagatctt
   103141 atttcttagt gggtgccgat cgagaagata ttgttcaaga aggtatgatt ggattgttta
   103201 aagcgattcg tgattataaa gaggacaagc tgtcttcatt caaagcattt gctgaactgt
   103261 gtatcactcg acaaattatt accgctatta aaacagcaac caggcaaaag catattccgt
   103321 taaattcgta tgtgtcttta gataaaccga tttatgacga ggaatctgat cggacattat
   103381 tagatgttat ttcggaagcg aaggtaactg atcctgaaga aatgattata agtcaggaag
   103441 aatataccga catagaatct aaaatatctg aattattaag cgatttagaa aggaaagtgc
   103501 tttctttata tctagacggt cgttcttatc aagagatttc ggaacagtta aatagacatg
   103561 taaaatctat tgataacgct ttacagagag tgaagcggaa attggaacga tatatggaaa
   103621 tgagagagag taccacttca aattaataac aagagctaca ggtgtaaaaa atcacctgtt
   103681 ttctttttgt agagagtaca aaaggcatgt cattgacatt gtcttttatt gtatgataca
   103741 tttttaggga cataatgtta caaggttggt gtaactaatg aggaaaaaag ttgtactctc
   103801 atgtgaagag tgtaaaaatc gaaactactc tacgatgaaa gatacgagct cagtagagcg
   103861 acttgaaata aagaaatttt gtaaaacatg caatcagcat acagttcaca aggaaacaaa
   103921 ataaataatt gaaataatac actggaggtc ccgtagatgc gtttaacgaa ctttttcggc
   103981 gatgtaggtc gcgaaatgaa aaaagtaagt tggcctaaaa aagatgaatt actccgttca
   104041 acagcgactg ttatcgctac agttgtcttc tttgcgattt tcttcgcagt agttgatatg
   104101 ggcatttctt ctttaattcg gttaattctt ggttaattct tgaataagaa gcacttatcc
   104161 atgatataat gttatttata agaactgtgt aaaagcccgg tgaacgggtt ttttcatttg
   104221 cgcaaaaaaa tgtacgtcag ggagggaagg acgctcgtcc taaatgaatg gaaaaaagtt
   104281 ggtatgttgt ccatacttat tctggatatg aaaataaagt aaaagcaaac ctagagaaac
   104341 gtgtagaatc aatgggtatg caagataaaa ttttccgtgt tgttgtccca gaagaagtag
   104401 aagtagaaat gaaaaacggt aaagaaaaat taatgaaaag aaaagtgttc ccaggttatg
   104461 tattagtaga attaatcatg actgatgact cttggtatgt tgtacgtaac acgccgggtg
   104521 taactgggtt cgttggctct tctggttctg gatctaaacc atcacctcta ttagaagagg
   104581 aagttgttac cattatgaaa catatgggaa tggacaacga agtggttgat ttcgactttg
   104641 aacttcatga gacagtacgt gtaaatgagg gaccattcgc agattataca ggtgctatcg
   104701 aagaaattga tgtggagaag aagaaggtta gcgtacttgt ggacatgttt ggtcgcgaga
   104761 ctccagttga acttgacttc catcaaattg aaaaattata aaatgaaact tgaaatgaat
   104821 tgtaaaaagt gataatatct tttaagtcag tacgtcttcg ttatcggaga cgttttttga
   104881 aagattttat ccttacagat aaaatatgac gtgggagggc aaatcactgt ccaattgacc
   104941 acatcacgga cttaaggagg tgtgtctcgt ggctaaaaag gtaattaaaa tggtaaaact
   105001 tcaaattcct gcaggtaaag ctaacccagc tccaccagtt ggtccagcat taggacaagc
   105061 aggtgttaac atcatgggct tctgtaaaga gtttaacgct cgtacagcag atcaagctgg
   105121 tcttatcatc cctgttgaaa ttacggtatt tgaggaccgt tcattcactt tcattactaa
   105181 aactcctcct gctgctgttc ttcttaagaa agtagctggt attgagtctg gttctggtga
   105241 accaaaccgt aataaagtgg caactgttaa gcgtgataaa gtacgcgaaa tcgctgaaac
   105301 taaaatgcct gacctaaacg ctgctagcgt agaagctgca atgcgtatgg ttgaaggtac
   105361 tgcacgcagt atgggcatcg ttatcgaaga ctaattcgat ttgtttttta aaaaaggttg
   105421 cgggtctgga attccaattc gcaaccttta ttatcgtaaa tgattatcgt ttttaaataa
   105481 atggatggcg cgcatcctca ggttatacct gaaaataagc gtaaacgtgg gaggttattc
   105541 cgctaaaacc acattcgagg aggaaataaa aatggctaaa agaggtaaaa agtacgtaga
   105601 agctgcaaag cttgttgatc gtgcagctgc ttactctgca acagaagcag tagaattagt
   105661 aaagaaaaca aacacagcta aatttgatgc aactgtagaa gctgcattcc gtttaggtgt
   105721 tgaccctaag aaagctgacc aacaaatccg tggtgcagtt gttcttccac acggtactgg
   105781 taaagtacaa cgtgtattag tattcgctaa aggtgaaaaa gctaaagaag ctgaagctgc
   105841 tggagctgac ttcgtaggcg atgctgatta catcggtaaa atccaacaag gttggttcga
   105901 tttcgatgta gtagtagcaa ctcctgacat gatgggtgaa gttggtaaac ttggtcgcgt
   105961 attaggacct aaaggtttaa tgccaaaccc taaaactgga acagttactt tcgatgtaac
   106021 taaagctgtt aacgaaatca aagctggtaa agttgaatac cgcgttgata aagctggtaa
   106081 catccacgtt ccaatcggta aagtatcttt cgaagatgct aaattagtag aaaacttcag
   106141 aacaattgct gacactttac aaaaagttaa gccagctgct gcaaaaggta cttacatgaa
   106201 gaacgtaaca gttgcttcta caatgggacc tggcgtacgt gtagacgttt ctacattagc
   106261 gtaaattttg gaagttgact tcataaagaa gtttttatat aatcatttat gttgtgaatt
   106321 taaatagtgt accgtagaca gtaggtgtca atagacttaa tttcctacct aggtgttaat
   106381 atacgaagcg gaattttttt ctgtgactat atgcctccat gtctacaagt tgggcatgga
   106441 ggtttttagt gcactttcgg tacatcttct atataatcta caggaggtgt aataacatga
   106501 gcaaagtaat cgaaactaaa caacaagttg taactgaaat cgcggacaaa cttcgcgcta
   106561 gtaaatctac aatcgttgtt gactaccgtg gtttaacagt ttctgaagca acagaattac
   106621 gtaagcaatt acgtgaagct ggcgttgagt tcaaagttta caaaaactct ctaactcgtc
   106681 gtgctgcaga atctgctgaa atggctgagt taaatgaatt cttaacagga ccaaacgcaa
   106741 tcgcgttcag taacgaggat gtagttgctc ctgcgaaagt attaaacgac ttcgctaaag
   106801 atcatgaagc tttagaaatt aaagcgggcg taatcgaagg taaacttgta acacttgatg
   106861 aggttaaagc tatcgctact cttccatcac gtgaaggctt actttctatg cttcttagcg
   106921 ttcttcaagc tccaatccgt aaccttgcac ttgctactaa agcagttgca gaccaaaagg
   106981 aagagcaagg cgcttaattt tttaaaagat aattacgtat tatcgataaa acaatacaaa
   107041 cctatttaag ggaggatatt tacaatgact aaagaacaaa tcattgaagc agttaaatct
   107101 atgactgtat tagaacttaa cgacttagta aaagctatcg aggaagaatt cggcgtaact
   107161 gctgctgctc ctgtagctgt tgctggtggc gctggagaag ctgctgctga gaaaactgaa
   107221 tttgatgtgg aactaactag cgctggtgca caaaaaatca aagttatcaa agttgttcgt
   107281 gaaatcactg gtcttggctt aaaagaagct aaagaattag ttgacaacac tccaaaagta
   107341 atcaaagaag ctgctgctaa agaagaagct gaagaaatca aagctaaact tgaagaagtt
   107401 ggcgctgctg tagaagttaa gtaattaact tttgatgctt taaaaaaagc tcgctctcat
   107461 gcgagctttt tttaactgta aagaaaagag gtggccatat ggcagaccat tatttttcta
   107521 acgacccttc tagtaaaagt gatcgtaagc gatgggaatt tacgcttcgt ggatctcgat
   107581 ttactttctt atctgaccgt ggggtgttct cgaaaaacga agtggacttt ggttctcgtc
   107641 ttttaattga agcgtttcaa gtgccagata ttaaaggtga tatattagac gtaggttgtg
   107701 gatatggacc gattggttta tcgttggcga aagagtttca agaccgtaaa gttcacatgg
   107761 tggatgtgaa tgaaagggcg cttgagcttg cgaaagaaaa tgccgctaac aatagaattg
   107821 gaaatgtgca catttttcaa agtagcgtct acgaaaacgt agatggtatg tatgctgcta
   107881 ttctatctaa tcctccaatt cgtgcaggta aagatatcgt gcatgagatt ttagaaaaag
   107941 ctgtagagca tttagttcca ggtggagagt tgtggattgt tattcaaaag aaacaaggtg
   108001 caccatctgc actgaagaaa ctagaagaag tgttttctga agtcgaagtt gtagaaaaga
   108061 aaaaaggata ttatatcata aaatcaaaaa aacgttgacg gttatttttg gctatgttaa
   108121 cattatacaa tgccaatata tgattttctg cgttgagaaa gatgtatatt tttgtttctc
   108181 ttggaaaaga tagtaaaatc agcagattat gaaacagaat gatggttttc ttatagaagc
   108241 catttttctt ttttgagcag gtagaaagac tcaacgtatt tatctttaag agaaaaaaga
   108301 ctacgctaaa tagcagtagt tgtatttatt tgtgattttg cacaaatttt ttgtgcattt
   108361 ataatactca tgatttgagg ggtgaagcag ttgacaggtc aactagttca atacggacgc
   108421 caccgccaac gaagaagtta tgcccgtatt agtgaagtat tagagttacc aaatcttatc
   108481 gaaattcaaa cctcttctta tcagtggttt cttgatgagg gtttgcgaga aatgttccaa
   108541 gacatttctc cgattgaaga ctttacggga aatctatcgc ttgaatttat cgactacagc
   108601 ttaggtgaac ctaaatactc tgtagacgaa tgcaaagagc gtgatgtgac gtatgcagca
   108661 ccacttcgtg taaaagtgcg tctaatcaac aaggaaactg gtgaagtaaa agaacaagat
   108721 gtgttcatgg gagatttccc actcatgaca gagactggaa cattcgtaat taacggtgca
   108781 gaacgtgtta tcgtttccca gttagttcgc tctccaagcg tatactatag tggcaaagtg
   108841 gataaaaacg gaaaacgtgg ttttactgct actgtaattc caaaccgcgg agcttggtta
   108901 gagtatgaga cagatgctaa ggatgttgta tatgtgcgta ttgaccgtac gcgtaaactt
   108961 cctgtaactg ttttgttacg cgcattaggg tttggctctg atcaagaaat caccgagctt
   109021 ttaggtgata acgaatactt aagcaacaca ttagaaaaag acaacacaga tagcacagaa
   109081 aaagcattgc ttgaaattta tgagcgtcta cgtcctggtg aaccaccaac agtagaaaat
   109141 gccaagagct tacttgtgtc tcgtttcttc gatccaaagc gctatgattt agcaaatgta
   109201 ggtcgctaca agatcaacaa gaagttacac attaaaaaca gattgtttaa ccaacgttta
   109261 gctgaaacat tagtagatcc agaaactggt gaaattttag cggcagaagg aacaatctta
   109321 gatcgtcgta cacttgatcg cattttacct tacttagaga aaaacattgg attcaaaaca
   109381 gcgaaaccaa tgggtggagt ggtagaaggt gatgttgagc tgcaatctat taagatttat
   109441 gctcctgagt cagaaggcga gcgcgtaatt aatgtaattg gtaatgcaaa cattactcgt
   109501 gatgtaaaac acatcacacc aggtgatatc cttgcttcta tcagttactt cttcaactta
   109561 ctatacaaag taggggatac agatgatatc gaccacttag gaaaccgtcg tctgcgttct
   109621 gttggagaac tattacaaaa tcaattccgt atcggtcttt ctcgtatgga acgtgttgtt
   109681 cgtgagagaa tgtcgatcca agatacaaat gcaattacac cacaggcatt aattaatatt
   109741 cgtcctgtta ttgcagctat taaagagttc ttcggaagtt ctcagttatc tcagttcatg
   109801 gaccaaacaa atccattagc agagttaact cacaaacgaa gattatctgc attaggacct
   109861 ggtggtttaa cgcgtgagcg cgcaggcttt gaagtacgtg acgttcacta ctctcactat
   109921 ggtcgtatgt gtccgattga aacaccagag ggaccaaaca tcggtttgat taactcatta
   109981 tcttcgttcg cgaaagtaaa tgagtttggt ttcattgaaa caccataccg tcgtgttgac
   110041 ccagaaactg gtcttgtaac agggcatgtt gattatttaa cagcagatga agaagataat
   110101 tatgttgtag cccaagcgaa tatgaaatta tctgaagaag gagaattcct tgatgaagat
   110161 atcgtagctc gtttccgtgg tgaaaacatt gtcacaaata aagaacgcat cgactacatg
   110221 gatgtatcac caaaacaagt agtgtcggca gcgacagctt gtattccgtt cttagaaaac
   110281 gatgactcta accgcgcact tatgggagcg aacatgcaac gtcaggcggt tccgttaatg
   110341 aatccggaat caccgattgt aggtacaggt atggagtacg tatcagcaaa agactcaggt
   110401 gctgcagtaa tctgtaaaca ccctggtatt gttgagcgcg tagaagcacg tgaagtttgg
   110461 gtacgtcgct atgtagaagt tgacggtcaa acagtaaaag gcgacttaga tcgctacaaa
   110521 atgcaaaaat tcattcgttc taaccaagga acttgctaca accaacgtcc aatcgtaagt
   110581 gttggaaatg aagttgtaaa aggtgaaatc cttgcggatg gtccttctat ggaattaggt
   110641 gaactagcac ttggacgtaa cgtgcttgtt ggcttcatga cttgggacgg ttataactac
   110701 gaggatgcga tcattatgag tgagcgcctt gtaaaagatg atgtgtacac ttctattcat
   110761 attgaagaat atgagtcaga agctcgtgat acgaagcttg gaccagaaga aattacacgt
   110821 gacattccaa acgttgggga agatgcatta cgcaaccttg acgagcgcgg tatcattcgc
   110881 gttggtgcgg aagtaaaaga tggagattta cttgttggta aagtaacgcc taaaggtgta
   110941 acagaattaa cagctgaaga acgtctatta catgctatct ttggagaaaa agcgcgtgaa
   111001 gtacgtgata catcactacg tgtaccacac ggtggtggcg gtattatctt agacgtaaaa
   111061 gtattcaacc gtgaagatgg cgatgaattg ccaccaggcg tgaatcaact tgtacgtgca
   111121 tatatcgttc aaaaacgtaa aatttctgaa ggtgacaaga tggccggacg tcacggtaac
   111181 aaaggtgtta tctctcgtat tttaccagaa gaagatatgc cttacttacc agacggtacg
   111241 ccaatcgata tcatgttaaa cccattaggg gtaccatctc gtatgaatat cggtcaggta
   111301 ttagagcttc atcttggtat ggcagcaaga taccttggta ttcacattgc aacaccagta
   111361 ttcgatggtg ctcgtgagga agatgtttgg ggcacaattg aagaagctgg tatggcgaat
   111421 gacgcgaaaa caatcctgta tgacggacgt actggtgaac cattcgataa ccgtgtatct
   111481 gttggtgtca tgtatatgat caaacttgcg cacatggttg acgataaact tcatgctcgt
   111541 tctactggac catactcact tgtaacgcag cagcctcttg gaggtaaagc tcagttcggt
   111601 ggacagcgtt tcggtgagat ggaggtttgg gcacttgaag cttacggtgc tgcttatact
   111661 cttcaagaaa tcttaacagt gaagtctgat gatgttattg gacgtgttaa gacgtatgaa
   111721 gcaattgtta aaggcgaaaa tgttccagaa ccaggcgttc ctgaatcatt caaagtattg
   111781 attaaagagc tgcaaagttt aggtatggac gttaaaatga tgtctagcga cgatacagaa
   111841 attgaaatgc gtgatacgga agatgacgat gatcatcaat cagcagataa attgaatgtc
   111901 gaagttgaga caactaagga ataattggga taacctgtag actaaaaggg aggtaggccc
   111961 cttgatagat gtaaataact ttgaatatat gaagattgga cttgcttcac ctgacaagat
   112021 tcgttcttgg tcatacggtg aagttaagaa accagaaaca attaactatc gtacgttaaa
   112081 gcctgaaaaa gatggcttgt tctgtgagcg tattttcgga ccacaaaagg actgggaatg
   112141 tcattgcgga aaatacaaac gtgtacgtta taaaggtgta gtttgtgatc gatgtggcgt
   112201 tgaagtaacg cgtgcgaaag tacgtcgtga acgtatgggt catatcgaat tagctgctcc
   112261 tgtatctcat atttggtatt tcaaaggtat cccgagccgc atgggacttg tcttagacat
   112321 gtcccctcgc gcgcttgaag aagtaattta tttcgcttct tatgttgtaa cagaaagtgg
   112381 agatacacca cttgataaga agcaattact ttctgaaaaa gaataccgtg catatcgtga
   112441 tcgatatggt agcacattcc aagctgctat gggtgcagaa gcgattaaaa agctattaca
   112501 agacatcgat ttagataaag aagtagactt cttaaaagaa gaattaaaaa cagcacaagg
   112561 acaacgccgt actcgtgcta ttaaacgtct agaagtatta gaagcattcc gtaactctgg
   112621 aaatgagcca tcttggatga tcttagatgt tctaccagta atcccaccag aactacgacc
   112681 aatggtacag ttagatggtg gacgttttgc tacttctgac ttaaacgact tataccgtcg
   112741 tgtaattaac cgtaacaacc gtttaaaacg tctattggac ttaggtgcac caagcattat
   112801 cgttcaaaac gaaaaacgta tgttacaaga agctgtagac gcattaatcg ataatggtcg
   112861 tcgtggccgt ccagttactg gaccgggtaa ccgtccatta aaatctctat ctcacatgct
   112921 taaaggtaaa caaggacgtt tccgtcaaaa cttattaggt aagcgtgttg actactctgg
   112981 tcgttctgta atcgttgtag gaccgaactt aaagatgtat caatgtggat taccgaaaga
   113041 gatggcgctt gaactgttca aacctttcgt aatgaaagag ttagttgaaa aaggattagc
   113101 acacaacatt aagagtgcga aacgtaaaat cgagcgtgta caacctgaag tttgggacgt
   113161 tttagaatct gtgattaaag aacatccagt acttctaaac cgcgcaccaa cacttcaccg
   113221 tcttggtatt caggcgtttg aacctacatt agtagaaggt cgcgcaatcc gtcttcaccc
   113281 acttgtatgt actgcataca acgcggactt tgacggtgac caaatggccg ttcacgtacc
   113341 tttatcatca gaagcgcaag cagaagctcg tcttcttatg ttagcggcac aaaacatctt
   113401 gaacccgaaa gacggtaaac cagttgttac tccatctcag gatatggtat taggtaacta
   113461 ctacttaaca cttgagcgtg aaggtgcaat cggtgaaggt atggtcttca aagatgcgaa
   113521 cgaagcatta cttgcatatc aaaatggata tgtacatctt catacgcgtg ttgcagtagc
   113581 tgcaagtgca gtaaacaacg taacatttac tgaagagcaa aagaatatgc ttctattaac
   113641 aacagttggt aaattaatat ttaacgaaat cttaccagag tcgttccctt atattaatga
   113701 accaacaaat tcaaaccttg aaaaagaaac accagcgaaa tatttcgttg aaaaaggtgc
   113761 gaacattaaa gagattattg ctagtcgcga agaagtggca ccattcagca agaaaatcct
   113821 tggtaacatc attgcggaag tgtttaaacg tttcaaaatt acagaaacgt ctcgcatgct
   113881 tgaccgtatg aaaaacttag gattcaagta ctctacaaaa gctggtatta cagttggggt
   113941 atctgacatt cttgtattag gtgaaaaaga tgaaattctc cacgaagcac aagcaaaagt
   114001 agataatgta attaaacaat tccgtcgcgg tttaatcacg gaagaagaac gttacgatcg
   114061 cgttatctct atttggagta atgcaaaaga tgttatccaa ggaaaactga tgaagtcctt
   114121 gaataaacgc aacccaatct tcatgatgag tgattccggt gcccgtggta acgcatcgaa
   114181 ctttactcag cttgctggta tgcgtggtct gatggccaat ccatctggtc gtatcatcga
   114241 acttccaatc aaatcaagtt tccgtgaagg tttaacagta cttgagtact tcatctctac
   114301 gcatggtgcg cgtaaaggtc ttgccgatac agcactgaaa actgccgatt ctggttactt
   114361 aacacgtcgt cttgttgacg ttgcacaaga tgtaatcgtt cgtgaagatg attgtggaac
   114421 agatcgcggt ttattaattg gtgcgattaa agagggtaat gaagttattg agtcattata
   114481 tgatcgtctt gttggacgtt ttgcaagaaa aactgtaaaa catcctgaaa caggtgaagt
   114541 attagttgct gaaaatcaat taattactga agatatcgct catattgttg aaaactcggg
   114601 tgttgaaact gtaaacattc gttcagcgtt tacgtgtaac actcgccatg gtgtatgtaa
   114661 gaagtgttac ggtcgtaact tagcaactgg aacagacgta gaagtagggg aagcggtagg
   114721 tattatcgca gctcaatcta tcggtgagcc aggtacacag ttaacgatgc gtacgttcca
   114781 tacaggtggg gttgccggag atgatatcac tcaaggttta cctcgtatcc aagagatctt
   114841 cgaagctcgt aatccgaaag gtcaggctgt tatcagtgaa atcgacggtg ttatcgcagc
   114901 gatcaacgat gttaaagatc gccaagaagt agttgtacag ggtgaagttg aagctcgtac
   114961 gtatgctatt ccttatggtg ctcgtctgaa agtaattcca ggacagaaaa ttagccacgg
   115021 taaagagtta acagaaggtt ctattgatcc gaaagaatta ctaaaagtaa cagacattac
   115081 ggcagttcaa gaatacttat tacgtgaagt tcaaaaagta taccgtatgc aaggggtaga
   115141 aattggtgac aaacacgtag aagtaatggt acgccaaatg ttacgtaaag tacgtgtgag
   115201 tgatgcaggt gaaacagatg tattaccagg aacattacta gatatccatc agtttactga
   115261 tgcgaatgcg aaggtgttac tgcaaggtaa acaaccagca acagctagac ctgttctact
   115321 tggtattaca aaagcttcac ttgaaacaga ttcattctta tctgcagcat cgttccaaga
   115381 aacaactcgt gtcttaactg atgcagcgat taagggtaaa cgcgatgagc ttctaggatt
   115441 gaaagaaaat gttattatcg gtaaacttgt tcctgctgga acaggtatga atcgttatcg
   115501 caaagtggat cttgttaaaa ctacacaaga tgacatgaat gtagaaaacg atgaagttta
   115561 tgtggaacag taaaattttc cgtcgtaaat tttgtataaa aacagttaat cctagttgac
   115621 attgtatgag tcaaaatgtt actataagca aggttgctcc tgaacgatgc tttggaggat
   115681 atttatatgt cttatcaaaa agtgtcaaat gctgaaaatg tagtcgttgg tcataaacgt
   115741 acattggaag caatcaaaaa tggtatagtt aaagaagttg tcattgcaga agatgctgat
   115801 atgcggttaa cccatgttat cattcgcact gcattgcaac ataacatacc cataaccaaa
   115861 gttgaatcag ttcgtaaact tggaaaagtt gcggggattc aagtgggagc ttcagcaata
   115921 ggaataataa gttaaaactg tttttgtgag gagagagcat ttgctctccc ttgcaaaaac
   115981 tttgttttca actaataatg aaccacctgg atatgtggtc atacaaacat gcgaagggag
   116041 gataatcaaa tgcctactat taaccaatta gtgagaaatg gtcgtactga taaagtatgg
   116101 aaatctaaat cacctgcgtt aaacaaaggt tttaactctt taaagaaaaa atcaactgat
   116161 atctctgcac ctcaaaaacg tggtgtatgt actcgtgttg gtacaatgac tccaaagaaa
   116221 cctaactcag cgttacgtaa atatgctcgt gttcgtttaa caaatggtat tgaggtaaca
   116281 gcatacatcc caggtatcgg tcacaactta caagagcaca gcgtagtatt aattcgcggt
   116341 ggtcgtgtaa aagacttacc aggggtacgt taccacatcg ttcgtggtgc gcttgataca
   116401 gctggtgttg acaagcgtat gcaaggccgt tctaaatacg gtactaaaaa gcctaaagcg
   116461 gctaagaaat aataactttt taatgaaagg aggaactcaa tatgcctcgt aaaggacctg
   116521 ttgcaaaacg tgacgtgtta ccagatccaa tgtacaattc gaagctagta acacgcctta
   116581 tcaacaaaat gatggttgac ggcaaaaaag gtaaatctca aacaattctt tataatgcgt
   116641 tcgatatcgt aagcgaacgt actggtaaag agccaatgga agtattcgag caagctctta
   116701 agaacattat gcctgttctt gaagtacgcg ctcgtcgtgt tggtggtgct aactaccaag
   116761 ttccagttga ggttcgtcca gaacgccgta caactttagg tcttcgttgg ttagtaaact
   116821 acgctcgtct tcgtggtgaa aaaactatgg aagagcgtct tgctaacgaa atcttagatg
   116881 cagctaacaa cgctggtgca tctgttaaga aacgtgaaga cactcataaa atggcagaag
   116941 ctaacaaagc atttgctcat taccgttggt aggattcaac gtaaaataaa tgtaagcata
   117001 aaccgcttta tttgtcgctt atggaagtgt ggagagggag aatgcctctc cctttcgttg
   117061 ggcgctcgtt ttacataatg agggtactgg acatactgac atgtgtaaca atataaagtg
   117121 gcttttttgc tacttaaaat aaaaaatcca atccatatat ggaaggagca agacaccaaa
   117181 tggcaagaga gttctcttta gaaaacactc gtaatattgg tatcatggct cacatcgatg
   117241 ctggtaaaac aacagctact gagcgtattc tgtactacac aggacgtatt cacaaaatcg
   117301 gtgaaactca cgaaggtgca tctcagatgg actggatgga gcaagagcaa gagcgtggta
   117361 tcacaattac ttctgctgca actacagcac aatggaaagg tcaccgtgta aacatcattg
   117421 acactccagg tcacgtagat ttcacagtag aagtagaacg ttctttacgc gtacttgatg
   117481 gcgcagtagc agtacttgat gcacaatctg gtgtagaacc acaaacagaa actgtttggc
   117541 gtcaggctac tacttacggc gtacctcgta tcgtattcgt taacaaaatg gataaaatcg
   117601 gtgcagattt cttatactct gtaggaacaa tccacgatcg tttacaagca aacgcacacc
   117661 caattcagtt accaatcggt gctgaagatg agttcaatgg tatcattgac cttgttgaag
   117721 aatgtgctta catgtacggt aacgatttag gaacagacat tcaacgtgtt gaaattcctg
   117781 aagagcataa agaactagct gaagaatacc gtggaaaact tattgaagcg gtagctgagc
   117841 ttgatgaaga aatgatgatg aagtacctag aaggtgaaga aatcactgta gaagagctta
   117901 aagctggtat ccgtaaggct acaacttctg tagaattctt cccagtaatc tgtggttctg
   117961 cattcaaaaa caaaggtgtt caaattctgt tagacgcagt tatcgactac ctaccatctc
   118021 cattagacgt acctgctatt aaaggtatcg ttcctgatac agatgaagaa gtagaacgta
   118081 agtctagcga tgaagaacca ttcgcagctc tagcattcaa aatcatgact gacccttatg
   118141 ttggtaagtt aacattcttc cgtgtgtact ctggtgtgtt aaactctgga tcatacgtga
   118201 aaaactcaac taaaggtaag cgtgagcgtg taggtcgtat cctacaaatg cacgctaaca
   118261 gccgtgaaga gatctcaaca gtttacgctg gtgatatcgc tgctgctgta ggtttaaaag
   118321 atactactac tggtgatact ctttgtgacg agaagagcct tgttatcctt gagtctatgg
   118381 aattcccaga gccagttatc tctgtagcta tcgaaccaaa atcaaaagct gaccaagata
   118441 aaatgggtac agcattatct aagctttctg aagaagatcc aacattccgt gctcacactg
   118501 accaagaaac tggccaaaca atcatcgctg gtatgggtga acttcacctt gatatcatcg
   118561 ttgaccgtat gcgccgtgaa ttcaaagttg aagcaaacgt tggtgctcct caggtagcat
   118621 accgtgagac tttccgcgct gctgcgaaag ttgaaggtaa gttcgctcgt caatctggtg
   118681 gacgtggaca attcggtcac gtttggattg agtttgaacc taatgaagaa ggtaaaggat
   118741 tcgaattcga aaacaagatc gtcggtggtg ttgttccacg tgaatacatc ccagctgtag
   118801 gcgcaggtct tgaagatgca cttaaaaatg gtgtacttgc tggatatcca gtagtagaca
   118861 ttaaagctgc attagttgac ggatcttacc atgatgtcga ttcatctgag atggcgttca
   118921 aaatcgctgc atctatggca cttaaagctg cggtttctaa atgtaaccca gtaattcttg
   118981 agccaatgat gaaagttgaa gttgtaattc ctgaagagta catgggtgac attatgggtg
   119041 acgtaacatc tcgtcgtgga cgtgtagaag gtatggaagc tcgcggtaac gctcaagttg
   119101 ttcgcgctat ggttccactt tctgaaatgt tcggttatgc aacgtcatta cgttctaaca
   119161 ctcaaggacg cggaacattc tctatggtgt ttgaccacta tgaagaagta ccaaagtctg
   119221 tttctgaaga aattatcaaa aaaaataaag gtgaataatt gatttttatc gattcttcac
   119281 gtataactac ttatgtaagc ttagaaagtg ggacgcaagt ttcgctttct agcctaaata
   119341 taaaataacc tatataaact aaggaggaat ttagaatggc taaagctaaa ttcgaacgtt
   119401 ctaaacccca tgttaacatc ggtacaatcg gccacgttga ccatggtaaa actacattaa
   119461 ctgctgcgat cactacagta cttgcaaaag ctggtggtgc tgaagcacgc ggatacgatc
   119521 aaatcgatgc tgctccagaa gaaagagagc gcggtatcac aatctcaact gcacacgttg
   119581 agtacgaaac tgaaactcgt cactatgcac acgttgactg cccaggtcac gctgactatg
   119641 ttaaaaacat gatcactggt gctgctcaaa tggacggcgg tatcttagta gtatctgctg
   119701 ctgatggccc aatgcctcaa actcgtgagc acatccttct ttctcgtcaa gtaggtgtac
   119761 cttacatcgt tgtattctta aacaaatgcg acatggtaga cgacgaagaa ttattagaat
   119821 tagtagaaat ggaagttcgc gacctattat ctgaatacgg attcccaggc gacgacattc
   119881 ctgtaatcaa aggttctgct cttaaagctc ttcaaggaga agctgattgg gaagcaaaaa
   119941 tcattgaatt aatggctgaa gttgatgctt acatcccaac tccagaacgt gaaactgaca
   120001 aaccattctt aatgcctgta gaggacgtat tctctatcac aggtcgtggt acagttgcta
   120061 ctggtcgtgt tgagcgcggt atcgttaaag ttggtgacgt agtagaaatc atcggtcttg
   120121 ctgaagaaaa tgcttctaca actgtaactg gtgtagagat gttccgtaaa cttcttgacc
   120181 aagctcaagc tggagacaac atcggtgctt tacttcgtgg ggttgctcgt gaagacatcc
   120241 aacgtggaca agtacttgca aaaagcggtt ctgtaaaagc tcacgctaaa ttcaaagctg
   120301 aagttttcgt attatctaaa gaagaaggtg gacgtcacac tccattcttc gctaactacc
   120361 gtcctcagtt ctacttccgt acaactgacg taactggtat catccaatta ccagaaggta
   120421 ctgaaatggt aatgcctggt gacaacatcg aaatgactat cgaacttatc gctccaatcg
   120481 ctatcgaaga gggaactaaa ttctctattc gtgaaggtgg acgtacagta ggttacggtg
   120541 tagttgctac tatcgttgag taatcttaac tgatataaaa aaccccgagg gattttccct
   120601 tggggttttt gtttgcgttt atataataaa taaaatcata tttttatgtt ttgacgagtt
   120661 tcttctataa tatataaaaa gtaataaaca aaacccagaa actgtaaaat gaattctagt
   120721 agatgaaaac ttgaaattct ttaaagtgcc atgtataata gcaaaagtag agaaaagcag
   120781 atgcaaacaa aaagatgctt gcatctagac gaataacatt gtataataga caatgttggt
   120841 ctttgactgc gatgaagtgg aaggttgctg acacacccgg ccgctttgcc atggcatggt
   120901 gtggggaaat ttccatggag aaggtctatt ttagaaatag gcgaacgaag gagggaaaat
   120961 aatggcaaaa gaaaaaattc gtatccgttt aaaagcttac gatcaccgta ttcttgatca
   121021 gtctgctgac aaaattgtag aaacagctaa gcgttctggg gcaacagttt ctggtccgat
   121081 cccattacca actgaaaaaa ctgtttacac aattcttcgt gctgttcata agtacaaaga
   121141 ttctcgtgag caattcgaaa tgcgtacgca caaacgtcta atcgacatcg tgagtcctac
   121201 tccacaaaca gtagattcat taatgcgttt agacttacca tctggtgtag atatcgaaat
   121261 caaactataa tttatataac ttaaaaatgt aggaggtgta actcatgacc aaaggaatct
   121321 taggaagaaa gatcggtatg actcaagtat ttgctgagaa cggtgagtta atcccagtaa
   121381 cagttatcgc tgctaatcca aacgttgttc ttcaaaagaa aacaactgaa actgatggct
   121441 acaacgcaat ccagttagga tttgaagata aacgtgaaaa gttaactaac aaacctgaac
   121501 aaggccacac tgctaaagca tctacaactc ctaagcgctt cattcgcgaa atccgcgatg
   121561 cagacgtgga cggattagag gttggtcaag aggtaaaagt tgacgtattc gctacaggtg
   121621 aaatcgttga tgtaacagga atttctaaag gtaaaggttt ccaaggtgtt atcaaacgcc
   121681 acggacaatc tcgcggacct atgtctcatg gttctcgcta tcaccgtcgt ccaggttcaa
   121741 tgggcccagt tgctccgaac cgtgtattca aaggcaaaaa acttgctgga cgtatgggtg
   121801 gagaccaagt tactatccaa aacttagaaa tcgttcaagt tgacactgag cgcaacttat
   121861 tattagtaaa aggtaacgtt ccaggtgcta agaaatctct tgtagttgtt caaggcgctg
   121921 tgaaggttag caaataattc acaataggaa ggaggaattc caatgccaaa agttactgta
   121981 tataaccaaa ctggttcaca ggttggtgaa atcgaattag ctgaagctat tttcggtatc
   122041 gaaccaaatg aagctgtact tttcgaagct gtaatgatgc aacgtgcatc tttacgtcaa
   122101 ggtacacaca aagtaaaaac tcgctctgaa gttcgcggtg gtggtcgtaa accatggcgt
   122161 caaaaaggaa ctggacgtgc tcgtcaaggg tctatccgct ctcctcaatg gcgtggtggt
   122221 ggtacggtat tcggacctac accaagaagc tatgcgtaca aacttcctaa gaaagttcgt
   122281 cgtttagcaa tcaaatctgc attagctact aaagtagttg agaacaacat tgtagttctt
   122341 gaagacctag tgttaaatgc accaaaaaca aaagacatgc tagcagtact taaaggatta
   122401 actgttgaga agaaagctct tatcgtaact gctgatgcaa acgaatctgt agagttatct
   122461 gctcgcaata tccctggagt aacagtaatc actgctgatg gcgtaaacgt tttagacgtg
   122521 cttcatcatg ataagctaat catgacaaaa gcggcagtgg aaaaagtaga ggaggtgctt
   122581 gcataatgag agatcctcgt gatatcatta agcgcccagt tatcactgaa cgttctatgg
   122641 aaatgatggc tgaaaaaaaa tacacgttcg atgtggacgt taaatctaat aaaacagaag
   122701 ttaaagatgc tcttgaagcg atctttggtg ttaaagtaga aaaagtgaac atcatgaact
   122761 acaagccgaa agcaaaacgc gttggtcgtc acgctggttt tactagccgt cgtcgtaaag
   122821 caatcgttaa gctaactgct gacagcaaag aaatcgaaat cttccaaggc gtttaattct
   122881 tactaaagaa ggagggaaat tgagatggga attaaaaagt ataatccaac tactaacggt
   122941 cgtcgtaaca tgactacgaa tgatttcgct gaaatcacga ctgacagacc cgaaaagtct
   123001 ttacttgctc ctttaagcaa aaaggctggt cgtaataacc aaggtaaaat cactgtacgt
   123061 catcaaggtg gcggacataa gcgtcaatac cgtatcatcg acttcaaacg taacaaagat
   123121 ggaattccag gacgcgttgc tacgatcgaa tacgatccaa accgctctgc gaatatcgca
   123181 ttaattaact acgttgacgg tgaaaaacgt tacattcttg ctcctaagaa cttagaagta
   123241 ggtatggaaa ttatgtctgg cgctgaagct gacattaaaa tcggtaacgc attaccatta
   123301 atcaacattc cagtaggtac tgttgttcat aacatcgagc ttaaaccagg tcgtggtgga
   123361 caattagttc gttctgctgg tacatctgca caagtacttg gtaaagaagg taaatacgtt
   123421 cttgtacgtt taacttctgg tgaagtgcgt cttgtattat ctgcttgccg tgcaactgta
   123481 ggtcaagttg gtaacgagtc acacgaactt atcaagatcg gtaaagctgg tcgctctcgc
   123541 tggttaggta agcgcccaac tgttcgtggt tctgtaatga acccagttga tcacccacac
   123601 ggtggtggtg aaggacgttc accaatcgga cgtaagtctc caatgtctcc atggggtaaa
   123661 ccaactcttg gattcaaaac tcgtaagaaa aacaaagcgt ctgacaaatt catcgttcgt
   123721 cgtcgtaaaa aataatggga ttgtagtacg gttcactttg agaaccgtac ggcaatcacg
   123781 aagggaggca ccaaaatggc tcgtagcttg aaaaaaggac catttgtcga tgatcattta
   123841 atgagtaaaa ttgcaaagct aaatgaaact gagcaaaagc aagttgttaa aacttggtct
   123901 cgtcgttcaa cgatcttccc tcagttcatc ggtcacacaa tcgctgtata tgacggtcgt
   123961 aaacatgtac ctgtatatgt tactgaagac atggtaggcc acaagttagg tgaattcgca
   124021 ccaactcgta cgtataaagg tcatgatgct gacgataaga aaactagaag ataatgagag
   124081 gaggcacttc aatgcaagct aaagcagtag cgagaacagt tcgtattgct cctcgtaaag
   124141 ttcgtttagt tgtagactta atccgaggta agcaagtggg tgaagcgatt gctatcctta
   124201 accacacacc aaaaactgct tctccagttg tagaaaaagt tttaaaatct gcaatcgcaa
   124261 atgcagagca caattatgaa atggacatca acagcctagt tgttgagaaa gttttcgttg
   124321 acgaaggtcc aacgttaaaa cgtttccgtc cacgtgcaat gggtcgtgca agccaaatta
   124381 acaaacgcac aagccacatc acagttgtgg tatcagaaaa gaaggaggga taatcgatgg
   124441 gtcaaaaggt taatccaatt ggtcttcgtg tcggcgttat ccgtgactgg gaatctcgtt
   124501 ggttcgctga gaaagattac gctacattat tacatgaaga catcaaaatc cgtgagtaca
   124561 ttaatgtacg cttaaaagat tctgctgttg ctaaagtaga aatcgaacgt gcagcaaatc
   124621 gtgtaaatgt tacaattcac acagcaaaac ctggtatggt aattggtaaa ggtggtactg
   124681 aagttgaagc acttcgtaaa gctcttaacc aattaacagg caagcgtgta cacatcaaca
   124741 ttttagaagt taagagagct gatcttaacg ctaaattagt aggcgaaaac attgctcgtc
   124801 aattagaaaa ccgtgtatca ttccgtcgtg cacaaaagca agttattcaa cgtgctatgc
   124861 gtgcaggtgc taaaggtatt aaaacacagg tttctggtcg tcttggcgga gctgatatcg
   124921 ctcgtgcaga atcttacagt gaaggaactg ttccacttca tacacttcgc gctgatattg
   124981 actatgcagc agttgaagct gatacaacat acggtaaatt aggcgtaaaa gtatggatct
   125041 accgtggaga agtccttcct acaaaaaaga aagcttctga ggaaggagga aaataatatg
   125101 ttaatgccaa aacgcgtaaa atatcgtaga gagcatcgtg gtaaaatgcg tggtcgtgca
   125161 aaaggtggaa ctgaaattgc tttcggtgaa ttcggtttac aagcacaagc tgcttcatgg
   125221 attacaaacc gtcaaatcga agctgctcgt cgtgcaatga ctcgttacat gaaacgtggc
   125281 ggtaaagtat ggattaaaat tttcccttct aaaccttaca ctgcaaaacc tctagaagta
   125341 cgtatgggtt ccggtaaagg ggcaccagaa ggctgggtag cagtagtaaa acctgggaaa
   125401 attatgttcg aaatcgcggg tgtatctgaa gaggtagcac gcgaagcatt acgtcttgca
   125461 gctcacaagt tacctgtgaa atgtaaattc gtaaaacgtg aagaaaatgg tggtgaatct
   125521 aatgaaaact aatgatattc gtgaattaac cactgccgaa atcgaaacaa aagttaaagc
   125581 tttaaaggaa gagttgttta atcttcgctt ccaacttgct acaggacaat tagagaatcc
   125641 aactcgcatt cgtgaagtgc gtaaagcgat tgctcgtatg aaaactgtag ttcgtgaaag
   125701 agagatcgga attaatcgat aaattgaggg gaggtttgca tagtgagcga acgtaaccaa
   125761 cgcaaagttt atactggtcg tgtagtgtct gacaaaatgg acaaaacgat tacagtttta
   125821 gttgaaactt acaaaactca ttccttgtac ggaaaacgtg ttaagtattc taagaagtac
   125881 aaagcccatg atgagcaaaa ccaagcgaaa cttggcgata tcgttaaaat catggaaact
   125941 cgcccgcttt ctgctactaa gcgtttccgt ttagttgaaa tcgttgaaga agcggttatt
   126001 atctaaatag acgaatcgga atttttagtc cgaagggagg tttcataaca tgatccaaca
   126061 agaatctcgt ttgaaagttg ctgacaactc tggtgcacgt gaacttttaa caatcaaagt
   126121 attaggcggc tctggtcgta aatatgctaa cattggtgac attatcgttg ctacggtaaa
   126181 acaagcaaca ccaggtggcg ttgttaaaaa aggtgacgtt gttaaagcag tagtagtacg
   126241 tacgaagagc ggagctcgtc gtccggacgg ttcttacatc aaatttgatg aaaacgcagc
   126301 ggttatcatt aaagacgata agagcccacg tggtactcgt atcttcggac cagtagctcg
   126361 tgaattacgt gatagcaact tcatgaagat cgtttcttta gctccagaag ttctataatt
   126421 taaggtattg ccttgctaag gaggtgcaga attaagatgc atgtaaaaaa aggtgataaa
   126481 gtacaggtaa tcactggtaa agacaaagga aaacaaggcg ttatccttgt ggctttccca
   126541 aagcaaaacc gtgttatcgt tgagggtgtc aatatcgtta agaagcactc taagccatct
   126601 caattaaatc cacaaggtgg aattattact aaagaagcac ctattcacgt ttctaacgtt
   126661 atgattttag atccgaaaac aggtgaacct actcgtgtag gcttcaaagt agaagatggt
   126721 aaaaaagttc gtattgcaaa aaaatctggt gaattattag ataaataatt ttcttaagaa
   126781 aggaggtcac ttcattgaat cgccttaaag agaagttcca aaaggaaatt actcctgctc
   126841 tagtgagcaa gtttaactat aaatctgtaa tgcaggtacc aaaaatcgaa aagatcgtaa
   126901 tcaacactgg tgttggtgac gcggtatcta actcaaaaac gttagacaac gcagtagaag
   126961 aattaacaca aatcacaggt caaaaacctg ttgtaactcg tgctaaaaaa tcaatcgctg
   127021 gtttccgtct tcgtgaaggt atgccaatcg gtgcgaaagt aactttacgc ggcgagcaaa
   127081 tgtatgagtt cttcgacaaa ttagtatcag tttctttacc acgtgtacgt gatttccgtg
   127141 gtgtttctaa gaaatcattc gatggtcgtg gaaactacac attaggtgtt aaagagcaac
   127201 ttattttccc tgagattgat tatgataaag taagcaaagt ccgcggtatg gacatcgtaa
   127261 tcgttactac agcgaaaact gatgaagaag ctcgtgaact gttaacacaa ttcggtatgc
   127321 cattccaaaa ataatggaag ccaacgctaa gtagaggagg cgaaaacgtg gctaaaaaat
   127381 ctatgatagc gaaacaaaag cgtactccta agtttaaagt acaagagtat acacgttgcg
   127441 aacgctgcgg tcgtccgcat tctgtatacc gcaaatttaa actttgccgt atttgtttcc
   127501 gtgaacttgc atataaaggt caaattcctg gtgttaaaaa agctagttgg taaaacccac
   127561 aaatgggaag gaggtaaaac acatggtgat gacagatcca attgcagaca tgcttactcg
   127621 catccgtaat gcgaacatgg tacgtcatga gaaattagag gttcctgctt ctaaaatcaa
   127681 aaaagagatc gctgaacttt taaaacgtga aggtttcatt cgtgatgtag aatacatcga
   127741 ggataacaaa caaggtatcc ttcgtatttt cctgaaatat ggtgcaaaca atgaacgtgt
   127801 aatcactgga ttaaaacgta tcagtaaacc tggcttacgc gtttacgcta aagctgacga
   127861 agtaccacgt gtacttaacg gattaggtat cgctcttgtt tctacatcta agggagtaat
   127921 gacagacaaa gacgctcgtc aattacaaac tggtggagaa gtagtagcat acgtttggta
   127981 atatatattt aaaacgaacg gaggtgtgac cacatgtctc gtattggtaa aaagattctt
   128041 gaaatccctg caggtgttac tattacagtt gcagaagaca atactgtaac agtaaaaggc
   128101 cctaaaggtg aattaactcg tactttcaat gctgatatgc ttatcaaaat tgaagagaat
   128161 acattaacag ttgagcgtcc atctgaacag aaggaacacc gtgcattaca cggtacaact
   128221 cgtgctttaa tcggaaacat ggttgaaggt gtaactgaag gtttcgcacg cggacttgaa
   128281 ttagtcggtg ttggttaccg tgctcaaaaa caaggtgata aacttgtatt aagcgtaggt
   128341 tattctcatc cagtagaaat gactccggaa gcaggtcttg aagttgaagt acctgcacca
   128401 actaagatcg taatcaaagg tatcgacaag caacgtgttg gcgaatttgc tgctaacatc
   128461 cgtgctgtac gtgctcctga gccttacaaa ggtaaaggta ttcgttacga aggcgaagtt
   128521 gttcgtcgta aagaaggtaa aactgctaag taaacccgtt aggtgagaga aaggagtgac
   128581 aagaatgatc actaaagctg ataaaaatgc gactcgtaag aaaagacatg cacgtgtacg
   128641 tgctaaactt actggtactg cagagcgtcc acgtttaaac gtgttccgtt ctaaccaaca
   128701 tatttacgct caagttattg atgatgtgaa tggtgtaacg ttagtaagtg catctactct
   128761 tgataaagac cttgctctta acggtactag caatattgaa gctgctacga aagttggaga
   128821 atcagttgct aagcgtgctg tagagaaagg cgttaaagaa gtagtatttg atcgcggtgg
   128881 ttacttatac catggccgtg ttaaagctct agctgaagct gctcgtgagg ctggattaca
   128941 attttaatgg tcaaaggagg gaaaattgat gcatcgcatt gacccaagta aattagaact
   129001 tgaagaacgt gtagttacga taaatcgtgt cgcgaaagtt gttaagggtg gtcgtcgttt
   129061 ccgctttgct gcactagttg tagttggcga taaaaacggt catgttggat tcggtactgg
   129121 taaagcacaa gaggtaccag acgcaatccg caaagctatc gaagacgcta agaaaaactt
   129181 aatcgctgta ccattagttg gtacaacaat tccacacaca atcaacggtc attttggcgc
   129241 tggtgaagta ttcttaaaac ctgctgctga gggtactggt gttattgctg gtggacctgt
   129301 tcgtgcggtc cttgaattag caggtgtaca agatattctt tcgaaatctc ttggttctaa
   129361 cacaccaatc aacatgattc gcgctactgt gaacggatta agcgaactta agcgcgctga
   129421 agatgttgca aaattacgcg gtaaatctgt agaagagcta ctaggttaag gagggaaaac
   129481 aaatggcgaa aaagttagaa attaccctca ctcgtagtgt aattggtcgt ccacaagatc
   129541 aacgtgcgac ggtagaagct ttaggtctta aaaagttgaa ttcaactgta gttaaggaag
   129601 aaactcctgc tattcttggt atgatcaaca aagtttctca ccttgtaact gtaaaagaag
   129661 cttaaggata actcattaat ataaggaggt gcctgggaat gaaacttcat gaattaaaac
   129721 ctgcagaagg ttctcgtaaa gtacgtaacc gtgtcggtcg tggtatcggt tctggtaacg
   129781 gtaaaactgc tggtaaaggt cataaaggac aaaacgcacg ttctggcggc ggtgttcgtc
   129841 ttggcttcga aggtggtcaa actccattat tccgtcgttt accaaaacgc ggcttcacaa
   129901 acattaaccg taaagagttt gctattgtaa acttatcaac gttaaatcgt tttgaagatg
   129961 gtacagaagt aacacctgaa ttattgctgg aaactggcgt tatcagcaaa ttaaacgacg
   130021 gtgttaaaat tcttgcaagc ggcgcagtag agaaaaaact aactgttaaa gcgcacaagt
   130081 tctcttcaag tgctaaagaa gcaattgaag cagctggcgg atcagttgag gtgatctaat
   130141 gtttcgtaca atctccaact ttatgcgcgt tgctgagata agacgtaaaa tattattcac
   130201 tttagcgatg ttaatcgtat tcaggattgg cacgtttatc cccgtgccat ttacaaatgg
   130261 agacgtactg aaggcacaag atcaattaaa tgctttaggt attctaaata catttggcgg
   130321 tggagccttg aaaaatttct ccatctttgc gatgggaatc atgccgtata ttacagcatc
   130381 catcatcgtg caattattgc agatggatgt tgttcctaaa ttttcggaat gggcgaagca
   130441 aggtgaaatg ggccgtcgta aattaacgca attcacgcgt tattttacaa ttgttcttgc
   130501 gtttattcag gggtttggta tgtcaatcgg ttttaacggt atggtaggtg gacaattaat
   130561 tttgaatcct ggttggagca cttatttata cattgctacg gtactgactg ctggtactgc
   130621 atttttaatg tggttaggtg aacagattac agctaaaggt gtaggtaatg gtatttccat
   130681 tcttatcttt ggtggtattg ccgcagcgat cccaagtgtt atatctcaag tgtatcagca
   130741 acagtttcaa aatatcggag atcaattgtt catgagtatc gttaaagttg cattgatctt
   130801 actagctgtg ctagcagtta ttgtgggtgt tattttcatt caacaggctg ttagaaagat
   130861 cccaattcaa tatgcgaagc gtgtaacagg aggaaatggt ggttatgctg gagcacaaaa
   130921 cacacattta ccgcttaagg taaatagtgc tggtgttatt ccagtaattt ttgctgtttc
   130981 attcttaatt acgcctccga ctattgcaca gttcttcccg aaacatgatg tatcgcagtg
   131041 gattattgca aactttaact attctcaccc agtgggaatg atcatatatg ttgcgctcat
   131101 tgtagccttc acatatttct atgcatttgt tcaggttaat ccagagcaaa tgtcagagaa
   131161 tctaaacaaa caaggtggat atgttccagg tattcgtccg ggtaagaata cggaacaata
   131221 tctaacaaaa atcttgtatc gtttgacctt tgtaggatca attttcctag cagcgattgc
   131281 aatcttacca gttatcttta cgaagctggg aaatcttcct ccatctgcac agatcggtgg
   131341 aacgagtatg ttaatcgttg tcggcgttgc tttagaaaca atgaagcagc tagaaagcca
   131401 actggtaaaa cgccattaca aagggtttat caagcagtga gtaagtggga agtattgtct
   131461 tccctacatg ctcatgtact ctgaggggga acaaggatga acttaatttt aatggggctt
   131521 cctggtgctg gtaaaggtac acaagccgaa cagattgttg ccaagtataa catccctcac
   131581 atctcaacag gagatatgtt ccgtgcagct atgaaggctg aaactgaaat gggtttacaa
   131641 gcaaaatctt ttattgataa aggtgcactt gttccagatg aagttacaat cggaattgtt
   131701 cgtgaacgtt taagccaaga agactgtgta agaggcttct tattagatgg tttcccacga
   131761 actgttgcac aagcatcagc tcttgaagag attatgaaag atcttggcaa aaaaatcgac
   131821 tatgttttaa acattaatgt ggattcaggg ttgttattaa aacgccttac aggccgtcgc
   131881 atttgtaaag agtgcggtgc gacttaccac ttagaattca atgcgccagc aaaagctgac
   131941 gtgtgcgata aatgtggtgg cgaattatat caacgctctg atgacaatga agaaactgta
   132001 gcaaatcgct tagatgtaaa tattaagcaa actaaacctt tgcttgattt ctacgaggag
   132061 cttggttacc tacaaagcat taatggtgag caagatatca ataaagtatt tgctgatatc
   132121 gatgttctca tcggaggctt agcgtaatga taatctgcaa aactcctcgc gagatagaaa
   132181 tcatgcgaga agctggcagg atcgttgctt taactcatca agagttaaaa caacacatta
   132241 ctccaggaat tacaacgaaa gagctcgatc aaatagcgga aaagacgatt caaaaatatg
   132301 gtgctacgcc atcttttaaa ggatacaacg gatttccggg gagcatatgt gcttctgtaa
   132361 atgaagagct tgtacacgga attccaggga agcgcaagct caaagagggc gatatcatca
   132421 gtatcgatat tggtgcgaaa tacaatgggt accatggaga ttctgcatgg acgtatccag
   132481 ttggaaacat ttctgaatct gttcaaaagc tacttgatgt cacagaaaaa tcgttgtatc
   132541 ttggtctaga acaagtaaaa ccaggcgaga gattatcaaa tatctcacat gcggttcaaa
   132601 cccatgctga agagaatgga ttctcgatcg ttagggagta tgttggtcac ggaatcgggc
   132661 aagacttaca tgaggaccct caaatcccgc actatggtcc accaaataga ggccctagat
   132721 taaagccggg aatggtcatc tgtgttgagc cgatggtgaa tcaaggaaga cgatatgtaa
   132781 aaacactatc tgatgactgg acagtggtaa cggtagatgg taaatggtgt gcccattttg
   132841 agcacacgat tgctcttaca gaagcaggat acgaaatcct taccacttta taagtagctg
   132901 gctctccggg atttcagagc agtgtaaaat gttactgatt tgatgaaggg agaactattg
   132961 aatggctaaa gatgatgtaa ttgaagtcga aggtaccgtt cttgaaacgt tgccaaatgc
   133021 tatgttcaaa gtagaattag agaatgggca tgtcgtattg gctcacgttt ctggtaaaat
   133081 ccgtatgaac ttcattcgta ttttaccagg agacaaagtt acggtagaat tatctccgta
   133141 cgatttaaat cgtggtcgta ttacgtaccg ttttaaataa tatagcactc cgtaatcttt
   133201 aaggaggttc gagacatgaa agtaagaccg tcagttaaac caatctgcga aaaatgtaaa
   133261 gttattcgta gacgtggaaa agtaatggtt atttgtgaaa accctaaaca taaacaaaaa
   133321 caaggttaat cagaaggagg tgcattcgta atggcacgta tcgcaggtgt agatattcct
   133381 cgagacaaac gcgttgttat ttctttaact tacgtattcg gcattggtcg cacaactgct
   133441 gaaaaaattc ttgctgaagc aggtatttct gaagaaacac gagttcgtga tttaacggaa
   133501 gacgaattag gacgtatccg tgatatcatc gatcgtatta aagttgaggg agaccttcgt
   133561 cgtgaagtat ctcttaacat caaacgtcta atggagatcg gttcttaccg tggtcttcgt
   133621 caccgtcgtg gtttaccagt tcgtggtcaa aactctaaaa acaatgctcg tacacgtaaa
   133681 ggtccacgtc gtacagtagc aaataaaaag aaataataag taaaggaggt tgaactaaca
   133741 atggcacgta aaacaaacac tcgtaaaaaa cgtgtgaaaa agaatattga agctggtgta
   133801 gctcatattc gttctacttt caacaacaca atcgtaacac ttacagatac tcacggtaac
   133861 gcactttctt ggtctagtgc tggtgcactt ggtttccgtg gatctcgtaa atctactcca
   133921 ttcgctgcac aaatggctgc tgaaactgct gctaaagctg caatggaaca cggtttaaaa
   133981 actttagagg ttactgttaa aggtcctggt gctggtcgtg aagctgcaat tcgtgctctt
   134041 caagctgcag gtctagaagt aacagcaatt agagatgtta ctccagttcc tcataatgga
   134101 tgtcgtccac caaaacgtcg tcgtgtgtaa tttttctgta tagaattttc ccttttgtct
   134161 ataatggata tgatgcatta tcgagaaatt tcgtacagaa acatcgcttg ttgtgcacaa
   134221 tcgggaactg cctaaggggg actttcggtt agacagaggt tatacctttg tttaaccggg
   134281 gtttcgacgt tttgaaggag ggtttagtta atgattgaaa tcgaaaagcc gaaaatcgaa
   134341 acggttgaac ttaacgaaga tgctaaatat ggtaaattcg taattgaacc gcttgagcgt
   134401 ggatatggta ctacgttggg taactcctta cgtcgtattc ttttatcttc actccctggt
   134461 gccgctgtta ctgctatcca aatcgatggc gtattacatg aattttcaac agttgagggc
   134521 gtagtagaag acgttacaac gatcatctta aacttgaaaa agttagctct taaaatctac
   134581 tctgaagaag agaagacgtt ggaaattgat gtgcagggcg aaggtattgt cacagctgct
   134641 gatattactc acgatagtga tgtagaaatc ttaaatccag atttacacat tgcaacgtta
   134701 gcaaaagatg cgcatttccg cgtgcgttta actgcaaagc gtggccgtgg gtatacgcca
   134761 gctgatgcaa ataaaagcga agatcaacca ataggagtaa ttcctattga ttctatttat
   134821 actccagtat cacgtgtgac ttaccaagtg gaaaagacac gtgtcggaca agtggctaat
   134881 tatgataagc ttacgcttga tgtatggacg gatggaagca tcgggccaaa agaagctatc
   134941 tctttaggtg ccaaaatctt aactgagcat ttaaatatct ttgttggttt aactgatgaa
   135001 gcacaaaatg ctgagattat ggtcgagaag gaagaagatc aaaaagagaa agttcttgag
   135061 atgactatcg aagaactaga cctttctgtt cgttcttata attgcctaaa acgtgcagga
   135121 attaatactg tacaagagct tgcgaacaaa acagaagaag atatgatgaa agttcgtaac
   135181 ttaggacgta aatccttaga agaagttaaa cataaacttg aggaattagg tttaggttta
   135241 cgtaaagacg actgaggatt taaacccatc aacaaaggag ggaactacga atggcataca
   135301 gaaaattagg ccgtacaagt gcgcaacgta aagctatgtt acgtgactta gctactgatt
   135361 taattatcaa cgagcgcatc caaacgacag aaactcgtgc aaaagaactt cgttctgtag
   135421 tggaaaaaat gatcacttta ggtaaacgcg gagatcttca tgctcgtcgt caagcagcag
   135481 ctttcattcg caatgaagta gctaacgctg agactggtca agatgcactt caaaaactat
   135541 tcgctgatgt agctccacgc tatgctgagc gccaaggcgg atacactcgt attgcaaaaa
   135601 ttggtccacg tcgcggagac gcagcaccaa tggtaattat cgagttagta taatgataat
   135661 taaaagggca ggacagttct tttcaagaaa ctggtcatgg cccttttttt aaaatataaa
   135721 aataggctta cttggcgaag gaaagggtgc cttgtattga aaaaagagaa acttcggaca
   135781 gaaaatatat catttcaata tcctggtgca gccacttatg cattaaaaga tgtttcattc
   135841 tccttatttg aaggagaatg ggtatctgtt attggacaaa acggttcagg gaagtctaca
   135901 cttgcaaaat tattgaatgg tttgtttttg ccggaagcag ggacaattac agtaaatgat
   135961 acaatgattt tgtcagagga aacggtatgg gatgttcgaa aacaaattgg gatggtattt
   136021 caaaatccag ataatcaatt tgttggaacg acagtgcaag atgacgttgt ctttgggtta
   136081 gagaatattg gaatgccaag agaacaaatg gtagaaagat taaatcaggc tttacgacta
   136141 gtccgtatgg aagattttct taatgatgag cctcattcgt tatctggtgg acaaaagcag
   136201 cgagtagcaa tagcaggcgt tttagcactt cagccatcta ttttgatatt agatgaagca
   136261 acgtcaatgc tagaccctca agggagacgt gaagtagtag aaacggttag acaacttgtt
   136321 aatgaaaaag gtattactgt gttatcaatt acgcacgatt tagaagaagc ggcacaatca
   136381 gaccgtgtca ttattttaaa taagggagag atattagagg aagggactcc agaacaaatt
   136441 ttcaagtcct ctcatatgct ccaagaaatt ggattagatg taccattttc agtgaaaata
   136501 gcagaattat taaaaagaaa tgaaattctc ttgcaaaata cgcatcttac aatggaaagc
   136561 ttggtgaacg aactttggag attacattcc aaaaagtaga acatcgttat caatataaaa
   136621 ctccatttga aagacgcgca ctttatgatg tagacgtgtc gtttccaagt gggggctatt
   136681 atgccattat cggtcatact ggttcaggta agtcgacgat gattcaacat ttaaatggtt
   136741 tattgcagcc gacaaatggc acagttcaaa ttggtgaaca tttcatttcg gcaggaaaga
   136801 aagaaaaaaa gctaaagcca ctacgtaaaa aggtaggggt tgtctttcaa ttcccagaac
   136861 atcagttatt tgaagagact gtggagaaag atatttgttt cggccctact aattttgggg
   136921 tatcggaaga agcagcgaag caaaaggcaa gagaagcaat tgaacttgta gggttagaac
   136981 cagaactgtt agcgcgttca ccatttgagt taagtggtgg gcaaatgagg cgtgttgcga
   137041 tagcaggcgt attagcgatg gaacccgaag tgcttgtatt agatgaacct acagcaggac
   137101 tagatccaaa agggcaaaat gaacttatgg agatgtttta taagctacat aaggagaaag
   137161 gccttacagt tatccttgta acgcataata tggaggatgc tgctaaatat gccgagcaga
   137221 ttgtagtcat gcataaagga acggtctttt tgcaaggaag tgcagaggaa gtattttcac
   137281 atgctgatga actagagaaa attggcgtgg atcttcctat gtctttaaag tataaacgtg
   137341 caattgaaga gaagtttggc atttcaatcc caaaggctac cttatcttta gaggatctta
   137401 ctcatgaagt tgtgcaggtg ttacgaaaag gtggtcatga atcatgcagc agttgattat
   137461 tggaaggtat attccaggga attctcttat tcatcaactt gatccacgta cgaagctgct
   137521 gattgtcttt ttatatgtat ttgttgtttt cttagcaaat aatgcgattt catatggatt
   137581 tttattttta tatgcactca ttgctttatt ttttgcaaaa gtgccgattc gttatgtact
   137641 ttcgggctta aaaccaattc tatggatttt tctttttaca tttttcctgc atattttcac
   137701 aaataaagaa ggggaagtat tattccagct tggttggttt tcgatacatg aaaaaggatt
   137761 agagcaaggg atatacattt ctatacgatt cttcgttatt attttaatga cgacattatt
   137821 aacgttaacg acgacaccca ttgagattac agatggtttg gagacgttat taaagccgtt
   137881 gaagcgtata aaagttcctg ttcatgaaat cgcattaatg atgtcaattt ctcttcgttt
   137941 tattccgaca ttaatggatg agacgagtaa aataatgaag gcacaatcgt cacgtggtat
   138001 tgatttcgca gggggaccga taaaagatag aatgaaagct atcatttcac tactcgttcc
   138061 tctatttatc agtgctttta agcgtgcaga ggacttagca atcgctatgg aagctcgtgg
   138121 atatcaaagt ggcgaagggc gtactaaatt taggcaacta cgctggaaaa caagcgatac
   138181 agtaacgatt ataagcttac tttgtttagc ttgtattttg gcatgggtgc gatcgtaatg
   138241 gagaatagag aaatggatag aataaaatgt acggttgcat atgatggcat gcatttttgt
   138301 ggttatcaaa ttcaaccgca gcatcgtact gttcaacaag agatagagaa ggctttacag
   138361 aaattgcata aaggagaact tgttcgtgtt caggcatcag gcagaacgga ttctaccgtt
   138421 cacgctaaag gacaagtgat acactttgat acaccgttgt ctcttgaaga gtggcaatgg
   138481 agtaatgcat taaacacaat gctaccagat gatattgtta tcacacaggt agagaaaaaa
   138541 acagaagaat ttcatgctcg atacggtgtt gagagaaaag aatatcgtta tcgtgtacta
   138601 gtatcaaaga ctgcggatgt attccgtaga aattatgtat atcaatatcc atatccactc
   138661 gaagtaaact ctataagaaa agcgatccct tattttattg gaacgcatga tttcacttct
   138721 ttttgttcgg caaaaactga caaaaaagat aaagtgagaa caatttatga aatcgagcta
   138781 attgagcaag acgatgaatt aatttttcgt tttgtaggga atggattttt atataatatg
   138841 gtcaggatta ttgttggtac gttacttaac gtaggccaag gaaagcttga tccggatagc
   138901 attccagaga ttttagcgaa acaaaatcgt cagtttgctg gaaagatggc tcctggtcat
   138961 gggctttatt tatggcaggt aaactataac aactaatcct ggtgtaacat ttgcttgaca
   139021 ttagaaactc aaaagtatat cataacatat ggtattgttt ctaaaaccac gattagcccc
   139081 ggaaggaaat cgtgtttaag ataaacaata gattttttct atggaaaaga taacgaggag
   139141 ggaaacacat gcgtacgact tttatggcaa aagctaacga agttgagcgt aaatggtatg
   139201 tggttgatgc tgaaggtcaa actttaggtc gccttgctag tgaagtagca tccattttac
   139261 gtggtaaaaa caaacctaca tttacaccac acgttgacac gggtgatcat gtaattatta
   139321 ttaacgctga gaaaattcat ttaacaggta ataaattaaa cgataaaatt tactaccgtc
   139381 acactaacca cccaggtgga cttaaacaaa gaacagctct tgaaatgcgt acaaactacc
   139441 ctgtacaaat gttagagctt gcaattaaag gcatgcttcc aaaaggacgc ttaggccgtc
   139501 aagtttctaa gaaactaaac gtgtatgctg gagcagagca tccacaccaa gcacaaaaac
   139561 cagaagttta cgaacttcgc ggataatcaa ttaaaggagg gcttactttg gcacaggttc
   139621 aatactatgg cactggacgt cgtaagagtt cagtagcgcg cgtacgccta gtttcaggcg
   139681 aaggacgcgt tatcattaac ggtcgtgatt ttgaaaacta tatcccattt gctgcattac
   139741 gtgaagtagt gaaacaacct ctagttgcaa cagaaacttt aggtaactac gatgtacttg
   139801 taaacgtaaa tggtggtgga tacactggtc aagctggtgc tattcgtcac ggtatttctc
   139861 gcgctttatt aaaagctgat ccagaatacc gtctaacact aaaacgtgca ggtctattaa
   139921 ctcgtgacgc acgtatgaaa gagcgtaaaa aatacggtct taaaggcgca cgtcgtgcac
   139981 ctcagttctc aaaacgttaa tttttgcgaa ctacaaaccc caaccatttt ggttggggtt
   140041 tttttatgtt tcattcctct tttgtaattt ttgtagtttg gaatatttta gtgctatcct
   140101 ctcgcgtatg cttcttcttt agaagtttag actaatacgt attagggagg tttataagta
   140161 ctatgaatgt cattgtcagc ttacaagaaa aacaaaaaga aaagcagttg aaatatgagc
   140221 ggaagatgct gcgggaatta tcattaaaaa cattacgttc aaatattaga gatgcctttc
   140281 agatgcaaga acttcatcgc cagtatgaag attactgcat tgaattaggg atagaatcgt
   140341 atttattagg agcaagatat agtaaatttg gttattatgg cgaatcgttc tttgatgtga
   140401 aatatagggc tctagaagaa gagcaacaat taacggaaac gctatttcaa tttttaacga
   140461 gcatgactat gcgggaaatt aagttacaag atgaggaatt gctttttgaa tcttgtcagc
   140521 agtttattgg tttatggtgg caggaaggat atgaaaaagg tgaaagaaga tatcgattaa
   140581 agcttcatta agacaagcat aaactttcct cttgtcccat ataagtaatt agagggacta
   140641 gctggaggag gaaaggtatg aagagaattc gaattatctc ttttgcactc gctgcggtta
   140701 ttttgttttt tttagtcaaa caagaatttc aaattataaa atcgtggcga gcttggaatt
   140761 tacccttatc agggaaagta attgtattag atgctgggca tggtggacca gatggaggag
   140821 cagttggtgg caaggatatt gtagaaaaag atattacgct tgagattaca aagaaggtac
   140881 aagattattt acaagaacaa ggtgcgttag ttattttaac gcgtgaggga gattatgatt
   140941 tagcccagaa agatacaaag tcatatagta gacgtaaagc agaagattta aaaaagcgtg
   141001 tagagattat taataaacct gatgtagact tctttgcgag cattcattta aatgctttga
   141061 ctagtagtgg atcgaagggg gcacaaacgt tctattaccg ttcttcaatt gaaaatgaac
   141121 gtgctgcgaa atttatacaa gctgagttga gaacaagttt agagaataca aatcgttctg
   141181 ctaaaacaat ttctcatgtg tatttattaa agtatgcgaa aacaccaggc gctttaattg
   141241 aagctggctt tttatcgaat gtaaatgaaa ggtatatgtt aaattcggag aaatatcagc
   141301 aaaaggtagc ggctgcagta tatcgtggta tattacgtta tttcacggaa aaaggaaatc
   141361 ctccagaata agggggattt ttttgagttt ctctcgttaa cgaagttttc cgaaaatatg
   141421 ttatactgga aatgtaaacg catttatttc aaaagtgaag agagatatat ttaattaaca
   141481 ttatgttatt tttcatacag ggggctgggc taattatggt aatgaaagag caagtagtgg
   141541 aagcgttaga agggattgta gatccgtttt tacataaaac gttaaaagaa acaggggcaa
   141601 ttaaagaggt aacagtcaag cctgagaaga aacatgtaag tgttaaaatt gcaatcgtaa
   141661 aaaccggtac agcggaacag atgcaattgc aatctggaat tgtaaagtta gtaaaagaat
   141721 taggagcagc aacagtaggg cttcgctttg cagaatttac agaagaggaa ttagctcagt
   141781 ttgcaccgga acaagaagag caaactgaat ctttattgtc accaaattcg aaaacgacat
   141841 ttttagcagt ggcgagtgga aaaggtggag taggaaaatc aacagtttct gttaaccttg
   141901 ctattgctct agcacgtcta gggaaaaaag ttggtatcat tgatgcagat atttatggtt
   141961 ttagcgtacc tgatatgatg gggatagaga aacgacctgt agtaagagga gataaaatta
   142021 ttccagtgga gcgtctgggt gtaaaggtaa tctcaatggg gttctttgta gaagataatg
   142081 caccggttat ttggagaggg cctatgcttg ggaaaatgtt aaatcacttc tttacggaag
   142141 tagagtgggg cgatttagat tatttagttt tagatttacc accaggtaca ggtgatgttg
   142201 cgctagactt acattcgatg ttgccggctt gtaaagagat tattgtcaca acaccgcatc
   142261 ccacagcggc atttgtagca gcacgtgctg gagcaatggc tttacgtaca gaacatagta
   142321 ttcttggtgt tgttgaaaat atggcttatt tcgaaagtaa aacaactggt gaaaaagaat
   142381 atgtgtttgg aagaggtgga ggagataagt tagctacaga acttcaaaca gaagtacttg
   142441 gccgaatccc gcttcaacaa cctgattgga ataaagaaga ttttgcgccg tcagtatatg
   142501 aagatacgca tacgacaggt cttatttatc gcacgatagc tgaaacagta attgataaaa
   142561 cagcttttgc gcaaaaataa aataataatg agtggacgat acatatattg tccactcatt
   142621 attagtgtta ttatttttac tgctgttcct ttttaccttc ttgagaacca ccttcaccgc
   142681 ctgcttcctt tttatcagaa ccactttttt cggctttttg gacaccttta ctaataatat
   142741 caatcatctt agcttggaag agtgggcttt cagcagtttc tgttagtact tgttgtaaat
   142801 attgacgata ttctttgctc ttcatcgttt gtaacatcat tttttctact tcagggtttt
   142861 tcataatttc tataacacct gcttggtatt cagggtcttt tagtaatgtt ttcattaagg
   142921 ctgtttgttc ttttcccata cttttagcaa atttcgatga gaactcaggg tctttaaaga
   142981 gcttttccca gaattgttgc cctttgtcgg ataccattgc atcttcaatc gttttcttta
   143041 ctactgtttc atctagtatg agtgcctgtt tcattttttc atcagttaac acatcttgaa
   143101 tggctttctt accttgatcg gtttttaaaa tatcaacaat cattttcttc gtttgatcat
   143161 aatcaagttc ggactttgct tctttttctt gtgcacatgc tacaagtaca agaaatagaa
   143221 aagaagaagt caaaacgagc agcatccgtt tcataagttg gaactccttt cagcacagtt
   143281 ctctcttttt aatataaata tctttaagga atttatacat gaacatggct agctttttga
   143341 aattgtcatt gatacaattt aattagaaat ataaggataa tgggggatgt gttgtgaata
   143401 gccgcaagtg ggtacgacta ttttttacga cgttgtttct tggtgggatt agtacagtca
   143461 ttattgggtt tgttttagag tgggacaagt acgctaaatt ttttcaaaat ttcgacggaa
   143521 aggagatttt ggcagtttcc ttctggttga tgggtgtagg attcattttt agtgtaataa
   143581 gtcaaatggg gttctttgct tatttaacaa tccaccgttt tggactaggg atgttccgat
   143641 cgtcttcttt atggaatata gtccagctct tctttattgc attcgtttta tttgatttcg
   143701 tgtatttaag atcggtattg attgcaaatg gagaagtttc attagggaat aacatacttg
   143761 ttgctggtgt gttatttatg tttggggcca tcgttgctta tataaaaagt aaagaaacga
   143821 ataaaaaggc atttgtgcca gctttgttct ttatggttgt tgtaacaatt ctggagtggg
   143881 taccagcgct tcggattaat gatacagatt ggttatattt aatggtgata ccacttttat
   143941 tatgtaatgc atatcagtta cttatattac atcgtttaat tggaaagacg agtaagtcgg
   144001 cctaattaag agcgttttta cgcaggatag ttttatgtat gaaaatatcg ggatgaaaaa
   144061 agctccatta cctgaatgaa aggtaatgga gctttttatg tgtaaaaaat tattgaacat
   144121 ctttactttt cgtacttgtg ttggaaataa gttgtgatac ggatatttgc tcatagccgt
   144181 cactctttaa tttctgtaga agcagtggca aagctttatt tgtttgaagg gcagaatcgg
   144241 atgcatgtaa taagacgata tctccacctt ttaaattatt agagacggtg gaaacgatct
   144301 tgtttacgcc agggtttttc caatcgtttg agttattact ccaatgaacg acagtgtatc
   144361 cgagtgattc tgctatttta agtgttgctt tgttaaagtc tccactaggt ggacgtaata
   144421 gtttgatttg tttcacaccg agttttgtaa aaacatcttg tgctcgcaga agatctcttc
   144481 ttatttcatt tgtctctaga gaagtgtagg atgtgtaatt ataacccata ctaccgattt
   144541 catgtccatc ttttatgatg cgttcaacaa catcagggtg tctttctgcc catgcagcag
   144601 aaaggaagaa ggttgcattc ttaatatctc tttctttaag tgtatcaagg attggaattg
   144661 cttttttgtc tccccaacta atatcaaacg tgaatgcaac ttgtttttta gaggtgtcgc
   144721 ctttgtaaat aactttaggc cctgtagcag ttgaaaaagc agactcgtgt gaatatgttt
   144781 tcaaaaagag tagccatgcg gtaaataagg aaagtatcac tattaagcta atgtgtttaa
   144841 agtttctttt actcgtaata aaaaagaaaa acataatatt acgccccttt gtccaatcct
   144901 tttcagttac atatatgctg taaatataaa aaagagaaca agggattaat atcgtaagta
   144961 gtggatataa tggatggtag gattttgtta aatgaaaatc ggcataatgt ttattgctct
   145021 gtaagaaatg attgaggtga tgatttgctt gggtttatgt taacgaaaga agagaaaaaa
   145081 gaaatggaat acatattgaa gagagagtta gaagaacttt tatttgattt tgaagatgaa
   145141 cgtattcatg acgttgtaaa aaaggcgatg gaagaaagat ataaaatcat tttttgtttg
   145201 tttcgaagag tcgctaatgc agaggactgt attcgttacg taagaaaaag aactttttat
   145261 taaaaagtgt tgacgttcat ggttattata tgataaatta ataaccgtcg ctgatgcgga
   145321 aacgcagaaa acgacaaaaa agaaattgaa aaacttagtt gacattgaaa aacgaagatg
   145381 ttaacataag gaagtcgcaa atgagcgacc aagtagttct ttgaaaactg aacgaaacaa
   145441 acaacgtgaa acgtcaattt ttattttaga tgctagacaa actaacttta ttggagagtt
   145501 tgatcctggc tcaggatgaa cgctggcggc gtgcctaata catgcaagtc gagcgaatgg
   145561 attaagagct tgctcttatg aagttagcgg cggacgggtg agtaacacgt gggtaacctg
   145621 cccataagac tgggataact ccgggaaacc ggggctaata ccggataaca ttttgaaccg
   145681 catggttcga aattgaaagg tggcttcggc tgccacttat ggatggaccc gcgtcgcatt
   145741 agctagttgg tgaggtaacg gctcaccaag gcaatgatgc gtagccgacc tgagagggtg
   145801 atcggccaca ctgggactga gacacggccc agactcctac gggaggcagc agtagggaat
   145861 cttccgcaat ggacgaaagt ctgacggagc aacgccgcgt gagtgatgaa ggctttcggg
   145921 tcgtaaaact ctgttgttag ggaagaacaa gtgctagttg aataagctgg caccttgacg
   145981 gtacctaacc agaaagccac ggctaactac gtgccagcag ccgcggtaat acgtaggtgg
   146041 caagcgttat ccggaattat tgggcgtaaa gcgcgcgcag gtggtttctt aagtctgatg
   146101 tgaaagccca cggctcaacc gtggagggtc attggaaact gggagacttg agtgcagaag
   146161 aggaaagtgg aattccatgt gtagcggtga aatgcgtaga gatatggagg aacaccagtg
   146221 gcgaaggcga ctttctggtc tgtaactgac actgaggcgc gaaagcgtgg ggagcaaaca
   146281 ggattagata ccctggtagt ccacgccgta aacgatgagt gctaagtgtt agagggtttc
   146341 cgccctttag tgctgaagtt aacgcattaa gcactccgcc tggggagtac ggccgcaagg
   146401 ctgaaactca aaggaattga cgggggcccg cacaagcggt ggagcatgtg gtttaattcg
   146461 aagcaacgcg aagaacctta ccaggtcttg acatcctctg acaaccctag agatagggct
   146521 tctccttcgg gagcagagtg acaggtggtg catggttgtc gtcagctcgt gtcgtgagat
   146581 gttgggttaa gtcccgcaac gagcgcaacc cttgatctta gttgccatca tttagttggg
   146641 cactctaagg tgactgccgg tgacaaaccg gaggaaggtg gggatgacgt caaatcatca
   146701 tgccccttat gacctgggct acacacgtgc tacaatggac ggtacaaaga gctgcaagac
   146761 cgcgaggtgg agctaatctc ataaaaccgt tctcagttcg gattgtaggc tgcaactcgc
   146821 ctacatgaag ctggaatcgc tagtaatcgc ggatcagcat gccgcggtga atacgttccc
   146881 gggccttgta cacaccgccc gtcacaccac gagagtttgt aacacccgaa gtcggtgggg
   146941 taaccttttt ggagccagcc gcctaaggtg ggacagatga ttggggtgaa gtcgtaacaa
   147001 ggtagccgta tcggaaggtg cggctggatc acctcctttc tatggagaat tgatgaacgc
   147061 tgttcatcaa tataagtttc cgtgtttcgt tttgttcagt tttgagagaa ctatctctca
   147121 tatataaatg tatgttcttt gaaaactaga taacagtgta gctcatattt tttaattttt
   147181 agtttggtta agttagaaag ggcgcacggt ggatgccttg acactaggag tcgatgaagg
   147241 acgggactaa cgccgatatg cttcggggag ctgtaagtaa gctttgatcc gaagatttcc
   147301 gaatggggaa acccaccata cgtaatggta tggtatcctt atctgaatac atagggtaag
   147361 gaagacagac ccagggaact gaaacatcta agtacctgga ggaagagaaa gcaaatgcga
   147421 tttcctgagt agcggcgagc gaaacggaac atagcccaaa ccaagaggct tgcctcttgg
   147481 ggttgtagga cattctatac ggagttacaa aggaacgagg tagacgaagc gacctggaaa
   147541 ggtccgtcgt agagggtaac aaccccgtag tcgaaacttc gttctctctt gaatgtatcc
   147601 tgagtacggc ggaacacgtg aaattccgtc ggaatctggg aggaccatct cccaaggcta
   147661 aatactccct agtgatcgat agtgaaccag taccgtgagg gaaaggtgaa aagcaccccg
   147721 gaaggggagt gaaagagatc ctgaaaccgt gtgcctacaa atagtcagag cccgttaacg
   147781 ggtgatggcg tgccttttgt agaatgaact ggcgagttac gatcccgtgc gaggttaagc
   147841 tgaagaggcg gagccgcagc gaaagcgagt ctgaataggg cgtttagtac gtggtcgtag
   147901 acccgaaacc aggtgatcta cccatgtcca gggtgaagtt caggtaacac tgaatggagg
   147961 cccgaaccca cgcacgttga aaagtgcggg gatgaggtgt gggtagcgga gaaattccaa
   148021 tcgaacctgg agatagctgg ttctccccga aatagcttta gggctagcct taagtgtaag
   148081 agtcttggag gtagagcact gattggacta ggggtcctca tcggattacc gaattcagtc
   148141 aaactccgaa tgccaatgac ttatccttag gagtcagact gcgagtgata agatccgtag
   148201 tcaaaaggga aacagcccag accgccagct aaggtcccaa agtgtgtatt aagtggaaaa
   148261 ggatgtggag ttgcttagac aactaggatg ttggcttaga agcagccacc atttaaagag
   148321 tgcgtaatag ctcactagtc gagtgactct gcgccgaaaa tgtaccgggg ctaaatacac
   148381 caccgaagct gcggattgat accaatggta tcagtggtag gggagcgttc taaggacagt
   148441 gaagtcagac cggaaggact ggtggagtgc ttagaagtga gaatgccggt atgagtagcg
   148501 aaagacgggt gagaatcccg tccaccgaat gcctaaggtt tcctgaggaa ggctcgtccg
   148561 ctcagggtta gtcaggacct aagccgaggc cgacaggcgt aggcgatgga caacaggttg
   148621 atattcctgt accacctctt tatcgtttga gcaatggagg gacgcagaag gatagaagaa
   148681 gcgtgcgatt ggttgtgcac gtccaagcag ttaggctgat aagtaggcaa atccgcttat
   148741 cgtgaaggct gagctgtgat ggggaagctc cttatggagc gaagtctttg attccccgct
   148801 gccaagaaaa gcttctagcg agataaaagg tgcctgtacc gcaaaccgac acaggtaggc
   148861 gaggagagaa tcctaaggtg tgcgagagaa ctctggttaa ggaactcggc aaaatgaccc
   148921 cgtaacttcg ggagaagggg tgctttctta acggaaagcc gcagtgaata ggcccaagcg
   148981 actgtttagc aaaaacacag ctctctgcga agccgtaagg cgaagtatag ggggtgacac
   149041 ctgcccggtg ctggaaggtt aaggagaggg gttagcgtaa gcgaagctct gaactgaagc
   149101 cccagtaaac ggcggccgta actataacgg tcctaaggta gcgaaattcc ttgtcgggta
   149161 agttccgacc cgcacgaaag gtgtaacgat ttgggcactg tctcaaccag agactcggtg
   149221 aaattatagt acctgtgaag atgcaggtta cccgcgacag gacggaaaga ccccgtggag
   149281 ctttactgta gcctgatatt gaattttggt acagtttgta caggataggc gggagccttt
   149341 gaaaccggag cgctagcttc ggtggaggcg ctggtgggat accgccctga ctgtattgaa
   149401 attctaacct acgggtctta tcgacccggg agacagtgtc aggtgggcag tttgactggg
   149461 gcggtcgcct cctaaagtgt aacggaggcg cccaaaggtt ccctcagaat ggttggaaat
   149521 cattcgtaga gtgcaaaggc ataagggagc ttgactgcga gacctacaag tcgagcaggg
   149581 acgaaagtcg ggcttagtga tccggtggtt ccgcatggaa gggccatcgc tcaacggata
   149641 aaagctaccc cggggataac aggcttatct cccccaagag tccacatcga cggggaggtt
   149701 tggcacctcg atgtcggctc atcgcatcct ggggctgtag tcggtcccaa gggttgggct
   149761 gttcgcccat taaagcggta cgcgagctgg gttcagaacg tcgtgagaca gttcggtccc
   149821 tatccgtcgt gggcgtagga aatttgagag gagctgtcct tagtacgaga ggaccgggat
   149881 ggacgcaccg ctggtgtacc agttgttctg ccaagggcat agctgggtag ctatgtgcgg
   149941 aagggataag tgctgaaagc atctaagcat gaagcccccc tcaagatgag atttcccata
   150001 gcgtaagcta gtaagatccc tgaaagatga tcaggttgat aggttcgagg tggaagcatg
   150061 gtgacatgtg gagctgacga atactaatag atcgaggact taaccatata atatgaagcg
   150121 atgttatcta gttttgaagg aatatataat tttcttcttg acatttcgaa agaaatgttt
   150181 ataatgataa aagtctggta atgatggcag agaggtcaca cccgttccca taccgaacac
   150241 ggaagttaag ctctctagcg ccgatggtag ttgggacctt gtccctgtga gagtaggacg
   150301 ttgccaggct aatattattc cgcagtagct cagtggtaga gctatcggct gttaaccgat
   150361 cggtcgtagg ttcgagtcct acctgcggag ccattatgct tccatagctc agctggtaga
   150421 gcacttccat ggtaaggaag aggtcaccgg ttcaagcccg gttggaagct tgggaatagg
   150481 tttaaaactt ttttggcccg ttggtcaagt ggttaagaca ccgccctttc acggcggtaa
   150541 aacgggttcg aatcccgtac gggtcaccac ttttggagga ttagctcagc tgggagagca
   150601 cctgccttac aagcaggggg tcggcggttc gatcccgtca tcctccacca tatatattta
   150661 aaatgtcgga ggggtagcga agtggctaaa cgcggcggac tgtaaatccg ctccttcggg
   150721 ttcggcagtt cgaatctgcc cccctccacc attttcttta aaataacctg agagggttta
   150781 tttttttgaa aagataacca tactagtaaa tattaatggg ctatagccaa gcggtaaggc
   150841 aacggacttt gactccgtca tgcgctggtt cgaatccagc tagcccagcc atttacgagc
   150901 cattagctca gttggtagag catctgactt ttaatcagag ggtcgaaggt tcgagtcctt
   150961 catggctcac cattttcgcg gaagtagttc agtggtagaa tacaaccttg ccaaggttgg
   151021 ggtcgcgggt tcgaatcccg tcttccgctt aattactaag gggccttagc tcagctggga
   151081 gagcgcctgc cttgcacgca ggaggtcagc ggttcgatcc cgctaggctc catctaatag
   151141 agaaagctta catcatatga tgtaagcttt tttgtgttta aaaagacaac tttcatactt
   151201 gtcatttaaa atggagaaaa cgtgaaaata aaggatggag atagttatga aagttgttat
   151261 tgcatctgat tcatataaag aaagcttaaa agctatagaa gtatgtgagg ctattgaaag
   151321 aggttttgaa gcaattttcc ctaaagcaga gtatgtaaaa ataccaattg gagatggagg
   151381 agaaggaacg gttgattcac ttgttgatgc cgcaaggggg gagaattata tcacttcatg
   151441 taacagggcc gcttagagaa cgtgtacaag ccttttacgg tatgtctaaa gataaaaaga
   151501 cagcgtttat tgaaatggca gcagcatcag gattacaaca tgttccggtt aaaaaacgaa
   151561 atccacttgt tacaacgacg aaaggaacag gagaacttat actacatgcg ctagacgaag
   151621 gcgctgagca tatcatttta ggacttggag gaagtgctac aaatgatgga ggagcgggga
   151681 tgttgtcagc tttaggagtc aggtttataa atggaaaagg agaagtaata gatccatttg
   151741 gtggaacgct acattcgatt gtctctattg atttttcaca aatggattca cgcttaaagc
   151801 atataaagat agaagcagca tgtgatgtag ataatccgtt agttggaata aggggagcat
   151861 ctttcgtgtt tgggcgacaa aagggtgcgg atgaagagat gatgaaagag ctggatgaga
   151921 atttaaagca ttatgcgcat attcttaaac aatacctata ttgcgacgta tctaaaatac
   151981 ctggtgcagg agctgcggga ggtatgggag cagctgttat tgcagtgcta aagggaaact
   152041 tgcgtagagg aattgaaatt gtattagatt atacaaattt tgataagcat atagaaggtg
   152101 cagatttaat tataactggc gaaggaagaa tagatgaaca aacagcatat ggaaaggccc
   152161 cagtaggtgt tgcggagcgt gcaaagcatt ttcacattcc tgtcattgct attggaggat
   152221 ctgtatctcc gaattacacc gctgttcatg aaaaaggaat tgacgcagta tttagtatta
   152281 caccaagtcc gatgacatta gaggaggcat ataaagtagc agaagagaat atcgaaatga
   152341 cagcgaagaa tattgcagca gtgtggaaaa tagcatcaga aaaacacttc taaatggggg
   152401 agtgtttttt attattattt aataataatg atggtagttg cttcattaag ttaactttat
   152461 acatagaata gtcttaacat ttggattttt aagcggatat aagtgaataa tttgtatatc
   152521 catacagaaa aatgtcgagt tgagtcagac tatataaaag atttaaaata tttagtgaag
   152581 gcacagaagg gggatactat ctatgaaaaa agaaatttcg gttattggag ttccaatgga
   152641 tttagggcag atgcgtcgtg gagttgatat gggaccgagc gcaatccgtt atgcaggtgt
   152701 aattgaaaga attgaagaaa ttggatatga cgttaaagat atgggagata tatgtataga
   152761 gagagaaaaa gaagtagatg taaatacaag cttaagaaac cttacacaag ttgcaactgt
   152821 atgtaacgaa ttagcaagta aggtagatca tattatagaa gaagggcgtt ttccacttgt
   152881 attaggtggc gatcatagta tcgctattgg tacattagct ggtgtggcga aacattataa
   152941 aaacctaggt gttatttggt acgatgcaca tggtgattta aatacagaag aaacttcacc
   153001 atctgggaat attcacggta tgtcacttgc agcaagttta gggtatggac atcccacgct
   153061 tgtagattta tacggggcat atccaaaggt gaaaaaagag aatgttgtca ttatcggtgc
   153121 acgtgcatta gatgaaggag aaaaagactt tattcgcaat gaaggtatta aagtattcac
   153181 aatgcacgag attgatcgta tgggtatgac agctgttatg gaagaaacaa ttgaatattt
   153241 atctcatact gacggtgtgc atttatcatt agatttagat ggtcttgatc ctcatgatgc
   153301 accaggagtt ggaacacctg taattggtgg cctatcttat cgtgagagcc atttagcaat
   153361 ggagatgtta gcggaagctg atattgttac atctgcggag tttgttgagg taaatatgat
   153421 tttagatgag cgaaatagaa cggcaacaac agcggttgct ttaatgggtt ctttattcgg
   153481 tgaaaaacta aaataaatgt aagaaaagca actgagaagt tgcttttttt atttgaaaat
   153541 aggcgtataa taatgattta tattatactg tacgataaga atgtttgaca tcttaccaat
   153601 ttagactaaa gggggttgtt tgtaattgtc gtttgtttca tgtatggtat aattaactag
   153661 ttgttggaaa tacatacaga tagagcataa aacaatattt caatatatgg atagaattgc
   153721 tcgtaagtag gaggaagggt tagcatgcct tttgaagata cgaccatttt gaaatatctt
   153781 agtacggcat tagatattgc cgttgtatgg tttattatat ataagctaat tctcataatc
   153841 cgagggacga aagctgttca acttttaaaa gggattacag ttattattgt cgttcggatg
   153901 atcagtattt tccttgaatt gcgaacgcta tattggctaa ctgaacaagt attaacgtgg
   153961 ggatttttag ccgttattat tattttccag ccagaattgc gaagagcact tgagcagtta
   154021 ggacgcggga gtttattttc gcgtactgga actcatgagg atgatgagcc tgaaatggtt
   154081 gcaacagcga tagcgaaagc aacggaatat atgggtaaac gtagaattgg tgcgttaatt
   154141 actttgtcaa aagagacagg tatgggggat tatgtagaaa cgggtattcc gctaaatgca
   154201 aacgtatcat cggaattact cattaatatt ttcattccaa atacacctct tcatgatgga
   154261 gcagtaatta tgcaaggaag tacgattaaa gcagcagctt gttaccttcc gttgtcggaa
   154321 agtccattta tctctaaaga gttaggaact aggcatcgcg ctgcaatggg ggttagtgaa
   154381 gttactgata gtattacagt agttgtgtcg gaagaaacgg gccaaatttc tctaacgaaa
   154441 aatggtaagt tgcatcgtga tttgaagaca gaacaactga aagatatgtt gttagctgaa
   154501 tttagtgcga acgaaaaaac gacttcttcg tctttatgga attggaggag aaagcgtcat
   154561 ggataagtta atggagaatc attggttttt aaaaggaatc tcattactat tggcgtgtat
   154621 gctttttatg tcagcgactt taactgaaaa aaatacgaca tcggggatat taccttttgc
   154681 aaatgatgcg aaagaaacac taactaatta tgctattaac gttaagtatg atgaagagaa
   154741 atatattgta agtggtattc cggcagaggg cgttaaggtg aagttagagg gtccaaaagc
   154801 agcagttgct acagcaaagg cgaaaaaaca atttgatata ccagttgatt tgagagatag
   154861 cgaaaaagga acttatgaag tttctttgaa aacgaacgga cttccagatg atgtgaaagg
   154921 aacagttcag ccatcaacaa ttaaagttac tcttcatgaa aaggcgagaa aatatgttca
   154981 tgtagatctg aaattatcaa atgaggatca gatgccagca ggggctattc tcgaaaaatc
   155041 aagccttaaa ccggatactg ttgaggtagt tgggacgaaa gaagaaattg aaagtatttc
   155101 atctgccaaa gcgtatgttg atttaaaagg tgttaataaa actgttacaa aaacgcccga
   155161 agttacatta tacaataaag aaggaaaacg tttaaatgta agaacgagtc catctaaaat
   155221 tagtgtaacg ttgaatgtgg cgacgcaagc tacggccaat aatactgaaa aaactgttcc
   155281 tatagcatat acgaaaaagg ggagtttacc ggaaggattg gccgttacaa atattagcgt
   155341 tgagccgaga gaagtaacga tagcaggtcc aaaagatata ttagataata tacaatcgat
   155401 agagggggtc gaagtagatc ttagtcaatt gacagagtct acaacattcg atacctctgt
   155461 tttattacca aagggtgtaa caagtgcgaa accaaatcaa gtgaaggttt cagtaggcgt
   155521 acagaaaaca aaacaaacga aaacaagaac gattgatggt atatcaattc aaaaaaatgg
   155581 actttcgaaa gacgttacgg cccagttact ttcgccgcaa gatgggaaga taagcgttga
   155641 tatttcagga gaaacaagta tagtagataa aataatagct aatcaaataa cagcagtgat
   155701 taatctacaa aatgtgtctc ctgggacgaa ggatgttgcc attcaagtga gtggccctag
   155761 taatatttca atagagccaa aacaaaaaag tgctaaagtc acaattgtga agaaagaaaa
   155821 tcccgataaa gaagtacagg gtaatggtga acaaccaaat tcaaataata atcaagataa
   155881 tcaagataat caaactgaaa aaccaaaaaa tcctgaacca gaacctaatc ctgatcctga
   155941 tccggaaaag gagaaggaac cggaacaaaa taaagataaa gaaactagcc aagagccaac
   156001 agtagataat caaaaagagc cagaaaaagg agcgaatcat aatgggtaaa tattttggta
   156061 cagatggagt acgcggggtt gcgaataagg agttaacacc tgaattagcg ttcaaaattg
   156121 gacgtttcgg tggttatgta ttaacaaagg atacagatcg cccaaaagta attattggcc
   156181 gtgatacacg tatatcagga catatgctag aaggagcttt agtagcaggt ctattatcaa
   156241 ctggagcaga agtaatgcgt cttggtgtta tttctacacc aggtgttgct tatttaacaa
   156301 aagcgttaga tgcacaagca ggtgttatga tttctgcatc tcataatcca gtacaagata
   156361 acggaattaa attcttcggt tcagacggtt tcaaattaac agatgagcaa gaagcagaaa
   156421 ttgaagcttt attagacaaa gaagttgatg aattaccacg tccaacgggt actaaccttg
   156481 gacaagtgag tgattatttt gaaggtggac aaaaatattt acaatacatt aaacaaactg
   156541 tagaggaaga tttctctggt ttacatatcg ctttagattg tgcgcatggt gctacgtctt
   156601 ctttagctcc gtacttattt gctgatttag aagctgatat ctcaacaatg ggaacttcac
   156661 caaacggtat gaacattaac gatggagtag gttctacaca tccagaagta ttagctgaat
   156721 tagtaaaaga aaaaggtgct gatattggtc ttgctttcga tggtgatggt gaccgtttaa
   156781 tcgctgtaga tgaaaaagga aacatcgttg atggcgatca aattatgttt atttgtgcaa
   156841 agtacatgaa agaaactggt caactaaagc acaatacagt tgtttcaaca gttatgagta
   156901 acttaggttt ctacaaagca cttgaagcta acggtattac aagtgataaa acagcagttg
   156961 gtgaccgcta cgtaatggaa gagatgaaac gcgggggata taacctaggc ggagaacaat
   157021 caggtcacat tatcttactt gattacatta caactggtga tggaatgtta agtgcacttc
   157081 aacttgtaaa catcatgaaa atgacgaaaa aaccattatc tgagcttgca ggagaaatga
   157141 caaaattccc acaattacta gtaaacgttc gtgtaacaga taaaaaacta gcattagaaa
   157201 acgaaaaaat taaagaaatt attcgtgttg tagaggaaga aatgaacggt gatggccgca
   157261 ttcttgttcg tccatctgga acagaaccac ttattcgtgt aatggcagaa gcaccaacac
   157321 aagaagtttg tgatgcatat gtgcatcgca ttgtagaagt tgtgaaagcg gaagttggcg
   157381 ctgaataatt tgataaattt attgaaaaag gagcacaaaa agtgctcctt tttcatatgt
   157441 tttatagatg atgaaaaaaa tttcattgac ggtttatcca tgtttgttat aagatggtct
   157501 tgttcttttt ctcaaaggaa atattgtaaa ttatagaagc gccagaacta caagtagtgt
   157561 agttgacgag gtggggttta tcgagatttc ggcggatgac tcccggttgt tcatcacaac
   157621 cgcaagcttt tacttaaatc attaaggtga cttagtggac aaaggtgaaa gtgtgatgag
   157681 agaaaaggaa cggatacaaa ctagctgtat aagtatatac ggacttaaac ccaatcgaga
   157741 ggaaggtgaa agccgttaca agcttacagg gctagcaata tgtaatccgt tttttagtat
   157801 aaataaaaat ggtatcggac tatgtcgtta catgttcgca gagcagcgta agcatttgta
   157861 acggcgacta aacatgtgtg gaatcgtagg atttattgga gagcaagatg caaaggaaat
   157921 tttattaaaa ggtttagaaa agctagaata tcgtggatat gattcagcag gtattgcagt
   157981 acaagcagag aacggtgttg ttgtatacaa agaaaaaggc cgtatcgcaa aacttcgcga
   158041 aatcgtagat gagaacgtag cagcaagcgt aggtatcgga cacacacgct gggctacaca
   158101 cggtgttcca agtaaagtaa acgcgcatcc gcatcaaagt acatcaaaac gctttacact
   158161 agttcataac ggtgttattg aaaactatga attagtgaaa aaggaatatt tacaagatgt
   158221 aacgttcgta agtgaaacgg atacagaggt tatcgtacag cttatggaac aacaagtgag
   158281 cacaggacta agtgtagaag aagcgttccg taatacgcta tctcttttac atggctctta
   158341 tgcaatcgga ttacttgatg ctgaaaatcc aaacatgatt tatgttgcta aaaacaaaag
   158401 cccgctatta gtaggtgttg gtgacaactt taatgttgtg gcgagcgacg ctatggcgat
   158461 gttacaagtt acagatcaat ttattgaatt aatggataaa gaaatcgtaa ttgtaatgaa
   158521 agaaagtatt acaattaaaa acttacaagg tgaaacgatt gaacgtgcac cgtttacagc
   158581 ggaattagac gcaagtgata ttgaaaaagg aacataccct catttcatgc tgaaagaaat
   158641 cgatgagcaa ccacttgtaa tccgtaatat aatccaaaag tatcaagatg aaaatggcga
   158701 gattgaatta gatcaagaca tccgcaatgc tattttagat agcgatcgta tttacatcat
   158761 tgcatgtgga acaagttatc atgcaggtct tgttggaaaa caatttatcg agaagtttgc
   158821 aaaaatgcca gttgaagtgc atgtagcaag tgaattctct tataacatgc cattattaac
   158881 agaaagacca ttcttcattt acatttcaca aagtggtgaa acagctgata gccgtgcagt
   158941 acttgtacaa acaaatgaaa tgggtcataa agcattaacg attacaaacg tacctggttc
   159001 tacactttct cgtgaagctg attatacact tccgttatac gcgggaccag aaatcgcagt
   159061 tgcatcaaca aaagcttaca cagcacagct tgcagtactt tcaattttag ctgcggatat
   159121 tgctaaagca aaaggtgaag ttcttggttt tgatttaaca catgaactag gacttgtagc
   159181 aaatgcaatg atagaacttt gtgatcaaaa agaagaaatg gacgcattag caaaacaatt
   159241 tttagcaaca actcgtaact gtttcttcat cggacgtagc gttgacttct acgtaggatt
   159301 agaaggcgcg ttaaagctaa aagaaatttc ttacatccaa gcagaaggat ttgctggagg
   159361 agagttaaaa cacggtacaa tcgccttaat cgaaaacggt acaccagtta tcgcacttgc
   159421 tacacaagaa cacgtaaacc ttggaattcg tggtaacgtg aaagaagtag tagcacgcgg
   159481 agctaaccca tgtatcatct caatgaaagg cttagaaatg gagggtgaca gcttcgtact
   159541 accagctgta cacgaagcac tagcaccgct agtagccgtt attccattac aacttatctc
   159601 atactacgca gcacttcacc gcgagtgtga cgttgataag ccacgtaact tagctaagtc
   159661 tgttacggtt gagtaggaga ttagtaggtt agtaaatata gtgtagtttt gaaataaagt
   159721 taagacgttt ataaaaaagg tgcgatgctt tatctcttta atcaaagaat tgtaaataag
   159781 ctatgatcaa acttttttat aaaacataag catacacctg ttggataaga aaccattttg
   159841 attagacttt ttcaaaatgg tttcttttta ttcatcatag aatacggttt aacacaatat
   159901 ttttaatcaa actttatttt aaagccacac attgcttttt cttatggtga atttgtttct
   159961 tagttatttc ctgcatttta tatcgttcac caatcatgta atgttaaggg agatgacaaa
   160021 agaaaggaag aatgtacaaa tgagtatagt aaaaaacgga acattgcaag taattggagc
   160081 aagcatctat tatgaggtgc gtggctcggg tccaattctt cttttgattc atggtggggg
   160141 tggtgatgcc gacaagttcc ataatatcgc cgaccatctt gctaaatggt ataccgttgt
   160201 tacttacgat cgtcgtggtc attcccgtag caatctcgtc aataaaaatg aggattacca
   160261 tgtgcacacg catagcgaag atgctcatcg gttgctagct aatctgacca aagaaccggc
   160321 ttatgtattc ggaagtagtt ctggtgctgt tatcggactt gatttgtgca tacgtcatcc
   160381 tgagcaggta cagttactaa ttccacacga accggtttta ttacaacttt tatctgaaaa
   160441 tgagttgaag caggctataa atttcctgga agaccttaaa gggaatcatc aaaatgaggt
   160501 catgaagtta ttgtcaaata ttgatgatag taattccgaa ccatcgaagg atatgctaac
   160561 agagcgacta cttggcaatt cgacgtattt cactgagtat gaaatcccgg gaattctcag
   160621 ctatacttta aatatcgatg cattaaagtc cctattaaaa cctgcatcga tacaggtacg
   160681 tccagctggt ggaagtattt caagagaaac ttttccttat cattgcgcat tcaacttagc
   160741 agagcacctc ggaacagaat tcgcagagtt tccaggacat catgtgggtt ataacacagt
   160801 gcatcataaa gagtttgctg agaggttaca tgatgttatt gagaattaat cgggaaacta
   160861 tcaatgagca gtatataaac acaatagcgc gaatagatat tcatggagtt acaagacaat
   160921 acgtaattta gggttttgct tctatgtcta aattgatttc aaagcatcag cagaatatga
   160981 acaactaaaa aagcagctac ctctccattt aaaggtagct gcttcttttt acatagatgc
   161041 tataattatt tgtctttcat accacttgtt tagttttcca ttccctaaat cttctttatc
   161101 aacaataata gttttggggt gacttgtttg ttagcttaat aattatgggc tttcctctaa
   161161 tagaaccaaa ggaaacgata aaagcgcttg cataattgaa aatccgagtt ataatacttg
   161221 tatacaagta tacttgatta acacgaggtg ggtttatgac gaaatcaatg gaatttcttt
   161281 atcctgaaaa atggctttca aaagcttcta caggtgatcg tgttgcgagc gaattgagaa
   161341 tgcgcattat tgcaggtgtg attgaaagcg gtaccatact gtcagaaaat aaaatagctg
   161401 ccgatttttc tgtaagtcgg tcacccgttc gtgaagcatt aaaattacta gtttctgaaa
   161461 atattattcg cttagaaaga atgggcgcag ttgtcattgg tttaaccgag aaagaaattg
   161521 aagaaatata tgatgttcgt ttacttatag aaacgtttat ctttgagcga cttggaaaga
   161581 tggacacaaa tgatttagta agagaactaa ataaaataat ggaaatgatg aaaatcgcca
   161641 ttaaatatca tgattctgat gaattttctt atcaagatct cttattccat gaaacgatta
   161701 ttcgaaccat tgagcattcc tacatcctga tgatttggaa taatttaaag cctgttatgg
   161761 aaagcttaat ccttttatca atgcgtactc gtttcaagga aaagtacgaa gactttgaac
   161821 ggattattaa aaatcatgag ctttatataa aagcaatcga atcaaaagat cgagccctca
   161881 tgattgaggc cttacatcaa aactttgatg atgttcaagg gaaagtcgaa gacctctgga
   161941 tgtcacaaca aatgttatct aaaggagttg agcaaggaca tgagtagcta tatgttaggt
   162001 atagatatcg gtacaacaag tacgaaagca gttttattta ctgaaaaagg cgaagtcatt
   162061 caaaccgaga atattggtta tccacttcgc acaccggata tatccacagc ggaacaagat
   162121 ccagaagaga ttttccaagc tgttttacaa gcgatatcaa atataacgaa acagcattca
   162181 gataaaaaac catcgtttat ttcatttagc agtgctatgc atagtgtcat tgctatggat
   162241 gaaaatgatc agccgctgac accttgtatc acttgggcag ataatcgcag tgaggcatgg
   162301 gcgcataaaa tcaaagatga actgaatggc catgcagttt atagacgaac aggaacacct
   162361 attcacccaa tgtcaccatt aagtaaaatt acatggattg tgaatgccca tccggaaatt
   162421 gctattagaa cgaaaaaata tattggaatc aaagaatata tcttcaaaaa attctttgat
   162481 caatatgttg ttgatcattc catcgcctag tgcatgggta tgatgaactt aaaaacgcta
   162541 gattgggatg aggaagcttt aaaaattgct ggtataacat cagctcaatt atctaaactc
   162601 gtaccaacca ccaaaatatt cagcaactgc aatccagatt tagcccaaaa gattggtatc
   162661 gattcccaaa caccgtttgt cattggtgcc agtgatgggg tgctttctaa tctaggtgtg
   162721 aatgcaattc ggaaagggga gattgctgtc acaattggaa caagtggtgc tattcggacc
   162781 attattgata aaccacaaac agataaaaaa ggaagaatat tttgttatgc cttaaccgaa
   162841 aagcattggg taattggtgg accggtaaac aatggaggga tggtccttcg ctggattcgt
   162901 gatgaacttg cttcatcaga agtagaaact gcgaaaagac taggaattga tccatacgat
   162961 gtattaacta aaatagcaga acgcgtgaga cctggtgcag acggattatt attccatcca
   163021 tacctcacag gggaacgtgc accattatgg aatccagatg tacgtggctc cttctttggt
   163081 ttaacgatgt cacataagaa ggaacatatg attcgtgcag ctttagaggg tgttatatat
   163141 aatttataca ctgtattttt agcattaaca gaatgtatgg atggtcctgt aactcgtatt
   163201 caagcaacag gcggcttcgc aaggtctgac gtttggcgac agatgatgtc cgatattttc
   163261 gcatctgaag tcgttgttcc aaagagctac gaaagctctt gtctaggtgc atgtatatta
   163321 ggtctctatg ccacaggaaa aattgattct tttgaaatcg tttccgaaat ggttggtagt
   163381 acctacaaac atacaccgaa agaagaagca acaaaagaat acagacaatt actgcctata
   163441 tttattaacc tatcaagggc gttagaagat gattatacac gcattgcaaa ttatcaaaga
   163501 aatttaataa agtaaaactt tcatcagtaa cctcccacgc ctcgcttcta tctaaatctc
   163561 gaggtgatgg gggccttact gcccacgaat agcgggataa atacaaatac agctaagatt
   163621 aggggggaac tacgatgcca ttagtcattg tagcaattgg gattttagca ttacttttac
   163681 tgattatgcg ctttaaatta aataccttta tttcattaat cattgtatcc gtcggggttg
   163741 ctttagcact tggaatgcca ccagaaaaga tttttaaaac cattgaagcg ggattaggcg
   163801 gaacacttgg gcacttagca ctcgtttttg gacttggtgc gatgttaggt aagttgcttt
   163861 cagattctgg gggtgcacaa cgcattgcca tgacccttgt gaaaaaattt ggtgaaaaga
   163921 acattcaatg ggctgttgtg actgcctcat ttattatagg gattgcatta ttttttgaag
   163981 taggattagt attattaatt ccgattgtat ttgcaatttc aagagaatta aaagtttcta
   164041 tcttatatct cggtatctcg atggcagctg ctttatctgt aacacacgga tttttaccac
   164101 cacacccagg accaactgct atcgctggtg aattgcatgc aaacatcggt gaagtattac
   164161 tttacggttt tatgatagcg gttccaacgg ttgtgttagc tggacctgta tttactaaac
   164221 ttgcaaaaaa actagtacct gaggcgttca caaaaaccgg taatatccaa tcattaggtg
   164281 agcagaaagt atttaaactt gaagaaactc ctggttttgg aatcagtgtt tttaccgctt
   164341 tactgcctgt tcttttaatg gcagtcgcta caattattac tttgttgcaa aaaacaatgg
   164401 gattcaaaga taatagttta ctagcaacga tcgagtttat tgggaatgcg gatactgcca
   164461 tgttgatatc cttactagtt gcgatctata caatgggatt ggcaagaaat attccaatca
   164521 aaagcgtgat ggaatcttgt acaacagcga tctcgaatat tgggatgatg ctcttaatta
   164581 ttggtggagg cggcgctttc aaacaagtat taattgatgg cggcgttggt aactatgtag
   164641 ccgaattatt caaaggaact tcattatcac cgatcttgct cgcatggatt atcgctgcca
   164701 tcttacgtat ttcattgggg tctgctacgg ttgctgcatt aacaactgtc ggtttagtga
   164761 ttccgatgtt aggtcaatct gatgttaacc ttgctttagt tgtccttgca acaggggctg
   164821 gtagtttaat tgcttcacac gtgaacgatg ctggtttctg gatgttcaaa gagtactttg
   164881 gtttaagcat gaaagaaaca tttgcaacat ggactttact tgagactatc gtttctgtag
   164941 ccggattagg atttacttta ttattaagtt tatttgtata gatctttcta aacagtaaaa
   165001 gggatacgga agctgtttaa tgtgattttt cataattaac cagttatttt tcatgattga
   165061 ttaataagga tgaaaatttc tctttatttt ttaacttgat agtgatgtgc cgtgtccctt
   165121 taaccttttg cacgaatact ggcagagcct attgaaatga aaaagttgga ttatttgatt
   165181 aaaatgttat tttaggtata tatactataa tacagagtaa catacatgga aaggaacgat
   165241 agaatatgga aaatttacaa attggagttg ttggtgtggg cgttatggga aaaagcctcg
   165301 cacttaactt tgagagtaaa gggtattctg ttgccctata tgatatttca aaggaaaaag
   165361 ttgatgaaac cattgaggaa aaccgtggta aaaacttagt tggtactcat atagttgaag
   165421 agtttgttaa ctcactcgaa tcacctagaa agattttatt aatggttaat gcgggggaaa
   165481 ttacagataa agcgattgat tctctagtcc ctcacctcga taaaggtgat attttaattg
   165541 atggtggtaa tacatacttt gtcgatacaa ttcgccgaaa caaacgtctt gccgaagaag
   165601 gaatcaattt catcggggca ggtgtgtcag gcggcgaaga gggtgcattg aagggaccat
   165661 ctattatgcc cggcggacag aaggatgcat acgaaaaagt aaaggatatg cttgaaaaca
   165721 tctctgcaaa agtgaataac gagccttgct gttcttatat cggacctaat ggggcaggac
   165781 actatgtaaa gatggttcac aatggtattg agtatggaga tatgcaatta atttgtgaag
   165841 catatttctt cttgaaacaa acactagatt tgactgcaga agagttccat gaaatatttg
   165901 ctgaatggaa taaaggtgaa ctgaacagct atctaattga gattacagcc gatattttca
   165961 agaagaaaga tgaagaaact ggtaagccat tagtggatgt tattcttgat actgcaggac
   166021 aaaagggtac agggaaatgg acaagtcaaa gcgcacttga tttaggtatc tctctgccta
   166081 ttatcacgga atctgtattt gcacgttgca tttctgcttt aaaagaagag cgtgtgaacg
   166141 caagcaaagt tttatctggc cctaaagata aaacagcaat tggagttgaa aaagccgaat
   166201 taattgaagc ggtgcgccaa gctttatata tgagtaaaat ttgttcttat gcacaaggat
   166261 tcacgcaatt gaaggcagct tctgaggaat ataattggaa ccttgatttt ggcagcattt
   166321 ctatgctttg gagaggcgga tgtattatcc gtgctgcctt tttacagaac attaaagagg
   166381 cttatgagac taacactgac ctaccgaacc ttttacttga tccatacttt aaagaaattg
   166441 tagagtcata tcaaggtgga ttacgccaaa ttatctcaat ggcggtacaa cagggcattc
   166501 cgatacctgc attttcagca gcaatttctt attatgacag ctatcgtact gccaaactac
   166561 ctgcaaactt attgcaagcg cagcgcgatt attttggagc gcatacgtat aaacgagtag
   166621 ataaagaagg tacattccat acaaaatgga tataaaataa taaatggact aagattaaat
   166681 tcttagtcca tttttcattc cacaattcgt aggctataag actcccactg atggaagttt
   166741 actttaaacg aatgtatgaa tcaagatgcg tttatttttc ccctttagat attttatcta
   166801 aagggggtgt ttttatgccc aaaaagaata tctaaaattg gtaagtggat agaaccctat
   166861 agattaaaat tttactttat cggatttact tttatttatc tgaattttcc gttactattt
   166921 taagtatccg tgaacaattt cctttattat gacaaaaaga gacgagaaat ttatgggcat
   166981 tacaaggggg catattgatg aaagtgagtg aaaaaacata tttaagtata gaagagatta
   167041 tttcattacc aaccgtatca agtacaaata taagcgatga tggcaaaaat gtagcatttg
   167101 ttaagagaac agctaactgg gaagacaata catatagaaa ccatgtatgg atatatgaaa
   167161 aagataaagg gaagagttat ccactgacaa ctggagatat agatagtata catccattat
   167221 ggtctccaga ttctaagagc attgcttacc ttagctcagg tggtgacggg gatatgaaaa
   167281 atcagatctt tgttaaatca ctagacgact atagtaaggt taaaattact gatgagaaag
   167341 agggaatcag taattttaaa tgggatccta ccggtaaagg tttttattat attacacagt
   167401 caaaagaatg tgaggaaata aagaaacgta aggagctata tggagatttt caacatgtag
   167461 gtaaggaaca tcagaataat tgtttatgct acattgaaat ggaaaaagtg atacaaaatg
   167521 ataaagagga acgagagatt aacggtgttt atcaattaac tggtggtaag gatttttata
   167581 tccatggatt tgatatttca gataatggga aaaaggttgt atgtatggct acaccaagcc
   167641 taaacgatca tatgaatggt gatctatata tattagatgt cgaagccagg gaactacaac
   167701 agatgaatgt agataagttg ttgggcggga gcgcttgttt ttctccagag ggcaacaaaa
   167761 tatgttactc agcaagcata agagagaagg agtattatag aaaccatata caagaaagta
   167821 cattagagat atatgatatg aatactgggg aggtaattca gcccttaaca aactttgata
   167881 gtatggttat gccattacag tggacagcta aaggaatttt aattcgatgg caggacaaga
   167941 cgaattactt tattggtttg ctagctgaag atggcacggt agaaacatta agggaaaaag
   168001 tagatgggtt tataatggat gcctctataa caagagatgg aaatcatata acctataata
   168061 aggctataac aaatgaaacc tttgaaatct atttggatga taaaaagata acgaatgaaa
   168121 atagcctttt cgaggggaag cttaaaagta acagggaaat catttcatgg cgaagtagtg
   168181 atggtctgga aatagagggg gttttatcaa caccagtaga gtttgacgca aataaaaagt
   168241 atcctttatt agtagtaatt cacggtggtc cggcttgggc atcctttccg atattttcaa
   168301 actgcttcaa tgagaaatat ccgattgaac agtttgttga aaagggcttt atcgttttag
   168361 agccaaacta tagaggaagt tctggttatg gtaatgaatt tttaaaagca aactatagaa
   168421 aacaaggact tgctgattac gatgatgtta tatctggagt ggatgaacta gttgaaaaag
   168481 ggatggtaga taaagataga gtaggagtta tgggatggag taacggagga tatatatcag
   168541 ctttctgttc tacatttagt agtagattta aagctatttc agttggggga ggaattacta
   168601 actggagtac tcattatgta aatacagata tcccttactt tattagaatg tatttaggaa
   168661 atactccatg gaatgatcca gatatatata agagaacatc accaatgaca tatattaaat
   168721 cagcctgtac gcctacctta atccaacatg gcgaaaagga tgcaagaata ccaattacaa
   168781 atgcatatga attacatcaa gggttaaagg atatggaagt tgatacagaa ctcattatat
   168841 ttaaaggaat ggcatatagt tctgaccaac caggagttca tgtggctatt atgaagcaga
   168901 acttgatgtg gttttcacat tatattcttg gagaaagtat ggaggatttt agtactatat
   168961 aatggatatc cgcacaggga ttattcgttg tgcaattggg ccagattgtt gtaaactgca
   169021 agtaaaccat tattgagaag atttaagtgg ttataaggaa gcttaattcg gaggacgaat
   169081 atgacagaga ataaaaatga gttatctgta gaacaacgtg aagaactatt aaaagtatta
   169141 caagcccgtt ttgagaaaaa catgaaccgc catgaaggtc ttgaatgggc taaagttgaa
   169201 acgaagctag ctactaataa tgaaaaattg tggacactta atgaaatgga agtaacaggc
   169261 ggtgagcctg atgttgttgg ttatgatgaa gagaaggacg aatatacttt ctatgattgt
   169321 tcaaaggaga gtcctaaagg ccgcagaagt ctctgttatg atcttgaagc gttagaatca
   169381 agaaagaagc ataaaccaga aaataacgct attgatgtgg cagccgctat gggtattgaa
   169441 ctattaacag aacaacaata tcgagagttg caaaaacttg gggattttga catgaaatca
   169501 tcaagctggg tacaaacacc ttcagatatt cgagaactcg gtggtgcgct attttgcgat
   169561 tatcgcttcg ggcatgtttt cgtgtatcac aatggggcag attcttatta tgctgccaga
   169621 ggttttcgtg gctcgttaag agtttaaatt tggagtaaac aaaaaagagc ctatacgcag
   169681 gctctttttc ttatttatat tttaagagta aaccgttact acgcagtttt gcttaattta
   169741 tatgttccgt ggctgttttt acggaaaagt tttgggaaaa catagccatc taatccaata
   169801 cgtccggcgt tctgtcctgc aactaaaatg aacatagtta aaataagcag gtttgggttt
   169861 acactaacag ttccgcttaa taaaaatgca agattcatta tgattccgaa aaatgcagct
   169921 gtttttgtta atccgcctaa aatcaaacct agacctacta aaatttctcc ccattgaact
   169981 aaaaagctaa ataggtctgc atttggaaga acaaagtgtt gaaggaaatc tgcccaccaa
   170041 ctttgtacgg cagggtggtc acctgatgct tgagcaatag cgccctttag aaaaccactt
   170101 gcgtcaaaag attgtccaaa gactttgccg attccagcag cgagccatgt atatcctatg
   170161 taaagtcgta aaaataataa tatgaaagca gcacgtttat cagttcttaa aaaattgata
   170221 accattgaaa tccctccaat attgtattta caagtttatt atatatccat tgtgaaaaaa
   170281 ttcacaatgg atataatgtg aacaaatata tgatttttta tttataaaat tgcacctaaa
   170341 atattatgaa gtttattttt gaaaattaag caataaatga gagatgggag ctatctattg
   170401 tagcggatag ctcccgtagt aaacaggttt atgtgtgttc tttaagttca tctgggcgtt
   170461 ccttattatt tctctggttt tatataagga acaatttgtg cagtaacccc tacagaagca
   170521 ccacgaataa agttttggtt ttctaatgcc ttaaagtttt ccgtttttcc tgttagcata
   170581 acacctaaaa ttttcacttg atcaaatggt ttgttttcat ttgattttaa aaacttttga
   170641 atgtccttgt catacccatc attatattgt ttaagggaat caaagaaccc tttgtacgat
   170701 tcttcgagag gggttcctgg ctcaaatcca taaactggca taccggcagg acctccgctt
   170761 tcatctctaa taggtgagac catatatagc catacgatat ttaagttgtc tggtattttt
   170821 gtttgaattt cttttaatgt ataaggttga tcgaaagaga tagcgacttc tgcaacatag
   170881 ttttccattt tggaaactgc acttaattca tttttgactc catcgtaata ttccttgata
   170941 gctggattat aaaatgtggc aactttattt ttcgtttgtt tatcgtaatt ataagactct
   171001 gtattagacc tcccccaatg agttcctggt attacctcat tgtaatcgat gttagagcga
   171061 aaccaattgt aagggcttgt cagtgtattc catttcacta cgtaaccatt aatattttta
   171121 gaacgatttg atgtaatatt gccgccaaac atagaggagc tactcgttac ttgagaatca
   171181 atttgtacat tcggttctgc aattgaatta tataaaaaga gttgttcgtg aagcctcata
   171241 gagcctttcg ctgcgaagta attacctact ttataaatga tagggataag tatgatgaca
   171301 acgagaatag aagtaatgat gattttaagt aactgtttcc tttgcgcttt ttttaatgca
   171361 ttttttaaag aagtatccat taaggttttc cccctactgt agaatgaatt gttttacgtg
   171421 cacgatgtaa cttttgtttg acgctattta ctcgaatatc tagtattagt gcaatttctt
   171481 catatgtaaa atcgtaataa tactttaaaa agaaggcttc tttatattct agttttatat
   171541 cttttaatag atagaaaatc tcatctttat ttaaaacagc atccagttct cggtctgtat
   171601 attgtaattt tgaataaatc tcttcagtta aatagatgtt ctgttgctct ttttttctct
   171661 tcaagtcaat gtattcgttt aatgcaaccc taaaaaacca tggacgtatg ttattctctg
   171721 ttaggtcatc tagcaacgta tatactttat agaaagtatt ttggatgatg tcttctgcgt
   171781 cttcttttat agcccctttc gctaataata gtttgaacac ttcctcccct aaattgataa
   171841 gataggaggt caatatattt tcttttccca tcatttttcc tccctacact tatacaacga
   171901 ataggtaata gtaaatgtat acacttaaat taaagttttg ttcttgatac aaataaaaaa
   171961 ggcatataac aatcatatgt tatatgcctt ttctattata tatttagtaa tttatttagg
   172021 taatgtaaac ttagcttttt taccttgtga aatatcttta gcttctttat ttctcatagg
   172081 tcctaactca atctcgaagc ttttttcctt ccaaatcttc tcatactgct cttgatctaa
   172141 aataaatact tgcagtaact ctccagatgt tcccgttttg actgaagcgt tatagtcgta
   172201 atttagtagc ataccttcat taatcgtata ttgtgtacca tcattcactc tcaatgtaga
   172261 gcttatagga gatagtgaaa cgtcttgagt atctttgtta tcaagcttga atttcaccgt
   172321 taatagaaca ataccgtttt tgaaatttgc aaagcgcggt gcttcgacgg aatttggtgt
   172381 gaattgagta aattggtatc catctaatgt aacattaaca gcgcctaatt cttggctgtt
   172441 attaatactt gatttctctt ttaacatttt tttatcgccc atgttattag ctgtagcttt
   172501 atcttggtag aaagctttat ctgttgcaac cttttcagca ccttgtttgt ttaaacttaa
   172561 tgaaaagctt ccgggactgc cgattggagc atcgaatttt cctttattag cttgtgcagt
   172621 tgggactgtg actgagactg ttgagagact tgaaattttt gctagatcat cttttccaaa
   172681 tggatacgcg atataaccag aaatagtttc tcctgctttt actaagtaat cattcgttgg
   172741 agcaagctta gttggcagtt gatcttcttt tggaattaaa tctttatagt tactatatac
   172801 tttctgcgca ccagtaaacg atatgtccaa tgctggcata taataaatat ctttagctga
   172861 actatttttt acgctatagt tcacaagaat aactccgccc tctgtttgac ggttaaatgg
   172921 aatattaaag tccgtatgga atccatttaa ttcaactaat gtataactgt tcatcgatac
   172981 tgaaacatct tcagatttat agacttgtgg ttccttattt tcaaaaagaa cttttgtttt
   173041 tccgcctgtt tctttttcca tgtaggaaat aagtttagaa taatcgctgg agctagtagc
   173101 ggtattttcc gtctttttat cttcagtttt cttgtcttcg gatttttttc ttcaggttta
   173161 ttttcttttg ttgtatccgt tttttctgtt ttgttttctt tggctgcatt ttctttttgt
   173221 tctttatttg tcgtatcgct ttgaccacag ccggttatta caaaagctgc tacgattact
   173281 gcagaaaata aagaaagtaa tttttttgac atgtttcttc cccctatttg tttaaaacta
   173341 aactctcata ttagccccac gttttattat aagaaggcta gtcaatattt accagtgttt
   173401 tttctattta tttccattat ttaaatatta taatataata aatttgatag aagtttggaa
   173461 tggaatattg gtttttattt ttttatcatt tgaaatatta caccatattg ttatgataga
   173521 aatagaggta tatggaaagg agacaaggac tcaatatgtg gatgaacttg taatgattag
   173581 aaattagata gatgaatttt tctctcataa gtgagggatt atttggctat ctgtaaatca
   173641 tgcaaggact gcatatttgg cttgtgcgtc ccctttgtaa ggatagatac ttatgtgggg
   173701 aaattcatat ctcttatata aaatatgcgt cctttaaaac tggaggagta tatgatgaat
   173761 caattaaaag ataaagtagc agttgttaca ggtgtaagtc gtttagatgg tataggcgca
   173821 gcaatttgta aagaattagc tgaggctgga tagaatatat tttttacgta ttggacagag
   173881 tatgataaag agatgccttg gggcgttgat caaagtgaac aaatacaatt acaagaagag
   173941 ttactaaaaa acggtgtgaa agtatcgagt atggagttag atttaactca gaatgatgca
   174001 ccgaaagagc ttataaataa agttactgaa caactaggct accctcatat attaattaat
   174061 aatgcagcgt attctacgaa taatgatttc tctaatttga ctgctgaaga attagataag
   174121 cactacatgg tcaatattcg tgcgactaca ttattaagta gtcaatttgc ccgaggattt
   174181 gataagaaat ctggtggtag aattgtgaat atgacttcgg ggcaatttca agggcctatg
   174241 gttggagaac tggcgtatgc aacaacgaag ggggctattg atgctcttac tagttcgttg
   174301 tcagccgagg tagctcattt aggaataaca gtgaatgcaa ttaacccagg tccaactgat
   174361 acaggctgga tgactgaaga gataaagcaa ggattaaaac caatgtttcc ttttggcaga
   174421 attggtgagc caaaggatgc agcaagactc attaagtttt tagtaagtga agaagcagag
   174481 tggattacgg gacaagttat tcattcagaa ggtggattta aaagataaga agaaggtatc
   174541 tcaccagggt gagatacctt cttttttaat ctttcttcaa tcttcgtgca ataccattcc
   174601 ctaaagactg taatccttga acgaggataa ttaaaataaa gacagttgca tacattactt
   174661 caggttcata gcgtaaatgt ccgaagcgat atgctaagtc ccctagccca ccagcgccta
   174721 caagaccagc cattgctgta gcaccgatta agccaatcgt tgcaattgtt aatccaagta
   174781 caagggaggg acgagcttct ttcaccataa cgtgccaaat aatttgtata gtagaaacgc
   174841 ccatcgcttg gtaagcttca atcacaccac gatcgacttc taataaagct gtctccatca
   174901 atcttgcgat atagggagca gtgaagacga caagcggtac gataacacct tgcacaccaa
   174961 tggatgttcc cattagaaac tttgtaaaag gtaaaatgaa gaataataga atgataaatg
   175021 gaagagagcg aatgatatta ataattgtat taagaattga gtaaatgatt ttattttcgt
   175081 gctgcccacc aggtcttgtt aaaacaagtg tgacaccaag tggtagtgca ataaggatag
   175141 agatgaatag tgaaatagat gtcatttgaa atgtttgaat ggttgcttcc catatgactt
   175201 taccccattc atccaaaaag gacttgtttt ccatagtctg ttctacctcc ttctacgatg
   175261 attccttgtt cttgtaaaaa tgataaagcg tggttgattt cattttgttc cccttgcata
   175321 tgaatgacaa gtttcccgta tgcctcatgt tttaattgag taatattacc ggataaaata
   175381 tttggatata cttggaatcg ttttgtggca acagctaatg ctggttcacc agaagaattt
   175441 cctataaaag aaagagttac gatttctccg gttctttgta gttctttttg tacttcagct
   175501 gggatttttg ctgcaaatgc actatttaca aatttcttcg ttgttacatg ttgtgggttt
   175561 gtgaatatat ccttcacagt cccgctttcg actactgctc catgttccat aacagcaact
   175621 ctgtcgcata tacgctggat aacgttcatt tcatgtgtaa ttaataaaat tgtgattccg
   175681 atttcctcat taatctttaa taataggtca agaatagaat cagttgtttc tggatctaaa
   175741 gcactcgttg cttcgtcgct taataacact tccggttcat gtgatagtgc acgggcgata
   175801 gccacacgtt gtttctggcc accagaaagt tcactcggat aggcatcttt tcgattaaag
   175861 agatcgacaa tacgtaaata cttttctacc cttttttcaa tttctaattt tggaacgcca
   175921 gcaaggcgta acggtaatgc gatattttca taaacggtaa cagttttaag taaattgaat
   175981 ccttgaaaaa tcatcccgat tttttgtcgt gcttttgcta gttcttttgt agacagtgtt
   176041 gttaaatctt gctcgtttac aataatattt cctgtcgttg gtttttctaa taaatttaca
   176101 cagcgaatta atgtactttt gccagcgcca ctatatccaa tgattccaaa tacttcgccc
   176161 ttttttactt ggagggaagt agacttaaga gcttccacat tccccttttt tgttgtaaat
   176221 actttggata cattttttaa ttcaatcatt atcgtcagct cctaccaaga cggtaaaaca
   176281 gaaccatcaa attttttctc aataaattct tttacttctt tagattgata agctttcttt
   176341 aatttattta caaccgcatc atctttattt tcagtacgaa caacgaccca gtttacatat
   176401 ggtgaatctt ttccttcacg gaagatagaa tctttcgcag ggcttaattt tgcacctaat
   176461 gcaaagtttg tattaattgc agctgctttt acttcactta gttgtgttgg taattgagat
   176521 gcctctaatt caacgatctt taaatttttt ggattttcaa ttacatcttt cgcagtcgct
   176581 ttttctgtcg cttttggatc cacttttaaa actcctgctt tttcaaatag ttttaaagct
   176641 cgaagttcat tcgttggatc atttggtaca gcaattgcat caccatcttt taagtctttt
   176701 acatccttta agctttttga atatacgccc atagggaatg ttactgttga aaatacttcg
   176761 gttaatttca tattacgttc agctttaaac acgtctaaat atgattttgt ttgatagcta
   176821 tttacatcaa ggcttttttc atcgagggat acgttcggtg ctacataatc attaaatact
   176881 tttacatcaa tttcgagacc gtctttcgct gccacttctt ttaccttttc aaaaatttgt
   176941 tcatgcggcc cgcctgttac accgacagta atctttttct catctaacgc ttttacttct
   177001 ttatccgaac cagcgctaca tgcgcctaat aatagtaccg ctccgcttac aatgcttaat
   177061 aatacttttt tcatctatag ttcccccttc atatatgttc caaaataaaa agcacctctc
   177121 aaaaataaga gaggtgccga atagacaaaa taggatcctc tcttatcttc caaaacgaaa
   177181 actcattttg caggaattag caccttagct tatacgtcat aagctcggtt gccgggcatc
   177241 atcgggccag tccctccgcc actcttgata agagtatgtg tatgtagttt ttaatatggt
   177301 actaatagta aatcttacaa aaagaattgt caatgttatt ttctgaatat attttatttt
   177361 aaggtaatcg aaacgttccc ttttttatgc cctatttcca catacatatg agcttcagca
   177421 atttcttcta atcggtaagt tctatcaata acaggtttta aatgttccgt ttcagttagt
   177481 ttttttagta gaatcatatc ctctttactt acttttgcca tcattccatt cacagataca
   177541 tattttccat taggcgctaa tacttgttta caaagggatt ttttatgctt tccaactgca
   177601 tcaaatataa tatcgtagcg ctcgcgccgc ttagtaaaat cttctttcgt ataatcaatt
   177661 actttatccg ctcctaaaga ttgcacgagt tcaaaatttg aattactaca aacagctgta
   177721 acggtcgcac caaaatattt agcgagttgt atggcagctg ttcctactga tccagaggca
   177781 ccatatatga gaacttgttg cccctttttt atccggcttt ttctcagaaa atgcaacgct
   177841 gaagttccac caaaaggaat aactgccgct tcttcatacg ttacattggt aggttttaat
   177901 gttattaatc cactttcatg cacgcatgtg tattcggcat aaccaccaag attgagttct
   177961 gttaatgcaa aaatttgatc ccctttttta aattgagtta catctgtccc gatatcctct
   178021 atctctcctg ctaattctac gccaagtata gggtttctcg gttttctaag tcctaatata
   178081 agtcgcatag gaatccaaaa taatagaggg ctattaaatc cgcgtattct acaatctcca
   178141 gtcgatacac ttgttgcgtg aattttaact aatacttcgt tctttttagg tataggtttc
   178201 tctatatttt gaagctgaag aacgttaggt ggtccatact gtgtgcaaat gatcgccttc
   178261 ataatgtcct cctgaaatga gttgtcgtta tttacatcat atttaagatc ttcattaaac
   178321 atgtcgctat atagcgagta tagattaaaa attatataga tttcatagga aaagaggtga
   178381 tattattttg ggaaaggggg caacagtatg aaaaaaatta tttttgtttc aagtttagta
   178441 cttgcaatca gtctaggggt agggtgtagt aatgagaaaa cagcaaagac ggatgagccg
   178501 aaaaaagaat ccgttcaaaa agaaaaggaa ttaacggcga aagatgtttt caagaaaacg
   178561 aatgaagctt ttaaaaatga agaacatgta acgatgacat atggtgtagg ggtaaaagct
   178621 gagggaacag agatggatat agtaaaggct aagatgcaat tagagccaaa gacaaagaat
   178681 tctcgttctg aaatgaatat ttccggtaca gatgttgtag tgtatactgt ggatggtaaa
   178741 gttgctggtg aggtaaaaaa acctaataca ggagaagtta taaccgtacc agaggagcaa
   178801 ttaaacgctg gtggaatgaa agcgactcaa gatattatag ataagttaga agtaccggaa
   178861 gtagttttag ataaaatgaa gttggagaaa agcggagata aatataaact gaaatttaca
   178921 ttaaaagggc aagaaacaga aagtatgtta actagcatgg atgaaacgca gaagaaaatg
   178981 ttacaagcac aaaatgcgaa gatagaagaa gtggatgcag aatatattat tacaaaagat
   179041 tttaaatatg aatcagcaaa gatagacatg attatgagta gtaatggcaa ggataaagca
   179101 cacattatta cgaacgcaaa atatacgtcg tatgaaaagt ttgacccaat acaattgcca
   179161 gcagcaaagt aacagttttg atgaggaggg acctaaaata aggtccctct tttttgtatt
   179221 ctttcttcat aggaaaatag gtacaatata aagaggaaaa ggtgtagaag aggagagtgt
   179281 catttgaaaa aaggaaagat agcggtggtc actgtagcat atacagtgtt gctggcaacg
   179341 tctgtacata catataaaaa acaactcgat catcctatta tgagtgatgt aggtaaattg
   179401 cttccgacaa aaataaaacg tgttgaaagt gctactgatg agcactcgtt aataaaatta
   179461 gtgcaagatg caaatgtttc tggagagaaa atttctattg ctggtatgca acatagccaa
   179521 ggcggacaga catactatcc acatggtacg atgcttgata tgaaagggta taataaaata
   179581 ttagaatttg atccagagaa gaagcgtatt acagttcaaa gcggcgtcac gtggaatgat
   179641 attcagaaga aagtaaatcc atatggtctt gctgttcagg tgatgcaatc gcaaaatatt
   179701 tttacggttg gtggttcatt aagtgtaaat gtacatggtc gtgatattcg tcatgaggca
   179761 ttgattgata cagtcgaatc atttcgatta ctaatggcag atggcattgt acgtaatgta
   179821 agtagagaag agaatgcgga tttatttcct tacgtcattg gcggttatgg gttatttggt
   179881 gtcattttag atgtgacttt aaagttaaca aatgatgaat tatatgaaac gcatacgaaa
   179941 atgctagatt ataaagaata cacgtcttat ttcaaagaaa aagtgaaaaa agatgctaat
   180001 gttcgtatgc acttagctcg tatttctgtt gctccaaatt catttttaag agaaatgtat
   180061 gtgacagatt atacattggc acaaaatcaa aatatgaggg aagagtatag tgaactaaaa
   180121 gaagaaacta ttatagcagc gccgaagttt ttacttggat tatcacgcta tagtgattgg
   180181 ggaaagaata cgttttggga tatacaaaga agttattttg aacgtacaga tggaaagtat
   180241 gagacgcgaa ataatgttat gaggtcagat agtaccttta tggaatatga aaatccgaat
   180301 aggacagagg tgttacaaga atattttgtg cctatagatt cttttacgga atatatagat
   180361 gatttacgta acgtattaaa tgaagaagag tttaatttgc tcaatattac gattcgttac
   180421 gtggaaaaga atgaaaatgc agttttatcc tatgcgaaag atgatatgtt tgcactggtt
   180481 cttttaatta atcaagggcg ttctgaaaat gagataaaga aaacagaggg tgttattcag
   180541 aagatgattg atgttacgtt aaagcataac ggtagttatt atttaccgta ttattcttat
   180601 ccaacaaaag agcagttaaa gagagcatac cctcgtatag aagaatttct tgggaagaaa
   180661 aaagaagcgg atccaaaaga gagatttgtg aatttatttt acagggagta tacgaaatga
   180721 catatagaag atttgtagct tcacaaagca ttattatgat ggcgggaagt atggtgtttc
   180781 ctttttacat tctattgctc cggaatgttg gaaatagctt ttcgcagttt ggctgggctt
   180841 atggtttatt tgccttaact tcagcacttg tatacccgtt agtaggaaaa ctgtctgatc
   180901 gagtaggcga tcaaaaatta ttaattatat atgcctggac catggcaata ttaatgcttt
   180961 gttttcctat tgcaacagaa gtatggcatg tatacattct tcaaatttta atgggagttt
   181021 taggggctgt gcagcgtaat acggagaaga cgtcgttagc acgaaaagtt gtacaagaaa
   181081 atgctggtta tgagattgga aaatatcatg tgtggacatc gattggtgga gcagttgcga
   181141 ttattgcaac gggatattta gtagacttct ttacgattgg tacaattttt tatatagcat
   181201 ctatcttata tgtagtgagt ggagttgtat taagtagtaa aaaaatataa ccattcccat
   181261 ttttacctga ataaccttta tttgttatac taaaggggaa gacaaaagaa aaggggacat
   181321 tgcctttgat gaaattttta attttagcta ttctcacttt gtttttgatt ccatggacaa
   181381 gaagaagcgg tagtaaactt cgagcagtgg ataagaaagg ggatgagaag gttgtaaagg
   181441 gtaagaaatc atccatttta gttattccag ttttattttg gataggtatc gcaatctatg
   181501 aatatttttg gttaatcgat gatcgagcag attcaattct tactcattat tctgttgcag
   181561 tagcaatttt aattgggctt gttttatttt cacaagatca aataggaaaa ttagaaggta
   181621 cgttaaaagg acttctaatg tttgttttac ttgcaagtta cggctacttt ggttatttgc
   181681 acgatatagt aatctcgcaa acgaaatatg attctgttgt aaagatagag aaagatattt
   181741 cagagccatt tactgaaaat gatcagccgt ttacagtgcc gccaaagaca gcggagaata
   181801 agatgaaaaa agtatttggg gatattccaa aagtagctta ttttgagcta ggagaattaa
   181861 cgccacaaat ggtaaatggt gaggctttat atgtagcacc gattgaagtt tcaggctttt
   181921 ttaaagcacg taaagcggag acaattccag ggtacgtaac gatgtcaggt acgaatcctg
   181981 atgcagaagc gaaactgcac ctcggttata aaatgaaata cgtgccaagc atgtttttcg
   182041 gaaataattt agagcgtgtg gtaaggcaag cggaaccaaa tttaatcttt aaaggaaaac
   182101 cgaaacttga agtcgatgat aaagggaaac cgtattatac aatgacgtac ggtgaattta
   182161 tttcaggaag atctggattt gagatagagg gcgttgtagt agtagatgca caaacaggtg
   182221 aagtgaaaag atacgataaa ggaaaggcac cgaaatttat tgatggcgta ttaaatcacg
   182281 aaactgcatc tacgttaaat acgtactttg gtaaatatat tcacggattt tggaatacga
   182341 aattctcaca aactgatatg aaaatcccga ctgagtgggg aacgaaagaa ggagttacac
   182401 ctatttttgg taaggatgga acgctatatt actttactga tttcacttct ccgaaagaag
   182461 gagtagattc tgcgttaggt tactcactca ttgatgcacg tacaggtaag ttgtattact
   182521 ataatggaaa agaagtaaag ggaattatgg atggttcggc tgcttcggaa gtcgtggata
   182581 attcctttaa gagagaaaag tggcatggaa cgatgccggt tatttataac gtgtacggta
   182641 aaccttcttg gattgtacct gttattgatg acggagggtt agtacgtgcc catactgtta
   182701 tctatgcttc caatgcgaaa atatttgcaa caggttcgac gcaaaaagaa gcgcttgaga
   182761 attataaaaa tgcgctgagc ggaagtggag attcatttag accaacttca agtagtaaag
   182821 aggcacaaaa agaaggcgtt gtacaacgtg tgtataaaga aaaaacaggt gaaaatacaa
   182881 ttgtttatgt actgttagag aacgaacaaa aagtgtttat gatacctgcg aaaaagttcc
   182941 catatgctat gtttacagaa gtgggagatc caattcaaat cacatattta gatacaggag
   183001 aggcgatgtc ttccgtatcc aaattcacaa atagtaattt gaacaagtaa agcgatagag
   183061 attctatcgc ttttttttac aaaattaaac aggaaaatgc gctatacttg acgtatgtgt
   183121 atgttgtaac tataattgtt acggtttagt atgtatagga aagggtgaac gaaaaaagtg
   183181 aatgaagtta atcaggaaat atataagcct gtaaagacaa acaggttatg gatgattctt
   183241 gtattaggga cacttacggc aattgggccg ttatctattg atatgtattt gccttcgtta
   183301 ccgaagttaa cggatgactt gcaaacgggt gcatctctag cacagcttac attaacagct
   183361 tgtttgcttg ggctttcagt aggacaatta tttgttggct caattagtga tatttacgga
   183421 agacgcaaac ctcttattat tgctcttatt atttatgttg cttcttcttt actttgtgct
   183481 gttgcaccat ctatttggac tttagtgtta ttacgcttcc tacaaggagc ttcaggatca
   183541 gccggaattg ttatatcacg tgcaatggta cgtgacatgt attcaggttc tgaaatgacg
   183601 aaattcttct cactgcttat gttagtaaac ggagcagcac ctattttggc accgattata
   183661 gggggacaat tattacagtt cacaacgtgg cgcggtgtct ttatcgttct cggagcaata
   183721 agtgtattta tgttaatatc agctactttc gtattacgtg aaacattacc tcctgaagaa
   183781 agagaaacag gcggtttgtc agggacgtta gcgacgtatg gaaaattgtt aaaggatcgt
   183841 ttgtttatgg gatatgcatt gtcacaagga ttagtaacgg cggcaatgtt tgcatacatt
   183901 tcgggctcac catttgtgtt gcagaacata tacggagcat caccacagca atttagttta
   183961 ttctttgcaa tcaacggtat cggtattatt attgcgagtc aggttacggg tcgtttagca
   184021 gggaaagtga atgagaagac attatttgtc tctggtatcg ttattgcagc tgttggtggt
   184081 ttatctttac tactaacaat cttattagga atagggttaa ttggtgtttt atgttcatta
   184141 ttccttgttg tatcaagtgt tggggttgtc tcaacaactg ggttctcatt agcgatgaga
   184201 aatcaaaaac aagctgcagg aacagcatca gctttattag gcttattaca gttcatttca
   184261 ggagcgcttg ttgcaccgct agtaggtatt ggtggaagca acaccgcatt accgatgggt
   184321 attgtaatag ccctttgtga aattggtgcg gtactatgct atttatttat ggccagaaga
   184381 agtgaaaagc agtttgaact gcaagcaaga caaaatttag aggtttaatg tataaagaag
   184441 agctgattca aatatttttt gaatcagctc ttctttcatt tctttgaaat aactcataca
   184501 gtgctgtaag gtgatgcaaa agttatttgt ataaagtgac gatactgtga caaacatgtt
   184561 ggtatatata ttacgatgtc gtcttaagtg taaaaagtag gctgttctcg gtataataac
   184621 aagtggagat aaaagaaact ataatgagta gtagctgtag ataaaaggag aagaagagat
   184681 gaagaaggct ttgggtattg ctgtaatggg aagtatgatc cttctagcag gatgtaatgg
   184741 aagtaaagat acgaaagaac cgaaagaaaa ggtagagcag tctacagaac aaacagaaga
   184801 aatgaaagaa taccgtgcag tacatgaaaa atacgatttg aaaatgaata aagaaattaa
   184861 taacgcactg cagttatttg aagtggcaaa agaaaagggc ggtaaggaaa taacgactgc
   184921 tacatataaa gaagatgtgc aaaaggtaac gacgagcatg ttagaagata ttgatcatat
   184981 acgaaaagaa attcgtgttc cgaagtcgaa agagcaagaa catgaggtat atgtcggttt
   185041 cttgaatgaa tcggaacaag caatgaaaaa attacagaag ttagctaaag aagattcatc
   185101 gttgattcgt gatatagaaa ttaattttgc aacagcatcg acatactata aacgttttca
   185161 agcagaaacg aaaaaataac cttgcctgtg caaggttatt ttttcttctt gccatcgccg
   185221 tcttcatcct cagatactaa taccttctgt tcttcgtgaa attcggaaat tgtttgtccg
   185281 gtaatattat caaagggtgt gtaaaaagag gtaatgcttt tctttttaat gaaaagttta
   185341 taaaatccaa tgataacaag tataacgatt gttaatggta atcctatagt tgctagaagt
   185401 aagggatcca tcatataact cctttaatat cgtttttttt attataagcg agaaactgta
   185461 atttagataa atatactatc aaaaaactga tttttctaaa tatatccaat ttgattgact
   185521 tttcattttt tcagaattat aattcgaaat atacaatttg aaccaaataa taaaatagca
   185581 atttacttat ccagagaggt agagggactg gccctatgac acctcagcag cgggttctgt
   185641 aataggaaca ccgtgctaat tccagcaagc aagtcttgaa agataagtga tgggcctttg
   185701 tttattaagc cttgatctta ttttttagga tcaaggcttt ttgtattcta aaaagagaaa
   185761 agggagtaat ggaaaaagta cgttcataaa acaaagtaaa ttcatgtgtt tagggggtta
   185821 tggaagtgta tgtaattaaa aaattatcgg ttatggtgtt cacactatgg gttattacga
   185881 cagtgacatt tctaattatg catattattc cgggagatcc attttcatca gatgcaaaaa
   185941 tctttcctga agaagtgatc caaaacatga gggcgaagta tcaccttgat gaaccgttat
   186001 ggaatcaata tgttgcttat ttagacggtg tagttcattt tgattttggt gaatccgttc
   186061 agtcgacggg gcaaggtgta tcagagatta taacgaccgg atttggtcca tcagcgatta
   186121 ttggtttaca agcacttatt atttcattat tagttggaat tgctgcaggt acatttgctg
   186181 ctctatatca tgggaaagta attgactata gtgtgagctt acttgcgatt ctcggtattt
   186241 ctattccaag ttttatttta gcaccattat ttatacaagt attcgctata cagtttgaac
   186301 ttttaccagt agcgtcttgg ggcaccttcg aacatacggt attgccatcc tttgcattag
   186361 cactaggacc aatcgcggtt attacaagat ttgttcgttc taatatgatc gaagttttgc
   186421 agagtgatta tattaagcta gcgagagcga aaggtatacc aattaagaaa atcattataa
   186481 gacacgctct tcgaaatgca attgttccag tactcacatt tgttggaccg ttaatggctg
   186541 gacttttaac aggtactttc gttattgaaa agattttttc aattcctggt ctcgggaaat
   186601 attttgtaga tagtattttt aatcgagatt atccagtgat tatgggaaca accatttttt
   186661 atagtgcact tttaatctta tgtattttta ttacagatat tattcaccgt attgttgatc
   186721 cacgtattcg ttctattacg taaggagggg gatgtttaga tgggggctta tgaaattaat
   186781 aatcagttat taacgaatga agagaaaaaa gaattaacga taaataaaga tcagcaaaag
   186841 attagccgaa agaaagaagt gtttcgtaag tttgtatcga atccaatcgc agttttagga
   186901 tcagtgacgt tattactcat tattgttttc tcgcttattg gtgaaagttt aacgccattt
   186961 actgcgagtg aacaggtaaa aaaggcaaca aacttaccac cgagtagtga gcattggttc
   187021 ggaaccgatg atttaggtag agatatttgg gcgcgtactt gggctggcgg aaaaatttca
   187081 ctaacagttg ggttagtagc agcagctcta gacatagggc ttggtgtgct aattggaggt
   187141 tttagtggat atgtaagagg acgtaattgt cttggaacgt taattgatga gtggattata
   187201 agagggattg aagtgctata tggcatccca tatttattaa ttgttatttt actattaatc
   187261 gttatgaaac caggactctt tacaattata atcgctcttg cgttgacggg gtggattggc
   187321 atggcacgtc tcattcgggc gcaagtctta tctttaaagc aaagagaatt tgttattgca
   187381 gcagaacgat taggcacatc tcatatgaaa attatatatg gacatttaat tccaaactta
   187441 acaggaatta ttatcgtaaa tttatcattt acaattccag cagctatttt ctcagaatca
   187501 tttttaagct ttatcggact gggagtacaa tcaccagcgg caagctgggg aacaatgacg
   187561 aatgatgcgc ttgggacatt attaagcgga gaatggtggc aacttttctt cccagcaatc
   187621 atgattgcac tcatcatgtt cgcatttaat gcaattggtg atggtttgca agatgcaatt
   187681 gatccgaaaa tcataaaacg taatcgaaag gagaaaaaac atggcgcaag tcttatcttt
   187741 agaaaacgta acattagccg ttgaaaaaga gaatagtaag caagcgattg tgaaacatgt
   187801 ttcctttttt attaacgaag gtgaaatagt ggcacttgta ggagagagtg gctctggaaa
   187861 aagtgttaca gcgcaatcta ttatcggctt aaatcaagaa tcaattcaat ttgatgatgg
   187921 aaatatatct ttcgagtcaa aggatttaac taatttacaa gaatcagaat ggaatcaaat
   187981 tcgtgggaaa gatatttcgt ttatctttca agacccactt tcatctttaa atccgacgat
   188041 gaaggtggga aggcaaatta cagaagtgat tttgcagcat gaaaagaaat cgaaaaaaga
   188101 ggcaaaagaa attgcgatta atttattaaa tgatttaggg atacatgaag cagagaaacg
   188161 ttttgaacag tacccacatc aattaagtgg aggtatgagg cagcgtattt gtttagcaat
   188221 tgcatttgcg tgtcatccga agcttgttat tgcagatgaa cctacaacgg cattagatgt
   188281 aacaattcag aaacaaatta tggggttatt aaaagagcgg aaagaaaaac aaaatacgag
   188341 tattttgttg attacacatg atttggcact tgtacgtgaa gtggctgacc gagtagttgt
   188401 catgtatgga ggacgtattg ttgaaaaagg aacaatacag gaagtaatag gttctcctaa
   188461 acatccatat acgaaaagct tattgcaagc tattccgaat atggatgatg ctgaaaaggt
   188521 acttagagca attgagggaa caacaccatc aattgaaaca ttgaacagct ttgggtgtcc
   188581 atttgtaaat agatgtccag tagcaataca agaatgcatt catcgtttcc cagagagaac
   188641 aacatattcc gcggaacaca gttcacattg ttggcagcat gttctagagc atgatagagc
   188701 gaaatcaaaa gagaaggtga atgtctcatg acgacagatt taattactgt aaagcaagta
   188761 acgaaaacgt atggaagtaa aaataaagaa atcgcagcgt taaaagacat atcacttgcg
   188821 atcccgaaag gaacaacgct tggcattatt ggagaaagtg gttcaggaaa aacaacactt
   188881 ggtaagctca tagctgggat cgagagccca acgtctggtg aaattgatta taacggtcaa
   188941 gtcgttcaca agctgaaggc agctcataaa cgtgatttct tacagaaagt acagtttatt
   189001 tttcaagatt ccacagcagc attaaatccg cgctggaaag tacgcgatag cgtaacggaa
   189061 ggatatattt cattcggact cggtgataaa ggattgaaag ataaagtcgc aggtgatgcg
   189121 ctagagcgtg ttggattaga tagacgatat attaatcgtt acccgcatga atttagcgga
   189181 ggacaacgtc aacgtatcgc tattgcaaga gcgttattgt gtgagccaga agtattgatt
   189241 cttgatgaac caatttcagc gttagatgtt tcattgcaaa ttcaaattgt acatctgcta
   189301 caaaagattc aaagggaaca aggctataca tatttattta tcgcgcatga tttgccaatg
   189361 gttcactact tgtgtgaaaa ggtggctgtc ttatataaag gagaacttgt tgaatttgga
   189421 aatacggacg aagtattccg taatccacaa cattcttata caaaaacatt attagcatca
   189481 acaccaaaaa tttcagggta aaggggaatg taagatgaag aagtttttat tatttgtcat
   189541 tatgaccgta ttagcaatta cttctgtcgc ttgcggtaag aaagagacgc aaaaagcaag
   189601 tgctggtaag ggagaaggag atcgattagt aacgaatatt agtagtgatc catatactct
   189661 tgatgctgct atttcgacag atagcacgtc aggttatgta attggacatt tattctcaag
   189721 cttatatacg caagatagcg atgggaaata tcaaaatgaa ttagcagaga aagaagaagt
   189781 aaatgctgat ggaacggagt atacaattca tttaaagaaa gatattaaat ggtcagatgg
   189841 ttctcctatt acagcaaatg actttgaatt tgcatggaag cgattattaa atccgaaaac
   189901 gggttctatg aatgctacag aaatgtattt tattaaaggg gcagaggcat ataatactgg
   189961 aaaaggtgaa gaaggccaag ttggtattca agttgttgat cctcaaacat taaagataac
   190021 acttgagcac cctgtttctt ctattaaaca aaagctagca agttcattat ttattccatt
   190081 atctaaaaaa tcaattgatg ataataataa attaaaaaca aatccaaaag agttaattac
   190141 gaacggacca ttcacgttaa aagaatggaa gcataaccaa gctattacag tgcaaaaaaa
   190201 caaagaatat tatgataaaa aggtgacatt aaaagaaatt gagtttcgca ttattccaga
   190261 ctctaaaaca gcgtaccaat tgtacaaatc aaaagaatta gatttactaa gtggtttacc
   190321 acaagagatg attgagaaag aaaaaggaaa taaagaatat aagcgtgttg caggattctc
   190381 atcttatatt tattcgttta atgtagaaaa agagccattc acaaatgcga aagtgcgtaa
   190441 agccttttca ttagcagttg atcgtaagtt tatcgttgaa aaactgtata agaataatgc
   190501 acaagaagca tatgcattcg ttccagaagg agcaaaaaca caaggtggtc gtgatttccg
   190561 taaagaaaaa ggcgattatg ttaaattcga tccggaagaa gcgaaaaaat tattagaaga
   190621 gggtatgaaa gaacaaggtt ggtctacatt acctgcagta acattgaaat ttactacaga
   190681 tacacaacat aaaaaagtag cagaagcaat gcaagaaatg tttaagaaaa atcttggcgt
   190741 agatattaag ttagaaaata aagaatggaa gagttacatc gatacatata agcaaagtga
   190801 ttttcaatta gcttatatgg gatggggagg ttctttatta gatccaatta ctaaactaga
   190861 tttatatgca ggtgatggtc tcaataacta tgcaaaatgg cataataaag aatttgatgc
   190921 tttagtaaaa gaagccgaag ttgaacaaaa tgaagataaa cgttttgact tattgcataa
   190981 agcagaagat attatgttta cagattcacc gttaatccca attatattcc cttctgattc
   191041 ttatttacaa aaagaatcag tatctgggct tcaatattat gttggatcta aaccagattt
   191101 aagatatgta aaaataaaga agtaggcaac cgcctacttc tttattttat ttctctttta
   191161 tattcttttt tcgttccatc agagaagaca acttctaact cgaatttttg atagtcttta
   191221 tcgagtttga acacgtttaa gacttgatcg attacttctt ggtcaggagt acctttatca
   191281 aatttcaatt cttgtagaag tgggcttaat tttgtgatag cttcgtctcc tgttaaattt
   191341 acatctgctt tatgatcttc aatttttgct tccattttct tatcagccgc tacattttta
   191401 taatcagctt cgtagtcttt cttcgtatct tgatagtctg catctaaact aaattcatta
   191461 aaattaagtt ttaaatctgc aggagtctca ttttttgctt cttcagtagt ctttttatta
   191521 gaagttgtat cttcttttgc aggagcttta catcccgtta atgcaggtac tagcataaga
   191581 gctaataaaa ctgatagtag agttctcatc gaaaattcct ccttatgtaa attcgttcta
   191641 tacaagtttt tcccaaaatc atgtaattat gtatgcgttg aaaataaatt attatcctgt
   191701 agctacaagg gttaatccgc aatttaaatc aaaaaaattt gtatgtatat ggtaaattta
   191761 aattgtgagg agggactaaa atgcatgaag aatataaaga gatgataaaa aaagctattg
   191821 aatatataga gaatcactta catgaggagc ttacaacaga aagagtagca tctcacagtg
   191881 cagtatcgat gtatcatttt catcgtattt ttcaaaggta tattgggatg agtgtaacgg
   191941 attatattcg aaagagaagg ttaactcatg ctgcgcaggt tttagtgtcg accgagagag
   192001 ctgttattga tattgcgatg caatatggtt tttcctcaca agaggcgttt acgagagctt
   192061 ttaaaagaat gtttcaattg ccaccaaaga aatatcgaaa gtacttccag tcattttata
   192121 tagaaagaga gggtgtttca atgcaaaagg gtataccgaa aggatggatc ttaagtggaa
   192181 gtcatcctgc tgaatatgag atgggtttag attatgaagt tgtccatcaa gggaaggtat
   192241 ctgcatacat aaaagcaaaa gagaatgtta cgcacggagg attttcaaca ttaatgcaaa
   192301 tgttccgagc agataaatat gtagggaaga gattacgttt tacagcattt gttaagagtg
   192361 aaaatgtaag agattgggca ggattgtgga tgcgagtaga cggaaaagag acagaaccgt
   192421 ttgctatgga taatatgcaa aatcgtccca ttaaaaatac gaataattgg caatcgtact
   192481 cggttgtatt agatataaaa gaaggagcgc ttggtattgc atttggtgtt ttattatcag
   192541 gagaaggttg tgtgtggcta gatagtattc gatttgatga agtagatgaa aaaattccta
   192601 caacagattt ggcagagaac ttttatgaaa cacttttaga agaaccggtg aatctacaat
   192661 ttgaagaagt agaaaaataa aaaacaagga gaaaagatat gctcaaatat gtaaaactaa
   192721 taagtattag tttagtaata tcgtcttgca ttatgggaat taattattta gttagctata
   192781 tttggtcagg gcatacacct tctttgacat ggaaaacata tttgatgttt ttgtttatat
   192841 ttatgatgag ttttagttca atgcaaaaag aaggggaaga ggattattga caatagtttt
   192901 ctttgcattt ctttcattaa cacaaatgtt tctaacttgt gtttggaaac gcaggtatga
   192961 tttttaatat tatctcgcta tcactacaac ttgtaagttc gggtgtaatc gtaccacatg
   193021 agatgctttc taaaacatat caaacaattg gcgagttatt tcccgcaaca tatgcagcaa
   193081 atggctatta tacaataata tttggaggag ttagtttaga gagaaatatt atttcattat
   193141 tagttattgt attggttaca caatcagtag cagtgatgac tttagctata aaaggaatag
   193201 taaaggggag aagctctgta gttaaagaag cataaaataa aaaggtatcc tcggtgggat
   193261 acctttttat tagcacttat tattttgcaa cttctgtcca cttgtagtta aactcaccac
   193321 cgaagtcagt tgttacaagt cctttaatga aagagcgttg taagtaagaa cgaccttgtt
   193381 ggtataaagg agcgacagca ccgtcttgta atagaatttt ttcagcttgc ttcattgctt
   193441 caaaccgtgc cttttcatca ccagctaaat ctgtttttac tttatgaatt agctcatcgt
   193501 actctttgtt agagtattta tcgaagttgt aagcactatc tgttgtaaat aaatctaaga
   193561 atgtaattgg atcagcgaag tcagggcccc agccatcaat accgatttcg tagtcaccac
   193621 ttaatagtag ttttaactgt tgtttacgtg gttgtggttt taaattcact gttaatccat
   193681 ctaagttctt ttctagttca ccttttaaat attcaccagt ttttttagct aaagcattat
   193741 cacttgttaa gagttcaatt gttactttgt cagtaccaag ttcttgcttc gcttttttcc
   193801 agttttcttt cgctgttttc acatcatctt tgactagatt gccattttct ttacggaagt
   193861 cgttgccatc aggacttttt gcaaatttcg caggaatcat tccttcagct ggaacagcgc
   193921 cgttatttaa aattgtttct acgtaggctt ttttattcat tgcgccgtta atagcaaggc
   193981 gcgcatgctg attttttaat gtttcatttt tttgattgag tcgtaaaaat tgaatgccaa
   194041 cttcagcgcg ttctttgaag tttggatcgc ctttatattt atcaacaaac tccgcagtta
   194101 aagcaacgcg atcaatttgt cctgaatcat ataagttcac ttctgtagac ttatctttaa
   194161 cgacattgaa gttgatttct tctaatttta cagttttagc atcccaatag ttaggattct
   194221 tcttcaattg gaagctttgc tcatgtttcc agttatctaa tgtgaaagca ccgttgtaaa
   194281 ttaaatgatt tgtttctaaa ccgtatttat cgccttgaga ctttaagtac tcttcattaa
   194341 ttggcaagaa tgttgagaat gtcgttaagc ttaagaagta gggaacagga cgatctagtt
   194401 gtacttctaa cgttttatca tcaacagctt taatacctaa ttgatcaacc ggtaattgtt
   194461 tttggtttat ttgtttcgca ttctttatat cgaagaataa gaatgcatat tcagctgctg
   194521 tatcagggtt tacggcacgt tgccaagcaa agacgaaatc ctttgctgta acaggagtac
   194581 cgtttgacca ttttgaatca cgcaggtgga atgtatattt cgttttatcg gcactaacgt
   194641 caaccgactc agcaacacca ggaatcggtt tattatcttc tcccattgca tataaccctt
   194701 caaaaacatt gcgcattacg ttcatggatt ccccatccgt tgcttttgca acatccattg
   194761 ttggaatttc tgaagcaaat gataagttaa ttgcctgttt atcaggtgct ttatcatttg
   194821 ctttcgctcc gcttgcatta tctttatttc ccccgcaagc agttagtaat agacttgccc
   194881 ctaaaacaga tgcaacaaca ggtacaactt ttttcttcat tgttcgttcc tcccaaaatg
   194941 tgttgttcgt aacgtcataa tgtccatgtc ttaaagtgta tttatagaag aagagaaaac
   195001 ctattataaa tgtgtacatg taggtaatca ggtgttctat atgtatatac atgttgaact
   195061 ataatctatc gttatatgtt tcaacgtagt agacgttata ttatgatggt gaaatatttt
   195121 gtttctttga ttatttagaa tattaacact ggaaagaact atatgtcaat aataaaaagt
   195181 gaagcattaa ttttttaaaa taatatatta aaaaagcgga ttttctctta ttgagaaacc
   195241 cgcttttagt acattttttc aataaaacaa ttggtgtaga tagaaaaact tcaattcagg
   195301 ttgtctttta tttttcaatt tgtgcccatt tgaagtttaa ttgacctgca aagtctactt
   195361 ggacaattcc tttcacataa gaacgttcta aataagattc gcctttctgg taaagaggag
   195421 cgataacgga gtctttaaat aatattttct cggatgctag taatgcttcc catcgagctt
   195481 tttcatcacc agctaaagtc gttttaacct tttcaattgt tttatcgaat tccttattag
   195541 agtaatgatc taagttgtat ggattattcg ttgtaaacaa ttcaaggaat gtaattggat
   195601 cagcaaagtc agggctccag ccatcaatac cgatttcata gtcacctttt aataaaagtg
   195661 aaacttgttg tttacgtggt tgtggtttca catttactgt taatccatct aaattctttt
   195721 ctagttgtcc ttttaagaac tcacccgttt tcttatcaag gtcagcatca cttgttaata
   195781 attctaatgt aatcttttca gaaccaagct cttgttttgc ctttttccat aactcttgtg
   195841 cagattttgt atcaactttg gttaaatctc cgtttatagt acggaagtcc tttccatcag
   195901 gcccttttgc aaagtttttt gggacgagac caaaggttgg tgtagagcca tcatttaata
   195961 acgtatttac aaaggatttt cgatcaattg tttgatcgat tgcttggcgt gcagaaacgt
   196021 tttgcagtac tttgttttgt tgattcatac gtaaaaattg tacgcctacg ttcgggcgtt
   196081 ctttaaagtt tgcatctttt ttatatttat caacgaaatc agatgttaat tttatacggt
   196141 ctaattgttt tgattcgaat aagtttactt ctgttgattt ttcttttaca acgttaaaat
   196201 tgatttcttc tagtttgaca gtatctttat cccaataggt agggtttttc ttgaatttaa
   196261 agctttgttc atgcttccaa tcgcttagtg taaaagctcc attatacaag attgtattat
   196321 cttctaaagc gtacttatca ccttgtgctt taaagaattc ctcgttaatt ggtagaaatg
   196381 ttgggaacgc tgttaagcta ataaaatacg gaacaggacg ctctaattct acctcaaacg
   196441 tatggtcatc aactgctttt acaccaagtt ggtcggctgg aagttctttg ttattaattt
   196501 ttgttgcgtt tttaatatca aagaatagaa atgcatattc agaggctgtt gctggatcga
   196561 cagctctttg ccaagcgaag acaaaatctt tcgctgtaac aggagtaccg tttgaccatt
   196621 ttgaatctcg caggtggaat gtgtatttcg ttttatcacc acttacttca tgagattttg
   196681 caacaccagg aataggtttg ttaccttcac caagattata caaaccttca aatacgtttc
   196741 tcattacttg accagaatca gtatctgtag cacgagctgt atccattgtt cgtatttcag
   196801 taggtgaaga taagtttaaa acctgtttac taggtgcctc gtcttttgca tttgctccgc
   196861 ttgcttcgtt tttataacta ccgcaaccag ttaataaaat acttactcct acaactgatg
   196921 caataccggg tacaaacttc tttttcattt gattttcctc ctaaataatt aagtttggat
   196981 gatgatgagg gaaatgaaaa ataaaaaatc cctcttttcg tattgagaaa gagggatttt
   197041 tacgtacaag ttatgcaccc gtatataaac gaagtccctc attctatctt tcaagctata
   197101 aagcttgcag gaagtggcac agtattcaaa aatgaacctg ctgccgaggt ttcaaagggc
   197161 cagtccctcc acctctcttg atacaatgag taaacgaata aattttatta attttttgtt
   197221 tctttgataa ttcaaaatct tacaccttgc acaataaact gtcaattaaa ttgaatatag
   197281 tttaaatttt cagtttttaa tcgagaaaaa ccactgcatt atgtacagtg gtttttcgct
   197341 tagaaattaa agttatctgg atctggacca acgcggtgat cttcatttaa agcttgaatt
   197401 gctttcatat catcagaact taattcaaag tcgaagatgt ttgcattttc aataatgcga
   197461 tgttctttaa ttgatttagg aattgttaca acttcgtttt gtaaatccca gcgtaaaata
   197521 atttgcgcag ttgatttatt atattttttc gcaatgtctt gtaatgttgg gttatccagt
   197581 agttgtcctt gcattaatgg tgaccaagct tcaagctgga tgttatgttc tttacagaaa
   197641 gcgtgtaact cttcttgtgc taaacgtggg tggtattcca cttggttgac cattggttta
   197701 atttcagcaa tttcaaatac gtcttgtaag tggtgaatgt ggaaattgct cacaccgata
   197761 gcacgaacac ggccatcttt ataaagcttt tctaacgctt tccacgattc agtatatttc
   197821 ccttttacag gccaatgtac taaatataaa tctaaatatt ctagacctaa tttttctaat
   197881 gtagtttcaa atgcttgaag tgttgtttca tatccttgat cgctattcca tacttttgat
   197941 gtgataaata attcttcacg tgaaacacct gattcacgga tcgcttgtcc aacgccttct
   198001 tcgttttgat agattgctgc agtatcgata ctgcggtagc catttttaat tgctgctttt
   198061 acagaatcaa ttacttgtga accatcttct actttaaaaa cacctaaacc gaaccaaggc
   198121 atttttacac cgttatgtaa tgttgtatag tcttttaaac ttgttaaact catattattt
   198181 ccccctagct tttttgtttg ttgcttctac tgctttttga attgcctctg aaaaattata
   198241 ttaatataaa gctttgagac cttcagctgt ggaaccacct ggcgttgtta cttgttcacg
   198301 gaggttagct ggatcttgtg tttgttcaag catagaagca gagccagaaa tcatttgaat
   198361 gacaaggtgt tttgcggttg cttcatcgac tccataactt tttgttgctt caattaaact
   198421 ttcagcaaag taataaagga aggctggtgc acttccagta actgcagtaa gttgatgaac
   198481 ttcttcctcg gtacaaagtt gcgaagtacc aatgcccctt aaaagcaatt gcagggtttc
   198541 ttgatgagtc tcgtttacga attgtcccat cgtgtataag gagatagact ttccaatttc
   198601 agcagctgta tttggcataa tccaagcaac aggcgtcccc ccgggaagtc tttcttctaa
   198661 ataagatggg ctgatgccag cagctaccgt tacgacaagt tgattcgata gtaacggaga
   198721 taactctgct aataattctt catgtgcaga aggcggcatt gctaaaacaa tcgtatcaac
   198781 agatgtaaca tgttgtttcc aatctgttgt agtagacaca ttatatcgcg ctcgtaattg
   198841 atctagcttt tctacgttac ttcggttaga aacgataatc tcttcgatgt attctttgct
   198901 tgttttaagt aatccggaaa atatagcttc tgccatacga ccagcaccaa taaatagaat
   198961 tcgatgttta gttagcatat cctctattcc tttctagtgg agatatgtta taaaaaacga
   199021 taccattttt aagagaattt tgtaaaaaga aaaggcttat tgtagatgga atagataatg
   199081 aaaagtagga aattaatggt gaaagggaga gtgattcctt atactggtga tagggaattt
   199141 attacacatc tggggagaga tgattatgat tagaagtccg ctctttttac tcattactag
   199201 tattatttgt gtattggttg gactgtatat tcaatcgagc tatattgaaa tctttgcatc
   199261 ggtcatggga attattaatg tttggctatt agcaagagaa aaagtatcca actttttatt
   199321 cggtatgatt accgttgcgg tatttctata tatttttatt acacaaggtt tatatgcaat
   199381 ggcagtattg gcagcctttc aatttatatt taatgtatat ggttggtatc attggattgc
   199441 acgtagtggg gaggaagagg taaaagcaac agttcgttta gatttgaaag gttggatttt
   199501 ttatataatc tttattttag ttgcatggat tggttggggg tattatcaag tccattactt
   199561 agaatcaaca agtccatatt tagacgcttt aaatgctgta ctaggattag tagctcaatt
   199621 tatgttaagt cgaaaaatct tagaaaactg gcatttatgg attttatata atgtagttag
   199681 tatttcaatt tatatttcca ctgggttata cgttatgcta atattagctg ttattaatct
   199741 ctttatatgt gtagcgggtt tgctagagtg gaagaataat tataagggac aaaaacatac
   199801 aaataattat atctagaaaa taattagaat taaaaaaccc ctgaagcata tgtgcctcag
   199861 gggtttacta atagattata agtttatgct tttgtcatac caagtaatac agcgccgccg
   199921 ataattaaaa cactacctag tgcaataaag atcaattgac gtttcgtttt cttttcgcct
   199981 aagaagacaa tcgcaccaaa tgttgagata acgattccag tttgagataa tgggaagctt
   200041 gttgctactc cgacacgtgg taatgaaaga agtaagaata agtttccagt tccccatagt
   200101 aaaccagata aagcgttacg gattgcatat ttgttaaatg gtttatgttt agatgtcagt
   200161 acaaccgcac caacaaacat accaactgct tgtggtaaaa tagcagacca accatcgata
   200221 ttataccaac gaataataat tacatataca aggtagccga aagtagaaac aattaaagta
   200281 agaagtcctt ttttcaattg tcctggtggc tgagcatttt ctttatcatc taatgatgtg
   200341 aatacaacac caactacgat taataggatt gcaatcgttc ccagaatgat cgttgttgta
   200401 gtagtccact cacggaaagc gataactcca aagatagaag ttgcaacaag ttgcatacca
   200461 gtagaaatcg ttacagtagt agaaacacct aacttttcaa ctgtttttaa ttggtttact
   200521 tgtcctaaag cccagaataa acctgaaata aagccaacaa tcaagattgt cattgttaaa
   200581 gctggttgag taaatacata cataattgtt gcgaagaata gagcaccgat tgtcatacct
   200641 accgtttggc tatatgcacc accgcccatt tttacgctta ctaataagat gtttccccat
   200701 gcaattgcag gaagaagcgc taataaaatg cccattacaa gactcccttc ggtttgctat
   200761 accaatataa ttacatatcg ttctaacgat cggtaatgcc ccactaatag agtagaagat
   200821 taccgatcgc taaaacagaa tgaagaattc acgatataaa tgcgttttca tttcttcaat
   200881 ttttgaaaca cctccatata ataacaggaa attgcctatt ttagaaagta aattcaaata
   200941 gaatgtatat ttaaataaaa ggtaaaattc agttatttcc caacggtata tttttatttc
   201001 ctaagaaata aaaaagcagc ttcaaaaaaa gctgcctgaa gagttagtaa ttcttttatt
   201061 aataagctga atacatagca aaaataggag tgacatacta atagtgataa ctacaagtgt
   201121 ccaggcgagt tgcatattac ttgcatcaat tgccatgtaa atggcagttg ggatagtctg
   201181 tgttttacca ggaatgttcc cagcaaacat gagtgtagca ccaaactcac cgagcgcacg
   201241 aacaaagctc aaaatcattc cgcttagtaa ggcaggaaat gcaagcggaa gtgtgacgtg
   201301 tagaaaaact tgatattcac ttgcaccaag gtcacgagcg ctttcttcaa tttgtacatt
   201361 cgcgatagaa aatcctgttt ttgctgattg gtacataagc ggaaatgcaa caactgtaga
   201421 agcaatgata gcagcagtag atgtgaacat aatagactgc tgaaatattg attctatcca
   201481 cattccaatg ggactgttat ttccaaaaat gataatgaga aaaaagccga ttacagttgg
   201541 cggaagtacc attggtaata agaaaatcgt ttctaatatc actttatatc tccatgagga
   201601 gcgtgctaac gctcgtccga taatcgtccc taaaattgta acgataatgg tggcacatgc
   201661 agctactcgt aaagatagaa agattggtga caaaataata tcaaagctca tggtaattat
   201721 ggtaggactg taaatccata tttcttaaag atagattgtg catcttttga ctgcaaatac
   201781 tcataaaatg aagtcgcctc tttcttatgc ttcgattctt ttataacgcc taaaggatag
   201841 tggattggct catgagaagt agttgctgct gtctcgccga tttttacttt gtctgaaata
   201901 agagcatctg ttttgtatac aataccagca tcaacattac ctgtttctac atatgttaac
   201961 acttggcgca catcttttgt aaatatgact ttattttgaa cgtcattcca aagattttca
   202021 tgtgtgagag aagcttttgc gtattttccc gcaggtacag attcaggtgt gccaagtgcg
   202081 atttttttat tttttcatct tttaaatctt gaatttttgt aagagaacta tcttttggga
   202141 cgactagaac gagctcattt ccaagaagat ttttcccttc cttttcatta atgaatcctt
   202201 ttttaacaag agtttggaat ttatcttcgg ctgctgagaa gaataaatca gcaggtgcac
   202261 cttgttcgat ttgttgttga agtgcaccag aagcgccgaa gttaaaagaa agtttaatat
   202321 taggttcttt ttctttatat tttgtttcaa tttcttttag cgcatcttgt aagcttgcag
   202381 ctgctgatat agtaagttca actgtttttc cttctgtagc agttgatttc tctttcttat
   202441 ctccgcttgt acatgcaaca ctaaatataa gaagaaaaga aaggataagt gccccgatgg
   202501 atcgtaatgt aaacttattc ataaaaaaat cccctttcgt tttgatataa ttaattataa
   202561 ctaaatataa ctaaatataa ctagttataa ttgaatataa tttgaacgat gtagttgttt
   202621 ttaaaatata ggagaaatat tcttttcttt gttacaatga agaaagaaag tgaggaatcg
   202681 tctatggatc atcattccta cacaacggaa gaagtagcaa agcgattaaa agtatcaaaa
   202741 ctaactgtat acgacttgat taaaaaaggg gaacttcctt cttatagagt tggtagacag
   202801 atgcgcattg atgcagcaga tttagaacaa tatattaagc aaatgaaaac agggaaggta
   202861 caagttactc ctgtaaagaa tgacagtaat agtatctcga atacatgtat tattagcgga
   202921 caagaactaa cgttagatat gttggcgaag cgtatagaaa atcgtctacc aagttcaaat
   202981 atattacggg catatcaagg tagtttaacg agtttagtaa aaatgtatca aggagaagga
   203041 agtatcgtta gtttgcattt gtttgatggc gaaacgggta catataatgt tccttacgta
   203101 aaacgtattt tagttggaca accatgtact atgattaatt tgctatcgag gaatgttgga
   203161 ttttatgtgc aaaagggaaa tccaaaaaat ataaaaacat gggctgattt atctcaatca
   203221 tctatacgat ttgtaaatcg agaaaaaggt tctggtatta gggtgttagt tgatgaacaa
   203281 ttgcgcattc aaaatttaaa taaagaacgt attagtggat atgaatggga agaatcgaac
   203341 catcttggtg ttgccacgca agtcgcgaat gaaaaagctg atgtgggagt aggatcagaa
   203401 aagttttcgc aaattgtaaa cgtagacttt attccaatca tgaaagaaca gtatgattta
   203461 gtgattttga agaataaaga aaatgaagag ttgatcgaag ttgtaaaaga cattctgcaa
   203521 tcggaagaat ttcataatga actaaaagcg atcggcggat acgatatgac gaaaacaggt
   203581 caaattatct atgaaataaa gtgaaacttt aatcagtggg ggggcttcag ccccggctga
   203641 ttattagttg aaccaatcgg acttttatgg gcagcccgac ccccacctaa cttctttgct
   203701 ttcgctgaat tttgaggtgg gggtcttact gcccattaaa gcgggacaaa ctaaaaagct
   203761 gcttgtctat aagacgagca gctttttcta tatataaagg ggtttgggga aacaaagtgt
   203821 taaacaagac cttgagcaag tgagtaaatg aaagctgtaa gaagagtcgc tccacttgca
   203881 agtccgataa agtctgattt gttgaaagta atgttgttca ttataatctc tccttatttg
   203941 tttaatgtag ttgcaactgc ttttgcatcg acaagtgcgg atagcaccat gcccattgta
   204001 tttaaaaatt tgtttgattt cattttgttc atcatgcgta tccgctcctt ttcgaattgt
   204061 tgttgccctg ctttatgtct taattatagg aaatatgatc gcctgcaact atcgaattag
   204121 cttacggaag acttacactt ttgtaagaaa aaaagacatt cgtgtaagaa tgtcttttaa
   204181 agcatattaa tgtggtggtg ctcttcgatt gtttttaaaa agctacgcat tgaattcgtc
   204241 atatagctat ctttgcggcg tatgaaaacc gttgaaatac taccatattt ctcaggaatt
   204301 gcatggcaat gaactttacc tgctttagaa agatgatgga cagcagactg tggtacgagt
   204361 gtaattccaa ggccgagtgc aacactgttt aatagtgtct ctaatatatt gaattccata
   204421 attctttttg gaagcaaacc ttcatctttc agccatcgtt ctagtttaga acggtatcca
   204481 catccttgat taaaaacgag tagaggcgtt gttgtaaatt cttcaatatg aaaagtttta
   204541 ttttgtgtta caagcattaa tttttctgta ctaacatcgt attgttcaat aagtggatgt
   204601 tttattggtc ctgatataaa agcgccatct aattgatgat cgagtacttc tctaattaat
   204661 tcttctgtta aacctgcttg taatgacaaa tcgacgttcg gatagctttt atagtaagaa
   204721 gataaaatgg taggtaatgt acttactgtt tcgacagtac cgatttttaa tatgccagag
   204781 ggtgtttcgc tatctaaaaa tacttgtttt agctcgtcaa catcttgcaa aattttatta
   204841 acataaacga gcatttttct tccttcagct gttaaagtca tgcctcgctt atgacgataa
   204901 aagagcggtg tttttagctc gttttctagt tgtttaatac gtgcagttac atttgattgt
   204961 acgtaattta attcctttgc tgcgctactt acactacctt ggtcggcaac gctctggaag
   205021 atttgcaagt ctcttaattc cataatactg tcctccttga tgttaactat cattataaat
   205081 gatagttaat atcattttga atcattttac gtgatatatt ttttctttta caattctctt
   205141 tgtgcaaata gaaagaagcg ggggattgtg gtgagaagag gtcaaatgat aataggagct
   205201 ttagcatgtt tgattgcaag tatgtcatgg ggagcgatgt ttccagttgc tgatcatgcg
   205261 ttagaataca tagatccgtt ttatttttcg cttattcgct atggagcggt ggcgataatg
   205321 ctgattatat tgttgttaat gaaagaaggg aaacaggcat ttcgtttaga aggaagagga
   205381 aagttactcg tctttttcgg aacgatggcg tttactgtat ataatgtact tatattttta
   205441 ggtcaaatgt taatgggaaa atcaggcgtg atggtagcct ccattatgga agcacttatg
   205501 ccgatgattt ctatttgtat cctatgggga tataagcatg taaaaccgaa aaagtatatg
   205561 ataacgagca tgcttatcgc ttttataggg gctgtatttg ttattacaaa aggtgatatg
   205621 agtttctttt taacattgaa agataacatg ttttcgctag catgtatatt tgttggagtt
   205681 gtgggctggg ttatttatac gatgggtggt caaacgtgta gcgattggtc aacattacgt
   205741 tattctacgt tgacgtgtgt attcggtacg actgttacag gaattataac gataattata
   205801 acggcgtttg gatatgtttc agttccgaat atgggaacga tttctattgt gaaatacgat
   205861 ttattattta tgatgacatt accaggaata gtagcgttac tagcttggaa ctatggtgtg
   205921 aaaattttat cgtccattaa tgggatttta tttattaatt ttgtacccat tacaacttta
   205981 gttattatga tgatgcaagg atatcaaata acaatgtttg atattgtagg gactttactt
   206041 gttattgcag cacttattcg taataatgtt tgtcagagga aagaagaaaa tatcaacaag
   206101 agaattttag aaaaagagca attacgtcaa gctgtttaat aggcaattgg aggattttac
   206161 atgttagaaa gtttattgtt tttctttgcc gtcggagttg cttgtgagct tgcagcaatt
   206221 aatcgaaatg gtcgtaagaa gataaaacaa caagctgaaa tgatagagct tttaaaagag
   206281 ttaaaagaaa gaaacattta aaaagacgac cgggcataga cggtcgtctt tttctatata
   206341 aaggggaaag gggacacaaa gttatacaag cgtagcagtg taaataaaag cagtaagaag
   206401 aattgagccg ctagctaatc ctaaaagatc taatttgtta aaagtgatgt tttgcataat
   206461 gaattctcct tacttgtttc ttcctgactt aattgtatga aatatagcaa gaagtaacta
   206521 tcgaattagc ttacaaaaaa attacacttt tgtaagaatt gaaatgtaac aattaatact
   206581 taaatttatt accaactcct aaaacttagt gttataattt ttgtaagaat atgattatac
   206641 ttcggatgtt cagaaaggaa cgaaacaaat gtataaacca attacatttt cgttgaaata
   206701 tatatttaaa acagctggga aagtagaagt gcaaggaaga gaaaagttac cagaaggtgg
   206761 cccatatgtt gttgcgtgta cacatacaag ttttatggat gtattaatgt tagctacagg
   206821 gatgtacccg acggaaattc attacatggc caaaaaagaa ttatttgaag ggaaattcaa
   206881 aaattggttc tttaaaaatg taaatgcatt ccctgtagat cgtgcaaatc caggaccgag
   206941 tacacttaaa attccatcac gcttattaaa agaaggaaaa gtggtaggga ttttcccgag
   207001 tggaacgaga tcgacagaag acgtttcgtt aaaagctggt gctgtgacaa ttgcgatgcg
   207061 ttctaacgtt ccattaatac cggcagctta tattggtccc tcaagtgtaa aagaattaat
   207121 aaagggaaaa agagcacaat taatttttgg agacccaatt caaattgatg ctgaagaaca
   207181 aatagatcga aaaacagcta tgaaaatgat gacggatcaa ttaaatgaga agtttgaggg
   207241 gcttaaggaa gctttacaat caaatcaaaa gtaagaaaag acgaccgggc atagacggtc
   207301 gtcttttcta ttactattta taataaaggg gaaaggggac acaaaagtta tataagcgta
   207361 gtggcgtaaa taaaagcagt aagaagaatc gagccactag ctagtcctaa aaaatctaat
   207421 ttgttaaaag taatgttatt catcgcatat tctccttact tgtttaatgt agaagcaaca
   207481 gcttttgcat cgataagagt ggaaaatatc atgcccattg tatttaaaaa attatttgat
   207541 ttcattttgt ccatcatata aatccgctcc ttttcgaata attgttgcct tgtttctaac
   207601 ttaattgtat gaaaaatagt ggagagtaac tatcgaatta gcttacagga aaattacact
   207661 tttgtaagaa aaacgaatga agatgtaatg atgagaaggt ttgacatatg ttcatggaat
   207721 ttattaattt aaaagtagag gtgagtgtat ggctaatatt aaagatattg caaaaatggc
   207781 gggagtttca gttacgactg tttcgagagt gttgaatgat catccgtatg taagtgaaga
   207841 aaaaaggaaa gcggttatag agatagttga gaagttgaat tactcacaaa acgcaaatgc
   207901 tgttcattta tcaaaaggaa agacgaatat tgttggtgtg attctccctt acatcaatca
   207961 cccgagcttc gatgcaatgg tagggggaat gatggaggga gctttaactc ataactacag
   208021 ggtgctactt tgccaaacga attataataa aaaagaagaa atgaaaagtt tacatatgtt
   208081 aaaaacgaaa caattggatg gtcttattat ttgttcacgt gcaaatgatt gggaaataat
   208141 agaaccgtat gcttcttacg gtacaatcat tgcttgtgaa gataatgata tttcaaacat
   208201 ctcaagtgta tatacaaatc attcggcagc tttccagtta ggaatgaatc acctgattga
   208261 aaaaggttat aaaaaaattg gttattgtac gggaagaaag ctaggaccga gtagtcaaaa
   208321 gcgttttgat gtgtataaac agcaattgca atctatagat gaagaagtga atgaagaatg
   208381 gattttcaca gaatgtttta cattagaaga tggtgtgaga gtcgctcata agttaaaagg
   208441 tatgcagaat ctccctgaag cgttaatagt agcaggagat gaagttgcga ttggggttat
   208501 gacggaagtt gggaagttgg gtattcaagt tcctgaggac ttagcgatta ttggtttaga
   208561 taaccaacct atttcgcaag tgttgcaact tacaaccatt gatcaaaatt tgaaggagat
   208621 agggaaaaca gcttttgaaa tgttttaccg gcatataagt gacaagagct ctaaacaaga
   208681 aaaggtggaa attccatatg aacttgtgga gcgatctaca gtgtaatttt aatccgttat
   208741 gtgtataagt acataacgga ttattttttt gaaatatctt tgacaggaaa cgcgtttcat
   208801 actttataaa ggacttaaac cggtttgtaa caatccatgg attcttttcg agaatagtat
   208861 ttggagggat atgcatgaat gagcttttat taagtgtgaa aaagtattta gagaatgacg
   208921 aaaatattgt agcctttgtg atagggatct ttgagaagga taatttcacg ttatgttatc
   208981 aacatggaat ttttgttgcc actactagac gtctcctgtt ttacgggaaa tttccttact
   209041 atccttcaac atttaaagag tactcatatt tgcatataga tagcatagat ttctgtccgt
   209101 attttgaatt tacttgtaac catgaaacgg ttagagctaa gtgtattcag aaagggaatg
   209161 tggagcaatt tgtccgtaca gtgagaacaa atatgaataa ttaatcaccc ctttgtttaa
   209221 acataatatc ttgattttta agaggtaaaa tgcggaataa aaacaacttc taaacctcta
   209281 ggagatagtg atacaatgtc aaatgggggg agggtatgaa ctatggttaa tcaacgtata
   209341 aaggaaataa cactaattac aattggttca ttattattcg caattggtat taattacttt
   209401 gcaattccaa accgtttatc ggaaggtgga attattggtt taacggttgt tacgtactac
   209461 ttatttgatt ggtcaccagg gattgtgaac tttgctataa atgcaatttt actagctatt
   209521 ggttataagt tttttgataa aaaaacgatg gtttatacaa ttttagggat tgtagaaaca
   209581 tccttgtttt tatatgttac agagcatatt gagtatcatg taaatagtga tacgctatta
   209641 gcagctttat ttgcaggttt gtttgtaggg atcggattag gctgtatgtt caaagccgga
   209701 ggtacatcag ggggatcggc aattttagcg cagttagcaa atcaatattt aggttggagc
   209761 gttggtaaag gcgtacttat tattgatatc gttgtaattg ctggttctgt atttataata
   209821 ggacaagaaa aagcgatgta cacacttgtt gcagtattca tcggagcgaa ggtgattgat
   209881 ttcattgtag aagggatgga tacaaaaacg gctgttacaa ttatttcaaa tcaaccagac
   209941 ttaatacgcg aagctattac gaaaaacatg acacgcggtg ttactgtatt agaaggacgc
   210001 ggcggatata ctggtaaaaa taaagaagtt ttatatgtgg ttattaataa acaagagctt
   210061 gttaagttaa agcaagttat tagccgagtg gatgaagatg ctttcgtcgt tatccatgat
   210121 gtacgtgatg tacttggcgg tggctttaaa gcaagctaaa aggtgaacga ataaattcgt
   210181 tcaccttttt tattcttaca aaaatgtaag tgtaatgtaa tgagattcaa tagtagattt
   210241 tattccttct ttttaaaatg gatgtatata tatcctgcag aggaggaatg tttattatga
   210301 agaaaaaaat gatcactact ataatagcaa tgctagtgat agtagtgatg ttactgccta
   210361 caaaacttgg cccagttatc gataaatata atccgtttta taagacgaaa gaatactata
   210421 cggttgtgaa tacaattggt cagcatgttg gtgatgagtg gtatgaatat gaatttattg
   210481 cgtttgatga acgtgggaaa gaacaaaaaa taaagaagac tgttaagcat atgttaaaga
   210541 gagatgaaat gttaaaggtg tacgcgaagg gacgctacgg cgagttgatt gaagaaattg
   210601 aagctgtaaa tattcctatt aatgcgaaga gtaaactttt atcgatgaga tagtgaaata
   210661 tacccctacc tattttttgt cgaaaataaa aatactaggt atgggtattt ttaagggtcg
   210721 taaaaaaacc ttagtccaga gggactaagg ctttttttat tatataaagg ggaagggggt
   210781 acattgtagt agcatgagtg agagatataa gaagagtagc tactagcaat gtaatttggt
   210841 tatgtgaatg ttcttcttat ttggcttact tgctaacttt attgtacgag atgtaagtga
   210901 gggaaactat cgaattacat tacacataac ttacaaacat gtaagtcttc tgtaatgtaa
   210961 ttcgatggtt aaaagatagt gaatttcata tagtgtaatt agaaagtctt actgtattac
   211021 tttctgttta taatgttaat gaagaatgaa aaaccaacta ctttttaata gccctcatct
   211081 gtatgatggg gctcttttta taaaccttac aacattgtaa ggtttacgta agttaattcg
   211141 atagtaaatt tgtcatattt tttgcataat aagtacaaat agataaaaat aattagggat
   211201 atagtaagaa gggagaagaa tgggatgcgt aaagaagaag tagtgaagtt tccaattaaa
   211261 gatttctgta gctactttac tgttgccgta gtatgtattg gattatttga tatcataaca
   211321 aacttaattg ttaaataata tagatgacaa aacaagaagg gagatccttt cttgtttttt
   211381 ttatggggga ataaagatga aatggattga tagtcatata catgtcgacc aatacaagga
   211441 tgaagagaaa agtagattac tgaaagatgt ggaaaatagt aaagagatac aggggcttat
   211501 tgcggtatct atgaattatc aatcaagtaa agaaatctta tctttagcaa aacgatattc
   211561 ctttgtacat ccagcagtag gttttcatcc ggagcaaccg attcataaag aagaatgtga
   211621 gaaaatttat aaattaattg aggatcatgt agaggatata gtagcgattg gtgaagtagg
   211681 cttaccgtat tacttaagaa aagaagatga gcatattgct atcaattcgt atatatcagt
   211741 gctacaacgg tttgttgaac tagctagtaa atatgattta ccaattgtat tgcatgcagt
   211801 gtatgaagat gctgatgttg tatgtgattt actggagaaa cataaagttt cgcgtgcgca
   211861 ctttcattgg tttaaaggaa gtgaaacaac aatggaacgg atgatgagga acggttatta
   211921 tatttctatt acaccagatg ttttgcataa ggagaagatt agaaaaattg tttcgtatta
   211981 tcctcttgaa tatatgatgg tagaaacaga tggaccgtgg ggatttcaag agggtgttat
   212041 gacacatccg ggaatgattc gagaggtatt aaaggaaatt agtgttataa aaaacgtagc
   212101 tgttgataag gttgcagaaa cgatatatga aaatacgatt caattttatt tgaaaggata
   212161 gaagtgttat tttagccctt cttattatag agaaatagaa gttgaattta tttatgaaca
   212221 taatcaatgg gttattaata atatgccacg ttttggtttt gtattaggat tctaattttt
   212281 ttgcacgtct taataataag agaaagacaa taacgaggaa accgagtata aggaagaatc
   212341 catattgttt tatataatcc attacgtcac ttgcgcttgt tggtttttca acgtgaatac
   212401 cgtctttatt agtagtgata tgaatatctt tcattttcac ttcatttgtt tccttttgta
   212461 aatcaatcca ttctatattt ggaatacttt ctagatcctt tagtacttct tttaatggtt
   212521 ttacacctaa gtaaggatga tagaatgcac caataactcc atcggataat ttggcaacag
   212581 atacagcatt tgctttcatt ttagcaatag cgtgtggttt atcttcttcg ataaatccaa
   212641 ctgtttcagg cattaatttc atgccattta aaaatgatgg tgtacttctg tatgccggag
   212701 agtgcatgga tttccaagtt gtatcactta actgtagttg tcccacataa gttgaaaagt
   212761 atcttgataa tatttcatat cctttttgag acatcgtgta atgaggtgct tcaaatgcga
   212821 caggatataa tttggcatct acaagttctt gaatgccttt ttcaatatga tcagtcgtat
   212881 atttttcttc aaattcttcc ccttttttta cgtatgtatt atatgcctct atgttaggga
   212941 aatcatcttt tgtttttggt ttttcatgct tcggttgacg aattggttgg tctgttttta
   213001 cgtcccaaaa ttcaaaacct tcaccagttt cactatcata aaattggtga gtataaccat
   213061 gcataataat tgttgcacca tcatcttgca tagagcgtaa aagatcgact agttcgggtt
   213121 tatcttttaa atgtagtgtt ttacctgttt ctggatccgt atatacagga ataacagtga
   213181 tcatgtatgg catctttttc tcttttagta attcagcaat ttcttttaat tgatttatat
   213241 ctgcggctgg atgaacgtct tcaagacgta aataagcttc taccttattg ttcgtgggct
   213301 tttgtccgaa gtaagaaaat aacacttcac cgatgtaatg agacatccag tcaaagagat
   213361 ttggcgttgc aacataataa gaattatttt gttgcacaat taatggataa gtattctttc
   213421 cttttaaagc attggcaaga attgttccat ttgtatcaag gattttaatg gatcgttcgt
   213481 cctctaatgt attctttagt ttacgtgttg gatattcaat tgtatcagag tttatatctt
   213541 catttttaag tgtgataaat gaaaaacgtt tggataattt ttctatattt tgacctaaaa
   213601 cgagtagtgg tcctgagaaa ttttctagaa attctttagt ttcagtggga agttcttctt
   213661 gtttttcacc tatgtaaata acatgtgtat atgaagattt atcagttatt tcagctaact
   213721 gttttatact ttttattgtt atgttattag taaaatgtcc tacttgtgta ttaagtattt
   213781 gggtgtcact tgtaatttga tcatcgctcg aactgtataa aataaggact tttggatttt
   213841 cgtttttttg tgcggaaata gggacaggaa ttaatagtag taaactaaat aagagtagca
   213901 accatttttt catattatta ttctcctagt gtatatttag aattcagttt acaattatat
   213961 acaaaaaatg cgtttcagtc tatgaaagtt acatttttgc acgtatttac cagctgtttt
   214021 ttcacaaaat cggtctaaag catgatgata atatgtatag ttatttgcta tgataaaagg
   214081 gtaagagaat gatagagtgt gggtaattgt aagggaagaa ggctgaaagg ggacaaattt
   214141 cagcggagaa agaggtagag gtagtgaaga aattctttgt aggattttta gttgttcttg
   214201 gggtgtactt atatttccaa ggaaagtctg aaggaatggg caaattagta aatgagacaa
   214261 gctatgttga ctcagaagaa gcaaaacaga tgaaacaaat tattatagag gaagcaaaga
   214321 aagtcaatct tccagaatgg atacctctta caattgccga acatgaaagc cgtttaaatc
   214381 caagaagtgt tggagataac ggaacttcat tcggattgtt tcaattgcat cgcggtggtg
   214441 gacttgcgcc ggatcattta acggatgatg agctaaaaga tccacgtaca aacgcgcaaa
   214501 ttgcaatgcc gcatttaatg aaaggatata agcgcggggt gcaaaaaggt ttgacggatt
   214561 ttgcattact aaaatatata gcaaatacat ctgggtggcc agggaattta gggccagagt
   214621 ggacggataa taatatgaag tataacgtcg ggttagaaga tgtgtactat cgaaataaag
   214681 gtataattaa agagtaggtt ttgataccta ctctattttt gtggatcatc atgtcgtttt
   214741 gtgaaatact ccgctagctg tatttttacg tcttctagtt ttgtggaaac ttgcggtatt
   214801 ttatatccta catataacgg tgaaacgaca aatctaggaa caactttaca aatgatcttt
   214861 ccgcttacgt gatagaaaaa taagttataa ctactacatc ctttatgaaa atctgtcagt
   214921 atgtaacgta cagtttgctg aatataattt gccatttcat ctatgcattc aatatcttta
   214981 acgatgatat taaattcagt aaaaccgata ataggacgat ctgaaatatt gagttcaata
   215041 tttttgtttt tttgtacaat gactccttgg aagttgtcct gttctacgtt atcgaggtag
   215101 tttacatatt tcattccaat aatctgcatg tgtgcatgat gcaaacttcc acctgagaag
   215161 ggaccatgat ttttgtataa aatcacagat ttgaattctt cattcttctg taagtctaac
   215221 caatgtttaa cggagaaacg gattagcgat ctcatatgtt cttctgtata tgtcgcaata
   215281 tggtcctcac aattatctgt ttcgattagc accgtttgaa atgtatcttt taatgtagga
   215341 aatttgtttt tcagccaaat aattgggcct tcagttgcta aaatatccgt taaattttct
   215401 ctgtcacaaa aaggacaggc agcgcttcta ttccgaatgc tttctggctt ttgtttgcca
   215461 atatcgttta aaaagtatag ttgttgtgta tccattggta tgtatgcccc tttaaaatat
   215521 gtgtaaaaat cccgcttaat acattcggga aaaggagaag aaaatccttt aaagggaata
   215581 ggaaaaataa aagacaagat atcctcatta caacagggta ccttgtcttt tattttttct
   215641 ttaataatgt gtatggataa tataaatcgt ttttattatg cttctttttt ctatttttta
   215701 ttgtgtataa ggcaattgct gtacttgcga tgacaataat ggctttcttc atattcgttt
   215761 accccttttt tattgttggt ttaattcttg gctaactgct tttgcatcaa ctagagcgtg
   215821 taaaatcatt tttaccatgt tcatcatatt ctttcactcc tttttatagt tcatttagtt
   215881 cttttacaac tgcttgtccg ttcactaata cctcaaagat tgcttttacg atttctttca
   215941 tcatgattgt ttcctccttt tgttgtctct cttgtttaca tctttattgt atagggaggc
   216001 atcttttcgt actatcgctt tccattacgt gaacataaca gttttgtaag atttgatgtc
   216061 acttattgaa atgtttagtc tatcttcatt attttcagaa aaatgactat tcaaacatga
   216121 aatgggaaag tataataaag aagtaagtat taaattccgt acgaaagagg tgaatgagat
   216181 gaaacgttct ttagctgcac gtgccaaatt tttagatttt atctattttt gtcgtgcgat
   216241 ttttcatgat gtagttgtta acgggatacg tctgtccttt tttaacaatt gcatagtagc
   216301 tatagaacga tagaaatctc ttcacccatt tttaatacac gtgtgaaaag ggagctattt
   216361 agcttccttt ttctatgtcg aaaaccatgg ggaatgtttc tttcccatgg ttttttatat
   216421 tgaaaggagt acggaaaatg acaatttgta gtgtaaataa tgtaacgaaa tcttttggtg
   216481 gaaacatcat atttgaaaat atatcgcttg aaataaagaa tggtgaacgt gttggattag
   216541 ttggtcgtaa cggtagcggg aagacaacaa tctttcagct tttaactgga atggaaagtt
   216601 tggatgcagg ggccattcat atgaagaaag gtacacgtat tggtcatgtg gcacaaattc
   216661 cgaaatttga tgagagtatg actgtatatg aagtattgag ttccgctttt aaaatagaaa
   216721 aggaattaga aagagaaatg cgtactttag aaaaagatat ggcggaagaa caggaatctt
   216781 ctgttttaca aaaattaatg gaaagatacg gaatcatcca agaaaagttt gcgtttcttg
   216841 gtggttatga aatcgaagcg aacattatga aggtagcaaa tggtttacag gtgacagaac
   216901 tattccctcg ttcattttta gagctaagtg gtggggaaca aacaaaagta agccttgcat
   216961 acatgctgtt gcagaaacca gatttacttt tattagatga accaaccaat catttagatt
   217021 tatttgccgt agaatggtta gagcaatttt taaaagaata taacggaacg gttatggtta
   217081 tttcacatga ccgctatttc cttgatgaag ttgtaacgaa gatttttgat ttagaagatg
   217141 gagagattca cgtgtatcat acaaactatt ctcggtttgt tgaagagaag gaagaaaggt
   217201 tgcttcagga gtttcaagct tatcaagaac agcaaaagaa aataaagaaa atgaaagaag
   217261 caattaagcg actacgtgaa tgggcaaatc aggcgaatcc tccgaatgaa ggattgcata
   217321 agagagcaag aagtatggag cgtgcactgg aacgtatgca aaaactaaag aaacctattt
   217381 tagaacgaaa acaaatagga cttcagtttg aaggacaaga tagaagtgga aaagatgttg
   217441 ttgtaataaa agaagtgagt aaagggtttg ctgaccaccc cttatttaac gaagtgaatt
   217501 tacatgttcg ttttcaagag cgcgcggcca tcgttggtcg taatggtaca ggaaagacaa
   217561 cgctattaaa gttgttatta gaagaaatag aaccagacgc gggagaaatt agaattggta
   217621 gtagtgtgaa aatcggttat ttatcccagc atgcgtacgg aaatatgaaa agtgatgtat
   217681 tggaggcttt cagggaatat gtagctgtca cagagggaga agcgagacat atattagcta
   217741 agtttttatt ttatggccca gcggtgttta agaaagtaac acaactgagc ggtggagaaa
   217801 aaatgaggtt aagacttgcg caacttatgt atcaagatat caatttttta attttagatg
   217861 agccgacaaa ccatctcgac attgaatcaa gggaagtttt agaggaagct cttgaacaat
   217921 ataatgggac gattttagct gtttcacatg atcgttattt tttaaataag ttatttgaaa
   217981 agacgtattg gattgatgag cataaattat ttgagtttgc aggaaactat gcatgggcgc
   218041 gtcaaaagtg ggaggaaagg ctcgagacgc aagtaataaa gcagcaacgc caaggaagaa
   218101 aaagtattga aacagcccct gtaaaaaaga aagaagctag gaatattgag gagattgaaa
   218161 ccgagttaat gcatgtagaa gaagatatat atacgcttga gtgtacaatg gaacatgtag
   218221 ttgatattaa aaggcttgaa caattatatg aagaaaaaac gaagaaagag ttgttacgag
   218281 cggaactata taatgagtta gagaatattg tggagtgaaa aatgaaaagc gaattctttc
   218341 agttttactg aaggattcgc ttttttatac tgctattttg ctttaagaga taaataaagt
   218401 tgtgtttcac gtgaaacagt aaatttgata aatctttgtt tcgtaacttg cataaattgt
   218461 gaaacataga tggtattagg agctttttag acgattaatt atttcccgag acataagtat
   218521 gtgtaacggc aacgcatgat tgaaaacaaa aaaacagagt tacagcttta cacgctgaac
   218581 tctgttttct ttttgtgtgg tatcttccct tgttgaaatg ataatagcga ccccgagcat
   218641 aataaaaaaa gctaaaaaga ggacgaactt tgggaagaat gggaatagta atagcgcccc
   218701 gactatcata attgttaata atacatagtg caggacgtat tggaataggt tgtccatgtt
   218761 ttcgccccct ttttggtaat tggttattag tattctatgt ttcatattga acgaatagaa
   218821 gtgaattttt aagttttttt atacgaatta aaagagaatg attgacatgt ttaatagtaa
   218881 ggttgtgtct gcacatcatg cgcgcattca aggattacaa gaagataact ataacggtat
   218941 cttgttaagt ttgcctaaat taaagataga acaataattt tgaaaaaatt ctcaaaattt
   219001 ttatttagaa agaattgaca aaatataacg gacgatataa gctaataacc ataaagtcta
   219061 ccggaaaggt cggaatagga ttgttacccc tcaaaaacat ctattttttt atgattaaaa
   219121 ccgacttttc cgattggcta taaacatgct gtgggaggca tacataagct aataagttca
   219181 aagggtatca ctattaaaaa gttagggtgg ggacaatgaa gaaaaagaca aaaaatgggc
   219241 tggtgtattt tcggtattac tgggtagttc gcttgtgtta tctgcttgtg ggggacagga
   219301 ggatacggct tctacagaac cagtaaaaaa gcaagactta aaagacgcta agatcgaatc
   219361 aattccagct acagataaaa agaaaagtcc agagaaagca aatcagcgaa aggatacttt
   219421 tattacggcc atttctaagc cagggggagt tttccttcca tatttccaag agaatggttg
   219481 ggatggaaat gtaacgtctg taatttttgc gtcactagta acaacagaca aacaaagtaa
   219541 acctattccg gatcttgcag aaaaatggga tatttctgct gaccagttaa catatacatt
   219601 ccacttacgt aaaaatttaa aatttagtga tggatcgcct ttaactgcag atgacgtagc
   219661 atttacgtta acactacttc atgataaagc gtatgaaggt ggattggata ttgctcagta
   219721 tgctgttaaa ggcgggaaag aatataaaga aggaaaaacg acttctattg aagggattca
   219781 agttgttgat ccacagacaa ttaaaattac aactgaaaaa gttaattcac aggcgctaac
   219841 taatttaggt ggcccagtgc tatcaaaagc ttattatgga aaagattata aacaaaatac
   219901 aagtttggac tatttaaaag cattatatgg gcaaccaatt gcagcgggtc catataaatt
   219961 tgaaaaatat gttccaggtc aagaagtacg ctttgtttct aacgaacatt attatgcagg
   220021 taaaccaaaa atcaaaaact ttatttataa aatcacatca ggtgatactg gattccaatt
   220081 attccaaaca ggtgaactgg actatagtgg atttagagcg aaccctgaaa atatagacca
   220141 attaaaagga ttagagtttg caaatattaa tcttgaatca tcaagtgata ttgcttatat
   220201 ctatgtaaat aataagaagt cgtatttgaa agataaaaag gtacgccaag cacttactta
   220261 tggattagac cgtaagaagt atgtggatac agctttacaa ggatatggct ctgttgctaa
   220321 tgtaccaatt gctccagttt catgggcata tacagaagaa ggtattaata aatatccaca
   220381 cgacgtagaa aaggctaaaa aattattgga tgaagctggt tggaaagtag gttctgacgg
   220441 ggttcgtgaa aaagatggtc aaaagttaaa attaacatac tatgcatcaa atacaggtaa
   220501 gacaaatgat atctttattc caattgcaaa agaaagttac aaagaaattg gtgttgaatt
   220561 aaatccagag ttgatggact ttaatacgat gctttcaaaa gtaggaaaag gtgactacga
   220621 tttagcggca gtttcaacac cagggattag tgatccaagt gaagttgtaa gtgagtactt
   220681 atcaactaat ccaaaaagtg atacgggtta taataatccg aaagtagatg agttgattgt
   220741 aaaaggtata ggaacgacag atattgaaaa acgtaaagcg atttataaag agctgtataa
   220801 agagttaagt gatgatccac cagttatttt attaaactat cgtaaactac tttatgctca
   220861 taatgcacgt ataaaaggaa ttgatccaga aaagtacgat agcatcagtt ccaacttacc
   220921 agtgttatct attgaacaat aagggttgac ctaaataata gaagacgttt tttcacacag
   220981 caatgaaatg gtagctgttt tgaaaaaatg ttcttctatt tttaagtaaa taggattggg
   221041 gagacaaaag gtgaaaacat atatcattcg taggttcctt caaatgatcc ctacattgtt
   221101 tggtacatct attattattt ttttcttatt tgcacttttg ccgggagatt atattgattc
   221161 aaatccaaaa ttaacaccag agagagccca agaattaagg gaattatacg gcttaaacaa
   221221 accaattatt gaaaggtatt ttcattggtt agtgaatgct ttgcatggtg attttggatt
   221281 ttctttacag tatcaagaac cggtaacttc attacttaat aaattcattt ggaatacatt
   221341 tattgttgct gttgcagctt tatttttcac ttggattatt gctcttatta ttggggttat
   221401 ttctgcaaca aagcagcact cttggtttga tagattggta acaatcggtg tatttgcagc
   221461 aatgtcattt ccatcattct ttattggact atttttaatt aaattattag cagttgattt
   221521 aaagttatta cctattggtg gcatgattga tattgggagt aactcaacag ggatagcata
   221581 catattagag gtattacgtc atatgattct acctgtattt attttaacgc ttcttggtgt
   221641 aggatcgtta acacgatatt ttagaactgg catgttggat gttattagac aagattatat
   221701 tcgtaccgct cgtgcaaaag gtttaaaaga aagaaccgtt atttataaac atgcattgaa
   221761 aaatgcaatt ttgccagcaa ttacattact cgcttttgaa ttaccgggtt tattttcagg
   221821 agctattatt attgaacaga tttttaattg gccagggatt gggagtattc aattagaagc
   221881 attaaacttc cgtgattata cggtattaat ggcgtttaca atgtttcttt cttgtttaac
   221941 aattatggct aatttcttag ctgatattgt atatgcgttt gttgatccaa gaattcgatt
   222001 gaagtaaggg gggaaagata tggagactat tacaccaata atagagaaaa agaaagaacg
   222061 gaaaaagaga aatgaatcat caccatggcg ccaagcgtat aaaaaaatca agaaaaataa
   222121 gatggcgctg tgtggcttat acgttttaat atttatgttt ttatttagtt ttatcggtcc
   222181 aatcttttca ccgtatgcag atgggaaagt acaagtaaca caaattaata aaccgcctag
   222241 cctgtcacat tggcttggaa cagaccagtt gggacgggat attttaacta gacttatgca
   222301 agcagggcgt atttcattaa caattggttt agcgtcgatg ctactatccg ttatactagg
   222361 agctttatta ggggcaattg ctggttttta tcgaggggtt gtggatcatt taattatgcg
   222421 tgttgcggat gtgttaatgt ccattccggg attaccgctc cttattataa tgggagcaat
   222481 tttatcagaa tggaaattac catcagaata ccgtttatat gttgtaatga ttattttgag
   222541 tttagtagga tggccaggac ttgctcgtct tgtgagagga caaattttaa cattgcggga
   222601 gcaagccttt atgcaagcgg cagatgtatt aggattaaag gattctcgaa aaattattca
   222661 tcatttaatt cctaatgtct ttccgttgct tattgttgta gcaaccttgg gtgtggctgg
   222721 atctatttta agtgagtccg cactaagtta cttaggtctc ggagtcgtcc cacctacacc
   222781 gccatggggg aatatgatta gcgcagcgaa ctcattaatt gattttcaaa agcgtccgtg
   222841 gttatggatt ccacctggtt tcgcaatttt tataacagtt gtatccatta atttacttgg
   222901 tgatgcactt cgtgatgcgt tagatccaaa gatgagacgg taggtgaggg aatatgagta
   222961 aagcggtagt agagctgaaa gatttacaaa cacactttca gacagaagaa ggaacagtaa
   223021 aagctgtgaa tcatgttagt ttttctgttc gagaaggtga aactgtttgt gttgtaggtg
   223081 aatctggttg cgggaaaagt gtaacagctt tatccattat gggacttatt gctgaatcag
   223141 gtagtgtagt aggcggagac attttatatg aaggaaaaag tcttttaggg atgaaagaga
   223201 aagagcttcg tagtttacga gggaatgata ttgcgatgat tttccaagaa ccgatgacat
   223261 cgctaaatcc agtttttact gtaggggaac aaattgtaga gacgttaagg gagcatgaac
   223321 tgcttagtaa aaatgaagca tataagaagg caattgagtt aattcgtaaa gtcggtatag
   223381 cccgcgcgga tgaaatcgtc cattcttatc cacacgaact gagcggtggt atgttacaac
   223441 gtattatgat tgctgttgca cttagttgta atcctaagtt attaattgct gatgaaccga
   223501 caacggctct tgatgttacg attcaagctc aaatattaga tttattaagg caaataaaaa
   223561 gggaatttaa aacatccatt ttattaatta cacatgactt aggtgtcgta gcagaaatgg
   223621 ctgattatgt tgtcgttatg tatggcggga aagttattga agaagcaccg gtactagaga
   223681 tatttcaaaa tccgaaacac ccatatacga aaggattgtt gaaatcaaaa ccagtgatgg
   223741 gaaaacgaat agataaacta tattctattc cagggcaagt tcctaattta gttggtttgg
   223801 atgagttttg ctactttagc ggtcgttgtg agcattgtat ggaaatatgt aaagaagaag
   223861 caccaaattt gaatgtacat gatgagaatc ataaagtagc ttgctggtta tatgaggagc
   223921 gtgcgggaca atgagtgaac cattattaga agtaaaaaac ttaaaaacat attttccaat
   223981 taaaggcggc atatttagta gaacggttgg acatgtaaaa gcagttgatg gagtaagttt
   224041 tactattaag aaaggcgaag tattcggtct cgttggtgaa tcaggaagcg gaaaaacgac
   224101 gataggaaaa acaattttac gtctcgtcca aaaaacggag ggagaagtga aatttaaagg
   224161 acacgatgtt cattctctat caaaagagga attaagaaaa catcgtccta atatgcagct
   224221 tgtgtttcaa gatccattta gctcattaaa tccgagaatg agaattggag aggcacttgg
   224281 tgagccgatg ttggctcacg gattagcgac gaaagaaaat gttcgcgaaa aagtaacgga
   224341 agtattagag ttatgtggct tagccccata tcatattgac cggtaccctc atgaattttc
   224401 tggtggacaa cgtcaacgta tcgttatcgc aagagccatg gtattaaacc cggaatttat
   224461 tgtagctgat gaacctgtgg cagcactaga cgtatctatt caagcacaga tcattaattt
   224521 atttagtgag ctacaggaga aaaagggact atcttatttg ttcatttcac atgatttaag
   224581 cgtagtagag catttatgta cgaagattgg aattatgtat ttaggaacaa ttgtggaaac
   224641 agcaccgcgt gatgagttat ttacaaaccc acttcatccg tatacaaaag cattgttatc
   224701 cgctgtgcca ataccagatc caacagtgaa gcgagagcga attatactag agggtgatat
   224761 tccaagccca gcgaatccgc cttcaggttg ttgctttcat acacgctgcc cgtttgcaac
   224821 agatatttgt aaacaaacgg ggaattccgt aatgttggtg aagagcactt tgttgcttgt
   224881 catcatgtat aaaagagaag gactctttca gaaattgaaa gagtcctttt ttatttacta
   224941 gatgaagttt gtttcaatac aaattgctcg attgcatgag caacaccatg ctcattgttt
   225001 gttaatgtta caacatcaca tagttttttt acatcttctt cagcgtttcc cattgcaact
   225061 gataaaccag ctgcttctaa catgggtaca tcgttaaaat tgtcaccgat cgcaactgta
   225121 tcttcaattg gtatattaaa atgggctgcc atttgtttca gtccatttcc tttatgtcca
   225181 ttcttgtcca taatttctaa attagtagga gcagatgctg taaccataat atcagtatct
   225241 tcttgtaaca tacttaatag ctgtgcgcga tgccctgcgt taaatgtcaa aataaagaat
   225301 ttagatattt ctaattctgg attatttaca acatcttcaa tcttttggaa atcagtaatt
   225361 aagtttgact tcttttgttt ttctgtaatt ctttcaagtt cctcaagtgt aacatctagt
   225421 gcatgcttgt tttcttcaaa cgcttgcatg acttgatctt gccatgtata cggagaataa
   225481 actcctttat tcgtatatag tttataaggg aaaccctcag attctagtaa ttttgcaagc
   225541 ttgtatactt tatcgttttg taaacaacgc gagttaatta cttttccatc cacataaaca
   225601 attgccccca ttgctcgctc caactggaag agatagttta tactcttcca ataatttcaa
   225661 agcatcctct tttgcacggc cagaacaaat catgacaata tgaccagcct cttttgcagt
   225721 ttggatagct tgtaagttct ctttggagat ttcaagatta gatgatagta gtgtaccatc
   225781 catatctaat gcgattaatt tcaaaatgac cacctctttg ttcttattat acatagttat
   225841 atagaggaaa catataaact tatcttggaa agattgtatt ttatctctca taaactatca
   225901 gtaagaattt gatagattct actttattaa tgaaagattt atcttacttt gtaacaaaag
   225961 tagagggagg tatggggatg tttcgttata tgactgtaat attacatgaa tgttacaaac
   226021 gtggatttag tagaaaatgc attaaatcaa ggtttttgaa ggtgtttata aaaaaacgta
   226081 aaaaaagtgt aataaaattt acgtaattat attgcaaggt aacaatagtt atgttacatt
   226141 aatgttacaa acgttacgtt atcaaattta atgtaacgtt aacataaaaa ctatgaaata
   226201 aacatttctt agaaattaca tatagataac ttattaaaaa ggaggataca taatatgaaa
   226261 gagcaagtat tacaagtaac aaaaggtgac ttcgtaggat cagcaagtgg agcagtagta
   226321 ttaacagcat taatcgtatt tttatcaagt gtattagtgt aatagaagtt ttaaatctta
   226381 taaaacgaaa ggagaatgag gaatatgaac agtgaacaag tgttacaagt aacaaaaaca
   226441 gatttattag gatcattagg tggagcggta gtattaacat catttattct attccttgca
   226501 aacgtattag tatgagacat ataaatacaa ttattcaaaa aaaataaaga ctcgagcata
   226561 ttagtaagta attgatatgt tggggtcttt tttatttttc ttctatatat cccttcaagt
   226621 attaatagcc cctctacatt ttaaagagaa aaaagtcgaa ttttatatgt aagaaaaaaa
   226681 gaggaatttg acagaaaaga tagaaaattt taaaggtcag aatttgttag cttgctaact
   226741 aatttctatt aattgatgtt ggaagcgttt tcgattggtt ttaagtatga accatttaat
   226801 ctatttacag agggatgagg attttatgaa acaaaaatct atggatacgc tagctgcaca
   226861 aatggaggac ttttttccag tacgtgatgt agatcatttg gaattttacg taggaaatgc
   226921 aaagcaatca agttattatc ttgcgagagc attcggattc aaaattgtgg cttactctgg
   226981 attagaaact ggtaatcgtg aaaaagtatc ttatgttctt gtgcaaaaaa acatgcgttt
   227041 tgttgtgtct ggggctttaa gtagtgacaa tcgtattgca gagtttgtaa agactcatgg
   227101 tgatggcgtg aaagatgtag cattacttgt tgacgatgtt gataaagcat actcagaagc
   227161 agtgaaacgt ggtgccgtcg caattgctcc gcctgtagag ttaacagatg agaacggtac
   227221 attgaaaaaa gcagttattg gtacgtatgg tgatacaatt catacgcttg tagagcgtaa
   227281 aaattataaa gggacattta tgccaggatt ccaaaaggct gagtttgata ttccatttga
   227341 agagtcaggt ttaattgctg tagaccatgt agttggtaat gttgaaaaga tggaagagtg
   227401 ggttagttat tacgagaacg ttatgggctt taaacaaatg atccattttg atgatgatga
   227461 tattagtaca gagtattcag cattaatgtc gaaggttatg acaaatggaa gtcgtattaa
   227521 gttccctatt aacgagccag cagatggaaa gagaaaatca caaattcaag aatatctaga
   227581 gttctataat ggagcaggtg tacagcatct tgctttacta acaaatgaca ttgttaaaac
   227641 agtagaagcg ctacgtgcaa atggtgtgga gtttttagat acaccagata cttattatga
   227701 tgagttaact gcacgagttg gaaaaattga tgaggaaatt gataagttga aagaattaaa
   227761 gattttagta gatcgcgatg atgaaggata cttactacaa atctttacga aaccaattgt
   227821 agatcgtcca actttattta ttgaaatcat tcagcgtaaa ggttctcgtg gatttggaga
   227881 aggaaacttt aaagcgttat tcgaatcaat tgaaagagaa caagagcgtc gcgggaattt
   227941 ataaaattta tatccaccag caataattct tttgctggtg gaaatttcat tttcataggg
   228001 aggaatcatg atgaaatttg ttacatttcg tcttccttca aaagaaatgc gagctggatg
   228061 gcttgaaggt gacaaagtaa tcgatatgaa tcttgctagt gatgggaaat taccttcttc
   228121 tatgttcgcc tttttagaga aagcggatga gtatgtagaa gtattgcgta atattaagaa
   228181 cccggaaaag ggcatatatt ctttagagga agtgcaatta gcagcagcga ttcctaatcc
   228241 gagtagtatt cgggattttt acgcgtttga gcagcatgta aaaacggcac gtggccgaag
   228301 agggctagat gttgtaccag aatggtatga tatcccggtt ttttatttta cgaaccatcg
   228361 tgctgtaatt ggtccgaatg atgttgtaat tggtccgaaa aaatctgaaa aaattgatta
   228421 tgagttagag attgcttgcg taatcgggaa agaaggaaga aatatttctc gtgagcaagc
   228481 agaggaatac atttttggtt attgtattat gaatgattgg agtgcaaggg acttacaagc
   228541 aacagaaatg aaggtaggac ttggtccagc gaaaggaaaa gattttgcaa cttcattagg
   228601 agcgcacctt gttacgaaag aggaattaga tgtttaccgc aacggtgacc gttatgagtt
   228661 agagatgact gctcatgtga atggaaagct attatcaaaa gggaacttcc aagatattta
   228721 ctatacattt gctgaaatga ttgaacgtgc ttcggaagat gttacgttat acccaggtga
   228781 tgtgattggt tctgggacag taggaacagg ttgtatttta gaactgggta cagaagagtg
   228841 gctgcaagat ggtgatgtgg tagagcttac gattactggt ttaggtacat tacgtaatac
   228901 ggtcaaaaaa gaaaaggaag caggtgatga gcatgtttta tcgtcacatg ggggagctac
   228961 ctcataaacg acatgtacaa ttccgtaaaa aagatggatc gctttatcgt gaacaggtaa
   229021 tgggaacaaa aggtttttct ggtacgcaat ctattttgta tcatcattat atgccaacgg
   229081 aagtagggca tgcagcatta tcacattctt gtcagttgca gtatgaagaa gatgttgttc
   229141 tttctcatcg tcactttcgc acgaaagaaa ataaaaaaag tggtgatgcg gtaagtggca
   229201 gaaactttat acttggaaat gaagatttat taatcggagt agtgactccg acagaaaaaa
   229261 tgaattattt ctaccgtaat ggtgatggcg atgaaatgtt gtttgtccat tacggaacag
   229321 gaaaaattga aacaatgttc ggaacgattc actatcgaaa aggtgattat gtaacaatcc
   229381 caattggaac gatttatcgt gttattccag atgaaggaga gactaagttt cttgttgtag
   229441 aggcaaatag tcaaattaca acaccgcgtc gctatcgtaa tgaatatgga caattgttag
   229501 agcatagccc gttttgtgag agagatattc gtggcccgga aaaattagag acgtatgatg
   229561 aaaaaggtga gtttgtcgta atgacaaagt cacgaggata tatgcataaa catgttttag
   229621 gacaccatcc gttagatgta gttggatggg atggttattt atatccctgg gtctttaatg
   229681 tagaggattt tgagccaatc acaggtcgta ttcatcagcc acctccagta catcaaacgt
   229741 tcgagggtca caatttcgtt atttgttctt tcgtaccacg tttatatgac tatcatccag
   229801 aatctattcc ggcaccgtat tatcatagta acgtgaatag cgatgaagta ctgtactatg
   229861 tagaaggtaa ctttatgagc cgaaaaggtg tggaggaagg gtctattaca cttcatccga
   229921 gcggcattcc tcacggtcca catcctggga aaacagaggc gagtataggg aaaaaagaaa
   229981 cgcttgaatt agctgttatg atagatacat tccgtccgct tcgtattgta aaacaagcac
   230041 atgaaacaga agatgaaaaa tatatgtata gctggattga agagggatca tatactgtga
   230101 aataaataaa aagaggcatg ctcaataacg gagcatgcct cttttatgga atcgacatgt
   230161 ataataatac caaaaaaagt tatagaaaga tatatagaaa ggatgatcaa gataatgcgt
   230221 attcataaga atttctactt atttcgacaa agattaatgt ggcaattttc agtttgaaaa
   230281 tttgtatttt tctgattcta tatataatat aattgttggg gaactaaggg gggaatttat
   230341 gaagaatacg tggcgtgaat taagggagat ggaccgtaac gtatggattc ggtttattgg
   230401 tgagacgtta aatggaattg cgatgatgat gttgatgcct ttctttgcgt tatatttaaa
   230461 agataaggtg gattcattat tacaggttgg agttattatg gcgctttctc caattgctgc
   230521 gagctttgga tccattatag gtggaagaat tgctgatata tatggacgaa agccgattat
   230581 gatattttcg atgacgagta atgcattatt aatgctcggt tttttattta tagaaggatt
   230641 tattccctat gcaattttat cggttttttt agggttaagt aattctttat ttcatccagc
   230701 tgcatcagcg atggttgcgg atgtaacggc gccagaaaaa agaacagaag catatggttt
   230761 gttgcggatg gggcataata taggtgctgc aattggcccg ataatggggg cttcagtagt
   230821 tatgttgtcg aagaaccttg tgtttattat tgcctcgtct acgatgttat tctatgcatt
   230881 acttgtattc gttcttattc aagagacaat gccaaagagt gcgaataagg aagaggataa
   230941 cgaaaaggaa tcaggagtgg tgtggaaaat tgtattgcga gataaggcac ttatgattta
   231001 tttattagca ggtatcatta tttcgatggg attttctcaa acagaaggca tgttgccatt
   231061 gcattttgat aatgaaatga aagatatttt tggaactaac aatccatacc catatttaat
   231121 ggcgttaaac ggactattag ttgtgttgtt ccaatttcaa atttcaaaat gggccacaga
   231181 taaacctgtc ggaaagacga tgttatatgg tgcatgtttg ttcgggatag gtttgttttt
   231241 tataggctgg ttaccgaagt ggtttggagg attggataca aatgctacaa ttattttaat
   231301 aatgttactg tttgtgtatg ccatatatac attaggcgag atgattatgt cgcctgtaca
   231361 gatgacgttt gtagcgaatt tggcccctga gcatttaaga gggacttata tgggggctgc
   231421 aagtttgcag tggattacag gaaatgcatt tggtccactt cttggggggt ttttattaga
   231481 tcgattactt ggtcacttcc tatttacaat tttagctata ggatgtgtag ttgcaggtgt
   231541 tgtatatatt tctttagatc gtctcgttga acaaaggcaa aaaggcacac taaccaaaca
   231601 atcttcttaa tgattagatg acatacacaa aaaagggatt tctacatatt ttaggtacat
   231661 aactagattg ggttgcaatt ttatcccact ttaatgggca gtaagacccc cacctcaaaa
   231721 ttcagcgaaa gtaaggaatt taggtgggga atcaactgcc cataaaagtc cgattggttc
   231781 aactaataat cagtagggga tgaagccccc cactgattaa agtttcactt tatatattta
   231841 tgaagaaagt taagtggaaa aagtatagag aaccaataag tggtgtcatt taattatttg
   231901 tggaagttac attttatttc aaataggaac tacctatttt tataaaaagt gctaaaatag
   231961 aaaaatgaaa acaattggtt agggtgattt cagtgacaaa aattaaatta ggtttattat
   232021 atggtggaaa atcagctgag catcaagttt cgttacaaac ggctcttgct gctattaaag
   232081 cattaaatca agataaattc gagattcatc caatttatat tacagaacaa ggtcaatgga
   232141 tacgcggtga acgtattgaa ggtgaagtag caaatgttga agttctaaaa atgagcggtg
   232201 cagaaaatgc gatttctccg ttatctttaa gcacagaaat cattccatct gcaaatgctg
   232261 aggaaaatgc tatcgacgtt attttcccat tactacatgg accaaatggt gaagatggaa
   232321 cggttcaagg tttattagaa ttaatgaaca ttccttatgt aggaaatggt gttctagcat
   232381 ctgctgctgg tatggataaa gttgttatga aaaacatttt cgcagaagct ggattaaaaa
   232441 caagcgaaat atgcatcatt cattcgtagc ggatgggaaa aagatcgtga aacagcatat
   232501 gaaaaagtag aagaagtatt aggataccct tgcttcgtaa aaccagcaaa ccttggttca
   232561 agtgttggga ttaataagtg taaaaatcgt gaagagcttg agaatgcatt tgaagaggca
   232621 ttccaatttg accgtaaaat tattgtagaa gagaatatca ttggacgtga agtagaagtt
   232681 ggtgtactag gtaatgatga accgaaatgt tcagttgtag gtgaaatcgt acctaaaaaa
   232741 gacttctatg attataagtc gaaatacatc gatggtgata cagcattaat tatcccagct
   232801 gaaatgacag aagaagagtc taatgttatt aagcgagatg cgattgttgc cttccaatcg
   232861 ttagatggtg ctggcttaac gcgagctgat ttcttcttaa cgaaagatgg agaagtatat
   232921 attaacgaag tgaatacgat gccaggattt acgccgttta gtatgttccc tctactgtgg
   232981 caacatactg gattaccgta tccggaatta attgaagagc taattcgttt agcaatggag
   233041 cgtcacgaag aaaaacaaaa aattaaatat acaatctaac aaaaaaggag gaggcactat
   233101 tcgcaggaat agtgcttcct ctatgtaagg agtgttttca tgataaatcg aacgttaaaa
   233161 caagtagaac aaatgataaa tggtacggga ttagcagagc agtatgaggg aattactata
   233221 caaggggtgt ctattgatac gagaaaaatc gaaaaaggaa acctatatgt tccgattcaa
   233281 ggtgaacgtt tcgatggaca tgcttttgta gataaagctg ttgaaaatgg agctgtggcg
   233341 acattatggg tgaaagatgt agcaaatcca cctgagaatc ttccggttat ttttgtagaa
   233401 gacacgctat cagcattaca aatgttagcg aaaaactatc gcgatcaatt ggatgttaaa
   233461 gtgattggtg tgacaggtag taacggtaaa acatctacaa aagatattgt aacaagtctt
   233521 cttgcaacta aattcaaagt tcaaaaaaca gaaggaaact tcaataatca tatcgggcta
   233581 cctcttacta ttttaaactt agaagaaaat acagaagtag ctgtattaga aatgggaatg
   233641 tcaagccgcg gagaaattga attcttatct aagttagctc gtccaaatgc agctatcatt
   233701 acgaacattg gtgaagcaca tttaatggac ttaggctctc gtgaggcaat tgccgaagcg
   233761 aaattagaaa tcgtgacagg attacaagaa ggtggagtgt tcgtatataa cggagacgag
   233821 ccattattaa cgaatcgtgt tcctgaaatg aatttaatag ctgaaacagt tacgtttggt
   233881 gatgctagag caaatgatta ttatccaacg actgtaacgt tacaagcaac tgggacgcat
   233941 tttaaaatga atagagaaga aaacatttca ttctatctac ccgtattagg gaaacacaat
   234001 gtgtataata cgcttgcttc tatggcaatt gcgaaatact ttggtgtaac gtgggaagag
   234061 atgaaagaag gtttagtaac acttcaaatg acgggcatgc gtatggaaat tgtaaaaaca
   234121 gacagtggat taacaatcat caatgatgcc tataatgcaa gtccaacagc tatggaagcg
   234181 gcattccacc taatgaatgg tttagatgga ttctctaaaa aaattgttgt tctcggggat
   234241 atgttagagc ttggagatca agaagtgcag tttcattatg aagtaggtaa attaattgat
   234301 ccagcaaaaa tctcctatgt gttcacatat ggtaaattag gggctcaaat tgctgaggga
   234361 gcgaaaatta atttccctaa cgaacgtgta aaggcttatg ataataaaga agagttagta
   234421 aaagagttgc aagcagtagt cgatacaaaa gatgttgtat tagtaaaagc atctcgcggt
   234481 atgaaattgg aagaagtaat tacgatgttg aaataattgg tgtatataaa tagggatgat
   234541 agctacgaaa atagaagaaa cttataataa gcgcttacag taaatataaa aaataaaagt
   234601 gaagaaaaaa actcttaata tgaaaataag gtaacagttg ggtttgcttt ttgcacatac
   234661 aaaacttata attgataaag tgtaataacg tttagaagta ttttcgtgaa gaatatacgc
   234721 ccgtttatat acgtgagcat tcaggaaaag ggcttttccg caaattcgga aaacgccttt
   234781 ttttaaatga taagtatagg atagaaaagg agaagtaaca ttgacaacat ttcgagaatt
   234841 aggattaagt gattctttac tgcaatctgt tgaaagtatg ggctttgaag aggctacgcc
   234901 aattcaagct gaaacaattc cacatgcatt gcaaggtaag gatattattg ggcaagcaca
   234961 aacaggtaca gggaaaacag cagcattcgg attaccacta ttagataaag tggatacaca
   235021 taaagaatcg gttcaaggta ttgttatcgc gccaacgcgt gaattagcaa ttcaagttgg
   235081 agaagagcta tacaaaattg gtaaacataa acgtgttcgt atcttaccaa tttacggtgg
   235141 tcaagatatt aaccgccaaa ttcgtgctct aaaaaaacac ccacacatta ttgttggtac
   235201 gccgggtcgt attttagatc atattaaccg taaaacactt cgcttacaaa acgtagagac
   235261 agttgttctt gacgaagcgg atgaaatgtt aaacatgggc ttcattgaag atattgaagc
   235321 aattttaaca gatgtgccag aaacacatca aacattacta ttctcagcga caatgccgga
   235381 cccaattcgt cgtattgctg agcgtttcat gactgagcct caacacatta aagtaaaagc
   235441 aaaagaagta acaatgccaa acattcagca gttctattta gaagtgcaag aaaagaaaaa
   235501 gtttgacgtg ttaacacgct tactagatat tcaatctcca gagcttgcga ttgtgttcgg
   235561 tcgtacaaag cgtcgtgttg atgaattatc agaggcatta aacttacgtg gttatgctgc
   235621 agaaggtatc catggtgatt taactcaggc gaaacgtatg tctgtattac gtaaattcaa
   235681 agaaggttct attgaagttc ttgttgcaac agacgttgct gcacgtggtc ttgatatttc
   235741 aggcgtaaca cacgtatata acttcgatat tccacaagat ccagaatcat atgttcaccg
   235801 tattggccgt actggtcgtg caggtaaaaa aggtattgca atgctatttg taacaccacg
   235861 tgaatctgga caattaaaaa atatcgagcg tacaacaaaa cgtaaaatgg accgcatgga
   235921 tgcaccgaca cttgacgagg cactagaagg tcaacaacgt ttaatcgctg aaaaacttca
   235981 aagcacaatt gaaaatgaaa acttagcata ctacaagcgt attgcagaag aaatgttaga
   236041 agagaacgac tctgtaacag tagtagctgc tgctttaaaa atgatgacaa aagagccaga
   236101 tacaactcca atcgctttaa catcagaacc accagttgtt tcaagaggtg gcggttctaa
   236161 aaaacgcggc ggtaacggag gcggataccg tgatggtaat cgtaatcgta gtcgtgatgg
   236221 acgcggtggc gatggtcgta accgtgaccg caatcgtgat ggtcgtaatc gtgacggtaa
   236281 ccgtgatcgc aatcgtgaag gtagccgtga tggtaaccgt ggtcgtcgtg gcgaaggtca
   236341 aggacgccca ggatcttcaa acggacgcgg cgaaagaaaa catcatagcc gtaagccaca
   236401 agcttaataa taaaaaaaga gaatgccctt tgccggcatt ctcttttttt atttctgtaa
   236461 ttgtacatac tacataataa cttgtgtaga aatgaggtgc cacatgcttg taaggcttgg
   236521 gcatgtcgcg atgagtgtac atttgaaaaa tgcatctcca tctcaaacga tgacgtacgc
   236581 acagtttcaa aaaatagatg atcgggaagc ggcaattcgt aaacttgaaa gaattgctaa
   236641 ttcgaatttg gaaaattgct tacggttatt aaaacataat aaaggccatg atatatcctt
   236701 ttttcgactt agttctaagt tgattccttt agcgaatcat gaggagttgt tagagtggaa
   236761 ttatattcgc cctttaaaag aaaatttaaa agtgctaggt gattacgcta ttcgaatgaa
   236821 tatgcgtatt gattttcatc cagatcattt tgttgtactc aattcacctg aggagaatat
   236881 ttttaaacaa tctgtaaaga cgttacagat gcatagaaaa ttattaaaag gtatggggat
   236941 tgaacataag caacgatgtg taatgcatgt tgggggcgga tataaagata aagagcttgc
   237001 attagagcgt tttatagaga attggtctaa tgtcccaaga ggtattcagg aaatgattat
   237061 gttagaaaat gatgatacaa cttttacgct cgaggataca ttatatttag gagaaaaact
   237121 ggacattccc gttgtatttg atttacatca ccatatgatg aatcatgatc gagaagattg
   237181 gcatgaagat tgggcgcgtg ttgtacatac gtgggaatcg tctttgttac cagtgaaaat
   237241 gcacatttct agtcctagag agggaaaaga cccgagagca catgcggact ttattgatgt
   237301 agatactttt ttatcttttt taaaaaagat aaagggaagt gttccgcaaa ttgattgtat
   237361 gattgaagcg aagatgaagg atgagtcttt atttcaactt atgagggatt taagtgaaca
   237421 aacagatgtg gaaattatcg atggtgcgag cttttatatt aaatgagctc tgcaccatcg
   237481 agttttttta ttaataaagg ggtgcaaata ccaccaatga ccaatcctgt taaatggctg
   237541 atagggttgg cagagggatt gaagaaagtg aatagtagta atatacatat catgattgaa
   237601 aaaatagcaa tgtcttttgg attggaagaa cgatatcggc tatacaatag aaataactgt
   237661 gcacctagca atccgaaaat accaccagat gccccggcat gaatatattc atggggcata
   237721 ataagataag agaaaatatt tccgagaatg ccagaaagga aaaaaataat gatgaaagaa
   237781 aagcggccta gttgtttttc aatagaagag ccaaggacga ataaacaaat actattagaa
   237841 agaaaatgtt gtaagtctac atgtacgaac agggaagtta tgagacgcca ccattctcca
   237901 ttagcgatat attcatgata agctgccata ggaaagagga aaaaatcgcc taacataatc
   237961 ataatgaatt gtatgagaag taaagagatg gcgattggtt gtaaggaaat gcgggcggat
   238021 ggtatgagca tgttatgagt atcactcctt ttgcatcaga aagattctct gttattctta
   238081 caatatgaaa aaagaaagct aaatagaaga aggggatttt gaaatgattg tagggattgg
   238141 aatcgatatt attgaattga atcgaattga aaaaatgcta gatggaaagc ttaaatttat
   238201 ggaacgtatt ttaactgaaa atgaacgtaa tgttgctaag ggactgaagg gaagccgcct
   238261 tacagagttt gtagctggaa gatttgcagc gaaagaggcg tattcaaaag cggtaggaac
   238321 tggtattggg aaagaagtga gttttttaga tattgaagta agaaatgatg atagagggaa
   238381 gccgattctt attacgagta cagaacatat tgttcattta tcgattagtc atagtaagga
   238441 atttgctgtt gctcaagttg ttttagaaag ctcgtcaagc tagtctgcat attttatatc
   238501 tttgtctcat atatttgtgg tagcgataag gaaggtacat cttccattca tttatagggg
   238561 caaaggggct gaagtgatga aaaggcgtct gtttttagtt cttgtcggtt tattaaccgt
   238621 ttttgtgttg gccggttgta tggaaaagaa acaagatgat gttgtgagag atttagaggc
   238681 gaaagtaaaa gggttgaaaa gctatcaagc tgaagcgaaa ttatctatta aaacagggaa
   238741 tgagcctcag gagtataagg tagaaatatg gcataaggaa ccttcgtttt atcgtgtgaa
   238801 tttgcagaat gcgaaaaaag atcaaagtca aattatttta agaaatgaag aaggagtatt
   238861 tgtattaacg ccagctctta ataagagttt tcgtttccaa agtgattggc cgcaaaatag
   238921 tagccaggct tatttatacg aatcgcttgt gagagatatt ttacaggata agaaaaacct
   238981 tacttttgaa aaaacagata agcattatat ttttaaaaca aaaacaaact atcagcatca
   239041 aaacatgttg ccgagacaag agattacgtt gaagaaaagt gatttaacgc cagtttcggt
   239101 gaagttaatg gataatgatc aaaatgttct tgtgaaagta gatttctcta aagtgaaatt
   239161 cgacgcgaaa tttgataaag gtgcatttga tacgaaacaa aatatgtcta gagcgcaagt
   239221 agatgttcaa acaacagcga aagaagacaa accgtttgct attttatatc cacgtgatac
   239281 gccacaaggt atgactttga aagatgaaaa agagttgaag acagacagtg gcaagcgtgc
   239341 aatactcaca tacactggaa gtaagaaatc ctttacttta atacaagaaa aggcaaaagt
   239401 tgcagaggct tcgtcagcaa taagtgtgag cggagaattg gttgatcttg gctttacaat
   239461 tggagcattg acgaaagact ctttaacgtg gtcgcataac ggagtagaat atatgctcgt
   239521 gtctaaaggt ttagagccga aggagctatt aatggttgct cgttcagtta cagagaagca
   239581 agtgaagtaa acttcttaga cgtggtgata tatgtgcacc acgtcttttc ttagtttgaa
   239641 gggtggattt cataaaagaa gcatataaaa gaataagctt cgcatatcgt gtataaggaa
   239701 gtgtatttat ggaagaagca ccattttatc gtgacacttg ggtggaagtg gatttagatg
   239761 ccatttataa caacgttaca catattaaag aatttatccc gagtgatgta gaaatttttg
   239821 ccgttgttaa agggaatgca tatgggcacg attatgtacc ggtggctaaa atagcattag
   239881 aagcgggggc gacaaggtta gcagttgcgt tcttagatga agctttagtg cttcgaagag
   239941 ctggtattac tgcgccaatt ttggtgttag gtccttctcc tcctcgtgat ataaatgtag
   240001 ctgctgaaaa tgatgtagca ttaactgttt ttcaaaagga atgggtagat gaagcaatca
   240061 aactttggga tggttcgtct acgatgaaat accatattaa tttcgatagt ggtatgggga
   240121 gaattggaat acgtgaacgt aaagaattaa aaggattttt aaaaagctta gaaggtgcac
   240181 cattcttaga gttggaagga gtttatacgc attttgcaac agcagatgag gtggagactt
   240241 cttactttga taagcaatat aacacatttt tggagcagtt aagttggttg aaagaattcg
   240301 gagtggatcc taagtttgtt catacagcta atagtgctgc aacgctacgt tttcaaggga
   240361 ttacatttaa tgcagtacga attggcattg cgatgtatgg gttatctcca tctgtagaaa
   240421 tacgcccttt tttaccgttt aaattagaac cagcgctatc attgcatacg aaagttgctc
   240481 atattaaaca ggtgattaaa ggggatggaa ttagttataa cgtcacttat cgaacgaaaa
   240541 ctgaagaatg gattgcgacc gttgcaattg gttatgcaga tggctggctt agaagattac
   240601 aaggatttga agtacttgta aatggtaaaa gggtaccgat tgtagggcga gtaacgatgg
   240661 atcaattcat gattcacctt ccttgtgaag tgcctcttgg tacgaaagtt acactcattg
   240721 gaaggcaagg agatgaatat attagcgcta cagaggttgc ggaatattca gggactatta
   240781 attatgaaat tattacgacg atcagttttc gtgtgccgag aatatttata cggaatggaa
   240841 aagttgtgga agtaattaat tatttgaacg atatatagaa ggtagtatga tttgcttctt
   240901 gtcatgtgag agaactgttc attggttaag aataagttcg tttttgacga gaagcttttt
   240961 acttatagtt acttttaaca taatataacg tgaattttgc ggaggaactt tcatgtttct
   241021 tgcttgtaat gagataaaaa taaaagaata tgaatgtttt gtttgtgaat tggaaaacat
   241081 aagcaaggaa taaggaagtc tttgcaacag gctccataca atggtattat tacaataggt
   241141 gtcatatata tatttgggtg tgtagttgac ggtggaggtg tatttttgtg tccgaatcaa
   241201 gtgtaactac tgaaatcgtg gttcggttgc caaagcaaat ggtaacggaa ttggacggaa
   241261 ttggaaaaca agagaataag aatcgccatg aactaatttg ccaggcaaca caactgttat
   241321 tgcgtcaaca taagacgaag aaacgctacc aacatgaatc aatgcgacgt gggtacattg
   241381 aaatgggaaa aattaatctt ggtattgcat ctgaagcttt cttagcagag tatgaagcag
   241441 ctcatacagt agaacgctta gttagcgggg ggtaatattt tgattgtaaa acgcggcgac
   241501 gtgtattttg cagacctttc cccagttgtt ggttctgagc aaggaggtgt tcgtccggtt
   241561 cttgtcattc aaaatgacat cggaaatcgt tttagtccaa cggtgattgt agcggctatt
   241621 actgcacaga ttcaaaaagc gaaattaccc actcatgtgg aaattgatgc gaaaaagtac
   241681 ggttttgaga gagattctgt tattttactt gagcagattc gaacaatcga taagcagcgc
   241741 ttaacggaca aaatcactca cttagatgaa gtgatgatga ttcgtgtaga tgaagcgcta
   241801 caaattagtt taggactaat agatttttaa atcggcagtt taagttgctc tctttgaagg
   241861 gcaacttttt ttattataga ggaggttacg gttgtatatg gaaatggtag ataatcgaca
   241921 agcgttaatg aaaatgttag tgaaggaatt aggctttacc gaaaagcaag ttcgtcatgt
   241981 tattcaatta acagaagaag gtaacacagt tccatttatt gctcgttacc gaaaagaatg
   242041 gacaggctct ttagatgaag tgcaaattcg tacaatttta gagagatggc aatatataat
   242101 gcagcttgaa gataggaaag aagaggttct tcgtcttatt gatgagaagg ggaaactgac
   242161 aggagaatta cgtcagcaaa ttttgaaagc tacaaagttg caagaagtag aagatttata
   242221 tcgtccatat aaagaaaaga gaagaacgaa agcaacgatt gcaaaagaaa aaggattaga
   242281 gccattggct gaatggttat tgttatatac gaaagaagat ccgaatcaga aggcaatgga
   242341 gtttataaat gccgagaaag aagtgcaatc tgcagaagaa gcattacaag gtgctcaaga
   242401 catcattgca gaaatcgttt cagatgaagc ggcatatcgt agttggattc ggaatgttac
   242461 ttttagaaaa ggtgttatgt cttcggttgt aaaagatgaa gagaaagatg aaaagaatat
   242521 atatgaaatg tattacgatt atgaagaacc gttgcagaaa gtagtaccgc atcgcgtgtt
   242581 agcgatgaat cgcggtgaga aagaagatat attgagagtt tctgttgttc cgccagtaga
   242641 tgagatagta actttcttat ataagaaagt aattcgcgat aacgattcaa aaagtgcaca
   242701 gtatgtaaag ttagcaattg aggatggtta taaaagatta attcaatcct ctattgaaag
   242761 agagattcga aaagaattaa cagaaacagc tgaggaacaa gcgatacata ttttctctga
   242821 gaacttacgt aatttgttat tacaacctcc aatgaaagga aaggttgtgt tagctgtaga
   242881 ccctgcatat agaacggggt gtaaattagc tattgtagac gatacgggga aagttttata
   242941 tattgatgtt atttatccgc atccaccagt gcgtaaatat gaagatgcca aagcaaaagt
   243001 tctttctatt atagataaat accaagttga gatgattgcg attgggaatg gtacagcttc
   243061 tagagaatcg gaagaattta tagttgatgt attacaaaat gtgaaacgag aagtcttcta
   243121 tattattgtg aacgaagctg gtgcgagtgt gtattcggct tctgatttag cccgtgagga
   243181 attcccggat ttacaggttg aagaaagaag tgcggtttct atcggtagac gtctgcaaga
   243241 tccacttgct gaacttgtaa agattgatcc taaatcagtt ggggttggac aatatcagca
   243301 tgatgtatct caaaaaagat taaatgaatc attaacgttt gtagtagaga cagcagttaa
   243361 ccaagtcggt gtgaatgtaa atacagcttc agttgcattg ttgcaatatg tttcaggctt
   243421 atcaaaaact gttgcgaaaa atattgtagc aaagcgtgaa gaagaaggga aatttacaaa
   243481 aagaacagac ttaaagaaaa taccacgtct aggtgcgaag acatatgaac aatgtatagg
   243541 tttcttgcgt atattagaag gggcaaatcc gttagaccgt acaggtattc atccggaaca
   243601 atataaaaat gttgaattgt tattaaagag tctagggtta tcaaaagatg acgtagggca
   243661 accacaatta caaaagagtt tagaagaagt ggagatttct aagttgtcgg aagaaacggg
   243721 aattggagag ccgacattag tcgatattat agatgcactc attagtccag agcgagacat
   243781 gagggatgag ttgcctaaac cgcttctgaa aaaagggatt ttgaaattag aagatttaaa
   243841 acgtggtatg gaactggaag gaacagcacg taacgttgtt gattttggtg cttttgttga
   243901 tgtaggtgtg aaacaagatg ggttagtaca tatttctaaa ctaagcaaac aatatgtgaa
   243961 gcatccgtta gatgttgtat ctgttggaca aatcgtcaaa gtatgggtag atgatattga
   244021 tacgaaaaaa ggtcgtgttg cattatctat gttgccaatt gaatagtaag agaagagagc
   244081 agatgaaact gctctttttt tatagggcaa aacgtgtaat ggattaggaa ctttgatgta
   244141 ttttgctata ataaaaccag cattcattta ataatttaat ttgataccgg tttttttcaa
   244201 aatatgcgcg ttgcatttgt tttttaagcc atgtaggcat aggaatccct ccttgtttaa
   244261 tcctactctc ataaatgtaa ggtactattg atgagaggtt ggtgagtgga tttctatttt
   244321 tgctatgttt ttagaaacca cgcttcttga atgaggatgg gtatatgtac tatttaatat
   244381 atgtataaga gaggagaaaa gtgtaaaaat atttttttgt ttaggaggaa tgaaaatgga
   244441 tgagcaagaa atacagcggc tagtggaaga agtatcgcta caatatttcg gaatgccatt
   244501 tttacataag gcgatgttta atagtagatt gcgcacaact ggtgggcgtt atctattgaa
   244561 tacacacaat attgaactga attatcgata ttacgaaatg tatgggaaag aagaattagt
   244621 tggaattgtt aaacatgaac tttgtcatta tcacttacat attacaggaa gagggtataa
   244681 gcatcgggat aaggattttc gagaactatt aaaggcagtt gatgcaccgc gcttttgtaa
   244741 acgtatggtg aatgcagaga aagaaaaaag ggtttatgtg tatgaatgta tggagtgttt
   244801 gcttcaatat gtaagaagac gtcaaattaa tacgaaaaga tatgtctgcg gaaagtgtaa
   244861 aggtaaacta aatctgataa agaaaacatc ttgacagtga aagcgcaatc cagtatatta
   244921 taaacatgtc acgtttgtac aagatgttgt gaaaaaaact cttgacttac gatgagaatt
   244981 tttataagat acaaattgtc tttattattc cgcagtagct cagtggtaga gctatcggct
   245041 gttaaccgat cggtcgtagg ttcgagtcct acctgcggag ccatacagag aagtacccaa
   245101 gtggctcaag gggctcccct gctaagggag tagatcgcga acgcggtgcg agggttcgaa
   245161 tcccttcttc tctgccattc atattggccc gttggtcaag tggttaagac accgcccttt
   245221 cacggcggta acacgggttc gaatcccgta cgggtcacca cttcggagga ttagctcagc
   245281 tgggagagca cctgccttac aagcaggggg tcggcggttc gatcccgtca tcctccacca
   245341 taatattata atgaaaagta aaatgatatt aatgtaaaga ttaaatggtc ccgtggtgta
   245401 gtggttaaca tgcctgcctg tcacgcagga gatcgccggt tcgaccccgg tcgggaccgc
   245461 cattttaact tctgctaatt agcagttggt tttttatggg tcattatggt acaataacat
   245521 ttgtctttga aaagaagata agtatttcga tgggctatag ccaagcggta aggcaacgga
   245581 ctttgactcc gtcatgcgct ggttcgaatc cagctagccc agccatttac gagccattag
   245641 ctcagttggt agagcatctg acttttaatc agagggtcga aggttcgagt ccttcatggc
   245701 tcacttttgt tttttttcgc gcggtcgtgg cggaacggca gacgcgctag gttgagggcc
   245761 tagtggggga aaccccgtgg aggttcaagt cctctcggcc gcatcaaaaa tctttttaaa
   245821 aaaagtactt gcatttgaaa atgtagtatg ataagataat tgagtcgcca aaatacaacg
   245881 acgaaaaaac atcatgaata agcgcccgta gctcaattgg atagagcgtt tgactacgga
   245941 tcaagaggtt aggggttcga ctcctctcgg gcgcgccaat tacgggaagt ggctcagctt
   246001 ggtagagcac ctggtttggg accagggggt cgcaggttca aatcctgtct tcccgaccac
   246061 gcgggtgtag tttagtggta aaacaagagc cttccaagct ctggtcgaga gttcgattct
   246121 cttcacccgc ttttagttct ttgaaaactg aacgaaacaa acaacgtgaa acgtcaattt
   246181 ttattttaga tgctagacaa actaacttta ttggagagtt tgatcctggc tcaggatgaa
   246241 cgctggcggc gtgcctaata catgcaagtc gagcgaatgg attaagagct tgctcttatg
   246301 aagttagcgg cggacgggtg agtaacacgt gggtaacctg cccataagac tgggataact
   246361 ccgggaaacc ggggctaata ccggataaca ttttgaaccg catggttcga aattgaaagg
   246421 cggcttcggc tgtcacttat ggatggaccc gcgtcgcatt agctagttgg tgaggtaacg
   246481 gctcaccaag gcaacgatgc gtagccgacc tgagagggtg atcggccaca ctgggactga
   246541 gacacggccc agactcctac gggaggcagc agtagggaat cttccgcaat ggacgaaagt
   246601 ctgacggagc aacgccgcgt gagtgatgaa ggctttcggg tcgtaaaact ctgttgttag
   246661 ggaagaacaa gtgctagttg aataagctgg caccttgacg gtacctaacc agaaagccac
   246721 ggctaactac gtgccagcag ccgcggtaat acgtaggtgg caagcgttat ccggaattat
   246781 tgggcgtaaa gcgcgcgcag gtggtttctt aagtctgatg tgaaagccca cggctcaacc
   246841 gtggagggtc attggaaact gggagacttg agtgcagaag aggaaagtgg aattccatgt
   246901 gtagcggtga aatgcgtaga gatatggagg aacaccagtg gcgaaggcga ctttctggtc
   246961 tgtaactgac actgaggcgc gaaagcgtgg ggagcaaaca ggattagata ccctggtagt
   247021 ccacgccgta aacgatgagt gctaagtgtt agagggtttc cgccctttag tgctgaagtt
   247081 aacgcattaa gcactccgcc tggggagtac ggccgcaagg ctgaaactca aaggaattga
   247141 cgggggcccg cacaagcggt ggagcatgtg gtttaattcg aagcaacgcg aagaacctta
   247201 ccaggtcttg acatcctctg acaaccctag agatagggct tctccttcgg gagcagagtg
   247261 acaggtggtg catggttgtc gtcagctcgt gtcgtgagat gttgggttaa gtcccgcaac
   247321 gagcgcaacc cttgatctta gttaccatca ttaagttggg cactctaagg tgactgccgg
   247381 tgacaaaccg gaggaaggtg gggatgacgt caaatcatca tgccccttat gacctgggct
   247441 acacacgtgc tacaatggac ggtacaaaga gctgcaagac cgcgaggtgg agctaatctc
   247501 ataaaaccgt tctcagttcg gattgtaggc tgcaactcgc ctacatgaag ctggaatcgc
   247561 tagtaatcgc ggatcagcat gccgcggtga atacgttccc gggccttgta cacaccgccc
   247621 gtcacaccac gagagtttgt aacacccgaa gtcggtgggg taaccttttt ggagccagcc
   247681 gcctaaggtg ggacagatga ttggggtgaa gtcgtaacaa ggtagccgta tcggaaggtg
   247741 cggctggatc acctcctttc tatggagaat tgatgaacgc tgttcatcaa tataagtttc
   247801 cgtgtttcgt tttgttcagt tttgagagaa ctatctctca tatataaatg tatgttcttt
   247861 gaaaactaga taacagtgta gctcatattt tttaattttt agtttggtta agttagaaag
   247921 ggcgcacggt ggatgccttg acactaggag tcgatgaagg acgggactaa cgccgatatg
   247981 cttcggggag ctgtaagtaa gctttgatcc gaagatttcc gaatggggaa acccaccata
   248041 cgtaatggta tggtatcctt atctgaatac atagggtaag gaagacagac ccagggaact
   248101 gaaacatcta agtacctgga ggaagagaaa gcaaatgcga tttcctgagt agcggcgagc
   248161 gaaacggaac atagcccaaa ccaagaggct tgcctcttgg ggttgtagga cattctatac
   248221 ggagttacaa aggaacgagg tagacgaagc gacctggaaa ggtccgtcgt agagggtaac
   248281 aaccccgtag tcgaaacttc gttctctctt gaatgtatcc tgagtacggc ggaacacgtg
   248341 aaattccgtc ggaatctggg aggaccatct cccaaggcta aatactccct agtgatcgat
   248401 agtgaaccag taccgtgagg gaaaggtgaa aagcaccccg gaaggggagt gaaagagatc
   248461 ctgaaaccgt gtgcctacaa atagtcagag cccgttaatg ggtgatggcg tgccttttgt
   248521 agaatgaacc ggcgagttac gatcccgtgc gaggttaagc tgaagaggcg gagccgcagc
   248581 gaaagcgagt ctgaataggg cgtttagtac gtggtcgtag acccgaaacc aggtgatcta
   248641 cccatgtcca gggtgaagtt caggtaacac tgaatggagg cccgaaccca cgcacgttga
   248701 aaagtgcggg gatgaggtgt gggtagcgga gaaattccaa tcgaacctgg agatagctgg
   248761 ttctccccga aatagcttta gggctagcct taagtgtaag agtcttggag gtagagcact
   248821 gattggacta ggggtcctca tcggattacc gaattcagtc aaactccgaa tgccaatgac
   248881 ttatccttag gagtcagact gcgagtgata agatccgtag tcaaaaggga aacagcccag
   248941 accgccagct aaggtcccaa agtgtgtatt aagtggaaaa ggatgtggag ttgcttagac
   249001 aactaggatg ttggcttaga agcagccacc atttaaagag tgcgtaatag ctcactagtc
   249061 gagtgactct gcgccgaaaa tgtaccgggg ctaaatacac caccgaagct gcggattgat
   249121 accaatggta tcagtggtag gggagcgttc taaggacagt gaagtcagac cggaaggact
   249181 ggtggagtgc ttagaagtga gaatgccggt atgagtagcg aaagacgggt gagaatcccg
   249241 tccaccgaat gcctaaggtt tcctgaggaa ggctcgtccg ctcagggtta gtcaggacct
   249301 aagccgaggc cgacaggcgt aggcgatgga caacaggttg atattcctgt accacctctt
   249361 tatcgtttga gcaatggagg gacgcagaag gatagaagaa gcgtgcgatt ggttgtgcac
   249421 gtccaagcag ttaggctgat aagtaggcaa atccgcttat cgtgaaggct gagctgtgat
   249481 ggggaagctc cttatggagc gaagtctttg attccccgct gccaagaaaa gcttctagcg
   249541 agataaaagg tgcctgtacc gcaaaccgac acaggtaggc gaggagagaa tcctaaggtg
   249601 tgcgagagaa ctctggttaa ggaactcggc aaaatgaccc cgtaacttcg ggagaagggg
   249661 tgctttctta acggaaagcc gcagtgaata ggcccaagcg actgtttagc aaaaacacag
   249721 ctctctgcga agccgtaagg cgaagtatag ggggtgacac ctgcccggtg ctggaaggtt
   249781 aaggagaggg gttagcgtaa gcgaagctct gaactgaagc cccagtaaac ggcggccgta
   249841 actataacgg tcctaaggta gcgaaattcc ttgtcgggta agttccgacc cgcacgaaag
   249901 gtgtaacgat ttgggcactg tctcaaccag agactcggtg aaattatagt acctgtgaag
   249961 atgcaggtta cccgcgacag gacggaaaga ccccgtggag ctttactgta gcctgatatt
   250021 gaattttggt acagtttgta caggataggc gggagccttt gaaaccggag cgctagcttc
   250081 ggtggaggcg ctggtgggat accgccctga ctgtattgaa attctaacct acgggtctta
   250141 tcgacccggg agacagtgtc aggtgggcag tttgactggg gcggtcgcct cctaaagtgt
   250201 aacggaggcg cccaaaggtt ccctcagaat ggttggaaat cattcgtaga gtgcaaaggc
   250261 ataagggagc ttgactgcga gacctacaag tcgagcaggg acgaaagtcg ggcttagtga
   250321 tccggtggtt ccgcatggaa gggccatcgc tcaacggata aaagctaccc cggggataac
   250381 aggcttatct cccccaagag tccacatcga cggggaggtt tggcacctcg atgtcggctc
   250441 atcgcatcct ggggctgtag tcggtcccaa gggttgggct gttcgcccat taaagcggta
   250501 cgcgagctgg gttcagaacg tcgtgagaca gttcggtccc tatccgtcgt gggcgtagga
   250561 aatttgagag gagctgtcct tagtacgaga ggaccgggat ggacgcaccg ctggtgtacc
   250621 agttgttctg ccaagggcat agctgggtag ctatgtgcgg aagggataag tgctgaaagc
   250681 atctaagcat gaagcccccc tcaagatgag atttcccata gcgtaagcta gtaagatccc
   250741 tgaaagatga tcaggttgat aggttcgagg tggaagcatg gtgacatgtg gagctgacga
   250801 atactaatag atcgaggact taaccatata atatgtagca aatgttatct agttttgaag
   250861 gaatatgcct tcatagtttg gtgatgatgg cagagaggtc acacccgttc ccataccgaa
   250921 cacggaagtt aagctctcta gcgccgatgg tagttgggac cttgtccctg tgagagtagg
   250981 acgtcgccaa gctatttata tcatcgcggg gtggagcagc acggtagctc gtcgggctca
   251041 taacccgaag gtcgcaggtt caaatcctgt ccccgcaacc aaatggtccc gtggtgtagt
   251101 ggttaacatg cctgcctgtc acgcaggaga tcgccggttc gaccccggtc gggaccgcca
   251161 ttttatataa agaaaagaac gaaacatgtt gtttcgtatt tttttatttg ttttaacaaa
   251221 aaactaataa agacagtcaa actatcctta ggaaaactcc taaggacttt tttatatatt
   251281 taaaacctgt ataataaaga gcagagaaca ttgtgagtaa agtaggtgaa gtctgtgagt
   251341 aaatatgaaa taacaacaaa atcatctgag gaaacacaaa aattatcaga aaaactaggt
   251401 gaacttgttc gggcacaaga tgtaattatt ttagaaggag atcttggggc tggtaagacg
   251461 acctttacaa aaggactagc aaaaggtctt ggagtgaaaa gagttgtaaa tagccctacc
   251521 tttaatatta ttaaagaata taaagggaga ttaccactat atcatatgga cgtgtatcgc
   251581 ttagcagaaa gtgaagaaga tttaggcttc gatgagtatt tctacggtga aggaattacg
   251641 gtagtagaat gggctcattt aatagaagca tatttaccaa atgagaagtt acaaattagt
   251701 ttgttccatg ctggagatga cacaagaaac attgtactcg agccaattgg aaatcgctat
   251761 attagattat gtgaggagct attacaagat gaaagtacta gcaattgata cttcaaatta
   251821 cgtaatgggt gtatccctta ttgaagaagg aaacgtaatt ggggaaatca ttacaaattt
   251881 aacaaaaaac cattctgtac gtcttatgcc agctgtagaa caactgttaa aagaatgcgg
   251941 tgtaaagccg aaagaattaa ctaaaatagt tgtagctgct ggaccaggat catatacagg
   252001 tgttcgtata ggcgtaacag ctgcaaaaac attggcttgg tcacttcaaa taccaattgt
   252061 aggtgtatca agtttagaag tagtggctgc aaatggtgct aattttaatg gattaattag
   252121 tcctttattc gacggaagac gtggacaaat ttatacgggc ttatatacat atgaaggaga
   252181 ggatttaact tctatagaag aagatcgaat catccttatt gtagactggt tgcaaatgtt
   252241 aaaagataaa ggaaagcctg ttttatttat tggtaacgat gttaaattac acaaagaaac
   252301 aattatcgaa catttaggcg atcaagctgt atttgctcct gtcactaaaa ataacccaag
   252361 accaagtgag ctggcgttct taggactaca aaaagaagaa caagatgtac attcatttgt
   252421 tcctagttac cttcgtttag ctgaagctga aacaaagtgg ttagaaagtc aaaataagta
   252481 ggagcttgca gaggatggat atgatattta gaaagatgga actcgatgat attgctcaaa
   252541 ttgtagctat tgaagaagca tctttttcaa ctccttggac tgcagatgcc tttcaccgtg
   252601 agttaacgat gaatgaacat gcacattatg ttgtgctaga aaaagatggt cgtgtaattg
   252661 gctattgtgg attgtggata attattgatg aatcacatat aacaaatata gctattttgc
   252721 cagaatacag aggtctaaag ctaggggatg ctttattaaa agaagttatt tccgaagcga
   252781 aaactctagg cgtaaaaacg atgacacttg aagtacgtgt atcaaatgag gtagcaaaac
   252841 agttatacag aaaatacgga tttcaaaatg gtggaattcg taaacgatac tatgcagaca
   252901 atcaggaaga tggtctcgta atgtgggtga atatataatg gaaaaaaata cgattatact
   252961 tggtattgaa acaagttgtg atgaaacagc agtagcggtt gttaaaaatg gaacggaaat
   253021 tattgcgaat gtcgttgcat cacaaattga aagtcataaa cgttttggcg gagttgtacc
   253081 agagattgca tctcgtcatc atgtagaaga aattacagtt gtgttagaag aagctttaaa
   253141 agaagcgaat atcacatttg atgatattga tgcaattgct gtaacagaag gacctggttt
   253201 agtaggagca cttctaatag gggtaaatgc agcgaaagca gtggcatttg cacatgatat
   253261 ccctctagtt ggcgttcatc atatcgctgg ccacatttat gcgaaccgtt tagtaaaaga
   253321 agttcaattc ccattactat cacttgttgt gtctggtgga catacagagc ttgtttatat
   253381 gaaagaacat ggttcatttg aagtaattgg tgaaacgcga gatgatgcag caggagaagc
   253441 atatgataaa gtagctcgta cgttatctat gccatatcca ggggggcctc atattgatcg
   253501 ccttgcacat gaagggaaac caacaatcga tttacctcgt gcatggcttg aacctgattc
   253561 gtatgatttc agttttagcg gattaaaatc agcagttatc aacactgtgc ataacgcaaa
   253621 acaacgcggt atagagattg caccggaaga tttagcggca agtttccaag agagtgtcat
   253681 tgacgtacta gtaacgaaag catctcgtgc agcggatgct tataacgtaa agcaagtgct
   253741 tcttgctggt ggagtggctg ctaataaagg gcttcgtgca cgcttagaaa cagaatttgc
   253801 acaaaaagaa aatgtagagc taattattcc tcctctatct ttatgcacag ataatgcagc
   253861 aatgattgca gcggcaggta caattgcata tgaacaagga aaacgtgcta cattagcttt
   253921 aaatgcaaat ccaggattag atatcgaagc atagttatgc acaaaattaa ccacagcttg
   253981 tggataaaac ccatattatc tgttgataat atgggtttta ttgtgtatat aaaatgttga
   254041 taacttttta gttatctgtg gataatgtgg aaaagttatt ttgatgttta ttttataaag
   254101 gtggatatgt gtataaagtt gtggataaaa caaatgatgt ctgacctttg tatatatcct
   254161 ttttcgggaa ataaaaatta agaaggtatt tctaaaaaac attttgaaat atgctcttat
   254221 tataggaggt gttaatattg tcaaactttg tcgggaaatc ggtatttcgt atcgaatcgt
   254281 tgatatatag ggctacaata gatatatttg aaaaatcgtt gttatattct aagttacgat
   254341 tgatatattc aaaaaattat ttatgtacta aaagaaaaag atgtcgcata gtcaaaaatc
   254401 ctgacttatg agacatcttc cttatttaaa tatatttata catgcagctc ttcccattct
   254461 gccatacaag catccagttg ctcttgtagt gtttgctttt tcgttgtaat ttcactagcc
   254521 ttttcataat ctgcatatat ttctggtaag caaagttgat cttctaacgt agcaatttct
   254581 tcttcaaatt gtacaatgtt ttgttctagt tcctcaattt ttcgagtacg ttgacgctcc
   254641 aactttttgc gctctttttc ttccaggtaa tttaattttt cttgtgcaac tgtcttttga
   254701 accggagttt catcttcttg ttctaattcc gcacgttcga tcatctcatt tttcttttca
   254761 acgtagtaat cgtaatcccc taagtattcc tgtgcacctt ctgttgataa ctcaataaca
   254821 gttgtcgtta cacgattaat aaagtagcgg tcatgtgaaa caaatagaag ggtaccagga
   254881 taatcaatta aagcattttc caagatttct ttactattta aatcaagatg gtttgtaggc
   254941 tcgtcgagaa ttaataaatt tgatttttgc atcataagtt ttgcaagagc taaccgagct
   255001 ttttgtccac cactaagaga agatactggc tttaatacat catctcctgt gaataagaag
   255061 ttacctaata tcgtgcgaat ttctttttca ggttgcagtg gatattcatc ccataattca
   255121 tttaaaactc gcttggaaga tgttaaatta gcttgttcct gatcataata accaacggat
   255181 acattggatc cgaaagaaac atcaccatgt aatagtggta acttattcac aatggatttt
   255241 aacaatgtgg atttcccaat tccatttgga ccaactaaag caacgctatc tccgcgagtt
   255301 aagcgcattg ttacatgttc aataattgga tccttatcat agccgatagt tgcatccttt
   255361 acttgtaaaa catcattgcc actttgtttt tcgatatcaa agtggaagga agctgactta
   255421 gaatccccta atggtcttgt taataattcc attcggtcta attgtttccg gcgactttgt
   255481 gcacgttttg tcgtagatgc acgagctata ttcttttgaa cgaagtcctc cagcttagcg
   255541 atttcatctt gttgtttttc ataacgtttc atttcttgtt cgtatagtgc tgattttaag
   255601 tctaaatatt tactgtagtt accaacaaat cgtctacttt ctttattcga aatttcatat
   255661 acttgtgtaa caagtttatc taagaaataa cggtcatggg aaacgattag tattgcccca
   255721 ggataacctt gtaaatattg ttcaagccat gttaatgttt cgatgtctaa atggtttgta
   255781 ggctcgtcca aaataagtag gtctggtttc gttaataata atttaccgag agctaatcgt
   255841 gttttttgtc caccgcttaa tgtcgaaatc gtcgtctggt gcgtttcaac tgggaagcca
   255901 agaccactta aaatcgaacg gatatctgct tcgtactgat agccaccttg atctttataa
   255961 tctaattgta attggtcata atcagctaat aatctttcat atgtagcctc gtttgaaaag
   256021 ttttcttctt ttcccatctc ttgctctagc cttcgaagtt ttgtctccat ttgctgcaag
   256081 tgtgtaaaga cggttagcat ttcatcccaa attgttaaag atgtttctaa accggtattt
   256141 tgagctaaat atcccattga gacatctttc ggttttataa tttcgccacc atcatgagat
   256201 agctcacccg ctattatttt taataatgta gattttccgg ctccatttcg tccgactaat
   256261 gcgatacgat ctttcgtttg aacttccaat tttatgtttg caagaatcgt ttctgcaccg
   256321 tataatttcg aaagcgcgtt tacttgtaat aaaatcaatg ttttcacctc aaataatttc
   256381 ttaactttgc catgtttata tttctcaatc atactaaaaa tagtgtatag tttaaaatac
   256441 agagagaata cttcttcttt ctattataca aggaatttaa taagtgctaa acttctgtat
   256501 ttgattaaag catatgaata aagataggaa gagaggagag gttatatgga gcagcagaaa
   256561 attccacaag ccactgctaa gagattgcct ctatactatc gatttatcca aaacttatct
   256621 ttgtctggta agcaacgtgt ttcatcagcc gaattaagtg aagcggtaaa ggttgattcc
   256681 gcaacgattc gaagagattt ctcatacttt ggagcattag ggaaaaaagg atatggatat
   256741 aacgtaaatt atttattatc atttttccgt gaaacactcg accaagatga tataacacgt
   256801 gtagcgctta ttggagtagg taatttaggg accgctttct tacattataa tttcacgaaa
   256861 aacaataata caaaaattga aatggcgttt gatgttagtg aagagaaagt tggaacagaa
   256921 atcggaggca tccctgtata tcacttagat gaattagaag aacgtttatc atctgatata
   256981 caagtggcaa tattaacagt acccgctaca gtagcacaat ctgtagctga tagattggca
   257041 gaaacaaacg tgcatggtat tttgaatttc acaccagcac gattaaatgt gtcagacaat
   257101 ataagaattc atcatattga tttagcagta gagttacaaa cactagttta ctttttgaag
   257161 aattatccac aataaaacgc agaggaagcg acctctgcgt tttattattg ttttttcttt
   257221 gtgaatttaa ctaagatgag gcgaagtgcc aaattaaaat caatcgttgc cataactgca
   257281 aatagtattg tccacatatt ccagattgta tctgttacat tcctaatggc tagatgtgta
   257341 aagatacatc ctagaaggaa gtacaatgca gccatgaaca atggtgagtt tctcatacta
   257401 aaaatcctcc gataaagcct tgcatttttt cagcttcttt aatcatttct tgaatttgtt
   257461 cgttactcac taaaacttga gcaattgcaa ctaatgtatt cattgcaaca tgcgctgcga
   257521 ttggaacgat aatacgcttt gtttttacat ataagaaggc gaatacgagc cccatagcag
   257581 tgtataccaa taagtgagta aaatcaaagt gaatggccgc aaatacaagg gaactaataa
   257641 tagcggcaat aaagaagtta aacttcttat aaagtgtacc aaataaaatt tttctaaata
   257701 cgatttcttc caaaataggt cctattatag agatgacgat aaggaaccaa ggtgtcgttc
   257761 ttgcaatatc cataagtctc gctgtatttt cagatccagg tttaatacct aatacataca
   257821 tttcaatcat accagcaata ctttgcgaga aaaatgctaa gaagaacccg ataaaaatcc
   257881 aaccaatcgt agctggaaca gtagaacgct ttgtatctaa atgtctgtcg cgaatatctg
   257941 ttctaagtaa ccaaagtacg atacataatg caataaagaa gctaatgatt gcccagtgac
   258001 cagttatgag ttgaaatttc tcttccctag taaatcccct gttatcataa agtccagttt
   258061 tcaggagaag tggtaatcca gcaattgatg ataactgcat taaaatgtat gtaacgataa
   258121 cccaccaata ttgttttttc aaatggttta accatccttt ctaactctag tgtatgagat
   258181 aaggtaggat aacatgtaaa tatgctacct acgatataaa ccttacttaa attatgtttt
   258241 tttgtaaatc cttatttgaa attataatag aagacaggag aaagttgtgt gtgtagcgaa
   258301 aacaacttag ggtgtccttt catattgtaa catacgagta gtggaaacaa cgattcatat
   258361 agtaaaggta gaagaagagg aactctatat agaaaagttt atagcgtaat ttgcgaaaaa
   258421 attatgattt ttttacttgc aaaagaaatt gagattattt attattataa gtgtgttagc
   258481 actcgggtga cttgagtgct aataaataaa atttacataa caaaatgagg aggttattgt
   258541 tcatgctaaa gccattaggt gatcgcgttg taattgagct tgttcaagcg gaagaaaaaa
   258601 cagcaagtgg tattgtatta ccagacacag caaaagaaaa accacaagag ggtaaagtta
   258661 ttgcagtagg tactggtcga gtgcttgaaa atggtgagcg tgttgcttta gaggtagcag
   258721 caggtgatct tatcatcttc tcaaaatatg caggtactga agtgaaatat gaaggtacag
   258781 actacttgat tttacgtgaa agtgacattt tagcagttat cggttaatta tataaatctt
   258841 aaaaaatcca agggggtcaa ttattatggc aaaagatatt aaatttagtg aagaagcacg
   258901 tcgttcgatg cttcgcggtg tcgacactct tgcaaatgca gtaaaagtaa cgcttggacc
   258961 aaaaggtcgt aacgttgttc ttgagaaaaa attcggttca ccacttatta caaatgacgg
   259021 tgtaacaatc gcaaaagaaa ttgaattaga agatgcattc gaaaacatgg gtgcgaaatt
   259081 agtagcagaa gttgctagca aaacaaatga tgtagctggt gacggaacaa caactgcaac
   259141 tgtattagca caagctatga ttcgtgaagg tcttaaaaac gtaacagctg gtgcgaaccc
   259201 aatgggtctt cgtaaaggta tcgaaaaagc tgtagttgct gcagtagaag aattaaaaac
   259261 gatttctaaa ccaatcgaag gtaaatcttc tatcgcacaa gtagctgcta tttctgctgc
   259321 tgacgaagaa gtaggtcaat taatcgctga agcaatggag cgcgttggta acgacggcgt
   259381 tattacttta gaagaatcta aaggtttcac aacagaatta gacgtagtag aaggtatgca
   259441 atttgatcgt ggatatgcat ctccttacat gattactgat tctgacaaaa tggaagcagt
   259501 tcttgataac ccatacatct taatcactga caaaaagatt tctaacattc aagaaatctt
   259561 accagtatta gagcaagtgg tacaacaagg taaaccgctt cttatcattg ctgaagatgt
   259621 agaaggcgaa gcattagcta cattagtagt gaacaaactt cgtggtacat tcaatgtagt
   259681 agctgttaaa gctcctggat ttggtgaccg tcgtaaagca atgctagaag atatcgcaat
   259741 cttaactggt ggcgaagtaa tcactgaaga attaggccgt gacttaaaat ctgctacagt
   259801 tgaatcttta ggacgcgctg gtaaagttgt tgtaacgaaa gaaaacacaa ctgtagttga
   259861 aggtgtagga agcacagaac aaatcgaagc tcgcatcggt caaatccgtg cgcaattaga
   259921 agaaacaact tctgaattcg atcgtgaaaa attacaagag cgtcttgcaa aacttgtagg
   259981 tggcgtagca gtaattaaag taggtgcagc aactgaaact gagttgaaag agcgcaaact
   260041 tcgcattgaa gatgcactta actcaactcg tgcagcagta gaagaaggta tcgttgcagg
   260101 tggtggtact tcacttatga acgtatacac aaaagtagct tctatcgtag ctgaaggtga
   260161 cgaagcaaca ggtatcaaca tcgtacttcg tgcactagaa gagccagttc gtcaaatcgc
   260221 aatcaacgct ggtctagaag gatctgtagt tgtagagcgt ctaaaaggcg aaaaagtagg
   260281 cgttggtttc aacgcagcta ctggcgaatg ggttaacatg cttgaaactg gtatcgtaga
   260341 tccagccaaa gtaactcgct ctgcacttca aaacgcagca tctgttgcag ctatgttctt
   260401 aacaactgaa gctgtagtag ctgacaagcc agaaccaaat gcaccagcaa tgcctgacat
   260461 gggcggcatg ggcatgggcg gtatgggcgg aatgatgtaa ttccgtttgc cctaaaaaac
   260521 atccatttct atatagaaat ggatgttttt ttatgttttt tagaaaagga aatgaatttc
   260581 tgtagaattt tgtcgctttc tctcttgacc ataccgacac ttcattgtta gaatctagga
   260641 agataatata aaacgatcct tcatatatcc tcaaagataa ggtttgagag tctctaccgg
   260701 gttaccgtaa acaacctgac tatgaaggca gtgtgtctta tatttataaa gagcggaaga
   260761 ctatctttct ttataaagcc agacccctgc cttttctttg ttatgagact agaggcggag
   260821 gactggcttt ttttattata ttggtaatgc ttttcgccaa attggtgaaa atatttatat
   260881 acgagaacta acgttggggt gattattttg aagaagcaac acgatacaat tatcgtttta
   260941 gattttggaa gtcaatacaa tcagttaata gcacgtcgaa ttcgtgagtt cggtgtatac
   261001 agtgagcttc atccacatac aattactgcg gaagaaatta aagcaatgaa tccaaaaggg
   261061 attatcttct ctggtggacc aaatagtgta tacggtgaag gcgcattaca ttgtgatgaa
   261121 aaaatctttg acctaggatt accgatcttc ggtatttgtt acggtatgca acttatgacg
   261181 caacaattcg gtggtacagt agagcgtgca aaccaccgtg agtacggaaa agctgttctg
   261241 aaagtagaga acgagtcaaa attatatgcg aaccttccag aagagcaagt tgtatggatg
   261301 agtcatggcg acttagtaac tggtttacct gaaggattcg tagtagacgc gacaagtgag
   261361 tcttgcccaa ttgctggtat gagcaatgaa gcgaaaaact tatacggtgt acaattccac
   261421 ccagaagtac gtcactctga gcacggtaac gatttaatta aaaacttcgt attcggcgta
   261481 tgtggctgtt ctgaaggatg gaacatggag aactttattg aagtagaact agagaaaatc
   261541 cgtgaaactg ttggagacaa aaaagtacta tgtgcgctta gcggcggtgt agattcttct
   261601 gttgtagcag tattaattca taaagcaatc ggcgatcagt taacatgtat tttcgttgac
   261661 catggtttac ttcgtaaagg cgaagcagaa ggtgttatga aaacatttag cgaaggcttc
   261721 cacatgaacg ttattaaagt ggatgcaaaa gaacgcttca tgaacaagtt aaaaggtgta
   261781 gaagatccag aacaaaaacg taaaattatc ggtaacgaat tcatttacgt atttgatgat
   261841 gaagcttcta aattagaagg aatggacttc ttagcacaag gtacactgta cacagatatc
   261901 gttgaaagtg gtacagcaac tgcacaaaca attaaatctc accataacgt tggtggactt
   261961 ccagaagaca tgcagttcaa attaattgag cctttaaaca cgttatttaa agatgaagta
   262021 cgtgtattag gatctgaact aggaattcct gatgagatcg tatggcgtca accattccca
   262081 ggtcctggtc ttggtattcg tgtactaggt gaaatcacgg aagagaaatt agaaatcgtt
   262141 cgtgaatctg atgcgatttt acgtgaagaa attattaaag caggcttaga ccgcgaaatc
   262201 tggcaatact tcactgcgct tcctggtatg cgtagcgtag gtgttatggg tgacgagcgt
   262261 acttacgatt acacagtggg tatccgtgca gtaacatcta tcgacggtat gacagctgac
   262321 tgggcacgta tcccttggga cgtattagag aaaatctctg tacgtatcgt aaacgaagtg
   262381 aaacacgtta accgtatcgt gtatgatgta acgagtaagc caccagcaac tattgagtgg
   262441 gaatagtatt ataataaaag atccatctat tgctcatgca atagatggat cttttttgat
   262501 ttgagtttaa tacgaacgaa attataaaag ttaataaaaa tgtttgtatt taaattgaca
   262561 aaaatacttt caagagttaa tatgagtatg taattcaaac gaaaagtgaa tattatgccg
   262621 tcgtataata tcggggatat ggcccgaaag tttctaccta gctaccgtaa atggcttgac
   262681 tacgaggcgt ttttataaag gtgaggggaa tcttatcttt attcatagaa cgcttccatg
   262741 tatatgcaat ggaagccttt tttattttta ataaataaaa gagggctagg ggaattacgg
   262801 cgagtaatca tataacgggg gaaacgtaag atgaaacgct attttcagtt tgatgaactc
   262861 ggcacgaatt ataaaacaga gttcatagca ggcttaacga catttttatc tatggcgtat
   262921 gtgctatttg tcaatcctgc tacgctgtca cttggaaatg ttaaagggtt accggcaggc
   262981 acaggaatgg atccaggtgc agtattcgtt gctacagcat tagcagcagc gatcggttcg
   263041 ttaattatgg gtattttcgc aaagtatccg attgctttag cgccaggtat gggaattaac
   263101 gcattctttg cttatacggc agtgttaacg atgggtattc cgtggcaaac agcaattgct
   263161 ggaacgttaa tgtcaggtat tatctttatt attcttactg cttcaggtat tcgtgaaaaa
   263221 atcattaacg caattccatc agagttaaag ttcgcagtag cggcaggtat cggattattc
   263281 attgctttcc ttggattcca aaatgccgga attatcgtga aaaatgatgc tgtccttgtt
   263341 gggttggggg atttaacaaa gggcacaacg ttactagcaa tcttcggagt tgttacgaca
   263401 atcatcttca tgattaagaa agttaatggt gcagtgttct acggtatgat tcttacagca
   263461 atattaggag tagcaacagg attaattgat actccaaaag ctgtagtggg agcaatcccg
   263521 agtctagaac caacgtttgg tgcagcgtta acgcacttcg gagatatttt cactgttcaa
   263581 atggggattg ttattataac gttcttcttt atcgatttct ttgatacagc aggtacactt
   263641 gtagcggttg cgaatcaagc aggattaatg aagaacaata aattaccacg tgcaggaaaa
   263701 gcgttattcg cagatgcaat tgcaactgta attggtgcaa tcttaggtac atcaacaaca
   263761 acatcttaca ttgagtcgtc tgcaggggta gcggcaggtg gacgttctgg ttttacagca
   263821 gttgtaacag caggattctt cttactggca ctattcttct cgccattatt aagtgttgta
   263881 acaccagctg taacggcacc agctttaatt attgtaggga tcttgatggt ttcatcttta
   263941 ggagaaattg attggaagaa attcgagatt gcagtaccgg cgttctttac tatcatttca
   264001 atgccgctta cgtatagtat cgcaacggga attgcgattg ggtttatctt ctatccaatt
   264061 acaatggtag taagtggtcg acgtaaagag attcatccaa ttatgtatgt tatgggagtt
   264121 ttattcgtac tatatttcat ttatgttcgt aaataaaagg ggtttttgaa aggtctagac
   264181 ttaaggggag tctagacctt ttttgcgtct tcagaaaaac ttaaggattt ccgagcgttt
   264241 ttcttcagaa gttttcctat aatagaagtt agggattaaa aaagtaatgg gggagatatt
   264301 gtggcacacg aaacaatact tgtcgtagat gatgaaaaag aaatccgaaa tttaattaca
   264361 atctatttaa agaatgaagg atataaagta ttgcaagcag gggacggaga agaaggatta
   264421 cgtttactag aagaaaatga agtacatcta gtcgtattag atattatgat gccgaaagta
   264481 gacggcattc atatgtgtat gaaaataagg gaagaaaaag aaatgccaat tattatgctt
   264541 tcagcgaaaa cgcaagatat ggataagatt ttaggtttga caacgggtgc agatgattac
   264601 gtaacgaaac cgtttaatcc gttagagtta atcgcaagaa ttaaatctca gttacgccgt
   264661 tatatgaaaa tgaatggttt cgctatacaa aatgaggacg agctagagat tggggagatg
   264721 aaaataaaca tctcaaccca taaagtcatt gtagagggag aagaagtgaa actaactccg
   264781 agggaatttt caattttaga attgctagcc cgtaatccgg ggatggtctt tagcgcggag
   264841 caaatttatg aaaaggtgtg gaacgaaaga tctttccagt cggataatac ggtaatggtg
   264901 catattcgaa aagtgcgtga aaagattgag gagaatccaa ggaaacctag atatataaaa
   264961 acagtatggg gagtggggta taagattgaa aaagatattt aatccattta cttatataag
   265021 gaaagcaaga caattgattg agaaattagt aaagggcgta cgaaagagta taagaattca
   265081 actgattact acttttgccg cttgtgcgtt attaggagtt ttttttgcaa agggagctgc
   265141 accatttttt gagaatgcga atcgtcaagc gactattgat tatcgagctg gtatggaaca
   265201 aattaatcac gaagctcaaa gagcagcaaa tagctcggtt catgaaaata aattagaagc
   265261 tatatccaat atgatcgaaa tggagaatca aaatttagag cgaggatcta gagctctaaa
   265321 aatattggtt actgatgaaa gtggtaaagt tttatataaa acgaagcagg cgcaagaaga
   265381 gcaaatcgat ttgcataata cgattcgtaa tgcagcatca tttgcgatta actattcaaa
   265441 tggtcgagat gtatttgaaa atacaagaaa agaatttata gctttttcgc ctattacaat
   265501 agaagataag aacttatata tgttcgttag tggaatacca gatggtgtag tgatgtatga
   265561 tacacaagaa ggaccatttc catttttaat tggtgtactt gtatttattt tctctttctt
   265621 ctatataaca aagagaaaga tgaagcaaat tgaagcgatg gcagaaggtg taaaggaaat
   265681 agaaaaaggc aacttagcgt accgtataga gaagaaaggt gaagatgaga ttgcatcttt
   265741 aacagaaaat attaataata tggcagaaga gcttatgaat aatatagaaa aggaacgtaa
   265801 gttagagaag caaaagaacg agcttattac aaatgtatct cacgatttgc gtacaccact
   265861 gacttctatt atgggttact tgcgattact tcgagattct aaatatgaaa ataaagagca
   265921 acacgatgaa tatacgagaa ttgcttttgc gaagtcagag cagttaaaga atttaataga
   265981 agatttattt gagtatacga agttaacgaa tgagcaagtt gtattagaaa aacaagaagt
   266041 atgtgtaaat gagttattgg agcaattaat agaagagtta gtaccgcaag cggaagagca
   266101 tggacttaca tttgttaaga agtttcctga ggaacgtgcc tatgcagcga ttgattcgga
   266161 aaagatggtc cgtgtatttg ataatctatt aatgaacgcg attaagtata gtaaagatga
   266221 tggggagata aaagtttccc ttcaaaggca gcgctgggag atacaaattg taattgcgaa
   266281 tcatagtgaa gagtttacga gagaagagtt agcgagtttg tttgaacgtt tttataagaa
   266341 agatcaatct agaagtagag taacagaagg gtcaggcctt ggattggcga ttgcgaaaag
   266401 tattgttgaa ttacaaggtg gtagtattcg agctgaatat aaggatggta ttattcagtt
   266461 tatcgtctcg ttaccaatta tagaaagata ataaacgaat agaatggtat atgataaaaa
   266521 ggcttatttt aaaagggata agccttttta tattttttta gaaaaacatg ttgacgatta
   266581 ggttatagag gtgtaatata gaacaagtcg ccgatgacat taacgtcgaa agcggtaaac
   266641 gaaataaaaa acttagttga cattgaaagt ttaaaatgtt aacataagga agtcgcaaat
   266701 gagcggcaga cgagttcttt gaaaactgaa cgaaacaaac aacgtgaaac gtcaattttt
   266761 attttatgat gctagacaaa ctaactttat tggagagttt gatcctggct caggatgaac
   266821 gctggcggcg tgcctaatac atgcaagtcg agcgaatgga ttaagagctt gctcttatga
   266881 agttagcggc ggacgggtga gtaacacgtg ggtaacctgc ccataagact gggataactc
   266941 cgggaaaccg gggctaatac cggataacat tttgaaccgc atggttcgaa attgaaaggc
   267001 ggcttcggct gtcacttatg gatggacccg cgtcgcatta gctagttggt gaggtaacgg
   267061 ctcaccaagg caacgatgcg tagccgacct gagagggtga tcggccacac tgggactgag
   267121 acacggccca gactcctacg ggaggcagca gtagggaatc ttccgcaatg gacgaaagtc
   267181 tgacggagca acgccgcgtg agtgatgaag gctttcgggt cgtaaaactc tgttgttagg
   267241 gaagaacaag tgctagttga ataagctggc accttgacgg tacctaacca gaaagccacg
   267301 gctaactacg tgccagcagc cgcggtaata cgtaggtggc aagcgttatc cggaattatt
   267361 gggcgtaaag cgcgcgcagg tggtttctta agtctgatgt gaaagcccac ggctcaaccg
   267421 tggagggtca ttggaaactg ggagacttga gtgcagaaga ggaaagtgga attccatgtg
   267481 tagcggtgaa atgcgtagag atatggagga acaccagtgg cgaaggcgac tttctggtct
   267541 gtaactgaca ctgaggcgcg aaagcgtggg gagcaaacag gattagatac cctggtagtc
   267601 cacgccgtaa acgatgagtg ctaagtgtta gagggtttcc gccctttagt gctgaagtta
   267661 acgcattaag cactccgcct ggggagtacg gccgcaaggc tgaaactcaa aggaattgac
   267721 gggggcccgc acaagcggtg gagcatgtgg tttaattcga agcaacgcga agaaccttac
   267781 caggtcttga catcctctga caaccctaga gatagggctt ctccttcggg agcagagtga
   267841 caggtggtgc atggttgtcg tcagctcgtg tcgtgagatg ttgggttaag tcccgcaacg
   267901 agcgcaaccc ttgatcttag ttaccatcat taagttgggc actctaaggt gactgccggt
   267961 gacaaaccgg aggaaggtgg ggatgacgtc aaatcatcat gccccttatg acctgggcta
   268021 cacacgtgct acaatggacg gtacaaagag ctgcaagacc gcgaggtgga gctaatctca
   268081 taaaaccgtt ctcagttcgg attgtaggct gcaactcgcc tacatgaagc tggaatcgct
   268141 agtaatcgcg gatcagcatg ccgcggtgaa tacgttcccg ggccttgtac acaccgcccg
   268201 tcacaccacg agagtttgta acacccgaag tcggtggggt aacctttttg gagccagccg
   268261 cctaaggtgg gacagatgat tggggtgaag tcgtaacaag gtagccgtat cggaaggtgc
   268321 ggctggatca cctcctttct atggagaatt gatgaacgct gttcatcaat ataagtttcc
   268381 gtgtttcgtt ttgttcagtt ttgagagaac tatctctcat atataaatgt atgttctttg
   268441 aaaactagat aacagtgtag ctcatatttt ttaattttta gtttggttaa gttagaaagg
   268501 gcgcacggtg gatgccttga cactaggagt cgatgaagga cgggactaac gccgatatgc
   268561 ttcggggagc tgtaagtaag ctttgatccg aagatttccg aatggggaaa cccaccatac
   268621 gtaatggtat ggtatcctta tctgaataca tagggtaagg aagacagacc cagggaactg
   268681 aaacatctaa gtacctggag gaagagaaag caaatgcgat ttcctgagta gcggcgagcg
   268741 aaacggaaca tagcccaaac caagaggctt gcctcttggg gttgtaggac attctatacg
   268801 gagttacaaa ggaacgaggt agacgaagcg acctggaaag gtccgtcgta gagggtaaca
   268861 accccgtagt cgaaacttcg ttctctcttg aatgtatcct gagtacggcg gaacacgtga
   268921 aattccgtcg gaatctggga ggaccatctc ccaaggctaa atactcccta gtgatcgata
   268981 gtgaaccagt accgtgaggg aaaggtgaaa agcaccccgg aaggggagtg aaagagatcc
   269041 tgaaaccgtg tgcctacaaa tagtcagagc ccgttaatgg gtgatggcgt gccttttgta
   269101 gaatgaaccg gcgagttacg atcccgtgcg aggttaagct gaagaggcgg agccgcagcg
   269161 aaagcgagtc tgaatagggc gtttagtacg tggtcgtaga cccgaaacca ggtgatctac
   269221 ccatgtccag ggtgaagttc aggtaacact gaatggaggc ccgaacccac gcacgttgaa
   269281 aagtgcgggg atgaggtgtg ggtagcggag aaattccaat cgaacctgga gatagctggt
   269341 tctccccgaa atagctttag ggctagcctt aagtgtaaga gtcttggagg tagagcactg
   269401 attggactag gggtcctcat cggattaccg aattcagtca aactccgaat gccaatgact
   269461 tatccttagg agtcagactg cgagtgataa gatccgtagt caaaagggaa acagcccaga
   269521 ccgccagcta aggtcccaaa gtgtgtatta agtggaaaag gatgtggagt tgcttagaca
   269581 actaggatgt tggcttagaa gcagccacca tttaaagagt gcgtaatagc tcactagtcg
   269641 agtgactctg cgccgaaaat gtaccggggc taaatacacc accgaagctg cggattgata
   269701 ccaatggtat cagtggtagg ggagcgttct aaggacagtg aagtcagacc ggaaggactg
   269761 gtggagtgct tagaagtgag aatgccggta tgagtagcga aagacgggtg agaatcccgt
   269821 ccaccgaatg cctaaggttt cctgaggaag gctcgtccgc tcagggttag tcaggaccta
   269881 agccgaggcc gacaggcgta ggcgatggac aacaggttga tattcctgta ccacctcttt
   269941 atcgtttgag caatggaggg acgcagaagg atagaagaag cgtgcgattg gttgtgcacg
   270001 tccaagcagt taggctgata agtaggcaaa tccgcttatc gtgaaggctg agctgtgatg
   270061 gggaagctcc ttatggagcg aagtctttga ttccccgctg ccaagaaaag cttctagcga
   270121 gataaaaggt gcctgtaccg caaaccgaca caggtaggcg aggagagaat cctaaggtgt
   270181 gcgagagaac tctggttaag gaactcggca aaatgacccc gtaacttcgg gagaaggggt
   270241 gctttcttaa cggaaagccg cagtgaatag gcccaagcga ctgtttagca aaaacacagc
   270301 tctctgcgaa gccgtaaggc gaagtatagg gggtgacacc tgcccggtgc tggaaggtta
   270361 aggagagggg ttagcgtaag cgaagctctg aactgaagcc ccagtaaacg gcggccgtaa
   270421 ctataacggt cctaaggtag cgaaattcct tgtcgggtaa gttccgaccc gcacgaaagg
   270481 tgtaacgatt tgggcactgt ctcaaccaga gactcggtga aattatagta cctgtgaaga
   270541 tgcaggttac ccgcgacagg acggaaagac cccgtggagc tttactgtag cctgatattg
   270601 aattttggta cagtttgtac aggataggcg ggagcctttg aaaccggagc gctagcttcg
   270661 gtggaggcgc tggtgggata ccgccctgac tgtattgaaa ttctaaccta cgggtcttat
   270721 cgacccggga gacagtgtca ggtgggcagt ttgactgggg cggtcgcctc ctaaagtgta
   270781 acggaggcgc ccaaaggttc cctcagaatg gttggaaatc attcgtagag tgcaaaggca
   270841 taagggagct tgactgcgag acctacaagt cgagcaggga cgaaagtcgg gcttagtgat
   270901 ccggtggttc cgcatggaag ggccatcgct caacggataa aagctacccc ggggataaca
   270961 ggcttatctc ccccaagagt ccacatcgac ggggaggttt ggcacctcga tgtcggctca
   271021 tcgcatcctg gggctgtagt cggtcccaag ggttgggctg ttcgcccatt aaagcggtac
   271081 gcgagctggg ttcagaacgt cgtgagacag ttcggtccct atccgtcgtg ggcgtaggaa
   271141 atttgagagg agctgtcctt agtacgagag gaccgggatg gacgcaccgc tggtgtacca
   271201 gttgttctgc caagggcata gctgggtagc tatgtgcgga agggataagt gctgaaagca
   271261 tctaagcatg aagcccccct caagatgaga tttcccatag cgtaagctag taagatccct
   271321 gaaagatgat caggttgata ggttcgaggt ggaagcatgg tgatatgtgg agctgacgaa
   271381 tactaataga tcgaggactt aaccatataa tatgtagcaa atgttatcta gttttgaagg
   271441 aatatgcctt catagtttgg tgatgatggc agagaggtca cacccgttcc cataccgaac
   271501 acggaagtta agctctctag cgccgatggt agttgggacc ttgtccctgt gagagtagga
   271561 cgtcgccaag caagcttaag acgagtcaga atgactcgtc ttttttgtat gctttcatac
   271621 ctctactaat tgcttgctta actccttcta aataggcaaa tccatgcttt ttatctggtt
   271681 ctaagtaagt accttctgcc cattcatttc aagcattcat aaataaaaac tcgctgttgt
   271741 aaagagaata ggtacgatag atttgcttac ttaaatatat cgtaaacttc tcaggagtag
   271801 agcctaggaa gatgctgcta tttaagtctt tgcggcgtgc tgtgttgtcc cagtcaacaa
   271861 aagcaccagg aaatgttttt ttctctgaag gagatcgttt taatatatac atccaaactt
   271921 tatcataatc ccaagcgttt atttgtttac cagactcata tattgtctta tttatgtctg
   271981 aagagctatc atgagcaatt gtataaaaag gctcgaattg aatgctagca tcgaatccat
   272041 gtatattagg aagtgggaag ctgtttaatg tttctacaaa gtatatacct ttcaaaccat
   272101 tttcttgtgc gagtatattc cagtaattaa gcatttgctc acagtcaggg atatgcccag
   272161 gacgataaat aatgaatagt ggtttatcat ctatacgaat atatctttca tcttggaaag
   272221 cttgtaataa atagtcgaag tgttctttcc aatctgataa ctctccataa ttttgaggca
   272281 ttaatatgtg actatcaaga ccatcccaag tttttgtcca cggttcattt gcccaagaaa
   272341 ggcaaaatgg aaaatctggt tcacccgtct taagtacttc attaaagggt gtctccaata
   272401 gcctttttcc tttaaaccag taatggtaat aacaaaaacc atatatgccg tgtgctttag
   272461 caatttctgc ttgccacttt cttacggatg ggtccgttaa gtcataataa aagtcttgat
   272521 aaggttccct aggttgataa tgttttgaaa ataaaggccg tgcactttta gtatttgtcc
   272581 attcagtaaa acctttcccc caccatcggt cattttcttt tatttgatga aactgtggta
   272641 agtaaaaagc aattattttc aaggtatatc ttccttatgt tctttgtagt tcaaagtggt
   272701 gggaagttac ttttgatttt ttgaatcgag tttaaagcgc tagataggtt atttacttac
   272761 tattttgttg tgcttcatat tggattcgtt tttacagttt gctcaatagg ggaatcttgg
   272821 atgatttaat atatggctga gatgaaaagt gattttcatt ataaaattat gcgcattacc
   272881 atgtacgaaa agagttaatc tttttggaga acaaataggg cttggggtaa tcggtttaca
   272941 tcatcaaaaa agtcccgtag ctttaaatac ttctcatagt gatttttaat ataagttcta
   273001 ggtataacgg tttctccgta gaagcgacta tttctaacat ttcccgctcc tgtaggactg
   273061 tggacaaaat taccgctttc ataatccgag atggcccgat ttatatctgg aaaagcttgt
   273121 gataaagttt tatgccaacc cgtttgaatg aattcagggt gttccttgaa ttgttgacag
   273181 taatcgagaa aatagcgtgc ttgtgttgtg gctatgaaga tgccacctgg acgaagaatt
   273241 cttgaaaatt cttttatcca atgttctgca gtttcttcgg ataaatgtga gaatacagaa
   273301 taagcgaata tgatgtctaa tgaattgtca ctaataaatt ctacaggagg ttgtggattg
   273361 gctgttttat atattcctct tcctaacgtt tcattgcaaa tgttaatcat tgcgggatct
   273421 acatcaatac caagtaaatt ttcatcgcga atatctttga aaaaaaagcg tataattctt
   273481 ccccatccgc aaccaaagtc taaaatttta cgttctttat tcaagggaac acctaaattt
   273541 tgggcatatg tttttacatg gctataaaac aaatatgctt cataaagagc gtgttcatag
   273601 gaagctccta caaactgttg ttgaatttct tcagggggga acataggtac tggggtgccg
   273661 tttatctttg tttgtgagca actttgtata aatagattta gaagttcaac atcagaaaga
   273721 ggactaacaa ggttatcaaa atcatttcct aacttaaagt tattcatttg ttaacctcca
   273781 aattatatag tgcctaaaaa ttatgttcgt gttttttact aataaaaaca tgtagaaatt
   273841 cagcatctaa tcctagtgat ctatcctttt gtaaataaac aattgtatac atatttgcat
   273901 gtgtataaat atattcaatc atatcttggc cccaatcaaa tgttactaaa gcccctttct
   273961 catcaatagg atttccatga taaattggct cttccatata ctcaattccg tctttattgt
   274021 ttcttgctct ttgtaaagtc tttgggagtg taggatacca agggacggta aacacatgag
   274081 cgccaccagg ctttaagaca cgttctattt ctttaaaggc tttctctggc tccattacgt
   274141 gttcaaagac atcttgcgta atgaataaat caaaagattc attttgaaaa gtcatgtttt
   274201 ctaaattctc acatctaatt ccttgaaagt attgaccgag aggatagttt ttaaagtatt
   274261 gagaatatgt atagttttta cagtttttta ttagtagttg agttgtaatt cctcctggtg
   274321 aggactcgtg aatatgatag gaatcccatt ttggaaaaag tgtatttaag acatgaacta
   274381 aagctcgttg cctcggtata gagtgacatg tagaacataa gtagtgatct ctaagccaat
   274441 cattatgctc tataaatgta gcttccttct cacaaataac gcagtatcca ttattgtgct
   274501 tcaaattacc ttccacatga catccctcct gtataaaatg caatgtattt cccccattat
   274561 tttcatggca gtaatgctct cacctcaaaa tccggctgga gcaaagaagt tgggtgggag
   274621 atgaactgcc cgtaaaggcc ctcactttat ggatagtatc agacacatgt gaaactaaag
   274681 agagtgggta gaaattaggg aaaccataaa agtaagattg gtagaaggga taattagcgg
   274741 ggagaacccc cacgctaatt aaagtttcac tttatgctat gcgatacatt tgcttttatt
   274801 cattgaaaaa cgtaggggtt taaaatatcc ctttcgtgta tggatacatt tcaaaatcct
   274861 ttgcatatat ttctgtaact aaatccattg tttctttgtc ataaaagctt gcgtatgttg
   274921 gaaatcgggg aaaggcttca tctgtaatgc taagttctgc atagcttcct gtataaacca
   274981 tcttgtgagc gcggtgatga cctgaacttg taagttttgt taggtcagat ttaattaaac
   275041 cgtattcgtt ttctgttttg ggaatttgct tattaaaatc ttctaaaggt atatagcttt
   275101 ggataaaggc ttcttcacct tggacgtatt gttgactgaa gtgcatatct attacttggg
   275161 aattggaacc aagtgtttga acgtaatata aaaattgttt gaatgatatt ccttgcttac
   275221 tatgcttgtc attataaaaa cactttcgga tactatccca ttgaggacta gcataaggat
   275281 tgtcagcaag taataaaaat gagctaacgg ccctcgtata gggatttcgt acgagtttac
   275341 aaacatgttt ttttgcttcg agaagaccgc tatgtaccgc ttgtatataa ttggggttat
   275401 ttttatatac ccagaattca tagtaatgaa taaaatcatt gtatttcttt gcttcaggaa
   275461 ataatccaat ttgaaagaag aaccaattag ctaatgcggt acatccgctt ctatgactcc
   275521 aaaataatat aaggggaaaa tccttatgga aatgcggaat tcgatcttta tgtagaatta
   275581 tgtactctaa aaacttttga tttatatttt tcatgagttg aacactcctt ttttaaggat
   275641 atagaagagg attttttatt aatccaatat attcatgaga atgagtaaat attatgagtg
   275701 tattttgctt tcgtcttaaa taagatagtg attctaaaag ggaaatataa aataaagata
   275761 atgaaagtgt ataagaggca tacaattata agaaaagaaa taataaaagt gtccaagttc
   275821 attcatttgt atttctaggt gtgataagca aaaatcttat tactagagag gatattatga
   275881 ggaagaataa ttatttaata gtaggtggaa atagtttcat tggtattaac ctcgcattag
   275941 gtttattgaa acaaggtcaa aatgtaaagg tattttccag gcatataaat aatttccctc
   276001 aaaatattat aagtgaggtc gaatttatta aaggtgattt agctaatgtt gaagatatat
   276061 atagctttag cgaatgtgga tattattatt tatttagctg caacgtctaa tgtagcaact
   276121 tcaattgaag atgttttcgg agatataaac agtagctttt tttttcttaa tttcatggaa
   276181 agcgttaaaa attttcctat taaaaaaatt gtattagcat cttctggagg cacggtttat
   276241 ggtgaacctg aatatttacc tattgatgag gatcatccat taaaaccact ttctccttat
   276301 ggaataacaa aagtgtcgct tgaaaattat ttgtactttt ataagaaaaa atatggaatt
   276361 gactatgttg tatgtagata ttctaatccg tatggaaaat atcaaaatcc tttaaagaaa
   276421 gttggggcaa taaattgttt tttgtatcag catctcagta atgaaaggat taatatatat
   276481 gggaatccac aagagattat tcgagattat atttatattg atgatttagt ggaaatcact
   276541 atacaactat cacaattaaa tcgcttgaaa tcttgtgtgt ataacatagg gagcggcaag
   276601 ggtctctctt taaaacgaat tatagtagaa ctggagaaat taacggaaag aaaagtggac
   276661 tttatctgct ataaacaaaa gcaagaaaat gttcaaaaaa tcattttaaa tatagatagg
   276721 gtaagacgag aatgtaattg ggaaccgaaa gtggatttca aaagtggaat tagattaaat
   276781 aagctatgga ttgaagagtt cttatatagt aaaaaataat aaaccatgcc ctacttctgt
   276841 ataagtagag catggtttat tattttattt ctttttgtat tacccaaagg tcttgatgtt
   276901 cccaccaaaa accttcagtg tattttttaa tgataggatt ataaggtaat aatttaattt
   276961 tgtcacatac gtaagaggga ctaacgatcg tttgcccgta ttgatgcaca tctaaatcca
   277021 gttgttcact agaggggaga aaccaataac cctgtttatt taaatctgga aagccgaagt
   277081 actttttact ttgatatcca tgagttgtga aaatgaataa tccgccaggg gaaacagcat
   277141 tatacaatgt ttgaagccaa cgaaaccaag ttgtatcagg catatgagaa aaaaaggata
   277201 ggccaaaaac gatatcatac gtagacgata attttatttg ttcaggttca ggatgagata
   277261 agatagatga tgtatgtaat gtgcgttcaa gaaaagtaat ggcctcttca tgtatatcac
   277321 aggcagttat acgtaagttt gtttgtaggt ttaataaatg acgtgttacg cagccatatc
   277381 cggatgcgaa ttctaataat ttaattggag tatctacagg aggataaaag gaagtcatta
   277441 aatctaagag tgtttctgct gattttcttc catctttaaa ataataatct attgcttctt
   277501 ttttagacgg aaaaactgga ttcgtgacca ggaattgaaa gatatgatcc tctggatgga
   277561 tacttgcatt tacattgtag ttttgtgcaa tttgagaaat caaatcttta tttgtctcta
   277621 taaattcttt caaagagtaa tcctccctta aataatagta atatcttata agagatacgg
   277681 atggtaaaga aaatatataa ttaaaccttc aaatatgctt taagatactt tctatatgcg
   277741 tacattttct tttttgaaat gtcgtcgata gtaaaggttt ctttaataaa attctgcatt
   277801 tgtacaactt cactgtaatg ggaatatgaa tcttctgctc tcgttacact atttttatgt
   277861 cgtctatgat agtttagagg ttttggattg aaataaatgt tcccctcttt aaggatagaa
   277921 acatagaaaa accaatcact ggctatttta aacttttcca attgttttgc tgttgttttt
   277981 atatctatgt ttttaaaaac tacacttgag acattaggta tggtgttttt gataagtaac
   278041 gtatcttgta tttcatctat cccttttcgc acataagaac tctgccattt ttctttatca
   278101 atatcatttg tgtaatctaa ataatgatta gccaatatat ttccttgttc atctatttgt
   278161 tttgattgtg tgtaacttaa ggcaacatca ctatctatat gaaaaccttg tattacttct
   278221 tctaaaaatg tctgatcgca taagtcatcg gcctcagcaa tccaaatata atcaccggtt
   278281 gctgcagaga caccttttat ctattgttta aatacagaac cagagttttt atcattaata
   278341 atctgctgaa ttttcaggtg atgtttattt tcgtttgaga gcagcttttc aaatatagat
   278401 acgctattgt cagtggaggc atcgtctagg aaaattagtt cgtaaagggg ataggtttga
   278461 tttaatattg atttaactcg ttcggataag tatttttcgt aattatagtt cggtacaatg
   278521 acgcttattt ttttataatt atgctcaagc aagtttaata attgataaat gtaatgaaga
   278581 aagttgaaat ttttttcaat aagttcttgg ccaaaggtcc ctttttgtaa gcgtaaatct
   278641 tcatccccga taaattcata tattttttcc agcatcatcg gtaagtttaa atagtctact
   278701 aatgcaccgg tttgttctgt aacaacatct ccaaaaccgc cagcgttttt aaaccctata
   278761 acagggactt ttgtatctaa tgcttctaaa accacgtttg ggaaaggatc ttctcttgaa
   278821 gttaataaat ataaatcagc cccagcgtta tataaaccga tatctggagt aggctccact
   278881 aatgtaaaat gtgctgtata tctttgggat agcgtgttta aaaagtgaac atctgttttc
   278941 ccaacccaga taaaatgaat atttttatga atctttctta ctgagtaagc aataagtgag
   279001 aataaatcta tcccttttcg atgatcagcg aagcctaccc ccaaaatgat tttgctatct
   279061 agaggcaggt tgtgtttttt tcgtaattcg tttctcgctt ttgcaatatt gttcttataa
   279121 ggattgtggt taaacaaacc ttgagggagg atgtggcact tttgatgatc taattgggtg
   279181 attgtatgga acttttcata cacgtattgt gaagggaaga caattttgtg agcagattcg
   279241 gcaatttttc tcgcttttcc ctcagctgag tactgttgta ttaaatgcgg caattcatgt
   279301 attaatgaaa taacttttat attatgttta gctagtaatg caactatatc accacttatg
   279361 acggtactac atatggcgat ggtatagtct tgtgataata acttctttat taatgattcg
   279421 actttgtttt ccgttgggta gtcttcctct aggcaataaa caggaccata cttttgaaag
   279481 tcgtggatta aaatgcccgt tctaatagaa ataattgcga cggagtaatg aaagttttct
   279541 ttgagagctt taatagtatg taaagaaagc agctgtgctc cgtggaaatg ggcatcatgg
   279601 gatacataaa tgattttttt attaacatgc atttcataac gcctcctaag gttaattaga
   279661 tttttagtaa atgtatggtg tatttataat ttctagagag aagtctaaat aaaaaagcta
   279721 cttttaatat atatttgttt ggcttgatat tcattcttta gaaagtagaa actgtagatt
   279781 atgaaagtga ctgcactagt ttattaatct ttaaggaagg agtataaaaa tatccttcat
   279841 aatttataaa ataaaaagga taaaaggtat tgacgattgg acattagagg tgtaatatag
   279901 aacaagtcgc cgatgacaac aacgtcgaaa gcggcaaacg aaataaaaaa cttagttgac
   279961 attaactaac gaagatgtta acataaggga gtcgcaaatg agcgaccaag tagttctttg
   280021 aaaactgaac gaaacaaaca acgtgaaacg tcaattttta ttttagatgc tagacaaact
   280081 aactttattg gagagtttga tcctggctca ggatgaacgc tggcggcgtg cctaatacat
   280141 gcaagtcgag cgaatggatt aagagcttgc tcttatgaag ttagcggcgg acgggtgagt
   280201 aacacgtggg taacctgccc ataagactgg gataactccg ggaaaccggg gctaataccg
   280261 gataacattt tgaaccgcat ggttcgaaat tgaaaggcgg cttcggctgt cacttatgga
   280321 tggacccgcg tcgcattagc tagttggtga ggtaacggct caccaaggca acgatgcgta
   280381 gccgacctga gagggtgatc ggccacactg ggactgagac acggcccaga ctcctacggg
   280441 aggcagcagt agggaatctt ccgcaatgga cgaaagtctg acggagcaac gccgcgtgag
   280501 tgatgaaggc tttcgggtcg taaaactctg ttgttaggga agaacaagtg ctagttgaat
   280561 aagctggcac cttgacggta cctaaccaga aagccacggc taactacgtg ccagcagccg
   280621 cggtaatacg taggtggcaa gcgttatccg gaattattgg gcgtaaagcg cgcgcaggtg
   280681 gtttcttaag tctgatgtga aagcccacgg ctcaaccgtg gagggtcatt ggaaactggg
   280741 agacttgagt gcagaagagg aaagtggaat tccatgtgta gcggtgaaat gcgtagagat
   280801 atggaggaac accagtggcg aaggcgactt tctggtctgt aactgacact gaggcgcgaa
   280861 agcgtgggga gcaaacagga ttagataccc tggtagtcca cgccgtaaac gatgagtgct
   280921 aagtgttaga gggtttccgc cctttagtgc tgaagttaac gcattaagca ctccgcctgg
   280981 ggagtacggc cgcaaggctg aaactcaaag gaattgacgg gggcccgcac aagcggtgga
   281041 gcatgtggtt taattcgaag caacgcgaag aaccttacca ggtcttgaca tcctctgaca
   281101 accctagaga tagggcttct ccttcgggag cagagtgaca ggtggtgcat ggttgtcgtc
   281161 agctcgtgtc gtgagatgtt gggttaagtc ccgcaacgag cgcaaccctt gatcttagtt
   281221 accatcatta agttgggcac tctaaggtga ctgccggtga caaaccggag gaaggtgggg
   281281 atgacgtcaa atcatcatgc cccttatgac ctgggctaca cacgtgctac aatggacggt
   281341 acaaagagct gcaagaccgc gaggtggagc taatctcata aaaccgttct cagttcggat
   281401 tgtaggctgc aactcgccta catgaagctg gaatcgctag taatcgcgga tcagcatgcc
   281461 gcggtgaata cgttcccggg ccttgtacac accgcccgtc acaccacgag agtttgtaac
   281521 acccgaagtc ggtggggtaa cctttttgga gccagccgcc taaggtggga cagatgattg
   281581 gggtgaagtc gtaacaaggt agccgtatcg gaaggtgcgg ctggatcacc tcctttctat
   281641 ggagaattga tgaacgctgt tcatcaatat aagtttccgt gtttcgtttt gttcagtttt
   281701 gagagaacta tctctcatat ataaatgtat gttctttgaa aactagataa cagtgtagct
   281761 catatttttt aatttttagt ttggttaagt tagaaagggc gcacggtgga tgccttgaca
   281821 ctaggagtcg atgaaggacg ggactaacgc cgatatgctt cggggagctg taagtaagct
   281881 ttgatccgaa gatttccgaa tggggaaacc caccatacgt aatggtatgg tatccttatc
   281941 tgaatacata gggtaaggaa gacagactca gggaactgaa acatctaagt acctggagga
   282001 agagaaagca aatgcgattt cctgagtagc ggcgagcgaa acggaacata gcccaaacca
   282061 agaggcttgc ctcttggggt tgtaggacat tctatacgga gttacaaagg aacgaggtag
   282121 acgaagcgac ctggaaaggt ccgtcgtaga gggtaacaac cccgtagtcg aaacttcgtt
   282181 ctctcttgaa tgtatcctga gtacggcgga acacgtgaaa ttccgtcgga atctgggagg
   282241 accatctccc aaggctaaat actccctagt gatcgatagt gaaccagtac cgtgagggaa
   282301 aggtgaaaag caccccggaa ggggagtgaa agagatcctg aaaccgtgtg cctacaaata
   282361 gtcagagccc gttaatgggt gatggcgtgc cttttgtaga atgaaccggc gagttacgat
   282421 cccgtgcgag gttaagctga agaggcggag ccgcagcgaa agcgagtctg aatagggcgt
   282481 ttagtacgtg gtcgtagacc cgaaaccagg tgatctaccc atgtccaggg tgaagttcag
   282541 gtaacactga atggaggccc gaacccacgc acgttgaaaa gtgcggggat gaggtgtggg
   282601 tagcggagaa attccaatcg aacctggaga tagctggttc tccccgaaat agctttaggg
   282661 ctagccttaa gtgtaagagt cttggaggta gagcactgat tggactaggg gtcctcatcg
   282721 gattaccgaa ttcagtcaaa ctccgaatgc caatgactta tccttaggag tcagactgcg
   282781 agtgataaga tccgtagtca aaagggaaac agcccagacc gccagctaag gtcccaaagt
   282841 gtgtattaag tggaaaagga tgtggagttg cttagacaac taggatgttg gcttagaagc
   282901 agccaccatt taaagagtgc gtaatagctc actagtcgag tgactctgcg ccgaaaatgt
   282961 accggggcta aatacaccac cgaagctgcg gattgatacc aatggtatca gtggtagggg
   283021 agcgttctaa ggacagtgaa gtcagaccgg aaggactggt ggagtgctta gaagtgagaa
   283081 tgccggtatg agtagcgaaa gacgggtgag aatcccgtcc accgaatgcc taaggtttcc
   283141 tgaggaaggc tcgtccgctc agggttagtc aggacctaag ccgaggccga caggcgtagg
   283201 cgatggacaa caggttgata ttcctgtacc acctctttat cgtttgagca atggagggac
   283261 gcagaaggat agaagaagcg tgcgattggt tgtgcacgtc caagcagtta ggctgataag
   283321 taggcaaatc cgcttatcgt gaaggctgag ctgtgatggg gaagctcctt atggagcgaa
   283381 gtctttgatt ccccgctgcc aagaaaagct tctagcgaga taaaaggtgc ctgtaccgca
   283441 aaccgacaca ggtaggcgag gagagaatcc taaggtgtgc gagagaactc tggttaagga
   283501 actcggcaaa atgaccccgt aacttcggga gaaggggtgc tttcttaacg gaaagccgca
   283561 gtgaataggc ccaagcgact gtttagcaaa aacacagctc tctgcgaagc cgtaaggcga
   283621 agtatagggg gtgacacctg cccggtgctg gaaggttaag gagaggggtt agcgtaagcg
   283681 aagctctgaa ctgaagcccc agtaaacggc ggccgtaact ataacggtcc taaggtagcg
   283741 aaattccttg tcgggtaagt tccgacccgc acgaaaggtg taacgatttg ggcactgtct
   283801 caaccagaga ctcggtgaaa ttatagtacc tgtgaagatg caggttaccc gcgacaggac
   283861 ggaaagaccc cgtggagctt tactgtagcc tgatattgaa ttttggtaca gtttgtacag
   283921 gataggcggg agcctttgaa accggagcgc tagcttcggt ggaggcgctg gtgggatacc
   283981 gccctgactg tattgaaatt ctaacctacg ggtcttatcg acccgggaga cagtgtcagg
   284041 tgggcagttt gactggggcg gtcgcctcct aaagtgtaac ggaggcgccc aaaggttccc
   284101 tcagaatggt tggaaatcat tcgtagagtg caaaggcata agggagcttg actgcgagac
   284161 ctacaagtcg agcagggacg aaagtcgggc ttagtgatcc ggtggttccg catggaaggg
   284221 ccatcgctca acggataaaa gctaccccgg ggataacagg cttatctccc ccaagagtcc
   284281 acatcgacgg ggaggtttgg cacctcgatg tcggctcatc gcatcctggg gctgtagtcg
   284341 gtcccaaggg ttgggctgtt cgcccattaa agcggtacgc gagctgggtt cagaacgtcg
   284401 tgagacagtt cggtccctat ccgtcgtggg cgtaggaaat ttgagaggag ctgtccttag
   284461 tacgagagga ccgggatgga cgcaccgctg gtgtaccagt tgttctgcca agggcatagc
   284521 tgggtagcta tgtgcggaag ggataagtgc tgaaagcatc taagcatgaa gtccccctca
   284581 agatgagatt tcccatagcg taagctagta agatccctga aagatgatca ggttgatagg
   284641 ttcgaggtgg aagcatggtg acatgtggag ctgacgaata ctaatagatc gaggacttaa
   284701 ccatataata tgtagcaaat gttatctagt tttgaaggaa tatgccttca atagtttggt
   284761 gatgatggca gagaggtcac acccgttccc ataccgaaca cggaagttaa gctctctagc
   284821 gccgatggta gttgggacct tgtccctgtg agagtaggac gtcgccaagc aactaaaaac
   284881 acaagtcttt tgacttgtgt tttttcgtgt ttaataaagc gtgagctttt cgtgaaatcg
   284941 ttattaatta tagcaactat aggtatgaga tcgccttcag cgatagcgag tccttttatt
   285001 atttcattca atggcattat agttacttct attgttttaa taatagctac aggttcattc
   285061 tgactatcgg ttagttgttg gtagtggttc actttctaat ttataaaaaa tatggccgaa
   285121 gcatgttact gtttttatgt caacaattat taactgtgcg agataattag gggaattacc
   285181 gaattgcaaa gctgtaacag atgctggttt ttcaccattt ccactagacc gtactgaaat
   285241 aagttatact agaggtgaaa gagagaaaaa ccgatacttc aaattgaata tcggttcaat
   285301 aatatgtgac atatacgaat ctatagtaat acgaagactg taaataagat agccagcaaa
   285361 atacgataat atgcaaaagg ttttaaacct atcttctcta aaagcttcag aaaagttact
   285421 actgctaaca ttgcgactat gaaagaagtg atgaatccta ccgcaaacat agggatatca
   285481 tcgacactta aatacgtcca gctttttaat aagtctaatc ctgtagcccc aaccattaca
   285541 ggaagggcaa taagaaaaga gaattcagat gcagtcttat aatttacttt tgctaataga
   285601 cctccagaga tagtagagcc ggctctagag aagccagggt atactgctaa acattgaaat
   285661 aatccgattg ttaatgcttg acggtatgtt aaatcgtcca gtgaatagga ggttgcctct
   285721 tgctttttta cttctgcaaa gatcataaga attgctcctg ctacaagtcc aatcacaaca
   285781 gtgtatggct gaaataagta agttttaata acatcatgta gtaacaaacc agcgactact
   285841 gccggaaata caccaagaaa tacatggaat gcgttgaatt ttttctcttt gcgtagaaga
   285901 ggcttaagat tacataaaga aacgagacgt ttatgatata aaattgcaat agctaaaatt
   285961 gcgcctagct gaataacaat ttcaaacgtt tttgctcttt ctccttcaaa tcctaataaa
   286021 tgcccgacta atataaggtg accagtagaa gagataggta aaaattcagc taacccctct
   286081 acaataccga gtatgaaggc agtaatgata tcgctcataa tttcactcct ataaattaat
   286141 gaatgtctac tctcttaaaa tagaatagtg ttgcaataaa tccgaaaatt gctgttgtta
   286201 caatgatgat ataagaatac tctggtggat atgtgggttg taattcgtta tttgcaatat
   286261 ctagagtagc tgtccacgga aataaatctt tatgcttgga gttcacgagc ataagattcg
   286321 tcattgtaat aatgactgtt aatataatag gcggtacata gctcttcatt acaagagtta
   286381 atagcacgat aggtgaagat aatagaaaga gaaggccgcc acatattaaa aattttagga
   286441 aagaacctaa aagtaaagta gtgttaaaac cagggaagtt ccccaatagc cctaatatta
   286501 aagtaagcga ccaagcgact aaagttagca tcataatcca aaggaagaga atgatgaact
   286561 tacttataat aaagctaatg cgcgacacgg ggatagttag taaatttttt aatgtatctt
   286621 ctgcatattc gcgggtaaac agataagcaa caactactcc gtataaaggg aatcctataa
   286681 ctaaagtagt atataagtta acttcagtga ataactggtg gaaccaaata gtcggagttg
   286741 gctgttttgt ttttatatgt atataagagg ctactacgac taagaaaggt gcgacaccag
   286801 ccccaataat actaattaaa aacatattag agcgttttag ttttaatagt tctgtataga
   286861 atagattaac caattgttcc acctccaact agcttggtga aataatcttc taatctgtct
   286921 tcactaatca tcatttttaa tacttcaata tcgttaagaa cgaatgttct gttaatgtat
   286981 ccttgttgcc caaaatgaga gtaaatgcga atattccctt catcatgtac ctcataatcg
   287041 aaaatttgaa attgattttc taatagcatc gcagctttat tttcattatt cacctgaaat
   287101 tctatgtact tacggtttgc tttgcgcagc ttatcaagag aaacttcttc tagtaacctt
   287161 ccttcgtgaa taattccgat acgatcaact aactgttcta cctctgctaa tatgtgacta
   287221 gaaatgagta tcgttatatt tctttcttga gctaaagaat gaataagttt tcgcatttct
   287281 ttaataccga tggggtctag tccgttagtt ggttcatcta atatgagtaa ttcgggataa
   287341 tggagaaggg cgcgtgcaat tcctaggcgc tgcttcattc ctaaagaata ctttcctact
   287401 aacttttttg tttcatgctg caagcccact atttctaatg tgtcttcaat agcattcttt
   287461 ttgtaaaccc cgattatctt tgcattaatt aataagtttt cttttgcagt taagttttca
   287521 taaaaccctg gaacttcaac gatagaacca attctactta aaatatcttt ttgattttga
   287581 aataagtcct ctccgaatat ttcgatagtt ccacttgtag gttttataag accgagtagc
   287641 atacgaatgg ttgttgtttt accagcaccg ttacgtccta taaatccata aatctctcct
   287701 tgttgaacgt taatatttag attatctacg gatttttgct tgccatatac tttagtaaga
   287761 ttagtcgttt ttataattgt gtttatagga gacacccact ttctataagt tcttacttac
   287821 atgataaaaa ggaaggctta actgcatatt aatcatttct taactatttc ttaaaagtat
   287881 tgtgttttgg aatggaaaag ccaaaagtgg ttcgttccca tggaatactt tcaacccata
   287941 tatgcccacc attcttctca acgagcgctt tagaaataga aaggccgagc ccactaccac
   288001 caaaagacga gtttcttgat tgttcgcttc ggtacattcg ctcaaatacg ttttgtaaat
   288061 catgttttgg aataccaggg cctttgtccc aaataagaag ttcatatgct gcatccgttt
   288121 ctagtagttc gactcctatt gttttcccat cctttccgta ataaatggca tttttcatta
   288181 aattacctat aatccgcata aggcttaggt gatctgcaat gataggacaa gtagactctg
   288241 gcataagaac ttgcagttta atattatgtt ttgagatttc aggtaaaaaa tcgatcaaaa
   288301 cttctctagt aacttcagaa aagtcgagtt tttcttcttt tagtggaaat tcattagcgt
   288361 ctagctttgc catattgaat atttcatcaa ctaggtgctt taagttattt gatttcatat
   288421 aaagtatttt aagatattct tgcttttcta tttcagaagc agcaacccca tcttttaaag
   288481 cgtcgatata tccaataatg gaggtgagtg gtgttcggat atcgtgtgag atactagata
   288541 aaagttgttt tctagattcc tcagaccttt ttgctttaat ccgaaccttt tctaattcag
   288601 ttattagttc gtttattgaa aaaacgatat tatgtaacga ttgatcatta cttgtgaata
   288661 atctcgtttg taaattcccc tttagtgcac gacttaattt agtgtctatt gatttgtgat
   288721 tttgaataaa ttgtattctt gaaaagaaga gatacattgt aattaagata agggtaataa
   288781 ataaagaaat ttttactttt ggatccattt gtatatgtaa aagcccgtaa atgataagtt
   288841 gtaatgaaat aaggaagagg attttatcaa tcttcaagct tttcacctac aaacttatag
   288901 ccaattcccc atacagtttg aatgaatttt ggattggaag gatcgatttc tattttcttt
   288961 ctaagttttc gaatatgtac cataacggta ttatcatctt ctatataatt atcgtcccat
   289021 acattgcgaa agagctgtgt ttttgtaaat acttgtcctg ggtttgaagt aaagaatttt
   289081 aatagttcta gttcttttcc ggttaagctg atttcttctt tatttgtgtg aactgtatat
   289141 gtatttaaat tgatagttag tcctttaaaa gctaaagttg tcttctcttg tacattaatg
   289201 ttacttccaa gaactaaaaa acgccgtata agagctttga ctcgtgcaac tacttcgtga
   289261 atgctgaaag gcttcgtaat gtaatcatca gcaccaatgc ttaaacctaa aattttatcg
   289321 acttcgtgat ctttagcggt tagcattaat atcggtacgt tagttttatc tctaagcttt
   289381 ctacatactt cgataccatc tacttttggc atcataagat ctaatataac gatgctatag
   289441 ttgttttgat taaataactg taaggctact tcgccatcaa tcgcagtatc taccatatat
   289501 aattctcgtt ctaaatatat ttttagtaaa ttacggattt ctttatcatc atctgctata
   289561 aggatacgta tatctttcat atcttcacct gcttctaata gattttcatt gatggtacaa
   289621 caaccctcta attatatact agtatttgtt aaaataaggt taatagtttt agggaaggga
   289681 aatattcacg ccaattaagc ctagggtcaa agtaaattga atatgttttg cgagaataaa
   289741 ttaaagagaa gcagaaggta gttttcagta atgaattttt gtagggacgt atatagctaa
   289801 aagagcgtaa aaacatttaa ttgaatatct ttataaaaag tgttgacgat tagagtatag
   289861 aggtgtaata tagaacaagt cgccgatgac aataacgtcg aaagcgacaa acgaaatgaa
   289921 aaacttagtt gacattgaaa gatgaagatg ttaacataag gaagtcgcaa ataagcggca
   289981 gacaagttct ttgaaaactg aacgaaacaa acaacgtgaa acgtcaattt ttattttaga
   290041 tgctagacaa actaacttta ttggagagtt tgatcctggc tcaggatgaa cgctggcggc
   290101 gtgcctaata catgcaagtc gagcgaatgg attaagagct tgctcttatg aagttagcgg
   290161 cggacgggtg agtaacacgt gggtaacctg cccataagac tgggataact ccgggaaacc
   290221 ggggctaata ccggataaca ttttgaaccg catggttcga aattgaaagg cggcttcggc
   290281 tgtcacttat ggatggaccc gcgtcgcatt agctagttgg tgaggtaacg gctcaccaag
   290341 gcaacgatgc gtagccgacc tgagagggtg atcggccaca ctgggactga gacacggccc
   290401 agactcctac gggaggcagc agtagggaat cttccgcaat ggacgaaagt ctgacggagc
   290461 aacgccgcgt gagtgatgaa ggctttcggg tcgtaaaact ctgttgttag ggaagaacaa
   290521 gtgctagttg aataagctgg caccttgacg gtacctaacc agaaagccac ggctaactac
   290581 gtgccagcag ccgcggtaat acgtaggtgg caagcgttat ccggaattat tgggcgtaaa
   290641 gcgcgcgcag gtggtttctt aagtctgatg tgaaagccca cggctcaacc gtggagggtc
   290701 attggaaact gggagacttg agtgcagaag aggaaagtgg aattccatgt gtagcggtga
   290761 aatgcgtaga gatatggagg aacaccagtg gcgaaggcga ctttctggtc tgtaactgac
   290821 actgaggcgc gaaagcgtgg ggagcaaaca ggattagata ccctggtagt ccacgccgta
   290881 aacgatgagt gctaagtgtt agagggtttc cgccctttag tgctgaagtt aacgcattaa
   290941 gcactccgcc tggggagtac ggccgcaagg ctgaaactca aaggaattga cgggggcccg
   291001 cacaagcggt ggagcatgtg gtttaattcg aagcaacgcg aagaacctta ccaggtcttg
   291061 acatcctctg acaaccctag agatagggct tctccttcgg gagcagagtg acaggtggtg
   291121 catggttgtc gtcagctcgt gtcgtgagat gttgggttaa gtcccgcaac gagcgcaacc
   291181 cttgatctta gttgccatca ttaagttggg cactctaagg tgactgccgg tgacaaaccg
   291241 gaggaaggtg gggatgacgt caaatcatca tgccccttat gacctgggct acacacgtgc
   291301 tacaatggac ggtacaaaga gctgcaagac cgcgaggtgg agctaatctc ataaaaccgt
   291361 tctcagttcg gattgtaggc tgcaactcgc ctacatgaag ctggaatcgc tagtaatcgc
   291421 ggatcagcat gccgcggtga atacgttccc gggccttgta cacaccgccc gtcacaccac
   291481 gagagtttgt aacacccgaa gtcggtgggg taaccttttt ggagccagcc gcctaaggtg
   291541 ggacagatga ttggggtgaa gtcgtaacaa ggtagccgta tcggaaggtg cggctggatc
   291601 acctcctttc tatggagaat tgatgaacgc tgttcatcaa tataagtttc cgtgtttcgt
   291661 tttgttcagt tttgagagaa ctatctctca tatataaatg tatgttcttt gaaaactaga
   291721 taacagtgta gctcatattt tttaattttt agtttggtta agttagaaag ggcgcacggt
   291781 ggatgccttg acactaggag tcgatgaagg acgggactaa cgccgatatg cttcggggag
   291841 ctgtaagtaa gctttgatcc gaagatttcc gaatggggaa acccaccata cgtaatggta
   291901 tggtatcctt atctgaatac atagggtaag gaagacagac ccagggaact gaaacatcta
   291961 agtacctgga ggaagagaaa gcaaatgcga tttcctgagt agcggcgagc gaaacggaac
   292021 atagcccaaa ccaagaggct tgcctcttgg ggttgtagga cattctatac ggagttacaa
   292081 aggaacgagg tagacgaagc gacctggaaa ggtccgtcgt agagggtaac aaccccgtag
   292141 tcgaaacttc gttctctctt gaatgtatcc tgagtacggc ggaacacgtg aaattccgtc
   292201 ggaatctggg aggaccatct cccaaggcta aatactccct agtgatcgat agtgaaccag
   292261 taccgtgagg gaaaggtgaa aagcaccccg gaaggggagt gaaagagatc ctgaaaccgt
   292321 gtgcctacaa atagtcagag cccgttaatg ggtgatggcg tgccttttgt agaatgaacc
   292381 ggcgagttac gatcccgtgc gaggttaagc tgaagaggcg gagccgcagc gaaagcgagt
   292441 ctgaataggg cgtttagtac gtggtcgtag acccgaaacc aggtgatcta cccatgtcca
   292501 gggtgaagtt caggtaacac tgaatggagg cccgaaccca cgcacgttga aaagtgcggg
   292561 gatgaggtgt gggtagcgga gaaattccaa tcgaacctgg agatagctgg ttctccccga
   292621 aatagcttta gggctagcct taagtgtaag agtcttggag gtagagcact gattggacta
   292681 ggggtcctca tcggattacc gaattcagtc aaactccgaa tgccaatgac ttatccttag
   292741 gagtcagact gcgagtgata agatccgtag tcaaaaggga aacagcccag accgccagct
   292801 aaggtcccaa agtgtgtatt aagtggaaaa ggatgtggag ttgcttagac aactaggatg
   292861 ttggcttaga agcagccacc atttaaagag tgcgtaatag ctcactagtc gagtgactct
   292921 gcgccgaaaa tgtaccgggg ctaaatacac caccgaagct gcggattgat accaatggta
   292981 tcagtggtag gggagcgttc taaggacagt gaagtcagac cggaaggact ggtggagtgc
   293041 ttagaagtga gaatgccggt atgagtagcg aaagacgggt gagaatcccg tccaccgaat
   293101 gcctaaggtt tcctgaggaa ggctcgtccg ctcagggtta gtcaggacct aagccgaggc
   293161 cgacaggcgt aggcgatgga caacaggttg atattcctgt accacctctt tatcgtttga
   293221 gcaatggagg gacgcagaag gatagaagaa gcgtgcgatt ggttgtgcac gtccaagcag
   293281 ttaggctgat aagtaggcaa atccgcttat cgtgaaggct gagctgtgat ggggaagctc
   293341 cttatggagc gaagtctttg attccccgct gccaagaaaa gcttctagcg agataaaagg
   293401 tgcctgtacc gcaaaccgac acaggtaggc gaggagagaa tcctaaggtg tgcgagagaa
   293461 ctctggttaa ggaactcggc aaaatgaccc cgtaacttcg ggagaagggg tgctttctta
   293521 acggaaagcc gcagtgaata ggcccaagcg actgtttagc aaaaacacag ctctctgcga
   293581 agccgtaagg cgaagtatag ggggtgacac ctgcccggtg ctggaaggtt aaggagaggg
   293641 gttagcgtaa gcgaagctct gaactgaagc cccagtaaac ggcggccgta actataacgg
   293701 tcctaaggta gcgaaattcc ttgtcgggta agttccgacc cgcacgaaag gtgtaacgat
   293761 ttgggcactg tctcaaccag agactcggtg aaattatagt acctgtgaag atgcaggtta
   293821 cccgcgacag gacggaaaga ccccgtggag ctttactgta gcctgatatt gaattttggt
   293881 acagtttgta caggataggc gggagccttt gaaaccggag cgctagcttc ggtggaggcg
   293941 ctggtgggat accgccctga ctgtattgaa attctaacct acgggtctta tcgacccggg
   294001 agacagtgtc aggtgggcag tttgactggg gcggtcgcct cctaaagtgt aacggaggcg
   294061 cccaaaggtt ccctcagaat ggttggaaat cattcgtaga gtgcaaaggc ataagggagc
   294121 ttgactgcga gacctacaag tcgagcaggg acgaaagtcg ggcttagtga tccggtggtt
   294181 ccgcatggaa gggccatcgc tcaacggata aaagctaccc cggggataac aggcttatct
   294241 cccccaagag tccacatcga cggggaggtt tggcacctcg atgtcggctc atcgcatcct
   294301 ggggctgtag tcggtcccaa gggttgggct gttcgcccat taaagcggta cgcgagctgg
   294361 gttcagaacg tcgtgagaca gttcggtccc tatccgtcgt gggcgtagga aatttgagag
   294421 gagctgtcct tagtacgaga ggaccgggat ggacgcaccg ctggtgtacc agttgttctg
   294481 ccaagggcat agctgggtag ctatgtgcgg aagggataag tgctgaaagc atctaagcat
   294541 gaagcccccc tcaagatgag atttcccata gcgtaagcta gtaagatccc tgaaagatga
   294601 tcaggttgat aggttcgagg tggaagcatg gtgacatgtg gagctgacga atactaatag
   294661 atcgaggact taaccatata atatgtagca aatgttatct agttttgaag gaatatgcct
   294721 tcaatagttt ggtgatgatg gcagagaggt cacacccgtt cccataccga acacggaagt
   294781 taagctctct agcgccgatg gtagttggga ccttgtccct gtgagagtag gacgtcgcca
   294841 agcaaaaacc taagtcgatt cgacttaggt ttttttgtgt ttatttttat ataccaaatc
   294901 ttaatgagga aaaagaatga aaatgagggt attgagagta atagtaatga ttttttgctt
   294961 tttaagtttt ctaagtgctc taagtgctcc caaacaattc ttataatagg aactgttatt
   295021 tctactacaa gtatatattt taaataatga gagtgaaaaa agcgggataa tataaacaag
   295081 tatttaatta ttataataat cgttgcgata caaaggaata taaacgatat gctttatatt
   295141 aattagtaca caaaccagtt tgtgtatgat agatctctag aaatatatat tctaatttct
   295201 tatccttctt gcatatagtt acaattattc ttttgaatat aactaaaaca cgaacgttat
   295261 tgattagtaa taaaaaaaca ttcgattatt tgttgacatt gtttatgaaa tattgttaat
   295321 atagccatag aaagaataat atataagacc tcatataatc gcggggatat ggcctgcaag
   295381 tctctaccta acgaccgtta ttcgttagac tatgagggaa agtcactcgg tatttttcta
   295441 ttcacaaggg atacgtatgc ctgagtagag cgctttctct catagtaaaa gagaaactgt
   295501 tctatttcag gcttttttat ttgaatcggg gggattctaa tatgaaatca ctagttggag
   295561 tcataatggg aagcacgtca gactgggaaa caatgaaata tgcttgtgac attttagatg
   295621 aattaaatat accgtatgag aaaaaggttg tatccgctca tcggactccg gattatatgt
   295681 ttgaatatgc agagacggct cgtgaacgtg gattgaaagt tattattgct ggagctggtg
   295741 gagcagcgca tttaccagga atggttgcag cgaagacgaa tcttcctgta atcggagttc
   295801 cagttcaatc aaaagcgtta aacggcttag attcattatt atccatcgtc caaatgccag
   295861 gaggggttcc agttgcaact gttgcaattg gtaaggctgg ttcaacaaat gctggtttac
   295921 ttgctgcaca aatacttgga tcattccatg atgacataca tgatgcatta gaattgagaa
   295981 gagaagcaat tgaaaaagat gtgcgcgaag gtagtgagct agtatgacga gaatcatttt
   296041 acctggaaaa acaatcggca ttattggagg cggccagcta ggaagaatga tggcattggc
   296101 agctaaggaa atgggatata aaattgctgt tttagatcct acaaaaaact caccatgtgc
   296161 acaagttgct gatattgaaa ttgttgcatc atatgacgat ttaaaagcaa ttcagcattt
   296221 agcagagatc agtgatgttg tcacatatga atttgagaat attgattata gatgtttaca
   296281 atggcttgaa aaacatgctt acttaccgca aggcagtcag ttgttaagta aaacgcaaaa
   296341 tcgttttaca gaaaaaaatg caatagaaaa agcgggatta ccagtagcaa cgtatagatt
   296401 ggttcaaaat caagagcagc ttactgaagc aatcgctgag ttatcatatc cttccgtctt
   296461 aaaaacaacg acaggtggat atgatgggaa agggcaagtt gttttaagaa gtgaagctga
   296521 cgttgatgaa gcgcgaaagc ttgcgaatgc agcagagtgt attttagaga aatgggtgcc
   296581 ttttgaaaaa gaagtatcag ttatcgtaat tcgtagtgta agtggtgaaa cgaaagtatt
   296641 tccggtagcg gaaaatattc atgtaaataa cattttgcat gaatccatcg ttccagctcg
   296701 cattacagaa gaactttctc aaaaagcaat tgcttatgca aaagtgctag cggatgaact
   296761 agaacttgtg ggaacactag cggtagagat gtttgctaca gccgatggtg agatttacat
   296821 taatgaattg gcgccaagac ctcacaattc aggacactat acacaggatg catgtgaaac
   296881 gagtcaattc ggtcaacata ttcgagcaat ctgtaattta cctcttggag aaacaaattt
   296941 gttaaaacca gttgtcatgg taaacatttt aggcgaacat atagaagggg tcctaagaca
   297001 agtgaataga ttaaccgggt gctatttaca cttgtatgga aaagaagaag caaaagcgca
   297061 gcgaaaaatg gggcatgtta atattttaaa tgataatatt gaagtcgctc tagaaaaagc
   297121 aaagagtttg catatttggg accatcaaga acaactgttg gagggaaaaa gatgattagt
   297181 cgttatacac gcccagaaat gggtgcgatt tggacggaag agaacaaatt taaagcgtgg
   297241 ttagaagttg agattttagc ttgtgaagca tgggctgagc ttggcgatat tcctaaagaa
   297301 gatgttaaga aaattcgtga gcatgcatca tttgatattg atcgtattta tgaaattgaa
   297361 aaagagacac gtcatgacgt agttgcattc actcgtgctg tatcagaaac accagcatta
   297421 ggtgaggaac gtaaatgggt tcattacggt ttaacatcta cagacgtagt agatacagcg
   297481 ttatcttaca tcttaaaaca agcgaatgaa atcatattaa aagacttaga aaacttcgta
   297541 agcattttag ctaacaaagc gaaagagcat aaatacacga ttatgatggg aagaacacac
   297601 ggtgtccatg cagaaccaac aacatttggt ctaaaacttg gtctttggta tgaagaaatg
   297661 aaacgtaacg tagagcgttt caaacaagct gctaatacag ttcgtgtggg taaactatct
   297721 ggtgcggttg gtacatatgc aaatattgat ccattcgtag aaaaatatgt ttgtgaaaat
   297781 ttaggattag aagcagcacc aatttcaaca caaacattgc aacgtgatcg ccatgctcat
   297841 tacatgtcaa cacttgcatt aatcgcaaca tctatcgaaa agatggcagt tgagattcgt
   297901 ggtttacaaa agagtgaaac acgtgaagtt gaagaagctt tcgcaaaagg tcaaaaaggt
   297961 tcttctgcaa tgccacataa gcgtaatcca attggatctg aaaatatgac tggtttagct
   298021 cgtgttatcc gcggttatat gatgacagct tatgagaatg ttccattatg gcatgagcgt
   298081 gatatttctc actcttcagc agaacgcgta attttaccag atgctacaat cgcgttaaat
   298141 tacatgctaa atcgctttgg taatatcgtt aaaaacttaa ctgtataccc agagaatatg
   298201 aaacgcaata tgacaagaac atacggctta atttattctc agcgcgtaat gcttacatta
   298261 atcgataaag gtatggtgcg tgaagaagct tacgatatcg tacaacctaa agcgatggaa
   298321 gcttgggaaa cacaagtaca atttaaagag cttgtagaag ctgatgagcg tattacgagc
   298381 aagttaacac aagaagaaat taatgaatgc tttaactatg agcatcatat gcaacacgtt
   298441 gatacaatct ttgaacgcct aggattaaac gaagcgtaaa atttcatatg gcacagaata
   298501 gagtcattct gtgccattct ttataaaaac attattcaca tttttcaaac tacagggggc
   298561 ttgcgaaatg caaaagctag aattgctgta tgaaggtaag gcaaaaagaa tttatcgtac
   298621 agaatcagca gatatggttt gggtagagta caaagatagt gcgactgctt tcaatgggga
   298681 gaaaaaagag acgattacag gaaaaggtcg tttgaacaat gagattacaa ctttattgtt
   298741 cagaaagtta caagaagtag gaattaaaac acattttgtt gagaagttat ctgagacaga
   298801 gcaacttgtt aaaaaagtga gtattattcc tttagaagtt gtcacaagaa atgtaattgc
   298861 aggaagtctt tcaaaacgat taggaatgga agagggaact gtacttgcag aaccaatcgt
   298921 agaattttac ttcaaagatg atgatttagg agatccgctt gtaacagaag atcatattcg
   298981 tgtattaaac gttgcatcgc cagagcaagt aagcgtatta cgagatatgg ctctacaaat
   299041 caatcaagtg ttgattgatc atttcgcaag ctgtcgtgta agattagtag atttcaaatt
   299101 agagtttggt gtaacggatg aaggagcaat catattagca gatgaaattt caccagatac
   299161 ttgccgttta tgggatgaaa cgagcaatga aaagtttgat aaagacgtat tccgtcgtga
   299221 tcttggaaat ttaacagatg cttatgaaga gattttaaaa cgtttagggg gaatttcaca
   299281 tgtataaagt taaggtatat gtaacattaa gagaaagcgt attagatcca caaggaacag
   299341 cagtaaaagg agcacttcat agcctttcat tcacagaagt acaagatgtt agaattggaa
   299401 aatacatgga attaacaatt gataaatcag tatctgacct tgacgcaaag gtaaaggaaa
   299461 tgtgtgaaaa actattagcg aacgttgtaa tggaagactt ccgttatgaa gttgaggagg
   299521 ttgtcgcaca gtgaaatttg ccgtaatagt atttccaggt tcgaactgtg atgttgatat
   299581 gttccatgca attaaagatg agcttggcga agaagtagat tacgtttggc acgatacaga
   299641 gaatttagat gaatatgatg caattctact accaggtggt ttctcttacg gtgactactt
   299701 acgctgcggt gctatttctc gctttgcgaa tgcaatgaaa gcagtacaga aagctgctga
   299761 gcaaggaaag ccaattttag gtgtatgtaa tggattccag attcttgttg aatcaggatt
   299821 actaccaggg gcattaatga gaaacgaaaa cttaaaattt atgtgtcgaa cggttcagtt
   299881 acgtgttgaa aataatgaaa caatgtttac atcacaatat gaaaaagatg aagtaatcaa
   299941 tattccaatt gcacatggtg aggggaatta ctattgtgat gaagagactc ttaaacaatt
   300001 agaagagaat aatcaaatcg catttcgtta cgtagaaaac ccgaacggaa gcgtttcaga
   300061 tattgctggt attgtaaacg aaaaaggaaa tgtacttggt atgatgccac acccagagcg
   300121 tgctgtagat gaattacttg gcggtgctga agggttaaaa gtctttcaat ctatcttaaa
   300181 acagtggagg gaaacatatg tcgttaatgc ttgaaccaaa tccaacacaa attaaagaag
   300241 agcgcatata tgcggaaatg gggctaacag acgaagagtt tgccatggtt gaaaagattt
   300301 taggccgtct gccaaattat acagaaacag gtttattctc tgtaatgtgg tcagaacatt
   300361 gtagttataa aaattcaaaa ccagtgcttc gaaaattccc aacaacaggt gagcgcgttc
   300421 tgcaaggacc tggggaaggt gctggaattg tagatatcgg tgataatcaa gcggttgtat
   300481 ttaaaatgga aagtcataac catccttctg ctattgaacc atatcaagga gcagcaacag
   300541 gcgttggtgg tattattcgt gacgtattct ctatgggggc acgtccagta gctctattaa
   300601 actcacttcg ctttggggaa ttacaatcac cacgtgtgaa atacttattc gaagaagtag
   300661 tagcaggaat tgcgggatac ggtaactgta tcggtattcc gactgttggc ggcgaagtac
   300721 agtttgatcc atgttatgaa ggaaacccac ttgtaaatgc aatgtgcgta ggcttaatta
   300781 accacgaaga cattaaaaaa gggcaagcgc acggtgctgg aaatacagta atgtacgtag
   300841 gcgcatcaac tggtcgtgat ggtatccacg gtgcaacatt cgcatctgaa gagttatctg
   300901 aaagctcaga agcgaagcgt ccagcagttc aagtaggaga tccatttatg gagaaacttc
   300961 ttattgaagc ttgcttagaa cttattcaat cggatgcact tgttggaatt caagatatgg
   301021 gtgcagctgg tttaacatca tcttctgcag aaatggcaag taaagcagga atgggtattg
   301081 aaatgtactt agatgatgta ccgcagcgag aaacaggaat gacaccatat gaaatgatgt
   301141 tatctgaatc acaagagcgt atgttaattg ttgtgaaaaa aggtagagag caagaaatag
   301201 tagatttatt tgagaagtat ggtcttgcag ccgttacgat ggggaaagta acggaagaca
   301261 aaatgcttcg tttattccat aaaggtgaaa tggtagctga agtgccagca gatgctcttg
   301321 cagaagaagc accaatttat cataaaccat caaaagaagc agcatatttt gctgaattcc
   301381 agcagatgaa aatggaaaca ccaaaagtag aaaattataa agaaacgtta ttcgctctat
   301441 tacaacaacc gacgattgca agtaaagagt gggtttatga tcaatatgat tatcaagttc
   301501 gcacaagcac agttgttaca ccaggttcag atgcagcagt tgtacgtgta cgcggtacag
   301561 aaaaaggatt agcaatgacg acagattgta actctcgcta catttattta gatccagaag
   301621 tgggcggtaa aattgcagta gcagaggcag cacgtaatat cgtatgttct gggggagagc
   301681 ctcttgcaat tacagattgc ttaaacttcg gtaatccaga aaaaccagaa atcttctggc
   301741 aaattgagaa atcagtagat ggtatgagtg aagcttgtcg tacgttacaa acaccagtta
   301801 tcggcggaaa cgtatcaatg tataacgagc gtagtggtga agcggtatac ccaacaccga
   301861 cagttgggat ggttggactt gtacatgatt taaaacatgt aacaacacaa gagtttaagc
   301921 aagccggcga tttagtttat gtcattggag agacgaaagc tgagtttggt ggaagtgaat
   301981 tacagaaaat gcttcacgga aaaattttcg gccaatcacc aagtatcgat ttagacgtag
   302041 aattaaaacg tcaaaaacaa gtattagcag ccattcaagc tggccttgtt caatctgcac
   302101 atgacgttgc tgaaggtggt ttagcggttg cgatttcaga aagtgcaatt ggtgctaacg
   302161 gcttaggtgc tactgtgaaa ttagacgggg aagcaacagc tgcattattt gcggaatcac
   302221 aatctcgctt cgtaataacg gtaaaacgtg aaaataaaga agcgttcgag aaagcggtag
   302281 aagccattca agttggtgaa gtaacaaata caaatgaagt aacaattcat aatgaagaaa
   302341 atgaagtatt acttacagca aatgtagatg aaatgagaaa ggcttggaaa ggggcaatcc
   302401 catgcttgct gaaataaagg ggttaaacga agaatgtggc gtattcggaa tttgggggca
   302461 tgaaaatgcg gcacaagttt catactacgg attgcacagt ttacagcacc gtgggcaaga
   302521 aggcgcaggc attgtcgtaa ataatgggga aaaaatcgtc ggtcacaagg ggttaggttt
   302581 aatatcggaa gtgttttcaa gaggtgagct agaaggattg aatggaaaat cagcaatcgg
   302641 gcatgtacga tacgcgacgg ctggtggaag tgaagtagct aacgttcaac cattattatt
   302701 ccgtttttct gatcatagta tggcattagc tcacaacgga aatttaatta atgcaaaaat
   302761 gcttcgccgc gaattagagg cagagggaag tatttttcaa acaagttcag atacagaagt
   302821 acttttacat cttattaaac gtagtacgaa agattcgtta attgaaagtg taaaagaggc
   302881 tttaaataaa gtgaaaggtg cgtttgcgta tcttttacta actggaaatg aaatgatcgt
   302941 tgcgttagat ccgaatggtt tccgtcctct ttcaattgga aagatgggtg atgcttacgt
   303001 tgtagcatca gaaacatgtg ctttcgatgt agtaggtgca acatacattc gtgatgtaga
   303061 accgggtgaa ttacttatca tcaatgatga aggaattcac gtagatcgtt ttacaaatga
   303121 agtagatcat gcaatttgta gtatggaata catttacttt gcacgaccag attctaatat
   303181 tgctggtatt aacgtccatg cagcacgtaa aaacatggga aaacgtttgg cggcagaagc
   303241 tcctattgaa gctgatgttg ttactggtgt gccagactct agtatttcgg cagcaattgg
   303301 ttatgcggag gcgacaggta ttccatatga gttaggatta attaaaaatc gttacgttgg
   303361 acgtacattt attcaacctt ctcaagaact gcgcgagcaa ggggttaaga tgaagctttc
   303421 agcagtaaga ggggtagttg aaggaaaacg agttgttatg attgacgatt ctatcgtaag
   303481 aggaacaaca agtaaacgaa ttgttcgcat gcttcgcgag gctggagcga cagaagttca
   303541 cgtaagaatt gcttcaccac ctctgaaata tccatgcttc tatggtattg atattcaaac
   303601 gagaaaagaa ttaattgcag caaatcatac ggtagaagaa attcgtgaaa tgatcggtgc
   303661 agactcatta acatttttaa gtgaagatgg attagtagat gcaattggac gtccatatga
   303721 agggaaatat ggcggcctat gtatggctta ctttaatggg gactatccaa cagctcttta
   303781 tgattatgag caagagcttt tagaaagtat gaaataagaa aaatgaaaaa agcttctact
   303841 tcttttgatg tagaagctag cttctttttt ataaatagcc cgccctggat ggggagaaat
   303901 taaaagacga ggtgtaaata acgatggcga atgcatataa gcaagcagga gtagatattg
   303961 aagctggata tgaagcggta tctcgcatga aaaaacacgt acaaacaact atgagaaaag
   304021 aagtactagg cggtttaggc ggttttggag gtatgtttga tctatcaaaa tttgcattag
   304081 aagaacctgt attagtatct ggaacagatg gcgtgggaac gaaattgatg ctcgctttta
   304141 tggcagataa acatgacaca attggtattg atgcagtagc aatgtgtgta aatgatattg
   304201 ttgtccaagg agcagagccg cttttcttcc ttgattatat tgcttgtggt aaagctgaac
   304261 ctagtaaaat tgaaaacatc gtcaaaggta tatcagaggg ctgtcgccaa gcaggttgtg
   304321 ctttaattgg tggagaaaca gctgaaatgc caggaatgta ttcgacggaa gaatacgatt
   304381 tagctggttt tacagttgga attgttgata aaaagaaaat tgtaacaggt gaaaaaattg
   304441 aagctggtca cgtattaatc ggcttagcat ctagcggtat tcatagtaat ggttactctt
   304501 tagtacgaaa agtattacta gaagatggag aactatcttt agaccgcatt tatggacgct
   304561 tagagctacc tcttggtgaa gaattattaa aaccaacgaa aatttatgtc aaacctattt
   304621 tagaactatt gaagaatcat gaagtatacg gtatggcgca tattacaggt ggcggattca
   304681 ttgaaaatat tccacgtatg ttaccagaag gaatcggtgc agaaattgaa ttaggatctt
   304741 ggaaaattca gccgatcttc agtttacttc aagaagttgg aaagctagaa gagaaagaaa
   304801 tgttcaatat ttttaacatg ggtattggta tggtagtagc agtgaaggaa gaagatgcaa
   304861 aagatatcgt ccgtctcctt gaagagcaag gggaaacagc tcgtattatt ggacgtactg
   304921 tacaaggagc tggcgttacc ttcaatgggg gcaaagcact atgagtagat tagcagtttt
   304981 tgcttctgga agcggatcta actttcaatc tctcgttaat gcggtagaag aaaaaagatt
   305041 ggatgcagaa attagtttat tagtatgtga taaaccagaa gcacgcgctg ttgggcgagc
   305101 gaattatcat catattccgt gttttgcttt ttcagcgaaa gcatatgagt caaaagaagc
   305161 atttgaaaaa gaaatattaa acaagctaga agagtatgaa attgattatg ttattttagc
   305221 tggatatatg cgtttaatcg ggccgacttt actagaagct tacggcggaa ggattattaa
   305281 tattcatcca tcattattac caagttttcc aggtaaggat gctgtcggcc aagcgttaga
   305341 agcgggtgtg aaagtaactg gagtaacgat tcattatgta gatgcaggta tggatacagg
   305401 gccaattatt gcgcaagaag cagtagttgt ttctgaaggt gatacgagag aaagcttaca
   305461 aaagaaaatt cagcaagttg aacataaatt atacgtaaat acagtgaatc aaattgttca
   305521 atctacgaaa gaaccaactg ttaattaaca tacaaccagg ggtgaaggat aaatgaaaaa
   305581 gcgtgcatta gtaagtgttt cagataaaac aggagtagta gaatttgtta aaggtttact
   305641 agaacaaggg atcgaagtta tatcaacagg tggtacgaaa aaattactag aagaaaacgg
   305701 cttacaagta atcggtattt ctgaagtaac tggtttccca gaaattatgg atggtcgtgt
   305761 gaaaacatta catccaaata ttcatggtgg tctattagca gttcgtgata atgaaacaca
   305821 tgtagcgcaa atgaatgaat taggtatgga gccgattgat tttgttgtcg ttaacttata
   305881 cccattcaaa gaaacgatcg ctaagcctga tgtaacattt gctgatgcaa ttgaaaatat
   305941 tgatatcggt ggcccgacaa tgattcgctc tgctgcgaaa aatcataaat tcgtatctgt
   306001 aattgtagat ccagtagatt atgatgttgt attagctgaa ttaaaagaga acggtgaagt
   306061 agcagaggaa acaaaacgta aactagcagc gaaagtattc cgtcatacag cagcgtatga
   306121 tgcgttaatt tctaactact taacagagca aatgggtgaa gaaagtccag aaacattaac
   306181 tgtgacattt gagaaaaagc aagacttacg ttatggcgag aacccacatc aaaaagcaac
   306241 tttctataaa gcgccattcg cagcaacttc ttctgttgca tacgcagaac aattacatgg
   306301 caaggaatta tcgtataaca atattaacga tgcagatgca gcgcttagta tcgtgaaaga
   306361 atttacagaa ccagcagtag tagcggtaaa acatatgaat ccatgtggtg ttggagtagg
   306421 tacggatatt catgaagcat acacacgtgc ttatgaagcg gatccagtat ccatttttgg
   306481 aggaattatt gcagcgaatc gtgaaattga taaagctaca gctgaaaagt tacacgaaat
   306541 tttcttagag attattatcg caccttcttt ctcgaaagaa gctttagaag tactgcaaag
   306601 taagaaaaac ttacgtttat taactgtaaa tattgaaaaa gcgacaagcg caagcaaaaa
   306661 attaacttct gtacaaggtg gccttctcgt tcaagaggaa gatacgttat cattagatga
   306721 aagtacaatt tcaattccaa cgaaacgtga accttcagag caagaatgga aagatttaaa
   306781 actagcttgg aaagttgtaa agcatgtgaa atcaaatgca attgttttag caaaagatga
   306841 tatgacaatt ggtgtcggtg ctggacagat gaaccgtgta ggttctgcaa aaatcgcaat
   306901 tacacaagct ggcgaaaaag cacaaggtag cgcacttgca tctgatgctt tcttcccaat
   306961 gccagataca gtagaagaag cagcaaaagc aggaattacg gcaatcattc aaccaggcgg
   307021 atcaatccgt gacgaagatt ctattaaagt ggcggatacg tatgggattg ctatggtgtt
   307081 cactggcgta cgtcatttca aacactaata gaggaagttt aaaaagtccg gttaagataa
   307141 ccttcctttt taaactttga ttgatatgaa aaaacaaact aggagcatag cttctagttt
   307201 gtacttattt aaatattggg ggatgaaata tgaatgtttt agtaattggc cgcggtgggc
   307261 gtgagcatgc tttagcttgg aagtttgcac aatctgaaaa agtagaaaag gtatatgtag
   307321 caccaggtaa tgaaggtatg cgtgatgttg caacaccaat tgatattgat gaaaatgatt
   307381 ttgatgcatt agttttattt gcgaaagaga accatgtgga attaactttc gttggaccag
   307441 aaattccact tatgaatgga attgttgatc gttttaaaga agagggactt cgcgtatttg
   307501 gtccgaataa agcagctgct gttattgaag gtagtaaagc ttttacaaaa gagcttatga
   307561 aaaaatataa tattccaact gcagcgtacg aaacttttac agattatgaa gaagcagtac
   307621 agtacattga aaaagttggt gcaccaattg ttattaaagc ggatggtcta gctgctggta
   307681 aaggtgtaac agtagcgatg acgcttgaag aggcattaca agctgcgaaa gaaatgctgc
   307741 aagatgtaaa gttcggggaa gcgagtaaga aagttgttat tgaagagttt ttagatggac
   307801 aagaattttc attaatggca tttgtgaatg gaacaactgt acatccgatg gtaattgcgc
   307861 aagatcataa acgagctttt gatggtgata aaggtccaaa tactggcgga atgggtgcat
   307921 attctccagt accacaaatt tcggagtcag cagttcaaga ggcgattgaa acggtgttat
   307981 atccaactgc taaagcaatg atccaagaaa atcgatcgtt tacaggaatt ttatatgcgg
   308041 gacttatttt aacaaatgat ggtccaaagg taattgaatt taatgcacgt tttggcgatc
   308101 ctgaaactga agttgtatta ccccgtttag aaaatgattt agtggatgta tgtaacgctg
   308161 tattagatga aagtgagtta acgttacaat ggtcagatga agccgtaatt ggtgttgtac
   308221 ttgctgcgaa aggatatccg gaagcatata aaaaaggtga cattattaaa gggctagatg
   308281 cattgcaaga tgtgattgtt ttccatgcag gtacagcaat gaaacgtggt gactttgtaa
   308341 cgaacggtgg ccgtgtatta tttgttgctt gtaaggcgaa tagtttacaa gaagcgaaag
   308401 ataaggtgta taaagaaatc ggtaaaattg agagtgatgt tctattttac cgaagtgata
   308461 taggatatcg tgcaattggg catgagatga cgagaagtta atatgtaaaa atcccgctga
   308521 ttcctcagcg ggatttttat gcatctttat ctttttttaa tttacctttt tgctttgcca
   308581 tttctcgaag taaatactcg atgtgtgcat tgacgctacg aaactcatca ttcgcccatt
   308641 tttcgatgac tgcatgtaat tcaggatcaa tacgtaatgg aaagcttttc tttttagcca
   308701 taatgattta caacctttta gtataggctt cctgtattaa tgactggttg cgcaccttta
   308761 tctgaaacga tggcaactaa taagttgttt accatatttg ctttacgctc gtcatctaat
   308821 tccagtacgc cttcttcatc taacatatgg attgaatctt tagccatctt cacagcacct
   308881 tcaacaatct cttttctagc agctaatact gctttcgctt gttgacgttg taacattgca
   308941 tgggcaattt ccgttgcgta agctaggtgc gttaaacgag tttctaatac ttctacacca
   309001 gcaatttcaa gacgtgcttc taactcacgc tttaattctt cagagatttc ttcagtattt
   309061 ccgcgtaacg tgatgcaagt ttcatcttgg aaattgtcat aaggatattt cgttgcgacg
   309121 tggcggattg ccgtttcgct ttgaatttct acaaatcgat cgtaatgttc aacgccgaac
   309181 attgcttttg cagaatcaac aactttatat acgataacag cggcaatttc aattggattt
   309241 ccgtcgacat catttacttt taatttttta ctgttaaagt tttcaacacg taacgataca
   309301 gtttgacgga atgcgaacgg aatcgttaaa aataaaccgt tttgacgaat tgttcctaaa
   309361 taattaccga agaacgtaat aacttttgct tggtttggtt gaacaatacc aatacctgta
   309421 gcaagaactg cggctaaaat aatagttaat gctgctccta taaaaatttc ttgtataagg
   309481 aaaaatacac cgatagcggc taaaatcaaa attccaataa tcccaagaaa accattaaca
   309541 taaaatactt gtttttcttt catatgatcg cctcctgata taaaaatgat atcactttta
   309601 tatcatttta agcaaggggt ttacatctag ttttctgaat tttattgatt atgtatattt
   309661 taacacttaa aataagaatg tatgttctgt tttatggtaa aataaagaag acttaaccgc
   309721 ccactgcagc agctaagtct ctttgagagc atcttgcatc gtgacaaatg attcaaagcg
   309781 gttttgccag gattatatct tcaatcgctg actcaatctc tttgtcagaa gcgtcataac
   309841 ttccatttga ctgtggtttg tcgtgattgg aagtttgatt cacttcttct ttagtatgtc
   309901 ccttttcagc aaaattcatg ctaggcattt taaatgcccc catgttcatg tattttccga
   309961 atttccacat ttcaacaaca ggacagaaac gaacaattcc ctctgcaact ttcattgcac
   310021 caatccatag caaaatgtta gaccaagtgc accaaggttt gcgtacgagt ttcgttgcac
   310081 tacaaccgaa gaggacaagt ccgagtgtaa ttcgaattag ggcatttatt gtaccgatat
   310141 tttgcttcat tagaaaaaca ctccttttta tgaaagttga aatagataac actatttctc
   310201 ctattagtat cccgtttgat ttttgggata tgtaatccaa catttgacgt ggaaaaagat
   310261 gttggattgt gcgtgtgtgt aagtagtttt tttgttataa tgaaagaatg cataaaagga
   310321 agttcaaaag taaatcctct cgtttaaaaa atgtggaaga ggaaattcca aacttaattc
   310381 tccgttttaa acaaatattt aagatgaagt aaaaaatcct aatgaaaata aactgttatt
   310441 ttgaacagaa atatatacaa cttgagaaaa gaaagggtgt tttcatgtac gatatttccg
   310501 ggtggaaaca tgtatttaag cttgatccga ataaggagct aagtgacgaa catttagaaa
   310561 tgatttgtga gtctggaaca gatgctgtta ttgtaggcgg aagtgatgga gtgacaattg
   310621 ataatgtact acacatgcta gttagcattc gtagatatgc agttccttgt gtgctagagg
   310681 tttctgatgt agaagcaatt acaccaggat tcgattttta ttatatccca agcgttttaa
   310741 atagccgaaa ggtagaatgg gtaacaggcg ttcatcatga ggctttgaaa gaatttgggg
   310801 atattatgga ttgggacgaa attttcatgg aaggatattg tgttttaaat cctgaagcga
   310861 aggtagcaca gcttacagat gcaaagtgtg atgtaacaga agatgatgtg attgcatacg
   310921 cgcgtttagc agacaagcta ttacgtttac cgatatttta tttagaatat agcggtacgt
   310981 atggagatgt tgaacttgtt aaaaatgtaa aagcagaatt gaaacaagct aagttatatt
   311041 atggcggtgg tatttctaat gctgaacaag cgaaggaaat ggcgcaacat gctgatacag
   311101 tagttgttgg aaatattatt tatgatgata taaaagcagc gttaaaaacg gttaaagcag
   311161 taaaaggaga gtaggtgcag gcgtatatga gtatgacaga taggttatta aatggtttaa
   311221 acccgcaaca acaaaaagca gtacaaacaa cgaacggacc acttctatta atggcaggcg
   311281 caggtagtgg taaaacacgt gtgttaacac atcgtattgc gtatttactt ggtgaaaaag
   311341 gagtagcacc gtggaatgta ctagctatta cctttacaaa taaagccgct cgtgaaatgc
   311401 gcgagcgtat tgatacactt gtcggaccag aagccgaaga tatttggatt tctacgttcc
   311461 actctatgtg tgtacgtatt ttacgacgtg atatcgatca cattggtatt aatcgtaact
   311521 ttacaatttt agattcgggt gatcagttaa ctgtggtcaa aaaaattatg aaagagcgca
   311581 atattgatcc gaagaaattt gagccgcgct ctattttggc tggtattagt aatgcgaaaa
   311641 atgaactgtt atctgcggat aagtatgcaa agaaaattac aattgctgat ccatatgaaa
   311701 aattaacgag cgatgtatat acagaatatc aaaaacgtct tttgaaaaat aactcattag
   311761 actttgatga tttaattatg acgacgattc aactatttga acgtgttcca gaagtactag
   311821 agttttatca gcgcaaattc cagtatattc acgtggatga gtatcaagat acgaacaaag
   311881 cgcagtacct tcttgttaaa catttggcag cacgttttaa aaatttatgc gttgtaggtg
   311941 actcagatca gtcaatttat cgctggcgtg gtgcggacat ttccaacatt ttgtcattcg
   312001 aaaaagacta tgagaatgcg caagttattc tgttagaaca aaattatcgt tcgtcacaaa
   312061 atattttaaa tgcagcgaat gctgttattg aaagaaatac gaatcgtaaa ccgaagaagt
   312121 tatggacaga taatgaagtt ggaagcaaaa tctcgtacta tcgtgctgca acggaaaagg
   312181 acgaggcgta ctttgttgcg aaaaaaattc gcgacgatat tcaaatggga aaacgaaaat
   312241 atactgattt tgcagtgcta tatcgtacaa atgcgcagtc tcgtatggtc gaggagattt
   312301 tcctgaaatc taatattcct tacaaaattg tcggcggtac gaagttctac gaccgtaaag
   312361 agattaaaga cattttggcg tatttacgtt taattgggaa tccagatgat gagattagtt
   312421 ttgcgcgtat tattaacgtg ccaaagcgcg gaattggtgc gacttctatc gacaaaatta
   312481 ttaattatgg tgtacaaaat ggaatttctt taactgctgt attcgatgag attgagcatg
   312541 ttggagtaag tgcaaaggtt acaaaggcag taaaagaatt cgcaggttta ttacacaatt
   312601 gggtaaatat gcaagagtat ttatctgtta cagaattggt agaagaagtg attgaaaaaa
   312661 caggctatcg cgatatgttg aaaaatgagc gtacgttaga agcagaaggt cgtctggaaa
   312721 acttagatga gtttttatct gttacgcaaa catttgaatc tcaaagcgag gataagagcc
   312781 ttgttgcatt cttaacagac ttagcacttg ttgcagatat tgatcgtgta gatgaagacc
   312841 caactgctgg tgaggaagtt attttaatga cgatgcactc agcgaagggg ttagaattcc
   312901 cagttgtctt tattgttggt ttagaggaag gaatattccc acatactcgt tctctaatgg
   312961 aagaagatga aatgcaagaa gagcgtcgtc ttgcttatgt aggtattact cgtgcggaag
   313021 aagagttgta tttatcaaat gcacaaatgc gtactttatt tggtagaaca agtatgaatg
   313081 ccgcatcgcg atttattaca gaaatcccga cagaactagt agaatcatta aatgaaacag
   313141 caccgaagcg tgaaacttcg tttggtgcaa aaggaagagt ggcaagtagc agtaaaacga
   313201 caactacaac acgttctcgc tcagctttcg cacgtcctgc agctaagacg acaggcggcg
   313261 aacaaattgg ctgggcagta ggtgataaag cttcccacca aaaatgggga gtcggtacag
   313321 ttataagtgt aaaaggtgaa ggtgatgcaa aagaattaga tattgcgttc ccaagcccaa
   313381 ttggtgttaa acgtttgtta gcaaaatttg cacctgtgac gaaacaatag gaaaggaatg
   313441 aggatatgtc aaaagagata gcaaaaaaac gtatagaaga actacgtgat ttgttaaata
   313501 catttaacta tcaatatcac gtattagaca atccttctgt ttctgatgcg gagtatgacc
   313561 gtaatatgca ggagcttata aaattagaag cagagaatcc agagtttatg agtgaagact
   313621 ctccctctat tcgagttggg ggaacggttc ttgatatatt tgaaaaagta acacataagt
   313681 caccgatgtt aagtttagga aatgcattta acgaaggaga tttacgtgat tttgacagac
   313741 gagtacgtca aggaattgat gatgcgaatg taagatatat atgcgaatta aaaattgacg
   313801 gacttgctgt ttcacttcat tatgaaaaag gacgcttcat tcaaggggca acacgtggtg
   313861 atggtgtaac aggtgaagat attacccaaa atttaaaaac gattaaagca atcccgcttc
   313921 gtttaaatga agaagtaacg ttagaagcac gaggcgaagc ttatatgccg aagcgttcat
   313981 tcgttaagtt aaatgaagaa aaagagcaaa atggtgaaga tgtatttgcg aatccgcgta
   314041 atgcggcagc aggttcaatc cgccaacttg atccgaaaat tgcagcgaag cgtaacttat
   314101 ctatgtttgt atacggtctt gcgaatgtag aagaaaaaac aatcccatca catagtgaat
   314161 cgcttgatta cttaggtgaa cttggattca aaacaaatcc aaatcgtcgt acatgtgaaa
   314221 caattgaaga agttatagct tatgtagaag aatggcaaga aaaacgtccg catcttgatt
   314281 atgagattga tgggatcgtt ataaaagtag atgatgttgc tcttcaagaa agtctaggaa
   314341 ctacagcaaa gagtccaaga tgggcgattg cttataaatt cccagcggaa gaagttgtaa
   314401 caagattaac gggcattgaa ttaagtgttg gtcgtacagg agttgtaaca ccgactgcag
   314461 agctagagcc agtgcgagtg gctggtacga tcgttcgtcg tgcttcttta cataacgaag
   314521 atttaattcg tgaaaaagat attcgaattg gtgactacgt tgttgtgaag aaagctggag
   314581 atattattcc agaagttgta aatgttattt ttgataagcg tactggtggg gaagaagaat
   314641 atcatatgcc aacgcattgc ccagcatgtg agagtgaact agttcgttta gaagaagagg
   314701 tagcacttcg ttgtataaat ccaacttgtc ctgctcaaat tcgagaaggg ttaatccatt
   314761 tcgtttcaag aaatgcaatg aatattgatg gtcttggaga acgtgttatt acacaactct
   314821 ttgatgctga ttatattcgt acatttgcgg atttatattc gttgacgaaa gagcaattat
   314881 tacagttaga acgattcgga gaaaaatcag caacgaattt agtacaagca attgagaatt
   314941 ctaaagaaaa ctcattagag cgattattat tcggtcttgg tattcgccat gtcggagcga
   315001 aagcagcacg tacatttgca gagcatttcg aaacgatgga tgcacttgtg aaagcgacgg
   315061 aagaagaatt aaaagcaatt aacgagattg gtgaaaaaat ggctcaatcc gtcgtggcgt
   315121 attttgataa tgaagacgta ttagagctat tacaacaatt taaagagtat ggcgtgaata
   315181 tgacatacaa aggtataaaa attgctgatt tacaaaatgt tgagtcgtac tttgcaggaa
   315241 aaactgtcgt tttaactggg aaattagaag ttatgggacg tagtgaagcg aagaagaaga
   315301 ttgaggcatt aggtggaaaa gtaacaggaa gtgttagtaa aagtacggat ttagttgtcg
   315361 caggtgaagc ggcaggttcg aaattagcac aagcggagaa acataatgtt gaggtttgga
   315421 atgaagagag gttcttacaa gagctaaata agtaagaggt gcaaacttac catgaaaaaa
   315481 atagcattag cggtattaag ccttggccta cttgtaagtg ggtgtagtgc aggtgccgat
   315541 aaagatgaaa aagtggttga gaaatcgggg aaagcaaaag agcaagtaat cgtcccaaat
   315601 tactctattt cggatgaata ttataagacg actattccat ttgaaggagg aaatgcacgt
   315661 ggcttagttg tgcaaggagt aagtaatcgt cttgatatag atgaatttga aacaggatta
   315721 atgcgtattg cgaaagaatc atttagtacg aaagataatg ttttaaaagg cggaaagtcc
   315781 ctaactactc agtatataca gatgcttgtt aaaagaaaac gtacagatgc agaacaaaag
   315841 gaactagaag atacattaaa aaaagatgcg gttaaattcc cgaacatagg gttaaatccc
   315901 gcattaggtg caggatccga atcattagag gcgaaaaata aaaaaaatcc aatatatatt
   315961 tccaatattt tagaacatga ttattatgtg aacaaagaca aaaaagatga gcgtagtggt
   316021 attgtagttg gattagcgat gaattcggtt cattattatg aggaagagca tgggtatccg
   316081 cgtgaggtta caatttcgaa tgaaaagatg ttagctgaag ggaaaaaaat ggtgccagaa
   316141 atcttgaaag ttatgcatca acaagatcct gagacaaaaa accttccgat aacatttgcg
   316201 atttatcgtc aggctccaaa gtcttcgctc gtaccaggta actttgtttc ttatgggaat
   316261 gtcgaaaaag gtagtgaaac ggttgaggat tggaaacaaa ttaatgagaa atattatttg
   316321 ttcccatctg aacaagcgaa aacagataat aaacgtgaag acttggcgag agtatcaaac
   316381 ttcaaggcaa aattaagcga ttatttccaa ggtgactata cagctgttat cggtactggt
   316441 atgtatagag acgatgaatt aagagaaata aagcttgata ttcctgtcca gtttaatggg
   316501 aaagcagaaa taattggctt tacacaatat gtagccgggc ttgttatgga atatttcccg
   316561 aattatatga aagtacaagt aacgattaaa tctgtagaac gtccagaagc gattattata
   316621 cgtgaagcga agcaagatga accgtatgtg aaaattttag attaagtaga agggccgttc
   316681 ctttatggaa cggctttttt tcttgggtaa ttttgttata atttaaaatg ttataaataa
   316741 tggggtaagg ggtaaagggc atggatgaat taagttttca agtcattatt ttattaattg
   316801 cattcggttt tttagcagct tttattgatt cagttgttgg tggtggagga ttaatttcgc
   316861 ttccggcgct tatgtttgtt ggtttaccac cagcttcggc aattgcaacg aataaattag
   316921 ctgcaacgat ggggacgttt acgagtgcga tttactttat tcgatcggga aaggtcgatt
   316981 ttaaaattgt aggaaagtta atcccgttaa ctgttatagg agcagtagca ggtgctttag
   317041 tagtaaagtt tattccgccg gatattttac gtccgttagt gcttgtaatg ttggtgttta
   317101 ttgctattta tattattgcg aaaaaggatt ggggaagtgt ctctacctat aagaagatga
   317161 cgaaaagaaa aacattaata tttttctttg ttattttaat gatagggttt tacgatggat
   317221 tttttggacc aggaacagga tcctttttaa tttttgcatt tttattaatt ggtttggatt
   317281 ttattcaagc ggcagcatct ggaaaacttt tgaattttgt tagtaatatc gtatcgttaa
   317341 tcactttttt atttttagac gtaattcatt ttgaatacgg tattattatg gggttatcga
   317401 tgatttttgg cgcttatttt ggatcgaagt ttgcagttca aaaaggtgtt ggatatgtaa
   317461 gagctttatt tttgttagtg actattttat tgattagcaa aaacgttttg gaatatactc
   317521 atattttgta gagttataca tttgtataac tctgtttttt tattatattt taaaaattaa
   317581 ttaattttta aaatataagt ctaggaatat ttgaataaat ctaaattatc gtgtagaata
   317641 atgttgtaaa atgtaaacgt ttttctaagg ggaggctaaa aataatggta gtagcataca
   317701 aacatgagcc atttacagat ttttcagtag aggctaacaa attagcgttt gaagaaggtt
   317761 taaagaaagt agaatcttat cttggacaag actatccatt aattattggg ggagaaaaaa
   317821 tcactacaga agacaaaatt gtttctgtaa accctgcaaa taaagaggaa cttgttggtc
   317881 gcgtttcaaa agcaagccgt gagttagctg aaaaagcaat gcaagtagcg gatgaaacat
   317941 tccaaacttg gagaaagtca aaaccagaaa tgcgtgcaga cattttattc cgtgctgcag
   318001 cgatcgttcg tcgtagaaaa catgaattct ctgctattct tgtaaaagaa gcaggtaaac
   318061 cgtggaatga ggcagatgct gatacagcag aagcaatcga ctttatggaa tattatggtc
   318121 gccaaatgtt gaaattaaaa gacggaattc cagtagaaag ccgtccaatt gaatataatc
   318181 gtttctctta cattccatta ggagtaggtg ttatcatttc tccttggaac ttcccattcg
   318241 caattatggc aggtatgaca acagctgctt tagtttctgg taacacagta ttactaaaac
   318301 cagctagtac aactcctgta gtagcagcga aattcatgga agtattagaa gaagctggct
   318361 taccagctgg cgtagtaaac ttcgtaccag gtaatggttc tgaagttggt gactacttag
   318421 tagatcaccc tcgtacacgc ttcattagct tcactggatc tcgtgatgta ggtatccgta
   318481 tttatgagcg cgcagcgaaa gtaaacccag gccaaatctg gttaaaacgc gttatcgctg
   318541 aaatgggtgg taaagataca attgttgttg ataaagaagc agatcttgaa ttagcagcta
   318601 aatctatcgt tgcatcagca ttcggattct caggacaaaa atgttctgca tgttctcgtg
   318661 cagtaatcca cgaagatgta tacgatcacg tattaaatcg tgctgttgaa ttaacgaaag
   318721 aattaacagt tgctaaccca gctgtattag gtacaaacat gggtcctgtt aatgaccaag
   318781 ctgcattcga taaagtaatg agctatgttg caattggtaa agaagaaggt agaattttag
   318841 caggtggcga aggagacgac tctaaaggct ggttcatcca accaacaatc gttgctgacg
   318901 ttgcagaaga tgctcgccta atgaaagaag aaatcttcgg accagtagta gcattctgta
   318961 aagcaaaaga ctttgatcat gcacttgcaa ttgcaaacaa tacagaatac ggtttaacag
   319021 gagcagttat ctctaacaac cgtgatcata ttgaaaaagc acgtgaagac ttccacgtag
   319081 gtaacttata cttcaaccgt ggatgtactg gtgcaatcgt aggataccaa ccattcggtg
   319141 gctttaacat gtctggtaca gactctaaag ctggtggtcc tgactactta gcgcttcaca
   319201 tgcaagcaaa aactacttct gaaactttat aagaaatagt agaagagatc ttcgcagtct
   319261 gcgaagatct ctttttttga aaaatttttt atatgtggat taacatagta atcagtagaa
   319321 aaactaataa agtaataagg tttatttcag caaaatgagg tatatttata tttgctgaat
   319381 agattctctt taaagacaag aaaagtaggt gaacaaagtg ggaaaatatc aattggatta
   319441 taaaggccag gtagctgtcg cgaagtttca tgaaaaacag acgcctgtca aatttgataa
   319501 aaagcagcaa attgaaaaat tgcgtgcgga gtatttgaaa aagaaacaaa aacaaacaga
   319561 taaataatag gagaaattag ttaatttgca ttaaaaaaca cttaccatat attactattt
   319621 ggtaagtgga actagctaaa acctattcat atcgggataa acatgtaaat agaaataaaa
   319681 caatgagaaa agttgactta ttagtcacat ttttttgtat tcattttaag gatttcctgt
   319741 ataatacaat ttgaaagaaa atctatggtt tgacaagaaa cactcttttc ggttttgctc
   319801 actgaagaga gtgttttttt gtagctaaaa actcctctgt actcattaca tttgcatata
   319861 cgccgtttaa actagctaaa attgtgttat gaatataaac ggctggtata gtagcattct
   319921 taaaagaaag gtcttttgta gcacaagcat catgtataac agtacattgc aagccgaaat
   319981 caaaggcagc ccttacggta gcatcaatac acatatgagt catcatcccg catatgacga
   320041 cgtgctcaat agctaaacgt tgtaattgtt ttagaagatc agtttcgcga aaactatttg
   320101 gataatgctt gagtataact gattcttctc taagtgggcg tacgctttca tgaatatgta
   320161 caccttctgt attgggtagg aaaaaagttg cgtcctcttt tattgatata tgttggatat
   320221 gaaaaatagg ttcgtttttc tttctaaaga gctgtagtag ttggctggca tatgcgcttg
   320281 cttctgctgg attacgtaat tccatctttc cgtgtggaaa ataatcattt tgaatatcaa
   320341 cgagtaaaag agctgttttc atatatttat cttcctccaa tttcatattc aaataatggt
   320401 attcaattag tagagaagat tatcctttta aaaaatatgc aagaggagaa ttttacataa
   320461 ctttaaaggt tactattttc tattaaattt ttcatctgaa aattttaata aagaaataat
   320521 taatattttt ctaaaaaatg tattgactct tattattctg agttctataa tgagaattaa
   320581 ttaaacgaca attaaatcga tacattctta tccagagagg tggagggact ggccctacga
   320641 tacctcagca acgggttttt ttaataccgt gctaactcca gcaagccata taaaggcttg
   320701 gaagatgaga agatgtgacc gagtacatat aagtgctctc cttcttatct ttatggttga
   320761 taagaaggag agcacttttt attttacctc gagagctcta cttcaagttt ttacagcata
   320821 taggaggggg aaaaatgatt tcttttaata atgtaagtaa agtatatgaa tcaggtgggc
   320881 aatctgttca tgcggtggag gatgtaacgt tatcagttga gaaaggcgaa atttttggca
   320941 ttatcggttt tagtggcgct ggaaagagta cattattacg cctagtaaac atgttagaga
   321001 gaccaacggc aggaacgatt tcaatagatg ataaagatat tacatcatta tcgacgaaag
   321061 aattacggaa gctaagacaa agaatcggga tgatttttca aagttttaat ttatttaatt
   321121 caagaacagt gtttgggaat attgcttatc cattaaagtt agcaaaagta ccaaagaatg
   321181 agataaaaga aagagtaaat gaattgctga agtttgtagg gttagaagat aaggcaaaca
   321241 attatccaga gcagctatca ggcggacaaa agcagcgtgt aggtattgct agagcacttg
   321301 caacatcacc agatattctt atatgtgatg aggcaacatc agctttagat ccagaaacaa
   321361 cgacagaaat tctaaactta ttaaagaaag taaatcgaga atataattta acaattcttc
   321421 ttattacaca tgaaatgcat gtcgtgaaag aaatttgtca ccgtgtagct gtaatggaaa
   321481 aaggaaaagt tattgaagaa ggaaaactgt ttgatgtttt cacacaacca aaaacaacga
   321541 cgactcaaaa ctttgtacgt tctgttatta atgatcattt accggaaagt gttttagcga
   321601 aaattcaaaa tggtggtcag atttatcgcc taacatttac tggtgaggaa acaggacagc
   321661 cggtactatc atatatcgca aaaaactata acgtggatgt aaatgtactg tacggaaata
   321721 ttattgaact tcaaaatgtg ctatttggaa atcttcttgt agaattgcaa ggtgaacaga
   321781 gggaaattca aaaagcatta caacatctaa gactgcaagt gcagctgaag gaggtagaag
   321841 ctcatgcgag ttgattggag tatattttgg ccgcgcatac tagatgcgac gggagatacc
   321901 ctcttaatgg taattgtaac ccttatattc gctacaattc ttggtatacc tctaggttta
   321961 cttttatatg taacgagaaa aggaaacttt ttagaaaata aatgggtctt ttctattctt
   322021 aatatcatca ttaatacaat tcgtccgatt ccattcatta tcttcttagt agctttaagc
   322081 ccgttaacaa gaagtgttat cggaacgaca attggaacag cagcagcaat ttttccaatg
   322141 acgttagttg catcaattgg tatcgctaga atggttgaaa caaatcttgt ttctgttccg
   322201 aaaggggtaa ttgaagcagc gcaagcgatg ggtgcttcac caattagaat tgtttttgaa
   322261 atccttgtac cagaagcgtt agcgccatta attttaggtg ttacatttat gacagttggt
   322321 ttaattgaat tttctgcagt tgctgggctt gtcggtggtg gcggtcttgg tgatttagca
   322381 atgacatatg gttatcaacg ttttgataca tcagttatgt tcgtaacggt cgttttactt
   322441 atcattctcg tacaattagc tcaaaactta ggaaactatt ttgcgaaagt ctttttacgc
   322501 agatcataaa aaggaagagg ggaaaagaaa atgaagaaaa ttttagcatt tgcattatca
   322561 gcaattgtag gggtttcagc attaagcggc tgctcaagtg gagacacagg ggcaggggcg
   322621 aaagaaaaag tagttcgcgt cggtgtaact ggaacggatg gagacgcttg ggaaattttg
   322681 aagaggaaag ctgaaaaaga aggaattaaa attaaactgg ttgagttctc tgattacaca
   322741 acgccaaata aagcgttagc tgatggagat attgaattaa actcattcca gcacattgca
   322801 ttcttagaac aatttaaaaa agagcataag ctagatatta cagctgttgg tacaacgcaa
   322861 attgcaccaa tgggtttata ctccgaaaaa cataagaaag caaatgaaat tccagatggt
   322921 tcagaaattg cgattccaaa tgatccaacg aaccaagcac gtgcattaaa acttcttgat
   322981 gcagctgggt tattaaagct taaaaaagac tttggtctat ttggagatcc aagcggcatt
   323041 gctgaaaatc cgaagaagtt aaaaattaca ccggttatcg cacagcaaac acctcgtgta
   323101 ttaaaagatg tagcagcttc agttattaat aacggtgttg ctggtcaagc tggattagat
   323161 ccagcgaagg atccaatttt cttagaagat ccaaagaatg aaaatgcgaa gccatatatt
   323221 aatattttcg cagctcgtac gaaagataaa gatgatccaa cactgaaaaa agtaattgaa
   323281 ttatatcatt caaaagaagt aacagatgca attaagaaag aaacaaatga tggttcgatt
   323341 tcagtagatc tttcacttga tgagcttgaa aaaatcgtaa aataatgatg gggtttaatg
   323401 gactaacaga aggaacccct ccgctgttag ttcgttcaac atataagcta cttaacaaac
   323461 aaaccctaat tctgtacctt ccaattctat ataacgtaga atccaatgtt tgttaagtag
   323521 agtaatggac caggagtttt cctggtcttt tttatgaatg aaagtagcta gcgagtagta
   323581 aggtaatcca aatgataatg ggataagaaa ataagctgaa cacgagtgta attacgaatt
   323641 gctttttatg aattaagtgt ttttgggatg aaaaaaagaa aatagaaaaa ataacaatga
   323701 aaactgtgga tattacgcca ggattatagg agcgataaat aaaaaacaaa ataatatgtt
   323761 gaacagagtt gaagaagata gccccttgta taaaaataat ccagtatata gaagacaaga
   323821 aattcagttg atatagaaag atgataacta agacaaagag agttaataca gaaatcgcaa
   323881 tgaaaaagtg ttggctactt ataaaagtaa tcgaaaattg attagcaaga tattgtggca
   323941 tttggaaaga ttcttcaagg ttatgaatga aaaataacaa gggaataatc caaaatataa
   324001 tagtagaaat tcttttcaac aacttacctc actccaatat ggagatagaa agcctaaaaa
   324061 ggccctctat ccagagatat tcattcgatt ataatatttt ttaaattatt tttatgatgc
   324121 ccttgttcgt tcggataaga agatagctcc tcttgtaaaa tatttagcat ttgcttagca
   324181 gattgctgga ttggggcagg taactcttct aatatatgca taccgacttt tatttttgta
   324241 cggattatct tccttagtag ttcttcatgc atgcacgaca cctccaaaac gaatgtttag
   324301 tacgtcctct tcaaacttag ccccttgaat agaaaggtgc gttaatgttt ttggtaatgt
   324361 gatgttccgt ttaacagaac ccgcgcgaat gataagctca tcaccttttt gatttaatgt
   324421 gagctcactt ttatttgaga agggaatgga cagaacgaaa atatattcat cgccatcttt
   324481 ttttacatat tgtgtgcggc cgttaaattt cacttcagta ggacaaggtt cagttttaaa
   324541 taaagcatct cctacacgct ctaacatagg caaaccaaca acttcttgtt caaacattgg
   324601 tgcttcgtaa ataggaagtg gatcaaaact atcttgaatt aatgttttat atttcttttg
   324661 ggtatctttc catgcttgaa aataaggatc ggtgacagtg ttaggaatga cgcggttgat
   324721 cataatagca tctacgttat aatcgtacaa atttaaatac gtaaagctgc gctgtgcttc
   324781 tttaatgacc attttttcag gatttacaac gatgcggata cttgttactt ctcggtttga
   324841 taaaatatct ctcatttctc cgagctgttc aagtgtattt gttaattcgt ccataatatc
   324901 atcggttgga aggggcacac caagaagtgg ttgagctaca gggcgaacaa ctttaaaact
   324961 tttcttttaa taggaaagag tttttccatc caccagccga gcatgtctgg aaagctgagc
   325021 attgctaacg tttctccagt tggagcgcaa tcaatgataa taacatcata tgtgttttgt
   325081 ttataataat cgagtacgcg aagtaagcta attaaatctt ccataccagg aaacatcgtt
   325141 aattcttccg ttgtaatatc atcagctgct ttggaagtga agagtagtgt aatatatttc
   325201 tgtaactttc cccagccttt ttccatttca taaattgtat taatttcttg tgcccacaaa
   325261 ttttcacgaa tttctaatgg ctcagaagat agttttacac caaatgaatc tcctaaacta
   325321 tgagctggat ctgtactcat tactaaagtt tttaatcctt gttttgcgct ttgaattgct
   325381 gttgctgctg aaatgctagt ttttcctacg cctcctttac ctgtatacaa aataattctc
   325441 atcatttata tctcctttgt ttcgaatatc gaatattacg agtgtcaaaa taaatgattg
   325501 aataaaaacc caactagggt tttattcaat cggaatgttt ttcattttag gtgtagaaac
   325561 cttttcttct gttttttgct gtgacgtagc aatgtgattc ataatctttt ggaagatttg
   325621 tagtaaaaat gctttttctt cttctgataa tgcttccgtc actaagttaa agtaatgggc
   325681 tgcattttgt ttcacttctt gaacaagcgt tacaccgttt tctgttaaac gaattaatac
   325741 aatacgtcgg tcgttttcat cacggtagcg ttcaatataa ccctttttta caaggcgatt
   325801 tacaacgcct gtcgtcgtac tcatcggtat atcaagaaga tcagcaattt ttgtcattgt
   325861 aatatccgta tttcgctcca tccaaagtaa acaaaatact tcagttttag aaagtgttaa
   325921 atcgaggctt acccattctt caggataaaa aagtttcttg gcgttatcta gcagtaagtc
   325981 taaaaaatgt tcgtattgca acaattaatt ccactcccgt atatttcgag attcgtaata
   326041 tttgttttta ttttatgtag aattgaaata aatgtcaatg gttttaattg ttttttctga
   326101 ttaggcagaa aattcacctt gaaatattat tcttttatga aagatttata aatataaaac
   326161 tagaatttac ataaaaattc atcatagtaa atatacttat ctataataga tgtacagcta
   326221 acgaggggga gaacgatgag aagacgtaat acgcaagcgt tcacgttttt agcatggact
   326281 tcatttgttt gcgcgctttc aggtatgcta attggaattt atacgctaga tgaaacgctt
   326341 agtgtaaaat gatactattt aattggaaca ctatttttaa caatgtcttg ttttgtatta
   326401 caaaaaaaca attcgtgata atgaagaaga taacgagaga tttccgaaaa ataaaccgtc
   326461 agataaagag taaatcgtaa agaaaggcgt ttgcctttct ttttttatgt aaaaatgctg
   326521 taagtgccgt gtgttgactt gcttgaagta ctgaaaattt ggtatcatca atagtattgt
   326581 agattgaacg atatattatg gaggtggcct agccgtgtca agaatttccg ttgagaatgt
   326641 aaagcacgta gcacatttag cacgtcttgc aattactgat caagaagcag aaaaatttca
   326701 aaaacaacta gatgcaattg ttacatttgc agaacagtta aatgaattag atacaacaga
   326761 tgtaaaacca acaactcatg tattaactat gaaaaatgtt atgcgtgaag atgtaccaga
   326821 aaaaggttta ccagttgaag aagtattaaa aaatgcaccg gatcacaaag ataatcaaat
   326881 ccgtgttcca gcagtattag aatagaggag gggaatttcg atgtcattat ttgatcattc
   326941 agtatcagag ttacataaga agttaaacaa caaagaaatt tccgttacgg atttagtaga
   327001 agaatcttac aaacgtattg cggatgttga agataacgta aaagcttttc ttacattaga
   327061 tgaagaaaac gcacgcgcga aagcgaaaga attagacgca aaaattggcg ctgaagataa
   327121 tggtttatta tttggtatgc caatcggtgt taaagataac attgtaacta acgggcttcg
   327181 tacaacttgt gcgagcaaaa tattagcaaa cttcgatcca atttatgatg cgacagttgt
   327241 gcaaaagcta aaagctgctg acacaattac aatcggtaaa ttaaatatgg atgagttcgc
   327301 aatgggttct tcaaatgaaa actcaggttt ctacgctacg aaaaatccat ggaacttaga
   327361 ttacgttcca ggcggatcta gtggtggttc tgcagcagct gtagcagcag gagaagtatt
   327421 attctctcta ggttctgata cgggtggttc tatccgtcag ccagctgcat attgcggcgt
   327481 tgtaggttta aaaccaactt acggacgcgt atctcgttac ggattagtag cattcgcatc
   327541 ttcacttgac caaatcggac cgattacacg tacagtagaa gacaatgcat acttattaca
   327601 agctatttca ggccttgacc gtatggatgc aacttctgca aacgttgaag taggaaacta
   327661 cttagctggt ttaacaggcg acgttaaagg tttacgcatt gctgtaccga aagaatactt
   327721 aggtgaaggt gttggcgagg aagcccgtga gtcagtgcta gctgctttaa aagtattaga
   327781 aggtatgggc gcaacttggg aggaagtatc tcttccacac tctaaatacg ctctagcaac
   327841 gtattactta ctatcttctt ctgaagcatc tgctaacctt tcacgcttcg acggcgtacg
   327901 ttacggcgtt cgttctgaca atgtgaataa cttaatggat ctttacaaaa acacacgtag
   327961 cgaaggcttc ggtgatgaag ttaaacgtcg tattatgctt ggtacatttg cacttagctc
   328021 tggttactat gatgcatatt acaaaaaggc acaacaagta cgtacattaa ttaaaaacga
   328081 ctttgaaaat gtatttgcta actacgatgt tattattgga ccaactacgc caactccggc
   328141 atttaaagtg ggcgaaaaag ttgatgatcc aatgacaatg tatgcaaatg acattttaac
   328201 aatcccagta aacttagcgg gtgttccagc gatttctgtt ccatgtggat tcggtgctaa
   328261 caacatgcca cttggtctac aaatcattgg taaacacttc gatgaagcga caatttaccg
   328321 cgttgcacat gcgtttgagc aagcaacaga ccatcataca aaaaaagcaa gtctgtaagg
   328381 aggcgagcat agatgaattt agaaacaatt attggtttag aggttcacgt tgagttaaaa
   328441 acaaattcga aaattttctc tgcgagtcca acagaattcg gagcggagcc aaatacacaa
   328501 acaagtgtaa ttgacttagg atacccaggg gtacttccta ctttaaataa agaagcagtt
   328561 aactttgcaa tgaaagctgc aatggcatta aactgtgaaa tcgcaacgga aacgaagttc
   328621 gaccgtaaaa actatttcta cccagataat ccgaaagctt accaaatttc tcaatttgat
   328681 aagccaattg gtgaaaatgg ctggattgaa atcgaagtag acggtaaaaa gaaacgtatc
   328741 ggtattacac gtcttcattt agaagaagat gctggtaaat caacgcatac agctgatggt
   328801 tcattagtag actacaaccg tcaaggtatg cctttaatcg agatcgtgtc tgagccagat
   328861 atgcgtacgc cagaagaagc atatgcatac ttagagaagt taaaatcaat cattcaatac
   328921 actggcgtat ctgattgtaa gatggaagaa ggttccttgc gttgtgatgc gaacatctct
   328981 cttcgtccag ttggacaaga gaagttcggt acaaaagcag aactgaaaaa cttaaactca
   329041 ttcacttacg tacaaaaagg tcttgagcat gagcaagtgc gtcaagaaaa agaattatta
   329101 tctggtggta tcatccaaca agaaacacgt cgttatgatg aagcaacgaa gaaaacaatc
   329161 ttaatgcgtg taaaagaagg atctgacgat taccgttact tcccagagcc agacttagtt
   329221 gaactttaca tcgatgacgc gtggaaagaa gaagttcgcg cttctattcc agaacttcca
   329281 gacgcacgta aagcccgcta cgttgcagaa attggcttac cagcttatga tgcacacgta
   329341 ttaacattaa cgaaagagat gtctgatttc tttgaagcag caattgcaga tggagcagat
   329401 gcgaaattaa catcaaactg gttaatgggt gaagtgcttg cgtacttaaa caaacaacaa
   329461 aaagaattaa aagatgttgc attaacgcct gctggtttat ctaaaatggt tcaattaatt
   329521 gaaaaaggta caatttcttc taaaattgcg aagaaagtat ttaacgaatt aattgaaaaa
   329581 ggtggagacc cagaagaaat cgttaaagcg aaaggtcttg ttcaaatttc tgacgagggt
   329641 acacttcgta aagttgtaac agaaattctt gataataatg aacaatctat cgaagacttt
   329701 aaaaacggta aagaccgtgc gattggcttc ttagttggtc aaattatgaa agctacaaaa
   329761 ggacaagcaa atccaccgct agttaacaaa atcttacttg aagagattaa taagcgataa
   329821 tagtagtaac ttttaaagat taagcagaaa aacacccgta catgggtgtt tttctaggtt
   329881 aatcaaacgt ttgtttaaat gagagaaaat catttaaaca aacgtttgat taactgtcaa
   329941 aagtggaaaa atgtttgtat agcaactatg gtatgatagt tgcaaaaagg tgggaataat
   330001 gataaatcta gacatagagg tttttttcat ctcatgaaat aatagataat tattattcgt
   330061 tatatgtaaa ttgttgtgag gaaatagatg gacataaatt ttttgtcaaa taaaacaaaa
   330121 ccattgaaat gaatatttac ttttgatggg ctacacgaat cgggttctta ctgcctgttt
   330181 gagcgagata aaagaaggat aggaagatga gaggaggtag gcatgggaat actgaataga
   330241 ggttcggtat gttctttttc tgtgcataaa gaaatttcct gtgctaataa atgatgaagc
   330301 gagcaagaat tatttataat cctacttctg ggcgtgagct atttaagaag agtttaccag
   330361 aagtattaca aaaattagaa caagctggat atgaggcatc ttgtcatgcg acaacgggtc
   330421 ctggcgacgc aactgtggcg gcgaggcaag ctgcggatcg taaatttgat gttgttatcg
   330481 ctgctggtgg tgacggcacg ttaaatgaag tggtgaacgg tttagtaggg catgaacatc
   330541 gtccgaagtt cggaattatt ccggttggaa cgactaatga ctttgcacgt gcaatcggtg
   330601 tacctcgttc tattgaagag gcagcagata ttatttgtga aggaaaaact gtgccattag
   330661 accttggtag agcaaacgat acatatttta ttaacatcgc tggtggcggt cgcattacag
   330721 aattaacata tgaagtaccg agtaagctaa agactgtatt aggacaactt gcttattatt
   330781 taaaaggtat cgaaatgcta ccatcactac acccaacata tgttgaaatt gagtatgatg
   330841 gaaaattact acaagaagaa attacgatgt ttttaattac gaatactcgt tcagtgggcg
   330901 gctttgaaaa ggtagcacca tatgcatcaa ttaacgatgg cttatttgat ttattagtgc
   330961 tgaaaaaagg ttcgattgct gacttaatta aagcagcaac acaagcgcag cgtggtgaac
   331021 atattaacaa tccaaaagta ctgtacacac aagctaaccg aattaaagtg cattcaccag
   331081 acaaactaat gattaattta gatggtgaat acggtggaga tgcaccgatg gaattcgaaa
   331141 atatatatca ttgtctggaa ctatttgttc ctgaacatca agaggatgcc ctgtaaaggc
   331201 atccttttta ttatatagag gaattgtaaa ttggaagtta gtttgatttt catggtattt
   331261 ttacaattcg tttattttat atccatactt tattgataca ctggaggaga taagagacga
   331321 gaggtagggt gtgctatgga gaaggtaaaa gcaatactat ttgataaaga tgggacatta
   331381 atggattttc attcaatttg gataaaagta gctgaagaac ttgtggcgga atgtatcaat
   331441 ttatatgaac tgccaaagtc aatgcagcct actttattaa aagagatcgg cgtggagggg
   331501 gtgtttgtga accctcgtag cgcaatagcg gcaggaacaa gccttgatgt ggcaaagggg
   331561 ctttgtaagt atattacgtc atctaaggaa gaggagatgc atgagtgggt aagtgaaaag
   331621 ttattttccc ttatgtatga gcaccgttcc tatatgaaaa tgacggcaga tttaccgaga
   331681 attttacaaa gtttaaagga tagaggattt attttaggtg ttgtgacagc tgatgatttc
   331741 gcaccgacag aattattttt aaaacagtat caattagagt ctttttttga ttatgttgta
   331801 gcttcagata catttccggc acaaaaacca gataaaagaa ttgtagaatc cttctgtgat
   331861 aagtttcatt tagatgcatg tgaagtagcg gtcgtcggag atacgccaac tgatttacat
   331921 ttagctaaaa atggtgattg ctatgcaatt ggggtgctat ctggtacagg agatcgtcaa
   331981 acgttagaac cacttgcgga tttagtagta caatctgttg aggattttat ttctcattca
   332041 ggtgagttta tttgggaacg aggaaagtct aatgtgtaag aaaaataagt ctataaagac
   332101 tcttaatgag tctttataga cttatttttt atggcgaaat agaaggtgtg taggatgaat
   332161 attggaaaag aatgttggca tacattttgc aataaaaaga gaaaacaatg taaagaaaag
   332221 gatggggtac gtaatgaata caaaaaaatt tgctaaagta aatgaacaaa ttcctggacc
   332281 gaaagcagcg tctttactag aacgccgcca aaatatagta ccaaaaggag taagtaacgg
   332341 catcccaacg tttgtacaat ctgcaaacgg tgctcttgta acagatgttg atggcaatca
   332401 gtacattgat ttcgctggag cgataggaac aattaacgta gggcattgtc acccagctgt
   332461 taaagaagcg ctccataaac aagtagatca atacatccat acgggcttta atgtcatgat
   332521 gtatgagcca tatattgaat tagcagaaaa acttgcggca ttagcaccag gaagttttga
   332581 taagcaagta ctatttttaa atagtggtgc agaagcagtt gagaatgcgg tgaaaatcgc
   332641 tcgtaaatat acaaaaagac ctggcattat cgctttttct aaaggtttcc acggacgtac
   332701 attaatgaca atgacgatga caagtaaagt aaaaccatat aaatttggat ttggcccatt
   332761 tgctccagaa gtatataaag cgccattccc ttatgaatat cgttgcccag aaggattaac
   332821 ggaagagcag tatgatgact ttatgattga agagtttaag aatttcttca tatcagaagt
   332881 agcaccagaa acgattgcag ccgttgtaat ggaacctgtt caaggggaag gtggatttat
   332941 cgtcccaagt aagaagtttg cgcaagaagt acgcaatatt tgttcagaac acggcatctt
   333001 atttgtagcg gatgaaattc aaacaggatt tagccgtaca ggaaaatatt ttgccattga
   333061 tcattatgat gtcgttccgg atttaattac ggtatctaaa tcattaggtg ctggtgtacc
   333121 aattagtggt gttattgggc gcaaggaaat tatgaatgag tctgcaccag gagagcttgg
   333181 gggaacgtat gcgggaagcc cgctaggatg tgcggcagca ttagcagtac ttgatgtaat
   333241 agaaaaagag aatttaaatg atagagcgat agaattagga aaagttgtaa tgaaccgatt
   333301 cgaagagatg aaaaataaat ataattgcat cggtgatgtg cgcggtttag gagcaatgtg
   333361 tgcattcgag ctcgttcaag accgtaagac gaaaacacct gataaaacgt taacagctaa
   333421 tttgtgcaca gaagcaaaca aacgcggcct acttctacta tcagcaggaa catacggtaa
   333481 tgttattcgt gtactaatgc cgctagttat tacagatgag caactggaag aaggattaac
   333541 aattattgaa gaatcattgc aaatttgtta tgagaaagca aatactgccc gtgtttaaaa
   333601 gttaaataaa tagcaaacat tctagctgac tctatataaa atgcagaaaa ttcactttat
   333661 aataaaggta gtgaagtgaa tcgatggatt ggaagttagg ggtggctagg atggttgcag
   333721 aaaaggaacg agtgttaatg gatttacaag atgtatttga atatgcgttt gacgaaattt
   333781 ttgtgactga cgacaaggga atcgttgtgc gtgtaaatag tacatgtgaa aggcactatc
   333841 aaatagctgc taaagagtta gtaggtaagc atgtaaaaga attgcagaag gatgggatct
   333901 tttatccatc agcaacgtta gaagtaattg aaaaaaagag gccgattgaa ctcgttcaaa
   333961 cgacaaaatc aggagagtat ttacacgttc gtacaaggcc tgtttttgat gatgagggaa
   334021 atttaagaag ggtgattagt tactctcgtg atcttacaga actctatcaa ttacgtcaaa
   334081 aggtagaaga aatggataat cagttaaaaa catataaaaa agaattaaga gaaacatatg
   334141 aacatgaagg acttattttt aaaagtatcg ctatgcaaaa aataatcgag acaatcaaga
   334201 aagtatccgt ggtagatagt actgttcttg ttttaggtga gacaggagta gggaagagtc
   334261 gattggtgcg tcatttacat gaaatgagta accggaagaa cgaaagtttc tatgaaatta
   334321 attgtgcggc attgccaacg aatttaattg agtcagagct ttttggatat tcaggtggat
   334381 cctttacagg tgcgaatcgt gaagggaaaa agggattatt agaatcagcg cataaaggaa
   334441 ctcttttttt agatgaaatt ggtgaaatgc cacttgaaat tcaagcaaag cttttgcaag
   334501 tgttgcaaga gaaaacgttt cgccctatag gcggaagaga attaaaaaag gtggacgtta
   334561 ggattgtagc ggcaacaaat agagatttaa gtatgatggt gaaacaagga acattccgga
   334621 aagatttata ttatcgtctg aatgtcattc caattttaat tccaccacta agggaaagaa
   334681 ctgaagacat tttgccactc atttatcatt atttacaaca ctttaacgag aaatatggaa
   334741 ggaatgtaaa attagcgcct agtacattgc aaatgtttgt tggttacccg tgggaaggaa
   334801 ataatagaga aattgaaaat gtaattgagc gaattgttat aactgctgat gatatcgtta
   334861 cgatagagga tttgccaata gcgatgcaag aatcaacggt tgaacaatcg ggccaaagtc
   334921 tctataaaat gttagaagaa gtagaacgga atattatttt gaaagcatat aaaacatatg
   334981 gatcgagtta taaagtagcg gagtttttaa aaataagtca atctgctgcc acgagaaaaa
   335041 taaagaaact tatagaggag gaagagaaca ttggataaaa aagcgacatt tgtaaatgta
   335101 gaaaaaaagg cgatgtatat aaatggtgag tggattacat tgcaagaaca aatcgaagta
   335161 aataatccag caacgaagga aatatttgcg actgtaccaa agggcggggt aacagaggca
   335221 aagcaagctg ttgacgctgc gcatgaagct tttaaatcat ggtctaagtt aacagcagca
   335281 gaccgtgcag cgaaattaaa aaaatggttc acacttatcg atgaaaataa agaagagatt
   335341 gcagcaatta tgacgaaaga acaaggaaag ccgtttgcag aagcgcttgg tgaagtgaat
   335401 tatgcaaata gctttgttga atggtatgca gaagaaggaa aacgcgtata tggtgaaatg
   335461 attcctgctt ctcatccaaa taagcgcatt ttagttatga agcaaccagt tggcgttatg
   335521 gcagctatta caccgtggaa cttcccggca gcgatgatta cgagaaaggt agccccagcg
   335581 cttgcagcag gctgtacagc cgttgtgaaa ccggcaagtc aaacgccatt aactgcgtta
   335641 aaattggctg aattagctca tgaagcggac attcctaaag gtgtaataaa cattgtaaca
   335701 ggtagtgcga aagcaattgc tgatacgtgg atggaagatg gacgcgttcg aaaagtttcc
   335761 tttacaggat caacggaaat tgggaaagag ttaatggcta gtgctgcaca aacgatgaaa
   335821 aaagtttcac ttgagttagg tggtcacgca ccgtttattg ttatgaatga tgcggactta
   335881 gataaagcag tagaagcggt gattggttcg aaattccgta acgcaggaca aacatgtata
   335941 tgtacaaacc gagtatttgt tcaggaagaa gtgtatgaag cgtttgtaga gaagttcgaa
   336001 aaggcagtgg gacagttgaa agtaggagac ggtttcggtg acggaacgac tgtaggacca
   336061 cttattgacg agaatgcagt ttcgaaagta caggagcata tcgaagacgc tattcaaaag
   336121 ggtggaacag ttttatatgg tggtcaaaag gttgcagagc tagacggaca ctttatgcaa
   336181 ccgactgtaa ttggattggc gaacgatacg atgctttgta tgaatgaaga aacatttgga
   336241 ccggttgcac cagttgcgaa atttaaaacg gttgaagaag taattgagcg tgcaaatcat
   336301 acgccatatg gtttagccgc ttacattttc acgaaagata ttagtcaagc attccaaatt
   336361 agtgaagcgt tagagtacgg tattatcgga ttaaatgatg gcctcccatc agttgcacaa
   336421 gcaccgttcg gtgggtttaa agaaagcggt attggtcgtg aaggtggtca tttcggtatc
   336481 gaggaatatt tagaaattaa atatatttca ttaggactat aagtagtata ctagaatctc
   336541 tataaggtaa cagagaagga gattctatta tggtatattg gctattatta ctcgtaacaa
   336601 ttatttttga agtagctgga acaattgcga tgaaattatc aaatggttta acaaagctcg
   336661 ttccaagtgt acttattttc gtattttatg gaatttgttt cagcgtgttc gccatcgttg
   336721 taaaaaagat tcatttaagt attgcttatg caatttggtc tggtgttggg acgttactta
   336781 ttacaattat tagtgtgtac ttttttaaag agcacattag cttattccaa gcatgttgta
   336841 ttctttttat cgtgttagga gtaattggac ttaaggtgtc atctgcatca taaaaggcta
   336901 tcttccactg gggagatagc cttttacttt tattaaaatg cccaattacc tttacggaag
   336961 attggttcat gtctgccatc agctgtaata ccgtcgatat caagcttagc tgatccaatc
   337021 atgaagtcgt tgtgtgtaat actagtgttt gcaccatttt cagcaagttc ttctttagac
   337081 attgtttttc cgccaactaa gttgaatgca taagcacttc cgattgcaag gtggcaagat
   337141 gcgttttcat caaatagcgt attgtagaat aaaatatttg tatttgaaat tggtgaatca
   337201 tgaggtacta aagccacttc gcctaagaag tgagaacctt tatctgtttc tactaaatgt
   337261 tttaaagctt cttcgccaac ttcagcttta taatctacga tacgtccgtt ttcaaatgtt
   337321 aacgtgaagt tatcgataat gttacctgca aatgctaacg gttttgtgct agatacttgg
   337381 ccgtttacac ctgttttaag tggcattgta aatacttctt cagttggaat gttcgccata
   337441 aatggtacat tcttttcatt taagctacca gcaccagccc atacatgctt ttctggaagt
   337501 tcgatcgtta aatctgttcc agggcctgta tagtgaagag ctttataatg tttttcgttt
   337561 aagtaatcaa cttttgtatg taacgtttta tcgtgttctt tccatgcttc cacaggattt
   337621 tctaaatcag cacgagtcgc tttgaaaata gcatcccata gttttgcttc ttgttcttct
   337681 ggtgcagcgt cagggaatac tttcgcagcc cattctttcg taggaacaga aatgacacac
   337741 cagcttactt tatcagcttg tacgtaatca cgatatactt tcattgcttc accggctact
   337801 ttatgagctg ttgcaatacg cgttgaatcc acacctttta ataaatcagg gttttctgca
   337861 taaatagaca taaatgcggc gccttctttt gctaattctt cacgagcgtt tgctttccaa
   337921 gatgggaact cagcgaatgc ttcttcagga gctagatcga actttaagcg tgttaacgtc
   337981 tcatcattcc aatccacata tacgtgtttt gcaccagatt tatatgcttt ttctgtaacg
   338041 agacgtacaa attgtacagc ttcaagaggt gcactgattg ataatgtttg tcctggttga
   338101 atattaacac caacattgac tgcaagggca gcatatttct ctaacgtttg ttcaaatgac
   338161 atatgtataa tctcctttaa tttgaaagat ttcttactat atataataca agaaaattca
   338221 aaaaatatat ataaatatag cataaaaaga gagctcaaaa tatattgagc tctcatcgtt
   338281 atttaatcga agaagcaaat tgttctacgg tcgtcgtatg gtgtatgcga acacgcttca
   338341 tttttaacaa ctcatcgggt tcaccttttg taatgaattt tccaggtttt gttgttgttg
   338401 cgaattgata atattttttc gtttctgcaa cgactttatc atctacgtga ccgaatggat
   338461 aggcaactgc gataacgggt ttacctgtta ttttttctag cttttctttc gattccttta
   338521 attcttcttc atagtttgta atcttcggca agtccgcatg tgttgcagta tgagattgca
   338581 tagagaaaat gccggaatcc accatttctt ttatgtcaga tgtagaaaga gatccttcag
   338641 catcaacatt attaacaatc atatattctg ttgccaccgg tttaaacgta tcgtctttta
   338701 gcttttgtaa aacatgaaat gcattcatat tatttttcat accatcatca aatgtaacaa
   338761 agataggttt atttacttta tttatatcgc cccagcgttc aaacgttaac agtgtataac
   338821 cattgtcctt taaatatttc atttgagctt caaagttagc gggtgatacg aataagtctt
   338881 taataccttg accgtgataa tcatcgattg catggtacat aagaacggga accttttgct
   338941 cgaaagtaat agcagatttt gtgagtggaa tggttttccc atcttctttt atgcctattg
   339001 cttcaatttg gaactcaccg cgttttcctt caaattcttt tgtgtcaaaa ggaagtgaaa
   339061 attgcttttc cttttcttta gaagacaaag atttagcagt ttcctttcca tcagcggtac
   339121 gccaaatttt atattgtacc tcagttaaag tatcttttat atctgtcata tgaatagtag
   339181 tatttgtaga ttcgtgtgta attgggttat aagaaatttt accttgttct tgcacagtct
   339241 ctgcttgttt cttagtttct tgaacctttc tctctttgtt aggttcctgg cttacattgc
   339301 tagtattaca gcctgctaga atggcagatg tacataaagc gattgctgcg tattttctca
   339361 taaaatcacc ttctattgtg tattatgttt cgtacttcta tttaaaatcc ccaccgctgt
   339421 aagagaggtg gggatatacc cttgttcatc atgtcatttt agtaataaga tagtttttaa
   339481 tagagccatt tctaccgttt ttttagtaaa gtttacttta taagagatat gaatttttcc
   339541 atcgatgtat taggccctac aaaatggcgt ttaattaagt actgttcgtt cggcatccct
   339601 tttgtaatat gattaccgtg atcagtagtt actgcgaact cataatattt tttcgtttct
   339661 tcaacagctg gatcattata agaacctact ggataggcga gagcgatgac ctttttacca
   339721 gtaagagctt caattttctc ttttgaacca cgtaattcct catcataatt attggagtga
   339781 gccatcatcg tatgattagc agtatgagat tgaatagaaa aaatgcctga atccatcatt
   339841 tgctttatat catctgttga tagacgattt ggtttgtcta tctcatttgc agtaaggaat
   339901 tcagtagctg caggctggaa tgtatcatcc tttaattttt gtaaaatatg aagagcgttc
   339961 atattatttt ttcgaccatc atccattgtt atgaaaatag gtttatttac acggtttata
   340021 tcattccaac gttcaaacgt aagcatcgta taaccgttat ctttcaaata ttgcatatgt
   340081 ttttcgaatt gttcaggcgg tacgtataag ccataatctc catcacttgg cccaggaaat
   340141 ttttcaattg catggtacat taaaacgggt acatgttgct ggaatgtaat tttagatgtt
   340201 actagatttg tttcagtatt atcttcttta attcctactg tttcaatttg aaattcgcca
   340261 cgttttaaat ggaatgtttt taggtgaagt gggagggcaa aatcacgatc tttttcttgt
   340321 gaagtgaaag tttgtttgct ttcagggcca tcagcagtac gccaaatgtt ataacgtact
   340381 tctttaaacg aatctcttaa atcttttgtg taaagcgtgg tattttgtgc gttatattca
   340441 tacggatccc atgtaataac tccttgcgtt aaaggaagtt caactgcttt cgcttttttt
   340501 tgttcaactg cttgtttcgc cgttgtttct tgtatttgtt tatcactagc gctactagtg
   340561 ttacaaccta cgagaatagc agaagaaagt aaagcgatat atgtatactt tttcattcta
   340621 tcatccttct attgtgattt aattatcatc acttatatta tgaaacaatc gttcttataa
   340681 gtgacacgaa tccaaatttt cgattctaaa aatttgaatt atacccttgt ccatcatatc
   340741 actatagaat atatagggga atatgttttt gggatattta cataaaaata catatagaag
   340801 ataaaaaact ccacccaaac ttcttttaga aaaagagaag taaggtggag tttttttaaa
   340861 taaacaatcc agcgattgtc gcagataaaa tagaagcaag tgttgatgca aatagcattt
   340921 tccaaccaaa tttcgatacg atgcttcctt gtttctcaga aagagcacga attgtaccaa
   340981 cgatcgctcc aatttggcta atacttgcga agctaattaa gaatactgta acgattccaa
   341041 ctgtacgtgg agataatgtt gctgcaacac cttttaaatc aaggattgct acaaactcgt
   341101 ttaatacaat cttcgtaccc ataattccgc cagctgggat aatatcttga gctggaatac
   341161 ccattaagaa tgcaaatgga gcaagtacgt aaccaaagat ttgttgtaac gtaacggcat
   341221 gtcccattgc acctgaagct gcgctaatta cgtagtttac aacttccatc acaccgatga
   341281 aagcgatcat taatgcggca acgatacctg ctacttttaa accgtcaagc gcaccgttaa
   341341 tcattgcacc gataaagctg tccccgaata cagttcggtc aaatttctga actacttcgt
   341401 cttccttttt cgtatcaaca ggtgttaata acgaacaaac gattaagctt gagaataagt
   341461 ttaatggaag agctgctaat acatattttg catctaacat cattacgtat gatgctgtaa
   341521 cagaagcaga aactgagctc atcgcagaac aacaaatgat aaacatacgg tttttgttaa
   341581 aatgctgtaa atcattttta ataacgatta aagcttcact tgaaccgaag aatacagagt
   341641 ttactgcgtg gaatgattca acgcgtggta aaccagtaac ttttgaaatg gcaccgccga
   341701 caacgcgaac gatgaatggt aaaacaccta aataactaaa gatagaaagt agtgctgaga
   341761 aaaatacgat aattaataat acgtttaaga aaaagacaaa atctctttga attccattaa
   341821 agagaaaatc gacgcctgtc gtaccaagtt taattagttt gttgaaaact ttactaatga
   341881 agatgataat ttgttgacca atttttgtgc caaacataaa ccaaccgatt aaaatttgga
   341941 aaccaatcat aattgcaatt gcacggaagt tgattttact tttgttgttt gacaaagcaa
   342001 aacataaacc taaaacgaca agaataccga taatgctcat tacatattgc atgtagttgc
   342061 ccctttcaga agttcgtata aagtttgtac ataaaacgct cgttatatta ctaaaaataa
   342121 aacaaagagg ttttatgtca tacgtaagat gtctgacctt ttagaaaaat aaaaataaaa
   342181 aaagacccat atggattcac tttcatctat gagagaaagc taatcaatat gagtcctttt
   342241 ttgcacatag gctaatattc attagttttc cccatagtcc agcaatttaa ggttgccggg
   342301 tagaaactct cgatccatat tatcgagtat atatgaggta acatcgtccg tattaaatta
   342361 gtagtagcgt aacattaaca gagaactatc gtcaatagct ttttttcttc caatagaaat
   342421 agaccatata agtatgataa aatgtaacgc agtgttatga aaaagagagg tcggaaaatg
   342481 agtacaaaaa tgacgccacc agttgaaaaa aacgagttta tagatgtagt atttgaagat
   342541 ttaacacatg atggtgccgg tgttgcgaaa gtaaaaggct atcctatttt cgttaaaaac
   342601 ggattaccag gtgaagaagc gcaaattaaa attgttaaag tgaagaaaaa cttcgcattc
   342661 ggacgtttaa tgaaacttca tacagagagc ccatatcgta aagatgcaga atgcccagtg
   342721 tacaatcagt gcggcggttg tcagcttcag catttaacat atgaaggaca attacaagcg
   342781 aaagaaaaac aagtacgtga cgttatgcag cgtattggcg gattaggtga tgttcctgtt
   342841 catcctgtac ttggcatgaa gaatccgtgg gtataccgta ataaagcaca agtaccaatt
   342901 ggagaacgtg agggcggact tgtagctggt ttctatcgtc aaggaacgca tgacattatt
   342961 aatatggaat catgtttaat tcaagcagaa gaaaacgata cattgattca agaagtaaaa
   343021 cgtatttgtg aaaaacacgg tatttcggcg tataacgaag agcgtaacaa agggacactt
   343081 cgccacgtaa tggctcgtta cggacaagta acaggggaaa ttatgcttgt cttcattact
   343141 cgtacagcag aactgccaaa caaaaaagca atcattgaag aaattgccgc gaaattccca
   343201 gaagtaaaat caattgttca aaacgtaaac ccgaaacgta caaacgtaat tttcggagac
   343261 aaaacgacag tactgtacgg atcagaatat atttatgact ttatcgggga tattaagttt
   343321 gcgatttcag cacgttcatt ctatcaagta aacccagagc aaacgaaagt gttatacgat
   343381 aaaacgttag aatacgccaa attagatggc aacgaaacag taattgatgc ctattgcgga
   343441 attggatcaa tctccttatt cctagcacaa aaagcgaaaa aagtatacgg cgttgaaatt
   343501 gtgccagaag caatcgaaga cgcgaagcgt aacgcagcgc taaacaatat gacaaacgct
   343561 gaatttggtg taggagaagc agaagtagtc attccaaaat ggtataaaga aggcgtaata
   343621 gctgacacaa tggtcgtaga tccaccgcgt aaaggttgtg atgaggcact acttaacaca
   343681 atcatcgaca tgaaaccaaa acgcgtcgta tacgtatcat gtaacccagc aacattagca
   343741 cgtgacttaa aagtactaga agaaggcgga tataaaacgc aggaagtaca acttgttgat
   343801 atgttcccgc atacgacgca tgtggagtgt gtagcttggc ttaagttggt ataataaaaa
   343861 agcagttgat ataggaaaat ctataccatc tgctttttgg tttattgaga gtttgaaatt
   343921 gtattcatag tgagaggatt tgaatttgaa atgatagata atttttggcg tgatttacca
   343981 cgaccatttt ttgtacttgc accaatggaa gatgtgacag acgttgtgtt tcgtcacgta
   344041 gtaagtgagg ctggccgtcc ggacgtattc ttcacagagt tcacaaattc ggatagctac
   344101 tgtcatccag aaggtatgaa aagcgtacgt ggacgtttaa tttttacaga agacgaacag
   344161 ccaatggtgg cacatatttg gggagataac cctgaatatt tccgtcaaat gagtattggt
   344221 atggcagaac taggatttaa aggcatcgat attaatatgg gttgcccagt accgaacgtt
   344281 gcatcaagag gaaaaggtag tggccttatt ctacgtccag atgttgcggc agaacttatt
   344341 caagctgcaa aagcaggcgg actacctgtc agcgtaaaaa caagacttgg ctttaaagag
   344401 ttaagcgaat gggaagattg gttaacgcac atcttcaaac aagatattgc gaacctttct
   344461 attcatttac gcacaagaga agaaatgagc caagtagatg cacactggga gctaattccg
   344521 gagattaaaa aattacgtga ccgtattgca ccaaatacgc tcctaacgat aaatggagac
   344581 atccctgacc gtaaaactgg gctggaactt gctgaaaaat acggcattga tggcgtaatg
   344641 atcggacgag gcatctttaa aaatccattt gcgtttgaaa aagagccaag agagcatagc
   344701 agtaaagagc atctagatct tttaagacta caacttgatc ttcaagatca atatgcagaa
   344761 gtattaccac gatccataac gggattacat cgcttcttca aaatttatgt aaaaggcttc
   344821 cctggggctg ctgaactaag aaatcaattg atgagcacga agtcaacgga tgaagtacgt
   344881 gcattgctta ataagtttga ggagagtgtt aatgtggtag aaggtagtga aacggtgtaa
   344941 ctgttgaaag ttagagggga tggattttat tcatttatgg ggagttgttt tatttagttt
   345001 tgagatcttt tttagacaat aactgaaaag ggaatttctt aagaatgaat aaagctatca
   345061 gtatcttttt gttgtaacat atactttgta tatgtggagt gtttggtttg attaaattta
   345121 gtttaaaatg aggcaacttt ccttttggag agttgtcttt tatgctttac agtaaatata
   345181 taggcaagta attagagtga atggggaagg ttgaagtgaa aaagaagaaa aagttatcag
   345241 ttatgaaatt tttaatatat atgctaatag caattgtagt tattaattgg atctataaga
   345301 cacccgaaga gaaaaaagca gacttagaag aaaaagttgc gagctatgaa gagttcgaat
   345361 cacactgtat aacatatgaa gattggaatg ttgataaagg tgggaacaaa aatttaaata
   345421 ctttgtataa tgatcctcaa gaatgcttgg aaaaagaatt atttatatgg cggaacgatg
   345481 gtacggagct aacaagggga gtagccaaat tagtatttca taacacagat tactatttta
   345541 cagaagaaga attaaaagat gatattcaaa cggaggcgga aaataaatac aaattacttg
   345601 aagaaattca gcgcgagtgt aaatctacat tgcttggggg tttttcatat gattattata
   345661 cagatggata tgattatata atagaggaca catcaggcga aaaatcaaag atgaatgaaa
   345721 aaatttttaa tagtctattt gaaattacaa aaacgtataa aaataattaa ctaggtgtat
   345781 gagggaaata gaatatttga aaaatggcta ctgttttagt tgataaaaac tatagggtat
   345841 tcaaatgact cgatggataa gaaatatact accttttctc cacggttaca ctattttctt
   345901 ggtttctggt tataacctcc acaagcaata atccacccaa gactacaaaa cctcccccta
   345961 aaatgttaaa gtagtaactt aacaacattc atttacacat gctaaaagca ttactataat
   346021 caacatttca ggaggaaaaa caatggcaat gagcaacaac gatatattaa aaagagtaag
   346081 atacgcttta gatataagag atatagatat ggtagaaatc tttaaacttg gtggtataga
   346141 agtaacgaaa gaagacgtag ttgatatgct tacaaaaata aagagagcac ctcagtacga
   346201 acctgaaaac cctgatgtgg aagaagatga gtacgtaaaa acatgcgata tgatgatgtt
   346261 agaggcattt ttcaatggat ttattacttt aaaaagaggg aagcaagatc cgaaacctgg
   346321 acaaccggca cctgtacaaa gcaaagagag tgccaataac cttcttctaa agaaaatgaa
   346381 aattgcactt tcattaacga gtgaagatgt acttgatata ttagatagcg taggcgttaa
   346441 ggtgacaaaa ggagaactag gcgctttatt aagaaaaaaa ggccataaaa attacaaaga
   346501 gtgcggcgat agatacgcaa ggaatttcat taaaggatta gctgtaaagt atagaggata
   346561 atgattccgt taaagcggta aatgatataa taggtagagt agggtgttcg tatcctactc
   346621 ttttttattt gtaaaataat acgttaggtg atgaaatgat acatacttat ttaggtgaga
   346681 caattaattt tcatataact tataaaaaga aaaagtcggt gcgtcttttt gtagattctt
   346741 acggaaatgt ggaagtacag gcgccgaaag ggacacctgt tgaatactta atccagttgc
   346801 tagaagagaa gtgggattgg attcagacaa cacgtaagga aatggcggag cgagcgcgtg
   346861 gaccacagga aaaggattat gatcaaggag aaggcttttt gtatttagga aatacgtatc
   346921 cgatacagat ttcccaagat gcaagtattg agcaagacaa tgcaattttt gaaggagata
   346981 agctacatat ttatgtgaaa gagctaaagg atgagaaaat acaacaagct ttaaagcgat
   347041 tttactataa acagtgtaag tcattagtag ggaagagtat taaagcgcat caaagtaact
   347101 tcaaaacaaa accacgttct attcgtatta cagatagtag ccgcacatgg ggtacttgcg
   347161 attcaaattt acaactaacc ttcaattgga agctagcgat ggcaccacag cgagtaattg
   347221 attatgtagt tgttcatgaa atgtgtcata tggttcattt aaatcacgat cgctcttttt
   347281 ggcgtcttgt cgggaagata atgcccgatt ataaggaaat ggagaactgg ttagcattat
   347341 ctagttggaa gatgacggtt taatgttacg ctttgtatag gttgcgatta ttgtcaatat
   347401 ttgtcgttaa gtcgatatat ttcaaaaatc gctgatatat ttggagttgc gctgatatat
   347461 tttgaaaatc gctgatatat ttggagttgc aatcgatatg ttcaaggaag agaaagcaaa
   347521 aggagatgtc atagcagaca tctccttttt ttgttgtagc aattatcgcc caaacttcac
   347581 aacaaaatct tcatccactt tctccatctt atacccacga tacccttccg aaagcaatgc
   347641 ctgttgtcca ccagcattgt tcattggaat gcttttaata tccgtccaat ccctttcatt
   347701 gtcctcacgc aattccttca caaaaacata ccgcatacta ccaccatact tctccttcag
   347761 cgcagcaatt ttcatccctt gtgcgaactt atcttttaaa ctcggaatgt taaaaggagc
   347821 aacggtgcag caaacgtagt cgtatttgct atcttctttt tgtaattcat ccatgatgac
   347881 tgtagctaat attttttgca taccattgcc tcggcagttc ggatgaacat ttgagatttc
   347941 ttgatagatg acgcggtgca gttcactttc tggtaagcca atatcaagtc ctaaatgttc
   348001 atcgtcgata ggagggacga gtagggcacg aaatgcgatg agttcgtttt cgataaaagc
   348061 accgatcatc atgccatttc cttctagaat gtattgaaat tcttcttggg agagtggttg
   348121 taaacggctt ttatcttcta gtgcttcaac tacaacgttt tgtagtaata aaatttgttc
   348181 gatgtactct agtgatagta atgtaacgtg aaatcgctcg ttattttgtt ttaatctgcc
   348241 ctcgtataga actgtcatgc gttagccctc ctttagcgta caatgtcttg aaagacggtg
   348301 agttctcgta gtgtatcttc atttatttca atgccgagtc ctggcttttc gtttaagcga
   348361 ataaatggta cgtcgtaatg taagtttccg atgtccttcg tgaattttaa tggacctgta
   348421 agttcaacgc tcgtaataat ttttttcgaa aaagcgacat ggaatcccgc ggaagaggca
   348481 acggatgatt cgaccatgga tccaacttgg cattcaatgc ctgccatttc agcttgatga
   348541 gcaagtttta cagctgggta tatgccgccg catttcatta gttttatgtt tactttatca
   348601 gccgcgtcta aattaataat ttggcgcatt tcacgagagc cctttaatcc ttcatcaatc
   348661 ataagcggaa ggtctgtttt cgaacgaatg tgagccattg cgtcaatatc gtctgcgatg
   348721 acaggctgtt caatccagtc gatgtttaaa tgtcctaatg aacgaagtgc cattaatgtg
   348781 ttggcgctat ttttccaacc ttggtttaca tcaacacgaa ttgcgatgtc atttcctaca
   348841 cgctcacgta ctgcttcaat tcgttttaca tcttctttta catttgtacc gactttcatt
   348901 ttgaaagatt ggtaaccttt ctgaatcata gaggcagctt cttcggccat ttcttctgga
   348961 tctgcgatac ttaatacgtg agtgatagga aattcttcat ggtatcgtcc accaattaat
   349021 tgatatacag gttgatttaa ttttttaccc attatatcaa aacaagcaat atcaatcgca
   349081 gctttcgctg ttggaacacc gtaaattgta ttgtccatca tatcgtgtat tttttctata
   349141 ttcattggat tttgtccgat tagtgcaggt gctagcgtat gctttaaaat atggaaagta
   349201 ctttcccatg attcacctgt gacgtgatca tcagcaacgc cttcaccgta accgataata
   349261 ccttcgtctg tttccatttt gacgataata gaaggcatat cagaataaga accataacta
   349321 ataacaaacg gatcgcgaag cggtaaacga attgcgtaaa ggtgaatagc tgtaattttc
   349381 attaggtaga gaccccttcc tgtttacaat agttttatac atttgatata gttgacgtta
   349441 aatagtcgtt aattaatgat aaggagttag agaaatgatg ataaaaattg cagttgtcgg
   349501 ttcaaaagag tttatggaga cacttttacc tattgctcat aaactagaag aaatagaaat
   349561 tgatccatat gtttaccttc atccggcaga atcttctgaa ctattaaagc gtttaaagcc
   349621 ttgtgatttc atctttttct caggtgcttt accttattat atggcaaaag aaataagaga
   349681 acaattacga attccaagta cgtacttaca gcaagacgag acgactgtcg catcttccat
   349741 tctttctgtc atgtatcacc aagggattca accacataaa atttcaattg atttagtaga
   349801 ccgttcattc attataaatg tgttccatga tattggcata aaagaaagtc cacaagtgtt
   349861 tgattatgaa aatatgctgt ggagtaaaga tgaaataaat agagttattg attttcatgt
   349921 agctaaatat caatctggaa aagctcattt agctttaact agtattcatg ctgtctatga
   349981 tgaacttcaa aaaataggta ttccttcaga acgtatgata gatctgaagc aatccattat
   350041 acatgggtta aaagatgcaa aaataaaagc tgagttagca agaagccatt cagctactgt
   350101 tggtgcttgt attatttctt ctttagaatt acgagatggt ttgcttgagc aattagatgt
   350161 catttcaaaa gaactacgtg gttcatttaa aacaattgat gaaatgacgt tcattttgta
   350221 tacgactcgt ggtgatattg aatccattat aaaaacaaat ataataaata atttatttgc
   350281 gagtatagaa ggaatgatag ctattggatt tggttacgga aaaactgtga aagaagcgga
   350341 gcaaaatgct aaaatcgccc aaggtttcgc gaagaataat ccaatagacc actgttttta
   350401 tatactaaca agtgataaag aactatttgg tccgttcccg aaagaacaga gagtacaaag
   350461 tttgaagaat gacaatccgg aactaatgaa aatagcgaag gaaacgaaac ttagcccagc
   350521 aaatttatca aaaattattc aatttagtca atcacatccg tcattgaagt ttacagcagc
   350581 agatctttct gaatacttac aagtgactcg gcgatcaaca gaaaggttat taaagaaact
   350641 agttgattat gggtatgttc atatttgcgg cgaggaaatg ccttatcaac aagggcgtcc
   350701 tcgcgcaata tatgaactga atttaccgtt atctttaagc ttctaattga gcgttttgtt
   350761 tttttagtag ttccgctttt tcaatgtcag atagtttcgt aattgtgaga ccagttatac
   350821 cgtaaatgat cgagataata ggtacgatga aattcaatat agcataagga gcatattcga
   350881 atgcacctac gccgagtgtt gcgagtataa atacgccgca tgtattccaa ggtacgaaaa
   350941 cagaagttaa tgttccgcca tcttctaatg ctctggataa atttttagaa tgtagtcctt
   351001 tttctgtgta tgcattcgcg tacattcttg aaggaacaac aatcgaaata tattgttcag
   351061 agcaagtaag atttgttgca aaacatgaag cgatagtaga agcgataagt ccctttgctg
   351121 atttcgctaa ctttaaaatt tgatttacaa tggaacgaag aatacctgta tgttctagta
   351181 ctcctccgaa agtcatagcg acaattgtca tagagactgt attcatcatc gaatctaagc
   351241 caccacggtt aaatagctcg tctactagct tgtttccagt gtctataaca aatccagctt
   351301 ggagtgcacc gacagatgct gagacagaac caccttgaat aaagacttgt gataaaaacc
   351361 ctaaaataat acctacaaga atagctggta tagcaggaac ttttttagca accaatacca
   351421 taacgactac aggtatgatt aataggaaag gtgagataac aaaattttgt tgcaatactt
   351481 gtaatgtttg ctcgatactt tttgcatcaa tattgttagc accgaagctt cttcctaaga
   351541 aggcataaac gataagagta ataattaaac ctggaattgt agtaaataac atatgacgaa
   351601 tatgtgtgaa taaatctgta tttgttaatc ctgcggctaa gtttgttgtg tctgaaagcg
   351661 gtgacatttt atcgccgaaa taagaaccgg aaatgatagc accggcaacc atcggagctg
   351721 ggattcccat acttaggcca atacccattc ctgcaacacc aattgttccc attgtagacc
   351781 atgagctacc aatagctaat gcaacaatag aacaaataat tgtaattgaa actaaaaata
   351841 gtgatggtgt taaaagattt aaaccgtaat aaatcattgt tgcgacaatt ccaccaccaa
   351901 tccaggcacc gatcgttaaa cctactagaa taatgataac gatagccggt aatgcgaggt
   351961 gaatgccttt atacattgct tcttcaatgt cgttccattt gtaaccgtaa cgccaggcga
   352021 cgatagaagc aacagttgta ccgataataa gtgggacgtg agggctctgt tttaatacaa
   352081 caattgtaac catcataact gcaactgtaa tgataatagg gatcattgct acaccaaaag
   352141 gtatttcttt tttcataaat ttcctcctgt tatgtatgtt tgtttgtatt tttagaattg
   352201 tcgtaaaata gacgctatta agttataata actaaaaaac gatatgagcg tcaataaaaa
   352261 acagaaaata aggaatgttc tatcgatata aagtgagtgg aaataagttg tagattatat
   352321 ttgaaaataa ataattgact tttttcttaa aattcaatat gttcataaaa acatctgttt
   352381 ttcataagta taattaacct gaatggtttt ggaatgtggg aaggagaatg tagctttgaa
   352441 aacattagaa ctacaagaac gtttaactga aatttttcag catttacatg aaaaccctga
   352501 agtgagttgg aaagagtatg aaacgacagc gtatattact aactttttaa aagaagaagg
   352561 aatttcatat aaaacatttg atgattgtcc aggcgtgatt gctgaaatcg gtaatgggaa
   352621 tccggttgtt gcgattcgtg ctgatatgga tgcactttgg caagaagtga atggagaatt
   352681 taaagcgaat cattcatgtg gtcatgatgc tcatatgacg attgtaatgg gacttatttt
   352741 acaattaaag aatatgagat ggaaaagtgg tacagttaga tttatttttc agccggcaga
   352801 agagaaagga aatggagctt taaagatggt agagaaaggt gctgtggatg atgcggattt
   352861 cctattcggt gttcatttgc gcccaattga agaactatct ttgaaacaag ctgcctcatc
   352921 aattcgtcac ggagcagcag gatttttaga aggtacgatt cacggagaag acgcacatgg
   352981 agcacgccca catcaaggga taaatgccat tgatgttatt tctatgatta atattggttt
   353041 gaaaaacata tggctacgac cgcaaagttc ctattcagta aagatgacga ggtgccaagc
   353101 tggtggagat aatttgaata ttattccggg taatggtcat tttagtttag atgtaagagc
   353161 agagaataat acactattag aagagttaaa gaaaaggata gagcatgtca tagaatcagc
   353221 tgcatcaatg gggtcgaaaa cttcatatga gtggattgat ctcgcaccag gagctgaagt
   353281 ttcagaagaa gctgaacgat ttatgcgtaa aggtattctt gaagtgtatg gggaagataa
   353341 atgtacagga ccactttata cgacaggaag cgatgatttc cattactaca cagtgaagag
   353401 accatattta aaagctgtca tgcttggatt aggagcagac ttacaacctg gattacacca
   353461 tccgtatatg aagttcgatc atagttgtat tatggatggg gtagaaatat taaaacaaac
   353521 tgtattgaaa gtgttagaag acaggggcta gagagctcct gtttttttgt agtaatttgt
   353581 tgttaagtcg atatattgaa aaaatcgttc atataatttc acgtacctat taatttgatg
   353641 aaaaatcctt ctccagtaca tagtgtataa taagaagtac catttcttaa taggagaaaa
   353701 aaatgaacga acaatattat gatgcagttt taaatataaa aacagtaggt gaacaaaaag
   353761 ggtttaacaa gtctatgcac tatcaccgtt atgaaccgac gccatatagc ggattagatg
   353821 agttactgaa tcaatatgag ataaaacgta gtgaccgagt tgtagatttt gggtgcggaa
   353881 aaggacgatt aaacttttat atgcatcata agtgtggtgc ttcagcggtt ggaattgaaa
   353941 tgaatgaaga gttttataaa gaagcgttgg ataatcttga tcgttatgct cgaaaggtaa
   354001 gagacagtaa agataaaatt aggtttgaat gttgtttagc gcaggaatat gagattaatc
   354061 catgtgataa ccgattttat ttctttaatc cattttctgt ccaagtgttt atgaatgtag
   354121 taaataacat tttgctttcg gtagaagaaa cggggagaga agtagatatt attttatact
   354181 atccttctga agattatatt ttcttcctag agaatcagac tacgtttgag ttgaagaggg
   354241 aagtaagatt acctggggct tatgagaaga atgggaatga gaggttttta gtgtatacat
   354301 taggattata aaaaagcagg tgccaaggca cctgcttttt ttactcacgt ctatattagt
   354361 tacggattaa gtaatcaaat gcacctaaag ctgcgtttgc acctgaaccc atagagatga
   354421 tgatttgttt gtacggatta tttgtacagt cacctgcagc aaacactcct ggtacgtttg
   354481 tagcgccgtg cttgtctgtt acgatttcac cgcgaacgcg ttcaactgtt tcgcctaacc
   354541 agtctgtgtt tggaacaaga ccgatttgta cgaatacacc ttgtaattca acgtgatgaa
   354601 cttcttcagt ttcacgatcg atgtaagaaa taccgtttac tttatcagta ccagtaattt
   354661 ctttcgtttg aacgtttttc agaacagtta cgtttggtaa gctgttaaga cgttcttgta
   354721 atacagcatc agcttttaat tctggcatga attcaagaac agttacgtgc ttaacaatac
   354781 ctgctaagtc gatagctgct tcaataccag agttaccgcc gccgataact gctacgtctt
   354841 ttccagtgaa taatggaccg tcacagtgtg ggcagtatgc tacaccttta tttttgaact
   354901 cagcttcacc tggtacgcca acgttacgcc agcgagcacc tgttgaaacg attacgctct
   354961 tacttttcag aatagcgccg ttttcaagtt ccacttcaat aagttctttt ttctctaaac
   355021 gttttgcacg ttgtagattc attacatcga tgtcgtattc ttttacgtgc tcttcaaggc
   355081 ttgctactag cttaggacct tcagtgcgtt ttacgctgat gaagttctca atgcccatag
   355141 tatccattac ttgaccaccg aagcgctcag caacgatacc agtgcggatg cctttacgtg
   355201 ctgcataaat tgctgcactt gcaccagcag ggccgccacc aacaacaaga acatcgtatg
   355261 gatctttatc agaaagctct gatgcatctg gaccgttacc cattttagct aaaatttctt
   355321 ccagtgtcat acgaccgctt ccgaaagatt cgccgtttag gaaaactgtt ggtactgcca
   355381 tgatgtcttt gctttctact tcctctttga atgcagcgcc atcaatcata gtatgtgtaa
   355441 taccagagtt tagaacgctc attacgttaa gagcttgtac aacatcagga cagttatgac
   355501 aacttaggct gatataagat tcaaaatgat attcgccttg aatgttttta atttgatcga
   355561 ttaatttttg ttcaactttt ggagcgcgtc cacttacttg tagtaaagct aacactagtg
   355621 atgtaaattc gtgtcctaat ggaataccag cgaatacgac accagtgtct tcaccagggc
   355681 ggtttacgct aaagcttggt gttctctcta attcaacttt ttctactgta atcttagatg
   355741 acatagtagc taattcgtct actagagcta acatatcttt agatacgtcg tcgtttcctg
   355801 cgcttacttt aagtaaaata tcgttctcca ttaactgaag gtattgggat agttgtgttt
   355861 ttatatctgc atctagtatc attttgatcg aactccttag attttgccta caaggtcaag
   355921 gcttggttta agtgtagcag aaccctcttg ccatttagct gggcaaactt cacctgggtt
   355981 gttacgtacg tattgagctg ctttaatttt gttaacaaga atgcttgcgt cacggccgat
   356041 accgtcagca ttgatttcca tagattggat aacaccgtct ggatcgatga tgaatgtacc
   356101 acgagcagca agaccttctt cttccattaa aacgttgaag tttgtagtga ttgtgcgagt
   356161 tgggtcacca atcatgatgt actcgatttt accgatagtt tctgagctat catgccatgc
   356221 tttgtgagtg aagtgagtgt ctgtagatac agagtatact tcaacgccta actctttaag
   356281 agttgcatat tggttttgta agtcttcaag ttcagttggg caaacgaatg tgaagtcagc
   356341 tgggtagaaa caaactacac tccattttcc ttttaaactt tcgtcagtaa cttggataaa
   356401 ttctccatta tggtaagcat tagctttaaa cggttttact tctgtgccga ttaataacat
   356461 attaaaattc ctcctaaatg ttggttttga gcatcaaaaa atagtgtgct cataaaatat
   356521 attttttaat taactataat aattctaatt cgatattaat tatcatatag aagtggttat
   356581 tttgtcaagc gaataaacga actttatatc aatttaatta atatttattc tcaattaagg
   356641 ataacaggga atggaaaggt aattttaagt ttataaattt tcaatgagtg cttgaaagag
   356701 tagtgtgtat gttagacata tgatgtaagt ataaattctt aggaaggaaa tatttcttag
   356761 aagttttctt tttgaaaagg aactgcttat ttctatttta caaagaattg tgtgataaat
   356821 aaaataaaat gaattagaat ctttttgaac aatttttgtc ctctcaaaca tataattagg
   356881 aagtatattg taataataat tagaaacatt gactcaaagt gttaacaaga tataataaaa
   356941 cctagatata cattttaaaa agaagaacat atattatagg atgaaagatt taatcctatt
   357001 attttttata gcttttagaa aacgcttaca attagtgtgg aggggaaacc atgtctaagt
   357061 tcacaaagta ttttttaatg gaagctaacg atgtaattgt atatgtgaaa gagaaattat
   357121 gtaagtttga acatgcaaag gggttacagt gtaaagaaat aggtgatggt aatttaaatt
   357181 atgtattccg cgtttgggat gaacagaaga acatttctgt cattgtaaag caagctgggg
   357241 atacagctcg tatttcagat gagtttaagt tatcgacgaa tcgtattcgt attgaatcag
   357301 atgttttgca gttagaggaa gagttagcac ctggacttgt tccgaaggtg tatttgtttg
   357361 atagtgtgat gaattgttgc gtaatggagg acttatcgga tcacacaata ttacgtacag
   357421 cacttataaa tcatgaaata tttccgaggc ttgcggatga tttaacgacc tttttggtaa
   357481 atacgctctt attaacatcg gatgttgtaa tgaatcataa agagaagaag gaacttgtga
   357541 agaattatat aaatcctgag ttatgtgaga ttacagaaga cctcgtatac gctgagccat
   357601 ttacaaatca taataagcgt aatgagttat ttccgttaaa tgaagggtgg attagagaac
   357661 atatttatag tgataaagag cttcgtatag aagtagcaaa acttaagttt tcttttatga
   357721 cgaatgcaca ggcgcttatt cacggtgatt tgcatactgg ttctgttttt gtaaaaaatg
   357781 attccacaaa ggtaattgat cctgagtttg ccttttatgg accaatgggc tatgacattg
   357841 ggaatgtaat ggcgaattta atgtttgctt gggtgaatgc agatgcgaca atgtcagctg
   357901 gagccaagaa agatacgtat atggattggt tacaatcgac aatggtagag gtaattgatc
   357961 tatttaagaa gaagttttta gatgcttgga atattcatgt gacagagatt atggcgaaag
   358021 aagaaggctt taacgaaatc tatttacaat ctgtattaga ggatacagct gcagtgacag
   358081 gccttgagtt aattcgtcgt attgttgggc tagcgaaagt aaaagatatt acttgtattg
   358141 agaatgagga agcacgtgct agagcagaac gcatttgtct tcaagtagca aagaaattta
   358201 ttttacgagc gaatcaatat aaaacaggta caagctttgt agaaacgtta aaagaacagt
   358261 caatgcacta tgcgaagtaa ggggagaaga tgatggaaga gcaattaata ccaattcagt
   358321 ggaaagacga tgctttagtt ttattagatc aaacattatt accaaatgaa gttgtctatg
   358381 aatctttcaa tacagctgaa ggtgtgtggg atgccattca agtaatgaaa gtacgaggag
   358441 cgccagcgat tggtgtttca gcagcttatg gtgtgtattt aggggtaaag gaatttgttg
   358501 aaagtacgga agctgaattt attgatgaag taaaaagggt atgtgcatat ttggccacat
   358561 caagaccgac agcagtaaac ttattttggg cacttgaaag aatggaaagt gtagcgacag
   358621 atcatactca tctatcaatc acacagttga aagatagatt actagaagag gcaaaagaga
   358681 ttcataggga agatgaagaa attaaccgtc aaattggaga acatgcatta acgttattcc
   358741 atgatggaat gggagtatta acacattgta atgctggtgc gttagcgacg actaagtatg
   358801 gtactgcgac agctccgatg tacttagcga aagaaaaagg atgggactta aaaatctatt
   358861 ccgatgaaac gcgtcctaga ttacaaggtt caacgttaac agcattagaa ttgcagcgag
   358921 cgggaattga tgtcactgtc attacggata atatggcagc tatggttatg tcacaaggga
   358981 agattgatgc ggtaatcgtt ggatgcgacc gtgtggcagc aaacggtgat gtagcaaata
   359041 aaattggaac attaggcgta tctattttag cgaaatacta caacattccg ttttatgtag
   359101 cagcaccaac accgacaatt gacttaaaaa caccgacagg aaaagaaatt ccgattgagg
   359161 aaagagatgc ttctgaagta attaatcgtt tcggacagta ttctgctccg aaagaaagta
   359221 aagtatataa tccagcattt gatgtcacgc cacatgaaaa tgtaacagcg attattacgg
   359281 aaaaagggat tgtaaaagca ccgtttacgg agaatttaaa aaagttattt caataagtag
   359341 atagagttaa aaagtcagtc atcataagct ttatacttag ggggatgtat atgttattac
   359401 aaaaagagag agaagagatt gtagcgtacg gaaagaaaat gatttctagc ggtttaacaa
   359461 aggggacagg cggtaatatt agtattttca atcgcgagca aggtcttgtt gccattagcc
   359521 caagtggttt agattgttat gaaacaaagc ctgaagatgt agttatatta aacttagatg
   359581 gtgaagtagt agagggagag agaaaaccat caagtgaact cgatatgcac cttatttatt
   359641 atagaaatcg tgaagatata aatgcgcttg tgcatacaca ttctccttat gcgaagacga
   359701 ttgcatcatt aggatgggaa ctgcccgcag tatcatattt aattgctttc gcaggcccga
   359761 atgttcgctg tgcaccgtat gaaacatttg gtacgaagca attagcagag gctgctttcg
   359821 aaggaatgat cgatcgtcgt gctgttttac ttgcgaacca cggtttaatt gcgggtgcaa
   359881 atcatatcaa aatggcattt accgttgcag aagaaattga gttttgtgcg caaatttatt
   359941 atcaaacgaa aagcattggg gaaccgaagc tattgccaga agacgagatg gagaatttgg
   360001 cgaagaagtt tgaagggtat gggcagcagt agaataaaaa caccctcaag aaaagatctt
   360061 gagggtgttt ctttacgctt ttttaagcaa caaatacata aagtaaggag caccaattaa
   360121 agcgacaaca atacctgctg ggataccgtt aggttcaacg atatttcgtc caattgtgtc
   360181 tgctagtagc aatagccatc caccgattaa aagggcgata ggcatgaaga tttgatgtct
   360241 tggacctact aaagatttcg cgatatgagg agccatcagt ccgataaagc taattcctcc
   360301 tgttacagaa acagcggcag cagcaagtgc aacggctgca actaataaat atctacgctc
   360361 tttttcaatt tcaattccaa cgccaattgc gactggttcg tttaatgcta aaatgtttaa
   360421 tcgatttgct ttatagaaaa caaatggaat taatacgatt aaccatggga gcattgcgaa
   360481 aatgaagatc caatcgtctc cccaaatgtt tcctgcaatc cattttgaaa taaagtctac
   360541 tttcatgcga tctgcggatg aaataaggac aatcatcatt ccagatagtg caaaggcaaa
   360601 accgataccg gttaatgtta atcgtaccgg ctgaagtcca cttgatttac tatatgaaaa
   360661 tacgtaaatg agaacagctg tcagaaatgc cccgataaat ccaacgacag gtagtaagta
   360721 aagaaatgaa cctacatcta ttggaaagta taaaaagaaa atagcaacag caacaccggc
   360781 cccagagttg ataccgagaa taccaggttc agctaaatca tttcgggtaa ttccttgcag
   360841 aatagctcct gataaagcaa gagccatacc agctaataat gtaatgataa ttctaggtag
   360901 ccttaaagag tataaaacaa actcctcttt aaaagttcct tggcccatta atattgggag
   360961 tagccgatca taagataaag atgctgaacc gagccccatt ccaattacaa tggttgtaat
   361021 ggttagtata agtaaagcga gtatgataag acgttgtttt cttagaatag atggtatcat
   361081 gagaacgttt ttcctccttt acgtacaatg aataggaaga atggtaatcc tacaattgcg
   361141 acaatagcgg caactggtgt ttcgtacgga gcgttaatcg tacgtccgat tgtatctgca
   361201 agtagcataa aggaagcccc ggcaattgct gacatcggta taacaaatcg gtaatctgga
   361261 ccgacaattg gacgtaccat gtgaggtacc attaaaccga taaatgccat atttccgaca
   361321 agtgctacag acgcacctgc aagtaaaatg ataatgataa atagaatggt tttaataaca
   361381 ataatttttt gaccgagtcc aatagctact tcttcactga aactaagaac tgtcaacttt
   361441 ttggctagta agatagcgat aaagatacta attgaaatga ctggaataat aactttcaat
   361501 tggctccaag tagttccaat tacgcctcca gcagtccaaa gtgatacatc ttgtgaaatt
   361561 ttgaagtaaa tgccgactcc ttctgaaatt gcgagtagaa atgctgaaac tgcagcacca
   361621 gctaatacaa ttcgaagagg ggagagaccg ccttttttca ccataccaat tccaaatacc
   361681 ataattgcac caactgcagc accgataaag caagctaatg ttaagtaaag atagcttatg
   361741 gaagggttga aagcaagtgt tagtgcaagc gcagcatttg ctccaccaga tagcccgagt
   361801 aatccaggct cagcaagtgg atttcgtgtt aatccttgca taattgctcc agaaacggca
   361861 agtccagctc ctacaaaaat agcagcaact tcacgtggca aacgtatttc gcgaataata
   361921 gatattttgt cccctttagc ggaggaagtg agtgctaacc atacgtcttt tattgaagta
   361981 tctgcagcac ctaataccat tgccaccata aaaataagaa agaatgcaat tatgcttaaa
   362041 attaatttgt atgtaaaagc tatagaacgc gtattgtcat gttcttttgt cattcgtttc
   362101 acatcttttc ttttcataga ataaaggaag aggaattctt aaattaagaa ttcctcatgt
   362161 ttgtattatt taccaagaaa gctcttcttg aagaagtcta gttggaaatc taatgtaagt
   362221 ggatcattga aatagaattc catcatgttt gcttcgtata cacgattatt ttttactgct
   362281 gggatgtttt tatatgattc tgtctcttgg aatgagttat cagtatcttt gtttttactt
   362341 acgattaagt agtcaccagc aaactcaggt aatacctcag tagataatgc gtaataacct
   362401 tcttttaatg ctttttcttt tactttttca ggcattttta atttcatttc ttggtacaga
   362461 atttctgttc cacggcccca gttctcgccg tatacataaa gctgtttgtt gaagttttct
   362521 acaacagaaa ctgttgcatc ttcaccgatt tttgctttaa tttctttacc agcgtcttgt
   362581 gcacgtttct tgaagtcatc aacccaagtt tttgcttctt tttctttgtt taataactta
   362641 ccgatttcta aatgctgtgt taagtaatca acttttccgt aagtgtatgt tacagtagga
   362701 gcgattttct ttaacttatc aacattttta atattagata aaccaatgat taaatctgga
   362761 tttagttcag caattttttc aacattttca tctgatactt cagcaacatc tttaagtttg
   362821 ctatcaaaac gtgggttttg tttagaccat gaatctaccc caacaagatt tacacctaat
   362881 gacattacgt taccagcgaa tgatgataga acaacaacgc gttttggatt tgcaggaact
   362941 tctactttac cattttcaga ttggtatgta attgtttctg atttactacc ttttgcatcg
   363001 ttctttttgt ctgtagagcc attgctacaa gcactcataa caagaacgaa aagaactgtt
   363061 agtgaaataa ataacttttt catcgtcttt ctcctttaac atagatgata tgtgtatacg
   363121 ataatttgtt taactgcaat ctgtttgaat gagtagtggt aatgcaaaat atttattaaa
   363181 aatcttgaat gtgagatttt ataatatagt attaaccata ttaatgaaag aagatgtaat
   363241 ctcaaatttg ctaattatta acaaaatgat aatgattatc actattgatt ctttaaataa
   363301 tataatttta tataggtgta ttgtcaatag taattttgat tgtaaatttt gcggaaacag
   363361 gttatatttt attgagaatg ataatcaatg attagtagct gaggagtgag cacgaatgaa
   363421 tcgagaagaa ttgtttgatg taactgtgat aggcggagga cctgcagggc tttattcagc
   363481 tttttatagt ggactcagag aaatgaaaac aaaaataata gaatttcaac cacagttagg
   363541 tgggaaaata catgtttatc cggagaaaat gatttgggat attggcggat tattaccggt
   363601 tactggcgaa aagttaattg agcaacttgt acaacaaggg ttaacatttc agccagaagt
   363661 tgtattgaat acaaaaatag aatcaattat tcgtaataaa gatggtattt ttacgttaaa
   363721 aacaagcact ggagaagaac acttttcaaa aacagtgatc gttgcaactg gaagtggtat
   363781 attgaatcca caaaagttat caattgaagg tgcggagcga tttgaagtat cgaacttaaa
   363841 ttatacagtt aaatcgttaa aacgtttcaa aaataaaacg gtcattattt caggcggagg
   363901 taactctgca attgattggg caaatgagtt agaaccaatt gcgaaaaaag tctatttaac
   363961 atatagaaaa gaagaattat ctgggcatga ggcacaagta aaacaactta tgaacagttc
   364021 tgcagaatgt ttctttaata catcgattac aacattaatt gctggcgata accatgaagc
   364081 gattgaatat gtagaattaa caaatcacga aacgggagag gtttctcagt tagctatcga
   364141 tgaagttatt attaatcatg gatatgaacg tgacattaca ttattagaaa atagtgagtt
   364201 agacgttgcg attatagata attattatat tgcaggtaat gcaaatagtg aatcttcagt
   364261 agacggatta tatgctgctg gagatatttt aaagcatgaa ggaaaattac acttaattgc
   364321 gggagcattc caagatgctg gaaatgctgt aaataaagcg aaacaattta ttcaaccaga
   364381 tgcaagtgag tatggaatgg tttcttcgca taatgaagta tttaagaaga gaaatcgtga
   364441 attgattaag cagatgatga aataataaag gaacaagtat acccccattt acttctctat
   364501 tcgaatgacg agagaggtaa atggggtttt tcctgtttac tatattttca atcattataa
   364561 tgacaccggt ttcatcagtt catgtgacat gaacgttttt atttgtaaat cttcctagaa
   364621 aacaatgaat ctatgttttg ctgacgcaga acagtattac attacgctgt tcctttagct
   364681 cgttttttag ggaatggcat atttaatata gaagcaatgt actgttttcc atgcattcga
   364741 gctaatgatt ctaatatttg gcgaacacgt tttgtaagat gaccttgttt ttttatttcc
   364801 tcacaatatg cgtcatagaa aacgtattta gcccaaagga aatcatcttg ttggaataag
   364861 aaatgatttt tgtaccattc cccaattgta tggtaacaat tgttttcttg tattgctgcg
   364921 ctttgagaaa gaatacgatc agataaagat gtagttaaat gagaaattgt gttttccgtt
   364981 tcaacttgta atgttttttc taacattgta atgatgtgac gagtagccat atgttaacgc
   365041 tcctttgtgt aaatgggtaa taccattcta tatttaaaaa attcttacta tatactatta
   365101 tacaatatat ggaatgcatc tacctgcttt ttaggttgca tttacaaaat cttttttatt
   365161 tgtttacaaa aataaagtaa gatacagtgt ataggaaaaa ataataaagg aatgaatgcg
   365221 ttgtatataa cagtagaaga agctgcagag tatttgaatt taccaaagtc gtatattgaa
   365281 gagctaattc agcaaaagaa aattcgtgca ctatttgatg gagagcaata tttattaaat
   365341 aaagaacaat tcaatacaca tttagaacaa atggagaaat ataagcaatt agtggaagaa
   365401 atattgaacg aaccaattcc ggaagatatg gatgttaaag atgaagatta actatgggaa
   365461 atcccttatg aagatatgca gaaatgtatc ttcataaggg atttttttgt ttaaagatat
   365521 caaaagcata gggggttctt agtctttctt caaattttga taggtagtag tctaccatgt
   365581 taaaagcata tttttttcta gctaggacaa acatagagaa cgtaacctgt acagatacat
   365641 atactatcag tgcaaaagct tataaattaa tggaaggggt tttctcgtga gtttatttca
   365701 ttgtgatttt ttgaaagact taattggatc ttttgtgaga gtaaacaggg gtggtccaga
   365761 atctcaaaga ggaacaataa tatcagtatg tccggactac ttcgtattgc agaatgaaaa
   365821 aggtgagctg tattactatc aacttagtca tctaaaaagt attacaaaaa gtgcaaaaga
   365881 atgtggatca agtgattgcg aatgggaaga ttgcgcatgt gcagaagact ttgaagcact
   365941 tcttgaaagt ttcaaatatc gttgggtgaa aattaatcgc ggtggtccag aaaaagtaga
   366001 aggcatttta caagatgttt cttgtgattt cgtaacatta atcgtaaaag aagaaattat
   366061 attaattgca ataaagcata ttaaaagtgt taactataat gctttagcat gcggagagag
   366121 cgatgagagc gacgatagta gcagcaagga aagtagcaat aattcaggtc gcgctcgtgc
   366181 acaaagacaa tcaagtagag gcagataata agaaaggggg atacgaaatt ggagaatgta
   366241 ttatgctgtg accaaattaa atgtttagtt ggtgagactg taaaagtaaa ccttcgcgga
   366301 ccagaaagtc gagtgggtga gctcgtatcg ttaggcaaag attatttaac gttacaatta
   366361 cctcatggtg aattagtata ttatcagttg aaacatgtga agagcctagt taagaaagtg
   366421 aaagaaagta aatgtggcga ttgctatagt tcatgtttct gctctgatga ggatactttt
   366481 ttagatatat taaaagactt gaagtataag tgggtaaaaa ttaatcgtgg tggtccagaa
   366541 tgtatggatg gtttattaag tgaggtacac catggctgta ttacactagt aaactgcgat
   366601 gaagttattt atgtaattaa ctctcatatt aagagtgtga gtcaagtagt taaatgtaaa
   366661 aagaatgaag atgaataatg tttaataaat aagaggggca ttatgaggga aagagaagaa
   366721 caatttctta tttcgatagt atgaaaagga attacttact attaaaacag aactttgccc
   366781 tgattatttt tttgaaaatg gaagactgga aagaagaaat tcatagaaag gaggatatag
   366841 atgaatgagt taaacaaaag tattggagaa aatatatatg ttaaattaat cggtgaaaaa
   366901 agatttaaag gtgtattaat agacgtagga aatgatatcg ttgttcttta caatggacaa
   366961 gactatgtat atatatcttt ataccatgta caatattata aaattttaag aacatatgat
   367021 gaagaaatat caaaaccaga tgttgattct gtaattaaga gggaatcacc ttctatctct
   367081 ttgaggaaag tattaagtac ttctaaaggg attttcactg aaatttatgt agcgggaaat
   367141 gctccaatac atggttatgt tacaagtata atgaacgatt atatcgtttt ttatagtcca
   367201 gtttataaaa cagtatatat atctttaaag catttgaaat ggttaattcc atataaagaa
   367261 aatcaagtgc cttatgccct caataaaaat gaactccccg taaatccatt aaatattacg
   367321 ttagctcgaa cgtttgaaga acaacttatt aaaatgtctg gcaaaatcat ggtgttcgat
   367381 ttaggtgagg aatctaataa aatcggaaag atggcgaaga ttgatgaagg gcatattgaa
   367441 atattaaaag cgcgtgatgc gaaaatgtat gtaaatattc aacatgtaaa atctgtccac
   367501 tgtccgtaag ctagttgaaa gggctggctt tttcttttat atgcagaaga aaaggtcgag
   367561 cctatttgtt taactcgatt ggaatatgag gggaaaaatg aattgagtat aaatatgtta
   367621 gtgtgatcat tgaagaggaa atcttgtgct aaattataaa aaatatgtac gagctatctt
   367681 ttgatgtatt caatttattt ttttgaggga gaactgctaa ctaatatatt aaaggggttt
   367741 tgttggtgga gcagtttcca aattctttat cgattacatt acttggtagt gctggtggag
   367801 cagcaaaagc agttttagcg attttgaatc aagcgatagt aaatgaaaaa gacccgattt
   367861 atgaagtgat aaagagtgtt acatttcatt tggttgatat aaaacaaaaa gataggacgt
   367921 attatgacga gttgtttcca aatttgaaag atcaattgtt tttatccgaa atagacctcc
   367981 aagatgtagt gacatttaaa aagcatttaa aagaaagtag tacgagtgtt gttattgatg
   368041 tttcgggggc agatacgatc agagtattaa gctgttgtaa tgaacttgga atttgttata
   368101 ttaattcagc tttggaaaat gaggcagtag atcaggacga tagtttaatc ggctttcaac
   368161 ttacggaaag atatacgaga tttgagaagg aaaaagagaa atttacaaat acaaaagcaa
   368221 ttataggctc aggtatgaat ccaggggttg ttcaatggat ggttgttgaa cttatgaagg
   368281 aacgcccgaa tgaaaagcca agagcatgct atatagtaga acatgatacg tcatttttga
   368341 atgatacagc acttataaaa cctcatacac tgtatgcttc atgggcagta gagcgatttc
   368401 tagatgaagc gatatggagt tatccgatgt atatgagtca tcatcgtccc ctttactttt
   368461 atgaagatgt atatgcttca gagtataaag taaagttggg agagaaagag ttttatggtt
   368521 gtttaatgcc gcatgaggaa gttttaattt tagggaaaaa ctttaacatg gaagttggat
   368581 ttctttaccg aattaatgag tatacaacaa atataattag acagaattta aataaggtag
   368641 aagatctatg gaactggaat cgtaaagtat ttaatccagc cgaagaagag attgcgggcg
   368701 aggatctagt cggtgtatta ctcgtttatg aaaatagcga ggcatatatg tataacgtga
   368761 tgaatagcag ccaagttttt cataaatata aaacgaatgc gacttacttc caagtaggat
   368821 gcggaattta tgctggcttg tgtagtttac tgttcgatga atttaaacaa ggtgcctatt
   368881 atgtagagga attattatta aatacagaaa gtaagtacgg agaatatttg aatttatata
   368941 tgaaggattt tgtagtgggg gaaaatgatt ttacagatgg cttgctacat gatcgggtaa
   369001 gatggatata agttgtgatg aaaaggaagg ggaaatcccc ttccttttcg cgttataagg
   369061 ttacatattg ctttgaaagt aattttatac ttataactta atgagataat atgtagagtt
   369121 tttgtattga tcatgaggag tatttatatg aacaaattta aaagcttaat ttatgaggaa
   369181 agagaagctt taaaagtatt taaaaaaatt aacggatttg ttagggaaac caaagccaac
   369241 aaattatgaa tgatgtaata tacgagaaat ccttttatat gttgtgcagt taatggaaag
   369301 ttatgcagcg caatatagag tgaagtttca ctggaaaata aatggggatg catcacctgt
   369361 aaacggtgat gataaacaat taaaacaatt gttattaaaa atgggataga atcgatgcga
   369421 gaaggtggag acattcatat ccgtgtatac gaaaaaacgg aaggatatga atgcatttat
   369481 atattgggat ggagaacgag aagttagaca aaatcggtaa agctttttac tcaacaaagc
   369541 agaatggtac gggacttaga ttagcgatta catataaaat tattgaggag tatcaaggaa
   369601 atgttgcgat tcaaagtagc gtggaaatag gaacgaaagt ggagattttt ttaatgatag
   369661 tataatgtgc tacaagaaaa tatttttcag aaaagtgttc ttgttgtgta aatataaaca
   369721 ttttataaaa tgtttcaaga agggtttttt ttataaaata cttcgtttat aatggaggaa
   369781 aatatcgaca tgagatttgt tattcatgta acggttcggt agtgttagaa aaagtagggg
   369841 tgcacacgca tcctttttct atgcagatat gatgaaagag gtggtatcat ggaattaaca
   369901 ttaaattcga ctgtatgctt acacacgatt caatttcgaa aagagcaaaa gaattacatt
   369961 gtaaaagata caattacagg agaaaaatat gaaatgccgc cactttggat tgatgcattg
   370021 gcaatgatgc gtgacggttt tttattggga gaaattgagg agaaattaaa agaagagtat
   370081 ccagctgaag aaataaatat gttagcattt acgaggcaac tgttagaact agagcttgtt
   370141 gaaatggtag atggggaaga aatagcttgt acaaagaaga aagaaaaaga ctatttagct
   370201 tgggtacgtc cgcgtgtcga gcaattcttt cttagtttaa ataaaaaata tagaagcaaa
   370261 ggtcaatgat gatctttgct ttttttgtat catttgttta aaaaataaca gcgaatgctc
   370321 ttgcaaaagc accatcacta tctttaattt ttaaaggtgc tgctgagaaa aagaaacgtt
   370381 tcgttttaat ggcatctaag tttgttaagt tttcaattaa ataaatatta ttcccaagta
   370441 gtatatgatg aatcggtgat gtttctgtcg ttacctcgtc aggagaaatg aaatctaaac
   370501 caacagattt tacttttaat tgaactaatt cttcagctaa ttcttcggaa agataaaaag
   370561 cttcttgctc atatgcctct gtattccatt tagtagatag attggaatgg aaaatgacaa
   370621 tatctccttc ttttatgtca gcattgtgta atacttcttt acgtaatttt cgttcttgta
   370681 catgagttac atcaataaga acagcttcgc ctacaaattg atctaggggt aattgatcaa
   370741 tggtagttgc gcctgaaatg aaatgggcag gggcatcgca atgtgtacca acatgaacga
   370801 cagaatggaa atctgtaact tgataacctg tttcttcaac gcttgtaatg gcttctaaat
   370861 tgatttttgg tgttccagga aattgagaca tattattttc gaatgtttgt gataggtcaa
   370921 ttactttcat tttaaatacc tccaatatat gttttgaaat ataaaaaaac tcacctttca
   370981 tgatcaagaa agatgagttt tgtacacaat agttacgttt tatctttcaa aatgcaatgc
   371041 attttgcagg aattagcacc tattcagttt gtataaactg aggttgctgg gcttcaaagg
   371101 gccggtccct ctgcctctct tgataaagaa ttattcagtt ttaaaatttt taatttttag
   371161 atagttaaat tgtaattcat ttcctttttt cgtgcaatac aaaataggta ttcacccaaa
   371221 taaagttgct cgcatattgt agcttatgta aatagaatgc tgcgaaggag tgagtgcagt
   371281 gacaggaaat gtattgaatt attttgctgg tggcaataca gctagagggt ttcataattt
   371341 atacgaagag aatctaaaag ggctaaacag attatttatt ttaaagggtg gtcctggaac
   371401 cgggaaatct tctttaatta aggcaatagg tcgtgactgg gttgaaaaag gatatgatat
   371461 tgaattttta cactgttctt ctgataataa atcggttgat ggtgtaatta tcccgaagtt
   371521 aaaagtagga attgttgatg gaacatcacc gcatgttatt gagccgaaaa tgccaggagt
   371581 tgtcgaggag tatatcaatt tagggggtgc ttgggactca gataaattga gagagcagaa
   371641 agtggaaatt gaacgatttg tttcagaagc aagcaaagct tttcaagctg cttacgctcg
   371701 ttttaacgag gcgctaatta tacatgatga gtgggagaaa atatatattg ataatattga
   371761 ttttaataaa gcgaatgaac taaccgatca gctcattcag aaattatttg cagataaagg
   371821 cgggaaacaa tcgcttgtga aacatcgctt tttaggagca gctacaccga aaggagcagt
   371881 tgattttgtt cctaacttaa cagaaggatt actacatcgt tattttataa aaggacgccc
   371941 aggctctggg aaatcaacaa tgctcaaaaa attagctaag gcagcggaag aaaaagggtt
   372001 tgaagttgaa gtatatcatt gcggatttga tccgaatagt cttgatatgg ttatcgtaag
   372061 agaattaggt tttgcaattt tcgatagtac cgcaccacat gaatattttc cgagccgtga
   372121 aggtgatgaa attatagata tgtatgccct tattgtgaca ccagggacgg atgagaagta
   372181 tgcggaggaa atacgccatg tctccattca atataaaaca aaaatgaatg aggcgatgtc
   372241 tttcttagcg aaagcgaaat cagttcgtga taaattggaa cgtatttata ttgctgctat
   372301 ggatttttct aaagtagatg catataaaga ggagattcaa aaagagtttg aacgaattgc
   372361 gattagtgta acggaaaaga acaagtaaaa aataaagaat tttagcaggc tgtcgggaat
   372421 tttctgacag ctattttagt atgtagtaag cttagtaata tatttgtcga atttccaagg
   372481 aaataatcaa aaaaatggag agggtatgaa atgagagaga aaattaagtt ggagttagag
   372541 cgaattgaga aagaaaagga tgtaaaaatt ttatttgccg tggagtcagg gagtcgtgca
   372601 tggggatttc cttcgaaaga tagtgattat gatgttagat tcgtttatat gcatccggta
   372661 gaatggtatt tatcaattca tgataaacga gatgtaattg agtatccgat tagtgatgat
   372721 ttagatataa gcggatggga tataaaaaag gcgttacaat tatttgcaaa gtcaaaccca
   372781 gctttacttg aatggattcg atcaccgatt ttttattcga aaaactctaa ttttccagaa
   372841 cagcttcagc aaatgagtga aaagaacttc gatccgaaag caacgatata tcattattta
   372901 catatggctt caaaaaatta tcgtgaattt ttgcaaggtg agaatgtaaa attaaaaaag
   372961 tacttttatg tattgcgtcc tattttggct tgtaagtggc tagaggagaa aacaactttg
   373021 cctcctgtag aattcgatcg attaattaca gaattattat tggagcgtag cgtattagat
   373081 gaaattgaac agttgttaat aaagaaaaag gcaggtactg aattagatgt tggattaaaa
   373141 attgaggtgt tgaatcaatt tttagaagaa caaattcatt actatcagca atatgtaaaa
   373201 ggaattgaaa agggatcagg gatagatatt gagagtttaa atacattgtt tcgagatatg
   373261 ttattcgaag tatacaaaaa agagcacgag taaatttgtg ccctttttta ttttgtagga
   373321 ataaagaaaa cagatatagc cgcgagaagg cctgcgaatg agaataaata gaaattccat
   373381 gctaagtcat attgcattgt cataataata ccgacaagaa taggaccagc aatcgcacca
   373441 acccggccaa gtccaagtcc ccaacctaag gaagtagctc ggatatgtga tgggaagtat
   373501 tgtgtcacat atgcatttaa tatttgagta ataccgacgg atccaattcc agcaagacca
   373561 attaaaagat aaatgattga aacagatggt ttaattgtta atagtccaat acatatagct
   373621 gccataagat aggagatgct aataacgatt ttggctccta tacgatctgc gattgctcca
   373681 gcaaataatg caccgatagc ggcagtaata tttagcataa gtagaaatga taaactagat
   373741 ccaagaggat atcctgcctg tcgcatcatc tgaggtaacc aagtatttaa accgtatatt
   373801 aaaaacatcc ccattatata agtgatccaa aaaagcagcg ttgcttttat gtattctttt
   373861 gagaataaag taagaaatcc atttttcttt cgtatattag atggggcttg atgagtttca
   373921 tctttcgcat agaattcaat ttgaaaacga ttaagaattt tatccacttc ttcttggcga
   373981 ttacgtgata ataaaaattg aatggattca ggtaaataac gaataatgaa aggaatgagg
   374041 agtagtggaa tcattccgat gccaaacata attctccatc cgaagtcttc taacataaac
   374101 atggacaaaa tagcccctaa cacgatacct aaaggatagc cagtaaacat aagagcataa
   374161 ataaaagatt gtcgcttttt tggtgaatat tcaacagtaa gtgcggaagc tgttggaatg
   374221 acaccgccta gtccaattcc tccgataaat cgccatagtc caaataattc aggagaagga
   374281 gcaagtgcag ctaggcccat tgtaatagaa aaaagtgcta aacagcatat aagtgtccat
   374341 tttcgtccaa ttaaatctgt aatagttcct actagaatag cgccaataaa cattccaaac
   374401 aaagcatagc ttgcaattgt accagcatga gctggtgata gtgcccagct gttgtcttcc
   374461 agtagcttag gcagaacggc cccgtaaata cctaaatcat agccgtcagc tagaatggct
   374521 agccaacaaa taaaaacaac aagttttgta atagagtttg aaaagatagt ttttgtagat
   374581 tctagatgag gtggagctga aggttgcata gtattcaccc tttttattta tagatgaata
   374641 tattatttta tttcatgtta atattttcct ccttcctgtc gaaatttatc tgaaaaggtt
   374701 ttataacaaa taaagaagtt caacaggaac tctgttgaac ttctttattt gtttactcat
   374761 tatcaactcg ctttaacggt tgatctgctg gaccctcaat aacgtctccc tcaattgaaa
   374821 agcgggaacc gtgacaagga caatcccaag tgcaatcacc attattccac tcaacttcgc
   374881 agccgagatg tgtacaagtt gtatcgacaa tatgtaattt tccttctttg tctttataag
   374941 cacctgctcg tttcccgtta acatgtacga cagatccttc accaacttcg agatcttctg
   375001 gtttacgtag tgcggtttca atctttcctt caattaaatg tttcgcaaca tcaatgtttt
   375061 gggagaggaa cgtttttata tctggatttg catgaaagcg tgaaggtgta tacagttctt
   375121 tatatggact gtgtactttt agaatagaat ccttcagtaa gtgagcggca gcagttccag
   375181 ttgtcatccc ccatttacga tatccagttg caacaaatat atttggattg ctctcgttaa
   375241 tatgcccgat ataagggacc ttatctagcg tgattaaatc ttgtgctgac catctataag
   375301 gaacctcatc tactccaaac gttgcttctg caaaagaata cagtgcttca taatgaagca
   375361 tcgtgtttat tccttggcct gttttatgac tttctccgcc aattaaaatt aatttttcac
   375421 cattgtttgt tgtatagcgt aaagagcgtt ttggatcatc aatgcttaaa tacataccac
   375481 ctggataatc tgttttcgct ttaatcgcaa gggcataaga gcgttcagca tacatacgcg
   375541 taaagaaaaa gctagtcgca tcataaaaag gaaaatgtga acaagagaca acatattcac
   375601 aagtgatgcg atgtccgccc tttgtaatga cttgtggata atcacccttt tctacatcaa
   375661 tagctgtagt ttgttcataa acttttccgc ccatctccac aaacttttct aaaagtgttt
   375721 tcaaataaag aaggggatgg aattgtgctt gatttttcat gacaagtgca gattgtactg
   375781 gaattggaat cgatagagat tgaacaaagt cacaaggtat atttaatttt tgataggctt
   375841 catattcttt cgataaagtt cttaatccat tatcagtagt tgtatataaa tatgaatcct
   375901 catttaagaa attacagtcg attttatatg tttgcacagt tttattaata aattgtagag
   375961 catgattatt tgcttcatag taaagcccgg ccttttccat accgaaatgg tttattaatt
   376021 catcataaat aagatcatgt tgcgctgtta tctttgctgt tgtatgccca gtcgtcccgt
   376081 ttaaaataag accagaatca attaacacaa catcgatgcc ttcttttgca agtaaatagg
   376141 cagtagtaat acctgtaata ccagcaccga taatagcaac ttttgtcttt atattttcag
   376201 ataagggggg aaaagtaggg atttgagtag attcaatcca ataagatgat gggaattgtg
   376261 gaaatgtatc gcttgtcatt tgtggaaacc tcctgattta gaacaatttc ccttttaata
   376321 tttccatatt atatgaaatt catgtgtgct gtttttaggt gaaggttatt tttatttaaa
   376381 agaaagataa aattatttta atataattat taggtcttgt tggtatgaag agttaggagt
   376441 tgtgtaaagc taaatttaga tgagtgtgtg tgttgtttac acagagagtt cttgaataag
   376501 atagagtcta tagtatgtcg aggtacgtat atgtataata gatgaaacct tataaaatat
   376561 gtgttttttc tttattgaaa taaagtataa ttataaaaat ataaccaact tttattacta
   376621 ggtcataaaa cttattgaca atgtggaatt tctattgata tgattcatca tgtggaaagg
   376681 ttgatagaga gtaaaaagag aaatgttttt cattgataat aaaagcgaaa aataagtgac
   376741 gatagagtga gtatattttc cttatactag atgctttttt aatcacctag taaaatcaat
   376801 ctggaagcaa gaattatata tgtaagttgc gcaaggcgcg gcataagaaa ggggcaaaag
   376861 gatgaaggag cttcatacgt ttgggtggta tgcagcacgt gtatcaccac atttgccgaa
   376921 aaaagcattt aaaccagttc ctactcgttt atttggcgga ctggcttatt tgcttgtggc
   376981 attggcggga ttaatatcga ttggtgtatt tgaattgaat gtgtgggcta atctaggaat
   377041 tgcgattgtt cttggattat gttttgcttc acttgggttt ttagggcatg aaattctaca
   377101 tggaactgtt gtgagaaagg catggcttcg tgatttctta ggcgcgattg catttatgcc
   377161 gctatcaaca ggtcctaaac tttggagaaa gtggcataat gcaacgcatc acgttcatac
   377221 acaacatgaa gagaatgatc cagatgcatg gccgacactt gagaagctta aaaagagtaa
   377281 atttttgagt tgggtatatc gcatgcctct tcatgtacgt tcattcttta gttttctgtc
   377341 attaacaatt caatttacat tgcattcgac tcgaatgttc tttcatttta taaaagagtt
   377401 taagtcatcc aatcaaaaat ctgtatggct tcaacttctt ttgccttgga ctgtttggat
   377461 tagtttattg tttattatgg gacctgggaa atggttattt gcatatgtga ttccattgtt
   377521 aattgctaac tttattgtaa tggcatatat cgcaacaaat caccgcttaa atccaattgt
   377581 tccagtgaat gatccgttag caaactgttt atcagtaaca gtgccgcgtt gggtagacgt
   377641 tttacatttc aatttctcat atcatacaga acatcatttg ttccctgcta tgagctctaa
   377701 atactatcca ttagtaaaag agaaaattaa agaaatgtgg ccggaacgct atcatgagat
   377761 gccgatgaca aaagctttgg cagcgctatg gaatacacca cgtgtgtatt atcaaggaag
   377821 tgaattagtg gatccgcata gagagcattt ctatggttct ttaggaaatg gactagatcc
   377881 tcataatatt tcatatcgtg aggaacatat agaggaagaa gagagtatta aaaaagtaaa
   377941 tcagtaaaaa ttgatatatg ttacagtgaa aaagcaagcc atctctggct tgctttttct
   378001 tataaagaga cttctttttt cttctttgca ctaacttgaa ctgagtttgt ttcttttcgc
   378061 tgtagtcgtt tttccaaaag gttaacaagg taagtaaata ggagaacaag tacgaggtaa
   378121 tataaaccaa cgattatata tgtatctaat tgttgaaagt tacctgcagc aatagataaa
   378181 cctgatcccc ataattcggc cattcctacg taagcaacaa gcgaagaatc ttttaatcca
   378241 ataataaact gatttcctaa aggaggaaga gattgacgaa atgcttgcgg taatacgata
   378301 cggcgcatcg ctaaaggata cggcatacct agagagcgag cagcttccat ttgtccacgg
   378361 tcgacagatt ggatggaccc acgaaaaatt tcagtaatat atgcaccgtt atggattgct
   378421 agagcaattg ctcctgccca aaaaggggtg aaaacaacaa ccgatgtaat accaaaatag
   378481 agaattgcaa tttgaacaat taatggtgta ccacgaataa tggcaatgta gacatgagcg
   378541 atactattta aaactttatt gtttgagatt cgaaagaaag cgaatagtaa tccaattaat
   378601 gaaccgagta ctagggaagt taatgttaat tgtaatgtga caatagtagc ctttaagagt
   378661 gtgggataag tagacatgaa aatttcaaac atatgtgtca cctcatattg tatagatttt
   378721 agtagagaat gaaatgcccc acacaaagtg gggcataatt tatgaaacag ctgactagct
   378781 aataatttac tttgtgtttt cctcctcacc aagaatatta cgcccaaacc attttttact
   378841 gatcttttca tacgtaccat ctttaatgat ttcatctaaa gctttattta ctttctcgac
   378901 catttcttta tcatctttac gaatagcaat tcccatttca tcaaggttta atggttttcc
   378961 agcttctttt atatttgatt taccttcttt gatcatgcgt aaaccaacca tttgatctgt
   379021 gattactgca tcaatacgtc caggctctaa gtccataagt gcagtaatat cgctatcgta
   379081 ttctgtaatt tgatctgtat gttttgcaac aagatcttta aaggtactag cttttacaac
   379141 accaattttc ttacctttca aatcttctgg agaagagata gatgtattct ttttagctac
   379201 aaaaatttgg gcaccagaac gataataagg atttgagaaa ttaacagctt ttaaacgttc
   379261 ttctgtaatt gccatactgc ccagtattac atcatacttt ttcgctttga gaccttggat
   379321 tagcgtctcc catgggtttg taataggagt cggtttcata ttcatttttt tcgcaagtgc
   379381 ctcacctatt tccacatcaa aaccgacaag ctttccgtca ttttctttat agttaaaagg
   379441 tttatataag ccactcatcg cataacgaaa ttctttttta ccatttgaag aagtagtagc
   379501 actttcctta ctacaggccc ctagtataaa ggatgtacat aatgtaatac tcgcaacaat
   379561 ggttaatagt tttcttttca taaaacccct cctatatatt agccatacgg atggttttaa
   379621 gtatgttatt gagatatgtt atttagatga ttagttgtgc accgtatgaa tgtatctttt
   379681 tttgtttgaa acagaagtta cactataaaa cgttgcgtaa aaattgtttt gctcgttcat
   379741 gtgatggagt tgaaaagaat tgagctggtg gagcgtcctc tacaattttt ccatcatcca
   379801 taaaaatgac gcgatcagct acatctcttg cgaaattcat ttcatgagta acgataacca
   379861 tggtcattcc ttcttcagca agttctttca taacttgcaa tacttctccg acaagttcag
   379921 ggtctaaggc tgaggtaggt tcatcaaata gcataatttt aggattcata gcaagagctc
   379981 ttgctatggc aatgcgctgt ttttgaccac ctgaaaggag gtggggagtt acatctgctt
   380041 tatcttgtag gccgactttt tgcaaaagtt gatttccaat ttcctttgca tttgctgttt
   380101 ctaatttttt tacatgaata ggtgcttcta tgatgttttc tagtgaggtc atatggggaa
   380161 agaggttaaa gtgctgaaac accataccga cattttcgcg gactttattt aaatttgaat
   380221 gctttggatc aattcgttca ccttgtaagt gaatttcacc ttcatcgtac atttctaaaa
   380281 agttaagaca gcgaagtaat gtacttttac cggaaccact ggcaccaatt agaacaacaa
   380341 cttctttttc atttacttct aaatcaattc cctttaaaac atcaagtgag ccgaatgatt
   380401 ttactagatt tcgaacctga atcatacaaa acccccagtc aaaaatatat tttacaaatg
   380461 ttgcccctta tttctgttat tagtcataaa ttgtcagaat cctttatttt tttggaggac
   380521 agttattata taagtaaatc tgaatgtgta attaaaatag aaagaccaac taaattagct
   380581 ggtctttcat atacttacaa gtttttaatt ttaaattgag ttgcggactt ttctaattcg
   380641 tcaacaagtt tttgcatttg aagagacata tttgtaatgt cctgtattga tactgactga
   380701 gcttgtgaag attgggatgt atgattagtc tccgaaacta tattttgtga aattgaagag
   380761 atattaataa gtgcactatt tatttcttct gagcttgctg acatttcttc tgcacttgct
   380821 gttatatctt gtatttgatc tgtaacttca ttaatatgat ttacaatatt atggaatgct
   380881 aattttgcat tttgaacagc atgaatgcct tcttgaattt cttgttgtcc tttccccata
   380941 acgttgacta catcttttgt atcattttgt acaagtaaat taagttttgt aatatctgta
   381001 gctgcttgtt ttgattgttc agcaagttta cgcacctctt cagatacaac agcaaatccc
   381061 tttccatgtt caccggcgcg agcagattca attgcagcgt ttaaagataa tagatttgtt
   381121 tgttcagaaa tgtaagtaat agtttgtaat gctttatcga tatcttgcgt acgaataact
   381181 aattgatcta caactttata tatttcatcc atgacagtat gaatagttgt catttgagaa
   381241 atggaatttt caatgatttc tgttcctaca ttcgccttat cagaagtaga aatagctaag
   381301 tttgaaatcg ttgtagaaga ttcggctatg ctttgtacgc catttgctat ttcatccatt
   381361 gctgtagaac tatctttaat atttgcagac tgatcattaa tatggtgaga caactgtttc
   381421 attgtatttg cgatgttatc catagtggaa gaggaaacgg ttgctgtttc aacaatatga
   381481 tttgtagagc ttttcacttg tacacttgtt tgaatcacat ttttaataat ttgttgtaag
   381541 tttgatatca tttgatcaaa actattaaac atatgaccaa attcatgatg gtattgtttt
   381601 ggtacggcaa tggttaaatc cccttttcca gctgtattca ttatgctccg taatgaattg
   381661 attggattga taattgattt agcagtaaat aaggagataa gaatgcaaag aactaaacat
   381721 gtaatgaata aaataatggt tatgcttatc acttgtttat aagagtgttc gctgtcgtta
   381781 tacagacctt cagctaactt ttcgttataa tcactaagat tttttaaagc gcctactgta
   381841 gctgataaat tatgttcaac tgtagttagg tagaatgaat atgcttgatt cagtttattc
   381901 tctttaatga aatctagcat ttgagcacga tgttttttat agttttctag tttttcttta
   381961 tattggctaa ggagtttttt ttcttcgcct gttatatatg tattttcgta ttgagcctgt
   382021 aatttttcgg tttctttatt tgtatcattt aatttattta aaattgtagt acgtcgattc
   382081 tcatcttcag tgataatgag ttcctttaca taactaaatt cttggtacag gctgctctca
   382141 atagatccaa gccatttaat aggttgtagc cgatcgacat atactgtttg aagttgtttg
   382201 tgcatttgtt gtaaattcat ataatttaca acgctaataa ttaatatgga aataatgggg
   382261 actgctatca ataatattaa tctgtttata acgtttaaca gatatagaat ttttaacata
   382321 gaatcaccta accttaaatt atttagttga atatataatg ggcatccaaa taaaattata
   382381 cattatttac atattatata cagaaaaagt aatgtaatta atatgtaaat aaaaaaataa
   382441 aaatctgtat atctttctat aaagaaaata tggataataa tatataggtg gtacttatat
   382501 tacttataaa aagggggaaa gaagagatgg aaaaagaaag gaaggcattt tcctttggct
   382561 tacgtacaca acttatgcta ttcactacag ttttagcttt aattacatat tcaacaagta
   382621 tattttttat ttatgtgata tatgattatt ttcaaagtta tgtaagtcaa actgcatata
   382681 atattatcgt tatgctatta ggagtagtat ggtctggaat tttagcatat ggagcagccg
   382741 tatttttaat taaaccgctt cgaaagttag aggaggcggc gagaaaagcg gctgaaggag
   382801 acattcgtga agatgttccg ttaccgaaga ctgatgatga aattaaatct ttaagtgttg
   382861 catttaatat gatgcttggg aacttaaggg gcatggtaaa aaatattgat acaacatttt
   382921 cctatacata caatcaagta cagcaaatta gaaaacaaac aggcgaagca acgaaacaag
   382981 cacaaggtgt ttctgaaaca cttgcagaga tttcttctgg cgctgagcaa tcagcggcat
   383041 caattcaagc gattgtttcc gctgttgata caacaacttc tattgcaagt gaagtagaag
   383101 agaaagcgaa acagtctgat gagttgtctt cagaaatggt tcaagcttta gggcatagta
   383161 ctcgtgtctt tacgtcttta attcaaggta ttcaaacatt ggcgaaagaa aatgaagatt
   383221 caatgcaaaa tgtacagaag ttagaggaaa gaatgaaaca agtagaacac attgtatctg
   383281 tagtgagtga gattgctagc caaacgaatt tattagcact aaatgcttct attgaggctg
   383341 ctcgtgcagg agagcatgga agaggctttg cggttgttgc ggaagaagtg cggaaacttg
   383401 ctgatgaaag tgatcattct gcaagaaaca tatcgcagtt attacgaaat atgcaagagg
   383461 aagtacaaca agttgcaatg aaaatgacag aacaagtgaa aatagctaaa gaagaggcga
   383521 gacgtgggga agctacggaa ttaattttaa aagaaatgtc atcaagtgtt atggaagtag
   383581 ccgatgcaac gaagcaaatt agtagctata tgaacgaaca agtgagtcac attcatcaaa
   383641 caggggcaca gacgaaggcc gtagcagcaa ttgctgagga aacatcagca ggttcgcaag
   383701 aagtagcatg tgtgacggtg caacagtcta aaaatatggt agtaattgat caattgttaa
   383761 aggatttaga gaagcaagca gcagacttga aacaaacaat tgaacgattt tcaatgtgaa
   383821 aaggaagaac agtattttgt tcttcctttt ttatatgaac aaggtttgta ataagcgtgg
   383881 acaaggagat gaggagaatg agatttgcct ttgtgagaaa taaataaagc ataagaataa
   383941 agaaactaca tagagttcaa tgaaaacagt tgcaaactat tcatattttg ttatgatagt
   384001 gttgcgaaaa cgtttgcata aaatttccga tgggatgcaa aaggagagaa tgactatgaa
   384061 taagacatgg tggaaagaag cggttgctta tcaaatttat ccacgtagct ttatggattc
   384121 aaatggtgat ggtattggag atttacaagg tattattgcg aaactggatt atttaaaaga
   384181 tttaggaata gatgtaattt ggatttgtcc aatgtataag tcacctaatg atgataatgg
   384241 ttatgacatt agtgattatc aagatattat ggatgagttt gggacgatgg aagactttga
   384301 tgctttacta gatgaagttc ataaacgtga tatgaagctt attattgatt tagttattaa
   384361 tcatacaagt gatgaacatc catggtttat tgagtctcgt tcatctaaag acaatccgaa
   384421 gcgtgattgg tatatttggc atgatggtaa agatggtgca gaaccaaaca actgggaaag
   384481 tatttttaat ggttcggcat gggagtatga tgaagtaaca ggacaatatt atttacactt
   384541 attctcgcgt aaacaaccag atttaaactg ggagaataaa gaagttcgag aagtgctata
   384601 cgatacagtt aattggtggc ttgataaagg aattgatggt ttccgagtag atgcaatcag
   384661 ccatattaaa aaagaagatg gctttaaaga tatgccaaat ccaaaaggac taaagtatgt
   384721 tccatctttt gataaacata tgaatgtgga tggtattcaa cctttattag aagaattaaa
   384781 agaaaatacg ttttctaagt acgatattat gactgttggt gaagcgaatg gcgttaagat
   384841 tgaagatgct gagctttggg ttggagaaga gcaaggtaag ttcaatatgg tattccaatt
   384901 cgaacattta agtttatggg atgcagaaaa gaagaaagat cttgatgttg tagggctgaa
   384961 aaaggtatta acgaaatggc aaaaagggtt agaaaataaa ggatggaatg ctttatatat
   385021 tgagaatcac gataagccgc gtatcgtttc aacttgggga gatgataaac aatattggcg
   385081 tgaaagtgcg acagctttag gagcaatgta tttctttatg cacggtacac cgtttattta
   385141 tcaaggacaa gaaattggga tgacaaatgt tcaattccca aacattgaag attacgatga
   385201 tgtagcaatt aaaaatttat atcgcgagaa aattgcagag ggcgtatccc atcaagatat
   385261 gatggaaatt atatgggctt cttgccgcga taattcacgt acgcctatgc attgggacga
   385321 tgagataaat gctggtttca caacaggtac gccttggttt ggtatgaatc aaaactacaa
   385381 agaaatcaat gttgcaaagc aaaagaatga agagaactct attttcaatt tctataagaa
   385441 aatgattgcc ctgaaaaaag agcatgatgt actgaattat ggtacgtacg atttactttt
   385501 agaagatgac ccgcaaattt atgcatatac tcgtacacta aacgatgaaa aaatagtcgt
   385561 aattagtaat atctcaaaag aggaagctgt gtataatgag gatttatttg cactagaacg
   385621 caaacgtttg cttttaaata actatgaagt tgcggaacat gaacaattaa ctacaatcac
   385681 gttaaagcct tatgaaacaa gggtttatcg catttcataa taaaaaaaat aaatttctat
   385741 tgcaaagtga aaacgctttt attaaaatag atttatgaaa acggttgcgt aaaggataaa
   385801 agtaaagtaa cataaggaat cgttttcata atagaaacag aaattataat ttaaatcatt
   385861 atgttgttat aaataaaggg gaggaagaac agatgaaaat tacgtctttt gatttttggc
   385921 aaaagttcgg gaaagcatta ttagttgttg tagctgtaat gccagcagtt ggtttaatga
   385981 tttctatcgg taagttaatt ggaatgtctg ctggggatat taacgcagtt catacaatcg
   386041 ctcgcgtaat ggaagacatc ggttgggcaa ttattacaaa tctacacatc ttattcgcag
   386101 tagcaattgg gggatcttgg gcgaaagatc gcgcaggtgg tgcatttgca gcgctattag
   386161 cattcgtctt aacgaataga attacaggag ctatatttgg cgtaaacgct gaaatgttag
   386221 cggattcaaa agcgaaagtt tcttcagtat tagcaggaga tttaattgta aaagattact
   386281 ttacttctgt acttggtgca ccagcattaa acatgggagt tttcgtaggg atcatcacag
   386341 gtttcttagg agctacttta tataacaaat attataacta taacaaactg ccacaggcat
   386401 tagcattctt taacggaaaa cgattcgtac cattcgttgt aattgtttgg tctacagtaa
   386461 ctgcaattgt attatcactt ttatggccat tcatccaaag tggattaaat gaattcggtc
   386521 gctggatcgc agcttcaaaa gatagtgcac cagttgttgc accatttgta tatggaacat
   386581 tagagcgttt actattacca ttcggtttac accatatgtt aacgattccg atgaactata
   386641 cagagctagg tggaacatat acgatgttaa ctggctcgaa aattggacaa gttgtagcag
   386701 gacaggatcc tttatggctt gcatggatta cagatttaaa caacttatta gcaaatggag
   386761 atacaaaagc atataacgat ctattaaata atgttgtacc agctcgtttc aaagcgggac
   386821 aagttatcgg ttcaacagca gcattaatgg gtattgcttt cgcgatgttc cgtaatgttg
   386881 ataaagaaaa acgtgcaaaa tataaaccaa tgttcttatc agcagcatta gcagtattct
   386941 taacaggtgt aacagaacca attgaattca tgttcatgtt tattgctcca gtattatatg
   387001 ttgtatatgc aattacaaca ggacttgcat tcgcattagc agatttaatt aacttgcgtg
   387061 ttcacgcatt tggatttatt gagttaatta ctcgtacacc gatgatggtg aatgcaggac
   387121 taactagaga tttaatcaat ttcgttatcg tttcattagt attcttcggt ctgaacttta
   387181 cattattcaa tttcttaatt aaaaagttca acttaccaac accaggacgt gcaggtaact
   387241 atattgataa cgaagatgag gcatcagaag gaacaggaaa tgtacaagag ggttctttag
   387301 caacaaaggt tattgattta ttaggtggaa aagaaaatat tgctgacgta gatgcttgta
   387361 tgacacgttt acgtgtaaca gtaaaagatt tagatgttgt tgcaccagaa gcacagtgga
   387421 aacaaaatgg tgctttagga cttatcgtaa aagataaagg tgtacaagca gtatatggtc
   387481 cgaaagctga cgtattaaag tcagacattc aagatatgtt aggtgcgtaa taatatgaaa
   387541 ttgctaactt taaactgtca ctcttggcaa gaagaaaatc aaatagaaaa gataaaatat
   387601 cttgctaaag tcattcaaga agaagagtac gatgtcgtcg cattgcaaga agtaagtcag
   387661 tcgatagggg ctaaaaatgt atgcggtaac aagaaagaag ataattttgg acttttacta
   387721 ttagaagagt taaaagcgtt acatgtaaaa gattacaata ttacttggga tttctctcat
   387781 attggttatg atgtgtatga agaagggtta gcgatcataa cgaagcataa tgttgtaaaa
   387841 gaagatacgt tctttatttc agaaaataag gatacaacgt attggaaaac acgcaaaatt
   387901 gtaagtgcaa caattgctta taatggtaag aacatcacgt tttactcttg ccacctcggt
   387961 tggtggaatg atgaagaaga attatttaaa ggtcaagtga atcgtttgat ggagcgtgta
   388021 gatagcaatg aactttcctt cttaatgggt gattttaata ataacgctcg tttgcaagga
   388081 gagggttatg aatatatgat gcaagaaggt ttgtacgaca catatgaatt agcaatagag
   388141 aaggatgaag gaacaactgt ccaaggtgag attgctggtt gggatgaaaa taaacataat
   388201 ttacgaatcg atctaatatt gtgtaaccga agtgaaaaaa ttcgttcttc aaaagtcgtg
   388261 tttaatggta caaaccgaaa aataatttca gatcatttcg gtgtagaagt acaagtagat
   388321 atataataga agaaatcctc acagatgatg aaaagctgtg aggatttttt tgaggaatac
   388381 aagtatttcc aagagaaaat acttgtattt tttatgacat ttcctatata tttgttatta
   388441 ttgaatgtaa aaccgatttg gtcattttgt attcatactt taacttactt cgttatataa
   388501 tgtaataagt caaagttaat ggaaaaaata gttcgttttc ggttaatcca cgatatagaa
   388561 agtgatataa ttgcaaaatg tatgtatcat tttctaaaga aggaaaaata tataattagg
   388621 tgataacttc tatgaaacaa atttggcgta tttataagac agatttacga aatgtagcca
   388681 aacattgggc tgcaattgtt attgttgtag ggttaatgat tttaccatcg ttatatgcat
   388741 ggtttaacat taaagcttcc tgggatccgt atggaaatac aaaagaggtt cccattgcag
   388801 tttctaacca agatgcaggc tctaatttaa gagggaaaga tattaatatc gggaacgaga
   388861 ttgtagattc tctgaagaaa aacaaaaatc ttggttggaa atttgtagat gaaaagcaag
   388921 caatttacgg agttgaacgc ggggattact atgcgagcat tacaatccca aaagacttct
   388981 ctgaaaagat tgcaacggtt ctggatgaaa atccacagaa accagaactt gattactatg
   389041 taaatgaaaa ggtaaacgcg attgcaccaa aaattacagc aaaaggtgca tcaggtatta
   389101 cagaagaaat tagtaaaaac tttgttaaaa cagcaaatgg tgagattttt aaaatcttca
   389161 atgaccttgg aatcgattta gaaacaaact taccaagtat tgagaaagta aaagatcttg
   389221 tatttaagtt agaagcgcag ttcccagaaa tgaatacact gatggataag gcgttagatg
   389281 atgcgactcg agcagaggat ctagtaaaag tagcgcaaaa agagttgcca gttgtagaaa
   389341 gtgttattaa tgatgggcaa gaagcgttaa caaatttaga taagttcttt gcaaacaatg
   389401 atcaaacatt gcaaaatgca cctgggacga tacgaaatca tttaacagcg gctaaaaatg
   389461 taatggataa agctaatgct tttacggatt ttttaatgca tccaggaata gacttttctg
   389521 gtatgaaagg attgcctgag tttccagcgc gtccggatct ttcaaagttg aacgatgaag
   389581 gttataaaaa tattgcaaga aatattaatc aaacagtgaa taacgtttta aactcggcac
   389641 gtgcaggaac aacatacggt aaaagtgttg taaacggatt gcaaaatggt caatttgatc
   389701 cagaaaaggc aaaacaagat cttaatgcgg tttctgaaaa tcttcaaggt cgtacagata
   389761 gtattgcata tcttattaat gtatttactg aactacaaaa atcagcgacg actgattttg
   389821 gtcaaagctt tttccaaggc cgtgtggatc gcttaactaa gcttaaaagc ggtatggaaa
   389881 atgcaaacaa cggtattaaa gacattgtaa atgttattgg cacaggacaa gaagtaaaga
   389941 aagatgtaac agatgtagca aatcaaaaat tagatgcagc aaatggatta attgatcaag
   390001 cagaaaaaga ttataatgaa acatttgtag cagattataa aaaagcagtt agcacagtcg
   390061 atcaagctaa agctgatgca aatgaagcgt atgatagtgt gaaaaatgaa tatgataagt
   390121 tcaaaaatgg tgttgaagat gctaaagcaa acatatcaaa taaaggtgta actgatttag
   390181 aatgggcaaa agtatcttta aacgatttaa atggtcaatt acaagctact aataatctaa
   390241 ttggtgatgc gattccggtt ttagaaagca caaataaggt attagcagat gtaaatagcg
   390301 gaaaaaacct taatggcgga attgcaaaat tgaacaaaat acaaaattct gttcaaaaag
   390361 gtatagatgc aacgaataag gcaactacac taattaacaa tggacagaag cctacaaaag
   390421 aggttgtaga aagtattaat gaagcaactc aaaatgcttc agctcaatta ggagatttct
   390481 tagcaacata tgattcagaa atcgttccaa actttaacac agcaattgaa cgtacgaaac
   390541 gtatgtctaa aaacacatct caaattttaa aagaagcaga caaaaagctt ccagatgtta
   390601 aaaaattact agaagattca tcaaaaggtt tagtagacgg tagaaagaaa ttagcagata
   390661 ttaaagctga aatgccagct actgagaaaa agattaaaga attagcagat aaaattcgtg
   390721 attttgaatc tgaagaggat ttaaaagaca tcatccgttt gttgaaaaac gatgttgaga
   390781 agcaaagtga ttactttgca aatccagtaa atttaaaaga gaataaatta tttgcaatgc
   390841 cgaactatgg ttcagcaatg tcaccattct atacagtgct tgcattatgg gtaggcgcat
   390901 tattaatggt ttcgttatta acagtagaag tacatgaaga gggcgcgaat tataagagcc
   390961 atgaaattta cttcggacgt ttattaacat tcttaacgat gggtctttca caggcgttta
   391021 tcgtatcgat gggagatata ttcttactcg gtacgtacgt agtcgataag ttctggtttg
   391081 tattatttag tttatttata ggtggagtat ttgtttgtat cgtgtactca ctcgtttcta
   391141 ttttcggaaa cgtagggaaa tcgatggcga tcattttact tgtactgcaa gtagcaggat
   391201 cgggcggaac attcccaatt caaatgacac cggcgttctt ccaagcgatt tatccgttct
   391261 taccgttcac atacgcaatt agtgcaattc gtgaaacagt aggcggaatg ctatgggata
   391321 ttgtaacgcg agatttactt gtgttaagtg ctttcgtagt agttatgatt gttgctgcgt
   391381 tattactgaa aacaccaatt aacaaatcaa gtgaaaaatt cgttgagaat gcaaaaggaa
   391441 gtaaaatcat tcactaacat aaaaggttcc taccgataga ggtaggaacc tttttgttta
   391501 atcaaatttt aatttcttta atgcttctgc gaatgggtta tttaatggtt cttcctcttt
   391561 tttctgctgt ttcatatatt tttgaacgtc acgcttatca gctttgtttc cagattcctt
   391621 tttacgtctt tcttggaatg tggataattt ctcgcgatag ccacatttac atgcaaagat
   391681 ttgtcctgca ccttcaccac gtaattctaa cttcttctta cactgagggc aacgagcgtt
   391741 tgttgtacga gatacatttt tacgatgacc acattcacgg tcttggcaaa cgagcatttt
   391801 tccttttttg ccgtttacct ctagcattgg tttcccgcaa tctggacaag actttgttga
   391861 aatgttgtca tgtttatatt ttttatcact cgatttaatt tcagaaacaa tttctttcgt
   391921 atagttcttc atttcggaaa tgaatacttc ttttttcagt ttaccttttg caattgcctc
   391981 tagtttttgt tcccactcac cagttagtgt aggtgatttt aactcttctg gtactaaatc
   392041 aagtaactga cggccttttg aagtaatgtg aatatctttc ccgcgttttt caattaagaa
   392101 tgaattgaat agtttgtcga taatatcagc tcgtgttgcc acagtaccta atccaccagt
   392161 tgattttaac gtatcagcaa gttgtttatt ttgcgtatcc atatattttg taggattttc
   392221 cattgctgaa agtaaagtcg cttcgttaaa acgtgcaggt gctttcgttt gacctgatgt
   392281 ttgcataatt aactttacag ttaatgtatc gcctttttca atgcgaggta aaagttgctc
   392341 ttttacgtca tcagttacat catcatcttc aaagcgattt tcatatactt ctttccaacc
   392401 ggcatgtaaa attgtctttc cgcgtgcaat gaatgtttca ttgccgacct ttgtgcgtaa
   392461 cgttagttgt tcgtattcga atgctgggaa taaaacagct aagaaacgtt tgacaactaa
   392521 atcataaatt ttacgttctt tatctgtgaa ggctgagaag ttaacgtatc cttctgtcgg
   392581 aataattgcg tggtgatcgc ttactttact atcatcaaca aatgatttat tagccttgat
   392641 aggcttttgt aatactttat gtgctaaagg acgatattcc ccaacgccgc acgcctttag
   392701 acgttctgga agtgttccaa cgatatcaga tgaaatgtaa cgcgaatctg tacgagggta
   392761 tgttagcact ttatgttgtt catacaattt ctgcataata ttcaatgttt ctttcgcaga
   392821 gtaaccgaac tttttattgg catcacgttg caattcagtt aaatcgtaaa gaccaggaga
   392881 gaatgacttc ttctgttttt tatcaatttc taaaacagta gcattatgtt tatctaaacc
   392941 ttttacaata ccatcaattt tttctttatt aaaactgcgg ctattgccat ttgcatcttg
   393001 ccacgttagt tttaattgat ttgttgtttg agcttcaatg ccgtagtaag tttgagcttt
   393061 gaagttcttt atttcatctt cacgattagc gatcatagca acagtaggtg tttgcacacg
   393121 gccacagtta agctgggcat taaagcgagt cgttaaagct cgagtcgcgt taagaccgat
   393181 ataccagtca gcttctgaac gtgcgacagc tgaagcgtat aaattgtcat atgctttacc
   393241 tggttttaaa tttgcgaaac catctttaat tgctttatca gtaacagatg aaatccatag
   393301 acgtttaatt ggtttgttaa ttcgaacctt atcaataatc caacgagcaa ccaattctcc
   393361 ttcacgtcca gcgtctgtcg ctacaatgat ttcatttaca tcttttctaa gaagctgact
   393421 cttcacagca ttaaattgtt tccctgtttg tttaataaca gttaatttca aacgctcagg
   393481 tagcatcggt aaatcttcta aattccactt tttatatttc acatcatagc tttctggatc
   393541 agctaatgta acaagatgac ctaaagccca agttacaata tatttactac cttcaaggta
   393601 gccgtttcct tttttgtcgc acttcagtac acgcgcaata tctcgtgcaa cggaaggttt
   393661 ttcagcgatt acaacgcttt ttgccatatt aaaaacatcc tttcaaaatt ccatacgtta
   393721 actatagcat acatcttctt gagattcagt ttcgctccat atttgaacgg tttttagtgg
   393781 aatgaacaaa gtccccactg attaaagttt cattttatta tgcttattgt tatataggtt
   393841 gcttccatat taaatagaaa agtaaagaac ttgttatttt agtagaataa gagtagactt
   393901 tgaagtagat gaataataag cacatgggag tttgtggatg caaactgaga gtatgactat
   393961 tccgtcattg accatttgaa cctgttggat aatgccagcg tagggagagt gtaaaagcac
   394021 atgttcaggc actttgcgta cgcgcaaagt gcctttttgt gtatctccca tcactatagt
   394081 taggagatga gaaggatgaa tacgaaagaa attagcaaag tagtggattt ggtgagagaa
   394141 tctaatccgc tcgttcataa tattacaaat gttgttgtaa caaattttac agctaacggt
   394201 ttattagcat taggggcatc gcctgtaatg gcgtatgcaa aagaagaagt agcagaaatg
   394261 gctagcattg ctggagcgtt agtattaaat atggggacac ttcgtcctga cgaggtagaa
   394321 gcgatgttac ttgctggtaa gtcggctaat aggaatgatg taccggtact gtttgatccg
   394381 gttggcgcag gggcaacttc gtatcgaaca gaagttgcga gacatattcc ggctgaaatc
   394441 gaattagcaa ttattcgcgg aaatgcagct gaaatagcga acgttattaa tgaaaaatgg
   394501 gaaattaaag gggtagacgc tggtgctgga aatggtaatg tcgtaagtat tgcaaagcag
   394561 gcagcagatg aactaaatac agttgcggtg attactggaa aagaagatgt tgttacagat
   394621 ggagagcgaa ctattgttat tcgaaatggt cactctattt taacgaaaat tacgggaact
   394681 ggttgtttac taacttctgt aataggagca tttgtagcgg tagaaaagga ttatgtaaag
   394741 gctgcagtag cggcattaac gttttatggt gtagccgcgg aactagcagc tgctaagaca
   394801 gtagaaaaag gacctggtag tttccaaatt gaatttttaa atcagttagc caatacgact
   394861 tcgggtgata tagaaaagta tgggaagatt gaggttatat agtaaggagg gaaaataaat
   394921 gtcacgtatt tcaaaggcag aaatgtctaa gttattatca gtatatttta ttatgggaag
   394981 taacaattgt acgaaggatc cactgcaagt attgagagag gcacttgaag gttttataac
   395041 aatttttcaa tttcgtgaaa agggagaagg tgctttaacg ggagaagagc gtatttgttt
   395101 cgcaaaagaa ttacaagcaa tttgtaagga atacggtgta ccattcatcg taaatgatga
   395161 tgtggaacta gccctcgagt tagatgcaga tggcgtgcat gttggacaag atgatgaagg
   395221 aattacttct gttcgtgaaa aaatgggtga taaaattgtt ggtgtatcta cccatacaat
   395281 tgaagaagca cgctgggtaa ttgaaaacgg agctgattat ttaggagttg gcccaatttt
   395341 tccgacgagt acgaaaaagg atacgaaagc ggtgcaagga acgaaaggtt tagctcattt
   395401 tagagagcaa ggaattacaa taccgattgt tgggattggt ggcatttcaa ttgaaaatac
   395461 agcttcggtt atagaagcag gtgcggatgg tgtttccgtt atttctgcga ttagtttagc
   395521 ggaatctgcc tatgaaagta cgaagaaatt agtagaggaa gtaagtagga gtttgtagga
   395581 aaagggaact tcacaaaaat agtaaagaac agaatggaca gataaaaata tttaaacaaa
   395641 cgtttgatta aaaaagcaca aaccctttaa atttgtaggt ttgtgctttt tctttaaaac
   395701 ataattgata ttaagagcat tccaattccg atagaagtga atgttgcgat taggcctgga
   395761 atcataaagc tatgatttaa aacatattta ccaatgccag ttgtaccagt acgatcaaag
   395821 ttaatggcag caacgattgt tccgtagttt ggaatgaaga aatatccatt tactgcaggg
   395881 aacattgcga ttagtagtgc tggtggaata ccgagtgata atccaagagg cattaaagcg
   395941 cgtactgtcg ctgcttggct atatagtaaa atagatagaa tgaataatgc gatggcaaat
   396001 agccatggcg cacttgttac tagatgctga attgatcctt gaatcatatt taagtttccg
   396061 ttaaagaaag tatctcccat ccaagcgata ccgaaaatag caacaactgc tgttgccccc
   396121 gctttaaaga cgttaccaga cacgatgctt tctacatttg gtttacagaa aataataata
   396181 agagctgcga tcgttaacat aaccatttca attgtgtttg gcatggaaag acgggctaac
   396241 ttcccatcaa ctatccatcc tggacgaagt gcttcaaatg aaccaagaag tacgacaagg
   396301 aaagttccta ctaagaaaag gataactgat aatttagcgc cttttacacc aacaaattct
   396361 tttttctctt caatcttagg aatcattcct tcttttaatc gctttaagta ttcagggtct
   396421 tcatttaatt ctttccccat tttgctagca acaaatgcag ctatcataca agcgatgaaa
   396481 gtagaaggga tacttacttt taaaatatct aataaggtga ttttatagtc agctaacatt
   396541 gctaaaagtg caactgttgc agctgatata ggactagctg taattgcttg ttgggaagca
   396601 attacggcaa ttgacattgg tcgttccggt ctaattccag attcgcgaga gacttctgcg
   396661 ataacaggaa gtacagaata agcaacgtga ccagttcctg cacaaagtgt aaataaataa
   396721 gtaacaattg gagcaaagaa tgtaatgcgt tttggatttt ttcgtaatgc tttctcggcc
   396781 agatgaacaa ggtagtccat tcctccagcg gcttggagtg caccagcagc tgtaattact
   396841 gctaaaatca taagcatgac atcaatagga ggagctgtag gttgtaagtg gaagacgaaa
   396901 acaagtattg ccataccaac gccacccatt actcctagac caactccgcc tagacgtgcg
   396961 ccaataaaaa tgcagagtag taatgtaaga aattgtagcc aaaacatgat aaactacctc
   397021 cgaaattcat tagttaagat atatttgaat aatttaattt aaaagaaaaa ttaaaataaa
   397081 tactcaaaac aatccttgtg ttatatacat tttttattat ataacacaag aaatgtaaca
   397141 ttcacgtact ttgttaaatt atttcgaaaa aataatacat ccaaatttta catttgtatc
   397201 tctaaatagg tggacatttt aatttttatg ttgtaatctt tgatagagaa taatgtaatt
   397261 ctcatagaac tcccatatcg ttcaactcgt tcagcgagaa aggcaaactg atggaaacat
   397321 taggacgcaa aactacagga gctaaggccg aaaggctacg ctagccagtt accggacgga
   397381 tagggttggt cttgaccaat gctttttcat tggtcttttt ttatttgcaa acaaatgaga
   397441 aaccttatca gttgttgata aggtttctat tttaatagtt ttcctttata ttaagttaat
   397501 taagaaaggt gatgttgatg aaaaaatatt ggcacaagct atcatttctt caaaagaatg
   397561 tattgttaac tgtgttagtt attttgacgc ttgttggtac tatgggagcg ttaagtttta
   397621 acatgtttca aaatagcatg atgtctatat ttgaaaggca ttcttttgaa acaggagata
   397681 cggtattaca taaattagac gaagaaatag tgagagatgt tacaaaagac ccagtggcac
   397741 aaagagaaaa gagagagaag ttaacagaga aattagatga agcaacggaa gaattgaata
   397801 gtgttggaca aacgtatatt gttggagcaa aaaaaaatga aaaaggtgag ttactaatcg
   397861 tcgacttgtc tacagactta gcaaatgttg ttgaagtaag gccgggagaa tattataaac
   397921 aactagatct ttggatggaa gcatacgata aggtaatgag cacgaaaaaa gcaaacatga
   397981 cagtagtata tgaagatcta ttaggaacat gggtaacgat attagagcca attaaagatg
   398041 gagaaggaaa tattgtggca attgttgcag ccgatgtaga tgcctctatt gttcctagta
   398101 caaaggaaaa gttcattata caaggtttaa tgtttatttg tatttctgtt ttaattgcaa
   398161 ctgttattca attcttaatt gtacgtaatg cacttgctcc attgcgagat ttacgtgaag
   398221 gattgcgcag agttggtgaa ggtgatttaa atattaaatt agaggaaaga tcagatgata
   398281 ttggtattat taattcttat tttaataata ccatcgagaa gtttaaagga attatagata
   398341 aagtgaagca gacagcagaa caggtttcct catcttcaca agaattgtca gtgagtacga
   398401 aagagaatag tatggcagtt caagaaatcg taagttctat ggttgagtta agagctggcg
   398461 ctcagttaca agaaacttca gtaccacagt atttaggtat tgtatatgaa gtggaagata
   398521 agatggaaga gataacgaat gcggcaaaac aaatggagaa agtgtctgaa ggtatagagc
   398581 atcattcagt taaaggaaac ggtgttacta aacaggcaat taatcaaatg aatataatac
   398641 aaaatgcagt acaagattta tcttctatca tttattcttt ggaagtaaga tcaaaagaaa
   398701 ttagtgatat tgtaactgta attacaagta tttcaaatca aactaattcg ctagctttac
   398761 acgctactat tgaagcttca cgtgctgagg aaactggaga gggatttgcc gttgttgctg
   398821 atgaagtgcg taaattagca gagcagatgg aagcatcagc aaaagatata gcaaatttaa
   398881 taagggaaac acaagctggt acggaagaag ctgttgtttc aatacgaaaa gcttcaaaag
   398941 aagtagaatc tgggatgaaa cttgttgaaa tgaatggtgc tttctttgag gaaatttcaa
   399001 aatcagcaca atctgttaca aatcaagtta gagttgtttc tagcaattca agtgatatat
   399061 tgcaaaatag ccaaaatatt gttcgtgttg taaatgaact atcacttatc gcaaatacgt
   399121 atacaaatag tagtagtaat gttgaagaaa gtatgaaaga acaggaaatg tctgtacaag
   399181 atattgctga attagccagt tctttaagct ggctttcaca ggagttacaa gagttaattg
   399241 gggagttcaa aagttaaatg aaatgattat acatgctttt gtttgttcaa taaaataaat
   399301 catgctacaa tgaaaacgaa ttaaggaccg gggagccaat tggctgagag gatgtgagca
   399361 aacatcgacc ctcaacctga tctggataat gccagcgtag ggagttactt aaagtaatgt
   399421 agcatatgtt attctataat aacttgcata caaggctttc ctacgtggta ggaaagcctt
   399481 ttcttgtttt aaaatttaat ttcataaggg ggattttatt atgtcacaac aagttacaat
   399541 gtcattttca gtagtaccac aagcgaaaac aaaagacgta tattctgttg ttgataaggc
   399601 aattgaagtt gtgcaacaat cgggagttcg ttatgaagta ggggcaatgg aaacaacgct
   399661 ggaaggagaa ttagatgtac ttcttgatgt cgttaaacgt gcgcaacaag cttgtgtgga
   399721 tgctggagct gaagaggtga ttacttctat taaaatccac tatcgtccaa gcactggtgt
   399781 aacgatagat gaaaaagttt ggaagtaccg tgatgaatat gcaaaaccag aagcaatcta
   399841 aaataattac aacaatttgg cttatccttc tcattgcgat atgggaagga tctgtgtcat
   399901 tatttaaaat cgaaccgtgg attttaccga agccttctgc cattgttcaa gaattaattg
   399961 gaatgaaaga tttactatta ccgaatacga tgcaaacact gcaagaggtt ataattggac
   400021 tgttctttgc gattttaatt gggacaagca ttgcaattct tatggacgtt atccctttat
   400081 ttcgtatttt aataaatccg ttgcttgtta tttcgcaaac gattccaatc gttgtacttg
   400141 caccgttatt tattatttgg tttggatatg gaatgctacc gaaagtaatg gtagtcatac
   400201 tcgtttgttt cttcccgatt gcgcttagca ttttagaagg ttttcaaacg gtagataaaa
   400261 atatgttgaa gttgttgcaa acgatgaagg caacgaaatg gcaagtttac cagaaagtaa
   400321 agtttccagc agtgcttcca tattttttct caggtttaaa aattgcagtt acatatagcg
   400381 taatgggagc gattattgga gaatggctcg gtgccagtga aggattagga gttatgctta
   400441 caagggctac gaaatccttt ttaacagccc gagtatttgg tgttgcagcg attattgtaa
   400501 tggtgacatt atgtctgtat tttatcgtag agtttatggc aagaataaca gcaccatgga
   400561 tatatagaaa ggacggcaga aaatgaaaaa aggtttaaaa gttatgttgg ctgccttatt
   400621 agcagtaggt gtggctggat gtaatccggc gaagaaagaa gaaagtgcaa gtaaagatca
   400681 aaaagtaaaa gtcgtattag attggtttcc gaatacgaat cataccggct tatatgtagc
   400741 acaagcgaaa gattattata aaaagcaagg cttagatgta gaaatcattc agcctggtga
   400801 taatgtgacg gcggagcaaa tgatagcttc aggaaaagct gacttcgcaa taagcgcaca
   400861 agaaaatgta acgttggctc gtgtggaagg tattcctgtt gtatctgtag gggcgattat
   400921 tcagcataat acttcagctt ttgcatcgct taagaaagat aatatgacgt caccgaaaga
   400981 ttttgaaggg aaacgttacg gtggctgggg aggaccagcg gaagaagcga cattaaagac
   401041 tattatggat aagcaccaag ctgattttaa taaagttgaa aaaatcattt taggacaaac
   401101 agatttcttt aaatcaattg gtcgtgatgc agattttgaa tggatttatt atggatggga
   401161 tggaattgaa gcgaagcgcc aaggaaaaga gttaaatacg attatggtga aagacttaga
   401221 tccagcgctt gatttctata gtcctgttat gattacgagt gaaaaacata cgaagcaaga
   401281 taaagacttt gtgaaaaagt ttatgagcgc aacgacagag ggttataatt tcgcaattaa
   401341 agagccgaaa gaagctgctg atattttaat taaagctgtt ccagatgtaa ataaagattt
   401401 agtacaagaa agtcaaaaat ggttaagtac gaagtatcaa gatgatgcaa aagcgtgggg
   401461 agtacagaag gaagaagttt ggacgaatta catgaatttc ttatatgata acaaagttat
   401521 taagaagaaa attgatgtga aagatgcctt tacaaatgag ttccttccaa gtgaaaaatg
   401581 agaggattac aaataaaaga tattgtgaaa tctttcgatg gaaacaatgt attagcaaat
   401641 attagtgctt ctatacgaga gggagagttc gtttcctttg taggaccgag tggttgcggg
   401701 aaaagcacac tattaaatat gatcgcaaat gttgaaaatc caacaagtgg aagtgtaacg
   401761 tataacgata agcacataca agagcaagat gttgtaagtt atatgccgca acaggattta
   401821 ttactaccgt ggcgatcagc tttacaaaat atcgttcttc cgttagaaat tgaagggaag
   401881 ccgaaaaaac aaaggctgac agaaggaatg gaagcattaa agcagtttga actagatgaa
   401941 tatgcagacc attatccaga tgaattgtct ggagggatgc gtcaaagaat tagttttctg
   402001 cgcacatatt tatgtgaaaa gccaattatg ttacttgatg agccttttgg taaattagat
   402061 gcttttacaa aaatggaagt acatagctgg cttttaaact cttggcacca agagaagcaa
   402121 acaatcgtta tggttacaca cgacttagat gaggcaatct tgctttcgga tcgcgtattt
   402181 attttatctc aaagaccagc atcaatagtt ggtgaggtac aagtgaaatt acctaggccg
   402241 agaacgatgg atatgttaac atcaattgag ttaaagaagg ataaggaaga aattctgaga
   402301 gtattagctc cttatatgaa aaaatagaaa aagtctttta acagtttttg gtataattac
   402361 tgttaaaagg cttttttata taggaaaaga aggaacaaaa ggaaaagtag agaatagaat
   402421 ataacagagg agtttatact cttaatataa caaatgttaa aggagtgaaa ggataaaatg
   402481 actttatcaa ctgttcttca aatggtttta gcttgatatg ggagaagtct gcccattttt
   402541 atatgcacaa ttaaataagg ctttatactg ttgctctctc tatttagctt atgaactata
   402601 agtaaaggag agaaaataat gagtatatta acggtagaaa atttaagtca ttcgtatggt
   402661 gagaaaacca ttttatataa tgcatgtttt cgactattga agggcgagca tgttggggta
   402721 gtagggggaa atggaattgg aaaatcaaca ttgctaagga ttttaacagg agaacttata
   402781 catgatgatg ggaatattga atggtttcct catgtgaaga taggtttttt acagcagcat
   402841 atggatttac aagaagggat gacaattgag ggatacttgc aaagtgcatt tgctgatttg
   402901 tatgcgattg aatgcgaaat gttaaaaatt gctgaagaaa tgaatggagc aggagaagta
   402961 gaaaaactgt tagtaaagta tggagaatta caaactatat tggaaagctc taatttctat
   403021 cacattcatg cagaagttga agaagtagca atcggtttag gtttatttga aataggtttg
   403081 aaaaaggatg tatcgaagtt aagtggggga cagcgaacaa agttattact tgggaagctt
   403141 cttttagaaa aagctgatgt tttattacta gatgagccaa caaattattt agacacagcc
   403201 catatagaat ggttgcaatc gtatttgaga ctatatgaaa aagcttatgt aatcatttcg
   403261 catgacgaat tatttttgaa cagtattaca aatgttattt ttcatctaga aggagggaaa
   403321 gtgaagcgat acgtaggaaa ctatgaaaag tttgtacaaa gttatcaagt gcaaaagaaa
   403381 caattacaat cggcgtatgt gaaacaacaa aaagaaatct ctcagttaga aacatttatt
   403441 caaaaaaata aaattcgtaa agcgaaacag gctaaaagtc gagagaaagt attggagaaa
   403501 atgcaaagga ttgaaaagat tcatcctgta cctcgatccc gttttgattt caatgtttat
   403561 gaggagccgg tgagtcgtat attgcaagct gagaaactaa ggataggtta tagtgatccg
   403621 ttatgcccag agttgaattt acaagtgaaa aaaggagaga agatagcgat tattggtcat
   403681 aatggaattg gaaaaacgac gatgttaaaa acattattag gtcaaattaa gccgctaagc
   403741 ggttcaattt ctgttggaga acgagtaaat cctgcgtatt ttgcccagga agagtttgct
   403801 tcagaaacaa cacccttaga gaaagtttgg gcagagcgac cagatatgac aaagaaagaa
   403861 gtgcgccaag cattagcaaa gtgtggattg aaagaagaac acgtattaaa acctattcgt
   403921 ttattaagcg gcggagaaca aacgaaagta cgtttatgcg aacttattgt aacgagaagt
   403981 aatgttttaa ttttagatga accaactaat catttggata tagaaacaaa gaagtctttg
   404041 caggaagcgt tacaacaata taaaggaaca gttttacttg tttcacatga gccttctttt
   404101 tatgaagcat ggataacaaa agtatggaat atagaagaat ggaacgctga acaatatgaa
   404161 taaagaaaag gcattagctt gtataagcta atgccttttc tttgtgatta acatgatttt
   404221 cgagaactct tacatgagaa ttgtatgaag aagcactctt atggtgcgct tataagcgtg
   404281 ctttttcttt tgttatgttt atatttataa taatactaga tgcctttccc taataggcga
   404341 ctatctttat atatatatgt agatagtttg aaatggaatg aaaataattc ctatatgtaa
   404401 aggataatgt gattggtata ggaagacaat agaggttaaa ggaaattcat gtaaaattca
   404461 ggtgaacttc acacgaactt catattggaa actaaatata attataatag gttattataa
   404521 tgtttctttg tgatttttca taaaattaaa agtttgaatt taggagagag caccactcaa
   404581 acctaaattc aaactttagt gaaacaatta atggaagtta cgtttagttt tcgctaatgg
   404641 atgcatttac aagttcagca ggagtgcctg ttcctgcccc tccgattgta attgatccac
   404701 caggaggaat ttcaccattc catcctgcat tcgtaattac gtaatgatta tttattttac
   404761 tactaatttt agaatcccaa acttgtgtta aattgccgtt ataatcaaat tctaatttcc
   404821 agtttttaat aggggtcgtt ccactatttt taattacaat cgagaagttg taaccacttc
   404881 cccaatttga agtgactgaa aaggtagcat tgctatttcc accaggaggt gttgtgttgg
   404941 catcatctgt ttttacaaga atagaagtag gctgtgattt attcccagca gcatcttttg
   405001 ctagtattga aaatgtgtat tctgtattag gttttaagtt tttaattgca atgctatttg
   405061 ttgttgtact ccatttctct tctccagcag taatttcata ttccgtaact cctacgttat
   405121 cagtagatgc cgtccagttt aattgaactg agtttgaatt tttatttgtt acagcaatat
   405181 tttttacgtt tgttggtggc tcaatatctt tttgagtaat aggtccacct agtaattctt
   405241 ttactaacgt atcaagtaat tttggtccac tacaactata ttttggactt gtgcgacagt
   405301 caccactaag ctcccaaaac attgcgccac ttaaaccttt tgtctttata tagtctgttt
   405361 tatatttcat agattcgttg tcatcatagc taataaatgt gcctgtagtt gcattatata
   405421 aataaggtac tttcgccaca tcgttccatc cgcgaacaaa accattttta ttaacataat
   405481 tagctgctaa atcaccataa tcgtacacac ctgtatcgcc ggtagaatag tcatcccaag
   405541 tacctttaga agcgagcttt ccatcgctac ctggtttaca aggttggtat tgtccgttat
   405601 tttcttttcc acaacttttc cacccgcgtc cgtaaaatgg tacacctaat acgagtttat
   405661 ctgctggaac cccttcattt gtataaatgt ctatcgcacc atctacgtaa aatttcgtat
   405721 ccgctgctgg atcatttgga tctttgtata gagctgcatt atggttagaa gtagcttccc
   405781 atccaccgtg gaaatcatat gtcataatat taatccaatc cagtatttga gagattttct
   405841 ttagctctgt atgatcagca taacgttggc ttgcacctga tgcaattgtt agtaaatatt
   405901 gtttaccatc ttctgcacca gctttcgtta atgcatttcg aacatcctga aggagtaggg
   405961 tgaagttttg tttatcttca gggcgataac taccaccagg aatcgtttct acgcccggat
   406021 attcccaatc taaatcaacg ccatcaaatc catattcgcg taggaaatcg actgtagaat
   406081 cagcgaatac ttttcttgtt ttttcatcag cggccatgtc agaaaagcgg ttagaccaag
   406141 tccagccacc aacggaaata attgttttta ggtgaggata cttagctttt aatcgtttca
   406201 gttcgccgaa atttccgcag cgtgcgtatt tatcacaatc ttcccaagtt gtacctgagc
   406261 caggataaga ttttgtgaca tcagcccatg gctcaccgag tacgagagta ccattaggga
   406321 cctctttatt ttgcagtggt acaccagatt ctttacagtt ccacgtttgt ttatttggat
   406381 tatcggggtg agtagaagga tttccatgtt ttccattcca gcaaatatca gcgaaagcat
   406441 agtttaaatg agttagcttt gatgcatcaa tgtctgcaac ttgataatta cgtccgtaaa
   406501 tgccccatga aggaaaatac ccaacaattt tttgatcttg cttttgtgaa tctgctaata
   406561 cgacatttgg agtaataaag tttgtgagaa aaagaggtaa gaagagtagt agggatagta
   406621 atagcagtgt gaattttttt gatttcatag ccatttctcc tttcaaaata aaagatatat
   406681 ttaaaggcat gcgtcaataa atcaaaatga atctagatgt ataaatcatc tagataaaaa
   406741 tgatcagaca tcacgaagtc tatacaagga gctgaggatg attaaatcgt aacaaatgta
   406801 agatttagtg taaacgcttt attcaattca gaaggatttt ctcaatataa aagagcttga
   406861 atacaaactg tatatgaaaa taaaacatct gtgaggtaga aaatagctcc ttataaataa
   406921 aattgagaaa aaattgtatg aagtcaattt cttatgacat agcaagatga gaaaatatca
   406981 tgtaaaataa tagtaaaaat atgtaaagga gggaatagtg tggatgtgtt tttgaatatt
   407041 gctgaagaaa aaattcgaca agcaatacgg aatggtgatc tcgataatat tccgggaaaa
   407101 ggaaaaccac tacaattaga agatctttca atggtacctc cagaacttag aatgagttat
   407161 aaaattttaa aaaatgcggg aatgatcccc ccagaaatgg aactacaaaa agatatatta
   407221 aaaatagagg atttaattgc ttgctgttat gatgaagaag agagaaaaaa attacaacaa
   407281 gagttaacgg caaaaacact acgttttcag caagtaatgg aaaaaagaaa gattaaagat
   407341 agttcagcat ttcgtatgta tcaagataaa gtatttcata aactacgtta agagggataa
   407401 gatgaaaaaa tttgaaacga tagaagaatt agcaacatat attgaagaac aacaattagt
   407461 acttttattt attaaaacgg aaaattgtgg tgtttgtgat gtcatgttaa ggaacgtaaa
   407521 ttacgtatta gagaattatg attacgtaga gaaaatagag atattactgc aagacatgca
   407581 agaggttgca gggcgatatg cagtatttac tggaccgaca attttattat ttcataatgg
   407641 aaaagagatt cttcgtgaat cgcgcttcat ttcgcttgaa aatctagaga gaaccattca
   407701 attattcgag gaataaggga ggcttttaaa tggaatttat tatttttata ctattatttg
   407761 ttgtaattgg aataatcgta acagcagttc gatcaaacaa aaagaaggta aatcttatga
   407821 aacaaaataa cattcataat tcatctaaca gctcatcgcc attatttttc tttgcgggat
   407881 ctgataatga tagctcgcat ggaggttcac atgattgtgg aggatctttc ggtggagata
   407941 gcggaggcag ctgcgatggt ggcggaggtg gcggtgattg atgaaaatgc gccttatata
   408001 ggcgtatttc tttttaaaca aacgtttgat tagttggcgt acatatgcat aaaaacagtt
   408061 aaacaaacgt ttgtttaaat atttttaacg tacggggaat gtaaatgaaa agggaactgt
   408121 atttcttgct aaattggaat tatacacatg attcgaacgt ggtttgagag tacgttttct
   408181 taaataagga atatagcctc ttgtaataga ggtttttaat ttgttattat tagactgaac
   408241 ggtcggttta aagaggtgtg aatatgagaa gaagtgcaga agagataaag aaagaaattg
   408301 catataaagc agaaatttta ttttcacaga agggctatgc agccacatct atggaagaga
   408361 tttgtgaaat tacagagcga agtaaaggaa gcatttatta tcactttaaa agtaaagaag
   408421 aattattttt atttgtagta aagcagcata cgtatgattg gcttgaaaaa tggaatgaaa
   408481 aagagaagtt gtatagtact agcactgaga aattgtatgc cttagcagaa tatcatgtag
   408541 aggatataca acaacctatt tctaatgcaa tagaagaatt ttctatgagc caagttgtaa
   408601 gcaaagaaat tttggatgaa atgttagctt taactagaga atcgtatgtt atgtttgaga
   408661 cattaattga agcaggcata cagtctggag agtttcgtga agataatacg cgcgatctta
   408721 tgtatattgt gaatggatta ttatcagggc tgggagtact ttattacgag ttagattata
   408781 aagaactgaa acgtatttat aaaaaggcga tagatgtatt gttaaaagga atggcagctg
   408841 aataataggt cagttgcttt tcttacaaaa taaattagac cgaacggtcg gtttatggaa
   408901 ggagaataaa aatgaacgct ttatttaaaa atcgagcatt tatgctcgtt atggcatcgg
   408961 atattttaca acaatttgca atttggatca gaaatatggc ccttttgtat ttcataatgg
   409021 agcgaacgaa taatgatcca gtttcagttt cgttgttatc ggttatggaa tatgcaccta
   409081 tctttatttt ctcgtttatt ggtggtgcac tagctgatcg ttggaatccg aaaagaacga
   409141 tggttgctgg agatgtgtta agtgtactat ctatcatagg tattgtcttg ttgttaaagc
   409201 tggattattg gcaggctata ttttttgcaa cactcatttc cgcgattgta ggccagtttt
   409261 ctcagccatc atcttcgcgt atatttaagc gctacgtaaa ggaagaacag gtagcaaatg
   409321 cgattgcatt taaccaaaca ttacagtcat tatttatgat ttttggacca gtggtaggat
   409381 cgcttgtgta tacacaactt ggtttattta cgtcactata tagcttaatc attttatttt
   409441 tgttatctgc tatcgctctt tcatttttac cgaaatgggt tgaacaagag caagtggcaa
   409501 gagattcatt aaaaaatgat ataaaagagg gttggaaata cgttcttcat acgaaaaatt
   409561 tacgtatgat tacaatcact ttcaccatta tgggcttagc tgttggacta acgaatccgt
   409621 tagaggtgtt tcttgtaata gaacgccttg gaatggaaaa ggaagcagtt caatatttag
   409681 ctgcagctga tggaataggt atgttaattg gtggtattgt tgctgcagtg tttgcttcaa
   409741 aggtgaatcc aaaaaagatg tttgtattcg gcatgagcat attagcgatg tcatttttag
   409801 tagaagggct atctacatca ttttggatta ctagtttcat gagatttgga acaggtattt
   409861 gtttagcttg cgttaatatc gttgtcggta cgcttatgat tcaacttgta ccagaaaata
   409921 tggttggaag agtaaatgga acaattttac cgctgtttat gggagctatg ctaattggta
   409981 ctgctttagc tggaggatta aaggaaatga catcactggt tattgtattt tgtatagcaa
   410041 tggcacttat tttattagca atagggccag ttctacgcat gcaaataaag aaagaagatg
   410101 tcactactaa agaggaacta acaaattcgt tagcgtcgaa ataactattg taagggagca
   410161 gaagtgctcc ctttttcttt ggcgaacttt tgacaactat atgagccaat tatatactga
   410221 tgatgtaaaa acgattttac aggttaggag aaatggtgtg aaaaatcaaa tctatgaatt
   410281 acgcactgaa aataatattt cacaaggcgc attagctgat aaatgtaagg tttctagaca
   410341 aacgataaat gcaattgaga ataataaata tgatccaagc ttagcgttag cttttcgttt
   410401 agcggaagta ttaggaacaa ctgttgataa actatttttg tataagcagt agggggagta
   410461 gttgttgggg aaagagaaaa taagcctttt cgttactata ttagtggcta taggtacgtt
   410521 actgtatgca ctttactatt ggttaactga acttcaagta aactggtatg cactatttat
   410581 ttgcagcatc gcgttgcatt acctatttaa aagttcggca tcacatagcg ttgaagggga
   410641 aactgaggag aaccaggatt tagaaaaaca tgtattaaaa acaagtgcca atgttacata
   410701 ttacgtactt gttgtattca tttttggtct gtttttcgca tcggtaggct ttaatagatg
   410761 gattgatttt cataacatac cgttattgtt tgcgttatgt gctgcgatag ttgtaaagcc
   410821 ggctgttgag tttttaattg taagacgtta tagataaaaa agatccccta gaggatcttt
   410881 ttcttatagc gttttagttt tcggattagg tggtgtaacg gatgtattat tttcagggac
   410941 cctagttaat aaaaatccac cgataataaa caatacaata atactaagaa caccagcgtt
   411001 tgtttttcct gttaattgcg ttgtaacacc gactaatact ggacccataa tcgcggcgaa
   411061 tttgccaaat atattataaa atccaaaaaa ttcatttgca gattctttag gtactagttt
   411121 tgcaaaatag gaacgactaa gtgcttgaat accaccttga gaagtagcaa ctagcattgc
   411181 taaaatccag aaatcgagtg tcgtttttaa gaaataagca tatatgcaga taatgatgta
   411241 aataataata ccgacatata gcattttttt acctgtaaat gttgttgata attttccgta
   411301 taataaagca aatggacaag ctacaatttg tgtgacgaat aagatgatta atagattcgt
   411361 tgcactaatg ccgagatctg ttccataagc ggtagacata gtaataattg tatcgacccc
   411421 atcaatatag aaaaagtaag cgattagaaa cataaagacc gttttatatt ctttaatatt
   411481 tttaaaagta tcagcaaggc gtttgaagct cattgcaatt ggttttgggt gacgttcaat
   411541 ataatgtgtt tgctctacgt tcttcagcat tggaattgtg aatagtcccc accaaagagc
   411601 ggttatcgcg aatgaaattt gactagcaat gccgactgat aaagggatag ttcctttttg
   411661 agcaagaatg ataagagcga tacaaccgat aaatggaata gtactcccaa tatagcctaa
   411721 agcgaaacct ctcgtagaaa ttcgatccat tctatcttca gaagtgacat ctactaaaaa
   411781 tgcgtcataa aaaatgtttg ctccagcaaa accgactaat gcgagcatat agcatcctag
   411841 caataagtac cactgagatg ttgggacgac tgctaacata cttgtaaata caatgccgag
   411901 tccaaagaag aatgtgaaaa atcgtttttt aaatccttta taatcagcaa ctgtgccgag
   411961 aataggggca agtatagaaa ttaaaagtgt agcgaatgag tttgcatatc cccaatatgc
   412021 tgttgacgtt gcaccagata gtccagcttc ttttgcagct gctttaaagt aaattgggaa
   412081 taatgcagtt gtaatgacga gcgaatatac cgagttcgcc caatcgtata atatccagct
   412141 tttttcttgt ctggacattt ttttcatata gtgttccccc ttaaattagt tctactaaca
   412201 gtgtacaaaa ataaaaatta taaaaagaga aacagtgatg atttttacat aacttttaca
   412261 tatatacaca gttctttaca attggagtaa atcctctaca attgatccgt ctgtttcacc
   412321 taagtgtaaa ccgagtagtc tagcgatagt tgggctttca tcaataagtc tcatatacgg
   412381 aatggtaacg ccgcttttta tccctttccc agcagctata aaaattgttt catagttagg
   412441 ttttgttgga gagtatccat gcgtaccaaa tgtatatttt ttactaggcg taacatcttt
   412501 ttcagtaatt tcttttataa aatctcctgt atagttttca gtgaaataat atccttctcg
   412561 cgcttctaac ataaataaac aattaccatc tgcaccacat tccttcgcat cttcatcatg
   412621 aagtataaat tcaattccgt tttgtttatg ttgaagtagt tcttcaagga gtagttgtac
   412681 ctcccgaatt gtatccgtat catttttgtc cttcacatat acataggcag agccgtcaca
   412741 actttggcaa tagactttcc aatctactaa atttcctttt gaatttacag atataagccc
   412801 tttttgatga aatagtacat ttaattgaat ggctttgttt tcacttaaag cgctatggtc
   412861 accaagagcg ataattgtac tctcttcgta tagatcactg tcttttaaag cttgaataat
   412921 ttgccctagc cgctcatcat gtctatgaat tgcagctatt gtttctttgg attcaaagcc
   412981 atgatagtgt ctttgggtgt ctaaatcagt gaaatgtacg aacataacat taggcttttt
   413041 cgtctggatt gtatgcacag cagaagcaag tacgaaatca tcgagttcag gttgtgacag
   413101 cccatttcgt atatggccga aacgacgatt caaatctaat tgatatagcg ggctaccgct
   413161 aaataatgaa actaaaactt gattttgcca cggcctattt ggaaagattt ctggtaaatt
   413221 gtaatcaata tttgctctgc cggtaacagg ccatagaaga gcagctgtcg ttaaatttgc
   413281 tttatgtgct tcatcgtata acgttgttcc tttaatggat tttcggtacc aatgccaatc
   413341 tggtgactcg cgcccaggtt gaagtaacgt attgctaact acgccatgtt tattaggata
   413401 gtttccagta acgattgttg agtgacttgg gtatgttaca gaaggataaa ttggttctac
   413461 tttttcgaca accgtgccct ttttgattag agattggaag tgaggtaatt tttgtagtat
   413521 aggaaaatct aaagctgata aacagtcgaa tgataaaatg atgacacgat tcgttaatgc
   413581 tttatccata aagtaatcct cctaatcata taaaacctat tactatatat tactattaat
   413641 acctagtaat aaaaatatgt ttttgaataa aattcattat ttattttcag aaaagttaaa
   413701 catataataa gtataaggga atccatggaa ggagggaata gtatggactg gttagatggg
   413761 tttggtatat tttacatcat tggcggaatc acgattatcc ttgtatttgc tatttcgtat
   413821 ttactaaaga aacggtttcc agacaagcag ttcgatatta tatttgcact tagtctaata
   413881 cttctttgtt tagcatcctt tcctgttaca atgatggtta ttggtggatg ggaaggaatg
   413941 gggtatgggt ttattggttt cttcgtccta cttggtacac ttattggtat gattgcacat
   414001 caacttgtaa aaatatcacg aaaaagctac gtataaaact gtaaaaaatg aaaagaatat
   414061 ataaaaataa gaaaattcac tcttgttttg aagtgaaatt tatattatga tattcaacaa
   414121 atttatttcg ttataacgat gaaaaaggac tagtacatgt tcaacctttt tagcagagag
   414181 agaatccgtc aggctgaaag attcttaaaa agacaacatg gaacctacct ttgcgttctg
   414241 catatgcagc gggaatttcc cgttatcaaa aagagagcat gcgcaatttt tgtgcatgaa
   414301 tcagggtggt aacgccggca aagctcggtc cctattttgg gacgcgggct tttttgtatt
   414361 ttctagaagg aggaagactg actatggcaa aagaacaagt acaagcaatt acgaagatgg
   414421 aagaggactt tgcacagtgg tatacagata ttgtgaaaaa agcagaactt gttgattatt
   414481 caagtgtaaa aggatgtatg attctacgtc cgtacggtta tgcgttatgg gaaaatatgc
   414541 aaaaagttat ggatgagaag ttaaaagcaa ctggtcatga aaatgtgtat atgccaatgt
   414601 ttatcccaga gagcttatta caaaaagaga aggatcatgt agaaggattc gctcctgaag
   414661 tagcatgggt aacacatggt ggggatgaaa agttagcgga aagactttgt gtacgcccta
   414721 catctgaaac tttattctgt gagcactttt caaaaattgt gcaatcctat aatgatttgc
   414781 caaagctata taatcagtgg tgttcagtag ttcgttggga gaaaacaact aggccattcc
   414841 ttcgtacaac agaattctta tggcaagagg gacatacaat tcatgaaaca gcagaagaat
   414901 cccaagctga aacgttaaat attttaaatc tatatgcttc tttctgtgaa gactacttag
   414961 cgataccggt aattaaagga caaaaaacag aaaaagaaaa atttgcgggt gcaaaggcaa
   415021 cttatacgat tgaaagctta atgcatgatg gaaaagcact tcaaacagga acatcccata
   415081 actttggaac gaatttctct gaagcatttg atattaaatt tttagatcgt aacggtaagt
   415141 ggcaatatgt acaccaaaca tcttggggcg tatcaacaag gatgataggt ggactgatta
   415201 tggttcatag tgataataat gggcttgtaa tgcctcctaa agtcgcacca gtgcaagttg
   415261 ttattgtacc gattgcgcag cataaagaag gcgttttagc gaaagcaaca gagttacaag
   415321 gacatattca aaaggttgca cgagtaaaaa tagatgctag taataaaaca ccaggttgga
   415381 aatttaatga gtatgaaatg aaaggtattc caattcgatt agaagttggt cctaaagata
   415441 ttgaaaagaa tcaagttgta ctcgtaagaa gagatacgaa agaaaaagag tttatatcaa
   415501 tggatcaatt agaagaacgc attccagcac tacttgagga aattcataac tctttattta
   415561 ataaagcaaa agtatttcgt gatgaaaata cgtatagtgt gacgaatttt gaagagatga
   415621 aaaaattggc tgatgaaaag caagggttta ttaaagcaat gtggtgtgga gaattagctt
   415681 gtgaagagaa actaaaagaa gaagttgctt ctcgctgtat gccttttgaa caagaacatt
   415741 tagcagaaga atgtgtttgt tgtgtaaaca aatggtgtat tggggaaaag cgtattaatg
   415801 ctcttttgga taggaaggat gaaaaggact ttgggctgca taataaatgc aatccaaagt
   415861 cctttttagt tttacaattt gtttcatgta tttttaagat ggaaggatga gtttttattt
   415921 tgcgttttta cggcgaataa atagtaacat accaattagg aatgttgaaa gtcccattaa
   415981 aatagatgca ggataatgtg ttgcagtatt cggtaactta tcgccttgtt ttttcgcatt
   416041 atcttttaca ttaccacctt gagagccatt tcctccctga gaactgctat cacctttaac
   416101 acgatttccg ccttgagagc cactgccacc agaaccactg ccaccagaac tgttgccacc
   416161 cgagccattg ccaccagaac cgttgccgcc agaaccattt tcgcccgagc cgctgctacc
   416221 agaaccgttg ccgccagaac cattttcgcc cgagccgctg ctaccagaac cgttgccgcc
   416281 agaaccattt tcgcccgagc cgctgctacc agaaccgttg ccaccagaac cgttgccacc
   416341 ggaaccattg tcacccgagc cgctgctacc agaaccgttg ccgccagaac cattttcgcc
   416401 agaaccgttg ccaccagaac cgttgccacc ggaaccattg tcacccgagc cattgtcacc
   416461 agaaccgcta ccatcggaac cattgccatc agaaccacta tcgtcctgag agccaccgtt
   416521 tcctggtggt ttattattat cttttgagtt accttctacg aaataatcgt tattttgtac
   416581 aatcgcgttt gttattggag agaagttttc tgttgctgca ttaccgatat ttaatccact
   416641 aaagaaagat aaagaaagag ttgatgctaa aatgaaaatt ttcgtcattg atttcctcct
   416701 gaaaaattaa tattccatct aaaatacatc cctttgtaat atttcatagg aaaaagagtt
   416761 ttatgcaaaa aaactatata tagaaaaagg tggtgtattt ctaaagagag aaaagtgtta
   416821 gtgtaaattg tttatgaata gtagagtggt gagaatttta cactcattac agtagaggaa
   416881 gtgaaagcag atgaaagaat atattgcatt tgatattggt ggtacacaaa ttaaatatgg
   416941 aattgtttca gaaacaggaa tagtactaaa gcacaaaaca gttccaacag aaattcattt
   417001 gggcggggaa caaattattc aaaaactcat tcttttatca aaaaaattaa tgagtgaaca
   417061 tacgatttcg ggaattggta ttagtactgc gggaattgtt gacgttaata gaggggttgt
   417121 gacgggaggg gcggatcata ttccgggcta tagtacgatt cctattatta atagattgca
   417181 agaggtatta aaagttcccg tatctattga aaatgatgtg aattgtgctg cgctgggaga
   417241 aaagtggaat ggtattggaa gagagaaaga aaatttcatt atgctcaccc ttggaactgg
   417301 tattggagga gcgattttta tagatagaga gttatataga gggcattcat atagtgctgg
   417361 tgaatgggga aacatgttaa tagaaggaaa aacgtttgaa gaggtcgctt ccatttcagg
   417421 gttaattcat cttgtacgaa attataaagg aaaaggtaat tggaatggga aaacgatttt
   417481 cgaactgtat gataaaggcg acagggaagt tacgcaagca gttgaggttt tctttaaaca
   417541 tttagcgatt ggaattagta accttgctta tatttttaat ccagaaacaa ttattattgg
   417601 tggaggaatt actgatagag gaaatcagtt tttaaaagaa gtaaaagaag aggtaggaag
   417661 atacttaaat aaagagattt atagtgattg tgagattgaa cttgcgcaaa acggtaatcg
   417721 tgcaggaatg attggtgcta tttaccactt cttacatcat cataagtaaa ttatatgaat
   417781 gttttcatat aactgagaat ttatcctttt tatcaatagg taaataatgc tacaatataa
   417841 gagaagaata caatattttc cgccttggaa aatgctttgt agaaaggaag aaactgcatg
   417901 cctattattt tagaaaaagg tcaaaagatc gatttaacga aaggacaacc aaaagtagca
   417961 aaactacagg ttggcttagg ttgggatcca attgggcaat caggtgggtt tctgtcttca
   418021 ttatttggaa gtaaaccaaa tgtagattgt gatgcatccg ttgttatgtt agaaggagat
   418081 cgttttttaa ataaaaacga tttagtttac ttcggaaaca agctgtctac ttgtggtagt
   418141 attattcatt caggagataa tttaacaggt gaaggcgctg gtgatgacga aacaattttc
   418201 gtggaattac ataaagttcc gagccgtatt aatcgtttag tattcgttgt aaatatttat
   418261 gactgtgtaa atcgtcgtca agatttcggg atgattcgta atgcatatat tcgtattcaa
   418321 aacccgcaaa ctggcgaaga attagcacgc tataatttat cggataatta tgctggcaaa
   418381 acgactctaa ttgcaggtga aatgtatcgc cacggaagtg aatggaagtt ttcagctgtt
   418441 ggagaaggca cacaagataa aaacttaagt gagattgtat cacgttatca ataatataaa
   418501 cagaggagga attgtatatg gcatcaattt cattgaaaaa aggacaaaag gtagacttaa
   418561 caaaaacgaa tccaggtctt tcaaaagttc ttgtaggact tggttgggat acgaatcgtt
   418621 atgacggaca aaacgatttc gatttagatg ttagtatttt cttagtaggt gctaacggta
   418681 aagtttcagg tgcagaggat ttcgtcttct ataataaccc aaaaggtgcg aatggtgctg
   418741 tagagcattt aggagataac cgaactggcg aaggtgaagg cgatgacgaa tcgattaaag
   418801 tagatttgaa aaatgtacct gcacatatcg aacgtatttg cttcacaatc acaatttacg
   418861 atggagaagg acgcagccaa aactttggac aagtttctaa ctctttcgta cgtattttag
   418921 atgaagaaaa gaatgcagaa ttaattcgtt acgatttagg agaagatttc tctattgaaa
   418981 cagcggtagt agtaggtgaa ctataccgtc atgcaggtga atggaagttc aatgcaatcg
   419041 gaagtggatt ccaaggtgga ttagcgtctc tatgtaataa tttcggttta gatgtagagt
   419101 aatagattga tatatccatc ggtaaaacag atgtttactg atggatatat tttttaagat
   419161 taaaatatag aggtgaatat aaatggttat tcaattgcaa aaaggacaga agattgattt
   419221 aggtaagaca agccctggtt taacaaaagc agtaattggt cttggatggg atattaaatc
   419281 ttatgacggt ggatcagatt tcgatttaga tgcatctgcc tttttattag atgcgaacgg
   419341 aaaatgtacg aaggaaactg attttatctt ctataacaat ttacagtctc cttgtggatc
   419401 tgttctacat acaggagata accgcacagg tgaaggtgaa ggtgaaggcg acgatgagca
   419461 acttgttgta gatttgaaga aagttccagc agatgtgcat agaattgcta ttacagttac
   419521 gatttatgat gcggaaggcc gtagtcaaaa ctttggacaa gtaggaaatg cgttcgttcg
   419581 tttagcgaat gaagaaacga atgaagaagt tcttcgtttt gatttagggg aagatttctc
   419641 cattgaaaca gcagttgtct tttgtgaatt ataccgtcat aatggacagt ggaagtttaa
   419701 tgcagtagga agcggattcc aaggtggttt aggtgcgctt gtaagagcgt atggcttgga
   419761 tgcataagaa gggaaacgat attcgtttcc tttttttgac ctttctataa atctagcaaa
   419821 gaatagggga tataggtaag atgagtattt tgcaaggaat ccttgatacg tatgctcagt
   419881 ttttcgactt ggacatgtgg attaaagtgt tgcaggatcc agtatcttgg ggattaattg
   419941 gtacacttgt tgtacttgaa ggattattat ctgctgataa cgcacttgtg ttagcagtaa
   420001 tggtaaaaca ccttccggaa gaaaaacgta aaaaagcatt attctatgga cttattggag
   420061 cttatgtatt ccgatttatt gcaattggaa ttggaatgtt cttaattaaa ttagcgtggg
   420121 taaaagtgtt aggtgcactt tacttagcgt ggctttcagt taaatacttc attgataaaa
   420181 gaaaaggtaa tgcagaagaa gaggaagctc atggtatgaa ccaaaacagt attctcttca
   420241 gaatgtttgg tgtcttctgg ggaacagttg cgatggttga attaatggat atcgcattct
   420301 ctgtagatag cgtacttgct gcatttggtg tatcaaatga agtttggatt ctattattag
   420361 gtggaatgct aggtatttta atgatgcgcg gtatcgctgg cgtattctta aaattgttag
   420421 agcgtattcc agaacttgaa acgacagcat atattttaat cttaattatt gcagcaaaaa
   420481 tgttactgtc tgttattcat attgaagtaa gtcatacatt gttcttcatt attttagttg
   420541 tagcatttgg agcaacattt atacttcact acgtgaagaa ttctggacaa gctaaagaag
   420601 aagttgcagc tactaaaaat aaccataaat aattgaaatg ggtttgctcg ttttacgagc
   420661 gcccattttt tataactaaa aatagtttat aatggaagaa ggacttagaa aaaacgtaaa
   420721 tgtttttgga ggtgaactgt tgtgttttca cgttttacac ttcaaccata tgcattaaaa
   420781 gatgaatcag atttaaagca ctttgaaaca cttttagaaa aacgtccaca atatgagctg
   420841 acagagaatg aaatgaaatt tagttatata gcatgtcgaa tccttggcgt tcctaatgat
   420901 gtagatgaat atttcaatga actatttgat tatagtgaag cgaaaggaat cgaagtttta
   420961 cacgaacaaa atttaaataa agtaatcgat tcggaaaaac ttcgtcatat tcaagaagtg
   421021 ttcggattac atcaagaagc accaaatggt ctgacagtaa ataggctagt ggcacactta
   421081 tctgggaaac aacttttacc gaaagtagac aatcctgatt tacagcatta tatacatacg
   421141 acgtttattt cagtattgaa attatatgag aaacaacata atcaatcttt aaagacagaa
   421201 ggcttccgtc gtttcttaat cgatatgatt aaattaagtg aaaattacgt agcaaagtgg
   421261 ttctctacga ttaattataa gaaacaaatg ccacgtatca tttggtatgg tgatgcacag
   421321 gaaagtcgta tatatttctt atattttctt attatgctcg gttgtgatgt gctttattat
   421381 cacccagaag gaaaagatgg atttgagaat attgatgaag aggcaagaac ttttgtcgtg
   421441 tctcattcta gtcgtatttc tctcgagcca tttccagatc gtcgccgcga gcgtgttgca
   421501 acagtagcat atcaagcttc aaaagaaatt gaacaagtac ttcaccacga taattcacta
   421561 ttatacaagc cgtggcaatt ccgttcctat acacctgtag ctcgtacatt aaaaacaaca
   421621 tatgatgaac tctttttaat tacgaaagaa aaggcatttg tacgcccgac attctttgtt
   421681 gagaataaac acatttatat tccttcttta tttgcaaaaa tatcaggggt ttcaaagaat
   421741 gataaagaat attttcagcg attaaaggca gttacatcat ttgataacag cttattaatt
   421801 aatacatttc cgtttacgaa agaacaaaaa gcaaatttcc aatatcatta tcgagatgca
   421861 ttagaccgtg gggggaaatt acatccagat ttaattatga acagtcattg gtggccacat
   421921 aagcgattac cagaagggtt acaacatggg attgcagagg cgattatcca tacgtgtgaa
   421981 agtgaaatgt gtaagccaat tgcaaaagag acgaaacaag atgtagcact atatgttttc
   422041 gcgcaacttt ctcaaatacc gcctaatatt ttagaacaac ttgagaaatt tgattattca
   422101 caagatgtac cgaaaattgt tatatttaat aatgagaaaa gtggagaatt aactcgttct
   422161 gatgctgttt tattactatt tttaaatcaa attggagtag atgtatttca ttttaatcca
   422221 acgggaagaa acgatattga accgtatatt gaagcagggg catttgattc acattggctg
   422281 gaagaagtta atttcgattt tgagtttcat ggttcatcag cctataaaaa tttatcacaa
   422341 acaataaaag gactatttcg tccattttta taaggaaagg gagaatacca tatgaataac
   422401 ccagtcgtac tagattcgaa aacagaatta aatgagcaaa cagcacaaga tgtgcgcttg
   422461 caacttagac aagatgcgga tgtacaacgt atttataatg cagtagatat taaagatcaa
   422521 ttagaattaa ttgaacttgg aaaagaacct tctatggaaa tttcacgttt tgctgatcaa
   422581 attttacata cgatgtcatt atcaaaaata gaagactctg gtgaattatt aaaacaactt
   422641 ggtaaaatta tggaccgatt cgatagcaaa gactttgcgg aagagaaaag tggtttcttc
   422701 tcacgtatgt tcaaaaaagc ggataaaatg attgaacaaa tctttagcaa gtatcaaacg
   422761 atgggccgtg aaattgataa agtgtatgtg gaaattacga agtatcaaga tgaaatgaaa
   422821 aaatcgattg gtacgttaga tggtttatat gagcaaaact taaaatatta tttagactta
   422881 gaaaaatacg tagtagcagg agaaatgtta ttagagcgtt tgaatacaga gttggttccg
   422941 atgtatgaag agcgtgtacg taataatgat caattagcag gtattgaatt agagtcgctt
   423001 aaaaactctg ttgaaatttt agaacagcgt attgatgatt tagaaaaagc acgtatggtt
   423061 gcgttactta cagcaccaca aattcgtatg attcaacgtg gtaataataa attaattggt
   423121 aaaatcaata cagcatttat tacgacgatt cctatcttta aaaatggtat cattcaagca
   423181 gtaaatgcga agcgtcaaaa gcttgttgca gattctatgg ctgaactgga tcgccgtaca
   423241 aatgaattac ttaagaaaaa tgcacaaaat atcgcaacgc aaagtgtgga agtagcgaga
   423301 ttatcaggtt cttccagcat taagatggaa acgcttgagg aaacttggaa cattatttca
   423361 agaggtatgc aagaaacaca gcaaattgaa gagcaaaaca agcgtgagcg tgaagaaagt
   423421 cgtaagcgta tggctacatt aacagagaac ataaaaaaag aattgcaagg ataaatgaaa
   423481 aggcaatgag gattaatcct cattgccttt tagtttcgct tcactaattt aatgaactca
   423541 ttcacaacaa gcggaatgat acttaataaa agaacaaatc cccaatctcg catcgttagt
   423601 gcatgcacac cgaatatatt tgcaaggggc gggatggaga tgatacaaac ttgcataaga
   423661 acaccgataa gaagggagaa gactaaatat ttatttgtaa aaatcccaat tgaaaaaatc
   423721 gatttcgttc ttgagcgcaa gttaaatgaa tgaacaagct gagaaaaact aagaacaaca
   423781 aatgccatcg tttgagcatg taatagagca tcttcatcaa ttcgctctgg gaaaagaggg
   423841 aataaatttg tatctccagt atagaacttt gctccagcga taaaggctat tagtgttaaa
   423901 agtccaatga caaacccatt gaaaataaga aaaggaacgc taccgctaaa taagctttct
   423961 ttcgcatgtc gtggtttttc cttcatcaca tcaggatctt cagggtcaac accaagtgac
   424021 aatgcaggta gtgtatctgt aattaaattc acccacaaaa tgtgaattgg tcgtaatggt
   424081 gtcgcccagc caagtaaaat cgctaaaaat aaagcgataa tttctccaaa gttacaagag
   424141 agtaggaaga gaattgattt ttttatgtta cgataaatgt ttctaccttc ctcaacagct
   424201 ttcacgatag atgagaaatt atcgtctgtt aacacgacat ccgctgcccc ttttgcaacg
   424261 tctgttcctg taatgcccat cgctacgcca acatcagctt gctttaaaga tggagcgtca
   424321 ttgacaccat caccagtcat agaaacgata tttcctttcg cgcgtaatgc ttttacaatc
   424381 tttactttat gttctggaga gaccctagcg aatacatgta agtgattaat tttgtttgct
   424441 agttctgtat ctgaaatgtt atctaattca gttccaatca taatttcaga tatttcttca
   424501 gcaatgccaa gttctttggc aattgcaaag gcagtatctt tatggtcacc agtaatcata
   424561 actgtacgaa taccagcttt tttacattct gaaattgagt cttttacttc agttcgcggt
   424621 ggatcaatca taccgacaag accaataaag atgaggtttt cttcaagatg atctatatcc
   424681 acatcgcttg agttgtattg tttaaatgcg aatgaaagta ctcttaaagc ttcttgagac
   424741 attacctcag cagcttctaa tatttgattt ttatcatcct ctgttagacc ctcgatttta
   424801 ccgtttttaa atatgtgggt acatagaggt aagagtttat cgatagcacc tttcgtcatg
   424861 ctatagtagc tttcatcgta tgtatgcacg gttgacatca ttttacgatc tgaatcgaaa
   424921 ggtagctcat taacacgttc atgtattttt tctaaatgat ctttttgcat gttaaaagtg
   424981 cttccggcaa caagaagggc aatttcagtc gggtcccccg tttgtgattc attgttgtaa
   425041 gacgcatcat tacatagcac catattttct aacaatagac gttgtgtatc attatttaca
   425101 tttaaacgtt ctaattgatc gtatgtgtta tcactataaa agtgagtaac ggtcatttta
   425161 ttttgtgtta acgtacctgt tttatctgaa caaataattg taacagaacc gagagcttca
   425221 acagctggta gcttccgaat gataacattt tgtttaatca tgcgctgcac accaattgca
   425281 agaacgatgg aaacgatagc tggcaaacct tctggaatag ctgcaacagc taaactaata
   425341 gcagtcataa acatttctag tgtatctcgt ccttgtaaaa agccgatgag aaacataacg
   425401 atacaaatag ctacagcaac aaatcctaaa tactttccga cttgtgctaa gcttttttga
   425461 agtggtgtca tatcatcgtc tgcttcatgt aacagggtag caatcttacc aatttgtgag
   425521 ttcattccag tttcaacagc aacaccgacg cctcttccgt atgttacaag agtagacata
   425581 aaggccatat ttttttgatc gccgagtggt acttgttcat cactttgcat ggaagggtgg
   425641 tagattgcat ctttatcaac agggacagat tcaccagtta gagcagattc ttcaactttt
   425701 aaatttgcgg tttcgataag gcgtaaatcg catgggatat atcgtccggc gtcgagcata
   425761 acgatatcac ctggaacgac gtgttcagat ggaatttctt ttagttcacc atctcgcttg
   425821 acgatagctt taggtgtcgc catctttttc aatgcctcta aggcttgttc tgctttcgat
   425881 tcttggacga cgccgataac agcatttaaa actacaacaa gcgcaataat acttgcatca
   425941 gcccattcac ctacaaaggc agaaataagg gcagcaataa taaggacata tacgaggacg
   426001 tcattaattt gggcaaaaat acgctgccat aaagagcgtt tttgttttgt agctaattca
   426061 ttagcaccgt attgcgttaa acgttcattt acaatttcct ctgttaaacc gtgttgttca
   426121 tttgtttcta ggtcaattaa tgtttggtct ttcgtcttac tgtaccaatt gctcataagt
   426181 aagcacctcc agtaaaaaca gttagcaatg gtagtgttgc tattatttgt gagtagtatg
   426241 tatggagaaa aaatctaaga tgaggttcta cttctattgt acaatatttt acagttggtt
   426301 gagggaaaga gaagagttgt catgaatttg ttggaaataa aaaagagcct cataagcgag
   426361 gcttttttta ctttttaatt aatgtaccta attcttctgt aatagcttgc atttcactaa
   426421 tgctgaatgt ttcacgtttc ataacatgct cataaatgtc acgtaagtct tcgtacattt
   426481 cttcattaaa gctagcagct ctcattgctc cagcattaac catacgtaat ttttctttaa
   426541 tagcttcgac catatattca acgttttctt ctgactttac ggataaatcc accgaagtgt
   426601 ccccctttaa aataacataa ggttatctta acatttttta tcattttcgt taacgaatct
   426661 tttcaatcct attaaattag tagggatttc ctttatattt aataattggt tgtttatact
   426721 ataagtatat attaagaaat gcaccaagaa gggaagaaac aaaaatatgg ttcaagtatt
   426781 gtttgtttgt cttgggaaca tttgccgttc tccaatggca gaagcgattt ttcgagatct
   426841 tgtcgtaaaa gagggactcg aagagaaaat tgtcattgat tctgcaggaa ctggagattg
   426901 gcatgttggc catccgccac ataaaggaac acaaaaaatt ttaaaagaaa atgcagtcac
   426961 ttttgaagga attaaagcaa ggcaagtaga aaaagaagac ttaacaaagt ttgattatat
   427021 tattgccatg gacaacaaga atatagcaga tttaaaaagt ttaggtaaaa ctggaggcta
   427081 tattggtagg ctgtccgatt ttgttccaga cggtggctgg acagacgttc ccgaccctta
   427141 ctatacaggg aatttccaag aagtatatga ccttgtaaca gaagggtgtg caaagctatt
   427201 agctttcatt cgaaatgaac aaggaatatg aggaagctta gaaagaaata ctttctaaca
   427261 taagaaatga aagggtgaag gaatatggca aagaaaaata atattgctcg aaacattgcg
   427321 attggtgtag ctgcaggtgt agctgtatct atgttgaaga aagaaaaccg tgaaaaagta
   427381 aaaaatactg cagaaaaagc aaaaacaaag atgattgaaa tcggtgaaaa tgcaaagatc
   427441 aaagaaaaag tgcaaactgt tacagataaa ggacgcgaac ttgctgattt aaatgtagtg
   427501 aaagcgaaag tagcagaaat taaaaaatta acgccttctg ttgtagaaac gttaaaagaa
   427561 acgaaagaaa tttttagtaa gaaaaaagtt gagccagcag agaagccaga aacgattgaa
   427621 attcaagctg tatctccaaa agtagatgaa ctgaaagtag aagaagagcc agtagttgct
   427681 gaagatggcg gtatgaaaga atcacgtgaa ctatttatga aagactctaa tgttgaggaa
   427741 aaaaaactga agcgtacatt gagttgaagc aagataaaga agagaagaaa agcgtttaaa
   427801 catatatgag aaaaatttta gaaaaggtaa gaagaaatcg tacgtattcg tttggtaaag
   427861 atttgtatga ccggacgatg cgcgatgatg tagcgggctt ggcagcacag ctcgcttatt
   427921 tcttcttgct tgcgattttt cctgggcttg ttttcttaat tacgcttctt ggattcattg
   427981 accttcaaac agaaagtgtg ctcaatttat tagaaccgta cgtacccgaa gatgcaatgt
   428041 ccttaattga agtaaacgtg gataaagttg taaatgagca aaatggtggt ttattatcat
   428101 ttggtttatt gtcaatgtta tggtttgctt caaatggggt aaatgcggtt atgaatgctt
   428161 ttaaccgtgc gtatgatgta acagaaacgc gttcttttat taaaacgaga gctttatcaa
   428221 ttgtatttac attagcgatt atttttatga ttgtgtttgc gctaattgtt ccagtgtttg
   428281 gacaagtcat tggtgcagcg gtatttaaag caattggttt atcggatagt ttttcatacg
   428341 tgtggagcat tacacggtta gtagcgagtt tcttcgtact atttgcgttg tttagttttt
   428401 tatatacatt tgcaccagat cgaaagttaa aaagaagaga agtcatttca ggagcaacat
   428461 ttgctactgt aggatggatt gtggtatcgt actcatttgc ttattatgta gataagtttg
   428521 caaattacgc gaatacatat ggtggtctcg gtggtatcat tattttaatg ttatggtttt
   428581 atttaactgg atgggtaatt ttacttggcg gcgaaattaa tggtttactc catcattata
   428641 ggacgggtga caataattcc cgtaatgaaa aatgacttct tgttccataa taataaggaa
   428701 caggggggat atttcatgag taataataaa aagaatcaca acaataaaaa taacaataaa
   428761 caaaagagca gttcgcatcc aaagcataaa acgagtggta gtgcgaacgg acataatagc
   428821 taccattaaa aaaagcgggt cctttatgag ggacccgttt taattgtttc cttttaataa
   428881 tcgtaacccg tttaaaataa caagaatcgt acttccttca tgcccaataa caccgaatgg
   428941 aagagctaaa aattgcaaga agttggaaca aattagcatt gcaattacag ctagtgaaaa
   429001 gattacgttt tgctttacaa tacggttcat tcgttttgat aaacggatcg cttgggaaag
   429061 tcgagataac tcgttcttca taagtacaac gtctgcagtt tctaaagcta cgtctgttcc
   429121 ttctcccatt gctacaccaa tgctagcagt agcgagtgca ggagcatcat ttataccatc
   429181 tccgaccatt gctactgtcc cgtatttttc ttttagcttt ttaatcgttt ccacttttgt
   429241 ttctggtaag catgatgcgt aatattcctt tatattactt tcagaggcaa ttgcttttgc
   429301 tgtttcttca ttatcaccag taatcataat tgcttcgaca ccgatacttt gtagttcacg
   429361 aatagcagct attgtttctt ggcgaagtgt atcttttaaa gcgataagtc caagaatacc
   429421 ttcttcatca ctaatataaa cgacagtttt accttctttt tcaagtgagg cagaaacacc
   429481 attatgaaat gtctttgttt cttcaccgat aaaatcagct ttacctattt tataagcttt
   429541 gctttcaaat attcctttta gcccaaaacc agttacatct tcaacatttt ctggtttttt
   429601 taatgtaata tcatacgtat gttgtgcata tttcacaata gattcagcta aaggatgtgt
   429661 agagtgactt tcaattgctg ctgtaataga aagtacttct ttttctgtca tattttctcg
   429721 aacatataca tctgttacgg taggtttacc ttctgttaat gttcccgttt tatcaaaggc
   429781 aatcgctttt acggaagcga ggcgttctaa atgtatgcca cctttaaaga gaataccgtt
   429841 tcttgctccg ttagaaattg cagataatgt tgctggtgta atggcagcaa cgagtgcaca
   429901 aggagatgcg actacaagta agatcatagc gcgataaaac gtttcattcc agctccaatc
   429961 cagtaagaaa tgagggacga acatcataag cgtaacaacg agtagtacac cttttacata
   430021 tgtgccttca aacttttcga tgaatagttg tgatggtgat ttttcacttt gtgcactttg
   430081 aacgagacgg ataatctttt ggaataatgt ttgatcactc ggcttcgtaa ttttaacttc
   430141 gatagcaccg cgtaaattta cagtaccagc aaatacttca tcaccatgtt ttttttcatt
   430201 tggaataggt tcaccagtaa tcgcagcctc atcgatattt gtttcaccgc tatgaatcgt
   430261 accgtcagca ggaacgcgct cacctggctt aattaaaata atgtcgttaa tttgtaatcg
   430321 tccaacagga acacgttctt cagttccatt tgaaatacgt aatgcttctt ccggttgtag
   430381 atcaagaagc gctgaaattt ctttttgact tttacttaat gtataagatt ccatcgcacc
   430441 gcttagtgcg aagataaaga ttaaaatggc gccttctgcc cagtagccaa tcattgcagc
   430501 accgatagca gcaatgagca taagcatttc gacatttagc tctttctcct caattgtatc
   430561 ttcaatacct tcttttgctt ttgcatatcc accaactata taagcaagga tatagcaagt
   430621 aatgcctaca ttcattacat cgttctttgt gaataaccaa ccagctaaaa tgaaaatacc
   430681 agatgtgatt gcaaatataa gttcataatg tttctttaac gtatcccata aagagggatg
   430741 agaaatagat ttttgtactt gtaatgtttt tacttctgag ttcattacta ctcgctcctt
   430801 ccaaattctt attgagaaaa agaatcaaaa tcgaaacccc tataaaacga cgaaagctgc
   430861 catccataat ggatagcagc atttctgttg aaactgattt taatagttat tatgttgtaa
   430921 ttattctata gtatagcata tgttttcgtt agatgatatg tttttgtttg tgtataaact
   430981 gaaaacttgt gttttcacag ttcctttggt atatatgaat attgttcgta aaaagatcgg
   431041 aaaggaagac aacaagtgaa gacagagaaa ttttttaccc atccgattgg cgtgtttatt
   431101 gctgcaatag tagcgacttt tttatggggg agcgcattcc cttttattaa attaagttat
   431161 gctgaacttg gaattcagcc aaaagaagtt ggggagcaaa tattatttgc tggttatcgt
   431221 ttcttcttat ctggagtcat gctcttattc ttctttaaat tgttaggaaa agatatgaac
   431281 ttcaaaaaag gaacggggaa gcagttagta caaattggtt tatttcaaac atttcttcaa
   431341 tatatatgtt tttatattgg aatgagttat agctctggta ttgaaggagc tatcatttca
   431401 ggaacatcat cattctttca aattatactt gcacactttt tatataaaga tgatgctctc
   431461 aatatgagaa aaataattgg agtttctatc ggcttttgtg gtgtcgtttt agtaaatgta
   431521 ccgagtgatg gtagtttgtc atttcatttc ggaatcggta gcttattact tcttagtgca
   431581 gcaatgttat attcatacgg gaacatattg gcgaaagaag gtagtaaaac gttagatgtc
   431641 ggctatatga cggcatacca aatgattttt ggttctatcg gactattatg tataggtgct
   431701 ttgcaagttg gaattatgcc atttacattt agtgtacatg caatacttat gcttatctac
   431761 ttatctttct tatctgcagc aggattttgc atttggaata caattatgaa gtataacaag
   431821 gttggaaaag tatccatgta catgttcttt atacccgtat ttggtgtatt attatcgagc
   431881 atgattttag gcgaagcaat tcattcattt gtactattcg gtttagcatg tgtagccgcg
   431941 ggaattatcg tggtgaatcg cacgccagct aagcaaaaaa tagagcaaga aaaacaagta
   432001 gcatagataa tgggaaaacg attacaatgg aagaacagta ctgttcttct ttttttatat
   432061 agaaaaagga taatagacta ggtgcaacga aaaaagatac aaaaagcatt tattgaggag
   432121 aacatgttat gaatctactt tatatggtgt taattggaca aatcattctt tttttaattg
   432181 gtgcaatata cgcaatagga cagacaaaaa aaacaacaaa taatataccg ttacctttag
   432241 cagtccgtct tatccttagt ttttctttaa cagcaagtgc aatttggata tggttacaag
   432301 atccatcagt agagtatagt acgtgggttg cactgggtat gacgttatca actgtaggag
   432361 atttatttat ggcaggcttg attccaattg gtcacaggtt aattggagga atgattactt
   432421 tcgcccttgc tcattgtttt tatgtaaaag catttttgca aacaggcatt tcatggaatg
   432481 gtttttggat tggtttactc gtatacgggc tctttctcat tataggatgg ttcttcttta
   432541 tccgaaatga gaaacaagat aaattgttta cgataggagc tctaatttac ggattgtggg
   432601 ttggaggaat ggcttgcttt gcattcgcct tatactatga gaatacagga atatggtgga
   432661 taccagcttt tggtggttta ctatttgtga tttctgattt tattattggt gtgacagata
   432721 ttggagggcg caaattaaag tatgaaccac tttggatttg gtttacatat gtagcggctc
   432781 aaatgtgtat tgtatatgtg ggattataaa aagatgctct caaaaatggt ggatagacta
   432841 ttttgagagt atctttttta ctattttgct tcagctaaat tttactgtct ataaatagtg
   432901 aggtaaatat aaaaataagg attttatgag gatgttattt taaatttttt aatattcgaa
   432961 ttgtataatt caggatttta tagaaattga gcagttgaag tctttataat aaaagtaaaa
   433021 agatgatgag atggtggaat gatgcaaaag aaaaaacgtt ggcgtgaatt ctttggaaca
   433081 attgcaattg catgtttgtt ggtgtttttg gcaaaaattt tcgtgttttt tcctacgact
   433141 gtaaaaggag cgtccatgaa gccaacgtta caagatgggg ataaggtaat tgtgaataag
   433201 ttggcaaagc aatttgaaag ttatggaaga gaagatatta ttgttgtgaa gacggataac
   433261 ttttatgtaa aaaggggtat tggtttgcct ggcgatgtca ttgaggtgag aaatgatcaa
   433321 ttatatgtga atcatgaagt aatagaggaa gcgtatttgc aaagtaataa aaaacaagct
   433381 gaaaaaaact tatgaattta acagaagact ttggaccgat tacagttcct aaaaataaga
   433441 tttttgttat gggagataat cgcttaataa gcagagatag tagaaatggt ttaggactca
   433501 ttgataaggc tgatgtatta ggagaattag cggcaattta ttatccattt gaacatatga
   433561 aaataataaa ttaaagtaaa aaaaccaagc aaatttcagt ttgcttggtt ttttatgtta
   433621 aatcgtagga gactcattaa attcatagat gtcttcattg tttttgtgtg tacttaaaat
   433681 gaatttgtgc tgcaatagtt gcagtttaaa gaatgctaac ggatcgtgat aagtttctgg
   433741 gttgcttctt aacgttgcta atgtttgctc gtcttcctgt atttcaagtt gagcggcttc
   433801 tacattttgt ttcagtatgc taagtggatc tttaaagaac atcatgatat ctcgttctaa
   433861 tgcgccttca aatacttcaa attgaaggaa gaattgtttt gaaatcgttt gagcaatttc
   433921 cgtatagtct tccgtttcaa tatactgttt atatttgttt gcaagcatag attgattttt
   433981 ttgcatgtta ccaaatagtt ttcctgcact ctttaagaaa aattgtgtcg gtgtaaaacg
   434041 taataaaata ttgatattcg atactgtaat tctattggtc atgcgtacaa catctcgatg
   434101 ccaatcatct agtaatttga aatcgcaagg aagtttcatg cgttcttctt tatataattt
   434161 attaaacgtt tcactcattt catctaaata agattgagct tgaataaatt cattatgtgc
   434221 tgtttcaatc cactcttgaa taaacccagt aaatttagga agaagcactt gctgtacatg
   434281 tttttgaatt cgttcgttca tcgcagtatt taattcttca tgaactaatt tgaaatcact
   434341 atcttcttga acaaggtcag agcagctctg taataattca ggaatttgag aatggatatc
   434401 tcgtgtgatt tcttctttcg ttaaaagata agattctgta atagaacgaa ttttatcttt
   434461 ttcaagagcg gtaagattgt taataaatcc atttagtttt actgagatat gtttattcca
   434521 gcgtactgat ttcactaatg tattttctaa ttccacacgt tcatttacaa ggtatgcgat
   434581 tgtcttttga gtaaaccata ttagtttttc tatacgttct tgttctatat cgcgtgttgc
   434641 tagattagaa agaatagact ctgtcacgtc cccaagttgc tggctactct cttgtgaagg
   434701 agagtatggg aagaattgtg catttgggaa atggacttta atcttactca ttagtttttc
   434761 attcttgtcc gcactatttg tgtgtagtac gaaatgaatt tgtaagtttg gtacttgttc
   434821 acgtaaataa agtaatgtat caagctcttt accatgtaat ggcgaagcag aatttaatac
   434881 gtaaataagg ctatctgccg cttgtaagta ttcaaaatat gagctgtttt tatccacttg
   434941 tccttgaaca gatggcgtaa caaggaatgc aaacttattt tttcttaaaa atctacttgg
   435001 taatttaatt tctatacatt tattctcaag ttctgactgg tcagatgtag ccattatttg
   435061 atggaattca tcaaagttcg gtatattgtg tacatctaac gcagtaaatt ctgttatttc
   435121 agtttggcta tcatctttaa ataaaatagg agttgttata gtctcagtta agatgttctc
   435181 tcctaatatt gaattgacga atgataattt atcgtggtca ctagttcccg ctattagtaa
   435241 ttgtgtaaca tttaaatcac atagttcatg aacgagtaac gtaaattgat gacttaaatc
   435301 tacatcattt ttttcagccc atacagcaat tgtttcgaat aaatgagaaa cagtttccat
   435361 atttacgttt gtttcagctg ttgaattaga aagtagggct cccgcacttt ttacgagtaa
   435421 tgactctaaa gttgtaggtg aaacttcatt ccacgctaac actgcagcag agacaaatag
   435481 ggcgtctttt gctctcgtta aactaaacca atttgttaat aaatcaggta caagtccttg
   435541 catttcatgc atgaaatgct caccagtaat taattcaaag tacgtatctt gataacgttc
   435601 aacaatttca tgccaatcgt cattgttgtc tgtttcaata tgtaagaata aatgattgat
   435661 tgtttcaatc caaggtagat gtaatttttc attttgatag ctgttccaaa gagtaataac
   435721 aagttcttta aattggactt gatcaattgc atatagtgct tttaaagatt catagaaata
   435781 ttctggtttg atttgtttcg taaatccttg attcacataa ttgattaaag tatcgaacca
   435841 gtgtaatgat tttgttcgaa ttccttcttg aacggcaagt tcgatggcat tattccaatc
   435901 ttcttgtttt tcatagaatg agcgagcaat tgaagtaata tttggatagt caggttgaaa
   435961 tgcaacagcc tcactaatcg tcttaaatgc tagacctaaa cgatcttgct cgatataaag
   436021 agaaaggagt tgtagggaaa cttccattgt aagagttgta tcttccgttt ggatagattg
   436081 atacatttct tctgcttttg gtaagaatcc tagttcaaaa taagcatctg caatattttt
   436141 ggttgcccaa agtgcaagct cgttatttac tttttcccat ttaaatatcg ctgcttcaaa
   436201 gtctttattt tggtaataca attcgccttg agcaaaacgg atattagaaa tgttggagaa
   436261 ttcatttgta gattcattta tatatgcttc accaagtaca tctgatactg gagtagaagt
   436321 ttcttctgtt aaaaatgttt tatagtaaac cttttggata aattgatttt caatggtcat
   436381 gttcgttccc cctgtataat ttagaaaaat gatgttgtat gtaaagggtg catgttcttt
   436441 taataggtag aagttgcatt atatcgacca aactatgttt ttgctaggta tatcattttt
   436501 cctgagagtt aaaccgttgc gaaaagtaac tttcctttat tgtaacaaaa aaataggcat
   436561 atgaattttt attttttcat cccggtgttt gtagatagta agattagcac ttcaaaaaga
   436621 ggtgaatata agggaaggtg gcgggagtct agcgcacgat tgatgtgtac taaaaatgag
   436681 caaggatgaa caaaccctca ctgattgatg gttccatttc tttctgctaa aggaatggat
   436741 agaagtagag ttcattataa aaacaatgta tagtgaatat gtataccatg tttgtctgaa
   436801 agatagaaag ggcacaatgt ggaataacga tcgtgcatag gatgtgtctt ccgaatggaa
   436861 caacatattg gcgagttgat cgcacattat gggtattttg gaattattat agctttggcc
   436921 ggtgggattg ttggattacc gataccagac gagtttttat tgaccttcgt tggttataac
   436981 gtttcaaaag gagttatgtc aggaactgct gcgtttttaa gtgggatggc tggtgcgatg
   437041 ttagggatta cattaagtta tatactaggc ttaaaacttg gacttcctgt tttaaaaaaa
   437101 tatggtccga aaattagaat taaagaacat cacattgaaa aaacacatat tttatttgaa
   437161 aaatatggcc catttctttt aatgattggt tactttatcc cgggagtacg tcatttaaca
   437221 gcatattttg ctgggatgtc gaatttaaca atttggcgtt tttgtttgta cgcttacggt
   437281 ggtgcgctta tttggatcag tgtttttatt ggacttggct ggaagttagg agagaagtgg
   437341 cgtttcgttg agtatagttt acatcattat ggaatatgga ttttatctat ttcagtagtt
   437401 gttacatgtg tcgtatggtt ttacataaag aaaaaccgcg agtagcggtt tttttagctg
   437461 aaggcaataa atagtacacc agctgtaata aagacaacac caataccagt cataaagttt
   437521 aacttttcgc cgagtataat catggcgaga atgatagaaa atacgacgct tagtttatcg
   437581 acaggagcca cttgtgaaac tttccctgtt ttgagggcaa gaaaataaaa tagccatgac
   437641 gaagcacctg caactccact taatgtgata aagagcagtg cttttttatt tagcagtacg
   437701 tcgccgatat tttgaaattt accttgtata ataataacgc ctaccataaa taatgccata
   437761 ataatagaac gaaccgtcgt agcgacattg gcatcaattc catctaaacc aattttaccg
   437821 aaaatagaca caagggcagc agcaattgct gataatagtg cgaataagag ccatgaactc
   437881 atagtaaaat tcctccaatc ttacattatt atacatgaaa atcattctca tgtattaata
   437941 acgaaataat ccccacctta tatttttaat aaggtgggga ttattatact actctgcaat
   438001 ttcctcatat aaaaagtacg ttacattata aatatgttct acttcatcat ctgtcataaa
   438061 taataattcg tcacgttcaa tccctttttt cttttcgata aactcaatca tgtttttgcg
   438121 ttcttctctt ttcatcaatt ttatttctcc tctcaatctg ttttaataca gtttatttaa
   438181 gttactgcta ttatataaca gaatctttag aaagttccac ctattttatt gtttttttag
   438241 aagaactttt cgacaaaaca agcccaccta aagggggctt gttttatttt atagtcgtaa
   438301 aaactcgggc tcagtcgtac cggcaccatc gatgtaataa attgtatcgg gattgatttt
   438361 aattagtaca taattgggat cttcaggacg gagtaaccag cgttttaggc tattattcca
   438421 aaacttgttt tttaatgtgg agtcttcctc gatggaggct aagccttcta cttcgatata
   438481 atcttcatct aatttttttc cttcacgccc aagtagtaca tgtacatttg gattgttttc
   438541 gatatctgtt atctttttgg attgtcgatc tgttgcaaca tacagtacaa aatcttcgtg
   438601 gaaaaacatc ataaaggcac tgtgcggctt atcattgcgt acagtggata acacaccggt
   438661 tctttggcct tgaataattg ttgtgatttt ttcttttaag tgcatatttt tttacctctt
   438721 ttcttaattt acatttcctc tatttaaaca agatgattta aacatctttc atactgtttt
   438781 cttcaattca attttttaaa cgtaattgtg atgaaatcgg acaagttagg agaagaataa
   438841 taataatatc gaggagaaat acatacgatg gaaggatgga aagcatgttt aataaaatat
   438901 ttcttatcgt ggcgcttata ggtgtaccac tgtctgtact tgggaaaaca cttcattggc
   438961 ctcaaacaat tatgtttgct gtgtattgta ttacgattat cgcattagcg ggttttatgg
   439021 ggagagcgac agaaagtttg gcaattgtat ctggtcctag aataggtgga ttattaaatg
   439081 ctactttcgg taatgctgtt gaactaatca tttcaatttt tgcacttcag gcaggattaa
   439141 ttgaggtggt attagcttct ttaacgggtt ctgtacttgg aaatttatta ttagtaggag
   439201 ggctatcctt ctttatagga gggcttaaat acaaaagaca aagttttaat gtgtatgatg
   439261 caaggcataa ttcagcttta ttaatctttg ctgtagtagt agcattcgtt attccagaga
   439321 ttttttcaat gaagatggac gcgggaaaga cgtatcaatt aagtatcggt gtctcgatta
   439381 ttatgattat tatgtacctt gctgcattgt tatttaagtt agttacgcac cgcggtgtat
   439441 atcaacataa aagtgatgaa gtagctcatg aagaagaacc agagtggtcg aaaggcaaag
   439501 cgctactcat tttagcgata gcgacaattg cggtagctta tgtatcagag gcgcttgtgc
   439561 atacatttga gacggtcgca aaatcatttg gttggtcaga gttatttata ggggttatta
   439621 tcgttgcgat tgtcggaaat gcggcggaac atgcatctgc aattattatg gcttataaaa
   439681 ataaagtaaa tattgcagta gaaattgcag taggttctac attgcaaatt gctatgtttg
   439741 ttgcgcctgt attagtactg ctttctatgt tcttcgcgca aaggatgcct ttagtattta
   439801 caataccaga acttgtttct atgattacag ctgttttctt aacgattgcg atttcaaatg
   439861 atggagatac aaactggttt gaaggcggca ctttattagc agcgtatgtc attatgggaa
   439921 ttggttttta tttattatga aaaataggca taacaattgt gcccagagaa aacaataaac
   439981 gaagtagtat atataccttt acgtaggaag gagccagaca ggtgaaacga gtatacagca
   440041 tatgtctttc aactatggtc tcgtttattc tattatttcc taacatgagt tttgcaaaga
   440101 caacggtaga aacaaaaatg ccttcatctg ttttaaatat ttctaaagac aatacgtttc
   440161 caaacgatgc acaagattta ccgcgtttgc agccgagtaa gtttgctcaa gaactattga
   440221 aaacagcaaa tattaaaatt gaaaacccag acttaattcg aatgtttaat gaaacgacaa
   440281 tttcgaatgc gccgcttgcg gtagggtacc gagcgaagat ttatttaggt caatgggctt
   440341 tgcactatga atcgattgat acatcgatta attgggaata taaacaagta aatcgcaatg
   440401 tgtatgataa tcgaggggga gatcgcctat atccgctacg ctataagcaa gaaacgcaaa
   440461 agacggttga aggtgattta acagcagata tgaaagatgc tacagatgtg aaaaaaatga
   440521 tgcttctcaa agcacttgaa aaagtacaat taccactttc atttaaaacg accattggtt
   440581 atggtactgg acatgagaga gtgtataata ttagcccgag tcaactcgga tatttatacg
   440641 cttatacacc agcggtaaat gaaaaaggaa aagtgacatt tggagaagta taccttgtat
   440701 taaagggaaa tcaaaaaagg cttgttgtaa aaaatattac ctctcaagga attggagctg
   440761 ctattccaat tcatgatcat ttgtatttta aattcatttc ttcttctcac tcacaataac
   440821 atgaaaaacg tcagcttata agctgacgtt tttttataat gtaatgtttg ccgtttttga
   440881 taagaaatct tctgtcggat agtagctgtt ttttacaaga acattcggtc caagacattt
   440941 tactgtagga cagtgacagc ttaatgattt tgctgttttt gaagcgctcc atttttcata
   441001 cgcttcttgt aacgtatttg tttgtatgtt tcctagaagt ggaacatcac caaagtccgt
   441061 tacaataata tttccatcga aaatatttac atttaaacga gaacggccat ctggatcatt
   441121 acgaactgtg acatttttgc tctcttgtaa ttttctaaat gtggcaatgt ctcgctcgtc
   441181 atcgctacaa gcatagaaag gtaaagttcc aaataacatc catacatttt catcacgaat
   441241 ttctagtaaa tgctcaattg catcgcgaat ttcagctttt gttaaaattt ctagattgct
   441301 cgcgaagtca cttgggtaca ttgggtgaac ctcatgacgt ttacaaccca tttcgtcaac
   441361 gatttgacga tggatatgtt caatgtgtgg tagagttcgt ttattcagca tcgtttcggc
   441421 tgatacgagt acacctgcat ctgatagagc tttactattt gtaatcattc gttcaaataa
   441481 ctttgcacgt tgttcatacg taggtttacg ctccatcatt gcaaatccgc cttcgacgaa
   441541 gtcatcaatt gttccccagt tatgagatat atgcagtacg tctaaataag gaataatttg
   441601 ctcgtaacgt gctaaatcta tagttaagtt tgagttgatt tgagtgggaa cgcctcgttc
   441661 atgggcatat tttaagagtg gtgttacata gttgtcgacg gatttttttg aaagcatagg
   441721 ttctccgcca gtaatactta aagaacgtaa atgaggaatc tcatctaatc gttttaataa
   441781 aagatccatc ggaagcggat tcgggtcttt cggctgtaac gtgtaaccaa cagcgcaatg
   441841 ctcacagcgc atattgcata acgtcgtcgt tgtaaactca acatttgtta atagtagttt
   441901 gccgtactct tcaaggtcca tatacgcttc ccatggatcg taagaaggag taatcggctt
   441961 cattttttgt gatatcgtca tatgaaatac tcctttgact attgaaataa caatttgtcc
   442021 attctctata atagaagaat atgtactttt tataaagtga aactttttag aggagaaaga
   442081 gagagggctt acattatagc gaataaccgt gacaaaattg atgaaattac atacccattg
   442141 taatcatttt tgcggtataa taaaagcaac tcgaattaaa aggagagtgc cttcatggga
   442201 aaagcaattc aagataaaga tacacaatta gtatatttaa aagaacgttt aaatatgttc
   442261 attgaagtaa ttgatacaat tgaacctgaa gaagtagagt tagaagatgt ggatcgtctt
   442321 cttgcaatgt tagatgaatt agaattaaaa tgtgagcaat ttaaaaaaga cgaataatat
   442381 attaaaaagg ctgccaattc caatttggta gcctttttct gtgcggataa tagaaggacg
   442441 atagaaaaag aggtataatc aagttgtgaa aaatttcatt tatgttttaa tagcgtgaaa
   442501 caaataaaaa gcgaaagagc ataacaatgg aattttcagc tcataacgtt ttggtagcgt
   442561 tcacaattga gggggaagta acaatggaaa agcttcaaga aagcatgtat caactaattg
   442621 ttgaaacgtc aacgaactta ccgaaagatg ttcgtcgtgc gattcaacaa gcgaaagagc
   442681 gagaaaatgc agggactcgc tctgcgatgg cacttggcac aattacaaat aatattaaaa
   442741 tggctgatga taacatctca ccaatttgcc aagatacagg gatgccaacg tttaaaattt
   442801 atacaccagt tggtgtgaat caattaaagt tgaaggaagc tatctatcat gcgcttgagc
   442861 gggcgacaaa agatggtaaa cttcgtccaa attctgttga ttctcttttt ggagacaata
   442921 gtggaaataa tttaggacca ggtacaccgg taattaagtt tgaacaatgg gaaaaagatt
   442981 atattgatgc acgtttaatt ctaaagggtg gtggctgtga gaataaaaat attcagtata
   443041 gcttaccatg tgaattagaa ggacttggac gcgcaggccg tgatttagaa gggattcgta
   443101 aatgccttct tcatgcagtg tatcaagcgc aaggtcaagg atgtagtgca ggtgtaattg
   443161 gtgttggtat cgggggagac cgcacatcag gttacgaatt agcaaaaaat caattattcc
   443221 gtacattaga tgatgttaat ccaattccag aattacaaca acttgaagaa tatgtcttag
   443281 aaaatgcgaa taagcttggc attggtacga tgggatttgg cggagaaaca actttacttg
   443341 gctgtaaaat tggcgtgtat aatcgtctgc cggctagctt ctacgtatct gtggcgtata
   443401 attgctgggc atatcgccgc cttggcgtaa caattcaccc tgaaacaggt gaaattatgg
   443461 attggttata tcaagaaggt gacgatacac ttcagcaaga agcgcaagaa aaaacagagc
   443521 aacgtgagat tgtattacaa gcaccaatta cagaagagca aattcgtaaa cttcgcgttg
   443581 gtgatgttgt aacaattaat ggcatgatgt atacaggtcg tgacgcaatc cataagcatt
   443641 taatggataa cgattgtcca gtagatttaa atggacaagt tatttatcac tgtggtccag
   443701 ttgtcgtgaa agatgaaaat gacaattggc aaattaaagc ggcaggtcca acgacaagta
   443761 ttcgtgaaga accgtaccaa ggcgatatta tgaagaaatt cggtattcgc gctgtcattg
   443821 gaaaaggtgg tatgggtgcg aaaactttag cggctttaga agaacacggc ggtgtatatt
   443881 taaacgcaat cggtggtgca gcgcaatatt atgctgaatg tattaaagaa gtgaaagatg
   443941 ttgatttctt acaatttggt attccagagg caatgtggca cttacgtatt gaagggttta
   444001 aagcagttgt aacgatggat tctcatggta atagcttaca tgcagatgtt gataaaacat
   444061 cacttgaaaa attagcgagc tttaaagagc cagtatttaa gtaaacaaaa atgcatctcg
   444121 aatgattcga gatgcatttt tttggtatat atagaaaaac atgttcagca tgaaagaatg
   444181 tgcggcaaca aaaactacaa gtacgattat atatggaaag gagactattt atgaaacata
   444241 aatggttata tatcggtctc attttttcaa ttatgatggc acttgttcca gtttctgcac
   444301 tagcttatac aaatactcca cataactggg gaatcccgcg ccctaaaaat gaaacagtac
   444361 cagatgcagg aaagctatat acagatttac tacaaaaaaa tggtgggttt tatttaggag
   444421 atacgaagaa aaaggatatt tatttaacat ttgataatgg atatgagaat ggatacacag
   444481 ggaaaatctt agacgtatta aaagagaaaa aagtgccagc aactttcttt gtaacggggc
   444541 attatattaa aacacaaaaa gatttattgc taagaatgaa agatgaagga cacattattg
   444601 gaaaccattc gtggagtcac cctgatttca cagcggtaaa tgatgagaaa cttcgtgaag
   444661 aattaacgag tgtaacggaa gaaattaaaa aagtaactgg gcaaaaagaa gtgaaatatg
   444721 tacgtcctcc gcgcggcgta tttagtgaaa gaacgttagc tcttacgaaa gaaatgggct
   444781 actataatgt attttggtca cttgcatttt tagattggaa agtggatgag caaagaggat
   444841 ggcaatatgc gcataataat gttatgacga tgattcatcc aggatctatt ttattacttc
   444901 atgcaatatc aaaagataat gcagaagcac ttgcaaaaat cattgatgat ttgcgcgaga
   444961 aagggtatca ttttaaaagt ctagatgact tagtaaaaag caatcaaccg taagcatgta
   445021 tgcttgcggt tttctcatgc tataatgatg tgtaaaaagg atggggaaac gtatgtggag
   445081 cgaacatgtt acgttagagt atccgtatca ttttgaagaa gtgttaaaac gtttatcttt
   445141 tgatcctctt aacgtcattc aattagatga gaaagttatt tatgtcccgc tttgtataga
   445201 cgaggaacag attgttgttc gcctgcaagg gattggtact gttcaaaatc cacagttttg
   445261 aatttctagt cagacaggag atccagagaa agttatgaaa cgaatggggg ccatttttca
   445321 ttggaatgaa ccgtttcaag atatacaaaa tcatttttta aacacatcat tacgtccact
   445381 atttgaaaca tatgcttata ctccaattat tttagaattt gattattttg cttgtcttct
   445441 tcgctgtatc attcatcaac aaataaattt gaaatttgct actgtgttaa cagaacagtt
   445501 tgtgaaacga tatggaacag agaagaacgg tgtattcttt ttccccactc cagaaatagt
   445561 agcaaatatt tcaatagagg aattgagaga gcagaagttt agtcagcgaa aagctgaata
   445621 tatagtagga ttaggtcaaa gtattgccag cggtacatta aatttagcga gtatagaaac
   445681 cagagcggaa gaagaggttt cagcacgatt gttaccaatt aggggaattg gtacatggac
   445741 agtgcaaaat tttttaatgt ttgggcttgg acggaaaaat atgtttccga aagcggacat
   445801 tgggattcag cgtgcagtac aaggtgtatt tcaattagat gataaacctg atgatgcatt
   445861 tttagaaaaa gtgaaacaag agtgtgaacc atactgcagt tatgcagcgt tatatttatg
   445921 gaaaagtata gagtagaggt gtaataatga tacaaaagca acatgagagt aagttggaag
   445981 ttggtcaaac atttcctgtg acaattaaac gtcttgggat taacggagaa ggcgttggtt
   446041 attttaagag acaagttgtt ttcattccag gggcattacc aggagaagaa gttgttgctg
   446101 aaacaacgaa aattcagcgt ggtttcgcag aagcgaaagt gaaaaaagtt cgtaaagctt
   446161 caccgcatcg tgtgaaagca ccgtgtccag tatatgagga gtgtggcggt tgtcagctgc
   446221 aacatttaga ttataaagaa caattgaatc aaaagcgtga tatcgttgta caagcatttg
   446281 agaaatacat gaaaaacagt atggaagaga aaattcgtcc aacgcttggc atggaaaatc
   446341 catggcatta tcgtaataag agtcaattac aagtggggcg taaagacgaa aaggttatta
   446401 cagggctgta taaacaaaat tcacatcagt taattgatat tgctcattgt atgattcaac
   446461 ataaagcaac gaatgaagcg acaaaagttg taagacgtat tttagaaaaa ttaaatgttt
   446521 ctatttacaa tgagaaaaaa caaaaaggtt tagtacgtac aattgtgaca cgtactgcag
   446581 ttcaaacagg ggaagtacaa gttacactta ttacaacaaa agaagagttg ccaaataaag
   446641 aacaatttat tgcagaagta caaaaacaga tgccagctgt taaatcaatt atgcaaaatg
   446701 taaactggcg taaaacatct gttattttcg gagataaaac atttaaatta gctggaaaag
   446761 aagtaattca agaaacactt ggtgatttat catttgaatt atcagcacgt gcattcttcc
   446821 agttgaatcc agaacaaacg gttgtattat ataatgaagc gaaaaaagcc gctgctttaa
   446881 caggaaatga gaaaattgta gatgcatatt gtggtgttgg tacaatcggt ctttggcttg
   446941 cgaatgatgc agcggaagta cgtggtatgg atgtaattcc agaagcaatt gcagatgcaa
   447001 gaaaaaatgc gaagcgtcac ggatttacaa atacgaaata tgaagcaggt aaagctgaac
   447061 aatggttacc taaatgggta aaagaaggat ggcgtccaga tgtaattgtt gtcgatccac
   447121 cacgtacagg ttgcgacgat aaattactgg aaacaatttt aaaagtgaag ccaaaacaag
   447181 ttgtttacgt atcttgtaac ccttcttcat tagcacgtga tgtacaagcg ttaatgaaga
   447241 gttatgaagt ggaatatgta caaccagttg atatgttccc gcatacagct catgttgaga
   447301 acgtagttaa attaacgctg aaataaaggg gtttcaatga aattgttgat gggtttgacc
   447361 acattctgac cacatcaaca atttttttat gattttaatg cctcacttag ctttaaaaca
   447421 gcactttctt gcatatctat agtaacatga ctgtaagtgt ctaatgtggt cttaattgaa
   447481 ctatgtccta aacgctcact tacgattttt ggattaatac ctagcttcaa taaaattgtt
   447541 gcatgcgtat gtcgtaagtc gtgaaaccta atttgaggta catcggcttt ttttataaat
   447601 tgattaaaag tagttgtcat agttcgtggt aatattggct gtccagtttc tttagcaaaa
   447661 actaaatcat tatcctcgta tgactgccca aataataatt tgaactcatt ttgtttagct
   447721 ttataagact taaattcttt acataagttt tgatcgatag aaattaagcg ttttgatcca
   447781 tgtgttttgg gttctgtaaa tctaaatccg ttctcatcat aaatgagtgt ttctgtaacg
   447841 cttattttac cttcattcaa atcgaaattc ttccacttta gaccaagtat ttcaccacgt
   447901 ctcatacctg tatttaatgc caataagaaa agatgataat agatgacatt ttcaaatttt
   447961 gtacgattta agaatttttt cgtttcttca attgaccacg tagaattgac cacttttcgt
   448021 ggtcgaggta tttccacatg ttgaaatggg tttttaaaca ggagctccca cctaacagcg
   448081 tcttctaatg atccttttaa aacaatgaaa atatattcaa tatacgcagg tgacaaccct
   448141 tcatcaatta aggatttaac gaatcgttgt ccatgcaagg gttttaaatc ctttaattta
   448201 tgcgaaccaa gcacaggtat aattcgacta tttatagctc ttttataatt ggtgaatgta
   448261 gtttctctta ctctttgttt agctgtattt tctagccatt cttgtaaata ctcactaaga
   448321 gtaaaattct tatcatcaac tagacttcca gtgttgaatt gatggataag ctcattgcat
   448381 gcacgttcgg cttctttctt tgttttaaag cctgatgctg ttttttgttt tctttttcca
   448441 gtgataggat ctttcccaat atcaatagta aatgaccact tttcaccacg ttttctaaag
   448501 tatcctttca ttatccatac ctccttgaac taatagtatt ctaatagcac aaataattcc
   448561 agtatcagaa aaaggaaaaa gcaactcatc tgagttactt tatggtaaac tatattcaac
   448621 tgtatatgtc gggtggcttg gttgctatcc tttctctgta ttttagagag aaaggaggtg
   448681 acccttatga tggaatattt actttctttg ttacaggatt tactcaaggt attccttact
   448741 atagttgtta cagcttatgc aaataagttc gctaacaatt tgtttaagaa aagtaaaaga
   448801 gccacccctc gccgtaggaa gcagggtagc tctaaaagaa aataaatagc aaccttgcca
   448861 tctgatggcg gcagttactg gaagagatgt taacggcatc tcttctttta ttctatgcaa
   448921 ttcagttagg tgtcatactt aatatatagt aaatatatgt tcactataca gtggtgattc
   448981 tagtgccaat attaccacag tatcattttt gggtcaacgc aaatagcagg gattgatggt
   449041 gaatttataa tggtccacaa aataaaaaat catggtaaaa tatatatatc catacttctt
   449101 agcccataca tgttgtgggc tttttttatt gatacaaaat cagtattttg tcgaaagaaa
   449161 aaaagagagc aaaacgctct cttaccacta cccaatggaa aacttttctt ctaaaatgaa
   449221 attaaatcag aatatatctt gattatcttc aagcatattg attaatacgg agacttgctt
   449281 acaaaaacgt tccctctgtt gttcatttaa cgccgcatac gttgtttgaa cattagataa
   449341 tagttctgtt aagggttctt catcaaattc attcgtgaac ccaataagcg cgtctaccga
   449401 aacattgaag aaggaggcga tgataaccaa cgtatctata tctggctgat accgatcagt
   449461 ttcccagttt ttgatttggc ttctactcaa gttcagcttg tgggaaagtt gttcctgagt
   449521 taagccacgc gacttcctta gtttttttag aatttgtcca aagtgtctca taatttaaag
   449581 tataaatact aaacaactat actactatat atggtcgttt aactaccttt aatgttaaaa
   449641 tggtagttat ggtttctgga aataaatcaa aaaacagaac aaaagttcgt attcttgtgg
   449701 taaaatatgc atgtgaggta ttcgaaagtt ccatgcatat ttacatattt tattttcgtt
   449761 acagctgata aacgttggta tataacggtt ttacaacttt ctcaataatt atcagataac
   449821 tgcatgactg aaatttgcca aaaatatgat attatgaaaa caaatataat aaacggaacg
   449881 aaaaaaagac tcacagcgtg tgtaagagtg atttggccca ctcttacacc gttcgcccga
   449941 ctcacaaggg gaacatctgc cataagtctc ttttcggtca ctacacgagt aacacttaca
   450001 ttataacatg ccgatattac taaagcatta ctatggtatt aaattcctgt tttaaaagtt
   450061 gagaaaagag cgaagcgtct ttgttccaaa agggaggaac aagaagtgtg gaaagtttta
   450121 aatgttcttg aaggagagtt atatgtagct ggaattaaga aaaacaagtt agctgattat
   450181 tggggagtga agcctgctac agttaccaag gtatttaaag gagctaacga tattagtttc
   450241 ggatatcttt cgaagacgct tattttatta aaaaagagtt tgatttcaca ggcgaaaatt
   450301 gttaatgact atgtaacgaa cacagaccct aaacctgaaa atttaagaga agctatggaa
   450361 gatttggcta ttagaggtaa attcgaatta ttgaaagcaa ttatagatca agagattcat
   450421 tctgatgttg ccgaaaatag agaatttgca gaagtatatg aaataatttt tcgaagatat
   450481 catgacggtt tgaatgcttc ggcttatttc aaattattaa gacaaaagaa taaaaatgtt
   450541 aaaacgattg aaatggaagt tttgacagaa atcttattat gccaggcgca atatcagtct
   450601 gggaattaca aaacgctata cgagagactg aagtcagtta gtgaaaaaat aaatgaaata
   450661 acaaataaat ttataaaaga atgtttgtta ctaagatata aagaagcaat agcagtaact
   450721 tctttacaag gtggcgaagt agttgaatct cgttccatat gtcgagatat attagatgaa
   450781 ttagagtggg atgacttttt ctcactgcca aaactaaatg catacttgaa aataggcgag
   450841 tcattaatat tcgaacctga taattacgac agcgctaagt tttatttaga gaaaacatta
   450901 gagttattag gtaatcctag ttgcaaagga ttagaaaaga aatggaaact tgttcagcaa
   450961 accttatctt tcttgaaaat ccatcaacaa agagatttga ataccttgga gtttgtacat
   451021 ccaagcgaaa aggcatattc aatgatactt gaaggggatg ttttaggcgc aaaaaagatt
   451081 ttattagact taaaggagaa aaacggagaa tggacggata tccaaactgc atattatgcc
   451141 cttacatgtg aaggagaaga aagggaatct ctactaaaaa agtccttact gatgtgccaa
   451201 aagtctggta atatccatta ttcacaatta ccaaaaaata tacttgggtt taatttaaaa
   451261 aaatggtata attatctttg aaagaagagg tggaaatatt gaaaaaaata ttagctttat
   451321 tgccaatttt attagtagcg gggttattca ctttttctgc tgataatcaa caaacaaagg
   451381 ataaacaaga agcatctgag cctgttgttc aacgcatgat gacggaccca ggtggcggct
   451441 ggtaatcatt tctagttaat tcgtttcttt taattaaata taaattttaa atgacatcgt
   451501 cttaattggc ggtgtcattc gtattttacg gagaaatttc ccttttaggg gaaacagcaa
   451561 aaaagtaatt aattccaaaa atacacaaaa gaggatgtaa ggggagttag agatgaaaaa
   451621 agagcaatta gcaagggaac taatggtgaa gtgggtttta gagaacaagg aaactaactc
   451681 agaagaggtt ttaaaagaga tcacttctca tacatataca gaagagaaat taaaagaagc
   451741 taactgagta gttagcttct tttgtaatgt aatattattt ttggttttta gtaaaattca
   451801 cgtacattgc tgcttgtttc catgcgtttt cttgctcttc tttaggaaga tcagctacta
   451861 attccataaa tcttctagcc atttcatcag cagttttgtc ttgctcttca gttaaacgtg
   451921 gatctgatga tcttcctaat aaataatccg ttgaaacaca aaacaaatct gcaatagagt
   451981 tcaatacagt catactaggt tcaattcggt tgttttctaa atgtgagtat gttgctcttg
   452041 atatgtttaa caggttagct acatcacctt gtgtacgctt gcccctcagt tgttttagtt
   452101 tttctccaaa agtcatatta aattttcccc tctcagtaaa tccttaatta cattatagat
   452161 acaattttta tcactttaaa ccccttttcg taaaaatgat aaaaaattta taaaagttgt
   452221 tgacgataaa aaatttatca tttatactga agtcaacaaa gaaacgcgag ttgaaatgga
   452281 aggtggttga atgaataaca tcttgaaaaa cgaaaggaaa aagatgaaat tcacacaaaa
   452341 gcaattagct gaaaaacttg gtatatcgac tatttatgtt cgtaaaattg aaagtggata
   452401 tataccgaga ccggatataa tggttaaata tcaggaagta tttgatataa gtgtcaaaga
   452461 actgtttcct gattattttt cggcttttaa tgataaaaaa tttatcattt gaatagagga
   452521 ggaatggaaa tgaatcaatt gcaagatttg cgccatccag taagtgagtt tgtttttaca
   452581 gaaagaaatc aagtggttac agacagttta acgatggctc aaatgtttgg gaaagaacat
   452641 aaaaatgtaa ttcgagatat cgaggttcag cttgaaaaat taattgaagc aaatgaaacg
   452701 gaatgggggc agctcaactt tgagcctacc cagtaccagc attatcaaaa taaacaatgg
   452761 tatccaaagt tcaatcttac agaagatgca ttcgcgattg tagcaatgag ttacataaca
   452821 ccagaagcaa tgaaaatgaa aattaagttc ttacaagaat tcaagcgaat gaaagaacat
   452881 attcaaaagg tacagcaaca acctaaaagt gttgaagatg caattatcta tagtatgact
   452941 gagctaaaac aaataaaatc acgacaagat catacggaag aagaaatgaa caaaatgaaa
   453001 cttctagtag ataacgaact atggcttact gagcaacaca aaggatctgt gcagcgtaaa
   453061 gtaaaacaac gtgtttttga acttaaaaaa gaaggttatg ataatgcatc gtatcaagga
   453121 atctatggcg cattgaaaag acattttggt gtagcaaaat acgataagat tccacgtaaa
   453181 tattatcaaa atgctatgcg atttatcgca gggtggtatc caccagaaag acctaataca
   453241 ttggatgatt atgtttctta atagataaaa ttaaaatttt atagaaaaga aaaggagcta
   453301 tataaatgaa aaattcaaca gttcaaatag cattagcagt cacaaaattt tcagctcaaa
   453361 aaggatggag tgatgaagaa ttttgggagg caatcgagtt acttcgtttc aataaagaag
   453421 atgcacgaca aacagcaata gaaaaactag atactatccc ggttacttac gataacacaa
   453481 acgattatcc aattatgttg aaagtggatc atgtagcaga agtattagga atttcacaaa
   453541 gaaaagcata cgacattatg gaccaaaagg gttttccttt agtgaaaatt gggagaaaga
   453601 aagtagttcc aagggatgca ttctttaatt ggctagaaag gggggtgtca gcatgatgga
   453661 agatacaaca tcgttagtag cattcgcaat gtttatcgca tttagtatat tgctacttta
   453721 tattacttac gaaccaataa aacgatgggc ttggagtaac gtagaacaaa ataaaaagac
   453781 ccatggcagt gggtccttta agaaaaaaca attgtcataa gtatatcacg gaaagtaggg
   453841 aaatagtaca tggatttaat caaatatcaa gtgctattac ctaataaatt ttgggactta
   453901 gcagagagca aggatgaatt aaagaagatg atcgaacagt atttcaaaaa tagttatccg
   453961 cattacaaaa taaaggaaat tattagaagt ggtgaatcgc acatagcgat ttgtgaaagg
   454021 aagtggctga tttgaacaac gtagttttac aaataggaca gatgaacttc cgtggaaatg
   454081 tcatagatca tggttggttt aaaacactca cactagataa cggaaaacca aatatggtcg
   454141 cgatttccat attaggagaa gtggtttatt ggtacaaacc tacagaagta agagatgagc
   454201 attcaaataa tgtgagatat aagcaaaagt ttaaagcgga tacacttcaa aagagttatc
   454261 aacaatttgc agactccttt ggctttacaa aaagacaagt aaaagatgca tgtgattact
   454321 tgaaggatag aaggttagtt catatcgagt ttcgcacgat atttgtaaac ggaactagat
   454381 gtaacaatgt aatgtttata gaacccatcc ctgaagaaat acaaaaaata tcaattttat
   454441 attgggagaa tggtacccct cctacattag aacgtaagag ggtattacaa caaaacgaac
   454501 caccctctta cgataaaaag gaagagcctc ctacatttaa acgtaagaca aatacagaga
   454561 atactacaaa gaatactaca gagaatgtaa gtagtagtag catcttctct ttctacgaaa
   454621 ataatttcgg gattttaaat tcgttcatag ccgaaaatat ttcacaatgg gtaaacgata
   454681 caagcgaaga acttgtacaa gcagctatgg agcgtgcttt gaaacagcag aagaaatgga
   454741 attatgctga gggcatttta aaacagtggg ttaacaataa cgtgaagaca ttaaaagatg
   454801 tggatgcttt agaaacggaa tatcaacgaa ataaaggagt gaaaaaacgt gtcggaatca
   454861 atcggaagag tgatgactcg gatagtgaat acatcggctt gtagtgaaga aaccgaagga
   454921 tatacatgcg aacactgtaa taaatatatc gccgcaatca ctgtagaggt tccacagtta
   454981 cgtattaaaa acaaaatact tcctacatgt gaatgtgttg tagaacgtga agaagcaaaa
   455041 atacgtgaag ctcaaaactt tgctaagaag agagaaatag aaaagttgtt cagcattagt
   455101 aacttaggag aaaggttctc caaaagtaca tttgaatcgt ttctagatag aaatggatca
   455161 gagacagctt ataaagttgc agtgaaatac gtgaagactt ttaaagagtg gaacggggaa
   455221 tcgttaatgc tttggggaga acctggtaat ggtaaaacac acttagcagc cgcgattgta
   455281 aatgagcttt ctaaaaaagg atacattgtt gtatttcaaa gcgttccaga attattacaa
   455341 cgtattcgca gcacattcaa tagtgaaaac aaagaaaatg aaacacaaat tatgagagca
   455401 cttttagaat gcgacttact tatattagat gatattggag cagaaaaaac tacggaatgg
   455461 gttgaagaaa aattgttcaa tatcattgat ggtcggtata gaaaagaact tcctactctg
   455521 tatacgagta atttagaacc taaagaactg aaaaatcaag ttggcaaacg ttcatatgat
   455581 cgaatggttg aaacaagtct aactgtaaaa aatgaagccg ctagctatag aagagagata
   455641 gcgaagcaac gtttacaaag gtttatcgaa gcataaaagg aggaaataaa aatgtgcgta
   455701 ttatgtcatg atacagggat tattcgtaaa gagacttatc cgggtgtaat tgaaacgaac
   455761 ggttgtaatt gtgaagtggc aaagcgacag caagcggaaa acgataagcg ttggcaagca
   455821 tggttaataa aatttgaatc aatgaaacaa gaattagaaa gaagcaaaca acaaaaagct
   455881 agttaacaag aaaaggagga tttcagtcgt atgaagccta cgaaagttga aatcgatgtt
   455941 acggataata aaatttatgt ggttaaaaat ggtgaggtta ctccgctgaa tcctccagca
   456001 actggatttg gagaacaaat aattacttgg caaggcggga aagttgatcg tgtatcaact
   456061 accatcacag aaaaaataaa ataactggag atgcgattat gaagcaatta actattgatg
   456121 atgttatggg tagtttcaac tatgacgcaa taagtaccag tgaaaagttt ttgaatccaa
   456181 gctacgaagt gcatttttac gataaagagg aacggcaaaa gatggattgt ttcgatgcta
   456241 agactgaaac cgaagcttgg aacgcaacaa taaaagagca tggaaaaggt attcagaaga
   456301 ttaggataac tcattcgaat cgtaccagag ctgaatttct ggcactagat taggaggtaa
   456361 agtgatgttc aatcgttggt taactgatga ggaatatcag caagctgaat caaacggtat
   456421 tagtagaaga gttctttaca tgaggatgta cagatacggt tgggaattgc aagaagcatt
   456481 aactactcca ccaagaacat attggcatat gggtgagggg aaacacaata aatggctaaa
   456541 attagctgaa aaaaatggag ttaattcaag cactttttat agcagggtaa ataatggctg
   456601 ggaccctaaa gacgcggcaa gtattccgac gcgtaaacaa atggacagga aagaacttgt
   456661 taagattgct gaatcaaatg gcataagcgt aagtactttc agatctagac tgagttatgg
   456721 atgggacccg atgaaagcag ctacaacacc agctaagtct aaaaataaaa atattagtta
   456781 agaggagtag atgaaaatga acattatgga aaatggtgta ttagaagcaa cgaaattaat
   456841 tagtgaagcg agaaaagagg ctactgtttt acagattgca agtattttat caatcggtga
   456901 attaaatgat tatcaggaag cgactttacg tacttggaat aacaagactg attttggagg
   456961 acgtgtttca aatgcggcct taggacttac aggtgaagcg ggtgaagttg ctgatattgt
   457021 taaaaaagca atttatcatg ggcatggttt ccaaccatcg cattgtccag gagaagaaga
   457081 cgggaacact tataaattgg ctttagagct tggagatatt ctgtattatt tatcaattat
   457141 ggcgcacgaa ctgggatata cgttacaaga tattgctgaa atgaatatcg ctaaattagc
   457201 taaaagatat ccggatggat ttagtcgaga agcaagtcaa gcacgtgttg atgtgaagta
   457261 agaccaaatt tgaattttgt agaaagggag aatgagagat gaatatgtat gtcgttacat
   457321 taagccatta tacagatgag gcttactttg aaattgaatg cgtttgtcca acaaaggaac
   457381 tagcaaaaga gcaagtagat aaactacaaa gggaaaaaga ccctacacat agtgaatgga
   457441 aatacagttg ggacattgta aaagtaataa gtgaataaaa gcattattgt attacaatct
   457501 gaattttgta gaagcgggga atggttatga atataaaagt ggacgaacta aaagaaaatg
   457561 aagatggcat aaaagggggc aagataacaa tcactaatga agcacataca attacaatcc
   457621 attcacaaca tgtagatgat gcttattatc ttgctggtaa cttagaagat tgtgcaaata
   457681 aaattgaggt taaacaaaac tgtgaaaaat gctgtcattg cgacggaaaa ggtgttggtt
   457741 tggattgggg cgctatgaaa ttttgggaat gtgatgtttg tgacggaaca ggggaattag
   457801 actctaaata aaactaaaca aaagcgttat tttgtaaaag aatctttacg cctatacaca
   457861 aaggtagcag gcaactaatt aagttacctg ctatgctcgc ccactgcaca aaggagcgcc
   457921 ttctatttgg aaagagagaa gccagggaga aagcggctca gatgtagtat gtgtaataca
   457981 aaaaagatta ttcaaaaagg agaatgagag atggaataca ttgaaaaagc aactaaagaa
   458041 attagagaga attggtttgg ggatcatgta gctgaaattc aaggtgaaga aggattgcag
   458101 gttatttact gggggaaacc tggaacggga agttatcgcg ctaaatttgt tctttcagga
   458161 tataacgtgt ttgtttcggg tgatattggt gaagcagtgt ataaccttac atgtccagca
   458221 acattagaaa acattaaagg atgtaattta gggtacttca ctggaaagtt aacagcgttt
   458281 tgtgaagaac gttggaattt tgatcaagac aaagcaaaag aagaacttaa tgagttttgg
   458341 gaagagtatg agatgaacga aactaaagat ggaaaagaaa tctacgatga catagtttcg
   458401 gcgattgatg aaagttcatc tatggaatct tatcattttt gggtgggtaa cgtttaccat
   458461 aatagctcat tagagtctga cacaatggaa tgcatttggg atttcggaaa aaggttgcca
   458521 cgccgtttaa taggttattg gttagggtta cagatggcaa ttgagcaatt agagaaaaat
   458581 aaacctgcag cagaagcagt gactttataa caaaatagtt attttaatcg aaaagtgagg
   458641 gaacaaaatg gctaaaacag aaaaattcag tgtagttctt gagttgccaa gggatataga
   458701 agtaggttca actgtaaggc aaaaaggaaa gatattaact attacgagta ttagaaaaat
   458761 cgagtgtata tcaagcaggt taattttagt tagcgggaat gctacagttc agaaatgagg
   458821 taagggcgac atgaagcgta ttggtataaa tgataagtgt attggctgtg gtgcggaggt
   458881 tgatgatcca gagtgcgagt gcgaatggag aacatgctcg tgttgtggtt atccagattg
   458941 tttcgtttat gaagaaggtc gctattacca ttgtaaaaat tgcgaccatt caactgatcc
   459001 aggacattat atgtaagtaa aaaaataagg ggatggaaat catgagagaa cgtgaaaatt
   459061 gggatgtatt gtgtgaagaa tgcgataaag taatcatcat tggtgtaaaa acggaatccg
   459121 gggatcatta ttgtgaagca tgttatgaca agttagcgta cggaaacaaa gataagtaat
   459181 ttaataaaat cgttatttta ttagaaagtg aggaagatag ccatgaaaac atatgaagag
   459241 ttggttgaaa agtgtaagga actggttgaa aaaggatgga ctccagaatc agtgcgtgaa
   459301 tgtttcgaag catattctga attcggcatt gatgctattc aatccgcaat gaatgaagcg
   459361 ctacttaata atgggtgttc agataatgta ttagattatc ggccgaatct agaaaattta
   459421 aaagcgttgg gattggaaga ggattatgtt ttccaagctt tagcttatat ggggaatgct
   459481 tctcaattta tgagttgggc aaatacggta ctggcactcg tggacgatgt tccagaacag
   459541 ttaaaacaag atatcaaaaa agtacattct ggtatttatg aaatgcaaga aaaattaaga
   459601 gaatataaga aagaggatga tgagtaatgg aagaaatctt agtgcaggga aacataactg
   459661 aagatttaaa aagattaggt gttaaggcaa atagaacata tggtgatgaa actacttcgt
   459721 accaagtata tgaagtttcg gaggaagatt ttcgaaagtt aagtgatgat gcggagaata
   459781 tggatacaga tgatagtcat tggaaaaatg gcggatggcg ctgggataca ggaagtaatc
   459841 aaccgatacc taccgacaaa gctgaagtca acaaccaaga attagtatgc tgggtagaaa
   459901 caataaacga tgacgaagaa acatatcgaa atgattggta tgtggatcta ctagaatacc
   459961 tcgatgttgg agttggctgc acagctttcc gtaatgtgtg tgccgtaacg aaggacttgg
   460021 cgaaatacaa caatatgtca atggccgagt tattcaaaaa gtatcaaggg taattcaaat
   460081 aaaaacttta tttaatagaa aaggagaatg aatatgggaa cattagttgt taattgtgga
   460141 gaatatgaat ttactagatt tgaaagtgct gtccgaactt tggaacaaga atatggttat
   460201 gaaggcgaag cttgggaaat ggttgtggca agtggtgatt tagagatatt aagtgacttc
   460261 ttaaattctg atggtttgaa tgcagaaatc gaataaaaat ttcattttgt cgaaaagggg
   460321 aatggatatg accgtagtaa gcagatcaca tagagcatta aaaagaaaat acagaccaat
   460381 aagaaaagag tttaagaaag atattttaga agcgacaaag aataatcgcg cttttgcaat
   460441 gatgattatt gagacatata cagcaagtca acatagaacg cacattatga aagtttggga
   460501 gctactagga attcatcata gagaagctta taaagattat tgcgataaat tgatgggtaa
   460561 gcatttaacg ggacgtgatg aaataatgag gtcgatatat tttgcggata aagtattata
   460621 cgacaagtac catcgcaagt taccagaatg ctatgcaatg ggtgatgcac taggtattgc
   460681 ttataaggta ttaaaacaat aaaagagcag ctagcaaaag ctaactgctc gggtaatgga
   460741 atatggttcg aaatgggttg tctacagtat tgacggaata ttgagtttta ttcaggggag
   460801 gaagagaatg agtaaagtaa ttgaaggaca agaagtttat gtaagcacaa gtggtggatg
   460861 ggtaggtaag tcagaaccta atttaagaaa atacatcgtt gtcagagcta ataaaacaag
   460921 tttttacgct aatcctgaag gggtagaaga taaatcacca tatagattca accaaaagga
   460981 tttatcgcat aacactggat ggggatatca ttatcaagct tatcggaccg aaaaggaata
   461041 ttgggacatg attgagagag gtaaagaaaa agctcaatta agaaaagaat taaaggatac
   461101 ggttgataag atgtcactta tagaattacg gaagttaaaa gaagtactgt ttgtaacaaa
   461161 ataatccttt aatagaaagt gaggtgaata catggataag atatatgcat ttcagattgc
   461221 cacaacagcg ggcttgttag ccatgattgt actcaatatt ataaccggtc aagaagtaag
   461281 atcatcctca atagttgtag cagcagtttg ttgcgtagga atgttaaagt ttaatccgtt
   461341 gtttagagaa atgattgata aatatagaaa gcgaggttaa gagaatgaaa cctttgaaga
   461401 aaagaaaggt aagaaaagct attgctcgcc gtgctaaggc agttgagaaa catcaagttg
   461461 ataaagcttg gagaaacatt tttgtacgaa atggctattt aaaataaatg aaaaccgaat
   461521 acagtccggc tagaaaacta gaggacacca attcattaaa acggcgatta aggctgtttt
   461581 aggaataggt gtccttttta ttttgaaaag ggagatgggg aaatgaaggt gttaaaagat
   461641 caattacgtg aatggaaaaa gcaatctaat caaatgaaaa agaaacctaa gaagaaacga
   461701 aaagagaagt taagcacacg tgacattgaa ggtttaatgg gaattcatgg gccgcgttat
   461761 gaacgtagac gtggagcatt aagacaaaag taatttaaaa ataaaaagga gtggtcttac
   461821 atgactaaac aattatcttt cttaccaaaa attgatagaa cagcgacaca ggaggaatta
   461881 gaaggtgtgt tggaaagtgt acgtatacat agacaatttg ggatgatgcg taaagaaatg
   461941 aaagtcactc cttcttatga aatacgtgag cacggtccta cacatacagt tggtaagccg
   462001 ttagaagatg ttgctatagc aaatattcag caaagcaaac gagaagagtg gcttgaaaga
   462061 atgtcagtac gtattgatca gtttttaaat cgattaggaa acggacgtgc tggaagcatc
   462121 caaagagata ttatttataa acgttattta gaagaagagg acgtatgtga ttacatggtt
   462181 tataacgaaa taggaatgtc agagcgtact tatcgacgtt ggaagtctaa agcattttac
   462241 aaacttgctt ttgcgcttgg attagaagtt tacgagacag aagaaacggg aggtaatgaa
   462301 taatgaattt cgttcaaccg atacgtgatc cagaacaaat acagcagctt aaagagtatt
   462361 ttaaggaaaa gagcttacgt aattacattc tcttcattat ggggattaat acgggtctta
   462421 gaatctcaga tattttgaaa ctgaaggtag gagatgttaa gggtagtcat atatctatga
   462481 gggaaaagaa aacagggaag cagaaacgaa tacaaattac cgcatctctc aaaagggagc
   462541 ttaaatggtt tattgaagaa agagaagata atgagtacct attacaaagt agataaggta
   462601 ggaatcgtcc aattggtcgc agcatggcat ataagatatt aagtggagca gcggcagagt
   462661 ttggtttaga tgaaataggg acacatacgc tgagaaagac atacgggtat catatgtaca
   462721 tgcaaacgaa aaacatagca ttactcatgg agatattcaa tcattcgtca gagaaggtta
   462781 cattacgtta tataggggta aaccaagatg caatggataa agcaatgact aggtttaaaa
   462841 tctaagcatt gctttttctt tttaaaacta tacacttact cataaatttc atactgtgta
   462901 actcaaaagg gaaagtttaa ttaagtcaat gataccaagg gatttggcga aggggtcagt
   462961 tacacacaat ataagatatg ggtaagtcat tagtaaaaaa atacataaga gaagaatata
   463021 aaaataagtg gcagagtcgt gaccgctttt tggcaggaaa tgtgccggtt gttttggaat
   463081 caacgtgata tatttgtatt gtgagaagtg gcggaaaaca caactcacta tgttgtttct
   463141 aaaattctaa acggcttcat aatgacggca cataaaatcc gaaaccagca gatggtactg
   463201 attgaatgtt accgttaata aggagagctt ttgctcttct ttgagctaac aacatcctag
   463261 gtagacagac ttagaagaac ctgataagtt ttccgatggt gtctgtcgtg gttgttagtt
   463321 caaagaagat taaaacttca cataccgtaa tcgaaataca aatcaataaa cgatataaaa
   463381 gcatccattc gggtgctttt tgtttttgat aggaattact gcgaggtggg tgaatggcaa
   463441 aggaatatgc aaagaagttt tataagtcaa cagtatggaa gaagtgcaga gattcatact
   463501 tcaaattcag gcatgggtta tgtgaaagat gtacagaccc aggaaagata gttcaccata
   463561 aaaactacat aacacctgag aacattaacg atccagagat tacattaagc tttaataact
   463621 tagagttatt gtgtcaggat tgtcataacc gtgagcatca tgagaagaat agtcctgttg
   463681 ttgaaggtgt tatgtttgat gagaatggtg atttgattag gagggaggat atatgaatac
   463741 tttcttccat aatacaattg gtgtgaatga tgctgctatc cttcttaagg tgtcgcctgg
   463801 tcatattaag aatatgtgtg cagaaggaaa gattatagct aagaagattg gtaagacgtg
   463861 ggtgattgat agatcaaaat taaaaggagt gaggaaatga gtgaagagaa caaattcggt
   463921 tgccgtaatt gggtaagtcc tgaagcaaat ttagcatatg aagaaaaagt tccatctaaa
   463981 gatgtattag aagtaaagcg tgaagttttg aaaatgaaac aatccccccc tataaaaaaa
   464041 taaagcaaag ggcatagggg gaccgagagg ggagcttcaa aaaataaatt ggtcatctca
   464101 cgtgaccccc ctaccccaaa acgaatgaaa tgaggtgtta tttatggcga gcaaaaaaga
   464161 attaacaaaa gaagaacggg ttaataagga aatacggaga cttaaacgta tttacaaaga
   464221 gttgccaaaa gataccctca tggtagttga ggggttaatt gttgaagcag cagatctacg
   464281 cgttcgatta gaagatatcc gaaaagacct tgatgaaaat ggttatgatg aaatgttttc
   464341 acaatcagag aaccaagagc catatgaaag ggaaaggccc gcagcaagac gttatattgc
   464401 tatgaataaa agttatcaaa caatcatgaa acagcttggc gattatatac cgaaaaaacc
   464461 tattgaaaat aaggaaaagg atgatggatt tgatgacttc gtgacgaaca gatgagggta
   464521 caatatccat tatcgtataa tccaattatc gaatactaca acaagattga atccggagaa
   464581 gaaattgtag gatataaggt taagagaata tataagaagc ttgtagatga tatttatgac
   464641 caagattcaa tatacgaata taatcccaaa agagccaatc atgcaatgga gttcattgag
   464701 aatttttgca agcattcaaa ggggaaatgg gctggaaaac ctattgacct tgagctatgg
   464761 caaaaagcat ttattggttc tttatttgga tttattcaca aaatagatgg cacacgaaaa
   464821 tatcgtgagg cccttttaat cgtggcccgt aaaaatggta agtccacatt atcatctggt
   464881 atttgcttat atctacagat agcagatgga gaaggtggag ctgaagttta tgcggtagca
   464941 acaaaagaaa aacaggcgaa aattgtttgg tctgaagcaa aacgaatggt aaaaaaatca
   465001 ccagttcttt caaaacgtat taaagcatta gtgaaagaat taaatgcaga ttttaatgac
   465061 agtacatttc agcctgttgg tagtgatagt gatacattag atggtctgaa tgttcacggt
   465121 gcctcgcttg atgaaattca cgcttggaaa gataagaatc tttatgatgt tattgtggat
   465181 ggaacatcag cccgggaaca accgcttatc cttatgatta cgacagctgg tactgtccgg
   465241 gaatctgtat atgatatgaa gtacgaagaa gcagaaaggc ttttgttgag tctggacgat
   465301 gaaaaagaat atacggatcc gacattttta ccgattattt atgagttaga cagtcgtaag
   465361 gaatggacag acccgaaatg ctggaaaaaa gctaatccag gtttaggaac aatcaagaaa
   465421 atcgataatc ttcaaacgaa agtaaataag gcacaagcta atcctttact tgttaaaaac
   465481 ttactaacaa aggattttaa tgtgcgagaa acttcaagtg aagcatggtt aacatttgaa
   465541 caattgaata acaaacaaac ctttgatgtg atggaactaa aacctaatta tggtattggt
   465601 ggaacggatt tgtccgaaac gaccgattta accgcggcaa aggttatttt tatgctccca
   465661 aacgatataa atgtatatgt cttacagatg tattggcttc ctgaagagtt attggaacaa
   465721 cgatctaagg aagataaaat accatatgat ttatggcatg aagctggtta cttaagaacg
   465781 actcctggta acagtattca ccctaaattt gttactgaat ggttcttaga aataagagat
   465841 gagtatggaa tttatttacc gtggattggt tacgatagat ggtccgcgaa atattgggtt
   465901 gaggaaatgc agggttactt tgggaaagaa gctatggttc ctgttgcgca aggtaaacaa
   465961 actttatcta tgccgatgaa gcttcttgga gcagatttag aagcgaagag aattatatat
   466021 aataataatc ctattgataa atggtgttta tcgaatacgg ctattgatat tgataaaaac
   466081 cttaatatac aacctgataa aacgaataat cagcgtagaa gaattgatgg aacagcagct
   466141 cttttagatg catacgtagt tttacaagaa aagaaaaatg attatctaaa tatgatttaa
   466201 agggggtgaa aacttggggc tatttaataa gatattcgga aagaagcaac cacctactac
   466261 aactcgtttt gaaatgataa acgacaatgg aggaggcttt tttcatggaa tggagatatc
   466321 tatcagagtg atattatcag agcgtgtata cgtccaaaag caaaggctgt tggcaaacta
   466381 gttgctaaac atataaggga taatgcaaat gaatttaaag taaatcctga tccgtatatg
   466441 agatttattc tagaagagcc gaacccgtta atgacaagtc aaatgtttca agagaaaatg
   466501 acagtgcaat tagaattgaa tcacaacgca tttgcttata ttaaacgtga tgaactcggc
   466561 tttgcaactg aattataccc aattccttgt attactgtag aagttgtgga aggtattcaa
   466621 ggcgacattt tcttaacttt ttattttaaa aacggaaaga gaatgacggt tccgtatgta
   466681 gatgtgattc atttaagaaa agatttcaat gaagatgact tttttggaga acatccagga
   466741 caagcgttgt cttcattaat ggatattgta acaactacag atcaagggat tgttaaagcg
   466801 attaaaaata gcgcaattat taagtggatt cttaagttta agtccgtttt gaaacaagaa
   466861 gatatagata tgcaagttgg taattttgtt aaaaactatc taaatattga taacgtaaat
   466921 ggaggcgcgg cggctactga tccacgttat gatttagagc aagttaaaaa tgaagcattt
   466981 gttcctgact caaaacagat gcaagaaaca acgcaaagga tttacaactt cttcaataca
   467041 aacgaaaaaa ttatacaaag taagtataca gaagatgaat ggaatgcgta ttatgaatct
   467101 gaaattgaac cgttggcaat gcagcttgct ggagaattta ccaggaagct tttttcacgc
   467161 cgtgaacgtg gtttcggtaa caaaatcatt tttgaagcag cgagtcttca gtacgcttct
   467221 atgtcaacaa agatgaactt agttcaaatg gttgatagag gagcaatgac accaaatgag
   467281 tggcgctcta ttctttcatt aggtccgatt gaaggtggag ataaaccaat tagaaggctt
   467341 gatacagcgc tagttaaaga tggaaatgta attgataaag gaggtgggaa aattggacaa
   467401 gacggaaaca agggaaatag taacacagaa gattgaaatt agagaagatg acaacggaaa
   467461 ccggacactt ataggttatg cggtaaagtg ggaaaagaaa tctgtagtca tgggatatta
   467521 tcgtaagttt cgtgagcaat ttaaaaatgg agcttttaca gaaacattac aaaatgatga
   467581 tcagcgtttt ttatggtctc acgatacatc taaagtgttg ggaagaacaa aaaataatac
   467641 tttgcgttta aacgaggatg ccgtaggtct acgctttgaa ttagatttac cagatacaac
   467701 tctaggtaat gacacttaca agtctattaa gcgtggcgat gtagatggtg tttcatttgg
   467761 atttagcatg ataagcgaag aaatccaaga gccagatgat gatcttatgc tacgaactgt
   467821 tacaaaagca aaactattag aagttagcgc agtagctttt ccagcatacc cagattcaga
   467881 agtaagtgct aggggatatg atccttataa acattttaca gaagaaaaaa agcgctcgga
   467941 aaagcgcaga agactatatt tacaaacatt ataataaaag gtggacttta acatgaataa
   468001 agagcaatta ttaaaacgta aatctgaaat cggtgaatta ttaagtgatg aaacgcgttc
   468061 tattgataat cttgatacga ttgaaacgga gttacgagac attaatgaac agttggcagc
   468121 aattgaaaaa cgtgaacaac ttttaaatga agcacgttca attaatgaag ggaacgcagc
   468181 tggagcaaat aaaatcgaaa catttaatgc taatcttaat ctatcaaatg agaaacgtga
   468241 aattggtacg aatacagttg aataccgtaa tgcttttatg aattacgtat tacgtggtga
   468301 ggcaattcca gctgaattac gtgcaaatgc tgtgactaaa acaagtgaca tcggttctgt
   468361 tatcccgcaa acagtactag ataagattat tgaaaagatt gaagcggtag ggatgattct
   468421 acctttaatt actcgtacag ctattaaagg aggggtaaca gtaccaacct cagcagttaa
   468481 accagttgca acatgggttg ctgaaagttc tggaagtgat aaacaaaaga aaactacagg
   468541 aagcattact ttcaactatc ataaattacg ttgtgctgta gctgtttctc ttgaagtaga
   468601 aacaatgtct ttagcagtat ttgaaacaac attaatcaat aatattgtgg aagctatgac
   468661 aaaagcgatt gaacaagcta ttgttagtgg tgatgggtct ggtaaaccaa agggaatcct
   468721 agcggaaaca ccgtttgaag gacaagcatt agatgttgcg aaaatcaatt ataaaacttt
   468781 aacagatgca gaagcagctt taccacttga gtatgaagca agtgcaattt ggacgatgac
   468841 gaaaaagaca tttatggagt tttcggcaat gacagatgca gacggacagc caattgcgcg
   468901 tacaaattac ggaatttctg gtaaaccaga acgtatttta ttaggtcgtc cagttgtttt
   468961 atgtaattat gttgatagtt tcgcaacggc tactgaagga acagcgttcg cattcttatt
   469021 taattacaaa gattatattc ttaatacaaa ctaccaaatg ggtgttaaga aatatgaaga
   469081 caatgaaact gacgatcaag ttacaaaagc aattatgatt gtggatggta aagtagtaga
   469141 caaaaattct ttagttgttt taaaaaaagc tccatcagct taataaagga gtgatacaat
   469201 gaatcatttc gtgttgaata ctttcattga taaagaaaca aaagttggat attcaaaagg
   469261 cgatatgtac gagtcaaatg attcggaacg tattgccttt ttaattgaaa aaggattttt
   469321 aaaaggaaat aaagagattc ctacattccc taagcacact ggcggtggtt ggtatgaatt
   469381 atcgaatggc gaaaaagtgc aaggaaaaga ggaagcgatg tcagctgaac aatcattaaa
   469441 ggataaagaa tcatgatttt aaaagatgta aaaaagacat tgcgcatttc tcatgatgct
   469501 cttgacgatg aaataaacga ttcaatagaa gcagcccgac acgacttaat gttgtcgggt
   469561 gtttcttccg ttaaagcgaa taatgacgat gatccgttaa tcaaaagagc aataaaagta
   469621 tattgtaaag cagaatttgt tactgaagcc aaagaggctg aaagattcca ggcatcttat
   469681 aacatgttaa aaaatcatct cacgttagca ggtgattaca aatgaatgat attttattct
   469741 ttccagttgt aacgactact aaagatgatt taggacaaat agaagtatca gaagatttta
   469801 caagacaagt attttgtgag aaaaagagta tttctcaaaa tgaattcttt caagctggtc
   469861 aaaatggttt caaaccaaaa tgtgtattaa tcgtttattc gttggattat caagaggaac
   469921 aaaaagtaaa ctacaacaac aagacataca gtatttatcg cacatacgaa agagatgatg
   469981 aaagaatcga actttattgt gaggtgaaag ctggtggcta gtatcgatag cctagcaaat
   470041 gatatcgcta gagaattaca aagatatggg aaagaagtag aagaaaaatt agaagttgaa
   470101 aaagaagaag ttgcaaataa tctagtgagt gacctgaaag aaaatagccc taaaaataca
   470161 gggaagtatg cgaagggatg gcgtaagaag aaagaaggaa atggttttat tgtccataac
   470221 gcattaaagc ctcagcttac acacttatta gaaaagggac atgcacaagt aaatggtggg
   470281 cgtgttccgg ctaaagttca tattgctcca gctgaagaaa aagcagaaaa cgaattttta
   470341 gagcgagttg aaagggcgat tcagcaatga cattaagtga attaaagaag atcctagatg
   470401 ctacaggtta tcctgtggct tattcgcatt ttacggctac aatagggaat cccgtaccta
   470461 agccgccttt tatttgttat ctggtgactg gttcaccaaa catgattgct gatagcaagg
   470521 tgcatttcaa aataagtgat gtaaacattg aactttatac agcaaaaaaa gacttggttg
   470581 cagaagccaa acttgaaaaa gtattagatg acaatgagat tccttatgag tcatctgaga
   470641 tttatataga ttccgagaaa ctatttcaaa aaatatatga aacgaggttg atatgaatgg
   470701 agaataaagt tgttttcggt ctaaaaaaag tacattatag cgtgattacc gaagattcat
   470761 caggaaaaat cacatacggt acgccagcaa aattaccagg agcagttaaa atgaagttag
   470821 atccaaaagg cgaacaatcg gacttctggg ctgatgatag taactattac actgattcta
   470881 gtaaccaagg atatgagggt acattaaata ttgctaatat cactgaggca tttcgaactg
   470941 acgtattagg tgaaattttg gatgaagacg atcaagttct aacagaagtt tcaaatgcaa
   471001 aaattaagag aattgctctt atgtttgaat ttgatggtga tgtaaaagcg actcgtcatt
   471061 tattatacaa cgtgtctgtg tcacgccctg gttttggttc ctctacaaag agcgataaaa
   471121 cagagcctaa tacgactgaa ttaaaattcg ttgcatcgca gcatcctgaa acacttaatg
   471181 taaaaacttc tacaaaggta actacgccag ctggtattta tgacgcttgg tatacaaaag
   471241 tttatgagaa agttgtgggg gcgtaattag atgaaaaaaa caatcattat tgatgaaaaa
   471301 gcggttcttt tgaaaagtac ggctggtaca gctatccgct ataagtcaca atttagacgt
   471361 gatatgttcg cggatatcct tagtttaggg gtactttctt catacatttc aactgatggt
   471421 gaccaaagca atattgatct ttcacaggtt gatttaagta aattagattt tgaagttatt
   471481 tataacttag tatgggcatt tgcaaaaacg gcaaataaag aagttccaga tccattaaca
   471541 tggctagata catttggtga atttccgatt gctgaaatta ttactgaaat tcaggactta
   471601 attaaaagca ctgttcagtc aaaaaaaaaa taacagaaga tgaacaaggg caaggaagta
   471661 acgacgggaa aggtggattt tccgttgata cattccttgc tctttgttat tcatgcaaac
   471721 tctcaaaaga agatttagaa gatatgacaa taggcgattg tttggattat atcgatgagt
   471781 atgttgaatt aagaaatccg aagaaagaaa aagaaaatac aagaacagct acacaagatg
   471841 actttaacaa tttctaagca agtgaggtga taacatggta ggaagaatta agggaataac
   471901 gatagagatt ggtggagaaa caaccggtct tcaaagcgcc ttgaaagatg tcaacaaacg
   471961 tagtagtgaa ctatctaaag agctaaaaga tattgaacgg ctcttaaaat tcaatccagg
   472021 taacgtggaa gctttagcgc aaaagcaaca attgcttact caacaaatcg agaataccac
   472081 gaagaaatta gatagtttaa agtcagctca acagcaagtg caagcacaat ttgaaagtgg
   472141 cgcgattagt gaagagcaat atcgggcgtt caggcgtgaa attgaattta cagaagggca
   472201 acttaatgga ttcaaaaaca gtcttgcagg attaaaggct gagcaagaaa aagcagcaag
   472261 ttcaacaaga caattagaaa ctttatttag cgctacagga aaaagtgttg atgattttgc
   472321 ggatgcatta gggaatcgtc ttgtaaatgc aattaaaaac ggtacggcat caagcaggca
   472381 gttagaacaa gccatcgaga tagttggaag agaagcctta ggagccgaag ctgatatcgg
   472441 aaagttgcaa caggcacttc gttctgttga tgatggtaat tccattcaaa acattagaaa
   472501 cgatttaaat cagctctctc aagaagcaga ggaagcgagc gagagcgtta aaggattagg
   472561 cgtagaacta gaaaacgtat taggtggaat agttgctggt ggtggaattc aggaagtcat
   472621 aggacaagct ctagacatgt ccgaattaaa aacgaaaatt gatattacct ttgacgtccc
   472681 tgaatcatca aagagatctg tggaagacgc aattagaacg gttgttgctt atggtggtga
   472741 cgcagaggaa gctttagagg gtgtgcgtag gcaatggtca ttaaataaag atgcttctga
   472801 tgcagcgaat actgaaatta taaaaggagc agcaaatatt gctagttctt attcgcagat
   472861 tgatttcacg gaattaatac aagaaaccaa tgaaatcggt agcgaattaa atatttctaa
   472921 taaagaagca ctaggattag ttaattcgct tttaaaaatc ggatttccac cagaacaact
   472981 tgatattatc gctgaatatg gtgcacaact aagacgagtt ggttatacag cgcaagaagt
   473041 acaaagtatc atggcaagcg cagctaagga aaaatcttgg aatatagata acttattaga
   473101 tgggctaaaa gaaggtcgta ttcgttctgt tgaaatggca cgaggattaa gtaattctat
   473161 gaaggatgcg gttcgtgatg ctgtagacga tactgaaaaa atgtctgatg cacagatatc
   473221 agcgatgcaa aaagggtttg ctaaacaaga atctgcactt gcgaactcat ttagtaatca
   473281 agaaaaggca ctttctaaaa gccatagtcg aagacagaat gaattagcta aaagtcttga
   473341 tgctgaatat aatgcagttt ccaaaagtta tgaaaatcaa caaaagaact tagaaaagaa
   473401 acttagtgct gaatatgatg cagcatctaa aaattacgac cgacaacaaa aagcacttga
   473461 gaagtcttta gatgcagaag ttaaagcgtt tgaaaagtct tctgagcaga aaataaaact
   473521 catcgataaa gaatatatgg aacgaatgaa attgattgat gaggaaaagt acaatcgtct
   473581 taaagcggta gacgatcaaa ttaattcttt agatgcgaaa acagcagctg aagataaata
   473641 ttttaaagat cgtgaaaatg cggaaaaacg tgctgattta aaagttaaaa taagtaaagc
   473701 gaaaaatgaa gaagaacgtc aggcagcaat taaagctcta cgagatctag aagagaaaat
   473761 gcgcctagat aaaatacgcg aagaacgaaa aagtcaaatc gatagattaa aagaggaaaa
   473821 agacagcata aaagaagcgt ctgatgcaaa gaaagaagca ctcaagtcag agttcgatag
   473881 ccgaaaagaa cgagttaaag aacaaataaa taacgaaaag gaagctttaa aagaacgaca
   473941 acaagaacaa aaagaagctt ttcagcaaaa caaacaagaa aatttaaagg caattagtga
   474001 atcgaataaa gcacaacttg attcgttaag agaagtaaat caagcgaact tatcagcttt
   474061 aaaggaaaac cataatgaac gcaaacaagc attaagcgag cgtttaagtg atgaaatgga
   474121 cgctgtacgt gaatcgcata gagcagaatt agaatcattt aaagaaatga atgcagaaaa
   474181 attagagctt gcgaaaaatc cacctgacag tgcagcagta caagaaatat ttgctcaatt
   474241 agaaggttgg ggtaaagcta ttgctaaagg tggagaagaa ggtaaacaag catttgtaga
   474301 tatggttaaa tggctagacc aaatcgagga tgcagattta aaagaagcga ttggcgtaga
   474361 acttttcgga acgatgtggg aagaccaagg tcaaaaaatc ataaatacaa ttttgcaaac
   474421 cgaacaaaaa caagctgact taaaacaagg catagatgat ttgcaacaat ccgtaagtaa
   474481 aacggatgca tcgccgatgg tcaagttgaa agaagcgatg aatgatttaa aacaagctct
   474541 tgaaccaata ttactcatta tagctgatgt agtgtctgca tttgcaggat ttatttcagc
   474601 tcatccagtg ttagcggccg caattacagc tataacggtt gcaatcggta tacttgttgg
   474661 tatttgtgca gcgcttgctc cagtaatctt tttggccaca tcaggggcta taacctttgc
   474721 aggagttatg gctgctttaa caagtccaat tgctttagtg gttgcagcaa ttgcagggtt
   474781 aatagctata tgggtattat ttggcgacaa aataatggct atatacaacg aatatttcaa
   474841 gccaacaata gatcaaatag tttcgataat tgttagtact ttaaagccag tatttgaaca
   474901 agggtttgca attataaaag atgttgttca agatgctttt ataattatcc aacgtgtttg
   474961 gaatgaaata ttatcacctg tgttttcagt tataacatct attatcaaaa cagtgctttt
   475021 gccagcattt aagtttgtat tctctgctat tggtagtgta gtatcagatg catttagtgg
   475081 aataaaggat atgtggaata atgttttaaa accaatcctt aacggaatta tagatttcat
   475141 ttccggtatt ttctcaggga actgggaaaa agcatggggg ggaattgtga aaattttcag
   475201 cggtgttttc gaaggtatta aatcagcggc aaaagcacca ataaatgctg tggtatcaat
   475261 gcttaatgga ttgattgaag gtattaacag tattgaaatg ccagattggg ttccgtttgt
   475321 tggagggagt aaaccaagta tccctagaat cccaatgtta gcaacaggcg gacatgttct
   475381 tggtgatgga tcgtttattg ctggtgaagc tggaccagag ttgtttacca aaagaggtaa
   475441 tcgtgtttcg gtaacgcctt tatcctcaac tgaaaaatca cttggtatca caggcactat
   475501 gagccgatta attggcgata tgagttattc aatggctagt tctatgaaag agctatccgg
   475561 tttaaaaagt gttatgagca atgtatacgg cagtatggcg agtagttcac aagcgatgag
   475621 tcgaaatgct agtcaaagaa ctgcggaagg aaattcctct tcaaatgcaa ataaatcaga
   475681 ttcatataat tttgctgaca tgtttagagg ttctacattt gtagttagag aagaagcaga
   475741 tgtacagaaa ttagcggtag aactagggaa atatattaag gcatcaggaa gaagggtggg
   475801 acaactgtga gtttaacatt agatggtaaa ccattaaaac aattaggttt agcactttta
   475861 ccaggatatc aacatccagc agccccacca gttcgcgact acaccgtttc tattcctggt
   475921 cgtcctggtg cttattattt cgggtcagat atagatccta tggagtttaa cttgccatta
   475981 attattaaac cgcaagaaaa tagatacgaa ttagcggcag ctatcagaaa aatggtagat
   476041 acctttattg atccttatgg taaaccaaag gaagtgaagt taatttatga ttacgaacca
   476101 gataagtatt atctagctag atatagtggt tcgatgtcga tcgagcgtta tttcagaatg
   476161 ggtaagtttg aattacctat gatagcttat gatccatatg catattcaat tattgatagt
   476221 accaatggca taaaatgggg agacccgatc ccttggatgt ctgacattcc tattagcgct
   476281 ggggataatt cttatacaat taatagcccg caaaatatat ctttaaataa ttatgggaca
   476341 ttagtagtta gaccagttat aaatatatca ggcagtgcag agaatttaac gctcacctta
   476401 aaaggggagc gtttttcttt aggaactttt acaaatagca cttttttatt ggatgccaaa
   476461 cattatacag caattaaaaa tggacaaaat tatttattcc aattaaaagg cgatttagaa
   476521 aaattagagc taataccggg cgcaaacgta ataaaaataa gcggtgttaa tctgaacatc
   476581 aatattacat ttgaataccg cgctaaatat atttaaggtg gtgacactat atggctgatg
   476641 cgcctaaatt aacaggtgaa gaaacaatta aacaaagtta ttataaaata aatatggcga
   476701 ttgataactc taatgatgca ttaaaaactg caaaagacag cttaactagt cctgtatcaa
   476761 atgcgaggat tgatccaaaa gctgttacaa aagacaagtt aggtgatgat gtcgattatc
   476821 aaacaactgc tcttggcggt gcaattattg gcgataatgt tatgtgggaa aaggtagcaa
   476881 tttttggtcc gaagtcaaat atgactgaag aatttactga taataacgaa ttagagtttg
   476941 ggaaaaagct cttaaaattg actgttacca gtacatcaaa ttacaaacaa ttattaaacc
   477001 ctgggacctc tgaacacgcg aatgctggag ttgaaattcc tgtatatgct aaacgataca
   477061 aaaaaatatc tggcgcttta aactataaaa ttaataaggc gactggtgaa acgttaatta
   477121 gagcgggtat cactgtaaga tatactgatg gaacaattca aaagtctaca atgtttaaac
   477181 taaaggcaga cggaaaagag tatgctgatg tgtttgaaca ggatatagat aatactaaaa
   477241 ctatttcatc tatgtatttg tatatcagcg gtggtgatgt gaatgatgtc attaaaattt
   477301 cttatgtctc attctggatg ggtaaaacga atgataatat ctttgataaa tcgttattgc
   477361 tatcgaagat aggtgatgtt gattcatctg ttacaattat aaaggaaaac aaccgaatta
   477421 attggtttac agatgcgaaa aatattattc aaaacaaacc aatgattaaa caagggaacg
   477481 aattagagag cagcggttca tttttacaaa aaggaataaa aaacttaaat gtgaacaata
   477541 taatgggcac tccattttgg ttcgaatttg aatgtaattc agattccgct actccatatt
   477601 ttagatttga attgccggag ttgatgaaaa aacttcacga aattagacaa agtggtttga
   477661 aactttcaaa ggtaaatgcc actgtggaat tgtatttccc ttacaatcta aaacataatg
   477721 tgacttatag actacttagt aagaaaataa caggagagtg gcactttttc cctttgaaaa
   477781 caataactaa aaatactggt gcccaaacaa ttacaatcca attgaatgaa gatatagata
   477841 gtgtgattga tacactagga gactacttaa ctgtgtacgt tacatttcag agtgcgttaa
   477901 atactcaaaa ggtttatctt ggttggatgg acatttggat ggatgatgat aaacaagttc
   477961 tatttagcga gaactttgat ggtcgtgcga ttcttccggg gacagtggta gaacaatcgc
   478021 ttgaaaaatc attacaagaa aaaataaatg gaactactgt gagtaataac cctaagaagc
   478081 aattaagagt tgcaatgact ggttcatcca ttacttgggg gaaaggtttg cttgatgatg
   478141 gatttgttag agaaattgat tactatttac gtgattattt aagtaatact tatcttcata
   478201 gtgatccatc cttgttattt aagggagcaa attctattat cacaaatgaa aagttttata
   478261 aaagaacagc tcgtaaaatg actggcacag aatcctctgt gtctttttcg ttagttgggg
   478321 atgaattatc tattgtacat gggttagaac gaagcaataa gggcgcagcg attatcgaac
   478381 tgtatgtaga tggtcaattg tacgatactt ttagtaatta caatacagag ccttatggaa
   478441 atacagtagt gaatgctata ggtgatggta caacagttaa atttgattta ggaagagctt
   478501 tcacttacaa ccatgtagtg aaagtaaatg gtatcacttt agttggtaaa atcaatgatg
   478561 cagaatctgg agcaacattc cctaatggcc atgactatat gattataagg aaatacggtc
   478621 aaaacccaga cactcaagaa actgaagttc atcattttct ttatttgaaa aatgccccag
   478681 cagcaagagc taatatcgaa gttacaatga gttatggtga aaatatcatt tatacaaaat
   478741 cgactattgg cgagattact gaaagtattg agggtgcatt agaaagtcga tatggcgacg
   478801 atgaaatttc atttgacccc gctaatccag ccgcattaag ttctggttta gattttaggg
   478861 aaaccgatga aaggtcagtg aaaacatgga attttgcaga atataaagag cgagaattca
   478921 tgttcaaaat aaaagggtat gacccaagag cgaataaaac tgttagtcct tatttcattc
   478981 ttaatttcat taccaatcga atgcattata ttatgaatgc tggtattggt ggatggactg
   479041 ctgaaaagct gtataacgat aacggactaa gaaattatca ttatctgatg cgatttgatc
   479101 cagacattct atttgtagaa tctggtacaa acgatgattg ggattcagca aaccaatttg
   479161 tagctacaaa aacaattacc gatgtaaccg aagctgcatt acgtcgttat ccaacactct
   479221 ggttaaaatc atctaaatat gttgcggttg ataattacac aatagaaaca gctgctttaa
   479281 cgattgaaga agtcactagg aatagtgtga aaatcaatgg taccaacact gatttaagta
   479341 gtgttaaaaa aggtgattat cttattatcg gtgattacca ctttgatgaa cgcgaggtag
   479401 ttacacgaat tattgataca tgggatatag caacaagaac agctacgttt aaaaagcctt
   479461 tgaagccaca agaaatactg aatataagaa aattaagtga cctaacagga agaacggtca
   479521 tggtaaagcg tattgacggt tttatttcat ggttagataa ggttgtggat ggggtacgtc
   479581 aatataatga agatgttcaa attgggcttg tatcaacagg attatgtgct tttacaacaa
   479641 gattattact cggatatcca gataagataa aagaactagc attgcaaaag gaatgtacat
   479701 ttgcaaatgc ttttgatttt attaaaaggt ttcaatacaa ccaaactaga gttggatcag
   479761 cgtttctgaa ttcagctaat aatacaacgt cttctggatc taatgaatat aatcttgtta
   479821 atgcaagtgg agttgatata aacgtagcac agaaacttag gggaatacgt aattatagca
   479881 ttaaagtaga tggaattgag cgatatgggg atggttgcta tatcgataat gcatatggat
   479941 attactttaa accagcaacg acttcatcca atttaaccat cgacaactgg aataacaaag
   480001 taactactaa aatagcagcg gattatgtaa ctacaaaatt agtctttact aaagatattc
   480061 cacctaatgg ggcaaaaatc gaggtttcat tttccacaga gaaatggagt agtgatgatt
   480121 gtcatatggg ttcgttaggt ggtattcata tgtataaaaa ttctttaatt gatgctatgc
   480181 aaattatgat ttgcaaatct attggataac aatgggaatg ataatgatag catgttaata
   480241 tattatatat tgaatacgtt tagggggatg tattatgcat ttatttgaag tagatagaga
   480301 gtgtacttat aaaagtgtag attacaaagt tatttctgta ttagacaacg atctattatt
   480361 agttgtacct aaagaagatt tagcaaatga aaaattcccg ttacaaactt acgttattcc
   480421 agaacaaatt gaataaactt attatccaaa agggctttta catcaaagct ctttttattt
   480481 ggttaaaaat aatgaggtga tacattgaaa cacataaaac tttacgataa acaattacag
   480541 ttaaaagcat atctcgaaaa cgcatttaaa ataaagtaca gcccgccact caatgaactt
   480601 tggacggcgg gtttttcatt accttttacc gatcctaagc gagaggaaat tgaaacgttt
   480661 gattatgtgg aaatatttga taacggtaaa cgtatcggat tgttccgtat tatggatagc
   480721 gaggaagaaa gggaagtaag tcaaaaaata ataacttatg actgtgagca tgttttatct
   480781 actttaatgg atagcgtgct ttttggttat cacgaaagaa ttaatttaac gacaagggag
   480841 aatattgagt atctcttaag caaacaaaga ataaagcatt ggaaacttgg tcaatgtgat
   480901 tttgtaaaat attttcaata tagttgggaa aatgaagata cgatattagg accgatatat
   480961 agtattgcaa aaccgtttga tgagaaattc caatggacat gggacgatac ttcctatcct
   481021 tggactttaa atctcgtgaa atattccgat gaaattacag gtgagcttcg atatagaaag
   481081 aacatgaaag gcattaagcg aaaggtagaa gctaaggatg tcatgactag aatttatcca
   481141 ctaggttatg gtgaaggtgt taatcaactt aatatcaaaa gtgtgaacaa tggtcttcct
   481201 tatatagatg ctcctgattt tgtcagagag ttacaggatg ggtttgatta tatttgggtg
   481261 gatagacgat ttgaggaccc aaaaacgctt tatgcttcag caaaagcgat gttattaaaa
   481321 gcgtgtatgc caaaagttac atatgaaatt gatgcaattg attatgaatt gattgaccca
   481381 tacaaaatag aaaaatatga aacaggcaag ttagtacgtc tatatgatga ggattttaat
   481441 atatctgttg atttacgagt aatggaccgt tcaaaagatg atgttactgg taatccactt
   481501 gatgtaaagc ttgtattaga aaataaagtc actgatattg ggacaataca agcagatatt
   481561 gaaaagcgac agaaagtaaa cgaagtgtat tctcaaggaa caactaatat tgatagtcaa
   481621 cctttccaag ataattgcga cccagatcat ccagccatca taaggtttca aatacctaac
   481681 gatgttaaga atgtgaatca actgatactg acatttgaga cattacggtt tagagcatat
   481741 gagcgggcta ttaaaggcgg cggagctgtc gttgcttcaa cttctgccgg tggtgcgaat
   481801 gtatcttcaa caagttccgg tggtggtacg gttggttcga cgtcatcagg cggaagttct
   481861 gtgcaagcaa gtagttccgg tggtggtacg gttaaagctt caagtagtgg aggagatcat
   481921 gttcataaaa tgtttcatgg tggcggaatt gttcctgctg aaccatcaac aataggatta
   481981 tatacagctt tttctgatcc aggaagaaat acatcagctt cattttacgc aaaaggaacg
   482041 ggatctagtt tctacacata tggttctagt gggaatcaca ctcatgatat atcaatacct
   482101 aaccatactc acagtattaa tataaatcat aaaatataga aggagattga taacatatgc
   482161 aaacaattga aatccataca caaggcggat taaaacataa agtgcagact gaggtatata
   482221 acgcagaagc actgaatacg aaactaaacg acaacgattt aattacagta ttaattggtg
   482281 attttattat tcaacgtatt gatgttaaac gtatcattcc attaaatatg attgatgcgg
   482341 aaggcgctaa aagggtagaa gttcatacaa atgctgggaa agtgattgag attacaacaa
   482401 acgattatga tccaatctat ctaaacgagc aattaaacaa taataataca attacagtcg
   482461 taattggtga ttatattttc tctcgaattg atgtaaaaca agtagttcct gtgaaagaag
   482521 aacctaaaga gccagaacaa ccacctgtga cagaacctga gaaaccgaca gaaccagtta
   482581 caccgccagg agaaggtaca gaagatgata gcattacaac tacagagcag ttataaactg
   482641 gtctttttat tttgaacaaa atacggcttt tacaacaaaa cgaagtgtgc ttattgcagg
   482701 cttttttatt ttgaataaag gagtgaaaag atggctgaat taaaacacga tgatatgaag
   482761 gaattacttg tagggttgac cagagtagaa accaagcttg atacactcgg taatgtcaaa
   482821 gaagttgcca ttgaagccca acaatcagca aaaagcgctc atttgcgtgt ggatagatta
   482881 gataaattag ttttttggtt aggtacgaca gttataggag ctgttatcgt tggggctatt
   482941 acagcattat tcaaattcgc aggaaagtag ggagaagaat gaataaggaa aatatcaaaa
   483001 aaacgattcc gcaactggaa aacatgggtt gcggtttttt ctttgcttgg atttttattt
   483061 acaaagtttg gcgttccaga agcaaaaagc tttttggatg aattagcacc ttacttgctg
   483121 tcagttggta tcgcattagg tatttggtct gatcatgatg taaatagcga aggagacgat
   483181 aaataatggg acatattatt gatatttcaa aatggaatgg cgatattaac tggtctatag
   483241 cgaaacaaca tatagatttc atcattgctc gcgtacagga tggttcaaat tatgtagatc
   483301 cactatataa aggatatgta caagcaatga agcagcatgg aataccattt ggtaactacg
   483361 cattttgtcg ttttgtttca attgctgatg caaagaaaga agcacaagac ttctggaatc
   483421 gcggcgacaa gagcgctaca gtttgggtgg ctgatgtaga agtaaaaaca atgaatgata
   483481 tgagagcagg tacacaggcg tttatcgatg agttataccg attaggggct aagaaagttg
   483541 gtttatatgt tggtcatcat atgtatacac ctttcggtat ggcgaacgta aaaagtgatt
   483601 ttgtatggat tccacgttat ggtggtaaca agccagccta tccttgcgat atttggcaat
   483661 atactgaaac gggtaatgta cctggtatcg ggaagtgtga ccttaattca cttataggca
   483721 ataagtcact atcttggttt acagaatcgg caacccagga atctgtacaa gcgcctacac
   483781 aaaacatcat ccaatcaggt gctttttcac cttatgaaac tcctgacgtt acaggggcat
   483841 taacatcctt aaaaatgact gctaaattca tcttgaaacc tgatggatta acatacttta
   483901 tttctgatcc aacgtcagat gctcaattaa atgcaatgaa agaatacctt gaccgtaaag
   483961 gttggtggta tgaagttaaa taaaacaaaa gaatagtttt ataaacaaaa ataagagccg
   484021 tcaaatgacg gcttttttat tgcaaatcag atattttctt aacttctttt tccttcgctt
   484081 tgaattcctt ctcgtattgt ttaaaatcct ctttatcaac atggaacctt tcaccagttg
   484141 caacgttttt gactaaataa gttttacgat tgcgttcctt aattaatcca tataagacca
   484201 aaaacaaaag ggagatacct atcgtcggaa gagctaaaat tatgcatagt attagtaccg
   484261 ttttctccga tttgctatct tcacgtttta aaataagttt ctctcctgat gcagcttccg
   484321 attgctttaa ttgttgcatt ctttggagtg cagcaactgt atcaagactc ataaaatcgc
   484381 ccccttaagt taagtaaatc ataccaatta atacaatatt ttaaaagtga gattttgtat
   484441 tactttaatc aaacgattta atagaaatgc aaataagaag agagtggcat ataaaatgct
   484501 cactctcatt tgaccactga ccacaaagat gaccacacac taaaaataaa ttaaatacat
   484561 tcaatgtacc gaaaataaac gatattgttt tttctttgca atagaatgca caacagtgac
   484621 ataagttaca ctaaaagata tgatatactt tatacagctc atgtagaaaa tgtagtgaag
   484681 cttgttagaa agtaaagtgt attcatattc cctcatgata tgagggaata ttttctgtga
   484741 aggagaataa gatgaacaat tataaattaa caattcagta cgatggtgca cgttttaaag
   484801 ggtggcaacg tctcgggaat aacgataata cgattcaagg gaaaatcgaa agtgtcatat
   484861 ctgaaatggt cggaaaagaa actgaaatta tcggttgcag tagaacagac gctggtgtac
   484921 atgctttgaa tcaagtggct aactttcaaa gtgatgagaa gttagtagaa cataaagtga
   484981 aaaaatattt gaatcaatat ttgccaaatg atattagcat tacgaatgta gaagaagtac
   485041 atgatcgctt ccatgctcgt tacaattcta aagcaaaaac atatctgtat aaaatttgga
   485101 atgaagagca tacgaatcca tttatgcgta aatacagcat gcatgtgaat aaaaaattaa
   485161 atgtgaaaag catgaaagaa gctgcgaaac atttagttgg ttcacatgac tttactgctt
   485221 tttcaaatgc aaaatcaaag aaaaagtcta tggtacgaga agtatattca cttgaagtaa
   485281 tggaagaggc aggatttgta caaattagag taagtggcaa cggatttctt cataacatgg
   485341 tacgaaaaat tgttggagca ttaattgaag ttggattagg acaattagct gcagaggcga
   485401 ttccacaaat tctagaggcg aaacaacgta atcaaattaa ttgccttgct gaggcgagtg
   485461 gtttgtattt ggagaatgtt gagttttaat aatcagtaaa aaatcgagct gtgtaggctc
   485521 gattttttat gttttggcgt taagaagatt tctctctctt catacgtatc ttcaaattcc
   485581 aaaaagcagc aagcataata gcggcaaagg agccgctaat tgttgctaat agttttgcgt
   485641 agggaaaact gctcgtatca gtattaatga ataacatcat acatagaatg gcagggaaaa
   485701 agtataagta ttgtaataga tttaatttgt tatcattact catatatatc gttcctttct
   485761 agtatgttat atgtttattg taacatattt taccaagtta tttttgcact tggagaaatg
   485821 ttcatttcat atgtgtaaat gcagtttttt aattcgatat tgtaagtttt gcctacttaa
   485881 tcccaaaaac tttgcagctt gtgaaatatt accgtgatac tctttcaaaa tttgagtgat
   485941 gtagtttttt tccatttctg ctattgtgtg ctttaatgtt tttggcgcat cagtggcgtt
   486001 attagttagg aaaggttgcg tattgaattc tttttttatt tgttcgcgaa agcgagtagg
   486061 aagatgaaac gccgtaataa tattttcatc ttcaaccaag ttcattgaac cttcaatgat
   486121 atgttccaat tctcggacgt ttccaggcca atcatatgca tacaagaatt ctcttacatg
   486181 tatatctaca tctgttacac taagtccaaa ttgaatgttg tacttttcga taaagtgctg
   486241 aacaagagcc ggaatatcct cttttcgttc acgtaaaggc gggagacata aagtaacgac
   486301 gcttaatcga taatataagt cttctcgtaa tcgattgtgt gtaatagctt caagagggtc
   486361 ttcattaata gttgctataa tacgaacatc aatttctttt tcttgtgtgc ctccgattct
   486421 tcgtattgtt ttttcttgta tagctcgcag taacttcgct tgaagtgctg gacttaatga
   486481 gttgatctca tctaataaca aagttcctcc gtttgcttct tcaaataaac cagctttatc
   486541 gattgctcct gtaaatgccc cccggttcgt accaaataat aaactttcca ttaacgtatc
   486601 aggtatagcg gcacagtttt gtgaaatgaa cggttttgtt gaacgttgac tttcattatg
   486661 gatactttgt gcaaatagtt cttttccagt tcctgtttct cctacgagaa gtatggagga
   486721 ggatgtacga attacccttt ttccttccgc aatggttgat tgaatggctt cagaatcacc
   486781 aattatgtga tcaaaggtaa atttagtgtt ttgttttcgg aaagagtcca tttttattgt
   486841 ttgctttaag tgattcatct cttttgaaat ttcaatagcg cctttaattt ttccattttc
   486901 tattataggg aaagtatcgt taatcgtcgt aatttcttgc cctttattgt taaagtacgt
   486961 ctgttttata tttttgtttg tttttcctaa ttttaatgct tctataagag tactattttt
   487021 attttcttca aatgcgaata cttctaaagg acttttatat aacacatctg agcgttccat
   487081 tgattcaatt tccatcattt tgcggttata gataatcgtt ttactttcct cattaataat
   487141 atgaatcccg atatcgagtt cattgagtaa agtttcatat agcatattca tttcaatgat
   487201 ctgttttaaa ttaatttctt ctgtacgcat agattatctt ctcctcattt caccctatga
   487261 agactgactt tttataattt tattaaaatt cttataaaat cgcaaaattt ttttgctatt
   487321 ttccttttaa aacttcttaa atgatagaaa aattttgcgg ttatgaagtt tttttgtgag
   487381 aaaccttcat tttaagtagg aattggagat tggtacgcat tttgcataaa taataattga
   487441 aatttttaaa ggagggatat gcaacgtttc agtaccaact aataagaagg aggaatttat
   487501 aaagtgaaga cggttataga aggcgtgtat agtccttgtt acgggaaagt agagaagtta
   487561 tttgttaagg aaagttctta cgtatatgag tgggagaaat tagcgttaat tgaaacgata
   487621 gataaacaga aagtagaaat taaggtagga ataagtgggt atattgaatc attagaagta
   487681 gtagaaggac aagctatcgc tgatcaaaag ttattaataa cgatgaggga tgatctttta
   487741 ataacaggta gtgattaata gcatgatatg tattttgcac tctttaataa tttattttac
   487801 gatgaagaat ttttgaaacg cttacatttg atggggttac aaagtgaaaa ggggggattt
   487861 atatgatgaa tcaaaaccaa ggattaaaaa gagaattgaa gagcaggcac atatttatga
   487921 ttgcacttgg aggagttatt ggtactggcc tttttttagg atctgggtat acaattcatg
   487981 aagctgggcc tggaggagcg attgtagcgt atcttgtcgg aggatttgtt atgtatttaa
   488041 cgatgctctg tcttggagag ttagctgttg caatgcctga cgcagggtct tatcaaacgt
   488101 atgcaactaa gcacatttcc cctgcagcgg gttatgtagt cggatggatg tcgtggttga
   488161 actggtcagc tacgataggt attgaactaa ttgcagttag tattttaatg aaacgatggt
   488221 ttccagatgt accgtcatgg atttggtgcg tagtgtttgc ggtactgctt tttgctatta
   488281 atgcgttatc ttcaagaagt tttgcagaag ttgaattttg gtttgcaagt attaaagtca
   488341 ttacaatcat tgcatttatt attttgggcg gggcagcaat gtttggtttt ctagatatga
   488401 aaggaaatga accagcacca atgttctcta gttttactga ttatggtgga ttgtttccaa
   488461 atggattatc cgctatttta attacgatga ttgctgttaa cttttccttc caaggaacag
   488521 aactagtcgg tattgcagca ggtgagagtg aaaatccaga gaaaacaatc ccgaaggcaa
   488581 ttaataatac agtttggcgt atactcgtgt tctttgtatt atctattttc attcttgcag
   488641 gattattccc ttggcaacag gcgggagtaa tagaaagtcc attcgtagtt gtatttgata
   488701 aaattggtat tccttatgca gccgatatta tcaatttcgt tattattaca gcggttctat
   488761 ccgttgcgaa ttcaggatta tacgcaactt ctcgtatgct atggtctatg tctaatcaag
   488821 gaatgattag tccgattttt ggtaagttat ctaaaaatgg tgttcctatt tatgcattga
   488881 ttgtaagtac aattgtaggt tgcctttcat tactatcagg tatttatgcg gaagatacag
   488941 tttatttatg gctactttct attgccgggt tcggagcgat attagtttgg gcatctattg
   489001 ctctatctaa cttattagct agaaggtcat atataaagca gggcggagat gtgaaagact
   489061 tgaaatttaa aacaccactg tatccattcg taccgctgct tgcattagta ttaaatgtaa
   489121 cagtaattgt tggtatggcc tttattccag aacaaagaat ggcgttatat tgtggaattc
   489181 catttatgat tgtttgctta ctgttttacc gtgcgacaag aaataaggca cataaagtag
   489241 aacatattga aaagacagat acaacagaag tagacagttt ataatattga gtaatttaga
   489301 gactgtaaaa ttgtaaacag tctctttttt tgtgaaaata aagctggaaa catattatgt
   489361 atgtaaaggg ggattagcga tgaatgaaga agtttcacag ctattagaac aaattgattt
   489421 acgaaaagat gagttactag agcttacaaa aaccttaatt cgttttgaaa caccagcacc
   489481 gccggcgaga aacacaaatg aggcgcaaga atttgttgca gagtttttaa gaaaacgaaa
   489541 ttttagtgtt gataaatggg atgtatatcc gaatgatccg aacgttgttg gggtgaaaaa
   489601 agggacagaa agtgacacac ataaaagtct tattattaat ggacatatgg atgtagctga
   489661 agtatcggca gatgaggcgt gggaaacaaa tccgtttgag ccatttataa aagatggttg
   489721 gttagttgga cgtggtgcgg cagatatgaa agggggacta gctggagcgt tattcgctat
   489781 tcagctatta caagaagctg gtattgaatt acctggagat gtaatctttc aatccgtaat
   489841 tggggaagaa gtgggagaag caggtacact tcaatgctgc aaaagagggt atgatgctga
   489901 ttttgcagtc gtagtggata cgagtgattt acatatgcaa ggacagggcg gcgtaattac
   489961 tggatggatt actgtgaaaa gcccgcaaac gtttcatgat gcaacacgta ggcaaatgat
   490021 ccatgcaggg ggtcgtttat tcggagcgag cgcaattgaa aaaatgatga aaattgtgca
   490081 aagtttacaa gaattagagc ggcattgggc agttatgaaa acatatgaag gttatccgtc
   490141 tggaacaaca acaattaatc cagctgttat agaaggtgga cggcatgcag cgtttattgc
   490201 ggatgagtgc cgtttgtgga taacagtgca cttttatccg aatgaaacac atgaacaaat
   490261 aataaaagaa attgaagagt atatcgggaa agtggcagct gctgatccat ggttaagtga
   490321 aaatccaccg caatttaagt ggggcggaga atcaatgatt gtggatcgtg gcgaaatttt
   490381 tccttcttta gaaatagata gtgaacatgc agctgtaaaa acgcttagct cagtacacga
   490441 atcaattctt tctaaaaatg caattttaga tatgtctgca acggtaacgg atggtggttg
   490501 gtttagtgaa tttcatattc cggccgttat ttacggacca ggtacattag aggaagctca
   490561 ttcaataaat gagaaagtag aaatagaaca gttaattgaa tttacaaaag taataacagc
   490621 atttatatac gaatggtgtc atacgaaaaa aatagattag tatgttgaaa tcgtacaggt
   490681 atgtatactt gtacgatttt ttagtgaact atttcagagt tggatagaaa caactgaaat
   490741 agttctttat ttttctatgt ctttcgtttt agctcaatta atttctcttt cgctaattca
   490801 acagcaattg catcatctaa atagccaatt ggaaagagat agtcgggaat aatatctgtc
   490861 gataaaatga aatacagtaa tgcgccgcca agaactgcac gctcttcttt tgaaatcgtt
   490921 tcattgcaaa attgttgata catatccgtt aattgttcaa tgaaaggacc agcgctatca
   490981 atttgttcta acttgcttgc aaaactttca tgaatacgct tttcaccctc tgttgtttgc
   491041 gcatatcgtt catagttttc aagttcttgt tttacgcgag ttgttgtgta gtcgaaatcg
   491101 aataagttag aggattgcag cgtttgctga atggtatcaa gagatgtgta catatccgtc
   491161 ttttctttat taatgtgagg agaatctgga tacatttcat caaataataa ttggggtggg
   491221 acttgcagac attctgcaaa tttttgtaga tgcttttgct ttggtggctg tttaccattc
   491281 ataattcttg agattgttgc aggatcaata cttgtcagca ttccgagttg gcgcatagat
   491341 aaggcacgtt cttttaaaag tttttttatt aatttactaa gccgctcatt tggattgtct
   491401 ttaggcatag cgaaggcact cctttttgtt gttgaaaaaa tgttgagcat ttattacatg
   491461 tatatgaaac agacaggcac agttgctcaa cattttcata agatgcattg aaaagtgaga
   491521 aaaaggggtg gctgtttatg agtacggcag gtctattttc aattttttta attgggattg
   491581 cttctaattt agataatgca ggtgttggga ttgcatatgg cattcgtaaa atccgaattt
   491641 cgtggttcaa taattttatc atcgcatttt tggggttttt atttacttta ttagctggct
   491701 tttttgggaa ctggattgcg ctatttattt cagagtttac agcaaacttg attggagcaa
   491761 tcgttttagg gataattggc gtgtttattt tgtgccagcc tttcttgggg caaaaaaata
   491821 ccgtaggctc taaagatggt aatgtactga tgggaatttt acgtgatcca gaaaaagcag
   491881 attttgatgg ttcaaaaaca attagttttt cagaagcagt tgttttaggg gttgcgttgt
   491941 ctattaataa tattgcaggt ggatttgatg ctggggtaac aaacttgaac ctttggctta
   492001 cagcaactat ttctggggtg tttagtttta tttgtattag tggatttgcg tatgtaggaa
   492061 aacgattttt agcagaatac ttagggaaat gggcgacagt tattgcagga ttgttattaa
   492121 tttttattgg gattgatcag ttgttgtaag gagagtagaa aacaaggttc gagtatttcc
   492181 ttggaaatat ggcaaggaat tgcatatatc gacgtacttt tctccatact aatacggatt
   492241 tcttttaaga aagggggatt tgtatgggac gcggaaaagc atttgatcat aagaaaaaag
   492301 ggcacgatca tcaaccacct aaaggtgcgt tcattcataa agatgtaaat gaacatactt
   492361 tggaagaaga agagctacca gtaaatattg aggcgtataa aaatagtttg aaaaaacatt
   492421 aaaagcacct acataggtgc ttttttaccg tatatcttca attaattgtt ctgattcttc
   492481 atgcatactg tactcactta atacttggat acaaagccac tttaattctt caatcgtatg
   492541 ttcaagttct tcaggaagca catgatgaat gtcttcaagt cccattccga aatgaataag
   492601 ttcaagtact tgatcatcga tgttccgatc cattaacagt tcaagtactt ctaaattgaa
   492661 tatgtatcgg tgagcttcat cgagtgaaac aacttttaac ttcaagcttt ctacaatact
   492721 caatataaaa agaagaattg ttttttcaag aacaggctgt tttcccattt gaaatattag
   492781 tttcatcttt cacacctcca catatagcgc taggttgtac tatattattc aggagggggg
   492841 agcaaatatg catgatatag agaaactttc agtacggttt ctgtacggtc atggatagct
   492901 gataaaattg agatttttat gaaatgaaaa aatcctgcta gtatagcagg atagctctga
   492961 attaaaaaat gctccaacct tcttgagcag aaagaagttc aagaatttta aaaccagcga
   493021 tactatttcc gtttgcatct aaagctggtc cgaaaatacc aattcccatt tctcctttta
   493081 cgcagccgaa aataccacca gctacaccac tttttgctgg gataccaaca cgaatcgcaa
   493141 attcaccaga ctcgttatac ataccacatg taaccataaa tgttttacaa atctttgtaa
   493201 tatgcttagg gataatttgt tttttcttat atggatcata tccatccatc gcaaaaatta
   493261 aaccgatacg tgctaaatca atacagttta cttcaactgc acattggcga gtgtataaat
   493321 ccatcagttc ttcgatatca caatcgataa ttccgttttg tttcatatag taacaaagtg
   493381 aacgatttaa gtaagctgtc tctaattctg aattggcaac tttagaagaa taattaatag
   493441 taggattatc tgttatttca cgtacgaaat gaagaatgcg ctccattttt tcttcgttat
   493501 cttttcctgc taacatactt gtaatagcta gtgcccctgc attaatcatt ggattaagtg
   493561 gtttagaagg actcgtcgtt tctaacttaa taatagaatt aaatggatca ccagttggct
   493621 ccattccaac tttagaaaat acatattctt caccacgatc taaaagtgca agtgcaagtg
   493681 taattacttt tgaaatactt tgaagagtga atagtgtttg tgagttgcca gcatggatgt
   493741 attctgtttc tttatggaaa atggcaatcc ctaaatcatc tggattggca tttcctagtt
   493801 cggggatata agtagcaagc tttccttttt tcgtatatgg ttttacttgt tctaacaact
   493861 gttgtaagtt gtttgtttca atgcactgca tagtaccaac gctcctattt cgaattaact
   493921 aagtttactt ttcccgatat gctcggaaat aaataataac atgaaaaagt ggaatgataa
   493981 aacgaaagtt acatgttcta tattaggcct ttcgtttcga gtattctata gtgaaaaagg
   494041 agaattttcc ttttatataa cagtttggaa ataggagatt tatccatgaa aaattcaaaa
   494101 ataaaaacta cacatctata caactatatg ttattatggt tatgtaaata gaaagcgttt
   494161 tctaaggtgt acttataatg ataacgattt cataaatttg atagggggaa ttaaaatgtt
   494221 gcagtttcta caacgtattg gtaaagcgtt aatgcttcca atcgccgtac taccagcagc
   494281 aggattattg cttcgtttag gacaagaaga cgtatttaac attcctgtta tggcacaggc
   494341 cggtgcagca atttttgata atttagcact tatttttgca attggtgttg caatcggttt
   494401 gtctgttgac ggtagtggag cagctggact tgccggagca atcggatatc ttgttttaca
   494461 aaatacaacg aatgctctaa gtaagacgta ttcagcagca gagttaaatg ataaattaaa
   494521 aagtgttcaa gatttagtcg gttcagtaga tccaactaaa ttagcagata caatgacaaa
   494581 ggtttcaaaa gcagcggcgt taacgccaaa aataaatatg gccatactcg gtggtattat
   494641 tgcaggggtt gttgcgggat tactatacaa caaattccat aagattaaac taccagaatg
   494701 gttaggattc tttgcaggaa aacgcttcgt accaatcatt acttcaatcg taatgttact
   494761 tttaggattg gtattcggtc aaatttggcc aacaattcaa agtggtattg atgcagtggc
   494821 acatggtatc gtgaacttag gttcaattgg tgctggttta tttggattat taaaccgttt
   494881 attaattcca attggtttac accacgtaat gaacacatac ttctggttcg tacttggtga
   494941 ctttacaaat gcagctggcg atattgttca tggtgatatt gcacgtttct ttgcaaaaga
   495001 tccatcagca ggtatgttta tgactggttt cttcccagtt atgatgttcg gtttaccagc
   495061 agcatgtttc gcaatgattg cagctgctaa accagaaaaa cgtaaaatgg ttacaggtat
   495121 gttaggtggt ctagcattaa cttcattctt aactggtatt acagagccaa ttgaattctc
   495181 attcatgttc ttatcgccag tactatatgg aattcatgct gtattaacag gtctatctct
   495241 attcattaca acaacacttg gcattcatga tggtttctca tttagtgccg gggcaatcga
   495301 ttacgtctta aacttcggta ttgcaacaaa accattgtta ctagcaggaa tcggtttaat
   495361 ttacgcagca atttactttg tagtattcta cttcttaatt aagaagttcg acctaaaaac
   495421 tcctggtcgt gaagatgaag aggaaatggc tgaaggcgaa gaagctccag ttgcaggttc
   495481 aattggtgaa acttacgtag cagctttagg tggaaaagaa aacttaacag ttattgataa
   495541 ctgtgcaaca cgtctacgct tacaagtgaa agatgctggt caagtaaacg aagcagcatt
   495601 aaaacgtgct ggtgcaaaag gtgttatgaa attaagtaac acgagtgtcc aagttatcgt
   495661 aggtacaaat gttgaatctg ttgccgatga tatgaaaaaa cacgtataaa taattagata
   495721 agaggatatc caaaaagatt gataacatca attttttaga gggtatcctc tttttttatg
   495781 ttaaaaaatt aatgggaatc ttacttttgt aaattttctt tttctttttt atgcatatag
   495841 gttggtaata tgtgcagtgc gtgataaagt agggatgaca tagaatggat tatccataat
   495901 ctactaaaat gagtctttag taaaggtagt aaattattgg tgaataaggg gaaaaaagca
   495961 atcatggatc aggaaaaaaa taatgcgaat gggaaatcac gtcggccgat tgtatacata
   496021 aaaagaacaa tcattctcgt cttactattt tcacttgtat atttcatgta tacaaaaatt
   496081 gttacgcata ataagaaaga agaaatttta aaagcggcag aaatgaagaa gcaagaagag
   496141 ctaaaaaaga aagaagaaaa aaagaagcaa gaagcacaaa aacaaaaaga gcaggaagaa
   496201 caagtgaagc aagcacaagc tgcagaacag cctgctgagg gaccacctca agaaattaat
   496261 gaaaacgctc aattagatca atatttacaa aacataggat ttagcgggac agcggttatt
   496321 gtgaagaacg gaaaagttct tgtgaataaa ggatatggta tggcgaataa agagaaacaa
   496381 gtaccgaata attcagagac aactttttat attggttcta tttcaaaggc gtttgtagcg
   496441 actgctatta tgcaattaaa agatcaacat aaattaaatg tagaggatac gattgcgaag
   496501 tatattccag atttccctca aggtaatagt attcagttaa aacatttatt aacacataca
   496561 tcaggaattc cggagtacga gcagggagca gaggatattt ctcatgaaga attgataaaa
   496621 cgaataggaa agcaaaagcg cattggaagt ccaggagaga aatggaagta ttccgattct
   496681 aactattcga tacttgccta tattgctgag aaggtaagcg gacaaccgtt agaagagtat
   496741 attaaacaac atatttttgc acctgctggt atgaaacatt ctggttttgg tagagagcta
   496801 gaacaaacaa gatttccatc gacaggttat aaaatagtaa ataacaatat gacaacacct
   496861 aatattccaa gtatgtcaca actatatggt tgtggtgata tatatacaag tgcacatgat
   496921 ttatatttat ttaatgaagc acttttctct ggaaagttaa tttcaaaaga aagctacgat
   496981 caaatgttta caggcggaaa aaaagattac gggtttggat ggtacgtaga cccgggaagt
   497041 tattcgaatc acggtgtaat gccaggctgg aattgcttga atggatttag taaaaacgga
   497101 agtgtgtatg tcgttttatt atctaacatt caaaataata ttaaatcgtt tggtaaagtg
   497161 aacaacgaca tttatacgat gttgcgaaat attgaagtgt aagagactat ccttttggat
   497221 agtctttttt ttgcttagac catattgttt cgatgaaaaa tgtatgtctt acctatcaca
   497281 aaaagagtct gctttgtgta cattaagatg tatggatata tttttataat ttaaaaataa
   497341 taggaggaga agtgtatgtg tctgttcggt aagtattgga aaaagttatc gagattgttt
   497401 aatagacaat tagattattt tttagataat aagttattgc ctgctgtaga acgactttta
   497461 ttttcacaaa acttcgcgag atttattcaa agaaactcta agcaagctac ggaagaattt
   497521 attgaatcaa gtaaatttca atctattatt tgtaacattt taaaagaatg taatacatca
   497581 ccttttaaag aaattgcaga gcagtatttg ggtaaaaacg tagaaattac agtgacagtt
   497641 ggacagttaa cgggtgttat tgtagcagtt ggtgatgatt tcttaatact acaagaagga
   497701 ataggaacag aagtgttatt accgtttgca agtattatat caattaaaga agcgtaagaa
   497761 aggagattta tatatgttat ttactgatga attgcgtaac catgttggcg agctggtgca
   497821 agtggtgact gctgttgaaa tcgtttcagg tgtgctttta tctgtgacag atggagcagt
   497881 aagcgttcgt acttctcctt cctatggacc accggaagat gtaattgtac gtattcctgt
   497941 tattgcctat gttcgcttgg aagggtaagc gtgataaaag tatgaaagta tcagttgtta
   498001 ttccagtgca taatgaggca agtactttat caaaagtttt agcagaagta aaaaagttag
   498061 aaccatatga aattatcata gtagataatg gatcgaccga tgggacaaaa gaaatagcat
   498121 tacaacatca ttgccgtgtg atttattata atcattctct tggtaatgat gtgggacggg
   498181 caattggcgc tagagaagca aaaggtgaaa ttgtcttatt tttagacggt gatatcgtca
   498241 tgaaaagtga agaattatat ccttttatta aaggaataca gcaaggacat caaattgttt
   498301 tgaataactt aacatggtct gtttatttaa aagtacgacc gcattatacg acggttggaa
   498361 aatatatgtt aaatcgttat ttgaacaaga aagaatttgt tgtagggtct ttaattgcga
   498421 taccacatgc aattagtcgt gaagtgattg aaaaactggg gtggtggaat ttagcagatc
   498481 cagcattatt tcaagcgatg gcgatgtcta gaggagtaga tatttcagat atggcttcag
   498541 ttgatgtaat atacacaaat aaagttcgtc ctgttcatac gggcacatca cctgattctc
   498601 cttatcctaa agcgactagt cgtattatgg gcgatcattt acgtgctttg caatatataa
   498661 ctgaaacata tggtaaacgc ggtggttttt cggagggaaa tagagataga gagtttatag
   498721 ggaaatataa accagttgta ttaaaaaagg aaaaagcgaa atacagtgcg attataccag
   498781 tgtcagaaga aaaaacgact ataagatctg ttatacaaga agtaaaaaaa gcaggagtag
   498841 atgaaattat tattgttgcg aatggagcag atattgagac tattaaacaa gtaaacctag
   498901 agaatgttat tgttgttgaa gttacgaaga cgcttggaaa caatgtagca cgagcgatag
   498961 gtgccatgca tgctacagca gagatttgtt tattcgttga tggagattat gctattccgg
   499021 caaaaaaact agttccattt ttgcgtgcta ttgaagatgg aagtgatatg gcattaaatg
   499081 atttgcagtg tttattagat atatttcatc cagcagatcc aattagtatg ggaaaatact
   499141 ttgtgaattt ggtagcgaaa cgaccagatt tatggaataa ctcactaaca gcagtaccac
   499201 atgccatccg taagaaggta atagagaaaa taggatatga ctctcttatc attccgccat
   499261 tagcacaaat gaaagctatt ttagaagggt tctctattac aaccgttgag tttgtagatg
   499321 ttataaaaac aaatcgagta cgtccagagc aacatgaatt tgtaaatggg cgcatttcag
   499381 catttgaccg tattttcggt gaccaacttg aggcgattgc atatttatta caacatacag
   499441 acgaacgcgg aggttttaca gatggagata gagatagaga aataattcaa caattgagaa
   499501 gggaagaaga gaatacaaat gaatactagt cgtaaagtag ctatcattgg attagggtat
   499561 gttggtcttc ctttagcggt ccatcttgca gaaaggggcc atactgtact tggactagac
   499621 aaagatacta gaaaaataga atccattata aaaggagaaa gttatattcc ggatgtttct
   499681 tctaaagcgt tacaaagttt attgacgaaa aaaaattaat agtaaataca ccggatcaag
   499741 gtattgctga gtttcaaaat agtgattatg ttattgtcac tgtcccgact ccaattaatg
   499801 aacaaagaga accagactta agtgccctca tttcagcttc acattatata caacaaaacc
   499861 ttcaaaaagg acaaaccttc atttttgaaa gctccacata tccaggtaca ctcgaggaag
   499921 ttatcattcc tattatttct caaacaggta aaaaggcagg agaagatttc tatatcggat
   499981 attcccctga gagaattgat ccggcaaata gtcaatattc agttcaaacg attccaaaag
   500041 ttattagtgg acaaacagaa aagtgtaaac aaaaagtaca ggctttgtat agcactattt
   500101 ttgatgtagt tgttccagtt agttctccga aggtagcgga gatgtgtaag ctatttgaaa
   500161 acattcagcg cctagttaat atttcgttag tcaatgagct aaacacacta tgtgaaagtt
   500221 taggaattga tttttatgag gcgcttgaag cggcatctac aaaaccattt ggatttactc
   500281 catattggcc aggtccaggg ataggaggac actgtattcc agtagaccct ttatattttc
   500341 aatggagaat aaaaaagaat ggtgcaatga gtcaattgat tgaagcagcg catgtaatta
   500401 atgaagaaat gccagagaaa atggtccaga aagtaaaagg tgtggtgcaa ccacctgcaa
   500461 cggttttaat tgtagggatt gcatataaga aagatgtaaa tgacttaaga gaatcaccag
   500521 cgttgccaat tattgaattg ttaataaaag aaggatacga gatagaatat cacgatccat
   500581 atatttcttc ggcaaaattt ggagataagg tgtaccaatc tgtttcttta aatgaacaag
   500641 ccgttaacca agcgagttgt attttaattt taacggatca ttctaatatt gattggaagc
   500701 tttttaaagg aataaagcga gtagtagata cacgtggaat tgtaaagaag gtgagtaaat
   500761 gagtaagaaa tgtttaatta caggcggagc aggatttatt ggatcccatt tagctgaaga
   500821 gttggtggga agaggttata atgtcacgat tgttgataac ttctataaag ggaaaaataa
   500881 atatcatgat gagttaatga aagaaattcg ggttattcca ataagtgtct tagacaaaaa
   500941 ttctatttat gaactcgtaa accagcatga tgttgtgttt catttagcag caattttagg
   501001 tgtgaaaacg acaatggaaa agagtataga gctaattgaa acgaattttg atggaacgag
   501061 aaacatttta caagcagcgc taaaaggaaa aaagaaagta gtttttgcgt ctacttcaga
   501121 agtatatggt aaggcaaagc cacccttctc tgaagaagga gaccgattat acggtgcaac
   501181 ttctaaaata cgttggagtt atgcaatttg taaaacgtta gaagaaacat tatgtttagg
   501241 atacgcttta gaaggtttac ctgtaacgat tgttcgttat tttaatattt atggtccacg
   501301 agcgaaagat ggtccgtatg caggggtaat cccgcgattt attagtgcgg ccctgcaggg
   501361 agaagacatt ctcgtatatg gagatggaga gcaaacacgt tgctttacgt atgtaagtga
   501421 tgcggtagag gcaacgattc gggcaatgga tgagaaggta aatggtgaga ttattaatat
   501481 aggttctgag aatgaaaaaa gtataaaaga agtagcagag gtcattaaaa aattaacgga
   501541 ttcttcttca aagattgtgc aagtaccttt tgaagaagta tatccacatg gttttgaaga
   501601 aattccaaat agaagaccag acgtaacaaa attaaaagat cttgttcaat ttcaggcgaa
   501661 agtaacgtgg gaagacggat tgaaggaaac aattaagtgg tttcgtgaag aagacaatgg
   501721 ctaagtcatt atctgttatt attcctgcat ggaatgaaat cgatacgatt tcagacgtta
   501781 ttcaatcggt aaaaggatta aatccattag agattattgt agtagcaaat ggttgtactg
   501841 atggtacaga aacagttgct gagcatttag gatgtaaagt actgcggtat acagaaaagc
   501901 ttggaaatga tgttggacgt gcagctggtg ccaaagaatc tataggtgat gtactactat
   501961 ttatagatgg cgattttgct attcaaactt caaaattaca gttatttctt aatccgattt
   502021 tatacaatca ggcagatgta gttttaaata atttggacgc attattttta aaaaggcaaa
   502081 aacctaattc tattacagta tggcgccaaa tattaaattc aatattagag cgtgaagagt
   502141 taaaaattga ttctttatta gctgtacctc atgcgttgac gaaagaagtt gttcaaagta
   502201 ttggatatga atgttttgtt aatcctattc tcgctcattt acgtctagtt caaggcaaat
   502261 ggagaattag tcgacattgt gcaattgacg ttattacgcc aaataaattt cggccgacag
   502321 agcatgctgc gtatggcaca gatctttctc cttctgaaaa acggatgata ggtgaccata
   502381 tagaagctgt agcagagcga atagtaggta gcgatgagcg cggagggtat tgtgatggaa
   502441 ataggaaaag agatagtgtc tatcatactt tagattttga agatttttat caaggatggg
   502501 gcgttacatc taatttgtat aagggaaagc aattatcggt cattattcct gtacaagatg
   502561 aagagaaaac aattggaaac gttatagaag agcttcgcaa gattgaacct tttgaaatta
   502621 tcgttgttgt aaatggttcg tccgatcaaa cggcgacaat tgcaaaagac aagggagcaa
   502681 cgacaattgt atataaagaa gcacttggaa atgatgtggg gcgctcactt ggaacgtatt
   502741 ttgcaaaagg agaaattgtg ttatttatag acggcgattt tgttattcca gcgagcgagc
   502801 tatatccttt tgcgaaagcc attgcagatg ggacagatgt tgcattaaat gatctaaatc
   502861 attatttgga tttaagagta ccgcttcatc ttgtaactgc atttaaatat gcattaaatt
   502921 tagcttgtga tagaaaagat ctaggcgtag gctcacttat cgctgtaccg aatgcgttta
   502981 gccgtaagtg tttgaaacaa attgggtata gatctttatt ggcgccgtgt gtagcccaag
   503041 tgaaagctat tctttcagga tttgaagttg catgtgtaag tcgtgttgag gtcgataaga
   503101 tgaaccgtat tcgtcccagt gaacattttg ctaaaatagg tcatccacca gctgtacttc
   503161 gaattatagg tgaccatata gaaggattag agcaattaat tggattaaca ggcagtcgtg
   503221 gtggattcca tgatggaaat agaaaaagag atattttata ggtaacaaaa aagtgtacaa
   503281 catatgtaca cttttttgtt ctgttataaa aactataaca gattaggaga taagagtatt
   503341 acagctctac aatgggtatt gtttttatat tacaaaatag gactcgtata taagaatacc
   503401 aaaaaaatac aattaaagaa aggggtaatt ttaaagactt taaaatgagg ttaacactat
   503461 gtatatagta gtttgctcaa tatttcacaa acatgtcaca actatttcgt tcactttcgt
   503521 aaaaaagtag tattctaagt gtgtaagctg ttatataaaa aatcttagtc ctgtactaat
   503581 caaaaatgga ggagattagg atgactcaag tattagaaaa tgttaaaaac gcatgggaaa
   503641 actttaaagg tgaaaaatgg aaagcagaga ttgatgttcg cgatttcatt ttaaataatg
   503701 taaacgttta cgagggagat gaatctttct tagcgggagc aactgaagca acgaaacaac
   503761 tttgggatca agtaatggat ttaacaacga aagaacgtga aaacggtggc gttcttgata
   503821 tggatacaaa aattgtttct tctattacat cacatgaacc aggatattta aataaagaga
   503881 ctgaaaaagt agtcggtttc caaactgata aaccatttaa acgttcttta cagccatatg
   503941 gtggtattcg tatggcggaa caagcttgtg aatcttatgg atacgaaatg gataaagaac
   504001 ttagtcgtat ttttagagat tggagaaaaa ctcataacca aggtgtattt gatgcttata
   504061 caccagaaat gagagctgct cgtaaatcag gtgttattac tggtcttcca gatgcatacg
   504121 gacgtggacg tattatcggt gactaccgcc gcgtagcatt atatggagta gatcatttaa
   504181 ttgaagcgaa gaaagcagat ttaaatttaa ctggcggtgt aatgagtgaa gatacaatgc
   504241 gtttacgcga agaattatct gagcaaatac gtgcacttca agagttaaaa caaatggctg
   504301 cttctcatgg atttgatatt tctaagccag caacaaatgc tcaagaagca ttccaatggt
   504361 tatactttgc atatcttgca gcaattaaag agcaaaacgg agctgcaatg agtcttggac
   504421 gtacttctac attcttagat atttatattg aaagagattt agcaaatggt actttaacag
   504481 aagaagacgt acaagaaatt gtggatcact tcattatgaa attacgtctt gtgaaatttg
   504541 ccagaacacc tgattataat gagttattct ctggtgaccc aacttgggta actgagtcta
   504601 tcggtggtat ggcattagat ggtcgtccat tagtaacaaa gaactcattc cgtttcttgc
   504661 atacattaga taatttagga ccagctccag aaccaaactt aacagttctt tggtctaaac
   504721 aattaccaca gaactttaaa aactactgtg cgaaaatgtc tattaaaaca tcagcaattc
   504781 aatatgaaaa tgatgacatt atgcgtgctg actacggcga tgactacgga attgcttgtt
   504841 gtgtatctgc aatgagaatc ggtaaacaaa tgcaattctt tggcgcacgt gcaaacttag
   504901 caaaagcatt gctatatgcg attaacggtg gtaaagatga aaaatctaaa gcgcaagttg
   504961 gtcctgagta tgcaccgatt acttctgaag tattagatta tgaagaagtt atgcataagt
   505021 ttgatatgac aatggaatgg ttagcgggtc tatatttaaa cacattaaat gttattcact
   505081 acatgcacga taaatatagc tacgaacgta ttgaaatggc acttcatgat acaaatgttc
   505141 ttcgtacaat ggcaacaggt atcgcgggtc tatctgtagt agcagattct ttaagtgcaa
   505201 ttaaatatgc aaaagtaaaa ccaattcgcg atgaaaacgg aatcgcagtt gactttgaaa
   505261 ttgaaggaga tttccctaaa tacggtaaca atgatgaccg tgtagatgaa attgctgtaa
   505321 atcttgtgaa aacatttatg aataaacttc gtaaacataa aacatacaga aattctgttc
   505381 atacaatgtc aatcttaaca atcacatcta acgttgtata cggtaagaaa actggtaaca
   505441 ctccagatgg tcgccgtact ggagaaccat ttgcaccagg tgcgaaccca atgcatggac
   505501 gtgatacaaa aggtgcgcta gcttcattat tatctgtagc taaattacca tatgaagatg
   505561 cacaagatgg tatttctaat acattctcta ttattccaaa agcacttggt aaagaggatg
   505621 aagtacaagt acgtaactta gtatcaatgc ttgatggtta tgcagtaaaa gaaggacatc
   505681 acttaaatat taacgtattt aaccgtgaaa cattaatgga tgcaatggaa catcctgaga
   505741 aatatccaca attaacaatt cgcgtatctg gttacgctgt aaactttatt aaattaactc
   505801 gtgaacaaca aatcgatgta attaaccgta caatgcatga aagcatgtaa atgaaaaaag
   505861 tgtccctctg cattttataa acagcagagg gaggctgttt caataaagga ggaagtaaca
   505921 tggtaaaagg aagaattcat tctgtagagt cttgtggtac tgttgatggc ccaggaattc
   505981 gttatgtcat atttacacaa gggtgtttat tacgttgtca atattgtcat aatgctgata
   506041 cgtgggagat cggtaaagga aaagaaataa cagtcgaaga agtaatgcag gatgtgacat
   506101 gttaccttcc ttttattgaa gcttccggag gcggtataac agttagtggt ggggagccat
   506161 tattacagct agatttctta attgaattat ttaagaaatg taaggaaatt ggaattcata
   506221 caacaattga ttcttcgggt gggtgttatt ctgaagaaac agaattccaa aataagctag
   506281 acattttaat ggagtacaca gatttagttt tattggattt gaaacatatt gattcaaaga
   506341 aacatcgtaa attaacagga aaaccaaatg aacatatttt acaatttgct cgttatttat
   506401 cggataaaaa taaaccgatt tgggtacgac atgtattagt tcctggtgtt actgataatg
   506461 aagaggatct acaaaagtta tctagcttta ttcaaagtct gtctaatgtt caaaaaattg
   506521 aagtgttacc atatcataag cttggtgtat ataaatggga ggcacttgga cataagtatc
   506581 cacttgcgaa tgtagaacca cctactgaaa aaaatgtaga acaagcaaga catattttac
   506641 aagcagtcta atccaaatat tggattagac tttttgcttt ctttacaata aaacctagag
   506701 tatatataga gaaaagagta tactaaaaat agaatatcca tatttttgta aggaataagt
   506761 ggagaaattt acataattgt aaagggaaat caaaatagta aaaagaatta agaagtaaaa
   506821 gagtgagtat catggaatag agaacatttg taagttattg cgaaagctct tataggaaag
   506881 tataatgtaa agatatgagc acagatagga ttaaggggtc aatcttatat gctttgcata
   506941 tccacgacag gtacatagct gaaagagaaa tattagagtc tgtttatgta atttttaagg
   507001 aaaatgtttt tcctattgtc gtatatgcaa tatggagaaa caataagcta ggagtggatt
   507061 tgtttgataa aaaaccccaa ggttttaata ttaactgcac attacggtaa cggtcatgtg
   507121 caagtagcga aaacattaga acaaacattt cgccaaaaag gaattaaaga tgtaattgta
   507181 tgcgatttgt tcggagaatc acatccggtt ataaccgata ttacaaaata tttatattta
   507241 aaaagttata caataggaaa agaattatat cgcttgtttt attatggcgt agaaaaaatt
   507301 tatgataaaa aaatagcatc ttggtatgcg aattttggaa gaaaacgctt gaaattactt
   507361 ttacaagcag agaaaccgga tattgttatt aatacctttc cgattatagc tgtaccagaa
   507421 ttaaaaaagc aaacaggtat ttcaattcct gtgtataacg tattaacgga tttttgtgtg
   507481 cacaaaatat ggattcatcg ggaagtagat cgttattttg tagcaactga tcacgtaaaa
   507541 aaagttatgg ttgatatcgg tgtgcctgcg gagcaaattg ttgaaaccgg aattccgatt
   507601 cgtagtagtt ttgagttaaa gatcaatcca gacattatat ataataaata tcagttatgt
   507661 aagaataaaa agattttact aattgtagca ggtgctcatg gggtattagg aagtgtaaaa
   507721 gaactatgcc aatcatttat gtcagtacct gatttacaag tagttgtcgt ttgtgggaaa
   507781 aatgaagcat taaaacagga tttggtaggg gtacaggaaa caaatcctga tgcattaaaa
   507841 gtatttggtt atgttgaaaa tattgatgaa ctattccgcg ttacttcttg tatgattaca
   507901 aagccaggcg gtattacgtt aagtgaggcg gcagcattgc aagtacctgt cattttatat
   507961 aagcctgttc caggacaaga aaatgaaaat gcgatgtact ttgaaagaaa aggagctgca
   508021 gttgtcattc gtgatgatag tgaggttttt gcaaaaacag aggcgttatt acaagacgat
   508081 atgaagcttc ttcaaatgaa agaagcgatg aaaagcattt atcgtccgga gccagctgat
   508141 catattgtgg atacaatttt ggcagaaaat catgtagaac cgaatcatat acctattaaa
   508201 tcacctgcac ttgcacaatc atttacttaa tatgaaaccc tcttttgtat gtttaaagag
   508261 ggttctttat tgttctctaa gataaagact tatccacatg aagattgcgt tttcattaaa
   508321 cagtaaagtc ggaatattaa caactatatc cacattatcc acaattttta gaaaaatatc
   508381 cacaattcta acatttaatg tacgttgcaa tatataaact tgtgaaaggt ttggtgaatt
   508441 tatgcacaat tccataaatt atgtggataa cgttatccac ataaaaaaag gttccttatt
   508501 tataaggaac cttttttcta ctctatcacg tagaaaaaat atgtaatgag aatgaataat
   508561 taggggggag aacttctaat tattcattct cactttaaat acttttcgag cgataacccg
   508621 ctgcgcgatc tgctttacga aattctcgtt ggtagagaac ttcttgtgta ctagataacg
   508681 cgttttttgt tttgtcacgt ttctttttat ccattacaaa tcacctcgtg tccgaaagtt
   508741 actatctatc gtttccaaag acatggggtg atatacgtat atatcaaaat gttaatggtt
   508801 aattattatt tctgaaaatt tagattatgc ttcttttaag tgatgtgcat cttggaacgt
   508861 tgtatcgcgc attgtagcaa gtgtatattg atcttttgga atttcatata agttatatac
   508921 ttcttcattc gcattaattt catcataaac agcttttctt gtttcatttg ctagatttac
   508981 atattgtaat ttctctgcag ctttaataga acgaatattt attttgcgaa tacgcataaa
   509041 gattgtttca atatctagct cgtagaaaag ttcgctaaaa aatgaatctt ttgccaattt
   509101 attgtagcct tttccatgat aaggtttgcc aagccatgtt ccaaggaatc cagctttttc
   509161 ttgcacatca aataaagtaa ttgttccgat agggttaccc cattcatcta aaattgtgcg
   509221 tgaaattaat tccccacgct cttcagcttc aatcgtttgt ttcgttaaaa ataaatattc
   509281 ctcataagaa taagcctttt gacgcacaaa agggaagaca gctggatcca ccattaactc
   509341 gtatagaacg tggctgtcgt gtaagtcgcg tttttttaac atactaactc ctcctcacac
   509401 gagggtagca tgacgaaaaa acaccccacc ctcgaaattt ttatatcaat ctttaaaaaa
   509461 tttcggggtg ggaatcgaac ccactagaac cagtttctaa cgctggtggc gcaccatttg
   509521 ccttccccat tcatcaattt gaaaatgata atcacgacac aaattgatta tggtttcatt
   509581 cagtttataa tcgtataata ctttatctag tcaaaaaaat aaactagttt tttttatttt
   509641 ttttgtaaat tatttttcca tcaatcatag ttagtacagg cttggctaaa taatggaaag
   509701 gatgatgggt ccacagcaca agatcagcgt cttttccgac ctcaatgctt ccaattctat
   509761 cctctaaacg taaatttcgt gctggaaata tagtgattcc ttctagtgca gttttttcgt
   509821 ctaatccttc ccttacagca acagcagcac aaagatttaa atattgaatg ggtgtatagg
   509881 ggtgatctgt tgtgatggaa acttccactc catttttcga taatatatgg taagtatccc
   509941 atgttttgtt tttaagttca attttagaac ggcgtgtaag cgtggggcca actgaaactt
   510001 tcaaattgtg cttcgaaagt tcctcaataa taaagtgtcc ttctgtacaa tgttcaatac
   510061 gtaaatcgag attgaactct gttgcaaaac gtagagcaga actaatatca tctgctcggt
   510121 gagcgtggat acgtacgggt atttcgcggc gtaatgcttt taaaatagga agcattcgaa
   510181 aatcagcttc atgcccgtag tgttgtgctt cataaaatga ttcccgaagt aatcccataa
   510241 ttcccatacg cgtaatggac tcttttgttc cattactatg gactttttta ggattttcgc
   510301 caaaggcaat ctttaagcca gcaggttctt gaataatcat atgatcaata caagttccgg
   510361 ctgtttttat tacacaagtc gtaccaccaa taatgttttg acttcctggc ataacgtgaa
   510421 cagttgtaat tccattttgt acagcatctt gaaatgcaat atccaaaggg tggattccgt
   510481 ctaaagaacg gatatgtggt gttgaaactt cagatgtttc atttgcatca ttgccagccc
   510541 aaccagtacc ttcatcgtag agaccaagat gagtatggac atcaataaat ccaggtaaaa
   510601 gatgaagagc acgtgcatct ataactgtca tatcttgagt aggttgaatg aaaggcttga
   510661 cctcagcaat tttttctcct ataacgagta catccccttg aaatttttgg gatgtaatag
   510721 gatagaccat ggcttgtttg agcaatattt tcataggtac ctcatttctg ttactttata
   510781 atgttaatgg aatgtaagga aaagtaactg aacgattatt tgtgtaataa tgctccggat
   510841 tctaggaaat gaaaattttg gaagtaaccc ctgtaaaact atgttttaga agtactacat
   510901 tgtatgcgaa agtatatttt gtaatgcatg gtctattgtt ggaaatgtgt attgataccc
   510961 atgctcaatt gctttactag gtaatacatg ttgtccttct agtacaagta tgctcatctc
   511021 acctaataaa gcatgaagca taaatgaagg gacaggtaac caatgaggtt ttttcattat
   511081 agttgcaatg gtttctccaa atcccttcat tcttataggc tctggagctg taatgttgag
   511141 cgggccatca atttcttttt tgtgtatgat gaaatcaatc atggaagcga catcgtctat
   511201 atgaatccat gataaccatt gctttccaga tccaactgta cctccgatat agaattgata
   511261 gggaagtagc attttgggaa gggctcctcc gtctggacct aatatgactc cgaatcgtgc
   511321 atagattgtt cgtattccga gagagcgtgc tttagatgct tcttgttccc atgaatatac
   511381 tgtatttgct aaaaagtcat ttccgggagt cacatgctgt tctgtaaaag actcggtttc
   511441 agacgttcca tagtatccaa ttgcactcgc gttaataaat gtatgtggtt ttgcagggag
   511501 tgcctgcaat tgtttaatga gtccttttgt tgtttgaatt ctactgttta aaatgatttt
   511561 cttttgtttc tttgtccatc tactattaat agactctcca gctagattaa taactacatc
   511621 aatagaagag agagggaagg tttgtaaatc tggtgtccat tgcacatact gaaggttagg
   511681 gtgagaagtt tcagtagttt tttttcttgt gagaatgtaa accgtatatc ctttttgaat
   511741 aaaaaaagta gaaaggtatg tgccgataaa gccggtacca ccagaaattg cgattttcac
   511801 aattatttcc tcctcattat atatattctt gaaaagcaaa aacgttcctc gactatgtta
   511861 aaataataga gaggtgagag tatggctgtc attacaaaaa tagaagtgca aaaacgatcg
   511921 aaagaacggt ttaatattta tatcgataaa ggtcaaggtg aagaatacgg atttagtgtg
   511981 aacgaagtaa tcttaataaa gcacggatta caaaagggct tagaaattga tgaaatagcg
   512041 ttaggaaata ttttgtacaa tgaagaggta caaaaagcat atttacaagc aatctcctat
   512101 ttatcctatc aaatgagaac gaaactagaa atagaagatt tcttacgaaa aaaagaagtg
   512161 ggacaagcca tcatctctga agtcgtttcg aaattattac atgaccgata tattaatgat
   512221 aaagagtatg ctattttata tacgagaacg caaagtaatg tgaatcgaaa aggtccaacg
   512281 gttattaaaa gagagttgtt aaataaaggt gttcaggatc taattattat gcatagttta
   512341 caagaatata cgaaggaaaa gcaaattgag aatgctttaa ttcttataga aaagaagaaa
   512401 aagtcttatc aaaagcattc ctttttacaa atgaaactaa agttagatga aatgcttgtt
   512461 cgtaaaggat attctagaga tgtgattcaa atttgtttgg aagaattgaa agacgaaaaa
   512521 gatgacgaaa agcaacaaga agcgttacac tatcatggga acaaatacta tgagaaatat
   512581 aagaagtatg atggatggac gtttgaaaat aagatgaaac aagcgttata tcgtaaagga
   512641 ttctctattg atgagataga gatatttttg caaatgaaac gtgaagaggg atgagggaat
   512701 aaaatgaata tgccaaaacg ctacagtgaa atgacaccat atgagctaag ggaagaaatt
   512761 ggggttttga aagagcaagc aataaaagct gagcaacttg gaattgtaaa tgagttcgat
   512821 gtattaatgc gaaagatagc aatggctcgt gcttatatga ctgacataaa taaattccat
   512881 attggtgaga cgtatgaatt agtagaagaa cctggtatat tatttgaaat tacgtatttc
   512941 aatggggtat ttgcttgggg acataagcaa aatgataatg aagagattgg aataccgatt
   513001 tctttattac aagaaaaata aaaaccagag agcgaatatc tctctggttt tcatctttgg
   513061 taggcgttac aggagatagg agattctaaa attggcgttt tttacattca ttcgccaata
   513121 taatgagaga ctgggtttgt tgcgtctgtc cgttaacttg cgcttttgca tgtttcggac
   513181 gagtccacgt atggttaaat aattcagaac gactatctaa gcgatcacgg tagctcatct
   513241 ttatcacctc gtgtaggaag ttgaagttaa attactttgt actactcttc ctgctgattt
   513301 gcagcacgca tacgttcttg tgggtgcgtg ttaattgtgc cgttaggtcg cttcgaagcg
   513361 aagcgtgatt tcgctttcgg ttgaccgtcg attttgctgt tgttttttga ctcagaccaa
   513421 aattcggctt gtttacccat tgcgaacgcc ctcctcatca tcagttgata cctcttgaag
   513481 aagtatcaat tatagaatgt gcaaaataga agaaactatc ctttagaaat gaagggataa
   513541 ttaggtaaag gagattagaa catgaatgat atttatgaag cattaacgaa agaactatta
   513601 gagaaaaatg acaaactttc ttatgcacaa gctcgtgcgt gggttgaatt actgtgggaa
   513661 gattttcaaa caacttatgc gaaatcaggt cgttatcaag gagaagaaat gactgaacaa
   513721 gtggtgcgat catggattaa taatcatgga ggacgccttc atgaaatgcg tacaaataat
   513781 ccgaaatata gccatctaat caatcaagaa gatcatttga aacattaaaa aaagcgactt
   513841 aagtcgcttt ttttaatgtg gaagtaactc cagttttttt cgaagttttt cttcactaaa
   513901 aatccatcct gtataggaac taataatatt taaattatga tcgagttgaa cgattgcaac
   513961 gaatggataa taatctttac tgcgatatcg caaatcaatg aatcgaactt cataataatg
   514021 atcataatcg aaaatatccc agcgatacac aggagagaaa gataaaaacg ctgagatgtt
   514081 ttcatcttgt ttagctgcgc gcataatagc attatctggg aacggtaccc gatcgaactt
   514141 gtcatatatc atgatattac cacggtgcca tctcgcaacg tagtaataat cagccgtaac
   514201 gactgctaaa tggtaatgat aaaatcggta agaaggagaa atgataatct tttcgacatt
   514261 tttgaaacgt ttgtgtacaa cgcttcttat atttctgtgc ataataatcc gtccgatgta
   514321 gtaaataatc attaatatat acgctgctaa ggcagtatac cctttatggg aacctacgag
   514381 catacaagca attgcgagta tatggataaa gaaaatgacg gtatcaaatg tattaatgat
   514441 gccgagtgct acccattttt ttgtgaaggg ccgtaatgct tgtgtaccgt aggcattgaa
   514501 aatatctaca aagacgtgaa gaaagaccgc aataaatgac caaagtagta gatgaagata
   514561 tggagcgtct gaaaagaagg cgaaagagat gccacttata aggaacgacc aaagaattac
   514621 tgcaggaatg gaatgagtaa tcccgcgatg atttcttata tatttagcgt tattacgcaa
   514681 ttttaaaact gtatcgatgt caggaatatt ggaaccagca attgtagcaa gcataacagc
   514741 ttgaggacca atatcacttt gtgctatggc tggatctaac gtggccaaac tgcctagagt
   514801 aacgcccata acaaggtgag tggctgtgtc catagaaatc cacctccgtt ttttattaat
   514861 gtaactcttt ttattcgata cctcaagtcc tttgccttct atttcctatg tcatcttact
   514921 taaatttttt cctaaaatct ttataatagt acttatatgc aaaaaaatga gggggatcaa
   514981 gtttgacact tgaaatatta aataacttta acatagagca gtttcaaaat gatttaattg
   515041 gttggtttga aaaagagcaa cgtgacttac cgtggcgtaa aaataaagat ccataccgcg
   515101 tttgggtttc ggaaattatg ttgcagcaaa cgagggtaga agctgtaaaa ccatattacg
   515161 cgaattttat ggggaagttt cctactctag aagctttggc caatgctgat gatgaagaag
   515221 tgttaaaagc atgggaaggt ttagggtatt attctagagc gcgaaattta catgcggctg
   515281 taaaagaagt aaaagaagta tatggcggga ttgtgccaag tgatgtaaag aagattgaga
   515341 aattaaaagg agtcggcccc tatacaaaag gtgctatttt aagtatcgca tatggcatac
   515401 cagagccggc agttgacgga aatgttgtgc gtgtattgtc tcgtatttta tcagtatggg
   515461 atgacattgc aaaaccgaaa actagaaaag tgtttgaaga gattgtgcgt gaaattattt
   515521 cggctgaaaa tccatcttat tttaatcaag gtttgatgga attaggagca ctgatttgta
   515581 ttcctaaaaa tccagcatgc ttactttgtc ctgttcgtga gcattgcagg ggatatgctg
   515641 aaggtgttca aaaggaatta ccagtaaaaa gtaaagcgaa agctcctacg atggtaccga
   515701 ttgttgcagg agtacttcaa acggaagatg gtcgttacgt cattaataaa cgtccaagta
   515761 ccggtttatt agctaatatg tgggagtttc cgaatgttga acttggcgaa gggattcgta
   515821 atcagaagga acagcttata gattatatga aggaaaaatt tgagctttcg atttctattg
   515881 aagaatacgc aatgaatgta caacatacgt ttacacatcg tacttgggat atattcgtat
   515941 tttatggaaa agtaactggt gatattgttg aaacagatac attgaaattt gtatcgaaag
   516001 aagcatttga gcagttacct ttctctaaat cgcatcgtac gatttatgag aattgtgttg
   516061 agaaaattac aatgcaataa acaaaaaaag tgttcccagg ttgggaacac ttttttaatc
   516121 gtaagaaatt tttgtcccat gagtccaact agcttcacct tcttgtaagc cacctcttga
   516181 ttcaatttct attacaattt ctttgtaaat actttgacct tccgcgttta aataaggcaa
   516241 aatctgttgt aatgaatgat gaaaataagc taattcatct tctttccatt cgttttttga
   516301 aaccattgtt agttcagtca tatcgcgtcc tatatacata ttcccacctc cattttctat
   516361 agtttgaatg agtaacaaga gatatatgcg gaattttttc aaaagaaaat tacggatagc
   516421 ttctagttga attggttaca ttattgattg tggaggtgag aaagatgagt aaaaaacaac
   516481 aaggttataa caaggcaact tctggtgcta gcattcaaag cacaaatgct agttatggta
   516541 cagagtttgc gactgaaaca aatgtacaag cagtaaaaca agcaaacgca caatcagaag
   516601 ctaagaaagc gcaagcttct ggtgctagca ttcaaagcac aaatgctagt tatggtacag
   516661 aatttgcaac tgaaacagac gtgcatgctg tgaaaaaaca aaatgcacaa tcagctgcaa
   516721 aacaatcaca atcttctagt tcaaatcagt aatgaaagaa aaacacttct ctaactcgtg
   516781 agaagtgttt tctttgtgct ttggccatgg taatgaaaat aaatcgaacg acataacttc
   516841 taataagtca acaaatgtag tcaaaggaga aggaagttac aggttagaaa tatgtaatga
   516901 ggaataataa ctgataaata agttcaaaag ggggtaagta atgaacgatt ttgataagtt
   516961 ggtaggagag caattggaaa cgatggatga gttgttgaaa ttacaagctc atctagaaaa
   517021 gtatcagcaa attgaaatga gcgaaaagga tacgtgcgat aaaaaggaat tacattttat
   517081 ccgccaggaa atatatagaa cagaattagc actcaagcta ttgcatgaga aatttgaaga
   517141 gcaaacaaat agtgtgattc aatcttttga aactgaaaaa atgatttcaa atttaggata
   517201 agatataccg ctatcttcag ataaaaggtc cttctttaca tggaaataaa gaagggcttt
   517261 ttttattctc atttcctcgt tttgcccgta acctaagaag attaggagta tggtattcag
   517321 tgtgaaaaat ggagccttag cgctttagtt ttaaaatttc gacaaaaaag ttataataga
   517381 aaaaaagtga atgcagctca aagggcattt gcagttgaaa gaagggagca tatatgggat
   517441 ttcccaaaga aggagaaaaa gtacaaatac atagttataa acataatggc tccattcata
   517501 gaatgtggaa agagacaaca attttaaaag ggacacagag tcttgtaatc ggagcgaatg
   517561 atcgtacagt agtgacggaa tcagatggcc gaacatggat tactcgtgaa ccagcaattt
   517621 gttattttca tgaaaactat tggtttaatg taattggaat gttaagggaa gagggagtat
   517681 actattattg taatttaagc tcaccttttg catatgattc tgaagcgtta aagtatattg
   517741 attatgattt agatattaaa gtgtatccag acatgacata tacgctttta gatgaagatg
   517801 agtatgaaaa acatagtcaa attatgcaat atccacctgt tattgatacg attttaaaac
   517861 gaaatgtagc acaattaacg caatggattc atcaaagaaa aggaccattc gcgccagatt
   517921 ttgtagatat gtggtatgag agatatttaa tgtacagaaa ttaacacaaa cctgcagggg
   517981 atttcccggc aggtttgtcc tattagaggg gggattatgt gcaaggtata aaaagatatt
   518041 tgcaatttgt taaaccatat cgatggctta ttgctattac gattatgatt ggtctagtta
   518101 aattcggcat cccgcttatt atgccgtggt tattaaaata tattattgat gatgtaattc
   518161 agggcgcagg gtcacttcaa gataaaacgt cccaactagt aacagcgatt gggattgctt
   518221 tttttatttt tgcagtatta agaccgccaa ttgaatatta tcgtcaatat ttcgcgcaac
   518281 gtattgcaaa tacaatacta tatgatttgc gaaagcatat ttttggtcat ttacaaaagt
   518341 tgagtttacg ctattattcg aatacaaaaa caggggagat tatttcacgt gtcattcatg
   518401 atgtagaaca aacgaaggac tttgtaatta ctggtttgat gaatgtttgg ttagatacgg
   518461 caacaattgc tatcgctatt attgttatgt tttctatgaa tataaaattg acatttgttg
   518521 cgctattaat tttacctatt tatgtagtag cagtgaaata ttttttcggg cgtcttcgta
   518581 aattgacgaa ggagcgttca caagcgttag caacgatgca aggatattta catgaacgta
   518641 ttcaagggat gcaagtgaca cgtagctttg cattagaaga gtatgagggg aagcagtttg
   518701 aaaaaagaaa taatgaattt ttgacgaaag cgttaacgca tacgagttgg acggcgagaa
   518761 cattttcggc agtaaatacg ttaacagatt tagggccgtt acttgtaatt ggttttgcag
   518821 catatgaagt gattcagggg cagttaacat tagggactat ggttgccttt gtcggatata
   518881 tggatagttt gtatagtccg cttcgccgcc ttgttaattc atctacgaca ttaacgcagt
   518941 ctttcgcatc gatggaccga gtgtttgaac tgttagatga aaaatacgat attgtcaatg
   519001 tgccaagtgc agtacaaacg aaaaaattaa atggtgaagt gatatttgat aatgtatctt
   519061 ttcgttataa tgcggatgaa aaagagatat tacataacct ttcgttaact atgttgccag
   519121 gagagaaggt agcacttgta ggagcgagtg ggggagggaa gtcatctctt gctagtttaa
   519181 ttcctcgttt ctatgatgtt tcctcagggg cagtttatgt agatggaata gatgtcagaa
   519241 agtatgatat gagaaattta cgtagccata ttggaattgt actgcaagat aatttgttat
   519301 ttagcgatac aatcggggca aacattttat atggaaatcc gaaagctaca gaggaagaag
   519361 taattgcagc tgctaaagct gcgcaaattc atgattttat tatagagtta cctgatggtt
   519421 atgatactgt cgttggggaa cgtggtgtga agttatctgg tggtcaaagg caacgtgtag
   519481 cgattgcacg agtgttttta aagaatccat cattacttat attagatgaa gcgactcccg
   519541 ctttagattt agaaaatgaa cgatatattc aagaggcgct tcagacgtta gctgctgatc
   519601 gaacgacaat cataattgca catcgattgg cgacgattac gcatgtggat acgattattt
   519661 acattgaaga tggtgaaatt aaagaaacag gttctcatga agaattaatg aaaaaaagag
   519721 gatattatta caacttatat caacttcaac atataacaga aacagctcct ttagcgtaaa
   519781 aggagctgtt ttttattcgt cttctttttt atcatcgatt ttaagttctg cttctggttt
   519841 atggtatgtg tagaagctat ccacaagtaa atctaaatgc tctacttctt cactatagtt
   519901 aataatggca gaaataagag ggaagagatg tagccatgtt ttatatgctt cttcatcgtc
   519961 cttgttttga tattccataa agatatcaat taattcttgt ttacctgttt caacttcatc
   520021 aagcatttca acggattgtt gtttttttgc tttaccaata aattttaata aaacttgttc
   520081 atggtaatgc gttaatgaat caagttcgtt ttggatagat tcttgaaatt cttctggcat
   520141 atagcgcaat tcattttcag tacgatgtaa tgattttaac gtacttaaag cacggcttgt
   520201 cgtcgctaac atttgtctga ataaaacgag cttacgaatt tttgcgaact gtactttttt
   520261 cgtgtaactt ctttcttctt tatacagcaa atagtaatgg tttaatttga tcattttttc
   520321 tttcatacga tcaatatcag tttttaacgt tgtaaaatca gaagcttgcc tgctattcat
   520381 tcgaatccat tttacaattt cttctgtgtt atcaacgatg cgatgatata gctttgtttc
   520441 gtattttggc ggcataaata ctaaatttac aagtgaagcg gcaataatac caaccataat
   520501 cgtcgcaaat cgaagtaagg caaaactaaa gaaatcttcg ccctgatatt ccataatagc
   520561 gataacagtt actaaagcga ttgatattgt gttttctaat cgtaattgca atgtaagagc
   520621 aattactaat atacatgtta atccaataat aaaaggatta tgtccaaaag cagtagcgaa
   520681 tgcgatagcg aataccgcac caatgacgtt tgcttgaatt tgttcaagtg cagttaaata
   520741 cgaacggtat acagacggtt gaacagcgaa gatagctgag attcccgcaa ataccggact
   520801 cggtaagtta agtaaaatac aagcaaataa agctaaagtg atggcaatac ccgtttttaa
   520861 aatgcgagca ccaagtttca taccctaaat aagatccttt ctcttgtcat aatgaatgta
   520921 caacatgata ctatacattc attacaatat gttagcaagt gatattttag tgacgttaat
   520981 aagaaattaa gattcatttt atactttttc ctaattcttt tgaaacatca atttttagta
   521041 aaaaaacctg ctgaattcca gcaggtttca aattgttact atagattact atgagaagtg
   521101 tacttcgtca atttttttct tgaaggtgaa aaataggtat atcactctgt tgagatagat
   521161 ggatcagcct gctctttctt cgggatgatt tcaaaaaact gttgctgcat atcatcgagt
   521221 aacggtgtta acaaagcaac ttcttcatat tgttcatgtt catttaatac acggatataa
   521281 tctagtaata actcgtttac atctcgcaca ccatttttac taattggttg caatgtaaca
   521341 tttgctcctt ttgcgattct tctttttaag gcctgttctg ttaaacctaa gcttgaatca
   521401 tgacgtaaat aaacaacgcc gccagtcata ccagcacaga tccatggacc aggatcccct
   521461 aaaacaagcg ctcgcccatt tgtcatatat tcaaaagcaa aacctttaat attagagtat
   521521 gctcctatat tcccttgctc tttttcacgg agtggctttg tcatgcgccc tccaattatc
   521581 atgtctgctc cagagagacg aatgccagcg cgagcatcag cgttaccttg aacgtataac
   521641 gctccttttt gtgcaccgta tccaaaacct tttccgacag aaccgttata atataggcca
   521701 tcttttcctt ttgcttttgt tatataaata ccaccaccaa aggaggtttt accaatacca
   521761 tcttgtgcac cgccatttac atgtataaat aaattttcac tattgtaagc acctaatcca
   521821 tttccaggaa tcgagccatt cgtatacttt aatgtcagtg gttcaagttt tgtatcttca
   521881 tataatttac tacgcacgcg atagcaagat tctagaccgc ccataacgcg ttgctctaca
   521941 ccaacgccta ctaattcttt tgaatgaggg gaatgaatgg gttcaaattg tttttctagt
   522001 acgtgttctg tttttataac agatggatgt tctatcgttt gtagtaaatt acataagttt
   522061 aataaatttt tgcctcgaac ttgttctaat aaatcagacc gcccgacaat ttcttgtaag
   522121 tttgtatagc caagatttcc tgttaatcgt tttagttctt caccaaaagt agtgaataaa
   522181 tgtaataatc cagccacggc actttctagt tcgcgtggga cgaagcggcg taatccgtgt
   522241 tcttttgcct gagcttcaga ttcaatttgt gttgcaattc caacgtgaca agtatctaga
   522301 tgacatccgc ggcaagttgt acagccgatt gcaatcatgg ataatgtacc aaatccaatg
   522361 cgatttgctc cgaggagcat gattttcaag gcatcattaa cacttcgaat accaccatca
   522421 gcccaaattt ctacgttatg tctcatattt gcttctaata aagcattgtg agcggctttc
   522481 acaccaattt ctacaggaag gcctacatgt tgcaatgcgt gaatacgtgc agcccctgta
   522541 ccaccatcaa atccgctaat attaataaaa tcagcaccag cttttgcgat gccaacagca
   522601 attgttccaa tattagggac aacaggaacc tttacagcta ctttcgcaag ttgattagcc
   522661 gttttaattt ctgtaatcat ttgagctaaa tcttcaatgg aataaatatc atggttgtta
   522721 gaaggtgaaa ttaaatctga gccaattgtt gcattgcgtg cttcagcgat tttggctgtt
   522781 acttttgaac ctggcaaatg tccaccttca ccaggctttg cgccttgccc aatttttatt
   522841 tcaattaagt ttgatgaatt tagtagttcg gcgtttacgc caaatcgccc agatgcaact
   522901 tgttgtccac gtgtatgtgg atattttcca atcatatctt taatttcgcc gccttcaccg
   522961 ttcaagctaa tcatatttag ctggtcggcc gcttctgcat atgcacgaaa ggcaatttca
   523021 ttttgagagc caaatgacat ggaactaata ataaatggta aatcatgatt ttgaatactg
   523081 atagatacct cttcagttgg aatgacatgt tttgtttctt tcgtttgaat aaggtgtcta
   523141 atcgcaattg gattattttc ttctaattca cttaacttgt cacggtaatc atcataagag
   523201 tttccttttg cgacatcacc gattgctttc caaattcgcg ggaatatatg aaaagatttt
   523261 cgtattctaa ctttcggatc gttataatca tccgctcgca tttgtgcatc ttcagcaagt
   523321 gattcaagag aaaaggctaa atcatttgaa cctaagaaat ttgtaatttg caatatattt
   523381 gcgatttcct catgtaatcc aatagaagaa tagaggcgac cgtaaccacg caattcatga
   523441 attccaattg ttgaaatgac tttctccagt cctttattaa gtgcattgta taaattcgta
   523501 attggtgttt ttgtcccatc atttacggtt gcaaataata aatagggatt aatactatct
   523561 gctcctaatc catgcagtgt gacgatatcg tgtaaggagc gaagggcacc cgagcgtata
   523621 acgagagagc agtttcgacg taatttattt tcgcttaata cttgatgtac tttagcagta
   523681 actaaatgtg gatcaatcca taaccgttca tttagatgag catcggcatc gtctattaat
   523741 agtagggaag ctccatcgtt cacggctgtt atcgcttcag aactaattcg acttaaggcg
   523801 cattgtaaag tttctgcctg actgaatgta gcagaaatgg tagcgataga gctatgagtg
   523861 ttgaatagtt ctataagttg ttcatacgta attgtgtgta attcctgtgc aatagattgt
   523921 gccacgcttc cttctaaaat aatgggggaa agcatctcaa ctacaaatgg ttttttcgca
   523981 tcgcttaata aacttggtcg ctctccaagt atcgttcgtg tggagaagtg ttcgacctct
   524041 cgatcgcgat cgattgctgg gtttgtaaca acagctacac tttccttaat gaagtcagcg
   524101 atatttcgtc tatcagtatc gagtgcggca agtggtgagt catgcccaag tgagcggatt
   524161 ggctcaacgc cttttgttgc catctgttca agaagctgaa tatgttctcg gtcccatccg
   524221 aaagcaacat attgtttcgt ttcaacttgc atagaatcac atgcatctgg aatttctttc
   524281 gttttaggga tagataaatg taaatgataa ttggtaacat ccactttctt tttaaaacgg
   524341 ttatatactt gagtttggta gtcgtcatgt tcgtagagta caagttcatc ttgttcattc
   524401 cactttaggc cgactttttc tcctggagcg agtggttttg gttctgctac atattcagtt
   524461 ggtgatacaa ctccaggttc agaagagaaa atataagagc tttctatttc aaccttccat
   524521 actggtcgaa gtccaaggga atccacgctg aaaacagctt catctttata acgtgaaata
   524581 atgccagctg gaccttgcgc aaaatggccc catgcttcac gtatatacgt atataaatct
   524641 tgtaaatgtg tttcataaag tttaatttca ttaataattg gtgggaatag tatatccatt
   524701 gcttcaaata aactgtagcc gtattgaaca agtagagttt ctaaggtgcg gtttaaatct
   524761 tgggagtcac tgcccccagc agtaagggga acgtgaatca tttcagcttg atcgcgtaat
   524821 tttgcaattg tgttaatttc accattatgt ccgagaatac taaatggttg tacacgaaaa
   524881 aaattagata atgtattagt agaatagcga ttgtgtccta gtgtcatagt tgaagcgata
   524941 agtgggtgtt gtaaatcatt gtaataggca acaagtgtat ccccagcacc gagaacttta
   525001 tatacaacgt gatcacgact taaggaagca acatgaatcg cttcgttttc ctctattttt
   525061 atcgttactg aaaataaggt ttgctcaata tttacaactt cattttctgc gataagggca
   525121 acttgccaaa ataaaggttc ttcttgttta ccaagtggac cgagtgcatc ggagtttatt
   525181 acattgtcac tttcgaaaag aattgcaaag ttttcgttgt ttagttgtgt acgaatatga
   525241 ttttttaaat caactatatt ctcgtttttg tttagaaaaa aatgtccaac gataaagtgg
   525301 ggatgatcca cgatcgttgg attatatccg ctacttttta atttttcatt ccaaagagct
   525361 tttggtacat caatgtgaat gccgattcca tcaccttcgc cattaatgaa gccagctcta
   525421 tgattcattt tgacgagcga ttgtatgcag aggtcaatgt tttcttttgt aggaattttt
   525481 cgtttctcca taacggaaac gattccacac gcatcatgtt ctgcattttt ataatctcga
   525541 aataaagacg gtgtccatgt atttgtttta ttgagcatcc gtcaatcccc cctcttgtaa
   525601 aagttagaat aatcttacta tttaaggtgt agatcacctt gtacacagag atagtagtga
   525661 tgtaaaagaa tataaaacag ataattatga ataattatac tattaatacg ggatttatga
   525721 aatagaaaaa aggaaaaaag aaagatgtgc tttctttttt tccttttaat gatgagatta
   525781 tttattgtct gctaaagcag caaatgctct gcctacagct tcaattgtat attcaatatc
   525841 ttcttttgta tgctctgttg ttaagaacca tgcctcgtat ttagaaggtg ctaagttaac
   525901 gccttcttga agcattagct tgaagaattt gccgaacatt tccccatctg tatcttgtgc
   525961 tgcatcgtaa tcttcaattg tatttgttgt gaagtataca gttaaagcac cttttagacg
   526021 gtttaatgta atatcgatat tatgttttgc agcttgctct aaaattcctt tttcaagcat
   526081 tgcaccaagc tcatctaatt tctcataaag cccttcttgt tgaagaactt ctagacaagc
   526141 aataccagat gccatagaag caggatttcc tgccattgta ccagcttgat atgcaggtcc
   526201 gagcggggca acttgttcca taatttcttt cttaccaccg taagcaccga ttggtagtcc
   526261 gccgccgata actttaccaa gcgctgttaa gtctggtgtt acgccaagta agtcttgagc
   526321 gccaccgtac atgaagcgga aagcggtaat aacttcatca taaattacta atgcaccagc
   526381 ttcatgaaca agttcattca ctttctcaag gaagccaggt tttggctcta caataccgaa
   526441 gtttccaaca atcggttcta caagaatagc tgctacctca tgtccccatt tatctaatgc
   526501 ttcttttaaa gtttctacat tattaaatgg aacagtaata acttcttgag cgatactttg
   526561 tggtacaccg gctgagtcag gggttcctag tgtagaaggg ccagatccag ctgctacaag
   526621 tactaaatca gaatgaccat ggtaacaacc agcaaatttc ataatttttg tgcggcctgt
   526681 gtaagcacga gcgacacgaa ttgttgtcat tactgcttca gtaccagagt ttacgaagcg
   526741 gactttatct aatgcaggca ttgcttcttt taacattttt gcaaatttta cttctagtgc
   526801 tgttggtgtt ccgtaaagta caccattttc agcagcagtt gtaattgctt ttgtgatgtg
   526861 tgggtgagcg tgtccagtaa taataggacc gtatgctgct aaataatcga tatatttatt
   526921 tccgtctaca tcccagaaat aagcaccttt tccgcgttcc atagcaatag gagcgccgcc
   526981 gccaactgct ttaaaagaac gagaaggact attaacgccg ccaacgatat gttctaaagc
   527041 ttctttatgt aatgcttctg attttgtgaa tttcactacc attcatctcc ttacaaaaat
   527101 ctatgtatta ttctaacatg tttttcgaaa agacgtattg tttgtgatag agaaggcagt
   527161 tgggtaaact attcgttgtg acatttagga agggggtccg gttatgaaat cggtaattga
   527221 ggtacaagga ttacgtaaag aatttacagc ctattcaagt cgtccaggtt taaagggtgc
   527281 atttcgcgat ttattaaatc gtaattataa aatagtacca gcagtaaatg atgtatcttt
   527341 tactgtgaaa caaggtgaaa tggttggata tatcggtgag aacggtgctg gtaaatcaac
   527401 gacaattaaa atgcttacgg ggattttgac tccgacatca ggagatattt tagtaaatgg
   527461 aatgaacccg cataagcaga gggaagaatt tgtaagaact attggtgttg tttttggtca
   527521 acgctcacag ctttggtggg atattgcggt acaagaatcg tttcgtttat taaaaaaggt
   527581 gtacggtgta tcagacgctc agtataaaga acatatggag cacgtgattg aaacgttaga
   527641 tattggccct ttattagata agccagttcg aaagctatct ttaggtcaaa gaatgcgttg
   527701 tgaattagcg gcagcattaa ttcataatcc gccgttatta tttttagatg aaccaacaat
   527761 tggactagat gtacttgtga aattgaaaat acgtgagttt ttaaaagaaa tgaatgaacg
   527821 ttataaaaca acaattttat taaccactca tgatattact gatattgagg cattatgtga
   527881 gcgcgttatt atgctggatg aaggaaatat tatgtatgac ggttctttaa ataatcttcg
   527941 tacgcagtgg ggagcagaga aagaaataca ttttcagttt gttgcaccag tttcctatca
   528001 ggctttatca atggttatgc cagatagtca tgtcgtttgg tcgaaagcga aagaggaaaa
   528061 cgcgtggatt gcaaaaatac cgaatgaaga agttattatt tcaatgctta tttctaaagt
   528121 agtacaagca tttcaaatta aagatttaaa aattaatgaa gtgtctacag aggaaattat
   528181 tcgtaacatt tatgaagaag gtattaaaca tgggtaagta cattgaaatg attcgaattc
   528241 gctttttaat gatgcttgcg tatcgcacaa attattatag cgggatttta atttatacga
   528301 ttaatatcgg tgcgtattat tttttatggc aagcaattta tagcggtaaa gagaatattg
   528361 aaagtttatc tatttcgcaa atgactacgt atatcgcaat tgcgtggatg gcacgtgcct
   528421 tttattttaa taatatagac agggaaattg cgatggaaat tcaagaagga cgtgtagcgg
   528481 tagaactgat acgtccatat aactatttag gaatgaaagt gatgcagggt cttggtgaag
   528541 gaatatttcg ttttgcattc ttttccattc cgggtatggt tatcgttacc ttattatttt
   528601 cattgcaaat tacaacgaat tttcaaacgt ggttatattt cttcttatct ttaatattta
   528661 gttttattat taatacacaa attaatttaa tgacgggaat gctcacgttc ttcctattta
   528721 ataatagtgg aattatgtat gcaaaacgcg ttgtgattga tttgttttct ggtctattat
   528781 taccgattag tttttatccg ttatgggccc aaaaggcaat ggtgttttta ccatttcagg
   528841 ccattagtta tattccgagt atgatttttt cagaaggtat acaaggaagt aaattgtatg
   528901 aggcattatt attccaagta atttgggcaa ttgtacttat tattccaatt gtactcatgt
   528961 ggagaacggc gagaaaacgt ctaattgtac aagggggatg atgagatgat atatataaaa
   529021 ctatttttgc aatatgcaag ccaatatata aaaacaaaat tggagtatcg gggcgatttt
   529081 atcgttggat tactttctga tttatcacta caggctgtta atttaatttt tattctcgtt
   529141 gtgtttggac atacacaagc attaaaaggc tggagtagag aagaagtcat ctttatttat
   529201 ggtttctttt tagtgccgtt tgccattttc tcagctttct ttaacatatg ggactttaat
   529261 gatcgttaca tcattaaagg agaaatggat cgtatattaa cgagaccaat tcatagcttg
   529321 tttcaaatta tattagaaag aatggaactg gagtctttaa ttggggccat tacaggaatg
   529381 attgtaatgg ggtatgcagc tgtggagttg caactatctt tttactggta tgatttcttc
   529441 ttattcttac taatggtagg aggaggcgcg cttgtgtacg gaggaatatt tgttacgctt
   529501 gcaagccttg gtttttggtc ggatgcgaaa agttcaatta tgccgctaat gtataacata
   529561 ggtaattatg gccgctatcc ggttaatatt tataaccgtg tgattcgctt cattttaaca
   529621 tttgttttac catttgcgtt tgtcggagtg tatccggcag cgtacttttt aagaaaaaca
   529681 gagtggaata gctatgcatt tgcaacaccg ctcgttggtg ttatctgttt tacaattgca
   529741 atcactcttt ggaaccaagg ggtaaaaagg taccgtggtg ctggcaatta attataaaag
   529801 ctcgtttgtt tctaagggat aaatctaatg gtcacctcat acatataaaa tgaggtggag
   529861 gacatgttat ggggatttat tctattaatt gtagcaattg ctattttgag aagtgtccaa
   529921 ttgttatgga gttcctattc agattcaacg cgtttttttt cgctgtataa tttagccaca
   529981 ttatttttaa tttatacaac tgtactaatt gcgtttggat taagttatgt tgtattagaa
   530041 gaaatgggtt ttgcagtttt gaaagaagag ggagaaagct taaacgctca ctcttttcaa
   530101 ctcgttgaaa tttgtttata ttttagcgca gttactttat tgtctgttgg atatggtgat
   530161 atatctccga ttggaattgg gcggtggatt gcaattggag aagcgctaat tggatataca
   530221 ttaccgtttg ctttcgtgat gaggtctgta atagacaatg aaaaataaga tggcatttgt
   530281 tatagtaaaa gaaaagaata ggagtgataa caatggttac agtaggagaa atggcaccgg
   530341 aatttacatt agagggaagt aacggggaac aagttcgctt agctgatttt cgtgggaaaa
   530401 atgtagttct atatttttat ccgaaagata tgactccagg gtgtacaact gaagcgtgtg
   530461 atttccgtga ttcttatgga ttatttcaag agaaggacac ggttattctt ggagtgagtc
   530521 cggatccggc aaatagacat ttgaaattca ttgagaagca tgaacttcca tttacacttt
   530581 tagtagacga ggatcataaa gtagcagaat tatacgatgt ttggaaattg aaaaagaact
   530641 ttgggaaaga gtacatggga attgagcgct ctacattcct gattaataaa gacggtgagc
   530701 ttgtaaaaga gtggcgtaaa gtgaaagtga aaggacatat tgaagatgtt ctttcttata
   530761 taaactaaat ccattgtgga gataaaatat atagaagtaa ggcgagtgtc tatacatatt
   530821 ttattgtctt acataaagtg aagtgtaggg catacctcct cagatgatag tattccaagt
   530881 gcgattatgt cgcacttttt tctatgtaaa tgtataggaa atggggaaag atacataaga
   530941 ataaggctat atacaaaaat aaaccacata cttatagtag aaatattgac gatttataag
   531001 aaaaggagta cactctttat aagaattata aaataataat ccgtatagaa tcggggtgca
   531061 tgacggtggt caaagaagaa ttaaaagaag cgctagaaat gctgaaaaat acgggtgtac
   531121 gcattactcc acagcgtcat gctattttag agtaccttgt ggaatcaatg acgcacccaa
   531181 cagcggatga catttataaa gcattagaag gtaagtttcc aaatatgagt gttgcaactg
   531241 tctataataa cttacgtgta tttaaagagg ttgggcttgt aaaggaatta acttacggag
   531301 acgcttcaag tagatttgat tatgttacaa gtcaacatta tcatgtgatt tgcgaaaaat
   531361 gtggtaagat tgttgatttt ccttatggag gcttggaaaa gcttgaagag gaagctgcga
   531421 aaacgacagg cttcgttatt aatagtcatc gcttagaaat ttatggcgtt tgtccagagt
   531481 gtcataaggc gtaatatata ataaagaaag aggctgacgg atttacgtca gtctctttct
   531541 ttgaattacg ttaggttcag ggggatttaa aatgtgaagt gaagaaccta acttaattga
   531601 ggataaatat aaaaggtgat ttcttaacca agaaatcacc ttttaatgtt tagctctgta
   531661 aggcaatatt tttttaaggt aatcatatgt acctatgatt tatagctctt cttattatat
   531721 ttttcatcaa attcttttcc ttctagatct cgatccattg ttaaaggttg gttgcaatgc
   531781 atacatgcgt cgacacgacc gagcattttt gtaggtttat cgcagcttgg acaaataatt
   531841 tgtaccgttt tagtagataa cataccaatc caaaagtaaa cgactgtact agcgataaca
   531901 gctaaaaagc caaccatcat aaatgttgtc ataataataa tgttctcacg gaaaaagact
   531961 cctaagtatg caatgaagag gccgataaat actaaactta atgcaaaggt ccggatttta
   532021 ttgattttgt ttgaatactt aatgctcatt ctcaccacgc tcctataaca ataatataac
   532081 ataaaattta gaattttcta tcgtatagaa atatggtaaa gtgaaaagat atgaaatgca
   532141 gaaggaaggg agattataat gatttttgaa acatgttttt aaacttttaa cgggatgtga
   532201 aattttttat aaaaagtatt gactatgtat gtactgcatg atatattaat aaccgtcgct
   532261 gatgcggaaa cgcagaaaac gataaaaaag aaattaaaaa acttagttga catcaaaaaa
   532321 cgaagatgtt aacataagga agtcgcaatt gagcgactaa gtagttcttt gaaaactgaa
   532381 cgaaacaaac aacgtgaaac gtcaattttt attttagatg ctagacaaac taactttatt
   532441 ggagagtttg atcctggctc aggatgaacg ctggcggcgt gcctaataca tgcaagtcga
   532501 gcggatggat taagagcttg ctcttatgaa gttagcggcg gacgggtgag taacacgtgg
   532561 gtaacctgcc cataagactg ggataactcc gggaaaccgg ggctaatacc ggataacatt
   532621 ttgaaccgca tggttcgaaa ttgaaaggcg gcttcggctg tcacttatgg atggacccgc
   532681 gtcgcattag ctagttggtg aggtaacggc tcaccaaggc aacgatgcgt agccgacctg
   532741 agagggtgat cggccacact gggactgaga cacggcccag actcctacgg gaggcagcag
   532801 tagggaatct tccgcaatgg acgaaagtct gacggagcaa cgccgcgtga gtgatgaagg
   532861 ctttcgggtc gtaaaactct gttgttaggg aagaacaagt gctagttgaa taagctggca
   532921 ccttgacggt acctaaccag aaagccacgg ctaactacgt gccagcagcc gcggtaatac
   532981 gtaggtggca agcgttatcc ggaattattg ggcgtaaagc gcgcgcaggt ggtttcttaa
   533041 gtctgatgtg aaagcccacg gctcaaccgt ggagggtcat tggaaactgg gagacttgag
   533101 tgcagaagag gaaagtggaa ttccatgtgt agcggtgaaa tgcgtagaga tatggaggaa
   533161 caccagtggc gaaggcgact ttctggtctg taactgacac tgaggcgcga aagcgtgggg
   533221 agcaaacagg attagatacc ctggtagtcc acgccgtaaa cgatgagtgc taagtgttag
   533281 agggtttccg ccctttagtg ctgaagttaa cgcattaagc actccgcctg gggagtacgg
   533341 ccgcaaggct gaaactcaaa ggaattgacg ggggcccgca caagcggtgg agcatgtggt
   533401 ttaattcgaa gcaacgcgaa gaaccttacc aggtcttgac atcctctgac aaccctagag
   533461 atagggcttc tccttcggga gcagagtgac aggtggtgca tggttgtcgt cagctcgtgt
   533521 cgtgagatgt tgggttaagt cccgcaacga gcgcaaccct tgatcttagt tgccatcatt
   533581 tagttgggca ctctaaggtg actgccggtg acaaaccgga ggaaggtggg gatgacgtca
   533641 aatcatcatg ccccttatga cctgggctac acacgtgcta caatggacgg tacaaagagc
   533701 tgcaagaccg cgaggtggag ctaatctcat aaaaccgttc tcagttcgga ttgtaggctg
   533761 caactcgcct acatgaagct ggaatcgcta gtaatcgcgg atcagcatgc cgcggtgaat
   533821 acgttcccgg gccttgtaca caccgcccgt cacaccacga gagtttgtaa cacccgaagt
   533881 cggtggggta accttttgga gccagccgcc taaggtggga cagatgattg gggtgaagtc
   533941 gtaacaaggt agccgtatcg gaaggtgcgg ctggatcacc tcctttctat ggagaattga
   534001 tgaacgctgt tcatcaatat aagtttccgt gtttcgtttt gttcagtttt gagagaacta
   534061 tctctcatat ataaatgtat gttctttgaa aactagataa cagtgtagct catatttttt
   534121 aatttggtta agttagaaag ggcgcacggt ggatgccttg acactaggag tcgatgaagg
   534181 acgggactaa cgccgatatg cttcggggag ctgtaagtaa gctttgatcc gaagatttcc
   534241 gaatggggaa acccaccata cgtaatggta tggtatcctt atctgaatac atagggtaag
   534301 gaagacagac ccagggaact gaaacatcta agtacctgga ggaagagaaa gcaaatgcga
   534361 tttcctgagt agcggcgagc gaaacggaac atagcccaaa ccaagaggct tgcctcttgg
   534421 ggttgtagga cattctatac ggagttacaa aggaatgagg tagacgaagc gacctggaaa
   534481 ggtccgtcgt agagggtaac aaccccgtag tcgaaacttc gttctctctt gaatgtatcc
   534541 tgagtacggc ggaacacgtg aaattccgtc ggaatctggg aggaccatct cccaaggcta
   534601 aatactccct agtgatcgat agtgaaccag taccgtgagg gaaaggtgaa aagcaccccg
   534661 gaaggggagt gaaagagatc ctgaaaccgt gtgcctacaa atagtcagag cccgttaacg
   534721 ggtgatggcg tgccttttgt agaatgaacc ggcgagttac gatcccgtgc gaggttaagc
   534781 tgaagaggcg gagccgcagc gaaagcgagt ctgaataggg cgtttagtac gtggtcgtag
   534841 acccgaaacc aggtgatcta cccatgtcca gggtgaagtt caggtaacac tgaatggagg
   534901 cccgaaccca cgcatgttga aaagtgcggg gatgaggtgt gggtagcgga gaaattccaa
   534961 tcgaacctgg agatagctgg ttctccccga aatagcttta gggctagcct taagtgtaag
   535021 agtcttggag gtagagcact gattggacta ggggtcctca tcggattacc gaattcagtc
   535081 aaactccgaa tgccaatgac ttatccttag gagtcagact gcgagtgata agatccgtag
   535141 tcaaaaggga aacagcccag accgccagct aaggtcccaa agtgtgtatt aagtggaaaa
   535201 ggatgtggag ttgcttagac aactaggatg ttggcttaga agcagccacc atttaaagag
   535261 tgcgtaatag ctcactagtc gagtgactct gcgccgaaaa tgtaccgggg ctaaatacac
   535321 caccgaagct gcggattgat accaatggta tcagtggtag gggagcgttc taaggacagt
   535381 gaagtcagac cggaaggact ggtggagtgc ttagaagtga gaatgccggt atgagtagcg
   535441 aaagacgggt gagaatcccg tccaccgaat gcctaaggtt tcctgaggaa ggctcgtccg
   535501 ctcagggtta gtcaggacct aagccgaggc cgacaggcgt aggcgatgga caacaggttg
   535561 atattcctgt accacctctt tatcgtttga gcaatggagg gccgcagaag gatagaagaa
   535621 gcgtgcgatt ggttgtgcac gtccaagcag ttaggctgat aagtaggcaa atccgcttat
   535681 cgtgaaggct gagctgtgat ggggaagctc cttatggagc gaagtctttg attccccgct
   535741 gccaagaaaa gcttctagcg agataaaagg tgcctgtacc gcaaaccgac acaggtaggc
   535801 gaggagagaa tcctaaggtg tgcgagagaa ctctggttaa ggaactcggc aaaatgaccc
   535861 cgtaacttcg ggagaagggg tgctttctta acggaaagcc gcagtgaata ggcccaagcg
   535921 actgtttagc aaaaacacag ctctctgcga agccgtaagg cgaagtatag ggggtgacac
   535981 ctgcccggtg ctggaaggtt aaggagaggg gttagcgtaa gcgaagctct gaactgaagc
   536041 cccagtaaac ggcggccgta actataacgg tcctaaggta gcgaaattcc ttgtcgggta
   536101 agttccgacc cgcacgaaag gtgtaacgat ttgggcactg tctcaaccag agactcggtg
   536161 aaattatagt acctgtgaag atgcaggtta cccgcgacag gacggaaaga ccccgtggag
   536221 ctttactgta gcctgatatt gaattttggt acagtttgta caggataggc gggagccttt
   536281 gaaaccggag cgctagcttc ggtggaggcg ctggtgggat accgccctga ctgtattgaa
   536341 attctaacct acgggtctta tcgacccggg agacagtgtc aggtgggcag tttgactggg
   536401 gcggtcgcct cctaaagtgt aacggaggcg cccaaaggtt ccctcagaat ggttggaaat
   536461 cattcgtaga gtgcaaaggc ataagggagc ttgactgcga gaactacaag tcgagcaggg
   536521 acgaaagtcg ggcttagtga tccggtggtt ccgcatggaa gggccatcgc tcaacggata
   536581 aaagctaccc cggggataac aggcttatct cccccaagag tccacatcga cggggaggtt
   536641 tggcacctcg atgtcggctc atcgcatcct ggggctgtag tcggtcccaa gggttgggct
   536701 gttcgcccat taaagcggta cgcgagctgg gttcagaacg tcgtgagaca gttcggtccc
   536761 tatccgtcgt gggcgtagga aatttgagag gagctgtcct tagtacgaga ggaccgggat
   536821 ggacgcaccg ctggtgtacc agttgttctg ccaagggcat agctgggtag ctatgtgcgg
   536881 aagggataag tgctgaaagc atctaagcat gaagcccccc tcaagatgag atttcccata
   536941 gcgtaagcta gtaagatccc tgaaagatga tcaggttgat aggttcgagg tggaagcatg
   537001 gtgacatgtg gagctgacga atactaatag atcgaggact taaccatata atatgtagca
   537061 atgttatcta gttttgagag aacataaaaa acttgttgac ttttaaagtg aataagttat
   537121 aataatgatt gtctcaaaag aataatgtct ggtaatgatg gcagagaggt cacacccgtt
   537181 cccataccga acacggaagt taagctctct agcgccgatg gtagttggga ccttgtccct
   537241 gtgagagtag gacgttgcca ggcaatatta ttccgcagta gctcagcggt agagctatcg
   537301 gctgttaacc gatcggtcgt aggttcgatt cctacctgcg gagccattgg agagctgtcc
   537361 gagttggccg aaggagcacg attggaaatc gtgtatacgt cacaagcgta tcaagggttc
   537421 gaatcccttg ctctccgcca taggatttat aatatttggc ccgttggtca agtggttaag
   537481 acaccgccct ttcacggcgg taacacgggt tcgaatcccg tacgggtcac cacttttgga
   537541 ggattagctc agctgggaga gcacctgcct tacaagcagg gggtcggcgg ttcgatcccg
   537601 tcatcctcca ccatataaac tatatgaata atattatcgc ggggtggagc agcacgttag
   537661 ctcgtcgggc tcataacccg aaggtcgcag gttcaaatcc tgtccccgca accaaatggt
   537721 cccgtggtgt agtggttaac atgcctgcct gtcacgcagg agatcgccgg ttcgaccccg
   537781 gtcgggaccg ccattttaat aaggctcggt agctcagtcg gtagagcaga ggactgaaaa
   537841 tcctcgtgtc ggcggttcga ttccgtcccg agccaccatt tactttaata aaatacgccg
   537901 gcttagctca attggtagag caactgactt gtaatcagta ggttgggggt tcaagtcctc
   537961 tagccggcac catgtaagtt tcggaggggt agcgaagtgg ctaaacgcgg cggactgtaa
   538021 atccgctcct tcgggttcgg cagttcgaat ctgcccccct ccaccattta cataggggca
   538081 tagtttaaag gtagaactga ggtctccaaa acctccagtg tgggttcgat tcctactgcc
   538141 cctgccaaat atatttacac aacatggcgg ttgtggcgaa gtggttaacg caccggattg
   538201 tggctccggc attcgtgggt tcgattccca tcagtcgccc catttttatt ttaaaaatta
   538261 taaataatct aatggatact tacatataat taagtaagaa ttcgatgggc tatagccaag
   538321 cggtaaggca acggactttg actccgtcat gcgctggttc gaatccagct agcccagcca
   538381 tttttgcgga agtagttcag tggtagaata caaccttgcc aaggttgggg tcgcgggttc
   538441 gaatcccgtc ttccgctcca gtaaaatttt atatggcggc atagccaagt ggtaaggcag
   538501 aggtctgcaa aacctttatc accggttcaa atccggttgc cgccttttct tttgtgccga
   538561 tgtggcggaa ttggcagacg cgcacgactc aaaatcgtgt tccttcggga gtgtcggttc
   538621 gaccccgacc atcggtatca cgaacggcgt aataaaaaga ctctacacca aatgtgtaga
   538681 gtctttttat gttttcatca cactataaaa taagcaaaat ggtgtgttgg tgaaatggtt
   538741 atgaatgatt aaggtaaact tattcattta gtacatgcga tacagttggg gcaaactaca
   538801 aagcaataaa gagataaatt tttatccctt tatataattt cattatttta taaagaatct
   538861 ctccaacctg gtgacatgaa gttaaatccg acaccaccag tagatattag tacatgatca
   538921 acggttaagt ttgtaatttc taaaaacctc tttttaaact cttctttgtt gtacttgtac
   538981 atagttgagt gacaggccca catgtgcgtt gaagtactca accagtcccc caatttcttt
   539041 aattcaggaa acgactcaaa ttgaattggt tcatctaatt tcatgaatcg cacttgatag
   539101 atagttggat ttagcttttc tcctatacct ttaagcccat gtggtttttt ctcatttgaa
   539161 tgtgtcataa ttctccccct ctatattccc ttcaaatttc ttcctatttt aattatacaa
   539221 caatagaaag gaagtaaggg aatattatgg aaatcggtat cggcgaagta aaaaattcta
   539281 acagaaatag tagaattttt ttgctaaatt atgttatatg attctaaaat tcgtgataaa
   539341 tgcagcaatt catgtataat ataacttgtc gaaagaacaa aatgatagtg atttatatta
   539401 tgtctgtaat atgaatcaaa aacgaacttt ttatatttct tttaaaaatg tgttgaatac
   539461 acatgatatt tcatattaat atttttatgt agatttaaaa ccggaaagag agtggaaagt
   539521 atgggtcgta aatggaataa tattaaagat aaaaaagcat caaaagatgc aaatactagc
   539581 cgtatatacg cgaaatttgg acgtgaaatt tatgtagcgg caaaacaagg cgagccagat
   539641 ccggaatcaa accaagcgct tagagtggta ttagaacgtg cgaaaacata caatgttcca
   539701 agaacaatta tcgatcgtgc agttgaaaaa gcaaaaggtg gttcagaaga aaattatgac
   539761 gagcttcgtt atgaaggatt tggaccaaat ggagctatgg taattgtaga tacacttaca
   539821 aacaacgtaa accgtactgc agctgatgta cgagctgcat ttagcaaaaa cagtggtaac
   539881 atgggtgtaa acggttctgt agcttacatg tttgatgcga cagctgttat cggccttgaa
   539941 gggaaaacat cagatgaagt tcttgagatt ttaatggaag cagatgttga tgcacgtgat
   540001 attcttgaag aagaagatgc tgttatcgtg tatgctgaac cagatcaatt ccatgcagta
   540061 caatctgctc ttaaagatgc gggtgttgaa gaatttacag ttgctgaatt aacaatgctt
   540121 gcacaaaatg atgtaacact tcctgaagat gcacaagcac aatttgaaaa aatggttgat
   540181 gcattagaag atttagaaga tgtgcaacaa gtttaccaca acgtagactt aggagaataa
   540241 tactgataga agcccctgtt cgtttaatga ataggggctt ttttaatgaa ggtaattaag
   540301 gcaatgaatt taataaaggt attttgttgt aaacagggaa tatgcttata gggatatatg
   540361 gaatactcat tattgctagg aggcttacat gtggaacata aaacaccaaa gcatattgtt
   540421 gctgtagcag gctatttaac aaatgaaaaa gatgaagtgt tattagcaaa ggtacactgg
   540481 cgagctgata cgtgggagtt gccaggagga caggtagaag aaggggaagc actcgatcaa
   540541 gctgtttgta gggaaataaa agaggaaaca ggattaacgg tgaagcctat cggtattaca
   540601 ggagtttatt ataatgcttc catgaacatt ttagctgtcg tttttaaagt agcatatgta
   540661 agcggtgaaa taaaaattca acatgaagaa atacaagagg ctaaatttgt tgctttaaat
   540721 gaagagaaca tagatgagta tataacgcgt cctcatatga aatccagaac gctggatgcg
   540781 atgaggtcat cacattttat tccttatgaa acgtgggaag tacagccgta taacttaata
   540841 ggaagattgt aaagaaaaga gtagccgatt tgagatacag tcaaatcact actctttttt
   540901 gtatactgtt taagaaaaag gtcaaaataa tagtagtgtt agtattgatt ttaagaacat
   540961 ttgttctgta taatgtatga tatattatat acatttagat tactagatgc ttaaaagtat
   541021 atatatttgt agatgatata atgaaaatag agcactttaa tagagaaagt ataatagcct
   541081 taaggtgtaa cctgttatgg gtttaacata atctatattc aatatttcag atgaatagta
   541141 gataaaaaag gactgtgata caatactttt ttatcccact atttgtcggc tagccagatt
   541201 gttgtggtct gattaaagtt tcaatttata ccttacaatg atgtaaggta cgtgtaagag
   541261 aaatcgatgg gatatttttt tacaacaagg tattcttaaa gtaagagtta tacgctatgt
   541321 ggaaaagagg tgtttaagat gaaagaacga gtattatcta gggtgaacta tcatcaaaaa
   541381 gttgcattaa atccaatgac taagtttttt tataaagcca ttattttatt attattgtta
   541441 agttttacgt tattattcat tggaaatgta atgatcgagc aaagtgatat tagtaaatta
   541501 catgtaccgg ctaagttaga ggtgccagaa tcattaacac atgcatttat tgcgacagaa
   541561 gataaaaggt tttatcatca taacggttta gattatatag cgattattag ggcgtctgtt
   541621 gagaatataa aagctggtgg tgttgtgcaa ggcggtagca caattacaca acagttatca
   541681 aaaaatgctt ttttaacgaa tgaacgtaca ttttctcgta agtggaaaga aattttttat
   541741 acgaaaaaaa ttgaacgtac atttacaaag gatgaaattt taaaattata tgtaagtaat
   541801 atttattacg gagaaggggc atggggaatt gaaaaagcag caaaccttta cttcggtaaa
   541861 aaggtgagcc aattaacgtt ggctgaaagt gcaatgatgg ctgctgtagt aaaggcacct
   541921 gcttattact cacctgcaca aaattacgat aaagcagttg agagacgaaa cgtcgttttg
   541981 agattaatgg agaaagaagg ctatatcaat catgatgagt atatgcaagc agttagtgag
   542041 aaattagtca ttcgtcatga tataaaaaca gagcggtcga tgttaaatca tgcgcgcgaa
   542101 aaagcagtga gctaagggaa gttcctacat aggagcttct ttttttgaat aaattgtgac
   542161 aaattgtgac acaatatcgt cacaattgtt gtatttttgt aatttatgtg agcgtgttca
   542221 ttgcgtgacg tatgtaagta ttgatattat gtgtattgtg tacaatgctg tatatagaat
   542281 atgaatttaa agaggaatgt atatgaaatc atcgaacaaa ctcatggctc ttggtatagt
   542341 tttttccatt gcagtattga ttgtaattgg gacgattgtg tatagcatca taaatgacaa
   542401 aaaagataaa gggaatgaga tgtttgctta ttccacacaa caatctttag ggaaagatga
   542461 tgcaccagtt aaggtagttg aatttggaga cttcaaatgt cctgcttgtc gtacttggga
   542521 tgtaacggta ttaccacgat taaaagaaga gtatatcgat aaaggtaaag tgcagttata
   542581 ttttattaac ttcccattta tcggaaaaga ctctgattta ggtgcagcag ctggtgaagc
   542641 aatttataaa caagatcaag attcattctg gattttctat gatgagattt atcagagtca
   542701 aaagaaagac acggaagaat ggattacaga agaattgctt cttaacattg tgaaagaaaa
   542761 acttccgaaa attgatgtag aacaatttaa gaaggattta cacagtaaag aaataaaaga
   542821 aaaagtacgt aaagattcag atcgtgctca aaaattaaaa gttcaaggtg ctccttcagt
   542881 atatgtgaat ggaaatcttg caaatcctga ttttgatagc ttgaagaaag caattgataa
   542941 agaattgaaa aagtgatgag tcctctcatc actttttcga cttttttcga taaaattctt
   543001 gcttccgctt ttttacatgc tatactactt tacataagtt attctaatat cttatatgta
   543061 tttcatattt gcgggtgtag tttagtggta aaacaagagc cttccaagct ctggtcgaga
   543121 gttcgattct cttcacccgc tccaaatttt attaaatgtt tttctataaa ttgtgatcaa
   543181 cgcagtgttt cgtttccgag ataaacgagg cattgcgttt tttaatgttt gaaaagtgtg
   543241 attgtatgcg agaatagaag taaagaagag tattccaaaa gtgaattgat aaccaataga
   543301 tcgttacata agggatggat tcatctgagg aggcgattag gaatggattt tgaacaatta
   543361 aagcaagatg tcattgcgta tagtaaaaca attggtatag ataaaatagg ctttgctagt
   543421 gcgtcaccat ttgaggaatt aaagcagcgt ttaatccagc agcaacaatt aaattatcaa
   543481 tctggatttg aagagcctga tatagaaaag agaacgaacc cacagctact attatctggt
   543541 gcgaaatcaa ttattgcgat tgcattagcg tatccttcaa aattaaaaaa tgcaccatta
   543601 agtaagcgcg gagaacgtcg cgggattttt tgtcgtgctt cttggggaca agattatcat
   543661 cttgttttaa gagatcgttt gcaaaaatta gaagcatatt taatcgaaaa acttccagat
   543721 atagaagtta agtccatggt tgatacaggt gaattaagtg atcgagctgt ttcggagcgc
   543781 gccggtattg gatggagcgg taagaattgc tctattatta caccagaatt tggttcgtat
   543841 gtatatttag gagaaatgat tacaaacgtt ccattcccac cagaccagcc gatagaagat
   543901 caatgcggaa gctgtacaaa atgtattgat atttgtccta caggtgcttt aatacaagga
   543961 ggacagttag attcgaagaa atgtattgca tttttaacac agacaaaagg attcctaccg
   544021 gaagaatatc gcgacaaaat aggaaatcgt atttatggat gtgatacttg tcagacagtt
   544081 tgtccgaaaa ataaaggaat ggattttcat aatcatcctg agatggaacc agatcctgag
   544141 ttagttaagc cgttattaac accgctctta acaattagta atcgtgattt taaagagaaa
   544201 tatggaatta tgtctggttc atggagaggt aaaaaaccgc tgcaacgaaa tgcaattttg
   544261 gcacttgcgc attttaaaga ggcatcagca attcctgatt taattggtgt tatgaaagat
   544321 gatccaaggc cagtacttcg cggaacagca gcatgggcgc ttgggaaaat tggtggagat
   544381 ggcgtgggcg aagccattga aaaagcgatg caacgtgaga aagacgaaga ggttcttcat
   544441 gaaatgaatc gcggacttga attgttagcg cagaaaaaag agtagataat atctcccttt
   544501 ttcatattgt aatatgggag ggagacgaaa tggttgtaaa aataaatatt gaaaagcaag
   544561 tacaacaatt tttagcatat gtaacagaga aacgaacaaa tgtagatggt attgctgaag
   544621 atttattaca aatagcaaag agaaagagac tattgtttca aaagcgtaat gcagatatag
   544681 tgaaagcaac tgcggatgtt tctttcatga gacaattaaa taatagcaat catcaagaaa
   544741 ttgattatca aatacatttt aaatatttaa ttaagcataa agaattattt tatattgaag
   544801 aggaacaatt aaaacgaaga gtttgtttaa ataatagcca ggtaataggt gattatgcta
   544861 ttgaagcgcc agaagcagtt ggaatgagtg agacattgga gagggaagtt acaaaagaga
   544921 aatacggttc ctatcagtat aaccgtttag aggcagttaa atatgcagag cgttggtggg
   544981 atgatcgaaa tcctgtatat cgtaatttcc ctgataattg tacgaatttt atttctcaat
   545041 gtcttcatac tggagaagta ccaatgaatg gatatcctaa tattcgtaaa ggatggtggc
   545101 aaagggagaa tcaatggagt tggagctggg ctgtcgcgca ctctttttat tggtatttgt
   545161 caggtgctac aacagggctt cgagcagaag cagtagaaag accagaggac cttattcttg
   545221 gtgatgtcat agcttatgat ttcgaggatg atggtaggtg gaatcatacg acgattgtag
   545281 tagcgaaaga cgcagatggt atgccacttg taaatgcaca ttcagcgaat agccgtcggc
   545341 gttattggaa ctatgaagat tctagtaaat atacaccaca aatgaaatat aaattctttc
   545401 atattattaa tgggtagaga tttttcgctc aagtggtata atacgtagta gacaaaaaac
   545461 agaggtgaat atcgcgtggg agtacatgtt gttttatatc aaccagaaat tccagcaaat
   545521 acgggcaata ttgctcgtac ttgtgcagca actggaacag aattacattt gattagaccg
   545581 cttggatttt caacggatga taaaatgtta aagcgtgcag gattagatta ttggcagcac
   545641 gtgaaaatta cgtattatga ttcaattgaa gagttttacg agaaaaataa agacggtgaa
   545701 ttcttctatt taacaaagta tggtgagaaa gctcatacag cgtttgatta tagcaaacgt
   545761 gagaaggatt actattttgt atttggaaga gaaacaaacg gcttaccagc taatgtaatc
   545821 gaagaaaact tcgatcattg tttacgcatt ccaatgactg ataaagtgcg ttcattaaat
   545881 ttatctaata cagcagctat tttaatttat gaagcattcc gtcaacaaaa ttatccagga
   545941 ttagatttag aaattgttta ttaaaagtcg ccatatggcg actttttttc taaaaataaa
   546001 aataatatat aatcatacat ttaaaaaagg gtacatattc atataaaatg ggatatatga
   546061 ataaaaatag attagacggg ttgagataaa tatgaaggaa caatatagta atcaaaatac
   546121 ctttttaagt atgatagata tggatttaat aagaagagga ttattacatg ctattcaaga
   546181 tttagtattt attgtgaaag ttattgatga tgaaacattt aaatatattt atgtaaataa
   546241 attaggtatg gattatgcga agctaagtga agaatgttat ggaaaaactt ttgcagaagt
   546301 attaccggaa gatacggcgg aaatattgca agtgcaatat gcaaaagtag cgagcgaagc
   546361 gaaagcacat accttttgtg atgtagttag tttaccaaag ggtgagctac attatgaatc
   546421 ttcactgaat cctgtatttg acgaagaagg agtatgtcag tttattattt gtattacaag
   546481 ggatatcaca gctcaaatag aggagaagat ggagatagag gaaaaacaaa tgctgtttaa
   546541 gtcattacta gaatataata atgactccat catatctata gattctatag gaagaattac
   546601 atatgcaaat ccagcaacgt atgaaatatt tggataccga tttgaagaat taaataataa
   546661 gtttattttt gaatttatta ataaagaata tgaaaaagat tttcaaatta tatttaaaga
   546721 agccatgcaa ggaagagcaa agcaaattgt ttcaaagaaa tatgttcata aagaagggta
   546781 cgagctctat atttccttga gaactatccc gattattgta aatggtgaaa ttgttggagt
   546841 atatattgtt acaagggatg ttacaaagca agtattaaat gaaatgagaa cggaatattt
   546901 agcttattat gatcagctaa caggattaat gaatagaatt tcatgtacaa ataagttaaa
   546961 tgatttttta aatgagaagg tagcttttgc gtttatcttt atagatttag atgaatttca
   547021 ccttattaat gatacgtttg gtcataaaga aggagataaa gtgttacaaa aagttacaga
   547081 atgtttaagc agttttcaaa tacccgatat gcacttattt agagaacacg atgatcaatt
   547141 tgttatgtta atagaaaata taacgaaaga acgtgtagaa gtatttgcaa aaagcataca
   547201 aaaaaagatt agtgaacatt ttgtaatcga agaagaggac gtgtatttaa gtgcgtcaat
   547261 tggaattgta atggccccaa cagatggaga agatgaaaaa atattatttc aaagagttga
   547321 tgctgctttg gaaaaagcaa aagaaaaagg aaaagggcat tatcattttt atggcaatgg
   547381 attagattgt gagcgtgaaa aaagatttat aatagaaaac caattacatc gtgctataga
   547441 aaaaaatgaa ttcttcttat attatcagcc gcaaatgaat attgaaacga aaaaaatagc
   547501 tagtatggag gccttaataa ggtgggagaa taaagaatta ggatttgtct ctcccaatca
   547561 atttattccg ctagcagaaa gaacaggatt tattattaag cttgatgaat gggtaataaa
   547621 tgaagtgtgt cggcaaatac gtgaatggtt aaataaagga tatgaagttg tcccgattgc
   547681 agttaatatt tcagccaggc attttcgctc tattacatta atagagatga ttacacgagc
   547741 tttacataag tataatgtat cagctcattt attagcaata gaggttacag aaggagcact
   547801 tatacataaa gatatatcga aaagagtatt gctacaatta aaagaacaaa atttaaagat
   547861 tcatttagat gattttggga cagggtattc atctttaagt tatttaaaaa cgtatccaat
   547921 tgatactttg aagattgatc gttcttttat ggaaggtata catgtagatg aacgagatac
   547981 gaatattacg gctgcaatta ttcatttagc tcatacgtta gaattagatg taattgcaga
   548041 aggggtagaa aaggcggaac aaatacaatt tttgaaggaa aagaatgtga agtttgtaca
   548101 aggttattat tatagccgcc ctttatcaaa atatgatgtg gaaaatgtgt attataaata
   548161 attgataaaa agtgatgtgc taagaagcac atcacttttt atgtgtaccg ggtttatcat
   548221 tgtaaccaga tgtaaaaata gctgtaagaa atgtgagtga tacacctaaa attaataata
   548281 atttcatact aatatccctc ctgttttttc agtttacgaa tctgaaatat gaatcgaaat
   548341 gtatgtaagg ttcttagaag aaaagaattt atttaaaatg aatagcggtg taaaaacttt
   548401 aatacctata ttatacagaa ttttctttga attttggaga gaattttata gcactactgt
   548461 atatttcatt ttgatttaaa gaatgtttga ggacatccta gcataccttt tataataatc
   548521 cgattgaaca aggagatggg ggaggagcta taatggatat tctaaaaaaa attgaacagc
   548581 atcgagaagc agaagaacgc ttacaatggg aaggtacgtt tgcggagtat ttggagcttg
   548641 tgaaggaaag accatgggtg gctcaaacag cacactctcg catttacaat atgataaaag
   548701 atgctggaat tgaagaagta gatggtagaa gaaagtataa cttctttagt aatcagctat
   548761 ttggtttaga ggatgcttta gaacgtcttg tagaggaata ttttcatccg tctgcaaaac
   548821 gattagatgt tagaaaacgt attttattat taatgggtcc tgttagtgga gggaaatcaa
   548881 cattagttac gatgttgaaa cgaggattag aaacatattc aagaacagat cgcggagcaa
   548941 tttttgcaat taaaggatgc ccaatgcatg aagatccact tcatttaatt ccgcatcatt
   549001 tacgagatga tttctttgat gagtatggag taagaattga agggaattta tcaccactaa
   549061 atgtgatgcg tttagaacaa gaatatggtt caagaattga ggatgtagtt gtagagcgta
   549121 ttttcttctc ggaagatcgc cgtacaggga ttggtacgtt tagcccgtct gatcctaaat
   549181 cacaagatat tgccgattta acaggtagtc tggacttttc tacgattgca gaatatggtt
   549241 cagaatcaga tccacgtgcg tatcgatttg atggagaatt aaataaggca aaccgaggaa
   549301 tgatggagtt ccaagagatg ttaaaatgcg atgagaagtt tttatggcac ttattatcgc
   549361 ttacgcaaga agggaatttc aaagcgggaa gatttgcgct tatttcagca gatgaattaa
   549421 ttgtagcgca tacgaatgaa acagagtatc gctcatttat agcaaataag aaaaatgaag
   549481 cattgcactc aagaattatt gtaatgccag ttccttataa tttacgagta agtgaagaag
   549541 aacatattta tgaaaaaatg attcgtgaaa gtgacgtgtc cgatgtgcac attgcaccgc
   549601 atacacttcg ggttgcagca atgtttacga ttttaactag attaaaagat ccgaagcgtc
   549661 cagatattga tttaattaaa aagatgcgtt tgtatgatgg agaaacggta gaaggttata
   549721 atgcgattga tgtagaggag ttgcaacgcg aatatcaaga tgagggtatg aaaggtattg
   549781 atcctcgtta tgttattaac cgcatttctt ctacaattat tcgaaaagag gtaccatcta
   549841 ttaacgcatt agatgtgctt aggtcgttaa aagatgggtt ggatcagcat ccatcgatta
   549901 gtaatgaaga ccgagagcgt tacatgaatt tcatctcatt agcgagaaaa gaatacgatg
   549961 aaattgctaa aaaagaagta caaaaagcat ttgtttattc gtacgaagaa tccgctaaga
   550021 cacttatgga taattactta gataatgtgg aagcgtactg caataagtcg aaattacgtg
   550081 atccgttaac aggtgaagaa atgagcccgg atgaaaagtt aatgcgctca attgaagagc
   550141 aaattggaat ctcagaaaat gctaaaaaag cattccggga agaaatatta attcgcatct
   550201 ctgcttatgc acgtaaaggg aaacgcttcg attataattc gcacgaacgt cttcgtgaag
   550261 cgattcagaa gaagctattt gctgatttaa aagatatagt gaaaattaca acatcaacga
   550321 aaacaccaga cgagaaccag ttgaagaaaa tcaatgatgt tgttgcacgt ttaattgatg
   550381 agcacggcta taattcttct tcagcaaatg aattattacg ctatgtaggt agcctgctaa
   550441 atcgatagtt tgataacaaa acgctgtctc ttgtattttg cgggacagcg ttttattatc
   550501 cgttcatatg tgtaaagtgt cataccttgt ccaaatacaa taaattaaga tgcaatttta
   550561 tgaatttatt gtcaattatt tttacaatat gcatatgata gagtaaccaa ccattcatac
   550621 gaaaaaagcc aacacaatac aatatgttgc aaagtgaaaa tgtgtgcaac aatgcattgt
   550681 gtttctttct tatcgacggt taaatgtcat ttctattatg tgagtggcaa aattttgttt
   550741 aggatgctcg gagtattata tgaaaaacgt tatatatgtt tatgggatga ttttcgatgg
   550801 gcagttacct ttcattctag ctggcacagt ataaaacaaa atttcaagat tgctgttcat
   550861 ataggaagac aattacagta aggagggaaa gaaatgggtg aagaaaacca accaaattat
   550921 acgatttcac aggaaaactg gtccctccat cgcaaaggat atgacgacca acaacgccat
   550981 caagaaaaag tacaagaggc aattaagaat aatttacccg atcttgtaac agaagaaagc
   551041 attgttatgt ctaatggtaa ggatgttgta aaaataccga ttcgttcttt agatgaatat
   551101 aagattaggt acaattatga taaaaacaaa cacgttgggc aaggaaatgg tgacagcaaa
   551161 gttggtgatg tcgttgcgag agatggatca ggtggtcaaa agcaaaaagg accaggaaaa
   551221 gggcaaggag caggagatgc ggctggggaa gattattatg aagctgaagt ctctatttta
   551281 gaattagagc aagcattttt caaagaatta gaattaccta atttaaagag aaaagaaatg
   551341 gatgaaaacc ggattgaaca tgttgaattt aatgatatta gaaaaacagg attatggggt
   551401 aacatcgata agaaaagaac gatgatatct gcatataaac gaaatgcgat gcgtggtaaa
   551461 gcatctttcc acccaattca tcaagaagat ttaaagttcc gcacttggaa tgaagtatta
   551521 aagccagatt caaaagctgt tgtattagcg atgatggata caagtggatc gatgggaata
   551581 tgggagaaat atatggcacg gagcttcttt ttctggatga cgagatttct acgcacaaag
   551641 tatgaaacag tagatattga atttattgcc catcatacgg aggcaaaagt agttccggag
   551701 gaagagtttt tctcaaaagg agaaagtggc ggaacaattt gttcttctgt atacaaaaaa
   551761 gcactcgagc taattgataa taaatactca ccagaccgct ataatattta tccattccat
   551821 ttttcagacg gtgataattt aacatcagat aatgctagat gtgtaaaact tgttgaagag
   551881 ttaatgaaga agtgtaacat gtttggatat ggggaagtga atcagtacaa ccgccatagt
   551941 acacttatgt cagcctataa aaatattaaa gatgagaatt tcagatatta tattttaaag
   552001 caaaaagcag atgtattcca tgcgatgaag agcttcttta gagaagaatc aggagagaaa
   552061 atggcatagc ccccttaaaa aggggttatt tttttgttaa ctttttattt ttttagttga
   552121 caatgataat gaaaatcatt atcatttatt cgagatatga ttacatttag atttatatat
   552181 tttggaggag atgtaaagtt gaaaaaaata aaagaaaaca tataaatgcg atgttagtgg
   552241 ctgcgacatt atcgttgccg tttgcggttt atgctacacc tatcttagct gctactgctg
   552301 ctacagagaa tatggctgta caaagtccaa aaaagcatgt ttttgatgcg gtaataaagg
   552361 cttataaaga taactcagat gaagagtcat atgcaactgt atatataaaa gatccaaagc
   552421 tgacgattga aaatgggaaa agaataatta cagcaacatt aaaagatagt gatttctttg
   552481 actatctgaa agtcgaagat agtaaagagc caggtgtctt tcatgatgta aaggtgcttt
   552541 cagaagataa aagaaaacat ggaacgaaag ttatacaatt tgaagtaggt gagttaggaa
   552601 aaagatataa tatgcaaatg catattttaa ttcccacttt agggtacgat aaggaattca
   552661 aaattcagtt tgaagtgaat atgcgtacat ttgtagaaag cgatatagaa gaggatgaag
   552721 aagaacaaat tgaagataca caaaatatca tacgtgataa acgattacaa caagcaatta
   552781 ataaaaatgt attaaataga aaagatgtaa atgaacctat atttgaagaa gatttaaaag
   552841 aaattaaaga gttaaatata tatgcaggtc aaggaattga gagtctaaaa ggtttagagt
   552901 atatggaaaa tctagaaaga ataacaatac aaggatctga tgtacgaaat atagctccta
   552961 tttcacaact aaaacgttta aaagtagttg atctatcttt taataaaata gaaaatgttg
   553021 agccgcttgt aaacttagaa aaactggata tactagagct acaaaataat agaattgctg
   553081 acgtaacgcc actaagtcaa cttaaaaagg ttaggacaat taatttatca ggtaataaaa
   553141 ttagtgatat aaagccttta tataatgttt cttctttaag aaagctatat gtaagcaata
   553201 ataaaattac tgattttaca ggcattgagc aattgaataa attagggaca ttaggggtag
   553261 gaagtaacgg gcttgtaaat attgaaccga ttagtcagat gagtggcatt gttgaactta
   553321 atcttgaaaa aaatgatatt aaagatatta catcattatc taaactaact ggcttacaat
   553381 cacttaactt ggaagaaaac tatgtttcgg atgtatcatc acttagtaat ttgattaatt
   553441 tatatgaatt aaaacttgcg acaaatgaga ttcgtgatat aagacctatt caagaattag
   553501 gaaaacgaat taagattgat gctcaaaggc aaaaggtctt tttagatgaa gcctatatga
   553561 atgaagaagt gaaaattcct gtatatgatg taaatgggac agcacttcaa aatattgagt
   553621 ggaagagtga aggcggaagt attacgaacg gagtaataaa gtggaatagc cttggggaaa
   553681 aaatgtatga atttaagatg gatgctggcg aaagtaagat aaggttccaa gggagggtaa
   553741 tacaaaatat tgttgaaaaa cgagaagaaa gttcgaacgt aattcaagat atgaaactaa
   553801 gacaatacat gaataaacat aattttgaac ggaaaaatgt aaatacccct ataacgaaag
   553861 aagatttatt aacagttaag gctttgaaaa ttacggatgg gaaaaaagag gggataacag
   553921 atttttctgg attagaattc atgacaaatg tggaagaatt gacattacaa aatgttaata
   553981 tgaaaaatgc ggaatttatc tcaagtttga gaaatttgaa gtcagtagat ttatcctata
   554041 atcaaattga agatattaaa ccgcttcatt cattagagga tcttgaaaaa ttaaatgtta
   554101 gcgataacgg tataaaaaat gttccagaac tatttaagat gcagaaatta aaaactctag
   554161 acctatcaaa taataaactt gataatgctg ctttggatgg gattcatcaa ttggaaaatc
   554221 tagatgcatt gttagtaaat aataacgaaa tcaataattt agatgagatt agcaaagtta
   554281 gcaaattgaa taagcttgaa atgatgagca ataaagtacg agatatttct ccattagcta
   554341 gcttaaaaaa cttacagtgg ttaaatttat ctgataataa gattcaagat atctctactt
   554401 tatcttctat gcttgattta cttagcttga aattagctgg aaatgagatt cgtgatgtac
   554461 gaccggtcat tcaattggct caatggataa cagtcgatat taaaaaccaa aaaattgttt
   554521 tagaagatgg acaaatgaat caagaaatcc aaattcctat ctacgattta gagggagaaa
   554581 tctttgaaga tattgaactg aagagtacag atggtatagt tactgataga ggaacagtcg
   554641 tatggaaaac tccaggagca aaaatttatt cattctcctt aaatgggaat tatcacggtc
   554701 tgtctctatt attcagtggt acagttactc aaaatatagt agcgaaagaa gaaccaaaag
   554761 aaccagtgga agaagttgaa ggttcgaaag aagaaccaat aaaagaagct gaaggatcaa
   554821 aagaagagcc aaaagagcca gcaaaagaag ttgaaggatc aaaagaagag ccaaaagagc
   554881 cagcaaaaga agttgaagga tcaaaagaag aagtaaaaga accagcaaaa gaagttgaag
   554941 gcccgaaaga agaagtgaaa gaaccaacaa aagaagttga aggtccgaaa gaagaagtga
   555001 aagaaccaac aaaagaagtt gaaggtccga aagaagaagt gaaagaacca atgaaagaag
   555061 ttgaaggatc gaaagaagaa gtgaaaggac caacgaaaga agctgaagga tcgaaagaag
   555121 aagtgaaaga gccaacaaca gaagttgaag gatcgaaaga agtaaaagaa ccaggaaaag
   555181 aagttgaagg ttcaaaagat gcaataaatc aatcagcagt agctcaagaa acaaacgtga
   555241 acaatcaagt tgggaaagaa aaagtagtag agaatcaaaa catgaaagaa aataaaccag
   555301 ctgttactaa gcaagaagaa agtaagaaat cactaggagc aacaggtgga caagagaata
   555361 catcaacatt actttcaggc ttagcactag ttctttcagc attgagtatg tttgtattta
   555421 gaaagagatt atttaagaaa taaaacgttt tatcttatta taatacaaaa agattatatg
   555481 agtttttgag aagacattat catgacgatt tcattttgaa atatgcttat gatgatgtct
   555541 tttttagaag gatataaatg taaaaggtgt aaatatatta gagaaggagg agaggttatg
   555601 catgtcagtt ctattttgaa aattgaagag gtggcatcat ttattgcaag tatgaataaa
   555661 gatgctactc agtatgttgg ttattgtgga gacgagaaag aggagttatt acagacaatt
   555721 atccaggatt tttctcatat aggttgggaa aaatcttttg ttgttactta tgaaaataat
   555781 aaaataattg gtgtattagg gtttgatgta gatgaagtaa agaaatgtgc agatatatgg
   555841 ggaccgttta ttaaagcaga gaattgggaa gaagttgctt tacatatgtg gaaggaactt
   555901 atagaaaagg tgccttttca tattgaaaaa ttttatggtt tttatcatgt ggaaaataat
   555961 aattgtgccc gtttaatgaa gaagttacat gtaaaagaac aaggtcgaca tagtattttc
   556021 agtttaagtc ataatactgt ggaagagcgc agtatatgta atgtagaaga agctttacca
   556081 aaagtgtttg ggcagtttgt cgctttacac aattatgttt ttcctaatac atattatgaa
   556141 ggaaatgaaa ttattggacg tttaagtgat acgaataaat tatttgtaag tatgaagaat
   556201 gagaagttag aaggttacgt atatgtagaa gtaaacccgg agtttcaaga agcgaatatc
   556261 gaatttattg caactgctga aaatagtaga agaaaaggtg taggagagcg tttattacaa
   556321 gcagcaattc agtatatttt ctcgttccaa gggatgagag agatagaact atgtttgaat
   556381 acgaataatg atcgtgcggt gaagttgtac aagaaagtag gttttgaaga gaaggcatgt
   556441 ttacaacact atataataga gtaaaaaacc cattcatatg aaaatgatat ttcatatgaa
   556501 tgggttttat tcatttactt ttttcctcat tcatcacgga tttagaagta atttaaggcg
   556561 ccaatcgtta cataaccttt tttatttttt tcggaacttc tttcgtttgc gaattaatat
   556621 cttcttttcg gagctcttta aagagcgaag taaccataag aacgactacg atagaaaatg
   556681 gtagtgctgc gattatcgct gcaatttgta gtgcatttaa ccctccagct tgtaataaaa
   556741 tagctgcgat tatcgcgatt gttaatcccc atataagttt caaactattt ttcggtgata
   556801 agcttccgtt actcgtttgc atagaaacaa caaatgttgc cgagtcggca gaagtaacga
   556861 aaaatgtggc tactaaaatt aacccgataa ttgttaaaaa tgtagagaac ggtagatgtg
   556921 aaataacagc aaataatcca atctctgtcc cgttttttgc gatttcatca gctactccaa
   556981 gggattggaa catttccata tggatagcgg tgccgccaaa tactgcaaac caaaatgtgc
   557041 agatgagagt tgggactaat acaactccaa aaataaattc ttttattgtg cgccctttag
   557101 aaatacgggc gatgaatgta ccgacgaatg gagaccagga gatccaccat ccccaataga
   557161 aaatagtcca gttttctatc caagaagaag atttttcatt aaatgctcct aaatttaatc
   557221 ccatactagg taaagctcca atataagaac cgagtgtaga tgtgaaatat ttcataataa
   557281 atacagttgg tcctaaaagt aaaaaggaga cgagtaatat acctgtaaga gagaaattta
   557341 agttactcaa atatttaatc ccacgatcta agcctgtttg tgcacttgtt aaatataaaa
   557401 cagcgaagat ggcgataagt acgagctgtg taagtaaagt gttatgaata gaagggaata
   557461 aatagcttaa tcctccggcg atttgttgag caccaatccc aacagatggc acaataccaa
   557521 atactgtggc taaaacagct aaaatatcaa ctgtttttcc gataggagaa ttcttcgatc
   557581 gattaaataa tggagtaact gtagcgccaa ttgtgctacc tttttgtttg cggaatgtga
   557641 aatatgcaat tgttaaagca accattgcgt atagtgccca tggaaagagg ccccagtgga
   557701 aaaatgaata ttgcatagcg agtttggcac tttcctctgt acctgctttt cctgttaatg
   557761 gatctgtaaa atgtgaaatc ggttcagcga ttccataaaa gaggagtcca attcccattc
   557821 ctgctccaaa caacatggat agccaagatg gataactata ctttggtttt tctccatctt
   557881 taccaagacg aatagaaccg tatttagaga atgctaaata cgtggctaaa ataatcattg
   557941 cagtcataag tagagagtaa aaccatccaa atttattgag gataaatgag tttaaagaag
   558001 atgtaacgct ttgtaaatca tagccttgta tccaacttgc cggggtaatt ccccatatga
   558061 taaataatgt tgttagcaag atggagatat agaatacact gttttccttt tttatcatag
   558121 aatcccaccc ttgtttaata aagttaacaa ttatattaat cataacaatt gaaggggtaa
   558181 ttgtcaaaaa attcgatttt taacatgtgt aaaaggacta tttaatcgct atagattcat
   558241 aactattggc ggctatatag tggggaaatt gttcacgata tgtacaaaat gtaagaagaa
   558301 ataatatgaa atattgcatt ttatattgtt gtatccagat tttatgttaa attcgtgaat
   558361 ggaatatttg aatagggggc aaggatatga acaagaaatc aaagatcaat aaagtgatgc
   558421 ttagcattag tacaatggct ctatcactgg gggcaattca aactcatgta tcagcagaag
   558481 aaaaggtgcc atataatgta ttacattcga aaccagttgg aattgaaaaa ccagtagatg
   558541 agattggaca cgtttctaaa gcggaggaaa cattatcgtt tcaagaacgg ctaaaagtag
   558601 gagacttttc acagcgacca gcatctatta cgaacaaagt gacagtaaag caagttaaag
   558661 aaagctattc aatggctgat ttaaacaaaa tgaataatca agaattagtt gaaacgttag
   558721 gcagtattaa gtggcatcaa attacagact tattccagtt taacgaagat gcaaaagcct
   558781 tttataaaga taaagggaaa atgcaagtcg ttatagatga attagctcat cggggtagta
   558841 catttacaaa ggatgattca aaaggaattc aaacgtttac ggaagtgtta cgttcagctt
   558901 tttatctggc attttataat aacgagttaa gtgaattaaa tgaaagaagc ttccaggaca
   558961 aatgtttacc tgctttaaaa gcaatcgcaa aaaatccaaa ctttaagctt ggtacaactg
   559021 aacaagatac agtcgtatct gcatacggta aattaattag taatgcgtca agcgatgttg
   559081 aaacagttca atacgcatcg aatattttaa agcaatacaa tgataatttt actacgtatg
   559141 taaatgatcg aatgaaggga caagcaatat acgatattat gcaagggatt gactatgata
   559201 tacagtctta cttaattgaa gctcgtaaag aagcaaatga aacgatgtgg tacgggaaag
   559261 tagatgggtt tattaatgaa ataaatcgta tcgctcttct aaatgaagta acacaagaaa
   559321 ataagtggct cgttaataat ggaatttatt ttgcaagtcg tttagggaag tttcacagta
   559381 atccaaataa aggtttagaa gttgttacac aagcaatgca tatgtatccg cgcttaagtg
   559441 agccgtactt tgtcgcagta gaacaaatta caacaaatta taatggaaaa gattatagcg
   559501 ggaatacagt agatttagag aaaatacgta aagaaggaaa agagcagtac ttaccaaaaa
   559561 cgtatacatt tgatgatgga tctatcgtat ttaaaacagg agataaagta tcggaagaaa
   559621 aaattaagag actatactgg gctgcaaagg aagtaaaagc acagtatcat cgtgtaattg
   559681 ggaatgacaa agcgttagag ccgggcaatg cagatgatat attaacgata gtaatttata
   559741 acagtccaga agagtaccag ttaaatagac aactgtatgg atacgaaaca aataacggtg
   559801 gaatttatat tgaagaaaca ggaacattct ttacatatga gcgcacgcca gaacaaagca
   559861 tttatagttt agaagagtta ttccgtcatg agtttactca ttatcttcaa ggaagatatg
   559921 aagtgccagg tttattcgga agaggagata tgtatcaaaa tgaaaggtta acttggttcc
   559981 aagaaggcaa tgcagagttt ttcgcagggt ctactcgaac aaataatgta gtgccgagaa
   560041 agagcatcat tagtggatta tcatctgatc ctgcaagccg ttatacagca gagcgcacat
   560101 tatttgctaa atatggttct tgggatttct ataattactc gttcgcattg caatcttact
   560161 tatataccca tcaatttgaa acgtttgata aaattcaaga tttaattcgt gcaaatgacg
   560221 taaaaaatta tgatgcctat cgtgagaatt taagtaaaga ccttaaacta aacgaagagt
   560281 atcaagagta tatgcagcac ctaatcgata atcaagataa atataatgta ccggaagtag
   560341 cagatgatta tttagctgaa cataccccaa aatcattaac ggcagtagag aaagaaatta
   560401 ctgaaacgtt gccgatgaaa gatgcaaaaa tgacaaaaca tagctcccaa ttctttaata
   560461 catttacatt agaaggtacg tatacaggta gtgtaacaaa aggtgattca gaagattgga
   560521 acgcaatgag taagaaagta aatgaagctt tggaacaact tgcgcaaaaa gaatggagtg
   560581 gctataaaac tgttacagca tattttgtca attacggtgt aaatagctca aatcaatttg
   560641 aatatgatgt agtcttccac ggtatcgcaa aagatgacga agaaaataaa gctccaacgg
   560701 ttaatataaa tggcccttat aatggacttg taaaagaagg tattcaattt aaaagtgacg
   560761 gctcaaaaga tgaagatgga aaaatcgttt cttatttatg ggactttgga gatggaagca
   560821 caagtgcaga agtaaatccg gtacatgtat atgaaagcga aggttcatat aaagtagcgt
   560881 taatagtaaa agatgataaa ggaaaagaga gcaaaagcga aataacggtt acggttaaag
   560941 gtggaagttt aacagaatca gaaccaaata atcgcccaga ggaagcaaat cgtattggac
   561001 taaacactac tataaaaggt agtcttatcg gcggggatca cactgatgtt tatacattta
   561061 atgtagcatc agcgaaaaat attgatattt ccgttttaaa tgaatatgga atcgggatga
   561121 catgggtact tcaccatgaa tcagatatgc aaaattatgc tgcttacggt caagcaaatg
   561181 gaaatcatat agaggcaaac tttaatgcaa aaccaggtaa gtattacttg tatgtatata
   561241 aatatgataa tggtgatgga acatacgaat tatcagtaaa ataagtactt ttccaatgta
   561301 tgtttaactt tactttttgt ggaaaatagt atattatata gatatataat atatcggtta
   561361 ttttctagga ggagcctgtc acaataggct tctcctgttc ttttttaaag gcctgtactg
   561421 caggcttttc tttaaagggg aaataactga aaattaagaa caataatctt tgaaagaggt
   561481 ggggcataca cataacaaaa aagggattgt ttaagagagg gggataagaa atggttttgt
   561541 ttggttatcc acttgagaca atttatttat acggatttat tattgctact atactcactg
   561601 tgatttatat cttttttggg gatatatttg aatccatatt tagttttgga ggcggatctg
   561661 tatccattgt tactttatta cttagttttt tcgccatgtt atgtggactt agttatatag
   561721 gagaatattt attttccttt aatagtattc ttattttcgt ggctgcattt gctatttcct
   561781 ttattggtgt attcataatg aaaatattaa ttttaaagcc gattgcagaa gcagaacaaa
   561841 atactgtgca acgtatggat gaattcattg gttgcaaggg ggaagtcatt acgacaattc
   561901 ctacagaagg atttggtgaa gtattaatct cctcccaatt tggaagtaat gcgattccag
   561961 ctaaaacaat tgggaaaaaa gatatttcac aaggaactga agttattatt gagggagtcc
   562021 aagatggtgt tttgcttgta caaaacatcg cttattcttt aaaaaaacca aaattgtaag
   562081 ggggaattta catgacgatt ccattaatta ttggtggagt tttactcgca attttaattc
   562141 tactcatttt agtattcatt acgaagtatc gaacagttgg gccagatgaa gctttaattg
   562201 tgacagggaa ctggcttggt ggtgggaaaa atgtagttac cactgatgat ggaaagaaga
   562261 ttaagattat tcgcggtggc ggtacattcg tagttccgat tatgcaaaga gcagaacctt
   562321 taagcctatt aaactacaag ttagaagtgg gtacacgtga tacgtatacg aagcaaggtg
   562381 ttccagttac agtaaatggt gtttctatta ttaaagtagg ttctacaatt gaagaagtat
   562441 ctacagcagc tgagcaatat ttaggaaaag aaacagaaga gttaaaagta gaagcgaaag
   562501 aagttttaga aggtcattta cgtgcgattt tatcttctat gacagtagaa gatgcgtata
   562561 gtaatagaga gcaatttgct caaaaggtac atgaagtagc ttctacagat ttaaagaaaa
   562621 tgggtcttcg tatcgtttcc tttacaatta aagaaattat ggataagaac ggttacttag
   562681 atgcacttgg tcagccgcaa attgcgacgg ttaagcgtga tgcaacaatt gcaaatgcag
   562741 agcgtgaaaa agaagcacgt attgaaaaag ctcgtgctga gaaagaagcg aaagaagctg
   562801 aataccaacg tgatgctcaa attgctgaag ctgaaaaaca taaagaatta aaagttcaat
   562861 cttataagag agagcaagaa caagctcgtg cagatgcgga tctttcttac gaattacaac
   562921 aagcgaaagc gcaacaaggt gttacagaag agcaaatgcg cgttaaaatt attgagcgtg
   562981 agaaacaaat tgaattagaa gaaaaagaga ttgcgcgtcg tgaaaagcaa tacgatgcag
   563041 aagtaaagaa aaaagcggat gcagatcgct atgctgttga gcaatcagcg gaagcagaaa
   563101 aagtaaaaca aattaaaaag gcagatgcgg atcaatataa gattgaagcg gaagcgagag
   563161 ctcgtgcgga agaagtgcgt gtggaaggtt tagcgaaggc ggaaatcgaa aaagcacaag
   563221 gtcaagcgaa agcagaagta caaaaagcac aaggtacggc ggaagcagat gttattaggt
   563281 taaaaggttt agcagaagca gaagcgaaac aaaaaattgc agaggcattt gaattatatg
   563341 gccaagcggc aattatggat atggtactta aaatgcttcc aagttatgcg aaggaagttg
   563401 caagtccact tagcaacatt gataaaatta cagttgtcga tacaggcggc ggtgggaaaa
   563461 atagcggcgc cggaaaaatt gcgggctatg caactgattt aatggcaacg atgcaagaaa
   563521 cgttaaaagc ttcttctgga attgatttaa aagagttatt agaaggattt gcaggaaaag
   563581 gagcggtaca acaattatca agtgataaac ctgttgtatc tgtagtagaa gatgagaaaa
   563641 aagaagtaga aaaagataaa gataaagaat agtatagtga atggagcctc tagtaagtga
   563701 gatactagag gttcttctgt gaattatttg aataatatac attttaatat attgttttaa
   563761 ttatttaatt tatatagaat gaaaagggta tgtattaatt ctttaataga aaaagagata
   563821 aagagttgat acatcttaat cgtataattt atataaagaa attaaatgta agttaattac
   563881 atttaaaacg gtatggaggg gtagaaatat gcttcaagga aaattaagaa gaagtagctt
   563941 aaaagcaaag ttacttgtat catttgttat tgttttaatt cttccaagta ttgtaattgg
   564001 ttggacgtct tatcaacaag cgaagacaaa ttttaatgaa acaattttac aatcagcgga
   564061 agataacgta aagattttaa ataatgttat taacaaagag atagacagta aaaaggtaga
   564121 cgcagtatat tttacaaagt tatttaatgg agtaagttac ggaactgatc agctccaaaa
   564181 tgtgcaaaat aaattagaag aatataataa attacatcca gaaatagaag caatttatac
   564241 gggatctagt acggggcaat ttattcaatc accgtctatt caaatgccag atggatataa
   564301 tcctaccgaa agagattggt ataaagaagc agcgaaaaaa agcggggaag tggttataac
   564361 agccccatat aagtcaagta caacagggaa tattgttatt acaatagcaa aacaaaatga
   564421 ggataaaagt ggtgttctcg gtattgattt aattattaat gatattgtaa atacttcaaa
   564481 aatggtcaat atcggcaaaa caggatttgt agcaatcttc gaccaatcta aacatgtaat
   564541 agcgcatccg acgataaaac caggtgacaa gatagaagaa aaagtggaga aagaattgta
   564601 caaacaggaa acaggtgact ttaaattcaa actcgatggt gatgatcgca atattacctt
   564661 tataacaaat aagcagactg gatggaaaat agcaggaatt atgccttcaa aagaaattat
   564721 tgaagcagct aatcctattt tctataaaac gctaactgtt attggtattt cattaataat
   564781 tggcggggtt ttaatttact tcataattgc ttctattatt agtccgttaa aacaacttgt
   564841 tatatcatca aaaaagatta gtgaaggtga tttaacagaa acaattacag ttcattctaa
   564901 agatgagatt ggacagctag gagaaagttt taacgagatg gcggcatcat tacatcatgt
   564961 catttccaat ataaatactt cagcaagtca tgtagcggca tcttcagaag aattaacagc
   565021 tagtatgaag cagacaagtg aagcgacgga acaaattaca caagcaatag agcaagtgtc
   565081 gagtggggct gaaatacaaa cgaaagaagt tgaagaaggc gcaacattat tagaagaagt
   565141 tacagaagga attcagcgtg ttgcagacag ttcttcatta gtatccacag catctatgta
   565201 tacgaagaaa aaggctgaag atggtgggaa gttagttgaa caaactgtaa atcaaatgca
   565261 attaatccat gagtctgttt cacaatcaga taaggttatt gttttgttag atgataaatc
   565321 aaaacaaatt ggggcaatcc ttgaggtgat tcaacatatt gcagagcaga caaatttatt
   565381 agcgctaaat gcggcaattg aggctgcaag agccggagaa caaggaagag gatttgcaat
   565441 tgtagcagat gaagtacgaa aattagctga gcaatcagga cagtcttcta cggaaattgg
   565501 aaaactagtg aaagaaatcc aatttgatat aaaagaaacg gtaagttcta tgaagctagt
   565561 tgggacagaa gtacaatcag ggcttgtagt tgcaaatgaa acgaagcaaa gctttgctga
   565621 aatattgaaa tctacggatg atacagttgt acaaattgat aatatggtag atgtagcgaa
   565681 gcaaatgacg gtagatgcaa gacaagtaag tgcatccatt aatgaaattg cagctacgat
   565741 tgaagaaaat gcagcaagcg ttcaaaatat tgctggttcc tctgaagaac aattagcttc
   565801 agtagacgaa ataaatgcag cagcagttca cttatcacaa atggcagagg aattacaaga
   565861 gatgattggt aagtttaaag tgtaataata aatgttaaga aacgaggtaa taattttact
   565921 tcgtttcttt ttttatgaag agaaaaagac agaaatatag agtaaccgtg ttatgattaa
   565981 gtataattga agagactgta tattctttaa attctatctt taatcatgtt aggggaatgg
   566041 ttttgaaatt taaaaaatta aaactacaac cgagaattac attaactatt agtgcactta
   566101 ttttagttgt acttatgtta acgagttatt tattttatta catattatct gaaacagtag
   566161 aagagcaaat tggcaaaaga gctttgcatg ttgcgaaaac agttgctgct ataccagaaa
   566221 taaaggaagc ttttcaaaca gaaaatccag cttctatcat tcagccaatt gcagaaagaa
   566281 ttcgaatgga tacagaggct gacttcattg tagttggaaa taaagagggg attcgatatg
   566341 cacatcctga gcgagataaa ataggagaag cgatgattgg tggagataac aaaggagttc
   566401 tattagaagg aaaatcatat gtttcgaaag caactggatc attaggccct tcattacgtg
   566461 gaaaagttcc aatccgtaat caggaaaatg aaatcattgg tgtagtgtct gttggatttt
   566521 caatggatga tattcatgga gcggtagaag tgtatggaaa gcgtgtgttt tggattacaa
   566581 taataggtct attaattgga gtaataggct ctatatattt agctggcagt ataaaaagaa
   566641 tgatgtttgg gatggagcca gaagaaattt catctttata tgaagagcat agtacagtga
   566701 ttcaatctgt acgtgaaggg attatcgtca ttgatcaaaa tggcatgatt agtttagtca
   566761 atcaagcagc ctatgatatt cttgcgcttg atgaacaacg aaatattatt ggagaattta
   566821 ttttagatat aattcctaat tcaacgatat tagatgtact tcaaactggt gaagaacagt
   566881 ttgatcgtca attaaatata aaagggcagg ctgttattgc gaaccgtcta cccattaaag
   566941 tgaaaaataa agtaactggc gttgtatcga gcttgcgttt gaaatctgaa atggatcagt
   567001 taacagcaga gttatctcag acgaagcaat atacagaggc attacgagcg caaacacatg
   567061 aatataacaa tttattgtat acgctttcag gtcttatcca gctagaatta tatgaagatg
   567121 ctttggagct tattcataag gaaacagcgg tatatcaaga ttttgttcaa tttattatga
   567181 aacgaattca aaatccatgg ttaggaggga ttttaattgg attctataat agagcaagag
   567241 agttgaagat tgagtttatg ctagatagag agagtagctt agacaaatta agcccgccta
   567301 ttgagagtaa ttatgtcgtt tctattttag gaaatttaat tacgaatgca tttgaagcga
   567361 ttgaaagaaa tgaagaacat gataagaaag taagaatgtt tgtaactgat atcggagaag
   567421 aaatagtcat tgaagtggaa gactcaggac aagggattca tgatgaggtc attactagca
   567481 tattctataa aggcttctcg acgaaagaag gcgagaagcg aggatatgga ttagcaaaag
   567541 tgaaagagtt agtagaagat ttaaatggaa gtatcgcaat cgaaaaaggg gatttaggtg
   567601 gtgcattgtt tattattgca ctaccaaaag agaggggcga tttgtaatgg gggaggagat
   567661 tgaagtattg attgtagaag atgatattcg aattgcggat attcatcgtc gttttactga
   567721 aaagattgag ggatttaaag taattggaac agcaacaact ggcgaacaag cgaaagaatg
   567781 gctagatctt gtgaagccac agctcgtttt attagacgtg tacttacctg atatgcaagg
   567841 aacggaactt gtcacatata ttaggcatca tttacatgat atagatatta ttatgattac
   567901 agctgcatcg gaaacagatg tagtgaggca cgccctgcgg ggcggagtaa cagattatat
   567961 cgtaaagcca cttatgtttg atcgatttaa agcaagtttg gaaaattacc aaaaaagctt
   568021 gtgcagttaa agaaaaataa caaattatct atcgaacaaa tagaacatct atggtctcaa
   568081 agaggcgtaa agggaaatga aatagaatat gccccgaaag gtatagaccc cttaacttta
   568141 gcaaaaataa aaaagcatat gttaacagtg aatgaagaag gtattactgc ggaagtgcta
   568201 agctcaatgg tcggagtaag cagatcgaca gcgaggcgtt atttagaata tttaatatca
   568261 ggaaagaaag ttcatgcgga gcttatatat gggagtgttg ggagaccaga aagaagatat
   568321 tttcttattc cttcataata aaaaacagta gaggatatat gtccgctact gtttttttat
   568381 tttatattgg aataacccca attaaaattc cagtaatcaa catgaccatt gtcgttccaa
   568441 ctgcccacaa taaagtaaaa cgttgatgtt caccaaaatc aactttggcc attccgacta
   568501 ataaataagt ggatgcaaca agagggctta ataagtgaac aggttgtctc agtaaggaag
   568561 cgcgtcccat ttcagctgca ctaattccat aagtagcagc agcttttgtc aaaataggta
   568621 atactccgaa gtaaaatgca tcattggaca tgaaaaatgt gaatggcata ctaagaagag
   568681 ctgtaataat tggtagttgt gggccaagag cgtctggtat aagagttact acacttttag
   568741 ccattgcatc taccattttt gttcctgata aaatcccagt gaaaatccca gcggcaaata
   568801 cgagagaaac aaccgccaat acgtttccag catgagaagc aatacgctct ttctgttgtt
   568861 ctaagttcgg atagttaagc ataacagcaa tagcgaaagc gattgtaaat aaaacaggta
   568921 acggcataac ttctagtata agacatacaa gtaaggtagc agttaataaa aagttaatcc
   568981 atagaagttt agggcgttta tgaacagcag cttctactgt tgcagcttgc tcatctgttg
   569041 tttgcatttg ttttaaatat tgtacatcca taattcctaa acgttttctc tcttttttcc
   569101 caagatagta agcaacgaaa actacccaaa gtgcaccagc aatcattcct ggtataagtg
   569161 gtgtaaagag ctctgatgcg tctagtccaa gtgcactcat aacccgagct gtcggtccac
   569221 cccacggtgt aagatttgtc acccctgcac ctaacataac aacaccggct aatataagtg
   569281 gattcattcc aaggcgttta tacagtgggt acattgcgga aacagtaatc atatacgttg
   569341 tcgttccatc cccatctaat gaaacgataa tagtaagaat tgctgtgcca acaacaattt
   569401 ttaaaggatc tccttttaca aatttcaaaa tcctactaat gacaggatcg aataaaccgc
   569461 tatcaatcat aattccaaaa tataaaatag caaacataag cataatacca gtaggtgcta
   569521 gtttttgaat tccctctaac atcataggcc ccatgtctgc ataaaatcct ccaattaaag
   569581 cgaaagtaat tggaattaat attaatgcta ctagtgctga catacgtttt ttcataatta
   569641 aaaacataaa gacaaatacc attgcaaatc caagtagtgc taacatgtaa tctccccctt
   569701 aaaaatgatt acgctttcaa aataaaataa aaattcagaa aaaggttttt tgtttatcat
   569761 aaaagcatct atttgaatgg taaataattt gaaaaataac atcattagaa gcatactttt
   569821 tattttggtc attttgttta cggtagttaa tttgaatttt taaaaagtaa gctgctctcc
   569881 ataagaatgg tagaataaga tgacaatatt gaagtgtgaa atagggagta gatttatatg
   569941 aaaacaagaa tggaagagat ttgtagttct tatgaaggaa aagtagaaga gatttttgtt
   570001 aatgaatctt cttacgtata tgagtgggaa aaattaatga tgatccgaaa aaataacggt
   570061 gagcttgaaa aggttgcagt cggcatcagt ggaaatataa gattagtaaa tgtagttgtt
   570121 gggcagcaaa ttcatacaga tacattatta gttaggttgg aagatgattt attaattaca
   570181 ggttgtgaat aatgagagat gtgtagatat gactacacat cttttttgtt ctatatattg
   570241 caaaagacac attgtttttt cacaaatcgc acacaagttt ttgatatgct ccttgtagaa
   570301 gatagggtta gggaggaaat aatacaatga gaacaaagta tgtgatgttt gctatatgct
   570361 tattctttgt ctttacaatt gtaggatgtg gtaagaaaca agcagaggca gtggcaattg
   570421 atgagaaaca tgataagtgt gatatttgcc aaattggagt aatggataat caatttgcaa
   570481 cggaaattat tttagaaaat ggaaaagcat taaagtttga tgatatcggt tgtatgtata
   570541 aatggatgga gattaatcca ggcgaaaaga cgaaagaaaa atttgttcga gattatgatt
   570601 cgaaagattg gatttcgtta gaagacgcta cttacgtata tgataaaaca attacaacac
   570661 caatggctta taatgtcatt tcatttaaaa acaaaaaaga tgcagagaac tttgtatcta
   570721 actataaggg gaaagttctt tcgtataaag agctagcaga gcataaatgg gaaatgaata
   570781 aagaaatgat ggggaaccag aaaaagggaa atcacggcgg gcatcattaa tactagaaaa
   570841 agacaactgt atggttgtct ttttctagta ttactcaggt gcaaatatag aaaaggtgta
   570901 aaatttttag aagaacggtt acaatggaat gtagtgacct aaagcaacca tgtatgtact
   570961 ttttagaaat gtatacaaat gcggtgaaaa cgtgctaaac taattgcttc ataatgttaa
   571021 tgatgaggcc atcaggcgta tcattccaat aggttgagaa acatcatata agtttaagat
   571081 aatccaatta aagaaggaat ataaagggct tatggataaa tgcactcaag aagagttatt
   571141 gtatgtgatg gaggaatggt taagaaaaca ttatctttca taggagctgt agttgtgaga
   571201 aaacaaaaaa ttttattatg tatgttatta ggacttttaa tgacggtagt ggcttgcgat
   571261 aagcaagaag agccagaatc gaaaccggtt catgtgaaaa acgaaaagaa acaagagaag
   571321 cataaagaaa aggaagaatc taaagaagaa aaaagtataa atttaatgga caaacagttg
   571381 ctactttctg ccactcttgg agacacagaa acagctatga agttgattca agatggagcg
   571441 aatataaacg tagaaggtga caacggagaa acacccgtcc ttgcagcaac gtaccaaaat
   571501 catgtagaga cagttaaagc attaattggt gcaggtgcta atattgaaat taaagatgag
   571561 aaacaaagta atccacttct ttatgcaagt agagaaggat atacagatat tgtaaaggta
   571621 ctaattaatg caggagttaa tacgaaagaa acgactaagt taggtggaac agcacttatt
   571681 tctgcatctg agcgtggtca tgtagaggtc gtaaaagaat tgttagagca tacagatatt
   571741 gatgtcaatt ataaaaatgc tcgtggtgga acagctttag tagaagcaat tgtattagga
   571801 aatggtagtg aaaatcacaa gaaagtaatt caaatgctta ttgaccacgg ggcagatgta
   571861 agtatggcca ataaggaaaa tattacgcca ctgcaatttg ctgaaaaaag aggttttaaa
   571921 gatattgcaa atatgttgag ggcagctgga gcgaatgaag tagtagagcc acaacaacca
   571981 gtagaataaa aaacgaaaaa taatcccatt tagatagaca gaatgaagaa atcagtgagt
   572041 atgatggatt cagtaatgtg tatttgaatg ggatttttgt tttggaaaaa tcatttgaag
   572101 agagggatag ataaggagtt ttaaggtaat agtgcaggta ttgttgcatt atggacgata
   572161 ttaatacgag aagaaacata cttctgaaaa taactttaat tcaaaaagtg ataagaaaat
   572221 taaacaacct taattataga atatgaaagg tagttgggag tttgtttgta ctattcctat
   572281 gtaatgatta gtgtaaaaag gaataggtga atattaacat tcgattaaca gctaattaac
   572341 aatctatcaa aactgactta ataaatgcgt aatatagtaa aggtaacaaa ataactaggg
   572401 tagagaacat ttgagaacac ccgcttacat ataacgtgct actttcttag gtgtgctcta
   572461 ttccctagag ttcaaataag gagaaaggcg ttctatgtaa gtaggtgttt ttagtttgga
   572521 taaaaataga aaagctaggt ggaatgaatg tttaaggaac cttatattgc gatgataaag
   572581 gattggaaag gatacaacac atacaaaaag ttaccgaaaa cagtttttct tatgaccggt
   572641 tcaatgctgg aattaccaga gcgtgtatat gaattacaga aacatggaca tgatgtcttt
   572701 cttcattgtg attttataca aggtttaaat acgaatacag aggaagcact ttcgtatatt
   572761 caagacgtta tcggagcaca aggcattatt tcaacaaaag gatcgacaat tcgaaatgcc
   572821 aataaaattg gattaaaaac gatccaacgt atttctattg tcgatacttt atctcttaca
   572881 aaatcaattg aaaattgtaa aacgactaaa ccgaatgcag tagagattat gcctggtatt
   572941 atgccttcaa ttattaagca gttagcagag gaaatagaat ttcctatcat tgcaggcgga
   573001 ttgattcaaa cgcgagaaga tgcagaaatt gctattcgtt cgggagcgag cgcgatttcg
   573061 acgagtcact atgaagtatg gatacaagaa gaaaaaagga gtgcaatctt gtgattgaat
   573121 tgaaaaatgt ttcaaaggta tatcaaaatg cagaggagac agcggttaaa ggtgtatcgg
   573181 ttcatattaa gaagggagaa ttttttgttt tagttggccc ttcaggatgt ggaaaaagta
   573241 cattattaag aatgattgct ggtttagaag aaatttcttc gggggattta attattaatg
   573301 aacgtgttgc aaatgattta gagccgaaag atcgtaatct atcaatggta tttcaaaatt
   573361 atgcactata tccacactta tctgtagaag aaaatatttt attcggactt aaggtaagga
   573421 aagtacaaaa agaagagcga caaaagagat taatggaagc tgtggaaatg gtaggactga
   573481 aagagtatgt gaaaatgaaa ccaggccaat tatcaggtgg acaaagacag cgtgttgcgc
   573541 ttgctagggc gattgtgagt caagcgccga tttgtttaat ggatgaacca ctttcgaatt
   573601 tagatgcgaa attacgtgcg caaatgagga ttgaaattag agaaattcag cagcgtttag
   573661 gaattacaat gatttacgtt actcacgatc aaatagaagc gatgactatg ggagatcgta
   573721 ttatggtctt aaataaagga agcgtacagc aagttggaac accgcttgat atatataaca
   573781 aaccagcgaa tgaatttgtt gcaagtttta tagggtctcc ttcgatgaat atgaatgatg
   573841 gagaagtaga cgaagaaaaa ggtgtattac atatagggca attgcaaatc ccattatcta
   573901 ttggacaatt aaagcaatta ccagcaggaa ctgttcgagt aggcatgcgt ccagaacata
   573961 ttgcattgtc cgaggaagga caagaagtta cattgcaatc tgtagaagtg ttagggaatg
   574021 aatctatatt aaacttcgtg ataaacggaa caacttggag tgcgaaagtc atcggacagt
   574081 tactcctgaa taaaggtgac aaagtaaaat tattattctc ggaagaaaag ttatgcttct
   574141 ttcatcaaaa cacgaatgaa cgcttaaaag tggtagctga agaagagttg aaagtggtgg
   574201 cgaaataatg atcgaagtga gtaagttacc ggttcaaaca aaagtatcaa aaaagaaaaa
   574261 tttatggggg agaacaaaag atttaagaat aggattattg tttttggcgc catctatttt
   574321 gctattttca atttttctgt tctatccatt gtttaggacg atttactata gtttttattt
   574381 aaccgatata catggagaag ctaatctttt cgttggctta gaaaattatc aatatttatt
   574441 ctctaatcct gccttctaca aaagtataaa atcaacttta ctatttgttt tatatacagt
   574501 gcctacgagt attatatttg ctttgtttct tgcattgatt gcaaacggaa aggtaagagg
   574561 tattgggtta tttcgagttc tgttttcttc gacaatggga atatcagtag ctgctagtgc
   574621 agtgatttgg ttatttttat ttcatccaag tgtcgggtta ttcaataata tattagcttc
   574681 tatgaatctt cctgcaattg catggttaac gagtccggac tgggcactat tctctgtatc
   574741 agttacaacg gtttgggtga atacaggatt tgcattttta gttatattag gtggtttaca
   574801 aaatattgat acgtctttat atgagagtgc atctatagat ggtgcaagtt atctatataa
   574861 gcttcgtcgt gttacattac cgatgctatc accaacttta ttctttatcg tgacagtaac
   574921 gttaattagt gcgttccaaa gctttggaca aattgatatt ttaacgcacg gtggaccgaa
   574981 tgatgcaaca aatttaattg tatattcgat ttataaagag gcatttgtaa atcatcaatt
   575041 tgggacagca agtgcacaag cgatggtact atttgttttc attttcattg ctacattact
   575101 tcaatttaag tttgctgaga gaaaggtgca ttataaatga ttgttaaaca gtggaaacaa
   575161 aatttcctgc tatacatgct gctcataatt agtgcagtaa tggtattttt tcctgtgcta
   575221 tatgcgtttt taataagctt tatgacacca gacgatattc aaatgagaag gatatttcca
   575281 actcaattta cttttgataa tttcattaat atttttcaga aagtaccact ttttgcatat
   575341 ttatacaaca gcttagttgt atcgacagtt gttatgattg gacaacttat cgtgtcaagc
   575401 ttagcggcgt atgcttttgt ctttcttcag tttaagggaa gaaatcttat ttttttcctg
   575461 tttatttcaa cgatgcttat tccgtgggaa gcaacgatgg tacctaactt tttaacgatt
   575521 caaaactttg gctggatcaa tagtttcgct gggatgacag tgccgttttt tgcaacagct
   575581 ttcggtattt tcttgttacg ccaacatttt atgacacttc caaatgaact gaaagaagct
   575641 gcttttattg aagggattgg aaatgtaagg tttttattca gcgttgtaat tccatattgt
   575701 aaaacgagtt ttattacgct tggcgtatat agttttttaa caacatggaa tatgtactta
   575761 tggccacttt tagtgaccac tgatgaaacg gtaagaacag ttcaaattgg tgtgaagcag
   575821 cttcaatctc aagaagttgc aactgattgg ggaagcgtaa tggctggcgt tacggttatc
   575881 gttataccaa cattgattct attattttta ggacaaaagc aattacaaca aggattaaca
   575941 aaaggtgcaa ttaaataact aagagaaggt gagattaaaa tgagtctagt taaaaaaggt
   576001 gctgctctat taatggtagc aacaatggca ttatctagtg ctgcttgttc aaatagtaaa
   576061 acagagggaa aacctgaagc acaggcaaaa gtagcaccag ttgaaaaaaa tggtgataaa
   576121 actgtaattc gtttttggca tgcgatgggt ggaaaaacac aaggtgtact agatgggctt
   576181 gttgcagact ataataagtc acaaaataaa tatgagataa aggcagaatt ccaagggaca
   576241 tatgaagagt ctttaacgaa atttaaaacg atgtctgcta cgaaagaagc accagctctt
   576301 gttcagtcga gtgaaattac aacaaaatat atgattgata gcaaaaagat tacgccaatt
   576361 gatagttgga taaaaaaaga taagtatgat acttcaaaat tggaaaaagc aattacaaat
   576421 tattattcag ttgatggaaa aatgtattct atgccattta attcatctac accagtatta
   576481 atttataata aagatgcttt cgcaaaggcg ggcttagatc cagagaaagc tccgaaaacg
   576541 tatgcggaat tacaagaagc agcgaaaaag ttaacgatta aagaaggcgg aaatgtaaag
   576601 caatatggat tctcaatgtt gaactatggt tggttctttg aagaattgtt agcgacacaa
   576661 ggcgctttat atgtagataa tgaaaatggt cgtaaagatg ctgcaaagaa agcagtattt
   576721 aacggtaaag aaggacagaa agtatttggg atgctagatg agttaaataa agctggtgca
   576781 ttaggaaaat atggagcaag ttgggatgat attcgtgctg cgttccagtc tggccaagtt
   576841 gctatgtatt tagattcttc agctggtgtt cgtgatttaa ttgacgcatc taagtttaat
   576901 gtaggcgttt cgtatattcc atacccagaa gattcgaaac aaaatggtgt tgttattggc
   576961 ggagcatcat tatggatgac gaatatggtt tcagaagaaa cacaacaagg tgcttgggac
   577021 tttatgaaat atttaacgaa gccagacgta caagcaaagt ggcatactgc aacaggttat
   577081 ttctctatta atccggacgc atataatgaa ccattagtga aagagcaata tgaaaaatat
   577141 ccacagttga aagtaacagt agatcaattg caagcgacga aacaatctcc agcaacacaa
   577201 ggtgctttaa ttagtgtatt cccagaatca agagatgcag ttgtaaaagc gttagaagca
   577261 atgtatgatg gggaaaatag taaagaagcg ctagacgaag ctgcaaaagc aacagataga
   577321 gcaattagta tttcagctcg tacgagtcaa aaataagaga aagccgtatc caaaaaagga
   577381 tacggctttc tttaggagat aagagatcaa aaaaatgaag aagtcttatc tcttttatat
   577441 gagtaaaggg tctagaatga atgttgttct tttcattatt tgtttaactc cattgcaact
   577501 tgtttcccat ttacgaaaac ctctgccact gctactaaaa cttccatcac ttttttcatg
   577561 tctcatctct ccttgttttt tgtttcattt cttactttta gtataaggaa atatagcaat
   577621 tgcaactatc gaattggatg acaagagact tacattgttg taaggataat cgctttgttt
   577681 gtaataaaag tgattctgaa tatgatttcg gaaatttctg tcgttttgaa ctataattat
   577741 aaagagagtg gtttagaaag aaggggataa tatgaaaaga attcttgtta ttagtgatat
   577801 tcatggggaa atagaaaagt tcgaacagtt attagaagaa gctcaatacg atgcaaaaca
   577861 ggatcaacta attttattag gggattatgt agatcgtggt ccaaatgcgc gtgcagtaat
   577921 tgaaaaagta aaagagttaa aagaagatgg agccctcgtt ctaaagggca atcatgaaga
   577981 tatgatgatc aaggcgttaa cgactgatga ggaacgttca tggaaccatt gggtaaaaag
   578041 gaatggtgga gataagacat tatacagcta tggatttgta gaagaagata ttatggttaa
   578101 tgagaaggac ttccgaaaac cgattttaca atctcttgta ttagaggaac atgtaaagtt
   578161 tattcaaaaa ttagaccatt acattgaaac agaagagtat atatttgtac atgctggtgt
   578221 tgagccattg aaacgagttt ctgaatgtga accatatacg ttaatgtgga tccgtaatga
   578281 gtttcatagt gagtatagtg gtgaaaaggt tgttgtattt ggccatacgg aaacaaaaac
   578341 gcttcatgga aatgataatt gtaatgtcta ttttggaaat aaccgtatta taggaattga
   578401 tggtggtgct gtatatggtg gccagctaaa ttgtttagaa ttgccgagta aaaaggtgta
   578461 cgtagtaaaa agttgaaaga gataaggaga atcttatttc tttcaacttt ttattaagca
   578521 aaatttaagg aagagttttt ataataagtc tttcaaattt tatatcaaaa aaacgttaaa
   578581 atgtaattat aaatagaatt gaacaatatg gtggaaggtg agaatatgcg cttactcgta
   578641 gtagaagata atgcttcttt attagagtcc attgtccaaa tattatgcga tgaatttgaa
   578701 gtagatacgg cattgaatgg agaagatgga ttgtttttag cgcttcaaaa tatatatgat
   578761 gcaattttgc ttgatgtgat gatgccagaa atggatggat ttgaagtgat tcaaaaaata
   578821 cgtgatgaaa agattgaaac acctgtctta tttttgacag cgagagattc tttagaagat
   578881 cgcgtgaaag ggttggattt tggcggggat gactatatcg ttaagccgtt tcaggcccca
   578941 gaattaaaag caagaattcg tgctttatta aggcgaagtg gtagtttaac aacgaagcag
   579001 actattcgct ataaagggat tgaactgttc ggaaaagata aagatgttca agtagatgga
   579061 caaagtatga agctaacatt aaaacaatat gagcttctag agtaccttgt tcaaaatagc
   579121 ggaaagattt taatgaggga acaaattttt gatcgtgtct ggggattcga ttcagatacg
   579181 acagtagcga ttgtagaagt gtatgtacat catttacgta aaaaattaga gccattcggt
   579241 tatcagaaag atattcaaac cgttcgtggt attggatata tattaaaaga acaatgaaaa
   579301 agggaagtat gtttcagaag acgcgtattc gattgactat attgaattca ttagtattta
   579361 tcattttgat aggcgtatta ggtagtatca tttattctta cacatataag cgtatttata
   579421 gtggagtaaa tgaatcgata gaaaaagccg ttcaacatag aaagaatgca gatgataaaa
   579481 aactacctaa aaaaattaga ggatatcctc caattgggga tccaaggata atggagttaa
   579541 cttggcttgg aaacacggtg gagatagata ttgaaaacgg caaacgtcgt tttatttttg
   579601 aagacaattt ggaaaagttt tctccaaaga aattaggaac tttgcaagat atagaagtac
   579661 aaggacgata ttttagaata tttgcatttc agaaagatgc aaaaatagtt caaattgcaa
   579721 gggatataac ggctgaaaaa gaaatgttac atactttatt tttaattctt gtgatagggt
   579781 gtagcatagg aagtctatgt gcaataggaa tcggattttt cttagctggc agggcactcg
   579841 tacctattca aaattcatgg gaaaaacagc aacaatttgt gtcggacgca tcacatgaat
   579901 taaggacacc gcttgcggtt attcaatcca aaacagatat attatttcag tcaccatctg
   579961 cgacaataga agaaaaagcg atggatattt ctacgatttc aaaggagtgt agacgattat
   580021 ctaagcttgt agctaattta ttattgttag cacgttcaga ttctaatcaa attgagatgg
   580081 ataagaaaat atttgaattg gataaattgt tagaagaaat agtagagcca tataaggaaa
   580141 ttgcttccta ccaagaaaaa gagatgatat tgaaagtaga gtatgacata tcatttatgg
   580201 gtgataggga gagaattcat caaatgatgg tcatattgtt agataatgcg atgaagtata
   580261 caaatgaggg aggacatata caaatcgatt gtacgcaaac gaacagttcg attcgtatac
   580321 gagtgaaaga tgatgggata ggagtgaaag gtgaggacat tccgaaacta tttgatcgtt
   580381 tttatcaagg agataaagcg agaagtgcgt cagagggagc gggattaggc ctttcaatcg
   580441 cgaactggat tgtagaaaag cattatggga aaatatcagt agagagccaa tggggagagg
   580501 gcacttgctt tgaagtgatt cttcctaaaa atcaaagaat ataagtgaga agacgacctt
   580561 gtttttacaa gggcgtcttt ttttaaggga aagttaagaa actatttata acatgtatta
   580621 tatacagaaa gtttgtcccc taaagaagcg attataaaaa ggtatttgag cagattatat
   580681 caatcataat gttatttcga ttatgtatag ggaatgatgg aaaagaaagt gtaagaggga
   580741 ggaattaatt ttgaaaaaga aaatgatgat ggtattcact attggagtaa tgagtttaag
   580801 tatattaggg ggtgcctctc cttctgaaac atcaaaagga aagacagatt acaagcagcg
   580861 cagcaaagaa caattaaaca atggaaagat acatgctgtg catacagaag aaaaagcgga
   580921 gaaattaggg attgaaacga cagggaaaga acaaattacg ctagaaaaag aaatccatga
   580981 gacggaagta ggaagagaag cgaagcagct aggaatttcg attgaaggaa aagatgttgg
   581041 aactctttca gaagaaatct atgaaacaaa agtggagcaa gaagcgttaa agctaggcat
   581101 atctatagaa aatacatcaa ttgtaaattt aattaatcaa attaatacga ttaaaattaa
   581161 tgatgaggcg gataaattag gtatttcgac aaatggaaaa gagatagagg acattgcaga
   581221 agaaatctat ggaacgaaag taagagagga agcagggaag ttaggtattt caccaaaagg
   581281 aaaagagata gaagtgttag cgcaagaagt gtacgaacaa aaagtacagg aagaagcaaa
   581341 agaatatcat atcgatttgt atgggaaaga tatatatcaa gtattaagcg aaattaatga
   581401 acaaaaagtg ttacaaatgg cagatgagct taatatggat aaaacgaata tgaacgttca
   581461 agaattagca gaaaaaataa aaaaggatca gcctgaaaaa ggaaaagaac taaattttgt
   581521 accagtgatt cgaacggatg cggacgcgtt ttattcttat ttaacgaact aaaaagggag
   581581 tgaaagtgat acggaagttt aagtggtata tatgtatggc tttactcggt atagcagtat
   581641 gggggatcta tacaaatgga attacaaagt atgtggagaa attaacattc ttcaatatac
   581701 aaagtggaaa acaagtggag tttaatcgtg atgaaaaggt tatcttatcg aatgtacctt
   581761 tcattcagca attaccagag ttagatagag gctgtgaagt gactagctta gcgatgatgt
   581821 tacaatatgc aggcattaca gtggataaga tgaaattagc aaatgaaata aagaaagttg
   581881 attttatgaa cgatggtgta cgtgggaatc cgaatgaagg atttgtagga aatatttata
   581941 ccttttctga atctggatat ggtgtatatc acggaccact ttttcagtta gcgaaaaaat
   582001 atttacctaa taaagctgtg gatttaacag ggaagagtat agaagagctt tataagagtg
   582061 taaaagcagg acaaccggta gttatcatta cgaatgcaac atttgcgcca ttagatgaag
   582121 atgaatttac tacatgggaa acaaataacg gagatgtttc tattacatat aatgaacatt
   582181 gcgttgtact tattggatat gatcaggaat ctgtatatat tcgggatcca cttaaggata
   582241 gcttagatgt aaaagtgccg agagaaaaat ttgaacaggc atgggtgcaa atggggagtc
   582301 aggcgattag ttatgtgaaa agatccaaat gaactagtaa ggaaagaaat gtaaggaatt
   582361 gtaagcggat tttttgtagg cgtttttttg tacagaaata agagaacttg agcttattct
   582421 ataagctcaa gttctcttat tttttatgat taaatcttta gaaggagtga atatgtaaaa
   582481 atgcataatt gacaaaaata ttacatgtta tcattatata ttgttttata tatgtcactt
   582541 gtataaaatt acacaagtat tcacattaca taaaggaggc ttattatgca aaaaatattt
   582601 aactgggtta aatgtatgag tatcaagaaa aaattaatca tttcattttt tcttatttta
   582661 actataccag gacttattat cggtggtgtt tcatatcaaa ctgccaaaac aaattttgaa
   582721 caacaaatca caggtaaagc aaaggaaaat atttcgattt taaatactgt tatttctcaa
   582781 aatatagaag agaaatttgt tgatgcagca tactttgcgg acatcttaac agaggataca
   582841 tatccaaacg gacaagaaga aatagtaaga acgaaattag cgcaatatat aaaacttcat
   582901 ccagaagtag aaggtattta cattggaacg cagacgggaa agtttataag agaaccattt
   582961 atccaaatgt ctgatgggta taatccaaca gatagagatt ggtataaaga agcacatgaa
   583021 aataaaggga aagtaattgt tactgcgcca tatcaatcag catctacaaa aaatatggta
   583081 gtgacaattg ctaaagaagt aaaagatggt aaaggtgtta tagggattaa cttaaattta
   583141 gataacattt taaaaatctc caaaatgatt aatattgggg aaaaaggtta tgcagttatt
   583201 ttagatcaaa ataagcaaat tgttagtcat ccatctagaa aaccaggtgc aaaagttact
   583261 gatccttgga ttaaaccaat ttatgaagat aaacaacgaa atgttgctta tacagaaaaa
   583321 gatgataaaa agaatttaat ctttgcaaca aatgagaaaa cgggctggaa agtagttgga
   583381 gtcatgtttg atgaagaaat tacccaagct gcgaatccag ttttttataa gacttttatt
   583441 gtcattgcta tcgctattgt atttggcagt gtattaattt atttcatcac aaagtctatt
   583501 acaagaccat taagaaaaat agctgactcg gcatataaaa ttagtaaggg agatttgacc
   583561 gagaaaatta caattcattc caaggatgat atagggaaat tagggaattc ctttaatgaa
   583621 atgtctgcct ctttacaaga tgtgattact caaattagtt tttcagcaga gcatgtcgct
   583681 gcatcggctg aagagttaac agcgagcgta cagcaagcaa atgatgcgac agatcaaatt
   583741 acaattgcaa tggaacaagt atcaggtggg gctgaatcac aaagtcaagg tgttgaagaa
   583801 ggtgcggcta cattacaaca agtaaataca gcaattcaag atgtaaacgg aagcgcggaa
   583861 tcgatttcta tctcctcatt gcatgcgaga gagcgagcta aagaggggga agacttggtt
   583921 gaacaaactg caacacaaat gcagtctatt tctaggtcgg tatccgagtc ggacgctatt
   583981 attaaacttc ttgatgagaa atcaaagcag gtaggagcta tttctgaagc aattcaaaat
   584041 atcgctactc aaacgaacct tttagcttta aatgcggcta ttgaagcagc aagagcaggt
   584101 gaacagggcc gagggtttgc tattgtagca gatgaggtta gaaaattagc ggagcaatca
   584161 ggagaatcat ctggagagat tgcgaattta attgcagaaa ttaaggctga tattgaacat
   584221 actgttaagg cgatggataa tgtgaatgga gaagttcaac aaggtcttga tgttgtaaca
   584281 aaaacgaaag taagttttac ggaaatttta agttctacta cacatattgt ttctcaagtg
   584341 aatgaaatgg tagaaacaac gaagagaatt gctggagatg caaatgaagt gacaaatgct
   584401 attgatgaaa ttgcagcggc tgcagaagaa aatacggcta gtatgcaaag tgttgctgct
   584461 tcaacagaag aacaagtgaa ttcaatggaa gaaattagtt cagcttcgca aaacttagct
   584521 gagatggccg aagaactaca agcgatgact agtaaattta aagtataata acagcagata
   584581 agtaaggtga gaataatatc accttactta tttttctatt cagcaattag gggagtcatt
   584641 aacgggatga aaaaaaggaa aagactatgg aatttatgga aaacgattac attgttagtt
   584701 tgtacagttg taattttttc tttacttgtg acagatatat taattagtca caatgtagaa
   584761 cggacaacgg aggatagcca agcagagaaa gcaaaaacaa ttgcacacat tgtggcgaat
   584821 gattcaattg taatcgatgg tttaattggg aaagcagata cttctgcaat tcaaacgtat
   584881 acaaatagaa tattaaaaaa cacaggtgtt caatttattg tagttatgga catgaatgga
   584941 ataagaaagt cacatccaaa tcctcaaaaa ataggtcatc attttattgg gggagatgaa
   585001 ggacctgcat tgaaaggaaa ggaacatgta tcgctggcag aaggaacttt aggtatttcc
   585061 atgcgagtgt ttgtaccaat attttctgaa acaggtgaac aacttggagc agtggctgtt
   585121 ggtatttcag cagataatgt aaaagagaga gttaaggaaa gtagacatat catttatatt
   585181 ggtgtcggag ttggtgtatt agtcggaatt ataggagcaa tattgctagc tagacatata
   585241 aagaaaagtt tattcggtct tgagccgcac aggatagcaa aaattcttga agaaagaaat
   585301 acgatgctac aatctgtaaa ggaaggtatt attgctgtag ataaagaggc tagagtaacg
   585361 ttaattaata atgaagcgaa acgtctattt aaaaaaagcg gacttgaaga agattttatc
   585421 ggtaaagatg ttgagttgta tatgccaaat tcacgtataa aagaagtatt gcaaacggga
   585481 gaagtacaat taaacgaaga acaaaatatt tacggaatta cgattgtgac gaatcgagtt
   585541 cctttatatg taaaagaaga aatagttggt gcaattgcaa catttcgtga taaaacagag
   585601 attagaaaac tagcagagga actaactggt attagactat atgcagaagc attacgggca
   585661 caatctcatg agtttatgaa taagatgcat gtcgtattag ggcttacaca tatgaaacag
   585721 tatgaagaat tacagaagta tataagcggc atggtatcag agcatcaata tgaaattggt
   585781 ggagttatga aaagaataaa aagtccagta tttgctggtt ttttactagg taagctcagc
   585841 tatgctagag agaaaaatat aaaattaatt ataagtgaag attcttatat gccagaaata
   585901 gatgatgaaa gtattactca tgaacttatt acgattgtcg gaaatttaat tgataatgca
   585961 ttagaggcag ttacgaattg tgaaaagaag cgagttgaag ttaagataca acatgaggat
   586021 atactaacta ttacagtaca agatacggga aaaggtatac aagaaaaaga aatagaggaa
   586081 ttatttacga aaggttattc cacaaaggga gataaccgcg gttatggttt gtatcttgta
   586141 aaagaaagta tacagcgaat aaatggggaa attcatatgc attcattagt aggtaaggga
   586201 acaacgataa caattgaaat acctaaaggt agggatgaga ggcaaatatg attaaagttt
   586261 taattgtaga agatgacccg atggtagcaa tgctaaatac gcattattta gagcaagtag
   586321 gaggatttga acttgttcaa gcagttaatt ccataaaatc ggcgatagaa gtattagagg
   586381 aatcacgaat agatttagtc ttacttgata tttttatgcc tgaagagact ggatttgagc
   586441 ttttaatgta tattcggaat caagaaaaag aaatcgatat tatgatgatt tcagctgtac
   586501 atgatatggg gagtattaaa aaagcattac aatatggcgt agtagattat ttaattaaac
   586561 catttacatt tgaacgattt aaagaggcat taactatata tcgagaaaaa cttactttca
   586621 tgaaagaaca acaaaaaatt agtcaatcgg aattagattc gttaatttta caaaaagaaa
   586681 aaagggagcc tactgtcacg aaagagcttc cgaaagggtt aacgaagcaa acgttgcaat
   586741 taatttggca gaagatcgag tcgttgaatg gaagagtgtt tacaacagat gaaatggcac
   586801 aattagttgg aatttcaaga gtttctattc gaaaatatgt aatgtttttg actgacattg
   586861 gggtgttaga aaacgaaatg atgtaccaac atgtgggaag acctgtaagt aaattaagat
   586921 gtgttgatca aaagaaaata gagttttacg tataagcgac ttaatataag tcgcttatac
   586981 tttttttaat tacaaaatca attacaaaac ttacaaaaac tatttttact attgaaagcg
   587041 ttttaatatt gttattaaga aaacgagggg gtgccatatg ggaattcaaa agaatgtgga
   587101 agcggtatca ttttctgaag gaaatgaagt acaaagagaa tctttcgctt ctaaaattat
   587161 gaatgtaaaa atcggtgtta tacctttacc gttatatgta gtattggctg ctattattta
   587221 tggggcatct gtatataata aattgccagc agatatgatt ggtggatttg cagttattat
   587281 gatcatgggg attttcttag gcgatattgg gatgagaatt ccaattttaa aaaatatcgg
   587341 cggtccagca atactttcgt tatttattcc atcattactt gtatttttta actggatgaa
   587401 tccagcttca atggaagctg cgactatgtt aatgaaaaaa tcgaactttt tatatttata
   587461 tatttcttgt ttagtagtcg gaagtatttt aggaatgaac cgtaaagtgt tagtacaagg
   587521 tttcgttcgc atgtttattc ctttagtagt agggacgtta gcttctgtag cagtagggtt
   587581 attggtcggt tcattatttg gatttgaaat gaagcacaca ttcttcttta tcatcgtacc
   587641 aattgtgagt ggtggtatcg gggaagggat tttaccattg tcgctagctt atagtgatat
   587701 tttaaatgaa tcatcagcga cgtttgtatc acagctaatt ccagcagcta ttattggaaa
   587761 tatgttcgca attgtaagtg cagggtatat gaagcgttta ggtgagaaga aaccggagct
   587821 tagtggtaac ggtgtattag tgaaaacaga caatcaagca gaattattaa aagaacaaaa
   587881 tacagagaag ccaattgact tctcattaat gggagcaggt ttattaattg cgtgtacgtt
   587941 cttcatcttc ggaggatttg cttctaagtt catcggtatt cctggggcaa tcattatgat
   588001 tttttcagca gcacttgtga aatactttaa attaatgcca gcaaaaatgg agcaaggagc
   588061 attccattta tataaattta tttcgaagaa tttaacttgg ccgttaatgg ttggactagg
   588121 attgctatat attccgttaa aagacgtagc agcagttctt tcagtaggat atgttgttgt
   588181 gtgcgcatcg gttgttctta caatggtagc atcaggtttt cttgtaggga aagtgatgaa
   588241 gatgtatcca gttgaatcgg cgattgtaac tggatgtcat agcggtttag gcggaactgg
   588301 agatgttgct attttatcgg cttcaaatcg tatggaatta atgccgttcg cgcaaatttc
   588361 aactcgttta ggcggggcgg caatggttgt aacggcgaca atattattaa aaatgttttc
   588421 atgatcaaac aagctagcta tattcgtata gctagcttgt caaattaagg ggagattata
   588481 agtatgttag caaatcaaat taatgaaaga tcattgttat tgcataaaga attagtaggg
   588541 aaaattgaaa ttacaagtaa agtggaggta aattcagcgg atgatttaag cctgacgtat
   588601 acaccaggtg tagcggagtc gtgtaaagcg attgcggcag atgaagaaac agtgtatgac
   588661 tatacagcac gtgggaatat ggtggcagtt gtctcagatg gaacagcggt acttggttta
   588721 gggaacattg gaccaaaagc agctatgcct gttatggaag gaaaaagtat attatttaaa
   588781 aaatttgcga atgtagatgc tttcccgtta tgtttaggga cgacggatgt ggatgaaatc
   588841 gttacccttg taaaaaattt agagcctaca tttgcaggga ttaatttaga agatattgca
   588901 gcaccgcgtt gttttgaaat tgaaaaacga ttaaaagaag aaacgaatat tcctgtattt
   588961 catgatgatc aacatggaac agctatcgtc gtcttagcag ctgttattaa tgcattaaaa
   589021 gttgttagca aacaaatgga tcatgtgaaa attgttatta acggtgcggg ttcggcagga
   589081 attgcaattg gaaaattatt attaaaggct ggtgcacagc acattacatt agttagctta
   589141 gaaggtattg tttgtgaagg tgaagcatgg atgaacgaag cacaaattga agtttcaaaa
   589201 aagacaaatc gagaacatgt gcgtggaaca ttaaaagaag cgattcatca ggctgatatc
   589261 tttatcggtg tatctgcccc taacgtatta acgaaagaac ttgtacagat gatgaatgag
   589321 aaagcaattg tgtttgcaat ggcgaatcca attccagaaa tcttccctga ggatgcatta
   589381 gaggctgggg cagctgtagt aggaaccggg cgctcggatt atgcgaatca agtaaataat
   589441 gtattggcgt tccctggaat attccgaggt gcgttagatg tgcgcgcgac tgatattaca
   589501 gaagaaatga aattagcggc agcatatggg atcgctaaca tcattacgga cgaagaacgt
   589561 aatgcgaatt atgtaatccc gaatccatta gataaaagag ttgttccaag tgttgcggaa
   589621 gctgtagcga aagcagccat tgattcaggt gtagcgcaaa ttatgaaaat accaagttat
   589681 taatagctaa aagcagtgcc taaaaggcac tgcttttttg agataagaaa tcaaataatg
   589741 aagaagtgta aaattattta tttatgtttc ttcactattt atttaattct attgcaactt
   589801 gtttaccatt tactaaaacc tcagttactg ctacgatcac ttctatcatt tttttcatct
   589861 ctcatctctc ctcgtgtcat ttcttatttt aagtataaga gaagagagtt acttcaacta
   589921 tcgaaataca tgacgtagaa attacattgt tgtaagaaag tgttttagtt ttgtcacttt
   589981 actcagcagt aattacaaac tgatcataat atttttcatt cacatatata tttaataccc
   590041 ataaaccaga ggaaggtagc gacatagtaa gcgggagttc gtttgtagta gaatcaatcg
   590101 tgtttgaagt agtccaagtt ggttcggaag attcttgttg aaagagtaag ggtgttggag
   590161 ttactgatcc ttgctttagt gcaataatag atagttttcc agttggcatt tctggatcta
   590221 aaaagtacca cattatttca tttttttcgt ttgcgataat agggctatca gccattgcaa
   590281 ttttttcttc aattcctttt aaaggtattt tttcttgtat gaaggagggg gtttcttccc
   590341 aatttacatc ttttaaaacg ctaaggtgaa agaaggaagg tgcattaact tgagtggatg
   590401 acgttgcgat agcttctttt ttaggttttt ttaaatcagg ttgcgcttgt gtgcatccag
   590461 cgatgagaat ggagaaaagt aacatagttc cgattttttt catggtgcca cactcctaat
   590521 tttgattgtt agtgtaattg tatttgccag aaagcgggac aattccttta aaacgtcaaa
   590581 agaggtcgta agttttgtac gaccactttt gacatttttt atatttgttc agttgaaaag
   590641 gtagcttcat tttctttttg cggcatcgtt aagaaaataa cagaaagaac gatacatagg
   590701 ccgcctagta attgataggc tccaaaggat tcattcagcc aagcgattga aacgatagct
   590761 gctacaagtg gttcaatgct agataaaatg cttgtttcag ttgcggctaa atatttcaaa
   590821 ctaccgatat aaagaaggaa agaaagagtg ccacttatga tgattagaat aagcattgaa
   590881 aaagttttta gtgtaaaagt ttgcgaaagc tgagtccatt caaacgagcg attacaaata
   590941 agcagggcaa tgcctccgat taacatcccc catccaatta ctacaattgt tccacattct
   591001 ttaataagag aagctggatg aagggtataa aatgcaaatc caattgctgt taataggcca
   591061 aaaataatcg cttctttcga taaaacaata ttttcaatgg aaccgttcgt aataataaag
   591121 tacgtacccg ttagtgcagt tataattgcg agtagttgta tgggagcagg ggattttcgt
   591181 tgttcaaatg cgacatacat ggtaataaga acaggaccta gaaattgaaa tagtgtcgct
   591241 gtgaccgcat tactaatatg aactgtttcg ataaaggcat attgcgcacc gagcatgccg
   591301 agaatagaga aaataataag ttgtatagaa tatctagggt gtttccaaat ttgaaatatg
   591361 ttttgtttct ttatcagtaa gaaagataaa ataaatattc ctgcaagcaa caagcgaatt
   591421 gttaaaaaat caactgatga tacgttagta tgttgaaata gccactgaat catagggcca
   591481 gataatcccc ataaggtagc tcctgtaata atcataatga gtccaattcg tctactgttg
   591541 ttcatgatca tgcatctcct ctcgagtatt tgattttttg tgtgtgacat gataaaagga
   591601 attatatata acttctggta ctgtaaaaag tatcagattt tagttttatt aaggggtcag
   591661 atattatgtt agaattaacg cctaatttaa atatgaatag taaaaaggca ttgtacgtgc
   591721 aattgtatga gtatataaaa aaagagatta aggatggaac gatttccgct tttacaaaat
   591781 tacccgcaaa gagaaagctg gcgggctatt tacaagtgag taagaataca atagaagcgg
   591841 cttacgagca attacttgca gaaggttaca ttgagtcgat atcaagaaaa ggttattttg
   591901 tatgtgaatt tgaacaaatg atggatgtag aaggaagtga agcagaagta gaagaaatac
   591961 cgtttcggga ggggaactat acattcgatt tcacccaaac aggggttgat acgaatactt
   592021 ttcctttcac tacgtaccgc aagcttataa atgatgtatg gcagccgcat aataatgact
   592081 tgctttttct tggacaccct caaggggaat taagcttaag agaggaaatt gcgaactatt
   592141 tgtatgaatc taggggtgtg cgttgctcag ctagtcaaat tgtattaggg gcgggaacac
   592201 aaatattagt gaagttactt tttcaattgt tgaagggaag taattatgct gttgaaaatc
   592261 cagggtacca taggaaaatg gtcgtttttg aacagggaga aaagaaggtt caaatgttgt
   592321 ctttagatag ggacggaatt tgtatggcag atttagaaaa tagcgatgca aatgttgtat
   592381 ttgtaacgcc ctctcatcaa ttcccatatg gaatgattat gcctattacg agaaggacgc
   592441 agcttttaca atgggcgaag aaagaagaag acaggtatat tattgaagat gattacgata
   592501 gtgaatttcg ttattcagga aggccaattc cggcactaca agggttagat acagatggga
   592561 aagttattta tatggggacg ttatcaaaag ctttgttgcc ctcattacgg atgagctata
   592621 tagtattacc gaagaattta attaaaaagt atcaaaaaga atatttgttt tatacacaaa
   592681 gtgtttcaag aatggatcaa gaagtgatta gaaagttttt aaatgaaggt tattgggaaa
   592741 aacatattca taaaatgcgt gttgtctacc gaaaaaagag ggatcgactc gtctttgaga
   592801 tagagaagta tttctctaat cgtgttgagg taataggaga agattcggga ttacacattt
   592861 tattaaaagt gcataatgga atgcgagaag aagaattaat taaagcagct gcaaaatata
   592921 gtattaaaat atatcctttt tcgacgtact acaaagacga tactgcacct gaaaatgtag
   592981 ttttacttgg atttgcgata ttatcagagg aagaaattgc gaaagcgatt caattattac
   593041 ataaggcatg gtttacaaga aagtaaaaaa acatcctcca aacatgagga tgttttttat
   593101 tatttatttt catctaagaa taagaccata tgctcttcgt cccaatattg accattatat
   593161 tttaatgaac gttcttgtac accgaatgtt ttaaatccta atgattcata aagttttttt
   593221 gctccatcgt tgccaacaac aacatcaagc ataacttgtt ctacttctaa agatttagca
   593281 agttcaagac attctttaat aagtgctttt cctgctccaa gtccgcgtgc ttttggagac
   593341 acatatacag aaccgatttt agctttatgt tcttgtttta catatggttt cgtttccagc
   593401 gttgcaaccc cgattaattt tccatcttta aatgcaccta gcgtatagtt ttcatcttgt
   593461 gctaattttt gtgctttata ttcaatcgca cactctttat taataatatc ttcataagaa
   593521 gagctgaaag cttcagggtt ttgctttaat ccttctacac gaagttctaa gtaaatttcc
   593581 gcttcgtctt ttgttaatac atggatatcc aattatatca ccctccaaat ctttgacaaa
   593641 tgtatcttta ttttatattg aaataagaat aatttcaaaa gcttagctta tataagctaa
   593701 ttttatgaac aaaataacac cagtagtttt tactactact ggtgttttca cacacatatt
   593761 attcaaaagg tagctcgatt ataaagtttg ttcctacgtc taatttgctt gttactagaa
   593821 tggaaccgtt atgcaattct acaatttctt tagcaacagc tagcccgata ccttttcctc
   593881 cagtagctct tgttctggat ttatcaacac gataaaaacg atcaaaaata tgcggaatat
   593941 ctccttcagg aataccttct ccttcatctt gtacacttat tgtaaaagaa tttgtttctg
   594001 cgagtacgcg tatcgtaata gtagtgtttt ctagtgagtg ttgataagca ttgtgtaata
   594061 aatttaacat aacttgttcc atacgtcttt cgtctatgca aacttctaaa tcatctttgc
   594121 aatatacatg aagttgcatt tgtttatttg ttaatgttgt ttttgttttt tcaaccattc
   594181 gttctaaaaa tggtctaaga agtacttttt gtttttttat aacaaactgg tgttgttcta
   594241 attgcaccag cataaataaa tcttggacga gatcggttac actatctgtt tcatcctcga
   594301 tgatttgcaa gtattcttca cgctcttctt tcgttaaaga gtctctcttt gccactttcg
   594361 cataaccttt catataggtt aatggagtta ataattcatg agcaacacta gcgagaaact
   594421 cacctctttc ttttttcata taagtcagtt cactggataa atcctcaatc gtttttgcta
   594481 agcttccaag ttcatcattc cgtttaatac ccaattgaat tggcttattt aattttgaca
   594541 ttttttctgt tgccctcttc attttgataa gtggttctgt aatgacacga gaaaaaataa
   594601 agacagaaat agtcgttaaa ataatcgtca aaacactaat aataagaaat tgcttcatga
   594661 gtttaagtaa catgttttct aagaaagatg tttttaataa catatataac tttccttgaa
   594721 actctgttgt gtgaattggg cttaccgttg taatgaattt tgattttttc cagttctttt
   594781 cgacaattaa tccgtctttg gggataggtt ctgttttaca agtaagttgc ttttgcatcg
   594841 cctttgttac gggttctgaa gtggaaatga tttttccatt attgtccgtt ataatgattg
   594901 ctatgtcaga gttagaaatt gattctgatt caactaagtg ttcagcctca tccgcgatat
   594961 cgaaatctgg gtatatagga cgattaggat ttttattgta ttcagtgcgt tcgatgtttt
   595021 tcttttcttg agcatgtgca ctccacttag cacgtcttgt aattttgtta ctatagcgat
   595081 tacctttttc taaaagagcg agtgtttcct cttcaatgcg cattttggaa atacttttgt
   595141 aaaaagatac gaaagcaatt gtttcaatgc ataaagctaa tattaaaaag tatgtcccga
   595201 ttttaagtga aagtttactc attttctcac cataccttat tcataataaa gggtcagtgg
   595261 tatactagtt tccactgacc gaagtgatta ttcacttttc catttatatc cgaccttata
   595321 aacagtttct aagtaatttt caactggaaa tccttttttc cgtaatttat cgcggatatt
   595381 acgaatatgt gaatcgattg ttctatattc aatatctgtt tcatagcccc aaattttctc
   595441 gattaaatca tctcggctat aagcacggtt tgtattttgt aaaaatagtc taagtaacga
   595501 aaactcgata ggtgttagtg agattttctc atcataaact gtgacagtat gtttcgtttt
   595561 atcccactca ataccattga agctgacaaa tccatctttc tttgtacgac gtaatatagc
   595621 ctcgattctt gcgactaata catgttcatc aaatggtttt gtaatatagt catctgcgcc
   595681 catagtaaga cctttcacca tatcgtaatt ttgattacga gctgttagca ttataattgg
   595741 aacgttggag atttgccgaa tttgatagca agtatcccat ccatccatat tcggcatcat
   595801 aacatctaac aaaataatat cgaagtcttt ttgttctatt aattttagtg cttcaaggcc
   595861 agaggtagct ttcatacaaa aatagccgcg agggcttaag aacagatcta ataatcgtaa
   595921 catacgttct tcatcgtcta ctaataaaat ttttaccata atcttgtgca ccccaaactg
   595981 ttcattctac ttgtatagtt tacatgaaaa taataaaaaa ctctttttat gtgattgagt
   596041 ggaggagtta tttttcgctc agagtaattg acataaaaaa tgcactagtt ttgcacaact
   596101 attttttata atagaaaacg tagcgacaca aaatacccta tgttgcgaca taacgtcatg
   596161 tcattttatt tataaaatga caattccatt ctattgtgta tgtgagatag agagggtttt
   596221 cgtattcacc tcgcatcgga taagaaaaat ttcctatctc acactttttt taaaaggaga
   596281 tcatacacat gaatccaaaa gaagaaattt caaaaaaaga aaagcaagat cgtaatacgg
   596341 ttgtcatgtg cattgccgta tctatggtta ttattataag ttgtgtaaat aaaatttggg
   596401 ggattttata atatataaaa gctcattgct ccttaagaag caatgagctt tttttgatta
   596461 ttaggggaat agctctatat aatgaaccaa ggtaaaattg ctaatccaga agttataatt
   596521 gctgtagtaa atattaaaag catagctcgt ttgttttgtt tcatgtcaca ttctcctcta
   596581 catatcaagt acatgcgatc agcgtgggat gtagttcccc actgagtaaa gtttcacttt
   596641 atatttttag tataatgaat ggaaaggttt ggtacgatcg ataaaggtga catgaagatt
   596701 acattgttgt aatgaaaaaa gcatctttct taatacaaag atgcttttgg aaaaatgccc
   596761 tactgagtaa agtttcactt tatattgaag tattaatcat ttaagaacag aaccatgtgt
   596821 tcctcgtccc aatattgacc gttatgtttt aaggaacgct cttgtacacc gtaagtttgg
   596881 aaacctaatg actcatatag tttttttgct gcatcgttac cgactacaac atcgagcata
   596941 agttgttcta cgtgtaattt atcggcattt tcaataattg ctttaataag agctcgtcct
   597001 gctccaaggc cacgtgcttt aggggaaaca aaaacggaac cgattttcgc tttatgttct
   597061 tgtttaatga aaggctttgt ttctaaagta gcaatgccga ttaaatcttt atctttgaag
   597121 acccctagag tatacttatc cggattgctt aatcgttttg ccatagcagc tacaggatcc
   597181 tcatgtttca aaacatcttc ataagaagag ctaaaagctt ccgggttctt cgttaaacct
   597241 tccatacaaa cttttaaata tatttctgcg tcctctgtcg ttaataagcg aatttccatt
   597301 gttgtaacct ccttgggtga ttttaaataa aataaatcca ttatttttat aagaatgtgt
   597361 atgcgttttg ttagcagtct cttttaatgt gtaaaagaat gaaaagatat atgctacaat
   597421 atttgtttta atatgtaatg aaattatata ttaactttat taactattca agtgtttaat
   597481 atattacatt tttataacta aaataactcc tcaaccgagg agttatttta gttattcgat
   597541 tgataaccat caattcgatg tggatgtgtg taaatattgc aggattcatt tctaataaat
   597601 cctacgactg taatgcctaa atcatgggcg agttgcaatg ctagttttgt tggggcggac
   597661 ttagatagaa caatttcaca tccgattttt gaaactttga gtaaaatttc ggatgaaata
   597721 cgcccgctaa atgcaatgat ttttccttta acagatatat cgttacgcaa acaatgtccg
   597781 tatattttat ctaatgcatt atgtcttcca atatccattc ttgataggag aatattgttc
   597841 cgatcacata gcgcggtatt gtgaacaccg ccggtttggc gaaatgtagt ggaagattgt
   597901 tgtaaagtat tcattaagtg aaaacattct tcaggagtaa ttgtcacatg tatattatgt
   597961 aaattttttg cttttgcggc atcgttagcg aaaataaaac cttgtctacc ttttccgcag
   598021 caagaagtga tgtatcgttt attatataaa ttttgataga gcggatttac tttggatgat
   598081 gttacatgga caattccgtt atctttttga acccatagtt ctccaacatc tttataggaa
   598141 gaaataattc cttcagaaat taaaaaacca attaccatat cttcgatgta atttggtgta
   598201 catacgactg ttacatactc ttcaccattt aatttaatag tgataggaga ttctgtaacg
   598261 atttcatcaa tttgttttga aaatgtacca gagtgatagc gtacaattgt ataagtctct
   598321 tgcgtaggcc ccatacgaaa ttcccctttt atatgtattt tctcccacat tcatcataaa
   598381 acattgaaaa aataaaaaca tctattagaa ggaaggtatc agattatttt ggttattatt
   598441 gtatatatac gatataatag aaatgtagaa tagtgaaatt ttcaagcttt cgtattgata
   598501 ccttataaac atctagaatc gacttcataa gaaaagtatt tgagcagggc gtttcaaaaa
   598561 tatgtacagt actctattta tgaaaacgga ttcataaata gagtgctgta cagttggttg
   598621 taaggagagg ggaaactatg gcagaacaga cagtccgtgt aaccgtagat ggtaaagagt
   598681 tttcagcatc aggtgaaaag acgatactac aattatttaa cgagagtaat ttggaacatc
   598741 ctcaaatttg tcatgtacca gaagtagatc caattcaaac ttgtgatacg tgtattgtag
   598801 aagtagatgg gaagttaatg cgtgcttgtt caacgcaaat agagaatggt atgcatattg
   598861 aaagacagtc acagcgtgca aaagaggcgc agactgaggc gatggatcga atattagaaa
   598921 accacttatt gtattgtact gtatgtgata acaataatgg taattgtaag gtccataata
   598981 cagtgcatat gatggggatt gaagaacaga aatatccgta tgagccgaag gtaagtgctt
   599041 gtgaagtgga tatgtcacat ccgttttatc gatatgatcc aaatcaatgt attgcttgtg
   599101 gacagtgtgt agaagtatgt caaaacctac aggttaatga aacgatatcg atagactgga
   599161 gcttagatcg tccgcgtgtt atatgggatc atggtgtaag cataaatgac tcatcttgtg
   599221 tgagttgtgg gcagtgtgta acagtatgtc catgtaatgc attgatggaa aaatcaatgt
   599281 taggtgaagc tggattcatg acaggattaa aaccagatgt gttagatccg atgattgatt
   599341 ttgtaaagga tgtagagcct ggatatagta gcattttagc agtttcagaa gtagaggctg
   599401 cgatgcgtaa gacgaaagtt aataaaacaa aaacagtttg tacattttgt ggtgtcggtt
   599461 gttcattcga agtatggacg aaagatcgcc atatactaaa agtgcaacct gtttcagatg
   599521 caccggttaa tggtatttcg acatgtgtaa aaggtaaatt tggatgggac tttgtaaaca
   599581 gtgaagatcg cattacgaag ccattaattc gccaaggaga tatgtttgtt gaagcttcat
   599641 gggaagaagc actagaagtt gtggcttcta acatgcagca tattaaatca gcatatggca
   599701 gcgatgcatt tgggttcatt tcttcttcga aagtaacgaa tgaagaaaat taccttatgc
   599761 aaaaactagc tcgtcaaata tatggaacaa ataatgtaga taactgctcg cgttattgcc
   599821 aatctccagc aacagatggt ctatttaaaa ctgtcggtat gggcggcgat gctggaacag
   599881 tgaaagatat agctgaagca ggtcttgtca ttatcgttgg tgcgaatcca acagaaggac
   599941 atcctgtact tgcgacacgt gtaaaacgtg ctcataaatt acacgagcaa aaactgattg
   600001 tagcagacct tcgtaaacat gaaatggcag agcgtgcgga tttatttatt cacccgcgcc
   600061 aaggtacgga ttacgtatgg cttgctggga ttacgaaata tattattgat caagattggc
   600121 atgataaaaa gttcatagct gaaaacgtaa agaattttga tgaatatagc aaaatggtag
   600181 aaaaatatac gctggactat acagagaaaa ttacagggat ttcgaaagaa aatctgaaag
   600241 aaatggctcg tatggtatat gaagcagacg gtacttgtgt actttgggga atgggcgtaa
   600301 cgcaaaatac aggaggaagt acaacgtccg ctgcaatttc aaatttactg cttgttacgg
   600361 gtaactatcg tcgtcctggt gcaggtgcat atccattaag aggacataat aacgtacaag
   600421 gtgcttgtga tatggcaaca ttaccaaact ggcttcctgg ttatcaagca gtatcagatg
   600481 atacgcttcg tgctaagttt gaaaaagcat atggtactac tattccgaaa gcaccaggat
   600541 taaataatat tgcaatgtta cttgcggcag aagaaggaaa actacgtggt atgtatgtca
   600601 tgggtgaaga aatggcttta gtcgattcaa atgcgaacca tgtacaacat attttagcga
   600661 atttagattt cctcgttgtt caagatatgt tcttatcaaa aacagctcgt tttgctgatg
   600721 ttattttacc agcagcacca agcttagaaa aagaaggaac atttacgaat acagaacgcc
   600781 gtattcaaag attatatgaa gtgttgaaac cgcttggtga ttccaagcca gactggtgga
   600841 ttttacaaaa agttgctcgt gcactgggcg gggattggaa ttacgaaagt ccaagtgaaa
   600901 ttatggacga aatcgcatca cttgcaccgc tatattctca agcaacgtat gaccgcctag
   600961 aaggttggaa tagtttatgt tggggtagtc atgatggtag cgatacacct ctattatatg
   601021 tagatggatt taacttccca gataagctcg ctcgtttatc attagatgaa tggataccgc
   601081 cagttgtagc gccagatgag tatgatctac ttttaaataa tggacgcatg ctagaacatt
   601141 tccatgaagg gaatatgacg aataagtcgg ctggtatttt atctaaagta tctgaagtat
   601201 tcgttgagat ttcacctgaa ctcgctatag aacgcaatgt gaaagatggt ggtcttgtgg
   601261 aattagcatc accatttgga aaaattaaag tacaagcact tattactgat cgtgtaacgg
   601321 ggaaagagct atatttacca atgcatgcaa cgataaatga agaagcgatt aatattttaa
   601381 ctgggacggc aacagacctt tatacgtgta caccggctta taaacaaacg atggtaaaaa
   601441 tgcgtgtatt acgtgaaaaa ggaaatcgtc cgttaccacc ttcaaacccg cgagataaaa
   601501 atcgtaatcc gcaaaatggt gttgaaatcg agcaaaagtg gcaaagaaaa caatacgtat
   601561 cacttgtgga ctagggggcg gagatagtgg caaaagaaat tactttaatt aaaaagaaag
   601621 ttgtaacaga ggaagaacag aaacagcaag tagcagatgc acttctcaat gagctatcta
   601681 ataatcgtga agcagtggaa gaaacgatgt agctgttagc acagttgcag aaggctggta
   601741 tattagatgc ggcgattagt ttacttgctg cgaaggaaga tgtttcaaag atcgctgtgg
   601801 agcaattaaa tcgtgaacca gttaaaaatg cactcaacaa tatgatgggg gcaggagaag
   601861 cattatcttc agttgatccg gaagtaacga aacaaattac atccagctta gttacgggat
   601921 tacaatttgc aacagatgaa ttaaatagtg gtaaaaaaac aaaagtgatg gatttcttta
   601981 aagtgttaaa agatccagat atcaatagag ccattacatt tggttttagt ttcttgaaag
   602041 catttggaca agggttagag aaaaaataga gtagatgaaa aaagtgatgg ggagtaacca
   602101 tcactttttt cattgtatgt ataagagtgt tcatgttaag cggaatatat tattattaaa
   602161 aagatgggtt agaaatggaa atatggaatc catctcaaat atcgttttag aatgtggagg
   602221 aatatatgca acaccgtaaa agactatcta taccaggggt aatgggacat tcctttcaaa
   602281 cagttaaatt tgctttttgg aatgtattaa cctttcaact tgcttataaa ttattagcag
   602341 cgattgtatt cgtcccgcta tttgggatca tttttaataa gttgttgtat tttggtgggt
   602401 atgcaaatgc gacgaatgat gaattattag cgtttttaaa gacaccatac ggcattttgg
   602461 caatcgtaat tttatcattg ttagcgctgt ttcttatctt tacggaattt gcggtgctta
   602521 ttattatttc gtactttgct cataaaaggc aaaaggtgag attacgtcca attttgtata
   602581 aaacagtaac gtatttacct actcttttca catattgctt accgggattt attttatatg
   602641 ctgtcgtatt attacctctt ttaaatatgg gatatgaaac agcattaatc ccgcaaattc
   602701 aaattcctaa cttcattaca ggagaactgt ttaagacaac gatgggacaa gtgggttatt
   602761 acacattctt tgctgtagtt gcgtatttga accttcgctg gatttttgtt ctacctattg
   602821 ttgttttaga acaaaagcca tttcgtgtgg cagcacgtaa aagtgcaaag ttagtaaaag
   602881 aaagcttttt taaagtacta ttctttttag taggattttt tatttcgata ggaattgtct
   602941 atgtcctatt tttaggaata tatttattat gtctatgggg tgtttatgaa tttacaaacc
   603001 caaaagggac atttgcatta ttagcggaat caacaatgtc tgtatttcta acgagtacat
   603061 tgtatttatt tagctttatc gtgacaccat tttatattat ggcgattacg cgattgtatc
   603121 tacaaaaggt tccagttgaa gatgttttat tagaagaagg attagattat tcgaaaacga
   603181 aagcagataa atgtttcttc caaaaacatc gttggaaatt tattggcgta tatattgtgg
   603241 gaattattac tgcgggaatg gttgttgcct tcattgtaac ctttattaca aatacgtata
   603301 aagaaccaat tattatggct catcgcggtt atatttcaaa aggtgtagag aatacgaaag
   603361 aagctttgca aggcgctatt gatgcgaaag cagactatgc tgaaattgat gttctgcaaa
   603421 caaaagacgg tgaattagca gttatacatg atttgaagtt gaaacgcctt gctaatgcta
   603481 atgttcacgt gtcagattta acgatggacg agttaagaca acttactctc agtcaagatg
   603541 ggttttcagg acaaataagt acacttgatg agattattaa gctggcaaaa ggcaaaatca
   603601 aactcaatat tgaagtgaag cttcatgggg gcgaaaaaga ttttgtaaac aaagtattaa
   603661 aaacgattaa agataatgaa tttgaaaagc aatgtgtcat tcaaacgtta cactatccgc
   603721 ttatcaaaga atttaagcgt gcaaatccaa atataaaagt aggatatata ctgtatgcaa
   603781 gtagagctca cttaaagaat gtgaaggctg atttttatgt agcagaagaa tacatgctaa
   603841 ataagaaatt agtaaaagaa gcaaggaagt taaacaagcc aatttatgta tggacggtaa
   603901 atgatatgga aagtttaaag ggatactata aattaaacgt agatggtatc attaccgatt
   603961 atcctgaaga tgcacgtgaa acaattaaga tgttaaaaga gcaagaagag gaagaaagtg
   604021 atctgtttga taaaattact gaaacaacag atgatttatt ttccaagtta tttataagtt
   604081 atccagctgc tagctaaatg ctagcagctg ttttttataa aaagaatata tctctaaagt
   604141 attgtgtaaa ttaataactg tatatgtata cgacatcatt ggggtttctt acattgttac
   604201 attattgtcg aataataaat gattggtact tattttgaag gagtataata aaaatagagt
   604261 gatagataag gggatgaaac gagaatccta ataaaatcaa tgttttatat atttacacta
   604321 ttctaaatat ataaacttta aaaaatgata tgttagcgtt ttcataactt ttaagttatg
   604381 ctagaataag gacataagtt attaattatt acaaaaagaa aaaagacttt cttttttctg
   604441 ttaattataa gggggcattt cattatgcgt attggggtac cagcagaaat taaaaacaac
   604501 gaaaaccgtg tggcaatgac accagcaggt gttgtacatt taattcgtaa caatcacgaa
   604561 gtattcattc aaaagggtgc aggtttagga tctggtttca cagatgctca gtatgttgaa
   604621 gcaggagcga aaattgttga tacagctgaa gaagcttgga acatggaaat ggttatgaaa
   604681 gttaaggaac caattgaaag cgaatacaaa cacttcagcg aaggtttgat cttattcaca
   604741 tacttacact tagctccaga accagaatta acaaaagcat taatcgaaaa gaaagttgtt
   604801 tctattgcat atgaaacagt acaattagaa aaccgttctc taccattact tgcacctatg
   604861 agtgaagtag ctggtcgtat ggctgcacaa attggtgcac aattccttga gaaaaacaaa
   604921 ggcggtaaag gtatcttact tgcaggtgtt ccaggggtta aacgtggtaa agtaacaatc
   604981 atcggtggtg gacaagctgg tacaaatgct gctaaaattg cagttggact aggtgcggat
   605041 gtaacaatca tcgacttaag tgcagaacgt cttcgtcaat tagatgatat tttcggaaat
   605101 caagtaaaaa ctttaatgtc taatccttac aatattgcag aagctgtaaa agagtctgat
   605161 cttgtaatcg gtgcagtatt aatcccaggt gcaaaagctc caaaacttgt aacagaagaa
   605221 atgattaaat caatggaacc aggttctgtt gttgtagata tcgcgattga ccaaggtggt
   605281 attttcgaaa caactgaccg tattacaact catgataacc caacttacga aaaacacggc
   605341 gttgttcatt atgcagttgc aaacatgcca ggtgcggttc cacgtacatc aactcttgca
   605401 ttaacaaacg taacagtacc atatgcagtg caaattgcta acaaaggcta caaagaagct
   605461 tgcctaggca actctgcatt actaaaaggt attaacacat tagatggcta tgtaacattc
   605521 gaagcagttg cagaagctca cggtgtagag tacaaaggtg ctaaagaatt attagaagca
   605581 gaaacagtat cttgctaata gaagcattat acaaaacaaa atcgaacaat atataaacca
   605641 acatgataag agctaagagt gaatatctct tagctcttct tggcaaaagg gggcatacat
   605701 cgtggccaac ctatttaaaa agaaatccgt tacgcaattg ttaggggaaa gtaaaagtaa
   605761 aactttaacg aaaacgctag gggcatttga cctaacaatg ctagggattg gtgcgataat
   605821 tggtacagga gtactagtat taacaggatt agtagcagca agagatgctg gtccagcagt
   605881 tattttttca ttcatgattg cagcgatcgt ttgtggattt gcagcgttgt gttatgcaga
   605941 agttgcatct acacttccgg tttcaggtag tgtgtacaca tattcatatg cgacaattgg
   606001 tgagtttatt gcccatctaa tgggatggac attattatcc gtatatgtcg taacaactgc
   606061 cgcagtagct ggtggatgga cgggttattt taataactta gtaagtggat ttggattaga
   606121 aattccaaca gagctgttaa agattccatc acaaggtggg attgtgaatt taccagcagt
   606181 agttattaca ttagttttaa cttggttact atcaagaggt acgaaagaaa gtaagcgtgt
   606241 gaataacata atggtattaa ttaaaattgg tattgttatt ttattcattg cagttggtgc
   606301 gttttatgta caaccagaaa actggacacc atttgcacca tacggtatta gcggaatctt
   606361 tgccggcgga gcagcagtat tctttgcttt cttaggattt gatgcattag caacttctgc
   606421 tgaagaagta aaaaatccac aacgtgattt accaattggt attattgctt cgttagttat
   606481 ttgtacaatt atttatgttg tagtttgtct cgttatgaca ggtatggttt cttataaaga
   606541 attagatgta ccagaagcta tggcatatgt attagaagtt gtaggacaag ataaagtagc
   606601 tggtgtaatc gcagttggag ctgtaattgg tattatggct gtaatctttg cttacattta
   606661 tgcaacgaca cgtgtattct tcgcgatgag ccgtgacggt ttattaccaa aatcatttgc
   606721 gaaaatcaat aagaaaacag aagcaccagt attctcaact tggttaacag gtattggtag
   606781 tgctttaatt gctggattta tcgatttaaa agaattgtcg aatttagcga atattggagc
   606841 gttattaaca tttgcgatgg taggtgtgtc agttattatt cttcgtaaaa cacatccaaa
   606901 cttaaaacgt ggctttatgg taccacttgt accaacgcta ccgcttattt caatcgcatg
   606961 ttgtctattc ttaatgttta acctgccatt aacaacatgg atttacttcg gtatttggtt
   607021 agcaattgga gtagttgtat actttgttta ttcgaaaaag catagtcatt taaaagacga
   607081 tggaagttcg caggataatt tagaacaagc taattaaaag cttaattaaa agggatataa
   607141 gtatagtaag ccttgtgcgt ctagggagcg cacaaggctt tttcttttgt gcaaagtgta
   607201 cattcttttt tgtatgagaa tgtaatggat gcggaaaata tgtgtagatc ttttaaaaat
   607261 gtgaacgaaa tgttcaaaaa aatgtatgag atttcattga cacatatgaa taggcgctca
   607321 tataataaaa gtataagata tatgaatagt tgttcatatg ttcaaataaa gaggtgagct
   607381 ataatggctg gaaataaagt agaaacacca caagagacat gttctcaaac gataattcat
   607441 gaagaagttg tggatcaagt aaaacaaaca attccaactg atgaaagttt aagtaaagta
   607501 gcagaattat ttaaagtatt aggtgatcgt acacgtacga gaatattaca tgcgttattt
   607561 gaggctgaaa tgtgtgtttg tgatttagcg tatttattag gaatgacaca atcatcgatt
   607621 tcacatcagc ttcgtgtgtt aaagcaagcg aaactggtaa agaatcgtaa agaaggaaag
   607681 gtcgtttatt attcgttagc tgaccaacac gtcattcata tcttcgagca agcgtttgaa
   607741 cacgtaaacg aggaagaata aaaaagaacg cgaggaggga gaacgatggc tgaagcatta
   607801 gtgaaaaaga aactgatgtt agaaggttta gattgtgcga actgtgcaat gaaaattgaa
   607861 aaaggcgttg gaaatataga aggagtaaat tcttgctctg taaatttcgc gacaaaaaca
   607921 atggttttag aaacagcgca aaataaagaa agtgaagttg ttacagaagc aaaaaaactc
   607981 gttacaaaat tagaaccgca tattaaagtg caagaagaaa aaaacacaaa agtagcaaaa
   608041 gaagtgttta tattagaagg tttagattgc gcgaactgtg cgatgaagat tgaaaataaa
   608101 gttaaggaaa tgccgactgt ttcagcagca actgttgatt tcgtatcaaa gaaattacga
   608161 gttgaagtag caaataaaag agaattagaa gcgactgtag cgaatataac aaatgtcgtt
   608221 caaaagttag aaccagatgt gaaagttgtt cgtgaagaaa agggtggtca tgaccacgga
   608281 catagtcacg atcatggtga agcaaatgtg aaaaagatgg taggccgatt agtggtcggc
   608341 ggaattttga cagcaattgc tgcattagct ggcttaccac aaatgataac aattccgtta
   608401 ttcgtccttg catatttatt aatcggtgga gatatcgttt ggagagcggt aagaaacata
   608461 actcgtggcc aagtgttcga tgaaaacttc ttaatggcaa ttgcaacgct aggagctttt
   608521 gcgattcagc aatatccgga agcagttgca gtaatgttat tttatcaagt aggggaacta
   608581 ttccaaagta ttgcggtaaa ccgttctcga aaatcaatta cttcattaat ggatattcgt
   608641 cctgattacg cgaatgtaaa gattggaaat gaaacgaaac aagtatcacc agaagatgta
   608701 caaatcggcg attatattat cgtgaaacct ggtgagaaag taccattaga cggaaaagta
   608761 gttgaaggaa catcaatggt agatacttca gcattgactg gtgaatctgt accacgtgaa
   608821 gttgaagttg gaaatgatgt actaagtggt tttgtgaacc aaaatggtgt attaacaatt
   608881 gaagttacaa aagaatttgg tgaatcaact gtatcaaaaa ttttagactt agttcaaaat
   608941 gcaagcagta aaaaagcgcc aacagaaaac tttattacga agttcgcgcg ttactacacg
   609001 ccagttgtag taattacagc agcgatcatg gcgtttattc caccacttat tttagaagga
   609061 gctacattct ctgattggat ttatagagct ctagtgttct tagtaatctc ttgtccatgt
   609121 gcgttagttg tatctattcc tcttggattc tttggaggta tcggtggtgc atctaaaagt
   609181 ggtgtgttag taaaaggaag taactattta gaagctttaa atgatgtgaa atatattgtt
   609241 tttgataaaa caggaacatt aacaaaaggt gtcttcaaag ttacaaaaat ggaaccgagc
   609301 gaaggcatta caaatgaaga attattagag tatgcagcat ttgctgaagt atattctaac
   609361 catccaattg cacaatcgat tcgaaatgca taccgaaaat caattgatga aaaaataatt
   609421 gatgattata acgaaatttc tggtcacggt acagtcgtaa aggtacaagg gaaagaaatt
   609481 tttgcaggta atgctaaatt aatgagaaaa gaaaacatta catttaagca accagaaaca
   609541 gtaggtacat tagttcacgt tgctgtagat ggaaaatatg caggttatat tgttatctct
   609601 gatgaagtaa aagaagattc aaaacaagca attcaaaagt taaaagaact aggtattaag
   609661 aagacagtta tgttaactgg tgatgcaaaa ctagttggtg aagctgttgg gaaagaatta
   609721 ggtttagatg aagttcacgc agaactatta ccgcaacaaa aagtagaaga aattgaaaaa
   609781 attgatgcag cgaaacatgg aaaagaaaaa gttgctttcg ttggtgatgg tattaatgac
   609841 acaccggtat tagcaagagc ggatgttggt attgcaatgg gtggtttagg ttcagatgca
   609901 gcaattgaag cagcagacat cgttattatg actgatgaac cttcaaagat tgcaacagct
   609961 gtaaacattg caaaacgtac acgacgcatc gtatggcaaa atatcatctt tgcattaggg
   610021 gtaaaaggtt tagttttact acttggtgcc ttcggtattg caacaatgtg ggaagcggtc
   610081 ttctcagatg ttggtgtgac actactggca gtgttaaatg caatgcgtgt actacgagtg
   610141 aaagatttat aaaaagagag gacgcaaccc gcgtcctctc tttttaggtt attctgttga
   610201 aattgactca ataaaataat aacaaatatt attttattga tgaataacgt aatgttaaaa
   610261 tttacaaaca aaatatattc gtcttattat tttaatatat tttttacaaa tatccatata
   610321 gtattgaaaa aacagagaag gggaaacttc tctgtttact tttgtatgtt tttttcaact
   610381 tgttctcgaa ctgtttgaat gtaattcatt ttatgatccc agcactcttg gcttaaatcg
   610441 acagggtatt cttcagggtt taaagttcgc atatattctt cccaaaatag agagaggctc
   610501 tgttcattat atttttgaat atctaatata cttggtagtt catatgttct ttcaccgtta
   610561 acgaaaatgt ctttatgcag ttcgcgagct tcaaagtttg ttacaaattt acttatatac
   610621 gtgtgaacag gatgaaacat ttttaagcgt tcttcttttc cgggttcttc ataatctaat
   610681 gcaatataat cgccttcagc atgatcgttt actcgattga taatgcgata aattcgttta
   610741 agtcctggag tagtaatttt ttcagggtta gatgaaattt taattgtatc atttaatttt
   610801 ccatcagtat cttcaatcgc aactagttta taaacagctc ctaacgctgg ttgttcaaag
   610861 gacgtaatca attttgttcc aacgccccat acattaattt ttgctccttg agatttcaag
   610921 tgcataattg tgtattcatc taaatcgcta gaagcaataa tttttgtgtt tgtaaacccg
   610981 gcttcgtcta gtagttttct tgccttttta gataaataag ccatatcacc actatcgagg
   611041 cgaatgccat aaaaatcgat gcgatcccca aactctttcg cgacacgaat tgcatttggc
   611101 acaccagatt ttaatgtgtc atatgtatca acgagaaaga cacatttttt atgagtttca
   611161 gcgtatttct taaaggcaac atattcatcg cgataagctt gaacgaaaga gtgcgcatgt
   611221 gtgccggcta caggtatccc aaagcgtttt ccagcccgta cgttgcttgt agaggagaaa
   611281 ccaccaataa aggcagcgcg tgtgccccaa agggctgcat cgaactcgtg ggcacgtctt
   611341 gtgccgaact ctaaaagttc atcgttattt gcagcgtgct tcatacgagc tgcttttgtt
   611401 gcaattaatg tttggtaatt cacaatgttt aacagtgcag tttcaataat ttgtgcttca
   611461 ccaagcggtg catcaacacg taataaaggc tcgttattaa acacaacttc accttcttgc
   611521 atactacgaa ccgtaccagt gaatttcata ttttgtaaat aatgaagaaa ttcttcttca
   611581 aattgtaatt ctgctaaata agcgatatcg ctttcggtaa agctgaagtt ttctatgtac
   611641 tctacaattt tttcaagacc agcaaaaaca gcataaccgt tctcgaatgg aagctttcga
   611701 aagtataaat caaacaccga gcggcgattg tgaataccat ctttccaata tgtataagcc
   611761 atattaattt gatataaatc tgtatgtaag gcatagctat cgtctttata ataagtcatc
   611821 gcgaaaacac ctccataatt tggttatagt ataccaattt ttcacccatc gtagcaaaga
   611881 atggatatga aagaagagtc aagagggaaa aaaatgaaat aatgcatatt ttttagaaaa
   611941 ttaacattta tcaatttata tttctcaaga ttttatgtat tattaaagta atgggggtaa
   612001 atgagaatgg aggaggacaa tgcaacaaac attagaaaaa ataggcaaac aagtctttta
   612061 caaacggcta cagcaaaaaa tgacacaaga agaattatgt cagggcattt gttctgtctc
   612121 atacttaagt aaaatcgaaa atggaaagat cgaagcatca gaagagattc tacaattgct
   612181 ctgcacaagg ttagaaattg ccgtgacgga tttgagagat gtagaagagg atgtgaaggg
   612241 gaagctggat gaatggttaa atgcattagt tcatttggac aagccacaag tagaacgcat
   612301 atatgaagag ttgcaaagtg aaatgaagca tgttttggat tttgaaatta taaattatta
   612361 taaactgctt tatacgcgtt atttaattat gaaaagggat attgctacac ttgaagaaga
   612421 attagataga ttgaagaagg tatataaaaa gtattctcca tttcagaagt tattatatat
   612481 gtatagtaga gggttattgt gctgtttgca atatagatgg aaggaggggc tagattactt
   612541 attaaaaaca gaagtaatgg ccaaggaaca aggttatcat gaaacaggcc tatattataa
   612601 tatagcgctt gtatatactc atttagatat tcatcatctt gcaatccatt ttgtaaatat
   612661 agcattagaa ggatttcgta gtgaatataa gtttagaaac ataattaact gccaaatact
   612721 tattgcggta agttatacag aaaaaggtca gtatgaagaa gctttaaaaa tgtatgaaag
   612781 tatattgaga gagtccgcat cttttgctga taaggatgta cttttagcta ttactttaag
   612841 taatatggga agcatctatt ataaaaaagg caaatatcag caagcaaaaa aatattattt
   612901 agatagtcta caacttcaaa aacaaataga tttaaattat ttagatacaa tatatgaaat
   612961 ggcagtagta tgcattaaat tagaagagtt agaggaggca aaggcattaa ttgataaggg
   613021 aattgatgca gcaaaacaag aagagaggtt taatgcaaaa ttatacttgc ttttaatgct
   613081 tagatataaa tattttgaag aagcgaaaga ttataaagca tttttggaaa atgaggctat
   613141 cccgttgtat aaatctgcgg gaaataaaat agaattaaag aaagtataca ttgaactagc
   613201 agaacatttt tccagtttat cgagatttga agaaagcaat cgatattata ggttagttat
   613261 tgatttaatg aatgataagg aggaataaaa atgaaaaaga tggtatttgg agcattagca
   613321 tttatagtga ctcttacagt tgctggagga atacatcagt atagcagtaa acctgatatt
   613381 gttggtcaag aagctaaaac agtgcaacaa attaattcat aattgaaaac ccctttccaa
   613441 ccggaaaggg gtttttcaat atttgttccc caaaattcta caaaacttga gaaataaatt
   613501 aattgaattt ttagtatatt aatagtgaaa acataatgct aatatgaaac tactcttttt
   613561 caaaaaaaaa ttattagggg gaaggttcat gaaaaagaaa agtttagcgt tagtgttagc
   613621 gacaggaatg gcagttacaa cgtttggagg gacaggctct gcttttgcag attctaaaaa
   613681 tgtgctctct acgaagaagt acaatgagac agtacagtca ccggagttta tttctgggga
   613741 tttaactgaa gcaactggta agaaagcaga atctgttgtg tttgattact taaatgcagc
   613801 aaaaggtgat tataagttag gggaaaagag tgcgcaagat tctttcaaag tgaaacaagc
   613861 gaagaaagat gctgtaactg attcaacagt attacgtttg caacaagttt acgaaggagt
   613921 acctgtatgg ggttctacgc aagtagctca cgtaagtaaa gatggttcat taaaagtatt
   613981 gtctggaaca gttgcacctg atttagacaa aaaagaaaag ttgaaaaata aaaataagat
   614041 cgaaggcgca aaagcaattg aaattgcgca aaaagattta ggtgttacac ctaaatatga
   614101 ggtagaacca aaagcggact tatatgtata tcaaaatggt gaagaaacaa catatgcata
   614161 cgttgtaaat ttaaacttct tagagccaag cccaggaaac tactactatt tcattgaagc
   614221 ggacagcggt aaagtattaa ataaatataa taaattggat catgtagcaa atgaagataa
   614281 gtcaccagtt aagcaagagg cacctaaaca agaagcgaaa ccggctgtaa agcctgtaac
   614341 aggcacaaat gcagtgggta ctggtaaagg tgtattagga gatacgaagt cacttaatac
   614401 aacgttatct gcatcatctt actatttaca agataatacg cgcggagcaa cgattttcac
   614461 atatgatgcg aaaaaccgct caacattacc aggaacgtta tgggtagatg cggataatgt
   614521 tttcaatgca gcgtatgatg cagcggcagt agatgctcac tactatgctg gtagaacata
   614581 tgattactat aaagcgacat ttaatagaaa ctctattaat gatgcaggag caccattaaa
   614641 atcaacagtt cattatggaa gtagatataa taatgcgttc tggaatggct ctcaaatggt
   614701 atacggagat ggtgatggtg taacattcac ttcattgtct ggtggaattg atgtaattgg
   614761 ccatgaatta acgcatgctg ttacagagta tagctcagat ttaatttatc aaaatgaatc
   614821 aggagcatta aatgaagcta tttcagatgt atttggtaca ttagtagagt attatgataa
   614881 ccgtaaccct gattgggaaa ttggtgaaga tatttacacg cctggtaaag ctggagatgc
   614941 acttcgctct atgagtgatc caacgaaata tggtgatcca gatcattatt ctaagcgtta
   615001 cacaggtact ggtgataacg gtggcgttca tacaaatagc ggtattatta acaaagcggc
   615061 ttacttacta gcgaatggtg gtacgcatta cggtgttact gtaaacggta ttggtaaaga
   615121 taaagtagga gcgatttatt accgtgcaaa tacgcaatat ttcacacaat ctactacgtt
   615181 tagtcaagct cgtgctggat tagtacaagc tgcagctgac ttatatggtg ctagctctgc
   615241 agaagtagca gcagttaagc aatcatatag tgctgttggc gtaaactaag gctttaaggg
   615301 atagttataa taaaatacct caaaaataaa gaaggagcat aggctccttc tttatttttt
   615361 tctccatttt ttccacaaat aaaacaaccc aatagcgccc gcgattgtta caatccactt
   615421 cgcttcattt gttccattga taacatgata tgccgaatat acttcaatca ataaagccgg
   615481 tattttacct attgtactgg caatactgaa ggatagtaat gacattttac ctagagctgc
   615541 aaataaagta acgatactgg atgggataaa aggtatcaat cggaatgata ggacgagtag
   615601 aaaggcctct ttacctttta cataaaggag gcgttctacc tttggatact tatttacttt
   615661 gctgtgagtg aatttctgaa ggcctatacg ataaatataa aacgagataa tagcccctaa
   615721 tgcctcacct gcgatcgaaa taatggttcc gtttgttaca ccgaagagct gtatgttaat
   615781 agcggtcaaa aaaatactag ggataaaacc taaaagactg atgatgatgt taattaagat
   615841 actaagtgga attgcgattg aataatagtc tgttaagaag ttttgaattg tttcagccat
   615901 tgtttaaaat cctttatctt tttttgcatt acaccatatt tccattgtgt aggcaagtac
   615961 aaatttacat aatgtagaaa acgttgataa aaaaaccatc cgtatacctt atataggtat
   616021 tgggtatatg aaatcaggga tatattttaa taacttaaaa aacaccaaac gaacccttta
   616081 tttaaaagat ttatttggtg tttttatagg catttaaatt cgggaaataa ttataaaaac
   616141 ataggggtat atttataaaa ggtcaaaaat agcggtttta tgaaaaatag gtgaggaatt
   616201 taaaaaatgt gtatgttttt tcagtgtgaa attgactttt agtggagtta cgataataat
   616261 catgaaagag gtgatatgat gaaacgaata agtagtcttt tcttgagtag tttattggca
   616321 ctaatgctga tcttaagtgg atgtgcagga aaagaacaaa aaacagagaa acaaacaggg
   616381 aatcaatcga catcagtaga aaaaattagt gataatattt tagatgaaat ggaaggacca
   616441 cctaaaaatg gtcatacgat tgaaagacat gtaggtaaat cagaagagga tttgaagaat
   616501 cgcttgaaga cagataaagt atcagcagca agtacatact atgataagga aacagcgacg
   616561 aaagctgtaa aagatagttt gaagcagcat gataaggaaa ttcaagattg gttaaaaaat
   616621 tctaaagagg cccgtctcgt attgaataca actcattcat tcccggttgg aaaaacggta
   616681 ataaagaaaa atatgaatgt aaaagacaag ttagtaaaaa cagttactgt tttagcgaga
   616741 gataagtcag gagatttagg gtataagatc attacttctt atccatctga taaataagaa
   616801 gggggagtaa atatgtatac gacattacaa tattttctca aatcgtactg tacgttaagt
   616861 atccatgaag atgaaatagt aggcgtgatg gaagagttta tagagcaaga agatgaagaa
   616921 attgttttga aattacgcga tgaattatta tatatgaaga aaaaggatgc ctgggaagag
   616981 gcgtgcgtat tagctgctag gcaaggaaat cgtatgtggt ctttagaaga aacgaaagat
   617041 catcttacaa cctttttagt attattgcaa aagaaaaagg cgtgatttac tcacgccttt
   617101 ttcttttttg aaatgtgttc ttttaatggg gtcttattgt tttggagcac ttttatatac
   617161 gctttttgaa atttggccat tagatattac ttcaccgttt tgtgttactt ttttatacgt
   617221 aactgctgtt attttatcat tagttctact aattacttga gaagaaactt caacattttt
   617281 accagtattt gtaccaaaaa tacgtgtagt aatactacct ccatttgaaa atgcttgaat
   617341 ataaatatga ttgcctgtat tgtttttaaa ttttaaatcc ggaccataat ctgccactgc
   617401 tgcatcttgc ccaagtggta aataatttac gggcatagaa tgattgcttc gagaaacaat
   617461 tcctaaatct gctcttaaag ctgcgctata taaagtacta ctaacttggc aaacgcctcc
   617521 gcctgcactt tgtataacct taccttgtga atatacggct gcggatttat aaccatgtgc
   617581 agcatccgtt acgccaacgc ggccattaaa actaaacgtt tcatcaggtg cgacaataac
   617641 gccacttaaa gtattagctg acttatttac gttaaaggat tgattcccgt tacgaccagc
   617701 cattggagtc gaatattcag cgattacttc tttaattccc attttctgta tatcttctgt
   617761 agagcgttca ggttttaata gtgtaactgg taacgtaatg tcagatgtgc cagaagtaat
   617821 ggcctgtttc gttaaatcag ttagctttcc tttatcgatt ttttctccat tttgactttg
   617881 gctaatattt actgtagtgc cttcaatact taattctgca ttaacaggat tttttaatgt
   617941 tttattatat ttatccttca taaagctttc ataagcagtt gtatttaatt gaggtgttaa
   618001 tttatagtcg cgttttaatt caccgttttc agcctgcttc cgcattttgt aacgatttat
   618061 tgcgtttcct tcttgctctt taaagatttt gtcgataata tctttttctt tataatttat
   618121 ccctaaatct ttccatgtat aagtttgttt atcattttgg aatatgtacg taagtgattt
   618181 ttgatctagt tcagttattt tttgattaat aatagcttga atatcttttt tattttttcc
   618241 atcgagagaa ataccttcaa atgtagtatt tggtaatgca gtagtatcta attgattatt
   618301 tagtttggat acatattgat atccactaac accgcctaca caaagtaata tgcctccagc
   618361 aattgcagaa ccgatcagta ttttacttag cttcatttat ttccccccag aaatttttgt
   618421 ataaatatat gtattacatt ttttgtataa aaatgatgaa aataacatta tgtacgtact
   618481 agtatactat tattttcact atgtgtgtaa tgtttttata aaaaatgtta cactgttgta
   618541 ataattgtct ctttttgtca caatatgcat ggaaaatatg ttgaaaatta taataaaaag
   618601 gctgtctaga aagttctagc agccttttta ttataatttt ttatgttcat ttttattcgt
   618661 aacaccgaga tgttcttgta gtgttgtcga tatattattg acgctttttt catttggaac
   618721 gtaataataa ataccaccta tatatttatc agtaccttct acttgcaatt tgtccatttt
   618781 taagtttgaa cccattgaat tttttgcaat tgtcatcata tcatcaaaag ttaaatttgt
   618841 ttttaagtct ttatcaacag cgtctaatag accaccgatt ttattaatgg aattaagaga
   618901 taatgccttt tcagcaatag cttctaaaac aagttgttga cgttgacctc gcatataatc
   618961 actatcgata tgacgagttc tagctagtgc cagtgcttct tctccattta aatgttgacg
   619021 tcctttttta aggtgaattg catcagcctc atctttacta ttttgttctg tgaattcaac
   619081 tggaacatcg acagtaatac caccaaggga atcaacaatt ttgataaatg atttaaagtt
   619141 gaattttaca tagtagtcaa ctggaacatc taaaaagttc tctacggtat caatcgtgct
   619201 gtccacacca ccgaatacgt gcgcatgtgt aattttatcg tatttctcac gtgatttaat
   619261 gtagacacgt gagtcacgtg gaatactaac aagtttaaca gatttatcgt ttttattaat
   619321 tgtggcaagt aatagtgcat ctgtacgagt tgctttccca taattcttgt ccctaatatc
   619381 actttcatca acacccataa taagtatgga aatgttgtca gtcataggtt taacggcttt
   619441 ttcacgtttg ctggatttat ctccgcgacc cagctcagaa taggcattac ttaaaattga
   619501 ttttgcttta ctgtatatat ggaaggagta tccccctgct ccaagtgcta taatcagtaa
   619561 tggaataaga aggaaccaaa gtagacgttt tttctttgag cgtccttttt tggctcgagt
   619621 atctttgttc atatcggatt tcatcatttt ttttccttta aaactatcaa agtgtataca
   619681 tctagaagcg catttaaata cataaaaaat attgtacgct aaataaaagc gattgtacat
   619741 gtataaaaaa tagatgtctt gattatttat ccggtaaata cccaattggt gaaggctaat
   619801 aatgagagta gggatagccg aatctgatta aagtttcatt ttataagaca cctattcgtt
   619861 attgtataca aaagataggg ataagaaaat gataaaattt tacctaatta caacataatg
   619921 cttacgataa ttgcagataa aatactaacg agagtagctc catatagtaa tttaaggcca
   619981 aaccttgcaa caacgtttcc ttgttcttcg tttaatcctt ttaccgcacc tgaaataatg
   620041 ccgatagaag aaaagttggc aaaagaaacg aggaaaacag aaataatacc aactgtacgg
   620101 ggagaaaggc tattagagat tttactaagg tccatcattg ctacaaattc attcgttaca
   620161 agcttcgttg ccataatgct accagccgcg acaatttcag aacttggtac accgataagg
   620221 aatgcaatag gcgcaaagac gtagccgatt aattgttgga aagtaatgcc gaatataatg
   620281 aggaatagat cattaatgca gctaattaat gcgacgaatc cgataagcat agccccgaca
   620341 acgatagcta cgcgaaagcc atctaaaatg tattctccaa gcatttcaaa aaagctttgc
   620401 ttttcgcctt taatctctaa aatatcttcg tcatctttaa cgtcgtaagg gttaatgata
   620461 agtacgataa taaaaccgct aaataaattg agaacgagtg cggttactac atatttaggt
   620521 tcaatcattg tcatataggc acctacgata gacatagata cggttgacat ggcagatgca
   620581 caaagtgtat aaagacggtg ttttggaatt tgagctaatt gttttttgac tgtaataaaa
   620641 acttctgatt ggccgacaat ggcagaggcg atagcattat aagattctaa tttcccaaga
   620701 ccatttattt tgctcaggaa gtaaccgatc caatgaatga aaaatggtag tattttgaaa
   620761 tgttgtagta taccaattaa gacggaaatg aagacaattg gtaataagac agtaaggaaa
   620821 aagggcattt cacctttatt ggcaaggccg ccaaatacga agtttatacc atcagcagca
   620881 tactcgagta gctttgtaaa caaactggag atgacccgaa taagtatgag accgatttct
   620941 gtattcaata ataaataggt taaaattaac tgtataagaa gcatgatgaa aataggttta
   621001 aatttaatat gcttcttatt gttactagcg atataagcaa ggaagaagac gacgataagt
   621061 cctaagaaaa aagtaataaa tttcatagta agccccctaa aagagatatt ctgctatata
   621121 tgtttttcat ttcaagggag aatatgcatc tttggtaaag aaaggaataa agaagtcatg
   621181 aatataagta gagtgcatca cgttgcaatt atttgttcga attatgaagt gtcaaaggat
   621241 ttttatacta ggatattggg ttttaaagcg ataaatgaag tatatagaaa ggaaagagat
   621301 tcttataagt tagatttatg tgtaggaaaa gagtatcaaa ttgaattatt ttcatttccg
   621361 aatccgccga agcgcccgag cttcccagaa gcggctggac ttaggcattt agcatttgct
   621421 gttacaaata tagaagaagc cgtgcaagat ttaagtcaat gtggcgttga aactgaggcg
   621481 atacgtattg atgagataac cgggaaaaaa tttgtttttt tccaagaccc tgacggtcta
   621541 ccgttagaat tgtatgaggt ttgaaattgg tgaattttat atagggttgc tttcgagtaa
   621601 atgaagaaac taaagtgaaa cttcttttta aaaggaggtg taactttagc taagaaagct
   621661 aaagggtata tgtggatatt ttaaaattac tgatggtagc catccttatt ggattaacag
   621721 cattttttgt agctgttgag tttgcaatta ttaaggtgcg tagcagtcgt attgatcaac
   621781 tcgttagtga aaaacgacga ggagcattgg cagcgaaaaa agtaacttcg aacttagatg
   621841 agtatttatc agcatgtcag ttaggtatta caattaccgc tttagggctt gggtggttag
   621901 gtgagccgac tataaaacat ttacttgagc cgttgttttt aaaactaaac ttatctcctg
   621961 caattgcaag taccgtttca tttattattg cttttgcagt tattacgttt ttacatgttg
   622021 ttattggtga acttgctccc aaaacgttcg ccatacaaag agcagagcaa gttagcttat
   622081 tattatcgaa gccacttatt tacttttacc gaataatgta tccgtttatt tgggctttaa
   622141 atggttcggc aaggcttgta acagggttat ttggtttaca tccagcttct gaacatgaag
   622201 tagctcattc agaagaagaa ttacgattga tcttatctga gagttatgag agcggagaga
   622261 ttaatcaaag ggaatttaaa tatgtaaata acatttttga atttgataat agagtagcaa
   622321 aggaaattat ggtgcctcgt acggaagtta taggtttata tgaggacgaa ccatttgaaa
   622381 cacatattaa aataatcgca caagaaaaat atacgaggta tcctgtattt ggtgaagata
   622441 aagatgaaat cattgggatg gttaatgtaa aggatttatt tattcgttat atggatggta
   622501 atcgggacga ggaatgctcc attacgccat atacaagacc agttattgaa gtgttagaaa
   622561 atattcctat acatgattta ctattacaaa tgcaaagaaa acatattcca ttagctgtgt
   622621 tgtatgatga atacggaggt acagcaggaa ttgttacatt agaagatatt ttagaagaaa
   622681 ttgttggaga aatccgagat gaatacgatg aagatgaaca cccgcctata gagcatataa
   622741 gtgaaggtgg acactgaaaa attcttctac atgatactcg tgtttttaga gggcgaattt
   622801 tttaaatagg gatttagaat gaaaagtata ggtgatgaaa atgatagcaa cgaaggatat
   622861 acgtatagaa aaagactttt taggtgaaaa ggaagtacca agtatagctt attacggtgt
   622921 acaaacatta cgcgctgtag aaaacttccc gattacagga tatcgcattc atccgtcact
   622981 cattacggca atggcaattg tgaaaaaagc ggcggcactt gcaaatatgg atactggata
   623041 cttagcgaaa gatattggac atgaaattgc ggaggcagcg caagagattg ttgatggaaa
   623101 gttccatgat caatttattg tggatccaat ccaaggtggt gctggaactt ctattaatat
   623161 gaatacaaac gaagtaatcg ctaatcgagc gttagaacgt atgggatatg aaaaaggcga
   623221 gtatgcaaaa attagcccaa atacgcatgt aaacatggct caatcaacga atgatgcgtt
   623281 tccaacgggg attcatattg caactcttat gaggttagaa gaacttctta ttacaatgga
   623341 agaacttcat gctgcttttc gtgcaaaagc aaaagagttc gatcacgtca ttaaaatggg
   623401 acgtacacat ttacaagatg ctgtgccgat tcgtcttggt caagaatttg aagcgtatag
   623461 ccgagtgctt gcgcgtgata taaaaagaat taaacagtct cgccaacatt tatatgaagt
   623521 gaatatgggg gcgacagctg ttggtacggg attaaatgca aaccctacgt acattgaaca
   623581 agtggttaaa cacttgcgaa catttagcgg atttccactt gttggtgcag agcatttggt
   623641 tgatgcaacg caaaatacag atgcatacac agaagtatct gcagcattaa aagtatgtat
   623701 gatgaatatg tctaaaattg cgaatgacct tcgtattatg gcatctggtc cacgtgttgg
   623761 attggcggaa attcaattac cagctcgcca accaggttca tctattatgc cgggtaaagt
   623821 aaatcctgtt atggcagaag taattaatca agtggctttc caagtaattg gtaatgatca
   623881 tacaatttgc ttagcgtcag aagccggaca attggagctc aacgtaatgg agccggtgct
   623941 tgtatttaat ttaattcaat ctattagtat tatgaataac ggattccgtg tattccgtga
   624001 atattgtatt aaaggaatta cagcaaatga agaattgctg aagcaatatg ttgagaaaag
   624061 tgttggaatt attacagcag ttaaccctca tattggttat gaagcagcat ctcgcattgc
   624121 acgtgaagcg attgaaacag gaaaatctgt tagggagtta tgtttagaac atggtgtact
   624181 gacagaagaa gaattggata ttattttaga tccattcgaa atgacgcatc ctgaaattgc
   624241 tggggcttct ttattaaagg ataagaagat gtaatgtgaa aaacaccgat ccatttggat
   624301 cggtgtttta tttttaaaag atattaaata cagcgtttaa ttgaagtaag ctaataatag
   624361 ctaagaagat taaactatat ttcatcactg ttttaaatag agcagattct ttaccaacta
   624421 gtccaactgc cgcacaagca actgctacgg attgtggtga aaccattttt gctattgtgc
   624481 caccaactac gtttaatgaa acgagagtag atgggacgat gtttaattga tcggcagtta
   624541 ctgcttgaag tggtgcgaat agtgaaccac ttgatactac tgaacctgta atgaatacgc
   624601 caatccatcc taagattgga gaaagaatag ggaatgcatt accagtagaa gagaatgcaa
   624661 gtccaagtgt agatgacata ccagagtagt tctctacgta agctaaagcg ataacgctac
   624721 aaattgtata tactggaacc tttaattctt ttattgtttc aatcattaat tctttaatca
   624781 ttttgccgtt tacacggtag acgataagtg aaacaataat tgctaataca atcgcagtag
   624841 ttgtagaaga gaatacatct agtttgaaaa tcgctgcaaa aggtgtatca gcttttgtga
   624901 ttggtgcagt ttttataact tgattatgaa gaccagggaa ttgaatgtta aatactaagt
   624961 ttgctaatgg accatccgga gcaaataaag ctttaattgg ttttaaatta aagattgtta
   625021 caaatgcagt taagaatacg aatggagacc aagcatataa aatttgattg aatgtatgag
   625081 attctttttc ttcttgcttt tcttctttag cagaagattt tggttgccaa acacgtaaga
   625141 ataatgcaag agcgaccata cttacgactg ctgcgaaaat attagtaagt tcagcgccta
   625201 agaagtaagt tacaacgaac tgagtaattg cgaaagaaac accacttaca agaatacctt
   625261 gccaagtttc tttaatgcct ttaaatccat ctaccattga aacaagtaag aacggtaaaa
   625321 caatgctaat gaatggcaaa atgtaaactg cttgacggcc gacagttaat gcatctattc
   625381 cagttaattg tgcaggtact gtaactggaa tacccatagc ccccatagcg ccaccagcga
   625441 tattagctac taagcaaata cccgctgctt ttaatggatt aaagcccata cctacaagta
   625501 atgcagctgt aatagcaacc ggaacaccga aaccagctgc gccttctaag aaagcgccga
   625561 aagaataagc gattaataat acttgtaaac gttggtcatt tgtaatactt gaaatgctat
   625621 cacgaatgac attgaattgt tctgttttaa cagttaattt gtaaaggaag atagctgcga
   625681 taacgatagt acaaattgga taaaatccag ataaaacacc aaatccggca gatgctactg
   625741 ctgcagttgt aggcatttta taaacaaata tagcaagaat aatagcaaca attacactgt
   625801 aaagaccagc catgtaacct ttcattttga atcccactaa acaaataatg aagcaaaaaa
   625861 ttggaagtgc tgcgattaga gcagataacc aaatattgtt taatgggtca taaatttgtg
   625921 tccaagtact cataataatg acaactccta tctattttat gtgaagaaat tcacattatt
   625981 tgtgaaacta ttcacaatca acttacatgc ttagtatatt ctccttcaac actattgtca
   626041 acgtaaaaaa gtataattat tccataatag tgttaaaaga aatgctttgt tcataaagta
   626101 gacaaaaagc ccacccaagt ctatttgagt gggcgggata aattatttgc atattctttt
   626161 ctttcagttg tatatacatt attgattcta cagttctata gtagagaccg tctttgtatc
   626221 gaatatgaga aagtatgttg aagtgtgtaa tatttgctag gttggtacag cttgccttat
   626281 ttgatcaagt cagaaaggga aaataaatat atttaatagg aaggatttca tcacagttta
   626341 agttattgaa tactatttaa aaaagcaata agttaaaatt taatgttatg atatctcttt
   626401 ttactgaaaa ttccttttag cataacaaag aggttaaata taaccccaaa acgttacgat
   626461 aggttatcaa ttatagacgg tattttacaa tataattact gtacgttgca atgaggtgaa
   626521 aatataacaa aaagcctgat aaaacaacgt ttgcaagcaa agtatttgca gcccgttatt
   626581 ttgctttttc gttatatcat atagtataat attcaaaatc agcaaggaat ttttcctgag
   626641 ttctttgctg gttaaggtgg aaaaaatttt cagctttata ggttgataaa gttatgtcgt
   626701 aacaggaaat ataagaacag atatataaat aaataaaaag aaaataaaaa cgaaaatgag
   626761 gggaacttta tgagccaaaa tcaattcgaa tgtcgtattt cagaagaaga tgtacaaatg
   626821 ttaagagcgt tagcgcatcc gttgcgtcta cgtctagtaa tggaattaat gcaacgtgga
   626881 acatgtaatg taacacaatt acaggaagtg ttagaaattc cgcaatcaac agtttcacaa
   626941 catttaacga aattaaaaca aaataaagta gtacgctttg aacgacgagg actagaagtg
   627001 tattatcaaa ttcataacga taaagtaagt gaagtagtaa aaacattatt ttcttaaaat
   627061 ttgaatatta tggaaaaagg ataaccatta aaatgttgct atatggaata tattctaaaa
   627121 ggaaaagaaa agatagaaag gagtgtaata agtaaaagga gggatagtag aatggatgta
   627181 aaacgtgtga aacaaatttt atcttcttca agtagaatcg acgttacata tgaaggcgta
   627241 ccggtatgga ttgagagctg tgacgagcag agtggggttg ctcaagtgta tgatgtatct
   627301 aatcctggag aaagcgttca cgttcacgtg aacgctttag aggagaagta atagaaaaga
   627361 cgcttctaaa atcagaagcg tcttttttgt attattccat catactcgca acttttttag
   627421 agaagagaag gagtacaagt cctaagacga taacgataat gccaatactt gcaaatactt
   627481 caaggtatcc taatgattgt gtaaaggaag caagtttacc agctaaccat acacccatta
   627541 gtaatgatgc taatttaaca ggtgcaattg cacttaccat tgatagaccg attggtgata
   627601 agaatagttc tccaattgta tggaacatat aagtgataac gatgaataat aagtttgctt
   627661 taacagttat atcagcttca ctacttccag tttttagaac cgctaatgtt aaaacaaggt
   627721 aacctatacc tagtaaaatc ataccaaatg ccatttttgt tggtattttt aaatcgccac
   627781 gctttgattt agaaagtttt aaccatagca tagatacgaa tggtgcaagt agtacgatga
   627841 acgctggatt aacggattgg aaccaagatg ttggaatttc ccatccaaaa attgtacgat
   627901 caacaaattt atctgtataa agtgttaaag aactaccagc ttgttcaaag cctgcccaga
   627961 agaatactac gaaacaagtt aaaattacaa ttgcccaagt gcggtttttt tcttgttttg
   628021 ttaaaggttt cttttcgact gcaggttgat tttttgtttt tttaccaata actgttgttc
   628081 ctgctgtacc aagatagcga ggagctaata agttgaaaac aatttgtcca ataatcatac
   628141 cgatacaagc tgctaagaat ccgtatttat atcccataac cataacgcca tcaacgcttg
   628201 ttttaaagaa atcttctgct aaaaatccac aaataagtgg agcgaagaaa gcacctacgt
   628261 taatacccat ataaaagata gtaaatgcac tgtcacgacg tgaatcattt tcttcataca
   628321 attcacctaa cagtgtagaa atatttggtt tgaagaatcc attaccaata actaatagta
   628381 ctaatccaag gaatagtcct gtttttgtat tcatggagaa tagtacaaag ttaccaattg
   628441 ccataataat tccgccgaga gtaatggcat gacgtctcgt aatataatga tcagttagcc
   628501 atccgcctat aattggcatg aaatatactg ccgctgtaaa agtgccatat aattgcactg
   628561 cgaatgcctt atcaaatcct aatccgccac taacggcagc agttgttaaa taaagaacta
   628621 aaaggccacg cattccataa taactaaatc tttcccacat ttctgttaag aacaacaagt
   628681 acaatcctgg tggatgtttt tttggtgatt gttgctctcc agctttgtct aattttaaag
   628741 ctgcatccat ttttgtttcc ccctaatcct gtataacgga tatttatgta atcattttaa
   628801 tttacaaaat atttagaagt caatagaatt atatggaaat agaaagaaaa ttcctaaaaa
   628861 atttctattc ttcttcgacc gttattgtat tttgccctga aaacgagatg ataagcgttt
   628921 tcaaatgtaa taattgaatt ctaaaagaaa ataaaatagt tattaatcag aaaatttaga
   628981 ttaaaatatt tattctgata tagagaaaat atattctatt tacttttata atataacata
   629041 ttgggaataa aaatacaaaa cgaaataatg tgacatttaa gtgaattgaa aaataaccag
   629101 ctccacagaa ggggagctgg ttaaggaaat actatttaac aaagcgtttt tcgatatcat
   629161 ctaatagtag gttagcagcc attacaccac cagctgtatt ccaaataacg tcgtcaactt
   629221 tgtatgcttt accatttttc actgcattta aatttttaaa tagaggatca ttaatatatt
   629281 ctttttctaa ttcagagccc tttttctcgt ttcctttatc gaatgtgaag tagaataata
   629341 catcaccatc cattgcagaa atacgttctt tagatacgtt acgctctgcg aagtcgtttt
   629401 tattttgatc gccaggacgc ttaaatccaa gttcttttaa aataacacca gagaatgtat
   629461 caccatgata aatacgaaca tcaccaggca tgaagcgaac catagagatt tcttgattta
   629521 ctttatcacc tagtttggct tttaaatctt tcatacgttt atcataagca gctaaaacct
   629581 tttgaccatc tttttcttta tttaatgctt ttgcataaaa cttgaagtta tctttccatt
   629641 caccgcgtaa tgtttcagag aacacagtag gtgcaattgc ttttagttgc tcgtacactt
   629701 tttcgtgacg cattttgtta ccgataatta agtctggttt taaagaagcg attgtttcta
   629761 cgttcacttg tccttcatca ccaacaactt ttacatcttt cattttatct ttaatatgtg
   629821 gataccatgg atcaccagtc caagatttta cagccccaac tggtttcaca cctaattcaa
   629881 gtaaagcttc agtaccttca tttgttaaaa tgactacacg ttttggatta gcaggaactt
   629941 ctgttttacc cattgcatgt tccacaggaa tcatttcttt tttcgtatct tcttttgatt
   630001 cttctttcgt atttgatttt ccacaagcac ttaaaagtag tgaaaaggct aatgaaaata
   630061 caaatactgt aaacgatttc tttcgcatga aattcattat gtacccccta catagtgaga
   630121 atttttttca atagcaagca tgatattaag cctttatctt tagattgtca atacatacgg
   630181 ttgaaaataa ttctcatttc cgttgacaat gagaattaag ttgaaataca cttacaacgt
   630241 atcattatac attgaagggg aaacgctgca tgttattaaa aacaaatcga gcaaaatgga
   630301 ttggattatt tgttgggatc attgcagtca ttacttgtat ttggggaagt attattttcg
   630361 gatatacaaa tacgagttgg aaattagcgt tagatgcttt tttccatttt aatgggtcca
   630421 atgaacatat tattattcaa aatgtgcgtc taccaagggc attaattgca gcgagtgttg
   630481 gtgctagttt agccattgca ggttgtctta tgcaaacttt aacgaaaaat ccacttgctt
   630541 ctccagattt tattggatta aattcaggtg ctgctttctt catagttgta gcaattgtta
   630601 ttttttccgt gacatcatta tcagctttca cgtggattgc cttcttaggg gcagcaattg
   630661 cagctgtact tgtatttgct tctagttctt taggaaaaga ggggacaacg cctcttaaat
   630721 taacgttagc aggggtcgca attagtgcgt tattttcatc attaacacaa ggattacttg
   630781 tgttaaatga aaaggcgctt gaagaagtat tattttggct tgccggatct gtgcaaggaa
   630841 gaaagttaga aattttacaa tcagtattcc cgtatttatt aataggctgg attgcatcta
   630901 ttatgatgac agggaaagta aatacattaa tgatggggga agacgttgca aaaggacttg
   630961 gtcaaagaac gattttaatg aaatcattcg tactacttat tattgtcctg ttatctggtg
   631021 gttcagttgc ggtcgctggt ccgattgggt ttattggtat tgttaccccg cattttgcca
   631081 gatttcttgt tggggtcgat cacagatgga gagtaccgta tagtggtttg ttaggtgcaa
   631141 tactattaat cttagctgat atagcagcaa gatatgtcat tatgccacaa gaagtaccag
   631201 taggggttat gacagcattt attggggccc cattctttat ttatattgca cgtaagagag
   631261 ggcttagcaa atgaagaagt atattccgtt ccgtatagga aaaggcgagc tctcgttttt
   631321 aatgtataaa cgagcttgtc tcgtcttatt cagtttacta gttgttttaa ttggattatt
   631381 ttttgcgagt gcaggtatgg gagacatgaa aattgctcct tatgatgtat ggcaagcgat
   631441 tactggaaat ggcgatgcga tgtcaaatat ggttgtaaat aagtttcgta tgcctcgtat
   631501 tttaattgct atccttgtag gaatcgcact tgctgtagca ggatgtattt tacaagggct
   631561 cgttcgaaat ccacttgctt ctccggatat catcgggatt acaggtggtg caagtgttgc
   631621 agttgtatta tttttagcta tatttagtga taaaaataat gcgctaactg taagcattca
   631681 ttatatgccg ttagcagctt ttattggggc aacgattgta gcactttttg tatatttatt
   631741 tgcatggaga aatgacggat tatcaccgat tagtcttgtt ttaattggtg ttggtttttg
   631801 ggcattaacg aaagcggcaa cgactttgtt tatgttgtta gcgccaattt accaagcgag
   631861 tcaagcgaat gtatggatta caggcactgt ttacggttct tcttggcaaa atgtcatggt
   631921 acttgcgccg tgggttctca ttttaacggt aatatcgttt atagctgcta gacatttaaa
   631981 tgcacaagag ctaggggatg atattgcggt agggcttggt gttcctttaa cgaagtcacg
   632041 catatttatg ttattactta gtacagcttt aattggtgga gccgttgcct ttgctggagg
   632101 aattggattt gtcggtttaa tggcacctca tatttcacga agactagttg gttctttata
   632161 cggtgcatta ctcccagttg cggctattgt tggtgcaatt ttagtacttg ctgcagattt
   632221 aattgggcgt acagttttca ccccacttga aattccagca ggggtattta catcagcaat
   632281 tggtgcacct tattttattt atttacttta taaaagtcgg aattcataaa ggaagatgaa
   632341 tatgcaaaaa gcattggaga cgaaacgttt gacgttgtct tatggtgaaa caattattat
   632401 tgatgagttg aatttagaaa ttccaaaagg tgaaattaca atcttcattg gttctaacgg
   632461 ttgtgggaaa tcaactttat tgcgttcatt agctagatta ttaaagccaa caactggtga
   632521 cattttgtta gataatcaag ccattcaaag tatgcaaacg aagcaaattg ctcgtcaaat
   632581 ggcaatttta ccgcaaggac cgcaagcgcc agaagggctt acagtattac aacttgtaaa
   632641 gcaaggacgt tatccgtatc aaacatggct gaagcaatgg tcagaaaaag atgaggaaat
   632701 ggtacagaat gcacttgcag caacaggtat gacagaattt gctgagcgtg atgtgcatgc
   632761 tctttcaggt ggacaacgcc aacgggcttg gattgcaatg acgcttgcac aagatacaga
   632821 tattatttta ttggatgagc ctactaccta tttagatatg actcaccaaa ttgaagtgct
   632881 agatttatta ttcgaattaa atgaaacaga acaaagaaca attgttatgg tactacacga
   632941 tttaaattta gcatgccgtt atgcagataa tattgtagcc attcaagata aacaaatata
   633001 tgcacaaggt aagccagaag aagtagtaga tgagaaacta gtacgtgatg tattccgaat
   633061 ggaatgtcaa attagtacgg atccgttatt tgggacacca ctttgtatcc cacatggaaa
   633121 aggaagacgt gtacgtaaag aagttgctca tgcaatgaga taaagaaaaa gacgatgagg
   633181 aatcatcgtc ttttttattt tcggcaagag aataagagaa agaggggaat acgtaaacga
   633241 cgttcatatt cttccgcgct ttgaaaataa gtttgatttg gtgtagcttc ttttaaattt
   633301 gtaattgtaa atccagcttg ttgtaatagt gtaaaatatt cttccgttgt gcggtgatat
   633361 ttaataactt cttgatcaat ccaaggttca acgcgttttc ctgttttaaa ataatcatcg
   633421 acgagccagc tcgttctctt tccgctcgtt tgcaagcttt caaatgaaga agtaataaca
   633481 gggtgttgga cactaaaagt aaaggttcca tttgttttta aagtttcgta cacattttga
   633541 aaaatgatag gaagatgttc gatataatgt aaggcgagtc tagatgttac taaatcaaaa
   633601 gtagcaggag ggtatgtgta gtctttgagg tttaaaaaat ggacgatccc atttttattt
   633661 tctagttgtt ttttagcttt ttcatacata agttgggagc cttcaatacc agtgtaagag
   633721 tggcagtctt tttctaataa ttccttgcca aattttgcgt caccgcagcc taaatcaagg
   633781 attttctttc ctttcacatc accaatgagt tgaaagaagg ctggtttttc tagtaattca
   633841 tttggactat tttctcggta tcttcgtttc atatattgtt taaaaaatgc ttcgttatta
   633901 tatacatcag attcagtaaa tgccatgatt gaagccccct tacatatttt ttaattctac
   633961 caaatatgaa aagtaaatga tagatttctt gtaatgaatc gtatataatc taaaattgta
   634021 agcggttact ttaaactatt tttctataat aaattctgaa aacgtgttaa gctagtagag
   634081 ggattattag aactattaag acaataattc gcttacatga acgatgggag gcttcacgat
   634141 gtctagtaaa acacttgcga aatttttaga agaaaattta gaggatttaa aatcaaaggg
   634201 gctttataac gtaattgatc cgcttgaaag ttcaaatgga ccgatcatta caattggcgg
   634261 aaaagaatat attaacttat cttcaaacaa ctatcttgga ttagcaacag atagccgttt
   634321 gcaagaagca gcaattggtg caattcataa gtacggcgtt ggagcaggag cggttcgtac
   634381 aattaacggt actttagatt tgcatattaa attagaagaa acaattgcaa agtttaaaca
   634441 tacagaagca gcgattgctt atcaatcagg atttaattgt aatatggcag cgatttcagc
   634501 cgttatggat aaaaatgatg cgattctttc agacgagtta aaccatgctt ctattattga
   634561 tggtagtcgt ctatcaaaag caaaaattat tgtttataaa cattctgata tggaagattt
   634621 acgccaaaaa gcaatcgcgg cgaaagaatc aggtctttac aataaattaa tggtaattac
   634681 agacggtgtc ttttcaatgg atggagatgt tgcaaaacta ccagaaattg ttgagattgc
   634741 ggaagaatta gatttaatga catacgtaga cgatgcacac ggttcaggtg tacttggaaa
   634801 aggtgcagga acggtaaagc acttcggtct gtctgataaa gttgatttcc aaattggtac
   634861 attatcaaaa gcaattgggg taattggtgg atatgtagca gggaaacaaa acttaattga
   634921 ctggttaaaa gttcgttcac gtccattctt attctctaca gcagtaacgc cagctgatgc
   634981 agcggcttgc atgagatcaa ttgaaatctt aatggaaagc acagagttgc acgatcgttt
   635041 atgggaaaat ggtcgctatt taaaacaagg gttaaaagaa cttggcttta acatcggaga
   635101 aagtgaaacg ccaattacac cttgtattat tggtgacgaa gtattaacac aagaatttag
   635161 taaacgtcta aatgaagaag gcgtatatgc aaaatctatc gtgttcccaa ctgtagctaa
   635221 aggaaccgga cgcgttcgta atatgccaac agcagctcat acgaaagaaa tgttagatga
   635281 agcaattcgt aagtatgaaa aagtagggaa agaaatgggc atcatttaag taacgacatc
   635341 ttttgaatag cttgcaaatg aggagtgggg aaaatgaaaa aaattctagt aaccggttct
   635401 ttagggcaaa ttggttcaga actagtaatg aaacttcgtg atgtatacgg cgcatcaaat
   635461 gttattgcaa cagatattcg tgaaacagat agtgaagtag taacgtctgg tccatttgaa
   635521 acgttagatg taacagatgg acaaaaacta catgatattg caaagcgtaa tgaagtagat
   635581 acaattattc atttagcagc tttactttca gcaacagcag aaaaaaatcc gttatttgca
   635641 tggaatttaa atatgggcgg acttgtaaat gcattagaag cagctcgtga attaaactgt
   635701 aagtttttca cgccaagttc tatcggtgca ttcggtccat caacgccgaa agataatacg
   635761 ccacaagata caattcagcg tcctactacg atgtatgggg taaacaaagt agcaggggaa
   635821 ttactatgtg attattatca tcaaaaattt ggcgttgata cgcgcggtgt acgtttccca
   635881 ggtttaattt cttacgtagc tcctccagga ggcggaacaa ctgactatgc agttgaaatt
   635941 tactatgagg cgattaaaaa aggcacatac acctcataca ttgcagaagg aacatacatg
   636001 gatatgatgt acatgccaga cgctttacaa gcgattattt cattaatgga agctgatcca
   636061 agtaagctag tgcatagaaa tgcatttaat attacagcaa tgagctttga gccagagcaa
   636121 atcgcagcgt caattcgtaa acacatcccg acgtttacaa tggattacgc tgtagatcca
   636181 gctcgtcaaa caattgctga tagctggcca aactctattg atgcaacagc ggcaatgaaa
   636241 gagtggggct ttaaagcaga atatgattta gacaaaatga caacggacat gttggttaag
   636301 ttaaaaaaaa gctcacagct gagttagtga tgaattaata ggaagggtcg attcttagga
   636361 atcgaccctt ttaattgaag gagaaaagca acatgcaaag agttgatgtc gtatacgcac
   636421 taatacatga cgaagaaaca gataaaatat taatggtaca taatgtagaa caaaatgttt
   636481 ggtcattgcc gggtggggct gttgaaaagg gtgaaacgtt agaggaagct ttagtaaggg
   636541 aagtaaaaga agagacaggt ttaactgctg tggcaggtgg acttgttgcg attaatgaaa
   636601 aattctttga agagccaggg aatcatgcgc tattatttac atttcgagcg catgtagtaa
   636661 aaggtgaact tgttgcagca gatgaaggag aaatttccgc aatagagtgg gtggacagag
   636721 caattgcaaa tgaacgattc ccattctacg atggaggatt cgattcatta ttagaagtag
   636781 ccattccata taagtttcaa ccagaaacaa aatgattaaa agaaaaaaca ggagcgttgt
   636841 tgctcctgtt ttttctattc aatcgtcttc agtaataact ttttcaatag tggtttaatc
   636901 ttcaaacgta aatcttcagc gtgatttgca actaagaagt gatggttata aatgttcttc
   636961 attaattgat aagttgcttc tttcgcttcg ccttcttcga tgaagatacc gattacttcc
   637021 attccgcttt tacgcgcgag tttaacagct tcatgcgtat ctaaaatacc gtcttgttga
   637081 tagtctaaag cagaaggctc accgtctgtg aagacaagta agaatttatg cttttctggt
   637141 ctttttgcaa gcttttcaga aacgatccga ataatatatc catcgcggtt atcctcttct
   637201 tcacgaagct gcataatttc gggaccaacg tttggtaacg ttgagttttt atacgttaca
   637261 acttcatgga taacgttcgg tttatcttca ggtttcgcac tagaagcatc ttcccaaaat
   637321 ccgctaatag cgtgcgggat ttttaaagat tttaaagctt catggaatag aaccacactc
   637381 tttttcgttt cttccatctt gttatacata gaaccagaac agtccactaa cagttggaat
   637441 gcaacgtcaa gctcttgcga ttcttgtcct tttttataaa acatgcgcgg ctgcttttca
   637501 gtataaatac gaaggaattt cttacgaagt cttccgtaat atttatcact atttgcattc
   637561 gtcttatttt caatcgtttt ttcgataatt ttctttaatt cttttacatc tttattaacc
   637621 actgatttga tggcttggta atcctttttc tcgtcaggag ttgatttgcg agcttcttta
   637681 aatgtatgag aagcaccaac gttatactta ccgtatgcac catcattttg actagaagcg
   637741 tgtgaagctc ttgcttcttc tgtatcagca ccatcaaagt tagattgtgt acttttttga
   637801 gaagtacctt gtacagaacc aagtgcttgg tcaccatctt ctgattcgcg agcagtgtca
   637861 cccatcatat ttgtttttgt accgctttct aattcaaagc gtaaaaagtt ctcgttttca
   637921 ttgtttttat tttcacgatg ccatgtcgag aagctttcat tcattttatt tttattttca
   637981 tcatcaacga tttgcgtatc atcatttgtt aatttttcag gacggctgtc tttctcatct
   638041 gcaataacag ataagtagag cggagcatgt ccgaaataat tgttaagcat atcactttca
   638101 agaagctcct ctaaacgata gcgaattttc tcaacgatat acataatatc ttctgtatta
   638161 cgagcttgga atgtttcatg cagaatagct tcaatttgct cgaaatattc attattaaac
   638221 atttcatatt tatcgctcgt taatgaaaga tagcatagac aaaatagacg atcaccgtga
   638281 tagttacgaa cgcgattgat ttcattttgt gagctaaagt aattgcgata catttctttt
   638341 cttcttttaa aaacatgctt tgtgccaggg cgtaagtttt ttacgatttc ctcaacacgt
   638401 aaatcttcta atagaacaaa taattgtgtt aaaaactttt ttaagggtga ttcttgtaat
   638461 tcaattgcat aagaacgaat taaagtcatg tccgagtaat gtttattacc aagtgctttt
   638521 aaaaacactt cgctttttaa tccgattact gtatcctctt cttttcgatc atcccaaaag
   638581 tgactaatga caaccttttt ttcaatttcg tcgtagtatg ctttatagcc atactcaagg
   638641 taggcatcgt cttctttgag aagagcatac attaagtttt ccatttgtag aaacagcgac
   638701 gcatcaattt ttttgtcact aaaaatttgt ctcataaatt atccctcaaa gaaataactt
   638761 tctgctaatt cacggacagt catttgttct gtttcatcgt ttaattttgc gataatacta
   638821 cgttcaattg cacgcataac aggaatatat acacctaaat cacatgcatc gataatgcca
   638881 cgaatacttg ctgcttcttc acttacgcgg ccatcacgag ctaaaggcat aagatcgctt
   638941 gcaaatgcaa cgaacttttc aattgttgca acatctttta gttttgattc tgctaataat
   639001 agttctttta atgtatcacc ttggatgtaa ggaacttcaa taataacgaa acggtttttt
   639061 aacgcttcgt ttagttcact tgttccaacg tagccttcat taattgctgc gattacacga
   639121 tactcatcat caccgtatac aacttcttgt gtaaatggat ttgtaatcat tttacggtaa
   639181 tctaatgcac cgtgaagaag tggtaacgtt tcaggttttg ccatattgat ttcatcaata
   639241 tataggaaat ggccgttctt cattgctttc ataagaggac cgttaacgaa tgtaacttca
   639301 gatgcgccat ctttcgtttg tagtgtgttg tatcctaaaa taccttctac atctaaatcg
   639361 acagaacagt taatgctatg cattggtttt tggaataaag aagaaagtgt ttcagctagt
   639421 actgttttac cactaccagt cggccctttt aatagaatat ttttgccaag aagaagtgct
   639481 gtaatggcat cttcgataat gctattatca gatgccttat atatttttgt accgatcaaa
   639541 tgtgcatttt caccagcttc ttgtttattc ttttcgtgaa ttgtagaaag ttgctgtttt
   639601 aaatcagcat gtatatgaaa ttgttctaac atgtatgtcc cacctaacat tattttcata
   639661 aagtaataca tcttatgata acttgtttta atatggtatg caaagaaaag gagaggggac
   639721 aaatataaaa gaaaaagcaa tcaataatac attgattgct tatagtaaag gagaaatgag
   639781 cctcataaaa gattctaata ttcgtttttt gatacttctc ttttggaaag cgttccattt
   639841 aatttcagta gaatgcttaa agtcatcttc aaaatcacgt ttaatatcat gaacagtttc
   639901 tgattcatac agtacgctaa taatttcgta attcaattca aagctgcgta cgtccatatt
   639961 tgctgttccg attgttgcga ttttatcatc aacaagtaaa atttttgcat gcataaagcc
   640021 atctttataa ctataaatgg aggcaccagc ttttaaaagt ggagtgaagt aggactgaga
   640081 tgcttggtca ctaataatac tatcgctttt accaggatat aaaatgcgta catctatgcc
   640141 agatattgca cttaaacgta ataatgttaa agtttcttga tctggaataa agtagggtgt
   640201 agcaatccaa atagattttt ttgccgagcc cataacagct aataatgtat tgcgaatgct
   640261 tttatcatct gagcttggtc cgctcgctac aatttgcaca gcaccttctg cgtttgaaat
   640321 ttctttacca gggaagtatt gtctattcat aaatggatcc caagaataag tattcaatcc
   640381 actagatgca tagagccaat cctctagaaa gattgcttgt aatttatata gcgcttttcc
   640441 ttctactttt aaatgactgt cacgccaaac gggaaatttt tttgaacgac caagatattc
   640501 atcaccgacg ttgagtccac cagtaaaacc gatttctcca tctacaatga cgattttacg
   640561 gtggttacga taattgacgg tttcaagtaa ccaagctgaa aaaataggat caaattcaac
   640621 aatttcaatt ccagcttctt tcataggttg taaaaaccgt cttctcaacg tattacttcc
   640681 gagtccatca taaaggaagc gtacaataac accatctttt gcctttttga ttaacgcatc
   640741 ccgaactttt gtaccaatct catcagattt ataaatatag tattgaatat gtatgtgatg
   640801 ttttgcttgc tcgatcgctt gcaaaatttc tgagaatgtt tgatctccgt ttgttaaaag
   640861 tttggtagtc gttctatctg ctgcaggccc gcctccaaat ttttgtacga cttctgttaa
   640921 atggacagag cgttcactta atgggacttt gagtgataac tctagtcgtc ttccttctaa
   640981 tatttcacgg aataactttc tttgctcttc tgaacgatgg agatgttttt ttcttctcca
   641041 acggctacgc ccgaaaatag agtataaaag cacacctaca acgggaagaa gtgctaatac
   641101 taaaaaccag gctaaggtac tttgaggaga tctattttcg ataaaaataa cgaatgaaat
   641161 tcctacaatt gtgatggacc agagaacgcc gacaaatgta tataacgaaa tataagatgt
   641221 atttaatagg aaaggaacga tagatacaat tgtaaatatt aatagtaatt ggatgatagg
   641281 tttcttcatt tctatataat tcctctaatc tttcctcaat atagatttcc taaatagcag
   641341 atgtactgtg acatttttat tataaagtgt tttctatttt ttacaaaatg taggtatctc
   641401 cccatacttt ccgcatttgt cctacataca gtgtattgtt acgtttttaa agagaaaagg
   641461 aaggtgaata taatgtatgg tcgtccaatt ggaggatttg gtcacggtgg tggtttcggt
   641521 cacggaggtt ttcatggtgg ttttggacat tcaccatttt ttggtggagg tttctttcca
   641581 gggtttgtag caggagcatt actcagtcct ggatttggtt atggcggata tggttatccg
   641641 tattactcgg attattctta ttatacaggt taccaacaag atccatatta ttcttacaat
   641701 acctattaag atgagaaaat ggaaaaggag aggggaaata tgaattatat agaaaataac
   641761 ggattgtatt atcgtaatca tcatcatgga gggcaccatc ataacggcgg acatcaccac
   641821 catggtggac acaatcatca tgatcaccat catcatcacg gaggtggatg gggctggggt
   641881 ggcggctcat ggggcggtgg atttttccct ggaagttttg ctggaggtgt gttaggtggg
   641941 cttacagctg gcgcactaac gggtgcagca ggtggaggct actatccagc gccgtaccca
   642001 gtaacttatc cagcgccata tccagtgcca tatccaacac catatccggg gtatcaacaa
   642061 acaccatatc cgtattaaat aaaaaaagag gctatcctct ttttttattt aataaagtat
   642121 ttatttataa aatacttcca aaattaaggt gaaaatatgt taatattttg ttattgtaat
   642181 tcaaaaacat atataataat taaaatttac atatgttttt gaatagagtt agctaattat
   642241 agcgataaga aactactatt tataattgaa acggtattat attgcttttt attacaaata
   642301 atattatgtt attttaatcg acatatttca aaatttgatt tatgtaaagg acgattatta
   642361 ggaaatgaaa tatctctatt tctataaaaa gaaacaagtt atgttttagt cagataggaa
   642421 gcaaggagag atgcgcatgc tagaacaaag aggtcatgca ttatatgaat cttcattgcg
   642481 agatttaaag ttagcattag atgagtcttc aattgttgcg attacagacc gaaagggtct
   642541 tattacatat gtaaatgata agttttgtga aatctccaaa tatacaagag aagagttaat
   642601 agggaaagat catcgtattt taaattcagg atatcacccg aaaacatttt ttcaaatgct
   642661 atggaagcgt attttgagcg gaaaagtatg gagaggtgag attcgaaatc aagcaaaaga
   642721 tggtacatat tattgggtta aaacaacaat tgttctattt ttaaatgaaa aaggagagcc
   642781 atatcaattt atcgcgatcc gaaatgatat tagtagtagg aaagaagcag aacagaggtt
   642841 gcggttaagc gaaagtcgtt atagggagct ggcttatcat gatgctttaa cgagtttacc
   642901 gaaccgttta caattaataa cgactgttaa tgagttgatt gcagataaaa acgagtttgg
   642961 tatgatttat tttgatttgg atcgttttaa attagtaaac gatacgctag gtcatatgat
   643021 aggagattta cttttaagcg aagttgcttc acggttgcat tatgtgctag gagagaaaga
   643081 tgttctggct aggctgggtg gcgacgaatt tgtgttgtta acaaaaaatc ataaacaaga
   643141 tgagatgagg cagctagcga catctgtgtt gtcatgcttt caggcaccat ttatgcttga
   643201 aggtcatgaa gtatacattt cggctagtct aggactgtgc tcatatccgc aagatggaca
   643261 agatgtagaa acgctattga agaattcgga tttagctatg tatagcgcga aagaacaggg
   643321 gagaaacgcc gcgtgtttct ttacagatga gttacgtgcg aaaataaatc gtagaatgaa
   643381 aattgaattt gctttgcaaa aggcaattcg tgatgaagag ttagatgtgg tgttgcagcc
   643441 tattattgat ttgaaaacga agaaatatac tggtatcgag gctttagtac gttgtacgac
   643501 agaagaaggt ccgatttccc caagcgaatt tattcctata gctgaagaat ctggacttat
   643561 tataaaatta ggagactggg tgttagaaaa gtcatgtcgc ttgtttaaaa cattgcctga
   643621 gtatgaagaa ggactaaagt tatctgtgaa tttatccata caacaattaa tgcaaaagcg
   643681 ttttattata tctgtacgta gtattttaag gagaactggt tttcctgcaa atcgtttaat
   643741 tttagaaata acggaaagca ttgctgttcg tcattttgat tatattattg ctacattaca
   643801 agaattaaga aatatgggta ttttaattgc tttagatgac ttcggaacag gctattcttc
   643861 cttatattat ttaaaacaac taccgttgga tatagtaaaa attgatcgta attttattcg
   643921 tgaatttcat tatgatcatg cacaaccaga gcgaacgatt gtaaaatctg ttattgaaat
   643981 tgcccatagt ttaaatttag cagtagttgc tgaaggggta gaaacagtag agcaagaaag
   644041 cttattaaaa tcgatgggct gtgattatgt acaaggattt tattatgcaa aacctttatc
   644101 tgtagcagag ttaaaggaaa agttaattat agacttctaa taaaaaagag aagccagaag
   644161 cttctctttt ttaattcatt ttttgtgagt ctttcattag tacaggataa agaataaggc
   644221 ctaatacgaa caatccgatt cctaagaaga acgtttttaa atcagcagtt cccgttttga
   644281 taacccaaat agagtataca aatgctaatg tcgtaatgat cccgtccttt attcgagaac
   644341 cgggcagtat atcatacgtt tctcctgtaa taactaattt gaattggtac agcgtagaaa
   644401 caaggtatgg aattaaataa gctaatgttg ctacaacgat agcgaaatta taagcttctg
   644461 atacagtacc agaaatcgtt gagaataaga aaatttgcgt catcacattt gtaataaata
   644521 atgattttga aggactacct tttttatttg ttttcgcgaa aaatttaggg aaaagcccat
   644581 tttttgctgc ctgataagga acctctgaac taacaacaat ccagtcaact gtagatccaa
   644641 ataaagatac aagtgcaagt aaagccatta tatatgcgcc tttattgcca attgctaaat
   644701 ttaatgcgtc tactaacggt ttttgagagt cttttaaagc atcttgagag agagctccca
   644761 ttgtaagtag agtaattgac atgtaaataa gaagagcgat aattaatccg aaaatagtcg
   644821 cttttttaac atcacgctga gatttcgcac ggttagaaag catgacagca gattcgatac
   644881 cgataaatgc ccaaagtgtt gcaatagcag ctgaattgat ttgtccacct aacgaaatgg
   644941 attgtcccgc ttcattcata aatgtttgac cgtctccaaa atttgaggcg ttgaaaatga
   645001 ataatgtgat tacaataaac attgtaaatc caataatttt tgcaatagta gcaagaagat
   645061 tcatattgcc agctcgatca atattttgag aaagaatata ttgaattccc catagcataa
   645121 ggctacatac gaggaaagtt aatccttttc cgagttctag tgaaaatccg ttcgttgaaa
   645181 agagaatttg cttactttgt aaaactggaa agaatgttga taaatatcca gcaaaggaaa
   645241 taataacaga tgctgttgca gcccagttcg ctgcccaata tccccatgcc atactatacc
   645301 ctgcaacttt acccgccttt tttgaaggga acattgcttg agcatagctt tgtggccctg
   645361 cttttaattc tggctttcgg attgccaaat ttccaaatac gagtgcaatc ataaatacgc
   645421 caaggcctgt aatactccat gcaagtgtag aacccattgg acctgatact tgtgctaaat
   645481 ttgctgggag cataaatacg ccaccgccaa ccatattccc gataacaaaa gctgttaaaa
   645541 cccataatcc ccattttttc gtttccattt ttgttaactc ctttgtagta agatttgctt
   645601 aaacatcatt ttttactagc tttttggcaa taaaaaaaga gccatgtaga taaaaaatac
   645661 ctacatggct ctttcgccaa agcgtaggta caacgggaat aacccttgta cctacgcgta
   645721 atttttccgc taggtttcaa gggttacgta tgatgatgat gtttttgtgc aaatgtaact
   645781 acaattgttg tataagtaag catagttctt tgctcccttt ctcctctgat tttgaagtta
   645841 gtatactaca tgtttttttg aatgaaaaga aaaatataaa aatttttata aaaatacgtt
   645901 ttagagatta aatatttacc tgtatttttc ctatactgga aaataagtga gagattggca
   645961 gaagagtgta gcatggtata atacatatag aattagaagg tgacaagggg ctattgtaga
   646021 tgatgagtaa gtatgaacaa atttatacag caatcagcaa gtctattgat aataaacaat
   646081 taaaagaggg atgcaaaatc ccatcagaaa ctgaattaat gaaacagtat gaagcgagcc
   646141 gtggtactgt aagaaaagca gtggatttat tacaagagcg aggatatgtt caaaaaatac
   646201 acggaaaagg tgtttttgtt ttaaagcgta aaaacattga attcaacttt ggtggcattg
   646261 taagtttcca agaagaaaat gaacgtttag ggcgccattg tattacagaa gtcgtggaaa
   646321 tagagaaaat aaaagcgaca aaagagattg caaagctatt aaatgtgaaa gagaaaacag
   646381 aaatagatca tattaaacgc gtacgaaata ttgatggaga aaaagtaatt ttggatatta
   646441 atcattttgt atcggaacat atccctggat taacgagtga aattgcagcg gggtccattt
   646501 ataaatacat agagaaagaa ttaggtcttc atattagtta ctcacagagg gtaattgagg
   646561 tgcagtcatg tacagaggac gatagaaagt atttagattt aaatggaaca gattatgttg
   646621 tcgttgtgaa aaactttacg catttttatg atggaagtca gttcgaatat acagaatcac
   646681 gtcaccgctt agatattttt catttttcgg atgtggcgcg gagaaaataa ggagatggaa
   646741 cgaaatgttt catctctttt tttataaaaa agttacaaac tcgtatatac gagtgttgac
   646801 taacttatat atacgagtta atatgtaatt gtaaacggta tcaaaaaaag aaaagaggga
   646861 cgggaatatg gggaaagact atcgtaaaac agcagaggaa gtgttgcagt atattggtgg
   646921 gaaagacaat attgaacaag ctgcgcactg tgtaacgaga ctccgtatcg ctttaaaaga
   646981 tgaaagtaaa atagataacg ataaattgca gtctgtttca ttagtaaagg gagcgtttca
   647041 taacgctggg gtatttcaaa ttgtaattgg tccaggagat gttgatcgag tatatgctga
   647101 attgataacg cttgcaggta tgaaggaagc gacagtagct gacgtaaaag attccggaaa
   647161 ccaaaagtta aatccagctc aaaagtttgt aaaagtattt tcagatgtat ttatgccgat
   647221 attaccagca atcgtaacag ctggtttact aatgggtatt aacaatctat taggcgcaaa
   647281 ggacttattt tttgatggga aaaatttatt agatgtgtat ccaaacttaa gtgggctttg
   647341 ggatttaatt aatatgatgg cgaatacagc attcgtattc ttaccggcac ttgtcgggtg
   647401 gtcagcaacg aagcgttttg gtggtagtcc aatactaggg attgttatgg gattaatgct
   647461 tgtgcaccca gccttattaa atgcctggga ctatggaaaa gcagcgactg gtttagatgg
   647521 tcaaaagatt gagtacttca atattttagg actgttccaa attgagaagg taggatatca
   647581 aggtcaaatc ttgccagttt tagtagcagc atttgtatta agtaaagtgg aaatcttctt
   647641 aaagaaacat gtaccaaatg caattcaatt gttagttgta cccattacaa cgattgtcgt
   647701 aacaggtgtg ttagcattag ggattattgg tccggttaca cgtcatattg gagatttatt
   647761 aacagctgga ttagtaggtg tatatgaaac agtaccagta gttggagcag tattatttgg
   647821 agcattgtat gcaccacttg taattacagg tatgcatcat atgtttattg ctatcgattt
   647881 acaattaatt gcacaacacg gtggtacatt catttggcca atgattgctc tttctaacat
   647941 tgcgcaaggt agtgcggcac ttgcgatgtt ctggatttct aaaaatcaaa atgataaaag
   648001 tatggcatcg acatcagcaa tttcggcata tttcggtatt acagagccag ctatgtttgg
   648061 tgtgaattta cgaaataaat tcccgttcta tgcagcgatt ataggatctg ctgtggcggc
   648121 gatattcatt acattaaatg gtgtattagc acctgctatc ggaattggcg gattaccagc
   648181 atttatttct atcattccga aatcgattcc aatgtttatt gtaggaatgg ttatcgcagt
   648241 tgtcatccca ttcacgttaa cgtggttatt tgcaaaaaga gtgaaacaga agtaggagga
   648301 agttaaacat gaaggattgg cataaaagtg tagtttatca aatttatccg aagagcttta
   648361 atagctatta caataaagaa accggtgata taaaaggggt tacagaaaaa ctagattatt
   648421 taaaagaact cggagtagat tatatttggt taacaccgat ataccaatca ccacaaaatg
   648481 ataatggata cgatgtaagt gattactata gtattgatcc atcttacgga acgatggaag
   648541 agtttgaaga gcttttagaa gaagcgaaag cgcgtaacat tgaaattatg ctcgatatcg
   648601 ttgtaaatca tagctcgacg gagcataagt ggtttaaaga agcgaaaaaa gataaaaata
   648661 gtccatatcg caattactat atttggcgtg atgaaaaaaa caattggcaa tctaagtttg
   648721 gcgggtctgc ttggaaatat gatgagaaga caaagcaata ttttttacat ctatttgatg
   648781 agacgcaagc ggatttaaat tgggaaaatg aaaagcttcg tgaagaagta tatgatatga
   648841 tgcgcttttg gctagataaa ggggtaactg gattccgatt agatgttatt aatttaattt
   648901 caaaagatca acagttctta aatgatgacg gaagtacggc gacaagcgat ggccgtaaat
   648961 attatacaga tggcccgcgc gttcatgaat atttacaaga gatgaaccga aatgtttttg
   649021 aagggaaaga tgtccttaca gttggagaaa tgtcatctac gacaattgat aattgtatta
   649081 aatattcaaa ccctgatcgt aatgaactaa gcatgacgtt tagctttcat catttaaaag
   649141 tagattatcc gaatggtgat aagtggacga aggctgattt tgatttcatt aaattaaaag
   649201 agattatgtc taattggcaa attgaaatgc aaaagggtgg aggatggaat gcgttattct
   649261 ggtgtaatca tgaccagccg cgtattgtgt cacgcttcgg taatgatgag aagtatagaa
   649321 atgagtctgc aaaaatgtta gcgacagcta tgcatatgtt gcaaggaacg ccttatattt
   649381 atcaaggcga agaaatcggt atgacgaatc ctaattttga gtctattgaa caatatcgtg
   649441 atgtggaatc gttaaatata tatgatataa agctggaaga aggattatca aaagaagaga
   649501 ttatcgggat tttaaaacaa aaatctcgtg acaactcccg tacaccgatg cagtggaatg
   649561 aagatgtgaa tagtgggttt acaacaagta caccttggat ttcggtggct gaaaacttta
   649621 aagaaataaa cgtagagaag gcattagaag ataaggaatc tgtattttat tattataaaa
   649681 agttaattga acttcgaaaa acgtatgatg taattacaga aggagaatat gctattttgg
   649741 atgaaaatga ttctgaaatt tgggcatata ctcgtactac agaaagtgaa gtgctacttg
   649801 ttataaataa cttctatgga gaagaaataa cgtattctgt accagctcat gttcaattag
   649861 atggaatgaa acaagaagta ctactgtcga attataaaga ttccagcaag gatattgcaa
   649921 aacttaactt aagaccatac gaatcaattg tatatcgata tacgaaataa aaggttgtat
   649981 gcctgcgtgg catacaacct tttattttaa gacaccacta tacaaaatat ttacgtctac
   650041 ttctggttta aactttactt ttgcataatc tttattccac ttttttttct tccataaatc
   650101 agggtgatac gcgataaggt gtctaccaat cccaaaagca tcacaatttg ctttttgtag
   650161 tttatttgtt atttttttcg cttcttttgt aagttgcttc gataattctt tatttagctt
   650221 ttttctttca tccattttat aaaggttatc tcttggagct tcaagcgcta taacttttaa
   650281 ctgaagctta atatgagcat aaacatttcc ttttttatct gttgttattt ttaaatctcg
   650341 ttttaatttc cgattgctca cttccattgt taaatagtca gatgtcttct cggattcatc
   650401 gctagtaagt ttttgagtta tacgggcact tgttcccatt tttccggtta ataacacgaa
   650461 taaaacagat tgtttcaaag gtaaatgtcc agttaattta tcattgttaa ataaagctaa
   650521 tccgtttgta attacttccc ttccttttat ttttatagaa ggaagggtaa agtccttacc
   650581 gggatctaac atttttgtag cagctgtctc taaagtttct tttggaaata cactcatatc
   650641 ttctaaactt ttcacttttt tctttagaaa atctccaatt agtaaatttc ctactttctt
   650701 tttttctagt atctcggatg tttcaccatc tactgcaata agttttacta aagcagttgg
   650761 gtttgttggg tcccgaaagc tgacatctaa ataaggtagt acaccttttt ttagaatttt
   650821 ggttcctagt aattgaacac catatttgaa ataacgaatg tttcccgtta catttttttt
   650881 cagtgcatcg ctcgtatctc ttatgttatg cccggttgca gaatgtattt cattctcgaa
   650941 tgaagcttgt tctccgcttg aactttttac gagctcaatt gtttgctgga gtttattctc
   651001 ttccgtaata tcagatccaa tactataagc taaccttgct tcccttaatg gttcttgatc
   651061 ccagcagcca gaaaggaatg cactagtaca taatataaaa agtagtttaa ctcttttttt
   651121 gaacatactg ttctcctttc ttatttctta ttactgaata aagtagaaat aaaagaggga
   651181 ggacaacgat gaaaatatag gtgaacttat cagtgaaagt tgcaattact tttaattctt
   651241 caggtgtatc gataaataaa gctacactaa aggcaataat accaacgatt gggacagctt
   651301 ttttatgatt agcaagattg aatatatgtc caattcctat agaagcagcg cagtaataac
   651361 tagcgataga agctacaact gttatcatcc aaattggtat gaatagtaaa tcagttcggt
   651421 ctataatccc gatatgcaag gagcgtaata agtaagcgac tggttctgga ataagctcaa
   651481 tttgttttgg actaaatacg ataaagcaaa tccaaacagt aaaagtataa aaaagggtta
   651541 caaatccgtt agcgatagaa attgctttta gtttggctac agaactcccg tttacttttg
   651601 ggaaagcgat aagaataatt tcaaaaccat acatagctgt aattgtttct tttgatgctt
   651661 gaataatatt ccaccatccg gcttctgtaa ttggaaaaat ataagaaaaa tcagctcgtg
   651721 aaaaccctag cgcaattaaa agagccatgg gcaaaatgag aatagaagcc atgacataaa
   651781 atcgtacgat gactttaaat gtattatagg ctatatagca gcaagctatc gtaaatagta
   651841 agagaattgc gtaccaaggg gtcgcttgca aaacccatac tttaatgaca ttacaagcgt
   651901 ttaacataac cgtcataccg ataagagtaa aataaaaaac ataagcaaag cctaatagtt
   651961 ttccaaactt attaccaaat agcatacaaa cactttcata catatctgca tcaggaaatc
   652021 gttttaagaa aagccacata agtaaaataa taagctgaat tgcaagccca gcgatgagag
   652081 cggaaatcca tccaccacct tttgctatcg gatgaagacg gtttggtaga gaaagtatac
   652141 cgaccccaat ttggcattga ataacgaaaa aggtaaattg aacaagtgaa attttacttt
   652201 gcgtgtttgt caccgtcctc ctcctctctc gttacatgtt gtcgttgcat ttttttcggt
   652261 tttggatcat gtggtcgttc ccaaaatgac caaattggta gtcttacaaa agaatctttc
   652321 atatctttaa tccgcattgg ggcaacagga gaaagatatg gtgtatgaaa tgaatgtagc
   652381 tgacataaat gaacgaaagt tataatgaga ccgaacgata ttcctacata tccgaatagg
   652441 gcagcaagga gcattaatgg aaatcgaaga atccgaactg ctgaactcat atcatttgat
   652501 ggaacgagaa aagatgagat tgcagttaaa gctacaacga taatcattgt gtaagaaacg
   652561 agtccggctt ttacaatcgc atcaccaatt actaaaccgc ctacaatacc gattgtttgt
   652621 ccaactcggc tcggcaagcg aataccagct tcccgcaata actcgaaaat tagctccatt
   652681 aagagggctt cgaaaatagg aggaagaggt actttctcta atgaagcttt aattgtatac
   652741 acaagttcaa gtggcaatac atcaggatga aaggctacgg ttgcgatata tatagctggt
   652801 aagagaaaag caatcaagaa actcactaag cgaatcattc ggacgaaaga accgacaatc
   652861 cagcggttat tgtaatcatc cggtgattga tagaaagcaa ataacgtaac aggaacgata
   652921 agagctgttg gatctccatc agaaaaaata gcaactcgtc cttccattaa atttgctgcg
   652981 actctatctg ggcgctctgt atttaattgc tgcggaaatg gtgagaaaga cgtatcctct
   653041 ataaattctt gtatatatcc tggaggcata agtgcatctg tcttaatcgt ttctaatctt
   653101 ctttttactt ctgtaactaa atcgtcattc gctatgtttt gcatataagc aattgccact
   653161 ttcgtgtgca tctcttcacc aagtgtgaaa tatttaacga cgatatttgg gctttttatg
   653221 agcttacgga tcgaagttaa attagttgct aaatcttcta caaagccagt atgtggaccg
   653281 cgcacaattc cttcattatc aggctcagct atatcccttt ttaaagatat agctgtttca
   653341 aaaatacaaa agctgtcgac gtgttcatga aaatataatg attttccttg taataaaagt
   653401 tgcacaccgt aatttaaatt tgtttctttt ttcatattta atgtggcaaa agctttatct
   653461 aaagacaaat ccgaccgagt taataaaggc tcaagagcta attggtgaat caaatttggg
   653521 tctgctaaag attcgatata taagattgtt ccctttccat tttggaaagg aagatctaat
   653581 ttttttatat cgtctgaatg acagagctta ttttcgatat aattaatgtt ttccggaagt
   653641 gatggaaaca tatgcttttg gcccgtactc tcttgttgtt ctttttgctc tgtcataatt
   653701 tccacctctt ttagataaag ttacttctgt taatttttgc tttttgtgag aaatttatgc
   653761 ttggattatt tttggtaaag tagcttgaaa gttacgttac gtcatctttt atactataga
   653821 aaataggata taggggatga tatacatgac tttgaggcat atgtggggat ggaaagaagt
   653881 tttatattta tttatgtttg tatttgttat tgttccagta actgtcgaat ccctttttta
   653941 taaatatatt ttagaagtaa taggtaactc actatatgct ggagtattaa tgggctttat
   654001 aatggcagtg atatttacta ctgtagtata tcttttttgt atcaaaagat ataaactctc
   654061 atggaaagat attggaatta ggaagctttc atggaaagat attttatgga cagttggagc
   654121 ggttattttc ttaattgtag ctagtattgc tgtattagtg ataatggaga aaatgggtat
   654181 ttcctttgaa aatagtaaaa cggagacggt ccaaaatgat aaatcaatct attcattctg
   654241 tatcgccgta attggagcag caattatatc accaatctat gaagagattt tatatcgagg
   654301 tgttttttat acattttttc gtaatagata tggcatatgg agcggtatgt ttattagttc
   654361 cataatattt accgttgtcc atattcctac atataacaca ttaccggtga attttttgag
   654421 tggagtagta tttgcatggt tatatgagaa aacaaattct attttatcag ctatgattgc
   654481 ccacgcatta ttcaatttca tagcagtact tttaacattt atgtcgaatt aagaagatat
   654541 ataggaggga tacatatgga aatagctgta gaacgtgttt ttacgaaaga gattgtaaaa
   654601 agagcagcga gtttgtttca tgtaacagtg gacgaaaagc cgcttggaga ttttgagaat
   654661 tatattttta aggcgaaggg cgatcgtggt gaagattacg tattgcgttt aacccattct
   654721 tctcatcgct ctaaacaagg ggtagaggct gaactagatt ttttacgata tgttgcggag
   654781 aatggggcaa aggtagcagg acctctttat tcaacgtctc gaaatctcgt agaagaaatc
   654841 gtagcagagg atgggacttt cttttttgct tctttattta catatgcaaa aggtgagcaa
   654901 gtaaaaggtg aagaatcacc ctattgggga gatgcttact ttgaagcatg gggaaaagcg
   654961 attggtcaac tgcatcgtct aacaatgaac tatcctaaaa cgaatcatcg tgatacatgg
   655021 gaagaagatg agagtgggat tgttaatgaa ttagaagatg atcaagtgaa aaagattgct
   655081 actgtattaa tggatgagat aaaggctctt ccagttgaaa gagaaacgtt cggccttatg
   655141 cacggtgaca ttcatccagg taattttcat tatgatggaa aagagctaac gatctttgat
   655201 tttgatgatg cggcctataa ttactttata cacgatttag cgatggttct ctactactct
   655261 gttctattta caccgtggac agcggaagag aagacagact ttgctcgtaa acagctacaa
   655321 gtgttacgga aaggctatga gtatgagcac agactggcgg atagttggta tgaatcatta
   655381 ccactatttt tacgtttgcg tgacataggt ctatacggca cactccaaaa gaagtttaag
   655441 gggaaagata tgccagataa cttccaaaaa ttatctgaag agttatatga aagaattata
   655501 agcgaagaac caattgtgaa tatataatac attttgttca aaacaaagta tacaaaaata
   655561 tgtttgtttt attaaaataa tattgtcata gattcggtat acatttataa tttttatata
   655621 ttctgaatat tctttataaa aaggaggggg aatattggaa gctttcgtaa attggttaaa
   655681 taatattgtt tggagtccag cacttgttta tttatgttta ggagtaggtt tatatttttc
   655741 tattcgaacg aggtttttac aagtaaggca tgtaggagaa atggtgaagc tgacatttca
   655801 aggagaaaaa tcagaggctg gtgtttcttc attccaagcg ttagcacttt cgttatcagg
   655861 gcgcgttggg acagggaata tcgctggggt agctacagcg gttgccttcg gtggaccagg
   655921 ggctgtattt tggatgtggg cagtagcctt tttaggagca ggatcagctt atgtagaatc
   655981 aacactcgcg caaatatata agacgaaaca tcaaggacag tttcgcggtg gacctgctta
   656041 ttacattgaa aaaggtttag gggttaaatg gtatgcttta gtattcgttg cagcgacaat
   656101 tcttgcaacg gggcttttac taccaggtgt gcaggcaaat agtattgccg taagtttaga
   656161 aacagccttt ggaattaaca ctactctatc aggggcttta ttagttgttg tattagctct
   656221 tatcatcttc ggtggagtaa agcgaattgt taacgtggca caagttgttg taccgtttat
   656281 ggcagttggg tatattttag tagcttgcgt tattgttgct atgaatattg aaaaactgcc
   656341 agaagcattt atgttaatta taagaagtgc ttttgcatta gaagcagcat ttggtggtat
   656401 tatcggttta gcaatttctt ggggagtaaa acgtggtatt tattctaatg aagcagggca
   656461 aggaactgga ccacatgcag cagcagcagc ggaagtatca catccagcta agcaaggctt
   656521 agtgcaagca ttttccgttt acattgatac attatttgtt tgttcagcaa cagcatttat
   656581 gatgattatt acaggcatgt ataacgtatt tgatgcaagc ggaaaaaact ttatcgtaaa
   656641 taaattaaat ggtgcacagc caggaccagg atatacacag gcagcagtag aatctgtttt
   656701 ccctggattt ggaaacggtt tcgttgcaat ctcgttacta ttctttgcat ttacaacaat
   656761 tatggcgtat tactacattg cagaaacgaa tatcgcgtac ttaaaccgtg ataaagaccg
   656821 cccttggttg tctatggtac taaaatttgt ctttttaggt gctgtattct acggctgtat
   656881 aaaaacagca gcaacggctt gggctttagg tgatatcggt gtagaaatta tggcatgggt
   656941 aaatatcatt gcgattttat tgttacaaaa acctgcatta gttgcattaa aggattatga
   657001 aaagcagaag aaagaaggaa aagatccagt attcgatcca gggccattag gcattaaaaa
   657061 tgctgatttc tgggagcatg aatacggaaa aggtaagaaa gaagaagtat cttaatggaa
   657121 tagaaatgaa aaagcaaagg gaaaatccct ttgctttttt tatgagcaaa atgaagcagg
   657181 cagttatttt tttgcctatt tttgaatata aaaagaatgt acatgctttg ttaggggaag
   657241 gggtgagtat gttgatagag tttcgtaacg taaataaata ttatggcaac tttcaagttt
   657301 taaaagatat taatgtgcaa gtgaaaaaag gtgaagtggt agtagttgtt gggccttcag
   657361 gatcaggaaa aagtacatta cttcggtgta taaaccagtt agagtcaatt acagatggag
   657421 agttaattgt acaaaatacg gaggtacaca atgcaaaaac agatatgaat gaattacgcc
   657481 gaaatattgg gatggtcttt cagcattttt atttatatcc acataaaacg gttcttcaaa
   657541 atattacact agcacctatt aaagtaaata aaatttcaaa agaggaagca gaaaaaacag
   657601 cgatgtttta tttagagaaa gtaggaattc cagagaaggc taacgtatat ccacatcaat
   657661 tatccggagg acaacagcaa cgggtggcaa ttgctagagg acttgcgatg cagccggaaa
   657721 ttatgctatt tgatgagcct acgtctgctc ttgatccaga gatgattggg gaagtacttg
   657781 atgttatgaa aacgctagct aaagaaggga tgacgatggt cgttgtcacg catgaaatgg
   657841 gatttgcgcg agaagtagct gatcggattt tatttatgga tgatggcaaa atcattgagg
   657901 atacaacacc ggcgcaattt tttgcaagtc ccgaacaaga aagagcacgt ttatttttaa
   657961 gtcgagtgtt aaatcattaa aggaggagtt ttatgcttaa aatgaaaaag ttgtttacgt
   658021 taatcgtatt ttcatgttta ttcgtacttg tcgttgctgg gtgcggaagt aaaaaagatg
   658081 aggcgaaaga aacgaatacg aagcaaggcg gggctgttga acaaattaag aagcgcggga
   658141 aattagtagt tggggtgaag aatgatacga acttgtttgg attgaaaaat ccttcaacag
   658201 ggcaggtaga aggatttgat gttgatgttg cgaaagcact tgcgaaaaaa attcttggag
   658261 atgaaaagaa actagaatta aaagaagtaa cgtctaaaac gcgtattcca ctattgaaaa
   658321 acggcgatat tgatgcaatt atcgcaacaa tgacaattac agaagaacgt aaaaaagaag
   658381 tggatttttc agatgtatat tttaaagcag gacaatcgtt acttgtgaaa aaagggagcg
   658441 atattaaaag tattgatgat gtgaaaaagg gcgtgaaagt gttagcggtc aaaggttcaa
   658501 catctacaaa taatattcgt caaaagtcac cagaagcgac tgtattagaa tttgaaaatt
   658561 acagtgaggc atttacggcg ttaaaagcag gaaaaggtga tgtgttaacg acagataatg
   658621 caattcttta cggcatggca aaacaagatt cgaattatga agttgtcggg aaaattttta
   658681 cggatgaacc gtatggaatt gcagtgcaaa aaggcgcaga tgatttaacg aaagagatta
   658741 atagcttgat aaaagatatg aaggcgaatg gggaatacga taaactgtat gaaaaatgga
   658801 ttggacaaaa accagaaaag tagatagtaa aagtgagagg atgagagtac tcatcctctt
   658861 cttgtaaaga aagaggggag aatatgtgcc tgatttttct atattaacga ataacattga
   658921 tatgtattta gaaggcttta aatatacagt gatgtctagt gtaatcgcat taataggtag
   658981 ttttatttta ggtgtagtat tggcgataat gcgtattgca cccattcgta ttttaaattg
   659041 gttgggtact gcttttgtag agtttgtaag aaatattcca ctcgtattaa ttgcatttat
   659101 attctatttc gctttacctg tagtaggaat tactttaaat ggttttgtag caggaacagt
   659161 tacgcttacc gtatatactg cagcgtttat tgcggaagtc attcgcgctg gtattttatc
   659221 agtcgcgaaa ggccaaatgg aggcagcacg ttcttcagga ttgacttata cgcaagcgat
   659281 gtaccatgtc gttttacccc aagcgatgaa aattgtaatc cctcctctag gaaaccaatt
   659341 tctcaattta gtaaaaaact cttccatact cggaattatt gctggtgctg atttaatgta
   659401 tcaaggagat ttaatttcaa cgaagacgtt tgttacgttc gatgtttata tatttgtcgg
   659461 gatgttttat ttaatattaa caattccgct cagtatgcta gtgcgttatt tagaaaaacg
   659521 cttggcaaag gaggcggtgt aaatggattt taagggagct ctaacgggtg atcatattct
   659581 ctttttatta aaaggattac tcatcacatt agaggtagcg ctcgtagcga ttgtacttag
   659641 ctttattatt ggtagtgtaa tagggatatt gcgctacatg aaaatacctg tcgtctcaca
   659701 agtattgggg attatcgttg aagtcattcg aaacttacca ctacttttaa ttatattttt
   659761 tacatatttt gcacttccag aagcaggatt gaaattagaa attataacag ctgtaattgt
   659821 tgcgttaaca atatttgaag cagcaatgat atctgaaatt gttcgaagtg gcctattatc
   659881 tattgagaaa ggacagattg aggctgcaag atcttcaggg ttaacgtatg tgcaagcgct
   659941 ttggcacatt attttaccgc aagcattaag aagaatggtt ccgccgcttg ttagtcagtt
   660001 tatttcattg ctaaaagata catcattagc agtcgctata tcactaccgg agcttatgca
   660061 taatgctcaa attattagcg gacaaaatgt aaattatatg attccaacgt ttatagtagt
   660121 agcttgtatg tactttattg taaactatag tttatcaatt ttatccagaa ggttagaact
   660181 tcgttaactc ttacaatata tgtaagagtt tttccttgtt tctccttatt ttcctctaaa
   660241 tagaatctaa atcttgcaat aattcgattt tttatattat tttatcagaa aagttttaat
   660301 tttatataga aaatgtaatc gctttcgtgt atatttttat tatcagaaaa ttttaacaag
   660361 atataggggt attggtaggg ggaggattta gatgcagcaa acaacgaatg agaaattaca
   660421 tcgtacgatg aagagtagac atttatttat gatcgcacta ggtggtgtaa tcggaacagg
   660481 ttttttctta ggttcgggtt acaccattaa tcaggctgga ccagggggag ccatcctttc
   660541 atatttagta ggcggattca ttatgtattt aacaatgcta tgccttggag agttaacggt
   660601 agcaatgcca gtttcaggat ctttccaaaa gtatgcgacg aagtttattg gaccaggaac
   660661 gggctttatg attggctggc tatattggct tggctgggca gtaacagtag gactagaatt
   660721 aacgtcaatt ggtttaatga tgaagagatg gtttccgaat gttgatgttt gggtatggtg
   660781 tctcgtcttc ggcgttattt tatatgcgtc aaacgcaatt tcagcgaaaa gttatgctga
   660841 attagaattt tggttctcta gtattaaagt aattacaatt cttgcatttg ttgttcttgg
   660901 tggtagtgca ttattagggt ttatatcata tgacggaaaa gaagcagcac ctcttttctc
   660961 taactttgta agcgaaggcg ggttattccc gaatggatta gctgccgtat tacttacaat
   661021 gattacagtt aacttctcgt tccaaggaac agagttaatc ggaattgcag cgggagaaag
   661081 tgaaaatcca gaaaaaacaa ttccacgtgc catccgtaat acagtatggc gcattatgtt
   661141 attcttcatt ttaacaatga cgattttagt aggattaatt tcttggaaag aagcaggcgt
   661201 aattgaaagt ccattcgtag tcgtatttga taaaatcggt attccatacg cagctgatat
   661261 tatgaacttc gttattatta ctgcgttatt atctgtagcg aactctggat tatatgcagc
   661321 gacgcgtata ctatggtcac ttgcaaatga aggaatggca ccaacatctt tccaaaaagt
   661381 aaataagcgt gggattccaa ttaccgcatt agttgtaacg attgctgtag ctggcctttc
   661441 tttattcaca agtttccttg cagaagatac agtatacatg tacttattat ctatagctgg
   661501 tttatcagct gtttcaagtt ggatcattat tgctttatcg caactacgct ttagaagtca
   661561 gtatataaaa ggcggaggaa agttagagga tttaaaatat agaacaccgc tatatccaat
   661621 tgttcctatt ttagctttaa ttacaaatag tatcgttgtt attagtttag cgtttattcc
   661681 agaacaacga atggcgttat attgtggtat tccatttatc attttctgct atatatatta
   661741 ttatataaat aagaaacggc agaaaccgat gaaagtggag atggaaaaag caaatgaaac
   661801 taacaatcaa acacgatgac attgaggcag atttatcgta tggtccatta gcgattggaa
   661861 aagaaaacgg gtattcaccg ttacaattac tcgtttcttc tatcgcagga tgcagtgcaa
   661921 ttgtctttcg aaccatttta gaaaagaaac gtattccata cgatacgttt acaattgaaa
   661981 cggaaattgg tagaagtgaa gcattatcaa aaccagttga aagtgttcat ttgcattata
   662041 aaattaaggc gcaaaacatt acagaagagc agttggacaa ggcgttgcag cttgcagtga
   662101 aaaattgcac aattgttcaa tctgtaaagg atagtataaa aattacggaa acaattgaat
   662161 taataaagtg aaatataaaa acgtgagaat acggttctca cgtttttata tttgtaataa
   662221 aggggggata tgatggaatg tttagggtgt agattagcag gcggagagga aaaaatatat
   662281 aaagtatatg aagatgacta tgtaacatgc tttctagatc atgagccttt ctatacagga
   662341 catactttaa ttgtgccaaa acaacatgtt gtagaagtag atgaattaga tgatgttgta
   662401 gcgaaatcaa ttatggatgc ttctaagctg attacaaaag cgattaagtt attatataaa
   662461 cctgacgggg ttacagtttg tcaaaatggt ggaatattta acgagctaac acattatcat
   662521 atgcatgtcg taccaagata taaagagcgc tcatttgctg agttttatat ggtacaacag
   662581 ggagagaaca agaattataa ctttgaggag acaaagaatt tgttaaaaga agcgatagag
   662641 cgaatactgt gtactgaaaa ggtgtaagag ggatgtttta aaagagttgt caggaaaatt
   662701 ctaataaaca aaagctcaat ttctcattta aaatagggga attgggcttt tttattctat
   662761 tattaaattt tatatataaa aagattttac agtgtcacaa agtatagtgc tcattcgtta
   662821 tatagagtga gaggaggaat tatatgaaag ttacagacaa cgattatgaa aagatggaag
   662881 agctatatga gttgtacgaa caaaaagttt attatgtagc ttattctatt ttaaataata
   662941 ttcaacaggc tgaagatgcg gttcaagaga catttattac tctttataaa aatttggaaa
   663001 agcttcataa cttgaatatt caagagttta aacgctacat tttgagggtc gcgaaaaaca
   663061 aggcgattga tagttatcgg aaaaataagc gacatgaaac atttttagaa gaatatgaaa
   663121 gagaatcaat agaagcggta gatgaaaata ttgaagagtg ggaaaaacgg aaaatgtctg
   663181 aagttcaaat tgatacattg ctaaaagagt taaatgagtc taatagacag gtgtttaagt
   663241 acaaagtctt ctataactta acgtatcaag aaatttcaag tgtcatgggg ataaaggagg
   663301 ctaatgttcg caagcagttt gaacgcgctc gaaaacgagt ccaaaatatg ataggaggta
   663361 tacaacatga cgaattcaaa gaactccaaa gaaatatatg aatttgctga aaaaatcgct
   663421 ttagatgatt ttgataaaat cgaagaaaaa catgaatttt cacatacata tacacgtaaa
   663481 aagaaattgt ttatggagga aatgaagctg aaaaatagac aaccacagaa aaagcgtaaa
   663541 agacatcgta tgttaatcgc tgctgcttgc ttattgattg gtatgccgac aaccgttttt
   663601 ggagcagtga aagtctataa tatgatcgtt caaaaacaaa attatgaagt aaatgtttcc
   663661 ttaacaaata aggattcgaa aaagagtgat cagtggtata agttgaaggt tggtaaattg
   663721 ccagaaaata tggaagcaat tgatgactct gctatgaaat attcctttaa agataactat
   663781 gcaaagggtg gattttcttt cattctttgg agagtaggaa aagattcgaa ttttaaaacg
   663841 ctgtactcaa aaagctacga agagaaagag ataaatggta agaaagcagt gattgttaat
   663901 aaagaaaatg gaaacaataa tttagcgttt aacagagagg tctttctctt ttttgagaaa
   663961 gaggggatca tgttacaaag ttatattgga aacgatgtaa acgaagaaca aatggtggat
   664021 gtgttaggga acatttcact tgagcctacg tcaaaagaaa aggcatcaga tataacagat
   664081 tatgataaaa agtattttag cgaagaaagt aagcctaaaa aaactaaggt gattcctttg
   664141 aaaaaagata gtaaacgtct atttcatata gggcaaaagg ttccagtaac gatatctatg
   664201 gataacagca aaattgaata tatgatagaa aaagttgaag tctttgactc aattaaagat
   664261 tttaaacaag agaactttag tgaacttggt ttaggaatac taagcgagaa tcaggctttg
   664321 gatcaaactg gacaattgat accatataga cgggatgaat ataaatttgg aaatggtaaa
   664381 gattctattg ataaattagt agattcgaaa ttagttcacc ctaaatttgt ctacctaaca
   664441 acaacagtga aaaatattgg aaaaaagtcg acagaagaaa tctatatgca tccatccata
   664501 aagttgctta aatctgaagg gaatgcatgg aactatgctg aaagagatgg gattgcggaa
   664561 aaaaatatta tgacaggcga agttgattat ttagagcctc acggagacgg gaaaagcttt
   664621 tacaatattg gcagtatccg accgggagaa acggtaaaag ttaacttagg ttattttgta
   664681 gatgaggata aactagattc aatcttcctg gatgctttcc gttacagtgg gtctagtggc
   664741 actgagaata tgaatgagaa aaatcgttgg tggttcgata ttcgtcaaca gtcaaaataa
   664801 tagaaacaaa tcgacgaaaa aagctgctta tatttagcag cttttttcgt cttcatacat
   664861 atgtaaaatt tctttcgcac gtatacgtaa accatctatc aattctttcg gttctaaaac
   664921 tcttgtatct ttcccgagtc tataaaataa aggggtaata aagttaattt cacctttatc
   664981 aattgttgaa tgtatatatc ctgtcccgtc ttcgtttact actacgaatt cttcaaggta
   665041 aggaacactt ttacattggc gcacgccttc tgttgtcagt aaaacatgta actgagtagg
   665101 actgtgtact acgttagagt tagagtcaaa ccattcttct aaattcatga acgtactttc
   665161 attttcttct gctgataata tagaaagaat acgatcaacg cgatacagta atactttttt
   665221 tctactgaag tcataggacg gtaagtacca tagtccgtcg tgagcatata caccgatagg
   665281 gtgaacatgc tttgttttta tccccgattt agattcgtat tgaaagtgta aatttttatt
   665341 ttcaatagcc gcagttagta cttcgtttaa aagaggtgta ttaaccgttc tcttcggatt
   665401 ccaaaaagcg atataggaac gtattttatc aactttcgtt ttcgcatcat gctgtagaga
   665461 gctatacagt ttatgtgtaa cggaattgat ttctgtgtta aaaggtaagt ctctgtagta
   665521 acttaaagat tgaaatgcaa aaaagatgga gactgcttct tcttccgtaa ataaaatagg
   665581 gggaatgact ctattcgtta atactttata gcctccgtta cgaccttgtt cagcatagat
   665641 gggtaatccc atatcactta aatctactat gtatctatgg acagtacgaa cggaaatatt
   665701 aaattcatca gctatttctt gcgctgtaaa tgtctttttg gcggaagcaa atataagaat
   665761 atctaataag cgtttagctt ttgacaaatg tatcaccttt tttcttttta acatgacata
   665821 aattgtcgtg ttttattgtt agtatattgt ttacatcata tgttatcaat atgagatgaa
   665881 aggaggaaaa gatatgtcac gtgaaattgt tttatttatt gcggcgagtt tagatggata
   665941 tattgctaaa gaagatgatg atttagagtg gttaatggaa acagaaggag agggagataa
   666001 cggttataca gaaatgtatg aaacgattga tacaataatt atgggaaaaa gaacgtacga
   666061 ttatgtagta gagcatatgg acatattccc gtatgtagat aaaaaatgtt atgttttctc
   666121 taactcagaa aaaggttcaa acgaacacgc ggagtttgta aatgaagatg tagtggagtt
   666181 tacaaaaggg ttaaaagcac aagaaggatc taaaatatgg atggtcggtg gagggagtct
   666241 actaagagaa ttctttaaga ataatttaat tgatgaatat gttgttacga ttacaccaca
   666301 tatattaggt tctggagtgc cgttatttca agacaagaac ccagaaatcc atttaacttt
   666361 aacggatacg aaacgttttg ggcaatttgt aaacttatat tataaagtaa aatgataaag
   666421 aaacacgact actgatggta gtcgtgtttc tttatagatg gcaaggaaat tgtaaaacaa
   666481 gacccgtgat caacttcgct cgttacagta atatttccgc cgtgtagttc tacaatttct
   666541 ttcacgatag atagccctaa accagtccca ccggtagctc gtgatctagc tttatcaact
   666601 cgataaaagc gttcgaaaat gtgagggagg tcttcaggag gaataccttc gccttcatct
   666661 tccattgtaa tggagatacg tttattttct tctataacag aaatatgaat ttgagaatgt
   666721 tcttttgaat gtctataagc gttatttaaa atattcacta caacttgttc aaatcgttgt
   666781 tcatctaagt ttactagcag tgtaggagga caagagaaag aaactgtaat gtatctttct
   666841 ttatacatgg cgtttacttt ttcagatatg cgagtaagga aagtgtgtaa atgtacttcc
   666901 tttacttgaa tagaaaagtt atgttgttcc atttgtgcca gtgaaaataa atcttgaact
   666961 aagtttgtaa tgtaatcaga ctcatctttt ataatagata aataccgtaa acgttgctcg
   667021 ggagatgtgg tttcttttaa agcaatgtca gcgtagcctc ttacgtatgt taaaggtgtt
   667081 cgtaattcat gagcaacact tgctagaaat tcacttcgct ctgttttcat ataatgtaaa
   667141 tcattagcaa gcgtttgaat tgatgaggat agttcaccaa tttcatcatt tcgagtagtt
   667201 gttaacgaaa cggataaatc gcctttactc attttttcag tggcatgttt catatgtaac
   667261 aatggttttg ttaataaccg agataaaaga aaaatggtaa tgactgtgag tagaaacgtg
   667321 atggcaccag caataatgaa ttgtttcgtt aatccattta ccaacttttc aatggattct
   667381 gtcccaagaa acatatacac atacccctca tgttttccag ctactatgat gggactgacc
   667441 gtacatatat aattagatgt tttccagtga ttctctataa tcgctccgtc atgatttgtg
   667501 cgtgtttgca tgctactaat gtgatttttt atagttgtgt ttattttgtt agatttagct
   667561 agtacttctt tatttgtatt tgtaataacg acagtagttt cagcttcaga ttccattagt
   667621 gcaacgtgag agattgtttg ctcatcataa tatttttcaa gtacatcacg atggctgttt
   667681 ccacgtttta ataaagcagt catttcttca tttactctag tgtttacgag actataatag
   667741 agcaaaacaa atagaacact ttcaattaaa agtgtgacaa ttaaaaaata aaatccgaat
   667801 tgaatagaga tgcgtttcat cactttgctc cttaatgttc gatatcaatc catcgataac
   667861 caactccgta cacagttttt aaatgattat caatagggaa atttactttt cgtaatttat
   667921 cacgcaaatt acgaatatgt gaatcgactg ttctatcttc tgtatttgta tttaatcccc
   667981 aaattcgttc aataagctga tcgcggctca atacgtagtt cacatgacgt aaaaataatc
   668041 cgagtaaaga gaattcaatt ggtgtaagaa gaagctcttc attatgaaca gaagcggagt
   668101 gctttgcttc attccataaa atgccgtgat attggatttg cgcgtgttga ttcgttcgcc
   668161 ttaaaacagc ttcaattctt gcgaaaagct cttcttcatg gaaaggtttc gttacgtaat
   668221 catccgctcc gagttttaat ccttggacga catcgatggt ttgatcacga gcggtaacca
   668281 taataatagg aacgttacta aatgaacgga tttttttgca cgtttcccat ccatccatct
   668341 ttggcatcat aatatcgagt aaaataaatt taaagttttg attttctata tgtgaaatcg
   668401 cttcttctcc ggatcgtgca catatgcagt tatatccaat tggagtaaga taaagcgtta
   668461 ataattcaag cattctcggt tcatcgtcta cgagcagtat atcaatcata gagagccctc
   668521 catatataat ctttacttaa attgtaatgc aaaatcatga agaaatggtg cagattgtaa
   668581 tgtgtctgca taatttcttc agaattactt gttattgttt agttgaactt ctactttagg
   668641 taatgatatt ggctcaataa agactaatac ggaggcgata taatgaaaaa agcaacccgc
   668701 attttgggtg taacgataat tacagcagtt ggccttgcag catgtggaca aacgaataat
   668761 atggatcata caaaacatga acctaaaaaa gagaaagaaa cagagcagaa ggaaatgaaa
   668821 atgaatcagg aagtaactgc gccgaaagaa atgaatcaag gtgcatcgaa tgatttatta
   668881 acgacaagct taaaaaaatg taacgagatt aaatacaaat gattctctgc aaatggcagt
   668941 attaacttcg caaacgatat ggccagcaac gcataaagag aatcaacccg gtgctgttat
   669001 tttagtacca gtaaacgagt ggcaattagg tattgcaagt gcagacctta ttcatcatcc
   669061 gaataacggg ccaattttat ttatagaaaa agaaaaggta cccgaaatga cgttaaaaga
   669121 aataaaacga ttaaatccgc tcggaacgaa agatggaaca caaattatgg tgatggggga
   669181 tgtaggtgca tctatccttg agcaattaaa agagtataaa gtaaagcaaa taaaagaaac
   669241 ggatccagct acatttgcaa aagatgtgga taaagaatat gccgatataa caggaagcta
   669301 cccaaatagt gttattatcg gttcgtctga agaagaagga cgtttataca caacaccagc
   669361 tgtaaactgg atttctcata tgccagaacc gcttttatat acagagaaag ataaggtgcc
   669421 aaaagcgacg atagaggcat taaagatgag aaaagataaa gcgaatatat atgtattagg
   669481 accagaaaaa atcatttcaa aagaagtgga aaaagagtta agcaaatatg gaaaagtaac
   669541 gcgtattagt ggagagactc cagtagagaa ttctattgca tttgcgaaat ttaaagatga
   669601 aaaaacaaaa tttggctggg gattcaaaaa gccaggtcat ggtatgtcat ttgtttcaaa
   669661 taaaacacca gatttagcag ttgcaggagc accattttca catatgggta aacatgcacc
   669721 tgttatctta ttagaggaag gaaaagcttc acaaccagtg tatgatttcc ttgctactat
   669781 tcaaccgaag tttaaagatg atccaacact tggcccgtat aaccacggct tcttattagg
   669841 aagtacgagt gatatttcat ttgaaacaca aggtatattg gatgagaggt tagagattgt
   669901 acaagaaagt ggtcaagggc acggtggaca ttaatgaaat gagaaaagat gctactaagg
   669961 tagtgtcttt ttctttagga aacttttaca tagcacaaaa tcctctactc gttatataat
   670021 aaccttcgtg cagtcggcct tgattttctt acggagaaaa tcaaatgata aaagagtaga
   670081 ggagtggtac tttgtttcag acgataaaaa atgactggtt ttccaatgta aaaggggacg
   670141 tgttatcagg gattgtcgtt gctttagcat taattccgga agcgatcgct ttctccgtta
   670201 ttgcaggcgt ggatccgacc gttgggttat acgcagcctt ttgtattgca gttaccattt
   670261 catttgttgg cggaagaact gggatgattt cagctgcaac aggtgcaatg gcattattaa
   670321 tggtaacgct cgttaaagat cacggtttac aatatttatt tgctacaaca atattaacag
   670381 gtattgtcca aattattttt ggcgtgttca aactgagctc atttatgaag tttgttccga
   670441 aatcagttat gagtggattt ttaaatgcac ttgggatttt agtttttaca gcgcaattgc
   670501 cgcagttaaa aaatgcaact tggcaaatgt acgcgcttgt cgcattagga cttgcaatta
   670561 tatatgtatt tccacgtatt acgacagctg taccgtccac acttattgca attatcatcg
   670621 tgacaagtat tgcacttatg agtggattac aattaaaaac agtaggggat atgggaagcc
   670681 tgccgaaaga attaccgttc tttagtattc cagacgtgcc ttttacactt gagacgttag
   670741 ggattatttt accgtacgca gttatgcttg caattatcgg tttattagag tcattattaa
   670801 cagcttcagt tttagatgat atgacgcata cggaaagtaa taagcataag gaagcacgcg
   670861 gtcaaggtat tgcaaatatt gtcgctggtt tcttcggagg tatggcagga tgtgcaatga
   670921 ttggccaatc tgttattaat attaaatcag gtggacgagg tcgcttatcg acgtttgtag
   670981 cgggcggatt tttaatcgta ttactattcg ttttaggtga ttatgttgtt catattccga
   671041 tggcagcttt agttgcagtt atgattatgg tttcaatcgg aacatttgat tggaactctg
   671101 tagcaacgat tcataaagta ccaaaaggga atgcattcgt tatgattgta acagtagtgg
   671161 tcgttcttat tactcacaat ttaggattag gtgtagtcat tggtacagta attagtgctg
   671221 tgttatttgc attcaatatg gcaaagattc acgtgaaaca tttatatatt gaaaataaga
   671281 aaatatacga aattcacggt caacttttct ttgcatctac ggcagatttt ataaataact
   671341 tttcattcaa tgaagatgta aaagaaattg aaatgaattt tacccacgca cacgtatggg
   671401 acgattcagc agtggcatca attgataaag ttatcatgaa gtatgaacaa agtggtgtga
   671461 aagtaagtat aacaggatta aatgaacgta gcgcaaaact tgttacaaat ttagctactt
   671521 ataataaaag aattgctagt tagaagcctc ctttttaggg ggctttacta tataatatga
   671581 gtaggataac gaaaagggga ttcagcatat gtataaacaa attatattag catgtgatgg
   671641 ttctgaacat gcacttcgag cagcagagca cgcgacacat attgcaaaat ttaacgaaga
   671701 aacaaatgtt gaagttgtgt acgtagttga taatagaacg gcaaagtcag atattataca
   671761 aggtcaaaca gatttagaaa cagtatcagc tagtcgaaaa gataaattaa aagagattga
   671821 aggtttatta aagaaagaga acatttctta taaaattacg atattacatg gcgatccagg
   671881 agatacgatt gttcaatatg taaatacagg agatatagat cttgttattg ctgggagtag
   671941 agggctaaat acattacaag aaatggtgct tggtagtgtg agtcataaaa tagcaaagcg
   672001 tgtgaaatgt ccggtgatga ttattaaata aattgagtga gatattctgt agtgtaagca
   672061 gggccttgat ataattcaag gtcttttttg acgtataaaa ggggagagtg tggacataat
   672121 agatacataa gttttagaaa atattaactt acaaatttgt aagtttgttg ttaggaaaat
   672181 cgatgttatg acaattattc cattggtaaa ataaaagtat cgaaggggag agagggagga
   672241 tgaaaaagat gaaagcactt caagatttat catatagcca aggtgtcggt cttatttgtt
   672301 tagggggatt tgctgcatct gttacgttag ctgttgtaat aaagataatt catcaaatct
   672361 tttaatctta gagtcgggaa ggaattggtt gttataaata gtaagagaag gattataaat
   672421 aaaaaatagc tcttagcagt aagtaaatgc taagagctat ttttatgatt atttttctac
   672481 ttctggcttc tcacttgtta cagtaacgtc tttccaatgt gaagttattt gattcacttc
   672541 agcattgaca tcaaaatctt ttacgcgctt attaacacct gttaaatcaa atgtgtaatg
   672601 aattggaatc atcggtgctt cgtcatgaat taatttttgc catttatcgt atacttcttt
   672661 acgatatttt tcatcagtag ctttttctga taatccagca tctaataact ttgtattttc
   672721 atcatttacc cagcgctgat agttaaaacc agcattttta ccccatagac cagaaaggtc
   672781 aggatcagaa ccagtgttcc aagcaccaga gaaaatatca acctttggat catctttttt
   672841 aatcatttca cgcatagcat taaattcatg taagcgtcca tcaacaagtt ctacttttaa
   672901 gccgatatct ttccaagatt ggatatagaa tttagccagt ggttcacttg tttcactacc
   672961 gttactagct aagaagttaa ttttaaattc attacctttt ggatcttcac ggaatccgtc
   673021 accattttta tctttatagc cagcttcatc taatagtttt ttcgctttat ctacatctaa
   673081 gttatatgcg ccagcattgt tattatggta ctttggcata gatggtggaa ttggagagtt
   673141 agctggaaca cgaagtccgt gatatacttt ttctcctaat ttttctctat caattgcata
   673201 agccattgct tgacgtaaac gaacatcttt gaacttatcg ttatccatta cagcttcatt
   673261 ctttgctttg tccatatgtc caaatttaaa tccgatataa gtgtaagcaa gcgcagtttt
   673321 tcctactagt tgtgtatttt ttaatttact tacgtttgga tattgatcag cagtaattga
   673381 tgcaatatca atatcacctt ttttcagaga tgcactaaca atagatggat ttacaacttt
   673441 taatgttaca ttttttagtt taggtttgcc agcccagtaa tcatcgaagc gctcatactc
   673501 aactgattca ccaggaacaa ttttcttcac tttaaatggt ccgaatccaa ttggattttg
   673561 acggatctta tcagattcag ccagtttttc aattggtaca tcacctaaat attttttagg
   673621 tgtaggatat gtccaaatac cagttttcag tgaagggttt acttctttat aagtaatcga
   673681 aattgttttt gggtcgacta ctttaatacc agagattttg tcagcttttc cagcgtgata
   673741 ttcttccata ccttcaatca tttgcatttg tgtatcgtaa cggatacctg tatatttact
   673801 attaccaatg attaaataag aatattctaa atcctcagcg gttacagggt taccatcgtg
   673861 ccattttaca ttatctttaa tcttaatagt aattgttttt ttatcttcag aaattgtata
   673921 cgttgcagca ccgtcatttg tgatttccca gtttttatct gaagctaata aaccttcatc
   673981 aaagaaatcc ataatttctg aatctggagc aacttcatac aatactctac ttaaaacacc
   674041 agcgaaaggt gaatttgaaa cgagtccata agttaatgat ccgtctttaa tttctttacc
   674101 atcatttttt acagcagcac taaatttatt tgtttctact tttttcgtat ttgttttttt
   674161 gctaccgcta tcagcacccc cacatgcaga tagtaataat gttgaagcag caagtgtact
   674221 taatactttg tacaattttg gtttgttcat aacttctcca ccccttaacc ttttctttgt
   674281 ctcgcatcag ccgcacgctt taacgcttga ccaataaaat ttatacacag catcaacact
   674341 aaaatcatga ttgatgcggg taaccaaatc caccattttt cttgcaatac atctgggttt
   674401 gttgcataac ttacaagtgt accaagactc ggtgtacttt ctggtagacc aaaacctaag
   674461 taagtcaaac tagattcaat cccgatgtta ccagcaagat ttaatgtaat atttacgata
   674521 ataatagaac ttaaattagg taatatttgt tggaagataa tcttccaatt tggtgttcct
   674581 aatgttttag atgcagatac gtaatcaagt tctttctccg ttaatacttt agagcgtata
   674641 agtcttgctt ttccgaccca taagaaagcg gtcattatga gaataaaggt agtaatattg
   674701 aaagttggaa cgagtgagat aaatacgata acaatcatta agaatggtaa aatcatcata
   674761 aaatcgataa aacgcatgat gatgttatcg acaactcctc caaaatagcc agcaattagt
   674821 cccattgtaa gaccgataag agttgataaa agagtgatgg ctaaaccaac tgtaaaggaa
   674881 ttacgtgtac caataattaa ttgtccgaaa atatcacggc ctccataatc agttcctagc
   674941 caatgttcag cagaaggagg atcataaatg gcgaacagat cgactcgaac gatatcttct
   675001 tgtttcataa taaatgaagt tgtataaacg gctattaata ttaaagctaa aaagaatagg
   675061 gaaaacattg ctagtttatc tttacgaaat tctcgccaca taatggagaa accagaaggg
   675121 atcttttcgt aatgaatgac ttcagtttgt ttttcaggat ttgctaacat aacgtttctt
   675181 cacctccatt aatcaatacg aatacgtgga tcaacgatgc ttagaataat atcggaaaga
   675241 agagtcccga gtagcgttgc gaatccagta aataatacaa gagcagttac gacactgaaa
   675301 tcacgttgag tgatagattg gaaaaatagt tgtccaattc ctgggtagcc gaaaatattt
   675361 tctagaataa tagagccacc aactaaacct gtaatttcat atcctaaaaa tgctgcaatt
   675421 ggtaaaaatg aatttcgtaa aatatgtctg gaatatactt tagattctgg tacacctttt
   675481 gcttttactg tgcgtacaaa atctttatgt ttcgtatcaa taatttcact tcgtaaatat
   675541 tgtacagttc ctacagtgcc aattaatgcc ccagataaag ctggtaaaat catatgattt
   675601 aatttactta aatagtaatc aaatgatccg gctgccactt gtggatcaac gctaccactt
   675661 gtagggaaga tcgggtataa aaagccgaat aagaataaca ttactaatcc gaaaataaat
   675721 aggggtgtac caaatcctaa aaagttatag agtgtaatga gtcgatcagc ccacgtatca
   675781 ttccaacgcc cacttataac gccaagtgga atggcgatta aataagtaag aataagaatt
   675841 agaagagcta acagcactgt attaccaagg cgttccccaa taatatctgt tacttgtatt
   675901 ttatgtgcgt aagaaatacc gaaatcccct tgtacggcat ttgaaatcca ccttacatat
   675961 tgtgtgggaa tagggtcatt taacccaagt ttctcacgtt gttcttcaat tacttttgga
   676021 tcggcttttg ggtttgctag ttcagcgcca cttaatgcat cacctggcat tgctttagca
   676081 agtgtaaaga cgagtacgct taatacgaat aattgcggta tcataactaa aatccggcgt
   676141 aatataaatt tccacatgtt ttatcactcc cttatggtaa tgccacccgg tgagttggcg
   676201 agattggttt taaatcgtaa gcacgtccat tttcattgaa ataattttcg tatgattttt
   676261 cgtactcagc gcttacttca cgacgcaatt tacgctgttg ttcgcggttt tctggacgaa
   676321 tatcaggaat agctgatatt aggcgcttcg tatagatgtg ctgtggattg ttataaattt
   676381 cagcactagt tgcttcttcc acaatgcgtc cgcgatacat aacacctata cggtcacaca
   676441 tatggcgaat tacacctaaa tcatgactaa taaataagta tgttagtccg agttcggatt
   676501 gtaaatcttg taagaagttt aaaacttgcg cttgtactga cacgtcaagt gcagatacag
   676561 gttcatctgc gataataagc ttcggtttta gtgtaagggc gcgtgcaata ccaatccgct
   676621 gtctttgccc accggaaaat tcatgtggat atttataaat agactccgga tttaagccga
   676681 ctttatcaag ataatcttga acagctctac gttcttcgtc gggtgagagt ttctcaaaat
   676741 tccgaagtgg ttccgcgata atatccataa cacgtttctt tgggtttaag gatgaataag
   676801 gatcttggaa aatcatttga atatcttttc gttgttctct tagttctgag cgacttaact
   676861 ttgttaaatc tctattatta aaatgaatac taccgcccgt cgctttcgtt aagtgcataa
   676921 ttgcttttcc agttgttgat ttaccgctcc cagattcccc aacgattccg tacgtttcgc
   676981 caggttgtag ttcgaagctt acgccatcaa cagcacgaac gtaatctaat gtacgaccga
   677041 aaacaccacc tttaattgga aagtgtactt ttaaatcttc tactttaagc agtgccatga
   677101 gttacgtcat ctcctttctt atcttggaag ttgaaatgtt tgtagcaagt acaacgtacc
   677161 caatggtttg gttttacttc atgtaaaatt ggattttcct cgtgttgatc aggtctaatc
   677221 catggaattc gtgcttggaa gcgacaacct gtgcgaggta acttagctaa cgtcggtaca
   677281 acaccttgaa taacatgcaa tttttctttt tcagcgtaag cagatggaat ggagtttaat
   677341 agagaacgag tatatgggtg aagagggttg ttaaaaatct cttcaacttt tcctgtttct
   677401 acaacttgtc cagcgtacat aacgacgata cgatcggctg tttctgcgac aacacttaaa
   677461 tcgtgagtaa ttaaaatgat gcccattttc gtttgttctt gaatagattt tagtaagtct
   677521 aaaatttgtg cttggatagt tacatcaaga gccgttgttg gctcatctgc aataataagt
   677581 gctgggttac aagcaattgc aattgcgata acaattcttt gtctcattcc gccagataat
   677641 tcgtgtgggt attgtttata tgtaagttct ggttttggaa taccaacttg atgaagtagt
   677701 tctaaggtgc gttctttctt ttcaactttt gaaaggcttg tgtggtagtc taaattttct
   677761 tcgatttgtt ttccaactgt cataagagga tcgagtgctg taagaggttc ttggaaaatc
   677821 atgccgatgt ttgatccgcg tactttattc atctctgcgg ctgacatcgt tagtaaatcc
   677881 ttatctctat agttaagctg cccttgtaat tttgtatttg cttcattatg cagtcgcata
   677941 atggaaaggg caagtgcact tttccgcaac ctgattcacc gactatcgcg acaatttcat
   678001 tttcatggac agttaacgaa acatcatcaa ctgcggcatg atattgatct tgtatacgaa
   678061 aggaagtctg taagttttca atgcgaagaa gtggattctt catggctatc cctccatctt
   678121 ttctgaaaag actaaatatt ttgtatgttg ttgttatttt aatataaatt gacaatgttt
   678181 gacaagtata agttgagaaa atattcaaaa atctttttat atagagattg gatgcatgta
   678241 tataagtagt tggagtgttt tgaaaacgct aacatatata agagagggaa ataaatcttt
   678301 tgtaagaaaa aagtattata tgtagaaaaa agagaggcgt tctcgaaaga acagcctctc
   678361 tttttttgat aagaataata ttagtgctta agcttgcttt tgttttactg accctgtctt
   678421 taaagtaaga gcaaggaaga acattgcaag tacacaagat gcaagtaata agatgaatcc
   678481 gccatcccat ccgaatgcat cgacgataaa gcccatagcg gcactagcga aagctgctcc
   678541 gcctaagtaa ccgaagaagc cagttaatcc agctgcagtt ccagccgctt tctttggtgc
   678601 taagtcaaga gcgtgtagac caattaacat aacaggtccg taaattaaaa atccaattgc
   678661 aacaagtgcg atactatcaa ccattggatt accaggaggg tttagccagt acacaagaac
   678721 ggcgataaat acaccaacca taaataaaat accagcaggt gcgcggcgtc ctttaaatag
   678781 tttatcactc atccagccgc aaagaagtgt acctggaata ccagcccatt catatagagc
   678841 ataagctgta cgtgaactac tatgagtaaa gcttttttct tctactaaat aagtaggagc
   678901 ccagtctaca acaccgtaac gtacgaaata tacgaaaacg ttcgcaatcg cgatgtacca
   678961 taaaaattta ttgtttagta cgtatttaaa taaaatttcc tttgctgaaa gttcacgttc
   679021 acgatctttt atcttctcat ctggtggata ttctccagta tgttcttcaa tagaaggtaa
   679081 tccacaagat tgaggtgtat ctttcatcgt aattaataca taaacaccaa ctaaaattga
   679141 aagaatacct gggaagtaaa aaatactctt ccagtcattc gcaaagaagt ataagcctaa
   679201 tgttacaaga gaaggcataa gcgctccgcc gacgttatga gcgacgttcc aaatagacat
   679261 ttttgtacca cgttcactaa tagagaacca gtgaaccatt gtacgaccac aaggaggcca
   679321 tcccatacct tgtacccatc catttaaaaa ctgaagtaca aacataagta taatactcgt
   679381 tgtaatgaaa gaaaatgagc cgaaaataat attaatgata cctgataaaa atagcccagc
   679441 tgctaaaaag tagcgaggat tacaacgatc ggatacgata cccataagaa atttacttaa
   679501 tccgtaagcg atagaaactg ctgaaaggat aaccccaagt tcccctttac taaagccttg
   679561 ttcaattaag tatggcattg ctagtgaaaa gttttttcga acaaagtaat aacctgcata
   679621 gccgatgaag atacctaaga atacttgtaa acgtagttta cggtattcac tgtcaacgcg
   679681 gtcagctggt aagcgttccg cgtggggcgc aggtttaaag aattgtgtaa aaaacataaa
   679741 atgaaaatcc tccccaaatt aattcgaagt gtcgtaagtc agagagaata taaaaaggcc
   679801 atgaaatata aaaaagtttc cttttttatg attcatagcc gtgtactccg attctccgtg
   679861 actgtcaata ttaacttcgt cgaaaattat acaactttgt gacaaaaatg taaacgtttt
   679921 tataaataaa aagtgttgac ggattttatt cgtcggatta atatttaaat aagttaaata
   679981 ttttatcgtt taaataagag gtggataaca tgccaaatga tatgacgcat atcgataaaa
   680041 ttcaagctct tgccttttcg attggaaaga aaatgcagac agagttatta gaacaaatgc
   680101 aagcaacagg acttacacca ccgcagtttt atattttaaa gattttagat cattatggag
   680161 cttcaagggc gacaaaatta gcaaaaaaga tgtatgtaaa gcctagtgca attacagtga
   680221 tgatcgatcg cctaattgac caagagcttg tagagcgcta tcacgacaaa gatgaccgcc
   680281 gcgttgtcat cattgagtta acaaaaaagg ggaaagccag ggtagaagag gcaatggtcg
   680341 ctcgtaatga gcacattgca aaatatttct cacatttaga attacaagaa agagaagatt
   680401 tgttacgcct ctttgagaag ctcgaaacaa ttatttgcgg gacacaagag aaaaaagaga
   680461 ataactaaga ggaattgagg agattacatg gagcaacaag aaaatataaa cagaaagttg
   680521 ttgttaatcg gtttaatcat tgccatgcta tttgctgcat tagatggaac aatcgttggt
   680581 acagcaatgc cgcgtatcgt cggtgaacta ggcggattaa gcttaatgac gtggttaaca
   680641 acagcctata tgttaacatc aacgacagtt gtaccaattg caggtaaatt agcggattta
   680701 cttggccgtc gtaacgtata tataacaggg ctagttatct ttatggttgg ctcagcgtta
   680761 tgtggtatgg caaatggcat gacagaatta attattttcc gtggtattca aggtcttggt
   680821 ggcggtatta tgatgccgat ggctatgatt attatcggag atatgttcac ggggaaagaa
   680881 cgtgcgaaat ggcaaggtat ttttggtgcg ttatacggtc ttgcttctgt aattgggcca
   680941 caagttggtg gctggattgt agacgcagta aactggagat gggtattcta cattaactta
   681001 ccagtgggta ttttagcaac aatctttatt gcaatgggat taaaatcaca taaacaaaca
   681061 ggaccaatta aaattgatat cgctggaatc ttcacgatga ttctcggtgt tgtcagttta
   681121 ttacttgcat taacgtttgg cggaaaagat tacgcatggg attcttggca aattatcggg
   681181 ttatttgcat tagctctaat tggtattgtt agctttgtta tcgttgaaac gaaagcagaa
   681241 gaaccaattt taccgatgca tttctttaaa aatcgtacat ttacattact aaatgcgatt
   681301 ggattcttta tgagtatcgg aatgttcggt gcgattatgt tcgtcccatt cttcatgcaa
   681361 ggaattgtag gagtaagtgc tgctgaatca ggtacaatta tgacgccaat gatgattact
   681421 atgattgtga tgagtattat cggcgggcaa cttgtattaa aagttggtgt aaaaccacaa
   681481 attattacag gaatgcttat aatggctgga ggattctggt tattaacaac gatggatatg
   681541 cacacaacta aattgactgc tacttcttat atgatggtta tcggtttagg aatgggtctt
   681601 gtaatgccga cattaacgtt agcgttacaa gaaagcttcc cgaaaaaaga tcttggtgtc
   681661 gtaacatcat caagtcagtt cttccgtcaa atcggtggaa catttggtat tacaatttta
   681721 ggatcaatta tgaataacac ttcaggtaca acattaacaa aaaatttagt acctgtatta
   681781 gatacgttcc cgaaagaagc gggacaaatg gtaacgaaat ttaaagatat gattcatacg
   681841 gacccacaag gtttatattc aatgctattt agcccagagg cattaaaaca aatgccagaa
   681901 gcattgtacc aattttgaaa aactctttag tagactctct tcatactgta ttcttaacag
   681961 gattagtatt cattgtagtg ggtgctatct ttacgatttt cttacagaag attaaactgt
   682021 cagatcgtaa aaaggatgct gaagagccag ctgcagagga aaaagaacaa actgtatcat
   682081 attcgtaatg aaaaagcatc gccttatggc gatgcttttt tgagtataac cttaaaagct
   682141 ttttcttgag aaatgattga cgtatttcta gaaatacgtt atattatttt ctgtaaacgg
   682201 ttacatgaaa tggagagaga agagaatgag tacgattaaa gacgttgcaa aattagcggg
   682261 agtatctgtt tcgaccgttt ccagagtgtt aaataaaaat ggatatgttc atgaagatac
   682321 gttaaagaaa gtagaacgag cgattgagat gctagactat aagcctagta cagtagcgcg
   682381 ttcactgtat aataaaaaat ctcgtttaat tggcttagtt gttccaaata tcgtgaatcc
   682441 attctttcca gaagttgcac gtgccgtaga agatgtagcg cataagcaag ggtatacagt
   682501 tgtactttgt aactctgatg aaagtttaga gaaagaaaag caatatattg atgtacttag
   682561 gcaaaataat gtagatggat ttattgtagc gacaaatcca caaaatagtg tgaattacat
   682621 gaacttgtca gtaccagtcg ttgcaattga ccgtatgttt aatgagcgta tacctgctgt
   682681 gtatgcagat aactatgcgg gaagtcaggc agcgacaaag ttattaatag ataaaggctg
   682741 taaacgtatt gcgcatattc gtggaccgcg tgacgtaagt acagctaatg aacgttttga
   682801 aggctttgta gacgttatta cgcaaaataa tctttcttat atgattgcag agagtacatt
   682861 tgatccagct aatagtgagc gtgtagcggt ggaactatta gaagaatacc cgcatattga
   682921 tggaattgtt gctgggaatg atttaattgc aataggtatc gtaaaggctg cgcttcaaaa
   682981 ggggatttct attccggatg atttacaaat tatcggattt gatgggattt ctttaacaga
   683041 gatgatgtat ccatctatta caactgttgc gcagccaatt tatgaaatgg ggaaagttgc
   683101 aacagaactg ttgttagagc agatggaagg aaacgtatta gaagagaaac actatcgttt
   683161 accgattgaa attatagaac gaaatacaac gaagtaagga gatgaaatag atgccaaata
   683221 ttgcagtagt aggtagtatt tcaatggact tagtggccgt ttcaaaaaaa cgtccgaaag
   683281 caggggaaac agtaattggt gaagcatttc atacaattcc aggagggaaa ggagctaacc
   683341 aggcggttgc tgcagctaga ttaggcgcaa atgtagcgat ggttggagca gtaggagacg
   683401 ataattatgg aactgtagtg aagagaaatt tagagaacga acgcgttttt atcgactatg
   683461 tggtaccggt tacagatgcg gcgacaggaa ttgctcatat cgttttagca gaagaggata
   683521 acagtattgt tgtcgtgcaa ggggcgaatg ctcttgtaaa tgagtcggtt gtaaatcgtt
   683581 caaaagatct tcttataaaa gctgatatgg ttgtgcttca actagagatt ccgcttgaaa
   683641 cagtaaaata tgtattggct atttgtcagg aacacaaaat cccggttatg ttaaatccag
   683701 cgccagcaca agtgttatca gaagatattt tagaaaaggc aacttatatt acaccaaatg
   683761 aacatgagtg ccgcatcgta ttagatgatt tcacatcgcc aattgaagat ttactggcta
   683821 aatatccgaa taaactattg atgacagaag gttctaacgg tgtacgtttc cataatggta
   683881 cggagattgt acatgttcct agcattgctg ttgatgtagt agatacgact ggagctggtg
   683941 atacatttaa tggtgcatta gcagttgcgc tttctgaagg agaaacactt caaaaagcaa
   684001 ttcgttttgc gaatattgct ggtggtcttt ctgtaacgaa gcttggggcg caaggcggta
   684061 tgccaacgag agatagagta cgtgaagtgc aggtgattgt cgggtgaaaa agcacggcgt
   684121 attaaacagt gagattgcag cagtgcttgc ttcacttggg catacggata cgattgtaat
   684181 cgctgattgc ggtttaccaa ttcctgacgg agtaaagaga attgatctag ctgttgaaat
   684241 aggaaaacct agctttttag atgtattgca agtggtagcg gatgatatgg caattgaaaa
   684301 agtgacgtta gcagaagaag tcattaacaa caatgcggaa gtaaataaag aaatcgagct
   684361 aaaattaata gaaccagcgt ttgaatatgt atgtcatgaa caatttaaag agcatacaaa
   684421 gaaagcgaaa gctattattc gtacaggtga ggctacgcct tatgccaatg taattttaca
   684481 tgcaggcgtg attttttaat aaagggaagt gatgggaatg cgtattgaaa tgaaaaatat
   684541 ttcaaaggcg ttcaatggca atcctgtttt gaagaatgca cagtttatga ttgaaacagg
   684601 agaagtccat gcattgatgg gggaaaatgg agcgggtaaa tcaacgctca tgaagatttt
   684661 aacaggtgta tacaaaagag atggtggaac gatcacgatt gatggacaag aacgaacttt
   684721 taaaaatgcg aaagaagctg aagaatacgg tattgcattt atacatcaag aattgaacat
   684781 attaccgaat ttaacagtag ctgaaaatat gtttctcggt aaagagttaa tgtatggaaa
   684841 gacaggtatt ttacgtacgc gtcaaatgaa cgcgattgcg cagcagcaac tagcagagtt
   684901 aggattacat gtaaaaggcg ctatgttggc aggagagtta tcggttggac aacagcaaat
   684961 tatcgaaatt gcgaaagcac taatgacaaa cgcgagcgtt attattatgg atgaacctac
   685021 agctgcatta acagatcgtg aaattgaaac gttgtttacc gtcattaata aattacgtaa
   685081 agaaggcgtt tcgttcgttt atatctcaca ccgaatggaa gaaatctttt caatatgcga
   685141 tgccattacg attttacgtg atggggaata cgtcggaaag agatccattc cggaaacatc
   685201 gtttgatgag gtagtgagta tgatggtggg gcgcagcatt ggtgaacgtt acccagaacg
   685261 aaatagtcaa attggcgatg ttatttttga aatgcgtaat ggaacgaaaa aagggaagtt
   685321 tgaaaatgtt tcgtttcaag ttagaaaagg tgaaatcctt ggtgtagctg gcttgatggg
   685381 agctggccgc acagatatta tgaaagcaat atttggatac gaacctttag attctggcca
   685441 aatttttata aatgggcaag aagtaaagat tgatagcccg atagatgcga ttagacaaag
   685501 aatcgcattc attacagagg atagaaagtc tgaaggatta gtgctagatt tctcaattcg
   685561 agaaaattta gccttaccga atttagaaag tctttcaaag ggaagcgtct taagtaacga
   685621 actagaacaa cagtttacag cggacatgat gaaacttctt aatgtgaaag catctagtgg
   685681 agagcaagct gtgaaatctc tttctggtgg aaatcagcaa aaggttgtta ttgcaaaatg
   685741 gttaggtatt cacccgcaat tactcatttt agatgagcca acaaggggtg ttgatgttgg
   685801 agcgaaaaaa gaaatttact ctattatgaa taagcttacc gaagaaggag atgccgttat
   685861 tatggtatca tctgaacttc cagaagtttt agggatgagt gatcgcgttc ttgttattca
   685921 tgaaggaaaa gtcggcggca ttttagagaa agatgaggca tcgcaagagt ctattatggc
   685981 actagctaca gggggagagt aaggatggct aagaagggga atgtattaca acaacttggg
   686041 tctttaattg gactagcgct aattattgta gtaattacgg ctttaaatcc agcgtttatt
   686101 gaaattccaa atttatttaa tatactgcgt caagtatcga ttaatgcgct tattgcattc
   686161 ggaatgacct ttgtaatttt aacagggggt attgacttat cggtaggttc tattttagca
   686221 ttatcaagtg cacttgttgc tggaatgatg gcaagtggca tggacccgtt ccttgcgatg
   686281 gcagttggat tattagctgg tcttgtaatg ggaattgtaa acggtatcat catagcgaag
   686341 ggaaaagtag ctccgtttat tgcgacttta gcaacaatga ctatttttcg cgggttgacg
   686401 cttgtttata tggacggacg tccgatcact ggtcttggtg atcatttaat gttccaaatg
   686461 tttggccgcg gttattttct cggtattcca gtaccagctg ttacaatgat gatcgctttc
   686521 gcagtactgt acttcatttt gaagaaaacg acatttggtc gccgtacatt tgcaattggt
   686581 ggaaatgaag aagcagcagc attatcaggt attaatgtta cgaaaattaa agtaatgatt
   686641 tacggtcttt ccggaatttt ggcagcgttt gcaggtattg tcttaacatc acgactagat
   686701 tctgcacagc cgactgcagg tacttcttac gaattagatg caattgcagc agttgtatta
   686761 ggtggaacaa gtctttctgg gggaagagga tggattgttg gtacattcat cggtgtactt
   686821 attatcggtg tactaaataa cggtttaaat ttattaggtg tatcttcttt cttccaacaa
   686881 gttgtaaaag gacttgtaat cttactagct gtattaattg atcgtcgaaa agaagcgtaa
   686941 tggagggaca gtttatgaag aaatggttac ttatactcgt tgcatgtatg atggtcatta
   687001 ctgctggttg ttcaatggaa ccaccagaat gggcaaagga ttctagcgat aaaggtcgaa
   687061 ataaaactat taaagttgga ttctctgttt caactttaaa caatccattt tttgtaactt
   687121 tgaaaaaagg ggcagaaaag aaagcgaaag aaagcggcat tgaattgatt gctgttgatg
   687181 cacaaaatga tgcagcaaag caaacaaatg atgttgaaga tttaattcaa aaaggtgtcg
   687241 atgtagttgt tattaatcca accgattcag atgctgttgc ttcagcagta agtgcagcaa
   687301 atgcagcgaa tgtccctgtt attacagtag accgcgttgc gaattcaggt aaagttgttt
   687361 ctcacattgc ctctaataat attgaaggtg gtcaaatggc tagtgattac attcgtgaat
   687421 tagtcggcga aggagcaaac gttgctgagt tagaaggaat ccctggttct tctgcagctc
   687481 gtgaacgtgg gaaaggattc cataacgtag ccgataagtc tttaaaagta gttgctaaac
   687541 aagcggctga ttttgataga gcgaaaggat tatctgttat ggaaaacatt ttgcaagcaa
   687601 atggtgatat taaagcggta tttgcgcata acgacgagat ggcattaggg gcacttgaag
   687661 cattgaagtc tgctggaaaa acagatgtag tggtggttgg atttgatgca actgaagatg
   687721 ctgtgaaagc ggttaacgat gggcgtatgg ctgcaacagt tgctcaaaaa ccggaattaa
   687781 tcggagagaa ggcgatgcaa acagcaaaag agatcacgca aggtaaaaaa gtggacaaat
   687841 ctattccgat tgaattagag cttattaaga aaaacaaata aatataaatt gaaaattagg
   687901 aaggaagaat aacaaatgaa attctttatt gatacagcaa atattaacga aattaaagag
   687961 gcaaatgcat taggcgtatt agctggagta acgacaaatc catcacttgt agcaaaagaa
   688021 ggcgtagatt tccacgagcg tattcgtgaa atttgcaacg ttgtagaagg acctgtaagt
   688081 gcagaagtaa ttagcttaga agcagataaa atgatcgaag aaggaaaaga gttagcgaaa
   688141 attgctccaa acgttgttgt aaaggttccg atgacaacag aaggtttaaa agcagtaaaa
   688201 gcgttctctg acttaggaat tcgtacaaac gttacattag tgttctcagc agttcaagca
   688261 ttacttgcag ctcgtgctgg tgcaacatac gtttcaccat tcttaggtcg cttagatgat
   688321 atcggtcata acggtatgga cttaattcgc caaatcgcag aaatctttgc aattcatggc
   688381 atcgaaacag aaattatcgc agcatctgta cgtcacagtg ttcacgtaac tgacgcagcg
   688441 ttaaatggtg cacatattgc aacaatccca gcaaacgtaa ttgcttcatt agtgaagcat
   688501 ccattaacag atcaaggaat tgagaaattc ttagctgatt gggaaaaaac acaagagaaa
   688561 taatagaaaa tcaagaatcc tagtttaagt aactaggatt cttttttgta tttaaaagaa
   688621 ttttcatgca attttgcata ttgtctttta aatttgttat ataaactatt taatatatac
   688681 aaatcactct ttatttttca tattttgata tagacagata gagagtctga ccagaaaact
   688741 ggagggcatg attctataac agaaagctta atgtttatag aattatgcct ttttatatag
   688801 ggagggcaga aagtagagct tttgatttaa atgtacttat ttatctgaat tttaagtttt
   688861 ataaaaggag agaaatagaa tgagaagaaa agcgccactt aaagtgttat cgtcattagc
   688921 aattgcggca attatcggat gtacatctgt aatgagtgct ccattagcgt acgcagaaac
   688981 gccagcaaaa gagaaagaaa atgtatctac aacaccaatt gattacaatt taattcaaga
   689041 agatcgtcta gcggaagcgc tgaaagaaag aggaacaatt aatccagcat cttctaaaga
   689101 agagacgaaa aaggctgtag agaaatatat tgaaaagaaa caaggagacc aggcaaataa
   689161 agaaattctt ccagctgata ctgctaaaga ggcatctgat ttcgtgaaaa aagtaaaaga
   689221 gaaaaaaatg gaagaaaagg agaaagtaaa gaaacctgaa aaaaatgtta gccctgagca
   689281 aaagcctgaa ccaaataaaa aacaattgaa tggacaagtt ccaacatcta aagcaaagca
   689341 agcgccatat aaggggtctg ttcgaacgga taaagtatta gtattactcg ttgaatttag
   689401 tgattataaa cataataata ttgatcaaac accagggtat atgtattcga atgactttag
   689461 tagagagcat tatcaaaaga tgttatttgg taatgagccg tacacattat ttgatggttc
   689521 aaaagtaaaa acgtttaaac aatattatga agagcagtct ggcggtagtt atacgactga
   689581 tggatatgta acagaatggt taactgttcc aggaaaagca tctgactacg gtgctgatgg
   689641 tagcagtggt catgataaca aaggtccaaa aggcgcacgt gatttagtga aagaagcttt
   689701 acatgcagct gctgagaaag gtttagattt atctcaattt gatcagtttg atagatatga
   689761 tacaaatagt gatggaaatc aaaatgaacc tgatggtgta attgatcatt taatggtaat
   689821 ccatgctggt gttggtcaag aagctggtgg aggtaaatta ggtgatgatg ccatttggtc
   689881 acatcgttca aaattagcaa tagatccagt agcaattgaa gggacaaaat caaaggtaga
   689941 ttactttggt ggcaaagtag cagcacatga ttacacaatt gaaccagaag atggagcagt
   690001 aggtgtattt gcgcatgaat ttggacatga tcttggctta ccagatgaat atgatacgaa
   690061 atatactgga actggttcac ctgtcgaagc ttggtcatta atgagtggag gtagttggac
   690121 agggaaaatt gcaggaacag agccaactag tttttcacca caaaataaag atttcttaca
   690181 aaagaatatg ggtggcaact gggcaaaaat tttagaagta gattacgata aaattaagcg
   690241 tggtgtagga gttcctacat atattgatca aagtgttacg aaatcaaatc gtccaggcgt
   690301 tgtacgtgtt aacttaccag gcaaaagtgt tgaaacgatt aaaccggagt ttggaaagca
   690361 tgcatattat agtacaagag gcgatgatat gcatacaaca ttagaaacac cgttctttga
   690421 tttaacaaaa ggaacaaatg caaagtttga ttataaagca aattatgagt tagaagcaga
   690481 gtgcgatttt gttgaagttc acgcagtaac agaagatgga acgaaaacat taattgatag
   690541 acttggagaa aaagtagtcc aaggagataa agatacaaca gatggaaaat ggattgataa
   690601 atcatatgat ttaagtcaat ttaaaggaaa aaaagtgaaa ctgcaattcg attatattac
   690661 agatccagct gtaacatata aaggtttcgc gatggatcat gtaaatgtaa ctgttgatgg
   690721 acaagtagta ttttctgatg atgcagaagg acagtctaaa atgaatttaa atggttttgt
   690781 tgtttctgat gggacagaga aaaaagctca ttattactac ttagagtgga gaaactatgc
   690841 aggatcagat aatggattaa aagcaggaaa aggtccagtg tataatacag gtcttgtcgt
   690901 ttggtatgca gatgatagct ttaaagataa ctgggttggg gtgcatccag gtgaaggatt
   690961 ccttggggtt gtagactctc atccagaagc atttgttggc aatttaaacg gaaaaccaac
   691021 ttacggtaac acaggtatgc aaattgcaga cgctgcattt tcatttgatc aaacaccagc
   691081 atggagtgta aattcattaa cacgtggaca gtttaactat tctggattac aaggtgttac
   691141 aacttttgat gattcaaaag tatatagtaa caaccaaatt gcagacgcag gaagaaaagt
   691201 tccgaaactt ggacttaaat tccaagttgt tggacaggca gatgataaat cagcaggcgc
   691261 tgtttggatt aaacgttaat aacagaaaag cacattcttc atatgaagag tgtgcttttt
   691321 aaattgtaca gtaagttatt attttagctt atgtaataca agtgtctgtt catatgtatt
   691381 gtatcaaatt atgtagggaa aggaaatatt tccgaggaaa ttgtcgaagt attgttggta
   691441 ttgatacact ttttttgtaa aagaagaaat gtagtattgt ctttaaagtt taatttattt
   691501 acattgttac ttggctatac acaaaagtaa tatattcggc aataaaagag cgctattgga
   691561 tagtgctctt ttttatgaat agaaaggagt gagttaaatg aaagaagtaa ttgaatgtcc
   691621 acagtgtgaa gggaatatta ctgcgcaaca tattatggat ctcccgcatt ctttttcatt
   691681 caggtgtcca cactgtaagg tgaaattaaa agaaatgagg atcacaccat gtttaatatt
   691741 agtggcaatt tgtatcattc cactatttat tatgattgga gagagtatta aggaattact
   691801 agtaaaatat ttttctatta tagacggtgt accaactgta cttattttct tcttattttg
   691861 ttatccattg tattatctct atgaaaaata taatgccata ttgtttatta aatacggctt
   691921 gttgaaagtt aaaagttgaa taggagttta tcattaaaaa aaagacaatg atggaattat
   691981 cctatcattg tcttttttac tttgtctcta ccttttacct tgcttcttac ataaatcatt
   692041 ccagcgaatg ttaataagaa tgcagttcca ataacgaagc tgacgctagg ggatgccccg
   692101 attgctccaa ctgtaaagga tccagcaaca actcctaatg agaagaaagc ataaaacaat
   692161 ccgaatgctt ttccacgttt atcatttgtc gtattttcaa caagtaatgc atttatcgat
   692221 gggaaaagga tagcgaatcc aatgccataa atcatcataa cgataaagag catgcctttt
   692281 gttgcgaata atccaagtaa agataatgct aatgccatta ctgcaatacc gattagcatt
   692341 agttttgaac gattaaatcg atcataaata cgatttgttg gtagtaagaa gaagaggata
   692401 gcggtaatgc cgaatgcact taacatcatg cctgttgtag atgctttaag tgccaatgcc
   692461 tcaactttca ctggtaacat gtaagtgaca attccttgtg aaaacatgag tgtgaaagca
   692521 ccaatatacg cctgtaataa cggttctgat ttcaatagtt caaacatatc ttctttgttc
   692581 atcatttgtg ttcttgaagt atcttttctt gatacgttat ttggtaagaa gaatagagat
   692641 acgattgtac caagaaccat taaaatagaa atggtaatga acacccactc tataccagca
   692701 gttgctttca taataccgct aaaagcaggt cctacaattg ccgctgttcc aacagcagca
   692761 ccagatagag ccattgcctt accttgtctt gctgcatttg tttgttttga taaaaacgta
   692821 aaggcagcgg gaattaaaaa tccgtcacta aagccatgca taaagcgcac aactaatagt
   692881 tgttcaccac tttgaacaac agtgtataac aagactatga aactcgtaag ccccatgctt
   692941 atataaagta ttttttttgc accaaattta tcgacagcag cgccagcaat aatattaccg
   693001 atcatattag cgaatgagta catgccgaca actagcccaa taataagagg ggatcctcca
   693061 agactttgag cgaacgtact cataataggt aattgtgaaa atgtatctag aaacgctacg
   693121 ataacaataa agtaaataaa atatttcaag cgatattcac ctctcctatg ctattatggc
   693181 ataatgcgaa tttcaaccgc aatgaaattg aattaacaga tgtggaaaaa agtacaaagt
   693241 gacaaaatat tgaacgttat ttgttaaaat ttagtggaaa tgagattgtt tttttgaaat
   693301 atatggatag aagtattata atagatttgt aaacttcacc aggttaagta tatacataga
   693361 gagggatgta taaaatgaaa gcattacttt ggcataatca acgtgatgta agagtagaag
   693421 aagtaccaga accaactgta aaaccaggag cagttaagat taaagttaaa tggtgtggta
   693481 tctgcgggac agacttgcat gaatatttag caggacctat ttttattccg acagaagagc
   693541 atccattaac acatgtaaaa gcaccggtta ttttaggtca tgagtttagc ggtgaggtag
   693601 ttgaaatcgg tgaaggcgtt acatctcata aagtgggaga ccgcgtcgtt gtagaaccaa
   693661 tttattcttg tggtaaatgt gaagcttgta aacatggaca ttacaatgtt tgtgaacaac
   693721 ttgttttcca cggtcttggc ggagaaggcg gcggtttctc tgaatataca gtagtaccag
   693781 aagatatggt tcaccatatt ccagatgaaa tgacgtatga acaaggtgct cttgtagaac
   693841 cagcagcagt agcggttcat gcagtacgtc aaagtaaatt aaaagaaggg gaagcagtag
   693901 cagtctttgg ttgtggtcca attggacttc ttgttatcca agcagctaaa gcagcaggag
   693961 caactcctgt tattgcagtt gaactttcta aagaacgtca agagttagca aaattagcag
   694021 gtgcggatta cgtattgaat ccagcgactc aagatgtatt agctgaaatt cgcaacttaa
   694081 caaatagttt aggtgtaaat gtaagctttg aagtaactgg tgttgaagta gtacttcgtc
   694141 aagcaattga aagcacaagc tttgaaggac aaactgtaat tgttagtgta tgggaaaaag
   694201 acgcaacaat tactccaaat aatcttgtac taaaagaaaa agaagtggtt ggtattttag
   694261 gataccgtca tatcttccca gctgttatta aattaattag ctctggtcaa attcaagcag
   694321 agaaattaat tacgaaaaaa atcacagtag atcaagttgt tgaagaagga tttgaagcac
   694381 ttgtaaaaga taaaacacaa gtgaaaattc ttgtttcacc taaataatat agaatagtaa
   694441 aaagtagctc ttttctagaa atagaagagg gctacttttt ttctatacag aaaggtgata
   694501 gactttcctg taactacagg tattttgttt ggaaggggaa gtctaatgct ttcatttatg
   694561 ttgacattga aaaggatgct aaaagcttgt ttacgagcgt ggaaagataa agaatttcaa
   694621 gtattattcg tattaacatt tttaacatta acatccggta cgatttttta tagtacagtt
   694681 gaaggattac gtcctcttga cgctttatat tttagtgtgg tcacgttgac gactgtcggt
   694741 gatgcgaatt ttagtccgca aactgatttt ggaaagatat ttacaatctt atacatattt
   694801 attgggattg gattagtgtt tggatttatt cataagttgg cagttaatgt gcaattgcca
   694861 agtatattat cgaatagaaa aaaagagtaa agcatgtgga tgctttactc tttttttaca
   694921 ttagtttaga taagccttaa taatagttta ttaaaatgaa agagtattca ttcattatat
   694981 tcactgtgta taaagttata atgatattaa aatctgcata ttttaattta ttgatagaaa
   695041 tttcgtgaaa ggtaggatat tctagtcata ggttaaccgg acgacatcat aggatcctaa
   695101 caaaaagttt acaataattc gattataaaa tggaggattt cagatgaaaa agaaagtact
   695161 tgctttagca gcagctatta cattagtagc tcctttacaa aacgttgcat ttgctcatga
   695221 aaacgatggg ggaagtaaaa taaaaatagt tcaccgatgg tctgctgaag ataaacataa
   695281 agaaggcgta aattctcatt tatggattgt aaaccgtgcg attgatatta tgtctcgcaa
   695341 tacaacactt gtaaaacaag atcgagttgc acaattaaat gaatggcgta cagagttaga
   695401 gaacggtatt tatgctgctg actatgaaaa tccttattat gataatagca catttgcttc
   695461 acatttctat gatccagaca atggaaaaac atatattcca tttgcaaagc aggcaaaaga
   695521 aactggagct aaatatttta aattagcggg tgaatcatac aaaaataaag atatgaaaca
   695581 agcattcttc tatttaggat tatctcttca ttatttagga gatgtaaacc aaccgatgca
   695641 tgctgcaaac tttacaaatc tttcgtatcc acaaggattc cattctaaat atgaaaactt
   695701 tgtagatacg atcaaagata atcataaagt aacggatgga aatggatatt ggaattggaa
   695761 aggtacaaat ccagaagatt ggatccatgg agcggcagta gtggcgaaac aagattactc
   695821 tggaattgta aatgataata cgaaagattg gttcgtaaaa gcagctgtgt cacaagaata
   695881 tgcagataaa tggcgtgctg aagttacacc gatgacaggt aagcgattaa tggatgcaca
   695941 acgtgttact gctggataca ttcagctttg gtttgatacg tacggagatc gttaaggatt
   696001 taaaaaaggt caaatctcac aatagagtat ttgacctttt tattactata cacatggagg
   696061 tatggaacgt gaaaggtaaa ttgctaaaag gtgtacttag ctttgggatt ggtttaggag
   696121 ttttatacgg aggatcctca gctcaagcag atacgtctac agatcaaaac aatactttga
   696181 aagtgatgac gcataacgtg tacatgctat caactaactt atatccgaat tggggacaaa
   696241 gtgagcgtgc tgatttaatt ggggcggcag attatattaa gaatcaagac gttgttatat
   696301 taaatgaagt gtttgataat agtgcttcag atcgcctttt aggaaatttg aagaaagaat
   696361 acccaaatca aacagctgta ttaggtcgta gcaacggaaa tgaatgggat aaaacgttag
   696421 gtagctattc atctgcaact cctgaagatg gaggcgttgc aatcgttagc aaatggccga
   696481 tcgttgaaaa ggttcaatat gtatttgcaa atggatgtgg accagataat ttatcgaata
   696541 aaggatttgt atacacgaaa attaagaaaa atgatcgttt cgttcatgta attgggacgc
   696601 atttgcaggc tgaagatagt atgtgcggaa aaacttcacc tgcatctgta cgtacaaacc
   696661 agttaaaaga aattcaagat tttattaaaa ataaaaatat accaaatgac gagtacgtcc
   696721 tatttggtgg tgatatgaat gtgaataaaa taaatgctga gaacaatagt gactcagaat
   696781 acgcatcaat gttcaaaaca ttgcacgctt ctattccatc ttatacagga catacagcaa
   696841 cttgggatgc aacgacaaac agtattgcaa aatataattt ccctgatagc cctgccgagt
   696901 atttagatta tattattgca agtaaggacc atgcgaatcc gtcatttata gagaataaag
   696961 tattacaacc gaaatctcca cagtggactg ttacatcatg gctcaaaaaa tatacatata
   697021 atgattattc tgatcattat ccagtcgagg cgactatttc tatgaagtag tcttaaaaag
   697081 tttcttctta ataggaagaa acttttttat tttgtagagg aaatttcaac tttctttcca
   697141 atatgtataa gacatattga aaagaggaga gaaaaatgtg gatcgaggaa tttttaaaga
   697201 agttccatta ccttgtgcat ttttggatga agtggcttta gatagaaata ttcaatcgat
   697261 tatagaatta agtggaaata agaagattcg tatagcgagt aaatcgttac gttctgttcc
   697321 ggttatgcaa aggattttgg ctgcaagtga tcgatttcaa ggtatcatgt gtttttcacc
   697381 tagggaagct ttgtttttaa ttgaacaagg attcaatgat ttattgctcg gatatcctgc
   697441 ttatgatgaa agagcgttac atgaaataag tttgctaaca aagcaagggc tcattataac
   697501 ttgtatggtg gattgtgaag atcatattgt ttatttagaa aaaattgccg agaagtctaa
   697561 aggatgtttt cgtgtttgct tagatattga tatgagtagt cgttttttta agttccattt
   697621 tggggtcaaa agatcaccgg taaaagatgg gcaaggtgct ttgaaaatag taaaaaggtt
   697681 gaaagaatca tcatttttaa tactagatgg tgtaatggga tatgaagccc aaattgctgg
   697741 ggtaggagat cacataccga atcaacgagt gaaaagtaaa gtgatttcat atttaaagaa
   697801 gaaatcagtg ttagaagtta aagaaagaag aggacatatc gtaaaagaaa tacaaaatct
   697861 aggtattgaa ctaaggtttg taaatggggg aggcacagga agtataaaaa caactgagca
   697921 agatcattca gtttcagaga ttacaatagg ttcggctttt tatgccccga agctgtttga
   697981 ttattataaa gaggtgcaat ttcatccagc tgtcggattt gctttaccag ttgtgcgtaa
   698041 accagcccca acaatttaca cttgtctagg tggcggatat attgcctcag gcgcaattgg
   698101 gaaagataaa gaacctgaga tttggaggcc gggtggtgca aaactattag ctttagaagg
   698161 cgctggtgaa gtgcaaacac cgattttcta taacggtgag gaacgagtag agataggaga
   698221 ttctatcttg tttcgccata gtaaagctgg agaattatgt gagcggtttc cttttttata
   698281 tcgtgtgaaa gaaggagaga ttgttgggga gtattcaaca tatcgggggg atggccaatg
   698341 ctttctataa aaggacaaaa atggagaaat tggacaggga atgtagaagg aacaccgcat
   698401 tatacgatgt atccagaaag tatacaagat gtagtagaag ttatagagct tgcgcgaaag
   698461 aaagggaaga aaattcgtgt tgtcggttca gggcactcat ttacacctct tgtgcaaacg
   698521 gaagaaattt tagtttcttt agatgaaatg aagggaattg tgaatattga tacggagaag
   698581 atgattgccg aggtatgggc aggaacaaag ttacatgagc tagggaagtt acttgaggaa
   698641 aaaggttatg cgcaagaaaa tttaggggat attgattcgc aatccattgc aggagcaatt
   698701 agtacgggga cgcatggaac gggtattacc tttggaagtt tatcaacaca agttatagag
   698761 attacggcag ttttatctac aggtgagact atagtttgtt cggaaatgga gaatgtggaa
   698821 tattggaggg cctttcagtt gtcacttggg atgctaggca tcattgtaag gataaaattg
   698881 aacattatta gggcgtattc acttgtgtat gaaagtgaaa aacagtcatt agctactgta
   698941 atgaataaat tagaagaata taagaagaat cgccactttg aattttttgt ttttccttat
   699001 tcagatgaag tgcaggtgaa agtcacaaac gaaacaacgg gcaaaaaaag tgatttgaaa
   699061 tggcataagc taaaagtaga attactagaa aataagatgt tttctttgtt atctaaagga
   699121 tgtaaatggt ttccttctat aagtaaagga gtaagtcgat tatcagctaa agctgtaccg
   699181 aatacaaaaa taattggtcc gagttacgaa gtatttgcta cgtcgcgtgc ggttccattt
   699241 tatgaaatgg agtatagtgt tccttcaaag tatatgcagg cggttgtaga agaaatttca
   699301 aaccttattg aaaagaaaaa gtataaagtg cacttcccaa ttgaatgccg ttatgtgaaa
   699361 agggatgaca tatggctcag tccagcgtat ggaagagatt ctgcgtatat agctgttcat
   699421 atgtataaag gtatgaagta tgctgcttat tttggtgagg tggagaaaat ttttctaaag
   699481 tatgagggac gcccgcattg ggggaaaatg catacgttaa cgtacgaaaa attacaaaat
   699541 atatatccag aattgcattc gtttctaaag gtgaggaaat tattagatga agcagaaatg
   699601 ttttcaaacc cttacacaga aaaattattt acgattatga aaaaaagctg acaaagtatt
   699661 atttgtcagc tttttttagt atgatcgcat ttcttgtttg actaatgcgc tcgtaaaata
   699721 gtaacttatc acgactaaat acatgtaata aaacatgaat aataaataga ccgttaatta
   699781 cgagttggaa taatactata actattaata ctaaaggctc tttaaggttt aagatagagc
   699841 tactcgacag aatatagttg attccgccta aaatgaaata gaatataccg taacggatga
   699901 atagttcctt catcgtaata cgatctgatt ttcctttcac ataaatacga agcaatgctt
   699961 tcccaattgt ttttccattc gtaaagtatg gaatgataat aaagtaaatc aagattgaac
   700021 acgttatgaa aataagttcg tatatgttcg tataagcttg aatattagaa acgaagaaag
   700081 aatttccttt gtttttaatg acaggtacaa cgatggataa gaaaatccaa tcaatttgca
   700141 tcgcgataaa gcgacgaacg aatccgactg gtttcgtttc caaatcaaca tgactatcta
   700201 attcgtttgc tttcggaagg aagtacataa atattggtgc aatgataaag ccaattacgc
   700261 cgcctaatgt atttaaaaac agatcatcta tatcaaataa gcggtatgca caattgtata
   700321 taccgtatag tccggttact tgtgttagct cgaaaaagag tgaaagacaa aaagaaatac
   700381 aaattgtttg taagaaacta cgtcggaaat aataacgtaa gtaaataccg aatggaacgg
   700441 ttaatagaac gttaaaagcg acttgtaaaa acgcagattc ttttaatagg tagaaataag
   700501 tagctggttt cgttaaaatt gccgaagtat gattactaat ttcttgtatg aaataaaatg
   700561 gtgatagttg catgtgctgc gtattagccg gttgtaggct acaagtatca tatgtttgtg
   700621 gcaacggcaa aatcacaaga aaataggcat ttaataggta aagcaataat gagtataaaa
   700681 taaatgaacg ccatttattt aaataaccat actttcgata attaaatatt aaaaaaggga
   700741 ttaatagaaa cattgctaaa aaaggaaata aaataaatgc tgtttttaca gggaataaat
   700801 atgcagtcaa aatgaagctc ctttcaatga aaattcgttt accattataa cgttaaaaga
   700861 accttaaaac aaaattaaaa tattttgaaa tagaaaaaat tataaatttt aatagaatta
   700921 agttatacta aatttaatat aaggatatta tgattattat aagttgagag agggtacaag
   700981 atatgcgata tgagcttttt tctgtaagtg ggaatcatat tacaactttt gaaagtgcgt
   701041 ggtgttttca agagggagaa cagatttttg ttcatgatga tcaaacaaaa cgaaatttta
   701101 ttattatccg gctaacgcat gatgtatttc aacaaaataa acatgttatt cgtttgtatt
   701161 gtcaagaaaa gaaagtatac gcataaaaaa gcgagtcatc ctagtgtaat agaatgactc
   701221 gcttttgatt tgtaagtttc actttataag aaaataagag taagtacacc tacgataatg
   701281 caatagaaag agaaatattt taaatttcct tttgccatga tgttcataaa ccattttaac
   701341 gaaatatacg tcatgataaa tgttgcgatg aacgcaacga tatatggtac gaataatgtg
   701401 tctagatttg gatcttttgc aatgtctgta atacttagta ataaaccacc taagctaaca
   701461 gggatatata gtaagaatga gaaacgaaga gccgtttcct gcttcatacc aagtaacatc
   701521 gcggctacga ttgttgcacc agatcggcta attccaggga ttagtgcgca agcttgtgct
   701581 aatccgacga tgatcgcatc tttcatagaa agatcgccat catttctacg tccacgtaag
   701641 tttctaataa tccaaaggcc gacggcagta ataagaagcg aaatcccaac catcttcaca
   701701 ccttttaagt actgatcgat gtaatcttta aataaaacac caataacacc tgctggaatg
   701761 gtcgcaataa caaggtaaat aataaagaag aaatctgatt ttgcatcttc tgctcttgta
   701821 aatatataag atagaccatt cttcgttaga cgaattaaat catttctata aataagtaat
   701881 acagctaata atgaagctga attaacaagt agttcgaagc taaacccttc tatttttagt
   701941 cctagcaagt gctgtgctaa aacgaggtga ccgcttgaag aaatcggaat tggttctgta
   702001 agtccttgga acagaccaag aattaaatat tttaaaatgt agtaaaactg ttccataata
   702061 acctccttgt ttattattcg aaagaaacaa cttatccatt ataacaaaga tatggatcaa
   702121 tattgagaag aaataaatat tcaaaatata ataaaaatcc cttataacag tataagggat
   702181 ttttattatt aatgagaaac tactgtttct tcaagacttt tcgttaattg aacatcgact
   702241 ttctcagcat catgaatgtg attcataata gtagtattta acttttggaa catttgttgt
   702301 gtattagcga attctcgtaa tatatcatca ttacaagact tttggttttc aatagcttta
   702361 ataacattag tagcaccgtt ttgtaacgtt tgaatcataa ttaaaatatt ttcaattcta
   702421 gcatttgtat cagcactcat ttctacacct tcatcgacta aatgcaaatt atcttttgta
   702481 ttatcgtatg ctttttcaat ttcttcttga atttttttcg ttaagttgcc gatgtttttt
   702541 gtgctttccg ctgtactttc tgctagtttt cttacttcat tggcaacgac agcgaatcct
   702601 ttaccgtgct ctccagcacg cgcagcttca atactcgcat ttaaagcaag taaatttgtt
   702661 tgtgctgcaa tgttttgaat gacttctaca atttgctcaa tttcttttga gcgttcgctt
   702721 aaatgattca tactattaga cgtgcgctgt gattgttcag ctaatttgtt aattacaata
   702781 agtaaacggt gaacagattc ttttccttca ttagagcagt caatgatttc ttcaatagat
   702841 tgaattaagc tttgttcttt ttgtaacatt tcattattta attcattgga atgtgtcgta
   702901 cgcgttgaaa cattttcgaa acatgagttt aattgttgaa ctaaattttg aagtgtatgg
   702961 tgttgattat ttacaagttt atgttcttgc acaatatttt gtacacgatc gtggatagaa
   703021 gaaatggtct cttgttgttc gatatctttt tgttttaatt ctgctttaag ttcctggata
   703081 cgattttcta attgatcaat tttatgttgg agtgatttct tttgagtaaa catatattta
   703141 tttcaaccgc ctttagaagt tatattttct ctatatttgg attttagcat cttttataat
   703201 ttttaaatat aggaattgtt aaatatttaa gaatctatta aattttatgc ataattccct
   703261 ttttttcgtc atgaaaaata aactgtattt aatggtattg taaacaaact gtaaaataaa
   703321 tcatgtataa ctgtataaga agggagtcgg attatgaact attttaagcg aatcagtagt
   703381 ctagtattag caggcattat cggtctttct agtacagtcg ctgttaaagc agagtcaaac
   703441 gacgagaaac ttaacaacat gcaacagcaa ttgcagcaaa acgatgcaga aatgcaaaag
   703501 aaagagcaag agaagcaagc tgttagtaaa gaaattcaag gtatcgaaaa cgaactacat
   703561 aatttaaata atacaattgc aaaaaataaa gaggatcaag ctgctattca acgtaaaatc
   703621 gatgaaacac ataagcagat tgagcaaaaa aagaacgaaa ttgtcgtttt agaggataaa
   703681 gtccttgctc gtaaggatat tatgagaaaa cgtatggttt ctgttcaaaa cagttcaaat
   703741 acaagtttag tagtagaagt tgtagtagag tcaaagaact ttgcagattt cttacaacgt
   703801 atgaacgcag tttctactat tttagaagct gataaagaaa ttttacgtct acaagaacag
   703861 gatcttcgtc aaattgaaga agataagaaa acaattgatg aaaaagaagc atctttagta
   703921 gtggacaaac aaaaattagc aaaagcacaa gctgagttgc aagataactt gaaaaaacgt
   703981 caagctaact tacaaacagt tcaagctaaa tataatcagg ttgcaagcca acttaattta
   704041 gcagcagaag aaaaagctaa aattgagtca aatatgaagg cagtacaaga aacaattgct
   704101 cgtgaacaag aagcagcgag aattgcagca gaagagcgtg caaaagcaga agcagctgca
   704161 aaggctgagc aagaagcttt agctaaggca caggcggaag ttgctgaaaa gaaaaagcaa
   704221 gaacaagcta gtaaaccagc tgaacctgtt gctaataata attcgaaggt agaacctgta
   704281 caaccttcta agccaactgc tggtggaaga gaaatctatg tacatgcaac agcttataca
   704341 gcagacccag ctgaaaatgg ttatggacca ggtcaacaag tatactctgc atggggaggc
   704401 tataatttaa ctgcaaaccc aggaatgaaa ttaattgcgg tagatccatc tgttattcca
   704461 ttaggttctc gtgtatatgt tgaaggatac ggagaagcaa ttgcagcaga tactggtggc
   704521 gcgattaaag gtcacaaaat cgatgtttta atgccagata aagcttcgtc tagtaagtgg
   704581 ggcagaaaaa atgttaagct tacaatttta agctaacaca aaatccaact ttacatattg
   704641 taaagttgga tttttttgtg aaaataatgt taagttgagt ttacattttg ttaaggatag
   704701 catacaataa aattgagagg tggtaaattt gaccatttta aatagagtga aggaattaag
   704761 agctcggttt aatttttcgc aaagtgtatt agcagaaaaa gttggagtga cgagacaaac
   704821 aatcgcggca attgaaaaag gggattatgt tccttcatta ttattagcgc ttatgatttg
   704881 cgatgtattt cagttaaaga tggaagatgt gtttgtttta aataaggagg gggaagagga
   704941 tgaatagact tgtattttcc tatatgttga atgtactttt aatggtatta gcaggttggg
   705001 catttattga gttgtattat tttactattg aagttgctaa ttttattcaa acgaagaggg
   705061 taccatttga agtttcggtg agtttaatgc cactaggatt gcttttaata tttggtattg
   705121 tatcgactgt tctttataaa gttcaaaaga aaaaatataa agagctctcg tattggatgt
   705181 ttccactatt atttcctcaa gaagacgaga gggaaaaggc aattacagaa aaggcttgtc
   705241 gtactacatt tatgtcacta tggtacgtgt tgccttgtgc ggttggtttt ttaactcttt
   705301 ctccgattgt taatctatat gttcctgcat atccgatata tattgcattt agtattttct
   705361 ttattcagat gacgattttt catgtgtcct tatatcgaaa taaaattgct taaaaagaaa
   705421 ccttcttgca tcggcaagaa ggtttctttt cagcttatac ttgtacatac agcaatatta
   705481 tcttatcatt ttatatagag taagattttg taagggaaag gaattgtata tgaataagca
   705541 aagaatttat agtatagtag caatcctcct atttgttgta ggtggtgtgt taatcggaaa
   705601 gccattttat gatggatatc aagctgaaaa gaaacagact gaaaatgtac aggctgttca
   705661 aaaaatggat tatgaaaaac atgagacgga atttgtagat gcttcgaaaa ttgatcaacc
   705721 agacttggca gaagtagcga atgcatcatt agataagaag caagtaattg gtcgtatttc
   705781 gatcccgagt gtttcattag aacttcctgt tttaaaatct tctactgaga aaaacctatt
   705841 atcaggtgca gcaacagtaa aagaaaatca agtaatggga aaagggaatt atgcattagc
   705901 aggacataac atgtctaaaa aaggtgtttt atttagtgat atagcttctc taaaaaaagg
   705961 cgataaaatt tatttgtatg ataatgaaaa cgaatatgaa tatgcggtta ctggtgtatc
   706021 tgaagtaact cctgataagt gggaagttgt tgaagatcat gggaaagatg aaatcacgct
   706081 tattacatgt gtatctgtta aggataattc taagcgttat gttgttgctg gtgatttagt
   706141 aggaacgaag gcgaagaaat aaaaaagatg agggaaatcc ctcatctttt ttaatccatc
   706201 catttcacta attttttaga aattagtaat aaaacacaac ctaatacaat tgctacagct
   706261 ccaataactg taaatacttc agcatatcca agtgaagttg tgaagctggc aagttgtccg
   706321 cctaaaatgt tagcgatacc tgagcttgct aaccatactc ccattaataa agatgctagt
   706381 tttactgggg caagtgcact aaccattgat agtccaacag gcgataagaa tagctcacct
   706441 aacgtatgga aaagatacgt aaagacgata aatagtaagt ttgctttttc tgtaatgtta
   706501 tgttcatcac tacctgtttt taatgtagcg ataacgagaa tgatataacc gataccgagc
   706561 aagatcatac caagtcccat ttttgttggg atttttaaat ccccgcgctt gcgagttgca
   706621 agttttgccc acaatgctga aataactgga gcaagtaaaa taataaataa tggattgacc
   706681 gactggaacc aagatgttgg aacttcccat ccgaacacag agcggtctac aaatttgttt
   706741 gtatataatg ttaatgaact accagcttgt tcaaagccag cccagaagaa gacaacgaag
   706801 catgttaaaa tgacgataac tgcggtacgt tgtttttctt tttttgttaa cggtgtatct
   706861 cctactgatg gttgtccatc tgttgtttgc aaatcgcgag ttggtttttt accgatatca
   706921 ccaaggaagc gatttgataa tgttgtaaat aaaatttgtc cgataatcat tccaattgaa
   706981 gcggctaaga aaccgtaacg gaatccgtaa tgtacaacgc catcaactgt tgttttgaat
   707041 aaattttctg ataaaaatcc gcaaacgagt ggagctaaaa atgacccgac gttaataccc
   707101 atatagaaaa tagtaaatgc actatcacgt tttggatcat tctcttcgta taattcccca
   707161 accagtgtag agatattcgg tttgaagaat ccattaccga taataataag cgctaatccg
   707221 aggtataggc cgacttggtt ttgcatggcg aatagtgtaa ggttaccgat tgccattgtt
   707281 ataccaccaa ttgtgatggc ttttcgtcta cctaggaacc ggtctgttaa gtatccacca
   707341 atcattggtg tgaaataaca ggctccagta taaaatccgt aaatggagag tgcccatgcg
   707401 ggactaaacc caagaccacc gcttactaaa gctgtcgtta aatataatgt taataatcct
   707461 cgtaatccat agtaactaaa tctttcccac atttctgtaa agaagagtaa gtataaacct
   707521 ggaggatgtt tcttttttct ttgttgttct ttttctagtt gtatcgctga ttccatgtta
   707581 ttttcctcct gacacaaaca aaaacaaagt taataatttt gtacgtttaa tattttacct
   707641 tattaactat tataagtcaa taaaggttga tttttcagaa gaaattggaa aagagagata
   707701 gctatagaat gggtgtttct tttatgttag actatggact atgttttctt tgtgaggaat
   707761 cgctttattg cactttttta tatgtgaaat tgatttcatg aaagatgaaa ttaaagaagg
   707821 agaaagaaat gaaattgtta cagaaaaaag aaattttact tattagtctt atgttattct
   707881 cgatgttctt tggagcgggg aatcttatat tcccaccttt tcttggttat gaagcaggag
   707941 aacatgtgtg gatttcatta gtagggttta ttatatcggc aacaggtctt cctatattgg
   708001 gagttattgc gattgcgaaa gcaggaagtt ttcaagcgct agcgggtagg gttcattcct
   708061 catttgcaat tatttttccg tgtatcgtgt acttgtttat tgggccagga cttggtatac
   708121 cacgtgcagg aagtttagct tttgaaatgg ggccaggtca gttcttccca gaagcgggca
   708181 gcatagtttt attatgttat acggttattt tctttagtat tgtgtactgg ttaagcttat
   708241 caccgtctaa attaatgggg ttgttcggaa aggttttaac accattatta ctaggtatga
   708301 ttgcccttat ctttataaaa agcatgttta catcagtagg tagtgtgaaa gaggctgctg
   708361 gaaactatgg acaagcgcct atgttccaag ggtttttaga tggatattta acgatggacg
   708421 cattagcagc tttaattttt gggattgtga ttgcaaatgc tcttcgtgca aaaggtattg
   708481 aagatgataa aggtttagcg aaatatatga gtattgctgg aattggtgca ggactattat
   708541 tatctattat ttatgtcata cttggatatg ttggttcaat gagtggttca ttggggacat
   708601 ttgataatgg cgcgcaagtg ttagcacaag taatgactac actatttgga caaggtggag
   708661 tcgttttatt aggacttatt tttacgatcg catgtttatg tgtttcaatc ggacttgtta
   708721 catcgtgtag tcaatttttc gcaagtgcat ttccgaaagt agcatacaaa ttttgggcat
   708781 ttatcttaag ttttgttagt atgattttag caaatttagg attaacacaa attttaaaag
   708841 tatcggtacc aattcttgga tttatttatc cggttgcatt aacgcttatt attttagggt
   708901 tattccagaa gtatattgga aagtatgcat acgtatatgc agtgacagtt gggattgtag
   708961 ccgtatttag tgcaatcgat attttcaata aaaatgtaat gttgaatcaa tggacatcag
   709021 tattaaagta cattccgttt tatacagaag gtgtaggatg gattgttcca gctattatag
   709081 gtgcttgtat tggtgttatc gttagttttg ttttcaataa gaagaaataa gtaagaggtg
   709141 ttttcctatt tcggaaaaca cctttctttt ttttggaaaa atagtattga aaatgaatag
   709201 actaagagta tgataaaggt aattggtaat atataggttt tgaatgaatg atgagggggg
   709261 aacgtatgaa ggaggatttg aataagaaaa tagaagcgct cgaaacgaca attgaaacga
   709321 tgcaagaagc actttttgaa ttgaaagcaa aacaaagaga aatagaagta gaaaatgctc
   709381 agcaacatgt tagtaaggaa aagaaagaat atattgaaac ggtgatagag gaaaaacaaa
   709441 aagaagaagt agttacaata aaagaacctg tgcaagaacg tgaggtaaaa caagtagata
   709501 tatctgcttt taaaccagaa ccatttaata ttattaagtt ttgccaaacg tggttgccac
   709561 gtatttttgt aggaattatg ttacttggag taatctggtt atttaaagca ggggtagatg
   709621 ctggactatt aacaccagca atacgaattg tgtttggtat tgtcctatca atgggttttt
   709681 attatatagg ggatattcaa attaaacgag agcggcaagc gttagggtta gtattagcag
   709741 gaggaagtat tacgggtata gttttaacga catttgcggc acattattta tatggcttta
   709801 ttccagcaag tattgcattt gtgtgtaata ttgcatgggt tattttaggt atttatatag
   709861 cgaagaggta tcaatcagaa tatcttacta tcttcgtagc cgtaggagcc ttctttgtac
   709921 cattcttatt aaatagtaca actcctaatc cgtacatttt ctttggatat gagacgatac
   709981 taacacttag cttattatgg tatgcgttga aaaatcgtta tcagtattta tatatgattt
   710041 cttatgcggt tgctgctatt gttctttttg tcttctttgc tgttatgtca atgttagtag
   710101 aggatttaca agtacagtta acagtagttt atggtttaat tcacttacta ttattttggc
   710161 atatgtttac agagagaagt tttatagtag agccacgctt ggcgatattt agtgcgaatg
   710221 cagttttctt tatattagct atttcaaaaa tacttgaatt tacaacatgg ggattaatga
   710281 taagtgcact cgtacacgct aatatgttcg tgtttgaata taggaagaat cgacattcta
   710341 cgtttacaaa tcttttattt ggtttcgcaa tgggggcatt tagtttagcg attttatatg
   710401 agtatagttt agtgaatgca gcgattgtac tattattaca aggtttcctc ggtatggtga
   710461 cttctattaa aggaaaacaa cagataaaat tgtatgtgag tgcgacggtt tacgcaattg
   710521 gaatgataca gactattttt agcccgtttg atcaatttat ttcggcaggc tttgttgctc
   710581 atcttatttt aataggaacg ttctattatt gcatgagaca agcgaaagat gtattagcga
   710641 gctttggcaa gtatgtgtat tctatagcac tctattggtt tatggtgatt gtatttatta
   710701 caattactag aatcggtgaa gttttgtcca cagatggaag cataattagc gtatctgtat
   710761 cgttattatg gatggtatat gctttatttg cagtttggct tggacggaat aaacatatga
   710821 atgaaatatt gtatgctgga ttaatcgttt tagttgtaac gatagggaag ctattccttc
   710881 tggacctacc agaagtatcg atgatgatca gggcggtgtt attcttaatc gtaggtagca
   710941 taggtatcgt tatttcaaga atgtttttct caaaagaaga gaagtagaaa gaaggcaatc
   711001 catatccgga ttgccttttt cattatttct tattaatcgt tacagtctca ctatatttcg
   711061 ctgttgtatt ttggcgtaga cgaagtgttg cttgtccagt tgtatttgga ttgatttgta
   711121 cgttcacaat tttttcagca gaacctaagc tgtttgttgt gaaagaaaaa gcactgctat
   711181 atccgaaagt agatggccaa gtaccatttg tattttgaac ttttgctact tgtgtaccgc
   711241 cagtcgtgaa gatacctaaa gaataattat cgtatgtcgt gttaggtaat aagttattta
   711301 cttgaatttt catttggaac acttcattgt ttggtagaat gctagggtgt gtaactacgt
   711361 agtcatttgc tgttactgca ccgttatagc catatgaacc aggtttaaaa gtattggtat
   711421 taaaccattg ataacctgca tttggtgcac tccaaggttc aggttgtggt tcagttgata
   711481 agcttggttg ctcaaatgtt tgtaaagtgg taggtaaatc aagttgtaaa ccatttactt
   711541 gatctaaact tgtaaatgtt tctttattcg atagccaatt tacgatattt tctagtaaaa
   711601 tcgcatcgtt ttcttcttta tatccatcgt aagttttctt tgtttgacca gaatcttcac
   711661 gaacgtattt tggcgtagca tcttcaacag gagaagagtc tccaataaag gcagcttttc
   711721 caagtcctac ttttgcgata gcagcataag gaccttctgc aacaccaccg ccgttataaa
   711781 caccgctatc aacagcatta ttccattttg atgggttttc tggaagataa acgagccctt
   711841 ttgctagttt tggatttgta atggctaaag tagaaccagc atgcattgct acagatgaaa
   711901 ccccttctgt aattccgaat gattgttcag gcgacacaat atttttagct gcaacatcgc
   711961 caattgcatt atagcggaag cgaataccga agttgtcaga tagccaatca gagctttcta
   712021 ctccttgcat agcttgtgaa ttggcttctt cgttagacat tccttttgct ggattatccc
   712081 aagcaccgcg tctatatccg ttaaatactt cagaagagtc ccagcgattt ttattacgat
   712141 ctgcattata atgatcggca atgaagaaaa tactaccgcc atttttcacg tattgtaaca
   712201 tagcatcttg ttcagatttt ttgtaaggaa tatttgcctc tggaacgata aacacattgt
   712261 agtcttttaa atcttcgtat gtaattggtg ttgatttacg tagttctttt acatgatagc
   712321 cgttttgagc gataccattt ccgaaatcag aaaagccgcc atcaataacc cagtcagctg
   712381 taccagcagt ttgaccgtgt gtattatcga ataatacttt cttcccatta ttttggttta
   712441 caacttttgc agcaatttca ggagctgggt ctacagagct ttcggcataa gtagacggta
   712501 tgaacgaagc tcctatactt agtgtaattg ctgttgctaa agaaaatgta atccattttt
   712561 tattcttcat agaagaatcc acctaataat aaatatatgt gctttaataa tgtaatttat
   712621 ttttctgtaa aaataaagac ggaaaacata aaaaatatta aaaaattgta aaaataccgt
   712681 gaaatttgtt gagaaatatt tatatagaca taaaaacatc ccttccaatc aataaggaag
   712741 ggatgttttg tttaactaat ttttgaatta ggtgtttcat caatcttatg aaaccctttc
   712801 atgtagtaca cgatagctaa gccgataagc caaataggac cgacgattaa tgcgattcgt
   712861 gtatcttctg aatacgccat tatacctaat actagtacaa ggaaagcaag tgagaaatat
   712921 gaacttaatg ggtataaggg cattttatac gataactttt gtctgttttg cgttggcaaa
   712981 cttttacgga atttaatttg agcgactaat atgattcccc aagtccaaat cgcgccgaaa
   713041 gtggaaatac tagtgagcca tgtaaatacc tttgcaggta cgagatagtt taatataacg
   713101 ccaatgagta aaacgatcgc agttgctaca attccttgac ttggaatgcc atttttattt
   713161 aaacgaccga atctttcagg tgctttcttt tgctgagcta atgtatatag catacggcct
   713221 gtactaaata aaccaccatt acaagatgaa agagctgctg ttaatacgac aaagttaata
   713281 atccctgctg cttttgcaat accgatttgt tgaaatgtta atacaaatgg acttcctttc
   713341 tcacccagtt cgttccatgg ataaattgcc atcataacga atagagctcc aacgtagaac
   713401 agtaatattc tccaaaatac gttatcgatt gcttttgcga gtgttttctt cgggttttga
   713461 gcttcaccag ctgtaacacc gattaattca acgcctaaat aagcgaataa taccatttgc
   713521 atggagagta gtaacccaga aaatccattt ggaaaccagc caccatgtga ccaaaggttt
   713581 gaaataccgg tggctattcc gccatttccg aatccgaata aaataatacc agctccaact
   713641 actatcatac agataattgt gacaatttta ataagagcaa accaaaattc aagttctcca
   713701 aatactttta cggataagaa gttgaaagcg ctcattaata ataaagcgag tagcgcccaa
   713761 gtccaacgcg gaatatctgg gaaccagtac tgcatgtaaa tgccagctgc tgtaatttca
   713821 gccatgcaag taacaaccca taagaaccag tagttccaac ctgtaatata accagctagc
   713881 ggtccgagat aatcatatgc atatttacta aaagagccgg caacaggttg ttcaattgcc
   713941 atttctccga gcgctcgcat aatgaaaaaa ataacgagtc cagcaatcat atatcctagt
   714001 aaaatagagg gcccagctag tttaatagca gaagcagatc ctaaaaatag tccaacgcca
   714061 atagctgaac cgagtgacat taaagtaata tgtcgttctt ttaaaccgcg gtttaaagtt
   714121 ccagatttgt ttgagtgttg cataagaaga atcccccttg tagagtgaac gatgtttgaa
   714181 tgcgcttact aaatatttaa ctatttcaaa ttataaaaca tttctatctg ttatgctaca
   714241 aaaataatca taatgaactg tactacatct agacttgtca gacttaaact taaaattcga
   714301 actattagag aatatattga ctcttctttt tattgattgt taagattaag tattatattt
   714361 tctcgcatac tagtaagaag agaatgtgtg ataataattc aggtgtagga agggtacata
   714421 agcatgtttc aattacaaaa atataacact tctgtgaagc aagagttttt ggctggcatc
   714481 acaacttttt ttacatttgc gtatattctt gtcatcaatc cgaaaatatt atctgatgca
   714541 ggtgtaccat ttgaccaagc gtttacagca acaattattg caactgttgt tggaacaata
   714601 ggtatggcga tttttgctaa ttatccaatt gttattgctc cagctatggg gatgaacgca
   714661 tactttgcgt attctgttgt acagaaagca gaagggatta catatgtaat tgccttttca
   714721 gcggtatttg taacagggat tatttttctt ttattatctt ttacttcgtt taggcaaaag
   714781 ttaattttag caattcctga tagtttaaag catgcaattg caggtggtat tggactattt
   714841 attgctttta ttggattacg cctttttgga attatcgttg atcatccatc aaatttagtt
   714901 acgattggtg attttcattc tccagccgtt attttaactc ttattggttt aatattagcg
   714961 gcggtattaa tggcattgcg tgtgagcggt gcattattta ttagtatgat tgtgacagga
   715021 gttatcgcct tttttacagg gcaactgaag ttcacggata aaattgttgc gatgcctcat
   715081 ttaccagagg gtattatcgt ttcaaaccca atcaatgcct tttcagatgt aattgagtac
   715141 ggcttatatg gtgttgtatt ttcattttta cttgtactgt tatttgatac gacaggtgca
   715201 ttacttggat taattaaaca agcgggttta attacggata atacagagaa acgttttggt
   715261 aaagcgttta ttgcggatgc aattggcggt actacaggct ctatctttgg gacaagtcca
   715321 acagcagcga cgattgaatc gtcagctggt attgctgcag gtggtaaaac gggattaaca
   715381 ggtattgtag tagtcggcct aacgattata acggcgtttt tcagccctgt tattgcttct
   715441 ttatcaagtg tagctgctat tacagctcct tcattaatta ttgtaggtag tttaatggca
   715501 caaagtattc gtgatattaa ttggaatgaa tttgaagatg cattaccagc atttttaatt
   715561 ttcgttggta ttccgttaac gtctagtatt gcgaatggaa ttgcaattgg atttttagtg
   715621 tatccagtct tgaaaattgt gaaagggaaa gggatggaag tacatccatt actatactta
   715681 tttacaattt tatttggatg tcatttattc ttataatata ggagaggggg cttcttatga
   715741 ggggctcctt ttttgtgtat aataaagtga aacttaaatt agtaatgtga aatataaatt
   715801 acttattgga atatatatgt tacaataaag gcagaggagg aacatgaatg gctgtaagta
   715861 aaataaaagt cgcgcgtgtt cagttagatt taacacagca acaattagca gaaaaagtag
   715921 gagttacaag gcaaacgatt agtttaattg agaagggcaa atacaatccg tctttagatt
   715981 tatgtttgaa aatctgttat gcagtagata aaactttgaa tgatttgttt tgggaggaaa
   716041 aggagtgatt cgatgaaaat cgtgaaagat gaacgtttaa tgattgaggg gttaaaacat
   716101 attagattag ttttcatctt acaaaatatc tttatactag gtattgtttt ttatcgctac
   716161 gttttgcaag atgcaggata tgaaagtgtt tcggatttat taatggtatt tatgggtggg
   716221 attgtagtta ttaacttttt aaatctgaaa aattcagtgg aagtgtatga gcatacaggg
   716281 ggagtatcac gtagctattt catgaaacta ttattagtgc ctgtaagtat tgttattggg
   716341 attttagcta tttgtatcgt tgtaacacca gatatttcga taaaggaaat tagtatgaca
   716401 ggacttatta tgtttgcttg ttttttagtt cctagtctgt ttatatacat atatatgaaa
   716461 aagataaaaa gtgaagattg aaatataaga agagctttcc tgttgcggag agcttttctt
   716521 atatcctttt atatagtact ttatgaaggc cgatcggttc gatttcaaag atttccccat
   716581 gttcctggaa gcctaagcgt ttgtaatagt tagctacagt aactcggcca ttacaccata
   716641 atatatttgc ttggcgctct tgtaagattt gttccgcctt ctgaattaag gagcttccag
   716701 cgtggttgtt tcgaaattca ggtaatgttg ccattcctcg tagacgataa tgcatacctg
   716761 cttgtaagtc aggatgcatt tcctttgaga aagaagcgat actaataagt ttatcattta
   716821 taaatgcgcc taagtgaaag gtatctgttt catagtcgga agagtattta caatctgcta
   716881 atgtttgact cgagcgtaaa attttttgac gtaatacgta agtttcagat ccatcaatat
   716941 ttttcacggt aatcatatta acatcctttc ttataaagct ttttctgtta attgtataaa
   717001 gaaataggca ggtgcggcga aaagtccgag tatgctagca gttccgagaa ggagtgaaag
   717061 taagaggcaa gagtacttta ttccattcga ctttttccat ccataactac aaatttcaat
   717121 gctaacaccg atgagaataa tggcaacgag tatttctgct aataataaga gagctaaagt
   717181 tataatagac ataatgtaat ccatcctcat aatatgtgat agtaacattt taccatatgg
   717241 aatgggaaaa aatgcccctt aattatgtaa ggggcatttt tctattctaa tatgcttttt
   717301 agtgtatcga tatgttcttt cgagcctgtt acaagtaatg tatcaccgtg ttgtagtctt
   717361 gtatcaccat gcgggattaa tgctttattc ccacgataaa tttgaatgac tagtacatcg
   717421 cctaaaaacg gaaggcgacg aagtgcaacg ccgttatatt tattgcttcg tagttcaact
   717481 tcacggactg tttcgtttgc tgttgtaatt aagcgaacga gactcggttt atcaattaat
   717541 gcacgtaata gaatacgtgt agagttaatg gttgagaata cggcgatatg ttcctgcgtt
   717601 gctttttctt gtagaagcgg atcttctaca cttgcaataa catgttcaac acctagttct
   717661 tttgcatgtt ctgctaatag taagttttgt tcatcatcgc ttgttgcaac aacaacgcgg
   717721 tctgcatgaa atgctgtttg ttcagttaat gatgcaattg tgatgtcatc taatttcaca
   717781 atagggaagt cgtgcgattt cgcttcctca tcatttattt tattttgacg catcatatat
   717841 agtgttacgt cataatcttc tcgttttaaa tcaagtgata acggaagggt aattctactc
   717901 gcaccaataa ttgaaacttt tggttttggt gtttccactt ttgggaacat ctttttaaat
   717961 aatataggtg cgaaaataca agtaataact gcgcttaaaa taagggaggc agataaactt
   718021 ggactaatga ttcctagttt ttcaccaatt tgtgcagctg caataactaa agaaagtgtc
   718081 gatgttaata agatggcact tcctagtacg atattacgtg gataccattt tcgtaagacg
   718141 agtgatggta tcagttttga aataaagagt cctacaatta aaattgggat catgagcatg
   718201 ctagaaggtt ctttgaaaat agaccaaact tctaaattta caccaaccat tacgaagaaa
   718261 ataggaatga agaaaccgta tccgatagaa tccagttttt caaccatatc ttcatttggt
   718321 gataataatg atacgagtac acctgctaag aaggcaccta aaatattttc ggctccaacg
   718381 gattcagata acccaactaa tattaagatg agtgcaaaaa cagctcttgt atcaatttgt
   718441 acactaccag cttttaagct atctaagtat ggaatgtttt taaaacgttt tgcaacgaag
   718501 taaataacaa taccagcgcc gaatagaaga agaaggagcc acatgctttg gccgctttcg
   718561 gaatttaatc cgacgaatac agcaagtaaa atcattgtaa ctaaatccgc aataacagcg
   718621 accaataaaa tgatttgtcc aattgctgtt tttcctaggt tattctcttt taatgttggt
   718681 acgacaacac ctaaagagat tgttgaaata attaaagtca taaacattgc attatctaca
   718741 aatcctaacc atacgaatag taatgatagg gcataagata agatgaaaat aaataagaag
   718801 ataacacttg ctgcttggaa tgtgtttggt tcgtttgtcg tattcttttt ccctttttgt
   718861 ttaaagatag aaaaatcaat ttctaaaccg cttaaaaaca taagaaagat aaatcctagt
   718921 gtcgataaga cttgaagcca catatctggc tcaataatat taaacccact tttacctaca
   718981 aagattcctg cgatgatttc tgcaacgacg acaggaagtg cttttaattt aaagcgttgt
   719041 aacaaaaggg gaacgaaaaa cgcgattgca acgacaacca taagtgatag aacagaagta
   719101 tgatgttcca ttgcgttctc tcccttcaaa taaatatagt aactatttag ccatataata
   719161 ggtagaaaag caacgcatat ggattcgatt tcataaagaa agagttttct taacatttgt
   719221 cataataagt atatttttca tgattctgtt gttaattccg taatgtgggt gtaatagggg
   719281 gagggaataa aaaaagactg ctgagaaacc tcagcagtct ttttcatgta cattacattg
   719341 agaagaagat ccatacagtt aaaccaactg ttgcagttgc aacgaagaaa ctgtaaatca
   719401 tagtaagaat ttgaactctt ccttctcctt cttttaaatg catgaacata attaattgta
   719461 acaacgcttg cgcaacagcc attgcgataa tggtagttag gatcgttgat agtggcaggt
   719521 ttgtgtaaag tgccacgtat agagctagaa acgttagtgc aagcgataaa ataaatccga
   719581 aaacgtgtga ccaagggaat ccgctatgcg catgcccgtt tgcttggttg ttattttgac
   719641 ccatttacgc caccatcccg ttcaagtaaa ctagtgtgta aataaagacc caaactaaat
   719701 caaggaaatg ccagtataag ctgataatga atactttacg agctgtaact ggtgttaaac
   719761 ctcgttttaa aatttggata ataacacaaa ttgcccaaat gataccgcct gttacgtggg
   719821 ctccgtgcgt tccaagaaga acgaagaatc cagataggaa agcacttgtt tgaattgttg
   719881 cgccttcacc aatatacata atgaactctt caatctcgaa gaataggaag cctgcaccta
   719941 aaagtaatgt aaggacgaac catccaagca ttgctttttg gttgtgctta cgcatttcgt
   720001 gaatcacgat accacatgtg aaactacttg ttaaaagtag taatgtttga attaaaagcg
   720061 ttttaagttc aaacagttgt gctggtgttg ggccatctgc cgtacgacca gcaagtacta
   720121 gataagaggc gaaaagtgtt gcgaacagca taatttcagc cccaagaaaa atccagaatc
   720181 ctaggatatt caatctgctt tgttcggatt gatattccaa aggtaagctt ttatctaaag
   720241 ccgccatatc atttcacctc tcatgctaca tgttctgatt ttttaatttc atcaacacta
   720301 atatagtaac cttcatcgta atcgaatgaa cgatagatta agcaagctaa aataccaatg
   720361 ccgccgattg ctgcaagcca gaaccagcta aatactaatg cgaaacctgc aagaccgaag
   720421 aatccagacg caataatagg cacaccagag ttacttggca tgtgaattgg tttgatgtct
   720481 tctgctgctg gtgtaactgt ttctccacgt ttcttcatgt accagaaagc atcagcttct
   720541 ttgatttcag gaagtttcgc gaagttgtaa tgttgtacag gagattgagt tgcccattca
   720601 agtgtacggc cgtcccatgg atctccagtt gtgtcacgtt caccgtgacg agcactccaa
   720661 attacgttgt agcaaagaag taggaagccg atacccatca ttaccgcacc aacagatgcg
   720721 atttggttta gccatcccca tccaagactt tcagagtaag tgtacatacg acgagtcata
   720781 ccgtctaaac ctaagaagta cattgggaag aaacagatgt tgaatccgct cataaagatc
   720841 cagaatgtcc atttacctag gcgttcattt aacatatgac cagtcatttt tggataccag
   720901 aatgtgaatc cagcaagcat agcgaatact gtacctgcga ttaatacgta gtggaagtga
   720961 gcaattagga agtagctgtt atggtactga taatcagctg ctgccattcc aagcataacc
   721021 cctgtaactc caccgactac gaagtttgga ataaatgcca atgaccaaag cattggaact
   721081 gtaaaacgaa tacgtccttt atacagtgta aacaaccagt taaagatctt aacaccggtt
   721141 ggaatcgaaa tcgccattgt cgaaatcgag aagaatgagt taaccgctgg acctgcaccc
   721201 atcgtgaaga agtggtgaag ccatacgacg aaacttagta aagaaattgc aaccattgag
   721261 tataccatcg cactgtaacc gaatagacgc ttacgtgaga atgtactaat gatttcagag
   721321 aaaataccga atgccggtaa aataacgata tatacttcag ggtgacccca tacccagaat
   721381 aggttggccc ataacattgg cataccgccg ctcgccatcg taaagaagtg agcatcgaat
   721441 agacggtcaa atgtcattaa tgcaagagca actgttaata ctgggaaagc gaaaataatg
   721501 ataattgttg taattaagat tgaccaagta aacattggca ttctcattaa agtcatacca
   721561 ggtgtacgca tttttaagat agtaacaagg aagttaatac ctgtcattaa cgtaccgaga
   721621 cctgaaatct gtaatgcaat tgcgtagtag ttatttccta caccagaagt aaactctgta
   721681 cctgccattg ggaagtaaga agtccaccca gcgtctggag aaccaccgat tacgaaagcg
   721741 atgttgaata acattgctcc gacaaagaat aaccagaaac ttaaagcatt taagaacgga
   721801 tatgcaacgt cacgagcacc aatttgtaat ggtactacaa ggttcattaa tcccataacg
   721861 aatggcatcg ccatgaaaag aatcataact gtaccgtgtg ttgtgaagat tccgttatag
   721921 tgttcagcgt ttaaataagt tgtttctggg aatgttaact gtgcacggat cattaaaccg
   721981 tccataccac cacggaataa cataataacc gcagagataa tatacatggc cccaatcttt
   722041 ttatggtcaa cagttgttaa ccattcgtcc caaagccatt tccatttttt atactttgtt
   722101 agtacgaaaa tgattgctaa tgtcacaaga acgatagaag cgtctgcacc gtaaataatc
   722161 gggtcacctg tgacaaagaa ttcatcaagc ttcactgtgt tcactccaat ctgttggaat
   722221 tatagctatt attttttgtt tttgtagtag ttgtaatcac aatattcaag tgattttgga
   722281 tctacataac ttaagtgatg gctagagaat gtcatacgac caactacacc aggtttaaca
   722341 atttcgttgt acttatcttc tgttagttta ggagcagttt gttgtacttc tttaacccac
   722401 ttgtcatatt tctctttagt ttttgcttca acttcgaact ccatgtgagt aaatccttca
   722461 ccagagaagt tcgcgctacg gcctaggtaa gaacctggct tatcagcttg taaataaagg
   722521 tccataatca tgccatccat tgtgtacttc ataccaccaa gttctggtac ccagaaagca
   722581 ttcattgggc cgacagaagt cagtttgaat tgaattggta caccagctgg gatgtttaaa
   722641 tagttaacgg tttcaatttt ttcctctggg taactgaata accatttcca gtttgcagat
   722701 gtaacataaa tctccactgg tttaatatgt ttggactctt tcggaacctc ttccgaagca
   722761 taagttgctt ttactgttgg aatcgataat gcgataacga taataacagg aacaagcgtc
   722821 caaatgattt ctaataatgt gttaccgtgt tgttcaggtg gctcatagtc catattctct
   722881 ggtttttcac gataacgaat caagatgact gtaaacaaga tgaatacaat tgcgataatt
   722941 aatgacataa gcaagaatga ccaaacaatt aaatcatact gtgcttttgc aacaggtcct
   723001 tgcggattta atactgcgag ttttttatca cagccaccga ggaacagaag taatgataac
   723061 ggaagaagcg aagccaactt ccaaaacgct ttctttagtt gcacgattga aaatctcctt
   723121 tctccttgga ttgaaactat gccaataaaa caatataaac ctattaattt atagaaggca
   723181 atagtttttg agatattgtt aaaaaataga cacaaatgca cactttttaa ggtgaatatc
   723241 atttgtaact tgattacatt gtaaactatt ttccagagaa aaatgcgatt gtgaaaattt
   723301 taagataaat aaagttatac caggatatcc aagaaatagt aaaaagctat cttattataa
   723361 gaaaatagct gaatattttg tatatttagt ttattctttt tgagatagtc cgttgttgtt
   723421 caaatgtgac aattttttta tacttcattt gatataaaat gcaacaaata accataaatg
   723481 gaatgccgca ataaagagca attctttgat caggaatgaa aactaaacta acaaatgtga
   723541 acaataattc acagaatctt tctagcaaac tagtaagaag caaggtacaa tgataggagg
   723601 tatgtctgta aaataataat taatggagtt ttgtttaaaa tgaaaaagtt aaaatatctt
   723661 tttgtttttg gaattatatt tgctgccgtg ttctttatag gaaaagataa gattatacaa
   723721 aaggcacaag tgctacgctt agatttttta tctgaaatga aagaagcggc tatgattgaa
   723781 aatgttccgt ttataaagca gttaccagaa ttacctcgtg gatgtgaagt gacaagctta
   723841 gctatgttgc tacaatataa aggtgtgcaa gtagataaga tgcaacttgc tagtgaaatt
   723901 catcgagttc catttgaaca agatggtttg cgtggaaatc cttatgaggg atttgttgga
   723961 aatatttata cgaaagctga accaggatat ggtgtgtaca ataaacctat ctttaattta
   724021 gcggaaaaat atgtttctga aaaagtaatt aatctaacag atagagacgt gaatgattta
   724081 tataaggtaa ttagttctgg ttctccagta tgggttatta ttaatacgac gtttaagccg
   724141 ctagctgaaa gtagttttga aacatggaat acaagttctg gtgaagtgaa aattacatat
   724201 tttgagcata gtgtagtagt agttggatac gatcaaaact ttgtatatgt aaatgatcct
   724261 ctaaaaaata atccgcgttt cgctgttcca cgagcagagt ttgagaaagc gtgggagcaa
   724321 atggggaaac aagcgattac tattttataa taatgaaaaa gtcatcattt tgatggcttt
   724381 ttatttttaa tcatttataa tagaaaattc agaagattct tttaaaagtt aacaattcac
   724441 gttataataa catttaactt ggtgaagaag gggagaagag aaatggatgt tgcaaaagaa
   724501 cttgttttgt caaaggatca gttggttgag tggagaaggc attttcataa gtatccagag
   724561 ttatcttttc aagaagaaaa aacatcacag tttgtattcg acatacttcg gaaaatccca
   724621 tgtttagaag tgtcaagacc tactaaatat agtgtaatgg caaggttgat tggaaagcag
   724681 tctggtaaaa ctattgcggt tcgagctgac atggatgctc ttcctattca tgaagaaaat
   724741 gagtttgact ttatttctgc atatccaggt gtaatgcatg catgtggcca tgatggacat
   724801 atagcgatat tacttggagt cgtacataag ttagtagaag caagagagaa gattaaagga
   724861 gaggttcgtt ttctattcca gcatgctgaa gaaaactttc ctggcggagc agaggaaatg
   724921 gtcgcggctg gtgtaatgga aggggtcgat tatattgttg gtgctcacct ttgggcgtca
   724981 ttagaggttg ggaaagtagg tgtaatttat ggtcctgcaa tggctgcccc agatgttttt
   725041 aaaattacga tagaaggaaa aggtggacat gctggaatcc ctcatgaaac ggttgatagt
   725101 attgccatcg gcacacaagt cgtttcacaa cttcagcaaa ttgtatctcg tctcacgaat
   725161 ccgttagatt ctctcgtagt atctgttacg caatttcatg ctgggacaac ccataatgta
   725221 attccagcac aaacggagat tgaagggaca gtgcggagtt taagacatga gttacgagaa
   725281 gaaacagaga aaaggattga acagattgta aagcatgtga cggaagctta tggagcgaaa
   725341 tatacttttt cttatgaata tggatatcgt ccagtagtaa atgattatga agtgacagag
   725401 attattgagc aaacagcatt acagctttat ggaagggaac gagttactcg tttacagccg
   725461 acgatggctg gagaagattt ttcagcgttt ttacaaaaag taccagggac attctttttt
   725521 atcggagcag gaagtaaaga gaaaggaatt atatatcctc atcatcaccc tcgttttacg
   725581 attgatgaag atgcattacc aattggcgtg caagtctttg tatcatcgat tatgaatttc
   725641 ataagtaaag gagaatgaga tgaagaaaat acacgtatta gcgcttattc cagttttttg
   725701 tttagttgtt ggccccgtat ttgctaattc agttactcct tacatattag ggatgccatt
   725761 tttattattt tggatattat tatcagtgct tattacatct ctttgtatgg ggattgtata
   725821 cgtatttgat cctgctaata agggggatgt aaaatgaccg cattacttat cattatttta
   725881 tttttgtttc tcgcactatt tttgggaatt cgggcgcaac atggaaaaga tatgaattta
   725941 gagcaatggt cagttggagg aagaggcttt ggtactattt ttgtttttct tcttatggca
   726001 ggtgaaattt atacgacatt cacattttta ggtggaagtg gatgggcgta tagtaaagga
   726061 gcacctactt tttatatttt aggttatggt gcgttagctt atattttatc ttatttttta
   726121 ttaccaccag tttggaagta tgcaaaagag cataatctag tttcacagcc agattttttt
   726181 gtgaagaaat ataagagtca ggcacttggc cttatcgttt ctatcattgg ggttatttcg
   726241 attatcccat accttgtttt acagttaaaa ggattaggaa ttatcgtttc ggaagcgtct
   726301 tacggaaggg tatcaccagt tatcgcagtg tggattggcg caattgttat aacgatatat
   726361 gtaatggttt caggtataca cggctctgct tggacggccg ctttgaagga tattatgatc
   726421 ctgtttatcg ttatgttttt aggtatatat ttaccgtacc attattacgg aggatttcag
   726481 ccgatgtttg aagctgtaga agcagcaaaa ccaggatttt tatctttacc tgatgaagga
   726541 atgagcattt cttggtttgt ttctactatt atattaacag ctctcggttt ctatatgtgg
   726601 ccccatacat ttgcctctgc tttctctgca aaaaatgaaa aagtatttcg taaaaatgcg
   726661 gccattatgc cactgtactc tttagtttta cttttcgtgt tctttgcagg gttcgcagct
   726721 attttgcaag ttcctggatt aaagggaggg gatgtagacc tttcgttatt ccgtctggct
   726781 cttcaaactt ttgatccttg gtttattggg attattggta gtgctggagt tttaacggca
   726841 ttagttccag gttctatgct tgtcatggcc gcttctacat tattagcgaa aaatatttac
   726901 cgaacaatgg tcccatctgc ctcggatcga caagtggcaa aagtagcgaa attatttgtt
   726961 cctgtagtaa cgcttgtagc tgttttattt acttttaaag gtggagaaac gataggagca
   727021 cttcttttaa tgggatatag tatagtgaca caacttttcc cggcacttgt atgtagtttg
   727081 tttccacgtc agactattac gaagcaagga gcaattgccg ggatggggat tgggttatta
   727141 gtggttgcgt atattacttt atctggttca actatagcta cgatgtttcc gggtttccct
   727201 caatatataa aagatttaaa tgtaggtata gtcgcgctgt taatgaatat gattgtgatg
   727261 tttatcgtta gcggattcac caaaaatgta tctataaaga aagacaatat aatagtagaa
   727321 aagtaattcg tatgctagag ctatctttga aaagagatag ctcttttttt gtatatattt
   727381 tcttctatta gcggaatcta actaaaaact tgttgaaaag gaagttaggt gggggatttg
   727441 ttagagctaa aaggtaactt atttgaagtt atgaaaaaaa ttagagatga gttaggttcg
   727501 cctaatgatt tgacaattag ggaagttgcc cttgctggta gttttacacg ttgtgctgtt
   727561 gtctttttat gtgggttaac agataaggat aacgtttata aatatgtagt tcgtacgctt
   727621 caatatgaag agatacaaaa agacgaagct gttgttcaaa cattattaga tcgctttatt
   727681 tctattgcag aagttggtaa gaagacaaca tttccggaca ttataaatgc gattttagcg
   727741 ggagatacag ttatattaat tgataatatt caaactgcta tcgtgattaa tagtagagct
   727801 tgggaaaaaa gaagtttaga atcgccagta acagaagatt taatacgtgg accgaggata
   727861 ggattaaatg aagatattaa cgtgaataaa atgttaattc gccgtagttt acgtgaccca
   727921 aagctgagat ttcaatctta tattatggga aagagatccc aaaaagaagt gactttagta
   727981 tatatagaag acatcattaa tccttacatt gtaaaagagc tagatcggcg tcttcaatcc
   728041 atagtgacag atgtcgtttt tgagacgggt acaattgagc aattaattca agataataat
   728101 ttgtcaccgt ttccgcagtt tttgaatacg gaaaggccag ataatattgt ggcctcatta
   728161 gcgaaaggaa aggcagctat tttggtggat ggatcaccgt ttgcccttat agctccgcta
   728221 gtatttgttg atatttttca atctgtggaa gatcactatg agcgttgggt aatagggact
   728281 ttattaagaa ttttgcggat gggttctggt atagttgcaa ttttaatgcc ggcgatgtat
   728341 gtagcgctcg tctcatatca ccaaggactt attccttcta aattggctta ttcgattgct
   728401 ggagcaagag aaggtgttcc ttttcctgcc tatattgaaa cgttaatgat ggcattaacg
   728461 atggagttaa tacgagaagc aggaattagg ttgccgaaac cgatgggaca aacaattggg
   728521 attgtaggtg gtcttgtaat tggagaagca gcggtgaatg caggaattgt aaatccattt
   728581 ttagttatca ttattgcggt tacagctatt gctacatttt cacttccagt gtatagcatc
   728641 acaattacgt ttcggatttt acttttcgtc tttgtattag cagcaacggc ttttggattg
   728701 tatggaatca ttctagctct tattgcgctt gctgttcata ttacaaattt aacaagtgtt
   728761 ggtgtaccgt atacaactcc aattgctcct gcattttata aagattggaa agaagagttt
   728821 attcgcatgc caaaatcaat gttgaaagag agaccggaat atttacaaac gaaagattct
   728881 acagtacgtc caaaggagcg agaataattg aaaccatttg agtatggcga tgaagaaatt
   728941 ggatctcggg aaattgggtt tgcggtatca tcgaccatta ttggtatagg cgcattatct
   729001 atgccaaggg atattgcaaa ccaaacttta ttttcagatg gttggattat tttgcttttg
   729061 ggtggattga tatgtgcagt tttaggttgg tttgtaacga gggtggctat tttatttcca
   729121 aaacaaaact ttgttcaata tacgagtgca catttgacaa agccagtagc atacacgatt
   729181 agtatggttt tagtattaac gtttgctgct ttgacagcat atgaatcacg aatgattgcc
   729241 ataatttcgc aaacgtattt atttagtgag acaccggtac agttactatc ttttttcttc
   729301 ttattagttg ttatctatgg aatagcaggg tcgagagcag ctttattacg gttaaatgtt
   729361 atgttcttac ctattgtttt aattgcaata gtgcttcttt ctttattaaa tataaattta
   729421 atggaaataa acaatttgtt tccagctttc caaacggaag taagtcaata cgctgttgga
   729481 gttaaaaatt ctatattcac atttattgga tttgaggtag ctctgtttta tgctgtgttg
   729541 ttgaatgata agacagcgaa aaaggcacca atggcagttg cgaaagcagt gatagtaaat
   729601 gtcctctcat acattttaat ttatgtaact tgtattagtg tttttacgta tatgacaact
   729661 cgtggattga catatccaac aattgaatta gggaaagaaa ttgaaattgg tggaggcttt
   729721 ttagaaaggt tcgatgcaat tttttttacg acttggatta ttaccattta taacactaca
   729781 gcaatgtatt atgacgtcgc atctttatta ttttgtgcca tgtttccgaa agtgaagaaa
   729841 catattttta ttttcggaag cgcgcctcta atttttatgc tgaatatgct ccctggtaat
   729901 ttagatacgt tatcaagtta cggaacgtat ttagcgtgga tagatatggg gtttgtcgta
   729961 ttagctcctt tgctagtttt tattgtatat aaaataaaaa gaaggaatgg tagaaatgaa
   730021 acaccttctt aaaattataa tggttatagt tttagctgga tctataagtg ggtgctctga
   730081 actagaagaa atagaagaaa gaggatttgt agtaggcgca gcttacgata ttgtgaagaa
   730141 aaagaaatca aatccgatta tgaaagggac gtatcagatg gtacttccca gtaagttagc
   730201 acaacaaggt ggacagggcg atggagatag tgaaaattat attaatgtaa gtgcgaaagc
   730261 agatagcgtc tttgagcaaa taagaataat tgctaaaaaa attagtcgaa cattattttt
   730321 tccgcatata caagtcatta ttttttcgga taaattacta gcgaatccgt atgttttgca
   730381 aaatacgtta gatgtatatt ttcgtgatca tgaaatgaga cgaaatattc gtttgttcgt
   730441 ttccaagaaa aatgcagaat ctattttaaa acagagtgca aaacctgaaa acttaccggc
   730501 gcagtacatt gatatgttag ctgaacatcc tccgaaaaac gctcaaatga ttgaggcggc
   730561 gagaattggt gaagtacaag ggaaaatgat cgcagatcga agttttgcat tacctctctt
   730621 aggattaact aaacaaggcg tacaaatgga aggagcggca ttgatccgtg gaaaggataa
   730681 taagtgcgtt ggaactttga gtggagaaca aacattagga atgaactatg taataggtaa
   730741 aaaaattgga ggtttcttta ctgttcgtaa aaagaatcag ctcattacat atgaaattca
   730801 taagttgcgc cgaaagatcc aagtgtctac tgaaaatgct acaaaaccga agtttgatat
   730861 tcatttgtcc acagaaggca tattagctga attacatttt aatgaaccga aacaagtgat
   730921 gaatgaaaaa tttttaaaga aagagatttc aaaggaaatg aagaagcgta ttgaaaagtc
   730981 tatacagctt gttcaaaaaa aatataaggt agatgtattg gaattaggag aggtatataa
   731041 gaggcataat tataaagagt ggaagaaaat tagtaagaat tgggatcaag gccagaatta
   731101 ttttagtaat gctgaaatta atgttcacgt tgatccaaca attgaacatt caggttcagc
   731161 attaccaaag aaagtgaagt aaggtgatgg aagttgttta ctggattggg aattagttgc
   731221 acaatattaa tagcgattct tccaggagcc atatacttta ttcataagaa actcacaacg
   731281 tatggagcgc agccttggaa tactgatgtg caaaaaaaga aacctgaatg atttcaggtt
   731341 tctttcgtgc aaagcatatg tgaaggggga taccttctat gtatgctttg ctttatacaa
   731401 gccctaacca atgtaccaat tgtgtagaga ggaatgtcac aacaatggcg ataacggtag
   731461 ggattgcaaa cgataagaat gtccattttg cactttttgt ttctttatat atgttaacca
   731521 gtgttgttcc gcacgggaaa tgaagaagtg agaacaacat tgtgtttaac gctgttaacc
   731581 aagtccaacc attttctaag aataaatttt taatttgatt aaaatcatct atttcagtta
   731641 aagccccggt tgataaataa gacattaata aaattgggat aacaatctca ttcgctggta
   731701 gtccaagaat gaacgcagct agaataaagc cgtcaagtcc taacatttta gcaaatggat
   731761 ctagaaaatt tacaaaatac ataagtaagc ttgtgtcacc gatgaaaata ttagcaagta
   731821 accaagttaa tgcagccgca ggggcagcta caacaacagc tcgttttaaa acgtagactg
   731881 atttatcgag tgttgcacgc acaattgtat tccaaacttt tggcttacgg tacggcggta
   731941 actcaagtgt gtagtgagtt ggaacgcctt ttaaagctgt ttttgatagt acccaagaaa
   732001 cggttaatgt cataataata ccaattacaa ccattccaac tacaacgccg gcagtaacaa
   732061 gtgtttgcat actacctgta taaccagcag ccataaataa tgaggccatt aaaattaaca
   732121 taggccagcg accgttacaa ggtacaaagt tgttcgttaa gattgcaagc aaacgttcac
   732181 gtggtgattc aataatacgt gttgacataa tagctgcagc gttacaaccg aatcccattg
   732241 ccattgttaa agattgtttg ccgtgtgcac cagagcgttt gaataagcga tccatattaa
   732301 acgcaacgcg tggtaagtac ccgtagtttt ccaatagtgc gaacataggg aaaaagatgg
   732361 ccataggtgg taacataacg ctaataacag caccgatacc gcggaataag ccaagtatta
   732421 aaatgccatg taaccattca ggtgcatgag ccgcgtggaa ccaagatgtt aaatatcctt
   732481 cggcccatcc gaagaactca gcaatcatat cagatggcac gttagcgcct gcaattgtaa
   732541 gataaaaaat gatagataaa ataccgagca taattgggaa tccccagatc ggagatgtga
   732601 aaattttatc tagtttttca gaacgatata atttatccgt atttgtatat tgaacagatt
   732661 ctttacagat gcttgcagat gttcgataaa tatctccgac aatatcatct cgtatatctt
   732721 cttttgaaag tgtttgagcg tgttgaataa tatagtctaa tggaagagcc ttactggctg
   732781 agtgagattc cattgattac gacctccctt acaagtggtt cgttatgatg tttttgaagt
   732841 gcagttaaga aatttttatc tccatctaat atacgtaacg caatccaacg tgctggatac
   732901 gtatcaccga atactttata aatttgtggt tctaattctc gaatcatatt ttcgattttt
   732961 tcactataag taactttaat tggtgttgga attagctttt tatttgctac tttggcaatg
   733021 acatttagta aatgaccgat gcctactcgg ttacgagcag aaatcttaac tacaggtacg
   733081 ccgagtgatt ttgctaattt cttttcatct ataacgatgc cttttttctc agcttcatca
   733141 attaagttaa tacaaataac tacgttgctg gtcatctcca tcacttggag tgctaaattt
   733201 aaatttctct ccatagcagt tgcatcgata acaactacag ttacttctgg tttttcaaat
   733261 ataatataat cccttgctac ttcttcatcc gcagaattcg aatatagtga gtaagttcca
   733321 ggtaaatcta ttaatgtata tttactaccg ttatgttcat attctccttc agcttttaaa
   733381 acggtttttc ccgtccagtt tccggtatgt tgttttaaac ctgttaaagt attaaataat
   733441 gtactcttcc cggtattcgg gttgccagct aaagcaatgc gatgtttgct catctgaaat
   733501 catctcctat taataccccg aaaataaggg aactttcttc cttgcgtagt gcgatagttg
   733561 tgttgcttac ttgataagcg accggatctc caagtgggct acgttgtaat actttaattg
   733621 ttgcgccagg gataaatcct aaatctaata aacgtcgttt catagttcct tctaattgta
   733681 tcttctcaat ttgtacaaac tctccagtct taaattcgga aagtggtttt gtattagccg
   733741 ataccatgaa agttacctca tctctatatt gttagtttga gtttaaaaag tttccttagg
   733801 taaacttttt gttagtaata tagtagacta cattggatga tgctgttaat tggtacttta
   733861 aaaatattca tttattttta gaattgttcc aatttattta gttgtactaa aaaatattac
   733921 tgaaattctg tgtaatgtgt ataaatgagg ctcgtaaaag taacgaaata cagcgtaatt
   733981 gtaaatgtag ctttaactaa aagggaaaaa gagtgaaaaa catttacatt gaatttacat
   734041 tgttaagagt aaatttacat tatagtttaa ttagtgtgga ttttgttgga ttctttaact
   734101 ataaatgttg ggattcctag tttttaagga ttattatcgt catttactta aaattaaaaa
   734161 ttgcttaaca ctcacataat attattgtcc tacaatgaat ttgtgtttga aagaagtaga
   734221 caaatgtgaa aagtgataat ccaaatgggg gtacaagaca tggttatgaa aaagggtatt
   734281 aaattttctt tagcagcttt agtggtagcg ggttcattag tgggatgtgg aaaagcagaa
   734341 gagacgtcag gtaaagatgc taaaggaagc gataatgcaa aacaagaatt gtcaggtacg
   734401 atagcagctg caggctctac agcacttcag cctcttgcag aggaagctgg aaagaaattt
   734461 atggagaaaa attcaaacgt ttctattcaa gtgcaaggtg gcggtagcgg aactggaatt
   734521 aaccaagtag cttctggtgc agtccaaatt ggtaactcag atgttccatc tgcagataaa
   734581 ataaaagatg ctgataaggc aaaagaatta gtagataaca aggtagcggg tattgcattc
   734641 gcacttgtcg taaataaaga tgtaaaagtt gataatttaa cagtacaaca agtacaagat
   734701 atcttcactg gaaaagtaac aaactggaaa gaagtaggcg ggaaagatga aaaaattaac
   734761 gtaatcaatc gtccagcttc ttctggtaca cgtgctacat ttgaaaaaac aattatgaaa
   734821 gatgcgaaaa tcaatgatgg aactggtact acacaagatt ctaacggtgc agtagaacaa
   734881 gcgattaact ctactccagg ttcagtaagt tatttagcaa tgtcttacat ggttggcgag
   734941 aaaaaaggtg cgctacaaac agtgaaaatt gatggtgctg aaccaaaagt tgaaaacatt
   735001 gcgtctggta aatatccatt ctggtcttac gagtacatgg taacgaaagg tgaggcaaaa
   735061 gaagcaacaa aagcttacat tgactatgta aaaggtaaag attttgaaaa gcaagtagaa
   735121 gatatgggtt atattccaat gtctaaatta aataagtaat aaaatttatg gggctggctg
   735181 caaggccagt cctgttcatt tcaatttatg aagtggggtc tgtcctgtga tgaaggggaa
   735241 aaaacaaatt aattacgtga aaagtgaata tataggaaga tcacttgtta cgttttgtgg
   735301 tatttttatt gttttagtta cattagctat tattgcattt atttgcggta aaggaattca
   735361 atcttttacg caaagtggta tctcgttcac tgaaatgtta acatcgacaa aatggagtcc
   735421 aaatgctgat gagggaactt ttggggctgt aattttcatt gtaggttcaa cggtggtttc
   735481 attgggtgcg gttattatta gtgcgccaat tgctatagct cttgctatat tcatgaattt
   735541 aatttcgccg aagtttggaa ataaagtatt gaagcctgtt ttagaattat tagttggtat
   735601 tccttcggtt gtatatgggt tattaggggt tacgatttta gtaccgctat tacgtgattc
   735661 gtttggagga gtgggcttta gtttaattgc aggtattgtt gtattaagta taatgatttt
   735721 gcctactatt gctagtatcg cttctgatgc aatacgttct gttccatttg attatttaga
   735781 agcttcttat ggtttaggat caacgaagtg gcaagcgatt agccgagtga ttgttcctgc
   735841 tgcgaaaaaa gggattttaa caggtgttgt tttaggttta gcgcgtgctt ttggtgaagc
   735901 gttagcagtt caaatggtaa ttgggaacac gattaaatta ccagaaggaa tatatagtcc
   735961 gacagcgacg ttaacaggta ttttgacaat ggacatgaca aatacattaa acggaactgc
   736021 ttggaacaat gcgctatgga ctttagcaat gattttactt gttatttcat tcctgtttat
   736081 tttagtaatt cgagcaattg ggcaaagagg tgagcgataa taatgaatgc aagaacggta
   736141 aataaagttt ggacaggtat cttttatgcg attgcagctt tagttgtagc tttgctagtg
   736201 ttcttagtgt ttgagatttt acaaaaggga tggggttttt gggatcctaa tttcttgttt
   736261 ggagaaccaa gcaatacaag agctggtggt gggattggtc cgcagttatt caattctttc
   736321 tatatgcttg ttataacgct tattatatct attcctctcg gattaggtgc tggaatatat
   736381 ttagcagagt atgcaaaaca aggacgtttt ttaaactttg ttcgtttatg tatcgagaca
   736441 atggcatctt taccttctat tgttgttggt ttattcggtt tgttagtgtt cgttacaatg
   736501 acaggatggg gatacacagt aatgggtggt gcccttgctt taactatttt aaacttacca
   736561 ggtttaacac gtgtttgtga aaatgcgatt tcagaggttc cttctaatgt gaaagaggcg
   736621 agtcttgggt taggtgcaac aaagtggcaa acaattactc gtattattat cccgtcgtca
   736681 ctaccgcaaa ttattacagg tgttatttta gcggcaggtc gtatatttgg tgaagcggcg
   736741 gcattaattt acacagcggg tttaacatct ccgattttaa attcagcagc ggacttctca
   736801 agtcctgctc atcctttaaa tccatttaga ccagctgaaa cgttggcggt tcacatttgg
   736861 aagttaaatt ctgaagggat tatcccagat gcgaagttga ttgcgacaaa atctgcagct
   736921 gtattaatta ttatggtatt actattcaat gttatttcac gcttggtagc atctatatta
   736981 cacaaacgtt ttacaggagc gaaaagaaaa agtaaaacga cgaagaaggt aaaagcggca
   737041 taagttacaa agaagaactc tctatttata agtagggggt tctttttgcg ttttaatata
   737101 gaaggaaaag gtatagcgat tgttgaattt gtaattcgtt atatagataa agtgaaattt
   737161 taaacagtgg ggttttactg ctcacaaata gtgggataaa aagatgaaaa tgagggagtg
   737221 ggtttaattt gttttttctg caaatgtcag gttttccagg gtcgggaaaa tccacagttt
   737281 ctaagtatat aggggagtta acaggtgcta taattgtaga tcatgacgtt ttgaaatcgg
   737341 cattgttaag atcactagaa gtgaaaggta ttgaatcaac gattattggt ggacttgcgt
   737401 atgatgctga atgggcattg attgattctt atttagaaca agggcatagt gttatattgg
   737461 atagtccgtg tttatatgag ggaatggttg gaaaagggat taaattatca aataaacatg
   737521 gtgttaaata taaatatatt gagtgttatc tgaatgatat ggaagagatt aatatgagac
   737581 tacaaacacg taagcgtctg gtcagtcaaa ttgaaaaggt agagtcggaa gtagctttta
   737641 aaaagtggtt agatggtggt aaaagacctc taaatagtga atatcttatt gtgaattcta
   737701 gtgaacctct agagcggtat gcagaaaaaa tgatggatta tatgagtagg tagagaaaaa
   737761 gcgttatctt cattcgtgaa gataacgctt tttcatttaa atatcaggtg tttctgtaga
   737821 agtgtttatt tttctacgag agcgtctttt tctcccgatt ttatctaata gttcatacat
   737881 aactggaacg actactaatg taagaacagt tgaaactgcc aaaccaccga taacaacaac
   737941 ggctagactt tttgatacca tacttcctgc ttgtgattgg ccaaatagga gtgggagcat
   738001 agcaacgatt gttgttatag ctgtcataat aattgggcgt aatctagtgg atcctgcttc
   738061 tagtaaggct tctcttgttt ccataccatg ttcccgattt tgttgcactc tttctattaa
   738121 tacgatagcg tttgtaacga caatcccgat taacattaat gcgccgatca aggaatttac
   738181 atcaactggt gttcctgaaa taattaatcc taaaataccg ccgacagcag ctaatggcaa
   738241 ggagaacaag attgcaaaag gagcacgcgc ctgtccgaag gtaataacca taattaaata
   738301 tacaatcccg attgcaatcc ccataatctt gaataaatct gtgaagttct cttgcataga
   738361 ttcagtggcg cctgcgatat ttactttggc tccgctaggt aaatctaagt cggttatcgc
   738421 tttgttcact tctgcgctta ccttacttaa atcttcattt gaagcttctg ctgtaatttg
   738481 aatcgtttct tttccatctt tatggaagac ttctgtttgg agttgttttt ctgaaatagt
   738541 tgcaatgtct tttaaaggga ttggtccatt aataggtgat agtatgtttg tgtttaaaat
   738601 gtcttcttgt ttagtaatgc tttctttttt atgttctatc ataatagtag ttttttcatt
   738661 attgattgac acttcaccaa taggtgattt cttcataagg aatgccactt gttgagctgc
   738721 taattctggt gttaatccta gttgttcggc ctttgtttga tcaacatgga tttgccattc
   738781 tttcttagag tcttctaaat tcgtttttac tttagaaaga tcatccatgt tttttagttt
   738841 tgtttcgacg atagtagcag ccttttttaa attcgtttcg ttagtggctg ttacgttgaa
   738901 ttgcaaatta ttgccgccac cagagcttga ataactcgtt tttatataat caagttcagc
   738961 gggttcaaaa gcgttatgtt ctttttttaa ctctttaata tattgatcaa tatcagagcc
   739021 tttcttgaag actacaaata tactggcaag attatttttc gtcgtttgtc cccattgtgc
   739081 atcttctgcg ctagatccca ttcgtaaaat aacatccgtt acatctgaat tagaaagtag
   739141 cttcttttcg aaatcaaagg ctttttgttt ttgtgtttca agagcgtaat cagctgggaa
   739201 agtcatgtta atagataaca ttgtgtcgtc ttcagatttt atattcgctt tcggtagtag
   739261 tacataggcg gcaatcgatc ctgcgaataa taaaaaagaa gtaagtagaa taatgaattt
   739321 atgcgaaaga gcccacttta atgtagcgac atatcgtggt gaagaacttg gctttttgtg
   739381 ttttattttt ttgagtagta aaaaagccat aagtggaaca actgttagtg cgacgattaa
   739441 ggatgatagt atagaatata caaccgctaa taccataggt aacattaatt ttccgattac
   739501 tcctgatacg aggccgatag gtaaaaaaac agcgaccgtt gttaaagtag aagaagtaat
   739561 tgcgacggcg acctctttcg ttgcatcgag aataatatct ttagagaaat attctttttg
   739621 taaacggcgg aaaatattct caatgacaac gatgctatca tcgacgagac gtccaactgc
   739681 aacggctaaa ccaccaagtg ttagagtgtt aagtgtgatg ttagattggt gtagtaaaaa
   739741 gagtgttaat aaaatagata atggaatact gacaacagcg atgagtgtcg ttcggaagtt
   739801 acgtaaaaag attaagataa ttagagttgc agcaattgct ccaaggatta cttcttttcc
   739861 catactagta actgcatttt caacttgctc atgagttgat gctaaaagtt taatagaaaa
   739921 ctgatcttta tattgtttac ttatatcttt aattttctta tcgatttctt ttccgattgc
   739981 aactgcattt ttacttggtt ctttcatgat gattaatcca gtgccttctt caccgtttat
   740041 atgtgagatt gtatcgtagt gttgtttaag ttcaatttga gcaacatctt gcaatttaac
   740101 gtgaggcgca acagtgatgt ttttaatgtc atctacattt tttatatccc cgatgacacg
   740161 aaggttatat tcttctttat taacggtaac agctccagct ggagtggaag tttcttttcc
   740221 ttgtaaaacc tttaatattt gttccgttgt tacgttttta tcctttaatt ggtttggatc
   740281 tagtataata gataattcag aagttgattt tccaaaaaac ataacgttgg caacgccatc
   740341 aatgctttcg agttgtggta cgatttcctt ttcgatttgt ttttcatctg cttttgaaaa
   740401 tccgttttgc ttttggattg caatttgagc gagtggaatc atagtagtat ttaattggct
   740461 aactatcggt ttagttgcat ctttaggtaa tttaattgta ttaatggcct tttcaacttc
   740521 acgtgtggca tctttcatat ttgctttgga tgtatacgcg atatcgatac gcgatagtcc
   740581 ctcgtgcgtg gaagaggtga tgttgtcaat gtgttctaag ttgcgaaatt gtttttcaag
   740641 gggatcggtt acttcttttg tcattgcttc agcgtcgagt cctggagata aagttgtgac
   740701 ggtgactgcg ggattatcga tgctaggtaa aaattccata ggtaatttag agccggaata
   740761 aacaccgagt atggaaatga gaaaaaccat gatgataaca gcggcgcggt tttttaatga
   740821 aaacttcgtt aacctatcca taaagtaatt cctccattgg tttatttata gttgagtacg
   740881 tcctttctta ctatataaca aaaaatggat atttttcatt aattaaatgt aaaaaaattc
   740941 taacattaat tttaatttga tgtttttatt gagatttcat tatttattcc gccattcgta
   741001 gggcgataag actctcatct gaaattgcgg ttggattcgt gctttccgta aaaattcgat
   741061 gggggagcga atctatttcc ttttttagtg tggatgcatt tgttttgtat agtatattag
   741121 ttgatagaga agtgaatggt tatggacttt aatatagaag agaatgagag aagataggaa
   741181 gggattatgg aatgtagttt ggtcaattag agtgtactga tatacaattt aaatagttgt
   741241 tttccctaga gcggggtgat gtgtatctat atagaagaaa ctagggtgaa tatttttttg
   741301 tgttttttta aaaaaacact tgttatttaa aaaccatgat ggtatattaa taaacgtcgc
   741361 tgatgcggaa acgcagaaaa cgacaaaaaa gaaattttaa aacttagttg acatcgaaaa
   741421 atgaagatgt taatatgatg aagtcgcttc tgagcggcgg acaagttctt tgaaaactga
   741481 acgaaacaaa caacgtgaaa cgtcaatttt tattttagat gctagacaaa ctaactttat
   741541 tggagagttt gatcctggct caggatgaac gctggcggcg tgcctaatac atgcaagtcg
   741601 agcgaatgga ttaagagctt gctcttatga agttagcggc ggacgggtga gtaacacgtg
   741661 ggtaacctgc ccataagact gggataactc cgggaaaccg gggctaatac cggataacat
   741721 tttgaaccgc atggttcgaa attgaaaggc ggcttcggct gtcacttatg gatggacccg
   741781 cgtcgcatta gctagttggt gaggtaacgg ctcaccaagg caacgatgcg tagccgacct
   741841 gagagggtga tcggccacac tgggactgag acacggccca gactcctacg ggaggcagca
   741901 gtagggaatc ttccgcaatg gacgaaagtc tgacggagca acgccgcgtg agtgatgaag
   741961 gctttcgggt cgtaaaactc tgttgttagg gaagaacaag tgctagttga ataagctggc
   742021 accttgacgg tacctaacca gaaagccacg gctaactacg tgccagcagc cgcggtaata
   742081 cgtaggtggc aagcgttatc cggaattatt gggcgtaaag cgcgcgcagg tggtttctta
   742141 agtctgatgt gaaagcccac ggctcaaccg tggagggtca ttggaaactg ggagacttga
   742201 gtgcagaaga ggaaagtgga attccatgtg tagcggtgaa atgcgtagag atatggagga
   742261 acaccagtgg cgaaggcgac tttctggtct gtaactgaca ctgaggcgcg aaagcgtggg
   742321 gagcaaacag gattagatac cctggtagtc cacgccgtaa acgatgagtg ctaagtgtta
   742381 gagggtttcc gccctttagt gctgaagtta acgcattaag cactccgcct ggggagtacg
   742441 gccgcaaggc tgaaactcaa aggaattgac gggggcccgc acaagcggtg gagcatgtgg
   742501 tttaattcga agcaacgcga agaaccttac caggtcttga catcctctga caaccctaga
   742561 gatagggctt ctccttcggg agtagagtga caggtggtgc atggttgtcg tcagctcgtg
   742621 tcgtgagatg ttgggttaag tcccgcaacg agcgcaaccc ttgatcttag ttgccatcat
   742681 ttagttgggc actctaaggt gactgccggt gacaaaccgg aggaaggtgg ggatgacgtc
   742741 aaatcatcat gccccttatg acctgggcta cacacgtgct acaatggacg gtacaaagag
   742801 ctgcaagacc gcgaggtgga gctaatctca taaaaccgtt ctcagttcgg attgtaggct
   742861 gcaactcgcc tacatgaagc tggaatcgct agtaatcgcg gatcagcatg ccgcggtgaa
   742921 tacgttcccg ggccttgtac acaccgcccg tcacaccacg agagtttgta acacccgaag
   742981 tcggtggggt aacctttttg gagccagccg cctaaggtgg gacagatgat tggggtgaag
   743041 tcgtaacaag gtagccgtat cggaaggtgc ggctggatca cctcctttct atggagaatt
   743101 gataagcgct gcttatcaat ataagtttcc gtgtttcgtt ttgttcagtt ttgagagaac
   743161 tatctctcat atataaatgt atgttctttg aaaactagat aacagtgtag ctcatatttt
   743221 ttaattttta gtttggttaa gttagaaagg gcgcacggtg gatgccttga cactaggagt
   743281 cgatgaagga cgggactaac gccgatatgc ttcggggagc tgtaagtaag ctttgatccg
   743341 aagatttccg aatggggaaa cccaccatac gtaatggtat ggtatcctta tctgaataca
   743401 tagggtaagg aagacagacc cagggaactg aaacatctaa gtacctggag gaagagaaag
   743461 caaatgcgat ttcctgagta gcggcgagcg aaacggaaca tagcccaaac caagaggctt
   743521 gcctcttggg gttgtaggac attctatacg gagttacaaa ggaacgaggt agacgaagcg
   743581 acctggaaag gtccgtcgta gagggtaaca accccgtagt cgaaacttcg ttctctcttg
   743641 aatgtatcct gagtacggcg gaacacgtga aattccgtcg gaatctggaa ggaccatctc
   743701 ccaaggctaa atactcccta gtgatcgata gtgaaccagt accgtgaggg aaaggtgaaa
   743761 agcaccccgg aaggggagtg aaagagatcc tgaaaccgtg tgcctacaaa tagtcagagc
   743821 ccgttaacgg gtgatggcgt gccttttgta gaatgaaccg gcgagttacg atcccgtgcg
   743881 aggttaagct gaagaggcgg agccgcagcg aaagcgagtc tgaatagggc gtttagtacg
   743941 tggtcgtaga cccgaaacca ggtgatctac ccatgtccag ggtgaagttc aggtaacact
   744001 gaatggaggc ccgaacccac gcacgttgaa aagtgcgggg atgaggtgtg ggtagcggag
   744061 aaattccaat cgaacctgga gatagctggt tctccccgaa atagctttag ggctagcctt
   744121 aagtgtaaga gtcttggagg tagagcactg attggactag gggtcctcat cggattaccg
   744181 aattcagtca aactccgaat gccaatgact tatccttagg agtcagactg cgagtgataa
   744241 gatccgtagt caaaagggaa acagcccaga ccgccagcta aggtcccaaa gtgtgtatta
   744301 agtggaaaag gatgtggagt tgcttagaca actaggatgt tggcttagaa gcagccacca
   744361 tttaaagagt gcgtaatagc tcactagtcg agtgactctg cgccgaaaat gtaccggggc
   744421 taaatacacc accgaagctg cggattgata ccaatggtat cagtggtagg ggagcgttct
   744481 aaggacagtg aagtcagacc ggaaggactg gtggagtgct tagaagtgag aatgccggta
   744541 tgagtagcga aagacgggtg agaatcccgt ccaccgaatg cctaaggttt cctgaggaag
   744601 gctcgtccgc tcagggttag tcaggaccta agccgaggcc gacaggcgta ggcgatggac
   744661 aacaggttga tattcctgta ccacctcttt atcgtttgag caatggaggg acgcagaagg
   744721 atagaagaag cgtgcgattg gttgtgcacg tccaagcagt taggctgata agtaggcaaa
   744781 tccgcttatc gtgaaggctg agctgtgatg gggaagctcc ttatggagcg aagtctttga
   744841 ttccccgctg ccaagaaaag cttctagcga gataaaaggt gcctgtaccg caaaccgaca
   744901 caggtaggcg aggagagaat cctaaggtgt gcgagagaac tctggttaag gaactcggca
   744961 aaatgacccc gtaacttcgg gagaaggggt gctttcttaa cggaaagccg cagtgaatag
   745021 gcccaagcga ctgtttagca aaaacacagc tctctgcgaa gccgtaaggc gaagtatagg
   745081 gggtgacacc tgcccggtgc tggaaggtta aggagagggg ttagcgtaag cgaagctctg
   745141 aactgaagcc ccagtaaacg gcggccgtaa ctataacggt cctaaggtag cgaaattcct
   745201 tgtcgggtaa gttccgaccc gcacgaaagg tgtaacgatt tgggcactgt ctcaaccaga
   745261 gactcggtga aattatagta cctgtgaaga tgcagggtac ccgcgacagg acggaaagac
   745321 cccgtggagc tttactgtag cctgatattg aattttggta cagtttgtac aggataggcg
   745381 ggagcctttg aaaccggagc gctagcttcg gtggaggcgc tggtgggata ccgccctgac
   745441 tgtattgaaa ttctaaccta cgggtcttat cgacccggga gacagtgtca ggtgggcagt
   745501 ttgactgggg cggtcgcctc ctaaagtgta acggaggcgc ccaaaggttc cctcagaatg
   745561 gttggaaatc attcgtagag tgcaaaggca taagggagct tgactgcgag acctacaagt
   745621 cgagcaggga cgaaagtcgg gcttagtgat ccggtggttc cgcatggaag ggccatcgct
   745681 caacggataa aagctacccc ggggataaca ggcttatctc ccccaagagt ccacatcgac
   745741 ggggaggttt ggcacctcga tgtcggctca tcgcatcctg gggctgtagt cggtcccaag
   745801 ggttgggctg ttcgcccatt aaagcggtac gcgagctggg ttcagaacgt cgtgagacag
   745861 ttcggtccct atccgtcgtg ggcgtaggaa atttgagagg agctgtcctt agtacgagag
   745921 gaccgggatg gacgcaccgc tggtgtacca gttgttctgc caagggcata gctgggtagc
   745981 tatgtgcgga agggataagt gctgaaagca tctaagcatg aagcccccct caagatgaga
   746041 tttcccatag cgtaagctag taagatccct gaaagatgat caggttgata ggttcgaggt
   746101 ggaagcatgg tgacatgtgg agctgacgaa tactaataga tcgaggactt aaccatataa
   746161 tatgaagcaa tgttatctag ttttgaaaga atataaaaaa cttgttgact ttcaaagtta
   746221 aataagttaa aatgattctt gtcttaaatg aatacagtct ggtaatgatg gcagagaggc
   746281 cacacccgtt cccataccga acacggaagt taagctctct agcgccgatg gtagttggga
   746341 ccttgtccct gtgagagtag gacgttgcca ggcaaaatgg aggattagct cagctgggag
   746401 agcacctgcc ttacaagcag ggggtcggcg gttcgatccc gtcatcctcc accattctta
   746461 attaatgggc tatagccaag cggtaaggca acggactttg actccgtcat gcgctggttc
   746521 gaatccagct agcccagcca ttaagagcca ttagctcagt tggtagagca tctgactttt
   746581 aatcagaggg tcgaaggttc gagtccttca tggctcacca ttttaacaaa atatgcgggt
   746641 gtggcggaat tggcagacgc actagactta ggatctagcg cctttggcgt gggggttcga
   746701 ctcccttcac ccgcactttt aataaaataa ctcatacatg tcttgcggaa gtagttcagt
   746761 ggtagaatac aaccttgcca aggttggggt cgcgggttcg aatcccgtct tccgctccaa
   746821 ttttcaatat gacatgccgg ggtggcggaa caggcagacg cacaggactt aaaatcctgc
   746881 ggtgggtgac caccgtgcgg gttcgacccc cgccctcggc accatatgcg cccgtagctc
   746941 aattggatag agcgtttgac tacggatcaa gaggttaggg gttcgactcc tctcgggcgc
   747001 gcttttatta acgggaagtg gctcagcttg gtagagcacc tggtttggga ccagggggtc
   747061 gcaggttcaa atcctgtctt cccgatatta ccaaaaaaca tggggcctta gctcagctgg
   747121 gagagcgcct gccttgcacg caggaggtca gcggttcgat cccgctaggc tccactttat
   747181 ttattatatg tctcggaggt atacccaagt tcggctgaag ggatcggtct tgaaaaccga
   747241 caggcggtga gaatcgcgcg ggggttcgaa tccctctacc tcctccattt tctttttaag
   747301 tggtttagac ataaataata aaatatttct ttttccttca tggaggtata cccaagctcg
   747361 gctgaaggga tcggtcttga aaaccgacag gcggcgagag tcgcgcgagg gttcgaatcc
   747421 ctctacctcc tccatttttt aaattttata ttgtcgcggg gtggagcagc acggtagctc
   747481 gtcgggctca taacccgaag gtcgcaggtt caaatcctgt ccccgcaacc aaaatggtcc
   747541 cgtggtgtag tggttaacat gcctgcctgt cacgcaggag atcgccggtt cgaccccggt
   747601 cgggaccgcc atttatgttg gctcggtagc tcagtcggta gagcagagga ctgaaaatcc
   747661 tcgtgtcggc ggttcgattc cgtcccgagc caccattttt ttatgccggc ttagctcaat
   747721 tggtagagca actgacttgt aatcagtagg ttgggggttc aagtcctcta gccggcatcc
   747781 tttaggggca tagtttaaag gtagaactga ggtctccaaa acctccagtg tgggttcgat
   747841 tcctactgcc cctgtaaagt atatgggcct atagctcagc tggttagagc gcacgcctga
   747901 taagcgtgag gtcgatggtt cgagtccatt tagacccacc atatattatt ccgcagtagc
   747961 tcagtggtag agctatcggc tgttaaccga tcggtcgtag gttcgagtcc tacctgcgga
   748021 gccatggccc gttggtcaag tggttaagac accgcccttt cacggcggta acacgggttc
   748081 gaatcccgta cgggtcataa aaaaaagagt cagcaatgtg ctgactcttt tttattgtgc
   748141 gtgaatcctc ctttatcaac tgattttctt gaaataaata aataaataaa gggatttagg
   748201 aaaagctatg gtatgtataa aaaggaggag acaaaatgac acgagtgaga gacgttatga
   748261 gtactcatat tgtacagtgt acaccgctag ataatgtata tgaggctgct gtaaagatga
   748321 aagaagaatc aattggattg attccggttg ttgaaaatga gcaagttgtt gggcttgtta
   748381 cggaccgaga tttagttgtt cgaggaattg ctgagaaaca tcctggatct aataaaatta
   748441 caaatgtaat gacaacaaac attatttcag ttgctccaga tgattctctt gaaaaagcta
   748501 cagagttaat ggcccagcat caaattagac gattaccagt cgttgagagt gatcaacttg
   748561 ttgggatgtt agcgctaggt gatttagcta taagagaatc agcagatgat caagctggat
   748621 ttgctttaag tgaaatctcg gagcatacgg aataaagcaa gactttaatt agtgggataa
   748681 gttacgtata aaaatcagat gcattatact agtatataga attaagctaa tatgttagca
   748741 tgatgtatct gagacattat ataataagta tacagttagt aatttcgaca gtttatttaa
   748801 atttgtcatt cctaatttta aataagagaa aaaatgatat actgatagat ataagtatta
   748861 tgttagattt cgaatataac aatatttatt attaatgatg taatgatgga ttaatatctc
   748921 ctatgtagac aaaagggaag gggaattata tgaaggctgt acagcgcgat ccaaattgga
   748981 atttggttac agatacatat atagagccaa ataatttcgc tgaattattt tctttgcttg
   749041 taccttgtca cccaaaaggt gaagggaaag aacgaactat attagtgtgg aaagaaaaag
   749101 aattttataa agaagaaaat ttagcggcat ttatcgtata tggaatgaat aaagcaaaga
   749161 atttaccgca gtttcataaa gatgaaattc caactttagt acgtattctt cgcttatgcc
   749221 aagagattgg ttggtatgaa gaagcaaata cttttatggt aaatcaagga ctagctgagt
   749281 ttgttcacac ttcattggaa tatgaaacgt gggatctttt gacgcaggcg gttgctttaa
   749341 actatttaat tattaaatat cgtattggtg aattaactga tggggatgta gaaatttggg
   749401 atagagttaa atttaatgag aaatgtataa cagactgtaa gcatttatta tcccataaag
   749461 aagtattaga atttacattc ttttatatgt gtaagagagc taagtcacta tcaaaagagc
   749521 aattaaatag tgacatgatg agtctagcga tgtattgtaa cacttttgtg tatgacttat
   749581 atacatatga tttattacgg aagtatcgta agtgtacaga ttttctatca tattatggac
   749641 ctagtcaagc ggtgttagct tgccaaagag ctgtactttc tcaaatttca gatcgattag
   749701 acccactcaa gactactcat gtagatgatt atttatatgt aatgaaagat atgatggagc
   749761 atatgacgat aggaataatg gatcgatatg atcattttat cggaaagtta ttatcatatg
   749821 tgccattttt cgaaatgatc caagttccac aacatgcata ttattgtgaa gaattattgt
   749881 atatttgtaa gggcattgca tataaagaag aaatattacg caattattta tttatacaat
   749941 tacatgattg tttaccatca ttctttaaac tatttcttaa aaataagcgt tatgcaacga
   750001 ttcatgatat tctattttat tggtgcgatg atgaacagag aatgagctta gagagaaaat
   750061 ataatcttag ctttatttat gaaaaatatg cttgtgggta aagagcattt tctatataaa
   750121 taaaaaagga tctcacataa acgtgagatc ctttttttgt tagtaaagca aggagaatgt
   750181 gattaagacg agaaataaca ttccataaag gagagattgt gccgtatagc ttccttgtat
   750241 accaaaaaaa gtatttattt ttttatataa attcaatata tattttagcg gattatcttt
   750301 gaaagattgg tacacagtgt ctcctctttc taagcttctt gttcgtgttt tttgttatta
   750361 gggacatgaa tgtacctagc tatgaataat aaaatagcca taaagaatac gggaaatacg
   750421 gtagttaaat aaaaaccatt actaataata tttgttatta gcgcacttaa tagaaagatt
   750481 gcattataaa tatgggcaat tttttgtttt agttgaactt gaaaggcttc catcataatt
   750541 tctaaagcaa caaaagcaat gataatagat aaaaataaag tatttgtatt gtaaatgatt
   750601 aaacaacaga ttaagcctaa aaaggctaag tattcaatta agagaggtat attgcgtggc
   750661 atacaattta cctaactaaa tatggcagtg ggtttactgc atttgtcttt tcaaaattcc
   750721 attctccatt gtgcaattca aaatgaagat gttgcccgta tgaatgacct gtgtttccca
   750781 tatgacctac taattgtcca gcttgtactt gatcaccagc ttgtacagtg cgatctttca
   750841 tgtgagcata gactgttgta tataatttcc cgtttatttg atgggcgatg aacacaacat
   750901 tgccatagct agctgaataa tatgatttca cgactttacc tgcagccgct gcctggatag
   750961 agacattacc ctgagctgcg atatctatac cataatgcat ttgttcccag cgcatatcaa
   751021 aggttgagct aattcttcct tgagtaggga atttgaaaac tgctggaatg gaagtaggtt
   751081 gagctgtttg agtttgtgat tgcgtttgat tttgcaccac ataatgcttt gccacatatc
   751141 cgtatcctgt gccaaaacga attttatacc aagttcctac agtttccact acttgtaatt
   751201 gtgtaccatt ttgtaatgaa ccaagtagtg cgctacttgt actagcgttg ctacgtacgt
   751261 taagtttagg tgttgcaact gtgtatttcg tattattttg tactgtgatg ccttttacta
   751321 aaggctgtga atcattggat acgaatgctt tttgtacgta acctgctttg ccattatgta
   751381 aaattttata ccactcgcct tgttcttctt gaatggtaac gaatttccca tttggtaata
   751441 catctaaaat tgaagattct aaattaggtt cagaacgaac gtttaatgca ttggcattga
   751501 cgatatattg attattagat tgaagtttgt tttttagtag gatagaatct ttttgtacgt
   751561 aacctacttt attattaaca gatactttat accagccatt agttgtttca agtatattca
   751621 ctttcgtatt aaagcgaatt gtatcaattg atgagctatt tgcgttatct tttgtatgta
   751681 aggctacttg atggactttg acatatccag ttttcacatt agataattgt tcagcgttgg
   751741 ctgtttgtac atttgtttct cccatagaag gaagtaaaga agcaattgcg acagtagttg
   751801 ctgttaaagc agtagctttc atattcatat aatagagacc tcctctagtt gtatagttgt
   751861 aattttatta tagtataaag atataatata gtgggtgtat tcacataaat gtaatatgaa
   751921 atcaatataa aaataaattt tttgaggata atgattcctt tttatccaat ttattaggat
   751981 aataatttct aagatagaat ataagtatta tatggtttag tgattttgtt gacaattgag
   752041 aaaattaaaa cagttgatga tgtcttatta cggtgttata ctgacagtga taattttata
   752101 gtttgctagg agagctggtg ttgccagctg agagtaagac cttaagtctt tgatcctttt
   752161 tattacctga tctagattat gctagcgtag ggaagcaatt cggacactaa taatgagtcc
   752221 ccgtttcttt gcgtatagaa acggggcttt tttatttgaa aatttcatat tgaaaccact
   752281 aggggtgctt gttgtgctga gagaggaata atccttaacc cttataacac ctgatctagg
   752341 taatactagc gaagggaagt ggaacaacga ataaattata attttatttg ctgtaaccac
   752401 ttcttatata aagaagtggt tttttattta tatacacata ccggaagggg atagagaaat
   752461 gaaattttgc gatagattat tagaaactgt acaaccagtt tgggagatga gtcataatca
   752521 tccgtttgta gtaggtatgg gggatggtac gttagaaaaa gataagtttc agtattatat
   752581 tattcaagat tatttatatc tgctagatta tgcaaagcta tatgctattg gcgttgtaaa
   752641 ggcaacgaat ccacaagtaa tggggaaatt tgctgaacaa attgatggaa tattaaatgg
   752701 agaaatgaca atccataaac agtatgcaaa aagacttgga atttctatag aggagataga
   752761 gtctgcaaag ccatctgcta aaaatttagc ttatacaaat tacatgatgt ctgtatctca
   752821 aaatggcaca cttgcagaat taatagcagc acttcttccg tgtatgtgga gctactggga
   752881 aattggaaag cgtttaaatg atattcctgg agcaagggat catgaatttt ttggtgagtg
   752941 gattcaagga tatagttctg aagagtacgg caacctctgt atttggttaa tcgatttatt
   753001 aaatgaaatg gcagttggaa agtctgaaaa agagctagac cgattagagg agattttcct
   753061 atattccagt cgatttgaat atttattctg ggatatgtcc tatcgtaagg agatgtgggg
   753121 atttgaggag caagaacata ctacagtttc ataatgtttc ttttcattat gatgagaagc
   753181 caatcatcaa tgaattaaat gcttctatac aagataaaga gtttgtaagt attatcggac
   753241 cgagtggttg cggaaaaagt actttatttc gccttattac aggtttggaa gaagcaagta
   753301 cgggacagat agagctgaca gaaacaaaga gccaccctgt agggtatatg ccccaaaaag
   753361 atatgctctt gccgtggaga acgattattg agaatgctgc cttgccgcta gagtgccaag
   753421 gtgtacagaa gaaagaagca caaataaagg caaaggaact gttacagaaa tttggtttac
   753481 aagggtatga gacaaaatat ccgaaagatt tatctggtgg tatgagacaa cgcgtatctt
   753541 ttattcgaac tttattaaca ggtggagaga tattgctctt agatgaaccg tttagcgcat
   753601 tggatgcttt aacgaaggca tctttgcagg aatggctgtt tgaacaatgg aaagagtggg
   753661 aaaaaacaat tttatttatc actcatgatg tggaagaagc attgtttctt tctaatcgaa
   753721 ttttcgttgt agaaaatcaa ccgataacta ctttaaccga gaggattgta ccgcttgatc
   753781 gtaatcgaac aagaaaagat ttatataagc ctgaagtgtt agcgcttaaa gatgagctac
   753841 ttagtatgtt acaaaggcag gtacttgtat aatgagccgt ttgaaagaat taattcctgc
   753901 ccttacgctt tctagtattt tacttactat gtgggaagta ggagcaagaa ttgtagatga
   753961 aatgtacatt ttaccgtcac catctgcaat tgtaatgaaa atatggaaac taaaagatat
   754021 attatttacg gttcatttgc cggcaacatt atatgtcgtt ttaataggtg ttgttatttc
   754081 tgttgtatta ggtgtagggc tagcgatgtt aatgaatgcg agttcatgga tggagagagc
   754141 attttatcca ttattagttg cttcacaaac gattcctatt acagcgctcg ctccgctttt
   754201 cgttttatgg tttggatata cgatttggag taaggtcgtt gttacagttt taattacgtt
   754261 tttcccaatt gcggtcaata cgtatgacgg gctacgcagt acgaaaaaag aatgggaaga
   754321 gcttttagtt acgtacgggg caacgaaaaa agatgttttt cttaaattaa aattgccgtc
   754381 tgctcttcct tattttttct cagctttaaa aattgcagtt ccgcttagtg taattggggc
   754441 agcaattggt gaatggctcg gagcacaagc ggggctagga tatttcagta agagaatgat
   754501 gacacagtta gacggagcag gtgtatttgc acccattgta ttgttatcat tattagctat
   754561 tttcttcgtc atccttattt cggtattaga aaagaaattc attagttgga ggaagcattc
   754621 atgaaatttt taaaacgcat ctttgtgttt acattattag ttgcaatgat tgctggatgt
   754681 tctagtaatt cagcatcaga taagagtaaa aaagaaaaag aaataacggt catgctggat
   754741 tggtacccaa atgcggtaca tagctttatt tatgcagcaa ttgaaaaagg ttactttaaa
   754801 gaagaaggag taaaggtgaa tattaaattc ccttccaatc cgactgatcc attaacgtta
   754861 gcagctgcag gaaaagtaac ggttggctta tattatcagc cagatgttgt tatggcaaaa
   754921 gcaaacgaac aaattccggt gaaatcaatt ggagctgtcg tacgttcccc attaaatcat
   754981 gttgtatcgc tgaagtctgc aggcattcaa tcgccaaaag atttagaggg gaaaacagtt
   755041 ggatattttg gaacaccttt aagtgagatg tatttaaaaa cgatggtaaa agaagctggc
   755101 ggtaatccag atacagtgaa agtagtcgat gttggctttg atttagtacc agcattaatt
   755161 acgaaaaaag tggatgcggt aacaggggca tacattaacc atgaagtacc tgttatgcgt
   755221 catgaaggtc atgaaccagc atactttaat ccagcagatt atggtgtacc gaattatcat
   755281 gagcttgtat ttgtaacggg tgataaaacg ttgaaaaaag ataaagaagc gttgcaagct
   755341 ttcttacgtg gtgcgaaaaa aggttatgat ttcatgaaga aaaatccaga tgaagcatta
   755401 aatattttat taaatcatca agaaaaagaa aacttcccac ttgtaccaga agttgaaaaa
   755461 gaaagcatga aaattttatt agagaagatg gaaacgaaag atgagccatt cttatcagat
   755521 tcaaaagagt catgggagaa acaaaataaa tggttgaaag acaaaggaat gacgaaagaa
   755581 atcgttccag ccaatgagct attcgaaaac attttaaagt aggcgaatga atatgaaaaa
   755641 tgagcttcat gtaatctcaa atggtcacat gtcattcgaa gagttagtga gtgtagcgat
   755701 gcaaattgag agtgagattg attatttgca tattcgtgag cgtgagaaaa gtacgaagga
   755761 attgtatgaa ggtgtggaaa gtcttttgaa aaaaggcttt ccagcatcaa agcttgttat
   755821 caatgatcga attgatattg ctattttatt aaatatcccg cgtgtacagc tagggtaccg
   755881 aagcacagat gtaaggtcag tgaaagaaaa gttttcttat ttgcatgtcg gttattccgt
   755941 acattcttta gaagaggcga tagaggcttt taagaacggg gctgattcgc tcgtttatgg
   756001 tcatgtattc ccgacagagt gtaaaaaagg tgtgccagcg agagggttag aggaaatttc
   756061 ggacattgca aggagcttat cgataccaat tatagctatt ggagggatta ctcctgaaaa
   756121 cacaaaggat attttggcaa gtgaagtaag tggtattgct gttatgtctg gaattgtaag
   756181 tagtagtaac ccgtatagca aagcgaaatc ttataaggaa tcaataagaa agtgggcgga
   756241 aaaacatgtg taagaagtat gatgtagcga taattggcgg tggtgtaatt ggtagttcag
   756301 ttgcacattt tctagcagaa agaggccata aagtagcgat tgtagagaag caacagattg
   756361 catctgaagc ctcgaaagca gccgctggtt tacttggggt gcaggcagaa tgggatgaat
   756421 atgacccgct atttgacctt gctagagaaa gccgtgctat atttccacaa cttgcagaag
   756481 ttttacgtga aaaaacaggc attgatattg ggtatgaaga gaaaggaatt tatcgcattg
   756541 ctcaaaatga agatgagaag gaaagaattc ttcacattat ggattggcaa cagaaaacag
   756601 gtgaagattc ttactttcta acaggagatc gtttacgaga gcaagagccg tatctatctg
   756661 agtcaattat aggtgctgta tattatccaa aagatggcca tgttattgcg ccagagctta
   756721 cgaaagcatt cgcgcattct gcggcaattt ccggtgcaga tatatatgag caaacagaag
   756781 tgtttgatat tcgtattgaa aataagaaag tgattgggat tgttacaagt gaaggtatga
   756841 tctcgtgcga gaaagttgtt attgccggtg gttcatggag cacgaagtta ctaggttatt
   756901 ttcaccgcga atggggtaca tatccagtta aaggagaagt agtagcagta aaaagtagaa
   756961 aacaactttt aaaagcacct atttttcaag aaagatttta cattgcccca aaacgcggcg
   757021 gacgttacgt aattggagca acgatgaagc cacatacgtt caataaaact gtgcaaccag
   757081 aaagtattac ttctatatta gagcgtgctt atacaatatt accagcttta aaagaagcag
   757141 aatgggaaag tacgtgggca gggctaagac cacaatcgaa tcatgaagct ccttatatgg
   757201 gagagcatga agaaataaaa ggtttatatg cttgcacggg ccattatcga aacggtattt
   757261 tattaagtcc tgtttctggt caatatatgg ctgatttaat agaaggaaag caagagaatc
   757321 acttgctaga ttcattgctt tctaaaacgg tttagaaagg ggatggaagt ttgaatttga
   757381 aaattaatgg taatcaaatt gaagtgccag agagtgtaaa aacagtagcc gagctactta
   757441 cacatttaga gttagataac agaattgttg tagtagagcg taataaagat attttacaaa
   757501 aagatgatca tacagataca tctgtttttg atggagacca aattgagatt gtaactttcg
   757561 taggaggcgg ttgattatgt taaacattgg accattttca tttcattcta gacttttatt
   757621 aggaacagga aaattccctg attttgatgt acagcaaaag gcaattgatg tatctgaggc
   757681 tgaggttcta accttcgcag tacgtcgtat ggatatattt gatgcaaagc agcctaattt
   757741 attagagaaa cttgatgtaa aaaaatataa gttattaccg aatacagctg gagcaaaaaa
   757801 tgctgaagaa gctgttcgta ttgcaaaatt agcaaaagct tcagggcttt gcgacatgat
   757861 taaagtagaa gttataggtg atgatagaac gttattacct gatccggtag aaacattgag
   757921 agcatctgaa atgttattag aggaaggatt tatcgtactt ccatatacat ctgatgatgt
   757981 tgtattagca cgtaaattac aagaactagg tgtgcatgca attatgccag gagcatcacc
   758041 aatcggttca gggcttggta ttgtaaatcc attaaattta agttttatta ttgaacaagc
   758101 gacagtgcca gttatcgttg acgctggtat cggtagccca gctgatgcgg catttgcaat
   758161 ggaattagga gcggatggtg tgttattaaa tacggctgtg tcaggagcaa aagatcctat
   758221 taagatggca caagcaatga aattaagtat tgaggcagga cgtttaggct ttgaagcagg
   758281 tcgtattgca cgtaaacgtt gtgcaacagc aagtagtcct ttagaaggaa tgagcgtagt
   758341 tgaataatcg atattctcgc caagaattat tttctccgat tggggaggaa ggccagcaaa
   758401 agataagaaa aaagcatgta ctcattatcg gtgcaggcgc actaggtagt gcaaatgcag
   758461 aaatgtttgt aagagcaggt gttggcacag taacgattgt tgatcgtgat tatgtcgatt
   758521 ggagtaattt acaaaggcag caattgtatg tagagagtga tgtggaaaat aatcttccga
   758581 aggctgtagc agcaaagaag cgtctagaag agattaatag tgaagtaaga gtaaaagcgc
   758641 tcgttcaaga tgtaacagct gaggaattag aagagcttgt tacaaacgtt aatgtaatga
   758701 ttgatgcaac tgataatttc gaaacgcgtt tcattgtgaa tgatatagca caaaaatatt
   758761 ctattccatg gatttacgga gcatgtgtag ggagttacgg cctttcttac acaatccttc
   758821 ctagtaaaac gccatgttta tcttgtttat tacaatcgat tccgcttggc ggggcgacat
   758881 gtgatacagc ggggattata tcgcctgctg tatctctcgt cgtttctcat caagtaacgg
   758941 aagctcttaa actattagtg gaagattacg aatcacttcg agatggactt gtatcgtttg
   759001 atgtatggaa gaatgaatat tcatgtatga atgtgcaaaa gcttcgtaaa cataattgcc
   759061 cttcgtgcgg agagaatgca ttatatcctt atttaaacaa agaaaataca tcgaaaacag
   759121 cagttttatg cgggagaaat acagttcaaa ttagaccacc ttataaagag gaaatggatt
   759181 ttgaacgata caaagagctg ctgaatgatc gtgtaaatga tttaaatgta aatccatatt
   759241 tattatcatt ttctgtggaa gaaaagagat tagttgcttt taaagatggt cgcgtacttg
   759301 tacatggaac gaaagatata agtgaagcaa aaacagttta tcatcgttat tttggataga
   759361 aaaggatgag tgggatgaaa gtaaataaag ctttaacaat tgcaggatct gatagcggtg
   759421 gcggtgccgg cattcaagca gatttaaaaa catttcaaga gcttggcgtg tatgggatga
   759481 cggctattac ggcaattact gctcaaaata cgcttggcgt tcaaggggta tatccagttt
   759541 cgttagaagg tattacggaa cagttgaatt caattggtac ggatttaaca ccagatgctg
   759601 taaaaatagg tatgttattt agcagcgaaa ttattcaaat tgtagcagaa tatattaata
   759661 aatttggctg gaataatatt gtactagacc ctgttatgat tgctaagggc ggagcatcat
   759721 tattacaaca agaagcagta caagcattaa aagaatattt attaccggta gcaactgtta
   759781 tcacaccgaa tgttccagaa gcagaagtgt taacggggct ggaaattcat aacattgaag
   759841 atagtaaaga agctgcaaaa gtactgcatg aattaggtgc gaaatatgta cttatgaagg
   759901 gcggacatgc agaatatcaa ggtaatgaag taattgattt actctttgat ggagaaaagt
   759961 ttattgaatt tagaagtgag cgaattcctt caaagcaaac acacggaagc ggctgtacat
   760021 ttgcttcagc agttacagca gggcttgcga aaggctactc gatggaagag gcagttcaag
   760081 aggcaaaacg atttattagt atagcaattg aagagccgtt gcatattgga agtggtcatg
   760141 gaccgacgaa tcattttgca tacaaaatga ataaagcaca agtgtaaaga aaagaaagtc
   760201 agttttataa ctggcttttt tctgtttact ttttccaaat acaggagtaa tatatcagcc
   760261 agaatatatt ttttgtaata cgctgagtcc aattatatgg agcggaggaa ccaatttgtg
   760321 cagtgtcact cggggtgaat ctttcaattt tgaaagtagg gctactctca aagcccgaat
   760381 ccgacagcta acttcgtaag cgtcttgaga gaggacggtg ccatgatgga tacatcactt
   760441 catcgatctg attagtatag gggaatatca atctacgttt gagttctttt atgctaagga
   760501 ggatgaggta catggaacta acacttattt gtgttggaga agaaagcaag gtaaatagtt
   760561 taatagattt agtagcatat taacatgagt taattatttt cacagcaaat gaagagatag
   760621 cggccgaagt gaggaattgt ggatttgatt ggacgtatag ttgtagtaag gagcaagatt
   760681 ttactagtat ttgtgagtgt attaagaagg taattttact aggggatgag cttccaatcg
   760741 ttagcttctt cacagaacac attcgctttt cttttcaagc acctattact gttgttacaa
   760801 ggaataaacg atatcccgcg aggctctatg aaacaattgg agctgcattt gtcgtgttta
   760861 cgaattgtga taatatatct tttttatttt ttgaataggg tgggtgaaaa ggagatgaag
   760921 gtgttgttac taggagatat agcgaatcgt tgggcggtat cgatagagcg agttcaagaa
   760981 ttggtgatgc tcgaccccat ttttccaaag ccctatatca tactgccatc aaaagacgct
   761041 ttatatttaa aaacagatgt tatcgaatat gagcaactac atgcagaatt gtcacaagtt
   761101 tatattcgcg ggagaaattt acgtactttt ttacgaggag aataaatagt gaataaaaaa
   761161 agagcgaatg ctaagtgcaa caagcgatgc acttcatgtc attcgctctt tttatttcgt
   761221 atttaaaaga tcatttctat gaaaaagcaa gaaaagacga gaaaatagat ggaataatat
   761281 taataatact taatgtaagc gtttaaatag atggatattt tcttattttc agtaatttag
   761341 ctctttacaa gtgaaatata gaggagtata tttactctca taaatcattc ataaaatttc
   761401 caaaaaaacc taaaatcgct gagttccaga aatggagcgg gggaaccaat tttgtgcatc
   761461 gtcacttggg gtgaatcttt cagttttgaa agtagggcta ctctttaggc ccgaatccga
   761521 cagctaacct cgtaagcgtt tagagaggag gtttactttt tgttgttcat tttttgaaca
   761581 ctgagtagag ctcagtgttc ttttttaata tttttatggt aaattttaac aattagaaat
   761641 gagggatagc tatgttagat gttgtaatga tcgggatttt tgttgtgtta gttgcatcaa
   761701 tggtaagtct tgcaagttgg tcagataaag ttgtgaaaga agggaagcaa tcatgacgat
   761761 tgctttatcg attattgttg cagcaattac ggtgtactta gtttatgcat tattaaatcc
   761821 ggaaaagttt taattaggag gagtcattca ttatgatttg ggttgcagtc gttattacaa
   761881 tgttattgtt tattcttgtg gcaaagccaa cgggaattta tttagagaaa gcttttcaag
   761941 gtagtaaaaa gctagataaa gtattcgggc cttttgaaaa acttattttt aaaattacag
   762001 gtgtaaaaga atacaatcaa acgtggaaac agtacgcatt atcattagtt ttattaaacg
   762061 gatttatgat tgttgtcgta tatttcattt tcagactaca aggagtattg ccattaaatc
   762121 cagcacacat tgaaggaatg gagcctacgc tcgcttttaa tacagcaatt agttttatgg
   762181 ctgatacaaa cttacagcat tatagcggtg aaaatggttt atcttattta tcacaattaa
   762241 tcggaattac attcttaatg tttgcagcac cggcaacgac gttagcactt gtaatggcgt
   762301 ttataagggg acttgctgga aaagaacttg gcaacttttt cattgatttt acgagagcat
   762361 taacgagagt gtttcttcct atcgcattta tggcggcact agtctttgtc gcacttggtg
   762421 taccacaaac gttagacggg gcagttacgg cgcaaacgat tgatggcgcg aagcaaagta
   762481 ttttacgcgg gccagttgca tcattcgttg ccattaagga acttggaaat aacggcggtg
   762541 gatttttcgg agctaattct acacatcctt ttgaaaatcc agggcaaatg agtaatattt
   762601 tgcaaatgat gcttatgatg ttattgccaa cagcacttcc atttacgtac ggaagaatgg
   762661 taggaaataa aaaacaaggt cgcatccttt tcgtttcact attcatggtg tttttactag
   762721 gatttataac gattacgaca tctgaactaa acgggaatcc ggcattaaat gcaatgggta
   762781 ttgaacatgt acaaggaagt acagaaggaa aagaagtaag gttcggaacc gtattttctt
   762841 cactatacgc aacagtaacg acagctgctg aaaccggagc cgtgaatacg atgcatgata
   762901 cgttaacacc aattggcggt ctagtcccgc tcgtgaatat gatgttaaat acagtatacg
   762961 gcggcgttgg agcaggcttt gtgaacatta ttatgtatgc gattatcgca gtctttatat
   763021 ctggattaat ggtcggacgg acaccagagt ttttaggtaa gaaaattgaa ggtaaggaaa
   763081 tgaaattaat tgcggtaacg atactatttc atccattgct cattttagga ttttcggcat
   763141 tagctctttc aacaagttta gggacggatg ctatttctca ttccggtttc cacggtttaa
   763201 cgcaagttgt atatgaatat acatcgtcag ctgcgaataa cggatctgga tttgaaggat
   763261 taggagataa tacaccgttt tggaatatta cgactggttt agttatgttt ttaggacgct
   763321 acttcagttt aattacgatg ctagctgtgg cagcttcgct aaaagagaaa acggttgtac
   763381 cagaaacagt tggaacgttc cggacagata atggtttatt tggaggcatc tttattggga
   763441 cgattgtaat tgttggtgcg ttaacattct tcccaatgtt agtactcgga ccaattgcag
   763501 aatttcttac attgaagtaa tggagggtaa atgatgagac cggtagtagt aaaagaaaaa
   763561 agagtaaatg agtcacacat acatgcggta gaagatgagg ttagacaagc gaaaacgatg
   763621 gatcgtgata tcgtgaaaca tgcgatgaaa caatccgttg cgaaattgaa tccgaaagtt
   763681 atgataaaga atccgattat gttcgttgta gaaattgggt ttgtcattac gttcatttta
   763741 tcgtttcttc caagtcattc tagtagtata ccaggatggt ttaatataac tgtttctctc
   763801 attctattat ttacagtttt atttgcgaac tttgcagaag cattagcaga aggtcgtggt
   763861 aaagcgcaag ctgattcttt aaagcagtcg aagaaagatg tgtttgcaaa tgttgtaaaa
   763921 gaaaatggag aaattgttca agtttcagca actgacctta gaaaagatga cgttgttatt
   763981 gtaaagcaag gtgagatgat tccaagtgat ggtgaagtca ttaaaggatt agcgtctgtt
   764041 gatgaatctg cgattacagg ggaatcagca cctgtaataa aagaagcggg cggtgatttt
   764101 tgttccgtaa caggcggtac gatggttgta agtgatgaga ttacgattgt cattacgagt
   764161 aatcctggta aatcctttat tgataaaatg atttcgttag tagaaggagc tgctcgtcaa
   764221 aaaacaccga atgagattgc tttaaataca gtattaacga gcttaactct tattttctta
   764281 atcgttgttg tgacgctgcc gatttttaca aattatttag gatttcaaat tgatacagct
   764341 gtacttgtcg cgttgttagt ttgtttaatt ccgacgacaa ttggtgggtt attatcggca
   764401 attggtattg ccgggatgga ccgcgtgaca aagtttaatg tgttagcgat gtcgggtaaa
   764461 gcagtggaag ctgcgggtga tattaataca attattttag ataaaacggg tacgattact
   764521 ttcgggaacc gaatggctca tacattatta cctgtaggaa atgaaacgat tgagcaagtt
   764581 ggaaagtggg ccgctattag ttctgtttta gatgaaacac cagaaggtcg atctgtaatt
   764641 gagtatgtgc aggcgaaatc tatatcatat aatagagaac ttgcggaaca aggcgagttc
   764701 attccattta aagcagaaac gagaatgagt ggtgttgatt tacaggacgg aatgaaagtg
   764761 agaaaaggtg ctgtaggtag cgtgattgaa tgggttaggt cacaaggtgg aacaattccg
   764821 aaagatgtaa atcaaaaagc agatttcatt tcaaaagagg gcggaacacc acttgtagtt
   764881 gcagtagata atcgtattta cggtttaatc tatttaaaag atacagtaaa acctggtatg
   764941 cgtgaacgtt ttgaacagtt gcgtcaaatg gggattaaaa cggttatgtg tacaggggat
   765001 aaccctttaa cagcagcgac cattgcaaaa gaagctggag tagatgaatt tgttgctgag
   765061 tgtaaaccag aagataaaat tgcggttatt aaagcagagc aagataaagg gaaacttgta
   765121 gcgatgacag gtgatggtac aaatgatgca ccggcattag cgcaagctga cgttggatta
   765181 gcaatgaata gtggtacgac agctgcgaaa gaagcagcga atatgattga tttagattcg
   765241 aacccgacaa aaattattga ggttgtagga atcggtaagc aattattaat gacacgcggt
   765301 gcgttaacga cgtttagtat tgcgaatgat atcgcaaaat atttcgctat cattccagcg
   765361 atgtttacac ttgcgattcc gcaaatggaa gcattgaaca ttatgaaact aacatcaccg
   765421 ctgtcagcga ttttatcagc attactattt aatgcagtta ttattccgtt actcattccg
   765481 ttagcgatga agggtatagc atataaaccg atgagttcaa atgcactact tggccgaaac
   765541 ctacttattt atgggcttgg cggagtgatt gtaccgttca ttggaattaa agtaattgat
   765601 atcattgtcg gattgttcat ataaggaaga ggggaaaaag atggcgaaga aacaaagtat
   765661 actgtcacca atcatccgta ttacttttac atttttagtt ttgtgcggcc ttgtataccc
   765721 acttattgtt actggtattg cacaagcggt aatgaaggat aatgcggatg gaagtctaat
   765781 atataatgat aaaaatgaag tgattggttc taaattaatc ggtcaaaatt tcacagatcc
   765841 acgttatttt catgggcgtg tttctagtat tgaatataag gcagaagcat ctggttcaaa
   765901 taactatgca ccgtctaatc cagatttaga gaaacgagta gagaaaagta ttgaagagtg
   765961 gaagaaacaa aacccatctg ttccagttac agaagtgccg atcgatttag tgacaaattc
   766021 aggttcaggg ctagatcctg atattagtcc gaaggcagct tctgtacagg tagagcgtat
   766081 ctcgaaatta acgaatatcc cgaaagaaac gctagatcaa ttgattaaag atcaaacgga
   766141 aggtgcggca cttggtttat ttggagagac ccgcgtaaat gtcttaaagt taaatttagg
   766201 gttacagaaa ataatgaaat agtaacagtg ctacctcaat ctaatggatt ggggtagtgt
   766261 tgtttcgaaa gaaaggttgt gtgtgtgttg tatgcggatg actataaacc gacgtttcaa
   766321 aggcgaacgc cagaggaata tttagaatat attcgtcagc aaaatcgtgg gaagttaaag
   766381 ctatatgtag gggctgctcc aggagtaggg aaaagttata aaatgctcta tgatgctaga
   766441 gagatgaaaa aggacggtat ggatattgta attggtttaa ttgaaacgca cgggagaaaa
   766501 gagacggaag aagcaattgc tgatttagaa aaagttcctt tgaaagaaat acagtataaa
   766561 ggaaaagtat tttatgagct tgatgtggaa ggcattataa aacgtgcacc gcaagttgtt
   766621 gtggtggatg aacttgcgca tagtaatgtt cctggatcta aaaataagaa acgctatatg
   766681 gatgtacagg aattgataga tgccggtata tccgtattat cagcgtttaa catccaacat
   766741 ttagaaagcg ttcatgacat tgtagctcaa attacaaatg taaaagtaag agaacgcatt
   766801 ccagatttta ttttacaaaa agcaaatgaa attcagcttg tcgatgcaac gccggaagta
   766861 ttaaggaaga gactaataga cggaaagata tataaagaag aaaaaattca gcaaagctta
   766921 caaaatttct ttacgcttaa taatttaggg gcactaagag aattatcact ccgagaagtt
   766981 gccgatgata tggacgagaa aattagccaa acagtgatag agccgattgg cgtgaaagaa
   767041 aaaattctcg tttgtgtaca atacagttca acagcagaga aattaataag acggggatgg
   767101 cgcatggcgg atcggctaaa cgccgaattg tatgtattaa atgttgaaag ggaaaagata
   767161 gattctcttt cagcggggaa aaagcaaacg attgaagagt ggaagtcgct aacgaatcaa
   767221 tttgatgcga gttttgtatt agaagaagcg aacggaagaa agccagcgga tgttattatt
   767281 gaagtggcga aaagactgca agtaacgcaa attttacttg gacagtcggc gagaacaagg
   767341 tgggatgaaa ttcgaaaagg ttcgattgta aatgaaatta tgagagaaac gaagtatatt
   767401 gatattcata tcgttgcgga tcaaagagct taaaatagag ccgacctttt gggggctcta
   767461 ttttactttt tgtgtggtag ggaagcgtag cattttcatc gcatataaga ttatgagtag
   767521 aaacataatt gctcctaaga agaaaatcca aaagtaattt tgattaaata caagaaatcc
   767581 acctacaagt ggtactgttc ccataccgag atagcggatg aagttataca taccgatagc
   767641 ggttgcgcgt tcttgtacga attcctccgt taataaagta gtgtgggttg gcatagaaag
   767701 tcccatgcta aaaccgtaca aagatgtaac gataatgatg aatggaatat tgatgctata
   767761 tgtgaaagaa aataaagtga cacatataat attgaagaaa cttgtaatga ataaagcttg
   767821 ttttgttgtg aagcgttttt gcaaaagttt gaagcaataa cttcctaaca taatagaaag
   767881 ggacataggt acaaacataa gaccaatttc acttgcagtt aagtgaaata aatttgttga
   767941 aatgctcggt aaaaaaacga ggaaacaaaa gtaaatacaa aattgaatga agccaataag
   768001 agtaatagaa aatccagttt tattttttaa gataaaccag tgattctttt ttgattgcgg
   768061 ttgctgactt acagttggtt ttgtttctgg aagtagtgaa atgtttatcg ttaataagag
   768121 aatgccaagt atagataaaa agagaaatac ggatacatgg ccgtttatac taccgagata
   768181 accaccaatg agggggccaa tcgcaggtgc aagagcaagt aacatttgat aaaggctcat
   768241 tgcttctcct cgttcttttc cttcaaataa atcgccaata atcgttgctg cgactacagg
   768301 tatagccgct attcctatag cttgaacagc tctaaaaaag agaaataaat aaatgtttgc
   768361 cgaaaaagca catcctattg aaccaattgt actaataatt aaactaggga taaggacaga
   768421 ctttcttcct tttgtatcaa ttaaaggtcc atatatgagc tgcataatcg caagaacaaa
   768481 tgtgaaaagt gaaactgtta catttacaag ataaagagaa gtgtgaaaag aattttgaat
   768541 catcggtaag ataggtgtgt aaatattttg agcgaaggaa ccgagtaggg cactcataca
   768601 gacaacatat aaaatgaaag ttagtttaga ttttttcatc ttgttaacct ccttgtgttt
   768661 ttgtttccct ggaaactaaa tttattttaa catgattttc tcacttgtaa agatgaaaaa
   768721 atggttttaa aatggtatat agttaaattg tttctttgga aacttaggag gcgaacggat
   768781 tgaagcatgc aatgaagcaa atggaaatac tttcggacat tcgtacactt ttgcataaaa
   768841 aagaagaaca tttaaaacga caaaacgaga agtttcttta tgagacgggt gtaagtagta
   768901 tgtctttatc tgagttacat gtaatcgaat gtatcggaaa aaatggtttg atgaatgtaa
   768961 cggcaattac gacagaaatg ggtatgacga agggagcaat ctctaaaatt tgtacaaagt
   769021 tgtttcaaaa gcaatttgtt gagaagatgc aaatgttaga taatcaaaaa gaaattttct
   769081 tccgcttaac ggaaagtgga aatgaaatat ataaagctca tgagaaattg cataaacaag
   769141 ctgaagaaaa gtggctgtta cttttagata gatacacgaa agaagaacaa gattttattc
   769201 aaaggttcgt aaaggatgtc tccgatcatt tggaaatata attggaagaa aaaattccat
   769261 tttctcaagt cttttaaata taatttctga aagaactcat atataataga aaaagatact
   769321 taacatggtg aataattaaa gagtcaatat atatagagga gagagtaaca tgcttgaaaa
   769381 tacagggtta gtattagaag gcggcggtat gcgtggtgta tatacgggcg ggatattaga
   769441 atactttatg gaacaagatt tatattttcc atatgtaatc ggtgtatcag ctggtgcttg
   769501 tcatgcagcg tcgtatcttt ccagacaaag aaatagaaat aaaacggtca atattgatta
   769561 tgcatcacat ccaaaatatt tatcgtataa aaatttatgg agaaaacgtc agctatttga
   769621 tatggatttc atttttcatg aaattccaga aaagcatgtg ccgtttgatt ttgaaacata
   769681 ctttaatagc ccagaacgtt ttcttgtagg aacgacggat tgtgaaacag gacagtctgt
   769741 ttattttgaa aaagaaggaa cgaatgatga tgcactaaat ttattacaag cgtctagttc
   769801 attgcctttc attgcaccag tagtaaatta tcgtggtaag caactgttag atggtgggat
   769861 ttctgatcca attccagttc gtaaagcaca ggaagatgga tttaaaaaat cagtcgtaat
   769921 tttaacaaga aatcacggtt acgcgaagaa aaaatcaaga tttgggtggg ttgccgcgaa
   769981 agcttataaa aaatatccga accttgtgaa tacgatgcta aatcgttatg aagtgtataa
   770041 tgaaacactt cactatattg aaaaagaaga acaggcaggt aatttatttg ttattcgtcc
   770101 agaagtaccg cttcaagtag atcgtatgga aaaggatacg gccaaattac aaagtttata
   770161 tgagcaaggc tatgaagatg caaagagaca gtttgcagat ttaaaggcgt tcttgcaaaa
   770221 ataataatta ggctgtggag atgggattct ctgcagtctt ttttattatt ggtttcaatg
   770281 ccgaatgttg gttatatacg tttttaggtt atggtataag atggataaaa gtatgtagag
   770341 aggtgataca tatggaaaat gtatataagg gtcttagaca cactggatat accatgatgc
   770401 ttatttttgg tggtgtattt ctactacgtt ggttcattca tgatgaaatg ctactggatc
   770461 agcttattgg ttgtagtgta gggatggtaa tggttatttc ttcagttttc attcagaagt
   770521 atagtaaaga attacaggta gaagagaaat attaaaaggt tacaagctcc ttcatatttt
   770581 agagggaccg ttatagtttg gttgattgtt gtaaaagaaa agtagagcat cgaatttcga
   770641 tgctctactt ttttaatgtg gtaagaatat caattgataa gcaaacaaaa ttccaaatac
   770701 atatacaagt gggtgaacag cacggaactt accttttgcc actttcataa gtgggtatga
   770761 aataaatcca agtgcaatac ctgttgcgat acttgatgta agtggcatgc ttaagattac
   770821 taagaatgct gggaatgctt catcaaatgc gtcccaatcg atgtggcgaa ctgaacccat
   770881 cataagacta ccaacgataa ttagtgatgg tgcagtaata gctgatacac cagaaacggc
   770941 acttactaat ggtccgaaga atgctgctag agcgaataga acagctactg taacagttgt
   771001 taaaccagta cgaccaccag ctgcaacgcc agcagaagat tcaatgtaag ctgttgatgg
   771061 tgttgttccg aacatagaac cgattgttgc tgagaatgag tcagatagaa gagctcgtcc
   771121 agcttttgga agctttccgt ctttcataaa tccaccttgt tgagcaacac caagtaatgt
   771181 acctgttgta tcgaatagtg taacaaggaa gaatgagaat acaacgccgt ataatccgta
   771241 gttaattacg tcagatacag cagtaattgg atttgaaacg ataattcctt ctggtaatcc
   771301 aggcattgat gtaacgccgt ttgagaatgt taattgtcct gtgaagaaag caataatacc
   771361 agttaatagc ataccgataa atagtgcacc atttacattt aaagacataa gaacaatcgt
   771421 aattccaagt ccagctaatg ctagtagtac tggagcagag tgaagatcac caagtccaac
   771481 taagtttgct tcattttttg taacgatacc tgttaaacgt aaaccgataa aggcgatgaa
   771541 aagcccgata ccagcagtaa ttgcatgttt taagttttca ggaattgctt ccattaattt
   771601 tgtacggaaa gatgtgaatg ataataaaat taaaatcata cctgctacga atacagcaga
   771661 gaatgcaatt gcgaaagtca tgccttcatg agcttttaca acagagtaag agaagtaagc
   771721 atttaatccc atacctggtg caattgcgat tggtaagttt gtaaagatcg ccataaataa
   771781 tgttccgaca acagcagcga taatggttgc tgtaaatgct tgttcaaatg gaacacctgc
   771841 atccccaagg atgactgggt ttacgacaat gatatatgcc attgttaaga aggtaataat
   771901 acctgccata atttcagttt taatagaagt tttatgtttt gaaaggttaa acatataaac
   771961 atcctttctg tttacgaata attttcacaa cagttatata taatattcgt tttttaacta
   772021 ttttgcaata gttttgcata aaaagtttac aacaattcat attttgtgtc ttaaattcga
   772081 atattaatcg taatatgatg tgcgaatttc agtttttatt atgcacatta taagaaaaag
   772141 gagttgaaag aaactatgcc gcagcaaaaa aactttgtaa caatgccagc gcaacatcaa
   772201 aacaaacagc ctggcattga atcattaatg aatcctctac cgcagtttga agatccaaat
   772261 tataaaggaa gcgaaaagct aaaaggaaag aatgtattaa ttacaggtgg agatagcgga
   772321 attggacgag ctgtttccat cgcttttgcg aaagagggag caaatattgc gattgcgtat
   772381 ttagatgagg agggagatgc aaatgagacg aaacaatatg ttgagaaaga aggcgtaaag
   772441 tgtgtattgt tgccaggtga tttaagtgat gaacagcatt gtaaagatat tgtacaagag
   772501 actgtccggc agctaggtag tttaaatatt ttagtaaata atgtcgcgca gcaatatccg
   772561 cagcaaggac tagagtatat tacagcagaa cagttagaaa agacttttcg tattaatatt
   772621 ttttcttatt ttcatgttac gaaagcagca ctttctcatt taaagcaagg ggatgtcatt
   772681 ataaatacgg catctatcgt tgcatatgaa ggaaatgaaa cgttaattga ttattccgca
   772741 acgaaaggag ctatcgttgc tttcacaaga tcactttctc aatcgttagt gcaaaaaggt
   772801 attcgtgtaa atggtgttgc gccaggacca atttggacac cacttattcc atcaagcttt
   772861 gatgagaaaa aagtatcaca gtttgggagc aatgttccga tgcaaagacc tggtcaacca
   772921 tatgaattag cgccagcata tgtatattta gcgtctagtg attcatccta tgttaccggg
   772981 caaatgatac atgtaaatgg gggcgttatt gtaaatggat agttttcatt tataagagca
   773041 aagtaaagtt aattccattt attatagtga gcgctagggg ggatatagat gaaaaagtta
   773101 tatttcgtca tactattatt tttcatccta ccggttagtg cttttgctaa tacagatcat
   773161 ttaatattag tgaaccttac gacaaatcag ttgtcttttt ttgaaaatgg aaattataca
   773221 aaaacattcc ccgtaacaac tggaagagat cgcacaccta cacctgaagg taatttttgt
   773281 attataaata aatataaaaa taaagaatac catcgaaaaa aatagctggg ggtgcaccga
   773341 ataaccctct tggtacgaga tggcttggcc tagataaaaa tgaatatgcg attcatggga
   773401 caaatcggga atggacgatt ggaagtaggg aatcaaatgg gtgtattcgc atgcatgaca
   773461 gggatataca gtggttatat gatcgagtcc atttacaaac aaaagtaatc atttctcgtt
   773521 ttcatacgag ccccgaatat gaagcgaata aacttggtta ccgcgttgtg agttggaatg
   773581 gtcgtaaaat agaagaagaa caaattggta tacttacgtt agtagaccgc gtggatatat
   773641 attggcaaga accaaatggg cagttaacga aagtgaaaac ggtattgcca aacgaaagat
   773701 atgcagtgta ctcaaaacga aaagatggaa tatattatat aggaaacaat ttgtatattg
   773761 tggatgaaac aggagaaaaa attcgttatg agcaaattcc ttcttctatt ttaagtaata
   773821 tatataaaag gaaatataat gttccgtaat ggctaccgta ttatagacgg tagcttattt
   773881 ctactttgag tttaactgca actattgtat tttgctgaat ataatacaat acggataggg
   773941 gggcggttac attatgaaaa gtgaatttgc atttaaagtt ttcttagtaa cgacctgttt
   774001 atttatcgtg tgtttgtatg cgtttctcgt cttttcgttt tatgttccat atgttgattt
   774061 aatattgttc ttcggattta tttgggcgtt tgttaaggcg agggaagggg agaagagtat
   774121 atatcggcgt attaccttat gcgggacggc agttctcgtt attttgtact tttttattat
   774181 gcatgatttt tggaggggaa tgtaaaagca tacgattact cgtatgcttt tacatctgtt
   774241 aatgatggaa gagaggaaat ggctccataa tttgtacatg tgagagcacc tactttattt
   774301 gcaaaggaga taaacgttgt taaaccttca aaattatgaa gaaacatttg ttcactttta
   774361 gcaatttggt ataacattgc tccaacgaaa gcatcaccag cgccagtagt atcaacttgt
   774421 tgaatagaga tagaaggtac aatagtttgc ttatcctttg ttgcaagaag agtaccgtct
   774481 tttccgagtg taatagctac ggctttcgca ccatgattta ataatttgag tgcagattgt
   774541 tgtaaatcac tctctttaga aagcataatc gcttcttctt gacttacttt tacaaaatga
   774601 gcatgtttta taaaagttaa gcaatcttga ataaattgtt cggtatttgt aatgagcgca
   774661 tttcggtaat ttggatcaaa agaaataaac tggccacttt ctcttgcatg ttgtagaagt
   774721 tgaaaatatg tgtcttttaa cgggctggac aataaagctg tcgctgaacc aaaatggatt
   774781 aaatcattcg tttttatttt tgataaatca atgctattga aatgatattc accgtctgcg
   774841 ccacgcataa aggtgaaatc acgctcacca ttttgatcga tagatacgaa tgcaagtgtg
   774901 gtttgtttat ccttgatgag catggaagtg tccacatgtg catgttgtaa agtttgttca
   774961 agaaattcac caaatggatc gtttcctact tgtcccataa atgtagcgtg tccacctaat
   775021 tttgtaatag cagcagcaac gttagcaggt gctccaccag cctttttttc gaaatttgaa
   775081 ccgtttacta aagaaacatt ggtatttcgg caaacgaaat caattaatag ttcaccgata
   775141 caaaagacat ttctcataca atccctcttt tcagcttata ttgtgtgatg gtaaagttta
   775201 gttttgcatc tgaaaagatt gcgatatgat gtttcatgtc ttttcgagga aagactcggg
   775261 acgtaaagac tgttgaacca tcatataaga aaatttccac gatgctttta tctacaaata
   775321 tttgtagttc tatcgtatct tgaatatcga tttttttaca gcgttcaaat ccatattctc
   775381 cgccaaattg atggtagaag ttgcccctgt ctatagaaat agtaccttgt tcacgattaa
   775441 atgtaatggg gaaacactcc tcctcattgt ggaagagaga aagcccaaaa cgctttgcat
   775501 cttctgtttt aagggtaaca attaattcat aggatccttc attatcaagc gttgataata
   775561 catttaatcc agctgttata tctcctgaaa tttctttttt tgttgttcgt agttttgtta
   775621 attctgaaac tggtttttgt tttaagatat tatcttctaa tgttaattca cgtgggagtg
   775681 ttaggcaatg agcccacata taatcatcag aaggatatgt gatttcactt gatcctgccc
   775741 aagcaaacaa tagacgacga ctagtagagt cttctaaagt ttgaggggca taaaaatcga
   775801 atcctttatc agcttcgtaa taggaatcaa tatggaaata taaattttta atatcgaaat
   775861 ggcctatagc ataaacgaca ttgtatatat tgtgaaagtc ttctctgtct ttttcaattc
   775921 cttgcggtga aaagagaagt acatctttcc ctgataattg gaagtaatcg gggcattccc
   775981 acataaatcc aaattctttt aaatttgttg taatttcacc ttggaaattc caattgtata
   776041 ggtcttttga cttatatagt aaaagagttc cagttttatt tttgcgttgt gcaccgagta
   776101 acatatagta tatatcgtta tgtttccata cttttggatc acgtacatgt tttgtatatc
   776161 cgtcaggaat tatatcaata acaggattat tactatattt cgtcatcgta tattgtgaat
   776221 ccattgttgc catacattgt tttgcatcac gggaatcatc aggatttttt atattccctg
   776281 tataaagtaa atgaagcagg tcatctttta cgatagcact accagaatat gcaccgtgtg
   776341 attcatagct ttcagtaggg atgatggcta caggcatacg ctcccagtta ataaggtctt
   776401 ttgacttcac atgcccccaa tgcttcattc catgaatggg accaaatgga taccattgat
   776461 aaaaaacgtg atattcatca ttgtagtatg atacaccgtt aggatcattc attaatccaa
   776521 atggtggatg gatatgataa attggtttcc atgaatcttg gtttgcaatt tcatataaag
   776581 aatgtaattc gtctttatta gattgcagta ttgttttata ttttgacata ggttttcacc
   776641 ccgttattat ttactttctt tatataaaat gaatgtggca acaaaagcag tggtaactgc
   776701 aatagcgaag ccaattatat agtgaatcat gttcatcatg ccaagaggtg caacaattgt
   776761 aagcatcgga atacctgtta aaccgtatgc gttagctgct acttgcatcc agacaacgta
   776821 agcgcctcca attgcgccgc caatagctgc tgcaataaat ggtttaccca gttttaaatt
   776881 gacaccaaaa atagctggtt ccgtaattcc taaaaatgct gaagctgctg ctggaattgc
   776941 aatttctttc gtttttttgt tttttgtttt gaaataaact gctaaagtag caccgccctg
   777001 tgcaacgttc gccattgacc aaatagggag taagaaattg acaccgatat ctttatttgc
   777061 aagtaagccc gcttcaatag cgtggaagct atgatgtaag ccagtaagaa cgattgttga
   777121 atacaatccg ccgaatataa gtccagctac tggtcctgca aattgataaa ttgtatttaa
   777181 aaggtacgta atgccgtcac cgattttata tccaattggt ccgataataa taagtgataa
   777241 aaagccagtt ataataattg ttaagaatgg tgtaactaat aaatctaaag agttcggaac
   777301 acgttttcga agttcttttt caattgtact cataacatat acgcataata aaataggtaa
   777361 aacagtacct tgatagccaa tcatatcaat atccatacca aggaaatgta aaacagttgg
   777421 ttttgcattt gaaagagtcc aaggatttgt taagcttggg tgagttaata taccaccaac
   777481 aactgcacct aagaaaatat ttccaccaaa ttctttagcg gcactcactc caattaaaat
   777541 aggtaaaata atgaaagctg cacttgagaa catatcaagt aattggataa gtgagtgatc
   777601 tccaggaact aatttaaacg ctttcaacat tccgagtaga cccataagta aaccgcttgc
   777661 gacgatagct ggaataattg gaacaaaaat attggatagt gtctttgcta ggcgggcgat
   777721 aggattcatt tttttcttag gtatatcgtt tgatcttgta gaatctagtt cggctatccc
   777781 aattagtttt gagaattcat catatacttt gtttactatg ccagttccaa aaataatttg
   777841 atattgttcg gtcgttgcga aagcaccttt cacttcatcg atgttttcga tttcggaagc
   777901 gtttattttt gtttcatctt ttagtacaag acgaaggcga gtagcacaat gggtagcgcg
   777961 cataatgttt tcctttccac cgatgttttg taatacttgt gttgcaattt gtttcatatt
   778021 cataaaaatt cccccttact atatttttat ggaaccggtt ccgtgaacga ttaaaataaa
   778081 aaacagggaa ttgatgtgaa gaatcctggt ttttaatgtg gaaccggttt tatttttatt
   778141 atagagtgcc tttatatttt gtcaacgctt tcttggattt ttaatgtata acgagagtgt
   778201 aatatttttg gtatagtttt gttttcaaca agctgtgaaa gagaagtggc agcaagcttt
   778261 ccagcatact cataatcaaa tgcaattgtc gttaagctag ggtgtaccat ttctgaaata
   778321 tcatatcccc caaatcctgt tacagaaata tcacctggta cagaaaggga gtgggagtga
   778381 ataactttca ttgcgccaag agcgatgtta tctgtagcac atacgataag agttgggcga
   778441 ttattatcta aaatatgttg tacttgtttc atggcatctt ctatatggaa agatgtttcg
   778501 taataacaaa cactgcaagt tggttctaaa ttttcaatgg ctttttgaaa accgtttttt
   778561 cgatttatac caacagaaat atcatctttt tctactccta aataggcgat atttctatgc
   778621 ccttgtgata acacgtatgc tcctaactca taagctgcat cataatcatc atgaacgagg
   778681 caatattgat ctttatattc ttgcccaacg aataaaatag ggatatttga attagcaata
   778741 atttgttgat gtttatttgt taaagtttta gttaataaaa taatgccagc tactctttgt
   778801 tttataaagt tttccattgc ttgtatttca gtttcaattg tttgatttgc atttgctaca
   778861 agcatttgat agttattttc ctgtaacgta ttatcaatcc cgataagtgt tttcattgta
   778921 gcgaaggagt ctaatcgggg gataataaca ccaattaaat ttgttgtttt tgcttttaag
   778981 ctttgagcaa atgtattggg agaaaaattt gtttcttgaa taatactttc gattttaagt
   779041 tttgttttat cacttacgta tcccccgttt aagtaacgag aaactgtgct ttttgcaact
   779101 ccagccaatt tggcgatatc tgcaattgtt ttagtcatat tatttcacct tcgtattcat
   779161 aaaaatatta attttattat agggagaatt ggggaggacg taaacaagaa gaggaaaaga
   779221 aaaaaccacc tcacgtatat gaggtggaat atgtgttaat atcttggttt aaaagtatga
   779281 caacaagttt ctacactcgt tgctacagaa ctttctagcg tctcatttgt taaaactgca
   779341 tttgtatacg aattattttc agtttgacct gattcatcgg catctggctg aacgataatc
   779401 gcactggctt gacaaaagtt accttgtccc caaaatgagc aattggaaac agagcatctt
   779461 acttctggca taaaaccccc tccttataca ttagtttggg gttttacacg catttcatgt
   779521 atagaaggag tttccttttc tcgttatttc tttgtttgtt caaaccattc tttgaatttg
   779581 tcttttgatt gttctccact aatacggctt acttctttac cgtctttaaa atgaataatt
   779641 gtcggtgttc cttggatatt gtatttatcc caaggctcgt ttaaattttc aatatcaatt
   779701 actttcatat caacatttaa atctttcgct aaaggtacga caataggaga gaccttttga
   779761 caatgaacgc aagaggtttg atagaaggaa atcgtttgtt cttttttatc ttctatattt
   779821 ttattgagat cttcaagaga aattttattt gagtagtaac ctttttcatc tgtcgatgca
   779881 tttttctttt ccatttgtgt tacagcaaag attgccgcaa ataagacgat aataataccg
   779941 ccaaatataa gcattttttt cattctttca tctccttatt tgtttttgat gacaataaag
   780001 ctacaaacag cgattgtaat aaagccgata agtgctaaaa acgggattgt cacaaagccg
   780061 aaccagttta tgtattctcc cgtacatggt acgcggccgc aagctgcccc tgcagctgaa
   780121 aatgctgcga ctttttgaat tacatagtga tataaagaaa tacaagcacc aatacttgcg
   780181 attggtaaag aataacttgc aatgcgatag tcttttttta ctacagcgat accgagccat
   780241 aaaacgaatg gatacatgaa aatacgttga taccaacaaa ggacacaagg ttcaaatttc
   780301 atgatttcgg aaaagtataa acttcctagt gtcgcaataa aagaagctcc ccacgcggta
   780361 aataaagcat attcttgctt tttttctcgt cccatatttt atacctcact tataatagtt
   780421 acatactaaa ttatagtatg aagtggtaca gaaaagaaag aaaaaatatg tttatcaata
   780481 aaagttttat aaggggaaac ttttattgat atgaacattt aaaaaaagcg ctatcctcca
   780541 gaagaggata gcgctataat ttacatttga atttgctcta cttcttctac atgcgacttt
   780601 tgagatgcgt ggtcaatata ttgaaatagg agctgcaatt gtttatcaac ttctggcagt
   780661 tctttactgt attgataagc gtgtaaaaaa tgctcaatac gcttagaaaa taattgatcg
   780721 ttcgtttgaa ccataagaac gagtaattta tcccaattac agcaatacgt gtaatagaga
   780781 gctttatcat agtcgttata tttttgcact gtgtaccctc cttaccgaga gttatatata
   780841 gtgtgtgata agtaaggaga aatacacttg aaagaatttg ttaagaaaaa aagtgaatga
   780901 aaaaaacgag gtgtttcctc gttttttaag cttttggcat tggcgtaggt gttggttttc
   780961 cgtatccttc tttatattta ttgtcgatat agttacgaat ttcaagcgtt gattttcctt
   781021 tttgtttcat cgaagccgat tcaacagcga tttctaggca attgacgcaa gtcgttgcgt
   781081 gggaatccca aacaacttca ccattctttt taatttcacg aataaagcaa tttttattgt
   781141 ttttatgtcc tacactttca ccgcaaccgc agtaacatgg aatccaatct aatagctctg
   781201 cattttgtcc agcgacagtg tagatatctt tcatttgtgg atcaagcttg tctaggaagg
   781261 taggaagtgt gtcgactcct tttgttttct cttgaatgtc agcttgctga gtgtgcgatg
   781321 catggtcgtg ctcttctttt gattcagatg attttttttc atttgtacca ctgcttccgc
   781381 atccagcaag aattaaactc agtactgcaa gtaaagaaaa tacatatttc ttcatacgct
   781441 tgtccccttt acaaatgtat taatcaaatt gtatcagaga ttatggtgtg tcgggtgaag
   781501 atttttttga ccgatttttg aaatgccatc gtagtgaatg gaatacaaat aaaatcggga
   781561 tataagcgta tacaatatat aagccagctt gagataggac tgtgtttaat gtgttgatac
   781621 cttcacggtt tgtgaaaaat aaggatgaaa taaatatggc tgcgataaaa agtggtaatg
   781681 taattttaaa tggtatgtga aaagattttt tactaatgca acaagaagac aaaatggtta
   781741 aacaaagatt aggtaaaata ataagatacc ataggaaaat aataatgtac tcaaaccttt
   781801 ggataaaagg aactttaatg atttttagca tcgttaatgt tggccaaatt gtatgatgga
   781861 gttgccctgg gctatagtac ataagggaaa cgatggctag tattacgtat agaattgtcg
   781921 taaaagcaat accaccatgt gcccatttat ttaacgattt tcctttttta ataaatggat
   781981 aaaaaacaag gattgcttca aatccaagaa attctaatgc agatgctttg gctgaagtta
   782041 gaatttctaa aggtgaatga tttagaattg ggaaaatgtt acggacatgt gcatatttca
   782101 ttggaaaaac taagaataac agaacgaaaa tcggtatgat aacgccccaa aaacaaattc
   782161 cagttacaga acgaaaaccg cccctaatta tgtaataagc tacaagtaaa aataataaag
   782221 ttaatttcca cggtttaatt gtaggaaaga cccaaacttg aataacttca atatacgtac
   782281 gaagaacagt aaggcaaaat aataaaaggt atgcggcaaa gcatatggaa aaatttttcc
   782341 aatccatttt ccgaaacatg tcgtatgaat attcattaaa tcattatctt tttctaacat
   782401 tttaagcata caaaataaaa cgatatgagt tgcaataccg gcgataataa gagaaatcca
   782461 agcatcataa ccggcaaatt gcgcaattat tctttggtat cccaacactc ctactccaat
   782521 ttgaagggag tgtaatagaa ggaatgtgaa ataaggggaa acagtatgtg ttttatcttg
   782581 tccagccatg atagcacctc actattcgcc gataccagat tgtacgacat taatttttac
   782641 attaacagca atgtctacgt taggatacat atcttgaatt tgtttcatgc tccattttct
   782701 tgaatgacta cgaatttctt cacgtattcc tattggatcg attttatttt cttggaattg
   782761 ttttattaat tcgtttaaat ccttttcaag cattttttct atatgtcttt ttacgtaagt
   782821 tacattttta ccctttgata aatcaagcca actaggggca ttttttacaa gtccatttaa
   782881 ctttaagtgt atgttaactt tcggaatatc accgtttgac gaaagagagc atacactatt
   782941 tccagataag ttttgagtag caattactcc tttatgttta ccttgacgta tcggaacttc
   783001 gtaacgtcca tttttcgttg gattaatgag taatttaaat aaaaaagacc ttttcctatc
   783061 cgtatacata gcgactttat ctttttttaa aaaagcgagc cctttaatag aagcagattt
   783121 gtcttctgat acttgaatgt aaggaagaaa tggatcacat ccagatgaat agaagttata
   783181 taaaaaaata tttaaagctg tccgagggat tgtctcggtt tttatatttt gttccagtaa
   783241 ttcagataga tatagagatc catttgttct cacatgtttc agtaattctt ctgatgaacc
   783301 atctacaagt gctagttgta catcacggcc aatgttagga tcacgttgta agttgttaat
   783361 aacatccccg agtccatgtt cgccaaatgc ttttccaaat aggacaacac gcatttgacc
   783421 tacagcaatc gtatgtggag atttggcgtt tagaagggaa gagattgttt caattgtacc
   783481 tgcatgagtg gattgagttt ctggtttaga ttgtacgcct tttgtgtaat ccggatataa
   783541 aattgttccg cgaaattttt tgttttttgt tatatcgaat ccacctacgt gaatcattcg
   783601 ctgtgtatca actatatgag cttctgtaca accagattgg aaaattaaaa tgataatgaa
   783661 aaagcataaa aaaatatttt ttatttttcc tcaccgtcac gtttttcttt cgctttgttt
   783721 ggatcatagc gccatttctt tttgggcctt aaaaaagaag cgcgttcagc agtttgacta
   783781 aatggaagac gaaggagtcc ttcagctgta cctaaaccgc gaaatgggta taaaggtaat
   783841 aaataaggtg atccaagtga ttttaagtga attaaatgag ctaatatgaa tacaaatccg
   783901 acgataagac ctacaccacc aaatgctcca gctaaaatga tgagagggaa tcgtaatatc
   783961 cggattgtag aagacatttt tactgtcggt gttgtaaaag aggctagtgc agacaacgca
   784021 acagcaatta ataagatggt gctcgttaaa gcagcttcaa cagatgcttg cccaattaca
   784081 attccaccaa caataccaat cgtttggccg actttagtcg gtaaacgggc cccagcttcg
   784141 cgcagtaatt cgattgtaat ttctaaaaaa agtgcctcta aaacaggtgg aaatggtaca
   784201 ttggctcggg aataaataat cggtccaagt aaatcagctg gaatcatttg atagtgatac
   784261 gttaatacag ctgtataaat agctgatgaa aataaagaga atgctgctcc gaaaaagcga
   784321 actaatctaa gaaatgagcc agctatccat ggtaaataat aatcttctgg agagacgaag
   784381 aaatcgagta atgtcgctgg tccagctaat gcatatggtg aaccgtctgt taaaatgaca
   784441 actcctccat tcagtaatgc ataaacggag cgatctaaac gttctgtagg tagtaaaaca
   784501 cggaagggag agttgctatt atcactaata agctgttcaa ctagagttgc atcaaaaggg
   784561 taatcaaaat caatatcttg tagacgttgc attgcggtgt taatatgctg ttcatttgta
   784621 attccttcga tgtaagcaac tacgattttg gtttttgaca tagaaccaat gctaacttcc
   784681 ttgaaaatta attgctcggt tacgatattt cggcgtaata aatgtatatt tatatcaaca
   784741 ttttcaacaa aaccaacttt agggccaata acactatatt cattttctgt gtcatttact
   784801 aaacgagttc ctaaaacggt actctcggcg cgtagaagtg catacgctgc ttgccctgaa
   784861 ccttttttta gttgtaataa tacgtatcca cctaataatt tctcacgaat atcatcaatg
   784921 gacggattga tgagggtgtc ttcaatagat acgacattta agatgtcatc aatatgttga
   784981 atctcgtcta atttattttt tataggtgct aaaatgaatc gcttaataat aagtgattct
   785041 actgtagatt tataataaaa caaacataat gtcccatctt ctataatgtt ataagaagaa
   785101 aagtcgcttg attttttcat cgcatggata aaatctggaa tagaacagaa ggtttgtttt
   785161 ttctttttag atgataaatg aaacattttc ccacccccta acatatatca tttacttgtg
   785221 ttagtttttg ggaaagacgg gaatttatac ttaaaaattg aaagttcata aacaaaagga
   785281 agagtataaa aaactcttcc ttttgttgta ttaatttgtt ttcttttctt taatcgactt
   785341 tactaattta atcatttcag ctcgtatatc ttcttttttt acatttaatt tttcggcaat
   785401 ttgtttcata tccatttcgt cttttttcat ttttagcaca tcatcaaggg gagtattact
   785461 tttttgagag atgattgtta ataccgtgag ctgacgtaat ccgatattat attctttcat
   785521 tttttgcttt agtccgtctg gtgttgattt ttgcatattt gctaattgtt gcagtagtgc
   785581 ttttttgttt ctttattcat atgatgcttt ttcaacttac ttggatctac cccgaaatgc
   785641 tcggctgttt tctcccaaga attattttgc ttatagtaag ctaaaacgtc ttttatttct
   785701 tttttactca tttttgcaat gtgggcagct ttccaaattt catgtttgtt atagccgagt
   785761 ttttcgagcg actgcatttc ttcttctgaa attggtttat gatgatgcaa tgttacttct
   785821 tttggcgtag cagcggaagc agggaaggta gatatcccgc ataataatgc tgccatagtc
   785881 atacttacta cgattttttt gtacatgtaa actcctccta gatggataat gtggaaaact
   785941 ttacacatat catttccata aaatgtgaaa tacttgtgaa caaatcaagt ttttttattc
   786001 acagtatgaa ctgaagtttt tggaagtttt ccaacataaa acattgatta atagtaaaaa
   786061 actaaggtat aatcgaaatt gaaaatcaat atcaataata aacgtataca tatagataaa
   786121 aataagggag agaaaaatat gactacatat acttccatcg caaatgtaat taaagaaaga
   786181 cgttctgttc gtacatttac agataaagca gtagacaaag agttattaat tgaactatta
   786241 aacgacgcaa catgggcacc gaatcataaa caccgtgaac catggaattg taaattatac
   786301 attggagaag gccgtcagaa attagtagac gcagtattaa attctttcac agaagaagaa
   786361 agagcaaaac gcggtaaaat tttatcggat cgtttcttaa gcacacctgc acaaattgtt
   786421 gtatatataa atgaagatcc acgtcaaatt caacgtgatg aagattacgc tgcaacatgt
   786481 gcatttatgc aaaacttcca acttcttgct tgggaacgtg gattaggttg tgtttggaaa
   786541 tcaggcggat taaactacaa tccactattt atagaaggac tcggtttaac tagaggtcaa
   786601 cgcatagttg gaattcttca tcttggctat tttgataaat caccagaagg aaaagctcgt
   786661 acgccaatta cggagaagat ggagattatt gaaggttaat agatgagaca ttctcgtttt
   786721 ttatgagggt gtctttttat tatgcaatca attctcatga aagcttgttc tcaatcatac
   786781 actttcttaa gggaaagtgt aaggagggaa aataatgaga gcaagtgacg ataaagcact
   786841 gcaatatgcg atagcggaaa ttacggaaat tgcgactgga tttgggcttg atttttatcc
   786901 gatgcgttat gaaatatgtc cagcggaaat tatttataca tttggtgcat atgggatgcc
   786961 gacgcgtttt tcacattgga gttttggaaa acagtttttc agaatgaaat tacaatacga
   787021 tttaggtctt agcaaaatat acgaactcgt tattaactct gatccatgtt atgccttttt
   787081 attagatacg aactcgttaa ttcaaaataa attaatcgta gcacacgtgt tagcgcactg
   787141 tgatttcttt aaaaataaca ttcgtttttc aaatacgaag cgagatatgg tagaaagtat
   787201 gtcagcaaca gctgaatggg tgaaagcata tgagcataag tacggaaaag aagaggtaga
   787261 aacattttta gatgccgtac ttgctattca agagcatatt gatccgtcgc ttatgcgtcc
   787321 gaaactggcg tggagtattg atgatttaga agaggaagaa gtagagaaga aaaaggcatc
   787381 gcaatatgat gacctatgga atttagataa tcgaaataaa aagcaggaac gctccaatgt
   787441 acgtaaaaag aagaaaatcc caccgcaacc agaaaaagat ttactcctct ttattgaaga
   787501 atatagccgt gagttagaag attggcagcg agacatatta acgatgatgc gtgaagaaat
   787561 gttatatttc tggccgcagc ttgaaacaaa gatcatgaac gaaggctggg cgtccttctg
   787621 gcatcaacgt atacttcgtg aaatggactt aacatctgat gaagcaattg aatttgcgaa
   787681 attaaatgca ggcgttgtac agccatcaaa aacgagcatt aatccatact acctcggtat
   787741 taaaatgttt gaagatattg aagaacgtta caacaacccg acagaagaaa tgaagcgacg
   787801 aggtgtcaaa ccaggatctg gtcgagacaa aatctttgaa gtacgcgaaa tcgaatggga
   787861 cgtatcgttt ttaagaaact acttaaataa agatctcgta atgagagaag atatgtactt
   787921 attccagcgc caaggaaaag aatataaagt aatagataaa gagtgggaac atgtacgtga
   787981 tcagctcgta aatatgcgta caaatggtgg cttcccgtac ttagtagtag aagacggaga
   788041 ctacttaaag aacggagaat tgtatattaa acatagttac gaaggaatcg agctcgattt
   788101 aaaatactta gaaaaggtat taccatatct gcatcaactg tggggaagaa cagtgcatat
   788161 ggagtcgatt gtggagagta agggtgttgt gttttcttat gatgggaaga tggtgcatcg
   788221 gaagtatgtg tgatggaaag aacggacata gaatgctatg tccgttcttt tttatttgga
   788281 acaaggtcaa atatgctatt cttgaaaaag ggagttacat agagaaatgg agagattcaa
   788341 atgagcaaag taggggtatg taaggttgat attacaccgc ctataggaat tgattttgtc
   788401 ggataccata gagagacagg aataaataat attgaagagc atatttatgg gacggttttt
   788461 gtatttgaaa aagatgaaat gaaaattgtg tttataagta ttgataatat tgggatgtta
   788521 gtagaagata cgaatatgat tcgtgagcaa gtagcgagtg aacttcatgt gccgtttgag
   788581 cgaataacgg ttgtttatac ccatacgcat tccggtccag agacggtcgg tgatgatccg
   788641 ctagtgcagt cgtataaaac gattttagta aataatgtag tgcacggtgc tgttactgcg
   788701 aataaaaact tgaagcaatg tgaagttggt tggggtgtta cgacaggtga tattggggtc
   788761 aaccgaagag agcgaacatt tgatggaaga gcgaagatgg gaacaaatat agagggcgtt
   788821 gtagataaaa gaattgggat gttagcaata agacatgctg aaacgaagga gctatctggt
   788881 attgtagtat tttgtactgc gcatccgaat gttttaaaag gtgatagtga tgtattatca
   788941 gcagattatc cgggaatgac gagagagatt cttgagaaaa ttgtaaactg tcctgttatt
   789001 attgtgcaag gagctgctgg taatgtaaat gcgaaatatc gcggttcaag ggaagcatta
   789061 aagaaaatgg cttatacact tagtggacat gtattgacga tgttgccaac agttacatac
   789121 agcccaattg taaatgtaag aacagtttcg agtacgatgc aaatgaagtt gaaagatatt
   789181 cctgaaatga atgagatacg aagcatggct caattagttg agaaacagtg gggtgtgaat
   789241 acggatgaat ggcttactat cgttttagag aaatataagc aaggtattcg gcagttgcgt
   789301 attgatttag aagtgcaact gtttcaaatt aatgatggta tattctctgg tataccgatg
   789361 gaaccttttt cagagactgc tttagaaatg aaagagagtc ttcaaaatga actagctttc
   789421 tttggtggat atacgaacgg atatattggt tacttaccaa cgaaggaaga attcgcatat
   789481 ggtggatatg aagtggaatt aagccctgta gtgtatggac cggttacgaa tttattgatg
   789541 ccactggagg aaaatactgc ggagttggtt gtgaagagag ttatggggtt atataacacg
   789601 taaaaaaata tattcagtag aataaaatgt aaagaaatta atgattttta atacatctgt
   789661 agaaaacgaa tccattttga agaagatgaa tcaaagtgga ttcgtttttt gtatgggttt
   789721 ttgtttacca gacaggtcgt atatttgatg ataatttctc tgtattttct ttagtaacga
   789781 atgttgttaa atcttctttt agcatttgca ttcgttctgt acctatattt tcaatccatc
   789841 gctgctctat ttcagctact atttcttctt ttgctttcat tactgctaaa ccacgttcgg
   789901 ttaaaacaat gattttaccc cttttatcag tagggtgtgt tttacgtgta acgtagccac
   789961 tattctcaag agaatccacc attttactta cagcttgttt ggaaacccct aaatactcag
   790021 ctagctctat accagttgcc ccattaggaa ggatgcgttt gaacataaaa ccatgtgctg
   790081 gtctaatatc ctcaaatcct aattcactta atttgtcatg tagctcagta attaatgtgc
   790141 taaatgataa tgataaaagc gatgtaagat ctaactcgtt aaatgtttga tccatatata
   790201 taacctccgc acttgtagtc aattaagttg actatattat gttggtagaa taaataatga
   790261 tttatataat atagaatcaa tggaggtttc acatggttca tatcgtaaaa gttagaggga
   790321 gtgtctttgc accatatgca ttgctggaac ctattaagga tcctgcaacg ggaagattgt
   790381 ttgaatatgc tggagatgca cgtgagttta caccatacgc ggcgaacgca aagcgttcaa
   790441 gattagaaca agaagtgaat attgattttt ataaaagaga aattttcaca tatgcagatg
   790501 cttgtatcgt cacagtaaag attacaaatc cagatggctc aactgagtat caaaaaggag
   790561 aaataagtac agaaaacatt gtatgtacta atatcgtatg gggcgaggat gaagtttcat
   790621 ttgaaatgag agcaagtgct agtaatccgt taaatgcggc agcacctgca gctgattatt
   790681 tgttggctat acgagttaat aaaagtggta ctgtgcatgt tgaaggtgta catgatggtt
   790741 tcccttgcta tgaattttat aaacaagtag attttggtcc gtttgaatca atatatatac
   790801 atgattttag agaaacaaat gatactccag cagcactagc tggagagatg gaatatagct
   790861 ttaaaacgac agtctaaaca taaatatagc gctattttta gaaagaagta gaaaagtaaa
   790921 agagaaatct attggtttta ggattgaaat tatggtctat tttactcaat agtattcagt
   790981 atctaaaata aaattataga ggtgtttctg atgactaata tcataaaaat tagagccagt
   791041 gtatttattc caatgtcttg gactgaagct aaaatggata tggaaacagg acaagtaatc
   791101 caatttgaag gtgattcacg tgaatttaca ccacatgcgg taaatacgat gcgctctaga
   791161 gtagagcaag aggtagtagt tgatttttat aaacaagaag tgttttcata tgcgaacacg
   791221 ggtattacga cagagaaggt tataagtcca gatggttctg tgaataaaag aacaggaaaa
   791281 gcgagtacag agaatattgt gtgtactgat atcgtatgga attccggtgg tgtacaattc
   791341 aaaatgagtg ccagtgcaag caatccatta aatgtatatg cacctcctgt ggattatgta
   791401 ttaaatgtct gtgtgaaaaa agatggtagt atcgatgttc aaggagagca tgatggattc
   791461 ccttgttttg aattttataa gcaagtagat ttcggtccat ttgaaaaaat atatacacat
   791521 gattttagag aaactggtga tacagcggca gcgctaggcg ggaacatgga ttatagtttt
   791581 acaaagagat tataggaagt atggcgatgg aacgatgggt tgcttcattt gtaaagaact
   791641 tggggatgtc taagttcttt tttatttgtt tcaaatttgt gaaagaaaga catatggatt
   791701 gaaattaaat tttttataat ttattatata cccatacagg tatatgtttt tcgtatgtga
   791761 tacatgagaa aattaaataa taaataatat ggaggtttaa aatatgtcca gaaaaatagt
   791821 tgtagtaggc ggagttgcgg gcggggcctc agtagctgca aggcttcgtc gattaagtga
   791881 agaagatgaa attattatgg tggagcgcgg tgaatatatt tcattcgcaa attgtggatt
   791941 accatactat attggcggtg tcattacaga aagacaaaag ttattagtac aaactgttga
   792001 aagaatgtcg aagcgtttta atttagatat acgtgtattg agtgaagtag taaagattaa
   792061 taaagaagaa aaaacaatta cgataaagaa tgtaacgaca aatgaaacat ataacgaggc
   792121 atacgatgtg ttaattcttt caccaggggc aaaaccaatt gttccatcta ttccagggat
   792181 tgaagaagcg aaagcactgt ttacgttacg aaatgtaccg gatactgatc gtattaaagc
   792241 gtatattgat gagaagaaac cacgtcatgc gacggtgatt ggtggcggat ttattggagt
   792301 ggaaatggtt gaaaacttaa gagaacgtgg aattgaggtt actcttgtag agatggcgaa
   792361 tcaagtaatg ccaccaatcg attatgaaat ggcagcatat gtgcatgagc atatgaaaaa
   792421 tcacgatgtt gagctcgttt ttgaagatgg tgtagatgcg ttagaagaga acggggctgt
   792481 tgtacgttta aaaagtggct cagttataca aacagatatg cttattttag caattggtgt
   792541 acaaccagag agtagtttag cgaagggtgc agggttagca ctaggagtta gaggaacgat
   792601 aaaggtaaat gagaaatttc aaacgtctga cccacatata tatgcaattg gtgatgcgat
   792661 tgaagtaaaa gattttgtta ctgaaacaga aacgatgatt cctttagcgt ggccggctaa
   792721 tcgtcaaggt cgtatgttag cagatattat tcatggtcat acggattctt tatataaagg
   792781 tacgctcgga acttctgtag ctaaagtttt tgatctaaca gttgctacga ctggattaaa
   792841 tgagaaaata ttaaaacgat taaatatacc ctatgaggta gtacatgtgc aggcaaattc
   792901 tcatgcggga tactacccga atgctacgcc agtgctaata aaattaattt ttaataaaga
   792961 tagcggaaaa atttatgggg cacagacgtt aggacgtgac ggtgtagata agcgtatgga
   793021 tgttatcgca acggcaataa aagcaaattt aactgtactt gatttgccag atttagaatt
   793081 atcatatgcc ccgccatatt cttctgcaaa agacccagta aacatggtag ggtatgcagc
   793141 aagtaatata gtagatggtt ttgtggacac agtacaatgg catgagatag atcgtattgt
   793201 tgaaaatggt ggatatctta ttgatgttcg agagcctaat gaactaaagc aaggaatgat
   793261 taaaggctct attaatattc cgttagatga attacgtgat cgtttggagg aagtgccagt
   793321 agataaagat atatacatta cgtgtcaact cggtatgaga gggtatgttg cagcacgcat
   793381 gttaatggaa aaaggatata aggtaaagaa tgtagatggt ggttttaaat tgtatgggac
   793441 agtcttacca gaacgtattg tatattgata ttttttcatc ttccacttca aaatttggtg
   793501 gaagatgaaa gcctatagat gaaggtttcg ctttgtgttt tgtgaatgta taaaataaaa
   793561 ttttaaaata agggtttaca aaataccctg cagggtataa tatattgtca taagttataa
   793621 atagtgacat aatggtaatg aggtgattat acaatggaat ataatcaaga tatgaaaaat
   793681 agattgaaac gcattgaagg tcaagttcgt ggcgtgcttc gtatgatgga agaaggaaaa
   793741 gattgccgag aggttattac acagttaacg gcatctcgtt ctgcacttga tcgtacaatt
   793801 ggcctcgttg ttggaacaaa tttagagcaa tgtttacgtg aacagtttga aagtggtaat
   793861 ggttcaaatg aagaattaat taaagaagct gttcaattac ttgtaaaaag ccgataatct
   793921 gtcaaacgta agtgttgaca gattttcaaa aacattttat tataccccta caggtatatg
   793981 tatataagtt gtggaggaat cgactatgag tataaaagtg gatatgagtt tagattgcaa
   794041 aggtttggct tgtccgatgc cgattgtgaa aacgaagaag gcgatagaag gattagcatc
   794101 agggcaagtg attgaagtta aggcaacaga taaagggtct actgtagata taaaaagttg
   794161 ggcgaataaa gtagggcatc aatatatcgg tacaaaacac gagagcgata ttttgatgca
   794221 ttacgttaga aaagcacatg agcatgaagt gaatgaggtt gtgaaatatc ctcatacaat
   794281 tacgaatata gagttggaag agatattagt aagtggtgaa gagtgtactg tattagatgt
   794341 tcgtgaagca gcggaattcg cttttggtca tattccatct gctacttcga tgccgttagg
   794401 tgaactagaa agtctagtct tagataagac gaagcaaatt tatgttgttt gccgaactgg
   794461 taatcgcagt gatgtagctt gccaaatgtt gaaagagaaa ggttatacaa atgtgaaaaa
   794521 tgttattccc ggtatgatag agtggcaagg gaatatagag aattaaattt ttttaaataa
   794581 aaatatacct cagggggtaa gaagatggaa gttaaatcat tacaagcaaa agatgttgca
   794641 gagaaagttt tattcggaga gttgtttatt ttagatgttc gtaatgagac ggattatgaa
   794701 gattggaaaa ttgaagggaa acaaatctca tctataaata aaccgtattt tgatttgtta
   794761 gatggtgtag atcaaattgt aagtgaatta cctaaagata aagatgtttt agtagtatgt
   794821 gcaaaagaag ggtcttctat atttgtggca gagcagttaa cagaggctgg attagaaaat
   794881 atttattatt tagctggtgg tatgaaggct tggagtgaat atgtaaagcc tataaaagtt
   794941 ggagatttaa aaaatggcgg aagtatgtac cagtttaacc gccttggaaa aggctgttta
   795001 tcttatatgg tcgtttcaaa cggtgaagca gcagttattg atgcaataag aacagttgaa
   795061 gcgtatgaac aatttgcgaa agagaatggc gttacgatta cgaatgtaat ggatacacat
   795121 ttacatgcag accatatttc tggaggacgt aagttagctg aaaaagtagg ggggacgtac
   795181 tggttaccac caaaagatgc ggaggaagtt gttttctcat atgaaccgct cgttgaagga
   795241 tctgttatta cggtgggggg tactaaaatt gaaattgatg cattatactc accggggcat
   795301 acgattggaa gtacatcatt tattgtagat aattcctatt tattatcagg cgatatttta
   795361 tttgtagatt ccatcgggcg tccagatctt gctgggaagg ctgaagattg ggtaagtgat
   795421 ttacgtaata ctttgtatag ccgatataaa gaactatctc aaagtttaat tgtgttaccg
   795481 gctcattatt caaaaataag tgaaatggac gaaagtggta ttgttagtgc aaaattaaaa
   795541 gatttatttg agcataatgc aggattaaat attgaggatg agggagagtt ccgtaaagtt
   795601 gtaacagaaa acttaccacc tcaaccaaat gcatatgaag aaatccgtca aaccaatatg
   795661 ggtaaaattc acccgagtgt ggatgaagag cgtgaaatgg agattggtcc aaatcgttgt
   795721 gcagttcaca aataaataaa tgaatgaatg aaaaatggag gaatagatga tgaatgtaaa
   795781 acaagtatta gatgcgaaag atttagcatg tccaatgccg attgtaagaa cgaagagagc
   795841 gatggatact ttgcaaactg gagaagtgtt agaagtacag gtaactgata aagggtcagt
   795901 taaggatatt ccagcgtggg caaataaaag tggccatgac atcgtaaagc atgaagagga
   795961 aggcgatgtg ctgaagtttt ggattaagaa ggcgtagtat ttttataaat gtagagaggt
   796021 tggttatatg aacacaatat taagtacgct tttcattgta cttgctgcat ggtttgttat
   796081 ttcacgcttt ttacctgtgg aaaggtgttc aaaatataaa cggaaaagaa ttaaaaagta
   796141 tagtaggaaa acagggaaag tactttatcg atgttcgtac agtaggtgaa tatagaggaa
   796201 atcatatgaa aggatttcaa aatatcccgc taaatgactt agctagtaag acaaatcaat
   796261 tagataagaa tagggaagta atcgttattt gtcagagcgg aatgagaagt aaacaagcag
   796321 cgaaaatgtt aaaaaaatta ggatttcagc atgttatcaa tgtttcaggc gggatgaatg
   796381 gtttgtgagg aggaaatgta aaatgaaaga aatgatagca aaagaattag aagaaaaatt
   796441 gttacgtaaa gaagcagtaa atatcgtaga cgtacgtgaa gtagaagaag tagctgaagg
   796501 gaaaattcca gaagcgtgta acattccact agggctgtta gaatttcgta tgcatgagtt
   796561 ggataaaaag aaagagtata ttatcgtttg tcgttctggc ggaagaagtg caagggcagt
   796621 tcaattttta gaaggttacg gttttcgagt gattaatatg gtaggtggta tgttagcgtg
   796681 ggaaggtaaa gtagaatagg gcgagacgat tttttataaa aataaaaata cccctatagg
   796741 taattggagg gagaacaaca tggaacaaca gaagaaaaca acaatcgttt tatttagcgg
   796801 agattatgat aaagcgatgg ctgcttatat tattgcaaat ggtgcagctg cttatgatca
   796861 agaggtaact atttttcata ctttctgggg attaaatgct ttaaggaaag atgaacatgt
   796921 agaggtaaag aaaactttca tagaaaaagt gtttgggaag atgatgccac gcggcgctga
   796981 taagatggga ttatcaaaaa tgaattttgc aggtatggga ccaaagatga ttaaaggtat
   797041 tatgaaaaaa cataatgcga tgccattacc agatttaatt gatttggcga aagaacaggg
   797101 gatcaaactt gtagcttgtc aaatgacagt agatttatta gggttaaaag aggaagagat
   797161 tatggaaggg gtagagtttg caggagtagg agcttattta gcagatgctt cggatgggaa
   797221 tgtgaactta ttcatttaaa tcaccttctt tttagaaggc gggggatata agatgagttt
   797281 agtcgtatta ctttttataa ttgggtttat aggatcgttt atatcaggaa tggttggaat
   797341 tggcggtgcg attattaatt atccgatgat tttatacatt ccggtattac taggatttac
   797401 tggctatact gcacatgaag tgagtggtat tacagcggtg caagtattct ttgcaacttt
   797461 tgcaggggca tgggcttatc ggaaaagtaa tgatatggat aaaacgctcg ttgtgtatat
   797521 gggagctagt atattaatag gaagttttat aggtagtttt ggtgctaatg cattagagga
   797581 acatacggtc aatgttgttt atgcagcgtt agcaacaatt gctgctatta tgatgttcgt
   797641 accgaaacga aataatggtg atgaactgaa atataataaa tggttagcaa gcttgttagc
   797701 gtttattgta ggtggagcat caggtattat aggtgctgga ggttcgttcc ttttagttcc
   797761 aattatgcta gtcattttaa aattgccaat acgtagaaca atagcaacat ctattgctat
   797821 tacgtttatt tcctcagtag ggattacaac tggaaaagta ataactgggc aagtagttgt
   797881 aatgccagct cttattattg cgattgcaag tatctttgct gcgccgcttg gagcgcgagt
   797941 tgggaaaagg atcaatcaaa aagcactaca atatatgtta tcgattttga ttgtaggaac
   798001 tgctgttaaa atgtggattg atatgatatc gaaataaaag gatggtgctg cttgcagccc
   798061 atccttttat ttatgcccaa atcactttca ttaagttttt gtattcgtca tttgctaatt
   798121 tatatagcat tctcgtatgt tcaaagacaa gcgctggatt aaagtttggt tctgagaatg
   798181 caagagatgt tgaaatatca attgcatttt gcttgtttaa tgtgaatttt gcaaatcgat
   798241 aagatgtgtt taattcatta ataacgtgca aaatatcatt tgttgctgtt gcatcaggta
   798301 cgtgagcaac attgaagcag tatatatcta cagtaggatg ttcgttttgg aaagcagcga
   798361 taagttgaat ttttgcgcca gcttctgtct ctaaccctac tgaaaaatga acagaaccat
   798421 cattttcatc tatattttct tccatgtata tatcgttgga ttttaagtag tctttaaaat
   798481 ctgagatgtt atgttttact gcagctttca tatgtatgag ccccctgata attggaatag
   798541 attgctatta tttattataa tttaaaaata ttaaaaaaga tagttggaaa gttctgattt
   798601 ttaattgtga ataataaaga agcagtactc tacctccata gagaactgct tctttattat
   798661 tcattgtcgt tagacgatgt ttctttgtct tcattgctat tttttgattc attgttactt
   798721 gattcgcgtt cacttgaatt ttcagactta gattcttttg ttttctctgt acttgttttt
   798781 ttcgaatcag agtctgtttt tgtatatgca ggtaatccaa gatgagtacg aagatcattt
   798841 gtaacttttg ctaattcttt tttatctggg ttgtagaaat atgttcggcc gccaccagca
   798901 gatttgctac atgtatcgtc gcctttttcc atatagcagt cgtcaccttg gatttgtaat
   798961 ttctcaattg aagaatccgc cccatattta tagaatgaaa gcatatcatc aaatgttaag
   799021 tttgtaacga attgtccgtt aatatcatca atgatattac caacttttgt tacagatcca
   799081 acgcttgtta gtttctctaa aattgcttca ataacgagct gttggcgttg tccacgcatt
   799141 gcatcactat cgatgtggcg cgttctagca agagcaagag cttcttcact atttagtttt
   799201 tgaacgcctt tcttcaggtg aattgcatca gcgttatcat tactatcttg ttcagtaaat
   799261 tcaactggta catcaacttc aataccgcct aaatcgtcga caattttcat aaatgatttg
   799321 aagttaaact ttacaaagta atcaacagga acatttagta atttttcaac tgcatcaata
   799381 ctcgcttgtg gtccaccatc ttttccgttt ttagtagaac catatgcatg agcgtgtgta
   799441 attttatctt ttttcttttc cactggaata tacgtatatg tatctcgtgg aatacttaat
   799501 agttttacag ttttgctatc tttattaaac gttgcaagca atagtgcgtc cgttcttata
   799561 gcttcaccat attcttttcc tcggacatcg ctttcatcaa cacccattac taagacagag
   799621 acattgtttg taataggttt tacagcttta tcacgtaaat cagatttatc accgcgtgct
   799681 aaatcgtgtg cggcatttcg aacagcagaa gatgctttat ttactaaaaa ccaagtataa
   799741 ccgccaccta ctattaaaaa gaatagaata acgcttataa taatttttat ttttttctta
   799801 ctttttttcg gtttactgcg tgtattttct tgcaaagatg ggttttgctc catttcctgt
   799861 actccttcat ttggattgaa atacgacact catatccact tattataatg aaatttagcg
   799921 aaaaaaacat tacaaaacat ttacatttcg taaaaattca atatatttat aaaaagtcag
   799981 atattctata ttatattttt tagatgtaga ataagtataa gttgttttag tagaaatgaa
   800041 aatatgtatt gtgagaaagt gatagagaag taagatttgt tgaaatatag ccaagaagaa
   800101 acgagtaggt ttacttattt cttctatata ataaagaaga aatttacgga taaaggagag
   800161 agcataatga atcatacatc attccgagca attgttgtga acgaaacaga aagtaagcag
   800221 tttgtaagaa acgttgtagc gagagaagta agtagtttac ctgaagggga cgtattcata
   800281 caggttcatt attcctcatt aaattataaa gatgctcttt cagccacagg taataaaggt
   800341 gttacgagaa tatatcctca tacgccagga attgatgcag caggagtggt tgtgagtagt
   800401 aaagatgcta ccattaaggc aggagatcaa gtcattgtaa cgggatatga tttagggatg
   800461 aatacttctg gtggtttcgg agagtatatt cgcgtgccgg cgtcttggat tgttccttta
   800521 ccagaggaaa tgtcattaaa ggaaagtatg atgtacggga cagcaggttt tacagctgct
   800581 ttatcagtat ataagcttat tggagcaggt ataacgccaa gtatgggaga tgtactagta
   800641 acgggtgcta cagggggcgt agggagtgta gctgttagta ttttaagtaa attaggattt
   800701 aacgtagtag gagcgacagg gaaaatggaa gaggaagaga tgctactacg tctaggagcg
   800761 aaaaaagtga ttcatcgcgc ggaattgaat gatgaatcag gaagaccaat gcttcaagga
   800821 atatacgctg gggttatcga tactgtaggt ggacatatgt tagaaacagc tttaaaaacg
   800881 gtaaagtatg gtggttgtgt aacgacgtgc ggtaatgtgg caggacagga attacaaacg
   800941 acggtatatc cgtttatttt gcgaggcata agcctgttag gaatagattc tgtgcaatgt
   801001 ccagtcgatg tgagaagaga tgtgtggacg ctcttagcaa atgaatgggg aaataaagag
   801061 ttacgatctt atacagaaga atgtatatta gaagagttag atgaaaagtt tacacttata
   801121 ttgcaaggaa ggttaaaagg aagaacagtt ataaatatga aatgaaaaga gagacgctta
   801181 cattagcgtc tctttcctat tataatgatt gttttaaatt gattttacct tgttcaccta
   801241 aaacaccatc agcaatattt acagcgtgat caccaatacg ctctaagttg cttaccatat
   801301 caacgtagat gatacttgca tcacctgaac agctacgttc gtttagacgt aatacgtgac
   801361 gtttacgaag aacacgttcc atttggtcaa ttttacgttc ttttgcaata accgtttgag
   801421 ctagttcagt gtcgaagttt gttaaagcat taattgcatc ttgtaatgtt gagattgtta
   801481 actcgagcat ttcatttaat tcagctagtg cttcgtttga tagggaaaca cggtttgaaa
   801541 tttggaaatc aacaagttct acaaggtttt ctacatgatc accgacacgt tcaatatcgc
   801601 caacaacacc tgctagaact gaatgcttct cagagtctgt tggtgaaagt ggcttttctg
   801661 atagtaaaac taaatactcg gtaatttttt tatctaaatt gttaatagct ccttctaatt
   801721 gagtagccat gtcaacgtgt tttttatctt gtgtgtttaa aaattggttt gcttctttta
   801781 atccatgtaa tgaaaactca gccatacgaa taatctcttt ttgtgcttca gttaaagcga
   801841 tagctggaga ttgttcaata aagattggat ttaaatgttg cggtttgaaa tcaatagcag
   801901 catcttcccc gcgaataatt ttcgttacaa tccatgctaa tacagcgatg aatgggaact
   801961 gaataattgt attcgttacg ttaaatgttc cgtgtgcaaa tgcaattgtc atttctggat
   802021 ttaagtttaa tgacgtttgg aagtattgaa ttaaatttgt aaaaggtatt aataaaattg
   802081 taaagatgat tgtaccgaca atattaaaga taacgtgaac taatgctgcg cgtcttgcag
   802141 caattgaagt accgattgct gctaatacag ctgtaattgt tgtaccgatg ttatcaccaa
   802201 ataatacagg aagggcagct tgtaaatcga ttgcaccttg accgaatagt tcttgtaaaa
   802261 taccgattgt tgcacttgag ctttgtacaa ttaaagtgaa gactgtacca acaacaatac
   802321 ctagaattgg attatcactc atgctaaccg ttaattcttg gaatgattct aaagagcgaa
   802381 gaggcttcat acctgtgctc attaattcta aaccgaagaa taacatacca aaaccgaata
   802441 taacttgacc taaagaatgt acttttttat ttttaaagaa gaatagtaag atagctccaa
   802501 ctgccataat tggaagagca tattctccga ttttaattcc gataataaat gcagtaacag
   802561 tcgtaccgat gttcgcaccc ataataacac cgattgcttg tcttaatgtc ataaacccag
   802621 cacttacaag tccgactgtt aaagcggttg ttcctgaact tgattggatt aatacggtaa
   802681 ctaacatacc tgctagtaca cccatcagtg ggtttgttgt aaaacgatct agaatatcgc
   802741 gaagacgatc tccagctgct tgttgcagtc catcgcccat gtatttaatc ccgaataaga
   802801 aaatccctaa tccaccaatg aactggaaga tcatatcttg aacattgtat tccacgcatt
   802861 ccactcctta aatttcatgt acgatgtaat tattaactaa accgtgagcc actgtaaacg
   802921 atttatcagt aaaatttaca ctaaatttac aaagggataa aaagtttaca attctttaaa
   802981 gaaacagctg tattttattg gtttttatct tttgtaaatc gtatttttgt aaaaaaatca
   803041 cactttttag aaaagtgatg ttcggttgaa tatcaaagaa agcgtctgcg agttcatcgt
   803101 atattttttg atgaaagtta aaaaaatatg tagggaaatg catgtagttt tataacgtca
   803161 aaaatacgta aaaaagccac tggaattatc cagcagcttt ttccgtattt ttatcaccat
   803221 gcttttgttt ttttacactt gtaatgtaaa tgaacaggaa agcaataagt agtagagagg
   803281 aataacgata tacagttgcg tagtttgtaa aatgtgcaat gaatccaaaa ataatcgcgc
   803341 cagcaccaat gccaaggtca aatgctgaga agaatgtagc tgttgcgact cctcgtcggt
   803401 gcggtgctac tcggtcgatc atccacgctt gtagtgcagg ttgaatggct ccgaaaccac
   803461 ttccgtagca tgctgctgca ataattaagc ttggaatggt agttgtatac gataataaaa
   803521 taatccctgc aaacgtaata ataactcctg gaataattac gaatgaatga cctttcgcat
   803581 catatagctt tccggaaaat ggacgagtaa cagcgattgc aagtgcatta aataagaaga
   803641 ggcttatatc agcaatgccg acttccgtag caaataacgt aataaagctt ccgattcccc
   803701 cgtacattaa tgtaatacat aatattaata atgaaggaag taaagctttg cgctcaataa
   803761 atccatcgag aaaggtacca gatgtttgct ttggtggttg tggtgatttt ttaatttgaa
   803821 gtagtttcgt taatattaat gaaacaattg tacaggaaag tgcacataaa aaaagaatcg
   803881 tgaagttata tgtttgcata agccaaagtc cgataagtgg gccgagcgcc attgcaatcg
   803941 ttccagaaag gccgaaatat cccatgccct caccgcggcg agcttgcgga attaaatcgg
   804001 aaacgacagt tccatatgta gtcgttgtaa taccaaaacc ggctccgtgt aaaattcgaa
   804061 cggcaagcaa taggaaaacc gttgaagcga aaagataact acccatagcg agtaaacaaa
   804121 tagcagtgcc aatcattaaa atgatttttt tgctgaattt ttgcaaggca tttccagtta
   804181 gcggtctaac aaaaagtgct gcaacagtaa acataccgac aacaaatcca atattggaac
   804241 ttgtacctcc aatttctttc acataaacag gtaaagtcgg aattaacatt tgaaatccta
   804301 aaaacataca taagtttgct agaattagcg cgacaaattc tttcgtccat aacggttctc
   804361 gttttacgag tattgcttct cccatatatt catcccctat ataaaaattt ctcttttctt
   804421 tcgagtatat gtattggcca atgtaacagt caaggaaggt gccttgaaaa cgtacaacaa
   804481 ttttcgaggt aaaaaactga caaatttgtg gaaagactac acaactatga aaaaaagatg
   804541 taaagtatag atgtatagac tggtagttgt tatgaatgat agaaattgtt ttttctttaa
   804601 cgaaagcgga ttcaaaaagt agtgaatgag aaggggatat atactttttc actacatata
   804661 tttgaaaagg tttacaatat gatgaagaaa gaggcgtgta catatgagac gattaggtat
   804721 ttctatttat ccagaacatt caacagtaga gaaagataaa gagtatttaa cattagcaag
   804781 taaatatgga tttaatcgtg tattcacatg tttattatct gtagatggtg aaaaagaaaa
   804841 aattatagaa gagtttaaag aaacgatttc tcatgcaaat gcattaggat tccaagtgtt
   804901 agttgatatt agtccagctg tttttgagca attaggtatt tcatataacg atttatcgtt
   804961 tttccatgaa ctaggtgcgt acggtattcg tttagatgtt ggtttctcag gattagaaga
   805021 atcaattatg acttacaatc cgtatggctt aaaaattgag attaatatga gtaacggtac
   805081 gaagtatgta gataatatta tgagccatag accaaatcgt gaaaatttaa ttgggtgcca
   805141 taatttttat ccgcatcgtt attctggatt atcatacaat catttcatta catgctcgaa
   805201 acaatttaaa gattacggta tgagaacagc tgcttttatt tcatcatttg atgcaacata
   805261 tggaccttgg ccagtaacag aaggattatg tacgttagag cagcatcgtg aattaccaat
   805321 gacaacacaa gcgaagcatt tatttgcaac agaattaatt gatgatgtta ttattgcgaa
   805381 cgcttatgca ccagaagaag aattacaagc actaggtgca ttaaataaag agaaacaaac
   805441 atttgatata gagttatatg atacaacgac agaactagaa agaattatcg tattagacga
   805501 acctcatttt tatcgcgggg atgtatctga atatatgatt cgctctacac aaagccgtgt
   805561 gaaatataaa aaagaagagt ttaaacctca tcatacacgt gaaattaagc gcggcgatct
   805621 tctaattgat aatgagcaat atggccaata taaaggtgaa ttgcaaattg cattaaaaga
   805681 tatggtgaat acaggaaaaa caaatgtagt tggtcgaatt gtagaagaag agattttctt
   805741 attagattat ttacaagcat gggataaatt cggattcaca ttaaagagat agataaaata
   805801 aaagggaaaa actactgact tcagcagctt tttccttttt atatatatag tgagaggaag
   805861 agctatgaca aaggtgcatc agcgattaat ttctatttta gaggagtttt tagaagagaa
   805921 atcgatgtta aatcgagctt ttttagcgag ccgtttacat gtatcaacga agacgattca
   805981 aaaagatata aaattattaa atgatatatt ggaagaaaac ggagcgaaaa ttgaatcgca
   806041 aagagggact ggatacgagc tagaaattat acaaacgaag aagtttgaag agttttgtgt
   806101 gagtctattt caaaaacaga cggaaaaaat cccaacttct tatgaagaaa ggatagcgta
   806161 cattctgcaa cgtattttaa ccaccgaggg atatgtgaag ctttcacagt tagcagagga
   806221 gatttatgta agtaaatcga ctgtaaattt aattatgaaa gatgttacag atatatgtgg
   806281 gcgctatcaa ttacaaattg aaaagagacc gtattatggt atacgtattg tgggagagga
   806341 gtttcatatt cgttcttgtt tatcacaata tggtttaccg cgttatgacc atactccgtt
   806401 tcatgagcaa tttgagcaga gtgatacata tgtatcgtta cctcatatac cgcttatccg
   806461 ttcggttata ttaaagtata tcgagggagg gacgatatat ttatcagata tagaaattga
   806521 taatttagtc attcatattg caattgcatt aaagcgttgt gaagatcagc attatatgaa
   806581 aggactaaat gaggaacaag ctgaacttat aataaagaaa gaatatgcaa ttgcgaaaca
   806641 gattgtaggg gatttagaga aagagttgca tctttcattt ccagaagaag aagttttata
   806701 tgtgacaatg catttattaa gtactgctgt cacatcgaaa gatcgttatg aaaatgtgga
   806761 agaactatta gggaaagatt tatatgcatt catgcaacat attcttttta aagtagcgga
   806821 agaacggaat cttgtttttt attatgatga agaattatta tttggatttg gtgttcattt
   806881 aaaaacgtta ttaaaccgtt tgaagtataa gttaaatacg agaaaccctc ttttggcaga
   806941 agtgaaaaag aattatccgt atgcttttga aattgcggtt ctcgttgggg atataattgg
   807001 tgaatataca ggtgagtcga ttccggaaag tgaaattggt tatattgcca ttcacttcgg
   807061 cggagcaatg agccgtttac aggaacaaaa tcaaaagaag agatgtttat tagtttgtgc
   807121 gactggtcaa ggaagcgccc agctattgaa atataaaatt ttatcacagt tccgagataa
   807181 attagaaatt gtagggatta caggttacta tcaattgaaa gtggaagatc tgtataaaga
   807241 aaagatagat tgtattatta gtacgattca tataccaagt ggtttacctg tacctattat
   807301 aaaagtaaac tcaatatttg atgataaaga gattaagtca attggtcagc agttgtttac
   807361 gcacgtgaat aatagtgtac agcaatatat gaaggaagat ttaatctttt taaatcatag
   807421 tgcttctacg aaggaagagg ttatccaatt tttatgtgag aaagctgctg agaaaaacta
   807481 tgtgccagaa cacttttatg actctgttat ggaaagagag aatacatctc ctacagcggt
   807541 tggaaattta gttgcaattc cacatccgat gcagttatta agtgcggaaa catttttgat
   807601 gttttgtaca cttgaaaaag ctgttgattg gggagataag aaagtacaag ttattatttt
   807661 atttagtgta aagcgcaata ataatgagga tttacaacgt ctttatgatt ttttatatga
   807721 tattatgtct agtcaaagta cgatagagaa attaacgcat gctgaaggta ttgaagattt
   807781 ccaagaggta ttactatcta tataagaaaa gtatgtaaaa acttccgtta cacaacggaa
   807841 gttttttatg tttaattgta tgcgttttca caataagata aaagcataga aaaaagatag
   807901 cttgggggaa tttaaaatgg ctgatatgca aactccattt gcattaattt tacatggtgg
   807961 caacgcgaga agtatagcgc ttgaagcaat tgcttttgca agacaaggag attttgagaa
   808021 tgcgagtgaa aagatgacac ttgctagtga agaaatttca gcagctcatc gcattcaaac
   808081 ggacttaatt caagaagaag caagaggaaa tcatgcagaa atcagtttac tgttagtaca
   808141 tgcacaagat catttaatga atgcaattac agtgaaagaa cttgcggaag aatttattac
   808201 tcttcataaa cgaatggaag agaaagtgat agcataagat gtacatttta ctatgttgtg
   808261 cagcaggcat gtcaacgagt atggttgtaa gaaaaatgca agaagaggca aagaaacaag
   808321 ggaaggatta taaaattaaa gcagtggatt cagaacttgt gaaactggaa ataaaaaatg
   808381 ctgatgtagt tttaatcgga ccacaggtga agtatttgtt tccagcggta cagtttcttg
   808441 cgaagtcata cgatataccg gttgcaatta tagagcaacg agattatggc atgtgtgatg
   808501 gtttgaaagt actgaaacaa gcagaacaat tagttttagc ataattatat ttttttaaat
   808561 ataaacatta taatgttata actttatttc attctttcat agaaaagaga aagaggaggg
   808621 gttttgatga atgggtttat gagttttatg gaacaaaaga ttatgccaac aacgcaaaag
   808681 attgccggac agcgacattt attagcaatt cgaaacgggg ttatttctac attaccgtta
   808741 acgattgtcg gatcattttt cgttatcttt ttaaacttac caattgatgc atatatggag
   808801 tggattgcac cgtttcgcca tattttagat attccattcc gatttacagt aggactaatg
   808861 gcattatatg cagcatttgg ggtaggggct tcgctcgcga acttttatca gctcaatcag
   808921 ttaagtgcag ggttattatc tgtactcgcc tttttactag catcagttga acccattcaa
   808981 attacgaaag ccgtaccagg tgttattgat gcaggtagat atatttcagt aggaacatta
   809041 agtgcaacat ctttattcgg cgcaattgtt acagctttaa ttgcagtaga aatttatcac
   809101 tttatgatta agcataatat ctcaattaaa ttaccagata gtgtaccacc agcagtttca
   809161 aattcatttg cagcattaat tccaacgtta gcagttattc ttttattctg gggcattcgc
   809221 tacggtttga aatttgatgt aaatacaaca atcacgtatt taatcgcacc attaaaatca
   809281 gtattagtag gaaataattt attcggcggt ttattaacag tattcttaat cgtattcttc
   809341 tggtcattcg gtatacatgg ccctgcgatt ttaggaccaa tcattcgtcc aatgtgggat
   809401 tcagcaattc ttgaaaatat ggaagtattc acagctacag gaaatgcaca tcaattacca
   809461 aacttattta cagagcaatt tattcaatgg ttcgtatgga ttggtggatc aggctcaacg
   809521 ttagctttag taattatgtt tatgttctct aaatctaagt tcctaaaaga attaggtaga
   809581 ttatcatttg tgccaggttt attcaatatt aacgaaccga ttattttcgg ggcaccaatt
   809641 gtaatgaatc caatcttaat tattccgttc gttattacac cgttagtgac aacgacagta
   809701 tcatatttcg cagttgtttc aggtatgatt ccattgatga tggcgaaact gccatttacg
   809761 atgttagcac caattgcagc ggttattagt acggactgga caattatggc tggtgtactt
   809821 gtacttgtta actttgttat ctcattcgtt atttactatc cgttcttcaa aatgtatgag
   809881 aaacaacaat tagcaggaga ggagaaagaa aaatgctcgg agcaattatc atcttaatta
   809941 catttgtagc agggcagtgt attgcacatt attcaaaatg ggtacaaagt aaatcgttat
   810001 tagttttact attagtatca attgtattta tcggttgttc aatgggtgct tatgtaatgc
   810061 taagcttaca atcaccgtac gttatcattg taccaacgat tttatgtgca acatgtttat
   810121 ctgcaaaata tagatttacg agcatggcat taatacaacg tgtgaaggag atgcaaaagc
   810181 atggagcgta aattaggaat ttcactttat ccagagcatt caacgaaaga acaagatatg
   810241 gcatacattt cggcagcggc acgccacggt ttttcaagaa tattcacttg tttattatct
   810301 gtgaatcgtc cgaaagaaga aattatagct gaatttaaag aaattattaa tcatgcaaaa
   810361 gataataata tggaagttat tttagatgta gctccggcag tatttgatca acttggtatt
   810421 agttatagtg atctatcatt tttcgcagag ttaggtgcag acggtattcg attagattta
   810481 ggatttgacg gattaactga agcgaaaatg acgaataatc cgtacggctt aaaaattgag
   810541 ctgaacgtaa gtaacgatat tgcgtactta gaaaatattc tttcgcatca agcgaataag
   810601 tcagctttaa tcggttgtca taacttctat ccgcaaaaat ttactggact tccatacgaa
   810661 tatttcattc gctgtagtga acgctttaaa aaatatggta ttcgcacggc agcgtttatt
   810721 acgtcacatg cagctaacat cggcccatgg gatattaacg acggattatg tacattagaa
   810781 gagcatcgta acttaccgat tgaagtacaa gcgaaacatt tatgggcgac agggtttatt
   810841 gatgacgtta ttatcggaaa tgcttatgcg agtgaagaag agttagagaa actaggaaac
   810901 ttaaatcgtt acatgttaca gttaaaggta cactttgtag acgaggtgac tgaagtagag
   810961 aagagagcca cgctgcaaga attacacgta agacgcgttg acataacaga atatatggta
   811021 cgttctacag aagtacgtaa aaagtataaa gactatgact tcccagtgcg caaaagtgta
   811081 cgacaggaaa gagggcaagt tgtaattggt aacaactcat ttggtaagta taaaggcgaa
   811141 ctacaaatca ttctaaaaga aatgccgata gatgaaagga aaaatattgt cggtacaatt
   811201 gcggaagaag agttattctt actagattat gtaggagctt ggacgcagtt tacttgtgtg
   811261 gaatagggga gtataggagg ctgtccaaat tttgggcagc ctttttatca taaagtactt
   811321 tttaatgtca aagtttgtcg gtaaatcgat atttcttgtt taatcgttga tatattataa
   811381 gttacgatag atatattcga aaaatcgttg atatattgta ggttacgata gatatatttg
   811441 aaaaatcgtt gatataattt cagatagaag tatattttct ttagaaggag cgcaaaaaga
   811501 gtcagcctca atgagactga ctctttttat acgaactagt ttaatacttt aactgtaact
   811561 gttttacgtc cccagttact tgatgtacct ttgtctggca ttaaaacgtc gattttgttt
   811621 cctttaatag ctccaccagt atcaccagcg attgctactc cgtaaccttc aacccatact
   811681 tttgaaccta atggaatgac acttggatca actgcgatta gtttcatgtt tggattagct
   811741 gttaagttgt gacctaaagc tgattttact tggtcgcctg ctttataacc attttcaagt
   811801 ggatctgctg tgtaagctgt tgctacaacg cgtaactcac gagaagatga tggtgcactt
   811861 gtttcagttt cttttgcaac aggttgttgt gtagctggtt tttgagcttt agccgcttca
   811921 cgagcttcag ctgcttcttg agctttagct tctgcctgag ctttagctgc ttcacgagct
   811981 ttagctgcct cttgagcttt agccgctgct tgagcttcag ctgcttcttg agctttagct
   812041 tctgcctgag ctttagctgc ctcttgagcc ttagctgctt cacgagcttt agccgctgct
   812101 tgagcttcag ctacttcgcg agctttagtt gcttcctccg ctttagcttt tgcttgcgtt
   812161 tcagctactt cacgagcttt agttgttgcc acggctttag ctgtatcttg aactgtagtt
   812221 gttttttcag ctttaactac tggttgaact ttaactggag ctttacctgt taagtaagga
   812281 acgtgaacgt aagctgtttt tccgttatat tcaaattgga tccaaccatt ttcaacttgg
   812341 tgtgttgttt cgattacgtc atcttgtttc aatttcccaa gaatctctga gtctgtgttt
   812401 gcaccagcac gtacgtttaa tacgttagct gttacgtagt aagtgtcttt tgtgtagtca
   812461 gcgctaatga aagcttcttt accgctattc aatttcactt ttgaccatcc gttttctgta
   812521 tgtaaaacgt taactttata tccatctaat aattttccta caacttttga ttcagtagtt
   812581 gggttttctc gtacatttag tacatcagtc gttacgattg tttctgcttt agcagatgtt
   812641 gtgaaaatcc caagaccaaa aaccgctgct gttgctatac ccataaattt tttcataata
   812701 gcctccattg catttgtttt cgttgacctc attatagcaa ccattatttt cttatttgcg
   812761 aaaaacatag aattacaaag ctttcgtaac ggggcattaa tattctgtaa taattccagt
   812821 aatatcctaa aagcgctttc ttatagtttt taggggaggt ttgagcatat aatgcataaa
   812881 aagggtagta tttcaatttc tgataggtta atagtatttc tatagtgtta cgtaattgtt
   812941 tcgtaactat tacaaaaatg acgtattttg ctgttggaac agaaaagtag ttatgcaaaa
   813001 ataactattt tagttgtgga gaaatagaaa tgaggtaaaa tttaataaaa tatcgctata
   813061 attgttacaa aataagtcga ggtatggaaa aaattacgcc ttgattttcg actttcacat
   813121 agtatttttg caataatagg attctataat agatttagta ggttaaaata attaaaggtg
   813181 tttataacgt gaaacatata taatagaaga aacacgattt aatagataaa taaaaaacgt
   813241 aggagtgtaa actcctacgt ttttgtttat tcatatcgta aacattcaat tggatccagt
   813301 tttgcagctt tgttagctgg cagtaaaccg aatataatac cgattaacat ggagatacct
   813361 actgcaagaa gtccaagttc ttttgagaca acgagtggcc atccagcaaa gattgagacg
   813421 atccaagcga agaagatacc gagcatgaaa ccgatgaaac caccgagtcc tgttaaaata
   813481 caagattcaa ttaagaattg tgttaatact ttaccacgcg ttgcaccaag agctttacga
   813541 ataccgattt cacgtgtgcg ttctgttaca gatacaagca tgatgttcat tacaccgata
   813601 ccaccgacaa gtaaggagat agcggcaata ccaccgaata ccatcttcat cataccgatt
   813661 gattcatcta attgcttcgt aaattcacct aagtcttgtg cttcgaattt gtgctcaaat
   813721 ttaggagctt tcatttcgtt taaaacagaa acggcttgtt tttctacact tttgcgctct
   813781 gtcggagagg tcattgttaa tcttacagag tcatactcag ttactcccga aatgacaggg
   813841 gcattttcaa gtgatgtata accttcaggc ataggcattc cgaagtcgtt tttcgtttcg
   813901 tatacaccga ctattttata cggctttcct tttatatctg tgtattgatt tgattcccaa
   813961 ccactaaata atttgttgaa agcttcttca tttaatataa cagcagggat tgcttggttt
   814021 aactcactgt cgtttaattc acgaccgtga actaatttta ttttcgaatc tgtcataaag
   814081 gcgcctgttc caccttttaa atcaagattt acatcttttg aaccagcaga tgcttttact
   814141 ttcatactta catctggata cacatcttta acgcctggta cagtttgcag gcggtttagc
   814201 atatcagctg taattttggc attatctgtt ccatagtcag gattgttata gtaaatcgtt
   814261 acttcgttat cttttccttg gcctaactct tttttaaact ttgcatttgt accatcaccc
   814321 attgaaatga tagtaataat ggcactaata ccgataataa tacctaacat cgttaagata
   814381 gaacgcattt tatgggcaaa gatagaggaa agggccatgc gtatattttc actcgtgttc
   814441 aaaattaacc tctccaatct tggacgatat ttccgtcacg aattacaatt tggcgcgctg
   814501 ctgcttcccc aatttcacga tcgtgggtaa tcataatgat tgttgagcct tgtttattta
   814561 attcgtaaaa gaggtccata atttgtgtac ttgttttcgt atcaagtgcc cccgtcggtt
   814621 catcggctaa gataaatttc gggttattta cgattgcgcg tgcaacagcg acacgctgtt
   814681 tttgtccacc tgatagttcg ttcggcaggt gagtagcacg atcagctaaa cctacttttg
   814741 ttaaagcagc taatgagcgc tcgcgccttt cttttttatc gactccagcg taaataagag
   814801 ggagctctac attttgaagt gctgaaagtc tcggtaataa cataaagttt tggaatacga
   814861 atccgatttc tttattacga acatgtgcaa gttctgtttt agacatgttt gaaatgtttt
   814921 gcccagctag ttcgtacgta cctgtcgttg gtttatctaa acaaccgata atgttcatta
   814981 atgttgattt accagaacca gatggtccca taatagaagt gaattctccc tggttcagtg
   815041 ttacgtcaat tccgtgtaat atttgaatgg actctgcacc attttggaag gatttcgtga
   815101 tgccttttaa gttaatcatt caacgacaac ctccatacca tcttttaagt ctttttccgg
   815161 tttagagata atttgttctc cttttttcac tccagaaact tttgcttcgc tatctgtctc
   815221 gaattcaaca gtaactgctt gttctttcgc tttaccgtct tttatgacga agacaacatt
   815281 tttgtcacct tttttcacga tgctgctttt cggaacaatt gtaccagttg cttcgccaga
   815341 tttactcgtt acgtaaacgt ggaagccgtt ttgtaattct tcactattat ctaatgtgac
   815401 agtgaattga tagttagaaa ctgttttgtt ttcgtccatg ctctttaatg gtgtagaacc
   815461 gatttctgtt acttttcctg tccaagtctt accagcgacc gtttttgaag aaacagttac
   815521 ttcttgccca actttcatac tagcaagctc atattcagaa agttgacctt ttactttaaa
   815581 tgggccagcg tgacgaagtg taataccgct catacctgtt ttttcatcag caatttttac
   815641 gatatcatca attacgccat cagcaggact cgttacagaa agtgtgttta ctctctcttt
   815701 tgcagcttta atcatttcat cagatttttc aacttcaaac tttttcattt caagctgtga
   815761 ttctaattgt tgtacctcga tttctgatgc ttttaatgct tcagccggaa gacctgcatt
   815821 tttatctttt tgcagttttt gtttcgctgc atcaatttgt ttttggaaca atgttacttc
   815881 tttttgtgcg attttctttt gcatttctgc ttctgttaca ccttgtttag cagcagggtc
   815941 attgtattta aaaaggagtt gccctttttt tacttcatcg ccttttttta cagctaattc
   816001 atacgttcct tttgttggat caaatgaaat tgtttcgatg ccgtttggaa taacttcacc
   816061 gccaaatttt tgcgcgtttt caatttgttt ttctgttact ttatatccgc tatatgccat
   816121 tgctacttct gaaccaccgc cgccagcaaa tgcaaagtat gatccagctg caattccgat
   816181 tgctactaca ctagtaatta acactttatt tttcttcttc atctatttat caccttttcg
   816241 ttcgttttag tatctacatt cagtatagaa gaggtgaaga atctgacaaa tcgttttagc
   816301 ttacaataac cttacagttt tgtaaggtat gaatatgtaa atgtaaggta gaggttgtct
   816361 tattgtaagc aaatgaattg acgcgtgttt ttttcttaca ataatattgt atgaaggaga
   816421 ggaggaagga agatggaagc ttattttagt gcgcatccat taaaaccgtt tattccctac
   816481 tcaaggcaac atgccattat attatttatt atgttggtgg gaatcgtttt tttatatcaa
   816541 taccaagatg tattacgtca aaatgagtgg aatataacgg ttcgatatgc gattgcaatt
   816601 ttatttatag ggagtgaaat tggactgcat atgtgggagt ggaaagcagg gatttttgag
   816661 ctagccactt cattaccgtt tgagttatgt acgattagtt tattattagc gtcgattatg
   816721 atcgtaacga aaagttaccg catatatgag attgtatttt ttacgggaat tattggtgca
   816781 tcacaagcta ttttaacgcc aaacttgcag tatgcttttc cgcattttcg tttcattgaa
   816841 tattttatcg cgcatatatt gctcatttgg gcaccactct ttatgacttg ggtggaagga
   816901 tatcgtccga cagtacaatc tattaaacgc acaatgatat ttttaaacat attgattcca
   816961 attgtttcgt ttgtaaatta taaaacaggc ggtaattata tgtttttagc tcataagcca
   817021 gaaacagctt cattacttga tatgttagga ccgcatcctt actatattat ttcattagaa
   817081 ctcgcagcgc ttattggatg ttttattttg tatatgccgt ttgcgaaaag agaagggcat
   817141 acgcataaag aatcactagg atcataacct agtgattttt ttgtgtgaat atttacaatt
   817201 cagaaaatta agaataaaat tagagagtaa attatataaa gagagaaggg aaaacgtggt
   817261 caaaaaagtt tttctgaatg ggatggaagt gacgattcaa tttcttattt cgattttggg
   817321 gattattatg ttaggggctc tgccgaaatt gttttatgga tttaagctgg atgtatcaaa
   817381 gtacatacag agtttaaaag aagtgtttgt gaacttaatg gatatttcta atttgcaata
   817441 tgtgagaggt aaatttttat ttccgcagct gttcgttcat tataaagaaa cgattattat
   817501 ttttttagct gcttttttta tttcattatt tatagcattt tgtattgttt atgtaattat
   817561 gagtagttca ccgcgtatac aacatcgaat taaatcattt cttatcttcc tagaatccat
   817621 tccagatatc cttcttattt tagtatcaca aattttagtt gtatggtttt ttaaacaaac
   817681 aggtttttta ccttttcaaa ttgcttcaat tggcggcgag tcgattaggg ggttgccaat
   817741 attgtgtttg agcatcccga ctacgattat gtttgtaaaa atggtcgtgc ttcgttttga
   817801 aaatgaacta gaaaaagatt atgtactatt tgctaaggcg aaagggctgg ggcgctttca
   817861 tattttaaat cgtcatattt tacgaaatgt gttgcttagt acattattct ttgcgaaaac
   817921 gaatattttt ttatgttatc taatttatat attatagaat ggatttttaa tacgggtggt
   817981 atttttatgt ttttgaaatc gtatgagggt attagagttg aagtttttat cgtgagtgta
   818041 ctgcttattt atattccgat ttttatttta tttaaattgt ttcattatct cattccggct
   818101 gcgatgaagg agagattata atatgtggac gtatataaaa cgtgataaaa gattttggat
   818161 aagcattggg tttcttctcc tattagttct tttgagcatc ggaaatacgt tatggaatga
   818221 tggacatatt agacaagtta cattgcaata tgacgcggat gaaaatccac aagtgccacc
   818281 tttttcacct tcattacaat ttttacttgg gacagatcgg aaagggtatg acctgttaca
   818341 tttagtcatt gaaggcgcga aatggacgat tggtatatct attttaattg cggcacttag
   818401 aatggtaata ggtgtatttt tcggtgtcgt gctcggagcg tacataaaaa gaggattttc
   818461 aaaaattgag tctttttttg atagttttac agttattccg acagttatga ttgcgtattt
   818521 ttttcttcaa tttgcaagta catttggaag tggggaggaa acgacaacct tttttgaaag
   818581 ggcttcgttt caagttgtct tacttgtaat gcttgtaatg ccagttattg cactgtatgt
   818641 tgcgaaggaa gttcgtaaat tgcgaacgga ggaatttgtt gatgccgcgc gcatattagg
   818701 tggatcgaga agacatattg ttataaagca tcttttcccg catctttata tgacgtttat
   818761 acttgtattt tttcagcagt ttacgcagac tcttactatt ttactgcact tagggttact
   818821 agaaatattc tttggcggaa cggttaagtt tttaggaccg atagaagaaa tagaatctta
   818881 cacacatgaa tggtcagggt taattggagt ctattttaga tcattaacag tgaatccgtg
   818941 gatccctctc gttccgatta cattttttgg acttactatt ttttcaggaa atatgattgt
   819001 aaaaagtatc gaagaggcga tgatgaaagt aaggttggga ggagagctaa agaaggatgt
   819061 tgcagaaggg gaacaatctg ttgtgcagtc gaaagaagag ttatttactt ttaagcatac
   819121 gatgtgaaaa taaaaagcag caagcatgta tctcatgctt gctgcttttc tttattttgt
   819181 agaaacttcg ccttcagctt ctgtttgcgg aataaagtat ccaattatac caccgatgat
   819241 ggctgggata atccagccaa ttcctaaatt ataaaaagga atggtgtgta caatattagc
   819301 aataaagttt ggtatcattc ccacattatc aagtgcatga atacaactaa taaggaatgc
   819361 tgcgatcatt gccccgatgt agacagaagg tttacgtttc gtatatttat cgataaatga
   819421 tacgaaaatt aaaatgattg taattggata tagaataatt aatacaggca aagtaatttt
   819481 aattagtaaa cttaatccta agtttgaaat aatgaagcta aaaatacaaa cgtatagtac
   819541 gagctttttg taagaaacat ttgttaatac tgttgcaaaa tagttggcaa atgcacttac
   819601 aacaccaatt gctgtcgtta aacaagcgaa gataatggcg atgcttaata aaacattacc
   819661 gcttgtccca aagaagtgat acataacagt tgctaatagt tgaccaccgt tctcgaattg
   819721 tcctaagttg ccgtttgaag ccccgatata accgagtaag aagtacacaa ttgttaaaaa
   819781 tagagcggca atgcttccgc aaataattgt atatttcgca attgatttct tctctggtat
   819841 accattttgg cgaattgcat ttacaacaat cgttgatagt acgagtgcac cgattgcatc
   819901 taacgttaaa aatccttcaa gaaatccttt gaaaaacgga atttctttat agtcaccaac
   819961 aggttctgca aacgttcctg gtgaaagaat tgcttttgtt gccataatcg caataattcc
   820021 aagtaaaatt ggtgttaata tttttccgat atgatctact aattttgatg gatttaatga
   820081 taagaagtag acgactgtaa agaaaatcgc actaaagatt aacatagagt accattggtc
   820141 tgggaaaagt ggtgcaatcc caatttcata agatacagat ccagttcgtg gaataacaaa
   820201 tagtgggccg attgaaagat aaataatgat agcgaatatt gctgcgaatt ttgggtgaac
   820261 acggcttgct aaagtgttaa aactaccacc ggcaagggca acagcgacga tagctagtaa
   820321 agataaaccg acgtctgtaa taataaatcc tgtaatggaa atccacatgt tttctccgga
   820381 agaaaggccg agaaggggcg ggaaaatcat attaccagca ccgaagaaaa ctgcgaatag
   820441 taataaacta atcgaaagta tttgcgctgg ttttaaagtt gtacgcatat aaagaaaatc
   820501 ctcctactga gtgtttttgt cgaaaattca aacaatttgt cgagtaactg ttattatttt
   820561 aaaggtctga tgactagaaa gcaataggga attttgaaaa aattaaaaaa taatgcatta
   820621 aatcgaataa atatactatt tatatgttta ataggaagga tttaacttta aacgtaaaaa
   820681 aaacacatat cgctaggata cgtgtgttaa aaataaatct ttcgatcgcg ttcttctttt
   820741 aaaatttcaa ctgcttctcg gaaacgttgt gaatggacaa tttctcgttc acgtaaaaag
   820801 cgtaagctgt catttatgtc gggatcgtct gattggttaa taagccattg atatgtggca
   820861 cgtgcttttt cttcagcggc aatatcttcg tataaatcag caattggatc acctttagct
   820921 tgtatatagg ttgcagtaaa tggaacacca gccgcgttat ggtaatgaag tgcgctgtca
   820981 tggtcgacgt aatgaggatc aagaccggct gccttcatct gttcaggagt cgcatctttt
   821041 gttagtttat aaaccatcgt agcaatcatt tcaagatgcg caaattcttc tgtaccaata
   821101 tcggtaagaa ggccaatgac tttatcagga attgtataac gctgatttaa gtaacggagt
   821161 gcagcagcta actctccatc tgcaccgcca tattgttcaa tcaataattt tgcaagtgct
   821221 ggattgcaag ttcctacttt aacagggtat tgtaattttt tttcataaat ccacatagtt
   821281 tctctccttt atatttgcca tggccaagga cctttgctcc attcccaagg ggcattagaa
   821341 tagctatttc cgtactgttg aagtggtcca tatttttctt ccatctgttg ttttagtact
   821401 cttcgtttat aggaaaagtc attaaattga ttaatagctg ctgtatcgtc tgggtgggtg
   821461 tctaagtaaa gcgttagttc gactagtaca aagtctaatt cttggagatt ctctaaaagt
   821521 cgataatatt cttctggtag tggctggttc acgtcagtcg tcaccgccct tttttataag
   821581 gattttcgta ataatcataa aaaacaggcc ataaagttcc tttttgtagt gcttctttcg
   821641 gtgagaactg tggtaaattt ggcggttgaa aacctaaata taaattagga ggggtagagt
   821701 aatatttttt accaatagga ggacaaggat cttgaggact atggtatggc acatatgatt
   821761 tcatatattt atccattaat aaacctccct atattcttca tcactacgta ttgtattcag
   821821 acataatagg catttatgac acatataaaa aggtaatagg tacaggggga atgaatgtgg
   821881 agcaatgtat tgtattagaa gtgaagaatt taaaggaaac tttgtatttt tatgaaggga
   821941 ttttaggaat taaacctagt ttagaaagac ctcaattaga tgtaacggga gtttggtatg
   822001 attctgattc aaagagaatt agttttgtca tgaatcgcat gttaggtggg cgggaaaaag
   822061 gtgttacaga ttcatgcgag gttttaacat ttacgatttc taacatagag aaattgaaaa
   822121 agaagctagc gttttatgaa attttatata cagaaaatga atgtgccaag agtattgtag
   822181 tacaagaccc agatggatat aaacttcaag tggtggagaa ggatgaataa acggagggga
   822241 tttggtggag agaaattatg aagaaagcgc gttgtttgag catcaatttt ggctaaaagt
   822301 gctgagtgat catgcgcaat ttttacttga tgcgttagct ccgaaggaaa aagaagatat
   822361 aaaaaaagcg acttattttg ttgagctatt tacaaatctg ttaaataaag ttcgtaatgt
   822421 gaatctcgtg gcattttcca aagaggcgga acaagccgct aaggaaatac gaatgtttaa
   822481 attaaatatt atacagaaac agttggaagg aaaaattact attcatttta cgccgacttt
   822541 tattaatcat atggtaaacg aagtggaaga gtatataacg gttttagagt ttttgaagaa
   822601 gggagaagtt ccacctgttt ttcatgaact gcattatcat ctcgtttggt taacagatgc
   822661 agctggtcat gcaggctcta tttctggtgg gttagatctt gttgaaaaaa gattaaaaga
   822721 gaaaagtgaa gaattcgaga agcactttga acaattttat ttgaaggcag ttgaaatgac
   822781 gggatattta agaacagagc ttcatcattt tcctgcatta aagaagttta caaaagatgt
   822841 gtcaattgaa ctaaaattat tttcgcattt tttacatgaa gtggaagaat tggagttatc
   822901 aaatgaaata ttaagtgcat tatcagcgag aatggcagat catatggcaa gagaagaatg
   822961 ttattattta ttaaaattag cccaatcatc tggactcgaa atgccgaaat gtaatccgct
   823021 ttaaagaaaa agaggtcaat tttatttggc ctctttttct gttttattgt ctctttttat
   823081 ttttgcttgt tcaatacttg cctgtaatgt ctccataata ttgatgatgt ttggagcagg
   823141 agagatggtt tccgtttttt cttgttcttc aattttattt tcgattaatt cggtaagagc
   823201 ttctttatat tcgtctgtat ataactcttg ctcgaaaggg tttgtaagat ggtggattaa
   823261 attaatagct gcggtgagtt cttgtttttg aatcggataa ttttcgttac ttggtaagtt
   823321 aggtatattt gttatatcgc gaatttcatt aggatagtga atagtttgca acataagtcc
   823381 atcttcaaag ttacggataa tagctaaatg ttgttttttt ctaatggaaa tatagataag
   823441 accaagttta ttcgtacgtt caagagcttc ttttaataat agatacgatt tttcgtgtcc
   823501 tggagtggga cctataaaat aagaacgatc atagagaaca gaatcaattt cgttattttg
   823561 gataaaagat ataatacgaa tagatcgtgg ttcgtgagct ttttgcaacg cagataattc
   823621 tttttcatcc ataataatgt acttatgagg tgcgtattca taggctttta caatatcttt
   823681 atcatcgact tcttcatctg tacaatcggg agcgaatttt ttatatttaa taggtgttaa
   823741 gcattcttta tggaggctta aaaattttat atcgttttca tctacggcgc tatatagttt
   823801 aattcctata tttaatagtc caagtgaaag tgcacctttc catactgtat gcaaatgagg
   823861 cctctccttt cattcaaaaa tgattatgta tattatgaga tagtaagaaa tttcctatac
   823921 gttttttgtt ttttatgtaa gggtaagcag aagggattgg aatataaaat atattgacaa
   823981 gccctctaaa atattttaat gtgattgtat aaaattgtgt atataaaggg gagtaactta
   824041 ttacagtaaa gtcgtcatta cagggagaaa ccctcggctt tattggcaac gtttcgttgt
   824101 tagtgagacc tttaccagca atggtaaagg ccccttattg tcttttttaa gacccttacc
   824161 atatttggta ggggcctttt tgtatacaaa gagaggagaa ataaaaatga aaaaacttat
   824221 tagtagatta agagttgtat ttcatgttcg ccgatttgtt ccattcctat ttgacttttt
   824281 tacttcaaaa gaggtttcaa taaagaagaa aatcttatcc attgcttttt tagttggtta
   824341 tgtagcgatg ccgctcgatt taattccaga cttcttaccg ttcatcggta ttttagatga
   824401 tattgggatt gtgttattta ttttgaaccg aattgtaaaa atggcgccag ttcaattaca
   824461 agaaaagcat aatgtgaacg taggatagga gttaaaatat ggagcaaatt attttagata
   824521 taattgagtt tttaaagcag ttttcttatt ttggagttgt attggcttta acgtttgaat
   824581 ttattccggc agaagtcgtt ttgcctatgg ttgggtattg ggtatacgag ggagatatga
   824641 atttttggct agctgtatta gctggaacac ttggcggaac gacaggaccg ttaacgttat
   824701 atgcactcgg ttattacggt ggtcgtcctc tattaataaa gtacgggaaa tacttcttta
   824761 ttaaagaaga acaaattcaa aaagcagatg atttctttga gaaatatgga ccagttgtag
   824821 catttgttgg acgctttgta cctggcgttc gaacgcttat ttctgttcca tgtggtatgg
   824881 cgaaaatgaa catatggaaa tttagtatct atacatttgt agcaatgttc ccgttaacaa
   824941 ctttatatgt ctattttgga atgaaattag gtccgcattg ggaaaaagcg gcggatgttg
   825001 tggggcaata tatgctaccg atattactag tcgtcgttat cgttgtcggc ggtattttaa
   825061 tctataaatt tatgaaaaaa aggaacagca cggaatctat ctagtcattg atatttgtat
   825121 attttttgaa aatagatgaa tagtacaggc aaaagactct gaaggacata cacatatagg
   825181 gaataaaaaa gagagagggg aaacaactat gtcttgtgag tgctcaggga cagcattaac
   825241 ttgttgtcca gataaaaatt atgtacaaga taaagtgtgt agtccgtggt ctgctactgt
   825301 agttgcaaca gcaattgata atgttctcta tacaaataat attaaccaaa acgtagtggg
   825361 gactggtttt gttaaatatg atgttggacc aggaccaatt actgtagagg cgcttgattc
   825421 tgctggtact gtaatagata cacaaacatt aaacccagga acgagtatcg ggtttacgta
   825481 tcggcgtttt gatattatac aagttgtatt acctgcaacg cctgctggaa cgtatcaggg
   825541 agaattttgt attacaacac gttatccact ttcatagcag aataggagag gatcaaaatg
   825601 ggaatgagaa gttccagttt gtcttgttgt tctaataaaa cgcttgtaca agatcaagta
   825661 tgtacagact ggtctattac aggtgcgggt actcaaattg tatatacaaa taatattgcg
   825721 caagaagtat atggttcagg ttacgtaaaa tatgatgtag gtacggctcc aattacagtt
   825781 gattttttag taggtgctac agtagttgat acaattactg tacaaccaca aagtagtggt
   825841 actttcactg tacgatattt tacgactgtt cgaattacta caacaggaac aactgtgaat
   825901 caaggcgagt tttgtattac agtacgttat ccgatttcat aaaaaagtat accgtaaatg
   825961 gtatgctttt ttgattgaga aagtaatgaa attggtattc tataagcagc atgtaaattg
   826021 gcaacagtac ttgccttcta aatatagtga aggattatgt tggatattag caatactaac
   826081 tgactgtaag tcttttcctg tgtacgatat tgtattacca ggaaacatag tgaaaatatt
   826141 ggttactgct ccaacgattt caattgtaat tgcttctgtg ctgctagtac tattgtaaac
   826201 cgagacagta cccgatataa gtagtatccc atcactttgc cacagtatca ttgattgtga
   826261 tgcacctttg gcagagggca tggtgttctt cgttatgagg aaatttcctg caaattcatt
   826321 cgttactcgc tcgcaatttg ggtttggagg aggggtcgat ggacaagggt ctgggcaaat
   826381 gatagataaa ggagcaaaac agccaatgtt tttttattct tcaatacaac cccctccttt
   826441 ttaagtagtc ttttactact attaaatgta gaagcatggc cgatgtgtta aaaaaagaag
   826501 aaaatgtgaa aaattaagat tgtctaatag gcttaaaact taaattatta ttcatgttat
   826561 agaaaagatt atatgtgaat aaacaaggga aaagaatgct cagactcttt tagacaaaaa
   826621 gtggttgtat acaataggta agaagaatgt tggagttaat ctttaattaa ctgtatattt
   826681 acaaaaatct aataaaattc atttattatt taaacgacat taatatgctt tagataaaat
   826741 agcccttgta atgaatcgat tattatgagg aggattcacg tggacagaac tgctttacga
   826801 aaagtaaaag gtcttattgg attattaatg gtttttgtat tagcatttgt atcatttccg
   826861 tggagtacat cagttaaagc ggaagagaag aagcaagaaa aggtacctag tgaaaagaag
   826921 atcgtttttc cagttgtaag tgatgtacat attaaaaata gtggaacgga tgatacgttt
   826981 cgctggaaac gagcgattga acagctcaat acgcttgcac caaagcaaga tgcatttgtt
   827041 atcgtaggtg atttcacaga tacagggtca ctgcagcaat atgatcgttt catgcaagtg
   827101 tataatgaaa atgaaaataa agatgcggtg cgaatgaatt ctcttggtaa ccatgattat
   827161 tggaacggtt tatctgtaga gggcgcacag aagcgtttct tagaaaaaac aggaatggaa
   827221 tcgatttatt atcataaagt ggtgaaaggg tatcacttcc ttgttatgtc gccagaaaat
   827281 gggacaacac acggatatta ttcagacaag caaattaatt ggttaaaaga agagatggcg
   827341 aaagcacaaa aagatgaccc agaaaaaccg attttcgtat ttttacatca acacattaaa
   827401 gagacagtat acggtagtca tgaatgggga acgcaagata gtgcaaaaat taatgcggta
   827461 ttaaaagaat atccgcaggc tattacgttt tcaggtcatt cacattatcc gctagatgat
   827521 ccaagatcga ttcatcaaaa agactttaca tccgttggta catcttctat aagttacatg
   827581 gaagttgaag gtggtaaagt acaggggaat atcccgccag gagctagtac attaagccaa
   827641 ggtttattag tagaagtaga tgatgaagaa gtaacgatta atcgtcgtga tttccataca
   827701 aattcttgga caggtgagcc ttggaaaatt aaattaccag caaagaaaga aacttttaca
   827761 catgtagaag atcgtgataa agaaaaacca tctttttcga cagatgcgaa gttatcagta
   827821 tcaaatgtaa cagaaaatgc agcaacagta acattcccac aagcgttgga taaccttctt
   827881 gttcactctt atcgtgtaca agctagagat aagcaaacgg gcgaaataaa gaataaattg
   827941 ttagcattct cagagtttta tcgtgatcca gtaccaaaag atcttacgtt tacgcttgca
   828001 ggattagatg gtggaaaaac atatacgctt gaagtagttg caatcgattc gttcggtaat
   828061 gaaagcgcgc agcctttaac agcagaagtt actacgaaaa aagataatat tgatccgaat
   828121 gtaaaagtgc caaaggcaga tgtttttgat gtaaatttct tagatggtac atttaaagat
   828181 aattcatcgt ttggaacgaa gggcgatgtg aaagggaatg tatctatagc atacgataaa
   828241 gctttaaaaa caaatgtaat gaaattgaat ggacaagcta atacatttgg ataccttcca
   828301 ttttcagcag cacaaaaaga gaaagtagca aatacgttca cgctagaaac tgtattttca
   828361 atgaatgaaa ttcgcggaca aggtatttta caaaatacag agagcggcgg aattggcttt
   828421 gaatctacag gaagtggaaa tgttgaattg tgggctcata ttggtggcag ttataaacgt
   828481 gttggtgttc aattagaagc aaataaaaca tatcacttaa caggaacgta taacggaagt
   828541 gaagtagcta tttatgtcga tggtaaaaaa gcaaatagcc aaccagctaa agggaaagtg
   828601 tctcatccga acgtaccgtt tgcatttgga gctgaccctg atagtaacgg aaatggtggt
   828661 attccgttga acggacaaat tgcgcttgca agattatata gtaaagcgtt aagttcttcg
   828721 gaagtattag cggcgtacaa tgagttttct aaccgcacaa agttagagca agtgaacgcg
   828781 ttatatgaag agcttgggaa agtgaaagaa gtgttagctg gtacgtatga gtttggtgat
   828841 aagccaggtc aatattcaaa ggaagcattt caagaattag agaaaagcta taataatgca
   828901 aagcaagcat ttgaaaatgt agggagtacg ggagagcaaa tcgttcaaac gtataacgaa
   828961 ttaaaaacag ctaatgtaac atttgtacaa tctaaagtag tagaacaacc gaaaacaccg
   829021 aaagaaaaat tacaaatcaa tattgaatct gcaaaagcag tagtgaaaaa agcgcaagat
   829081 gcaaatgtaa cggacggttc agtgaaagca ctgagtcaaa aaattacagt ggccgaaact
   829141 gtagtgaaag atgtaaaagt aaaagatgca caggtagaaa cgatgaatcg tacattagag
   829201 tatacgattt cacttgttga aaaaagcata aacaaataag agagaagaaa agaagcttat
   829261 catgataggc ttcttttttg ttatactaaa aatagcatag aaaaaaggag cgaataattt
   829321 ggaagagaaa aagctaaaaa gaattcttga atatgtatgg atcgcggttg tgctccttgt
   829381 aggatattat ttcttaaaag aaaaaagtat atgggttcta ttcttaatga cgtttttatt
   829441 agcaggttta ggcacgttat ttattaactt cttttttgat agtttaaatg catggaagaa
   829501 gaaaaagaag ggaacgaagt aaaggaggga acatatgcaa aagtggaagc ttatatatca
   829561 ggtgattatt ttcctattgc ttgtaggtat tggcgttttt aaatacgcaa caccaatagg
   829621 aaattgggca tcgtttacag cttgcatcgg catatttttc attttacaat cgttaacgaa
   829681 aaaatataat agtacagaaa gatagctcgc cgctaaaacg gcgagctatt ttgttatgct
   829741 tttttctgtt catcattcgt tttttcggta gctaaatggc tatgctttct agaatagaag
   829801 aaatagaagc ataatccgac tataagccaa atggcaaagc taatccatgt tgttttagac
   829861 aaattgatca ttaaatataa gcagcaaaga atcgcgacaa ctggtagtac aggtacgaaa
   829921 ggtgtgcgga atccgcgttt taagtcaggg tgtgtttttc gtaaaataag tactgcgcag
   829981 caaacgaatg taaaggctgt taatgtaccg atgtttacta aattcgctaa tacgtgcagg
   830041 tctaaaagtc ctgctaataa agcggcaaca acaccagtaa tccacgtatt taataaaggg
   830101 attttcactc ttttatttac acgtgctaac gcttttggaa gtaaaccgtc gcggctcatc
   830161 gcatatgaaa cgcgaacttg tccatacata acgactaaga gaacggttgt cattccagtc
   830221 atcgctccaa cagcgagtag tcctgcaatt gtatcttcac caacgaaatg taaggcaaac
   830281 gcaactggat cagaaacatc taattgtgta taaggaacca tacctgttaa aacgaaagat
   830341 acgatcatat ataaaacagt acaaataaga agggaaccga taatgccgat tggtaaatcg
   830401 cgctgtggtt ttttcgtttc ttccgcagca gttgcgattg catcaaagcc taagaaggcg
   830461 aagaatacag tggcagctcc agtaataata ccgtcgtatc cgaatggaat gaacggtgtc
   830521 caattttcag gttttacata ttttgcgcct gctacgataa aggcgataat aacggccaat
   830581 ttaataagaa ccataatatt attaatgcgt gcgctttcac gtataccaaa acttaaaaga
   830641 acggtaatga tgagtaaaat acaaacagct ggtaaatcaa tgagaccacc ttttcctacg
   830701 ccaggggccg aggcgattat ggcgggcaga tggatgttaa atccttgtag taaagattgt
   830761 aaataaccag accaaccgac agctactgct gcgactgcaa gtaaatattc gagcattaaa
   830821 caccatccaa cgatgaaggc gacgacttct ccgactgtca tgtatgcgta agtatacaca
   830881 ctgcctgaga caggaataga agaagcaaat tcggcataac aaaaggctac acaagcacaa
   830941 gtaaatgcag caataagaaa tgatagcata ataccaggac cagaatgttt cgctgcaaca
   831001 atacctgtta atacaaatat ccctgtccca attacggcgc caattcctaa aaacgttaaa
   831061 tcaagtgcgg ttaatgttct ttgtagttgc cgtggtgatt cagtactaag cgcttttttt
   831121 cgtaataatg acttcacttt ggactctccc ccccgttttt catttccata accgcgaatg
   831181 tagtaggagc ccactagaaa agagtatgta agtaaatgga ggtacagtta tggtatatag
   831241 tttttggaat tgctgggttc attttattat aattcagaat attttgtcaa atagaaatgt
   831301 gacaaataaa atgcgaatga ataggggaaa ctacttgcag gaatggacgg ggattaccaa
   831361 tctattcgga tggagaaaac ccactgatta aagttaaagt aggagaagat gctatgctat
   831421 tttattttga acttgtcgtc attttacttt gtacgaaatt agctggtgat attagtgtga
   831481 gactcggcca gccttctgta cttgggaaat taattgttgg tattattatc ggtccagctg
   831541 tactcggtat tattaatagt tctgaactta ttgatgaatt gagtgagatt ggtgttttac
   831601 tacttatgtt tatggcggga cttgaaacag atttagaaga attaaatcgg aatttgaaat
   831661 catcatttgc agtagcggct ggtggaatta tttttccttt catcggtggt tatgtaacag
   831721 gattgctatt tggattaata caatctcatg caattttttt aggattatta ctttgcgcaa
   831781 cgtcagttag tattacggta caaacgctaa gagatttagg gaaaatgaat acgagagaaa
   831841 gtacaacgat tttaggtgca gccgtatttg atgatgtcat cgtcgttatt ttattagcgt
   831901 ttgttatgag ctttttagga acgcaagatg tgaatataac acttgttatc gtaaagaaaa
   831961 ttattttctt tgtcagcatt gtttttatcg catggaaagt tgttccgtgg attatgaaaa
   832021 tgcttgtgcc acttcgtgta acagaagcgt taattagcgc ggctcttatt atttgttttt
   832081 ctttttcgta ttatagtgaa atgatgggga ttgcaggtat tattggagca tttgcagctg
   832141 gaattgccat ttcgcaaaca gagtataagc acgaagtaga acataaaatt gaaccgattg
   832201 cgtatgcgat atttgtacca gtgttcttcg taagtattgg aatggaaatt acatttcaag
   832261 gtatcggaag ccagctttgg ttcattatca tcatgacgct tattgcgatt ttcacaaagt
   832321 taattggatc aggtttagga gcaagactaa caggattcaa ccttcaatct tctattagta
   832381 ttggtgcggg aatggtatcg cgtggtgaag tagcacttat tattgcagca aatggactgg
   832441 cggcgaattt actagcgaaa gaaaatttca cagcgattgt tattgttgtt atattaacga
   832501 cgattattac gccgccgctt ttaaagaaat atttcgtgta aagaggaaga gcttatctga
   832561 agtaggtaag ctcttttttt attggaaaag caatagtcat gtggcatgaa aggtttgtaa
   832621 ttatggtaaa atctatgtat gtgatatgac aaggagaggg aagtgtttga ggattacgaa
   832681 gggaaagatt ataggtgtaa ttatacttct tttattgtgc ataccattta ctgcatggaa
   832741 agaatcaaaa gtgaaagatt ttccggtttc tattttctcg gaagaagcag atggtgagta
   832801 cgaccagaag ctgaaatata ctgctttttt acctgatgtt gcgatttgga tgaacggttg
   832861 ggaaaagaag tggacagaag gggaaagaac tgtttatcaa aaagggaatc gcattgtaaa
   832921 tgtgtttcat cctcctggtg atgatggttt ttaccttctt gaagcaagag aaaataagtg
   832981 aacgcaaccg taagaagtgg aggttaaata gtgaaagctt caacattact atttaaaatt
   833041 gaaagtaata tggatcaatt ttcaccagct gaaaaaaagg ttgccatgta cataatggag
   833101 aatgcagaga ttgttccgaa cttaacgacg aaagaagtgt caacgaatgc aggcgcaagt
   833161 gaggcgagtg ttgttcgctt ttgtaaatcg attggaatcg gaagttttaa agcatttaaa
   833221 atcgcgctcg ttcgtgaatt aacgattgct gattataata ttaatgattt ttcagtgatg
   833281 aatacggaag atggaccgta tgacttgttt aataaagtta catatgtgaa taaagctgca
   833341 attgaggcga gcgtgacggc gatagataag aaggagcttg agaaagcagc agatcgtatt
   833401 gtaaatgcgg ataaaattat attttacgga gtaggtggat cagcaactcc ggcgatggac
   833461 ggggcttata aatttacaag gctcggattt actgcaatga tgctatctga ttttcatatg
   833521 atgttaccgc ttgtgacgaa tttaaaagag ggcgatatat ttgtagcgat ttcaacatct
   833581 ggtcgtacga aagatgtact tgaaatggca caatatgcga agagacaagg tgcaacagtt
   833641 attgcgatta cgaagcttga tcaatcatcg ccgttatata aagaggcgga tattcgtctt
   833701 tgtatgccag atgtagaaca agatcatcgt attgcaagta ttgcttcaag aatgacgcaa
   833761 ttgaacatga tagatgctct atatgtgatt acctttaatc gtattggtaa taaagtgctg
   833821 gatcaattta tggaaacaag agaagaagct ttgcgattac ggaagctgaa atgagaagat
   833881 ggggaaaccc atcttttttt tggatacgga cggacataaa ttcgtcatga aaagaaatga
   833941 aatttcataa aataataaag tgatattgat tttaaatttc ttaaagttat aataaaagta
   834001 tgaaattaaa ttttaaagta ggtgggaata tgttagagaa tttatcgaca gaacatcgca
   834061 atgagaagac gatgaattta gatgagatga acataaaaga agttctgcaa agtatgaatg
   834121 aagaagatcg aactgttgca ttagcagttg aaaaagagat agaacatatt gaaaaggttg
   834181 tgcgggttgt tattcaatct tttgaagaag agggccgatt aatttacatt ggggctggca
   834241 cgagtggccg tttaggtatt ttggacgcag tggaatgccc gccgacattt ggcacagatg
   834301 ataaaatggt gcaaggattt atagcaggtg gattgaaagc gtttactaaa gcggtggaag
   834361 gtgctgaaga tcgcgaagag ttagcagaag aagatttaaa aagtattgga ttaaacgaga
   834421 aagatactgt aattggaatt gcggcaagtg gccgaactcc ttatgtaatt ggcggcttga
   834481 agtacgcgaa tagcgtggga gcgagtacag ctagtatctc ttgtaataaa aatgctgaaa
   834541 taagtaaata tgcaaaacta aatgtggaag tagaaacagg cgcagaaatt ttaacaggtt
   834601 caacgcggtt gaaggctggt acagcgcaaa aattagtact gaatatgatt tcaacagctt
   834661 ctatgattgg tgttggaaaa gtatataaaa atttaatggt agatgtgcaa tctacgaatg
   834721 aaaagttagt agaacgatca aaacgaatta ttgtggaagc aacaggggtt agttatgaag
   834781 tagcagcaga gcattatgaa aaagcagaac gtaacgtgaa agctgcgatt gttatggtgc
   834841 tattgcagtg tgagtatggg gaagcactgg agaaactaaa acaagcaaaa gggtttgtga
   834901 agaaggcatt ataaaataat agggaggggg attctattat gaagaaagaa gagagaatgg
   834961 cgaaagaaat ttcagagcaa cttgggggag taaaaaatat tcgtggcatt gctcattgta
   835021 tgacgagatt acgattaacg cttcatgatg aaagtaaagt aaacatggac cttttgaaaa
   835081 aggtagaagg ggttatgggc gttattgaag atgagacgct tcaagttgtt gttggtccag
   835141 gaacggtaaa taaagtagca gctgagatgg aaggtttaac gggactccga attggtgagg
   835201 tggcagatta tcaccttgaa gatcttgggc aagagatgaa gtcagagatt aagaagaaaa
   835261 ataatacacc agtgaaaaac tttttaagaa aaataggaag tatctttatt ccattaattc
   835321 cgggtcttgt tgcatcaggt attataaacg gggttgctaa ctttgcgaaa aacgcaggtg
   835381 ctgatccgaa tgcaacttgg ctacaaatgt tactacttat tggtggcggt atctttacat
   835441 tcttaggcat tttagtcggc tggaatacag cgaaagagtt tggcgggacg ccagttcttg
   835501 gggcaattgc tggtatttta attttcaacc cggcaatggc gaatgtaaaa ttatttggtg
   835561 aagcgctcgt acccggacgg ggcggattat ttgcagttat ttttgcagca tggcttatgg
   835621 ttgtagtgga aagacaagtt cgaaaagctg taccaaatgc agttgatatt attataacgc
   835681 cgcttattac tgtgttagtc gtaagtatcg taacgatgtt agcaattcag ccggtagcag
   835741 gtttcttatc tgaaggaatt acaaacggaa ttaatggcat tttaaatatt ggcggagcgt
   835801 ttgcgggagc agtacttgca ggaacatttt taccgctcgt tatggtcgga ttacatcacg
   835861 gtttaacacc gattcatatg gagtttatta atcaaacgca cgtaacgcct ttattaccag
   835921 tactcgcaat ggctggagct ggtcaagtag gtgcagcgat tgctattttt gtaaaaacaa
   835981 aaaacaaacg acttcgtaac gtaattaaag gggcattacc agttggattt ttagggattg
   836041 gtgaaccgtt attatacggg gttacattac cactgggaaa accgtttctt acagcttgtt
   836101 taggagcagc agttggcggt gcgttccaag cagttatgaa aacagctgca ctcggaatcg
   836161 gtgtatctgg attatcatta attccgttaa ttgctgataa taaatattta ttatatttcc
   836221 ttggattagt agtggcatat acgttcggat tcatctttac gtacttcttc ggatttaaag
   836281 aagaaatggc agaaaacata tagagaaagg gattcctttc tcttttttta ttcatagaaa
   836341 gggagattca tatgctagga gtatcaattt atctttcaaa agagcgagta aagaaacaag
   836401 aagaatggct aaaagtagcg aagaaaaacg gatttttatc tatttttaca tcacttcata
   836461 taccagaaga tgatccaaat acgtataaag agttaattca aatacttggg aaacaggctc
   836521 ttgaaaatga aatggaatta atggttgatg tttcccaaaa atcgctacac catttaggaa
   836581 tgacgtacga aaatgtggaa gagttagtag agtggggaat tactggttta cgaatggact
   836641 atggcatcac gccgaaagaa atcgcgcgtg tatcccataa aatgaaagta gctttaaatg
   836701 caagtacaat tacagattcc ttttggaaag agttactttc ggaaaatata agagtaaaga
   836761 atgtagaagc gtggcataat ttttatccgc gtccagaaac aggactagca aaatcattct
   836821 tacaaaaaca aaacgaatac ttacatgagt gcggcataaa aacgatggca tttattccag
   836881 gagatggtga aaagcgtggt ccactatatg aaggcttacc gacgctagaa aagcatcgtt
   836941 atatgagacc gctcgaagcg tacttagaac ttgtacaagg ttgtggtgtc gataaagtgt
   837001 taatcgggga tataagcgga cgtgtagaaa gtgtacaaga gatagcgagt gccagtagag
   837061 ggattattcc attgcgatat gagccattga tagagaaaag tgaagtgtta aaaatggtag
   837121 aacaagtgca tacaaataga ctagatccag cccgtgatgt cattcggtct gtagaatcac
   837181 gagaagaaca taaagtgatt ttacagccaa tgaatgcaat tgtaagaaag aaaggcagca
   837241 ttacaattga taatgaattg tacggtagat atgcaggaga gatgcaagtt gctatacatg
   837301 atttgcctgc agatgagaaa gtgaacgttg ttggcatggt tgtagaagag gatatttctt
   837361 tattgccgta tgttggcgct ggaaaaatgt ttcaactttt ttgtgcgata gagtaaaagc
   837421 ttgaattagc gctactttgt aggaaaacat tatccgtaaa agggataatg ttttttgttt
   837481 tctttaaaaa agtatttgac gaatgaaatg aaataccgta ttgttttgac ttgtaaataa
   837541 aagttcacca taacaaaaca aaaaggagag ttcaaaatga atcaatacat tggtaactta
   837601 attattcgta tcgtgttagg agtaacgttc tttgcacatg gtttagcgaa gtttcaatca
   837661 ggtatcgata acgtagcagg ctggtttaca agcattggct taccaggtgg tcttgcatat
   837721 ggcgtagcaa cagttgaatt agttggtggt atattattaa ttatcggttt aggcgtaaga
   837781 tatgtaggat tgttattcgc tcttatttta gctggagcta tcgtaaaggt aaatggagca
   837841 gcaggtttat taggagatgg aaagaatcca ggatatgaat tagaccttgc attattatca
   837901 atgggtgcgt atttattcgt tgtaaaagca gaaggatatg tagatcgttt cttaaaagag
   837961 aaagtaatga aaacgaagta gattttattt ataaattgtt gacttaaagg attattgtaa
   838021 ctataatgat tacaacgtgt ggattaagaa taaaataatt taaatatttt tttacacaag
   838081 atgtaactac ataagttaca tcttgtgtaa aaataaataa aatgggggga agtaacatgc
   838141 ctaaatcaaa tttagaaatg attcgaagca catatgaagg atcagcttct tcaaatgcaa
   838201 aacatttagc agaagccctc tctgaaatag cagaatggac agaggcggaa gggttcccat
   838261 acgggggaac ttatatcggt gtagaagcaa taatggaaaa tgtatttagc cgattaggat
   838321 cagaatggga tgattataaa gcaagtgtaa atacatacca tgaagtaaac ggaaaagatg
   838381 taattattgc tgaaggtata tattctggag tttataaaaa aacggaaaaa tcatttgaag
   838441 cagaatttgt tcatgtatgg caacttgaga acggaaaaat tgtgaagttt aagcagtatg
   838501 tagatagtca tcttgttagg gaagcgatga agagctaatg ctttttaaat ggatcgtagg
   838561 tatatgcatt acaagtatag tcattatctc gtctatagtt ggcggaaaga aattgcttgc
   838621 atatgtggaa aaagaaaata aaaatattca aacccagcaa gtggcaaacg aaaaagagaa
   838681 gaaagttgca gaagaatctc cacatgttag tgaaggtgaa attatttcta ctatgcacaa
   838741 aatggtacac caaaaggtaa aatcctctga aaaatgggga tttgtagaaa tgacgaaaaa
   838801 ggaaatttct aatgtgaaaa gagatattga aaatagtaca ggttttcgat ataaaatgaa
   838861 gttattttct attataaata gatgggaaaa aggagacttt tctcaaacgg ttgaggagca
   838921 caacttttta tggagccttc aaggtggaga tactggtaag gcaactgaac gtttatcacc
   838981 agaagaggaa aagcagtata taaaagaaat gaagaataaa taaaaaacat cgccaactaa
   839041 gatgacgatg ttttttcatt aagaatgttt tcgtaataaa gttccagttg gttgaacagt
   839101 aactgttttg aaatgagaga ataaataaca tcctgtcata acgatcattg ttcctacaat
   839161 ttgtatccac gttagttctt caccgaggaa aagaaatgct aaaatagctg taaaaattgg
   839221 attgaagttt agaaaaatac ctgatgtagt tgctcctaat ttttgtacgc caatattcca
   839281 aaataccatg caaagaactg tggaaataag ccctgtatat aaaagtgaag ttatgaaaga
   839341 agtatttata tttgtaacag tgaagctccc tatattaaat ggcagtaata aaataacgcc
   839401 gaaaatacca gagtatagcg tcgccataag tggtgtcgtt gtctttgttg cccatttact
   839461 acaaacagaa tagattcccc aaatacaaac agccgcaatc atccataaat cgccactatt
   839521 aaaatgtagt gaaaataaaa gggcaaagtt accttttaat aggacgagga taaccccgaa
   839581 gaatgaaaga atcatagata aaatttgaag tgtatttact ttttctttta gaaataagac
   839641 agaaaatagt gcaatggaaa tcgcgtttaa tgtagaaata agccctacat ttgttgcgga
   839701 tgttttttct aatgctagaa attgaaagat gttaaaaaga gcaacccctg aaattcccat
   839761 caatattaac gggagtatcg cagcgcgtgg tggaatgatt ttcttttctt taaaccaaac
   839821 cattggtaat aagcaaacga tcgcaattat ccatcttaaa cttgtcagtg tcattggaga
   839881 cgcgtgatca acgagtgatt tcccaacgac gaaatttcct ccccataata agctcgttaa
   839941 taatagtaaa aagacataaa aataaggcat attaaaattc cctttgttgt aatcaatgtg
   840001 aattgtaaat aattttaaca tttttcttta ttgtgtaata tattcttttg tataatggat
   840061 aaaaatcgat aaaatgtttt gttgtagaag ctatttaaag aaatatattc aattttatat
   840121 aagttataag gtgttttttc gaataatcat cggtaagaaa aagggggatt ataatggaat
   840181 cgtctgttat taaagtgtta gatgatttag atgtacaaat tttagatata ttgcagaagg
   840241 aatcacaagt aagtaatgca gagcttgcgc gacgtgttaa tttatcacca gctgcaatgc
   840301 atgcaagaat taaacggtta gatggagaag ggttcattga taagcaagta gctattttaa
   840361 atcaagagaa gcttggtttt gacttgttat gcttcatttt tatgagtacg aatattcatc
   840421 aatcggataa acttgaagtg ttggaaaaag aattagaagc gatgcctgaa gtgttagaat
   840481 gtcactgttt aacaggggag tatgattatt tattaaaggt tgcaaatcgt gatcgtaaag
   840541 agctggaaca gtttattaga aagctaaata agcttggtat tacaaggata cagacgagtt
   840601 tagcacttcg tgaaattaaa tattcgacgg tattaccgat acgaaatgag gaaccgagca
   840661 tcgattagat tgcttggttt tttgtttgta taaagtgatt gacaagaaga aaagagagat
   840721 gtattattat ataaaattat gtattaaaat tcattttgtg ttataaatat taatatcggg
   840781 ggcaagggga tagcatatga aaatctgtaa tgcggttacg agtgatgtga aagaaattta
   840841 tagtctcatt gaagtttatg caaaagaggg agtggtttta ccgcgttctc ttttatctct
   840901 ctatcaatac ttacaatgtt tgtatgttgt gaaagaagag ggggaaatcg ttggagttgc
   840961 tggtttacat gtattagggg aggaccttgc agaagtacga tcattagtcg tttcgcatat
   841021 atatgcagga aaaggtatcg gacgtatgtt agtaaaccat gtaataaatg aggcagcgaa
   841081 aataaaagtg agtagagtta tttctttaac atatgaaacg gaattttttc aaaagtgcgg
   841141 gtttgatttt gtgaatagag atgcattgcc agagaaagta tggattgatt gtagacattg
   841201 tccaaaggtt gattattgtg atgaggtggc aatgattcgg tatgttgggt gaagcaaaag
   841261 aaataagagc agctagcaaa agctaactgc tctatttaag ggatctctcc aagggggagt
   841321 ggagaaaata ttatgttact agcagtattg acagattatt aggaaatata caaatcggat
   841381 gaaagaaatt ttaaataaac tttcggcatt gacagttttt aaaatattca tgtacaatac
   841441 acatgaatga cattcagtca tttttaaaaa tagcaggatg taatttgctt ggaaacagaa
   841501 caaatataaa tggtaaatga ggatgatagt tgtttttata tagtagagat gaaagaatat
   841561 atttttttaa aacaaaaatg actgatagtc agtcataaga ggtgagaggt atgaaaaata
   841621 aagcttggtt atatgtcata ttaacatgta tctttgaagt tttttgggtg tttggtttta
   841681 atacggccaa tacgtggtgg cattggatta tcattttagg agttatcgct gttgattttc
   841741 acttcctttc taaagcgtgt gaacatcttg caacaggaac cgtatatgct gtgttcgccg
   841801 gagctggtac ggtaggtacg tttttaatgg atgtatttct tttcggcgga agtttcagtg
   841861 tagggaaatt attctttatc gtgatggttg tagctggcgt tatcggttta aagctagctg
   841921 ataataaaga agaaactgtg gaaggagctg cttaaagatg ggttggtttt tcgtattttg
   841981 tgctgcaatt agtgaaatag tcggtgtgat tggccttaaa atgtatagta aagataaaac
   842041 gttagcaaat ggggcacttt atataggtgg ctttgctaca tccttcgcat tcttgtatac
   842101 atctttctta ttcttacaag taagtgtcgc gtatgcggtt tggattggta ttggaacagc
   842161 gggagccgtt ttattaaaca tgttcctgtt tggtgagtcg aaaagtaaag cgcgtatcat
   842221 tagtgtggct cttattgtat gcggagtgac aggattaaag gctctttcgt aaagatatac
   842281 tgtatctcct aacaagttgt taggagattt ttattgtaaa aagtacacga taattgacag
   842341 tatagctagt tattctataa aatgagtgac agtcattcaa tacgtgtttg aaaggattta
   842401 gatgatgaat aaaaaagaaa aaattgtcta tgcagcgatt gaagtgtttc aggaaaaggg
   842461 cgttgaaaaa acgaagattt ctgatatcgt gaaattggct ggcattgcac aaggcacttt
   842521 ctatttatat tttccttcta agttatctgt tatgcctgca atagcagagg tgatggttga
   842581 aaagatgata cttgcggtga aagagaaagt gcaaaatgat gcgcctttct caagtaaagt
   842641 tacgcaagta atagatgcgg tatttcattt catagaggaa tatcgtgaaa tacaagcttt
   842701 aatgtatgcg ggtcttgcat ctacagaaca tataaaagaa tgggaagctg tgtatgagcc
   842761 tctttatatg tggctaagtg aatttttaag tgaggcgaaa gaagccggtg aaattcgtga
   842821 gtcggtacac gcagagcgaa cagcgaagtt atttattgct cttgttgaat cagcagcgga
   842881 acaagtttat ttatatgatc ataaagatga tgagcaagtc gagctacaaa aggcagaagt
   842941 actagatttt ttaacacatg cactacatat aaagaaatag tgggatgaac ctgtctgaaa
   843001 aggtaggttt atttttgagg aaaactgaat gatagtcatt cacctaatac ttatgtatgt
   843061 gtgaaaggat agagtgaaat tctaatgagt ggggcatctt cactcattat tagcccataa
   843121 atagcaggat aaagaaaaag cttcttgggc attatttttt gagaggaatt tacgggaaga
   843181 ggtgttaaaa gtgaagaaac cgataaaaga acaaaagatg gtattggtca ttcttttgag
   843241 taatatattt atcgcttttt tagggattgg attaattatt ccggttatgc cgtcttttat
   843301 gaatgatatg catttaacag ggaagacgat ggggtatctc gttgcagtat tcgcaatggc
   843361 tcagcttatt gcttcaccta ttacaggccg gtgggtcgac ctttacggta gaaagaaaat
   843421 gataatcatt ggattattta tttttggtgt ttcagagctt cttttcggat taggaacaga
   843481 tgtatggatg ctttatgtag caagggtgtt aggcggaatt agtgctgcgt ttattatgcc
   843541 tggtgttacg gcgtatgttg cggatattac atctatccaa gaacgtccaa aagcgatggg
   843601 atatttatct gcggcgatta gtactgggtt tattataggg cctggaattg gcggatttat
   843661 tgcagagtac ggtatacgtg tgccgctttt cgttgcagca gcaattgctt ttatagcatg
   843721 tgtcatttcg atctttattt taaaagagcc gttaacgaaa gaagagcttg cagagatttc
   843781 ttctaatacg aaagaatcaa gctttattgg tgatttaaag aaatcattac atccaatgta
   843841 tgcaatcgca tttattatcg tatttgtact tgcattcggc ttatcagcgt atgaaactgt
   843901 gtttagtctg ttttctgatc ataagtttgg gttcacaccg aaagatattg cggcaattat
   843961 tacaattagt tcaatctttg gggtagttgt gcaagtattt atgtttggca aattggtcga
   844021 tatgttcggt gaaaaagtgt taattcaaat ctgtttaatt gtaggtgcag tattagcatt
   844081 cgtttctact gtagtgttta attattggat tgtacttctc gttacgtgct ttattttcct
   844141 tgcatttgat ttacttcgtc cagctttaac gacgttttta tcgaaagctg ctggaaaaga
   844201 gcaaggattc gttgctggta tgaactcgac ttatacgagt ttaggaaata tagcaggacc
   844261 agcgatgggc ggaatactat ttgatatgaa tattcattat ccatatgcat tttcaggagt
   844321 tgtcttaata gttggtctcg ctattacatt tatgtggaga gagaaacagc tagctgagag
   844381 ttttgcgaag taataaaacc ccttacaacg gtaaggggtt tttgttttat aaacttaatc
   844441 caaaccgttt taattcaata aatatcccct ctaattgctt tcctttatcc gttaatgtgt
   844501 actctacacg aggcggaact tctggatata cttttctcgt tataatgcct tgagactcta
   844561 attcttttag tcgaagcgat aatgttttcg ggctaatccc gtccattgat ttttgtaaat
   844621 cactaaagcg taatgttcct tcgataagaa ggtcgcgaat gattaaaaac gtccattttg
   844681 tacgaattac atcaagcgtt ttagcgatgg gacaaggtat gccaggtaaa cctttcgtta
   844741 attcaactgg atctatattg ttcatggaac tagcctccat aaaatttttt gaatgaattt
   844801 gctttatagt atcacaaaac tatacttttg gtaactatat gaaaaaaata tcactacttc
   844861 cataaaggaa gttagtgcat atacaatagc aatatgaaat acaaagggtt tagatgaggg
   844921 ggaggtgatt ttcatggggg taaaaaagtt gtttggattt cttagtttgt ttgttatttg
   844981 tattgtgctt gtagcatgtg gcgtggagga aaaaactgaa gtccagttat taaaagaaat
   845041 gccaaaggca aaaacaatga caatcgatcc ttcactaagt aaaatggaag cgaccgaaat
   845101 ggttcatgca gcgcagcgtt tttatgcatt ttgggataca ggtaaagagg agcttctttc
   845161 gcagactgtt acgaaagatt tttttgataa tacgttgcca aaagggcgat cacaaggcat
   845221 tgaagggtta aagtttgcag cgcaaaattt tcgtaaagtt gtgcctgata tacattgcaa
   845281 gattgaagac ttattggttg ttggtgataa agtaacagct cgtctttctt tttcaggaac
   845341 gcataacggt aagaaaatta atttttttgc aattgacatt ttacatgtga aagacggaaa
   845401 gattacggaa gactggcatt tagaagataa tcttacgttg aaacagcaac ttgggttaat
   845461 aaacgaggaa tagagtaggg gagagaaaaa cgatgaaaaa tatatttatt ataaatggac
   845521 atgaaaaata cggtacaaag gaaggacgat taaataaaac gttagtagat catatggtga
   845581 cggtattaag cgagaaccat caagtgaaaa caacaacgat tcaagatgga tacaatataa
   845641 aagaagaaca agataaattt ttatgggctg atgttgtgat ttatcaaaca cctatttatt
   845701 ggtttagtgt tccaggatta tttaaaacgt atatggatga agtgtatgaa tacggtttgt
   845761 tctttaaagg tgcagatgaa tatggaacag gtggtttatt aacagagaaa gagtatatgt
   845821 tctctacaac ttggaatgca cctgaaaatt catttggaga taagacgaag ttctttgaag
   845881 gggaaagtct agaatcaacg cttagtcatt tacaccgcgt gcagaagttt cttgggatga
   845941 gtccgttaaa gagttttgct tgttatgatg tggtgaagaa tccggatatt gagcaatatt
   846001 tattgaactt gaaagatcac ttagatgaag taattaaata atagtttata tttgtatgtg
   846061 aagaaggtac tactaaggat gtagtacctt ctccttttat aatgaatcgc attttaagac
   846121 atggatggct gtatccataa cttcgcaaaa tttgcccaac cgaatgaatc aattgttacg
   846181 tttttcaaag aagaagggta tgtctttctt tttaaaacgt gatagttaaa taaaatgatg
   846241 tgttctgctt gtaaaaattc ttcgatctca tacatgagct catagcgttt ctctttattt
   846301 tcttctaata aaaatgtatc taacaaacag ttaatttgtt tttcatagtg ctggtccatg
   846361 aaccggttta cgaagcaact tttattttta aatacattta agaatgcaag ttcgtgattg
   846421 gaagcaaaca cttctcccat gaaaataata tcggcatgtt gatcgataga acggttcata
   846481 taatctgaaa cgagaaatgg gtgaagctct acttgtatac ctagaccgtc acatcgttct
   846541 tttaggaaat atgcatcatt tgcactatct ttaaatgcga agaagtaaat atgtatcgcc
   846601 tctccattat aagtgctctt ttttaaatac tttttcgctt tttctaaaga gtaagacctt
   846661 ttaaaagctt ggcggcttct ttcagggaaa aagcttgatg cagcaattgt tcgtcttcct
   846721 tctatgctac gaagtatcgt ttcaacgtca tatagttctc tccaagcttt tcgaaagtac
   846781 atgtcgtgat gaggaccagg ttttgtaaag ttgaagccag cataaataca acctatttct
   846841 tctatttgta tatcatgcct ttcattttcc tcttcatttg gtagttcata atcagcatcg
   846901 atttgtacat gatccggaat accccaaaat tcaatacggt ctaataatgc gcgctcttta
   846961 aaataatgag tgaatgcttc gagtacgata ttatcttcag agtaatgagc aagtttgaaa
   847021 ggtcccgtac ctatataatg atgattttcg atactcacat cacgcggtaa aattgctagt
   847081 tgtatggaac ttacatagtg taaggaaaaa aggttgggtt ttgctaaatg gaaccttatt
   847141 tgcagtggcg atggtgtttc aatttgaaca atttcttctg ttaaccattc gaaaggggaa
   847201 tgaacttctt ttagcctttc aaatgaaaat tgcacatctt tagaagttaa aattgtttcg
   847261 ttatgaaaat gaatatcctt tcgtaaatag aacgtccacg taagccagtc ttcacttaat
   847321 tcccacgtat gcgcaatgtg tggttccatt ttttccgtaa catcgttata aacgactaac
   847381 gtatcaaaaa tttgactcgt aagatggctt tctgtagtta cagcgacaaa agccggatct
   847441 aatgggaata tctttctcga tataggaatc tttaatatgt cgtacatatc atttgaaggt
   847501 tcgtatccaa aatgatgatg tagtttattt tctatctttt tttgaagtgc aggggggaga
   847561 ggttctttta aaagaagaaa aacgtccttt aatttttctt gcgctaacag ttcatctgta
   847621 taggattcaa tcgcttctac gaaattatgt gaaaatagaa tttccgtttt atttccgcgt
   847681 cctcgtcctg gagtccagct aattaattgc tcctcgctca ttttctttaa taaaatcttt
   847741 acgtttttcg tactgcaata taaaacatcc gctaattctt gtaagctatt tcgtatatgt
   847801 tgttgatctt gtgcatgtag tcttagtcta atgtaatagt ccataatttt catatataca
   847861 cttccttcta ttataaaagg ggaaactctt tagaatattc taaccctttt cttccttttt
   847921 ttcaaagtaa aataagtaag cataaggagg gggaaacaat gggattttgg agtatgcatc
   847981 gaaatataaa aattagaatt ataacttcgt ttttaacacg aactgtatcc acgatgattt
   848041 ttccatttat ggcgatttat ttttcaataa agttaggtag tgcgattgct ggtgcgttac
   848101 tactcattaa tgtcatggct tcattagtaa ttggtttata cggtggatat gttggagatc
   848161 ggcttggtcg taaaaaggtg atgattattg gtcaaagtat acaagtcatt tccattgctt
   848221 gtatggggat tgcaaattcg gattacgtag attcaccgtg gctcacattt gtatttatgc
   848281 tagtgaatag cctaggatct ggacttatga atcctgcgac agaggcgatg ttaattgatg
   848341 tgagtacacc ggaaaatcga aaagtgatgt acagcattaa ctactgggcg attaatttat
   848401 ccattgcaat tggagcgata tttggcggat tattgtttga aaactataga ttacaattgt
   848461 ttatcgtatt aacgcttgtt gcgattatta ctttatatgt gatggctgta tatatggaag
   848521 aagtgtacgt agctagaaaa acagtagaga agaaaaatgt attaaaagat atggcggata
   848581 gttataaagt tgtgatgaaa gatagagcgt ttttaatttt ttgtgcagcg agtatatgta
   848641 cgttatcgtt agagtttcaa attaataatt atttaggagt acgcttgcag aaggaatttg
   848701 aaacggtgca ctttttcttc gggaatggtt ttacgtttga tttaacaggt attcgcatgc
   848761 tgagctggat ttcagcagag aatacaattt tagttgtgtt atgttcggcg cttcttatta
   848821 aaatgttgaa acgcttcaat gatttgaaaa tcttatatgt cggcttattc atttatacaa
   848881 ttggatttac aatactcgga acgagcaata gcttatggat tttattaatt gcagggcttt
   848941 tccaaacggt aggcgagatg atgtatgtgc cagtgcgtca atctattatg gcagatatgg
   849001 tgccgaatga ggcgagaggt tcatatatgg cgattaacgg aatggttttt caagtggcaa
   849061 aaatgaacgg ggcattaggt gttatgctag gttcatttat cgcatcttgg ggcatgagtg
   849121 ctctgtactt tatcgttggt atgagcagta ttttattatt tatgaaggcg atagggaaag
   849181 agaagtatga gaggcagatt tctcagattg gataaaacta tatgaaaagc gatgctgaga
   849241 atcgcttttc atatgaattt taaaacggat caacttcagc taaatttgga gtagtattcg
   849301 gctgtagcaa aaggtttttt aatgtgccta cttcagaaag agcgactaat atgtagccac
   849361 taattagaac aataagcccg atgacgcgta acgtttgtaa gctcacttca cgattatttg
   849421 tttctgtagg atttgggggc gttgaaggtg gagtattatt cataataggg ctcccatctt
   849481 tttattttgt atgtgtgaaa tcattattta acttatggat aggaatcgta tagtcatttt
   849541 cactatatga gaactgccta tgaaaagtga ttagaagttt tggagcgaaa aaagagggtg
   849601 tatgaaaaga tcattaaaaa taagattctt ttttgttttt catacaaata aaaaggttaa
   849661 tcaaagtagc taaatagcta ctttgattaa cctctaataa ctatctcaat atacgtaacg
   849721 attcttcaat aaacgctggg atgtcttccg gttgtctact tgttactagc tgattttggc
   849781 atacaactac ttctttatca tgaaagtttc cgccggcgtt ttttaaatcg acttcaatag
   849841 atttatatcc agtgacatca cgtccttcaa gtgtttgtgc agtgatgagt agctgaggtc
   849901 cgtgacaaat agcgaaaaca ggtttttccg catccataaa tgctttacta aagcgaacga
   849961 aacgctcatc tgcacgaagt atatctggag aaaatccgcc tggtatgaag agtgcatcaa
   850021 agttttctgg agaaacatca tcgatacctg tatcaattac gacttcgctt tttccttgtt
   850081 taccgtgtac cgttttacct ttttctgctt caatagttgt taattcatat cccttttgct
   850141 taaaagcttc tgctggctct gtgtattctg tgtcctcgaa ataatccgtt attaaaatag
   850201 caattttttt actcattcta atccgctcct tacattatat tatcgattcc aaaatcgtcc
   850261 ttgggcaatg ccttctataa atgattcaat tgaagtgttt gctaagttgt aaattcctgc
   850321 tccatctaat ttaattttac tattgtccaa agcatgagga ttactaagga catgagctat
   850381 cggtttaaaa tgtttaaaag tagtttctgc aaattctaaa acaggggggt gaatggcaga
   850441 ttcgctacta aacactaata ctgcatcaaa aagggaagag tctgttgttg tataagtatc
   850501 agttacttta atggaattat tgaactgata aattttatta tctacgatgc tatagttaat
   850561 tcgatgctgt gcaaaagctt gaatccattc ggacagaagg gagacgcttg ggtcaccatt
   850621 taatacaatt gcaacatttt tagaatcagc tttaaaaata gtattggaca tacttagtgc
   850681 aggtgatttt gcatctgaat ttacttcgtg attttcctta ggcaagggag ctccaataat
   850741 gttagcgact tcttgtgcta attgacgatc gacatgattc agtagagcaa ttacatttgc
   850801 cttcaccatg tctgatttac acttcccaac ttcaaagcaa aaagcttctt ttatatgctg
   850861 cttttcaata gggctcatac tattgtagaa aagtttagct tgcgaataaa agttaaggaa
   850921 gcttttactg cgccccctaa ttttatgtcc atcaatcttt tcttgataat gctcatatcc
   850981 gccctgttca gcttgcacgg ttgctggttg attgtcattt aagccattag gatgatagct
   851041 tgtttgaccg cgatgaattt gcatttgatg cataccatca cgttgattat tatgaaaagg
   851101 acatacgggc tggttaatag gggtttgatg gaaattaggg cctcctaaac gagataattg
   851161 tgtatctgta taggagaata atcttccttg cagaagaggg tcatttgaaa aatcaatacc
   851221 tggtacgaca tgaccagggt ggaaagctac ctgctccgtt tccgcaaaga agttatcaac
   851281 atttttgttc aatgtcattt taccaactag ttttacagga acttcttctt ccggccataa
   851341 tttcgttgga tctaaaatat caaaatcaaa tgtatgctca tcttcttctg gaattagctg
   851401 taatccgagc tcccattccg gataatcccc tttttcaatt gcttcatata aatcttgacg
   851461 atggaaatca ggatttttcc cagcaatctt ttgagcctca tcccacacta atgaatgaac
   851521 tccaagagca ggtttccagt gaaattttac gaagtgggct tttccttctt tattaataag
   851581 tcgaaatgta tgaaccccaa aaccttccat cattcgtaaa ctacgtggaa ttgcgcgatc
   851641 actcatctgc cacataacca tatgagtaga ctcgggatta tgcgcaacaa aatcccaaaa
   851701 tgtatcatga gcgctagctc cctgaggaat atcattatgt ggttctggtt taactgcatg
   851761 gacaaaatca ggaaatttaa tagcatcttg gataaagaat actggcatat tattacctac
   851821 taaatcgtag tttccttcat ctgtataaaa ttttgtggcg aatccgcgta catctcttac
   851881 tgcgtcgttg gatcctttag aaccttgaac ggttgagaag cgtacaaata caggtgtttt
   851941 cttggaagga ttagtaagaa aatctgcttt cgtatatgct tctaacgatt cataaagctg
   852001 aaaataacca tgagcgccaa ctccgcgtgc atgaacaatt ctttcgggaa ttcgctcgtg
   852061 atcaaaatgg gtcattttct cgcgaaagtg gaaatcctcc attaaggttg ggcctcttaa
   852121 gcccatcttt aaagaaaatt catcctcggc tatttttact ccttggtttg ttgttaaagc
   852181 atgtttgcgt tgattatccg taacatggtg cttcaattgc tccatttttt tattcacaat
   852241 ataggcccct cctttactct gttaatttaa tagataccct ttttattagg acgtaaacat
   852301 gtattatcgt ttttgtatgt aaaaatcata aaacatcggt tgtgccggtg attcttattt
   852361 aaggaaggaa aataaaaaag gcaaggagat aatttatttt ctccttgcct tttaagataa
   852421 ttcttttcgt taaaacgagg aaacgcgttg cttcgttttt ggtacaataa taaatttgat
   852481 ccagagtaac ccgataatca taatgataag ggtatgtaaa aattgtcccg tagcaatgag
   852541 tataacaatt gaaaatataa tgagctgaat gcttagcaat ataaagatta agcgaagaaa
   852601 ttgattcatt cgtttttcag tatcaattgg atataatgct acaataatat ttcccgaaaa
   852661 atatttccat agggaacgga gctgcataga aatcatatat aggacgatgt aagtgatagc
   852721 gccctttaca tatatgtttg ggataaaata taaggcgaag gcaccaatca agcctaagcg
   852781 aatatatata ccgaaataat cattcccgcg taaaaatgcg agtgtatgta aatagaagaa
   852841 agttgctcgt tttttatgta ataaaggttc aatccaagtt gtaagccatt ttcttttatt
   852901 tacttgctta tttagttgcg gaacatcagt gaagatgcta gcaaattgat aaaaacgaac
   852961 gttcattttt tcttcttgct caattatgta atcccacggt attcgttttg taggctgttt
   853021 gttcgtgtat agaagcagga aagcaagtag taagagtaat ccgcccaata tgagaacatt
   853081 tgctgcataa aacagcatgt aaataaggag ggcgttacaa gtgatacgaa tgatcagcca
   853141 tatatttttt tcgtgacgat cacgccacat ccaatgtatg tatatgttcc aagctttcgt
   853201 aaccattaaa acgataaaga ttgtacataa gaaaggtaca gttaattgta atgattgaag
   853261 tgcaagtgga acgagaataa ggaacgtaaa taataatggg aaaagctgca tgatgtaatt
   853321 atatagaaga gattttttga aataagaagt taatttctct tctattgcta gtaaatagac
   853381 agcgtcaggt ttttgaataa atgtacgaat agggcatctc gttataatga atgtaagtac
   853441 aatcgtgatg agtagtaaag atattccttt agaaggagat gtttttagaa actgggcata
   853501 gtagtatgcg ccaacgcatg aaataaagat aaagctatat agtaaaccgt taatcatacg
   853561 tgcaaagtat gtaatgatat tttgcatatg ttgttggaaa cggctgctcc atagtgattc
   853621 gattgacatg tttttcacct ctttgttcta ttatatatgt tttgcaaaag aaaaaacgag
   853681 caaattgcgt tatgcaactt gcccgtcttt cttttcgtta ttttttttct gatcacgatt
   853741 cattaatgga tagaaagcaa agccgattac gaataaacca attccgagaa ggaacgtttt
   853801 tatatcggat gcacccgttt taataaccca tagtgcgtag caaagtgcaa ttactgcaac
   853861 tataccgtcc gtaattcttg cccgcatttc atttttatac gtctcaccag tagcgactag
   853921 ttttaactgg aagattggtg aaacgagata tggaatgaga taggcgagtg ttgatacggt
   853981 aataacgaat gtataagctt ccgcaattgt tcctgataat gttgagaata agaacacttg
   854041 cgacataatg tttgttaatc gtaatgaata aattggactt ccttttttgt ttgtttttgc
   854101 gaagaaggaa gggaagaaac cttcttttgc tgcttgatat ggtacttctg agcttaataa
   854161 aatccagcct aaaatcgaac caaacaggga agtaagagca agtaatgcca tcagtttccc
   854221 gccgccgtga cccattgcag catttaatgc atctgctaac ggacgttctg aggcttgtaa
   854281 tgtatcaacg tgaagtacac ccattgttaa aattgtaatt cctaagtaaa tcgcaactgt
   854341 aataagtaat ccagcaactg ttgcacgttt tactgttttt ggagaaacag cacggtttga
   854401 taaaagaacg gctgattcaa ttccgataaa tgcccaaagc gttgtaagag cagctaaatt
   854461 tacttgtgaa agaaggccgt gtgatacacc tgatttatcg atcatcggtg tgtaccattg
   854521 tccaaactta gaagcttcga atgcaaataa agtaacgacg atgaataaaa ggaatccagt
   854581 tactttcgtt gttgttgcta agaagtttag ctttccagct ccgcttacac cgtttgttaa
   854641 aataacatga gttccccaaa gtaagatgga acaaatcgta aatgtaatta gttttccaac
   854701 ttctacgtta aacgaaccaa ttgaaaatag tagtcgtgta tctttcataa ttgggaagaa
   854761 gagtgataaa tatcccgcaa atgatgtaat gatagcaacg ttacttgccc agtttgcaac
   854821 ccaatatccc cataccatac tgaaaccagc catttttttc ttttttggtg ttgagaataa
   854881 agcatatgca tgactttgtg gccctgtcgt taaatcagga cgacgaattg ctaaattacc
   854941 gaaaacaaga gctagcatta aaacaccaaa ccctgtagtt aaccaagcta aagtgacacc
   855001 gagagggctt gctgtttgtg ccaacgtact tggcaccatg aaaatcccag cgccaaccat
   855061 attaccgaca acgaaagctg ttagtaccca aaagccccat ttttttgttg catagaaaat
   855121 acctccaaag ttagtataac caagtcaagc gaggagatat gtatgtcttc ctgagtcagg
   855181 aagagaagtt ccaaacaaaa caaaaaaagc acgtaatttg ccgctacatg ctttctatct
   855241 tataagaaac ccacgacata cctctcgata gctctccaca aacgaaacgt ttgtgacagt
   855301 tctgcactta ttaaatgcag acccagcaag tgtgcatggt ggacacaact tacttcggca
   855361 atcattcctt tctcattcct tcatcaatgc cactacatct ccagaaatga tactcttaat
   855421 gactgcaacc tctacctcac cgagatacga atgaggattt aaatattaaa ttaacgtatt
   855481 taagagtaac aaatgtattt ttatacgtca atggatatag taataatcag attatagaga
   855541 agagtttgtg attaaaaggg agagggattg ttatgtaata ttgaattttc ataatataat
   855601 aaatgttatt gacgctagaa gattgaggag gggatgaagt atatgtctgt atgtcataaa
   855661 cattcagtaa taggtgtgct agattcggga gttgggggat taacagttgc gagcgaaatt
   855721 ataagacaat tgcctaaaga gagcatttgt tatattggtg ataatgagcg ttgtccgtat
   855781 gggccaagaa gtgtagaaga ggtacaatct ttcgtatttg aaatggttga gtttctcaaa
   855841 cagtttccgt taaaggctct agttgtagca tgtaatactg ctgcagctgc tacattggct
   855901 gcgttgcaag aagcactttc tattccggtt attggcgtta tacatccggg agcaagagcg
   855961 gctattaaag tgacaaagaa agggaaaatc ggagtaattg gaactgtagg tacgatacag
   856021 tctaatatgt acgaaaaagc attgcatgag cttgatacat atttgaaagt gcatagtcat
   856081 gcgtgcccga ctttagctac agttgtagaa aatcgattag aagataccgc atatgtcacg
   856141 cagcaagtga aacaagcttt acttccatta acgaaagaag atatagatac gttaattctt
   856201 gggtgtacgc attatccact tttagagtcc tatattaaaa aggaactagg agaggatgta
   856261 acgattatta gttctgcaga agaaacagcg atagagttaa gcacaatttt acagcacaaa
   856321 ggaattctgg ctgacaatct gaatccgaag catcgatttt ttacaacagg ctctgtttct
   856381 tcatttgaac atatcgctga gcgttggcta gggtatcaaa tttctgtaga ttgtgtggat
   856441 ttacctgtaa agaatgctcg catctgtaat taggctttat taaagtactt tttgttccat
   856501 aaattaggtt agttgcataa gaaggaaaaa atgcactttt aattgaaagg attaaggtca
   856561 tttcaattaa aggggagatt ggattatgga attatcaagg tctcaattat ttgctttaga
   856621 gtatatttca aaatatgcag agaacgaaaa acgcgaggcg aaagcaacaa ttaatcatat
   856681 actgaacatg tctaatatta cagatgaaat gtttgaagaa gctgtcgcta atttaaaatc
   856741 tcatgcaagg atcgctttac actttcatcc agacagacta gattcgaata tgagaaatat
   856801 tgctgaagca ctgcttgagc aagggagata taaaagtcag tttgaaacat tgctatctaa
   856861 cggaagcgta tctgcttatc ctggcggtga acgtgacctt tgggaaaaga gaatatttgg
   856921 aggcgcatat cagcttgagg gcgtaacgaa tgatcaacgg ccaaagtatg gagcgctaaa
   856981 tttgatgtta catccagagg ggcccgcgcc gcgttttgga tcatgttact ttctcttatc
   857041 tccaaaagtt tcttctcgct ctacatatac gtatttagat tcgcatcaag atccaaaaga
   857101 aaaggggact tatgaagagt ttgatatgat tttagctgct cttttggaag agacgtttgt
   857161 aagagatttt gcaattgggg aagggaattt gactccaaca agattcattc atcatttact
   857221 ggctaatctg gaaaggccgt ttatagaatt agtaaacaaa gagtcagctc gcaatcttaa
   857281 ccattatatt gaagcacaga ttcatggaga gatttctctt aaagaagacg tggaggcgct
   857341 tgttgtagat ccttcattta aggggacgga tgtagggaga actttagaag aaatttgtat
   857401 gaagtacgct attgatttgt attggcatat gggttttgta cttatggtag acgacgttcc
   857461 aatgaatttt agaggttcca aaatgccatc tttagcaagg cgtattgcac ggaataattg
   857521 tatcgatgcc aatataattg gctctgctgt agtggatttg aaaagtaatc cgctatcttg
   857581 gagtgatcgc ggaacttatg aagaagtgct tcaggaatta aagttactat ggcatgtttt
   857641 agttcgattt ggaaaaccaa atcggaattt gaaataaatc cgctattatt tttggaagca
   857701 tgtatataaa aagaagctga tccaaaatta gatcagcttc tacatataag attaaactaa
   857761 gtttaataca gttacttttt cacgtgtcat agactcaagg ctcttacgaa taccttgtgc
   857821 gcccatacct gaacctttta caccgatgaa tgggaagtgg tcagggccgc gctctgtgcg
   857881 tccgttaatt tgaacagaac cagtttcgat tttgttagca attgcaaatg ctttgttaat
   857941 gtcttttgtg aagacacttg cttgcagacc gaactctgat ttgttagcaa tttcaattgc
   858001 ttgctcatct gaagaaacgc ggatgattgg aaggattggg ccaaatggct cttcccaagc
   858061 aactttcatt tcttctgtta cgtggtcgat taatgttggg taaattaagt tacgctcacg
   858121 tttgttaccg ataacgattg tagcaccttt ttcaacagcg tcgtcaacta agccttgaac
   858181 caagtcagca gatttgtcgt cgattaatgg aacgattgtg ctgtcttgtt ctggagatcc
   858241 aactgatagt ttagctactt gctcttttac taagctaaca agctcgtctg ctacgttttc
   858301 gtgtacaagt acacgtttaa tagctgtaca acgttgacca gagtaagaga atgcaccgct
   858361 tacgatatgg tttgcagcat cttgtaagtc agcatcttca cgaacgatac cagggtcttt
   858421 accaccaagt tctaatacaa gtggaatcat tgaagctttt ttcgctaaat gtttacctgt
   858481 gtttgtacca cctgtgaacg ataccatatt gataccttcg tgctctacta agtagtcacc
   858541 aattacagaa ccacgtcctg tcgctacgtt tacaagacct tgtggaaggc ctgctttatg
   858601 aagtgcttca accattttaa taccactaat tgcaccttga gttgctggtt tgaaaataac
   858661 agcgttaccc ataattaatg ctggtgcaag ttttgcagcg gataagttta ctgggtagtt
   858721 aaacggtgcg attgctaata caacaccaag tggtgcgcgt tggataatcg caagtttaga
   858781 ttttgtaccg cccgggaagc tatcgcccat catgctttct ccgtgcatat gtaaagcttc
   858841 ttcgatcgtg taacgaatga agtcagctgt acgaacaact tcttttttcg catctttata
   858901 gcctttaccg acttctttca taatgatatc agcaatttca tcctgcatat ttacgagctc
   858961 atcagcccat ttatataaat actttgcgcg atcttgtaga gaagcttctg cccatgattt
   859021 ttgagcttct tttgcagatg caattgcttc atctacttct ccgcgagtaa ttgcttgtac
   859081 ttgtccaatt acttcgtgta agtatggaga tggaatttcg attgtttctc ctgaagagct
   859141 ttctctccat tctccattta aataaaattt gtacgtattg ctagttgtca tgattagtcc
   859201 tcctaaaata gcaacttgta agggtgagta taaggtgatt gtatggggtt tgataacatt
   859261 tttcaaatga aatatttgtg aaaacgattt cttatgaagt ttttattttg tatgcccttt
   859321 cttacagaac attcccttat ttcgaaatga tggatcagat atttttattc aatttgtaaa
   859381 aaaaataatt gacagaatac tcaataaagt tgtaagatta taaatggaaa ataaatgaag
   859441 ggggtgtgcg taatgattgt aatcgtaaat gtaatggatt tagctctgtt aaatggcaga
   859501 aaacatttat atcattacgc aacccgtgcg gatatatagg gcatttttgt cttataaaaa
   859561 gcgtacgttg cgtatatcgt aacgtacgct tttatgcatt tttgtgcata tcgtcaagcg
   859621 gcggtatgct tttttttgtt tattttccat gttactaaat aaaactttgg aaggtggaaa
   859681 aatgtgatga gattgtatgg gttacggaat gtaaatgtaa tgggtctgga tagcggatag
   859741 agaaatgaga gataaacgag aacgagaagg gagagattac attgttttca gtattactaa
   859801 agttaaagtg gttttttaag gagcactgga agagatatag tatcgccatt ggagctcttt
   859861 taattgtgaa tatagtggaa gttattcccc cgaaagtgtt gggggttacg atagataata
   859921 taaaaacagg aacgttatcg aacgaagcta ttatacagtc tattcttatt ttaattgggg
   859981 ttacgatagt tggatatggc ctcactttcg tatggcaaca tcaattgttt ggcggtgcat
   860041 tcgtgcttga gaagacgatg cgctctaaat ttatgggcca tttacttaag atgacgccga
   860101 ctttttatca aaaaaatcgt actggtgatt taatggcgag agcaacgaat gatttaaaag
   860161 caatcgctat gacagctggt tttggtatat taacgctcgt agattcgagt ttatatatgc
   860221 ttacgattgt ctttatgatg ggatttacaa ttagttggga gcttacattt gcggcactta
   860281 taccacttcc aattatggca tatgcgatga atatatatgg aaagaaattg catgaaagat
   860341 ttacagttgc gcaagatgcg ttcggtgata tgaatgataa agtacttgag tcaatcgctg
   860401 gtgtgcgcgt gattcgcgca tacgtacaag aaaatgcaga tcaagaaaga tttcatcagt
   860461 taggggatga cgtctatgaa aagaatatga aggtagcaag aatcgatgca ctattccaac
   860521 caactgtgaa aatgcttgtc ggattgagtt atttaattgg tttagtgtat ggcgcatatc
   860581 ttgtattcca atcaaaggtg acacttggtg aacttgtttc ctttaacgtg tatttaggga
   860641 tgatgatttg gccgatgttt gcaattgggg aattaattaa tgttatgcaa agaggaaatg
   860701 catcactcga ccgtgtaaat gaaacgttag cgtatgaacc agatgtaaag gatccgaaac
   860761 atccaaagct tgtacaagag ccggattata ttcagtttga tgatgttacc ttttcatatc
   860821 cttcatcaac tgaaacaaat ttaaaaaagg tttcgtttac attaaaacaa ggggaaacgc
   860881 ttggggttgt tggaaaaacc ggaagcggaa aaacgacgct tgtacgtcag cttcttcgcc
   860941 aatatccgct tggagatggg gatattgcag tctctgatgt gacgttagat aaaatgacga
   861001 atgaaaatgt gcttgggtgg attggttatg taccgcagga acatatttca ttctcaaaaa
   861061 cagcgcggga aaatatttta ttcggaaata gggaagcgac ggaagaagaa cttgagaaag
   861121 cgattgaaat tgcggcgttt aaaaaggatt tagagttttt gccagaaggg ttagaaacgc
   861181 ttgttggaga gaaaggtgtt tctttatcag gagggcaaaa acaaaggatt tcaattgcac
   861241 gagctgttat tcaaaatcca gaaattttaa ttttggacga ttctttatca gctgttgatg
   861301 ctcgtacgga agcggcgatt attgaaaata taagaacaga gagaagtgga aagacgacga
   861361 ttattacgac gcaccgttta tctgccgtac aacatgcgga ttggattctc gttatggatg
   861421 agggagaagt aatggaagaa ggtacgcatg atcagcttat ccaaaaggga ggctggtatg
   861481 cggagcagtt tgaaagacaa caaggtgaaa gtgaaagtgc ggatagtggg gtgaaaatat
   861541 gagcgtttca aaacgattgt ttcaatacgc aatgaaagta aaaggaacaa tttttgcagc
   861601 gatgctaatg ttatttattt tcgtcatcgc agagcttgct ggtcctttcg tcgcgaaaac
   861661 gatgattgac gatcatatcg ttggaataga gaaaccttgg tatgaaacag aaaagagtga
   861721 agaggctgtt tcgtataatg gagcctttta taagagaagt gatcgctttg aacaaggtga
   861781 gaaaaaagga aaagaagtac gcgtgatgca agtcggtttt caatattact ttgtgccgaa
   861841 taaagtgaat gctgaaggat cacgtactgt aaaaggtgat atgattaccg ttcaaaatgg
   861901 taaggcggtg caagtgtata aagcgaaagc attaacgaaa gaagaagtgt ttgcgtttta
   861961 taaaccagaa ataaaccgac tattattact tggtggaggc tactttgctt tattagtagt
   862021 cgtttcattg tttgcatatg gaaagcagtt tttcttgcaa aaagcggcga acaaaattat
   862081 tcaaattatg agggaagatg tcttttctca tatccaaacg ttgccgattc ggtattttga
   862141 tcatttaccg gcggggaaaa ttgtttcgcg cgtgacgaat gatacggaag ccattcgtga
   862201 tctatacgta acggtacttg cgacattcgt ttctagtatc atctatatta ttgggatatt
   862261 tgccgcgcta tttttactcg atgtaaaatt ggcgacgtta tgtttgctta ttatcccgat
   862321 tttaattgtt tgggccattt tatatagaaa atatgcgtct gtatacaacc ataaaatgcg
   862381 ttcgcgttta tctgatatta acggaacagt gaatgaatcc attcaaggga tgccaattat
   862441 tcaagcgttc cgtcaagaac gtgaaacgaa aaaagagttt gaagaattaa atggcgatta
   862501 ttttaagtat caaaataaaa ttttaaattt aaatgcagct acttctcata atttagtagc
   862561 cgtattaaga aatattgctt ttacaggtgt gatctggtat ttcggtggtg cttcattaag
   862621 tgctacaggc gttatttcgc tagggatact gtatgcgttc gttgattatt taacacgatt
   862681 gttctcaccg attacaaata tggtgaatca gcttgctaac ttagaacaat cgcgcgttgc
   862741 atccgagcgc gttttcgaac tgttagagga aaagggggag agacagtaga agaagagcgt
   862801 atgcctcgct tacaaggaaa tgtgaagttt gataatgtgt cattttctta taatggaaaa
   862861 gatgaagtgt taaaaaatat ttcatttgaa gcgaaacaag gcgagacagt cgcacttgtc
   862921 ggtcatactg gctcaggaaa aagttccatt atgaatgtac tctttcagtt ttacgagttt
   862981 gaaaaaggaa agcttacaat tgatggtcat gatgtaaaag agatgccgaa acaagcaact
   863041 cgtgaacata tgggaatcgt actgcaagac ccgtttttat ttagcggaac agtagcatct
   863101 aatgttagct tagagaatga aaacatttca aaagagcgca tcgtaaaagc gttgcgtgat
   863161 gttggtgctg aaagatttgc gaacaatata aatgaagaaa ttacggagaa aggaagtaca
   863221 ctttcaaccg gagaacgtca gcttatatcg tttgctaggg cgctcgcttt tgacccagct
   863281 attttaatat tagatgaggc tacgtcgagt atcgatacag aaacagaggc gatgattcaa
   863341 caagcgctag aagttgtgaa aaaaggaaga acgacattta ttattgctca ccgactttca
   863401 acaattaaaa gcgcagatca aattatcgtg cttgatagag gaacgatttt agaaaaaggg
   863461 tctcatgatg agctaatgaa aaagcgcggg cgttattacg atatgtacaa aacgcaaatg
   863521 gaagggaacc agagcgctta ataggtatgg ggaggaactt gtgattttca caagttcttt
   863581 tttttgtgaa tcagggcaat taaataagaa gtattatttt acctttcgta caataaatgc
   863641 tatattaaaa aatgttactt attttttgta tgtagcatta tttttccttt ttgtttgatt
   863701 atgaagaaaa aggataaact aaataagaac attttcattg aaaaattgtt caagattgca
   863761 tacaatcaat atagttttta aattcctatc agaatacttg gaggattacc atcatgaaga
   863821 aattattttc agtgcttgca gtaactacat tagcgatcgg gattgtagcc ggctgcggta
   863881 aagaagagaa aaaagataca gctagtcaag acgcattaca aaagattaaa caaagcggag
   863941 aacttgtaat tggtacagaa ggtacatacc caccatttac gttccacgat tcaagcaata
   864001 aattaactgg atttgacgtt gaattagcag aagaagttgc aaaacgttta ggagtaaaac
   864061 ctgtatttaa agaaacacaa tgggatagct tacttgctgg tttagatgcg aaacgctttg
   864121 atatggttgc aaacgaagtt ggtattcgtg aagaccgtca aaagaaatat gatttctcta
   864181 aaccatacgt ttcatcttca gcggcattag ttatcgcaaa agataaagat aaacctgcta
   864241 catttgctga tgtaaaagga ttaaaaggag cacaatcttt aacaagtaac tatgcagata
   864301 tcgctaagaa aaacggtgca gaaattattg gtgtagaagg atttagccaa gcagcagaac
   864361 tattagcttc aggacgcgtt gatttcacaa tcaatgataa attatcagtg ttaaattatt
   864421 tagaaacgaa aaaagatgcg aaaattaaaa ttgtagatac agaaaaagaa gcttcagaaa
   864481 gtggattctt attccgtaaa ggtagcacta agcttgtaca agaagtagat aaagcgttag
   864541 aagatatgaa aaaagacggt acgtatgaca aaataacgaa aaaatggttt ggtgaaaatg
   864601 tatctaagta gtgcattgat ttcagatcga ttgtctactt ggatagatat tatgcagact
   864661 tccttcatgc ctatgctgaa ggaagctgtt tttacgacaa ttccattaac gcttattaca
   864721 tttattatcg gtcttatact ggcaacgtta acggcgcttg cacgtatttc aggtagtcgt
   864781 attttacaat ggattgctcg tatctatgta tctatcattc gcggaacgcc acttcttgta
   864841 cagttattta ttattttcta tggtctgcca actcttaatg ttgaagttga gccatataca
   864901 gcagcagtga ttggattttc attaaatgtc ggtgcatatg catctgaaat tattcgtgct
   864961 tctattcttt cgattccgaa agggcagtgg gaagcagctt atacaattgg gatgacatac
   865021 ccacaagcgt taaaacgtgt tattttaccg caagcaacgc gtgtatcaat tccgccgctt
   865081 tcgaatacat ttattagctt agtgaaagat acttcattag catcgttaat tttagtaaca
   865141 gaaatgttcc gaaaagcgca ggaaattgcg gcaatgaact atgagttttt aattgtttat
   865201 tttgaagcag gtcttattta ttgggttatt tgtttcttat tatcaatcgt acaacagatg
   865261 ttagaaaagc gctcagaacg ctacacatta aaataatcct tttacaaaag gagtttttgt
   865321 ttttatgatt tcaattcagc acttacaaaa aagtttcgga gataataccg tactaaagca
   865381 tatagattta acagttgaga agggcgaggt tgttgttatt atcgggccgt ctggatctgg
   865441 taaaacgaca ttcctgcgtt gccttaacgt attagaaacg ccaaacgctg gtaacattcg
   865501 tattggcgat aaagagctta atttctctca aaaagtaacg aagaaagata ttgtcaatct
   865561 tcgtacgcaa acaggtatgg tattccagca ccataatcta ttcccgcatt taacagcact
   865621 tcaaaatgta atggaagggc tcgttacagt gaaaaagatg gggaaagaag aagcgaagaa
   865681 aaaagcaaac tatttccttg aaaaagttgg tcttgcggat aaagtagact tatatccgtt
   865741 ccaactatca ggcggacaac aacagcgcgt tggaattgct cgcgcgcttg caatggaacc
   865801 agaagtgttg ctatttgatg agctgacatc agcgcttgat cctgagctag ttcaagaagt
   865861 tctgaaggtc atgaaagagc ttgctaaaga aggcatgaca atggtcattg taacgcacga
   865921 aatgcgcttt gcacatcaaa ttgcgaaccg tgttattttc atggatggcg gtgtcgttgt
   865981 cgaacaaggt acaccagaag atgtatttac aaatccaaaa gaagaacgta cgaagaagtt
   866041 tttacaaatg ttgcaataaa tgaaggaagg tctcaaggca tatgccttga gacctttttg
   866101 ccatatatat ttatttgtgg aatccgccaa ggctttgctc agccattgca actagacgtt
   866161 ttgtgatttc gccaccaaca gaaccgttag cacgagctgt agaatctgct cctaattgta
   866221 caccaaattc ttgagcgatt tcgtacttca tttggtcgat tgcagctgtt gctcctggta
   866281 ctactaattg atttgaagaa ttttggtttg ccataggaat atatcctcct tagagttata
   866341 aaaatttttt tggttggact agctggagtt gaaccagatt atcgccccgt ttggcgctaa
   866401 tccatcggta attaagtttg tactcatagt atggatgtta cctagaaaga tatacgaaat
   866461 aataatttgt aaattttgta aaaaaatctt agtgatttcg taaattatga aataagagta
   866521 atcgttgtat tttttagaaa gaaggctaaa ctaagagcga tatgaaatat atttttcttt
   866581 ttgtatcctg ctattttgag gcgaatgtaa gtaagaacgg ggcaagccgc tcctatacgt
   866641 agctagatac aattatatgg aggaatcgtg atgggaattt gcccgctttg caacgcatta
   866701 gaattacaaa catattcttg tcaaaattgc caaagtatac tccaagatta tgggaaggct
   866761 gtagattaca tagacgatta tagtgcgtat atggaccaag aattattaag tgcagtagat
   866821 ggattgacac ataataattc gaatgaatat tgcaatcata ttttttattg cggagtatgt
   866881 aacgtggaaa cagagattgt agtaaaactc gtgtaaatag aaaacttcca ccttatgaat
   866941 gaggtggaag tttttgtttt tgtatttgtg agtgaatcat aggagacgga atatgctcgt
   867001 tgtttgagga attctctgat tttatttgag acattttttc ttttgtatag cgcaaagaat
   867061 gttcagttaa gtagatggca tattcgtaaa ataattggcg cgttagttca ctttgttctt
   867121 ttaacttggc atcttggaac acagttcgcc ctggtttaga gtttgcttca aagagccatg
   867181 ggttttcctg cgtgtctaaa ccgatatcaa aaccgatttc tccaatattt ccggttactt
   867241 gttcatcgag cgcgtaacta atttgtaagg ctgtatgttt taatttattt tcaatttgaa
   867301 tttgtttcgt tgaatcagga aaaagttctt gcagcaattt tgtatcgcca ccgctattta
   867361 catgcgttgt taagctacct ttgccagcaa tttttgccac gattgcactg accatccatt
   867421 ggccgaaatg atttttattt gtatgaatgc gaaaatcaac aggttgccca tcgaagcgaa
   867481 gtaaggaaat accttgttgg acgataaatt tttttaaatc atgccctttt aacacatggt
   867541 tcagaagcgt ttctaatgat tggtactttc ttagtttatt ttcttcattt tcgcgataac
   867601 gacagtagta gcaattctct gtttgagaat aaaatagttg atgaatattt ctaccgaagc
   867661 taccatgaat cggtttcatg taaattgatt tatacgttcc gagaaatcgt tccacttgtt
   867721 cgaagtgctg aaatgtttct gtgcttggta ataacggcat aatggattca tctttcataa
   867781 gaagttgatg cacttcccat ttattaaaaa aacctgggtt aaaccatgga atagcgtagt
   867841 cgtgctctaa ctttcttttt gctcttacga tcggtttata attttcggct ttccgatttg
   867901 gtaatcgatc gtaaatgaca ttcggtaaag gaactttttt ctttatccac ttttcctctt
   867961 gaaagaagta cccttcaatt gtttcatctt cccagtctat atgttgcaca ccaaaaacga
   868021 atacaaatgg tcgtaaggtg aatggtggcg ttagtaattc gccaagagaa gtggaacggt
   868081 tccctaaagg attagaagtg tcatcgttaa aaccagttgt gaaaatcccg attaatggtc
   868141 cgaaaataat ggtttcattt tgtgtgaatg catggatagt agtggaatga ggcagtaaaa
   868201 gttttttaac aatttgtttt ccaattatga tttcgcgagt aaaggaataa tgaattttta
   868261 catcttcact tgcaacatgg cgtaggccga aggaaaggga tgtaattggt ggtgtgatgg
   868321 aaaaaatata aggtaaagta atactatttg gattctcgtc tgaaatgttt aatgtatata
   868381 tgtgctcttt caaaatgggt ttacctcctt tcattatggt gtaaagcgac tgaattttaa
   868441 tggtccgtga tatatttttt cggctaatga atcactatga cgaatgtaat gttcgtaagg
   868501 gggaatcgtg ttgacataca taagccaaat tgcccctttt tgatccataa tagtggaaag
   868561 ctctagctcg aacaatgaag aataagatgc atctagcgtt tgaaacactt catttataat
   868621 gtcttgtaaa gcgtcttgta ataattgtac accggtacta gatagtacgt atttaatttt
   868681 tgaaaatgca tgtagcgagg aatcctccgg tgccgaaagt aaaagttgat tcggaaatga
   868741 gcttttttgt ataaactgac cgataacatt ccaattgtgt tctttatttt tttgtaaaat
   868801 ggttcgaata tggagtgggt atgttaattg atttggaggt tgcagcatcg tatgcgtcat
   868861 gtaacgtgct gatcgtatat tagatttgta ccaagatata aattcatctg tccgtttaat
   868921 tggagtagaa atatgatagg catcatttat tgtatcaata tgaaacgttt tatttttata
   868981 aacgacccgg tacaaacttt cactggaatg tgcgttagta ggacgtataa taatatcttt
   869041 tgtttttaat aacagtttga aaatattgtg tatcgttgct atttcaaact ttggtatata
   869101 aggtgataat tttttattcg tgagaaatac atcatgtagt tcgcttaagt caatgagtgt
   869161 gttatttaaa aaggtagtgg aaggacgagt gtgtaatgag cgaataattg actttgcttt
   869221 ttcgacattt gtttcctcgt taaaagaaga acgatcgtat atataagaag gaatagggaa
   869281 tgtttgctct ttccattttc ctgtatctgt atcataaatc agaccagaaa taagatctgt
   869341 tttaggatca ataccaaacg gcgtaaactg ggcaacgaca ttatgataaa gccgagcgcg
   869401 tttagcgatt tcggtgtaat atgtttgctc ataatgaggc tgagaagtta aaataccgag
   869461 aaccaacgaa atcactcctt tactaacaaa atgttggcac aataggcgaa gctatatatt
   869521 gcaaatacgt ttttatacca ttatactttt gtccgtatga tgatatgcta tagttttgga
   869581 gaagcgaaag gttgattgta atgaatatat ggttaagtat gttaacgacg acagggctcg
   869641 gagcaattat tggaggattt acaaatcatt tagcaataaa aatgttattt cgtcctcatc
   869701 gccctatgta tattgggaag tttcaagtgc catttacacc aggattaatt ccgaagcgcc
   869761 gcgatgagct tgctgttcaa ttagggaaaa tggttgtaga acatttgtta acgccagaag
   869821 gaatcggcaa gaagttaaca aatgaagagt ttcaaaaagg tttaattcac tgggcacaag
   869881 tagaagtgga taaagtaatt acgaatgaac agtcactgcg acacatgtta ggaaaatggg
   869941 acgtagcgca tgtagaaaaa gaagcaactg agaaaatcga acaggtgatt acagaaaaga
   870001 ttcaggcatt tttagaagag tactatacat atacatggga acaagcttta cctcattctg
   870061 ttcatgaaaa aatagagaat gcaattccaa atgtctcggc gtttatttta aagcgagcaa
   870121 ttcatttttt tgaaagtgaa gaagggaaat ctcgtctttc aagaatgatt gatgatttct
   870181 ttgcttctag aggagcattg cttaacttag tcggaatgtt tttagggaat gtaagtgtag
   870241 tggatcgtgt gcagccagaa gttattaagt ttttagggca ggatggcaca aagcagcttt
   870301 taactgatgt actgcaaaaa gagtgggaga agttaaaagg aagagatgta aaagaattag
   870361 aaacgtttgt agaaaaagaa atgattgtaa gctctatatt gtcagcagtt aaagttgagg
   870421 aaactgtgag taaattttta aaccaatctg tgcagcaagt atgtgagcca gttcgggaaa
   870481 caattattga aaaggtagtc ccaaacgcag taacgaaagg tttgaagtgg ggaggagaaa
   870541 acgtagaaag tatactaaat aatctccact tagcggaaat tgtccaacaa gaagtgtcta
   870601 cattttcaac ggagagacta gaagatttag ttctgtccat tacaaaaaat gaactaaaaa
   870661 tgatcacgta tttaggtgcc ttattaggcg gtatgattgg aatcgtgcaa gggttattac
   870721 tgttgtttct gaaataatag aatacgtaca tataaataaa agtgaaattt cttcacatct
   870781 cttgcatagt ttgatatggt aagaagaggt gcgtatgtaa atgcacgtaa aaggtagtgc
   870841 gtatgaaaag cgctagcctt ctaaaggagg aaaataaaat gacaaaaaac attcatgatg
   870901 tagcatatga attacaaaaa gcgatcgctg aaaacgatga cttcaaaacg ttaaaagaga
   870961 gctacgcagc agttcaagct gatgcagctt caaagaactt attcgatgag ttccgcacaa
   871021 tgcaacttag cctacaacaa aaaatgatgc aaggccaaga aatcactgaa gaagacaacc
   871081 aacaagcaca agaagttgta gttcgcattc aacaagatgc taaaattaca aagttaatgg
   871141 aaactgagca acgcctaaac gttgtaatcg gcgacgttaa caaaattatc atgaagccac
   871201 ttgaagaatt atatagcgcg caacaacaag tgtaatgaga gaagacgccc tagtataggg
   871261 gcgtcttttt ttgttatttt ttgaaatact cagtctcaat cttcttctcc ttcaaaaact
   871321 tttcaatctc tttttgcttc ctaccattca ctttctcaaa gcgttttgta aaagaaaaat
   871381 cagtcttgaa caagttacca tcttcagcga gtttgtctaa ttcttgctct agttctactg
   871441 aaagtgccgt agacgatgaa atgtaatcat gaatttcctt cgaaggttgt ttataatcat
   871501 gaggaatcgt attgttacta ataaaatgat ggaagttcgc atcgttttgt tgagctaaat
   871561 ctattagttt ttgtaatttc tctcggtcgg attcagtaac cttctcgtca gacatggctg
   871621 atgaaagtgg aacagtgttt tcgtataact ctccgctata atctaaataa gtttttatac
   871681 ttcgtttcat ttcatcttcg ttaatcgttt cattcttttt tgaggaagta aatatagttt
   871741 caggaatttt aaccgtaaca tctttaatag attgtacatc gttttcttcc ttaggttgtg
   871801 cactgtttga acaagctgat agaaataaaa gagtaagtag catgagtgaa tataaagtat
   871861 atttcttcat tttaatctcc ttttacattc attagtgtct ttgtaaaata gctatattcc
   871921 atttcaaata ctttactaaa agtacgtata gatgtttgac catttgataa catacgacgg
   871981 atatgagtaa accgacgcaa aaagcgatga acacattata aacatcggaa taactaattt
   872041 gatgaaaccc tttaaagaat cctaatccta ttaataaaat aggtgaaata attaataatg
   872101 gagtggcaat gatgagtgct agaagaaaag gtaataaaaa gagtagtacg aaaaaggcga
   872161 caaagataaa ggcaaagttt aaaacactta agctcataac agaaaatagt gcggttatca
   872221 tatttttaaa gcttcgttta ttgtcagcat tggttattgc ataggaaaca gtaagttctt
   872281 tcgcgatcgt tttagggttt cctagttttc tagcaatttc ttcttcacat ttgccatctt
   872341 gtttaccgct aataaaatga gtttcgtatt ctgagataat atactccttt tctgaattag
   872401 gtatattccg tagggaggaa ctaagttggc ttaaaaattc acttttgttc attgcaatca
   872461 cttctcttta taaaataatg aattatagct gagaatccgc tcttttttga aaggaggata
   872521 taataactat gaatgttatt ccaattaatg ggtgttccaa tatttacaaa tatatcattt
   872581 agtagtgttc tttgcaaggt actgtaaaca ttttggtacc gtgatgagat ggaagttttt
   872641 tgtgtatttt tagaagaggt ataaaaatat tattttagga taaataaagg gttgtaagcg
   872701 tattctctag tggttgtcaa aataatgtca tattcatatt gttggaaaaa taatgcattt
   872761 gtactataat gataaataat acttcaccac attgattaac taggtgaagt ttaaagtctt
   872821 tattacacac attatgaaat aaaggaatga ttagttttga gtacaggtgt aaaagcaaac
   872881 gacgtgaaga caaaaacaaa aggagcagat cttgttgttg attgtttaat taaacaaggt
   872941 gttacacatg ttttcggtat tccaggagcg aagattgact ctgtatttga tgtactgcaa
   873001 gaaagaggac cagagttaat tgtttgtcgt catgaacaaa atgcagcatt tatggcagct
   873061 gcgattggta gattaacagg aaaaccgggc gtatgtcttg taacttcagg gccagggaca
   873121 tcaaatttag cgacaggtct tgttactgcg aatgcggaga gtgatcccgt tgttgcttta
   873181 gctggtgcag ttccgcgtac agatcgatta aaacgtacgc accaatctat ggataatgct
   873241 gcactattcg aaccaatcac aaaatatagc gtagaagtag agcatcctga taatgtgcca
   873301 gaagcattat caaatgcatt cagaagtgca acttctacaa atccaggcgc tactttagta
   873361 agtttgccgc aagacgttat gactgcggaa acaactgtag agtctatcgg tgcactttct
   873421 aagccacagc ttggaatcgc tcccacacat gatattacat acgtagtaga aaaaataaaa
   873481 gcagcgaaat taccagttat tttactcggt atgagagcga gtacgaatga agtgacgaaa
   873541 gctgttcgtg cattaattgc ggatacagag cttcctgtcg ttgaaacata tcaagcagct
   873601 ggtgcgattt cacgtgagtt agaagatcat ttcttcggcc gcgttggatt attccgtaac
   873661 caaccaggtg atattttact agaagaagcg gaccttgtta tttctatcgg ttatgaccca
   873721 attgagtatg atccgaaatt ctggaataaa cttggggaca gaacgattat tcatcttgat
   873781 gaccatcaag cagatatcga tcatgattac caaccagagc gtgaattaat tggtgatatt
   873841 gccttaacgg taaatagcat cgcagaaaga ttaccgaaac ttgtgttaag tacgaaatca
   873901 gaagcagtgt tagaacgatt acgcgcgaaa ttatcagaac aagcagaagt tccaaaccgt
   873961 gattcagaag gtgttacgca tccacttcaa gtgattcgta cacttcgttc tttaattagt
   874021 gacgatacaa ccgttacatg tgacatcggt tcccattcta tttggatggc gagatgtttc
   874081 cgttcttatg aaccacgtag attattattt agtaacggta tgcaaacgtt aggtgttgca
   874141 cttccttggg caatcgcagc tactttagta gaaccaggta aaaaagtagt ttctgtatca
   874201 ggtgacggtg gtttcttatt ctcagcgatg gagttagaaa cggcggtacg tttaaattct
   874261 ccaatcgtcc atctcgtttg gagagacggc acatatgata tggttgcatt ccaacaaatg
   874321 atgaaatacg gcagaacatc agctacagag tttggtgatg ttgatcttgt gaaatatgcg
   874381 gaaagtttcg gtgcgacagg tcttcgcgtt aacacgcctg atgaattaga aggtgtatta
   874441 aaatccgcat tagcagcaga cggtcctgtc attattgata ttccaattga ctatcgtgac
   874501 aatattaaat taagcgaaaa attattacca aaccaattaa actaatggag gcagatttga
   874561 gatgaccgtt gcgcaattaa ttgatattga tgcaaaaaga acgaaaacga ataacgaagt
   874621 atatcaaaca tctacaatgc ttgcgctatt agatggtata tatgatggtg tgattagctt
   874681 tgaggaacta aaagaacgtg gtgatttcgg tatcggcaca tttgatcaat tagatggtga
   874741 aatgatcgcg tttgataatg aattttatca tttacgttca gacggttcag cagaaaaagt
   874801 agagccggag gaaacaacac catttgcgac tgtaacgttt tttgaaaaag aaatgagtta
   874861 tacgatagag cgtccgatga atcgtgaaga agtggaagca ttattacatg aattaatgcc
   874921 gagtaaaaac ctattttatg cgattcgaat ggatggtacg ttccgtgaag taagaacgag
   874981 aactgttcca agacaagaaa aaccgtatac accactcgtt gaagtgacga aatcacaacc
   875041 aatcttctca tttgaaaata cagaaggtac gcttgctgga ttttggacgc cagattatgc
   875101 gcaaggtatt ggtgtagctg gattccactt acattacatt gatgatgaaa gaagcggagg
   875161 cggacatgtt ttcgactatg ttgttgaaaa ctgcacaatc caaatttgtc aaaaagctca
   875221 tatgcattta gcacttccag aaacagctga ctttatggcg gctgaattat caagagaaaa
   875281 cttagaggat aatattgcga ctgcggaagg tgcagagtaa aaagagaagc cgattcggct
   875341 tctcttttat tttgggttac tcccgatatg tggaacaatg ctcatcagaa atagaatagt
   875401 tctttttacc agttaaggct gatacttcta ctaattgatg cccaagccca tcccatactg
   875461 taacagtata taaggatgac catttaatat tcccacgagc gagtcggaaa gaataatagt
   875521 cgttatctgt tgttactaaa actttgttat aagtaatatt tttcgttttt atattttgta
   875581 aaataaggac aaagtctagt ttatcttctt cttttggaat ttgtagtatt cttgctacaa
   875641 acattccatt tggatttttc ttcgttttat atactttttc tgattctatt tttagttcag
   875701 gtttacccct catagtctct ccctttacat atgtttattt ctttgaaaca aacggatgcc
   875761 cctcataata aaaacgccac ggataatgta cagcttcttc tgcatagtcg atattaatac
   875821 gaggacctgc tgttatttta tattgtgatg atatgtgttt ttcttcgggg acgagttcaa
   875881 tatgtaatgt gtcactttgt agggatacac ctcgttcttc taacgtaatg ccgagggcac
   875941 ggcatagttt gccaggtccg ttcgttaagt ttttatattg cgcttttgta atgtccgttt
   876001 tgttgtagcg cgctagtttt atttcttcta ttccatctac tggctcaagg gctcgaatga
   876061 gcactccttg cggggtacca actggtgctg taatgacgtt aaaacaatga tacataccgt
   876121 aaattaaata tacgtaagca tgtcccggtg caccaaacat gacttctgtg cgatccgtcc
   876181 gtctgccgcc ataactatgt gcggccttat catcgggacc tttatatgcc tctacttcaa
   876241 caatgattcc gcttcgcttt attccgttta caatatgaac aagtttttgt ccgagtaatt
   876301 tctttgcgac ttctaacgta tcgccttcat aaaaggaagg aggtgcctgc attgtactat
   876361 ctcctttact gagtgtatat gtatatgtat atagtaaacc aaattttcag tagaaattct
   876421 aactcgttct atttgctaca tttatttcat aaattatgga tagagtacaa cagcgaagag
   876481 ggggagtgcg acatgattta tcgcttacta gctcttaaca tagatgggac actactatac
   876541 aacaacggaa aaattgcaaa aggattaaga gaaacaattg aatttgtgaa aagaaaagac
   876601 gtatacgtta cattatttac gagccgtaat tttcagtctg ctcataaagt agcaaaggcg
   876661 ttaaaattag attcgatatt agtgacacac ggtggtgctt tcatttcagc aacgttagat
   876721 aagccgtacg ttcaaagaag gttatcggaa gagaagacat ttaatattgt gcaagtatta
   876781 gagcattttg attgtaacgt ccgcatctct catgaacggt tttcaatcgg aaatcgcgaa
   876841 agaaatacac caaacttaat tgcacgtact gtgttatcga gtgcagatcc gttattttat
   876901 ccagttcaat ttgtagattc attaggtgat gcgcttcgtg atcatccagt cgcggcgcca
   876961 aaaattgatg ttcttttcca aacgaaaggt gaaaaagaac gaggactcaa tacattaaga
   877021 aaagcatttc aacatataga gtacgttgag tgtgattcaa aacgaataga aattttgccg
   877081 caaaatgtat caaaattacg cggattacaa ttgcttggag agcatttgaa tatttcgcta
   877141 aacgaaatgg ttgcgattgg agatagttta gaagatctag aagtaattga aaatgtaggg
   877201 cttggagtag cgatggggaa tgcacctgta gaagtaaaac aagcagccga ttggattaca
   877261 cgttcaaata gtgagaacgg tgtagagtat atgattaaag aacatttccg caagcaattc
   877321 ccacttccgt ttttgaagaa tcataaaaat acaccgaaac gataaaggaa aacgtagctt
   877381 ttggctacgt ttttttgttg gttttatcct gctttaacgg gcagtaagac ccccacctca
   877441 aaattcagcg gaagcaaaga agttaggtgg gggatgaaca gaacccccct gattaaagtt
   877501 tcactttatt ttgaaaatga aagcgttcta taaagatgaa ttgtgtctga aatctataca
   877561 attcacttga atcctttaga aaactgttgt aaagtggatg atgttgccaa aatagttaca
   877621 ccacatgaaa tattctccat gttaatttta ttgagcgccc atacgcaaaa acacttcgca
   877681 tgttagtttc gttcacgtat gatttcaaaa atgcattgta gtcattttat taatgagttg
   877741 tagagtttct ttggtttatt taaatggatt attttaaatt aatgtgagta aggattggta
   877801 catatgaaaa gtacttcttt tcataaattt aggaattata aaagggggaa tgaatttttt
   877861 gaggaaatca tttaatcaaa aaataaataa attaagtagt agttttatag tcgtgttact
   877921 agtatgtatg aattttttaa tccatttacc atataaagca gaggcagcta caacagaatt
   877981 aaaaggttta ggtgatgtat cttattacaa tgcaatcatt tttggagatc atagtgcaac
   878041 gagtgcggat attgagggtg cgatggctat tcaaaaaaat atgaatgcat caagttatac
   878101 agtcttagcg gctgcaacgg gagcaaataa cttagcagga gcaacttggg tagatgaagg
   878161 atatccatca ttattactag gcggtcaatt tacgaaagcg ggagcaggac aagtaattat
   878221 tcaagatgga acagtggcga tgacaaaaga cggagatcca gatagtgcaa tgaaaacgtc
   878281 atatgaccgt atctcttata aagagcaagc ggagattgat gctaagttta aagaatttag
   878341 aaaagacgtt gatggtgtaa ttggggatgc aagtaaacta cagactgata agccaaaacc
   878401 taatatgagc tttggaatcg gtgaagatgt aaacaaccct aatatttatg tctcttcagg
   878461 ccaaacggga aagaaagcat ttgatgtaac agacgttttt cttccgaatg tagagaataa
   878521 agactttatt gttatttatt cagatgcaga agaagtgagt tttggtagcg gtgcaatttt
   878581 gtatgataca agaaatactg ggatggcgac ggatttaatt aatacatctc aagcatacga
   878641 ccctaattca tcttttactg agttagctag taaggtaatt tgggtatttc ctaatgctac
   878701 aaagataaca actaaaggtt atggtgtagt aggtagtgtg tttgcaccta atgcagttgt
   878761 agaaacaaaa ggtggttcta ttaatggaca agcctatgtt ggaggattac accaaagaga
   878821 cggttttgag gttcataact ttaaatttaa ctggccaaag tggaaaaagc cagcagctaa
   878881 aaaaggaaat ttacaaatta aaaaagttga tgaaaacaat gaaaatattg ttttaaaaga
   878941 cgcaaaattt gatgttatag ataaagagaa taatgttgta gatacggtta caacaaacga
   879001 aaagggtatt gcggaagtta aagatttacc atttggtgat tattttgtaa aagaaattag
   879061 tgcaccagaa ggatatataa agattgatgc accagtaaaa gtaacaattg ataatacaaa
   879121 cataattgaa tttgttataa agaatacgaa aaaattagaa aatggtcaat taaaattatt
   879181 gaaaaaagat agtgaatctg gtcaacttct accaggtgca aaatttgatg ttatcgataa
   879241 agatgggaaa gttgtggaaa caattgttac agatgataaa ggtgaagctt tatcgaaaca
   879301 acttccagtt ggaagctata cattaaaaga agtagaagca ccgaaaggat atgaattatc
   879361 atctagttca gtttctgttg atgtagaggc taataaagta gtgactgtag atgtggtgaa
   879421 taaaaagatc cccgaaaaag taacaggtca atttgaagtg gtgaaagtag atgcaaatga
   879481 taaaacgaaa ttgttatcag gtgcagaatt cgaagtgtat aaagatggca aaaaggtagc
   879541 agaactgaaa acaggtgaga gtggaaaagt gatgtcaccg aaattaccgc taggtgaata
   879601 cacagtgaaa gaaacgaaag caccagcggg ctacaagctt tcagataaag aatggaaagt
   879661 aacaattcaa aacgagaaag aagtagtaaa agtagaggca gaaaacgaaa aaatcttagg
   879721 ttctctacaa attattaaaa tggatgataa agatcaaacg aaacgcttag caggcgcaga
   879781 atttacattg aaagatgtga aaggcaatgt tgtaaaagaa ggaattacaa cagataagtc
   879841 tggaactgtt aaagtagacg gacttgtgcc gggtgaatat acgttagaag aaacaaaagc
   879901 gccagaaggt tataaggcat tagaagtaac aatcgaagta aacgtagtag caaacgaagt
   879961 agtaaaacaa gacgtgttga atgaaaaagt gaaagaagaa attacagggc aattagaaat
   880021 tacaaaggta gatgctaatg atataaataa aaaattagca ggcgcagtgt ttgaaatttg
   880081 gaaagacgga acaaaaatcg atacattaac atcagatgaa aatggtaaag caatttcgaa
   880141 agaactggat ccaggagatt atattttaaa ggaagttcaa gcgccagaag gttatgagtt
   880201 atctgataag gaaatcgaat ttacgatttc taatcaaaaa tttgaagttg taaaacttca
   880261 aattacaaat aaaaaagaaa caagcaaagg tccagagaat ccaggcgaag aaacagaaaa
   880321 gccaggtgaa gaaacagaaa agccgggtga agaaacagaa aagccaggcg aagaaacaga
   880381 aaagccaggt gaagaaacag aaaagccagg tgaagaaaca gaaaagccag gcgaagaaac
   880441 agaaaagcca ggtgaagaaa cagaaaagcc aggtgaagaa acagaaaagc caggcgaaga
   880501 aacagaaaag ccaggtgaag aaacagaaaa gccaggcgga gagacagaaa aaccgggtaa
   880561 agaaacagag aaaccaggtg aaggaatgga aaacccagat aaagaaaaag aaaatcctac
   880621 tttaccagaa aaaggacaag gtacctctca tgctcaacag cttccagcca caggacatga
   880681 tatgaattat cttccattca ttgggtttgc tcttgtttta ttagggatac gcttaagatt
   880741 tatgactaaa aataactaat atgttttata aaaggcataa gagaaatatt atctcttatg
   880801 ccttttgttt ttttatttaa gcttcaataa ctttaagcat tcgatttaaa aatgcggcgg
   880861 attcagcgcg tgttgctgtg ccttttggta cgaattcatt tcgttcgttc ccttttacaa
   880921 ttccatatgc ataaacgttt tgtaatgctt ttttatcgta tgctaagtgt tggtcagtga
   880981 atggtaattt cacttctttt ctataaatcc agttatattc tagtgcacgg tcaatcataa
   881041 taacagcttc atcacgtgtt attgtagcat taggatcaaa tttattattc ccacgaccat
   881101 taatgatacc tgcgctagcg gcgcggttaa ttccatctac taaagatgga tgtgcttcgt
   881161 ttaaatctgt aaatttagcg tttccagcag gtaaatttaa agctctcgac attaaatttg
   881221 caaactcagc tcttgttaca agacggtttg gccagtaaga accattgccg tcaccgaaca
   881281 tgatttttct agcagccaat tgacgaatgt cttgttcata ccatccacct gtaatgtcgt
   881341 ctttttcatg agggacttct ggcggcggaa taacatcttt atgatgttca ttatagtaag
   881401 cgttcgtacc ttttaagaaa gcatcccatt gtccgcgttg aatcataaat gcagggcagt
   881461 tttttccgct ccaaaattga tgcttttgca cgtgatctag agatatgttt aattcattca
   881521 ttaaataagc agctaacttt tttgcgtttt ctaccgcttt cgtataattc ccatcactat
   881581 tcacagcaat ttcaattccg atagattcat agtttccagt tttatttccg gcatgccaac
   881641 caacttcatt taatggtaaa tgttgataaa tttctttgtc atctactgta aaatgccaag
   881701 atgctgaacg atcagtattt ccgcgggctt gattatctaa gtacttcgca tgatttaagg
   881761 cgttcgcacc tttacttgta ttagcagttt catgaattgt aatgtatttc ggttccattg
   881821 cgtagccagg acgaatattt tcattccctt ttggaacaat catttcttta aatgtaacac
   881881 cataaacgtt atttgtaggt aaatgagatg gtgttttgaa aaatgcggcg cttctatttt
   881941 ccatagaaac tttttttcga atagtgttgc tttcgtacct tcgaatgtgg ctgaaggagc
   882001 ataaatccat ttctcagttc cgttcatttg aattttaaac caattcccag cttgttcagt
   882061 aggagctact gtttgtggct gtaatttcat ttcttcttta aatgattgga aagggaagga
   882121 atatattgat gtttcttctg atacaattag tttttgattc gagagtttat gaatctcttg
   882181 tacttctaaa ctattatttt ccttattaac ccagccagca ccagatgtag tttgtatgta
   882241 ataggcatta ttttttttct ttgttgcctt tactactggt tcagcaattt caatatttgt
   882301 tttggttttt aagtcgtttg aatcgtatag tggaagtttt gttgataagt ggagaagata
   882361 ttcacccgag atttcaaggt cgttttcttc gtcatgtcta tgttgttttg catgttcttc
   882421 aatgcttttt aaagcttgct catctataga caattccgca gttttttcta tactttctgc
   882481 gaatgaatgg gtaggcgcta caaatgtttg taatgccaaa gataatgcta aaatgttgta
   882541 aaactttttt ttcatagttg ttttaacacg tgatagtctt tcgtgcgtgt taagagtcct
   882601 cctttatatg tatttaagtt agtagcaagt actaatacgt tctagattgt aacaagagta
   882661 tattctaatg tctatacaac tagggaaagt tcatgaaaaa tcaatattca gtttgtttta
   882721 aataggatat taaaataagg taaaaccttc tgtattgacc tgcaaacgcc cttcaagtaa
   882781 actaaagaga gtttgcaaat gaaaaggtga taatgttgtt aatttcaatt aaaacgttac
   882841 aagatgatcg ttttttacgt ccgctgcaaa atattagcgg cttatttttt gaagatagta
   882901 cgattggatt tgaacaagag gaagcaaatc ttatcgttga tatacacatt gaagagaatg
   882961 tgaaagcatc agctcgttta acagatgttg cgactggaaa tgtgtatgaa gaaacattcg
   883021 caaaagattt atctgctttt acagatgaaa aagagcgtat gaagcaagtg aagcacgttg
   883081 tttcttatgt atatctttct gttcttcagc agttaactgg tattgagcaa agctggggta
   883141 ttttaacggg agttcgtccg acaaaacttc ttcataaaat gcttcaaaat ggtatgtcaa
   883201 aagaagaggc gcaccaagaa cttcgtgaaa gttatttaat tcatgaagag aaaattgaac
   883261 ttcttcagcg tattgttgac tgccaattag cggtagttcc ggatttatat cgtttgaaag
   883321 aggaagtaag tatttatatc ggtattccat tctgcccaac aaaatgtgca tattgtacat
   883381 tcccagcgta tgcaattaac ggacgtcaag gttctgttga ttcattctta ggtggtttac
   883441 attatgaagt tcgtgaaatt ggtaagtttt taaaagaaaa aggtgtaaca gttacgacga
   883501 tttattacgg cggcggtaca ccgacaagta ttacagcaga agagatggat atgctgtatg
   883561 aagaaatgta tgaagcgttc ccagatgtga aaaatgtgcg tgaagtaaca gttgaggcag
   883621 gtcgcccaga tacaattacg ccagcgaagc tagaagtgtt aaataaatgg aatattgacc
   883681 gtattagtat taatccgcag tcataccatc aagaaacatt aaaagcaatt gggcgtcacc
   883741 atactgtaga agaaacaatt gagaagtacc acttagctcg tgaaatggga atgaacaata
   883801 ttaatatgga cttaattatt ggtcttcctg gtgaagggtt agatatcttc aagcacacat
   883861 tagatgaaac agaaaagtta atgccagaat cgttaacagt tcatacgtta tcatttaaac
   883921 gcgcttctga aatgacgcaa aacaaacgta aatataaagt agcaggtcgc gaagaaatta
   883981 cagcgatgat gcacgaagca gaagagtgga cgcaaaagca taattacgta ccatattacc
   884041 tataccgtca aaagaatatt ttaggtaact tagagaacgt tggttacgca atgccgacgc
   884101 aagaaagtat ttacaacatt gtcattatgg aagaagtaca atcgattatc ggacttggct
   884161 gtggtgcatc aagtaaattt gttcatccga agacaggtgc aattacgcac tttgctaatc
   884221 cgaaagatcc aaaatcatat aacgatggct tcgtaaaata tacagaagac aaactgaaaa
   884281 ttttagaaga gctatttgca taagaagaaa ggagctgttc cgagtcggga cagcttcttt
   884341 tttatcttgt cagtttttgt cggtaagtcg atatattcga aaaatcgctg atataattca
   884401 agttgcgctg atatattttg aaaatcgccg atataattca agttgtgccg atatatctgg
   884461 aaaatcgccg atataatttc acttaccgcc aaaagtggaa ctgtttgtaa aactatgtcg
   884521 ataataatca gaaaaattag acgaatcatt aaaggacaat gtctacttat ggacgaaatg
   884581 atagatttat gaaagagaaa agggggaaat tgttagcatg tacatgacgg tagggagaat
   884641 ttttgattta tctgttggta agtatccgaa taaagaggct ttagtggaac cagaaaaaaa
   884701 tattcgctgg acgtataaac agtgggatga gcaaataaat aaaacggcgc acgctctatt
   884761 agaagaagga gtaagaaagg gagatactgt atctgtttac ttatataact gccgtgaatt
   884821 tgtaaacgtt tacttagcct gtgcgaaaat tggagcgatc tttaacccaa ttaatttccg
   884881 cttaaaagca aaagaagtat cttatattct tcaggatgca ttctcgaaag tcgttgtttt
   884941 tgaaaaagca gttgaatcaa ctgtcgctat cattgaacga gatttcccaa atgcgtcttt
   885001 ttggtatgta gaagatgata caccttctta tgcaagttct taccatgaaa aagtgaatgc
   885061 agcatcttct aagaaaatag atatcgaaat taatgaaatg gattattgtt cgatgctgta
   885121 tacgagcggt acgactggtc atccgaaagg tgtattacat cgccatcgtg aaatggctga
   885181 gcatagtatg atttgtacgt atttcctaaa atataatcga gatagtgtcg gacttgtcgt
   885241 tgcaccttta tatcactgcg gtgagctgaa tgctggaatt atcccgcgca ttcaagttgg
   885301 cggaaagaat gttattttac atcattttga tacggaaaca gtattacata caattcaaga
   885361 agagaagatt acgacgttct ttgcagcacc gacgatgtgg aatatgctgt tgcaaaaaga
   885421 tttaacgcag tatgatttaa cgtcaatgaa gatcggtata tacggcggag ctgcgatggc
   885481 gccagcatta gtgaaggaat gtaaagaacg tctttatatt gatcttgttc aaatatacgg
   885541 aatgacagaa atgggaccag ttgttgcgtt tctcgtagaa gaagatcaaa ttacgaaagc
   885601 tggttcagcg ggaacaccat gctttagtca tgaaattcga attgtaaaac caagcgaaga
   885661 tgcaccggca gaaccggatg atgtattgcc tccttatgaa gtaggagaga ttattttgcg
   885721 cggcccaact atgatggctg gttatcataa ccgagaagaa gcaaatgtaa aatcgatgta
   885781 taaaggatgg tatcattctg gtgatttagg ctacttcgat aaagatggtt atttatttgt
   885841 cgcagatcgc gtggatgata tggtgattag tggcggcgtt aatatttatc cacgtgaaat
   885901 tgaagatttc ctccatagtc atcctggtat attagatgtt gccgtgcttg gtgagccaga
   885961 tgaattatgg ggagagcgtg ttgtggcagt cgttgtaaag aaagataaaa atatttcaga
   886021 ggcagattta gaaacgtatt gtaaagaaag tgacgaatta gcagattata aacgtccacg
   886081 tcactattta tttgtggatg aattgcctcg taatgcgagt gggaaattac agaagtttgt
   886141 gcttagagag tctttaaaag gggcaaaaaa atagaaagtg ggggatgccc actttctatt
   886201 tttatttacg tgaaaaccct tcttcatcaa ggtattccgc agcttctgga taagagttaa
   886261 atgtaccgtc taagtttaca ccagcgtaca cgttccacat atcatcctct gagataagag
   886321 taaggatatg accgtcttcg ttatgccatt cttcttcttt cgcaggttct gcagggatta
   886381 ctacttcttc ttgtgaaagt aattcaattg attgctcgat tactgagcgt aattcatctg
   886441 ctgaaaattc gcggatgtta accatacctt tatcatccgt tttgtaacct ttaataccac
   886501 ttgcatatac aaagccgttt ccatttggat gtaagtggta aacaacgttc tttttatcta
   886561 aacgactttc ttcaaagtga aagttcacgc gttttagtga tacgtttttt ctttctaatt
   886621 ctgggaaaga ttcaatgatc gataattttt cttcaaaagt tagcatagtg cctccaaata
   886681 tataataaaa gatttaattt atccattata gcatagttat aatggtttcc aaagatgcga
   886741 taggtacttg tcattgaatg cgtttacgtc acgatactgt aaaaagtgga ctaacgaatg
   886801 tatcttttta ggtgtacaat ggaacgtgga cttaatgtga aggtggttat ttatatgttt
   886861 caaaaaatag caaaggaatg tttagctggt tttactgttg caattgttgc gttgccactt
   886921 gccattgcat ttggtattgc tgcaacagga acatctgagg gagcactagt cggattgtat
   886981 ggtgcaattt ttgcaggttt atttgcggcg ttatttggtg gtacacctgg gcaggttaca
   887041 gggccaacgg ggccaattac ggttatcgca acaggggtta ttgcgacgca cggattagag
   887101 gcgagtttta tagcatttat gatggcggga ctgttccaaa ttttattcgg tgtatgtaag
   887161 cttggctcgt acgttcgtta cattccgtat cctgtcgttt caggatttat gaacggtatt
   887221 gcattaatca ttattttagg tgaaatgaag catgtgcaaa atagttttct actcgtcgta
   887281 ttaacgatta ttgtcatgat tgtttctgga aaatggatta aagcaattcc atctagttta
   887341 gttgcattag tcggtgtgac tgctttgctt cctttatttt cttctgcgtt agaagggctt
   887401 acagtgaagt taccggttat cggaaatctg acattaaata aagtaattga aaagattggg
   887461 acgattccag aagcgatgcc gacgcttcat attccatctt taggtggaac aggtatagca
   887521 gaacttgttt taccagcgct tagtattgct ttattaggat cgattgactc gttgttaaca
   887581 tcggtcgtaa tggataatgt gacgggtacg cgtcataaaa gtaataaaga actggttgga
   887641 caaggtatcg gtaatatggt gagcggattg tttggcggat tagcaggggc aggtgcgact
   887701 gtacggtcta tcgttaatat aagaagtggc ggtaaaacgg cgctttcagc atgtatgcat
   887761 agtgttatat tatttatttt cattatggga cttggatcag tcgtgcaata cattccgctt
   887821 gctgtattat caggtatttt aattttaact ggtattggca tgtttgattg ggaaagcatg
   887881 aagaaaatgc atgtagcgcc aaaaggtgat gtcattgtta tgctcgtcac gatgattgtc
   887941 acagtgaagt ttgatttaat gatcgctgtt gcgttcggaa ttcttctttc gttccttata
   888001 tacatggtga aatgtaaaga acgtaaagtt tctattgtaa aagaaaaaga agcgacatat
   888061 aaaattaaag gcccactttc gtttttaaca gtggatcgtg ttttttatgc tttacaagac
   888121 gtaaaatctc cggttgtttt gcgcatgaaa gatgcacgct atatggatgt atcaggagct
   888181 atggcgttat tgaatttcat tgagcagtcg gataaatcag gattgagtgt gacgctagag
   888241 caagtgcctg ttcatattaa aaagacgtta gtaacgatgg cgagtaatga acagaaagat
   888301 aaattactat ttgcagaagt tgatgttatg taaggaaatg ccctcgtatg agggctatgc
   888361 agttagaatc aactaattgc tcagctctag gggaagtgga gattggttat ttatagtgtt
   888421 aaggtgattt ttgggtacta cttaattata gtatggaaga tatgctgaga ttagagttta
   888481 tgcagaatat acaggtgatc gttttgatgt atggaagtct ggatggtttg gtgataagaa
   888541 agttgggaat gggaccgcgt taagatttgt tggaatatgt ttcgtgacat atcgttaatt
   888601 tagtgaaaaa agaatcctta gaattgagga ttctttttcg tagtttggta atatggtagg
   888661 aaaggggtga attgtttgaa aaatataaaa gcacgtaatg ttgttttaac atttatcgta
   888721 ttgatcggca ttgtacttct tctaaaaagc ttagactttg caaataatct tactcattct
   888781 tgggtgcaaa gtgtaggtgg tgatgtagat acgtcgacat ataatattat gctaaataat
   888841 tatatgaatg tttttcaaat atcaggggga attttacttg gaatcggagc ttttttattg
   888901 ttatattcag tattatttta taaagagtaa atcaattgct aaatgaaagt tataggatat
   888961 acttgctgca atcattttct tactttaaca atagattgtt ttattcaaaa gggaaaacat
   889021 tggtgaaata aagggcatcg ttctcataag aatgatgcct taattatatt atacataacc
   889081 ttaccttgat ggctatgctc gtatgaggaa gggtattttt tgccgttcct aatatccgta
   889141 tatcgtaatt ttttgagatt attgacattt attcatctta gcagtatagt aacattctag
   889201 attaggtatg tgatattata gtaatgtata tgaattttga gattcctttt tttcagaagg
   889261 aagagcttta agctggaggg aataattgat gtacaaacag ttaccacacg gagtgaaaat
   889321 tgggattaca cgctcaattg ttgtttcttt tgagaagtat atgaaagaaa ttgaatggaa
   889381 cgaagaaaag tttgatatgc aacaatttgt tgaacagtgg aaacagtatt tatacacaaa
   889441 atcaacttgg atcaataaag tagatgataa gttgaaagga catccagatt tccatcaagc
   889501 gttagcaatg aaagtaaatg aaaaaattaa cgagcttatt aataaaaaac cgagcgaaga
   889561 gcaagtggag caattaaaga gaaataaagt gaagcatgca gatgaaatgt gcaaattaga
   889621 agctgaatat catattgaac gtttattagt gacgaaataa attttacata aagaaaaagc
   889681 ctgtccaaag aggtgtgatg accatctttt tgaacaggct ttttgtatga aaaaaagtaa
   889741 gagaggcgag cctctctatg attagtcttg tggtacaagt gctttccaag aagataggtc
   889801 catatcttct tttaatatag atgaagcagg gaagacaaat gaccaaggtt ttgtagtgtt
   889861 cgctttaatt tcaaggttcg gtaatgtgaa agctccttta acaacaaccg cacccgtggc
   889921 atcttcaata tgaagaggaa gttgctctag ttgaatgttg tctttacaac cgttacgaat
   889981 aagaagcgtt gtatgtaaat caccattttc ttttcgtgca gcttgtagac ctaagaagtt
   890041 aatttcacca tcatttggag gtgttaaatt gtctacgaaa ttacgtaaag cttctttact
   890101 tgcttcaggt aattgagctt cccaagatgg atctaaatct agtgtatgct tgctttcaag
   890161 ttcaaatgct aattcccaat ccgtttgcga taatgcagca tccgtaattg tttcttgttc
   890221 aaatgtaaaa ataaatggca tatttacatt tgaaggaata tctcctaatg cagaaaggtt
   890281 aaatgttttt cgtgcgcata gtttcttctc tttatttaga aggattaatg taacttcttc
   890341 gaaagaaatt ggtttcggaa cagtgctgcg aataaataca gctacgtcat aaccgttatc
   890401 acgtttttca atctcaattc cagataaaga aatttgatat tcttctaaac gtggtagttc
   890461 tttatgtaaa aattgataaa tgtatttttg ttcttgtgct actgcacccc agctagggtg
   890521 gaagtaaagc gttggtttta cagttttatt ttcagtattt gtttcttctt gtccgaataa
   890581 ttgattacta gagacagtcg tatcttttcc gtttttctta gcttttttta ggaatgataa
   890641 cataatcttt cacctcgtta ttgtacgttt tcaggaacac ctaaatgtct tgcaacatag
   890701 cggcacattt ctttttcgaa attaccatat gtgtataaaa agatatctaa agcttctttt
   890761 tgataaagac gagtagggtc ttcttgttga tattgtctta gcccgatgcc ttcttttaag
   890821 tgggtcattg catctaagtg attgacccag ttctgatcta ggaaatgaag ggcaacatat
   890881 cgtagcgact gttgtaaatc agtattgcta tctagctcat ttacgcgctc tttataaaga
   890941 gataatgttt ctttcaaaac ggattgtaaa tcttccggtg aatgtacatt attcgctgat
   891001 agtgatggca tgttttctac tgataaaatt tcgtttagac ttgctgttaa actagcaaaa
   891061 tcccattctt ccggaagcat accttctaca agatattgct tagaaatggc ttctacagca
   891121 tgatcaatca ttggaataat aatttcaatc atatttgtat cttcttgtaa taagttatta
   891181 cgtaatttat aaataacgtt acgttggtca tttattacat cgtctaactt taaattgtac
   891241 tcacgcatgg agaaatggct accttcacaa attaattgtg tacggtttac aaaatcatgg
   891301 actttagaag ttagaataag tcctgtttca tctgttttca gtgatttcgt taatttctcg
   891361 acttcttctt gtgcgaaacg ttttagcatt tcatcttcta aagaaaggaa gaattgagag
   891421 ctacctgggt caccttggcg accagcacga ccttttagct gattgtcaac gcgtcgtgat
   891481 tcatggcgtt ctgtcccaat tacatgtaat ccaccaagtt cgtgaacacc ctcacctagt
   891541 aaaatatcag tacctcgtcc ggccatattc gtcgcaattg taatttgtcc tttttgtcca
   891601 gcagttgcga ttaaatcagc ttcttgctcc gcgctttttg catttaataa ttgatatgta
   891661 atatttgctt catctaagta acgagcaacg gtttctgatt gtaaaataga cattgtccca
   891721 attaaaatcg ggcgtccttg tttattgtgt tttaaaacat cctcacgtac agctttatat
   891781 ttagcgtcgg ctgttacgta tacgacgtcc tttttgtctt cacgaatgat cggacggttt
   891841 gtcggaatcg gcataacttc catgttatat acacggttaa attctttttc ttccgttttt
   891901 gctgtacctg tcataccaga taatgctgga tacatacgga agaagttttg aattgtaatg
   891961 gacgcttgtg tttggttttc ttctgtgatt tctaagcctt cttttgcttc aagcgcttga
   892021 tgtaaaccgt cacttaaaga gcgaccatcc ataacacggc ctgtgaaaat atctacaagt
   892081 agaatttttt catcgtgcac aatatagtca acatcacatt ggaaagcgac atgagctcgt
   892141 aatgcttgaa tcatataatg atataaagtt tgatgttcta aatcatatag gttgtcgata
   892201 tcaaacaaat cttctatttt tgtaataccg tcttctgtaa aactagcaga tttcgattct
   892261 gcatcgtacg tgtaatgaag agtatcctgg aatgatttaa taacttttgc acataaatag
   892321 tgtaaatcag agctgcttga tttcttacca gcgataataa gaggcgtctt tgcttcatca
   892381 attaaaacgc tatcaatctc atcgataata gcaaaatgat aggggcgttg tacctgttca
   892441 ttttttgaag cggccatatt atcacgtaaa tagtcaaagc caaattctgt tccaatacca
   892501 tatgtaatat cagcttcgta agcaagtttc ttttcggaag gatcaatttg aggaatattc
   892561 aatccaacct ttaaacctag aaattcatga acttggccaa tcaattcttt atctcgtttt
   892621 gctaaatagt cgtttacagt aataacgtga acaccttttc cttcaagagc acgtacgtac
   892681 gttggaagag aagaaactaa tgtttttcct tcgccagttg gcatctctgc aatattacct
   892741 tctaatagta caaggccacc aattaactgc acatcgtagt gacgtaatcc aagtacacgt
   892801 tttgctgctt cacgtacaac agcgaacgct tcaactttta tatcatccac cgtttttccg
   892861 tcacgaagca tgtctttaaa tgtgatcgtt ttatgacgta attcttcatc agataaatca
   892921 gatagttttt cttctaaatt attaatttct tgaacaagtt gttcatattt tttaagtttt
   892981 ctcttttgag aatctcctaa cagctttttt accgaattca gcatgttgta aacactcctc
   893041 ttactgacaa tagctacatt atagcacatg tttatcccga ataagtagaa gtagtaaatt
   893101 gaagaaataa ctggatataa ataaggtgtt attgtacata ctatatttaa aacctagcaa
   893161 gaaagagagt attcaatgta taagaaattt ggtatgatag ctaaatgaga taaagtgaaa
   893221 tttttcaaaa aagagaagaa tatagctatc tcgttttatg atgtaatatg tatagaaatt
   893281 atatattcaa agaaaagagc tagaagatga ataataagtt tgtgaaaggc gctgcgattt
   893341 taacgattac aacgtttcta tcgaaagtgt tgggaagttt ttttcaaatc ccattacaaa
   893401 atatagcagg agatgaagtg cttgggattt tccgccttgt ttttcctgtg tatatgatag
   893461 ctttaacttt atcagtagcg ggagtaccgc tagctatatc aaagttaatc gctgaacttc
   893521 atgagaagaa tgaccaggac ggaattgcca aactatttac ttcagcatct attattggag
   893581 taatatttgg agtgcttgga ttttcagtta ttatgattgg atcgagtatg tttgcaaata
   893641 tgcttggtgg acaagatacg agactcccat taattgtcac ttcgtttgcg ttattaatcg
   893701 caccgtatat ggcggtatat cgagggtatt tccaaggttt tggagatatg attcctaccg
   893761 gggtgtcaca agtaattgag cagttcattc gtgttttctt tatgttagca attgcattct
   893821 tatttgtata ttggaataaa gagagtgatg ttgtagcagg cggagcaatg attggctctt
   893881 gccttggggt aattacgtca ctgatctatt tgagattgaa gtatgtaaaa agtatatatc
   893941 gttataaaag taatacatat tcactacaag attttaaaga taatgcaaaa aagatacttc
   894001 aggtttcgat tccaattgca attggggcat tatcgatgcc ggtgttaaat ttagttgatt
   894061 ctgtaacgat tccacatatg ttgcatgaat ccactacaac gattcaagaa caatttggta
   894121 tatatagtcg tggctttgcg tttacacaat taattgtcgt gtttgcaagt gcgatggtat
   894181 ttccattaat tccgttgtta acagctgcat taacaaagaa agatatagcg ttagccaaac
   894241 aaacaattga acgaacaaat gatcttgctc atgttttaac aacgccgata acaatctggc
   894301 tcatggcact tacaatcccg ttaaatgttg gattgtttac agatgctaaa gggagtggaa
   894361 tgttagctat tttaattggt agttcgtatt ttacgtcact tatggtatta tcaataggga
   894421 ttttgcaagg aattaaccgt tctaagcaag cggcgtggat agttgttgga gcgagttttg
   894481 taaaagtcat attaaatata gtacttgtaa gtcaatttgg cataactggt gcggcttata
   894541 gtacacttat catatatatc atgatttgta tcgtaaatta tatatacatt cgaaaagaat
   894601 tggcttattc gattcacatg gggagatttt ttgctgtaat tggggtatct agtatagtag
   894661 gtataggatt atatttcaca tctactttca taaatgtggt agattctaga attattacaa
   894721 taatatatag tggtttagcg ttttgtgtag ccttgttcat atatggcata tgcgcattaa
   894781 agttgaactg gatatctaaa aagcaaatcc catttttacg taagtaaatg agtccataaa
   894841 tgagtatggc tatttatatg tttgtgaaag aaatcaattt gaagttatcc aacttttctt
   894901 attaaagagt tgatagcaat ttgttgcatg acaaaaagtt gattgcgaaa tgttggagga
   894961 gattaagagt gcggttagtt ttatcaggat attatggttt ttataatgtt ggggacgaag
   895021 caattttgca atcaattatt aaagcgctac atgaagagga tcctactctt gagcttgttg
   895081 tactttcaaa tgaccccgac tatacaagaa aaatgtacgg tgtagaggca gtaaatcgct
   895141 gggatataag agcaatttat aaagaaataa agagaagtaa tggcttaatt agcggagggg
   895201 gaagcctcct tcaagataaa acgagtatta aaagtatttt gtactataca ggcattatgc
   895261 gaattgctcg ttttttgaag aagccgtatt atatttatgc gcaaggaatt ggtccaatta
   895321 cgaaaagaca aaatcgttta ttagtgaaat ggcaagtatc aaaagcagaa tatatatcag
   895381 ttcgtgatga agattcattt ttgtatttaa aagaaattgg tattaagaag gatattgaac
   895441 tagttccaga tccagtattg gcatgtcaac cagaaggaat gaagtcggag tggttgcaaa
   895501 aacattcgat tcaagggaaa gtaattgcag ttagtgtgag gtattgggac gcaaaagaag
   895561 attatatgaa gaagctagca gatacgctga aacaattaaa gcgtgatgga taccatattt
   895621 tattcgtacc aatgcatgga ccatttgatc aaaatgcatc acgggatatt attaatttaa
   895681 tgggagaaga agctcatatg cttccgtata agcttgatat tcatgagaaa atttcaattt
   895741 tgtcggaatg ttcgcttcta atcggtatga gacttcatgc gctcatacta tctgccgttg
   895801 ctaatatccc tatggtcggt atttcatatg atccaaagat cgattcattt ttacaacaag
   895861 taaatcagcc gattatcgga aacgtagatg gtgattggac agctgaaact ttgtataatg
   895921 tcgcaacgaa gcaactagaa caaaaagaat atgtacaaga aacattggaa caaagagtag
   895981 aagaattacg agaacaaatt tcaacagcgt ctcgatatat cataagtgac ttgaattcaa
   896041 aagagttcaa aaaaagagga atgggatctt aatttaagag gacatcctct tttttatttt
   896101 ttgaaaaaaa gaaaatgtcg aaagaaaaaa tatatttgta gaaaaatgtc gaatctcgta
   896161 aaagcttgta aacttattct cataaaaaag aagtttgaga gataagatgt atgtttaaaa
   896221 atcctaacat taatatataa ggaatgttgg tatttaaggt tttatttagt aaatgataag
   896281 aaaataggta tggtaatttt gaaaaatcta acgctaagaa aaatgtcgaa ttgcagaaaa
   896341 ataagttgtc gattaatgtc gtaatatctc tatagttaga tgttgtaatt ggaaaccttt
   896401 ttctgttata gttgtaaatg gttataagaa gattgttata aatgtaattc tgacgcgttt
   896461 ttctgtctgt ttaaaatatt ctgattttat aattcatatc ttttaaaatg gaagtcgaaa
   896521 aacgatcgtt tagaattgtg aaaattcact tttttgtcga atttaatgtt ttaaattgga
   896581 taaaaagggt gtatgatttc tttatgattc tataatacgg gatattctat tattctgtat
   896641 gtggaatact ttaaccacat ttatatctac tagtttcgaa aaaaatagaa catctattta
   896701 aaatattatg gaactagtat tacattccta aggaggaaat atataaaatg gcaaagacta
   896761 actcttacaa aaaagtaatc gctggtacaa tgacagcagc aatggtagca ggtgttgttt
   896821 ctccagtagc agcagcaggt aaaacattcc cagacgttcc tgctgatcac tggggaattg
   896881 attctattaa ctacttagta gaaaaaggcg cagttaaagg taacgacaaa ggaatgttcg
   896941 agcctggaaa agaattaact cgtgcagaag cagctacaat gatggctcaa atcttaaact
   897001 taccaatcga taaagatgct aaaccatctt tcgctgactc tcaaggccaa tggtacactc
   897061 cattcatcgc agctgtagaa aaagctggcg ttattaaagg tacaggaaac ggctttgagc
   897121 caaacggaaa aatcgaccgc gtttctatgg catctcttct tgtagaagct tacaaattag
   897181 atactaaagt aaacggtact ccagcaacta aattcaaaga tttagaaaca ttaaactggg
   897241 gtaaagaaaa agctaacatc ttagttgaat taggaatctc tgttggtact ggtgatcaat
   897301 gggagcctaa gaaaactgta actaaagcag aagctgctca attcattgct aagactgaca
   897361 agcagttcgg tacagaagca gcaaaagttg aatctgcaaa agctgttaca actcaaaaag
   897421 tagaagttaa attcagcaaa gctgttgaaa aattaactaa agaagatatc aaagtaacta
   897481 acaaagctaa caacgataaa gtactagtta aagaggtaac tttatcagaa gataaaaaat
   897541 ctgctacagt tgaattatat agtaacttag cagctaaaca aacttacact gtagatgtaa
   897601 acaaagttgg taaaacagaa gtagctgtag gttctttaga agcaaaaaca atcgaaatgg
   897661 ctgaccaaac agttgtagct gatgagccaa cagcattaca attcacagtt aaagatgaaa
   897721 acggtactga agttgtttca ccagagggta ttgaatttgt aacgccagct gcagaaaaaa
   897781 ttaatgcaaa aggtgaaatc actttagcaa aaggtacttc aactactgta aaagctgttt
   897841 ataaaaaaga cggtaaagta gtagctgaaa gtaaagaagt aaaagtttct gctgaaggtg
   897901 ctgcagtagc ttcaatctct aactggacag ttgcagaaca aaataaagct gactttactt
   897961 ctaaagattt caaacaaaac aataaagttt acgaaggcga caacgcttac gttcaagtag
   898021 aattgaaaga tcaatttaac gcagtaacaa ctggaaaagt tgaatatgag tcgttaaaca
   898081 cagaagttgc tgtagtagat aaagctactg gtaaagtaac tgtattatct gcaggaaaag
   898141 caccagtaaa agtaactgta aaagattcaa aaggtaaaga acttgtttca aaaacagttg
   898201 aaattgaagc tttcgctcaa aaagcaatga aagaaattaa attagaaaaa actaacgtag
   898261 cgctttctac aaaagatgta acagatttaa aagtaaaagc tccagtacta gatcaatacg
   898321 gtaaagagtt tacagctcct gtaacagtga aagtacttga taaagatggt aaagaattaa
   898381 aagaacaaaa attagaagct aaatatgtga acaaagaatt agttctgaat gcagcaggtc
   898441 aagaagctgg taattataca gttgtattaa ctgcaaaatc tggtgaaaaa gaagcaaaag
   898501 ctacattagc tctagaatta aaagctccag gtgcattctc taaatttgaa gttcgtggtt
   898561 tagaaaaaga attagataaa tatgttactg aggaaaacca aaagaatgca atgactgttt
   898621 cagttcttcc tgtagatgca aatggattag tattaaaagg tgcagaagca gctgaactaa
   898681 aagtaacaac aacaaacaaa gaaggtaaag aagtagacgc aactgatgca caagttactg
   898741 tacaaaataa cagtgtaatt actgttggtc aaggtgcaaa agctggtgaa acttataaag
   898801 taacagttgt actagatggt aaattaatca caactcattc attcaaagtt gttgatacag
   898861 caccaactgc taaaggatta gcagtagaat ttacaagcac atctcttaaa gaagtagctc
   898921 caaatgctga tttaaaagct gcacttttaa atatcttatc tgttgatggt gtacctgcga
   898981 ctacagcaaa agcaacagtt tctaatgtag aatttgtttc tgctgacaca aatgttgtag
   899041 ctgaaaatgg tacagttggt gcaaaaggtg caacatctat ctatgtgaaa aacctgacag
   899101 ttgtaaaaga tggaaaagag caaaaagtag aatttgataa agctgtacaa gttgcagttt
   899161 ctattaaaga agcaaaacct gcaacaaaat aattaaaaat catttaataa atgattaata
   899221 agggcctatg agaaaataga caaaagtcta tgagtatcat aggcttttta ttttgctctt
   899281 atttcatata catttgaaat tgaaaggagt agccttattg agaaacaaat caaaagcgct
   899341 ttcaaaaata gaagaatacc tcattgatat gtaaattatt tgtaaattaa cacctttttt
   899401 tgttaaaaaa acattcgaaa agaagaataa aatgtcgaaa tgtaataatt ttagtcgaat
   899461 gtagtctgaa aattgtattt attgtaaaaa atatttaggt gatgaagtgg aaatatgtgc
   899521 tataattcca attgtgtatt cgatatgaaa aatatacgaa gcgcagtgag agtggtttat
   899581 aggaaaatgg tttgttcatt tctatattta agtattatcg atatcctaat aatacaatga
   899641 aaagaccgaa ttatcagaat gtgtcgaatc ttcttttgag aaagttcttg ataacgaatg
   899701 gttttgtata gtatgatgaa attgtttcag aaaatggtat ttaaacctta tatttacatc
   899761 taacggtttg tatcattttt ttatgtgaac tacttttcat tatagtattt ttgttgatgt
   899821 ttttattgtt ttatggcttt tctaactagc tagttttcaa atttaatatg atgtaaaact
   899881 agtagcatat tcctgaagga ggaaatttat aaaatggcaa agactaactc ttacaaaaaa
   899941 gtaatcgcag gtacaatgac agcagcaatg gtagcaggta ttgtatctcc agtagcagca
   900001 gcaggtaaat cattcccaga cgttccagct ggacattggg cagaaggttc tattaattac
   900061 ttagtagata aaggtgcaat tacaggtaag ccagacggta catatggtcc aaccgaatca
   900121 atcgatcgtg cttctgcagc tgtaatcttc actaaaattt taaatttacc agttgatgaa
   900181 aatgctcagc cttctttcaa agatgctaaa aatatttggt cttcaaaata tattgcagca
   900241 gttgaaaaag ctggcgttgt taaaggtgat ggcaaagaaa acttctatcc agaaggaaag
   900301 attgaccgtg cttcatttgc ttctatgtta gtaagtgctt ataacttaaa agataaagtt
   900361 aacggcgagt tagttacgac atttgaagat ttattagatc attggggtga agagaaagca
   900421 aacatcctaa ttaaccttgg aatctctgta ggtactggtg gtaaatggga gccaaataaa
   900481 tctgtatctc gtgcagaagc agctcaattt atcgcattaa cagataaaaa atatggaaaa
   900541 aaagataatg cacaagcgta tgtaactgat gtgaaagttt ctgagccaac gaaattaaca
   900601 ttaacaggta ctggcttaga caaactttct gctgatgatg taactcttga aggagacaaa
   900661 gcagttgcaa tcgaagcaag tactgatggt acttctgcag ttgtaacact tggtggcaaa
   900721 gtagctccaa ataaagacct tactgtaaaa gtgaaaaatc aatcattcgt aacgaaattc
   900781 gtatacgaag tgaaaaaatt agcagtagaa aaacttacat ttgatgatga tcgcgctggt
   900841 caagcaattg ctttcaaatt aaacgatgaa aaaggtaacg ctgatgttga gtacttaaac
   900901 ttagcaaacc atgacgtcaa atttgtagcg aataacttag acggttcacc agcaaacatc
   900961 tttgaaggtg gagaagctac ttctactaca ggtaaactag ctgttggcat taagcagggt
   901021 gactacaaag tagaagtaca agttacaaaa cgcggtggtt taacagtttc taacactggt
   901081 attattacag tgaaaaacct tgatacacca gcttctgcaa ttaaaaatgt tgtatttgca
   901141 ttagatgctg ataatgatgg tgttgtaaac tatggcagca agctttctgg taaagacttt
   901201 gctttaaata gccaaaactt agttgttggt gaaaaagcat ctcttaataa attagttgct
   901261 acaattgctg gagaagataa agtagttgat ccaggatcaa ttagcattaa atcttcaaac
   901321 cacggtatta tttctgtagt aaataactac attactgctg aggctgctgg tgaagctaca
   901381 cttactatta aagtaggtga cgttacaaaa gacgttaaat ttaaagtaac gactgattct
   901441 cgtaaattag tatcagtaaa agctaaccca gataaattac aagttgttca aaataaaaca
   901501 ttacctgtta cattcgtaac aactgaccaa tatggcgatc catttggtgc taacacagct
   901561 gcaattaaag aagttcttcc gaaaacaggt gtagttgcag aaggtggatt agatgtagta
   901621 acgactgact ctggttcaat cggtacaaaa acaattggtg ttacaggtaa tgacgtaggc
   901681 gaaggtacag ttcacttcca aaacggtaat ggtgctactt taggttcatt atatgtgaac
   901741 gtaacagagg gtaacgttgc atttaaaaac tttgaacttg tatctaaagt aggtcaatat
   901801 ggccaatcac ctgatacaaa acttgactta aatgtttcaa ctactgttga atatcaatta
   901861 tctaagtaca cttcagatcg cgtatactct gatcctgaaa acttagaagg ttatgaagtt
   901921 gaatctaaaa atctagctgt agctgacgct aaaattgttg gaaataaagt tgttgttaca
   901981 ggtaaaactc caggtaaagt tgatatccac ttaacgaaaa atggtgcaac tgctggtaaa
   902041 gcgacagtcg aaatcgttca agagacaatt gctattaaat ctgtaaactt caaaccagtt
   902101 caaacagaaa actttgttga gaagaaaatc aacatcggta ctgtattaga gcttgagaag
   902161 agtaacctgg atgatatcgt aaaaggtatt aacttaacga aagaaacaca acataaagta
   902221 cgtgttgtga aatctggtgc agagcaaggt aaactttact tagatagaaa cggtgatgct
   902281 gtatttaacg ctggcgatgt aaaacttggc gatgtaacag tatctcaaac aagtgattct
   902341 gcacttccaa acttcaaggc agatctttat gatactttaa ctactaagta cactgacaaa
   902401 ggtacattag tattcaaagt attaaaagat aaagatgtta ttacaagcga aatcggttca
   902461 caagctgtac acgtgaacgt tcttaataac ccaaatctat aagtcgatta tagataaagt
   902521 gaaaaatcag tggggattca tccccgctga ttttttaata gaaagaaggc tcttgtacat
   902581 gtacaagagc cttcttttta tttcttaaac ttaaacatat ccccactcaa attcgaatca
   902641 ctatacacga acaataccat gttaatgtta ttgtctttca tgtattgata tacatctttt
   902701 tcgtgatagt gacgcaggtc gaggatggat gtgtgtttga aactttgtgc taagtgtggc
   902761 acgatcgcgt ttgcgaatga gtcttttagg actaaggcgc gtacttcatt ttgtgcgttg
   902821 ttattttcga tgacgatttc tggatagtca tctgtgtaat aacctgcgta tgatgttgta
   902881 tctttttgtt tttctacgcc atatatttca tctaagtttt gatgaatagt gcctttcaca
   902941 tcttttgcgg ttacgcttgt gaagttaaaa ccgtctttcg gtgtgtagta gcacaatttt
   903001 tcaccagttg catcgatgag ttggtatagt tggttgttga agcttccgac taaatgttta
   903061 ttttgcgcgc atgtacgagt gtaatcttct ttttttattt cttttccttt atatatagaa
   903121 gattgttgcc cgattgtgtt cattatatat tggtaaccta agaaggcacc gtccatattc
   903181 caatgatgat ctgttttgaa atacatgtct tgtatttctt cattcgtata gttctttttc
   903241 aagtgttcca taagttttat tggttttacg tcagctggta gtttcgttag aaagtaattt
   903301 aaattttcct gtgcatatgt gtgaatatga gaaggtaatt taaatgataa tgcattcgtt
   903361 tttgacggtg gtaaagcaaa gtaaaactca acgttttgtt cttttgaaaa ctgagataag
   903421 tcgtttatag caggcatgga ttggtcaatt tcattatatt ttgttgtcca cgccggattt
   903481 ttcaggagcc atttatcatc agttaaaata atgtcgttaa tgagagattt gcccatatta
   903541 atttgagcaa tcgtatagtt tttaataagc tcatctcgtc cgattagttg atcatttgtg
   903601 tatgtttcaa aatctttaaa gaagctacca gttaggagag cttctttcgt aagtgctggt
   903661 ttttgagcga gcggccgatt ttcaactggt gaaatgtctc ggtctgtttt gagtaacgat
   903721 aatatgccaa atgaaaagat aatggtgaga aaaccgataa acaggatgag gttccccaat
   903781 tttttcataa taacttttcc ttcctacatg tgttaaaacc tgaaataaat aaatggatta
   903841 tatgttgagt taatcaagta cataaccgaa atcataaata atgttagtaa taatatagga
   903901 cgtacaaatt gtgttgtgaa catatacgtt tttggtgcaa gttctagtat gtttttcatt
   903961 cgttttaaaa ttggtgtcgc tgcgataaag gcaatgagaa atacgataat gtattcatgt
   904021 acgtacagca ttgtattgtc atcgatgaaa gattgaccat ctatgccgaa catcgctttt
   904081 aaatattgga acgagtaagc gaagttgtca gctcggaaga agacccaacc gatcataacg
   904141 attagtaata cgtatgcatg ttgcagtggt ttccatagtt tgtttaatat tttttcgaat
   904201 ccagcttttt caattgaaat aataaagccg taatataaac cccaggcgat aaatgtccag
   904261 ctcgccccgt gccataaacc agttaacccc catacgatga agaggttacg ataattcgct
   904321 agttttgaaa cgcggtttcc gccgagcggg atatatatgt aatcgcggaa ccaagagccg
   904381 agtgtaatat gccatcttct ccaaaactct gaaatagatt tagagatgta tgggtagttg
   904441 aagtttttcg ggaaatcaaa gccgaacatt tttccaattc caattgccat atcagagtac
   904501 cctgagaaat cgaaataaat ttgcaatgtg taggcgataa taccgatcca tgctgttcca
   904561 acactcattt cagatggtgg taaggcaaag attttatcgg cgacaaatcc aacttggtta
   904621 gcaattaata tcttttttgc tagtccgaga acaaaaattt gaataccttc tgtgaatcgt
   904681 tcaaaagagt ggatgcgcgt tttaatttgc tcagcgacga tattgtaacg aacaattggc
   904741 ccggcaataa gctgagggaa aatagatata tatagcgcta agttaagtgg atttttttga
   904801 acatccccat ctttacggta tatatcgatg acataggaca tcgcttggaa tgtataaaat
   904861 gaaattccaa ttggtagtgg aataggttcc acatgaatag ataagtgcaa tacgttgttt
   904921 aaaatgtctg tgaaaaatga aatatactta aaataagaaa gcaatagtat attcccgatc
   904981 acagccataa ttaaaaatgt gactttcata ttttttcgtt tatcataatg atgcacgagt
   905041 aggccgaagc agtagtttaa taagatggaa aagagcatta aaagaacgaa acgcggttcg
   905101 ccccatgcat agaaaattaa actaaatgca agtaatacga aattacgtag ctcggcacgc
   905161 actataaaat agaaaaataa tacgagaggt aaaaagataa ataagaaaat cgaactacta
   905221 aataccaaag gactctcctc actttttcaa aatacatttc gtgcaaaaaa accgacatat
   905281 ctattatata ttcttttata taatagtgcc tttaatattt tagcatgtta ataattcgat
   905341 taaaataatt attctatata atagaaggaa agcggtatgg aatccttttg acacccacta
   905401 tctggataag ataagatgaa taaggtgtga tttgtttaga agggaagaga tggtgtgtta
   905461 tttaactcgt ttgagtttat ttttttattt ttaccgatag catttctttt atattttcta
   905521 ttaaataaat ttggacaaac tactttagcg aaagcttggc ttgtagcagc atctttattt
   905581 ttctatagtt attggaacat aaaatatttg ccgcttatgt tagtatcgct cattgtgaac
   905641 tactttatcg gaatgaagct cgtgaagcat aagagcaaac ttcttttaac agtaggctta
   905701 atatttaata taggaatgct tagttatttc aagtattatg atttcttttt acaaaatgta
   905761 aattcgttat ttggaactca ttttacatta ttatcattaa cgttaccgct tgcgattagt
   905821 ttctatacat tccaaaagat tgcattttta gtagatacat atcgcgggga aacggaggca
   905881 tgtcattttc ttgattacgc tctgtttgta acatttttcc cgcaacttat tgcagggcca
   905941 attgtacacc atgcgcaaat tatgccacag tttgctgatc gtagtaaaaa gcgttggcaa
   906001 tcaaattata tcgttctcgg tatttttgta tttgccatcg gtattttcaa gaaagtaggg
   906061 attgcagacg ttttatctcc tgtcgtacga gaaggatttg atgtacagca atcgctaacc
   906121 tttgttgaag cgtggctttc atcattagcg tttacattcc agttatactt tgatttcagt
   906181 ggatatagcg atatggcaat tgggattgcg ttaatgttta atattaaatt gcctcaaaac
   906241 tttaactctc cttataaagc ggtgagtata caagactttt ggcatcgttg gcatatgaca
   906301 ttaagccagt ttttaacgaa atatgtgtat atttctcttg gaggaaatcg aaaaggaatt
   906361 acgcgtacat acgtcaatat tatgattgtt ttcttaataa gtggactttg gcacggtgct
   906421 ggctggacat ttattttctg gggatttctg cacggattag cttctgttgt tcatcgattg
   906481 tggaataaag caggaggtcg catgccggac tgggcaggat ggcttgtgac atttttcttc
   906541 attaatataa cgtgggtgtt ctttagagca acatcgatgc atgatgcggt gaaggtatta
   906601 aaaggaatgt ttggatttaa tggattcgaa ctcgcaaata gtgtgttccc ggtatttatt
   906661 attgagaaac tacaattttt aaaagagtac ggtgtttcat ttactgaagc ataccatgtt
   906721 tcattattaa atacggaaat agtagcgtat attttcggag cattatgtat tagtttcttc
   906781 ttaaaaaatt caattcagtt aaaagactca ttccgtccga cagtatggac ggcgttattt
   906841 actgcaatat tacttgtgta tagtgtgtta catttaacga gtattagtga gtttttatac
   906901 tttaatttct aggtggagaa tatgaaaaac aaacagtggc ttattttcgt ttttgtatgt
   906961 gtttttgttc cacttgcagg tgttggaata tttaatggct atgcagattc actttggttg
   907021 ttctcgcata aaaataagtg gaatgatgtt cagtttgggt ttaatgagag acaacaaaaa
   907081 acgaattata taacatatcg tccgtttact tatgatggcg ttatacttgg aagtagtaga
   907141 acaacgttta tcaatgaaaa tgattttacc ggattaaacg catttaatta tgcggtaagt
   907201 agtacagatc cgcgtgaata cgatgcgtac attgaatatg caaaagagcg aaaaggtagt
   907261 gaattatctt ctattgtgat tggtttagat ttccttggaa cgaacaaaaa tagagaaatc
   907321 ggttttgaaa aaccagaagt atatattaat gaggcgcaaa gcttactata tccaattaaa
   907381 tcgtatgtga gtatggatgg gattacatat tcccgaaata caatccaaaa ctccattcat
   907441 cacaataaga ctattgatgt atataatcgc gataacataa agtcgatgcg tgagtatacg
   907501 aaagaagagc gtgatacaca aattgccgcg caagtagata aatttagtag agagatttat
   907561 ggcgggaatt atgagtatca aaatatgaag gaaatattag gtactgtaaa atcccataat
   907621 ccgaatacga agttttatat ttttacaacg cctgtttcag aaccattgtt ccgtacgatg
   907681 attcaatcag gacgttggga agattataaa agatggctcc atgatgctgt cgatgtattt
   907741 ggagaagtac atcattttat gtatttaaat tcagtaacga agaacttaga taattatatg
   907801 gatggacatc atttcagacc agaagttgga aaaataattg cacataaagt tgtaaatgaa
   907861 gaagatcgta atgtgccgaa agatttcggt attgttatta cgaaggataa tattgatgag
   907921 gtgctcgagc agattcatgc atcgtttcaa tagaaagaaa tagttttatt tcaaaggtcg
   907981 aatcgtaatg tgattcgatt tttttttgca gtctgcaaaa aatttaatta agcgagtaaa
   908041 accaattgtg actgaagcag aaagaagcag catccaaata gatgctgctt ctttctattc
   908101 tatttctaaa tcaacaatta agtaagcaag tatcacaaca aagaaaatac taacggctgg
   908161 tgctgttaag acgtgtccag acataaagcc gataccgagc gataggacga gtgtgctagc
   908221 tagtagcata tgttttacgc taaatagttt tttgaagttt gtgatcaagc gaatgaatat
   908281 ttttataccg aaataaagaa gcggcagtaa atacataagg aagccgacaa taccgaacgc
   908341 aaagaatagg tcgtggaaat ccatttcgac taacttcatt ttcgttgtat agttaccagc
   908401 gtagcccatt ccaaatagtt tttgggatag tggtgcttct ttatagtatt gtttgtatac
   908461 ttttaaaaac ttgtcgcgat cactgtaaat taaacttttc atttcagagt ctgttagttc
   908521 gccttgttta tgttcttctt ctttaactac ttttccttct tttcggtctt tttcgtcttg
   908581 tactgatttt ttgtattcat atatttgtaa gtggatgctc atgttttttg cgataggggt
   908641 ttgcggtgta agaacgagta aaccacctaa tacgacagca gcaacgattg tatttacaag
   908701 atatgtgaat ccttttcctt cttttttacg atgcatcata tattcaatga ataagaagaa
   908761 aagagcgatg ccaagtgtaa taacgatagc accatagcct actttcgttc cgatcataat
   908821 gcttgcatac atcgcaagta cagttggaat ccagtaatac acttttgaga aagaagttgt
   908881 tttatggacc gagtataaga caacgattgg gaacataatt gcgaaaatgg aacttaaatc
   908941 atttccagca aagaaccatc ctcttgaacc aatttttgag ttcgggtagc ttgggaaatc
   909001 tgttccagtt gccatcgctg tgataatcga aatacttaaa attaacgttg catataagaa
   909061 atatgtaatg attttatgaa acgcaaattc gttatttttt aattctttta gtgcgataat
   909121 atatccaaac agtagtacaa ttggatatac acttttcata atgaacttca cttcttctcc
   909181 aaatgaaact ggagatttga tcattaaatt attcacaagg ccgattgcga gtacgatgcc
   909241 aaatagacat aaataaagaa tatatttttt tgcgccttgt tgtttatgat gaagaagtag
   909301 ataacccaat gcaagaagca taaaggcgaa acggactacg attccgactg ttgcgctcat
   909361 gtgtaataca tagattgaaa aagacgttaa taaatctaaa attggttgaa acacgatgaa
   909421 tagcagtagg aaatgcggga agtagttagc cgtctgtttt aacttagtaa ccatatgttc
   909481 ctccatttct ttatttcagt acctctctat ataataggaa ggaaaatgaa tttctatatt
   909541 taatttttta tatcaaactt aagaatacac catttcattg taatggtaaa tagatgaaga
   909601 gcggggataa accgacttta atttctatat ttttcaacga aattgtatgt tttatacgag
   909661 gttatataca aatttcgtga ttattagaca gaaaattaag aaaaaaagaa gggtttttca
   909721 cctcctttct ataattatat aagtataatc tttgtgtaga aaagaggggt atataatgga
   909781 agtaacaagt aaaacagaat ctgtcattgt gaaatatgaa gggcacgttg caacggttat
   909841 ggtcaatcgc ccagaggtgt taaatgcatt agatgagcca acgttaaaag agctattaca
   909901 aaaactgaaa gaagtagcgg agagttctgc gcatattgtt gtgttatgcg ggaacggccg
   909961 tggtttttct gcgggtggag atattaaatc gatgctttca agtaatgatg aaagcaagtt
   910021 tgatggtatt atgaatacta tttctgaagt cgttgtgact ttatatacga tgccaaagct
   910081 cgttattagc gcgattcatg gaccaactgc tggccttgga ttaagcattg cgctaacagc
   910141 tgactatgtg atggcagata tatcatccat tattgcgatg aactttattg gaatcgcttt
   910201 aattcccgat ggcggcggcc atttcttcct tcaaaagcgc gttggtgaaa atatgacgaa
   910261 gcaaattatt tgggaaggaa agaaattatc agcgacagaa gcgcttgata tcggcttaat
   910321 tgatgaagta atcggtgagg atttccaaac ggctgtgaag caaaaaatta gtgagtggtc
   910381 acaaaagccg attaaagcga tgattcaaac gaaacaaatt ttatgtgaag taaatcgctc
   910441 caatttagaa caaacattgc agcttgaaaa acgcggtcaa tatgcgatga gacaaactgc
   910501 ggatcataaa gaaggtattg ctgcattttt agaaaaacgt ttgccggcat ttaaaggaga
   910561 ataaagtgta gtgatagttt tattaacggt taatttaagg taaaggggag aaagaacggg
   910621 atgtcaaaaa agaggcgatt cctgatgagt accaaacctt atatggcgat aagaaagaag
   910681 aaccagagca ttatttcttt ccggcagtaa gggcgcatgg atcaggaatt gatatgttaa
   910741 gtgcttgtgt gaaaaaagag tggttatttt ataaggcaga gctcggctgc tattaaacat
   910801 aggaggatga atgatgtcag catataacaa gttagtaaga gatcgtgttc cagagaagat
   910861 tttaatgtct ggaaaaacat atacggcaca aaaattaaca ggacaagcat acatacaagc
   910921 tttagcgaaa attggaacag aagaaattcg tgaatttgct tctatgaaag agcgtgaaca
   910981 tgcgcttgat tctcttgcgg atgcactgga agtaatcatt tcattagcgc gtgcagaagg
   911041 tgcgacaatt gaagatgtag aacgtcttcg taagcaaaaa gaaatagagc acggtgggtt
   911101 tgaaagaggt atttattaga tgtttcagaa gaatagattt gtagggaaag catagcgtta
   911161 cgcattaacg ctatgctttt ttgttgcaat taagctaata atgaagaaga tagctgttaa
   911221 tacccagcca attgtaatag aagtagtagt atgaacggca taagaaactt gtaaacaaag
   911281 taatgatgct aaaaaccaaa tgagtgcaat gtgtacatgt ttttttgata tattcatatt
   911341 gtataactcc ttttatatac taaagtgaat tttactataa tttagaaaat tgagctatat
   911401 gagtagaggt tttctagcaa attttgtata ctaaataata gaagaaatga ggaggaaacg
   911461 acaatggcac atcatgcgaa agaaacgatg gaacttatta aggagcttgt ctctattccg
   911521 agtccgtctg gaaatacaga gaaaatcatt cgttttattg aaaactatgt aagtgagtgg
   911581 aatgtagaaa cgaagcgtaa caataaaggc gctcttattt taacggtaaa agggaaaaat
   911641 gatgcacagc accgcttatt aacagcgcac gttgatacgt taggtgcgat ggtaaaagaa
   911701 attaagcctg acggtcgtct gagtctttct atgattggcg gatttcgctg gaactctgta
   911761 gaaggggaat attgtgaaat tgaaacatca agtggtaaga cgtatacagg aacgatttta
   911821 atgcatcaaa cgtctgtaca tgtatataaa gatgcaggtg aagcgaaacg cgatgagaaa
   911881 aatattgagg ttcgcattga tgagcgcgta ttttcagctg atgaagtacg tgaattagga
   911941 attgaagtag gagacttcgt ttcatttgat ccacgcgttc aaattacaga gagtggatac
   912001 ataaaatcac gtcatttaga tgacaaagta agtgttgcga ttctattaaa attaattaag
   912061 agattacaag atgaaaatgt aacattacca tatacaactc atttcttaat ctctaacaat
   912121 gaagagattg ggtacggcgg aaactctaat attccagaag aaacggttga atatttagca
   912181 gtagatatgg gagcgttagg tgatggacaa gcatctgacg agtatacagt atctatttgt
   912241 gcaaaagact ctagcggtcc gtatcattat gcactgcgta aacatttagt agagcttgcg
   912301 aaaacgaaca atattgaata taaagtagat atttatccgt actatggatc ggatgcatca
   912361 gctgcaattc gagctggatt tgatgtgaaa cacgcattaa ttggagcagg tattgattct
   912421 tctcatgcat ttgagcgcac gcatgaaagt tcgattgctc atacagaagc gcttgtttat
   912481 gcatatgtat tatcagagat gattgcagaa taagaaaaga aataggctac ttctagtagc
   912541 ctattttttg tttgcagaga aatcgacttt atttaacaaa aagtaaatgt attgtaattt
   912601 attttacaat attaagaaag taggtttact acataattcg agtattataa aataatagag
   912661 gcgcactaat ttttttgttc ggatttgtcg aaatttatat attaagatta tgcgttatta
   912721 aaagatgatt gtcgagagga gtattatttt ttatgaagta tcgtgcagtc gcggcaggta
   912781 ttttagccgc aagtttatta tcgtctccag taagtagttt cgcagcagcg aagaagtttt
   912841 cggatgttcc tacatgggcg caacaatcag ttgattattt agtaggaaaa aaggcgcttg
   912901 atggaaagcc agatggaacg ttttctccat ctgaagcagt agatagaggg tcagctgcaa
   912961 aaattttagc agtcgttctt ggtttaccag ttgatccaaa agcaaagcca tcatttaaag
   913021 atgcacaaaa ccattgggca gctccgtaca ttgctgcagt ggaaaaagca ggtgtaatta
   913081 atggggatgg tactggtaaa ttcaatccat caagccaaat taaccgtgca tctatggcat
   913141 ctatgttagt acaagcatac tcattagata agaaaattat tggagaactt ccaacacagt
   913201 ttaaagattt ggaacctcat tggggtaaga aacaagctaa tattttagta gctttagaga
   913261 tttctaaagg tacgggaaat ggctggaatc ctgaaggaac tgtaactcgt gcagaagcag
   913321 ctcagtttat tgcgatggct gatcaaaata aaacaagtac atcaaaaaga atgtatatga
   913381 acagaaacgt tattacatat catcaaccat cattatcctc tggtattact gatgttcaac
   913441 ataagccaca aatggttgaa gtgacagagc aaagagcaga cggctggttg aaaattgtaa
   913501 caagtaaagg tgagaagtgg acacctctaa cagaaaaaac agaaacgatt aatgaagaat
   913561 ttactactta tgaaacagct tcacatagtt ctaaagtgct aggtacatat aatgcacaaa
   913621 cagtaacggt tatggaagag agtggtagct ggattcgtat ccgcgtaggc gctggtttcc
   913681 agtgggttga taaaaatcaa ttaaatccag taaaacaaga gaacttttta gaaggtaaag
   913741 caattattat tgatccaggt catggtggaa ttgactcagg taatgttggt tattacgaga
   913801 aagaaagtga aactgtatta gatgtatcat tacgattaaa gaaaatattt gagcaaaaag
   913861 caccatttac tgttatgttc actcgtacag ataatacacg tccaggagta aactcaacag
   913921 attcattgaa aaaacgagta gagtttgctc aggaacataa tggagatatc tttgtaagta
   913981 tccatgctaa tggttctgca gagaaaaatg gacaaggtac agaaacatta tattatcagt
   914041 cagcaagagc aaaagtaacg aatccgcatg tagaagacag taagttatta gcacaaaaaa
   914101 ttcaagaccg tcttgtagca gcacttggaa caaaagatcg tggtgtgaaa catcaggact
   914161 tatacgttac tagagaaaat acaatgccag ctgtattaac agaattagca tttgtagata
   914221 ataaaagtga tgcagataaa attgctacac caaaacagag acaagctgca gcagaagcga
   914281 tttatcaagg tattttagat tattacgaag caaagggtaa taacgtatct tctttccgtt
   914341 aatacatcaa aagagattgc caataggcag tctcttttat ttattaacgt ttctctttat
   914401 ttccggcatg tgatatcatt taattttata taagaaagta ttgtaattat aacgatatag
   914461 aggatgataa tagattgaat aatcatagta aaacacctgc atgtatatat acgtatgcat
   914521 ttcgtgagga ggagcgtgct ttatgttact tggaaatgcg ctcgttcttt ggaatggagt
   914581 ctcacattaa tattttgaaa agtgatgtca aaattgatcc aagtagaagt gcatttataa
   914641 aagagtgcgt tgaggttatg tacgaaggag acgacttaga aagcatttta aaacaagtag
   914701 aacaaattga tttggcgggg gcgtcattta aagtgatctt cgttaaaatt aatgacctcg
   914761 ttggggagaa taaaattgaa tatggagaaa gacgtcttat tgaacgcgac cttggtatgc
   914821 atattgaagg agaagcggat gttcgtaatc cagagcgtgt attcgggatt gttcctcttg
   914881 gaggacgctg gtacttcggg cactatgtag aaagtgaacc agtttggtat catcacataa
   914941 aaaaaccaca tagttattcc acatctctta gcacacgtgt tgcgagatca gttgcaaata
   915001 tcgcggtgcc aaatccagag ggagtacgag caattgaccc gtgctgtggt attggaacag
   915061 tagtagtaga agcgctttct atggggatta acatcgttgg tagagatata aatccacttg
   915121 tagttcttgg aacgagaaaa aatatcgcgc atttcggatt ggaaggaaca gtaacaaaag
   915181 gcccaatcga ggagattacg gagaactacg acgttgcaat tattgatatg ccgtacgact
   915241 tattcactca cgcaacacca gaagaccagc tctccattct ttcaagcgcg cgccgcattg
   915301 ctaaaaaggt agtcgttgtc acaatggaaa cgatggacga catgatccat gaagcaggat
   915361 ttgaaattac agatcgctgc actacaaaaa aaggatcatt ttctagacaa attcttgttt
   915421 gtgaataaga aaggaaggtc acccgtgtgg gtgacctttt ttgtttggta ttggtgtgtg
   915481 attggttggt ggaatggagg agtgatttgg cgaaatttgt cggtaagtcg atattccatg
   915541 tcgaatcgtc gatatattta aaaaatcgcc gatatattgt gtggaatcgc tgatatattc
   915601 caagaatcga cgatatcgtt acattagaat gttactgttc ttttaatttc tcttgctgtg
   915661 caagtagtaa attgcgcaag atgtgtccgc ggtaactttc tagttttcgt ccttcatgat
   915721 agcgcacacc taatttcttt agttcggcta cgtaccatcc ttttgttccg taatacatga
   915781 gatcacttcc tttttgcttt tgaacagtat atgttggggg gaaagtaact ttccagtgaa
   915841 aataataaga caggttatat caagggcccc cataacatag cctccggaca gtgtataaaa
   915901 aaatagacag taatgtaagc ttttttaaac aatgtataca aatttatacc ctatgcgttg
   915961 gcatgatatt tgcaataaaa agagtattaa catatagggg agagatagaa atgaaggtta
   916021 gtaaagtgta cacgacaatt gatgctcacg tagctgggga accacttcga attattacag
   916081 gaggcgtgcc ggaaataaag ggagaaacgc agctagaaag acgctggtac tgtatggaac
   916141 atttggatta tctgcgcgag gttcttatgt atgaaccgag aggacatcat ggcatgtacg
   916201 gttgtatcat tactccgcct gcgagtgctc acgctgattt tggtgtatta tttatgcaca
   916261 acgaaggatg gagcacgatg tgtggtcacg gcattatcgc tgttattaca gtcggaattg
   916321 aaactggtat gtttgaaaca aaacaaaagt ttattattga tagccctgct ggggaagtca
   916381 ttgcgtacgc aaaatataat gggagcgaag tagagtctgt atcatttgaa aatgttcctt
   916441 catttgtata caaaaaagac gttcctatta aaatagataa ctatgaattt caagtagata
   916501 tcgcgtttgg tggagcattt tatgcggtag tagatagtaa agaatttggc ttgaaagttg
   916561 atttcaaaga cttatctgct attcaacagt ggggcggtaa aattaaacat tatatcgaga
   916621 gcaaaatgga agtaaaacat ccacttgaag aagggttaaa aggaatatac ggcgttattt
   916681 tctcggatga tccgaaaggg gaaggcgcaa cgttgcgaaa tgtaacaatc ttcgctgatg
   916741 ggcaagtaga tcgttctcct tgcggcacag gaacttccgc aagaatcgca accctttttg
   916801 aaaaaggtat tttacaaaag ggagaaatat tcatccacga atgcattact gacggggaat
   916861 ttgaggggga agtattgtcg gtaacagcgg tacatacata tgaagctgtc gttccgaaag
   916921 taacagggaa tgcatttatt acaggttttc atcagttcgt tgtagacccg agagatgatt
   916981 tgaatcgggg atttttgtta ggataagagg aggtggtgga aagatatgct agttataagc
   917041 gcgaaagaac aaagagactt agtaaatatg aacgaagtca ttgcatacgc ggcgcttgct
   917101 ttacaagagt tttccgcaga aagaacgatc acaccaatac gtacttcact gccatttgcg
   917161 aatgagaaaa atactgcatt aattatgcct tccgtagcgg agggacttga agtacttggc
   917221 ttaaaagtag taacagtagt cccgcataac aaaaagatag gaaagaaaac gataaacggg
   917281 attgtgatgc tatccgactt tcaaacggga gaaccgctcg cacttttaga aggatcgtac
   917341 ttaacgatga ttcgaacagg cgccttatcg ggagtagcaa caaaatattt agctcgtcat
   917401 aacgcaaaaa ctttatgtat tatcgggaca ggagaacaag cgaaagggat tgccgaagca
   917461 gtatttgcgg ttagagatat tgaaagagtc atgttataca accgaacaga agaaaaagca
   917521 tatgcattct cgcaatatat acaaaagaga ttcaatacac ctacttatgt tcacaaaaac
   917581 gcaaatgaag caataagcga agcagacatc atcgttacaa ctacgaacgc atccacacca
   917641 gtcttctcag aaaaactaca aaagggcgtc cacataaacg ccgtcggctc atttaggccg
   917701 aacatgcaag aattaccatc tcacgccatc gctaatgcaa ataaagtagt agtcgaatca
   917761 aaagaggcag cactagaaga aacaggtgac cttcaagttc cagtgcgaga aggtctattt
   917821 gaggcaagcg acatccatgc cgaacttgga caaattataa gcggggaaaa agcaggccgc
   917881 gaaagtgatg aagagattac tgtttttaaa tcggttggtt tggcagtagt ggatattatc
   917941 gttgcgaagt atttgtatga gaaagcggtg gagcgcgggg gtgggagtag gattgagttt
   918001 tgagggagac tgccttttgg tggtcttttt ttgcataaaa tcttgtaaag caagaaaaag
   918061 tagagcatct atatgaattc aattacatat ccagtaataa ctacaacacg gcccttcaat
   918121 tagcatctag tattgctact ggtctggctg aagttcaaag tagaaaagaa tttagtcctg
   918181 taagtggtgt atttagtaca caagggttga atatgggttg aacaacttct atccaagcaa
   918241 ttacagaaaa aacattattc taaagaaacc ggtattatag aagaaacgtt gtttgataaa
   918301 cttaaagata ctgttgaaaa taacgtagaa gcgatggatc agttgtacga aaaatttatt
   918361 cgccagatga aaatttagga ggctatttat gaatgataga gattatattt atgaagaatt
   918421 aagtgatttt ttaggtggaa cattccatca agatatggaa acacaagaaa aagccttaca
   918481 cgaatttata gaagaagctc acaaaatttg tatagaaaat actataaatt atataactgc
   918541 atttttaaac agtaatctat ccacggaaaa aaagaagaat tcattgaata ttatacagat
   918601 atttattttc ctgctttaaa actagcgccc ctagaatggc ttgaacaaac aggtgaaaca
   918661 ttaaaacaag cattaaaaaa tacttagtga aaatcgaccg cttatagtag gcggtcgttt
   918721 cttcgtctta atttacattc acatacgcat cgctaattgg ggtaccgcca aatgcccgtc
   918781 gagctaaaat tttgaagtac ccccaaatga aaactttctt tctctagagt tagttacttt
   918841 gaaaaatcgg cagttttttc gtttaggggt atttgctttc cttagcttga gggcgatgtg
   918901 ggattttaga ttaatggtca gcgactgtct atatttgcat gtcttatcat ataatgcctc
   918961 tgattttcaa atgtaatttt aatgacatgc tagattatat attccgctct taatatattt
   919021 aaagggtgat tgggtattaa gattaattaa tggaatgaaa gatttggatt aaatgcacct
   919081 attattacat tcgggaataa tatcactaat gctgaaaaga tatttgatct aggggttatt
   919141 ttgagtattt taaaaataat taaggagaga aaaagtagaa tgtttcatga ttaaaattga
   919201 ttatatgcta atatttcaat agaaagggga aatatttaaa aattcacaaa atattataat
   919261 ttatttagtg aaattaacca atgtatatta tactcattat gtattaaagg ggaaatgaaa
   919321 aaagcttggt caacagtagc ggggtggttt aattaacatg aaaaaaagta tagattttaa
   919381 taagaaagct tttgcgcatt atatggcact ttatcctgta aatgaaataa gagtccacgt
   919441 aattgtcctc gtccttttgg gggcagacgt gtttgttctt ttgcctgcgt tcgcaaatcc
   919501 ttttcgatta ctctatgtat atatagtaac tcctccagtt atttttttaa atttgtgggc
   919561 gatatggatt gctatcaatc ctcggaaacg acaattacaa tacactctat ttcgaggagt
   919621 atatggtacc atatgttcag tcggattatt ggttataact caaaaatatg cctatgaagt
   919681 gttacaatta caaactccca tctattttat tctttcattt ggtttgtatg gttttgcttt
   919741 gtatcatttt tataaaaatc atattgaaaa acttcaggaa ccaagaaaaa aatcaaaatc
   919801 atcgaaagga actggtggtg taaaagtagc agctattgca gcgggattgg ggcagttaat
   919861 tgctaatatc attcttagca ttgcaacaca acagatgggg gcaattgtat ttatgtgtgc
   919921 atgcacagtg ttttcgtttg ctttgtttta tatgattata gaactccata agtattatta
   919981 tttacggaag catatagaag atggagggaa aatacgtata ggcttttaaa gaggatttgt
   920041 tgcatttcaa gtatataatc gcattcttct tatggaagtc attcacgaga cttatagcaa
   920101 taaaagatgt ataagtggaa gattatattc tagtaaaaca tctgaaggaa tggaaattaa
   920161 gtttgttctt attaatgata agattataac ggtttatcca atgtattaaa gaatgtgagg
   920221 tactcaaaaa tgaaagtaac tattcagccc atagttaaaa atgcaagacc atatagaggt
   920281 aattgctaag aagcaccccc taagtttcag atgaaattaa atgattgaat atttatattt
   920341 aaataatcga ttatttatgc tttaatattt ctatgtacat aactgggata attaggaatt
   920401 tatatttaat atgttttaag aaaggggaat gtttttttta tggaaactcc agaaaatcaa
   920461 tttaaacgtg cacttaatcc ttggttctcc atttggacaa aaccacgtga tacaatgaaa
   920521 gaaattttta tatccaaacc taagaatgtg tttttactca ttttattagg ctcattcgta
   920581 cagactttag atcgagcatc ttctaaaaat gtggcggatt caataagtag tccagtttca
   920641 ttaatctcaa tggttatatt cggtaccttc gttgctttct taatttatta ttttttgcta
   920701 ccagcgttat ttaattgggt ggcaaaaaaa cttggtggac aaggtacctt tgaaaaaaca
   920761 cgttactcag ttgcctattc ttatatccct tacgtttatt ctcttatatt agtttgggtg
   920821 ccttcatttt tcttgtttgg gatagaaaac tttacgagtg agacaccgga aatggatagt
   920881 agcataactt taacgatttt gtttcttatt tttgccataa ttgatgtagt tattggaatt
   920941 tggacaatca ttatttcctt aaaatgttta ggagaagcac accaattttc agcatggaaa
   921001 gcattattaa cagtaatagt gtcctttatg attatcattc ttcctttggt aataatagta
   921061 tttcttatag taggggttac aactttttaa tcatttattt gcctcttatt tatccaaatg
   921121 ttttctacgc gctgttagta attgttacag gatgaacaac cacatgattc ggatgttcca
   921181 cttggcgaag cgtatgacct atatgatcaa attgatcgcc cgttttacgg cctgtttttc
   921241 ttattatcag tgttaacagg aatttgtgaa ggcaaacttg aaaatcaaat attaaactat
   921301 taaaacctta agggagctga gtagattgtc tttgtttgtc tcttattttc caatcggaga
   921361 ataagggatg aatttttatg aaggagtaaa tgcagccttt attaccattc acgccatttt
   921421 tctgttatat cttcctcaga ctctaagcca gctatttgtg ctgctgtatc aataaattca
   921481 tagagatctt ctctttccat tgtttcaatg aaatggtcgt gttcgatatt tagttcattt
   921541 aatttcataa ctacctcttt aacaacttgc attacttcag cttcggttgg attctcacct
   921601 aattgctgta aattgttaat gtaagtgtca agagccgtat ttgttgcact tatattttct
   921661 tcagtgaaaa attcccggtc ttcatcatac tcaacccatg cggttgttgg gttgtttttt
   921721 tcaattcatc aaatgtcatg ataacctcct aaaagttttt ttatctccaa tctcattcta
   921781 cattttcgat catgtatagc aatcatttta gagggatttt ctgtaagcta ctagtttttt
   921841 aactcatttt acgaggtaac ctattcgtgg tctttttagt ttatttttcg cataaatata
   921901 ttttatcgca agaacgcatt aatagatttt aaactttcta cctttgtgaa aaaagtttga
   921961 caatacatac gggtagtggt aatttaaaac ctataagaaa actcggtatt aattccgggt
   922021 tttcttatag gtgtaaatag tcgagagggg tcgaaatatg aagaagaagt tgtttgtatt
   922081 accatttgtc ctactattat ttattgcatt agctgcttgt tcaggggaaa aagattcgaa
   922141 gcaagcagga actagtaaat cagggattcc gaaagatgga ggaacgttaa cgattggtgt
   922201 tagcgataac ccagagacga tgaatccgct ttatgcgaat gatcgtgttt cgttaacggt
   922261 gcagcaagct ttatatgcac cgctgtatca tatggaagac ggtaagaaga agtttgttct
   922321 tgctgagagc tttacgcctt cagaggatca attaacatgg actttaaaac taaaggataa
   922381 tttgaaatgg catgacggta agaagattac atcagacgac atagcattta cattccaatc
   922441 tattttagat gagaagcaaa atagctcaag tcgtgaaaac tttgttttta aaggaaaacc
   922501 gcttgaggtg aaaaaggtag atgagttaac aactcaattc gttttaccac aagtaagtgc
   922561 atctttcgaa ggtgtgatga atgatttctt cccaattccg aaacatgtat ttgaagggga
   922621 agcagattta gcgaagagta agaaaaactt acagcctgta ggatcaggtc cgtttaagtt
   922681 taaagagtat aagtctgatg agtacgttgc attagatcga tttgatgatt atgtaggtgg
   922741 taaagctaaa ttagattcta tcgtataccg cgttgtaaaa gatcgtaata cagcaaatgt
   922801 ttcactacaa aatggtcaaa tcaacatgaa gatgattgag ccacaagact ttaagaaatt
   922861 agatagtaca gggaacttct caatggtgac attcccagaa ggtagattat tctacttatc
   922921 ttataacatg aatacagatc tgatgaagaa aaaagaagtg cgccaagcaa ttgcacatgc
   922981 gttagataaa aaagaaatga ttaactcagc attcgtttct agtcaatttg cagaaccagc
   923041 aaattcaatt ttaacgccag acgctatgta ttatgcaaaa gacattaaag agtataagta
   923101 tgataaaaaa gaagcgaaag atttattagc gaaagctggc gtgaaggata aagaaaaagt
   923161 acgcgttatg tatgtaacga ataataaaat tatggaaagc ttagcgcttt atacacaaca
   923221 aaaattacaa gaagttggct tagaagttga actgaatgca ttagatgcta gtgcagcaag
   923281 tgacaaaagc ttagataaag agaataaaga atatgacatt acattcggtg gttacataat
   923341 gggacctgag ccagattcat ataagagctt attcttaagt aatgctgaat acaactatgc
   923401 acgttataaa aacgctgatt tcgataagtt atgggaagaa gctgcagttg aaacagataa
   923461 aacaaaacgc gcagaactat atcataaaat tcaagagaca gctagagaag acttacctta
   923521 tctaccaatt gcgtatccga aagcagttat tgcagtagat aaaaagtttg atggattgaa
   923581 agaagcaaaa gcaattcctg tcacaatgtt tgaagatgta tctaagattt atgaagtgaa
   923641 ataagaaaca aacagtaaag aagctggtgg aaatcagctt ctttagcttg aggggggaag
   923701 tttgtgtata aagtaattgc gaagaggctt ttaaatgcaa ttccgctttt atttgttatt
   923761 tctattattt cttttctatt aataaaacta gcaccaggag atcctgtgcg aaactttgtc
   923821 acgccgaata tgagtccaat tgatgttgag cgtattcgca aaagtttagg actagaccaa
   923881 ccaatttata tgcagtatat tttatggctg aaaaatattt taacagggaa ctttggttac
   923941 tcactgcaaa atcatcgtcc tgttttagat cttattgtag aaagattacc agcgacaatc
   924001 ggtttaatgg gatcttcttt actcgtctca tttgtgatcg caatcccact tgggttattt
   924061 acaggtgtga aaaagaattc tatctttgat cgcattgtaa actttatttc ctatgtagga
   924121 atctcaatgc tagtcttttg gttcgcgtta ctattaatct acttgttctc tttaaagctg
   924181 aatcttcttc cgagtatggg tatgcgtacg gttggccaag attccgtctg ggatattgtc
   924241 caacatggta ttttaccttg catggtgctt gcgttccaaa acatctctgt ctatatgaga
   924301 tatattcgct caagtacgat tcagcaatta gaagaagact acgtacaaat tcaatatgcg
   924361 tacggtgctt caaagaaaac agttttattt aatcacgtgc ttcgaaatgt attaataccg
   924421 atcattacaa ttttcggatt atctattcca agtttagtgg gcggagcgtt tattacggaa
   924481 acagtatttt catggccggg tcttggttca cttggggtaa atgctatttt tagatttgat
   924541 tatccgatta tcatggcaat tacattatta tcatcattca tgttaattct cggtaactta
   924601 attgctgata ttttatatgg cgtagtagat ccgcgcattc gaatgagggg gtgatttgga
   924661 atgaataata ggagatttca aacgataaag catagtttta caaaaaataa gtttgttgca
   924721 atgggagtta ttatacttgc cgttttaacg gtcgcatcga ttttcgcatt cgtatcgcct
   924781 tacgatccta gtaaaatgtc aattccagat cgcttacaag aaccaagtgt gagtcatcct
   924841 ttcggaacgg atgattacgg aagagattac ttaactaggg cgttatatgg tggacgcgtt
   924901 tcacttgcgg ttggtttcct tgcaatggtt gtatctgtta caatcggtac cgcagttgga
   924961 acaattagcg gatactttgg cggaaagtta gacaacttct taatgcgagt tgttgaagtg
   925021 ctgatgtcaa ttccatcatt cttcttaatg ttactattaa atgcttattt aaaaccagga
   925081 attacaacgt tagttcttat tataggatta ctaacatgga tggacaccgc tcgtatcgta
   925141 agggcagaga ctttatctgt aaaagagcgt gagtacgttt tatatgcaaa agtgtcagga
   925201 caaaaatcac tcacgattat tgtaagacat atcattccta acattttatc aaccattatt
   925261 atcgccgcga cattaacaat tgcgacatcg attttaatgg aatcatcact tagtttctta
   925321 ggtttaggta ttagagaacc agattcttct tggggcagta tgctgaacaa tgcgcaagga
   925381 tatattggcg aagcttggta tttaacactc ttcccaggat tccttatcct tttaacggta
   925441 ttaagtttta atgtaattgg tgaagcgttg aagaaagctt tcgcaccaaa aggagctgga
   925501 aatgaaaact aaagtgttaa gtgaaaggag tgagaagcgt gtctgaaaaa ctactagaag
   925561 tgaaaaattt aaagacttct tttttcatag aaattggaga agtggaagcc gttcgcggcg
   925621 ttacatttcg tttaaataag ggagaagtag ttggtatcgt tggggagtct ggaagcggaa
   925681 agagtgtaat ggcgaagtcc gttatgtctc tcgttacgtc accagggaaa gtgaaagaag
   925741 gagagattct ttttcataat gaaaacatcc tttctaaatc tgaaaaagaa ttacgttcta
   925801 ttagaggaaa tcaaatttca cttatctccc aagatccaat gtctgcgcta aatccggtcg
   925861 tgaaaattgg gaaacagatg atggaagtaa ttatacgtca tcaaaaagtg aaaaagaaag
   925921 aagcagagca gatcgcaatc aacttgttaa agcaagttgg cctttcgtca ccagaataaa
   925981 gggtaaaaca atatccgcat gaactaagcg gtggtatgaa gcagcgggtt atgattgcga
   926041 tggcgatgtc ttgtaatcca gatcttctca ttgcggatga accgacgaca gcgcttgatg
   926101 taacgataca agcgcaaata ctagacttaa tgaaaaactt aaaaaatgaa acgaatatgg
   926161 cgctacttct tattacgcat gatttaggaa tagtcgcgca aaactgtaca cgcgttatcg
   926221 ttatgtatgg cgggcttatt atggaagaag gacctgtact tgatattttc caatcaccga
   926281 atcatccata tacgaaaggg ctattaaact ctttgccaaa aatatcgaac ggcgtaaaag
   926341 aaagacttgc gccaattcaa ggtgtaacgc caaacttatt acatccgccg aaaggttgcc
   926401 cattcgcaga gcgttgcccg catgcgatgg acatttgtga aaaagaacgt ccgccgtatt
   926461 ttgaaatcgg agacggaagg cgttccatgt gctggttaaa tgatagggcg gtaggtgatt
   926521 cacatgcatg aagaaaactt aattgaagtg cggaactcaa aaaagtattt tcctattaaa
   926581 aaaggaccat tcggcagaaa aacagagcaa ttaaaagcag ttgatgacct aagcttcaca
   926641 attaaaaagg gtgaaacatt cggactagta ggagaatcgg gctgcggaaa atcaacgaca
   926701 ggaagaagca tcattcgttt acacgatgtc acttcaggta acgttttatt cgatggaaaa
   926761 gacatcgcaa gtttaaagga aagtgaacta aaagaatata gaaaacgaat gcaaatcatt
   926821 ttccaagatc catacgcatc attaaacccg gcaatgaacg tattccaaat tattagcgaa
   926881 ccaatgaaca ttcacggatc ttatgaaaaa gaagaacaaa aagaaatcat tttagacctt
   926941 ctcaaaaagg taggcctaaa agaagaacat ctatatcgct atccgcacga atttagcgga
   927001 ggccagcgcc agcgcatcag catcgcgcgc gcactatctg taaaaccaga ctttatccta
   927061 tgtgacgaac caatctcagc actcgatgtc tcagtccaag cacaagtcgt aaacatgctg
   927121 caagacatcc aagaagaaac aggcgtcaca tacttattca tcgcacatga cctatctatg
   927181 gtaaggcaca tatcagatag aatcggagtc atgtacttag gaaacatagt agaaattgcc
   927241 gatagcgaag acctatacac aaaaccggca catccataca cacaagcact actttcatcc
   927301 atgccagaac cagatccaac taaaaccggg aaagatcgga tcattctaga gggagaagta
   927361 ccaagtccac tcaactcacc atccggctgc aaattcagaa cgcgctgcaa attcgccact
   927421 gaaaaatgcg cacaggaagt accgaagatg gtggagattg cgaaagggca tgaggtggct
   927481 tgtcatttgt tttagagtgg gggaaagcac tggggggacc tggtgctttt ttcttttgta
   927541 gggggcgtgg gtgctggtgt gggattggtt ggtagttttg gcgctgtttt ttgcgaaatt
   927601 tgtcggtaag tcgatatgtt gtgtcgaatc gtcgatatat tcggagttgc ggtcgatata
   927661 attggataat cgctgatata tttttgtaaa gagtgtgatt ggttgtagat taatgatcag
   927721 cgactgtcta tatttgcatc tcctatcata taattccctt tatttttcaa ctataatttt
   927781 aatggcgaac tttttttgtt gggaaagtac gtaaagtaag acaacgtatt aaaaatcatc
   927841 gtgatgaagt atatcgtatt gatgtaagta ttgtagaagg ttcgatggaa agagaaattt
   927901 acgaaacata tatgattaac gaatttcaag caaagtataa tgtggataaa gtattttata
   927961 aataacacca acgtaaaaca tgatcttggt actacatcaa gatcatgttt tttatatgca
   928021 ataaaaacaa ttgattactc ttaatcattc gacaagatgc aacaatttaa gattgtattt
   928081 tttgctatga taagtaagga atttacatat cgtgttattg ggggataaaa agagatgttg
   928141 aaaaaattta ctacatgtat tttaggtggc gctttagtat tcaatttatc tggttgcggc
   928201 aatacatccg acaaaacttc ttcagaatct aaagaaacta attctaaaca agaagaaaag
   928261 aacgtgcaaa caactgatga ggcgaaaacg aaagagaata caaagcagaa aaatacagaa
   928321 caaacaaaag agaagtcaaa aataaaagaa aaagagtatg ctgtaaacaa ggattttcat
   928381 acacctaaat ttgatgtaac tgtaaaaaga gttgtagaaa gagataaggt tggtaaagaa
   928441 agtataggat tccaaaaacc tgaagatgga catgtcttta ttgttgtaga agcagaaggg
   928501 aaaaatatta caagcgaacc gatgaaatta gcctttttac catcagtgga tttagtggat
   928561 gaaaatgata atgcttacca aagtgatgtg tgggcagcta gtagttatga tgttgaaaaa
   928621 ggtgagacct ctagtattac taaggaatta aaaccagggg aagtaaagag acaaaataaa
   928681 gtttatgtga ttaataaaga aaaatttgat acaggaaaat ggtatgtagt tgttaacaat
   928741 gagtataagg aacaaattaa atagtgttta tttatgaaga ggagagggct cctctttttt
   928801 gttataagtt aacatagaat tttattttaa catgatatca gagagcgttt attgaatagt
   928861 gaattaaaat ttaaataaat cgaagaaaga gtaatcttat ttatactaga aaaatagcaa
   928921 aggagagtaa aaaatgaaaa tttgggaatt aaagagttca tttgatgact atgaatcctt
   928981 tcaattattg aatttagaag aagattctaa aaagtatttt gaagggaaaa ttgactcggc
   929041 agtaaaagca tctgactcat ggggagaaat acgtattaaa tgtgtagaag aaggaaatca
   929101 aagtgatttg cctcattttt ggggagaagt tggtacaaca atggttagtg ggaaagctaa
   929161 aaaattctta gaatctatac ttggtgataa tgtagaattt cttcccctaa ttcatgatgt
   929221 gacgggagaa gtgtattata taattaacgt tttaaatgca atagatgcta ttgactatga
   929281 gaaagctata ctaaagaaac tacattctgg cttagtaata gatttcaaaa aatacgcatt
   929341 cttacctaat atggttaaga accaaacaat atttaaagtt tacttaaatg aaatattaca
   929401 tattccttcc gtttttgtat cagatgaatt tagaaataca gtgttagaaa gtgatttaaa
   929461 aggttttgaa tttataacgg tatgggattc agaagcaaac atgtaaaaga aagtcctaaa
   929521 ataattgata ggagttagtg atatggatgc aaaggtttta gaagttctaa gaatgttaaa
   929581 caattatgag ggaaatgaaa aagaaatttt tgaactgatt caagctgaag taatggtgaa
   929641 atttatatgt ggaaaaatct gattttagaa attgaaaaaa tagagaaaag ttttaatgat
   929701 aaactgaata caccagcaac agatagtgag gttcagaaat taagagaacg catgaaagag
   929761 agttttaatg ttgacctgcc gagtgaatat gaggagtttc ttaaaaatgt aaatggatta
   929821 gattttaacg ggctagtatt ttatggagtt gactcttatt tgttagatac agaaagggac
   929881 gaatcaattt gcgggcttat agaaaccaat gatatttggt atgaaaatga atttcaaaaa
   929941 gagcatcttt tctttggcga ttcaaatatt gcgtggtttt gtaagagttt atcagacggt
   930001 acttatttag aacttgataa accatcaggt acagtaatga acacatataa tgaacacata
   930061 taatgatttt aatacaatgc ttgaggaagc gttaaaaata actcttcttt aatagggggt
   930121 attaaaaatt atgtttaatt ttttgaaaga atatgttgtg gcagacagaa gtgtttgttc
   930181 taaacaaaaa cctattttct atcctatata tcaagatggg atagatgagg cagaaagctt
   930241 attacaaatg gaactcccaa aagaactgaa acgcttttat caagaaatag gttgtgggtt
   930301 tttaaagtct gataaaaaaa cgtttttcaa cagatttatg gatccgattt cagttgcaga
   930361 tttccgttta aggcaagata tttatgaata taatcctaac ctagatgatg tagatgatga
   930421 tgaatcatta gtgttttttg aagtaacaga acttaacttt ttaaccatta aatttaaaga
   930481 ggaaaatgaa ttaagtcaat gtcctattta ctctgaggat gagaaaatag cggattcttt
   930541 agaagaattt ttaattaaaa tggatgaaaa tcctgactat tatatttaat ctttttaaga
   930601 cttgctttaa ggtgtagcat ttgaaaaata tctaatcatg agtaaaaaag cttatgtata
   930661 acctgcataa gcttttttaa tgtccataaa atgaaagaaa ttttcatatc caaatctaag
   930721 aatgtgtttt tactcatttt attaggctca ctcgtacaga ctttagatcg agcatcttct
   930781 aaaaatgtgg cggattcaat aagtagtcca ttttcaataa tctcaattga gttgtacatc
   930841 aataaggtgt gactttttat ttatggattt acgacatctt tatttatagt gttttgaatg
   930901 tatacttttt ttatatgaat tgaggatatc aagggaattg ttgagaagtc aatgtttaag
   930961 ggggaatgaa agtaaactaa tatttaaaag tttactttca aattagaaat acacttatta
   931021 gacactctaa gtaataaatt tgttccactt taagaggagg aagaattttg ggtttttaaa
   931081 ttatatatga atcaattaag cttttttaga taaagcaaat cgagttcaga taaacgaaga
   931141 ttatagaata cataatttta actagactta ttattaacta attgatcccc gccaccaagc
   931201 tccgcctcaa tctgcgaagt cttcgatgat tcatccatac gccaatacgt aataaagctg
   931261 atggcgatac atccagctac gtagaagtag aatagtgatt ccattccgat actttttagc
   931321 cataatgcga tgaactcagc tgttccgccg aatatcgcaa cggttagtgc atatggtaaa
   931381 cctacgccaa gtgcgcgaat ttcagttggg aagagttcgg cttttacaat tgcgttaatg
   931441 gaagtgtaac cagtaacgat aatgaggccg accatcatga gtaagaatgc tacgattggt
   931501 tctgtcgttt tttccataaa gaagaagatt ggtgctgtta gtaacgttcc gagaataccg
   931561 aatgccatta ataatgggcg gcggccgatt ttatcagata gtagccctgc aatcggttga
   931621 agtacgacga atataagtag tgcgacaaag ttaatccagc ttacaatttc tttcggaaga
   931681 ccgactgtgt ttaccatgaa tttttgtaaa tatgttgtgt acgtatagaa tgcaacagtg
   931741 cctcctaatg ttaggccgac tactgtcaat actgctttcg gatgtttcat aagagtgcga
   931801 acggttcctg cgctctcgcg tttttgtgat tttatgtttg cgaattgctc cgattcatcc
   931861 atcgtacggc gaagccataa tacagctact gcacccatcg ctccaataat gaacggaatg
   931921 cgccatcccc aagctttcat atctggttcg cttagtaatt gctgaagaac aatttgaacg
   931981 cctaatgcaa ccatttgccc cgcaacgagc gttacatatt ggaagcttga ataaaaaccg
   932041 cggcgaccac tactagccat ttcagataaa tacgttgcgg aagttccgta ctctccgcca
   932101 agtgataatc cttgcagtaa acgggcaaga actaaaataa ttggtgccat aataccgatg
   932161 ctttcgtaac taggtgtaca ggcgataatt aaagaaccac tggccataac cgtaatcgaa
   932221 agcgttaatg ctgctcggcg tccgtgccga tctgcataac gtcccattag taaacttccg
   932281 atagggcgca ttaaaaatcc aactgcgaaa atagccgctg tgttcaataa ttgactcgtt
   932341 ggatcacctt taggaaagaa ctctgctgaa aaataaacag cgaaagcaga gtaaacgtac
   932401 cagtcgtacc attcaattaa attgccgaca gaacctttaa aaatattgcc ggcgactcga
   932461 ttagattttg cttgagccat aatcattcct cctcttgctt agtagtaaaa tgataaatat
   932521 gaaagcgtgt tcattgtagt tgaattgtac tgtttttcga atgaaatctc aatattatga
   932581 caattttatt ctttttgtac tttatgaaca tggatatttt taatagttgc ttcattttca
   932641 gttttgtcat aataatagaa aaaggagatt gatagttttg aatattttat caaagggtat
   932701 ggggtatgaa aaaatcacgc aaagtgtcat tacaaacgaa aatagtaagc ttaattatcg
   932761 cgttaatttt atttgtcgtt ctcctgttag caggaatatt tgtttacatt cagtccgttg
   932821 atacgaagcg tcaagtggaa cagttagcac tgcaaacggc taaatctctt tcttttatgc
   932881 cagctataaa agaggctttt caaaataacg agcataaaaa taacattcaa tctattgcag
   932941 aacaagttcg tgagcaagct ggtgcagatt atgtaattgt ggaagatcgc tatggggtta
   933001 tgtattcaca ttctaattca gagttaattg gcacaaagaa taacaatcca tataactatg
   933061 aagcactcac ttttggcgga tactatacac tcgaaggaaa tggtacaagt agtccagctt
   933121 taatggcgaa agcacccatt attgttcata acggagacta tgatcaagta gtaggcgttg
   933181 tgacagtgga gtttttaata aaaggtattg aatctaacat attgagtaga acgaaagaaa
   933241 ttatcctctt ttccttagcg gtgttattag tcggaattgt tggcggcatc cttttagcac
   933301 gtagtattag gaaggataca ctcggtttag agccgaatga aatcgcagcg ctataccggg
   933361 aaagaagcgc gatactacta tctataaaag aaggaattat cgctattgat cgaaatggtt
   933421 ttattacgat gatgaataca tcggcagaag agatgttaca tgtaaatggt gattatatgc
   933481 agcagcacat ttcaaaagtt ttaccggaat ttcatatgga gagagtacta gaaaacgatc
   933541 aagaaatcgc atttcaagat aaagtgttta ttttaaacat gacaccaata cttgaaaata
   933601 ataatacggt aggcgttgta tgtagtttta gagataaaac agaactgcaa aaccttgtga
   933661 acacaatatc tgaggtaaga aagtattccg aggacttacg cgctcaaaca catgaattta
   933721 caaataagct tttcgtctta tcaggattac ttcagttagg gcactacaga gaagcgattg
   933781 aatttatcca acaagaatct aatattcatc aaagccaaaa ccatatttta ttccatcaaa
   933841 ttcacgatgc gaaagtacaa gctattttat tagggaaaat cggaacagcg tctgagaaga
   933901 aaattgattt tcatattgaa ggagatagtg cgcttcatcc attaccagac catataaaag
   933961 tgtcgcatct tattacgata cttggaaaca taatcgataa tgcgtttgat gcggtgagtg
   934021 aacgagagga aaagaatgtt tccttctttg tgacggatat tgggcacgat attgtatttg
   934081 aagtaataga tagagggata ggaataccgg cagaaaaaat aacgaccatt tttcaaaagg
   934141 gattttcaac gaaaggaaac aatcgtggtt acggactagc aaacgtgaaa gaaatggtag
   934201 atgtactaga aggaacgatt gaaattcaaa acgagagaaa tgggggagct atttttacaa
   934261 tttaccttcc gaaaacattg agagaaagta cataacaaac aggggatggg tatatgttga
   934321 aggttgcaat tgcagaagat gatttccgcg tcgcgcaaat tcaggaagag tttttattaa
   934381 aaattaagga tgtaaaagtg atgggaaaag cgttgaacgc aaaagaaaca atggaactac
   934441 tacaaaggga agaaatcgat ttgcttctat tagataacta tttaccagat ggaattggaa
   934501 ccgacttatt accacaaatt catgctgaat ttccaaatgt tgacgtcatt atggtgacag
   934561 cggcaaatga aaaccatatg ttagaaaaag caattcgaaa cggcgtaagt aactacctta
   934621 taaaaccggt cacgttagaa aaatttgttc gcacaattga agactataaa agaaagaagc
   934681 aactattaca taataacaat gaagtgaatc aaacactcat agataatttc ttcggcattt
   934741 cgcaaacaca agacataaaa aacttaccga caggtgtgga tccgttaaca ctgcaaaaag
   934801 tgaaaggaat tataaaagga tttgaagagg gcattacaat agaagaaatg ggagaacaaa
   934861 tgggtgcttc cagaacaacc gcaagaagat atttagaata tttagtagcg acaaacgaat
   934921 gtacagtaga gtacacatac ggcattatcg gacgaccaga acgaaagtac cgaataggac
   934981 gagggctatg aaaaaacgat tattactatg tatatggatc atgacaggag taatagctgg
   935041 ttgttcttcg gaaaaatccc aaacgaatat agtaaacata gacgaagtag aaatcgttgc
   935101 gccgaacgtt caaggagcag ggtgggactt aacagcacgg gcgatgcaaa aaacgctaac
   935161 agaagaaaaa atcttcacaa aaccaatcac agtcacaaat aaagtaggtg gcagtggtga
   935221 cgtaggatgg aaatatacga aacaaaaagg tggtcacgta ctggcgatta actcaagctt
   935281 actcataacg aacaatctac taggccacag taaactaaca tataaagact ttacgccgct
   935341 cgcaactctt gcatcggact gggaagtcgt tgtcgtatca aaagacagca ccatagataa
   935401 cgcaaacgaa ctaatggaac aactaaaaca aaacaagaaa aacttcaaca tcggcgttgc
   935461 cccaggccta ggaaacgacg atcacctatc attcgtacaa gtaagcaaag ccttcggcat
   935521 aaacccagcc gaactacaat tcttcgtcta cgaaaacaaa gaaaaaatca taaacgccct
   935581 aacgaacaaa caaatcagcg ccgcaaccat gaccctatcc gaagccgaaa aacaatacaa
   935641 agccggtaaa ataaaaatac tagccgtatc cgcaccaaaa cgcctagacc gactactaca
   935701 aatcccaaca tggaaagaac aaggaatcaa cgtcatattc cagcactgga aaggcattat
   935761 gggcccgaaa aatatgacgg aagaagaggt tgcttattgg gatggtgtta ttaaaaggat
   935821 ggtggagagt gatagttgga aagggatttt gagggagcgg ggttggaatt cttattataa
   935881 ggatagtagg gagactaggg ggtttttgga ggagagtagt ggttggtatg gggggatggt
   935941 tggtggagct agagttgata agtaatttta gccacatgta ctcatgaaat attgacatca
   936001 ttcttagtat atttatttag aattttaaat agagattagt tcattcaata agtttttata
   936061 tagattcttc cttttataat gataattcat tattatggtt tcatatttaa gatagaaagg
   936121 aaaatctaaa ggggagtata attggactga atgatagaac attaaaggta taggacgggg
   936181 gaattatgat gatacatact ttagtaaggg gacaaaagat agacgtcact aataatcatc
   936241 tggagattag aggtttactg gtagatttaa cttggaatgc cccgatgaat atggatgtag
   936301 atgcatcagc ttttttagta gggtttaatg ggaaaattac taaagaagaa gatttcgttt
   936361 tctatggaca accttattct agttgtcgat ctgttcaatt gaatcaaaat gaaacaaatg
   936421 gaagtaaaca aagattttcg atagatttta ctcatataaa agatgaggta caaaagattg
   936481 tcttttcgat tacaattcat aatgcggaag agaagaaaca ggcgttacga gatgtttccc
   936541 atattcaatt gaaaataagt aacgcacaat caggtttaga aattattcat tttcctatta
   936601 catatccatt tacagatgaa agtgccatta ttgttggaga gctatatcga catggaggag
   936661 gatggaagtt caatcctatt ggagctggct attttggtgg gttagctgca ttatgtacaa
   936721 gttttggaat agaaatcgca gatgacgaaa aacaaacagc tcctcctata gagaagaaaa
   936781 tagttcctac tccgcctcca gtacaaaaag ctattaatgc agtgaaggtt gaattgaaga
   936841 aaaaacaatc tataaatata caaaaatcta aaatggtaac agctacttta gagtgggaaa
   936901 caaataaaga tttagactta tattgttttt acgtaacaac gaatggagag ataggaaagg
   936961 tttattataa aaatctaggt tcgtctaaaa tatcgccgta tattgtattg gacggtgatt
   937021 cgcaagaacc aggaaaagaa acaattcgta tttatagacc agaagcttta aaatatgttt
   937081 tatttgctgc gtatagtgct gtcggaaatg gaataggtag tttctattct atgaaggcta
   937141 aagctgttgt tgataatcat atgggaagcg ttgtaacagc accgttatta gaaataaatg
   937201 accatgctta ttgggtgtgc attgctcata ttgatttcac caatttaaat gagatgaaaa
   937261 tttcacatgt agaaagttac tcaaaaaatc attcagaagc ttcgccacta ttgtatgaga
   937321 atggaaaatt ccgaatggat gttgggccga ttgaatttaa aaatgaagag gattatcaga
   937381 agtattttaa atagtagagt agaaaatcat acattaaatt gtatgatttt tcttttatac
   937441 atagtttggt aaaatagtag taattgtaat ttattgtaac ggtggggatg aaaatgttag
   937501 agcaactcat aattgaatta gctaaatcaa tgaagcaggc tgaagatata aatggtgata
   937561 aaaattattt aattataaat aaggatgatg aaggattaga cgttgaagtg aaaatttcat
   937621 gtggacaata tgaagatgaa gtgtcttatt ttaaagtgag ctttgaactt cttaaaaaca
   937681 ctttggaaaa gtttatggct atgcgtacgg taaaaagtga gaatttcgga caaacaagtg
   937741 aatgtaatgc tttcttgtta gccttctttt cacagctgcc atttgtgaat gtaatggaat
   937801 caggagctat tacatttaaa gaattccaaa ccgataacct gccaagcgaa aaatatgata
   937861 aagtcatgct ctttttagaa gagataatga atggtacata taatccaagt atgttacgtc
   937921 aacaaacgga tgaaaattta tatagaatga aatctaatgc gcgccaggat ttaaggttgt
   937981 tgggcttttt gaatgaatct catgaaatga atcagcttct attaaatgaa tatgttcagt
   938041 cggaagataa gaatgtttac attgctcagt taattttaaa gcaggaatat ttccgacatg
   938101 ttctatttat tcttggattg ttagagaagt attcaaagga tgaaaagaaa gaagctttag
   938161 taggtttggg aatgacgatt gtccaaaatt cattaggtga taatttaatg gttgaatcgg
   938221 tagcgaagcg gcgtacgggt aacttactag attggcttga acaagtagga ctaattaatg
   938281 atgaatggat tcctgttgaa caatatgtaa aagatgatgg ggaaaagggc ggtagcatga
   938341 acagtaattt acgtgaaaag tttttaacgg ttatgaatga gtatttacag gcaagaacag
   938401 aaagatttgc gggacataaa atgggatcgg ttgttaggaa tgagatgaca acggaaataa
   938461 cgaggttacc atttattgat catagtcagt atgttgttac agggtcagtt ggacaaggga
   938521 attgggctgc tgttccatgg cttgcgatta tgaataaaga tattacgaca tctacgcaga
   938581 gaggttatta tatcgtttat ttgtttagtg aagatatgga gcgattatat ttaacgctgg
   938641 cgcaaggtgt gacagaaaca actaaagaag agatgcaaaa aattaaagaa gagattcgtg
   938701 aacaaataca tatgtctcaa aaggtgaaaa aagatgatga tattttccta gggacaagcc
   938761 ctaaagcaaa aggatatgcg aattcaacag cggcttatat tgcgtatgat gttaataaaa
   938821 tgccaagtga aaaagagtta gtagaggacc tagaagaaat gcttcgctat tatgagggat
   938881 tcatagctta taaagaggaa ggaacgaaat atgaaatgat ttatgaaagg aaagaagtgt
   938941 atttagatca acaatcaatt atcgatcatg tgtcctctta tattcaaagt aaaggtttct
   939001 tttatgagaa aaaggatctt gttaatttct tcctttcatt aaaaacaaag ccatttgtaa
   939061 ttttatcagg tatttcaggt acaggaaaaa cgaaaattgt gcagtggttt gcagagagtt
   939121 taggggccac ggaagagaat gggcaattta cacttattcc ggttcgacct gattggagtg
   939181 atagctctga tttactcggt tatgtgaacc tccaagggga gtttcaagaa aggccattaa
   939241 tcaaagttct tgaaaatgca gatgcaaatc caaataggcc gtattttgta gtgttggacg
   939301 agatgaactt agctcgagtg gaatactact ttagtgattt tttaagtgta attgaaagtc
   939361 gtaaatggaa agatggaaaa attgttacgt tacctgttct tcctgagtca attgcgaata
   939421 agcatattac gattccatca aatgtatata ttatcggaac ggtaaatatg gatgaaacga
   939481 cacatccgtt aagtaagaaa gtattagatc gtgcgaatac aattgagttt aataccgtta
   939541 acttagatta ttttaatttc ttaatggatg tagaggagaa ggaagctgaa attgcttcga
   939601 atcgctcttt agaaaccgag tatcttcatc taaaagaatg ttttaaagac aacgaagatc
   939661 ttgtgagaaa tatctcaact attttaatag aaataaataa aatacttgaa tcagttggag
   939721 ctcaagttgg atatcgtata cgagatgaaa tttgtttcta tatggcatat aacgaacaag
   939781 ggaagttatt ttcattcgat gaagcactcg attatcaaat atatcaaaag attttaccgc
   939841 gtcttgcagg gagtgacggc agaacagaag aggtattaaa gcagttgtat gtattatgtg
   939901 caaatgaaga atatgatagc ggcaataatg acgcttccta tgctaaatat cctcgttcag
   939961 ctaacaagct gtctcatatg ttaaggaggt tcgagtatga tggtttcacc tctttctgga
   940021 tctaataatg aaatagagct agttaagatt gaaacagagg agctatcatt gacgattaag
   940081 ggaaatcctt atcatgaaaa atacgagagt ttaaaagaat atcacgctat gaacgcagat
   940141 gagatgatgt attttcatgt agatgggaag gtagaatctg tatctgtatt tgatgcgaga
   940201 ttgcagaggt tagatgaagg gaacgaacac ccgccaatct tttttgaaaa tagaagttat
   940261 cagcttgttg ttgttccgaa aaataacaag cagctctctt tttatcatga acatccagga
   940321 tttcgaaaac aagttagttc tattcaaatg ggatcacttc atgtgttaat gggaaatctt
   940381 tcgtttccga atgaagtagg aaatacaacg tttgaaatta aagatgatca agatacttta
   940441 ctaactgtta catttgaagt tttcccggca aaacttgatt ataaggatga ttacagagcc
   940501 ttattagatg aagtaaatga tgagatttat aatttagcgt ttcatttact aaagagaact
   940561 tacttaggag catctgcaat ttacgctaca aatccatcga agagtgagtt ctatcgtatt
   940621 ttaaatgatt cctttgagcg atttatgaag tcaatctctc atataaaaag acaaccacat
   940681 catacgctta tgactagaca tcaactagta cgaggagaaa aaattcgtaa attggattct
   940741 gtcggaatga attatttacg aaagcgacca cacttgctcc aaggagaaaa tagtatacca
   940801 actaaaggta ttacagctta taaggaagtg tcttatgata cgttagaaaa tagatttgtt
   940861 aaatggatga ttcaaagagt tgtacataaa atagaagatt tacttaaggc gctagagcca
   940921 aagtctagat atacacgtgg tgtaactgat gaagatttac tagagcgtgt aaaaaatatg
   940981 aagtatcgaa tgaaaaatga attgaacgat ccattttggc gaggaatagg aaaattagat
   941041 cgctcggtct tttcactcgt aatccaaatg gtggcaggct atagagatgc atatcaaatc
   941101 ttcttaatgc tatcgcgagg tttaacatta cgaggacaaa ttttcaaaat gtcggtaaag
   941161 gatgtcgcaa ggttatacga atactggacg tatttaaagc tcggacaaat tctatctaaa
   941221 aaatatatac cgctccatca agatgttatt caagtaaagc aagatggttt atatgtaacg
   941281 ctagatgaaa gtaaaactgc gaaaaggacg ttcaaacatc cagaaacaga cgaggtaatc
   941341 gagctatact tccaaaaacg aaacggtcga ctgccaacgg ttacacaaaa accagatacg
   941401 atgctcgcta ttgagaaaaa gggaaagaac tatcaatatc aatatatttt tgatgcgaaa
   941461 taccgaattg attttgctga aagatctcat tataaaagga agtatggcac ccctggcccg
   941521 atggaagaag acattaatac aatgcatcgt tacagagatg cactagtagt agaacaagaa
   941581 ggaccatttg aacgaacagc ttacggagcg tacgtactat ttccttggaa ccaagaggaa
   941641 gcatatgaga atcatccatt ttataaaagt atagaaaaag ttaatatcgg tggattcccg
   941701 ttcttaccaa acgcaacaag actagtcgaa caatttctag accatcttat tgaaaaaagc
   941761 ccagaagaaa ttataagaga aggcatcctt ccaagaggca caaaagaaga atggcactca
   941821 tcgctagaag aaaaagtatt agtgggcagc gtgaaaactg aagccgacta tgaaacatat
   941881 agaaaagaag gcttatacca gttaccagtc acacagttaa aaccaggatg gcaagaagca
   941941 aagtacatag cattatatgc accgaaaaaa tggcacgggg aaaaaggcgg catccaatac
   942001 gtagccaaaa tcaaacaaat tcaaatgcac caaaacgacg aatatatata tttcgaacta
   942061 gaatcatgga aaaaactaga ccacctcatc cgcccagtag gatatggcat tcaaacatac
   942121 acaataacaa ctatgtcgtt attaaaagaa gtacaagaac tcccagaact cttcatgaaa
   942181 tcaaaagaag aacgaactct ttggaaaacg ctgcgccgtt ttacgaagca agttaaggtg
   942241 gaactggatc atcataattt agatgaggct tctgccatta agagttatta tgtgcaggat
   942301 gttcagattt gggttaatta tgagaatggg gttgttatgg tggggagaga tggacgagtt
   942361 aaggaggtgc ctttggagtt ggttattggg agaggttcgg tgttatttag ggaggtttta
   942421 gaagtattaa atgttgagga atagtgctta gatacaaagg ggattaagta atgattaagg
   942481 ggcgaagttt atttttgcat ggaaaaaatg agtttaggtg aagtggagaa attttcaaat
   942541 attatagata aatattagtt ggataaagtg tattgttagt tatgggaaga agggcataga
   942601 aggcatatgt tcttcttttt atttgtaaat aaagtaggta tgataacctc caccctgtca
   942661 aggtaaagat cttattttat ctctatatta gtaataataa aattttctta tatatcccct
   942721 tgcacctccc ccaacgtcac cccctaacct aaagaagaca aatcaaaaag gggggacaaa
   942781 accaaccatg aaaaccacca caaaagaaaa aagaaacacc atcatcatgc tactactctc
   942841 agccgtaata ggaatttttt caccattact catgtacatt acactggcac gtaaaaatga
   942901 agtgtacaaa taccattgcc gaaaggcgtt caactttcat ttgttaatct ttcttctatt
   942961 taatattagt tcgcgtatta gtgatgtttt gttttggatc gtatttgcct ttgaggttgt
   943021 tcatgtgatc tttgttgcgt ggaaagtaat aagcgacgaa ccatatcgtt atctcattcg
   943081 aattccctta tttaaagaag ataagtatac ggtggaagga gaataggtga tgaaacaaga
   943141 agtggagata aggggaaagc gacttttggt tatgattgca gtgttgttta ttgcaattta
   943201 tattgtttta cgaaaaagaa agtatgagta cttttatgat ggtattagtg agtatgaaaa
   943261 tcgttataaa gggaatgttc cttttttatt attctttgta ggtttgtttc aatattgtcg
   943321 gcagaatgag atgagctttt ctcatatgct tcagtatgtg aaagagaagt tagcggagta
   943381 ggtgatgata tggcgtggat gattagtgag tttgcaagtg ttggggatgt tacggtgcgg
   943441 acgcttcgtt attatgacaa gattaattta ttaaagccaa gcgattatac tgagggaggg
   943501 catcggttat atacaaaaga tgatttgtat gtgttacagc aaattcaatc gtttaagcat
   943561 ctcggttttt cgcttgggga aattcaaaat attatattac agcggaatgt agagactgaa
   943621 gattttttaa gacaaatgca ttttcaaagg gaattgctgt tggcagagca agaaagaatt
   943681 gcgaaggtac tttcgcatat ggatgagatg acaaagaagt ttcaaaagga agaacgagtg
   943741 gatgtcgctt tgttttcttc ttttttgcaa acttttatat gggagaaaga aaataaggaa
   943801 tggttagagg aacatttttc aaaggatagt gttcagtcgt tttataataa taaggaacta
   943861 aaagagaagt ttgatcggcg ctttatggat gtgataggga agttaaaaaa gtataaggaa
   943921 gaagagaagg atccgattca tcatgaagtt caagttactc tgaaggagtt tttcaatgta
   943981 atacaagaga taacgaacta tcttgatata cctcaaagtg atatagagga tataatccaa
   944041 aaatcaaacc ttccactatc cgaattccca gctctcttca caactgaaga agaaaactat
   944101 ataaaagaag caatgcagca gtttaacaac tagttaaact gcttttccat tataatagaa
   944161 gaaaaaccaa acggaggaaa acccccatgc aaacctacaa caaactaatc cgaaataaaa
   944221 tcccacaaat cataaaagct aacggaaaaa cacccacaac aaaaattctc cccaaagacg
   944281 aatacataaa agaactctgc aagaaaacag aagaagaact aactgaatac ctagaagcaa
   944341 caacaaaaga atataaacta gaagaactat ccgacctact agaactaata aatgccctag
   944401 cagaacacga agacacaact ctagaagaaa tcaacaacat ccgaaaaaag aaagcagaag
   944461 aacgaggtga cttttcagat cgagtatttt taatcgaagt aaccgctaac tagcccctcc
   944521 taagcccctt acaagcccct accaagtaat aaatcactaa gaaaaaatat aacaaaaaca
   944581 aaaacaaaaa caccaacaaa caccgtagta ggagtcgaaa aaaattttga aataacacac
   944641 caaaaacccg ctcagtctcc catatatatt atgaagaggt tttcattttt gaacggagac
   944701 gggaggaatt aggatggcgg tgtatcgtaa tgtgcaggtg aatttttggc aggatgattt
   944761 tgttttggat ttgacgccgg aggagcggta tttttatgtt tacttattaa cttgttcgaa
   944821 gacgacgcag tgcgggattt ttccttttcc gaagcggtta gctgagatgg agacgggcta
   944881 taatcgggag actgttgata agcttgtgca gcgcttcgtt gattatggga agattcttta
   944941 tgatgcggag acgcgggagt tattcgtttt gaattggctt cgttataatc ctgtgacgaa
   945001 tacgaatgtg gagaagtgtg tgcttcgtga gctgaagggt gagaagaata aggagtttgt
   945061 acatatgttt cttcagaagt gcgtagatga ggagctgagt gttccgatgc ttttagcgca
   945121 tttcggtatg ccgagtgatt tggctgtgga tgatgttgag ctagtttgcg aggggacaga
   945181 ggaagaggag ggtatagagg aagagacggg aagtcgcgtg ttttcttttt atgagcagca
   945241 tttcggtagt ttgtctccgc atactgtgga ggaactgagt gcgtggatgg aagatttgtc
   945301 agaggagctt gtgctgaagg ctcttcagat tgcgtttgag aataataaga ggacggttgc
   945361 ttatgtgaag ggcattttga gaggttggca tgggaaaggg tttacgaaag tttctgaggt
   945421 tgaggcggat acggcgagct ttaggaagaa gggatcgtct gctagtacgg gggagacgga
   945481 ggagtttttg gcgaggtgtg aggagtggga gaagaatgcg ccatctgagg aagagttgca
   945541 gcgcttttta gcggagcgcg ggtggcgtcc atgagtattc aaaatgtgga ggcggaaaag
   945601 acggtgttag gttctctact acttgatgga gagcttatta aggagtgccg tttgacggag
   945661 cagtattttt cgatgccggt gcataagtct atatttcagt taatgagaaa gatggaagga
   945721 gaggggcaac cgattgatct tgtgactttt acttctaggg tagatccgaa ttttttgaag
   945781 gggatcgggg gaatggagta ttttatagga ttaatggatg gtgtgcccac tactagcaac
   945841 ttctcatatt atgaggggct tgttcgaggt gcttggaaaa tgtatcaggc tggcgtcctt
   945901 gggcacaaga tgggagagcg tcttattgcg gagaagagtg agaagattat tggtgagacg
   945961 attacggcac tttgtgagtt agaggagaaa gactgtgtat gtgagtttga tttgaaggat
   946021 gcgctagttg atttatatga agagcttcat caagatgcga aagagattac tggtattgag
   946081 acgggttata catcgctaaa taaaatgacg tgcggattgc aggaaggaga ttttgtcgtt
   946141 cttggtgcgc gtccttctat ggggaagact gcgtttgcgc taaatgtggg actgcatgcg
   946201 gcgaagtctg gagcggcggt gggattgttt tcgttagaga tgagtagtaa gcaattgtta
   946261 aaaaggatgg cttcttgcgt aggtgaggta tcagggggca gactgaaaaa tccgaagcac
   946321 cgttttgcga tagaagactg ggaaagggtg agtaaggcgt ttgcggagat tggtgagtta
   946381 ccccttgaga tttacgatca tgcaggtgtt acggtgcaag atatttggat gcaaactcgt
   946441 aagttaaaga ggaagcatgg tgacaaaaag attttaatta ttgtagatta cttgcagctt
   946501 attacgggtg atccgaagca taagggaaat cgatttcaag agattagtga gatttctcgt
   946561 aagcttaagt tattagcacg tgaattaaat gtttgcgtag tagcattatc gcaattgtct
   946621 cgttctgtag agtcacggca agataagcgt cctcttttat ctgatttaag agagaccgga
   946681 caaattgagc aagatgcgga tgtcattatg cttatgtatc gcgaagatta ttacgataaa
   946741 gaaacgatgc agaaagagat gacggagatt catgtggcga agcatcggaa tgggcctgtg
   946801 gggagtttta agctgcggtt tatgaaggag tttggtcggt ttgtggaggg gggatgataa
   946861 aatagaaaaa ggtaaaggag tggttaagga tgacaaaagt gggccgttta tatgaacagg
   946921 agaagcaaga agaaattgat aaagcacttt cggcagctgg aatgcttttt aagggaatga
   946981 gtatagaaga agtggctaag aaattagatg taacaattga aaaggtgaaa gagtgggaga
   947041 agcgtttatc tcgttaacag aggagtaatg ttcatcattg ctcttttttt atacgccacg
   947101 acataatatg acaaattctg gatgttttct ttgctaagat aggcttggta atcttacatt
   947161 atgattaata ggaggatatt aaaatgttaa agaagctagg gatattggtt ttaggtagtg
   947221 ctgtagcttt aagtttagtt gcatgtggtg attctactaa ggaagcttct aatgagaaaa
   947281 aagaagaacc gaagcaagaa gcgaagaaag agaataaaga aaataaagaa agtaagaaga
   947341 aaattacagc agctgatgta gaagcaatta aggtaggtga ttctttaact ggagcaggtg
   947401 gggagaaata tgaagatgtg gtcgcgaagt ttggagaacc ggataataaa gcggagtccc
   947461 aagctgggga tattaaaatg attattgcta gctggacaaa aaatgttaat ggcgaccttg
   947521 gagcgaattt taatgttacc tttactgaaa aagatggaca aaaacttgct acgagtaaag
   947581 cacaaatggg aatgaaataa agaaaggata ggagatttaa aatgaaacgt acaacagaat
   947641 ttgtattagg acttattggt ggtattttcg gtattttatg tgcatttatt gctttattta
   947701 ttggcggagt tgcttcagct atggaggcag aaggagcaag taatgttata ggtttaggtt
   947761 gggcggcagt cgctttatcg attttaggta tcgttggatc agttatggta aaaagtaaag
   947821 caaaagttgg cggcggtatg atgacgattg cggcaattgg aggattcatt tgtatttctt
   947881 tcatttacat tttacctgct gtgcttttat taatcggtgg attaatgggg attttccgca
   947941 aagagaaagt gacagtgtcc gcatagataa atgtaattaa aaatagccga ctctagtcgg
   948001 ctatttttat taggttaaat acgcaaattt tttgatttgc ttttgtaaat gtttattagc
   948061 tggtgggact ctttgaagct ctgtttgaag caatgctaat tcttccgtta aaacttttac
   948121 taattcaaag ttagttttat ctagtactag ttcatataca atgaatttcg caagtggatc
   948181 tgcatttgta tctactcgta attcttgaag gatcttgccg aaagtatctc gtagtttggc
   948241 ccctgaactt catgggattt atgaaatagt atgttggtga attcaactaa ttctgtatac
   948301 ttatttcccc ataaagaaag atcttctctc cgcagtaatc cattgttcca agtcatcttt
   948361 gctacgtcgg acaagtcgat ttactaaaac atcatgccat acataatcct ctaataagta
   948421 tatatgaact gggtcatctg tatagaaagc aatattacgc tcctcaagtg atggtccata
   948481 gatcatttct ttagaatcta ttgataaaat aaaccaatgt tctgtagaga gggtttcggt
   948541 ataagcagtt atacgatggg cttctagatt tttaatggga ttttcaacat gcagggtaat
   948601 gccttgtaca gtgactttat cagctacctc agctagctcc tcttttaacg cttcatacat
   948661 ttcatcccac atcgaaatga caatacgttg ttctgctttt tttattaatg tctgacaata
   948721 gctaatgatt gtttgattgt cttttaaagt aattactcga ttatccgttt tttcctcgga
   948781 agtttctagt ttctttaatg aatcactaat tccttcataa gtagactgcc attctgattg
   948841 agccttctgt aaaaagattt caacaggtag aggtgaatag cgagtggtgt catttatttc
   948901 ttctttcatg acaattcctt tttctacaag gttacctaaa atctcataaa ttcgcgctct
   948961 tgggacaccc gaatccttac tcacttgata ggctgtgaca ggcccttgtt tcacaagaga
   949021 tacataagat ttagcttcat attcattaaa accaattttt ttaagctgtt gcactatgta
   949081 gtccactttt tttgtcctcc gatgtttgct tttatatttc aacgttacaa taactcttta
   949141 catttagcaa attgatagtt actattacaa tagtgactaa aggggaggct actagtatgg
   949201 atttttattt agacccatct gtattaatga ttttgattgt ttttggattt gtagctgcat
   949261 ttattgattc agttgtaggt ggtggaggac tcattgcctt accagcttta ttatttacag
   949321 gattgaatcc agcaagtgcg gtagccacga ataaattagc atcaacaatg ggaagtgcaa
   949381 ctagtaatat tgtgttttat cgttctggta atcttgattt gaaatcggcg tttaaattat
   949441 ttccaatcac tttcataggt tccataatag gggcatggac cgttcattta atgaatccag
   949501 aagtattgaa gccattaatg ctgatcatgc ttggtgtgat cgctatttat acgatattca
   949561 agaaggattg gggaagtatt tccactcata aaaaattgtc tggtcgacac gtcattattt
   949621 ttgccttttt tatttttgtt attggttttt atgatggatt tctaggtcct ggtacaggtt
   949681 catttttaat gttttctctt ttatttattg ggtatgattt tttaaaagca gcaggtactg
   949741 cgaagtttct taatttagga agtaacgttg gtgcattgtt gatgtttatg tatgtagggc
   949801 aagtaaacta tgtgtatggt tttataatgg ggattgctca aatcgctggg ggaatcgccg
   949861 gctccaaatt tgctataaaa aaaggcagcg ggtatgttcg cgcccttttc attacagtaa
   949921 cttgtttgtt gttagcgaaa aatctgtatg actatgtgca gtaagtaatc aaaggacgta
   949981 gaaaaggtca aatatgtaga ttacataaaa tataagaaga tattaggagg aaattccttt
   950041 taacattttt catttgaacg ttgtagccat catatagcta taacgtttca tgtttttaaa
   950101 acaagtaata tttaattgtt acaattactg gtgttgttgt ttcaccattc aaactacatt
   950161 tgttctttat aatgaaagat cttgccatct ttttcacctc cttttatttt gttcacataa
   950221 tatctttaca attatttgat aaaataaagt caactgcata ttgtgagggt gggtggttat
   950281 cccttctttc tatttggaag gaaaggaggt gataatatgg actttttgtt tgatcttgta
   950341 aaagagtttg tcaaagcgac tgtgcgcgaa gtttcagcgt attttttgca gaatcaactt
   950401 ctagataagg acaacaaaaa aaccactccg cgccgtagga agcagaaggg tgggtttcgt
   950461 aaaaagaaat agcttataat aactaccacc catacggtag ttattaggga ggagatgtta
   950521 gcgcatctct ttttttatta tataccattt tatttgatgt catacttata tagtattcta
   950581 cggaaaatat atcatattcc tatttggtgg tcaatttgat tgcatgattg aaaaggtgta
   950641 gtcttattcc ttttcaaact gaaaaatatc ccgattaata agttgatgga aatacttatc
   950701 catttcagct gcaggcaatt tcctttcatt ttgaaaccac catgagctta atgagttgat
   950761 tacccctgaa taaaattccg ttattaaatc gtttggcatt gtatgatttt tacaaaggcg
   950821 atttagcgct tcggtttctt gttttcttgt ttcgtggctt aaatattgaa tgcggctatt
   950881 gaattgttca tcagacattt gtgtctctaa tattttaccg atttcttcat ggtgaaggaa
   950941 ttgttccatc acttgaaatg gtttgcttaa tcgatctaaa agcggtattt cggcaactat
   951001 cttgctgtat cgtttaaatc caaatgttaa taaagcatct ttatcttcaa agtgtttata
   951061 aaaggttgtt cggtgtacca tcgcgcgttc acaaatttgg ttaatcgtga tcgtactata
   951121 tttctgtttt gattgcgtca ttaattcgaa taaggaatcc catagtaatt tatgtgtacg
   951181 tctaatacgt aaatcaattt gtttttcatt atcgttcatc tacaattctc cttttttgta
   951241 gattaagtat acagtggctg aaaattgatt ctcccttttt aatctacata tgtatattat
   951301 attacatgtg tttgggttta tataaagctt tttgattaag aaataggagg agaatctgca
   951361 aatgaatatg acaactaaga gccctgcaag tggcaaagtt gatacttcta atatgaaaca
   951421 tacccccatt ttaatcgcat tacttttagg gacaatggtt gcattattaa acgaaacgtt
   951481 acttggtaat gcattaacag tattaatgaa agaatttgac gtaacagctt caacgattca
   951541 atggctttct acagcttaca tgttagtagt tggggtttta gtcccaatta cagcgttact
   951601 tcagcagtgg cttacaacga gacagatgtt tttgatcgct atggtaacat ttttagtcgg
   951661 tacattaatt gcgggattcg caccgacatt ttctgtttta ttagtaggcc gtatcgtcca
   951721 agctgtagcg acgggcttaa tttcaccgtt attaatgaat acaattttaa ttatttgtcc
   951781 acctgaaaaa cgtggtgcca caatgggatt aatcgcactt gtgatgatgt ccgctccagc
   951841 aattggtcct acattatctg gagtaattgt ggattcactc aattggcgct ggttattcta
   951901 tattgtaatt cctattgtaa tcatttcaat tatgattggg atgaagtaca ttcaaaatgt
   951961 ttcagagata acaaggccaa aagtagatta tccatctatc cttttatcga cattaggatt
   952021 tggcgggctt gtgtatagct ttagtgcatc aggtgattta gggtggtctg atacgaaagt
   952081 gtatggtgct ttaattgttg ggcttatctc attatgtatt tttatcgtgc gacaattaaa
   952141 aattgataat ccaattttag aattacgagc atttaaagtt ccgatgttta cattatcagt
   952201 cggattaata gtcattgtga tgatgtcgtt attttcaacg atgactttat taccgatgtt
   952261 cctacaaaca gttttactcg ttacagcttt taaatcagga atcatcatgc ttccaggaag
   952321 tgttattagc gccataatgg gaccaatcgc aggtaaacta tttgataaat ttagtccgaa
   952381 agttattatc gttcccggca ttgtgttagt aggaattgca atgttcttat ttaaaggcat
   952441 tactcctgat acatcaatag tacaaattat tgtgatgcat agcgtattaa tggttggact
   952501 catgtttgtc atgacagcac agacatacgg cttaaatcaa ttaacaccag atttatatcc
   952561 gcacggaaca gcgttgttta atactctgca gcaagtagct ggcgcaattg gtacagctat
   952621 ctttatttcg aaaatgtctt caggaacaac tagctatatg gaaagctccg caaatccaat
   952681 ggacccagta gagaagttaa acggcttaac atctgggttc caaggtgcat ttgcacttgg
   952741 attagtcttt atcgttgttg catttatcgt atcgttgttc ttaaaagaag agaaaaaggg
   952801 agttttacag aacgaaaatt aaggtttata taaaaagaca tctttcagag ggaaagatgt
   952861 cttttacatt tcctccataa catcataccg aagcaactct tcctgatcat aaaacctctc
   952921 aaagataatc cccataatat agaaaaatac tagcccgaaa ccaatatgaa tgagtgtaaa
   952981 agttgctcca aatgaagaat attcatacac gagaattggc aatttcgcag ttgtccaaac
   953041 gcctaagaaa aatacgatgt accgaatgct tgcacctttt tttaagagta gtgctgcgat
   953101 tggaaaggcg acatagaggg gaccagctgc aatgcctcct aataagagag aaaataagat
   953161 tccgtatata cctgattttt tgtccatata tttcatgagc gtttcttttt tcacccactg
   953221 atcaagtagc cctacaaata gtaagacagg ggggaggaga aacagcatat ctaaaatgct
   953281 atttcctgtt agttgtaatg cacgccatcc taaagattga tttataaacg ttaatatgaa
   953341 gagcccgagt aggaagatga aaaagaagcg atatcttttt aattctttca taccatcacc
   953401 atccaaatga tataggaaaa tagaagtgac atgagtaatg cggctgcatt acgtgcataa
   953461 gcaaagcttc gcccgaatat cttttgttcc attggcaatg ttgtaattcc tactgacatg
   953521 agtgtagaca taagtgccgc aacttgaggt aggcctgcac cgtgttggac taacgtatga
   953581 ccaagaggga acacgacaaa gcttggaata agtgcaacgg agccgagtat tgctgaatac
   953641 acaatgccga taaaccctga ttgctcccca ataatagaag agataaagga cggcgttaat
   953701 atagaaagtg ataagccaac gaaaagcatg atggagagca tcgcagggag aaggttgcga
   953761 aacatgttcc atgacttcat taaagcatct ttcgttttcc tgcggtcctt cataaaagaa
   953821 atcccagtaa ggataatggc taaagtgtaa agaatcacgc cgttaatcat gatcgggttc
   953881 ctgtaagtct ttatatttgc ccaggaaaaa ggataagttc ttcatttttt cttcaatatc
   953941 catttgaaaa tctgccagtt gttcttttcc agcagacgta attttgtaca tctttctcgg
   954001 tttgtcttga taatctgtac ttacataaga ttcaatcgca ccttcgtttt ctaatttttt
   954061 tagcgtacga tataaaatgg cactatcgat tggattgacg ggaagttctt cctcgcactt
   954121 ttgcagtaat tgcccgccat agttatcacc ctcagctaga aataacaaaa gaaatgcacc
   954181 tgtatgtctt cctgtatgtt tcatggattt tcctcctaga atgaattagg atatatactg
   954241 ttagtgacag tatactgttg ttaacagtat atggcgcatg atgtgttatg tcaattttaa
   954301 aaagtttaat ttttcatagt agtttttagc acttgtaagc tattaatatg tatagggcct
   954361 gtacatccaa aaacaaaaaa agacactctc aagagtgcct tcctttagca gccgaatccg
   954421 ccgccccaac agctagcgcc aacgatgatt aataagataa agagtacaac aagtaaagcg
   954481 aaaccgccgc cgaatccgca gcctccacca caagtaccgc catagcccat attaactcct
   954541 ccttccataa agaccattaa ttaatggatt taattcactt tatgttttta cagataatct
   954601 tgagcaggtc cttttgaaaa ataaaggtac ttggaatttt ataagagttg actatattat
   954661 ttttgtcacc gctattcagc tgatgacata ttgtatttta ttctgtgtat tgggggaagg
   954721 aggatcttta tggccaattc tgaaatgatt ttacgattac ttacggattt aaagattgaa
   954781 cagcaagctt taaaagagca gttggaaaaa atacaaacag ctgtgaatac tcttgaagaa
   954841 aaatcagcga ttgtggaaga aaaaacaaag gttattaaag aaaaaccaat gattattgaa
   954901 gaaaaaccag ctgttgctgc tgcaaagcaa agagctcatt ctggacgccc aacatctttt
   954961 cgtgcttgga gagcagctgc tcaaaaaaat tcataaaact ataagaaaag aagacatcaa
   955021 ttaagatgtc ttcttttact tgtacaatcc aaatgatgtt aagaaggtat atccatattg
   955081 ctttaaaaat aagaagaaaa taacgattgt cgactccttt tttagtatag catggaataa
   955141 tgaaatttta tatgtaatat tgcatatata tagattataa aatttttatg ttatatattt
   955201 tagttgtctg ttatttgttt taattcattt acttatatta ttttttgagc gccccagtaa
   955261 tggggccttt ttttataatt gttttaaagc aaaaacccct caagtatagt gaggggttac
   955321 atgactaggt aaatgaataa ttattagtgt ttaatgagct gaagttcagg atattgcttc
   955381 tgaatgtctt ctaaatgatt ttcgtttatt ccttttaaat tttgatcaaa gaagctagtt
   955441 actagtttat taatgagtgt ataatttgca gctacatctt cgtctggttc gttaataata
   955501 ggtgaaaatg ctgctaaatc tgtaaaacta gtatggtttg tttttggaat taccactgtg
   955561 tacacgcccg gtttttcaat cgttttattt cttaaataga ctatttccaa caattcattt
   955621 tggattccgg ttatcttttg attcttagcc tctttcataa aatgaatcgt agcttcagca
   955681 ttcatcaaca tgaatggttt ttgaggaccg tctttaggca ttggatcgcc aaacaatccg
   955741 ccatccatat caattgcagc tttaatacgc gtatccttta ctaacatttg tgcggaagtt
   955801 gctccgccaa aagagtgacc gaacattcca attttgttat agttaattaa gtttgtgata
   955861 gttttaaaac ttttatcgaa attaccttct attacttcgt ttaaaacaaa agtagtatcc
   955921 tgttcccatt tttgaactat cgtatttaag gccgtaggtg tattttcaat tggtatagag
   955981 tctacacggt ttccgttagg gaaaatagtt gttgctgcgt atcctgtgaa attaagagcg
   956041 attactacat agccttgact agctaattcc tctaactgga atgtattttg ttgaccatat
   956101 aatcccattc catggccgaa taaaaggagg gggaattttt ctttagcttg aagtggctta
   956161 gcatcttgat aagaatgtgt ttttgtcagc cctaaatgtg tagttacgat atacggagca
   956221 ccgtttgtta ctgccaattg ttcagccagc tcgtttatgt tctcaaaata ggtagaaggg
   956281 tttccagatc ctttttcggc aggataatat acttgtatca ttaactcacg atttctatga
   956341 ttatttggta cagtggtttc ttttcgattt ttatcaatta aatgaaaagc tttcgttcct
   956401 actgtatatt ttccagtagg ctcagggagt gttatgatcg gaaaaagtaa aggtaatgta
   956461 aacattgcga tagcagttac gataattcct aaacctttta aaactttcat cactaacttt
   956521 ttagaaacag ctgtagtttt tggtttcaaa aaaacttgta atgttaaaac gaacaataag
   956581 aaataggtgg ggatcatacg ccagtttgca ccaattacaa tgatggtggc aaataagaat
   956641 gcataattga tcagtaaaat gactacattt tttttcgtca aaccacgttc gataaaaatg
   956701 agagtgatgc tagataaaag caatacagca acaaaaatga tttctaacat tttcagattt
   956761 tagctccttt ccaaatcacg ttgtaataga ttgataattc acaaccttct caattatata
   956821 actatcattg gtgattgtat gcatgtaagt aagtttagaa tgtttttaca tgacatttta
   956881 aaaaaagtac tcatacgagt actttttctt aaatggatta ttatttattt ttaaaccgtc
   956941 ccccataaat gataaaccat accgaaaaca aaaaatgcga gtcctacaaa taaaacgatt
   957001 aaagcaagca ttccattttt attatgttcc atacagtcag ctccttttta gttatataga
   957061 aaaaagcctt tagtcgtaat tatggctaaa ggctttgatc ttcatactgt gtattttata
   957121 aaaaagttgt acttctgtat taatttggaa tatgattatt taaagagtag gtgatgagta
   957181 catgcaggaa acaaaacaat tcccgcttat atctggaaat ctctcattag atttagtgaa
   957241 tacagagcta gttaggcgtg gacaacgtta tgatttatta ataacagatg aagatgtatt
   957301 agaatggcta catgtaataa aggttaatct tcctttttgg aatgaaaaaa cacttatagg
   957361 aattcaagaa cgaatggatc aagttacatc tagcatatta gaggcaagag aagtactgag
   957421 aaaacagttt gagacaattg ctgatcagca cgaaatttct aatgatttta ttacgtattt
   957481 ggaaaaacaa gttgagaagg caccatttac atataaagta attgaacaga gtctagtacc
   957541 tatcccagtt ggagaaattg aggatgtact cgtatcgata attgcatttg atgctttaac
   957601 cttagtagca gaaaataaac ttattttcct taaaaggtgt tcaaatcccg actgtgtttt
   957661 attatttata gataaaagtg ggaaacgaaa atggtgttct atgaaaatat gtgggaaccg
   957721 aaaaaaggta gcaaaattcc aggatcgaaa atgtgaagaa gtttagggga tcaacttata
   957781 gcagttgatc ttttttatgt attttaaaac taacccctaa aattaatatt gaccggttag
   957841 tttgtttgaa atataattgt tggtaaataa aggaggagaa cgatggataa tataacagca
   957901 gctaagcaga aagaggctcc gccaataagt gtacgatatt ttgcaaaaat gaaagggaaa
   957961 ggaagaagtc cgttacaagt gaacataaag gactctttga cgggactatt aggagggttt
   958021 ttaacaattc tcaccttaac atatttaacg agtataactt ctacagaatt gttaatggct
   958081 ccatttgggg cgagttgtgt attagcgttt ggagtttgga atgcaccgtt atcacagccg
   958141 cgtaatatta ttggaggaca tttaatttca acttttattg gtctatcaat atatcatttg
   958201 tttgggaatg aatattggac aattgcttta gcagttggga tgtcgattgc tattatgatg
   958261 ctaacaagaa caacgcatcc tccggcaggg gctgatccaa ttgtcgttat tttagaggca
   958321 tacagttgga gttatttagt aacaccagtt ttagttggtt ctcttgttat tgtagttatt
   958381 gctctattca ttaataatat gagtagtaaa agaagctatc caacattttg gatataattt
   958441 gtaaaacgaa aaacaatttg agtaagtatt ccgtttttac tatgttttaa tttttatata
   958501 gaaaaaagcc tttagtcgta attatgacta aagactccat ttctcaaact ttttaattta
   958561 aagagaaaag acaccttaag gcgccttcct ccgaattgaa ccatcttaat tttaataata
   958621 tgtattggac tcccatccga atattatttt acccccagaa cgaaaaattg tacttacttg
   958681 taataaaaat ctcatttttt ctttttgggg tgttataaaa tcttgaagtt gatgggcata
   958741 gggtgggacc caaaaacagt acgattttat ttcaaagaca caacgatctt actacacact
   958801 tttatttatc ccacactccc atctgctagt attactattt tttattacta atgttgccgt
   958861 ttcactcgga tggctaagag gaaaatgatg gccatatgga acaaaatcaa ccttaccaag
   958921 atgcgatgga gcagaatagg ctctgtcata atccccccaa ataatgtgaa gattatactt
   958981 tgttacttca ttgaaatcac cttgatcgtt tttcagtagt aaactgttaa gctgaaccgt
   959041 agtatttaaa attctaggag aagtaaaact gttacttatt ttttcaatat aatgctcagg
   959101 gatgctctcc atgctttcaa acaaaccatt acttaataaa taacgcccta tcaaattagt
   959161 agttgctaat tttaatgtcc atttgttcat aaattgagga acatttagcg atttagcatt
   959221 ttttttagca acaggtggct gaagtaaagt gattgaatac ttcttatcta tgtactcttg
   959281 taccaatgct tccagaagaa taaacgcacc gaatgaatgt ccaattagat gtgcaccatt
   959341 agtagctttc tccaataacc ttttcactac attcaaatag atatctagaa gatttttctc
   959401 tcgtttaaaa ggagaacgtc ccaaacctgg aagatccaag atccatacag gttgaccagt
   959461 tttttcatga agctcttgtg ctaaaggaaa taaatcctct ccatcactca ataaaccatg
   959521 taataaaata aacggtttac cctttccttg taattggtaa aaggtagtgt tatcgcataa
   959581 tgttcgttta aataaatgat tatgccggcc attttgatac atcattcgat aatccagatc
   959641 agctactacg gcagggaaaa atttcattac actcgtcttc ttaaaccaat ctcctcccat
   959701 aatttttttc gctgaaacat ttgaaaattt ttgttttgta ataaaagtca gtccatcaga
   959761 aggaattttt gttattttac ttcctccact attcataatt gctttcataa atggcattgg
   959821 aacagagatt tttggtgccc tcatattcat actttccgac ataatactta ataattcagc
   959881 aatgttttga tcgtgctgtt tgtcttcaac aagtgtatat gtttgaatag tcggttgctc
   959941 caatctgaaa acctgtacaa taaacttcgc aagctcatcg tttgaaataa gtggtaacct
   960001 atatccctta cctccaggaa tcactggcat gagccctctt cgcatactca tcaccagcaa
   960061 acctaatcct gctatctgct ctgtactccc tgttttacta ctaccgacta cagttggcgg
   960121 attaattaca gaaagcggat aacctactgc tgatgcctgc tgacggatat aaagatctgc
   960181 taaaaatttt gttctctcat atggattttt tattttcaaa taattgtttc cttcttgaaa
   960241 cacatcaatt gcaatcttac tatttgtatc atcaaaggga ctcatataac ctacaacatg
   960301 aataaattgt tgcaagccct tcaattgatg aatactttta gctaattcat taatatgttt
   960361 ggcgccattt aaaaatacgg aagctgcctc tttacttgtt gcttgaatat ccatggggcc
   960421 tcctgcgtga ataatcacat ccgttttcaa tacccgctcc ttatcttcag cacttagacc
   960481 taaatctatt ttcgtcaaat caccttcaat aaagtgcatg aatgcctttt ttaagctgcc
   960541 tctttcttga aaaatgcgta ttgctttact tttcgacctt actaaaagaa gaattttaac
   960601 atcctctttg gctaattctt tcactaattg ctttccaata aagcctgttc caccagttaa
   960661 aaatactgtt ctcatataaa atcccccttg tagtactgtt tagtactaat ttgatgtaaa
   960721 aaaaagcttc ttttatcgaa gcaatttaaa aaaatgatct gctgttttcg tgattacagt
   960781 tgcatctttc aatgtttctg aaataaataa cgctccttca agatttgtaa taaaaagtga
   960841 tgcaacctca tcaatatgaa tcgtatttct gaattctcca ttctctaccc cttgtttaag
   960901 taatagagaa actttctctt gtaatcctgt aaaaaaaaga cctatttttt cttttatttg
   960961 cgtggcctgt gtaggacttt gaatataaag agtaataaat ggacagcccc ccttatactc
   961021 tctcgactga actccttgtg ataattgctt taaaaacagt tggatacgat tttcaaccaa
   961081 aaattggttc tgagaaagta cgtcatcaat tgcagattga tacatttcaa tccaataatc
   961141 aacgactcct tctaataatt gttccttatt agaaaagtga taatacacat tagactttga
   961201 aactttgctt acacgtacta attcatccat acttgtataa gcaaaccctt tttctaaaaa
   961261 taatgttgca gctacttcaa tcacacgttt ttgattcatt aattttacct ttgtcataac
   961321 tagaactata tagtactaat ttaaatattg caagtattta tgttaatttt taaaaaagtt
   961381 tgattaaaaa agttccacca acattgattt tactgcaaaa aaatcttatt ttgaataaag
   961441 ttgaactgaa ccccgaaatt gttaatttac tatcgtctaa taggggtcac catacatgtc
   961501 catcaactta agaaaaaatg cccggcttct cagaataact atctttagag aaagaaagtt
   961561 ttaatttagg gggatatgaa aatattagct tgatggtgat ggagtattac caacgagtcg
   961621 cttagaattg taaatctgtc ttttcataat cctactccat aaagaaaaga caccctaaag
   961681 tgccttttat caatttgaat tatttattgt atataatcaa tattcgttag cataaaactc
   961741 ttttattagt tttatttcat ttgtatctgg atcaaactta aatattttaa tttgattaga
   961801 ttcgtctttg tatgcaaatg tatgatcgcc aacttgggtc atattactag tgtttaacat
   961861 aggattgcta ctatggtcag tgatttctac aggtttctca cggtcccaaa atgcgatgac
   961921 gataattaag atgataaggc atatacgtat gttacgtaat tctcttgcaa caggatgttc
   961981 catttgatcg tctcctttat catgtaatag attttgtgtc caaaagagat aaatccttag
   962041 aatataaata aaaaagacac tgtaaaaagt gtctttttta tttgagttat gcgcattgct
   962101 taataagacg ctagttcctc aatcgggata tgagtaacta tgtagggtaa tttcattata
   962161 acattttaac cagtaatggg tctatatgga atttcatcga taattgtgtt tgattattca
   962221 gaatggtaca tgtagtgaaa aatatttatt acttatagta attgtaaaat ataatgatgt
   962281 atataactag tcttgtaatg aacttttatt atatttaaga ttgaaataga aatgaaaaaa
   962341 gcacaaagaa ggagttgtag catatgggcg cttggggaac tggattattt gatgatgaca
   962401 cgacttgtga tgtgaaagat caatttattg agtatataga agagggtaat agtgcggaag
   962461 aagcaactaa gctcatttta gaagagtatg tagatgagtt tgatatagag gaagagttag
   962521 aagaaatgtc tttagtatac attggtcttg cggcaataca attggagaaa ggctgtcttc
   962581 aagaagaagt tcgtaacaag gcgattgcat taattgaacg tggggctgac cttgagcttt
   962641 gggaagaagc tgatacggaa gattatgaag agagaaagag agttttagat gaatttaagc
   962701 aacagttgat taacggttag tagtttacaa tataaaactt atatattgtc taatatataa
   962761 gttgaggtga gagaaacact tttgcttgta taaagatgta attgagaaga atagtgaaag
   962821 tttagagctt tacgtatgag aaggagacat cttaattgat gtcttctttt ttcattgcga
   962881 ataaaataca gagcgatatt ccctttacac aaacataacg gtataatata gttaagttaa
   962941 gtgaacttaa ctattaaatg aaacaaaata acagcatgga ggaagagtgc tatgacgaga
   963001 acgtataaag aaataattaa tgaaatgaac cgggcttata atgaattcta cattttacta
   963061 tttcaggagt taaaagatga gtacggtctt acaggacagc aagagagtat gctatttcat
   963121 attcatttaa atgaaaacac gacagcaaat cacattgcga ctacttttaa tatatcgaaa
   963181 agtgctgtga gccaagtttt atcgaaattg gaaaagcaga agatgatttc aaagcaagta
   963241 aatcctaata ataaaaggga gtatttcctt acacttggtc caaacggtag taagtatatg
   963301 gagcagttgt ctgagttaga tgatgtatta attgagaagt atttttctaa aatcgatatc
   963361 ggtgctttag aacaaatgac ggatacgtta aagaaaataa ataaagttat attggaagaa
   963421 aaacagaagg atcttgattg taatgagtaa gaacttagat gaggtaatga gtaaaaagga
   963481 ggggaagcat gtgatgagtt acataccaaa tatgattacg atagcaaact ttgtatgtgg
   963541 acttctcgct attcacgctg ttttcgttca cgatatgtat ggtgcagtta tgttcattat
   963601 tacaggtatg gtatttgatc tgtttgatgg catggttgct cggaaacttg attctgtttc
   963661 ggaaattggc ggagagttag actcatttgc ggatttagtt acctttggtg tggcgccgtc
   963721 tattcttgcc tatagtgttg ctttaaaaga tttgcaatct atcgggatgt tatgtgcgct
   963781 tgcgtatagt gtgtgcggaa tgcttcggct tgcaagattt aatacgcagc aaagcaaact
   963841 cccgacattt atcggcatgc cgattccatt cgcagcaatt tgtcttctta ttttatgtct
   963901 cctgaataat ccagtttccg tggcgtttgg tacatgcata ctcgcgtatt taatggtgag
   963961 taaaatcaaa ttccctcatt ttaaaaaaga tatatctgaa agcttgaagt ccgaaagatg
   964021 ggactaatga gaaagataaa ggagcataac atgattcgta tggcattaag atcattcaac
   964081 atacaaatgt attgtttgct aggcgtgatg ttactgggat ggtggatgac acctttttca
   964141 gcccagttcg taggaataag cattggcctt ttagttagta tgtactgcgc ctggatttta
   964201 ggaaggcgta ttgaaaagtt cggagacagc atcgtaaaaa aagaaaaagc accgatgctt
   964261 ggcatgatga atcgatttgc agccgcaata cttggcgcaa ttattatgta tgaaattgaa
   964321 caccgtgagt acatgtggac atttgctgcg ggaattatgg ttgggtattt tttggttatt
   964381 attaatttgg ggtattacag tatgagagat gcggaggaat agatgagtaa actctcaagt
   964441 atagaatgat atacttgagg ttttttttat tatataaaaa gtttgctcat tttaaatgta
   964501 tctattactt gttgcaacat atccattaga aaaatcccca tttcagtacc tttaacaata
   964561 taacatatat attcattatt tttgaaatct taatctatta catgtctctt tttcggaggt
   964621 atttcatttg tctagaagga ttttctattt tttacaagaa tgaacagtaa cgtataatct
   964681 aatttccatg aatgtaatag ggaggcagtg aaatttgaac aggaaaattt ggtttgtatt
   964741 tacttgtttt gctcttttag tatctggtta tattgttgtc caatatttta ttatggatgg
   964801 atttcaaaca gggcttgtaa aagcgaagct tatgtatgga tctaaattaa gtgagttctg
   964861 gtatagtatg ttatttacgc atattacaac gagtatagta gcattagtaa ttggtccttt
   964921 tacattatcc actaaattta gagaaaggaa tatcaaccgt catcgaatag ctgggagaat
   964981 ctatatggtt ggtatattat taggaggcat ttctggactg tacctgtcct tttatgctac
   965041 gggaggattg gtagcgaagc taggtttcgg tttgttatcc gtattttggc taacttcagc
   965101 atatcaagcg ttacatagag ttaagaataa aaaaatgaaa gaccatcgaa attggatgat
   965161 cagaaattac tctttaacct ttgcggcagt tacattaaga atttggctac cgttgtttat
   965221 cgttctattt ggaatagagc ggtttgaact tagttacgcg gttattgctt ggttagcgtg
   965281 ggtacccaat ttaattgttg cagaattatt cataagaaaa agactgaata aaggaaaata
   965341 cgaggggaat gaggatttac atttttgatg tgaatctgct gtcatattga gggcagaatt
   965401 tttcagtagt tcaatgtttt tataggtgta agcatgttgc tatctaacaa cgaatggcgg
   965461 attcctaacg agagtaataa taaaacccaa cataaaattt aagaaaaatt ttatatttac
   965521 cccacttttt attttaaaag tttttcctat cctataaaca agttacatca aggaggagac
   965581 tgaaaatgaa gaagtgggga ttttttattt ttaatatatt ccctatattc gaagacaaag
   965641 tagaagatta aatatatgaa caaagtaccg attcttaaac tatgttctaa ataatagatg
   965701 aaaatgtaaa gttaggggat tccacatgca tacaggagtt ttaatgagtt atttgtatac
   965761 ttattttttt acaattatgt tttgtatttt atttcaaatt ggattttatt ttaaagcgaa
   965821 aaacaatata tctattcggc atttcctatg ggtatatgtt tttctattct acctttcgct
   965881 agtgtataag gtgacgcaga ttgcgactgt atgggatata agtagatatg aaacgtggat
   965941 tcgtgtaaat caaatcaact tgactctatt tgatacggca ggtagtacta cgtatctttt
   966001 gaatatttta ctgtttatgc ctttaggttt tttattaccg accatttggc cgcaatttag
   966061 aaaaataaaa aacaccgtat gcgcgggatt ctttttttca ttagcaattg agttaaatca
   966121 attgttaaat aatagaatta cagatgttga tgatttattt acgaataccc tcggggcgat
   966181 tattgggtat gtattatata cagcgttatt taaattaata ttgaaaagag aggaaaaaaa
   966241 gcttgataag aactcttcac tagtcataaa atacgaggct attttttgtt tagtgtgttc
   966301 ctttgtaggt gcgatgttaa tttattatcc agctttattt ggaagacctg tcatccttca
   966361 gtgaggtgat tacgaatttc ttttgaacgc tcgtgcgata tttcaatttg caaaaagcct
   966421 ttaacttgtt atagttaaag gcttttatca tcataatttt tacttaccaa ctacccactc
   966481 gagtatccgc ctttaaccac ttcacccaat cccaatcttc tatcttaagc aaactgagtg
   966541 aaacaccttt catatctaaa gaagttaaca gtgtaccgac ctttacgaat gtaatctgta
   966601 atccttccag ctcacacaaa cggcgaatgt catttgcgaa aatgtattgt tccattaatg
   966661 gtgttgcgcc gagtccatta ataaggatgg cgaagttgtc gccttttctc cagcgataaa
   966721 tgcttttaag tttgttcatt agttcaatcg ctaatatttc agaagaggat agtgcttctt
   966781 tacggtaacc tttttctccg tgaatgccga cgccgtaaaa gacttcatct tcgtttaatg
   966841 tgaatgaagc ttgtcctttc actggatcgt ttgcaggtga aagggcgact cctaatgtgt
   966901 gtaagttctc ggtaacagaa cagccgagtg ttgttagttc ttctaaagaa tgaccttcaa
   966961 gagcagccgc accaagtatt ttttgaacga aaacagtacc agcaacaccg cgtcttcttt
   967021 tagtaaacga agcatcatct tcaattgaaa cgtcgtcatt tacgatgatg tggtcaattt
   967081 ctcttccttc ttcttttgcg atttgttctg ccgctacaaa gttagctacg tcatctttaa
   967141 agttttttat gatgaatagt atactttttt cttttggcat gaggcgagta gccgctacaa
   967201 tttgttccac tgtaggcgga gtaaaaatac tgccgtttac tgccgctgta agcattcctt
   967261 ttcctacata accaatatca gctggttcat gtccactacc accgccgctt attatagcga
   967321 cgtcttgctt cagtttttcg atatctttta cataaatgat gttatttgtt tcgtcataat
   967381 ttactttgtc gttatgttca aaataaaagc catgcagcat atcttgaacg atattttgta
   967441 catcattcat aatctttttc attgcttttg ccacccttta attactttgc tgattgctcc
   967501 agtaatagta gtaattgatt gtttatcata tttttcatga gagaagacat aatggacgga
   967561 tctacttcgc acttactttc aatccaatct tttatcgttc cgacgaagcc gtgactataa
   967621 aaggaggcaa tcgtattttt tgtctcatca gaaaggctga atccacagct cacagatagt
   967681 tcatcaataa tcttcatata taagtttttc gtatgctcaa ataaatagtg attaaacgag
   967741 ttttgttcaa tgactttaaa agcgtttcga taaaattttt gattttcgta aaagtaatca
   967801 aataataaat caaaaatgtt ttcccacgtt tcatagtcga gaaagtcgat aatgttttcc
   967861 ttcgtttctt ctctataaat ccagcctaat agttcaaatt tatctttaaa atgataataa
   967921 aaagtttgcc tacgcatttg acagtgtaac ataatatcgc tcactgatat tttatgaaat
   967981 gactctgttt ccattaaata tttcaatgaa ttcgcgatta tctttttaga aattatagaa
   968041 gaggtcatct gaatcatccc tagaatgtta ttaatataaa aatcctatct ataaatgaga
   968101 gcggtgtctt tagacagatt gtccattttg tccgtttact ataaaacgct ttcattttaa
   968161 catgagtagt aaaaagaaga tttcaaatat atcacaatat attaaaggaa ttgagggaga
   968221 atcacaatga aaaagattat aaacaaacca gaaacattag taatggaaat gtgcaacgga
   968281 atggttatgg ctcacccaga gcttgagctt ttgaaaaaat ataaagtcat taagaagaaa
   968341 gaaatgaatg aaaataaagt aacgttaatt agtggcggtg gtagtggtca tgagccggca
   968401 catgcaggac tagtcggaaa aggaatgcta gatgcggcag tgtgcggaga tgtgtttgct
   968461 tcgccttcac aaattcaggt atatcaagca attaaagaga cagctagtaa aaaaggtacg
   968521 ttattaatta ttaaaaatta tagcggcgat attatgaatt tcaaaaacgg agctcattta
   968581 gcgacggaag atggaattga agtcgactac gtaaaagtgg acgatgatat tgcggtagaa
   968641 gatagtctat acacagtagg acgccgcggc gttgcgggcg ttattttagt ccataaaatt
   968701 gccggtgcag cagcggaagc aggtatggat ttaagagcgg tgaaagctat agcggaaaaa
   968761 gcagccgcta acgtgcgcac aattggttta gcgttaacgt cttgtacagt tccagcgagc
   968821 ggatcaccta ctttcacact tgcggaagat gaaatggaat acggcgtagg tattcacggt
   968881 gaaccgggaa ttaagcgtga aaaaatgttg tcagctgatg aattagcgaa ccgtatgaca
   968941 aatgatttaa tgaaagattt aggagtaaaa gatggcgagg aaatcgcact gctagttaac
   969001 ggttttggcg gaacaccact acaagaactt tacttattta acaacgcagt tacgagagaa
   969061 ttagctgcta gaaacattaa aatcaataga gtattcgtcg gcaattatat gacgagtatc
   969121 gatatggctg gtatgtcttt aacagtgatg aaattagatg atgagttaaa aacattatta
   969181 tcgaaagagt gtaatacacc agcgtttaaa gtagatgggc cagttgaaag tgtagagtac
   969241 gtaaatgtgc ttgaagagac agaagagaag gaagtttcat ttgaactaga aacagcggaa
   969301 gagcacgcag ttattaaaaa taatgtcatc acattaaaca acatgatcta tctcgttgat
   969361 aaaatgagcg atattattat taaaaatgaa gtaccgttct gtgagttaga tacacatgca
   969421 ggtgacggtg acttcggaat gagtgtggca aaaggattta agcaattaaa acgtgagtgg
   969481 cattctatcg tggagcaaga aaacgtaaca atcggatcat tccttgacgg ttgttccatg
   969541 attattatgg aacattgcgg cggcgcatct ggtccaattt ggggcggtgc attccgcgca
   969601 gctagtaaag cagcaggcga aaaacgtgag ttaacagtga aagaattcgc tgaaatgttg
   969661 caaggagcac tgcaaggtat acaatctatc ggtgaaagat cgttcggcag aggagcagta
   969721 gttggtgaca aaacactagt tgacgcactt gctccatgtg tagactcttg gttagctagc
   969781 gcttcaaacg aagaagacat gaaaactgcc tttgaaaaag gagcagaagc agcggttaaa
   969841 ggagcagagt acacgaaaga aatcgtagct cgcatgggcc gcgccggtac agttggtgaa
   969901 agaagtttag gatatcctga tgcaggtgcg catgcgcttg gggttatctt tacggagatt
   969961 gcgggtagtt tgaaatagga attggaaagt cccctctgcc ttaaggtgga ggggatcttt
   970021 atttataacc atcattcttc cagtgaaaaa atatatttgt tagccaatct agaagcagcc
   970081 tcttcaactt ctttatatgc gttttgtaat acttcagttg gatctagtac tgctgttcct
   970141 tgtgcacgaa cgatttgata atcttcaata ccaaggaaat taaacattgc ttttaaatat
   970201 ttatgagagt attccacgtc tgtataccaa tcatcatttg tatagattcc tccacttgct
   970261 tgtataacga gcattcttct tccatcttta agtagtccca ctgatccagt ttcagtatat
   970321 ttaaatgttt cacgtgcaat catgatattg tccatgtaat cttttaactt tgatggaata
   970381 ttaaaattat gcagaggtaa tacgataaca tacgtatttg cacttttaaa ttgttgtaaa
   970441 atctcggaca tacgttccgt tactttttgt tcttcacgag tcaactcttg tccattacct
   970501 tgtttttccc atgcgcttaa aacagtttta tctatcattg gtactacatc atcgtataaa
   970561 ttaatctgtt caatcgtttc attattagaa attaattctt tataagattc taaaaaatgc
   970621 ttaaaaacct taatgcttac tgatgatgta tcatccactt tcggatgtgc gtttatgata
   970681 agtgttttgt tcatttgtat ttcccctttt taaaagtttt tatgctttaa ttgtcgacca
   970741 agttaatcgt cgattaactt ggtctttaat ataaactctg acattatttt tgtcaaatga
   970801 aatacatact attctaaacg agcctttttt tatttgacta aaattctaaa tggtcctaag
   970861 atacaatttg ataaccctta aaataaaaag caggtgattt gtatatgcaa tatagtgttg
   970921 gggttgaata tgccttgcat tgcctagttt atttaattaa tactccttct aaggaaagtg
   970981 ttggaataaa agatttggca gagtttcaag gactttctga aacatttctt tcaaaagttt
   971041 tcggtaaatt atctaaagtg ggcattgtga attctgtccc aggtgtaaag ggaggatata
   971101 ggttagctaa gtctccagaa gatatctctt tttgggatgt aatagaagct gtcgaaggtc
   971161 caaaacctat ttttcaatgt aaaaatattg tgcagaatgg cctactatat cgagatgagg
   971221 cttgtaattc ttgtgaacct agcaattctt cttgtacaat taacttagta atgcttgaag
   971281 cagaagaaca tatgcgtgag tttcttcgta aaaagactct tgcatggtta gataaagaac
   971341 ttgatattgt tttacctgaa aagataaggg taaatactcg tgaatacttc aaccaaaaaa
   971401 actctaacta aatcgccatg acgaattagt tagagttttt ttggttttta acaatattaa
   971461 tcaactttta tttgtctagt ttaaagtcta tttccattgc caatttgatt tcttcacata
   971521 tgtaccacat attagtaagt tgtccctatc aaaatgaacg tttcttgcat ctaatatatt
   971581 gtaaatatat tttatttcga aaggatgtga tgatatggct cataaatcta ctggagtgtt
   971641 tcgggttcca atttctgaaa atgggattat tccaactgct ctcaacatta tgttaaacaa
   971701 tgattcacgc tgccatacta gtaatgtaac ggtaactgtt aagagaagtc caaacacttc
   971761 tttcccaact caaaatgaat tagttgaaat ctctcgtact tttgtttctt tagaacgaaa
   971821 cagaacaact aagattgtgt tgtttactcc agaattccaa atagaagatt ttcttgatgt
   971881 caccattagt ggaaataaag atgatgttaa ggatattctt gtatattctt tcttagcaga
   971941 ttcagcaggt cacaatcttc catctactgt tttcagaaat gcagaatata cttttgcttg
   972001 ctgatatcgt gatgaagtat gctttactat cataagtacc atcctgcagc ttgaatcaac
   972061 ttaattttat tgtgttgtta ttatataaga aaagaagaca tccattaaga tgtcttctct
   972121 tacttgtaca cttggtgtta agaaggtatc atattgctta aaaaccataa aaaatataac
   972181 aatcatcgag taagcctatt atagcatcaa taaacaggtt ttgatatgta atattgcata
   972241 tatatagatt tatttatatt taatctatat agttaaattg tctgttattt gttttaattc
   972301 atttacttat tttatttttg agcgctccag caatggagcc tttttttatg aaataaaaca
   972361 ttttctttgc gttatttagt tgatctatat taactttacc tcttaaaaaa atatccatat
   972421 ttaacaaaag tggtgtatag ataactagtt ttttcaagaa tctattggat taatagtttt
   972481 aatgatattt tactaagttg aggttgcgtc acatcaccat taatctatcc cctataacga
   972541 aagttttatg catcgttgac tattggcaat gagacgctat gtctactaat tttgtataga
   972601 acaagcatgt aaaaactaaa aactattact aaatcgaatc ctgttcttta ttaacaattt
   972661 ttttgatttt atttccatat aaaactttct ttggatttat aactataagt aaaattgcaa
   972721 ctattaaata aaaaattgca gtatacataa ttaattcaat taattgtcca tttattatgc
   972781 caataaataa attaaagaaa aagtggatga tgattggaac aattaaattt tgatttaaat
   972841 tataaaatgt tgtcatgata attgtagtag atataattgc aatcataaaa aataaaatat
   972901 atttaattaa attactgcct gtaaaacctg tagtaaacca tataggtaga tgccacattc
   972961 cccaccaaaa accaataatg attgaagatt ttaatggcga gtattttttc tggagctcca
   973021 ttaatgcaaa accccgccac cctaattctt ctcctagtgg tccggataca atagttttaa
   973081 caacataata aagtaatacg ccccatgtag ttctattaaa aatagagttt gcttcactgt
   973141 tagtcgaaat gagaaacaac atcatcaaaa atataattat ttgagtcata cttacagtaa
   973201 gaactataga gtagttaagt ttatttttaa atctaccttt tacgaattgg ataaaactct
   973261 gtccaggata aattctttta aatagaaaca taaaagcaaa agtggaagac caagctgata
   973321 tgcagagcat tacatcaaaa atccaagttg gaaaatgtaa taattttgta attcctacaa
   973381 gaagaaaaag tggccaaaaa ataatgttgg ttagtaatat aaaacttacc accggctttt
   973441 tcagtctttt accttcagtc atatacaatc ccaccttaag ctaaattttt aacctactat
   973501 aatgtactta ttcagcacac caatataata caccgaattt tctatttata ttttctatga
   973561 aaatattatt tagtcaatta ataaatgata ttggtgtaga tcatgaatat gggaaattaa
   973621 acggtaaact tggaggtgct gaactgagtg ttgtagctaa agatggttat taccatttta
   973681 gggcaaaagc tgatttagct aaggatgagg gagaagttaa agtaccatta ccttttactg
   973741 attggaaatg aattattacc tattgttcct gtagtttttg tagaagaaat taatcaatct
   973801 cttatgattt atagaagaaa gcaataacaa tctgataata aattagggga ttatgttgct
   973861 tgtccaaatt ctcatggtaa tttatcaaaa gaatataatg tgttttttaa ccataatcac
   973921 attgttcatt tattatttaa gggttttgag acagaggatg aattaagaaa aaaattatcc
   973981 gagctttaat ggaaatggag aattattata tgattttagg gatttcatat tttaatattt
   974041 tttgtattgt agtgattatc ttgtttttct ttattttttg gagattgcat gtatggtata
   974101 acaagaaaca caatgttcct aaggtttttc aatggtttcc tagaaaatgg ggtaaaagaa
   974161 aagtgtcaga gcatttatca caattgaatg aaaagctaga ggctgaaggt aaaggtattt
   974221 gggttacaat ctatgctata gatttataca ttgtaactat tccttgtaca gtcaaaaaat
   974281 ataaatctta ataagtatat aaaaggtctt ctctttttat aaattttaga agtgatttgt
   974341 tgaatccatg tgtttatgcg gagaaagtca cttgagtttg atgagataga gggagattgt
   974401 agtgaagtga atcatgtaat aaaaagctgt agggcgagac cttagcaaag ggtaaaaaaa
   974461 aacgggggtt atttaaaatg ataatcaaag atttggattt ttatgatgaa tacttattca
   974521 tgcttgatta acataacgcc ctatcattgg tagcaagaaa aaggcgcatt cctactttca
   974581 aaaggaatgc gcctttttct tttctataac cctattcatt tcttaacaaa ttatgtgttt
   974641 aggattcttg tttgttactg aatgagtcga aaaattgtat ggaattttgc atactcttag
   974701 cgtgattatt tttttaaatg ctgacggtac tccgtttata ggttatgaga aagggtattt
   974761 tttgcactat tatctattct tggatattat taataatatc tatatgaact tatgttttta
   974821 ttaaaaaggt ttggcggtgt gtaaaatgat gaaaggaatt aaaaatattg aaacgaaaga
   974881 accgataaac atgtttctat ttattccctg tagtactctt ttgtttgata atatttatca
   974941 acattttatt cttggaaagg attttacact agagaagctt ttatttgaac tcgtattttt
   975001 atttattttc atttcatttt ttttatgtaa taagtgttta caaaaaatga ataaacaaat
   975061 gtttacaaaa tatatttttc ttggtgttag tattatttat cttttggcat atgatcttat
   975121 gtttatacgt gatccaggtt cttctttaca tattccttat ttagagtgct tcttagtaat
   975181 ttctgcacct ttatttttaa gtattcatta tcttctaacg gtatctattt gtatggtatg
   975241 tagattttta attgctattt attattttga aattaattat ccaatatcat taatattatt
   975301 gtttctaatc atttttgtta cgtcattttt tgtatttctt tcattaaaat ttctagtaca
   975361 aaaaattaaa gcatcctatg aaaaacaaat gaaagaaaca gctttatcga taatgaggat
   975421 aatggaatta aaggatcaat atacgaaagg acatagtgaa cgtgtagcca attatgctac
   975481 gattcttgct aaagaaacaa atgaatatga tgataattct ttaaaacaat ttcattttat
   975541 ttgtttatta catgatatag gaaaaatagg tattccggat gaggttttaa agaaagcatc
   975601 ttctcttaca gaagaagagt ataatcttat taagacacac ccacaattag gattagaagt
   975661 ttttaaaaat atatctttaa taaaaggtag cgaagatata attctttctc atcatgaaag
   975721 atgggatgga aagggctatc ctcaaaaact aaaaggaaat caaataccat tatgcgcaag
   975781 aattgttgca atagcagatg cattcgatgc catgacttct tcaagagcat atcgttcagc
   975841 tctatctcct gaagaagctt atagacgtat tatagaagga tctggtacac aatttgatcc
   975901 ttccatggta gaggttttca aaaaggtatt tcctttgtgg gaaagaatgg tcccgaattc
   975961 ttttcgttaa aaacgcatgt ctgaaatcga ttcttatttg aggtgtgatg aatgcgaaaa
   976021 atgaaaaacc aaattcaatt ttgataaaag tttggaacta gatcatgaat aaggcacata
   976081 aagagaaggt acccatatag gtaccttttc taatagtttt ttagcagaaa caactacatc
   976141 cgataatgat taatagaata aataatacaa ctaataaagc aaatcctcca gcgaaaccgc
   976201 agccttcgcc gcaactacca ccatatccca taacaatagt gcctccttta gataaaaggg
   976261 taaaactagg gttcattcca tggattttaa tgggttcact ttaccttatg ttttaaagaa
   976321 tgaatggagc aggtcctttt gaaaataaag aaaagacgcc attaggcgcc ttccttttag
   976381 gtagataaga ctttagtttt ccaatctaaa gaaattttgt atcagttcct tgtgggtata
   976441 tcataatatc tgattgattt attatgcatt gttacatact tctctaaatc cctctatttt
   976501 ttatttgata aaataaaatc ctaatattac caaaagttaa ataaatattt ctacatattc
   976561 aagatattta cataaattac aaaagtgata aatttaagtt gtaagttata aaaactatta
   976621 aagggggatt tattatgttc aagaaattag tagtagggct attggcaact ggtattgcat
   976681 taacaggagg aattggagcg gcttcagctg atacgcaaaa agctgtgagt tctccgaagc
   976741 aagcaacatg ctcaattcct tatgagtatt ctaacggtaa attcaaaaga actctgtatt
   976801 actcaaatgg agtatatgct aatagtttta ctgaaaatgt ttgtggcggg acgattacat
   976861 ggtatttaaa acatgttcaa catggagttg ctttttacga aggtaattta aaatagtgga
   976921 ttttttgaac ctcatttatt gaggttcttt tatttttagt tttcaaactg attctctata
   976981 aaaaaggtag gatttctctt agcaaaagag ttatatgtcg tacagaaagg cagttgtata
   977041 caaactggat gttcttgatt tcattatata acgtttatca gatgttataa ttgaattata
   977101 gcaatcttta cgtaagtttt atgtgatatt aaagtttttg agagaggctg aattagaatt
   977161 ttgtacaaat aagcaggaag tatggggata atattataaa taaacggctc aattctcaaa
   977221 agggagagag ttgagcctga ggatgtaatt actaagctct cgggttgatg aaaactagta
   977281 attaaataaa atcgccctag gtttaggggg tctagggttt catgttttgg tatatctcac
   977341 acgacattat aaaaagaata gaacgtactg aagataacat atgaatgttt cataaatgta
   977401 tcaaaaaaat gaacaaattg tgattgaaat aaaaaagagt tcttactatt atgtaagaac
   977461 cccataaaca aagaaaaaag tcgtatgtgc ctcaatatta ttgtaatgaa attaaatgaa
   977521 aacgttattt taatataaag tgaaattgaa agttagtaag caatacttaa aaaagtacaa
   977581 gcggcaaatc cgtaaactaa taagctacta gtagcaagga attttataat ttcatttgta
   977641 gaaataatag ttaaacatag tgctatagat gcacctataa agaattggta cttcgtatgt
   977701 atatttgtaa gattaattat tacaagtaca gttaagaaaa gtgaaatgaa gttaaaatat
   977761 cttttcattg tcatatttcc tttcagtgtt tgatctgtat ctattatacc ggattgtacc
   977821 agtaataaca tactttgtaa tgaagcttaa taaaaatctc atttttcata aataaaaagg
   977881 cggttgtttc cgcaaccacc tttcagcaaa ataaagcact ttttcagaaa taaaatatgg
   977941 ataattcctg aaaatgttat aggatataat cccattttta taattcaagt gacgagctta
   978001 atttataaga aaggaatgac tacattatat gaaagcttgt ctaacaaggt tacaaataaa
   978061 agagcagcta gcaagggcta actgctcaat acaaggagat acagagaaaa cgaaatgagc
   978121 tttggcatac agcctatcaa cattatggac ataatattga gttttattcg aaggaattca
   978181 tattttataa attagattac gatagtcgat attctccata ttgaccagaa aagaaccaag
   978241 aattctagtg aaattccaag tgttcttttc ctagtttttt gaaattcttt tattaaatag
   978301 ccaatagcac taattgctat aagaatgaaa agaataagtt ctagtgtaac tggcatttga
   978361 tccgccccta atatgtttat ttgttatata aagattatag gatattttta tggttagtag
   978421 tgaaaaattt agtaaaacta tctctatatg aaaaaagatt ctggtgtctc caacagaacc
   978481 ttttctaaaa tggcaaagag taactcttac cttactcttt gtttatatac tacaggagtg
   978541 ttaatgaaaa tccaaggttt cttatattga gaaataaaga agaattattt taaagaattt
   978601 gatcattgtt ataaataaag gagcagttag caaaaactaa ctgctcatct ccaaggggaa
   978661 accaagaaca aacagctatt atagacgatt taaaaaatca tactattggt ttaggattag
   978721 taaggaaata cattgctctc cagaaattag aaaaggctat agtttgtata atgaaataag
   978781 tgatgatatg gaaaggaagc aaacgcgaga gtctcttatt atcgtactag ataaaacgat
   978841 aaataagttt ataaaaataa ggaatatagg aaaggacccg ctggagtttg ggtcctttta
   978901 gaagtgatga tgttttctcg gattaggaaa ctgagaaaat acaaaaatat aatacatcga
   978961 gatttagaga atttcaatac taaattagag attaccatga gggagttata atgagttact
   979021 atttatatat tcgtaagtaa aacaacataa tattaatacg gaaaaatata ttaatatgag
   979081 tttttgcata tttcaaaact tagtatatcc ttcaaaaagt tttaattgta taatatattt
   979141 tgtcatattc ttttagattt ttcgacaaaa aataacataa atagaaacga tattgggaga
   979201 aggaattatg tacacaaaac tactaaaatc aattacatca ttatcactta taggtggtgc
   979261 tttactatat acaaatggta gtgatgtgag agcagctgag gcaagtattt tttctgatgt
   979321 gcctacgtcg cattggtcgt atccggcgat taaagattta tcgagtaaaa atattatttc
   979381 cggttatgga aatgggaagt ttggtttcgg tgatgttgcg acgagagagc aagttgcagc
   979441 tttaatttat cgtgcgctgt taccgaataa gcaaggtggt acgttcagta acgaaggtgc
   979501 tcgttatgta ttaaaagatg gatctacttt aaacaatcca tatcgagata ttcgcgcagg
   979561 atctacattg tttccagaag aggttttaac attaacgaaa ttaggaattt ttaacgggga
   979621 tggaaacgga gggtttagac cgaaagattc tgttagccgt gcagaaatgg cgcaaattat
   979681 taaaaatgct tttcaagttt cagctaagca aaagcataca tttaatgatg ttccgaatgg
   979741 tttttgggca gaaggcgcga ttagtgcggt gcagtcaaac gggattgcat ctgggacagg
   979801 cgacgggaaa tttgaacctg ctaaaacggt aacgcgtgaa cagtatgcac agtttttata
   979861 taatgctttg caatataaaa agcctgcggt cgcggtgcaa gatacaggag atgcggcatt
   979921 attagcagca ttcaaagatg aagtgcagaa gcgtattaat acgtacgaaa cgaatattac
   979981 acttccgtat aaaacgacaa atagtaatac aaaagaagtg atgaatacac tttttaacgc
   980041 atataaagaa gtggcaagca aaaatgagta tacaaataat agatcgaatg tttcatatgg
   980101 actttctgga tcacccggaa attatacatt tacattaaag attacatatc gtgaaacgaa
   980161 agaacaaacg gaatatgtaa tgaagcaagc aaaggcaatc gtttcttcta ttacgcaagt
   980221 tggaatggat gatcacgaaa aagtgaaggc gattcatgat tatgtcgtaa aacacatttc
   980281 ttatgatacg tcttataaag cttacacagc atatgaagca ctcgtaaatc gttcggcggt
   980341 ttgccaaggt tatgcactat taacctatca attattaaaa gaagctggaa ttgagaatca
   980401 ttttgtagta ggaactggag acggtcagcc tcatgcttgg aacttagtga aaatcgaaaa
   980461 caaatggtat caccttgata caacattcga tgatcctgtg ccagatgaac aaggccgtgt
   980521 aacgtattct tatttcaact tatctgatga gcaaatcgca agaaatcatg agtggaaccg
   980581 aggggactat ccgcaagcta caacaaatta ttatagtaca ttaacaaata aaattgcggc
   980641 aggtagtacg aaaactcctg catatcagca aatattaaaa gatacaaagt taaactattt
   980701 aggaaatgaa tatattgcaa acaactataa tgaattcaaa aataaaatgc agcaacgtta
   980761 taacgaaaag tcaccaaaga ttgaaattct ttataaacaa tcaatggatg gtgcattgca
   980821 agatgtgaaa aaagtaattg gagaaatcgg ttatccgcaa ggggcaaacc gtgtttctta
   980881 taaagcggag ccgtataatg cgaaagaagg atattcttta gtgacgatta cgtttatgta
   980941 aaaagcaacc tagatcccat gttggatcta ggttgttttt tataacttaa tttgacatat
   981001 acagtataac tgtataaaat caaactatac agttgaacta tatagtttag ctatatattt
   981061 atcgttacat tggaggtctt tatgaataga gataaaaatt taccattaac ggaaacaacg
   981121 tattacgttc ttttagcgtt attagagcca gctcatggat atttaattat gcaaaaggtg
   981181 gaggaattaa gtaatcagca agtaaagatc gcagcgggta cattgtatgg tgcggttgaa
   981241 aatttattaa aacaagggtt aatagaatcg gtaaaaagtg aagataaacg aagaaaagtg
   981301 tatgtcatta cggaacgcgg gaaagaagta ttgcacttag actttatgag aatgcagcac
   981361 attattgagg ttacaaaaag tttattacat gtatagttag ggggaaacga tgatgtggag
   981421 attgaaattc tttttagact ttgagaaaga ggaaaaatgg ttagaagaga tggcttggaa
   981481 aggctatcaa ctagaaagca atacatttgg ttatacattt agatatacag aaccagaaga
   981541 tgcaacgatt agaatagatc atagagtatt tagtagaaaa agtgaattta ttaattactg
   981601 cacattattt gaagatagtg gctgggagca tatagccggt aattggtggt caggtacgca
   981661 ctattttaaa aaggtaaatg aggaaagtga agatgatatt ttttcagatc aaatgtcacg
   981721 agcagggaag tataaacgcc tatctaaaac atttttagaa ttagctatgt gctctattcc
   981781 gatattaatc ctatttatgt ttaatgacac gattcattta ggagcacttg caaattcgaa
   981841 agaactatat tttacgccag gtctatggga taagcaaggt gtatcatttc tatggtcatt
   981901 cttatttgaa acaccatttg cattgatgag aggcttagca tggttattta tccctgcagc
   981961 aattgttatg tatttagttt gctcgtataa agcaaatcgg ttgtatgaag agagaagatg
   982021 atagaaagta taaattttat tggtatgtta caccggctta gcatgtgttt ttccctttaa
   982081 ttaatagctt gttctcttgt tattcgctgc atgaactaca aaaagatcta atacggaaga
   982141 ccatcctaaa taaattattg tatttctcaa taaacaaaaa caacttaaca tggtaaaata
   982201 atagttggat gggagtccaa tacatattat taaaattaag atggttcaag tcggaggaag
   982261 gcaccttagg gtgtcttttc ttttttctaa aagagaattt tgctttaaag aagataaatt
   982321 ttcaatagat taatgccatg cgtatgtaga taaaattcaa caatacatgt atgttcatga
   982381 atatgtataa ttacataaaa tttcagtgaa aaagagagta tactttctta ttgtgtaata
   982441 aagataaagc tcgcctacgg aaataggcga gcttttttaa catataaaga aaaggcaact
   982501 tttcaagtac ctttctttga gttaaaacat tttactaggt taagttttgt gatgattatt
   982561 tcttttcatt taaatgaact agagtagtac attactttat ttttaagcat ccttctcaac
   982621 aaatatgaat attttcatta tccttttcac tacaaagggt agtaatttag aagctaaaaa
   982681 tgcaagcacg aaagcaattg cccatgtttt cagccatgat ttgagaaata aagctgtata
   982741 cccaacgttc attgaaacca tgacgaaaga gataatgcta gatataccta aaatcataaa
   982801 gagattaaaa atgattggtt caaatttttt attgattttc aaaattaaca cctattttct
   982861 atatatgctt tgctgcccga tttcaccaac atctaatctt acagtttgaa atctaggttg
   982921 tccagcttgt tgtacttttc tgcaatagta acaataggta tataactaca gcgtaaataa
   982981 acgttataat taatagtttt gctttgaatg ataaggagta gaacttaata ggctgtatga
   983041 agagaaaaag gatttcctta aaggagatcc tttttacatt ttaaaaaaat ctttcatcat
   983101 tttagtattt ttaatgttca ccgttacacc ttcaacttta tcttttttct tatctttagc
   983161 aatcgtaatt tgttccttat tatcaaccca cacaagaaat tcttcttttg cgtcatcttt
   983221 atatgtaacg gttatagtag aatgtgcaga ttttcgcttt ttttgatcta gtgtaattgt
   983281 tttaggcgtg cctttttgaa ctgctgaaac gatagattgt atcatttctt tgttgtctgt
   983341 ttgagattta gaggtagtat tattggttgt ctgaagtatt tcgatatctg taatatttgc
   983401 ggaatttaat tgaaaggcat tttgtttatg ttcttgttta gcttgtggag atttgtctgt
   983461 agctgaggta ctggcacagc ctattaaagt gaaagataga gcggttagag cgcatataga
   983521 tataattttt ttcatagtat ccctccttat gtttaattat aacaattttc tgttaattta
   983581 ggttgttatt gtaaggagaa gatgttttaa agtggtaaat gatgttgttc attttctatt
   983641 aaaatcaaaa ttcacataac ttttttcata ttttatgttt aacatttcga aaataggtgt
   983701 actacatata atataacaaa taattcattt taaaggagga agttaaagat ggaaacgaag
   983761 tatagtaaac cttttgtata tgaatttatt acggagaaag aggtcatgaa tgcggcgaat
   983821 gatctagtga agaaaggaat agaccaaaaa gatatttacg tattaacaca cgagaaagaa
   983881 aggacagata gaatcgcaga caatgcagac gtaaatacaa ttggtataaa agaggaggga
   983941 cttgggacaa gcattattaa cgtttttcaa aacacgggag atcagttaag aaataagatg
   984001 caagagttag gacttaatga agaagaagca aacttctacg aagaaaagct ggatgaaggg
   984061 aaaatcttgt tattcgttaa agatttagag agagtcggtg aatggttaca agaaagaaga
   984121 tgcatgtatt ctatttaagt ttgtatcctg taaatctata aatctattac gaaaaggaga
   984181 tgggaaatat gagtgagagc ggactaaaag aacaaattac tggtaaagtg gaaaagacaa
   984241 agggacaagt aaaagaagga attggtgagg ttacagaaga tagaaagttg aaaaatgaag
   984301 ggaagtggga caagacgaag ggaacgataa aagaaaaagt cggaaaagtg aaacaaaaga
   984361 taagtgatgg gttggataat aaagaataat acatgtttat caagctttgg ttacatacca
   984421 aagcttgata aatacaatat aaaacgaata taggagggtt aattgtggga cttattatta
   984481 cgtgtattgt aggtggactt attggtgcgt tagctggaat gattacggga aaagactttc
   984541 ctttaggtat agttggtaat gtgattgctg gtttaatcgg atcttgggtt ggtagtgcat
   984601 tatttggtca ttggggtcct gaatggggag gcatttttat tcttccagcg ttactaggtg
   984661 caatcgtctt tattttaatc gttacattct tctctagaat gctacggaaa gcgtaagtat
   984721 gataatgaat agtaatctta agtttattat atatggctat aaagttaaaa gagtgataaa
   984781 tatacataaa aaagcatcca attaaactaa tttggatgct tttttatgta atctgcatag
   984841 gaataagcgg gggatgaagg cccccgctta ttgaaattac acttttttat tatgtattaa
   984901 accatcgttg ctttctcaca attatttatt cttacgactt gccttggttc tatatgagat
   984961 acgtcttcgt tattacctat atcaactacg attgtattcg ttagtatgtt aataatggaa
   985021 ccaactaatt ttgtagcatg atcgtgtcga taagaaaatt gaacgaaatc tcccttttta
   985081 aagttgtgct cttccataga tagatccccc taaaaataat gtttatagat tatatataca
   985141 caaatttata aggtttaaac atttggtagt atttttttag tgttaagctg agaaagatat
   985201 agaaaattta tttataataa aaataaaaaa atatgtttaa aactaatttt tatgggtaat
   985261 taagatagta atagtttgag ataagggggc ggaaatgatg aatttgggaa taaatatttt
   985321 gcaaaatgat gtaggttata cggtacaact taatggtgaa attgatgcat atacagcatc
   985381 agatttgaaa aataagatca tgcctattgc aagcgaaaaa gaggttcgta ttgtcgtaga
   985441 ttttaataag gtagattata tggatagtac tggtttaggt gtttttatag cgctattaaa
   985501 agcagttaag aaaaatgatg gaaaactaga gtttattggt gtatctaaaa ggttaaaaag
   985561 attatttgat attacagggt taacagaaat attaaatttg aattccgatt ttgaaaaagt
   985621 agaaagaagg tgactaggga tgatggagag atttgaaaag atagaaatga aaattcctgc
   985681 aaaggcagaa tatgtggcta ttattcgttt aacaatggct ggtgttgcaa atcgaatggg
   985741 ctttgcttat gacgatatag aagatatgaa aattgctatt agtgaagcat gtacaaatat
   985801 tgtacaacat gcatacaaag aagacgttgg agaaattgca attgtctttg ggctatatga
   985861 aaatcgatta gaaattatgg ttgctgataa tggggttagc tttgatttta ataacttaag
   985921 aagtaaagtt ggtccgtatg atattagtaa acctgtagaa catttgccgg aaaatggttt
   985981 aggtttatat ttaatcaata cgttaatgga tgatatacaa atcatgcatg atgagggcat
   986041 gacggtttta atgacaaaat atatacaaag agagcaggtg gagaatgatg gaaatccaat
   986101 ctcaacctac gaatcttact aaagaagacg ttattaaact aattgcagaa tttcaacaaa
   986161 accaatgtgg tgaagcgcag gaaaggttag ttgatcatta taaaaatctc gtatattcca
   986221 ttgcatatcg ctattcaaaa ggcgggccaa tgcatgagga tattatacaa gtaggcatgt
   986281 tagggctctt aggtgcaata agaaggtatg attattcgat agggaatgct tttgagcctt
   986341 ttgcaatacc tacgatagta ggggaaataa agaagtattt acgcgataaa acttggggca
   986401 ttcacgttcc aaggcgaatt aaagatttag gcggaaaaat taaacttgcg atagaggaac
   986461 taacagatca tttgcagcgt tcaccgaaga ttatagagat tgcggatcat ttaggactat
   986521 ccgaagagga agtgctagag attatggatg cgaaaaataa ttatcgagta tcttccttag
   986581 atgatgtagt tgaaaatgca tctgatggca gttcggtagc gagaattgaa tctgtaggtg
   986641 aagtagagca aggatatgaa cagacagaaa ggcgtctcgt tttaaaggat atttttaacg
   986701 tattaaatga aacggaaaag agtgttattc attatatatt tgaagaaaat ttaaatcaaa
   986761 aagatacagg ggaacggtta ggtatttcac aaatgcacgt ttctcgtatt aaaagacaag
   986821 cgataagtaa gttgaaacaa gccgcatttt tagatacata aaaaatttaa aataatgatg
   986881 tttaaaacat gagaaaaggg gtacttatta agtataggag gagatatgaa atgtcacacg
   986941 atgtgaaaga actaatcgaa ggattgaatg aagatttagc gggagaatac tcagcaatta
   987001 ttatgtataa ccataatgca gctacagttt ctggtatata tagacaagtg ttaaaacctt
   987061 tctttgaatc tgaaattagt gatgaacaag gacatgccct atatttagcg gagaaaatta
   987121 agacgctagg tggtacacct actacgatcc ctttacgagt gaaacaagca gaagatgttc
   987181 gagaaatgtt agaatacgct agacaatcag aatatgaaac aattaagcgt tatgaaaagc
   987241 gaaaagaaca agccgcgaat ttaaatatga cagagttagt tgtaaagtta gaagatatga
   987301 tcgcagatga aaccaatcat atggaagaat tggatcgtct tttaaatgat aaagcaatgg
   987361 tgctaaatta aaagtggaaa tttatagagt gaaagaacaa actctcattt ctgggggttt
   987421 gttcttttgc tgtataaaaa ataggtatga gtaggaaatt ttcattttat aactgagtat
   987481 gtaatactag aaaaatagaa aatgataaca gatttacatt ttaaataaga aaaggggaaa
   987541 taacttgtgt ccattttaat tgtagatgat aatccggtta acatttttgt aattaagaag
   987601 attttaaaac aagccggata tcaggatctt gtatcgctga attctgcaca agagcttttc
   987661 gaatacatcc attttggaaa agattcttcc aggcataacg aaatagattt aatactatta
   987721 gatattatga tgcctgaaat tgatggactt gaagtttgta ggcgattaca aaaagaggag
   987781 aagtttaaag atattcctat catttttgta acagctttag aagatgcgaa taaattagct
   987841 gaagcgcttg atataggggc aatggattat attacgaaac ctataaataa agttgaattg
   987901 ttagcgcgta tgcgtgtagc attatgcttg aaatcggaat taaattggca taaagaacag
   987961 gaagagaatc ttcggaatga actagattta gctacgcaag tacaaagaaa cttattaagt
   988021 agcccattaa gagaagagca tataaaaatt gaagcaagtt acttaccttc atttaaacta
   988081 gctggagata tgtactactg gtataaaatc gatgaaaacc gctacggtat tatattatta
   988141 gatgtgatgg gacatggtgt atctgcttcc ttagtttgca tgttcatttc gtctgtatta
   988201 cgtgaaacga ttaaatgttt aatcgatcca gaacttgtca tgaaagattt aaataaatat
   988261 atgactcttt tacataatga gaatgacaac attccatatt attttacagc gatatactta
   988321 gtagttaata cagaagatag aacgattgaa tatgtaaatg caggacatcc ttctggatat
   988381 gttttagttg atgaaacaaa tgtagttgaa ctaaatcgcg ggagttgtgc ggtaggtttt
   988441 tttgatgaaa taaaagttga aaagacagtt ataccttttg agaaaaatgc tcaaatcgta
   988501 ttgtttacag atggtgttct tgaagcaatt gcaaatgatg aatttgaggc tgaagagaaa
   988561 ttacgtactt ttacagaaag aaaatgggga gagctagaag aagagataga agggttttac
   988621 aaggaagaac agaaacaagc gcaatcagat gatatgtgtc tcattatgat acaaacgaat
   988681 gcgaaataaa aagcgtatga aatccaaata gaggatttca tacgctttta ttgtattttt
   988741 tgatagattt gttcgtgtgg attaaattgc gtataatgcg gcatgatatc cgagaaacga
   988801 agagtttctt tattccctaa acataggaat ccattgtgac ttaaactttc ataaaatagt
   988861 tgctgtactt ggttttgaag tttactcgta aagtaaatta aaacgttacg gcaaagtata
   988921 atatgaaatt cgttaaaaga ttgatcagtt actaaattat gttgtgcaaa aataatgttt
   988981 tgtaacagtg acggattaaa ataagcaaaa cgactatccg ttgaataata gttagaaaat
   989041 gcttgtgtac cgccagcttg taaataattt ttcgtataag tttgcatttt atttaatgga
   989101 agaatacctt gttttgcttt ttctaacaca tctgtattca tatccgttgc gtaaataaca
   989161 gctttttcac ttaacccttc ttcgtgaagt aagatggaca tggataatac ttcttcacca
   989221 gttgcacatc cagcatgcca aattctaatt tcaggatgct ttcttaattc aggaataaca
   989281 tgctctctta gcgccttaaa aaagataggg ttacggaaca tctcagttac attgatcgag
   989341 aaatcattta ataactgttc taaaacccct tcctcatgaa ttactttttc aattaacttt
   989401 gaaatggtag ggatattaga aatctgcatt cgattacaaa ttcttctata aatagatgtg
   989461 cgagcatatt ggcgaaaatc aaatcctgat agtttaaata ccgcttctaa tagtaagtca
   989521 atttctaagt tcgtgcgctt atccgtatct actgatggat caaaattata atacttattt
   989581 tccactgaaa cgaaacctca cttattttat taaccataca ctcattaccg aatagagttg
   989641 atgtaaattt aatggtttac ttatataatc tgaagcgcca gcagataaac atttttcctt
   989701 atcatttggc attgctttag cagttaatgc aataataggt atttcatgta accctaagtt
   989761 cattcggata tgttccatcg tttcataacc gtccatattt ggcatcataa tatccattaa
   989821 aataaggtcg atatttgtat tgttttttag tatttctaaa cactctaggc cgttttgtgc
   989881 agtaatgatg ttggcatgtt gtttttttaa tgcattttgt aatgcaaata tatttcgatg
   989941 atcatcatcg acaatcataa tagttttctc ttggaagaca ttatttgctt ctgggagaac
   990001 gatagtttct tcaataactt cagcaggaat aacttcatct accgttgctg cgacttctaa
   990061 attggataac tgtacatcat gtaatccatt tggaaggttg ggaatatata cggtgaaagt
   990121 actgccttct cctacatgac tctctaacgt aatccaacca cctaataatc tagcaaactc
   990181 tttacaaata gataaaccta atcctgtacc accatacttc cgaatcgttg cgccatcagc
   990241 ctgttgaaag gcttcgaaaa taagttgatg ctgttcttta gcaataccaa taccagtatc
   990301 ttttactgaa attgtaatcc agtctttact tatagactgc atatcatgac ttaaattgct
   990361 tgtttcgatt gaatcgaaat gtaaagagac ggatcctttt tccgtgaatt taaatgcatt
   990421 ggataataag tttttaataa tttgttcaat ccgttttgca tctgtataaa acaaatcagg
   990481 aatcgtatca ctgtcttcaa cagtaaattc aacatttttt tgtgcagcga tatgtaaaaa
   990541 gttttgatgc atacttgctg ccatatcact tatatttgtt gcttcaaaaa taacatctag
   990601 ttttccggct tctactttag ataaatctag tatgtcatta attaaagtaa gcaaatcttt
   990661 ccctgatgaa tgaatgacgg ttgctaattc aatttcatca tccgataaat gattatcatg
   990721 attttctttt aacatttcag ataatagtaa aatactattt aacggtgtgc gtaattcatg
   990781 tgacatattt gctaggaact ctgatttgta ttttgaacta cgtaacaact cgcttgcttt
   990841 ttcttctaat tctaatttag taatttgtaa gtcagctgtc ttctgttcag cctcttccgt
   990901 tctagactct aattgttcat tcgttgttcg taattcttcg gcttgcattt gtagttcttc
   990961 cgcttgggtt tgcaattctt ctgattgaac ttgcaactct tctgtcattg cttgtgattc
   991021 atgtaaaaga gtttgaattc gcatacgtcc cataatgcta tggattgtta aacctagatt
   991081 atcaacagtt tgttgaatta aatcttgatg taaatctgaa atgtcagtta cacttactaa
   991141 ctccattact gcaatcactt catcctcaaa taagacaggg atgactagta aatttttagg
   991201 gcgtatttct aataatccag tagtaacgta acgaaactct tctggtatgt ccctaagaat
   991261 aaaacttttc ttttctaaag cagactgtcc aatgaaacct tcacccattt taatagattg
   991321 ttttccaata tcaaaacctt gatcggcaaa agaagctttt ttcacatagt agacagtttc
   991381 ttcatattct tcacgtacat agaatgcacc gcaagaagtt tgcgtttttt gtataattcc
   991441 actcaaaatt ttgttaccta acatctcaat agaagataca ccttgataca ttaaaattaa
   991501 ttctgcaatc tccgtttgta accactctct tttcgatatt tcgtctagca gatggttcgt
   991561 cgtatgagca agatctttta tttcatcatg tgtatttaca tgaattcttt ccgtaatttt
   991621 ttctttagaa gaaatggatt taatagcttg aattacattt ttaatcgttt ttgtaatgga
   991681 attcgaaata taaagtgaaa cgataataga aatacaagat agtaagaaca ataaactgta
   991741 taaccaaagc tctaatttat tatttttagt atctaattgt gcagctcttt ttttcgttaa
   991801 ttgctcctca gtgctgcgga agtcagttag ttgtgattgt aatgattgga tttcggtagt
   991861 gtcgatttct tgtattttat tactattatg atttgcaatt aacgggtgaa tctctttatt
   991921 catccaatta gtaatgtttc cgttaatctc ttttaatttt tcttgctgag atggattgtc
   991981 ttctaataaa gaaaaaagat catggtaatg cttttcataa tctctttcgg cagagttaag
   992041 agattgcaaa tagttcgcgt tattagaagt gataaagcct ttcgctttat tttcaattgt
   992101 tagcaagtct ttctccactt ggttcgttaa gttgagaact ttaaaatcgt gatcaataat
   992161 aaaattacga gatttttgta aattggaaat ctgattgttt aacataataa aagaaataag
   992221 taaaaacaaa atgataacta aataaccagc cataattttg tagcgaatac taaattttgc
   992281 tttcgatttc attaaaaatt cctaccttca aggttattaa aagttttcta ttttaaagaa
   992341 tgaaaaacgt aatatatatt atatcagttt tcatagggct aaactagaaa tccccctatt
   992401 gtattagggg gtctcgtttt gaatagagga aatcattttg aagtataaaa ctatgtatga
   992461 aaagtaataa tcgagggaat agggggtaat aaaaccttta agaaggaaag agtgttctta
   992521 aagctctttt tgcatctatt ccttcaaata taaataatac aagctctttc ttttttacag
   992581 taaggaaaaa tgatactaat gtgcttaagt ttttaataga agtaagtgtt ccttgtttac
   992641 ttataaatag attcgtttga aatgttgtca ttaaagcata aaaatgatga atctgcgtta
   992701 ttgtaggtgt ttcattataa agaatagtag tagagtgaat ggcgttcatc gtaattttcc
   992761 tttccatata ataagcataa caatataaac gtacccgttt taaaaaatgt taaacatata
   992821 aataagaaaa aatataatta tagtttttta cgtttagaaa gagttaagaa gggtatacat
   992881 ataccataaa gagattgact gaagatgaat tgtaaagttt tagtctatta aaatatactt
   992941 ttactttaaa taaaaaggag actgttacat atggataaaa tgataacgga tattacattt
   993001 gatttcattt acttgttaag tagttctctt gtaatccttt tattgttagc gtttttcgta
   993061 aatggttatg tgaataaaaa aattagtgta tataaaaatg aagagtaaca aagatgtatg
   993121 atataaaact ttaggaggtt aatagttatg aatatggata gaaaaatagt aggtgttttt
   993181 ccaacaattg atgatgcggc actcgttatt aatgaattaa aggaaaaagg atactcggca
   993241 gataacattt cagctattgc gaaagatcaa aaggaaattg aacatctgga agaaaaatcg
   993301 ggtgaaaaag tgaatagcga aactgcacat aaagcagata tcttttcagc aacagggctt
   993361 gtagcaggag gagtagcagg cggactcggt ggtttattaa caggtcttgg tgtacttgcc
   993421 gtatctggaa tgggcccaat tgtagccgca ggaccgatcg cagcagctat tggaggagcc
   993481 ggtattggcg gaggagctgg aagtttaata ggagcattta taggattagg aatccctgaa
   993541 gaacatgcta aaaagtatga agaatatatt tacgatggaa atatattaat tttagtagat
   993601 gtaaaattag atgataagtt agaaatctac aaaatatttg ataagcatca tgcttataac
   993661 tctgatttct ttaaataaaa tgtaaacaaa gtaaatatcg tttttggtct tacaactttg
   993721 gcgcgaccga ggagtcgtat gactataaga gaggaagggc ttatagtaaa agatcaagtt
   993781 ctattctatt atttaaaagg aaagaggtgt ctattcgtga ttgtaaaaat actaaaggat
   993841 agtagtaata gcttcctttg cacagtccaa aataaaaatg gggatcagta tgtgaagaaa
   993901 tggtttcgta aacatgaaaa caatgaagaa ttaggacgac caacttttaa agaagtagaa
   993961 cgcgactgga aagaaaatag ggaatcgttt atgtatccga atgttaaagc gctttattaa
   994021 aatgaaacat aatgtgcggt tcattcttac aaaactgtca cattcctgta aggtaattca
   994081 atagattcgt tgcttgttcc atgtcataat aaagacataa gaaagctaat taaaactaca
   994141 acttattagg agagtgtcag tcatgattgt aacaacaacg tctggaattc aaggtaaaga
   994201 aattattgag tatatcgata ttgtaaatgg tgaagctatt atgggtgcaa atattgtccg
   994261 cgatttattc gcttctgttc gtgatgttgt cggtggtcgt gctggttctt acgaaagtaa
   994321 gctaaaagaa gctcgtgata tcgcaatgga tgaaatgaaa gaacttgcaa aacaaaaagg
   994381 tgcgaacgct atcgttggtg ttgacgtaga ttacgaggtt gttcgtgatg gaatgttaat
   994441 ggtcgctgta agtggtacag ctgtacgtat ataagtaaat aaaaaaacag gctcacccct
   994501 cgaagattat gctttgaggg ggtttttttt gttcataact aaagttaaga gggaaaagag
   994561 ctgattacta gcctaattat tttaagtgta gtatattatt tttaagatat aaagtaataa
   994621 tatggaaaat ttgtatatat ttaatgaagg tgttaacttt atgacaaata ataaaattgc
   994681 tatttgaggt acggagagaa ttagtggtat gaataatttt agagaatgta tagttgatag
   994741 aaataaacga tggagcatgt aaagagttat attacataaa atttattatg aatggaggcg
   994801 gtgacaatat gttttggtta ggatgctttt taggatacat tgtaggttct gttattacat
   994861 gcgctctact ttactttggg tatagatccc atgaaaacaa aaaagcgaat atacaaaaga
   994921 gggaggagag gaaaatcaat caaaaaggtg tataggatgt ggaaggtagg gtggtgataa
   994981 cgttgatgca aaaataaagg gcagtacata ttttgatgac tactatgtac tgtcccgttt
   995041 attctttttg gattatgaga agttgtttcc tggcttgcta taaatttcat aggcgaaaaa
   995101 ccccaataaa tagccgattc cggatcctaa actcattgta agaagtgaat aatccgggaa
   995161 aaacatgccg aaaatcaaac cgattataca gccaatgagc attcctatag gtatgaaact
   995221 gtctaataaa atttgagcct catttaattt tttcttaccc aatttgccgt gcttatattt
   995281 atgttccaat ctttttatta caaatactac aattcccccg actagtataa caggccaaat
   995341 tgccgaaatt agccacatgt tagaagctcc tttcaccttt taatagaatt ataccagata
   995401 cttacaaatt ttcgttccta aatgcattat ctagtctatt taaaaggtca atcaaaaagc
   995461 ccacttcaat tgtagttaat aactagtcaa aaatactttc cctttcgttt tctcagcaga
   995521 ctgcacaaca tcaactgccg ctttcacatc cgctaagtca tatgtagaat gtaccgtcat
   995581 aaaacgtaat tgcttatttt ctactaagcg aattaagtga cgaaacgttt cttgccattt
   995641 atatggtgat acctctttat tccaatgtcg taaatgaaat atgttcgcgt gtacttttgc
   995701 tttggtgaca atctctgccc agttcacttg tattcctgat agaaggccga tcgttaaaaa
   995761 gtgcccgttt ggacgtaagg agaaagctaa ttcatttcca tccggtcctc cgatagaatc
   995821 aatcgcagcg tccgcaccga gaccgtttgt taattccata acggtttcat aaagcggggc
   995881 agtggaagta tcaattacat atgcagcacc aaggctcagt aattcttctg tatgcttatt
   995941 atttcttgta acggcaatga atcggaaatt taaaatttgg gataactgcg caaatagatg
   996001 cccaatagcg gacccacaag cattcactaa taaaacgtca ttactctgta agtttaacgt
   996061 ttctgtacaa gtaacccacg ccgtaagagg attaatatac atttgtgcag ctgtaaagtc
   996121 atcgatagaa tccggaatag gaactacaaa atcagctgac gtcttcacat attcttgcca
   996181 agtaccttct ccacgtaacg gtaaaacacg tttactgata aggtctctcg taacgcccgc
   996241 gccaacatct tctacaatac caacaccttc atagccaggt atgttaggta aagggattct
   996301 atgtgcgtac gctcccgtta ttggaattaa gtcagatgga ttaatcggtc taactaacat
   996361 gcggactaaa acttcattct cttttaatgg ttctatattt ttatattcaa cttgtagtac
   996421 atcttttgga ttgccaaact tgtgaaattg aatgcatgtt ccgtgcaaca taaatgttcc
   996481 cccttagttt gattgggttt attataacat ttgcagttca attgcttgtt tcatttacat
   996541 gtaggaggga aacataagca aaataaaaag gaagcaaccg tagtcgcttc ctacatctat
   996601 taagctgaag ctttcttcat tctctcaagt aaactagata acacatgcgt acgatacgat
   996661 tctagttttt taccttcata agtacggata cctaattttt taagttcttt tacataccaa
   996721 cctttgcttc cgaaatacat gtaatcgctc cccttcaact ttgtttttat ttgttctgat
   996781 tgcatatgga ggtacaggta atataatgaa ggaaatgaat ttcgcgcgaa aatggttaac
   996841 tttgttgcaa aagacatata tactaaagat agtatacaac gaggtggaca agacgtgatt
   996901 atagagaagc acgaaattca aattgaccaa attacgagcg gtaaagtgaa tatctttact
   996961 ttctatcgaa atagaaagca aattgatgat cagtttttac gattgcaaga accatcgctt
   997021 acagcaaact acttcttcca ttttcatttt gatgcagaga gcttgcatct actgcaggaa
   997081 gagtttccaa gcgtatatcc gtacgacggt agtgaaacga ttcacgactg gacggaaaag
   997141 atgaaagcag aattgcaaca tcagatccaa acaggaaaat ggaataagcg cgtacgtatc
   997201 ggtaatcgca ttctagatgt ggtgtttacg tggtgtgacg aagatatagt agagtgaaaa
   997261 agaagcggat gacgcttctt tttttagcgc tggaataaaa cgagcttacc tgcagaagat
   997321 gtgcagcgat gtgttttttc atacaatcct ttttcttgta aaatagattc accttttgct
   997381 ttcgcttctt tttcagttgc cgcctcgaat gattcgtcta atgcttttga accatctttt
   997441 tcaaagactg ttagaacgta tactcccatg aaaattccct ccaataataa aaatcagaat
   997501 cttataagta ttttggcata aatcaataga atatgcaaag aaatatatga cattgcgtgt
   997561 taaaatagag tgaaagtttt atggacacta gatttactat ttgtagtaaa gtacggaaaa
   997621 agaaaggatc gttatttgtg aaacaagtga agtttataca tgcggctgat ttgcatttgg
   997681 atagtccgtt taaaggaatg gagatgaatg taccgcagtc tgtttgggag agaatgaagc
   997741 agagtacgtt tgaatcgttc gaacgtatta ttgataaagc gattcaagag cgcgttgatt
   997801 tcgtattgct agccggggat ttgtatgatg cggagacgag aagtttgagg gcgcaagtgt
   997861 ttgtgcgcga gcaaatgaag agactttcgc agtacgatat ccctgttttt attattcacg
   997921 gtaaccacga tcatttaggg ggaagctggg cagcaattga gtttccggaa aatgttcatg
   997981 tgtttacaga gccttacgta gaagagaaat cattttataa aaatggtgag ttattagctt
   998041 ctatttacgg atttagttat ttgcagcaag cggtaacgga taatatgaca gcgcaatata
   998101 cgaaaatgag tgatgcgcct tttcatattg gcatgcttca cggaagtgtg gaaggcgatg
   998161 cagagcataa tcgctatgca ccgtttcaaa ttcgtgagct gaaagaaaag cagtttgatt
   998221 attgggctct tggccatata cataaacgtg aaattttatt agaagagcca tacatcattt
   998281 atccaggtaa tatacaagga cgtcatcgta aggaaacggg cgagaagggt gcatacctaa
   998341 ttgaacttac gaaacaagga tcgcactgtt cctttttcca tacggcggat gttgtgtggg
   998401 atgagataga agtgaatatt gatggacttg aaactgttga tgaacttatg acaagtgtgt
   998461 caactgcgat gaatgagtgc cgaagagaag aagaaggtac gcaattaact gtcgtattta
   998521 caggacaagg gccactttct ccttatttac gtgatgaaaa gcgcgtagaa gagatttttc
   998581 atattttagc agctggtgaa gagcgaaaag atttcgtata tacgatgaag tggaaaaatg
   998641 agacggtttc ttttgcagaa atcgagcgtt tgaaagaaga aaatcatttc gtcggtagtg
   998701 tgctgaagga gttagaagct ttcactaata tggacggcgt gttgcgcagt atttggacat
   998761 ctcctatagc gcgtaatagt attgaatctt ttacagaaga agagaagaaa gagattcaaa
   998821 aggaagcgga aaatattatt ttagaacaat tattccagca agagagggat aagaaatgag
   998881 aatggaaaaa ctctatattt atggatacgg aaaattagaa aatgtggaaa tagatctttc
   998941 aatgctgacg gtgttatacg gtgaaaatga agcagggaaa tcaacaattc gctcgtttat
   999001 gaaaagtatt ttattcggtt ttccgacgag agggcagcgc cgttatgagc cgaaagaagg
   999061 cggcaagtat ggtggtgcga tcactgtaca aacagagaag tacggccgtt tgaaaattga
   999121 acgattacca aagacggcag ctggcgaggt aaccgtttat tttgaagacg ggaaaacggg
   999181 tggcgaagaa attttacacg atatattaac cgggatgaat gaaagtttat ttgaatcagt
   999241 cttttctttt gatatgcatg gtcttcaaaa cattcatcag ctaggcgaag cggatatcgg
   999301 caattattta ttttcggcaa gtgcagtcgg aagtgatgcg ttattacagc tagataaaaa
   999361 gctagagaaa gaaatggatc agcgctttaa gccaagtggg cgtaaaccag aaattaacgt
   999421 gtcactgcaa gagatgaaga aactggaaga gaagatgaaa gagtggcaag ggtaactaac
   999481 tgttacaatt tatttaacca attataacca aagttaatta aatatatcag taagccctgc
   999541 tagtcaagtg attggctagt agtgagggtt aactgcgggc aatccctaaa gctgattgaa
   999601 ctacaacgtg gctagaaatg gcgagcgtga atgtcgcgaa agcagaaaaa atcaatcaga
   999661 tggtgcaagg ttaaatccta aacactagaa caatgggtct tccgcctcga atcatctaag
   999721 tcaaaagtga taagatgaac gttcaacgac tatctcgtat aactgacgag agtacatcac
   999781 aagcctatgg tggtggaaaa atcctctatc tctaaagaga taaacatata gtctgcgctc
   999841 atgtgaaaac atgagaagtt cataagagaa ctggctaagg aattgcgccc ttagttgaac
   999901 gagatacatt taattaaatc tatcaaacct cattgaatat atagaacgta tgtgctatgg
   999961 tggtttcaat gaggtaagaa taataatgaa attttcacga gttagtcaag tatcagaatt
  1000021 aacaggtttg catccgagtg ctctcaggag aatgctggtg gaacacgcta ctattcagaa
  1000081 gaacaaatct ttcattaaag gagttacatt ctaatgatat tggcgaagaa agttagactg
  1000141 attccaacgc ctgaacaaga acaagtgctt agaaaccatg ccggtgctgc aagattcgct
  1000201 tataactatt gtaaaagaat gagtgataga tactataagc tatttggaaa atctgtttca
  1000261 cagttagctt tacagaaacg atttacaaag atcaagaagc gaaagagata tgaatggtta
  1000321 aatgacatca acgcacaagt tcccaaacag gcttcaaaag attttgataa ggcgagaaaa
  1000381 cattcgttca aaaagtacaa aaatgggtat cacacttctt ataaatcaaa aaaagattta
  1000441 atccaaggat tttatgccaa ttatgaaaga ctgattatag gaaagaaagt cgttcatatt
  1000501 cagtctattg gagaagtgaa aacaagccaa caactaccaa gaaacaaaaa accattcaat
  1000561 ccaagagtta cctttgatgg tcgtcactgg tggattagtg taggattcca agaattcttt
  1000621 gaatcacaag aactaacgaa tgagtcgatt ggtgtggatg ttggtttaaa agagctgttt
  1000681 gtagcttcta atggtacgaa agaacgaaat ataaacaaag atgccaaggt taaaaaactt
  1000741 ttgaaaagga aaaagtcagc gcaaagagat atgtctagga gatttaaaaa aggtgtaaaa
  1000801 actcaatctg ccggatatga aaaagcgaaa gctgagcacc tgcggttatc taggaaaatt
  1000861 aagaatatcc gaaataacca tatccatcaa gcaacagcta aattggtgaa aaccaaacca
  1000921 atgaggattg ttgtggaaga cttatctatc tcaaacctgt taaaaaacaa aaaactatcg
  1000981 aaagcatttt tatttcaaaa attaaacttc ttctttcaat gtttatcata caagtgcgag
  1001041 aagtatggcg ttgcgtatgt aaaagctgat aaatggttcg cctcaagcaa gatttgctca
  1001101 tgttgcggcg tgaaatacga gcattccgtt caaccagaag gacagtggag tttaaaaata
  1001161 cgtgagtggc gttgtgttcc atgcaatagc catcacgata gggatttgaa tgcttcgata
  1001221 aatttatcaa gatgggtaaa ataaatgctt gataatagga ggtaacgata ctgcctcgtg
  1001281 tggagtgtta tacccctcgt cccttcgggg ctgcgagaac actttgaagc actaacttgt
  1001341 gtaaatttga ttgaattgta tagatttagt taagtttatc gtatcggaaa attggcacgt
  1001401 atgaaaagca agtggagcag ttaaaagaaa gtgaagagaa attggcgttt gttcgcgcag
  1001461 aaaaagagag tgcagaaaaa cgaaagcaag attatgaaat attagcagcg cttgaaccgc
  1001521 tcgttattga aaaacgtgcg catgagaaag tgttagaaga cgagagcggg caatttccgg
  1001581 taaacggaat ggcgcgttat gaagcgatta aggcgaaaat ggagccgctc caattacaag
  1001641 ttgattcgct ctataaaaaa atagagacag tgcaatcgga aatggaatcg attcaaatag
  1001701 atgaagaatt tttacaaaaa gaaagttatg tagaagaact tcgtatgcag catatgtctt
  1001761 acgaaaatgc acgccaagaa atgcgtgatg tgacagggac gattacgaat ataaaagaag
  1001821 aactggcaga actagaacag caaatcggtg ctacttttga aaaagaaaca gttctttcat
  1001881 ttgatatgag tttggcaacg aaagagttaa ttacgcaagc agtgcaaaaa gcgcgtgaat
  1001941 tagaaacgca aaaagcacag cttgatgatc gctttaaagt agcgcaagag caattagaag
  1002001 aacaagaaga aaatataaga cagattcaga agcaaatgtt agcggatgaa gagcgaaata
  1002061 cgttagttga gaaagaaaaa tcgttccaag atgcggcgtt tatcggtatg ggtgctgaga
  1002121 gaatgaagcg caaatatgag gaaaaagcag gagcagcgat gcaaaagaaa aaacagtggc
  1002181 aaagagtttg tcttctgtta cttcttatta acacaggcgt tttattcaca agtttattta
  1002241 tagataaccg cctactctta tttattagtg tcattgtttt tgtagggatt gttcttgctc
  1002301 ttgttttata taaagatccg tcaagcgggt tacaagaaga gcttcttact cttcagcaaa
  1002361 gtgctggcgg gagacaaagt gaagaagcga tgactgtacg ctaccagtta gaaaaagacg
  1002421 aagagattcg taagttattt gagcgtgagt cttataaatt gcagcaaatg gagcgagcgt
  1002481 atgataaagt cgtttcatcg tatgaggaat gggaaagaga aacgttccgc atgagcgaac
  1002541 aagtaaatgt atataagaag cgctatacgt tccctgaatt ttatacatat gcacacatat
  1002601 tgccggcgtt tgagcgtatg gaaaaaatgc agcaattata tcgtgaatta gagaaacaag
  1002661 gcacgcgaaa atcttcatta tatgaaatga tttcgcaatt tgaacataaa ctagaaactg
  1002721 ttatcggtag tgcggagtat agtaagctgc acgaggcaca aagtcgtatg caaaatgaga
  1002781 aagaaaaacg ccaaacttgt aagcagttaa aagagaagct agcagaatgg caagaagaat
  1002841 atgcgcttat gcaagagcaa ttgaaacaac tgttagtaga acgagatagt ttatggcata
  1002901 tcgcacattc tacagatgaa gagatgtttt tagaagcagg taaactggcg gaaaaacgtg
  1002961 aagatgctga gaagcaagta gggcgtttat taccgcaaat tgatctgtta gaacagcgtt
  1003021 taacgagttt atcattagct gaacattatg aagctgacgg ttatgatgaa aaattaaagc
  1003081 aagaaatgac agtcatgcaa aactgtctta caaaggaaaa agaactgaca gagcgtattg
  1003141 cgaaacatcg tatggaaatt gcgaatttag aagaaggaag tacgtacggt gatttactac
  1003201 acgaatggga aatgaaaaaa gcgcaagtgc gtgaacaagt gaagaagtgg gctgcgtatg
  1003261 cggctgcaaa gacagtgtta acgaaaacga agcaatatta tcataaagta catcttcctc
  1003321 gtattttaca aaaatcagaa gagtatttcg tctatttaac aggcggacga tatagtaaaa
  1003381 tcttttcacc gtcagaggca gagccgttta ttgtggaacg taatgatggt atgcgctttt
  1003441 atagtcatga actaagccaa gcgacggcgg agcagttgta tttatcgctg agatttgcat
  1003501 tagcgaaaac atttgagcat gattatccat ttattattga tgatagtttc gtgcactttg
  1003561 atgcggtaag gacgaatcgt acgattgaac ttataaagga aattgcaaag gatagacaag
  1003621 tcatattctt tacatgtcat gcgcatttac tcgcttattt tacagaaaaa cagattataa
  1003681 aattaacgca tatgcgtaaa gaaaacgagt tgtagtgtgc tatactaaaa gtaactgatt
  1003741 tggtggagga attcgaatga aaaagaaaat tgcagagtat gaagttggtg aacaagtcga
  1003801 tgttttcttg ttaattaaaa cagcgacaaa aggtatcgca agcaatggaa agccattttt
  1003861 aacagtaatc ttacaagatc caagtggaga tattgaagcg aaattgtggg acgtatcacc
  1003921 agaagttgag aaacaatatg tagcggaaac aatcgtgaaa gtggctggag atattttaaa
  1003981 ctacaaaggc cgtattcaat tacgtgtgaa acaaattcgt gttgcaaatg aaaatgaagt
  1004041 aacagatatc tcagacttcg tagaaaaagc accagtgaaa aaagaagata tggttgagaa
  1004101 aattacgcaa tacatatttg aaatgagaaa cccgaacatt caacgtctaa caagacattt
  1004161 attaaataag catcaaaacg aatttttaga ctatccagca gcgacgaaga accatcacga
  1004221 gttcgtatct ggactagctt atcacgtcgt atcgatgctt gatttagcga aagctatctc
  1004281 aaatctatat ccatcattag ataaagactt actatatgca ggcgttattt tacatgacct
  1004341 tggtaaagta attgaattat ctggcccaat ttctacaacg tatacgttag aagggaattt
  1004401 actaggtcac atttcaatta tggtgaacga aattggtaaa gcagcagacg agctgcaaat
  1004461 cgatgcagaa gaagtattaa ttcttcaaca catcgtcctt tctcaccacg gaaaagcaga
  1004521 atggggtagc ccaaaaccac cattagtaaa agaagcagaa attctgcact acatcgataa
  1004581 cttagatgca aaaatgaaca tgatggaccg cgcattagga cgcacaaaac caggcgaata
  1004641 cacagagcgt gtctttgctc ttgataatcg ttcgttctat aagccgtcgt tccataatta
  1004701 atagtgtgaa taaagtggcc tcattaagtg ttaatacgct tagtgaggct gtttttgtat
  1004761 tgaacattaa tgtagaagtg tatgtgttat atggaagaat tgatctcaag atgttttttc
  1004821 tggacttatc gttccagaaa aattatactg aattatataa taggggggtg ttattaattg
  1004881 ggtagaaaaa ttagctttaa caaagaacgt gcactaaata aagctatgca tttattctgg
  1004941 gagaaaggtt atgacgctac atatatatca gatcttattg aaacgatggg tataagtcgc
  1005001 tctactcttt acgatagctt tggagataag gatgcactat ttaaactcgt tttagaacag
  1005061 tataaaaact atggttctca aaagagaaat ttacttttta gtgatacaaa tacgaaagaa
  1005121 tcactgaaat ccttttttta tcaacatatt gaaaaatgtt attcagatga cattccaaaa
  1005181 ggttgtatta taactaattc ttcattgctg attgggcaaa ttgatccttc catagaagaa
  1005241 atactcataa atgattttaa tgaacttgaa aaagcattta agcaagttat cgaagaagga
  1005301 aaaaagaaag gagaaatttc acaagaggat gacactgaat tagttgcata ttctttatta
  1005361 agtttaaatc atagtcttaa tttaatgtct atgtataaaa aagagaaaaa gctagcatat
  1005421 aatttagttg ataaggctat tgcagatcta tagtctttct tttttaattg ttttggaacg
  1005481 aacgttccga aagtggaagg aatgataaat ttgactaaaa agacaaattt tctaatattc
  1005541 attttagcaa ttagttgtgg ctcacttgtt gcgaatattt attatgcaca gccaattgta
  1005601 caattcattg caaaagactt gaatatcgct tcggatttat ctggattgct cactactttg
  1005661 acgcaaattg gatatggatt gggcttgttt tttatcgtac caatggcaga tttattcaaa
  1005721 agtaagaaaa taataggtat tcttatcgga ctcactatta tttcattgat tggtacgcta
  1005781 atttcgacaa atggaattgt ttttttaata ctaacaactg taattggtat tggagcctgt
  1005841 gcagctcaaa tgttagttcc gctaacaatg aggattgtac ctattgaaga gatgggtaaa
  1005901 tatgtgggta aagtaatgag tggtttatta attgggatta tgattgctcg cccattatct
  1005961 atcggaataa ctgaatggtt cggctggaga atggtatttc ttttttcact aatcattcta
  1006021 gttgctgtat tacttttact tataaaattt ttgcccaact atgaagtagt atcaaatagt
  1006081 aacatgtcat attcaaattt aatagcttct atggtaaaac tgctactaca tacttctccg
  1006141 ttacaacaaa gagcttttta tcacgcatgt ttatttgcaa catttagtct ttattggaca
  1006201 gttattccaa tcttattacg gtcagaacca ttacatttct caaataatga aattgcattg
  1006261 tttggatttg ctgcaatagc tggagcttta ttaactccta ctattggtaa aatcgcagat
  1006321 aaaggctata tttttacaat gactaatgta tcaatggcgc tcgtactatt atctatcgta
  1006381 ctattatttt ttgttcaaga tcattcactt tttagtgtga ttgtaatact tatttcaggt
  1006441 attagcatcg atattggtgt agcaggaaat ttattattag gtcaaaaagt tatctttagt
  1006501 ttgaatcctg agataagaaa cagactgaat ggattatata tgaccatttt ctttttggga
  1006561 ggagcctttg gttcatgtat tggaagttat acgtactata aatttaatag cgaagtaccg
  1006621 ttactcattg gagcggcttt acctttaatc gccttatttg tgcatttaat aaaaaataat
  1006681 gcgatacatt tatcaaaaac gaaaaataaa tatatgtctt aacgttatac agtttagaca
  1006741 atgaaagtac ttgaatgaaa tagtagaaca aaaccatcgt tctataatta agcttgtaaa
  1006801 tagaacggcc tcattaagtg ttaatacgct tagtgaggct ttttttatag gaagtaaatc
  1006861 ataagataca aaaaaatatc tcggatttga gataaatctc ttgcttttta atcacttgag
  1006921 gtgtaaagtg atagtaacga aagcgattga gtcatatgaa aaacatacac tcagttgctt
  1006981 tcaagttaca aaataaatta acttattcag taaaaactaa gatgaattta cgaaaacata
  1007041 atgaagaata aattgaaatg ctaaaaacca tattagttgt gggaaatgtt attttttagt
  1007101 tatcaattga ctagtaaaac gaaacggagg aataaacaat gtatgaaatt aaagggcatc
  1007161 atcacatttc aatggttacg aaaaatgcaa atgaaaataa tcacttttat aaaaatgtac
  1007221 ttggtttacg tcgcgtgaaa atgacagtga accaagatga tccatcaatg tatcacttat
  1007281 tttatggaga taaaacagga agtccaggta cagaattatc attttttgaa attcctttag
  1007341 taggaaaaac gtaccgcggt acgaatgcca ttactcgaat tggattactc gttccttcag
  1007401 aggatagctt acattactgg aaagaacgat ttgagaaatt tgatgtaaaa catagtgaaa
  1007461 taacaacata tgcaaatcgt cctgctttgc aatttgagga tgctgaaggc cttcgtttag
  1007521 tactactcgt ttcaaacgga gaaaaagtgg agcactggga aacttgggag aaatcagaag
  1007581 ttcctgcaga gcatcaaatt caaggaatgg gttctgtgga aatgacagtt cgtagacttg
  1007641 ataaaatggc aagtacactt acagacatgt ttggttatac agaggttagc cgcaacgaag
  1007701 aggaagcaat ttttcagtcc attaaaggag aggcttttgg agaaatcgtt gtgaaatatt
  1007761 tagatggtcc tactgaaaag ccaggccgcg gtagcattca ccacctagca attcgcgtga
  1007821 aaaatgatgc agagcttgct tattgggaag aacaggtgat acaaagaggc ttccagtctt
  1007881 caggaatcat cgaccgtttc tattttaaaa gcttatattt ccgcgaatca aatggaatcc
  1007941 tatttgaaat tgcaacagat ggaccaggat ttacagttga tggagatgtg gaacatttag
  1008001 gagaaaaact tgatttacca ccgttcttag aagatcagcg tgcagagatt gaagcgaatt
  1008061 tggcacctat tgaagagaag taatagaaga gaaaatataa ttttaaaatc attggaggaa
  1008121 tataaaatga accaattaaa aggaattcac cacgttacag cgattacaag tagtgcagaa
  1008181 aaaaactatg agtttttcac tcatatttta ggaatgcgtt tagttaaaaa aacagtaaac
  1008241 caagatgaca ttcaaacgta tcatttattc tttgcagatg ataaaggtag tgcaggaaca
  1008301 gatatgacat tctttgactt cccaggtatt ccaaaaggag tacatggtac gaatgaaatt
  1008361 tcaaaaacgt cattccgtgt tccaactgat gcagcgttag catattgggt gaaacgcttt
  1008421 gaccgtcttg aagtagaaca tacaggcatt aaagagcaat ttggtaagaa aactctttct
  1008481 ttcgttgact ttgatgacca acattatcaa ttaatctcag atgaacttga taaaggaatc
  1008541 gaatcaggta caccatggca aaaaggtcca gttccattag aatatgcaat tactggctta
  1008601 ggacctgtat ttatccgcat tgcaaacttt agtttcttca aagaagtgtt agaaaaagtt
  1008661 ctattattta aagaggttgc gcaagaagga gaattctatt tatttgaagt gaatgaaggc
  1008721 ggaaacggtg catctgttat tgtagaacat aatacggttc ttccagaagc acgacaaggt
  1008781 tttggtacag tgcaccatgc tgcattccgc gtagaagatc gtgctgtatt agaagaatgg
  1008841 attgagagaa tcagtagcgt agggcttcct tcatctggtt atgtagaccg tcacttcttc
  1008901 gaatcattat acgcaagagt tgcaccacaa atcttatttg aatttgcaac agatggccca
  1008961 ggatttatgg gagatgagcc atacgaaaca cttggcgaaa aattatcgtt acctccattc
  1009021 ctagagccaa aacgtgaaga aattgaaaaa ttagttcgtc caattgatac agtgagaagt
  1009081 acgaaggaat ttattaaaga gtaaaagtag aggtaataag taggagagca agtagtttta
  1009141 gcggaatgct gaaactgctt gcttttttat ttgggtaatt atcaaagtgg ataatcttta
  1009201 taaaataatt aatgaattgt cagttaatta ttgaggaata tttatttgta ggatgatcgg
  1009261 aatcgatatt tgaattttct gttattattt gtagaagagt acataacaga tgattaggag
  1009321 gggtttcatg attacatcta ctacaaatga aaaactgacg cagctattga atgaatggta
  1009381 tctagagatt agatctagac gtataagtaa tgcagaacgt ctaaaacaag aaattgattt
  1009441 taaatttact aaactaaaaa aagagactgg agaaggtttg cagaaccaaa atctattact
  1009501 ttattattat ttgctagaat ttcgatataa ctatttaata gataatctag gcttatctca
  1009561 agagagtttt aacaagatag attcgtttga tcaaccaaca gataattttt taacttatta
  1009621 ttattacttt tttaaagcaa tacatgctag tgagttagga aattttcatc tcgctaaaga
  1009681 acattacgaa aaggctgaaa gttttttgaa gtatgttcct gatcaattag aaaaggctga
  1009741 attttattat aagttagcta catttcatta tgatacacaa caagctttgg tatctattaa
  1009801 acatgcaacg aaggtaaagg atatgtattt aaatcatgat ggatatgaat taaatgtagc
  1009861 tttttgtgat aatattttag gcttagcctg tatgaactta aaggaatggg aattagctga
  1009921 agaacatttc acagctgcta tggatcaatt ccaaaaaatt ggtgaagaaa aatttattat
  1009981 tatggttcgt cataatttag gatggatgta ttctacgcaa aatttatctg cattggcaat
  1010041 tcgttatctt actgaagtag tagaaaaatc tccccaacat tataaagctc tttatgtaaa
  1010101 agcaaaagag cattacaagt taaaagagca tgagattgca aataagctta tagaaaaagg
  1010161 attgaagatt tgtagagatt cgaaaattga aggatatcaa caccattatg aaattttaaa
  1010221 tgcattaaat caaggtgtaa aagcggaaga attagaggac attattctta gaggaattac
  1010281 gtattttgaa agagaagagt tatatgatta tactcaggag tatcaggaaa agttagcagt
  1010341 gaaattttat gaagaaaacc tttgggaaga ggcaagtaag tatttttatt ttagtaaaaa
  1010401 agcaagagaa aaactttttg ataagggggc tttaaaatga aaaaaatggt aattaaatta
  1010461 ttagggattg taacagtatt tacactgact ttaggggtgt atagttcaac aaatcatcaa
  1010521 aaaagtccaa cactaatgaa agctgaacat ggtgattatg gtggctaaaa gagaaaaagg
  1010581 gatctcacaa tgaggtctct tttttctttt tagttgtaaa acaattgact tacttaaaat
  1010641 atgtaactat aatagttaca aaataaccat cattaatagc agtaagtaat atttttttaa
  1010701 tataattgta accgttgtgg ttacaattaa aattaattat aaaacaacca aaaaatgtaa
  1010761 aaactttaaa taacaatttg agaaaggaga cgggaatgtt gaaacggttt aagttttata
  1010821 tgattagcgg tattgtgctc gttttactta tcgtatgtaa cttcgttgat aagccaatcg
  1010881 ctaaggttgg agaagtgaaa gatactgtta tgatgaagct gaatacgaaa gagagtatgg
  1010941 cacaaatcga cgggcagacg atttatttta agaaaattgg tgaggggaag cctcctttac
  1011001 ttatgctgca cgggtttggt ggttcttctg atggatttag tgatatttat ccggaacttg
  1011061 cgcgagatca cacgattatt gcagtggata ttttagggtt tgggcgttct tcaaagccaa
  1011121 ttgattttga gtattcgttt cctgcgcaag tgaatttata ttataagtta atgaagaagc
  1011181 ttggatacga tcagtttgcg gtgctcggtc attcgatggg cggagagatg tccctcaatt
  1011241 tagcgtattt atatccggac gcagtgacgc atctcatttt agcagactct acaggaattg
  1011301 aatctttcca gcaaaaagaa agttatgaag tgccgccact atcgacagac ttacaaacgg
  1011361 taacagagat tacggattac aataaaaatg aagtgaaaaa tagtcgcgat gataaagggc
  1011421 attatgatca gctgacgaaa atgagagagc gccgcattgc gatggaagcc gataaaatta
  1011481 aggtgccgac tttaatcata tggggacgac acgataagag cgtttcttgg aaaaatggtg
  1011541 aactgtatca tgggctattt gcgaatagca cgttccatat tattgaaaaa ggataccatg
  1011601 caccgtttcg ccaggaacca atcgagttta tggaatatgt acaagcgttc ttcgcgaaga
  1011661 atccacaatg ataaaatttt aagcataaat gtacttcttt cctcatacag tgaaactaat
  1011721 aaggcttgtc taaggaaagg aatgaagtag agtggaaact ttaccatggt gggtgtatct
  1011781 tgtaatcgtt gggatcgtat taagtggcta catggtttta tatacttcga aaaaagagca
  1011841 agagatggat aatgagttta ttgaaaaaga aggcgaagtg tatatgaagc gtttagcaga
  1011901 ggaacgcgag aaacgtaatc aggatagtga taaagattct gtattgcttt aatagaaatg
  1011961 tcgaaaggct attatctagt agaagtttac atctaggtgg tagccttttt cttttttggg
  1012021 aagcatgtat acgaaattca ttatgaactt ttattgaggg catttatata tatgtttctt
  1012081 cataagaatg gaactagcgg ggtattttat tgggggggat taacaatgca tagggatgaa
  1012141 acttcattac atccggatac aggtgttaca tctgtaatgt ttgttgagcg ttcattaaat
  1012201 gaaattcgtt tttggtctag aatcatgaag gagcattctc tttttcttcg cttagggttt
  1012261 agatgcgagg atacgcaact aattgaagag gcgaatcaat tttatcgatt gtttgaacat
  1012321 attgaacaaa tagcgcattc ctacacaaat gaaacagatc ctgagcaaat caaaagattt
  1012381 aatgcagaag tacaacaagc cgcaactaat atttgggggt ttaaacgaaa aattttaggg
  1012441 ttgattctca catgtaaatt gccaggacaa aataactttc cgctgttagt tgaccatacg
  1012501 agtagggaag ctgattattt tagaaaacgt ttaatggaat taaatgaagg gaaattagat
  1012561 gcccttcctg atgctattat taaagaaaat gttttctttt tgaggattat ggcagaccat
  1012621 gctaaattta ttggtcatct tcttgatcca tcggaaagaa agcttgtaga tacagctcgg
  1012681 aattttagca atgattttga tgcattaatg tatcaagcaa ttgacttaga atcaatgaaa
  1012741 ccacaatccc aaacagtccc tcttttagat caatttttag atcaaaatcg tgtgtcggtt
  1012801 gcatctcttc gggactttaa gaaaacagca cgtgatttaa ttgagcaatg taaaataaag
  1012861 agtatcattc atccattatt agcagaccac gttttccgtg aagctgatag atttcttgaa
  1012921 atcattgata tgtatgatgt tcatcttaca aatattcaat cacaacctag atattagaag
  1012981 gtaaggaaag atactatttt gctttcagtt gagaagttaa caatttattg ttagcttctt
  1013041 ttctttttaa tgaaaagttt tgaaaatgaa actttacgtt attctttctg gagactgata
  1013101 agaaaggata gcgtattttt tatgccccat ttagtcttta ttcgtattaa ttctttgtat
  1013161 tattgttcgg gaaattatta tagaagaaaa atatctgaaa cctacatcgt atagcacatg
  1013221 aaatagcacc attataagct gtaacgcaca agttgcacag gctacgcaac gacaactcgc
  1013281 tttatccttc atcatgtatt tgtccatact agatgtagag aggtgataaa cacagtatga
  1013341 tttttagtga acgcttaaaa gaagaacgag aaaaacgaaa ttggtcgcaa agtgatttgg
  1013401 ctgaaaaaat tcatgtaagt aggcaatctg tttcgaaatg ggagacggga aagaactatc
  1013461 cgagcattga aattattatt catttaagcg atctgttcgg tattacgatt gatgaattgt
  1013521 taaggaccga tgaagaattg acgcagaaaa gtaattgaag atagtaagca attggcgtat
  1013581 ccaaaatgga agtttttttt tgatagttta tttatgatgg gcgtattttt atttattaca
  1013641 aaaatcgttg tatggatatt aaataagttt gccgtagcga acattgcaat tatagcggat
  1013701 gcaccgtatg taatgaattt tttacccctc atattaatgg ttgtaggtgg tatgggatct
  1013761 gataagttga agaaaatata taaatagagg aaagatttga aagaaatccc ctacactagc
  1013821 tgttcttttc actcaaattg tgtactataa aggataggat gacataaaga aggggacatt
  1013881 tagaatggaa tttcatgaac aaaagatttt gccggcagtg aggcaaatta aagatttgga
  1013941 aaagctatta catagttcgt atgagtatat cgttatttta gatattcatg tcggtcaatt
  1014001 gaagagtgtt atatcgcttg cgaaacaata ttgtaaaaag gtgtttttac atgtggattt
  1014061 aattcatggc ttgcagagtg atgggcatgc gacggagtat ttatgtcagg agtttagacc
  1014121 gtacgggtta ctttcaacaa aggcgagcgt aattatgaag gcgaagcaaa aaggtgttgt
  1014181 ggcaattcag cgtatctttt taatcgattc gagtgcaatg gagaagagtt gcaatctttt
  1014241 agaaaagacg aagccagatt atatagaggt gctcccggga gcgttaacgg atgtgatcgc
  1014301 tgaagtgaaa gagcgtactg gtgtaccgat tttagcgggt ggtttcattc gtactgttga
  1014361 tgatgtagag agagctttaa atgctggtgc gacagcaatt acgacatcaa aacgcgaact
  1014421 atggaaacat taccaaaaaa agtgacgaaa atgtgaaata attctgttga caccgctttc
  1014481 attaacggtt aacattatag acaagttaat aaacgtgacg gagaaaagta gagatccaca
  1014541 tttcattgtt tctatataaa tttatataga agcgtgcaaa gctgtgggtc tttttctttt
  1014601 gacaaaaacg aatggccatt cattttacct ctatcacatt tgaaagcgtt taaattgatt
  1014661 gtggagggat actatgtcag catttttagg agagttaata gggactgcgt tgttaatcgt
  1014721 acttggtggc ggcgtttgtg ctggtgtaag tttaaagaag tcgtttgcga aagattctgg
  1014781 ttggattgtt attacaatgg gctggggctt agcggtagcg gttgcagcgt acgtggttgg
  1014841 atcaattagt ggggcacatt tgaatccagc tttgacgata ggattagcat ttaagggagc
  1014901 gttcccatgg ggtgacgtac ctggttatat cgcagcacaa atgattgggg caattatcgg
  1014961 ggcagttatc gtatatttac attacttacc acactggaaa gaaacagaag atccaggaac
  1015021 aaagttaggt gtatttgcaa caggtccagc aattccgaac acatttgcaa accttttaag
  1015081 tgaaatgatt gggacattcg ttttagtatt tggtatatta gcaattggtg caaataaatt
  1015141 tgcagatgga ttaaatccat ttatcgtagg tttcttaatt gtaagtattg gtttatcatt
  1015201 aggtggaacg acaggatacg caatcaaccc agcacgtgat ttaggtccgc gtatcgcgca
  1015261 cttcttcctt ccgattgcag gaaaaggcgg ttcaaactgg aagtatgcat ggattccagt
  1015321 agtaggtccg attttaggtg gatcacttgc aggattattc catcaagttg tatttgaagg
  1015381 aaaacaaaat gcagcactta tttatgtgat tattgcaact gtgattgtat tagcaatctc
  1015441 ttatatgaca agcaaaaaaa gtggaagcaa tacaaatagt agaaaagtag cataaggggg
  1015501 aaaccattat gaaaaaatat attctttcat tagaccaagg aacaactagc tcacgcgcaa
  1015561 ttcttttcaa taaaaaaggt gaaattgttc attcagctca aaaagaattt acacaacatt
  1015621 ttccaaagcc aggctgggta gagcataacg cgcaagaaat ttggggatct attttagcgg
  1015681 ttatcgcaac ttgcttaagt gaagcagatg taaagccaga acaaatcgct ggtatcggta
  1015741 ttacgaacca acgtgaaaca gcggttgtat gggataaaac gactggtaaa ccaatttata
  1015801 acgcaattgt atggcaatct cgccaaacag ctgaaatttg tgatgagtta aaagaaaaag
  1015861 gttatagcga aatggttcgc gaaaaaacag gtcttttaat tgacgcatac ttctctggta
  1015921 cgaaagtaaa atggatttta gataacgttg aaggtgcaag agagaaagca gaaaacggcg
  1015981 atctattatt cggaacaatt gatacgtggc ttgtatggaa attatctggt ggtaaagcgc
  1016041 acgtaacgga ttactcaaat gcatcacgta cattaatgtt taacattcac gacttacagt
  1016101 gggatgatga gcttctagac atgttaacag taccaaagag catgcttcca gaagtacgtc
  1016161 catcatctga agtgtatgga gaaacaattg actatcactt cttcggtcaa aatgtaccga
  1016221 ttgcaggtgt agctggtgat caacaagcgg cattatttgg acaagcttgt ttcggtgaag
  1016281 gtatggcgaa aaatacttac ggaactggtt gcttcatgtt aatgaacacg ggtgaaaaag
  1016341 cagtagcttc tgagcacggt ctattaacaa caattgcatg gggaatagat ggtaaagtaa
  1016401 actacgcatt agaaggaagt attttcgtag cgggttctgc cattcagtgg ttacgtgacg
  1016461 gaatgcgcat gtttaaagat gcaagtgaga gtgaagtata tgcttctcgt gttgaatcaa
  1016521 ctgacggtgt atacgttgta ccagcattcg taggattagg tacgccttac tgggatagtg
  1016581 aagtacgcgg cgctatgttt ggtgtaacgc gcggtacgac gaaagaacac ttcattcgtg
  1016641 caacactaga atctttagct taccaaataa aagacgtatt atgcgcaatg gaagcagatt
  1016701 caggtattga actaaaaaca ttacgcgttg atggcggagc agttaaaaat aacttcttaa
  1016761 tgaagttcca aagtgatatt ttagacgttc ctgtagagcg tccagtgatc aatgaaacaa
  1016821 cagctttagg tgcagcgtac ttagctggtc ttgcggttgg atattggaaa aaccaagatg
  1016881 aaattaaaga acagtggcat atggacaaac gctttgagcc aacgatggaa gcggaaacaa
  1016941 gcgaagagct atatgctgga tggaaaaaag caattgaagc aacaaaagct ttcaaataat
  1017001 cataaacagt gttataatgg tgacaagtta ataattcggt aggagatttg gagagaccac
  1017061 aacacgctat agaggcgaaa tctatagcgg agtttgtggt ctcttttttc gttatcaaag
  1017121 ggaggaatta ccatgaaatt ttcaagtaaa caacgtaaag acgtattaaa cggagtaaat
  1017181 aaacaagaat tagatgtgat cgtaattggt ggaggtatta ctggttctgg tattgcatta
  1017241 gatggagcaa cacgcgggtt atcaacaatt gtgtttgaaa tgcaggactt tgcagcaggt
  1017301 acatcaagtc gttcaacgaa gcttgtacac ggtggtctac gttatttaaa acaacttgaa
  1017361 gtgaaaatgg tagcagaggt gggtaaagag cgtgcgatcg tatatgagaa cggtccccat
  1017421 gtaacaacac cagagtggat gttacttccg ttccatacag gaggtacgtt cggatcattt
  1017481 agtacatcaa ttggtcttcg tgtatacgac ttcttagcag gtgtaaaacg aagtgagcgc
  1017541 agaaaaatgt ttaaccgtga agaaacgctg aagaaagagc ctcttgtaaa acaagaagga
  1017601 ttaaaaggtg gcggttacta cgtagaatat cgtacagacg atgcacgtct tacaattgaa
  1017661 gtaatgaaag aagcaattga gcacggcgca aaagctgtta attacgcaaa agtagacggt
  1017721 ttcttatata aagatggaaa agtatgtggt gtacgtgtaa tcgatttact agacggagaa
  1017781 gtatacgaag tttacggtaa gaaaattgta aacgcagctg gtccttgggt agatacactt
  1017841 cgtgaaaaag ataactcgaa aaaaggaaaa gtacttcagt tatcaaaagg tgttcactta
  1017901 gtaattgatc aaaaacgttt cccattaggt caagcgattt acttcgatac accagataaa
  1017961 cgtatggtat tcgcgattcc acgcggcgga aaaacatacg taggtacaac agatacgttc
  1018021 tatgataaag acgcagctgt accacaaatg acaacagaag atcgcacgta catcattaat
  1018081 gcgattaact acatgttccc aagcgtaaaa attacggaaa aagacatcga atcaagctgg
  1018141 gctggtgtac gtccgttaat ttacgaagaa ggtaagagtg catctgaaat ttctcgtaaa
  1018201 gacgaaattt ggacttctga atctggttta attacaatcg caggtggtaa attaacagga
  1018261 taccgcaaaa tggctgaaat ggtagtagac tacgtaacga acttactaca aaaagaaggt
  1018321 cacagtgcat atccgaagag ctcaacgaaa catatgccaa tctctggtgg acatgtagat
  1018381 ggctctaaag ggttaccagc atttatcgcg aaaaaagcag gcgaaggtac gaaatacggt
  1018441 ttaacaacag cacaagcaga agaattcgcg aaattctatg gctctaacgt tgacgtacta
  1018501 ttcgacttag caaaaaaaca taaagacgaa gcgaaagaat acaacatgcc actagacgtt
  1018561 ctaatcccac ttgtatacgc aatggattac gaaatgacag caaaaccagt cgacttcttc
  1018621 gtacgccgca gaggcgctgt attcttcaac atccactggg tatacgagtg gaaagaagca
  1018681 gtaatcaact acatggctgc gaaactaggc tggagcaaag aagaacaaat gaaatacaca
  1018741 gctgaattag agaaagcatt aacagacgct gtcattcctg tagatcaaca agaacatgca
  1018801 gctgcgttag cgtaaaatga gaaacacctg aaggcgagcc ctttaggtgt tttttctctt
  1018861 gactaaaaat aattagaatg tgttacaatg atgatagagt atgtagtatg aattttgcat
  1018921 aaaataaaga agacagaagc ctgagaaact tctgcctttg taacctaact tgctattgtg
  1018981 gtggtagtag gtgcggttat aagacaatta cattaacgtt ttagccgaga accgccctta
  1019041 ccttttccac gaagcagggt ggttctcgct tttttgtata cagaaattag ccatggaccg
  1019101 acgtatcttc taccgatgac aacgccagct ccggtcagga taccatacac taatttaatg
  1019161 acaaacatcg cgatcatatt atcacctccc ccttttttca aaatggaaga gatgattacc
  1019221 acacctacta gttatagctt attaagttac gtatttattg tattatgttt taaaataggg
  1019281 aacaagacaa atggatgaaa agtcctagtt ttaaatggtt gggtagtgtg taaagcgtgg
  1019341 tttgtcatat acaacttatt tgtgatcgcc tacaagttaa ggtgtttatt taactttatc
  1019401 tcttgttaaa taaacaaaca taactaaaaa ataaggataa tgataacaac gttcagatga
  1019461 aataaacaac agaactagaa aagcagtaga tcaacaagag caagcagctg cgttatgtat
  1019521 agaaattcaa atactatact tgtattttat aactcaaaaa cctaatattt agtttatcga
  1019581 gataagtgta atacaaaaaa taagataccg atatgaggtg tatcatgaaa aatttaatta
  1019641 cttacgaccc tgcaatccag atggcatatc tgtatgtaat tccatttact tcagaaattg
  1019701 aaattgaatc aactgaagaa ttggaagaaa atccgacatt aaatttagat atagatcaat
  1019761 ttgatcgtat agtagggatt gagttttttg gagaaaatgc tcgtaaatta aaagaattaa
  1019821 caaataagag taaaatatat ataaagaaaa cttcaaatga taatacatac atatactcat
  1019881 ttagactttc tcaagatact catttgcaaa aagtgttatt tcataatatc gtattttatt
  1019941 tttcggataa gaagtatgaa gaatttatcg gttttgatat tatgaagccc tctttgtatg
  1020001 gcaatgagat attagattct ttaagtgagt gttaggaaga agggggaccc tgattaaatg
  1020061 ggttcttttt tatttagcgg tttttgaaga agaatttcaa aatgaaagag cgccttggga
  1020121 gaaagacgct ctttaggtga atgtagtgta ataactattc ggtttattat atgtaatttg
  1020181 ctgaggaagt gttttataaa aaatgttatt atcaattaca tttttttatt tattttataa
  1020241 aacttttcca tacagtgcgt cgtctaatat atggaaagga ggaaatgatg tggatgaatt
  1020301 aacggtagaa gcgtttgaaa tagaagataa ggaggacctt atcgacgaaa tcatgaacaa
  1020361 gtatggacaa gaagtcttac agcttgtgta ttcatatgtg aataataaag aggtcgcgga
  1020421 ggatgtaacg caagatatat ttgtgaaatg ctataaatct cttcatacat ataaagggaa
  1020481 ttcgaactta aaaacatggt tatggagaat tgcgattaat cattgtaagg actatttaaa
  1020541 aagttggtat aacaaaaagg tcatcgtgac agaggatgac tttacgtata tggagagtca
  1020601 aaaagaaagt gtggaacaaa tagttattca aaatgcagag gatagtaggc ttgcttctgc
  1020661 agtaatgagt ttaccgatca aatatcgaga agtcatttat ctattttatt atgaagagtt
  1020721 atcaattaaa gagattgcta cggtaataga agtgaaggaa aacacgataa aaacgaggct
  1020781 gaaaaaagca aaggagcttt tgaagaaagg attggaggaa tagtcaaatg gaagatcgat
  1020841 taaaaggctt gcgaaaatca atggagaaca caacttttaa acatttgagt ttttctgatc
  1020901 agcaccagaa gcgggtgcgt gaaaaaatta atcaatcgtc cgaaaaagaa gaagacatcc
  1020961 ttttagcagt gttgcaactt cttatgaatg aaaaaacagg ttatgaattg gtgcagttac
  1021021 tacgggggag agggattcaa acatttgaag gtaatgaagg gtctctatac actttgttac
  1021081 atcgtctaga gcagaatcgc tttatccaat ctagctggga ccacgaagga gctaaatatt
  1021141 atcaattaaa tgataaagga aacaagatgc tgcgaaaggc agagaagaat gctacgaagg
  1021201 cacgatttat attaaaaggc ttagtacagg agtgagaaaa aattgaataa aaaaggggag
  1021261 cgttttttaa aagaagttac gaaccatatt aaatcaaaag aagcgaagga cttggtggca
  1021321 gcggaactag actttcactt aaaacagacg aagaatatgt ggatagggaa aggattaagt
  1021381 gaggaaattg ctgaagataa ggctgttgag caaatgggga gtccgattaa actgggacaa
  1021441 gaacttaaca aactgcataa gccaaaggtt gattggttct tacttatttt attagtggct
  1021501 gcgatggggt tagggttttt gccaataatc gctcttgggc atacgaatga tttactaatg
  1021561 aacaaaataa tttttgtgac tcttggaatt gccacagcta ttgggatgat gttgcttgat
  1021621 taccggaagc tagaaagact cgggtggctg ttttatacaa ttggaatact tatcttgtta
  1021681 gctataaaat gttttccgac tggttacgtg attggggaag caataataaa aattggcccc
  1021741 atcaaaattg attgtttaat gacgatacca ttcttctttc tagcttggac ttcttttttc
  1021801 aataatagta ggttaaagtt tatgcatctt cttatgttgt acgtattttc tttatatcta
  1021861 ttttcaacta cagcaattct tttacacatt ttcatctata ttacgatggt attcgttatg
  1021921 ctttggtgga gtaagttagg aaagaaaacg gcatggctca ttacgatttt acccatttta
  1021981 ccattgatta ttagggatct attttcctgg tctgcggtaa aagaatatcg gatagctaga
  1022041 attttaggat ttataaaccc agcgcatgat caatgggatt tacgtttaca agaggcgatg
  1022101 tcttcagcag gttggtttgg tacatatgga aatataaagt ctatccccgc tacccatact
  1022161 gattttgtat ttgcgagttt gacttactat tatggatatg tgcttgcgtt aattattgtc
  1022221 ttcattcttt ctctttttgc agtaagaata atgaacatag cttataaaat aaatgacggt
  1022281 tatggtaaat tgctcctcgt tggtggagtg actcttttta taatccattg tatttgtaac
  1022341 gttggcatga tcctcgggat attaccacgt ttttctatat cattaccttt tattagttat
  1022401 gggttagtac caactctatt tcatgcattt ataatgggaa tcgtactaag tgtatatcga
  1022461 cgtaaagaca ttccagcgag aaaatcagct taaaaaacaa accacctagt ccctatattt
  1022521 tttagggtgt aggtggtttt atttacacac ttaacaagtt tttccgttct caacttctcc
  1022581 gcatgaatct ggaatttgct tatcttttat taatagtaat agaagttcaa aaaactgttc
  1022641 gcgttgttct aatgtgaggt tttgtaaaat atcgtctgcg accttgtctt ggaacgcgag
  1022701 cgccttttcc atattggagt gcgcgcgttc agtaagttga attaatgtag ctcggcgatc
  1022761 agttggatct ggtatacgaa ttaggagctt gtcttgttcg agtgcatcga caaaatcggt
  1022821 aactgtacgt gctttgacgc ctaatttagc agctaatgcg ttcattcgaa tgggaccatt
  1022881 ttcagaaacg gtggatagaa cgcgtagcct tggccctgtt agatgataag gtgtgtcaag
  1022941 ggctgacaat tgagattgaa attctctttg aacatagttg gacgattgca ttaaaatatg
  1023001 aatgatatct attgcagctg gattatttga tttcatgaat gggatgacct cctcattatt
  1023061 ttgtagttca tttttgcacg tttcataaat atattgtata ttattagtga gtatcctctc
  1023121 tatattataa acaattagtg agtggcctca ttatatcgta tgctcataat gtgtaatagc
  1023181 gggataatta ctattataac tgatgcgggg atctatagaa aacgataata gagcgaggtg
  1023241 tatgtataga aggaatttca aatcgtttca gcattcaata gcaataccct taaaaaaaca
  1023301 tatgtaacgg aggattgtac atgactattg tagcattagt acttcaatgt ttattaattt
  1023361 ttgcattttt cttttcaagt gtgagtaaaa ttgcgggagc aaaaatgcaa gtagaggctt
  1023421 tcgctcattt aggtttacct caatggttta gaattgcgac aggttggatc gctttagcag
  1023481 gagtggtggg actgattttt ggtttctgga atgaggtcgt attagtttta gcagcattat
  1023541 ggattgcttg tattatgtta ggagctgtat tgtcacatat gcgtgttaaa gatccaattg
  1023601 gcaaaataat gccggcagca gtgcttatga ttttagcgct aattcttgcg ttcattcatt
  1023661 tttcagcagt aacagaactt ctgtaaagta aattgtagat tagtagattc gattgaatag
  1023721 aggtagaaac tgagcacgta cgataaaaat gatatcctca ttataaaaaa atagtgagta
  1023781 tattcattat gttgatactc atttaaatct gaatagatta ccggaaaaag aaaaggaggt
  1023841 atgcacgatg gtagatcatt catcacaaaa tgcagataaa ttactaggag ttttagtagt
  1023901 tacgctaata ttttcagtta tgaacggtac gatgtttaat gtagctcttc ctgaaattgg
  1023961 taaagaattc aaccttgttc cttcagaggt tagttggatt atgacgagtt atatggtcgt
  1024021 ttatgctgtt ggttccatcg taatgggaaa actggcggat aaatatcggc taaaagattt
  1024081 gttaacgtat ggattactta ttttcgctct aggttccttg cttggcttac ttgctactga
  1024141 gtattgggtt atcattttag ggcgtgttat tcaagcagcg ggagcctctg ttcttcctgc
  1024201 gacagcaatg attattccgg ttagatactt tgcgccagag aaaagggggc gtgcgcttgg
  1024261 aacttcagca gttggtttag cgcttgggaa tgctttaggg cccgttgccg ctggattaat
  1024321 tacgagtttt ggaagctgga gacttatgtt tgttctttca ttactaccac ttttaacgct
  1024381 acctttcttt agaaagtatt tagacaatgc aaaagggaag gcgggtagta ttgatattct
  1024441 tggcggaggt ctattagctg tatcagtcgc gttcttcttg cttgctatta cgcaaatgca
  1024501 agtgctgtta ttccttagtg gatttgctac gttagctttc ttcattttgc ggattagaaa
  1024561 agctaaagag ccttttatta aaccgattct gtttaaaaat aagaactttt cgattgggtt
  1024621 actccttgct tttatgacga cagcgatgag ctttagtatg acattcatga cgccgcaatt
  1024681 tctatcagca gtaaatggat tgactccttc gaatattggt tttgttttag ttccagctgc
  1024741 aattgcctcg gcaattatgg gaagaaaggg aggaagggta gctgatactc ggggcaattt
  1024801 tgcacttgtt tttattgcct cagtattcat attccttgct ttctcattat tatctacttt
  1024861 cattggggtc tcggcttttg tcatagcatt gattttaatt ttcggaaatg taggacagac
  1024921 ctttatgcag atttcaatgt ctaatacaat ttcacaaaca ctgtcaaagg aagagacagg
  1024981 tgttggaatg ggattactgt cgatgattaa tttcatatct ggcgcgatgg ctatgagtgt
  1025041 agtagggaaa ttgcttgata agggatcgac ttcactgaag ctaaatcctt ttgttgcaaa
  1025101 tgaagctgca aatatgtata gtaatatctt cggcgtgatg tcattattga tcttatttgt
  1025161 agttgtgctg tatcgttttc aatttggtac gggcgtttct acgttaaata tgactagcaa
  1025221 aggtaataaa aatttataaa agaatacaag gaggtttatg tatgaatgct caacctgcat
  1025281 ctgtttcttc gcagtcaaag gagtttgaca atgtgaaaag actccccatt ttaatatcga
  1025341 tgattattgg ggcgtttttt accattttga atgaaacatt attgaacgtt gcttttccgc
  1025401 aattgatgat tgagttgaat gtaacaccgt cgactcttca atggctttca acagggtaca
  1025461 tgcttgtagt tgctgtatta attccagctt ctgctttatt agtacaatgg tttacaacaa
  1025521 gacaagtatt cataggtgct atggtagtct ttactttcgg tacacttgta agtgcaattg
  1025581 cgcctggatt ttctatacta ttaatggggc gcttgttaca agcggcgggt acgggattaa
  1025641 tgatgcccgt attaatgaat acgattcttc ttctatatcc tcctgaaaag agaggagcgg
  1025701 caatggggag tattgggctt gtaatcatgt tcgctcctgc cattggaccg acactttcag
  1025761 gtattatttt ggaaacgttg aactggagat ggctatttta tatcgttttg ccattcgcaa
  1025821 ttttttctat cgttttcgcg tttatttatt taaaaaatgt ctcagagcct actaaaccaa
  1025881 aggtagatgt attatctatt cttttatcta caattggatt tggcgggatt gtttatggat
  1025941 tcagtagctc aggtgaaggt tgggatagtt tccaggtgta tggaatcatt ctaattggtc
  1026001 ttgtagcact tctatttttc gtattacgtc aattgaaatt gaaagagcca ttactagatc
  1026061 ttagtgcatt taaatatccg atgtttacgt taacgacaat tttattgacg atcatgatga
  1026121 tgacgatgtt ctcgacaatg acgttactac catttctatt ccaaggtgct ttaggtttaa
  1026181 ctgtttatgc aactggtctt atcatgcttc ctggtagtct attgaatggt ctgctttcgc
  1026241 cagtttcagg gaagctcttt gataaatttg gtccaagagc gcttattatt cctgggacgc
  1026301 tgttattagc aagtgtgatg tggttcttta cacaagtaac ggcagatacg tctaaaataa
  1026361 ctttcatcct attacatgtc actatgatgg tatccatttc aatgattatg atgccggcgc
  1026421 aaacgaacgg tttgaaccaa cttccgaagc gattttatcc tcacggaaca gctattttga
  1026481 atactctatc acaagtagcg ggtgcggtag gagttgcgtt ctttattagc gttatgactt
  1026541 ccggacagaa gaaatatttg gatgcatctt caaatccgac tgacccagct caattgacag
  1026601 aagcaatggt ttcaggcgtg cataacgcat ttacaattgg ctttggtttg gcactacttg
  1026661 cagttgttgt agctttgttt ataaaacgtt cgcagacttc agaaagttaa ggggcgaagt
  1026721 aaagagggta tgccgagggc taccctcttt attattttgt tcctacatag taatttgatt
  1026781 tgggttcctt cttattaaaa tagtattttt cggatagcgc acctgtttaa atttataata
  1026841 gaacaactct aacttagcga taaagtttca ttttatgttt aaataagtga actcgcttta
  1026901 atagaagtac acaattcaga acgagaaatt gattcagcta attgttgtaa ataggcgtat
  1026961 tctgctgcgt ctttttcaga agtgttagga tccaataaag gtgaagaaag aagtacatca
  1027021 atcgtaagta tgtctgcatc atgagagacg atattataac ctgcaaatac aggtcgtttt
  1027081 aagtctttta ctttttgaat catctgatgg aatttcgtaa cacttatatt gatttgtgcg
  1027141 aatggaaagc atttttgggt aggattctcg atggtctttc taattttata atcgtataca
  1027201 tagtagtact tttcttgctg ctcaagtgtt tgcaactctt tcgttaataa gtggtatttg
  1027261 tctgtaagtt caattgtaag tgcatcgtgt tcttcgtcaa ctaataatgt gaaaggtctt
  1027321 ggtgatgaga ttgaaagggt gcggacgttt agatcagtaa aagtgggatt agattgtaaa
  1027381 atggtatgta atttctcggt aggaaactca ccgtcataaa tagcaataaa ataatggttc
  1027441 atcttttcgc tccttaactt ttttctaaac tgatatattc tactttaaag ttgtaaatcc
  1027501 tgcacaaaaa agaaacacct tgattgttat caaggtgtaa taagctcaaa actctccgaa
  1027561 tcagcctcaa caataaaagg actaacctcg ccaacgctat aaagttgtaa ttcatgcatt
  1027621 gcgcgtgtac aagcagtgta gaacaatcga cgaacgctct catcgttgta tacatcttta
  1027681 gacgcatcgt aaataataac ggcatcaaat tcgataccct tcgctaagta agctgggatc
  1027741 acgacaatgc cttgctcata ctcggctgag ttactcttca cgagtttaat attctcgata
  1027801 ggactaagtg cctcataggc agcggcgctt tcagctgcag atttacatat aattgcgatc
  1027861 gtgttgtgat tttgtttttg taattcagca actttggcag taatacgttc gtgcagttcg
  1027921 ctctcattcg ctactttcgt cactgtaggt ttctcaccgt cacgttcaaa ggcgtgaatg
  1027981 ttcttccctt ccggtacgag agcacgtgta aattcaataa ttggttttgt tgagcgataa
  1028041 ctacgagtta agttaatgcc gtttgtttcg tctggcccgt ataaattcgt aagtgtatcg
  1028101 aaattaactg tttcactcgc atgagcaaat attgcttggt taaagtctcc aagtaccgtc
  1028161 attcttgcgg cagggaagag acgttttaaa aactcgaact gaaacggcga ataatcttgt
  1028221 gcttcgtcta cgagtacgtg tttaatcgat ctgttcgttt ggaaaccttc aattaactct
  1028281 tttaaaagta aaaatggagt cgcatcctcg taatatagct ttccttcatc gagcatgttc
  1028341 accgttagtg agcaaatgtc atcccattct ttcagttttt ctccagtccc ccatgatgca
  1028401 tctgtgaaaa gttgtttata tatacctgtg aaattgataa agcgtaatgt ttgaacgcct
  1028461 ttacgcagcg gcttcaattt tttacggaca atcatacgtc caagtactct cgtttctttc
  1028521 tcaaaatctt gaaaggagtt gtcgtcaaac tcgccttttt tctgcaagta tttataagcc
  1028581 ttttggtatt catctttact aagtaattca atttcttctt ctacccaagg ctttttcaat
  1028641 tctgcttttt caattgcatc tatttgttta tttagccaat ccgttaactt ctcaattcga
  1028701 ctatggaagc ggagggagga gtcggtattg taaaactgct ctgtaatttc tttcgcagaa
  1028761 acaatcagtt ttcctctaaa tttcattcct ctaaatagca tgcctgaaga ttcaagagat
  1028821 tgtctgtacg ctcgaatcat ctcgaaaaat tgagtagatg ctttaaaacg aatactagca
  1028881 tttctcgttt tataggcagg gctattcgtt tcagttagca tatactctaa ttgttcataa
  1028941 gggtcttcca catcaaatga cttacttagt ctatggttta aatattcttg gaatgtaact
  1029001 tgctgcatat tctcttcacc aagttcaggt agtacgttag aaacgtagct gttgaacata
  1029061 gagttagggg agaagagaat aatttgatca gcttttagcc attcgcgata tttatatagt
  1029121 aagtaggcga ttcgttgcag ggcggctgac gttttaccgc taccagcagc tccttgtacg
  1029181 ataaggagtc ggccttcatc gtgacgaata atttcatttt gctcgcgctg aatcgtagca
  1029241 acgatacttt gcatatgttt gtttgtacct tttccgagcg cttgttgcaa gatctcatcg
  1029301 ccaattgtaa ggctcgtatc gaacatagaa tcaatctcgc cattttgaat aatgtattgt
  1029361 aattttttct ccacattacc gtggattact ccgcctggtg tactatattc agccggccct
  1029421 ggtggataat cgtagtagac actcgaaatg ggtgcgcgcc agtcgtatat aagaaagttt
  1029481 tctccgctag catcagtaag tgtagcaacg ccaatataaa tttgctccgc agcagattct
  1029541 ccttcttctt tgaaatcaat tcgtccaaaa taaggtgctt tatgcatgcg tcttaatgcg
  1029601 gcaagtcgat taaaggtgtg cttatgagta atttgtgtga cagctagtga ctgagcttgt
  1029661 tgtcttaagt tgataactgt ttcaagataa tcatcaaaag tatcagtatt cactttcacg
  1029721 tcatcccaga aatgtttacg aatattgatt acttctgctc ggcgtctgcc agtttcgttt
  1029781 tccagcttat caatttgctg cgtaatcgtt tcgattacgg tatccaatcg tttttgctct
  1029841 tgatcaagtt ttttgttcat acgatagcac tcctttaaaa gtgaaaaata gaggttgact
  1029901 gaagatgtgt tttggtgtac aattaagata gggataaata cgttctttta attttagaaa
  1029961 acgtgtttct gtactaattt aacatagttt tttcatttaa tcaatgataa taagataaac
  1030021 cttggttcca tgatacgtgg atcaagtttt tttgtgtttg tagagggagt cacgcttgtt
  1030081 gtcgtttttt gtcggtaagt cgatatattt tgaaaatcgc cgatataatt tattcgaagg
  1030141 accaactata taatttcatt taccgaatcg gacataacta ccgagagaag agggtataca
  1030201 aaaaaagctc gggcctaagc ccgagctttt tatttcatta tttcttttct tcttttttag
  1030261 cgtcagcttt tttctcttcg aaaagatctt tcaaatcttt atcgtcaact tttacgtcag
  1030321 cttttttgat ttctttcatc ataaggtcgt tcatgaattc gccgtcttgt gatttcttcg
  1030381 caactaattc ttttttgatg tcagctttag attgctcgaa tgatttttct ggttctttaa
  1030441 tgtctgtaac tttaatgatg tggtaaccga attgtgattt cacaggctcg cttacttcat
  1030501 cttttttcag tttataagca gcatcttcga attctttaac cattttacca gctccgaaga
  1030561 atcctaagtc gccacctttt tcttttgaac cagtatcttc agagtattgt ttcgctaact
  1030621 cttcgaaaga tttgccttgt ccaagttctt ctttcacctt tttcgcagtc gcttcatctt
  1030681 ttacaagaat gtggcttgct ttaatttcag gcttgtagtt gtctttcaat tctttatcag
  1030741 tgattgtttt ctcgatagct ttttcttgag ctaattgagc acgcacacca gtttttaacg
  1030801 tttcttcttt aataccttgt tgttttaata gtgtatcgaa ttgatcaccg tattgttttt
  1030861 tcatttcatc gtactttttg tctacttctt tgtcttcaac tttgtagttt ttaataagta
  1030921 ctttttccat aaccatgttg tttaacactt gtttaccagc ttgtgtcttc atttgctcgt
  1030981 agaattcgtc ttttgtaatg tcaccagctt tagatgtaac aattttgtct gatgatgatg
  1031041 ttccacatgc tgataatgcg attacacttg ttgcggctaa ggcaagcata gctttcttca
  1031101 ttcgataaac actcctacta ttatgtattt ttaatttatc ctataccaat gaactttagt
  1031161 tcattagagc ccgattaagt ctcactgata cttttgcttt ttatgttggt aaagcgcgct
  1031221 taacagggct taccgaggct ttaggataaa gttaagatgc gtgtcattta tttcatagta
  1031281 taagcaatat gtacaaaatt taatatatca tatttcgact tgatttcata ttgataaaga
  1031341 aaaattaacc agtgcgtgtc agattttgaa ggtgttccat attgggcata tgccgcatat
  1031401 acagaaaata ggaggggatg gggatgaatt ctcaacttat tttattactt gtactgttta
  1031461 ttttattggt tatagtaggt ataatttgct tatagaggaa aaaagtgagg aaggggcttt
  1031521 ccttcctcac tttccatgaa atataatttc tatataacta gaaattaata aaattgttat
  1031581 acatacatta ataacccgaa agacaccggg ttggcggctc gcagatattt gttttcgttc
  1031641 acacagtgta tgtgtcatga aattcgtgta aaatataaca agaagtgcga atgcgacaaa
  1031701 aacaactgtt ataagtgtca tgaggcgaga cctccttttg gctaaaatac atatactcta
  1031761 tatattgtat catacgatat tttgttcgtg ttataaaatt cagaaataga agactttgtg
  1031821 ttagaaagtg agggagaaaa tggacgttgt tagaagatta gaacaagctg aatactatgt
  1031881 agacctacta tttaaaatga ttgatgaaga aaagtgtcca ttttattctt tgatcataaa
  1031941 gaaaaaagct cgtaaaaaag atattgaacg tatactaaat ctttgtgaaa tactgaacga
  1032001 acaatatgta gtagagaagg ccgaagggct tctgttgttc gatgcgctgt tagatcaatt
  1032061 tgaaaaagcg cttccacatc agctcgaagt acacgaaact gcggaagcgc tagcaaaaca
  1032121 aggtttattc aaaccgctta tgaatgaatt cttaagcatg attgcgaaaa agtaaataga
  1032181 ttacttctta actaacttct gatcggattc tgtaaagttc tcttcaatat cttctaatga
  1032241 tttctcaaaa atatcgatga agtcttgtcc gtaaatgtta cgcaagatag caatcagttc
  1032301 gatattttct gggaacttcc cataaaaatt acgaagtgca agggccccat taaacactga
  1032361 attattttca gggtcatact cctccattaa gcgaagtagt aattcttccc ctttgtctgt
  1032421 aatttcaatg tacgtatttc gtttatcatc ttcttttttc gagaatacaa gatagccgcg
  1032481 ttcttccagc tttttcgaga agttaaacgc cgttgatacg tgcataactc caaacttagc
  1032541 aatctcagaa atagaagccc cttttaaatg ataagcgatt gttaaaatat gatgctcatt
  1032601 gatgtttaaa tcgtaaggct taatccacat ttgccaatct ttttctacac atttccataa
  1032661 cgctttcgat aattgagcaa tgcgttggct gaaaatcatc gcttctttta ccgagtaatc
  1032721 tttttctcca cttttcattt actcacccac tttaacattc tttttcatta ctatctatta
  1032781 tgccagtaaa ataaaaatta ataaagtctt tttgtgagaa ttgtgaaaat ttttcggaaa
  1032841 aatgacattc tatacaaatc atgcataact atggaagcgg tttataagtc gcgagtacat
  1032901 gtgttgtcca tacatgttaa gtgataacat atattgtaaa tgcataaaaa cacggcatat
  1032961 ctatgtgata tgccgtgtca aggtcaattt atataaaaaa tatttgttat atgcaaaaaa
  1033021 ctaagcagga atttgtttac gctttttccg gaacagcttc ttgtagtttc tcaattgatt
  1033081 tttgaatgtc caaaatctct ttctcaatat gtcgtttgtt ttgagaaatg tcttgcttcc
  1033141 agttagaaag tgtatcgtgc atatcgtctt ttaattcttg gaacacttct ttaccttctg
  1033201 aagcagtttc aacgatttga cgttttaata atttcgtatc agctgtaata tcagctaaag
  1033261 tctttttaat atcatttcct ttttctttta acttgccacg catgtctttg ccagaagaag
  1033321 gagttgagaa gagaacagct agtccagcaa ctgctccgcc gcaaatgaca cctgtaataa
  1033381 aggatttagc ttttgacata aaaggagacc tccttatttt ttgttcgtat tcatgatgtg
  1033441 aaaaaatacg catatcttta agacgaggga aagaatagtg ccagtccctg gcatcttaag
  1033501 tggagaaaca agccgtgcca tatttaatca ctttaggaaa gtggcttgtt atgtatgact
  1033561 acttattata gtgtcactat ttcacgctat ttgcaattgt acttgcgatg ttttgtaaat
  1033621 tttccattgt gtattcattt tgatgtgatt tccaaacagc accgaaacca tcgttttcac
  1033681 cgtagcgtgg aattaaatga aggtggaagt ggaacacagt ttgtccagct ttctcgccgt
  1033741 tattgttaag taggttaaag ccaactggat taaactctgc tttaatcgca tttgcgattt
  1033801 ttggaacgac agaaaaaatg tgtgatgcga tttctggcgt taacgcaaaa atgtcttgtt
  1033861 tgtgaacttt tggaataaca agagtatgtc cttttgttac ttgactaata tctaaaaatg
  1033921 caagcacatg ttcatcttcg tatacttttg agcaaaggat ttgcccgtca atgattttgc
  1033981 aaaaaataca attatccgct gtatgattca ttgatctcat cctttcaaat atccttagcc
  1034041 gtattttacc ataattacat aagagaacaa acacgaaaaa caggaagctg actcagcttc
  1034101 ctgttttctg aagagggaat gaaaaagcat tatcgtaatt tacgtttcgc agacacctca
  1034161 tttatttaag aaatgcacgg taaatcggct aaagtttctg ccgtagacac cccattttca
  1034221 agtgaaatga attgcaatct tttataaaag gaaattgttt atttttaaaa cagtatatgc
  1034281 tctttcagag acaccccgtt tctaaaatga aacaaatgat ctggttatgt gtaaatttct
  1034341 ttgtccaaca tggacacccc atttcatgat gacttcacta tgttgttgta ctcatcaata
  1034401 ggtggtcgct ttttcaatgt gttccttctt cactaattat gatgtccgct ttcgtaaaaa
  1034461 tatatgcgaa taaattttaa ttttttttga atgcatcgat actatgtagt acagcgtaat
  1034521 ttttggtaag atgaatatag aacgaatata aatgaagaaa gtggtgtcgt atgagcgagt
  1034581 tattgcgtgt agaaaatgtt acaggaggat atacgaaacg acctgtatta aaagatgttt
  1034641 cgttctctgt gaataaaggt gaacttgtcg gcttaatcgg tttaaatgga gcaggtaaaa
  1034701 gtacgacgat taaacatatt atcggtttaa tggaaccgaa aaaaggaact gtcacaatta
  1034761 atgggaaaac aattcgtgat gatatgactg cgtaccgttc tagtttttcg ttcatcccag
  1034821 aaacaccagt attatatgat gagctaacgc tagaagaaca tttgaagtta acagcgatgg
  1034881 cttacggtgt cgatgaaaaa caatacgaag aacgtgtagg acaattatta caagaattcc
  1034941 gtatgaaaaa tcgtttgaaa tggtttccgt ctcatttctc aaaagggatg aaacaaaaag
  1035001 taatgattat gagtgcgttt ttagtagagc catctcttta cattgtggac gaaccgttcg
  1035061 ttgggcttga tccgttagca atccaatcac tccttcaaat gatggatcaa atgaaaaaga
  1035121 gcggtgcagg tattttaatg agtacacata ttttagcgac ggcagaacgt tattgtgatt
  1035181 cattcattat tttgcatcaa ggcgaggtaa gagcgaaggg aacattatct gaactgcaat
  1035241 tacagtttaa tatgccaggc gcaacgttag atgatattta tattgcatta acgaaggaag
  1035301 aagattatga atagcacagc gttatggaaa gaacgatttc gtcacttttt acaagaagtt
  1035361 cgtacatata gtaaatacgt atttaatgat catttaaaat ttattttcgt attcatcatc
  1035421 ggcgcaggag cgtattatta ccagcaatgg ttacaaacgt taacaccttc gtttccgact
  1035481 gcgctcgtta tggcagtgtt acttggactc gtattaacag ccggatctat tcaaacgtta
  1035541 ttaaaagaag cagatctcgt ttacttactg ccagttgaag aaaagttaaa accgtacttc
  1035601 acaaaggcat ttctttttac gtttatgatt cagttataca taatcgccat cgtagcagca
  1035661 gcgcttgccc cgttatactt ccagcaaatg aagcaaacag gagcggctta catatggatt
  1035721 gtaatcgcgt ttgtcatggt aaaagcgtgg aatttattcg tagcatggga aaaatcattc
  1035781 ttaacagacc aaaatataca aagagccgat tggttcattc gatttatttt aaacgccgta
  1035841 tttgtttatt tccttgtgga acgtacttcc gttatgttta ttggtggaat cgtccttctc
  1035901 atggtgttat atcttgcgat catgcatcaa atggtgaagg gaaaaccact aaactgggag
  1035961 tatttaattt ctgaagaagg taaaaagatg atgctactgt accgcatcgc gaacatgttc
  1036021 gttgatgtac cagcattaaa agagagagta gcacgtagaa aatggcttga tttcattctg
  1036081 tcgatgatcg gcgaaaagcg tacatattta tacttatata cgagaacgtt cttaagatct
  1036141 ggtaattatt ttggattata tgtgcgtctg ctcgctcttg gaggagttat tctttacttc
  1036201 atcccgtttt tatatggacg atttatcgta agtcttatct tcttatattt aatcggttat
  1036261 cagctattaa ctttatggaa gcaccaccgc atgaagattt ggcttgattt gtatccagta
  1036321 gggggagaag agaagaagaa agattttctt actttactaa atgcgatcct tattacaggt
  1036381 agtattatct ttacaatcat atttctacta gcgacgaaag atttcatgat gacaggaatt
  1036441 ttactagtcg taagcatagt atttagtatc ggtttcgttt atcaatacgg ggcgaaacga
  1036501 attgagcgtt taaattgaag ggaatgaacc tatgattaca tatgaagaaa aggttataaa
  1036561 agagctggag cagtggaaag ctacattcat gaaagattct tctatgatga cacggttctc
  1036621 aaagaaagtg cagacgaaag tacaacagct tattccggcg aaagtgcaaa aagtattaac
  1036681 agaaacgatt cggatgatgg tacaaacaat tagtgccgga tcaaacttta taaagccgaa
  1036741 attaaaagag acgaactggt cattgcaaag acgagatgat gaagtacgta aaaaaatgga
  1036801 tgagtacaaa aaaatagcag cggcagaagg agcagggacg ggagcaggcg gtattctcct
  1036861 tggccttgct gactttccgc ttttgctcgg tattaaaatt aaatttttat tcgatgcagc
  1036921 aacattgtac ggatttgata cgagcgataa agaagagcgc ctttttatcc ttcacgtttt
  1036981 ccaacttgcc ttttcaagtg acgaacaccg aaaagaaata tggaaagcca tcgaaacgtg
  1037041 ggatacagaa gaagaaaatc atatggactg ggaaaagttc caaacagagt accgagacta
  1037101 tattgattta gcaaaaatgc ttcagctcgt accaataatc ggtgccccgg tcggcgcata
  1037161 tgcgaactat caattactgc aaagacttgg ggaagtaacg atgaattgtt atcgtatgcg
  1037221 attgttgaat aggaattaaa aggaaggcgt cctacatgtg taatgtagga cgcctttttt
  1037281 tagaagccaa gtccgatata gctaacgcca actataatta atacgacaaa aagcacaatg
  1037341 attaatgaaa atccgctctt accagcttgt ccaacttcac caccgccgtt accgccacta
  1037401 ccacctttac caccaagtcc catatgctag cctccttatt gttatatatt gcttttgttt
  1037461 tatatttttc ttcatttacc aataaattcc ttatggagca ctaactaact tgaaaatcat
  1037521 ttcgtttcat tttataattt acttaccgac cggtaagtaa aaataagtga ggtacagtat
  1037581 gacaaagaat ttacaaacat cgcaaaacat tgtagaggcg tcatttaaac ttatggcaga
  1037641 gcacggcatt gagaagatga gcctttccat gattgcgaaa gaggtaggta tttcaaaacc
  1037701 ggctatttat tatcattttt cttctaaaga agcgttagtt gattttttat ttgaagaaat
  1037761 tttttctggt tatcatttcg tgagttattt tgataaagag caatatacga aagaaaattt
  1037821 tgtagaaaag ttaatcgcag atggtttaca tatgctctct gagtatgaag gacaagaagg
  1037881 aatactacgt gttataaatg aatttatcgt aactgcggcg cgaaatgaaa agtatcagaa
  1037941 acgcttattt gaaatacaag aagagttttt aaatggtttc cacgaattat tgaagaaagg
  1038001 cgcgagacta ggcgttgtgt cacagcatgc aacagaagaa aacgctcata cgctagcgct
  1038061 tgtaattgat aatatgagca attacatgct catgggattt cagttaaagt ataaagaaat
  1038121 ttggattcga aatgtgaaaa acgtcatgaa ggaggaataa aagtgaaaat gcaaaaaaac
  1038181 tggtggctcg gttttcttgg atttattggg gtgtataaaa ttccaggcat gatagaagct
  1038241 tttcaagcgg atggaaattg gatgaagtta atcggtttca tttggctact ttggttcgga
  1038301 tattttatac ctgagaagaa agaagattaa atttcaattt tctgtaaggt tatgtaaaat
  1038361 atagattgag actattcata tattagatta ctagatttgg agtggttaca tggatccatt
  1038421 gaaaaatgaa attcaccctg acatggtcaa ggtgtggaaa gttcgggctg taatagaaga
  1038481 agggatcggt attctcgtca tgttagcgta ccttttcctc atgataaagt ttgattggtg
  1038541 ggcgtggatt ttgtatgtaa tgattgggct aacagttgtg ttcgcaccat tttcgtactt
  1038601 cttattcccg aaactacgtc aacgttatta cagctaccaa ctaaatgaag aagaacttga
  1038661 aattcagcat ggccttttcg tcgtaaagcg cgtattagta ccgatgattc gtgtgcagca
  1038721 cgtgacgatt gaacaaggtc cgataatgag aaaatatggt ttagcagaat tacacatttc
  1038781 aacagcagca acttctcaca gcatcccagg cttaacgatg tatgaagcag aaatgttgaa
  1038841 aacgaaaatc gcagaattag cgaaagtgag tgatgaggat gtataagaga cagcatccga
  1038901 tcacgatgtt attggaatta aaaataagag attttatacc atttattatt tttctcctta
  1038961 gtttaaaagg aaagttccca ttttggtatt tagttcctgt cggttttgcg gtaatcacga
  1039021 ttgtttcagc tatcgtaggc tggtattaca aagtatattg gattgaaaat aacgtattac
  1039081 atgtgaaaca aggtctcttt gtgaagaagg agagctactt aaataaagaa cgtgttcaaa
  1039141 caatcaatac aagctctaac gtgttatatc aaatgcttgg cttaaagaaa atccaaattg
  1039201 aaacagctgg cggggggcga tgatgcggag gttagcttag ccggtattac agtagaagag
  1039261 gcaactgagc ttattgcttt gctaaatgag ccaactccag aagtgaaagc agaaggaacg
  1039321 ctagacgaaa aagcggaaca tgcaatagaa aaagaaatcg ttacagaaga aaaacaaacg
  1039381 acagaatata aattgacttg gaaagaaatt ttactagcct ctgttacatc cgggcagttt
  1039441 ggactattat tctcgttaat ctttttcgtg tatcaccaag tagaggaata cattccgaaa
  1039501 tggatagaga atagcgtaaa gtcatatgta atgcaacatg atatatatgg ctggattttc
  1039561 atggtagcta ttttactcgt cctttcgtgg attatatcta caatcggtta tgcgctaaaa
  1039621 catggagatt tcacagtaaa tcgaagaaat gacgaagtcc gcatttcaca aggattactt
  1039681 gagaaaaaag aactcgtctt aaagttacat cgtattcaag ggattacgat aaaagaaagt
  1039741 attttacgtc agccattcgg ctattgtgct gtgcaagtag aagtgattca aagtaaggga
  1039801 acgaatgatg aaaaagaaaa agttacactg catccaatca tccgaaaaga ccgagtacaa
  1039861 cagttactcg cgcatttaca actaccgtac gaactgaata caaatattat ttcattacca
  1039921 aaagcagcat tacgccgcta tctcattgat agcttcatct ttttcgcaat gatagctatc
  1039981 ccgcttattg gaataagtat atactttgaa aagcacttca tcatgtgggc actaattccg
  1040041 ctcacgatcc tcatctttac acttggttac gcaacattta aaacaaatgg ttacagtgta
  1040101 aacggagagc aaattacact tgtatatcgc agcgtcggaa aatatacagg acttattaga
  1040161 agaagacacg tccaatcgat ggaaaagacg caatcctatt tccagcgccg cgcggattta
  1040221 tgtacgtata agttttcgag cgcatcatcg agttataaat tagagcatac gagagtagaa
  1040281 gatgcggaga gaatgcagaa ttggtataag aagagaataa gtgagaatta agtggaatgg
  1040341 ctcgtctttt gcggaaggcg agttattttt ctatgtaaaa atgataggaa ataatgaata
  1040401 atatatgtga cgcaaaaaaa gtgaggtgag caggattggg gaaattttta attccgtatt
  1040461 cccattcttt attaagctta tttatttcaa tgacgataat tcaaatatac gatgaaaagg
  1040521 ggatttttga aggagagcta ttttctattt ttacgaatct ttttattgct atggcccaaa
  1040581 tgttggccgc tactttaata gttggagtcc ctgttgtttt agttggatgt cttcttggag
  1040641 agatattgtt taggtgcgtt attttaccta taaagctaca ttttatccca tccttaattt
  1040701 tatatattct tttagccata agtattgttt tttgctatga agttatatct gacggggttc
  1040761 ctacaacata tgaaaatact cgtattatta aaatgatgta ctttatggga ttaactataa
  1040821 tttgctctat tacattttta gtaagtagga ctacatatga aggaaaataa ggtgattata
  1040881 tgaaatacac ttgtccatgc tgcggatata aaacattaga agaagaacca ccaggtacat
  1040941 atgaaatttg taacatatgt ttttgggaag atgattctgt tcaatttaaa gagcctgact
  1041001 atgaaggcgg ggcaaatgaa gtttcgttaa gacaagcgca ggaaaatttc attgtgtttg
  1041061 gtgcctgtga aaagcgatgt attgaattgg ttagaaagcc gactagtgaa gatgtgaagg
  1041121 atgctagttg gaagcaaatt tgttaaatag ctttaaataa aaatgttatt actcaattta
  1041181 acaagagtaa taacattttt tatgccatga tgaaagaatg aacgccgcct tgtaaaataa
  1041241 aaaagaaata aaattttcgt ctttggagac aactaattat taatttgatg attcagctga
  1041301 tttttttatg tagttattga aaaacactat agtttctaga gagtgaacag agattttgaa
  1041361 ttgatttaaa gttgacggaa caaaataaaa cgaattgagc aaaaaaactt gcaaaactaa
  1041421 aaggggagtt gtatattaat tgacgtatca aatattgatt tatcaattaa tgttttaata
  1041481 agtaagaagg gggaattttt gaaaacatgt tattcagacg atgtcggaac tttatataaa
  1041541 ctacaaggtt aaaatgaaga tataagaaat ttatgtaaat atcgttaagt taggatacat
  1041601 gttgcaagag ttaaaaaaca gacaagtaaa agcatggtat gcacatggat atgatataaa
  1041661 tccagtcggg actatacaga ggaaagtata tctgtaacct ttggattgga aaaagagtgc
  1041721 tatgtactag ttatatttct atctgtcggt aaagcaaccg acaaaggata tgcttcatgc
  1041781 ggtctctttg ttgatagaat tgcacaatgg aaatagtcta aaattgatgt tagggagtag
  1041841 agggggcaca atagtgtgga aataatcgca gctattttag tcgggatcgt agcattagag
  1041901 catttattta tcatgatcct cgaaatgttt tttatgaatt caaaagtggc aaaacgtgct
  1041961 tttaaattac cggagcattt agaaggagat cgaaacgtcg ccattatgtt tgcaaaccaa
  1042021 ggtttatata atggattttt agccgttggt ctcatttggg gacttatact tggtctcaat
  1042081 tcaattggtt atatggttca attattcttt gtaatatgtg tggtagtagc agctcttttt
  1042141 ggcggtttca catctaataa atcaattatt gtgaaacaag gacttccagc tatattagcg
  1042201 ttgattgccc ttttaattgt gatatagaac caaagcgttt gaataaaaaa attcattttt
  1042261 gaaaaatacg ctattctttc tgtaggctca taggaaagaa tagcgtattt tttcattttc
  1042321 atatccttca acttaagaag tgtataacat gcgaaaataa taactttgta ccttttcact
  1042381 tagaaatgta aatcctctct ttttttgcgt aatgattatg aaaatgcgta ttacatcaag
  1042441 gattggaacc gaattaacgc tttaaaatat agaaagtggg gaaaataatg taaaaaaact
  1042501 attgtatgtt taaaaacctt gtgttacatt tgtgttacaa ataagttaca ggatgtgact
  1042561 tttgttacgt tttattttct gttgtttttc gatatgttac gaattaaggt gcatatccaa
  1042621 tcaaccgaga atatataaag ttaaaaaact accaaaataa aaatagtttt cctatgtgta
  1042681 taagagtgtg tgtagtaaag agcctggtga gaactttacg cacattatta aaattccttt
  1042741 ctgtcttaaa agaagaagaa aaccaactac caactattta ggggttttaa gtaatgatag
  1042801 taaatgaaat gtacttcctt tcccgcacac aaagtacata tttactttca gtctaattac
  1042861 tacacagact tttatacata tgacgttatt gttttaggaa tgcatagggg gagaaacatt
  1042921 gaggaagtta ttaacggtaa ttggaattac atttttaata ttagcaggat gtagtaatgg
  1042981 agattttgaa aaagaaatag atgcagggaa gaccgcgtta acgaataaag aatataaaaa
  1043041 tgccttatca tcatttgagc gagcgctgga tgagaaaaaa gacgattcag gtgcaatagt
  1043101 gcttgtagaa caaacgaaaa tcatgatgga agcagtgaag ttaaaagaag aaaaaaagat
  1043161 agaagaatca attcaatcat ttgaaaaagt agagaatatg aaggatggaa atgctacact
  1043221 gataaagcag gccaagaaag aacgaacagc attactagcc attttagaac aaaaaaagaa
  1043281 gtatagcgag caactgacga aaagtgaaga gctaataaat aagaaaaatt atgcagaagc
  1043341 gaaagagaca ttaaataagc tagttttaga aacaaaagat aacaagaacc ttgaagaata
  1043401 taataaaaaa gcagtaggat tagttacgaa aattggtgaa gaagaaaaaa ctgcaaagag
  1043461 taaagcgaca gcgaaggcac aaaaaacaag tgcagtaacg agtcaaaagg tagtaacaga
  1043521 aaagaatcaa gatgcattta cttttgagaa agcgaaagaa tatattaaaa atgaatataa
  1043581 agaaaactat gattacacgc tagaaaatac gcaagtagag aatggaaaga aatattatca
  1043641 aattagagtg cgtacgacat ataaaataga aggcgcagct ggatcaggat ttactggtgt
  1043701 attcaaagta tttgaagatg gtacaattgt ggaaatgcac taagttgatg gaaagaatac
  1043761 gatacaaaac cgtaacaaaa atagagataa taaaaaggta tcctttaagt acgaggatac
  1043821 ctttttacat gtatgactaa tctttaatta ttaatcccaa taaagatgca aactgaatag
  1043881 cttgatatgg tgatacttta catcctctta ggtcgttcac tgaaacggta agtgtatcaa
  1043941 aagtagagga actaatgtct attcctttta gtgatggttg atcaaaattt gcttcgttaa
  1044001 ggctgcatga atcaaattca accttcttta gcttacagtc aaaaaagtct gcattattta
  1044061 atgaagcttc attaaatata atcttttcta gcttagaatt tccaaatgtg gctaaattca
  1044121 acattcccta agctagattc tgtaaaatta actccaatta atttactgtt tttaaattcg
  1044181 actctgtgaa cagaagaatt gcttaaatta acatttgata aatcacagtt ctcaaaacaa
  1044241 acatctgtaa tatcaatatt gctaaagtct gtattcgtga acttacaatt ttttatcact
  1044301 gcactatata aacgcactct atcgacagat tcattttcaa aagtagaatc gataatttca
  1044361 cacatttcta atgttggatc ttcttcataa aaaatatcgt gaaaactctt taaagataac
  1044421 tctggcgaaa tttttggtct atcaattttc atattataac cttctttcat tgaattagtt
  1044481 agctagaaaa aatagtatgt cctatagaaa aagctgtgta gaaattctct cattttataa
  1044541 tacgctttta ttaatttgag caataaaagt taacggttta tttcacgttg cagtatttca
  1044601 aaaaacaacg atacgtgata gccatctatt gttgcatgat ctatttttta ttatccttct
  1044661 attaacttta acgataaaat aataatgtct cccttaagag gagagtcaag aataaggggg
  1044721 caatataaat tggaaaattt attttctatt ggtgaagttg ctaatatgaa aggtgttaca
  1044781 ataaaagctt taagatatta ccatcaaaca ggcattctta tccccgtata cattgataca
  1044841 aaaacgggtt atagatacta ttcggtagat caatttgttt atattgatat aattaaagtt
  1044901 tgtagagctt taggaacgag tacgaaagaa ctgcaacaaa tttttactga aaagaatatg
  1044961 gatgaattat taaaattttt agcattaaaa agagaagaaa ctgagcaaaa aataaaagag
  1045021 atgcaagcag tcattcatac gattgataaa ctagataata gtgtacaagt cgccaaaaag
  1045081 gtactagtac ataatcaaat aacaagacag tattttgagc aacgttatat cgtcactgct
  1045141 ccatgtaaag acgtgggtaa ttttaaagaa ttcctttatt attcagatgt agataaaata
  1045201 attcaggaga gaaatttaga aacaacgatg gagattggta tagcatatag cattcattca
  1045261 aaatacaggt ttgaaccaaa gtatgctttt tctgtgttat gtaaatatga ttacacagag
  1045321 aacgagcaaa atatagatat attaccagaa ggtaactatt tgacactggc ctataaaaag
  1045381 aataataaag aagaaagtat ggagaaatta aaagattata tagagaaaaa taatgtaaca
  1045441 atcaaaaatt gcattgaagt ggaattgtta gatgagtttt ttagtacgga ttcttacagt
  1045501 tgccaaatgc aattgcttat agagaaggag tgaaaacgca ctttagagca tactcagaaa
  1045561 taatataaac gagaagatga tgagtacaat tgttgaaaaa gcatcctcaa agtatgtgag
  1045621 gatgcttttt tagtataaaa aaggcatcta gcaaaagtac tagatgcaaa taaaaacaca
  1045681 agggaagaca aaattcttcc cttttcccgt aagtaattat atcaaaaaat ttataaaaaa
  1045741 ctagctttat ttttaatata attgatatgt gaagctatga aagtataaga ttacactatt
  1045801 tttgtagtgt tttgttgaaa aaaggagcca cgtatatgat taattttaaa ccagaaaatt
  1045861 tgaaccaact attaaaagtg atgctcatta gtgcgaataa gtcttatgat gcgattcaag
  1045921 agtatgaatg tacgggagaa gcagtcatat tccgtgtaga cttcgagtac attgacgttt
  1045981 ctcttatgat tgtagatatg ctaggaagat cagcggctag atttaacatt ttgccatttg
  1046041 ctaagccaga tacgaatgag gtagattaca ttcagtttca agtgtattcg attaatgaag
  1046101 ggaattttaa agaagtaatg gacacgatgt aaaaactata attttacaaa aatgtatata
  1046161 ccaactaata tataagtaat aaattcatat aattggagtg atgaaatgca gccgttagaa
  1046221 agggagattc attctaatat gctgaaagtg tggcgaattc acgctttaat tggggcggca
  1046281 gttatactag cagtcgtaat tgcgtatttc ttttttatga tcaattttaa ttggtgggga
  1046341 tggctgttcg gattattagt aacagccgct attacattta tcccgctcaa ttattttgta
  1046401 tttccaaatt tacgtcaacg ctattatagt tacagattaa atgaagaaga gattgagatt
  1046461 caaaagggaa tgttcgttgt aaaacgagtg ctcattccga tgattcgcgt gcagcacgta
  1046521 acgattgaac aaggaccgat tatgagaaag tataatttag cagaattaca tatttcaaca
  1046581 gcagcaactt ctcatagtat tccaggctta acgaaagaag aagcagagca gctgaaaaga
  1046641 caaattggag aacttgcgaa agtgagtgat gaggatgtat aagaggcagc atccgatcac
  1046701 gatattatta ggtattcgaa ttgcgggttt attgcctttt atttttcttg ttttatttcg
  1046761 atcagatggt caagtagaac cgtggtattt tttccacctt attcttttgg ctctattatt
  1046821 cattatggct attttctcag ctataaaatg gtatttcaaa gtgtactggg atgaaaataa
  1046881 tattttacat ataaaacacg gcgttttcgt taagaaagaa agttacttaa ataaagaacg
  1046941 tgtgcaaaat attagtacgt cttctaacat catttatcaa gtgcttggac tgacgaaatt
  1047001 aaatattgaa gtagcaggcg gcggtactga gccagaagtg atgttggcgg gtattagaga
  1047061 agaagaagcg aaggaactca ttgcattatt acataaagaa aaaagcactg tgagtgaaga
  1047121 agcgcctgcg gaagaaggaa gtaagacggt ttatcagcta acaacgaaag aaattttagc
  1047181 agcatctatt acatctggca gatttgggtt agtgttttct atgttagtca tcctttacac
  1047241 agagtttaat caatttttac cagaatggct catcaataaa gtagaagcgt atgtgatgga
  1047301 taacggtgta tatgaattaa tcgttatggc ggcgatttta atggcagtgt cgtgggtcat
  1047361 ttcaacagct ggctatgcgt taaaatatgc gaactttaaa atagagcgaa acggaaatga
  1047421 agttcgcatc gtgcaaggat tatttgataa gaaagagttt gtgttaaaat tacatcgcat
  1047481 tcaagcgatt acggtgaaag agggaattct ccgccagcct ttcggttatt gctctgtcga
  1047541 ggtggaagtc attcaaagta tagaagcggc aggaaatgaa gtgacgctac atccttttat
  1047601 gaagaaaaaa gatgtgcagc agttacttgc atatttacag ttgccgtatg aaatggaaga
  1047661 gaaaatcgtt cctttaccga gggatgcatt acgtcgctac gtcataatgg gctgggttac
  1047721 aagtgctgtg cttgctgtgc caatcatcgg tgcgagtata tattttaaac aaaatatcgc
  1047781 gttgttcatt ttgataccac tatttattat atttacgtta cttgcatacg ctcggtatac
  1047841 aagtagtggt tatatgatac gagacaatca gttagtcatg gtgtaccgag gactcgcgaa
  1047901 atatacagga atcatgcgaa gaaggcatgt tcaagcagtc ggatacagtc agtcgtattt
  1047961 ccaaaagaaa gacgagctat gtacagctaa cgtgtcagta gcggggcatc gttacaaagt
  1048021 gaagcatatg caaaaagaag atgcgcttcg tatatataat tggtacaaag aaaaaggaaa
  1048081 caccggcgtg taacggtgtt tccttttttg tgtgtcatga ttcgtcgaat cgtcgatata
  1048141 tttcaaaaat cgttgatata tttaaagata cgatagatat attcgaaaaa tcgccgatat
  1048201 aatttcatgt accgtattcc tggaggaact acagtacaaa aaaaactaaa ctaacacgtc
  1048261 aaaagtagtc acaaatgacg gacgagagaa aatactcttt tgctgttctg catgtggatg
  1048321 cgcttgagat ggagcttgtc cttctgcttg ggcaggacgt tttttatgag cgttttcgaa
  1048381 tgaacgtgat tctgtccagt ctttaaagtt ttgctctgtt tcccacatcg ttaagatgac
  1048441 atatgtatcg ttacttaatg ggcgtagaac gcggattgct tggaatcctg gttcgttttc
  1048501 gataaggcct gcgcggtttt taaaacggtt ttcaaataca gggcgacctt cgtctgtgac
  1048561 agaaatatta ttacaaacga tatagccagg ttgaccttta aattctccaa cagcgtctag
  1048621 tacgtcatac ttaagagaac cttctacaga ttcttctgta ttttctttat aaaacatatc
  1048681 tttttcatta ttttttgcag tgaaatgtgc ttgttctaga ggtgtttcgt atgaaataat
  1048741 agccttcatt ttaatgcccc cttaatcgtt tgtttctatt atatcaactc tcttaaaaaa
  1048801 cttcgaagat tatatacata aagatacttc tttttcaaat aataaatgta ccatcatttg
  1048861 gaaagaaggc cgatgtatga agaaagtaaa gtggacttta ttaggtgggt tagcaacgct
  1048921 tgtattagcg attgtacttt ataaacttat cgtgttagct ggtggctata tgatggatga
  1048981 aaaacagctc gttttccact cttcatcacg tatcgttgac cagaaaggga aagaaattac
  1049041 gaaattatac gtagaaaata gagacctcgt accaatcgaa caaattccaa aatatgtgca
  1049101 gcaggcgttt gttgcggtag aggattctcg tttttatgag catcaaggaa tcgattatcc
  1049161 gtctatattc cgcgctctgt ataaagacac gttagctgga gagaaggtcg aaggcggcag
  1049221 tacgattacg cagcaacttg ctaaaaacgt ctttttaact cgtgaaaaaa catttacgcg
  1049281 caagttgaag gaagtcgcaa tttcccttca attagagcaa aaatatacga agcagcaaat
  1049341 tcttgagatg tatatgaatc atatttattt tggtcatgga gcatacggta ttcaagcggc
  1049401 agcaaagttg tattttaata aaaatgtaga agatttaaca gtagaagaag gggcaatgct
  1049461 tgcaggtctt ccgaagtcgc caaacggata ttcaccttat ttctctccag agaaaagtaa
  1049521 ggagcgtcgc gatctcgtat tgtcacttat gcataaacaa ggctatttaa ctgccgaaga
  1049581 aagcgtgcgt tatcaaggaa aaacaattgc tctttataaa aacttagatg agaatgagct
  1049641 cgcatatatg ccgtatattg atatggtcat agatgaagcg gctcgtttat acgggttgtc
  1049701 tcatcaagaa gtactccgcg gaggatatac gtttgtcgta ccgatggatg aaaaaattca
  1049761 aaaggtagcg tataaccagt ttcaagatgc aaggaatttc cctgggaaag aagagggggc
  1049821 gcaaggtgca tttttattaa tggataatcg tacgggcggg attaaagcgg cgattggcgg
  1049881 aagaaagtac gtcccgagag gatttaatcg tgtttttgcg aaaagacaac ctggttctgt
  1049941 actaaaacca ctgatcgtct atgcaccagc actcgaaacg aaaaagtata atccgtattc
  1050001 tttattgacg aatgaaagac attcttttga agggtatgaa cctcgaaact ataaccgtga
  1050061 atattcaaaa gaaataacga tgtacgatgc gattttagag tcagcaaatg taccggcagt
  1050121 ttctttatta aacgagttgg gggtagaaga aggaaagcaa tatttagaga aaggaaatgt
  1050181 tcacattgcc gatgctggtt taagcacagc gcttggtgga ttgaaaaatg gtgtttcaac
  1050241 atttgatctt gtgaaaatgt atcgtgcgtt tttagcaaat ggtgatattg ttgagccgca
  1050301 cgttattgat aaagtgttaa atagacacgg cgcagtcatt ggagaatctc caaaagtaga
  1050361 aacgaaaatt ttctcgaaac aaacggcatg gtatatgacg aaaatgttag aaggagttgt
  1050421 aaaggaaggg acagcgaaag ccggtgtata tagcggagcg ttagctggga aaacaggtac
  1050481 aacttcctta ccaaatgacg ataatggggc gagagatatg tggttcgttg gctatacgcc
  1050541 aaatttagta ggcgctgttt ggattggtta tgaccgcata gataaagagc ataagttaca
  1050601 aggagaaagt gcgtcagcaa caaaattgtt taagaaaatt ttaacgaaag caaatgtaga
  1050661 acagaaagag cagtttagga aaccagaagg tgtggaaaca atcggtgctc caattcggct
  1050721 gcgcaagatt gaagatgtga aaatgaaatt agcgtttagc cctttcggtt tatttaaagc
  1050781 gaaattaagc tggacaccac ttccagatga aagaattatg tatcgtattt atagagtgga
  1050841 aaacggaatt catacgcacg taggtactgt aaacggtgct ggggaatatg aggaaaagtt
  1050901 cgttaacatc ttttcaaaac cgagttttta cgttgtgcca tataacacac aaacgaatcg
  1050961 cgaaggagaa aagtcaaaag tagctaaacc atagtttttc tctgtgttat aataagaatg
  1051021 ttgcgaaaat agtaagcgtt tttacgaatg tttgtgtcaa tttaatgaac aacgtacata
  1051081 atattatgca ttttgttttt acaagctgta tagtaaaaaa agataaatat cgaacgtatt
  1051141 cgaagcattg tggtaaggaa gggagctagg gtcttggtaa gaactataaa tgagacattt
  1051201 ttaaaagcat gtagggggga acgtactgat tatgtgccag catggtatat gcgtcaagca
  1051261 ggtcgttcgc agccggaata tagaaagata aaagaaaagt attctttatt tgaaattaca
  1051321 cataatccag agttatgtgc ttacgttaca aaactaccag ttgatcaata taacgtagac
  1051381 gcagcaattc tttataaaga tattatgtca ccactacctg caattggtgt ggatgtagaa
  1051441 attaaatcag gtattggccc agttattgat aatccaatcc gttctttaca agacgtagaa
  1051501 aaactagggg aaatcaatcc agaagatgac gtaccgtaca tattagatac aattcgttta
  1051561 ttaacgactg aaatgctaga cgtaccgtta atcggttttt caggagctcc atttacgtta
  1051621 gcgagctata tgattgaagg cggtccatct cgtaactacc ataatacgaa agcgtttatg
  1051681 tatgcagagc cgaaagcttg gtttgcttta atcgataagc tagcagatat ggttattaca
  1051741 tatttgaaag cgcaaattaa cgcaggagca aaagcagttc aaattttcga ttcttgggtt
  1051801 ggaacagtaa acgtagcaga ttaccgcgta tttattaaac cagcaatgga gcgtattttt
  1051861 gcagaagttc gcacaatggg tgtaccgatg attatgcacg gcgtaggagc tgcacactta
  1051921 gtgaatgagt ggcacgactt accgcttgat gtagtcggtt tagactggcg tttaccaatt
  1051981 gaagaagcac gtgcacgcgg cgttcacaag gcggtacaag ggaatatgga tccgtcattc
  1052041 ttacttgcac catggtctgt tattgaagaa catgtaaaag gtattttaga tcaagggatg
  1052101 aagcagccag gttatatctt taacttaggt cacggtgtat tcccagaagt aaatccagat
  1052161 acattaaaac gtttaactac atttattcat gaatactcta aagggcagtt agcgaagtaa
  1052221 aggagcattg ctgtatgaaa aagaaaattg gtttgcttgt aatggcatac ggaacgccat
  1052281 ataaagaaga agatattgaa cgttactata cacatattcg cagaggaaga aagccaagtc
  1052341 ctgaaatgct ggaagattta acagagcgtt accgtgcaat tggtggtatt tctcctttag
  1052401 ctactattac attagagcaa gctaagaagt tagagaagcg tttaaatgaa gtgcaagatg
  1052461 aagtcgagta ccatatgtat cttggcttaa aacatattga accgttcatt gaagatgcag
  1052521 tgaaagagat gcataacgac ggtatacaag atgcaattgc acttgttctt gcgccgcact
  1052581 attctacatt tagcgtgaaa tcatatgtag gacgagcaca agaagaagct gagaaacttg
  1052641 gaaacttaac tattcatggc attgatagct ggtataaaga accgaaattt atccagtact
  1052701 gggttgatgc agtaaaaagt atatatagcg gtatgtcaga tgcagaacgt gaaaaagcag
  1052761 tattgattgt atctgctcac agtttaccag agaaaattat tgcaatgggc gatccatatc
  1052821 cagatcagtt aaatgaaaca gcggactata tcgcgcgcgg agctgaagta gcaaactatg
  1052881 cagtaggctg gcaaagtgca ggaaacacac cagatccttg gattggtcca gatgtacaag
  1052941 atttaacgag agaactaaat gaaaagtacg gttatacttc attcgtatac gcgccagttg
  1053001 gatttgttgc ggaacattta gaagttttat atgacaacga ctttgagtgt aaagtggtaa
  1053061 cagatgaaat tggcgcgaaa tattatcgtc cagaaatgcc aaatgcatcg gacgcattta
  1053121 ttgactgttt aacagatgtt gtagtaaaga aaaaagaatc tgtaatgtaa gaagaaaggg
  1053181 ggagcctgct tgaggaaaaa agttgtaatc atcggcggtg gcatcacagg attaacaaca
  1053241 atgtatcact tacaaaaaga tattcgtgac aagaacttgc cgatcgatac attactgata
  1053301 gaagcatcgg gtaaacttgg cgggaaaatt caaaccgttc gaaaagatgg atttacaatt
  1053361 gaacgcggac cggattcttt cttagcacga aaagaaagtg cagctagatt agtgaaagaa
  1053421 ttaggtcttg gcgatgagct tgtaaataat caggccggtc aatcatttat cctcgtaaac
  1053481 aatcggttac ataaaatgcc gagcggatca atgatgggaa ttccaacgca aattacgccg
  1053541 tttctatttt ctgggctgtt ctccccaatt gggaaactaa gagctggttt tgatctatta
  1053601 atgccaagat caaaaccagt atctgaccaa tcactcgggc actttttcag acatcgcctc
  1053661 ggaaatgaag tggttgaaaa tttaatagaa ccattactat ctggtattta tgcaggggat
  1053721 attgatgaaa tgagcttaat gtcaacattc ccgcaaatgt atcaaattga gcagaaacat
  1053781 cgcagtattt cactcggtat gcgtacgctc gccccgaaag cagagaaagc tgaaccgaaa
  1053841 aagggaatct tccaaacagt gaaaaccggt ttagaatcta tcgtagaatc tctcgaatta
  1053901 aagatgcatg aaggtacgat aataaaggga actcgcatag aaaaagttgc aaaacagggt
  1053961 gatggctatg cgattactct tagtaacgga aaagaaatag aagcggacgc ggtcgtagtg
  1054021 gcaagctcac ataaagtatt gccatctatg tttgcgcagt acaagcaatt tcgtttcttc
  1054081 cgcaacattc catccacatc agttgcgaat gtggcaatgg ctttcccgaa atcagccatt
  1054141 cagcgggata ttgatggtac aggatttgtt gtctctcgaa atagtgatta cacaattaca
  1054201 gcatgtacgt ggacgcataa aaagtggcca catacaacgc cagaaggaaa aacgcttctt
  1054261 cgatgttacg ttggacgacc tggtgatgaa gcggttgtag aacaaacaga agaggaactc
  1054321 gttcagctcg tactagaaga cttacgaaag acgatggata ttacagagga tccagagttt
  1054381 acagtcgtaa gtcgctggaa agaagcaatg ccccaatata cagtaggcca taacgagcga
  1054441 atgaagaaac tcacaacatt tatggagaaa gagttgccag gtatatactt ggcaggtagt
  1054501 tcttacgctg gttctggtct tccggactgt attgatcaag gtgagaaggc tgcaaaacgt
  1054561 gtactctctc atttggagaa agtaatgaat acggaattaa tcgcacaata aagagaaacg
  1054621 ccttcaatca tattgaaggc gttttgttac ttattcacca ataaacatat ataagttatt
  1054681 tggctttata acggcatctc ctgcataaat aacccattct gttaagtcat caaaatctaa
  1054741 atgataacta tttccttcac tcatatcttc tataaaatat ggttcattaa tgagtattcc
  1054801 ttgaataaat tcttccgtaa tatgttgcat ttcaaaccac atatgctcgc ttttaccctc
  1054861 ttcataggaa acgccaaact tagcgagaaa acgaaactcc tcatttgatt gttcaatttg
  1054921 aaaaatgttg ctgaaatacc cgaaagtatt cttcgcattg taagccatac gagccgtttc
  1054981 actatttgtt ttatagaaca tgagccctgt agcttcctcg tgttctttga aaaagctttc
  1055041 gatatattct tctgaagtat caaatttgaa caagagaaca gatggcgatt gatggtattc
  1055101 atctcggtca tccatcccgc ctaagaatgt gttttgtgca cttattggtt gtagcttcac
  1055161 ttcttcatcc tcaattgaag ataattgatc catactcgtt ttatgcccaa tataagataa
  1055221 acctttttcc cacggcacag ctactgtatg tatagaacct tgctgactat gtgcgataac
  1055281 gataggctca ttcataggaa cttgcccatt ttcaacggca ttattcgcaa atgtttgaaa
  1055341 gaggtcacca atgccatagt aggaagaaat gcgatttgga ataattaatt ctatttctgt
  1055401 tacgcccgct cttaaaaggc cgtgtgtatg aaaccaatat tgcgtaggct cgccttcttt
  1055461 atcgtcttca taaacagaat gaataacgta caagtcagga atgtcaggta ataattcatt
  1055521 ttcaacgtga tattcaatat agtttctaga tattaccttc attgctgcac ttgaatcaat
  1055581 tacgaataac aaatctggcg caaggttcca taaaaactgt aactgctgga aaaagcagtt
  1055641 cagtacatcg cctacaaata gcgtacgggt gaaaatttca gtaccataag ccgcatcttc
  1055701 aaaagaacgg tctacgattg tggaatcttg tctattgtat agtttgtatt cttctggatc
  1055761 atccgtttca tcaatatgca gttcatacgg tatgacttta ttatccatat gtaactcaac
  1055821 aataaggctt gtctcatcac tataaacaat ttttaactca tcaactttag tagcgatatt
  1055881 ttctagccgt tgttttaact gctcaattgt aattctagtc ggtataacag caatcatatc
  1055941 tgaaaaatga cgttctaatg ttccattcat agctgcgcgg tatgtttctg tttgcacttc
  1056001 catccaatca ctcctattca aatgaatcca ttttacatgc cgattaaatt tcgatatttc
  1056061 tgttttttct ctttcatatt ataaaacgca ttcgtcgaag gtgtaaaatt attattttgt
  1056121 attattgttt gaaaacgagt aaattagatt aattttttgt aaaacttgtc gaaatatcat
  1056181 tctatataac gaatcatttg atatgataga aatgctgaga aaatatgaaa tagggagagg
  1056241 aaaatggctg tgaagaaatt gttaagtgtc tttttatcat tcatactatt gctttcattt
  1056301 actggaactt tagtacaagc agaagaaact acttctatgt cagtagaaaa agcaattcaa
  1056361 gtatttaagc agcaagggaa aacgaagggg acagtggaag gatatatcgt tggatatacg
  1056421 caaagtcctt ctaagtacac gaaggatccg gctaaatttg atgatacaaa tgtagcaatt
  1056481 gccgattcac caaacgaaac aaatccagac aagatcatgc ctgttcagtt gccaaaaggt
  1056541 gacgtgagag cggcagtgaa tgtaaaagat catcctgaaa atatcgggaa gaaagttagt
  1056601 ttaacaggga ctcttgaatt atattttagt agcccaggtt taaaatcagt aacagctcat
  1056661 aagtttcaag gggaagaaca aaaccgtgtt agtgatgtag tggcttcacc gaatggagga
  1056721 gaagttgcaa aaggaacagc agtaacgtta acaacgaaca cagaaggtgc aacaatctac
  1056781 tatacgttag atggctcaaa ccctacaaat aaaagtgttc gttataacgg acaaatcatc
  1056841 gtgaatgaaa atagtgtaat gaaagcaatt gcagagaaag aagggcttac ttcttcacca
  1056901 atttcaactt tttcatttgt tatcgtaaac aatgaaccgg ttcgtattca tgatattcaa
  1056961 gggaaatcac atctttcccc ttacaacggg aagaaagtat acaatgtgga aggcgttgta
  1057021 acagcacttg ataaaaatgg tttttatata gaagataatc agccagataa tgatccagct
  1057081 acttcagaag gtatgtatgt gtacaaaaaa gatgcgaatg tagcagtagg agatcttatt
  1057141 caagttgatg gagtagtaga agaatatgtt gggcctggat atgcagaaag gtttgaaaca
  1057201 gatttaacga cgactgaaat taaagcgagc cgcgttgctg taatcgcaaa agatcaacct
  1057261 ttaccagcac cgattgtact tggagaaaac ggtgtgaaaa ttcctgatca aattatcgat
  1057321 aatgatgcat tcggtttatt tgatccaaac gaagatgcaa tcgactttta tgaaagtgta
  1057381 gaaggtatgc gcgtgacgat gccaacgcca aaaattatcg cacctcagaa aaatgggaat
  1057441 ttatatgtaa cagtgaaaaa tggcggaaat aaagtcgtaa cgaaatatgg cacacctgta
  1057501 ttagatgaaa atcaattaaa cccagaacgt ctttctgtaa aagtacctcg tgattacgta
  1057561 gcgaaagtag gggatacttt cactggagat ataatagggg tagtcggata tgattacggt
  1057621 tcattccgca ttgcgccaat aacggaatta ccatctgtag tagacggtgg atttaagcaa
  1057681 ataggcgcaa atattcagcc gcgtcttgat aagttaacgg ttgctacata taatattgaa
  1057741 aacttctcgg cgaataaaaa agaaacaaca gatgaaaaag taaaagcgtt agcgtattct
  1057801 attaaataca atttaaaaat gccagatatt atcggtgtag aggaaatgca agataataac
  1057861 ggaacggtta atgacggtac aacagatgct tcgttaagcg caaaacgtat tattgatgca
  1057921 gtgctagaaa ttcgcgggcc aaagtatgag tatgtagaaa ttgctccaaa caacaattta
  1057981 gacggaggag caccaggagc gaatattcgc gtcggtttct tctataaccc atctcgtgtg
  1058041 aaattagcga cagtaccgaa gttgcttgat aaaaacgttg tccgtattgg agacgaaaat
  1058101 ccattgtttg aaagtacacg taaaccgctt gcggcagaat ttacgttcca agggcaaaac
  1058161 ttagttgtcg ttgcaaatca cttaaactca aaaataggag atgcaacgcc atttggaaaa
  1058221 gtgcagccgc tcgtattaaa gagtgaagaa aaacgagttc aattagcaca agaagtaaac
  1058281 aatttcgtac aaggtattca gaaaaagaac acgaatgcac cagttgttgt gttaggagat
  1058341 atgaacgatt ttgagtttgc taaaccacta aaaacactag aaggaacaat cttgaaaaat
  1058401 atgttaaaca cagtgccgaa agaaaatcgc tacacgtata ttcatgaagg aaatgcacaa
  1058461 gtgctagatc atattttagt aacaaacaac atcgcaccgc acacaatcgt agatccagta
  1058521 cacttaaaca caaacattat gaaagagcac ggacgtgtaa gtgaccacga cccagtactt
  1058581 gctcaaattg atttgaagaa ggcatcttaa agtaggggaa cgcttaggta actaagcgtt
  1058641 cttttatttg ataaaaatag ataaggatag tgtataagcg attttttaga atgatataga
  1058701 taggtcttct gcagttttat gataaaattg attgaatatt tagtttttaa ggaggtcaat
  1058761 gatgcaagca caactaaatg ggaaattaat gaatcagctt gcaatttttt ttagtaccat
  1058821 cgtcatgctt caatttatag ctgatgtaac aggatttacg caaaatttag atattacata
  1058881 taacttaata catacagcag catcttatat aacgtttagt ttggcagtta tttttacttt
  1058941 aattggcgca agaagagaat taagtaaata tgcaattatt tcattatgtt tagttgtagg
  1059001 tattaaagcg aaggggtcgt tattttatgg ggattggctg gcacgccgta aaaggatagt
  1059061 aaataaacct ctaatttcca agatagtaag gaaattagag gtttattata cttaaaacgt
  1059121 ttttctacac cgatctcttt tttgcaatct tcttctatat ttttttctat cccgctttac
  1059181 ccctcgtata tacataagta agctaacgaa aagaaagaaa gcacattgca ccgttaaaat
  1059241 gtacggtgac attccatcca atggttgttt tggatcatat aaatgaattg gtgctccgcc
  1059301 tattgtaggg aagactgtat ttagcaggac gtaagggatg gaggtagctg caaatggaaa
  1059361 tagaagcgac atataatctt tttgtgacca tgcagatgca gcaagtccta aaagagccat
  1059421 taaacctgca aataaaaagt taatttcaat atatacagta atgtaaatga tgggagaagc
  1059481 ctcatataag cttgcaaaca tcccattaac atttatgatg cctgaaccag ccggcatttc
  1059541 tccgtctgga atggttaatt tgcaaaataa taaagataag atgaatggaa gcgtataaag
  1059601 aagtccgccg caaaagaatg taacaatata tttcgttatt gaataagaga ataaattaat
  1059661 tcctttactt acaaactgtt taaagccatc agatttatcc gagttgtaac ttgtactaaa
  1059721 gggaaggctc gcaataattg gcattaataa taaataaaca tccatttcat tgtcacgaaa
  1059781 tccaatccat tttatatctg ttgatatagg tccgcttgca gcgtctccta aataacgaat
  1059841 gacataataa taatgataaa tacaaataag aacgaatcca ctaaacataa taattaaaga
  1059901 aacacgatta caaaaagctt gctttatatt taaacgaagc gcacgcatca tgactgaaaa
  1059961 agcctccact attttgataa acttgtctat tttctatatt actattaatt gtaaagattt
  1060021 tcttgttttt tatttgatta tttgaaaaaa gggaaatttg ttgttgtgaa gtaaggttta
  1060081 gttgaaatta gttttttcta aaatatggtt gacaattaag tattacattt gtaatcttag
  1060141 ttatagatta caaatgtaat acgagggagt gaaatatatt atgacaaatc aattacctaa
  1060201 aatatctgaa gcagaattag aaattatgaa agtactttgg ttgaaatctc cacaaacagc
  1060261 aaatgaaatt atagaagaac tggaagatcc aatggactgg aagccgaaaa caatccgcac
  1060321 attaattaat cggttagtac aaaaggaagc tgtttcttac catcaagata aaggacgtat
  1060381 gtacgcttat tatccgttag tatcacaaga taattatttg caagtggaaa caaaatcttt
  1060441 actaaagcgt ttttgcggtg cagcgtttaa accattactt gtcaatttct taaaagagga
  1060501 aaaattgtct tcagaagata ttaacgaact aaaacgcctt ttagacgaga agactgagga
  1060561 gaataagagg aaggattgat aaaaatgata gacatgctta taaatgtata ccttcctcat
  1060621 ttttttgatt ggcttataga aacgtctctt atggctagta tattagtagg atttatttta
  1060681 tgtataaaaa tactatttag aaataaatta acaccccggt ggcaatatat gctgtggatt
  1060741 gtattaatga ttagactcct tttaccatgg tcaccagata gctcttatag catttattca
  1060801 ttactttctt atcgttctag tgtatcggaa gttattccta aaaatatgcc gtctactgag
  1060861 agtaagatga acatagaaag tgaccgtaaa gtggaattag aatcacatgc tgaaaccgtt
  1060921 acaaaaagtg gtaaacctga agtgaacgta agtacggagc aacagattac attatcttta
  1060981 tataaaattg ctatgtatgt ttggttagtt ggggtattcc tattagcagt tataacgttt
  1061041 attacaaata gacgtttata ttcttacata aagaaacaac cggatattac ggatgaacag
  1061101 gtcgttacgg tgtttaatcg ctgtaagcag tctatgaaaa tgaagaaggc agtttcatta
  1061161 cgtttagcag gaaagattgc gagtccaact gtgtttagtt tctttcgccc gaaagtatta
  1061221 ctatcaaaaa aacatatgaa agtattaaat gagcaacaat tacaatatgt tttttaccat
  1061281 gagttagctc atattaaaag aaacgatgta gctgtaaatt ggattatgta cagtttaatc
  1061341 ctattaaatt ggttcaatcc gattctttgg tacgcctatt tttgtatgcg agaagatcaa
  1061401 gaattagcct gtgatgcata tgcgcttact tttatagata aagaggagca aattgcatat
  1061461 ggtcatacaa ttattaccct tttagaacac tattcctatc aagcaccaag tctagcaaat
  1061521 ttaagtagaa ataaacgaac aatgaaaagg agaatcgtta tgattaaaaa gtttcaaaag
  1061581 aaatcgtatc gtctttcttt actgggagtt attgtcatag ttgctattgc ctccctttct
  1061641 ttatttaacg tacgtgcaac ggaagggaaa gaaaaacaag aggataaagt agagcagtca
  1061701 aaggatgctt tccaaaatgc tgtagatatg ctgtatggta cagaagaaaa tgcgaaaaaa
  1061761 gaatatcatt attcagcaag agtgtatgaa gaaaagacag attacttata tttagctgaa
  1061821 aaagctttaa caaaagatga atttcagcag tacataaaat tatctaaaaa aattattaat
  1061881 atacagaaaa aaggtgctcc gagagattct gactacgagt caacagtttt tagagaagag
  1061941 cgtttatcaa aagctgatcg tgacaaatta tatgcacttt atgatcaagc aaaaccattt
  1062001 gatgacaaag tatatgaatc tttaaattac acggtaaagg aagcgcaaca acatgttgat
  1062061 tttcaaatta agaagccaac gtacacaatt gaaggataca atctgaagga tgaaaatgta
  1062121 ggttatttta ttaagagaag acctgaatta attattgaat tagagtatac aaacgcaaaa
  1062181 ggaaactata caatttatca atcacaagta tttggagaaa gtaaagatcc atttagtcac
  1062241 cagtttgtag tacctgaaaa tatagaacag tacgaattag aagggaatca aatattctac
  1062301 gctactgatc actcggatag taatttacaa ggtatgaaga tgattgttcc agcaaaaggg
  1062361 aaaaatagtg cataccaagt tgttattatt aatcatagtt tagagcgtca aggagaagcg
  1062421 gtatttgata aaaatgtaaa taaggaagag ttagagaaga ttatgatttc tatgttgaaa
  1062481 taataaaaag gtgttctaga gatgtatatc ttaaggacac cttttccttt tctcttttct
  1062541 tctgataaac tatggacagt atgatataac ttgactggaa ttttttatac tggaaataat
  1062601 aaaaaagaga acttgtatac aatgtaagcg tgtggtaata tcaaagatgt actgattgac
  1062661 tatattatcc aattggtcat ttttggaggt gacgatgtgg cgatagatcg aaaacgttct
  1062721 attattgagg ctgcaacaaa gtatttttca gcattcggtt ataaagcaac aacaatggat
  1062781 caagtagcga agttagcgaa tgtaggaaaa ggaacgattt atactttttt caaaaataaa
  1062841 gaagagctat ttggcgagat tatttctaat ttaattacag aaatgaagca agttgcagaa
  1062901 aatgcaattc gttcagatgt ttcatttttt gaaaatgtac atagagcatt atatagcata
  1062961 ttagaattca gaaaagaaca tcagctcatg attaagttaa ttcaagaaga gcgcgatatg
  1063021 ggaacgaaag aagtacaaga agtgatgcaa caagtagatg tggaaatcgt ttctgtcatt
  1063081 caatcgtatt taaagattgc gattgataaa ggtgaaatta gcaaatgtga tccagaaatt
  1063141 acagcattta ttatgcttcg cttatatgta tcgcttattt ttgattggga aaaaaatcat
  1063201 gaaccgctag aaaaagaaaa aattgcagaa ttatttgaac tttatttatt aaaaggattg
  1063261 tcaaactaag ataatccttt tattattata aaaagtgacc gattgaacaa aatggtcata
  1063321 tatttaattt aggagggata atagaaatat tcacttcata ttaagacaca gttgcatagt
  1063381 ataaattcgg ggataaggca tatgtatgaa tcaatatagc ctttttgttt gggtaaaagt
  1063441 gaccaattga acaatttggt catttaaaaa agggggagaa atgatgaaag gaaatcagtt
  1063501 acttcgtaaa gagttcacac aaattataaa aagtaaaaaa atattaattc caattatcgc
  1063561 ggttctattc gtaccaattt tatatgcagg tatgttttta tgggcctttt gggatccgta
  1063621 taaacagtta gatgatttac cagttgcggt agtcaattta gataaagggg cagtatttga
  1063681 tgggaaacca attgaggtcg gaaaagggct cgttgataat ttaaaagata ataccagctt
  1063741 taaatgggaa tttgtaagtg aaaaagaagc gaaaaaagga atggaaggca gaaagtatta
  1063801 catgttagta cgcattccag atgacttctc aagtaacgct acaacattat taaaagatga
  1063861 accaaaacca ttaaacttag aatatattcc aaacgaaagc ttaaacttct tatcttcaca
  1063921 aattggcgga acagccattg aaaaaattaa aggtgaagta gcaagtacgt taacgaaaac
  1063981 atatgcagag aaaatgtttg attccattca agacgtctca aaaggattag cagatggggc
  1064041 ggaaggagca agtaaactac atgacggatc aagtgagttg catgatggtt caagtaaagt
  1064101 aacggatgga cttcatacac ttcaagggaa gtctggggag atgaaggatg gagttcagaa
  1064161 attagcagat ggatctaata aattagtaga tgggtcagga aaagtgacag caggtttaaa
  1064221 tacgttaaat agcaaaagcg gtatagggaa attacaagat ggatccggaa aagtaacaga
  1064281 cggtttaaat acgttaaata gtaaaaccgg tgaaatgcaa aaaggaatta gtgaattgca
  1064341 tgatggatct gagaaagtaa ctaacggttt gagcatattg gtaagtaaaa caggtgaatt
  1064401 aaaaacagga acaactgaac tatcaaatgg tatggaaaaa cttgcgggag ggcaaaggca
  1064461 attagaggaa ggttctcaag agattcaaaa gggtttgcaa gagttaaata ataaagtaca
  1064521 aagctctgtt gcaggattag gggaaatgca gtcgaaagtt ccttctatat tgaatacagt
  1064581 aaatgagaaa atagatggag ctggggcgaa tgtaaatcag ttaaatgaac ttacacaatc
  1064641 aacagcagga gatgcaaaaa atgcaacgca agatgtagcg aatttacaaa agcaaattga
  1064701 aagtttacca aaagaatatc aagagcagtt acaaccattc ataacaaatg cggtaaaaag
  1064761 tacagcgaca gttcagcaaa aagctgccgg agtagcaggc ggaacaaata aattaaatga
  1064821 agaagtaaaa caattaaaag gcgaaatcag tgaaaagaaa agtgggatgc aaagtaaaat
  1064881 gccgaatcca gaagatgtag gaaatttaac gagtggtatt aaaaaattaa cgaatgcaca
  1064941 aaacgaattt gtaagtaagt ttcatggatt aggtgaaggg ttaggtaatg ctaaagtagg
  1065001 tgtagatcga ttaaaaaacg gatcagggca attaattgat ggggtaaatc aattgtttga
  1065061 tggatctgga aaggtaacag aaggcttagg aacattatct gtaggagcaa accaaatggc
  1065121 aggtggaata aatcaattag cagatggctc aagccaagtg acaggcggtt taggaacatt
  1065181 atctgtaggg gtaacaaaat tagcagatgg atctgatcaa gtaacaactg gcataggtac
  1065241 tctaaatggt ggtctaaata aaatgtcaac cggctcaacc cagctaatcg acggagttaa
  1065301 taaactagcg gacggttccg gaaaagtaac ggatggcctc gtaaaagtaa acgatggttc
  1065361 aggtgaactt gctgagaaac ttggcgaagg ggcagagaaa actggtgaag taaaaggaac
  1065421 ggataaaacg tatgatatgt ttgcaagtcc tgtaaaagtg aagacggaga aaatggcgga
  1065481 agttccaaac tacggaactg gattcacacc gtatttctta tcactcggtt tattcgttgg
  1065541 ggcattacta ttatcaatcg tatatccatt acgtgataca gttggcattc caaaatcagg
  1065601 gtttagctgg tttattagta agttcggcgt tttactatca gtcggtgtta ttcaagcggt
  1065661 agtagctgat gttatattac tgttcggatt aggtgtagaa gtacaaagta ttccatactt
  1065721 catactcttt agcatcgtta caagtttagc gtttatcgca ttaattcaat gtttagtaac
  1065781 agcattcggt gatgcagggc gtttcatcgc tatcatcaca ttaattattc agcttacaac
  1065841 aagtgctgga acattcccgc tagaattgat tccgaagttt ttacaaccat ttaatgcttg
  1065901 gttaccgatg acatactctg tatctggatt gaaagcagtc gtatctagcg gagactttaa
  1065961 cttcatgtgg caaaacatag gaatactcat gattttcatc gttgtattat cacttggaac
  1066021 aatcgcttca ttaacgtgga tgcataaacg acagtttaaa aatattgctg aaaatcaatc
  1066081 ggttgaagca tagaaaaaag cacctttttg gtgctttttt attttaatat agggcatttt
  1066141 ttctgtagtt cggataggaa tctttctaaa aactatagaa acgaaagaaa aggaattaca
  1066201 acaatttaca gagaaaacta gaatagagga gctgatatga tgaaaggaaa tcttacttat
  1066261 tattttatct taaatccgct aatcatcttt cttgtttacg ccctttcacc tatcttgttt
  1066321 cataaagaaa aatatataaa tatgaaagat gcactaggaa tacttgtagt ttactatgtg
  1066381 ttaattagtg ggtattgcct tatggatgtt gtaagtgaaa gaatgaagaa ggatagtaag
  1066441 gacaaacaat aaagttttat tgtataaaaa tcaatggagg acaataaaat gactgaaagt
  1066501 gaaatgaaat ttagggatgc gaccattcgt aacttttttg ataaagagga tcgtttaaaa
  1066561 tcgattccag gtcaaaagaa gaaaaaacta gtattgttgg agcatttaat tagcaagtta
  1066621 aatgctgcta atcaatatac agaaaaagaa atgaatacat ttatcaaaca atatcatgat
  1066681 gatttttgta caattagacg tgaatttatt gtacatgggt ttatggatag agaggctaat
  1066741 atgtaccata taaacgggag agaagtttgg acgaagtggg aggagttaaa ataatgaatt
  1066801 agagggggga tccccactga ttatgagttt gtgctaatct tgcatttcct gcgtagtaag
  1066861 tctatgaatt cttcaatatt tgaacttgta atgtatccca gtgttatata ttcatcttcg
  1066921 tagtaaaata ttattttttt atcaaagatt cgtctcttcg tttctatgga tagaattttt
  1066981 tcataatcaa attcggcaat taatgtgttt ttatattggc taaaaaagag aagtcttcta
  1067041 ttagtagtaa gtagcatgcc tggatacgga acattatacg taatcatata gccagtaagt
  1067101 gaacaattta aagtggataa aattgtttct tctttatgta atagttgttt tgcagtggtt
  1067161 aaaattggat tcattgtata cattcctttt acatagatat aagaatattg tatcaaaagt
  1067221 gaaaagatgc tcaatatgta atgttgcata ttgagcgttt gatagtttga atattatttt
  1067281 ttaaagaaaa aggtacgagg tgatttaatg atacgattag caaaagagac tgatgcagaa
  1067341 gcaattatgg atattagaaa agaaattata ttatcgaaaa ctactacaaa gtttttcata
  1067401 gtatctccaa agaaattacc aaatgatacg aatgcagaaa gagaaaagat acggaaaagt
  1067461 aatgagaaag gcaatcttta catagtttat gaaatagata ataaggtggt tggcttttta
  1067521 ctgttcaatc gatatgagct agaccgctta cgacatgcag gtacaatggg aattaaggag
  1067581 gcgtactgta atcaaggcat tggtacgaag ttaattgaat ttcttattcg ttgggctaaa
  1067641 gagcagaatg gtttagagaa aatttgctta ggcgtagttt ctgttaatga tagggcgatt
  1067701 aaggtgtaca aacgtatggg atttgtagaa gaaggcagac aaagaaagca aattaaatat
  1067761 gaagatggat catatgggga tgacgtattg atggggtttt atattgatta aaatttgatt
  1067821 ttataaggga catattaata agctgatgtg tatacgtaat ggtatgtaca tcttttttta
  1067881 tacctactgt aaacttctaa aagtaatata aattcccctc ccattaacat acttttccct
  1067941 atgtataata ttaatatagt aaaatcataa gaagccgtat tgcagtttcc aataatatac
  1068001 tatataatca atttaagaaa acgttttcat tcaaaggggg agaatttcgt gtcgactata
  1068061 gaggacgtgg cgaaattagc ggggttatca aggacaacgg tttctagggt gattaataat
  1068121 catccatatg tttcagatga gaagaaaaaa agggttcaat tagcaatgaa gcatttaggc
  1068181 tttgttccta attctgcggc gagaaggctt cgtaaacaaa aaacggaaac aattgcggtg
  1068241 ctagttccaa ggattacaaa tcctttcttc agtagattta ttgaagcaat cgagattgct
  1068301 gcttctgaac ataaatataa actgattatt tgtcaaacaa gatatttacc ggaaaaagag
  1068361 atggagtatt tacaattatt atctacgaaa caagtggatg ggattattct atgttcatta
  1068421 gaaaatccgt gggaagatgt agagccatac ttacaacacg gtccaatcgt gttatgtaat
  1068481 gaatatattg aggaagcaaa tattccaaca gtgaagtttg atcatgcgca aggagcatac
  1068541 atagctgcga agcatgtgtt agaacaagga tatcgtaatc ttattttttg ccgtggtaac
  1068601 gaaaccaaag ttgttagcca acagcgaaaa atgggctttt tacgtgccat aacggaaaag
  1068661 agccgccaag tagaagcgat cgattttctt gaaaacgctt tctcttggga agatggcaaa
  1068721 cgaatattcc atgaagtatt gaaagacaaa aaaaatccta ccgcgatttt ggcaggaggc
  1068781 gatgaggtag cagctggaat tatttcagag gcgaaacgcc ataattggag cattccagat
  1068841 gatctcgctg ttatcggttt tgataatcaa attttatcac agattacaga accaggtatt
  1068901 acgacaattg aacagccaat cgatgagatg gcccgaaaag ttgtcgacct aatgatggat
  1068961 aaaatccata cgaaaaatta tcgaaaaaaa gaattgtatg agtttgaact ggagctcttg
  1069021 gtgtaaggtt caacgatgaa ggatacgatg ttattagcct agtagactat gtctgctagg
  1069081 tttttttctg ttcacaaact actattcttc gtgaacgcag tcatcacatt tgttatggta
  1069141 agcttcgtgc tgctcgtcaa tttctttccc gcagtgcgca caagttttcg tcggtaaatt
  1069201 tctgaaaaac tccattggtt gatcgatcat gtcaatccct ccatttccat ttcttactat
  1069261 cattgtatta gtacaaaaaa taaaagtcaa caactgtttt ataacaaaat gaaaattaat
  1069321 gaaaaagttt aggaaatgga ttatagttaa caatgtagga tgtaagcaaa acatgcattt
  1069381 ctactcggtt ttagaaagga tggatacata tgaaaatgac tgttgtcggc ttttggggcg
  1069441 gctttccaga agcgggagaa gcaacgtcgg ggtatttgtt tgaacacgat ggttttcgtt
  1069501 tacttgtaga ctgtggtagt ggtgtactag cacagcttca aaaatatata acaccatctg
  1069561 atatagatgc agttgtactt tcgcattatc atcacgatca tgttgcagac attggggtat
  1069621 tgcaatatgc gagactaatt acgagtgcga caaagggaca actaccggaa ctaccaatat
  1069681 acggtcatac atttgatgag aatggattcc attctttaac gcatgaaccg catacgaaag
  1069741 gaatcccgta caatccagaa gaaacacttc aaattggacc gttctcgatt tcattcttaa
  1069801 aaactgttca tcctgttaca tgctttgcga tgcgtattac agcaggtaat gatatcgtag
  1069861 tgtacagcgc tgattccagt tatattcctg aatttattcc attcacgaaa gatgctgatt
  1069921 tgttcatttg tgagtgtaat atgtatgcac atcaagaggc tgcaaaagcg ggacatatga
  1069981 atagtacaga agtagcaagt attgcgaaag atgcaaatgt aaaagaactt ttattaacgc
  1070041 acttaccgca tacaggcaat ccagctgatt tagtaacaga agcaaaacaa attttcagtg
  1070101 gccatattac gttagcgcat agtggctacg tatggaactc atgaggtgat acgatgttat
  1070161 ttattgataa taaagggatt acagatccta gaataaactt agcgattgaa gaatattgtg
  1070221 tgaagaattt agatattaac gaaacatatt tactgttcta cattaatgag ccttcgatta
  1070281 ttattggtaa aaaccaaaac acagtagaag aaattaatgc agattacgta aaagaaaaag
  1070341 gtattcatgt cgttcgtcgt ctatcaggcg gaggcgcagt atatcatgat ttaggaaact
  1070401 taaacttcag ctttattacg aaagatgatg gggacagttt cagtaacttc aaaaaattca
  1070461 ccgagcctgt aacgaaagcg cttggtaaat taggcgtaaa tgcagaacta agtggtcgta
  1070521 atgacatttt agctgaaggc agaaaaattt caggtaacgc gcagttctca acgaaaggtc
  1070581 gtatgttcag tcacggtacg ttactatttg actctgaaat cgatcacgtc gtatcagcgt
  1070641 taaaagtaaa aatggataaa attcaatcaa aaggaattaa atcaattcgt agccgcgttg
  1070701 cgaacattac agagttctta aacgaagaaa tgacgacaga agagtttaga caacttcttc
  1070761 tagaaacaat ttttgaagga gagacagaaa tcccaacgta tgaattaaca gaagaggatt
  1070821 ggaaagaaat ccacaaactt tctgaagagc gctaccgcaa ttgggactgg aactacggaa
  1070881 aatctccgaa gttcaactta caacattcac accgcttccc agttggacaa gttgacgttc
  1070941 gtcttgaagt gaaaaaagga acagtaacag aatgcaaaat ttacggtgac ttcttcggtt
  1071001 cactagatgt gcatgatatt gaagaacgtc taacaggcgt acaatttgat aaagatgcat
  1071061 tcactacagc tttagaaggc gtagatatcg cacgttactt cggtaatatt acaacagaag
  1071121 atttcttaca tttgttcttc taaaaataag ggaggctacc gtaactggca gcctctttct
  1071181 ttttgcgtag attgtcatgt tttgtcggta agttgatata tttaaaaaat cgctgatata
  1071241 ttccgagtta cgaccgatat atttggaaaa tcgctgatat atttcgagtt gcgctgatat
  1071301 atctgaaaaa tcgccgatat aattttatat acaataaaat cacaggacat ctgcctctta
  1071361 taaaggaata tacatattca aaaggaggcg gatcgaaatg aaaagagtaa tgtacgttgt
  1071421 attattactt agctttgtca ttggaatgac agcttgtaac gatgaaacgt cctcaagtcg
  1071481 tacactttta tctattggaa aaccagcgaa agataatgtt atatatttta cgcatacaga
  1071541 taacaagcga aagatacagg aaatacaaga catgtttcaa aataagaagt ggaaaagaaa
  1071601 tgaaacattc agcactgtta ataaaacacc agatgtcgtc ttttcaatag atgaagacaa
  1071661 tacagggtta ccggcactat atgttacggt gtattttcat gaagatggag cggacgttct
  1071721 taacttgtac ggggagtata cgagtttcaa taaacaagaa cttgcaatgc tgagagaaaa
  1071781 gatgagtgca tattatccta aaatgatttt tggtctagtt tcataaatta cttgtaaata
  1071841 aaatcccctt atccttccaa agtaaatgaa gaggaggtga tctgtttata tgcagttaat
  1071901 ggaataacac ttgctacttt aattttcttt taatataatt aatttagaat ttttaaatat
  1071961 tctaaatttt ataaaggtgg ggtttgtgtg aatctcgttc aatctttggc tgaaacggcg
  1072021 aaaaagaagg gggataaacc ggcttatata tttatggatc agtcggtctc atatgaccaa
  1072081 ttaaacaaaa tggtcacaag gttttctagc aatttagcag aaatgggcat tggaaaaggg
  1072141 gacaatgttg cattagttgt tggaaattca ccacattttt tggtcggttt atacggaaca
  1072201 atgaaagcgg gagcaactgt tattccagtt aatccaattt atacagcaga cgaaatgcat
  1072261 tacattttac aaaatggaga tgtaaaaaca atcatcgtac tcgacgtcct tctacctgtt
  1072321 atacaatctc ttacaactag acttccttca cttgaaaaca tcatcatatg cgaaacctca
  1072381 tcagatttta accatacaga aaccgaaaaa atgaaaacgt ttactagaat gataggggct
  1072441 ggagatttaa cttacgaagg cccagaacta gatgaagaag atgtagcggt tattctatac
  1072501 acttcgggca caactggaaa accgaaaggc gctatgttaa cgcataaaaa tttatatagt
  1072561 aatgcgagcg atgtggcgtc gtatttacaa tatacggctg atgatcgcgt cgttgcggca
  1072621 ctgccaatgt tccacgtatt ctgtttaaca gtggcggtca atgcaccgat tgtgaacggg
  1072681 gcaacgattt tgatgttacc gaaatttagc ccgaaagaag tattccgtat ttgccgcacg
  1072741 tacgaaccga cgatttttgc cggtgtaccg acaatgtaca attacttata tttattcgaa
  1072801 gaagcgagcg cagaagatgt gaagacgctt cgtctttgta tttcaggtgg tgcttcaatg
  1072861 cctgttgctc ttctacaaaa ctttgaaaaa cgttttgacg ttatcgtttc agaaggatac
  1072921 ggtttatcag aagcatcacc agttacttgt tttaacccgc ttgatcgtcc gcgtaaacca
  1072981 ggatcaatcg gtacaaatat ttggcatgta gaaaataaaa ttgtaaatga acttggggaa
  1073041 gaagtaccag tcggcgcagt tggggaatta attgttcgcg gacctaacgt tatgaaagga
  1073101 tattataacg caccagaaga tacagctgcg acattgaaag atggctggct gtatacagga
  1073161 gacttagcga aaatggatga agaaggttac ttctatatcg ttgatcgtaa aaaggatatc
  1073221 gtcttagttg gcggttataa cgtatatcct cgtgaagtag aggaagtatt gtacatgcac
  1073281 gaatcagtgg cggaagttgt cgtaatcggt gttcctgatg aaaacttagg agaagcagtg
  1073341 cgagcgtacg tcgttctgaa acaaacgaac gtaacagaag aagaacttat gcattactgc
  1073401 acattacatt tagcaaaata taaagtacca aagagtattg aatttttaac agaactgccg
  1073461 aagaatacga caggcaagtt gctgagaaga gctttgagag aaaaagcgat gcaagtttaa
  1073521 atataggggc aaccatcttt atgaagatgg ttgcctttct attttttagc attggttaag
  1073581 ctatggtacc atatatttaa accgtaatat gactaataag gaggagatat aagtggaaca
  1073641 gaaggaatta cgtttacggc gagtgcagta tcttatttgt gacattatgg atgaaatgaa
  1073701 tgctgaaagt gagaagaaca acttagaaat actgcagcaa gtcattgatc atctttcagg
  1073761 agcgataggt gatttagttg atccatcgag cacgtattct atcgattatt tggaaaggaa
  1073821 agttcataca gcgcattatt tactttttaa aaatgagcgg aaagcgtact tatgtaggaa
  1073881 ataatattat tatttttatt tgacattgat aatcattatc aatatgatag ttgtgttaag
  1073941 tatatttata taaagggaga tgtcatattg ataatgatta agaaaaaata tatgaatgca
  1074001 ttcgttatag cagcaacttt agcagttcca tttagtagta ttatggcacc gattgcgaag
  1074061 gcagaagcgg cggttgaaat gaaagcagct agcaaattag cagatggcac ttatgacgtt
  1074121 attttaaaga cttataaaga taaaacgaat gatacatcag ttgcgtctac atatttaaaa
  1074181 aatctaaaag taaccattca aggtgataaa aaaatcgtta cgttaacagt tcaagatagt
  1074241 agctatttcc agtatcttag agtagaagat acgaataaag tagggacatt ccatgatgta
  1074301 aaagtaattt ccgaagataa agcaaataac ggtacgaaag ttgttcaatt tgaaattgat
  1074361 gagttttcga aaaaatataa tatgcaaatg catatattaa ttccagcaat taaatatgat
  1074421 cataaatatc aagtacagtt tgaaatcgac gcgagtgcaa ttgaacagaa gcctaaattc
  1074481 tcagatgtac caacttgggc acaagagtca gttcaatatt tagtagataa agaagcagtg
  1074541 cacggtaaac cagatggtac atttgctccg gctgaaagta tcgatcgtag ttcagctgca
  1074601 aaaatattag caactgtttt acggttagaa attaagaaag atgcaaagcc atcattccct
  1074661 gatgcacaaa accactgggc aactccatat attgctgctg ttgaaaaagc aggtattgta
  1074721 aaaggtgatg agaagggaaa ctttaatcca agcgggttaa ttaaccgtgc atcaatggct
  1074781 tctatgttag taaatgcata taaattagaa agaaatgaaa atataaaact accgaaagaa
  1074841 tttgctgact taaacaatca ttggggtgcg aagtatgcca atattttaat ccaagaaaag
  1074901 atttcaattg gaacagataa tggctgggct ccaaataaag cagtaagtcg tgcggaagca
  1074961 gcacaattta ttgcgaaggc ggataaattg aagaaagaaa tgaaatagaa agaggcgcac
  1075021 aacattcact tttgtgaatg gattgtgtgc ttttttattg tgggatttat taatgaagta
  1075081 gaggtagata aagtattgcc tctttggata aggggccaga taaactttat ttcaatctaa
  1075141 aatatgataa atattatatt ataatataag gttaataatc tgtgaataat aattataaaa
  1075201 ttgttgttaa attgtcggat tttgtgcacg gaatcttcaa aactttaaaa ctatatttac
  1075261 tttattcttt cgtttgttta aattgtgata tgtaacatta tatatgttaa aaatatttca
  1075321 gcgaggtgag tttatggaag caaaaaaatg gtataggtac ttaatccaac ttatcgtagt
  1075381 tgcattaatc gttacctccg taccactgaa tggattggca gaaacggcac caccgtttac
  1075441 accatctcca aattcagaac aaagtccaga aacagaaaag aaagaggaaa aggagttacc
  1075501 cgctccacat ccagatcagt caaagaagga taaagctaaa gcaaaggcaa atccaactga
  1075561 gattgtagaa gaaagaacgg aaacagagaa agttttcgat aataatgatg gtacgtatac
  1075621 gaaaagggta tatacggaac cgattcatat tgagaaagat ggaaagttag aagaggtttc
  1075681 accgaaatta gtagaagcac caaatgaaaa aattataacg gaaaatacaa cattagaacc
  1075741 agaatttgag aaagcaacac aagatggaaa gtacgttcaa tttaaagtga aaaatcataa
  1075801 cattcagtat aaactgataa gtgcaaatgg tgaaaaaggt gaattgaagc caacgccagt
  1075861 cactgcaaca catgaaaaga atacagtatg gtataaagga atttttccaa atattgattt
  1075921 aaagagtacg acgtttaacg aaaatgtaaa agaagatttt gtattacgtg aatatacagg
  1075981 acatcacatt tttacgtttg cattagaaac agatttaaca ccgagcttac aggaagatgg
  1076041 ttcaatcgac ttccaaaatg agaaaaaaga aaaagttttt acattaccga aaccgtatat
  1076101 gaacgattca aatgtggatc aacaatcagg tgaggctgta acgtcagatg cagttcgcta
  1076161 caatattgag aagaaagatg aagaaacata tacattaact gttactgcag acccgcagtg
  1076221 gttacaagca ccagagcgaa aatatccggt atatgtagac ccttcgattc agttgaaaga
  1076281 ttttgataat gcatatgctt ctagtgcata tccaactgta aactattcag gaggaaagct
  1076341 ttgggatgct ggccaaaatg cttatacatt aaaagtcgga tattatgatg gcgcatctgg
  1076401 gacaaacttt gcatttatta aaccagacgt ttcaaatttt aaaggggcaa atattgaaag
  1076461 tgcaacattc aatgcacata ccatttggca ttattatacg aatcaaccaa atggtgtttg
  1076521 gttagacgaa gtgacgggtg cctggaatga aggtagttta aattggaata ataagcctgg
  1076581 ttcaaataat attgcgcatg ctgatgtaac aagagggcaa tgggcgagat ttaacgtaac
  1076641 taacacagta aaagcatggg tggaaggcac aaagcaaaat aatggcttta agctacatgc
  1076701 aaacggaaat ggtcaaaacc attggaagaa atttattgca gccgaaaatg gaacaaatgc
  1076761 accatactta gaagtaaagt attcttacgc aaaaccgaat aaaccaagag tacaaactta
  1076821 ttcaaatggg agtggtagta gttcaggcca cttcaatgta caatgggatg cagttccagg
  1076881 agcgaacggc tataaagtag caatatttaa tgggcatgaa tatgaagaaa tcgaagttgg
  1076941 gaatgtaaca aattggacaa caaaagataa aaaaatattc ccaacgccag aagagattgc
  1077001 acaaggccgt tattgggtgc atgatgacgg aaaaggtgca gaagcaccag tcaatccagg
  1077061 tccaatttat aaaaatgcat ttttagataa aagcccgtat ggagattata gtagtgcacg
  1077121 tggatattgg attcgtatca tagcaacata cccaactggt gaggatagtc cgctttctga
  1077181 tgaagcaatt gtctatattc cattggaaca agtgaaaaag ccagatggct cagcgtatat
  1077241 caatgcgaca gatcaaacaa ctggttatgt aacattgaaa tgggatgcag taccagaagc
  1077301 agcagggtat aaagtttgga tttataacgg aaaagattat gaagcgttcg atgtaggaaa
  1077361 taaaacaaat tggacaacgc aaaatgagaa aatttggcca acgaaagatg aaattgcaaa
  1077421 aggccaatat ttacttcatc atgacaaaaa aggtgtagaa ttagcagttg atccatcacc
  1077481 tgtgtataaa aattctggtg gaatctatgc aggtgcgaaa aactattggt tccgtgtaac
  1077541 ggcatatagt aaagttggac atgctgaaag tgaaatttca catgagtttg tacctagatt
  1077601 ctcccaagat tctggattta taggaatgtt tgattactgg gcatcaattc ctgtgttaaa
  1077661 tggtaaagta aatgctacaa atggtaactt tatcatgagt gagaaagata ttacgttatc
  1077721 agggcgcgga ccggatgtat cagtagaaag aacgtataat agccaaagta aaaaggtagg
  1077781 tttatttggt acgggttggt ctagtggatt agaggaaaga gtttgggccg atggaaatgg
  1077841 aaatttactt ctaatttcta ctgacggtgc gaatattacc tttactagaa caggagataa
  1077901 taagtaccaa gctcctactg gtatatattt agagattaag caagtatcag gcggatatga
  1077961 aataaaagat aaagatcaaa ctgttacttt ctataaatct ggagatgcac aaggacgtat
  1078021 tgagtataca aaagataaat acggaaatac gacgacgtat gagtatgatg gtgcatcccg
  1078081 tttatcaaaa gtaaagaatg cttctggtaa agagttagtc ttacaatatg acggtaataa
  1078141 taaaaaagca gcaagagtaa tcggtccaga taacaagacg attaccttta attatgatgg
  1078201 agatttactt gtttcttcta caacaccaga aggaaaagta tataaatatg gatatgataa
  1078261 tggggtactg acatctattt atgatccaca acatacagat gccaaaccat ataaaacatc
  1078321 gtatgcatat gagaatgata gattagtaaa agtaacggac ccattaggta aagctacaac
  1078381 attagcatat aatacaggtt cgaaggaagt tacgttaacg aaccctaaag gacgtaagac
  1078441 tgtttatacg tataacgatg ctgggaatcc agtgaaaaca gttgaagatg tgggacgtct
  1078501 gaatttaacg acatcgtatg aatataatgc gaataattta gtgaaaacaa caactcctaa
  1078561 aaaccaaaca gaaacagcga cttatgacgg taatgggaat gtaacttctg ttactgatga
  1078621 aatgggaact gagaagtttg agtataataa agataatggg attataaaag cgacagataa
  1078681 cgaagatcgt aaaacaactg ttgcttatgt aggagcaaat acagaagtat ctcaaacaga
  1078741 ccaaggagca aatacatctt ctgttattca ccatgatcaa tacggtaatc cgattgaaac
  1078801 aagtaaagaa ttaagcgccg gagggaactt aattcaaaat cctagttttg aaatgaatgg
  1078861 tacggaaaaa tgggtgaaag tagatacgaa taatagcgga tctatctcaa aagatgcaac
  1078921 accagcacca ggtggtctgg gcggggaatc atcactcaaa attacaacaa aagcaacgaa
  1078981 taatgactgg ggctatattg ctgccatcca agaagtaacg ttagaaccaa atacaacgta
  1079041 tacgttaagt ggtatggtga aaacggattt agtcaatggt gctgccttct ttaatgtaca
  1079101 gtcattaaat gaaaatggtg ctggtataga tggtggttgg catgatactc gtcacaataa
  1079161 agttcaagga acgagtgatt gggttaatcg tcaagttacc tttaaaacaa cagagcaaac
  1079221 aagaaaagta aaaatctatt tacaagtaga aaatggcggt tctgctacga gcggttctgc
  1079281 atggtttgat aaaatacaat tggaaaaagg agaagtttct tcaagtttta atccagttct
  1079341 aaatagtagt tttgaagaaa actggccgga tggatttgta ccacagtggg taagaagttg
  1079401 ttctcaacat tgtgaacgta acgatgtatc ggatgatagt ttcacaggcc actcgtctat
  1079461 tgtaatggag agaagtgaat atggcccaaa tgatattgga taccgtaatc gtgtcatttt
  1079521 aaaccagaaa aaggcagaaa cagtaacact tactgcgatg tctaaatctg aaaatgtagt
  1079581 caatgacgca ccagataaac tttccaaaga ttatgcagtt ttagctgaaa cctactatca
  1079641 agatggaact gtagtaaatt attatacaag tttcccaagc gggacaaatg attggaaccg
  1079701 tagtgcagct gttattccag caaagaaacc aatccaaaag attgaaatat tccttctctt
  1079761 tagaaagaat aacaaaggaa aagtatggtt tgatgatatt cgtttactag aaggaaacgc
  1079821 tcttattaaa aacgagtacg acaacgatgg aaatgttgtt gcgacgtatg atgaagaagg
  1079881 acagaagaat acattcacat atgatgcatc aggaaataaa aagagcgaaa cagatgaaaa
  1079941 gggaaataca aaactatatg attacaacaa agataatcta ttaacaaagg ttacattaaa
  1080001 aaatggtact tctgtaaatt atcgttatga tcataatgga aacacaacag agaaatctgt
  1080061 catgtttggt gggaaaacac aaacacacaa atatgaatat gatgtagata ataaaaatac
  1080121 agtgtatatc gatgcattaa accgtcgtat tgaaaacacg tacgatgaaa atgcaaacaa
  1080181 gattaaaaca aaaatgccaa atggttctat cttagagtct gtatatgata cagctgatcg
  1080241 cgttgttggt gaaaagcgca acggaaaaga ttcatttaca ttcgaacgtg atcaaaatgg
  1080301 acaagttacg aaagtgaaag atcttgtcaa cggtgtagaa cgtacgaaaa catatgataa
  1080361 ggctgaccgc gtcacaagcg caacagatag ccgaggcgga aaaattgact gggcatatca
  1080421 cgataaagca aacagtaaga cagaaaaatt aaaagaacaa acggtaacgc aaggtggata
  1080481 tacaaataaa gtatcgtatg actacaacac gttagatcaa aacatacgtg tgacagacgg
  1080541 ttcgcaaacg tatcgatttg attatgacga tcaaggaaat gttcgtacgt atacagctgg
  1080601 taatggttca ggttctacct tcaactatga ccaggcgaac aaaattaaag atttagtagt
  1080661 aggtacatca aacagtattc ttctatctga acgatatgaa tatgaccaat cgggtaaccg
  1080721 tacgaagatt aaacatgaag gtgcgggcgg aaaagtaacg gaaacaaact ttgtatatga
  1080781 cccgatcaac caactattaa atgaggtatt accaaacgga acaactaaat catacacata
  1080841 cgatggattt ggaaaccgta caagtgtgaa agttatagag aatggaaaag aaacaaagtc
  1080901 tatagcggca acattcaatg aaggaaatca acttgtcaaa ttcggaaatg aatcattaac
  1080961 gtatgatgta aatggaaatc gtacatctga tggaaagtac aaatatacat ggaacgaaga
  1081021 tgatcaaatt gtagctatca caaaacaagg tgagaacaat gcatttgcaa cttacaagta
  1081081 tgatgaagat aatcgtcgta ttgaaaagaa tgtgaatggt caagtaacac gttatttcta
  1081141 tgatggagat agcattaatc cgttatatga gacagatgga aatggaactg tacttcgtca
  1081201 atatgtatat tctgcggatg gcgcacgttt ggcaatgaaa gcacaaggtc aaacgttata
  1081261 ctatcactat aaccctcgtg gtgatgtagt tgcgatgacg aatcaggata aagaagttgt
  1081321 agcaacgtat gaatatgatg catggggtaa tgtattaacg agtgatacga aaggtatcgc
  1081381 agcagacaat ccatttggat atgcgggata catgtatgat aaagagattg gcatgtatta
  1081441 tctgattgcg cgttattata atccagaaca tggtgtgttc ttatcggtgg atcctgatcc
  1081501 aggtgatgaa gatgatccgg ttacgatgaa cgggtacacg tatgcggata ataatccggt
  1081561 tatgatgaca gatccagatg gtaagtgggc atggttagta ccggttgtaa ttgcaggtgc
  1081621 aatggtagca gctaggtttg gtgcgaaata tgcaatccgc tatggtgcga aatatggtaa
  1081681 aaaagcggtt aaatctgggt gggattatgg taaaaaggtt gctaagtcag gatggaacaa
  1081741 agggaaaagt atagctcaga aaatccctag aatacacaaa gtaggcagga ttaagggaga
  1081801 taatgataaa ggaaaaggtt attggggagt aatttattct actacaaaga aaacagggaa
  1081861 acggacttac tcttcatttg aattccatac ccctcacaat gggcatggat atcatttgca
  1081921 aaaaaataaa tattctaagt atcaaggaaa atggaatcga ggaaaggcga cgtggagaca
  1081981 aacaatatgg aaggctaaga attggtgata ataatatgat ggatagatat gtaaaaaaag
  1082041 aaaaacatag tttaataata agtactaatg acgcttataa taaggaagaa ggagtatatg
  1082101 aaactattga taacgtaatt aatcaagttt taaatatttt aaaattaaaa tataatctat
  1082161 atatttatta cttagagggt tataataaaa aatcaaaaga aaatgaaaaa tatgttgctt
  1082221 taaaaggaat tttcactcgt gatatagtta tttttgagcc cttagaatta tcaattttaa
  1082281 atgatggata tatttcggag aggtttgttg ttggagacat agagatagaa caaaagttag
  1082341 aaagtattat gaagaatagc tataggtcga tagtagaaat tgaagagtat ctttgtcaga
  1082401 attgtgaagt agtttgtaaa atatttgact cagcatatat tgaaattcag acaaaagatt
  1082461 attcaatcat tgaggaaata aaaaatgaaa tttaataagg tataatccta attgggattc
  1082521 attatgctag ggattataat gaaatttcca aaagatgaag atggacaagt attaaatatg
  1082581 ttatataaac aagttataga ttttaataaa aaacatataa tggatttctt tattgcaatt
  1082641 cctgatcaag gtaatggaga aaaaataatt agcagactac aagagcaggg cttaaattgt
  1082701 gaattagatt ataatgagga atttgaaaat tgtaattgta cttgttctaa agagatgtac
  1082761 ttagcttatg aggatatcgt agagatgagt atcctaagtg aagagtttgg tggatataca
  1082821 gatggttggg gacatttgtc taagaatgag tttgtttatg ataatatgct aaattagact
  1082881 ggataaagaa atatttgtgg aaagaagggc tattatctgc tcttctttct ttatgtataa
  1082941 atggattttg ggtagtggaa tcagaaggac aaacgattat cactgcaacc ttcgcggtga
  1083001 cgtcgttacg ataacgaatc aggataaaga agttgtagca acgtatgaat atgatgcatg
  1083061 gggtaatgta gtaaagagtg atacgaaagg tatcgcagta gataatccat ttggatatgc
  1083121 gggatacatg tatgataaag agattggtat gtattatttg attgcccgtt actataatcc
  1083181 agaacatggt gtgttcttat cagtggatcc tgatccgggt gatgaagatg atccggttac
  1083241 aatgaatggg tatacgtatg gtgataataa tccagtgatg atgattaatc cagatggtca
  1083301 tttagcgtgg tttattccag tcgctgtaca cgaggcgaga atcgctgctc cgcatgtagg
  1083361 tcgttttgtt ggtaaacaat tggctaaacg tgctataacg caaccattaa agtacaagaa
  1083421 tacgaaagca gtagcaggta aaattattgg atatacaaaa catgggttca accaagcgat
  1083481 tagtcgtaat aacggattag gggtgtcacc aaaggccatc ttacatacag ttaagtcagg
  1083541 taagatggtt atacaaaaag atcgtggaac tattaaatat actagtaaac aagctgtagt
  1083601 tgttttaaat aagaggggaa aaatcgtaac gacttttgct agaggaacga aatatacacg
  1083661 gaaaggaaaa aataagcgtg agtaaattta atagtgatgt gcaaggagta ttgcaaggaa
  1083721 tattaaagga aaagcagcct gagctattgt ggattgtaaa ttgtagggac tttagtatat
  1083781 tagaaattga aactatacat gagttgagag atatattagc agatgaatta attgaaaaag
  1083841 gctttgatga acaggataat attaatgatt ttggtaggga tttagagaaa ttgattgatg
  1083901 tatttgggga tttactgcct taatagttcg ggtacataat agatttgtag gaggaaggac
  1083961 cgatatcagc tcttctttct tttgggatct taatccaatg aattcaattt taaacgagac
  1084021 attaccaaac gggacgagta aatcatacac atatgaggaa tttggaaact gtactaggtt
  1084081 gaaagttgta gagaatggaa aagaaacaaa atctatagag gcaacattct aataagtttt
  1084141 acttcatata tgtcgctctt gggttacaaa attaatatag tgatattcgt ttttttagga
  1084201 attagtttgt ttttagctgg tatttttgaa aaagaaaagt aaagtcgatt cggtgtattt
  1084261 caaaatctaa acaaatagtt tgattttggg atacactttt taattttgaa taacttatta
  1084321 cttctataat ctgatttttt attgtatgtt gctataaaca ggctcttata tatttacata
  1084381 agaacccgtt tgcatgtgta tcactgtttt atgtacaata aaagaaaagc atcttatgag
  1084441 atggggagag gaaaacccat gtccaatcaa caattagtaa atttacgaat tgatttcgct
  1084501 tttaaacaat tatttggtac aagtggaaat gaagacattc taattgcttt tttaaacgca
  1084561 atgttacgag attctttaaa atcgccaatt gtatccacat ttgcatcgag aacatgaaga
  1084621 agataaatta tcgatattag atattttagt tacattagat acaggtacga aagtaaatat
  1084681 tgaaattcag ttgaataatg ctcacaacat gattaagcgc agtttgtatt accggggaag
  1084741 gttatacaca tcccaacttt aaaagggaat gccgtatagt tctcttcgga aaaccatcac
  1084801 gattaatttg ttgaatttcg ttatgtttcc tgaatatgaa gcattccata caataggaat
  1084861 cctatggaat caacagcaac agaaagtatt gagtgatgat attgaagttc atattgtaga
  1084921 gcttccaaaa cttatgcaac agtggcggaa tgaacaagta aatccctggg aagattcatt
  1084981 tgttcgttgg ttattattac tcccagcgaa tgaagatgaa caattaaccc aaacattgga
  1085041 ggatattgca atgaaccaag atccgatttt acaaaaagca atgaataaat gggaacgtat
  1085101 gagtcaagat tcttcttttc gacaagcgta tgaagcaagg gaaaaagttc tgatggatga
  1085161 ggcagcaaag tatgcacatg cccgtaagga agggattgaa gaggggaaaa tacaactcat
  1085221 tcgtggtatg agtaaaaatg gaatgttgat agaagatatt gcaaagttta caaatttacg
  1085281 catagaagaa atacgaaaca ttttacaagt ctaaaagagt tatgaaaata agggatgtaa
  1085341 aagtgttgat ttaacgacat ttttacatcc ctctttacga aagtgaaaga tcttgtcaac
  1085401 ggtgtagaac gcacgaagac attagcattt gaaaaacgac acatgaaaca aacatctcaa
  1085461 gaaccaatag aacaactcaa tacttctaat tttacacaac cactccccgc taattcattt
  1085521 acactctatg atgacaaata gcattggagc aatatattcc tataggggag tgtaaaacat
  1085581 cttttttagt aaaaagggat atttatatga agaaaaaact agagatattg aaaaaaacta
  1085641 aaagaatttt aacctgggac agcagaggaa atggatggtg aaaattaaat gaaaaataat
  1085701 ttgtagaaag aagagctgat atcggctttt cttttttata aatatcttat atagctgatt
  1085761 gttatgcaat aaatgtgcta gatggagacg tttggctcta ttattcagaa tatcctttag
  1085821 ttcaaatgaa agataaaaaa tttcatatgt cgtggaatga aataaaggta actatggaaa
  1085881 tatggtcgga aagttttgcg gttgctcaag ataaagtagt gttcattact taagataaaa
  1085941 agttggttgt ttatgattta aataataatc atgtgcatga tgtgaatctt cgtaatgaac
  1086001 taggagaacc gattcaattt gttgcttatt atagccgcgg atctgttatg tattttcaga
  1086061 tggatgatag gctgtattat gttgatacaa ttaatatatg agatgataaa aaagcgcact
  1086121 caacaatctg ggtgcgcttt ttcataaccg ttatatattc ctcttcatca actccccaac
  1086181 ttgcgtcgca acaaacgcaa cgccactatc aatttcgtct aacacgtaag attccaaaat
  1086241 gcccattaca gctgttccta aaaattttaa gacgatatgt ttatcgatgt ttttatttac
  1086301 tgatgtgttt gtgtttgtgt ttagtttttt ctctatttca cccatgatga aagttaataa
  1086361 cttttttgaa acgataatgt gctgttactt ttaaataacg ccgcgaaaaa tggtttgtgt
  1086421 tctttgaagt attcaaacca tatgatcgtt ccttctattt agcagatacg ttattaacgc
  1086481 agccgctgca aattattgtc ggtagcaagc aaggcgcatt cggttcttat aaagatggtc
  1086541 atgagcttta tgagaaagca gcttcagaga agaaagattt acttgttgtg gaaggtgcga
  1086601 gtcactacga tttatatgac caaccagaac cagtaaaaat tgcagttgaa aaattaacaa
  1086661 gcttctataa cgacaatctg taaaagtaat gttatgttga attgcacctc taattgttag
  1086721 atttgcatct agcaattagg ggtctttatt gtgaagattg aagtgcttat tatttacgct
  1086781 ataggtgcat aacaagatat aatagaagaa atgaataagg aggctagttg tgaagaatct
  1086841 tcgttatctc aatatattta cgatattaat tatatacaca ctacttatgt tttacattgg
  1086901 ctggaacggc tgggtttggc ttcatgcggt atttggctgg gagtcttggg gatattacgc
  1086961 tttcatagtt ggctccattt cgtatgcgta cattctcgtg caagtgttta agtttttgcc
  1087021 tttcctacga acgataggtt caatttggtt tgcggttata caataggcgc ttatgttatt
  1087081 gccgttagct aatattacag tctttctttt acagttttca gtggagaaag aagcggcaat
  1087141 tatttggaca ggggcggctg tgttagctgc atttattttt atctttgcgt acggagtatt
  1087201 taatgcatat agcccggtag taagaaagta tgaggtgcac attccgaaaa aagtagaggg
  1087261 acgtaaaagc ttacgcattg cgatggcttc tgatatgcat ttcggtaaat tatctggcgt
  1087321 ttcgcatttg aaaaggcttg ttcgtcatgt aaatgaaatg gagcctgata ttattttact
  1087381 gccaggtgat attatcgatg atcatccagg tgtgttcatt caaaaaaata tgggacatat
  1087441 tatgaaacaa atgacagctc cactaggcgt atatggtgtg ttaggaaatc acgaatatta
  1087501 cggacgagca gttccagaat ttttacaaga gatggataag atcgatattc gtattttgtt
  1087561 agatgaagtg attaccattg aagatgcctt ttatctcgtt ggaagaagag ataaaacaga
  1087621 acgagaccgc caaagttttg aaaatcttat gagtacggta gataaaacga tgccagttat
  1087681 cgcaatggat caccaaccct ttgagttaaa acaagcagcg gatgctggcg tagatttact
  1087741 attatccggt cacacgcacc gcggacaaat ggcaccaaac catattgtaa cgagaagaat
  1087801 gtacgaacta gactggggat acgtacaaaa aggtgcattc cacgcaattg tttcttctgg
  1087861 tttcggattt tggggaccac cgcttagact tggaagtagg tcggagattg tacgggtgga
  1087921 ggttacgttt gaataaattt atgtaataga gagctaatgg ctctctattt ttacaaataa
  1087981 aaaaaggctc catataagga gcactcaata aaaataaatg aattaaaaca aataacagac
  1088041 atgtataata tacaacattt aaaatttgat atctatatat ttaaatttaa tatttgtgtt
  1088101 ggcgtcgatt tcataaaaga gttacgatta taagataaag ggggattata agtgatcata
  1088161 tcagatgtgc tatacggaga atttaaagtc gatccagtag tagaagaatt aatcttaagt
  1088221 aagtctgtgc aaagactaaa aggtattcat caaactggcg caagttattt agtgaacaag
  1088281 gaatggaatg taacgcgctt tgatcattca gttggtgtta tgttgttagt taaaaagcta
  1088341 ggtggttcag tagaagagca aattgcaggt ttactgcacg acgtatcaca tactgctttt
  1088401 tctcatgtga ttgattacgt ttttgataat agaaatgaaa gttatcatga agagatattt
  1088461 agttctgttg tgaaaaactc agaaattcca gcgattcttg caaagtatgg ctataactat
  1088521 gaagatattt tattagatga ttcgaagtgg acgttactgg aacggtcagc gcccgaatta
  1088581 tgcgcagatc gagtggatta tacgttacga gatatgtata catatgggta tatttcttta
  1088641 gaagaagctc acagtttttt agaagatgta attgaagtaa acggaaaaat ggtccttcaa
  1088701 aacatcgaaa tggcagagtg gtttacagaa acgtattaca aagaagtcat cgatttcttt
  1088761 atgcaaccaa tgaatagtta cggaaatgat atgttagcta agacgctaaa gttagctcta
  1088821 cacaaaaagg ttattcatgc agatgatttt cttcttgaag atgatgagct tattttgaaa
  1088881 ttgcagcaat gtagtgattc agaagtacat gctttattaa gcaaagttca tccgaatgta
  1088941 aaagtaaaag aagataaaaa cgattatgat ttgtatcaga aaaataaagt acgtcttatt
  1089001 gatccaccgt tactttgtga gggggaagtc gttccatcgt ctgttgtgtc agaaaacata
  1089061 agacagatga gtgatagcgt ttatgaacaa gcggtgagag ggatgtatgt gaaagtggtt
  1089121 tcagattaaa aagtagagca tcactcctag atgctctact ttttcacatc actgattaaa
  1089181 ccaattccaa acctcaatat ctccaagagt cgcataacgt acgtgaggcg agttttgtaa
  1089241 ttttaataac tctttcgacg gtccggtaat gacgatcccg tatactttca caccgttatc
  1089301 ttttacatac tcataacgtt tatctaagtt cagctctttt tcagaagtcc gagtagtttt
  1089361 acttacagtt tctttatgtg tagaaagaat gcgcatcatt tcgattactt catcttcttt
  1089421 tgtcttcggt cgttttgctt cattatcagg gagatttata tgttctgaaa atccgataac
  1089481 ctctccgtca tgtagaatga aatcttcttc atctattctt tcttgccctg tgtctaaagc
  1089541 gtaccataaa ggagttggcg gcatttcttg tgcttcaaat gcgctatata gaatggattc
  1089601 taactcttgt aaagtgtaag gtttgtcaaa agatattgct acttctgcaa cggtgccctc
  1089661 atgtatcttt ccgagtgtac tccaaacttt tttagagatt tctttcaaat gatcatcttg
  1089721 cttgattttc gggtgaacaa aggaaagttt tttggaatag ggtttatttg cccatgattg
  1089781 atttgtgtca gttacagatg ataagaaact acgcgttgtt actgtaccaa ttggcatttc
  1089841 ttttttaccg accgttttaa ctaaattcat ttcattttct gtacggaaaa agggtttaat
  1089901 ctttgtactg cctccagcgg aacgactatt tggaattgtt gcttctagtg cgagtgctgg
  1089961 aatctcatct acttcgacta actttttcat attatagaag taaagagaag atgaaaaatg
  1090021 accaacaaaa tagattgcaa tacaaacggc aaggacaaaa ctaacggttt gccaacgttg
  1090081 tttccatttt attttccaaa atgggacttt cagtttttgt ggtggtagtt ttttctttat
  1090141 tggttcactc ttcgaaagca attgatctaa gtaagcctcg cattcttcac atgtctcaat
  1090201 atgattttct aacagttctt gttcattatg cgtgagcgtt ccgttttcgt atctctccca
  1090261 tagtttttta aatgctgtac aacccatccg tatcactcct ttatgctttt catttctttt
  1090321 cgaccacggt gtaattcaat tttcactttt gctagtgaga gaccagtcat cactgctatt
  1090381 tccttataag agaatccgta gtaatctcgt agtaacagaa catttcgtct ctcgagcgga
  1090441 agagaagata aacggtctaa ccaactagca atctcatgtt ttatgaaata agagtgctct
  1090501 gtacttggca cgtttggtaa atggaattct gtaattgtcg tcgttttata tcttttttct
  1090561 tttcgatacc aatcgataaa ggcgttgtag gcaatcgtaa ataaccacgg cctaatttct
  1090621 tctcctttat aatagtcaat atggacgagc attcggtaaa atgtttcttg catgagatct
  1090681 tcagcaaaat gggaatctcc ggttagggag agaagatagc gaaataaatc ttgcatatgt
  1090741 tctgagtaaa tttcttctaa tgattgttta cgtttcacta catttccctc ccttcataca
  1090801 taacaacgaa atacatataa aaaagttaca attttttatg gaattatagt aaaaaacgtc
  1090861 aagaattgga taagattctc ttttatcata atacatataa ggcgggtgaa cagagatgga
  1090921 aagttatgaa acacaaattc aaaggtccat tgattatatc gaggaagatg taatggaaaa
  1090981 acagacgctg cgtaatttag ctcgcattgc aggtttttct gagtcgcatt ttcatcgtgt
  1091041 attccaggcg ttagtaggtg atacggtaat ggagtatgtc cgaaagagga ggttagcccg
  1091101 ggcagcttat caactttctc atacggatga aaaaattatt gatatcgcat ttgagcatgg
  1091161 ctttcaatct cacgaaacgt tcacgagagc ctttaaaaaa ttatttcaaa tgacaccgag
  1091221 tgaatatcga aagcaggaaa tagaaacacc gatgtattac agcgtgaatg taaagcaaag
  1091281 aaaattaaat ccgtatttag gaggcataca aatggaatat cgtattgtaa ataaaccaga
  1091341 atttttaatg gcgggttatg aactgaagac gacaagtaaa gaagggaaga atcatcaaga
  1091401 cattccagca ttttggcaag aatatttaca aaaagatctt ggaacaacga ttccgaatcg
  1091461 taaagatacg agccaatggg tagagcttgg attatgtact gattttaatt tagaaacagg
  1091521 ggacttcact tatattattg gaatggaagt tacagacttt gaaaatgtac caaatgaaat
  1091581 tgcaaagcgt acgttcccag cagcaacata tgcagtattt acaacgccga aagttcctca
  1091641 tgaagaaatg gtatcgtcta ttcaccaaac atggaatgca gtattctcag agtggttccc
  1091701 gcattcagga tacgaacatt gcggcgttaa tgagtttgag ctatacgatg agcgttccca
  1091761 tgcagataaa agtgagttcg ctcaaattga actttggata ccggtgaaga agaaataata
  1091821 gattgagagc gagtcattga gaaatggttc gcttttttat aaagggagag tggggatatg
  1091881 ttccaaaaac tagaatgtgt atctatacat acgaaggata tagaaaaatc cgtttctttt
  1091941 tataaagaaa tgggaatgga gcaaaactgg gttatagaaa gagaattaga agaaggggct
  1092001 atttggacgt taataggatt gaagtttcca gatgagaaaa gttcggagtt agtaataagc
  1092061 aatcatccgg atattaattg tatagaagtc gaagtattgg tagaagatgt gcaacaaacg
  1092121 tatgaaagtt taaaagataa taaagatgta aaatggattc gcgaaccatt tccaacagaa
  1092181 tcaggacacg ttgcggtaat ggaagcacct gatgagaatg tgtttgtgtt ggtaggaaaa
  1092241 tagctgaaat atggagtgac ctttcatagt gagttatgaa aggttatttt ttatgagtgg
  1092301 attgttaaat ttgtattgct ttatctgtaa tatatttgaa aatggtaaaa taaaatagca
  1092361 attaaatatt gcgggtggaa ggttatgccc tttcttcatt tggtgaagaa aggaggtgta
  1092421 atcgtatgga atttcttttg caaattttgt tggaaatcac aaaaactata gctagagaag
  1092481 gtatagttat gggatttaag aaattaacgg caaaaaagcg caaaaagaag gccacccgtc
  1092541 tgcctgcgaa gcgtgggaag tcttcttttt gcgcaaataa gctttagttg cagtgacggg
  1092601 gtgttggaag cacctcgtct acttcatttt atgcaaaact tagttagttt atacttctat
  1092661 ttatagtata acagtttaga aatgtatttg ttaatagttt tatttttact ttgtatagta
  1092721 gaggaagcag gttagcgttg tcgatttttg tcggtaagtc gatatattta gaaaatcgct
  1092781 gatataattt gagttgcgcc gatatattta gaaaatcgct gatataattt gagttgcgcc
  1092841 gatatattca aaaaatcgcc gatataattt catataccga taaaacactt taaaaaacga
  1092901 tccgtataat ttcatatacc gctgaactct ccccaaaaag aaaagacgcc acatagcgcc
  1092961 ttttctacga acaaaacgga aacacaagta taattgtcgt tccttttcct agttcactat
  1093021 caatagaaat cgctccgtta tgagcatgaa cgagttgctt tgtaatagcg aggccaagtc
  1093081 cagttccgat gttgctttct tctgtatttg ttcctctgta atatcgctca aatagaagct
  1093141 ctttcgtttt atcatccatt ccttttccgt tatctgaaat agagagtgtg aatgaagtag
  1093201 cattttgtga aagctttaca atgacattag ttgtttcatt attatgtttt acagcgttta
  1093261 cgagtaagtt ttcgataatg cgttggaacc atttttcttc aatgaaatat tgaattttgt
  1093321 ttgagcttgg tacgaattca atattttgat tttgaagtgt cggattatta atgaattgta
  1093381 ataatacttt ttggacgaat tgattcattt caatgtttac gtgctgcgca ggaagactat
  1093441 tattctttaa ttgatacgtt aagcttaagt catcaattag tgtggtcata tattgagatt
  1093501 tctctttcat aacgctgccg aattgctgaa tgtcacgatc agtccagtta tactgttttg
  1093561 attctagtaa taatgcgtag ccgtatatag aacttagtgg tgtttttaaa tcgtgcgtta
  1093621 gaccagtaat ccattcttca cgtgtttgct gcagtacttg cctcattgca tcattttttt
  1093681 tgagtgtaat agaaaggtgc tctagtgaat ttgtaacatc actaaataag cggaatgacc
  1093741 atttttcttt acccgatttc ctgaacctga taggtttccc ttttttacta acaggctctt
  1093801 cgtactttcc accagcaata tttttaagcc agcgcatcgc atgtaataac ggttttccaa
  1093861 atttattacc gtaccaaata gaaagaatga ctaaataaac aaatacgata agaaggatta
  1093921 atccgcatcc gattagaaac tttttagtaa atacatcgtc tatttcatcg tctgggtagt
  1093981 agtgctcatt ttttgccgtt acaacaagga gatgattgct atttgtgtcg taaaagctag
  1094041 acgtgttttc tttatgattc cacggttccc tttcattaag agcagcttgt ataacagaaa
  1094101 acgttttttt ctttccgttt ggataggaga atacttcatc gcccttacta ttaaagattt
  1094161 gaagtgttgc tttttcttta gaaagtaact gttgttcttc ttctgttaat gtgaacgaat
  1094221 cggtagatac agaagggtgc gctttctgaa ttgttttcag taatgcattg ctttttaaca
  1094281 tgccgccgta aataacgagt acgttctttt cttctaattc aatttcccaa tatgtaaatg
  1094341 tataaggatt ttctatatga ttttgtatat acgagaataa agatgctttc gtataagatg
  1094401 ttggtacgtc actaggtgta ttaaagtgat agagaacttt tccgttttcc tcgacaactt
  1094461 gaatccaatc atttttctct ttaattaagt cttttacttc agattttaac gaaatattgc
  1094521 catcttctga agagatgtat cttgcaatca taaaattatc agcatctgga atgttcggtt
  1094581 catatgaagt actagtaacg agaaaaatta aataagtgaa agcagctact acagcaatta
  1094641 gtaatgtaac taaaacaaat acgtgttgca gtataaactg gataataagt cgtttattaa
  1094701 agttcatatc gtcaccctac tttgtaatga acttatagcc aagtccgcga acggttttta
  1094761 tatattctgg tttacttggg tcttgttcaa ttttttcacg cagttttcga atgtggacca
  1094821 taacggtatt gtcatctcca ttgtaggcag gtgcttccca aactttctcg tatatttctt
  1094881 cttttgaaaa tacgtagttc ggattctcgc aaaagaagag taatagctga aatagctggg
  1094941 cggaacattc gacaacacgc ccatttactg taagctctgc ggaatatcga tcaatttcaa
  1095001 atctgccaaa tgaactagag tgtgcttttt gttcgtgtgg catgacttgc ttcatatgtc
  1095061 ttcggagttg tgctttcata cgagctacca cttcaagtgg attaaatggc ttcgtaatat
  1095121 aatcatctgc accgtgtgaa aatccagata ttttatctaa atcagatgtt ttagctgtga
  1095181 ggaagaagat aggacaatct gttttttgac gaatgattgg acaaatatca aaaccagatt
  1095241 gtccaggaag catgacatct aaaataatta aatcgtaatc gttttgctga gtgagagata
  1095301 aagccatttc agctgatgtt gcagttgtaa tatgagaaaa accttctttt tcaagaatgg
  1095361 tagttagtaa ttgtaaaatt gctgtttcat catcaacgag caaaatattt gcttcataca
  1095421 taaaaaatcc ctcctaattt cctcgaatat catatcatct ttctgtaact tatggaattt
  1095481 ttaaggaaat tttaaggttt tctttctcaa aaaattaaga atcaaatgat atgataaaag
  1095541 taacataggg gaggagatga gtgtgaatcc gtttcaaacg atgcgagcta gatatttttt
  1095601 aattgtattt acactattaa cgttagttgc aagagccagt aatgaattga tagaacatac
  1095661 atttcatatg caaaattcta cttttataaa tatccttata ttctatatcc tgccgatgac
  1095721 gtggattttt tttgagtata gaaaatatcg tgtttcattt tcattattta ttaataaaaa
  1095781 tgaaacattt aacctggtgc aagttttata cattacgatt atgttatgcg tgtttagtta
  1095841 tggatatctt attttataca tgtatagttt tgcatggatt acaccagcat ttattatgaa
  1095901 cgcattacgt gaaccgatca tagatagcac tgggggatat gtctatcaag ttattatggt
  1095961 cgtgttcatc gcaccaatta ttggtgaatt tgtttttcga ggatttttac tacaacgctt
  1096021 tgcagcaaaa tggggaacga gtatagcgat cattgtagta gcgatattat ttgcattgtt
  1096081 acacgttgat ttcctaggtg cagttgtatt tagcgttgta ctatcaatcg tatatattcg
  1096141 tacgaatagt ttactcatgc caattgctat tcacatgtta aacaatgcat ttgtaattag
  1096201 tctttctttt ttaataaata aagaagagat aatgagtttt gcagatttct caaattatac
  1096261 gacgttcttt ccagggctta ttatttttat aacaggatta aacttagtac tcatcttctt
  1096321 atttgttaac cgcaaatatt ggagtaaaga aatgcccgct atatatgtag agcaggaaaa
  1096381 cagcttttca gacgtagtgg ggagtaaatg agatgaagaa gacaattgaa agacattata
  1096441 gatgcgacat ctgttacaga tatgtgtgat agaaacgttt gccattggct gcaacctgta
  1096501 gtagatacga ttgtgtttcc agagtattac ttattttcta gtacgcatgt aaaagaaaat
  1096561 attatttctc ttcttattgt gttagggggt ttactaatat ttggtctaat tgtagaagaa
  1096621 atgatgaagc gcatcttcag aaagaatgaa gagaagtata tgtgggttca aaaaatattt
  1096681 gagaaagtaa tagtggcttt ccttttgttt tatagtatga aaacaatcat ttactttata
  1096741 gctttgaaac atcattaatt ctaaatttga aagggatgta taaaattata tgaatgaaac
  1096801 gatatcatca aataagtttt tttatttgat tgtgcttagc atagtactaa taacaacagt
  1096861 caatgttatt cttcgctggg aggaagctta tttctttatg tatttagcac tccatttgtt
  1096921 aggaattcta tgtattagtg gcggcgtagt tgctgaaaaa aagagtgaag aaagcgttaa
  1096981 ttatatgtgt gtgaccggcc ttattttact tttagctgta caagggatta tgaaatatag
  1097041 ttctttttct ctgcaagatt ttagcttatt aatggatgta cttccttaag ggggcgcgtt
  1097101 atgttgtcta agaagcaaat aggatacgta ctagttttag tcggtttttt tacgcttatt
  1097161 gtaacgacgt tattttttca ggactatgaa tatatacgct atataaaagg tgctggttta
  1097221 atatgttggg ttgtaagtat atttcttatc ccagattatg aaccgaataa agtgtctaaa
  1097281 ggtaggtaaa actcttcttt atgtagaaga gtttttttat gtaaatagag gattcttgag
  1097341 caatttgcat aataagcttg ttctaattta gcatgtacga acttacaata ataatagaca
  1097401 ggcagcatag aggagggaat agcgtgagga aggttattgg gtggtcgctt tttttgtacg
  1097461 ttgggtttgc gttatttata tattggtatt tatttggatg gagtcatgaa ctgattccgg
  1097521 acatgtataa aggaacgagt gcagatccag aaacgtttat gaatgcaaga gagcttacgc
  1097581 taagccaaga ttattcgcgc gtgaaaaatt tactgtactt tttagcgacg cctctagaat
  1097641 ggattatatt attgtttgta cttgtgctcg gtgtttcgaa aaagtttgag aaatggtcga
  1097701 aggaaacgac gaaaataagt gttctgcaag ttgcgattta tttcttttat ttatcactac
  1097761 tcacaacagt tcttgccttg ccgatgcaat ggattagccg aaaagtgtcc gttgattacg
  1097821 gcatttcaac gcaaagtaca caaagctgga taaaagatca cgttatcggt ttttgggaaa
  1097881 gttatgcgac gatgttaatt gtagttgccg ttctgttatg gcttatccgt aaattcccga
  1097941 agagatggtg gctagcaggg tgggcgctct ctgtaccatt tacaatcttt ttaacattta
  1098001 tacagcctgt cgttattgat ccactttata acgacttttc gacgctgaaa aataaggaat
  1098061 tagaaacgaa aattttagcg atagcagata aagcggacat tcctgctaaa cacgtgtatg
  1098121 aagtaaatat gtcagagaaa acgaatgcgt taaatgcata tgtaacagga attggcccta
  1098181 acgctcgtat tgtaatgtgg gatacaacgc ttaagcaatt aaaagataaa gagattttat
  1098241 ttataatggc ccatgaaatg gggcattacg ttatgaaaca tatatattgg ggcgttgcga
  1098301 gttatgtatt gttatcgttt atagggatgt atctcattag tcgtattata aatatgtgta
  1098361 ttcgaaaatg gggagatacg ctgcaagttt caaaagcagc atgtttctca attttacctt
  1098421 tatttttctt aatttcttct gtactctctt ttgcatcaca gccagcaaca aactatgttt
  1098481 ctcgtataga agaacgagcg gcagatcaat atgctttaga catgacgaaa gacgggaaat
  1098541 ccggtgtaaa gacgtttcaa tatttatcaa aaacgagctt aagccaagta aatccgcctg
  1098601 cgttagtaaa atttttctta tatacacacc caccaatttt tgaaagaatt catgcgtttg
  1098661 aacaatatga gaaacaaagc aaaaagaagt agctattatg ctacttcttt ttttatagag
  1098721 atataagttt gatattggga atatttatca ttgcttttta ttgtgatttt gtaaataata
  1098781 agctataaaa ttctaaaaat ctatatataa aggaataaag gtggaaaaat gtatttttta
  1098841 caaaatttaa aagtgaaata taaattattg tcacttattt cattagcagt tttaggcatg
  1098901 gtaattatga gctatgtagc aattcagtct attaataaga ttaagcaaaa tacagaggtt
  1098961 gtagtagatg attatcaata ttctacaatt ttattagaag ggatgcttcg tacacaaaat
  1099021 tcactagaat ataacttatt agaattaatt acgacatcac aaaatgaagg gacaaataaa
  1099081 gaggagataa ttgataatat tgaaaaggat cttaaaaaat atgattcttt attaaaagaa
  1099141 tatgatgatg gctttaattt aagtaagcaa gaggatgaac tgtttcagga gatgaagaaa
  1099201 tctttgccaa tttatatggg tacatataaa aaattgtttg aaaaggcgaa ggtaaaaaac
  1099261 gagtcacaaa tggtaaacga atttcagaag gaattaaaac cgaggggagt agagttagct
  1099321 ggatatgcgg tggatctaga atcgtatgtt tcaaacttag ctgatcaagt atttaatgat
  1099381 tctcaaaaaa tgatagatcg gtcagttatt acttttatca ttctcgtagt agttactaca
  1099441 atcgttatat gtatagtaag ttatagtatt agcaggctta tagttgctcc tttacaaaca
  1099501 gttagtcgta tgatggaaag agcaaaaaat ggggatttaa ctgtacatgg tgagtataat
  1099561 gctaaagatg aattaggtgt attagtaagt gattttaatg aaatgattac agggctaaga
  1099621 acaaatatga aagaagtaga taataacatt cagcttttat tccaacatgc agacggagta
  1099681 gtatctgcat cagaagtatc tagcagtgcg gcggagaaaa taacgatgga tattgaagaa
  1099741 gttgcaaatg gtgcagagag ccaaatgcaa gcaatggaac aaactgcagg tgcgatggaa
  1099801 gagttgacac agggaatgca gagtatagtg aatacatcat catctgtaaa tgaattgtct
  1099861 gctcaatcag cattagatgc agagagtggt aataagttaa tgaaacaaat gattcaacag
  1099921 atgaatataa tccaaaattc agtacatagc ggtgttaaac aagtagagac tatgaaagaa
  1099981 caatcagaag aaattgttaa aatcattgat gttatgcaag gtattgcctc tcagattaac
  1100041 ttattagcat taaatgccgc aattgaggct gcccgtgctg gggaaagtgg tagagggttt
  1100101 gcaattgtcg cagatgaagt gcggaaatta gcggaacaat ctagtaattc tgcaaaacaa
  1100161 attgagaagc ttattactca agttatggga acaacgagcc atacggtaca tatgatggag
  1100221 agagtagata atgaggtaca ggcaggtaca caagtggtaa tggatacaga aaaagtattt
  1100281 ggaaaaatta cagaaaaagt acatcaagta tctgagcaaa ttcaaacggt atctatgtct
  1100341 acagatgaaa ttgcagcaag tagtgaggag atttcagctt cggcagaaga catggctcaa
  1100401 atttcccaaa gatcatctga ccgaactgat agggtaaaag agtctattca acagcaagaa
  1100461 aaatctgttc aagagatttc ggtttcaatt gaacatatgc ataacgcagc aggaaaacta
  1100521 aaacaaatag ttgcccaatt tactcttcaa aagtagtagt atatttcagt tttaatatag
  1100581 agaaattcct ctcaataaat aaaaaaatca tcccatgtaa aaaaggatga tttttttatg
  1100641 gaaattttgt acggctatta cttattatat tctaattttt tacaattttc cgattgtaat
  1100701 atataataat acgtaatgtt ttggagattt ttcgtttgta aaagattgat tttaggagga
  1100761 gagaaagggt gttcaataaa aaatcaatgc cggctataaa aatgatcctt tcgatgtcta
  1100821 ttttcggatc aattggattt ttttctgttc aaacaggttt accgtctttc gaattagtat
  1100881 tcgttcgttg tatttgtgcg actatatttt tagcattatg ttggctcgta acaggacagt
  1100941 ataaaactga aaaatggaat aaaaaagaag ttatacaaat attagcatgt ggtatatttc
  1101001 tcgtttttaa ctgggtattt ttatttaaag cgtttgaagt tatgtcgatt acaattgcga
  1101061 tttcagttta ccatcttgca cccattattg tattaatgat tggtagtatc gtatttaaag
  1101121 agagacttac aatgtttgct gtcctgtcta ttgtcatttg ttttatcggt acagttttag
  1101181 tagctggtgt agatggaaat gtatcgcttg agaaactgat gtcatctggc atggtatggg
  1101241 cacttcttgc agcactattt tatgctttta ccactttatt aggaaaagga attcggcata
  1101301 cgagcgcata tgcgatgaca tttttacaaa cgtttttagg tatattttta ttgctaccat
  1101361 tcgtagattt tggcaagttt caaggattaa cagagatgaa ctggatgatg attacagcga
  1101421 caggtcttat acatactgga tttgtatatt acttattttt tgacagttta agagatttat
  1101481 ctactagaat gatttctgta ttagtatttt tagatcctgc tgttgcgata ctattagata
  1101541 cagtctttac cggatttaga ctgactagta tgcaagtagt agggattatc cttatatttg
  1101601 taggaatggc ctttactttt cgaaaaacga aaggtgaaaa aatagtggta gaagaaaaaa
  1101661 tgtattcgga attgtaaata atttgattgt attctattga taatttccat attttctgta
  1101721 aaatagatga gtaggaaaat aaaggaaaag gtagatgaga gagatgaaaa agctagtaaa
  1101781 gatcgcgaca tcactaactt taatgggggg aatatttgta agtgcaaatg gtgtgtctgc
  1101841 aaatacagat gttactcaaa aatctagtcc taatattatg atagagtttg atgatgtaac
  1101901 aacagatcat tgggcatatg atgaaattac aaatttagta tatcatcgta ttatgtatgg
  1101961 ctatggaaat ggtaagtttg ggacagaaga taatatcaca cgtgaacagg cagcggcagt
  1102021 gctacatcgt gcacttggtt taaaaagaag tgtttttgat gcgaatccat atggggatat
  1102081 tagcggaaag tcaacaatgt ttccttacga aattttacat ttaacaaatc ttggcatttt
  1102141 taaaggcgac gaaaatggaa acttccgtcc gaaagataca ctgactcgtg cagaattagc
  1102201 acaaatttta acgaaagcat atgagttgaa agcgaagagt ccgcatacat ttacagatat
  1102261 accagaaaaa cattgggcaa gagatgcaat tagcgcatta cagtctaata aagtagcggt
  1102321 aggaacggga gatggcaagt tcgagccaga aatgcttgtt acacgcgggc aatttgcgaa
  1102381 gtttttacaa agatcaattg ataattctcc agggaaaatg gaatagataa agagaaagct
  1102441 cataatgtgt agaagaggta tcttccgctt attatgagct tttattaata gataggttac
  1102501 tattgtcgta tgttgtaggt aagtcgatat aaatgcattt tttgtctaga aaatgaacgt
  1102561 ttaaaatgtg aaggatttct tttgaaaaaa gtagaatatt tatattatag aaacaccttt
  1102621 acatgaatac aggaaagaga agtgatttgc gtacaattcg gcataaaagt tgaaatcgag
  1102681 agcgaattgg ctctccttta gtagtgattt tcacaataat agatttttta aatgtaatat
  1102741 attgcataat gggtacaaaa gcaacatatg taatattgga aaggatttca gtctattatt
  1102801 ttccgttttt tcaaatggag ataaagggga gagggcaatg aagaagaaca tgttacgtat
  1102861 aatggcaacg gtaactatta tgggcggctt gtttgtaagt acgaatgttc caaacgtaaa
  1102921 agcagaagaa tatccagaaa tgattgtatt tgatgatgtt ccagtaaacc actgggcata
  1102981 tgacgatata atggacgtag tatacaataa agtaatgtta ggctatggaa atggtaagtt
  1103041 tggtgtagga gataatgtaa cacgagaaca agtagctgca gtactctatc gtacattgaa
  1103101 tttgaaaaaa gaaggacctt taaaaaatcc atacaaagat atttcagaga gggctacatt
  1103161 ctttttagat gaaattttag tattaacaaa gcatggtatt tttgaaggcg atgaaaaagg
  1103221 aaattttaga ccagccgcac cagtaacacg tgcagaaacg gcgcaaattc ttacgaaggc
  1103281 atttacattt gaagtgaaga agaaccatac atttaaagat gtaccaaata atcattgggc
  1103341 aaaaaatgcg attagtgcac tgcagtctaa tcatgtcata gtaggaacag ggaatgggaa
  1103401 atttgaaccg aataaagttg taacacgtga gcaatatgca acgtttttaa ataaagctgt
  1103461 tttttatttt ccagtaaaag atgagaatta tgaatgaaag ttaaaatata aggatgttta
  1103521 aattatatta atataatttg tatcgagaaa aaagtgtggg aattccacac ttttttctta
  1103581 ttttaaatta tttataagta tatcgatttg ctatttgtaa tttagttgtt ggaatttagt
  1103641 ggataagaac aaaatgaata aagtaacttt ttattggtta aatatacgat ttggtaactt
  1103701 tattattaat agagtgtaaa taaaagtata tgaaatatag ttcataattt agacaaaaat
  1103761 cacatggaaa ttgtattgtt acgattccat taattcttta tattagaaaa aaatatattt
  1103821 ttagggagag aatactttga agaaaaaaat tctaaaagta gcaacagctt taacaattat
  1103881 gggtggagta gcatttagtg ctgaaggggc tacagcaaaa gctgaattag ctgcaaagcc
  1103941 acaacaagca agtcaagcaa tttttaaaga tgtaccagca ggacattggt cttatgaagc
  1104001 aattcaaact ttagcagaac aagaaattat gcttggttat ggaaatggtg tgttcggttt
  1104061 tggacataac gtaactcgtg aacaagtagc tgctttaatt tatcgtgcac ttgatcttga
  1104121 tgaagaattt ggtgaagatg aggaattaga aagcccgtat aatgatattg ttgatgataa
  1104181 ctcaacgatg tttcctttcg aagtgttagc agtaacagaa ttaggtatct ttacaggtga
  1104241 cgagaaagga aacttcagac caaaagatac gttaacacgt gcagaaatgg cgcaagttct
  1104301 tacgagagca tttggattac aggtacaagg actagcagga tttaaagatg taccaaaggg
  1104361 acattgggca gaaaatgcga ttaatgcagt aggttcaaat ggtatttcag taggagatgg
  1104421 gaatggtaac ttcgctccga acatgaaagt aacacgtgaa caatatgcgc agttcttatt
  1104481 tagagcgctt taataaaaag ggatcagtgt tgtataacac tggccttttt tttatgtgta
  1104541 atgccggtgg caggatacag ttttataaaa aaacaattga attttcaaaa aaaacttcct
  1104601 tttttgaaga tttgttatat aatataaaac ataaaatcaa atctgttata agacagttta
  1104661 agaaggggat gctaatatgt cgacgcaaac ttcacgggtt acactcgtgg gagaaatgtt
  1104721 accagcgtac aacgaaatat tgacacctga ggcgcttagt tttttaaagg aactacatga
  1104781 aaattttaat gagcgccgca tagaactttt acaaaagcgt atgaaaaaac aacagaaaat
  1104841 tgatgcagga gagtttccga agtttttaga agaaacaaag cgtatacgtg aagcggattg
  1104901 gacaattgct aaattgccaa aagatttaga ggatcgccgc gtagagatta ctggtccagt
  1104961 agatagaaag atggttatta acgctttaaa ttcgggagca catcttttta tggcggattt
  1105021 tgaagattcg aattcaccaa cttgggaaaa tgcaattgaa ggtcaaataa acttacgaga
  1105081 tgcagtaaag ggaacgattt cacataaaaa tgaaaacgga aaagaatatc gtttaaatag
  1105141 taaaacagct gtattaattg tgcgtccaag gggatggcat ttagaagaaa aacatatgca
  1105201 agttgacgga aaaaatatgt ctggtagctt agtagatttc ggactttatt ttttccataa
  1105261 tgcgaaagct cttttagaaa aaggaagcgg tccatacttt tacttaccga aaatggaaag
  1105321 ctatttagaa gcaagattat ggaatgatgt tttcgtattt gctcaaaaat atatcggtat
  1105381 tccaaatgga acgatcaaag caacggtgtt actggaaacg attcacgctt cgtttgaaat
  1105441 ggatgaaatt ttgtatgagc ttaaagatca ttctgctgga ttaaattgcg gaagatggga
  1105501 ttatattttt agttttctaa aagctttccg taatcataat gaatttttac ttcctgatag
  1105561 agcgcaagtc acgatgacgg cgccgtttat gcgcgcgtat tctttgaaag tcattcaaac
  1105621 ttgtcaccgc cgtaatgcac cagctattgg agggatggca gcacaaattc cgattaaaaa
  1105681 caatcctgaa gcgaatgaag ctgcttttga aaaagtgcgt gctgataagg agcgagaagc
  1105741 tttagacggt catgacggga cttgggttgc ccacccggga cttgtgccag tcgcgatgga
  1105801 agtatttaat cacattatga aaacaccgaa tcaaattttt agaaaacgag aagaaataca
  1105861 tgttacagaa aaggatttat tagaagtacc agtgggaacg attacagaag agggtcttcg
  1105921 tatgaatatt agcgtaggca ttcaatatat cgcatcttgg ttaagcggac ggggagcagc
  1105981 accaatttat aacttaatgg aagatgcggc aacagctgaa atctcaagag cacaagtatg
  1106041 gcaatggatt cgccatgaag gtggaaaatt aaatgatggc cgtaatatta cacttgaatt
  1106101 aatggaagag ttaaaagaag aagagttagc aaaaatagaa agagagattg gtaaagaagc
  1106161 ctttaagaaa gggagattcc aagaggcgac aacgttgttt acaaatctcg ttcggaatga
  1106221 tgaattcgta ccatttttaa cattaccagg ttatgaaatt ttataaaaag tgaaaagggg
  1106281 atggaacaaa tgaaaaacga aagaatcgag aaattacaag agagctggga attagatacg
  1106341 cgttggaaag ggattacacg tccatattcg gcagaagatg taattcgcct gcgcggatca
  1106401 attgatatcg agcatacatt agcgcgccgc ggtgctgaaa agctttgggc atcgcttcat
  1106461 acagaagatt acattaacgc acttggggca ttaacaggaa accaagcgat gcaacaagta
  1106521 aaagctgggt taaaagcaat ttatttaagt ggatggcaag tagcggccga tgcaaacctg
  1106581 tctggacata tgtatccaga ccaaagttta tatccagcga acagcgtacc tgctgtcgta
  1106641 aaacgaatta atcaaacact tcaacgtgcg gatcaaattc agcatatgga aggaagcggt
  1106701 gatacagatt atttcgtgcc aattgtagca gatgcagaag ctggatttgg cggacaatta
  1106761 aacgtatttg aactgatgaa aggtatgatt gaagcgggtg cgtctggcgt gcactttgaa
  1106821 gatcaattat cttcagagaa gaaatgcggt catttaggcg gaaaagtatt actaccaacg
  1106881 caaacagcag tgcgtaattt aatttcggca cgccttgctg cagacgtaat gggagtgccg
  1106941 acaattatcg ttgcaagaac agatgcggat gcagcagatt taattacgag cgatatcgat
  1107001 cctgttgata aagcgtttat tacaggagaa agaacaccag aaggatttta ccgtacgaaa
  1107061 gcaggtcttg accaagcgat tgcacgtggt ttagcgtacg ctccttacgc agacctcgtt
  1107121 tggtgtgaaa cttcagaacc aaatttagaa gatgcaaaac gatttgcgga cgcaattcat
  1107181 aaggagcatc cagggaagct acttgcatat aactgctcac cttcattcaa ctggaaacaa
  1107241 aaactagatg aaaaaacaat tgcaagcttc caaaaggaaa tcgcatctta cggttacaag
  1107301 ttccaattcg taacacttgc tggattccat tcattaaatt acggtatgtt tgaactagca
  1107361 cgtggctata aagagcgcgg catggcagca tactctgaac tacaacaagc agaattcgca
  1107421 gctgaaaaac acggctactc tgcaacacgt catcaacgcg aagtaggaac aggttacttt
  1107481 gatgaagtgg cacaagtgat tacaggcgga acttcatcaa cgacagcgtt aaaaggatct
  1107541 acagaagaag cacagtttac gaaataaaag gaaggggcac cttttgaaat ggtgtccctt
  1107601 gttatttttt gaacgatgcg agagtaaatg aaaatatatt aacgattttt tcgatatatc
  1107661 taccgtaact taaaatatat caacgattcg acaaagggta tcgacttacc gacacaaaat
  1107721 gacaatatca ccatagctta tcaaatccac tcagctctat gttcacgaat aaactgcata
  1107781 tctttttcat aatgctccag atgtccttca tcaatcattc ttttgaaatt tacgtcgcct
  1107841 tcgtttgctt ttcttttcat atatgtacat aacgcttcta atcgtagtaa caccattcct
  1107901 aagtaatctt cgtccatact tttaccgtag gactggacaa ataatttcac tctttctttt
  1107961 atagagtcag catgttgtgc cgattcataa tgaattgcct cgcctgattt tgtataatac
  1108021 actctactta aaggcacaca agtatacagt gtataagcga tatcccaaat tcttggtcca
  1108081 ggagcagcaa catcgaaatc aataatgcct actggtttct cgtcattaaa aataatgtta
  1108141 tatatagcaa aatcgttatg gcataaaacc tcaatgttat ttggggtatg atccatcggt
  1108201 ttccaatcat ctaataacgg aaaatcactt acagcatcat ggtacagccg aagcatcttt
  1108261 gctatttctt ttaacacatc attagatcgc atatattctt ttaaaggata attcccagcc
  1108321 tttccttcaa taaaagataa aatctctcta tttttctcat caatacctaa aaactttgac
  1108381 gcgtaatgaa aacctttgtt ttctagatgc tgtaatacct tgtgaatttt tgcactgcct
  1108441 ggctttaatt ctcgccgaac agtattttta gaacgatata cgtttgagac gtttccccct
  1108501 gtaagctttt cttcgtttgt gtatgacatt tcatcccctc cagtaagtac tgtcagatta
  1108561 cattttaaca cttagaaaaa gagtatagtg tcattcgaaa gatttgttta tttttattca
  1108621 aataagatat tgataattgc atatgtgatt taatttgtca gttattttca aaaaagattg
  1108681 tacattttat tttaatgtgc tatgataatg tcagttgaat agttaaatta agcaatccat
  1108741 atattatcaa gtgctgaaaa cgaacgagaa aaagtatgtg agaactagtt tatgtttcgt
  1108801 atttgataat gtgtggattc tttttttaga taggaaaact aaaaaattaa aaaaatgtat
  1108861 tttcttagga ggaaataatt atggcagtaa caggacaagt aaaatggttt aacaacgaaa
  1108921 aaggcttcgg tttcatcgaa gttccaggcg aaaacgacgt attcgtacat ttctctgcaa
  1108981 tcgaaactga cggtttcaaa tctctagaag aaggtcaaaa agttagcttc gaaatcgaag
  1109041 aaggtaaccg tggacctcaa gctaaaaacg taatcaaact ataattttat agtttattat
  1109101 agaaaaaagg atggctgctg ccatcctttt tttgttgtca tatacgagca taatgattat
  1109161 attgggggga aagcggggga tatatatgat cgaaaagtat acaaatgaag taatactcga
  1109221 tgttcgtagg ggagataaag aagacttaca caatacgatt gaagagataa aagcgtatgc
  1109281 gaaaatgtat gaacatgata aagtgacgtt aattaatttg aagaaatctc attcttctgt
  1109341 tttggatgag gagcgatata tagttctctt acaaattgaa agagataaag agaatcttgg
  1109401 aagaaaatat gaatatgaag aagaaaaaat cgtcgggttt tttgaggacg aagaagagta
  1109461 aaaggccttc caaaatggaa gtccttttac tcttcttttt caaccttttt cttctctcgt
  1109521 tttttacatt cagagcattt cgatttacaa aaaggccttg caaagaataa tagaatgaaa
  1109581 aatagcccaa atataatact agctgagttt ttcacgatca caatactact atttttcatt
  1109641 tgaatcgttg gttgaatttc tttttcttcc atagtagacc tccatatatt ggatttttat
  1109701 ttttattata gcaaagttaa ttgtcgtaat gatgtgaaat gagaaagcag ttgtaaatat
  1109761 ttataggtag tatacatata ttttatgtat aattaatttg ttaatctcca tattaatttt
  1109821 tattaattta aaaggtattt gataaataat aaagtattgt aaaaaagcgg aatctgtaag
  1109881 ccatttcctt ttcatagatg ctaaaattat acatgcagct gctaatataa atagaaaaag
  1109941 gagatagtgg aatatggaga ataaagtgga acgctacgtc gaaaactatg tggtaaataa
  1110001 aaatacaatg gccttacttc ctgtaattct cagtgaaaag aaaattgtca cgcgagttgt
  1110061 tgaagtgcaa gactcttttt tcgtatttca aaagcctcta gatattatag aaagaagttg
  1110121 tcgcaagcat ggttctagtt ttttaggtag aaaagaagga acgaaagagt taactcatat
  1110181 tacccataaa gctccgattg cgattagtcc aaccgatcaa ctttattttt ttcctactta
  1110241 ttcttattct agaaaagaat gcgcgtggtt atctcatttt tatattgaaa gcaataaaga
  1110301 attaaaagat ggaaacctta ttattcgatt tataaatggc tttgcggtga agttagagat
  1110361 atcgaaaact agttttgaaa atcaacaaaa tcgtacagca aaattgcgta ctgagtatga
  1110421 agatcgtagg aaaaaacaag ggaatccttg ttttaaagag gttgataaaa atgaagaatc
  1110481 tagattaaaa ccagcatatg agagtgtgta ttttgtgaaa gaagaagagg tgtgaaagga
  1110541 tggggaaccc ccatcctttt tatttcttag taagtggata tattggagaa atcgcaaatg
  1110601 taaaaaaatg ccatttccta aataaccaaa ttcacgacac gtcctgtcga atattgatag
  1110661 attatcatag cataataatg aaggaattct tatgaaaggt atggaaactt aataattaca
  1110721 tctccatatg tcgtatctac catttcctct ttcatatagg caatgataca gtagaggtag
  1110781 tacttagagt aaaggggtaa agtgtagaat ggattttcag acgatcaaag agtatttttc
  1110841 accagaaaat atggatcata ttgttgaaag ctataaagcg ttcggaccac ttcttggtat
  1110901 tgggttaccg atgatagagg cgttaattcc agcattgcca ctcatcgtat ttgtattggc
  1110961 gaatgctgtt gcatttggat tttggctcgg ttttctttat tcttggcttg gatcagtaat
  1111021 gggtgcctta cttgtctttt tcataatccg ccattttggc cgaagtcgtt tcttttcttt
  1111081 tgtaaataag catgagaaag tacgaaaggc aatgggatgg attgaaagga aaggattcgc
  1111141 accgattttc gtcatatttt gttttccgtt tacaccatct gcgcttataa atgttgttgc
  1111201 tggtctatct cgcattagtg taaaacagtt tggccttgcg ctcgcgttcg gaaagcttgt
  1111261 gatgattttt attttaacgt atatcggtca tgatttaatg tcatttattc ataatccggt
  1111321 aaaatcagtc attgtagcaa ttggtatttt tattttatgg tatgtcggta agaaaatcga
  1111381 agtaaagtta gaacttcatt aagaatagtc ttctttgtaa aggaaagctt cattattaaa
  1111441 ggagaagggg agaagcggat gaagaaaact ttgaaaaaag aaggcataga gtggatacga
  1111501 acaattttaa ttggtgtatt attagctgta ttttttcgaa cgtttttctt ttcaacgtac
  1111561 gttgtagagg ggaaatcaat gatgccgaca ttgcaagatg gcaatatgct cgttgtaaat
  1111621 aaggtgagtt atcatgtggg ggacttgaat agatttgacg ttgttgtgtt tcatgcgaac
  1111681 aaaaaagagg attacgtaaa acgaattatc ggtttacctg gggatcatat tgaatataag
  1111741 catgataagc tatatgtaaa tggacaattc gtagatgaac cttatttaga gacgtataag
  1111801 aaagagatag atggacgaca actaacaggt gattttaaac tagaagagtt aacgaaggaa
  1111861 aaatcggtgc cacctggata tatttttgta gtgggtgata accgtctcgg aagctgggat
  1111921 agtagacact ttgggtttgt aaaagctgat acagttgtcg gtaaagttga tttacgatat
  1111981 tggccaattc aagatgtgca aacgaatttt tcaaaaggtt gatataatag gtagaagtat
  1112041 agaaaaagac aaactactct gtttgtcttt tttcgtgtcc tataatacaa ttatagtagc
  1112101 aaactaacgt tcgttatgta agtgaaaggt ggggttacat gtcacttcga tttgtgattg
  1112161 gtagagcggg aagtggaaaa agtacacttt gtttacacga agtgcaagaa gaattaaaac
  1112221 agcgcccaag aggggaaaca atattatatc ttgtgccaga acagatgaca ttccagacgc
  1112281 agcaggcgtt aattggcagt gaggatgtta gaggttctat tcgggcacaa gtttttagtt
  1112341 tttcacgatt agcgtggaag gtattgcaag aagttggcgg agcgagtcgt cttcacattg
  1112401 atgaagcggg cgtacatatg ttacttcgta aaattgtaga gtctcgtaaa gatggattat
  1112461 cggtgttcca aaaagcagcg gagcaaaacg gtttctttga acatcttggc agtatgattg
  1112521 cggaatttaa acgatataac gtaacgccat caaacgtata tgaaatgtgg caacaattag
  1112581 atgcgcatag tagcagtgcc gaacaaaagc tactggcgaa taaagtgtat gatttacaac
  1112641 tattatatga tgattttgag cgtgccttaa tcggaaagta tttagattca gaagactatc
  1112701 tgcaattgct agtcgaaaag cttcctcaat ctgaatatgt aaagggagct gaagtttata
  1112761 tagatggatt tcactcattt tcaccgcaag agttagaaat tgtaagacag cttatgattt
  1112821 gcggagcgag agttacgatc acgttaacga tagatgaaaa aacgttagcg cagccagtaa
  1112881 atgaattaga tttattttat gaaacgacat taacgtatga aaaaataaaa caagtagcgc
  1112941 gtgaagagaa aatagaaatt gaaaaaacga ttccacttat ggaacagccg cgttttcatt
  1113001 ctccggcatt agcgcattta gaaatgcatt acgaagcgcg tccaaatgaa aagtttcacg
  1113061 gtgaagcaag tgtaacgatt catacagcag ctaatttacg agcggaagta gaaggcgttg
  1113121 ctcgtgaaat tcgtagactt gtggctgaag aaaactatcg ttaccgagat attgcggttc
  1113181 ttcttcgtaa cggggaaagt tattacgatg taatgcggac actatttaca gattataata
  1113241 tcccgcactt catcgatgaa aaacgcccga tgtcacatca tccgttagta gaatgcattc
  1113301 gttctgcact cgagattatt agcgggaatt ggcgttatga tgcagtcttt cgctgcgtga
  1113361 aaacagagct tttatatcca ctagacgtaa gaaaagaaac gatgcgcgaa gagatggatg
  1113421 agtttgaaaa ctattgctta gcatacggtg tacaagggaa gagatggact tctgaggatc
  1113481 cgtggatgta tcgtcgctat cgttctcttg acgatacgaa cgggatgatc acagacagtg
  1113541 aacgtgaaat ggaagagaaa ataaatcgat tgcgtgacgt tgtaagaacg ccagttattc
  1113601 gtatgcaaaa aagactgaag cgcgcgggaa cagttatgca aatgtgcgaa gctgtttact
  1113661 tatttttaga agagctggac gttccaaaaa aattagaagc attacgtatt cgtgcagaag
  1113721 agaatgggga tttcttattt gcgacagatc atgaacaagt atgggaagaa gttatgagtc
  1113781 ttcttgatac gttcgttgag atgcttggcg aagagaaaat gtcactttct atgttcacag
  1113841 acgttatgtc gacaggtctt gaggcgcttc aattcgcaaa cattccgccg tcattagacc
  1113901 aagtgttgat tgctaatatt gatcgttcaa gattatcaaa tgtgaaagca acatttgtta
  1113961 ttggcgtgaa tgaaggtgtc attccagcag caccgatgga tgaaggtatg ctttctgatg
  1114021 aggaaagaga tgttttgagc gctgcaggta ttgaactcgc accaacgacg agacaaactt
  1114081 tattagaaga acagttcgtt atgtaccaaa tggtaacgag agcaactgag aaattatata
  1114141 tttcatgccc gcttgcagat gaggaaggga agacgttact tgcgtctagc tttattaaga
  1114201 aaataaaaag aatgttccct gatgtgaaag atacatttat tacgaatgac gtaaatgatt
  1114261 tatcacgttt ggaacaaatt tcatacgtag caacgccgga agtaacactg tcatatgtta
  1114321 tgcagcaact gcaaacgtgg aagcgatatg gatttgaagg gaatttagac ttttggtggg
  1114381 atgtatataa tttctacgta acttcggatg aatggaagca aaaaagtagc cgtgtattat
  1114441 caagtttatt ctaccgaaat cgtgcgcaaa agctaagtac agctgtaagt agagatttat
  1114501 acggagacaa aataaaagga agcgtttctc gtatggaact atttaatcgt tgtgcgtacg
  1114561 ctcatttcgc acagcacggt ttatcgttaa gagagcgtga tatttttaaa cttgatgcgc
  1114621 cagatatcgg ggagcttttc catgcagcgc tgaagagaat tgcagacagg ctattacgtg
  1114681 aaaatcgtac ttgggcagat ttatcaataa aagagtgtga gcatctttct gctgtagtaa
  1114741 tagaagaaat cgcaccgtta ttacaaagac aaattttatt aagttcaaac cgtcatttct
  1114801 atttaaaaca aaaactacaa caaatcattt tccgtacgtc aatcattctt cgtgaacatg
  1114861 cgaagtctag cggtttcgta ccagttgatt tagaagttcc attcggtatg ggcggtacag
  1114921 gatcacttcc gccgatggaa ttctcgttac ctaatggtgt aaagatggaa gtagttggcc
  1114981 gtattgaccg cgttgataag gcagaagatg aaaacggaac attcctccgt attattgact
  1115041 ataaatcgag ctcaaaggcg ttagacttaa cagaagtgta ttacgggttg gcacttcaaa
  1115101 tgttaacgta tttagatgtt gttacttcaa atgcacagac gtggatgaaa aaaggcggta
  1115161 cagcatcacc agctggtgta ttatatttcc acattcataa cccaattgtt gaggtgaaag
  1115221 gtgacgcatc tgaagcagaa attgaaaagg aaattttaaa gaaattcaaa atgaaaggtc
  1115281 tcgtactagg agatgctgac gttgttcgtt taatggataa caaactttca acaggaagtt
  1115341 cagatattat ttctgctggt ctgaaaaaag acggtagttt tagtgcgcgt tcaagtattg
  1115401 ccagtgaaca agagtttaac gtcctgcaaa aatacgtaca ccatacgttt gaaaatatcg
  1115461 gaaaagacat tacagagggt gttattgata ttgctccata caaaaagggg aataaagcag
  1115521 cgtgtacgtt ctgtaacttc aaatcagttt gtcagttcga tgaatcactt gaagataacc
  1115581 agttccgtac gctaaaagat atgaaagata gcgaagcgat ggagaaaatt agagaggagg
  1115641 ttggcggaga atgatggaaa attggcctaa aaaaccagaa ggtagtcaat ggacagatga
  1115701 tcagtggaaa gcggttgtag cgaccggacg tgatatttta gtcgcagcag cagcaggatc
  1115761 agggaaaaca gcagtattag ttgaacgtat tattaaaaag attataaatg aagaaaaccc
  1115821 agtcgatgtc gaccgcctgc tcgttgtaac atttacaaat gcagcagcgc aagagatgaa
  1115881 aaacagaatt ggagaggctt tagaaaaagt attaattgat gaaccaggat ctcagcacgt
  1115941 aagaaagcag ctgagcttat taaataaagc ttccatttca acgatccatt cattttgttt
  1116001 acaagttatt agaggatatt attacatgct tgatgttgat cctcgtttcc gcattgcgaa
  1116061 tcaaacagaa aatgaattat taaaagaaga agtgttagat gacatattag aagaagagta
  1116121 tggaatagaa gataatacga tattctttga actcgttgat cgttatacga gcgaccgtag
  1116181 tgatgatgat ttacaacgta tgattttagc gcttcataca gaatcaagag cgcatccaaa
  1116241 tccggaaaaa tggctcgata aattagtaga agcatatgac gtcgaaggaa agacaattga
  1116301 agatttagtg tacgcctctt acttattaga agatgtgaaa ttccagcttg aaacagcgga
  1116361 acagcatatt cgtaaagcaa ctgagctcgc aatgcttcct gacggtccag cgcctcgcat
  1116421 tgaaacgctg caagcagatt tagctttact tggaacgtta tcagcagctg ctcgtgaatc
  1116481 gtggacaagc gtgtatgaag cgatgcaaaa cgtatcgtgg caaacgttaa agcgcattaa
  1116541 gaaaagcgat tataacgagg atattgtcaa acaagtagac tctcttcgta ataaagcaaa
  1116601 agatgaagtg aagaaattac aagaagagct atttagccgc aggcctgaaa gtttcttacg
  1116661 agattttcaa gatatgcatc ctgtattaga aaagctcgtt caacttgtaa aagtatttac
  1116721 agagcgtttc caagcgatga agcgagataa aggcatggtc gatttcacag atttagagca
  1116781 tttctgttta caaattttaa gtgaacaaag tgaagatggt gaaatgaagc catcagcagt
  1116841 agcacttcaa tatcgtaata aatttgctga agtattagtc gatgaatatc aagatacgaa
  1116901 cttcgtacaa gaatcaatta ttaaattcgt aacgaaagat tccgagagtg aaggaaactt
  1116961 attcatggtt ggtgacgtga agcagtcgat ttatcgtttc cgactagcag aaccaggatt
  1117021 attcttagga aagtataaac gtttcacaca agaaggatta ggcggcggaa tgaaaattga
  1117081 cttagcgaaa aacttccgta gtcgtcatga agtgttagcg ggtacaaact ttatcttcaa
  1117141 acaaattatg ggcgaagaag ttggggaaat tgattacgat gctgacgctg aattaaagct
  1117201 aggtgctagc tatccagaag gtgaagatgt agcagctgaa ctattgtgca ttcagcaaac
  1117261 agaggaagaa gtaatagacg gtgaagaagg tgcggaagta gaaaaggcac agcttgaagc
  1117321 acgtcttatg gcgcagcgca ttaaagcgat ggttgattca ggttatgaag tgtatgatcg
  1117381 taaaacggat agtatgcgcc ctgtaaaata ccgtgacttc gttattttac ttcgctcgat
  1117441 gccgtgggca ccgcaaatta tggaagagtt aaaattgcaa ggaattccag tatacgctga
  1117501 ccttgccact ggttactttg aagcgacaga agtaaatatt atgatgaacg tattccgcgt
  1117561 tattgataat ccgatgcaag atattccgct tgcagcagtg cttcgctccc caatcgttgg
  1117621 attaaatgat gaagagcttg caacgcttcg tgctcacggg aagaaaggct cgttttatga
  1117681 agtaatgagc tcattcttaa aaggagcacc gcttgaagaa gaaaaagaac tacatgataa
  1117741 attagaatgg ttctataact tactgcaagg atggcgtgaa ttcgcacgcc aacagtctct
  1117801 ttctgattta atttggaaag tgtacggtga gacaggttat tatgactttg tcggtggttt
  1117861 accagctgga aagcaaaggc aagcaaacct gcgtgtacta tatgaccgcg caagacaata
  1117921 tgaagcaaca tcgtttagag gactattccg cttcttacgc tttattgagc gtattttaga
  1117981 acgcggtgat gatatgggta cggcgagagc tttaggtgaa caagaagatg tcgttcgcat
  1118041 tatgacaatt cataaaagca aaggacttga gttcccagtc gtattcgtcg ctggacttgg
  1118101 tcgtcgtttt aatacgcaag acttaatgaa acgtttctta cttcataaag acttcggttt
  1118161 cggttcgcaa tttatcgatc cgcgtaaacg aattaaatat acgacattat cacaacttgc
  1118221 aattaagcgt aaaatgaaaa tggaattaat tgcggaagaa atgcgcgtct tatacgtagc
  1118281 gttaacacgg gcaaaagaga agttaatttt aattggaacg gttaaggatg caactaagga
  1118341 aatggaaaaa tggctggatg cgagggagca tagtgaatgg ttattaccag atcacgtacg
  1118401 tgccggagca tcttgttatt tagactggat tgcaccttcc ttatatagac accgtgatag
  1118461 tgaaatgctt cttgaattag ggcaaggaag tattccagat gaaatttatg ggtatgacac
  1118521 tagctggaaa gtagaagttg ttgacgggaa cacgttactt gcgccagaac ccgttcaaga
  1118581 agagaaacaa gaattgttag aagcacttcg tgagaaaaag gctgttccgt tagagagtga
  1118641 acggaaagaa gaagtgtacg atagattaat gtggaagtac ggatatggag aagcgacatc
  1118701 tcatcgtgcg aagcaatctg ttacagaaat aaagagaaat tatcaatctg aagaaggtag
  1118761 cgataacgct tttattaaaa aattacgtgc accaattcaa acacgtcctc gttttatgga
  1118821 gaaaaaaggg ctaacgtacg cagagcgagg aacagcagtc catgccgtta tgcagcatgt
  1118881 tgatttgaag aagccgatta cagttgaaat tcttcaagag caaattgctg gaatggtaaa
  1118941 taaagaatta ttaacatttg aacaagcaga agaaatagca attgaaaaag tgatttcatt
  1119001 ctttgacagt gacctaggta aaagggtatt agcggcgaaa agtgttgagc gtgaagtacc
  1119061 atttacgatg atgcttgcag cagaagaagc gtatcaagat tggcaagggg agagcgggga
  1119121 atccattctt gtccaagggg ttatcgactg catgattgaa gaggaagatg gtattacttt
  1119181 aatcgacttt aaaacggata cgattgaagg gaagttcccg ggaggattcg aacaagcgaa
  1119241 accaatttta gaaactcgtt acaaagtgca gctttcgtta tatgcaaagg cacttgagaa
  1119301 aagcttacaa catcctgtga aagagaaatg tttatacttc tttgatggta atcatgttat
  1119361 aaaagttgag gaatagaggg gcttgcaaat ggcagcggaa aaaacgttaa gaacttgtga
  1119421 aaaaggacat gagtactata aaagtagcga ttgtccaact tgcccaacct gtgagaaaga
  1119481 gagaacgcca caagaagggt ttctttcact tctttcagca ccagcaagaa gggcgctaga
  1119541 gcatcatgga attcatactg tagaagaact ctcaaagtat agcgagaaag aaattttaaa
  1119601 actacatggt atgggaccgg catctttgcc aaagcttaga aaggctttgg aggagagcgg
  1119661 gttatcattt aaataaaata aaagaaaaag taggagatat tctcctactt tttttacgct
  1119721 gttccaattt gatcttgatc ggctacatca gaatcaaacg tatttgttgc actaacaccg
  1119781 ttaaacgtat tcacgacaaa tccaacatta gaggctccgg atccattata cgctttcgtg
  1119841 ttttctttcg gagacacgtt ataaaaatct cctaaattga aagagccatt actgttttga
  1119901 acgacgagat ttccaacaac agaaggcata tcatccacct actttactaa gctttttaat
  1119961 tactatatga attattgaac ggaaggttca tccgtgatat attggcggat ttgcataata
  1120021 cgagagttat taaaaacata atccacattt ccaatttgaa agcaaccgga atttaaaagt
  1120081 gttcgtaatt caacgctatt cacttcaata aaaggacatt catttacaat gtttaatttt
  1120141 acatctgtcg ttcgtttcgg gattgtaatg tattcatctg taaagatttc aaatgcgtct
  1120201 aagcgacctt cgtcttttat ataacaaggg atttccctgt ggacggcaag ggccctactt
  1120261 tttaattcca tttgattggc atctccaact tgaaacacgg cagtaatccc taaagaaata
  1120321 atagaaacat tttggacaac agacacatga tgtaacataa tctatcagtc tccttaacct
  1120381 ggagtaggag ggacatctgt tactaatggt acaaatggcc cctctgtaac agtttcgaat
  1120441 ggtgtatcaa gaatagaaga tagtatgagg aaatttgcat ccccaattaa aaagagtgcg
  1120501 gacgatgata caccgttcat tttaatctgt ccgactttga actcgcgatt tacaacgtta
  1120561 aggttcatac atacttactc ctttcggaaa ttgcccggta tgtgttgaat aaaagagagg
  1120621 aaggctttgt cgatatcatg tttcatagct tggataatga tatctcgtaa ataatctgga
  1120681 tctgtcgaag tcccttcata tgattgtgct tgtgataagt aataaggaag tcgatgctcc
  1120741 atctgttttt ttatgtcatc aaccatcatt tgtcgataca tttcatcgag tggcgttctc
  1120801 tcttcttttt caaaatggag aattcgatta tatgcttctt catctaagta acggtgcatt
  1120861 tcttgaagaa ttccttggta aaagtctgga tttgtgtcag tttcaggatt gaccttcaaa
  1120921 gtttctgtat caacttgaaa atcctcaatt tgttgctctt ttgttgaaaa tggatttaat
  1120981 ccaatattta aagtgccatt taaattttct acttttaatt gatcgaattt gtattccact
  1121041 tttcctatag aagaggaggg gcgatttttt aattcattaa gctcttcttg taattgacga
  1121101 acttgatctt ctaagttaag aatggttgct tgttgtactt gaagagcttg ttgaagttgg
  1121161 tgtaagtaag tatatatatc ttgattcatt tgtgaaacct ccttttcaat agggagggta
  1121221 aatatattcc tctatatatt tatgacaagg atgtcttaag aagaactagt tgatggtttg
  1121281 atagaaataa tttgtccttt cgcctgtaat gggcgaaggg gctctgtaaa tccgccagta
  1121341 tttgagaatt tagataggga tttaatactt ccagcagtac caatttggaa tacagaagac
  1121401 gttgtaatgc tatcaatttt aatgctgtta atgatgatgc tttggtttac gtaaaaattc
  1121461 aatacaatcg ccccctttaa gttgaaccaa ttatcgcttg atcgacgaca tctgaatcat
  1121521 taacagtcgt tgcactttga taattgtaga cagaaacgtt atctccaacg ttaaaagagc
  1121581 cggcccccgc gaaagcgcgt gaataactaa taggcctaat cgcaaataca tctccaatat
  1121641 gaaaaatacc acttgatcca atattgacga tacgaatatg tccgaccata gctggcatac
  1121701 aaaacacctt tcgtttttaa aattttcttt tctattattg tatgggcgtt ttcaataaaa
  1121761 tgtgtgtttt tttgaaataa aagaaacaca cacgttattg cgtgtgtgta tcgagtgttt
  1121821 ggttagggtg aacatccgta tgtacatgcc aaattacatt taagagcctg tccagttctt
  1121881 ggctacaatc cactgttttt tgagaagtca ttccatagcg ttcagcaaaa taaatcattt
  1121941 tttcacgttt ttttcaatcg cttgctcaaa cattgaaatc ggctccatct ctaaatgaaa
  1122001 ttttttgtat atatgtagta catattatac aaaaacttca taaaaaagaa atgcattcgc
  1122061 taaaaaaagt aaaatttcta cattttatgc caaatgataa agaagtaacg aatagggtat
  1122121 gagaagaata ttgtaaaaat tagcgtgtat gagaaggttt ttttcttacg gatgcgaata
  1122181 caattaaaag gtatgagttt taggatggag agtggaaata ttgcgtttgg taacggcgaa
  1122241 aaaagaagaa aaggtatttg taggtattgt ggatgaagag gaagaaaagg tattgcactt
  1122301 aagagaagcg caaaggcaaa agggagaaaa ggttacaatc cccattacaa tgttagagtg
  1122361 tattgaaaga ggaaccgaat gttttgaaaa aatatgtgat attgtaaatt gggcgaagga
  1122421 aaatggaggg acggcgtact atccgttaac tgaagtaaaa atattagctc caattccaag
  1122481 gccaagaaaa aatattttgt gcgttggaaa aaactatcgt gagcatgcga tagaaatggg
  1122541 cggagtagag tcaattccag aaaatataat gatctttacg aaagcgccaa cgacagttat
  1122601 tggaatggat gaaaaaatta atagtcatcc ccacgcaaca aatgaattag actatgaagg
  1122661 agaattagct atcgttattg gtaagcgagg gaaacaaata aaaaaagaaa aagcgcttga
  1122721 gcatgttttt ggttatacca ttataaatga tataactgct cgcgacattc aaaggaagca
  1122781 taaacaattt ttccttggaa aaagtttcga tacattttgt ccgatgggac cgtatttaat
  1122841 tcataaatcg atgattagta cgccaaatgc gttacacatt gaaacgatag taaatgggga
  1122901 agtaaggcaa acttcaaata caaataaaat gattttttca atagaagaaa tcatttcaac
  1122961 gataagtaaa ggaatgacat tagaacctgg ggatattatc gcaacgggaa ccccggctgg
  1123021 tgtcggaaaa ggtttcacgc caccgaagtt tttacatgcg ggtgatgaag tggtcattac
  1123081 agtagaagga attggtactt tgcgaaatgt agtgaagtga agaaaagagc tatcttatta
  1123141 ctagatagct cttttttatg gctgtgggat gttgaaaaaa tctaaaatag caacaatata
  1123201 taatccgatg agtattaatg tacaaattcc gattagtata acggcaagag agcttctttc
  1123261 gcgaccaaac ccgatagctg taaggaaaac ggcagcccaa aatgaaattt taagtagcat
  1123321 gaatgtatga ggcgttgagt agtgactgag taacgttgtg gataatagga atccgatgaa
  1123381 tgtaatggaa ataagaatag tagctaaata gttaatatgt ttaccgtatt tcaaaagcat
  1123441 ataactaccc ctttcgaaaa aagacagaat attaaaattt attttacgat aaactactaa
  1123501 aaaaagaaag agtctgtcct aacgtgtagg acagactctc tattattacg ataataccgc
  1123561 tttaattttt tggaacgccc actctaaatc ttcttcagag attactagtg gtggtgcgat
  1123621 acgaattaca ttttcgtgtg tttctttaca taatagacca gctgctttta gttgttcaca
  1123681 gtaaggacga gctggctcgt ttaattcgat accgatgaat aaacctttac cgcgaacttc
  1123741 agtgatcatt gggttatcaa tctcttttaa ttgcccaact aatttttcac ctaattgaag
  1123801 agaacgctct gttaattttt cttcttctaa cacttcaaga gctgcgatag aaacagcaca
  1123861 tgcaagtggg ttaccaccga atgtagaacc gtgagaacct ggctcgaata cgcctaaaat
  1123921 gtcgcggttt gctgctgcgc aagagattgg gaatacgccg ccgccaagtg ctttaccaag
  1123981 tatgtacatg tcaggagtta cattgtccca atcacaagca aatactttac cagtacggcc
  1124041 taagccagtt tggatttcat ctgctacgaa taaaacgttt tcttttttac atacttcaag
  1124101 agcttctttt aagaaaccag ctggtgggat gttaattcct gcttcacctt ggattggctc
  1124161 taaaatgaat gcagctgtgt ttggtgtaat agcagctttt aacgcttcta aatcaccgta
  1124221 aggaattacg ataatgccag gaagcattgg accgaatcca cgcttgtact cttcgtttga
  1124281 agacatagaa acagcaccca tcgtacgtcc gtggaagtta tcttcacaaa cgataatctc
  1124341 agcacgattt gcttctactt tcttcacatc ataagcccag cggcgagctg ttttaattgc
  1124401 agtttcaaca gcttctgcac ctgtattcat tggaagtacc atttctttat tagttagttt
  1124461 cgcaactttt tcgtaccaag gacctaattg atcgctatgg aaagcacgag aagttaacgt
  1124521 aacacgatta gcttggtcaa ttaaagcgtt aataattttt gggtgacgat gaccttggtt
  1124581 tactgccgaa tatgcactta ataagtccat atagcggttt ccttcaggat cttctaccca
  1124641 aacgccttct gctttagaaa taacgattgg aagtgggtga tagttatttg ccccgtatgt
  1124701 gtctgtaagt tcgatgatat ccttagtttg aatcatgatt gttccccctt ttgttattac
  1124761 aagaagtttg taaatactct aaatattata tcatttaaat gtaaaaaagc gaaacatttc
  1124821 ctgaaaataa atgaacatgt tatcatatag agtgaaaaag tgtgaaaaga ggaggtaagg
  1124881 gatacgatgg tacatatgca tattacagca tgggcgttag gtttaatttt attctttgtt
  1124941 gcgtattcac tttattcagc aggaagaaaa ggtaaaggtg tacatatggg gcttcgtctt
  1125001 atgtacatta tcattattgt gacaggtttc atgttgtaca tgggtattat gaagactgca
  1125061 acaagtaaca tgcacatgtg gtatggttta aaaatgatag ctggtatttt agttatcggt
  1125121 ggaatggaaa tggttcttgt gaaaatgagc aagaacaaag caacaggggc agtttggggg
  1125181 ctatttattg ttgcactagt agcagtattt taccttggac tgaaattgcc gattggttgg
  1125241 caagtattct aataaaaaat aaaaccacct tataatctca aatgtttggg agataaggtg
  1125301 gttttttatt ttaggttgca tcgatatgca actcttctcc gtttactttc gtaaaacgga
  1125361 acatgttttt gtttgaagaa gagtgacgga cgaaatggtg ctgcagtgaa caaatcattt
  1125421 cttcgttatc gaataaaaga atatttactc cttcgcatgt ttcctctttc ggtaagaagg
  1125481 ataaataatt atgacaatac atgcaatcat ataaagagta atgaagtgat tgcaataatt
  1125541 ctgttaataa ggtaaaaaca gaatcaggta actcctcaag ccattcctta tagctaagaa
  1125601 gtaatttttt tcgaattcgt atcatttccc cgttttgtaa atgatgctgt tcgtcggcga
  1125661 tttgtaatac atcttgttca tagaaacgcg ctggtagcca gttgttgtta tataaaatct
  1125721 caaagccatc ttcggcaatc tcttctaata aaaatgcttc ctcattttcg tcatcaaaga
  1125781 atatccattc attgtttata tattctacat taccgactgt atgagcgcgg ggctggttat
  1125841 ataaaatatg tttacgttgt atcatacacg atttctcctt tatgaaaagt agttatctct
  1125901 gttatagaca gttcgtgcat tctttataac tagacacatc cggacatagg tgggcataca
  1125961 ataaaacacg ttttattgag tgaaaatgct attccatatg tggatagtag gttatcgtca
  1126021 agtttgtcat ttttttgatc cgcactttta gagtggggtt actgtacgtt caagaaaaga
  1126081 aataagatgg aaggatgatt tatatgtgcg ggattacagg atgggtggat tataaacgct
  1126141 cattagaagg agaacgggac gtcgttacga agatggctga gacgttagcg aagcgtggtc
  1126201 cagatgataa taaagtttgg attaaaggca atgtcgcatt tgggcataaa cggttaatcg
  1126261 ttgttgatcc tgaaggtggt aaacagccga tgacttgttt aaaggatgaa gcaaattatg
  1126321 caatttgcta taacggcgaa ctgtataaca cggaagacat tcgaaaggaa ctattaagaa
  1126381 gaggatatac gttcaaaggt cactctgata cggaagtatt gttagcttct tatatcgaat
  1126441 ggaaagaaga atgtgtcgat catttaaacg gtatatatgc gtttgctgta tgggatgaac
  1126501 agaaagaaca agtgtttatt gcgcgcgatc gattaggggt aaaaccacta ttttataaat
  1126561 atgacagtgg gcgattacta tttggctcag agttaaaagc gatattggcg catccagatg
  1126621 tgaaggcgga agtgacgtta gaaggattat ctgaaatatt tggccttgga ccatctagaa
  1126681 cgcctggtca cggtatttat actggcataa aagaattacg tccaggtcat gcgatgacat
  1126741 tttcgaagaa cggtttatgt atatggagat attggaatgt agaaagtaaa aagcatgaag
  1126801 attcttttga agaaacagta gaaaaaacac gctttttatt acaagatgcg attacaaggc
  1126861 agctcgtttc tgatgtacca ttatgcactt ttttatcagg cggtgtagat tcaagcgcta
  1126921 taacagcaat tgctgcgaaa gaatacgaaa aatcgggaaa aggtcaatta cacacgtatt
  1126981 cggttgatta cgaagataat gacaaatact ttaaagcaaa tgcgtttcag ccaaattcag
  1127041 atgcaccatt tattcatttg atgactgaga cgtttcaaac gatccatcat cgttgcgtca
  1127101 tttcaaatga acaattagcg cagtatttaa cagaagcagt actcgttcgt gatttgcctg
  1127161 gtatggcaga tattgattcg tcattattat ggttttgtcg tgaaattaaa caagattttg
  1127221 tcgttggttt atctggggaa tgtgcagatg aaatatttgg tggttatcca tggttttata
  1127281 gagaagatga tttacaatcg agtgcatttc cgtggatgcg ttctacagaa gcgcgtgaac
  1127341 aattgctaaa gaaagaatgg agaaataaat taaatttaca acaatatgta cagcagcgct
  1127401 atgaagaatc cattcaagaa gttcctattt tagatgggga aagtccgcta gaagcaaaaa
  1127461 gacgccaatt attttattta aatatggtat ggtttatgac aacattatta gacagaaaag
  1127521 accgcatgag tatgggggca agcttagaag tgcgcgttcc atttgcagat caccgacttg
  1127581 tcgaatatgc gtggaatatt ccttgggaaa tgaaaatgta taaaaaccgc gaaaaaggtc
  1127641 tattgcgtaa agcgttagaa gggttacttc caaatgacat cttatataga aagaagagcc
  1127701 cgtatccaaa aacacataat ccgcactata cgaaagcagt aacagtatgg atacaagatt
  1127761 tattaacgga taaaggctca attttacacg agctatttga taaagaacag ctgagtggat
  1127821 taattgagtc aggcggcagt gcattccaaa cgccatggta tggtcaatta atgactgggc
  1127881 cacagctttt agctcattta gcacaaattc atgtttggtt taaagaatat ggagtaaata
  1127941 ttaaagaata ggagaaaagc gacttacttt ataagtaagt cgctttttat taaataaatt
  1128001 ttcatataaa attcaaaatc atattagaaa aaatacttat ttagaataat tatctttacg
  1128061 tacttattat tagttgttat aattggaaac aaatgttctt gaaaaagatt ctcatttata
  1128121 aaattgaggt gttatataga tgaaaaagaa aaaaataggt ttactcgtaa tggcgtatgg
  1128181 aacgccggat tcattagatg aagtagaggc atattataca catattcgtc atgggcgtaa
  1128241 gccatccgaa gaagcgctcc aagatttaat tgggcgctat aaagcaattg gcggaatttc
  1128301 accgcttgca aaaattacga aagagcaagc gcataaatta acagactcaa tgaataatat
  1128361 gtttacagag tatgaattta attgttactt aggcttaaaa catactgctc cgtttataga
  1128421 agatgcagta gaagagatga agcgcgatgg aattgagcaa gcgattagta tcgtattagc
  1128481 gccgcattat tctaccttta gcattaaggc atataacgag cgtgcaattc gtctttcgga
  1128541 ggaaataggt ggtcctgtta ttaagccgat tgaccaatgg tacgatgaac cgaagtttat
  1128601 ttcgtattgg gcagatcaaa taaaagaaac atttacaaaa attgaagata aagagaaagc
  1128661 ggtcgtaatt ttttcagcgc atagtttacc agaaaaaatt attgcagcag gtgaccctta
  1128721 tgtggagcaa ttgcaacata cagcggattt aatcgcagca gctgcaaaca tccaaaacta
  1128781 tacaattggt tggcaaagtg ccggaaatac acctgatcca tggattggac cggatgtgca
  1128841 agatttaacg agagatttat ttgaagagta tagatatgaa tctttcatat attgcccagt
  1128901 cggttttgtg gcagagcatt tagaagtttt atatgacaac gattacgagt gtaaagttgt
  1128961 gacggatgaa ttaaatgctg cgtattttag accaaatatg ccgaatgcgc aatctacatt
  1129021 tattgattgt ttagctacaa ttgtttccag aaaaatgaaa gaaatagttg acaaagaact
  1129081 aattttgaat aataattaat ttataataat tttaaataaa taataattac tacgaaagaa
  1129141 agaggaggat ccccctagat gaatccaaat aatcgcttaa caacaaacca aggtgctccg
  1129201 gtcggagata accaaaattc tcgtacagct ggtcgccgcg gaccagtatt attagaagac
  1129261 tatcatttag tagaaaaact agctcacttt gatcgtgaac gtattccaga gcgtgttgtg
  1129321 catgcacgtg gtgcaggtgc tcacggtgta ttcgtaacga aaaacagcat gaagaaatat
  1129381 acgaaagcag catttttaca aaatgaagga actgaaacac ctgtgtttgt tcgtttttca
  1129441 acggttattc atggtcaagg ttctcctgaa acagcacgtg atccacgcgg tttcgctgtt
  1129501 aaattttata cagaagaagg aaattacgat attgtaggta accatttacc agtcttcttc
  1129561 attcgtgatg caattaaatt ccctgatatg gtgcattctt taaaaccagc acctgataca
  1129621 aatattcaaa caccagatcg ttactgggat ttcatgacgt taagtccaga atctacacat
  1129681 atgatgacat gggtattttc tgattacggt acaccagcaa gctatcgtga aatggaaggt
  1129741 ttcggtgtac attcattcaa atggattaat gcagaaggta aaatcgtcta cattaaatat
  1129801 cattggaaac cacagcaagg tgtacgtaac ttaagtgcaa aagaagtgca agaagtacaa
  1129861 ggaaaggact tcaaccatgc aactcgtgac ttgttcgatg caatcgaaaa aggaaattac
  1129921 ccgaaatggg atttacacgt acaagtaatg caattagagg aaacagattc tttagatttc
  1129981 gatccgttag atccgacgaa agtttggcca gaagatcgtt tcccattaat ggaagtaggg
  1130041 acaatgacgt taaatcgtaa cccgaaaaac ttcttcgcgg aagtagaaca agtagcgttc
  1130101 tctccaagtg caactgtaaa tggtattgaa ccatctgaag ataaattatt acaaggtcgt
  1130161 ttattctctt atccagatac acagcgttac cgccttggtg caaactactt acaaattcct
  1130221 gtaaactgcc catacgcagc tgttcataac caacaacgtg atggtgcgat gcaaatcaat
  1130281 caaaacccat ctacaattaa ctacgaaccg agccgtcatg ctgaaaatcc agttgaagac
  1130341 ccagcttacc gcgattcaac tatgaaagta gaaggctacg tatctcgtga aaaaattgac
  1130401 aaaccaaatg atttcaaaca agcaggtgag cgttaccgtt cattctctaa agaagagcaa
  1130461 gacaacttaa ttgcaaactt aacaagtgac ttaaaagacg taaatgaacg tacgaaatta
  1130521 ctagctgtat gtaacttctt ccgtgcagat caagagtacg gtatgcgttt agcgcaagca
  1130581 ttaaacgttg atattacgca atatgtagga aatgctccga aataaatagg aaaagacgac
  1130641 tgttatgaaa cggtcgtctt tttttagtgt aaagttacaa gcgggtattc ttcattttct
  1130701 ttatgtcgga atttggtggt aaatcgatat atcgtgtcga aacgtcgata tattgaaata
  1130761 atcgctgata tatttgaaaa atcgtcgata tatccgaaga atcgctgata tatttacagg
  1130821 aataccgctt agggtatgcc gtgccgacaa atgcaaaaaa agagatgcaa tctactatca
  1130881 atagattgca tctctttttt tagttcactc gctcagtata ctcataagct ttctctccat
  1130941 gcatcgaaat atcaagtccc atatgttcct cgtgctcatc gacccggaca gggaggaaga
  1131001 agttgattgc tttaataatg gcgtacgtca ttataattgt gaatgcatat gttgcgccga
  1131061 ttgctacaaa ttgtttaaac agcaacgcgg cgtttccgta aaataatccg ttagcgccat
  1131121 cgccgtttac ggtagtagtt gcaaatagtc ctgtcgcaat accgccccaa gttccgccga
  1131181 tgccgtgaca tccgaatgca tcgagtgtat cgtcgtatcc gaattttgtt tttaagaaaa
  1131241 agactgctcc gaagcataat acgccgccaa tcgctccgat aagaagagcg gagaaaggtg
  1131301 taacgaaccc gcaagctggt gtaatagcga ctagaccgga aacggcgcca caagcagctc
  1131361 ccatcgcagt tggttttgat tgaaagaacc actctgaaag catccaagtt aatgcggagg
  1131421 cagcagcggc tatattcgta ttaataaatg cagttaaagc tacatcattt aaagataatg
  1131481 cgcttccgac gttaaaaccg aaccaaccga accatagcag cccagcgcct agcatcgtaa
  1131541 atggtaaatg atgaggagaa gtaccgttta tgttttttcg ttttccaagg aaaatagcta
  1131601 atacgaggcc agccacacca gatgtaatat gaacgacatt accgccagcg aagtctaacg
  1131661 cgccaagttc tcttagccat ccgccaacgc cccataccca atgagcgaca ggattgtaaa
  1131721 cgatcgttgt ccatagaagg atgaaaataa ggaaagctga aaatcgcatt ctttcggcaa
  1131781 atgcacctga aattaaagca ggagttaaaa tagcgaacat gagttgaaac atcataaata
  1131841 aattgtgagg aatagtagat gaatagtctg gatttggtgc gtaggtaact ccatttaaac
  1131901 cgaactaatc gagtgtgccg ataagtccgt gccaatctgg tccgaatgat aaagaataac
  1131961 caattacaat ccattgaatc gaaacgatag ccatcgcgct ataactatgc attgtcgtac
  1132021 tgagtacgtt tttactgcga accatacctc cataaaaaag tgccaatcct ggtgtcatta
  1132081 acatgaccat tactgtcgct acaaacataa aaaccgtatc tcccatattc attttctctc
  1132141 ctcctgtaat gttagaaaaa ataacatcaa tttgttatgt ttcatatcat attcgaagtg
  1132201 aaaagaaaaa tcaactaaaa attcagaaaa attcatgtgt tatgtcagaa aatctaacat
  1132261 gtattaattt aataagaatg aaatcaacgt atgcgattcg ttcggataat tggtataata
  1132321 ttcttacaat taaaaacgtg ggggatgcgt gtggggaaaa tacatactag gaaactattc
  1132381 atttgttttt gtttagctgt cgttttgttt gtaccaatac atacatttgc agacgaaaaa
  1132441 agagagtggc gagatgaagt tatatattcc attatgattg atcgtttcaa taatggggaa
  1132501 ccgaaaaatg acaaacagtt agaagttggt aatttagaag gatatcaggg cggagatata
  1132561 agaggcatta taaaaagact ggattacata aaagaaatag gatttaccac tgttatgctt
  1132621 tcgccgctgt ttgaaagtgt aaaatacgat ggagtagacg tgcgcaattt tcagaaggta
  1132681 aatgaacatt tcggaacaga aaatgatgta aaagaacttg tgcaagaagc tcatacaaaa
  1132741 ggaatgaaag ttatacttca atttccgctt ggagaaaacg aacaacaagt aatcgactcg
  1132801 atgaaatggt gggtcaaaga agttgattta gatgcaagtt atgtaatgca tagtgaaaaa
  1132861 aagtctcctg ctttttggga tgatgtgcaa aaagatatgc aagtgataaa aaaagatttt
  1132921 cgagttatga caaaagaaga tagtgaatac aacgaaaaaa tagtagaatc gttttctaaa
  1132981 gcggacgtat cggtaaaatc tttatatgat gtgagtaaaa aagacgagga attcattaca
  1133041 tttttagata atcaagatac aaaaagattt gctcgtattg caaaggaaaa tatgaattat
  1133101 ccgccatcgc gtttgaaact agctcttaca tatttattga catcaccagg cattccgaat
  1133161 ttttattacg ggactgaaat tgcattagat ggaggggata ctccagataa tagacgatta
  1133221 atggatttca aatcggatga aaagtttatg cagcatataa caaaacttgg tgaacttaga
  1133281 caaatgagac catctttacg acgcggtaca tttgaactct tatacgataa aaatggaatg
  1133341 agtgtactaa aacgaaagta taaaggtgaa gtcacattag tagcgattaa taatacgaaa
  1133401 gagacgcaaa aagttgcttt acctgcaagt acgattggtg aaaaacaaga gttaagagga
  1133461 ttgttagaag atgaaattat aagagaagaa aatggaaagt tttatctcgt tttaaagcgt
  1133521 gaagaatcaa atgtgtataa agttaataga gaaacaggtg tgaattggtt atttatctcc
  1133581 ttaatagttg gtgtgaacgt attatttatt acttttttaa ttgcggttaa aaagagacgg
  1133641 aaatgagtga cgattttctt tagtagctcg tcttcagttt aaggtaaggc gttgctctta
  1133701 agatcaggtt aaagagaaga ctttctcctt aacctgtttt tctgtgaagt aagactcgcg
  1133761 cctcgaaatg catctgagca aagaagtgaa aagaacatat agaagaaaca ataattgcaa
  1133821 ctatactaat tttacattac attaaaagat gaaaaataat tttatactca ttaagggtta
  1133881 tatttgagga gagaaaatgg aattttacga tttgggtatt accattaaag aacttagaat
  1133941 taaaaaaaat atatcacaat ccgaattatg tcatggaata tgttcacaaa gtcaaattag
  1134001 caagattgaa aaaggtgtga tttatccatc tagcatattg ttatatcaat tatcagaaag
  1134061 gcttggtatt gatccaaata atatatttgc actaactcaa aacaaaaaat ttaaatatac
  1134121 agaaaatgta aaatgcataa tgaaagactg tataagacaa catcaatata aagagcttta
  1134181 tgaaatagta acaaaagaaa aaaacttaaa taattttcga atgaaagaag ataaacaatt
  1134241 tctaatatgg catgaagcaa ttgctatata tcgtgtgaat aacttaataa aaacagcttt
  1134301 aactcttttg aataatgcat taaaaataac tgtaacgaat attgattttt taacagagag
  1134361 agaaatagat attatgcaga caatggctat atttcatgca gaaaataaag aatataaaga
  1134421 gagtattaat atattaaaaa gatgtttaaa taattttgat aagttagatt ttcctagaga
  1134481 taaagaaatt aaattaaaaa ttatttataa tttagcaaaa tgtttaaatt acacatatca
  1134541 atacgaagaa gcaaaaaaat acattgataa gggtatcaaa ttagctatta atctaaatac
  1134601 tttatactta ttgggtgaac tatactatga aaaaggttcg aatttattaa agcttgaaca
  1134661 atctaataaa gaagaagttg ctgataacat gaaaacagcg ttatttatat ttgaattaac
  1134721 aaaaaacgaa aaaaaattac aaataattaa agaagggtat ttcgaaaaac ataattgcta
  1134781 aataactact tatagtacaa taaaacctac aggaaaagtt cctgtaggtt ttacacttat
  1134841 aaacctctta atatttttta taaacttgat tctaaaatat tattacttaa tatgaatttt
  1134901 ttaatgaaag tttacttaac gtactttcta ttttgaaatc tgcatcctta ttaacacttt
  1134961 atacttcttt tccttccata ttaaagttaa gatggttcaa gtaagaggaa ggcaacttaa
  1135021 agtgtgtttt tttatgagct ttatcatcaa ctatttagtg tttctttaaa ttattacata
  1135081 acgtagtttt tttgtaccaa gctttgtgaa tgcaattaga tttatcattt agtgtagtta
  1135141 tattattaga acatcctgtc atatttagag agagtatagc caataaaaaa cataatatta
  1135201 acttcttcaa ataaccactt ctaactcttt tataattaac tttttttacg gaataagatc
  1135261 cttattaatt ttacattaca ttgaagggtg gaaaatattc ttatactcat aaattgttac
  1135321 gcttgagtag gagagggatt ttggtttggg attcaattga taaagaaagt gcttcaagtt
  1135381 gaagggaaat gttctaaggt gtcttttcct tatttttaaa aggacatgct caattccatg
  1135441 tataaaaaaa ttctacaatg agacctagcc taacgacgcg gtcacctgta agatattcgc
  1135501 atgaataaac actgttcact cagcaatttt caccgcaaat accttcttgt cctcgtcata
  1135561 ttgtttctac ccgctaaaaa gaaaaacatc ctctgtgcag aggatgtttt tctttttagc
  1135621 ggtagttaat aaattgtacg tcaatcggta aatcagcgct acgaactgct gcgataactg
  1135681 cttgtaagtc atcgcggctt tttgctgtaa cacgtacttg atcatcttgt acttgtgttt
  1135741 ttacttttaa tttcatttct ttaatgatgt tgttaatttt tttcgcgtta tctttatcga
  1135801 taccttgttg aagtgttgcg cgttggcgaa cagtgttacc agctgccgct tcaacttttc
  1135861 cgtaatctaa gttcttaatt ggaacgttac gttttacaag tttagaaatt agaacgtctt
  1135921 ttacttgctc taatttgaac tcgtcgtcag aagttaaaac aagtacttct ttttcaagtt
  1135981 taatatcact tttacttcct ttaaagtcat atcgattttg gatttctttt aatgcagtat
  1136041 taattgcgtt tgttacttca ggtaattcta ctttcgaaac gatgtcaaaa gaactatctt
  1136101 ttgccatagt tagcacctcc aaataaattt ctaatctttt tatgtattgt acatactaaa
  1136161 gtatagctga aaacgagctt agacttaagt gttttcgtac ttataatgat gtaacctcat
  1136221 tttattatag tgaattttgg gcaattggac aaataaagga aaaatcgtgt tataattaac
  1136281 ttttgtttgg aatgataaaa agataaaaaa gttaatttta tatatataga agggaattaa
  1136341 aaaaatatgt atttacaaat aggatcgatt gaacaggtaa ctgttttacg cgaaacggaa
  1136401 attggatata tggttggaaa tgaagaagaa gaaattttcc tacataaaaa tgaagtagct
  1136461 ggagaaattg aagaaggcga tacgattgat gtattcttat accttgatca ccaaaatcgt
  1136521 atttcggcaa caatgaagga gccaattatt acaacatatg attggaactg ggtaaaggtt
  1136581 gtagaagtta ttcctagttt aggtgtgttt gttgatattg gtgtatcaaa agatatacta
  1136641 attccagctg atgaattccc aatttatatg ccagtatggc cagaagttgg agatgaatta
  1136701 tattgtacgt taaaattaac gaatcgtgat cgtttaattg ctcttccggc aagagatagt
  1136761 gatatgcaag aaatcgttgt agaggcgacg ccatctatgc gtaataaaaa tgtaaatgga
  1136821 cgtgtgtatc gttcacttca agttggttca ttcgtattaa cagatgagca tttccgtgca
  1136881 tttttacacc atacagaaag aaaagaacaa gtccgcatcg gccagcgcgt aacaggtcgt
  1136941 attattgacg taaaagatga cggtacaatt aacatttcgc ttcttcctcg taaagaagaa
  1137001 ggaatggaag atgatgctgc agtgatttat gcatatatgg aagaacgagg cggagcaatg
  1137061 ccgttttggg ataagagcta cccagaagac attaaagaac gtttcaatat gagtaaagct
  1137121 gcatttaagc gtgcgcttgg taagttgatg aaagaagaaa aagtttacca agaagaaggt
  1137181 tggacttact ttaagaaata aagtggatgg aaaagaacta ccttttctct aagtttatta
  1137241 gaggaaagat agttcttttt gcgttcagta taaaatgaag ggaggaatag agaattatgg
  1137301 ggagagggga atttaaaaga atatagaaag gatagatgaa atctataaat aacgttataa
  1137361 gtatagaatt aaggaggtat gaaggtgcaa tacaatgtgc tagaacaatt aataaagagc
  1137421 ctctcagcat tattccctga aaaagaacgc gaaatagtag cagttgattt acatgatata
  1137481 tatgagagcg ctgaaaggtt tgaaaaaata cttgaaaata ttatggactc gcaacactct
  1137541 aaagaagact taatagatgc gctgattgaa gtggagatag aattagatca catcaattgg
  1137601 cattataaaa gcttgaagaa aaagttgaaa atattgatga aagattaaaa aagcacaacc
  1137661 ttatctgaaa aaataaggtt gtgctttttt aatttccttg cggagaaaca atagtaaacg
  1137721 tatcttccaa ctcactatcg tttattttaa tatttgcttt ttttaattca ctttgtaata
  1137781 attttttacc aaatatagga tcagcagtac gttcttcctc taagtttttg cgaatagagt
  1137841 tttttacctc atcgtaaggt tttagatctt ttttaccagt tagtttaata atgtgataac
  1137901 catttggtga ttggacagga tcactaattt gaccaatttt tagtttgtag gcagctgttt
  1137961 caaattcagg tgtcattgca cctgaatgga agtatccgag gtctccgcct ttctcttttg
  1138021 atagtaggtc ttgcgattct tgttttgcta gttcttcaaa tgaagcacca gtatctaatt
  1138081 ttttctttat ttcttttgct tcattttcgt cacttactaa aatgtggctc gctttaattt
  1138141 ctggtttgta gtggtctttc acgtcttttt ctgtaacact ttgtttaatt gctttattca
  1138201 tagaaagttt gaacttaatt tgatttttaa aatcagcttc atcttttaaa ccgttgtttt
  1138261 tcaacacgtt tttgaattga tctccgtatt gacttttcgc tttttgtact tctttatcta
  1138321 catcatcgtc agatacttta tattttttcg tgataacgtc ttgcgctatc atttcgtata
  1138381 acatgtcttt tccgtaacga tctttcaact gtttttcgaa gtcgctcttc gtaatggttg
  1138441 agtctgttgc cgtagcgact gtagccgagc tatttttttg cccgcaagca gctagcatta
  1138501 atatacttat tagtgcagta ataatgaaaa tatgttttcc tctcatgcta acacctcatc
  1138561 cgaatatgtt atcgctattg tagaatatag aagtgaacat gaagtgaatt tttaatgttt
  1138621 tttcctgtaa aatgtaaaaa agtacaccaa caattttgct ggtgtacgat gaaatcaaag
  1138681 gtgatcggtc tttttagaat aagcacgctt accttgctct atattctttt gttcttgctc
  1138741 atttttttgc gcgcgctttg cattgttatc gcgtgctttt ttgtcgttat cactcgtatg
  1138801 tggcatatgt atcaactcca tttctaaacg ttgtacgttt atcatttcct ttttcgtaaa
  1138861 gactatgtat agcagtgtat tcctgaataa taagggtgga ttggaaatgg atttgaagtt
  1138921 gaattatacc gaacttataa agaagttaat cgttgtaatc atcgcaggtt tgttaaacgc
  1138981 gattggaatg aatttatttt taacgccagc gaaagtgtac gcgagtggct ttgctggatt
  1139041 gtctcaattg ttatcgcaaa tattaggtga ttttttatca attcatatat caacgggggt
  1139101 attgtttagt ttgtttaata ttcctgtcgt tattttagcg tggaaaaagg ttggaaaggc
  1139161 ttttactttc tttagttttc tttgcgttat atttatgact ttgtttttag aaattatccc
  1139221 agttcgggct gtttcgaacg atatcatatt aaatgcgatt tttggcgggc ttatttcggc
  1139281 aattggggta gggattgcat tgaagtgggg ggcttctaca ggtggtttag atattatcgc
  1139341 catgatttta tcaaagatta aagacaagcc tgtcggtacg tattttttct tctttaatgc
  1139401 actgattatt atcgccgctg gttatgtgta tggatgggaa aaagcattat atactttggt
  1139461 gactttgtat gtttcaatgc gaatcatcga tgcgattcat acgcgtcatg taaagattac
  1139521 ggcgttaatc gttacgaaga atggggcgga tgtacgaaag gcgattcact cacgcttagt
  1139581 gagggggatt acaactatac cggcaactgg tgcttatacg aatgaaaata aggaaatgtt
  1139641 aatgattgtt attactcgtt acgaactgta tgaattagag agggttatta aacaagtgga
  1139701 cccaggtgca tttacaaatg tactgcaaac ggttggggta tttggattgt ttcgaaaaga
  1139761 ttaaagagga ccaaagttgg tcctcttttt taatgtaaat tcgtaatagt ttgcaattgt
  1139821 tcctgcattt cacgtagctg aactttttca gcagttgaag aatttgcgta agcggattgc
  1139881 aaagcatttt ttgctctata tacgagatct tgttgctcga cgccgctcga acaagatacg
  1139941 gcatttgcaa cagcatctct agcttgttga aatagtaagt tccccattta gacccctcca
  1140001 aaagaagagt tacttctcgc tttttctgcc tcagctaatg tacctctgta cgggaatctt
  1140061 gcatcatgct tcataacagc atcggctcct tgttggataa aacgttttga tttgttcttt
  1140121 ttacccattc gaaaaacccc ctttatttag ctgaaaacaa tcgacgcgct gacttgtgcg
  1140181 tctaatcata gtatgagcgt ttggcgagaa actataagca gggaattttt agattacaac
  1140241 ccaagaacct cttctaaata tagtgcaata ccatcttctt cgttcgttag cgtcgtatgg
  1140301 tttgcgagtg attttaattc aggaatggca tttcccattg cgatgccgtg accagcaaat
  1140361 tcaatcattt caaagtcgtt atcttcatca ccgaaagcga taattcgctc ttgtggaatg
  1140421 ttgtaatggc tagaaatttt ttgtagtcca acagctttat ttaatccgct ttttacaatt
  1140481 tcaataattg gccaaggtgc gccccatttt ctatggtcga ttacttcagc gtgcatatca
  1140541 gttaaatgtt gacgtattgc actggaatgc tcgtcatgtg cgtcaattaa taagcaagtt
  1140601 ggatgatcgt ttaaaatatt taataagtct cctgtaaaaa tatttggaga accgaattcg
  1140661 aaaatatgtt ttttatcttc atcaatttca cgaacataca catcgtccat tacttcagcg
  1140721 tatatatttt ttacgccaaa atcaaagcaa gctcggacaa tttcttgcgc tgttgctagc
  1140781 tcaagaggag agtgatgtgt accccacttt gaatcaagag ggtgatgtac gtaagcgcca
  1140841 ttaaagttta cgattggtgt atttagacca agttctttat agtaatcata actagcgcgg
  1140901 aatggacgtc ctgttgaaat aacgacaata tgtccttgtt cctttgcttt tgcaattgta
  1140961 tgtttcgttc gagtggaaat tattttgttg tctgttaata aagtgccgtc taagtctagt
  1141021 gcgattaaat gttgtttgtt cataatttca cctcttataa tatttttttg tttttatctg
  1141081 tatttccgtt ttttatatgc agaaataaga ggttagactg ggtgagacca ccaaagatgg
  1141141 aaagttcact atatatccat cttacgtcgc aaagtgctgc ggtgtctact atttctcgct
  1141201 ggaaattaag aaaagtcaac atctttttag aaagttcaaa caatgtttct ttcattatgt
  1141261 acaaattgtg aaaagggtta cgttgctcgt atgatgaggc ttataatgaa catgtaatct
  1141321 tctcgtatat gtttgactct cctttgaaac tggcctatag taggttggtt tctttttttc
  1141381 tacaaatagg aacgaaatcc ctgctttaag cttgtgtcat tcatgtatat gtacaagaac
  1141441 gaaatgtagt acttgtttcc taaacatgac agaaaagctt tcttttaaaa tggatatact
  1141501 aatgaggcaa agacgtcatg gaaggagaat ggaaatggga caaaatcgca ggtttcgttc
  1141561 tggacaaaaa gcgccgaatg atggcattta cgtggaaatt ggtgaaacgg gaagtatggt
  1141621 gaaagatccg caaatggtga aactaactgc tggtgacaag tttccagata acacgaatca
  1141681 taaccgtcag tggacgtata aaagaaaacc gtaacaggag ccgcaatcgt tattgcggct
  1141741 ttttttcatt acgcattata atttcattta ccgcattgtt ttgaaccgca tcaatgcatg
  1141801 ttctgttttc tttttctaat aataagtttg aaaatacata agcaaaatta ttgtataaaa
  1141861 aagtcagttg gcgtataatc aaatcaaagg tcaaagaaag tcaaacattt ggaggactgt
  1141921 aaagatggac ttaaatcaaa tgacaacaaa aacacaagag gcgattatga gtgcccaatc
  1141981 tttagcggta tctcatcacc atcaagaagt agatactgtt catctcttgt ttacattatt
  1142041 agaagagcag gatgggctag cagtacgtat ttttcaaaaa atgaatgtcg atatagaagc
  1142101 attaaaacaa ggcgtagaaa atttaattaa gaaaaagcct tccgtaacgg gaagcggtgc
  1142161 agaagcaggt aaattatata taacaggtgc cctgcaacaa ctgcttgtaa gagcaggaaa
  1142221 agaagcagag aaattgcaag atgattacat ttcagtggaa catgtattac ttgcttttac
  1142281 tgaagaaaaa ggcgatataa gccaattgtt tacaagattt catattacga aagacaactt
  1142341 attacagtct ttaatgacag ttcgggggaa tcaaagagtg actagccaaa atccagaagc
  1142401 aacttatgaa gcgttagaaa aatatggtcg tgatttagtg gcggaagtga aagcagggaa
  1142461 aattgaccct gttatcggcc gcgatagtga aattcgccgc gtaatccgca ttctttcacg
  1142521 taaaacgaaa aataaccctg ttttaattgg tgagccaggt gttggtaaaa cagcaatcgt
  1142581 tgaagggtta gcacagcgta ttgtgaagaa ggatgtacct gaaggattaa aagatagaac
  1142641 aatctttgcg ttagatatga gtgcgcttgt agctggtgcg aaattccgtg gtgagttcga
  1142701 agagcgtttg caagctgtat taaatgaaat taaaaagagt gaaggtcgca ttttactatt
  1142761 cattgatgaa cttcacacaa tcgtcggcgc tggaaaaaca gaaggtgcga tggatgcagg
  1142821 gaatatgtta aaaccgatgc ttgcgcgtgg tgaactgcat tgtattgggg cgacaaccct
  1142881 agatgaatat cgtaaatata ttgagaaaga tccagcacta gaaagacgtt tccaacaagt
  1142941 attagcagaa gaaccaactg ttgaagatac aatttctatt ttacgtggtt taaaagagcg
  1143001 ttttgaaatt tatcacggtg taaatattca tgaccgcgca attgtagcag catcagtttt
  1143061 atcagatcga tatatttcag atcgtttctt accggataaa gcaattgatc ttgttgacga
  1143121 agcgtgcgca acaattcgta cagaaattga ttctatgccg acagaattag atgaagtaac
  1143181 gcgccgcatt atgcagctag aaattgaaga agcggctctt ggaaaagaga aggactttgg
  1143241 tagccaagaa cgcctcaaaa cattgcaacg tgaattatcg gatttaaaag aagtggcaag
  1143301 tagcatgaga gcgaaatggg agaaagaaaa agaagatatt cacaaagttc gtgacttacg
  1143361 tgaacattta gagcgtctgc gccgtgaatt agaagaagca gaaggtaatt acgatttaaa
  1143421 tagagcagcg gaacttcgcc acggaaaaat tcctgcaatt gaaaaagagt taaaagaagc
  1143481 agaagaaatg ggcgcaaata ataaacaaga aaatcgttta ttacgtgagg aagtaagtga
  1143541 agaagagatt gctgatattg tttcacgctg gactggtatt cctgtcgcaa aactcgttga
  1143601 aggtgaacgt gagaaattat tacgcttaga gcaaatttta tcagaacgtg ttatcggaca
  1143661 agaggaagcg gtaagcttag tatcagatgc agttcttcgt gcgcgcgctg gtattaaaga
  1143721 cccgaaccgt ccaattggtt ccttcatctt cttaggaccg actggtgttg gtaaaacaga
  1143781 gcttgccaaa acgttagcac agtctttatt tgatagtgaa gagcaaatga ttcgtatcga
  1143841 tatgtctgag tatatggaga aacacgctgt gtcacgctta attggtgccc ctcctggata
  1143901 tgttggatat gaagagggcg gtcaattaac agaagcagta agacgtaaac cgtattccgt
  1143961 tattttatta gacgaaatcg aaaaagcgca tccagaagta ttcaatattt tattacaaat
  1144021 gttagatgac ggacgcatta cagattcgca aggtcgtaca gtggacttta aaaatacagt
  1144081 tattattatg acttcaaata ttggatctgc tcatttatta gatggattag aagaagatgg
  1144141 ctccattaaa gaagaatcaa gagaacttgt aatgggacaa ttgagaggac atttccgacc
  1144201 agagttctta aaccgcgtcg acgaaattat tttattcaaa cctcttacaa cgaatgaaat
  1144261 taaaggtatt gttgataaaa ttgtaaaaga attacaaggt cgtttagctg accgtcatat
  1144321 tacggtaaaa ttaacagaag cagcgaaaga atttgttgta gaagctggct ttgatccgat
  1144381 gtacggagct cgtccattaa aacgatatgt acagcgtcaa gttgaaacga aattagcgag
  1144441 agaattaatt gcaggtacga ttactgacaa tagtcatgta gtggttgatg tagaaaataa
  1144501 cgaattagtc gttcatgtga aataaaaaaa gagttcggat aaaatccgga ctcttttttt
  1144561 agtgctgttc tactggctcg tttggaattg cagctgaaat tgctagtact aataccgcaa
  1144621 gaacaactga gaaaatagac gcttggttaa aatcgtatgt accgccagtc atagagccga
  1144681 ttacgtagct catcatatgt acaagcaaga acgaccaaat taatgcccaa atgaaacgca
  1144741 tattttacac ctctattcgt tcaatctgtc cttattgtaa cacaattgaa aaaagaatat
  1144801 agaaaaatat ttgtagattt tgcaacgcaa atttgcattc cgttcataca ttataaaaga
  1144861 gtacttttat acgtttagaa aataaggcgg gggaaaaatg agtattacgg aacgtttttt
  1144921 ttacttagaa aaagaaccat gcgttattta tttaccggag aagccaaatg gattttctgt
  1144981 catgcttctt ggggattaca actactttat tgagaatggt acaagtttat ggacacaaca
  1145041 tgcgggtaga tcttattttt tacacggcct tattgaggaa ggctatacgg tattttcttc
  1145101 taatttatac ggaagacatt ggggaaacga tcaatctgtt cgtctagcaa aacgcctata
  1145161 tgacgttgtt ttgagaaaag agacattaaa tgcaaaaatg cacattatgg cagatggtat
  1145221 gggggcactt gtagcgcttg aaatgatgaa caaataccct gaatgtatac gttctgtcat
  1145281 tatgttaaat ccgtgtttag atttaccaga atatgtggag tttgagaaag agcataagtt
  1145341 tttttataag agactcttga aggaattaag tttggcgtat gattccaaag aagaagaatt
  1145401 agaagcaaaa ataaataaga aatcatttac gcttcttccg tcttgtgtac ctgttaaaat
  1145461 ttttgtatca acacaagaaa aaagaggaag aaaacagttg ttacgtaaat acgagaaaat
  1145521 gaggcaattg aatcaatgtg atacttctgt tttattccat ctgcaagatg tgaaatataa
  1145581 aatggttagg caaacgactg atttctttaa aaaatatgaa gaagaattgt gaagctccca
  1145641 tatacataaa tgaggagcta tttgtttcaa ggagaaaggg tgggtggtat ggaacgcgtg
  1145701 ctaattatag gtgcacttac gtttgtaggt tatcaccttg tgaataaaat gattgcagaa
  1145761 gaagtagaag tatatggtct tgattttgat gaatttgata gtatgacaaa aattaatgaa
  1145821 gagaagttat tgttaattgg gcgaaatgcg ttatttacgt attattcaat aagagatgaa
  1145881 gacggatgga gatccgtaga ggaagagaaa tttgatgccg tttacttttg tctgtatgag
  1145941 cctaaccaac aaagtggctt tcgaaatgaa agagttatat tacagtattt aaagcgaatc
  1146001 ataagactgt gtgaagaaca taaagtgaag ttaaatctaa tttcttctat tgaagtagga
  1146061 aacgcagatg agtccgaaaa taagcgttta tttgcgaaag tggaagaagg attgaaaaaa
  1146121 ggagaggtac aatatagtgt atttcgagtt cctacattat atgggccatg gcaaccatct
  1146181 tttatgatgt atcatcagct cattttatca gagctaggtg agaaagagtg ccattatgcc
  1146241 agcgaggaaa acggaagtga tctactgtac gttgaagatg tatgtgaata cttatgggaa
  1146301 aatggaatga acgaggagca actcggcata tataatttac ttagtggtaa aaagtcatta
  1146361 tggaaaaagg gtatgaacct tttacgtgca gatgataaag tgaataaaga gaatgcggaa
  1146421 gaaagagatg gggcggccga ggatatttcg ataaaaagaa atactccgtt agaatacggt
  1146481 ttaaataaac aattggcaca tatgaaaaaa tataaagagt tatacgaagg atagcgagcg
  1146541 tgttacacta tgtatgtgaa agttttaatg gagaggaaga acgtaatatg aatgagaaaa
  1146601 gcatgcaatt tttacaaatc gtaatgaagc atttaccaga agcaaaggcc attttagatg
  1146661 ataatggaat tgcacttgat atggagaaag ctcaaccagt attagagtta ttgatgaaag
  1146721 ttatgaacga agcatatgag cttgggaaag cagatcaaga ataaaaagca ttttttagat
  1146781 ggaagagagg cccgaaccgt ggatagaagc ggtcagggcc ttttttgttc tcggctgggg
  1146841 gaaaaacaga gatatgaaga ggggaaggga aaagtagtga ggagaacttt ctagtttaga
  1146901 aggaaagcag atcaagaata aaaagcattt atttagatgg aagagaggcc cgaaccgtgg
  1146961 atagaagcgg ttcgggcctt tttatatttc gaaagaaaca gggaaaggta tgtttctgtt
  1147021 tcttttcata aacaataagg tgaataatgc gctcgcttta tgttttagct gaaatatatt
  1147081 ctagacaaaa atacatttat gttttaaaat tagtaccaag tcataataat tgatataaaa
  1147141 cggagggctg cgatgtgaac gtgggcattt tagggatcgg aagatatgtg ccggaaaaag
  1147201 tagtcacaaa tcacgattta gaaaaaataa tggatacatc cgatgaatgg attcgtacga
  1147261 gaacaggtat tgcggaaaga cgcattgccg atgatacaat agatacttca tatatggccg
  1147321 tagaggcttc taaaaaagca cttgaagatg cagggattag cggagaggat atcgatctta
  1147381 ttttagtagc aacagtaacg ccagatcgtg cttttccagc agtagcttgt gttattcaag
  1147441 aagcaattgg cgcaaaacat gcagctgcaa tggatttaag tgcagcgtgt gctggtttta
  1147501 tgtacggaat gattacagcg cagcaattta ttcaaacggg aacttataaa aatgtactag
  1147561 tagttggtag tgataagcta tctaaaattg tagactggaa cgatcgaaat acagcagtac
  1147621 tatttggaga cggagccggt gcgatcgtaa tgggagctgt ttcagaaggt aaaggcgttc
  1147681 tatctttcga attaggagcg gacggaagtg gcggtaagca tctttatcaa gacgagtatg
  1147741 ttatgatgaa tggcagagaa gtctttaaat ttgctgttcg tcaacttggg gattcttgtc
  1147801 ttcgcgtttt agataaagct ggtcttacga aagaagatgt ggatttctta gtaccgcatc
  1147861 aagcgaacat tcgtattatg gaatctgcaa gagagagatt aaatttacca caagaaaaaa
  1147921 tgagtatgac aattgagaag ttcggtaata catcagcttc ttccattccg attgcaatgg
  1147981 tagaggaatt gcaaaatgga cgtattcaag atggtgattt aattatactt gttggttttg
  1148041 gcggcggatt aacatgggga gcagtcgctc ttcgttgggg taaataagga ctgagagaaa
  1148101 aaaaggagtg tattttgtat ggaaaaaaag agggtcgtaa ttacaggact aggagctgtt
  1148161 acaccggtcg gtacagatgt tgaaacagcg tgggaaaaca ttaaaaaggg tgtatctgga
  1148221 atcggacgac ttacaagaat tgatccggaa ctatttccag caaaagtagc agcagaaatt
  1148281 aacgactttg aagtcgagaa atatattgat aaaaaagaag cgcgccgtat ggatcgcttt
  1148341 acacaatatg cagtagcagc agcgaaaatg gcagttgcag atgcaaagct tgagattaca
  1148401 gaagaaaacg gacctcgaat tggtgtatgg attggttctg gtattggcgg tatggaaaca
  1148461 tacgaagaac aatttaaaat ttttactgag aaaggcccgc gccgcgtgag cccattcttc
  1148521 gtaccgatga tgattccaga tatggcagca ggccaagtat caatcgcaac aggagcaaaa
  1148581 ggaattaaca cttgttctgt aacggcttgt gcatctggtg caaactcaat tggtgatgca
  1148641 tttaaagcga ttcagcgtgg ggatgctgat gcaatgatta cgggcggggc agaggcaccg
  1148701 ttaacaagta tggcattcgc aggatttagc tcagcgaaag cattaacatt caatgaagac
  1148761 ccagcaacag cttgccgtcc atttgataaa aaccgtagcg gtttcgtaat gggtgaaggt
  1148821 tcaggtattt taattcttga agaattagag cacgcattag ctcgtggtgc tcatatttat
  1148881 gcggaaatcg ctggttacgg tgcaactggt gatgcattcc atattacaat gcctgctcct
  1148941 ggcggtgaag gcggcgtgcg cgcaatgcgt caagctttag cggatgcagg tctacagcca
  1149001 gaagatattg attacattaa tgcgcatggt acaagtacgg atgcgaatga aaagtatgaa
  1149061 acgatggcaa ttaaagaaac gttcggtgag cacgcgtata aggtagcgat cagctcaacg
  1149121 aaatcaatga caggtcactt attaggagca gcaggtgctg ttgaagcgat cttctctatt
  1149181 aaatcaatta cagatggagt aattcctcca acaattaact atgaaacacc agatccagaa
  1149241 tgtgacttag attacgtacc aaataacgcg agacatcaag aagtaaacgc agtgttaagt
  1149301 aattcattag gattcggtgg tcataacgca gtattagtat ttaaatcgta taaataatag
  1149361 ataaaataag gagttttttc gcaatatatt gcgaaaaaac tccttattta tttttacgcc
  1149421 tttttctcct tttgcatata cataagaaaa aggagggata aagatgggga ttgttgaaac
  1149481 tgctgaatgg ttacatctat attatggacg gccagaaaag ctgtgtgaga agtttacgaa
  1149541 atatatcccg ctgccaaaag aaaggttgta tcgcttttta atttctaaag gtatgtatcg
  1149601 ccctgttatg cgaggagaac gagaaattaa agagttagag aaaaaggaag tttggaaaga
  1149661 gttacgtgcg gagtatgaga aactgaaaaa ttggttaaaa ggtccggatg tccctgtctt
  1149721 tattttatta tcagactcct ataatcgaac ggtacaagaa gagtataacg gcagggctgg
  1149781 attatctatg cgccacgtta ttttcttatt cgtatgtgga cggaattcgg tggaagaatt
  1149841 aaaagtgctg ttggcgcatg aatatcatca catatgcagg ttacatcaaa ttgagacgaa
  1149901 agaaacagaa tatacattac ttgatacgat gattatggaa ggattagctg agcaagcggt
  1149961 aacggaaaga tattcagaaa aaaacaatgc accgtggacg acgtatcttt caaaggaaga
  1150021 ggctatatat tattggaaaa atgttgtaca tgaaagaata agtataaagc gaggaacaag
  1150081 ggagcacgac atcttattaa atggattgca ctcttatccg aaattgcttg gctatgcgct
  1150141 tggatttcat attgtcaaag attgtgtaac tttgcaagga gaagatacac tttctttatt
  1150201 gcctatagat gcgaaagaaa tattaaataa agccaataca tttcatatat aaaaaacagg
  1150261 agctctcttt cctgtttttt tagtattaat agaagaaaaa ataataatta gaatatattt
  1150321 ccttaggtgg aataaagtta agaaaaattg aacataatga tggatacaaa cagtagtgaa
  1150381 gtgaggggta gtgaatgtta tatctacatg atgtatgggt aaattggttt gaaggtgaag
  1150441 aaaatgggta taacgtttgt catttttacg aatggcggaa agatgatacg attgagctat
  1150501 tagatcaagt gccattatta aaagtagatt ccacattata tcattacatc gagaacgaat
  1150561 tgttagagct tccgcaaaaa ttgttggaag acgtacatca taaggcttat attcgtaaaa
  1150621 atcatgaacg tttgcagcaa gagtattgct ttgtagttac agatggaaaa ggaattattg
  1150681 cgatcgatac aattggttac aatgtaccga ttcgaaaaag tagacttata ccgcgccaag
  1150741 agcagatggt atatgagatg gtagaaaacg tacaagcaga aaagtatgag ttccaagtag
  1150801 aagaaatgga aaaagaacat catattttat caccatcgcc tttcgttatg aatggcttaa
  1150861 ctcgtaaaga aagacagctt aaacaattat tatttatggc gttagatcaa ttacatacaa
  1150921 cgaaaaacac agcagaaatt cgctattggt tcacagagtg ggatccatca gcatacggaa
  1150981 tggttcaaca tatggaattt gaagatattt gggctaagct gtatgatgaa gcgaaaacag
  1151041 gttggtctga gaagcacgaa caattatgcg agcgtctcgt aaaaggacag ccattttttg
  1151101 aaaagttatg ggaaatggaa aacgagcaaa aggtaaatta aaaaaccgcc gattggcggt
  1151161 tttttaattt gttgtagtct agctccagcg gcaagctctt cgtgtctaag aaccttccgc
  1151221 ataagaaggc aaaaagcgcc tctacgtcag gagctccatc cccctcacat tctaagcaag
  1151281 ccgcttccgc tttatatgtt acctacgttt tctacttaac cccattgcgt tttctacttt
  1151341 gcgtagttgt ttgaatgcaa cgcggtttgc tttttcggca cctttgtcta gaatttcgtc
  1151401 tagttctggt gagttgatta gttcgttata tttgtcttgg attgggcgga tcgcttctac
  1151461 gactacttgt gccagatcgc ctttaaagtc gccgtatcct tttccttcgt acattgcttc
  1151521 aatttcttca actgtttttc cagagaatga agagtagatt gttaataagt tagagatgcc
  1151581 aggtttgttt tctttatcaa atttcacgat accttcagaa tcagttacag cactcttaat
  1151641 tttcttttca attgtttttg gttcgtcaag catgctgatc attgattttg gattcggatc
  1151701 agatttactc atttttttcg taggctctgt tagtgacata acgcgagctc ctacttttgg
  1151761 aatgcggatt tcaggaattg tgaatacttc acggaagcgt ttgttgaaac gctctgctag
  1151821 gtcacgtgtt aattccatat gttgcttttg gtcatcacca acaggcacga tctcagtgtt
  1151881 gtaaagtaaa atatcagcag ccattaatgg tgggtaagtt agtaatccag ctggaactga
  1151941 atctctacct gatgctttat ctttatattg cgtcatacgc tctaattctc caacgtaagc
  1152001 aacggattgc ataatccatc ctagttgagc gtgtgctggt acttctgact gtacaaataa
  1152061 agtagctttt tcaggatcga taccgcatgc tacataaagt gcagcaagac tgcggatgtt
  1152121 tttacgaagt tgtaccggat cttgaggtac tgtaattgca tgttggttta caatacagaa
  1152181 ataacagtcg tgttcgttct gtagctctgt aaattgcttc atagctccta aatagtttcc
  1152241 aagtgtaatc gttccactcg gctgaatacc agaaaagata actgacataa gtaattcctc
  1152301 ctaaaattga atgcgtgaca gggaagagaa agcaaacaaa aaagcccatt catcccaaaa
  1152361 aactataggg acgaatggac cgcggtacca ccctaattat ttcactactg tgaaatctct
  1152421 ctaatccata gtaacgtttg gatataacgc caaagcctac tactttcggt tcggtttgga
  1152481 gctcaaaagc ccattccata ctgtacaatt acttgttcac accagccaca agctctctga
  1152541 aattgcctca atatgtactc ttctttatca tcgcatacat ataaatttat ttattgttac
  1152601 ctgagctctt taaatatgaa agaactaaag ttttataaca aaatgttttg ctgattatta
  1152661 tatcatatgg gatagtgttt gcaaactaca tcaaaatagt aaagctaatg aaggtcgaga
  1152721 acaacccaag aacgataccg gtaatgcaaa ttggatacgt ccatttgaat gaatatgttt
  1152781 tataaatacg ttctttctta tcgataggtt cctctacttc ttcaattaaa gagtcgattt
  1152841 ttttattcgt accaaatact ctttggaagg cgtaaattgt tacattaaaa aatccatttt
  1152901 gaaatatgaa taaaaaaccg cctataagaa taaaaaatag tgctatatag aacgagatgt
  1152961 tgacaaaatt caacaaaaac tgcgatgaaa caaggaatgc accaatacta gaagcaatta
  1153021 tcgctatgaa aattagtata caagtatgaa aaaaaacttt attcaaaatg ttcccctccg
  1153081 tcaaaatatt actagaatta ttatactata aaagctataa tatgtactag aattaatttt
  1153141 ttgaaaatta tacgcaatta aaggtctgat tgcaagatga tggtagcaat gttaacgtat
  1153201 ccctttacaa aaaaataaaa atataaacat tttattaaaa attttaacaa aaaaacaaaa
  1153261 aactatattc acaattgtta tattatatgt ataatgaaaa ttgtagaaac ttggagatta
  1153321 ttctttcaat tctacttttt tacaagtgag ggtacaggaa gtgcaattag gggaggcaac
  1153381 acaacatgaa gaaaaagata ccgttattac ttgcatcgac gttgactgtc agtatgttag
  1153441 gagcttgtag ttaccaaaaa gaggataata aagcaggcgc aaaagaaaaa tcctcaaaca
  1153501 agcaagtgct aaatctaact gaaacagctg aaattccaac tatggatacg acgttatcaa
  1153561 cagatgcaac atcttctaac atcatgaata acacaatgga agggttatat cgtctgggga
  1153621 aagaggataa acttgttcca ggtgtcgcta aatcttatga gaaatcagag gatggcaaaa
  1153681 agtatgtgtt taagttacgt gaagatgcga aatggtctaa tggtgaaccg gtaacagcga
  1153741 aagacttcgt ttattcttgg cgaagagctg tagattcaaa cacgggtgcc aagtttgctt
  1153801 acatactatt tgatgttaaa aatgcggaga aagttaacaa aaaagaatta ccagttgaag
  1153861 aacttggtgt aaaggcaatt gatgatcata cacttgaagt ggaattagat aaccctgttc
  1153921 cttattttgt aagtttaaca gtctatccaa cattgtatcc tttgaatgag aagtttgtaa
  1153981 cagaacaagg agcaaaattt ggattagaat ccaatacgac actttataat ggtccattcg
  1154041 tattaaatga atggaagcat gaacaaagtt tccaacttaa gaagaatcca tcgtattggg
  1154101 aaaataaaga agtaaaactt gaggaaataa acttcaatat tgttaaggat cgttcaactg
  1154161 ctataaattt atatgaaaca aaagcaattg atcgtgtagt cttaacatca gagtttgtag
  1154221 ataaatacaa atcagatgct gactttaaaa cgattaagaa accatctaca caatttattc
  1154281 gcttaaatga aaagaataaa tttttagcaa ataaaaatat ccgaaaagca attgcaatgt
  1154341 cctttgaacg tgaaaacatt ggaaaagtga tcttaaacga tggttcagag ggtatatacg
  1154401 gttttgttcc gaaaggctta gcaaaaggtc cgaatggaaa agacttccgt gaagaaaacg
  1154461 gaaagcttat aaaagaggac atgaaagaag cacaaaaata ctgggaagct ggtaaaaaag
  1154521 aacttggtgt agacaaagta gagttagagc tattaaactt tgatactgat gatgctaaaa
  1154581 aaattggaga gtatttaaaa ggccaatttg aaaagaattt accaggttta acagttccaa
  1154641 caaaaatgca gccatttgca caaaaattaa aactggaagc aagtggagat tatgcaatgt
  1154701 catatgcggg atggagtcca gattatatgg atccaatgtc attccttgaa atgtatacga
  1154761 caggtaatgc gcaaaacaaa gtacattacg caaacccagc gtatgatgat ttaattaaaa
  1154821 aagcaaaaac agaagttgat gtacaagctc gctgggatgc attattacaa gcggaaaaac
  1154881 aactgcttga agatgcagcg attgctccgg tatatcaacc tggaaaagca tatttacaac
  1154941 gtggctcaat tactggccta ttagaacata aatatggcgg agaatttagc tataagtggg
  1155001 ttgaacttaa aaactaaaaa tggtttccat catgaataag ggtatatgcc tatgatgggc
  1155061 atgtactctt attttaaaaa aataaaagta agaatatttt aaactatctt attgcttttg
  1155121 agaaaaacgg ggaggtgctt gactatggga cgttatgtat taaaacgttt cgtgtacatg
  1155181 gctttgacat tatttttaat tactacgttg actttctttt tgatgaaatt acttccaggt
  1155241 tctccgctta aaaatcagga gaagttatca ccggcacaaa aagaaatcat tcttgaaaaa
  1155301 tatggtttaa atgatccagt accagttcaa tatgcgcgtt acttaggtaa cttagcaaaa
  1155361 ggtgatttag gggtatcatt ccaatatgat aaccgtccag taacagatat gattgtggat
  1155421 cgcattggac catcagcaca acttggttta caagcgatta tattaggaac atttatcggt
  1155481 ttaattttag gaatcgttgc ggcacttcgt aacaatacgt gggtcgacta tggagcgaca
  1155541 attatctccg tactcgggat gtcggtacca tcgttcgtat tcgccgcatt actacaatat
  1155601 ttcgtagggg taaaacttgg atggttccca gtagcattct ggaaaggacc agagtttaca
  1155661 gtaatgccta caatcgcttt atcgatggca gttatcgcaa caatcgcacg tttcgctcgt
  1155721 gcagagttaa ttgaagttat gcaagctgac tacattttaa cagcgaaagc gaaaggaatt
  1155781 agccaaggtg ttatcattat taaacacgca cttcgtaacg cgttaattcc agttgtaaca
  1155841 attttaggac caatggttgc agggttaatt acaggtacat tagttattga gcaaatttat
  1155901 gctgtaccag gactagggga gcagttcgtt aaatctatta cagtgaatga ctatacagtt
  1155961 attatgggaa ctacaatttt ctatagtgca atcttcatct tagttatttt cattgtcgat
  1156021 attttatatg gaattattga tcctcgaatt cgtttagcgg gagggaaaaa atgatgaaag
  1156081 atgtacaaaa attatctcca gatttatttc aacaagccaa tcaaaataat gtggataatg
  1156141 aagtcattgc ccgtccaagc ttaacgtttt ggcaagatgt aagaagacgt ttgttccaac
  1156201 ataaaggagc aatgttcggt ttagttttat taacgcttat tatcttacta gcaattttag
  1156261 gaccgatggt aagtaagcac tcgtataaag agcaagattt aggacgtgcg aaattaccac
  1156321 cgaaaattcc agttattgaa aatgttcatt ggttaccatt tgacggtaca gatcaatacg
  1156381 gtgttgacca atatgaaaaa cgtgatatta aagagtattt ctggtttggt acagatgatc
  1156441 ttggccgcga tttatggaca agaacatggg aaggtacgcg cgtatcatta tatatcgctc
  1156501 ttttagcagc agcaattgac ttagtaattg gggttgcata tggaggtatt tcagcattct
  1156561 atggcggtag agtagataac attatgcaac gtattatgga gattattaac ggtattccat
  1156621 acttaatcat cgttatttta atggtaatca ttatgggatc tggtatatgg tcaattacac
  1156681 tcgcaatggc aattacaggt tggataggga tgtcgcgtat cgttcgtgga caaatcctaa
  1156741 aattaaaaaa tcaagaatac gtattagcat ctcgtacatt aggtgcaaca aatacacaat
  1156801 taattgtaaa acacttaatc ccgaacgtaa tgggaccaat tatcgtaatg acaatgttta
  1156861 caatcccaac agcggtgttt ggtgaggcgt tcttaagctt catcggttta ggtattcagc
  1156921 caccattcgc gtcacttggt tctcttgtaa atgacggtta taaatcaatt caaacgtatc
  1156981 cgcatatgat gttcatccct gcggttgtta tcagtatatt aatcttagcg tttaacttaa
  1157041 tggcagacgg attacgcgac gcgttagatc caaaaatgcg taagtaaaag aggggagagg
  1157101 caaagatgaa aacattgtta gaggtaaaag atttacaagt ctcctttgat acacatgcag
  1157161 gtgaagtaca agctgtccgc ggcgttactt ttgatttgaa aaaaggagaa acattagcga
  1157221 ttgtaggaga atctggttct gggaaatcag ttacttctaa agcgttaatg ggattaattc
  1157281 cgaatcctcc tggacgcatt aaaaatggtg aaatcgtatt tgaaggtcgt gacttaacga
  1157341 aattaacaga aaaagaaatg cagcaagtac gtggtaaaga tatcgcgatg attttccaag
  1157401 atccaatgac atcattaaac ccaacgatga caattggaaa tcaaattatg gaaggtctga
  1157461 ttaaacacca agggatgagt aaagcagatg cacgtaaagt tgctttagaa ttaatcgatc
  1157521 ttgtaggtat tccaaatcca gaagctcgct taaagcaata tccgcaccaa ttctctggtg
  1157581 gtatgagaca gcgtgtagtt attgcgatgg cattagcttg taacccgaaa ttattgattg
  1157641 ccgatgagcc gacaaccgcg ctagacgtta caattcaggc gcaaatttta gagcttatga
  1157701 aggacattca gcaaaaaaca gaagcagcaa tcattttcat tacgcatgac ttaggtgtag
  1157761 tggcaaacgt tgcggaccgc gtagcagtta tgtacgctgg taaagttgtt gaaatcggaa
  1157821 ctgtagatga aattttctac aatccgaaac atccgtatac ttggggctta atcgcatcta
  1157881 tgccaagttt agatggttca gaggaagagt tatacgcaat tcctggaacg cctccagatt
  1157941 tattgaagcc gccaaaggga gatgcttttg caccacgtaa cccgcaggca ctgaaaattg
  1158001 attttgaaat ggacccacct ttatttaaag taagtgatac acactatgcg gcaacttggt
  1158061 tacttcatga gcaagctcca gaagtaagac cgccggcagt cgttgaaaaa cgcattcttc
  1158121 aaatgaaagc aggtgaacaa catgactaaa caacgtgaga aattaattga agtaaaaaat
  1158181 gtaaagcaac acttcgacgt gagtggtggt gttgtcaaag cggttaacga tatttcattt
  1158241 gatatttacc gcggagaaac atttggtctt gtaggagaat cgggttgtgg taaatcaaca
  1158301 actggaagaa cgattattcg tttatatgat gcaactgctg gtgaagtgtt gttcgacggt
  1158361 gaaaatgtac atggtaaaaa atcacgcgca gaactgaaga aattcaatcg taaaatgcaa
  1158421 atgattttcc aagatccata tgcatcatta aaccctcgta tgacagtagg ggatattatt
  1158481 gcagaaggta tcgatattca cggactagca aaaaacaaaa aagagcgtat ggaccgtgtt
  1158541 catgaattat taaacacagt tggcttaaat aaagagcacg caaaccgttt cccgcatgaa
  1158601 ttctcaggtg gacaacgtca gcgtatcggt atcgctcgtg cacttgctgt agaacctgaa
  1158661 tttatcattg ccgatgagcc aatctcagca cttgacgtat caattcaggc gcaagttgta
  1158721 aacttactga aaaagttaca aaaagaaaaa ggtttaacat acttattcat tgcccatgat
  1158781 ttatcaatgg taaaatacat tagtgaccgc attggtgtaa tgtaccgtgg tcaaatcgtt
  1158841 gaattaacaa caagtgatga gttatatgcg aatccaattc atccatatac taaatcacta
  1158901 ttatcagcga ttccacttcc agatccagat tatgagcgta atcgtaaacg tatcgtatac
  1158961 gatccatctc agcataatta tggtagtgaa gaaccgacaa tgcgtgaaat tcgcccagga
  1159021 cattttgtac tatgttctga agcggagtat aagaaatata aagagattta tcaataataa
  1159081 aaaaggccat tcttctatta ttactgaaga atggcttttt tctactatat aaaagagttg
  1159141 tcaatatttc tccgtaagtc gatatattta aagaatcgca aatataagtt tcctatacga
  1159201 atgactacac cttaattaaa cgagtattat tgcgcctgca cagaaacaat ctcctcttgt
  1159261 tcttcaggtt taacaagtgc ataacgctcc cacgctctac ttttccagcg gaagaacata
  1159321 ataatggcgc gcgtccattc atcaatagca attgctagcc aaataccaac gagtcccata
  1159381 tctaaatgga aggcgaaaaa ataaccgagt ggtaaactca ttaacaccat agagaatgcg
  1159441 ccgattaaaa ctgggtactt tgcatcacca gctgcgcgaa gtgaattgat gatgacgatg
  1159501 ttcatcgtac gccctgtttc aagtagtaca cttagtaaaa ggacgcttgc acctaacgca
  1159561 ataatgtgcg gattatctgt aaatagtccc attaattgtg tgcggaatgt aataacgaga
  1159621 gcaaccatac ataaagtgac accaatcgcc cactttacac ttttccatac gcgttcatac
  1159681 gcttcatctt tttcaccacc gccaacgagg cgtccgataa taattgcagt tcccataccg
  1159741 attgcaatag cgaataaata agtgaacata gaaatgttcg tagcgtattg tctagccgct
  1159801 aacgattccg ttcctaaata tgttgcatag tataagaaga caatttggca agcttgatac
  1159861 ataacctgct caaatgcaga tggaatcccg atttttaaaa tttttccgat atattctttt
  1159921 gataaggtga agtagtattg taatttcaca cggtactcca taacgcggta cagtaaccag
  1159981 aagaaaacga taagcgcgat tagcctgctg acagcagaag aaatggcagc cccttgtaca
  1160041 ccgagttctg ggaaaccaaa tttcccgaaa atgagtacgt agtttccagc gatatgaata
  1160101 atgttcattc caagtgaaat aaacatcgct tgctttgtga agccatgtac acggataatt
  1160161 gcggctaatg aattaataat agcttgaagg aaaatagctc ccccgacgat agataaatag
  1160221 ctttgtgcat acataagtac atcgccttgt aagttcattg ccatcatcat atgttttgag
  1160281 aataaaagaa aaccagcgct tataacgagt ccgaccacta aatttaatgt gacggctaaa
  1160341 gctgatattt ttgatgcttc cataaaacgt ttggaaccga ggtattgaga tacgacgata
  1160401 gcagcgccgt tcccgatcac ttctagtacc aaaatagcga tatggagata ttgattcgct
  1160461 gcaccaaccc cagatacagc atcgtctgat aatgcactta acatgaaagt atcagcgatc
  1160521 cccattaaca taaatagaaa aacttctaga aaaataggcc atgttaatag gaataaactt
  1160581 aatttctcag taggcccgtt ttttgcctga attgctgtca tgtccgtccc ctctttaccg
  1160641 atatctattt ttagcaaggt gtatcgtaac atactttctt aacctttgca ctcattttaa
  1160701 cctacattac atatctttat tatgaaggga gtgctatttt atgataaaaa gagaaggata
  1160761 attatgcata aagtattatg aaatataaat ttcgcttttc tctgataatt tagaaaaata
  1160821 taaaaataac tatttttaac actttagtaa gagaaactag caatatgaaa cgtttacaaa
  1160881 ggtttaaatt gtaacagaaa attttaataa aataggaata taaatataca aaaaatatat
  1160941 ttgtgtgtat aatatgaatt gttagaacat atatatattt ctttttgttt gaaaatgaaa
  1161001 gggctaacat ttttgtggag ggtggaagta tgaaaaaaag attccagttt ttgtagtatc
  1161061 aacagtagca atgagcatga tgttaggggc atgtagctac caaaaagatg agccgcaagc
  1161121 gaacgcaaaa ggggatagcg ggaaaagcgg tgcgaagcaa gttattaatc taacggaagt
  1161181 gtctgaaatt ccgacaatgg atacgacact tgcctcggat gctgcttctt caaaagttat
  1161241 gaataataca atggaagggc tatatcgact tgggaaaggc gataagttag ttccaggtgt
  1161301 agcgaaatct catacgaaat ctgaagatgg taaaaaatat acatttaaat tgcgtgaaga
  1161361 cgctaaatgg tcgaatggtg atcctgtaac agcaaaagat tttgtatatg catggcaaag
  1161421 agctgttaac cctgatacgg cagcgaaatc aggatatatt atgcttgatg tgaaaaatgc
  1161481 agagaaaatt aataaaaggg agctatcacc ggatcaatta ggtgtaaaag cgatagatga
  1161541 ttatacattt gaagttgaat tggataatcc agttccatat tttcttgatt taacggtgta
  1161601 cccactattt ttcccattaa atgagaagta tatgaaagaa cagggagaaa aatttggttt
  1161661 agaagcaaat acaactttgt ataacggtcc atttgtatta aatgaatgga aacatgaaca
  1161721 aagtttccaa ttaaagaaaa atccaagcta ttgggatcaa aaagaagtaa aattagaaga
  1161781 agttaatttt aatgttgtaa aagatacagg agcagctgtt aatttgtata atacgagtgc
  1161841 gattgacaga gtcggtttat cagctgagtt agttgataag tataaaggac aacaagactt
  1161901 taaaacaatt aatgatccaa ctgtattctt cttacgtttt aatcaaaaaa atccagcttt
  1161961 agctaacaaa aatattcgta aggctatttc tagtgcatac gatcgagatg gtattggtga
  1162021 ggttatttta aacaacggtt ctaagggagc ttacggttta gtaccatctg attttgttaa
  1162081 gggaccagat aagcaagatt tcagaaaaga aaatgggaaa ctttcaaaag tcgatgtgaa
  1162141 ggaagctaaa aaattctggg aagctggaaa gaaagaatta ggtaaagata aaatagaaat
  1162201 agaattttta aactttgata atgaagaatc taagaaaatt ggtgagtatg taaagggaga
  1162261 attagaaaag aatttaccag gtctaacagt aacaattaag atgcaaccat ttgcacaaaa
  1162321 attaaaactt gaagatagtg gacagtttga tatttcattt actggatggg gacctgattt
  1162381 ccctgatgca atcacattcc ttgatatgtt tataacagat ggttcacaaa ataaaatggg
  1162441 ttattctaat gctgagtatg atagccttat taaaaaggca aagcaagaag gttcagatgt
  1162501 aaaaggacgt tggaatgacc tgttaaaagc ggaaaaaatc ttatttgagg atgcagcaat
  1162561 tgcaccagta ttccaacgtg gtagatctat attagaaaga gaaacaatta aagatgtata
  1162621 tatccacaaa tatggcggcg aattaagctt taagtgggca tctgtagaaa aataaaaaag
  1162681 caggctaacc gcctgctttt tttaatacgt acgtttctta taaatacctt tcccgccgac
  1162741 ctcgttccag ccggattgca catccaaact tttattaaca aacttcatct tttcttttcc
  1162801 gccaaagagt ttttcaccaa tgctatttgt aatgacacca atcaatgctg ttattccgat
  1162861 gatgagggta gcaacagtga caaaatcaat aaaaaaagca atcatttgca aattccccct
  1162921 ttgcatgtct gtatttttat tgtatgagat aaaagataaa aaagaaagaa atgtcagaaa
  1162981 aataatggat ttattttaga aatcgtatag acatgaatga gaatgtttgt taaaataaga
  1163041 acaaacgttc tcttggattc tcacttatat agtcttacat ttcttaattg atttatcaag
  1163101 aaaaggtaag aaaacgttat gggaaaataa ctatatatca tatgaaaaat ctatgaaaag
  1163161 caagctttaa gaggattgag ggttattgtt aaagaacagc taatgtaagt acaagcatgt
  1163221 tacatagcag tggaatgcac agaagagttt tctcaattag aaggaaattt actgtatatt
  1163281 tcttgcaaaa tctattgtat aatgattata gaagttactt attaaaagta attgttgttt
  1163341 actaaaagtt gttgcttaca tgaaatgcaa ttttttactt tgttttaaga caaggtatcg
  1163401 tgaaaaattg ctgaatttag aaatttaaac tgtaattagt acagaatttg tactctttaa
  1163461 ggagagtgag ctttgtatgg taacattata tagttctcca agctgtacgt cttgtagaaa
  1163521 ggcgaaatta tggctagagg aaaatcatat tccttataca gaacgtaata ttttctcaga
  1163581 tccattaacg attgaggaaa ttaaagagat tttacgtatg acagaaagcg gaacggatga
  1163641 gattatttct actcgttcaa aagttttcca agaattaaat gtaaacttag agtctttacc
  1163701 acttcaagat ttatataaga tgattcgtga ctatccaggg attttacgtc gtccaattat
  1163761 gattgacgag aaacgccttc aagtaggtta caatgaagac gaaatccgcc gtttcttacc
  1163821 acgtacagta agaacgttcc aattgcgtga agcacagcgt cttgtaaatt aattataata
  1163881 atatgaaaac cttctaccta ttatatagta gaaggttttt tttaatgctt cacattgcgt
  1163941 aatcgaactt gttgtacgat aaagccgatg cataaaatag tgaaaatgaa caaataggga
  1164001 atgcctgcag tgaaacttgg attgttatga aaaaaggttg caagtctgtc ttcatgtgtg
  1164061 accattttgc ctgctgtata agcgagaatt gctgccccgc aataaatgag gaatggaaag
  1164121 cgttccataa gcattaaaat gagtttgctg ccccaaataa taatcgggat agaaatgagc
  1164181 aagccgatta ttacgagtga aaatcttccg tgagctgccc ctgcaatggc aataacgttg
  1164241 tcaaatccca taacaaggtc cgcaaataca attgtacgca cagcttgaaa taaagttgtt
  1164301 tttccttgaa tagaagaaag atcattgcta ttatcagtta gtaaatttac tgcaatcaat
  1164361 gtaagtaaaa cgcccccaat aagttgcaga aatggaatgt cgagtaaata gacagctagt
  1164421 atagtaagga taattcttag tacgattgct aaaagagtgc cgatcaaaat ggctttattt
  1164481 cgttttgatt caggtaaatt tcggctagct agtgcgataa caattgcgtt gtcaccacct
  1164541 aatacaacat cgataccgac aatcattagt acagatgtta aaaactctaa gtccattcgt
  1164601 ctgcctccat ttatgatgtt ttaataagcg aactatatgt atgtggtgaa tcttctctaa
  1164661 taaaagtttc actttattac agtgtacggg ggaaggtgga aatgtatgtc caaatttttt
  1164721 aggagtgaga aatcgctata atgatatatt tgtgtagatg gtcgattaaa gataggcata
  1164781 taactatttt tgtaaaataa atcgatttta tttccattct ggagaatctt atcataaaat
  1164841 gagagtacaa gaatctattg atttgtcata tgagtgggga atcccttcat aacaattcta
  1164901 agcaggaagg gagagttgta ttttggatat tgaaagaatt aatgatcata cgatgaagtt
  1164961 ttttattacg tacattgata tagaggacag aggctttaat cgtgaggaaa tttggtatga
  1165021 ccgcgaaaga agcgaagagc tcttttggga aatgatggac gaagctcgtg atcatgacga
  1165081 tttctttatt gatgggccgt tatggattca agtgcaagca gtcgataaag ggattgaagt
  1165141 acttgtaacg aaagcagaac tttcaaagga tggacaaaag ctagaactac caataggtgt
  1165201 agataaaatt atagacattc ctctagatga aggcattgaa tcattattcc agcaagaatt
  1165261 agtggaagag gtagaagaac aagcaggaac aaactttaac gaagatggta cgtttggctt
  1165321 tttaattaag tttaatgatt ttgaagatgt catttcatta agtcatcgtc ttatctttga
  1165381 agatataaaa gatgagctgt attcatttga ggaccgctat tatgtatatg tggaattcga
  1165441 tgaagtgcta catgatgagg aagaaattga tcgcatttta agtattgttt tagaatacgg
  1165501 agaagaatca actttaacaa ttcatcgtgt aagtgagtat gggaaacaaa ttgtgaaaga
  1165561 gcatgcgctt gaaacaattc gcaataattt tcctgctaaa acgtaggccg atttctgtag
  1165621 tatgaaatcg gctttttata tgaagaatag gaaagctttc ttagtaagga ggtaagagat
  1165681 gaaaaatacg ttaaagttga ttttctttgt tttactattg ttcgcattat ttgtttcatt
  1165741 acgtatgttt attgatgtgg cattttattc ggatgtaatt gggataaaag atgtttcaat
  1165801 tttaggtatt attagtattt tatttacggt atctgcattt ttaattggct gcgttatttt
  1165861 cttagagaac cgtcatccgt caaaaacact tacatggctc attgtgttag gtatttttcc
  1165921 ggtatttgga ttcttcgctt atttattatt cggacaaaac tttcgtagga agagaatgtt
  1165981 ccaaaagaag gcgttgctcg atgaacaagc gtttttacaa tataaggggc atgaagatta
  1166041 cgaagaacgg attttgcgca atcataagca tcaagagctg ttatttcgtt tagcggatcg
  1166101 cttaggcgct ttaaatattt catttcaaac tgaaacgaga acattaacaa atggagatga
  1166161 aacgtttcag gccattttag atggattaaa acgagcgaaa catcacattc atatggaata
  1166221 ttacattgtg cgtgatgata agcttggaac agaaattaaa gatattttaa tacaaaaatc
  1166281 aaaagagggc gtagtcgttc gttttttata tgatgcggtg ggaagtttta aattatcaaa
  1166341 atcgtatatt gaagaattaa acgatgcagg tgtcgaaatg attccgttct tccctgtgcg
  1166401 ctttccgatt ttaaacgata agattaatta tcgaaaccac cgaaaaatcg ttattattga
  1166461 tggaaatgaa gggtttgtag gtggattaaa tattggtgat gaatatttag ggaaggataa
  1166521 gtacttcggc ttttggcgag acacacattt atatttgcgt ggtgaagctg tacaaagttt
  1166581 gcaacttatt ttccttcaag attggtttta tatgactggt gaggctgtgc tagcccctga
  1166641 atatttacaa gcgaaagcag ttgagggaga gcattgggga ggcgtgcagc tcgttgcagg
  1166701 tgggccggat aataaatggg aaacaatcaa acatttatat tttgctatga ttgcttctgc
  1166761 gcggaaatcc atttggattg caacgccgta tttcattccg gatgatgata ttttatccgc
  1166821 attaaaggta gctgcgcttg ctggtatcga tgttcgtttg ttaatgccga gtaagcctga
  1166881 taagcgcact gtcttttacg catcgagatc gtatttccca gagcttttag atgcaggggt
  1166941 aaagatatat gaatacgaaa aaggttttct ccatagtaaa gttgtcattg tcgattctga
  1167001 tttagcttca attgggacag cgaatatgga tatgagaagt tttcatttga actttgaagt
  1167061 aaatgccttt ttatatgata cagatagcat tcgaaaactt gttcaagatt ttaaagacga
  1167121 tttagaagaa tcaagtgaaa ttcatgtcga tcgttttcat aaaaggcgtc ttcatagacg
  1167181 aattgttgaa tcaacgtacc ggttattatc acctttatta taaaaagaga tgtccgaaat
  1167241 tgggacatct ctttttttta aaggaatttg taataaattg tagaatataa ggagctgaaa
  1167301 gggtgtgatt ccgatattta tcgcaaaaag agaaaatgga gaaaaaattc atctactcga
  1167361 tcatcatgat gaagagcttt tacaccatat gcgtaaaagg gaaagtttct tttgcatagc
  1167421 ttgcgggaag gaagtactaa tgagattagg aaaacaaaaa aggtggcatt ttgctcataa
  1167481 gaaagtagat tcatgtttag ccttttatga agcagaatct acatatcata tgtacggtaa
  1167541 agaattgtta tatcggtggt tcaaacgcca aaatgttcat gtagagatag agcattatct
  1167601 gccagagatt cagcaacgac cggatatttt tatagagaga gcagggagaa aaattgcgat
  1167661 tgaatatcaa tgcgcaaatc tttccataga acagctctgc aaacgaacct attcgtattg
  1167721 gcaagctggt atacaggtca tttggattat tggtggaaat caattgaaaa agcactctgc
  1167781 atactggatg aaattctcct caattatggc tttctcctta caatcttatc ctcagccact
  1167841 tcttattttc ttctgttcga aacaaaaatc atttatgaaa tgcacgttta tcacttcatt
  1167901 ttctacaagc attgctttct cacatattat atatttacca attgaaacga ctacttttga
  1167961 aatgctcttt tctcctgttc ctttccaaag ggaagtatta aaacgagaat ggaagaggcg
  1168021 aaaggactat tttcgtcaaa acgctttgcc catcttgaat tataatcata agtcactatt
  1168081 acgcctctta taccaatgta aatgtaaccc agcaaatttt ccttctgaaa ttggtgtgcc
  1168141 actcccgtcc tcatttgctt ttcagacaaa ttcatttata tggcaagctt ttctatatat
  1168201 gaagtgtata ggtgagcttg cggtagggga ttgtatttcc ctcaagtacg tgtgtggtta
  1168261 tataaaaaag tatacgaaaa ggcgtatgct cccgtacttt tcacagcata tatggaaagt
  1168321 ggcagttact gaatatatga catttttatg ttatgcaggt gtgttgtata aggtagggat
  1168381 gtatacgtac cgaaaaataa gggatgctgt tccgttaaaa acagggggag aaattataaa
  1168441 gcatgatgaa atatgtttag cgcatgcgct atctttattt gaggcaaaat ttaacatgag
  1168501 aggaggaaaa ggggatataa taaagactga tcgtgaagga attacataag agaaatcgaa
  1168561 ttgtatgtaa gtagagatat ttaaaggagg gcttaaagga tgtctgaaca aaatacagca
  1168621 aaaacattac cagatcgtaa cgagattgaa gaatcaagta cgtggagatt ggaagatatt
  1168681 ttccaaacgg atacagagtg ggaaaaagaa ttccaagcta ttaaagagct attaccgaag
  1168741 ttaactgaat ttaaagggaa actcggtgac tctgcgaaca atttacttga agcattgcaa
  1168801 tatgaagatg aaatttcaat gcgattaggt aagttatata catatgcaca tatgcgttac
  1168861 gatcaagata caacaaactc tgtgtatcaa gcgttaaatg accgcgcgac aaatttatat
  1168921 tcacaagtat ctagtagcac agcatatatt gtgcctgaaa ttttatcgat ttcagaagat
  1168981 acactgcaaa cattcttaaa agaaaataga gacttaagtg tatatgaaca tgcattagaa
  1169041 gaaattacgc gccaacgtcc gcacgtatta tctgaagcgg aagaggcttt attagcagaa
  1169101 gcatctgaag taatgagtac gtcaagtaat acatttggta tgttgaataa tgcggatttg
  1169161 aaattcccat ctattaaagg tgaggatgga gaagaagtag agattacaca tggtcgttac
  1169221 attcagtttt tagaaagtga tgatcgtcgt gtgcgcgaag atgcatttaa agctgtatat
  1169281 gaaacgtatg gaaaatataa gaatacattt gcaagtacgt taagcggagc tgtgaagcgt
  1169341 aataatttta atgcgcgcgt tcgtaaatac gactctgcac gtcaagcggc attaagtaat
  1169401 aataatattc ctgaagcagt gtacgatcaa cttattgaat ctgtaaatga taatttacac
  1169461 ttgttacatc gttacattga tattcgtaag cgtgcactag ggcttgatga gcttcatatg
  1169521 tatgatttat atacaccgct tgtaccagaa gtgaaaatga acgtgaagta tgaagaagcg
  1169581 caagacatgt tattaaaatc tttacatgta cttggtgatg agtatgttga tattttaaaa
  1169641 gaagcatatg aaaatcgttg ggtagatgtg tatgagaata aaggaaaacg aagcggagca
  1169701 tattcatctg gtgcatatgg aacaaatcct tatattttaa tgaactggca tgataatgta
  1169761 aataatttat ttacacttgc tcatgaattt ggtcattctg tgcatagtta ctatacaaga
  1169821 aaaacgcagc cgcacgtata cggtgactat tcaatctttg ttgcggaagt agcatcaacc
  1169881 tgtaatgagg cgttgctaaa cgattactta ttaaaaacga cagaagataa gaaagaacga
  1169941 ctatacttat taaatcatta tttagaagga ttccgtggta ctgtattccg tcaaacgatg
  1170001 ttcgcagagt ttgagcatat tattcataag aaagtacaag agggacatgc ggttacgcca
  1170061 gacatgttaa cggagatcta ctatgattta aataagaaat atttcggtga tgctttagta
  1170121 attgatgaag aaattggttt agagtggtca cgtattccgc acttctacta caactattac
  1170181 gtataccaat acgcaacagg atttagtgca gcaactgctc tatctaaaca aattttagaa
  1170241 gaagggcaac cagcagtaga acgctatatt aatgagttct taaaggcagg aagttcggat
  1170301 tatccaattg aagtgctgaa aaaagctgga gtagatatgg catctccaga accggtaaaa
  1170361 gaagcattgc aagtgtttga agagaaatta aatgaattag aagcattatt atttgaagag
  1170421 aagtaacaaa aagacgaggg atttccctcg tctttttgtt tacatgttat tttgtcgata
  1170481 tttgtcgaaa aaataagacg gattttcttt cttgtttcta aattagaagg cagttttaca
  1170541 gtttattaaa accctttaaa tcgtttttta tggttgaaat acgagagggc gatgacaatg
  1170601 actccgaata aaagaggaaa ggcaatcatt ttaggaaaag cttgtagtag agagaggatg
  1170661 tacaagaaaa aagaaacgat gacagctaga atgataagta aaatatatgt ttttttcata
  1170721 cagaacacct ccaaaatagc ttttttatag cttattcaaa aatgaaaacg tttagaatgt
  1170781 gacaaaagtg tgaaattcga caaaaagggt tgtcatctga cgtcgaatct tgtaatataa
  1170841 taagcgtgaa cgaattcaca tacaaacata tacccctttg tttgaacgtg aaaatttctc
  1170901 ccatcccctt taatattttt ataagccgta aagaaaaaga cctggtgttt acaccaggtc
  1170961 tttttctttt gctatccatt tccaataacg ctcacatttt acgtcaatca tttgtacttt
  1171021 tcgtttcagt tgtaattttt ttaattcacg ctcaatttct tgcttcgagc agtcatatat
  1171081 aaatgctact tcttttgaag atataaattg cgtcgcttct agtaatactt ctaaagatgg
  1171141 taatggttct ggctcaattt cacattttac aagttctttt aataattgta cgtacacatc
  1171201 ataggaataa gttccagcga ttttaatacc ttcttcatct gaattcgcat gaaaaaatac
  1171261 gagagaaggt atttcggtaa tatgcatctc atttgtgaat ttcaagtcac attggaaagc
  1171321 tttttttgcg ctagcggaat ataggtcttt tttaaattct tctacatcaa tatcgctatc
  1171381 ttttgcgcat gcaagtaata attcgcagtc gggatttgat acattttcaa ggaaaatgta
  1171441 ttcttggagt tttcgcaaaa acttcgaacc tgcttttcga ccctgcaact ccgctgcctt
  1171501 aattgccatc gaaactaaat atggtgttga tgatgcctct tgcatatgta ccttcccatc
  1171561 atatgaaaaa ccgtgtaaac ttgtcgtctt ttcccacaca aatcgaatat tagcaggttt
  1171621 attccatttg tgtgaggaag cgttcgttcc gtccactttt cctgttacga tatgacgaat
  1171681 agaaaagtat ttcccgtatt caagccatag tttaataata aagggctcaa tttcccagca
  1171741 atctttacaa agtggatcaa taaataaata tgcttctaca gacttatact cacatgcgga
  1171801 aggagatggc atattaatat gctttgcttc ctgtttatcc attatatttc acctgtttca
  1171861 tttggagtat taaccatatg ctgagcagtt aatgctaaac gttcaaaaac gaactctctt
  1171921 atatgaccgt gcactcctgt gtcatccatt gcttgctcca tgcatgatag ccaagcctct
  1171981 gctcgttttg gagtaatctc aaacgggaga tggcgtgctc ttaacatagg atgaccgtgt
  1172041 tcttcagtgt acaaattagg accacctaaa tattgtgtta aaaattgttt ctgcttccta
  1172101 gctgtttctg ttaaatcatc cgggaagatg ggagataggt cagggtgctt actgacatag
  1172161 gaataaaatg tgtctactaa tatttcaatg cattgttcac cgccaattgc ttcaaatggt
  1172221 gtcatcggtt gcttgctcat ccttttaaac tcctttttcc atgaaatgta tatctattgt
  1172281 agcaatggaa tgttagggag ggcaaataaa cagccttcat aacgttcttt gcttattcta
  1172341 cagttgtaaa agaatctttt ccttttcaaa aagtgagatg tatccactag tagaacgtat
  1172401 tcactagtgg aattttcact ttagcgtgct ttgttttgtt tggcaaggaa aaagcgtttt
  1172461 actttgttat ttgtatgacg gataggtatg ttatgctgct ttaataaatg aataaaggca
  1172521 gcttttcctg tttcttcatc ttgcacttca aattcaattt cataatcatc gtgattgtaa
  1172581 tagaaactat gatcaaagac aagcgttccg ccttcaaata acgtttcagc tctttcagtt
  1172641 gttaaactac ccatataagt tagagcagaa acaggaattt gtagtttgca tagttgattc
  1172701 attacagccc ctgaaataat tacgtttgtc tccatcatca tttttgcttc gttttctgtt
  1172761 acaacttgat gtgtttccaa caagccgact tctgcaggtt gtttcaatgt taatgtataa
  1172821 gtttctcctt tatgacgaat acgaagtgca gagccagctt cctttaatga gaagttcggt
  1172881 gtttcaaaat agtgattcac ttgtttcgta aatacctcaa tagaaaatga tttacataat
  1172941 gcatggaatt cttcttctgt aacaatattt ttaaattcaa tttcaatttc ttgtgtcatt
  1173001 gtatgcgcgc tccttttgaa aaataattct ttacacatta tcgctttttc acaaatttgg
  1173061 ttcaatgttt tatttgtttg cgtccatgtt atgatacaat aatactgtta agtaagacag
  1173121 gaagttgaga tggaggagtt agagcatgca aaataaaatc caagttaaga gcgtagaaaa
  1173181 gagagagaat gctcttattt tttgtgcgga aaatagtgaa atagaggtaa aggggttaag
  1173241 tgcgcgtaat cacgtacttg tagactcaga caatttatca tttttatata tcttagaaaa
  1173301 cgaatcatct ttcatttatg taagtattcc gcacacatgc tgggaagcga tgaataacga
  1173361 tgtggttatg tttgttcgcg tgaatgacat tgaaatggaa ttagaaggat taaaagaaga
  1173421 agtagaatat ttagttgaaa atattgaagg taatgcaaat tacggagaag aactagtaac
  1173481 tgctgtagaa aaagtatttc tataagcaaa tggattgatt ttggtggtgg ttgaaatgaa
  1173541 tcgaaattgg gaagaatttt tagcacctta ccatcaagcg gtggcagagc tgaaagtgaa
  1173601 actaaaagga atgcgtactc aatttgcaat gttaacagag cattctccaa ttgagtttgt
  1173661 aacagggagg gtaaagtcgg ttgcaagcat tattgataaa gcggagaaga gaaatgtacc
  1173721 gttagaccga ctgagagaag atatgcaaga catcgcaggt cttcgaatga tgtgtcaatt
  1173781 tgttgatgag attaagcctg ttgtagaata tcttagaaaa cgaaatgact ttgaaatcgt
  1173841 ggaagagcgt gattatgtca cgcaaaagaa agatagtggt tatcgttctt atcacgttgt
  1173901 tattagttat cctgttcaaa caattcaagg agaacaaaaa gtgttggtag aaatccaaat
  1173961 acgtacgtta gcaatgaact tttgggcaac aattgagcat tctttaaatt ataaatatag
  1174021 tggacgtttt cctgaagata ttaaaatacg cttgcaacgt gcagcagaag cagcattttt
  1174081 attggatgaa gaaatgtctt ctattcgtct tgaaattcaa gaagcacaga aagctttttc
  1174141 aagaaagcaa gaaacgaaag attctgaatc ataaactaaa gggtgttggg cgatgaaatt
  1174201 tacaattatg tcaaagggag atcaatcatc agatacactg gcaagcacga tgaaagaata
  1174261 cttgctagat tttggattta taatggatga acaggaaccc gatattgtaa tttctgttgg
  1174321 gggagatgga acgcttttat atgcgtttca tcgttattat aatcgattgg atgaaacagc
  1174381 atttgttggt gtacatacag ggcatttagg tttctacgca gattggttac cgacagaagt
  1174441 agaaaaatta gtaattgcaa ttgctaaaac accattccaa gtggtggaat atccactttt
  1174501 agaagtgatt attcgctata tgaatgggag taaagagtca cagtatttag cgatgaatga
  1174561 agcgactgtg aaaagtgcag aaggtacatt agtaacagaa gtagaaatac gcggagagta
  1174621 ctttgaaacg ttccgcgggg atggcctttg tatttctact ccttcgggaa gtactgcgta
  1174681 taataaggcg cttggcggag caattattca cccttctatt gaagcgattc aaattgcaga
  1174741 aatggcatcg attaataacc gtgtgtttcg tacggtaggt tcgccactcg tattgccgaa
  1174801 acatcataca tgtgtgttga agccgactgc aggaatgaac ttacaaatta cggtggacca
  1174861 tttaacgatg gttcatcaag atgtgaaatc aattcagtat cgcgtggcaa acgagaaagt
  1174921 acgatttgtt cgtttccgtc catttccgtt ctggaaacga gttcgtgact cgtttgttgc
  1174981 agataaatag aaagggttta tatatttgaa cagatttaca ttgaaatggg atatagaatc
  1175041 ggctgaagaa ggaactttag ttagagaatt tttaaaaaca aaagggatct ccaaagctgc
  1175101 attaacggat ataaagtttc acggcggagc tattgaagta aatggccaac atgcgagtgt
  1175161 tcgtcatcag ttgcaagttg gtgaagaatt acgtatcttt tttccagtgg aggaaagaag
  1175221 tgaagggatg attgcagaag atattccttt atgtattgta tatgaagatg atgcagttct
  1175281 tgtcataaac aaagaggcga acatgtcaac gattccgtct agagaacatc cgtccggaag
  1175341 tgttgcgaat gcgcttttat ctcattatga taagcaatat cttccaagta cagtgcacat
  1175401 cgtaacgagg ttagatcgtg atacttcagg gcttatgctt attgcaaaaa atcgtttcgt
  1175461 gcatcatctt ttatcgaaac agcatcaaca aaaagctgtg aaaagaacgt atgaagcgat
  1175521 cgttcacggt gagatggtag aacgagaagg aacgattgac gcaccgattg gacgaaaatc
  1175581 ggatagcatt attgagcgca ccgtttgtga ggaggggcaa agagccgtta ctcattttag
  1175641 agtgattgat agtgccaatc ataagacgca tgtatcgctt gagcttgata caggaagaac
  1175701 gcatcaaatt cgtgtgcatc tggcacatat aggacacccg ctgcttggcg ataatttata
  1175761 tggtggaaaa agggatgaaa tgaaacgaca agcacttcac agtacatctt tgacgtttta
  1175821 tcaccctatt ttagagaagg aaatgtcttt cgctgcaatg attccaagtg atatgcaaga
  1175881 ggtattaaga cagacttaaa aagggaacaa aattcttatg taatgaagaa ttttgttccc
  1175941 ttttttctta gcggaataat attaaaattt gattatcacc cgtgcgcttt ataacgaaaa
  1176001 aaccactttc ggattttgta gcaatgccat tgtcatttgg acgacaatat ccatgtgttt
  1176061 cgcaagtgcc gtcatcacgt actaacattt gtccaattaa tccgacagga agccactcgg
  1176121 tacgatcttt ccttgctata tatttgcaag ctggatccca ttctgtattt aaaagtggtt
  1176181 gtatgtcttg cgattccgta cgtacatatt gacgttttcc gaagctatct gttttgtagc
  1176241 gtttttgcca acttagagca ccgctatttc ctataagggc cggggtagca ctagatattc
  1176301 ctaagatgaa tgaatcgttt gaagtagcga ttcgaatctt ttcttcgcta ctaaatgtaa
  1176361 cgaaataacc tacatcaata agagtattgt ctactgcttc aaacatttgt gcaaaatcag
  1176421 ttccgcttgc attataagaa gcgccatcaa tgtacatttc tccattatga gcaagccact
  1176481 ttgcaccgat attatgatcg gtttcatttg tgccgtttgc aataaaccaa gaataagatt
  1176541 cttctgctgt accgaagcgc cccataatat ggctacctgc aaagtgagct gttgatgtat
  1176601 gattaccttc cgcatgagaa gagaatccgt tagcgatagt cgcggttcct tctgcatgtg
  1176661 ctgcttcgcc taaagcgatt gtatgtttac cttccgcatg agaataagag ccacctgctg
  1176721 tcgtttcact tccttcacta tgggaactat gtccagttgc tttcgttttt gatccttcgg
  1176781 catgagagaa agaacctttt gcatgtgtaa gaagcccttc tgcatgtgaa gctgtaccct
  1176841 ctgcattaga gtgaagcccc tctgcatgtg cataacgccc tccttttttt acttttgtat
  1176901 tttcaggtgt agggggttga attatgatag tcttttctgt ttgtttatca cctgatggtg
  1176961 ctaatgcttc ttttattttt ttacttgatt tataatagca gctggaattt ctgattccgc
  1177021 ttttttattt attgctacag ggatattttc ttctgtcttc ttctctgttt gctcagaagg
  1177081 cacaatctgt tcagtatgag tagagagagg tttatttttt tgctgcctct ttgtttttcg
  1177141 attatcaatg atgcggctca ttacagcatt ttctaaagag acatattttg gtcgagcttt
  1177201 gttttttagg gatgcctctt gtccttccag ttcttctaaa gctgcagctc gaatgctaca
  1177261 ccagttgtta attccgtaca taggcagata aaaaggcggg cattttcttt tttgtttaga
  1177321 agattttttc ttcattctgt cacctcctgc gacagtatat gccgtgtcat taaaaaaaga
  1177381 cgcactttat tgcatctttt ttaatgactt tacccagttt ttatatgaga ggcgcctaaa
  1177441 tgatacggta atccttcgta agtattacat atgggttatg aaattgggcg aaatttctca
  1177501 gggacaaaag gcagggagga aggaacggaa acggtctcca tttctggata acgtagcgca
  1177561 gttagtctgc caccaaatac agcgccagta tcaatattga ctgtatgatt tacaaagcga
  1177621 ggttctttca cgggtgtatg tccatataca atccaagttg ttcctttata ctccttcgcc
  1177681 cagtcgcggc ggacaggtga gccgtcagca tgtttttctc ctgtaatatc gccatataat
  1177741 acaaaggttt gtactttttt atcttgtctt cctatgtaat cttgccgaat gccggcgtga
  1177801 cacacgagta accttttctc atcgagtatg tgatataaag gggattgctc gtaaagtgtg
  1177861 atgaattttt cttttatcat gttttgttta tgagaaggaa gtgcctcata ttcagcgaca
  1177921 gttgtttcaa gtccgtgagc gattgttaca ttacgcccaa ggaaaaatcg gtatagttta
  1177981 ttacagtgat ttcccggagc gtagtaagct acttttttat gtatgacaag ttcccataca
  1178041 atttcaatca tacgtaatga atgagggccg cgatctgtaa tatcaccaac aaatgcaagt
  1178101 ttgcgttgat cagggtgaac cggtagaccg ctactccagt tataccctag cttctctgtt
  1178161 aaattttgaa actcttgtaa gcatccatgt atatctccta taatgtcata tttcatattt
  1178221 aaacctccat catatttttc attagtatat ctaaaaaagg atagagataa aaatatacgg
  1178281 tttttgtgcc ttagttaaac ataaagattt tcgttcttga gcggacgttt aaaacaaatc
  1178341 caatcgctat catatatgtg agtaaggaac ttcctccgta gctcataagg ggtaatgtga
  1178401 ttcctgtaat aggtagtagt ccgattgtca tcccgatatt ttgaaatact tgaaaagtaa
  1178461 acattccgat tgtaccagcg cagatgtaac taccgaaagg gtcattactt tctatagcga
  1178521 tatggatcat gcggaaaata agtaggaaaa aattgcaata atgacgcttg cgcctaaaaa
  1178581 tccgaattgc tcagcgacat tagtgaaaat aaaatctgta tgtggttctg gaaagtatac
  1178641 ttgtccattt tcccaacctt ttccttgcat ttctcctgat ccagtagcta agaaagcttg
  1178701 tcttaattga tagccttgcg catcatattt gtatggtgct aaccagccgt agaaacggtt
  1178761 tagttgatat tcttgtaaaa tgtgtgtttt aaagaatttt gtatgagtaa aaaaaatata
  1178821 cgttaatgta acggcagtta caaaaatacc ggaaactaat ccgaaaataa aacgccaacg
  1178881 tataccagaa actagtatca ttgctgcaag catagctgaa attaccattg tgtttcctaa
  1178941 atcaggttcc tttgcaataa gtagtagggg cggcaaactt gttgcgcata tttttccgag
  1179001 taataaaaaa tcatcgtgta ttgttcggta aaaatatttc tcattgtgat ttgctataat
  1179061 tcgtccggtg acgataatta aaaacaattt cataatttca gaaggctgga aatttccgat
  1179121 gcctgggagc ctgtaccaag cggtcgcacc tttaattgta atggtacctg gtacttgaag
  1179181 ttctagccca attagtagta ccaatgcaaa gctatataaa taccaagcaa ttttttgata
  1179241 acgatcgaaa tcgataatca taataacacc aatggctatg aatccaatga agtaccactg
  1179301 gatttgcttt aatacaaaat tcacattttg caaaaatggt ggtaaagagg cttgtgcact
  1179361 tgcaattgca aagcaactaa cagtcccaat ggcaaataag atgcatagta atacgtagtc
  1179421 tatttgatat tgagaatttg gatctttcaa tgtatgtatt cctttctatc gcctagtaaa
  1179481 tatatggatt atgtcatgaa aaaaataata tacaagcaga ctatgcatac atttattcca
  1179541 ctatttgcgg gaagtcatac atcacaagga aggaattccc ccttgtgatg gattatattg
  1179601 catggagttc ttttgtaact atattcaaac aatgagaaag gcgagtatgt gtatcggtcg
  1179661 ttggaatgag ttctggatat agctgataaa atgttgtagc atttttatac cattcgcaag
  1179721 cttttaacag actcgttttg taatagtcaa tgtcttgtag aaaaccatat ttttttgaat
  1179781 gtaaaacgag atgtgaaaaa tcttcgcaac cttcaaggta tttgtgatgt acttgctgtc
  1179841 ccgtatgaag gcggaaagaa cttaaaggtt ccgtgatata gatcgcatca cctttggaaa
  1179901 gtaaactgat ccaagaagcc atatccacac tacaattata atttctacca tttaaagtac
  1179961 cgaaaggttc tgttaatagg cgttttcgaa agagtacagt cgtaggttca ccaataatat
  1180021 tttgccctag tataagcata cggtttccaa aatctttccc atttagtaga gtatcttcat
  1180081 catataattt tttcatggag gggtgttgtt caattatatc tccatcatca ttgatccaag
  1180141 tacgataaga tgtaataagt gcgagatttt gatctaagtc tttttggaaa taaaacatca
  1180201 ttttttcaat tttattatta taaaatatat catcgtccat taagaaattt atgtactctc
  1180261 catttgactg ttctaaaagc ataagggcgt tatgaaattg tcctaaagta gaggggtttc
  1180321 gaatgtacgt tatatgttta tgcttatgta aataatctct gtagattaat ttttctgttt
  1180381 cattatttgt gctatcgtct cctacaataa tttcaatatt tgaatacgtt tgtgctaatg
  1180441 cactttctag agcaatttta aaataatgtg gccgattata ggtaggaata aggatggaaa
  1180501 cgagaggtac attttttata ttttccatat ataactacct ttcagaaatt ttctgtgtaa
  1180561 gaataatatc ttgataactt gtgtgttcag ttctgccaca ccatgaacca taatggggag
  1180621 gagtctgcat ttctagccca tatttattta atagagtacg aatatcttcc tcaggatagg
  1180681 caactgcgaa attcgggata tctttattta gaacataaca attgtcaatt tgatggtaaa
  1180741 aacctaacgg acttagtcct gcatttaagt aataggaaga ttcaggatta attaaaaaga
  1180801 aagtaataaa acatctccca tcttttttca gaactcgtgc aatctcgcgt acgtaatgtt
  1180861 ctaattcttt cggaaggaga tgggtaaata cagacgttaa aaaaataaaa tcgaatgatt
  1180921 catcttcata tggaaacttg tattgggaag catcttcttt tccatcggga ttgtagaatt
  1180981 ggttatatat atcgacatgt tcaaaatgga aattgttacg gcgtgttgaa atgttatttt
  1181041 tgcaccatgt aatcccctta ttaaataagt caaatccata ataagtacca tcatcgctta
  1181101 aatagttcat taatggaacc gccatccggc cgataccaca gcctacatct aacactgttt
  1181161 catttgattt taaattgcca atttcaataa aatactgcat aaactctttt ccaacttctt
  1181221 caaaatgacc acctacatat tgaacaagtt ctggaggtgg gattaatgtg atttttttct
  1181281 tattttcgtt ccaaaaattc acacctttct tatagtaaag taggaaattt ctactttata
  1181341 ttgaggggag ctttgctttt attcattaca agattggttt tcatgaatta gtagtataat
  1181401 agtacccctc aattaaataa ttttttattc tattcttttc tccaaaaaat accgaaatca
  1181461 tcgatttgag tcataggagt ttttatgttt ctttcacttc tgaaatctgt tacagcctct
  1181521 gcgcatgtta tcagtccata atcatcaata ataataaagc cacctattga aactttatcg
  1181581 tataaattta caagactatc catcgttgat tcatacatat caccatcaag gcgagcaatt
  1181641 gcaatttttt ctatcggtgc tgaaggcaat gtatctttaa accaaccctt taaaaatttc
  1181701 acctgatcat ttaataaatc gtattttcta aagttttctt gcactgtttc taaagaaact
  1181761 cgtaagtaat cgaatgtgtg caaataatca ccgtaatctt ttgggtattg ttctaagtta
  1181821 ggtgcggaca gaccttcgaa cgaatcagca acccatacag tacgatccgt aatattgttt
  1181881 gcttgtaaaa acccattcat aaaaatgcat gatcctacgc gccatacacc agtttcaata
  1181941 aaatcgcctt ctatattttc cttgactaca gtttccatcg cttcttgtaa ttgattcata
  1182001 cgttttcgac caaccatact gtgtgcagct cttggccaat ccttaccacc ttggcgctca
  1182061 ttgtttgaaa cgttagggtt aacgattttt aaattgtgat tttctacata ctgcttaaga
  1182121 aataaaggaa gtgggaccgt aactggttca tatgatagtt ctttagatat atgtaacgaa
  1182181 gcaggtaagt atggttcgta ttccaaccat atttcaaata aaatggtttt ctttaagagc
  1182241 tcaagataaa gctggacagc tgatttattt tccatataag tgcctcctac ggaatgtcat
  1182301 acaacattat gactatgtag aaaaggaaga tttaatgatt gaatttaaaa atgaaaaagc
  1182361 agtaaaactg atatcagttt tactgctaag taaaaaatta agcaactttt tcaataataa
  1182421 tggatgcact cgtgccaaga gctagtgata gtccaagccc tgtaacaatt acttcaacta
  1182481 atgatggagt tgtcgtaatt tgcgtaattg cttgaataac gataggtgct ccgagtgaaa
  1182541 tcaaacttga tccagtacct ggtacaggta ctccattcac ttggattgta agacctccta
  1182601 atacacttgc tgttgcagta ttagcgataa cagtaatttt atagaatcca gtttcactaa
  1182661 ttacgaaagt atcagcatct aattgagaaa ttgctgtacc aaactgagat ccaacagtat
  1182721 taaatggtac tggatcatta attcctaaat ctaaagaaat cccaccggag ttaaatgcat
  1182781 atagtcctgc tggaagtcct agtccggatg gcccagtcgg tccagtcggt ccagtcagtc
  1182841 cggtagcacc agttggccca gttggtccag ttggcccagt tggtccagtt ggtccagttg
  1182901 gcccagttgg tccagtagta ccagtgtctc cagttggccc agttggtcca gttggtccag
  1182961 ttggcccagt tggtccagta gtaccagtgt ctccagttgg cccagttggt ccagttggcc
  1183021 cagtcggccc agttggtcca gttggcccag tcggcccagt cggtccagtc ggcccagttg
  1183081 gtccagttgg tccagttggc ccagttggtc cagtagtacc agtgtctcca gttggcccag
  1183141 ttggtccagt tggtccagtt ggcccagttg gtccagtagt accagtgtct ccagttggcc
  1183201 cagttggtcc agttggccca gtcggcccag ttggtccagt tggcccagtt ggtccagtag
  1183261 taccagtgtc tccagttggc ccagttggtc cagttggccc agtcggccca gttggtccag
  1183321 tagtaccagt gtctccagtt ggcccagttg gtccagttgg cccagtcggc ccagttggtc
  1183381 cagttggccc agtcggccca gtcggtccag tcggcccagt tggtccggta ggaagggtaa
  1183441 atggtggtat cggtggtaat gtaggtccta caagattagg gtcaaatgca ctagctgata
  1183501 aagattcatc ggggtttaat ccatttgaat aattattatt tgacataaat tcacctccat
  1183561 aaagcgttca ttatatagta gatgcaaaac cgaaagaaaa tgacacggac atttgaatta
  1183621 ttgaaaagaa atcttaaact acttgaacaa tttaaaaaaa tggaaagttt agtatatgta
  1183681 taacatatga ttgatttgga agagggtgat tatgttgaac aagcaaggaa ttacaattag
  1183741 tttatgtatg attgttcgag atgaggagaa gacaatagcc cgttgtttag actcagttga
  1183801 aaaaattgtg gatgaaatta tagtggttga tacaggttcc atcgatcgaa cgaaagaaat
  1183861 cgtagagaaa tacacttcta acatatatga tttccagtgg attgatgatt ttgcagcagc
  1183921 aagaaatttt tctttttcaa aagcgacgca agagtatata ttgtggctag atgcagatga
  1183981 cgtattatta gaagatgctc aagaagcatt gaaactgtta aaaagagaat tggatcctaa
  1184041 aattgatgct gtttcgatgc cttatcatct tgcaatggat tctaacggga aacctttata
  1184101 ttgtacaaaa agaaatcgac ttgtaaagcg tgaaaaacaa tttcaatggt ttggaaaggt
  1184161 ccatgaatat ttagctattt ctggtgaaac ttttagtagt aatgttgcta ttacacataa
  1184221 aaaagaaaaa aaggtaacaa atcgtaattt gaaaattttt caagatgctg tagcagctgg
  1184281 agaagaattg agtccgagag atttatttta ttacgcaaat gaatgtatgg ataaccaaaa
  1184341 atatgatgat gcagttcttc tatatgaaac atttcttaat caagacgaag gatggtatga
  1184401 agagaaaatt tatgcgtgtg gtaaattagg agattgctat gcaaagcttg gattatggga
  1184461 aaaggcagtt gaatcttgtg tgaagtcgtt tcggtatgct attcctagag gagagaattg
  1184521 tacaagaata ggatatatat atatggaaca acaaaaatat aatgaagcga tattttggtt
  1184581 taaacttgca acggaagtac caatggctac ggagagtcca tttcacagtc cagctagcta
  1184641 cacatggctt ccctatttac aaatgtgcat ttgttatagc aagttaggag aacaagacaa
  1184701 ggcttattat tacaacgaat tagcagcttc ttacgttcca aataatgctg caattgaata
  1184761 taaccgcaaa tattttcgga gcatttttga tcaacaaaaa aatcgttata ggttgttttt
  1184821 ttagaaatag cttatcaaga ttctaactct aatagattga ctatatagta aagtatcggt
  1184881 aatgtaacca gcaatggtta tatttataga cttcatatga ggtttatatt tcaaattcaa
  1184941 tttgcataag gagtgtgtga aatgaattcc ccaaaaaatt ctttatatga agaaaaatct
  1185001 ggtcattatt ataatgcagt gaatccgaat ttattaaagc atataaaaaa ggaatggaaa
  1185061 gaagttcttg atatcggttg ctcgagcggt gcgttgggag cagcaataaa agaaaatggc
  1185121 acacgtgtat caggaatcga ggcattccca gaggcagcag aacaagcaaa agaaaaatta
  1185181 gatcatgttg ttttaggtga tatagaaaca atggagatgc catatgagga agagcaattt
  1185241 gattgtgtta tatttggtga cgtattagag catttatttg atccatgggc tgtaatagaa
  1185301 aaagtaaaac cgtatataaa gcataatggt gtaattttgg ctagtatacc gaacgttgct
  1185361 cacatctcag tattagctcc cttacttgct ggaaattggt cgtatacaga atatggttta
  1185421 ttagataaaa cgcatattcg tttttttaca tttaatgaaa tgcttcgaat gtttttaaaa
  1185481 gcaggatatt ctattagtaa agtagatcgt gtatatattg atcataaaat gtatgaaccg
  1185541 ttaattgagg agttatatgg agtttgtaaa aaatatcgtc ttggaagtgg cttcatggct
  1185601 gaaacggtag tatttcagta tattattgaa gcagaaaaat catcgttatg agcgctgctg
  1185661 agaaaacgat attatttgtt acatgtataa atgattcgaa aatgtatgca cagtgtgtac
  1185721 gacatatatt gagattggca gtgccaccag gatatgttgt acagtttatg ccaattcgga
  1185781 atgcgaaaag tatgacgagc ggatataatc aagcgatttc gcatccagcg aaatataaag
  1185841 tgtatataca ccaagatgtt ttcattatga atgtagcatt tttacatgga ctactgcaat
  1185901 tatttaacga acatgaacat cttgggatga taggaatgat tggagcacaa tatgttcctc
  1185961 caaacggggt atggaacgaa ggaaaaggag ttgttggaaa ggtaattggt tatatgaatg
  1186021 atttgtttta tatggcaagt caagaacagc cgtaccatga gtcaaaaaca tttatgcctg
  1186081 tggaatgtat tgatggttta ttgatggcaa cgcaatacga tattccgtgg cgagaagact
  1186141 tgtttgatgg gtttgactat tatgatgtgt cccaatcatt tgaatttaga aaagctggct
  1186201 atacagttgg ggttcctgta cagcgtgatg cttggtgcat tcactatcat attgatgtga
  1186261 atatgaccaa ctatgaaaag tatagaaaga tctttgtgga gcactatatg tcagatgtaa
  1186321 atcaagacga atagaggggc tacaaaatga aagatcatac aatattagtc gttgtttgta
  1186381 taaacaatga agagttattt gaacagtgcg agagacaaat aagaaacctt tttgttcccc
  1186441 ctggttatgt tgtacaaatt tttccgatac gagatgcgaa aagtatggca agtgcatata
  1186501 accgagcact ttcatatccc gcgaagtata aggtttatat acatcaagat acttttctta
  1186561 ttaatcgtga gatgttttat acacttattt ctctttttaa agataacgaa aaacttggtt
  1186621 taattggagt agctggtgct cagtttttac cgagcaatgg gatatggtgg gaagggaaaa
  1186681 atttagtagg gaaagtgatt gagtatagaa gacagaatta ccaactatta aatttagatc
  1186741 aactctttta tgggaatcaa tcatttatgt cagttcaggc aattgatgga ttattaatgg
  1186801 ccacacagta tgatatcccg tggcgagaag acttatttca aggattccac ttttatgatg
  1186861 tgtcgcagtc tttagagttt caaaaggcag gttatttaat tggtatccct aatcaagcaa
  1186921 atttatggtg tattcactac aacggggatg agtttgatgc ggatacatat gagaagtacc
  1186981 ggaaagtgtt tgtagaacat tacaaagata tattatctcc atcataaagg agagatgcaa
  1187041 agtgaaaggg attattttag caggtggtac tggatcgaga ttatatccaa taacgaaagt
  1187101 aacgaataaa catttacttc ctgttggtcg gtatccgatg atttatcatg cggtatataa
  1187161 gttaaaacaa tgtgatatta cagatattat gattattaca ggtaaagagc atatggggga
  1187221 tgttgttagc tttttaggga gcggtcaaga gtttggcgtg tcctttacgt atcgtgtgca
  1187281 agataaagct ggcggaattg cacaagcatt agggctttgt gaagattttg ttgggaatga
  1187341 tcgcatggta gttatattag gtgataatat tttttcagat gatattcgtc cgtatgttga
  1187401 agagtttaca aatcaaaaag aaggtgcgaa agtactgctg caatctgtag atgatccgga
  1187461 gagatttggc gtagcaaata ttcaaaaccg caaaataatt gaaattgaag aaaagccgaa
  1187521 agagccgaaa agttcctatg cagttacagg aatttacttg tatgattcga aagtcttttc
  1187581 ttatataaaa gaattaaaac cttccgcaag gggagaactt gaaattacag atatcaataa
  1187641 ttggtattta aagcgagggg tacttactta taatgaaatg agcggttggt ggactgatgc
  1187701 gggaactcat gtttctcttc aaagagcgaa tgcgttagca cgggatataa actttggtaa
  1187761 acagtttaac ggagaatagg tgagaatatg aaagttatag aaacaaactt taccgacgca
  1187821 aaattgttgg aaccgaggtt atttggagat gatcgtggct tttttactga aagttataat
  1187881 aagaaggtgc tagaaacatt aggggttacg cattcatttg tacaggataa tgtctcgtat
  1187941 tcagcggaag cgggaacgat tcgcggatta cattttcaaa aaaatccgaa agcacaaacg
  1188001 aaacttattc aagttatgca aggagcaatc tatgacgtta tcgtagattt gagaaaggat
  1188061 tcaccaacgt ttaaacagtg gagaggatat attttaagtg cggataatca tcggcaatta
  1188121 ttagtgccaa aaggatttgc acatggtttt tgtacacttg tcccgcatac gattgttatg
  1188181 tataaagtag atgagtatta tagtgccgat catgactcag gggtactttg gaacgataaa
  1188241 gaattagcaa ttccatggcc ggtaacaagt cctattttgt ctgataaaga tcgaatatta
  1188301 ccattacttc aggaatgtga agatagcttt tgagtaggag agttgttata tgaatatatt
  1188361 agtaacgggt ggggccggat ttattggaag caattttgta cattatatgt tacaaagcta
  1188421 tgaaacatat aaaattatta attttgatgc attaacatat agtggaaact taaataatgt
  1188481 aaagtctatt caagatcatc cgaattacta ttttgtaaaa ggggaaattc aaaatggaga
  1188541 gctgctggag catgttatta aggaacgtga tgtgcaagta atcgtcaatt tcgcagctga
  1188601 atcacatgtg gatcgtagta ttgaaaatcc aatccctttt tatgatacaa atgtaattgg
  1188661 gacggtcacc ttactagaat tagtaaaaaa gtatccgcat attaaacttg tgcaagtatc
  1188721 aacggatgag gtgtatggct cgttaggaaa aacaggacga tttaccgagg aaacaccgtt
  1188781 agctccaaat agtccatatt cttcaagcaa agcgagcgcc gatatgatag ctttagctta
  1188841 ttataaaaca tatcaattac cagttatagt aacgcgttgt tccaataact atgggccgta
  1188901 tcaataccct gaaaaattaa tcccgttaat ggttacgaat gcgctcgaag gaaaaaaatt
  1188961 accgttatat ggcgatggat tgaatgtaag agattggtta catgtaacag atcattgtag
  1189021 tgcgattgac gttgttctgc ataagggacg tgtaggagaa gtatataata taggcggaaa
  1189081 taatgaaaaa acaaatgtag aagttgtgga acaaattatt actctcttag gaaaaacaaa
  1189141 aaaagatatt gaatatgtga cagaccgttt aggacacgac cgtcgttatg cgattaacgc
  1189201 agagaaaatg aagaatgaat ttgattggga accaaagtat acgtttgagc aaggattgca
  1189261 agaaacggtg caatggtatg agaagaatga ggaatggtgg aaaccattaa aaaagtaagg
  1189321 ggcatataaa tgaaagagcg ggttatcata acaggagcaa atggtcaatt aggaaagcaa
  1189381 ctacaagaag agttaaatcc tgaagaatat gacatatatc catttgataa aaagttgtta
  1189441 gatataacaa atatatccca agtgcagcaa gtggtacaag aaataaggcc acatatcatt
  1189501 attcattgtg cagcgtatac gaaggttgat caagctgaga aagagcgaga tcttgcttat
  1189561 gtaataaatg caataggggc tcgaaatgta gcggttgctt cacaattagt tggggcgaag
  1189621 ttagtttata ttagtacgga ttatgtattt caaggcgaca gaccggaggg gtacgatgaa
  1189681 tttcataatc cggcaccgat caatatatac ggggcttcta aatatgcggg agagcagttc
  1189741 gtcaaagagt tacataataa atactttatc gttcgtacat cgtggttata tggtaagtat
  1189801 ggaaataatt ttgtgaaaac gatgatacga ttagggaaag aaagagaaga aatatctgtt
  1189861 gtagcggatc aaatcggttc tcctacgtat gtggcggatt taaatgtgat gattaataag
  1189921 ctcattcata cttctttata cggtacgtat cacgtatcca atacaggatc atgttcttgg
  1189981 tttgaatttg caaagaaaat attttcgtat gcaaatatga aggtgaatgt gttacctgtt
  1190041 tcaaccgaag aatttggggc tgcagcagca aggccgaaat attctatttt ccaacataac
  1190101 atgctacgat taaatggttt tttgcaaatg ccttcttggg aagaaggatt agagcgtttt
  1190161 tttatagaaa ccaaaagtca ttaacaattt taagttaatg acttttttgt ttgcctttaa
  1190221 gaggttttat gttactataa ttatagtatc aggtactaat aacaagtata agtatttctg
  1190281 ggaggatata tcatggaact attacaaggg aaaacatttg ttgttatggg cgttgcgaac
  1190341 caaagaagta ttgcatgggg aattgctcgc tctttgcata atgcaggtgc aaaattaatc
  1190401 ttcacatatg caggagaacg tttagagaga aatgttcgtg aattagcgga tacattagaa
  1190461 ggacaagaat cacttgtatt accttgtgat gtaacaaatg atgaagaact tacagcttgt
  1190521 tttgaaacaa ttaagcaaga agttggtaca attcacggtg ttgcacactg tattgctttt
  1190581 gcaaatcgtg acgacttaaa aggtgaattt gtagatactt ctcgcgatgg atttttactt
  1190641 gcacaaaata ttagtgcatt ctctttaaca gctgtagcaa gagaagcgaa gaaagtaatg
  1190701 acagaaggcg gaaatatttt aacgttaaca tatcttggcg gcgagcgcgt tgtgaaaaac
  1190761 tataacgtta tgggtgttgc gaaagcttca ttagaagcga gcgtgaaata tttagctaac
  1190821 gatttaggcc aacacggcat tcgcgttaac gctatttctg caggtccaat tcgtacgtta
  1190881 tctgccaaag gtgtaggcga ctttaactca atcttaagag aaattgagga gcgcgcacca
  1190941 cttcgtcgta caacaacgca agaagaagtt ggggatacag cagtattctt attcagtgat
  1191001 ttagcacgcg gcgtaacagg agaaaacatt cacgttgatt cagggtatca tatcttagga
  1191061 taaatataat attaatttta aaggacaatc tctacatgtt gagattgtcc tttttatttg
  1191121 ttcttagaaa gaacgatttt taacgaaagt tcttaccacg ttatgaatat aagtataata
  1191181 gtacacgatt tattcagcta cgtatggaag tgggagggac gagtgtgaag aataaaaata
  1191241 aaagttcaac agttggaaaa ccgttgttat atattgcgca agtaagtttg gaacttgctg
  1191301 caccgaaaat aaaaagaatt attttaacaa actttgaaaa tgaggatcga aaagaggaaa
  1191361 gtaatagaaa cgaaaatgtt gtaagtagtg ctgtggaaga ggtaatagaa caagaagagc
  1191421 aacaacaaga acaagaacaa gaacaagaag aacaagtaga agaaaaaaca gaagaagagg
  1191481 aacaagtaca agagcagcag gagccagtga gaactgtccc gtataataaa tcatttaagg
  1191541 atatgaataa tgaagagaag attcattttt tattaaatcg ccctcattat attccgaaag
  1191601 taaggtgcag aataaaaaca gctacaatct catatgttgg atcaatcatc tcgtatcgta
  1191661 atggaattgt agccattatg ccgccaaata gtatgagaga tattaggtta tctatagagg
  1191721 agataaaatc gattgatatg gccggctttt aaatatgtaa aggtggtaga aaccttctac
  1191781 caccccaata gttttttagt ttacttcact tattagatag taacgtcgcg taagcattga
  1191841 atcgcacaga aacagcttaa atctacagta atacaagtag atgtcgatac tagtcttgca
  1191901 tttggtacag ctaaaaacgt acaaattggg tcatcagtag gtggtacagg agagctatca
  1191961 cctaatacta cacttaatac acgtagtaca gcacagctat catcatctac actttccaca
  1192021 cggaaaattg gagatcggca gctagtaagg tttgcagaag gtgcaaatgc ttcaaaaggt
  1192081 gcgccagctt ttgtgtataa aataaaaggg cgtgtatttg ctactgatgc agtattgtgt
  1192141 gcgcctaaaa atggaatttc acaaccagat ccacatgttg ttgtagaaca atcttgtaat
  1192201 tcattgatga attttacaac gtcaactaca caatgagaag agccatggtg tttattttcg
  1192261 ttacaactca ttaatgtcac tccttatctt cttgtttgta tttacattaa taagatattg
  1192321 gagttgagga gatttggtca caatctcaag accttttttt taaataggcg aaagaggata
  1192381 agggaaggtg gaattatgct gtttacaagc tggcttttat tttttatttt cgcgttagct
  1192441 gcttttaggc tcactcgttt aattgtttat gataaaatta caggcttttt gcgaagacca
  1192501 tttattgatg aattagaaat tacagagccg gatggaagtg tatcaacttt tacaaaagta
  1192561 aagggtaaag gattaagaaa gtggattggc gaattattaa gctgttattg gtgtacaggt
  1192621 gtatgggtta gtgctttttt attagtttta tataattgga ttccgatcgt tgcagagccg
  1192681 ttacttgcat tattagctat tgcaggagca gcagcaatca ttgaaacgat tacaggatat
  1192741 tttatgggag aataatatat tttcataata cgagaaaaag cggagtttaa aagaatgagg
  1192801 gaacggaaat aaagagttgt tcatatagta aatagacaga attgacagta gaggagatgt
  1192861 ttgctgtgag caataatcca aggcaaaatt catatgacct gcagcaatgg tatcacatgc
  1192921 agcaacaaca ccaagcacaa caacaggcat atcaagaaca attacagcaa caaggatttg
  1192981 tgaagaaaaa gggatgtaat tgtgggaaaa agaagagcac aataaaacat tatgaagaat
  1193041 gaaacactca tgttactgtg agtgtttttt attatacata taaaaaagcg gtatttctgt
  1193101 attagaaata ccgcttttta ctagctaatt tgtgcaactg ttaatgctgc tgcacggatg
  1193161 tctacagttc caatcaattc aactggtacg attctgatta agtcaccagg gtttaagtta
  1193221 ataagaataa caccgctgga tacgtctact tcaccagtac caataacgtt agaacgaacc
  1193281 gctgtacctg atccaggaat aatgttagct ggtgtaccta atgataagaa gaaacgacca
  1193341 gcttctggtg caacaggtga gttatcaaga ctaattgtta atgtataact gatttgataa
  1193401 ataccagctc gtagaattcg aatgccatct ccgacactta ctgtatcatt tattacagga
  1193461 acagtaatat ttgggtttgg acttacgcta ggtaatagta gtggtgtaaa taatgaagcg
  1193521 aactgaggtg cagacgcgtt gaaagcaaaa ccgaaggcag gtagtgtact agctggtttt
  1193581 gcctcgcaat caattttagt aaattcgcaa tcagaagaga acatgttttt cactccttta
  1193641 tctgtttcta ctttcagtta atgaaaagga caggttctat gttctagaca agttcccaat
  1193701 tttaagaaat ttacataata atactcgtta agcatggatt gggtggcaga taattctgcc
  1193761 acccaatcca tgcttagctc attatttagt tttaaatcgt aacatcacgc aagcattgaa
  1193821 tcgcacagaa gcaacttaaa tcaacagtaa gacaagtgtt agtcgatatt aatcttgcat
  1193881 ttggtacagc taggaatgta cagattggat cgtcggtagg tggtacagga gaagtatcac
  1193941 ctaatactac acttaataca cgcaatacag cgcaatcatc atcatctata ctctcgacac
  1194001 ggaaaattgg agatcggcag ctagtaaggt ttgcagaagg tgcaaatgct tcaaaaggtg
  1194061 cgccagcttt tgtgtataaa ataaaaggac gcgtatttgc tacggatgcg ctattatgtg
  1194121 ctcctaaaaa gggaacttcg caaccagatc cgcatgttgt agttgcgcat tcttgtaatt
  1194181 catgtataaa acgaacgaca tttgatacac agttgaaatc acaatcatgg tgatgatggt
  1194241 cttcgttaca attgcagctc attatgttca ctccttctcg tgagttctga catacactac
  1194301 tacaatatga acgggatatg gttgatatta cgttaattct tacgataaaa gcagggaatt
  1194361 tatatagtag ggatgtacat aatacaatat aaaaaaagac atccttattt agtggatgtc
  1194421 ttttcaggta aatcttttcg cacagtgtat aaaaaacgag atatatctaa tttttttcct
  1194481 ctaaaaaatt gcggagagga aatgtaaagt tcttctttcg cccgtgtaat tgcgacataa
  1194541 agtagtcggc gttcttcttc taaagcttca gaagtctctg taacacggtc gttagcatct
  1194601 tttaaagaag aagtgtgggg cagaatacca tcgctcgctc caagtaaaaa gacgcatgga
  1194661 aattcaagac cttttgcgtt atgaatagac ataagcgaaa cagcatcttt ttgcggcatt
  1194721 gtttttaatg cttccatttc tttttgccct tgaatggctt catcaataaa ttgtaaataa
  1194781 gctggaatgt cggtgaaacg atttgccgac tccattaatt cttctaacat ttcttcttgt
  1194841 atatctttat gcatcgtaaa ggaagaacga tcgttacttt gtaagtactc taaatacttt
  1194901 cctttaccat gaataatttc ttttaaagct tttttcggtt ctaattcttt tataaattta
  1194961 ataaaatcga tacgctcatt tacctttttc acttgaaaag gttttaagct tggatttaat
  1195021 aataagaaat gaagaagaga aggaaaacga ccttcaccat atttccattg ttcacgttca
  1195081 ataaatgaaa tacaatcatc acgcccgata tacatcgttg gtaatatatt tgaaagtgat
  1195141 tctaatcgaa acggctcaat tacgagtcgt aaatggtcta atacaggctt aattaaagaa
  1195201 tgttcataaa atgactgact tgcgccgtgc ttaatgaacg ggattttatg aatggtaagc
  1195261 tgatcaagta acgaacggct tacagaatgt gtgcgatata gtaaacaaaa atctttatag
  1195321 tttcgttcac cgctatctac cttttcttga atgagctgca aaatttggtt tgcttcatca
  1195381 agagtcgtag ccggccttgc gtaaaaaggt tgtacacctt cttcgcgtac agaatatagc
  1195441 tctttatcaa aacgctcttg atttagtttg ataacttcat ttccaagtcc gacaataaaa
  1195501 ggattggatc gataattcgt attaagggca ataatcgtag tgttatcaaa ttcttttggg
  1195561 aaagataaaa taatttggtg acttgctcct cgccagccat atattgcctg atcgtcatca
  1195621 cctgcgataa acaaattatt tcttggcgaa gctaacaatt ttacaatttc atattgtgca
  1195681 tacgatgtat cttggaactc atctacttca atatagtgaa aacgttgttg taattgggta
  1195741 agcaaaggag cattattttc taacatataa tatgtttcta ataagatgtc atcgaaatcg
  1195801 atatagttat atcgttgttt cacttcttca aaacgctcgt atacttcttt aaattcttgt
  1195861 tcaacaggtg tttttgcttt tacatctttc gggcgattca acttgttttt ctcaagtgaa
  1195921 atcatcgcga gcatcgtttc agcatcataa gcgtctttta aacgcaattc ttttaaaatt
  1195981 ttctttatca taatttgttt atgtttttcg tttgctaaaa tttgctgatt atatccttga
  1196041 ctacgaagca attttaaaaa gacagagtga aacgtaccgg caacaacata gctacttgcc
  1196101 gcatgattca tacccggtaa attcgctacg cgatttcgga tttcttcagc cgctttttgt
  1196161 gtaaatgtaa gtaataaaat atttcgcgga tgaacttgtt ttacatttac taaataacct
  1196221 acgcgagttg ttaaaacaga tgtttttcca cttccggcac cagccaatgt aagaacagga
  1196281 ccttctgtcg ttcgtacggc ttctaattgt ttttcgttta aaaatacatt ttgctgttcg
  1196341 agagcgcgga aatacgccgc atctgcatct tcttccataa ttaaatgggt agatgttttc
  1196401 ggaatatgat atgttgcacg tggaatatca gcgtgcgtta atgatttttg tgaaaatttt
  1196461 tcttgtgtca tacattcacc ttcaaaacta tagcatcaac atttaacttt agcggaagaa
  1196521 aaagaaaata gcaatgtaaa aaacaggagg ggatacctcc tgttttcaaa ttacaattct
  1196581 tttatcataa cgatgtgagg aatatttgct tccataaata catcagaatt cgttacatat
  1196641 ccaagtttct tatagaaatc ttcagcatgt gtttgggcat gcagctttaa ttttgatagc
  1196701 gagttttcct tcgcatatgc ttcaagtgca tccataacaa tttttccaat gcctttttta
  1196761 cgatgggaag ctagtacgca aatgcgttcc atttttccaa ttccatcaat ggtgcgaaaa
  1196821 cgcccagcac caacgggaac atcattatca tatataacaa cgtgtatgga agtttcttca
  1196881 aactcatcat actcttcttc agcagaaact tgctgttcct tcacaaatac ttgcttacgt
  1196941 acagagaatg catctcttag ttgttcgtcc gtttgtacga tctgtgcatg caaattagtt
  1197001 gttccccttt ccaaggcgga atgtttcgtg tacagtccat gttccatttt ctaattgata
  1197061 tagtaggtgg aaacggtcaa ttggttgttc gtaatagaaa tctttcatac gtaatcgacc
  1197121 tagtacatca gcatgctctg catctgataa gccttgccca attgttaaat gaggtacaaa
  1197181 agcgtattcg cgttcttgtg taaagaatcc gctatgcatt tcctcattta agaaagtaag
  1197241 ttcaggtgtt ttttctactt taaaataaat aacattatta acaggtgcga atgaaccaac
  1197301 ttttccaaca tgaagggtga aagggttcgt tttacttgcg attgtatgta acttgtttac
  1197361 aatcgattct aattgttcat cttgcgtctc aaagggtgtt ttcaatgtaa tatgtggcgg
  1197421 aactaatgcg tagtgtggat cataacgttt acgcaatccg ttcgctttat cttgaatcat
  1197481 tttagatgga aaaattacaa tgcctaattt catgttccaa ttcctccctt tgtaagtcta
  1197541 gttagatttt gagaaaataa ctctcttaat ctattatatc aaattattct gaatactgct
  1197601 ctctattatt tcattgatag catatgagag aaagctttcg gtaaatcagt ttgccaatat
  1197661 ttccacgtat gattgccttc aaactcttcg taatgcgtga tgaaatttct atctgtcaga
  1197721 agggtattaa gctcacggtt cggccctacg aaatcagata cttgtccatc agtgcgcttt
  1197781 acagctgttt cttctgtccc aataacgtga taaagctcta gcgcctccgg atttttgaag
  1197841 tcttttgcta agttcattac tgtttcatcc acaaatggtg attgcataac gactttaccg
  1197901 aatgtatgcg gatacataag tgcagtcatg aaggaaactg ttccgccgag agaatcacca
  1197961 attagcacac gaccttttcc catttggtac gttggataat tttcatcgat atatggtgca
  1198021 agttcatgag caaggaaacg aatatacgca gcgtttttta cttcatttgg gaaatatttt
  1198081 tctttacgat cgtgtacatt tttatatgga ataccgacaa taattgtacg gtcaatttct
  1198141 tcagtttcac gaaggcgctc aattacacgg tgtgctttcc caagctgaaa ataatctctg
  1198201 ccatcttgtg caatgacaac tgtatgtttg tgcagtggtg tgtaatttac cggtaagtaa
  1198261 acgagaagtg taacatcttc ttgaagtgat gcactataaa atgaaatttc ttcaattctc
  1198321 ccaattgttt gattcatgta gatcccccta aataaaaatt tactgtaatg attgtaagag
  1198381 cgacgcttgt agtgaaaaag aaagaaatat tcactaatag gtgctttcat ttctatttta
  1198441 ccataatggt acgaagaatc taaaaaatta gtatttaagt tagggaagaa aacggatata
  1198501 atgaagtggg atttttgaca ggtgagaggg gagacggaat ttgaaacaag aaaggtcaat
  1198561 cgcactacca ttagctattt ctattatagc catttcattc gcagcagttt ttgtaaagat
  1198621 gtcctcagca ccatcttcca tattaagtat gtatcgctta tggattattg tacttataat
  1198681 gctgcctatc gtttggaaaa aacgggaaga gttcagtaag attcaaataa aagattgggg
  1198741 atttttaatt ggatctggtt tctttttagc acttcatttt cttttatggt ttgaatcttt
  1198801 aaagcataca acagttgcaa gttcgacaat tattttagcg cttcaaccaa tcgtatcttt
  1198861 agtgggcggt tttttcttat ttaaagaaag aacaacatac tcagccattg cgacaatggg
  1198921 aattgcgata ttaggtgtag tgtgtattgg ttggggagat ttaggactaa gtgaacaagc
  1198981 aatttatgga gatatattat cctttttaag tgtaatagca gtagttggtt atttatttat
  1199041 cggccaaacg acagtaaaga aagtatcaca ctggatttac agctttacag tttttgcatt
  1199101 cgcaggtatt tttatgggaa tgtataatat agtactgcaa gtgcctttta caggttatac
  1199161 gaagtgggat tggaccgttt ttcttttact tgctgttgtg ccgacagtgt cacatgtcat
  1199221 taataattgg ttattaaact acgtaaatgc aacaacaata tcgatgagta ttttagggga
  1199281 accagttgga gcatctatac tagcattctt cttacttggg gaaagattaa atgcaatgca
  1199341 aatgatcggt agcatgctcg tcttatttgg tgtgtctgtt ttcttattgc agcaagaaaa
  1199401 acgaacagca aaagatgtgg tgaacgaacc agtatatacg caggaattat aatagtagag
  1199461 gagaaaagag aagttgtgat acttctcttt ttgttttatc ccggtatttg tgggagttct
  1199521 actgcctcta aaatgccggg gtggtgagaa cgaattatcg tatcatttta tagaaattta
  1199581 gataaagaag ggggagggaa atggaatttc catcaaaaaa ggatgcatgg ttatacccaa
  1199641 tcttgtttat tgttgtaggt gcctgctttg ctccaatatt tgcaggaaga gaatattttc
  1199701 tgttattttt cacaatccca ttagctatat tatttatgtg gagttggttt tcaacaaaat
  1199761 atattgtcgg agaagaaacc attactatta gatcaggttt cgttaaaaag cgcatattta
  1199821 tacgagacat aaaacaaatt tcaaatacga aaaatccaat agcagcttat gcattgtcat
  1199881 ttgatcgact tgaaattgtt tacggcgcac atcaaacaga aatcatttct cctaaagata
  1199941 aagagcaatt tattaatcat gtaaaaaata aaaatccaca cattgaaata aagtaaaaga
  1200001 gtggctacga ggccactctt ttactttggg tttgtcatat aaggttgtac gtgaatgata
  1200061 catagatcac ggaactttcc ttcagcagtt gtaacaatta cgactgccct acctgcactt
  1200121 tttccagtaa tcgttaccgt gtcacctttt ggatacagtg tgataacatc agcattcata
  1200181 ttcgtccaaa taagttcttt attcgttgct tgcattggca aaacggaagc tgataactca
  1200241 gtgctttggc cagttcttac ttttaactta tttttctcca tatgaacacc gatgactgaa
  1200301 ataacagaag gagcaattga aattttaggt ggattaggtt gtatgttcaa acaagacgca
  1200361 gaagtattgg tgataggtga aaattttcgt gtttgttgtt gctggaaagc tgctaacatg
  1200421 ttggagtccc ctttctgtat aagtgctgat agtactacta taaaggagta gtgttacgtt
  1200481 taatttaacg aaacataaag aaattgttaa attcgagcag aagattgtcg aacattgata
  1200541 aattgcaaat ttaattagtt cttaccaatc gggcagttat ttcccaccta actccttcgt
  1200601 attcgccgaa ttttgaggtg tgagtcttat tgccaacaaa tagcgggata aaaagaaagc
  1200661 tctgctatca taacagcaga gcttttcctt tatagattat cactatgttg tttttcgaaa
  1200721 ttctcaaatt gctcttcaat ttcttttgaa ggctgtgtca gtaaactaac aattacgatt
  1200781 actagtaaac taatagtgaa accagggatc atttcatata agaattcttt taagaatttg
  1200841 aattgagtcc aaataatgac tgtagcggca ccagaaatca taccagcaag tgcgccccac
  1200901 ttcgtcatac gtttccaata taagcttaat aaaatagcag gtccgaatga agagccaaat
  1200961 ccagcccaag cgtatccaac aagagctaaa atcgtatcat tttgtttaaa cgctaatgca
  1201021 catccaacta atgctataac aagtacagcc atacggccga caaatacaag ctctttatca
  1201081 gaagcagaac gtttaaagaa agtacgatat aagtcttcag ttatggcact agaagtaacg
  1201141 agtaactgag atgagattgt actcataatt gctgctaaaa tagcggctaa taaaaatcca
  1201201 gtaataagcg gatggaataa aatctttcct agttcaagga aaattgtctc tggattggat
  1201261 agctttaatc ctttgtctga gtagtatgca ataccgataa gaccagtaaa catagctcca
  1201321 acaacagaga aaatcatcca gctcatacca attcgtcttg cacttttaat ttcttttaca
  1201381 gaagaaattg ccataaatcg tacgataata tgtggttgtc caacataacc aaggccccat
  1201441 gcgaataatg aaataatacc taatacagaa gtgcctttaa aaatgtctaa taatgttgga
  1201501 tcaattgatt taattgtgct aaatgctgga ccaagcccat ttacattcat aattgtaacg
  1201561 gtaggaacaa gaataagagc aattaccata atgattcctt gcacgaagtc tgtccaactt
  1201621 actgctaaga aaccaccaaa taacgtgtaa gctacaacaa cgcctgcaac aatgaataat
  1201681 ccaacatggt agttcatacc aaatgaattt tcaaataata cagcgcctga aactaatcct
  1201741 gaagctacat aaaaagtaaa gaaaatcata ataacaagtc cggatactaa gcgtagcata
  1201801 tgggatttgt cttggaagcg atgttccaaa aattctggga tagtaataga gttgtttgca
  1201861 atttcagagt aggtacgtaa gcgaggagca acatatagcc agtttgcgta tgcgcctagt
  1201921 gttaggccga tcgcaatcca actactactt aatccaacgc taaacattgc accgggtaag
  1201981 cccattaaaa gccaaccact catatcggat gctccagcac ttaatgctgt tactgcgggg
  1202041 cctagtgtac gcccgccaag catataatct gttaagttgg acgttcgttt ataggcgaaa
  1202101 tagccaatta ctaacatccc gagcatgtaa atagagatag aagttaaagt taacatctgc
  1202161 gtactcatgt agttcccctt ccttttgtca tgtcttttga tgcgttatgc atatttataa
  1202221 tctatcatga ttattctgaa aaatccatat agaaatatga attttcagaa atgtaagcgt
  1202281 ttttcgatgt cattttactt ttttaatata taatattcat acaaaaaacc ttatttttaa
  1202341 tagagtattt attatattta cataaaaaga ggttgttttg tcaatataat attgaaagga
  1202401 gagaaaaata aaatttttta aaaagtattg acttgtgaaa aaagttaggt ctataatgag
  1202461 tgcaacttaa aaaaatgcaa gcgttgatga agaagagtac acatgatgaa catgtcagag
  1202521 agctgatggt tggtgcgaat cagtatggaa ttgatgtgga atgggcttcg gagcttccaa
  1202581 accgaaacga aagaagtagg ctttggcgac atgatctcat cgatacaaga gacacgtatt
  1202641 gtttttgata cggtaaagtg cgttacgttc gtaacgaatt aaggtggcac cacgggagta
  1202701 cccgtccttt ctataggatg agtactccct ttttgtgtat aaaaaattaa atagatgaaa
  1202761 tcgtttaagt aagaagagta cgtatattgg agacgttaca gagagccggg gataggtggg
  1202821 agcccggtgc ggtgctatat acggaatggg cttacgagag gtatgctgaa caattatttt
  1202881 cagtaggcaa cccgggttcc gccgttacaa ggataaggta tatattttgt acctgaataa
  1202941 agcgggatgc ttttgcgtcc aacatgaggt ggtaccacgg taaatttatc gtcctctaca
  1203001 tattttcgat atgtagagga cttttttatt tttcaggatg aggtgaaagg catgatgaca
  1203061 aaagaggaat ttataaaaca gaaagaacaa agaaaaacat ttttggtaat cgctgaagaa
  1203121 gaaggagata gcattacgcc aatttcttta tatagacgta tgaaaggtaa aaagaaattt
  1203181 ttattagaaa gctcacagct tcatcaagat aaagggcgtt attcttactt aggttgtaat
  1203241 ccatatggtg aagtgaaaag cgttggtacg gaagtggaac gaacgattta cggcagggca
  1203301 gaaaagttgc aaagtaacgt actacaagtg ttagaagaaa taatcgcacc atcacaagta
  1203361 gacagtccat ttccattttg cggaggagca gttggataca ttggctatga cgtcattcgg
  1203421 caatatgaaa acattggagc agatttacat gatccattga atattccaga agtacacctt
  1203481 ttactgtacc gtgagtttat cgtgtatgac cacttacgcc aaaagttgtc gtttgtatat
  1203541 gtatgcaggg aagatgattc agcagattat gaagaagtat acgaaaggct gcgagtatac
  1203601 aaagaggaag tgctacaggg agaagaagcg gaagtaactg aaataagatc aacattatca
  1203661 ttcacttctt ctataacgga aagagaattt tgcgtgatgg tagaaacggc gaaagaacac
  1203721 atcggggccg gggacatatt tcaagttgta ttatctcagc gtttgcaaag cgaatgtatt
  1203781 ggagatccat tcgcgttata tcgaaaactt cgaattgcca atccatcacc atatatgttt
  1203841 tatatcgatt ttcaagatta tgttgtactc ggttcttcgc cagaaagttt gttatcagta
  1203901 agggaggata aagtgatgac gaatccaatt gctggtacga ggccgagagg gaaaacgaag
  1203961 gaggaagata cggagattga aaaagaactg ttagaaaatg agaaagagcg agcggagcat
  1204021 atgatgcttg tagatcttgg gcgaaatgat attggtagag tgagtgaaat cggctcagtt
  1204081 acgatagata aatatatgaa agtagaaaaa tattctcacg ttatgcacat tgtatctgaa
  1204141 gtttacggaa cattgcgaaa acaaatgagc ggatttgatg cattagcgta ctgtttacca
  1204201 gcggggacgg tatcaggtgc tccgaaaatt agagcgatgg aaattataaa tgagctagag
  1204261 aatgaaaaaa gaaatgtgta cgccggtgca gttggatacg ttagtttttc agggaatctt
  1204321 gatatggcgc tcgccattcg aacaatggtt gtaaaggatg aaaaagcata cgttcaggca
  1204381 ggagcgggta ttgtttacga ttcagatcca gtagctgaat atgaagaaac attaaataaa
  1204441 gcgagagcgc tattggaggt aatgaaatga ttgtactgat cgataattat gattcattca
  1204501 catataactt gtatcaacta ttaggcgaat acgaagaaga aattgttgtc gtaagaaatg
  1204561 atcaaataac gatagaacaa ttagaagaaa tgaacccaaa aggaattgtg ctttcgccag
  1204621 gaccaggaaa accagaggag gctggtattt gtattgaagt aattcgtcat ttttataaga
  1204681 acgttcccat attaggtatt tgccttggtc atcaagcaat tatatcagca tttggaggag
  1204741 agattgtaag agcagagcgc attaaacacg gaaaaacatc gcgtgcgaaa cataacggaa
  1204801 cgtcaatctt ttcgtatgtg acgcagccgc taacagcgat gcgctaccat tctcttgttg
  1204861 ccgcacaaac gagcttgcca caatgttttg acatattagc gacagcgatg gacgatggag
  1204921 aaataatggc agttcgtcac aattattatc cgctcttcgg attacagttt catccggaat
  1204981 caatcgcgac agaagaaggg ggaaagttaa tacgtgcctt tttaggcgaa gtgaaagagg
  1205041 aggaaagagt atgaataact atcttcgtaa attagtggag ggacaacatt taacagaaga
  1205101 ggaaatgtat aaagcggggc ttcttttatt aaatgaaaac atattggaaa gtgaaattgc
  1205161 agctttctta gttttactga aagcgaaagg tgaaactgca gaagaaatat acggtctcgt
  1205221 tcgagctctt cgcgaaaagg cattaccgtt ttcgaatcat atacaaggcg cgatggacaa
  1205281 ttgcgggaca ggtggtgacg gtgcccaaac gtttaatatt agcacaacat ccgcatttgt
  1205341 actggcagga gctggcgtaa aggttgcaaa acatggtaat cgtgctgttt ctagtaaaac
  1205401 aggaagtgca gatttattag aagaactcgg tgtaaacatt agtagtacgc caaacgaaat
  1205461 tgattattta ttagagcatg tcggaatcgc atttttattc gcaccagcga tgcatccagc
  1205521 attaaagcgc attatgaaaa taagaaaaga attaaacgtt ccgacgatct ttaacttaat
  1205581 tggaccgtta acaaatccgg tgaatttaga aacacaattt gtcggcattt ataaacgaga
  1205641 tatgttacta ccagttgcgc aagtactaca gaaactagga agaaaacaag cacttgtcgt
  1205701 aaacggaagt gggtttttag atgaagcatc attgcaagga gaaaatcatg ttgtcatttt
  1205761 aaaagataat gaaatagtag aaacgagtat tgaacctgag aaatatggat tctcaatagt
  1205821 gaaaaacgaa gagattagag gcgggaattc gaaagaaaat gcaaagatta cgctcggagt
  1205881 attaagcgga gaaaaaagtg tttaccgtga tactgtttta ttcaatgcag gacttgccct
  1205941 tttcgcaaat ggaaaagcaa agacgattga agaaggaata acactcgcag cacatagcat
  1206001 tgactctgga aaagcattag cgaaactaaa cttattaatt gcagcaagta acgaagaatt
  1206061 agaaagggtg aattaaagtg gggacgattt tagacaaaat tgtaaatcaa aagaaaaagg
  1206121 aagttgcggc attatatgaa acatatacac cagtaaaaga aaaaagaaaa acgcgctcac
  1206181 ttgtaaaggc tctagagcaa tttactgtca tcgcagaagt aaagcgagca tcaccatcaa
  1206241 aaggagatat taatttacac gttgatgtac gaaaacaagt gaagacatat gaagaatgcg
  1206301 gcgctggtgc agtttctgtt ttaacagacg gtcaattttt taaagggtca ttttatgatt
  1206361 tacaaacggc aagagaagaa agtagcattc cgcttttatg taaagatttc ataatcgata
  1206421 agattcaaat tgatagagcg tatgaagctg gtgcagatat tattttacta atcgtagcgg
  1206481 cgttaacgaa agagaaatta aaagagttgt atagctacgt actagaaaaa ggattagaag
  1206541 cgattgttga agttcatgat gaacaggaat tagaaattgc aattcaatta aatccgcacg
  1206601 ttatcggtat taacaaccgt aatttaaaaa cattcgaagt cgatttaagt caaacagaaa
  1206661 agcttggaaa acgattaaat gaggagaaat tactttggat tagtgagagc gggattcatt
  1206721 caaaagaaga cataatccgc gttaaacgag ctggggcaaa aggtgtatta gttggagaag
  1206781 cgcttatgac atcgtcttct attcatacct tttttgaaga ttgtaaggtg aacatatgaa
  1206841 agtgaaaatt tgcggtatca ctgatatgga aacagcaaaa cgtgcttgcg aatacggagc
  1206901 tgatgcactt ggatttgttt ttgcagaaag taagcggaaa attactccag ggctagcgaa
  1206961 agaaatcatt caggaacttc cagccaacgt gttaaaaatc ggtgttttcg taaatgaatc
  1207021 agtagaagta atccagaaaa ttacagggaa ttgcggatta acacatgtac aactacatgg
  1207081 gggtgaagac aatcatcaaa tcagaagatt gaatattccg tctataaagt cgctcggagt
  1207141 aacttcagag agtgatatga aaaacgctca agggtatgaa acggactata tattatttga
  1207201 tagcccgaag gaaaagtttc atggaggaaa tggaaagaca tttccttggg agttacttgc
  1207261 gcatatgcca aaagaattac gagagaaaac gatattagct ggtggattaa acactcttaa
  1207321 tatagaagaa gcaattcgaa ctgttcggcc atatatggtt gatgtgagca gcggagtaga
  1207381 gacagaagga aagaaagatg tagagaaaat aaaacaattt attataaaag cgaaggagtg
  1207441 ttctaaatga actacgcata tccagatgaa aaaggtcact acggtatata cggaggacga
  1207501 tacgttccag aaacgttaat gcaatctgta ttagaactag aagaagcata taaagaggcg
  1207561 atggaagatg aagcatttca aaaggaatta aatcattatt taaaaacgta tgtcggaaga
  1207621 gaaacaccgc tttatttcgc tgagaatatg acggagtatt gcggaggtgc aaagatttat
  1207681 ttaaaacgtg aagatttgaa ccatacagga gctcataaaa ttaacaatac aattggtcag
  1207741 gcacttcttg cggtgcgaat gggcaagaaa aaagttgtcg ctgaaacagg ggctggacaa
  1207801 cacggtgttg caacagctac ggtatgtgcc cttctcggtt tagagtgcgt catctttatg
  1207861 ggagaagaag atgtgagacg tcaaaaatta aatgtgtttc gaatggaatt actcggagcg
  1207921 aaagtagaaa gtgtagcggc aggtagcggt acattaaaag atgcggtaaa cgaggcgctt
  1207981 cgttactggg tttcacacgt gcatgatacg cactacatta tgggatctgt tctcggaccg
  1208041 catccattcc cgcaaattgt ccgtgatttc caaagtgtaa ttgggaatga gacgaaaaaa
  1208101 caatatgaag cgttagaagg aaagttacca gaagcagtcg ttgcttgcat tggtggtggg
  1208161 agtaacgcaa tgggaatgtt ttatccgttt gtacatgatg aagaagttgc tctttacggc
  1208221 gtagaagcag ctggaaaagg tgttcataca gaaaagcatg cagcaacttt aacgaaagga
  1208281 agcgtcggcg ttttacacgg atcgatgatg tatcttctgc aaaatgaaga aggacaaatt
  1208341 caagaagcgc actctatttc agcaggactt gattacccag gtgttggtcc agaacatagc
  1208401 ttgctaaaag atattggccg cgtttcttat cattccatta ctgatgatga ggcgttagaa
  1208461 gcgtttcagt tattaacgaa aaaagaaggg attatcccgg cgttagaaag ctcgcatgct
  1208521 gtcgcatacg cattaaaatt agcgccgcaa atgaaggaag atgaaggact tgtcatttgt
  1208581 ttatccggcc gtggtgataa agatgtagag agtataaaac gttacatgga agaggtgtaa
  1208641 aaaatgggag tagaaagaat taaagcagca tttgaaaatg gtaagaaagc atttattccg
  1208701 tacgtaatgg gcggagatgg tggccttgaa atattaaaag aaagaattcg ttttctagac
  1208761 gaagcgggag caagcatcgt tgaaattggt atcccgtttt cagacccagt cgcagatggc
  1208821 ccaacgattc aaagagcagg gaaacgagcg ctagatagcg gtgtaacagt aaaaggcatt
  1208881 tttcaagcat taatagaggt aaggaaagaa gtgcaaattc cgtttgtact catgacatat
  1208941 ttaaatccag tacttgcatt cgggaaagaa cgatttatcg agaactgtat ggaagcaggt
  1209001 gtagacggca tcatcgttcc agacttaccg tatgaagaac aagacattat tgctccgtta
  1209061 cttcgagagg caaacattgc gctcattcca cttgttactg ttacgagccc aattgagcga
  1209121 atcaaaaaaa ttacgagtga atcagaagga tttgtctacg ccgttacagt agcgggcgta
  1209181 acaggagtac gtcaaaattt taaagatgag attcatagtt acttagaaaa agtgaaatcg
  1209241 catacacatt taccggtagt ggcagggttc ggtatttcaa caaaggaaca tgtggaagaa
  1209301 atggttacaa tatgtgatgg tgttgtcgtt ggaagtaaag tgattgagct attagaaaat
  1209361 gaaaaacgag aagaaatatg tgaattcata caggcaacaa aacaaaaaga agaggcgtaa
  1209421 gtctcttctt tttgttttgt gtaataaatg ttaaaatata cagaaaatac atataattta
  1209481 gagggtgaga aagcatgcta agacgaaaac tactatatct acttttaact gtaccactat
  1209541 acgcttggct cattagcatg acgaaaatag aattgatggc tttattttta ggatatgtat
  1209601 tcatcttttc caacttaaat cgcattcaag agcaatctat tttagaaata tgtatatttt
  1209661 cgattagtat agaattattt agtatcgttt cgattatatt gttaaatgaa ttattccgat
  1209721 ggatccattc atttgaatta atgaaatttg ggaatgttgt attgcaagta atatgtgctt
  1209781 atattgtgtt tgttgtgtta gacaaaatag tcggccagca gacagttttt caggataata
  1209841 gaaaatggga gtgatccaaa aaagagccaa acggctcttt tttgaaactg ttgtaaaaac
  1209901 aattgaaaat tatgacatct gttatataat agttaaaaat tgtattttaa acgaaatgag
  1209961 atgataacat ggccatattg ttggcactta tcccaattat gatgattttc atttgtttat
  1210021 ttttatttaa acaaacgtca ttaagatcct cgttaatttc ttatgcggta tgtgttggaa
  1210081 tcgttttact ctcgccaacg tttcaattag ggataagtga aactgtgcac gcaacgatta
  1210141 aagggtggtt aatttgtttt attgtcgggt acgttttatt tttcggtatt tttttatttc
  1210201 acctcatgaa caaaaggggg tacatcgacc aagtagcacg ttttctagaa gaagttaccc
  1210261 atgatcgttt attacaaatg ctgcttatgt gttttggtat ttgcccacta attgaatcgg
  1210321 taagtggatt cggaattggc tttatggttg cagcacctat ttttctttca ttagattata
  1210381 aaccgtttca agctgtactg ctctctttta tcggcttact agctagttca tggggcgcaa
  1210441 tggcaactgg tacgattatc ggttcccagc tcatcaatat gccgcttaca acactcggta
  1210501 caaatacagc gctattaagt atcccgatgt ttgcttattt cgtcattctt tctttacacg
  1210561 ttgttggcgg ctggcaagcg gttattgaaa agtggaagga aggattcggt ttctttctat
  1210621 tattttctct cggaatctat ctttctaacg catacgtaag cgtggaacta gcaggtatat
  1210681 taagttctat cgttaccatt acatttggct ttcttatcat taaagtaaaa ggaaaaagtg
  1210741 ggcaaaatct aatgacagaa catgctgcgg caacggaaag agaagtatct attataaaaa
  1210801 ttattagccc ttatatattc ttaaccgttt gtattttact ttctcgcctc gtaccagcat
  1210861 tgcatgatgt atttagatca tatgcggttc ttgatttaaa atcatattct tacaaattag
  1210921 aaatgctgta ttcaccagga ttttggctcg gtatgacttg tttatttact attattttct
  1210981 tccgcattcc atctcatatt atgaaacaat cactcttaca aacgataaaa caatggatcc
  1211041 cgttcgctat tacaacgaca atgtttattg ctatttcaga actaatgggc gcatctggca
  1211101 tgcattcatt attagcaaaa acagctggtg acacatttgg aacatttttc gttttcgttg
  1211161 ctccattcat cggtggtatc ggtggctttt taacaggtag caatgcagga tcaaatgcga
  1211221 tgttcataaa actacaaatg caaaccgcac aaaacgtagc gctcccgtgg caatacgtca
  1211281 caacactgca aaacaccgca tcgtcagtag cgacaatcgc ttgcccgtca cggattacac
  1211341 taggtgcgta tttatgtaac atcctgtatc gtgaaaatga actattaaag aagacgacat
  1211401 taatgatttt tggtgcggta ttacttatag tagtggaagt tattttctgg tatatgttga
  1211461 gaaattaaaa attctcctat atttaggagg atttttttgt tactggataa tgctttaaat
  1211521 tatgaaaagc tgctactaaa tgaataggag atgaaatgta tggccctaaa aaactacggc
  1211581 gtgttaaaag gtacagctat acaatcaaag atgggaaaag ggaaaacacc tcattatcaa
  1211641 gttcatttac aaggcgaagc agaagtagat tatcgcattg caattaacgt aaagtcgcaa
  1211701 agttatccgt cagaagtgtt atattttgcg agtgacaata ttcggtcaga ggcgattcat
  1211761 attttaccga cgttaccatt tggttttaca gaaataaaaa ataatgaacc gaaagtagct
  1211821 ttagactacg taagaggtaa tgtatttgat tcgaaacaaa tgattccttt acctgctgaa
  1211881 aaagcaggag tagacaatga tttaaatgaa aaaatagaac gttatataaa acgagcaata
  1211941 gaagaaaaag caattattta tgcgtttggt gaaagatggg gacccgaaga aaatacaccc
  1212001 gattcttact ttcatttcga accaggaaac gggatacacg atattcacat gaatcaagga
  1212061 aatgtagaga aatggaaagg tgataatggt atatggcaag atggaggaat acttattcaa
  1212121 tttgaaaagg aagaagaatg ggtcggtatc tttcttgctt tccaatcaca gtcatggtgt
  1212181 accgatgaag agggacatgc tcgtgtgccg gttgagcatt gtgattataa gaggaataat
  1212241 tgagaagaag agggcgttca aaaagaacgc cctcctctta ttttataaaa accaaaacta
  1212301 acaagtgtag aaatacaaga gaacagcagt gccacactag aaaacgcaat gaggtacata
  1212361 ttatacttca tcaattttcc aattagttgg ttgctatcat actgaaacag tcccgctatg
  1212421 atgttgaata aaaataacac gataaacatg acgatgacac cgtctattga tcctttaatg
  1212481 tctggtttac ttaaagcgat atgggcagaa atacaaatgg cgataaataa aaatagccaa
  1212541 aaggaaggat tcaataagtt acctattgta aataagcttt tcaataatac gaaagtcgat
  1212601 aagagcatgt tttgcaacat ttctaaatta atagaagtag tagcgattgt tttttcgaga
  1212661 gcggtattaa ataagaaata tgaatctggt acgaaatagc gcattaaaag gattaatgcg
  1212721 gtaataccag aaataatagg cccgatgccg ataaagaagt tcccaattcg ttgatataca
  1212781 cttttttgat tgtattgatg ttgtacgtag cctaaagcgc cctgacttgt atctgttggg
  1212841 aaaaactgcg ttgctacaat tttatgacga aatagtacac acataatggc atgtccaagt
  1212901 tcgtgaatcg gaacaccgat ccaagctgtt aaaaggaagc cttttcttcc aaaagctctc
  1212961 gaccaataca ttcgtgtgag agattctaaa tagcctaata gaaatccaat tacaatgata
  1213021 acgccaatta aggaaaataa ttggattacg cttgtaagga gtatttgaaa aattgagttt
  1213081 accaattcca ttgccagtca tccaatctgt tagaaacatt atttattctg tttcataata
  1213141 gcattttttt caagattgct agcacatata ttttctttcg gaaggaggat ttcagaatct
  1213201 ttttcttgta gtcatgtttt atgtacaaag tcatatattg aatttgtaac accctatatg
  1213261 gtatctgctt aaggggggaa tgcgagaatg aaatgtctgg cgtgtcatac agaaaatgca
  1213321 acagaggcaa agttttgcgg gaattgtgga cattcgttga cggagggggc agtagcgagt
  1213381 agttcacagg aagaaggtga gcaacaagta cgcgtagaac aagcgaagga aactcgtccg
  1213441 aatgaaacgg tagagaaagc gaagcgattt gcgagtgggt attttcagtt ttttaaacat
  1213501 gctttcaaag caccaacagc gattatgaaa agcggcaagg ttgaagtacg aaatggaatt
  1213561 gtaagtcttg ttcttatttg ttttttagga gcatgtattt tttatagaat gatgagtgct
  1213621 ggggcagcac ttacgagaac attagcgcca gatttatcta ctccttcttt ctttggagac
  1213681 tctataacgg tctttttatt tttactaatt ttaactttat ttgtcggatt tattattttt
  1213741 gtaagtggaa agatgatgaa atcttcattt tcatttcttg aagtattcgg tgtgtgggga
  1213801 acgatagcga cgccagctat tgctatatta gttctttctt ttctgtttag ctttttatta
  1213861 atctttttct taccaatctt attagggctg gctacaacgt atatgtcaat tagtataatt
  1213921 gtcgctatag taaagctaga taacggcgga ttagacctta tttatacact tcttatcgca
  1213981 aatgttttaa ttggaattgc aacattcatt gtactgtggt cttacattag cacgataatt
  1214041 caaaccttta cacagggatt cactggcttc taacgaaaag gtggttgaat gtatgtacaa
  1214101 agtatggaac ttagtttgaa gatggtttgc aattttatca aaaccttggt atgtaatata
  1214161 atggcttcat ctttcctgat agtgatatcc gaaaattaac gagtggggac ttaacatatt
  1214221 tatcgaaaga ataattgaaa atagagagaa acgaaatata cgcaaggcat agacatattt
  1214281 ttcaaaacag tctcggtata gagaaaatcc gtattagaca ggaaagctaa cggctattga
  1214341 atcttataat gtggaactca ttaaataaag agaatagaac acgtgaaaaa ggtacagtgc
  1214401 gtaactgtac cttttttatg gttatttatc tgaaccagga tcccttgaga aaaagatgtg
  1214461 aaagagaaat gtgactttac tggatcctcc tgatgtacta gcttgtatat gtgataaagg
  1214521 accagacgtt aatgctgcct cggaatgggg tggtacgact attttgagcg catgatctga
  1214581 ttctggtgaa gcagtaacag taattgtatc atcagagaag tttataattt taacagaacc
  1214641 gactggaaag atggacttgc cagcatgtga tgctgaagcg aattgggtag ctttccaaat
  1214701 atcttgcgca aatgtatcat cgttagatag ccaagcacga gcgctatata ttgttgcatt
  1214761 aatggaaaat tcttggtcaa gtgagacggc gggtttcggt tcttttggtt cttgcggttc
  1214821 atctggaaga tgggcgagaa ggccggcgca catatatttc acctactttc aatagtaact
  1214881 gttatagcat attaaacatg ttgtttataa ggcacgacgg ttacctattc acgtataggt
  1214941 ttgtgcacta aatttgaaga tgaaattctc tttctttaca atagaagtag gtgttatttc
  1215001 tataaaatat ggaaaacgta aagagtatgt aaaaaagaag gagtggtaaa gtgaactatg
  1215061 tcattattgg cggagatgca gctggtatga gtgcagctat gcaaattgtt agaaacgatg
  1215121 aaaatgcaaa tgttgtgacg ctagaaaaag gtgaaattta ttcgtatgcg cagtgtgggt
  1215181 taccgtatgt cattagtggt gctatcgctt caacggaaaa gttaatcgcg cgtaatgtaa
  1215241 agacgtttcg tgataaatac ggaattgatg cgaaagtacg acatgaagta acgaaagtag
  1215301 atacggaaaa gaaaatagta tacgcagagc atacgaagac gaaagatgtt tttgaatttt
  1215361 cgtatgaccg tttattaatt gcgaccggag tacgtcctgt tatgccagaa tgggaagggc
  1215421 gagatttaca aggcgttcat cttttaaaaa caatcccaga tgctgagcgc atattaaaaa
  1215481 cactagaaac gaataaagtt gaggatgtaa ctattattgg cggtggtgca attgggctgg
  1215541 aaatggcaga aacattcgtc gaacttggta agaaagtaag aatgattgag cgaaatgatc
  1215601 atatcggtac gatttatgat ggggatatgg cggagtatat atataaagag gcagataaac
  1215661 atcatattga aattttaacg aatgaaaatg taaaagcgtt taaagggaat gaacgagtag
  1215721 aagcagttga aacggataaa ggtacgtata aagcggatct tgttttagta tctgtcggag
  1215781 tgaagccgaa tactgatttt cttgaaggaa cgaatatacg tacaaatcat aaaggggcaa
  1215841 tcgaggtaaa tgcatatatg caaacgaatg tgcaagacgt atatgcagct ggtgattgtg
  1215901 cgacacatta tcacgtgata aaagaaattc atgatcatat tccaattgga acaactgcaa
  1215961 ataaacaagg gcgacttgct ggactgaata tgctagataa acgaagagct tttaaaggaa
  1216021 cgttaggtac aggcattatt aaatttatga atttgacgct cgcaagaaca ggcttaaatg
  1216081 aaaaagaagc aaaaggacta catatcccgt ataaaacagt caaagtagat tcgactaata
  1216141 tggcgggcta ttatccaaat gcgaaaccac tttacttgaa attactatac cgttctgaca
  1216201 cgaaacaatt attaggtgga caagtaattg gagaagaagg tgtagataaa cggattgatg
  1216261 taatcgcaat ggcactcttc aataaaatga gcattcacga tttagaagat gtggacttaa
  1216321 gttatgcacc accatataac agcgtttggg atccaattca gcaagcggca aggcgagcgg
  1216381 aatagcactt tttaagtgct atttttttcg ttaaagggta atcatcattt ttgtagaatg
  1216441 aagagggttg ggaaatagtt acatataggg aaggggatca ttaaaaatgt ttataacact
  1216501 tcaagcggtt caagaatcag aaaaagagat attacgtaat ttgtacgcac tatatcttca
  1216561 tgacctctct acattcactc cacatataac gattggggca aatggatttt ttgaattcga
  1216621 agatttgcat atgttttggg taaatgatgg aattactccg tattttatta aaggtgataa
  1216681 tgatattgta ggatttttat tgctactgga acgtccattc ttaaagaagg aaaatgactt
  1216741 tagtattcat gacattttca tattgaatca atacaagggg aaaggaatcg gtaaacaagt
  1216801 tattaagaat gtactaaaag agaaacgagg gcaatatttc gttatcgaac ttgtgaaaaa
  1216861 tgtaccagct gtttcttttt ggaagaaagt atatagggag ctaaacatcg aatttgatga
  1216921 gaaaatacag ttaatcgacg atgaagaatg cctcgtgcaa atgtttaaaa tacaatgaga
  1216981 ttggtgctcc tagtatatta ctttgaaatt taactttatt ttgaatatac cgttcaccct
  1217041 tgaaaacata gtacgtatcg cttatattgt catatagtat ttagttttta aacaaagcaa
  1217101 tgaacgaacc agggggcaca gtatggcaat taacatgaaa acaatcgaag aatggattgc
  1217161 tgaatcaaac gcaagacatg aagaagactt tggaaacgtt gttgaagaga tgaaagaagt
  1217221 atgcattgga cttgataatg cgacattaat ttatacgaaa aacgtatttt gtttcggtaa
  1217281 gaaagtagaa gtattgttct tcttccaaga ccatgtcgtg atcggacaag aaaaaaacga
  1217341 atatgttgag attgaaaaat taaagtatga tgccattaca catagtaact taaaaacaaa
  1217401 cgataaaaat acaacgttag aattaaagtt tgctaacgga caatctatca atttagatag
  1217461 tttaaatgat aactacggta cgaaaaactg gttatttgcg agacaaatta agagtatttt
  1217521 taaattaatc tagtaaaaaa agcacgccga tgagcggcgt gcttctaatt acgtaaatcc
  1217581 ccttttaacc aattccgcgc tcgatacgct ccaacaggaa tttgaataag tgacgtttca
  1217641 tttccagcat ctatcccgta taactgatca catgaatttg tatcaaaact aagtaacgga
  1217701 tgcccgccca tccccattgc ggtcgctgca aaaacgagtt tgtgaacgag tatacctgct
  1217761 tccatttgat gaatacggta ccctctatag cctaatgcat ttgtatagta atctttcttt
  1217821 ccgactacat gtaagcaaag tggtacttga aaaaggttta tgttatccat cgtcatacta
  1217881 gattgaaggg gataacgaag gtctccgtac cgaattggct ggatggaatg agttttactg
  1217941 ttataagcgt aagcaccgtt ttttatatct tttacgttat agaaacatcc atataatgag
  1218001 acgcgcgcat tttcatttac atacgtacca tcaaggtcgt tggaataagg gaaggagaga
  1218061 ctcgcttctt gtagtaaagt agcgagctcg gccgcatccc atttcgttaa aataaagtca
  1218121 gcatcagggg aataccgttt tctgcaaagt tgtaagaaat cataagataa acgctctact
  1218181 ttcggcagtt gtacagcatg cgcatgatgt tgatagtact cttcatgagc tagtgtttgg
  1218241 aactgtgctg tcgattcaat catagaggct tcatttattt ttgttatcat cggatattca
  1218301 tttacatatt ttgagcgaac gaaatgttca tgtgctaaag gcggaatttg ttgtaacaac
  1218361 tcatgagaag taactgtttt aatttcacgg taatcattgt gaaaccaatt aaattgcggt
  1218421 tctgtactga aaggaacgac agcatacacg ctttcttctc cttctgacag tccgagtaaa
  1218481 tgattaattg cacggtctag aaattgaaaa tatacgccat ttgtgtagcc gaattgtttg
  1218541 gcacattcaa gtaattggcc gatgagaaca ccactatcta atccttgaag acgatatgaa
  1218601 aaattattgt atttaaagaa gtttttccaa aacatggtgg atacgaatgc agcaccaaaa
  1218661 caagattgta tgttacaacg attgccgagt gcttctgtaa tataagaatc gaaatttcct
  1218721 tcgcgaagta agataagtcg gtgatgcgcg gcgtcgtaat ggtaaatgcc gtctggataa
  1218781 tcgtcaattt ttaaatatat atacaattca tttggatata aagcgccgcc ggaagggata
  1218841 gatcttcgaa ataaaatttt ctcgctattt agctgacata actgggttaa accaaatgaa
  1218901 caccaaagat aatgaccaat ttcatctaaa gtaggtgtag tagaagagtt aggtaaagat
  1218961 aatgggattt ctaaagagag agggataata ggtaagtttc gatataattt ataaggaagc
  1219021 ggtgcatctt cccagtctat ttcatgattt ggcataattt catcgataga gaaatggaga
  1219081 tgatgtaaaa aagtatctag ttgcatgaaa tcccctcctt tactatggaa acgggtgcgg
  1219141 atgtggattt aattgttcag tcgttaaagg ttcgtctgta tatccaagtg tcatcggtac
  1219201 ggtatacact cgatctagcc ctgtaagtcg agtgagatgg tgaccaaatg tcatcggtag
  1219261 catacctgga ataatgactt ttacacaatg taatccgttt ttttctataa gaggtactgt
  1219321 ttgatcgaca actattactt caagtccaga ttgccctaga cggtttaaaa gttgatgaag
  1219381 atcggatgtt aaatctagat caactgattg taatgcattc atttcttgga acgtttgcac
  1219441 cggggcatcc ccgcgtaaaa gaaagtgaag acgttcttct gcttctttca atccatacag
  1219501 catactatgg tcttccattt tatttacgag ataagggtct tgtaagcagt tttcatagta
  1219561 ctctcttttt tcctcaagtt catcatctgt tataagtaac atgcctgcta tttcgtgaat
  1219621 ggcactcttt aaagcacgga ctggatccaa atgagagcct ccagcacaaa cgacattcat
  1219681 tccattttca cgcgtatttt ttgcaattac ccataagctc gggatgccgt gttccatcgt
  1219741 tgcgttaaat gcatgtaatt cataaccagt aatcgtgtat agccgctgaa tcattaattg
  1219801 taattctgta tcatgtgctg aactaagatc aaggcgggga agaggtaatt cagcatacca
  1219861 agtgagcaaa aaggcgtcac gctctacaat ttctaaaatg ccgtgaaaaa ttgcttcttc
  1219921 taaactacca ccaatggcac atccatttga tgtttcatat acgcaagcat ctcgatgacc
  1219981 gaggctataa taagcgattg attcaggaac taaaattggc cggttttgtg atagtgaata
  1220041 tccccatacc cagttttgtt catagtcagg atcaaacggt ttaaatggaa aaccatcacg
  1220101 attataatgt tcatttgtat gtacaccgag cgtaagggga ttcagcgcgt ggttctctac
  1220161 atcatgaaaa ctaccataca catttgtctt tttccctcga ggtgacatac cacaatatcg
  1220221 ttctaaacct tctaaaatag cagttgtttc actgattgca aatgaatgag ttcgccctgc
  1220281 aaccccttca tttccaaaca ttaatggcat gtttataata acgtcagcaa atggtaataa
  1220341 agaatgctgc atttttccat tcaacatacc gactcggtaa tctaaatagt ctttcgttaa
  1220401 aaatgtgttt agttcatgaa tggaacgaca gcgatatgtt gcatcacttg tttttaagct
  1220461 cggttgtaat gaaatcgctg ctgcatctgc cgtgtcatca ggtaaattac tacatacagg
  1220521 gcagattgga tctggaagaa aagaatgccg cgtacattgc agtgtttgta agtttagtaa
  1220581 aatgagttca ttttctaaag aaggatgatt atgagttaat attttctctg tttctgcgca
  1220641 aatcagatgg cacatttgca gaatgccatt ttgggtggca cgtacatcac gcctcgttac
  1220701 gttttcttct tttaccgcat attttcgttg taattcccac atttcttttt gatcaaatcc
  1220761 agcgataaag cgtcgtccat cggcacaatg agtacatccg gctgcaggag ggtgaatata
  1220821 aggcccgata atcccttcac caaatgaagt aaaaccacgt agccacggaa tatgatttga
  1220881 ccggaaagtt agctcagcgt catgatgaat agtagaaggg gagccgtcgt gtaatacgag
  1220941 agcgaggtcg atattttcag ggagttcgtc tgcaattgta tgttggcgaa tgatggaata
  1221001 ttgtttgtat aattgatcat gtacatagtc tgcaagaatg ccatccccta taagtaatat
  1221061 attttgagtc atagaccgtc ctcctttgca attaataccc cgtacacacc atctaagttt
  1221121 tctttcaaaa atgattcaat tgccaaatca aacacgaatg gataaaaatg atgttcttct
  1221181 aaatgttgca aggcaagctg tacagattgc gtacttggaa tttcttcttc tgcttgtatt
  1221241 tctaacctaa aagaatccgt gtcatataaa ataatagagg attctggcaa gatattagct
  1221301 ctgtatggag tctcttcatt ttgaatatga agaagggata gttgtagggc gcttcgtaac
  1221361 gctaacgttg tattaatatt agatgcgccg taccatcgat catttatacc gacccaaacg
  1221421 actggaaagc tgagaatctc ttcacttact gctattttag gtgcttcatg aatggtagcg
  1221481 agggcatcgt aataaaatct acaattttta tcatgaatgt ccgttaagtc gaccgtcgta
  1221541 atttcttcta gcatatgtga ttgtcgttca tacaatttat tatttaaatg ttgttgtagt
  1221601 gcccgatata caccctctgt catcgtttct ccagcgccaa taccgatatc attatgttca
  1221661 gggataaggc ggtgcataat ttctgctacg tatgtttcga ttcctactaa accagcttct
  1221721 cggcgcgctt cgttatgagt taaaccactg caagttataa gaggcaggag ggaagctgga
  1221781 ccatctgata gaggtgtagc tacttgaata tggcattgtg ataacggtaa ttgatgtaaa
  1221841 tcttgttcat cccatacatg gaatatacca gtttctttag aagttaatga atcgaaaaaa
  1221901 cggaataaat cagttgaggt atgttggtta gaccgatgct caagtttttc agaaaggttt
  1221961 tctatcgtat caattgtaaa actttcatca gtggcgagag gatgttttat aaaaggatgc
  1222021 catgttcctt caagtgtttc ataatttaat aaaaagaatt gtggattctt ttctcgatgt
  1222081 gaatcatcag caacatgttt aaataattca aaaacgatta tatttgctag cattgcggat
  1222141 gtaataggag agaaggcggc tgatgaattt tcattttgta aagtcgtttc atgtagccga
  1222201 tgccatgcgg actcccagca ttcttcacga ttagttgtta cgacaggacc agctaaacca
  1222261 actgttgata aacagacagc aggtatgaag ttctttccta tttccttgca aatcgcatga
  1222321 actgctctta gtccttcgat atctccgttt tgcgaaacgt ataaaaccca gtcgaaaggc
  1222381 tcgaacactt catgcagggg acgatcaatt gttgtatcta tttcttgaac aagtacagca
  1222441 tcatctactt catgcgcaag ttctactagc tcgtgaatac ggtcgtaatt cgtttcttca
  1222501 taatctgtca caaggtaatg aaaggtaggt aatccggatt ctaataaaga agaaactaag
  1222561 gaagtgagca tatctccaga gccgattata agtacatttg cattgcggta cgtttcgaat
  1222621 tttaaagcgc ctgaatgaga atctgcttct agaaattcaa tttgcgaagc atatctatca
  1222681 agtaacgcac tgtttaattc atgaggtgca tcttgactta catcacggac aaacccattt
  1222741 gtatataaaa tctctccaat ttcaaataca cgattttgat aggggagagg gagaccatcc
  1222801 gttatttctg ctaaagaata attaccgtta aacattggca ttaatttttc aatccagtta
  1222861 taaattccgt caccgtccat acgaaatgaa ctggcgttat ttcgaaaata gacacccccg
  1222921 tttgagtcgg ggaggaagaa agtatcttta tttgctttta gttttgcatg tgctggaagg
  1222981 ttactcattt taatcctcct tacgttttag gcatacatta ttaccttatg tcatgcgatt
  1223041 tgtcccgtat gaatgcaata aaaaaagctg tagaacgata tattctacag cctgtaatag
  1223101 attatgaatc tatcaacctt ctaataataa tgattttgga tcttcaagca tatctttaac
  1223161 agcaacaagg aagctaactg cttctttacc atcaacaata cggtgatcgt aagataaagc
  1223221 gatgtacatc attgggcggt tttccatacg ttcgttatcg attgcaactg gacgtacttg
  1223281 gattttgtgc attcctaaaa taccaacttg tgggctgttt aggatcggtg ttgacattag
  1223341 agaaccgaac acaccaccgt ttgtaattgt aaatgtacca ccttgtagtt cttttaatga
  1223401 aagtttgtta tcacgtgctt ttttacctaa ttcacgaatt tcgctttcga tttcagcgaa
  1223461 gtttaattgg ttcgcatcgc gtacaactgg aacaactaat ccatctggag ctgctactgc
  1223521 aataccgata tcatagaatt ttttaatgat aagctcgtcg ccttgaattt cagcatttaa
  1223581 taatgggaat tgttttaatg ctgcaacaac tgcttttgtg aagaatgaca tgaaaccaag
  1223641 acgtacatca tgttttttct cgaaagcatc tttacgctct ttacgtaatt ccatgattgc
  1223701 agtcatatca acttcgttaa atgttgttaa cattgcagat gtttgttgaa cttctacaag
  1223761 acgttttgca attgtttgac ggcggcggga cattttcacg cgctcaactg gtttttcgaa
  1223821 ttcagttttt gcaactggag caggagctgg actttttgga gcagctggtg cttcttttgg
  1223881 tgctgcagca tgagcttgta catcgtgtgg tctcacacgg ccaagtggat ctgtgctacg
  1223941 tacgtcgttt aagtcgattc ctaattcacg agccattttt ctagcagctg gtgatgcgat
  1224001 aggacggttt gtatttggta aaccttgtag agttgcagtt tgttcagcac ttggtgccgc
  1224061 agcttttggt gcttcagctg tttcttgttt cgattgctca gccggtgcag gtgtacttac
  1224121 tgcaactggt gctccgtttg cgtctaaaat tgcgatagtt gcgccaactt caactgtatc
  1224181 cccaggttcg cctagtaact tcgatacaat acctgaatct tctgcaatga tttctacatt
  1224241 gactttatca gtttcaagct caacaacgct gccacctttc tcaactttgt cgcctacgtt
  1224301 gagaagccat tgtgagatag ttccttcagt aatagattct gcaagctcag gtactttaat
  1224361 ttcgatcatt ttaaatgtcc tccccttatt tgcctaacgg tgtgtttttt cttcttttgt
  1224421 cttcggtaat ctccatttgt tttagcctga ccttgggcag aatatctgcc caaagaacaa
  1224481 gctagaaatc tttattgtta ctttttagtt gctgaaaact tcaatttcta gtttatcttg
  1224541 acggaagtta tactttacat ctaaagcgtg tgaaacaatc agttcttgct cagctttgtg
  1224601 agcgaatgga tcgccgccag atgggctaga gcgatctgga cgtccgatgt aacctgtttt
  1224661 cactttatct ccagctagtt cgaacagaat tggagccatg taatgccatg cgcccatatt
  1224721 acgaggctct tcttgaaccc aaataatttc ttctaagttt ttaaagcgtt taataataga
  1224781 ttgaactttt tcagcaggga atgggtacaa ctgttcaata cgaacgatat gaatttcatc
  1224841 taagttgtac tcatgcctac cagactcgat ttctgctgct aagtcaatcg ccattttacc
  1224901 tgtacttaaa acaagacgtt ttactttgtt tggttttgta ccaaggtttt cttgttctaa
  1224961 agcaggttgg aaacgtcctt cgcttaactg attagcagtt gaaagcgtaa gtgggtgacg
  1225021 taataaactt ttcggcgtca tcaatactaa tggtcgaaca gcttctgttc ctaagataga
  1225081 tgcttgacga cgcaggatat ggaagtattg tgccgcgctc gttaagtttg caactgtcca
  1225141 gttgttctca gcagctaact gtaagaaacg ttcaggacgc gcactagagt gctctggtcc
  1225201 ttgaccttca taaccgtgtg gtaatagaag aactaaacca gatttttgac cccattttgc
  1225261 tcttccagct gaaacatatt gatcaaataa tgcttgcgca gtatttgaga agtcaccata
  1225321 ttgcgcttcc cacataacaa gcgtttccgg agcgaatacg ttataaccat actcgtaacc
  1225381 aacaacagca gcttctgata acggactgtt atgaacagag aatgaagcgt tgatatttgg
  1225441 taagcgatgt aatggtgaat atgtttcatt tgtgtcagta tcatgtaata cgatgtgacg
  1225501 gtgcgcgaat gtaccacgct gtgaatcttg accagttaaa cgaattggcg taccttcttg
  1225561 taaaatagaa gcgaatgcta atgactcagc aagtgcccat tcaattttac cgttctcttc
  1225621 aagagcatct ttacggcgct caagaatttt cttcactttc ggatatacgt taaagccttc
  1225681 tggccaagat agtagacctt cattaattgc acgaagtgag tcaagctcaa caccagtatc
  1225741 aattggctga ataccttttg caacaacatc tggcacttta acgtgaattg ttgcatcgct
  1225801 cgtatcagct ggcggtactt gtgcatagtc agattttaat tgctcttgcg taaattgtgt
  1225861 aattgtttca atttcatctg catttagaac accagcagct tgtaattgat ctgcataaat
  1225921 tgctcttaca gttgggtgat ttttaatctt tttgtacact tgtggttgtg taactgctgg
  1225981 atcatccatt tcgttatgac cgtagcggcg gtaaccaatt aaatcgatta ggaaatcttt
  1226041 tttgaacagc atgcgatatt gaatcgcaag gttagcagca gcaagacaag cttctggatc
  1226101 atcagcgttc acgtgaacaa tcggaatatc gaaacctttt gcaaggtcac ttgaatattt
  1226161 cgtagaacga gagtcatagc tatcagtcgt aaaaccaact gcattgtttg cgataacatg
  1226221 aattgttccg cccgtttgat acgcgttcaa tctgcttaag ttcaatgtct cagatacaat
  1226281 accttgacca gggaatgcag catcaccatg aactaaaatt acgaatgatt ttgaagtatc
  1226341 ttgttctgga agaccagatt ttttacggtt ttcttgagcc gcacgtgcga aaccttccac
  1226401 aacgggatta acgaactcaa ggtgacttgg gttatttgct aatgtaacgc gagtgctaac
  1226461 ttcttcgtta ctaacgactt gttctctacc taaatggtat ttcacgtcgc cagtccagcc
  1226521 agaatttgcc actgcgcctt ctatttttgc atgtttgaac tcagcaaaca tgtgactata
  1226581 tggtttttct aatacgtgag caagtacgct tagacgaccg cggtgagcca taccaatcat
  1226641 gacatcttct acgccgtttt tagctccttc tagcacaatt tcatctagaa caggtacaag
  1226701 catatcaacg ccctcgatag agaaacgctt ttgcccaacg aatgttttat gcaagaattg
  1226761 ctcgaaacct tcaacagctg ttaaacgttt taaaagagca gttcgttttt tatttgatag
  1226821 tggttgacgc aatgaatttg attccaccat ttgatgcaac cacgcgcgtt cttcactatc
  1226881 ttgtatatga gaaaattcat aagctaaaga ttgtgtatac acttctttta atctatgaat
  1226941 tacatcaagt gcagtgtgaa taccttctgg tgcatcttgc catactgttt tcgctggaat
  1227001 cgctttcaaa tcagcatcgc tcagttcgtt cattgctttc tcaagaagag attgtccatt
  1227061 tgcagcatcc tccatcggat tgatgtgagc caacgtatgc ccgaaagaac gaatctgttc
  1227121 aacaagttga acgactttaa gaatcttttc aatgttacct gtgttttgag gagaaaaatg
  1227181 tgttgctgtg ttgtcccctg ttacgacatc atcttgaaac gaaggagctc caaaaatttc
  1227241 aaaaagctct tgtaattccg gatcaacaga acctgctcca gttacgtaaa gatcatactg
  1227301 ttcaataaca taaccaaggt tcggaccgtg gaacttggcc caagggtttg tcgttgtatt
  1227361 cttcctcgtc atttgtttaa acctcccaat gcatataatc ctttttccat acaaaaaggt
  1227421 gcattttgct cttttcaata attgatgaac caataatcaa tgtaaatgtt tttctttact
  1227481 cttatgttat tacaataatt tacataatac caaacactat tacttatctg ttttgtaaaa
  1227541 aaacattcac aataacttat cacccaagtt aatctttcat gttataaagt aattttacag
  1227601 aaaaataggg tggatatatt tggtatacct atacgaataa ctaaaattgt tgcatgtaaa
  1227661 tataagtata atagttagaa tgtttcgata aaaataagtt cgaattatgt atattgaaat
  1227721 aataagcgct ttcattgata ttatacaaca atataacgga atatagtata aaaaataaaa
  1227781 aattatgaat ttatcgtaaa ctttatttag atagtgttaa atattgaaag gaaagtgaag
  1227841 gatttctaca aaaaaagttg ctaaacataa aaaatgcttc ataaacagtt agtttctata
  1227901 aatatgccga aaaacaccgt aaaaccaata acacattttg cggaataaag ggataaatga
  1227961 aatattttaa aaggataaaa caaatatgga gatattaaat tttaaaaaaa gagaggtgga
  1228021 gatatagtaa cggttagttc cattgttcca tgtttcgctt taaaatagac gtgccgaaat
  1228081 tgaaaaagtt tcttctatat aaatagagtg aaacaaacta aagtatatgt aaagggaact
  1228141 tgatgtaaag gttactttac atatatactc ggtgtaaggg aggagggaga aatttccttg
  1228201 gaaaataaaa tggtcgaata ccgaaaaaaa tttggactat ctcaagaaaa attggctgag
  1228261 aaacttggcg tttccagaca aaccatcatt tcaattgaaa aaggaaaata cgatccatca
  1228321 cttccgttag catttgaaat agcaaaaaca tttcagacaa cgatagaaca tgtatttatt
  1228381 tatgaaggaa aagaagggga ggagtaaaga tgaactattc acaaaagtac ttcgtaatta
  1228441 tggggattat ttttctattt atgagtggat ttatgatact aacaggtata atgacgcatt
  1228501 ctgcaccgcc agctataacg tatccattgc ttgggatgat gattatgagt ttttgcctaa
  1228561 gttacctgca cccacaattt aaagaaaaag acgaacgaat gaaactcatt cgttataaag
  1228621 gaatgttcgt gacctttttt gcattaacag catattatct tcttttctct atcggcttaa
  1228681 acttaaaaat acttacacta tctgctactg aactattgaa tatacttatg gcacttacga
  1228741 tgagtaccgt ctttatctca tttgttgttt ttgcaaaaag atattaagat ggaaaagaga
  1228801 aaggaagatt aacatatgca aatgatgtat gcttttggca ttgggcttgt attattttta
  1228861 gccgtattct tatttattcg taaagacgtg caaggtggga cgttaacgaa aagaggcttt
  1228921 tataaaatga tcggctgttt agttgttatg tttatagcaa ttatcgtaat gatcgtttta
  1228981 ataaatcggt cactatagaa tgtaaaaatg taaccttact tgagtaaggt ttttctttat
  1229041 agtttaaaat ccgaaaattc ccattaaatc catttaccac atataatgga tattatataa
  1229101 tttaataaaa tgatggatag ggagaatagt atatgaataa aaaaactatc ttctttttat
  1229161 taacatgtct actacttgta gctagtacta cttatataat atgtaacaaa cgagaacaag
  1229221 tgccacctat gttagtatgg gagggtcaag aatattatgt tacgaatgaa cctgccaaag
  1229281 cagaagaagt cgggcaaagg ctaggagaag taacaaagaa aattgaaaca agtgaaaaac
  1229341 ctattaaaaa tagtgagtcc aacatagtac aggaaaaaac agaagtattc acaatgatag
  1229401 aagaggaaaa aggtcctcac tcacctttaa tcataaagga gcctgatggt gaagaatata
  1229461 gaattgtgag ggcaatgtta aaagtattat aaagtgaaaa ggagattcct atgcagacag
  1229521 taacttcata tccatgatcg ttaagaaaaa tgtttgtttt tttcctttgc ttcattcttc
  1229581 caccaatcgg cgccatttat attttgagga atagagaagc actacaaaag agagacttca
  1229641 ttttatacgt attatttgct gctattaata tatcgctttg gttgtcactt atgatttttg
  1229701 atcggggcgt gtggctggtg tcggggcatt atgtgcttgg agcaattgtg attgtttttt
  1229761 cgaatataaa taagagataa cctagcaatc ttaaagttgc tgggttttat tttgctattt
  1229821 ataatgaaga aacatataaa tcaatatgta aagaaggaat ggtatagtat agataaaagt
  1229881 aacgtctgaa cggctagaac agactgcaaa gacagtaagt aacatcaggg gattgttaga
  1229941 atatttacat aatggcctat acaatcaaat taagaatatc gctacacaat ggaatggagc
  1230001 gagtagagaa caattttatc agagatttaa taaagtaaaa ccaaaaatgt ttactgtttt
  1230061 aatagaagct aaaaactaca atgttatgat atctagtggt agacgttcat taataaatat
  1230121 tgtagtaaaa cagtttgaag atagattgaa acatttgccc gaaggttcac atcagactgt
  1230181 cgtgatagat gtgagaggac cagatgaaac gggagaaata ttgaagcaaa taagagaaga
  1230241 aataaatcaa agaacatttg gacaggcaga aattattatt aaaaagataa aaaaagtagg
  1230301 ttatattaca gagttagcac gaatgcataa gttataattt caaagtgccg taagggtaat
  1230361 cctgaggaga aaaaagattt cgaagtttta agagtatata aaatatttat agttgcaata
  1230421 actctattgt ggtaaaatat tctatatata aatttaaaag gggaaaggct tatggattta
  1230481 ataaaaatta ctccagagcg tttggagcag tctgctaagt tggtacaaga tataagacaa
  1230541 actttagaca atatgcacaa agatctttat aatcaaacag aatacatagc gtctcagtgg
  1230601 acaggtgcaa caagtcaaaa tttctatcaa atgtttaatg aagctaaacc aaagattttt
  1230661 gaagttaata atctattgga taaaatttca gaaaaactca aacattctgc taagaaattc
  1230721 cgcgaagcag accaaacgga ttatatgtta gcaaaagcaa aatctcaaaa tgatgtggag
  1230781 tatttgcaag ggaaagcaga atacaaagaa ggagaccgat ttggtggaac gcttgaggga
  1230841 gcagtggtgg aagcaaagaa tagtgtaggg acaaatgggg aatttacaat gaaagcctta
  1230901 tctggaaaag tagatgtaaa tattccttat tcttttgatg ctgctaaaga tgatttattt
  1230961 gaagggaata ttattggtac aaagatggag ggttcagttt tagagaacga atatagcaca
  1231021 aaagttccta tacttacccc tacaggcttc gagatgaagg atattaaaat tactcaaaag
  1231081 tttggtgaag gaaactttgc gtatggtgtg gacgaatata cactaaaaaa tgcagcagaa
  1231141 gttactacaa ataagtatga agtagagatg gaactctttc atattccaga atttgttcct
  1231201 cttataggag ataaagatgt cgtcgtaaaa ggtgaattgg gtttggggac acttggttat
  1231261 gactttaaat taggaaaaga aacgggatta tatgttggag atggttatgg attaggtggt
  1231321 accattaaat ttgaggatta agagaggggc atattaatat gcaaccattt aaggctggaa
  1231381 aatatattac atatgttgca attgctatat tacttgtagt tgctattacg tctccttatg
  1231441 aattacctaa aaaagttggc tttattatag gtgttcttat tttaggagct tgtgcacttg
  1231501 gtactaataa aatgtacgaa cggatgtata gtaaatttta aaaaaaataa tgtataacat
  1231561 aagaggggga ataaataaat gaaactttta ccaatcggaa cagtagtgaa actagaaggt
  1231621 gtagaacctg tcattatgat aattggaaga atgattgtat cagcagataa acgtgatttt
  1231681 gattatgtgg gtgttcctta cccagttggc tatctaggtg atgaaaaagt gttatgtttt
  1231741 aatcacgata aaattgtaga ggaaatgcat agagggtata tgactgagag tgaattggtt
  1231801 ctacgtgaaa aattagtaga attgtaaaaa aagaaacgta aatcttaaag aaatgatagg
  1231861 agaaacaaaa tggggaagat aatgagaatc attgtaatca ttggcatcct tattcctcca
  1231921 gcgttgctgt ggagtgcacc tgatattcct ctaaatgtta aacttctgtt tacaggttta
  1231981 caactaactg taggattcat cgcagtagta gtgttagagg taatatttag aaatcggaaa
  1232041 aagaagaggg ccaaatagat ataaattgta tagaatgaca gatgaaaata ttggtagcta
  1232101 atcttctcaa taaaagaaat taacagaagc agggagaaat ccttgcttta tttttgtata
  1232161 gaattattaa gtagagtatc gttaaattag gatacctgag ggggataggg atctgagtta
  1232221 aagaaatagt agtcttaaga gttatctcac tgatttcaac gagtgtaaaa actataattt
  1232281 taattactat acaatcttaa gtagcatttt cttttcagtc ctttctcagc tttatggaaa
  1232341 caaaaagagg actccccctg agccagctag tttactgact agaagtagtc ctctgttaac
  1232401 ttgtggtgtc tgatggaggc ctccacagtt ttagcttgtg agaataccct ctcaatcctt
  1232461 gatactatta ggttttatga tcccggagag gctcgaactc acgacctcca ccctgtcaag
  1232521 gtggcgctct ccctgctgag ctacgggatc ttcaaaatgc ttatgtaaca gaatctttaa
  1232581 tcattatgtt aaagcaatta tacataatta actgaaattt tacaatattt ttatagtaat
  1232641 cttttgaaag gaaagaattt gggatcaagt tagtagtgta ttaaggaata tataagtaga
  1232701 gaatgtaatg aaaagtgggt tcaaatagag cggttatatt atttttttcg ataccaattc
  1232761 aaagggcttt catcactcaa atgaacaaga aaagggaata agaagtgtaa aggtaagctt
  1232821 aaaagttctg gcatagcgtt tacggttttc tttgataaat attgccttcc gaaacaatac
  1232881 ggacaatctt tttcaaatgc catgagtatc gaccatacat cttttacttt ccattttgtt
  1232941 ttacaatacg tacaacgcgc catgaaattc ctcctcgtta tagttgctac ctaatatatt
  1233001 ccattccatt gtaataaagt ctagtgtatt tggtgtggta aaatgtgatt tgtttgtgaa
  1233061 aagataataa agctattaca ttgcatcacc taaaacaagc ataaccccgt tatgaattta
  1233121 ggacgggggt gtgcttgctt aattttgaat atagtgtact gcattataaa tttaaggttt
  1233181 atgcaatgat cgtgcccgat cggtgagggc taattaaagt tctactttat gtctggttgt
  1233241 ttacacgttg cccatatagc ttcgcgttaa gtttgggaga acaatttttc cattcttact
  1233301 gtatttttcg aatagctctg ataggagaaa aataaagttt ttatactgtt cgtcattttc
  1233361 tttcggagca taagatgctg ataaattcct tcctaaaaag ctttcataat caaaaagtaa
  1233421 atcattttga tattctttaa actcatactt tccatcttta aagaagctgt taaatacttc
  1233481 tggagtttca tcaattccgc cgctaaagcc tttaaaggtt gggcaggttt tctggcaaat
  1233541 ttctgcgttc tctttaataa gtggactagt tacatctcta ctattccaaa caagagcaac
  1233601 atttgctttc tgttttaaaa ttcgttggca ttcgattttg aaagcctctt tatcaaacca
  1233661 atgaaatgct tgggcaacag tcactaaatc tacactattt tctttcaaag tggtattttc
  1233721 agcagttgct tttatagatt gaaaacgagg atatcgtttt aacgattgtt cggccatttt
  1233781 tctcatgtca tcatttggct caactccaat aacatgtaaa ccactgtcaa gcagctggcg
  1233841 gctaaatatc cctgtacctg aaccaatatc ggccacaatc tgattctcat ttagttcgtt
  1233901 agctgaaagc aaatactcaa tatattcatt gggataacta ggtcgatatt tcgcatatat
  1233961 atcggccttg tcagtaaaat tttctgttgt tttcaccgta ctaccttctt tccagcaata
  1234021 ttatgtatag aaataggaac caaatagtaa tttccgcatc agtctctaag tctacaacgt
  1234081 aaaagttcat ctaaatggag ctgccttagt gctcttattc aaattatact attttgcgtg
  1234141 atatcttcca aaagaccatg attttttatt catctaaatg gtttaattgt tgaataatat
  1234201 gaccatttgt atatggaatg agaggtatgt aggataagcg atttccattt tcaatatcta
  1234261 aattggccaa tatatccttt ttacaattta cttaaaatca tgtataacag agatacaaga
  1234321 ttattttata aatattcaaa agtaaaggga gaattatcgt aatggtaagg aaaacgttca
  1234381 agatgcgcgt atctaaaaat agaacgattt caattaatgg ctcaattctt gatgtggatg
  1234441 ttacacatga tgagtttttg caagagtttg ttgagtgggt cgattctaaa ggttggtcgt
  1234501 ttatggggat gaccgatgag attacacctg aggaagctag tcaaaattta atagattcat
  1234561 tgattgatga gaaggataag aaagaataat tctttcttat tttttattgt atatttatgt
  1234621 tcttcatcgt aaaagtatga tatagtaaaa aacagtgaat gttcttccaa tttaatacaa
  1234681 attacatata gattggtaga tgcagttttt aagctgtgag agtatagtga aaagggagag
  1234741 tcatatggta aattttaaga aaatttcggc ttttattacc gttattggtt tatttttttt
  1234801 gacacctatg acgttacgtg ctgagacgaa tattggggtg aacccagaac aagtggcacc
  1234861 accacctaag gaagggccaa atgtttttag tcagtttgca actacaattg atgcgaaaac
  1234921 tggagatatt ttgtatgata aaaacgcaca tcaccgtgca tttccggcta gtatgacgaa
  1234981 agtgttaacg gcgattttac ttatggaaca tacgaagcca gaggatcaat ttacattttc
  1235041 acaattagca ttagatcaag agaagagtaa ttatcaaatt gagtttcaac ctggtgagac
  1235101 gattaataga aatactgcac ttatgatttt aatggtgctt agtgcaaatg atgtgtcgta
  1235161 tgcgattgcg gagcgtattg gcggaagtgt tgagaatttc gctaatatga tgaatgagag
  1235221 agcgaagcaa ttaggcgcta ccgacagtca ttttgtaaca ccaaacggat tgcatgatcc
  1235281 gaatcattat actacgccat atgatatggc tatgattacg agaggtgtgc aaaagtatcc
  1235341 tgaaatttta caagcgatga atacgaaaag aacaacagtt acgacatcta ggcagacggt
  1235401 gtctattttt aataaatcta cttattttga aaatccattt agtattggtg gtaagacagg
  1235461 ttttacaaat gaagcgcgca atacactcgt tttattaaat gagaaggatg gaaatcgtat
  1235521 tataaacgta gtaatggctt ctcaaagacc tgaaatttat gaagatttaa agcagatggc
  1235581 ggactattct ttcggtcaat ttgtgaagca aactgtactg gataaacata gttggcatca
  1235641 aaagacaacg tatttaaata aagatattga tagtgagctt gaaaaaagtg cagaactaat
  1235701 gcttaagaaa gatgaagtga aaaatgtgaa gacgacgttc cgggcggctt cattagataa
  1235761 agattcttta tatcataaag gaattcatcg tggtgaagta gttggtgcag ttgatattac
  1235821 gaaaaataat caaacaattg cgacggtaaa tgttctttct aaagaagacg ttacttttgc
  1235881 gatgcctaaa aaagatacga tcgagcctga agtaaacgaa tcaaacgtga aaataataag
  1235941 cattggaata ggtgctgcca tattatttgg agccatttta tttgtagtgc tacgccgaaa
  1236001 tacaaaagga atgaaatcag aagaaaaata aattactagt ttaaaaggac tgtgaagaga
  1236061 cttcttcaca gtcctttttt tatattaaaa ataactaata attgtaaatt ttcttattgc
  1236121 atttctaatg tgttcgttat attatttagt tgtgttctcg ttaaagaacg aaactgaata
  1236181 ttgcatactt caaataatat aaaacaacgg agagggagag aaacgatgaa attaatttgg
  1236241 aaggtgatta gcaacgttat ctcatttgtt ttatttgcgt taatggtttg cttagctttt
  1236301 gtagttattt cttcaaaagc gagcggtggt gatccaacgg tgatgggata tcaatttaag
  1236361 agcgttcttt caggatcgat ggaaccaaca tttttaacag gatcaatcat tgcgatagag
  1236421 ccgacgaaag atggttctaa atatcaaaaa ggtgatgtta ttacttttaa agagaaagat
  1236481 gaaaaaatta tcactcaccg tattatcggt gtaaaagata caaatggaaa agtaatgtat
  1236541 gaaacaaaag gagacaacaa caacgggcca gatttagaac cggtacttgc ggagaatgtt
  1236601 attgggaaat atgcagatat tacagttcct tatgcagggt atgcattaaa ttatgcgaat
  1236661 tcaaaagcgg gagcagcttt gcttcttatt attccaggag tctttttact aggttattcc
  1236721 gctattacta tttttagtgc gattcgtagc attgatggag aaaagaaaga gaaaaaagta
  1236781 gaacaatccg tctagtttgt ttggttatac tttccgatta ggaagttgac aaatatatag
  1236841 attaagggga tatggacatg actttaaaga aaaaattagg aatgggtatc gcatcagcag
  1236901 tattaggggc tgcattagtt ggcggaggaa catttgcatt tttcagtgat aaagaagtgt
  1236961 caaacaatac atttgcgact ggtacgcttg atttagcatt aaatccatca acagttgtta
  1237021 atgtatcgaa tttaaaacct ggtgatacag ttgaaaaaga atttaaatta gaaaataaag
  1237081 ggacattaga tattaaaaaa gtactactaa aaacagatta caatgtagaa gatgtgaaga
  1237141 aagataataa agatgatttt ggtaaacata ttaaagtaac attcttaaaa aatgtagaca
  1237201 agcatgaaac aatcgtaaaa gaaacagcgc ttgataaatt gaagggtgac acacttactg
  1237261 cggtaaataa cgatttagct gcttggttct gggatgaaaa aggtatttca gcaggtaaat
  1237321 ctgataaatt caaagtgaaa tttgaattcg ttgataataa aaaagatcaa aatgaattcc
  1237381 aaggcgataa gttacaatta acttggacgt ttgatgcaca gcaaggcgat ggtgaaacaa
  1237441 aataataagg acaacaaaaa gagactatca aaaacgatag tctctttttc tgctaaaagt
  1237501 gaaatgtaaa aagaaacata atttttatat cattttgtaa ttcactttat tataataaag
  1237561 atatagttct tgataaagaa cgagttgttc gataggagag attaaaatgc tgaagccacc
  1237621 tcgtaaattc aaaaagatgc ttatattgcc atgtttgtgt tctattactt tttatttagg
  1237681 ctctcaaatg atgacttata cagaagcagc tttcattcat gaaacgaaag tagcggctac
  1237741 tatttctaca gcaagtattt ttccaaaaac agttgatcaa ttaatagaac aagctaagca
  1237801 gcataaggaa gttattttgc atgagtataa agagatgaaa tcaaaattaa atgttagatc
  1237861 cactcaggag atagaacagg cgcttgttat atggaagcaa ggacgtgaga agatagctgc
  1237921 tgagagagaa tcgttacaaa aagtatataa atcaatagaa gaaccttata atcaagtaca
  1237981 agaagagtta aaaggaaata caactgaatc gaataagcaa gtattctcgt atgtgaatgc
  1238041 tggcttccat atagtaaaag aaaactgtca gtatgttgat aaagaagtga atttacaggc
  1238101 gatcgataaa caaattcaag attttgagaa gttactagta gatgaaacag caaaacaagt
  1238161 gagtgaggct gagaagcaaa aggaactaga agagaagaaa caagaggaag taaagaaact
  1238221 agaagagaag aaacaagaag aagcaaaaaa ctagaagaga agaaacaaga ggaagcgaaa
  1238281 aaattagaag agaagaagaa acaagaggaa gcaaaaaatc aagaagagag taagaaacaa
  1238341 gaagaacaaa aaaataaaga tagcaagtaa attatagtaa cgttccaagc agatagagat
  1238401 tataaaacaa aaaggagaga gagcactatc actcaccttc ttttcgtgtc ttgcttattt
  1238461 tatttagcca ataagaggta gttagataga cgaagtttat taattagtga agataggtca
  1238521 aaaatcaaaa attttttctt tatttttcaa taatttactg aaatttctaa ataatattga
  1238581 gaaataaaaa taactgaaag tattaataaa tatgtgttgt atttatatag gtatgttcgt
  1238641 tataatgaac ataaggtttt taaaaaagaa caaatattag ctaagctaat atagctttag
  1238701 ttatatctct tattttaaat aagagatagt aataaaaaat ataaaaaaca gctaggggga
  1238761 attgattgtg agtctgaaaa agaaattagg tatgggagtt gcatcagcag cattggggtt
  1238821 atctttaatt ggtggaggaa catttgctta ctttagcgat aaagaagtat cgaacaatac
  1238881 atttgcagct gggacgttag atcttacatt agaccctaaa acgcttgtag atattaaaga
  1238941 tttaaaacca ggggattctg ttaagaaaga gttcttatta aagaatagcg gttcattaac
  1239001 aattaaagac gttaaactag caacaaagta tactgtgaaa gatgtaaaag gtgataatgc
  1239061 tggtgaagac tttggtaagc acgttaaagt gaaattcctt tggaactggg ataaacaaag
  1239121 tgagcctgta tatgaaacaa ctttagcaga cttacaaaaa actgatccag atcttttagc
  1239181 tcaagacatt tttgctcctg agtgggggga aaagggtgga ttagaagctg gtaccgagga
  1239241 ttatttatgg gtacaatttg aatttgtaga tgatggaaaa gaccaaaata tcttccaagg
  1239301 tgattcattg aatttagaat ggacattcaa tgctaaccaa gaagctggag aagaaaaata
  1239361 ataaaaaaag cgggtatccc ccgctttttt ttataaagaa aaaagaagtg cggtttgtaa
  1239421 gcacttcttt ctattattat ttttgatttt gcttccattt tgtaaattca agaaattcac
  1239481 gaaattgttc tttggagaca ccagagttca ttgcatcttt gacgagctgt gtccattcgg
  1239541 agtctaggtt agcttccttt gttgtttcat catgaagtaa agtatcaact ggaatttgta
  1239601 gaactgctgc gatcttttca agaaactgaa tggaagggtt cttttgtaaa tttcgttcta
  1239661 tagaactaat gtaagattta gcaacgccag ctttttcggc aagttcagtt aatgaaatac
  1239721 ctttttgtaa acgaaggcgt tttatacgtt ctccaatcat atttgcgcac ctttctatca
  1239781 atatgtagtt gtcttatgat gtcattatta taacataaac ttcgttaaaa agaacaaacc
  1239841 tattgagcct ggctggatgg cttcatacgt ttgaaaaaat gttcgatatc ttgcaaggcg
  1239901 atcccagcgt ctagagcttc aagtattaaa tcaatccatt cttgatccaa tgcgtcagtc
  1239961 ttatctttgt acaaatgtaa ttcctcccta attatcaatc ataactgctg ctacagaata
  1240021 cgtgataata caatcggatt ttgtattttt atgtagtgaa ttatcaaata ttttgtagat
  1240081 aaaacaaaga taaaatcccc attaaactcc ctctatggcg attataaagt ttctgacaaa
  1240141 tattttcaat attttcagaa aacattgttg aattgtgata tactcgtatg ctaactatgg
  1240201 aatttttaca aatatattaa aaacattaca taatatgact aaatattgaa aaaatattga
  1240261 atttttaata aaattcaatt tgtaatacat attatttatt aggggaggaa ataagggatg
  1240321 aacaagaaac cgttcaaagt tttatcatca atcgctttga cagctgtatt aggcctttca
  1240381 ttcggagcgg gtggccagtc tgtatatgct gaaacgcctg tgaataagac agctacgagt
  1240441 ccagttgatg atcatttaat tccggaagaa cgtttagcag atgcgctaaa aaaacgtggg
  1240501 gtaattgatt cgaaggcttc agagaaagaa acaaagaaag ctgtcgaaaa atatgtagag
  1240561 aataaaaagg gtgaaaatcc tgggaaagaa gtaacaaatg gggacccact tacgaaagaa
  1240621 gcatctgact ttgtaaagaa agtgaaagat gcgaaagcag atacgaaaga aaagttagat
  1240681 aaacctgcaa caggaacacc tgcagcgaca ggaccagtta gaggtggtct aaatggtaaa
  1240741 gtaccaacat ctccagcgaa gcaaaaagcg tacaatggtg atgtacgtaa agataaagta
  1240801 cttgttttac ttgtagagta cgctgacttt aaacataaca atattgataa agagcctggt
  1240861 tatatgtatt cggaagactt taacaaagaa cattatgaaa aaatgttatt cggtgacgag
  1240921 ccattcacat tagatgatgg aagtaaaatc gaaacgttta aacaatatta cgaagagcaa
  1240981 tctggtggta gttatacagt agatggaaca gttacaaaat ggttaacagt tcctggtaaa
  1241041 gctgctgatt acggtgcaga tgctgctact ggtcatgata ataaaggacc aaaaggacca
  1241101 cgtgatttag taaaagatgc attaaaagct gctgtagata gcggtcttga tttatcagaa
  1241161 tttgatcaat ttgaccaata tgatgtaaat ggtgatggaa ataaaaatca accagatggt
  1241221 ttaattgacc acttaatgat tattcatgca ggagttggac aagaagctgg tggtggtaaa
  1241281 ttaggtgacg atgcaatttg gtcacatcgc tggacagttg gaccaaaacc attcccaatt
  1241341 gaaggcacgc aagcgaaagt tccatattgg ggtggaaaga tggcagcgtt tgactacaca
  1241401 attgaaccag aagatggcgc ggtcggtgta ttcgcacatg aatatggtca tgatttaggt
  1241461 ttaccagatg agtatgatac acaatatagc ggtcatggtg aaccagttca agcttggtct
  1241521 attatgagcg gcggaagctg ggcaggtaaa atcgccggaa cgacgccaac aagtttctca
  1241581 ccacaaaata aagagttttt ccaaaaaaca attggtggta actgggcaaa tatcgtagaa
  1241641 gtagattacg agaaattaaa taaaggtatc ggtctagcaa catatttaga ccaaagtgtt
  1241701 acaaaaacga accgtccagg tatgattcgt gttaacttac cggataaaga tataaaaaca
  1241761 attgatccag cattcggaaa acagtattac tacagtacaa aaggtgacga tcttcatacg
  1241821 aagttggaaa caccactgtt cgatttaacg aatgcaacga ctgcgaaatt tgattttaaa
  1241881 tcattatatg aaattgaagc agagtatgac ttccttgaag tacacgctgt aacagaagat
  1241941 ggtcaacaaa cgttaatcga aagacttggt gagaaagcaa ataatggaaa tgcagattcg
  1242001 acaaatggaa aatggattga taaatcatat gatttaagcc aattcaaagg taagaaagta
  1242061 aaattaacat ttgattacat tactgatggt ggtttagcat taaacggttt cctacttgat
  1242121 aatgcttcat taacagtaga tggtaaagta gtattctctg atgatgcaga agggacacca
  1242181 caattcaaat tagatggttt tgctgtttct aacggaacag agaagaagag ccataactac
  1242241 tatgttgagt ggagaaacta tgctggttct gataacgcat tgaaatttgc tcgcggccca
  1242301 gaatataaca ctggtatggt tgtatggtat gcagattcag cttacacaga taactgggtt
  1242361 ggtgtacatc caggacacgg tttccttggt gtagtcgatt ctcacccaga agcaattgta
  1242421 ggaactttaa atggtaagcc gacagttgaa agtagtacac gattccaaat cgctgatgcg
  1242481 gcgttctcat tcgataaaac gccagcttgg aaagttgtat ctccaacgcg tggaacgtat
  1242541 acgtataatg gcttagcggg tgtaccgaag tttgatgatt cgaaaacgta tattaatcaa
  1242601 cagattccag atgcaggacg tattttacca aatcttggcc tgaagtttga agtagtagga
  1242661 caagctgatg ataattctgc aggtgctgtt cgcttatatc gctaatacag taaaactacc
  1242721 gaaagattct ctttcggtag tttttttgtg agcaatgaat tttatataaa agaagaaatt
  1242781 atatataatg taactttacg aatgaaaatt agttacatat aaagtctata taaataatga
  1242841 aagaattgga taaaaatagt gggggaaggt gaatgaatga gcgtttcttc tattgtaaat
  1242901 aaacaaaagg catattttta taatggccat acgagaagtg tagaagtgag aaagaataat
  1242961 ttgaagaagc tttatgaagg cattcagcgc tttgaagaag aaatatttca ggcattgaaa
  1243021 ttagatttaa ataaatcagt tcacgagtca tttacaacgg aagttggata tgtattaaaa
  1243081 gaaatttcct ttcaattgaa acatatgtca tcgtggagta aaccgaagcg tgttcgaaca
  1243141 gcactcactc attttggatc aaaggggaaa gtagtgcccg aaccgtacgg tgtgacactt
  1243201 attattgcac cgtggaacta tccgtttcaa ttagcaattg caccgcttgt aggagctttg
  1243261 gcagctggaa atacaatcgt tttaaagcca tcagagctaa ccccaaacgt ttctaaagtg
  1243321 attacgagaa tgttagcaga attattccaa gaagagcttg tagcggtagt agaaggtggc
  1243381 gttgaagaga gtacggcttt gctgaaggaa ccatttgatt atatcttctt tacaggtagt
  1243441 gtgggggttg ggaaggttgt catggaagca gctgcgaaac agctgacgcc gcttacgtta
  1243501 gaacttggcg gaaagagccc atgtattgta cataaagatg caaaagtaga tgtaacagcg
  1243561 agacgaattg tgtggggcaa gtttttaaat gcagggcaaa cgtgtgtagc acctgattat
  1243621 ctgtatgtgc atgcttctgt gaaagagcag ttaatcgagg cattgcgaca cgaaattgcg
  1243681 gagcagtatg ggaacgagcc tttgcaaaat gaaaattacg tacgcattgt aagtgagcgg
  1243741 cattttgaac gattatgccg gtttttacaa gatggtcaag tcgcaatcgg cggtaactat
  1243801 aagcgagata cattacatat tgaaccgaca gtagtgaagg atattacatg gcaagatgct
  1243861 gtcatggaag atgaaatttt tggtccgatt ttaccaatta tagagtacga aaacatagaa
  1243921 gaggtaattg acacaattca gcaacatccg aaaccgttag cgttatatgt attctctgaa
  1243981 gataaagaaa tgcaaaagaa agtaacgagt aatatttcgt atggcggagg ctgtgtgaat
  1244041 gatgttgttt atcatcttgc aaccccatat ttaccttttg gaggcgtcgg aagtagtgga
  1244101 ttagggagtt accatgggga agaaagtttt cggacttttt cacattataa aagcatttta
  1244161 gcccaatcta cggcattcga tatgaaaatt cgttactctt ctacaaaaag tgctttaaaa
  1244221 ttcatacgaa agttgttaaa atgatgatgg tgtttatcag taggcgtagc cgtatgataa
  1244281 tagccccttc gcaatggaag gggtttttct gttcgacatt atgtatcagg cgaaaatgaa
  1244341 tcaaacatac tacataaaga atagaagtga acgtttgcta aataaccatt tttgtttgga
  1244401 tcgaaacaaa aaatagtcta tagaacataa atatttattc atgaatataa aaattaaaat
  1244461 ttaaggtaga ttggacggga aaatgaaaaa gattattaaa gttgaagcag tagaaaaaca
  1244521 ttttggaaat caagtgatta tcccaccgct ttctttagat attaaagaag gggaattttt
  1244581 aacgatttta gggccgagtg gttgcgggaa aacgacgtta cttcgtatga tcgcaggatt
  1244641 tgaaacgcca actaaaggga atcttttatt agatgatgaa aagattaacg atttgccacc
  1244701 atataagcgt catatgaacc tagtgttcca acattatgcg ctattcccac acatgaatgt
  1244761 ggagaaaaat atttgtttcg gtatgaaaat gcagaaagta ccggtagcag agcagaaaga
  1244821 gcgtgctgaa gaggcaatgc gtttaacgca gttacttgag ttccgtaatc gtaaacctgc
  1244881 gaagctttct ggtggacagc agcagcgtgt agcaattgcg agagcaattg taaataaccc
  1244941 gcgtgtatta ttactagatg agccacttgg ggcgttagac tttaagttaa gaaaagactt
  1245001 gcaacgtgaa ttgaaaaact tacaacgtaa tttaggaatt acgttcatat acgtaacgca
  1245061 cgatcaagaa gaagcgatga gcatgagtga tcgtatcgtt gttatgaata aaggccatat
  1245121 tgaacaaatc ggaacaccga aagaaattta taataagccg aaaacgttat tcgttgcgac
  1245181 atttatcggt gaaaataata ttgtgaaaaa cggggaaggc tatgtagcaa ttcgccctga
  1245241 aaatgtaaaa gtgcgttcgg ttgaagagcc gattttaaaa gaatatcacc ttggacatat
  1245301 tgaagacatt gagtttgttg gaaatatgga aaagctttat gtacgtgatg agaaaacatc
  1245361 agaattacta atggcatatc aaactgctga agaagcagcg cagtggagca ttggagataa
  1245421 tgtatacgta ggctgggagc aagaggacga ggtgacctta aattgaaaaa agggaaatta
  1245481 ctcgcactac ctacagtcgc atggctgtta atcttcttcc taattccctt tctgtttgta
  1245541 ttggcatttg ccttcatgca gcgtggggcg tatggaacag tggaaatgca atttacatta
  1245601 gaaaacatag cacgagtatt tgacccatta tatatgggga cgttatggga aacagtgaaa
  1245661 attgcggtta ttactacagt aatatgttta ctgatcggtt atccatttgc atatacaatt
  1245721 acaattgttg atcgcaaata tcgttccatt cttttattat tggcaacgat cccgttttgg
  1245781 attaacttcc ttgttcgttc atacgcatgg attgttattt tacgttcaca aggtcttgtg
  1245841 aacacgtttt tattaaagct cggtattatt agtgaacctc taaatttact atataataca
  1245901 ccttctgtaa tactcggaat ggtatattct ttattaccat ttatgatttt accagtgtat
  1245961 gcagcgattg agcagcttga taagcgtaag ctagaagcag cttatgattt aggggcaaca
  1246021 ccagtaaagg cattttggaa tgttacagta ccaatgacga tgtcagggat tgctactggt
  1246081 tctattttag tgtttgtttc ttctatcgga atgtttgttg tatcagacgt tatgggtgga
  1246141 tcgaaagtag cattaatcgg aaacgtaatt caaaatcaat tcttaggagc gcgtgattgg
  1246201 ccgtttggat ctgcgttatc tatgattgtt gttctattct ctgttctgtt aatttactta
  1246261 tattatcgtg caacgaaagt atataaatat gatgggaacg gaggggaata ggcaaagatg
  1246321 aagaagtttt tagtttctta ttcttggtta attttattgt tcttgtattt tccaatgatg
  1246381 gttttaatgg tgtattcctt caatgattct cgcattaatg cggaatggga aggattcaca
  1246441 ttccattggt atacagattt atttcaaaaa caagatgtta ttgatgcgtt tgtaaatagt
  1246501 atgacgattg caattgtaac gacgattgta acgacagttc ttggtgtgat tttcgcgatt
  1246561 gcattacatc gttataaata tcgttatgaa ggggcgatta acggtcttgt atatttaccg
  1246621 attttaattc ctgatatttt aatgggatta tctttactta tcttatttag tcaattaggt
  1246681 atggaacttg gtaaaacaac aattattatt gcacacatta catttagtat ttcatttgtt
  1246741 gtcgttattt tagcagcacg tctatctggt atgggacgtg atttagaaga ggctgcgaat
  1246801 gatttaggag caacgccgtg gcaaacgttt cgttatgtaa cgttcccagc aattgcacca
  1246861 ggagttattt cagctgcatt attaacattc acattatcaa ttgatgattt tgtaattagt
  1246921 ttcttcgtat caggaccagg atcaacaaca ttgccattat acatttacag tatggttaag
  1246981 cgcggagtat caccagaaat taatgcactt tctacaattt taattgtggc tatcgtagga
  1247041 ttaatggttc tatctgaaat cttccgtaac aaaggtgcag atggtgaaga aaactctgga
  1247101 ggacaccttc ctttataata cgaacgatat agaaagtacg agggggtaat aaaccgatga
  1247161 aattaacgaa gagattagct ggcgcagcaa ttagctttag ccttgttgct ggttgtggtg
  1247221 aaaagaaaga agagttaaac atttatagct gggctgacaa ttttgatgag caagtgctaa
  1247281 gagattttga aaagaaatat aacgtgaaaa ttaactatga taagtatgca agtaatgaag
  1247341 aaatgcttgc gaaattacaa gctggtggcg cgaagtatga tttaattcag ccgtctgact
  1247401 acatggttaa aacaatggca aaaatggatt tattagcgcc gttagataaa aagaatatcc
  1247461 caaatatcga aaacatggtt tctaatttca aaacacctgc gtttgatcca gagaataaat
  1247521 attctttagt atacacttgg ggtgtaactg ggattgcata caataaaaag tatgtgaaag
  1247581 aagcacctac aagttggact gacttatgga atgagaaata taaagggcat gtaactttat
  1247641 taaatgattc tcgtgaagta ttaggtatgg gtcttaagaa aaacggcttc tcaaacagta
  1247701 cgaaagatga tgcacagtta aagacagcag caactgattt acagaagcta cttccaaact
  1247761 tattagcatt tgatacagat aatattaaac aaaagttcat tacagaagat gcttggatcg
  1247821 gaacagtttg gtctggagat gcagcattta tcgcaaaaga taataaagat gtagagtacg
  1247881 ttgtaccaaa agaaggcggc acaatttggg ctgatacgtt agcaattcca aaaggtgcga
  1247941 aaaataaaga gcttgcagag aagtttatga actacttatt agatgaaaaa gtaagtgtga
  1248001 aaaactacga gtcaattgga tacagtaatc caaatgaaaa agcgcatcct cttcatagta
  1248061 aagaatatcg tgaaaaccat atgattttct taacgaaaga agaattagat cgtacagaat
  1248121 ggcttgttga tgtagatgat aagttaaaag attatgatcg ttactggaca gagttaaaaa
  1248181 caaaaggtaa ataagtaagg aaatgcggtt tctaaagtag aaatcgcatt ttttcatagt
  1248241 aggaggaaat cgtttgaaga agaagttgca tcaatatgag gtaatgtgta tcggtttatt
  1248301 acttgctgta tttggcattg ttgcttggcg agtacatgct ggtggcgtta cagtgatgga
  1248361 tacatatatc agaggattag taaaaggatt acaaacagaa ggttcgcttg catttttctc
  1248421 acactataca aaattagggt ctgccattgg gattgtaacg gtgctcgtta taagtttact
  1248481 tgttttttgg aaaaaaagtt attatgctgc gatgatcgtg tatccaatgg gcattttaac
  1248541 aacacatctt gtgaataaag ggataaaaga aattgtgaaa agggatcgtc cgtcgttaaa
  1248601 tgaagcattt gatgcgctcg gctatagttt tcctagtggg catgcaatgt tatctattat
  1248661 gacattcggg tttctcgctt atatcattgc agcaaatttg aagagtgtga ccggaaaatt
  1248721 tgtgataacg cttttcatgg gaatagtaat cgtatcgatt ggattaagta gagtcatttt
  1248781 aaatgtacat tatccaactg atattttagc aggctactgc gtaggtggta ttctattaat
  1248841 tatcgtaatt tattgccatc gtttatttac tgagaagctt ggtcttcata aagagagata
  1248901 gaaaaacgtc tagaaaaact attattatag tttttctaga cgttttttgt ttgcaggaag
  1248961 atgtgataca gtataagtga taattgaatg atgtaaagta ggtgaaaatg tgtgaagaca
  1249021 aatgtacata aagttgataa gtgggggaag ttaggagttt ttttgtatca gtttcgttat
  1249081 acagtaattg tagcattact attggttgcg atagcgctcg gtattttcgc tccaaagcta
  1249141 ccgggagtat taggtggtga tggctttcaa acggaagggg actatcaaaa aacgaaagaa
  1249201 attttagata aagattttaa gaggtctcaa gatacacttc tactcgtttt tgaaaaaaat
  1249261 aaaggtgttt cacacgagga atttcagaag caagtggaga caattgtaaa aaatgtacaa
  1249321 gagaaagaga catatgaatc tttccatcac ccagtgcaaa ataaagaaat gttacaagat
  1249381 gatatcggct atgcgacaat tttattttcc gggaaaacaa ataaggaacg aatggaaaag
  1249441 acattacaat ttgctgataa aatcgaaaag gaaagtaatg caacattaaa agtaacgcct
  1249501 acaggatttc cgaaaattaa caaagagatt aatgaaagaa cgcaaaatga tttaaaagta
  1249561 gcagagatga ttggcttacc aattgcattc ctcgtattac tattttcatt tggtagcctt
  1249621 ttggcatcaa ttttaccaat tgtaaatggg gcacttagtg ttattagtac gatgggcata
  1249681 ttatatttta taggtagcga taaggagcta tctatctttg tgttaaatgt tgcaccgatg
  1249741 atcggacttg cgctatctat tgattttgcg ctattatttg taaatcgctt tcgagaggaa
  1249801 gttgcaaagc gaacggtaaa agaagcgata gcaattacat atcagacagc agggcgggca
  1249861 atcgtatttt caggattatg tgtattcgtt ggcttatccg gtttgttttt ctttaagatt
  1249921 gattatattc agtctgtcgc aattagcgga atgattgttg tgattatgag tattgtattc
  1249981 tcgctcacac ttcttccagc gctattatcg ttaatcggta aacgaatatt aaaaaagaat
  1250041 caagtagcac atacgccggc aaaggcgtgg cgtacatttg cacaatttgt catgaaacat
  1250101 ccaatcgcga tgattattgt tgttacaaca tttattgtga tttgcttatt gccattacgt
  1250161 acagccaatt tgcagttccc tgacgtggaa gctctaccta aacaaagtga tacaagaatt
  1250221 gcatatgaga agtacgaaga ggcatttaat gaaactgcaa aaacacatgc tgatgttacg
  1250281 ttagtcgtag agacgaaaaa agatatgaaa gaaacagaaa gtttacaaag ggtagaagaa
  1250341 gtcgttcaaa agttaaaaga tgataagaaa gtatatgaag taagaagttt atacgacagt
  1250401 ttaaatggaa tgaaatcaga gcaagtggcg gggatgttac agtcgccaga agctgctaaa
  1250461 atagctccgg tatttgaatc gtatacgaaa ggaaataaga caacaatcga agtcttttta
  1250521 gatacaaaac cacgtacaga aattgcgaaa cagtgggtgc gtgattttaa acaaaattat
  1250581 aaagaaacga acgttacgta ttatctaggc ggcatgacga cgttccaaca agagttggaa
  1250641 gatgaaatta aagataaagt tgcaattggt atgtctgtta tatttggatc gaccttcgtt
  1250701 atattattat ttgcattccg atctatactc attccgatta aggcgattat tatgaatgta
  1250761 cttagtttaa gcgcaacaat tggaattgtt gtttggttat ttgaaggtgg tcattttggt
  1250821 ttagaagcaa gtcctgtttt atttgtctta ccaatcttca ttttcggcct cgtatttggg
  1250881 cttagcatgg attatgaagt ctttcttatt tcgcgtattc atgaactgta tgaagaaaca
  1250941 ggagataatg atcaagcgac gttagaagga cttgtgtcaa caagtagaat tattacgtct
  1251001 gccgctttaa ttatgattgt tgtaactggt gcgtttgctt ttactgatat tttaccagta
  1251061 cgacaaatgg ggcttggcgt tgcattagcg atattccttg atgcaacaat tattcgtctt
  1251121 atgctcgtac caagtttaat gaaattgttt ggagactgga actggtggtt accatttcga
  1251181 aagaaaagag aaaaatcatc ataaaaaata ctcatctata agatgagtat tttttatgaa
  1251241 tagcaagacc tacattttgc aaatagtatg tgataagaac attacatata agtaggtgaa
  1251301 ggcaatgttt cgttatttta aatttaagct aaatgataca gtacagtttg cagaaaacga
  1251361 tgggcatatg tatcgcattg tcggttatcg gttagaaaaa ggattttatc caaaagacga
  1251421 atggactcat attatttatg aattgcttag agattttgat gggtatacga tggatgcgga
  1251481 agaagaggaa cttgtaaagg tcattcaagt agaggatgag tattacaaaa tacaagaagt
  1251541 atcgggctat cgttatccgg taaaaatgaa gcaaaaacaa caagtgatga aagtagaaaa
  1251601 gatggatgac ttattagata cgtataacga ttataagagg ttggcggatt tctttaaaga
  1251661 tttatcatat gaacaaaaag cggaagaagt gttgcaggaa atgagaaggc gtagagcgtg
  1251721 aggggcagtc tattataaga ctgtcctcta tttttggcgg tgcatcaaag tgtattttcc
  1251781 gttacaatga gagaatcaat agaaataagg tgatacagta tggaaacgaa gaagaagggc
  1251841 gaatggtgcg aaatgactgt gccagcgaaa tggaatggta taagcattga gtcgttatta
  1251901 aaaatagaat gggaaatacc gaaaaaattg ttacatcagc ttcgtatgga aaaaggtgtt
  1251961 actgttaacg gagaacagag aagatggaat gagcttttaa aagaaggcga taagttacaa
  1252021 gttcatatgt ttatggagga agaatacgat gtagagcctg aatatggtga attagatgta
  1252081 gtatatgaag acgatcatgt actcattgta aataagcctg agaagatgga tacgcatcct
  1252141 gctgaaaaag gcgggatggg aacacttgca aatcttgttg cctttcatta tcaaatgaaa
  1252201 ggtttagaga cgaaggtgcg acatattcat cggttagata aagatacgac aggtggtgtc
  1252261 gtatttgcta agcatagaat cgctggtgca attatggatc gtttattaat ggaacgaaaa
  1252321 attaaaagaa catatgcggc tcttgtagaa ggtaaagtga aaaaaaagca aggaacaatt
  1252381 gacgcggcta tcggaagaga tcgccatcat gcgacgagac gacgtgtttc tccaaaggga
  1252441 gatcaagcaa tcacatatta taaagtagag gagtatttta aaaaacaaaa tgttacgttc
  1252501 gtaacgttac aattggaaac tggtagaacc catcaaattc gtgttcatat gagctataat
  1252561 ggtaatccgt tagttgggga tgtattatat ggtggacaaa cgaaatatat gtctaggcaa
  1252621 gcgttacatg cgatgaagat aaacttttta catccaatta caaaagaaga gattgaagtt
  1252681 gatataccat ttcctacaaa attaaatgat acaatgaaag aatttcaaag agtgaatgcg
  1252741 taaagtgtaa gtttaaagtt gagaaaagta gatttttgca ggaatttctc taaaagaagc
  1252801 gaagccgtta agagaaaaga ggggtgagaa tcacttgatc aaatataaat atatactagg
  1252861 aatatttttc gcttgtcttt taattactct atgcctctat ccatatttac cgaatcagat
  1252921 ggctgtacat tggaacgaaa atggtgagcc gaatgagttt atgagtaaac aagttgttgt
  1252981 agcatttatt ccttgtctta ttattttctt acatggattg atgtatatta tttcacataa
  1253041 tatatataag tttaatgaag acgagcatgt cattataagt ggatttctaa agacgattac
  1253101 tttatttatg ttatttatcc atatgctcat tctctttatt aattttggaa gcatgatatc
  1253161 ctttcaaaca ggactaacaa ttgggattag tatgtttctt tttatgctta gtaaggcgtt
  1253221 taaaaaagtg cagagtacgg aaaaagatcc aatcaaatta aaaaagatct gtttagtaag
  1253281 taggcggatt tttcaagtga tggcatgcag tatattgttt tcattgtttt tgaacttgaa
  1253341 atggggattt tatgtattac ttagcgtaat aagtggtggt tctattttgt ttatgttcta
  1253401 cgctctatac tcatacataa tagaaagtta tgaaacataa aaaagagtct tctcattatg
  1253461 agaagactct tttaatctat ttacttcgta ataaattgtt gtgtccagta gttaccgctt
  1253521 tctacatagc caacaccgat gtgagtgaag ccattattta agatgtttgc acggtgtcca
  1253581 gcactgttca tccaagcttg tactacttct tcaggtgtac gttggccttg agcgatgttt
  1253641 tcacctgcag atgtataaga aataccaaat ttcttcatca tgtcaaacgg agacccgtat
  1253701 gtagggctgt tatgatcaaa gtagttattt ttttgcatat cttcagattt aatgcgtgct
  1253761 actttgctta attcagtgtc gatttttaaa gctggtaaac cttgttttgc acgctcagcg
  1253821 tttgttaatt caacaacacg ttgttcgaac tcgcttaaag attttgcttc ttcagcaggt
  1253881 ttttgctcag ctggtttttg ttcagcaggt ttttgagtat tattgttttc agcaggcttt
  1253941 tgagcttctg gtttttgaac ttcttcagca ggcttttgct cggcaggttt ttgctcaaca
  1254001 ggcttttgag tttctggctt agctgttggt tgctcagtta caacattttc agtaggttgt
  1254061 tgaccaggaa tgaagcagtt tggttggaag tttccttgtt gccattgtgc taatgattca
  1254121 actcccatag attgtaagaa tgcttgtaat tcttgttggc tcatttgctt catcatcact
  1254181 tttgaatgct gaatattttg aatctttacg ttagatggtt gtactgttgc agcttgtgca
  1254241 tctaaagaag atactcctaa agtaagagcc gttgcagcag ctacagataa taaaacacgc
  1254301 tttttcatga tgtgtgtccc cctatataaa gttttaattt gttttcacac gatttgtttt
  1254361 tgacagcctg tctgactgac aaattcatcg tagcatacaa tttgcgagaa aaaagatgga
  1254421 aaaatattca tagactttaa aattacctaa tttatcctaa gtgaagaaaa ggaaagaaat
  1254481 aagagaaacg tagagtataa aaggaatttt cagcattttt atacctcatt ttaagagggg
  1254541 gattttggat aaagttacct aaacagaaaa tgaagaatcc tattgtatca atggtttgag
  1254601 cgtttttttg aggaatatac tggattgatt tttacaaaac tgtaatgttt ctgttgttct
  1254661 tttttataat aaagtaacat atttttaatg ttgtagcgga caaaaaagcg gctatctctt
  1254721 tacatagacg aaggagatag ccgttttcct attattacgt atgttacgag ttattacgag
  1254781 ttggtttcaa tcgcttctaa taataaatca acaatgtgaa ttcctctcat tttatgagaa
  1254841 agaccctctc gttcaatgcc taatttcatt tgtaataaac aacctggatt cgcagtaaca
  1254901 atggttgttg cgtctgtttc atgcacacgg tccattttgt aatctagaaa ttccattgat
  1254961 agttctgaat gaacaatgtt ataaatacca gcagaaccac agcagcgatc agcgtctttc
  1255021 atttcacggt atgttgcccc ttgaattgct tctagtaaca tacgaggttc tgaagatgtt
  1255081 cgcatgacat tgcgtaaatg acaagagtct tgatacgtaa taatttgcgg cgtgagtcgt
  1255141 aagtcattac gtttatggaa atctagttct actagaatag cagtaatatc tttaattttg
  1255201 gaaacaaact gttttgcacg tccagcccac tgtgggtcat cttttaaaag ataatcgtag
  1255261 tctacgaggt aagctccgca accaccagca ttcgtaataa tatagtcaat gtttaaatct
  1255321 tcgaatgctt ttatattgcg tttcgctaat tcttttgctc cacttttctc accagcatgc
  1255381 ccatgtaatg ccccgcagca actttgcgtt ttcggaataa cgatatcaca accagctaac
  1255441 tgaagtagtt tcatcgttgc gttatttgtt tctaaaaaca tcgtatccat taaacaacct
  1255501 gtgaagaatg caacttgttt cttctttgta ctttcagcag gtaaaaatgt aggacgatct
  1255561 ttcattgctt tcattttagg gacttttggt aaaacgagat ccatcgttgc aagtgtttca
  1255621 gggaataact tcataattcc cgttttatgt gttatcgttt gtaaaccaga acgctgataa
  1255681 aacccaatta atccggttaa tgttctcatt cgattttgat gcgggaatag ctcttcaaaa
  1255741 acgactttac gaacggctct cactggcatc gagaactttt tgttttgatt tataatatca
  1255801 cgagcttctt ctaataaatg gccataattc acaccagatg gacaaacagg ttcacaagcg
  1255861 cggcagccaa ggcaaacgtt taatgtgttt tcaacatctt catctggctc aattaaaccg
  1255921 tcaacgaccg ctttcattaa tgcaatacgt ccgcgcgggg aatgtgattc tttatatcca
  1255981 gattgaatgt aagtagggca agttggtaaa cagaaaccgc atcgcataca gtttagtagt
  1256041 tcatcttcac ttaatcgttc tttaaattct ttttgaatgt tttctttatt taatgttgtc
  1256101 atcgctcaac caccactctt ttacgagtgt ccttcgcgaa catctttcct ggattcataa
  1256161 tgttatttgg atcgaaggcg tgtttaattc cttgcatagc ggtaatacct tctttaccta
  1256221 acttcatttc taaatacgga gctttcatcg caccaacacc atgttcacca gtgattgtgc
  1256281 caccaagttc gattgctttc gcaaatattt cagcaaaagc ttgttcagct cggtgcattt
  1256341 cttcttcgtt gcgagcatct gtcatacaag ttgggtgtag gttgccatcg ccaacatgcc
  1256401 caaacgtaca aataggaata ttatattttt tggcaatggc attaatagct tcaaccatcg
  1256461 gagcaatctg tgagcgtggt accgttgcat cttctaatat tgtagtaggc tttaatcttg
  1256521 ccagtgctga cagtgcacta cggcgagctg ttcgaagcgc atctgcttcc gcttcatctt
  1256581 ttgcgacgcg aacatcaact gcattcatgg aacgacaaac gttagccatc ttttcaatat
  1256641 ctcgattaac aacttcaggc ggaccgtctt gttcaattaa taaaattgct tttacatcag
  1256701 ttggtaaacc gatttgtgcg aactcttcta ctacttcaat tgtcggttgg tctaaaaact
  1256761 caagtgtcgc tggaatgatt ttatttgcaa taatagaaga aacagcacgt gcagcttcgt
  1256821 taatatcttc atatagtgca agcatcgttt tcttcgtttc aggcataggg acaagtttta
  1256881 atattgcttc tgttacgacg ccaagagtcc cttcagaacc gataaataaa cgagttaaat
  1256941 cgtaaccagc tacatctttt gctaatttac caccagtacg aataatatca ccatttggta
  1257001 agacaagttc aagccccatc acataatcac gtgttacgcc atattttaat ccacgtaatc
  1257061 cacctgagtt ttcattaatg ttaccgccaa ttgtagaaat tttcattgag cttggatctg
  1257121 gtggataaaa taaacctttt tcttccaccg ctttaataat atcaagcgta ataacaccag
  1257181 cttgtacagt aattgttaaa ttttcttcat caatttctaa aatgttattc atatggcgga
  1257241 agataaggac gataccacct tcaagtggac atgttcctgc gcaaaggttc gtcccggaac
  1257301 cacgaacata tacagggatt ttgtgagtgt tacatacttt taatacttca gctatttcat
  1257361 ttgtattacg aggagcaatg actgcatcag gcattgcttg gaagtttgga gtggcatcat
  1257421 aactatacgt taaacgcccc atattggatg tatctacatt atcttcgcca acaatggata
  1257481 cgaatgaatc aataatttgt ttttctaaca ttggaaatcc ccctcaaact gttaacgtaa
  1257541 tgagtcataa taaaaaacgt tgtcacagtg ctttcattat aatgataaaa aagtcggggg
  1257601 attctttcta tatataatca tctaaagatt aatctatttt atcattcttt tttgtgtgat
  1257661 tatctaataa gaggagcgag aagtataaaa tgtttaagtc tttgaattgt ttcggatcaa
  1257721 gtcctgtata ctcctcaatc tttttaagtc tgtaatgcaa tgtgttaatg tgtatatgta
  1257781 attgctccgc tgtttgttta taggattggt tataatcgat aaataaacgt aaagtgtgca
  1257841 taagctcagg cgatgatagt aagtttttga tggtgcgctt tagaaactgt tctctcgttt
  1257901 ccgcagaaat atcttgtaag cacatttcta aacgtaaatc gtcattaaat acaatctttt
  1257961 tcgttgcaag tgatacggaa agagcttgta atgcttgttc gtacgataaa ttcatattgc
  1258021 ttggcgtaac ggattgtcca atcccgatat ataaaggaat agaaaataaa gtttcacagt
  1258081 cttgttttaa tcgttttaaa aattgatatg tttgctcttt agagctcatc gctgtaaata
  1258141 aaatgaatcg atcatttccc cagcgaacaa atagatgctc ctttgttaat agattgcgta
  1258201 cgtgttgcca aatcttacgc tgaagcatcg tgtcattttg atcgatagag aacaaaataa
  1258261 gttgtttctt cttatataaa tcaataccaa gtgttttggc acgatcgaga aagcttggag
  1258321 accagtctgt attttggagc caatcaaaga caaatgcttc ataagaacgg tgttcaagtt
  1258381 ctagctgttc taaaaagtag ttttcgtgaa tgagtagttc ggtcatttta cgtaatattt
  1258441 ctccgtattg ggaaatgttt tcaggttcac ctgtaattcc aatgacacca attacttcgt
  1258501 catggaatag taaagggaga ttcatacccg cctttacgcc atgcaaacgt cgttcatctt
  1258561 cttttgtaat aatgacagtt ttcttttgtt tcgcacagcg gagtgcgcct tcatgaaatt
  1258621 gaccgattct ttctatatct gtacttgcga taataacgcc ttgtatatta atgataataa
  1258681 tattttcttt aattagtctg cgtacttctc gtacaatttt attcgctaaa tcaggaaaaa
  1258741 gcataattgg cacacctcaa attctatttg ttgtacatta tatatgtaaa tgaagtagga
  1258801 aagggaaatt tcacactttc cacacattta tttgttattt tacaattata acgaaatcat
  1258861 ccgaagatgg agggaatctt ttgagaaagt ctgtttttct tatttgtttt ttatttctat
  1258921 tagtagggtg tcaaggaagt tcatatacac cgattgctaa agataaaagt gttattataa
  1258981 caacgaatat aaaagaaggc agtattagtt ttgtcgataa acaaactaaa aagttaatta
  1259041 cgacatggga acttaacgag ccgatggcag gaaccctact acttccaaat ggtgaagaca
  1259101 tacttgtata tggtaagcag ttagagtaca tgtatgtata ttcactagtc gaaggaagac
  1259161 aagtggagaa atataaaact ggaaaaggta ttgtaaatgt aatcgtatct gaagataaaa
  1259221 aacaattatt tgctgctgat caaactgctc aaaaggtaag gttctttacg attaagggaa
  1259281 aagagacagg gaatgtttcg acaggaaaag gaccgataac gatggtagag tacgataacc
  1259341 agttatctgt attaaacttt tatgatacga agctaacgac aattgataca aagaaaaaag
  1259401 aagtgataca atcttttatg attcccccag cgtcaacggg agcaacaatt agtccagatg
  1259461 ggaaagaaat atggattggc ggacatggtg atggaaatca ggtgaatgag aaagtattag
  1259521 tgtattcttt gcagagcgga gaaatggtac gttctttaca cgctccgttt atgcctgtga
  1259581 atattacgaa ggataataag tacgtatatg cattaagtca cggttcgaat acgcttagaa
  1259641 agtttgatgt tagcacgtat aaagaggtgg cttctgtaga agtaggatcg aacccatttg
  1259701 catttttgaa gagcggagca gaaggatatg tagccagcta tgatagtgat gaagtgtgcg
  1259761 ttatggatat gaagaatttg aaaataaaac aaacaattaa agtcggaaaa ggaccgtttc
  1259821 aactcataga gagagaaggg aaggacaatg agtaaatata gggtgctagt tgtagatgat
  1259881 gaaagtgata tgaggcaact tgttggaatg tacttagata atttcgggta cgagtgggga
  1259941 gaagctgaaa atggaaaaga ggctctaaaa aaattagaaa cggaccatta tgatttcgtt
  1260001 gtactagata ttatgatgcc agagatggat ggactttcag tttgtaaaga aattagaaaa
  1260061 acgtcagatg taccaattat atttttaaca gcaaaaggtg aagagtggaa tagggtgaat
  1260121 ggcttacgta tgggagcaga tgattatatt gtaaagccat ttagtcctgg ggaattaatt
  1260181 gctcgtatgg aagcggtatt aagacgttat acaaaacaag agcaacaaga ggagattcag
  1260241 tttggaccga tccttattaa tgaaaaaagt agaaagattg aggccgatgg tgagccgatt
  1260301 tctcttacag taaaagagtt tgatttactc tattttcttt gccaacatac gggacaagta
  1260361 tttagccggg aacaattgct ggaaaaggta tggggatatg attatgccgg aagtacaaga
  1260421 acagtagata cgcacgtgaa aacgatgcgt ttgaagcttg gagaaggtgg aaactacatt
  1260481 caaactgttt ggggtgtagg ctataaattt gaggtgtaac gtatgtttac gatggtacag
  1260541 aagctttggt tgacagtagt atgtgcagta tttgtaacag tttcctttct ttactttgta
  1260601 tctttatatt cgtatgaaaa actatatgtt gataatttaa aagattcatt agtaatggaa
  1260661 gggaagcgtc ttgctgcgca atacgataag agcgaaggaa tatcaacttt tgaagagaaa
  1260721 gtaagagcgt ttgatcaaat atctagttca gatgtacttt tcgtgtctaa tccacgtgat
  1260781 ttaagtgcat gtttaccatt tgatgtgcac catcattctc ttataagtga aggggatagg
  1260841 caagctttat tagatggaaa aactgtgaca aagatagggt atgaggaaca ttttgaacgt
  1260901 aatattatgg gggttgtcat tcctgtttta gaaaataaaa aattagttgg cattgtatat
  1260961 tcttatattc ctttaaaaag tataaaagac ttaatatatg atatgggcct tattttagca
  1261021 ccgttagcac ttgctattac tttactgaca atatggattg gtagaaaaat tattattgct
  1261081 attacgagac cactttcgca aatggaacga gttgccaatc atttggctac gggagatttc
  1261141 tcagaacgaa ttacaatttc ttctgaagat gaaattggac gattaggaaa agcatttaat
  1261201 aaaatggcaa attctttaga gacagaagac gtaaagcgta aggagttttt agctaacgtt
  1261261 tcgcatgaac taagaacacc acttagttat ataaaagggt atagcgaggc tattttagat
  1261321 ggtgtagcga agggaccgca gcaagaaaaa gtgacacagc tcattcataa agaagcagat
  1261381 cgtatgcaac gtctcgttca tgatttatta gatttagcac aattagaagg ggaacatttt
  1261441 ccgttacaga aacaacctat tgttttttca caactaattg aagatgtgct agatacgtat
  1261501 gagattaagt ttatagaaaa gaaaattcgt atttcaacaa atttaaatcc agaaatcatt
  1261561 gtaatgattg atgaggatcg tatgcaacaa gtgcttcata acgtgttaga taatgcgata
  1261621 cggtatacaa atcaaaacgg ggatattatg ataacgctca ggcagataga tgattactgt
  1261681 gaattgagca taaaagatac aggaatcggt attgatacgg agcatttaga aaaccttggc
  1261741 gaacgttttt acagagtcga taaagcgaga agtcgtcaac atggtggaac aggtttaggc
  1261801 ctggcaattg taagacaaat tgttcatata catgatggac agtggcaaat tgaaagcgaa
  1261861 aaagggaatg gaacgacggt tagtattaaa ttgaaagtac agaatgagga gagcatgttc
  1261921 taatttttag agcatgctct ttatattgaa gacaatagtt atacgtaaag atataaatta
  1261981 atatgtaata aatatcgaaa ttttgacgat tttatgaaca aaacatttgt acttcttacc
  1262041 aattcgttct aaaatagtta tgatgcaaag tttttataaa tcgtttcaat tgttgtttgg
  1262101 aagatactga ggtgatttaa ctggagtaca aatctattaa accgaaaaag atttacgaag
  1262161 aagtatctga agctatttta acaatgatta aaaatggtac gttaaaacct ggtgacaaac
  1262221 tacttcctgt acatcaatta gctgagcagt ttcaagttgg cagatctgct gttcgtgaag
  1262281 cgctaagtgc gctaagagcg atgggcttaa ttgagatgaa acaaggagaa ggtacatatg
  1262341 tgaagaattt cgattcttct tcattaacaa aatcattaaa caatagatta ttaatgaaga
  1262401 aagaagatat tttgaattta ttagaagtac gaaaggtgct tgaagtgggg gcagttcgag
  1262461 cagctgcggc aaaacgtacg gaagctaatt tgcaaaatat gaagcattgg ttagatgaaa
  1262521 tggcaaagag cattggagat gaaaaagctg gtgaaaaagc agattttcag ttccatatgg
  1262581 gaattgcaga gtcttcgcat aataacattt tacttgaact catgaatcat gtttcagaga
  1262641 tgattgctga aacgattggt gaatcaagac gcattatttt atatggtgaa caaacaacat
  1262701 cagaacgact tatagaagag catcaagtta tatatgatgc agtgttaaag caagatgtag
  1262761 aattagcgca gcaagcaatg ctagatcatt taacaaatgt agaacatatt gtcacaggta
  1262821 gaaacgatat aaattcgtaa tttaatcttt taaaaatcta attttctgat aaaatagaga
  1262881 gagattaagt aagcgttttc tttagaagag ggagaggata ggccatggtt gagcctactc
  1262941 ttctttcctt agtcatctga tgaccatatg tttgttggtg gagttgtaaa aagggggagt
  1263001 aataattatg aaagttactt tatttgttac ttgtttagtc gatatgtttg aaacaaacgt
  1263061 cggcaaagca acagttgagg tgttggagcg tttaggttgt gaaattgaat ttccagaagc
  1263121 gcaagtttgt tgcgggcaac ctgcttataa tagtggccat gtagaagcag caaaagaagc
  1263181 gatgaaacat atgattgaaa ctttcgaaga tgcagaatat atcgttacgc catctggttc
  1263241 ttgtgcgaca atgtttcatg agtatccgca tgtttttaaa gatgatccga aatgggctaa
  1263301 acgtgcacaa aaagttgctg ataaaacata tgaatttaca caatttattg tagatgtttt
  1263361 aaaggttacg gatgttggtg caagtttacc aggaattgct actattcata aatcttgtca
  1263421 tatgacacgt atgcttggag taacagaggc accagggatt ttattgtcaa atgtaaaagg
  1263481 tttaactgtg agagagttac caaatgtgca aaattgttgc gggtttgggg gaacgttttc
  1263541 agtgaagatg actccaattt ctgagcaaat ggtagatgaa aaggtagata gtgcaatgga
  1263601 aacaggtgct gattatttaa tcggtgcaga ttgtgggtgt ttgttaaaca ttggcggacg
  1263661 tattgagcgt ttaggaaaag aaataaaagt aatgcatatt gctgaggtac tgaatagtcg
  1263721 ctcatgaagg gggaacataa gctatgtcta tgaaaatcag tgagaaaaaa tttaatgatc
  1263781 gcgttggcga tggaattcaa gattcgttta tgcggggagc agtatcttct gcacaaacgc
  1263841 gtttatatac gaatcgctta aaagcagcgg acgaattagg aaactgggaa gagtggcgtg
  1263901 aactaggtga agaaattcgt caacatacgt tagaaaatct tgattattac ttaatgcagt
  1263961 taagtgaaaa tgtatcaaaa agaggcgggc atgtgtactt tgcgaaaacg aaagaggaag
  1264021 cagcaaagta tattcaagac gttgcaaaaa agaagcaggc aaaaaaagta gtaaaatcaa
  1264081 agtcgatggt aacagaagaa attagtatga accacgcgct tgaagaaatt ggttgtgaag
  1264141 tgttagaaag tgacttagga gagtatattt tgcaagtaga taacgatcca ccttcacata
  1264201 ttattgcgcc tgcacttcat aaaaatagaa cgcaaattcg tgacgtattt aaagaaaagc
  1264261 ttggctatga aaattctgat gacccatatg aaatgacaaa gtttgttcgt aaacaactgc
  1264321 gtgaaaaatt tatggatgca gaaattggtg tgacaggttg taacttcgct gttgcaaata
  1264381 cgggttcact ttgtttagta acgaatgaag gtaatgccga tcttgtcatg tcgattccga
  1264441 aaacacaaat tgcagtaatg ggtatggaac gtatggttcc gacaatggaa gaattagatg
  1264501 ttttagttgg tttactatgt cgtagtgcag taggtcaaaa gttaacaagt tatgtaacgg
  1264561 tagcgggacc aattcaagaa gaggaagtag atggcccaga agaattccac ttagttgtgg
  1264621 ttgataatgg tcgttctcaa attctcggat ctgaattccg tcaagtattg caatgtattc
  1264681 gttgtgctgc ttgtgttaac gtatgccctg tatatcgcca tgttggtgga cattcatatg
  1264741 gttctatata ctcaggacca attggtgcgg tattaacacc acttttaggt ggatatgatg
  1264801 attacaaaga gcttccttat gcctctagtt tatgtggagc gtgtacagaa gcttgtccag
  1264861 taaaaattcc attgcatgat ttattattaa aacatcgtca agttatcgtt gagcaagaag
  1264921 gacgtgctcc acttgcagaa aagttagcaa tgaaaatgtt tagtatgggc gcatcttcag
  1264981 cagctttata taaaatggga tcaaaaatgg caccagcagc aatgagtcca tttacatctg
  1265041 gtaaccgtgt atcaaaaggt gttgggccac ttaaaaactg gacagatatt cgtgaattcc
  1265101 cggcgccaag taaagaacga ttccgtgatt ggtataaaga tcataagaaa ggcggggaca
  1265161 aataatgaca ggattaattc aaaaccgtga ctcctttcta gataatattg caaaggaact
  1265221 tggacgtaca cgtaaaacgg atggtgtaga acgcccagta tggaaaaata atgtgaataa
  1265281 agaaacgtta aaagattatt cacaagaaga attgttagaa gtatttaaaa atcaatgtac
  1265341 aaacattcat acaactgttg tggaaacgac aaacgaccgt ttacgtgaag atattcaaaa
  1265401 agtaatcgtt gaaaatggcg ggggacctat tatgttatcg gcagatgaac gttttgattc
  1265461 ttatgggttg acttctttat ttaaagaaga gcttccaaag caaaatgttg aagtgaatgt
  1265521 atgggatcca gagaaaaaag aagagaatat gcgtatcgca gaaagagcaa atatcggaat
  1265581 tgcatttagt gactatactt tagctgaatc tggtacgatc gttgtacaaa gtcataaagg
  1265641 acaaggtcgt tctttacact ttttacctac tgtatacttt gctattattc cacgtgaaac
  1265701 acttgtgcct cgtattacac aagcagttca ggatatgaac acacgtgtag aaaatggcga
  1265761 agaggtggca tcttgtatta actttatcac agggcctagt aactcggcag atattgaaat
  1265821 gaaccttgtt gttggagtac atggaccatt aaaagcagta tattttatcg tataaaagag
  1265881 gggaaagcag gccagaaaat ggcctgcttt tttaatagaa tagagataat atgaagtaga
  1265941 agttctctcc tttttttgct atgttcttct ggaaaggaga ggaagggatg ttcacttatg
  1266001 tatatgcatt gttagttggg atggtgtttg gttccttttt tatgttaatt gcgatgagaa
  1266061 ttccgctagg tgagtctatc attatcccgc gttcacattg tcattattgt aagtatgtac
  1266121 tcaagccaaa agaattaatt ccaatcattt ctttttgtat acaaagggga cgttgtacga
  1266181 attgtaagag gaaaatttca attttgtacg taatatttga acttgtaacc ggaataatat
  1266241 gtcttcttac tgtatatatg attggggtgg aacgagagct tatcatcatt ttatcacttt
  1266301 tctcgttact tctcattatt tcagttacag attacatata tatgttaatc cctaatcgta
  1266361 ttttagcttg gttctcttgt ttacttattt tagaatgtgt ttttgtaccg ttagtcactt
  1266421 ggacagagag tatagttggg agtggcgtta tattcatttt gttatactgc atgcaaaaga
  1266481 tatatccaga agggcttggt ggaggggata taaaactact ttcgttactt ggatttattg
  1266541 cgggactgaa aggggttttt atgattttat ttttatcatc tttctttagt ctttgtttct
  1266601 ttggagctgg tctcgtatta aaacgtatga aaatgaggac tcaaataccg tttggccctt
  1266661 ttattagcct tggggcaatt tgttacatgt tggtcacgta tgcaaaatag agaggggata
  1266721 gaaaatgaat gtatatatgg atgatcaaag aagttgtccg tacgggtatg tgctcgcaac
  1266781 tacagtagaa tgtgccctgc aaatggttcg ggattatgat gtgaatatgc tatcccttga
  1266841 ttttaatatg gggtggggag aaaaagtgga ttagattttg tagaagcttt ttgtaaagag
  1266901 ggtttatatg taaatgaaat tcaccttcat acgaatgatg tcatcggtat gcataagatg
  1266961 aaacagagaa ttaataaggg gaaggaagaa ggagagatta atccgaatct tgttgttaaa
  1267021 tatgttggga gctaaaaact ccaaagtaaa actttggagt tttaatgttt catatgcgct
  1267081 tgcagaggaa taatttcttc ttgttgagct gctactaatt cagtgtcttc ttgtttcacg
  1267141 tcaggtactt tctttgttaa gtagtggtat accataccga caaatactga cccaccaata
  1267201 atgttaccga ttgtaactgg aattaagtta tgaatagcac ctgcaaaaga aattgtctca
  1267261 ggatgcggtg aaactaaaga tagagcaaac agtgataagt ttgcgatgct atgctcgtaa
  1267321 ccagataaga aaaatgtgaa aacgagtagc atcatgatca ttatttttgc tgtatcccct
  1267381 ttaacttggg aaggtaagaa gcaggcaaga catacaagcc agttacataa aattgcttta
  1267441 aagaataatt gcattgtagg tgtattcatt tttccctcaa cgactttatt cattaaatga
  1267501 ccgtgatcga ttgcttcgaa aatgccagtt gcgtaaaata gtaaggcaaa gaataaagca
  1267561 cccgctaagt tacctgcata acaagcaacc cagttacgaa gtgtatcaga tattgttgtt
  1267621 tcttttctta atgttgctac agtgaagtac attgtgtttc cagtaaacaa ttcagcacca
  1267681 ccatatataa taagtacgag agcaattccg aaaaacatag aagcagctaa ataagttgct
  1267741 ggtgaatctg caatgtgaaa aaagttacct aatttaaagc atagaacaat aataaaaccg
  1267801 atataaatac ccgcaagtgc tgcacgaatg aaatattgca tcgggtttgc atctagtatt
  1267861 tgttttttgc ttttagccag tttgacaaca taatccaatc cttgttctag catgagtaat
  1267921 acgctccttt agtacatcat ctataaatac tccttatatg aataaagtac atggattctg
  1267981 tcatagtttc aataagtttg tgcaatgttt cacaaaaagg acatacatac atcgagaaaa
  1268041 cgcttacaaa aaatagtata atagaatttt ttctggacat agagagggga caaggaaaaa
  1268101 agaaaaagcg ctgtaattac agcgcttttt cgtctaaatt cttttcgact tttgtttcta
  1268161 cttctttcga gaagaaccaa ccaccaactg cgattccaac taatacaatc cagaatgtaa
  1268221 gcttccatgg tgtagattct gggaatgaat gtggaattac atttaatgca gggtgtgcca
  1268281 acgtataaac tgctagtttc acaccaaccc aacctacaat taagaatgct gcagtttcaa
  1268341 gtcctggttt acgttttaag aattgtacga aagcagttgc tgcaaatcgc ataatgatta
  1268401 atccgataag tccacctaca aagataacga cgaattgtcc agtatcaaga ctaccaattg
  1268461 tacctaatcc tgtttttggt aaagtcattg ctaatgcaac agcagctaaa atagagtcaa
  1268521 ctgcgaaggc gatatctgca acttcaactt taaatacagt ccaccaaaag ttctcttgtt
  1268581 ttttctttgc ttctttttct tctgtttctt catccgtatt ctttttaaca tacgttttaa
  1268641 ataaatgatt accagcgata aacataagat aaattgcacc gattgcttgc acttgccata
  1268701 catcgactag gaacgaaatc ataaataacg atccgaatcg gaaaacaaat gctcccgcta
  1268761 atccgtaaaa taatgctttt ttacgttttt cttctggtaa atgttttacc ataattgcaa
  1268821 gaacaagcgc gttatcagcc gctaaaatcc cctctagtgc aattaggatg agtaataccc
  1268881 aaccatactc caataataat gatacatcca tgtacattct cctctcattt ctataagtac
  1268941 taaataagtg aagaatttcc ccactattta gtttccccat actcctgcct attaactttg
  1269001 gaagaatttg gcaatgaatg caaaaaagac ctctgccgtt aataggcaaa ggtcttgcta
  1269061 gacatatgta atgaaaatgc caacaaagcc ggaagaacta agttctacgt aatgacgact
  1269121 ttgtttccaa gaaatattct tggacgctac tcccctttgg agatatgcta ttgtactctc
  1269181 attatatgga taatttatac ggttgtcaac ctgttaaaat gtcttcattc ggatatttta
  1269241 tttttcggtt ctttttacgt gcaaatgaaa aagccaatgt taaaggtccc atcttcccaa
  1269301 agaacatcat aaagataata atagcttttc cgattatagt taagtgtggt gtgaaattca
  1269361 tactgagacc aacggtccca aatgctgaaa atacttcgaa agcactcatc aatagaggaa
  1269421 cacgctcagt aatacttaaa attaaaatag caaaaaaaat aaatgaaata gaaataatag
  1269481 cgatggtcaa tgatttgaca atgagagtat ctttaatgga ttttttaaac acgacaatat
  1269541 catcttgttc ttgtaaaaat ttaaataccc caaaaaacat gattaaaaat gttgtcaact
  1269601 taatcccacc accagttgaa gcactcccag cgccaataaa cataaggagc atcattaata
  1269661 gtagggaagg ctttgataag gcagaaatat caactgtatt aaacccggca gtgcgagttg
  1269721 aaactgcctg gaaataagca gccattccct cttcaaaggg ggtaaatcct ctcatagaaa
  1269781 gggaattgtg gaactcgaat ataaaaataa aaacagtcgc aataatattg acgattagag
  1269841 tagaagagag cataagtttt gagtgtaatg taaggttttt aaaatttttc tttttcttta
  1269901 tatctacgat tactgtaaaa ccaatcccgc ctaaaataat gagggaggaa ataacgacat
  1269961 tgacaagaat gctatgagaa tgggacatta aattatcgct ccatacagaa aaaccagcat
  1270021 tgttaaaagc agagattgaa tgaaaaaagc tataatagag ccctttagca atcccatatt
  1270081 tcggtatcca ttcaaaagaa agaatcaaag tagcgataca ttcaactgta aaagagaata
  1270141 aaaataatgc tttggcaaga cgaatgacac cgcctatatt cgtttgattt aacgcttgtt
  1270201 gcagtaaaat tcggttttga agaccaattt ttctacctag cataatcgca attaaaacgg
  1270261 caaagctcat aatgccaagt ccacccactt gtataagtgt taaaatgaca cattggccaa
  1270321 ataaggtaaa tactttccca gtgtccacaa caccaagccc tgtaaccgta caagcagaaa
  1270381 cggttgtaaa taaagcatca agccatgaaa tagacgtcgt tgtagcaatt ggcaacttta
  1270441 ataagcatgt gccgataatt gataacataa taaaagacaa agtaagaaca cggggaggac
  1270501 tcatgcgaat attaatccgt ttcatgttat atatcgttcc tttcagtttg ctcttactag
  1270561 tatgtgaaaa agtacgatta tgtatgttaa aaatagaaag aggcagagaa tatctgcctc
  1270621 taagccatat gttatagtgt tatccacgta attgttgttg agctaaagcg acaagacgtt
  1270681 ttgttacttc accgccaact gatccgttag aacgagatgc tgtattagat cctaagctta
  1270741 cgccgaattc ttgtgcaatt tcatatttaa attgttcaag tgcttgttca gcaccaggaa
  1270801 ctagtaattt gtttgttttt accatgttga tacacatcct tatgagtagt ccagttcagc
  1270861 taagtacgta tctgaactgg taccgttatt ttatgtggaa ccgacgtact catacgcgga
  1270921 agtaatcggt gtgattagaa gttattggat agaaaaaaga gtagcaaatt tgctactctt
  1270981 tttttagtat tgtcgctgta ccttcaacga caatatcatc cgattgatta tatatatttg
  1271041 tttgcaacgt gatgattttt ttatcgtcac gttttttgat gacttctgcc acaacgcgaa
  1271101 gtgtatcgcc gattttgaca ggagcgcgga atgaaacgtt ttgggataga taaatcgtat
  1271161 ttttacctgg gagtttcgtt ccaaggatgg tagaaataaa actcgaaacg agcataccat
  1271221 gagcaatacg ttctttaaac attgtcgttt ttgcaaaaga gtctaaaata tgaataggat
  1271281 tcacatctcc agtcaatttt gcaaaattga taacgtcctc atccgtaatc gtttttgtaa
  1271341 gtgatgcttg atcaccgact tgaatctcat cataacgaag ctccggaaca gtttgtgctt
  1271401 cttgaaatgg attcattttg tcctccttct tttccatatc gaaaaatgct agccatcttg
  1271461 atgtagtagg aggaagaaag agttttgttt gtgctgcagt gagctcccac atttttctta
  1271521 cttgatggaa gtaaatagat tttttgagtt ttcctcgaac ttttttgcga gttccaactg
  1271581 ctttaacttg aactcttcca aaaaaccttc taactgtttt tgagcctctt cacgttgtaa
  1271641 ttgttgttgt tcaataaatt gttttgttgt ttcttcaaat tggccgcttg tttgagtaag
  1271701 aatagacaaa gatgttttcg taggagaaac agtaagctga tgcatatgag cagaaagttc
  1271761 cttccatttc tcttgccact cattaatttg atcatttaag gagtttccag ttaattgctt
  1271821 cacgtaatct gtatattgat tattgaactg agcagtgaat tgttgcagtt ctttttctag
  1271881 ttcatctact cctgatgtta atttatgcaa agcatcttgt tgttgtttta atgtttctaa
  1271941 agtaagttgc tctaattgtt tcccagctga agagaaaagg gaaagtgatt gagaccagtt
  1272001 tttccaaaat gcatcgacta attcgtatgg tttagtttcc attgtttgac ccccaaatgt
  1272061 ttttttacat attgtgaacg cagattactc tgctgtatca ccaggtgaag atgaagaatc
  1272121 tttttcatcc ttttctggag aagtagaaaa tggaaagaat gcattggtgt ataacgtgaa
  1272181 aaacgtccgc aacatatttt gataatgttc aaaagaagtc gcacatgttg ttaaatattg
  1272241 ctctccatat tcagttaaag aataaattct tttggctggc cctccgtcgc ttgtatccca
  1272301 agtagaagaa ataaggtttt ctttttctaa tttgcgtagt gttctgtaca cattaccttg
  1272361 gtcaacagaa gagaagccga tatccattag catttgaata agtttgtaac catgaagact
  1272421 ccagtcttta agacagagaa gtaagaaggg aactaagaag ttttttggca tggagtttgg
  1272481 ttgttttgct tgggtgttct ccaaactttc gcgttgttct ggttcattat gtagcatgat
  1272541 tgtgcatcac ctcatgaatc agttagatgg aattttttgc ttataagtgc aatttacacc
  1272601 tatctgtttt taaagtcaat acatttgtta gaaaatagaa aaaaataaaa tatagacttg
  1272661 aagttttatt cagaatatta gaaaataatg aataggttga attgtttcaa aaacgaaaaa
  1272721 gggagtgtag gtaaagtgat tgatcaaaaa ttcgatccac tacaagcatg gaaaaatgct
  1272781 tatgaacaaa ccgaaacatt ttggggaaaa gcgctcaatg aaacaattaa aacagaagaa
  1272841 tattctgctt ggatgggcag cgttctagat ttgaatttgt tttatcaaaa agcattaaat
  1272901 gatacgacaa aaaattattt agagcaggtg aatgtgccta cgaaagagga tatcgctaga
  1272961 gtggctacgc ttgttattaa cttagaaaat aaagtggata acattgagga gtttctagaa
  1273021 gagaaggtag agtcagtagg acaagctcct acattaaagc gtgatgttac gaaagtaaaa
  1273081 caagatcttc gcacattaga aacgaaggtt gatcaaattt tagaattgct agaaaagcaa
  1273141 aatacagtac tagcgaaact acaagaacct gtaaaggaag aagtaaaacc tacgaataag
  1273201 ccagaaaata aaaagtgata atagcgcttg tttataacag ataaaagaga gagagaatct
  1273261 cttttctatg tataaacagc gaaacataat tatataggga ctccatagta tgagtaccaa
  1273321 aatgattcat aatagtcgtt cacaaattca tttaaggggg aaaagaaatg gttcaattaa
  1273381 atggaaaagt agcaatcgta acaggtgggg caaaagggat tggtaaagcg attacagtag
  1273441 cgctagcaca agagggagca aaagttgtta ttaactataa cagcagcaaa gaagcagctg
  1273501 aaaacttagt aaatgaacta ggaaaagaag gacatgacgt ttatgcagtt caagcagatg
  1273561 tttctaaagt agaagatgca aaccgacttg tagaagaagc agtgaatcat tttggtaaag
  1273621 ttgatattct tgttaataat gctggtatta caagagatcg tacatttaaa aagttaaatc
  1273681 gtgaagattg ggaacgcgta attgacgtga acttaagcag tgtgtttaat acgacaagcg
  1273741 cggtacttcc atacataacg gaagcagaag aaggtagaat tattagcatt tcttctatta
  1273801 ttggtcaagc gggtggattt ggacaaacaa actactcagc agcaaaagca ggtatgctag
  1273861 gatttacaaa atcattagca ttagagcttg caaaaacaaa tgtaactgta aacgctattt
  1273921 gcccaggatt tattgatact gaaatggtag cagaagtacc agaagaagta cgtcaaaaaa
  1273981 tcgttgcaaa aatcccgaaa aaacgttttg gtcaagcaga tgaaattgca aaaggtgtag
  1274041 tatacctatg ccgtgacggt gcttatatta caggtcagca attaaacatt aacggcggat
  1274101 tatatatgta atgaagtaag aaaaaagtgc atatccatag caggaatgca cttctttttt
  1274161 tagaaggaaa tcgaccaaaa aggagataga aaaatgacta cattcgcaac agaatgggaa
  1274221 aagcaattag agctataccc agaagagtat cgaaaagcat accgccgagt gaaaagggcg
  1274281 agtgaaattt tattacgtga accagagccg caagtcggat taacgccgaa agaggttatt
  1274341 tggacgaaga ataagacgaa gctttatcgc tacattccaa aacaagaaaa aacacaaaga
  1274401 gttccaattc tattaatata tgctcttatt aataaaccat atattatgga cttaactcct
  1274461 ggaaatagtt tagtggaata tctagtggac cgtggttttg atgtgtatat gcttgattgg
  1274521 ggcacatttg gtttagaaga tagtcatttg aaatttgatg atttcgtgtt tgattatatt
  1274581 gcaaaagcag tgaaaaaagt aatgcgaact gcaaaatcgg acgagatttc tttacttggt
  1274641 tattgcatgg gtggaacgtt aacttctatt tatgcggcac ttcatccgca catgccaatt
  1274701 cgcaacttaa tctttatgac aagtcctttt gatttctctg aaacaggatt atatggtcct
  1274761 ttactagatg aaaaatattt taacttagat aaagcagttg atacatttgg caatattccg
  1274821 ccagaaatga ttgatttcgg aaacaaaatg ttaaaaccaa ttacaaactt tgttggtcca
  1274881 tacgttgctt tagtagatcg ttcagagaat gagcgtttcg ttgaaagctg gaggttagtt
  1274941 caaaagtggg ttggcgatgg cattccgttc ccgggtgaat catacagaca gtggattcgt
  1275001 gatttttatc aaaataataa actcgttaag ggtgaactcg ttattcgcgg acaaaaggta
  1275061 gaccttgcaa atattaaggc gaatgtctta aatatttccg ggaaacgtga tcatatcgct
  1275121 ctgccatgcc aagtagaagc attgctagat catatttcta gcacagataa acaatatgta
  1275181 tgtttaccga cagggcatat gtctatcgtt tacggcggaa cagctgtaaa acaaacgtat
  1275241 ccgacgattg gagattggct tgacgagcgt tcaaagtaaa aatgaaaaat ccaactagcg
  1275301 ttgtgttagt tggatttttt tatggaaaat aacaaaacat agaaaggaga aatttatatt
  1275361 gtaggagtat aattatgaac cttataagtg gtaagttgtt ttggaataga ggagtttctg
  1275421 taccttgtta tccaccgtta gaaaatgata tgatatgtga tgtgcttgta gtcggaagtg
  1275481 gcgaagcagg tgcccatata gcgtattttt tagcgaaaat tggcatgagt gtgatgctta
  1275541 ttgaaaaaag agaaattgca tgtggtagta catttgcaaa tgtaggttta ttacagtttt
  1275601 ttcatgataa atcgttaacc tcacttattc atacatttgg tgaagaaaaa ggggtacgag
  1275661 catataagct ttgttacgaa gcgttacgaa caatggagaa agttgtaccg actctcgata
  1275721 ttgatcccca gtttattcca cgaaatagtt tatattatgc aagtaaaagt gaagatgtct
  1275781 catctttaca agaggagtac aatacgttac agaaatatgg acttcctgtt gagtatttta
  1275841 cagaagttga tattaaggaa cgttattcct ttacaaaaca agcggcatta tatacacatg
  1275901 gtgatgctga ggtaaatccg tatttattag cgcatagtct tttgcataaa gcaaatcaaa
  1275961 tgggtgctat tatacatgaa catacagagg tcatacatat aaaaaaacgt caaaatgatt
  1276021 taatttgtta tacgaaaaca ggaaatcaaa ttgtagcaaa gaatattatt atggcgacgg
  1276081 gctatgaagc gctttttggg aagaaagaaa aaaatacaac agtagagaca tcttatgcag
  1276141 ttgtgacaaa tgaaatagat cagtttgaag gctggcatga gcgatcattg atttgggaaa
  1276201 cagcacgtcc ctacttatat tttcggacgt ataaaaaccg cattatggta ggcggattag
  1276261 atgaagcgat gcaaattcaa tcgattggtg atacgaaact attgcataag cgtgatatcc
  1276321 ttattaacat tgtaagagag atgttccccc agtataagaa tatacaagca gagtattatt
  1276381 gggcagcagc atttggcagt agtcatgatg gtcttcctat tttaaaagaa gacaaaaaga
  1276441 tacataattt attttacgca ttactgcacg gaggtaatgg aactgtgtat ggaatggtat
  1276501 ttgcaaaaat atttgagcag ttatttacaa ataaagaaag ggaagatttt tctttattta
  1276561 atcgatagaa aaaaggtagc gaagtgatgg aatgagagat ataaaaaagt ttttacaaaa
  1276621 attgcgtccc gtacaactca ttgttttatt ttatttatta gcagtagttg tatcggtaat
  1276681 attacttagt ttaccgtttg tgacgaagtc tggtgtgaaa tggacattta ttgatgctct
  1276741 atttacatcg gttagtgtgg taagtgttac gggactgtct gttgttacaa tttcagatac
  1276801 atttactacg gcaggaatta ttattttagc ccttattttg caattaggcg gcttaggaat
  1276861 tatggcgctt ggtacattcg tttggattat aacgggaaaa aagattggtt tgcagagaag
  1276921 aagactcatt atggcagacc ataatcaagg gaacttatca ggccttgtag aattgatgcg
  1276981 ttctatttta attgtaatta tttcgataga acttattgga gcaatattat taggcacaag
  1277041 attcctactt tattttccaa cttggcaaga agcttatttt cacggtttct ttgcggctgt
  1277101 tagtgcaact acgaacggtg gatttgattt aacaggacaa tcgctaattc cgtataaaaa
  1277161 agattacatt gttcaaatga ttcatatgtt actgattatt ttaggcgcga ttggtttccc
  1277221 agtactaatg gaagtgaaac aattccttag taaaagggga caacaattat ttcgtttttc
  1277281 attatttaca aaattgacga caacaacatt ttttgcactc gttgttgttg gtacaattat
  1277341 gattttttta ctggagagaa atcatttttt agtaggaaag tcatggcatg aaactgtatt
  1277401 ttatacatta ttccaatctg tgacgacgcg aagcggtgga ctcgctacaa tggatatact
  1277461 tgaattatca caaccgacgc ttttatttat gagtatatta atgtttatag gagcatctcc
  1277521 aagttcggtt gggggcggaa tacgtacaac aacatttgct gttagtatat tatcgctata
  1277581 cacttttgca agaggcggta gaacagttag agtcttcaaa cgccaaatac acgaagagga
  1277641 tgtactgaaa gcatctgtcg ttatgacgat ggggatttta ttatgtgcca cagcactatt
  1277701 tattttatct attacagaga atgtaccgct tatgagctta atcgttgaag tgtgttctgc
  1277761 cttcgggacg acaggactat cgacaggtat tacgccagat ttaacaactg ttggtaaact
  1277821 tgtacttatt gtacttatgt ttatcggtcg cgttggtatt ttaacgttta tactagctag
  1277881 tggcggaaga gaacagccac ctcgctataa atatccgaaa gagcggatta ttattggata
  1277941 gtatgaaacc attctaccta tgttaggtag aatggttttt tagtcgttaa tgccaaattg
  1278001 cggatgcata aaagcttcct ttttattatc tgattcgttt tttagcaact cttgattttc
  1278061 ttctgaaatc cacccaatat catttgtagg atggatccac tcatcgccag ccataatggc
  1278121 aggatctact tcatcactcc aattgtgaag cggattgttc tcggaattat atttactgtc
  1278181 cccaattaca acatcatatt gatttacgaa aggttgttgc atcgtttttc ctgttccttt
  1278241 aaaagatgga aaattcattt gatgcgggag cgtttcgtct aaaattggtg attgaatctt
  1278301 ttcttttttc ttcaaaatca tcgctccttt ttataatgat ttcttcatac gtagtatttc
  1278361 catcgaacgc ctcttatgta cttgttaaca cttgccagta ataattattt taagttgttt
  1278421 caaactagag tagaaagtga tttcttgaga gcaggtgaat gtattggtaa aaagaaaagt
  1278481 gaaacaaaat gcggcaatca acaataataa aactccgaaa gaaagcttac cagatgcaga
  1278541 atttgcatta gagtatgaag gagaaaatag cgcgaagtat gcaaatcgta attcaaaaaa
  1278601 aggtaaacaa aaatgaggcg ttttttacaa acgcctcatt tttttgtggg attataaagg
  1278661 tttttttaat tatttgtaaa tttagtgttc attattagca gaaaaatgcg aaaaaacata
  1278721 gaagtagcaa cgtattacac aaaaacaaac aacaaacaaa agattaatgt tggtttaata
  1278781 ctgcttttac actagttgtt tatattggag ttgtacataa gatttgtaaa aggagagaga
  1278841 gacagtgaaa aaaacaatct ttaaagctgt agcaactgga atggtatttt cgttattaat
  1278901 ggggtgtggt gcaaagaaag aagaaagtgc tggggcaaaa gtaaaagatg ataaattatc
  1278961 tggatcatta actgtttaca cagcgattga agaagaactt gtaccaattt atcttgattc
  1279021 ttttaaaaag aaatacccag atgtgaagct gaacattgtt cgtgattcaa ctggagttat
  1279081 tacagcgaaa ttactagctg aaggaaaaaa tacacaagca gatgttgtat ggggaactgc
  1279141 agcatcaagt ctattagctt tagataaaaa agatatgtta aaaggatact ctccaaaagg
  1279201 agcggatcgc gttctaccac aatttaaaga tgataaacaa ccagaaaaat gggttggaaa
  1279261 tactgcattt atgacgggga ttgctataaa taaagaagaa ttaaagaaga aaaatttacc
  1279321 gatgccagaa tcatacgaag acttaacgaa accagaatat aaaggaacgc ttgttatgcc
  1279381 acatccggct tcttctggaa caggattttt aacagtttcc gcatggttac aaattatggg
  1279441 tgaagataaa ggctgggatt acatgaagaa acttcatgat aatatggcaa cttatacgca
  1279501 ttcaggctca aaaccagcga aattagcagg tgcaggtgaa tatccagttg gcgtatcgat
  1279561 ggtttatagt gctttgaaag agaaacaaaa aggtgcacca gttgaagttg tattgccgaa
  1279621 agaaggatta ggttgggaag tagaagcgaa cgcacttatt aaaaaagata atgcaaaaaa
  1279681 tgaaaaatta gcgcaagcat ttttagattg ggcaattact gatgatgtaa tgaagttata
  1279741 cttcgagaaa aatggatttg caacaattaa aaatgattat aaacttccag atggattccc
  1279801 taaagatgtg acggaaaagt tatacaaaaa gaatgacttt aagtgggcag cagaaaatcg
  1279861 cgacaaaatt ttagaaaaat gggaaaaaga gtttggtcaa aaagcagaac cgaaaaagta
  1279921 agtgagtagg agagagaaaa aatgagcgaa tatttatcaa ttcaacacat tcaaaaacag
  1279981 tttgatgcat ttacagcgtt aaaggatatt tcttttactg tgaaaaaaat gagtttgtat
  1280041 gtttattagg tccaagtggc tgtgggaaaa caacattgct tcgaatttta gcagggctag
  1280101 aagaggcgac aacaggtagt atagctgtga atggaaaaga tattacagca ttacctcctg
  1280161 gaaagaggaa tttcggaatg gtatttcaat catatgcatt atttccgaat ttaacagcac
  1280221 ttgaaaacat tgaatacggc ttaaaggcaa aaaagtatgg aaaagcagaa gtaaaagaga
  1280281 aggcgctatc ggcgctagaa ctagttgatt tactgaatgt taaaagataa atatcctgct
  1280341 caaatgtctg gtggacaaca gcagcgagta gcacttgcac gtgcactcgc tctgtctccg
  1280401 gatattttgt tactagatga gccgttatct gctttagatg caaaagtacg tgaaaagtta
  1280461 cgtagagaaa tgcgtgattt gcaagaaaaa gtaggagtaa caactattat ggtcacgcat
  1280521 gatcaagaag aggcattaac gatggctgat aaaattgttg taatgaatca tgcggaaatt
  1280581 atgcagattg gcacaccaga ggagatttac caaagaccag caaatccgtt tgtggcagat
  1280641 tttattggtt ctattaattt cttttcgaaa aataacgaag aacatgcaat tcgtccggag
  1280701 catgtaacag tcgtacaaaa taatggtatg aaaacaattg tagagagcat ggagtttcgt
  1280761 gggtctgtat accggacaga agtgcgagtt atagatgaga aaacacacct atataatgag
  1280821 aaaatcgttg tagatatatt ggcatcagaa gtagaaaaaa cagccattag gaaaggaaag
  1280881 ccaattcaaa tctctttctc agaaaatcat atgttgtcat atggaaagaa ggttgttgta
  1280941 tagatggaga tgttagaaga tttaaaggta gaaaatacga aaaaaagatt aagagacgta
  1281001 tcggtaaaga agagtggata caaagactat taattattgg tatgatcctt gcctttttga
  1281061 ttatgcttgt attgccgcta ttacaactat ttacacaagc tttttatgat aaagatggag
  1281121 ctttcattgg tgttgcgaat ttcagtaaat atttcacaac accaacgcta gttcaatcat
  1281181 tacaaaatac ggtatgggtt tcgggtgcga caacaattat tgcagtgaca ctcgctttcg
  1281241 cttacgccta tgcgatcgct cgtacgaatg tatttggaaa gcgtgtattt caatacatcg
  1281301 cgttgttacc attattcgcg ccaacgatga tgcatggtat cgcacttaca tatttatttg
  1281361 gtaatcaagg attagtaacg aaagggatgt ttggcttatt tgaaggtata caaatccctt
  1281421 tatatggacc agtaggaatt gtaatggctg aagtcatgta tacatttccg caagcatttc
  1281481 ttatattatt aattgctttc caaggttctg attatcgttt atatgaagct tctaatatgt
  1281541 tgggggcgag taaaataaag caatttttca ctgttacttt acctagtgta aagtacggat
  1281601 taattagtgc gatgttcgtt gtgtttacac tcagtttcac tgattttggc gcaccaaaaa
  1281661 ttgttggtgg gcaatataat gtacttgcta ccgacgtata taagcaagta atcggacaac
  1281721 aaaatatgcc gatgggtgca actgtcggaa tgattttatt aattccagct atatttgcat
  1281781 ttgcagttga tcgcattacg caaagaaagc aggcgaattt cttatcttcc aaagcagtgc
  1281841 catatagaat aacggctaat aagaaaagag atgtagtctc attcatatat tgtagtgtaa
  1281901 ttacacttat gattgttctt ttatttgtgg cagttggtat tgctgcaagt gtgaaagtat
  1281961 ggccatataa tatgagtttt acatttgagc attttaattt ttcgagttta acaggagatg
  1282021 gacttgaagc atttaaaaat agtgtaattg tctcagcagt tacagcagtt attggggcaa
  1282081 ttttaacatt tatgttcgca tatgcgattg agaaaataga tcagctaaag tttttccgaa
  1282141 aaacaggcta ctttttctcg attgtacctt tagcaatccc aggtctagta cttggattgg
  1282201 gatatgtctt tttctttagt caaccaacga ttcaaatatt tggactttca gtaacgaatc
  1282261 cgtttcattc tttatacgga acaattgctg tgctagtact agtaaacatc attcattttt
  1282321 attcggtaac attcgttacc gcaacgactg ctttaaagaa attagaccga gagtttgagc
  1282381 ttgtttcgca gtcgatgggc attccgtttt ataaaacatt ctttagagta acagtaccga
  1282441 tgtgtttacc agcaatttta gaaatggtga tgtactattt cgtcaattcg atggtaactg
  1282501 tgtcagcggt tgtattctta tacgcagctg attttaaact agctgccgta tcaatcgtaa
  1282561 atatggatga tgcaggaaat gtagcgccag cagctgcaat gagtgtactt attgttgtta
  1282621 caaatattgt agtgagagtt gtatatgaat ggggaacgaa agcacttcgt aaccgaactt
  1282681 cacaatggca aaaaagataa ataagaaggg tgatggattg tatgaaaata gaagcagtta
  1282741 tttttgattg ggcaggtacg acagttgatt acggatgttt tgcaccactg gaagtattta
  1282801 tggagatttt tcataaacga ggtgtgggaa ttacagcaga agaagcccgt aagccaatgg
  1282861 gattattaaa aattgatcat gtaagggcac ttacagagat gcctcgtatt gcgaatgaat
  1282921 ggaatcgtat tttcggacaa ttaccaacag aaacagacat tcaggagatg tatgaagaat
  1282981 ttgaagagat tctcttcgct attttaccgc gctatgcgtc gccaattcat ggagtaaaag
  1283041 aagtgattgc ttctttacgt gaacgaggaa ttaaaattgg ttcaacgact ggttatacga
  1283101 gagaaatgat ggacattgta gcaaaagaag cagcactaca aggatataaa cctgattttc
  1283161 ttgtaacgcc agatgatgtt cctgcggggc gtccatatcc gtggatgtgt tataaaaatg
  1283221 cgatggaact tggtgtatat cccatgaatc atatgataaa aattggagac acggtatcag
  1283281 atatgaaaga gggaagaaat gctggtatgt ggacagttgg tgtaattctt ggcagtagcg
  1283341 aactcggttt aagtgaagaa gaagtggaga atatggatcc agcagaactt cgtgaaaaaa
  1283401 tagaagtagt tcgcaatcgt ttcgttgaaa atggagcgca ctttacgatt gaaacgatgc
  1283461 aggaacttga aagtgtaatg gaacgtatcg agaaacaaga acttattatt tcataaaagg
  1283521 ggcatgggat catgactgaa aatcattact tattattaac gccaggacca ttaacgacaa
  1283581 caaagacggt aaaagaagtt atgttatacg attggtgtac gtgggatgtt gaatataaca
  1283641 cgatggtaca aaaagtaaga gctaaacttg tatcgttagc aacgaaggaa gaagagaaat
  1283701 atacaacagt attaatgcaa ggaagcggta cgttttcagt ggaagcagta atcggttctg
  1283761 tcattccaaa aaacggaaag cttcttgttt gtacaaatgg tgcatacggt aaacgaattg
  1283821 tacaaatggc agagatgtta catatagatg tggtggtcag tcaaacagaa gagtgggagc
  1283881 ctactaatat tgtagaagta gaaaagatat tacaacaaga taaagagatt acacatattg
  1283941 cagttgttca ttgtgaaaca acaacaggta ttatcaatcc aattgtagac gtatgtaaat
  1284001 tagggaagca atacggaaaa gtaacactag ttgatgcaat gagtagtttt ggtggtattg
  1284061 aaatagatat tgctgagttg caaattgact ttctaattag tagtgcgaat aaatgtattc
  1284121 aaggagttcc agggttcgga tttgttattg cacagcgtga tgaattattg aaatgtaaag
  1284181 ggcaggcacg ttcattatct ttagatttat acgatcagtg ggaaacgatg gaaaatcaaa
  1284241 atgggaaatg gcgttttacg tcacctacac atgttgtaca cgctttttat caagcattac
  1284301 ttgaattaga aaaagaaggc ggagtaagag cacgttacaa tcgatattac aacaatcaaa
  1284361 aactattagt gaatagaatg ggggaaattg gttttaagcc actcgtaaat gaaaaatatc
  1284421 aatctcctat tattacatct tttatttatc cggaagggaa cttcgaattt caacagttat
  1284481 ataatgagtt aaaacgctac ggatttgtta tttatcctgg gaaaatttcg aaagtagata
  1284541 cgttccgcat tggaaatatt ggtgatgtac atgaggaaga cataaatcgt ttagtagata
  1284601 gtattgctaa aggggttgtt ataggttgaa agtattttgc ttaggtggag caggtaaaat
  1284661 ttgtcgtgaa gcaattttag atttagtcca attttcatct tttgaaacga ttacggtagc
  1284721 tgattttaat gaagaagagg gccttaaaat agtagaatgg ctcaacgatc ctcgcgttaa
  1284781 ttttgtgaaa gtagatgtaa cgaatcatga ggatacggtt gcaaaaatga agggctatga
  1284841 cattgtaatg gatggtacga caattaagtt aaatggattg tctactcgat gtattgcaga
  1284901 agcaggttgt cacggtgtga acttaaatgg atttggtgaa gaaaatgatt cgcattctat
  1284961 atttgttcaa aacggaaaaa catgtttacc tggatttggt atgacgccag gtgtaacgca
  1285021 aatgatggcg atgcatgcag cgaatcagtt acatacggta gaatcagttc gtgtcagtca
  1285081 cggttcatat cgtccaattg ctttttctgc atccattaca gaaacaacga catatgaata
  1285141 tgatccacat ttgccatcgc gtacagtgta tgaaaatggc gagtttaagc aagtacctcc
  1285201 gtttgcacgt ccgagagaaa ttgaattacc ggcgccttat ggtaaggcaa cgcagtatat
  1285261 cataccgcat tctgaaacaa ttacgttagc aaaagcatta gaaaataaag gcgtcaaact
  1285321 aatagagacg agaggaactt ggccaaagca aaatatgcag ctcgtacgtg ctttatatga
  1285381 ttatggtata ttgcgtaatg atcaagttga aataaatggg gaagcaatcg gcattatgga
  1285441 ttgtgtctcg aagtatttat tgcaatcgaa agaaggacaa gaaacagagg tttacggtta
  1285501 tgcacttcat gtagaagtaa taggtatgaa aaataatgag aaacaaaggc acgtattgta
  1285561 tcatacacac ccgttatctg atggttctgt tgaaggatgg gaaaaattaa gagcatatac
  1285621 gagaaacgtc ggtataccat ttgggattgc tacagagtta atcgcaaaag gggatgtaaa
  1285681 taaagttggt gttgtgacac ctgaggaagc ttttgtaaat ccacaagtta tttttgatga
  1285741 attaaaaaag cgtggtattc atattcatga agaaatttct acttacaaag aaagttataa
  1285801 ctttgtataa gtaaggcaat gtatgaggta gaaatcaatg gggtgaggtt atgtctgtag
  1285861 taggtgaaga aagaaagcga accattcttg agaaggtaga gtttaaaggg aaagtaaaag
  1285921 tttcagaatt agcgagagag tttgctgtat caacggagac gattcgccgt tatttagaag
  1285981 aattggatcg tgaaaagaag ttgaagaaag tgtatggtgg agccgtccaa cttccgggag
  1286041 ctgggataga ggcaccaatg ttagagcgag agatgctgca tatagaagag aagaagagaa
  1286101 ttgggtataa agcagcaacg tttgtggaag atggagatgt gattgcaatt gatgacggaa
  1286161 gtacaccact tcaaatggta ccctatcttg ttcatcgtaa aaatttaacg attgtaacaa
  1286221 gttcatttcc agtagcgaca caattaattt cttctattaa taaaaagatg tttcacggtg
  1286281 aagttttatt tattggtggg aaagtatctc caaagcattc acgcgtatca ggatctattt
  1286341 cgcagcaagt catccagcaa ttccattttc ataaagcatt tgtttcgatt gatggattat
  1286401 tacctagttt tggagtttct agttttgaat tggaaaaggc gaaactgtca gaagcgatga
  1286461 tgaaattagc ggaaaaaaca tatattctat gtgatcatac aaaggtaggc gtaaaaggga
  1286521 attatcgaat agcagcattc tcccgtattc agcatgttat ttgtgataaa aaaatgccct
  1286581 atagttttga agaggaagtt aaaaagcata atattcaatg gacaatttgt taaatacatt
  1286641 gaatttccac ctgattttaa ggtgggagtt ttactgctta caaatagagg gataaaagat
  1286701 ttgtatgtat gcaaaaaaag tggacacatt ttcgcatctc tttcatataa tttaccaata
  1286761 caaaaaaagt tggtcgaagg aaagaaggga aagtatgtca gaacggatat ataataaact
  1286821 tgtattgtat gcaaatattt tgcaaaaaat tggtgttatt aatgaaaaag aaaaaagtga
  1286881 aattctgcat acgataagta aaaaggccct ctgaataaag ggccttttta ttttttatct
  1286941 tcggaaatat aaatttaatg taatattctc attgacaatg ataatgatat tcattaccat
  1287001 ttatttgtag ttaattgata agtgttatca attatatatg ataggggata ttattttgaa
  1287061 aaaaaatata tgaaggcgtt agtagtagcg acaacattag caattccatt tgctgcatac
  1287121 tctactccag cattagcagc aataaaaatt gaagcaaacc aatcggtagc agcgagtgat
  1287181 cgcacgtatg atactgagat taaaatatat aaagatcaaa aagatgagcc atctatggtt
  1287241 tctcaatata taaaagatcc taaagtggcg attgtagctg ggaaaaattg taactgtaac
  1287301 gatgcaagat agtgattatt ttcaatatct tagaatagaa gatagaaatc aaccaggtgt
  1287361 atttcatgat gtgaaagttt tgtcagaaga taagaggaag aatgggacga aagtaattca
  1287421 atttgaaatt ggtgaatttg agaagaagca taatatgcaa atgcacatac ttattccagc
  1287481 tattggatac gatcataaat atcaagttca atttgaaatt aaagatccaa ctgtaggtga
  1287541 caaagaaaca gagaaaccag atgataacac taattcaggc aatacggaaa cggataaacc
  1287601 agttgataat caaaatatga taacagataa caagttaagg gaacttgtta ataaaaaagt
  1287661 atttaataga aaagatgtaa atacacccga ttacgaaaga agagttatta caagtaaaga
  1287721 atttgttttt aaatacgaat gagattcttg attatagtgc attaaaatat atgccaaatt
  1287781 tgaaatcttt aacagttgcg aatgcgaaga taaaagatcc gtcgttcttt gcgaacttaa
  1287841 agcaattaaa tcatttagct ttgcgtggta atgaattttc agatgtaaca ccacttgtta
  1287901 agatggatca tttagattct cttgatttaa gtaataataa aattacaaac gttgcaccac
  1287961 taattgaaat gaaaaatgta aaaagtttat atttatcagg taaccaaata gaagatgtaa
  1288021 cagcattagc gaaaatggaa caactagatt atttgaattt agcgaataat aaaattacga
  1288081 atgttgctcc attaagcgcg ttaaaaaatg taacatactt gactttagct ggtaatcaaa
  1288141 ttgaagatat taaaccgtta tattcattac ctttaacaga cttagtatta acacgtaata
  1288201 aagttaaaga tttatccggc attgagcaaa tgaagcaatt agaagaattg tggatcggga
  1288261 aaaatgaaat aaaagatgtt actcctctaa gtaagatgac acagttaaaa caattacacc
  1288321 tacctaacaa tgagttaaag gatattacgc cattatcaag tctagtaaac ttacaaaaac
  1288381 ttgatttaga agcaaattat atttcagact taacaccggc tagtaatttg aaaaagttag
  1288441 tattcttaag ttttgttgca aatgaaattc gtgatgttcg accagtgata gaactaagta
  1288501 aaacagccta catcaatgtt caaaatcaaa aagtattttt agaggaaaca gaagtaaata
  1288561 aagaagtaaa agtacctata tacgaaaaag acggtaaaat ctctacaaaa attcgtttga
  1288621 agggcgaagg tggtacgtat agtaacgatg cagttaagtg gagtacacca ggtgagaaag
  1288681 tatatgaatt tggtgtgaaa gatccatttg cggatacagg aatcttcttt acgggatctg
  1288741 tcattcaaaa tgtggtagaa agcaaagcgg ataacacttc taaagaagac aatacttcta
  1288801 aagaagatgc aaaagtagaa gtagtggaat ttaaagatgt accaaaagga cattggtcag
  1288861 aagaagcaat tcattattta gcgaaagaaa atattttcaa gggatatgga aatggacaat
  1288921 ttggatttgg ggatagtatt actcgcggac aagttgcgtc tttagtacaa aggtacttga
  1288981 aattagaaaa taaagtagag cagaaagaga gatttacaga tacgaaagga catatgtttg
  1289041 agcaagatat tgctacagtt gcgcaagctg gaattatgca aggagatggt actggggagt
  1289101 ttcgtccaga tggagtatta actcgatacg aaatgtctgt agtattatat aaagtatttc
  1289161 agttaaaaga agatggaaat aataaagtga actttaaaga tgtaccaact ggtcattggg
  1289221 cagaagggta tgtgaaagcg ttagtggata ataacatatc aaaaggtgat ggaaaagaac
  1289281 gctttttagg tgatgatttt gtaacacgtg aacaatatgc acagttttta tataacgcaa
  1289341 taacgaaata aaagatgaga aaatacgtta ttctttcatt gggaaagaat aacgtatttt
  1289401 ttatgtataa aatgaactag tcaatataca ggagtataga catatgaatg gcccatttta
  1289461 aagaagagat gtgaaactat attgacaaaa aagcattctc atgtgataat tcaattaaat
  1289521 ttttagaata atcaaaaata ttccttttac ataaaaagga ttcgaacatt atatgaatat
  1289581 tacgccgggg gtgacgaaat gttatttttt taaagaaatg gaatgaatta aaagatgtga
  1289641 aatctgaact agcacttcgt gattggtttt atggtacaaa aattagttta tcactctgta
  1289701 cgtcaaaaga gccgttaact tttttagtaa acgttgaggg aagggataaa gggttatttt
  1289761 cagaagaaga ttttattgtt gtaaactgta tgtgtgaacc agtatttgaa aatgaagaaa
  1289821 aaccagctgt ggaatcattt atgcatgcgg atatttataa aaaaagtcgt gcagaatgta
  1289881 ttttacaagt acagactgta gatagtcatt taatatcaga gttgtacgga gaagaagggg
  1289941 aagtaacatt cgataaacgt agcgtggaac gtgtttttgg aaaagaaggt ataacagaaa
  1290001 tgacgattcc cattgtagaa gatgaaaaaa attcgctgat ttgttagaaa ataatgtgcc
  1290061 gaattttatt gaaggtggag gagtagttct cgttcataat tatggcatga ttgtgtgggg
  1290121 gaaaacgcca gaagaagcga aaaaatggct agagggtata gaatatttaa tgaactatca
  1290181 tgtgaaattg ttaatgataa aaggtgcaaa gagctctgtt atatgaaatg tttgtcatgt
  1290241 cgttacaagt caataaacaa atgaaagcgt tttaaaaata attttactca taaaatatag
  1290301 gtctccttat tatatataga ttacatgttg acatgtaagg aggaacatat tttgcgagtt
  1290361 aaatatcatt ttctgccaaa accacaagta acattttgca aaatgaacga ttcaggtgaa
  1290421 aaggctctgc aaattatgaa taaaacggga tttcgagcaa tccctgtatt agcagaagat
  1290481 gaaaagaaat tcatggggat tatttataaa gtagatcttc tagaaaagaa gtgtaatggc
  1290541 ggattagagg aattaagtac agaacatatg ctggaagatt ccgctgcatt tatttttgaa
  1290601 aaggactctt tttttagagc attttatgtt attcgtcgtc ttccattttt agctgtacta
  1290661 aatgattata atgaatttgt tggcatctta acgcattcca atatatttga tgttattgaa
  1290721 gattcgtttg gtatgcggac aggtggttat atattaacaa ttgcaacaca agattgtaag
  1290781 ggaacgatta aagaacttgg gacattgttg aaagcatttc atatcggtgg actatttacg
  1290841 ctagataacg gcgatcaata tatacgccgc gttattgtaa atataacaga tgagttaaat
  1290901 gaaaaaagat taaagcaatt aatcgaaaaa atagagaaaa aaggattcag ggtgagtcat
  1290961 gtagattata tttaagatga aaaggaaagg gagctatttg ctatatgcaa atggctccct
  1291021 tttttagttt gagttataaa tcttatttcg aaacaggagg tggagataat gctaaatcag
  1291081 ataaaaaaat aaaatctgcg tgttcacgaa ttttaggaat agaagtttct ataacacgtg
  1291141 atgtaatttc acctggaggg ccaacatgtc caatagccac cataatcggt ttttcttgaa
  1291201 gtttttttat gagtaattgg gcttgttttg aaatatgtgc cgcagtatac acatcatcaa
  1291261 aaaataattg attttcaata attggcaccc ctaattcttt cccaattttt gggacgacac
  1291321 ttttagggtt tgttttgcta tctaaataaa ataagccgtg ttttttacaa gctgcaagta
  1291381 taagtcgtac aattctttcg tctgcagtca cttttgatcc catatgatta ttcatcccaa
  1291441 ttgcatgtgg tacttcttga attgcttgtt cgagtcgatt gtttatttct tcgtcgctta
  1291501 aatcagttgt aattgctttt ggtccaagcc actctttttt acctttaatg ggttccattg
  1291561 gcatatgtat aataacttcg tgtcctttct tatgagccgc tatcgcatct tcctttgtgg
  1291621 aaggaagaaa aggcataaca gcaacagtta ggggaatagg aagtgataac attttatcag
  1291681 tccccttcat attattgccg aagtcatcaa tgacaatagc tactttgttt gtatgggcct
  1291741 ttgcttgaac aggaaacaag aaagatggta agaacatagt caaaataagc aatgcaatcg
  1291801 tatatttgcg catataacta tttcctttct atattatcaa tcatcattat ggtttgcgtt
  1291861 tttatataaa ttaaacaaaa aatgtcgaag aaaagtatat ggaaaataga gaatccgcta
  1291921 tttaattggt gtttgtaaaa aaagaagatg aaaaaattgt ctattattgc gaatgtattt
  1291981 acaaagatag aataatttgt aataattctc aaagtgaggg taaagaattg taaattacag
  1292041 ggagaaaatg ttaaattttc tgattcttca aattcaaata tgattaagta gttaacagtc
  1292101 caatggagaa gtgaagtaga gagcatggaa gtataataag ggggatatat gaatgtttac
  1292161 tgtaaaaagg aagtacacat tagaaaagct ttcacgtgat attcatatga aacgtgaaga
  1292221 gatgattcaa ttaggtttaa cgagtgggtt aaatagtatg gagacgattc aagttagtca
  1292281 agaattggac aagcttattt tacagtacca gtgttataaa gaaaaacaaa caccaaaatg
  1292341 gttatcaatt ataaaggcac ctatttttca aattgggtat gaagggaaat caagtaattt
  1292401 ttggcgaatg cttgtggctg gttttatgaa ataagtataa ttaccctttt gggataagga
  1292461 taattatact atgtgtaatg gaatttcggc atgaactgtc gttccttcgt tttctatact
  1292521 gtcaataaaa aggtgcccat tatacatctc tacaattcgt ttacatatga caagtccaag
  1292581 acctgttcca gtatctttat tagtaaagaa cggatgaaag aggtgttttt gaatatgttt
  1292641 tggaatccct tttccagtat ctataatttg caattgtgcg tgtgtttcat tgcttgttac
  1292701 ggaaatagtt agtgtatcac cagaagtcat agcttcaatt gcattttttg taatgtttaa
  1292761 aaccacttgt ttcatatggt cttttgagca ccggatatga acagggtggt ctggcaaatg
  1292821 taaatggaat acaatgttat gtagattcgc ctcagattga ataattaatg ctacctcatt
  1292881 tagaatggtt ctcacatcat atgtttgttc aatggttgca gttggctttc caagaataag
  1292941 aaattcactt acaatttcat taattcgttt tatctcttgt tcgatgatgg aaaaatagaa
  1293001 ctgatcttgt tcatctttat atttctcttt taatagagcg acgagccctt taattccggt
  1293061 aagtggatta cggatttcgt gggctgtact agctgcaaaa gttccaacta attcaatttt
  1293121 ttgtagttca ttttgttgtc tttccagttt tgtttgtcgt tttaacaaca tatattgagc
  1293181 gagtaaaaat aaaattgaca ttaaaaataa agtagctata cattctacgg caacccactg
  1293241 atttaaagtt ttttgatgaa taggtaaagg agaaacagag accttccaat ctaatctttg
  1293301 gagtggagta gtaagcatat tagaatgcgc atcacttgtt tcattattat catcggttag
  1293361 aaaaactaca tcatacttat cagttacttc aaaatggtat tgcggtttaa tggcatttaa
  1293421 ggatgatgaa atgtagtcaa agcgtaaact tgctaacaat aagcctgaga gctccttctg
  1293481 tttattgaaa atgggagaag caatcataat agcttgatgg ccaagaacac gatctgtaat
  1293541 gacggatgat acagttgttt tcttagtttg taatgcgttt tgaatatatt tacgatctga
  1293601 gacatcaaca ggtggccggt cgccttctga tgcaattgta atgatacctt ctggtgtagt
  1293661 gtaatataga ccagaaaaac gtgcatcgtt tccatcagta tcatgtacaa tttctttcat
  1293721 tccattaata tttccagtct cggttcctac gacctttgag agcatttcta aggcagaaat
  1293781 tgcttcgcca agatggtgat ctaaatagtc tctatataaa aagagcaccg tatgagcaat
  1293841 tcgtttgttt tcctgtttca ttttatacga atgatatgaa taaaatgtag caccaatacc
  1293901 gatcattggt aggataacaa gcaatatata taaaactatg ttgtggaatt tgaatttcaa
  1293961 atttggaact ccttcttttt tattatcatt atatataaac tatgttaaaa ttgtcatgtt
  1294021 tttattcaag aatcattcat aatatatttt gggagaggta atgaatgagt gaatgctcat
  1294081 tcggaattta tatggagtac tagtttgttc tttttattac tgagaattta agtgaagggt
  1294141 tgaaagttgt atgacatcaa ataatgaacg agaagatatt tctcaatctt taaaagtatt
  1294201 tattgcatta tctcgtgtac atcgttctgt tatggatact acaaataaat ctatacaaag
  1294261 taacgggtta aatccaactg agtttgctgt attagaactg ctatatcata aaggcggcca
  1294321 accacttcag caaattggtg agcgtatttt aatagctagt ggtagcatta catatgttgt
  1294381 ggataagcta gagaaaaagg gactagtaaa aagaattccg tgcccaaatg acagacgtgt
  1294441 tatttatgca caattaactg agtctggaga gacctttatt gcttctattt ttccagggca
  1294501 tgagcaagtt atacatcagt cttttgaaat gttaacgaaa gaggaaaagg atgaattact
  1294561 tgatctatta aaaaagattg gaaagtacga aaaataatag tatattccaa aggagctttg
  1294621 gatacagaaa tccaaggctt ttttatttac atggaattat gacggtatat gccgtatttt
  1294681 gctgaagaat aagaggagat ttgtaagtaa gtattgaatt atagtaagga tgcatataat
  1294741 ggagaggagg ctcgttcatg tcatttaaag actatgaata taaaaggcca aatattgaag
  1294801 aattaaaaga gaagtttaca gttgctttag agaagtttga taacgcaaaa actgtagaag
  1294861 aacaaaaaca agtcattcat tcaattaacg aaattcgtaa cgattttggt acaatgggga
  1294921 atctttgtta tattcgtcat tctgttgata cgacagatgc tttctataag gaagagcaag
  1294981 atttctttga tgaattctct ccagttgtac aagggtatgg tacaaagtat tataatgcgt
  1295041 taattcattc tccattccgt gaagaattag aagcgtatta tggaaagcaa ttatttgctc
  1295101 ttgcggagtg tgatttaaaa acatattctg atgaagtcgt gaaggattta caattagaga
  1295161 ataaattgtc ttcacaatat acacaattat tagcatctgc aaaaattgat tttgcaggag
  1295221 aagaaagaac gttatcacag cttattccat ttatgcaagg gaaagagaga agtgaacgta
  1295281 aagcagcaag tgaggcgtat tacggatttt tagctgagaa tgaagaagag ttagatcgca
  1295341 tttatgacga gcttgttaaa gtaagaacaa aaatcgctaa atctttaggt ttcaaaaact
  1295401 ttgttgaact tggatatgca agaatgtacc gtacagatta taatgcggaa atggtggcga
  1295461 attatcgtca gcaagtgcta gattatatcg ttcccgtcac aacggaatta agaaaacgac
  1295521 aacaagcacg tatcggtgta gagaagttag cgtattacga cgaaaacttt gaatttccaa
  1295581 caggtaaccc aactccaaaa ggagatgcgg attggattgt taatcatggg aaaacgatgt
  1295641 ataaagagtt atcggctgaa acagatgaat tcttcaattt tatgttagat aatgatttat
  1295701 tagacttagt tgcgaaaaaa ggaaaagctg gcggtggata ttgtacatat attgagaatt
  1295761 ataaagcgcc atttattttc tcaaacttta acggaacatc tggcgatatt gacgtattaa
  1295821 cacatgaagc gggccacgct ttccaagtat atgaaagtcg taaatttgaa attccagaat
  1295881 ataattggcc aacatatgag gcatgtgaaa ttcactctat gagtatggaa ttctttacat
  1295941 ggccatggat gaagctattc tttgaagaag atgcagataa atattacttc tctcacttaa
  1296001 gttcagcact tctgttttta ccgtatggtg tatctgttga tgaatatcaa cattatgtat
  1296061 atgaaaatcc tgaagcgtca ccagaagagc gtaagacagc atggcgtaat atagagaaaa
  1296121 agtatttgcc acatcgtgat tatgaagata atgattattt agagcgcggt ggattctggc
  1296181 aacgtcaagg gcatatttat agctcgccgt tctactatat tgactacacg ttagcacaaa
  1296241 tttgcgcact gcaattttgg aaacgtgcaa gagataatag acaagaggcg tgggaagatt
  1296301 atgtgaatct gtgccaacaa ggtggaagta aatcattctt ggaattagta gaagttgcaa
  1296361 atttaacatc accatttgct gaaggctgtg tgaaaagtgt tattacagaa attgaagcat
  1296421 ggctacacgc aattgacgac acaaaattgt aaaaaacatg cgcttttttt cacatgttta
  1296481 acatcgacat aatgagaaaa tgatgagata ataaaagaaa attcagaata ctaaagaggt
  1296541 gtttctaata aggagcacct cttttcacca acaaaagggg ggaaagaagt atgcttcaat
  1296601 ctaatatgga tgtgagttta gaaagtttgg tgagctcatt acagtctacc cgaagcacgc
  1296661 tattatcaga aattgaaatg ttaaatgata cagaagtgaa tgtaaaacca cgccgtgata
  1296721 aatggagtat tattcaaatt ttgcatcact tgcatttagt tgaacaatct gtcacgtctg
  1296781 cccttgtata tgccttacaa aaaaatgaaa gaaacacgac tccatttaaa gatctccaac
  1296841 ttacgctgga tcgcacacat aaacgagaag ctcctcagca aatgaaacca acagaaacgc
  1296901 taatgaaaaa acagcaagga attcaattac tagaacattc acgacaagaa ctattacacg
  1296961 cgcttcatag cgttatagat gaaaaagacc tatttgaaaa tggattaaag catcctgttt
  1297021 ttaatgatct gaatttatat cagtgggttc aatttcttga tttgcacgaa caaagacatc
  1297081 ttacgcagtt aaaagaggcg aaacacgcaa tcttacagcg ataagttaga cggaagtggg
  1297141 agaccacttc ttttttcata cgtgcatagt tttctttctt attttggaat actacatgga
  1297201 gaaagataag aaggagttga aaaagtatgt ccaagaaaaa gaaagaagaa gagcgagctt
  1297261 ggaaagcacg taaagaaaat caaaaaccac atggcaaagt gaaagctttt gctgaattag
  1297321 ttgaaggaac agaaaaaacg tgatgagtat ttcatcacgt tttttgtatg agtggaaaag
  1297381 ttaataagaa ggttgtacct gtaccttttt cgcttataat atcaattttt ccattcatag
  1297441 cttgaacaac actgaatacg accatcattc caaggccagt acctttttct tttgttgagt
  1297501 agaaagggga tccaaggcgt tttacttgtt cttgatccat accaactcct gtatctttta
  1297561 tatataactg aatatgctta tgatcaggaa ctaatgtgaa ataaagatca ccgccttttg
  1297621 gcatagcctc aatgcagttt tttaaaatat ttaacaagca ttgatttagt ttttgttttt
  1297681 ctcccgcgat aaaaaaagaa gtgctttgct ttatataatg tgtacgcaca tttgttaaat
  1297741 tagcaagcgg tgtaattaac gataatgcgt gcagcagctc ttcttctaac tgtaatcttt
  1297801 gttctttttc aatacttggt tttgcaaagg ttaaataatc tgtaagaacg tggtttgctt
  1297861 gttcgattcc gttgatggct atgtcgatat ataattttcg ctcctgctca gtgcatgtat
  1297921 ctgattgtaa aagttgcaaa aatcctttcg ttgaagttaa cggattgcga atttcatgag
  1297981 agatagacgc tgccatttca ccaattaaat gaaatttttc agcattcata agttcgtttt
  1298041 ggagtcgaac ttgagtttgt aatatatgta gtaaatataa aataagaatc gtacccagta
  1298101 tcgtacataa ctcatacaca ataatatgtg gtatataatc agccttgttt gtaaccttgg
  1298161 aaaggaagaa aggtatccaa ctaaatccgt atatgagact gtagataata gcaagtgtta
  1298221 tttttatacg attagaagtt cgattgaaaa atttgtatgt aaataatagg acaataaata
  1298281 gaaggataga accgataagt gatgggaaaa cacctattcc tcctaataag aagcggtata
  1298341 tatttaatac aactaatata gatccaccag caataggacc tccggttaat gtaccgacaa
  1298401 ttaatacgat atgacgcata tcaaattgaa atccgtaaat tgtttttgct gcgaaagtta
  1298461 tacatagtat agtaacgagg caacataata caataaatat tgctgaattt aatttaggag
  1298521 aacgtttccc tttttgattc caaaataaat ggtatacgag cattgtaaca aggatgaata
  1298581 atatatttaa aaagagataa ataataaagg atttcagtgg gacgcctcct ctcttcttac
  1298641 attaaattaa tcatactata aaatgaaaga aatgaaatga aaaatagcgg aaaaatcaga
  1298701 aattttttct ggtagtatac aatatgttac aataagcttt gtcaatgaaa gaaggaattc
  1298761 cgtgcaatgc acgggagagg ttcgcgaact ccctctataa aaaactatgg aaacaacaat
  1298821 atctttaggt attgttttgt ttttttattg tgacagttca agaacgttct ttcttcttat
  1298881 tcgtagtaga gaaggagaat gagtgaaatg aaaaaagaaa aggcagttgt tgtttttagt
  1298941 ggaggacaag atagtacgac atgtttattt tgggcaatag agcagtttgc agaagtagag
  1299001 gctgtaacgt ttaattacaa tcaacgtcat aagctagaaa ttgattgtgc agtggaaatt
  1299061 gcaaaagagc taggaattaa acatacggta ctagatatga gtctattaaa tcaacttgct
  1299121 ccaaatgcgt taacgagaac ggatatggag attacacatg aagaaggtga attaccatcg
  1299181 acgtttgtag atggacgaaa tttactattc ttatcatttg ctgctgtatt agcaaaacaa
  1299241 gttggagcac gtcatattgt aacgggtgta tgtgaaactg attttagtgg ttatccagat
  1299301 tgccgtgacg tgtttgtgaa atcgttaaac gttactttaa atttatcgat ggattatccg
  1299361 tttgtgattc atacaccact tatgtggatt gataaagcgg aaacatggaa attatcagat
  1299421 gaacttggag cattcgagtt tgttagagag aaaacattaa catgttataa cggaatcatt
  1299481 ggtgatggtt gcggtgaatg tccagcatgt caacttcgta aagcaggatt agatacgtat
  1299541 ctacaagaac gcgaaggagc gagtaactaa tggataattt ctttggattt cgcatcgtag
  1299601 aaaatttgca aaaaatggac aaggatattc aacgtaaaca gctcaaatat cataataaaa
  1299661 gagtaatggt cagcaaggaa tttacatttg atgcagcgca ccatttacac tgttatgaag
  1299721 ggaaatgtaa aaacttacat ggtcacacat ataaagtagt atttggaatt agtggatatg
  1299781 taaatgaaat aggtcttgca attgactttg gagatataaa agaaatttgg aagaatgaga
  1299841 tagaaattta tttagatcat cgttatttaa acgaaacgtt accagcgatg aatacaacag
  1299901 ctgaaaatat ggtcgtttgg atttatgaaa agatggcaga agcgttaaca aaagataatc
  1299961 gtgcgaacga atataaagga gctcgtgttg agtttgttcg tctgtttgag actccaacta
  1300021 gttatgcgga agtaagacgg gagtggatgc tcgatgagta aaatcccagt cttagaaata
  1300081 tttggtccga ctattcaagg tgaaggaatg gttgtaggac aaaagacgat gtttatccgt
  1300141 acagctggct gtgattatag ctgtgcttgg tgtgattctg cttttacgtg ggatggatcg
  1300201 gctaaagatc aaattaggca gatgacagca gaagacgttt ggaatgagct tgtagaaatt
  1300261 ggtggtgaaa atttttctca tgttacgatt tcaggtggaa atccggtatt gctgaaaaat
  1300321 attgaatttc ttctttctat attaaaagag aatggaatgc gaacagcaat cgaaacgcaa
  1300381 gggagtaaat ggcaagattg gttacttcaa attgatgaga taacgatttc tccgaagcca
  1300441 ccaagctcga caatgaatac tgattttcag aagttagatg atgtaattca gaaactagca
  1300501 ggaaaagata ttagtttaaa ggtagtagta tttgacgatt atgacttcga gtatgcagtt
  1300561 aagatgcacg aacgttatcc agatgtgcca tttttcttac aagtagggaa tgatgataca
  1300621 aaaactgtgg atgatgcgat gttgattaaa aagttattag ataagtatga gtggctgatt
  1300681 gaaaaagcag ttaaccgtaa agaaatgaat aatgcaaaag tattgccgca gcttcatgcg
  1300741 ttagtatggg gaaataaacg cggagtataa tgagaaggga tgtttaaaat ggcaggaaga
  1300801 ttagatgaag atttaaaaga tgtaacatta ttaggaaatc aaaatacaaa atatttattt
  1300861 gaatacagtc cagaaatttt agaggtattt gataacaatc atccaaaccg tgattatttt
  1300921 gttaaattta attgtcctga atttacaagc ttatgtccga aaacaggcca accggatttt
  1300981 gcaacaattt atattagcta cattccagaa caaagaatgg tagagagtaa atctctaaag
  1301041 ctatatttat ttagtttccg caatcacggt gattttcacg aagattgcat gaacgttatt
  1301101 atgaatgatt taattaaatt aatggatcca cgttacattg aggtatgggg gaaattcaca
  1301161 ccacgtggag ggatttcaat tgatccttac tgcaactacg gtcgtccagg aacgaaatat
  1301221 gaacaaatgg cagactaccg catgatgaac catgatctat atccagaaac aattgacaac
  1301281 cgttaatata taatagaaag aaaggatctg tatgttatac agatcctttc tttctattat
  1301341 attatgcatt ttgattaatg acagtatagt ttttatgact aacaactgta agaggttcca
  1301401 tatctagttc tctaaaattc tccataattg ttatatccac aataacagag ttttgatttt
  1301461 ctttttgaac acggccttgc attccacctt taaattcaat gatatctcca gtttctgcga
  1301521 tctgcataag caactctcct tgttacagtt tttccaaaaa agaataattt gggatttttt
  1301581 atttcccttt attttgaact atgtttccta ttttgtaaat gttttcaaag taaaaatttg
  1301641 aaaaatattc actttttgta agaaaatatg tagaaaagtc atgttttttg aaaaaaagaa
  1301701 aggtttaaat gcgtgcatct ttatataggg gtataataaa aaatacaata acctactaaa
  1301761 gtaggagcaa ttagaggcgg taaaatgatg tttcaatttg tggggagtat tatagcatta
  1301821 actttatttg tattttctta tatgcattta aaaaagattc gtcatcatga aacgactaca
  1301881 tattttgatg ggatggatgg gatatatgat ggggtcacac atgagagtgg cggggatatg
  1301941 taaagttgta taactttctt tttttgcgtg gtatgatatg taaaaatagt acataataga
  1302001 gttcgtaagt gatgaatgga gagtggaaag aatgaagatt tcttttattc gtcatggtcg
  1302061 cttagagcgt actatagaac caatgacggt tacatccttt catgaatgga tgaaaggata
  1302121 tgacttacat attataacag aaaaagcatc tataccattg gaaacaaggg aagcggttga
  1302181 agcagcaaaa ttgattgtaa cgagtgatca aaggtgtgct gtacagtcag cagctgaatt
  1302241 aatggattct ttatcgttta tacaaaattc tctctttaga gaagcggcag ttcccacgag
  1302301 cttttatgct ccgaaatgga taaaatgcaa acctaacgta tggatattta tcggacgaac
  1302361 attatggata cttggttacc ataaagatgt tgagtcctat aaggaagtaa gagagagggc
  1302421 aagacaagcg gccgacttat tacatcgtta cgctctcgta catggaagta ttgctcttgt
  1302481 aggtcataat tatgtgaatg gaatgattgg tgccgaactg agagcgatgg gatggtctgg
  1302541 ttctcctatt ttgcacagag agccatgggg atgtacaaca tatacgtttc atgaggcgat
  1302601 gaatggaaat gtattaaata cgaatttaac ataaaagcac acgatttata tagatcgtgt
  1302661 gctttctttt taagaaatag aaattttgat gttcaatggt tttacgagat gtgcataagg
  1302721 ttcgcctaca agcataacga tttgatcttt tttataacct agtttttcgt atagtgaata
  1302781 ggcacgtttg ttttctaaat taacaagtaa cgcgattttt tcatgctcct tttcagttgc
  1302841 ataaatttca gcagcttcaa ttaatttaga accaattcct tttccgccat atacacttga
  1302901 aacggataaa gtatcaatgt aatattcatc aagttcagct tctttttcta acgtaattga
  1302961 ttcatcttta tgtaattctc ttaagtgatg tacaattggt gcatcaagca ttgttgcttc
  1303021 actaccgtga taagcgacaa taactccaac tgcccccccg tcttgctcat atacaaaaca
  1303081 gttttcgtag cttagtcgat ttttctcttt tgagaaccat gtttcaagtc ctagtaatac
  1303141 ttctgtctca actgtgctac ctgtgatttt ttcagcaatt tcgtgcagag cgttatacaa
  1303201 taaaggtgct accagtttcg catctgtctt ttttgctttc cgaatcatag tatccctcct
  1303261 agttctattc atatattgta gcatagcggt gtgaaacttt gcataattga atgtcgaaat
  1303321 gtttgatata gagaagtagc tatgttagta tatgatattt agtggacata tactaaagag
  1303381 atatcttttg aaaaataatg aaaatgaaat gaaggtatag catctggata attttacagt
  1303441 tgttgaccta tagaatataa gataaaataa aatattgcat agaggtgaaa tacatggata
  1303501 aagaattagc aaatacaatt ttggatcagc tgaaaaatgg tgaaataaag gagtatgttg
  1303561 ttacgaaaga tgtattttat acgttcagag aagttttagt aaatcgagaa gattttaaac
  1303621 atttcattgg taacgcacag cgcggcggac aggtcattta tacatattca gaaacgccac
  1303681 gttcgtaact agaagaatat aggggaggag acttatgggc gattttaaac aaagcatatt
  1303741 accgcattgg gattatatgt ggaaagatag agcgggcaac cgatttatgg ggatggtcat
  1303801 gtatccagag aaaagaaagt gttccacaaa aatgcttcag aaaataaaaa gagcatatga
  1303861 agaggctgta gaaattaaag taactgtaca agttcaacat acgtatcagt acatagaagg
  1303921 aatgattgta tactttgatg aagaagctcc tgtatgtaca atgattgata aagatgaaaa
  1303981 tccgcatcat atatttgtaa aagatatttt gcgtattgag cactctgaat aatcttttca
  1304041 taaataagtt gaatttccat aataataatc tttttctata atagctatct tttagtatgt
  1304101 aacgcgaacc gaaactatat gtataatatt taataaagta aaattgataa atgtaatcgt
  1304161 tttttagaac agattatcgt ttcatgtctg ttcttttttg cgtgatgctg gagaaataaa
  1304221 ttcctccagc atttgccgtt ttatgacaaa atatattggt aactttttta aaaataaggt
  1304281 taaattcgtt gacaactttt ttgaaaagca ctttattgac atgagtttta gaatgttgtt
  1304341 tcatagtcat tgtattgaaa aaaatcgacg gtcttgtcga aaagtaaaag ttaaaaaaag
  1304401 aaagaattta tacatatatc ttgtgtctta ttttgaaacg taatacaata tatagagaaa
  1304461 tcaagaaaca acatacagag agtatagatt gaaaagggag ggtcggaaat gttagttgca
  1304521 tatgattcta tgacaggaaa cgtaaagcgt ttcatccaca aattaaatat gccggccgtt
  1304581 caaattggtg aagatctagt aatagatgaa gactttattt taattacgta tacaacaggt
  1304641 tttggcaatg taccagaacg tgttttagaa tttttagagc gcaataatga aaaattaaaa
  1304701 ggcgtatctg caagcggcaa tcgtaactgg ggagacatgt tcggtgcaag tgctgacaaa
  1304761 atttctgcta aatatgaagt gcctattgta tcaaaatttg agttatcagg aacaaataac
  1304821 gatgtagaat attttaagga aagggtgcgg gagattgcga cacattgaac tgaataatga
  1304881 aatcacgcaa atgcaggacg gtttttatca gcttcataaa gataaagagg cattagaagt
  1304941 ctttatggaa gaagctagag agaataccgt tcattttaat agcgtggcag agcgaatgga
  1305001 gtatatgaaa gaacatgatt actattacaa cgttctggac gagtataact tggaggaagt
  1305061 agaagaggta tataacatcg cttatggtga aaacttcgag ttccaatctt atatggcagc
  1305121 atctaagttt tacaaagatt atgcgttaaa aacaaatgat caaaaacaat acttagaaag
  1305181 ctatgaagat cgtgtagcaa ttgtgtcatt atacttagga cgcggtgatg ttgccaaggc
  1305241 aaaacaattc gcaagcatga ttgtcaaaca aaactaccaa ccagcaacac caaccttttt
  1305301 aaatgcggga agaagcagaa gaggagaaat ggtgtcttgt ttcttgttag agatggatga
  1305361 tagcttaaat tcaatcggct ttaacattaa tactgcaatg caattatcaa aaatcggcgg
  1305421 aggagtagct ttaaacttat ctaagctacg cgcacgtggt gagcaaatta aaggtatcga
  1305481 caacgctgca agtggtgtag tacctgttat gaagttactt gaagattcgt tttcatatgc
  1305541 gaatcagctt ggccaacgaa aaggtgctgg cgcagtatac ttgaacattt tccattggga
  1305601 tattattgaa ttcctggatt aattggtagt ccctctacac agtaatgtgt atgagaaaac
  1305661 cttgtgaacc taaccaatag ggtgtcgcat tagcggctaa cggtatcagt tgaataaggg
  1305721 gtaaaagaaa aagaacccgc gaagaagctg actaagagag cctacggtcc atgcaagtgg
  1305781 atagcaggta ataccgtgcc aagcttgaaa gaaatattac ttgggtgaag tggaatctta
  1305841 tattcaccgg aggcgagatt ccatgaactg tggaatttat ttgataatta ataaggaaaa
  1305901 caggaagttt tatattggta gttctaataa ttttaaagtg cgatttaaaa ctcatagaaa
  1305961 tcaattgaat gctaatcagc atcatagtaa acatttacaa gcagcctgga atttatatgg
  1306021 tgagaataaa tttgagttta aagggataat tgaattacca aatgataagg acattcttca
  1306081 taagatagag caaagtttat taagtcaata ttatgggaaa cagtattgct acaatggaca
  1306141 tcctatcgct agaggtgggg cgctgagtgg ggaaaagaac catatgtatg ggaaaaccca
  1306201 ctcaaaggaa gtaaaaaaat ttctttctga aattaatact gggcctaata attattggta
  1306261 tgataaacct caacatctgg agaatatgag atctaagatt actaaacgat ttcatggtag
  1306321 aaaacatact gatgaaacaa aagaaaaaat gtctagatct cgtaaaggta aaaagcatac
  1306381 aaaagaaaca tgtatgaaga taagtaaagc tcaaaaaaat caatataatt caggtagaga
  1306441 aaaacaaaaa aagccaattg ttataaatga catttactat gagtctttag cagaagccgg
  1306501 acgagcgttt aatgtacctg ctaatacgat aaaatataga gtactatcca ataactttcc
  1306561 taattatcaa tactttcaag aaggtgtaga gactatcgaa cgcgcgtcat tagacgaaag
  1306621 ctagtagagt aggctggaaa taggtaccag tcgaagtgca aggcaaccag ttacaggttg
  1306681 atgatatagt ccaaccttca tagaaatatg aagacgagtt gaccaaaaaa ataaatgccg
  1306741 atgagaagag ccgtattcag tctctatcaa tcggaattat cgttccaagt aagttctttg
  1306801 agcttgctga gaaaaacgaa cctttccatg ttttcgcgcc ttatactgta tataaagaat
  1306861 acggaaagca tttagatgac attgatatcg atgaaatgta cgatgaatta atgagcaatc
  1306921 caaaagtgaa gaagaagccg ctagatatta gtgcgcgtga tatgcttatt aaaattgcta
  1306981 tgattcagct tgagtctggt tatccgtact taatgtttaa atcaaatgca aataaccaac
  1307041 atccattgaa ggacattgga actgtgaaga tgtccaactt gtgtacagaa atcttccagc
  1307101 tacaagaaac ttctgaaatt aacgattacg gtacagatga cattattcgt cgtgatatta
  1307161 actgtaactt aggatcgtta aatatcgtaa atgtaatgga aaataaagaa attcgtgaag
  1307221 cagttcatgc gggaatggaa gctttaacag ctgtttctga tatgacgatc attccgaatg
  1307281 caccaactgt gaaaaaagca aatgatgagc ttcattcagt tgggcttggc gcaatgaact
  1307341 tacacggata tttagcaaaa aataaaatcg cttatgaaag tgaagaagcg aaagagttcg
  1307401 ctcgtacatt ctttatgatg ttaaattact actctattga gaaaagtatg gaaatcgcta
  1307461 aagaaaaagg cgaaacattt aaagacttcg ataaatctga ttatgcgaat gggacatact
  1307521 ttgaaaagta tgaaacgaca gattacagcc cagtaactga aaaagttcag caattatttg
  1307581 aaggaattca tattccaaca aaagaagatt ggacaagttt aaaagagcaa gtgcagaaga
  1307641 atggtttata caactcatat cgtcttgcta tcgctccgac acaatcaatc agttacgttc
  1307701 aaaatgcaac ttcaagcgta atgcctatcg taagtcaaat cgaatcaaga acgtatgcga
  1307761 atgcgacaac atattatcca atgccgtatt tatcaaaaga tacgttctgg tactataaat
  1307821 cttcttacga tatgaatcag tttaaattaa ttgatttaat cgcagaaatt caagaacata
  1307881 ttgaccaagg aattagtaca attctttacg ttaatagtga tatttcaaca cgtgaattag
  1307941 cacgttacta catctatgca cataaaaaag gcttaaagag tctgtattat acgagaacac
  1308001 gtaaattaag cgtggaagag tgtgtggctt gtactgttta atataaaaag tgagacatga
  1308061 tgagcacggt tttctgaacc ctgctcatgc tcagttatga atttttcatg tttatttaga
  1308121 gaaggggcga ttgaatgcgt gcggtaaact ggaacaaaaa agaagatgat tttagtttaa
  1308181 tgttttggaa gcaaaacatc gctcagtttt ggacagaaga agaaatcgcg gtgtcttctg
  1308241 acaaaaatac ttgggtgcaa ttatcaaaag aagagcaaat tgcttataag cgtgtattag
  1308301 gtggtttaac acttttagat acgaaacaag gcggcgaagg gatgccactt gtacttgttc
  1308361 atcttgaaaa tttacaagca aaaagcgtat tagctttcat gggtgctatg gaagaagtac
  1308421 atgcgaagag ttatagtcat attttcacaa cgttagctac tgaagaagaa atcgatgaga
  1308481 tttttgactg ggtagatact catccgttac ttgagaaaaa ggctggtatt attacaagtt
  1308541 actatcgtcg tttattaaaa cctgaagtga cgaaaaaaga gttatacatg gcaatggtag
  1308601 caagtgtgtt cttagaaagt tacttattct atagtggatt cttctatcca ctttacttag
  1308661 ctggtcaagg aaaacttacg gcgagtggtg agattattaa cttaataatt cgtgatgagt
  1308721 caattcacgg cgtattcgtc ggtattttag cacaacaaat cttcgcagaa ctttctgcag
  1308781 aagatcaaca agaagtgcaa aaagaaacgc aagagttatt aatggaacta tatgaaatcg
  1308841 aaatggcata cacagaagaa atttacactt ctatcggtct tgtagaagat gtaaatcgct
  1308901 tcgttcgtta caatgcgaat aaaggactta tgaacttagg acttgagccg aagtttgaag
  1308961 aagaagaaat taacccaatc gttttaaatg gtttacgtac agatacgaaa aaccatgatt
  1309021 tcttctctgt aaaaggaaat ggttacgtaa aagcaacgaa cgttgaaaag ttatctgatg
  1309081 atgacttcgt gtttaatttt taatatatga tcataaagaa aagctgtctt attcattgat
  1309141 aagacagctt ttctttatga ttttgtttac ataacactat tattttcata taacgatttc
  1309201 tgtttgaaag attctatcca gctaacggat agaatctttt tgtaagtaaa tgggtattta
  1309261 caatcctttt gtatcggtgt attatttaac tagtacacaa atacaaaagg agggaagaaa
  1309321 tgaaaataga gttttctcca aatacaccaa tttacattca ggtaatggaa tacataaaaa
  1309381 aagaaatcgt aacaggacat ttattgcctg gtgataaaat tccttctgta cgtgaattag
  1309441 cgagtgaatt acaagtaaat ccaaatacga ttcagcgtac atttcaagag ctagaacgag
  1309501 atggagtggt tgtaacgcgt agaggaatgg gacgatatgt aacgaatgaa ggggagaaaa
  1309561 ttatggagct acgaaaagag atggcgaaag aattacttca ctcttttata gatggaatgg
  1309621 acaatttagg tttttcagaa gaagaaattc ttacaattct tcgttcttca ttacatgaga
  1309681 aaagggagga gagcgaatga cagagctatt aaaaatagaa aacttatgga agaggtacgg
  1309741 attgaaagct gtgatccgtg aattaaacat agagattact gaagggaaaa ttatagggct
  1309801 tgttggagat aacgggagcg ggaaaacgac gttattgaaa atgattgcag gcttacagca
  1309861 tccttctgaa ggaagtatta caatcgctgg taaaaaggta ggattagaaa cgaaagaaat
  1309921 tgtttctttt atgtcggata aaccagtatt tgatgattgg atgactgtaa aagattcctt
  1309981 atttttctat agagattttt ataaagactt tgatattcaa aaagcggtag atacaatcgc
  1310041 cgaatttaaa ataccgctag aagaaagaat tacagcttta tcaaaaggta tggttgaaaa
  1310101 actacaaatt attttaacgt tttctcggaa agcgaagtta tacgtattag atgaaccgct
  1310161 tggcgggatt gatctcgttt ctagggaaca cgtactggaa cttattttac agttttatcg
  1310221 cgaagattgt accattttaa ttgcaacgca tttaattgga gaagtggaaa acatttttga
  1310281 cgaagtaatc tttttaaaag atggtgaaag tgtacttcat gaaaatgtag aggagttacg
  1310341 ctttcagcga ggaaaagctg ttacagattt gtttaaggag gtgtttagta gatgaaggcc
  1310401 agtttaatat atatgtacaa tgcgaataaa aaacaaattt ttatttcgtt attgtcattc
  1310461 atatttattg tagctgtcgc ttttgtaagt atggggaatt atattaaaca agaatcagga
  1310521 gaagtaaggc aaatgattat tattgcttta gtattcttag tttatatgat ttttgcagta
  1310581 ttagtatttc tgcaggcgat atctgcgttc gggaaaatga ccgaaagtac attatttcga
  1310641 ttaacaccga tatctggtaa aaaaattatt ttagcaatat tgtcatatgc ggcaattagc
  1310701 tttatgtgtt ttgaagtaat aggtactatg tttgtctata gtatttcgat gaaagtaata
  1310761 aaaggtacag aactctatgg aatgttattt acggaaagta caattgagct agatatagta
  1310821 aaacaattat ttagtagtgt gttatatgta tttaatttat caagtatatt gttagtttta
  1310881 ctttttacag tagctggtgt gaaagtattt tctttgaaaa agaaaaaaat ggagtatgta
  1310941 attattttct tcttattttt actagtaacg aaagtaatca atctgatata tgaaatgctg
  1311001 ggccgacttg cgcctacacc tacttttatt aaaaaatcag tttatataga tgaatcagtg
  1311061 gatataaatc tcatactata tccagaaagt cttatgaatt tatatagtat tactttttca
  1311121 atcagtatat ttgttttact tgtttatata acaggtcgca taatcgataa aaaactagaa
  1311181 gtttaaagga ggaatcgaca ttgggaaacg tagtagtaaa gttagagaat gttcgaaaaa
  1311241 agattggtgg aacggaaatt attcgcggtt tatcatttga agttcgtgaa ggggaagtgt
  1311301 acgggttcct tggaccgaat ggtagtggta aaacgacaac aattcgtatg atgacaggtc
  1311361 ttatttcaat gacagagggc gatattacaa tttgtggcca tagtatccgc acggagcgtg
  1311421 aaaaggcgtt agagcaaatt ggagcaattg tagaaaatcc tgaactatat gattatatga
  1311481 caggaatgca aaacttaaag cattttgcga acatggcaat tacaccaatt agtaaagagc
  1311541 gcattgctga aattgtaaag cttgttgagt tagagcatgc gattcataaa aaagtgaaaa
  1311601 catattcact tggtatgaaa cagcgtttag gaattgcaca ggcattactt catcagccga
  1311661 aaatcttaat tttagatgag ccgacaaatg gattagatcc agctggtatt cgccaaattc
  1311721 gtgattattt acaacgtcta gcgaaagaag agaatattgc tgtaatcgta tcaagtcact
  1311781 tattaagtga aattgaactc atgtgtgatc gcgtcgttat tattaagcaa ggtgagtttg
  1311841 tacaagagta taacttacat gaacaagcaa aacatgatga gacagtagtt gtagcgtttg
  1311901 aagtagatca agtacagaaa gcaaatgaaa tcgttcaagg taaggcgcaa ggaaatgtca
  1311961 ttgtagtatc tgtaacgaaa gaagaaattc cacaacttgt aaagaaactt gtgaataatg
  1312021 atgtgcttgt atacggagtt accgttcaaa ataaaacgtt agaggatgag ttcttagcga
  1312081 ttacaggggg agtgaaagcg taatgttgaa attaattcaa aatgaatttt taaagttgca
  1312141 tgcgaaaaaa ggtatgtata ttttaattgg tgttattgca gtattggaga ttttgggagt
  1312201 tttagcgatg atgaaatggg gagacggaac tgaatttaaa ggatcctatt tagattttgc
  1312261 aagttcagag attggtttaa ttactttgtt tgcaacgata tttggaatta cgattgcttc
  1312321 tcgtatgatt acggatgagt tccaaaaagg tacaattaag cagttattaa tccgtccaag
  1312381 aaaacgaatg acagttttat tctctaaata tattacagtg ttacttacta taatatttat
  1312441 catatttgct agcacgttaa ttgcaatgat tattggtgga attgtaatgg acggtagtaa
  1312501 aacagaatta acgataggaa tcgtaatgaa atctacttta tatcaagtac tttcaccgct
  1312561 cttctttgcg acgcttgcat ttttcttagc aaacgtattt agaaaatctg tattaccatt
  1312621 aattattacg atgttcctgt tcttcttaca aggagcaatt aatatggtat taatgatgtt
  1312681 tgcaaaaggc gtagcgaagt ttatagtatt cttccatttg gatttaagag cttacgatgg
  1312741 caataaatta attagtggcg gagtagaacc tacattcaca gaatttacgt ttacaacttc
  1312801 gttattactt gtgattacgt atattgttgt attacttata gcatcaagtg cattattcca
  1312861 aaaacgtgac gtattataat aaaagaaatc cctgtttgta aaaacgggga tttttattac
  1312921 ataacttgct caggtagtgc aacttgaaga gcagtaatat agtattttaa gagatatgtt
  1312981 gtttgaaagt aattgagaaa aataggaaga gtttcaacta tattcatatt ataatttagt
  1313041 tatccgacca tttactttta ctatctttgg aggtgttcta tatgcattat gcattttcac
  1313101 gtataaggct acgtagcttt tttggatgga tgattatagg gttgttcctt acaatgatcc
  1313161 cattaagtct agcaaatgtt tctgagaata tgatggaggt tatttcacaa ataactgtgt
  1313221 tttttgtatt tccgttattt tggttatacg taaaaacaaa taaaaataat attgtattta
  1313281 acagtttttt tgacaagcca ggacgtttaa cgtggggatt aattgtgtta gcaacgataa
  1313341 tgggaatgat tttttccgtt ggtatatctc atattcaatt ttacatatta gcacatacgt
  1313401 taccgaattt cttagttact atgttagaag acggaactgt tattaatacg agtaacatat
  1313461 atatgacgat atttactttc atttcagcat gtgtattagc acctattatg gaagaggtta
  1313521 tttttagagg tttcttttta cagcgaatgg cttataaatg ggggattaaa aaagctgtca
  1313581 ttatatcttc acttattttt ggtctaggac attttgatgt tattggtgcg tttatgtttg
  1313641 gtgttgtgat gtgtctttta tacataaaga cgaaaaatat atggacgaat attgcggtac
  1313701 acgctttaaa taatttcatt gcaacaagta tgcaatttat cggtggagaa gagagtagcg
  1313761 caatttcaat tcctgaatta caagcacaaa gtaatttatg gatcggtatc ggtcttacag
  1313821 tggttggatt actttggtta attccttacg tctggaaaca atggcgcaca gtaaaagaag
  1313881 tgggtgtgcc accagtgcgc tttataaatg aggaaaaagt agtgagggca ccagaaggaa
  1313941 atgaagtgta tagtcaagtg attgtaacag atagattgat ggctgtagag ttaccagatg
  1314001 aggctgtaaa taagctccgg ttagaagaaa atgattatgt aacagtatct gtagaagaag
  1314061 ataaaatcgt tataaagaaa gcgcatgata gataagtaaa aagtagctcc ttaggagcta
  1314121 ctttttaatt tgtaataatt tctacacgaa aattattgcc gttctttaca tatttaatat
  1314181 ctgtaacagt gcggactgtt tttaaaatct caactttttc accaattcga gggatagtcg
  1314241 gaacattgtc ccaaatgcca agcaagtcat ctaattgcgc cgttttttca taaaaccaga
  1314301 ttttcaatgt aaagcccctt tctcgaactt tatgtatttt aatacataat atattatttt
  1314361 tattcttatt gtaaggggtt tttatatatt ttatgaataa aaattaatta atcttctgga
  1314421 aagatatgtt cgatatcagg agtaagagat atttctgata atacgatatg agaaacagtc
  1314481 gtcgcgtatg aagaaacatc attaataaat tcttcaagtt caacaagtga aggaacagag
  1314541 atttttacaa tgtagcataa acttcctgtt actcggtaac aaaaacttgc agatggatag
  1314601 gactgaataa actgttgcat acgtgttgta tcaccatttt ttaaagtgat ttctaaaata
  1314661 caatctaaaa caagtcctgc ttttttataa tcgatatcga ttgtgtactt ttgaaccacg
  1314721 ccttcacttt cgagtttacg aacacgttct gcagtagacg gagcagataa gtttactcgt
  1314781 tttgccaatt cgcgcatgga aaggcgacta tcattatata attcatttaa aatttttcga
  1314841 tcaacacgat ctagttgcat gtgtaaatat acctccagta aaatgataat ttttgtaaag
  1314901 gaaaaatata aattaagatt catatgaaat gtaaagagaa ctttatttat tttacaataa
  1314961 aactgaaagg aataggaggt aaaataatgg agagaatttc attatcaaac gtaggagata
  1315021 caaagtttca aaaattatta ggccataatc cggaaatatt acattcgtgg agtacattag
  1315081 aaaatacact gtacaataaa ggaactcttt cagcagagtt aaaggaacaa gtgagaagaa
  1315141 cattagcgta cgggaatgaa tgtccatact gtatggcaaa gggaagacct gatcatatgc
  1315201 aaaaggtaga agaaataagt gtagccgtta cttttgcaca tacttttgtt tatgataagc
  1315261 aagcgataga tgatactatg tttcatgtat tgaaacaata ctggacggaa aaagaaattg
  1315321 tagagctttg cgcttatatt tgttttatta ctgcgtcaca acaacttggt tttctatttc
  1315381 aattgcagcc gaatgaagga ggaaaggatg aataatcaaa tagcacttat tctaattgat
  1315441 gtacaaaagg cgtttcaatt accatactgg ggtgagagaa ataatctttt tgctgaagaa
  1315501 aatatgagaa ttttgttagc agaatggaga aaaaggaaac gaccagtttt tcatattcaa
  1315561 catgtaaata aagaaaatga tcagtcaatg ttttatgagg gagcagaaac ggttaacttt
  1315621 aaagaagaag tgaaaccatt gtcaggtgaa gtggttattc agaaaaccgt taacagcgcg
  1315681 ttcattggaa caaatttaga agagcaatta agagaaaaca aatgtaatgc agtagtgatt
  1315741 gtaggattaa cgacaaatca ctgtgtggag actacgacac gaatggcagg taatttagga
  1315801 tttacaacgt atttagtgcg tgatgcgacg gctactttta atcgtaaagg tctagatggt
  1315861 aaagagtata gtgcagaaga tattcacaat atgacacttg taaatttaca tgaagagttt
  1315921 gctacgattg tgacgacaaa agaagcatta aaattatttt aagaaaataa ttgcgaatta
  1315981 tgtagaaaaa aataagaata tttcgtataa tttaagtaca atcattttga aaataggggt
  1316041 ggcatcatat ggagcaaatt ccggtaaaga gaatagaaga agtacttgtt gtagcagggg
  1316101 atgacaaaca aaagcaaaag gaattttatg aattgctctt atctactgag ttttatgttg
  1316161 ctggctcact agaagcagag gaaggggcga cagaagggat acttcgtttg cgtcatttcc
  1316221 aaggagatgg tagatggatc gttccgttct ttacacaaat ggaatttgta aaagatgtgt
  1316281 tgccagaagg aacgcccctt attacgatac gtgggaaaga attatttggt agcattgaga
  1316341 aagatgccac agccgtatta aatgtcggta ctgatataag taaaacattt attcccgaag
  1316401 aaattgcaga tatcgcatct ggacgaattt ttaactatta taaataaaag gaaaagcgta
  1316461 atcgcttttc ctttttaatt tgaacacggg gtggctacgc cagaagaaat agagagtgtt
  1316521 ttattatgtg tacttattgt agctgtagct ccaagaggaa ttccaatgtt tgggcttata
  1316581 tgtccaatcg gtaaaccgaa taggacaggt atatgatacg gtgcgaaata ttcatatagt
  1316641 atcgtttgca atgattgaga tggtttagaa ggagtacagt cgtgacagct tgtaaaaata
  1316701 acaccactgc attcattgaa ctttccagat aagagtagtt gatttaacat acgatcaacg
  1316761 cgatacggtt cttccccaat gtcttcaagt aataaaagtt tattggctgt atgtacctcg
  1316821 tagtgtgagc caattatgct cgttagcact gctaaattcc ctccaactaa ttgacctgta
  1316881 attgtacggg aagagctagg tacgatacat tctgacgcag ataaaatggt tgaatacgga
  1316941 tgaaatagtt ggttgaaaga agataaagaa agagaatcta tacctttccc taattcttca
  1317001 accattgggc catgaaaagt aataagcttt gcataacgtg aaaaggcagt atgtaaagct
  1317061 gtaatatcgc tatatcccca aaagattttt ggatttttcc gaatgatttc atattgaatg
  1317121 tgagggagga gacgagcgct accgtaacca cctcgtgcac agaaaacggc ctttacttca
  1317181 tgatttgaaa atgcttcatg tatatcatca agccggactt gatcccttcc agctaaatat
  1317241 ccatatttct cataaacact cttcccgatt actacagata aacccatttc ttgtaatgcc
  1317301 tttacacctt ttaatacatt ttcaattgtt ggtgggccgg acggtgcaat aatcattact
  1317361 gtatcacctt gttgtaatac atttggatat atcattgttt tcagcctcct tctctttcaa
  1317421 tatattcgct tgagaggaag ttcaaccctt gtaaaagaag ggaaaagctt gtcaaataaa
  1317481 gaagatataa ggggaatagg agggaaaatg atgtttacaa gtcgagtcat agatacatta
  1317541 caaattaagt atcccattat tcaagcaggt atggcgggtg cgattacgac gccaaaactt
  1317601 gttgcagctg taagtaatag cggaggatta ggtactcttg gagcaggcta tatgagccca
  1317661 gaacaaattc gtgaagcaat ttatacaata agggagctaa cagataagcc cttcggtgtt
  1317721 aatttacttt taacgaaaga ggtacagata gaagaagaga agataaactt gggaaaggga
  1317781 ttacttagcg gagtgaatag agaattcggt atagaggaag aagagcagtt aaagcttcca
  1317841 aaaagttata aagaacaatt ccaagtgtta ttagaagaaa aagtaccagt cgttagcttt
  1317901 gcgtttcaaa cgttagaaaa agaagagata aatgatttga aaagaagtgg aataaaagtc
  1317961 atcggcacag ctactcatgt ggcagaggcg aaagtgcttg ctgaattagg agtagacatt
  1318021 attgtcggtc aaggtagcga ggcaggaggg catagaggaa cgtttatcgg gaaagaacag
  1318081 gacgctatga ttggtacgtt tgcattaatt ccgcagctag tagcagcagt tccgcatatc
  1318141 ccgattgttg cagtaggtgg tgtaatgaac ggacaagggc ttgttgctgc atttacactg
  1318201 ggggcagaag ctgttcaaat gggatcagcc tttttaacga gtgaagaaag tattacgcat
  1318261 gatgtgtata aagaagcagt tttacatagt acagatacga gcacaactgt aactcgggcg
  1318321 ttttccggga aatatgcacg cggtattcgt aatgaattta tagagaagca tgaagggaaa
  1318381 gaagaagggc ttccgatgta tccggtgcaa aatgtattaa cttctaaaat acgccaagaa
  1318441 gcagcaaaac aaaataatgg agaatatatg tcactttggg cgggacaagc gtcgtcatta
  1318501 gcacgaatag aatcagctca gcatgtagtg gagcgagtta tggaagaagc aaataacgta
  1318561 atcgaacaat tacagaatgt atatagaaaa agaccacttg aataattcaa gcggtctttt
  1318621 cattagtttg ctttataaaa ttgttggatg gcctcatcga tataaaccca gcctttccaa
  1318681 cctaagtgca tatgatcttt taagaagtat ttatcatact catgatttga gaagtcggca
  1318741 attggatagc cagctttctc aatttgctca tgaactttct tataatacaa ttcgcgtcgt
  1318801 tctttcggga agccagcgta atcgtaccaa ggccctttta caggaacaga gatgaagagt
  1318861 ggttttgcac cagattgttt taataaatca agtacaattt gtaaatcttc atattctggc
  1318921 gattgatcat aagaatcatt ttttaagtag ccttcacgtt gctttaattt ctttttgatt
  1318981 ttgctattaa agtaaccatc ttcgatacca tattcgttag atctagattc tgctgcacct
  1319041 gtttgatctg catgtttacg agcttcatcc cagttcattt gttttaatga aggatcaagt
  1319101 ttttctttgt gcggtttaat attaaacatt gctgtaaata aatctttacg atctaaaatg
  1319161 ttacggtaaa tataagcgaa aggtttagca gcaagtgctt ttactttata cttcgtatca
  1319221 tcgtaggcga taccttcaag cgaaattttt aataaagttt ctttcttaac gatttcaaag
  1319281 tttaataaac gttttgcaat ttgctttttc atttcaggtt ttacatcatc gttaaaaatg
  1319341 aagtggtaac cttgttgctt tgaaaagtta ggtgcaaagt gcgtttcatc aataccttgt
  1319401 ggtacaaacc attgcggaga aagaacgaat accattttct tatctttcaa ttgatccatt
  1319461 gtagatgcaa agtttaacac atgtacaagg tcttgtgttc caccgcgtcc aagtaggaat
  1319521 ggtgtgaatc cttcaggttt tactttgaaa taattcgatg gatggaaagc atccatacgt
  1319581 gcgaattccg atgaaccgta catcggaagg tatttcgggt ctgctaacat cttttgctgt
  1319641 aaaatcatac tttgaatctt ttcttctttt aaagaagttg cagcttgttc tactttctcg
  1319701 tcacttaaaa gcgggagtag aaagcgcgtc ggaataagta ggaatacagc aaaaagggcc
  1319761 aatgctaaaa gcatcggacc aaattttgct ttgttcatcg gatttcttcc aacttcttaa
  1319821 taaccatgtt tggagtagcc cactcgtcac gatcaaaatc agaaatagaa acttcaatat
  1319881 ctaaacgctc ttggaattca actaataaag atactacagc gaaagaatca agaatacctt
  1319941 cttcaaataa ttgaacatct aagttttctt ttacaatatc gttttcacat acttcttcta
  1320001 aaatatctaa tacttgctct ttaaattctg ccatttttaa aatctccttt atatccgaaa
  1320061 tatattatat gtgcaacttc ttaatggtat aagaagggtg cattaaaagt atctgttaag
  1320121 gtgtccagag aaaattagga aaccgaaaca tacaacgtgg aacgtaatta cgatcgcaag
  1320181 gacgtgtgta aatttattgt ttggccaaaa cttatgcttt ttgttttttc gttcgaaaat
  1320241 atcaaataga ataaacaatg cggcatgata taggccataa ataacatact gcgcaacagc
  1320301 gcttccttgg atgtgccaaa ttcccataat gaagaagttt aaaaatgcac cgatatacga
  1320361 aatagtgtaa cggttcttaa ttaacttttt cttcgttgca aaaaagacga aacgcatgta
  1320421 aataaaatca cggaaccaga atgataaact catgtgccaa cggttccaaa agtctttaat
  1320481 attacgacta aggaatggct tattaaagtt ttctggagtt ttaattccca tcatataact
  1320541 gataccaatt acgaacgcac tataacctgc aaagtcaaag aataactgca tgctagtagc
  1320601 gtacataaaa atcacattag ataaaagtgt atcttgattg gcgaatactg cctttacaag
  1320661 atatgttgtt atcaggtgag caattataaa cttatacaga aaaccttgga aaatacggtt
  1320721 aagccctgta tatagtaaat tttgatactc ctcagcacta ggtggctttt gaatatcttt
  1320781 ttggaatcta cgataacgat cgataggtcc acttgaaatc gcagggaaga ataaaacgaa
  1320841 ttcccagaaa ttaaagaagg aaagttcttt aattaaatta tcacgaactt caaagaccat
  1320901 ttgtacagct ctaaatgtta cgtaagacat acctgcgaaa acaataaaat gcaattcagg
  1320961 tacaaatggt gcaatttttg ccaaaataag tggcaaaatc gataaaataa cagctataca
  1321021 aaacatgaat gtactattgt tttgttttct taaaagtaaa tagcctttaa ttagggcata
  1321081 ttgccaaata ataaatgcag ctaacataat cgcttgcttc ggtttatccg agaagataat
  1321141 agcaatcatg actaatgtta aaacggcatt atatttacgc aacattttac cttttaatcc
  1321201 agctatgata gtaggtatta ataaaatgcc cactatagcg aaaaaataaa atgatccata
  1321261 tgcggtcatg ctgtaacctc actcaataat tttttgcgat ctacctttcc atttggtgtc
  1321321 attggaatag aagattgata catgaattta cgtggaatca tgtagtttgg taatcgctca
  1321381 ttgagttctt ttttgattgc agatgttaat ttgaattctt tttcaaatga atgttctcca
  1321441 ggaacaacaa ccgctaataa ataatcgtat ttctcacctt ttttaattgg aacgataact
  1321501 gctccttcta cgtaagaaca cgcacgaaga tgatgctcaa tttcttctaa ttccattcga
  1321561 taaccatgca gcttaatttg gaaatcaaga cgaccattat agaatagaag accattttca
  1321621 acatagccag catcgcctgt tttataggcg cgctcaccgt caatcatagt aaatgctttt
  1321681 tctgttaatt cagggcttcc taaatatcca acgcttacgc ttggaccgac aattacgatt
  1321741 tcaccttttt caccatcagg tgcaatcgtg ccatcttctt tcataataag aaggcgacaa
  1321801 tctgatttac agtagccaac tggaagtgat ttgtattgat caagcacttc ttctgtaacg
  1321861 tgaatacctg ttacagcgac agtagcttct gttggaccat acgtattcat aattgttgct
  1321921 ttcgggaaac gctcaattaa ttttctagct acttcatttg gtaatacttc accgcagaat
  1321981 aagaatgttt tcatgtttgg tagcatactc tcagagaaag atgcttccat taaacacatc
  1322041 tctgcgaaag atggtgttga agtccatact tgtatatccg attgctctaa agaagcaaac
  1322101 aagtcttttg gacgtgcaat catatcttta tcgattgccc aaagtgtacc acctgttact
  1322161 aatgatgggt aaatatccat gacagataaa tcgaatgaga aaggtgcttg gtttaagaat
  1322221 acttgccctg tttgtaagtt gaagtcttct acagcccatt gtgtaaagct tacaaggcag
  1322281 ttataagtaa tctgaacccc tttcggatta cctgtgcttc ctgatgtgta aataatgtag
  1322341 aagttctcat caccttttac cgcatgttca ggatttggag tgttcccttt atgagtaaag
  1322401 aaaatatctt ttaagttgtc ttcacttaca atgcgaactg gtaaatcagt tacagttact
  1322461 gctgctgata aaagtaattt cgcaccagaa ttttcagcga tacgttgtac acgatcagct
  1322521 gggatagata aatctacagg aatataagca tgtccagctt ttacacatcc taaaaagtta
  1322581 ataatcattt caggttgcat atggccatac accataattg gtgaacgatc atctggatac
  1322641 tcagaagaaa tccaatgtgc taacgcatca gaatcttcct ttaattgttt gtacgtaatt
  1322701 ttcgcatctc gccaaacaaa agcagtttga tcaggcgttt caatagccca cttttcaatt
  1322761 tgttctaata acttcataac gttcccaccc taaaattcgt tgtaaataaa tgtacttgtg
  1322821 tttgtatcat ggaatccata caaccaaagt aatgcaaata aaattgcaag gtaataaacc
  1322881 gtctttgcaa cccattgtgt gagtggtcga gaccatatct cttttaatct ttccatgtct
  1322941 ttccctctct taatgaaata atagctcttt gtaggtatca tgtcctacat tattgtgaaa
  1323001 aaaacaaact tccacatttt aggtaaaaat aagtcaaaag gctcttttct gatattagca
  1323061 ctaaatacta aaaaagaaaa tccctaactt agcaattata ttacattcag catgaatttg
  1323121 taatgggttt gacatgtaaa taggaagcgg attgtatgaa tacataaaag tggactataa
  1323181 gaatacgaaa aaatagagta tttgttttta gtaatcactc gagacagagt aaagtttaca
  1323241 atttctatct cttttgaaaa ggaggaaatt atcatgaata gagtgtggaa gagtttaatt
  1323301 gcggaagaaa atatcgtgaa atggagaaga cattttcata agtatccgga attatcgttt
  1323361 catgagaaag aaacttcaca atttatatat gatacattat gcacattttc ttcttttgaa
  1323421 gtaacgagac cgacgaagta tagtgtacta gcaattaaaa gaggaacgga acaagggaaa
  1323481 gtagttgcga ttcgagctga tatagatgct ctgccaattc aagaggagac aagtaaatct
  1323541 tatacgtctg tgaataaagg gataatgcat gcatgtgggc atgatgctca cgccgctatt
  1323601 ttgttgagta cagcagaggt attatcaaat ataaaggaag attttgcagg ggagattcgt
  1323661 ctattttttc agcacgcaga agaggtatat cctggcggag gacaagaaat ggttgaggca
  1323721 ggcgtgatgg acggtgttga ttatgtaata ggtttacatg ttatgtcagg acttgagagc
  1323781 gggaagatag gaattgcgta tgggccgatg atggcggcac cagacgtatt tacagttgaa
  1323841 attcaaggga aaggaggaca tgcggcgagg ccagaagaaa cgatagaccc tattgctatc
  1323901 ggagcacaga ttattacaaa tctacaacat attgtatcaa gaaatacaag tgctttcatg
  1323961 caaagagtcg tttcagttac gcagtttcat gggggaatgg ctgataatat tattcctagt
  1324021 gtagcaactt taatgggcac tgttcgttca tttaatcaag tattaagggt ggaagcagaa
  1324081 gagaaaattg aaaaaatcgt gaaaggtatt acaaaagcac atggaggggc gtatacatat
  1324141 acgtatcgat atggatataa tccagtgatt aatgatgaat atattacgaa agtagtagaa
  1324201 gaaagtgcaa tacatttgtt tgggaatgag cgtgttgtga agcttgaacc ttctatggga
  1324261 ggagaagatt tttcagcata tttaagaaaa gcacctggtt gttttattaa actaggaacc
  1324321 ggtaatgaaa agataaatac ttgctatccg catcatcatc caaaatttga tgtagatgaa
  1324381 tcagcgctaa ttaatggagt ggaattattt ttagagacag cgataagatt actaaaatca
  1324441 tagagaaata taaaaaaagg caactgcgct ctatcgcagt tgcttttatt tctttccgtc
  1324501 agagagggct gagaaagaac tatgctcatt tatagtatat gaatagctaa cggacaagct
  1324561 tgtacatttt aatcattttt ttaaaaatag ttgttgacat tgataatcaa tgtcaattaa
  1324621 tctaaatata gttgaaattg ataattatta tcaataagat ggatgcgaca tgttaatgag
  1324681 aaaaaatttt caccttctgc ggaggggatt aaaagataaa aataaagata ttgatcagca
  1324741 tatggaatgg caacgaaatg taattcggtc tgaatatgta gatgagaaga agagcattca
  1324801 aacagaaaaa gagatacaaa gtaaagggag aggttcagtt gagtaagtta gtaatgattt
  1324861 ttgcgagtat gagtggaaat acagaggaaa tggctgatca tattgccggc gtgattcgtg
  1324921 aaacagaaaa tgaaattgaa gttattgata ttatggattc accagaagct tctatattag
  1324981 aacagtatga tggaattatt ttaggtgcat acacttgggg agatggtgac cttcctgatg
  1325041 atttcttaga tttttatgac gcaatggatt ctattgattt aactggaaaa aaagcggcag
  1325101 tattcggatc atgtgattca gcttatccaa aatacggcgt ggcggttgac attttaatag
  1325161 aaaagctaca agaacgcggt gcagcagttg tgttagaagg actaaaagta gaattaacgc
  1325221 cagaagatga agatgtagaa aaatgtttac agtttggagc tgaatttgta aaacaccttt
  1325281 cttaatggca gaagggagat gaagagtaag tgcatgagaa aatcgcgatc aaaacgatga
  1325341 cagattatca tttgtatgat tttatgcgtt gcccgcataa attttatttt cgtcatataa
  1325401 aaagaagaga accttcttcg tttgaatggc aacaaatcgc acaaatgatt gtgaatcaaa
  1325461 ttattaacga atattacaca ctacctgcgg gccaacagac gaaaattgta cttttactat
  1325521 taatagaaaa gtattggaaa aaagtaagga ttaatatgtt tgcttcgaag acggagtatt
  1325581 atattgtgtt agcaaagcta acagatcact tattacagtt tgttgaaaga gatgatagtc
  1325641 agacactgcc gttattttta tatgaaaaat ttcaaacata tatgaaagag ttaggtgtgc
  1325701 acatgtcatt gacactagaa gttggtgagt ggagtactga gtcgtttgta attaaaaagt
  1325761 atgttgtcga tgcggatgag gaaatgcttg ctctttgtca aaagttaatg acagtattta
  1325821 gttataaagc tttcggcatt cttccaggga aaattgaagt tattaattta atagaaggaa
  1325881 ctaagtatga gtacattccg aaacaagaag atataacaac tggaatggct gatttatcta
  1325941 gaatgaaaga aatgttgcag caacctgagc actacacaga gcgtcatttt cgttctgagt
  1326001 gtataagttg tgcatttcgt agcgaatgcc aaggggaaga agtaaagaaa gaagcaaagc
  1326061 agaagaaaaa tattgtacat taaaggatgc aaatttgcat cctttttttg ttgttgacat
  1326121 gaaaagcttt tcatcattta ccgtatattt gtagcagatt ttaataaagg gaggaataat
  1326181 caatgaaaga tgaaacgaaa gtatttcaat ggttaaaaga acaaaatgct ccttttggga
  1326241 ttcaactgca aattttacaa gcatttcaac tatataaagt cattattgaa atggataaaa
  1326301 agttaatgat gtatgaggag agggaatata gggagagaat gtaatctcat ccctgcagta
  1326361 ttactttcag ttgttctata cttgctagaa attcaagttc attctttgtt tcaaagttat
  1326421 aaatcatgtt atgtagtaaa ggactgtact gataaaaact cgtgatgcgg tgaatgagta
  1326481 atgggtcatg gtgtgaagta agtgtactat attgttcata tactgatgta gtaaattcat
  1326541 gtccgaaatc ataatatagc ccagcaaaat caaaggcagg atctccaatt tgagcatcac
  1326601 caaaatcgat aatccctgaa atgattttat tttgtttatc aaataaaata tgatgatgtg
  1326661 taaagtcagc gtgaatgatt gcatttggaa atgccgatgt agctatacag gcaaaaaaat
  1326721 tctcgaataa acggtttaag gttgatttct ggaacgaagt tagactgtta gtaacatact
  1326781 catttaattt agtttgtagc tctttccagt aggtaagtgt tttttcggta gggaacccta
  1326841 acgctgtaac actttttaga ggaatgctat gtagagccgc aaggaaagta gctaattgtg
  1326901 taataattat ttttcgttct ttttcatcta agttcgcaac tatttctgtt tttaatggtt
  1326961 caccatgaat gagagtatag taactacaaa gaggaacttc atcagattca tttttataaa
  1327021 ttaggtgata ttgtggaact tcgatttctt gtagtgattg agtgagaatt gtgcacagtt
  1327081 ctttttctaa cggaattcgc attgcatatt cctgttttcg cgggaaacga aacaatagtt
  1327141 catcatttac aataaccgct acattatccc atccttcttc attttgttta tatgagtgta
  1327201 tagaaagatt aggcaaagct tcttttatat attgtttgta agagtccata cttgttcctc
  1327261 gtttctgatt taagttattc tactttacga tatcagaatt ttctttctat atgttaaaat
  1327321 atacctatca ttatggagaa gggtgagagt attatgaaga aaagaatagt aatcatttct
  1327381 ctatgtatcg tttttgggat gttttggtca tataaagaag aagtttttgc tagctataaa
  1327441 ccaattgatc agtacggatt aaataaggaa ttaaagaaca aaagtataga aactttaact
  1327501 cataatgaaa tgaaaaaggt aggagaacat tttgtgaccg agcaactatc agtttttgag
  1327561 tttactaata aagaagatgt gaaacgaaaa ggtgaagaac tatttttaaa tagagggtat
  1327621 gaacaattaa tgaaaaatta ttatccaaat cgctttcagg atttagagta taaatttaca
  1327681 aacgaggaga tacgtgaagt gacggatgaa agttttctct atcaaactgt agcgtacgtg
  1327741 acgggtattg aaaatggtaa gagaagcgaa atgaaattga attatgaaat gaaaattgta
  1327801 aaggttaatc atacatttaa ggtgttagaa caaaaacagt atgtacaata aagtgaaata
  1327861 tgaatcagta tcataaatag cgggataaaa aaatccccca gttctttgag ggattctaaa
  1327921 gattttcatt ttgttgacca atttcttttt gagcaatata taaattccct tgctcaactt
  1327981 gtttttgagt aagaacagaa tcacctgcat accctttttc tgttttcaca gttctttttg
  1328041 aacgattgga atcttgtttc ttcatataat aaatcacctt ccatcaaaaa taaacgaaaa
  1328101 tgataagcac aagcaataca gcagcaaaaa tggtaatacc cattaaaaac gaagtgtttt
  1328161 tatatttagg tggcttatgt acatcttgcc gatatccagg tgaaatttca ggggcgaatt
  1328221 cttcgtcgaa tgattgcttt ttttcttttt cgtccatatg tatccacctt tctttttcat
  1328281 tatgttatac gttacaagaa aaaatatgca taaagaaaac aaccgctata ttatgagcgg
  1328341 ctgttttgcg ttgtatattt tctctgaact tgaaagagac ggatgaggag gaaggttgct
  1328401 ccaaatgcta gaccgataat aagaccaatc caatatcctt ttgctgccca gtcagtataa
  1328461 gttgctaata tgtaaccgag agggagacct attacccaat aggcgattaa tgtcataatt
  1328521 aaggcgacat ttacatcttt ataaccacgt agtgcccctt gtacaggagt tgcaattgca
  1328581 tctgaaattt gaaataaaat cgcaaatata agaaattctt ttgctaaatg atgaacttgt
  1328641 atatctgtcg tataaataga agcaatttca tcatcaaaga agtaaagaag aatggaatac
  1328701 aatagggcga atgccagtgc taatccaatc ccgataaatc catactgttt tgcgttatta
  1328761 tatcgtttcg ctccaacttc aaatccaaca gcgatggtca ttgccattgc taaacttaaa
  1328821 ggagtcatat atagcaagga agcgaagttc atagctgcct gatgagctgc aattgttgtc
  1328881 gtactaaaat tactcatcat aagtgttacc gcagcaaaaa tactcgtttc aaaaaagata
  1328941 gcaaatccga tagggacgcc aagttttaag aattctttcc aactcgaaag ggaaggacga
  1329001 tataattgtt taaagatatt gaaagatgca aaaggctctt tcgtacgaat aatcataacg
  1329061 gtaataatta aaatgcacca ataggttgct gcagaagcaa ttgctgctcc gacaccaccg
  1329121 agttttggaa aaccgaagtt accgaaaatt aatacataat ttaatactac gttgattggt
  1329181 aatgatagta atgtaatgat catcgttgtg cgagtttttc ctaatgcatc aataaatccg
  1329241 cgtaaaactg tgtaagtaaa taaagggata attccaattg cgataatact taaaaattgt
  1329301 gccgcaatac gttctacagg ttcttctaat cgcatgccat ttaaaatagg tgtaacagta
  1329361 aataaaccta taaggataac gacgaagcta gcacaaattg ctaaataaac tgcttgtatg
  1329421 ataacgtgag gaacatcctc ttttttctta gatccaacga gttgtgcaac aattggagtc
  1329481 gtagccatca aaattcctgt taatcccgta ctaactggaa tccatatact tgttccgata
  1329541 gcaacacctg ctaaatcaat agggcttgca tgtcctgaca tggtcgtatc gaaaaaactc
  1329601 attgcaaata atgacatttg cgtcacgaaa atcgggaaaa atagtaatac aaattgcttt
  1329661 aatttttgtg agaatgaatt agtttctttc ataaaatccc ctttccgcta aaaaaaccaa
  1329721 actcttacta tcatacaatt taatcaaaaa atagaaaaga aatacgcgca tacagcatgt
  1329781 aaattcaata aaaaaaggat gcactttaaa aggggataag gtattatgat aaggtgtgaa
  1329841 aaattacata tttgttatta aggaggcact acttgtggct gattggttaa ttggtataat
  1329901 catgggtgct gttgaagggt taacagagtt tttaccagta tcatcaacag ggcatatgat
  1329961 tttaacagga catctaattg gatttgacga cgatagagcg aaagttttcg aagttgttat
  1330021 tcaattggga tcgattttag cagttgttgt tatattttgg aaacgtttat ggtctttagt
  1330081 aggtataggg aaagtaacag atggaccatc gttaaattta ttacatatta ttatcgggat
  1330141 gattccagcc ggcgtacttg gcgtattgtt ccatagtgcg attaaagaag ttttatttgg
  1330201 gccaggccca gttgttatta gcttagtggc tggtggtatt ttaatgattg ttgctgagaa
  1330261 gttttcgaaa ccaagtacag caagaacatt agatgaaatc acatataaac aagcatttac
  1330321 aatcggaatg ttccaatgtt tagcgctttg gccaggcttt tctcgttctg gttctacaat
  1330381 aagtggtggt ttattagctc gcgtatcaca tacagcggca gctgaatata catttatttt
  1330441 agcagtacca atgatggtag ctgcaagtgg cttagattta attaaaagct gggatatatt
  1330501 aagtacggct gatataccgt tatttgcaac aggatttatt accgcattcg ttgttgcgat
  1330561 gcttgcaatt gtttcattct taaaattact atctcgtgta aaactaacac cgttcgctta
  1330621 ctaccgtttc attttagctg cggtattcta tttcttcatt atgtaataaa aaaactgccg
  1330681 ggttcggcag tttttttatt ttactacttt ttctatcatg ctttccatta catgttccca
  1330741 tagagaagta tcatcagcta atgtagcacg gaaattagcg tacatttctt tttgtttctc
  1330801 ttcgaatgtt ggatcttctt tttcaggcaa tgtagcacgc attgaagtta ctaactcctg
  1330861 tacttttgga gcgcgtggtc cccaaacggc ttgttcattt ccatctttat caatgaaaat
  1330921 aaagattgga atcgcacgtg ctgttccgtt tgttaaatat tgatccatta attctaagtt
  1330981 ttcatcgcga attaataatg acatatcaat atttgcaact tcagaaattc gtttcataac
  1331041 aggtacgcat aaaagagcat cgccacacca atcagctgtt aatacgataa cacgccagcc
  1331101 atcattttga cgttcttcta atacaggaag taattcattt ggaattaaaa agttattgta
  1331161 aatgtgcagt agctcgtact gatttacttt catttcattc acatatgtat caaaggacat
  1331221 acctttatca gcccattgtt gtaagttcat aagtaacacc tctttagtat gatttatttt
  1331281 cattgtacca atttttatat agaaaagctt gtattcttac tctttcttgt cacttaataa
  1331341 tttgcttaat aggaaaagga ataatacgat acataattca gcaagattgg acagttgtac
  1331401 gctctctatc caatcatcgg caatatgaat gacgaaccaa tctagcgtaa tttcaatgat
  1331461 tgcgaaaaga gtaatagaaa gccaattggg catgtttttt gtcattggat atagaatgac
  1331521 cttgaagaaa atgaagaaaa agaatgtaat accgtctaag aaagtgatta ataaaaaaaa
  1331581 tagaagtaaa gcagtgcgcg aactataccc tataccagtt atatgaaaga ttcctacata
  1331641 tacaaaaaat ataaatgcaa aaactataat gagaaaaaga ataacaaaac caataattaa
  1331701 agtcttatct tttagattaa gattagaaaa tttgtcttct tcgttcacta ttccaactcc
  1331761 tttttctgga aattaaattt tattgtatca tgaaatatat attaaaaaac tacgaattat
  1331821 agggaaataa ggtgacaaaa agtaagattt catgtaaaat tattaataag gtttttattt
  1331881 aactaaatga aataaaaggg gctgtcaaag ttgtctcaaa attgagagca attaatggaa
  1331941 gaactatcga caaatgtttt tgctatgttc cgcacgttgc gtaatgatat tggaaaaata
  1332001 tttggtggtt atataccgtg gaatgagttc atcgtcctta gaatattgaa tcgtacgaat
  1332061 aaagaaatgg tatcacgtgt agcgaatgag ttaaatgtgt cgaatagtca tattacagct
  1332121 gttacagaaa aattaattaa taaaggtttt gtcactcgtt cacgttccac ttcagatcgc
  1332181 cgcgttgtat atttagagat tacagaacaa gggaaagatt tagttgcgaa aatggaaggt
  1332241 gcgaaaaaac aatatttaca agaaagattt tctacgcttt cagaagaaga aatgaatata
  1332301 atgatatcta tttctaaaaa gcttatttaa gtcattacaa gtaagaaaac gcttacgtaa
  1332361 tgaaagagga gaccttcctt atatgaggaa ggtctccttt cgtatgtaaa agattataaa
  1332421 aaagaaaata tgtaacatac tactaataaa ggaagggggc agaaatatga caaatcgaaa
  1332481 tggtagtaaa gggagcggaa accaaggctc accgaaatca ggacaatttc agcaagagtt
  1332541 tagtgcagaa tttgaaactg gtgatgataa caaaggaaaa gaatatcgtt cgaaaaaggg
  1332601 aagtaaatca aaaaaggagt gaatcatttc actccttttt tgatttaaga tgcggcagat
  1332661 tgatccgtat tatatttttc ttctgatttt gcgacaatca ttgcgcaaat tgcatcacca
  1332721 gaaatattta cagctgttct tgacatatct agaatacggt caataccgat aattaaggca
  1332781 ataccttcta ccggtaggtt tacttgattt aaaaccatcg taagcattac aagcccaaca
  1332841 cctggtacac cagcagtgcc gatactagct agtacagcag ttaatacgac gacagctaat
  1332901 tgtgtcactg taagttcaac gccatacact tgagcgataa atacagttgc tacaccttgc
  1332961 ataatagcag taccatccat attaattgtt gcacctagtg gttgtacaaa agagctaatt
  1333021 gcttttggaa ctccaagctt ctcttgtgcg gttttcattg caaatggaag agatgcatta
  1333081 gagctcgatg tactaaatcc aattgccatt accggtccga aatgtttaaa gaaacgtaca
  1333141 atactttctt ttgctaatac ttttaataag ccgccatata cgaagacacc gtgaataatg
  1333201 agtaccaaca taacgacaat catatacttg aacatcgcag cgacgcctgc aagacccatt
  1333261 ttaccaacgg atgaagcgag caagccaaat gttccgattg gagccaattt cataacgaga
  1333321 ttaacgagat acatcattaa ttcgttgccc tgttcaagta atgaatggat accttgaact
  1333381 cgttttccta aaatagctat accgagtccg attaatacgg cgaaggcaat aatttgtaac
  1333441 atgtttccat cagccatcgc ttttgctgga ttatctggta cgatatttag caatgtatca
  1333501 acaaaagatg tttcggtttt tgccccctca tatttaagcc cttcggtttt aaagttaccg
  1333561 ccagatcctg gttttataat aagtgcaaat gtaacagcaa tagagatggc aacagctgtt
  1333621 gttacgagga agaatgaaat tgattttaaa ccgattcttc caagttgctt cggatctcca
  1333681 agaccagcag ctccaagcac gatagaaata aacacgacag gaacaactag cattttaatg
  1333741 agtcgaataa acaattgacc aagtggattg aacacatatt gatttaatgg atcaaaaatg
  1333801 gatggagcag ctaaatttaa agtgagtccg acaactaaac cgagaaataa tgcaagtaag
  1333861 attgcttttg tttgtttcaa taaaatcccc ccttattttt gtgaaataat tttctacatt
  1333921 aattgtaccg aaaaaatacc tattttgaca atgttttctg aatattttgt ataaaaatgt
  1333981 gtattttcat gtagagagga ttacattttg tatttgaaac acaaaatagg ccatcacaca
  1334041 tgatggccta gggaagggga caatttatgt caatttaatt agggatggaa gttgttcaag
  1334101 acactgggga atgtcttata aattagggag gaacaacttc gatacataca ctataaaaga
  1334161 tagatgtgac ccccgtgtga acatagagtg aaagagagag ggagttttaa atagaaggta
  1334221 gagtaaacaa aaaataagac catcacacag gatggccgaa ggaaggggac aatttatgtc
  1334281 aatttaatta gggatggaag ctattcaaag acactgggga atgtcttata aattagggag
  1334341 gaatagcttc gatacataca ctataaaaga tagatgtggc ctcagtgtga acatagagtg
  1334401 aaagagagag ggagttttaa atagaagata gaggaaacaa aaaataagac catcacacag
  1334461 gatggccgaa ggaaggggac aatttatgtc aatttaatta gggatggaag ctattcaaag
  1334521 acactgggga atgtcttata aattagggag gaatagcttc gatacatata ctataaaagg
  1334581 tagatgtgac ccccgtgtga acatagagtg aaagagagag ggagttttaa atagaaggta
  1334641 aagtaaacaa aaaataagac catcacatag gatggccgaa ggaaggggac aatttatgtc
  1334701 aatttaatta gggatggaag ttgttcaaga cactggggaa tgtcttataa attagggagg
  1334761 aacaacttca atacgtatac tataaaagat agatgtgacc cttatgtgaa catagggtga
  1334821 aaggtatgag gatttaagaa ataatacatg taaaatgatt gttacgagag ttgtagagta
  1334881 agaataaata taatagaaat tgtcttatcg taaaatgaag tgaagttcga gtataaataa
  1334941 aagttgaaaa ctatgaaaaa aaggattatg ctcaactata ttataagaat atgaggttta
  1335001 tctgactatt tgaaggctct taaaagcctt tatttatgaa ggaaaagctg cactttatta
  1335061 agggagttag tgaatatgga agtaacaaaa agacaaaggc tgtataatcg ttttatacga
  1335121 ttaaatccac cacaaatatt agcattaggt tttttctgct taattgtggt tggcggtttg
  1335181 ttattaaagt taccattcgc aacgaaggta catattagtt gggtagatgc tttctttacg
  1335241 gcaacgtcag cagcaactgt aacgggattg ggagtagtag atactgcaag tacgtttacg
  1335301 atgtttggtg aaattgttat tatgttttta attcaaacag gtggtctagg tcttatgacg
  1335361 attgccattt taattgtttg ggtattaggt aaaaaaattg gtttacgcca tcgcttatta
  1335421 attggagagg cttttaatca gacaaatata ggtggtctcg taaaattagt aaaacgtgtc
  1335481 tttatatttt caatttgtat tgagtttatt ggagttatct ttttatcgtt tcgctttatt
  1335541 ccagagtttg gttttggaaa aggtatacac tatagtattt ttcacgtaat tgcatcttat
  1335601 aataatgctg gatttgctct atggccggat aatttaacga ggtatgtagg cgatcctatt
  1335661 attaatattg ggatttgctc tttaatcgta ataggtggtc tcggatttac cgtattaatt
  1335721 gatatatggt atagccgtag ttttcgaaaa ttatcactgc attcaaaaat catgattgtt
  1335781 ggaacagtag cgctaaatgt aatagcgatg attgtgattt ttatattgga gtataataat
  1335841 gtgaagacgt tagggaattt acctttaaat gaaaaattat gggcttcttt cttccaaggt
  1335901 attactcctc gtactgcagg atttaataca gttgactacg gaggtatgga agaatcatct
  1335961 atattattta cgatggtttt aatgtttatt ggtgcaggaa gtgtatcaac aggtggaggg
  1336021 attaaattaa caacgtttgt tattttagtt acatctgtcc tttctttctt tagaaagaaa
  1336081 gaggaaattg ttttattcca gcgcacaatc aaaatgtcga cagtaacgag agctttagcc
  1336141 atagctgttg ccagtcaaat tctcattttt gcagcagtat ttgtattaat gcttacagaa
  1336201 aacttcagtt ttattcagtt actatttgaa acaatttcag catttggaac agtagggtta
  1336261 acgatgggga ttactgcgaa gttatcagcg tttggaaaat gtattattat gtttgttatg
  1336321 ttttgtggat taatcggacc gttaacactt gttttttctt tagcacgacc agcaaaacaa
  1336381 aaaattaaat atccatcaga agatgtattt acaggataag gtatctcgca taagcgagat
  1336441 acctttttct ttttaaaaaa gggagaataa taaaccgata agtgctactc gaaataaaat
  1336501 tgcaatgagt gctgcaattc cgccgacaat cgcagcgata ccaccagtta cagtagctcc
  1336561 gcgattataa gcgtaaatac ccagtagtac agaaacaaga ccaaataatg ttgggaaggt
  1336621 aaatagtgat aggatagata aggcaagagc gatgaagcca gcagttgatc cagcggcaga
  1336681 cgatcttaca tcatctttat gatctttctc atcgtaatca taatcaatgc gctgtggtgc
  1336741 gacttcggct gcatattctt ctttatagtc actatctatt ctatctcttt ttttatactc
  1336801 atcaaatttc tcagtcaaag tcatgactcc tttcataaca aggttcaata gtagtatgta
  1336861 tctctttttc atttttatcc cgctttcatg ggcagtaaga ccccaacctc aaaattcagt
  1336921 gaaagcaaag aagataggtg ggggatgaag aaccccccac tgattaaagt tttactttat
  1336981 ccgagtatgt acagggagta atatccatct agaaggagga aattgttttt ttgaaatagg
  1337041 aaaagttagt atgacttcct ctattttgga aagtataaaa aagaataatg aggaaagggt
  1337101 gcaatacata atggaacatc caattgaaaa tttaatgaaa acagcaatga caaatttaaa
  1337161 agagatggta gatgtaaata cgattgttgg aagtccagtt tcaacagctg acggaaatgt
  1337221 agtattaaca gtatcacaag ttgcttttgg ttttggtgcc ggcggaagtg attttaaagg
  1337281 tgattttatt tccgaaaaac atagtaacgg acaaggacag cataaagaga agaagcaaag
  1337341 tcatccgttt ggaggtggaa gcggggctgg ggtttccgtt agcccggttg cttttttagt
  1337401 agttggttct aacggtgtac aagtattaca cctcaatagt agtacacatt taattgagaa
  1337461 ggctttaaat actgtaccag gtactgtaga taaatttgta aatagtcgtc aaaagtgaac
  1337521 ttgcattttt taggaattat gatatattag aaaaagtgtg ctttatgatg atcggaataa
  1337581 ttgaattgta aatatatatg atgtgtggaa taagggagag gaatttatga ttaatatcaa
  1337641 aaacttagta gttggcttat gtatgttagt aagcggcttt gtagtatatg tagtaaaaga
  1337701 aaaagctcca ttctaaaaca gacaaaccgt tactgtctgt ttttaatttg caaaaaatgt
  1337761 tgacgagttg ttgtattggt gttataattt tatttcttgt ctcggttaca gctagtgtaa
  1337821 agtaaataaa tcttataaat ataatacaaa aagtttgcga aagatcgggt agttttacca
  1337881 acaacttttg tgaacaaacc ctataaatta taattgtagg ctttataggt atactagtga
  1337941 atcaaggagc ggtcagtgga accgtaatga tgagagagag gtagggcttt catccagtat
  1338001 atgttacttt cccgttaggt gaatataaaa aagaggactc cttttcaaaa ggagtcctct
  1338061 ttcatttttt aagtgcggct ctcaacttgc tgacaaatat catctgttgt taaaccgtga
  1338121 gctgtaatta ccgatccttt aattgatgca tctgcaatcc ccatcatatt ggaatcttgc
  1338181 ccagttacca cacaacaatc gcaaccttgt gcatcctgtt ctgaattaag ggtaacaact
  1338241 tcatgtcctt gttgcttaag agcttgctga acatctgtta atgagttttc aacgccgatt
  1338301 ctagccttaa ttctcacctc ctaccatcta tttgctagta tgctcaagta catcacatat
  1338361 atttatgcaa agaagatagg aagcatatat ttcttttgct atttatggat agtttaaata
  1338421 aagtttcact ttatttagtc gttatataca cccgtaagca tttgacttac gaattgatcg
  1338481 tttagagtat cttgggcgga agaagtattt gaatgaatgt cgattgaagc aatgaaattg
  1338541 ttatgttctt tattatttgg ttctacctct acataattat caaatttaca aaaacctttc
  1338601 gtatccatta gatcaaatag ttgaagcatc tctactacct cttgtctcgt tccttcaatt
  1338661 tgtacacacg ccatattgat ttcctccttc attttgacaa attgtttttt aaaaatagga
  1338721 ttatgattcc gaaatgaaaa atatgaatgt tatttttaga cagcgttatt tttattattt
  1338781 tccccctttt tcagcaaaag tcgttgtata ttcccgaatt tataaaaacg gacgtccgtt
  1338841 tattgaatac aatagattcg tatcaattga tgaaaatcct tcttttaaac aaatattttt
  1338901 tttagcggaa attggtgaaa aaatttttag actttttgta aacgttaaca atgttgttaa
  1338961 atcaatataa ttaaagatgt acgtacgaat aaaaattata aattttctaa aaattcactt
  1339021 gatttattta gaaaggagag taaactagga aacaataaaa aattcataga acataggagg
  1339081 cgctttccag tgaacgagca atggattttc ttaaatggag aatttgttcc aaaagacgag
  1339141 gcaaaagtat cagtatatga tcatggttat ttatatggcg atggagtatt tgaaggaatt
  1339201 agagtttata gcggtaatgt tttccgtttg agagagcatc ttgtccggtt atatgaatca
  1339261 gcaaaatcca tcatgttaga aattccatat tctttagatg aaataacgaa tattgttgtt
  1339321 gagacgatcc gacaaaataa attatctaat ggatacattc gcctagttgt atcgagagga
  1339381 gcaggaaatc ttgggttaga tcctgattct tgtacgaaac cgaatgtagt agtaattgca
  1339441 gagcaactat ctttattccc gcaagagtat tatgaaaaag ggattccagt tgtaacagtt
  1339501 gcaacgcgcc gaaaccgtcc agatgtattg tcgcctcaag taaaatcttt aaattactta
  1339561 aacaatattt tagttcgcat cgaagcgaaa ttggctggag tacaagaagc gcttatgtta
  1339621 aatgatcaag gatacgtagc tgaaggctca ggagataacg tgtttattgt aaaaggaaat
  1339681 aaattaatta caccaccaag ttctgctgga gcgttagaag gtattacacg aaacgctatt
  1339741 ttagaaatcg gtgaaaaact tggatatgac gttagagaag agttatttac aagacatgat
  1339801 gtatatgtag ctgatgaagt atttttaaca ggaacggctg cggaagtaat tgctgttacg
  1339861 acagtagatg gtagaacgat cggtttaggg caaacaggtc cacatacgaa tcgtttatta
  1339921 gaagaattcc gaaagttagt tatagaagat ggagagaaaa tttacgaaga aaataaagtt
  1339981 ggataacaac tttttataac ataagaaagc gttgagaggg aggagtagtt gattgtgaag
  1340041 cctcacagag agtcggtggt tgctggaaac cgatggttca cgtcgacgaa catcgccctt
  1340101 gagtgctaag ctgaagcgtt tgtctaggct tagacggtag ctccgttatt agctagactc
  1340161 atttatgggt cactgaggca agagtattct tgcaaagaag ggtggtaccg cgaaatcttt
  1340221 cgtcccttca gcacatagct ggagtgtgga cgtaggattt ttttattgat aaaagttttt
  1340281 aaaagggggc ttatgagaac aatgtcttca aaaacggaag agaaactggc aaccggtgca
  1340341 cagctattgt tagaagcgct agaaaaggaa ggagtagaag tgatttttgg ttatcctggt
  1340401 ggtgcagttt tacctcttta tgatgcgctc tatgactgtg aaattccgca tattttaaca
  1340461 aggcatgaac aaggagctat tcacgccgcg gaagggtatg ccagaattac tggcaatcca
  1340521 ggggttgtca ttgcaacgag tggaccaggt gctacgaatg taattactgg tctagcagat
  1340581 gcgatgattg attcattgcc acttgttgta tttacagggc aagtagcaac aacgttaatt
  1340641 ggaagcgatg ctttccaaga agcggatatt atggggctta cgatgccagt gacaaaacat
  1340701 aactatcaag tgcgaaaggc ttcagattta cctcgaatta ttaaagaagc atttcatatt
  1340761 gctagaacag gaagaccagg cccagtcgtc attgaccttc cgaaagatat ggtagtagag
  1340821 caaggcgaac gatgtagtga tgtgcaaatg gatttaccag gatacaaccc taattatgaa
  1340881 ccgaatctac tgcaaataaa caaattatta caagcaattc aggttgcaaa caagccatta
  1340941 attttagctg gagcaggtgt attgcatgcg aaagcttcaa aagaattaac aagttttgct
  1341001 cgtaaatatg aaattcctgt tgtgcataca ttacttggtc ttggtgggtt tccaccagat
  1341061 gatgaactat ttctagggat gggaggaatg catggttctt acacagctaa tatggcgtta
  1341121 tatgaatgca acttactcat taatataggc gctagattcg atgatcgtct tactggaaat
  1341181 ttagcttatt ttgcgaaaga ggcgactgtc gcgcatatcg atattgatcc agcagaaatc
  1341241 ggaaaaaatg taccgactga aattcctatt gttgcaagtg ctaagcaagc gctccaagta
  1341301 ttgcttcaac cagaaggaag gaaagaaaat catcatgagt ggatctcttt attaaagaat
  1341361 agaaaagaaa agtatccatt ctcttataaa cgaaattctg aaagtattaa gcctcaatat
  1341421 gcaattgata tgttatatga aattacgaag ggagaagcga ttgtaacaac agatgtgggg
  1341481 caacatcaaa tgtgggcagc ccaatattat ccgctcaaaa ctccagataa atgggtaact
  1341541 tcaggaggac taggaacgat gggatttgga tttccggcag caattggtgc acaaattgca
  1341601 aagcctgatg aactagttat tgcaattgtc ggtgatgctg gatttcaaat gactctgcaa
  1341661 gaattaagtg tgttaaaaga acactcttta cctgttaaag tatttatttt aaataatgaa
  1341721 gctttaggaa tggtaagaca atggcaagat gaattttata accaaagata ttcgcactct
  1341781 ttactatcgt gtcaaccaga tttcgttgct cttgcgaatg cgtatggcat aaaaggggtt
  1341841 cgcatagatg atccacttct tgcgaagaaa caattgcagc atgcaattga attacaagaa
  1341901 ccagtcgtaa ttgattgccg tgtacttcaa tcagaaaagg taatgccgat ggttgcgcca
  1341961 gggaaaggtg ttcaccaaat ggagggagtg gaaaaaaggt gaagagaatt gttacagcaa
  1342021 cagttcgaaa tcaaagtggt gtgttaaacc gaattacagg tgttatgaca cgaagacatt
  1342081 ttaatattga aagtatttca gtaggtcata cggaatcatc ggacatatcg cggatgacga
  1342141 ttgttgtaca cgttgaaaat gaacagcaag tagagcagtt aattaaacaa cttcataagc
  1342201 aaattgatgt tttgaaagta tcagatatta cagaagaagc gatgattgca agagaactcg
  1342261 cacttattaa agtagcaaca tcagtagcaa gagcagaatt atacagttta attgaaccgt
  1342321 ttcgagccgc tgtaatagat gttgggaagg attccatagt tgtgcaagta acaggtacgc
  1342381 aggaaaaagt agaagcatta attgaattac ttcgtccata cggtttgaaa gaaattgcaa
  1342441 gaacaggggt aacagccttt acgcgtagca tgaaaaagca agataagcaa gtaatgttaa
  1342501 ttcaataatc atttaaatat agggggaaat gaaaatggca aaagtttatt atgaaaaaga
  1342561 tgtaacggta aatgtattaa aggaaaagaa agtagcaatc attggatatg gctcgcaagg
  1342621 tcatgcacat gcgcaaaatt tacgtgataa cggatttgat gtagtagtag gtttaagaaa
  1342681 agggaagtct tgggataaag cgaaagaaga tggattttct gtatatacag tagcggaagc
  1342741 agcaaaacag gctgatgtag taatgatttt gctaccggat gaactgcaac cagaagtata
  1342801 tgaagaggaa attgcgccaa atttacaggc aggaaattct ctcgtttttg cacacggatt
  1342861 taatgttcac tttgatcaag tgaaaccacc agtgaatgta gatgtatttc tagtagcacc
  1342921 aaaaggtcca ggacatcttg tgcgtcgtac gtttagtgag ggcggagctg ttcctgcatt
  1342981 atttgcagta tatcaagatg caacaggagt tgcgactgaa aaggcacttt cttatgctga
  1343041 tggaattgga gcgacgagag ctggtgtatt agaaacgaca tttaaagaag aaacggaaac
  1343101 agatttattt ggagagcaag cagtactttg cggcggagta actgcgctag tcaaagctgg
  1343161 atttgaaacg ttagttgatg ccggatatca gccggaactt gcatattttg aatgtttaca
  1343221 tgaactgaaa cttattgttg accttatgta tgaaggtgga cttgaaaata tgagatattc
  1343281 agtttcagat acagcgcagt ggggcgactt cgtatcagga ccacgtgttg taacagaaga
  1343341 tacgaagaaa gcgatgggta cagtgctagc agaaattcaa gatggtacat ttgcaagagg
  1343401 ttggattgca gagcataaag caggaaaacc aaatttttat gcgacaaatg aaaaagagaa
  1343461 tgaacatgaa atcgaagtag ttggacgtaa attacgtgga atgatgcctt tcgtacagcc
  1343521 gcgagtaaag gcaggggtca aataatatga agcaaatttt gttcatggat acgacgctac
  1343581 gtgatggcga acaatcacca ggagtaaatt taaatgaaca agagaaattg caaattgcaa
  1343641 ggcaattaga gagactaggg attcatgtca tggaagctgg ctttgcagca gcttccgaag
  1343701 gggattttca atcggtaaag cgcatcgcaa atacaattca aaatgctaca gttatgagtt
  1343761 tagcaagagc gaaagaaagt gatattcgaa gagcatatga agctgtgaaa ggtgcggtat
  1343821 ctcctcgttt acacgtattt ttagctacga gtgatattca tatgaagtat aaactttgta
  1343881 tgtcaaaaga agatgtatta gatagtattt atcgatcggt tacacttggg aaatcgttat
  1343941 ttccgacagt acaattttca gcagaagatg caacaagaac agcaagagat tttttagctg
  1344001 aagcggtaga agttgcgatt cgtgcaggag cgaatgtaat taatattcca gatacagttg
  1344061 ggtatacgaa tccagaagaa tattatgctc tttttaaata tttacaagaa tccgttcctt
  1344121 catatgaaaa agcaattttc tcttgtcatt gtcatgatga tcttgggatg gcggtagcaa
  1344181 attcattagc tgcagttgaa ggcggagcgt tgcaagtaga aggaacaatt aatgggattg
  1344241 gagaaagagc agggaatgcg gcgttagaag aggttgcagt tgctcttcat attaggaaag
  1344301 atttctataa agcagagcct tctatgacgc taaaagaaat taaagcgaca agtacattag
  1344361 taagcagatt aacgggtatg gttgtatcga aaaataaagc gattgttgga gcaaatgcat
  1344421 tcgctcatga atcaggcatt catcaagatg gtgtattaaa agaagtgaca acatatgaaa
  1344481 ttattgaacc agcgctagta ggcgaatctc aaaatctatt tgtacttgga aaacattctg
  1344541 ggcgtcacgc gtttacagaa aaaatgaaag aacttggcta tgaatttaca aacgacgagc
  1344601 gggatgcagt atttgaagca tttaaaaaat tagctgatcg taagaaggaa attactgagg
  1344661 aagatttacg agcacttatg cttggtgaag cagcatttgc ggctcagcaa tataacatta
  1344721 cgcaattgca agtacatttc gtatcaaata gtacacaatg tgcgacagtt gtactaaaag
  1344781 atgaggaagg aaatgtattc gaagatgcag ctactggctc tggtagtatt gaagcgattt
  1344841 ataatgcaat ccaaagaatt ttaggattgg aatgtgaatt ggcggattat cgcatacaat
  1344901 ctattacaca aggtcaagat gcactggctc atgttcatgt tgaattaaaa gaaggagcac
  1344961 atcaagtatc aggttttggt gttgcacaag acgtattgga agcgtcggca agagcatatg
  1345021 tccacgcagc ggggaaattg aaatctttta tccagcttgt gaaataagtg tttgataggt
  1345081 gagaggagct attctcgcct atcaaattaa agttctgaaa attcggttaa aaggagtgtt
  1345141 gaaattggaa aaacgtatcg tttgtttagc tggtgatggt gttggcccag aagttatgga
  1345201 aagtgcgaag gaagtattgc atatggtaga gaggctatat ggacatcatt ttcatttgca
  1345261 agatgagcat tttggtggtg ttgctatcga tttaacgggg caaccattac cacaacgaac
  1345321 acttgcagct tgtttagcaa gtgatgcggt tttactaggc gcagttggtg gaccaaggtg
  1345381 ggatggtgcg aaagaaaggc cagagaaagg attattagct ttaagaaaag ggcttggtgt
  1345441 atttgcgaac gtccgccctg tcacggtaga aagtgcaacg gcacatttat cgccattgaa
  1345501 aaaggctgat gaaattgatt tcgttgtcgt tcgtgaatta acaggtggga tttatttttc
  1345561 ttatccgaaa gaacgaacgg acgaagtagc aacagataca cttacgtatc atcgccatga
  1345621 aattgaacgt atcgtttctt gcgcctttca attagcgagt aagcggaaga aaaaagtaac
  1345681 atctattgat aaggcgaatg ttttagaatc tagtaaacta tggagaattg taacagaaga
  1345741 agtagcactt cgttatccag atgttgaact agaacatatt ttagtagatg cggccgctat
  1345801 ggagctaatt cggaatccag gacggtttga tgtaattgta acagaaaatt tatttgggga
  1345861 tattttaagt gacgaagctt ccgtattagc tggatcatta gggatgcttc cgtcagcaag
  1345921 tcacgcggaa aagggacctt ccttatatga gcctattcac ggatcggcac cggatattgc
  1345981 cgggaaaaat aaggcgaatc caattgctat gatgcgctct gttgccatga tgcttgggca
  1346041 atcgttcgga ttaacgaggg aagggtgtgc aattgaagaa gcgatttcag cagtccttaa
  1346101 atcaggaaaa tgtacagcag atatcggggg gactgaaacg acaacttcat ttacaaaggc
  1346161 agttatgcaa gaaatggaag aacaagcgct agtagggaga ggaagataat ggggaaaagg
  1346221 ttgctagata agctttggga aagacacgta gttacgacca acgaaaatgg attggattta
  1346281 ttatatatcg atctgcatct tgttcatgaa gtaacgtcac cgcaagcctt tgaaggcttg
  1346341 cggcttacaa atcgaacggt acgcagacca gatttaacat tcgcaacgat ggatcataat
  1346401 attccaacga aagatgtttg gaatattacc gatcgcattg cgaagcagca actagatacg
  1346461 cttcgggaaa attgtaaaca atttcaggtg ccgttagcgg atatcgggga tgaagagcaa
  1346521 gggatcgttc atgttatcgg accagaactt gggctcacgc agccaggaaa aacaattgtt
  1346581 tgtggtgata gtcatacagc aacgcacggt gcgtttggcg cgctagcatt tggcattggt
  1346641 acgagtgaag tggaacatgt attggcaacg caaacgttgt ggcaaagaaa accgaaagcg
  1346701 atgggaattg agttaaaagg aaaattacag aaaggcgttt acgcaaaaga tattattttg
  1346761 catctccttt caaagtacgg tgtagcagtt ggaactggat acgtaatgga attttacgga
  1346821 gagacgattg ggaccatgga gatggaagag agaatgacgc tttgtaatat ggcgattgaa
  1346881 ggaggagcaa aagcgggtat tatcgcacca gatgaaaaaa catttgctta tgtaaaagga
  1346941 cgtaaatatg caccgagaga ctatgaaact ttcgagaaga aatggtttga actgtataca
  1347001 gatgcagatg caatttatga tttacatatt tcgatagatg ttacggattt agcgccgtat
  1347061 gttacgtggg gaacgaaccc gagtatggga gttcgtattg atgagaaatt gccagaaaag
  1347121 catgatgtaa atgacgaaag agcattctct tatatgggat taatccctgg acaaagtacg
  1347181 tatgacattc cagttcagca tgtcttcatt ggatcttgta caaattctag attatctgat
  1347241 ttagaaattg ctgcatctgt tgtgaaaggg agaaaggtaa aagaaggtgt gcgagcactc
  1347301 gttgtacctg gatcgaaaag agtaagggat gcggcgatgc aaaaaggact acatcacata
  1347361 tttgaagaag ctggatttga atggagagaa cctggatgtt ccatgtgtct tggaatgaat
  1347421 ccagatcaag tacctgaagg agagcattgt gcttcaactt caaatcgtaa ttttgaagga
  1347481 agacaaggaa aaggagcacg aacgcattta gttagcccag caatggcggc agcagctgcg
  1347541 ttatatggtc attttgttga tattagaaag gagagttatg atggagccat ttcgtattca
  1347601 taaaggtact gccgcagtac taatgaatga taacattgat acggatcaaa ttattccgaa
  1347661 gcaatattta aagagaattg aaagaactgg gtttggaaag tttttatttg atgagtggcg
  1347721 atatgataat gagcgacacg aaaaccctaa tttcccacta aatgcaccag atagaaaagg
  1347781 agcaagtata ttaattacag gtaataattt tggatgtggt tcttcaagag aacatgcacc
  1347841 ttgggcactt gctgattatg gtttccgcgt aattatcgcc ggaggatttg cagatatttt
  1347901 ttatatgaat tgtatgaaaa atggtatgtt accaattgta atggataaag aaatgcgaga
  1347961 gaagcttgtc aaaacggatg cgagagaaca aatagaagta gatttagaga atgaagtcat
  1348021 tacaacgagt acccacagat tccattttac aatcgagaaa atgtggaaag agaaattatt
  1348081 aaatggttta gatgaaatta gtattacaat gcaatatgaa caagaaataa aagagtatga
  1348141 aagaaggata gctgcatatt gagatataac ggaatgttta aaatgtattt acattcagaa
  1348201 ttatgtgtta tatactatgt aaaaattaga ggagaaaggg agtaagtatt atgaaaacaa
  1348261 tgcaatctat tgaaatgctt acacaactac atcatcatac gtaaagccct tgaacctaac
  1348321 gtgaaaacgt gtaggtgcaa gggttattcc cgttgtacct acacgctacg aaagagcctt
  1348381 gtaggtatat tttatctaca aggctctttt tattttcggt ttaggtgcat gaaataagca
  1348441 tacattagaa agggaaaggt gtgagaattt agatgacaaa atggaaacgg gcaaacccaa
  1348501 atggaacgag agattattta ttcgaagaat gtacgttaat tgaagaagtg gagcaaaaat
  1348561 taaggcgtac ttttttagag agaggttatg aagaaataag gacaccaaca attgaatttt
  1348621 atgatgtgtt cgcctttcaa agcaggccga tagatgaaga aaagatgtat aaattttttg
  1348681 atgaaaaggg gcggattatc gtattgcgtc cagatatgac aattccttta gcgagagtgg
  1348741 tgggaacgca gaggtgtgat acgccactta aagtgacgta tagcggaaat gtatttcgag
  1348801 cgaatgagtc tcttgctgga aaatataatg agattgtaca aagtggtatt gaagttatcg
  1348861 gtattgataa tgtaagagct gaaattgaat gtgttataag cgtcattcaa tcacttcaaa
  1348921 agttaagggt gcaatctttt acaatagaga ttgggcaagt acagttatat aaatgtattg
  1348981 tcaaaaagct ctccattcat gaggaagaag agaaatttct tagaacatat attgaaagta
  1349041 aaaattatgc ctctttatcc aattttatta gagataagaa attagatcga tgtgatgaaa
  1349101 cagtaaagtt actggagaaa ttaccgaggt tatttgggaa tttagaagtg attgaggaag
  1349161 cagaaaaact cgcctcaagt aatgaaatga aaatggctat tacaagagta aaggaaatat
  1349221 atgaagcaat tgaaaaacta ggctatggat cttacatatc aattgattta ggaacgattc
  1349281 aacatttgga ctattataca ggtgttattt tcaaagggta tatatatgaa attggagaag
  1349341 aaattgttag tggaggaaga tatgatgagt taattggaaa ttttggagaa atgttaccgg
  1349401 ctgttggact cgcggtgcaa gttaatcaaa ttgtaaaggc gctgcaagag cagcaagagc
  1349461 catatgaacg aaagagaata gatattatga ttcattacga gttaaataga ttagcagaag
  1349521 cggaacgatt acgaaattta cttcaaaagg acgggaaaaa agtagcgcta tctttattct
  1349581 ctaatttaaa tgatactttt caatttgcta gaaaaaatca aatcgtaacg gtcgttgagg
  1349641 caaagagtga atcattagtg gaatatgtgt ggaaagagaa atgggtcgtc cagaaagaag
  1349701 gggaaacttc atgcgtaaca ttcaaattgc gttaacgaaa gggagattag aaaaacatgt
  1349761 gattccgctc tttgagcaga ttggaattga ttgttcagag ctcaaaaata aaggaagaaa
  1349821 acttgtcttt caaagtaaaa atacggatat ctcatttatt ttagtgaaag cagtagatgt
  1349881 tgctacttat gtagaacatg gagtagcaga tatcggagtc gttggaaaag atattttaat
  1349941 ggaaaacgag aaagatattt atgaaatgtt agatttagga gtaggcgtgt gtaagttttg
  1350001 tgtcgcttct attcctacgt ataatccgaa gagctaccgg aagaaatgca ttgcgacgaa
  1350061 atatccacat attacttcta actattttca taataaagga gaggatgtag aaattattaa
  1350121 aatagaaggt tctgtagaaa ttgctcctat tcttggattg gcagatgcga ttgttgatat
  1350181 tgttgaaaca ggaaaaacat tacaagaaaa tggactcatt gtatttgagg aaatgtattc
  1350241 tatatctgct cgaatgattg taaataaggc tgccttaaaa actaaaaaag acgaaatatt
  1350301 cagtattata aatatgatgg agcaagaaat tttgtcagga aaataggggg acttgtaatg
  1350361 gagatagttt gtgaggattt tcaaaaggcg ttaacgaaaa taaaactgtt acgagaaaac
  1350421 gctaatataa tagaagaaac tgttcaaaga agtgtcaggg aaatcgttca gaatgtaaga
  1350481 gagagtagag atgaggcgtt atctttctat acaaaaaagt ttgatggtgt agagattaaa
  1350541 gatgttcgtg taagtgaaga agaaataaaa caagcgagta tgtttgtaga gagttcattt
  1350601 ttagaagcgt tacaagaggc gaagaaaaac attatttcgt accatgaaaa gcaaaaaaga
  1350661 caatcgatgt ttgattgcac gagtaaaggc atcataaggg gacaaatcat tcggccgtta
  1350721 gaaaatatag gggtatatgt gccaggcgga actgcttcgt atccttcgtc agtattaatg
  1350781 aatgtattgc cagcaaagct cgcgggtgtg aaaaagattg taatggtaac accgccaaga
  1350841 gcaggaggaa ttgatccgca tattttagtt gctgcaagcc ttgcaggagt agatgaaatt
  1350901 tatatgatag gtggcgcgca agcaattgct gctttagcat acgggacgga atcgattcca
  1350961 aaagtagata aaatagttgg accaggaaat ttgtacgtcg ctctagcgaa acgagaagta
  1351021 tacggaatag taaatatcga tatgattgct ggaccgtcag aaatagtagt tattgctgat
  1351081 gaaactggca atgcaaaata tattgctgca gatttattat cacaagcaga acatgatgag
  1351141 agagcgacag caatttgtat tacaacgaat atagaattag caaaagaagt agaaaaagag
  1351201 atagaaaggc agttagaaac attaccaaga agcgaaattg cacgtgaatc aataaataga
  1351261 aatggagcca tttttatcgt tccttctata gatgaggcac tacagttatc gaatgaaatc
  1351321 gccccggaac atttagagtt acatataaaa gaaccgatga atgctctagc ttatgtgaaa
  1351381 catgcaggat ctatctttct tggaccgtat gcaccagaac cgctcggtga ttatttagcg
  1351441 ggaccgaatc atgtattacc gacaagtgga acggcaaggt ttttctcgcc gttatcagtc
  1351501 gatgatttcg tgaaaaaatc aagttttcta tcttatacgg agggagcatt aagagatgta
  1351561 aaacatcata ttgtagaact tgccaataaa gaagggctac atgcgcatgc gagagcaatt
  1351621 caaataagat ttggggagga agaataatgc gggagtctag tcaaatacgt gagacgacag
  1351681 aaacaaaaat aaaattaagt ttgcagcttg atgaaggaaa gaacgtttct gtacaaacgg
  1351741 gagttggttt ttttgatcat atgctaactt tatttgcaag gcatggaaga ttcggtttgc
  1351801 aagtggaggc ggaaggcgat gtattcgttg atgcgcatca tacagttgaa gatgttggga
  1351861 ttgtactcgg aaattgttta aaagaagcat tgcaaaataa agaggggatt aaccgttacg
  1351921 gctcggcata tgtgccgatg gacgaatctt taggctttgt cgcaattgat attagtgggc
  1351981 gctcatatat tgtatttcaa ggagaattaa cgaatccgaa acttggggat tttgatacag
  1352041 aactaacaga agaatttttt agagcagttg ctcatgccgc caatattaca ttacatgctc
  1352101 gcattttata tggaagcaat acacatcaca aaattgaagc attatttaaa gcgtttggta
  1352161 gagcgcttag agaagcagtc gaaagaaatg cccacattac tggtgtaaat tcaacgaaag
  1352221 ggatgttgta attgattgcc attatagatt atggaatggg aaatattcgt agtgtagaac
  1352281 aagcattaaa atacattgga gcagcgtaca tcgtaacgag tgataaagaa gagattttta
  1352341 gaagtgatgg agtgatttta ccaggagtag gtgcatttcc aaaagctatg gatatattgg
  1352401 aagaaaaaga tttagttcgt gtgttacaag aaattgggcg ttcaagaaaa ccacttctag
  1352461 gcatttgctt aggaatgcag cttttatttg aaaaaagtga ggaactccaa gattgtaacg
  1352521 gattaagttt attgccaggt gttattcgaa agttaaaagt tccttataaa attcctcata
  1352581 tgggatggaa tgagttaaag aaagaaggag aaatagcgct ttggaatgga gtagaggacg
  1352641 gttctttcgt atattatgtc cactcttatt acgcagattg tccaaatgaa attgtgtatg
  1352701 gaataagtga ttatggagtg aaagtacctg gttttgtagc aaaaggaaat atatatggtg
  1352761 cgcagtttca tcctgaaaaa agtggtgaca ttggcatgca aatgttgaaa aattttaaag
  1352821 gggtggtaga aacatggaaa tcttcccagc tatcgattta aaagaagggc gatgcgtgag
  1352881 actgtatcaa ggcgagttta gtaaagaaac agtaatgaat gaggacccgg ttgcgcaagc
  1352941 gattatattt gaaaaatttg gggcgaaaag gttgcacatt gttgatttag atggagcagt
  1353001 tgctggcgag tcattaaact tgtccgtcat tgaaaggatt tgcaaggcag tacgtattcc
  1353061 tgtgcaagtt ggaggaggaa ttcgatcact tgtagcggta gagaagttat tttcagtagg
  1353121 ggtagataaa gtgattttag gaacagctgc tctttatgat aagacatttt tagaagaagc
  1353181 agttcttcta tataaagaaa aaatcatcgt tggaattgat gcgaaaaatg gtttcgtagc
  1353241 aacgagaggt tggcttgatg tgtctgaaat ttcttacatt gatttagcaa agcaaatgga
  1353301 gaagataggt gttcaaacga ttgtatttac agacatttcg aaagacggga cacttgcagg
  1353361 gccgaatata gagcaattgg agttactaca aaaaagcgtt gctattcgtc ttattgcttc
  1353421 tggaggagtt gcatctatac aagatgtgaa aaagttaaat gatatgaaca tatacggcgt
  1353481 cataattggt aaggctcttt acgagaaaac gattgattta gaagaagtgg tagaggtaac
  1353541 aaagttatgt tagcgaaacg tattattcca tgtctagatg tgaaagaagg gcgagtcgta
  1353601 aagggggtaa attttatagg gttacaagat gtcggtgatc ctgttgaaat agcagcttta
  1353661 tataatgatg cgggagcaga tgaaatagta tttttagata ttacggcaac gcatgaagga
  1353721 cgaaaaacaa ttatagatgt tgtagaaaaa acggcttcaa aagtatttat tcctcttaca
  1353781 gttggcggag gaatttcaag tgtgaaagat atgtacaatt tactaagagc gggagcagat
  1353841 aaagtttcaa ttaactcagc agcagtgcga aatccaaaat taatcgaaga aggggcacag
  1353901 cactttggtt cacaatgtat tgtcgtagca attgatgcta gaaaagtagc agaaggtaag
  1353961 tggaatgtat atgtgaacgg cggaagagtt gatacgggaa tggatgcaat tgggtgggca
  1354021 aagcgcgttg ttatgcttgg tgccggcgaa attttgttaa cgagtatgga tgcagatgga
  1354081 acgaaaaacg gatatgacct tcgtttaaca gaagaaattt caaaaagtgt ttccatacca
  1354141 gtcattgcgt cgggtggatg tggtcatgct gatcacatta tagaagtgtt tcaaaagaca
  1354201 acagtagatg cagcgttagc ggcatcaatc tttcattacg gtgaggcgac aataggggac
  1354261 gtaaagagaa aattaagaaa tgcaaacgtc gaggtgcggt tatgaaacct aacttttcaa
  1354321 aaggactatt accggcagtt gtaattgaag aaggtacaaa agaagtttta atgctagctt
  1354381 atatgaatga agaagcatat gaaaaaacgc taaaaacgaa aagaacatgg ttttattctc
  1354441 gctcaagaag gtcgttatgg aataaagggg aaacatccgg acatgtccaa catgtgcaat
  1354501 cgctttattt agattgtgat caagatgcaa tcgttgtttt cgtaaaacaa gtaggacctg
  1354561 cttgccatac gggagaaaaa acgtgttttc attacaaaat tatatagggg gatacatatg
  1354621 gaaaatacct tcaaattact attcgaaaca attgaagaac gaaagagaaa tccacttcct
  1354681 gaatcatata caaattactt gttttcaaaa ggagaagata aaattttaaa gaaaattggt
  1354741 gaggaatgca cggaagtaat tatcgcatct aaaaataatg ataaagaaga gctggtgaaa
  1354801 gaaatggttg atgtattgta tcactgcttc gtgttattag ccgaaaaaaa tataccatta
  1354861 gaagatatta tggaggaagt gacagaaaga aatgggaagc tttcgagagt aggggacaga
  1354921 agagaaatag atacattata gggggaatag gtatgaaagt ggattatcac attcatttag
  1354981 aagaaggacc atattcaata gggtggctag ctaaaataaa tgaagcactg caacattatg
  1355041 aaccgcttaa agaagcaaaa cattctatgg agtggcttgt gaaaacacaa gaacggctgc
  1355101 aaagacgtgt gaaagaaggg ccgtttacaa cgaaatggat tgatttatat ttagaagaag
  1355161 ctgtgcgaaa aggtataaaa gaagttggga ttgtcgatca tttataccgt ttttatgaag
  1355221 cgaaagaata ctatgaaaga tatgttgata ttagtgattc gagacttggt cgtttacaga
  1355281 aggaatggtt agatcaagta agggtagcgt cactacatga ttttacaaag gcaattgaag
  1355341 aggcgaaaga acgatggagt aaaagaggtg ttacgcttaa acttgggatt gaagcggatt
  1355401 actttattgg tggtgaacaa gaattacaat ctttactcgc attaggagac tttgattatg
  1355461 taattggttc tgttcatttt ttaaatggct ggggatttga taatccagat atgaaagaat
  1355521 atttcaggga acatgattta tacgctttat atgatacgtt tttcaaaacg gttgagtgcg
  1355581 cagttcgttc tgagttattt gatattattg ctcatcttga caacataaaa gtatttaatt
  1355641 atcggttaga tgagaatgaa caactttctt attacaagga aattgcgcgt gcattagtag
  1355701 aaacaaatac ggcaacggaa ataaatgcgg gtttgtatta tcgttatcct gtgcgtgaaa
  1355761 tgtgcccgag tccgctctat ttacaagtat tagctaaaca cgaagttccg attacacttt
  1355821 cttcagatgc tcattatcca aacgatttag gaaaatatgt ggaagagaat gtaaaaacgt
  1355881 tacgtaatca taatatttct cacttagcta catttacgaa acgagtcaga acgatgagat
  1355941 tactagaaga agtaacaatt tcaaaatgat cacgattttt tgatgaaaac cgttcttttt
  1356001 gttcaaaata agaaagaata aaaaggaggg taagaaatgg cgaaacaaca aaataaacaa
  1356061 aatgtacaag gtgtacagca acaatcgtat acttctgaaa caacgaatac tgctcagtca
  1356121 gttattgagg agcaaattag cgatacagtt gcagaaggaa caattgatgt gaaactcgga
  1356181 aaagcatcgc aagaaaaagc gtaaaaagag gggagacttg catctcctct tttttcatgg
  1356241 aaaagtgtcg atttttaaaa ctataatcaa attccttggt ttttatatgt ggatttctta
  1356301 caatgaaaga taagagatat cctattttgt atagaagagg tgttagtata gtggcaaaaa
  1356361 tattagtagc aggaaaaatt cccgaaatcg gattagaact attaaaagat catgatgtgg
  1356421 aaatgtatga taaagaggag ttaatttctt tagatgaatt aacagagcgt gtaaaagaca
  1356481 aagatgcatt gctaagccta ctttctacaa aggtgacaaa agaagtgatt gatgcggcac
  1356541 ctagtttgaa gattgttgca aactacggtg ctggttacga taatattgat tacacgtatg
  1356601 ctggagaaaa agggattgcg gtaacgaata caccgaaagt atcaacggaa gcgacagcag
  1356661 aattaacatt tgcacttctt ttagcagctg cacgtagaat tcctgaaggt gatacgctat
  1356721 gtcgtacaac gggatttaac ggatgggcac cgttattttt cttaggccga gaagtacatg
  1356781 gtaaaacaat tggaattatt ggccttggag aaatcggaaa ggcagttgca aaacgtgcga
  1356841 aagcatttgg aatgaatatt ttatatacag gaccaaatcg aaaacctgaa gctgaaagtg
  1356901 aactggaagc aacatatgta acattggaag agttattaca aacagcagac tttattacaa
  1356961 ttaactgtgc gtataatccg aaattgcatc atatgattga tgaagagcag tttaaaatga
  1357021 tgaagaaaac agcgtatatt gtaaatgctt cacgtggacc aattatgcac gaagcggcac
  1357081 ttgctcatgc gttaaaaacg aatgaaattg aaggagcagc tcttgacgtg tttgaatttg
  1357141 agccgaaaat tactgaagag ttaaaaggat taaagaatgt agtacttgct cctcacgtag
  1357201 gaaatgcaac atttgaaacg cgtgatgcga tggctgaaat ggcagtaaga aatattttag
  1357261 ctgtattaaa gggtgaagaa cctgtaacac ctgtaaatca aaaagtattc gttacaaaat
  1357321 aaaaagaaac cttccagttc cggaaggttt ctttttattt ttctttattt gctctttttg
  1357381 atggtctttg tctaaggaat tgagatagca tgtacaaaat atatagtgga atagcaatga
  1357441 ataagaaaac agaaaaatta ccgaaccctg tttgatacat tgtgataatg attccaacta
  1357501 aaaatagtgt aataatgatg ctatatcgtg gaattggtac atcttttaaa cttgggatac
  1357561 gaatacggct caccattaaa aatgcgaacg ttacaaatac tgtaataaga acgatttttg
  1357621 gaatggtatg tgaaaataat gttaagaaag caacaagccc tcccgctgct gtaatcggta
  1357681 ccccagtgaa atatttcatt gaagtagaag atggtgttac attaaatcgt gctaaacgat
  1357741 atgctccgaa aagagggaat agccccgcta tgtatagtcc gatgattcca taattagaga
  1357801 aagatgtgta atacataaga acagcaggtg ctgcaccaaa tgttacgaca tccgcaagcg
  1357861 agtcaagctc ttttcccatt tgtgaatcaa cacgtaataa acgagcaaca cgcccatcaa
  1357921 gactatctaa catcatcccg ataagtacta aaatagcagc tgatttataa tatcctaaag
  1357981 atgcatagcc gattgacaag aatccactat ataaatttcc gagcgtaaat aagtttggaa
  1358041 tagctgctct atacaaaatc tgatcccttg ctttctgtaa taaattctta attagtgtat
  1358101 gaaagtttac ttattttatc ataccataaa tttattcctc atacgaaaaa aattcccaat
  1358161 ttgtgaaaga tttcatagaa gaatgatttg aaaaacaagt aaaaaaagaa gcaactttta
  1358221 taaagttgct tcttttacta ttcaaatttc gttgtcatcg ttccggtttt atactgattc
  1358281 gtaggatcga aacgtaataa atctccataa atgagtttgt cggagagttt taattcagtt
  1358341 tttgcttttt caatattagg ttgacataat gagatgtctg cttcttcgcc cgtacttctt
  1358401 ttatagcaca tgttttttgt ataaacataa tcttccgaaa cgaagctacc atcacgcatt
  1358461 accataagtg gatcttcttc tttaataaat aggtcagttc caaattcaac tgatttattt
  1358521 gttttaatac caagtaaatg aagtagcgtt ggtttaatat caatttgacc agacacttta
  1358581 gaaatgactt ttccttcttg accaggtaca tgaataatga gagggacgcg ttgtaattgc
  1358641 atagaatcaa atggtgtaat agcgtctttc ccaaggaact gagccatagc tgcgttatgg
  1358701 ttttcagaaa taccgtaatg atctccgtaa atgacaataa cagagttgtc atacagtcct
  1358761 tctgctttta attgtttaat aaattgttta agagcttcat ccgtataacg aacggttggg
  1358821 aagtaacggt ttacaacgcc actttccgaa ttaaactcat caacatattg atcttctgga
  1358881 tttagaagaa atggaaaatg atttgttaaa gtaatgaatt ttgtatagaa cggctgtggt
  1358941 aaagatttta actttggaat agattgttca aagaactcct tatcttttaa tccccaaccg
  1359001 actgacattt gttctgtgcc tacgtaatca tttaaattaa agtaacgatc atatccaagt
  1359061 gcaggataca ttacatcccg attccaaaac gctttatcat ttgaatggaa gacagcagaa
  1359121 gaatatccgt atttttttaa ttgttctggt gtagctgtat attcatttgt tgcgtgagta
  1359181 aagaatacag aaccgcggtc taacggataa agtgaatttt caacgataaa ttcagcatca
  1359241 gaagttttac cttgtcctgt ttgatgatag aagttatcga aataaaaact atctttaata
  1359301 aattcgttta aaaatggagt aatttctttt ccatttattt ttttattaat aacaaaactt
  1359361 tgcgtagatt ccattgaaat caaaatgaca tttttacctt ttgcagctcc aaataagttc
  1359421 ttatcaactt gcttatcttt tgagtctgta tagtttttaa tttcagagaa cccgtcccca
  1359481 cttgcaaata cacgttcagc tgaagatttt gattgcagtg taatatcaaa tagatgatat
  1359541 gtgtataaac ctaaattttt cacgacagtt tgacgatcga atgagcgtga gaacatttgt
  1359601 ggtttataaa taacagaaac aacaatttgt agtgctaata gagctgttac actgctaaag
  1359661 aaagttcgct tctcagagcg agaaagcggc gtcttgtcac aaaatgccgg gaatttacgt
  1359721 gaaagaaaca ttaaaataat cgcatctgca aataaaagta atgttttgta cgtaaagagt
  1359781 tcttttatac ttgtccctaa atcagccata ttatttgttt gaaataacac cgggaacgta
  1359841 acgaaatcgt tataaaatcc ataaaacatt gcatttccaa ataaaatgaa tgatagtata
  1359901 aaactaatcc caactataat gcggtttcgg tgtttagatg caaataaagc aaaaccgaaa
  1359961 aataaaagta acgcagctag tggattcata aaaagcataa attcttcaaa gaaattatca
  1360021 attttaatat caaatgctag cttgtacaca atatatgttt ttatccatag taaaacgact
  1360081 gcaacgagtg caaatcgcag ttttggaaac agacgttgta gcataatata ctcctctcct
  1360141 aaaaagcatg acagttcttg tgagccgatt tgattagcgc ctcattttat atatacgaac
  1360201 agtcctttgt tattatgttt attatactat gagtatcatt atacgaaaat aaaagagagt
  1360261 tgtggacttt tttataataa ttgagtagaa aaaggacagt aggagacaat aaaatggagt
  1360321 ttctatgtat gattattatc gtgcgcagaa agaattgtgt aacaatacgg aggttataat
  1360381 gcgaaaatta ttatatttta tagtatgcag tagtgttata ctttttgctt caccgagtgt
  1360441 gtcggtagct caatatgagg cacctcttat ggaagatgcc ctttattctg tattattccc
  1360501 gaaaataaat aaagcgattg aaaaacaata tgggagcttg aagccgtatc aatgtcctaa
  1360561 aattattagt ttaaaaaaag tgtatagcgg tacatattta tttcaagcga gtattgaagt
  1360621 gacaaagtat gaacgagtcg ctgggaaaat tgctccacca tttgagaagg taacaattac
  1360681 atttaataac gacgaaggcg aatgggaagt gacgaaggtt ttagtaaagc gcttaccaaa
  1360741 tgatacgaaa ctaaactgca aaaaataata taaaaaattg tttgacaaat aaaatggtcc
  1360801 tttggtattg ttaatagcaa caattagatg tttgaaaatt aaatagactt acctcatcta
  1360861 ctctcaaagg tagaggccgc gataggaaag agtaagctat gggagattta atggaatctg
  1360921 tgatcatagg ttgaaaggga ctattgccga aatataagaa taaccatctt attcatatat
  1360981 tgggactgca ttgaataaat gtagtactgt cataagattt attttatgga gagctatttg
  1361041 gagatgttga tgcggtttct tattttgagg agataacaac tcgtttattt tttcaatata
  1361101 tatttttcct aataagaaac gcgtgtgaac attgttccgc gcgttttttg tctatctaaa
  1361161 agcgtgctgc aatgaataga ggattggggt tatgagtttt agaggaaata agggaggaat
  1361221 tcaaatgtat ttacacggca caagccgaat caatgggcaa ggacacttag aaattggagg
  1361281 gtgcgatacg acgcagctag caaaacaata cggaacaccg ctttatgtat acgatgaaga
  1361341 gtcaattcga ggaaagtgcc gcgcatttca tcgtgctttt aaagaaagtg ggttctctta
  1361401 tcaagtagca tatgcaagca aggcgttctt gtgcatggag atgtgccgag tagctcgtga
  1361461 agagaatatg tcattagacg ttgtttctgg aggggaatta tatactgcgc ttcaagcagg
  1361521 atttccggca tcacgcattc attttcacgg caataataaa acagaagaag aaatcgtgat
  1361581 ggctcttcag gcgaatattg gttgttttgt tgtagataat ttcttggaat tagaaatttt
  1361641 gcatgattta gcagtgcaac atgggaaatt tgtgaacata ttaattcgtg taacacctgg
  1361701 agtagaggcg cacacacatg aatatattac aacaggtcaa gatgattcga aatttggatt
  1361761 tggcgtgtca aatggtcaag cgatgcaggc gattgagctt gctttacaaa aatcaaatta
  1361821 taacgtgtta gggattcatt cacatatcgg atcacaaata tttgaaacgg ctggctttgt
  1361881 gcgagcgatt gaagttcttc atcaattttt agaagaagtg agagagcgaa caaactatgt
  1361941 agtaaaagtg ctaaatgtgg gcggaggatt tggaatacgc tacacagagt cagatacacc
  1362001 attaactctt gagacatacg tgcgagctgt aacaagtgca gtgagagaac aatttacagt
  1362061 atgtaattat ccattgccag aaatatgggt tgagccaggt cgtagcattg taggggatgc
  1362121 tggaacgaca ctttatacag tcggatctgt gaaagacatt cctggtattc ggaaatatgt
  1362181 atcagtggat ggtggaatga ctgataattt aagacctgct ttatataacg ctcgttatga
  1362241 agcaatgtta gcaaatcgag ggaatgatga gaatgaggag actgtttcga ttgcaggcaa
  1362301 atgttgtgag agcggagata tgttaatttg ggatattact ttaccgaaag ttgcttctgc
  1362361 cgatttacta gcgatttctt gtacaggggc atacgggtac tcgatggcga ataattataa
  1362421 tcggattcgt agaccagctg tcgtcttcgt gaaaggtggt acatcacaaa ttgttgtaga
  1362481 gcgcgaaaca tatgaaaata ttattgggaa cgatcgcata cgtattaaag aacttgttta
  1362541 agagaggaaa aggagttgtt cggatgggca attccttttt tgtaaaataa aataattaaa
  1362601 atatatcgga aaactaggat tgaaaaaatc agaattgtga taaaatacaa atacaaagct
  1362661 tatcaagaga agcggaggga actggcccgg cgaagctcgg caacctgctt atagaaagca
  1362721 aggtgctaaa tccagcaaaa tggaatccat tttgaaagat aaggtaaaat atattaccga
  1362781 acagtctttt cgaaatggga aagatttttt ttatgaataa aaaggggggc tgttcgcgtg
  1362841 agcgtacggg aacattttga ggaagtgtct gagagaattc aagcgatgct tgctgatatg
  1362901 aaatatggtt caattacaat tgttgtacaa gatggaaaag tcattcaact agagaaaagt
  1362961 gaaaaagtac gtttaaagta aaaagcgctg actagaaaaa ctagaggcgg ttttaaccta
  1363021 tttcattagg ttaaaaccgt ctttttgctt ttacaggggg aaaaaacatg ttgacgtatg
  1363081 aaacgtggga agaaaatgaa acgaaaggcg cgctatcagt attaagttgg gcgtataaag
  1363141 aatataaaag tgaaattgta tacgcatgta gcttcggagt ggaagggatg gtactactgg
  1363201 atcttattaa ccaagtaaat ccatctgcta aagttgtatt tttggataca aacgtacatt
  1363261 ttcaagaaac gtatgaatta attcaaaaag tgcgggaacg atttccttca ttgaatatta
  1363321 tagaaaaaca gccaaaactt acacttgatg aacaagacaa attgcatggt gacaagctat
  1363381 gggaaagcaa tcctaatctc tgttgtaaga ttagaaaaat tttaccgtta gaagaatcat
  1363441 tagcgaatga aaaagcgtgg atatcagggt tgaggagaga acaatcagaa acgcgtaagc
  1363501 atacaaagtt tataaatcaa gatcatcgtt ttcaatctat taaagtttgt ccgctcattc
  1363561 attggacgtg gaaagaagta tggcgatatg tatacaagca tagcttgccg tataactcat
  1363621 tacatgatat tggatatcca agtattgggt gtgagaagtg tacgttgcct gtaggagagg
  1363681 gtggcgattc gagagatggt agatgggctg ggaaagtgaa aactgaatgt ggtcttcatt
  1363741 atcaataaga tgaatcttga aataaaacaa agaggagata tagaaaatga gtacagtaaa
  1363801 cgaattggta aaccttgtag acgagacata tgacatatca caaattgaaa aagaaattgg
  1363861 gctagataac attgcgttaa gtgatttaga actattagcg acagggggat atagctcgct
  1363921 tactggtttt ttaggaaaga aagattatga ttcagttgta gaaacgcttc gtttagataa
  1363981 tgggagcgtt tggagtatac caattacatt accagtaaca gaagaagtgg caaagagtct
  1364041 aaaatctgga gaggaagtaa agtttgttaa cggtggaaat gtatatggtg tcattcaaat
  1364101 agaagatatt tttgtgcctg ataaggaaaa agaagcgtta ctagtatata aaacgacgga
  1364161 tgaggctcat ccgggagtga aaaaattata tgaacgaccg aacgtttatg tcggtggggc
  1364221 tattgttctt acgaaacgct ttgaaaataa tccgtttcct tcttatcatt tagacccaat
  1364281 tgaaacgaga gaagaattta aaaaacgtgg ttggaaaaca gtagtaggat ttcaaacgag
  1364341 gaacccggtg catcgtgccc atgaatacat tcaaaaatct gctcttgaaa ttgtagatgg
  1364401 actcttttta aatccgctcg ttggggaaac aaaatcggac gatattccag ctgatgtaag
  1364461 gatggaaagc tatgaagtat tacttcaaaa ctattatccg aaagatcgtg tctttttaag
  1364521 tgtatttcct gcggcaatgc gttacgcagg accgagggaa gcaatattcc atgcattagt
  1364581 tagaaagaat tttggatgta cccactttat cgtagggcgc gatcatgctg gggtaggaga
  1364641 ttattatgga acttatgaag cgcaagaaat ttttacaaac tttacagtgg aagagttagg
  1364701 gattacaccg ttattttttg agcatagttt ttactgtacg aaatgtgaag caatggcttc
  1364761 gacaaaaaca tgcccgcacg gaaaagaaga tcatgttatt ttatcgggta cgaaagtaag
  1364821 agaactatta cgaaacggtg agattccacc aagtacattt agtcgtaaag aggtagtaga
  1364881 ggtactaatt aaaggtttga aaaaagaagt agtaacagaa tagggagaga atgagatgga
  1364941 tacgaatatt acttggcata cagcttctgt ttcaaaagat gagagaagag tgaagaatgg
  1365001 gcatcatagt tttgtaattt ggtttactgg tttatcagct tcgggtaaat ctacagtagc
  1365061 gaacgcggtt gctcgtaaac tatttgaaaa gaatattgga aactatgtac ttgatggaga
  1365121 taatatacgc cacggtttaa ataaagactt agggttctct gaaagtgatc gtatggaaaa
  1365181 tataagacgg attggcgagg tggcgaagct atttgtagat caaggagccg ttgttcttac
  1365241 agcgtttatt tcaccgtttc gagtcgaccg aaaacaagtt agggatctat tagctgtaga
  1365301 tgaatttata gaagtgtttg taaaatgtcc aattgaagag tgtgagaaac gtgatccgaa
  1365361 agggctttat aaaaaagcaa gaaaaggtga tattaaagag tttacaggta tcgattcacc
  1365421 gtatgaggaa ccagagaaag cggaattaat tgtagaaacg cataagtatt ctattgaaga
  1365481 atgtgcagaa caaatcgtga agtacttaca agagcgtagt ttgatatagg gggataaaaa
  1365541 atgagttatg aaaaagtatg ggctaacaat gaaaaattaa atcaaactga gaaaaataaa
  1365601 ttaaaaaaag atggattgga aatctttaat gatattcctt actatgcaga gaatggcttc
  1365661 gaatctattc cgaaagaaga gtgggacgca ttcaaatggg cagggttgta tttacaaaga
  1365721 ccgaaagaag ctggttattt tatgatgcgc gtaaatattc cttctgggat tattacgaat
  1365781 gcacaggcag aagtgcttgc ttctatcgct gaggattatg gacgtgacgt aatcgatatt
  1365841 acgacaagac aggcgattca gtttcattgg ttagaaattc atcaaattcc agatattttt
  1365901 aaaagattag caagagttgg gttatcttca gctggagcgt gtggtgatat aacgcgtaat
  1365961 attacaggaa atccacttgc tggtattgat gcaaatgaat tatttgatac aacgcatatt
  1366021 gtgaaagagg tatatgacta cttccaacat aatgaagagt tttctaactt accacgtaaa
  1366081 tttaaaatgt ctattagttc taacatttat aacgcagcaa atgcagagat taactgtgtt
  1366141 gcatttacac ctgctaagaa agagatagat ggtgagaaaa aagttggttt tcatataaaa
  1366201 gtaggtggtg ggttatcagc tcgtccatat ttagctgatg aattagatgt attcgtttta
  1366261 ccagaagaag tgaaggcggt agcgattgcg attgctacga tattccgtga ttttggatat
  1366321 cgcgaaaaac gtcatttagc tcgtttgaaa tttcttgttg cagactgggg agcagagaag
  1366381 tttaaagaga aactaataga gtatacagga ccattacaaa gtaaagggga aagtgctctc
  1366441 aaaggctgga atgcgggata cttttatggt gtccaagatc aaaaacaaga gggactaaaa
  1366501 tatgtaggtt ttaatgtgcc ggtagggcgc ctacatgcag aagaaatgtt tgagattgca
  1366561 agaattgcaa aacaatatgg aaatggacaa attcgtacat gtaattcgca aaacttcatt
  1366621 attccgaatg ttccgccgga aaatgtaacg ggcttactaa ctgagccgtt gtttgaagcg
  1366681 atatcagcga atccgaaatc gtttattggt cacgcggttt cttgtactgg tattgaatat
  1366741 tgtaatcttg ctttagtaga aacgaaagaa agattacgaa aaattgccga atacttagat
  1366801 acacaaattg cactcgatgt tccggttcgt attcatatgg taggatgtcc gaattcgtgt
  1366861 ggtcaacgtc aaattgcgga cattggatta caaggtgtga aaatgaaaac gaaggaaaaa
  1366921 gggattgttg aagcatttga aatatatgta ggtggaacgt tgttagatgg tggtgcttat
  1366981 aatcaaaagt taaaaggaaa aatagatggt gaggatctac ctgatgtact cgcatcattt
  1367041 ataagttatt tcaaagaaaa taaattaccg gctgaaacgt tttatgattt tgtaggccgc
  1367101 gttggtgtag agacattaca aatagcgtta aataacgtgt tagaagaagt aatagcgtct
  1367161 taggaggggc aatatggatt tatatcgatt tgaagctgta ttagagaata gtattgttcc
  1367221 aattgttgtt gttgttgctg aaagtgaaga aaaggcattt aagatggcgg agattgagct
  1367281 tgaaaaacat tttttaccgt taccagaggt aaaggagatt gctttatttg aaaaaaagaa
  1367341 gattcgaaaa agcgcggcct ttgttattca tgagtaagga acattgaaat atgaagaaat
  1367401 gaaaacttcc attcatatat aaggatggaa gtttcacttt aatagtagaa atgaggagaa
  1367461 atgatgggaa aagtatatat cgttggggcg ggccctgggg atccagattt aattactgtg
  1367521 aaaggattga aatgtattga gaaggcagat gttattttgt acgaccgtct tgtaaataaa
  1367581 gaattgcttt cctatgcaaa gcctgaagcg gatttaattt attgcggaaa actaccaaat
  1367641 tatcacacga tgaagcaaga gacaattaac acgtttctta ttaaatatgc gaaaaaagga
  1367701 aaaattgtaa cgagacttaa gggtggggat ccatttgtat ttggtagagg gggagaagag
  1367761 gccgaagcgt tagcaaagca aggtgtacca tttgaaattg ttcctggtat ttcagctgga
  1367821 atagctgcac cagcttatgc gggtattcca gtgacacatc gtgatgcaag tgcaagcttt
  1367881 gctattgtga cagggcatcg aaaagaagat gctgcagagg aagtgaaatg gggaaattta
  1367941 gcgaaaggtg tagagacttt agcagtatat atgggggtta gcaatttacc ctatatatgt
  1368001 gaacaactga tgaagcatgg aaaagataaa agtacgcctg ccgctattat tgagcgggga
  1368061 actacatcta tgcagcgcac agttgttggg acgttaggga caattgtaga tgttgcgaaa
  1368121 aaagaacaaa ttcaaaatcc gagcatgatt gtaattggag aagtcgtccg ttttagagaa
  1368181 aaaatccatt ggtttgaaaa gcagacagaa agtacgtatc aagtaagtgg agtgttataa
  1368241 aatgaaagcc atcttatata tatgtcatgg aagtcgcttg aaagcagcta aagaagaagc
  1368301 ggttgcattt attacgtcat gtatgaaccg tgtagaggta agtattcaag aaatttgttt
  1368361 tttagagtta gcgagtccaa ctattgatga agggttccgt acatgtgtga agcgtggtgc
  1368421 tacagagatt atcgttattc cagttttttt attagcagca ggtcatgtaa aaaaagatat
  1368481 tccgtttgaa ttggaaaagt taaataatca atatccaagt attaaagtga cctatggtaa
  1368541 tccatttggc gtatcagaag cacttataaa atcagtgtat agcggaagtg gcattgaaca
  1368601 ggaaaataag aatgaagtga cgttacttct cgttgcaaga gggagcagtg atcctgaagt
  1368661 attaagagat ataaactgga ttgcttcttt atttcaaaag gaagagaaga ttaagaaagt
  1368721 agaagtttgt tacttagcgg ctgccgagcc gaaatttgag gagaagttaa aggaagttgt
  1368781 agaacgaaaa gaaaagaata tcgttgtgct gccttacttg ttatttacag gtttacttat
  1368841 gaaacatatt gaaaaagaag tgcgccaata tgagctagat gagataaaaa taagtccgta
  1368901 tttaggaaag aatgaagcgt ttcagtatat gttaattcag aaaacgaaga aattattgaa
  1368961 gggagatcaa tatgtatcca cttacagtgc gagttgagaa gaaacgtgtt gttgtcattg
  1369021 gtggagggaa agttgcggga tttaaaatta ttcctttgct aaaacaaggt gcagatatag
  1369081 ttgtggtaag tcctgaattg gatgcgaatt tagtgaaact tgtagaagaa aagaaaattc
  1369141 gttggtatca aagagaatat gaaaaaagtg atattaatgg tgctttttta gttgtagccg
  1369201 cgagtagtga tgccgtattg aacgaaaagg ttgctgaaga tacggcagaa aatcagctgg
  1369261 taaatgttat tacgaatccg gaaagtggaa atgttcattt tccggcggcg tttcatcgtg
  1369321 ggctacttaa tatagctgtt tctaccgggg gagcgagtcc gaaacttgca aaaaaaattc
  1369381 gagatgatat cgcaaataaa tatgatgagg cgtatgaatc atatcttgat tttttatacg
  1369441 aagttagaat aaaggtgaaa gaattacaaa tagagaaaag agagagaaat atattgttgc
  1369501 aagaggtatt gaagtcaata tatgttcaaa atgaacaaaa aagagaattg tttttacaag
  1369561 aattagagag aagagttcat ataggatgat gaataaattg tactttacaa ctataagaat
  1369621 ataatttata atcacaagta acttcaatag atgaaatcga tgagcaagaa gagtatgtat
  1369681 atttgatacg ttcagagagc tgggggaagg tgtgagcccg gtacgataaa atatacagaa
  1369741 tgggcttgcg agaggtatgt tgaacattgt agtaggcaac ccgggttccg ccgttaaaag
  1369801 gatagagtat cggagttttt cctgtacttg aacaagtggg atttatcaat ccaattgagg
  1369861 tggtaccacg gtattaacat tacatatatc gtcctctaca tgcatatttg cgtgtagggg
  1369921 acttttttat tttctaaagg aggtgtgcga gtatgaaatg aaagtgtata attaataaaa
  1369981 gtttaaatat tcagaaaagg ggaatttatg atgaaagaaa cacagcaatg gacgtcgaaa
  1370041 ataggatttg tactcgcagc agccggagcc gcagtaggtc ttggtgcgat atggaaattt
  1370101 ccatatgttg caggtaatgg cgggggaggc gcattcttcc ttgtattttt actattaact
  1370161 ttatttatag gtatgccgct tctattagct gaatttgtta ttggacgtag tacgcaaaaa
  1370221 gaggcagtta cagcgtataa agtattggtg ccaaatagca agttatatcc ttggattggt
  1370281 cgtatgggag ttgttacttg ttttagtgta ctatcttttt atagtgttgt aggtggatgg
  1370341 attttactgt atttatacta tagtattaca ggaagcttct ggaatggtgt tgttgattac
  1370401 ggaaaattgt ttaatgaaac gatttcaaat ccgctaagtg cgattggagc acaatttatc
  1370461 tttatgcttt gtacgatttt tgttgtaagt aaaggtgtag agaaagggat agaaaaagca
  1370521 agtaagtata tgatgccgct attatttatt ttatttattg cgatcattgt tcgtgcatta
  1370581 acacttgatg gtgcttttgc aggagtagag ttctttttaa aacctgattt ttcaaaacta
  1370641 acagcagata cggttttata cgcgatggga caatctttct tctcgctcac agtaggtgcc
  1370701 tcagtaatgg taacgtatag ttcgtatttg aagaaagaag aacatttagc gaaatcagca
  1370761 acatctattg taagtttaac tgtttttatt acagtacttg caggattagc aattttcccg
  1370821 gcgattttcg cattaggcgt taagccgact gaaggaccag gactactgtt tatcgtcctt
  1370881 ccagcagtat ttgcgaaaat accatttgga caatttttct tcattatgtt tttagtttta
  1370941 ttcttctttg caacattaac atctgcgatt tccatgcttg aaattgtagt agcatctgtt
  1371001 gcgaaagata atgagaaaaa acgtccgtca gcatcattat taatcggtat tcttattttt
  1371061 gcagtcggaa ttccgtcagc attatcgttt ggcattatga gtgatgtgaa aatatttggg
  1371121 aagacattct ttgatttcgt cgattttgtg gtaagtaatg tattattgcc actcggagta
  1371181 ctagccattt cgctattcgt accaaataaa atgagtaaag aaatgttaat gaaagaatta
  1371241 gaagttacgg aaacgaaagg aaaaacatta tttaatattt ggttcttctt gcttcgttat
  1371301 gttattccag taactgtaat tattgtattt ttaaatgcga taggcgtatt taaaatgttt
  1371361 gcataataaa aagacggaga aagctccgtc tttttattat gtggtaggtg tatttaatga
  1371421 gtgattatat gctttataag ctgtgatgat tgcaaggaat aatctgatta aaaataacgc
  1371481 tgaatcgcca aatgtaaatt tctctagctt cttctatttt tcgctgtaat tgtgtattta
  1371541 tatgattccc ccgtaaaata taggtagtta gttgtagtct atattttccg ggggaaataa
  1371601 aaaactcggt atgcaccgag ttttttctat aatccgatat aaggagatgg atcaactgcg
  1371661 tttgtcttgc cgacgttcca ttctccaagg tgaagttcga agtgtaaatg ctgtccgtat
  1371721 gattgaccag tgttccccat aaatccaagt tgtgttcctt gttttacagt ttgtccattt
  1371781 gatacagaac ggctactcat atgagcatat actgttgtgt atgtttttcc gttaatacgg
  1371841 tgagataagt acacaacatt tccataacta gaagataatt ctgagcgaat aacaacgcca
  1371901 tctgcagcgg caataatcgg aacggttcct gaagctgcga tatcgattcc tttatggtta
  1371961 tctatagaac gcacgccaaa cccagaagtt tttgatccgg ctgctggttt aataaagccg
  1372021 ccaatatttg tatcgtgtgg tgttggagct gcttgagctt tttgagcaga tgtagtagct
  1372081 tgtttacgag cttcttctgc cttacgggct tcttctgcac gtttttcttc ttcaattgct
  1372141 ttttgaacag cttgacgctg attttctaaa atacctttag attcttctaa tccttcaatc
  1372201 tctgaatcta cttttgctac tttcgtatgt agatcgctaa taaaggtttg ctgctgttgc
  1372261 tgattcgttt gcaactcttg ttgtttgtga actaatttct gttcagcttc ttttaattct
  1372321 tgctcttttt tctcaaccgc ctctttttct ttcgttacag cattttggtc agttgtttgt
  1372381 tttttcacga tatcggtatc gttgtttaaa attaaactta cagagtacat attatcaaca
  1372441 agatcagcga tgtttgtaga agttgttaat acctctgtaa taatatttgt gcgaggtttt
  1372501 tcttgcatag attgcaaacg ttgcttaata acttcctggc gtgtatctat gtttgtttgt
  1372561 aattgctcta tatgtttctt tttttcagcg attacttgtt gtgttttact aatttctttt
  1372621 tttgtatcgt ttaattcagc ctcgttttta ttaatagaag tagttaaatc gtcgattttc
  1372681 ttttgtaatt cttgaatttc cttttctatt tgttctttct cggctgattt attttgtaag
  1372741 tcattttgtt ttccttctaa ttcagattga atattagata atttatcttg attcgtttca
  1372801 gcgtatgcgg gtgatagtaa tggagaaaca aaaattgttc ctgctgctaa aacgctgaac
  1372861 gctgcaaatt tctttttcat ggttgtctgg ctcctttccc tatgaatgtt atatatcata
  1372921 agaagaagag tgtctatcgt tgtaaccata atgtaaagaa aattttataa aattgctaag
  1372981 ttttgtcgga atttatcatc tttcgacgat aaatttcact gttgatgcat tttttatatt
  1373041 tgtgtaacaa ggatttattt ttagattttt ttgtaaaata aaggaaaaac gattttattt
  1373101 tatgtagtga aatattagct aagaatcaat aaaatactgg tgaggaatcg ttctcatgtt
  1373161 aggttttcta acatgggttt tatttttgtc aagaaaatta tttgcgttcg ggaaaagtta
  1373221 ttttgttgtc agattttaaa ttttgattta tgatttttaa cagggacaaa atgtagtgaa
  1373281 ttgtcgaata atatgtaata ctcttaattt caagttttat agaaatagaa tgaaaggtag
  1373341 agtgacacat cgaagagggg gttacaacaa gtatgaaaag aataggactt gcatggcaaa
  1373401 tattaatagg acttgcgctt ggtattgcag ttggggcgat tttctttgat aatccagcgg
  1373461 ttgtgaaata tttacaacca attggtgata ttttcatccg attaattaaa atgatcgttg
  1373521 taccgattgt tgtagcaagt attgttgttg gggttgctgg tgttggtgat gttaaaaaat
  1373581 taggccgact aggcggaaaa acaattattt actttgaaat tattacaaca attgcaatta
  1373641 ttgtcggtct attaattgcg aatattttcc aaccaggaaa aggcgtaaat atggagcagt
  1373701 taacaaagac agacatttcg aaatatacac atacgacaga gcaagtacaa agtcattcat
  1373761 ttgcagatac atttgtaaat attgttccaa cgaacattat gaagtcatta gctgacggag
  1373821 atatgcttgc tattatcttc ttctcagtat tatttggttt aggtgtagca gcaattggtg
  1373881 aaagaggaag accggttctt caatttttcc aaggtgtagc tgatgcaatg ttttacgtaa
  1373941 cgaaccaagt tatgaaattt gcaccatttg gtgtgttcgc attgattggt gttacagtat
  1374001 ctacattcgg tttagcttca ttaattccgt tagggaaatt attaattgta gtatacgggg
  1374061 caatgatttt cttcgttgta gttgtcttag gacttacagc gaaaatattt ggaattaaca
  1374121 ttttccaatt ctttaaaatt ttaaaagacg aactgatctt agcgtattca acagcaagtt
  1374181 cagaaacagt tttaccgaaa attatggaga aaatggagaa gttcggttgt ccgaaagcaa
  1374241 ttacatcttt cgttattccg acaggttatt catttaactt agatggatca actttatatc
  1374301 aagcaattgc agctattttc ttagcgcaaa tgtacggtat tgatttatct attacagaac
  1374361 aaattacatt attacttgta ttaatggtta catcaaaagg tatcgcaggt gtaccgggcg
  1374421 tatcattcgt tgtattatta gcgacacttg gtacagtagg tattccagct gaaggcttag
  1374481 ccttcatcgc cggtattgac cgtattttag atatggctcg tacagcagtt aacgttgtag
  1374541 gtaactcttt agcagctgta gttatgtcta agtgggaagg tcaatatgac gctgaaaaag
  1374601 gacaagctta tttgaaagaa atttctaata agcaagcagc ttaattataa tttgaaaaaa
  1374661 gctctcacat aatatgtgag ggcttttcta tatagaaggg aagcggacgt aatgaaacgt
  1374721 aaatatggtg acggttcttc gtggaagcga ctaatagaaa ggaattatac ggttaagcag
  1374781 atagaagagg gaatgctagg aatactggaa ataaaaaagg tgagagaacc tagttataaa
  1374841 gaatatgatg gtaaggaact ttgtattgct tgtaatcagt atacgtggat tcagtatttc
  1374901 atagatggga aaaactttgc gattaccgct atgttagata atcagaaaac attagtgcaa
  1374961 tattatatcg atgtggcgaa agaatatgaa atagacgacc gtggtttacc gtattttgat
  1375021 gatttatatt tagatgtagt attattaccg aatggtaaaa tgtatgtatt ggatgaagat
  1375081 gagttagagg atgcttataa aagtggcgat gttacaaaag aagagtatga gttagcttgg
  1375141 tacactacaa agtggattat agctgcaata aaaaatagtg aattttattg gatttcaata
  1375201 ttggaagaag aaatcaaaaa gttaaaatga ttattgtatt caaatttttg tataattacc
  1375261 aaaaaaatct atacaaaaaa taattgactt ttgttttgta agcgagtaaa gttagggaag
  1375321 aaattattat taaaaaataa atatgaaacc ttcttataaa gagaggcgga gggactggcc
  1375381 ctacgatgcc tcggcagcgg actcgatttt agagtgctgt gccaaatcca gcaagcatgt
  1375441 gcttgaaaga tgagaagagc gtttcttata gatgtataag acctcttctc gttggaagag
  1375501 gtcttttgtt attcattaga aaaaaggttg aaactaggga gagatggtac tttgaaagaa
  1375561 acgagaggaa atggtttggc tttattacca cttgggatat ttttggcgct atttataggt
  1375621 tctggaatta ttacaggtga tttctataaa ttgccgatac ttgtagcaat ttcaattgct
  1375681 gtaggagttg ctttagcgat gaatcgtaaa gaaagctttc atgtcaaagt agaaagattt
  1375741 gctaaaggtg caggaaaccc agatattatg attatggttc taatctttgt acttgcagga
  1375801 gcattttctg aaacggcaaa agggatgggc ggcgttgatt ctacagttaa cttagcgtta
  1375861 tcaattttac cgcaaggatt tattatagct gggatttttg ttataggggc atttatttca
  1375921 ttagcaatgg gaacttcaat gggaacaatt gccgcattag caccgattgc tgtaggtatt
  1375981 agtgggcaaa ctgatatctc cattgcgctt gccatggcta ccgttgttgg cggggcgatg
  1376041 tttggtgata atttatcatt tatttcagat acaacaatcg cagctgtacg ttcacaagga
  1376101 acagaaatga aagataagtt taaaacgaac tttttaattg tattaccagc ggctattatt
  1376161 acaattgtac tattagtaat tcttacttta ggaagcgaca cgcaagttaa agcgcatagc
  1376221 tttgacttga taaagatttt accgtatgca ggagtactta ttacagcgct acttggttgg
  1376281 aatgtactga ttgtattaac tggtggaact gtactatctg gggttatcgg tcttttagat
  1376341 ggaagttaca cgttagagag cttctttaaa agtgtaacca ctggaatggg cggcatgatg
  1376401 gagttagtat tactcgctat tttaattggc ggtatggttg aattaatcca atataatggt
  1376461 ggtattcaat atttaatgaa tcttttaacg cgtaacattc gttctaaaaa aggagcagag
  1376521 ttcggtatcg ctggtttagt agggatgacg aatatgtgta cagcaaataa tacgatttct
  1376581 attatcttta caggcccact tgcaaaaaac attgcagatc aatatgaaat tgatcctcgt
  1376641 aaatcagcga gtgtattaga tcttttctca tgctgtgtgc aaggattaat tccgtatggt
  1376701 gcacaaatgt taacagcagc aggatttgcg gcgttatctc caattgaatt gttaccatat
  1376761 gcgttttatc cgatcttagt tggagtatgt ggaatcattt ctatattaat tggtttcccg
  1376821 aggttttcta aagtaacgga aaagaaagag tatcataaaa cagcataatg aaaatgaagt
  1376881 ttattaaaag taacgaaagc cgttcagaga atgttctctg tgcggctttt tttgtgcgat
  1376941 aaaagagtga ataatctcat gctaccttat gtttttacaa aaggctgaat gcaactcggt
  1377001 cttaagtctg agttgaaaac ggttcttaag ctcgttatgg aaaaaagaaa aaatagttaa
  1377061 gataagagta tcaaatcgaa gggaggcaag cacaagatga aacaatttct agcgtttatc
  1377121 gcggctggta ttttagcttt aattgctctt ggcagtcttg ctggtattat aggattcgca
  1377181 attggagcag gagttgtgta ctggagctat aaatcatttg tgcgagcaca atcatttttt
  1377241 ggaaagttag cttggggtat tgttggttta atcggcttgt ccatcgccct ttctcattcc
  1377301 ccagcattaa tcggtattgc cgcattagta gttttatact acggataccg tgagtggaaa
  1377361 aaagaaaaag atgtagttgt tgattctgct ccagaaagtt ctaaaccata tagcaacttt
  1377421 gaagatgagt ggaacaagtt aatgaaaaac taataaaaaa taaatcaaat caaatttata
  1377481 aagtagaaga gaggaagatt ataatgaaac aatctttatt cggacgtgta cgcgatgcaa
  1377541 ttttagcaga ttttcataat gtattagatg agaaagaaag aaaaaaccca attgctatgt
  1377601 taaaccaata tttacgcgat agtgagcgtg aaataacaaa aattgagaag ttaattcagc
  1377661 gtcataaaac attaaaatcg aactttgctc gtgaacttga gcaagctcgt tatttcgtaa
  1377721 ataaaagatc aaagcaagcg cttatcgctc aagaagcagg cgaattacaa ctacatgagc
  1377781 gtgcattaga agaagtagct tactatgaag ggcaagtaac tcgattagaa gaaatgtatg
  1377841 caggtgttgt agagcaaatt gatgagttag agcgtcgtct ttctgaaatg aaaaataaat
  1377901 taaaagaaat gcacgcaaaa cgtatggaat taatggcacg tgaaaatatg gcacatgcaa
  1377961 atcgtcgtat gaatactgcg atgcataaaa tggatgaaaa taatccattc ttacgctttg
  1378021 aagaaattga agagcatatt cgtgacttag aaactcgtat gaatgatgag catgaacgtg
  1378081 acacatttga tatgaaaatt gcaaaacttg agcgtgaaat gaaagaaaag aacgatgtat
  1378141 cgttaacgaa agagttaaca aaataatagt agtatattat aaaacaggct tatgatatag
  1378201 tgataggaga aaaggtgttg gaaagcaatg ccttttcttc tatgtatatg tgacaagaag
  1378261 gggggagctg aaatgaagaa gcatttttca aaaacacaat taatggggat gctcctcatc
  1378321 atatttggat tcggtctttt tcttgatatg atacttggac attttgaacc aggtggtctt
  1378381 atttttgcat ttattatgct tatgtttgga aggcattatc gtaaaaagaa tcgttatgta
  1378441 cggggaaatg tatttttatt tgttggtggt atcgtatttt tattcttctt attttcatca
  1378501 gcagcatttg ttcttgtcgt atttgcttgt ttagctttaa ttggttatca attgattcaa
  1378561 caaggacata agcaaaaggc aatgaaggtt gaaattaaag aaaaagggat tatagacgaa
  1378621 gagaagcaaa tatatcgtac agaaccatat ttaaaaaaca tgtttgtagg taatgtacga
  1378681 atgatggatc atatttatga acttgaggat attaatgttc aatatggtgc ttgtgatgtg
  1378741 gaaatagatt taacaactgc tatgattcct gaaggggaga cggtaattgt tattcggggt
  1378801 gtcgttggta atattcgttt atatgtgcca tatgatattg aactgtcttt aaatcattct
  1378861 gttattgtcg gacgtgtgct cttgccaggt catgaggaga cagggtttaa ccgtaatgtt
  1378921 acatttagaa cagagcagta taaagaggct cctcgtcgta ttaaaattat ttcttcgctt
  1378981 gtcgtaggcg atacggaagt gaggaaagta taatgaagaa acaaaaaaat atttcgtgca
  1379041 tgtatattcg ttattctatg ttgtcctcag ttagtatcgc actcatttgt acaattgtat
  1379101 atgtatggaa aagcgagcaa caagtgtatg atttattatg gaaggaatcc atcgcttctg
  1379161 ttccaattgg cttgtttatt atgactacaa gtttacttat cgggggaatt gtaggatatg
  1379221 caatcggtta ctatatagag cagcgtatac aagggttaaa tacgtttcta tttgaagtgg
  1379281 agcgagggaa ttttccgagc gatgtttcgt ttactgcaga tgatgaattt catgaagtgg
  1379341 aacgaaaagt aatcgttttg gctcgtcgat tagaggagca agctggactc tttcaaaaag
  1379401 taacgaatga acgagctcat tggaatgaag agatgagaca agaagcgatt tcccaagaaa
  1379461 ggcatcgatt ggcgagggag ctgcatgatt ctgtaagtca gcagcttttt gcaatgtcga
  1379521 tgatgatgtc ggctattaat gaacaagtag ctgaaattcc agaaacgacg aaaaagcagt
  1379581 tgcagcttgt tgaaaatatg gttgtaaatg cacaatcaga gatgagagca ttgcttcttc
  1379641 atttacgccc agtgcagtta gaaggtaaga aactaacaga gggtatagaa gaattattaa
  1379701 cagaactgtc tagaaagcaa catatgaaaa ttgaatggtt aattgaaccg attcaattaa
  1379761 aaaaaggtgt agaagatcac ttattccgca ttgtacaaga ggcgctgtct aatactttac
  1379821 ggcatgcgaa agcaaagaaa acggaagtac gtttacgcaa aattgagcaa tatgcaatat
  1379881 tgaaaattat tgatgatggt gtaggtttta aagtaggagt gaataaggct ggttcttacg
  1379941 gattaagatc aatgcaagag cgagttcatg aaattggtgg tacattaaaa gtgcttagtt
  1380001 ttccaaataa aggtacacaa atagaagtaa aagtaccgat tatgattgag agagggggag
  1380061 aatcatgata aaagtattac tagtggatga tcatgaaatg gttcgaatgg gtgtatcagc
  1380121 atatttatca acgcagccag atattgaagt agttggagaa gctgaaaatg gaagaaaagg
  1380181 ttcagagtta gcactgcaat taagaccgga tattatttta atggatcttg tcatggacga
  1380241 gatggatggt gttgaagcaa cacgtgctat tattcaagaa tggccagaag caaaaattgt
  1380301 agttgtaacg agctttttag atgatgagaa attgtaccct gttattgagg ccggagcgac
  1380361 cagttattta ttaaaaacat caagagcgag tgatatagca gacgctgtac gggctactta
  1380421 tgatggagaa acggtattag agccaaaagt tactggtaaa atgatgtctc gtatgcgtca
  1380481 gaagaaagaa cagcctttgc atgaggagtt aacagaaaga gagtctgaaa ttttgttatt
  1380541 aattgcagag gggaaaagta atcaagagat tgcagatgaa ttgtttattg ctcttaaaac
  1380601 agtaaagaca catgtgagta atatattaaa taaactaaat gtaagtgacc ggacacaggc
  1380661 ggttatttat gcgtttaggc atcaattgac gaaatgatac agtgaaactt taatcagtgg
  1380721 ggagctattc ccactgatta ttagtttgca ccgaatcttt ttattgacgc taatatatgt
  1380781 aagcgttatc attaagttgt taacagtaca tacaaagggg agaatgtata tgttagttca
  1380841 aacgatattt ggcatggata aatcaaaaaa attaggggat tatgtgaacg cattacaagc
  1380901 gctttgtgaa caatataatg ttgaaacaga taaaattgca attgttgagg cgacagaaga
  1380961 gtactattta tttttagtaa agcaagaaga ttgctacgac gttgtcaaag tagaaacagt
  1381021 ggatacaaat atcgactatt atacgaaagt gtataaaata agcagtttta atcatactgc
  1381081 ttatcaaaag taaaaaactc ccttttggga gtttttttag gatgctttta cttcacgaga
  1381141 ttcggttagt aaaggaactt ttttcgcacc gcttagttta gcgattgtaa ggccgataag
  1381201 agctccggtt aatgcaggta ctagccagcc tattccttca ttatataaag ggataaattc
  1381261 aaaatatgat gtgataaatg aaactgaaat acccccttgt tttaatccat caaatacgct
  1381321 cactatagct gctccaatta aagcacctac ataaacagaa cgatatcccc cgaagtattt
  1381381 atgcagtaac gatagtagaa caagtacgat tgcaattgga tatacaacaa gtagaattgg
  1381441 aacagagatg gcaatgattt ttgttaaacc taagttagca actagtaacc ctaaagcaca
  1381501 aatgatactt gcaaatgttt tgtatgaaaa tttagtcaat aatgttgaga aatattgact
  1381561 acatgcagat acgagtccaa cacatgtcgt taagcaagcg agtgtaacga ttagagctag
  1381621 tagaagtaag ccgtatggcc cgaataattg ttgtacgata acagtaagta actgtccgcc
  1381681 attttttgca tatccgagcg agacgctagt tgtaccgagc cagccaagcg caccatatac
  1381741 aagtacgaga ccagtagcgg caataagccc tgcttttgct gttgcgatgg caatggattt
  1381801 acgatcattc acacctttag agcgaatagc atttacaacg ataattccaa atgcaagtgc
  1381861 tgaaatggta tccatcgtta agtatccttc cataaatcct ttgaagatcg ggaaagtttg
  1381921 atactcttgc atcgctggac ctgattgccc gagtggtgta aatacacttt taacaaacaa
  1381981 taagaaaata gagagtaata aaataggtgt taatatattt ccaatgcgat ctacaagttt
  1382041 agatggattc aagctcagcc aaaatacgat agcaaagaat atgattgtat atacaaatag
  1382101 cactaggctg ctagaacgga ttgtttctgg taagaaagaa cttacgccca tttcataagc
  1382161 gacatttgca acgcgtggaa tacccataga aggaccaatg gcaatgtata caactaccgt
  1382221 aaagaatatt ccgaataatg ggtgaacatg acttgcaagt tgttgcatac catttcctga
  1382281 taaagaaatt gcgataacag ttagtagtgg taaaccgact cctgttagta aaaatccaat
  1382341 cattgctggc caaaagtttt cacctgcatt ttgtccaagc atgggaggga aaattaaatt
  1382401 acctgcccca aaaaataaag aaaatagcat aagacccgtg aaaaaaatat gtttttttga
  1382461 tacagtgttc attgtttttc ctcctttttt acattcattt gtaagaacac aaaaaactcg
  1382521 tccctaaaga aagggacgag ttatatttac ccgcgatacc accctaattt atacatgtag
  1382581 aaatgagtct atatgtatac ggctctgcaa cgtacaacat gatacgtgtt ccttgtaacg
  1382641 ggggacagcc ggtaagaact tactgcaaca ttcggttcta cttctcggag atgattttcg
  1382701 gctacgcact gaacgttggc tttcagcaaa tcgccaactc tctgggggac agttctataa
  1382761 cgtactcgtt ctcgtcaatg aatttttatt caagtattct gacagtattg ttacatgttt
  1382821 ttttttgaaa gtcaatattt ttttgaaaaa gatatattta tatgaggaat tatttgaggt
  1382881 aatattcttt ttttttgaag taaaggggga tgtaaaatgg gagtgaaaat ttgtagagaa
  1382941 ttgtaaagtt tgcggagaaa gttgatattt ataggagtaa agaagggatt atttgaattt
  1383001 acagagaata atacaacaat ccacttgatg gaaagaacaa accaaaagag gtgactggaa
  1383061 tgcttgcgat gggagtatta ttcggcatta ttgctataat tggttttatg tggttatatt
  1383121 attcgcgttc gtttaaacaa gcagaagttt tactctttca aaaaggtagt ttgttgacaa
  1383181 atcagtctag atatttagta tgtccgaagt gtggaagtgc acaggccaga agtggaggat
  1383241 atcaagagtg ttgcaaaatt agattatgaa agaaggaagc ctcacaaaat aatgtgaggc
  1383301 ttccttcctt acaatttcat ggcgctccaa atggtccacc gatccctttc gataatagga
  1383361 gagacgtttt gtaaggcagt ctgtacttgt tgtagaagtt gagaaagttc ataatctgtt
  1383421 aattcgtata gaatggatcg acctgttcgg ggggataaat cttgcaataa tgcttctaca
  1383481 gaatcatgta tttttcgtac ttcccattgt gtttgagtag ggaacacgtg aagaaaatat
  1383541 ttttgtaatt ctttttgtat tgtggtggtt tttggtcgtc tttttgattc tatttcgata
  1383601 agtttcggaa atatagagaa aaaatatcca cgaatgtgtt cagggcttcc aggaattgta
  1383661 caatcttcaa tggttcggtc ttgtacaata agtacaccgt ttttctttaa tatacgagaa
  1383721 gcttcacgta gaaatgtagg aatgtcttgc aaatgatgaa taaccgcacg cgaaataaca
  1383781 atgtcgaatg tatcattagg atatggggta ctatgtgcat caccgtgaat gaatgaaata
  1383841 tttgaaaatc cactacaatt ttcttttgcg gcctgtaata tttcttttga aaaatcaagc
  1383901 ccaacaacac tttttgctcc cataagagca agttctttcg tataaatccc gccaccacag
  1383961 ccaatatcaa ttatttgctt gttttgtata tttgtaatac cttttatcat ttctccccaa
  1384021 gaaatatggg catttcgctg tgcgtatgtg tatttattat ttgcatcgtg aaaattaatg
  1384081 ggcatgaaac agacctcctt tcaatgctta gtatagcgta ttttatagtg tgtcacgttt
  1384141 ttgtttttta tatgaagatt ataagagttt cttattgtaa aaggaggatt aaggtgaaaa
  1384201 ggaaatatgt agtgctgtta tttgctatgt tattagcatc ttgtagtcaa gttgagcaaa
  1384261 aaaagaaaca aaaaaagtgg aagagacggt gaatgaagtg aaagaaataa tagaggtaac
  1384321 cgttatacaa aaaaaagata aagagaaaaa gttacaggaa tctgaagcta atgtagtaat
  1384381 agacattatc gataaagctg agaaacaaga aataacaggt agcttcggtg aacctgaata
  1384441 tgaaatacaa attagtagag atgggaaaaa ggaaacatat tatgcatggc taagaggaga
  1384501 agacagaaaa ggatggatac aacataagaa agctatgtat atgctgaata aaaaagatac
  1384561 agaaaagctt ttggctatat ttctaaatgt atcaaaacaa aaagaagatg agatacaggt
  1384621 aggtccttta acggaagtaa cgaaaaaaga tttgcagatt accgcgttcc atattaaagc
  1384681 aggcaatcaa aaagtgaatt atacggtacg gtatacgatt tcacagtcat tatacaacaa
  1384741 gttagagaag gaacaagaat actatttgca ggtcattttt ccagaaaaag ttcaaaaatt
  1384801 aattggagca aaagagagtg aaaaaatctt aggagaaaag gtaaaggaag gatataaaca
  1384861 gtatgaattg catgctactg ttccgataca aggtgcttca gaatcacaat taaagtcatt
  1384921 agaaacatat tatgaaaatt atgatttgaa aatattaaat agtaaacaag aaaaaatagg
  1384981 tgtttttcaa aatattattc aaattgtgaa agagtatggt gaaaaaatga atttacaaag
  1385041 ataaagtgaa attttaatta gcccatgcga atcaggatga atgtaaattc tgtatgacct
  1385101 ttcctaggaa atgataatag agagggggcc cctctctatt actttgcttt tgcagatggc
  1385161 tcattcattg attttcgtgt aataagaaaa gaaatcataa gagcggaaag gatgataagg
  1385221 gcaataaata tatgattggg caacaaatct aataataata cgtaactaac ggtataaaaa
  1385281 ataagagttg aagctaaaaa cgatagaacg cctattatga gagattgtaa gttcatttgt
  1385341 atacacctcc ttttatttat atttttggct aaaaatggat tatataaaca ttatttctaa
  1385401 caatagaaaa aatatgtcat aatagagaaa agagtaagct ttgatgaatg tatatgattc
  1385461 attaatgaaa gataaaggag aggaatatga aaaataatca aaaaggatta tggggaatta
  1385521 ttgttgcaat aggactattt ttactttcta agttaaagtg ggtatttgca atttttaaat
  1385581 tagcaaagtt ttcaacagta tttagtatgt ttctatcact tggtgcatac gcagttatat
  1385641 atggttggaa gtttggggta gcgctcattt atttgttgtt tattcatgaa atgggtcatt
  1385701 tatgggctgc gaaaagaaaa ggtataccga catcaccagc aatatttatt ccatttatgg
  1385761 gcgctcttat tgggatgaaa gagatgccaa aaaatgcaaa agatgaagca tatattgcct
  1385821 atatgggtcc tcttttcgga ttactttcat ttttaccggc tattccactt tacatgataa
  1385881 cgaaagagcc gttttgggcg ctcattattt tacttggaag catgattaat ttctttaatt
  1385941 taattccagt ttccccgtta gatggaggaa gaattatttc agttgtaagt acgaaaattt
  1386001 ggggagcggg gcttgtttta ttacttggtt attcaattta ttttaaaagt attttgggag
  1386061 gatttattgt tattatcggc tgtatggaat tgtatagagt aataaaaaga gatgagccaa
  1386121 ttaaggaatt aggatataga attgatggaa tgaaagaata tattgcaagg cttgaagagg
  1386181 agttaaaaga aactggtgct gtgcatcgaa atatatatat gatgcaacat gaaataaatg
  1386241 tattaaggca aaaagaaaga gagaaagaat taaaaacagg agaatttcaa aagattgaag
  1386301 tgttagagta tttgttaccg aagtttgagc cactggatta cgtcccatat gaagatgaaa
  1386361 aagaaacaca taccattcat ataagagaag catttgaaat gtcagaaaga aaattagagg
  1386421 aatgggatgc ggaaaagaga caacaggaaa actattataa agtggataca aaaacgaaat
  1386481 ggacggtatt tgcttgttat atcggattaa tggctatact tggttacgca gcttatgaag
  1386541 gatatattgt tttacaagaa catttgccaa cgagaaatgt ataaaagaat attgtcgaaa
  1386601 tgataggaag aatttataca ggaattatat ttctacgaga gaatgttaca agtatagtca
  1386661 tatattgtaa tatctttagt agagaaggag ttctgtatat gaagaaattg ttaaatgtat
  1386721 tcgtgattat tatcgtaatg atcattgcga gctatagtct tatgaaagta ttattacatt
  1386781 atgcgaataa gcccgctggg gtaagtacaa cagctgaaat agaagatgtg caagaagaga
  1386841 caaaagtact agattttatt cgtatgacac atgaaagtta taataatttc ttaaattatg
  1386901 gtaaagcaga gaattataca gaaggggact ggaaccaatt taaacaatgg tttcaacaac
  1386961 aagaatcatc gttaaaaaat atacatacag acataaagaa tgaaaaaata aaacgtgatg
  1387021 taaatagaag ctatgaaatt gcaaaaaaag gtgtggagct ccaaaatatt gagtatgtag
  1387081 tgtatgcaca tcgcgtatac catgatttag atattattgt aaataaatat agaggtgaaa
  1387141 cgaacatctg ggggtataca gaatttggag atgggaaaga tataagggta attgaacaag
  1387201 cgatacagtc taaataataa gcgagctagc attctagttg gcttattttc ttttgtaagt
  1387261 gcaatgttca tatatttttc acaaaaacac cgtgttaata gtgattaaaa tcacaatctg
  1387321 tattatacaa ttcagttaaa ctaaaaacag ttaaggaaat agaggagtgg gatacaatgt
  1387381 taagcgaaaa aacaattgaa atcgtaaagt caacagtacc attattacag gaaaaaggcg
  1387441 ttgaaattac aacgagattt tatgaaattt tattttcgga acatccggag ttattgaata
  1387501 ttttcaacca tacaaatcag aaaaagggaa gacaacaaca agcgttagcg aatgctgttt
  1387561 atgcagctgc aacgtacatt gataatttag aagctattat tccagttgta aaacaaattg
  1387621 gtcataagca tagaagttta ggtattaaag cagagcatta tccgattgta ggtacatgtt
  1387681 tattacgtgc aattaaagag gtcgcaggtg caccggatga agtattaaac gcatggggag
  1387741 aagcgtatgg tgtcattgct gatgcattca ttagcattga agcagagatg tatgaagaag
  1387801 cggcacataa agaaggtgga tggaaagatt tccgtaactt tgtggttgtt aaaaaagtga
  1387861 aggaaagcga tgttatcacg tcattgtatt taaaacctga agatggaggg aaagtttctt
  1387921 cattcattcc aggacaatat gtaacggttc aaataaatat cgaaggtgaa acatatacac
  1387981 ataatcgtca atatagctta tcagatgctc ctggaaaaga atattatcgt attagtgtca
  1388041 agaaagaaaa aggtgtagat acaccggatg gtaaagtatc taattactta catgatcatg
  1388101 taaaagaagg tgatatgtta ccagtaagtg caccagcagg agatttcgta ttaaatatgg
  1388161 attcaacttt accagttgtc ttaattagtg gtggagtagg tattacacca atgatgagta
  1388221 tgctaaatac gttaattgaa caagattcaa aacgtaatgt atgttttgtt catgcagcga
  1388281 taaatagtaa tacacatgca atgaaagaac acgttgaggc agtagataat gaatacgaac
  1388341 aagttaaagc atatacttgt tattctgcac caactgaaaa agatttagaa atgaagaact
  1388401 ttgataaaga aggttttgtg gaaagagaat ggttacaaac tattattccg acaactgaag
  1388461 cagagtttta tttctgtggt ccagtaccat ttatgaaaca tataaatgct gtactaactg
  1388521 atttaggtgt gaaacaagaa catattcatt atgaattttt cggcccagca gcaagcttac
  1388581 aataaattga gctttaataa gcaaaaaaaa acgaggtgtt atttcacctc gttttttatt
  1388641 tgttctcgta atagtcgatt tactgtttcg cggcgtatac cgatcagttg accaatttca
  1388701 gtttgcgtta atatttcata tataggaatg tcacctaaat atagtgtgaa ccattcttgt
  1388761 aagcgatgaa gacgttcttt cggagagacg gttgtcaatt gatcgatacg ctgctgcatc
  1388821 attcttaatt ttgattgtaa ttgcatagcg atatttgcat atgatgcagg atttgcttga
  1388881 agttgatcat accattcatt actcattata ggttcaactt ctgttttcat taaagcaatt
  1388941 gctgtaccgt gatattcctt cggtgagatt aaagaatggt gaggtatcgt ttctcctgga
  1389001 acgataatat tgaatagaaa tggtgttcca tcttcttcta accttactac ttttaataaa
  1389061 cctgttttta taaaatataa aggaccgtcc tcaccttgac ggaatagtac atctcctttg
  1389121 tgtaaaatca atgttagccc ccccatttaa gcatttctat ttcttttatt ttagcgtata
  1389181 tgtataaaga taatatgctt tacaacagaa atttcattga cgaaatatat gctattacag
  1389241 tagtatacta tttagtgtgt aatagtacta gcaatgaata cgctgtaggg ggtttagtat
  1389301 attgttagat gcgataaaaa tgacggatat gagaattcca gcgaatgcta tcattcatgt
  1389361 agaagagatg aaaggtggag tcgtgttatc cgttgaagta gacggccaaa ttatttatac
  1389421 gatggcttat gatgaagaaa cagatagtta tgctgaatta tatgatcgaa acgataagag
  1389481 ggcgtgccaa gtacatgaag attttatggg atggtcactt cttcattaaa aaagatgtca
  1389541 atatgacatc tttttttatt aaaccgatag aatatacaaa gaaatgaaat ataaggataa
  1389601 aatttgtaat aaatgatttt gcattgttag cactttgtaa ctgcaactga attatttttt
  1389661 cgctatcata aagataacag tcgcagttat aggagtggtc aacttgaaga aagtacatat
  1389721 ttccaattat atgttattaa gtgtttgttt aattttattc gttttattag gaagtttttt
  1389781 atattcatgc gtataagaaa aacgcattct aaaaggaacg cgttataaaa aagaagtaat
  1389841 gattaatcta gtaccaagaa taattaatgt gatacgtaat aaattaatta cggctttacc
  1389901 acttaatttt gtattaatat aagccccgat ttttccaccg atccatgcgc ccggaataag
  1389961 aattaatgcg taaatccagc taacatttcc aagggagatg tgagttgcag aacttacaat
  1390021 tgctgataga aatacgataa acatcgaagt tgctacagca atatgtgctg ggaatgcaaa
  1390081 aagtaacatc attgctggaa cgagtaaggc accgccacca attccaaata atccagatat
  1390141 aaaaccaact ataaaggcga taaagatagc gagaagcggt gggaattgat agtgtacagt
  1390201 gtttccttcg ttatctgtaa aagaacgttt aattacagtc atatttgata aagaaagagg
  1390261 ctttaatttg tctcgtaata taagaagaat ggagacgaaa ataaggaaaa tcccaaaata
  1390321 taaagaaaat gtatcttggt ttaaaaattt atttgcccat gagccgataa taccaccagg
  1390381 gccactcccg ataaataaaa taagtccact tttgtaatct actcgtttat gcttcatata
  1390441 agtaagggtg gaagatagtc ccgtaaaaac gactgttacc attgaagttc ctactgcaag
  1390501 ttgtggtgac aggctatgta atccgattaa taacggaaca ataataattc ccccaccaag
  1390561 accgactaga ctcccgactg tcccggcgat tagcccgatg aaaagtaaca tgatgtattc
  1390621 caaaattgac aactcctcta tataacttat ccaccaatta ttatacacgc tttttcatga
  1390681 gaaaaagctt tgttcacaaa aaagtcgtct tcctagaaaa ataaggaaga cgacttttta
  1390741 ttaaaagatt aagtgtaata aagagtaaaa taaagcagct aatgaagctg aaataggaag
  1390801 tgtgataacc caagtaatta acatgcgttt tgcagttccc cattttacac cttttacacg
  1390861 atgagaagca ccaaccccta aaatagaaga ggagataacg tgcgtcgtac taactggtaa
  1390921 gtgaataaat gttgccccga aaataacaag agatgatgat aaatcagcag ctacaccatt
  1390981 tacaggacga attttcatga tttgtccacc gacagtttta ataattttcc atccaccgac
  1391041 agaagtacca agacccattg caattgcaca agataattgt acccagaacg ggatgtcgct
  1391101 cgaagtatga tagttattag ccataagagc catcgtaatg attcccattg ctttttgcgc
  1391161 atcattcgta ccatgtgtat aagcctgtaa tgcagcagtg aaaatctgga atatacggaa
  1391221 attcttattc gttttcgtta agttaaagtt tttaaatact actttaaaaa tactgtatac
  1391281 ggtataacca ataacgaaag cgataattgg tgaaatgatt aaagcttcaa taattttaat
  1391341 gaatccttta agatttagcg agctaatccc agcggcagca attgctgcac ctgcgattga
  1391401 gccgataatt gcatgcgaag aactacttgg aataccgtag taccaagtaa ttaagttcca
  1391461 agctattgct gcaagcaaag cagctaaaat tacaagagaa ccattttgta aggcgaatgg
  1391521 atcaacgata tcttttgtaa tcgtttttgc tacacctgta aatgtcattg cacctaaaaa
  1391581 gttcataata gccgccataa caatggcatg tctaggcttt agagctttcg ttgaaacagc
  1391641 cgttgcaata gcgtttgctg tatcgtgaaa accattgata aagtcaaaag ctaaagcgca
  1391701 aatgactact aaaacggtca gtatcaagag tgtatccatg atcaaactcc ttacgcgttc
  1391761 ttcataataa ttgtttctaa tacgtttgca acgctttggc agctatccgc tacttcttca
  1391821 agctcttcgt aaatctcttt gtattgaatg atcttaatcg gatctttttc acgagagaat
  1391881 aagtgcttaa tcgcgtgacg gcgaatatca tcacattgtg attcgtaatc cttaatctta
  1391941 atcgcatttg tacgaatgtc gactaatttt ttgttagaca ttaattcaac agagtttgca
  1392001 atttcaatcg cacattgatt aattgcttct acgaatttaa tcatgtattc atcagcttct
  1392061 gtaatagaat acatttcgaa tagaccagca ctatgatcta atccgtctaa tacatcatcc
  1392121 atactcattg caagctgtag gatgtcctca cgttcaatag gagtaataaa cgctttgttt
  1392181 agctccataa tgatttcgtg aataaatgag tcgccttttg actcataatc tttcatgcgc
  1392241 atagaaaact cttttaaatc gctagcattt ttaattttat actccacgaa aaactgcgcg
  1392301 ccttctttta aattttcgga aacattcatt aacatttcag aaaatttatc tttttttgat
  1392361 ttaaagacca ttattagtta cccccacaaa agtaatatat gtaaaatata ttggctagtc
  1392421 aatcctaaca aaaaactgtc gttttttaaa acattttatc gaaaagttta caaaaactta
  1392481 acataactct cgttgttgta ttaataatat taataatcaa gattgaatat cttacttgta
  1392541 gaatgtcctt ttcgtgcaaa aagtatgaat gggaaagaaa agctttacac tacaggaaag
  1392601 actacgttat tataataaat ttaaaaggag gtataatctt ccttttaaaa agaagagtgt
  1392661 aaacaaacaa aggaagtgaa cgaatgaaat tgaagaacac tcacttaaaa aaaatgcagg
  1392721 agtggttcaa caagagaaag aagcttcgta atttattaat tatattagga agtttactcg
  1392781 ctactctatt tattgctata aatataataa tttccattca agacatatct gaattaaagc
  1392841 aagctgttcc gcaaccgact ttaatttatg atgcaaataa tgaagttgcg actaaattag
  1392901 cttcttctaa aacagaaggt gtgaaaagaa aagatattcc tgatattatg gttcaagcaa
  1392961 ttgttgcagt agaagataag gaatttttta accatcacgg tatttattat agtggaatta
  1393021 taagtgcgat ttttaaaaat attacagcag gagaagttgt agcaggggga agtacaatta
  1393081 cacaacaact tgcgaaaaat gtatttctga cacaagaccg cacatactct cgaaaaataa
  1393141 aggaatattt tttaacaaaa aaaatagagc gtacgtatac gaaagatgaa atcattgaaa
  1393201 tgtatatgaa ccaaatttat tttggtgaag gtgcttgggg tataaaaagg gcagctaaat
  1393261 cttattttga taaagatgta aaagatttaa caatttcaga agctgcaacg attgcaggct
  1393321 tgattaaagc accatctgcg tattcacctt ataaaaactt taacaagtca attgaaagac
  1393381 gtaatgtcgt attaagttta atgaaagagc aagggtatat ttctgacgaa cagtataata
  1393441 aagaaaaaga gagcgggctt gtgttaaaac gtggcgttga tgataaatac aagggaaaat
  1393501 actctcaata tgtagactat attgttagag aagcgatgga caagtacgaa ttaacacaaa
  1393561 atgaaatttt agcaggtggt tatcgtattt atacagagct tgatccgaaa aaacaacagg
  1393621 ctgtagaaga cgttgtgaat aatgatagtt atttcaaaga tagtggctca gaccaactta
  1393681 tgcaaacggg tgtagttctt atgaatccaa caacaggtgg tgtaccagct ctagtaggag
  1393741 gcagagggcc ttatcagttt ttacagttta accatgcaac acaattaaaa agacaacctg
  1393801 gttcaacgct aaagcctttg gctgtatatg taccagcgtt agaacaagga tatgaagtat
  1393861 acgatatatt aaaagatgaa ccatttaaca ttaaagaata taaaccacaa aatagcgatc
  1393921 atacttttca cggtgatgtg acaatgtatg aagctgtggc aaaatcgtat aatgtttcgg
  1393981 ctgtgtggct attagaacaa attggattag ataaaggatt gaaatcttta gagcgatttg
  1394041 gtattccatt agtaccagaa gatcgtacgt atccgattgc tttaggcggt atgcatgtgg
  1394101 ggacatctcc atttgtaatg gctcaagcat acagtacatt tgcaaatgac ggtgtccaag
  1394161 tggaagctca tgcaattaga gagatacaaa atgctgaagg tgaaacgatt ggaaagtggt
  1394221 ataagaaaga gacacgagtg acgagcgaga aaatttctca aaagatgaca tatttattaa
  1394281 agggtgttgt cgaaaaggga acaggcgaaa aggcgaaagt tactaatgtt gatacagcag
  1394341 gtaagacagg aactactcaa attgtaaatg gcccgagcac cggtgcaaag gattcatggt
  1394401 ttgttggata cacaccagat ttggtaggtg cgatttgggt aggatatgat aaaacagata
  1394461 gcgatcatta tgttccaggt ggtagtcaaa ttacgacgac aatgttccgg gatattatga
  1394521 aaaaagcgaa cgcaaatcca gctcaaaaag cattccagtt atcactcata tctgaggctg
  1394581 attataaaaa acaattgact acaatagaag aggaaaaacg aagaaaagaa gaagaacaac
  1394641 aacgaaaaca agagcagcaa gagtggcttg ataaagtgaa agaatggatt ccttcatttt
  1394701 ggtaaaagaa agaggcgaat aaagaaattc gcctcttttt tgtatgaaaa caaaatgaaa
  1394761 ttttaattgg tagagatttt tgtctatctt aattagctat taattcatat gagatatatg
  1394821 aaattactcg ttaagtataa tgttcgtact gccaaaagat tcggaatcgt atgtgatgat
  1394881 tattttgcct ttactaatag gttcgtaagg taattcttct tcataattac cgttattttc
  1394941 attgtggata gaaagtgtaa tttcatcgat ctttttattt gtatactgat ctttaatcgt
  1395001 ttcagcaatc tggagcaacg cctcggaact agaggctttt gtaataagca ttccttttat
  1395061 aacttttttt cattctttgt ggcattggaa taagggatgt tgctttgttt cgtatataga
  1395121 agtttgtatg gagtagtttt tttctctgct tttgatatag tggaatattt tagagttaaa
  1395181 aaaaatccta catataaaat aatgcatacc ataagtgcaa accaaatgcg tattagtgac
  1395241 ataactctca ttttcatccc tctttcatat ctttgacttc actatttatc atacaaaata
  1395301 aggattaaga tagagtaaat ttgaggtaaa gaaacgtaaa gaaggagcac ttatcctccc
  1395361 aaataagtgc tcctttctat ataaagagag atttaatgca cggttaaacg atacatatta
  1395421 ttataaatat actttttaag cgaaaattag taaattcgga atacagatag tgttgctgtt
  1395481 gtatcgcctg tgttaggaat agaaatagtg tttgctgtag gttgtacaga aattgttgta
  1395541 ccagcttcta aagtaacgat tgtagagaac gatacagcac taccgataac gttagttgag
  1395601 aaattacgag taggtggttg accattgaat gaaataccga atccaaatgg tgaagatcct
  1395661 gggaaagttg tagacgctga gaaactaata tcatatacgc ctgtttctaa aattgttaaa
  1395721 gtatctgcag tgtcattaaa attaatgtta tttatttcga aaacttgatt aaattggatg
  1395781 tttgttccag gggatattgt ttgagcattg gagtttccga ttgccgcaat cgttacagga
  1395841 attggtgtac ccgctggtcc ttgagcacct tgcgcaccag tagcgcctcc gcctccaagg
  1395901 caacctgatc cgtattgaac tagaatagtt tggatctctg ttatgagtct aactagtttg
  1395961 tcaatcgtac aacaatctac tttgaataac ttagcgatat acaataaata attaagcaag
  1396021 ctttgtagct caacgtataa tgctccgcat gagaaaggtg ttgttcttaa aatagttaat
  1396081 aaattagcaa tgatagaatt tccaatttgt ttttgtgctg gggataaatc taagcaattg
  1396141 aggaactttt gtaagttatt gagcgcagct atcaagttat tgatattagt ttgagaaggg
  1396201 ttctgaaaga cagcttgaat agcttggcca agagcttgaa gaagtctaac gaattctgta
  1396261 agttcggact tagagatgtt aatatgacta caagctctta cttcgcaaca atcattacca
  1396321 taaaatactt ttcctttatt tttattgttc atcttttcat tcctttcttt catagaatca
  1396381 atagtcatta ctatatatta aaatgaaatt tatactgaat tcgtaatgga caaactacca
  1396441 tttctaaaaa aataagaaat tgtcccactt agcaaaaagt aagtaaggta tagaatgtaa
  1396501 agaagagaag ttcaacataa aaaactgcat gtcaattgtt gaaggattaa caattgacat
  1396561 gcagtttttt atatgtatta atttaatctt tcaagggctg ttttaggtaa gattggaatt
  1396621 gaaatagtaa aagtagtacc atcttcatta ctagtcattt ttaatgtacc attatgattt
  1396681 tggataattt ttttcgttac tgacaagccc aaacctgtgc cggaatcttt tgttgagaag
  1396741 aatggatcaa agatatattc ttgaatcgct ggtggaatac cagtcccatt atcagtgaaa
  1396801 gtaatacgaa caaaattatc aaggcggtaa ctagtgattt gtatagaaag tttttttctc
  1396861 cttgagcatc gacagcgttc tggaataagt ttaaaaaaac ttgtacaagt tcatggcgat
  1396921 caatatgaac taaaatatca tctaattcag tagaaaaatt ataatcaatt gaaatgttat
  1396981 gtaaaaagac ttcactagct agtaactgtt gaatatactc acgtaaaaat gtattaatgg
  1397041 gaaagggttc tcttgtaaat tcgcgtgttt ttgaaataga taaaaatttt gtaatgatac
  1397101 tatttgcgcg atctaattca ggaataagta agtttttaaa tagttcttta ttagatggag
  1397161 aaacattttc ttgtaaaaat tgtaaatatc ctcgtacggt tgtaagaggg ttacgtactt
  1397221 catgtgcaat accagctgcg attcgccctg ctaacgaaaa tttttctgca tcacgttctg
  1397281 tgtttaaata atgaaaaaca ctaataaccc taaaaatctc tccgttataa tcacgaataa
  1397341 ttcggttatt taaaatgcca tagtttttgt ctaagacttc ttcattatat atttctgtgc
  1397401 ctgttcttaa tgtttctaga gctttaattt tttcttcagg caattttagt aattgttgaa
  1397461 ttggttttcc aattatatca tttcgtacta caccaaaatc atctgctgca gcctgattac
  1397521 ataaagttat atttccttta ttatcaacaa aggttacatg atgtgaaaaa gcatcaaaaa
  1397581 tatgaataaa gtatgtttca agttgtttaa ataaaaataa tgaatcgcaa gtaagttgaa
  1397641 agtcagcctc tttattctct ttttgtatgt tttgaatgga atgagtcgat ctcgttttct
  1397701 ttatttgtaa accaatatgt ggatttttat atgtgaaatg atgtggtaat tgatttacaa
  1397761 gttcttcata aaaacgcact ttattctcta gttcttctat tcgtttttca tgagatataa
  1397821 tatcatcgtt tggaagcata aataaataac ccctcaattt aaaaattctt ccatctagta
  1397881 tatcatattt ttatatgaat actcttaaag atgggactac ttaatgaaat tgattggtca
  1397941 aagtgttcag aaagtgggta gaatggatag aaagtgaagt gaaaaaggga ggaatatatt
  1398001 tgcttttcat tggagtaaca gggtggggag atcatgattc tttatatata gacccctatg
  1398061 aaaatagaaa taaattacga acatatagtg agtattttcc tatagtagaa gtggacagtt
  1398121 cgttttatgc gatgcaacct gaacgaaatt atacaaaatg ggcaatggaa acaccgaaag
  1398181 atttttcttt tatcgtaaaa gcatatcaag gaatgacagg acatatgaaa ggagagattc
  1398241 ctttttctac gttcgatgag atgtttgatg tatataaaca atctattctt cctttaattg
  1398301 aagctagtaa attaaaaacg attttatttc aatatccacc atggtttgat tgtaaaaaga
  1398361 agaatgtaga ttttctccga tatacgaaag aaaaaatgga aggtttgccg tgtgcgatag
  1398421 aatttcgaaa tcaaacatgg ttttatccag aaatgagaga taagacgtta cagtttctag
  1398481 agcaggagaa atggattcat acaatttgtg atgagccaca ggcagggatg gggtcagtac
  1398541 cgctcgtatt agaagtaacg agtgcagaga tggtgttaat acgcttccat ggccggaatg
  1398601 ttcatggctg gcttgataaa ggagaaaatt ggagagcggt tcgttgctta tatcgctata
  1398661 acaataaaga attagaagaa tgggtagaaa gactagaaca attaaaaaag aagacaaagg
  1398721 acatatatgt actatttaac aataattcag gcggagatgc agctgataat gcgaaacagc
  1398781 ttatgaaaat gatgaacatt acatatggtg agccaaagcc tgagcaatta aatttgtttg
  1398841 agtgataata aacaagaaag gcactgtaca aacaggggga atgtacagtg cctttctata
  1398901 tgaaaaagag gggtaacaat gttactgagc gtttggttga ttcatcaatt gttggcttcg
  1398961 taataaatga taatggttat cattatcatt gtcaatagtt ttcctaaaaa taaataaaaa
  1399021 actttttagg agataggagc gatagggaga tctctaatag aagtttggct gaagtaatga
  1399081 gttgtttcga ggtaaatttc tagcaaactc ctgataacgt ataaaaaaag aacagcaatt
  1399141 aatgctgctc ttttccagtg atgaattgtt gtaaatcaaa aggagttatc gcttggataa
  1399201 attcttttga gataagtgtt tgaacaagag tgctctcaga aatagaagca cctgttttct
  1399261 tttcataagc ttgttttaat aaatcaagtt tttcagccgt ttctttcggt aattcaattg
  1399321 ttaaagtgtt cataatttct cccccttact attagagtac cactacaata taggagagac
  1399381 aagaaaagag aatgtgaaac ataaaaaagg ttaccattta taaatggtaa ccttttttat
  1399441 gtataagagt tattaagcaa taccgacata ctttaaagtt tttgatggag tactatgatc
  1399501 aaagaagtgt tgtaaaaatg cgatatcaac acctgatttg tatgcataat atccccaagt
  1399561 ttttcgaagt gtatgtgagc taatcccttc taatccaact tcttttgcag ctttgtttaa
  1399621 aatgtaccac gcatgttgtc tcgtaataga ttttgttcct ttttgagact ttaataatgg
  1399681 ttcattacgt ttccaagttt tacgttcttt catgtagtct tcgattgcgt gctgtaagtc
  1399741 ttcatttaca gcgaaccatt tatgtttttt tactttttca ttgtaaaata aaatggaatg
  1399801 gcgaacattt tcattttcat cgattacatc actaactttt aattgtaaga tttcacttac
  1399861 ttttaagcca gaatttacag ctaatacgaa taataagcca tcacgtttcg aagattgtaa
  1399921 aagtatattt ttgatagttt ctaattgttt ttcattttga ataggttgtc ctgcttgttt
  1399981 catttcacgc actctcctct tttatatgtg taaaggaaag gattaacttg tttctaacta
  1400041 taaagggaga gtgtgaattt catgtgaact cctagtgaaa ttaagacaaa ttatttgact
  1400101 tcttttactt tttgtaaatt aaagtagaat acaacactat tagtcgtatt atatacacca
  1400161 tactcggcat ggtggaggtc taaaatattt ttaacaatag ataaaccgag accagtacca
  1400221 ccagtatgac ggctacgaga tgcatctaaa cggtagaagc gatcccaaat tttttcaaga
  1400281 ctttcttctg ggataggatt tcctgtgttt tcgatttcga tttttactgt atcttccatt
  1400341 gttataacgg agacttgtat tttttctcct tctggcgtat agcgaatcgc attgctaagt
  1400401 aagttcacaa ccacttgctc aatacgacta cgattcgctt tcacaaatat agacgagttt
  1400461 acatctatgt tcacttgtaa atgcttttct tccatgctaa ataataactt tgtatagact
  1400521 tgttgaatta attcaccgat ggagaatgtc gtcatatcta gtttgtacgt acctgattct
  1400581 aattttgcta attctaacat ttcaacaata agtctgttca tattttctgt ttcttctaaa
  1400641 ataacatctg tgtaatacgt cgtatcttta ctaacaccat ctttaattcc ttcagcgaaa
  1400701 cttctaatta cactgagtgg tgtttttaat tcgtgtgata caccagaaat gaattctttt
  1400761 cgcgttttct ctaattgacg ttcacgttca atatcttgtt gtagttttgt gtttgcaaca
  1400821 tttaaccgat cgattcggtc ttttaagttt acagataacg tattaatact accggaaagt
  1400881 ccgccaattt catcgtctgc tgttacaggt aatttctcgc taaaatcaaa attggccatt
  1400941 ttctttgtaa cgcgattaat tttaattaat ggtttcacaa tgatttttga gtagtagaag
  1401001 gataacaaaa taattacgag aaatacgatg attaaggcat aaacataata atctttcaaa
  1401061 acgagcatcg cttcattaac aggttgtaag gatgctatcg caaaagcata ttctgtaatc
  1401121 tctccatttt ttataatagg ttttacaaag atactattct ttatattctc cccgctatct
  1401181 attatataag tgtttaattg ctgcgagtta gcagtgccat ttctaataag ctctgcaaaa
  1401241 tattgaacgg cttgtaatgt ttcaatatca tttgcaagac gaacctcggc tttcgatgga
  1401301 agctgtagct tagatatagt accagtaaac tcaatttgag taacagtttt gtatcggttt
  1401361 gtaagtctat ttttagaagg gttaccacta atagatgaaa aatctgaatt ggtatattcg
  1401421 ttttgccaac gattataatt tgttgtcaat tttattggtg ttattgtgtt gttttgtagc
  1401481 aaaccgacga cgtttatcac atcgtctttt ttcaatccta agttttcgaa tttcttatat
  1401541 tcttcgggtg ttaaaagatt attaagcgga atggaatatg tttcatgatt tttaggatta
  1401601 aatacttcaa tgtagtaatt gttgtcgctt ttaataatgc cattcgtatt taaaaattgc
  1401661 atgtcagcat ttgttttatc atggaattct tgttttaatt ttctaacttc ctcaggattt
  1401721 ttttcgcttt tttcataatt agctacgaat ttttcaaaag cagtttgaac ggtttttact
  1401781 tttttattga tataaaattt ttctaaaaat agagattgcc ctaggaaaaa aaggaggaat
  1401841 atgattgtaa ataatgttga tgttaataga aatagtttaa agacgatact tctgtttttc
  1401901 actgcgtcac ctcttgtgag aaatactgta aatgattact ttattataac aaacgttaca
  1401961 aaaaagtaga ggagaaaatc tgtctcatcc gaaagtagtt tttaataaaa agtcacataa
  1402021 aaagaactcg acagacgtat gacgagttct ttaatgtatt attgttgaat tgctgcatct
  1402081 aaagcgattt caatcatttc gttaaatgta gtttgacgct cttcagatgt tgtttcttca
  1402141 ccagtgaaaa tgtgatcgct tactgttaat acagataacg catttacacc gtatttcgct
  1402201 gctaatgtgt aaagagcagt tgtttccatt tctactgcta gtacaccgta atctccaagt
  1402261 tttttaacca tgtccatgct ttcacggtaa aatacatctg ctgttaaaac attaccaaca
  1402321 cgaacgtgta agcctttttc agttccagca tcgtaagctt tctttaaaag atcgaagttt
  1402381 gcagctggtg caaaatcaaa acctgggaat gttaaacgat tcatattaga atccgtacaa
  1402441 gctgtcattg caataataac gtcacgtact tttacatctt tttgaatagc accgcaagtt
  1402501 ccaacgcgaa ttaaattttt aactccgtag ctttggatta actcgttaac ataaatagaa
  1402561 atagaaggaa cacccatacc tgtaccttga acagatacac gttttccttt ataagttcca
  1402621 gtgaatccta acattccacg aacgttatta tagcaagtaa cgtcctctaa aaatgtttca
  1402681 gcaatatatt ttgcacgtaa tggatcacca ggtaatagaa tagattcagc aatttcgcct
  1402741 tgttttgctt caatatgtac actcatgaaa agtcctcctt ataatgtatt gatagaaatc
  1402801 aatatcattt gcattataca ctacgaatcc ttttaattaa aatcttttta tccttttcgg
  1402861 caagaagact ccatctgatt tgtgttacgg gtgaaaccca acaattcagg tggagatgaa
  1402921 ttgccgtcag tcaataaggc tgaactcttt tgtttcgctt ataacaattt tcccaggggg
  1402981 aatgtttgtt tctttttgtc ttacaatatg tcggaaataa ggagggaata tatcttaaga
  1403041 taacgaaatt ggataattat aatcgttttg ttacttgcac caaaaggaat gaataagtta
  1403101 attctttaag aaaggtggtg aaaacaatgg ctaaaaagaa agcagtgaaa gtattacgga
  1403161 aacaaaagaa aagagaaacg ctgcgacgtt tcacgcagaa gcaaaatatc ggacgagctt
  1403221 gcctgactgc acaagaattt cgtttacttc agcgcatgtc acatagttca aaggcattgc
  1403281 gaaatgttgg gttgtacacg atgaaacaaa gttatttgaa ctacaataaa atggctactg
  1403341 taaaagaagt ggacactgcc atgcaagccg atatgaacta ctggggtatt caatcaaact
  1403401 ctgttcaagc gattcgtaga gccttgttta cagaagtgaa gagctttttt aaagcattgg
  1403461 aacagtggaa gaaaaatcct gagaagttca caggtcgtcc gaagtttcca aattattctc
  1403521 attccaccga caaacgaatt attgaaatct atcaagttcc aaaagtggat gagaacgggt
  1403581 tttggatgat tccgatgagt gttgcattca gaaaaaaatt cggttccatt aaaatacgta
  1403641 tgcctaaaaa cttaagaaat aaaaacatct cctacattga gattgtaccg aagcaaaaag
  1403701 gtcggttctt tgaggtgcat tacacatatg aaatgcacgt ttctcaaatg aagaaacaac
  1403761 ccatgactac gagtaacgct ttaggttgcg atttaggtgt agacagatta gtaagttgcg
  1403821 tgaccaatac aggtgatgcc ttcttaattg atggaaaaaa actaaaatcc attaaccagt
  1403881 acttcaacaa aacgatacgt aatctacaac aaaaaaatgt ggaaaatgga ctttcaaaac
  1403941 gaattgtaac gaacaaaatc gctgcacttt ggcataaacg agaacgacaa atacatggtt
  1404001 acattgcaca aacggtaggt ttgttgttca aaaaagtgaa agaattcgat atagatacga
  1404061 ttgttgtagg gtgtaacgct ggttggaaac aaaactctca tatggggaaa aagaataatc
  1404121 aaaagtttgt tcaaatcccg ttccataaac tgattgcagc aattgagaat aaatgtataa
  1404181 aagaaggtat ccgatttttc aaacaagaag aaagctatac ttcaaaagcc agtttcctag
  1404241 acaaagatcc ggttccagtt tggtctaagg atgataggac gcagtatcgc tttagcggca
  1404301 aacgaattac tcgtggtctg tatcaaagta aagcaggaac atgtattcat gcggatatta
  1404361 atggtgcgct gaatacattg caaaaatcac aagttgtaga attggatggc aatctcaaag
  1404421 taaaaacgcc gattctatta gaagtgcaaa aacggaaggc tgttgcttcg cgcatagctt
  1404481 agtgggtgtg tcaaccatcc atgtgtaccc gacttgtcgg ggcttgtagt acacgccaga
  1404541 ttcatctgag tggtggcttc tttcataagg aagaactgct ctttttcgaa agggtggtgc
  1404601 aagtgggaaa acgatcgttc gttgccagta ccaaccaaaa acatacttgg ggtgttacca
  1404661 taaggtagca tggatgctag agcgtcaact gtctagcgat agatgaaaag acctagtgtt
  1404721 ctaactcaag cccccactga aatgttttat ctcagtgggg gtagttgact atttgtaata
  1404781 tgtgcaaaac agaaggattt cataaattat catctagaat atatatgtaa gaagttttgt
  1404841 atgaatagag actataaaaa cggtaggtga tgttttgaaa aatcttgtca ttggactcgt
  1404901 tgctttgcta tttgttgtag taggcggatt ttacataaaa aagtatcaag aaactacaga
  1404961 gactgtaggt gatgttcagg aagtaaaatg ggatgtatca aatggaaaag gaaatgagaa
  1405021 agcagatatt gtgtttcaat tattaaataa taaaagtagc gaagtgcgtg gtgtgaatga
  1405081 tcaaattcgg gcagttattg tagacggaca attaaaacat gtacaacaaa cgaaacctac
  1405141 atttgcagga aatggatcat ataaagtatc ttctaaaata gcgaaagatg aaggctatac
  1405201 aatattttta tatgaagaca aaaataagtc tgtgcaatca tttgcgaaga aagattttgg
  1405261 gaaagaaata gacgagaaaa ataagaaaaa agtaaaattt ccaatcgata gtgtacttac
  1405321 aaaaaaaata ggggagtatg aagtttctct tttatttggt gcattgcatc cgaatgagcc
  1405381 agtgacgtta acatttcaat ttcaagcgaa aaagggtgag aaattgaaac tacatgcaga
  1405441 gagaggagaa gtggaggcgc tctatatcgt ggatgaaacg agagaaaact ttttatatgc
  1405501 aatccctgtt gatacagatg agcaattaca atatcgcatt acatttcctg ctgaaggaac
  1405561 gtataaaata tggggagatt tctatataaa tggaaagaaa tatgaaaaag aattcattgt
  1405621 acaagttcaa aaaagaaaaa acagctaact atttagctgt tttttctttt tcctattaat
  1405681 tttgttacag agagcattgt aattggtaaa gaatgattct ttctaaatgc taaatattta
  1405741 ccgctccatg ctggtttata tttttcttta aaatgtcgta acccgctgaa actatatgta
  1405801 taacgaacat tattaaagat ggcagcggca actcgttcag accagaaaga ttgtgtcgat
  1405861 aaacctacat ttgaaagtgg cgccatgcca atattaaagg agtggtattc attttctttt
  1405921 gcccactgga ataggtggat gaaaatggca tccataatgc cgctaggtgc atctggataa
  1405981 taccgcatta aatcaacaga caatgatccg tcttgatata ctggcataaa agttgtaaat
  1406041 gcgatgattt ttccatctgc atcagataat gtagcgatag gtgctcggct aatatattca
  1406101 tgatcaaagt atccgagtga gaaacttttc tctttttttc caccgagcca cgcatctgaa
  1406161 acttttcgta attcttcaaa taattcgttt gagaacggtg gctggtgaat agagaatgta
  1406221 tagccctctc gttcaaaacg gttgaaagtt gctcgcatac cggcgcgttt ttttcctgtt
  1406281 attgtaaatg tgttcaaatc aacgacagct tcttcaccaa gcttaaagaa gttgtaaccg
  1406341 aaatcatgat ataaactcat ccatttactt tcgatttggt agaatacaca aatgtatcca
  1406401 aatcgatcag cctcagctaa aaactcctgt aacacagtac ggtaggagga aggatctcca
  1406461 attggatcac ctagcacaac aagacgtttt ccagttatag agaagagaag gagcgctttc
  1406521 ccatcgctac tgaagaagaa ttgtttatca cctaaaaatc ctaaatgact aagtacattt
  1406581 ccgccatgtt catctaaaaa gttttgcaat cttttatcat tagctggttg cccgggaaat
  1406641 tcatttcgat aacgattagc aatgagtgag ccaatcagta aaaatgtagg aacgaaaaag
  1406701 gcagcagcta atgcacttcg tttcacttgc gtaatattac gaacgacaaa atcaggttta
  1406761 aaagcttctt ttgcacctgc aaataaaata cctaagtttt tatataaata taaagttata
  1406821 agtaagaata taaaaacttt tacgatatca gaaagtgaga cttccatttt ctcgcgtaca
  1406881 aatcttttac gaagcatata taatacagcg agtacgatta ataaaataaa cgtttcttca
  1406941 atatcaatcc cttttagcgt attaaagacg gctgctccga ttaaagaaat aatcgtcata
  1407001 tagtaagaac gctttgttcc ataatatatg cctcgtgaaa ggatcaggag gagaatacca
  1407061 aatgttagtg ataagctaaa agaaaattga ataagatgtt ttggagctag aatatgtaag
  1407121 gcgtgtgctc tgtttatact tgttggtaga atggtcgata aaataaccat tagtccagca
  1407181 aatactgtta aagcagcaga ggcccatgaa cctagttttc ctagaaaatc acgctgcaaa
  1407241 gtccatataa caccagttgt ttctaatgca ggcgcaataa aaggcttatc ttcaaacttt
  1407301 ttaatggcca cacctgtcat ttcaaaagct gcaaaaataa gaccaaggca gaacggtaaa
  1407361 atgtaataga caaggcgata taataacata gcaggtagta atacgcctgt atcaatgccg
  1407421 tattgtccaa gtccagttaa aaagacaaga tcaaatgaac ccagtccacc aggaacaaga
  1407481 ctaacaacgc cagctaaagc agcaattaca tacacaccta aaaacttttg aaattcgata
  1407541 tcgatcccaa ataatattaa tatgacgtac ataacaatac cagcagatac ccactcaact
  1407601 aatgaaacta atgagtataa aacagttgga tttttctctt cttctccttc atcttgtcct
  1407661 tccgcttgct tcgtttttct attttttagt ttagagaagc caatgtatat agggacgaaa
  1407721 agagcgaaga agataagaac aggccatagc cacggttttt catgcaaaat aaaacttgtg
  1407781 tctaatattc cgataagacc gaggaacgaa agaatagcta gtccgttaat aaaagcggtt
  1407841 gtcatccaag cgatactttt aataagtttg ccattttctt ttatgtatgg acgatacagc
  1407901 attgtgcgta cacctgctcc aacgagacca ccaaatccaa taaatccatt taaggtatta
  1407961 gcaatccatg agatacgaaa aatcttttgg actggtatat cagcttttaa ataacgaagc
  1408021 ataacatagt cataaaagaa cattgtggat acggcaaatg caccaagtgt aattgctaaa
  1408081 aagactcctc cggttggaat gtttttaatt gtattgattg cttctaaaaa agaaatgcct
  1408141 gctaattctt tttttgcttg aaagaataca attgttaata caacaaatgg gaagataatt
  1408201 ttcccgattt gtaagaaacg tttccatgaa aacgacataa atacaactct ccttgtataa
  1408261 gaaaactgag acaataatat tattatgaca aacttcaaga aaaataaaaa ggtaaattcc
  1408321 tgtataagga agctattttt tataaggatt atatttgaaa gagtatttcg tttgtcagaa
  1408381 aattaagtta aaataaattg aaagaaggaa gagaggggaa gtaaatgatt ataataggtt
  1408441 atgcgggata tgagttagag aaagcaaaac ctaatacatc agaagatttt tttaatagat
  1408501 ctgaagtgac atatatatta aataataaag aaagaacttt ttctgtttta tatgttcgat
  1408561 attttgaaga agttttacaa ggaattactc tttttgaagg aaatacagta tgtaaagtag
  1408621 aagaacaaga catacattta cgggatattg tagcgatatg ctgtttacta aaagagaacg
  1408681 agctccgtac gcaaaaacgt ttgtatttaa ataatataga agaatttcaa caatattttg
  1408741 ataaagaaac gctgttgaaa gtacaagaaa tattggctga attacataaa aataaaagag
  1408801 tagaaatatc gtgaaatggc aaaggagaga ggaaaatgtc taatttgatg gttgagaatc
  1408861 aaacagaaca agtttctata tttttagaag atgctattac tttgataacc aattatgtga
  1408921 attatcatac gttaccttct ttactagaag aaactccagc aggaaacgag caatattata
  1408981 aaggactatt agcatcaatg agacgtcttc ttgttttttg tgaagaaggg catgatgcat
  1409041 gttttgtttt gttaaatagc cagccatttc gaaagacagc agctgaaaaa accttatata
  1409101 agatttacca tcaagtaatt gcagaatttt tctcaccaaa aagtgattat tggtatgaaa
  1409161 atagtcgatc tgcttataca gggaaaaact gcattgtgtt tcaacaaaca ccacctgcat
  1409221 ctgtagagga agtaatgaag agcttagagg gtaaattcca attgatgcgt gaagaattag
  1409281 aatattatga gacggattat caaacaaaga tgttacacaa atattaactg cgaaaaagaa
  1409341 gctgagggga cttagcttct tttccttttg tacagttata taagagattt cctttgaata
  1409401 tatttaaggg gatagcatta aggaggtgta acatgagtca gcaaggtgta tttacagatt
  1409461 actttcatga agtagaaagc tggtgtgaaa gtgttcttca cgtattagat agccgtgcaa
  1409521 tggaagtgta tgatgtccat atgcttgctt ataaaattca aacgttatta gatcgtatga
  1409581 aagaacatga gtacgacaca gatgcagagt ttatgtatga aataagtgat gatgtagaac
  1409641 atattcagca tcatttgcaa gaagtatttg tacagggaga agaggaatat gaactatgtg
  1409701 aaagagggga tagtgaacga gctgttccaa ttggaggaca tacactccca ccattaccgt
  1409761 atccgtataa cgccttagaa ccatatattt ctagagaaat tatgatgtta caccatgata
  1409821 aacatcatcg tagttacgta gaaggattaa ataaagcgga gaagatgatg gaagaagcga
  1409881 gaaaaacaaa tcaatttgat ttaattaagc attgggaaag ggaagctgct tttcatggat
  1409941 ctggtcatta cctgcacaca atattttgga ataacatgaa aaaaggtgga ggcggaagtc
  1410001 caagaggggc tctttcacac cggattgaac aagattttgg aagtttctta cgttttcaaa
  1410061 aacattttac agaagcagct tctaaagtgg aaggatcagg ctgggcaatt ctcgtttggg
  1410121 tgccacgatc tggaaggtta gaaattttgc agagtacact tcatcaatta tttacacaat
  1410181 gggatacgat accactcctt gtattagacg tgtgggaaca tgcgtattat ttacaatacc
  1410241 aaaatcgtaa agatgaatat ataaaaaatt ggtggaatgt tgtaaattgg cctgatgtcg
  1410301 aaaaaagatt tgaaagtgca aaacaaattg aatggacacc gtattagacg caggttttct
  1410361 gcgtcttttt tattggaagg agaaggagat ttcgttcata ttttaaaagg ccaagcatac
  1410421 acttgtacaa aaagtgccaa aaggacgtgg gggggaaata tgagacgaat ttgtgtaatc
  1410481 ataacgcttc ttattattta tgcaagcgtt atgccaattc ctacatatgc aaagatgaac
  1410541 agcaatgtca gtgctcgtaa tgctgtatta atggaacaac attctggacg tgtattatac
  1410601 ggaaaagcag aacatgagcc gcaaaaaatt gctagtataa caaaaattat gacagcctta
  1410661 ttagctgctg aatcaggaaa gatgaaagaa agggtattag taagtaatga agcggtcagg
  1410721 gtcgaaggat ctgcaattta tttaaagcct gggcaaaaag tgaagctaga ggatttagta
  1410781 tacggactta tgcttagatc tggtaatgac gcagcacaag taattgctga aaatgtagga
  1410841 gggagtatag aagggttcgt atatttaatg aatgaaaagg cgaaacagat tagaatgaaa
  1410901 gatactcact tttcaaaccc acatggtttg gatggagatg gatctcatta ttcgtcggcc
  1410961 tatgacatgg cacttttaac gagatatgca atggggaacg agacttttaa ggaaattttt
  1411021 ggaacaaaaa cgtataaatc agattcgtgg gattatccgt ggaaaaacaa acataaactt
  1411081 gtgacgtcgt attatgaatt tgcaacaggg ggaaaaacag gtttcacgaa gaaagcagga
  1411141 agaacgcttg ttacaacagc atcaaaagat ggactagatc taattgtcgt aactttgagc
  1411201 gcttctagtg attgggatga tcatatgaat ttatttgata aaggttttga ccgtttcgaa
  1411261 caaacaaaag ttttaggaca aggagcactt gctgaaataa ccgaaaagaa atacgccaat
  1411321 catgtttaca cgaaaaatag tttttcagta cctttaactg aagaggaaaa aaagagcgta
  1411381 gtattaaaag ttgaactaga taaaagtgca aagcttgtgg atggagtaaa ggttggaaag
  1411441 acagacgttt atgttggcaa tgagaaagtt ggagaacgga atttatttta tagtaaacga
  1411501 aagttagtag ctacaaccgg gatgtactgg aataatgtga aagaaatttt ttcttacatg
  1411561 ataggtgttg gtagcgatgg ttaatctcgt atgggtagcg atggcagtca tagggattgt
  1411621 atatgcgatg ataaatggaa cgatggaagc aataaataaa gctgtatttg atggagcgaa
  1411681 agatgcagta acaatttgta taggactgat tagtgtttta gtattttggc tcggcttaat
  1411741 gaaaattgca gaggaagctg ggttgttaaa aaagttagtg gcacttttta tgccgatagt
  1411801 aaaaaggttg tttccagaaa taccgaagga tcatccgtca atgggattta ttttatcaaa
  1411861 tatgatggcg aatttttttg gattaggtaa tgcagcgacc cctcttggca ttaaagcgat
  1411921 ggaacaattg aaagagttaa atggagggaa ggattcggcg agtcgttcta tggtaacgtt
  1411981 tttagcatta aatacatcag cgattacttt aattcctacg accgtcattt cgattcgaat
  1412041 gacgtatgaa tcagcaaatc ccaccgaaat cgttggggta acattcattg cacaagtact
  1412101 ctctatgatc ggagcgattt ggattgaccg ctatttttac cgaagaagga gtaggaaggg
  1412161 gcggaaaaaa tgagcattgt caatacgata tcattatggg taatcccttg tgtcattggt
  1412221 tttatccttt tatatggaac gataaagaaa gttccgacgt atgaatcgtt cgttgaagga
  1412281 ggaaaagaag ggattcaaat tgcaatttcc attttaccgt ttatggttgg aatgctcgta
  1412341 tctatttcta tatttcgagc ttcaggtgca ttagatgcaa tgatatcagt gatgaagccg
  1412401 atgttagatt taattcatgt cccagcagaa attgttccac tagcacttat acgtcctatt
  1412461 tcgggctctg ctggtttaag tattacgacc gatttaattg cgacgtatgg accagactcg
  1412521 ttcattgggc gattggcttc tacgatgcaa gggagtacag atacgacttt ttatatttta
  1412581 acagtatact tcggagctgt tggaattaga aaaatgggag atgcattaaa agtaggactt
  1412641 tttgccgatt taatcggaat tatttgttcg attgtgtttg tttctttaat gtttaagtaa
  1412701 tactattcat tttttatgct atttcgctta taatacgtat acgaccacta ttaaggtgtt
  1412761 gcttaatagt ggttttttta tgcggtattt ttgacaaaat aatgaacttt tattgtgagc
  1412821 aatatgaaaa atatggacaa taataaaagg taaaaacatg gtttgacctt tatatgttta
  1412881 ttatcatcgc tatgttgttt aagtaagatg gagcgaaaag ccgtcaagtg tatgcggttg
  1412941 ccaagtcttt ctaatgtaag gtaagataaa ttcgaggtga aaaaaagaaa tgaaacgatt
  1413001 acaaaaagtg attgcgcaag caggtattgc atcgagaaga aaggctgagg aattaattca
  1413061 gcaaggaaaa gtgaaagtta acggaaaaat agtgaaggag ttaggaacga aagtaactcc
  1413121 tcaagataaa gtagaagtaa ataacatccc tcttgaaaaa gaagaacctg tttatttttt
  1413181 actatataaa ccaactggcg taatttcaag tgtatcagat gataaaggaa gaagtgttgt
  1413241 aacagacttt ttcccagaaa ttacacaacg tttattccca atcggacgtt tagattatga
  1413301 tacgtctggc gtattattaa tgacaaacga cggggacttc gcaaacgtat taatgcaccc
  1413361 tagatataaa gttgaaaaaa catatgttgc aaaaataaaa gggcctctaa caggtgaaaa
  1413421 aatccgcatg ttagaacgtg gtgtgacgtt agaagacgga aaaacagcac cagcgcgtgt
  1413481 gaagattatt tcttgggaca agcgtaaaga aatggcgatt gtacaactaa caattcatga
  1413541 aggacgtaac cgtcaagtac gtcgtatgtt tgaagcttta gactgtaaag tagtgaaact
  1413601 aaagcgtgaa cgctacgcct ttttagaagt gggtagcttg cgacctggtg atgcaagaga
  1413661 attgacacca catgaggtga aacaattacg tgcattggct tccacaaagc ctcgctaatc
  1413721 gatattgtga aactttcacc agtggaatgt tccgctggtg atttattaaa aaatacatat
  1413781 attcatcact cgtcgaagag aggggaaaca atatgaagaa aaatcgctta ttatttcgcg
  1413841 ttatcattct gctcatttta agcggtgctg taggatttac actttatcaa ggattctttg
  1413901 ctgataaaga gaaaatgcaa attggaaaag aagcgcctaa ctttgttgtg acggatttag
  1413961 aaggaaagaa aattgaacta aaagatttaa agggaaaagg tgtattttta aatttttggg
  1414021 gtacgtggtg taaaccttgt gagaaagaaa tgccttatat gaatgaacta tacccaaagt
  1414081 ataaagaaaa aggcgttgaa attattgcgt tagatgcaga tgagacggac atcgcagtaa
  1414141 agaattttgt gaaccaatac ggtttgaaat tcccagttgc cattgataaa ggacaaaaaa
  1414201 ttataggaac atacggagta ggaccattac caacaagctt cttgattgat aaagatggaa
  1414261 aagtagtgga gcaaattata ggtgaacaaa cgaaagaaca gttagaagga tatttaaaga
  1414321 aaattactcc gtaataaaga aagcctttac ataagaggtg cgtgtctata gtgcctctgg
  1414381 tttaaaaatt ctgagtattg cggtaacttg aggttagaat atacaatagt acatatagat
  1414441 acaggggcgg tgagagtgtt gaaagaaatt aaatgtgaat gtggacatgt gaatccgata
  1414501 ggaaccgttt tttgtgaagc ttgtgggaaa ccatttgaaa gcaatgaaaa tataaaacta
  1414561 ttggatatgc gctatgaggg gagtgctcgg agatctctca cgcaaacaaa aacgatagtc
  1414621 gataaaattt ggagcttttt ttcttctgta aaagtgggtg tatggctaat tgtaatcact
  1414681 ttagcggcat cggcgatagg aactattttt ccacaagaaa tgtacataac cccaggaatt
  1414741 gcaccagctg aatattataa acaagaatat gggtttttag gacaattata ctatcaatta
  1414801 ggatttaata atttatacgg ttcatggtgg tatatgattt tgattgcttc tatcggtatt
  1414861 tcacttgtga tatgtagttt agaccgcgtt attccacttt ataaagcttt aaaaaaacaa
  1414921 ggggttaaaa gacaccctag ctttttaaag agacaaagat tatacggcac tggtgcaccg
  1414981 caagatggtg acctggaaag agtgcaaaag aatttaaaga aagtgaacta taatgtgaaa
  1415041 gtggaagacg gaaacatttt agcggaaaag ggacgtttct cacgttgggg tccatatgta
  1415101 aatcatatcg gtcttatcat ctttttattc ggtgcgatgc ttcgtttttt accaagtatg
  1415161 tacgtagacg aagcgctttg gttacgtgat ggtgaaacga aagaaatacc aggaacggat
  1415221 gggcaatact atttaaaaaa tgagaagttt ataaaggaag tttatgataa aagtaaggat
  1415281 aaagaagttt ttgatgaagc aattgaccgt gtaggcgata aaatgattgc gaaaaacttc
  1415341 caaacgaatg ccatattgta taaagcaata ggtgaaaata tagcaggaga aaaaccgaaa
  1415401 ttagaaaaag taaaagaagc ggaaattcga gtgaatgaac cgttgaaatt tgatcaattt
  1415461 gcagtgtatc aagtggatta caaagaaagt gaatttaaaa gtatgtcctt taacttgcaa
  1415521 aataaagaaa ataatcaaaa atggggaccg attaaagtcg atttaacgaa tcctatagaa
  1415581 aaatatgatt taggaaatgg ttattcttta gaactattaa actatttccc agatttttat
  1415641 tttgatgaga atggaagacc aaatacaaaa acgaaattac caaacaatcc agcattcgta
  1415701 tttaaaatgt ttacacctga aacaccagat ggtgaagtga gttttgttgg tatacagcaa
  1415761 aatatagaag ctgatgggaa taacaaatat aaaatgtcct ttgcaggtgt ggaaatgcaa
  1415821 aatgcaacag cacttactgt aaggaaagat ttaacgcttt ggattctcgg tattggagga
  1415881 tttatattta tggttggtgt gattcaaggt atgtattgga atcatcgccg tatttggata
  1415941 caacgcgtta atgatgaatg gtggattgca ggacatacga ataaaaattg gttcggttta
  1416001 aagaaagata ttgaaagagt actagaaggt acagcaattc cgcaaccaaa tgataaagta
  1416061 gtcgataaaa aaattagtta aggtggggaa atgatatggt gcaaataagt agtaactttc
  1416121 tctttaccgc atttatttta tatttaattg caactctatt tttcggggga gcaattaaag
  1416181 aaaagggtca taaatgggca aatgtaggaa taacgattac aattttaggg tttattgcac
  1416241 aaacagttta ttttgtaaca aggtggatcg catcaggtca tgcgccagta agtaactttt
  1416301 ttgaatttgg tacgtttttc ggtatgatgc ttgtaggagc atttattgtt atgtatttta
  1416361 tgtaccgcgt aagtataatt gggctctttg cattaccagt tgcgctttta ttaattgcct
  1416421 acgcgagtat gtttccgagg gaaatatcac cgcttattcc atctttaaaa agtaattggt
  1416481 tacatattca cgtgacgact gcagcagcag gacaagcaat cttagcgatt agttttatta
  1416541 cgggcgttat gtatctattg aaaaatgtag atcaatcaac gagaagcaaa cgtacatttt
  1416601 ggttagaaac ggtcgtgttc acgcttgttt gtacagttgg gtttattgga gtgacaacgg
  1416661 tattttctag tatgaaatat gaagcgaagt ttcaatgggt tgataaaaat gaacaacaag
  1416721 tggaaatgaa gtacaatctt ccggctttag tagggccgca tgaagggaag ttgctgacag
  1416781 aaaataaatt agagccgaca gttgaagttc cagcgattgt aaatgcgaaa aaattaaata
  1416841 ctgttatttg gtcagtgtta gttggaacgt tactgtatat cgtattaagg ctaattttac
  1416901 gtaaacgagt atcagcggca cttcagccgt tagtgaaaaa tacgaacagc gatttgttag
  1416961 atgaaattgg atatcgttct attgcaattg gattcccagt tttcacgtta ggtgcattaa
  1417021 ttttcgccat gatttgggct caaatagcat ggacacgctt ttggggatgg gatccgaaag
  1417081 aggtttgggc gcttattact tggctctttt atgctgcggc attacattta cgtttatcaa
  1417141 aaggatggca cggagataag tcagcgtggt tagcggtaat tggttttgca atcattatgt
  1417201 ttaactttat tgtagtaaac ttaattatcg cgggtttaca ttcatacgca tagagaaata
  1417261 aaataggaga gtgtatgtca ctttcctatt ttatttttgt caacttttct tcttttttga
  1417321 gaaaaacatg acaaagtagc agttgatttt gtaaaatgat gtcgaggaca ttatatactg
  1417381 ttcaaaaaaa atacatagtt ttggaaaaaa attgaacaaa ctttattatt cttgtgaagc
  1417441 atagtatgga aagtgaaaca tttagaggat tgcttaaata aacgagaata gcgcaacata
  1417501 atagtataga agggtaggtg tgaaccgttg tggtaaaagt acgcaacggg tagaaatgga
  1417561 aaatgaatca agaattttaa ttgtagacga tgaggatcgt attcgtcgtt tgttgaaaat
  1417621 gtatttagaa agagaacaat acacaattga agaagcagac aatggtgata cagctttaga
  1417681 aatggcgttg caaaatgatt atgatttaat cctattagat cttatgatgc ctggtaaaga
  1417741 tggtattgaa gtatgtaaag gggttcgtga gaagaaagca acgccaatta ttatgttgac
  1417801 agcaaaaggt gaagaagtaa atcgagtaca agggtttgag gtaggaactg atgattatat
  1417861 tgtgaaacca tttagcccac gtgaagtagt gcttcgagtg aaagcggtct tacgccgttc
  1417921 tgtaccaaca acattcttta cacaagatac aacgacaaaa gatgttactg tgttccctca
  1417981 tttaacaatt gataatgatg cacaccgtgt tacagcagat gggaatgaag tgaatttaac
  1418041 accgaaagag tacgaattac tattattctt agcgaaagcg cctgataagg tatttgatcg
  1418101 tgagcaattg ttaaaagaag tatggcaata tgaattcttc ggagatttac gtacagttga
  1418161 tacgcatgta aagcgtttac gtgagaagtt aagcaaaaaa tcaccagatg ctgcgaagat
  1418221 gattgttacc gtttggggcg taggttataa gtttgaggtt gtgaacgact gatgctttgg
  1418281 agaagtgtag tagggaagtt atggatgacc atattacttc tcgtttcgtt cgtgcttgga
  1418341 tttgttgcga ttttactttc gcagtttttt agaacatatt atgttgatat gagtgaagct
  1418401 aggcttcaaa aagttgcaac aagtgtttca gagttaattg aagaaggtgc cgatgtaaaa
  1418461 acgattgaga acatcgcgta caaattttct gatccacttt caaggattat tattgtagaa
  1418521 gagggtaagg aaatctcttc ttcaccgaaa caagaagggt tagttactct aacaatagat
  1418581 gatttaaaag aagataaaga attagctgct gtttttacgg acaaaaaaga aattaaaaat
  1418641 aaagttagaa aagcgtctaa tagtaggaag aataaaaaca ccgaaaatga tattatgatt
  1418701 gtcggaaaac cagtacagtc aaaaaatgaa agtgcagtgt ttgtatatga atctttacaa
  1418761 gtgccgatac aaggtatgga aagaacgact gattttatat tcttatcagc agggattgcg
  1418821 attatattaa caactttctt tgcattcttc ttatctactc gaattacagc accacttcgt
  1418881 aaaatgcgtg aggttgcttt tgaggtgtcg cgtgggaagt ttgatgcgaa agctcctatg
  1418941 gtatctcagg acgagattgg tgagcttgca acggccttaa atcaaatggg aaaacagttg
  1419001 aagtttaata tgaatgctct gcagcaagag aaagaacagt tagctagtat tttaagtagt
  1419061 atggcagatg gggttattac attaaatcaa gaaggtgaag tcgttgtaat caatccgccg
  1419121 gctgaacatt tcttacaagt ttggcaagaa gaaaaagaga tagagctcag taagaaactg
  1419181 ccttctgaac ttgttgaact attccatctc gttgtagaaa gcgaacaaca acaagtggtt
  1419241 ggaattaatt tacaaaaagg taactatgtg gttcttatga cgccgcttta caatcaaacg
  1419301 aaaattcgcg gggctgtagc tgtattgcgt gatatgacgg aagaacgccg tcttgagaag
  1419361 atgcgtcaag actttattgc gaacgtatca catgaacttc gtacaccgat ggtcatgctt
  1419421 caagggtata gtgaagcaat tttagatgat attgtgcaaa cgaaagaaga aattaatgag
  1419481 tttgttcaaa tcatttatga tgaatccgtt cgtttaggta aacttgtaaa tgaattatta
  1419541 gatttagcgc gcatggaaag tggtaatgta gagttacata taggtgaagt tgatattcat
  1419601 ccttttgttg aaaaaatagg tcgtaaattc caagggattg cgaaggataa agaagtcgcg
  1419661 ttaacagttg atttcaaaga ttcaattgag cagtacccgt ttgatgcaga tcgtatggaa
  1419721 caagtattga cgaatttaat tgataacgca atacgtcata cgaacgcagg aggacatgta
  1419781 acgcttgtaa ttgatacgaa aaataatggt cttatttttg aagtgcaaga ttcaggcgcc
  1419841 ggtattccag aagaagatat tccattttta tttgatcgtt tctataaagc tgataaagca
  1419901 agaacacgtg ggaaaaaggg tggaacagga ctcgggcttg cgattgcgaa aaatattgtt
  1419961 caaggccatg gtggtaaaat ttctgtatca agtgttgttg gagaaggaac tacattctct
  1420021 gtatatttac cgaatcgtat aatttagata tacgttttta aagttgataa tgaataaagt
  1420081 tctgctgttt ttttattttt ttgtaaactc aattaaataa agaatggtag aacttttttc
  1420141 tatcttggtc gaattaaaaa taacaagaga ggtgctgtga agaaatgaaa ttatatacaa
  1420201 aaacaggaga taaaggaacg acaagtgtaa taggtggcag ggttgataaa gatgatatcc
  1420261 gtgtggaagc gtatggaaca atagacgagg caaattctca tattggatat gcgatgacta
  1420321 agcttcaagg tggggctttt atagatattt acaatgagct cgaaaatatt caacatgaac
  1420381 tatttgattg tggaggagac ttggcaatag tggaacaaaa aattccttat aaagtgacaa
  1420441 ttgagatggt tgaaagttta gaaagaaaga ttgatttata tatagaagaa gccccgccac
  1420501 tagaacgctt tattttgcca ggtggtagcg aggcggcggc tactattcat attgcacgta
  1420561 ctgttgtaag gagagcagaa cgctctatag tatcattgca aaaagaagtg aaaataaatg
  1420621 aagttgtatt aaagtatgta aatagattat ctgattattt gtttgcgata gctcgagtaa
  1420681 taaatgcgcg attacaagtg aaagatgtgg agtataaccg tagtgcatta gtttttcgtg
  1420741 ataaaaaaga gaaggaagtg gagtaattca ctttcttttt ttgtatactt ttttctgtaa
  1420801 tataccaaaa tagagaaggt atggtggtaa ttagaaaacg gaggatgtat atgaaagttt
  1420861 taaaatgcgg tgtcatgtta ttgagtatac tgtttgtatc tcaattacat gtttatgcag
  1420921 aagaaaatcg atggacatgg cctgttgaag gtcagataag tgattatttt gggacaaggc
  1420981 atggaaaaca ctatggtatt gatgtagctg cgccgattgg aacgcctgtg gtagctatcc
  1421041 aagatggtaa ggtaacgagg tcttattatt caagtagtta tggaaatgtt gtatttatta
  1421101 aacacggaga atatgaggct gtatatgcac atttaaataa gagatatgtg aatcaaggag
  1421161 attatatttc caaaggagaa aaaattggag aagtagggaa cacgggagaa tcgcgaggtg
  1421221 cgcacttaca tctagaactt catcaaggaa gatggacgat ggcgaaaaag aatgcgatga
  1421281 acccattgct tgttttaagt gaacaaagaa atgaagttgt ttcttcgtca ttatatgtcg
  1421341 tacaaaaagg agatacttta gttagtattg cacggaaatt tagtatgaca cttaaggaaa
  1421401 ttaaagaaaa aaatggattg cagcaagagc taatttatcc taatcaacaa ttatatgtta
  1421461 agtaaaggaa acgcctcaaa aattaaactt tgaacaaatt tatgttcttc ttaaataaga
  1421521 ttcaatgtaa atgaaattat atgggcgctt ttgctagaac tattgagtga atcagagcat
  1421581 ctatatctaa aagaaaaccg tcccaaaatt tattttggga cggcttcttt taccaaaaaa
  1421641 taaagacaca tataaatcca gaaatagcta aatagctata taagtaaaaa acttttgttc
  1421701 ttgttttctc ttttgttcga aacagtacga tagtcggttc aattaaaccg attgtcaaac
  1421761 aaagtaggcc aagaagcata caaccaatcg aaatagaata cagggcgatt tgtggtgctt
  1421821 gaaatggaat catccatttt aataaaaatg caataagtgc agtgtaacaa atactaccga
  1421881 tgtatttatt cagtggtgta ttagaacgaa aaccaggaag tttttttaag aaagagcggg
  1421941 aaacaacttc tgtttgtaaa gatgtatgct cttcaataat tttttgagct tcttttcctt
  1422001 tttgaaaaag agataagatc caatttcgct caccctgaaa aataaattga gaagttgtca
  1422061 aatagtgatc aatcttcact ttattccaac tcttccacgg atgacgctca cacaatttta
  1422121 atttactttc tgttttttta tcatactgat aaatactgat gccatcttca tcgaaagtag
  1422181 catagtatgt ctcgtttgag aatgtgccta aatcaattgg gcagtagaaa agtaattctt
  1422241 tttttaagta aaagtattct tttcttaagt tttttttcat tgcttctcga atagaatgtc
  1422301 tcttgtcttt tttcatgaca tttcctccat aactcagaaa atgttcttat cttaacaatt
  1422361 caatatctta tcacttttaa ttatatatga ctaggtaatt caaaagagaa atgccgaata
  1422421 ataaaaaata tggattgtat tgtaaaatat ctcgcaattt atttgttttt acgaaaaata
  1422481 aataactaat tttaaataag ttacaatttt ttagtttaca atgctatgag gttgttgtat
  1422541 aatgaagggg aaaatagaat atcggtctat cttcggggca gggtgaaaat cccgaccggc
  1422601 ggtgatgaac tatttatgat tttgttctaa gcccgcgagc cgttaaggca ggatttggtg
  1422661 tgattccaaa gccgacagta tagtctggat gggagaagat ggaggttcaa gcgttcaaaa
  1422721 aagatatgga tttgaacgtc tgtttgatgt gccttaaatt ctccctttgt gtaaaacaca
  1422781 aagggttttt tcgttctatg aaaaataggc atagcagaac ctttccactt tccatgagat
  1422841 gatcgatgga aaaggagaga gaaagatgaa acaaaaaaac agtgtagtgc agatggtgag
  1422901 tgtagcgatg ctaagtagta ttgcatattt actaatgatg ttggatttcc cgttcccagg
  1422961 gcttccgcca tttttgaaaa ttgattttag tgatgtacca gctctaattg cagcaattat
  1423021 ctttggacca gtagcaggag tcattgtaga ggcgataaag aacattttac attacgggat
  1423081 tcaaggaagt ttaacgggag taccagttgg agaaattgca aactttattg caggatgttt
  1423141 atttattgga ccagcagctt tcttatttag aaagtatcgt actgtgaaga gtttaactac
  1423201 aggattaatg ctagggacaa ttacaatggc acttattatg agtgtattaa actacatcat
  1423261 catattcccg gcttacactt ggtttttaaa ttcaccagct atgtctagcg aagctataag
  1423321 aacaacggtt gtaacggcga tcttaccatt taatttaatt aaagggattg ttgtaacaat
  1423381 tgtatttgta gcattattct cacgcctgaa agtatgggtg tttgcaaaaa tgaaaaatgc
  1423441 ataatatata ctaaaaccat tagtagtgtg aaactactaa tggtttttta ttaagtaaaa
  1423501 taaagtttag atacaaaaaa tgcccctcat caatatgagg ggcatttttt gaagttaata
  1423561 aaagactatt cgaattttaa agcgtctccg tcgaatgatt cgtcagcaac tttaattgag
  1423621 tcagttggac agccttcgaa tgcatccatc atatcttcaa ttaatacatc tggaatttca
  1423681 acgatacctt ggttatcatc taatgttaca aatgcaatac cttcatcatc atagtcataa
  1423741 atgtctggtg cagcagcgcc acaagcacca catgcaatac aagtatcttt atcaacgatt
  1423801 gtatattttg ccatcttttt tccctcctga taatatgtat gtgaaaagct cgccataaaa
  1423861 attataacct tattgtaaaa cggtttgtaa aacttttcaa cataaaatta taatgataat
  1423921 gcttatcaat tagagtgtca acttattttt gaattatgtc ataagatttt caaaatacgt
  1423981 aaatatgatt tcgtttgata caatagaata tatacaagta tatagttctt atataataag
  1424041 tttaatgagc gacagtagat agtgtaattg tactgaaaag aatgaagtta agattggaag
  1424101 gtggaagcgg tcatgcaaat acaatatact ttgttgcatt gtttaaaaca attgaatggt
  1424161 gaaagaaccg tttcttctat ttattattta ctaaagggca aacgttcttc gcaaacttta
  1424221 caagatggaa atatgttccg aatttctttt ttgttcggaa tatataaatc attaaataga
  1424281 aatgactatg atggtgaagt tgcaaagttg ttgcaagcgg attttattca agaaatacat
  1424341 gaaaatacat atgtgttaac acctacgggt aaaatgcagt tacataaatg ggaggaagtt
  1424401 tatgcttttc cggcgcattt gcatggttta cattatggtg aattaggtga aacattttgg
  1424461 aaaagattat cattaattat tcaaatcata tcaaatttac aacagaataa tacgaggttt
  1424521 attccaattc agcaagatac agaaataatg atgtgggtga aacgttttct aacaggaagg
  1424581 ccatataaga gaagtgagtt ggcgagaaaa ctatggacgg aagtacataa tcttttagaa
  1424641 aagagtaatg cgatagaagc gacgattgta acatatcgat taacaggtta tgaacgcatt
  1424701 ggttgtacat tgcaacaatt agcagaaatt acgaaacaag atatattcag ggtgtatttt
  1424761 ttattttggg gtacaataca tttctttata caagaagttc gtgataaaga aaatgaattt
  1424821 ccactattag ctgaaattat atcttatcca aatgagagag ctgaattatt tagtttatcc
  1424881 acgaaaaaaa catataattt ttggagacaa ggacgttctt tagaagaaat agcgacgatt
  1424941 cggaatttaa aggttgcaac gatagaagat cattttgttg aaattgcttt gcgagaaaaa
  1425001 gatttttcta ttgaaatgtt tatggaaaaa gaaaagatag acaaagtaat aaaagtaatt
  1425061 gaagcattgc aaacgcggaa gttacgtgtt ttgaaacaag cggttggaga agatatctct
  1425121 tattttgaag ttcgtcttgt attagcgcgg atggagggtg taaatgaaac ttgaagaata
  1425181 tttatataag tggtttggat attctgaatt tcgtccaggt caaaaaggag taattacaga
  1425241 tttattagaa ggaaaagatg tgatagcaat gcttccgact ggaagaggga aatctatgtg
  1425301 ctatcagttt ccggggctta tgcgagaagg aaccgtgctt gttgtatcac cgttattatc
  1425361 tttaatggaa gatcaagtga cacaattaaa gtatgttgtg aaagaccgag tgatagcatt
  1425421 taatagtttt cggacattaa atgaaaaaag agaagcgatg aaaaaattat cttcatataa
  1425481 atttattttt gtttcaccag agatgttgca gtcggagtta ttaattaggg aattgaagaa
  1425541 aattcatatt tcattatttg ttgttgatga ggctcattgt atttctcaat ggggttatga
  1425601 ttttagaccg gactataaaa aacttaatgt agttattgaa aatattggtt ctcctacagt
  1425661 attagcattg acagccacag cgacaaaagg ggtactgcag gatatcgcag atagtttaaa
  1425721 tttaaagggt gccgcggaac atgtatactc tattgatcgt cctaatattg caatggatgt
  1425781 gcaatttgta gagacgatag aagaaaagaa agaggcgctt ttagagcagg tgatgtattt
  1425841 acaagggccg gggattgttt attgctcaag tagggcgtgg acagaaagat taacggaata
  1425901 cttgagaggg aaaggtgtta ctggtgtagc tttttatcat ggtggtatgg aacatgaaga
  1425961 gcgtatgtta attcaacagc agtttatgaa caatcaattg caacttgtaa tatgcacaag
  1426021 tgcatttggt atgggggtaa ataaggcgaa tacgcgatat attattcatt ttcattatcc
  1426081 aactaatata gcttcttact tacaagaaat cggaagagct ggaagagatg gcgaaccgag
  1426141 tatagctatt ttattatgta gtccgttgga tcatgattta ccaatttcaa tcattgagga
  1426201 tgaactgcca agtaagtcac aaatacaatt tttattttct ttactacaag aaagaatgtt
  1426261 tcaaacgaaa gaattaccaa tagaagatgt agaagaaatt tgttataatg cagcaagatt
  1426321 taatgagcaa tattggcgtt tcgttcgtta tcatctcgaa caggttggaa ttatacaaca
  1426381 acgaagatta ttattagaag gtttgtcaga tgaaatcatg aaccgattaa tagctgaagt
  1426441 agaaataagg ttgcgtaata aatatagtga gctagaaaat atgaagtcat ggatacaagt
  1426501 taaagggtgt agacgtgaat atgtgctgca acagttcggt tataggaaag agcaagagtt
  1426561 aatgaattgc tgcgattatt gcggtattac caaagaagat tataaaaaaa gacgagcgca
  1426621 acaatcggat ttcgactata attgggaaac agagttacaa aagcttttcg gcctagaaaa
  1426681 gatggaggaa tgatgaacat tcaaaggcat aatgttgaag atatgagtcc gcaggaaata
  1426741 aggctgaatc tatatataac acagttaatt attatcggta ttggctgttt actggcatat
  1426801 atattatttc aagatgcaaa agaagtcttt aatttatgga aatgggaacc agtatctata
  1426861 cttattatag gtggtttgtt agcgattggt attgtgttat tagattatgt tgcaatgcga
  1426921 gtgtttccag agtcttggtt tgatgatggt ggtattaacg ataagatgtt tcgaggaatg
  1426981 tccgttctgc acttactcgt tattacgttc ttgattggtt ttgcagaaga atttttattt
  1427041 agaggtgtag tacagactca ttttggaatt gtaattgcga gcttcgtatt tgcagtgtta
  1427101 catattcgtt atataacaaa gccatttttg ttttgtttcg tctgtttcat tagttttgtc
  1427161 tttggttatg tatttgaatg gacaggaaat ttgtttataa caatctttgc acactttctt
  1427221 gttgatttta taatgggact ccaattaaga aaataaatgg aaggtggtgg tgaacaacat
  1427281 gaggaaacga attcctgatt ttgaagagga attagaagtt gagcgagtgg aagaaaaaga
  1427341 aagtttaccg ccgcgtagtg aaattcatag aaataaagag aaaaaacaaa agtttaaaat
  1427401 aaatcacatt ttcgtccggg ttttaacatt tctattcatt ctgctgccga ttagtatttt
  1427461 gtggtacacg gataaatata ttcaggtgaa gggcgatagt aataatgctg gaaaaagtgc
  1427521 gtttgaagta atcttctttg attcagctaa atctgagtcg cagaaacatt ctgaaaaagt
  1427581 aataacgcat actgtgaaag agggagaaac tttagaaagt atagcgaagc aatatttttc
  1427641 agatggaaat ggaattgaag taattaaaaa gtataataac ttgcaggaag atgaagtgag
  1427701 tgcaggtcaa gaattaaaaa ttcggataaa agataagtcc acaaagcaag aaagctagcg
  1427761 agttaagcga tcacagtttg ttataaaagc ctaggattat ctttatgagg agggagtcaa
  1427821 aaatatgata tggattatat tattcagtac tttcataggc atggggattt tattactttt
  1427881 tgtgatgtat aaagaagcga tgcgtaatac ggtgttggaa catactttag tatttaaaga
  1427941 atttccgaaa agttttcaaa aagtaaatgt gttttttatt tctgatattc atagaagggt
  1428001 catttcaaat ttgttaattg aacaagtaaa aggaaaagta gatctcgtaa ttatcggagg
  1428061 agatttagca gagaaaggtg tctctttatc aaaaatctct gcgaatattc aaaagttaag
  1428121 agagataggt cctgtatatt ttgtgtgggg aaacaatgat tatgagatag aatatcatga
  1428181 attagatgcg ttattattag aaaataacgt aaaagtttta gataatacaa gagtggtatt
  1428241 tgagtctgaa ttaggagaga aaatttgttt gctcggtata gatgatgttg gattgcaccg
  1428301 tgatcgtcta gatttggcat tggcggattg taaagaagat ggttttcgta tcctagttag
  1428361 tcacaaccct gatataataa aaaaatgtct ggaaatgaac agatttcact tgtgttaagt
  1428421 ggacatacgc atggagggca gattcgatta ttcccatcta aaaaatattt aaaaggtggc
  1428481 gtatataagc attcaaatat aactcttttt gttagtaatg ggtatggaac aacgttgatt
  1428541 ccacttcgct tccgagcacc tgctcaaaca catattatta cgttatgcgg agggaaatga
  1428601 tgccaactct aaacggaaaa tataacataa aagctgtttc aaaaataatt ggagttcaac
  1428661 caagtacgct tcgtgcatgg gaaagaagat atcaaatgat tgccccaaag cggaatcatg
  1428721 cggggcatcg attatataca gaagagcata ttcaaatttt gaaatggtta atggacaagg
  1428781 tttcttccgg catgatgatt ggacaagcag ttcaattatt agaagggaat cgtttgcaga
  1428841 atagtgttca aaatgaaata cattacgata gagaagttgt tttagtggac gatttactac
  1428901 aagctttgtt aaaatttgat gaaattacaa cttctgcatt gttaaacgag gcttttagta
  1428961 tttatgcaac agaaaaagtt atcgcaagta ttgttcttca agtgtccaat aaattgttaa
  1429021 cgttaaaaaa taataatgaa gttacaatgg tgcaattcca atatgtctta tcatttttac
  1429081 aaacgcgtct agggatgata tatcataatg catcatcgtt ttcttctata cacaaagttg
  1429141 ttgtgttaga aagtaatatg ttgaaagggt ttgttttctc aacgtattta cgattaaaag
  1429201 gatatgaggt gatatatatt agggcaagct tagcggaaga tagtattacg ttagctgttg
  1429261 agcaaataag acctaaatat gtagtaatct cttttgatga cggacgagaa ctgaagaacg
  1429321 caatgagcta cttgaatttg ttgcaagaaa aaagtgaaaa cctttctgtt ggggttatag
  1429381 gagaaatagg tgctggagat cagttgaaca ttcaaacaag cctaattggt gatacgaaag
  1429441 aagaatggga tgattggtta aaaatgttag aatagttgtt cgaaaagaac catctatttt
  1429501 ctatttcata taataaaaat tatattcatt ggttgcgtag ggagggtatg agatgaggct
  1429561 ggaacgatta aattacaata agataaaaat tttcttaaca tttgatgatt tatctgaacg
  1429621 aggattaacg aaagaagatt tgtggagaaa tgcaccgaaa gtacagcaat tatttcgtga
  1429681 tatgatgcaa gaagcaaata aagaattggg atttgaagcg gatggcccga ttgcagttga
  1429741 agtattttct ctacaagcgc aaggaatggt cgtaattgta acgaaagaac atcaagaagc
  1429801 ggatacagat gatgagttcc gtgacgagtt tattgaaatg caagtgactc tagatgaaag
  1429861 cgagcatatc ctttatgagt ttgctacact agatgacgta attaacctgt cgaatcgttt
  1429921 atataacctt gatgtaactg gcggaaaatt atatacgtgg gatgggcgtt tctatctttg
  1429981 gatggaagaa gaggagcaaa tacaattact gaaggcagat tttatagcta ttttagcgga
  1430041 atatggtaat ccgtctacag caactattta tcgtctaatg gagtatggta aagaattaat
  1430101 ggcttctcaa gcaattgaac aaatacacaa ttactttgtg aaaaaacaaa accttagcta
  1430161 atataacata gctaaggttt tgttttttat tttacttaaa tgtatctttt taaagtgctg
  1430221 tatttaagtg aaataaaaaa tatttaaata tttaagtatt ttacttttct aaaagcaata
  1430281 aaaggactat aatgatagtg aaaacgcttg caaaaagaaa atactttgta tatatttgtt
  1430341 agcgttttct attgcattcc aaatttaacg gtgtatacta ggcaatgaag gtttactaaa
  1430401 caagtgaaat tacagggggt ttacttacta tggtagccga aaagggaact caaacaaaaa
  1430461 cacaacaaca aagggaacaa cattttgaac tattgaattc aacacaaatt gttattagtg
  1430521 aagcgttaga aaaattgggt tatccaaacg aagtatatga attattaaaa gagccaattc
  1430581 gtatgatgac agtgaaaata ccagttcgta tggatgacgg gactgttaaa atatttacag
  1430641 gatatcgtgc acaacataat gatgctgttg gtccaacgaa aggtggaatt cgcttccatc
  1430701 cgaatgtaac agaaaatgaa gtgaaagcac tttcaatttg gatgagttta aaatgtggta
  1430761 ttgttgattt accatatggc ggaggtaaag gtggaattat ctgtgacccg cgtgaaatgt
  1430821 cattccgtga gttagaaaga ttaagccgcg gttatgtacg agcaattagc caaatcgtag
  1430881 gaccgacgaa agatattcca gctccagatg tattcacaaa ctctcaaatt atggcatgga
  1430941 tgatggatga gtatagccgt attgacgaat ttaattcacc aggatttatt acaggtaagc
  1431001 cacttgtatt aggtggatca catggacgtg aaacagcaac agcgaaaggt gttacaattt
  1431061 gtattcgcga agctgcaaaa aaacgcgaca ttgatattaa aggtgcacgc gttgttgttc
  1431121 aaggattcgg taatgctggt agcttcttag ctaaatttat gcatgatgca ggtgcgaaag
  1431181 ttattgcaat ctcagatgct tacggcgcgt tacatgatcc aaacggatta gatattgatt
  1431241 atttattaga ccgtcgtgat agcttcggta cagtaacaaa actatttaat aatacaattt
  1431301 caaacaaaga attgttagaa cttgattgcg acattttagt tccagctgca attgagaacc
  1431361 aaattacaga agaaaatgct aatgatatta aagcgaaaat cgttgttgaa gctgcaaatg
  1431421 gtccaacaac attagaagca actaaaattt taacagatcg cggaatttta cttgttccag
  1431481 acgtattagc aagtgctggt ggggtaacag tatcttactt tgagtgggta caaaataacc
  1431541 aaggttacta ctggactgaa gaagaagtag aacaacgttt agaaaaagta atggtaagat
  1431601 catttgattc tatttatgaa acagcacaag ttcgtaaagt gaacatgcgt ttagcggcgt
  1431661 atatggtcgg tgttcgtaaa atggctgaag caagtcgctt cagaggctgg gtataatatt
  1431721 atattgtgag aaaacgtgat tcctttcgag aggatcacgt ttttttgttg aagtattaga
  1431781 gtgaggtgtt gtgtatggaa aataaaatga tggaacgagt agaacaatta gaagaaaaag
  1431841 ttaagaggtt agagggagaa cttgcaagaa cgacgaaagc caaaaagaca agtattgttc
  1431901 gggtgttcgg ggaagggcta ctgtttttaa tatttggtgc ggttgtagta gggccaatta
  1431961 tcgcctttgt aatcacgatt cttactggat ttgccgaaaa ataaaataaa aacaaaaaga
  1432021 acgcttgttc tgtgcgaaca aacgtgctat aatctcctta gataaacaaa acggaaatga
  1432081 ttttaaggag agataaatga tgaaaatgac agtagaccaa agatttatga tgccagcgga
  1432141 tgttgtagaa cgagtggaag tgttaagaaa caaacaaagt aagcgcggca cattattaca
  1432201 atcagtaaat aaatttttcg gtttagatac gaaagaagat tgtgtttggt tttacggttt
  1432261 ttatggagtt gctgtaagta ttttattatt tatggtgttc acatcaaata tttttgattt
  1432321 tctcttcgcg taagaaatat gctataagga cattgctacc gaatacatat ataaagaagt
  1432381 aaggtaatct tctgaagcgg gagttggtag taatggcgat gtttcctata gagcgtaact
  1432441 atattggata tggaagttca cggtcgggaa ttcctctttc taaagtaagg tttattgtaa
  1432501 gccatgatac ggggaatcct ggtagcaatg cgattgggaa tcgggattat tttaatgaga
  1432561 tacaaccgaa agcttcggca catacattta tagatgacaa aacaatacta gaaattattc
  1432621 ctataaatga agttgcttat catgttcgat atggtgtgcc gacagataat gacttatatg
  1432681 ggtatgatgc caataaggct gctattggag tggagctttg ttatggcggt gatgttaatt
  1432741 tttgggaagc atatacccgt tttacttggt atcatgcgta tttatgtcaa aacttcggct
  1432801 tgaatccgaa aaaagatatc gtatcacata aaacacttga tccagccaga aagattgatc
  1432861 ctgaaaatgt tttagggaaa taaggtatta aatttcagca gtttttagca gatgtctatc
  1432921 ggatgtacgt ttcgtttaga tgacaaatat atgaaaaatg aatacaataa agataggtgc
  1432981 ctactgctgt aagtaggttt tttcttgttt ttataaatag tgtattggta gaagactagg
  1433041 agtgaaccga gtatgcagaa agaaacagct atcataattg gaggcggtcc gtgcggatta
  1433101 gcagcagcaa tttcgttgca aaaggtaggg ataaatccgt tagtaattga aaaaggaaac
  1433161 attgtaaatg cgatttataa ttatccaact catcaaacat ttttctcttc tagtgaaaaa
  1433221 ttagaaattg gtgatgtagc ttttattaca gaaaatcgta agcctgttcg aaatcaagcg
  1433281 cttgcgtatt atcgtgaagt agtaaagcgt aaatctgtac gtgtaaatgc ttttgaacga
  1433341 gtggagaaag ttcaaaaaga tggagaagtt tttcaggttg aaacgacaaa gcgtgacgga
  1433401 agtaaagaaa tatatatagc gaaatatatt gttgtagcaa ctgaatatta cgacaatcca
  1433461 aattatatga atgttccagg tgaggaattg aagaaagtag ctcattattt taaagagggg
  1433521 catccttatt ttgaccgaga tgtagtagtt ataggtggaa aaaactcgag tgtagatgcc
  1433581 gcgttagaac ttgttaaagc cggtgcacgt gtaacggtac tatatcgcgg aagtgagtat
  1433641 tcaccaagta taaagccgtg gattttgccg gagtttgagg cattagtacg aaacggtaca
  1433701 attcaaatgc atttcggggc tcatgtgaaa gaaattactg aacatacatt aacgtataca
  1433761 gttgatggtg aggcaaatac aatccaaaat gattttgtgt ttgcgatgac tggttaccat
  1433821 cctgatcata gtttcttaac aaagatgggt gttcggattg atgaagcgac aggacgtcca
  1433881 atttatgcag aggatacgat ggaaacgaac gctgcaaata ttttcattgc aggtgtaatt
  1433941 gctgctggaa ataatgcaaa tgaaatattt attgagaacg gtcgatttca tggagatgca
  1434001 attgcgcaaa ccattgcgac aagagaaata taaaaagaag ctgtcgaaat aaacttcgac
  1434061 agcttctttt ttaatcgtgc ataaacatat tttggattgc ttcatgagaa gttgtattct
  1434121 ctaatgcaac taataattta atacgtgctt tttgagcatt taaaccgtat gtgaatacaa
  1434181 tacccatatc ttttaattgt ttgccgccgc cttcatatga atatacatct tgaacgatgc
  1434241 cgttgaaaca gcgagaaact aatacgacag gaattccttt gtttattaat cgttctagac
  1434301 taggaagtgt tcttggaggt aaattacctt gtccgagtgc ttcaataaca atcccgtcta
  1434361 ctggaaggtt ttcaattgct gctaacaatg tatcgtccat gcctgcgtat gcttttagaa
  1434421 cgactacgtt tttagaaacc ttatttactg aatatgtttc gtgatgtact aaagcatggt
  1434481 ggaatacaac accgcgtttt gttaccatac caattggtcc atactgtgga ctttggaatg
  1434541 ttgctacatt gcttgtatgt gttttcgtta cgtttgtagc gcaatgaatt tcgtcgttta
  1434601 atacgactaa aacacctttt tctgcggctt cactactgct agcgactttt acagctgata
  1434661 agaagttata tagaccatca gcacctaatt cattactaga tcgcattgca cctgttacaa
  1434721 cgatcggaat agttgcttgt actgttaaat ctaagaaata ggctgtttct tctaatgtat
  1434781 ccgtaccatg cgtaatgact acgccatgaa tgttgtcttg ttttactctt tcatcaatga
  1434841 tgacttgtaa ttgtaacatt tcgcttggtg tcatatgagg agatggtaga tggaacacat
  1434901 cttcaacgat taaatcaaca tcgccttcta aatcaggaat gaattttaaa agaggatttt
  1434961 tttcacctgg ttgtacgacc ccagtttctt tatcttcctc cattgcaatt gttccacctg
  1435021 tgtgtaaaac taggattctt ttcaatgctt ataccccttt caagtaaaaa atacatttag
  1435081 aacataacat gttttgagta aattcgacaa tggaaatgta taaaagtatg cctcgaaaat
  1435141 gacaataaaa tgaactgcta tatgtacgat gtataaaata ataaaatgaa atgtgaaaat
  1435201 atagtataag agggagcaat tacggtgaaa aagatggaga gaatttttat tcgtatatta
  1435261 ataatacaat ttatttgtct ttgtgttgta caattattat ttatacataa atcatcggtg
  1435321 aaatatttat ctaaaattgt ttattatgaa ggtgttatgg taaaaaacaa aacgaaaatc
  1435381 ttacaggtga ataggtagtt ttcattttct tctatgaagg attatgctac aataattgag
  1435441 gatttaatga cgtgaagcaa atgagaagaa gcaggagaat acctgctttt cgttttgttt
  1435501 tataagtgaa aaaatgaggt gttacgatgg ataaaagaat ttcaattgct atagatggtc
  1435561 cagcagctgc tggaaaaagt acagttgcga aagttgtagc gaagaagctt tcttacgttt
  1435621 atattgatac aggcgcaatg tatcgtacga ttacatacgc agcccttgag caaaaagtgg
  1435681 atattgaaaa tgaagagcag ctaatggaag ttgtaaagaa tgtgaaaatc gagtttcagc
  1435741 aaggagaaaa tacacaactt gtatttttaa atggacaaga tgtttctgaa gtaattcgta
  1435801 cacctgaggt aacgaatcga gtatctattg tggcgaaaca tcgccttgtt cgtgaagaga
  1435861 tggtacgccg tcaacaagag ttagcggaaa aaggcggcgt tgtaatggat ggtcgtgata
  1435921 ttggtacaca tgtgttacca gatgctgaag tgaagatctt tatgcttgct tctgttgaag
  1435981 aaagagcaga aagaagacat ttagaaaata tgaataaagg tttcgattct aatttagagc
  1436041 agttaaaaga agaaattgct cagcgtgata aattagattc agaacgcgaa gtttctcctc
  1436101 taaaaaaagc tgatgatgca ttggaattag atacaacttc tttatcaatt gaagaagttg
  1436161 tccaaaaaat tatgggtatt gttttgggag tgtttgcgaa ataaagaaag ggggtagcct
  1436221 ctttcttttt tgtttatata aaaatgtaaa ggatacgtga attgtgagtc tctttccttg
  1436281 acaaatgacc ggatttataa gaagttagtt aaagaggaat aaaactgtca gaatatattc
  1436341 gctattatat ttcaaaacat actttcttca acatgatttt gctgtatact atttatatag
  1436401 gtttaatata ttttctagtg aaatgtatga agcttaagta tgtgatgata aattcttaaa
  1436461 catgcaaatg aaaacaattg ttttcatttc gtatatacat aaaaaatgct ttgtcaattc
  1436521 tgtagggagg tatttccatg gtagagaaaa tgaatgaaga agttatggat tcaaaagaat
  1436581 tacaagttgg tgacgttgtt acaggttctg taacgaaagt tgaagagaaa caagtgcttg
  1436641 taaacgttgg atacaaaaca gatggcgtaa ttccaattag tgagttagct aacgttcata
  1436701 ttgaaaaagc aagcgatgtt gtagaattag atcaaacact agaattaaag gttattaaat
  1436761 tagaagagaa tgatcttgta ttatctaaac gtgctgttga tgcagaaaaa gcatgggtag
  1436821 aattacaaga gaaatttaat tctggtcatg tatttgatgt tactgtaaaa gatatcgtga
  1436881 atggtggatt agttgtggac cttggtgttc gtggttttat cccggcttca cttgtagaag
  1436941 tacattatgt agaagatttt actgactata aaggcaaaac gttagccgtg aaaattgttg
  1437001 aattagaccg cgaaaaaaat cgtgtaatcc tttcacataa agcggtagta gaattagaac
  1437061 tagattctaa gaagaaagaa gcgatttctt cattaaaaga aggagacgtt gttgaaggaa
  1437121 cagtgcaacg actaactgac ttcggcgctt tcgttaacgt tgggggtgtg gacggtttag
  1437181 ttcatatttc acaaatttcg cacgaacgtg tagagcaacc ttctgaagta ttagagcaag
  1437241 gtcaaaaggt aaaagtaaag gtattatctg ttgatgctga cacacaacgt atttctttat
  1437301 caattaaagc agctcagccg ggaccttggg aaaatgttgg tggcgaagta aaagctggag
  1437361 atattcgtga aggagtagta aagcgtcttg ttacattcgg tgcattcgtt gaaattttac
  1437421 cgggcgttga aggtcttgtg catgtatctc aaattgcaaa tcgtcatgtg aagaatccaa
  1437481 atgaagtatt ggaaatggga caagaagtaa aagtgaaagt gcttgaagtg catgtagcag
  1437541 aaaaacgtat ttctttaagt ataaaagaag cgcttgagga aaataatgta actgaagatt
  1437601 acagtcagta tgaaccaaat gctgattctg ctactttcca attaagtgat attattggtg
  1437661 aacaactgaa aaaattaaag aaataaagag gggtacaagt ggtaagggca aaacgtaaat
  1437721 tagatcatat tgaatacgct ctttctactg gtcagtctcg tacgcatggc tttcatgata
  1437781 ttgaatttgt gcatcaaagc ttgccaaatt caagttatga aacaataaca tgtgaaacaa
  1437841 aaatcggcga actttcacta agttcgccga tttttatcaa tgcgatgact ggtggtggag
  1437901 gagagaaaac gttacatatt aatgagcaat tagcatatgt agcgaaacat cataaccttg
  1437961 ctatggctgt aggttcgcaa atggcggcgt taaaagatga aagtgaagct gcttcttata
  1438021 agattattag aaaggtaaat ccaaatggta ttttctttgc taatttaggt agtgaggcaa
  1438081 ctgttgaaca ggcagagcgt gctgttgata tggttggagc gaatgcattg caaattcatt
  1438141 taaatgtcat acaggagtta acgatgccag aaggagaccg tgactttact ggtgtacttc
  1438201 agcgtattga ggaaattgtt ttaaatagta aagttcctgt cattgtaaaa gaagttggat
  1438261 ttgggatgag taaggaaaca atgcaacagt tagcgagcgt aggtgtaacg gcaattgata
  1438321 ttggcggaca aggtggtacg aattttgctg ctgttgaaaa tgaaagaaga cagcgaatgc
  1438381 tttcttattt taataactgg ggcatacaaa cagctacctc gattattgaa gcaacctcta
  1438441 caaataataa cctctctttt attgcatctg ggggtataca aacagcgctt gacgtagcga
  1438501 aagcaatcgc attaggggcg aatacaactg cgtttgctgg atacttttta cgcattttaa
  1438561 tggaagatgg tatcgagaag ttggtggacg aaattgacct tttacataca gatttgaaat
  1438621 ttattatgac agctctcggt gcaaagacga tagaagagtt acagtccgta cctcttgtta
  1438681 taaagggtga aacgtatcat tggttaacgc agcgtggcat tgatacgacg cattatagta
  1438741 gaagataaaa aatcaaccgt ttggttggtt tttttgtatt ctattcgttt tagtaatata
  1438801 aggttaggga tggagttgat agtctataaa tattttataa tatgtatata aaaacattat
  1438861 attgtaaaag ttgcgactga gaatgtggat agtttactac tgagttattg aagaaagttt
  1438921 aattttgcca aaggaaaagg gagaggaaca aaaataattt gtagaaagat tcttatgtga
  1438981 aatattattt tgatataagt aaaaattatg aggaatatgt aaaagacggt ttcgtacaat
  1439041 atcgaaaccg tctttttgta ttcattagtg ctgattctgc ttacgagctt gctctggtgt
  1439101 atccagtcca gttgcacccg gatattgtag tgattggtcg cggtcagatt caacccggcg
  1439161 tgattctctt agttttcttt cttgacgatc tttacccata atgaatagca cctccttatt
  1439221 aaaagtgttg ctgttatcgg aaaaaactat gcgtgaagaa agtggattaa ctttcataaa
  1439281 aagttcccat aatggaaaac ataggaggtg aaatgatgga agggagtact ttttattttg
  1439341 tagcttggat agggtggatt gtcgtaactt tttttatgaa aaaggaatct attcggtgga
  1439401 agataagcgc ttgtatattg atttttatta tttgctctcc gttacatgta acgattgctt
  1439461 cattcacggt atcaataaat gcacttttac tttctgttgt tgcttttata ggaatcgcac
  1439521 tatattctat ttggaaaaaa ttatatagct tactttcggc acttattatc gcaatgttat
  1439581 atacaagttt tcatttgtta gaagtatatg atccaatttg gattgtggtg gacaggttgt
  1439641 ttttgttaag tagtgctctt gtgtatgccg ccgttttatt acatgaggat cgcatactac
  1439701 gattatgttc tctttatata ggaatgttac agggagaatt gtttgtgaca attatttttc
  1439761 ggaaactgca ttttccttat gattacggaa gtttagcatt tttagatagc gtcgccgttt
  1439821 ctacattttt tatggcaatt ttgttttgga ttgcgaaagc atcagtatat atggaacagt
  1439881 tcaagagaaa aacacgtaaa agaaaggcga gggtaataca tgattgaata tacaccggcc
  1439941 attttatgtg gcgtaatagc ggggacagta acgagagtat taatgctccg gacagatacg
  1440001 cggcaatatc cgacgaggct ccacgggaaa attattcaca ttgcgatggg attaattgca
  1440061 gcggctttag gagcaatcgc gattccatcc attttgaaaa aagatttttc tgccattacg
  1440121 tttcttacgt tagcagcgac acagtttcgt gatgtgcgta acatggaaag gaatacactt
  1440181 caacaattag atggatatga gcttgtaccg cgtgggaata catatattga aggaattgca
  1440241 ttagtttttg aaagtcgcaa ctatttggcg atgttaacgt cgtttgcaac gacatttgcg
  1440301 tatataggat ttcgttcatg gattgccgga gtaattatgg ccataatcgc attttttatc
  1440361 gcgaaaactt taatgtctgg taagaggtta catgatcttg ttgatatcga gcatgttcca
  1440421 cttcgttttg aaggagcggg gctatatatt gataatattt acattatgaa tattggattg
  1440481 ccagcaagac aagaagaaat tatgaaatat ggtatgggtt ttattttaag gccaaaatca
  1440541 attgatgcga tggtgacaat ctccaactta ggacaacgac aggctatttt acatgatgtt
  1440601 tctgttgctt tagggattta tagagattct ggtacgccgg cacttgtacc attagcaaag
  1440661 cgtgatttag aggatggtag ggttggaatc tttgtcttgc cacaagatca agatgcggag
  1440721 aaagcgatag gtgtcatagg gaacgtgccg acgttagaaa gtgctgttca tatgtcatca
  1440781 gaagccccga aaggaagggg agataagaga tgatgttaga aagtgtaatt cttgcagtta
  1440841 ttacaacgac cccggagaag tttgctggtg gtgcccctct atttacttgt gaatcgacag
  1440901 aggaattaga atttgttgca aataatttag aggcaattct agacggcatt gcgcatcgct
  1440961 tacaagagaa tgtatatatt attgtgaaac attagcaacg tgtgttataa tgtgaggtgt
  1441021 tttgatacgc tgagaaatat tctggaatgc aaaacccttc ttgcacaaag aagggttttt
  1441081 tacataataa acagaagcaa gttgaaagga tgaaagtata tgccgaaacc agtaatagca
  1441141 atagtaggcc gcccgaacgt agggaaatct actattttca atagaattgt tggagagaga
  1441201 gtttcaatcg tagaagatat tccaggtgta acgcgcgatc gtatttatag cgctggagaa
  1441261 tggttaaatc atgaatttaa cattattgat acaggtggaa ttgatattgg agacgagcca
  1441321 tttttgacac aaattcgtca acaagctgaa gtagcaattg atgaagcaga tgttatcatt
  1441381 tttatgacaa atggtcgtga cggtgtaaca gcagcggatg aagaagttgc aaaaatatta
  1441441 tatcgttcaa ataaaccagt tgtacttgca gtaaataaag tggacaatcc ggaaatgcgc
  1441501 agtgacattt atgatttcta tgcattagga tttggcgagc cattcccaat ctcaggtaca
  1441561 cacggattag gattaggtga cttattagat gaagctgcac agcattttcc aaagattgaa
  1441621 gaagacggat atgatgaaga tacaattcgt ttctctttaa ttggccgtcc aaatgtaggg
  1441681 aaatcatcac ttgtaaatgc tcttcttggt caagagcgtg taattgttag taatgtagca
  1441741 ggaacaactc gtgatgctgt cgatacacca tatagtaaag atggaaaaga ttatgtaatt
  1441801 atcgatacag ctggtatgcg taaaaaaggg aaagtgtatg aaagtacaga aaagtatagt
  1441861 gtacttcgtg cactaagagc gattgaacgt tctgacgttg ttttagtcgt tttagacggt
  1441921 gaagaaggaa ttattgaaca agataaaaaa atcgctggat acgctcatga ttcaggacga
  1441981 gctgtcgtga tcgttgtaaa caaatgggac gcagtgaaaa aagatgagaa aacaatgaaa
  1442041 gcatttgaag aaaacattcg tgctcatttc caatttttag agtacgcacc gattgtattc
  1442101 ttatctgcaa aaacgagaaa acgtacacaa acgttaatac cggttatcga tgaggtaaat
  1442161 gaaagccata gtatccgtat tcaaacgaat gtattaaatg atgtaattat ggatgcggta
  1442221 gcgatgaatc caacgccaac gcataacggt agtcgtctga agattttcta tgcaacacaa
  1442281 gttgcggtaa aaccaccaac atttgttgtg tttgtaaacg atccagaact attgcacttc
  1442341 tcatatgagc gcttcttaaa aaatcgttta cgtgaatcat tcggctttgt aggaacgccg
  1442401 attcacatta tcgctagagc aagagactaa tggagaggat gtgattttat gacaaaaatc
  1442461 acagtagttg gagcaggtag ctggggaaca gcgttagcga tggtattagc tgacaatggg
  1442521 catgatgtac gtatttgggg aaatcgttct gaacttatgg atgagattaa tacaaaacat
  1442581 gagaatagtc gatatctccc aggaattaca ttgccaagca caatcgtagc ctactcttct
  1442641 ttagaagaag cattagtaga tgtaaatgta gtacttattg tagtaccaac gaaagcgtat
  1442701 agagaagtac tgcaagatat gaagaaatat gtagcaggcc cgactacttg gattcatgca
  1442761 agtaaaggaa ttgaacctgg tacgtcaaaa cgtatttcgg aagtgattga ggaagaaatt
  1442821 ccagaggact tgattaaaga tgttgttgta ttgtctggac cgagtcatgc tgaagaagta
  1442881 gggttgcgtc aagcgacaac tgttacgtct gcagcaaagc gtatggaagc ggctgaggaa
  1442941 gtacaagatt tgtttatgaa tagttacttc cgtgtataca caaatccaga tatcgttgga
  1443001 gttgaacttg gtggtgcgtt aaaaaatatt atcgcattag ctgctgggat aactgatggt
  1443061 cttggattag gtgataatgc aaaagcggca ttgatgacac gtggtttaac ggagattgct
  1443121 cgtttaggaa gaaaaatggg cggaaatccg ttaacgtttg ctggactaac tggtatgggt
  1443181 gacttaattg taacttgtac aagtgttcat agccgaaatt ggcgcgctgg aaatatgctt
  1443241 ggaaaaggac actctttaga agaagtgtta gaaagcatgg gtatggttgt cgaaggtgta
  1443301 agaacaacga aagctgctca tgaattggca gaaaaaatgg aagtagaaat gccgattaca
  1443361 gctgctttat atgatgtgct attcaatggg aataatgtaa aagatgcagt aggctcatta
  1443421 atggggcgtg ttcgaaaaca cgaagtggaa gctatacctg acttacttta aagaaaagcg
  1443481 acagaagtgc atttgtactt ctgtcgtttt ttattttttt tgggtctttt caccattttt
  1443541 ttatttttgc ataggatgaa gagtaacttg aggagagggt gaaaagaatg gataataaca
  1443601 tttttaataa cattgaaaaa gaagcgaaag tgaataaaga agatattttt aaattagcat
  1443661 catctgtaca aaatgcgaat ttacgtgatg agactgtgct tcgtcaattg attcatcaag
  1443721 tggctcttat ggcaggacgt gaagtgccga aagaacaaga ggatcaaatt gttaaagcga
  1443781 ttatcaacaa taatatgcca gcagattttg gctcgttaag caaaatgttt aaaaaataaa
  1443841 atatgagaaa caaagagttt gtagagtgca tatgatagcc atgaaagtat gggaatagag
  1443901 ctgttttggg catatttggt caaccgaagc gagagataca ctcgcttcgg ttttatttgt
  1443961 atctagatag gtggaaaatg ctgaaaaacc tattaattaa agttacatat tcgcaatttg
  1444021 gagtaaaatg ttcttttttt atttgtttaa agattttaat ttgttaaaat agtataaaaa
  1444081 tagattaata aaaaggggtg tgtatatgtc ggaagggctt ataaaaatgt ggtttgcttt
  1444141 aggggcgatt ggatttatgt tttttgcagt aagttttatt ttgctaagca ggtataaaat
  1444201 aaagaataaa tttttgaaag ggattacagc attggtagcg tacaccctta tgattgtgtc
  1444261 aggaattgtt atttttcttg ttgtatttag tggacctgta cagcagtaaa gagaatggtc
  1444321 tcggaaatgt tacatacgaa gtaagttata ttagtatgaa aaggtgatta ctagtgaaaa
  1444381 aagtccatat tattttaata ttttgttgta tgagcatttt aacagggtgt ctgtatccga
  1444441 aagaaaatat gaaacaaaat gctgttcctt atgaagatca gctacaggtc gttcaaaaag
  1444501 ctgttgtgac atttaaggag caaaatgatg gaatattgcc aattaagacg cgggatatga
  1444561 atacgcctat ttatcaaaaa tatccaatcg attttcaaaa ggtttctccg cgttacatac
  1444621 aagaagcacc agggaatgcc tatgaaagcg ggggagtata tcaatacgta ttaatagacg
  1444681 ttgaaacaaa cccgacagta aagctaattg atgttaggat ggctgaacaa attcaggaat
  1444741 tatcattaaa gcttaggatg tatcgagatg aacatcaata tccacctttt aaaaaggtaa
  1444801 tttcagatgg tgtatatgaa ttagatttca aaaaacttgg atataaagat gtaccgcaag
  1444861 tgacaagtcc gtattctggt aaaggccttc cttttgtaat taatgagaag ggagaaattt
  1444921 atgttgatta tagaatcgac ttatatgaag cgttgaaaaa aaatgaaggg caattaaagg
  1444981 agggggaaga tattcgaaat atactttcga aagattctcc gtttgtacct gcgtattctt
  1445041 taccatatac ggtaaagaat ggagaaccaa tttttttaaa atcataagtc atgaaccttt
  1445101 cttttagtga ataagttcta gaagaaaggt tttttatgtt acacaacttg cgatgcaaac
  1445161 aaaaggtatt ttttaatagt catatgaaat tggacaaaat tatatgatat attgtccgaa
  1445221 cttctagaat accattatat tatatcagat attataggca acgttagaga aggtattagt
  1445281 tgacgataaa cgtggaatta ttcccaaaaa tattgaggga gggaatcact tggaaaaggt
  1445341 agatattttt aaagatattg cggaacgcac aggcggtgat atttattttg gagttgtagg
  1445401 agctgttcga acagggaaat caacattcat taaaaaattt atggaacttg tagttattcc
  1445461 taatattgaa aatgagtctg accgtcaaag ggcgcaggat gaactacctc aaagtgctgc
  1445521 tggccgtaca attatgacga cggaaccgaa atttgttcca aaccaagcgg tttctatcga
  1445581 agtagatgaa ggtcttgaag tgaatattcg attagtagat tgtgtcggat atacagttcc
  1445641 aggagcaaaa ggctatgaag atgagaatgg cccgcgcatg attaatactc cttggtatga
  1445701 agaaccaatt ccattccatg aagctgcaga aatcggaaca cgtaaagtaa ttcaggaaca
  1445761 ttcaacaatt ggtgttgtaa ttacaacaga tggaacgatt ggtgaaatcc caagaagaga
  1445821 ttatatagag gcagaagaac gcgtagtaaa tgagttaaaa gaagtcggaa aacctttcat
  1445881 tatgatcatc aacactgtac agccgtatca tccagataca gagcaattgc gccaaagttt
  1445941 atctgaagaa tatgatatcc cagtcattgc catgagtgtt gaaagtttaa gagagacaga
  1446001 tgtgtacaat gtacttcgag aggcgttatt tgagttccct gttttagaag taaatgtgaa
  1446061 ccttccgagc tgggtaatgg tgctaaatga aggacactgg ttacgccaaa gttatcaaga
  1446121 agccgttcaa gagactgtca aggatataaa acgtcttcgt gatgtagacc gtgtcgtatg
  1446181 gcagtttagt cagtatgaat ttattgatcg agcgagctta gctggcattg atatggggca
  1446241 aggtgtagca gagattgatt tatatgcacc agatgaattg tatgatcaaa ttttaaaaga
  1446301 agtagtaggg gtagagattc gaggaaaaga tcatttattg aagcttatgc tcgatttatc
  1446361 tcatgcgaaa atagaatatg atcaagtggc ggatgccctg cgtatggtaa aacaaacagg
  1446421 atatggtgta gcagcgcctg cgttagctga catgagccta gatgagccag aaattattcg
  1446481 tcacggttca aggtttggtg taaaattaaa agctgtagcc ccatctattc atatgattaa
  1446541 agttgatgtg gagtccacgt ttgagccaat cattggtacg gaaaaacaaa gtgaagaact
  1446601 agttcgttac ttaatgcaag attttgaaga tgacccatta tcaatttgga attcagatat
  1446661 atttggacgt tcgctgagct ctattgttcg ggaaggcatt caagcgaaac tatctttaat
  1446721 gccagaaaat gcgagatata aattaaaaga aacgctagaa agaattatta atgaaggatc
  1446781 tggcggatta attgcgatta tattataaga aaaaatccct ctcatcgtag agggattttt
  1446841 ttaattttca catatagaat agggaaataa acagtcatta tctaatatat tgttgtaaat
  1446901 tgtcaagttt catcagattt tcacatttta agagtaacaa tttccttaaa aatattgaat
  1446961 tataaaggag aatcgtataa tataggcgtt gataatgatt tatctacatc tttgtagtat
  1447021 agaatttgca aaaattgcct acaaatgaaa gtaagactca ttttatgatc attatacagt
  1447081 cttatctttg ggaggaggtg aatggcatga acaagacaga tttaatcaat gctgttgcag
  1447141 aagcaagttc cctttctaaa aaggacgcaa caaaagcagt agacgctgtt tttgattcta
  1447201 tcttagaagc tttaaaacaa ggtgataaag tacaactgat cggattcggt aacttcgaag
  1447261 ttcgtgagcg tgcggctcgt aaaggtcgta acccacaaac aggtgaggag attgaaatcg
  1447321 ctgcaagtaa agtacctgca ttcaaacctg gtaaagcgtt aaaagatgcg gttaaataat
  1447381 ccttacatat taacagggaa gaagagtttc ctttttggaa actcttcttt ttgcttttaa
  1447441 aaacataaat atgctagaat gtgttcgtat cacttttagg ttttcgggag ggctagcgga
  1447501 tggcaaaagt taatttagaa caaattgaac atgcagtacg ccttatttta gaggcaattg
  1447561 gagatgaccc taatcgagag ggagtacttg atacaccaaa gcgtgttgca aaaatgtacg
  1447621 cagaagtgtt ctcaggtatg catgaagatc cgaaagaaca tttacacaaa gtgttcggag
  1447681 aagatcatga ggagcttgta ctagtaaaag atataccgtt ttattcgatg tgtgagcatc
  1447741 atttagttcc attctatgga gttgctcacg ttgcatatat tccgcaaggc ggaaaagtga
  1447801 cagggttaag taaattagct cgtactgtag atacaattgc acgtcgtcca caactgcaag
  1447861 aacgtattac atcaacagta gcgaactcta ttatggaagt actagagccg catggtgtaa
  1447921 tggtagtagt agaagcggaa catatgtgta tgacgatgcg cggtgtgaaa aagccaggtg
  1447981 caaaaacagt aacaacagca gtgcgtggtg tgctagaaaa tgatgctgca gcacgtagtg
  1448041 aaattttatc ttttattaaa acgaagtaaa gaaaagtggg aaactgcttt tctttttttt
  1448101 tttttttgta aataaatgat atagttttag cgaggcacag tgagaataga aagattactt
  1448161 aaaagaatag aagaggttat gtagttcggt agaagtttgg aaagagtagc caagttttgg
  1448221 ttatagaaaa tagagtgtat gtgttataat aagttttatg aattagaaaa caagggtgat
  1448281 ttttgtgtgt gacatctacg gagggtatgc gggtataaga gagaaattga tggtgaaatt
  1448341 acgccatcct tattttataa actatattga agaaccattt attgatgaag agaaaatcgc
  1448401 attgttatat ggtgctttaa aaggtgcaaa tttacatata gaacaaattg agcattatgt
  1448461 agtgacgatt atgcttgtgc aaattgcgct tgatacacat gaaagagtat caaataaatc
  1448521 aggggaagaa gcaaacgaat cgcataagca tcgccagtta acagtgcttg ctggtgatta
  1448581 ctatagcggg ttatattatt acttattgtc tatgaatcgt gatattgttt taattcgtgc
  1448641 gcttgctgaa ggaattaaag aaattaatga acacaaaata atgttatatc aaaaagcgca
  1448701 taaaacggtg gatgacataa tggaaagtgt agtaatgatt gagtctgcac tgttgcaaaa
  1448761 aacatgtgat cattttcagt tagcgcattg gaagccgttt ataacgtatg tactaggaaa
  1448821 aaatcgtctc caaaaagaat gtgaactaca tgttaataaa caacattcac ctgtttttca
  1448881 agctgttcaa gggattgtga acgataaagc agatgcagaa acagttatga atggatggat
  1448941 gatgaaactt ggaaagaaag aaaatcaatt tttagaaaat cacacagata taagcgaaat
  1449001 aaactctgtg ttaagagata catcgaagac ataagcaatt ttacattgga agaaggtacg
  1449061 agcatgcaac aatcaaaaga agaaagagta catgatgtat ttgagaaaat ctctgataaa
  1449121 tacgatgtga tgaattctgt aattagtttt caaagacata aagcgtggcg caaagagacg
  1449181 atgcgcatta tggatgtaaa accaggtagt aaagcgcttg atgtatgttg cgggacagcg
  1449241 gactggacaa ttgcgctagc tggagcggtg ggtgaacagg gcaaggttgt tggtttagac
  1449301 ttcagtgaaa atatgttatc tgttggtaag caaaaggtag aggcgttaca attaaaacaa
  1449361 gtagaacttc tacacgggaa tgcaatggaa cttccatttg aagataacac gtttgattat
  1449421 gtaacgattg gatttggttt acgtaatgta ccggattata tgcacgtatt aaaagaaatg
  1449481 acgcgtgtag taaaaccagg tggaaaagta atttgtttag aaacatctca accaacaatg
  1449541 attggttttc gacaaggtta tattttatat tttaaatata tcatgccgtt atttggaaag
  1449601 ttatttgcga aaagttataa agaatattca tggctacaag aatctgctag tacattccca
  1449661 ggtatgaaag aattggctaa tatgttcgaa aaagctggac ttgaacgtgt gcaagtgaag
  1449721 ccatttactt ttggggtagc agcgatgcat ttaggcatga aaccagaatc aaaatagaaa
  1449781 aaagaagttt taggttaagg tgaacaatat gaagttacaa cttatgtact cttttttacg
  1449841 atcggatatt aatgtgatag aaaaagaatt aaaaaagaca gttgcttctg aacagccatt
  1449901 agtagaagag gcggcattac aacttattga agctggtggg aagcgaattc gtcctgtatt
  1449961 tgtgttgctt gcggggaaat ttggagatta taagttagat gcaattaagc atgtagctgt
  1450021 tgcgttagaa cttattcata tggcttctct tgttcacgat gatgttattg atgctgcgtt
  1450081 tttacgacgt ggtagtgcaa ctgtgaatgc gaaatgggga gatcgtattg caatgtatac
  1450141 aggggactat ttattcgcta agtctcttga atgtataacg aatattgaaa ttccagaggc
  1450201 gcatcaggcg ctatcgcata ccattttaga agtttgtaaa ggtgaaatcg aacaaataaa
  1450261 agataagtat aactatgacc aaaatttaag aacatattta agaagaataa agcgaaaaac
  1450321 cgctttatta attgctgcaa gttgccaact aggagcgatt gctgctggcg ctaatcgtga
  1450381 tacggtaagt cgtctgtttt ggtatggcta tttcgtaggg atgtcgtatc aaattattga
  1450441 tgacatttta gacttcgttt ctacagaaga gaaacttgga aaacctgctg gtggtgattt
  1450501 attgcaagga aacattacgc ttcctgccct atatgctatg gaagatccaa tcctttgtaa
  1450561 gaaaatcaga tctgtacatg aaaatacaac agcggacgaa atgaaagaaa ttattgaagc
  1450621 tgtaaagaat agtgctgcta ttgataaagc atttgcgttt agtgaacgtt atttacataa
  1450681 agcattagaa atgataaaac cactcccacg tggacaagcg aagtatgcat tacaaaatgt
  1450741 agcaaagtat attggaaaac gaaaatttta gtgttttttc taaaaaataa aataatctct
  1450801 ctatttcaaa actattgcac aattgtgata agggtgttaa tatgtgtgtg gggatataca
  1450861 attacataca taattcagaa gtggagagat tttttatgga aaaaacattt ctaatggtta
  1450921 aaccagacgg tgtacaacgt gccttcattg gggaaattgt agctcgtttt gagaagaagg
  1450981 gctttcaatt agttggtgca aaattaatgc aagtcactcc agaaatcgct ggacaacact
  1451041 atgctgagca cacagaaaaa cctttctttg gtgaattagt agactttatt acatctggtc
  1451101 ctgtattcgc aatggtatgg caaggtgaag gtgtagtaga tacagctcgt aacatgatgg
  1451161 gtaaaacaag accacatgaa gcagctcctg gaacaattcg tggagatttc ggtgtaactg
  1451221 ttgcgaaaaa cattatccat ggttctgatt cgttagaaag tgcagagcgc gagattggta
  1451281 ttttctttaa ggaagaagaa ttagttgact actcaaaatt aatgaatgaa tggatttact
  1451341 aattattttg aaataatttg taaacgcttt aatcactgtg ataatagtag aaagtgcaag
  1451401 gagaataggg gtattcttct tgcacttttt ttatttctat tagttacgaa gttagagctg
  1451461 ttatgatata ttgatatgta aagtaaaggc ctatcggaga ataagcgaat ggctgatgta
  1451521 tgaataactc tttcatattt ttagagtaat gaaagataaa attattgctt aatatagcta
  1451581 gataaataca tatacgaaaa gaggaataac gtatgcgata tattacagct ggtgaatctc
  1451641 atggtccaca acttacaacg attatagaag gtgttccagc cggactacca ttagtggcgg
  1451701 atgatataaa tgaagagtta gctagaaggc aaaagggata tgggcgtggt agacgcatgc
  1451761 aaattgaaac agatcaagta caaattgtga gtggtgttag acatggagaa acattaggtt
  1451821 ctccaattgc acttgttgtt gaaaaccgtg attttgcaca ttggacaaaa attatgggtg
  1451881 cggagccgtt aacggaacaa gaagaaaaag aaatgaaaag gaaagtaaca aaaccaagac
  1451941 ctggacatgc tgatttaaat ggtgcgatta aatatggtca tagagatatg agaaatgtac
  1452001 tggaacgttc ttcagctcgc gaaacgacag tgcgtgttgc tgctggtgcg gttgctaaaa
  1452061 aagtgttagc ggaacttggt attacagtag cgggccatgt aattgaaatt ggtggtgttg
  1452121 aggctaaaga gactacgtat cgttcaattg aagaattaaa aagtattaca gaagcatcac
  1452181 ctgtacgctg tttagatgaa gaggctggta atcaaatgat aaaagcaatt gatgatgcga
  1452241 aatcaaatgg tgattcaatc ggtggcatcg tggaagtaat tgtggaagga atgccaattg
  1452301 gagtaggcag ctatgtgcat tatgatcgaa aactagatgc aaaattagca gccgcaataa
  1452361 tgagcattaa tgcctttaaa ggggtcgaga ttggaattgg ttttgaagca gcgcatagac
  1452421 caggaagtga agttcatgat gaaattcttt ggaacgaaga gcatggatat acaagaagaa
  1452481 caaataacgc gggtggttta gaaggcggta tgacgactgg aatgccaatt gttgtgcgcg
  1452541 gagtgatgaa accgatacct acactatata aacctcttca aagtgtcgat attgatacga
  1452601 aagagccttt tacagcaagt attgagcgtt cagatagttg tgctgttcca gcagctagtg
  1452661 tcgttgcgga agcggttgta gcttgggaat tagcgacagc tttaatagaa caattcggat
  1452721 tagatcgtat ggaccttatt cgtgaaaata ttgagaaaca taatgaatat gcgaggggat
  1452781 tttaatggga aacatacata ttcaaacgaa atcaaaagaa tatgatgtat atgtaggaaa
  1452841 agaatcgttg tcacatttga caacaatcgt tcaaaacatg cagccatctg tatcaaatat
  1452901 tatgatcatt tcagatgaag ctgttgcatc tttacattta cagacagttg tagacgcgtt
  1452961 gcaaatagat caaaaagtat tttcattcgt tgtaccgagt ggtgaaaaag agaagtcctt
  1453021 tgaaaatttc tatgcggctc atacgtcagc tcttgaaaat aaattagata gaaattcttt
  1453081 aattattgca cttggaggtg ggatgattgg agatttagct ggttttgttg ctgcgtcgtt
  1453141 tatgcgtgga attcgctttg ttcaagttcc gacgacttta ttagctcacg atagcgcggt
  1453201 aggtgggaaa gtagcaatca atcatccgtt aggtaaaaat atgataggtg cattccatca
  1453261 accggaagca gttgtatatc atacgccatt tttacagtct cttcctgaaa aagagtggcg
  1453321 ctcaggttat gcagaagtga taaaacatgc tctaattggt gatgtaaagc tatatcattg
  1453381 gctaaaagaa gaagtgcaaa cattagcaga tcttcgtgat gagaaattaa tccatatatt
  1453441 aatgaaggca attcctgtaa aggcaaacat tgtagcacaa gatgaaacag aaaaaggtgt
  1453501 acgtgctcat ttgaactttg gacatacgtt aggccatgct cttgaaaaag aactaggata
  1453561 tggaaatatt actcacggtg acggagtagc ggttggaatg ttatttgcta tattcttaag
  1453621 tgaacaagtg tataaggtga atcttgctta tgaagagatg aagcagtggt tcttgaatta
  1453681 cggctatcca aaaatgccaa gtgatttaag tgtagaacgc ctcgtcgggt tgatgaaaca
  1453741 agataagaaa gcgaatgcag ggacaattca tatggtactt atgcaggaat atggggtagt
  1453801 gaatgtcgta tctattcctg atgagactgt tcatattgcg ttagaggcat ttcaaaagga
  1453861 tatggttgaa aaataaatga taaagagtag ccatgaagtg cttattttga ggtgttttcg
  1453921 taatagtgac ggttaggata aaagattaca gtaaagggct aaaattgtat tgtaatcgaa
  1453981 ttcaataaaa tgactggggg aagaaaaatg agagtgaaag agcaattgtt aactttgaga
  1454041 gcatatgtac ctgggaaaaa tattgaagaa gtcaaaaggg aatatgggtt atcgaaaatt
  1454101 gtgaaattgg catcgaacga aaatccgttc ggttgctcag cacgcgtaac agaagcatta
  1454161 acttctttag cgagtcaata cgctctttat ccagatggac atgcctttga acttcgaaca
  1454221 caagtagcaa aacatttagg tgttaaagcg gaacaactgt tatttggtag tggattagat
  1454281 gaagtcattc aaatgattag tcgtgcgtta ctacacgagg gaacaaatgt tgtaatggcg
  1454341 aatccaacat tctcgcaata ccatcaccat gctgttattg aaggagcaga agttcgtgaa
  1454401 gtatcactta aagatggcat tcacgattta gatgcgatgt tacagcaagt agatgatcaa
  1454461 acgaagattg tatggatttg taacccgaat aatccgacag gtacatatgt agaaaaacaa
  1454521 aaattacttt catttttaga atcagttcct aagtcagcgc ttgttattat ggacgaagca
  1454581 tattatgaat atgcgggagc agaagactat ccgcaaacat taccacttct tgaaaagtat
  1454641 gaaaatctta tggtattacg tacgttttca aaagcatatg gtctagctgc tttccgtatc
  1454701 ggatatgcag ttggtaatac ggagttaatc gggcagttag aagtagcgag gttaccattt
  1454761 aatacatcga ctgtagcgca atctgtagca cttgctgcat tagaagatca agcattttta
  1454821 caagaatgtg tgaaaaagaa tgaagaagga ttacatcaat attacgcatt ttgtaaggaa
  1454881 tataacgtat tctattatcc atctcaaaca aatttcattt tcttaaaact cggtattcct
  1454941 ggtaatgaag ctttcgaacg attaatgaaa aaaggatata ttgttcgttc tggtgctgca
  1455001 tttggtatcg atgatggcat tcgtattact gtcggtttga aagaagaaaa tgatgaaatt
  1455061 atagagttac tgaaagaact tgtaaatgag caagtacaga aagaggaaac atattcttaa
  1455121 gagattgtga aggctcctat tagaggagtc ttttttatcg cattaaaaaa gttgaagttt
  1455181 ggtaattaag ttgttctgta aatcacgatt tgtatggctc gataattagt gggagaagtt
  1455241 atttgcacgg tcataaaaga aatcggtaca atagaagaag ataagaaggt atcggtatca
  1455301 tatccgaacc ttttgaacaa ttaactactc tgtaagaaga agcatgcaca ttctaaaggt
  1455361 tgcgttctaa caatgagttg cttatgataa atgaacagaa aagaatattt tttagaatta
  1455421 aaggagacgt ttatgcaaaa gtttgaacaa gctgtttcat atattgaaaa tggtgaagcg
  1455481 gaaaaaggat tacaattgtt aaaagaacaa ttaaaaattg cgaatgatga agagaagtat
  1455541 gatatcgctc gttactatca tacactggga tttacggatg aagcgttatc tattacagaa
  1455601 gacttacgtt tattgtatcc agaagaaagt gaattcactg tatttttagc agaattatat
  1455661 attgatctag acaaagaaga tgaagcgatt gaagtgcttc atgatattcc agaaaatgat
  1455721 gatttatatg ttcaatcgtt attactagtt gcggatttat tccaaatgca aggttttgat
  1455781 gatgtagcag aacaaaaact attaaaggcg aaagaaatga tgcctgacga acctgtcatt
  1455841 acgtttggat tagcagagtt atatagtagt aaaggtgaag aacaaaaggc aatcacttat
  1455901 tatgagtcgc tattatcgga acataaagta atgggtggtg ttgtcattgc actacgcctt
  1455961 ggagaaacgt taagtgcgat tggaaattgg gaagaggcga tttcttacta cgaagcaggt
  1456021 ttagaagaac aaaaagatat ccactcattg tttggatatg ccttcacatt atatcaaggt
  1456081 gaagaatacc aaagagcaat tggtgcttgg caagaactaa aagaattaga tcctgagtat
  1456141 gcatctcttt acatgtattt agcgaaaagc tatgaaaaag aaggaatgct tcaagaaagc
  1456201 tatgaaacac ttcatgaagg aattaaagta gatgaacttt ctgtaccatt ttatgtagaa
  1456261 ttagcgaaca ttgcagcgaa attagggaaa atagcggaag cagaggaagt gcttcaaaaa
  1456321 gcgcttgagt tagatccagg acatttaggt gcaacattaa aatatgcata tatcttaaag
  1456381 gaacaagaaa agtatgaaga gctaattgcc gttgtagagc gtgctatcga tagtggagaa
  1456441 ccagatacac aactactttg ggatcttgcg tttgcaaaaa aacaattaga aatgtattct
  1456501 gatgcattaa aacactatga aagtgcatat acttctttta agaatcatcc agacttcttg
  1456561 gaagagtacg gttatttctt attggaggaa ggtatgcaaa aagaggcgaa agaagtattt
  1456621 actcagttaa tacaactaga cccgacacaa attcatattg aagaattgtt atataattta
  1456681 gaggattttt cataagttgg aaggaaactg aatactgctt cttgaatcta aaaagaaaag
  1456741 agaaagacag aggagggact taattgctat gaatacccct gtttctgtaa acgagaagaa
  1456801 ggattttgta aaatggtttt tgaataatta ccaactgaaa cagcgtgaat gtgtatggat
  1456861 tttgaattat ttaatgagtc acgaccaatt gatgcataaa gtccacttcg tagagcatgc
  1456921 aaaatattgt ccgcgtggct tagtaatgtc cgcgaattgt gtaaaagaca caccgtttca
  1456981 cttttttaaa caaaatgtta tgacaacaga tgctgaaaaa tcgtttcatg atattcgctt
  1457041 aaatcgagat gaggatattt atattcaact caattttaaa tcatcgtttc aaaatgccaa
  1457101 ttacgtagct gtattagaag aaaacccgta tttaccaaag cacattgaag taaatgaaaa
  1457161 agatcgttta cttgcagaaa gatttttaga agaaagtgta ttttctttta gaagagaacg
  1457221 tcttttgaaa caaattgatg aagcgctgga taagcaagat aaggaagcgt ttcataggtt
  1457281 aacagcggag ttaaagatgt tatagaattc atttggattc ataaaatttt acaaatttca
  1457341 gactttttca agaaaaacta ccttaatata ggtagttttt ctttttttac ctcttttagt
  1457401 atggtttaat atatataaag tgaaagttct gtcatttata ggtggggagg gaagacattt
  1457461 gaaatggatt gtaaaagatg tggaacagtt tgagcaagca agagaatatg tagatacagg
  1457521 tgttatacca cttttatcaa tttcggcagc gaaagaaatg aaaacggtag tagaacaagg
  1457581 tgaatttatt gaattgttga gtatggagtt ggaaagagaa tataaaggaa gagtcctttt
  1457641 actacctgca tttacgtatt tagtagaaag tcaaaaaaat gaaaaaggtc gtttgcaaga
  1457701 atggacaaat catttacaaa agcaaggttt taagcatatt gcttatgtta caagtgattt
  1457761 ttcatggaaa gaagatatgc aagaattaca gggggattta ttttggtttc cttcgttagc
  1457821 gttagaacaa tttagtgatc aagcgaaaag agaagtgatt catgcacata taaaaaatgt
  1457881 aatggtgatg ctagaagaaa aatggggaag gtaataataa acagaaagtt cttattatta
  1457941 tgagtagtat gatattgacc tgtgcatgag cgtattatat catgatagtg tcctagtttt
  1458001 tattttttat ataatttatc acgaggggac aatttctgat agagggggga aattttcgtg
  1458061 agcgagaaag aacatcgtgt gtcaagaaga cagtttttaa attataccct tacaggggta
  1458121 ggaggcttta tggcggcggg tattttaatg ccgatgacgc gatttgcgct tgatccggtg
  1458181 ttaagaaaag aagcgggaac ggatatggtt gctgttgcac aagtaaagga tattacaaca
  1458241 gagccgaaac gtttcgactt taaggtgaag caggttgatg gttggtacaa gtccgaagag
  1458301 ccaaaatcag cttgggttca taaagatgaa agcggagaca ttgttgcgtt ctctccagta
  1458361 tgtaaacatt taggatgtac agtgaactgg aattcggaca aatcacatcc gaatcaattc
  1458421 ttttgtccat gtcacggggg tcgttataca aaagacggga tgaacattaa aggcacgccg
  1458481 ccccttgcac cacttgatgt atacgaatct aaagtgaaag acgggacgct gtatttaggt
  1458541 aaagcgaagc caagaggggg tgcaaagtag atgctaaata aaatttatga ttgggtagat
  1458601 gaaaggttag atattacacc aatatggcgt gatatcgctg atcatgaagt acctgagcat
  1458661 gtaaacccgg cacatcactt ctctgcattc gtttattgtt ttggaggact tacctttttc
  1458721 gttactgtaa ttcaaatttt atctggaatg tttttgacga tgtattatgt gcctgatatt
  1458781 aaaaatgctt gggaatcagt ttattattta caaaatgagg ttgcgtacgg acaaattgtt
  1458841 cgtggtatgc atcactgggg tgctagtctc gtcattgtaa tgatgttttt acatacactt
  1458901 agggttttct tccagggtgc gtataaaaag cctcgtgagt taaactggat tgttggtgtt
  1458961 cttattttct ttgttatgtt aggtcttggc tttaccggat atttattacc gtgggatatg
  1459021 aaagcgttat ttgcaacaaa agtagggatt caaattgcag agcaaacgcc gctcattggt
  1459081 ccttatatta aaacattact cgctggtcat tccgaaattg ttggcgctca aacattaact
  1459141 cgcttctttg ctattcacgt cttcttctta ccagcagcac ttctaggttt aatggccttc
  1459201 cacttcatca tgattcgcaa acaaggtatt tccggtccac tataagagat tgctaaatta
  1459261 aaggggaaag aactaaagga gggagattat gcatcgcggc aaagggatga agtttgtagg
  1459321 agattctcgg gtaccagtag ctcggaagcc taatattcca aaagactatt ctgaataccc
  1459381 aggaaaaaca gaagcatttt ggccgaactt cttgttaaaa gaatggatgg taggtgcagt
  1459441 ttttttaatc ggttatttat gtttaacagt ggcacatccg tcaccacttg agagaatggc
  1459501 ggatccaact gatgccggat atataccact tccagattgg tatttcttat tcttgtatca
  1459561 gttattaaag tattcttatg cttctggctc atttactgta attggagcgt ttattatgcc
  1459621 agggattgcc tttggcgcat tactattagc tccatttctt gatcgaggtc cagaaagacg
  1459681 cccattgaag cgtcctgtag caacaggatt tatgctttta tcagttgcat cgattatctt
  1459741 tttaacttgg gaatctgtag cgcaccacga ctgggaagct gcaaaaaaac aaggagcaat
  1459801 tgtaaaaaca gcaccagttg ataaaaatga tgatggttat aagttaatgc aaaaaaatac
  1459861 ttgtttaaca tgtcatggtg acaatttaca gggcggggca gcagcaccgg cactgcaaaa
  1459921 cttaacttta aagccagaag aaattgctaa aatagcgaaa gatggaaaag gtgcgatgcc
  1459981 aaaaggtata tttaaaggta cggatgagga gctgaagaag ctttcggaat tcattgcaaa
  1460041 gtataataaa aagtaatagg gagctgacta caaaatttgt agtcagcttt ttattttaat
  1460101 gaaagaaagt ttactatata atagagtaga gttggaggaa agaataaaag gtgttggaca
  1460161 tacagtttgg tttatttgta tgcaatgtta aggcaacgct ccgtattgtt atttttatta
  1460221 gttgttaaca tattaggtac aatttacgga tttatatggt atggaaatca attaaaagaa
  1460281 acttctccta tattttggcc gtttgtacca gatagcccta tggcgagtct cttttttgtc
  1460341 tttgttttaa ttgctttttt aatcaagaga aactggggat taatagaggc gctagcgatt
  1460401 gttactttaa taaaatatgg aatatgggct gttgttgtaa atggggttat gatctatgta
  1460461 aaaggtccta ttggttttat cgggtatatg ttaatgcttt cgcattttgc gatggcagta
  1460521 caagcagtgc tatatgcacc gttttaccgt ataaaaaaat ggcattttgc ggtagcagct
  1460581 atatggacat tacataatga tgcaattgat tatttatttt ggcaaatgcc gagatatgga
  1460641 attatgcatt tgtttgtagg agaaattggt tattttacgt tttggctaag tattacagtg
  1460701 ctatgtatta catattatta ttattattat tattgcttac gtgagaaccg aaaacaattt
  1460761 tctttatgat agttagaata tgtaggggga gaaaatgaag aaaaataaga gtggtacaaa
  1460821 aatattggat cgattgatta cgatagttgt ttcatatagc atagcatttt ctatatttgc
  1460881 actcgcaaca acggcggttg tatacggaaa atggctatat tattttgaaa ttgatttttt
  1460941 aaacattcca gatttagcgg atatgacgaa aggtgacatt aaaagaaatt ataatgtgct
  1461001 gatcacatat ttatctccat tttatgacgg agcattacat ttgccaacac tagatatgtc
  1461061 tacaaatggc cgtattcatt ttgtagatgt gaaaaacatt ttagtaaaga ttcaatatgt
  1461121 aatgtatgca acaattatga ttgcaatgat aggcggcatg tatttgttaa aaaagaaaaa
  1461181 tgaaaagttt ttactacatg gatctatttt aacaatcatt tttccgatag cgttaatgtt
  1461241 accgattgct attaattttg aaaagagttt tgtgatattc cataaacttt tattcagtaa
  1461301 tgattattgg gtttttgatc ctgagaagga tccgattata ttaatgctac cagaagaatt
  1461361 ctttatgcat gctgcgtgtg ctattttatt attcatttta tttggtagca tactttgtta
  1461421 cagtttgtat agatactttt taaaaaagaa aaggatgtca aataaaaaat tctctgctta
  1461481 aagagaattt ttttgtttgt aaaacgataa tatatttttc ggtccagttc tgttctattc
  1461541 ttgtccacat taacatattt tgtactagta gttatagggg ggaccgtgat gaagagaaca
  1461601 ttaattggac tgattgcatt tctaattatc atgtttccgt tacgtatata tgctgaggag
  1461661 tggagtgaac taacagggtt gttagatgac tcattacaat tagtgaagcg taatgaagat
  1461721 gaaaaagcag tacaagtact acaacatttc tcggagcagt ttgtaataaa ggggaatgaa
  1461781 aagaagcagg aagtaacgcc agatcaagtt agagttattt ctttagctta cgatagggcg
  1461841 aaacaatctc tcgcagaaga agatgtaagg aaacaagtta aaattgataa tgtgttagcc
  1461901 ctgcagctcg ctgtcgatgc acaagtatcg aaatatcaac cactttggat ggaaagagaa
  1461961 ggaaaagtaa tggatgcctt ttctcaaatg gaaaaagcga tgaaaaaaga agatacggga
  1462021 cagtttcaac aaacgttaaa cacattttta catgaattta atattattta tccaagctta
  1462081 atgattgcct tgccagaaaa tgaagtgcag cgtgtaaatg cccatttatc ttatttggat
  1462141 gaatttcgta acgttatgtt aaaaacaaaa ggcgggcaaa tgcaattagg aatcattaaa
  1462201 ggggatttgc aaaaaatatt tcatacagta aaaaaagatg aaattgcacc ttctctcatt
  1462261 tggtttatga cgattactgg aggtcttatt ttattcacat taacttatgt tggatggaga
  1462321 aagtataaag gagagagaga aaaaagaaaa agtaatgtcc attctaagaa tagataatgt
  1462381 aataaataaa gatacggatt gtaagtttta ttcattgaca atggtggcag aagaaaatag
  1462441 aatgagaagt actatactta aaacttcaat ggaggttcag agattcatga tgttttattt
  1462501 aatttacttc gcgatcattt tgatcatacc gttgtatgca cagtcaaaag tacgtagtgc
  1462561 ctatagcaag tattcacaag tttattcaac atcgggtatg acaggagcgg aagtggctcg
  1462621 gaaaatttta gatgagaatg gattatataa cgtagctgta gaagaaacac caggtcattt
  1462681 atcagaccat tatgatccaa ctgccaaaac agttcgatta tcaacagata actattacgg
  1462741 tcattcagtt gctggtacag cagttgcagc acacgaagta ggacacgcaa ttcaagatgc
  1462801 aaaagattat aactttatgc gtattcgtca ttcgttagtg ccagttgcaa actttggttc
  1462861 gaatatttct tggatattta ttatgattgg tgcctttgca tctatggcta acttattgtt
  1462921 attaggtatt atcttaatgg cagcaggtgt tgtattccaa cttgttacat taccagttga
  1462981 gtttgacgca tccaagcgtg caatgcaaca aattgaagcg ttaggtatcg tatcaacaga
  1463041 tgaatatggg caagctcgta aagtattaaa tgctgcagct ttaacatatg tagcagctgc
  1463101 agctgtagcg gtatttgaat tattacgtct cgtattaatg tatactggta tgcaacgtag
  1463161 tgacgaataa agactatcaa ttttgatagt ctttttttgt tgtttggatt gaattatata
  1463221 atgtattaca aatagaaata atagaagtaa tgcggaaagg cggtggggga aatgaaatat
  1463281 ccagatcatt tagtaaaaca ggtgaaagag cgtagtgctc cttatcaatt agaaggtttt
  1463341 ttaagtggac aaggtcctga aaatccgaaa tttatgttgt taggagaagc gcctggtgaa
  1463401 acagaaattc ataatgggat tccgtttagc gggagggcgg gaaaacaatt aatggggttt
  1463461 ttagaacgta ttcacgttac aagggaagaa gtatatatta cgagcgctgt tcggagtaga
  1463521 ccttataagt ggcgagagaa aaaagaacga agtggttcta ttatacaaaa aaagtataat
  1463581 agaacgccaa atcaaggaga aatagttgcc catgcacctt tgttagatta tgaattagag
  1463641 aaactaaatc cgaagctaat cgtcacgctt ggcaatatag gtcttcaacg tttaacagga
  1463701 aaagataaaa aaatcacaga tgtacacggg caattattaa aacagcccat tcaaaaatta
  1463761 aaggatatgc aaagtgcaga atttatatgg tcagagaaag aatatcatat ttttccgacc
  1463821 ttccatcctg cttccatttt ttataatcgg agcttattgg agcttattta tgaggattta
  1463881 gagaaactta agcaatatgt aataaaaaac tagaaaagct aaaaagcttt tctagttatg
  1463941 tttatgtatg taatggattt ttattttcat ccaacgtaaa accttcacca actacatcat
  1464001 gtacgtcact tactgcaaca aatgcatgag gatctacaga agtaataata ttttttaatt
  1464061 tcacgatttc atttttagca acaacgcaat acaatacgtt ccgttccact tttgtatatg
  1464121 atccaacagc ttttaaaaag gttgctccgc gctccatctc agataaaatt ttagcagcaa
  1464181 tttcatcgtt tttatctgag ataatagttg ctccttttgc tgcataggct ccttcttgca
  1464241 taaaatcaat gaccttcgcc ccgataaaaa cagcaactaa cgtatacata ccctcgcgat
  1464301 atgataaata ggtaaggata gagacgataa tgacgatagc atcaaacata aacatcgttt
  1464361 tccccatact ccagccaaca tatttatgag cgagtctcgc aataatatct acaccgccag
  1464421 tagttccgcc gtatttaaat atgatcccga gaccgatacc aataaatgcc ccagcaaata
  1464481 aagctgcgag tgtcatatca ttttgtaagt ttaaatgtaa gttgagaact tcgtaacgct
  1464541 gaaaaatcca tagaaataaa gatacgctaa aggtaccgat tagtgtatag ataaacgttg
  1464601 ttcttccaag taatttccaa ccaatgaaaa atatagggat atttaaaatt aagtttgaat
  1464661 aagaaggatc aaacttaaat agaaaataca ataatagtgt aataccggta aatccacctt
  1464721 ctgcaaggtg attttcaata ttgatattca caataccgaa agaaaaaata gcggaaccga
  1464781 ttaaaataaa aatgatattt cgaatcttca aatttgatgt catatagaaa tccccctaat
  1464841 tatgtaaatg gcattgctcc gctgaaacgg taaaacataa tgataagtaa tttctagttg
  1464901 ctagtgaaaa tagtgaaggc tataaaaatc gattgattct gtttgatttt ttgccaaaaa
  1464961 ggcaaaagaa gtttcacttt accccgttcc aacggctggt aggagataaa gctctgaaga
  1465021 aaggcaaacc agccgtagga acccgattgg tgcgggctaa tcttttgcca aaaacacaaa
  1465081 agaagtttca ctttattata atctttccca aaaagggtcg caaataggtg tttggcgggg
  1465141 aataatattt gtcaaatcgc gatgaattgg ctaacatgaa agaggaagga ttagaggtga
  1465201 attgtatgga agcgaaaacg atgaaggata tgcagaaaga agttgatgca tatattggtc
  1465261 agtttaaaga aggttatttc agtccacttg caatgatggc tcgtttaacg gaagaaatgg
  1465321 gggagcttgc aagagaggtt aatcattatt atggtgagaa accgaagaaa acaactgaaa
  1465381 aagaacgtag tattgaagaa gagcttggag atgtattatt tgttatgatt tgtatggcaa
  1465441 atagtttaaa tattgattta gaaacagcac ataacattgt aatgaataaa tttaatactc
  1465501 gcgataaaga tcgctggaca cgtattgatg agggagagaa agaataatga aagaaatgaa
  1465561 agtaattatc gctggaccaa gaggacgtat gggacatgaa gcagttcttc ttatggaaag
  1465621 aacggaacat tttaatttag tagcagcagt ggattataag catggtggag agaaaatctc
  1465681 tgatttaccg ggaatgccag cgctagatgc aactatttac gcagatttac atacttgttt
  1465741 agaggaagta gaagcagatg tgttgttaga tttaacaacg ccagaagttg ggaaacaaca
  1465801 cgttacacta gcagttgagc gtggacttcg ttctgttatt ggtacaactg ggtttacaga
  1465861 agaagagcta aaacaattaa ccgagactgc gaaagaaaaa gcagtaggaa caattatcgc
  1465921 tccaaacttt gcaattggtg cagttctgat gatgaaattc tcacaaatgg cagcgaaata
  1465981 tttccaagat gttgaagtaa ttgaattgca tcatgatcaa aaactagatg caccatctgg
  1466041 tacagcggta aaaacagtag aattgattcg tcaaaatcgt gaatcaaagc agcaaggtca
  1466101 tccaaatgaa gtagagcaac tagaaggggc tcgtggtgca aatgtagatg gcattcatat
  1466161 tcatagtgtg cgcttaccag gacttattgc acatcaagaa gtaatgtttg gtggagacgg
  1466221 acaaatgtta acagttcgtc atgattcatt caatcgtgca tcatttatgt ctggtgtaaa
  1466281 actatcaatt gagacagtaa tgaatctaga tcatcttgtg tacggtttag aaaatattat
  1466341 cgactaaagg agagacaatg gatgaaaatt gccttaatcg cacatgacaa aaagaaagaa
  1466401 gacatggttt cgtttgcata cgcatataaa ccaatttttg aacaacatga attatttgca
  1466461 acaggaacga caggacttcg tattatggaa gcgaccggct tagttgtaac aagatatcaa
  1466521 tctggtcctc ttggcggcga tcaagaaatt ggtgcaatga ttgcaaaaaa tgatttagac
  1466581 atggtaattt tcttccgcga tccattaaca gcacaaccgc atgaaccgga tgtgaatgca
  1466641 ttgcttcgtt tatgtgatgt atatgcaatt ccacttgcaa cgaatatggc aagtgctgaa
  1466701 atgttaatgc acgcattaga gcgaggagat ttagattacc gcaagttaag aaaatgaggg
  1466761 gaacaattat gagtggatta catatattag cgtttggtgc ccatgccgat gatgttgaaa
  1466821 tcggcatggc gggtaccatt gctaaatata cgaagcaagg gtatgaagta ggtatttgtg
  1466881 atttaacaga agctgatctt tcttctaacg gaacgataga gttgagaaaa gaagaagcaa
  1466941 aggcggcagc tcgtataatg ggagtaaaaa cgagattaaa tttagcgatg ccagaccgtg
  1467001 gtttgtatat gaaagaagag tatatacgtg aaattgtaaa ggtaattcgt acatataaac
  1467061 caaaactagt ttttgcgccg tattatgaag atcgtcatcc agatcatgca aattgtgcaa
  1467121 aacttgtgga agaagctatt ttttcagcgg gaattcgcaa atatatgcca gaggttccac
  1467181 cacatcgtgt ggagtctttt tatcattata tgattaatgg ttttcataaa ccgaattttt
  1467241 gtatagatat tagtgaatac gtatcgcaaa aagtggaggc attagaagcg tatgaaagtc
  1467301 agttttcaac agggagtgat ggtgtgaaaa cgccgttaac agaaggttac gttgaaactg
  1467361 tagtcgctcg tgagaaaatg tttggaaaag aagttggagt cttatatgcc gaaggattta
  1467421 tgagtaagaa accggtttta ttacatgctg atttaatagg gggatgtaaa tgaaattaaa
  1467481 aataggtatt acatgttatc cttctgtagg tggttctgga gttgttggaa cagaattagg
  1467541 aaagcaatta gcggaacgcg ggcatgaaat tcattttatt acatcgggtt taccattccg
  1467601 gttaaataaa gtgtatccaa acatttattt tcatgaagtg acggtaaatc aatactctgt
  1467661 atttcaatat ccaccatacg atttagcgtt agcgagtaaa atggcagagg ttgcacaaag
  1467721 agaaaaccta gacattttac atgtgcatta cgcaatacca catgccattt gtgcttattt
  1467781 agcaaaacaa atgattggag agcgtattaa aattgttaca accttgcatg gaacagatat
  1467841 tactgtgtta ggatccgacc cttcgctaaa taatttaatt cgttttggta ttgagcaatc
  1467901 tgatgttgtg acggctgtct cgcattcatt aattaacgaa acgcatgagc ttgtaaaacc
  1467961 aaataaagac attcaaacgg tatacaactt tatagacgaa cgtgtatatt tcaaacgtga
  1468021 tatgacccaa ttaaagaaag aatatggtat aagtgagagt gaaaagatac tcattcacat
  1468081 ttcaaacttc cgtaaagtga aacgtgtgca agatgttgtg caggcatttg ctaaaattgt
  1468141 tacagaagta gatgcgaagt tgcttcttgt tggagatgga ccagaatttt gcacgatttt
  1468201 acagttagtg aaaaatttac atattgaaga tcgcgtctta ttcttaggga agcaagataa
  1468261 tgttgcagaa ctacttgcga tgagtgattt aatgttgctt ttatcagaga aggagagttt
  1468321 tggtcttgtt ttattagaag cgatggcgtg tggtgtacct tgtatcggaa caagggttgg
  1468381 aggtattcca gaagtcattc aacatggtga tacaggatat ttatgtgaag ttggcgatac
  1468441 aacaggagtg gcagatcaag ccattcagct attaaaggat gaagaacttc accgtaatat
  1468501 gggagagcga gcaagagaaa gtgtttacga gcagtttcgc tctgaaaaaa tcgtctcaca
  1468561 atatgaaacg atttactatg atgtactaag ggatgacaaa aatggaaaga tttaaaaaag
  1468621 ctagttctat tattgagact ttaaagcagc aaggacatga ggcttacttt gtcggtggaa
  1468681 gcgtaagaga ccttattatc gataggccga ttggagatat tgatattgcg acatctgctt
  1468741 tacccgaaga agtgatggct atatttccaa gacatgttcc tgttggtctt gaacatggaa
  1468801 ctgtaattgt agtagaaaat ggtgagcctt atgaggtaac cacttttcga acagagagtg
  1468861 aatatgaaga ttttcgaaga cctagtagtg ttcaatttgt tcgttcatta gaagaggatt
  1468921 taaaacgtcg tgatttcaca atgaatgcaa ttgccatgac agaagaaggc gaaatggtcg
  1468981 atttatttgc aggacaggaa gcgattcaaa agagagaaat tgtgacagtg ggaaatgctg
  1469041 cggatcgttt tcaagaagat gccctgcgaa tgatgcgtgg tattcggttc gtaagtacgt
  1469101 taggtttttc tttagagacg aaaacgaaac aagcaattga aacatatgga catttgctgg
  1469161 aacatatagc aattgagaga attacagtgg agtttgaaaa actgttaact ggcacatatt
  1469221 gcgtgaaggg tctcaaagaa ttagtggaaa cgaaactatt ttctcatctg ccatatctac
  1469281 aaatgtcaga agagagatta ttaaaagcta cgcagtataa ctgggattct tttgaaacag
  1469341 acattgaggc atgggcgttt ttcttatatt gtattggaga agaacatcca tctgtctttt
  1469401 tacgtcaatg gaagttttca aataaaaaaa taaaagatat cgtcgcagtt ttattaacaa
  1469461 tccgtaagag aaaggagaag gattgggata cagtccttct ttataaaacg ggaattcata
  1469521 tagctgaaat ggcagaaaga gtatatgaag cgatgattga aagctatgat catacatctg
  1469581 ttgaacgggt acaaacgttg tttcaagcat taccaattaa aagtcgacaa gagatggatg
  1469641 tgactgggaa tgatttgtta aactgggcaa gtaaaaagcc cggtccatgg gttgctgaaa
  1469701 tgattcaaaa gattgaggaa gcaatcgtac aaggaaacgt agttaatgag aaagagtgta
  1469761 taagggagtg gctgcaagaa tgcaatctac tataagaaag cagttattgc aagttttttc
  1469821 tgaggcggat ggagagtttg tatctggcca aacgattagt gataaacttg gttgctcgag
  1469881 aaccgctgta tggaaacata tggaggacct tcggaatgag ggctacgaac ttgaagcagt
  1469941 gcgtcgatta ggttatcgaa ttgcaagtaa gccagacaaa gtgactgcga atgaaataca
  1470001 gttagggtta caaacgaaac atattggtag aacagtgtat tttgaagagt ctgttgaatc
  1470061 aacgcagcat attgcagcaa agcttgctta tgaaggtgca gaagaaggaa caattgttgt
  1470121 ggcagaagaa caaacagcgg gtagaggtcg tttaagcaga aaatggcact ctccaaaagg
  1470181 aacgggaatt tggatgagta ttattttacg tccgtcaatt ccagttcatc atgcaccaca
  1470241 acttactttg ttagccgctg ttagcgttgc gcaagcaatt gaaaaatgca caggtgtaaa
  1470301 cgtaggaata aaatggccga atgatatttt aattcaagga aaaaaggctg taggtatatt
  1470361 aacagaaatg caggctgatc ctgataaaat taatgctgtc attatgggta ttggtattaa
  1470421 tgcgaatcaa aagcaagaac attttgatga ggaaattcag catattgcta cttctttagc
  1470481 gattgaatct ggtaagccaa ttgttcgtgc agagcttatg caacaaatct ttttacaact
  1470541 agaaaaatta tatgaagagt atttacaaaa tggtttctct gttattaaaa ttctttggga
  1470601 aagttacgct gtaagcatcg ggaaagaaat taacgctcga acgatgagag agacgattac
  1470661 gggtgtagca aaaggaatta cagaggatgg tgtattgctc ctagaagacc atgaaggaaa
  1470721 agtacatcat attcattctg cggatatcga aattaagtaa aagaagttcc tcttttggaa
  1470781 cttctttttt atttccatat taataaaatc ttttaatatt taagttttat tttaaaagat
  1470841 cgtccagttg agtttgcttc ttatttgacg attactttac cttccattcc tttgaggaga
  1470901 tggtatcgac atattaattc atatgtaccg gcacttttag gtttcacggt aatgtttttt
  1470961 tcttttcctg actcgacgac gacgtcaata ccgagttttt tgattgtaaa ggtatgctca
  1471021 ctcttacctt tatttttcaa cagtaatgtt gttgattcgt taattggaat cgtgatgacg
  1471081 tttggattaa agtaatcatc gtttagctca acttcaatca ctttcgctga cgcaataggt
  1471141 tgtgccaagt cgttaactga ggcaaataca ttgagggaat ttaaagttgt tattaccaca
  1471201 agcatcacaa gaaaaccgat gaatcgaaat aaccatttgt ttatagacat tcgcaattct
  1471261 ccttttgtaa gtatatttcc tcaattaacc tgcatcatta ttttatgagt tataccatgt
  1471321 atttaaaaag tttatctttc tatgattgga tcgtttactt ataaatttca cataccgtaa
  1471381 taagaataaa aattattttt tcgaaaaaat gtagtaattc ctttttggag tttgctataa
  1471441 ttagttcgaa tgtgggcagt atcagagcga actgcaccat gattcgaagc aatacgaaaa
  1471501 ataataactt ggattctgcc ttgatccaat aacggactgg gacagaggga tgaataatgc
  1471561 cgactaacac acaacccttc tgccctttta tggccagagg ggttttttat atgatttcgg
  1471621 ccatctcctc tctcctgtat aaaggaggag tagtttttga aaacaaaaac agattttttg
  1471681 aaaatgaaag agcaaggtga gccgattaca atgctaacgg cgtatgatta tccttctgct
  1471741 aaattagcag aagaagctga agttgatatg attctagttg gagattctct cgggatggtt
  1471801 gtgctcggct acgattcaac agtaccagta acagtagagg atatgattca tcatacaaaa
  1471861 gctgtacgcc gcggagcgaa agagacgttt attgtaactg atatgccatt tatgtcgtat
  1471921 catgtgtcac tgcaagatac gatggtgaat gcacgccgca tcgttcaaga gagtggtgcc
  1471981 catgcactga aggtagaagg tgcgggagaa gtgatatcga ctattcacta tttgacgaat
  1472041 gcgggaattc ctgtcgtggc gcacttaggt ttaactcctc aatctgtagg agtgctaggt
  1472101 ggatataaag tacaaggaaa agacgctgaa agtgcaaaaa aattaataga agatgcgaag
  1472161 aaatgtgagg aagctggtgc aattgcactc gtgttagagt gtgtgccaat gcagttagca
  1472221 gaacttattt cagagcaatt aacaattcca acaatcggga ttggcgcagg acaaaaagta
  1472281 gatgggcaag tgcttgttta tcatgatctt atctcatatg gggtaaatcg tgttccgaaa
  1472341 tttgtgaagc aatatacgtc cgttcaagaa gaaattgtac gcgggatttc tcaatatgtt
  1472401 gctgaagtaa agacaaggca atttcctgaa gaaaaacatt cgttcacaat gaaagaggaa
  1472461 gaatgcttag cgttatacgg aggaaaacaa tcatgaaaat cgtaacgaca gtacaagaga
  1472521 tgcagcacat tacaaaagaa ctgcgtgcaa gtggaaaaag tattggtttt gtcccaacga
  1472581 tggggtattt acatgaaggt catgcgactt tattacgtaa ggcaagagaa gaaaatgaaa
  1472641 ttgtagtttt aagcgtgttt gtaaatccac tacagtttgg accgaatgaa gatttagatc
  1472701 gatatcctcg tgatattgat agagatgaaa atgtagcaaa agaaaacggt gtagattatt
  1472761 tattttatcc gagtgtagaa gaaatgtatc cagcagaaca aacgacaacg gtagaagttg
  1472821 tgaagcgtac cgatgtatta tgcggtaaac aaagaccagg tcatttcgct ggtgttgcga
  1472881 ctgtactcat gaaactattt aacattacat tgccaacacg cgcgtatttc ggtatgaaag
  1472941 atgcacagca agttgctgtc attgaaggat ttgtcgctga ttttaatatt ccggttataa
  1473001 tcgtaccggt ggatattgta agggaagaag atggattagc gaaaagttct cgtaacgtgt
  1473061 atttatcaca aaaagagcgt aaagaggctc ctcatttata ccgcagtcta tgtatggcaa
  1473121 aagaaagaat tgaggcagga gaacggaatg cagaaattat tacaactctt gtaaaagaat
  1473181 atattgagac gtatacgaaa ggcactgtag attatgcgga tttatatgcc tacccttcac
  1473241 tacaagtagt ggatcaaatt gaagggcgaa tcattttagc aattgcagtt aaatttgaaa
  1473301 atgtacgatt aattgacaat ataacattaa cggttaaata agggggagca tctatgtttc
  1473361 gcacaatgat gagagcgaag ttacatcgcg caacagtaac agaagcaaat ttaaattatg
  1473421 taggtagtat tacaattgat gaagatttaa tggatgcagt aaatattgta gaaaatgaaa
  1473481 aagttcaaat tgtaaataat aataatggtg ctcgcttaga gacatatgtt attaaaggcg
  1473541 aacgaggtag cggtgttgtt tgtttaaatg gtgcagctgc aaggcttgta cagccaggag
  1473601 ataaagttat tattatttgc tacggtttag tggcagaaga aaatattcat aaacaagagc
  1473661 cgaaaattgc agtattagat gatgataatc aaattattga aatgttaggt gctgaaaaag
  1473721 cgggtacgat attataagta aggtggctat ctctattatg gagatagctt ttttgtgcat
  1473781 cttttcatta agatgagata aaacgtggta tagtaacatt atataatttt ctgtttgata
  1473841 ggtaagaaat tgaggtgtta catatatgag taagcgttat gtcgttgtgg atttagagac
  1473901 gacagggaac tcctggaagg atgggaaaga taaaattacc caaattgcag ctgttgtagt
  1473961 ggaagatgga gagatattag agattttttc atcttttatt aatccgaaga gagagattcc
  1474021 gccatttatt acagagttaa cagggattga tgagagtatg gttaagcaag ccccgttatt
  1474081 tgaagatgta gccccgatgg ttgttgagct attacaaggt gcagctttcg ttgcccataa
  1474141 cgttcacttt gattggaatt ttttaacgga agaattaagg caggctggat atacagaaat
  1474201 acattgtcca aaagttgata cagttgagtt ggcgcaaatt cttttgccaa cggctgatag
  1474261 ttataaatta cgtgatttag ctaaacaaca cgaactagag cacgatcaac cgcatcgtgc
  1474321 ggatagtgat gctcttgcta cagcagaatt atttttacaa tttttaaatg aaattgaaaa
  1474381 gttaccactt gttaccttgc aatcgcttta tgaattgagc gatgtttttc aaagtgatat
  1474441 tgcggatgtg ctttctgaaa atattttaaa gaaaatgatg catggcaaaa aagtggcaga
  1474501 ggagtatgaa gtgtatcgaa atattgcgct tcgaaaacga aattattctt taaatctcag
  1474561 tgaaacatgt tcctctaaat ttgatgcttt tttgcataag acaattgata aacttgcatt
  1474621 gaatatgcca aagtttgaaa aaagagaaag ccaacaaatt atgatgaagg aaatatatac
  1474681 agcactaaga gattctaggt tctccttaat cgaagcagga acaggtacag ggaagactct
  1474741 tgcgtatttg cttccaagta tttattttgc aaagaaaaaa gaagaacctg tcatcataag
  1474801 tacccaaacc gtacaactac aacaacaaat actagaaaaa gaaattccat tattacagaa
  1474861 aataatgcca ttttcatttg aaatagctct tttgaaagga agaaagcatt atctttgcct
  1474921 acataaattt gaatatgctt tgcaagagga agagaaaaat tatgatatgg cgctcacaaa
  1474981 ggcaaaaatt ttagtatggt tattgcaaac ggaaactggc gatcgggatg aattaaatat
  1475041 ccctgagggc ggaaagttac tttggaaccg tatttgtagt gatgtacata gtccgggcgg
  1475101 gatgcaaagc aactggttta gtcgttgttt ttatcaacgg gcaaagaata aagcgttatt
  1475161 tgcagatatc gttattacaa atcatgcgtt attatttcaa gatttttcaa gtgaagaacc
  1475221 attgcttgct tcatgtgaac atattatttt tgatgaagct catcatattg aggaagcggc
  1475281 aagtagaaca ttaggtgaac agttctcctg tatgtatttc cagttagtct tatctcgtct
  1475341 tggtacgcta gaaacagatg atgtactttc taaagtatat aaaatgatga aaaaatcaga
  1475401 acaagcctct cgttcgactt tccggatggt gagtcatagt ttgaaggaat tgaaatttga
  1475461 tgcggatgag ctattccaaa tgttacgtgc gttcatcttt aaacaaacaa agcaggaaca
  1475521 agggataagc aatatgccac tcatttatcg atataacaca gaagtagaga aaggtaagtt
  1475581 atgggatagc attaccgagt taacaaatcg ttttgtatat gatataagaa aattattgac
  1475641 tatacttcag aagcaagttg atatattgca aagtaaaata gaatgggaaa tgcatgttgt
  1475701 tactggtgaa tttatgcatt taattgagtt gttgagaaag atggcacaag ctttacaatt
  1475761 actcatttta gaaaaaaatt catatgtgac atggatggag actgaaacga agggaaccat
  1475821 tcattcaact gttttatatg ggcaacctgt tcatattgct gaaaggtttg ctgatgaatt
  1475881 tttaacagag aaaaagagtg ttattttcac atcagcaacg ctaacagtaa acgattcatt
  1475941 tgcctatata aaagaggagc taggtttaca tgattttgct cctaatacat tacaggttcc
  1476001 atcaccattc cgttttgaag aacagatgaa attaatggtt tcaacggatg tgccttttat
  1476061 taagaaagca agtaatgaag aatatattga atctgtgtca gcacatattg caaaaatagc
  1476121 gaaagctaca aaaggtagaa tgctcgtttt attcacctca tatgaaatgt tgaaagaagc
  1476181 gtatacgaat ttaaaaaatg atgaggaatt agaagggtat ttattattaa cacaaagtgt
  1476241 gaataataag agccgaagtc gtcttattcg taagtttcaa gagttcgaca aatcaatttt
  1476301 gttaggaaca agtagttttt gggaaggaat cgatataccg ggagatgcac ttagttgtct
  1476361 tgttattgtc cggcttccct ttacgcctcc ttatcaaccg atgatagaag caaaaggaga
  1476421 gtggttaaaa aatcaaggag aggacgtatt tgctaagtta gcacttccac aagcaatact
  1476481 gcgtttcaaa caaggatttg gtcgtctcat tagaacaagt acagataccg gaacagtatt
  1476541 tgtattagac cgtcgtttga caagctcttc ttatggaaaa tattttttac aatcaattcc
  1476601 aactgtcccg ctctatgaag gtcctttaga agaattgtta gaacaagtaa aggaacggcc
  1476661 aactgaataa aattggaaga aaaatacgcc tgaagtacat ttaatcttca ggcgtaaaaa
  1476721 atgtgggtag gaggaatttt atttttctta cttcttgtat acaaaatgtc ttggttttcg
  1476781 acttgaaacc tttttttgct gtacatgtcc tgctataata gatgggtgat gaagcagggg
  1476841 ttgtaaagaa tgtactctta ttgtaaccgc attgcgttct tctataatta gaaatttttg
  1476901 tgtaacggag gagttttttc atggataaga aaatcgaagt cctatcaacg acgcgtatta
  1476961 aatattcgtc tgacttgtat aaaattgttg atagcttgaa tcgtacgtta aaagagcagg
  1477021 acctcatgtt cggattagca ttagacgaaa aagataaaga aacagctgta tttacgattt
  1477081 acagaacgta gtgataaaat gaaaaagtgg atctttacaa tcattatcgt aatcgttgct
  1477141 agcggaatat atggggcgta tgtttataat aaagcaatgg aaaagaaact tcctaaagag
  1477201 gcaaaatctg tagaaattgc aaaagaaaaa gcaaagctta caaaagtaaa atctgtggat
  1477261 tattataacg gagaatcttc atatacagtc gtgcaaggta ccgatgaaaa tggagaacaa
  1477321 cttatcgttt gggtgcctga gaaaaaaggg gaaacaatag taaggaaaaa gagcgaaggt
  1477381 atttctgaaa aagatgcttt acaaagaacg attgaacaag tcggagatga aagtaaagag
  1477441 cccaaaagta agcctaaaga aattttaaaa gtaaaattag gcgttgaaaa taatatacca
  1477501 ctatgggaag ttacatatat tgatgatgac aatcgttata gttactacaa tcttgcattt
  1477561 caagatggtc agtttttaaa acgatatagc attgaaaaat agatgtaggg ggaactacaa
  1477621 atgaaattag caaagcgagt agctgcttta acaccatctg caactttaga aattacagca
  1477681 aaggcacaag cattaaaagc agaaggtcat gatgtaattg gattaggagc aggagagcct
  1477741 gactttaata cgccagaaca tattatggat gctgcacata aagcgatgtt agaaggacat
  1477801 acgaagtata caccaacagg tggattacaa gcgttaaaac aagagattgt gaagaagttt
  1477861 actcgcgatc aaggaattgc gtatgatccg tccgaaatta ttgtatgtaa cggtgcaaag
  1477921 catgcattat atacattatt ccaggtgtta cttgatgaag gagatgaagt tatcatccca
  1477981 acgccttact gggtaagtta tcctgagcaa gtaaaactcg ctggaggtaa gccagtttat
  1478041 gtagaaggtc tggaaggcaa tgagtacaaa attacagcag agcagctgcg tgaggcaatt
  1478101 acagagaaaa cgaaagcagt tattattaat tcaccgagca atccaacagg aatgatttac
  1478161 agcaaagaag aattacaaca gcttggagaa gtatgtttag aacatgatat cttaatcgtt
  1478221 tcagatgaaa tttatgaaaa attaatttat ggtggagcag aatatacttc aattgcccag
  1478281 ctttctaatg cattaaaaga acaaacactt attattaatg gtgtatctaa atctcattct
  1478341 atgacaggat ggcgtattgg atatgcagca ggaaataagc agcttattaa agcgatgacg
  1478401 aacttagcga gtcatagtac gtcaaaccct acttcaatcg ctcaatacgg cgcaatcgcg
  1478461 gcatatgcag gctcacaaga acctgttgaa acaatgcgtc aagcatttga agaaagatta
  1478521 aacattattt atgataaatt aattcaaatc cctggcttta cttgcattaa accacaaggt
  1478581 gcattttatt tattcccgaa tgtaaaagaa gctgtagcgt tatcaggata cgaaacggtt
  1478641 gatgaatggg caaaagcttt attagaagag gaaaaagtgg ctcttgtacc aggtacagga
  1478701 tttggtgcac caaataacgt tcgtttatca tatgcgacat ctcttgaaca agtagagaaa
  1478761 gcattagaac gcattcatac gtttatgaaa agtaaagtgc aagcttaatt ctatatgtta
  1478821 ttaatgcaat gcaaaaaacc ttcctacata atagggaggt ttttttgacg aattgtggca
  1478881 aaaagaaatg acgaaaggtg tgttatacta gagagcgagg tgtttggtga tgaaaaagaa
  1478941 aatgatgtta cagtggtttg aacagggaag catcgcaatt ccaaaattac ttatgatgca
  1479001 ttataaaaaa ttagggttaa atgaaacaga atttatggtt gtacttcatg tacatacatt
  1479061 tttagaatcg ggcaattcgt ttccgactcc gtcagagatt tcagaacgga tgacgattac
  1479121 tgaaatgaaa tgtatggaag tcattcagac attgattcaa aaaggttttt tatcactaga
  1479181 aggtggacaa aaatcagaag cgatgatgtg tgaaagttat tctttacaac cgctatggga
  1479241 aaaaatattg catttcttaa tgaatgaatc aatagaggaa gaacaaaaag aaataaagca
  1479301 actgcaagta aatttatata cagtatttga aaaagaattt ggaagaccac tttctccatt
  1479361 tgaatgtgaa acgttgggaa tgtgggaaga tcaagatcaa catcatccga atttaattca
  1479421 agcagccctc agggaagctg taatgagtgg taagcttaat ttccgatata ttgatcgtat
  1479481 tttatttgag tggaaaaaga atggtattaa aacagtagat caagctcaaa accaaggacg
  1479541 gaaatttaga gcaaatcaac aacgaacgca gcaaacgaca aaacaagaga cgaaatttac
  1479601 tggaaaagtg cctctttata attggttgga gcagtagtgt aggaggaagt atatgttaaa
  1479661 taaaacgcaa attcgctatt gtttagatac aatggcggat atgtacccag aagcacattg
  1479721 tgaattaatt catgataatc catttgaact agtaatcgcg gtagcattat ctgcgcaatg
  1479781 tacagatgca cttgtaaata aagtgacgaa aaatttattt caaaaatata aaacaccaga
  1479841 agattattta agtgtttctc tagaagaatt acaacaagat atacgttcta ttggattgta
  1479901 tagaaataaa gcaaaaaata ttcaaaaatt gtgcagaatg ttattagatg attacaatgg
  1479961 ggaagtgccg aaagatcgag atgagcttac gaagttacca ggtgtaggtc ggaaaacagc
  1480021 aaacgtagtt gtttcggtag cgtttggtat tccggcaatt gctgtggata cgcatgtaga
  1480081 gagagtgagt aaacggttag cgatttgtag atggaaagat tcagtgttag aagtagaaaa
  1480141 gacattaatg aagaaaattc cgatggatga atggagcgtt acacatcacc gtatgatttt
  1480201 ctttggacgt tatcactgca aggcacagcg accacaatgc gaagagtgcc ctttactaga
  1480261 agtatgccga gaaggaaaga agcgaatgaa ggggaaataa aggatggagc gagttataga
  1480321 aataccgaga gaatttcggt gcttaccatt ttttaaagaa agtgtaaatt cgattgcgta
  1480381 ttatgcagaa cagtctttcg aagaaacaat acaaaagact tattttatat atgatattga
  1480441 aaaacaatat gagccatgga atgaaattga aaacagtatt ccggtaatgt tgaatgtatg
  1480501 gaaaaataag catggggaca ttgctacttt atttcgaaac agaaagaaac aagaagctga
  1480561 aggtccgatg attctttttg cagcacattt attatcaatt gtatattggc taaatgagca
  1480621 acctgttcat agtttgaata aaatagaaga ttttacgagt gaattggaag tgcaaccagt
  1480681 taattttata gagcgatatt cgttcattat aaagaaaccg aataattatc attcttatat
  1480741 tcagttagca cagttgtata ttgaaataga aaagctatat gtaaagaaaa tgataacaaa
  1480801 aaagaagtcc tgttctcgtt aagagaaagg acttcttttt ttgtattaag actctgttgt
  1480861 aacaaaattt ccgtctgcgt gaggtgtatt tcctccggta ttttgttgtt gttcttgctg
  1480921 ctgttgctct tgttgttttt tagcttcttc ttcagctttt tttctagctt cctcttcagc
  1480981 tttcttttga gcctcttctt gctgtttctt agcttcttct tcagcttttt ttctagcttc
  1481041 ctcttcagct ttcttttgag cttcttcttg ctgtttacgt tgttgttctt gttgtttctt
  1481101 agcttcttct tcagcttttt tagtagcttc ttcttgtttt agtttatctt cattggcctt
  1481161 tttctgagct tcctcatcag cttttttctt agcttcttct tcagccttct tcttagcttc
  1481221 ttcctcggct ttcttcgcgt ctggagttcc gccaggcgca gtgaaggatg ctccaactgc
  1481281 agggcttgtt ccagtacctt ttttcgctac tacagagaag ctgtaagtaa cgcctggttt
  1481341 aataccacca agagtagctg ttgtaccttt tactgataaa ctaccacttg aaccgtcagt
  1481401 tgctttatag cttgctgcat acgcatcaac ttctgttggt ccagaccagt ttagtgtaac
  1481461 tgtgctagcg ccatcgaaag tgacattaag accactaggt gcatctactt taatttgttt
  1481521 aattgcatct ttcttcgcac cttttacata taactctccg tttatttctt gtacagaaga
  1481581 agggcgttcg aaacgagttt tatctgtagc gaatttgctc atcattactt ggaacatttg
  1481641 ctgtgcaatt ctagtataac gatcactaat gtagttttct gggccatttt tttcgtaccc
  1481701 agtccatact gccattgtat attgcggtgt atatccagcg aaccagctat ctctgtttgc
  1481761 atcagctgga ataccatatt cttttataac gtctgcatca aagttttgtg ttcctgtttt
  1481821 accggcaaca tcaacacctg aaacgtatgc tgttggacca gtaccgccag aaccaggttt
  1481881 tacgacatca cgaagaacgt cagtcaccat gtaagctgtg tagtcttgca tcgcacgttg
  1481941 ttctttcggt ttaaaacttt tctttttccc atctgggaag gtaacttctt ttacgaagtg
  1482001 cggtttattg tagttcccac cattaccaaa ggctgcatat gcacccgcta attgtaatgg
  1482061 tgaactatcg ttactaccaa ttgctgttga ttcaaatgtt ttgccatctt taaatgtcat
  1482121 acctaaacct tcagcaaacg cttgtgactt aggaagacca accgcttggg ctgtttttaa
  1482181 agctgggatg tttaatgact ttttcaaagc ttcacgtagt gaaacgtcac ctttgtaact
  1482241 atttgttgca tttcgtatct ttttaccatt ggaatacgta tactctgagt catttaattg
  1482301 atggtatgta gaccattgta aattttcaat tgctgggccg tagtcaaaaa ttggtttcat
  1482361 tgttgaaccg acttggcgtt ttaaatcggt ggccatatta tgacctttga aagtagactt
  1482421 acttccttta cgcccagctc caattgctcg aacttcacca gattgtgtat ccataaatac
  1482481 gaatgatcct tggaattgat cgtttggata cttaataaga ttgccatcca taattttttc
  1482541 agcataatct tgagcatctt gatcaagtgt tgtatgaatc gttaaaccat ctgaaccaat
  1482601 atttacatca ggatattctt tttcaacttc ttttacaacc gcatctagaa atgcttgata
  1482661 cttcatctca gttatttctg aagacggttg aagaccctct gttactggga tcttaactgc
  1482721 gttattcatt tcttcttttg ttatataacc atgtcgattc attaatgaca atacgacatt
  1482781 acgacgattt gttgctcgtt caacattttc ctttttcgtt ggatcgtaaa tgtttggacc
  1482841 ttggggtaaa ccagcgagca tagcagcttc atgtaattgc aagtctttca aatctttacc
  1482901 ataatatttt tgcgctgctg tcgcaatccc atatgaacgg ttacctaaat taatcttatt
  1482961 taagtacatt tctaaaatct catgtttaga gtattgttgc tctaatttgt aagataagta
  1483021 ccattcttgt acttttctct ttgcagtttt gtccatcgtt agaaaatagt ttttgactac
  1483081 ttgttgtgta atcgtactac caccttgaga tccgaaacct ccagtgacat tttccataac
  1483141 tgcttttgta gttcgtttaa aatcaattcc attatgatcg tagaaacgtg agtcctcagt
  1483201 tgcaaggaat gcattttcaa ctacttttgg aatttgatca tacgtaacgt gggttcgttt
  1483261 ttcagcaccg tattcataga aaaagttccc gtctttatca agaaactttg ttgataaagg
  1483321 attgacaagt tttgatttgt ctaattttgg agcgtccttc accataacaa agaaagcgga
  1483381 aacgccagct acaagaccaa cgataccaag aagtagacaa cctataagga attttttaaa
  1483441 aaaggagcct tttttctttg gttttttttc tttatttgtt tcttgctttt gattttttac
  1483501 atgatttcgt tctgtacgag aacgataatt atctgacatt atactttctc ctacctttca
  1483561 ttctctcccc aaaagtcgaa aaaagagcct tagtgatgac tctatcacga aaaataaacc
  1483621 gtgtctagta cacggatata atcaatccga gggtgataac cgcatgataa taaagatcca
  1483681 tgctctacta tttcttcttt cgtaatcgat tttcgtccac cagtattttg acgattccaa
  1483741 aatgtaataa tatgttttgc atctaataaa taaagttcat caaaaagtgt aaatttaata
  1483801 ataacaaatg caattccatt atgagcaatt acttgcttca tatgttcaat ttgatgaagg
  1483861 tggaagtttt gaagtggaaa gctggtttta ttttttgttt ctttcgcttc aaaatcgatg
  1483921 tatttccctt tatatacacc gttgtaatct gttgtagaag gttgtttaaa atacgcctct
  1483981 tttaccactg cagcacttcg agcggggtaa tctactttta caatttgaag aggtgtaggt
  1484041 tttttatgta cacatgcaat attatgggtt aagtaatatt catttgtttc attcaattcc
  1484101 tcttcaaggg acatacctct gttactataa gtatgttttt taattggtgt tttatgaggt
  1484161 tgtgaagctt gattgtaccg ttttccattt gggtaacgaa tggtcatagt gtgtccactc
  1484221 ccaacttgct aagaattact tacaaaggtg attataacaa aaaatgaaaa aagatgtgac
  1484281 ctttttgaag aaaggtgtga tgacttattc atgtttacat ggaatgatta tgaaaaaatt
  1484341 aaacaatatc gtaaacgtgc ggtctgtaca gaagaagaaa aagcaacggt ttacaacatt
  1484401 aagaaggaaa tagaaatagc taatatggat aacatttctc gaacgcagtc ttatcaagac
  1484461 tattatgtaa gaaatagtga aattaggtgg gcttttttag cgagtatggt ctcgagaaat
  1484521 gcggggtgga atatgactga tttaaaaggg aggtattatg ccactgtttt acctcaaaca
  1484581 gtaaaaaaac atttgttttt gacttatgaa gaagcgaatt ggattatttt tttagatgca
  1484641 tttcctcagc tgttgttata tgaagaaagt aagaggaggc aggtgccgtt attccatttg
  1484701 ttacaatatt ttaatgtgtc aatttttatg gaaaaagaat ggatatattt ttgggagaaa
  1484761 aaagatataa ataggcttat gacagcgctt attataaatg aacaaaataa aattcaaaaa
  1484821 ccaattattg agaatacata ttttaaaaaa catgtatttc atacagcact ttttaaattg
  1484881 caagaaatgc ttcatgttag tgctgttatt tttccaaccg ttgaagggaa gatgtatggt
  1484941 ttttcagttt atcaatttga aacgttgcaa aagcgtgtag aactagggaa gaaattagca
  1485001 gcgttactat ttcatccgaa ttataaaagc ttattccata ggtttgcatt gcaaactgtt
  1485061 cacacagggt caagggcaga ttatgaacag tacataagag aagctagaaa atcttgtacg
  1485121 ccaactctta gagaagttta tcctgctgtt gcacataagg aaataagtat gagagattgg
  1485181 ttttgtagag atatggaaat aaatgaacta ttttcacgag aagagtataa gggtgaagtt
  1485241 gatataacag aatggtataa aagaaagagg gagcaaattt attttgcttc tatcataaat
  1485301 cgttttgtta agaggatgga tgagttcgtg atataataaa aaagaagtcc cgccttcatt
  1485361 tatgaagacg ggacttctta atgtgaagta atcctgctat gcgtgctaaa catttaatct
  1485421 caaaatgtaa tgcatacaag agattaagga agtttcactt taccccgcat taacgggcag
  1485481 taagacccca cctaaattca gcgaaagcaa agaatttagg tgggggatca actgcccgta
  1485541 aatgcccgat tggttcaact aataatcatt ggggggtcac ccccaatgat taaagtttca
  1485601 ctttatgtag cagggaagtt tggaccatct aattttggat ttccagtttt gggtttattt
  1485661 tgtttgtttt gttttttctt tttttcgttt ttgttctttg ccattttcat gcacctcctt
  1485721 tttgtattgt taccatttct ataaatgaca tacaaaatga tttctttgac gaataacaac
  1485781 tagttttgtc atgtgggcag gagtgaagaa tcattcggcg aaattacatg acaaaggaaa
  1485841 agcaaagaag gaggcgtttt gtatatggcg atggttcaga aggaagatgt aatgaaaaca
  1485901 atggatcaaa tgttaagttc tctcgatttg ctggaaatga atatagggat tagaacgaat
  1485961 catgcattaa aggataagag tgaaaaaata tgcaacaaga tagaaataac agaaatgcac
  1486021 attgagcata tggaaaataa attagtgcat cacgaagaaa aagggaattg ggtgaaggca
  1486081 tttcaaaacg tcgtagtgag tgcataataa ggtgggaata aaatgaagta tgaagcatta
  1486141 atacagtctt cggaaaaact tatgcaacat aataatgaag caaatgtgaa aaaaagagaa
  1486201 atgattgaat acgattttta taaggatatg aaaccgtttg tagatatggt agatgaggaa
  1486261 ttaaaagtgt ggaaagaatt ggcttatgaa tggattaagg aagaaaaacc gaagtatata
  1486321 catgtacagc aaattgatca agtgtatgat aatttacaaa caaatgtgct acaatgtttt
  1486381 gtaaataaag gtaaaggtaa gcgattcttt gaaacgcatc aagccatttc gtatactttg
  1486441 caaaatataa ttgagcaatg taagtaacaa gagggggaac cctcttgttt ttttatgctt
  1486501 ctgtcattgt tgtaggtttt gttgcaccgt ttatttctaa ttcttttatt actgttcggt
  1486561 aatctgaaat gcatattttt ccttcgagat accaatgtct cgcaaagtcc aacaattcat
  1486621 ttacattttc tgtgtaatac cccttttttt gagaaaacgc ttgttttaaa tcccctaata
  1486681 ccatgttgat tcctccccca tgagaatctt cttctttatt atcatagcat ggaagggttt
  1486741 tcttttttaa ttttttaaaa atttaaactt ccgacaaaaa tagacacata ctccgtcaca
  1486801 caaattattt tacaagtaca tattatatat gtagaaactt atgtgaagga ggagagaatg
  1486861 catgtttcaa caatctaacg tatatcagca atctaatcca tatgcacagc aaaatatgta
  1486921 ccaatataat acggatacat atttacgtta taatatgtat cctttcgaac ctcattatgg
  1486981 aaatcaaaat tattaccaac catttgaagt gtcgtttatg aatcaacagc aacaaccaca
  1487041 gcaaccgtat atgaatcaac aaccgcaacc ttatatgaat tcacaatact atatgccacc
  1487101 accatctccc tatggcaatc aacaagcgat gttttatcca ccaaaacaac cgtacccgac
  1487161 acaaaataaa caaaagcaac agcagcaacc aagtcaattt tctagttttg tttcccaatt
  1487221 taaaaattca gatggtaact atgatgtaaa taaaatgatg aatacagctg gacaaatgat
  1487281 gaatgcgatg aatcaagtga caggtattgt aaagcaagtg ggaggctttt ttggtaagta
  1487341 atgtcgaagg tttgtctata aaaagcattg gatagaaaat caaggactag acaaatttcc
  1487401 ttagaataaa tgggtatata taacaagcgg cttaccctct tttctcatac tgtaaagtgt
  1487461 aatcagattt ttttatgaga gaggagagaa aaactatgca tcattgtcat ccttgctttg
  1487521 gagggcataa gcctacagga cctatttgta caactgctcc tgtcattcat ccgacgaaac
  1487581 aatgcgtaac acattctttt tcaacaacgg tggtgccaca cattttcccg acgcatacaa
  1487641 cacatgtaca tcatcaacaa attaaaaacc aaaacttctt cccgcaaaca aattcaaatg
  1487701 taaatgttgt agacccaatc gatccaggat tcggcggatg tggaccatgt ggccatggtc
  1487761 atcaccacca ccacggtcat caaatatccc cattcggacc aggaccgaat gtatcaccgt
  1487821 ttggaccagg accaaatgta tcgccatttt taccaaacaa tgtatcacca gtaggtccga
  1487881 atattggacc aaacgttggt ggaatattta aaaagtaaat gatatgttag aactagcgaa
  1487941 atgctagttc ttttttgtaa ttggagtgtt gatatgaaag ttattgcagt aacaggctat
  1488001 aagccatttg aacttggaat atttaaaaat gatcatccag gagtagaatg tataaaaaag
  1488061 gcgctgcgtc gtaaattaac tgcttttgta gaaggtggtt tagagtgggt tataataagt
  1488121 ggccagttag gtgtagaatt atggactgct gaagttgttt ttgaaataca agtagaatat
  1488181 ccagatttaa aattagcggt atttactcca tttttagaac aagaagaagg ttggaaggaa
  1488241 gataaccgtg aatattacga atttattctc tctcaagcag accatgttga tagtatcaca
  1488301 aaacggaagt acgaaagccc agagcaattt aaattaaaaa atcaaatttt tattgaaaaa
  1488361 agtgatgcac ttttagctgt atatgatgaa gaaaaaccag ggagtcctaa atatattgta
  1488421 gaagcggcaa agaaaaaagg agaaatagaa aattatcaca gttatttcat tcttttttcc
  1488481 gatttacaag atataataga agaggaacag tggaataatg ctgagtaata tgtaatatag
  1488541 tactcgtata tatgattgac aaaaagcatt gtttctgaaa aaatttagtt aatgaaagtt
  1488601 ttggcaaaaa tttgaggtga agaaaatgat ttcggataaa attaaattaa cggcgaaaga
  1488661 tattttagaa aaagaattta aaacaggtat gagaggttat caacaagaag aagtagacaa
  1488721 gtttcttgat atgatcatta aagattatga agcttttcac aaggaatttg agcaattaaa
  1488781 gcaacaaaat gctcgtttaa agcgtgaact agaagagcaa aagctagcag caacgcaagt
  1488841 tccacaacaa ccagttgtac aaacaccagt tgcacaacca gtatataaca acacgaatac
  1488901 ggacatttta aaacgtctat cgaatttaga aaaagctgta tttggaagta agttatacga
  1488961 ataatttctg gtgataaaaa ggttaaagca ttttacatag aaaaaaacat tgcaaaatct
  1489021 ttttgtttcc actatactaa tggatgtcat aacgtttggg taatcgctgc aacgccaacg
  1489081 ttgtagagga aagtccatgc tcgcacggcc tgagatggct gtagtgttcg tgcctagcca
  1489141 attcataagc tagggtattc tggctgtaag gctggtttaa cggcagggaa aaaacctaag
  1489201 tcctttcgga tatggtttga ctacctttaa agtgccacag tgacgaagtc cttgaagaaa
  1489261 tgataggagt ggaacgaggt aaaccccacg agcgagaaac ccaaataatg gtaggggaat
  1489321 cttttccaag gaaatgaacg atgggaaagg acaggttgta taacctgtag atagatgatt
  1489381 gccaccggag tacgaggcgt gggccgtttg cagtacaaag gaacagaaca tggcttacag
  1489441 aacgttatga accaactatg aaataactca gctctccttt gttagaggag ggctttttat
  1489501 ttgtatgaag ttataaatta tgagttaaaa tggttaatga gaaaattctt cgtaaaatgt
  1489561 aatgattaat aggataaatg gctattaatt attgtttgaa tatacataag aggtgaatgc
  1489621 aaatgggaaa agttacttta atcgcaacag cggcaatggg tattgaagct ttagttgccc
  1489681 gagaagttcg tgaccttggt tatgaatgcc aagtagaaaa cagcaaagta acatttgaag
  1489741 cagatgaaaa ggcgatttgt cgcacgaatt tatggttacg tactgcggac cgtgtgaaaa
  1489801 ttaaagttgg cgaatttaaa gcgacaacat ttgatgagct gtttgagaaa acgaaagcat
  1489861 taaactgggg agattatatt ccagagaacg gtgagttccc tgttattggt aaatctttaa
  1489921 aatctgagtt attcagtgtt tcggattgcc aacgtatcgt taagaaggct gttgttgaaa
  1489981 aattaaaaac aacatataaa cgtacaactt ggtttgaaga agatggcccg ttattccgta
  1490041 ttgagattgc aatgctcaag gatattgcaa cattaacaat tgatgcgagc ggtgttggac
  1490101 ttcataaacg tggataccgc gtggatcaag gagaagctcc tttaaaagaa acattagctg
  1490161 cgtctttaat taaattaaca aactggaagc cagatcgtcc tttcgtggat cctttctgcg
  1490221 gatcaggtac aattccgatt gaagcagcat taattggaca aaatattgca ccaggattta
  1490281 accgtggctt tgcatcggat gaatggggct gggttggtaa acaaaactgg cgtgaagctc
  1490341 gtcaagaagc tgaagactta gcgaactatg atcaaccatt gcaaatcatt ggatcagata
  1490401 ttgatcatcg tatgattcga gttgctcaag ataacgcaga agaagttggt ttaggtgatt
  1490461 taattacatt taaacaaatg caagtaaaag atttcacaac aaaagaggat tatggctatg
  1490521 ttgtaacgaa tcctccatac ggagaacgtt taagtgaaaa agcacttgtt gaacaattgt
  1490581 ataaagaaat gggacaagta ttccgtccat tagatacatg gtcggcgtat gtattaacaa
  1490641 gttacgaagc atttgagaag tgctacggaa aagatgcatc gaagaaacgt aaactgttta
  1490701 acggatttat tcgtacagat tactaccaat acttcggaaa acgtccacct cgtaattcat
  1490761 agtataaaac tactccagcg cgcatatact ggctattatg taatgcgtaa aggaggaact
  1490821 aatatggata gtttccaatt atcaatgatt caaaaggcta ttcaccgtac gtatgatgag
  1490881 attggaaaag aattggatag ccaaggtgcg attgtagatg aaatacaaaa agcgcaagaa
  1490941 gaatatttgt cagccctttc acatgaaacg gcgattgata aacgttattt aaagtcatta
  1491001 atatagaaga aaattttcct ttttcgaaag gaaaattttt tttcgtgtat ttctatgtat
  1491061 tgcaacaggg gaaagtggct gcacctatat gagtagcagt tgctatatct tttatagaaa
  1491121 aactttttgg ttggaggcta aggatgttta ctgagaagag attaccattt gaagtaggaa
  1491181 aacaagataa tttttatgat aagttgaatg agtggattgg agatgtgttt tacgacatcc
  1491241 ttccggaaaa aggctttgaa gagcgtgatg aacaaatttt tatggcgttt caattagagc
  1491301 gtgctttcca agaaaagaaa gttatgttcg cagaagcggg tgtaggaaac gggaaaacaa
  1491361 ttgtatatct tctatatgca atttgctatg cccgttatac tgggaaacca gcgattatcg
  1491421 cttgtgcaga tgaaacgtta attgagcagc ttgtaaaaga agaaggggac attgctaaat
  1491481 tatctgaggc attaggctta tcggtagatg taagacttgc gaaatcaatg gataattatt
  1491541 tatgtttacg taaacttgaa gatgttatga gtggacgagc tccagaagta attgaagatg
  1491601 tatactacga attaccgcag tttgtatttg accacggtac gatgcaaaac tttactcact
  1491661 atggtgaccg aaaagaattt ccgcttttaa atgatgagga atggtcaaaa gtaaattggg
  1491721 attacttcca agattgcttc acttgtgatt ctcgtcatcg ttgcgggcaa actctatcac
  1491781 gtgaacatta tcgtaaagcg gcagatttaa ttatttgttc tcaagatttc tatatggatc
  1491841 atatttggac gtacgatgct cgtaagcgtg aagggcaaat tccgttatta ccagaaagca
  1491901 gttgtgttgt attcgatgaa ggacatcttg tagaatatgc agctcaaaaa gctttaacat
  1491961 atcgtttaaa gcaaacgatg atggagcaac ttttaacgag attattacaa aatgatattc
  1492021 gcgaggagtt tgcgcattta gtagaagaaa caatttggca aacagagcga ttctttgatg
  1492081 tgttacaaga gaataaaaaa gaaattgctg gttctgatcg tttagaaatt actgtgacag
  1492141 aaaaagtaac ggctgaagcg aagcgacttt atgcaaaaat tggtgaagtc ggggacgcat
  1492201 tagtatttga aagtgaaatg catacagtaa acacgtatga cttaaatatc gttgatgaac
  1492261 atttagatgt attagaacat tcacttcgcc tattcatgca cgagaaaaat gtaattacat
  1492321 ggggtgaaga aggtgatgga gcctttacat tagtaattat gccgcgtgca gttgaagaag
  1492381 tattacaaga gaaagtattc tcaaagaaaa ttccgtatat tttctcttct gctacattat
  1492441 ctaacaacga ttcattctca tttacagcaa atagcctagg ggtaaaagat tacttgtcat
  1492501 tctcagttgc ctcaccgttt gattatgagg agcaaatggc agtaaactta ctatctcata
  1492561 cgaaagaaaa cgaatgggaa agaaagtgtc aatatacact tgaaaatata caaaaaacaa
  1492621 atggacgtac acttgtatta ttccgtacaa cgcaagaact tgcagcgttt aaagagtatg
  1492681 taagtaaaga acaaatgtca gttccattcc tatatgaagg ggaccaagaa attagtcagc
  1492741 ttgtttctcg tttccaaaat gaagaagaaa ctgtactttg tgctgttcat ttatgggaag
  1492801 gtttagatat tcctggttca tcattatcac atgttattat ttggtcatta ccattccctc
  1492861 caaacgatcc tgtgtttgaa gcgaagcgta aacatgtgaa tgatccattc tgggatgtag
  1492921 atgtaccgta tatgatttta cgtcttcgtc aaggaatcgg acgtttaatt cgtacgagcg
  1492981 acgataaagg ggctatatca atcttcttat ctgatactga agatgagaaa gtggtagaag
  1493041 cggtgaaaaa cgtactacca gtagaaggta aagaattata aggagaaagc ttggcgcttg
  1493101 ccaagctttt tttctattat atataaaagg aatttagatt ttcgtgtcga attaagcttg
  1493161 aggtagaaaa aggaggtttt tatacaatga cagtagctac atatgaagta gaaaaacaat
  1493221 ttttaacata tgtaaagaag atacaaaatt acggagaagc gttaagctta atgttttggg
  1493281 acttgagaac aggagcgcct aaaaaaggtg tagatcagcg ttcagaagta attggcatgc
  1493341 tttcatcaga agtatttgcc atgtcgactt cagatgagat ggggaactat ttaacagagc
  1493401 ttgaagcttt aataagtgaa gacaaacttt ctgaaacgac gaagaaaatg gttgaagagt
  1493461 gtcgtaaaga atatgataga aataagaaaa ttccacaagc ggaatacgaa gcgtatgtga
  1493521 aattagaagc gaaagcggaa agtgtgtggg aagaagctcg cgaaaaatct gatttcgaaa
  1493581 tgttccgtcc gtatttagaa caaatagttg aatttaaaaa gaagttcatt acatattggg
  1493641 gttacgaaac atataaatat aatacattat tagatatgta tgagccgggt attacggtag
  1493701 aagtgttaga tcacgtattt ggtcaacttc gtgagcgtat cgttccgctc gtaaaagaaa
  1493761 tatcagagtc gcaaaaaaga ttaaagacaa gtgctttatc agaacatttt tcaaaagaaa
  1493821 aacaaaaaaa ctttacatta gagctattaa agcaattaaa ttatgacttt gaagcaggtc
  1493881 gtcttgatga aacagtacat ccatttgaga tcacattaaa tagaggggat gttcgtatta
  1493941 cgacacgcta tgacgaaaaa gatttccgta tggctgtgtt tggaacaatt catgaatgtg
  1494001 gtcatgctgt atatgaacaa aatattgcag agaaatttga aggtacaccg ctatgtagtg
  1494061 gaacatctat gggtattcat gagtcacaat cattattctt tgagaacttt atcggtcgta
  1494121 ataaatcatt ctggaagaaa aattatgatt tattaaaaga gtatagcgat ggtcaattca
  1494181 atgatatatc agtagatgag ttttatgatg caataaatga atcgaagcct tcatttattc
  1494241 gcatagaagc agatgagctt acatatccgc ttcacgttat ggttcgttat gaacttgaga
  1494301 aagagttatt tgatggcaca ttacaagtga aggatttacc agcggcttgg aacgataaaa
  1494361 tggaagcata tttaggaatt cgtccggcta acgatgcaca aggcgtgtta caagatgttc
  1494421 actgggctgg tggttcattt ggatacttcc catcttatgc gcttggttat atgtatgcag
  1494481 cgcaatttaa gcaaagaatg gtaaaagaca ttccgaactt tgatgcatta ttagaagaag
  1494541 gaaacgtaac gccaattcgt gaatggttaa cagaaaacat tcaccaatac ggtaaaacga
  1494601 aaaagccact tgaaatttta gaagatgtaa caggtgaagg attgaatgca aattacttag
  1494661 cggattattt agaagcgaag tatagagaga tttacgagtt ataaaaaagg gctgcttact
  1494721 tgcagctctt tttttaaggg gatgggagaa tggactatac atatacagta atgacacaag
  1494781 aagaagcaga agaaattgca tacaattggc attatgaagg gaaatattcc ttttacgata
  1494841 tagaggcaga tgaagaagat ttagccgaat ttttacatga tgagagtaga ggggatcata
  1494901 cattttctgt gaaggaaaat ggcactctca ttggttattt tactgtttgt aaaataactg
  1494961 atggaacggt tgatataggt cttggaataa gacctaatat aactgggaat ggatttggtt
  1495021 tacagttcat aaatgctata ctagctttta gtaaagaaaa atatggatgt aattatataa
  1495081 cactatcagt agctacattt aataaaagag cgattaaagt atataaaagg gcagggtttg
  1495141 aagcagttgg aacgtttata cagaaaacaa atggtagttg ttttgagttt ttgaaaatga
  1495201 attacatatg taaaaataac taaaaaacag aagagagttc ttctgttttt tagtttaatg
  1495261 tttttttagc aactgtatta acattcagtt gctagcatgt gtatagctgc ttcatgcatg
  1495321 tctttcaaac ctgatacttg agcgtattca gcaacagtga tgctacttgt tgttagaagt
  1495381 tcgataatat gttcgtccat tcttgaccaa gttttaccgc cagcgttgtc ataagagtga
  1495441 attaactttg ttaatccatc tttcccaaag agtagataat gcgatgtgaa atctatagat
  1495501 acatcaccta tccctacttc tgtccaatca attaaaccag ttacattatt tttcttatca
  1495561 atcagaatat gacctggatg tatatcccca tgctttactc ccacgtgaga tggccaaaaa
  1495621 gaatcttcag ctagccatgc ttgccaacga tcccataagt tttgattaat atggtattgt
  1495681 tccttcactc gattcatcct ttgtttcata gaagttctta attcattagc agtaagaatt
  1495741 tcaacaccta tattattaaa tttttgctga gataatgaat gtacattcgc tagaactttt
  1495801 cctaatgaaa tatagtattc ggttggtaca ttcttttcat taaagttcca tacatatttt
  1495861 tgttgttcta tatcgatagt agcagcagga aagccactta gttgtttata agcaattagt
  1495921 tcttcagaaa atatagacca attaggaact tggaatgctg catgtttttt cataatttct
  1495981 aacgcttctt tttctcgtag ggcatgtctc atggattctg gtctacgagg aattcttagt
  1496041 atccatttat ctccgttttg ttctgtaacg tgcgctactt gaaagtcaac gccagattca
  1496101 ttgatttcta ttgaatcttc taagatattt agtccttttt tatttgctaa ttgtttcact
  1496161 ttaagtgtag tcatttttat ttcctccaat tgtttatttt gattttaatg ctgttatacg
  1496221 ttttctgtta ctaatcatcc taaatacatc aatatgatta aagaaatgta atcataaaaa
  1496281 aaccacagac gggcttctgt ctgtggttaa gagtaaacga ggatataagg aataaacgtc
  1496341 tctctttgta tgaaaaatat acgaaaaaaa gacagatgta tatctgcctt tctccatgtg
  1496401 gaaagtgtac tcttccgttg aagattatta aaaatgtgca gactaatccc gtttactctg
  1496461 ctttatgaaa acagagcctt tgaacatatt aagttactta ttgttcaaag tttgctgacg
  1496521 tagtcttcct gcgtgcatca tctttaacaa tcctcctttt aatagtatag taagaatata
  1496581 ctttgtttat acgtaaacat caactaaaaa tactagatgt aatattaatt gaaagtgttg
  1496641 gaagagtatg tgtatgattg aaatttagta gcaaatagta ggtctagcaa ggaaggtaga
  1496701 gataagcatg attacaatta aaacgaaaaa tgaaatagat ttaatgcatg aatctggaaa
  1496761 gttacttgct tcatgtcata gagaaattgc aaagataatg aaaccaggta ttacaacaaa
  1496821 aggaattaat acgtttgtgg aaacgtattt agaaaaacat ggtgcaacgt ccgagcagaa
  1496881 aggttacaac ggatatcctt atgcggtatg tgcatctgta aacgatgaaa tgtgtcatgg
  1496941 gtttccgaat gagattcctt taaacgaggg tgatattgta acaattgata tggtagtaaa
  1497001 cttaaatggt ggtctttcag attctgcttg gacatatata gttggaaatg tttctgatga
  1497061 agcagaaaga ctattgttag tagctgaaaa tgctttgtat aaaggaattg atcaggcggt
  1497121 gatcggtaat cgtgtaggag acattggcta tgcaattgag agttatgtag caaatgaagg
  1497181 tttttctgtc gcgagagact tcactggaca tgggattggt aaaaagattc atgaagaacc
  1497241 agcaattttt cattttggga agcaaggtca agggccagag ctacaagaag ggatggtaat
  1497301 tacgattgag ccgattgtca atgtaggtat gcgatattgt aaagtagatt taaatggatg
  1497361 gactgcaaga acgatggatg ggaaattatc agctcaatat gagcatacaa ttgtgattac
  1497421 aaaagatggg ccaatcattt taacgaagtt gtaatttgga atgaaagagt ttacaaaact
  1497481 cgaacgaaaa tgatgttttt ataaaatttg tacgtgtttt atgaataaaa gcttttcaaa
  1497541 gtataaaaag tgcgttataa tccttctata aaataaatag ttagctacac tcatataatc
  1497601 gcggggatat ggcctgcaag tttctaccga agtaccgtaa atactttgac tatgagtgag
  1497661 gacgaatata tttgcttgtt tagcattctt ttttgcgaaa ctccaaaagc gcgtctctca
  1497721 cttgtaacga gtggtggcgg cttttggagt ttttttattg cataagaggg ggaacaaaca
  1497781 tgaaagtatt acaagaaaag attttgaacg aaggaaaggt tttatctggt gatgtattaa
  1497841 aggtagatgc atttttaaat caccaaattg atccagtact tatgcaagaa atcggaaaag
  1497901 aatttgctaa acgttttaaa gaagagaaca ttacaaaaat cgtgacgatt gaatcttcag
  1497961 ggattgcacc agcagttatg gctgcattag agcttggtgt aaaagtaatc tttgctagaa
  1498021 agcgtaaatc gttaacgtta caagataata tgtatgttgc aaacgtatat tcatttacaa
  1498081 aacaagaaac gaatgaaatt tcgttatctc gaaatcatat tgatgaaagt gatcgcgttt
  1498141 taattattga tgacttttta gcaaacggtc aggctgcttt aggtttaatg agcctagtag
  1498201 agcaagctgg agcaagtatt gcaggaattg gtattgttat tgaaaaagca tttcaagatg
  1498261 gaggaaagaa gcttcgtgaa caaggaattc gtgttgagtc actagcagaa attgcatcac
  1498321 ttgataataa cgcagttaca tttgtacagc aagaaactgc ggaggtgaaa taaacgatga
  1498381 agcaacatcc atttaaaatc gcatcgcttg gtatgcagca tatgcttgct atgtatgctg
  1498441 gcgcaattat cgttccgctt attgtgggcg gcggacttgg tttaaatcaa aaagagttaa
  1498501 catatttagt ctcaattgat ttattaatgt gcggcgttgc gacaatttta caagcattat
  1498561 caaatcgctt tttcggtatt ggactcccag ttgtactagg ttgtacattt acagccgttg
  1498621 ggccgatgat tgcaatcgga aaacaatacg gcgtgtcttc tatttatgga gcaattattg
  1498681 ctgcggggtt attcgttgtt atttttgcga aattatttgg aaagcttgta aaactgtttc
  1498741 ctcctgttgt aacaggatct gtcgttaccg taattggagt tacacttgtt ccagcagcaa
  1498801 ttaatgatat ggctggagga gtaggaagta aggatttcgg tagtcttgaa aatttagcat
  1498861 tagcatttgg tgtgttacta tttattatca ttatgtatcg tttcttcgac gggtttattc
  1498921 gttcaatctc tattttacta ggtcttttat tcggtacaat tgttgcagca tttatgggga
  1498981 aagtaagctt gcaagcggtt ggagaagcag attggttcca tggtattcag ccattttact
  1499041 tcggtacacc aacgtttgaa ttaacgccaa ttattacgat gattctagtt gcttgcgtag
  1499101 ggattgtaga agcaacaggt gtatactttg cattatctga tatttgcaat aaaaagattg
  1499161 gtgaaaaaga attaacaaaa ggttatcgtg cagaagggtt agcaatggtg ttaggtggta
  1499221 ttttcaacgc cttcccatat acaacatact ctcaaaacgt agggcttgtt caattaactg
  1499281 gagtaagaaa tcgcgtgatt atttatactt gtggtggtat gttaatcgct cttggattca
  1499341 ttccaaaaat cgcagcgatt acaacaatta ttccgaaatc ggtacttggc ggtgcgatgt
  1499401 tagcgatgtt cggtatggta atggcatatg gtattaaaat gttaagtagc gttgattttg
  1499461 gaagacaaga aaacttatta atcgttgcat gttctgttgg aatcgggcta ggagttactg
  1499521 tcgttcctac attattctca caacttccag aaagcattcg tattttaaca gataacggaa
  1499581 tcgtacttgg aagtgcgtca gcagtacttt taaatatcgt atttaatatg gtgccgcagc
  1499641 gtaaagtgaa agtaaaggat gaaccagttc cgatgcaaag tgcggtaaga gaagcgtaaa
  1499701 attgataaaa ggttcaaatc gtatgcgatt tgaacctttt atttttgtat ttcaaaaccg
  1499761 attcgttact gttatgagac cttgcttttc tttttaagtg gcatcatttt cccgtacgta
  1499821 ccaagatgcc aaatgtactc aagtggcccg tattgataac gtgacagcca ccagcggcta
  1499881 ataaagattt gtaacgtgta gaaaccgacg caaaatagtg gtcctaccca taatggagct
  1499941 ggataataac ttttaagcaa tagaccaaat acaagtaacg taacaattgt atgtgaaatg
  1500001 tagtttgtta atgccattcg accaacgtac tggaagggac gtaataatgt ttgccatttt
  1500061 tctttttgta ataaacgcat aagagtgaaa atatagaaga tgaataatgt ttttccgcta
  1500121 aacattgcaa gcccttgcat ataaagtggt tcatatgacg atgttgataa gaaataacga
  1500181 accataaaga accaaaacgg taatgttaaa acaaacataa tgatttgcca tttttttagc
  1500241 tttggatcta actctttcgt gcggcggaaa atgtcttttt taccggcata taaaccgagt
  1500301 aaaaatagcc caactgtttc tgggagcatt gatacattta gtccaattcc attagcataa
  1500361 aaagcatgga aacgattttg tatttgtgac acccagtctt caagtggcat gattggtaag
  1500421 gataacccaa gttcctcctt tggcatgaag gcaataccaa tagtagcgat tagcataaga
  1500481 aattgaaaaa tacttaataa aacgattgcc catattaaaa tagtacgagg ttttctctta
  1500541 taaaataaaa ataagaaaaa tccagcgatt gcataactat gtaaaatgtc tccgtcccat
  1500601 aaaagaacgt aatgtaagaa accaaataat aataaaataa gtaaacgacg aacaaataaa
  1500661 gtttttggtc gatctgtttt tgcttcagca cgagtcataa agatgtaaaa gcctaggccg
  1500721 aataaaaatg aaaagatagt ataaaacttt gtttgaatga acatatcgta aaatagacgg
  1500781 atatagctat ctagcccctc gtaaactcct gaaagatcac gtgagtcaat cccagcgata
  1500841 atgggccagt taacaagaaa aatacctagt acagctattc ctctaataat atcgatggag
  1500901 tgtatcctct cgccttgtga aatattttgt gtcattattt tcctccttgt taagtaattc
  1500961 ccttttatta tacaaaatgt aagatggagg gtatagggta gatttccatt ttttaactat
  1501021 taagttatgt aagatgagat ataataagag tgcacaacaa gttttaacct ttttcaaaac
  1501081 aggcagtgaa gctccttctt ataaggggct ttctttatga aaagtgttga taatgattct
  1501141 ctttaatgat aaaatgtatt caaaagtgat aatcattatc aaaaaaggtt ggtgcatgag
  1501201 tatggtatat gcattagtag caggtacagt cgctgtatat gcagttattg caaagtatgt
  1501261 tttaaatgga gtaggaacag caaaatgagt gatattacat aaaatccctt tcatttgtaa
  1501321 aaagaatgaa agggattttt tatttttaat gagaatatgc tgaaaattta gtatgatagt
  1501381 aaagtgaaac ggtaatcaat gagaggatgt atctcctgtt gattatgagc tcgcaactag
  1501441 cggggagaag tatatacatc ttggataaag gggaacaagg ggatgacaaa catagtacag
  1501501 acaaacggta tgaaaaaact tgtttgtttt tatgaagagt ggcaaaaaca cggcgatgca
  1501561 gagaatagct taaagttgtt tgaagtgatt caaaaatata aacgagagca gcttatgata
  1501621 gcattctgcg gtcacttctc agcagggaaa tctacgatga tgaatcatct atataaagcg
  1501681 cagttgttac cgacaagtcc aattccgaca agcgctaacg tcgttaaaat tgaaaagggg
  1501741 tctgatcgtg ttgttgtaac gattaaatct ggagagcagt acgaatatga cggtgcatat
  1501801 tcagcagaag aattaaaaca aatttgtaaa gatggcgatg aggtaattgg tgttcatatt
  1501861 tatcggaatg atgctccaat tcctgaaggt gttatgttag ttgatacacc aggaattgat
  1501921 tcaacagatg atgcccatca actagcgaca gaatcaacgc tgcatctagc agacgtaatt
  1501981 ttttatatga tggattataa tcacgtccaa tcggaagtga atttacaatt tgttaaagaa
  1502041 ttgaaacaac gtaataaaac ggtttatctc gttgtaaatc aaatagataa acataaagaa
  1502101 aatgaattat cgtttgcgga ttatagagat agtgtaaaac aatcgttctc taactgggat
  1502161 attgaagtag atggagttta ttatacatca ttacgaatga tgaaccatcc acataatgaa
  1502221 attgaaaacc tagaaacgtt aattacttct attatgaaag aaaaagagca gtatgtaaga
  1502281 gatggaatgg agcgagaaac agaatattta atgggagaac atgtctcgtt tattctttct
  1502341 gaaaatgaaa aagctctttt gaaatatgag gaagagttag catcaccgct ttctatttca
  1502401 gagatagttg aaaagaaaga agggctaact gaaacgaaac atcgagaggc tagtaaagag
  1502461 tctcatgtga gaaacgaatt tataaaaggc ttacaagcta tattagataa cgcgtattta
  1502521 atgccgtttg aaatgagaga attggcaaat gcgtacttag aaacgaaatt aacaaaattt
  1502581 aaagttggtt tgctatttgc gaaaggaaag actgagcaag aaaaacagag acgtttagat
  1502641 gctttttatt cagctttaca aaagacggtt gaaacgcaac tggattttca tgtgaaagaa
  1502701 tttattgttg ccttcttaaa agaagaaggg ttgtttacag aggaaattgg gaaagacata
  1502761 tatgctctag agattgcctt cggaccagaa atgttagccg aagtaattaa acaaggtgca
  1502821 ggtttcacag gtgattactt acttctttat acagcggatg tagcgaatga actgaagaaa
  1502881 cgttatttta caaaagcaca acaaattttt gataaaagtg cagtcgtttt aaagaaaaag
  1502941 gtaaaggaag cagttgctcg tattgaagaa gagattgaaa catatacgat gttgcaaacg
  1503001 gcaaaagaaa caaaattgca atacagtaac aatttggaga cgtatgaaag ttatttacaa
  1503061 aatgtttggc atgagcgtgt tgctacgcca gaagggttgc aaatagaaga gatattgcaa
  1503121 agtgaaaaac aaattgttag tgagaaattc acattacaag cgcaggaagt tgtaaatgat
  1503181 aacgtagcgg ctcatgagga agagataaaa ggaacggcag ctttaaatat tcagcgtata
  1503241 ttagagaaag tgaaggaagc tgaaacgata ttagagccat tgccagcgct aaaacatgta
  1503301 caacaagaga taatagaaaa aaggcgccgt gtggaaacga aacaatttac agtagcgtta
  1503361 ttcggagctt ttagtgctgg gaaatcatca tttgccaatg cattgcttgg tgagaaggta
  1503421 cttcctgtat caccaaatcc gacgacggca acgattaatc aaattttgcc ggttacagag
  1503481 gaaaaaccac acggaacagt aatggttcaa tttaaatcaa agcaagcctt attagaagat
  1503541 atgaaagctg tttataagct gtttcattat gagattacta cgttagatga agcgttagca
  1503601 caaattgata aagttatgaa atatccttca ccaactggga agcaaaaaac aacatttagc
  1503661 tttttacgag cggtacaaaa aggatatgat acggtttcta cgcatttagg tgagcaagta
  1503721 caagttacat tagaagagtt ttctgattat gtagcgaatg aagaaaaatc atgttttgtt
  1503781 gagtatatgg agctatatta tgattgtgct ttaacaaggc aaggggtagc gcttgtagac
  1503841 acacctggag cggattctat taacgcccgc catacagacg ttgcgttcca gtatattaaa
  1503901 aacgcagatg ctattttatt tgtaacgtat tataatcacg tgttttctcg tgctgaccgt
  1503961 gaatttttaa ttcagcttgg tcgtgtaaag gatacttttg ctcttgataa aatgttcttc
  1504021 ttaattaatg cggccgattt agcagagtct gaagaagaac ttgaaatggt aaaaggttat
  1504081 atcgcagacc agctactgca atacggtatt agaaatccac gtttatttgc aatttcaagt
  1504141 ttatgtgcgc ttgaagagaa acaaggaaaa aatattggaa aagagaagta cggtatttta
  1504201 caaaactctg ggattgctaa gttggaggaa tcatttacat cctttatgat gagggattta
  1504261 atgctcgtat ctgttcatgc tttatatggt gcactgcaag gggcagatca cctgttagta
  1504321 aatatgataa atggtgcaaa gcaggggaat gaagagaaag agaagcaaac gaaaaaatat
  1504381 gaagcagagc gtgatcaact acttcatatt atttcatcat atagtgtgct tgctgaagaa
  1504441 caggcgatgc aaaatgaagt gaaagaattg ctttattacg tacaacaacg actattccta
  1504501 cgttataacg atgtgtttac tgaatttatt aatccggcat cgcttcgaac ggacggaaat
  1504561 gtgaaagtgc agttgcagca gtgtgttatg gaattagtag catttattca gcatgattta
  1504621 ttacaagaaa tgcgtgcaac atcattacgt cttgagaaat ggatagacga aacgatgaag
  1504681 cgtgctaaga atgaaattgt ggtgagctgt aaagtagaaa atgaatcaat ttctatgaat
  1504741 ggaacagtgg aatatgaata taaagatatt acacataaag aaccgttccc ttcagttgaa
  1504801 ataaaagatt tcaaaaaagc actggcacac tttaaaaatg agaaaagctt ttttgaaaag
  1504861 aatgacaaag cttttatgca agaagacgct aaatctgtat tagaacctct cgtatcaaac
  1504921 tatgtagctg atgaaaaaga tttatttatt catcattata agcaagagtg ggatttaaaa
  1504981 tgggacttat tccaaaaagt gatgcagcaa gatgtgatga attattatga aagtgtatta
  1505041 tttgcattgg ctgcaacgat tgatgtatca ctgtatgaac aaagtaaaga acaattgcaa
  1505101 aagcaattag tagagattga aaaagaaatt tatgtgatgt agtcgttatg aaaaaaagat
  1505161 tcgttcaatt ttcttttgta gtaccgtatc taaagatttg acaaacccag caaattcatc
  1505221 ggtagaaatc atatgagtaa gaacgagtcg tctgccgtct ggtgtttcac cgcataagac
  1505281 gaatgaagaa aattcatatg ttttgttttc tactactaat tttggatagg catatgtgtc
  1505341 gctcttcttt ttctttccat caatagagat gacgttgcat tttttctcat tgttgtccat
  1505401 ggtgaatccc tcctttctat tacttatggt agacaaggag ggtttagaac aatagagaag
  1505461 ggggaatttt ttatgaatgt tgtaatagaa cgtatttcga aagaagctgt acaaaaacct
  1505521 ttattattgc ttgctgatcc aagtgaaggg cagattgata catatgtaca aagagggaaa
  1505581 acatatgtag ctaagcaaga gggaagagtt attggtgtat atgttctttt ggaaacaaga
  1505641 ccgaagacga tggaaattat gaatattgcg gttgtagagc atttgcaagg gaaaggtatt
  1505701 ggaaagaaat tattagagca tgcggtagaa actgctaaag aacatggtat gtcaaaactt
  1505761 gaagttggta caggtaattc tagtgtctca caacttgctt tatatcaaaa atgtggattt
  1505821 cgtatttttt ctattgattt tgattacttt tcgaagcatt atgaagaaga gattattgaa
  1505881 aatgggattg tatgccgtga tatgattcgg cttgcaatgg aattgaatga gaacgtataa
  1505941 cttatttagg gggaagagaa gatggaagta cataaagcaa ttacagcaca ttctcgtaaa
  1506001 caaaatgaaa gtgtaaaagc atgtttacaa ttagatgcgc agcgtgaagc agctattgaa
  1506061 gctgccgtat cacttgcgtc aaatgggaaa gaattttcgg ttgatgtcat taatgttgta
  1506121 acgaagcaaa ttaatgctct tgcaaaaaat ggtgttacct tgcagcgtaa atatgttaca
  1506181 aaagaaatgg ttatggagta tgtaagtcgt ttgaaagaga aagaaggtcg ttaaagatga
  1506241 tagttacagt cgaatggtta cgtgagcata tagaagatga gaacgtccgt ataatcgatt
  1506301 gtcgttttga tttagcgaat cctaattggg gtagagaaaa gtatgaggaa gaacatattc
  1506361 cttatgcatt atattttgat ttgaatgtag atttatcaag tcctgtaaca gaacatggtg
  1506421 gccgccatcc gttgccaaat gttgaggagt ttgcagacaa gctttcgcaa gctggtattg
  1506481 atgaacatat gacagtaatt gcatatgaca gtgaagcggg tgcaaatgct tctcgtcttt
  1506541 ggtggttatt aaactatgta ggacatgaga aagtatatat attagatggc ggatttccag
  1506601 cttggaaaga gaatggacta ccgataacac cggaaattcc tgttgttata cgaaagacat
  1506661 tcaaagcaaa tatacaagat catatgcttg taacgatgga aacggttaga gagaacatcg
  1506721 atgcaggtaa agatgttaca ttaattgatt ccagagagcc aaaacgttat gctggtgtag
  1506781 aggaacttgt tgatccaaaa gcaggacata ttccaacggc agtaaactat ttttggaagg
  1506841 atggtatgct acaatcagga caatttaaga atgaagctca gcaacaagaa cgattccaaa
  1506901 atctttcgaa agataaggaa acaattgtat attgcggttc tggtgttaca gcatgtccaa
  1506961 atatcgttgc attgaaatta gctggattcc aaaatgttaa attgtatgca ggtagctgga
  1507021 gtgattggat ttcttatcca gaaaatcaaa ttgcaaaaga agaagattaa tcacttgcat
  1507081 gcaaaaataa tttgtattaa aataaggtca caagcaagag attgctcaaa aaactttgta
  1507141 ttttacacat tggaaacaat gtgataatat aacgacaagt aaataacaca tcctgcggtg
  1507201 tacgtaactt atttatgtct aaaaccgatg ttagttatac ggaagctcaa tatttagtga
  1507261 ccatcatcaa gccttccttg tggaggaaga tgtacggtaa ctgtgagggc atccacctgc
  1507321 gagtagcggg tttttggaca tttacgagga gcggcacgtg cgggggtctt atttcaacta
  1507381 acattatata aaattcctac ggtgtacgta gcatatgcat gtcttaaacc aataagttta
  1507441 atatggaagt tcaatattta aatgtagcta acatgccatc tttttaagaa ggaagttaca
  1507501 aacatttgtg agagcatcca cctgtgagag caggtttatg gacatctaga gagaacggca
  1507561 tatgtggggc tatataaaaa ccttacgttt tatacgtaag gtttttttgt tgcgtaaata
  1507621 tattcatgtt atcccgcttt aatgggcagt aagaccctca cctcaaaatt cagcgaaagc
  1507681 aaagaagtta ggtgggggct gataatcagt gagggatgaa gaaaccaccc cactgattaa
  1507741 agtttcactt tatctcgatt cacctgtaaa gtttccataa taaatatagc attttctatc
  1507801 ttcatcaatt tctcttgaat ctaaagtaaa ctccatatgc atgccgtcgt gctgaatata
  1507861 tataatatct gaatgaagag atggcaaaat ctcctcatag ttccaaacat ctttactatt
  1507921 tattatgctt gaactcgttt cacttagttc tctaacttca aaaccgatgt gggagtatat
  1507981 cgggtctgaa gggtcatttg caaactcttc tttttgaata tatataactg ctgttccgtc
  1508041 tggatctaca gaagttgcag taacaacata tgtattttta tcttttataa aatattcaca
  1508101 agtcatgcgt gcgataattt cagcattaga aatatttgtg taattccata aagcaggata
  1508161 ctttttcgtt tcatcattaa gtcgatattc taagcgcatt ttatccctct tcttcctttt
  1508221 tcttctactt tatcatgcta tcctatataa taggaataga atttataaag gggagtgcga
  1508281 aggtgacaaa aacgaaatgg ctagtaggtg gtgtcgtaac gtctttaatg actggcactt
  1508341 tatttggctg tgcgcaagat cttcccccaa aaccgaatga taaaagttgt tcagattggg
  1508401 attgggatga tgaacttggg gtatggcagt gtgatgagag tagctcaagt tatcgtgggc
  1508461 attacttcta tggtggaaca tactatcgaa ataaatccac ttttaaaaat tcatcggcgt
  1508521 ttaaatctta tcaatcgtct gcggaattta aaggtggaat tggaagcggt tcaaagggag
  1508581 gatttggggg ctaaaatatg tcgcaataca taagggattg aaaagatttt tattcgaaat
  1508641 atccgaattt ttggtcggat ttatatgaat gtgagtatag tttgtttcat gttttctcta
  1508701 taacaaatga gactatgaaa caattaaagt tagcaactga acgaatgggg aaaatatttt
  1508761 ttaagactgc tagacttctg cgtaatttaa atgatgacca gcttcttgaa cttgggtttc
  1508821 ctcctgcgag cttatcgttc attagaataa aaggattata tcctgaatct gttatttcac
  1508881 ggtttgattt cgttttaaca gatgataacc aaattaaaat gcttgaattt aatagtgata
  1508941 caccaacttt tattatggaa tgctttcaaa tgaatgggaa agtttgcgag caactaggct
  1509001 atgatgatcc aaattcggat caagaacgat tactatcttc tggtattaca aaagccgtaa
  1509061 tggaagcgac acagggaata gacaacccaa atgttgtttt tacagcacat catgaacata
  1509121 ttgaggattg gaatacgact atgtatttga gtcagttatg ccatgttgaa aataaagtag
  1509181 tgccaatgtc agaacttaga attacaaaag atgctttagt ggatagggat ggagtgcaaa
  1509241 ttgatgtgtt atatcgccaa acatatccaa tagaagattt aattgaggat caagatcctg
  1509301 aaacaggaga tttggtaggt gtggaactgt tgcaacttgt aaaagccgga aagcttttta
  1509361 taatcaatcc attgtcagca tttttacttc agcccaaatc agttcagtgt cttatttggg
  1509421 ggttagcaga agaagaggct ttttatacaa atgaggaaca acagtggatt aaagaatata
  1509481 tgttacctac atatttagaa ccggatttgt ttttaggaaa aggttctttc gttcaaaaac
  1509541 cttcatttgg tagagaagga gacacgatca ccattcgcga taaggacgaa catattatga
  1509601 ttcaaaatgc acaccaaacg tataaagcgt cgctgccgat atttcaaaag tatacagaac
  1509661 ttccagtcgt atctttggaa acagaaaaag gggtggagga attgtcgtat gtgtttggtt
  1509721 catttttaat tgctggaaaa gcgagtagta tcggtattcg tgcgggggaa aaaattacgg
  1509781 ggaatgaatc gtactattta ccggtaggta taaaaaagga ggaaagtata tgattaattt
  1509841 tttattatat ttagcagtaa cacttggcct tttatgcatt ggtcttctcc taatggaagt
  1509901 gacaacgaaa gtaaaagaat ttaagctaat ggcccaagga aataaggcgg taagctatgt
  1509961 acttggaggg cgattacttg gtttagctat tgttttatat tcgacagcag ctaattccat
  1510021 ttcacttttt gatatggttt cgtggggagc ggttgggatt ttggctcaaa ttatcgtctt
  1510081 ttatttagct gagtggctta caccacgctt taatataaac aaaagtcttg aagaagataa
  1510141 tcaagcagtc ggtctttttc ttatgttttt atcgctttca attgggatcg taattgctgg
  1510201 ttgtataact tattaaaagc cttacgttta aacgtaaggt ttttattttt actaattttg
  1510261 aaatgggtgc tttattcatt tgatgcgtcg aaagagaaat aatatgtata tgagagggag
  1510321 ttgttgtaat aaggaaaaga ttccattcaa agtgttgaca tctattttaa ataagagtaa
  1510381 cattttctat gtaataaaaa taagtctctg ttaggtgagg ctcctgtata gagaaatgct
  1510441 actgcccaaa aatgtcgaga gacgccaatg ggtcaacagg aatgatcgaa ttaaggtttt
  1510501 tcttaacgta gctggtaatg tacctatgct atacagtgct aaaactcggc gagggagagg
  1510561 tccgtagatt tctaattgta ttaggaatcg tttatttgtg tatgtcatgg cctttactct
  1510621 tttcagagta aaggtctttt tgttacaaag ctatgcgtaa tttcatagta taaactataa
  1510681 aatgaaacga ggaggtgagg agcatgtcaa attctgactc ggttccgtta cccatatact
  1510741 tcaaatcaaa aatatatgat gtaggcagga aacgacttgt tcctcccttt atatttatca
  1510801 tcatgtagcg tttatatgta tgtttaagcg ctagacactt tcacaggaaa gtggataaat
  1510861 tgagaaacaa agcgtttctt cctatgttgt aaaggaggag acgataatat gttatatgca
  1510921 aacaaaactg tgggtaacac gtcatataaa ttaagtaaaa aatcaatgaa agaacaaaca
  1510981 ttgcttcaaa aaaataaaga tttattaatt gaaatcgcaa cgagagatgt aaaatctgta
  1511041 tttgcgtatt ttaaaacaac aagagacgga ttatctatga aagaggcaca aaaacgcatt
  1511101 caagtatacg gccgaaatga attaacttca aaaagagctc gtattgcgga agtgatgatg
  1511161 aagctaagtg aaatgatacc aggtttttca aaacaacatg tgcgtgatgg attacaatgt
  1511221 gagaagatta ctgtgtctcg agtagaatgt tctagtgtaa caggtgtaaa cggtgaatta
  1511281 aaaatgatga atttgccagt acaagagctt gttcctggag atatgatttt cctttcagaa
  1511341 ggtgatacag taccagcaga tgtacgtatc atttatgcaa atgatttatt agtaaatgaa
  1511401 tctgcgctaa caggaaacga tgcgaatatt gagaaatttg aaagctgcta tcaccttgag
  1511461 cgcaaacgtt ttatgccttt aaaaagaatg aaagactata atccacttga acttgaaaac
  1511521 gtatgtttca aagggacgta tattgttggg ggaaatgcga aggctgtagt agtttcgact
  1511581 gggaaaaata cgtattcagg gattcttcat acttgttgta gtagaacgtc ttaatgtgta
  1511641 aatgatgcga aatatacaaa aacaatgtat aatagacaaa gttgaaaaaa cgtagaatgg
  1511701 taatctattt atataacctt acgtaatgac gtggggttat tatttttttg gtaggagagg
  1511761 aattatgaaa aaagtattat tagttgatgg tatggcacta ttatttcgtg ctttttatgc
  1511821 aacaagtgtc tatggacagt ttatgaaacg acaagatggt acccctacaa acgggattca
  1511881 tggttatatg aaacatttat taacagcaat gcaagcaatt gaaccgactc atatcgtaac
  1511941 atgctgggat atgggtagta cgacatttag aacagaatcg ttctcaaatt ataaagcgaa
  1512001 tcgtgcagcg ccgcctgaag aattaattcc gcaatttgat ttagtacaag aaatgactgc
  1512061 gaaattatcc gtgccagtca tcggtatgaa agggtatgaa gcggatgatt gtatcggtac
  1512121 gcttgcgaaa caatattgta atgaagcgga agtttatatt ttaacaggtg atacggattt
  1512181 acttcagctt gttgataaaa atgttacagt tatgcttctg cgcaaaggaa tgggaaatta
  1512241 tgagtattac acaccagaga aaattatgga agaaaaaggt gtagaaccgt ggcaaatcgt
  1512301 gcatgcgaaa gctttcatgg gagatacgag cgataattat ccaggtgtaa aaggtatcgg
  1512361 tgaaaaaaca gcatataagc ttattcaaga acatggtaca gtagcaactg tactagaaaa
  1512421 tgtggcatca ttaacgaaag cgcaacgtac gaagattgaa agtgatttag agaatttaaa
  1512481 tatttcatta caattagcgc aaattcattg tgaagttcca atttcatgtt cactagaaga
  1512541 aggattacac acaatagatg aagaaaaact acgattcgtt tgtgaagaaa tgaattgggg
  1512601 aagacctgaa atgttaatca atatgctgta aatagtttgg aaagaaggat gttgcataag
  1512661 tcgaacttag actaggtgac accttctttt ttattttgaa aaaagaattt tagtagatga
  1512721 aagtatatgg aatgcagctt aaaatatata aatatttcga caaggtaaat tgatataaga
  1512781 tgatgcaaat ggcgatttat gtaattgaat gaaacgatta taaaatggtt ttaggagtct
  1512841 cttttttgag tgttcacaaa gttgtcagaa aataaacgga attttcatat gaagttcaaa
  1512901 tggaattcac aacaatcaat tattataaga acaaccagat aattctttat cttttatata
  1512961 aatcatcccc caaggaggac aatgaaaatg agaaaaaaag tgagaaaatc ttttaaacaa
  1513021 ttattaattg aaaataaaca atcactatta aataataaag aaaatatgaa agaaattgag
  1513081 gaacgaattg agaaacgaca tgtagcatat agtggtgcta gtaattaaat aaaataaaat
  1513141 aaaataaaaa agatagccta taaaggctat cttttttatt ttatattggg aaaaatgcta
  1513201 ttcctatctt taatcttgta aatatacaag atatttttat agtgcttttc tagcaatatt
  1513261 tttcattttt cgaggttgaa attggtatat accaattaaa gggattaact attcataata
  1513321 ttaaaaaatg ttacaataca ttaaaaatta cgctataaat cattttaata tgaaaaattg
  1513381 gaatgaaaag aaaggagagg aatatgaata atggtgtcgc tttgaaatga ttattatcat
  1513441 ttcattagga gttgatataa agcgatgaat aggtatgaag aactggattc aattagaggg
  1513501 atttcttcat tagtagtaat gattggccat catttaatga ttttttcagt atttcaaaat
  1513561 tacagttatg aagataataa accatttgtt atgtatctat taaaagaaac acctgctcgt
  1513621 cttgttttta gtagtggtaa cgaatctgtt attatctttt ttgttttgag tggatttgtt
  1513681 ttgtatgaat ctattcaaaa aaattatgat agctataggt cattccttgt aaagcgtata
  1513741 tgcagaattt atattccata tatcgtagcg atacttatag ctattttatg ccaaactaca
  1513801 atgagtgaat atggaatttc tcatttaagt gaatggttta atcgctcatg gacgattgaa
  1513861 agttctttaa gcctaatcgt gcagcatata ttattggttg ggaaatataa tacagatgca
  1513921 tataacggcg taatttggtc acttgttcat gaaatgcgaa tatcaatcat tttcccgtta
  1513981 gttttgatgg tttgtttacg aaaaacgttg agggattcgt tattgacatt gtttagtttt
  1514041 agtatatgct ctgttgcgat attattttta tttcgctcaa gtttaacatt aacaagctat
  1514101 atgttaacac cacattacac ggtgctattt ttactaggag cactagttgc gaagtataaa
  1514161 aataatgtaa tagtttttta tagtaatcgt actaaaaatg agaaaattgc atggttttta
  1514221 ttagcgattt tactttatat gtatgaaggg cttatcggag aaattaaagt gctcaataat
  1514281 tttatattgc gagactacgt agtagcgata agtgcatgtt tatttgtcat attaagtcta
  1514341 tcagtatcaa ctttttcatc gttgttgcgt aataaatact tgttatattt ggggaagatt
  1514401 tcttacagtc tttatttata ccatatcata tcgttatttt cccttatata catgcttcat
  1514461 gaaatattgc cgttgcctat tattttaatt ttttcactcg ttttttcgtt tatacttgcg
  1514521 atgctttcgt atatatttgt agaaaaattt gcattcagag tcggaaagta tgtaacaaag
  1514581 caagcgaata gaaagaagaa agggttatct gtaaagaatg atgtgcagaa tatgaatcag
  1514641 acaaaggcgg tgaaataatt gaagcaagaa attagtatga aggattttca acagttattg
  1514701 aaaagaagga tagtaacaat tattttgacg atgtgctgtt taactgtttc tctaattctt
  1514761 atctctatgt acgtattaaa gccttcatat caatattcaa cacaaattct cgttgggaat
  1514821 ttagatgagt ttaataagga aaattcaaca aataaaacac aggaaaataa gcaactggta
  1514881 acatcttatg ttgatatatt aaaaagtcca ctcattattt caacagtgaa aaaaactttg
  1514941 aaattagagc aatcaagtca tgaactagta caaaaaattt cagtggtgaa tatggacaac
  1515001 tcacaaattg ttactgttac agcaaaagat tcggatccta taatcgtaaa agaaattgta
  1515061 aagtcattgg cagaacaatc tcaaaaaagc tttcaacagt atacgaatgt gcagggggta
  1515121 aaaatattaa ctgatcctga gttacaggaa aaagctgaaa agttgtttcc gaaatttcaa
  1515181 cttatcattc ctatctctgt aattgttagt ttttttgttg ggataggttt agcagtattt
  1515241 cgagattatt ttgatgaacg tatatacgtg gaacaggatt tagagaagat aacaacagtt
  1515301 cctgtaattg gtcacataaa tatggaaccg aaaagaaaaa aggaatctac agaagttgat
  1515361 ccgcaatcag ctatatatcg aggtgaacat gtcgatgttt aaaacaaaga aacagcttct
  1515421 atttaatccg catgatgctc taatgaaaga gcagttttat actgtgtatc acgagttgaa
  1515481 aaaaacagga aaacaagtat tcacagttat ttcaacgaag gatagaggcg ttgttgctca
  1515541 gcttatagta aatatagggc tagtgtttgc agaaatgaaa aaaaggtgtt acttatcgat
  1515601 gtgaattttt ctgatcctaa actacatcta ctattacaaa gtaatcatac gaaaacagtg
  1515661 aatgatataa taagcgattt cacctgtagt tatgaatctt tttctagtaa tttatctaaa
  1515721 tacttatatt gtattcctgc caaaaaaaca gtacacaccg gaacgacttt agtttctatg
  1515781 gatgaatttg atcgtgcaat tgcgaagtgg agagaagatt ttgattatat ttttttgtat
  1515841 tcttctgaag tatttgagct tcctgctacg cacattagtg cagggaaatg cgatggagtg
  1515901 atcttagcag tcaaaaagcg aaaagattcc ctacgtaccg tgcaaaaagc aataactgat
  1515961 ataaaaaaga aagaatgtga attaatgggt atagttttat attcttgaat gtgggggtaa
  1516021 cgaactatga ttcgtgaaac aaatcaagcc aagttgtatg cgattccagc tccagaaaag
  1516081 aacagtattt tgaatcgaag tataaagcgc ttgtttgata ttatattttc actcatattg
  1516141 ttactagtaa cgctaccaat aatgttgttc ttttgtatta tgattgcttt cgaaacggca
  1516201 ggagctccaa tctattttca agaacgttta ggtattaatg ggaagaaatt taatgtattt
  1516261 aaattaaggt cgatggtaaa agaggctgaa ataaatggac cacaatgggc agatgaaaat
  1516321 gattcaagaa ttactaaagt tggatcattt ataagaaaaa cgagaattga tgagttaccg
  1516381 caacttttaa atattttaaa aggtgatatg tcttttgtgg gacctagacc agagagagag
  1516441 tatttttata aacaatttga tacgtatatt ccagaattca aagaccgctt aatcgtgaaa
  1516501 ccagggttaa caggatgggc acaaataaat ggagggtata atcttgatgc aaaagaaaaa
  1516561 ttgaagttgg acatggagta tattgaaatg aaaacgatca ggatggatat tcgtatttta
  1516621 tgtaaaactg ttttaattgt attgaacggt aatggtgcaa gataaatata tgtaagtagg
  1516681 ctaggttgct tgcaaaggag agcaggtatg ggtaaatcta ttttaaataa tattatccat
  1516741 ctattttata gcacgatttt agctaatctt cttcaggctg taagtttaat tgctttagca
  1516801 aattttttta atgcacaaca ttatggaatg tttagtgttg ccatagcagt gacgtttatt
  1516861 atgttatttt tcacagattt aggacttact aacacgtttc ttcgagaagg ggcaaaagat
  1516921 ggagtagact tagggaagat tttatcgtcg tatataaaaa taaggatgat cctacttatt
  1516981 tttatttcta taatcggtta tattgctatt cattatatgt atgcggatag aaatgtaatt
  1517041 tacatgatga taaacgtaat gtttttcatg ttaataggat taattttcca aaatataggg
  1517101 attacctact ttcagttgat ggaacgaatg aagtatatag cacttattaa agttgtatca
  1517161 gcgtcagttg ttatcatcat tacatgtttt tgtattttcg gagagttacc ggtgtatgta
  1517221 acagctcgtt tatatgcttt tgggtatatg atcggtggtt tgttcagcat atatatcatg
  1517281 agaaaaaaga cgaaaatgaa tatgaaagtc gtaattcata aagcattatt ttggcaatta
  1517341 actcctttta ttattagcgg ttttttaata atgagcaccc cgcaattagc gcctatctta
  1517401 cttaactata cattgccact aagtatggtc ggtgtttttg cagtggcgta ccggatgcca
  1517461 gcagctttat atcaagtgcc aggggtaatt gcaggtgcgt tttacccagt gctttttaag
  1517521 cattataatc aaaaaaattt agaagagcat acgaaattaa acttacttca aataaaatca
  1517581 atggcgattg tgggaatctg tatgacaatc ggtttatatt atttagcacc atactttatt
  1517641 tctatatttt ttcatgagga atggagcaat gcagtagagc cactccaaat attatccttt
  1517701 ctcattgtgc tgcaaagttt aaatattgct atagctgacg gcttaacaac gagtggacgt
  1517761 caaaataaaa gaacggttgt gcaatgtata gcattagtga taggtgggat tatgctttat
  1517821 agctttagta gtattggtgg agtgatagga gcggcttatg ctatggtttt atttgaaatt
  1517881 gtagctttag ttgggtatat agcagtaagt gtagtgagga agaaaattgt attccaaatt
  1517941 gtcatacctt atacaagtta ttttggcgta acttttattg gggtgcaata tatgttgcat
  1518001 acatatcatt tcattgcgct cgttctgaat acgttaatcg tagtagttgg tatattccta
  1518061 tatgattatg agctgaaaaa acttcttctt tcgtttataa caaaaacacg caaaaaggat
  1518121 tatattacga aacaggggat atagcatatg gaaaataata tgaaaatatc gatgaaatgg
  1518181 atcatgcttc taatattatt tgtcatgtta agtaaataca atatatatat tggattttcg
  1518241 ttgaagatct atatgatttt tttagtcata tatttttgtt taacaattaa aaacttccat
  1518301 attcaaaagc tatattttca tgaagttgta tttttactat tttatttcat ctattgtttg
  1518361 agtggaattc tttctatata tttacatgct agcattcgta tgatttttgg tgtgttactt
  1518421 gttttaggtt gttattttat aatgagaaat ttattaggaa atgttgaaat agcaacactt
  1518481 gaatcatcta ttgtttatgt aggatttata tttaatattg taagcttaat actttatata
  1518541 gttggtttac agcactttgg gttatacggt ggagaagaaa gagaaatttt tgctggacta
  1518601 ttagttgata gaggatatcc aagattaatt ggtttgctag atgatcctaa catttttatt
  1518661 ttttataata caatattttt tatgtattat atgacaaatt tacataatat gacgaacatt
  1518721 ttaggattga ttttatgtgt tacgacaagt ttattaactt tttcaagggg aggaatatta
  1518781 gcgcttgtgc ttgtcatttt tgtatatgta tgtacttcta gttttgcaaa aaaaataaaa
  1518841 ataatgatga gtttactatt gtttagtgta gtaattttta gtttatcgaa tagtgtaatg
  1518901 ggtggccaat tggatgatat attgaataaa cgaatttctg atttttcgca tgataatgga
  1518961 agtggcagat ttacattatg ggaagctgct tttaaatatt atttaactaa tccatatatc
  1519021 ggaatcggtg cgtttaattt ttcaaattat tatgagtttc aatttaatga aaaattatat
  1519081 gtgcacaata catttttaga aattttatct gaatcgggta caattggttt tcttttatat
  1519141 agcgcttttt tatttgtatt aatgttcaag ttaatgcagt atactttgtt tcgtgaaaaa
  1519201 ccgtatcttt tattgactat ggttgcattt ttatttcaga tgatgtcatt gtcactcatt
  1519261 attaacgaag cgttcttttt atttttagca attgttgtga agtacatttc aatatatgaa
  1519321 ggaaggggaa agatagatgg taaaatgtct atcagcacat aataaggcgc ctcatgtttc
  1519381 tgtaataaca ccttcttata atagtatacg atttataggt gagacgattg tatctgtaca
  1519441 aaatcaatca tatgaaaatt gggagatgat tatcgttgat gacgcttcaa ctgacgaatc
  1519501 tgttacaaaa attaaagaga taatagaagg agactcgcgt attaggttag tatcattaaa
  1519561 agaaaatatt ggtgctgcta aggctcggaa tatagcaatt caagaggcga gaggaaggta
  1519621 tattgccttt ttagatagtg atgatatatg gttaccgcat aaattgaaga cacaattgtt
  1519681 atttatggaa gaaatgaatg tgtccttttc atatgcatct tatagtttaa ttgatgaaaa
  1519741 cggtaatgaa ctaaatcgaa aagtgaatgt accgaaatct gttgactatc attgtttggc
  1519801 agggaataca attatcggat gtttaacagt gataattgat cgtgaaagaa ttccgcatat
  1519861 tgaaatgcct agtgtacagc cggaagatac ggcgttatgg ctgaaattat tacatgaagg
  1519921 gcatgaagcg aaagggatac agcaagtatt agcaaagtat cgaattgtag caaattcggt
  1519981 ttccagaaat aaaattaaag cagcttttcg gtattggaaa ttattaagag accaaaaatg
  1520041 tcttaatgca gtgcaaatct tttactattt tagtaagtat gcttatcatg cctatagaaa
  1520101 aaataaaatc aatgtagttg ggaagacgca attatgaata tattgttgat gacagataaa
  1520161 ttgataacag gcggagctga aagttatttc tgtaaattgg aaagtaattt gcgttatgag
  1520221 gattttaagg tttatacagc tgcaggtgat ggagagctat atgaatctct tactagaaaa
  1520281 gaaaatttta tgttacttag ccgatggaat catttgagaa atatttatta cttacgaaac
  1520341 gaaatttgta aacgaaagat agaacttatt catgccaata gtttacgaat ggtcttatat
  1520401 gcttttctac ttcaaaagtt tatgaaaaaa agatgaaaat tgtgtatacg aagcataatg
  1520461 taacgatatt agagaagaaa atgccaactc tttttcgtta ttttatgaat aaatatgtga
  1520521 acaatattat tacagtaagt gagtttgaaa aaaataactt actttcaatg catgtagctg
  1520581 aagagaaagt aaagacaatt tataacggtg tggatataga aaagttttta ttccagcaga
  1520641 aaaagaaaga atctatttat aaaataggga tattagctag actatccaag gagaaaaacc
  1520701 atcaactatt tgtaaaaatt gcaaatgtgt tgaaaaaaag agatgatttt ttgttttata
  1520761 ttgctggtga tgggccagag aaagaatcta ttatgaacga aatagaaaag tatggattgc
  1520821 aacaaagggt aacaatgtta gggaatattt cagatccgca taggtttata ggaaatatgg
  1520881 atgccttact tttattatct tttcgtgaag tgtttccaat ggtagtaatt gaagcaatgg
  1520941 ctacagggac accaattgtt tcaatagatg ttggcggaat aaatgaagcg gtaataaatg
  1521001 gagaatcagg tgttttgata catgaatatt gcgaatctga atttgcaagt gtacttgagg
  1521061 aactacaggg gaatgaagaa aaggtgaatg atattagact gaaagcacga gagaaagcag
  1521121 agaggtattt ctcgttaact aaaatgatag aagaaacgaa aggtatatat gaattaaaca
  1521181 aatgaccgta caggtcgttt gtttttttta ttatagaaac ttttaagaga aaactcacat
  1521241 attatatgaa aaaggtaata tgaggagtga atttattttg tcagaatata tttcttccca
  1521301 agaagattgt gcaccagaaa atagcgttca tattgattgc tttggagcag taccgaactc
  1521361 aggaaatgat agctcattag caattcagca agctataaat tattgtgtag cgaatcgaat
  1521421 ttcgacggtt agaattacag gggtaaatac gtataaaatt gtaaagccaa ttattattaa
  1521481 atcaaacgta agattagagt tagatcctac tgtaacgcta caaatcgatg gagattttaa
  1521541 tgtgtttgaa ctgcaacaaa atgcatctat aacaggtggt acagttcaag tcataaatcc
  1521601 agtgtttcaa tctgctgtta tttatgtttc cggttcacaa caaatagaag ttcctaatca
  1521661 ctctcttata tcaaatataa atataataaa tgcaacgtcg tcatataaag gtaaggctat
  1521721 acacttttat tgtcaaaaag catgggatta tattagtttc tttcaagtta actttattca
  1521781 aattaaaaac tttcaaactg caatacattt aaagacagaa tatatagatg atatcaatac
  1521841 accttgctgg attaacgcaa atgtattcca atctatattt attgatggat gtcagtatgg
  1521901 gatagaagtt gatggaaaca gtgatttacc aaatgaaagt tcaggaaata cgtttcatga
  1521961 tattcaagtg caatgtagac agcaaacgaa aaaagtaatt cgttgtaccg gcgcctataa
  1522021 tacatttgat tgtatgattt gggatacgta ccggatgagt agtgaacaga ttgtcattga
  1522081 attttcttct aattcgcatc gtaactacct tttttcaaat ttactttcta caactattgt
  1522141 agataaaggg caatacaatg tttgtaagtc tacctatgaa gaatctcttc gaattcagtt
  1522201 accgattacg ttaaataaac cacatttaat agggaatcaa gatgatattt tagtaaacgc
  1522261 tcagcagaag tatactgtta agcaagtaag tgggaaatta ccgtacgggg ggaacctcgc
  1522321 aaattgtttt aatttaatag atgaacaaag tgtaaactat attgatgttc cagatagtaa
  1522381 tccagttgtg attgaactag atttcacgaa aaatccaatc aaaatgttaa attgttttgg
  1522441 aatgtatttt gggtggggag agagcccgaa gaaaattaaa gttgaatatg cattaagtgc
  1522501 aactggaaat tgggttgttg cgtcggatgt tccattaaat gtaggcgata caattatatc
  1522561 gaatatgaag gcgagtcagt tatataaagt tagaattaca ttaagtggtt attctcaaga
  1522621 tcataagcgt tttcggatta atcgtatgtt tgcaagatcg tcgatggaaa atgggaatgc
  1522681 ttggttagcg acaactggtg gaagaatgtt tggagatatt gaaatagagg caagtaaagg
  1522741 tataattatg aagactgcta gtggagtgaa atggaaagtt actatgaatg aagctggcca
  1522801 acttattacg actaaaataa cttgagacga tgcctaagtg tatatccttg gacgagttat
  1522861 tgggtaggac gataaaggta atgaaaaaga gattgtaatt tggtttcaac caaactacaa
  1522921 tctctttttg tttcatttaa cgccaccaaa tccaagtcca aaggtaattt cctacattcc
  1522981 gtggagtaat gcgtacaaaa cgttccccgt caaagaagca atttaaattt ggaactattt
  1523041 catcttggtt ttctggaaca aagatgacga tgttttcgtt acttgtaaca gtttctgtaa
  1523101 ttggtgggtc ggtaggcgag acttgaagtt gtaatgaaat attggccgta tttttaaatt
  1523161 cattattaac aggtggactt attacttgta ctgtgaataa gacgataatt gtttcgtttg
  1523221 gttccaaatt agtagcgact aggaaaccga tattcggatt cgctagtgga gagcgttctt
  1523281 cgttaatgaa gacagtgccg tttataaatt gtaaacctac tggaatagta tcctgtaaag
  1523341 aaatatttga gagtgaaatc tcggaagtat tcgtaatacg caccgtataa tcaaaatatt
  1523401 gatttaaata agctgaggtg acggaagcgt tcttcactac tgtcgcagtt acaaattgaa
  1523461 ctggtatacg aacgatattt gaattaacaa taaaagtaat aattgggtcc tggggtgtca
  1523521 attggaaggt ggctgtgacg gtagcagaat taataattgt actgtttgaa ggaatagaag
  1523581 ttacgagcac tttaaatgtt agtattgcta ctgcatctgc aggtaaagat ccgatattca
  1523641 tacttgtgtc tggacggaca tttggaaccg gagtaccgtt aagcgtaaca ctgttttcta
  1523701 taaatgttgt accagctgga atggtatcta taacggcagt acttactgtt gggattggag
  1523761 aatcattaaa tatctctaac gtgaaagtaa gaatatctcc taaaacgaca atagatttgt
  1523821 cagccgtttt ttcaatatga accattggat caatgattgt cgttgtaaca gtatttgttt
  1523881 gctttgtgac gatatctatt tgccttgtaa ttgtaatagg tggttcgatt agaccgacaa
  1523941 taggcgtata gaaaatagta gcatcgttat tgattgtaga ttgaagagta gaagaagata
  1524001 ttgtcacttg gaatgtaata ataacagagt cattaggagc aagagttcct aacgtaatac
  1524061 cattttcagg attcgcatta ggctgattga ttccgttaat cgtaacacta ccaataacga
  1524121 atgttgtatc tacaggtgcc atgtctacta gaagaagatc ttcaatagtg atattaccat
  1524181 tattagtaat cgtaatggta tacgttaaag tttgaccagg taaggcactc gtgaaatcaa
  1524241 cagcttttat cgcaatgaca ttatcatttt ggacggttgt tgtgactgta tttgttgtcg
  1524301 tcgtatttgt aacaggtacg ttatttggat tgactatata gttaaaagta gagattgctt
  1524361 ggttggtgag ttcgtttcgt attggaatag aagtcacagt tacttggaat gaagcgatag
  1524421 cgtctccatc tacaattata gtaccaattg gtatgccatt tgctggattt actcccggaa
  1524481 gagtttctcc gtttacaata acgctatttt ctataaatgt agtaccttga ggaatcatat
  1524541 cttgaatgat tacatcattt gctgcaacat taccagtttg attgagtgta atcgtatacg
  1524601 ttaacgtatc accgaccatt gcaaatgcaa ggtcaacagc tttattacta ttcaaattcg
  1524661 catgattaat ttctgttaaa gcagctgatg aaataatagt tttggtaata ggtggttgat
  1524721 ctcctaccgt gtattcatat tcaattgtac ttgtgttaga gattggattt gtttgaggta
  1524781 tcgaagtaac ccgtacttgg aatagaacag ttgctgtcgt attaggcaga atgttatcaa
  1524841 ttggtatccc actaagtgga ttgtcatttg gacgagtgtt tccattcaca ataacactat
  1524901 tctctataaa gtttgtattt gctgggatga tatctgtaac gataatgttt tccacttgta
  1524961 tattcccatt gtttgtgatg gaaattgtgt aagggataat ggtttgtagg tcagcatatt
  1525021 ggataggtgt tgtttttact gcgattatat tagcagaaat aacttcagtg aaagtaatgt
  1525081 tactagtcga tatttgttct tctccattta ttgtataacg agaagttgct tgattttgaa
  1525141 catggccgct agttggaagc gctacgacag taacagaaaa tgtgactggg atagaaatgt
  1525201 taggagcaat cgttcctacc aatataccgg tacttggatt ggcattaagc tgcggaatgt
  1525261 tatttactaa aacgctaccg tctataaagg ttgttccacc aggaatattg tctgtaaata
  1525321 caacggcagt ggcatccgta ttccctgtat ttgttaaagt tgttgtataa gttaaaacat
  1525381 caccaattgt tacagaagtc aaatcaacag ttttaagtga aacgatatca gcatcattaa
  1525441 tttgaacgaa agtagtattg gaagtagtcg atttttgaat tggtgcaaag tcagggttga
  1525501 aaataaagtc gtagacgatg tttgcggtat taggtgttgg gtttgcaaca ggtaaattcg
  1525561 taaccgaaac ttggaatgtt attgtagcca cttgacctga tgcgatattc gggatggaaa
  1525621 agccgatatt cggatctgct gcaggaagta cggtattgtt aactattaca cttcccggga
  1525681 taaatattga tccatcctct atcgtatctg taaaaaagat ggagttagtt gtagtggatc
  1525741 cattattttg aatgagtact gtatattcaa tagtttcatc aatattagct aatactgtat
  1525801 tagcggattt tgtagcgaaa agaatagctt caataaattg tatatttgta ctgttggaag
  1525861 ctgtcgtttc tgaaattggt ggtaagcttt ggtctggctg atattcatag tggatgacgg
  1525921 cgatattatt catgttattt tgagaaggta tcgagtctac atttacttgg aatgtaacga
  1525981 taattgtatt gtttggaagg ataatattaa gggagattcc ggtacttgga ttttcgttag
  1526041 gtcttggtat gccatctaca agaatgctat ctggaacgaa tgtggtgcca gcagcgattg
  1526101 cgtcaattag gagagtattt gtaataggta ctgtaccagc atttgtaact gcgatggtat
  1526161 atgtgataat ttgaccgatg cgtgtaatgg atctgttagc agatttaatt gcactaacat
  1526221 ttgctgtacg gacttccgtg tttactgtat ttgataatga tctacgctga ataattggag
  1526281 aactagggtc aatttggtat tcatatgaag tgtctgagat gttaatgact gtattgtctt
  1526341 caggtatatt tgtaagttgt acttggaatg aaatagtgac tgtttcatct ggttgtatcg
  1526401 tgccgagagt tactccattt tcaggattcg taccaggctg aatgacatta tttattgata
  1526461 agctatcttc aatgaatatt gtcccttctg gaatgttgtc aatgaacacc gtattgttag
  1526521 ctggaaccgt tccgatattt tgtagtgtat ttgtgtaggt aataaattgc ccgatggaga
  1526581 cgaaagttac atctgcgctt ttaacggaaa taatattcgc attttgaagt gatgttgtaa
  1526641 caatgttaga atttgcagag cgattcactg gtggagctgt aggaatactt acatattggt
  1526701 aagttactga agattgattt acaatttcgg tttcagtagg tggattattt gtttgtactt
  1526761 gaaatagtat tgttttggaa ctgtttggtg gaatcgttcc aattggtatt ccgttttcgg
  1526821 gatttgcatc aggctgaagt acaccgttaa ttgtgacact gtcgagaacg aatgtagtcc
  1526881 caactggaat cgaatctgta aaaataatat ttattgcgtc aacattgccg ctatttttca
  1526941 cttcagaaat ataaagtata gttccgccaa tatctacagt tattggattg gacgtttttg
  1527001 taattgttaa ttgtgcttgc acgaaatttg taatgacaat attacttgta gatgtttcag
  1527061 taataggcgg ttgccctgga tctggttgaa ttgtatatgt tgtattagat tgatttgtaa
  1527121 tcgattgttg cgagaatgga tcgttaataa gaacttggaa agcaataagg tgagtagcgt
  1527181 ttgctgctag gttaggcaaa gtaacaccta catttggatt tgcacccagt atagctgttc
  1527241 cgttaagtgt aaaactattt tctacgaatg tagtcccttc tggaatcgta tctgaaaata
  1527301 tgagatttgt agctggaata tttccggtat tttctagtgt tatcgtgtag gttaaaatgt
  1527361 cgccagttgt tgcttgttgt gcattgacgg cttttaaaga aagaacattc gcatctgaaa
  1527421 tttgtgtgaa agctggattc gaagtaattg ttcgagagac gataggagca gttggatccg
  1527481 caataaaagt atagtcaata cgggctatat tagaaattgg attcacgctt ggaatagatt
  1527541 gaacgataac ttggaatgtg acggtgacga tttctgacgg cgcaatggag tttaatggta
  1527601 ttcctacgtt tggatcggca cctggaattg agatgctatt aatggtcacg ctatttggaa
  1527661 tcaatgcagt tccttctggg accaaatctg ttaaagtaac tgtatttgca gttgtattcc
  1527721 cgttgttttg aatgacgaca gtgtaagtga ttgtaccgtc agtagattgt acgatggaat
  1527781 ctgtattttt aattacagat agcgatgcat caacgacagc tgtagtaact gtattagatg
  1527841 aagatgttgc tgtaactgga ggttgacttg gatcgacaat atatgtgtaa cttgtaagtg
  1527901 cttgatttat aattgctcct tgcggcggaa tagagtttgc aagaaattgg aacgtaattg
  1527961 tagcagaatt acctggtgcg ataataccaa ctggaatacc gagagttgga cttgcatctg
  1528021 gaagtgaaat cccgttaagc gtgacactat ttggaacaaa taatgcccct tcaggaacac
  1528081 cgttaatgag taataccgag tttgcaggga agtttccagt gtttgttaat gttgcagtgt
  1528141 acgtaattat atctccaata gatacgattg ttcgatctgc ttctaaaagc gttgtaacag
  1528201 tagcgttatt aatttgtgta gaagcactat tagaagttac tgtgcctgta acaggaggag
  1528261 cggccggatc aacgatgaat gcgaattgaa tagatgcaac gtttgtaatt gggttggaag
  1528321 gaggagtaga tgtaactatg acttggaaag taacggttaa ggaactaccc gcgctaacgg
  1528381 tcccgatatt aacgccgcta tttggatttg cacctggaat ggtatttcca tttacagcaa
  1528441 aactattttc aacaaaggtc gttcctcctg gaatgaggtc tgagaaattt acattcgtag
  1528501 cgtttgtatt gccgctattt tgtattaaaa ctgtataagt gattgtgtct ccaatattcg
  1528561 caaaggctgt actagcagtt tttacagctg aaagtattgc tgaatgaata gcagtaacga
  1528621 agacgttcgt ttccacattg ccaggctgag cctgtaatgc attgcctacg ttatattgga
  1528681 agttaacaaa tgctaagttt tggagttcag gtgtgaatgt tggtggattg cttacgattt
  1528741 gaacttggaa tatgattgtt acagtttgat ttggaatgat cgtatttatg ccaatcccgc
  1528801 tggtgataga agcggatggt aatggagtgc catcaacaat aacggatcct gcaacaaatt
  1528861 gtgtccacga tggtatcggg tctgagaaaa taacgttatt ggcagggata tttccaatat
  1528921 tcgtaatcgt agttgtatac gtaattgtat caccaatcgt tgcaaaagct ttatcaccga
  1528981 ttttagtagt agttaaaata gcactttcaa ttgttgttgt aacactattt gaagtaatgt
  1529041 tttttgaaac aggaggatta gctggattaa cgatatgctg aaagctaacg ctagcttgat
  1529101 tagtaattgg attaatagcc gggatttcat ttgaagtaat atgaaattct acaatggcag
  1529161 attcgtttgg cgcgatatca ccaattggga cgcctgtaat gatgtttgca ttttcgataa
  1529221 tagttccatt aagtgtaaaa ctatttggtt caaaggaagt tccgtctgga ataacatcgg
  1529281 taaaaataac attcgttgca ttaacatttc cgctatttgt aattgtaacg gagtagacaa
  1529341 tatcttgccc gatatctacc gtaaatacat ttgtgctttt ttgtgcagta agaatagcac
  1529401 tattaatttg tgttgtcgtt gtattagatt gattggaagt tgtaataggt gactggtctg
  1529461 gatcaacaat gtaacgataa gttgtaagag ctgaattaga aataggattg ttgattggta
  1529521 gggttgtaac ggtagcttgg aatgtgacaa ttgccgcagt accaccgtta attgaaccga
  1529581 tatttacacc agtagataaa tcagcattta gaatggtttg cccattaact gtgaaactgt
  1529641 ttggaacaaa agttaaatta ctatcaagcg tatcgataac tgtaacatca gttgcagtca
  1529701 cattccctgt attcgggagg ttaagtgtaa atgttattgt attaccaaca tccgcaaaag
  1529761 taagatctgt tgtttttgta cttataatat ttgcgttgtt tatttgaaga agcgtagtgt
  1529821 tggaagtagc cgcacttaat actgggggat taacaggatc aacagtaaac tcatatgttg
  1529881 ttgatgctgt atttggtgct ggattaatag ggggaatgct gttcactgta acttgaaaga
  1529941 cgatactata tatttcatta ggcggaagtg ttgcaagtaa tacacctgta tttggattcg
  1530001 cgtcaggttg taaaacacca tcgacagtta atgtgttagg aacaaatgtg actccatttg
  1530061 gtaatacatc tgtgaataca atattagttg catctgtatt tcctatattc gaaatagaag
  1530121 tagtgtaaaa agcagtttgc ccgatatttg caaaggataa actttcattt ttcgccatgg
  1530181 ataatatggc ttctttaatt tgcgttgaaa caggattgct aattgaagtt tctgcatcag
  1530241 gcggtgagac taattggtac gatgttgatg agaaatttac aatggggttt tccgtgggta
  1530301 atgacgttac agtaacttgg aaagaaactg ttactgtagt cccagctgtt atagatccga
  1530361 tatttacacc gttcactgga tttgcgccac tttgaggaat tccattaata gaaaatgtgt
  1530421 ctgcaataaa tgctgttccg ctcggtacgg tatctgtgaa tataacattt tgcgcagatg
  1530481 agtttccatt gtttgttaaa gcgacagtat aagtgagtgt gtctccaata cgactaaagg
  1530541 atttatcgac ttgttttaat gaaagaatgg tagctgtatt aatcgtagtg aacactgtgt
  1530601 ttgaagtaac ggtccttgaa acaatagggg cattaggatc agcgataaat gtgtaagaag
  1530661 cagtagcgga attggcaata ggattttgaa caggtgtaga agtagcggta acttgaaatg
  1530721 ctatagatat tgagctgtta ggagcaattg ctccaattgt tatacctgta ttaggattga
  1530781 gcccgatttg cgtgatgcca tctattgtaa cgctatcagt aataaacgtt gttccatttg
  1530841 gtataagatc agtgaaagtg atattagtag catttgtatt accggtattt gtcaaaagta
  1530901 tcgtataggt aatggtatca cctagtgtta caagtgtttg atcgacggat tttaccatcg
  1530961 taatgatagc atctaataca gggtttgtaa cgatattcgt tgaagtagaa gttgtaacag
  1531021 gagttccgtt tggatcgaca gtatacgaat ataaaatggt atcattcccc ataattgaac
  1531081 ttgaagaggg aacggaaaga acatttactt ggaaagtaac agttactgtt tcaccaggag
  1531141 caatatttgg tatgtttact ccaagtgctg gttgcacacc agattgctga accccattta
  1531201 ttgtgactga gtttggtata aaggtagtgt tagctggaat tgcactcgtg aactttatat
  1531261 tcgctgctgc cgtatttcct gtatttgtaa tagtagttgt atacgtaatt gtatcaccga
  1531321 cagaaataac ggatttatca gcactttttg tagtcgttaa tatagcactc ttaatagttg
  1531381 tcgaaacagt attagataga ttcgtttgtg atacggaagg ttggcttgga tcgaccacat
  1531441 gtgcaaattg tacagaacta aagttcgaaa ttggatttat acttggaata tttgtaacaa
  1531501 gtgcgtttat cacaatagta gccgtactac caggatttat atttccaatt tgaatcccgg
  1531561 tagctggatt tccaatttgc tgtgtaccag aatcgtttgt aagtgttccg gaaataaaag
  1531621 ttattccttc aggtaaaaca tccgtgaaaa ttatattttg tgaagtgaca tttccagggt
  1531681 tacttaatga aattgaataa gaaagtgtat ccccgatcgt tacgaaagtt ttatctacag
  1531741 atttaacaag tgcgatttcc ccagaattta tttgtgttga aacaggattg gatgtcgtac
  1531801 ttcttgaagc gagtggtaaa ttaggtcctg tcataaattg gtaattaata gaagcgccat
  1531861 ttacaaccgg tgaatttggc cccccaggtc caattgtgaa aattggattt ggaatgctaa
  1531921 ctacttgtac gcggaaggta atgtttataa aatctcctgc aataatatcc ccaattggta
  1531981 ttccgtttgc tggatttact ccaggtaata aaatcccgcc tactcgaacg ctatcttcta
  1532041 taaatactgt atgatttgga atcggatctg taaaaatgat attcgtagca gttgtattcc
  1532101 ctatattttc taataaaaca gtgtacgtta aaaatgaatt tccaggtgcg acgtcagaga
  1532161 atagtcgatc cacacttttc gttgcttgaa taatcgcttc gttaatttga attaaagttg
  1532221 gattgcttgt agctatttct gtcaccggtg gctgggtagg gtcaacgatg atagagtatg
  1532281 ttgtgctaga ttggttcaat gttggattta tagctggtat tgaaccaacg atagcttgaa
  1532341 agctaattgt tatcgttcct ccaactggaa ttgagtctaa aggaacacca gtatcaggcc
  1532401 taaatccaag ttgtgggatg gtattaattt gtacgctatc aggaacgaat gacagttcag
  1532461 ctggtaatat atcgataaaa acaggtgtgt ttgcagtagt atttccacta ttagtgagag
  1532521 tcgttgtata cgtaattgta tctccaacag cggcaaatgc actgctagca gttttcgtgg
  1532581 cgataacgga agcagagttt acttgtgtaa aagttttatt ggattgaacg gttcgtgaaa
  1532641 caggcggttc atttatatca acaataaatc tatattgaag cgatgattgg ttcggaattg
  1532701 gattaggatt tggaagagtt gtaatgttta cttgaaaact aagtgtaacc gatgcatttg
  1532761 cattcaagtt accaatattg atactgtttt gtggatttgt attcgggacc gttacaccgt
  1532821 ttattttaaa actatttggg acaaaggtag taccatttgg aattgaatct gtaaaaacaa
  1532881 tgttattcgc ggtagtattt cctgtgtttg taacaactga ggtgaatgta atcgtatctc
  1532941 caattgtagc gaaagttgta ctagcatttt tatttattac taaggtagcg tcaacgatag
  1533001 gtgtaactgt cgtgtttgta acggtacttc caacagctgg cgtttcagtt ggattcactg
  1533061 tatattcgta gtttacaaga gcattattcg ttaaagtgcc actaggtgga atagcaagga
  1533121 ttttcacttg gaatgtaata aatgtagttc cttctggtga aatatcgtct aaatgaatac
  1533181 ctagtgaagg atctaatcca ggttgagata cgttatttat cgtaacggaa tttgggatga
  1533241 aggatgcacc tggtccaagt ccatctgtta aaactgtagc actagcagga atattccctg
  1533301 tgttcgtaac tgcaatcgta taagtaacga tatctccaat tgcagcattc ggtgtattta
  1533361 ctgacttcgt agcgatgatt gtagcgttat taatttgagt tgttattacg ttacttagcg
  1533421 tattagagga cgctggaggt aagttaggat ttacgacata ttggtacgtt gtgttacttt
  1533481 ggttcgggat aggattcgga tttggaatag aatttacttg cacttggaat gaaattatcg
  1533541 tatttgcatt cggatttatc ggatcaattg ctatgccatt tgctggattt gcattagaga
  1533601 gtgtagtgcc gtttactgtt acactatttg gaataaaaga tgtcccgctt ggaatagcat
  1533661 ctgtaaatac tatatttgat gcaagtgtgt ttccattatt cgttaaagta gtcgtgtacg
  1533721 taatgatatc atttacgttc gcaaactgtt tatctgcaga ttttacagag gtaatcgtag
  1533781 cattattaat agttgtctgt acagtgttag aagcaaccat ctgcatgaca gctggtttgg
  1533841 atgggtcgta cgtgtattgg aatgtagtgc tcgattgatt cgcaatcgga tttgcactag
  1533901 gaatggttgg tacaaaaact tggaatgcaa cagtacgtga tgaattcgct cctatcgtac
  1533961 caattaaaat gccgttagca gggtttgcat tagctatagg gacaccgtta atcgttacag
  1534021 tattagggag gaagatggta ccagctggaa tgatatctgt aaacgttaca ttcgaggcag
  1534081 ggatattgcc gttattcgtt aaaatcgttg cataagttat gacatcgcca acatcagcaa
  1534141 aatttgtgct tgttagtttc gtagcaacaa tattagcagt gttaatttgt gtagttacta
  1534201 tattactagc agagtttctt acaacgggag gtgaatttgg atctgcgata aagttatatt
  1534261 gaagtacagc actgttttga actggatttg gtgaaggtaa actatttgca ccaatttgga
  1534321 agacaattgt tgtaaaacca ccagctggaa tcgtaccaac ttgaagacca gcacttggat
  1534381 ccgcaccaag ttgtaaagcc ccgcctataa aaatactatt tggtacgaga gttgtaccag
  1534441 gagggagtat atcggtaaca actacattat ttgcgggagt attcccaggg ttagctaaag
  1534501 caattgtata tgtgattggt tgcccaacgt cagcaatagt taaatctacc tgtttgacaa
  1534561 taactacatt tgctaaatta atttgtgtac ttacagtatt acttaaagat gtttctatag
  1534621 ttggtggatc gcccggattt aaaataaaac tatactgtgt actagatgaa tttattgttg
  1534681 gattttgtgt tggtaaagag gtgacagtta cttgataaga gacggtaagt gaaccgttcg
  1534741 caggaatgga aggtaaggga acaccgacat ttggatctgc gttattttgg agtacaccat
  1534801 taataaggaa agtgtttggg ataaaggtag taccgtctgg attcgtatct acgaaagtag
  1534861 gactatcagc agaaacactt cctgcattcg ttaaaacaac ggtataagtt aatacatccc
  1534921 caacagtagc ggacgctcga tccactgttt ttgctgaaat aatatttgcg tcatttactt
  1534981 gagtaaatgt agtggttgaa gttgtgttct tacttatagg gaaagcgttt ggatcaacga
  1535041 taaagttata ggaaatagaa gcgctatttg aaataggatt tgggtttgga atactagtta
  1535101 ttaatacttt gaatgaagct gtaattgtag taccagcagt ggtactgccg atattgatgc
  1535161 tagctggtgt aacgcctggt tgagtaacat tgttaatcgt aacactgttt ggtacaaagg
  1535221 cagtaccatt cgcgattgaa tcggatagta ctatattgtt cgccgcaaca tttccatcgt
  1535281 ttgtaagaga aaaggtataa gttaatacat ccccaacttc cgcaaacgtt ttatctacag
  1535341 atttagtagc ttgaaggttt gctagtctaa ttgttgatgt aacagaatta gaatttgctg
  1535401 tttttgaagt tggtggcaga cttggattta cagtatatag ataagaggcg aaagcattat
  1535461 taatgatagg attttgggtg gtaatattga tgactgttac ttggaaagaa agtgtaaaag
  1535521 tcgccccgcc aggaattgtg ccgataggta aagcaacgag ggaatctaca ttttgcaaaa
  1535581 cgccgttgag tgttacagaa ccaggggtca atatcgttcc gtttggaagt gggtctgtta
  1535641 gttgcacgtt agttgcagct gtatttccgc tgtttgtaat aagaattgta taacttatcg
  1535701 tttcaccaat tgtggcaaat tgtttatttg ttgattttgt taatgctaaa ttcgcattgt
  1535761 taatttgagt ggaaacgaga ttagaagaaa tgttttttgt aacgggtgat tggcttgggt
  1535821 tgacagtgta ctgataagaa gcgcttgatc cattagatac gacatttagc gcgggtattg
  1535881 tatttacaac tacttgaaat gaaacatttt ttgttgtgcc agttgggatt gatccaatgt
  1535941 tcacaccgtt agcgggattt gctccacctt gtgtcgtgcc atctattgtt aaactgttta
  1536001 gaacaaaagt tgttccagta ggaataacat ctgtaaaaat aacgttgttc gcatttgtat
  1536061 tacctgtact tgtaaaggaa acggtgtacg ttagtgtatc accaatatca gcaaaatttt
  1536121 tatctactgc ttttgccata gttacagtag cgttattcac ttgagtggag acaatattcg
  1536181 tcgtatcagt cccacttact gccggttgat ttggaacagg aatgtattgg tatgttgttg
  1536241 taccactatt taatattgga tttgtttggg gaatagaagg aacaaatact tgaaatgcaa
  1536301 cagtagtcgt agaattagca gcaatagatc caattgatat accagtagcg ggatttgctc
  1536361 cagcctgagt aactccgtta acagttacac tccccggaac gaaagtagtc ccgctaggaa
  1536421 tcggatccgt atatattacg ttagttgcag caatattccc tatattagct aaggcgatac
  1536481 tgtaagttaa cgtttcacca atatcggtaa aaagtttgtt aactgatttt gtgccattaa
  1536541 tatctgcgag gttaacttgt gttccagcag agttgcttgt tgcaagaccg ttaaaagtcg
  1536601 ttcctccggc gattggtgta tattgaaatg taatattagc agtgttggag ataggatttt
  1536661 gacttggaaa agaaacgaca gtagcttgga aagttactgt acgagaagcg ctgttattaa
  1536721 tggttccaag agatatacca gcggccggat ttgcattcgt ttgcgggaca ttatctactg
  1536781 ttacagttcc aggtataaag gaagtaccgt tagggagaat gtctgtaaaa ataacgttat
  1536841 tggcgggaag aagccccgta ttagggatag taactgtata agtgagaacg tctccaattg
  1536901 ctgcaacact tttatttacg ctttttgttg cttgtatgtt aggtgaattt atgttgattt
  1536961 gtaaaccgac tgtattcaac atatatgcgt ctccgttagt tgttaaacgg attgcggcgg
  1537021 acacttgaga atttgttaaa taaggagaaa tatcaatgga agtaatgtcc cagccctgtc
  1537081 ttccagcgga gatgtttgta cctgtagaag cactttgatt tcgcgttcca aatgtcccgg
  1537141 ttgtatctaa gtttccagcg gcattattaa tttgagaacc gaagaaatta tttacagcat
  1537201 tgttaggtcc agataaggca tttaatgaac tgaaatttgg cccgaataga gcctgatccc
  1537261 caattaaatc agcatctcct tcggtagaac ttaaaaataa tctaccgctt acaggccctc
  1537321 ctgaaggtgt taaaaatcct gaaacagata catcggcact accagtttct gcagaaaccc
  1537381 ggttacctgc tacataaatg gttaagtttc ttgcaggtaa tgttccattt tggtaagcga
  1537441 cgataagtgt ccatccagcc gaattaattg ttccattaga agcatctata ggatctacaa
  1537501 gtccagggac agagccggtt gtataagagc cagatcctcc cgcttgaatg agggatgtta
  1537561 catctgcaga acgtgtatag aatccaaatg tgatagatcc agaaacgaat gtttgattgg
  1537621 aagctgtaac agcagaagga gtaatcgagt atgttgaaac aggtgttgta aaagaaacag
  1537681 ggtttcctaa aacacttgta atgttttgat cacgagataa gtagttgccg ccccaaatga
  1537741 gttctgcgta aagaatcgta ctaccagcag gaatatttaa aatagcggta gaactatttt
  1537801 gtgtatagtt taaagttgtg ccggcaggaa aagtgggaac ttgtaaagcg gtattcgtag
  1537861 ttataaatgc gccaattgcc ccgattgtac cagcacgatt ttgattactg attttactta
  1537921 aaccgagtgt gtttcctgta atcgcaagtg cgccgttagt ggtggtagaa aatcgattcg
  1537981 taatgggcat gttgtcacct cacttacaat atagtcttgg tcaaaatagg atatgtgtgt
  1538041 aacagataaa gtgaaacatg tacaagttga ttcgggaaga atggtttaaa agtctagata
  1538101 aagagatgga gaatgattgt cttggaaatg agagtggagc gtcttaaaaa agaaaatata
  1538161 gaggatattg tagtgttatc ttcctatatt ggttgggatt ataatagagc agaagttgaa
  1538221 acgattttca actcaggtat tgtatatggc gtatggaatg agagaaaaaa actgattgcg
  1538281 agcgctgcaa ttatattata cggagaggcg ttagcgtcaa taggaatggt aattgtacat
  1538341 cctgattata agggaaaagg aattggaaag atgataacga attcatgtat taagagtgta
  1538401 tcgactcaaa atccaattat gctcattgct acggatgagg gaaagccttt atatgaaaaa
  1538461 ttaggattta ggtctgttag ttatgtttct aaatacatat gtaactcgta caatgtgaat
  1538521 aatcattgtg taggaaatga agattatatg atgaattatg aagtaagtga tttagaaaaa
  1538581 ataataaaaa tagatgaaga tgcatttgga acaaatagaa aagagttttt aaagaaaaga
  1538641 attatgcaaa gtgaacagtg cactgttgta aaggataagg aacaaaatat attaggttac
  1538701 ggtttaagta tacaaacgcc agaaaataaa ataataggac cggtctctgc taaaaatgat
  1538761 gcaatggcaa tgagaattgt acatgattta gcaagaggac atcatggtaa attaagaatt
  1538821 gatgtaccag aaggaaagaa agatttcatg aaagaattac agattattgg ttttcaaaag
  1538881 gttaatacac caccaataat gatgaaaaat agcgatcaat tattaaaaag gaataatgag
  1538941 ttatatagca ttgcagcaca aatttttggc taaaaaagaa tccttttcac gtaaggattc
  1539001 ttttttcgtt catttaatca cgatattggt catgaatagg ttgaaaaaga ttttcctcga
  1539061 catctctaac aactgagaaa tgatcaacat tataatgacc atggagaatt ttattgtgat
  1539121 ggtcaataat ttgctctgca gacaacacag tagaatcagt tgtggaatga ccatttttaa
  1539181 ttaatgtaac atcaaatcct tctacagttg ctgttcgaac agcggtgtcg atgcaatgtt
  1539241 ctgttttaca tccacctata acgatatggt taattttttc ttcttttaac agttcaagta
  1539301 aagaagtacc atagaatgaa tttgttgctg ctttattaat aaggattgca gactgaggta
  1539361 cttgaatttg attatgtact tcaaatcctt ctccgctacc agaagcaaca tcgatatctc
  1539421 ttacgaaaac aataagggca ttggcatcta ttgctttctg cacggctgta tttagtgtgg
  1539481 ctaatagatc agttttacga aaaacctcat gttcttgttc attaccatcc attaattctt
  1539541 gctgtgcatc aatgattaat agtgcttgtt tcatcgtgtc tcccctttaa tatgaaataa
  1539601 gttccactgt acatattcct ccatattata aggaaatcct ccattgtaag tggagtatag
  1539661 gttgatttac aaagttgtca aataaatttc attctcatag cgtgtaaaaa catgtatgat
  1539721 aggaagtgga gaatttttga gtaggtggga atatcatgca gacagtagaa gattatcttt
  1539781 cattcttaca tacgaaagga tttaaactat cagaggaagc gcaagggttt attatgttcg
  1539841 gacaaggata tacgggtgca tctgatggca ttgtaaacgc agcaatagaa gcgacaatta
  1539901 agcatcaatt gcagtttgat ggcagttatt ttgttgcgct attagaacga ttgaaagaag
  1539961 aagagattac agataaaaaa agcgctaagg cttttatgcg gaagttacaa gcgtaacttc
  1540021 acgcagcctg cgcttctttt tttgttttgg aaggtaattc aacgaaaacc atacctagga
  1540081 aaatacatag gcatccgata atagcagaga tagaaagttg ttcgtttgca acgagaacgc
  1540141 ctgttaaggc agcaaaaacg ggctccattg cgaaaataat agctactctc gttggagatg
  1540201 tatgtttttg tgctgacgtt tggatgaaaa aagcaatgga tgtcgcgaat agggaagtta
  1540261 gaaatagcgc aaataaaaag gaagaattcg tccatagtgc tactgaaaat aatttttccc
  1540321 aatcttcaaa caaaaaggcg caaatagaag aaaacagtcc gacagctaat acttgcgatg
  1540381 tacttaacaa taaaggtgat atttttttag agaagaagcc gttaacaaga atatgagcag
  1540441 cgaaagcaac tgcacaaccg agaacgagta tatctccaat gtttaattga aaagaatcac
  1540501 cagccgttaa taagtataaa cctgctgttg ctacagcaat gccaattacg ataaaaatgg
  1540561 tagctttttg ttttaaaaaa ataaaagaca aaatgggtac cataacgata ctaagccctg
  1540621 ttaagaaacc agcttttgaa gaagttgtat acagtaagcc gaatgtttgt aagacgtagc
  1540681 caatgcataa aaagaaccca acgattaatc cagcgagact actctgtttt atatgttgtt
  1540741 ttgaagcttt ttttgagaaa agtatttgaa cgaataataa aataattcca gcgaataaaa
  1540801 agcgaatacc attaaaagta aatgggccaa cgaaagacat agcattttga acgacgacaa
  1540861 acgtagctcc ccaaataaaa gagacgaata gtaaagcaag aggagcaatc caatcttttt
  1540921 tcacactcat acccccgtta attttgtaag atagcttttc tagctaactc atcagcaact
  1540981 ttattttgac tacttggaat ccacttaata aaaaagagat cgaaactttt tatgtactgc
  1541041 agtgcttcct ctaatagtgg tgcaaacatt ttgttttttg catattcttt ttcaacagct
  1541101 cgctcgacaa gttgcgaatc tgtacgaaaa gagacaatgt tataattatg ctccgtgcaa
  1541161 tattttaatg ccgcaagtaa tgcgtggtat tctgcttcat ggttggacat tgtcccaagg
  1541221 ggcaatgata attgtacagc tggttgaacc cctttaataa atactcctgc accagaagga
  1541281 ccaggatttc cttttgatgc accatcaata tatacttcaa tcaaaatgag aaacctccaa
  1541341 atgataagat gatcccctac ttatatgttt ctttgcagta ggggataggg caattagccg
  1541401 attgtaatac tataacgaca tgtaaatgtt tcattcgctt gtaaagattg aattcctttt
  1541461 ttttccttga aatcttttgc tggatttact tcatcagcga ttccgtacca aggttcgata
  1541521 cataggaaag gtgcgttctc gcctggtgtc catacgccga caaatgggaa tccgtcaaat
  1541581 tctactttta caaatttatt atgtttatga gaacgaatag agatttcatc cgtattcata
  1541641 ttttcaaaaa taagcgcatc atttttaaat agatcatatg taagtggtaa ttcatttgta
  1541701 ctttcagcga ttaattgctt tttatttgaa aggtaaggtc cttctaatac acttgtttct
  1541761 aagcgttcag aaccattaaa tgatagatgg taatctgtaa atgattcgcc ttctaataac
  1541821 gggaaattga aaccaggatg cgccccgatt gagaagaaca tctcttttga agtagggtta
  1541881 tttacttcgt atgttacatg aacgatttgt ccgtctagct cataagaaac gagtaattcg
  1541941 aattcgtatg ggtatttttt taatgtttct tcattactag taacgatata agtgattttc
  1542001 gtttcacttt gttcttttac agtgaatgta agatcacgag caaagccgtg ttgtgttaaa
  1542061 gaataaggtt tatcatctac gtagtatgta ttatctacta atcggccgac gatagggaat
  1542121 aaaattggtg cacggcgtcc ccaataagta gaatcacctt gccataagta ttctgtattg
  1542181 tcttctttta agcgaacgct ttgtaattct gcacctttgt cagatatgga aacgatcact
  1542241 ttttcgtttt gaattgttgc aatcatgaag taaaacctcc taaatctttc atatatttca
  1542301 ttatacgttg tctaaaagaa aaaaggtagt tcatgataag aatctattga cgaaaggggg
  1542361 gctaccgcgt aaaatataat cttgttgctt aaaaaacgaa taacgtggtt cgaaaccatc
  1542421 ccacgtaaaa aaactaagga gattttgtcg tgaatattag aacattagtc ggtaatggta
  1542481 ttttagcggc attatatatt gctgtttcta tgcttattca gccatttggc tttacgaatg
  1542541 tacagtttcg tatttcagag atgtttaatc atctcgttgt atttaataag aaagcaattt
  1542601 acggaattgt attaggtgta tttttaacga atctcttttt ctcacctatg attgcttacg
  1542661 atttagtatt tggagtaggg caatctattc ttgcattagt tgcaaccatt atttctatgc
  1542721 gattcattaa aggtgtttgg gctcgtatga tttttaatac agttatcttt acaattacaa
  1542781 tgtttatgat tgcaattgaa cttcatcttg catttgattt accatttatg ttgacttggt
  1542841 taacatgtgc agtcggtgaa tttgttgtca tggccattgg tatgcctgta atgtactgga
  1542901 ttaataaacg agtacaattt gaaagattta tgtaatagat gaaagagcta ttcctatagg
  1542961 gatagctctt ttttacatgt gattatattg aatataattc tgtgactctt gataaaatat
  1543021 aataaaataa agtgaggctt tcattagctg aagaagtctt acataagggg aatctagtat
  1543081 gaaatataaa attcattggt tgtataaaac aaagcgcggt ttgcagacgg aattaatgac
  1543141 agattatatg aacatagaag aagcacttca atttgcggag gatttcgaga aaacaggaag
  1543201 agtgaaggaa ttattatttt acgatgaaat ggatacagaa tggttattaa aggaaatgaa
  1543261 aaagctgagt aaacaagtgg aggaagaacc ccaagaaata ctcgtttatt ttgatggtgg
  1543321 ttatgatgta cagacgaaag aagctggggt aggtatatgt gtatactata aaaaaggaaa
  1543381 tgcaaaatac cgaattcgcc gtaatgcata tatagaaggc atatatgata ataatgaagc
  1543441 ggaatacgca tcattactat atagcatgaa tatactcgag gaattaggga ttaagtatga
  1543501 agcagttaca cttcgcgggg actctcaagt tgtactgcaa caattggccg gagaatggcc
  1543561 ttgttatgat gaacatttaa atcattattt agaccaaatt gagcaaaaag cgaagcaaat
  1543621 gaaattaaaa cttgtatgtg agccaatctc tagaaaacaa aataaagaag cacaacaatt
  1543681 ggcaacgcaa gcattagaag gaacagtcat tgatagtcat aaagaaataa ccgaatagag
  1543741 aggtgcaacg gtggataaaa agcaactcat tacagaggta aatgacttat tagaaacgta
  1543801 ttgtgaagga tgttttttgc gagaacataa tcgaaagaca aatagtaagt attatgctca
  1543861 ttcattttgt atcaggcaat gtacagttgg agaaacattg aaaaagtatg gggaacagtt
  1543921 gtcatgaaaa aacatccaga gaaaattctc tggatgtttt ttagtgtctt gcttcgttta
  1543981 gttgatgctc acatttattt aatttctttt cctcgttcat taaaaatggc tcatctaaat
  1544041 cagttgcaac agatttcata atttcaagct gagagcgagc tgcttctaca gcagtagtag
  1544101 cgtgttctaa tgtatctgga tccattgaaa ttgtcgctga tcccaccatt ttttgtgctg
  1544161 tttctacacg aaatttcact tcttcaaaat catttacttc tgatcccatt gttactgcct
  1544221 cctttgtata ttgcgcattt cacatagttt ttgctctgta aaacggaaat atacaaagga
  1544281 ataacaaagg aggttaccaa gtaaggtaac ctcctattat atgttggatt aaagttttac
  1544341 tacgttagca gcttgaggtc cgcggtttcc ttcagtgata tcgaaagata cttcttgacc
  1544401 ttcttctaaa gctttgtagc cttcgccttg aatcgcagag aaatgtacga atacatcgtc
  1544461 agcgccttcc atttcgataa atccaaaacc tttttcgttg ttaaaccatt ttacttttcc
  1544521 ttgcatgtta caattcctcc taaaaacatt tgcttttttc atttagtgaa attcatttaa
  1544581 aagataatat aaactaaaaa tgctataatc ttgaatattc tgctaaatga ttaatttaaa
  1544641 tatacacgaa ttgggagaat ttagtcaagt aagcgatttt atttttttgt atttttaaat
  1544701 aatttttcag ccaaattttt aaataggtat aggacaggcc aagtatgtaa tagttttaat
  1544761 tgaatgctat acataatgag gtgaaagaat gaataagtct tatttattag ataatgaagg
  1544821 aatgagaacg agaacggata taccgaattg ggttgcaaaa gaatttgaaa atttttctaa
  1544881 cgtcatatta gaaccaactt tcccatgtta ttttggtgta actgctttga aaaagaatga
  1544941 acttcgctat tcctttctat ctcataatga ttggagtcat ttgccgaata caatgttatc
  1545001 ttttttagaa ttaatgaaag aacggccagt tgtaagaaga ggtttttttc tttttgtgga
  1545061 accggaatgt gaggaacaat caatcgaata ttatcgtgat tacttttgga aagtactaca
  1545121 atatttacat gaaaatgatg atcaaacgtg gccgaagcaa attccggaag acccagatca
  1545181 ctacttatgg gaattttcat ttggcgggga accgatattt gcatttggaa atgcaccagc
  1545241 ttataaacaa cgaaaaacta ggcatttagg aaattctctc gttattggat ttcagccacg
  1545301 taccattttt ggtggattag aaggcgaccg tcctaaagga gcatattcaa gacaaacggt
  1545361 ccgagatcga gttgaaaaat gggatcagtt gccgaaacat cctaacatta gtcattatgg
  1545421 tgatccggaa catcgggaat ggaaacaata tttcatagga gacgatgtag agccgataaa
  1545481 aggaaaatgt ccttttcttc ataagataga aaagtaagag ccatcaccta aatggctctt
  1545541 ttgcatattt tggataaaaa aagggtattt tagtagtaca tattttgatg aaagctagtc
  1545601 tattttcaat cattacatca ttacttaata gtaaaggaag tagaaaggat agagcgatgt
  1545661 ttggagcgat tatacaacaa attgtattag gaatttcatt agcggcgccg gtaggtccga
  1545721 ttaatattga aatgttaaaa cgaggaattg aacgaggttt ttggcatgct tggattgttg
  1545781 gaattggtgg tatgactgca gatattttgt tcatgcttct catctacttc ggtttatctt
  1545841 ctctgtttat gtatacatat gtacaagctt ttatgtattg cacagggttt ttcttattat
  1545901 tttatttagg atttcaaagt gtaaaacaag gaatttctca ctcgaatatg gaatataaaa
  1545961 aggaagaggt aggcggcctt aaacaatcgt ttatggcagg ttttttcatt gcaatatcta
  1546021 atccattaaa tcttgttttt tggtttggta tatacggtag tacacttagc tcattgctta
  1546081 cgaaggtaac gaaacaagaa gcctttttgt acagtctttg tattatcgtt ggtattattt
  1546141 tatggaattt aaatattgct ttttctgtcc attttggcag aactttatta aagcaaaaag
  1546201 cacttggcta tataacagcc ggagcaggta ttattctagt aggatattct atccattttg
  1546261 catacaaagc tttacagttg ttcacataag attgaagggg agatttttat gtatcgaacc
  1546321 actattgacg gaaaagaaat cattattacg ttagcaccaa aaatcagaaa agaaattact
  1546381 gatagaaatc cactatatga agcggtattt cagaatgcag caagattact acaaacaaag
  1546441 caaccaacgt ttgcggtaaa tcatgaaata cttgggctta taattggaga ggtacaaaga
  1546501 ggagaagtaa cagtgtttgc ggtggaacat attattccga agcaaaatat atttggaacg
  1546561 aacaattttt tcacgacaat agagcaacag gcaaacttgt aaagcgtata gaataagata
  1546621 tagaaaagaa atagtcgtaa cgatatgttg cgactatttc ttttgaaaag ggggaaggaa
  1546681 gatgaagagg gtggggaaag agttcttttt acaacatgat atcgttatta tgtatagtat
  1546741 tttatttgtt tttatcatta ttttaaaaat gcaatttttc acatggatcg gtttgttatc
  1546801 ctgtttgttt ggtattattt tttatacact aaacgaatat atgacacacc ggtttttatt
  1546861 tcatttaaaa ccacctaaaa acgtattttt attaaaaatg ctaagaagat tacattatga
  1546921 ccatcacgta tatccagatg atttaaaact tttattttta cctgtatggt ttagtatacc
  1546981 gagctttact atatatttac ttatatcata tgctataaca aaaagtgtta ctattacact
  1547041 ttcgttcgga attggaatga ttattatgct tctcgtttat gaatggaaac attatattgc
  1547101 acataagcca attcgtcctg ttactaagtt tggaagatgg ctaaaaaaac agcacatatt
  1547161 acaccattat aaaaatgaaa agttttggtt cggtgtttca aatccagtat tcgatttcat
  1547221 atttggaacg cttaaagatg gaaaagacgt tgaattaagc gaaacagctc gtaatttaga
  1547281 aaaggaaaaa aagacaaaag tagtgcgtta agcactgctt ttgttttaat gaggaaaaaa
  1547341 taagtaaggt gtcactttat tttgaaaaag tatattaaaa acttagggga aaatgccgaa
  1547401 aaatgtctat cgaaaaatct ttgcaggaat gtatggattg tctaaaatga aaataagttt
  1547461 ctgaatattt ataaaaatta gtctttaggt atacaagggg gaattgtatt tctagtaaga
  1547521 gaggggataa gagaatgaaa agagatgata cgtcagcacg taagttacaa aatgaggtga
  1547581 attatacaga ggttgttcag tcagaagaat ttcaattgtt attaaataag aaaaagaagt
  1547641 ttatcgttcc gatgagtatt ttctttttaa gtttttttat tgctttacct attttaacat
  1547701 cgtattcaaa ggtactcaat acaccggcat ttggtgatgt tacgtgggcg tgggtatttg
  1547761 cgtttgcaca atttattatg acttgggctt tatgtatgat ttatagcaaa aaggcagaat
  1547821 cctttgatga aatctcgcaa aaaattctac aaaatatgca aaaagggagg ggctgaactt
  1547881 gaatacgact gcatttgcac tatttttaat tattgtcctt ggtacgctcg tcataaccta
  1547941 ttttgcatcg aaaaaaacga aaaatgcgag tgagttttat acagctggag ggggattaac
  1548001 tggttggcaa aatggtctgg ccattgcggg agattatatg tctgctgcgt cttttcttgg
  1548061 tatagctgga gcgatcgcat taactgggtt tgatggtttc ttttatagta tcggcttttt
  1548121 agttgcttat ttagttgttc tataccttgt cgcagaaccg ctaaggaatt tagggaagta
  1548181 cacgttagcg gatatgattg cggcgcgttt tgatgcgaaa aaagttcgcg gagttgcagc
  1548241 gcttaatacg atgacgattt caatttttta tatgattgca caattagttg gggcgggtgc
  1548301 acttattaag ttattattag ggatcgaata tacaacatcc gttttaattg ttggtacatt
  1548361 aatgacagtg tacgttattt ttggcggaat gactgcgacg agctgggtac aaattgttaa
  1548421 ggctgtatta cttatggctg gtacatttat tatttctgtt atcgttttcg caaaatttaa
  1548481 ttttagtgtg actgaaatgt tcgctcaaat gaaaactgct actccattaa aagattcgtt
  1548541 tttaaatcca ggagtaaagt ataaggatgg tcttgatacg ctatctttaa atttaggact
  1548601 agtccttggt acggcaggat taccacacat tcttgttcgc ttttttacag tacgtgatgc
  1548661 aaaaacagca cgtcaatctg ttgtatatgc tacgtggtta attggcgcat tttatattat
  1548721 gacaattttc ttagggtttg gggcagcggc gtttgtaggg aatgaggcga ttatgaaagc
  1548781 aaaccctgct ggtaatatgg cagcaccttt attagctaaa gcattgggcg gagatttctt
  1548841 atttgctttc gtatcagcaa ttgcctttgc aacgatttta gctgtagtgg caggccttgt
  1548901 attaacagca gcatcagcat tcgcacatga tttttataac gaaattattc gcaaggggaa
  1548961 atcaacggaa aaagagcaag tatccatggc tcgttatgcg tctattggag tagcggtatt
  1549021 gtctattata ctagcgttat ttgctcaaac attgaacgta gcatttttag tttcgttagc
  1549081 atttgcagtt gcagcgagtg caaacttgcc agttatatta ttcacaatat attggaagcg
  1549141 cttcaataca acaggtgcca tttcgggtat gattgttggt cttgtatcag ccattgttct
  1549201 tgtagcgtta agcccaaatg tttggaaccc tgtagctgga aaagctatat ttgttgggga
  1549261 agcgatattc ccgtatacga cacctggaat tatttcgatc ccgctcggat ttcttgcagc
  1549321 atatttagga accgtgttat ctagtaagaa agaagatgcg gcgaaatttg atgaaattct
  1549381 tgtgaaatca aatactggtc atggtattag tgatgcgtct tcgcattaaa aaagaggagc
  1549441 ttttcaatag ataagaaaag ctcctctttc ttttgtcctt ttcttgtaaa taatactgct
  1549501 ttgtaagtag gatttgtctt aattttgtgg aatgaaaata gcagggagaa atttaaatca
  1549561 tcatggcacc agcgcagctt ttgtgaaaaa taagttgtta tggaaggtgg aagaaatgat
  1549621 gaaaacgaaa cagactgatg aattattagc aaaagatgag caatatgttt ggcacggaat
  1549681 gcgtcccttt agtccaaata gtacaatggt aggggcaaaa gcagaagggt gctgggttga
  1549741 agatatacaa gggaaaagat atttagatgg catgagtggt ctttggtgtg tgaatagtgg
  1549801 atatggaaga aaagagctcg cagaggcggc atataagcaa ttacaaacat tatcatactt
  1549861 tccgatgtca caatcgcatg aacccgctat aaagcttgca gaaaaattaa atgagtggct
  1549921 tggaggggag tatgttattt tcttctctaa tagtggttcg gaagcgaacg aaacagcttt
  1549981 taaaatagca agacaatact atgctcaaaa aggtgaacca catcgttata aatttatgtc
  1550041 acgttaccgc gggtatcatg ggaatacaat ggcaacgatg gcagcgacgg gacaagcaca
  1550101 gcgtagatat caatatgagc catttgcttc aggattttta catgtgacgc cgccagattg
  1550161 ttatcgtatg cctggaatag aaagagagaa catttatgat gtcgaatgtg taaaagaagt
  1550221 agatcgggtc atgacatggg aattaagtga aacgattgca gcttttatta tggaaccaat
  1550281 tattacgggc ggaggcattt taatgccgcc acaagactat atgaaagctg ttcatgaaac
  1550341 gtgtcaaaaa catggtgcct tgctcattag cgatgaagta atttgcggtt ttggacgtac
  1550401 aggaaaggca tttggattta tgaattatga tgtgaaacca gatattatta caatggcaaa
  1550461 aggtattacg agtgcgtatt taccattatc agcaacagct gtgaaaagag aaatatatga
  1550521 agcatttaaa ggaaaaggag aatatgaatt cttccgtcat attaatacat ttggtggaaa
  1550581 tcctgcggct tgtgcattag cacttaaaaa cttagaaatt atagaaaatg aaaatttaat
  1550641 tgagcgatct gcacaaatgg gttcgctttt attagagcaa ttaaaagaag aaattggaga
  1550701 acatccactt gtaggggata ttagaggaaa aggtctacta gttggaatcg aactagtaaa
  1550761 tgataaagag acgaaagagc caattgataa cgacaaaatt gcaagtgtcg taaatgcttg
  1550821 taaagaaaaa ggtttaatta tagggcggaa cggtatgaca acagcaggat ataataacat
  1550881 cttgacttta gcaccaccgc ttgttatttc aagtgaagaa attgcctttg ttattggaac
  1550941 gttgaagaca gcgatggaac gtatttaatg aatgaagcga gctgtactat acagctcgct
  1551001 tttgtttatg atgtgaaata tgataaattt tcaaagagag gggggattta ttatgaagaa
  1551061 atatgattct agtcaacatt atcacatcgg atattatgaa gatggatatg atttagaagt
  1551121 gacggcgtac aaaagaataa atgaaccagt ttgggatgct tatattccgc actatgtggt
  1551181 aaacgatttt tataagaaag tggaggaaat gaaattaggt gaatatatag ataattatgg
  1551241 cattatggtg tattcattta gtaacgatat tgatgatgat gaagcacgaa ttatttttga
  1551301 aaaatggtta aaaaagaaca ggattgttta aagataaaac aaaaaaggag attgctatct
  1551361 tataagatag caatctcctt ttattaaaat tatttacttg ctttcattgc tttatctttt
  1551421 gcaccaaaag tgtattttaa cattggtggt gtaatcattg tagttaaaat aacgacaata
  1551481 acaattgctg taaagtaatc ttgtgctagt agtcctgaag aaagtcctgt tcctgcaatg
  1551541 ataagtgcaa cttcaccacg agaaaccata ccagaaccga taatagcaga agacttagca
  1551601 tcaaatccag tcattcgtgc accaacacca caaccaatta gtttcgttaa gacagcgata
  1551661 acagttaatg ccaagatgaa cccaatttga tcgccgatac catcaaatgt aatattcata
  1551721 ccgatactta cgaagaacac tggaacgaac atagcgtaag cgattggttc tactttcttt
  1551781 tctacttcat gtttgtagtt cgtttgagaa atcgcgatac cagctgcgaa agcaccgata
  1551841 ataccagcaa ttcctaatag ttcgccgaaa tatgcgaatg agaaacagat gataagagcc
  1551901 gcgctcacga tagactcaga tacgcgtagt ggtgataacc agcgcataat cgcaggaaca
  1551961 cctttccatc cgattaaaat aatagaagcg aagaatacaa ctttcttcaa gataaccatt
  1552021 gttaagttaa catcgtctgt acctaagaag ctcattgcaa atgctaataa aataacgaca
  1552081 agaatgtcat caaatacagc tgcgcccagc atagttgtac tttcacgtgt tttcatcttt
  1552141 cctaaatcgc gaagtgtttg tacggaaata ctaacacttg tcgcacatag aagtaatcct
  1552201 aaaaatacag catttccttg ttccattccc ataacaagac cagaaacgta accacctacg
  1552261 aatggaagaa tgatacctcc aagtgcaaca gctaaagaag aattacgatt tgcgtttaat
  1552321 tcctctaagt ctgtttcaag accggccata aacattaaaa gaataacccc aacattactt
  1552381 aattgtgtta gaagttctga attttcaatc caacctaata cagctggacc gataacgata
  1552441 ccgacaatta atttaccgag tacagaaggc tggcctaatc taacactaag atcaccagca
  1552501 agctttgtac ttaataaaat aagtgcaatt tgaaagaaaa attcgaattc catcggatcc
  1552561 tctcctcttc atttttattt ttatcatacg atttctcgga atttgcctaa tgaaaatatg
  1552621 taaaacccat taaacaaagg gtctgattac aagttctttt gaactcgtaa tttgaacctg
  1552681 taattaatat ataatagatt ttacaaaaaa tcaatgaaaa aatgggagct tttttacgaa
  1552741 gaacttgtgt tattggggat ataggtataa gagtagtatg tgaattttat atgtatgaaa
  1552801 tagtatgaag tccttttcca ttacaaataa taaagcctaa atacgatttc acgaattata
  1552861 actgtgaaag ggagggcata taatttgaag tcattaaaaa acaacttgtc tatcgttgct
  1552921 ttaggcggag taaatgaaat agggaaaaat atgtatgcta ttcaatatga aaatgatatt
  1552981 gtcgttattg attgcggatc taaatttcca gatgaaagtt tattaggaat tgatttaatc
  1553041 attccagacg tcacatactt acaagaaaat aaagaaaaaa ttcgcggatt agtagtaacg
  1553101 catggacatg aagatcatat tggcggaata ccatattttt taaaacaact aaacgtacca
  1553161 atctatgcga cgaggttaac gttaggttta attgaaatta aattaaagga acataacctt
  1553221 caaaatgata cagaattaat cgttattcat tcagaatcag aaattgattt tggttctatt
  1553281 aagacgactt tttttaaaac gaatcatagc attccagatt gcctcggtat tgctttccat
  1553341 acaccagaag gtactgtagt acatacaggt gattttaaat ttgatttaac accagtaaat
  1553401 aaccaacagc ctgatattca taaaatggct aaaataggta gtgaaggcgt gctagcttta
  1553461 ctatctgaaa gcacaaatgc agaacgacca ggatttactc catcagaaag gtcggtaggg
  1553521 gagcggatag aagaaatatt tatgaaagca aataggaaag tgattatttc tacttttgct
  1553581 tctaatgtga atcgtgttca gcaaatagtt gaagcttgta taaaaacaaa tcgaaaactg
  1553641 gctttgctcg ggagaagtat ggtaaatgta gtagaagttg ctctagagaa agggtatcta
  1553701 aatattccag atggtatgtt aattgaagca agtgaggtaa atcgtttaga tccaaagcag
  1553761 gtagcaatcc tttgtacagg aagccaagga gaaccaatgg cagctttagc gcggttagct
  1553821 agtggaaact ataggcaagt ggatgtttta ccagaagata cggttattat agcggcaacg
  1553881 cctattccgg gaaatgaacg taacgtttca cgaattatag ataatttatt cgcattagga
  1553941 gcaaaagtaa tttatggatc aggtagttct actggagtcc atgtatctgg tcatgcgtat
  1554001 caagaagaat tgaaattaat gcttgcgtta atgaagccaa aatattttat ccctattcat
  1554061 ggagaattta gaatgctaca tcatcacagt ttgttagcag aatcaatagg tgttgaaaaa
  1554121 gagaatatct ttatcgttcg taatggagat gttgtagata taagtaatga agtggcaatt
  1554181 caatctagaa aaatacaggc aggaaatata tatgtagatg gattaggaat tggtgatgtt
  1554241 ggaaatgcct tattacgtga tcgaaaacaa ctttcagaag atggaatgct tgttatagtg
  1554301 attactttta ataaagcgga tggagatata atttcaggtc cggatattat atctcgtgga
  1554361 tttgtctatg ttcgtgattc agaagaattt ttgaaggaat taaataaatt agctgttatt
  1554421 acgattaata atttaaagaa agagaaagtg aatagctggg gtattttgaa aagagaagta
  1554481 agagaagctt tagggaagta tatatatata cgaatacgaa aagaaagccg atgattcttc
  1554541 ctataataat agaggtgtaa taatgaataa aaagaattct cgtatgggaa ttcttttttt
  1554601 gttttgaaga taaaatgaac atataatgaa gtaaatagga atggaaggga ataaaagatg
  1554661 ttattaaata aacgttttac aattggagaa atggcaaaaa tgcataatat agcggaatct
  1554721 actttacgtt attatgatga aaaaggaata tttcatccgt ccattgtgga cccacaaaca
  1554781 aattatcgct attacacaat cgatcaattt tcactattag atacgattaa gtttttacgc
  1554841 caattaaata ttccattaaa ggaaattaag aaatatattg atgaaagaaa tccggcatac
  1554901 gcactgaatt tactggaaaa acaacaagaa atgatgttga aaaaacaaag agaaattgag
  1554961 tatgctttgg cgaaaatgga gcatagaatt catttgatta aggaagcaac aaaagcaaaa
  1555021 gctgaacaaa tggtaatgaa agagatcccg cgaagaaaaa ttacagcaat tgcggttgct
  1555081 ccaaatacaa cggacgatat gtttgagtac tacattcatt cgttgcaaaa aaatatgagg
  1555141 caaatggatg atagcttatt ttctggagat atcggtgtaa ctgttgcgaa aaaaggattc
  1555201 atgcaaaatg agtttcaagc atatagcagt gtgtttattc ttttggatta catgcctttt
  1555261 caagtacatc gttcagatga aattaaagaa ggtatgtttg cctgtgtata tcatcatggg
  1555321 ccatatgaag aaactgatga aacatataag aagttaatga aatacattga tcaagaagga
  1555381 tataaaatag acggagatgc aattgagatt gcattaattg attggtctgt aacagaaaat
  1555441 ccagatgagc aagtaaccga aattcaaatt cctgtagtga aaaaataagg tgaaaacctt
  1555501 tgaactgatg acaaatttac attcattaat ataattcagt tacctatttt ttaattctct
  1555561 cttgaccttc aagttacttg aaggtttaaa ctgtgaacag agcgttgaaa aaaggagcaa
  1555621 aatagtatgg aagtaacaga aaaattaaga gaaaaaccaa ttaaaagttt atttatcact
  1555681 tatttaatac cagccgttct cggaatggta ttaatgtcag ttaatattgt gattgacgcg
  1555741 gttatgatta gtaggggagt tggagcgaac ggattagcag gagtaaacgt ggctattcca
  1555801 gcgttttcaa ttttcttctc tatttcatta tggattggaa tgggcggggc aacgttatat
  1555861 tccattgcgc taggtgaaaa taaaatagaa agagcaaggt ctatttttac tcaatccatg
  1555921 acagtggcag tcattatcgt aggtatttta gcagcgattt gcttatggag aatagaagat
  1555981 ttagcgtatt tattcggtgc aaatgaagtg attttaccgt atgcgttaga ttatttacac
  1556041 gtgttattaa catttggaat gatatacgtt ttagaaaata ttttaagtac atttatacga
  1556101 aatgatggaa atcctaattt agcaatggca ggtcttgttg taacagctat attaaacata
  1556161 gtgtttgact atatttttat ttttattttt ggatggggcg taacaggagc tgcgtcagca
  1556221 actattcttt cggcagcaat tggtttcctt gtattattaa cgcatttctt tagaaaaagt
  1556281 agtattttaa agtggacgaa attccatttt gaatgggata cgattaaaca aattatgata
  1556341 atcggttttc cgagctttat aacagaaagt acagtggcaa tcgtaacgat tggttttaat
  1556401 atagcattcg ttcaatatgc aggagaagta ggagtagctt cctatgcgat ggtaaacagc
  1556461 attcatgcta tgacattact attattcttc ggtgtaggtg ctgcattgca accaattgct
  1556521 agtttccatt acggtgcaaa tttatcagaa agattacgtg aaggattaca gtttgctgtg
  1556581 aaaattgcag ttatacttgg cggcgttgcg ataattgtcg gattattctt cgggaaatat
  1556641 attattggcc tatttgatgt ccaatctcca caattattgg agttaacatt aacaggtatt
  1556701 agtttgttct ttatccaata cgtattttta ggctataaca ttgtgtatgg agagtacttc
  1556761 caatcagtac gacaaacgaa gaaatcaata ctgattataa tgagccgagg gctactattt
  1556821 attattccat tattatggat tatgccaaag ttatttggga taaacggaat ttggctcgtt
  1556881 atgccagtag ctgaagtaat aacagcgatt atcttattta cgatgaatcg tatgaaacat
  1556941 cctgttccat taaacatggc aggagagaag gaagtaatat aatgaagaaa atccccttga
  1557001 gcaagtaagg ggatttttta tttttttaaa ctaatagcaa aagatccatc aatttcttga
  1557061 acagaagcaa aggcaacatt tgtaatgttt gtaattcctt tttcttttaa ttctttatat
  1557121 aaccactttt cgtccttatg aattaacttt aagttatcgt attgaatttg tgaatcaaca
  1557181 ataagggcaa ttggtaatcc agcatactta acatctatgt tcaaatcttt cggagttaat
  1557241 gggacaagtt cacgctttgg taaaatacta atggctccat ttgcttctaa aatagcgtat
  1557301 tcaatttcat gaacacttgg atatcctgcg acgcgaaggt tagaaagtaa ttcagcaatg
  1557361 ggatatctac ttttttgtaa gttctcaaaa ataatgtcac catgtttaat taaaataatg
  1557421 gggtgcccga gaataaaacg atttagtttg ttgaataggc ttaattttgt aaggattaaa
  1557481 tgcaaacatg taataacgac cataccgaga aaagcttgca aagcaccaga gactggtatg
  1557541 gcctgaaaag ctaaataaga taaaaagata atagcaccaa aatcatgagg agttagttgt
  1557601 gctaaagctg atttaccaag catcttaagt gatagtaaaa ataagataaa aaagaacgat
  1557661 acgttacata aaaagagaag caatagagac actccttcgt gcaaagttgt acttactgtt
  1557721 cccgaaagga atataaatat tactttttag aggataaatt agggtgaatt ggaatttgta
  1557781 tgtatacaaa caaataaatg gatattatca taaaagaagc aaagaacata ggagtatacg
  1557841 gatatgaaaa agaagaaaat aatgaagtat atgataggaa ttataatggt ttgcgtcgtt
  1557901 tatatggggt ttttacaata taacatttat aagcatggac aaatgaatgc gacctatgat
  1557961 gctgattata tcattgtatt aggctcgaaa gtaaacggaa cgaaaccatc gtactcattg
  1558021 caatatcgta ttgataaagc agctgagtat ttgaaatcac atgagaaagc aattgctatt
  1558081 gtgtctggag ggaaaggaaa aggagaagat atttcagaag cattagcaat gaaaaatgaa
  1558141 ttaatgaaac taaatattgc agaagaccgc attattatgg aagataagtc aacgagtaca
  1558201 gatgaaaata ttaaattctc aaaaccttta attccggaca atatgaaaaa aggaatgatc
  1558261 gtaacaaacg atttccacat gtttagagcg aaaaaaatag cagcaaaaca aggtttacaa
  1558321 ttagaaggtc ttccggccgc aacaccgaag cgaattgtca ttccatcgaa tatacgagag
  1558381 tatttagcca ttacgcaata ttggtttatg gatcgaatat agtgaaagtg atcccgccta
  1558441 gcattctagg cgggattttt tgagcgaaat cttacaaatg tgtcatgttc atgaaaggta
  1558501 aagcgatagt ttctagagtg gattcctgac ataatgaagg taacaaaact atttagaggt
  1558561 gaatcggatg aaaggaaata atatattatc ttcactatgt tactttagta tcttttttgc
  1558621 gccattttta ttaccaatta tcgtgtactt tgttgcggaa gatgaagtga aataccacgc
  1558681 gaaaaaagca ttttggtcac atattttccc gtacgcaatc ttattcggag gattggcaat
  1558741 atcaggaata tacggtttag gattcaatca atctgacggt gctggaattg gaatgatgat
  1558801 cacatatgca gtgttcattc ttgtaggaat ttattacttc atttggaata tcgtaaaagg
  1558861 tgttaaagtt ttgaaagcgg cgtaataaga taagaaataa tttggtgtga gtttgtcgtt
  1558921 atttgtcggt aagtcgatat tccttgtcga atcgacgata tattcgaaaa atcgttgata
  1558981 tagtgtaagg aatcgttgat atatttaaat tatcgtcgat ataatttcat ttaccgtatt
  1559041 gatagacgtt ttaaaaaaga gcaattcaaa agaattgctc tttttgtgct tataagttgt
  1559101 gaatattgga aaaatatgtt aatttctcat taggaagaga aaaaaggagt gattttcatg
  1559161 aatgaaatga tacataaaat ggagcaacac gtttcagttc gtaaatataa agaagagtcc
  1559221 attccgaaag atgtagtaga aagaatggtg caagctgggc agcatgctgc gtcctctcat
  1559281 tttgtacagg cctattctgt tatatatgta accgatcaag acttaaaggc taaactagca
  1559341 gagttgtctg gaaatcgaca tgtgaaagat tgcgcagcat tctttgtttg ttgtgcagat
  1559401 ttaaaacgac ttgaaatggc atgtgaaaaa catggtacag agataaagca tgaaggagta
  1559461 gaagacttta tcgtagcaac ggtagatgct tcactttttg cgcaaaactt agcgttagca
  1559521 gcagaatcgt taggatacgg tatttgttat attggtggta ttcgtaataa tccgagagaa
  1559581 gtgagcgaat tgcttcattt accggataaa gtatatcctg tattcggaat gacagtcggt
  1559641 gtaccaaatg aagatcatgg agtaaaacca cgcttaccag tagcagcaat ccttcatgaa
  1559701 aatgaatatg atgaaaagaa atatgatgaa ttactaaacg aatacgatga aacgatgagc
  1559761 gcgtattata aaggaagatc atcaaacaag aaaagcgtaa catggacgga atcaatgagt
  1559821 tcatttatgt ctaaagaaaa aagaatgcac atgaaagagt ttttaaatga gagaggatta
  1559881 aataagaaat gagtaaaaag gcagacctaa atgtaggttt gccttttttg ggaggagata
  1559941 atatgaaaaa agctttaatc tttttatttg atggatttgc agaatttgaa gtaaatatag
  1560001 cgagtttatt tttgataagt aagcaatttg aaataataac agcaactgta gatggaaaaa
  1560061 cagttacagg agaaggcggt tttttgtgtc aaccacatgt gtctatggag catattgaag
  1560121 tagcggacta tgaattgttt atcgtaccag gcggacatat ttttgatcat ttagaaaatg
  1560181 atcaattgtt atctatcgtg aataaattac atgagcaaaa taaatggata gcgggtattt
  1560241 gtgcaggaac atctttacta catgcagcag gggtgctgaa taagaagaaa ttctcaacat
  1560301 cattaacatc agatgaaaaa caattagcac atttacatga atgggaatat aaacaaaaca
  1560361 aagatgtaac tgttgatgga aaaataataa cagcggtagg gtctgcgtac gttgaatttg
  1560421 ctactgaaat aatgaagcaa ctcaatttat ttaatgaagc tgaagcgaag gagaacttgc
  1560481 aatattttaa aaacgtaaca gagacttgtg atggaacgtt agtataagtg aaaataaaaa
  1560541 gcggcaaaat agccgctttt ttatcgttat cacgtttaaa aatataacga cgatacttca
  1560601 tttaaaactc atctgttatg gtacaaacta aagcaccttc tataacaaat gcaaattgtc
  1560661 aataagaaga tatatacctg tacaactcaa aagaatatac gtaaatattt taaaaactcg
  1560721 ttgattgagc catttgaaaa taatttgccc tatatacaaa cctagaaata cgattggaat
  1560781 agcgtaaaaa cttgattccc aaatcgtttt gtttgtgcca gtaaagagta tttgagtgag
  1560841 tagactaatg aaatatataa atagataaaa agctaaagta gttgctctta gcttctcctt
  1560901 tttcgtatca gttcctgtaa agtacagtaa aaggggtggt cccggcatac cgatacttgt
  1560961 cgttaaaaga cctgataatc cgcccactaa gaaatctcta gattttgttg attgaatctt
  1561021 aaagttacag attagcatta atgttaatag taagagcagg atgctaattg ctaatttaaa
  1561081 cgtgttgatg ttaatggaaa tgaaaatgaa aataccaaaa ggaacaccaa ctatactccc
  1561141 gaaaattaat cttttcagta gaataaaatc aatgtccatt cttattttcc aaatgagtga
  1561201 tatggaaata attaatgata aaataatatt tatttgtata gcttcttgtg gtagaaataa
  1561261 catgagtaag aaaggtgttg ccataataga aaagccaaaa cctgtacttg tttgtaaaat
  1561321 agaagctact aatataatac atatgaaaat gaatatagta ttcaaaaaag ccctcctaca
  1561381 taattagatc caatacatat tttaacataa agtgaaactt taatcagtgg gggcttaatg
  1561441 tcctttaata cggaaaaaag cggctaaata gccgcttttt atgttgcgtt tagtattcca
  1561501 atgatgactc tgtcgcttta aaatattttt cacgtgaagg agtcattacc cggattgcta
  1561561 ataaacagga aaggaaaaga atgagtaacg agctacttat tacagtaatt tggacggaaa
  1561621 gaaattgtgc ggatgctcca attgctaaaa tgaaaaagac ttggataaaa ctttttatgg
  1561681 aatcaaacac gctatcaata cgtcctatca tatgtacagg tatgttattt tgataaaatg
  1561741 ttataaagcc agtaccagca aatgatgaag acactccaag taaaataaaa ccgcctgctg
  1561801 cgacgataaa tgaatttgaa aaagcgaaaa ttacatagcc tattgctgta aaaatcatac
  1561861 cgaatccgat acaatattga atcggtaatc gtttagcaaa gagagaaaca agaaatgaac
  1561921 cgaaaacgta agctgcacca gttatactaa caagcatgct atattccatg ttggataaaa
  1561981 gcagtacttg ttttgtgaaa acaacttctt gtgaatcgag tgccatagcg acaagcatag
  1562041 tcgcttgaaa taaaacgaat atgagaataa tgtaagtttc tgttcgagca aatgaaaaaa
  1562101 cttgtttcca atcatttcgt aatgtttgta cgaaagtatt tgcaacttct tcgttttgct
  1562161 ttgtttgtaa tgcaatgttt ggcaagaagt aaatgaaaat ggtagaaagt agaaaggaaa
  1562221 gtgagttgca gtaaataaca aaggttgctg agtgcgtggt gagaagtatt ccagcaagag
  1562281 ctggaccgat aatgaaagct ccgcttgtac aaaagttact ccaagcgttg aattgcgcgc
  1562341 gttcttcagc acgtatgagc attgttttat aagaaaatga agccggatcg aaaaatgatg
  1562401 tagcaatgcg agtcaaaaag ataaaaatgt aaatggccca aatagaatca aatagtggta
  1562461 tacagccaat gagagctgcc cgaatgatat ctgtgataag cataatggac cgtttgttta
  1562521 atcgatctac tatgctacca gaccatattt tcgtaaatac ggtggcaatt ggacctacaa
  1562581 tccataatcc tgctacagca gcaggggagt ttgtgctatg taacaccatt acgtttaagg
  1562641 cgataagata cataaaatca cctaaacgag aaattcctgt tcccgacaat aataataatt
  1562701 tatttttcat gagcggctgg acctttcttt cattgttttt ttatcctgca ggaaatagca
  1562761 tattcctctt cggagtttga ttgacgagcg gttttgtttt cccagcgtaa taaaacttgt
  1562821 gtaacctccc atgtaagctg ttgtaattct tctggcgtta aaaatagatg agatacaatg
  1562881 tgactacctg tattcgttcc ctctgtgccg ctttcttcaa tatagaaatg agcagatttt
  1562941 gctttgtaat atttttcaat aatccctcgt ttttccttcg tatctactaa ttcaagtaac
  1563001 cctccatcat ataaaatttg aacgtgataa tgtacgctac cagtagattt gtttagttta
  1563061 gtagctactt gctttgctgt gagtgcttcg ttttttaaaa ggtgaagaat ttgaatacga
  1563121 gttgcgttgg aaatgagctt ctgctgctca gctgaaatag taagtctatc ttcaaacatg
  1563181 atgatatctc ctttcttata atctaaattt attgtacatt ctaaaaaaat agaacgtaag
  1563241 gaaaataaat cgcctttttc ctctgtattt cgacataaat aaaaatagca tgtacataaa
  1563301 catgctatta agtaatggta gattcttcac taagtttccc gcgataaaac aggtaaagcc
  1563361 atataaaact tacaaatata cagcatgtag ctaataaact accaatcatt tgaggagaaa
  1563421 ggatttctaa taacgatcct gtcatgagca tagataactg tataagtgaa ccgtaaatag
  1563481 agtaatgaaa ggagaaaact ttaccaatca tattttcacg cgtgtaagtt tgaagtaatg
  1563541 tcgtatcaag tggaacgatg attcctcctg ctatgcgcat acatagtaat gtagtgagac
  1563601 cgaaaataag ttgactggat agaatgaatc caagaaagaa aacgccttgt aggaagcagg
  1563661 cccagccaaa tgcttttttt attttttctt tattatggga tatataaaga ttaacgagaa
  1563721 ggcttcctat cataagccca gccccttgaa ccgtatataa aattccaatg ttcgtgtgga
  1563781 aaattttttc ggcatagatt gttagaagta gctgataagc gccgccaata agaccccatg
  1563841 aaatgccgac aagaattaat gttaaaatga tttttgtttg caatatatat gtataaccat
  1563901 cttttatatc agtcaaaaat gcttttttct tgttacaagt attatgagaa gggatacaca
  1563961 tactataaat aaaataggct gaaataaagt atgataggct atttactaaa aaagcgaact
  1564021 caatatgtaa agattgtgca attataccgc ctaaagaagc acccataata gacataaaac
  1564081 cattcattgt actagaaaga gagttagcag ttacgaaatg attttcgtgt acgatgtttt
  1564141 ttaaggttgc ttgtttagct ggctcaaata agcaagaaag tacagataaa catatattag
  1564201 caatgaaaat aatttcaatt ttatagcttg cgagtatgta tgtaaggact agaattcccc
  1564261 gtgtaatatc ggtaaaaatc ataatattct ttttagaaaa acgatctacc actccgccta
  1564321 tgaaagggct aagaagtagt tgtggtaaac ctttacttat aaaagtaagt gcaatcataa
  1564381 acggagattc tgttatgcta tagacgaatg ttaataaagc tactgtatga aaccaatctc
  1564441 caagtacact taatgtttgt ccgtaaaata gtttgttgaa gtttttattt gttttaagaa
  1564501 gtgcggaata agaaactgac ataaaaagct caatccttat gtaatgatga tgcttgaatt
  1564561 tgttttttcc attcacttaa atacactttc ttttctgaag gaagtccaac tggtaattgt
  1564621 gcaatcaatt ctaaactatt tccatcagga tcgttaaagt atacagcggc atgtgctaat
  1564681 tcaggaaaaa caattggttc aattggttcc attccaaagt cttttcgtgc tgaaattcct
  1564741 ttttgattta gccaatgaat cgcattttct aaatcatgta aacttacttg aaaggcgatg
  1564801 tgtcgtaaag agggatgata attcactttg tattctgtgc cttcccaaag gccgagccag
  1564861 ctttcatttt ctttaatcca aaagaaagca atatcatttc ctcttttata taattttagt
  1564921 ccaagtgatt cataaaaaga tattgatact tctaagttac gtacaggtaa atgagcttcg
  1564981 taacggcctt taatcattgt aatcctccta agtaaaaatg cttcttattt catagtaaac
  1565041 atttttttat gagttgaaat cagaaaaaag agggaaataa tttcatacga aagtatgaaa
  1565101 aaacagctca aatatgagct gttttcttat agtttttcgt tcatttgtta aggataggat
  1565161 atattagtat ccgtatccgc caccacccca acagctacat ccgatgatga ttagaaggat
  1565221 gaataatacg ataagcaaag caaatccacc gccgaaacca gcgcaacttc caccataact
  1565281 catatgtgtt cctccttttg agtaagttaa tctatataat tcatggacta ctatatacag
  1565341 tatgtttttt gtatagaaaa ggagccagtc tcttttgtaa ttagacacac gcctgtatgg
  1565401 tcattctaat tgtatataga gctatggata tggggatgaa tcgttatata ttttgcgatt
  1565461 tgttcataaa aaaatatata aattgtaaaa aaaaccattt ttatattttt ttatgagaga
  1565521 atttgtacta taattttaca agtaatatta tgggaaaagg gagttttagt gaagagatgg
  1565581 agatgggaca attaaaaaat aaaatagaaa acaaaaagaa agagctaatt caacttgttg
  1565641 ctagacatgg attggatcat gataaagttt tgttatttag ccgagattta gataaactta
  1565701 ttaataagtt tatgaatgta aaagataaag tacataaata aagaatttgt agttttttat
  1565761 attaagatat taaacaaaaa ggagagagat gtatttggaa catttacaag acgagctata
  1565821 taaacaaata aaagaagaaa aaggtattgt tacaattttt ttaaagagtg gcgttagaat
  1565881 agtaggagaa attgttgcaa tagacaaatt taccgtttta atgttagttg atggaaaaca
  1565941 acaacttatt tataagcagg ctatatcaac aataatgaaa taagacactc gtgctgagtg
  1566001 tcttatttca ttattgctta caagcttcaa cgtcaatgcc agcagctaat aatttatttt
  1566061 caccatcttg ctcaatgatt ttttgtaatt tagataggaa agaatcaaag tttgtatgct
  1566121 ttgctacttg gaatgtcatt ttatgttcaa ttggcagcca cgtatcaata tgagcttcgt
  1566181 tatgctgaat ttttacctca agcttatcaa gtgcgttagc aacttttgct tcgtacgttt
  1566241 ctttcgcctc aaactccatc cataaatcat ataattcctc gccgagagaa ccttttaatg
  1566301 ttcgtttaat atttaaaatt gcttcttgtt catttatttg tttttgtagt tgtaattcat
  1566361 gactattcat tgtatcaaaa gcaggaatat caccagcttc tgcttcgact aggtcgtgaa
  1566421 taataaccat tttaagtaat ttttcaatat ttactttttg atctaaataa ggttcaacta
  1566481 aaatggccat tagagacatg cgccacgtat gttcagcaac gctttcttga cgtccgttag
  1566541 aaagccagct atgtctcatt tcatatttta gtttttctgc tagtgcaatg acttgtaaaa
  1566601 tgttatgttc catcgtgatc ctcctcatat ttccataata taattctaat atggaaatga
  1566661 aatgtgtcaa ttttatgagt atattgcgat aaatagatga taagcgtata ataaacatta
  1566721 tatgtgaaaa cgcattatta aaataaaaaa atgttttata aaaatgaaaa ggaaagggca
  1566781 ggaatatggg agacgaaaat caaggatttg ctagaccaga aagaaaaaaa ggaagtttga
  1566841 tatttctagc ccagtgggca taatagtagg ttttgctatt gtaatagcgg caattatgct
  1566901 tggcggaggc ggaataaaag cttttaaaaa ctttttagat gtttcatcta ttttaattgt
  1566961 cataggggga acaacagcaa caattgttgt ggcatatcga tttggagaaa taaaaaaata
  1567021 tacgaaaagt atttttactg ttttacatag aagagaagaa gatttagaac agttaacgga
  1567081 tttgtttgtt gatttttcga aaaagtctaa aaaacacggc ctactttctt tagaagttga
  1567141 tggagagcaa gtagacaacc cttttattca aaaaggaatt cggttaatgt taagtggtta
  1567201 cgatgaagag gaattaaaag aagtgttaat gaaagatgtt gaaacggaag tgtatgagtt
  1567261 aagaaaagga gcggcgttat tagataaaat tggtgatttc gctcctgctt ggggtatgat
  1567321 agggacttta attggtctta tcattatgct tcaaaacttg caagacacat cgcaaattgg
  1567381 caccgggatg gcagttgcaa tgttaacgac attgtatgga tccgtacttg caaatatgat
  1567441 tgcaatccca cttgctgaaa aagtgtatag agggattgag gatttatata cagagaagaa
  1567501 gtttgttatt gaagcaattt cagaattgta tcgtggacaa attccgtcta aattaaagtt
  1567561 gaaactggat acgtatgtat acgaaacaaa gataaaaaaa gtaaaacgag cagcctaata
  1567621 ttgcaaggag tggtatggtg atgataaaac gaccgcaaaa gggatcgcct cgttggatga
  1567681 cgacttttac agatttaacg atgttattat taactttctt tgtattacta gttgctactt
  1567741 caaagcagga tgcagtaaaa ttgtcaaaga tgcttgaaaa gtttagtgat acggagcaag
  1567801 tagatgcaaa agtaatggaa aatacaatac cagatatttc gcatgaaaaa aatgatgaaa
  1567861 aaatgatttc gaaaaaaaga atggatgaat tatataagaa gttaaaagca tatgtagata
  1567921 ataacggtat tagtcaagtg aatgtatatc gagaggatac gggagtaagc gtcgttatag
  1567981 tagataattt aatatttgat acaggtgacg cgaatgttaa accagaagcg aaagagataa
  1568041 taagtcaatt agttgggttt ttccaatcgg taccaaatcc cattgttgta gaaggacata
  1568101 cagacagtag acctattcat aacgacaaat tcccttcaaa ctgggaatta tcttctgcgc
  1568161 gagcagcaaa tatgattcac cacttaatcg aagtgtataa tgtggatgat aaaaggctag
  1568221 ctgcggtagg atatgcagac acaaagccag ttgtaccaaa tgattcaccg caaaattggg
  1568281 agaaaaaccg tcgcgttgtc atttatataa aagaatagta tattatcatt ttaataataa
  1568341 aataataaaa atacgaaaat tcttttaaaa aaatattaaa ttttatcatt ttattttgta
  1568401 taatgagtga gaatgataag gttaaatatt aagatatatt tatacataga aggagagaat
  1568461 caaaaagaat ggcacataaa attttagttg tagacgatgc gatgttcatg cgaacaatga
  1568521 ttaaaaactt attaaaaagt aattctgaat ttgaagtaat cggagaagcg gaaaatggag
  1568581 tagaggcaat tcaaaagtat aaagaacttc aacctgatat agttacatta gatattacta
  1568641 tgccagaaat ggacggactt gaagcgttaa aagaaattat taaaattgat gcaagtgcaa
  1568701 aagttgttat ttgttctgca atgggacaac aaggtatggt attagatgca attaagggtg
  1568761 gggcaaaaga ctttattgta aagccattcc aagcagatcg tgtaatcgaa gctttaacaa
  1568821 aagtagcaaa cagctaatat agaaggggtg ccacaaggaa tctaaacatt gatagcggat
  1568881 atgcgtgtgg cccccttttt tcttgtttta aaacactaaa ttgttataca tgaatgaaat
  1568941 gtttgttaga caggtagggg attaaaatgc aaacagatct attaaatata ttttttgagg
  1569001 aatcagaaga acatttacaa tcgctaaatg aaaatgtgct aactttagaa caaaatccta
  1569061 ctgatatgga tgttgtggga gaaatattcc gctcagccca tacgtttaaa ggtatgtcag
  1569121 cgagtatgga atttacggaa atggcggatt taacgcataa aatggaaaac gttttagatg
  1569181 aaattcgtca tgggaatata gttgtaaatg cggagattat tgatgtgatt tttgaatgca
  1569241 ttgataattt agagaagatg gttgcagatg tgcagcaagg tggaatgggc aatattgatg
  1569301 taattgcaac gaaacagaaa ttagaagcat tattgaacgg caatatagaa attcctaatg
  1569361 aacatataga acaagaaacc ataaataacg atgatgcagc ttcacatgaa gtgcatataa
  1569421 ctgttgagca acaagctatt ttaaaagcag tacgtgccat tatgtgtatt gaagcgctac
  1569481 aaaatttagg taatgtaaaa aaacagttcc tagtattgaa gaaattgaag cagatgcttt
  1569541 cgggtttgag ttcacagtat ttatggatac tgatcaaagt gaagaagaat taaaacaagt
  1569601 agtgcttcat gtttctgaaa ttgagaaagt agaagtgaag caaggacata catcaaaaga
  1569661 agtagtttcg gaaaaattgg ttacacaaga agtcgtacaa gaagttatac aagcggatac
  1569721 gcatgtggaa tcaactaaag aagtatctaa acaatctgct aatgctacac cagctaaaag
  1569781 cactggaaaa acgaaaaatg gtaaagtgga aaatcgttcc atacgtgttc aattagaaaa
  1569841 aattgaaaga ttaatgaaca tgtttgaaga aagtgtaatt gagcgtggtc gcatagatga
  1569901 attggcgcaa gcaattcaaa acaaagaatt aattgagcat ttaaatcgat taggcgatat
  1569961 ttcaaaagat attcaaaatg tacttctaaa catgcgtatg gtgccgattg aaacagtctt
  1570021 taatcgtttc ccgcgtatgg tacgtatgtt agcgaaagat ttaggggaaa aaatcgattt
  1570081 acaaattaca ggtgaagata ctgaagtcga taaaattgtt attgatgaaa tcggtgatcc
  1570141 gcttgttcat ttaattcgta atgcaattga tcatggggtt gaaactgttg aacaacgtcg
  1570201 tgatgcaggt aaaaatgaga caggtacgat taaattagaa gcgttccata gtggaaatca
  1570261 tgtcgtaatt caaattacgg atgatggaaa tggaattcat aaagggaaag tattagaaaa
  1570321 agcgattaaa aatggtgttg taacagaatc tgaggcaaat aaattaacag accgtgaaat
  1570381 atttgatttg atcttccaac caggatttag tacagctgaa gttgtatcag acctttctgg
  1570441 gcgcggggtt ggattagatg tagtgaaaca tacaattcat agtttaggtg gacatttaat
  1570501 tattgattct gaagaaggca agggaagtac atttagaatt gaacttccat taacgttgtc
  1570561 tattatacaa tctatgcttg ttcaaacgaa tgataaacgg tatgctttac ctcttggtaa
  1570621 tattgttgaa gcaattcgaa tcaagagaga agacatccaa tccatacaag gaaaagatgt
  1570681 gttaaattac cgtaatcaaa ttattgaagt gaagcattta agtacggtat ttggtgagaa
  1570741 aacagcagat gaggcgtttg cgtcatatga tggtcaaatg gttcctgtgt taattgttcg
  1570801 taatacacat cgcagctatg gacttattgt aaacacaatt atcggtcaaa gagaaatagt
  1570861 cttaaagtca ttaggtgact tctttgcaga gagttctaat tatttctctg gtgcgacaat
  1570921 tctcggtgat ggacgagtgg tcctcatttt aaacccagaa ggtttataat aggaatgaag
  1570981 gaaagctccc cacttgtata caattgggga gctttttggt taatcgttac taatctgaaa
  1571041 atgggaataa atacatatta acgttttata taataagttt gttaaaataa aatgagagtt
  1571101 tatatcattt gatagaaaaa cagaaatgag gaggcagaga aaatgcctga gcaacacaca
  1571161 aaaggggata cgagcacaat tgtgctagaa aaagaaaatg agcatttaac gcctcaagaa
  1571221 tgcgatattc ttggcgaaat tgcaaatata tcatttggtt cagcttcgac tgtattatca
  1571281 acaatcttaa ataggcaagt aagcattact gctcctcgca tcgaattggt agatttatat
  1571341 gattcaagcg acgtcgaagt tccacacgtt gtactaaata ttcattttac aaaaggatta
  1571401 gatatggaaa accttcttgt ccttaagcaa gatgttgcat tatccattgc tgatttaatg
  1571461 atgatgggaa caggtgaagt ggaggacgga aaagaacttg gtgaattaga gctaagtgct
  1571521 gtacaagaag cgatgaatca aatgatgggg ttcgcagcta catctatgtc tgaattcttc
  1571581 caagatacag tagatatgtc tccgccgaca attaaagttg taaagctatc agaagaaatg
  1571641 gagaaaatct cggaaatcga tggaaatcaa acgattgtta aagtatcgtt tgatttaaaa
  1571701 atagataatc ttgtaaactc taaacttgtg caaattgttt cagttgaaca tgcgaaacaa
  1571761 atgataaata aattaatgca attatctggt ggagtagaag agcaagatga gccagcagaa
  1571821 gtagtggaaa ctgagattgt agaagaacaa gttgaaaaag aacatttaac gcaagaagag
  1571881 aaagatgtcc ttggtgaaat tgcaaatatt tcaattggtt ccgcttcaac agtattgtca
  1571941 acgcttttaa atcagccagt ttcaattagt acaccgaatg tagaagcgat caatgttcgt
  1572001 cattatgatg gagtaccagt cccgtttgtt attttaaatg ttgattttgt tgaaggacta
  1572061 aagaatgaga atgtattcgt atttacgaaa gatgtagctt taacaatggt agatttaatg
  1572121 atgatgggga caggggaagt tgattctgag aaagaactta gtgaattaga actgagcggt
  1572181 attaaagaaa tcatgaacca aatgatgggg catgctgcaa cggcgatgtc agaaatgttt
  1572241 caagaaaaaa tggacatgac gccaccaaat gttaaatttg taactttaaa agaagaaatg
  1572301 gaatatttgg gagagtcaat ggaagtggac gaactcgttc aaattacgtt caaccttgaa
  1572361 attggcgacc tgcttcaatc aaaaatgtat caaattttac cgatttcaga agcgaaagaa
  1572421 atggtaagaa gacttctata tccaatggtg gaagaagaag agattgttac ggaagaaatt
  1572481 gaagaagaaa aagttgtaga acctgttgtg caacctattg aatttaaaga agtaaaacag
  1572541 atggaaccag tatacatgga cacatccatc ttacaaaatg tagaaatgaa cgtgaaattt
  1572601 gtatttggaa gcacagtgaa aaccattcaa gatattttaa gtttacaaga gaatgaagcg
  1572661 gttgtactag atgaagatat tgacgaacca attcgtattt atgtaaatga tgtattggtg
  1572721 gcgtatggtg aacttgtaaa tgtagatgga tttttcggag taaaagtgac gaaatcgcta
  1572781 taagtcgttg aaataggagt ttgagctagt agatgaaaaa cgtaaagttt tttctaatga
  1572841 gttggttatg catacatgtg tgcttgctct tcccgctaca aagtaaggcg gaagagcaaa
  1572901 atgtgccaga acaaaatata aatgaagtga atgtgcaaga agagaataag gaagttcaag
  1572961 aacagctaga acaagtggaa atgaagcaag ataaagagga acaacaagaa gcaaaaaatg
  1573021 aacaagaaac cgaaaagaag atagagacgg atcaaggggt tattacagta aataagccgg
  1573081 aattaaaagt tggcgaagaa gtgctggtta ctatagagcc gaaagagaaa aatgttcaaa
  1573141 gtataaaagg tattttgcgc ttgccaaaaa acggcgatca gtatgaacaa gaaagaatgc
  1573201 tatcgtttaa gtatgaagag gaaacgaagc gatggattgc taactacaag gtcgagactt
  1573261 ttgatttgca aggtgattgg aatcttcagc tcgttcaaag ttacaaagaa aatgagaaag
  1573321 aagagcttgt agaaaatgaa gtgaaagtcc cgctcattca tataaataat gaaatgccaa
  1573381 cgctagataa agagttaccg aagttacata aagttacgat tgatgagatg aagggaaacg
  1573441 taattgaacg aaaacaaggt gattctatac gtgtacgagt gaaggcaaca gacgtagaat
  1573501 cagccgtgaa agaagttcat gttacattaa aaggaaaaga aaataaagag attacatttt
  1573561 tattagatta caataagcgc gatatggatt ggcaaaaagt atttgaaata acggatgcgt
  1573621 tgccaagtgg gacatacgaa ctacttgtag aggtagtaga tgcggctgga aataaactga
  1573681 ttgaagcaag tgagtatgtc gtttctgttt tggagcaaaa aacagaagag gataaaaaga
  1573741 tagaagaacc agagaatgaa gataaattag aaaataaatt agaagataag aaagtaactg
  1573801 agaagcagga agactcgaaa gtagaaatct cgcttccaga agaaaaaacg ccagttgttc
  1573861 aaattccaaa aaaagaagag aaagtaaacg atcttataaa agaaccattg aaagagaaag
  1573921 aaaaaattac ttatgttata aaagagcctc tcacagacaa caaggaagta aataaaacga
  1573981 aggctcaaaa agataaagat aataacaatc aagtcatttc gaaaaagaaa gagaaaaaag
  1574041 aagaaccaga agagaagaaa gaagcaaaaa gtgaacaggg aatacaagct tctaatgtat
  1574101 ttgctatcat gtcaggttta ttcgtactat ttttagtttt aaagagtaat aaagaatggg
  1574161 gctaagtatt tcatagtagt ggaggcgctt aaatggaaat taaacgtacg acaattgaag
  1574221 ataagacgct acaaccatta aaacagcctg cagctatttc ggaacatgaa attcagaaag
  1574281 aacgaaagcg tagtaattta gtgtttactg gacattctaa aattattacg aaaaataatg
  1574341 aaataggcat tttgcttgca agtttaggtg atggaaaggt tatgaaggaa atgctttcta
  1574401 aagagatgga tacagtactg caactcttta aaaagctaca tacgttatct ggagaaggaa
  1574461 agcaaacaga taaaatattt gaacaagtaa tgagaagctt gcaaggactt gttaagcaag
  1574521 cgcatataaa agaacttctt ttgttagatg gaacgtatga tttcgcagaa gtacaactat
  1574581 catttggtag aaaggtacat attccgttat tagatgtaag tgcactcctt tctagagtgg
  1574641 aaagtgattc gtcagaagga aatataaatt taatggtaac ggttattact gcatatataa
  1574701 cgaaattgtc taacgaaacc attttaatta gcgttacaga tcgcactgct aaagagcggg
  1574761 atgtaagcgt atggagagca cttgcagaaa tgaatatgac acaattatca caggctttga
  1574821 aacatacgat gcaagaacat aaatggtcta tgacgtttct ttttctcttt gtatggattg
  1574881 ttgctattat tttaattcga gttatataaa aaggtcgtca ctttacattg tgacgacctc
  1574941 ttttatattt tttcgtaaaa gaatgtatca aatcgctgaa gattataacg ttcaggtgtt
  1575001 aaaatttgtt cagtactacc aacaaataat acgccgcctt ttcgtaatgc gcgactaaat
  1575061 ttttcataaa gttttaccct tgcttcttca gtaaagtaaa tcattacatt acgacaaatg
  1575121 attaagtcat aatttgtatc aaacgactgc attaaaagat cgtgctgttt gaacgtcacg
  1575181 ttttgtttaa tgttttgatg taatgaatat atttcattct cttttgtgaa atgacgctct
  1575241 tttaaatcgg caggtaattc ttttaaagac cgttctgtat attgaccgcg ttttgcggtt
  1575301 tctaaaatgt gaaaatcaag atctgttgct tgtatttcaa aacgatatgg agctaggtgc
  1575361 ttcgataaaa ttaaagagag tgtatatggt tcttcaccgg cagcgcaagc ggcactccat
  1575421 acttttaatt ttccgttatt ttgttcgagt aattttggta gtgctttcgt ctctaacgtt
  1575481 tgccaacgtt ctttatttct aaaaaactct gaaacgttaa ttgtaatata gtcaataaaa
  1575541 cttaaaaata acttttgatc ggtacgtaaa ttgcttagaa aactagtgta gtttacaaag
  1575601 ccctttctcg aaataaaagc atcgattcta cgacgcattc tatcttgttt atatgaagcg
  1575661 atatccatat tgaattgttg tttaaaactc gcgataaaat gatcataatc ttgttcaatt
  1575721 atcatattta taataggcac aataacgata ttgtgcctcc ccctttacat catacggatt
  1575781 ttttgttcaa agtttttttc atctgttttt catgtaaacc tggtaaatca taaataacag
  1575841 catcaattcc tgcatctttt gcaacgtcaa cgggaatgac agatgtatgc ttgtccccat
  1575901 tataaaaaca gagaactaaa tcggtatctt caattatttg ttttacaaaa aacatataat
  1575961 ctgatcggta aatggagtcg gaaggatgat caaaagcgac atactcggct ccgtgttttt
  1576021 ttaaataatc aacgacctct tgaaattcat ctgttaatgc ttgtaacggc tgtagcgtgt
  1576081 aaaggcataa attttgagcg agtcgttcgt tttcgatgaa gaaacgaaga atctcatttt
  1576141 cgatagattt ataacataat atgtaaattt tatgtttgtg agcatagtca gttaaaaatt
  1576201 tttttatttc ttcttgatct aatgctgtta attgatttga accacaaaga aaaatattca
  1576261 tagatttgtg ccacctcatg ctaaattgta acatatcttt tataaaaaat aactgcaaaa
  1576321 tattagtgtt cagagtataa ttataaataa ctggatttta cgattaagtt taggaagaaa
  1576381 taaaaaaata aataggtgat atatatgcta cgttcgatct cgcataatcc aattttatcg
  1576441 catataccgc ctgctactca aatgccgaaa gaagcaaatg tcaggacagg acttgcattt
  1576501 tcggataatt tgcatgcaga tccaaaaaaa gataaattgt tagaacaaat ggaagcattt
  1576561 gtcgataaca ttggagaaat taaagagaaa attgaaatgg aattaacgct tgataatgta
  1576621 atggaataca aaaatacagt aaaatcattt ttgaattttt acgtagataa tgtattgcaa
  1576681 tataaagatg tcatgtcgcg tcatccacgt tatggctatt cacagaaaat gacgattgtg
  1576741 aaacaggcgg aaatgggatt aaatgagtta gaagatgtta tgaatttaat taatacgaaa
  1576801 acgggacatt tagaaatgtt aaatcagatt ggagaaatcc acggtttaat tgtaaattta
  1576861 gtcttgtaaa agggaaggaa gctatatgta catacaatta tatgaaaagc tcgttattat
  1576921 tcaaaaagca tatgaaaaca ttcaagcgct tggagaacaa atatatgaga atttaaaaca
  1576981 taaaaatgta aatgcagttc aaaagttaca agtagagcaa ttgcagtaca ttgatggttt
  1577041 aaaaaagtta tcaagttcat ttgaagaaat ggttgttcag ttttgtaaag aaaagggaat
  1577101 tgagccgttt cgcgtaagtg cattattttc gcatttttct aacgaagaaa ttgaaaaaat
  1577161 ggaagaatta caaaaaaatg tagctgaatt agaagagaat gtaaaaatga ttcttttgaa
  1577221 aaatcaatat tacttaaacg tactattaaa aactacagaa agtattgtgg attccgtttc
  1577281 tgaatataat ttagagcgaa acaataattc acaaatcttt atgaacgaac tattataaag
  1577341 gggaagtgaa acattatgag actatctgat tataatacgc cgttatcggg tttgttagcg
  1577401 gcacaaatgg gcttacaaac gacgaaacaa aatttatcaa acattcatac gcctggttat
  1577461 gtgcgtcaaa tggtgaatta cggatcggct ggagcaagtc agggctattc accggaacaa
  1577521 aaaataggtt acggtgtaca aacgttaggc gttgatcgta ttacagatga agtgaagacg
  1577581 aaacagttta atgatcaatt atctcaactc tcttactata actacatgaa ttcgacttta
  1577641 tcacgtgtag aatctatggt tggaacgaca ggaaagaatt cattatctag tttaatggat
  1577701 ggcttcttta atgcctttcg tgaagttgca aaaaatccag aacaaccaaa ttactacgat
  1577761 acattaattt ctgaaactgg gaagtttaca agtcaagtaa atcgtttggc aaaaagctta
  1577821 gatacagcag aagcacaaac gacagaagat attgaagcgc atgtcaatga atttaaccgt
  1577881 cttgctggta gtttagcgga agcgaataaa aaaattggac aagcaggtac acaagtgcca
  1577941 aatcaacttt tggatgaacg tgatcgaatc attacagaaa tgtctaagta tgcaaatata
  1578001 gaagtgtctt atgaatctat gaatcctaat atcgcgagtg ttagaatgaa tggtgtttta
  1578061 acagtaaatg gacaagatac atatccgctt caattaaata aagaaaagga accaatgact
  1578121 gctgaaattt acggttcgga aattccttta aggagtggag caatccaatc agcgatcgat
  1578181 acgaaagcaa agattgctag ttataagaaa aaccttgaag aactaatgag ctctgtaaag
  1578241 aatgaagtga acacagtaat ggggaaagag ttcttcgttg gagatcaagc gaaagatatg
  1578301 aaattaaacc ctgaatttgc aaaagatgtt tcgaaaatga aaatatcagc tgaaacagca
  1578361 aataaactag cagcaattac agatggaaat tataaagaag gtctttctta taaacaagca
  1578421 ttagatcaat tcgtagttgg cgttgcatct gataaaagtg cagtgaatgc gtatcaaaaa
  1578481 attcatgtgg atttattgga ggggattcag caagaaaaga tgggtattga aggcgttaat
  1578541 atggaagagg aaatggttaa tttaatggcc ttccaaaaat atttcgttgc aaactctaaa
  1578601 gctattacta cgatgaatga agtgtttgat agtctatttt cgattattcg ataatgagag
  1578661 gtaaaaacaa aacccttttc ttttatgttt gaagagaggg ccagcagagt gtagaagcgg
  1578721 tcagtactta atagtggacc tatcggtgtg agaccagaga tacgggcggt agagggataa
  1578781 gttaggtaag gagggagccg gaaataattc tggtttcttc ttcaaattaa tttgaaatag
  1578841 ataaaggagg agatagaaat gagagtatct acatttcaaa atgcaagctg ggcaaagaat
  1578901 cagttaatgg atttgaatgt gcaacaacaa taccaccgaa atcaagtaac ttcagggaag
  1578961 aaaaaccttc ttatgagtga agatccactt gcggcaagta aatcatttgc gattcaacat
  1579021 tcattgacga atattgaaca aatgcaaaaa gatatagcgg attctagaaa cgtgttaagt
  1579081 caaacagaaa atacattgca aagtattgtg aaatcgttaa cgagggtgga tcaattaacg
  1579141 atacaagcat taaatggaac gaatagtgaa aaagaattga aagcaattgg agcagagtta
  1579201 gaccaactgg taaaacaagt tgtgtattta gcgaatacaa aagaacaagg ccgctacatt
  1579261 tttggtgggg acagtgcaga aaagcctccg tttacagatg atggtacata ccaaggtggc
  1579321 gaaaatgatg taatgtggaa gctgaacgat ggttatgaaa ttaaagcatt tcgtaaagga
  1579381 gatgaactac taactccggt tattcaaaca ttagtaaaaa tgaaagatgc aatgcaaagc
  1579441 ggtgatcaaa aaaacattac aaccgttttt agaggaaagt aggaaaaact tagataatgt
  1579501 tatcaaccgt acgacggaag ttggttcaac gatgaacact attgatacgt ttaagaccat
  1579561 tttaagtgaa caaaatttag cgcttcaaga aaatcgtaaa gaaattgagg atgtcgattt
  1579621 agcagtagca atttctgact tagcttatat aaacgcaacg tatgaagcaa ctttaaaagc
  1579681 tgttagtacg atgagtaaaa caagcatttt agattatatg taatcaataa ggagtgggaa
  1579741 atatggcagg ggctttaacg ggtattgatg gtagacaaca aatctggaat cttggtaata
  1579801 atatgattga tacctcaaaa cttgtagaat tagaattgca aactttagaa atgaagaagt
  1579861 caccgtataa taatcaaaaa cagttactaa caactgaacg aaatatatat gcaagtatga
  1579921 aaaaagaatt cggtagcttt ttgcaaatat ttaaagattt atatacgttt aaaggtaatg
  1579981 aaaagaaaac agcattatca aaagaaggtt ttgttacggc acaggcagat gcatctgcga
  1580041 ttgcaggaac atataccgtt acaattgaaa aaattgcaga gcgccaccaa attacaacaa
  1580101 agccaggtaa taaaatagac ttagatgcaa agattggaaa agacgttacg tttggaatta
  1580161 atgataaaga agttgaagtt ccaaaggata tgacctataa agacttagtc aataaaatca
  1580221 ataatggaaa ttatggcgtg tctgtatatt cattgggtgg gcaattgttc tttacatcta
  1580281 ctacagctgg ggaaaaagga gcgataaatt tagtagatgg caaagacggc tttttagaag
  1580341 aaataggttt agtgcaatca tctattggta ctggcggtga aaaattattt gtggccgcgc
  1580401 atgaaataac agcagctaca aatgctgaat atacgataaa tgggattaaa gattcgagta
  1580461 catctaataa aattgataca attccaggtt tagtaattaa tttggaaaaa gaaactacag
  1580521 aacctatcaa aattactatt gaagattcta atataaaaga ctcaattgat ttaatcaaaa
  1580581 aaatgaagga tgaatataat aaagctgttt caaacttaga tttatttgct ggggaaaatg
  1580641 gagctgtaca aggaagtagt attgcatttt cgattagtaa cgcgatgaca agtatattta
  1580701 gatattcgca aaatggtaag tttttgaacg attttgggat tcaagtggac aaaagtggga
  1580761 aaatgaattt ggatgaagag aagttgaaaa atgcttttaa agagaatcca gaaacagcga
  1580821 aacaattttt ctttggtttt tctggattgg gtcatcaaat ggagaaacag ttagatggaa
  1580881 tttttggaga tgaaggaatc ataggaaaac gttctaaaag cattgaaaag caaatgaaaa
  1580941 atctagatga taaaataaga tatattgacg gcgtaaataa agagaaacaa caagctatta
  1581001 ttgataagta ttctaagttg gaaagcacat tagcagaatt ggacagccaa ctaaaaacaa
  1581061 ttaaagcaat gacaaaacaa aaaagtgatg attaatgaaa ggtaaggaag tgattgtatg
  1581121 caagcatggc aacgttatat gcaaaatgat attatgacga gtaatccgat taaaaataca
  1581181 atttttattt atgaaagatg cattgtagag tttcgtaatt tagaagaact gctacatgct
  1581241 tttaaactac aagaaggaga tgcacttctt gaaaagttag aacgtatttt tgaagaattg
  1581301 aagcttcaat taaatcctga aattacgaag gatttatatg atagtttata tggcttatat
  1581361 gattggattt gcattcaaat tcaaacaatg aaagtaacgc gtgaagcaaa agacattgat
  1581421 gcgattgtga aagtgttaca agatttaata gacggttacc gcggagcact tgaaaatgaa
  1581481 caatgatatt tatcggacgt ttgtcggctg ttttaatgaa atcggtgaat tgcaagtgtc
  1581541 agatgaagag tttgctgaga agagtgaaat gttaaatcgc tggatgatga cattggatga
  1581601 ggaaacgcgt gcgcaagttg cagcagaagt aagtccattc attattaagg cggcacagca
  1581661 tattcgagat aagcaaaaga ttttggaaga aatgattatg acaaatgatg ggcgcatgaa
  1581721 agctaattca ttttacggta aattttagtg atggagttta gaaacggatt ccccctttaa
  1581781 gaggggatcc attcctttat ttaaataaag atttccgctg attgaggttt cattttatga
  1581841 ctgtaatgaa aaaatagtag taatctaaat aatgtgaaaa tgaactttag tttgtagacc
  1581901 atatagtgaa atgttttata gattattgcg tgtatacagt ttttttgtat tcttttttat
  1581961 atttttatat ttttctaaag acaacaatgg aaaaatggaa taaaatatgt aagggtacat
  1582021 gattgttaat attttaataa acacatataa gaaaataaat aatgaagtga aacttccatc
  1582081 agtggatcat taagtgaaaa aagaaagggt gtggaatatg ccagatttag tgagtgatgt
  1582141 aggccattat atgaattatt tagtgacgaa acgaaatact gtttctagta atattgcaaa
  1582201 tgcgaataca cccggctata aagcacaaga tgtaacattt gctgagcaaa tgaataagag
  1582261 tagtgcatta tataagaaca atgctgcaga cttaaagagt aatccagatt tatatcaaac
  1582321 gaatgaaatg cacgtaccga cagtaaatac gaaaaataca tatgcaaaga ttcaaacaaa
  1582381 atcaatgcaa acgaataaag atggaaatag tgtggatgta acgacagaaa tgctagattt
  1582441 aatgaaagca aatcagttat atggtatttc aattaacgcg attaatacac aatatgcaat
  1582501 taaccaagcg gcacgcggac gttaaaagta gaaggagaga caacgatgtt tcaggcaatt
  1582561 aatgcaagtg gctcaggact aacgacagcg agaaagtgga tggaagttac ttcaaataat
  1582621 attgtaaatg caaatacaac ggcggctccg ggggcagatt tatatgagcg tcgtagtgta
  1582681 gtgctagaat caaacaatag ttttgcaaat atgttagatg ggtctcctac taatggagta
  1582741 aaaataaaaa gtattgaagc agataaaact gaaaacttag tgtatgaccc aacacatccg
  1582801 catgcaaatg aagaaggata tgtacgttat ccaaatattg atgtgactgc tgaaatgacg
  1582861 aatgtaatgg ttgcccaaaa aatgtacgaa gcaaatacaa gtgtattaaa tgcgaataaa
  1582921 aaaatgcttg ataaagattt agaaattggc cgaggataag ggggaatata gtaatatgaa
  1582981 aatccaacca atgttaaata ctcaaccatt tggagcaatt cagtcaattg gtgcaccaaa
  1583041 aacttctcaa acatcagtag ttgaggggaa aaagtttatc gatttattgg aagatatgaa
  1583101 tcaaacacaa aacaatgcgc aaacagcggt atatgattta ctaactaaag gggtaggaga
  1583161 aacgcatgac gttttaattc agcagaagaa ggcggagtct caaatgaaaa cggctgctct
  1583221 cgtacgtgat aatcttattg aaaattataa gtcactaatt aatatgcaaa tttaggaaag
  1583281 tggacgggtg tgtttaaatg gaaaagatga aaaatgttat ccaatcgtta aaaacgtggc
  1583341 ataagttagt aatcggtgct gcgcttttag cgattgtaac aggagcactt ttatacttca
  1583401 ccttgccaga taaatatgtt gttgtatatc aaaatttaaa tgatgcagat aagcaagaga
  1583461 ttacagcaga attatcaaag ttaggtgtcg attatcagtt agcggccgat ggatcgattc
  1583521 gtgtgcaaaa aaatgatgct ccatgggtgc gaaaagaaat gaatgggatg ggcttaccgt
  1583581 ttaattctaa aagcggtgag gaaattttat tagaaagctc gctcggttca agtgagcaag
  1583641 ataaaaaaat gaagcaaatt gtcggtacga aaaagcaatt ggagcaagat attgtaagaa
  1583701 actttgcgac agttgaaacg gcgaatgttc aaattacatt acctgaaaaa gagacaattt
  1583761 ttgatgaaga aaaagcaaaa ggaacagctg cgattactgt tggtgtaaag cgtggtcaat
  1583821 tattaactgc tgatcaagtt gcgggtatac agcaaatgat tagtgcagca gttcctgggg
  1583881 tgaaagcaga agaagtaagt gtgattgata gtaaaaaagg tgtcatctca aaaggggcag
  1583941 atgaagcgca ttctactagt tcctcttctt atgaaaaaga agtagagatg caacatcaaa
  1584001 ttgaaggtaa attaaagcaa gatattgatg caacgttaat gacgatgttt aaaccgaatg
  1584061 aatataaagt gaatacgaaa gtatctgtaa actatgatga agttacacgt cagtcagaaa
  1584121 agtatggtga taaaggtgta cttcgtagta aacaagagca agaagaaagc tctactgcac
  1584181 aagaaggtgc agagacgaag caaggcgctg gtattacagc gaacggtgaa gtaccaaact
  1584241 atggtacgaa caataatcaa aatggtaaaa tcgtctacga taataaaaat ggtaacaaaa
  1584301 ttgaaaacta tgaaatagat aaaacagttg aaacaattaa gaaacaccca gaattaacga
  1584361 aaacaaatgt tgtagtatgg gtagacaacg atacgttagt aaaacgaaaa atagatatga
  1584421 ctactttcaa agaagcaatc ggcacagctg ctgggcttca agctgatccg aatggaaact
  1584481 ttacaaacgg tcaagttaac gttgtaactg ttcagtttga tcagccgaaa gaagagaaga
  1584541 agaaagaacc agaagaaagc ggcataaact ggtggttatt cggtggaatt ccagctggtt
  1584601 tattagcgat tggtggtcta gtatggttct tcttagcaag acgtaagaga aagaagaaga
  1584661 ggaatatgaa gaatacttag cagaagagga aattgctgca agtaatgaaa gtattatgga
  1584721 aattcctgaa gagaaaatag taccagagcc aaaaccagaa ccagaagaac cgaaagaacc
  1584781 gacgttagat gaacaagtgc aggatgctac gaaagaacat gtagaaggaa ctgcaaaagt
  1584841 aattaaaaaa tggttaaatg gacagtaagg gaggaacaac gatgttagat gaaatctcct
  1584901 ccaaagaaaa agctgccatc cttattcgta cattagaaga aggggtggca gcaaaagtca
  1584961 ttgaatatat gacggctaag gaaaaagaag tattacttcg tgaaatcgcg aagtttcgtg
  1585021 tatataaatc ggaaacgtta gaaaatgtac taggggagtt cttgtatgaa ttaaatgtaa
  1585081 aagaattaaa cctagtgact ccagataaag aatatattcg tcgcatattt aaaaatatgc
  1585141 cagaagacga actagaaaaa ttattagaag atctttggta taacaaagat aatccgtttg
  1585201 aattcttaaa ttcacttaca gatttagaac cacttcttac tgtacttaat gatgaatcgc
  1585261 cgcaaacgat tgcgattatc gcttcgtata ttaaaccgca gcttgcttct caattaattg
  1585321 agagattacc agatcataag cgagtagaaa cggtaatggg gattgcgaag ctagagcaag
  1585381 ttgatggtga attaataaat caaattgggg atttattaaa atcaaaatta aataatatgg
  1585441 catttaatgc aattaataaa acagatggct tgaaaacaat agtaaacatt ttaaataacg
  1585501 tttcacgagg tgttgaaaaa acagtctttc aaaagctgga tgaaatggat tatgagttat
  1585561 ctgagaaaat taaagaaaac atgtttgtat ttgaagactt actcggactt gaagatctcg
  1585621 cacttcgtcg tgtattagag gaaattacag ataatggtgt tattgcgaaa gcacttaaaa
  1585681 ttgcaaaaga agaaattaaa gagaaattat ttacatgtat gtcttcaaac cgtaaagaga
  1585741 tgattctaga agaattagat ggcttaggac cgcttaagat gacggatgct gagaaagcgc
  1585801 agcaaacgat tacagacaca gtgaaaaagc tagagaagga aggaagaatt atcgttcaaa
  1585861 gaggtgaaga tgatgtcctt atttaaaaac agaattccga agaattctgt ttctttttct
  1585921 gaagaaacgt atgaattaca atttccaaaa ccgataccag ttcacgtaga agaagaaata
  1585981 caagtagatc atgaagaact tcttgcgcag caacaatcgt tacatgttga gttggctcag
  1586041 ctaagaaaag agcagcaaat attagaacga gagcgtcagc agttattaca tgatcaagaa
  1586101 caatttcaaa tacatgtaca gcagcagatg aaagagatag aatcggcacg tcagcagttt
  1586161 caaaaagagc aacaagaaac agcatacgaa tggacagaat tattatggga tcaatctttt
  1586221 caactagcag aaaaaattgt gaatcaagca gtagatgcta gattgcttga tgtgttacct
  1586281 attttaactg gcatcgttca aacattgcct acttcgtttg aaaaactagt tattaccgta
  1586341 catccagaaa catttgaacg tattcaagaa gagaagggaa atacgaaaga atattggtta
  1586401 ctacaattag tagaatggaa atatgatttc tccttacagt tcggtgaatt cgttctagaa
  1586461 gaagagaaag agttctttga atttaagttt gcacctatat ttgcgaaact tcgccaaaaa
  1586521 tgggaagaag agaagttatt tgaggagcaa aatgtatgaa tcgactatta atgaatgaaa
  1586581 accaaaaatg gaatacgttt attgaaacac cgttttatac gaaagtcggt aaagttcata
  1586641 gtgtacaaga acagtttttc gtagcgaaag ggccaaaggc gaaaattgga gatgtttgtt
  1586701 tcgttggaga acataacgtt ttatgtgaag tgattgcgat tgaaaaagag aacaacatgt
  1586761 tactcccgtt tgaacagaca gaaaaagtat gttacggaga ttcagttaca ctaattgcag
  1586821 aagatgttgt tatacctcgt ggcaatcatt tactcggaaa agtgttaagt gcaaatggcg
  1586881 aagtactaaa tgaggatgca gagaatattc cactgcaaaa aataaaacta gatgccccgc
  1586941 ctattcatgc atttgaacgt gaagaaatta ccgatgtatt tgaaacggga atcaaatcta
  1587001 ttgattccat gttaacaatt ggtatcggtc aaaaaattgg tatctttgca ggttctggtg
  1587061 ttggtaaatc tactttactc ggaatgattg cgaaaaacgc aaaagctgac attaatgtta
  1587121 ttagtttagt aggagaacgt ggccgagaag taaaagactt tattcgaaaa gaattaggtg
  1587181 aagaaggaat gcgaaaaagc gtcgttgttg tagcaacgtc agatgaaagt cacctaatgc
  1587241 aacttcgtgc agcgaagctt gcgacatcta ttgctgaata tttccgtgat caaggtaata
  1587301 acgtactact tatgatggac tctgttactc gttttgctga cgcgcgtaga agtgtggata
  1587361 ttgccgttaa agagttgccg attggtggta aaacactctt aatggaaagt tatatgaaga
  1587421 agctattaga gcgctctggg aaaacacaaa agggatccat aacaggtata tataccgtac
  1587481 ttgttgatgg ggatgattta aacggccctg taccagattt agcacgtggt attttagatg
  1587541 gacatattgt attaaagcgt gaacttgcaa cgctcagtca ttaccctgct atttcagtgc
  1587601 tagattcagt aagtaggatt atggaagaaa ttgtgtcatc taaccattgg caacttgcaa
  1587661 atgaaatgag aaaaatctta tctgtttata aagaaaatga attgtatttt aaattaggga
  1587721 cgattcaaga aaatgcagaa aatgcttata tttttgaatg taaaaacaaa gtagaaggta
  1587781 taaatacgtt tttaaaacaa ggtcgatcag atcgcttcca atttgatgat attgttgaag
  1587841 cgatgcacca tatcgtataa gacctctgct taagaggtct tatttttttg ttttttaata
  1587901 tttcacagat ttttttggaa aaaaactata taatagaaaa agagagcgtt ataataggaa
  1587961 ggggctataa aaacaggtgg ataagcagca gtacgacacg ataaaattgc aaataaatca
  1588021 agaaaaagaa cagattttga aagaagtgta tgaattaaca gctgaaaaaa gaaaaataga
  1588081 acaaaaaaag aatatgattt atatgttgta aaatcgcgta gtaaagtcgt acaaactggg
  1588141 caacgtataa tggctggtat gctttcgtca catacgtttt cacctgaaag aatagaagaa
  1588201 tggaatcgga aaattaaaaa aacggaagat tttattcaaa aaaatgaaag ccttttagaa
  1588261 caagtaaaag aaaaagaacg tgtcattgat gagatgtatc aagaagattg taaaaagctt
  1588321 gcaaaagtac gagaaaagca ggaagaaaaa atgcttcttg atttgaaaat gtgtatgaat
  1588381 ggatgaggtg aatatagtga tacagtctgt attaccggtg caacaaagtt tacctccgca
  1588441 aaaagaaaaa gggctagaag tacaatcaaa aagtgaagat tcttcattcg atcgtacgat
  1588501 gagaatggaa aataaaaagc agccgaaaac ggagaaaatg aaacgagaag aagcaccaaa
  1588561 agaagaaaaa aagaatatat tctttctaaa caatcagtaa cgaaagaaga gccaattgta
  1588621 aagaaagaag aaaaaaaaga gacagaacag ttgttgttag ctgtatctga gcaaatggtt
  1588681 gcaattgagc aattacgtgt gcagccagaa ttgttatatc aatacataca aaaaatacaa
  1588741 gagctatata aggaatatgg aaatataaaa cttaacgaat tacctgcagc tgaattacaa
  1588801 caattacaag agctcctttc aaatatgaat atcaaaaatg ctatatgttt agaagataca
  1588861 atgcaaatgg tattagacaa agtgacgatg ccagagcaaa cgatgcaagt attgaaagtt
  1588921 gttgaaacag aaacttgtaa tatcgcaaag aaacaagaag agtccaaaga cttagatgta
  1588981 gatcttccaa aagctgaggg cgatgatgta aagatagagt tgccggaagg tgatgtattc
  1589041 aacgattcaa gttctgcggg tgcggagtta ttaaataaag caactggtac cgattcaata
  1589101 gggaaatcta atagtggcgc tgagaaagtt tcattgcctg acttaggaaa gaagatggaa
  1589161 gcacaagtag aagcactgca aaaatttgta gtgaaacaag aacgtgtttt atttcagtta
  1589221 aatccagaaa aactcggtac attaacagtg tttatgaaaa agcatggaga tcaaattgat
  1589281 gttcacgtag aaatggaaaa acatgatgcg aaaaaacggg ttgaaatcat ttttgatgaa
  1589341 ttgagactga agttaaaaga aaaagaaatc aatattcaaa ttagctatgc agataaagat
  1589401 gaaaatcgta aagaacagcg agaacaagag caaagacaaa aacaaaaatt agcaagtccg
  1589461 aaacatgaaa aacaacatgc aaaagaattt gcgggattat tggaggaata aagtgtgcca
  1589521 acagttggat taaatacaac gagtacaaat catattccgt tacaagcagg agcacaaaca
  1589581 aaaaacgcat ctgttactgg tgcacagtcg acagctcaac aagcaaacgg agtatcagca
  1589641 agtactcaaa aaacacccgg tattatggat aaagatgatt tcctgaaact tttcttagca
  1589701 agctttcaac atcaagatcc gtttaatgcg atggatatga accaaatgat gaaccaaaca
  1589761 gcacagctat cgcttatgga gcaagtacag aatatgacga aagcagtaga taaactgcaa
  1589821 tcaacgatgt attcgacggc tcttgatgga gggatgaagt ttttaggaaa gtacgttaga
  1589881 ggtgtaagca ataatggaaa gcaagtgact ggtcaagtgg aaacagttcg acttgctgaa
  1589941 aataacgatg tgcaacttat tgttgataat caagttgtct cacttcgttt catagaaagg
  1590001 gtttctgata aaccgataac agaaactaat ccggaagatg agaagaaaga tgatatagaa
  1590061 aaaaatgaag aggttaagcc agattaataa aaggagtgta caaaggttat gattaaagcg
  1590121 ttatatacaa gtattacagg gatgaatgca gcacaaaatg cattaagtgt tacttcaaat
  1590181 aatattgcaa atgcacaaac agtcggatat aaaaagcaaa aagctatttt tgatgatttg
  1590241 ctatataata atacggttgg ttcacgtggt gatggtgctt atgctggtac gaatccaaag
  1590301 agtattggta acggtgtaaa gttcagtggg acatctacag attttagtga tggttctatt
  1590361 actttaacta gtgataaaat ggagacagcg atagaaggaa acggtttatt tttagttggt
  1590421 gatcgtaatg ctggaaatgt agagtatacg agaaaagggt ctttcggtgt atcgaaagat
  1590481 aactatgtta caactacagg tggacagtat gtgctaggtt atggtgtgaa aacaggaaca
  1590541 caagaaatag atttttcttc acgaccaagc ccaattcata ttccgatggg atcagctgtt
  1590601 ggtgggattc aaacagataa agcgacaata ggtggtaacc ttcctagaaa ccaaaatgca
  1590661 ttatctcacg aattcacggt ttttgatgcg gaaggaaact cgttaacgtt acgtgtaaat
  1590721 attaagcaaa agactacaaa agagactgta gatggtaaag aagttgaaaa gccagtgcca
  1590781 ggcgaatata catatacagt ttctgtaagg aatgattcta aaaacgaaaa agaatttaag
  1590841 cctgtcgaag gcatgacggg cgaaaaaaat cttaaatttg atacattagg aaatttaaag
  1590901 gagacagatg aggctgtaca aaaagatcca gtaactggtg aaattattaa gggtggatct
  1590961 gttcaaattc cttttggtag tggtctaaca cttgatttaa gcggattaac aaattatcca
  1591021 acggggaaaa ctctttctac cacagaagta acggggcgcc cagctgcaat tgcaaatgat
  1591081 tattctattt ctgacggtgg tttcgttatg atgaaatatt cagatggtag tatgaaagtt
  1591141 gtaggacaac tagctgtagc tacattcccg aattcaggcg gattaatgaa aacagggaat
  1591201 ggaaattacg ttgcgacacc atcagcgggt attccaggaa taggtgttgc tggtgagaat
  1591261 ggtgcaggta atgtacgagg gtcagcaaaa gaaagttcaa acgtagattt atctgtagaa
  1591321 tttgttgatt taatgcttta tcaacgtgga ttccaaggaa atgcgaaagt aattaaagtg
  1591381 tcagatgaag tattaaatga agttgtaaac ttaattcgat aatatatcat aaagtaaaat
  1591441 tgtaatgtag tagaaagggt tttttattcg tatgacgaca agacaagagc gaattttaca
  1591501 attgcctttt ttcgaaaata aacgtgaact tgctgagcaa gtgttaaaaa tggaacgaga
  1591561 agagcatata tatttaccgg atcaatttga aattaagcaa gtacctccat attcatttgg
  1591621 cgaaaagcaa tcaatcattg gccgtattca tgagttttat ttcgtaagtg ttggtagcga
  1591681 aggagaatgg aagtatcaac tgtttaagga cgagatgaag tgccgtgagt tttttattac
  1591741 actatcaggg ataacggatc agcagattgc attttggttc aataacatcg agttattgaa
  1591801 aagctcttaa aaagttttta aaagccttaa aaagacctta aaggcccttt ttgggttttg
  1591861 agagaggacc cggcgatata tggtagcggt tagtgcctaa tagattctcg accggtgttt
  1591921 aaaagcccag agatatgtag agttactagg gtaatatgag aagatttaat cgaagtgtag
  1591981 ataacagaca tgatttgcac gtagttgtaa gagcatagat atgagagcta ctgggatgag
  1592041 ataatcattt catagtagac cagtgccttt tggatagttt gtgacgatag atttttataa
  1592101 aaggagaggt gaggaggatg gcgcagaata agtatcgcgt tacattcatt tcgccaagtg
  1592161 aggttgagca gcggactgtt atggcggcga gtagtttgcc ggatttaatt cgtaaagtag
  1592221 agagtattat tgcagatccg aacggttatt ttgtaaatga taaaaaaata attgctattt
  1592281 taaagtgatt aaagataatg ttgcgtttat tcaatatgag ttactatttt cggataagga
  1592341 aattcatatt gaaaaattaa aacatatagc accagctata ttgaaacaat tatttaaaaa
  1592401 aataaatgat ccagaattat atgcacttgc gctacttgat gttgatatag cgacgaaaga
  1592461 atatgtgcta gaagaaatgg attcggagct aagaataaga gtagaaacgg agctttcgaa
  1592521 aaggtgggaa gcaatgccga cagaaattgt aggagcacaa gaagtgttgt tagaggcact
  1592581 tgcttcgttt atacaagatt aattgtcttt ttaaataaat gaatcgtcca actatctata
  1592641 ttttttatat agatagttga ctttttcgtt ttaataaagc ttaataatta gatatacgga
  1592701 attaatggaa ggggagcgac acctttatgt cacaagcaca aagtatttta ttagaaagcg
  1592761 gaacaaatga attagagatt gttacatata ctgttggtga aaacctattt agtattaacg
  1592821 taatgaaagt acgtgaaatc attaatccat tccctgttac aactgtgcca gaatctcatc
  1592881 atgcagttga aggtgttgtt caagtacgtg gtgaaatttt gcctgttatt aatttagcaa
  1592941 cagctcttaa tttaaaatcg acaaagccac ttgatcaaac gaaatttatt atctctgaat
  1593001 taaaccaaat gaaagttatt ttccgtgttg atgaagtgca tcgtattcaa cgtatttcgt
  1593061 gggaacaaat tgatgaacca gcttcattgt ctatggggct agaagaaacg acatctggta
  1593121 ttgtaaagct agatggcaaa ttattttgct attagattat gaaaaaattg tatgtgaaat
  1593181 tagcggtact ggttatgaca ataaatcact tgcagggtta gaacagaaaa cagatcgagc
  1593241 tgaaaaagtt atttatattg cagaagattc agcaatgctt cgccaaatat tagaagaaac
  1593301 attatcgtca gctggatata cgaaaatgaa cttcttcagc aatggtgcag aagcgttagc
  1593361 acaaattgaa aaactagcga aagagcaagg ggaaaaaatg tttgaacata ttcacttgct
  1593421 aattactgat attgaaatgc cgaaaatgga tgggcatcat ttaacgaaag cggttaaaga
  1593481 tagtgaagta atgaatcgtt taccagtcat tattttctct tcattaatta caaatgaatt
  1593541 attccataaa ggcgaagctg taggagcaaa tgctcaagta agtaagccag atattcaaga
  1593601 gttaattggt ttagtagata agctagtgct ttaaaagctt ctttttagct ggaatagagg
  1593661 aactagccat gtgtggagcg gtcagtgctt aatagagccc catgccatgt gagaccagag
  1593721 atatggagtg gttttaggtc agtagaagaa aagagccttt gattgagggt ttgaagaact
  1593781 gatatacaac tctatttttt agtagggagg agggaactag ccacgtgtaa gtagtactgg
  1593841 ctagttcctt ttttgcattc tatactctac tgtacaggta gaaagattaa acgtttctgg
  1593901 agtgtttgtg gctgtatgaa tagtctctac ttcgagattt tcaattcgtt taatgaataa
  1593961 atagcgggct tgtttatttg aaaatataag agaacgtatt tttggaatat gctagtaagg
  1594021 ttgcgtagta acgcaaactt tttcggtgaa aatatatccg aaataccata taatataatt
  1594081 aatatgtaat tatgcatatt aattaaaaat aatttttcta tttctatact ttctatacat
  1594141 ttttgtatgt ttattatttg acagataatt ttgaaatgtt ataatatgga tatgtaaaaa
  1594201 ttgctatttt ctgaaaagac atgggagtca gatgagaatt gtgaaaggat gagggggagt
  1594261 gacacagatt atgtatcacc acacagcaat caatgtatta agtcttttac aaaacatgtc
  1594321 aaataataaa atgaacgata tgcaactaga agcggaattt aaaaaaatag aaaaacaatt
  1594381 ccaagtaaaa tatgaagaac tagttgattt atataataga atggtattat ttcaaataga
  1594441 tatagaaaaa catggtggga tgcgagcata tgaaaaatca gcgattacat ggctgaagtc
  1594501 tgagctagag ttactgtatg aagtgtatca attttcccaa cgtcacggtt taaacattat
  1594561 taatatttca aaatacgtta gtaaaaaaga actaaatctt tttccgaaaa cagaaagtca
  1594621 attacaaaat acgtattaca aattaaaaaa atgtgaaata ccgtttgaaa atattgaaaa
  1594681 acaaaaacca ggacgaaagc gaaaatatac acctgtaaaa gaaccgattg ttgaaataaa
  1594741 aaaagaaaac aagcaagaat ttagaaatga agttccaaat acagagaacg aaaaaaatct
  1594801 tgtaacagtt atatctggca ttgttgataa ttttgaaacg attagtcagt gtagtgaaag
  1594861 aaaagagcat gaactacatc agttcatgga aggaatctat aagctttcta gcatggctgc
  1594921 agagcgttca aaagatgaaa agaacgcacg tggtctcgaa ggcgaattgc atgtattacg
  1594981 ggctgaaaat gaaaagctaa agcgagaaaa ggaagagctt gttcatgata taaaagaaat
  1595041 gacgcatcat ttaattcatt tcattacgag ttctgatatt gatcaaattc gcacattgcc
  1595101 tttcttcgta aaagattgta aacaagattt gcataaatta gggttatata acgcacaaga
  1595161 cggtaaaatg aaaattatgg ttgatcgtag tggacaggtt atgactgtaa cacagtaata
  1595221 aaatttgggt acaaaataaa agggagatac atagcttata tgtatttccc ttttgttttt
  1595281 ttaagaagag gaaagattac tacttgaaaa catacttatt atttctttag ctaaaagatt
  1595341 taaatgatag tgctaaatac aagaaaagag taatttttat gttctgtaaa aatgtatttg
  1595401 cccttaaata tttgtacata ataaccggta tgaaacgtat taataaaaaa gtgaatgtat
  1595461 agcctttttg taagaggttt atgagatgaa gaatcttttt taaggactaa gttgacaatg
  1595521 gattaaacag tattgttttg tcaatatcta caaacttgga acaattatca aaattattta
  1595581 ctagcattgt agagttagta attcgaattt ccctattaaa aacgggaagg ggccgcattc
  1595641 atatatttgg aggaattagt agataaaaag gcatcaaaaa gagagaaatg cagctatcaa
  1595701 atggataatc aagttaacta acattgctat atgttgcaaa cggattgtat gtatgtttta
  1595761 tcacaatgac gggcggaaaa ggctgagggt ttagattatt atatatggac atagcttgtc
  1595821 tgttgtaatg agacagacaa gctaataatt aataggtgat atatggaagt tatataggta
  1595881 tccgtgaaat tatggcatat taagaagaac aaaatgtctc aagagaatat tattcagaaa
  1595941 aatcaggggc aagatgctcg cagaacaatt ataaacagaa gtaattgcct aaataccatt
  1596001 tgtaaggcga gaaaacagag acctgtatat acatggtgaa gattcattca ttcattgtag
  1596061 agttgtttat atctctagtg aagaatctac tttagtataa ttaatttagt ataaaaatca
  1596121 aagggagtta attagtacat atgtattttc ctttgatttt taaatatcag gtagtgaaaa
  1596181 ctaaaactga gtctgtaaca cgtgatattt ataaaaataa aaaaaatcac tattaattat
  1596241 gtaaaataat aatataatga ttataggatt attatttttg aaaaataatg gagtaagtga
  1596301 ttgttattaa accttttata ttagcctgtt taatagtaaa aaaacgaaaa gatatattgg
  1596361 ggaagtgttt atactctctt gaaagtatag gtggtgaaat tattattgtt gataacggtt
  1596421 caacagataa aaagaaagag attgcacaaa agcttacgga taaagtatat gattttaaat
  1596481 ggatgaataa ctttgttgag gctagaaatt ttgctgcttc aaaggtgagt ggaacatgga
  1596541 ttattgcggt agatgcagat gagtgcatag atattaataa ttttgttgca gcaatggaag
  1596601 agattaaatc ttataaagac aaaataagta tattccttgt agagataatg agttttgtag
  1596661 gggataatgg tgaggaaatt acagtaaaca ccatggcgcg gctatataaa aatgatggga
  1596721 gtgtttattt tttatggtgg aatgtttagt gaaattaaaa tgctatgaag aagcattgga
  1596781 tattgtgcgt gatacagaat cgttgtggcc agattcgtta gattttactg gtgattttta
  1596841 ctttttataa aaacgatatg atgatgcgag agaagcgtat gaaagtattt tatcaaataa
  1596901 tatgttatat gaagaaacga tttaccattt tgattgcata tcatttttat caaatgagtg
  1596961 tttaggacgt atttacagaa ttgaaaaaaa tgatgaacaa gcaatctaac attatattga
  1597021 agcgtgtaat gaaaatttag catcagttaa tgttattgaa agaattatat gtatattaag
  1597081 taaatattat actgtaagtg aagtttatga atttataaag aatcaaaatt taattacaat
  1597141 taataaagtg tacatccata ttgtgaaata tattttaaat atcgaatttg ctgaattagc
  1597201 taagttaata gaagaggatt tggtagaaga taatgacgaa ttagttcgtg taatactctt
  1597261 gaagtcgaat ataattacag catcttatgt tgaaaatgag gggatagttt tcaaaatgga
  1597321 agatatatta tttagaacag aaataggaat atttgattta gcggatttat gtatcttaca
  1597381 tgaaataaga aaagatgaaa atgttaaaaa tacaagaatc taattttgaa tatgtgttta
  1597441 aacatttata gaattgaatc aatttagaaa aattaaacat gatgtatatt tagttagcta
  1597501 ttataggaag agctgttcga tataataaat caggatttat ggagcaatta atgggggata
  1597561 ggtatgtttt taagaatgat attaatgcaa agcttgcaga tttatttttt gaaaatggat
  1597621 acgaggaaat agctttgaat cactatcaat tagtgaattg caatcaattc actaagatgg
  1597681 gatatatata attaaagggt taataaatca acaaaatttc gaagaagcat ggaatgtaat
  1597741 ccaagaagct attaataagt tttataatga ttatcgtttt tataaatatg ctattttact
  1597801 tgattgtaat aataaaaatt taaaaattgg agataattcg gaaaaaacca caggtagtaa
  1597861 gtggttaaaa aacagtaaac aaattaagga gttactatta aatataaaag gagaaaatat
  1597921 aaaatgaaaa aggtattagt tattgctcat atattcccac cgttaggtgg ttctggtgta
  1597981 cagagaacgc ttaaatttat aaaatattta agagaatata attacgagcc tattgtagta
  1598041 actgtgggag aatcagattt tttatttaag gatacgagtt tattaaaaga agttccagaa
  1598101 gatataaata ttattagggt ggatgaacca gaggcgattc aaaaagaagt attagagaaa
  1598161 acagttgaat tatataagtc tcttattaaa gaagtcccta tattaacaga gtatatttct
  1598221 atactaaaga ataacttgaa tcaacttaat caagttgtat taccggatca atatatattc
  1598281 tgggcaatgc atgtgataga aaaaattcaa gaagaaatcg atttgaataa catagatttg
  1598341 gtttatacaa catcaggtcc atattcggat catgttgttg gctactatta taagaataaa
  1598401 tttaataaac cgtgggtatg cgattttagg gatgaatggt ctaataatcc atattttaat
  1598461 tataataaag atgaaattat gttcaaaatc attaaatcta tggaagaaac atttgtacaa
  1598521 acagcagatt taatccttac tacaactccc ttagccactg aaaattatag aaggatattc
  1598581 agtttaccta cggataaagt agttacaatt acgaacggat atgatgaact tgatttttct
  1598641 aaaatagtaa aaaaggtgaa aatgaatgaa aagttcacaa ttgttcataa tggaatgctg
  1598701 tatatgatac gtacaccaag aacgttttta ttagctttag catcattaat tgaaaaaggt
  1598761 gctattgata agggaaaagt tcaagttcaa ttttctttta ctgaaaatcg tgaacaatgg
  1598821 ttattggaaa gccgacaact aggattagag gaatgtgtaa cgttttcaga ttatacagag
  1598881 catagtgtaa gtttacaaaa agcttccgaa gcaactgtac tattgttaat agttggacca
  1598941 ggagaaaaaa ataaatcagt gtatccaggg aagatatttg aatatttaag attaggaaag
  1599001 cctattattt ctctgtctcc aattggagga gtagtagata cgttaatcca acaaacaaaa
  1599061 agaggctaca atgtagattt tgataatatt agaggtatag aacaaagtat tttgcaatta
  1599121 tataaaaaat gggaaaaaag tcgatcagaa gatcttcctg ttagtgcaga gattagaagg
  1599181 tatgaaagga aacaattaac gggaaaatta gcgaaacaat tcgataaagc aattgtaatc
  1599241 tcgcaagata aagataatga gcaaatacaa ttggctctta tccgagaaga tataagacaa
  1599301 ttaataaatc agggtatgat ttcacaggca aaatacttaa ttagtgaata tgaaaaaaca
  1599361 ttcccaataa cgtcggaaat atatcaaatg aaagggattg tagcctttag tgaaaataat
  1599421 tatctagatg ccgaaaactt ttttaaacta gcattaaaat tatatcattt tgatgtggat
  1599481 gcattattta atttaggata tctatatgag gtacaagagc aatatgatag agccgtacaa
  1599541 aactacaatt tggctctcga atattgcgat gatgaattat tgaaggaaga attacattcg
  1599601 aaaattcgat ttatacagtc aaattagaca tctgttattg tagaagagag aaagaaactt
  1599661 gatttttttc aattaaagat ggatacaaat ttttaattga tattattaag gaactattag
  1599721 atcaatatga agtgaaaaaa gtgatagtgg aagatattaa agcagcttga gtctgctatg
  1599781 cactgggctg atatatgcta gtttgaatgg tgcgatggaa taattgctta tgcaagtaga
  1599841 ttaagtttag caaggaaaaa gaaaataatt tgtagggata ctagactaac ttatataccc
  1599901 tagactttct tagagaacaa ggaacattta taacctgaaa attttagatt gtagtatttt
  1599961 tgcggaaaag gatatttaaa taatttgtgg taaaaaggat tggggctaca caagtgattt
  1600021 gataatccac tagcaataga gaaaaagggc gcttagtaaa atgtacccta tagaatagat
  1600081 acttaaaaaa gtctattcta tagggtattt cttgtataat gagagaaaaa tgagaatcgg
  1600141 ggaaatttca aaatgattaa aaaactgttc gcagaaaaag aagttcaaac actatcaaaa
  1600201 aaatcgatac gtaaaatcag tcagcgggaa agggattccc tatacagatg aattcaaacg
  1600261 tatttttatt gaagaaaata aaaaaggaaa accccctcgt gttattttga agaatgtgga
  1600321 tttgatgtag aaatcatcgg gatacaacgc gttgtatcat caggaaataa tggcgtactt
  1600381 cccataagaa aaatgtttta tttggtctaa gagatacacc taaagaaaat tcgggaagaa
  1600441 agctagagag agaacctaca ttagaagaaa aatatgcacg tttggaagcg gaaagaaact
  1600501 tattaaaagc tgaaaatgaa ctgttaaaaa agaaaaaact tatggaagag agaatgggaa
  1600561 agaaataaca ttacaaccta gccaaaaaat atgtgttaat tcgttttgtt attgaaaaat
  1600621 acaacctcaa aaacgtggtg aggtatctat gtaaaattgc tggagtttca cgttcagaat
  1600681 actataatta tttttccgtt tcctcacaaa atcagcggaa gaacaaaatg gatcagggtg
  1600741 aaatatcgaa agagttcata ttaaaggcat ttcgttttaa aaactgaaga aaaagggttc
  1600801 gtaaaatcaa aatgacattg gcgggtcaat ttcaagttgt ctataacttg aaacgtattc
  1600861 gtagaattat gaagaaatgt gaagaaatat gggattatct gtcccactcg taaagcgaat
  1600921 ccttacaaaa gaatgacgag agcgacgaaa gaacatttcg tggtaccgaa ttaattgaag
  1600981 caagaattga ggaaaggtgt acatggaaag gtgcttcttg cagatatcac atacctgttt
  1601041 tatggtagga atcggaaagt atatttatct actattctag acaggtccac gaatgaaatt
  1601101 ttagcctatc atgtttcagg gcagctcaca taagatatcg caacaatgac atttgacaac
  1601161 ctaaagaaga ataagaaaat tcgattgact aaagatgcct atattcattc cgatcaagga
  1601221 gctcattaca taagtccaat ctatcaaaaa ttagtcgaaa aaattaaaac ttggacaatc
  1601281 gatatcaaga cgaggaaact gttgggaaaa tgcccctcaa gaatcctttt tcgggaatat
  1601341 taaatatgaa gcgtatataa aaacttgtac atcttccgcc cagctaatac aagaaattaa
  1601401 agactatatg aaatactata accagtatag atatcggtgg aatttaaaga agatgactcc
  1601461 tgttgaatac agaaatcacc ttcttaaggc cgcctaactt ttttaaaatg tcctttacag
  1601521 agggtacaga ttagaaagac agaagctttt taatcatgcg tacttattta cacgctaggt
  1601581 atgtgtctct ttagaagtaa catatattat ggtgaaacga gtatgtaaaa atctatctat
  1601641 taaaatgtta cgatttttct ttgaaactcc ttatatattc atgttttata acttttaaag
  1601701 cctaattgga gaagtattaa tttaataaaa taaattgaat tatttaacag ggaaattaag
  1601761 aagcatacat aagaaagaag gttttttgtt ttacaacata ttgtcattta ggcttcaaac
  1601821 aagcacagtc agaattaaca gcgatatttg aagaaaaaaa ttaaagaact tctacaagaa
  1601881 aaggaattct tcatttatac aaagctattg atacttacgc tctgaatata ttgatttaca
  1601941 tgatctggtt tgaattttaa aaaagaataa aagatacaaa ttttttttga aattacctag
  1602001 catattttca aaaaagtatg ataatattat atataaatat gaaaatataa tataaaaatg
  1602061 atatttcgat tataagaaat atcatttggg aggattatga gaatgaaagg taaaaattcg
  1602121 aagtttttag caagtgtatg tgtaagttca gcattaatgg tttcgactgt atatccatca
  1602181 gtcaatgcta tggctgcgga agtagctata gtaaaaacaa aagcagtgac agtagatgcg
  1602241 attacagtag caaataatga aaaagaggca gaagatacaa ttaaagtaac tggtttagta
  1602301 accggcgata ttgtaaaagt ctatgacgca gcttcaaaag gaaaagaatt aggaacaaca
  1602361 aaagtagcgg aaaatgcgac agatgcgaca attacaggaa aagatttatt agcagtagcg
  1602421 ggtggaacag tatatgtaag tgtacaaagt aaagatcaat tagaaagtcc acgtacggcg
  1602481 aagaaatatg atacgcaagt atcactggca ccggctgtaa aaaatattgt tatattaaat
  1602541 aatgatgatg cggacgatat tgttcgagta acaggattag agtctggtga cgtagtaaaa
  1602601 gtatatggtg aagcaacagg tggagaggta attgaaaaag caacagtgca aggtaataaa
  1602661 acagcagtaa atgttaaaat acctcaattg gggatagaag ctggtaaagt atatgtaact
  1602721 gtaacaaagc ctaataaaga tgaaagtaaa cgtgtaggaa aagattatat tgctgaatga
  1602781 tggtaaaatt gtacatttga tataaaatca gaggtagaaa gagagtgcgc tataagtagc
  1602841 taaataacta tttatagtag cgctctttct ctaattaatg aaaataagat tccttgattg
  1602901 taaaatttaa aaatgttttt gtttttttaa ttatagtctt aatatatcca taaatagttt
  1602961 tttgaaatca tattttaaaa atattttata taaatattaa atcattttat aaaaatcgtt
  1603021 aaaaaaagtg aaatggtaat ataatgatta aaggttatac atttagcata aataaaggag
  1603081 aaaattataa tgaagccttt tctatcagct tgtttaattg taaaaaatga agaagaaatg
  1603141 ttggggaaat gtttagagtc tcttagaaga gtaattgaag aaattattgt tgtcgataca
  1603201 ggatcaacag attcaacaaa agaaattgca agacaattta cagataaagt atatgacttt
  1603261 gagtggatga atgatttttc tgaggcgcgt aatttcgcag catctaaagc gaatggggaa
  1603321 tggattattg cgattgatgc tgatgagtgt gtagaccctg ataattttaa agaggctata
  1603381 aaagaaataa aattccatca aaataaattt aatatgtatt tagtggaaat tactagtttt
  1603441 tcaggggcat taggagaaaa tacaactgta aatcaaatgc caagaatata tgtaaatgat
  1603501 ggcaccattt gttataaacg tgctattcat gagcaattgg aagcagtgga agggggacta
  1603561 agagtatctt tatcttctct taaggtctat cattacggct atttatcaaa tgtagtggtc
  1603621 aaacaagata aaaaatcgta atatacaaat tatagagagt gatttaaaaa aagaagaaaa
  1603681 taaagctttt tcttacttta attatggaca agagcttcga agattaaaca agaaagaaga
  1603741 agcgctggat aactttatta aggcatatac atataaaaat agtgttgatg aaggttgggt
  1603801 acgtacatgt ttatttttta ttgtagagtg tttagttatg ttaaaacgtt atgaagaagc
  1603861 attagaaatt gtacgtgata cagaagagtt gtggccctta gctccagatt ttaccttttg
  1603921 gaaaggggaa atttattttt tacaaaaacg ttatagtgat gcaaaagaaa tttatcaaaa
  1603981 tattttagta aacagtgaga tgtatacaga tataatttat cattttgatc gaaaaacatt
  1604041 cttaccacat gaacgtcttg gacaaattta tgaaattgaa aacaatgaag aagaagcgat
  1604101 taatcactac atacaagcgc taaatgaaaa tcctttatca gttagaatca ttacaaaaat
  1604161 tgtatatatg ctatgtaaat actatgaacc acaagaagtg tatgaattta ttagtaatca
  1604221 aaatttaatt aaaacggata taatacgtat agcaattgtg aaatgtttgt tacacttagg
  1604281 gtttgtatca ttggctagcc tattggtaga tgatatggaa aatggaaaag aaaatttagt
  1604341 aaatataata cagataaaag ttgatatgat tactgctatg gaaaataaaa ttattaactt
  1604401 tgaaacagaa gatttattgc ggggaattca aaatggagta tttgatttag ctgatttatg
  1604461 tgttttatac gaaattacta aagatacacg tataaaagat gttatgaaac gttcaaattt
  1604521 ttctcgcgta tttgcctttt tatttgaaga atctaaatcg attcaagaaa taaaagaaga
  1604581 agagtattta gcattgcttg atagagcttg tcgttataat aaaccagatt ttgtagaaaa
  1604641 attgatttca tttaaatctc ttcttaagag taatagtgat gcgaaaattg cagacgtatt
  1604701 ttacataaat gaatatcagg atatcgcaat ggatttttat caattatcag atgagaaata
  1604761 tattacagag caggggtatg taaatataat tgagtggtta attacaaatg atactattga
  1604821 agaagcctat cgtattacag tagaagcaat tgataaatat agtaaagatt tccgatttta
  1604881 taaatatgct attgaattaa tgaaagaaga tagggaagga gttatgatga aagggcttaa
  1604941 ggtgtttccc gatagtaagt ggttaaaaac taatttaata ccatctaatt aaaaagataa
  1605001 tagataaaat gtaccttata gaataaacac tcgaaaaaag tctattctat agggtatttc
  1605061 ttgtataata aaataaaaat tgggatcgga gaatgtccaa aaggacaaaa aagcaattta
  1605121 cagaaagaga aattcaaatt ttatcaaata acccatacgt aaaatctgta agcgagaaag
  1605181 gtatcactta tacagcgaaa tttaagcata tttttattga gggaaatgaa aaaggaaagt
  1605241 tacctcgata tatttttgaa gactgtggct ttgatatatg attggaatga aacaggttat
  1605301 gtcatcagga agtagatagc atgctgctta tagaaaaaat ggtgtatttg gtttacgtga
  1605361 tacacgtatc gaaaacgcag gaagaactct tgagagggct tacgttagaa gaaaagtatg
  1605421 cctgtttaga agccgaacga aactcactaa aggcggaaaa tgaattgcaa aaaaaatcaa
  1605481 acttatggaa gggaggatga gaaagaaata acactaatac atagtcagaa attcatcttg
  1605541 attcgttctg ttatcataaa atacaactta aggaatattg tcattcattt gtgaaaagta
  1605601 attatagtat cccgttcgga atactataat tacttttcga attcttctca agaacagcgg
  1605661 aaacaaaaga aagatcgaga tgaaatcatg aaaaaagcca tattaaaagc acttcgattt
  1605721 agaaccagaa agaacagggc tcgtgaaata aagatgtcat tggcgagtca gtttcaagtt
  1605781 gtctacaatt taaagagtat ccgtagaagc atgaagaaat acgagattgt ctgtccggtt
  1605841 cgcaaagcga atccttataa aaaaatgctg aaagctacaa aagaacatcg aaagataccg
  1605901 aatcaattaa atcgggaatt taaacaaaat acgccaggga aaccacttct tacagatatc
  1605961 acctatttag tttacggtaa aattcaaaag gcttatttat ctacaatttt agatggccaa
  1606021 tcaatgaaat tttagcttac tatgttttag aacagatgat gacattagaa cgacacctct
  1606081 tcttaaacta aaaaggaacc cgaggattct attgactcaa ggtgcttata ttcattcaaa
  1606141 tcaaggagcc cactactcaa gccctaccta ttaaaagcta gtcaaaaagc taaatctcgg
  1606201 gcaatccatg tcaagagaag gaaaccgttg ggataaggtc ctacaagaat cgtttttggt
  1606261 catctgaaag atgaagcgca tataaaacct tgtgcatcct tttttgagtt gaaatcaaga
  1606321 gattaagaaa tatatgacat actataatca ctatagatat taatgaaatt aaaaaagatg
  1606381 actcctgttg aatacagaaa tcattttctt gatggtgcct aactttcttc aaaatgtcct
  1606441 ttacaaaggg tacagattaa atagctgtaa aaagaagtaa ggaataaata tgaactacat
  1606501 ctccaattgt tagacacaat ctaacaattg gagatgtagt tttttatgac taaatttact
  1606561 tcagaagaca aaatgaatgc agtcatactt gaaattaata ggtaggaggg gtattgcgtg
  1606621 aaacagtttg attaaaagct tttaatcaaa ctgtagaatt ggtataaagt gtataccgat
  1606681 tttataagaa aattgagtat tcattaaaag ttgttggaat agaatttttc tatagtaatg
  1606741 aaaataccaa tatttcaaga aattaaggat taagtaaaag agaatttata gcatgaattg
  1606801 ttacttctct aaagaaaaag tcctcaaatc gcttaaaagc gatttgagga cttttttaca
  1606861 ggttgctaaa ttattgtaat aatttactta ccatttgtgg agtttggttt gcttgagaaa
  1606921 gcatgctgat accagcttcg ttcaagattt tgaatttagt catttcagac atttcttttg
  1606981 ccatatcagc atcttcaatt tgagaagcag ctgacgccat gtttgtagct tggttgttta
  1607041 agttttctac gttacgatcc aagcggttta aagttgcacc aagtgttgca cggttaccag
  1607101 caactgtgtt aagggcagta tttaaagctg aaatagctgc taatgcgctt gcagcaccac
  1607161 tgatagaaat gttagaagta gttgcatcaa ttcctaattt ttcagctgta gtatttgcta
  1607221 atttgattgt gatttgttga ttagtagcag aagaatctag tgtttcaata ctaatttccg
  1607281 caccagaaat agatgtgcta ccaattgtta ctgctccagt tccagctaat agatttttat
  1607341 cgttaaactc tgtattttta gcaatgtaat caatttgttc ttgtaattct gcaaattctt
  1607401 tttgtaatgc tgattggttt tcagcagtat ttgtaccgtt tgaagattgt acagcaatgt
  1607461 cacgcatacg agttaaaata ttcgatacag agttcattgc agattctgca gtacggatta
  1607521 atgacatccc gtcttgtgta ttttgtgaag ctttttctaa accgctttga cgagcacgca
  1607581 tacgagttgc gattgcaaga cctgctgcat catcagctgc actgttaata cgcttaccac
  1607641 tagataagcg attcattgaa acattcattt tgtcttggtt ttggcgcatg tactcttgag
  1607701 tacgcatgct gttaatgttt gtattaattc tcattttaag aacccccatt tttttatatt
  1607761 gacttttctg caaattgaaa aacggtaata tgcgaaaaaa tcaatttcga gatttattgt
  1607821 aatccctgtc atagcgggtg tcaactaaaa attcgaatta ataaatataa aaaaataaca
  1607881 gtttaacaat atattcattt ttttattaca atattattaa aaggattatt gcaaacttta
  1607941 aaaaaaactc taatattaga ttatctttgt ttaccgaaaa ggtgatatta tgttagttgg
  1608001 aaatatagta aaagaagtgc ttgcatataa gaaaggacaa attcagcaaa agctaagtag
  1608061 tccacaagca ttcgttagta gtcgttttca agagaagttg cagagtgaac ctgcgaagga
  1608121 gacgaagggt actacgcagc tggcaaaggt agaggatatg agtcagccgg tacaatctac
  1608181 gaaaatagaa acggtcgtaa ataaaccgga acaatctatt cataaagtag aggaagcgag
  1608241 taaacctgaa gaaaaggctg aaacgaagaa cgtagatgaa gtgcaagtcg cacaaaaaga
  1608301 gtttgaacga cgtttcccag aaacgaaaaa tgaggctgct gatacgtggg gattaacgaa
  1608361 gaagtataat attcaaaaaa tacgttcttc aaatgaagga aagtatgagg atattataga
  1608421 tcgtgtaagt catacatacg gaattccgaa aacgttaatt caaaaaatga ttgaagtaga
  1608481 atctgatttt aatccgaaaa cggtgtcaca tgcaggtgcg aagggtctta tgcagcttat
  1608541 gccagcgaat gtgaaagaga tgggtataaa aaatccattt tcaccagctg aaagtattga
  1608601 gggcggcgtg aaagagttaa gcggttattt aaagaaaaat aacggcgatc tcgtactagc
  1608661 gcttgcatct tataatgcag gtcctggtaa tgtgagaaag tacggaggcg taccaccatt
  1608721 taaagaaacg caaggatata ttaaaaaaat attaaatatc gacgtttcaa aataagaagt
  1608781 ttcatatata gagagaacat gaaattttcg tgaacatgat atgggagttg gctagatttg
  1608841 aaattacaag atgatattcc gttaacaatt tattttgaaa tcggaaatac gaaaaaaaat
  1608901 tgaagatttg cttcatatta cgaaaggtac attgtatcgt cttgaaaatt caacgaaaaa
  1608961 tacggtacgt cttatgcttg agaatgaaga gattggaacc ggaaagattt tgacgaaaaa
  1609021 cgggaagatg tacgttgaaa tcgttgaatt gaaaaggtag ggaaggggat tgtcatgagt
  1609081 ggcgaaaaat taagccaaga gcaaattgat gccctgctga aggcggttaa tgaaggcgag
  1609141 gaaatgccag ctttcgcaca agaagcagga aagcaagaga aatttcaaga gtatgatttt
  1609201 aatagaccgg agaagttcgg tgttgagcat ttacgtagct tgcaagcaat tgcttctaca
  1609261 tttggtaaac agacgtcaca gacgttgtca gcgcgtatgc gtattccaat tgagttagaa
  1609321 ccttcaacgg ttgagcaagt tccatttacg agtgagtatg tggagaaaat gccgaaagat
  1609381 tactatttat attgcgttat tgatcttggc cttccggagc ttggagaaat tgttattgag
  1609441 attgatttag ctttcgttat ttatattcat gaatgttggc ttggtggaga tagtaagcgt
  1609501 aactttacga tgcgcagacc acttaccgca tttgagtttt taacattgga taatattttt
  1609561 atgctccttt gtaaaaattt agagcaatca tttgaaagcg ttgttgcgat tgaaccgaaa
  1609621 tttgtaacga cagagagaga cagatccgaa tgcattaaag attacgacag caagtgatat
  1609681 tatttcatta ctaaacgtaa atatgaaaac ggatttttgg aatacgacag tgcgtatcgg
  1609741 aattccgttc ttatctgttg aagaaattat ggataagtta acatctgaaa atattgtcga
  1609801 acattcttca gataaacgta agaagtatac gtctgaagtg gaagtgaaag taaatcaagt
  1609861 gtacaaacct gttcacgttg cgattggtga gcagaagatg acgatgggtg agattgaaca
  1609921 aattgaagaa ggcgatataa ttccgctgca tacgaaagtt tcggatgaat tactcggtta
  1609981 tgtagatgga aagcataaat ttaattgttt tattggaaaa gatggaacgc gtaaggcgct
  1610041 cttatttaaa agttttgtag agtaggagga tccgtatgaa acatgaagta tctcctgtgt
  1610101 cattaatgga attagaagat tttgcaggaa agcgaaacga agcaagtaaa gcacatattg
  1610161 atactgtttc agatatttcg attgaacttg gtgtaaagct tggaaaggca tctattacgc
  1610221 ttggtgacgt gaagcaatta aaagttggcg atgttctgga agtagagaaa aacttaggac
  1610281 ataaagtaga tgtatattta agtaatatga aagtcggcat cggggaagcg atcgtaatgg
  1610341 acgagaagtt cggtattatt atttctgaaa ttgaagctga caagaagcaa gctgcgctta
  1610401 tgaaagcgca aagtcaaatg caagataaag agtagaggag gagtcatatg tcgtatatga
  1610461 cgaccttatt tcaagtcgtt ttactgtttg gtgcgctcgg ctacggtgcc tattatatga
  1610521 cgaaaaagac gcgcaagcag cagtttttta aacaaggtga aaatggccac attcaagtga
  1610581 aggacggcgt gtatttaaat catcaaacga gcgctttttt atttgaagtg gatggtaagc
  1610641 aagtgttcac tgttattagt aataacggtg ttcaatctgt gcaattaaca ggaacaggaa
  1610701 atcagtttca acaagcgcta gaagacgcgg tgaagagtga aacgaaaaaa gtagaggatc
  1610761 catcatgaga ataaagaaac agttatcgtt attagccgtt attttcgtat tttctatcgt
  1610821 tttttcaatt atttttgtaa atccagcgta tgcagcccaa aacggtttta ttaatttcga
  1610881 aaatggaaaa gagtttacga gtaactcaag tgtacagtta tttgcgctcg ttaccctttt
  1610941 atcattatct tcatctatcg ttctattatt tacacatttt acttatttta tgatcgttct
  1611001 tgggattaca cgtcaaggac ttggggtaat gaatttaccg ccgaaccaag tacttgttgg
  1611061 acttgcctta tttttatcac tctttacgat gcagcctgtt cttgggcagc taaagagcga
  1611121 tgtgtgggat ccgatgacaa aagagaaaat aacagtaagt caagctgcgg aaacgacagc
  1611181 gccgattatg aaagagtata tgtcaaagca tacgtataag catgatttaa aaatgatgct
  1611241 gaaagtgcgc ggagaagagt tgccgaaaga tttaaaggat ctatccttat ttacgctcgt
  1611301 accatccttt acgttaacgc aaattcaaaa gggattgtta acagggatgt tcatttattt
  1611361 agcgtttgta tttatagatt tgattattag tacactgtta atgtacctcg ggatgatgat
  1611421 ggtaccgccg atgattttaa gtttaccatt taaaatactc attttcgtat atttaggtgg
  1611481 atatacaaaa atcgtcgaca ttatgtttaa aacggtcgcc tgaagcgttt gatgctatgt
  1611541 gataggagtc atataaatga atacgtcacc aattatagat atttttcaaa ccttttttta
  1611601 taaaggggtt atgattttaa tgccggttgc cggcgttagt atgattgtcg ttattatcat
  1611661 cgctgtcatt atggcgatga tgcaaattca agagcaaacg ctgacgtttt taccgaaaat
  1611721 ggcgagtatt gtactcgtta ttatcatttt aggtccgtgg atgtttcaag agttaacgac
  1611781 gcttatttta gatttatttg ataaaattcc atcgctattg cgttcgtact aagatagggg
  1611841 aactgaaatg aatatggaat tatgggcggc gacgtttttt gcgttttgcc gcattacttc
  1611901 atttttatat tttttaccgt ttttctcagg tcgatccatt ccagcaatgg cgaaggttac
  1611961 atttggactt gctctttcca ttacagtggc cgatcaagtt gatgtctctc acataaagac
  1612021 agtttgggac gttgcagcat atgcaggaac gcaaattgta attggactat cgctttcaaa
  1612081 aattgtagaa atgctgtgga acattccaaa aatggccggg catattttag actttgatat
  1612141 cggtttatca caagcaagtt tgtttgatgt aaacgcaggt tcacagtcta ctttactatc
  1612201 aaccattttt gatatatttt ttctcattat ttttatttca cttggcggca ttaattattt
  1612261 cgttgccacg attttaaagt cgtttcaata tacagaggcg atttcaaaat tgctgacgac
  1612321 tagtttttta gatagtctac tcgcaacgtt attatttgcg atcacatcag cggttgaaat
  1612381 tgctcttccg ctcatgggaa gtttgttcat cattaacttt gttttaattt taatcgcaaa
  1612441 aaacgctccg caattaaacg tttttatgaa tgcgtatgtt attaaaatta catgtggtat
  1612501 tttgtttatt gcgatgagtg taccgatgct cggttatgtg tttaaaaata tgacggacgt
  1612561 attgcttgag gaatatacga aactatttaa ctttttctta acgaagtagg gggacgcaca
  1612621 tggcaaagga taataaaaca gaaaaggcca ccccgcagaa gcgtaagaaa tcgcgtgaag
  1612681 aagggaatat tgcccggagt aaagatttaa ataatttatt ttctattctt gtattagcag
  1612741 ttgtcgttta cttttttgga gattggctag gatttgagat tgccaattct gtatcggtgc
  1612801 tgtttgatca aattggaaaa aatacagatt caaccgagta tttttatatg atggggattt
  1612861 tactactaaa agtatcagct ccgatattaa tactcgtata cgcttttcat ttattcaatt
  1612921 atatgattca agttggtttc ttattttctt ctaaagttat taagccgaaa gcatcacgta
  1612981 ttaacccaaa aaactatttt acgagactgt ttagtcgtaa aagtttagta gatattttga
  1613041 aatcactgtt ttatatggga ttaatcggtt acgttgctta cgtgctattt aaaaagaatt
  1613101 tagagaaaat cgtgagtatg attggattta actggactgc gtcacttact gaaattatta
  1613161 ggcaaattaa atttatcttc ttagctattt taattatatt aattgttctt tctattattg
  1613221 atttcattta tcaaaagtgg gagtacgaac aagatattaa gatgaaaaaa gaagaagtaa
  1613281 aacaagagca taaagataat gaaggggacc cgcaagtaaa ggggaaacga aaaaacttta
  1613341 tgcacgccat attgcaagga acaattgcga agaagatgga tggtgcaacg tttattgtaa
  1613401 acaacccaac tcatatttcg gtcgtacttc ggtacaataa acacgttgat gcagcaccaa
  1613461 ttgtcgttgc aaaaggggaa gatgaactcg cattatatat acgaacgctt gcccgtgaac
  1613521 aagaaatacc aatggtggaa aaccgtccgc ttgctcgttc tttatattat caagtcgagg
  1613581 aagatgagac gattccagaa gatttatacg tagctgtaat tgaagttatg cgctatttaa
  1613641 ttcaaacgaa cgaacttgaa gtataatagc gcgtttggag gagatctctt tgtttaagat
  1613701 agattctgca agaacctatt tttctatctt tttagcagcg tcattcgtag tggcgctctt
  1613761 aattccactt ccaccattta tacttgatat cattatcgtt tttctactaa gtatgtcagt
  1613821 gcttatttat atgcgagcaa caagtattaa cgagtgggat gaattaaagt catttccgac
  1613881 gatgttgtta ttaatcggga ttttccgcgt atcgattaac gtatcgacga cgcgagcgat
  1613941 tttgacaaac ggaaatgcgg gtcatgttat tgaagagttc ggtcaattcg taattggcgg
  1614001 gaacttatta attggtatcg ttatttttac agtattaatc atattccagt ttatcgttgc
  1614061 aaacggtgca tctcgtacag ctgaagttgc agctcgtttt acacttgatt ctttaccagg
  1614121 gaaacaaatg tcaatcgatg ctgatttaaa ccagcgtatt attacagaaa aagatgcaca
  1614181 agcaaaacga aaaaaattaa atatggaagc agagttttac ggggcgatgg atggtgccgg
  1614241 gaagttcatt aaaggggacg ttattttcgg cattgtcatt ttattcgtaa acattatttt
  1614301 tggcttaatt gtcggaatga tgcagcaagg aatgagcttt ggtgaagcag cccttcatta
  1614361 tacacagtta acagtcggtg acggaattgt aaaccaaatt ggttccttaa tgcttgcgat
  1614421 ttcaacaggt attatcgtaa cgcgtgtatt tgacggttca ccggatacgg taacggaagg
  1614481 aatctttaaa gagttattag cacatgaagt tgttgtatat gcactcggtg gtttatttat
  1614541 cgcaatgggt atttttactc cgctaccatt tctaccattt gcactcgttg gtggaacaat
  1614601 tatcttctta ggaattcgta ataaaaaccg aataaagaaa gaaaaagaag acgagcttca
  1614661 aaaagaaata gaaatgattc aaggcgaaga tgaacaactg caacaagtgg aagattcatt
  1614721 tggcgtattt acagataaat atccaattat agtagagctc ggcttagatt tagcagcact
  1614781 tgtaaagcag aaaattaacg gagaaacagc tcgtgataaa gttgttctta tgaggaaatc
  1614841 gattattacc gaccttggta ttaacgttcc tggaattaac tttaaagata atacgagttt
  1614901 tagaccacgt ggacgttaca ttattcgtat taaaggtgcg aaggcagctg aaggtgtttt
  1614961 aaaatcaggt tacttattag cactgaaaac accgaacgta atggccgatt tagatgcaga
  1615021 accagcgaaa gatccaattt ttggcgagga tggatattgg attttagagc atatggtaca
  1615081 agatgcacaa atgaaaggct atcaagtatt agagccactt agcatattaa ttacacattt
  1615141 agatgttgtc gttagacgta atcttcatga gttaattcag cgtcaacatg taaaagactt
  1615201 aattaactcg cttgaaaatg ataacggcgt tttattagaa gaaattaaga agaaagaaat
  1615261 cgacttatca cttgttcaaa atgttattaa gcaattgcta aaagaaggta tttctattcg
  1615321 tgatttacca accattatcg aaggtattat tgacggaaaa gaaatttatc aaaatcatgt
  1615381 tgacggtgta acgtcattcg tccgtgaatg tatttcaaaa gttatttgtg aaaatgcgaa
  1615441 aaatcctgac ggtaaaatat atgcggcgct cttctcagat tcaattgagt tagatgcaga
  1615501 cgttgtgaac aattcttatc aaggttattt attaaactgg gatttagatt tagaaacgcg
  1615561 agtcgttgag caagtacaac gcgtatttaa acaagcgagg ttaatgggaa gagaaccagt
  1615621 attattaacg cgtagaaaag atttcagatt tgcgattgta agacttcttg agcgctatca
  1615681 agtagaagcg caagtacttt gtattagcga attagcacca gaaattgttg tagatcaaat
  1615741 tgcctatatt gaatagtagg gggtgaagta atggaaagta cagaaaagaa agaagcgtta
  1615801 atgcgaataa aagcagcttc gaaaaatgaa ttgtatcgaa agttatttga ccaatatggt
  1615861 acagattatt attacgttgt cgatgaaagt gtaaaacgca atatcccgtt tttttggaaa
  1615921 aagaattatg aaatgttagt tgcttttcca gaggataaac aggaagaagt gaacgaaggt
  1615981 acagctcaat ttcatgagca attaatggat gttgtgaatg acccttcaga acaaattgtg
  1616041 aaggcgaacg gaattcaatc ggtactgcac aatttagaaa acgtgacgac tcctatgtca
  1616101 tatgcggcga tgcaaacagg aaatagtgaa gaatgggcaa gaaagaaaga gaaactatta
  1616161 aagctgtttg aaaaaggtat cgtcgttgtg aaacagacgg aagaaacaaa agtaacgaaa
  1616221 aagtaaaaag ctgtgaaaaa agtcgttcct gtcaagaaag aagaagtggt tgtaaaaaaa
  1616281 gaaaagcaag aatctgtacc atttattatt caaaaagtaa ttcgcatgct agagcaaaac
  1616341 gatgtagaac aatacttcat tcatgcctat gctgaaaagc taaaagtgaa gtttgagaat
  1616401 gcaacgatga ttacagaaga agtaatcgaa tatatattgg aagatatgag ctctcatttc
  1616461 aacacagaaa acgtatttga aaaagaagtg caaacaattg cattaatcgg cccaactggt
  1616521 gttggaaaaa cgacgacact tgcgaaaatg gcgtggcagt ttcacggtaa gaaaaaaacg
  1616581 gttggtttta ttacgacaga ccattcgcgc attggaacag tgcagcaact gcaagattac
  1616641 gtaaagacaa ttggatttga agtaatcgct gtacgtgatg aagctgcaat gacaagagcg
  1616701 cttacgtatt ttaaagaaga agcgcgcgtc gattatattt taattgatac agctgggaaa
  1616761 aattatcgtg cgtcagaaac agtggaagaa atgattgaaa cgatgggaca agtagagcca
  1616821 gattatattt gtttaacgtt atcagcttcg atgaaaagta aagatatgat tgaaatcatt
  1616881 acgaacttta aagatattca tattgatggt atcgtgttta cgaaatttga tgaaacggca
  1616941 agtagtggtg aactgttgaa aattccagca gtatcatcag ctcccattgt attaatgaca
  1617001 gacggacaag acgtgaagaa aaacatacat atcgctacag ctgaacattt agcgaaacaa
  1617061 atgttgcaaa catcatagaa aagaggtgaa ggataaggca actgccttat tcaaacgagt
  1617121 atgaacggtc tttatatagg ttctatgggt atgatgaatt acatgcagcg cattaatgtt
  1617181 cattcgaata acgttgcaaa tgctcaaacg acaggattta aagcagaaaa tatgacttct
  1617241 aaagtatttg atgtacaaga tacataccgc cgcggagatg gggctgtaac aaatatcggt
  1617301 tcggtcgatt acgctgtagt accagccgca acgcatgtga acttagtaca aggaaatata
  1617361 caaatgacaa atagtgatac agatttcctt ttagatgacg gaactgctgg cacagcttcg
  1617421 tttttcgtta catctaaaaa taatgaaacg tttttaacga gagacggtag ttttacatta
  1617481 aatagtgatc gttatttaca aacaacttca ggcgctttcg taatgggaga gaataatgaa
  1617541 cgtattcgta ttccagaagg agcaaaagta gctgtacaag cagacggtac gttatatgat
  1617601 gcagtaacac aaaacaatat tgctcgcttg caaacaaaaa cagtaggtgc agaagcgaat
  1617661 aatcgtctaa tccaaagaga gaacaaaagc tttactctag cagaagggaa cattgctgat
  1617721 ttaccgaacg gagtagggac agtaaaaaat tatatgctag aaaattcaaa tgtagatatg
  1617781 acgaaagaga tggctgatct tatgacggat caaagaatga tttcagcatc acaacgcgtt
  1617841 atgacttcat ttgataaaat ttatgaaaaa gaagcgaatg aaatattgag ataggagact
  1617901 cctaataaag gagtctttta ttaattttaa atttcagaat tatcaattga ctttacggag
  1617961 cttctttttt atattagtag gtataactat aactactaaa gaggtgagag tatgacaacg
  1618021 gcattatatt tagaagatgc atacaaaacg agttgcgaaa cagaagtgat aaaagtagaa
  1618081 gggaataaag tatttgtaaa agaaacagtt ttttatccaa ctggtggagg gcaagaatgt
  1618141 gatacgggtg tcattgtaca agatgggttt gtatttgaag ttgaaaaggt aaagaaggag
  1618201 cagggagaaa tagttcacta tataaaagat ggcgctcaag taaaattagg tcccgttaaa
  1618261 ttagagatta attgggaaag acgtcataat ttaatgcgtc atcactcttt actgcatctt
  1618321 atcggagctg tcgtttatga aaaatatgga gctctatgca ctggaaatca aatttatcct
  1618381 gacaaagcac gtattgattt taatgagtta caagagttat cgagcgtgga agtagaagga
  1618441 attgttaagg aagtgaataa acttattgaa caaaataaag aaatttccac tcgttatatg
  1618501 agccgcgaag aagcagaaaa tgctgtagga atgattaaaa cagcaataaa tctcctgcca
  1618561 actactatac aagaaatccg cattgttaca attgaaaatt tagacgaaca agcttgtgga
  1618621 ggcacacatg tgaaaaatac gagtgaaata ggaacacttg ttattgataa agtaaaaagt
  1618681 aaagggaagc aaaatcgtcg ctttgaagtt agagcgatct agattgcgag gggttaccga
  1618741 tggatgaaat tataaaggaa ttacaaaagt taggattttc ccagtacgaa tgtaaagcgt
  1618801 atattggact actaaaacat tccccagtaa caggttatga agtgagtaaa caaacaggag
  1618861 tacctcgttc tatgatttac gaggtactcg gaaagttaat ggataaagga gcagtacata
  1618921 ttgtaccttc tgaaccagtt aaatatgtac cagtaccagc taccgaatta atgaatcgaa
  1618981 tgcgaaaaga ctttgagaag tcctttgaat ttttagatga gaaattaaat ggtttagaac
  1619041 aagagagaca aatagatgta atttcgcata ttcgctcaaa tgatcgtgtt ttaaaagaaa
  1619101 tttgcaatat aattaataga gcaaaggaag agttatggat ttctgtatgg gaagatcaag
  1619161 tgcatgaaat tgagccatac attcatcaaa aagaagagga aggcgtacat atattttcaa
  1619221 tcttatttgg cgcgccagaa accaaaatag gcgcgacgtt tcaccataat tatatgacac
  1619281 ctcacgttgt tgaaaagaga atgggtggtc atttaactgt tattgctcgt gacggggaag
  1619341 aagtattaat tgcgaacttc tcaaatgata gcacttcgtg ggctgttaca acgtatgacc
  1619401 cagcattagt tctcgttgct acagagtatg tgcgacacga tattatggtt gaagaaatta
  1619461 cgaaggaatt tggagctgat aagttagata cgttatggcg tgaaaatata gatttagttc
  1619521 atgtcgtaac aggaaaacga actatggaag gaatggagga tgataaggat gagtaaagct
  1619581 gaggcacatg tagctttgca gagcgatgat acatttcagc aaggagtaaa agattgttta
  1619641 ccaactgtat ttggttattt aagcatcggt atagcagctg gtgtaattgc aaaaacagca
  1619701 ggtttctcca ttattgaaat tgcgtttatg tccactttaa tttatgcagg ttctgcccaa
  1619761 tttatattag ctggtatgta tgcagctggt gcaccggctt ccgcaattat ttttactgta
  1619821 ttttttgtta acttgcgcca ccttcttatg agtgctgcac ttgcgccgta ctttacgaaa
  1619881 ctgcctctat ttaaaaactt actaattggt tctcaaatta cagatgaaac attcggtgtt
  1619941 gcagtacagc atgcggcgca aaaaggatat ttaggtgaaa gatggatgat cgggcttaac
  1620001 gtaacagcgt atttaaattg gattcttgct actatcattg gcgggctatt tggtgagtgg
  1620061 ataccagatc cgcatacgta tgggatggat tatgcattac cagcaatgtt tatcggatta
  1620121 tttgtacttc agcttataag tagtaaaccg aagctagcaa ttcatcttac tgttgcaatt
  1620181 gtagcgatta tacttgcata cgtttctcac ttatttatgc cagatagtat agcggttatt
  1620241 atcgcaacat tattagctgc gacgattgga gtggtgattg aaaaatggaa atgagattag
  1620301 acgtaatatt acttttatta gcagcaggag ctgttacact cgtgccacgt attttaccgc
  1620361 tactcgtatt tagtaaacta caaattccag actggggttt aaaatggtta aattacatac
  1620421 caattgcgat attagcagca cttttagcac aagttttatt tatgcatgag acgatacagt
  1620481 gggattacct gatcgcagca attccaacat ttcttgtcgc aatatatact cgtagtttat
  1620541 taggtacagt attaactggc gtgattgtga ttattttgtt acgtttcttt ttctaaaaag
  1620601 gattacggtc atataatagc gaaaagtgta ataacatgaa aaatataggg gtggtgttat
  1620661 gatactttta acgataggag caattttatt aacgttgttt attttcttta ttatcggctt
  1620721 tattacgttt atgatgtttg ttgatagggc gacacctcaa atttattata caccttgtga
  1620781 atcagtgaca gtgaaatcta aaggtaaaca taaaaggaag aaaagttgaa tgtaggcttt
  1620841 tcttcctttt tatttatttg atttttctgt ataatttaag ttagttatct aactaactta
  1620901 aaagggggtc atagaaatgg caaaaccgaa tgttgttaat aaagagaagt tactacaagc
  1620961 agcaaaagaa attattgcag agcatgggat ggagaagttg acattaaaag cagttgcaga
  1621021 gagtgctcaa gttacacaag gtaccgtata ttatcatttt aaaacgaagg atcaattatt
  1621081 acttgaagta accgaagcgt tttgtaaagc gtcgtgggaa caaataggaa aggatgtaca
  1621141 gttagaaaag gctttacagt ctgccgaaag tagatgtgtg aaagattcaa tgtatcatca
  1621201 tttgtttttt caattagtag ctagtggatt acaaaatgat gcgatgaaag ataaaattgg
  1621261 tggattgtta cattatgaaa accaacaatt aacaagagtg ttaaataaaa atataggagg
  1621321 tacaatgaca tctcaaattt caactgaaac gtggagcgtt ttatgtaatg cattaattga
  1621381 tggattggca ttgcaagcct tattcaatcc atctttttct agcgacaaag tatatggtga
  1621441 tttgcacctg ttattggaaa agttcataga gctacaaaag ggaggtaatg gtagtgaata
  1621501 ataaactttg gctcactatt ttattttcta tcggcgtttg gttttttgcc tcagcattct
  1621561 tcattatttt cggttcttct gttttattag aatacacttc aaatagattt tttctacaat
  1621621 tgacgtttct tgaattagca acagcgatag ctttatactt tgtaatgtgg ttatacaaaa
  1621681 gactagatac tacaaaatat gcagttatta agttaggtat atgtggtacg gcaatcggtt
  1621741 taactttaga ttcttatatc ttgtataact cttctaacat attctcacaa ttatcctcac
  1621801 agcaaatcat gtcatttacc atttggatgg tgattgctta cgctctttat ttaataattc
  1621861 ctttcgttat ggaacgaaaa agactgttat aaagaggttt ttaatcctct ttataacagt
  1621921 cacatccccg aaagaactaa caaaaacagc ccaaataaaa aactaataaa ggaaagaaaa
  1621981 ccgagacata tggagaacac acgattgttt ctaaattcgc gccagaaagt gataaaacct
  1622041 aatatacaaa ggaaaaacca aataggaaga aataggaact cactaatctt ttcaggaagt
  1622101 aaagcataaa aagttaataa atataaaatc caatttgtaa aaaataaaat acaaacgata
  1622161 atagattgta atagggctgt ttggaaaact ctctcttttt tacggttaca aaaatgatag
  1622221 ttagcgctaa gaaaaaggca atgagcatga aaatcagtaa gagtaatgta aatgtcattt
  1622281 acatctcctt tataagagtg ttttttacaa gaaatgaatc tattacattg tatgcttgtt
  1622341 ttgtagagtg cccgttatat ttttcagtgt acggatttag aaaaccatgt tcaccgtgta
  1622401 gttggtgtat ttctaataaa ggattttttt gttgctgcaa tgtttgaatg aaagaggata
  1622461 ctgaaaaact agcttctttt tcagggaaaa taagtaaggt agcacatgtt ggtttcatat
  1622521 gaatatagtc acgtatacgg gaaccgtagc atccgataat aaaatttatg ttcggattgt
  1622581 tactacatag ccatgagatg gtagcaccaa cactaaagcc gataagtcca atatgtgtat
  1622641 aactactaga aagagaagta atgaattttt caatttgctt ttttccatct tcaaatccaa
  1622701 tatgattcat aaaaaaatga tatgcttttt cttcatcact ataaggaaat gcatgttgtg
  1622761 attgtagcag attaggacag aatacatcta tatgagatga agtgaagtgg tcggtgacat
  1622821 gatgcatatg atcgttcaca ccatatattt catgaacagc aatgagagct aattttttct
  1622881 tcatatctac aaagtatttc tatgaaactt aaattctttc tcaacaaggc agatacgtag
  1622941 gtgaaagttt tcgtaccatt gctcacgacc tctttttttc gcttctttat gtaagacgtt
  1623001 ctgtttccaa ttttcaattg cttcaagtga ttcccaataa gaaattgtga ttccgagccc
  1623061 tgaatgatct cgcacacttt ctacatctag aaacccaggt tgctgctttg cgagttcctc
  1623121 cattttatcg gcaactgtac tataatcagc tgtatcatta gataaattgg aagtgaatat
  1623181 aactgcataa taagaattgt ttttttctaa attagatgcc attatttttc ccccttaatg
  1623241 tatagtgtga ataattaatc catagtttgt attttagcag gtcacaaaaa gaaaagaagt
  1623301 agaaaattct tatttttttt cagctcctgt aaaatagaag atagaagaaa tttataataa
  1623361 gtaatctaaa aaaagaaaaa tgccacttca aaaaaatgaa gtggcatttc ttatatttcc
  1623421 tctaagctat taactggaac tgttaattcg cgtcctgggt tttttacttc atatatgcgg
  1623481 gcggtttcat tgctttcgtc gacgtgttga atcataacag gcatgccttg aaaactaaca
  1623541 ttcgcttgct ccgctgacac agaaagctct tttgcacgtt gaatattcat ttatattcct
  1623601 cccatcatta ttatctttgc taaaaaagag gaataatata ccatttcgag acgttcttaa
  1623661 agtttttgta ttatttgtaa tgtttcttta ataaatgaag tgaagatcga atcaggatag
  1623721 ctatctattg cttgaacagc ttcttttgcc tctgttaagg cagatttttt atcttgaagt
  1623781 tctatatagc aaagggcacg ataagaccca gctgttaata cccacgattg atcaagtgga
  1623841 tgattcatat aatctggtat ggtagcgtgt tttaatgttt ccaaagcttc cttataacgt
  1623901 tttaaaccat acaaagattt tcctttctca agataataca gcccatcgtc ttggaaaatt
  1623961 ggatcatttt ttagtttttc tcgaaattgt tctagatgtt ccaatgcgat tgtatattca
  1624021 ttcgtaacag tgttatagta ataagctttt aatatatcta tatttgcagc ggataaagta
  1624081 tcttctgtaa aaatggcaaa ttgctccgat ttttttatgt aatataaata ttgttcttta
  1624141 tcagttgtga tgattttttg ataagataaa atgcgataaa attcatctgt tttataatac
  1624201 acttgatgtt tttttgaaaa tgcaagtgca tctaaaatga ctttttcaca tttttcataa
  1624261 ttgccgtatg cgagtaaaat aattgcctct tttaagtata gttgtatatg tgtaataaga
  1624321 tccatttcta aattcttcgc cttatattca tcccgaattg tggcgatcat ctgtaaacat
  1624381 tctttatatt ttttctgctt gaagagcata tagtaaaaca gtagtttcgt ttcagtactt
  1624441 tcgcgataca aagtatattt ttcaaatata gaaatagcgg tttcaacgta atattcaata
  1624501 ttataatcgt tcataacagc tgctgctgtt atgaactgtt tatataaacg agctgtattt
  1624561 aaagtagaag gtagctcttt ttgaacgata ggtagtaaag tgtcatatac ttcatcgcat
  1624621 ttattcttta tgagtcgctc cattttttga atgagttcta caatttcatc atcgtcttcc
  1624681 tctaataaaa aactcgtttc acatccaagt ttttctgcaa tatattgtaa tgttttcatc
  1624741 gaaggtgtag cttttccatt ttcaatttga ctaagcatac tttttgtcag ttccgaacct
  1624801 gctagctctg tttgtgtaag ttttttttct tttcgtaatg ctttaatttt ttcgccgaga
  1624861 gttgccatat tgtagctcct ttataattaa aaagttaaat acaattaaac ttttttgttg
  1624921 taataattgg aaagctgatt atataataag tttaacacaa tttaactttt aaggggagag
  1624981 tgtcagaatg gaagatgtaa gtataggtca aactgattca agaatgaaga ttgcaacgag
  1625041 aaatattatt ttaatgatga ttggaaaaat gacgtcttta ttaggcgcaa gtatttatac
  1625101 gttcgcaatg gggttatacg tattaaagac aacgggttct gggatgggct ttgctactac
  1625161 gctcgtttgc ggatcacttc caaggatgat ctgtggacca attgctggtg ctgtagctga
  1625221 ccgtgtgagt cgaagatggc ttgtcatcgg tacagattta ttaagtagtt taacgatgct
  1625281 tattatgttt attcttgcta ctatatttgg accatcactt ccttttattt atatttcagc
  1625341 agcattatta tcaatttgtg caagttttta ttctgttgca ttaacttcgt ctattcctaa
  1625401 tttagtagat gaggggcgta ttcaaaaagc gagtgcttta aatcaaacgg cagcttcttt
  1625461 atcaaatatt ttagggccaa ttattggcgg agttgtattt ggtttccttt caattcagtc
  1625521 gttctttttg ttaaatagta ttacgttctt tttagcggtt attttgcaat tgtttattgt
  1625581 atttgattta tataaaaaag aagtggctga gagtaaagag catttcttga cgagtataaa
  1625641 agaaggtttt tcatatgtaa aacgacaaca tgaaatatat ggtttaatga aaatagcatt
  1625701 gtgggtaaac ttttttgctt gtgggctaac cgttgcactt ccgtacatta ttgtccatac
  1625761 attgcattta tcttcaaagc aactcggaac tgtagaggga atgttagcag tcggaatgct
  1625821 aatgggtgcg attactttat cagtgcgtaa agaagtgaat aatccgtttc gttctattta
  1625881 tactggactg tttttgtttg caggtttgag tttatgtaca gtattcccgt tgttagttac
  1625941 cattccaaaa gtagcaagtt ttatttacta tattgctttc atgatgttaa ctggtatagc
  1626001 aattatgatt gtaaatattc caatgcaagt acatatgcaa aagaccacag atccgagcta
  1626061 cttagggcgt gtgtttggcc tacttgaaac aattgcgact gcaatcgcac cgctcggtat
  1626121 gattgtatat ggattattgt tagatatgtt gccaactagc attgttatga tgacaatagg
  1626181 cggaggttta ttgttagttg tattagttgg agtaaggcaa catatggcga aaaaacaagt
  1626241 ggatgtgtcg gcttaaaaat aagaaaataa taaaaatgac caaattagta ttttagtttt
  1626301 tgaaactctt tttcatgtat gttacagtat agtgagcagg caaagaaaag gagacaacag
  1626361 catgaaaaaa ttaagttttg ttatgctttt tctattagtc gtaatggctg gatgtagcaa
  1626421 ttatgacaca tatattgaaa caggtatgca atcattgaaa gatgaaaaat atagtgatgc
  1626481 aacaatgtgg tttgaaaaag cagaaaaaga gaaatcagga aatgaagcga aatcatataa
  1626541 agaaatggcc gagaaaatgg atcacggagc aacggcatta aaagacggta agtatttaga
  1626601 agcgaaagac attgcaaatg aagtgttaca aatgaaaaaa gacgatgcgc ttgaaacagc
  1626661 tgtaacatca aatgccgaaa atatgcttca aaaagcaaaa gatgtagaaa agaaagtgaa
  1626721 tgaaagagta gcaaagcgga gaaaagtaga agaagaagaa ggaattgata aactcattaa
  1626781 agctgtagat agtatagatg atgtgaaaga aaaagagaaa aaagtttcag aagcattaga
  1626841 taaggctgaa gaggcacaag caaaaattga agcgaagaaa aataaataga ttcatagtgt
  1626901 aaaaggctgt cgtgtataac gacagccttt taactttttt ctgcataaga agtgatactc
  1626961 tgtagtaaaa aagaaataat tttagaattc catctgtctt catgatgaat cgtataaatg
  1627021 ttacgttgaa attcaaattc agggatcggt atgtagcgta gttcatttcg ttgtacttct
  1627081 tgttcaatag caagtttaga aataaaggca actccattac cgtattttaa aatttgtttc
  1627141 atcgtttcta atgaatctaa ttcaatttca gattggaatg taatgttatg agctaacatc
  1627201 cattttgtaa gtaaatctct cgtagtagat ggattacgat gtagtaatat tcgttccttt
  1627261 tcgatatctt gtaatgatac attttctttt tttgaaaaat gatgttcttt ggagaaagca
  1627321 agaacaagtg tatcaggcat tacattcgtc tgttttaaaa gtgattcatc aaacggtgct
  1627381 gcggaaatta caccgagatt aatttcatga ttttgtagca tcgttctaat ttcaggagct
  1627441 gtttttacca taagtgttat ttttatattt ggaaattcac attgaaattg ataaacaatt
  1627501 tctggtaaaa gataagtcgc tggtacatag ctagcgccaa ttgttatagc gcctttatga
  1627561 aaatctttaa actcttgcgt gacccgtcta gcctctttca taagtgcatc tattttacaa
  1627621 gcataatgat gcaacgcctc accagcctct gttaagaaat accttcccga acgtaattcg
  1627681 aataaagata caccgagttc ctcttctaag ctttttatat ggaatgtaat agtaggttgt
  1627741 ttaacaccta gtttttctgc aacgatcgta agctttttgt atttcttaat aagcactaca
  1627801 atttctaatt ttaagagatt cattatgaat tgccgccttt tttattttaa ctatagaaaa
  1627861 aatctataga aataaatagt ttattagaag ttttttaatt taatctttac agtacattaa
  1627921 cattcagtat aaatcttcca tatagaatga aagcaggtta agagtgaggg gagagaggtg
  1627981 aaacgatgga tattcaaatt agtggattag aaaagaattt tggaaaaacg caggcgttaa
  1628041 agccattaca aattgttatg aaacaaggtg aatttaccac acttttagga ccttcgggat
  1628101 gtgggaaaac gactttactt agaatgattg caggactgga agaaccagat aaaggtgaaa
  1628161 tatatttcgg ggatacgtgc atgtattctt ctactaaaaa aataaaaaca tctcctcatg
  1628221 aacgtaatat aggtatggta tttcaagatt ttgctttatg gccacacatg actgtatttg
  1628281 aaaatgttgc atttggttta agggctacaa agcaaacgaa tcaattacgg gaaaaagtag
  1628341 aagaggcaat aaagagagtg cgcttacaag ggatggagaa acgttatccg catgaactct
  1628401 ctggcggaca gcagcaacgt gtcgcatttg cgagagcgat tgtaacaaag ccgcatttca
  1628461 ttttgtttga tgaaccgctc agtgcactcg atgcaatttt gcgagaagaa atgcgattag
  1628521 agcttatgga tatcgttcat tccattggtt taacggcatt gtatgtaacc cacgatcaaa
  1628581 cagaagctat gtcaatgtca gaccaaatca ttgtcatgaa acaaggagaa gtattacaaa
  1628641 aaggaacacc agaagacatt tatgtgaagc catctcatga atttgttgca aaatttgttg
  1628701 gtaaggcaaa ttggcttgta gaggggaaac aaatggttcg tccagagcat gtaagctgga
  1628761 cgaaaaatga agtgtgcgaa atatatacag gtgaaattca gcacgttaca tatgtagggg
  1628821 aacgttatga agtgaaagta aacatgggga cactcggaat atggacagct tatcacaata
  1628881 gtaagctaag cattgggaaa ccagtatcgt tatatgtacc aaaaaatgta ttcatcatat
  1628941 agggggagaa tcgtatgaag aaattcagtt cgcttaagtc tttatttgta tgtactttat
  1629001 tattttctgc agtcgtaaca gggtgtagct caaagacagg taatgtagat gcaaaaagta
  1629061 aaacgactaa tgaaaagaaa attgtcgtat acagtgcagg gccaaaagga ttagcagaaa
  1629121 aaattcaaaa ggactttgaa aagaaaacgg gtataaaagt agaaatgttt caagggacaa
  1629181 cgggaaaaat tttagcgcga atggaagctg aaaagaaaaa gccagtcgtt gacgtagtcg
  1629241 tacttgcttc tttaccagcg atggaaggat taaaaaagga tggtcaaacg ctagcttaca
  1629301 aagaagcgaa acaagctgat aagcttcgtt ctgaatggtc ggatgataaa ggacattatt
  1629361 ttggatatag tgcttcagcg ttaggaattg tgtataacac aaaaaatgtg aagacagcgc
  1629421 ctgaagattg gagcgatata acgaaaggag aatggaaagg gaaagtgaat cttccagatc
  1629481 cagcactttc aggttcagct ttagactttg taacaggata tgtgaaaaag aatggaaaag
  1629541 atggatggga tttatttgaa cagcttaaga aaaatgaagt tacagtagca ggagcaaacc
  1629601 aagaagcatt agatccagtt gtaacaggag caaaagatat ggtcattgcg ggtgttgatt
  1629661 atatgacgta cagtgcaaaa gcaaagggtg aaccggttga tattgtttat ccaaaaagcg
  1629721 gaacagttat tagcccacgt gcagcaggta ttatgaaaga tagtaaaaat gtagaaggtg
  1629781 caaaagagtt tattgattat ttattatcag atgatgtgca aaaacaaatt tctaaagcat
  1629841 atttattgcc tggtagaaca gatataaaag ctgagaatag accaaacgtg gaagagattc
  1629901 cagtattaaa tattgattgg aaaacagttg agaaagaaca agatgaaata ggaaaacaat
  1629961 ttaagaaagt atttcaataa gatggtgatt acatggtaaa tcgattcgta tcagtaaggc
  1630021 aagttggaat gacggtagct ttattacttg tggcgatgtt aatcgtcatt ccgctttttc
  1630081 tcattttact ttctagtgta tatgaaaata gtagttggaa ttttttaaag ccgtttgaag
  1630141 tgatgcagag tagtggatta gctggcattt ttctaaactc gatgcttcta ggtgtacttg
  1630201 tagtaatagg ggctaccgta tttgcatttc cactagcttt cattatgagc aaaacagatg
  1630261 ttggaaaaca tagtaagtta gatattgttt ttatgattcc atttatgact ccgccgtata
  1630321 ttggatcgat gggatggatc ttgttcatgc aaccgaacgg ctatttcgaa cagttttttc
  1630381 cgatgctaaa gacgatttca tcttcgtttt ttagtttagg aggtatggtt ttaattatga
  1630441 gtttgcattt attcccattc ctttatttca tgttgaaaaa cacgttactt cagattggga
  1630501 gtagtaaaga agaagccgca gcagttcatg gcggaagctt tttctatcgt ttaagaaaaa
  1630561 taatattgcc gttattagta tcaagttatg taatgggtgc tttactcatt ttcgtaaaga
  1630621 cgattgctga atttggaaca ccggctacat tcgggcggag aatcggattt cacgtgctga
  1630681 cttcagaaat tcataaattt atttcaagtt ggccgattga ttttagtagt gcaacagcat
  1630741 tatcttcttt attacttagt gcatgtatgc tcatttggta tatgcaaaat gtattgaatc
  1630801 gaaagtattc atatgcaatg gttagtggaa aaggtgtgaa atctaaaagg tatactttgt
  1630861 ctatatttgc gcgcgttgta gcatggtttt atgtaattgg tttattaatc gtatcaattg
  1630921 gaatcccgta cttttctata ttgattgctt ctttatcgaa attaagaggc ggcggtttac
  1630981 atgtaaataa ctttacaacg agccattatg aagcattatt tacaattgga tctccaggat
  1631041 tagaagcttt atggaacagt tttctttttt cacttataac agcgattatt gctgttatga
  1631101 ttggagtgtt tttagcactt atgatccgaa aggggaaaaa gtcctctgaa aaatggcttg
  1631161 atatgtgcgg tatgttaccg aatatggtac caggaatcgt gatggttgta gggcttattt
  1631221 tattttggaa ttccccttat atgcccctgt ccatttacaa tacaccagtc atggtaatcg
  1631281 taacgtacgt tgttcttttt ttaccttata cggtgcagta tgtaaaagca tcgctcgggc
  1631341 aaatcgatga ttctctcgtg caggcaggaa gtattttttc tggaaattat atttatattt
  1631401 ttagaaaaat aatattaccg cttattatcc caggtattct tgccggatgg gcgatgacat
  1631461 ttacaatctc gataagggag ttagtagcat cgcttctcgt actacctcca tcagtagaga
  1631521 cgtcagcaac atttattttt gctcaatttg aacaaggaga agtatctatt ggaatggcga
  1631581 tggctgtcgt ttcagttgga cttacaacgc tatgtttatt acttctgcag catatggagc
  1631641 aaaaacgaaa aggggtagca tgatgagggt agaagtatgg ggaggagcgg gagaatacgg
  1631701 tcgttcctgc tatttcgtaa aaaataaaga gacaaaaata ttatttgatt gtggtattaa
  1631761 tcgatcatat gaggatagtt atccaaaaat agagcgggaa gttgtaccgt ttttagaggc
  1631821 agtattttta tcacatattc atgaagatca tacgatgggc ttacctttat tagcgaagta
  1631881 tggatataag aaaaaaatct ggacaactcg ttatacgaag gagcaacttc ccgcttatta
  1631941 tgaaaaatgg agaaactaca atgtgacgca aggatggaat gtgccatata acgaccaaaa
  1632001 tgtgaaagat ttaaattata tatatgttga tgagattagt aatccgaatg aatggataca
  1632061 gattactcca acattgcggt ttcaatgggg gtatagtggg cacgtattag gatcggtttg
  1632121 gtttttagtg gatatgagtc atacatatgt attttattct ggcgattatt cagcagagtc
  1632181 taacatacta cgagcgaatt tacctgagaa attgcgcggc gatataaaag ttgcaattgt
  1632241 agatgccgct tatcatactg atgatgtttc gcaacgtgaa cgagtaaacg aactatgtac
  1632301 agaaattgaa cgagctgcgg ggaataaagg gatagcatta ctaccattgc caccccttgg
  1632361 tagggcgcaa gatatcgtat tgtatttata tgaaaaatat aaagaatttc ccattatagt
  1632421 agatcaggaa attttagatg gatttgacga gatgttctta tataaagatt ggatcaaaaa
  1632481 taataaagaa cttgaagagc taatggagag tttaaaaaga aacataatag ttatggatga
  1632541 tgacggcggt acgcaacata gttgtggaat agttgtaatg agtgatgcga atatgcaaac
  1632601 gaaacgggct cagttatatt atgaacaaat tcggcatgaa gaaagaaatt ctattatctt
  1632661 tactgggcat gttgcgaaag ggagttttgc agaaaaagtt ttgaaagaac gtataggtaa
  1632721 agaatgtagg gtgaagcgag ttccatataa agttcatcaa agtataagag atgtgaaaga
  1632781 gatgttaaat acattattac cggaacatac ggtgttagta cacgctttaa aagaggatac
  1632841 agatcgatta cagaaaaagc ttagcacggc agggtatgaa aatgtatatt cacttactat
  1632901 ggaacgtata gaagttattt aacatgtaaa ggggataggt atatgaaaaa agtatttgta
  1632961 ttcgtgagta ttttcttttg ttgtttcctt tattccgata aggaagggtt tgctgctagt
  1633021 ccaatgacac ctagttttga agtgaagtta ttattaaagc cagaacaagt actaggtcct
  1633081 aacaaagaga tgaagcaaga tgtactagag catttccagg ctggtacaaa ttatgaaaga
  1633141 atacaagtgc aatttttaga tacggaaaat aaaaatttaa gtaatgaagg ttggtttgct
  1633201 agaattcgaa agaaagaatt tagtaaagat tttgagctaa catataaaaa aagatatcct
  1633261 attccaaacg gtgtaattca agatgcacta gaagtagcta aaaatgatgg atttgatagt
  1633321 aaaaccgata actatgatgc ggaaatagat tggggatttg aaaagaaaac gttaagtatt
  1633381 tcaaataaga aaagttacag tgcgaaagga tatggagtac ttgatttacc agacgaacaa
  1633441 gctgctcaaa acatgttaat agaaaagttg ccagggaaaa tgaacaaatg gttgtatacg
  1633501 aattggggag aagaaatgct caaaaattct cgtatttatg ggcctgtatt aatgaaaagg
  1633561 tatacagctg aatttgaaaa cattaaaacg aatattgaag tttggccact tagtaataca
  1633621 gggaaaatag aagatgattt cgtaatagaa gtatcgttta aaacaaatga ggcaagtatt
  1633681 gcaaaagaac aaagagaagt attaatgcag agcttagatc aaaaaggatg gctgttaccg
  1633741 aaagatagtt tgaagacaga acttattttt cagtaaatag taaaaaggaa tccatatgcc
  1633801 atggattcct ttttatatat gagtattacg ctaaatcagc tgacacgagc atatcattat
  1633861 tttgaaggtt tttagagcgt aaactataag caactacctt ctttttatat tgctttacaa
  1633921 catcaacatg ctcttcatga ctataaatat aaaagttaaa atcttttttg ccacgttttg
  1633981 catgaataat taaaggcgta ccctcattat gtggcggtgc ataatagcga tctaaaaata
  1634041 aaccttcgtt aaaatcatga ataattttgg atttcttttc gccttctacg ttatttccat
  1634101 tgattgtaac agtcgcattc gcttcttcaa gctgtggatg tgtttcgtac ttgctaataa
  1634161 tggattcaat aacagtgtta ggaaggctcg aaacgataat tttaatgctc caaatacaac
  1634221 caacataaca ataaaccaag tcgtcatact atatcatccc ctttttccta ttaaataata
  1634281 taactcatat ggtaatagta cataaggtga agttttgtat aatttgtgaa aaatatgccg
  1634341 tttttacgaa cggaatatta gaaaaatcaa ttttgttaca aaaagttgaa atcgaagtat
  1634401 ttttaaagaa aaaggtttat aataaaaata taactaataa ccacattact aattacaagg
  1634461 aagtgtaact atgagtactg tagcaatcgt gtatggtatt attctttcca caattatcgt
  1634521 tttatttttc gttggggttt cacgttatat tcataaatgg aaagaaagcg ttgcgaaatt
  1634581 aaatcacatt gaagaagaac ttagtgattt aatgttacat catggtaagt aaaaagttta
  1634641 tttttagcta aataatgtga agaatatcac aaaacatgct ctccttatga aggcatgttt
  1634701 ttttgttatg tgaatgatag gcacattcat gtttttttcc atacgataca gtgtgaaagc
  1634761 cgaaatgttc ggagtggaaa agagggataa aatgggtagt tcaggttatg ttccagataa
  1634821 caaaaattta aagaaaagct caggaactcc aaaccttttc tttgattcga gaaaaaatgt
  1634881 cttttttaaa agagataaga aaaacgttgc atatgaagtt acgtcaacgc agttaccagc
  1634941 aatgataggt ggagcgtttg ttgatttgtt tatgacaaaa ggacatatgc gagaaccaca
  1635001 ttggcatccg aatgcgtggg aattggatgt tgttgtatca ggagaagcaa ttacatctat
  1635061 cttaaatccc gaaacgaatc aattgcaaaa ttatcatgtg aaagcggggc aaactgtctt
  1635121 tattccaatg ggatggtggc attggatcac agcagtaaca gaagaagtac aattacattt
  1635181 gttcttcaat aacgatcagt ttgaaacagc agaaggatca gacatactta gattaacacc
  1635241 gccagaagta tttcaagctg catacggggt aagtgcagaa aaattagaga aggacctttc
  1635301 gccaattaag gagtcagttg taattggtcc tcctaactca aatcgtataa gtagcgttaa
  1635361 agaaagtgac gagtcaaata tagtagttac gttaaatgga caaataacac catgtgaaat
  1635421 agaataactc tttctttttt taggaagagt tattctattt tgtataattt tgtaatgtat
  1635481 ttcgttgtaa ttatgatata gaagggaatg tagtagaggg ggcatattgt gaacatatta
  1635541 aagattatag gaattgttgc aggagtcatt atagtagccg ttatagcttt ctttgttatt
  1635601 atgaagtact atttgtcaaa agaagatccg aattacgtat taaagtacat aaaagaacat
  1635661 aaagacgata aaacatgttc attatttatt aaaagaaatg gagaagtaat aacttctata
  1635721 aatgaaaata aaaaattgcc attagcgagt atggcaaaaa tcgtaatagc agttgaattt
  1635781 gctaagcaag tatcagaagg aaaaataagt cgagatgaac aaatttcatt gcacgagtta
  1635841 aataaatatt atgttaaaga tactgatggt ggagcgcatc ctgactggtt agaagatgct
  1635901 agagcgagag aattagtgaa aaatgggcag attactttag aagaagtagc taaaggcatg
  1635961 attcattata gttctaatgc aaatacaaca catttgttag ataagcttgg aatagaaaga
  1636021 gtaaatgaaa gtataaaaga gttagagctt actagtcatg acaagttctc ttcgtatact
  1636081 gcttcattat atatgagagg gtatgtagaa aaagaacttc atgagccaga aaatcaatcg
  1636141 ttagaaaaga tacgtaacat gtcacaggat gagtataatc aacatgtgtt acaaatacat
  1636201 gaatggatga aagacgaaga agaatggaaa aagcgggata tcccattaaa ggtagatatg
  1636261 aaatttcagc gaatttggtc agatcgatta gtgggtgcaa acgctaaaga ttatatgagt
  1636321 ataatggaaa agataaatag tagaaagtat tttccaaaac caatgcaaga agaaatcgag
  1636381 aatattttca aaggaacagt taaaaatagt aagttcgaat atgctggtca aaaaggtggt
  1636441 tctaccgcat tcgtattgac aaaaagcttg tatactacag ataagaaagg gaataaagta
  1636501 gaagttgtca ttatgtttaa cgatatagaa gatcaagttg catatcaaaa gctgagaaat
  1636561 aatgtagatt attttattcg agacattata acaagtgagg aattcaaaaa taaattataa
  1636621 tagaataatt ttattatgta aacaagatgc tatgaaaggt aggtgttgag atgaggttga
  1636681 acgagtatat gcttgaaacg tttcccaatt tagaacttag accacctcta ttttataatg
  1636741 gggatactgg tattcgcttt agattaggtg tgaactatga ttgcaataac atttatgaaa
  1636801 actgcctata tttagaagtc gtttataata gagccattac tttatttcag tctttacatg
  1636861 caacagaaga tgatatttat atcgtagtgg atgtaaatga ctatgcagac ggtgaaagtt
  1636921 ttaaacacaa attgaatata ttttctaagt atgtaaaagc gaagtcggat ttgtttaagt
  1636981 tacagaaaaa tacaattcct tatgtttttc cagaagacga tgaagacggg gtatataaaa
  1637041 tgcatagata tattttgaaa tgtaaagttt ctgacttgaa atacattcct atgttaaaag
  1637101 caatttgtaa tcaagatatg ggaataaaac cgcgtattgt tcatagagtg tatttcataa
  1637161 atagtaacaa gaatactata tttcacgttt atgatgatag aggttgtgat gtattagcta
  1637221 cctctcctaa tacaattagg gatatttatc atacatataa tgattggata ttagaatacg
  1637281 atagaaataa aattgataaa gtatttaatt gaatgtagtc tattttaatt gagggaaata
  1637341 ccatatgagg tgtttccctt ttattaatat aaaaatcaat atttaaattt gacagcacct
  1637401 attataaagg taaagggatt tgatggtaat gtattgaatt tggatagaaa cggaaaaagg
  1637461 agatgaataa atgacaacaa tatatttcgt tcgccatgcc cattctacat atacaaaaga
  1637521 agaacgggag cgtcctttat ctgaaaaagg gcactgtgat gcagaaaacg ttacgagctt
  1637581 attaaaagat aaacacattg atgtagtgat ttctagcccg tacaaaagag cagttcaaac
  1637641 tgtacaagga attgcgaata catatcatgt atcaatagaa atagaagaag gtttacgaga
  1637701 aaggttatta agttcagagc caatagcaga ttttaatgat gctattgaga atgtgtggga
  1637761 agattggagt tttgcatacg aaggcggaga atccaatgat gtagcacaaa gacgcgctgt
  1637821 aatatgtatg caaagtatat taaaaaaata taaaggtaaa aatattgtaa taggtacgca
  1637881 tgggaatatt atggtattac ttatgaatta ttttgattca aaatatgatt ttcgattttg
  1637941 gaaaacactt cgtatgcccg atatatttaa gttgaatttt cataatgaag atttagtttc
  1638001 tgccgaaagg atagagaata cgggtcatca gataaataat ttgtaaaagt ttatcaaaaa
  1638061 aagaggaaag agagatgtta ttgtagaagt atgactttgt aacataaaaa atatatgtta
  1638121 aaggaggctg tttacatgtt tgagaaagag aaagaagggc ttattgaagt tcacaacgta
  1638181 tatgaaattg caccagcaga tggaacaatt ataggtatgg caacggaaga agaaatggaa
  1638241 attgctgctg aactagagct gcagtactat gcccattctc gtttgttaga aacaaatatt
  1638301 cagttagacg gttcctccta caaagagtta cttcaggagt tccaggagta tgaaagaaaa
  1638361 tcaatgagct tttggcgagc aatacataag cgtttagctg tgccgtgggc atgggtatta
  1638421 cgtattgacg ttgcgaatgg ccctatatat gtaagtaatg ggaattcgta ttacgaagaa
  1638481 atcgatgatg aagaagatta tgaatagata agtaaggaag cagctttagt tgcttccttt
  1638541 ttttattttt agggagtgaa cagcttcaat gataatatct ggtcggtcat tttctattcc
  1638601 gtgaccagca tgttcagcaa gtatatattg gctattcatt gagagtttta attgttcatg
  1638661 aattagctct tgccacattg cttcaagttg tgtcgcttcc tctattggca tgccgctttt
  1638721 aatcaactga gtaatagcat attgagggtc tctaccgata acgattaatg gtatttctaa
  1638781 tgttttatat agctctttta gtgaaagagc acagtttttc cactccgata gttcagaagc
  1638841 tgtcgcttta tataatgaag gagaggtaga aaattcaatt tgttgtcttg attgaccggc
  1638901 tagcataggt tttagtctat tagaaagcat gtctacatcc attttggaat atgtattata
  1638961 tttttgaagc cacatatcat ccgaatctgt ttgatcagaa attggtaaat gaagttcatc
  1639021 taatcggtgt aagttcatgg aagtagaatc aactaaaata agtgcttgca acttatcttc
  1639081 atgtaacatc gtaaaatgtt gtgcgcataa gcctccgtag gaatgaccaa ttagaatgat
  1639141 aggctcgtga atagctaatt tctgtagtaa catatgtaat tcttttgtca ctttccttat
  1639201 agtacgcgaa tcatttccta aatcactttt tccgtaacct gggcgatggt atgaaacgac
  1639261 tgtaaagtgt tgtgaaagct tttctataat aggaaaccaa tcataaaatg agcaacccat
  1639321 tccggtttga atgactacag tttgtgtatt acatcctttt atatatactt ctatagtttg
  1639381 ccccaatact tctacaaatt tataaataat aaaccctcct aactaagctt gaaataattt
  1639441 ttgacaagcg aaaacaatac accagacacc agacaccaga cacctatacc gaataggaca
  1639501 gaggtactaa gtgaaaacga gttttttaaa ccaatataga cgataaataa taatagtgcg
  1639561 gatgcaggaa atccatataa tacacctaaa gcaaattgac ttaattcttg tttgttcccg
  1639621 ccttcgaaag aaatccaaaa taggctcagt aaacttacga gaggaagggc agcaataaag
  1639681 ccgccaattg tactgtaatg tttagcgact tcggtaataa cgccgataat aagtgcagaa
  1639741 acgattactt taacgaggaa atgcatactt tgcctccttt gctaataatg aaaaagcttt
  1639801 ttcaattaat tgttgttctt cttttgataa ctgtgattct aatattttta tcttttcttt
  1639861 atctagtaaa gtatgctttt ctaatacttc aatgccttct ttcgttaaag taaggttcac
  1639921 aactctttca tcttgtttgt ttctttcttt tatgataaat cctttttgaa taaggcgctt
  1639981 tatgtgttca gatgctgtgt tatgagagag taagctcagt agcgactttt ccaattgtta
  1640041 tttctttctc acgagaaacg atttgtaaaa tacgaatagc ttggtgagaa agattgtctt
  1640101 catattcata tcgtaagtga taataaatgt tctcccaatg ctgattgatg tctttcataa
  1640161 taataaatcc ccctgttttt atatcgtata ctaagatata ttcgttagtg tagaaataaa
  1640221 atccttttat ttggataaaa aatgttgaaa aagtttattt ttattgaaat ataaggtaat
  1640281 ctatgtgtaa aggtatacat ttagaaagag agaggatgat agctgtgaat acattcaaat
  1640341 ggatgagtca tgaacagatg tatgtagatg aaatacatgt tgaaaaatgt ggtcctcttt
  1640401 cagtcggcgt atatgggggg aatcaagaga gtgatgcata tgaacgagga gatgcggtgc
  1640461 ttgcttggtg ggatcctgaa ttacaatttg aatttgttat gatttttgat acacatcaca
  1640521 aaacaaaaaa tatagattat atagtagaag caatttcgga aagaaaagag aaactaaaag
  1640581 agttattttc ctacccgata catttagttt ttcatcatac acatatgtat ttgttagctt
  1640641 tatttacaga tgagctgttt attgaaaaat gtgatcaaga tgatgaggaa ctcgcatgtt
  1640701 taatatgttt gcgaaaaggt gaatttttat attggttatc agttggtaat tgtttcgcat
  1640761 atttattcca ttctgagaaa acgaaaaatg gaaaagggcg attaaataag cggaagaatt
  1640821 acgaatatat cggtaggaaa aatatttttg cagcaaatac accttgcttt acgtcaggtg
  1640881 taagaggatt agaaaaagga atgaatcaca ttgtaatggc aacggacggt attttagagt
  1640941 gtgataaacg aaggtttgat gatgatcaat ctttagtaga aatattgcac gacggaagtt
  1641001 gcttacagat tgaaccagta ttaacaaatg tactgcagtg gaaaggtaga gattgcgcca
  1641061 caattattgg atggtccatt gacactgaaa ataaacgatg tgccaattaa tataaaagga
  1641121 gttcaaggtt tttatccttg aactcctttt tgttaagcaa tatgaatatg atatgttttt
  1641181 aaccattcat ttacttgtag catgtattcc atagcacttc ttgcttcgaa attgttaatt
  1641241 tctttattac ttccatcggc aatggcaagt aatgtggaat gattaataag tgagaaaata
  1641301 gggttgtttt tattactgca catgtcgagt gataaatgac ggattgtttg taaatactgt
  1641361 gggtcttgtg aagttggata cgcacttttt cttctattac gtacatcgtc aggtaaagca
  1641421 ggtttcagtg ctctacgtaa aatacctttt tcaatattat caatgctttt tatgttgaaa
  1641481 ggaacgttcc ataaatattc aactaatcga taatcgcaaa acggtacacg aacttcaaat
  1641541 cctacagcca tactcatacg atctttacgg tcaagtaaga acggaagaaa tctcgttaaa
  1641601 aataaataaa acatttgacg ttgtttcgcg gattttttac tttcgccttc aagagtaggt
  1641661 acttcaagta tcgcttcttg gaagcgtgta tcaatatagt tttctagatt acattggtta
  1641721 cttatttcat gtagtagaag aggagatgta ttcttccaat ttgttagcca aggaaactta
  1641781 tcgacatata gtaattcttc ttgatgaaac caagggtatc caccgaatac ttcatcagca
  1641841 gattcgccgg ataaagctac ggtcgcatct tttttcattt cgcaaaatag taaatatagt
  1641901 gaagtttcca tttcgccagc actcggtaaa tcttttgcac ggaggggaac gaataagtga
  1641961 ttagctaatt cttcagcatt cacaataata tcatgatgag atgtccctac atgttcagaa
  1642021 acgcgtttta cccaaggagc gtctaaacca gtgcgagcaa atgtcagctc gaaatctttt
  1642081 gcgctattta caaagtcaac ggaatacgta tgaagtgttt tattttcagc agcaaattct
  1642141 tttcctgcta gtgcagtaat accgctagaa tctaatcctc ctgataacat gcaaacgaga
  1642201 gggacgtcgg caattaattg tctttttact gtatcttgta aaatagataa aatatgtgat
  1642261 gatgtatctt ctatagaatc tgtatggacc ttactttcta aattccaata cttcgtaact
  1642321 acttttttat cacgtgtaaa tgtgatagaa tgtccggcac gcacttcttc aatatgttta
  1642381 aagacgccac atcctggagt tcgaaatagc cctaatccaa atatttcatt tatgccatcc
  1642441 gcatcaattt cagcaggaac agatggatga gctaataatg cttttatttc agatccgaaa
  1642501 ataatactgt catttctttc tgtataaaag agcggtttta cacctaaatg atcacgtgct
  1642561 aaaaacagtc gttgcttctg atcatcccat aaggcgaaag cgaaaatgcc gtttaaatgt
  1642621 tgcacgcagt cttctttcca ttctaaataa gcatgtagta acacttctgt atctgaatgc
  1642681 gtttcaaatg tatgaccaca tttttgaagt tgttccctca gctcacggaa attataaatt
  1642741 tctccattat aagtaagagc atacgtataa tcaccagcac gaaatgtctt cggctgtgcc
  1642801 ccgccttctg gatcaattac aattaaacga cggtgtgcaa aggccgcacg aggtgaaaac
  1642861 caaaatcctt cagcatcagg accgcgatgc tgaatacgat ttgccatctt ttttaaaata
  1642921 acatgttgat ttgaaaggtc ttctttccaa tctacccaac ctgtaattcc acacatacac
  1642981 atctcatctc ctaatttaaa atagtagatt aatgaaataa aatgtacact aagttaaaga
  1643041 gttactatat aaatagtgta ctacatgaat caaattgcag acttgagaaa attttcttgt
  1643101 aatgcatagt tatgtgagac aatggctaag ggaaagtatt ccattacata caaaaaataa
  1643161 taaaaagatg agagaaaata tttttttaga cgttatatag ggtgtaaaag cttttacaaa
  1643221 aaaataaggg gaatcgctac atgaaatcaa atgagaaaga ttatataaaa agattaaagc
  1643281 ggcaaaaaga agatgcgcta gaatttgttg tcgatacata tttaccactc ataaagggaa
  1643341 tcacgcacaa agttcttttt ccagttcaaa atgatggatt gatagaggaa tgtgtaaatg
  1643401 atattttcct atctatttgg aataatgcaa ataagtttca tggagagcca agtgatttta
  1643461 aaaaatgggt tgcggcaatt gcgaagttta aagcaattga ttattaccgg aaagcgacta
  1643521 aaaaagtaga aattatttca gatgagtttc atatcagtac ggaaaagtca gcggaagatg
  1643581 aattaattgt tatggaagat agagaagaat tattgaagct tattaatcaa ttagaaccgt
  1643641 tagatcaaaa ggtgttcatt atgaaatatc ttctcggtat gaagacagaa gaaataggag
  1643701 acaagttagg attaacccgg gcagcaatcg ataatcgtgt gtaccgtggg aaaaagaaac
  1643761 tacaacaaaa tgctacgaat attagttttg gaggtagtgc catatgaaag acatttatga
  1643821 actattaaat gatattgata tagatgagaa agaacttgag gaaattgagg cttctgaaat
  1643881 tgaaaaagaa aaagtgaagc gtaatgtaaa acaatctatt cgtacgaaga aaaagatgaa
  1643941 aagttggaaa aaaggcgtcg ctgctgcatc tattttagta ggattatcag ttacaacgct
  1644001 tggtattgga tttccgactt atgccggggg attgccaatt gtaggtgaca tattccgatt
  1644061 tttagataat ggtagaacag ggttatatga aaattataaa gagttttcga ctgaattgaa
  1644121 tatgacgcgg gagagtaatg gagttaaggt tacaattaat gatgtaattt ctgatggaag
  1644181 aacattatct ataacgtatt cactggaaag tgagcaagac ttaggggatg atcctatcat
  1644241 attaggcggg ttggatataa tggacgctca tggtagttca ggaagtggga aaatgactaa
  1644301 agttactgaa aaaaagtatg taggtatggt aacaacgacg caccatgata gtaataaaaa
  1644361 ggacaaagta aactttagat ggaatataga gggaatagag ataccagata ggaaaaaatc
  1644421 aatacaaggt cattggaatt tcgcgttaac tgtaaaatca atggatagta aagagagaac
  1644481 aattggtgga agttcggaaa aagaaggtat aaaagcaaat atggaaaagg tcgcaatgtc
  1644541 gccggtttca tttattcttt attacaatca agaagtttct aagggtgcga ggaaagaatg
  1644601 ggatagtgta gatgttgaat tgacggttaa ggatgattta gggaatgatt attcgggtga
  1644661 aggaaatggg ggaagtggca acgatcctta caatattcga tggagtgcta cattccaaaa
  1644721 gttaaacgaa aatgcaacaa agcttatcgt tacacctcgt gtacacttac gagttcatac
  1644781 acctgaaaat catggtggag tagagtatgt gaatgggaaa gagaaaaaaa ttgaagtgcc
  1644841 gaataaagaa gcgaaaaaga aagatattgt tttagatgat atcgttattg atttaaagaa
  1644901 ataaaagaga gaccgcctaa aacattaggc agtctttttt tcgttaagga gtagtaacga
  1644961 gtaaagcatg cgggtgttgt gttttatact cacctttcca cggaatgttt agttgttccc
  1645021 acgattcgcc gctatcattg gattgaaaca caccgttgtt atttaaagtg taaaacgtgt
  1645081 gcggttctgc tggatttgtt gcaaacatcg aaatgactgt accgattgca gagggtagtc
  1645141 cttgttgtac ttgctcgaaa ggagtatctt tcgttttacg ataaatataa gattcataag
  1645201 gaatacggtg atgagcgaga tctgcactcg gtgcggcaga aacgagaatt gtattacaat
  1645261 cagctggatc gatagccatg ctatataaat aatgatgttc aagtccttca ctgcgtgaga
  1645321 tccagctgtt tccactgtta taactttcaa ggtatgcgcg atcaggtccg cccataaatc
  1645381 cgtcaccaca tgatgcataa aggcgatttg gtgcttcagg atgcatgagt aattgatgcg
  1645441 catcgatagg agcaccgaat tttttatcaa tccatgtatg tcctttatcg ttactttgaa
  1645501 tcacagcacc agcttcaatt gaaacatgaa ttgtattcgg attctgtgga tccactgtaa
  1645561 tccagcgtac gtgatgggtg aaaggtctag gcggaaaagc ccacgtataa gaagataata
  1645621 atgatttcat atttttcagt tccgtccacg tttcaccacc attttctgaa cagaataaag
  1645681 cgctcggttc tgtgccgaca taaacgacac catatccgtt aactttttca ttcgggctta
  1645741 tcgtaatgga agtgatagaa gagtgtaaaa taccatcttc ttttggaaaa tcaaagtaac
  1645801 gataagaatc tccaatcggt ctccatgaat ctccgctatc atcacttaac cagagacctc
  1645861 gtccaaatgt tccgcaatat acacgattct tttgaaatgg atcaacagcg atacaggtag
  1645921 gttgcatatt ttgtaagtga tatgcggttt catagttacc atagcgttct tttacaacga
  1645981 taagttcacg ttccatacag agaaatagtc gtttcaattc aataacctcc ttcaaatttc
  1646041 tttcattagt aaacaatatg aagctgaaaa agaagtagtc ttattttttg ttgagaaaaa
  1646101 ggacttgttt gaaaagtatc gaagtgtgta tacagaggaa gcgggataaa gatagggaat
  1646161 ttgtttcata ctaatgtaca gatattgcac ttaaaggagc attttgtatg ggacattcgc
  1646221 ataatcatgg gcattctaaa aataaaaaag cgttgctact tgcattctta ctaacaacaa
  1646281 gttttatgat tgctgaagtt attgggggat ttgtaacaaa tagtttagca ctactatctg
  1646341 acgcggggca tatgttaagt gatgcggtat ctttagcttt aagtttactt gcgtttaagc
  1646401 taggagaaaa aacagcaaca gctgcgaaaa catacgggta taagcgagtc gaaatgttag
  1646461 cggcattatg taacggtgtc gttcttattg tcgtttcagt atacattttt attgaagcaa
  1646521 ttcgccgttt taaagaacca gttgagattg ctagtaatgg gatgctcatt attgctgtac
  1646581 ttggtctgct tattaatatt ttatcagctt ggatattaat gagaggcgga gatgtaaagg
  1646641 ggaatttgaa tttaaggagt gctttcctac acgtattagg cgatttatta ggatccgtcg
  1646701 gagcgattat tgctgcgtta cttattaaat tttttggatg gactgctgca gatgcgattg
  1646761 ctagtattct tgtgtctatt ttagtcatta ttagtggatg gcgtgtaaca cgtgatacag
  1646821 tccatatatt aatggaaggt gcaccacagc acataaatgt tgaagaggta aaaagtacat
  1646881 tattaaatat tacggttgta aaagaagttc atgatttgca catatggtct gtcacatcgg
  1646941 attttcaagt attaacttgc cacttgatta ttaaaggaaa tgaaacacaa agtgtattaa
  1647001 aagaggctac ggaagtatta aaagagaagt ttcatgtaga acatgtcacc attcaagtag
  1647061 aaatagatgg tgaatttcat catagtgaga caacttgcaa agtatgaaag aaaaaggata
  1647121 cgaaaaagtg tcataacatt tttcgcgcgg catacatata tataatgtgg ccacaaatac
  1647181 tttgtaaggt aaatatttca tgaaattact ttacttataa agagtcatct tttataatca
  1647241 aaagtggtaa ttgataaaga ttatcttttt caatgatcgt agaaaggagt tttttaaaag
  1647301 atgagtagtc aactccgttt tgcagttgaa aatcgtaaga ggcatttaat tgatgtgtta
  1647361 attggagcag gtgtatttaa aattcgtgac cgacaattat acgagctgtc tttagaagaa
  1647421 ttggaaaaag agtacgagga tatggaagat tatgcagata ttcaggcata gttatatata
  1647481 ttagtaaaaa gagagctggc tacataaaat cgtagccagc tctcttttta tttcgtagaa
  1647541 attatttttt gtatttcttt cattggacgg agccagtttt gagtcatcat ttgttccatt
  1647601 tgtttttcat cctgcttctg cagtgcttga atgatagcgt gatgttcatc aatagattga
  1647661 cttgctggaa caaagttttg gaaaaataaa tattcaaggc gtaaaacgtg aagctgcata
  1647721 ttttctagaa agggttcaat atattgattt ttagcaatag aagaaattac attgtgaaat
  1647781 tgtatatcta attctaaagc ttgttttgcg ttttttttct ctatagagta ctgaaaatca
  1647841 ttatttattt cagaaagtag tttcaaatca gcttctgtag tgtgttgaag tgcttgctta
  1647901 cctataatag agtgaagacc agccatcgtt tcataaatag ttggtatgtc gtctaactta
  1647961 ataggagcaa tttttgtttt ttgcccaggt accatttcca ctaatccaga aagctctaat
  1648021 atttgaagtg cttctcttac aggtgttcta cttactccta gtgcttcagc caattcccca
  1648081 tcattaattt tttcatcggg cttcagtaca ccttcaataa tccaatcttg tagttgattt
  1648141 aaaacaagtg attttgccga aactcttcct tgttttttat aattttgagg gataggcata
  1648201 gtgaattcaa tcctttcatt gtatattttc ctttttctca tgaacaagct ttaattctgg
  1648261 tttcccttca tctggttttt gacttaagat gagcaccatt acaatgacac aaaaagcccc
  1648321 taataactga aaagattgaa acggtacatg taatataagt acagaagaaa taatagctgc
  1648381 gagtggttca gtacaaccga ataatgtcgt ttctttcgga gtcaagtatc gtatgctgtc
  1648441 taagtataaa taaaaggcaa taagtgtccc aaaaatgacg acaaatgtga tgagcggtag
  1648501 agtacttaat tttacatatt tcacagttga taataaaata aattctttcg tagaaataaa
  1648561 gtgtacaatc gttacaccaa tacccccaat aatcataccc catccaacga taacagagga
  1648621 agaccatctt tctagtaatc cctttgaata taaactataa aaagcgagag ataatccaga
  1648681 taaaatcccc caaataatag ctggtgtaga aacagctaag ttatgcacag acccgtttgt
  1648741 tagtaagagg aaagtaccta ctaatgaaag ggtaattgaa atgaaatcaa tttttgatgg
  1648801 acgaacgttc catttgaaaa gtaagtatac agtgatgaat ataggagcta aatattgtaa
  1648861 taatgttgca acggcggcat ttccttcttt aatagaagca aaatacgtat actgtacagc
  1648921 aagcataccg aataaaccaa acaatatcat tttataagca tcagatcttt gtttccaaat
  1648981 gccgaatatt tcttttttgc ttgttccgaa tgatgcaata atgagtaaga taatgccaga
  1649041 tataagtaat cggattgtaa ctaaccattc agtagaaata ttgtcatatt gaaaaagttg
  1649101 ttgtgcagct gttccggaca agccccataa acaagcaccg atgacaacca taatgattcc
  1649161 ttttaaacga tttggatcca tcatgtatag agtcctcctt tcagaaaata tattgtatac
  1649221 aatatgcaat atatcacgaa atggattaga aataaactga aatttcttac ttaatgtaaa
  1649281 gttattattc aaatgaaaga agtttgttaa ataagagaac gataaaatag aaaggcttcc
  1649341 gtaaacggaa gcctctctat tttgaattat gaagtgtaag taaaagctgg aataggatca
  1649401 atgaatgtat tccagttttg tgtcatttct ttttctgtta atagacaatc atctaatgat
  1649461 tgttcaatta aagaacggtt catatcaatt ccaataaata cgagttcagt tattcgatct
  1649521 ccatattgtt tatcccagtt tttcaatact tctggctctt ctatgatcat ttgatttctt
  1649581 tcagtttcag gtaatgctgc tatccattca ccggctcctt gaattgtaat agaggaacct
  1649641 gcttgagata gaagacctat catattatta cgagatgcga gccagaaaaa gccttttgct
  1649701 cttacgacat ctacaggcca tttttctagc caattcataa ggcgttcagg atggaaaggg
  1649761 tatttacgac ggtatacaaa ggaattgata ccgtattctt ccgtttcggg tgtatgatgt
  1649821 tcactattta attcttgtat ccaacccgcc gattgactgg cttcctcata attgaataca
  1649881 tttgtattta aaatttcttg cagtggtacg ttgctaaagg aagattcaat aatttttgca
  1649941 ttaggattta atttctgtag cagttgatga agttctatca catcttcttt ttctagtaaa
  1650001 tctatcttat taagaataat tacatttgca aactcaattt gatctattaa taaatcaata
  1650061 acttcccgag tatcattttc attgattgct tgtttgcgat ctaataaact ttctccatct
  1650121 gcaaaatcat cccaaaatct atttgcatct acaactgtaa ccatcgtatc gaggcgacaa
  1650181 tttttcgtta aatcaatgtt aagaacgtcg tcagtataag taaatgtttg ggcaactgga
  1650241 atcggctcac ttataccgga agattcaatc actatatagt caatatcacc gttttcaaca
  1650301 aggcgattca cttctattat taaatcttct cgtagtgtac aacaaataca gccattttga
  1650361 atttctacta gtttttcctc cgtacgtgaa aaaccacctt tttttataag ggaggcatca
  1650421 aagtttactt cgctcatatc attaacgata acagctactt ttaagttgtt cttattagtt
  1650481 aaaatatgat gtagtaatgt agtttttccg gatcctaaaa acccacttaa tacagtgata
  1650541 ggtatttttt tcatgaaatt atttctctcc tttaaatcgt aatgattacg ttttatgtta
  1650601 aatgattgaa agggaaaaat caataataaa tcataatgat tacgatttaa gaataggaat
  1650661 agactataac atttgtgttg tagtagtaga tgcatttgga caagcacatg tttacatata
  1650721 aataaaatgg aggcgagaag gttggttttt aatagagttt caaaagaatt agcaggcata
  1650781 gtgcttattg ttatttttct ctttttatta tttttggtag attttacaag cctagcaaat
  1650841 ttgcacaaaa gtatgccgca agtatggttg aatgtgaaca cactcttttt aagtattatt
  1650901 tttgaagcaa taccttttat tttactaggg ataatcgttt cttcactcat tcaagtgttt
  1650961 gtgacagaag atatgattca aaaagtaatg ctgagatctc caattgttgc aatgattcca
  1651021 gcagtatttg taggaattct ttttccaatg tgtgaatgtg tcattatacc aattgtaaga
  1651081 aggctcattc aaaaggggtt accacttcat gtaggcattg ttattttact aagtgcacct
  1651141 ataatgaatc cggttgttct tttatctacc atatatgcgt ttcaaaaaaa tgattacgtt
  1651201 gtatatgcac gctttgggat aacaattttt gttgctctat tcataggctt aattgtgtat
  1651261 catcgctatc gcgaaagaaa tgttttaaaa gacgtagagg gttcagttca aaaaagcaaa
  1651321 aataagagtt ggaaagatgt tatgaatcac actgtagatg agttttttga tactggtaag
  1651381 tatttattga tgggtgcttt tttagcaagt gtatttcaaa ctttttttga tcggaatgta
  1651441 ctggatacag tagcacataa cgaagtagtt gccccaatta ttatgatggg atttggttat
  1651501 gttttatcca tttgctcatc tgctgatgca tttatagcgg catcttttgg acaagttttc
  1651561 tctgtaaaag cacttctcgc atttcttgtg tttggaccta tgcttgatat gaaaaataca
  1651621 ttaatgctat ttgcatattt tcaaaagaaa tttgtattct ttttgattgg aattattatt
  1651681 ttatcagtgt acacaatcgt gcaaattaca agattatagg aggtgagaaa caatggagaa
  1651741 agaggagcag aaggcatatc atcgctatat acgtggcatt attttaattg gtttagcaat
  1651801 gctcttattt aaattacttg taaccggaaa tatatataat tttatcgctc caaaaatgat
  1651861 taaatttacg tatatagctt ttgtagtgct cttacttctt ggttctttac aagtttggag
  1651921 agatggaaga gaaaaacagg atgattgtaa ttgttgtaag tatcatacag catcaaaatt
  1651981 agggatgaaa agtttgtttg tgtatgtctt atttgttgtt ccaattatta gtgctttttt
  1652041 atttggaagt gtaacaattg atggaagttt agcaggaaaa aggggtatga atcaaagtgt
  1652101 acaggcgaga agtatggaaa agaatgaaaa agagggaata cgggcaaatt ctgattcgaa
  1652161 agaacaagat gaaacttcga atttaaaagt gactgaacaa gtggaagaac aattgacaaa
  1652221 aagtatgtta gggcagcgta aaatacaagt agaggataag gactatgttc aaacaatggg
  1652281 tataattggt caagatgtga atgggtttaa agggaaagaa cttacattca cagggtttat
  1652341 atataaggat aaagatgtga gagggaataa agcagtggtg gctcgatatg gcataacttg
  1652401 ttgcattgca gatgcatcag tctgggggat gattgttacg gggcaaaacg tcgaaaaatt
  1652461 cccagaagaa acatgggtga aagtaacagg gatattagat aaaacgacat acaaaagaat
  1652521 gccatttcca cttgtgaaaa taagtaaatt ggagaaaatt aataagccag cagacccata
  1652581 tgtatatgat gctttactgc aataaaaaag aatgaattct tcatattttc atgaaataga
  1652641 atcataatca tgacgataaa aaaataaaga taagagtaat ttggtttgtt aaaaatatgt
  1652701 gtagaaggag atacgcgatg aactgggtta ctcataaacc aacatttgaa tttgataatt
  1652761 ttagtccatt tattcgtgcg aatactgcgt ggcttgggca tttggagttc gcatacgatt
  1652821 tagtaagatt tgaaaaacca gaaatattag ttgagctagg tacacatatg ggcgcttctt
  1652881 tttttagttt ttgccaaggg gtaaaggatg ggggattagc tacaaaatgt tttgctgtag
  1652941 atacttggac aggagatggg catacaggtc catatggaga aggtgtgttc catattgtag
  1653001 ataaagtagt gaaaacgagt tatcccaata taggtaattt aattaaatct acttttgatg
  1653061 aggctgttga tcaatttcaa gatggaacga taaatttgtt gcatattgat ggctatcata
  1653121 cgtatgaagc agtttctcat gattataaaa catggttacc gaaacttgcg gataacggta
  1653181 tcgtattatt tcatgatatt gaggtgaaag atcgaaactt cggcgtgtat aaattttggg
  1653241 atgaggtgaa agcgaagtat cctcattttc agttccagca ttcatatggg cttggagtat
  1653301 tatttccgaa aggttgtagt gatagattta aggaaatact taaaaataaa gaagaaatac
  1653361 aagatatgta taaataaaag tggagcatgc atcatttgaa tgatgtgtgc ttttttgtgt
  1653421 ggggaataat gatatgcctt taaacggtga gtataatagt aaaacgtttt atgatggaaa
  1653481 atattgaaaa agttaccctt tgcttgttaa atataaaaaa tgtaacattt tttatatttt
  1653541 ccattgcgaa aagtagcatc tacttttaca atagaaaagg tgtccaatat attatactgg
  1653601 aaaaataaat cgaaataata tgaaaatttt gttttgtctt cgctaattgt atattgcata
  1653661 tacgtaagac gacatacatc atgttatcga cttgtaagga gagaaaaaaa tgaaaagtgt
  1653721 aagattacca tcgatgctag aaatcatagt tcttttatta ttatttcttg ctgttgtctt
  1653781 ttccttccaa acgatttttg atctcccaat tcaattagcg ctatttattt catggttttt
  1653841 agtaattgcg cttggattaa gattaggatt tcgttatcaa gaattgcagg atgcaattac
  1653901 gaaagggatt tctaacggat tagaagcaat actcatttta gttgcagtag gtgctttaat
  1653961 tggaacatgg attgctggtg ggatagtacc aacattaatt tattatggat tagaatttat
  1654021 tcaccctagc atattcctat tagcaacatt aattatttgt tcgataactt ctatcgcaac
  1654081 aggaacatct tggggaacgg taggaacagc aggtattgct atgatggcaa ttggtgaagg
  1654141 tcttgggtta ccattaccac ttgttgctgg tgcagttctt tcaggtgctt atttcgggga
  1654201 taaattatcg ccactttctg atagtacagt acttgcagca tctatggcaa aagtagatgt
  1654261 tattgcacac gtacgagcta tgcttgtatt agacgttcca gcgtatatta ttactagcat
  1654321 tatgtttact gtagctggtt ggatgtatgg cggagataac gtagatttaa atcgagtaga
  1654381 atttttaaag gaatcattat taaaacactt tgatattaaa atatggatgt tagttccggc
  1654441 gattattgtc attgtactat tagcaatgaa gaagccttct atgcctacaa ttgcaatggg
  1654501 agctttactt ggcgcaattt gggcaactgt tttccaagga atgcactttg gagacgcaat
  1654561 tggaacagca tataacggat tctcaattca atcaggcgtt gagtttgtcg ataagttatt
  1654621 aaaccgtggc ggaattaacg gtatgctcgg ttcagtagcc gtaattattt tcggtttagg
  1654681 gtttggtgga ttacttgaaa aattaggtgt tttaaaagta atcgtatcaa aattcgaaaa
  1654741 gaaattaaat tctgctggta atgtaacatt atctacatta atcgttgcat ttttagcgaa
  1654801 catatttggc tgtgcgatgt acgtatcact tattttaaca ccgaaaatta tgcaagaaag
  1654861 ttatgataaa ctaaaaatcg accgccgcgt attagcgcgt aactcagaag taggtggaac
  1654921 attaacttca ggtatggttc catggtcgga taacggtatt tttatggctg gtattttagg
  1654981 tgttgcgacg atatcataca ttccatttat gtggttaagc ttcgtatcgt taattttagc
  1655041 agttatttac ggatatacag gcaagttcat ttggtatgta gatgatgctg aaaaaggaaa
  1655101 agaagcgtca taaataaaaa atcaccttct gcgtgttgta gaaggtgatt ttttattatg
  1655161 aaagcatatt ttttcatatt gaattcctcc agtagtgtta tagtaggtta caaaggaaag
  1655221 gatacagcct aaacttaagt ttaggtcaag aggaattttt ttaaataaat atagaatatc
  1655281 tatatataag agtgagaatt cttatcattt aagagaaagt ctgttattat aagagatgta
  1655341 ggtattatat tttcaagggg atgaaaacat ggagtacaga attgaaagag atacattagg
  1655401 agaaataaaa gttccagctg ataaattatg ggcagcacaa acacaacgta gtaaagaaaa
  1655461 cttcccgatt ggaacagagc aaatgccgct tgaaattgta aaagcatttg caattttaaa
  1655521 gaagagtgca gcgcttagca atcaaaaatt aggaaagcta tcagaagaaa aagcagaagc
  1655581 aattgtggta gctgctgacg aaatcattgc agggaaatgg aatgaacatt ttccgcttgt
  1655641 cgtgtggcaa acaggtagtg gtacacaatc aaacatgaat gtgaatgaag taattgcaaa
  1655701 tcgtgggaat caaattttga aagaaaaggg atctgacgta catattcatc cgaatgatga
  1655761 tgtgaacatg tcccaaagtt caaatgatac atttccaaca gcgcttcatg tagcatgtgt
  1655821 actcgcagta gaaaatcacg tattaccagc tattacgaaa ttaaaagaaa cgttagcaga
  1655881 aaaagtaact gcatttgaac atattataaa aattggtcgt acacatttac aagatgcgac
  1655941 accgttaaca ttaggacaag aaattagtgg atggcaccgt atgcttgaaa aaacagagcg
  1656001 tatgattgca gagagcaata catatatgaa agagcttgcg attggtggta cagcagttgg
  1656061 aacaggtatt aacgctcatc ctaaatttgg tgagatggta tcagaggaaa ttagccaatt
  1656121 tacaggtaaa caatttattt ctgcaccaaa taagttccat gcattaacga gccatgatga
  1656181 agttgtatat actcacggtg cattaaaagc attagctgcg gatttaatga aaatcgctaa
  1656241 cgatgtacgt tggctggcaa gtggtccacg tagtggttta ggagaaatta ttattccggc
  1656301 gaatgagcca ggaagctcta ttatgccagg taaagtaaat ccaacgcaaa gtgaagcgtt
  1656361 aacgatggtt gtagcgcaag tgatgggaaa tgacgcaaca atcggatttg ctgcgagtca
  1656421 aggtaatttt gagttaaacg tatttaaacc tgttattgcg tataacttct tacaatccgc
  1656481 tcacttatta gcagatgcaa ttgtttcatt taatgataat tgtgcagttg gtattgaagc
  1656541 tgatgaagaa atcattaaag agaatgtgaa tcgttcatta atgcttgtta cagcattaaa
  1656601 cccgcatatc ggatatgaaa atgcagcaaa aattgcgaag catgctcata aagaagggtt
  1656661 aactttaaaa gaagcagcat tgcaatctgg actactaaca gaagagcaat ttaatgaaat
  1656721 tgtcgatccg aaaaaaatga ttgctccgaa agagtaataa aaaaagccga gattctttgt
  1656781 ttagaatctt ggctttttta atatttatct tttctatttg tattactgta agtaccaaaa
  1656841 taaattattt gttagcaggc atattcaata ctttcatatg cggacagttt tcttttaaga
  1656901 ctgaaaggaa cttttcttct tcttggggta taaaaacagt tacagagtca aataaattgt
  1656961 aatggatttc taattgctgt ctagtccatt tctttgaatg aagtttttta ccagcatatt
  1657021 taacgtgacg gatgtcttta aatagaattt cagtatgaaa tatgaaacca tgttttacaa
  1657081 taagagatga agcagttata tggtagtgag aaaaatagaa ggaagaaaga tttacgacat
  1657141 ttagcagcat catgagagtg aaaaaaatag aattttcatt ttggaagaat agcgaaatga
  1657201 aaaaaatcat gataaataat gaaatgaaaa tgacgtgaaa tggatttttt ttcgctttaa
  1657261 atttcaagtt ggtcacctcg gtatacatgt actttaacta aattaaatca taacatcgta
  1657321 ataaaacgcg tgaatatgca taattgcatg ttcacgcgtt ttattattca tgtaaaattt
  1657381 cttgatggaa tacattcaaa agaagttttg taatagtgga gtggcatgaa gtgacttaca
  1657441 agaatagaaa gatagcgtta gtcataatta gttgtatgat gattatgggg agttgtgcta
  1657501 atacatttgt tgaagataga aaccgaaagc atacatttgt acaagcaagt aaggttttag
  1657561 tagagactgt aaatagaata tataaaaagt aaaaggtgtt ttcttataca gaaacacctt
  1657621 ttttgtagtt aaaattgaat gtacttgctc ccaatgtcca tattcactaa tcgcatatgt
  1657681 attttgggca atttgtttaa cagtaaacca agggtcgtgc agaatagtca tgttttgttt
  1657741 cacatcctat cgtaatttat ttattaaata cattcgcttt ttattgcttc atatcctttt
  1657801 taaagaatat attatagaca tttttataaa agtttgcaaa ataggtaaac gaaacattga
  1657861 aatgtttatt tcgtttatgt taagatgatg aagtgataat aaacgttatt aaaatttgtt
  1657921 tgttttaaaa tggacatttt aaaggagtgt ttagtatgag cgatatttca gagaagtttt
  1657981 gggatgcgtc ggtagaggaa ttgaaaaaag ggtatgtgtt tgatgaggaa acggaagagt
  1658041 atatttgttt agcttgtgga gaaacgttta ttaagggggt tatttatcaa gataatcaag
  1658101 ttttgtatga agcagagaag tttgtacaat tgcatgtgca aaacgaacat acgtctatgt
  1658161 ttgattattt attaaacctt gataagaagt atacaggttt aactgatttg caaaagaaaa
  1658221 tggttcagtt tttccatatg gggctgaatg ataaagagat tgtaaaagag atggatggcg
  1658281 gaagtacttc aactatccgc aatcatcggt ttacacttcg agagaaaatg aaacaagcga
  1658341 aagtattttt agcgttaatg gaactgtcag aagaaaaatc gaaagtacaa acgaaatttg
  1658401 tacctattca tagaacagca acgatggtag atgatcgtta caatattaca gaagaagaaa
  1658461 atgatgaagt attaaaagca cattttacag aaggcttaga tggaccgctt tctaaattcc
  1658521 cgaaaaaaca aaagcgtaaa ttaattatat tacgccattt agtgacgaag tttgatagta
  1658581 ataaaaagta cacggaaaaa gaagtaaata ctatcataga aagtgtatac ccagattttg
  1658641 tgactttaag aagatattta attgaatatg gttttttaga tagaacagat gatggaagcc
  1658701 aatattgggt gaagttatag tatatggaga agaaaatgaa tagaagcaca tcgttataac
  1658761 aaatatacaa agagatgtaa gttgaaaaac agatttttaa taaaaggaga aatgaaattt
  1658821 gaaaccacct acagataaca ataaagaagg tgcggagtcg cataagttag aaagtgagag
  1658881 taaaccgata tggaaatcaa tgtccatgtt tttagtaccg ttactattaa gtaatgtatt
  1658941 acaatcggtc ggacaattat ttggtatggt agtagtaggg agatggcttg gagtgaatga
  1659001 tttagcggcc atatcagcat tctttccact atttttctta ctcgtttcat ttgtaattgg
  1659061 tattggttct ggtagttcca ttttaatagg tcaggcgttt ggggcaaaaa acgaagatcg
  1659121 tttaaaagcg attgttggta cgacgctaac atttaccttt attattggag ttgtgttggc
  1659181 gatagtaggt agtatttttg cgatggatat tatgcgcctt atgggaacgc cagaaaatat
  1659241 tattgaaata agtgtacatt atgcacgtat tttatttata tcgatgccag tattattttt
  1659301 gtatttcgca tacacaacat ttatgagagg gacaggagat tctaaaacgc cattttattt
  1659361 tttaattgta agtacagcgc taaatatgat cttattaccg attcttattt ttggatggtt
  1659421 aggagctccg aaattagatg tgtatggagc agcctatgct tctgttatat ctacagttat
  1659481 tacgtttatt gtcatgttag tgtatttaaa gaaaaaaatc acccactaca attagatagt
  1659541 acggtaagga aatatcttcg aatggattgg gatttattaa agctattgct acgactcggt
  1659601 attccagcga gtattaatat gatattagtt tcattatcag aaattgcggt aatcgcgttt
  1659661 gtaaatcgtt acggttcaga tgcaacagca gcttatgggg ttgtgaacca agttgcaagt
  1659721 tatgtgcaaa tgccagcagt tagtcttggt attacggtct ccatttttgc tgcacaatca
  1659781 attggtgcga atcaatttga tcgattgcag aaagttgtga aggccggaat tattatgaac
  1659841 tacgtcatcg gtggtgtgct aatatctctt atttacttgt tctcaagaga cattctatca
  1659901 ctgtttttaa cgagtcaaac tacaattgaa attgctcata gcctagttat gattacatta
  1659961 tggagttatt taattttcgg gcatgcgcaa attattagtg cgacaatgcg agcgagtggt
  1660021 acagtattat ggccaactgt tatcggtgtc gtatcaatat ggcttgtaga agtacctgta
  1660081 gcgtattacc tttcttacca tacaagtctt ggtatagaag ggatatggat tgggtaccca
  1660141 gcagcgttta ttgtcagttt aatactacaa tatgcatatt ataagctttc atggcagaag
  1660201 aaacgaatta cacgattagt gagttaaata ttgaaaaagt ccctaagtta ttttacttag
  1660261 ggacattttt tgtaaaggta tctttataaa tagcttttta aagtaatatc aaaatgttgt
  1660321 ctaatgagtt tgttatcact catataaaac tcccaagctt tttctggttc accgataatt
  1660381 tcaaaagatt cttctgtaat atataaggca caattatcct ctagagcaat gccttctata
  1660441 ttaccttgat gattttgtaa aaaggaatgg aaggcgttca ttctatttaa ttgattataa
  1660501 tgtggacaaa accttttgtt cacaattccc cagccgttgc tctctatata accggaacct
  1660561 tcataatctg agcggatgct agatgtgaac cagcacatag caccagcgct gtatcctgca
  1660621 atgagcgttc cttgctgcag agccaatagt aatttttcat cgagtttatg ttctttccat
  1660681 tctgtaacca tttgaatata gttcccgcca ccgagataaa ttaaatcagc agactgaatc
  1660741 atttcgtcta tttcatattt agaaggtgta tcagctataa tacgtaaaat ttgtacgtca
  1660801 cagtgtaatt gtttttcaaa tgtgtctaaa aataatttta tatagctttc atcatcatga
  1660861 ctagctgtag gaatgaataa tactttcgga tattgtttat ttgttaattc tataagtcgc
  1660921 tcattaatag gcgagtgatt ggaatcttgt aaatcaccgc caccaatgac agctaatttc
  1660981 atagtaaagc accacctaat cattttcgtt atataaaaat tcgatagaag agagttacat
  1661041 tccttctgtg atgtaatgat taagtagaaa atatagttta aatatatcgg aatagtaaag
  1661101 aaaaggctgg ttatattggg aaatgaatta gaaacaattt attaatatat aatacttcat
  1661161 actattgttt caaaatatgg aaacaatatg tttaaatgga tataaagaag catgtattca
  1661221 tattgaatga gtgcttatac tttaaaaagg aatcggaaat aatagagatt ttacaaatga
  1661281 gtttttactt ttaataggaa cttgtattac aatatggtaa aattatttca atatatttat
  1661341 ttaatataaa aatacaaaga gggagcgtga aaaaagtgga ttttcgattc gaatttacaa
  1661401 cgaaggtgaa ggaatacttg gatgatgaga aggatgaaaa aataataaaa gatggacata
  1661461 gagatatcat ttttcagtat ttatatccgc tagagagtga aattggtatt tataaaaatc
  1661521 ctaactttac tttttttgca tcaggaagac gctcgcatat cgtattagaa aacattgaat
  1661581 ttaaaacaga ggtaaatgta aaaagtaaca tcattgaaat tacaaaaata gtagataatg
  1661641 tcgttatccc gttagatacg atcgtagcga aagatcggga attgtttgca cttgggcgta
  1661701 atgagaaatt tagtgtacaa atattagagc agtatctctt tgatacattt ggagaaaaat
  1661761 taggtttaaa atgaatggaa tggcctatgt atttataggt agtgaatttt cgtatatatc
  1661821 atttgcgttt gacctttcgt ttaatttata ctacaattcg tagtgtgaaa ggagctatgc
  1661881 gatgtttact caaaactata agctaaatga gcaagggtta aatcatttct ttggaccgct
  1661941 tgaagcgaaa attatggaga ttgtttggtc tagcgaaggg attacgatta aagaagtgca
  1662001 gcagaaatta agtgaagaat cacctgtgaa ttttaacact gtgatgacag ttatgaacag
  1662061 gttagtagag aaattacact tagaaaaaca aactgtgaaa agaagtggca tatatcgtgc
  1662121 tgtacaaaca aaagatgaat tcttatccaa tcaaacgaag aaaatgacac aggaattgat
  1662181 gggggaattt ggagatttag ttgtaaatca tatgctagat gaattagagc aagctgatcc
  1662241 gaatttaata aaaaaattag aagacaaatt gagtcagtta aaaaaagagg attaatgaaa
  1662301 tgaaatggca aatgcgtaaa atcgtattgt tagcaggaat tgttagtata ctctttttca
  1662361 gtatgctagt gtattacgtt acatatccat ttctgtttca aaataagatg ttcttccttt
  1662421 caaatttttg cttgtttcaa ttagaaaaac atatgaagga gttatcgctc attcgtatta
  1662481 taatcgctgg atttctacta cttactgtgt ttatcgtgtg taaaaggata tggcgacaat
  1662541 ttttttatag taaaagatta caaaaagtac ttatcccttt catccgaaaa ggaaagcaaa
  1662601 tatatatatt gccgactgcg gaagttgcgg catttacaat tgggctattt cgtccgaaag
  1662661 ttgtcatatc agaaggaatg attcaaacat tttcagatga agaaatggat gcaattattt
  1662721 tccatgaaga atatcatcaa aataatcatg atccgttaaa attattttgt tttacgttat
  1662781 tagcagaagg aatgatgtac ataccggtct taaaaggctt gttacagcgg tatcatacgt
  1662841 atcaggagct agctgctgat aaatatgcga tgcaaaaaat ggagtcttcg tttgagttag
  1662901 gtagcgcgtt attaaaatta attaaaataa agacaatgga aaatcgatgt gttacagctt
  1662961 catttgcaaa aacagcaatc aatttacgaa tcgagcaagt gttaaatgaa aaagttgtta
  1663021 agcttactat tccgttacat acgaattcgg tatatgtaac attaggttta ttttgtatgt
  1663081 cggttgtgct aattgtcgga gagtgcatat agcctctttt tttaagaatt aacactactt
  1663141 gttgtagtgt ttcaggggga ataaaatgaa tgcagcagat ttaacaattt ggcttgtagc
  1663201 aggggcagga gtattgtcat ttatatcacc atgctcttta ccgctatatc catcttattt
  1663261 atcttatatt acaggtgtgt ctattcaaga tttaaaagaa aatcgtggga ttatgcaaaa
  1663321 atcagcgatt atacataccg tattttttat gatcggattt tcggttatat tttacgcgtt
  1663381 aggtttatca gtaagctgga ttggaatcac attttcatct aaccaaaaat taattcaaca
  1663441 aattggtggg atttttattg ttttaatggg gctatttatg acgggcttgt ttcagcctaa
  1663501 gtggcttatg gcagagaaaa aggtgcagta tagaagtaaa tcgactggat atattcgctc
  1663561 gattttagtc ggtatgacat atgcagcggg ttggactcca tgtgttggac cgatattttc
  1663621 agctgtactc atgcttggtg cgacgaatcc tgaaggggca cttctttata ttacagcgta
  1663681 tacgcttgga tttgcagttc catttttcgt gatggcattc tttattggga agataaaatg
  1663741 gattgttaca tatgccaatg tcatgatgaa aattggcggt ggaatgatga ttgtaacagg
  1663801 tattttattg tatacaaatc aaatgacgaa aattacagca ttctttattc gtctattcgg
  1663861 cggatttaca ggtttttaaa aatgaggagg aaaaaaagtg aagaaactaa ttgctattat
  1663921 actggccgga gcattaattt gggccggagt taatttttat aattcaaaga aagaagaaaa
  1663981 agaaagaaaa gcgaaacaag cggaattaca gaaaacagaa gtattaccac aagtaggatt
  1664041 taaagcacca gacataacat taaaaggatt agatgggaag ctgtattcgt tacatgatgc
  1664101 aaaaggtaaa ccatatctta ttaatttttg ggcatcatgg tgtggtccat gtgaaatgga
  1664161 ggcgcctgac ttagtttgta tgtatgataa atataaaaag gatgttgaaa tctttgcggt
  1664221 aaatgcaaca ataggagatc cagtgcaaga agcgagcgct tttgcggatc gtcacggatt
  1664281 taagtttcct gttttactag atatggacgg agtagccgga ttagattata aagtgttttc
  1664341 tttaccaacg acattttttg ttaataaaga tggaattatc gtagagcaag tacgaggcgt
  1664401 actacctcca gatcaattag aagagaaatt caagaaatta attgagagtt aagaggggat
  1664461 ttcatagtga tggagtggat cgtgaggtta caacccgtat ctcttataat tggaagttta
  1664521 tttggattta tgttgatgaa acgaaagatg aagaacgaaa gtgtaccata tgaaaaaatg
  1664581 atggatgcag taacaaatgc ttttcttatc atcgtatttg tatggaaatt tgcaccggca
  1664641 attttaaatc cagtatgggc tattaggtcg ccactgcaag cattattagc tataggaagt
  1664701 acgaaacata ttgtagtagg atgcataatt gcaagtgtat acattgtttg gaaaagtaaa
  1664761 aaggggcaat tttcgcttcg tactttactt gatgcattac ctattgcgct atgtatgagt
  1664821 attatttttt attttctatt ccaccaaaaa gtaggagtac aaacgacatt gccttggggt
  1664881 gtgaaagtat atgaatctaa ttttttatat catcctatat tcgcatacga gatcattctg
  1664941 gctctttgta tagtgggctt gttatggatg aaaaatgaaa ggcttggaaa tggaaagaat
  1665001 ataagtgttt ttctaattat tgaggggttt gctcatatta ttatttcact tgttagtgaa
  1665061 cagaattcag ttctatttgg tttatcgatg cagcaaatac tcagtttttg tattatgagt
  1665121 ttagggattt tgttcgtgcc gaaaagataa aaatagccat gtacggagga atccgcacgt
  1665181 ggctattttt attacatcta ttaaaaaatc ggcggagtaa cagaaaataa aacaatgaca
  1665241 tttttctcga attgatttac ccatttatgt tttaaataag cgggtatttt tacgctatca
  1665301 cccgtttcta atatgtattc ttcttcattt aaatgtaatg tgattttccc ttctaataca
  1665361 aatgctaatt cttcaccttt atgttctagt acattttctg atgaagctgt attcggcggg
  1665421 atggtcataa ttgctgttgc taaatttcct gtgaaatcag gtgatagcat ttcatatgat
  1665481 aaattatcga taatcatttt tttgcgttta tgagaacgta caattaaatc gtctgtattg
  1665541 gtatcttcaa gtaaaaagct aaatgttgga acatcaagag ctttagcgag tacttttaat
  1665601 gtttggatag aagggttagc agatccacgc tcaatttgac ttaacataga tggtgtaata
  1665661 tcagccatct ttgcaagttc tttactcgtt aaaccttttt cttttctttg ttgttcaatt
  1665721 tttttaccaa tatctatatt ttccatattg aaaatctcct tactgattat taaattatat
  1665781 ttaaataagt taaattaaaa ttaactaaag tggataattt atgttaaact atattaaaat
  1665841 taatttaatt ataatttatt aaatcgtaag ctacaaggtg atgaggaggt aataacagta
  1665901 aataagaatc tataaaaaac tataaaaatt tacaattaca ggttttatat tttacagaat
  1665961 tcaacctata atattttcag gtgatgaaaa gggggaaaag gatgaaaaca acacgtactt
  1666021 gtaaaatcaa ttctattaca aaagaacaaa cggaagcttt aattactttg atccgtacgt
  1666081 tcgaaagtgc aaaacgatat agttttaatc gtttaattga aggagaaagc gagaaagaat
  1666141 tgattaaaaa actacaactt aaatatttgt taaacaaacg cttttgtgaa gatgcagttt
  1666201 tgcaagtaca aaccatcctt tcctcccaaa aagaacttct tcctgtttac ctagaaaaca
  1666261 atcaaaaaaa attagaaaaa acattacaaa aaaagatgat tatgaaagtg gcaggaaaaa
  1666321 cccaaaaaaa gtttcattag aaatgtgtct aattggatta agaaaaagac aacaaaaatt
  1666381 agaacaaaaa attgaaatgt atgaaacaca tattaaaaat ggaacattac ctcctattat
  1666441 ttttggtgga cggaaaaatt tctatgaaag aatgaaagat aagatatcca atcaagaatg
  1666501 gaaagattta cgtacaaggc aattatattc tcgcggagat aaaagtaaaa aagggaattt
  1666561 gaacatgcgc attacagttg atgattgtgg gcaaggatgg ttagaaattg caaattcatt
  1666621 aggacgaaca aatggaaaaa caaaaagccc acgaatcaaa gttccgatta ttattccata
  1666681 tcgtttttat catgaaatca caaatgttgt tatgggagaa caaatcggtg taaatccaaa
  1666741 aggaaaaccg attatagatc atcaaaaata tagtgtagaa attattcgca aacaaaatga
  1666801 tttttatgta aacattacgt ttgatgaaac ggaaataggt cgtgtattag attttaaaga
  1666861 aacaccacaa tctgatttaa ttgcagggat cgatgtgaat ccggatcgaa ttgcagttag
  1666921 tttatgtaca aaacaaggta attttaaggg ttcgaagatc ttttacttac acaatcttga
  1666981 tacattttca acaaacaaac gcacaacagt aatcggacaa atcgtacaac aaatcaaaaa
  1667041 atggttaata gaaaacaatg taggtggtat tgttttagag gatttgaaat tccaacagtc
  1667101 tcatgatact gataaataca gcaatcgtaa atttcatcaa tttacgtata aaaaaatgtt
  1667161 ggatagttta attcgtatgg ctcttcgtaa cggattttct gtcaaaacag taaatcctgc
  1667221 ccatacaagt gtgatcggaa aattaaaata ctgtaaaaag tttggtatta gtgttcacga
  1667281 aaccgctgcg ttcacaatcg taagacgtgg attaggtttc caagaaagat tacctaaaga
  1667341 agttgttcta ttattaaaaa acaaaattac aacaaaactc cgtatttttg tcgcttcaat
  1667401 ggaagaaagc gaaaaggata cgaatacgaa aaaagtatat aaaaaatggc tacaaacgat
  1667461 taaaacatgg aaagatcatc acaattggaa attgtggagt attcttcaca aaactgttta
  1667521 tatgagcaat caacaattat tatttaaaat ttaaatatag aaggggggta ctggtttatt
  1667581 tcttataacc tcttgcatac tactgacttg gatgaatggt agtatgcaag aaaagaccgt
  1667641 tcctaacagg aacctgccgt cattctttca caataggtgg atgaaaaggt cacaaatctt
  1667701 acggacagga aaaaggtgag attccttttc ggtagttggc atttgacttg gttcgccaac
  1667761 aatttataga tttttataag aattttaaac caggaagagg aatgaaggaa atagagaaat
  1667821 taaaagagga atatccacta ttaaataaat tgattgaaat agaagaagtg ttttgggtga
  1667881 atccgaacat ggaaaagtat gaaacggcaa taaaagattc gccactcagt gaagagaatg
  1667941 taaaagatgc ggaggagagg ttaaagcgtt ttgcatcata cattgcgaaa gtttttcctg
  1668001 aaacgaaaga cacaggcggt attatagaat cacctttagt gaagatacct tctatgaaac
  1668061 agtctttaga gaaaaattac gagcaaccta tattaggaga attattatta aaatgtgata
  1668121 gtcatctccc gatatcagga tcaattaaag ctagaggcgg catttatgaa gtgttgaaac
  1668181 atgctgaaca attagctttg cagcaaggta tgttaacaga agaagatgat tattccattt
  1668241 tagatagtga tacatgtaga gagttttttg ccacttattc catcgcggta ggttcgacag
  1668301 ggaatttagg attaagtatt gggattatga gtgcgaagtt aggttttaac gtaacggttc
  1668361 atatgtcagc agacgcgaaa caatggaaaa aagatttatt aagaagtaaa ggtgtaaatg
  1668421 ttattgaata tgaagctgat tatagtaaag ctgtagaaga aggaagaagg caagcagatg
  1668481 ctgatcctag ctgttatttt gtagatgatg aaaactcaca tgatttattt ttaggatacg
  1668541 cagtagcggc atcgcgttta caaaaacaat tagaagagtt agagattata gtggatgaag
  1668601 agcatccttt attcgtttat ctgccatgcg gagtaggtgg cggacctggc ggagtcgcat
  1668661 ttggtttaaa gttattgtat aaagacaacg tacactgttt ctttgcagag ccaacacatt
  1668721 ctccatgtat gttaatcggg ttaatgacag gacttcatga taaaatcgcc gttcaagata
  1668781 tcggaattga taatgtaaca gacgcagacg gacttgcggt aggaaggcca tctggatttg
  1668841 ttggtaaaac gatggaacca tttttgagcg ggaattacac agtaagtgat gaagaattgt
  1668901 ataggttgtt aaaagagcta gctgatacgg aaaatattta tttagagcct tctgcattag
  1668961 caggtatgat aggaccagta aaagtatgta aagaagatgc gtatttacaa gagcaacagt
  1669021 taatggagaa gatgaaaaaa ggtactcata ttgtatgggg aacgggcggt agtatggttc
  1669081 cagaagatgt gatgaatggg tattataaaa caggtgaggc attaacaata ttagaaaaat
  1669141 gaggctagat gtagcctcat tttttcatgt acataaaaat ctttgttatt ttcacaatag
  1669201 ttctttatag tatagataaa ggataactaa tattgaataa atacaacaaa aaggctttat
  1669261 tttacataat aagaggatgt gtatacgatg tcattacaga ctaaatatat agcgggtatt
  1669321 tcgcttgggg ttatgggagt aggttttgcg gcttctattc catttcaagg aacggtagca
  1669381 ggtgagatta tacaaggggg atttgaagct gggttagtcg gcgggcttgc agattggttc
  1669441 gcagttacag cattattccg tcatccaatg ggaattccaa ttccgcatac agctttgtta
  1669501 cctaaaaatc gtaaacgagt aacgaaagga ctcatcaata cgttagaaaa tgagtggcta
  1669561 acgaaagaaa gtattacgaa taaagtaaaa gagatgcagc tagcacaaat ggtgctgcaa
  1669621 attgcagaga gagaaatgca gtctgatgct gtgaaaaaag ggattgtaac gattgcggag
  1669681 aaagcgattg tttcaataga tacggaaaaa ttagcggtta ttattgaaaa agaattaaaa
  1669741 acatatttgc atacaattaa tacaagtaac attttacaag tgcttgttga tcaattagtt
  1669801 gtgcaagaat atgatgaaaa gacacttgat tacatattag taaaagtgaa agactggaca
  1669861 gcgcaagatg aagcgcgtta ccagctcgga agcttaggta tgaaggcgat ggaaaatata
  1669921 aaagtagatg gattcttgca gtttactttg aaatcattta tgaatattgt agatgaagat
  1669981 aaaattggcg gtattttgca gaagtttatt attagtaata ttaacagctt acaagatgct
  1670041 gataatagca cgagacaact tatattagcg aaaattcgtc aagaaattat aaatgtaaaa
  1670101 gaaaatgaag cgttactaca ggaattagaa aattggaaag aaaagtggat tgcaaattgg
  1670161 gatggtactg aaaaaataaa agaaatgctt gagcaagtac aacaaagagc ggttaccttt
  1670221 gtaaataacg aagaatttgc tgataaatat gttattccat ttttacaaac acaaatgaat
  1670281 aaaataaaag aagatgaaca aactgttcaa aaaatagaag aatggttaca aaaacaagtt
  1670341 gtgaagcttg ttgaaaataa ccattcaaaa atcggaaaac ttgtacaaga aaaccttgat
  1670401 aagttagatg ataaaacgtt aattgaaatg attgaaaata atgtcggtaa agatttgcag
  1670461 tggattcgag tgaacggggc agtttgcgga tttatgattg gattagtgtt agaaggaatt
  1670521 aaagcgatta tatgagaaaa accttccgca attgcggaag gtttcttatt tttcgataac
  1670581 actcatattt aaattgtaag ctttctcaat gtttaacttg tacgttccat tcccggtttt
  1670641 aatcgaattt ttataccaat gttcttgccc gttgaattct ggattttctt ctgaagtagt
  1670701 atcttctttt ttcgttacat cttcaacttg ttcccaaggt gtgctgccat gtgtttcttt
  1670761 ttgatttgtt actgctgtta aagatacatc actctctttt gcaagatgga cagacactct
  1670821 tgaactttct tgtacaaacc aattattttg taattgacct ggataaagag atagttcgtt
  1670881 attggaagca cggatttcca catttttatt ttgcggaaga acaagcgttg gtttcacctg
  1670941 tggtgctgaa ttaaataacg tatgctgaac aggtaatgat tttaaagtga tatacatcgt
  1671001 ttctccagcc gtttgaactg aaaggaaatc atcttgtttt aaattgagtt tttcatttgc
  1671061 tttcgtcgtt atttcataag ttccaagaag atgaatttga tttgtattat ttccctctat
  1671121 cgttagaggc tgatgtcctg catctactac gatttttttg atagattcag gtatatcaaa
  1671181 ttgtccatct ggaatattac tcgtttgcct cgttgtgtta atagagtgac gaacttcttc
  1671241 tagcaatcca gttgataata aacagtaaaa agcaattcca acgcttccta aaacgccgat
  1671301 aaagaaaata ctaaaaatat catatttaat aaaggattgt tccttcttag aaaatagaag
  1671361 gtatagtaaa atttccacgc caagtataat aagtaaaaca ggccaccatg ctgttaagga
  1671421 atctaatacc ttagtacctt gtataactga aaatagtaag aagcaaccta atgaaataat
  1671481 agaaagcccc attgaaaatg ttccaacgcg ccatgttctc attctttcgt accacctttg
  1671541 ttttctttat ttccaagtaa caatttaaag ccgccaccaa ttaagaggag tgcaacgata
  1671601 gatgtttgga aatagcgata atacagctcg ctaagatgaa tgttaaatat agttgcaaag
  1671661 taattattca aaataggaag gagtgtttga tctaataaat aataaccacc gagtgtaatt
  1671721 aacccaatac cgatccatct ttgatgattg ataaaataat caatgatagg ttcgtcatgt
  1671781 acacgttctt ttccatactt tgcggtttgc tgtaaagcgt caaaaaagct atagaaccaa
  1671841 atgattggta ctaaaaataa aaacgccgaa agtcttaata agtcgagtaa ataaattgat
  1671901 agtaaaaagg ctgccataag ctgaagacca cggcgttgca aacctaaata catatgtcct
  1671961 gctccaggga acatcgctaa aatagaagcg aatgttttat tcttctttcc ttgttcacga
  1672021 tgctcttcaa actcttcgaa aatagtacga tcatctagtt gctcgccacg ttcttttttc
  1672081 tggagctgct gaacaacatc gaagaaattg taaatccata aaacaggtaa tgtaataagg
  1672141 aagataagaa aactttcttg cgatgttaaa agtgcaacga aaataatcat acttccgatt
  1672201 cctgtgcaag ctactaaaaa tgtaagtcca cgttgcataa gccctaattg aaaatgtcca
  1672261 agtccaggga tgattgatag gagaatgata taaaatcgtt cgctctcttt agaggaatct
  1672321 gtcaattctc cagcttcttg ttttttcgtt tggtttataa tggtgataac taaatctagt
  1672381 aagttaatta cccataaaac agctagtaaa aatagggaaa gaaaagcaat ggtgcgctct
  1672441 cctaattcta ctgtacaaaa tactgcgaag ataaatagaa ataaagctcc cccgctatat
  1672501 aaaataaacc gtccaaattt ctttaaatat aaatgtccaa gcccaggaat tagccctaat
  1672561 acaagtgcta aaaagggatt tttattcatg ctttgaacct ccgtcttttt tttgatgtgt
  1672621 ctactgattt gtttacaatt tgttgtgaga tagaagactc gttatgtttt gaagatttct
  1672681 cgaaatttga tgtcgctgta aaaatatatt ggaataaacc acttaccata aaaataattg
  1672741 tagccgcggt tgcaattatg taatggataa tcgtacgctt tagttggttt gatttcatat
  1672801 tttcattaga ctgtagcgtt tcaaaattaa tttgtgtcat aacttcgttc gtaaatgaat
  1672861 catcatttat cattggaagg ttttcctgtt gttcatcaat attttccata taaagtgcta
  1672921 aacaatgatc acattcataa aggtgttctt ccatagattc acgttcattg ctttctataa
  1672981 aatctagtgt ataattgcgc caatcttctt ttgaataatg catcatagaa actcttcctc
  1673041 cttccaatgt tttttaatcc attttcttgc tcgatacagt ttcatttcga ctgtttttac
  1673101 ttcgattttt tcctgcaaag caatttcttg ataacttttt tcttctaagt aatgtgcgag
  1673161 aacgacgtca cggtaatttt cgggaagttc tctcagtttt tgagcgatga gtaatttttg
  1673221 ctctttcgtc aataataaat cctcaatatt atgagaggat tttatatttt cctcagtttc
  1673281 tttacataag gagagttctt cattttctct agctttcttt ctcttataat caatggcgtg
  1673341 attggtggca attcgagcca tccatgtttt caatccgcga aattgataat tagggagaga
  1673401 ggcgtgaatt tttacgaata cttcttgtgt aacatctttc gcatcttctt catgtcttaa
  1673461 aatagaaaag ataacttgaa aaatataatg acgatatgtt tgcacaagga tacgaaaagc
  1673521 atgttcgctt ccttgttgtg ctttttcaat taattgtttt tcctcaatgg gtctctccct
  1673581 cctttttgac gcattctatt atatagacgt aaagaatgat aagtcaccct acacatgttg
  1673641 taaaaaaaga ataatatatt tttaagaagg aggctatatg aaaaaaggtg tgaaaaaatg
  1673701 gtaaaaagaa gtatataatg agcaagtggg aaatgttgca cagagaaagg atgtgaatgt
  1673761 tagtaggggg agttccatac taacaaacat gaaaattaaa atattaatag cggatgataa
  1673821 ctcttttata agagaaggta tgaaaattat tttaaataca tatgaagagt ttgaagtggt
  1673881 agatacagta aatgatggga aagaagcagt ggaatattgt aaaaagaacg acgttgatat
  1673941 agcgctttta gacgttcgta tgccaaatat gaacggggta gaggcaacga aattgatttg
  1674001 tgaagagaca gaaacgaaac cgcttatttt aacgacgttc gatgatgatg aatatatttt
  1674061 ggacgcagta aaaaacggag cgaaaggtta tttattaaaa aataatgatc cagagcgtat
  1674121 tcgtgatgcg ataaaaggag tatataacgg tcaaactgtt atgcaagatg tagtgcttga
  1674181 taaaattaag tgcaatttaa tggaaagtaa agaggacgaa tgtaaaatag ataagagtct
  1674241 ttttacagag agagagctta gtattatcgc gttaatagcg aaaggtttct cgaataaaga
  1674301 aatttcaaag caacttttca tatcagaagg aacaatcgca aattatatta catcagtttt
  1674361 agggaaaact ggacttgaac atcgtacaca aattgcgatt tattatttaa cagggaaagt
  1674421 agattaatgt tatggaattt tggttaactg taagtaaatt aattgtcttt atatatattg
  1674481 tgttcagtta catttattta aatgttgtga acttaccgtg ggttatactt actttacttt
  1674541 tatttctttc tgtaaacgtg ttaatctcta tatttaaaaa tgatacgtac aaaaacatat
  1674601 taacttgcgt atcaattggt ctagttatgt tatttgcatg gaagattcat ccgtttttta
  1674661 ttttgttttt accaatgaac ttatatgaaa ttatatttcg ttatatagag aataaatgga
  1674721 agctctttat cgttatgatg attcctattg tttttacaga tgaaagcatt cgaatgacag
  1674781 acggattaat tgttgcattt tctttcattg tattaactat ggcagaacgg tatatatcgc
  1674841 gtgtagtaaa gcttgaatca caaaatgata agatgcgaaa agatatgcag cgacttacga
  1674901 aaagcttaca tgaaaataaa gagtacataa gacaatcaga gtacacattt aagttagaag
  1674961 agagaaatcg gttgtcacaa gaaattcatg ataaaattgg ccactcgatg acgggtgcgc
  1675021 tcattcaaat ggaagcagca aagaggttaa tggaaataga taaagaaaag tctgctgagt
  1675081 tattacaaaa tgcaattcat atttcaaaag atggaattga aagcattcgg attacattga
  1675141 aaaatatgaa gccgccaaca gagcaaattg gtattcatcg tatgaaatta ttcatagagg
  1675201 aatttgccag taagcatgat gtgaatattc cattcgtata taaaggaaac ttagatatga
  1675261 tttcccctat acagtggaaa attatcggtg aaaatgttac ggaggcatta acgaacgcga
  1675321 tgaaatatgc tgatgcaaca gtcatttcca tagatgttca tgtacttaat aagatggtga
  1675381 aggtacaagt gaaagataac ggaaaaggtg cagtgcttgt gaaaaaaggt ctcggtatta
  1675441 taggtatgga ggagcgaaca gcttctgtaa acgggaaaat tattgtagat gggaaaaatg
  1675501 gtttttcggt aacaatgttg ttgccgatag gaggatgaat catctcatag gaaaaaagtg
  1675561 aatattctca tgtaaaaaga gtgaacttct gcactgagca ggttcattct ttttgtttat
  1675621 actaaaagca gagaaaccga aataggggtg aaataatgaa tacattagaa ataaaaaatt
  1675681 taacaaaaaa atttggtgat ttcatcgcgg tagataatat gtctttatct attaaagaag
  1675741 gagaaatatt tggcttttta ggatcaaatg gtgctggtaa gagtacaacg attaatatga
  1675801 tcgctgggtt gttaagaagt aatgaaggtg aaattagtat attaggaaaa aatataaaga
  1675861 aacataatcg atttgcgaag atgaatattg gtgtcgttcc gcaagatatt gcaatctatg
  1675921 aagagttaac tgcctatgaa aatgtgaaat tctttgctgg actgtacggg ttaagaggag
  1675981 ctgaactaaa agcaagagtg gaggaagcac ttcaatttgt gggacttagc gataaacaga
  1676041 aaagtttccc gaaaaacttt tctggcggga tgaaacgcag actgaatata gcttgtgcaa
  1676101 tcgctcatag accgaagtta attattatgg atgagccgac agttggaatt gatccgcagt
  1676161 caagaaacta tatccttcag tctgtccgaa aattaaatga aatgggaagt acgattattt
  1676221 acacgagcca ctacatggaa gaagtagaag agatttgtac gaaaatcgca attgtcgatc
  1676281 atggtaaagt gattgcagaa ggaacgaaag aacagttaaa agcgattatt accgatacga
  1676341 aagacatttg gattgaagta aagtcagtag aaaatttaga tgtagaaaaa ttaaaagaga
  1676401 taaacggtgt gaaagctgtt caaattgaag agaacgtaat taaagtaaac tcggatgcag
  1676461 gattaaacaa tttaaataaa tttattcagc acttcattaa tcatgacatt gaaattcgtt
  1676521 cattagagga gcaggctcca aacttagaaa cagtatttct tacgttaact ggtagaaact
  1676581 tacgagataa ataaatggta aatggagaaa aggtaaaggg aggttcatca attgaacatc
  1676641 ttcaatattg caattttgca tattaaaaga gatttcaggg acataagaac tttagttttt
  1676701 atgctagcat ttccgattgt gcttatgctt gtgttaggaa cagcattaag taatgcgttt
  1676761 aatagtgata gtcattcaat taaagatata caggtgctat ataaagatga agcaagtagt
  1676821 gcgttttctc aagcatttga agaatttgcg aaaaaagtgg ataaatcggg tattcatttt
  1676881 aaaaaagctt ccgaaggtat agatgggaag gaagcggtga agcaaaataa atatgctgcc
  1676941 tatgtagaat taaataaaga tgatgcaaaa ttttacggaa gtgacagaag tagtgtcgag
  1677001 ggaagtattg tggaagggat gcttacaaca tttgttgata agtacaatgt agcggccgaa
  1677061 gttgcaaaag tagatcctcg taaggtaagc acagttattt caaatggaaa tcataatgat
  1677121 tatatacaag aaacatcttt acaagctgcg aaaaaaccag gttctatgga ttactatgcg
  1677181 gttgtaatga cgacgatgat tgcactatat gctgcgatgg gagcgagttc tttaattcga
  1677241 gaagaacgaa tacgtaaaac aggagatcac cttattgctg cgcctataag taaggctgaa
  1677301 atattcattg gaaaagtact tggtagccta gtagcaaatg ccctttgcgt attacttgtc
  1677361 atgttattta gcaaatttgt atttcaagcg aattggggcg aacatcttgg aattatattt
  1677421 ataattttat taacacaagt ctttctagca attagcttcg gtttaggaat tggatatatt
  1677481 acaaaaacag ctgaatcatc gagagcaatt attcttgtag tcgtacaatt agcttctatt
  1677541 tttggtggtg catacttcgt agtagaagaa aatttcgtta caaatttatc accgttaacg
  1677601 tgggcaaata cagctgttat gaaaattatt tatgcaaatg atgtaggagc agcactgccg
  1677661 gtaatctctt taaaccttgg catttcagca ctctttttat taattgcgat tattgcatta
  1677721 cgtagacggg aggggctata gtatgaaaga tattttatgg ctcatacaaa aaacgttatc
  1677781 tgtacttttg aaaaataaaa aaagtttact tattattagt ttgccgataa taggaacatt
  1677841 aatctccttc tcaatgtatg ggaatgtagg gcaagggacg ttaaatatcg gggttataaa
  1677901 taaagaaaat caacctatag caaatgatac ggtgaaattt ctagaagggt taaatcatgt
  1677961 aaaggtaagt aaaattaaag agtctgaagt agaagataaa ctcacttcca aaaaacttga
  1678021 tggtgttatt acattagatt ctggtttttc tgaaagtgtt cgagaaggga aacctgatca
  1678081 tattgagatt tcatcaatta aaggggatca agtaacagta ttcataaaat catatttata
  1678141 taactatatt gataatattg tagcgattag taaagtggca gggacggatc aaagtacgtt
  1678201 taatagtatg tacgctggtt atcaaaagaa tttatttaaa gtaaagtctg agacacttac
  1678261 agatacttcg aaaaataaag atatgacaaa ccaaacgatg ggttatctta ttatgtttat
  1678321 gttattttca gcagcgaact tatcaggata tattttaaaa gaaaaagaaa atagaacgta
  1678381 ttttaggctc ttaacaacgc cgatagatgg gaagaaattc atattatcta atgtcggggt
  1678441 caatatgatg atactaacaa tacaaatttt aattacaatc ctattcctaa cgaatgtttt
  1678501 tcatacgaat atcaatatgc ctttcatagt gatgattggc gtactaatgc tatttgcttt
  1678561 aatagcgatt ggaatatcat tagttcttgt tgctttttcg aaaaactcag catcggcaaa
  1678621 tacgatgcaa aatctggtca ttgtaccaac atgtttactt gccggatgtt attttccata
  1678681 tgacattatg ccaaaagcgg tacaaaaagt agctgatttc cttccgcagc gttggttact
  1678741 agacacgata gcaaaactac agcaaggaat tccattttca gagttgtatg taaacatttt
  1678801 aatcttattc gcctttgcgg tagcattctt cttaattgca atttataagt ttggaagaaa
  1678861 taatgatgcg agaaactttg tttaatatga aaagggtttg acgttaagtc gcatcctttt
  1678921 tgtatgaagc atgaaatcta aatttgaatg ccaaaatagt agggtggaaa gaaaaatgag
  1678981 cggaaggaaa tgaacatgat taaaaaaata ttgcgagtta cttctattat tattgctatt
  1679041 ttcgctttta ttttaatttg tatgcatatt gatgttactt taggtaggaa aatggaagct
  1679101 gggaaaaaca tgccgacaga gtatgcacct cattatagtg attttcaatt atatgtagaa
  1679161 ggaaagtcat tttataaaca gttatttact gatataaaag aagcgaaaca atctatttac
  1679221 acttattttt ttattttatc ggatgataaa agtagccata cttttttaaa tttattaaaa
  1679281 gagaaggcaa aagaaggagt aaacgtatat ttatctgtcg atttacttaa cgatttatca
  1679341 tttgaaagaa agatgaaaaa agaattacag gaaaatggtg tgcattttac atatagtaga
  1679401 aaacaggaat taccattcgg gttttattcc cttcaccatc gtaatcatcg ccgcattaca
  1679461 acgattgatg gagagattgg ttatacgggt ggttttaata taggggatga atacttaggg
  1679521 aaagataaac actttgggta ctggagagac tatcatgtac ggataaaagg tgaaggtgca
  1679581 aaagacttag aggaacaatt tgctttagat tggaaacgag atacgaaaga agatataaag
  1679641 agaagtacgg ataaagctag taaagggaat acattacata ctatggttag ttataatggg
  1679701 catcacgtcg ctgaaaaata tatagatctt ataaaacaag ctcggcactc aattgtaatt
  1679761 gcaacgccgt attttatagc gaaaaataaa gaatccatga atgctttaat cgcagcacaa
  1679821 aagcgtggtg ttacagtaaa aatactttgg tcatataaac cagatctacc tcttataaaa
  1679881 gaagcggcgt atccatacat acgtcaagct attaataatg ggattactgt atatgggtat
  1679941 aaaaaaggaa tgttccatgg caaattaatg cttattgata atgaattaac cgttattggc
  1680001 acaacaaact ttacttcgcg tagcttcaat ataaatgatg aaatgaattt ttatattcat
  1680061 ggtggtccta ttgtagggca agttaataag gcgttaacag aggattttcg tgactcaaaa
  1680121 gaaatgacga aagaattttt tgagaagtta tctttttggg agcgttgtaa ggagaaattt
  1680181 gcagggatgg tggattttta tttataaagg ttgatgggaa aagggtgtct tttatagaca
  1680241 cccttttaaa atgaaaaata attatttctc atgcacaagt aatgaagcgt catcattaat
  1680301 caacgttccc acatgctctc ctaaacaaat tcgtctcatc actccaggct catcaaagtt
  1680361 aaagacgtgt gctggtaaat tataatcacg ggccaataat aaagcggctt gatccattac
  1680421 ttgaatgttt tgcctaacaa catcgttata gtttagtttt cgatacattt ttgctgattt
  1680481 attatgcttt ggatcactag taaaaacgcc gtcgactcct tgttttgcaa ctaatatggc
  1680541 gtcactattc atttcaatgg ccctttgaac actagggtag tctgtcgtaa cgaacggttg
  1680601 cccgttaccg cctccaaaaa taacgatata accgttatct aaatgatgga ctgcacgcaa
  1680661 gcgaatgtat ggttcagcta cagcattaaa cgggatggaa gtcataacgc gaacttcttt
  1680721 atttgttttg cttgttaaaa cgccgcgtag cattaagcta ttaatgatgg tacctaatgt
  1680781 gccaatatta tcagcttcta cacgatcaat tccccattcc tcagctaaat gacctctgaa
  1680841 aatgttaccg ccaccgatga cgatagatac ctcgatacct aaatcaacga tggataaaat
  1680901 ttcatttgcg atatgttcta atcttttgga gttaaagcta tttccggttt gatcggcaag
  1680961 tgcaccgccg cttaatttaa ttaagacacg tttatatggc ctcataacaa ttccccctat
  1681021 atagatcgca ataaaaaagg aacaaaggcg aatgcccttg ttccttttta agaaaatgaa
  1681081 aaagaaaaga agataagacg aatttttgta cgtaattttt catatcatcc actccttttc
  1681141 attttggttt gttgtaagta tatatctttt tgattatacg aaacaatctg attacttatc
  1681201 aagtatattt tatctctttt taacgaaaag gtgtcaatga aaaagaaaag aaaaattttc
  1681261 gaattttttg tgacgaactt gtaggttttt gtatgatttt gtaggttcgc ctatatgatg
  1681321 tgtgagtaag cttttataaa tacgaaatga aagcgttctc ataaaggaga tgaacataaa
  1681381 tgaaaaaatt tggattagcg acacaaattt ttgtcgcact tgttttaggg attgtagtag
  1681441 gggcaatctt ctatggtaat aaaacggcga tttcttatat cacaccaatt ggggatatat
  1681501 ttattcactt aattaaaatg attgtagtac cgattgttat ttcagcatta attgttgcgg
  1681561 tagctggtgt aggcgatatg aagaagcttg ggaaactagg cggaaagaca attctttatt
  1681621 ttgaaatcat tacgacgatc gctattttaa tgggattact tgcggcgaat atattccagc
  1681681 caggtactgg cgttgatatg aataacttac agcaaagtga catttcttct tataaacaaa
  1681741 cagcagatgc tacagagaag caaggattcg ctgagacgat tgttcatatt gtaccgaaaa
  1681801 acgtatttga atcgattgca caaggtgact tattaccgat tattttcttc tcagtattat
  1681861 tcggtttagg agttgcagca attggggaaa aaggaaagcc tgtctttaac ttctttgaag
  1681921 gtgtactcga agcgatgttt tgggttacaa atcaagttat gaaatttgca ccatttggtg
  1681981 tattcgcatt aattgcggtt acggttgcaa aatttggtgt agcaacacta cttcctttag
  1682041 gaaaactagt gctagctgta tacgtaactg ttatactatt cgttgtgatt gtattaggta
  1682101 ttaatgcacg aatggttggc gtaaatattt ttacattaat gaaaatttta aaagaagaac
  1682161 taattctttc atttacgaca gcaagttcag aagctgtttt acctaatata atgagaaaaa
  1682221 tggaagagtt cggttgtcca aaggcagttg cctctttcgt aattccgaca ggttatacat
  1682281 ttaacttgac tggatcagct atttatcaag cgttagcggc attatttgtt acacaaatgt
  1682341 acggtgtgca catgtcactg acagagcaaa taacgttatt attcgttctc atgttaacat
  1682401 ccaaaggtat ggcgggagtt ccaggtgcat cgttcgttgt tgtattagca acgttaggtt
  1682461 caatggggtt accactagaa ggtatcgcgt taattgcggg aattgaccgc attttagata
  1682521 tgattcgctc atctgtcaat gtattaggaa atgcattagc ggccattgtt atgtcgaagt
  1682581 gggaaggcga attcgataat gagaaagcaa aacaatatgt agaaacagtc aaagaaacaa
  1682641 aagcagcata agaaatcgtt aaggagtgaa taatcatggc aacattaact gaagttaaaa
  1682701 atggtgttcg aattgaaaaa gattttttag gtgaaaaaga agtaccaaac tatgcgtact
  1682761 acggcgtaca aacaatgcgt gcagtagaaa acttcccaat tacaggatac aaaatccatg
  1682821 aaggtttaat taaagcgttc gcaattgtaa aaaaagctgc agcgcttgcg aatacagatg
  1682881 taggaagatt ggaattgaac aagggcggcg cgatcgcaga agctgctcaa gaaattcttg
  1682941 atggaaaatg gcatgatcat ttcatcgtag atccaatcca aggcggagca ggtacttcaa
  1683001 tgaacatgaa tgcaaatgaa gtcattgcca atcgtgcgct tgaattatta gggatggaaa
  1683061 agggagacta tcattatatt agtccaaata gtcatgtaaa catggcacaa tcaacaaacg
  1683121 atgcattccc aacggcgatt catatcgcaa cattaaacgc attagaaggt ttattacaaa
  1683181 cgatgggtta tatgcacgat gtatttgaat taaaagcaga acagttcgat catgtgatta
  1683241 aaatggggcg tacacattta caagacgctg tgccaattcg tcttggacaa gaatttaaag
  1683301 catactctcg cgtacttgaa cgtgatatga aacgaattca gcaatcgcgt caacatttat
  1683361 atgaagtaaa tatgggagca actgcagttg gtacaggctt aaatgcagat ccagaatata
  1683421 ttgaagcagt tgtaaaacat ttagctgcaa ttagtgaact gccacttgtt ggtgcagaag
  1683481 atttagtaga tgcaacgcaa aatacggatg catacacaga agtatcagca gcacttaaag
  1683541 tatgtatgat gaatatgtct aaaattgcga atgaccttcg cttaatggca tcaggtccac
  1683601 gtgttggctt agcggaaatt atgctacctg ctcgtcaacc aggttcttct attatgccag
  1683661 ggaaagtaaa ccctgttatg ccagaagtaa ttaatcaaat tgcattccaa gtaattggta
  1683721 acgaccatac aatttgtctt gcttcagaag caggtcaatt agaattaaac gtgatggaac
  1683781 cagtacttgt tttcaactta ctacaatcaa ttagcattat gaataacggt ttccgtgcct
  1683841 ttacagataa ttgcttaaaa ggaattgaag cgaatgaaga tcgcttaaaa gagtatgttg
  1683901 agaagagtgt aggaattatt acagccgtga accctcatat cggttatgaa gcagcagctc
  1683961 gcgttgcgaa agaagcaatc gcgacagggc aatccgttcg agaactttgt gtgaaaaatg
  1684021 gtgtattgtc acaagaagat ttagagttaa ttttagatcc atttgaaatg acacacccag
  1684081 ggattgcagg agcaactctt ttaaagaaaa attaaaaaaa gaggggggac aagcccctct
  1684141 tttttgttta caatatagaa atgctatata tgaatagagg tagggatgtt atgagcaagt
  1684201 ttacagtagc ttctaatggt tcattagaaa cgacattaag aggagtagaa gtattatcaa
  1684261 caccactttt aaataaaggg gtcgctttca cgcaagaaga aagagaagaa ttaggtttaa
  1684321 aagggttatt accgccagca gttttaacat tggaagaaca agcacgccga gcatacgaac
  1684381 aattttgttc tcagccggat gatttattaa agaatgtata cttaacagcg ttacatgatc
  1684441 gaaatgaagt gttattttat cgcattttaa cagatcattt acgcgaaatg ttaccaatcg
  1684501 tatatacacc aactgttggt gtagcaatcc aaagatatag tcatgaatac cgtaaaccac
  1684561 gtggtgtgta tttatcaatt aacgatccgt caggtattga agaagcattc gccaatatcg
  1684621 gtgcaacagc agaaaatatt gatttagtcg ttgttacaga tggagaaggc atacttggaa
  1684681 ttggtgactg gggcgttggt ggcattaaca tcgcaatcgg aaaattagct gtttatacgg
  1684741 cagcagttgg aatcgatcct agccgcgtat taccggtaat tttagacgta ggtacaaatc
  1684801 gtgaggaact attaaataat ccattttata ttggaaatcg tcaccctcgt ataacaggtg
  1684861 aagcttacga tgaatttatt gatacatttg tacaagcggt aaataaacaa ttcccgaaag
  1684921 cacttttaca ttgggaagac tttagctctc gaaatgcacg aaaaatttta gataaatatc
  1684981 gtcatgatat ttgtacgttt aatgatgata ttcaaggaac aggtgcagtt tcacttgctg
  1685041 cggtattatc ggcagtgaaa gcttctggtg taccgctaag cgaacaccgt gttgttgtgt
  1685101 ttggtgctgg tacggctgga atcggtatcg cagatcaagt tagagatgcg atggtacgcg
  1685161 tcggcgtatc agaagaagaa tcatataagc gtttctggtg tattgatcgt aacggattag
  1685221 ttacagataa catggaagat cttcttgatt tccaaattcc atatgcaaga aaagaagcgg
  1685281 aagtaagtga gtggaaagaa aatggtgtga tcgggcttgc tgaagttgtg aaacatgtga
  1685341 aaccgacaat tttaattggt acatcaactg ttgcaggagc atttaaagaa gaaattatta
  1685401 aagaaatggc ttctcacgta gaaagaccaa tcattttacc gatgtcgaat ccgacgccac
  1685461 ttgctgaagc gaaaccagcc gatttaatcg agtggacaga aggaagagca ctagttgcaa
  1685521 caggaagtcc atttgaacca gttacatata acggtgtaac gtatgtaatt gggcaatcaa
  1685581 ataatgcact tattttccca ggtcttggtc ttggaacaat tgttgtacgt gcaagcgtca
  1685641 tgacagatgg aatgttcgca gcagcagctg aagcagttgc aagtatggtg gacacaagtc
  1685701 agccaggagc acctattttg ccagaagttg aagagttacg taatatctcg gaaatggtag
  1685761 caattgaagt agcgaaagtt gctgttgcag aaggtgttgc tagagagaac ttcagtgata
  1685821 acgatattaa gattgcagtg aaagaagcaa tctgggagcc tgagtatcgc caaataaaag
  1685881 cggtagaaaa ggttacaata tagaaataaa gcccgtttat aatataagcg ggctttcact
  1685941 tttattactg aaaaaaagag tataggaagt gacgcctttg aattggaatc aattatggaa
  1686001 gaaagatata tcccttttaa ttatattaat ggtagttgtt ccgattgcag gagagcttaa
  1686061 ttttcatcct tttaatgata catttcgggt tagctttggg acgccgttct tcttcttttt
  1686121 attactattt ttaagaagaa taccagcagc ggctgcgggt attcttgtcg gtatatgtgt
  1686181 agtcttattc cgcgtatgtc ttgactgggt catgcaaggt tcatttcata tgacagaatc
  1686241 attttatttg cgttaccctg tgttctttta ttattttatt tatggaagtc ttttttcact
  1686301 ttgtagagtg aataagtttc atcaaaagcc gattgttata gggtgccttg gaattacaat
  1686361 tgaaattatt gcaagtatgt cagaactcgc aatttatcat atggtagtgc tcggtacaac
  1686421 gataacagtt tctgaagtaa ataaacttat tattattgct atttttcgta gtttctttgc
  1686481 actcggtttt ttaaatatga tgaatttata tgaaacgaaa ttaaaagaat cacaagttcg
  1686541 aaaagaaaat gaaaaaatgt tcatgcacct ttcaaattta tatgtagaat ctgttcattt
  1686601 gaaaaaaacg ttacaaaatg cagagttgat tacacaagaa gcatatcaac tatatcgaaa
  1686661 cttacaagcg aacgatgatt ccagcagtaa aacagcattg aaaatagcag gagaagtgca
  1686721 cgaaataaaa aaggataatc aaaggatttt tgcagggtta tctaaactgc tattagataa
  1686781 aaatgtggtg gagtatgtag aaggtcatga gcttacagaa atgattgtaa gaataaatga
  1686841 aaagtatgct gcaatgttag ggaaagatat acgtttttct aaacatatag aaggtgaaca
  1686901 cgctgcatac cacgtgtata cagtactatc aatctttaat aacttagttg cgaatgcagt
  1686961 agaagcaatt gaagatagag gtctcattca tattaaatta tataaacgag agcaacatgt
  1687021 aatcttcgaa gtaattgacg atggcccagg tatcgcacaa aagtataaga aattagtatt
  1687081 taagcccggg tttacttcaa agtatgatca aacaggaaca ccgtccacag gtattggact
  1687141 ttcttacata gacgaaatgg taacagagct cggcggagaa gtaaggttag aagacaatga
  1687201 aaatgggaac gggtgtaagt ttattgtttg tttaccggag tgcagtttaa agcgggaagg
  1687261 ggaataggtt tgttttatta tatcgtagat gatgatgaag ttttccgttc gatgctttcg
  1687321 caaattattg aggatggcga tcttggggaa gtaattggag aatcggaaga tggagcgttt
  1687381 attgaagcag aacagttaaa ttataaaaaa gtggacattt tatttattga tttactaatg
  1687441 ccgatgagag acggcattga aacagttcgc catatagcat cttcatttac tgggaaaatt
  1687501 attatgattt cccaagttga atcgaaacag ctcattggtg aggcatatac acttggtgtg
  1687561 gaatattata ttacaaaacc actaaacaaa atagaagtag tatctgttgt acgaaaagtg
  1687621 atagaacgta ttcgtttgga acgttctata tatgacattc aaaaatcatt gaataatgtg
  1687681 tttcagtggg aaaagccgca aatgcgtaat gaaacagtgc aagaagggaa aaagatatca
  1687741 gattcaggac gcttcttact atcagaactc ggtattgcgg gagagaacgg aagtaaagat
  1687801 ttacttagta tgctggaata tttatatgga caagaaaagg ctcaaacatt tgagtttgga
  1687861 tttcctgctt taaaagatat ctttcaccaa ataacagtaa aaaaattagg ggaactagct
  1687921 tcagatgcag atatagagaa ggagagaaaa gcatctgaac aacgtgtaag aagagcaatt
  1687981 tatcaatcat taaatcattt agcctccctt ggactaacag acttttcaaa tccgaaattt
  1688041 gaaagttatg ctccgaagtt ttttgatttc actgtagtta gaaaacggat gacagaaatg
  1688101 acaaaggatg aggtagcgac ttccggtcat atacgaatta atacgaaaaa atttattcaa
  1688161 gtgttgtatt ttgaggcgaa acgactgatg gagatagagt gaaaagatgc ttatagataa
  1688221 gcatcttttt ttgttaaatc aatattttat attttctcgt gaagcatgta aaatgttaag
  1688281 taagagaaaa tggttttaca ttaaggaagt gtcaaaacaa tgggttttac attaaataaa
  1688341 tcgattatta aagaagtttg cggagaaacc tcatataaaa gaggcgaagc ttattataaa
  1688401 tcaaataaag taatcgtgaa tcactatgat gaaacgaaag aaatttgcga ggcgacggta
  1688461 aaagggaacg aagattttca tgttacggta gaaaaagcta aaaaaggtga tgttgttgcg
  1688521 agatgtagtt gcccgtcatt agcctctttc caaacgtact gtcaacatgt tgcagctgta
  1688581 ctgatacaaa taaattataa tcagcaaacg ggtggaatgg gctctgttag tagcagaaat
  1688641 gatcaattaa caaatgggat gtttcagttg tttgcagaca aaccactgag accaaaaagt
  1688701 aaacaacacc gttttgatac gcgtgaaata ttagatgttg cgtttatatg ttcaccagta
  1688761 gcgacgaaaa gcggtggggc tcttcttggg attcagttaa aacttgcgaa aacatatctt
  1688821 ataaatcata ttagagaatt tctttctaaa gtggagaaga gagagacttt tcattattcc
  1688881 aatgaattta catacacgcc agatatacac agttttaaac aagaaacgga cgtgattata
  1688941 caacacctca ttaaaatata tcataatgaa aaaatgtatg aagatgcact agaagtacat
  1689001 gcgaaacaag atgaaagtat gatatttata ccgccggctt cgtggaatga tatgctctct
  1689061 gcactttcta gggccgagta tgtacagctg aaacaaaatg agcaactgtt tcacgggtta
  1689121 caaatttcaa aaggtttatt gccattacat tttgagttta caaaagggaa taatggcggg
  1689181 tttacacttc atatagccgg cctaaatcgt gttcgagtta tggagatgta taataacgct
  1689241 ctttacgatg ggaaactata tcatttacct atggaagatt gtatgcgact tattgaattg
  1689301 caaaagatga tgattcgctc aaatagcaat cagttttata ttcctgaaaa taagatggaa
  1689361 cacttcgtag caaaagttgt gcctggatta atgaaacttg gaacagtgcg cattgatgaa
  1689421 ggaatatccg atcgtgttga aacgccgtcg ttaaaagcaa aactgtattt agatcgagtg
  1689481 aaaaatcgtt tgttagcagg tctcgaattc cattatggaa acgtcgtgat taatccgcta
  1689541 gaagaagacg ggcaaccgtc tgtctttaat cgtgatgaga aaaaggaaaa agagatttta
  1689601 gacattatga gtgaaagtgc ttttgcgaaa acagaaggtg gctactttat gcataatgaa
  1689661 gatgctgagt ataacttttt atatcacatc gttccaacgt taaagggttt agttgatatt
  1689721 tacgcgacga cagcaattaa attacgcatt cataaaggtg ataccgcacc tcttattaga
  1689781 gtgagaagaa aagaaagaat tgattggtta tcatttcgtt ttgatataaa aggaataccg
  1689841 gaagcggaaa taaaaggtgt gttagtggct ctggaagaga aacgcaaata ttaccgacta
  1689901 gcgaatggtt ctttattatc actagagagc aaagagttta atgaaattaa tcagtttgta
  1689961 aaagaatcag gtattcgaaa agaattttta catggggaag aagtgaatgt tccgcttatt
  1690021 cgaagtgtaa aatggatgaa cggacttcac gaaggtaatg ttttaagctt agatgagtct
  1690081 gtgcaagatt tagttgaaag cattcaaaac ccgaaaaaat taaagtttac agtgccgcaa
  1690141 actttacgtg ctgtaatgag agagtatcaa gtatacggat tcgagtggat gaaaacactc
  1690201 gcctattacc gttttggcgg tattttagca gacgacatgg gacttggaaa aacgttgcaa
  1690261 agtattgctt atatagattc tgttttgcct gaaattcgag agaagaagct ccctatatta
  1690321 gtcgtttctc catcgtctct agtttacaac tggttaagcg agttgaaaaa attcgcgccg
  1690381 catattagag cggttattgc agatggaaat caagcagagc gacgaaaaat cttaaaagat
  1690441 gtagcagaat ttgatgtcgt aattacgtca tatccattac taagaagaga tataaggtct
  1690501 tatgcgaggc cgtttcatac gctgtttctt gatgaagcac aggcgtttaa aaatcctaca
  1690561 acgcaaactg caagagcagt gaaaacaatt caagctgaat atcgttttgg actaacggga
  1690621 acgcctgtag aaaattcatt agaagagcta tggtctattt tccacgttgt atttccagaa
  1690681 ttattaccag gaagaaaaga attcggtgat ttaaggcgtg aggatatagc gaagcgcgta
  1690741 aaacctttcg tattaagacg attaaaagaa gatgtattaa aggagctgcc agataaaata
  1690801 gagcacttac agtcatcgga gttattacca gatcaaaaga gactatatgc tgcttattta
  1690861 gcgaaattaa gagaagaaac gttaaaacat ttagacaaag atacgttacg taaaaataaa
  1690921 attagaattt tagctggctt aacgagatta cgacaaattt gctgtcatcc cgctctattc
  1690981 gttgatgatt ataaagggag ttcagctaaa tttgagcaac tgttagacat actagaggaa
  1691041 tgtagaagta ccggtaagag aattttaatt ttttctcaat ttacaaagat gctgtccatt
  1691101 attggtcgtg aattaaatcg tcaagcgatt ccatactttt atttagacgg aaatacacct
  1691161 tcgcaagaac gtgtagagct atgtaatcga tttaacgaag gcgaagggga cctatttctc
  1691221 atttctttaa aagctggtgg tacggggctt aacttaacgg gtgccgatac ggttatatta
  1691281 tacgatttat ggtggaatcc agctgttgaa caacaagcag cagatcgggc atatcggatg
  1691341 ggacagaaaa atacggtaca agttattaag ttagtggctc acggaacaat agaggaaaaa
  1691401 atgcatgaac tgcaagagag taagaaaaat ttaattgctg aagtgattga gcctggagaa
  1691461 gagaaattat catcaatcac agaagaagaa attcgagata ttttaatgat ctaataaaaa
  1691521 aagctatgcc ttcaaatata tgagggcata gctttttcgt tgtaataatt atattttgtt
  1691581 ttgtacaaag taaagaaact aaatgttatt tctttgtacc tttacttttg tatggctttg
  1691641 cagctttctt cttttttgca cttgattgcc aacggttcca ccctttactt cctgtacctt
  1691701 gtcctacacc ttttttcggt tttgctttcg ttttactcat ataatcactc cgttatataa
  1691761 aaatctaatt tgataatagt caatgattta gaaaatactc tttataaatg actatgtttg
  1691821 ctttaaggaa aacaaactgc ttgaatgcta tagtatatca tgaatttgca agtaaactga
  1691881 aaggaattac aaagaaaatg aaaataatac gaaatactgc ggattctata tttcgaacga
  1691941 ttacattaat cgtcgtatat acgttagttt cagttagtga gacgtttttt agaataccta
  1692001 ggcaaaagaa gtaaagaagg tatattggaa acaatcaata aagccgtaaa ataaagaatt
  1692061 gaaaaatatt ttaaaacttt ttgttgactt tctttatttt ttgtatagaa taatcattaa
  1692121 taaaatgttt cagagatgtg acaacaaaac gactatgaaa ggacgagtag tagtaggacg
  1692181 tagtctaagc gagtcagggg tggtgtgagc ctgatacgaa gcctattatg aagaacctcc
  1692241 tggagttgct aaccgaaatc ctttacagga aagtagactt agccgggaac ttcgccgtta
  1692301 caagaagaac agtatcgaga tatttcatct ccgtattgta taagtgagca acctctgttg
  1692361 ctaatttggg tggtaccgcg gaaccaaagc ctttcgtccc agttttttgg gaaagaaggg
  1692421 ctttttttgt tggcttcttt tcacaacatc caaacatttt aggaggaaac caccatgtat
  1692481 caatcattaa tgacagtaag agagactcaa atcgcaatta aggaagttaa aacatttttc
  1692541 gaggatcaat tagcaaaacg acttgaacta ttccgcgtat ctgcaccatt attcgtaacg
  1692601 aaaaaatcag gattaaacga tcacctaaac ggtgtagaac gtccaattga atttgatatg
  1692661 ttacactcag gagaagaatt agaaattgtg cactcactag cgaagtggaa acgatttgca
  1692721 ctccatgaat atggatatga agctggtgaa ggtttgtata caaacatgaa cgcgatccgt
  1692781 cgtgatgaag aacttgatgc aacacattct atttacgttg accaatggga ttgggaaaaa
  1692841 atcgttcaaa aagaatggcg tactgtagat tacttacaaa aaacagtact aacaatttat
  1692901 ggaatattca aagatttaga agaccactta tttgaaaagt atccgttcct tgggaagtat
  1692961 ttaccagaag aaattgtatt cgttacttct caagaactag aagataaata tccagaatta
  1693021 acaccgaaag atcgtgaaca tgcaattgca aaagaacacg gtgcagtctt cattatcgga
  1693081 attggtgatg cacttcgttc aggtgaaaag catgatggac gcgcagctga ttatgatgat
  1693141 tggaaattaa acggtgatat tttattctgg cacccagtac tacaatcttc attcgaatta
  1693201 tcatcaatgg gaattcgtgt tgatagtaaa tcacttgatg agcagttaac gaaaacaggt
  1693261 gaagacttca aacgtgagta cgatttccat aaagggattt tagaagacgt actaccatta
  1693321 acaattggtg gtggtatcgg acaatcaaga atgtgcatgt acttcttacg taaagcacat
  1693381 attggtgaag ttcaatcttc tgtatggcct gatgatttac gtgaagcttg caagaaagaa
  1693441 aacattcatc tattttaata gaagagagag aatagcttaa atatagagct attctctctt
  1693501 tttttactgt gtaaacgaat ggtttacagt gagttttact aatggtttct ttctttttca
  1693561 tctccttgta tgtaataatt tgttaaagga ggggacgtta tgagcttagg agaacagtta
  1693621 aaaaaactac gagagtcaaa gggattttca caagaggatg ttgctaaaaa gattggtgtg
  1693681 acgaggcaag cggtatataa agtgaaactt taatcagtgg gcgatttatc ctactgatta
  1693741 ttagttgaac caatcgggct tttataggca gttaatcgca tctggctgcc ttgattatgc
  1693801 ttaaaagctt tgatgagatt tactgcctgt taaagcgggg taagtgggag aatgataaaa
  1693861 gttgccctga tattgataat ttaattttac taagcgaaat gtacaatgtt acgctcgatg
  1693921 agttaataaa agggaatcaa aacattaaag aaaaaataca tattaatgaa gaagatgagg
  1693981 attttgagaa agagaacgag tttggttttt atattggatt tggtttgtta ataatgagtg
  1694041 ctttcattga ttatgaagga attcaaaaga tgttattagg aattgcgtta ttcatgatgg
  1694101 ttttttattt tgatatgaaa aaagttattt tgaatgaata tcgatctttt tttcgaggaa
  1694161 gagagccaaa agatatgtgt gataaaaaat gagaagagtc agttgtattt cctaggaaaa
  1694221 ggtaaagtga ataattaaat tgtttcataa tgattttagg atgttagtga tatgttaaag
  1694281 aattgtttgg atagagtctt gaaatctatg tgtaaaatga aaatacattt tttaaagctc
  1694341 aaacaagcat aaccacgttc tagagtgagg acgtggttaa aaatatagta gtttcattta
  1694401 taatacatca cttacttgtt actaagttct tccgctaaac cgattaaaat gccttcagtt
  1694461 ccacgaatgt agcagagacg gtaagagttc tcgtattgaa ctacttcgcc aacgagctga
  1694521 gcactatgct tagtagtaag cctagatacc atttcgtcaa tgtcttcaac ggtgaacatg
  1694581 acgcgcaaat aaccgagggc gttgacagga gctttccggt gatctgctat agcaggcggg
  1694641 gtaagaaatc gcgaaagttc aatgcggcta tggccatctg gtgtaaccat catagcaatc
  1694701 tctacgcact gagaaccgag tccggttacg cgaccagccc attcaccttc gacagtggcg
  1694761 cgcccttcga gttttaaccc aatctcctcg aagaaagaga ttgcattatc aagggattct
  1694821 acaacgatgc tgacattatc cattctgagt aatttgttgt ttgtcattgt ctttatctcc
  1694881 ttatatgtaa aagtgtatga tctaaccatc tacataatta tactattaaa aagttataaa
  1694941 ctccttccaa acaaaaaaca gcttgtcaca gtatagggaa atgtgacaag ctatttttaa
  1695001 ttgtgctata tagtatcttg ttaacaaaca ataccgcgac ttccccgaaa aatatttcta
  1695061 cgctgtatgc tcttaaaggg cccgatcgtt gtatagaatg aagtgtatta tttaaatgat
  1695121 aaatacattt cttattactc tatatgcaaa tagctttcta tttatatagg aaggaagtag
  1695181 attcatataa tttgttttaa gttttactag tagaaattaa ctcatctgca ctaaaggctc
  1695241 aattttcgcc ataaatgatt gatgcagcgc ctcgacacct gttactaaat gaaggcggtc
  1695301 aataacgaca gacactttaa tttctgatgt acttaccatt ttaatatgaa tatcttcttc
  1695361 ttttaaagta gtgaacatat tcgcagcgac acctggatta gagaccatac cagatcctac
  1695421 aattgatact tttgctaaat gattttcata ttctactgat tcatagtgaa gtgcctcttg
  1695481 attttgttcc aacactgcta acgtttctct taaatcatta gaatggatgg agaaggagag
  1695541 atgaacagtt ccttcatttg taatactttg aatgatgatg tctacattaa tatgtgccgc
  1695601 tgctaatgta gagaaaacag ttgaaagcga tccttgttcc aatcctttca ctgtgatgcg
  1695661 tgtaatatta tcttcaaatg caataccttt aacgattgat tgttgttcca tgttacattc
  1695721 tccttttaca attgttccat tttcttgttc catacttgag cgaacttcta aaatgacatt
  1695781 atgattttta gcaaactcaa cagcacgcgg gtgtaataca ccagcaccga gatttgcaag
  1695841 ttctaacatt tcgtcataag aaatttcatc taatttataa gcatctttta caactcgtgg
  1695901 atccgtcgta tatacgccgg tcacatctgt gtaaatatca catttttttg cgttcagtgc
  1695961 cgcagctaat gcaacagcag ttgtatcaga accaccacgt ccaagcgttg taatttcaag
  1696021 gtcttcacta actccttgga aaccagctac aataacaatc gtgcctttag taagataaga
  1696081 ctgaattcga tccgtattaa tttcagtaat ccgtgcacta ctatgtacag attctgtcgt
  1696141 aataccagct tgccatcctg ttaatgaaat tgcgttataa ccttttgctt gtaatgccat
  1696201 cgttaataat gaaatagtga cttgctctcc tgttgataga agcatatcca tttcgcgttt
  1696261 actcggattt tctgtaatcg cgttagcaag tgctacaagt tcgtctgtac ttttccccat
  1696321 tgctgaaacg acagagacga tactatgtcc tcgttcatat tcttcaataa ttaaatttgc
  1696381 tacatgttga atgcgttcaa cgcttccgac agaagtgcca ccaaattttt gtacaatcgt
  1696441 ttccattacg aattccttct ttcatccatt tttaagaata gattaggaca tatataaatc
  1696501 ccaatattcc tgtagttacc agagaaaaac aaaaaacacc atctcaaata agtgaggatg
  1696561 gtgctgttac aggaaaaggg aaacagaaaa cggagctaat aaaaaaaccg ccaaaaaagg
  1696621 aataccataa aaatgatatc tcttttttgt agatagctct tcatacgtac atgtctgtac
  1696681 atatgacagt tctgtttcta ttcgaaaaca gccccaatcg atacatacag agaaatatat
  1696741 cgatttcggc aatacttcct ttcatctaat ttcatggacc tctctgtgtc tccattagaa
  1696801 tactcataag tatcgcaacc tctatctcac gttttaggcg agagtgtttg atttatgaag
  1696861 ttgttggtaa catttgtttt ataataattt atatttttcg aggaatcaag tgttttataa
  1696921 atttttttaa aattctttct tttatcttaa aagtttgtga aaaatatagc aaaataaata
  1696981 tattacatgt acattaaaat tatagtgtat tggaggtgga agaatgaagg ggaaaaagcc
  1697041 tatttatgtt tcggcagaaa tgaacacaac aatggagaaa ttatgggaat acacgcaaga
  1697101 accacatata catacagaat gggatgctcg ctttactgaa atttcgtatg tagagaaaca
  1697161 agaaggagaa ccacagaaat ttttatataa aacaaagatc ggatttgggc ttgaaatagc
  1697221 tggagaaggt gaatcgatag ataagaaaag aaacgggaga acgtatttct tctttaaaat
  1697281 tttggacaga taatacatta tctcttattc aaatagggcg tggttattgg aagtatacac
  1697341 cttgtaaaga acatattcat tttgagacgc aatatgatta tgatacgagg tatggtcgta
  1697401 tagggaatgt aatagatttc tatatgtttc ggccgttatt aggctgggca actgcttgga
  1697461 gttttgatgc tttaaaatta tggttagaaa aggggcttca ccctgggttg ctaattagaa
  1697521 gaacaatgac atattggctc gtatgttttt tatttgcatt tgtatggatg tatcaaggga
  1697581 tcttcccaaa aataattttc agtcatccag aagagatgaa gatgctttct gcaattattg
  1697641 gttcaactgg aaatagtatt gcgattctta aagtaatagg gatgttagaa attatttttg
  1697701 gtatcatatg gctatttcca gttccaaaac aaaaattatt tatactacat atttttatgt
  1697761 taatagcttt aacgatagtg gcaggattta cgaatatcgt aagctttaca gagccgttta
  1697821 atccaattac attaaacgtt ttactaatgg gggtatcgat tgtcggttat atgaatagtt
  1697881 ttgatttacc aagtgcaaaa aattgcaaga ggaagagaaa gggataatgt atggctaata
  1697941 tgtatgaaag actattaggg gattcttata aaaaacttca tccaaaatta cagaaacgct
  1698001 atgagattac agaagaaaat agctttactg gagaaggaaa gatggatgaa atttacggag
  1698061 gttctttttt cgtaaaattg atattaaaaa ttgcatcgaa gtttcgaatg tttttccctg
  1698121 agcgggggaa gaaagtgcca tttacaatac ataataccgc tgagcgagat gaacatggaa
  1698181 atgaatttgt gcggtggaat cgtacttttt actttcgtaa taagaaaaga tattttaatg
  1698241 cggtaatgaa attcgatgaa aatgaaattg tagattattt tggtgaacca cacatacttg
  1698301 tttctacact gaactttcat attgatgaaa tgggggcgat gcatatttct tcaaagaaac
  1698361 aatggtttta catgtttaga agaaaaatcc cgttacctag attcttatac ggagaggcca
  1698421 acattgtaga aagttatgat gaaacaaaac agtgctttcg aattcatgta caagtacgaa
  1698481 atccgttaat tggttcatta ctttcatata ggggaacatt tgtggagagg aaataaatga
  1698541 tatgaaaaat ataatagttg ggcttgcttg ttatattatt tttctaatat gtgagtggcc
  1698601 cgatgtaaac ccagttgaag caattatttt attatctatt ttgttattta taccgatgtc
  1698661 tttttgtatt attgataaaa gagcacgaaa tggatcgtat ttattatttt ataaatccgt
  1698721 atcgttttta tatccgatag cagcgatttg tgcaatgtta gctttcgtaa caaatcaata
  1698781 tatctttgcg ataatttggt ttgtatatac ggggatcgtt gcgttatttg gtataaatag
  1698841 attactagaa agaggatgga aaccgttaga agagacagct atcgatagtg cgtttattta
  1698901 tttgttttta ggtggttttt ggttttttgc ttctgtagca aaactctcca ttatgcactt
  1698961 tagttctgac atcattttgc ttaccgctgc acattttcat tactctgcat ttctattgcc
  1699021 attatcagct ggtttaatag ggcggaagag agaaaagagc agtaaagtat atgatgcaat
  1699081 tatgtttact atagccattt caccgatgac agttgcgata gggattacat actcaagggt
  1699141 atttgaattt tttgcagtgt gcctatattt atgtgcgatt tatggttata gcatttacgt
  1699201 ttggaaagcg aaatttaatg ctatcagcgc aaaaatactc ctaatcatat cgtctagtac
  1699261 actcatgata acaattatgt tttcacttat atattcgtac gggaatttga aacatgtaat
  1699321 gacgattaca attgctcaaa tggtttggat tcacggtgtt gttaatggaa ttggagtagc
  1699381 gttgccggca tttgtcgggt ggatgattga aaagagtgtt ccgaactata aatattacgg
  1699441 gaaaccaatg agcagattaa gaggaaaggc gacagttggt gaagcatttt tacataacag
  1699501 aaatgtaata gatagcaagg aatacaaagg tttagtttat aaaatgaatg atttccatag
  1699561 cgggatattt gatagggcca agatccctat aagtattatt cgtttttatg aaaatacaac
  1699621 agagtatgga ttacaatcgc atattaaatg gactcgctgg ttccgcccgt ttgcattttg
  1699681 ttatgagaaa atgagtaagc gtgtaggaca aatacattta ggaatgggcg gcaagtggga
  1699741 aacgatgcat ggatttatca ttgggataat ggatgagaag gatggaagag agaatgtaag
  1699801 ggcttggcta agaaaaaatg aagcagggaa gtctattttt ttagccttgt attcaatgca
  1699861 tacatataag aacgatacat atatgaatat cgcattacct ttaccatatt cgaatatgac
  1699921 ggggatttta aaattacgca atgataataa tgatttaatg attactagta agctaagaag
  1699981 aaatggtaag ggagatgagg ggatctattt acatactcgt ttctttacaa tccgtttacc
  1700041 gttagaagag acatttatta ttaaagaggg tacaaatcaa atgttagaag ctaaccataa
  1700101 aatgtggata tccggagtta agtttttaga aattgattat gagattaaga aaatagagga
  1700161 gaagtaagaa aagcttggag agattccaag ctttttacgt ataggtaatg gtcatagcaa
  1700221 cttgtttatc taagtctcgg tcccaaacgt acctttttca aaaaataatg ggaatctctc
  1700281 tttaaaccaa ttttgcatag gaagatgtag tgctgtatcg attggtaccc ataataattc
  1700341 accttcagga gggttcataa gaagctcacc ttcaaatgaa tctgtccaat agttaaatac
  1700401 catatatcga acattttctt tcggatttac gtattcatct aaccccttaa aggttaaatt
  1700461 tgaaacaagt aatccagttt cttcttttac ttctcgttta gcagcttgaa cgatactttc
  1700521 tggaaaatcc actttaccgc caggagcgat gtaaccaggg aagccaagat gatcagggcg
  1700581 ctgtattaac aatacttcgt ttttccgctg aatcatacac attgtgtaaa tgcggtgttc
  1700641 tatatctttc caattgttac tcatacgaat ctctccctta taaaacctta tagtttttaa
  1700701 ctatagttat atatgacaaa aaatacaata ataatacaaa attatacaaa ttgcaattga
  1700761 ctattactaa ttttcagaac tataattagt ctgttatata aatacattgt acttgagagg
  1700821 ggaatatatt ctatgaaaaa tagaataatc gcagcaggag taatcgcagc tagtatatta
  1700881 tcttattcat ctagtagttt cgcacaaaca aaaacgtttc cagatgtcca aacagggcac
  1700941 tgggcagaag attctattaa ctacttagca gaaaaaggcg cagttacagg taacgagaaa
  1701001 ggaatgttcg agcctggaaa ggaaatcact cgtgcagaag cagctacaat gatggctaaa
  1701061 atcttaaact tgccaatcga taaaaatgct aaaccatctt acgctgattc tcaaaaacat
  1701121 tgggctactc caatcatcgc agctgtagaa aaagctggtg ttgttaaagg tacaggcaat
  1701181 ggatttgagc cagacggaaa aatcgaccgt gtgtcaatgg catctcttct tgtagaagct
  1701241 tacaaattag agtctaaagt aaacggtact ccagcaacta aattcaaaga tttagaaaca
  1701301 ttaaactggg gtaaagaaaa agctaatatt ttagttgaat tgggtatttc tgttggtacc
  1701361 ggtgacaaat gggaacctaa gaaaattcta actaaagcag aagcagctca atttattaaa
  1701421 aaggcagatt cgcttaaagt aggtaatcct ttagtagaaa aggtagttat tattgatcct
  1701481 ggtcatggag gatttgatcc agggaatcca ggacaaggtg tagaggaaag taaaattgta
  1701541 tttgatacat ctttaagatt acagaagttg ctagaaaaaa atacgccttt aaaagctttg
  1701601 ttaacacgtg aagagaacgg aaatccagga agtaacaaaa atgaatctct tgcgaatcga
  1701661 gtgaaatttg gtcaagagaa caatgcagat atatttgtaa gcattcatgc aaattcttct
  1701721 gaaaaacatg atggtcatgg aacggaaacg tattattata aaaaatcaaa gcgtggagaa
  1701781 gagacacaga ttgaaaagga tagcgaagta ttagcgaaga aaattcaaaa tagagtagta
  1701841 gaagcactac acacaagaga tagaaagata aaagacgatc actcacttta tgtagtaaat
  1701901 aataatacag taccagcagt tttaacagag cttgccttta ttgataatga tatagataat
  1701961 ggtaaattag ctactgaatc aggaagacaa attgctgctg aggcagttta tgctgggatt
  1702021 ttagattatt atgaatggaa aggttttgat gtttccaaat atcgtttagc taaataacaa
  1702081 tgttgattgc taagcccatc gtctacatag aggtgggcat tttgtaagtt tatgtaattt
  1702141 tatattggaa taaaaagata tatcgtatta tgctgattat gaataaaata atggtagatt
  1702201 agtttatttt tatcacgtat acttttactg ttgactattt aagagtttgt tagtttaata
  1702261 gggaaaatta tacgataaag ggaggcaagt taacacggga caagcatata cataacgtgt
  1702321 taaaaaattt atgaaaaaag ttatttctaa tgtgttagcg gtgacagtcg cacttcaagt
  1702381 agtgatggct ccagcaactt cgtttgcatc tacaaaagaa tttccagacg ttccgaaaaa
  1702441 tcattgggca ctcgaagcga ttaatgattt aacgtcaaaa ggggttattg caggttacga
  1702501 taatggtaaa tttggctttg gagatgttgt aactcgtgag caagtagcag cattaatgta
  1702561 tcgcgcacta aaaccagagg tgaaaagcga ttataaaaat ccatactctg atattagtgc
  1702621 aggaacgacg atgttcccag aagaaatttt agcattaaca gagatgggga tttttgtagg
  1702681 tgatggtaaa gggacattta gaccaaaaga ctcgttaact cgtgctgaga tggcagtaat
  1702741 tatacagaat gcttttaagt ttaaaataaa ggctcaacat acgtttaatg atgtaccaag
  1702801 cacgcattgg gcaaatgatg cagttagtgc attagaatct aacggcatta cagcaggtaa
  1702861 tggagcaggt gcatttaatc caactagtgt tttaacacgt gaagaatatg cacaattttt
  1702921 gtttaatgct atggcatcgt atatcaatct agatataacg ttaccatcta atataacagc
  1702981 acaagagatt gataatttta ttgaaaaatg gcatcctgat agtcctctta ttggaacggg
  1703041 acaagatttt attcaagcgc aaaatgagta tggtgtgagc gcactgtatt tagctgcaca
  1703101 tgcaatctta gaatctgcct atggtaaatc agaaattgca tatcgcaagc ataatttatt
  1703161 tggtctaaga gcgtatgatc gcgatccatt tgcatatgca aaatatttac cgtcatataa
  1703221 gcaaagtatt tcgtacaatg ccgattatgt aagaaagaac tatttagaag aaggtgctaa
  1703281 tcatttcaat ggctacacat tacctgctat gaatgaaaag tatgcaactg ataaagaatg
  1703341 ggctggcaaa atcgctaata ttatggagcg tattaaaccg tttaacaaaa aagattatca
  1703401 aaatgtaaaa cgattaccga aaaatcctaa cacattaaat gtagaggcat taggtgaggc
  1703461 gattccatat aaaaattatg caaaagatgc aacagctact gttcaattag taggttctta
  1703521 ctatcaagta ccatatccat ttggctatac aattaaaagt gtaccaaata ttacgcaaaa
  1703581 tgaagttggg aaattagaaa atggtaagaa agtaaatgta tatcgtgaag atccaaacgg
  1703641 ctggatagaa ttttcatttg aaaatgctca agaaaaatat tggacattga agaagaactt
  1703701 aaaaatataa ataaaaaagg tgttttcact tatgaaaaca ccttttttat ttatatttaa
  1703761 catgtaatat ttttagattc agtatgagtt tcttttttat gtttttacca ataattaaac
  1703821 cgtttcatat ataattaaaa gtgttaaaga ttgaattttc tgtttttgtt ttattgttaa
  1703881 cttaatttga aaagaggaga gatatatgca aggagaaata ccaacagaga aaagtttaag
  1703941 ttatatcggt aaattgttat tgccggttaa agcgtcacca cattttaaat ttttatggat
  1704001 cgggcaattg ctttcgactt taggtagttc gataacgatg gttattttgc cagtcgttgt
  1704061 atattcattg actggatcaa cagttgtaat gggaatgact atggtaatgt acatgcttcc
  1704121 taatattctt gcgttaccgt ttgctggatt agtcgtagat cgaatggatc gggtgaaagt
  1704181 aatgttattt acagatatca ttcgctgtat attaatgcta ttacttgcaa cacttatatt
  1704241 tatggacgta ttaacaattc cgcttctata tgtcctcata gcattatatg ggcttatgga
  1704301 aggcatattt cagccagcgt atgcgtccgt aagagcgaaa gtatttgtac cggacattcg
  1704361 aaatgcagcc aatgcattaa ctcaaatgag taatcaaggc atacgactaa ttggaccggc
  1704421 tcttggaggc ttgatcgttt cagttgcctc tgccggaata ggatttggac tggatgcagt
  1704481 aacgtattta ctatcatttt tctgtttact atttttaaga gaaataaagt ttaaaaaagt
  1704541 aaaacctatt gaaaagagaa aagttgatta caaacaagag tttatggaag gggttttcgt
  1704601 tttaaaaagt cacccgtggc tatggattac aattttagtt ttttctttta tcaatatttg
  1704661 ttatgcagga attatcgtcg tattaattcc atggctattt aatgttcatc atcattttga
  1704721 agcatatgtg tatggattag gaatggcatc ttctggcgtt ggagctgtaa ttgccgcgct
  1704781 aatatttggt gggagggagc gttggcataa gcgaggatta cttgcctatg gtggtgtttt
  1704841 aataagtggt tgtgcacttc taataatgcc gtttattgct tgggcacctg ctttaatcgc
  1704901 attaatggca attgaagggt tcggtatgat gatatttgga ctcatttggg aaacaagttt
  1704961 acaagagctt gtgccagaag aagcctttgg gagggtagca agccttgata tgttaggatc
  1705021 ttttgcttta ttaccagtag gatatgtagt tgttggctgg ttagcaaatg taataggtgg
  1705081 tgagataacg ataattacac tagctatttt agtacttata acaattggac tagcgttggc
  1705141 tgtaccgagt atacgacgat ttaattgaag atataaggga aaagggaacg actaatatga
  1705201 ttatagaaag tttgaaagat atagtagtaa aggaactgga cagtaaatat actttgcagg
  1705261 aaaagatctt tgaagcaaaa aatttcacag tctatatcgc tacctataga gaaaataggc
  1705321 tagcttataa ccaactcgta ttaataaagc atctttacaa tgaaaatccc tccgtacata
  1705381 tttggcataa gaaaattagt atggaagcaa cagagctaga aattacaaaa gaagtgacag
  1705441 aagcaattca atctggtttt gtaaataaag agtaagccct aatcaaatta gagcttactc
  1705501 ttcattaaat acaaatgttt ctttcatttg tttactctca tttactggat ggccgttgta
  1705561 agagaagttc ttttcttccc aagtaatgat gactttgaaa ttatggctat tagggtctaa
  1705621 tggaaatgcc atgtagtcag agcttgtatg actttttgaa acgttattat ttaaagtaat
  1705681 aggattaatg gtagctttag atacaggggt gttatcaagt atttccactg atacattaga
  1705741 tacatcatta ccgatgtttt ttacgagtaa attataagta tcatatacac cttgttttgt
  1705801 ctgcactgct tgcttgtttg tactatgaga tttatcaatt tcgatatacc actgtttaga
  1705861 ctttgacgcg gttggtagtg attgaaatgt atatgcacta gcttgtattg gtagcgctaa
  1705921 gcatataaga gtaaagagag ttaatatttt tcgtttcatt ttttaagagc tcccattctg
  1705981 taacagattt atttgttagt atcttctctt cgtgagagga tataccatat aatgtaagtg
  1706041 gggtgtgtat atcgggctag gaatcatcat cttacaaaaa ataatatact aaaaattcta
  1706101 tataaactgt ttatttaatg aaattaaata tgctagaata aatttgaaaa cgtttcctta
  1706161 tatggaaata agaaagcgtt ttctataaag gggggatcgt agtgattaca ttcttagtat
  1706221 caattgtagt attgataatt ggttatttta catacggaaa gtttattgaa aagatatttg
  1706281 gagtcaatta caaaagaaag acaccagcct atgtaaatca agatggagta gattatgtac
  1706341 ctatggatag gcgaaagaat tctatgattc aattattaaa tattgcaggt actggaccta
  1706401 tatttggacc aatattaggt gctttatatg gaccgattgc atttgtttgg attgtaatag
  1706461 gggctatttt tgcaggggct gttcatgatt atcttacagg gatgatttct attcgaaata
  1706521 aaggagcgca tattcctgaa ttagcaggga agtttttagg aaatgcaatg aggcacattg
  1706581 taaatgtttt ttcactgttg ctgttagtat tagtaggaac tgtgtttatt acaacaccag
  1706641 catcattact tgatattgta ttgcaaggga aagtgtcaat aactattatt ttatccgtta
  1706701 ttttcgtata ttacatttta tctacaatct tgccgattga taaaattatt ggaaagattt
  1706761 atccggtatt aggtgcatta ttgctaataa gtgctattgg cataggggga atgatgataa
  1706821 taaaaggttc tcctatccca gaattaacgt ttgaaaatat gcatccagat aatgcgccga
  1706881 tttttccatt attaatgctg acaattacat gtggtgcttt atcaggattt catgcaacac
  1706941 aatcaccaat tatttcacgg acacttcaaa ctgaaaagca cggtagatat gtattttttg
  1707001 gcatgatggt tgcagaagcg attattgcaa tgatctgggc agcagctgcg atgagtattt
  1707061 tctcatacgg tgaattaaat gagttaatta aatcaggtac acctgctgcg gttgtaagtg
  1707121 aaatctcgaa gacaatgcta ggtgctgtcg gcggaacaat cgctgttatc ggagtaattg
  1707181 tattaccaat tacatctggt gataccgcat tccgtgcggc acgttctatc attgcggact
  1707241 attttaactt tgagcaaacg aaattgaaaa accgcttaat gattgcaatt ccgttgtttg
  1707301 taattgcata tggtttaacg aaaattgatt tcacaatatt atggagatat ttttcttggg
  1707361 ctaatcaatc gactgcagca attgcgttat ggattggaac gatgtattta ttcataaaag
  1707421 gaaagccgta tgttgtttcc ttaattccag cgatatttat gacgcttatg actgttattt
  1707481 atattttaaa tgcgaaaatt ggttttaata tcccgttaaa cacatcttat attataggtg
  1707541 cagttattac cgttatatta actgctatat tctttatgaa agccatgaaa aataaaaatg
  1707601 agaatattga agtagatgtg caattagaga aggaagctgt gtagagattt ttctacacag
  1707661 ttttttctaa tgtgaaaaaa attccaataa tatgttaaaa taacattgtc atacaacaag
  1707721 ggggatttgt tttatggaaa atggagttct tgctaaagta gatgtaacga aaagaattga
  1707781 atcaaaatct aagtataata agaaacttga aaaatatcaa aggcgcttat tagcgttgca
  1707841 gcaaatagta aaagaagaaa aaatcgcagt tatgctcgtt atggaaggct gggatgcagc
  1707901 tggaaaaggc ggagcaatta aacgagtgac ggaacatctt gatccacgtg ggtttcaagt
  1707961 aaatccaatt ggagcaccag cacctcatga aaaacgatac cactacttgc aacgtttctg
  1708021 gcggaagcta cctcagtatg ggcaaattac tatttttgat cgctcatggt acggccgtgt
  1708081 gttagtggag cgtgttgaag gttttgctac aaaggaagag tggacgagag cgtatgacga
  1708141 gatcaacgat tttgaaaaac tattaacaga tgatcattat ataatcggga agttcttcta
  1708201 tcatattagt aaagatgaac aattaaagag gtttaaagat agagagaaca atcctttgaa
  1708261 aagatggaaa attacagatg aagattggcg taaccgtgaa aaatgggacg agtatgttaa
  1708321 agcaatggaa gaaatgtttg aaaaaacaaa taagccaaat gcgaaatggc aaattatcgc
  1708381 gagtaacgat aaattatacg ctagattgaa aacgttgaaa gtgattattt cgttaattga
  1708441 ggattacctg ttagaacata atatagaatt accttcgtat tattatgaga tgaaataagg
  1708501 taagacagaa gattttgaaa cgaatcaaga tgtagttgta aaataatata aagtagaacc
  1708561 accctgtaat tttgaatgac aaaattacag ggtgtttttt atttagaagc atttatcatt
  1708621 aagtgctgtt aaaaattaga agattattat ttgaaatgga ggagcaacaa aatatgaata
  1708681 aatttaagag ttataaattt ggggattttg ttgttctata gtacattaac aagggggact
  1708741 agttttatag agagggtgag gaaatgatag atacagcaga tgcttcaata agtaatcgta
  1708801 tgtatacaga agaagagcaa caaaaattat acaaacgaac attaataatc gtaagtattt
  1708861 cacaaatgtt cggcggagct gggttagctg ctggaattac agtaggtgca cttcttgcgc
  1708921 agcaaatgct tgggacagat gcatatgcag gattaccggc agctatgttt acgatgggat
  1708981 ctgcggtagc agctttcttt gttgggaagt tatcgcaaaa gtatggtcgc cgcgtagggg
  1709041 cttgcaggag gttttatagt aggcggatta ggggctattg gagttgtgat ggcagcttta
  1709101 acaaatagca ttattctttt acttatttct ttactcatat acggtgccgg tacagctaca
  1709161 aatctacaag ctcgttatgc tggaacggat ttagcgaata agaagcaaag agcaactgct
  1709221 attagtatta caatggtaat gacgactttt ggtgcagtcg caggtccaaa tttagtaggt
  1709281 gtaatgggaa ggtttgctca ttcaattgga attcctgaac tggctggtcc gttcatatta
  1709341 tcagcagcgg catttatact ggctggtctt gtcctatttg ttatgcttcg tccagatccg
  1709401 ttacttgttg ctaatatgat agaaacatat aaacaagagc atacatataa agggcaacca
  1709461 gtaacagaag aagcgacaga aaacaaacga ggtattacag ttggagctat cgtaatgata
  1709521 cttacgcaaa tcgtgatggt tgcaattatg acgatgacgc cagttcatat ggggcaccac
  1709581 ggtcacggtt taagtgctgt aggacttgtg attggttttc atgtcggtgc aatgtacctt
  1709641 ccatctctcg ttacgggaat gctaattgat aaaattggta gaactacgat gagtatagct
  1709701 ggcggagtaa ttttactagc agcaggtgtc atagctgcgc tagcaccgag cgattcttta
  1709761 atactattaa ttgttgcttt ggctttactt ggattaggat ggaaccttgg tttaataagt
  1709821 ggtacggctc aaattgttga tgcaactata ccttcgacac gtgcaaaaac acaaggaaag
  1709881 atagatgtat ttattgcact agcgggagct tcaggtggag cgatgtcagg aatggtagta
  1709941 gcaaattcaa gttatgcggc attgtcatta gccgggggcg ttttagcttt catgcttatc
  1710001 cctgttgtga tatggtcccg aaaagggtaa cgaaattgaa gtgaggttct agttactaac
  1710061 tagaacctct tttttatatg tttagcttaa atcccactcc acaataaggc ctaaatgtgt
  1710121 aagaccaccg ccaaatccgt acagtaaaag tgtgtctccg ttatttaatt tccctttttt
  1710181 tctagctaaa tctagagcga gtggaataga gacagaagag gtattcccca tatattccac
  1710241 gctcgttaat gttttgtgta ttggaatttg agatttttca caaatagatt caatcattcg
  1710301 taagttagcg ctatgaggaa tgaaccagtc tatatcatcc attttcatat ttgcagtatg
  1710361 taacagttct tttataccta ctggcactgt gcgtgttgcc catttatata cttctctccc
  1710421 attttgaacg attttttcat ttgtttgcag tggagtgtca ttcatagtag tagataagtt
  1710481 tgttctatat agatgaatac cgccgtgccc atttgtgccc atatgatacg cgataaagct
  1710541 tggtttgttt tcatctcttt ctaataaaat agctccagca ccatcgccaa ataaaatgca
  1710601 ggtcgttcta tcggtgtaat cagtaacttt tgataatgtc tctgtcgcta cgacaagtac
  1710661 ttttttatgt gatccagaag taatcaagct attaccgacg tgcaagccat atgtgaaacc
  1710721 agcgcaagtg gcatttaaat caaatgccat tgtatgaggt atgttgaagt attgttgtat
  1710781 ttggcaagca acactaggga aaacgtaatc agcagtagta gtagcgacaa tgatacagtc
  1710841 gacatcttct aagtttttct tatatgttgt acataaattt tcaactgctt taatggctaa
  1710901 gtttgaggag tattcatctt cgctagcgat tcttctttcc ttcattcctg ttctttgtac
  1710961 aatccattca tcattcgtat cgatcatttt ttctaaatca ttattagata atatttgatt
  1711021 tggaacatga gtgccaattg cagtaatacg ggatttagaa ttcataggaa cagctcctaa
  1711081 ctttatttta taacctgata ctaatatcag gttataaaaa tgtcaatata gatttttagt
  1711141 gtattgaacg acttagctta ctatgaagga atttagcgag tgttgtaaaa ataatatacg
  1711201 agaagtttct aaaattgata atgaagtgag ttgagctcct tgaaaacaat tttacgcatg
  1711261 ttgcctgttg tcattatttg tagctttatt cttattattt tttcagagaa atcttatgct
  1711321 tgtgattgta ttaacgtatc agcagaagag gcacttcaaa aaaatgatgt agtgtttgag
  1711381 ggaaaagtaa ttgagattgg aaggaaagaa gagggtgaaa ttgaagtgtt atttgaagtg
  1711441 aagaaaattt ggaaagggac aaattttacg caaatcatcg tatatacaga tggtggtgat
  1711501 tgtgtgtttc actttgtaga ggggggagag tacttagtat tttcttctca aagaggaccg
  1711561 gaaaaacaat tatacacaca tagttgtagt ggtacgaaga gattagatga ggcagagata
  1711621 gagagaaata ctttaagtca tattgctaag ggtgttgctc cgacgaagaa agtggattta
  1711681 aaaggggaga tggtgagcgg tttcagtagg tggcaagttg ctatcatttc tataggtctg
  1711741 ttactgatag taactcttgt gatttttatc gtgagaagaa cgcgcaaaaa atgacgatta
  1711801 aagtaaaaat ataaagattt tctttcgtgt gatataggtt gttaaacctt gtgaaagcga
  1711861 attacttatg ctacacttta tgtaacttaa aatgaacgga ggggcttcct ttgatcttaa
  1711921 tcagattacg tctcaatact ttgtgccaat aattgaatag cgctcaaagg ctctgtctgt
  1711981 gtacagagtg aacgggattg gtctgcctat tttaaaggaa ccctttatta agcttatatg
  1712041 tgaaaaagag ggagggacga atacgccctc tttttgtttt gcctttataa atagaatggt
  1712101 atcgtatagg tgaacactta ttgtggatac gtatatgatt ttgggacttt ttgactatga
  1712161 gataggatga aagcacaact ttcttctatt tctttggtga acccttatcc gtttacgaaa
  1712221 acacaggcag cgacctgtgt tttttatttt acgtaatcga aatggaggaa taaatatatg
  1712281 gaagaattat tacaaagagc agttttagtt ggagtaaatt taggtaatga ggatgattct
  1712341 gcatattcga tggaagagct aacgaatctt gcagaagctt gtgatgtaga ggtaattgga
  1712401 caagtgacgc aaaatttgca acgtgtaaat ccatcccatt atattggaaa aggaaagatt
  1712461 gaagaagtag cagcctatgt aaatgaagta gatgcgaata tggtcatctt taatgacgaa
  1712521 ttatctcctt cgcaaattcg aaatttagaa gcggatttag attgtaaagt aattgaccgt
  1712581 accatattaa ttttagatat ttttgcgcaa cgtgcgaaaa cgaaggaagc gcagctgcaa
  1712641 gtagaggtgg cccaccttca gtatatgatg cctcgtttaa ttggtcttcg tgagtcgtta
  1712701 ggaagacaga gcggcggtgt tggtacgaaa aataaaggtg tcggtgagaa gaaattagag
  1712761 ttggatcgtc gtaaaattga agaacaaatt tcagttttaa ataaagattt agaagctctt
  1712821 gttgcgcagc gtcaaacgca gcgaaagcaa cgtaagaaaa atgaaattcc tgttgtagca
  1712881 ttagtaggtt atacgaacgc aggaaaatca acgaccatga atgcgatgct tgaaatttat
  1712941 aatgggacag aagaaaaaca agtatttgaa aaagatatgt tattcgcgac gttagaaaca
  1713001 tcggtgcgaa atattgattt accaggtaat aaatcattct tattaacaga tacagttgga
  1713061 tttgtaagta aattaccgca tcatctcgtc aaggcgttcc gttcaacgtt agaagaggta
  1713121 gcggaagcag acttacttat tcatgttgta gattacgcca atccaaatta tgaacagtta
  1713181 attgatatta caaatgaaac gttaaagaaa attggagtag aaaatatccc aaccatttat
  1713241 gcttataaca aatcagatat ggtagatgtt gaaattccga aagtacaaga agaccgcgtt
  1713301 tatttatcag cgaagaaaca tgttggaatt gaagaacttg tcgaaatgat tcgctcacac
  1713361 atttataaag agtatacgaa gtgtgaaatg ttaattccgt atgatcaagg acaggtagtt
  1713421 tcttatttca atactcatgc gcacgttcta tctacgagtt atgaaaacga aggtacgaaa
  1713481 ctagaagtgg aatgtaagac gagcgattac gaaaaatata agcgttttgc aatttaagaa
  1713541 ataaggcgat cctaaaatgt tttaggatcg ccttatttct tattctgtaa tagaggccca
  1713601 tttataagaa taaattcctg caaatggacg aacaacaaca ccttttactg ttggacgttc
  1713661 taaatataca agtcctgatt ggaagattgg agcgatagct gcatcatctt caagtaagat
  1713721 tttctcggca tcttggaacg ctttccaacg tgctggtaag tcagttacta aagtagagct
  1713781 cgttttctca attaattcgt cgtattgttt gtttgagtaa ctcatcttat taaacggtcc
  1713841 gtctgtgacg aacatattta aaaatgttgt aggatcagga taatctggtc cccaagtaga
  1713901 aagtgagatt tcaaaatcgc catttccttc acgatctaaa aatgctttta ctggaagtgg
  1713961 ttgtaatgtg atttttaatc caggtaagtt tttctccagt tcacctttta aaaactcact
  1714021 aattttttat cgttagactc atctgttgtt atgattgaaa gagaagtgtt ttgtaagttt
  1714081 gtttcttttt tcgcagtttc ccatagtgtt ttagcttctt tcacatttgt ttctactttt
  1714141 acatgacttg tactgcgaaa atctttattg tcaggtcctt ttacgaatcc ttttggaacg
  1714201 aatgcattcg caggtataga accattgttt aaaatcgttg ttgcgattcc ttgtttatca
  1714261 aaagcaagcg aaatagcttt acgagcattt ttgtttgcta ataaagggtt cttttgacta
  1714321 aatcggaaaa acgtcacaga aggacgttcc atcttcttta agctcggatc tttttgatat
  1714381 ttatcaacaa actctgaatt aatcgtaatt cggtctactt gtttactttc aaataaatta
  1714441 acagctgttg aagtatcttt tacgatattt acattaattt catttaattt cacattttta
  1714501 ttatcccagt agttcgggtt tttcgtcatt ttgtaacttg tatcatgttt ccattcactt
  1714561 aattggaaag gtccgttata aactacattt gcagcttcaa gtccgtaatt tttcccttgt
  1714621 gcgtctacaa cttttttgtt ttgaggataa aatgttgcaa atcccattaa acctaaaaag
  1714681 tatggaacag ggtgttctaa ctgtacttct aatgttttat cgtcaattgc ttttacacca
  1714741 aatgagtcaa ttggcaattc ttttttattt attttttctg cgtttttaat atcgaacata
  1714801 atatgtgcgt attcagaagc agtttctgga tttacggcac gtttccatgc atattcaaaa
  1714861 tcatgagcag ttactggatc gccatttgac cattttgaat cgtgtaatgt aaatgtatat
  1714921 gtttttccgt cttcgctcag tttgtatgat tcagcagctg caggaacagg tttattgtca
  1714981 ggaccaggca tatataatcc ttccattatg ttgtttaatg cagcgtaaga aaacccatcg
  1715041 gttgcgatag atgaatcaag tgtagaaatt tccccagctt ctacaatgtt taatacttgt
  1715101 tttgaagatt cttttttcgt ttctccggta gttgttgcct cttgtttttg accacatgct
  1715161 gttaaaaaca tagataatgt gattgagagt gcaacgattc cttgcgtctt tttcttcata
  1715221 gttgtcatcc ttcccttcat ctctgcctta gtataaaaga aaatatagaa aatttctata
  1715281 aataaatccg acaaagcgta tagaaaaaaa tatcttatgt aagaagtgat atttctggaa
  1715341 aaagaaatga aaccagtata gaatagaaat gtttcaaaag tcagaattta ttagggttaa
  1715401 agctttactt tattacactt actttaataa atatatattt tgtacaggaa ggagagattc
  1715461 atatatgcag gcagtttcgc aaaaaaacac agtagaaaca ccgacaatat atcgaatact
  1715521 atttgcgatt agtttcggtc attttttaaa tgactcgatg caagcagttg tgcccgcgtt
  1715581 gtttcctatt ttggaaaaaa cgatgaattt atcctatatg caagtagggt ggattgcgtt
  1715641 tgcattaaat atgacgtcat cgattatgca gccggttttt ggtatgtatt cggataagaa
  1715701 gccgtcacca tttttattac cgctcggtat gttttcaagt atgcttggga tgatcggact
  1715761 tgcatttgca ccgaatttta ttattgttat tatttctgtt ttatttatcg gattaggttc
  1715821 cgcagtcttt catccagaag gtgcccgggt tgcttatatg gcggcaggga cgaaacgagg
  1715881 tttagcgcaa gcgatttatc aagtgggagg aaatacaggt aattctctag ctcctatttt
  1715941 tacagcgtta attttcgttc cgcttgggca aattggttct ttaggtttta cggcctttgc
  1716001 agcggtagga atagtgctat taattttcgt atcaaattgg tataggaatg aattagcaac
  1716061 tggcgctgtg agaagaaaaa agagagctgc gcttgaggcg gaaaatgcga ttgtaagtac
  1716121 gcatattaaa tttgttattg tacttcttgt ttttcttact tttgtacgtt cttggtacgg
  1716181 tgcaggtatc gggaatttct atcaatttta cttaattgag cattacggtt tatctataaa
  1716241 aaatgcccag tatttcgtat tcgcatttat gattgccggt gtattaggaa ctttctttgg
  1716301 tggtccacta gcagatcgat ttggaaagaa aacaattatt gtattttcaa tgctaggttc
  1716361 agcaccactt gcacttttat tacctcacgt ttcgctcgtg tgggtcgtac cgttattttt
  1716421 atgtatcggt tttattagtt caagtagttt tagtgtaatt gttgtttatg cgcaagaact
  1716481 tgttccggga aaagtaggaa tggtatctgg attaattgta gggcttgcgt ttggactcgg
  1716541 agctttagga tctgtagttc tagggaaatt ggctgatata tatagtctac aattcattat
  1716601 gttactatgt agttgtttac cattaattgg acttacttca tggttactac caagtgataa
  1716661 gaaaacgata gaatagggga tgcgctatga aattatgtga aaatataaca gaattaatag
  1716721 gagatacacc tgtcgtcaga ttatctaaat ttattccaga agacgcagca gatgtgtatg
  1716781 taaaactaga aatgtttaat ccatcgcgca gtgtgaaaga ccgtgctgcc tataatttac
  1716841 tgcacgttgc agaagagaat ggtcttatca aaccaggaga tacaattatt gaaccgacaa
  1716901 gtggaaatac agggataggc ttagcaatga atgcagctgc gaaagggtat aaggcgattt
  1716961 taattatgcc agacaatatg tcaaaagagc gtataaattt attgaaagca tatggagcgg
  1717021 aagtagtttt aacaccggca gaacaaagaa tgccgggagc aattgcgaag gcgttagaac
  1717081 tgcaaaagga aattccgaat agttttattc cgcagcaatt tgaaaatcca gcaaacccga
  1717141 atattcatcg ttatacaact gcacttgaaa tttatgaaca aatggatgga gagcttgatg
  1717201 catttgtagc aacggctgga actggtggaa ctattacagg gactggggaa acattaaaag
  1717261 agaaactacc aaacttatat attgcagtag tagaaccgaa aggatctccc gttttatcag
  1717321 gcggtgtgcc aggtcctcat aaactagtag gaacaagtcc ggggtttatc ccgaaaaatt
  1717381 taaatacaga agtgtataac gaaattattc aaattgcaga tgaagaggct ttaacgacaa
  1717441 tgagaaactt agctagacaa gaaggtttat tagtagggcc gtcttccggg gcttctgttt
  1717501 atgccgcaat tatgattgca aaacgtttag gtactggtaa aaaagtttta tgtgttgcac
  1717561 ctgatacagg ggaacgttat ttgagtatgg gattatttga atgaaattaa taggaacccc
  1717621 ttatggtgaa agagagctat taaggggttt gttgtaggtt atttagagag gagaagcaca
  1717681 atgaaattat taaaaccaat atacgaatat agcgaacaaa ttacggagta tcgcgatgcg
  1717741 tttttacatg ttgatgaaca accacatggc agtagttccc tacaaaattt tgattctctc
  1717801 gatgaatggt ttgaaaaagt gagaaagcag gaactaggag aaaaattact ggctaatcga
  1717861 gtaccatcta gtcagttttt aagttttgaa aaaggcgaac ttataggttt tgtaaatatt
  1717921 agacatcgat taaacgaaga attattacga gaaagtggtc atattggata tagtgtccat
  1717981 ccaaataaac gtcgccaagg ttatgcgaca aaacaattga aacttgcact agatgaagcg
  1718041 caaaaattag gattgaagaa agtgttaata acttgtgata aatcgaatgt cggctctgct
  1718101 aaaacgattc aaaaggttgg cggtgtgtta gaagatgaag tggtttcttc tcataaaagt
  1718161 gaaattgttc agcgttattg ggtagaaata tgattcagtg gaactttgaa aaggaaatgc
  1718221 aatgcgtaat atcgaaatag ataaataaaa agcgaagttg tactgcaatt atagggggaa
  1718281 atgaagtggg attaaaagag aaagcaatag aaatgtcgga gatttatagg caaaatccga
  1718341 aagtggaggc tatcatttta gcgggttcag tagctagaaa gttagaagat gaacattcag
  1718401 atatagaatt acatatttta tggtcaatgc cgccagagga tgacgatcgt aagggaccta
  1718461 ttcatcgtat tgacgggaca attttgtcat attatcctta cgaggaagaa gaatggtcgg
  1718521 aaacatattt gacgaaagaa ggaattaaat tagagattag taacttttta acagaaacag
  1718581 tagagaaagt tatttctgat gtggtgaatc aatatgatat aagttatgaa aagcaatgta
  1718641 tcgtatcatc cgttcatgac ggtgttagtt tgtatggggg agagaaagtg aatgaattaa
  1718701 aagatagagt ggtagcatat ccagaaaatc tagcgaaacg gatgatttca gaaaatcttt
  1718761 ggttaagcaa tcgctggcat aatcgagagg cgcttttaaa acgaaaagac tggcttatgc
  1718821 tatatgatgt tatttgtgaa gcacaaagaa atatatttgg agtcttattt ggtttaaacc
  1718881 gaatgtatgt gcatcatcct gcctttaaat ggatgccgaa taatgtggac cgaatgagta
  1718941 ttaagcctga aaacttatat gagcgtatgg cgaatgcatt aataggaaaa ccagagtata
  1719001 gtgtacagga gttagaagtg ttaatccaag aggtattaca gttagtagaa caccatgctc
  1719061 cagaattaca tattgccgaa cagcaaaaac gtatgcaata tgcgaagtaa gaaagaaggg
  1719121 atgtaacaat gcgttacatc tcttcttttt ttatttaatt aatttaccta gtatgggtga
  1719181 tcgttgaatc ttatcaccga gaatatgtga agcaagtccg ctcgttaaga tgaataaaag
  1719241 gtaaacaatc cctcctacag cgccgcatat aacaacaatg agaagtgatt ccatataaga
  1719301 ttgtccagga attaaccatg ttaaaattgc ttttaatgcc atcacaacag cagacattgc
  1719361 tgctgagtaa attgtaataa gaaatactgt ttttactgtt tcacccattt taaatttcgc
  1719421 aaacttaacg atgcagtaca acataatact atttgaaatg aggtatccaa gaatggttcc
  1719481 aagtacagca ccgtgtccgc caaataaatg taagagcggt gtatttacta aaactttaac
  1719541 gagaataccg actgagaaag cgatcatcgt ttttctttga taatcgattc cttgtaatat
  1719601 ggcagctgaa actgtgaaaa tcgcacttaa tatagcagaa ggtgcaaatg aaattaaata
  1719661 ttgtgatcca ccaagtgcaa tttcaggatt tacataaacc atacggaatg catcgtaagc
  1719721 gatgctagca aggccaaatg cagctgggat agtaaagaat aacaagactt gaaatatctt
  1719781 tgaaatttgt tcttgtaatt cttctagttt cccgcttgta taagatttcg ttatagcagg
  1719841 aatgattgtt aaggagaatc cagttgcaag tgaagctgga atcataatta acttttgggc
  1719901 atagttcgtt atataagcga acactgcatt cgctgtttct aaaggctctc ccatcgctct
  1719961 cagggcatca gctacagtat attgatctac taacgtgtag agtggaattg cgatgccgac
  1720021 aaatacaatt gggattgcat atcgaagtaa ttctatataa atatttttta ttgagatatt
  1720081 ggatgctctt gattttaatt cgccttcggg aggttttaat ccattatatt ttttccagta
  1720141 caccattaaa atagagacgc ttgccagtgc tccgataaca gctccaaacg tagcaactgc
  1720201 aacagaagag gctacggaac ctcctaatag ttttgagacg atgaaactac caactaaaat
  1720261 gaaaacaacg cgcgcaattt gttctacgac ttgagaaaca gcgcttggtt tcatatgttg
  1720321 aaatccttgg aaataaccac gtgtaacact cattgctggt acgataatca gtgcgaaact
  1720381 taatgctcgc atcgtaagtg ttacgtcaga gataaattgt ggatctggcg ttttcgagcg
  1720441 aataataaat tgtgatatgt atggtgctcc aataaataaa actaaaaacc ctaaaaagcc
  1720501 cataaacagc attaatttta cgctagagtt gtataatttt ttgcttgtac tataatcacc
  1720561 aagcgcatta tgctttgcaa cgaatttgga aacggcaata gggataccgg cagttgaaaa
  1720621 gcttaataaa ataccgtacc aagagtatgc atatccatat aaagcgaccc cttgcgttcc
  1720681 aactaatagt tgaaaaggga agaagtatat aaaacctaat atacgtgaaa tcattgtcgc
  1720741 gccacttaat aaagcagttc cttttaaaac ttttgaagta gacaaaattc tttcctccta
  1720801 ctcgtgctgt cttacgttta tcgtatatta ctataaacct gttagagtag ttaatatagt
  1720861 atggaacata aatattctaa tattattcac ttaaaagtca tattttacat tttcaaatag
  1720921 aatgtaatac gtaaaaattc aaaatataag ttgacactat ttttaatgtg tgataaaaat
  1720981 gatagtaatc aattcggaaa ataatatttg ggcaatgaaa gggtatagta gtgaatatct
  1721041 ccctattaca gagagctgat ggttggtgtg aatcagtata tagattattc atgaagttcg
  1721101 tcctggagca tctttcataa atctcacatt atgaggaaat gaaagacggt agtttatacc
  1721161 gttatcaaat aaagtggtga agattgtttc acaactaggg tggtaccgcg atatttatcg
  1721221 tccctacgta tttacgtagg gacgtttttt atttaggtct tactttgttg tggcttcata
  1721281 actagggtgg taccgcgata atttatcgtc cctacgtatt tacgtaggga cgttttttat
  1721341 ttaggtctta cttttgttgt atcttcataa ctagggtggt accgcgatat ttttgtcgtc
  1721401 cctacgtatt tacgtagggg cgttttttta ttagtaggga ggaagtgaac gtattagaaa
  1721461 gaagtgtgga tagaacaata taaatactga attgtaagac agaaaaagat aaagagagga
  1721521 gattaacaaa tgaattcaca gcaatggaca tcgaaattag gtttcgtatt agctgcagca
  1721581 ggttcagcaa ttggtctagg ggcgatttgg aagttcccat acatggccgg aattggaggg
  1721641 ggcggcgcgt tcttccttat tttcatcggt ttcacattat taattggttt accactatta
  1721701 ttagctgaat tcgttatcgg aagaagtaca caaaaagagg ctgttgatgc gtatagagaa
  1721761 atcgcaccaa aaacattatg gccatggtta gggaaattag ggattgtaac atgtttcata
  1721821 ttactttctt tctacagtgt tgtaggaggc tggattttat tatatttatg gaatgcaatt
  1721881 acaggtagac tatgggaagg aaatggagca tacgaagcta cgtttggtga aatcatttcc
  1721941 aatccgtatt tagcagtagg atcacagcta ttattcatcc ttattactat ttttattgta
  1722001 agtaaaggtg tacaaaatgg tgttgaaaag gtaaataaat atttcatgcc agcgttattc
  1722061 gttttattct ttgtattaat cgttcgtgca cttacgttag atggtgcagg agaaggggtt
  1722121 cgtttcttct tacaacctga tttctcaaat gtaacatcag aagtaatttt atatgcgatg
  1722181 ggtcaatcgt tcttctcatt atcggtcggt gtagcagtaa tggtaacgta tagttcatac
  1722241 ttaccgaagg aagaaagttt accgcgttca gcattttcaa tcgttggttt aacacttgtc
  1722301 attacattac ttgcaggtct tgcaattttc ccagttgtgt tcgcatttgg attagaacca
  1722361 tcgcaaggac caggactatt atttatcgta ttacctgcta ttttcagtaa aatggcgttc
  1722421 ggaaaagtgt tcttcgttat tttcttattg ctgttcttct tcgcaacgat tacatcggct
  1722481 atttctatgc tagaaattag tgttgcgtcg ttaacatcaa aaggtaaagg gaaacgcgag
  1722541 aaaatggcct taattgtagg gttattaatc ttcgttgttg gagtaccatc agcattatca
  1722601 tttggtatat taagtgattt gaaaattttc ggaaagacag tctttgattt agcggactat
  1722661 gcagttagta acgtactaat gccacttggt gttttattag tttccatctt tgttccttta
  1722721 aaaatgaaga aagatgtatt aatgaaagaa cttggtgtaa gtaaaaataa gggctataaa
  1722781 ttattcgtat tatggttatt cttacttcgc tttatcgcac caattgcgat tattatcgta
  1722841 ttcttaaatg tacttggcat tatttaaaaa gaaaggtagc gtatcgtttt atgatacgtt
  1722901 acctttttat tttgcacttt tttgtaattc atttactgtt acgaactgat agcccttctt
  1722961 agataaagag tctagaatac cttcgatagt ctgtaaattt tcattagact catcatacat
  1723021 agagtgcagt aaaatgatag aacctggttt tacattttta gaaacgtagt caattttatc
  1723081 tgccgcagat ttataaaaag tatcaggttc aagatcccat gtaatcgttt cgatattatt
  1723141 tttatttaaa taatatggta gtccaattaa tttttttcca ttaggtggtc taaaatcaat
  1723201 ttcgcctgta aatcctattc ggcgtattaa tgaatttgtt ttttctattt cttctttaat
  1723261 ataagaaggt gttttaaaaa ccattctgtt atgagaatat gtatggtttc caacttggtg
  1723321 tccagattgt acgatagctt ctcctagcga taggtttttt tctaattcat ttccgattaa
  1723381 aaagaaggta gcttttgcat ggtatgtatc tagtagcggt aatatttgtt ttacattgtt
  1723441 cgtagggcca tcatcaaaag ttaaagcaac cactttttca tttgtttcta ctcggtttgt
  1723501 taaatctcca aacaattgaa agcctcttgc gttcatcaat ttgtatgttc caaataatgc
  1723561 tacagtaata atgaataatg taacgattgt aatgattatt ttctttttca taaagcaacc
  1723621 tcactatatt tttggattgg actaaaaagt attatatcaa attaagtaat ttcacgcttt
  1723681 aaaaaggatg tggatgcaag gggaaggaaa ttatcatata atgtaatgaa aaaggtatat
  1723741 taggaggtgt ttaaatggcg attacaattc aattgccgga cactgcagcg tctcatgcaa
  1723801 agccaagtat ggaaatggcg atactttgcg tgaggtagac aagtaatata caattcatcg
  1723861 ccaaaatgag ctcgtatcat tttttgtatt tggctttgca ccttattgaa atgaaccata
  1723921 aaaaataagg ggcgagcaga aatgaaatac gtaaaagcta aggcagtttt accagaaagt
  1723981 ttaattactg aaattcaaaa gtatatacaa ggtgaaacaa tttacattcc aaaacaagaa
  1724041 acaaaacatt ataaatgggg tacacgatct ggaggaagaa aacaactaga tgaaagaaac
  1724101 aaagccatta aagatgcatt taaaagcggg atttccattc atcaacttgc agaggagtat
  1724161 tttctttccg gagaaacgat taaaaagatt gtgtactcta aatgaaataa aagagtctcg
  1724221 ttcaaatatc attttgaacg agactctttt tgctttgccc gtattggata tatggggtgt
  1724281 ggatgggcat gataatagaa aaaaatgaat cataattata tcgtatagaa acgtgaatag
  1724341 aaataaaaac gttatattac acatattaca gaaaggtgaa cgattatgaa tcatcttggg
  1724401 caaataacga tagaactttt tgttggtttt tttgttttat taattgctac taaaatatta
  1724461 gggaaaacac aaatatcgca gctaacacct tttgatttta tttctgccat tgtaatcgga
  1724521 gaactcgttg gaaacaccgt atatgatcct gaggtgagag tatggtctat tttatacgct
  1724581 gtttttgtat gggtaatttt aatttacgca atagaagtaa taacacaaaa atttagaagg
  1724641 acaagaaagt tctttgaagg atacccttct attatcattc gtaatgggca tattgacaga
  1724701 gaacaattaa aatcgaatca tttggatatt aaccaattac aacaaatgct taggcaacaa
  1724761 aaagatatat tttcgattcg agaagttgaa tatatgatat tagaacctaa cggaaacata
  1724821 agtgtattga aaaaaagtaa atatgaatct cccactataa atgatttaag cttaaaacat
  1724881 aagcctgtat acttaccaat ttcattaatt agtgatggga aagtagtgaa ggataatttg
  1724941 agggaagcag gttttgatga aggatggctg tataaacaaa taaagaaaaa agggattact
  1725001 aaatttgagg acgtattgta tgcagaatgg aaaacagacg atggtttctt ttgtcaggaa
  1725061 atggatcggt agagaataag cgatgtatgt attgttcatt tctaagttat cttttacata
  1725121 tcaaaaagct gaatcattgt atacaataga attagaacaa caatttgtat ggagtgataa
  1725181 agatggaagc ttttattaga agtgatcaat ataattttat aaaatcacaa gcttatattt
  1725241 tggcaaatgg gcacgcaacg gcaaatgata gaggtgtcat tcaagcgtta aaatcattag
  1725301 cgattgaaaa aataatacat gtatttgaga atttaacgga tgaacagaaa gagttaattg
  1725361 atacggtatt aacagttcaa aatagagaag atgcagaatc atttttaacg aaaataaatc
  1725421 cgtatgtcat tccgtttcag gaagttacag cgcaaacgtt aaagaaatta tttcctaaag
  1725481 cgaaaaaatt aaaacttcct gatatggaag aaatggacat gaaagaaata tcttatttaa
  1725541 gctgggttga taaaggatca agcaggaaat ttattatagc gaaaaatgat aaaaataagt
  1725601 ttgttggtct gcaaggaacg ttccaaagtt taaataaaaa gagcatttgt tctttatgtc
  1725661 acggacatga agaagtaggg atgtttttag ttgaaattaa aggtgatata ccaggaactt
  1725721 tcgtgaaaaa gggaaactat atttgtaaag acggtgtagc ttgtaatcag aatatgaaat
  1725781 cacttgataa attacaggat tttattgaga gattgaagaa ataaaatgga agacctctag
  1725841 tgcttaaact ggaggtcttt tattttttga agaagtagat taaaaattta actgtactat
  1725901 gattattaga ggataattag ttcaatagat aaatggaaat caaaaacgaa atcttataac
  1725961 cgtatctccc aatcagtttt agaacgatta tttgaaaaac tgaaccactt acatcacaac
  1726021 ttccatgaaa caaaaaccta tatattatta ttattttccg taacactaat gtcatattat
  1726081 aagataaggt tttcgaatat ttaataggga ggcgtttcta ttgaaaatca gtgagctgtc
  1726141 taaaaagaca ggtgcaagta tccgatccat aaggcattat gagaaaaaaa tctaattacc
  1726201 gctgtacgcc ttgaaaatgg ttatcgcgag ttcgatgaat ctgccatcaa acgtattcga
  1726261 attattcaac tttatttagg tctgggtttg acaacggaac aaattgagga aatattgaaa
  1726321 tgcgaggata atggtccgga agaatatgaa ttttgtgaag aaatgctgga aacttatcaa
  1726381 gtgaagctgg atcaaatcaa cagacaaatc agtgtattgg acgttgtaaa gtatcggttg
  1726441 gaaaaacaaa tcatgcaaat gacggataaa agaagaatga gaaatggaaa ttcccttagt
  1726501 tgaaacaacg gaataattga agatcccagt ccgcgaccat ggcggaaccc gggatctcta
  1726561 cagacgaata tgatgttatg cagacggttt ttttagcagt tcggtcaagc gtgagaatcc
  1726621 gtcggttcca tagccctcgt tgatggcctg ctgggttacg gccattgcag cactcagaac
  1726681 gctaacgtcg aggccgtggt gttgagcagc atggataatg tgttccattc ctgccgaggc
  1726741 tgagatgata ttggacttgt caccagggta gtgacccgag tctacttcgc ttgccaaata
  1726801 agccatgatg tcgggcaaga tgtctatgat accctgggca tagatagcga actcctttgc
  1726861 cggaatattc tcggcagtgg caagtgcgag agcgtgagcg taaccgctca tggatgtcca
  1726921 aaagagatcg agtagggcca catcatatgc cgccgcccgg ccaggatccg ccccaagata
  1726981 agaagtagtg ccacctaagc ttgctaaggt cggttggtgg accttaaaga tggattctgg
  1727041 tccactatac aggacggaag ccgcaggtgt cccgatggtc ggagtagggg tcataattgc
  1727101 cccatcgagg taatcgactc cgtgttgggc agcccatgtg gccatttcac gggcacgttt
  1727161 gggcgagtcg gcagtgaggt tcaccagtgt ccgtcccttc agggcatctc ccacggggcc
  1727221 aaggacttca tggacgacat tatagtccag aacacaaatg atcaccaggg ggcttgcaga
  1727281 gaccgcgccg gtgactgaat ttgaaagggt cgccccctga gaaataaggt aatcggcttt
  1727341 ttcggcagtt cggttccata atgtcgtagg gtgaccgttc atcaggaatg caccagctag
  1727401 cgcctggccc atcggaccta agccgataac tgtaacaggt gaacggtgcg ggttctccat
  1727461 cacagataca tctgtatctg atacttgact gatattttgt tttttctcac tttggtcatt
  1727521 tttcttcaat gaaaatgcct cctttcagat gttcaaactt aattctaaag tatgacacca
  1727581 gtgtcatagt caacaaaaat attttggtta taatatttaa acaaaccagt tataagtaat
  1727641 ctattattcc attaaagggc gagattgcgg aaaagtagtg aaaagtgata catattatcc
  1727701 atgactaata tgtatcactc tttattattt atggcttttt acgatttagg tcttgataat
  1727761 gaaataaagt tggataaaag atatattttg aaacatttgc ttattttgaa ggaggtaaat
  1727821 atgaattaca tttcaccgaa agaagaaatg ttaaaagcga aacggtggtc taaagatatg
  1727881 atagcagcgg gtcgtggtca taccgttgct ctgaaatatg ataatgctgt ggaaacgacg
  1727941 gggtggaata agcatgatca atgtgatgta aacgactggc ataatattgt agcggttgca
  1728001 gcaaggtggc gtcgtactat tggccttaaa ccggatggaa cggtaatagc ggtgggatgt
  1728061 gtacatacag tcggcctgaa atcagacggc acggtggtag cagaatgtga taatacatat
  1728121 ggtcaatgcg atgtatgtag ctggcgtaat atcagattgc ctagcaaata gttattttac
  1728181 aataaatcac tagtaatatt attctatttt aggaataatt atggaatagg atatgtagat
  1728241 aagaatccct tttaaaaaga ggttcttatt ttttccgtaa aatgagtgtc taaatggaat
  1728301 tttttaaagc tacagtagac gatataattt ataaaaaaac ataggagagg tgaagaattg
  1728361 tttaaaaagc ttttattttc tttaccagat attttacttg tgtgcattgt tttctacgta
  1728421 acatatacaa aatcttttag ttttggacag acgttagtaa tttcaattgc aatcggaatc
  1728481 attggtggtc ttgttctaag aatttgtacg gatttattca catttatcaa gtggacaatc
  1728541 aaacaaagaa aatcttgaat atattgatag ctattaggag gaaacgaaat gactaagaaa
  1728601 aagagtagag tgaaaaatga aatattactt tggacattaa cagcggttgt tctcatcatt
  1728661 gtatggtact tttttcaaag ataaaaacgc atcgcacttt gaaaagagag cacgatgcgt
  1728721 ttttattatt ttttttgcca attttctttt ataaagtctt cacggccaga ttctttttgc
  1728781 tcagtagcat atttctctgg gttcttttta tagaaatgtt gatggtattc ttcagcctca
  1728841 taaaaaggtg cagccgggcg aatttcagtt acaattggat ctttaaacat accgctttct
  1728901 gcaagagaat gttttgattt ttcagcaagc tctttttgtg tttcggtatg ataaaaaata
  1728961 gcggtgcgat aagatggacc acggtcaaag aattgtccgc catcatcagt tggatcgatt
  1729021 tgtggccaat ataaatttaa taatttttca tatggaaaaa tagaaggatc aaatgtaatt
  1729081 tgtacaactt ctaaatgacc agatgtaccc gcttttactt gttcatatgt tgggttttct
  1729141 acatgaccac ctgcatagcc ggaaagtact ttatgaatat cgggaagttc atcaaaaggc
  1729201 tttaccatgc accaaaagca accgcctgcg aaggttgcga gttcgtatgt tttttcggac
  1729261 attgctgtaa tcctcctaaa tatatatgtt ttatatagta ttatataaat tgttttattg
  1729321 cgcaataaaa aagatttgaa aatatatgct tttttataaa caagatcctc cgctaacatc
  1729381 aattaattgt ccagtaaccc agcggctgtc tggagaagcg agaaatgcag cagtgtcggc
  1729441 aatgtcttct acttcaccta agcgattgaa agcggaaata gtagtggcgt attgtttcat
  1729501 cattgggtca ctcaagagtt ctgcattcat atctgtttta acaaatcctg gaagtattgc
  1729561 attcactgtt attcctcttg ctccgagctg ttttgctagt gtgaaagtca ttgtattaat
  1729621 agcgcctttc gtcatactat atgcaatgaa atcaggtaaa gaaattcgtg tggcagcgga
  1729681 tgaaatatta ataattcggc tattgtcacg taaacgagat agagcttgtt ggatgataaa
  1729741 gaatggtgct tttgcattta ctgaaaccat tctatcaaaa aattgttcag tcgtttcttc
  1729801 aataaaagca ccaggaccaa ttccagcgtt gtttattaaa atatcaaatt tagtactacc
  1729861 agttctgttt tgtaattcgt tatctaaaga actataaaga gcttctacac catgtaaaga
  1729921 ttcaaggttt gcaccgatgg aaaaagctga tccgccattt gactggattt cataaacggt
  1729981 ttcttcagcc tcttcttttc gattaccata atgaatagca actaatgcac cgtcgtttgc
  1730041 taaacgtttt gcaatagcac gtccaattcc tcggcttgct cctgtaacta atgctacttt
  1730101 tccttttaac atagttttct catctcctca taaattttaa atgtttttaa gttatttttc
  1730161 tttatgtagt aatgcggaca tacttaagta atatatgagt atgtgtaaga agttcattcc
  1730221 tgttttgttt tgagaaaaaa taaatagact tcgcataaat tgattgaatt ttattttttt
  1730281 tggaaaaaca tgttgacaat gaaaagaaca acgtcctata atacgtttaa caaatgaaag
  1730341 ttaattaaga attttctaac tttaaatgtt gtatatgcaa agaagaggaa agtagatgat
  1730401 tatgatcgtt tcagagagct actcctaggc tgtgagagta gtaacaatcg aatcattgaa
  1730461 gatcacctcg gagcatcgct tgcgaaaggg aaacggagta gagggcggcg gcatcgtctc
  1730521 cggtaaaagg acgggggtct aattggacct acagagctta tatttcgtga gaagtataag
  1730581 gaagctgagt ggtaacgcga aactctcgcc tcagcaatcg aagctactaa attgtagtag
  1730641 ttgattgctg aggcgagagt ttttatttta aaaaaattga ataagagaat gcgtagaaga
  1730701 ggagagtaaa tgataggcat tgtttcagag agctacccct aggctgtgag ggtggtaaca
  1730761 atcgagtctt tgaaaatcac ctcggagtac tacttttgaa actagtaaaa agtagcggag
  1730821 ttgtttccga tagaaaaaca aaagtctaat tggacttgca gagcttacat ttcgtgagaa
  1730881 gtgtaaggaa gctgagtggt accacgattc cctcgtctca gcaatggatt gctacaagta
  1730941 tgtaagtaat cgattgttga gacgagtata tttttaagat ttatatactg aatattctgt
  1731001 taaaaatact catctcagca atcgatatag aaatagattg caaaaataga gagaaaaaaa
  1731061 gaggagcgat gtgagatggg aaaccagtac atttatatga atggggaatt tgtagaaaaa
  1731121 gaaaaggcag ttgtttcagt atatgatcac ggttttttat acggagacgg tgtatttgaa
  1731181 ggaattcgta gttacggtgg aaatgtattt tgtttaaaag aacatgtaaa acgattgtat
  1731241 gaatcggcaa aatctatttt acttacaatc ccgctgacgg ttgacgaaat ggaagaagca
  1731301 gttttacaga cacttcaaaa aaatgagtat gcagatgctt acattcgctt aattgtttca
  1731361 agaggaaaag gggacttagg acttgatccg agaagctgtg tgaaaccgag cgttattatc
  1731421 attgcagaac aattaaaatt attccctcag gaattttacg ataacggact aagtgttgta
  1731481 tctgttgcat caagacgtaa tacgccagat gcattagacc cacgaattaa gtcaatgaac
  1731541 tacttaaata acgtacttgt aaaaattgaa gcggcacaag caggagtgct agaggcactt
  1731601 atgttaaatc agcaaggata tgtttgtgaa ggatctggag ataatgtttt cgttgtgaaa
  1731661 gatggaaaag tgttaacacc tccgtcatat ttaggggcat tagaaggcat tacgagaaat
  1731721 agtgttatcg agctatgtga gcgactgagt attccgtgtg aggaaagacc attcactcgc
  1731781 catgacgtat atgtagcgga tgaagtgttt ttaacaggaa cggcagctga attaattcca
  1731841 gttgtaaagg tggattcaag agaaattgga gatgggaaac caggaagtgt gacgaaacaa
  1731901 ttgactgagg aatttaaaaa gttaacgaga gaaagaggcg tacgtgttcc aggactggca
  1731961 gaaagcttac tgtaggtagg gagaggagtt aattgaaatg aagcaatata caacctatga
  1732021 gaaattgcag tgtgaagaag tgacaggagc tggacacgtt attcaatgct taaagaaatt
  1732081 aggcgtaacg actgttttcg gttatccggg cggagcaatt ttaccagtgt acgatgcgct
  1732141 atatgaaagt ggattgaagc atatattaac tcgtcatgaa caagctgcta ttcatgcggc
  1732201 tgaaggttat gcaagagctt ctggaaaggt cggggtagta tttgctacct ctggcccagg
  1732261 ggcgacgaat ttagttacag gcttagcaga tgcttatatg gattcgattc ctttagttgt
  1732321 cattacaggg caagttgcaa caccactcat tggaaaagac gggtttcaag aagctgatgt
  1732381 tgtcggaatt acagtacctg ttacgaagca taattaccaa gttcgtgatg tgaatcagtt
  1732441 atcacgtatt gtacaagaag ctttttacat cgccgaaagc gggcggccag gaccagtatt
  1732501 aattgatatt ccaaaagatg ttcaaattga aaaggtaaca agtttttaca atgaagtaat
  1732561 tgagattcca ggatacaaac tagagcctag gccagatagt atgaagctta gagaagtggc
  1732621 taaagccatt tcagaagcaa aacgcccact tctttatatc ggaggaggaa tcattcatgc
  1732681 agatggatct gaagaactta ttcagtttgc gaggaagaag gggattcctg tcgtttccac
  1732741 tttaatggga cttggtgcat atccgccggg agatccatta tttttaggaa tgctcggtat
  1732801 gcatggaacg tacgcagcaa acatggcagt aacagaatgt gatttactgc ttgcgttagg
  1732861 tgttcgtttt gatgaccgtg taacaggaaa actggaactt ttttctccgc attcgaaaaa
  1732921 ggtacatatt gatatagatc cttcagagtt tcaaaaaaat gtagcggtag agtatccagt
  1732981 tgttggtgat gtaaaaaaag cattacacat gctgttacat atgtctattc atacacaaac
  1733041 agacgaatgg cttcagaaag taaagacatg gaaagaagaa tatcaacttt cttataagca
  1733101 aaaagaatct gagttaaaac cacaacatgt catcaactta gtaagcgaat taacgaatgg
  1733161 tgaagcgatt gtgacgacag aagtaggaca gcatcaaatg tgggctgcgc atttttataa
  1733221 agcgaaaaac ccgcggactt ttctaacatc tggtgggtta ggaacgatgg gattcggttt
  1733281 cccagcggca ataggtgctc agcttgctaa agaagaagaa cttgtcattt gtatcgcggg
  1733341 cgatgcttct tttcaaatga acattcaaga actgcaaaca attgctgaaa ataacatccc
  1733401 tgtaaaagta tttataataa acaacaaatt tttagggatg gtaaggcaat ggcaagaaat
  1733461 gttttatgaa aaccgattgt cagagtcgaa aattggatcg ccagattttg tgaaagtggc
  1733521 agaagcttat ggggtgaaag gattaagagc gacaaatgca accgaggcga aacaagtgat
  1733581 gttagaagca tttgctcata aaggccctgt cgtagttgat ttttgtgtag aagaaggtga
  1733641 aaacgtattt ccgatggttc cgccaaataa agggaataac gaaatgatta tgaagaggtg
  1733701 ggaagaatga gtcatacttt ttcattagtt atcgataacg atccaaatgt cttattacgt
  1733761 ataagtggaa tttttgctcg gcgtggttat tatatttctt cattaaattt aaatgaaagt
  1733821 gaaatggagt taacggcagt ttgtacagaa caagaagcaa cattactcgt tggtcagttg
  1733881 aaaaagttaa tcaatgtact acaagtaaac aaattataag gagtgtatgg agtatgaaaa
  1733941 catattatga gcaagatgca aatgtagggc tattacaagg aaaaactgtt gcggtaattg
  1734001 gttatggatc tcaaggtcat gcgcaggcac aaaatttgcg tgattctggt gtggaagtgg
  1734061 tagttggtgt tcgtcctggt aagtcttttg aagtagcaaa agcagatggg tttgaagtaa
  1734121 tgtctgtttc agaagcagtt cgaaccgcgc aagttgtgca aatgttattg ccagatgaac
  1734181 agcaagcaca tgtgtataaa gcagaagtag aagagaatct ccgcgaagga caaatgttac
  1734241 ttttctcaca tggatttaat attcacttcg gacaaattaa cccgccaagc tacgtagatg
  1734301 tagcaatggt cgcgccaaaa agtccgggtc atctcgttcg ccgtgtattt caagaaggaa
  1734361 acggtgttcc ggcattagtc gcagtacatc aagatgcaac aggcacagca ttacatgtag
  1734421 cactcgcgta cgcaaaaggt gtagggtgta cacgtgcagg tgtaattgaa acgacattcc
  1734481 aagaagaaac ggagacagat ttattcggag agcaagctgt actttgcgga ggggtaactg
  1734541 cacttgtgaa agctggtttt gaaacattaa cagaaggtgg atatcgtcct gaaattgcat
  1734601 actttgaatg tttgcatgaa ttaaagttga tcgttgattt aatgtacgaa ggcggtttaa
  1734661 cgaatatgcg ccattctata tcagatacgg cagagttcgg ggattatgta acaggatcga
  1734721 gaattgttac agatgaaacg aagaaagaga tgaaacgagt acttacagaa attcagcaag
  1734781 gtgaattcgc gaagaaatgg attttagaaa atcaagcagg gcgtccaacg tataatgcga
  1734841 tgaaaaaagc agaacaaaat catcagttgg aaaaagtagg agaagagctt cgtgaaatga
  1734901 tgagctggat tcatgcaccg aaagaattag tgaagaaata gagtaataga ttgcaagtga
  1734961 aaaatacgta agaggggatt tgacaagatg agaagtgaca tgattaaaaa aggttttgat
  1735021 aaagcgccgc atcgtagttt attaaaagca actggtttga aagatgaaga ctttgataaa
  1735081 ccgtttatag cgatctgtaa ttcttttatt gaaattattc caggtcataa gcacttaaat
  1735141 gagtttggga agcttgttaa agaagcagta cgtgcagcag gtatggttcc atttgaattt
  1735201 aatacaattg gagtagatga cggtattgcg atggggcata tcggtatgcg ctattcgctt
  1735261 ccgagtcgag aaattattgc agattcagta gaaacggttg taaatgccca ttggtttgat
  1735321 ggcatgattt gcattccaaa ctgtgacaaa atcacacccg gtatgatgat ggctgcactt
  1735381 cgtattaaca ttccaactgt ttttgtttca ggtggtccga tggcggctgg aaaaacatct
  1735441 aaaggagacg ttgttgattt aagttctgtt ttcgaaggag taggggctta tcaatctggg
  1735501 aaaatttcag aagaagaatt aaaggatatt gaagatcatg gctgtccatc ttgtggttct
  1735561 tgttctggta tgtttacagc gaactctatg aactgtttat gtgaagtgtt aggtttagct
  1735621 cttcctggta acggaagtat tttggctatt gatccaagac gcgaagaatt aattaaacaa
  1735681 gcagcagaaa aattaaagat tttaattgaa agagatatta aaccgagaga cattgtaacg
  1735741 gaagaagcaa ttgatgatgc gttcgcgctt gatatggcaa tgggcggttc aacaaataca
  1735801 gtgttgcata cattggcgct cgcgcaagag gctggattag attacgatat gaaccgtatt
  1735861 gatgccgttt caagacgtgt accacattta tgtaaagtaa gccctgcttc caattggcat
  1735921 atggaagaca ttgatcgtgc aggcgggatt agtgcaattt tgaaagagat gagccgaaaa
  1735981 gaaggggtac ttcatttaga ccgtattact gctacggggc aaacattaag agaaaatatt
  1736041 gctcatgcag agattaaaga taaggaagtg attcattctc ttgaaaatcc tcatagtgaa
  1736101 gaaggtggat tacgtatatt aaaaggaaac cttgcgaaag acggagcagt tattaaaagc
  1736161 ggggcaactg aagtaaaacg atttgaagga ccttgtgtta tttttaattc acaagatgag
  1736221 gcgcttgccg gcattatgct tgggaaggtt aagaaaggag atgtagttgt tattcgttat
  1736281 gaaggaccaa gaggcggtcc tggtatgccg gaaatgttag caccaacgtc agcgattgct
  1736341 ggcatgggat taggtgcaga tgttgcgtta ttaaccgatg gtcgtttctc tggtgcttca
  1736401 cgtggtattt cagtaggtca tatttcgcca gaagcagctg cgggcggaac gattgcactt
  1736461 cttgaacaag gggatatcgt ttgtatcgat gttgaggaaa ggttgttaga agtaagagtt
  1736521 agtgacgaag aattaggtaa gcgtaaaaaa gaatggaaac gaccagaacc gaaagtgaaa
  1736581 acgggctggc ttggacgtta tgcacaaatg gtaacatcgg cgaatacagg tgcagtccta
  1736641 aaaatcccga attttgattg agtcaatata aaagagataa ggatgatatg aaatggtgca
  1736701 aaaggtaaag gagagagtga aaattgaaga tatcttaatg gcccatactt gtatgaaaga
  1736761 tatcgttatt aaaacaccgt tacaacgtga tacagtttta tctgagaaat atgattgtga
  1736821 cgtttatgta aaacgcgaag acttacaatt aattcgctct ttcaaaattc gtggtgcgta
  1736881 caatttaatt cgaagtttat cgaaagaaca attacaaaac ggtgttgttt gtgcaagcgc
  1736941 tggtaatcat gcacaagggg tagcttatac gtgtaattta ttgaagattc cgtcaaaaat
  1737001 tttcatgcca acaacaacac ctaagcaaaa agtatcacaa gttcaatttt tcggtggtga
  1737061 tttcgcagag attgtattgg ttggtgatac attcgatagc tcttttcaag aagcgcagcg
  1737121 ttattgtgaa gaaaatagaa tgacatttgt tcatccgttt gatgatccgt acgtagttgc
  1737181 tggtcaaggg acagtggcag ttgaaattat gcatgatatg gagaaaccgg ttgattatat
  1737241 ctttacagca atcggcggtg gtggattagc atcaggtgtt ggtacatatg tgaaaggtgt
  1737301 tagtcctgct acacaggtca ttggggtaga gccaatggga gctgcatcta tgaaagaggc
  1737361 ttttcttcaa aatgataatg tggcattgga gaaaatagat agttttgttg atggggcagc
  1737421 ggttaaaaag gtaggaaagt taacatttga aacttgtaaa gatgtaattg atgacattgt
  1737481 tttagtacca gagggaaagg tttgtacgac gattttagaa ctgtataaga aaaatgcgat
  1737541 tgtagctgaa ccagctggtg cactctctat tgcagcgctt gatttataca gagatgaaat
  1737601 taaaggtaaa acagttgtat gcacattaag tggtggaaac aatgatattg atagaatgca
  1737661 agaaatgaaa gaacgatctc ttatttacga agggttaaag cattatttca tcattgaatt
  1737721 cccgcaacgt tcaggtgcgt taagagaatt tcttgataaa ggattagggc cagaagatga
  1737781 tattactcgc tttgagtata ttaagaaaca taataaggaa aatggtccag cattagtcgg
  1737841 agtagagtta aaacataaag aagattacga gcagttaatt atccgtttta aagaaaataa
  1737901 tattcaattt atggagctta ataaaaatcc tgttttgttt gatttgctta tttaatagaa
  1737961 ggaaagagtt agcacccaaa taaaaaagat agatacaagc gaggaaatac aatgcttgtt
  1738021 ctatcttttt tatagttaaa ctagatattc attaaattca agaagaataa agctagctaa
  1738081 ccaaaagagt atcgcaatac gaatgattac atacatagta aattcaaagg gagaaaggtt
  1738141 tctctctcgc tttatttttt ttaatagtct cacagaataa aaggaacata aaagcaggat
  1738201 tgctatagaa attttataga tattttctaa gagaactata ttttctaata agccctttag
  1738261 catattcatc acctattctc taatgtatgt tacagagaaa tagatcttgt cctgtttagt
  1738321 tgcgtttatt tattattttc cctgtatcat caatttctac atcagttgaa attgtttgta
  1738381 agtattggag agcttttctc ttttcttcct catttacagg ggaaacttgg ttgttacgga
  1738441 tgatataagg attgaatgac atttggacat cctttccttt aaaagttaaa gttaatacac
  1738501 cagtttcagc actttttccg ttcacataac ttgggaataa aaagtttcct aatgagtaag
  1738561 cgacaggaac gttattataa tattcaaacc cttgtaacca atgtggatga cttccgacaa
  1738621 tcgcgtcggc tcctgctgta accattttat ttacatattg tttttgataa tctaccggac
  1738681 gatttgattt ttcgacaccc caatgcatat agacaattaa atagtctgca tctttctttt
  1738741 gctctttaat tgtttttgtt acaagattta aatcataccc gttcgcaacg ccaggtttat
  1738801 tgtcatcagc tacccaagta aaatcaggca taaatcggac aaatgaaagg aatttgaatt
  1738861 tttttccttt tacagtcatt tctcgtgcag tatatgcatc ttttgcattt tttccggctc
  1738921 caatgtaagg gaactttaat ttctctacgt gagagatcgt gtctaataat ccattttgtc
  1738981 cataatcaag tgtatggtta ttcccaatat ttacgatgtc atatccagtg ttttttatcg
  1739041 cttgaagcgt ggatggatca cttttaatcc aaaacagttg tccaggagct ttcttttctt
  1739101 tcgttgtaaa tgctgactct aaattaacga aagaaatatc agcttttgtt atttcttctt
  1739161 ttacatgctg gaatggataa tcagccccgt ttttttcgat taccggacgt aattgccaat
  1739221 cgaacattgt atcaccagag aaggtgagtg tgatttccgg gtcttctatt ttcttgtcgc
  1739281 tttttgaagc agttttacta gatttgtttt ggaaatcggg tttgtctgtc gcctttgaag
  1739341 taaaagagtg gttaattaat acaacaattg gtgtaataca aaaggctatt aacaaaaatc
  1739401 gttttagtaa agttttcata aataccttcc cttttgagtt tatctcgcaa ttagattagc
  1739461 aatgagtcta taaaaagtaa ttggtgtatg tacagataca aaaaaatgcg gtttatgttg
  1739521 tgaaaaacat ttgttaatat tcttaatatt aagttaacat atagataacc tgtaaatcaa
  1739581 tgaataaacc aaaatataga aataaagaat ttgaagggtg aagaatgaaa aatggttata
  1739641 ttaggagcag ttgtaaatgg aatttgtatt atatttggta ctttacttgg taaattattt
  1739701 agtaagattc cagaaagtat gaagggaacg atcatgcatg caattggttt agcggttact
  1739761 gtgcttggac ttcaaatggc attgaaaagt gaaaattttc ttgttgtcat actaagttta
  1739821 gtaattggta ccgtcatcgg ggaatggcta caattagagg gaaagttaaa acagttagga
  1739881 gattggctag aaaataaagt tggatcgaaa ggaaaaggga gcatatcaga aggttttgta
  1739941 acagctactt taatttttgc aattggcgcg atggggatac ttggtgcact cgacagtggt
  1740001 attcgtggca atcatgatat tttatttaca aaggcaatta tcgatggatt tatttctatt
  1740061 atattaacga caactctagg gattggcgta gtattttcag cgattccagt cattttatat
  1740121 gaaggtggca tcgcagtttt tgcaacgcaa attaataatg ttgttccgaa agaattaatg
  1740181 aatcaattta tagtggaaat gacagctaca ggcggtatta tgatagccgc tattggattg
  1740241 aacttactcg gatttattaa aattaaagtc gcaaatttac ttccaggtat attagtagtt
  1740301 ggaatcattg tttcacttat ttatagttac ggtttaatag taaagtaggg gatggagata
  1740361 cagatggagg aatttcaatt tacaaaacgt gtgcataaca tattgaagat tgcagcagaa
  1740421 gaggcagaat gtaatatcat tcaaccagtt catttattta ttggcatgtg taaagaaggt
  1740481 agtggcgtat gcagcgagtt atatatgtat ttgtttcgta acgtaggtac agatttttta
  1740541 gaaaaacttt caatacaaaa acaaaatcat ttaacgaatc aagagtataa aaaaataggg
  1740601 cattataagt tatcatataa gacgctagaa gttttacaaa tagcgaagaa acgtatggaa
  1740661 cgttttcagc aagtattaat gaacgaagga catgttatat atgcactctt tcgcctggat
  1740721 acgtttattg aaaatccaca aatacaaaaa gagatattac gtattgtaga tgaaccaaga
  1740781 gatttagcgg ttgatttaaa atgttttatt cctgcttata atgatttaac ttgtcatgtt
  1740841 agaaaggcta actcttctga ttttgagaaa ttagtaagtt ttgttagtga ggaatttggt
  1740901 gaacgctggt tacattcgat agagtacgga tttcgtacat ataaagaaaa tttacctatt
  1740961 tatatagcaa agcaagaaga agtaatagta ggttttgctt gttatgatgt agtgagagga
  1741021 aagaaaggat tgtttggtcc aatgggcacg gcgaaacaaa atcgtgtgaa aggtgtaggg
  1741081 aagcaattgt tacattgtag tctgcatagt atgaagcaag agggttatga aaatgcaatt
  1741141 attgggcaag cgggcccaat tgagttttat gagagatgtt gtaatgcacg tttaataccg
  1741201 attatggatc attaaccaac ttcatttagg tggagttggt tttattatga aaaaatgtgg
  1741261 gaatgtagtg atttttatta gaaaatagcg ggttttgtag taaatcttac aaataaagca
  1741321 aattactaaa ctttttacaa gaaagggtgt agaatgggta tctaaagaaa gaaggtgtga
  1741381 aaatggccag ctggaaacga aatttaatga tttgttggct aggttgtttt accactgcag
  1741441 ccggtatgag tttagtaatt ccttttttat ctttttatat tgaggaatta ggggtaactg
  1741501 gcacttctag tattgcacag tggtcgggac ttgcatttgg tgtaacattt ttaatgggtg
  1741561 cgatcgtatc accaatatgg ggaaagcttg gtgatataca tggacggaaa ttgatgctaa
  1741621 ttcgtgcgag ccttggtatg gcgattatta tgacgcttat ggggtttgta acggatgtgt
  1741681 atcaactagt cgcactaaga tttttaatgg gagcagtatc tggtttcctt tcaacagcga
  1741741 tgacatttat tgcagcagaa actccgaaag agcattcagg ttgggcgatt tctacaattt
  1741801 caactggtgg cgtgagtggc tcgttacttg gcccattact tggtggttat ttatcagagt
  1741861 taattggaat gcgtcatgtt tttcttgtta caggagcttt tttattcctt tcctttctca
  1741921 tcgttttttt ctttctacat gaagaaaatc actctgctca agcaaaaaaa gtacaaacga
  1741981 aaaaagtatg gacgatggtt ccagctaaac atttgattat tagtttgttt gtcacaacat
  1742041 ttattattca acttgctaat atgtctgttc agccaattgt tacattgtac gtgaaaaatt
  1742101 tagttggtcc tcaaacagcg catattgaaa caattgcggg tgccgttatg tcagcgacag
  1742161 gattagcggt tattttggca gcaccaagat taggacgatt atcagatcat atcggtcctc
  1742221 aaaaaacgtt agttgtagcg ttgtttgctg caggaattat ttttatcccg caagcatttg
  1742281 taacctcagc ttggcaacta ttaattcttc gatttttatt aggtatcgca caagcaggat
  1742341 tattaccttc cgtacaaact ctactaaaac aacatacacc aactcatgta acgggacgaa
  1742401 tatttgggta taatcaatcg tttcagtttt taggaaatat gattggacca atacttggtg
  1742461 gacaaattgc agcgcatgct ggttttcaat atgttttctt ctctacatca tcactattgt
  1742521 ttattgcgtg catttgggtt tattttcata ataagaacga agaggtatca gagaaacgac
  1742581 atttggaagt tagttaacta agtgaatgaa aaaaggatga agcaaagatt gcttcatcct
  1742641 tttctttaaa attggagaca aagataactt aatgtaccaa gctcgtaact gcgatgaatg
  1742701 acttcaccgt tattttcacc acttcccata gcgataaata aaggtacaaa atgctctgct
  1742761 cttggtactg ctaattgtgc atgaggagca tttttctccc aattaaataa agcatcttta
  1742821 tcagcagcct gcatatgttt aataatccaa tcatcaaatt caattgccca ttgttcgggt
  1742881 gtagtttgat tccatttcag tgctcgtaag ttatgaacgg taacaccact accaattact
  1742941 aaaatatctt cctgtccaag tccttttaat gcttctccaa tcttaaattg ttcttttgca
  1743001 gaaaggaatg gatttactga tatttggacg acaggaatat ttgcttctgg atacatgcga
  1743061 tgcaagagtg tccatgagcc atgatctaaa cctctcgtca tattatgatg gactggaata
  1743121 cctttgtttt taaactttgt ttctaacata gatgcaatgc tagaagaacc ttttgcacga
  1743181 tacttaattt catataactc tggaggaaaa cctccaaaat cataaattgt ttcatattcg
  1743241 ttatctgttg aggaaatcgt taatacttca ctttcccagt gagcagtgaa aataacaatt
  1743301 gctttcggtt tatatgtttc tccaagtgtt tttaaaaaac ttgtataatc tgtatcttga
  1743361 atagcgagca tcggtgatcc gtgtgctaaa aataatgatg gcatcatagt agaaacctcc
  1743421 taaagttata tagttacttt atgtaagtaa ctatataatt taattttctg ttcgtcaata
  1743481 aaatagtttg acatctaata agaaaaggaa gacatttgtc ataatgaaag caattgcata
  1743541 taatacataa taagaataat gaatggatat tcaattttga gatacataat agatttgggg
  1743601 gctgacgaaa tgaacgtaca ggaaagtttc gttacggcat tggatgaatc ggaaatttat
  1743661 ttacgcaagt ggttaccaga atgtgaaccg aaagggatta ttcaaattgc gcatggtatg
  1743721 acagaacatg caggtgttta tacagacttt attgatgcgt tattagaagc agggtatggt
  1743781 gtgtatgcgc atgatcataa aggtcatggg aaaacagtaa gaagagaaga agactatggg
  1743841 cattttgaac cggatatagg gtggaatcag gctgtgtctg atgtgatctt tgtttcggaa
  1743901 atgataaaag aagagcaggc atgtctattg tttttacttg gtcatagtat gggatctttc
  1743961 ctatcaagac gagctgtgca acttagaggc gaactatatg atggatttct tatttcaggc
  1744021 actgggggaa atccagggtt tgtaggagtc gttggtcata aagtagcgac aattgagatg
  1744081 aaattgcgcg gtgcaaaaac gaaaagtccg atgctaaact ttttatcttt tggcaacttt
  1744141 aattcgaact ttaagccaaa tcgtacaaat tttgattggt tatcttcaga taatgatcaa
  1744201 gttgataaat atattgccga tccgttatgt ggattcattt gtacgacgag tttttatcga
  1744261 gaattatttt ctggtgtatt agaagtgaat aaattagaag aatacaagaa gacgccaagc
  1744321 aatcttccga tacatatatt ctctggagac cgtgatcctg ttggagatat gggaaaaggt
  1744381 gtgaaagaag tgtatgaaaa ttataaaaaa tgtggtgtga aagacgtgac actacgttta
  1744441 tatgaaaatg gaagacatga aatgttccat gaagtgaata aagaagaagt atttaaagat
  1744501 ttgatttcgt ggttagatgc gcataataga taagaaagtt aagctcaaac tgtttttagt
  1744561 ttgggcttgt atttatatat tcgttagaga taaggacaaa gagttttaaa aaaattgctt
  1744621 caaacaaata tagagatggt ttccaggaga tgaatatatg aaatttggaa ttatcggccc
  1744681 atcagaagat gaaattatgc cattcatttt gttaagaagt tattagaatc agtgaaaaag
  1744741 taaagaaaca ttgtatgaga aaaacctcac tttttctaaa gtgaggtttt ttaaggtaac
  1744801 gtggctatag tttataagtg ttgatttgaa gaaatgaagc ttggcatagt gcaggggctg
  1744861 cttcagaact ttaagaacaa tttctaatca aacttcttat aaagcaacaa atgcttgttc
  1744921 ataatagtag tataatagtg aatgaggtgt taatagaatg gaagataaaa cattaggtct
  1744981 actactagat gtagttgggg aattattttc agatgaaatt tcaattgctg tatcgaatac
  1745041 gaaagaatat atatactatc gcccgagtaa acgaattgat ttaaagatta gcgccgggga
  1745101 tcctataaag gaagggacga ttgctcataa agcaatggtg acaaaccaaa aaacctctga
  1745161 gtttattaac cgggatgttt ttggtattcc ttatcatggt atggccgtgc cgttttcaaa
  1745221 caatggaaag cttgaaggct gcgtgacagc tatttatcct gctttaaccg acggaaagtc
  1745281 agtcgttact ttaaaaacaa cggacggctg ggttccggtt cctttttcaa aggtcatgta
  1745341 tttagaggcg aaagataaaa agacgtatgt gaatgcagaa gagttaacag gaacacataa
  1745401 atactcgcta caagaattcg aatacttact tccgaaagat tcatttatta gatgccaccg
  1745461 ttcatttatt gtaaatgtta atcatattaa agcgatttat cctgatacac attctacttt
  1745521 tgtactttcg atggacaacg gagagagggt accagttagt caatcatacg ctagttattt
  1745581 tcgtaagctt ctaggattct aaattattct gctttagaga ctagattcgc tgttttgtct
  1745641 gaatttttgc cattgtatac tgaaatccct atttggatac tgttaaagtg taaaataatt
  1745701 atgaatattc ataaggagag ggattacata tggagaataa tttggataga attagggatc
  1745761 aacgtctgaa agatcgcgta gttacacctg aagaagcagc ttcatggatt gaaagtggaa
  1745821 tgactttagg cttaagtggg tttacacgtg caggtgatgt gaaagcagtc ccatttgcgc
  1745881 ttgtaaaccg agttaagaat gatacatctt ttaaagtaaa tgtttatact ggtgcctctt
  1745941 taggttctga tgtagataaa ttatttgcgg aagcaggaat tttagggaaa agattgcctt
  1746001 tccaagctga tgcgactatg cgaaaaggaa ttaataacgg agatttttta tttgtagacc
  1746061 agcacttatc tcatacagca gagttacttc gcgctgacgt tatggatgta gattttgcta
  1746121 ttttgggagc ggttgcgatt actgaagatg gcatgattat tccaacaact tcaataggaa
  1746181 attctttagc gttttcttta aatgctaagt ctatcattat tgaaatgaat atggcccaat
  1746241 ccgcgcagct agaagggcta catgatttat atgaaccagg taaacaagga gaaagacttc
  1746301 caattccact cgtaaaaaca aatgatcgaa ttgggacgat tggcattccg attgatgttg
  1746361 aaaaagtgaa agggattgta tttacgaatc aattggattc accatcaaca attgttcctc
  1746421 cagatgaaga aactgttatt atggcacagc atttaataga atttcttcga aaagaagtcg
  1746481 aagtaggccg attaacaaat cgtttagcac cgttacaatc gggaattggt tcagtagcta
  1746541 atgcagttct tcatggaatg ttagattcgg agtttgaaga tttagaagtg tattctgaag
  1746601 ttttacagga tgcggtcttt gatcttatgg atgctggaaa agtcaatttt gcttcatgct
  1746661 gttcgatcac actttctgag gagaaaatgc aaaaagtatt ttccaacttt gaaaaatatc
  1746721 gtgacaaatt aatgatgcgc ccgcaagaga tttccaatca tcctgaaatt attcgccgcc
  1746781 tcggattaat ctcgattaat actgctttag aattagatat atacggaaat gtgaactcta
  1746841 ctcacgtttt aggtacaaaa atgatgaacg gtatcggtgg ttctggtgac tttgcaagaa
  1746901 atgctcgttt ggctatcttt gttactaaat cgattgcgaa aggtggtaac atttcaagta
  1746961 tcgttccttt cgcctcacat atagaccata cggaacatga tgtagatgtt atcgtcactg
  1747021 agcaaggata tgctgactta agaggacttg cgccaagtga aagagtggaa ctcattattg
  1747081 agaattgtgc acatctaatg tatcgtgatc aactacgagc ttattatgag gaagcgaaaa
  1747141 caagaggtgg acaaactcct catattttag agaaagcttt ttcttggcat acgaattatg
  1747201 ctaaaaatgg aacgatgctt gaagaggtag tagaaactgt atagaaatat aagaatgatt
  1747261 cttagaataa tatgctataa aggttgaaag aaaagaacgc caattttcag gaatggcgtt
  1747321 tttttctttt aaaaaattat tatctattat gaagaattat aaaagtaatc tcttatttac
  1747381 ggaaataaga ggttttttaa attaattttc gaatcatttt atagtgtata tatcgaaggt
  1747441 gaggagaaag aatcatgaag ataagaaaag cgttattaag tgaagcaaat gaattaagtg
  1747501 aacttgcact acattcaaaa gcaacgtggg attatagcga agaatttata cttgcttgta
  1747561 aggaagattt aacaattaca gaagagtaca taaaaaataa ctttgtatat gttttagaaa
  1747621 acgatactac gaagattggt tttttctcat ttttacgtaa tgagaaagct ctcgattttc
  1747681 tatatattca tcctcgttat aaagggaaag gctatgggaa aatactgtgg gactatgtaa
  1747741 tagaaaaagc aaatgaatta gggttaaaaa gttttatgat tgatagtgat ccgaatgcaa
  1747801 aagggtatta cttgaaaatg ggagcaaagt taatcggaga gacaccatcc actgttttta
  1747861 aggggcgttt actgcctctt ttgaaatatg atgtgtaaaa ctattaatag taggagaagc
  1747921 tgagaatgga tcatgtacag agaaagcaaa tatatgaagc attaataaaa tcgtggtcga
  1747981 ttgaaacaag ttcaaagtgg acaattgaga atccagcaaa gggacaatgt ggtgtgacag
  1748041 ctctagttgt tcaagacata tacggaggag agcttaaaaa gacaaaagta agagcggcgt
  1748101 ggcactttta taattttata gaagggcaga ggattgattt tacagaggct caattcaatg
  1748161 gaaaactaaa ttatatggat atggaatcaa atcgagaaga agcatttgca gatacaaatg
  1748221 aaagacaata tagcattttg aagaaaaaga taacgaaaga attcaaatta tcttttgact
  1748281 cttaatcttt aataagttac tataatggtg gtaacttatt aaagggaact tcatagagtt
  1748341 gaaaggggaa atacttttga aaacaactta tgtaaacgct acaatcgtaa cgatgaatga
  1748401 acaaaacgaa gtgatagaaa atggatatat cattgtagaa aatgataaaa ttatagatgt
  1748461 aaatagcgga gaattcgcta gtgattttga agtagatgaa gtaattgaca tgaaaggaaa
  1748521 gtgggtttta ccagggcttg taaatacaca tacacacgtt gtaatgagtc tcttaagagg
  1748581 tattggtgat gatatgttat tacaaccatg gcttgagacg agaatttggc cacttgaaag
  1748641 tcaatttacg ccagaacttg cggttgctag tacggaacta ggattacttg aaatggtgaa
  1748701 aagtggtaca acatcattct ctgatatgtt taatccaatt ggagtagatc aagatgcaat
  1748761 tatggaaacg gtatcaagga gcgggatgcg agctgctgtt tcaagaactt tatttagctt
  1748821 tggaacgcaa gaggatgaaa agaaagcaat tgaagaagct gagaaatatg tgaagcgtta
  1748881 ctataacgaa agtggtatgt taactacgat ggttgcaccg catagtccat atacatgcag
  1748941 tacagaactg ttagaagagt gtgcacgtat tgcagtagaa aatcaaacga tggttcatat
  1749001 tcacctttcg gaaacagagc gtgaagtacg tgatattgaa gcacagtacg gaaaacgtcc
  1749061 agtagaatat gtagcaagct gcggattgtt taaacgtcca acagttattg cacacggtgt
  1749121 agtattaaat gacaatgagc gtgcattttt agcagaacat gacgttcgag tagctcataa
  1749181 tccgaatagt aatttaaaac taggttctgg tatagcgaac gtaaaagcga tgctagaagc
  1749241 gggaatgaaa gtaggaattg caacagatag tgtggcatct aacaacaatt tagatatgtt
  1749301 tgaagaaatg cgtatcgcaa cattattaca aaaaggtatt catcaagatg caacagcgtt
  1749361 accggttgaa acagctctta cacttgcaac taaaggagcg gctgaagtaa tcggcatgaa
  1749421 acaaacggga tcacttgagg ttggaaagtg tgctgatttc attacaattg atccatctaa
  1749481 taagcctcat ttacaaccag cggatgaagt gttatcacac cttgtatatg ctgctagtgg
  1749541 aaaagatata agcgatgtaa ttattaacgg aaaacgtgtc gtttggaatg gcgaatgtaa
  1749601 aacgttagat gaagagcgta ttatatttga agcaagtcgt tataaacgag gtttacaaag
  1749661 ataggtattt ttaggctgtg gagaaagact tctccacagc ctgtttttgt gtctgaacct
  1749721 tttttattaa taaaacagaa gagaatgatt tagataaaat cactagtttc aaaaatcctt
  1749781 cacgtaataa tgattatatg aaggatttga atgtttctta tttttttgtc tcgttgaccc
  1749841 atataataat gtcctggata acgtactcag gaacattagc agggatttca tattcactag
  1749901 ggagacttaa ttccccatca ccctccgtga agaaatgatt caattttggg tatttattga
  1749961 actgaacatt cctacggttt gagagccctt cctgccattt tgtatattca ttttttactg
  1750021 ttacttgatg atcgcgtgct ccttgtagaa tcagtaaagg ctctgttcgt aatcttgcct
  1750081 cttcaactgg acgccaccta gaaacgtcat acataaaatg aggtgacgca aaattgtagc
  1750141 cagctggagg gtggtcagga ttgaaagtag gatcctggat aaaagcgact tgtcttttta
  1750201 gttcatcgat tacttccttt ggtgctccta ggtattgatt ctgatcaata gcaatgtcag
  1750261 tcaatgggcg tgcaggtggt gcgagtaaga tacttcctct aacaagtgag gaaggtgatt
  1750321 tgcttagtat acgcggcatt gcgccagctc ctagactatg tccaagaatg aaaatattat
  1750381 ttggatcaat gccttcctgc tgcgctgctg attttgccgc atatatggca tcatctgtag
  1750441 tatcacggtc taacgtaaca ggttctgcac tcatctttaa tgcgtgttct aaggtgcgtt
  1750501 tttcatagcg taacactgca attccgttgg acgaaagacc taccgcaaga tctcgtaaga
  1750561 tttttgttcc catatatgta ctatcgcgat catggatgcc agcaccatga acaagaacaa
  1750621 ctacgggtac cttttcacca ggcttatgtt tcggaatggt taatgtggct ggtaacggat
  1750681 aggtagaatt tccaatgacg atttcacgtt cttgatagga agcaggttga tcatatgtag
  1750741 gctgcgggat aatataagat tccggaggcg tccttacccc aatttcatct actttcccgc
  1750801 caggtgtgaa tttaaggagt aacggtatgg tagttccttg ggtagttcct gaaatttcca
  1750861 ccgtctgatg gactaagttt cgttctttta ttacggggat tcccatgttt tttatcgcgc
  1750921 tccagccact ttgtgtccac cagttttgta atgtgtttgc tgtaaacttg gattgaaaag
  1750981 cagcagacgt taactgaagt gcctctgcat acttatcttg ctggagatat tcaaaaaata
  1751041 atgatgtacg ctccgttaaa gagactcgtt tcttttctac agattgttcc tcacgtgtat
  1751101 ctgcgtgaat agctgttgta agcggaaaag atgaaatgcc taaagaaaag agcagggtaa
  1751161 aggaaagtac tgatttttgt attttctttt tttttattca tgttttaacc tccaatatgt
  1751221 gatgggaaaa aacaggtatg ataaattaag gttctgttgt aacaacgtct aaaccattga
  1751281 tatgttcatc taaaaccaac agttctggtt ttgttgtaat cgctctagta actcctaacc
  1751341 tctctttctt cactttatat tttgactata cgaaacaaag ttctcgtttt tcttacttga
  1751401 tccttacaaa atccttaagt gtataagatt tgtaaaatat cacttgctac ttgacctgaa
  1751461 tttcaaaaaa aagcggcatt tcttaatgga gataaaaaaa tatcccaacc aaactgtacc
  1751521 tatatgtcta ttaagttaat tatgggggat ttatatgaaa cagaagaaaa gttaaagcaa
  1751581 aaagggaggt atacaatagg agatgttttt taaacttgag cgaacagcgt agattataca
  1751641 ttcaatcttt agtgatcctt tttaaaaggg tcactttttt cttgaacgaa taaatattca
  1751701 aaagaatgtc gcatctttct ggtagtattt ctgctataat atataacgtt ttataatatt
  1751761 atatttttaa ggagaacaac ttatgaagcg gaaaaagagc catttaatgg taatggcact
  1751821 tgttatatct ttattgttaa cagcttgtaa taataaggaa aataaaagtg atgcaaagtc
  1751881 aaaaaaacaa gtattaaatg taacagtatc agaagagatt ccttctcttg ataccgcgaa
  1751941 aacgatggat ggtacgtcag cgcacgttat gcaaaacata tttgaagggt tgtatgtatt
  1752001 agatgatcaa gatcagccga ttccagcggt agcaaaatcg tttaaaagaa gtgaagatgg
  1752061 taaaaaatat acatttgatt tgcgtaaata cgcaaaatgg tcaaatggtg acaaggtgac
  1752121 agctcatgat tttatgtttg cgtggaaacg tgcaattgct cctgaaacag cgtctcaata
  1752181 tgcgtccatg ctcttttatg tgaaaaatgc gaaagagatt aataagggga cgatgcctct
  1752241 tgatgaactt ggggttacgg ttataaatga ttataagtta gaggtggaac tagaacagcc
  1752301 aattccttat tttttacagt tgttagcact acctatatac ctaccacagc atgaatcatt
  1752361 tttgaaagaa caaggaaaga actatgcatt ggaacctagt aatctcctat ataacggtcc
  1752421 atttatatta gagaaatgga agcatgaaca agagtttcaa ttaaagaaga atgctaccta
  1752481 ttgggatcaa aagaaagtga aattagatga aataaacttt caaattgtaa aggatacaat
  1752541 gacggctgtt aatttatacg aagctggtaa tttggatagg gtacctatta attctcaatt
  1752601 tgtagacaag tataaaggga ataaggaatt acatatgtcg agtgattctg gaattgctat
  1752661 gctacgtttt aatgaaaaaa ataatgcatt agcaaataaa aaggtacgtc aatctatttc
  1752721 tttagcgtta aataaagagg acttcgttac tcactttatt aataacggag caaaacctgc
  1752781 cagtggatta gtaccagctg gtcatataaa tgaagagact ggtaaagatt ttagaaaaga
  1752841 aaacggaaat ctttcttcat atgatttgca aaatgcgaaa aagatttgga aagaagcgaa
  1752901 aaaagagctt ggggtagaac aagtaaacct cgagttatta acgtttgaac aagataatgc
  1752961 aaaacgtatg gcagaatata taaaaggtga tttagaaaag aatttacaag gactaacgat
  1753021 acaaattaaa caacagccat ttaagcaaaa attacagtta gaacaaacag gtaattacga
  1753081 tataactatg gcaaattggg gacctgacta taaagaccca attagttatt tagaattatt
  1753141 tacgacaggt aatccgaata ataaaatgaa ttactctaat tctcgttatg atgaattaat
  1753201 aaagaaagcg aaaactgatt ttgtactaga accagagaaa cgatgggaag cattgctaga
  1753261 agctgagcag gtattattag aagatgccgc tgtatcatat tggttcagca tatgtacaaa
  1753321 aggattacgt aaagggaatt gaaaagcatc aatttggtgg tgtttatact tataaaaatg
  1753381 cttatatcgc taataaataa atataaaaaa ccttacttat taaaagtaag gtttttttac
  1753441 agaggacagg gaaatccttt ggtggtgtac caaacatata aagaagataa atgcaaaatt
  1753501 gtagtcacgc attcataaga agttgcaaca aataagattg agcaatttat ttaagtaaaa
  1753561 aaagaataga aatatagcat acatggaata agggaatgca gtacaaatca gcatacaagc
  1753621 attctcttgt tgtaactatg tttgttttta attatatata aaaaatatta gattatatat
  1753681 tttgtccttg gtatacttaa gaggtaattt ggagtattaa gatgaattga tagagaagtt
  1753741 tgtttgtaat tatttgagta ttgtaaaaag gatgggagct taagtgttcg attggaacgg
  1753801 ggctttttct atatgaatta atgggtatgt ataatacttg gagggatatt aatttgggga
  1753861 tatcggtgat ttggtttaga agttaatgtt aaggaataaa ggggaaaatt agtatgaata
  1753921 agaaagtgaa aaatttaaaa tattttatgg ttatattagc ttgcattgta atttttggaa
  1753981 cagttttacc taatgcatta gatccaaatg aatcattagc agggaaaatt tcaattgcaa
  1754041 ctttcggtac aattggagct tgtttactat tctctattat gtattttatt gtaaaaaagg
  1754101 ctattttaag aggtgggaaa taaggtggga caaaatttag agttagaatt acttccaata
  1754161 ggttctgttg taatgtttaa agattgggaa catccattaa tggtttaagg aagaagacag
  1754221 atggattctg aaacaaaaaa catgggatta tttatgttgt tatttccctc atggtaatat
  1754281 ttcttcggag tacaatttct ttttgaatca tgaagatatc tctagtgtgt tacatcttgg
  1754341 ttttattaat gaaacagaag tagagtttca aaaattattt aaaaaagaaa ttgaagaaaa
  1754401 gcagtgattc tttttaggtg ttggtgtttt tgaaatagtt aaagaatgaa tcttaattca
  1754461 catatacata aaaaagggga atttctatga aatcattacg tttatttatg attctcactc
  1754521 ttgttgtatt gttaagcgcg tgcaatacag caacacaagt tacaaaggtt caaaaaaatg
  1754581 gcgaaacgac tttaaaaatt ggttctctgc aagggtatta cgatgtacaa acgcttaaag
  1754641 ctgaaaaagg aaatgtggaa atcccttatg aagcagctgt tgaagaaggt acgattttat
  1754701 tacaagttac aaaagatgat aaggttattt atgaagaaga aatcacttct caaaaagaag
  1754761 gtttgctttc ttttgaagct tcaaaatctg gatcatatga tttaattgta cgcgtgaagg
  1754821 gtgaaaaaga gaaagcaaaa gaaattcaaa tacatactaa gctatgaaaa aacggcaagt
  1754881 ggagtgcacc cgcttgccgt ttccattttc agttgattct gtcacaacat atgtttatca
  1754941 atttaagagg taatcttccg aaattcctca tgaagttaaa ataagagatg aacaaaagaa
  1755001 aatgttacaa ctttgggatg ttagtaacgg aatttataac tctcttttac atgataaaaa
  1755061 gactgggttt gatacatttt tattcgaaaa agatgtagat ggtaaaaagc aagtagtagt
  1755121 atttaggagg agggacataa ggtgatgctc tttttgaaga aggtgtccta gaccttacta
  1755181 cagatattga ttatatatgg ggggaaataa gttgaaaagc attgaagttc taaatacata
  1755241 cattgaaggg atttctgttg caatccctat gtggttaaag catctaattg aggcagagga
  1755301 gatacatcaa aactatgaga atgtacaagt acttggtgca ttaaaaacag atgcagtatt
  1755361 gtactacgta caccgtacgc tgcaagtgtt ggatggactg tctttagatg aagaagcata
  1755421 tcgtattatt gaaaaggtac taacgtatag tgagcttgca aaggtaggat ctttaaaaca
  1755481 gcgggagcaa tggaagaaaa aagggattaa tctattggta cataacgagg gttctgctga
  1755541 tatctttagt gatattcagt ttattgaacg tgtagagaca aacttaaact ctactgaata
  1755601 tttgtttatt caagatttaa ttagaacaca tggattaatc gggcagtata tccgcgggga
  1755661 ggctcgtttg gactctcatg ttggtttaat taacacatat aaagaagaat acggagacgt
  1755721 taggttaaag gagattctat actatcttaa ccaatgcatt attgagggcg tatcaaaagt
  1755781 tttgtggaat gaagtgaaga acgatgtgaa gattacaatt gatggtcttt ttgatggtta
  1755841 tatggagcca tttacttctc gcatgcatag actcacgcca aaacataagg agtcagcatt
  1755901 tgaaaaagat ataattatgg ggagcgagaa gagtgacgtt caaacattct tatctgataa
  1755961 ggatttgtgg tatgtagaac cgtctatgca tgctcttagc tttgaggata tttggacagt
  1756021 ttttgttatg ttaaagaatg agataggcac tagaaaagtt cagcatatac atttcgagaa
  1756081 attgatgcag cagctacatt atgatttcaa aggtgaaaaa aaggacaacg tgtatcgtaa
  1756141 gcgagttatt gagaagtatt tacgggagta ccgtgagaac gagaaaccga atacaacgca
  1756201 tgtttctttt caggttaaag tcgatgaaga tatgaagact gcgtatgtgt cgtttcggtt
  1756261 ttctgctgta ggtgaggcgt taattacctt ctgtgtagag gcagaaaaga tagatatgat
  1756321 gcatgctcgg gcaaatgtgc tgctgtttga tttcttcggg ttacgaaagg atgcatatga
  1756381 tagattccat aacgaagaag tgtatctgga gcatatgaat agctcggctg atgataaacg
  1756441 aattattctt gattacataa agggagatac gattgtagat gtcggagccg gtggtggtgt
  1756501 catgctagac atgattgaag aagagaccga ggataaacga atctacggta tcgatatttc
  1756561 cgaaaacgtg attgatacgt tgaaaaagaa gaagcagaac gaggggcgtt cttggaacgt
  1756621 cattaaaggg gatgcaatca atttaagcag ctcatttgaa aaagaatcgg ttgatacgat
  1756681 tgtatattct tctatccttc atgagttgtt ctcttatatc gagtatgaag gtaagaaatt
  1756741 taatcatgaa gtaattaaaa aggggctgca gagtgcttat gaggtgttaa agccaggagg
  1756801 ccgtattatc atccgtgatg gcatcatgac cgaagataaa aggttaatgc gggtgattcg
  1756861 ttttaaagat gcaggtggaa tgaagttctt agagcagtat gtccaagaat ttaaggggcg
  1756921 tataatccag tatgaggtac ttgcagacaa tacagtcaaa atgcctgtta atgatgcaat
  1756981 ggagttctta tatacgtata cttggggcga ggattccttt gttcatgaag tacaggagca
  1757041 gtttggaatc tttacgccaa acgactataa ggatttcgta aaggggattt ttggagataa
  1757101 agtaaatatc gttcaagcta tgaactatat gcaggatgga tatacaaatc atcttagcga
  1757161 gaaaatcgag tttacagatg agtctgggaa tgcggttgcg ctaccggata gtacgttctt
  1757221 tatggtttta gaaaagaggt aatgatgttg aaagacttta aaaatactat tttaaaaaac
  1757281 ttaatttaga tttgatgtgt tgaagaaagc cgcgatgttt ataaaaagtt gtgtagcttt
  1757341 acccctttag ataatttagt ctaaaggggt atttatatta aaaaaagaga ttctgtaatt
  1757401 ggtgaagagg aaggtagaaa attagatcaa cagtagggta ggaagagaat gatttgtgat
  1757461 acatctcaca ccataaatac atatataact ttacaattag aatatcaatt gatgggaggg
  1757521 ttaatattga tgaatcttga ttttaataat aatccattta ttgtaatatg ggagttaaca
  1757581 agagcatgtc aattaaaatg tttgcattgt cgtgcagaag cacagtatca tcgtcatcct
  1757641 ctagagctaa catttgaaga aggaaagaaa ctaattgatg atatatatga aatggaaaat
  1757701 ccaatgcttg tatttactgg tggagatcca ttaatgcgtc cagatgtata tgatattgcg
  1757761 gaatatgcag tgaaaaaagg tgttcgagta tctatgacac caagcgccac cccgaacgtt
  1757821 acgaaagaaa cgattcaaaa agcaaaagaa gtaggacttg ctagatgggc atttagttta
  1757881 gatggaccaa cagctgaaat acacgatcat tttagaggga cagaagggtc atttcaatta
  1757941 acgatgaatg caattcgtta tttgcatgaa ttaaaaattc ctattcaaat taatactgtt
  1758001 gtttctaatt ataatgtgga tgcacttgaa gagatggcag tgttaataga agaattagaa
  1758061 tgtgtactct ggagtatatt tttcttagtt ccaatagggc gagggaagga aaaagatatg
  1758121 atttcaccag ctcaacatga aagggtattc cgttggctat atcaacttag taaaaaggtt
  1758181 tcttttgata ttaaaacaac agctggtcag cactatagac gtgttgtgat ccaagaaaaa
  1758241 atgaaagaac ataaaaagga aaaacaggtc attcaatatc aggatgtatt gatgaatggg
  1758301 atgacggggc gagttaatgg gcttgggcgt gctccaaaag gggtgaatga tggaaacggt
  1758361 tttgtattta tttctcatat tggagatgta tatccaagtg ggttattgcc gattagaacc
  1758421 gggaatatta gaacaaattc gctagctgaa atctatcgaa actcccctgt ttttcaaaat
  1758481 cttcgtaatc ctgacaagta taagggaaag tgtggtgttt gtgagtttcg atatgtttgt
  1758541 gggggatctc gttctagagc atatgcaatg acgggggatt atatggaaag tgagcctttc
  1758601 tgcgtatacg taccaaaagc attgcgaaaa cagaaaaaga acataaaaaa gggacatgag
  1758661 taaaagctta ctcatagccc ttctttaatg ttttataatg gagagtactt cgcatccttc
  1758721 attaaaaatt cactacctat atctgctgta ctgaaacaag ttttttacac atgaattcta
  1758781 ttaaaccgat tttaataaag aataaaaatt cgtatcatag ggaatgtcat cttgatacat
  1758841 ataatttttt agaactcctt ctttttcaaa acctaatttt aatagcactt tattagaagc
  1758901 ttcattttca agaaatacaa ttgccccaat acgctttaaa tgaatggtat ggaaaccgta
  1758961 tgatataact tcagaaacag cttcagttgc atatcctttt ccccagtgtt caggtaaaaa
  1759021 ggcataactt aaattggccc gtttatgctc agaagaccaa tcgtgaaaac cgattgttcc
  1759081 aatgagttct ttcttgtttt ttaattcgat tccccatttt ataccgcttc ttgcattgta
  1759141 actcaactta aagttatgaa tgatttgttt cacttgatca atatcctgta atggtttttg
  1759201 gccataatag cgcagtacgt cagtattaga aaagcatttt agtatacttg gtgcatcttc
  1759261 ttcggtaagt tctcgtagaa tgagtcggtc ggttttcaat ataggaaaca tgctttcact
  1759321 ccatttcttt tgaaactaga atgttttgtt attatataat ttagtctgaa aataaagatt
  1759381 attcaagagg gaagtatggc tttaatttat gataaaattg attgtggaat atatttcaaa
  1759441 aagaggtttg tatatggaga aaaattcaat tttaattgta gatgatgatc aagatatcgt
  1759501 tcgatttatg aacgtgaatt taatgcaaga aggttttaaa gtttttagtg cttataacgg
  1759561 agaagaggct ttagaaatta taaataataa tagcattcaa cttgctattt tggatattat
  1759621 gatgccacaa atggatggga tagaattgtg tagacggatt agagagaaac atagtttacc
  1759681 aattatattt ttaagcgcca aatcatcgga tgtagataaa gttgttggat ttagtacggg
  1759741 agcagatgat tatattgtga agccgttcag tacaattgaa tttatcgcaa gagtgaaagc
  1759801 acaattaaga aggtatacat atttcaatca aaatgctgtc caagtaatag aaaagaaaat
  1759861 aaacattaga ggtttagaaa tagatgaagt gtcgagaaca gtaatgttat atggagaaac
  1759921 aatcaatctt acaaaaacgg aatatgaaat tttgtactta atggcagctg caaaaaatcg
  1759981 tgtgtttact attgaagaaa tatatgagag cgtttggaaa gaaagggcct atgaaagcaa
  1760041 taatacagta atggttcata tcgcaagatt aagaaataaa attgaagagg atccaaaaga
  1760101 accgaagttt attcaaaatg tttggggagt cggatataaa attgaagatt aaaacattac
  1760161 aaggcattag agctaagttt tttatcgcat tcttatgtag tatcttgtta gcaactataa
  1760221 gtataatagt gtttcaaatt ttaattggaa atatatatag tcatgttact acgttagagg
  1760281 aaaaatattc atttttatat tttatagttt ttttaatttt tactacggca tactttgcat
  1760341 gtatgacaaa aacaatgatg aaaagattgt ctgaaattaa taagaacgtg aaggaaataa
  1760401 gtaatggcaa tttggaaata catataccta tttcaaaaaa tgacgagatt ggtgaattag
  1760461 cgaagaatgt aaatggaatg gccaaaagtt taaaagagtc tatcgagaat gaaaaaaatc
  1760521 gcaggaaatg aaaaatgaaa tgattagtaa tatttcgcat gacttacgaa caccagtaac
  1760581 atctttaatc ggttacgcgg acttgttagg aaataagctg cattcaaatg gagaagaatg
  1760641 tgaacagtat gtaagtatat taaagcggaa aagttatgaa ttaaaaaatc aagtagatga
  1760701 tttattagaa tactgtcaaa taaattatag agagattgaa ttacaaaaaa gtgtagtaaa
  1760761 tatgaaagcg ttcattgaac aaatcatgat tgattttgta ccacaactag atgatgccga
  1760821 tatgagcttt tgcattaaag gtgataaggg gttacatgtg gaaatggatg tagcgcttat
  1760881 ggtgaggcta ttcgaaaatg taattagtaa tagtattatg tacggaaaag acggaaaaca
  1760941 gatttggatt caaatttcta aaagagacat gaatgttgaa atagaaatta aaaattttgg
  1761001 gcaatgtatt ccgaatgaga acctccctta cgtttttgag aagttttatc gtggtgaaaa
  1761061 atcacgcagc tctcatacag gtggaaaagg aatgggactt gcaattgcga gaagtatagc
  1761121 agaacttcat aaaggagata tcgctgtacg tagtaacgat aaagaaacag tttttactat
  1761181 cgttttaccg cagtataaag aaatgtaaga aaatcgtaag tatttcttct gtatgtcgta
  1761241 attttcactt cgtatcatgt agaacaaaga tatgagagtg gggatataac atgtggaaga
  1761301 aatatgtgtt ggtaatttta gttgcttttt tacttacgag ttggagtgta atttatttaa
  1761361 ctaatggtgt tatatcagtc gtttttttgg tggagtatac aagcctttag cttcgtatca
  1761421 agctttattt tgatagggtc agtattacta tttgtgtgga aaggcatttt tagaaagcgg
  1761481 atagatagta tgctcctctt catagttctt ttttctataa ttggagcttg gcccttagga
  1761541 tggctcgcta acataggagc acttgcttac ccagcaaatg tacagtctat gaatcctaaa
  1761601 atagtcgttc gttttccttt aaatgaaaga gcactagtag gctggggtgg tgatcggtta
  1761661 gaaacgaact atcacgttat aaaaccaaat gaacgatggg catatgatat tcttattcca
  1761721 cctgttgaag taaaaagtaa taagttagag gattatggaa tattcggagc gaaagtaatg
  1761781 gcaccagctt ccgggacggt tgtatcaatt aataataatg agcaagattt agttcctgga
  1761841 ttggataatt ttcagtcgat ggtggggagt cacatatatt tacgactaga tgaaacaggc
  1761901 acatttttga ttcttgcgca tttaaagaaa gggtcaatta aagtgaagga aggacaacat
  1761961 gtaaatgaag gagagtttct tgctcaagta ggtaactcag gaagttcaag tgagccacat
  1762021 ttacatattc atcatcaaag gcaggatcca tcaaaggtaa gtatgttttt agcggaagga
  1762081 ttgccgctgt attttcaaac tgaaaaaggt gcgatgatgc cggaaagagg gacatatatg
  1762141 agtgataagt agaaggaaag taattcaaac aaaaagggta ttccaaattg aaattggaat
  1762201 acccttttta ttaacccaca aatgtttgat acagtaagaa aatatttaaa atgataacaa
  1762261 gtacagcaat aatccaagcg ataaaggtag ttatgcggtg attaacgagt gtacccataa
  1762321 tttttttact acttgtaaac ataataagtg gtactaatgc aaaggcaata ccgaatgata
  1762381 agacgacttg gctcatgact agagcgtaag ttggatttac acctaaagcg ataataacta
  1762441 atggtggaat cattgtaata aatcggcgta agtataacgg aatgtgcatt cgaatgaaac
  1762501 cttgcataat aatatcacct gacattgtac cgacagaaga gctagatagt cctgctgata
  1762561 agagaccaat tccaaataaa gcagctgata caggaccgac taagttacta aactggttaa
  1762621 aagcaacatc aagatcttca acatgcaagc cgtttttaaa gaatagtgca gcagcaacaa
  1762681 ttaacatact tgcattaatt gctccagcga taatcattgc gataatgata tcaataaaat
  1762741 cgaagcggaa aatctttttc ttttgttcat catttgttcc gactacgcgg cgttgtgtta
  1762801 aggcggaatg taaatagatt gcgtgcggca taactgtcgc acctaaaatt ccagctgcaa
  1762861 gtaatatact gtctacacct tggaatttcg gaatgaaaag ccctgaaagt aaaggactta
  1762921 attccggttt tgcataaaag acttgtacac caaaagcgat aacaacgata aaaatcatcc
  1762981 ccgttataat cgcttctaat ggacgaaagc ctctgcgttg aaattcaaga ataataaatg
  1763041 atccagcagc tgtaattaaa gctgcgggta acatcggaat cccaaataat aaatacaatc
  1763101 cgagtgcggc tccaataaat tcagctaaat cagtcgccat aataacgagt tcaccttgta
  1763161 tccataaacc gatggaaaca ggttttggga agttttctcg agcgatctca ggaaggtttc
  1763221 tgcccgtagc gattcccaat ttagcggata aagtttggat taatacagcc attaaattag
  1763281 aagcaagaat tacccagagt aataaatatc catattgtga tccagcggca atatttgtcg
  1763341 cgaaattgcc aggatcaata taagcgactg aagcgatgaa agcaggacct aagaatggta
  1763401 atagtctttt taagcctttc gtttgtccgc ttaatgctaa atgcgctgat tgaacagttg
  1763461 tactttgaga agggacatgt tcatcttttg atatatcttt attcatagta gttttcccct
  1763521 ttgaaatgtt aacttgatga aattattgta agtattctta ttctttattt caatacattt
  1763581 aaatgtaata tgttatattt ttatttgaac acaaatgttt ccttagtgca aattatatgc
  1763641 ctttatacaa tgaatggtgt ggtgttatta aaaattggga gtttatggtg tgatgaggcg
  1763701 gggaaacata atgaattaaa gggctgtttt tgaaatttat gtgaacataa agccgataat
  1763761 acagcatatt aattgatgga attgcatttg tatgatatat aatatattgg gattacaaca
  1763821 taaccacagt gttttggtgt gtaatcttgt tttttatttt tgttaactga tagaaaatag
  1763881 tataaagaga aggaaatggg attcattttc ttattatata tgttttgata tgaacgttaa
  1763941 cttatacatg attttaaaaa ttagataggt ggtagaaata cattggcaac tacaaaacca
  1764001 tacagagtat tactatatta catgtacaca acaattgaaa acccagaaga attcgcggca
  1764061 gagcatttag aattttgtaa ttcacttgag ttaaaaggaa gaatccttgt agctaaagaa
  1764121 ggtattaacg gaacttgttc tggtactgta gaacaaacag agaaatacat ggaagcaatg
  1764181 aacaacgatc cacgttttga cggtatcgta tttaaaatag atgaagcgga tggtcatgca
  1764241 ttcaagaaaa tgcacgtgcg tcctcgtcca gagttagtta cacttcgtct agaagatgac
  1764301 attaacccac acgaaataac tgggaagtat ttagagccaa aagattttta tgaagcaatg
  1764361 aaacaagaag atacagttat cattgatgca cgaaatgatt atgagtttga tttaggtcac
  1764421 tttaaaggtg cgattaaacc tgatatcgaa tcattccgtg aattaccaga ttggattcgt
  1764481 gaaaataaag aagtacttga aggcaaaaag attttaactt attgtacagg tggaattcgt
  1764541 tgcgagaagt tttctggttg gttagttcgt gaaggctatg aagatgtaag tcagcttcac
  1764601 ggcggtattg taacgtacgg aaaagaccca gaagtacaag gtgagctttg ggatggacaa
  1764661 tgttatgtgt tcgatgagcg tatcgctgta ccagtaaatc aaaaagaaca tgttatcgtt
  1764721 ggtaaagacc actttacggg tgaaccttgt gagcgatatg taaactgtgc aaatccagaa
  1764781 tgtaacaaga aaattttatg ttctgaagaa aacgaagcga aatatttacg tgcatgttct
  1764841 cacgaatgtc gtgtaagccc acgtaaccgc tacgtaatac aacatgaatt aacggaagaa
  1764901 caagtagctg ctgcattaga gaaaatcgaa gcagggaagt aagagggaaa aagctaatct
  1764961 aaattttatt ttggattagc ctttttcata ttcgatttgt ttttgtcgtt ttttgttggt
  1765021 aagttgatat atttaaataa tcgctgatat attttgattt gcgtcgatat aatttgaaaa
  1765081 tcgctgatat atttcgagtt gcgccgatat aatttgaaaa tcgctgataa aaatttcact
  1765141 tactgaattg tactacgtat ttgtagttta aaaataatct tctttacttc ttattgtctt
  1765201 tctctctcac agcagaaagt acagtttgtt ttacccacgc ttttcttcgt ttatgttgta
  1765261 taccccattg gtataaactt tgcgcaccta aaataagtga aatgactatg ccgctaattg
  1765321 ctatcaacag cgcgaaaaat tcaagtggcg atgatatttt gtttgaatcg gtgtttctta
  1765381 acaggtcaat catagtaaat cctaacattt ggcccactac agagtagagc gttaaaatta
  1765441 ataataaaag gctatctttt ttagaggcga cattttcttg atatttaaac aaactatcaa
  1765501 gattttgttt tgcattcgag tataaaatct cgatgttaaa aagctttctt aagcgaaaga
  1765561 aaatatcttc actctgtgat tgggatacta gctctaaaga aaagtaattt gcagtaaatg
  1765621 aattgattgc ataaattaat tgctctattt catttgtatc ttgttcaatg tttagctcag
  1765681 cataagcgtt tgccattttt aataaaacaa ttttatgaaa tagatttaat aataaagcgt
  1765741 aataaaattc tccgtacatt tgactagcaa gtttagtgaa ttcgcgttct ccttcatttg
  1765801 ttacacatgt gaaaatatgt tcttccataa tgaaataacg atttggagcc catctctggt
  1765861 aagcgtgttt ttttaaatag tcatgaatat aaggaaaatt atttgcactt acataagcct
  1765921 taccggcact tgttaacccg gaaagactgg aagtccgata aacatccact tcagtaagct
  1765981 ccatatctgc ttttatagat agtaaagttt gaacgtacat tctttggtct tcaaagaaag
  1766041 gaaatgtttg aaagtaagag cttcttaatc tcttcttctc aaagaaatct gttacgccat
  1766101 gaaataaata accaaaaatg aatctttcca cttgggaata cttttttcca ttacattcaa
  1766161 tacaaatcgt ttcgtttgta tcatttctcg tttcaagtac acggaagcgt gcagcgaatt
  1766221 caattgcttc tgataatgtc atgtttggag cggtttctac ttctgtccga attgttaaga
  1766281 aaccaagctc ataaggacaa agtgttacgt caatagaatg aatcttaaat ggaacggaaa
  1766341 taagatttgt tgttaaaagg ccttttaaat taaggtcttt agaataacgc tgtaagcctt
  1766401 tttgattttc agaatgagga aagagaattt tattcgtaaa tgaaagatag tatgcttcca
  1766461 tattttgatg tgaaacttga aactttccgt agtatgtatt ttcattttca agatgatcga
  1766521 gtcgaaaagg acggaaatca tttttctgta agaaagggaa catattttgt tcatatccag
  1766581 ttttaaatga aaacgggaat ataaattgaa atatcgctgt tgttacatct ttttcctcga
  1766641 ttgtttgtat tgcttccatt tacattgttt cctttccata tatgctataa aaacaacatg
  1766701 cccaaatata tttgaaaata accactgttt taacttggat aagaatgaaa attcagcgta
  1766761 tttagtaggg gacatgtata atgttatgta tactaaaagt tataaattta tattttgaaa
  1766821 agggggatgt tgtatgcgga ttttagtatt aggagctggt ggcgttggag gcttttttgg
  1766881 aggtcgctta gtagaaaaag gagaagatgt tacgtttctt gttcgtagta aacggaaaaa
  1766941 acaattggag gaaaggggac ttgtaatccg aagtgttaac ggagattttt cctttcaacc
  1767001 gaaattaata acgaaagaag atcgaactgc tccatttgat gtcattttat tttcaacaaa
  1767061 agcgtatcac ttaaacgagg caattcaaga tttgaaaccg tttgtaggtg aaaatactgt
  1767121 aatcattcca ttattaaatg gtattgctca tttatcacta ttacaaaagg aactcggtga
  1767181 ggataaagta attggcggtt tatgctttat cgagacgacg ttaaacgatg aaggagaaat
  1767241 tgtacaaact agcgctgcca acagacttgt gtttggagaa atgaagtctc aacatgcaga
  1767301 gagagtaaag catatttcta aagcatttgc aggtacgaaa tctagttttg ttttaagtga
  1767361 aaatattatg caagatatgt ggcataaata tttatttatt actgtaatgt caggtgtgac
  1767421 aacattaatg cgtgcaccaa tagggccgat ccgtgaaagt gaaggtggac acgattttat
  1767481 ccaaaactta tttaaagaat gtgtgcaaat tatgagatgt attggggcac cagttaagga
  1767541 tgatattgtc aaggaacata tgaaaacgat tgataaaatt tcatatgata tgaagtcatc
  1767601 gatgcagcgt gatatggaaa aaggttcgtc tgttgaaggg aagcacttac aaggatattt
  1767661 actagatgta gcagaacaat tttctataga agcgccatta ttaggagcag tatatcaaaa
  1767721 tttgaaagtg tatgaagaaa tggccttgaa cagatcagag atacaattgg atgtatgaaa
  1767781 aaataaaaag aaagcaatat ataagtgtat tgctttcttt tttatgacaa attatttgtt
  1767841 tcttttcgtt ctatctgtca aatttatttc ctcttcgcgt ttaccgtata attgattaat
  1767901 ttcatttgct actgcatcta aataggaatc ggaaaaaata ggcttctttt ctttagacat
  1767961 atgggtctcc tttgcgggtt ttttagtatt cattatgtat atttctcagt ggattatgca
  1768021 caatcatttt aatttttttc ttattaaaaa tttttgttta ctttttgaaa ataaaggagt
  1768081 attataatcc acagtttcaa ttttctaaat cgctgaaacc gcatggtacg ggggacccgt
  1768141 tcttatggat tagttcttaa tccaatgggg tgaatccttg aaaaaggtag ggctactcat
  1768201 aggcccgaat ccgacagcta acctcgtaag cgttatattg agaaggaagg tggagcttgt
  1768261 gcgacaaaaa aataatgtct acaagtctat ttcgttatgg cttgtagaca ttttttgttt
  1768321 tctgaagaaa tagtttatcc gctgtaacta gcagaaaaat tcgtgcaaaa ttattggaga
  1768381 gtggacagca ttggtttcat ctattaaaag atttttaatt ggaagaccgt taaaatcaac
  1768441 tgagttagga gagcaaaagc ttaataaaac gaaggcacta gcaatcttat cttctgacgc
  1768501 tttatcatcg gttgcttacg gtccagagca aattttaatt gcattagcag gcgttggagc
  1768561 gatagcttat tggtattcca ttccgatcgc tgttggggta ttagtattat tgacagccct
  1768621 tattttatct tatcgtcaaa ttatttttgc ttatccgcat ggcgggggcg cgtatgttgt
  1768681 atcaaaagaa aatttaggga tgaatccagg gttaattgct ggaggatctt tattagtcga
  1768741 ttatatttta actgttgcag taagtgtgtc tgcaggtaca gacgcactca catcagcttt
  1768801 tcctagttta catgcacata atgtaatcat tgcgattata tttgttatat gtattaccat
  1768861 cttaaattta agaggcgtaa cagaatcagc ttctgtttta gcatatcctg tttatttatt
  1768921 cgttttagca ctatttatat taattggtgt agggatatat aatattttaa cgggtcacgt
  1768981 ttcgcaggct ctacacacgc cgattggaac gccggttgcg ggaattagtt tgtttttact
  1769041 gttaagagca tttgcttcag gaagttctgc tttaacaggt gttgaggcga tatctaatgc
  1769101 aattccaaat tttaaagatc ctgcacctaa caatgcagcg aaaacattgc ttgcaatggg
  1769161 tgcattactt gcagttttat tttcaggaat tgtgttctta gcttattatt acggaatttc
  1769221 tccaagtaaa gaagtaacag ttgtttcaca aattgctgaa caaacatttg gacgtaattt
  1769281 catgtactat tttatacaag gtacaacggc tttaatatta attcttgctg ctaacacagg
  1769341 atattctgcg tttccgttat tagcagtaaa ccttgcaaaa gataagttta taccgagaat
  1769401 gtttacgatt agaggagacc gcctaggtta ctcaaacgga attattatac ttggaattgc
  1769461 atcgattatt ttaattgtag ctttctaagg gcaaacagag catttaattc cattatacgc
  1769521 agtaggtgta tttattccat ttacactttc tcaaacgggt atggtattaa aatggcttcg
  1769581 tgaaaaacct gaaggatggg ctttgagatt aacggtcaat ttaattggtg cagtcattag
  1769641 ttttatcgta atgagtatgt tctttttaac taatttcgca caagtttggt caatccttat
  1769701 tttcttacct gttattatct tcttgttcca ccgaattaag aagcattatg atgcagtagg
  1769761 tgaccaacta agtttaaaaa cttgtgaacg gattgtaccg attgaaggaa atgtaattgt
  1769821 cgttccagta gctggtatga cgcatgtagt agaaaattca ttaaactatg cgaagtctct
  1769881 ttctgcagat caagttatcg ctgtatatgt tgcttttgac agagaagagg aaaagaaatt
  1769941 tgaagagaaa tggaagaagt ggcaacctga agtaaggctt gttacattac attctcatta
  1770001 tagaagtatt attcaaccgc taacaaagtt tattgataca gtacaatata aagcgagtga
  1770061 atcaaattac cgagttactg tcgttatacc acagttcatt ccgaaaaaag gttggcataa
  1770121 cattcttcat aatcaatcta gtttacttat tcgtgcgtat ttactttata aaagaaatgt
  1770181 tgttattacg acagttccat atcatttgaa aaagtaagaa ggttttttaa ggatagcttt
  1770241 acgtaagtga agctatcctt tttgtgtata cgctatgcat aattgcatat gggttataaa
  1770301 agtatattaa tataattttt gcgtcttgga gaaagtagag atttttgttg tgatatatgg
  1770361 atatttcaat tgaaaaagtg aagtggatta tattttgaaa taaagacatg aaggcttgaa
  1770421 aataaaggga atgaaaatac ttctttacgt tatataaata gctgtgttta aatgacctta
  1770481 cagtacaaaa cttacatgaa aacaaaacgg aatttcatat ttacgtacgt tatttagttt
  1770541 aagatgaata atatttttat gtaatatatt cactgtatca atgtggaaaa taagatgaaa
  1770601 tagaaaattt atgcaatgtt attcatacta agtatatatg aaaagtttta taacaataag
  1770661 taagtactgt agcaataaaa ttttggagag gtggttcgta catggatcgc gatgagaacg
  1770721 ttctctattt taaccatctc aaattatgtg taagaaaata gaataataaa atgcgatagt
  1770781 aatagttgct aatacatagg aggagttaaa gtgaaaaaga ctttaattac agggttattg
  1770841 gttacagcgg tatctacgag ttgttttatt cctgtaagcg cttacgctaa ggaggggcaa
  1770901 acagaagtga aaacagtata tgcacaaaat gtaattgctc caaatacatt atcgaattca
  1770961 attagaatgt taggatcaca atcaccactt atacaagcat atggattagt tattttacaa
  1771021 cagccagaca ttaaggtaaa cgcgatgagt agtttgacga atcatcaaaa atttgcaaag
  1771081 gcaaatgtaa gagagtggat tgatgaatat aatccgaagt taatcgactt aaatcaagag
  1771141 atgatgaggt atagtactag atttaatagc tattatagta agctttatga actagcaggg
  1771201 aacgtaaatg aggatgaaca agcaaaagca gattttacaa atgcatatgg aaaattacaa
  1771261 ttgcaagtac aaagcatcca agagagtatg gagcaagatt tattagagtt aaatcgattc
  1771321 aaaacggtat tagataaaga tagtagcaac ttatcaatta aagctgatga agcaataaaa
  1771381 acactacaag gatcaagtgg agatattgtg aaattaagag aagatattaa aagaattcaa
  1771441 ggagaaattc aagcagaatt aacgactatt ttgaatagac ctcaagaaat tattaaaggt
  1771501 tctattaata tcggtaaaca agtgtttaca attacaaatc aaactgcgca gacgaaaaca
  1771561 atcgattttg tttctatcgg tactttaagt aatgaaattg taaatgctgc cgatagtcaa
  1771621 acgagagaag cagctcttcg cattcagcaa aagcaaaaag agctattacc acttattcaa
  1771681 aaattatcac aaactgaagc agaagcgact caaattacat tcgttgaaga tcaagtaagt
  1771741 agctttacag aactaattga tcgtcaaatt acaacattag aaacgttatt atcagattgg
  1771801 aaagttttaa acaataatat gatccaaatt caaaagaatg ttgaagaagg cacgtataca
  1771861 gatagtagtt tacttcaaaa acatttcaat caaattaaaa aagtaagtga tgaaatgaat
  1771921 aaacaaacaa atcaatttga agattatgtt acaaacgttg aagtacatta aaaataagta
  1771981 acgatatagg gagagaagaa aaatgacaaa aaaaccttat aaagtaatgg ctctttcagc
  1772041 acttatggca gtatttgcag cagggaatat tatgccggcc catacgtatg cagctgaaag
  1772101 tactgtgaaa caagctccag ttcatgcggt agcaaaagct tataatgact atgaagaata
  1772161 ctcattagga ccagaaggct taaaagatgc aatggaaaga acaggttcaa acgctttagt
  1772221 aatggatctg tatgctttaa caatcattaa acaaggtaat gttaactttg gaaatgtatc
  1772281 gactgttgat gctgctttaa aaggaaaagt gattcagcac aaggatacag ctagaggaaa
  1772341 tgcgaagcaa tggttagatg tattaaagcc acagcttatt tcaacgaatc aaaatatcat
  1772401 taactataat acgaaattcc aaaactatta tgatacttta gttgctgcgg ttgatgcaaa
  1772461 agataaagcg atacttacga aagggttaac tagattatca agtagtatta atgaaaataa
  1772521 agcgcaagta gatcagttag tagaagactt gaagaaattc cgaaataaaa tgacgtcgga
  1772581 tacgcaaaac ttcaagggtg atgcaaatca aattacatct attttagcta gtcaagacgc
  1772641 tggaatcccg cttctgcaaa atcaaattac aacgtacaat gaagcaatta gtaaatataa
  1772701 tgcaattatt atcggttcat cagttgcgac agctctaggg ccaattgcaa ttatcggtgg
  1772761 tgcagtagtt attgctacag gtgcaggaac gccactagga gtcgcattaa ttgcaggagg
  1772821 cgcagcggct gtaggcggtg gtacagctgg aatcgtatta gcgaagaaag agcttgataa
  1772881 tgcacaagct gaaattcaaa aaataactgg acaaattaca actgctcaat tagaagtagc
  1772941 tgggttaacg aacattaaga cacaaacgga gtatttaaca aatacaattg atactgcaat
  1773001 tacagcgttg caaaacattt caaaccaatg gtacacaatg ggatcaaaat acaattcttt
  1773061 acttcaaaat gtagattcaa ttagtccaaa cgaccttgtt ttcattaaag aagatttaaa
  1773121 cattgcgaaa gatagctgga aaaacattaa agactatgca gaaaagattt atgctgaaga
  1773181 tattaaagta gtagatacga aaaaagcata atcgaatacg aatcgttaga gcgttaagtg
  1773241 ttgatgaatg atttgaagct cctgttcagt tgtgagcagg agctttttat acccttataa
  1773301 agaaactagg tgaaaagtat gcagaaacga ttttataaaa aatgtctttt aacgttaatg
  1773361 attgctgggg tggcaacgag taacgcatta cctttacatc cttttgcagc agaacaaaac
  1773421 gtaaaagtac tacaagaaaa tgcgaaagat tattctcttg gtccagcagg attccaagat
  1773481 gtaatggcac aaacaacatc gagcatattc gcaatggatt catatgcaaa gttaatccaa
  1773541 aatcagcaag aaacggattt aagcaaaata agttcgatta atagtgagtt taaaggaaat
  1773601 atgatgcagc accaacgaga tgcaaaaatt aacgcgacgt attggttaga tcgtatgaag
  1773661 ccgcaaatta tgaaaacgga tcaaaatatt attaattaca ataatacttt tcaaacatat
  1773721 tataatagca tgttaattgc gattgatcaa aaagatagcg taaagttgaa agcgaattta
  1773781 gaaaaattgt atgcggatat tgtaaagaat caaaatgagg tagatgtatt attaggagat
  1773841 ttgaaagcct ttcgtgatag aatggcgaaa gatacaaata gctttaaaga ggatacaaat
  1773901 caactaacct cgattttggc aagtacgaat gctggaatcc ccgctctaga gcaacaaatc
  1773961 aatacatata atgattcaat taaaaagagt aatgatatgg tcattgctgg tggtgtactt
  1774021 tgcgtagcgt taataacatg tcttgctggg ggacctatga ttgccgttgc gaaaaaagat
  1774081 attgcaaatg cagaacgaga aatcgctaat ttaaaagata gaatttctgg agcgcaagca
  1774141 gaagtcgcaa ttttgacaga tgtaaaaaat aaaacaacaa atatgacgga aacgattgat
  1774201 gcagcaatta cagcactgca aaacatatca aattaatggt atacagtagg ggcaaagtat
  1774261 aataatttac tacaaaacgt aaaaggaatt agcccagaag aatttacgtt tataaaagaa
  1774321 gatttacata cagcaaaaga tagctggaaa gacgtaaaag attatacaga aaaattacat
  1774381 gaaggcgtag cgaagtaaac agtggactag ttctgctgtt tattttttat cttgtttttt
  1774441 tgaaagctga acttatcatt tgatatataa gtttgccatg tgttttatca atgtggcttt
  1774501 agggtaatgt ttagttaaat tgatactaat aacataaata aacttctgat caagcttttt
  1774561 atatgtaatg ttttaatgaa aaaagctata ctgtaagcaa aactaaaaaa ttggaaagga
  1774621 aatactagaa catggaaaat tatttattgt ttatccttac agcaatgcta attataataa
  1774681 tgcctggtcc tggtttcgca ctagttacaa aaaatactat ctcgtatggc acaaatggtg
  1774741 gaataaagac tgtcttagga acgatatctg gaatgatgat tcatacaata atggctacgc
  1774801 taggactctc ggccattcta atgaaatttt ctatgttatt tatatttatt aaatatgctg
  1774861 gggctttgta tttaatttac ttagctatca agtcaattaa aagtgccttt tctaaaaaag
  1774921 aagatatgca agtttcggtg gaaatgaacg ctaaggatat tgggacgatt aaaagtttta
  1774981 gacaaggatt tacaacggca atcttaaacc caaaaacggc tgtatttttc ttaagctttc
  1775041 tcccacaatt tattgtgaat aatcaaagtc atttcttcca atttcttttg ttaggactca
  1775101 catttacgac tttgaccgca atatggtatt tgctttatat ctcgctaata cgtcaattaa
  1775161 gaactttttt aagaaaagaa agagtgaacc gtacaataga gggtattacg ggcgcagtat
  1775221 tattagtatt tggggttaga ttatttttcc aaaaataaat atgtatatga aaaagagaaa
  1775281 taatcaatag tggttatttc tcttatttat tctaatacta tttcacactt acatactaat
  1775341 ttgagtttta aaaatgagtt tctcaataat ccgacctgtt tgcttaataa aaagattcta
  1775401 cattatggga gacaagtcgc ccgtaaacgc ccaatttgtg agggatgata atcagtaggg
  1775461 gagggacaaa ctccccattg attaaatttc attgtatata ctaagcggag tagaagttca
  1775521 ggcatataaa attcagtagt cgaaatttct tgcataaagc tgtataatgc ttgtaacgaa
  1775581 agggaaatac aggaaaggat ttgtattgag ttactatgga taaagataaa caacaattaa
  1775641 gcgttgaagt tgcaagatta tattatcaat cagattatag tcagcaagaa attgctaaca
  1775701 aattaaatat ttcaagaccg acaatttcta gactattaaa gtacgcgaaa gaaaaaggat
  1775761 ttgttcaaat tagtatagcc gatccatttg ctgatttaga taatgtcggc aatttactga
  1775821 aagaaaaata taacttgtta gaagcacatg ttgtattttc cccagtgcca gaatatgcaa
  1775881 cgattacaga gtatataagt aaatatgcag ctgagtatat ggaaaagacg gttaaaaacg
  1775941 gtgatatcgt tggtgtaagc tggggaatga cgatgtatga aatcgctaga aaaatcgtac
  1776001 cgcaacatgt aaaaggggta gaagttgtcc agctaaaagg cggtattagt cattcgagtg
  1776061 taaatacata tgcgaatgag acgatagctt tatttgcaga tgcttttcaa acgacgccaa
  1776121 gaaatctacc tcttccagtt atatttgata atgcagtgac aaaagaatta gtagagcagg
  1776181 atcgacatat tcatcacatt atcgaaatgg ggaaacaagc caatattgca attttcactg
  1776241 taggaacagt gcgagacgaa gcgctattat tccgattagg ttatttcgat aaggatgaaa
  1776301 cgagtttact caaaaaacaa tcggtcggtg acatttgttc acgtttcttt gatggagacg
  1776361 gaaatattag tagcgaagag attaatcagc ggacaattgg aattgagtta gaggaactga
  1776421 aattaaagaa acgctctatt ttagttgcag gtggtaatag aaaaataaaa gcaattgatg
  1776481 gtgcgttacg tggtgggtat gcaaatgtat taattatcga tcagcatacg gcgaaagaat
  1776541 tgttacatta taaaaaaggt tagaaataaa aggctttctc aagatattca ttttgagaaa
  1776601 gccttttatt ttgtatgtag gaattgatag gagtgttttt tgaatacaaa ttgcagtttt
  1776661 taaaataatt atggatattg agatacatac taccactgtt aatataaaag ttttaattat
  1776721 atatatgaat tgtttcttag ttagaatacg ttttatttag tataagaaaa ttacttttaa
  1776781 aagaatgaac aaaatttcaa aagtgtattt acatttgttc aactaagggt tagaatgaag
  1776841 ttgttaaaag atatgaggag tgaagataat gaacattgca aagttaattg accatacaat
  1776901 tttaaaagct aatactacta aagaagatgt tatgaaagta atcgaagaag caaaggaata
  1776961 taaattcgct tctgtttgta ttaatcctac atgggtaaag ctagctgctg aagaattagc
  1777021 tggacatgat gtagatgttt gtactgtaat cggtttccca ttaggagcaa gcacgactga
  1777081 aacaaaagca tttgaaacaa aagatgcgat tgcaaaaggt gcaactgaag ttgatatggt
  1777141 aatcaacgta ggcgctttaa aagatggcga taacgaactt gttgaaaaag acatttatga
  1777201 agtagtacaa gcagcaaaag gaaaagctct tgtaaaagta atcattgaaa cttgcctatt
  1777261 aacagatgaa gagaaagtac gcgcttgtga attatcagta aaagctggtg ccgatttcgt
  1777321 aaaaacttca actggattct caacaggcgg agcaactgct gaagatatcg cattaatgcg
  1777381 taaaacagtt ggaccaaacg ttggtgtaaa agcatctggt ggtgttcgta cacgtgaaga
  1777441 tgcagaaaaa atggtagctg ctggagcttc tcgcgttgga gcaagtgcta gtgttgcaat
  1777501 cgtactaaat gatgcaaaag gtgctacaga taactactaa tcattaatga agtcaaaagc
  1777561 aatagataca caaagtaaag tgtatctatt gctttaacaa ttaaaagaaa tgtaagcgga
  1777621 tacgaatggg aggagacggc ttatgaaata cttaatcggt gtttttggcc tcgtattgat
  1777681 tttaggtatc gcttggcttg ctagtaatga tagaaagaaa gtcaaatatc gcccaatcat
  1777741 aacgatggtt atattacaat tcattttggg gtttctatta ttaaatacaa gtgtcgggaa
  1777801 tatattaatt agcggaatag cagatggttt tggagagctg ttaaaatatg ccgctgacgg
  1777861 tgtgaatttc gtatttggtg gattagtaaa tcaaaaagag ttttcattct ttttaggtgt
  1777921 attaatgcca attgtattta tttcagcttt aatcggtatt ttgcagcaca ttaaagtatt
  1777981 acctattatt gtgaaatcta tcggtctagc attaagtaaa gtaaatggaa tggggaaact
  1778041 agaatcatac aatgctgttg cttccgcgat tttaggacaa tctgaagtgt ttatttcagt
  1778101 taagaagcaa ctagggttat tgccagagaa aagaatgtat acattatgtg catctgcaat
  1778161 gtctaccgtt tccatgtcta tcgttggatc atacatggtc ttattaaaac cgcaatatgt
  1778221 tgtaaccgct ttagtgctta acttattcgg tggttttatt attgcttcta tcattaatcc
  1778281 ttatgaagtt acggaagaag aagatatgtt agaagtacaa gaagaagaga aaaagacttt
  1778341 ctttgaagta ttaggggaat acattattga tggatttaaa gttgcgatta cagtagcagc
  1778401 tatgttaatt ggtttcgttg ctcttatcgc attcattaat gccgtattta aaggtgtaat
  1778461 cggtatttca ttccaagaaa ttctcggtta tgcatttgca ccatttgcat ttattatggg
  1778521 tgtaccttgg catgaagcag ttaatgccgg aaatattatg gcaacaaaat tagtatcgaa
  1778581 tgaatttgtc gctatgacag atttagcaca aggaaacttt aatttctcag atagaacgac
  1778641 agcgattata tctgtattct tagtttcatt tgcaaacttc tcttcaattg gaattattgc
  1778701 aggggcagtg aagagtttaa atgaaaagca agggaatgta gtcgcaagat ttggtttgaa
  1778761 gttacttttc ggtgcaacat tagtaagttt cttatcagca acaatcgtag gcttattatt
  1778821 ttaatagatt catatcatat aaaaaggaat ggtgattgta atgagaatgg tagatattat
  1778881 tgcaaaaaaa cgtgacggta aagaattaac aactgaagaa atcaaattct ttattaatgg
  1778941 ttatacagac ggaagtattc ctgattatca agtaagtgca cttgcaatgg caatcttctt
  1779001 taaagatatg acagatcgtg aacgtgcaga tttaacgatg gcaatggtgg agtctggaga
  1779061 aacaatcgac ttatctgcaa ttgaaggaat taaagtagac aaacattcaa ctggtggtgt
  1779121 tggtgataca acaacattag tattaggacc attagtagct gctttagatg taccagtagc
  1779181 aaaaatgtct ggtcgtggtt taggacatac aggcggaaca attgataaat tagaagcagt
  1779241 agaaggattc cacgttgaaa ttacgaaaga gcagttcatt gatattgtaa accgtgacaa
  1779301 agtagctgtt attggacaaa caggaaactt aacacctgca gataaaaaga tttatgcatt
  1779361 acgcgatgta acaggaacag taaactcaat tcctttaatc gcaagttcaa ttatgagtaa
  1779421 aaaaattgca gctggtgcag atgcaatcgt acttgatgta aaaacaggtg ctggcgcatt
  1779481 tatgaaaaca gaagaagatg caaaagaatt agcacatgcg atggtacgta tcggaaataa
  1779541 tgtaggacgt caaactatgg ctgttatttc agacatgtca caaccgcttg gatttgcgat
  1779601 tggtaacgca ctagaagtga aagaagcaat tgatacgtta aaaggtgaag gtccagaaga
  1779661 tttaacagaa ttagtactcg tattaggaag tcagatggtt gtacttgcga aaaaagctaa
  1779721 tacattagaa gaagcgcgtg aaatgttaat tgaagtgatg aagaacggaa aagcaactga
  1779781 gaagtttaaa gaattcttaa acaatcaagg cggagatagc tcaattgtag acaatccaga
  1779841 aaaaatgcca caggcgaagt atgtaattga tgtacctgct aaaacttcag gtgttatttc
  1779901 taacattgtt gcagatgaaa tcggtatcgc agctatgcta cttggtgctg gtcgtgcaac
  1779961 aaaagaagat gaaattgatt tagcagtagg attaatgtta cgtaaaaaag tgggcgatgc
  1780021 agtaaaagaa ggcgagccat tcgtaacgat ttatgcaaat cgcgaaaatg tagaagatgt
  1780081 aaaagctaaa atttatgaga acatttctat cgctgaaaca gcagtggctc ctaaattagt
  1780141 tcatacagtt attactgact aattataatt acacttactt tgagggggaa ataatatgga
  1780201 taagaaaaaa tatattgaag aagcaaataa gatgttgtcg aaagcatata ttccgtattc
  1780261 aaaatttcct gttggggcag cattagttac gaaagaaggt aaaatctata ctggttgtaa
  1780321 tatagaaaat gcttcttacg gtttatgtaa ctgtgcagaa agaacagcaa tctttaaagc
  1780381 agtatcagaa ggtgagcgcg actttagtta cttagttatt acaggagaaa cggacggacc
  1780441 aatttcacca tgtggtgctt gtagacaagt aattgctgaa ttctgtgatc cgaaaatgcc
  1780501 tgtattacta acgaatgtaa aaggcgatga aaaagaagtg actgttgagc agttactgcc
  1780561 aggtgctttt acaaatgacg atttaaaata agttaaaagc cattttgcga ttagtaattg
  1780621 taaaatggct ttttgtttgg aacatacaat gtaatattta ctttagttgg gctattggtt
  1780681 gtacgagtag cattgaaatc atatttaaat caatcgattg atttggcaca gttaagtaga
  1780741 atgtttttct tactcgcatt tgcgatgagt atgtcgtggt gaattgcgat gtatcgttcg
  1780801 tatgctaaat tagaaaaaac aataaaaaga gctggaattt ctatatagga aatccagctc
  1780861 tttttatgtt ttattgaaat tcttttgcgc ggaactcatt tgcttaattt taaacgtatt
  1780921 tgagcatctt gtaatgcagc tggtgtaacg ttaagaccat tttgatcaac aatttttgtg
  1780981 tttaataaaa tggaatctaa gcttccacga aatgtttgtg tatagttttg acgcaacatt
  1781041 tgttgttctt gtttttcatc aactgttaat ccagttgctt tttctttttt tgataattcg
  1781101 ttaatacgga ataaagtgtt tttcatttgt ttcacctcta gttagattca attacattag
  1781161 ctacttacta atgtatagtt attgtaacct atcttttaac aagtgtcaat gcctataaaa
  1781221 taccttgttt tgtaagtgta tggagtgaga gaagatgtaa atgactatta atacttgaaa
  1781281 tagaaaagat gttaatatac aataccatag tagggtatat aaagttcgtc attttacatt
  1781341 atgaaagtaa taagcaaaaa ggagtatgta ataatgaatg cagtaatttc aaaaaaagaa
  1781401 acaatcatct catatacgat tgctatttta tttactttag ctatggtaac agccggtgtg
  1781461 ttattaaatg atccggaagt cattttgccg gaaatagcag ctatggcaat tgctttatgg
  1781521 gcgtatcgtg agtcagggtg gttaagacaa ccagaaaaaa tctttgttgc accgtcaata
  1781581 acagctttga ttggttttgc agtgaatcag atggatttag cctatatagg aaaagttagc
  1781641 gtaacacttg tattaatgat gctgttttta cgtgtaattc aatctaactt agcgccgtcc
  1781701 attgcgactg gtttattacc tttagtaaca aacgcgacag aatggtcgtt tgtgatctcg
  1781761 gtattcgctt taacatttat tttaatgatt ggtgttctta tatttaaatt gaacaacggt
  1781821 ataaagcgaa aagtgcacat acagtataaa tatatgactg tatttctaat actcaatttt
  1781881 gtatggatca gtttatgttg gataactggt tatgaacaat tagcagttat cccaccaata
  1781941 ttagttgttg tatatgaatc acttcaaaag ccgatgtaca atgaaaaaat ggcttttaag
  1782001 caaatattag tattaactac atctgcaact gttgggacgt tattgtactt tgcgattgat
  1782061 tcatggattg tagtcacttt cttaaatatg atattaatgc ttattttatt aaaaatcgtt
  1782121 ggagtacgta taccagcagc gtatgcattt ccactattgc cgctcgtatt tccagatgaa
  1782181 atgataaaga tgttaccagt aggttcattt gttgcgggag tatttttatt tggtgcagta
  1782241 ctactgtata aaaagtggga gatgaagcaa aagggcatgc agaagagtta aatataattt
  1782301 taaaaaggta agttcacatg agttgaactt acctttttat atgtactacc aataaagagc
  1782361 agcatcataa agcccgatta aaatgagtag gataccggct atacgttgaa tgctttttcc
  1782421 tatttttcga ctctttttaa gtagtgctcc atttaatcca agataggaga tgataaacat
  1782481 gaatataacg atagggagag ccgtccctac cgaaaagaat gacggaaaca agtacccgta
  1782541 cgtatatgat aaagataaag ggattaacgt tccaaaaaat agaacgaaca tagtcggaca
  1782601 gaaagctaag gaaaagaaga atccgagtaa aaatgaacca acttcatttt ggttttgtat
  1782661 aaatttgatc gagaagaaat atcttccttt tataatacct gacaacagta accccattaa
  1782721 aattaataaa ggtcccatca tttttcgtaa ccatgggaaa tacaaagtca atatttgctg
  1782781 aatctctttt cctaaaaacc atactaataa tccaagtgta gtaaaagcta ttatttttcc
  1782841 taaaatgaat aacagtatat gtttccatgc atatctcttt tgtaaagatt gatttccata
  1782901 aagtgtaata gcactaatgt ttcctgttaa ttggcaagga gcaagtgtac ctacaatgcc
  1782961 taataaaaat gcaaataaaa gaggtactga tttcgtagca ttcgcgacat ctattaaagg
  1783021 agacatgagt tgatagctcc attcactaat tgttgaaaac acgttatatt cacctttcta
  1783081 attaaattgt aatgtgccct ctttagtaag ttgcttccac gttttaccct catctgtaga
  1783141 gaggaacaca tttgctttca ttgtagcaaa tacgatttca gctgcatttt gaggattttg
  1783201 cgatatatac ataattgcat ctttagaatc taaaagtgga atttgtatgt ttgtctcttc
  1783261 atttgttgca attgatttct tcgttacgat ttgcgtattg ataggggcgt aaataacatc
  1783321 ttcattactt aatgtaactg cggtcgattc aagtgattta gagaataatt caaacgtatt
  1783381 tccataatcc gtagataaat atacaccgtc tttagtactt accgccacta cactagattg
  1783441 atccggatgt acggaaaagg aatgaaccgt acttgaaaga ccttttaact tactattttt
  1783501 ccaatcttgt ccgttgtttg tactgaaata aaaaccttgt tgtaatttag aatttggacg
  1783561 ctcattgtat aaataaattg cttccgtatt atacccgaca gcgaggttat gaaaatcaga
  1783621 ttctccgtaa aatgctagct tttcaagggt attaccgcca tcagaacttt tcattaatcc
  1783681 taaagggttc tttaaatttg cacctggttc aggatgaccg ctggcaaaaa atccattttt
  1783741 cgttgcttga aagcccatat aatcgtgtag ctgtgtagca gtttctaacc attttccatt
  1783801 ttgataaact tttataccac tgtgagtggc gatagaaacc cacggcacat ttcctacata
  1783861 gccaattccg tgaatgtgtt cgatttttcc agatgtgatg tctttataga agttttgcgg
  1783921 agtcgtattt actgtttctg tatttttttg ctgagattgc atcgtttctt tctttactgt
  1783981 tgttgtttcg acgttgctag aacatcctga aatgattaat aaagaagtaa ttgctatcgc
  1784041 tgttgccaca taatgcttca aatttgtagg ctcctttcct atatatgaga ttttaagtat
  1784101 atggaataaa tgtcaagaaa ttgtggagtg gtatgcaaaa tgtagattgg aaggggacta
  1784161 gtaatgggga tttttctttc tctatgagca ctattaattg acgaaaaatt ataacaataa
  1784221 taaaatgaat tgattagata attagttttt gaatcataca tagaaagcta gggggattat
  1784281 tatgaaatca aaattttttg ctcaaaatag agaacgacta gtaaacacat taccagatga
  1784341 atctattact attttatttg ctggacaagc acctcatatg tcagcggatg cacattataa
  1784401 atttgtgccg aatcgaaatt tttactatgt aacaggaatc gatgaaccaa atgttatttt
  1784461 catgttgaag aagtttggaa atagtgttga agaaacactt ttcattgaaa agtcagatcc
  1784521 agtaatggaa aaatgggtcg gtaaaacagt ttctaacgaa gaagcagaga aaatttcagg
  1784581 tataaaaaaa gttatatatt tagatagctt tgaaaaaaca atgtcaaata tattttttac
  1784641 agaaaatgtg aaacatctat atttagattt agagtgtcgt gagtggaaag gtacggagac
  1784701 aaaaacatta gcatttgcta aacatgtaag agaacaatat ccacacgtaa caattggtaa
  1784761 tgtatatccg aacatttgtg aattgcgagt atttaaaaca gatgaagaga ttgaaattat
  1784821 taaagaagca attgctgtaa cgaaagacgg tatttacaac gtacttaagc atgcaaaagc
  1784881 agacatgatg gaatatgaat tagaagctca gtttgatttc acactgaagt catctggcat
  1784941 taagcatcat gcgttcaata caattttggc aagtgggaaa aatgctacag ttcttcatta
  1785001 tgaagataat gatgcacaaa ttcaaaatgg tgatttagta ttactagatt taggcgctca
  1785061 aaaagactac tataacgctg atattagtta tacattcccg gcaaatggaa cattctctag
  1785121 tcgccaaaaa caaatttata atattgtatt aaatgcatta aaagaaacaa cagagattat
  1785181 taagccaggt ttgaagttcg ctgcattaaa tgaacatgct aaaaaagtac tcgcagaagg
  1785241 gtgtaaagca gttggcttaa ttcaagaaga tgaggaactg tctaaatatt attatcatgg
  1785301 agtcagccat tttcttggtt tagatacgca tgatgtaggt acatacaaag atagagtttt
  1785361 agaagaaggt atggttatta caattgaacc tggtctttat attgaagaag aatcaattgg
  1785421 cattcgtatt gaagatgata ttcttgtaac gaaagacgga catgaaaact tgtcaaaaga
  1785481 tatcattaga gaagttgaag agattgaaga gtttatgaga gaaaataatg tgaatgtaaa
  1785541 acaagatgag gttgttacga aataataatc aggaaaggcg ctcaattttg ggcgtccttt
  1785601 tattttgccc attttaaatc tccttatttt cttgaaaatc atcttctaga atgattttga
  1785661 aaaagaaaag gagggatttt ctatgatgcg atatatatta acagcggtta cagtctcagt
  1785721 aatattttta attgctgcat gttctgtgac gacaaataca acaaatgacc ataaaaatag
  1785781 gaatgataaa aaaactaaac aaactgaaac ggctacaaaa ccattggaaa ttgttaaggg
  1785841 accagaagtt actttaatag cgaaagaaga aaagcaaaaa ttaagtaacg gtgttattgt
  1785901 tccggtctgg acatttaatg gctcatctcc tggtccggaa attcgggtaa aaaaaggtga
  1785961 aaaggtgaaa gtgacattaa aaaatgaact atctgcacca gtatctattc actggcatgg
  1786021 gtatcctgtc ccaaatgata tggatggaat tccaggtgtg acgcaagatg cagtcgaacc
  1786081 aggaaaaagt ttcacttacg aatttgaagc gaacgtacta ggaacgtact ggtatcattc
  1786141 acatcaagat tctgtaaatc aattagatag aggattatat ggtactttcg ttgtagaaga
  1786201 tacaaatgaa aagtatgata aagattacac attaatgtta gatgaatgga taacggataa
  1786261 agaagagatg aataaacagt taaaagaaat gacaaaagga aaaacagaaa aagcagacgg
  1786321 taataaatct agtaagggta atgaaaatac gaaaaagaat gatgataaga acagcatgga
  1786381 tcattctggt atggacatgg acagtgataa aaaagactct ggcaatatgg caggaatgga
  1786441 ccatggaaat atgaagatgg aaggtcatga tatgagtatg tatgatttat tcacaatcaa
  1786501 cggaaaaagt ggtgatttag tagcgccatt gaaagtgaat aagggagata aagttcgtct
  1786561 tcgactcgtt aatgccggtt atctatcaca taatatacat gttcacggtc atgacattaa
  1786621 agtgattgca acagatggtc aaccaataaa cgacccaaaa gttataaagg ataaagtaat
  1786681 ttcaatcgca ccgggtgaac gttatgatgt tgagtttact gctaataatc ctggaaaatg
  1786741 gtatgttgaa gaccattcag aaaataaagg tgcaaaagga atgaaggcta ttattgaata
  1786801 tgatggtagc aaagagatga aagatatagc agatgaaaaa gaaaaattat cgaaattaga
  1786861 tatgacgaaa tatggtgcta aaaaattagg tggtttcacg ttaaatcagc agtatactgc
  1786921 cacatataat atggacttaa atacgcaaat gaatggaaat gaaatggtat atacaattaa
  1786981 cgggaaggtg tttccggata ttgacccagt tcaagtgaaa aaggatgatt tagtaaaagt
  1787041 gaaattggta aatcgttcta aaatggatga tcacccaatg catttacatg gtcacttctt
  1787101 ccaggtgttg agtaaaggtg gaaaaccggt agaaggttct ccaattgtaa aagatacatt
  1787161 gaacttaaaa ccgggagaag aatatgaagt agcctttgta gcagacaatc cgggtgagtg
  1787221 gatgtttcat tgtcatgatt tacatcatgc ttcagcaggg atggtaacgg aagtgaaata
  1787281 taaagattat aaatctgact atgttccaaa cccaaatatt cctaataagc cagaataata
  1787341 tgaaaaacat gtagtttatt aatgatgtaa agcagttatc tttaataggt ggctgctttt
  1787401 atatgtcatg ttgtgaatta ggaatattat ttttatgaaa atttagataa taagagggaa
  1787461 ctatcctgta gaaagagttt acaaggaggg aaggtttttt attatttaag aattaaaaac
  1787521 atagtagttt ttgattagaa gtgaataaat gtaatgtatt atattgtagt tccacaagtc
  1787581 ggaatactta tatttgacct ttcttttatt ttgtactaca attcgtagtg tgaaaggaga
  1787641 agtgagatat tcaagcgaaa gtatgagtta aatgaagaag gattaaatta tgattttttt
  1787701 agatattttt ttgtcaatta aaactacaat atgtagtgtt tagttgaaag aatgagatga
  1787761 ttttcaaagt gtaatgaatt taactttcct ttattactag atatagatga tggaaaataa
  1787821 ataaaaattc aatatggata ataaaaggat acttttgctg aatagttaga acgaaaagaa
  1787881 ctgaaagtca atataaaaat ataatgataa tcgaatgttt ttataggaag gtgttttgta
  1787941 tttatgaaaa agattttagc tagtgtagca gtagcttctg ttacaggaag tgtatttatt
  1788001 agtactgctc aagcgaaaaa taccgttata caaaaagaag caaagcatga gaaacctact
  1788061 gatgtagtaa aatatgaaaa tcaagtaaca gtaaatacaa atgctctacg tgtccgcaca
  1788121 caaccaaata cgtctagtac aataatggga cgcgtgtatg aaggagaagt tttacaagtt
  1788181 attggagaag aaaacagttg gctgaaaatt aatcataaag gaaaaactgg ctatgtaagt
  1788241 agtgaatttg tttcggaaaa tagtgtatca gcgaagacga atgtaagcat gagtcgtagt
  1788301 aaaactgtaa tcgctaatgt attacgtgtg cgcacacagc caaatacgtc tagtgcaata
  1788361 atggggcgcg tgtatgaagg gaaagcttta caagttattg gagaagaaaa cggttggttg
  1788421 aaaattaaac ataatggaaa agtaggttat gtaagcagtc aatttgtaat agacggtacc
  1788481 tcaaatggaa gtgacaagaa caatggaaaa gttcaagtag cgagtgggaa ttacaaagtt
  1788541 aatgtatctt ccctccgcgt gcgtacaggt ccaagtactt cccatacgat tttaggctct
  1788601 gtacataaag ggcaaattgt tcaagtaact ggtgaagttc aagattgggt caaaattaac
  1788661 tatagtggac aaactgctta tattagtaaa gattacattt caaagaatga ttttaatgca
  1788721 aatgtagacc aaacgaatga acaacaaaag aatattacgg ttcaaactga tggtacatat
  1788781 attgtagacg ctacttcttt acgtgtgcgt acaggccctg ctacttacca tagtgtaatt
  1788841 ggtggtgtat taaacggacg aatattgcaa gtaactggcg ttgaaaatgg ttggttgaaa
  1788901 attaatcata atggaagaac tggttatgta agtagtgaat atgtaaaatt cgtaaaagga
  1788961 aatacgccat caaaacctga aactagtaat ccgtctactg gagcaacagt tggtgactac
  1789021 tatgttaacg taaacgtgtt aaatgtaaga agcggcgctg gtacaaatta tgatgtaatc
  1789081 ggtgcattat caaaaggaat aaaagtacag gttctatttg aacaaaatgg ctgggggaaa
  1789141 attaattaca acggtaaaac tggttatgta tcaagtaaat ttttatcaaa aacaagtgag
  1789201 actgatgcag agaagcagcg gcaatcccag gaggtaaata aaacaaatga ctttattcaa
  1789261 ccagctgcag gaagatatac ttctagattt gaaaaacgtg gtgggaaaat gcatcacgga
  1789321 ttagatattg ctgcttcagg tacagtgccg gttgttgctg ccgcagaggg tgtaatcact
  1789381 cgctcttatt attctacaag ctatggtaat gttgtgttta tttctcacaa tattaacgga
  1789441 caaacatata cgactgtata tgctcattta aagagccgtt ctgtttctgc tggtcaaaaa
  1789501 gtgaagcaag gacaacaact tggcataatg gggaatacag gacaatctga aggacagcac
  1789561 ttacattttg aaattcataa aggtgaatgg aatgcacaga agagcaatgc tatggatcca
  1789621 aaaatataca ttgattaatt gaaaatttat tatttcaaca tgaaattgta tatcttctta
  1789681 agcaaagaga atttcataga tttagaagtt ttgggctaac gattcaaagt ttttttatct
  1789741 tcgtctgtta agaaataaaa ataatgaaat cgatcccctc tagtatgatg aaatagtaga
  1789801 ggggatcgat tataattgct aatgtttatg ttgctcctct gtagaagagg ttggcgggat
  1789861 atgctctggg aatgttacaa atatagttag aataattact accccaattg aaagtaataa
  1789921 taaaaaacgt cgctgaataa cagcagaaaa actttctgat aaaagctgaa tgatacatga
  1789981 catagttatc gttatagtaa gtaaaagact aatgaacagt atactatgag cttgttgagc
  1790041 gtttagcatt tctgtaatca ttgctcccat catacttgcc attaatccag agaacattcc
  1790101 ttctaaagca gtgtacagat gaaaacgtag accgataaaa aagccgataa atccactaat
  1790161 taaaatagca agcaaagtag aatatagcaa ttctccttta aatagaatac ctaaataaaa
  1790221 acctatactt aaaccgatac tcatactaaa agacataata aataccatat actccattag
  1790281 ggtaccacta cgtttcgaaa tatatgatgt aataataatt gagatacagc aaagcattaa
  1790341 ggcagttaat gtataagcaa acatcatgat acctccctgt cctatcattc acttcatcat
  1790401 atgtacatat agagagtact tatgcttatt tatatctgca tattatctgc acaatttcat
  1790461 aaatgaaagc aaggtggcgt ttgatttttt tacgtctttt tttacgtgtg aacatgtgaa
  1790521 agaaagtgtt atataatgag tttctattgt gaagcaataa agaataagcg tataatatta
  1790581 tagttatccc attactcggg ataacccgcg aatgataaat aagattgttg ttttatcatc
  1790641 gcttctaaac agatagacaa cgaaagtaac actggaatac agatagggag ttatacaatg
  1790701 aaattaatta ttgccgagaa accagatcaa ggtttggctc ttgtttcaca atttaaatat
  1790761 cgccggaaag atggatattt agaagtagaa gcgaatgagt tatttccaaa tggagcgtac
  1790821 tgtacatggg caattggtca tttgacgcag ttatgtaatc cagaacatta tcatgcagag
  1790881 tggaaaaaat ggtcacttga tacgttaccg atgattccag agcgttttca atttgaagta
  1790941 acaaagtcga agtataagca atttaatgta gtgaaacagc tgttacataa tccacaggta
  1791001 acagaaatta ttcacgcggg cgatgctggg cgtgaagggg aattgattgt acgaaatatt
  1791061 attaaccttt gcaacgtgca aaagccgatg aaacgtcttt ggatttcatc tttaacgaaa
  1791121 caagctattt atcaaggctt taaaaactta ctcgatgaat cagatacaat caatacgtat
  1791181 tacgaagcat atacaaggtc gtgtgcggac tgggtcgttg ggatgaatgc atcgcgtgtg
  1791241 tttagtattt tgctaaagaa aaaaggaatg aacgatgtat tttcagcggg tcgtgtacaa
  1791301 acaccgacac tcgcgttaat cgtaaagcgt gagaaagaaa ttgaaaactt taagtcagag
  1791361 ccgttttggg aagtgttcgc aacctttaat atagaaggaa agaaatatga tgggaaatgg
  1791421 gaaaaggaca atgaatcccg cttacaagac cctgatatgg caaataaaat tgcggcattt
  1791481 tgccaaggaa aaccggcggt agtaaaggaa atgaaaacgg agcgtaaaga gtttcagcct
  1791541 ccgcttttat ttaacttatc atcactacaa gcaacggcaa ataaagcatt taaattctca
  1791601 ccgaaaaaga cgcttgatat aacgcaagca ctatatcaaa aaggaattgt ttcttatcca
  1791661 cgttcagatt ccaactatgt tacacaaggt gaagcggcaa catttcctga tattttacag
  1791721 aagttaagtc agtttgatga atataaaggt ttattaccag ctccggttga atcgattatg
  1791781 aataataagc gttatgtgaa tgaaaagaaa gtaacagatc actacgccat tattccgaca
  1791841 gagcaagtta caaacccaag cagattatca ggtgatgaaa agaaaattta cgatatgatc
  1791901 gtaagaagac ttatagcagc tcactatgaa gttgcaatct ttgactatac aacgattgta
  1791961 acgcttgtag atgaacgtgc tgaattcatt tcaaaaggaa aacagcaaat tcaagaagga
  1792021 tggcgtaaag ttattttcca agacgataaa gatgacgaaa ctattcttcc aattgtagct
  1792081 gaaggtgaag aaggaaaagt tgtaaaggtg aaagtgaaag aaggaaaaac acaaccaccg
  1792141 aagcgttata cagaaggaca acttattacg ttaatgaaaa cagctggtaa gtatttagag
  1792201 aatgaagagc tggagaaagt attaaagaaa acagaaggtt taggtacgga agcgactcgt
  1792261 gcaggtatta ttacgatgct aaaagaccgt aaatatatag atgtgaaaaa aaaccaagtg
  1792321 tatgcgactg ataaaggaaa agtattaatt accgcaatcg gtgacaaaat actagcttca
  1792381 ccagaaatga ccgcaaaatg ggagcaacgt cttgcggaaa ttggggaagg cacagcatca
  1792441 ccagcaactt ttatggaaca aacgaaaaag ttatcagcta aaattattga agatgcggtt
  1792501 gaaatgtctg agaagtggga tttcaccgga ttacatgttg aatcgattga gcgaaaagga
  1792561 tcgaaattta caacgggtaa aaaggttggt agctgtaaaa aatgtgatgg cgatgtaatt
  1792621 gataagtcaa cgttttacgg ctgttctaat tacaacacga cacaatgtga ctttaccatc
  1792681 tcgaagaaga tattaagtaa aacaatttcg caaaagaata tgacaaaact cttaaaaggt
  1792741 gaaaagactg atttaattaa aggctttaaa aagggcgaga aaacatttga tgcgaagtta
  1792801 gagtggaaag ataataagat taattttgtg tttgagaatt aagttgtttc aacaaataaa
  1792861 aaatatgata attaaactgt atcctataga atagacgctt aaaaaagtct attctatagg
  1792921 atattttttt gaataaggag tgctatgtat attttattga aaataaaata tacaataaaa
  1792981 aaatctttat agttgataat tatttattgt aaaacgataa aaatgtatta aaatcaatat
  1793041 cgtgataaat cagtgaggtg ctttttatag aaaggcaaca acgctgtttt ttattagagg
  1793101 aggtaaaact atgaacaatc acaatttgat tattgaaaat attgacaacc ctcatgagtt
  1793161 ggagagaatg tatagaaaag acccgaaagc ttttaaaaaa tcattctcac aagcatgggt
  1793221 tcaaaaacct gattctcagg ttctaggtgc ttggtatgaa aggttacatt tcaaggagac
  1793281 ggcaaatacg gaaaaaaagt cgttgtttca aaaaggtttc ttatttatgg gcatgttagc
  1793341 tattctggcc gggataagca ccagaatcat tttctacttt gtcgaacaag aagtaattgc
  1793401 tccaattaac ctagcttttg gtgtaattcc ctttattgtc gcttattttg tctaccataa
  1793461 tacgccgaaa aaaagtatta tttattccct tatagcgttg ttcctaattt ccgggatata
  1793521 tcttaatacg ttgccattaa attataaaga cagtattatc cttgcttatt tacatcttcc
  1793581 tatattttta tggatcttgt caggacttgc gtttacagga aatgaatatt caaaaggtag
  1793641 tacaagatta gcttatatta aatttaattt ggaatatgcc cttctctacg cgagcatggc
  1793701 agttagcgga atgattctag cagtattcac catgcgttta tttagctttg ttgacttgga
  1793761 tataggagaa ttctatttta gtaatgttgt gttatttggt gctgctgctc ttgctattgt
  1793821 ggctgcatat ttagtatcaa tgaatcttaa acttgctaaa aatattacac catacatatc
  1793881 taaaattttt agtcctctcg tcctgattac gttgctaatc tatcttataa cggttatatg
  1793941 ggtcgggaaa aatcctttct tggaccgcaa tttcttaatg gccttcaacg gaatactcct
  1794001 tggcgtgttg gccgttacca tattttctat cgttgagagt gattcggatg agaaaaagaa
  1794061 catttcagat tatataaatt ttgccttaat tgttctggcg cttattattg acactgtggc
  1794121 tttgtcagct atcgtattca gactttcttc ttacgggatt acacctaata gacttgctgt
  1794181 tttaggggta aacatactga tctgggcaaa tttaatttgg attatgtttt cctatatgcg
  1794241 tttcttgcaa aacaaatcag gaccgacagc tatccaagat gccgttacga agtatttgcc
  1794301 aatctacgga ctttgggcag ctttcgttat atttacgttt ccaataattt ttaattagga
  1794361 agggtttgtt aatgtaacga caagttaatt cttctataac gtataaaatc tttagaattg
  1794421 ataattatcg ttcatcctat aatttcttga taataaaaaa cgtcccaaag taggacgttt
  1794481 tttattatat atattgccgt tttttcttaa taagtaacaa cacttgtgaa acacaagcaa
  1794541 gtaccggtaa ttcaatcaat ggtccaataa ctaatgcgag agcaataaga ggctcatctg
  1794601 gaaaagctgt tacagcaata gcaagagcaa caggtgagtt tcttgctaac gttgttaaat
  1794661 ttagacttac tgtatcttta taagataaac gcataacgcg cctgataaat tgtcctagta
  1794721 caaaattaat gatgaagaac aatagaacag gaatgagtaa taataaaacg acattcatat
  1794781 tttgtagtaa atatttacct tgtgatgcaa acatcgctac gattgctaaa cttaaaaata
  1794841 caatttgggc agagctgaaa aacggaatga gtttattctc gagcgtttca gcttttttca
  1794901 gtttattcat aatgaatttt gtagcgtgtg caagtaaaaa tggtaagaca attacgataa
  1794961 caatgctctc tattaaaaca gaaacggcta cagtcttcat gacaccagcg aataaaaata
  1795021 aataaatagg aagaagtagt acttgcaaaa ttaaatttac aggtaaaatc gcagtagaaa
  1795081 gtgctacatt tcctttcgct atttcagtaa agattaagta ccaatctgta catggagtaa
  1795141 ccattaacat aataaatcca acccaaagcg cagggtgatc tgaaagaaat agtgctccta
  1795201 atccccaagc gagtaaaggt gtccataaaa agttaatagt aaggcttgtt ccagcaaatt
  1795261 ttaaattacg aaatccgttt tttatttctt tcaatgggat gctgaggaat aatccatata
  1795321 gcatgaaaaa taagaaggga acaataaatt tgtctgaata catatgtata acattaaatt
  1795381 gtccaagtat gatgccgcat gtaacagcaa aaagaataat aaaagtttga atcttttcta
  1795441 tcgtgctcat gaatgaatcc tttctaaata tgaattttcc tctctaagtt tattatacaa
  1795501 gtaataaggt tgtaatttgg tgttcaattg tattttagtt aatgttttta atttgagatt
  1795561 tattttttta ttaaaagtta cttgactaaa gtaagtggct atattacaat cacttacata
  1795621 aggtaattaa ataacaaaaa gtttttgtat ctgtacttaa gatatctatt ggaacttttt
  1795681 attagaataa gaatttttgt gatgatgaat aatgaatatg ataagaaagt ttaggtgaag
  1795741 aaaatgggat tatttagctc gttatttggt aaaaaagaag aaaatcaaaa agtagaggag
  1795801 aataaaacaa tgtcaaaagt attatttgta aaagcaaacg atcgcccagc ggagcaagca
  1795861 gttagttcaa aaatgtatga aacatttgta actacttata aagaagcaaa tccgaataca
  1795921 gaaattacag agttagattt atttgcatta gatcttcctt attacggaaa tattgctatt
  1795981 tcaggtggat acaaacgtag tcaaggtatg gaattaacag cagaagaaga gaaggcagtt
  1796041 gctacagtag atcaatattt aaatcagttt ttagaagctg ataaagttgt atttgcattc
  1796101 ccgttatgga actttactgt accagcacca ttaatcacat atatttcata tttatctcaa
  1796161 gctggaaaaa cgtttaaata tacagctaat ggtccagaag gtttagctgg tggtaaaaaa
  1796221 gtagttgtgt taggtgctcg tggttcagat tactcttcag aacaaatggc tcctatggag
  1796281 atggcagtta attacgtaac aactgtactt ggattctggg gaattacaaa tccagaaact
  1796341 gttgtaattg aaggacacaa ccaatatcca gatcgctcac aacaaattgt tgaagaaggt
  1796401 ttagagaacg ttaagaaagt agcggcgaaa ttttaattaa ttgatagtaa aaatggaaaa
  1796461 accaacatgg atgaccatgt tggtttttta gtctatttct atgttaaaaa atgtatattt
  1796521 ataaaatgaa tgaaaagttt gaaaatagta ttgcaaaata ttatatatca aactataatg
  1796581 agttcaagaa tagttgatac ttaagttaaa tattcagaaa attcaattag ttaaaattgg
  1796641 aaatgacata ggttattttg aatggaggtt atattatgac gaataaagta ccgttttcgt
  1796701 tcatagttgt tattggttta atgttatttg cactattttt tggggcagga aatttaattt
  1796761 ttccggcaat gcttggtcaa tcggcaggag aaaatgtatg gattgctaac gctggatttt
  1796821 tagtaacagg tgttggatta ccattactag gtgtactagc atttggtttt tcgggtaaag
  1796881 atgatttaca gtcattagca agtcgtgctc acccagtgtt cgggattgtg tttacaacag
  1796941 ttttatactt ggcgattggc ccgttatttg caataccaag aacaggaaat gtttcttatg
  1797001 aaattggtct taaaccgttt atgccagagg gattaggttc tacaccttta attcttttca
  1797061 caattgtatt ctttagcatc acttgttttt ttcgctaaat cccgcgaaaa ttgtcgatat
  1797121 tgttggaaaa atcttaacgc caattaagtt aactttcatc ggtattttag taatcgttgc
  1797181 ttttattcat ccgattggag aaatgcaagc accagttgaa gcttatacat cacatgcatt
  1797241 ctttaaaggg ttccaagaag gatacttaac gatggacacg cttgcatcat tcgtattcgg
  1797301 aatcatcatc attaatgcaa ttaaagaaaa aggtgcaaaa acgaaaacac aaattatggt
  1797361 cgtttgtgca aaagcaacaa tcattgcagc atctatttta gcaattatct atacagcact
  1797421 ttcttatatg ggtgcttcaa gtgttgcaaa gcttggacat ttagagaacg gcggagaagt
  1797481 attagcgaaa gtttctaact actattttgg atcatatggc ggagtattat tagggttaat
  1797541 gattacagta gcttgtttaa caactagtgt gggacttgta tcagtatgtt cttcattctt
  1797601 ccataagtta ttcccaaatg ttccttacaa agcaattgca atcacgctat gtatatttag
  1797661 tgcaattgtt gcaaatgtag gattaacaca attaattgca gtttctgttc cagtattaac
  1797721 agcaatttat ccactagcaa tcgtattgat tttcttaaca ttcttccatt cattattcaa
  1797781 aggaagagct gaagtttatc aagtgagctt aactgtaaca tttattatca gcttattcga
  1797841 tggattaagt gcagctggag ttaacgttga agtagtaagc caagtgttca ctaaattcct
  1797901 tccgatgcag gaagtaggat taggctggat cttcccagcg attatcggtg gatttatcgg
  1797961 atatggcatt agcgttttaa aattaaaaaa tcaaattcaa ccagcagcaa atacgaataa
  1798021 gaaaataggt taaataaaaa agttatagaa cttgtttcta tagctttttt tgttactatt
  1798081 aataatgaaa gaaaataaag tagtagggga aataaaatga aaaaaacaat tgatcatatc
  1798141 ggcatcgcag ttcgagatat agatagtacg atacgttttt atgaaaaagt gttgtcagga
  1798201 actttaatag atcgttacgt aagtgaagcg cctggtgttg aaagtgaagt agccattctt
  1798261 gaagtggatg gagatagaat tgaattgctt gcgccgacaa ataacaccac ttcaccaatt
  1798321 gcccgattta taaaacaaaa aggtaaaggt gttcatcacg ttgcatatcg agtagatgat
  1798381 ttagatgtag ctttagagga attgaaagaa caaggcattc gaacgttaga gcatacactt
  1798441 cgaatgaata aacatgacag aagattaatc tatcttaacc cagcggatac agagggaaca
  1798501 atcatagagt attgtgatta tccggaagag aaatagaaaa aagatatttt taaaaagatg
  1798561 ttacgtaata aagtaacatc tttttgttta tgtatttcac attttcttca caaatgattc
  1798621 acgataactt ttcttcttca ggaacgtaca taaatatatt ttatgatata ataacaatcg
  1798681 actttaaaaa tgtaagtagt atctatacag gtagttacta ttttattgga agtttagagg
  1798741 tgagagagaa ataaagagtt atactgtgta gaagtttata tttaattagg ttaatatttc
  1798801 gcccgagaat taaacttggg aagttaaagt tatgaaaata gagcgatgag gaagaaagaa
  1798861 gtgaaatgag tgtgaaagta atgagaagga tagggatatt gctattcatt gcatgtatgc
  1798921 ttatcatatt aataccgaaa agtgcatctg ctcatgcgta cgttgtgaaa tcaaaccctg
  1798981 ctgaaaatga aacattgaag aaagcaccat ctgttgtgaa aattgaattc gatgaggaca
  1799041 tacaagtttc aagttttaat acattgtacg tgagagatac atcaggtaaa agggtcgatt
  1799101 taaaagatgc tcatattgat aaaaagaata aaaagttatt agaagccgga ttaaaagaga
  1799161 atctcaaaaa cggtctgtac tctattcagt ggaaagtgat ttcagctgat ggccatccaa
  1799221 ttcaaggagt tattccattc cgtattggat tagcagaagc ggaagcagac gatatacaag
  1799281 tggaagagat gggttacgtc ccacaaatcg atatgattat ggaacgtgga attttatata
  1799341 caagtttctc actatttata ggcgtgctat tctttaatct tattatgtat aaagggaacg
  1799401 taatagaagt tcaattaaga agtaaaaaaa taatatggat ctccttattt gggatattga
  1799461 ttagcttgtt attcaatcta ccattgcaag cgaaaataaa tgcggatgtt tcatggctag
  1799521 aagcattcaa tcctttacta ttaaaagaaa cattacagct ttctgttttt ggttatgtat
  1799581 ggattactca aatgactctt attagttcgc ttataatcgt tacgtatttt gcgatgaagc
  1799641 gtgggaagct ttcgtcgttt aaagtatgga gcattccaat agtattgttt attgggatac
  1799701 ttgttatgaa agcatgtaat agtcacgcat atggtttaaa gtttaaagac attgctgtcg
  1799761 ttatggattt tctacattta ttcgcagctt cattatggat tggtggtcta tcatctatta
  1799821 ttcttctttt acgtaatgag gataacaagt ggagtatgta ttgggatatg attaagcgtt
  1799881 tttcaccgtg ggcaacatgt gctgtcattg tgattttcat aacaggtctt tttaatagta
  1799941 cattttttat tccaacaatc cactcgttat ttgatacgaa gtatggatta gctttattag
  1800001 caaagatact tttattcatt ttcatgggga tattaggaat tattcattat gtgaaaggga
  1800061 aaatgagagc ggagcaagga ttaggtgcta cggtgaaagt agagtttatc attggaatta
  1800121 tcattttcgt aatcgtagct tttatgacaa atgtacaaac accaccgatg cctcctattg
  1800181 gaccttttac agagagtaaa caattagata atggatatga aatgacgcta aatgtaagtc
  1800241 ctaataaagt aggacaaaat atattccata ttactttaaa ggatgagaac ggacaacctg
  1800301 ttactgatat ggaacaaatt atattaacga ctcaatcgtt agatatgaat atgggaaaag
  1800361 gttcatttaa agtttcggcc gtttcaccgg gagaatatga agcagaaggt atgtatatta
  1800421 acatgacagg taactggaat atacaagtac atggattaac aaaatcactt gatagctttg
  1800481 atacggatta taagtttatt gtaggtggca gataaagtga aactttaatc agtggggtat
  1800541 cccccgctga ttattagcac gcccccgcct aacttctttg ctttgcggga taaagagacg
  1800601 ttatagatga aaaggagtaa atagaaaatg aaacgtataa aaaaattagg aacaacaatg
  1800661 atagcaacag taattgcaat gggaattttt tcgttacctg ttagtgcgca cgtaactgtg
  1800721 aagccagcaa cttctgacat cggctcttgg gagacttaca cgataaaagt accagttgaa
  1800781 aagaatatag caacaacaaa agttacactg aaaataccgt ctggagtaga gttccaacag
  1800841 tatgaaccag tgccaggatg gaaagtggaa gagcaaaaag ataatgctgg aaaagtgaaa
  1800901 actgtagtat gggaagcaac gggagaaggg attttaccca gtcagttcca gcgatttact
  1800961 tttgtcgcta aaaatccgga taaagagcaa aaaatagctt gggatgcata ccaacaatat
  1801021 aaagacggag aaattgtgga atggacgggc gatgaaaaag ctgaaaaacc acattcactt
  1801081 acaacaattg caaaaggtac gtcattaaca ggagaacatg gtgaagtgtc tagtgtagaa
  1801141 aagaatgaag gtactagtaa tatgcaattg atagcaattg ttttatctat tttagcgatt
  1801201 gtatcttcgg taggtacgtg tgtttttatg gtacgtcgta aaaaataagt aattaagtaa
  1801261 tattgaaagg tctcattgaa aataatgaga cctttttatt aatattaggg attagtaaaa
  1801321 tgagcatagc aatattgtta tagtcactat ataacaaaaa ggattgattc atggaaatca
  1801381 attgatggtc actacgtctt ctggcaagga atcatgttct agccagtttt caattaaagt
  1801441 attaaatagc ttagggttcg ctaaagaaac tccatgacca attttagaaa taataacacc
  1801501 tgtgcaatgg ggattacttt caaggatttt agtcaacgag tctttcatta ttcttttttc
  1801561 gttttctcca acagttacta atatattact attagcattc tcaaagtttt ttggtattgt
  1801621 aaatgacatg ttttcttcta gtatccttat gaaggtattt ttacttattt gacaactgtc
  1801681 ataataatag tggtcaaagt attctttatc tatgtacatt gatttggctt gtattttcga
  1801741 aaacgtccta ctctttataa gagggtaggt taacgcgata gattttataa atttgctagc
  1801801 aaaaggaatg ggtttgacta aggcactatt tatcatggca tattggatta agttgggttt
  1801861 catgctaagc atcgtaatta acacttgagc acctaatgaa aacccaatta ctataacagt
  1801921 tttattttgt cctttttctt caattagttc tatgattttt tcagcactaa agtttattga
  1801981 gaaatgctct ttaattctgt tttttccttg cgcaggtaaa tcaggaacaa ggcagtgaaa
  1802041 gttagtaaaa tgtttaattt gtttgtccca catccatcca ctgactccac ccccatgaat
  1802101 aaaaaccata agtggagagt ttgtatctcc aaattcgtta taatgtaaaa ccatataact
  1802161 cccccttata attggaattg aaaattcatc catctgtact agagataata tttttactac
  1802221 ttaagtatca tcatacaata aaaaaattcg gtttgttaaa attctaagtg cctttactca
  1802281 tgaaacgata agaaggagcc tacaatcagt aggctccttc ttatgttaat ttacttcact
  1802341 tcacttcact tcaactcgct gccctacagc aagtgttttc ggctttatat ttacgaaaca
  1802401 aatactcact acaataaata atagtccgat gaataagcta atagtaatgg cttcatgtaa
  1802461 gaaaattgaa cttacaataa tagcgattag aggaatgaga aatgtataag ccccaacttt
  1802521 acttgcttca ccagctccaa cgagtgtgaa gtatgcaagc caccccattg caataacaaa
  1802581 gaatgaaata aagagtagta cactaacaaa cggcatgctc caagcgatac tagaccaact
  1802641 ttcaaactct gatccaaatc caattaagca aagtccgcca ataataagtt gcagtgttac
  1802701 catccaaatg gaattaacgc ggtgcccagt cttcttaata aatacggttc caagtgccca
  1802761 gccaatagcg catcctatcg cgagaagaat cccgataata gaaatatgtc cagttaaact
  1802821 gctagagcta ataacaccta cgccaataaa tccgagtata agcccgaaaa tttttaaccc
  1802881 gtacattgat tcttcaagcc atatccacga gaaaatacca agtaaaacgg gttgtagaaa
  1802941 tacgatggcg gaaaatagac cagcaggcat atattgaagg ccgacagttt gtaatccgta
  1803001 aaatataatg atgttaagta aagaagaaat aacgtataaa tgccaagttt cttttaagtg
  1803061 taactctttg tatttcggta atgcgaacag gagtaaaatg aatcctccaa ttaaagttcg
  1803121 aacgcctgca aataaaacgg gtggtgtata atgcagggca aacttagata aaggccaatt
  1803181 gattccccac ataaaaacga ggaaggtaag gattatggcc gtcttagttc gagaaagctg
  1803241 tgtcactgta agacctcctt gatgttattc atttcactat gatatgatat cgactgtaat
  1803301 aaataaaatg aatctttttt atgaggagta taagtgatta gttatgacca ttacacaact
  1803361 gcaagtatta ataaaaacta ttgagttagg tagttttacg aaggcagctc gggtgttaaa
  1803421 tatgacgcag ccagctgtaa gtcatgcgat ttcaagtatt gagtcagagt taggagttac
  1803481 gattcttata cgtgataaac gaaaagggtt aattgttacg gatgtaggaa gcagaattct
  1803541 tgtacatatt agagagattt tgaacggtgt agagaagatt gaacaagaag ttgcgatgga
  1803601 gaaaggacac gaagttggga cgattcgaat tgggagtttt ccgagtgctt ctgcacattt
  1803661 cttacccaaa atgataaacc attttaagga gaagtatccg aacttagaag tcgttctttg
  1803721 tgaaggaacg attaaagaag ttgaagattg gttagtatcg agggttgttg atatagggat
  1803781 tgttatttta cctaataaag agatggagat tgttccatta acgaagggga aaatggttgt
  1803841 tattttaaga gaggatcatc ctctttgcaa gaagaatgct gttacaattc gtgatttgga
  1803901 gaatgaaccg atcatattat gtaagggcgg atacgaacca cctattatcg atatgtttaa
  1803961 acaagtaaat gtaccacttc gagctgagta tgtaatttcg acagttacga cagctttaaa
  1804021 tatgattcaa gaagggttag gcattgcaat attagctgaa ttatctttaa cgaatttacc
  1804081 aaaaaatgtg caaacgagag aattggaacc gcaagtatgg agagaaattg ctttagctgt
  1804141 tccttcatta agggattctt caatcgctgt gcagctattt attgaagaat ttcaggcgct
  1804201 atttgcagaa taaaaagagg tgtctcgtat attataatgg gacacttttt aatttactta
  1804261 taaaaaatat gtgaaaagga ttgacttatt ttttagttgt aactataatg attacatcta
  1804321 ggtggtgatt acgatgaaaa ttagtagccg cttttccata gctgttcata ttttatctat
  1804381 tttgaaaaac aatccatctt cactttgtac ttcagactat atggctgaga gtgtcaatac
  1804441 aaatccagta gtcattcgta aaatcatgtc gtacttgaaa caagctggct ttgtttacgt
  1804501 aaatcgtgga ccgggtggcg caggtttact aaaggattta catgaaatca cattgttaga
  1804561 tgtgtatcat gcagtgaatg tagtggaaga ggataaatta tttcacattc atgagcaacc
  1804621 aaatccagat tgtccaatcg gagcaaatat tcaagcggta ttagaagtta tattaataca
  1804681 agcgcaatct gcgatggaag aagttttgag aaatattacg atggggcagc tgtttgaaac
  1804741 tttgcaagaa aaaatgaatg cttaaatcat atttatattt ttttaacatt aatgtaactt
  1804801 gtatggttac aactataaag gtaaggtgta aaagttatga ctgtaaaaat gaaagtatac
  1804861 tcagatttta tatgtccatt ttgtttttta gcaaaaggtc cattagatga agtagcgaaa
  1804921 gaaaaagatg tagaaattga atggatgcca tttgaattac gtccaagtcc atattcaaaa
  1804981 atagatccat ggaatgagcc agaaaaatta ggttcatggg atgctttcat tcttccgaca
  1805041 gcgaagaagt taggaattga tatgcgtttg ccacgtgttt ctccgcatcc atatacacat
  1805101 ttagctttcg aagggtgtca atttgcgaaa gaacgtggac taggtaatga gtatcatcac
  1805161 cgcgtattca cagcgttttt ccaagaagag caaaacattg aagatattga tgtgttaaca
  1805221 aaattagcgg tagaagtagg acttcctgag gcggaattta aagatacttt agtaactcgt
  1805281 aaatataaag aaaagcatca agaagcaatt cagcacgcat atgatgaagc gaatattatg
  1805341 gctgttccaa ctgtcatgat tggagatgaa gtcattcaag ggcttgctag taaagaaaca
  1805401 ctagaaaggg tcattgataa agaaattgaa aaggataaaa caaattcatt tgaaggtatg
  1805461 caatgtaata ccgatggata ttgctaattc gcttgttatg aaataacaaa ataaattata
  1805521 aaacaaacat ttggaggaat taaaatgtca gcaactacaa caaacttaaa agaagcaatc
  1805581 gtgaaccgcc gttccattcg taaagtaaca aaaaacgatg caattacgaa agaaagaatt
  1805641 gaagaagtgt taaaaacagc tttacacgca ccaacatctt tcaatatgca aagtggtcgt
  1805701 atggttgtat taatggatgg agagcatgaa aagttttggg atattgtgaa agaaacacta
  1805761 agagcccgcg taccagcaga aaactttgaa gcgactgtag aaagactaaa aggttttcat
  1805821 gcaggtgtag gaacagttct attctttgaa gatcaagcaa ctgtagaaaa aatgcaagaa
  1805881 aacgcaccgt tatataaaga tcagttccca ttctggtctc atcaaggaaa tgcgatgtta
  1805941 caacatactg tgtggatgtt attatctgct gaaggaattg gggcgtcatt acaacattac
  1806001 aacccaatcg tagatgctga agtgaaagaa acttggaata ttccagcaga gtggagctta
  1806061 gtaggtcaaa tgccatttgg tgaaccaaac gaacacccag cagaaagaac gttcttgcct
  1806121 actgaagatg tagtgaaatt ttattaagaa atataatatg taacgagaag gaagctgtgc
  1806181 ttaaaaacag cttccttttt tgtagtggtg ttaatttatg cgcgtttagg gaagaaatat
  1806241 aagaaataat ccggtgagaa gggaagtaga aaaatgaatg atgagaaaaa atatacagtg
  1806301 gtaggtactg atgttgagga agtaaagcgt ttaaataaaa attcagggtt aacgtataat
  1806361 caagtgaaag aaatgttagc aaagcaaatg caaaaaaaga agtaattaga ttgaaatctt
  1806421 tcattttttc atttagcatt ttgattggag agagttaagt aaaaggtaac tctctttttc
  1806481 gtataaagaa gcaccttata gagtggagga agcaacatga agaaatgggt gaaggtaacg
  1806541 ctgtctatcg ctggaggtat tgtcttatta gcttgtgccg gcggatatta cgtgtataaa
  1806601 aattattttc caaaggaacc tgagcgtatt gtatatgata aagaaagagt gctacaaccg
  1806661 atacataatc agcttaaagg aatcaatata gaaaatgtaa agataaaaga aaaagaagtt
  1806721 gtaaatgcga ctgtagatga gcttcaaaaa atgattgatg atggaaaatt gtcatatgaa
  1806781 gaattaacga gtatttatct ctttagaata caagaacatg atcaaaatgg aataacatta
  1806841 aattctgtta cagagataaa tcctaatgcg atggaagaag caagaaagtt agatcaagag
  1806901 cgaagtagaa acaaaaagtc gaatttatat ggtattcctg tcgttgtaaa agataatgta
  1806961 caaacggcaa aagtgatgcc gactagtgca ggaacttatg tattaaaaga ttggattgca
  1807021 gatcaagacg caacaattgt gaagcagttg aaagaagaag gggcatttgt tttaggaaaa
  1807081 gcgaatatgt ctgagtgggc gaattattta tcttttacaa tgccaagcgg gtatagcggg
  1807141 aagaaaggac aaaatttgaa tccatacggt ccgattatgt ttgatacatc gggatcaagt
  1807201 tcaggatctg ctacagtagt tgcagcagat tttgcaccgc ttgcagtcgg aacagaaacg
  1807261 acaggatcga ttgtagcacc cgcagcgcag caatcagtag ttgggttacg tccatcttta
  1807321 ggtagggtaa gtagaacagg aattattccg ttagctgaaa ctcttgatac agcaggacct
  1807381 atggcaagaa cggtaaaaga tgcagcaacg ttatttaatg caatgatagg ttatgacgaa
  1807441 aaagatgtta tgacagaaaa agtgaaagat aaagaaagaa ttgattatac aaaggattta
  1807501 tcaatagatg gattaaaagg gaaaaagata gggcttcttt tttctgtaga ccaacaagac
  1807561 gaaaatagaa aagcagtagc agaaaagatt agaaaagacc ttcaagatgc aggtgcgata
  1807621 ttaactgatt atattcagtt aaacaatggg ggtgtagata atttacaaac attagaatat
  1807681 gagttcaagc ataatgtaaa cgactatttt tcacagcaaa agaatgtacc tgtaaaatcg
  1807741 ttaaaagaga ttatagcgtt taataaaaga gatagtaata gacgaataaa atatggacaa
  1807801 acattaattg aggcgtctga aaaatctact ataacgaaag atgagtttga aaaagtagtg
  1807861 caaacgagtc aagaaaatgc aaaaaaagag ctgaataaat atttagtaga aaagggttta
  1807921 gacgctttag ttatgattaa caatgaggaa gttcttctat ccgctgtagc tggctatcca
  1807981 gaattagcgg tgccagcagg atatgataac aatggagagc cagtaggtgc agtatttgtc
  1808041 gggaaacaat tcggtgagaa ggaactgttc aatattggat atgcgtatga acagcagtct
  1808101 aaaaatagaa aaccacctaa attgtaaaag gttaaacgaa aaaaagagct caactgaagt
  1808161 aagtaggtga gctaatataa atagaatcta acaatataaa aagaaaaaaa ggattcttcc
  1808221 taattagtaa gaaagattgt ctatagaagt tcataaaatg taatatattc aatttccatc
  1808281 cattgaaggg ggaggttaaa tcttaatgaa tgaagtgaaa aatttctttc gaagtagagg
  1808341 gtttcaacgg tttctcgttt taataatatt agcgcttgta ttatatggat taaaaagtat
  1808401 gatcaactta atattaatta cgtttatact gacattttta atggatcgat ttcaacgttt
  1808461 tatttcaaag aaattgaaag tgaaccggaa aattgttatc gcctgtttgt atatcatatt
  1808521 agtttccttt attggcacga cattgtataa atatttacct gtgttaacga tacaaatttc
  1808581 gcaattgatt tatcaattta aattgttttt tcaaaacccg cctgataatg aaatcattaa
  1808641 atatgcactt tcgacaatta acggaatgga agtatcaaag tatatagaac aaggtgtaga
  1808701 tgtcatctat caatcgatag caaatatagg gaaggtaagt ttacaaatat tattgtctct
  1808761 catattaagt ctctttttct tattagaaaa agagcgtatt attaccttta cttctaaatt
  1808821 taaagagagt aagctaaaga ttttttatga ggagattgca tattttggcg aaaggtttgc
  1808881 aagatcgttc ggtaaagtaa ttgaagcgca gtttttaatt gcggttgtaa attgtattct
  1808941 tactgttatt gcattaattg ttttaggatt tccacagctt ctcgtattag ctgttatgat
  1809001 ttttctacta gggttgattc cagttgcagg tgtgattatt tctttatttc cactttgtat
  1809061 tattgcttat aacgtaggcg gagttatata cgttgtgtac atacttgtgt tcattacagt
  1809121 catccatgct cttgaaagtt attttttaaa cccgaagttt atgtctgcga aaacaaattt
  1809181 accaatcttt tatacattta tgattctcat tttttcagaa catttccttg gaatatgggg
  1809241 gcttattatc gggataccaa tcttcatctt tttattagat gtacttgatg taaataatga
  1809301 ggaatcgatt aaaaaataga aaataaacaa aaaagcaatc caaaataaat tggattgctt
  1809361 tttcacatat atgattaaag aacaggagcc attgtttctt tcaacacttg aactgagtga
  1809421 tcaaatttta attcttcgtc ttcacttaat tctacttcta aaatttcacg cacaccgccg
  1809481 cgatttaaaa cagcaggtac accgatatac acatcttttt gaccgtattg tccttctaaa
  1809541 tatgccgaaa cagttaatac actattttcg tcgtttaaaa ttgccttagt aacgcgtaga
  1809601 agtgacatac caataccata gtatgttgca ccttttcgtt caataatatg gtaagctgca
  1809661 tcacgaacgt ttatgaagat tttgtctaaa tcttcttgat tatacgtatt gtctttttca
  1809721 agcagtgttt gtagtttttg aataccaact gatacgtgac tccaaacagg aagttccgta
  1809781 tcaccatgtt ctccgataat ataagcatga atgttgtgtg gaccaatatt gaagtactca
  1809841 cctaacatat agcggaaacg agcagaatca agtgttgtgc cagaaccaat tacgcgttct
  1809901 ttcggtaaac cagattcttt ccaagttacg taagttaaaa tatcgacagg gttagttgcg
  1809961 attaagaaga taccatcaaa tccgctatcc ataatactgc gcacgatttg tttaaagatt
  1810021 tttgcatttt tctcaactaa atctaaacgt gtttcgcctg gcttttgtgg taatccagcc
  1810081 gtaatgacta caaggtcagc atctttacaa tcttcgtagc tacctttcca tactctagtt
  1810141 ggagctggag caaatggaac ggcatgactt aaatccatcg cttctccttc agcttttgct
  1810201 tcgtttacat caactaaaac aaattcttca gctacagctt ggttaatcat gcagtaagca
  1810261 taactacatc caactgctcc tgttcctact aatacaacac ggttaatacc ttttttcatt
  1810321 tcaaaattcc tcgcaatttc attgatttta ttatgtaaga taatacgtct tacttctata
  1810381 gattcatatc tagtttatta cattttataa aagatattca agtatttgaa aatgtatccg
  1810441 tgcaatttct tgcataaaac ataggaagta agttaaccga atataatgca ataaaatcct
  1810501 ttattgaagg agaaaaggcc atgatgcagc cattaacgat ggaaagaatg ctccatatta
  1810561 ttaatgtggg gctcgttaaa acgaagaatc caaagcagat tattattgtt ggtgcaggaa
  1810621 tttcaggatt agttgcagca tcgttattga aagaagcagg gcataaagta acaattttag
  1810681 aagcgaataa tcgaataggc ggaagaatat atacgatccg tgaaccgttt agcagaggtt
  1810741 tatattttaa tgcaggacca atgcgaattc ctgatacaca caagttaact ttagcttaca
  1810801 ttcgtaaatt caaattaccg ttaaatcttt ttataaataa aaccgcttca gatattattt
  1810861 atacgaataa tattaaaaag agattaagca tattcgaaaa aaacccaagt atacttggat
  1810921 atcctatttt agagagggaa aaaggtaaaa cggcagaaga gttaatgtta gaggtattag
  1810981 aaccgattct aaattatatt aagaaagatc ctaataagaa ttggagtatt gttgagaaaa
  1811041 agtataaagc atattcgctc ggcacatttt taactgaata ttattcagac ggtgcaatag
  1811101 atatgatcgg tgtacttctt gatatggaag cgtatatggg aatgtcttta attgaagtat
  1811161 tacgagaaat ggtcttcttt acttcaacga cgaaatatta tgagataacg ggcgggatgg
  1811221 atgcattacc aaaagcattt ttatcgcagt taaatgagaa tatatttatg cggtataagg
  1811281 ttgaaaaaat tatacaagaa aatagcaaag tgatgataca agtaaaccat gaacaaacta
  1811341 ttgagagatt tatggttaca ggtgatgttg caattgttac gatcccattt tcagctttac
  1811401 gttttgttga aattcagcct tacaatctat tctcttatta taaaagacga gcaattcgtg
  1811461 aattaaatta tattgctgca acgaaaattg cgatagagtt taaaagtaga ttttgggaga
  1811521 aagcgggaca gtatggcggt aaatctatta ccgatttacc tatacggttt acatattatc
  1811581 cgagttatgg tattcataca ccaggggcag ctaccgtttt agcaagttat acgtgggcag
  1811641 atgaggcgtt aacatgggat agtttaccgg atagagaacg cattcgttac gcattaaaaa
  1811701 atttagcaga aatatacggt gagatcgtct atagtgagtt tgtcactgga acatctttta
  1811761 gctggagtaa aaatccgtat tcttgcggtg catttacagc tttcgaacca ggccaagagc
  1811821 tcgagttatt tccgtatatt acatcaccat ctggaaaagt acattttgca ggagagcata
  1811881 cgacattaac acatggatgg atgcaaggag caatagagtc tggaattcga gttgctcatg
  1811941 aagtaaacga aaagtgaaca tatatttaca aatcacgact cttttaataa aataataaat
  1812001 ataaatcgta attattacgc tttgaatacg tttgaaataa agaaatggat ggtcgatcaa
  1812061 atgaataaag tagaaattca tatattaggt ggctttttag gtagcggaaa atcaacatta
  1812121 ttacaaaatt tattgttagc ggagaaaaag aagaatagaa aagttgcagt attaatgaat
  1812181 gaaattggtg agtactcggt agatacagat attattggaa aagagaatgt tttaagggaa
  1812241 cttctgaaag gatgtatttg ctgtacgtta aaagaagagc ttgaaataca gctgcattcg
  1812301 ttatatcagc aagaaagacc agatgtcatt tatatagaaa cgacaggtgt tgcgcatcca
  1812361 attgaagtgt tagatgcatg tgtatcacca attttagcac ctttcttaga agtgaaatca
  1812421 atagtagtcg ttttagatgc agtaaggtgg ttaaatcgaa gtgtattaag tgcaaatgtt
  1812481 cagcaattat tacatgagca attgaagttt ggtagccaca ttttaattaa taaatcagat
  1812541 ttactaatag aggcggataa gaacaaagta attgaagaag tgaaagcgat aaataatcat
  1812601 gcgaaattgt ttgaaacaaa atattgtaat atttctttag aagacataga agaagctgaa
  1812661 tttacgaatg acacggaaca tgagacacta catgtaaaac agcatttaca tatacaaacg
  1812721 atgacgtatc aatttacgaa atcaattgat caagataaat tatacgaatg gctttcgaat
  1812781 ttaccagata gtatttatcg tgtgaaaggt tttgtgaaat ttcatgggga caaatatcct
  1812841 cacttattcc aatactcgtt cggggtacca actttactgg aacaagactt cggtttccca
  1812901 acgaacctgg tagtaatagg ggaagggcta gataagaaac aattggctga agggttagag
  1812961 aaagtggaac ttaattctaa ttaagattaa agtagctgcc cacaagtcgg tgaaaccgac
  1813021 ttgtgggcag cctttttatt tcttatgagt aaccatttag ctacttgtat tcatgttaaa
  1813081 tagtcactct tttagtattt tcgttttcca agataaacat ttacactagt actagagtct
  1813141 ctactaaatt caattttgcg accatctaat tctattgttc gagagcttgc agtaggattt
  1813201 ttaattagac tatacagata atctgcttta gttggtagta gtgtattgag aatttttttc
  1813261 accggctcgt ttaatacagg atcatcacta tgaatagaca ttctatatgc actgtcatca
  1813321 tagggagaaa aattaaaatg cataatgcca tcatatgttt gaccagtttt agtgaataca
  1813381 tagttataat cggtttttaa aaacccagaa tcaattagta tattctcaat ttctttgtac
  1813441 ttatcctcat cttttgcagg aatagaatca ggaataaaat aagggcttac attaattgct
  1813501 ttatacataa acgttgcaaa ttgttctctt gttacattca tttctccgcc atattgatag
  1813561 tttccaatcc cttttgtaat gccattacta tacaatgaac gaacagagtc tgttgcccaa
  1813621 aaattatttg gaacatcata gaaaaggtca tttgttttta caggtaaatg aaaagctttt
  1813681 tgtaaaataa cagccatttc atatcgagtt aatgtatcat caggtctaaa cttgtcagtg
  1813741 ctattgtccc ctgtcataag tcctttttga gcaactgctt taatattgtt ttcaaacata
  1813801 tgcccatgaa tatcagagaa atgtttattt gtagatccgg tattttctag ttttaagtat
  1813861 cttgaaataa tcgcagccac ttgcccacga gttacattgt ccccaaatcc aaattttccg
  1813921 ttaccataac cactaataat cttttgctca gttaaatggt caatcgaatc tttagaccag
  1813981 tgattcgttg gtacatcaat gaaatgttca gtttgcgcat gagcgttcgt tgcaccaaat
  1814041 aatgtggcgg taattaagcc tgttgcaagt acatgtttaa aattcattat gattcctcct
  1814101 aagtatataa aacaatagtt tctcactcat atccgatgct tataagtgat aatcaattat
  1814161 atattatatt actatattac ggttttgtaa aatatggatt tactttcata atattgctta
  1814221 aatgtatatg gtgttatgag agggtgggaa gtgtaaaaaa gtcaactgac gaggcattta
  1814281 tatgttctga ttaggaatgc gttataaaat tctcactaat taatatctag tcaaaagaag
  1814341 ccaaacttta ttggtttata gaaaaacagt tgcagatttt gtctaacatt aataattgta
  1814401 aaattcagaa atatattcat aatcaaatct aagaggtgat tcaggtgtca gaaaaaataa
  1814461 taatggatgt aaaaaaccta acaacaaaag ggttagaaac gagagagaaa ttattgtgtg
  1814521 ctgcagaaga ggtgtttggt agtaaagggt attacgaggc ttctatcgta aatattacac
  1814581 aagaagcaaa ggtggcgcac ggaacttttt ataattactt tccatctaaa aaagatatat
  1814641 ttgatgaatt gattcacaga ttgaaccgtg agttacgctt aattattaaa ggagaaatgg
  1814701 agggaatatc aagttacgaa gaggcacaaa ggagaggttt tcaggccttc tttcgatggg
  1814761 tgaaagatcg tcctaatcta tataatattg tacaacaggc ggtagttgtt gatgataatt
  1814821 tatatagatg gtattatgca aagcttgcaa atggattttt aaaaagttta tcggctggta
  1814881 tggaagcggg agagtttaaa tggcttgata aagaaacaat tgcgtattgt cttatgtcaa
  1814941 ttgggcaatt tttaggaatg cgatggggtt attgggaaga gaaagatgtt ccagaagatg
  1815001 tatttgaagc agcgatgtca ttaatatttg aaggattgag aaagagatag gggtgggaga
  1815061 atatgcaagg cattgcttat tggattgaaa aacgggccta tttacatcca gatcgcattg
  1815121 ccattattac agaagaggag gaaatgacat ataagcagtt acatgagtat gtaagtaaag
  1815181 tagccgcata tttaatttac gaattaaatg tgaaaaaagg agaaaggata gctattttat
  1815241 cgcaaaatag cttggaatat attgtgcttt tttttgctat agcaaaggta gaatgtattg
  1815301 ctgttccact aaatatacgg ttaacagaaa atgaactaat atttcagttg aaagatagtg
  1815361 gaactacagt tttatttgta gagaaaacat ttcaaaatat ggcattgtca atgcagaagg
  1815421 tatcgtatgt acaaagagtt atttcgatta caagtttaaa agaaatagaa gatagaaaaa
  1815481 ttgataactt tgtagagaaa aatgaaagcg catcctttat tatatgttat acatcaggga
  1815541 caactggaaa accgaaagga gctgtactta cacaagaaaa tatgttttgg aatgcgctta
  1815601 ataatacatt tgcgattgac ttaactatgc acgaccgctc cattgtgtta ttgcctttat
  1815661 ttcatattgg tggtattggc ttattcgcat ttccaacttt atttgcaggc ggtgtaatca
  1815721 ttgttccaag aaaatttgag ccaaccaaag ctctttctat gatagaaaaa cataaagtga
  1815781 ctgttgtgat gggggtacct acaattcatc aagcattaat aaattgttca aagtttgaaa
  1815841 ctacaaattt acaatcagtt cgctggtttt ataacggtgg tgctccatgt ccagaagagt
  1815901 tgatgagaga atttatagat agaggatttt tatttggtca aggcttcggt atgactgaaa
  1815961 catcaccaac cgtatttatg ctttcagaag aagatgcaag acgtaaagta ggctcgattg
  1816021 ggaaacctgt tctgttttgt gattatgaac ttattgatga aaacaaaaat aaagttgagg
  1816081 ttggtgaagt tggggagtta ctaataagag gaccgaatgt aatgaaagag tattggaacc
  1816141 ggccagatgc aacagaagaa acgattcaag atggttggtt atgtacgggt gatttagcta
  1816201 gagttgatga agatggtttt gtatacattg ttggtagaaa aaaagaaatg ataatttccg
  1816261 gtggtgaaaa tatttatcca cttgaagtag agcaagtcat taataagctt tcggacgtat
  1816321 atgaggtagc ggtcgttggt aggcaacatg taaagtgggg agagattcca atcgctttta
  1816381 ttgtgaaaaa gagtagcagt gtattaattg aaaaggatgt cattgaacat tgtcgtttat
  1816441 ttctagcaaa atataaaata ccgaaagaaa ttgtttttct aaaagaattg cctaaaaatg
  1816501 caactggtaa aattcaaaaa gcacagttag taaatcaatt gaaaagtagg tgaagagatg
  1816561 acgatgtata gcactggtca acaggcgtca tgtagtaaaa caattacaga aacggatttt
  1816621 gtattatttg caggtttgag tggggatttt aacccaatcc atattgatca tgagtatgcg
  1816681 aaacaaacta gatttaatca aagaatagca catggtttac taacttctag tcttttatca
  1816741 caattacttg gtattcattt acctggaaaa ggatctgttt atatggaaca aactattaaa
  1816801 tttacagcac cagtttttat aggagataca attacagcaa cggctacagt acaagaattt
  1816861 atgatggaaa agagagtttt gaaattgtta acagagtgtc ataaccaaaa aggagattta
  1816921 gtattaacag gtgtagctac aatgatggtg ccaaaataag gaggagtagt ctaatgaata
  1816981 ttgggattga agcgactggt gttttcttcc caaaagacgt agagacggct gtagatctat
  1817041 ctaagaaaac aggtatccct gagaatatta ttatagaaaa gtttggctta tatgaaaaac
  1817101 atgtcgcaga cgaaatgatg catgcatcag atttagctat tgctgctgca aagccaatat
  1817161 tattacaagt aaatcctcag tctattgatg tagtcattta ttttggcagt ccacataaag
  1817221 attaccacgt atggtctagt gccccaaaaa ttcagcatga acttggattg aaaaatgctt
  1817281 atgcttttga aattatgaat gttagttctt gctttccaat cgctctcaaa gtcgcaaaag
  1817341 acatgcttta ctccgataac tcaattgaaa atatattatt ggtaggtgga tgtaaagaat
  1817401 ctcaaattgt agattatgat aatccacgct cgcgttttat gtttaatttc gctgatggcg
  1817461 gaagtgcagc tttagtgaaa aaagacgcta aaaacggtga aatattagga agtgcgataa
  1817521 taacagatgg ttcatttcat gaagatgttc gtatcccagc tggtggatca aagcaggttg
  1817581 cgagctatga tacagttgag aatcgacaac attatattga tgtaatagat cctaatagta
  1817641 tgaaagaacg tctagacccg atttcaatcc ctaattttga caaggttatt cgggaggcgt
  1817701 taagaaaaag tggatatact cctaaagata ttaaagtatt gttaccactg catacaaaac
  1817761 gttctatgtt aatagaattg atacaggggc tagggctaac ggaagaacaa gtcgtatatt
  1817821 tagatcatta tgggcatatg tcagcgcttg atccgtgtat tggtcttcac tttgcaaatg
  1817881 aacaaggaaa attacaggcc ggagatattg cagtagtagt tagtgcaggg actgggtata
  1817941 catgggcagc gactgtgatt aggtggtgaa aaattctaaa tgaacatatg agaaatggag
  1818001 gtatttggaa aggggcggcg aatgtaatgg tacttcatta aattttctca acagatttgt
  1818061 ttgtatgatt caaagaaaaa gtcataatta cgggtggata actttggcga gattgattct
  1818121 atcagaaagt aaagtatggg gaggatcaca atgtcgatga aaaaacgtaa atggctaaga
  1818181 atgatggcta ctggttgtgt tttaggttcg ttattaataa cggcagcttg ttcaggaaag
  1818241 aaaacaagta cagaggatga aaagacgatt aaggtagggg tgcttgcatc attaacaggt
  1818301 ccattagaat cgtatggaaa acaaacaatg aacggatttg aattagggtt agactatgca
  1818361 actggtggaa ctgggaaggt ggaaggtaag aagattaagt ttgttgtcga agatacggaa
  1818421 acgaaagctg atgtagcagt taaaaaagct acgaaattat tagaagaaga gaaagttgat
  1818481 tttttagtcg gatcttctag ttcaagtgat acattagcgg ttttaccact agcggaagag
  1818541 tacgaaaaaa taatggttgt agaaccagca gtggcggata gtattaccgg caagaactgg
  1818601 aataaatata tttttagaac aggtagaaat tcctctcaag atgcagtcgc tggtgctgca
  1818661 gcaattgcta aaaaagatgt gaaaatagca acgttagcac aagacaatgc atacggccgt
  1818721 gaaggaattt cggcatttaa agctggagcg aagaaattag gtgcaaatat tgtaaacgag
  1818781 caatatgctg atacaaattc gactgacttc actgcaaata ttcaaaatat cattagctca
  1818841 aaaccagatt atttatttat cgtttgggca ggggcaaact caccttggaa acagttaaaa
  1818901 gatatgaatg tggaagcgca aggtattaaa atttctacag gtgcaccaga tataccggca
  1818961 ttaaaaacga tggatgcgtt agtaggaatg caaggttttt ctgtttatta tcatacactc
  1819021 ccgaaaaata aggtgaatga ttggttagtg gaagaacata aaaaacgatt taatggtgcg
  1819081 gtgcctgatt tatttacagc aggaggaatg tcagcggcaa tttcaattgt agaagcgtta
  1819141 aagaaaacaa aaggtgatac agatgtagat acattaatta agagaatgga aggaatggaa
  1819201 tttgatacac cgaaaggaaa gatgaagttt agagaaaagg atcatcaagc gatgcagaca
  1819261 ctttattcta tcacattgaa aaagcaagat ggtgttgatt atccggtgcc agtattagag
  1819321 cgagaattaa cgatgaaaga gacagagcca ccagttcaaa gtaaatagac tgaattttct
  1819381 gttgttttta tataaagagg ggacaccctc tttatacgta tttctttcat acttaaagct
  1819441 tgaaagggag ggatatcgtg acacatttgc tagaaacgaa aaatcttagc gtatcttttg
  1819501 gtgagcatca tgttattaaa gatgtgaatt taatagtaca aaaaggaaag ctcatttcca
  1819561 ttattggacc aaatggtgca ggaaagacaa cgttatttaa tttactaagt ggacaaattt
  1819621 ctccaacgaa gggtgaagta tattttaaag gtcaagagat tacaaaatta tcaatttcgg
  1819681 atcgaactcg attaggaatt ggtcgttctt ttcaacttac aaatatattt ccagagttaa
  1819741 cggtacttga aaatgttcgt ttaagtgttc aatcatttgt tcaagattac tatagttttt
  1819801 ttccgagttc ggcaaaattt aagcaacaag ttggagaggc gagacgtttc ttaaaaacag
  1819861 tattacttca ggagaaagaa catgtattag cgaaagattt agcgcatgga gaaaagcgaa
  1819921 aattagagct tgcgatgtta ttagctttaa aaacggatgt gttattactt gatgagccaa
  1819981 cggcaggtat atcagttgaa gaggtaccgg ctattttaca agtgattgaa aatataaaaa
  1820041 aacatccaga gagtacgatt gtacttattg aacacaaaat ggatatggta ctaggtttat
  1820101 cagaccatct tatcgtttta ttccatggag agttattggc ggagggtatg cctgaagaaa
  1820161 ttatgaaaga tgagcgagta caaagtgctt atttaggggg attatatagt ggcactatta
  1820221 caagtgaata atatagagac gtatttagat cagtttcata ttttacaagg ggtatctctt
  1820281 gctgttgaaa aaggaacgat tactgtactg tttgggagaa atggtgcagg gaagactacg
  1820341 acattacgtt cggttatggg atttcaccat attgcacatg gtgaaattta ttatgatcgt
  1820401 acacaagtaa atggattgtc tacacattta atttcaagga aaggaatagg gtatgtacca
  1820461 gaaaatcaag gtatctttca cgacctgaca atagaagaaa cattcgctct tgctagaggt
  1820521 aagggtgaag aagcggaaga aaaaatagaa tggatgcttg aactatttcc agatttaaag
  1820581 caattttggc acaaaaaaag cgggctctta agcggaggac aaaagcaaat gctagcaatt
  1820641 tcaagagcgt ttattaatag tgatggttta ttacttattg atgagccgag taaaggcttg
  1820701 tcccccatta tgatagaaaa gttaatgata gccattttaa aaatgaaaga gaaaacaaca
  1820761 gttttactcg ttgaacaaaa ttttatgatg gctagtcaaa ttggtgatta cttttatatt
  1820821 atggataatg gaaaaattgt tcataacggt tttatgcatg aattaaaaga ggataaggaa
  1820881 atgtgtcata aatatttagg aatctcttaa catgaatccg aggtgagaag gatggatgtg
  1820941 ttaatcaatt tatttgtaaa tgggatttca acagggatgc tcattttttt attagcatca
  1821001 ggtctttcgc ttattttcgg tttaatgagt gttctaaact ttgcacatgg tggtttattt
  1821061 gcgtggggag cctttacagg tgtttggtta tttaatatga caggtagtta cgtattagcg
  1821121 ttaattggag caatagctat gggaatgttc cttggattca ttttagaaag attccttatt
  1821181 agaccggtat atggaaatca tgttcgccag cttcttgtta cgcttggagg aatgcttgta
  1821241 cttagtgaat gtattaaagt attttgggga ccaaatccaa ttggggcaaa gttaccgtta
  1821301 tggctacaag gaagttttac attcggaggc gttatattaa ttaaatatcg tctatttgtt
  1821361 attttaattg ggattatcat ttacgttgcc ttactattat tgctcaaaaa aacaaagata
  1821421 ggtcttatga tacgcgcagg tgtaatggat aaagagatgg ttcaagcgct cggtattaac
  1821481 gtaaaagcga tattttcttt cgtcttttta ttaggagcag ggatggcagc gttgggaggt
  1821541 ttcttattag caccgtattc aggtgttatt ttcgccgaaa tgggtatgca gtatgcgatt
  1821601 ttagcgttca tagtagtaat cattggagga ttaggaagcg tacaaggttc agcaattgct
  1821661 tctttaattg tcggattagc tggtgctttt acagcgtatt ttataccgga tttatcactt
  1821721 gcaatcaata tgttaatgct actgtttttc ttaatcgtga agccaaatgg acttgttggt
  1821781 gaaaaggggt gaaatggtga acagcacatc aaatcgaatt aaagtatact tcggagtatg
  1821841 tatgctcatt tgtttaagtg tatttccatt cgtaaatgat tcacggagct tgttaatttt
  1821901 gttcactcaa atcttcatct ttgctatttt tgcaatgagt tttgatgtat tgcttgggta
  1821961 tacagggatt gtatcatttg gtcattgtat gttctttgga ataggagcat atggcgtagc
  1822021 gcttttattt gatcgacaag gagtatccat aacgaacttt tttataggga tagtagctgc
  1822081 aattatcatt tcagccattg ttagttatat aattggtttg ctttctttac ggctgaaaag
  1822141 tcatttttat gcaatgttaa cacttgctat ttcacagttg tttttcgtac ttgctgaaaa
  1822201 atggcgtggg ctcactcacg gaggggatgg ttttacattt ggtgtaccag acgtattccg
  1822261 tgatcgcttt acgctttatt atgtaacact tatatgttta cttatcattt ttgttctgtt
  1822321 acgtcttttc acaaaatctt ctattggaaa agtattaaag gcaatttcac aaaatgagca
  1822381 acgtgttgaa gcactagggt ataaagttct tcattataaa attattgcta gtgttgttgc
  1822441 aggagtagta gctgcgataa gcggtggttt atttgttatt actttacgct ttgttaatac
  1822501 aactgtattt tcaattgaaa tgacattaaa tgcattattg atgacgatga ttggaggcgt
  1822561 tggaacgtta attggagcaa ttgctggagc tggaattatt gaatctctaa aatattattt
  1822621 atcagaacta gctacagagt atccgatttt tgaacgatgg acaattattc ttggtttatt
  1822681 gtacattatc gtattgctag ttttcccgaa aggattagtt ggcacggtta agggtttgaa
  1822741 gaatatgaaa cggaataaga aggagaaacg tgcagaagtg gagcaaaacg tgtgaaaaat
  1822801 cgattgtata aaatatgaaa atccctcttt tagattcgta aaggagggat tttttattaa
  1822861 ttaaataatt catcagggat gtgttttgaa gagttttgat ttgtgaaaaa atggacagtt
  1822921 aatttctcaa tttgaacatc ttcaattggt accaatttat cattattaat cggtaaaaag
  1822981 gctatgcctt ttccgtcctg aatatactct tccataagcg aataagaatg tagttgttga
  1823041 agttgacgct gagataaatt attttctttt agaaattgaa tggtcttatt tctaaaaggg
  1823101 cactttttgt cattgctaac gaagaagagt tcctttgaat agtcaacggt acacttttct
  1823161 ttcgctttta ataaaccgat agaaattgaa gtggaaaata cttttttaaa cgctgtgtcc
  1823221 gggtaatcct cataagtaat gaccatatca actttttgtt gctgcagtaa tttttgcaaa
  1823281 tgactactat tttctacata tatttgataa ttcctgaaat tttctttaat gcgcttactt
  1823341 acataattag tcaaaattga ttgtgacgtc gctattacat aagaagaacc acacatttta
  1823401 attttatctc tcgcttcttc tactagcgtt aatatttgat ttgtgtagtc tagtaaaata
  1823461 tcaccagaag gtaacaacga aacgcctttg ttatctctat gtagtaaagg tgtttctaat
  1823521 tctagttcta attttttgat tcgctcagtt acgtttggtt gaacatatcc taactctttc
  1823581 gcagctttac taatagaacc ttcgctagct acagttttga atataataag atcatttatt
  1823641 tccatttatc acagctcctt atacgatatc attataaatg ataccaagca taagttatac
  1823701 ctattttacg ttagtcagtc atcgctttat cattatgtat ataggataga aagtgagtga
  1823761 taaacatgat tggaatgcaa tataaggtca ttttgccgaa agattatgat atggagatta
  1823821 ttaggaatag ggtaaaggac aatgggcata aaacggatgg ctttcaagac ctaaatttta
  1823881 aagcttattt aattaatgag gcaggtaaag acgggaattt ctataactgt tatacacctt
  1823941 tatatatttg gaatggtcat gaaggaatga acaaatttat ctttgaaggg tattacgata
  1824001 atattttaca atcgtttggg tggcaacaaa taaatatagg tgttccatta gttgttaatt
  1824061 taagtgatga ttttaaaaaa agtagatatg ttgttgagta tacagggagt atttctcaaa
  1824121 gtaattcact gagagagact caattaaaca ctatgaatga gaatgtacaa aacatagaaa
  1824181 aatgtttagg aaatataatc atttataatc cagataaatg gggatatagc catatcaggt
  1824241 tttataatga aaagcctgat atggtaacga ataaagatgt tacagtatat gagattttac
  1824301 acatttcacg atgaaaattt gttgaagttt aagaaaaggg atgaaaatgt atgccttttg
  1824361 tgaacgttta ttatcatgaa aataaattaa ataaagaaga aatcaaaaag gtaggtgaat
  1824421 gtattcatct ttcattaatt gaacatttta acatccctga aaatgattat tttcaaatgt
  1824481 ttttacctta tcaacaaaat caatttttat atgatccata ttatttatta gaaagaggag
  1824541 aaaagagaac agagaatatg atgtatgttt ctattacatg tggacaggga agaacgataa
  1824601 aacagaaaag tgatctgtat caatcgatat cctcgaaggt ttctgaatgt tctagtataa
  1824661 aacgtgcaaa tatttttatt acggtaaatg agacatctgc agaaaattgg tcatttggtc
  1824721 aaggaatggc acaattggta aaagtgaagg gggagtgaaa tgatgaatgg atccattgaa
  1824781 tattgtattc aagagaaaat gagagaaaag gcacctgcat ttgctcatta tagtgaaaaa
  1824841 atattgttcg aggaagtgtg gcgggatgac actttaacat taagagaaag gagtttatgt
  1824901 acagtgtcgg tattaatcag tcttggtaat acagaacaat taccatttca tttgcgactg
  1824961 gccaaacaaa atggaattaa agaaaatgaa atgattgcat taataacaca tatggctttt
  1825021 tatgttggtt ggccaaaagc tgtgtcggct ttcttatcgt tatttatgta atactctaat
  1825081 gagatatttt tcacgttttc tcttgctttt ttatcacttg cgtagtaaag tgatagtaag
  1825141 attcacgata ggaagtgatc aaacatgcgt gataatacga taggatcatt aatatggtta
  1825201 cgtttaatac gatttacgaa tcaaagtaat cagatgtcaa atgagttttt aaaacgtttt
  1825261 gatttaacga ctgctcaatt tgatgtgctg ttgcaaatac gtacgtatca gccactaaca
  1825321 caaatggagt tagctgaaaa ggtaactgtt acacaaggcg gtatttctcg aatgttaact
  1825381 cgtcttgaaa aagaaggata tattgtacga aaacaagatt ggaagacgaa aacaattagt
  1825441 cttacagagc aaggagaagc agctttagag agagcattgc cagagcaact tgcatttcaa
  1825501 tcatcttttt ttgatgatgt attaaatgaa gaagaacaga aaatattata cgagctaatg
  1825561 acgaaagttc ataagcacag tgaaaaaaaa gaattaccga aagagtaatt ttttttacac
  1825621 tgtcaattga ctaatcaagt gaagttgtag gcaatagaaa aatacatttg acttacaaac
  1825681 gtttttataa gagaaactaa taacacttca ttaaaggaga gagtaatgat ggaaaaatac
  1825741 cgtatggata caagtaaagg gatggagttt ggattatatt cgattgggga tcacgtttta
  1825801 aatccgcata atggagagaa aattagtacg gaacaaagaa ttcatgaatt aattgaaaca
  1825861 gctaagttag cagataaagc tggacttgat gtatttgcta tcggagaaag tcatcaaacg
  1825921 cattttacaa cgcaggctca tacagttatt ttaggagcta ttgcacaagc tacgaaaaat
  1825981 ataaaaattg caagttcggc aacgataata agtacttctg atccggtacg agtatatgag
  1826041 gactttgcta caattgactt aatttctaat ggacgtgcag aaattgtggc tggtcgtgga
  1826101 tcacgtattg ggggatatag tttacttggt tatgacgtaa atgattatga agagttattt
  1826161 gaagagaaga tggatctttt actaaaaatt aataaagagg aacatgtaac atggaatgga
  1826221 cagtttagag caccgcttgc acatgcatcg gttattccaa gagctaaaaa taataattta
  1826281 ccaatttggc gtgcagttgg tggcccacca gctagtgcga ttaaagcggg acgcgcgggt
  1826341 gtaccaatga tgataacaac actaggtggt ccagctatta actttaaagg atcagtagat
  1826401 gcttatcgtg aggcggctgc gcaaagtgga ttcaatccag caagtttgcc agttgcaaca
  1826461 acgagtttat tttatacagc aaaaaattca caagatgcac ttagtgaata ctatcctcac
  1826521 attaatgctg gtatgcttac actacgcggt ggtgagtatc caaaacaaca atttacaaat
  1826581 gcattagatt accgtgacgc gttaatggtt ggtagcccgc aacaaattat tgaaaaaatg
  1826641 ctttaccaat atgaattgtt tgggcaacaa cgctttatgg cacaaattga ttttggtggt
  1826701 gtaccatttg ataaaattga gaaaaacatc gaattaattg ctactgaaat tttatcggct
  1826761 attagaaaac atacagcaaa ataatttgaa aaataccgag agtctaatcg attctcggta
  1826821 tttttctatg tattgattta gtttgaaaaa atgacaaaaa aatgaatttt tagtatagaa
  1826881 agtgggagta gactttctat ttttgaataa cattattttg tgtttgaatt ttaaaaatac
  1826941 attttcctct tgacaaaaaa ctcactgatt tcttcgttgg ttcagaggac gttttttcac
  1827001 gtgaaagtca agtgtatgaa gagggaaatg attattttat tgatatgaaa gtaagtctta
  1827061 tattaaaaaa atacatttta ttaatgagaa aaatctaatt caagaaaatg acaaaagaca
  1827121 tatttcagac aaaatgatgt caataatacg tcaaaaatca gctgaattta ctatgcaggt
  1827181 atattataca attcgattaa cggataaaac actactgaaa tagtgaaaag gtaaatttta
  1827241 tgagaaagtt cttttgtaat tatcttgaaa actgaaaatt tatattttct aaaagtacat
  1827301 aaacaaattt atctttctat atttctaaga attgagttgt tttattcata caactcaatt
  1827361 gaaattacga tataaaaaat tatgaaggaa gtgattgtag tatggaaacg ctcgaattgg
  1827421 cacgaataca attcgcatca acaacgattt tccattactt ttttgttccg ctgtctattg
  1827481 gtttagcttt tatcattgcg ttaatgcaaa cgttatatgt agtaaaggga caagaaattt
  1827541 ataagaagat gacgaagttt tggacgcaaa tattccttgt taactttgcg gtaggtgtag
  1827601 taactggtat tctacaagaa ttccagtttg gtatgaactg gtcaacctat tcacgtttcg
  1827661 taggtgatgt gtttggtcca tcacttgcaa ttgaaggttt attagcattt ttcattgagt
  1827721 ctacattttt aggtttatgg gtattcggtg aggataaatt accgaagcga attcaccttt
  1827781 tatgtatttg gctcctttca attgggacaa tgctatcagc gttttggatt ttaactgcaa
  1827841 gtgcatttat gcaatcgcca gtaggatatg aaatggcagc agatggacgt gcacaaatga
  1827901 atgatttctt agcaattatt caaaacccac aattatgggt acaattcccg catacaatta
  1827961 cagcggcaat tgcaactggt gcattcttta ttgcaggtgt gagtgcatgg aaaataacga
  1828021 aagctcaaga aactgaagtg tttaaaaaat cattccgcat ttctatcatt gttggaacac
  1828081 ttacaactgc gctagtatta ttcttcggtc atgcgcaagc gcaacaatta attaagacac
  1828141 acccaatgaa aatggcagca gctgaagcat tatggaatac gagtgaggat ccagcgccat
  1828201 ttacagtatt tgcgaaaatt gatgcagaga agaaagaaaa ttcgtttgaa attcaaatcc
  1828261 cttatatgct aagtctatta tcatatgata aatttagcgg tcaagtagaa gggatgaatc
  1828321 aaattcaaaa gcaatatgaa gaaaaatatg ggcctggaga ttatattcca ccagtacaca
  1828381 cgatgttctg gagttttaga gcgatggtaa tgagtggaac atttatgctt cttctagggg
  1828441 cgtacggatg gttcttatca agaaaagatc gattagctga aaaaacttgg tatttaaaat
  1828501 taatggtgta tgcaatttca ctaccgttta tcggtaatac agtaggatgg attatgactg
  1828561 aaatgggacg tcagccttgg gtagttttcg gtgttatgaa aacggaagat gctgtatctc
  1828621 caaatgttac gttcggagaa gtgttattct ctttagtttc attcacatca ctatatttaa
  1828681 ttataggtgg aattactatt tacttattcg ttcgtattat taaaggacat gagaataaga
  1828741 aaacgaaaca ggattctcaa agccatgatc catttgataa ggaggaagag tatgttatct
  1828801 cttaatgagt tgtggtttat cattattgca gttttattcg taggcttctt tgtacttgaa
  1828861 ggtttcgatt tcggtgtagg tatagtttca agatttttag gggaaaacga tttagagaaa
  1828921 agaatatact taaatacaat tggtccattt tggcacgcga atgaagtatg gcttgtttgt
  1828981 gctggtggtg ctatgttcgc ggcattccca cactggtatg caactttatt tagtgggttt
  1829041 tacattcctt ttgtgtttat gcttctcgcc ttaattataa gaggtgtttc ctttaaattc
  1829101 cgtgcgaaaa tagacaatca taaatggaaa ggtttttggg attggggtat gtttttagga
  1829161 agtttactac cacctattct gtggggagtt gccattgcta actttatggt aggtattcca
  1829221 attgatgaga cgaaaaatgc tgtaggtgga ttcttacaat tacttcatcc atttgcatta
  1829281 cttggaggag ttatgttcct tctgttatgt attgttcacg gattgcaatt cctgactata
  1829341 cgtacaactg gtaagttaag agaacgtgca cgtattgctg cgttgaaaat tgcaccgctt
  1829401 gcaattatcg cacttcttat ttttgctggt gttggattat ggaaaacaga tattttcact
  1829461 ggtcatggta aagagtggat tatggttccg attggagctt ttgtagcatt atgtgcgtca
  1829521 acattattaa ataaaagaag aagagatggt tgggctttct ttatgacaag tttaacaatc
  1829581 attttactaa gtgcgagtgt gtttgccggc atgttcccac gtgtcttaat tagttcgtta
  1829641 gggtcaatat acgatttaac aatttataat gcagcatcag gggattatgc actaaaactg
  1829701 atgacgtatt tttcaattgc tatattgcca tttgtattgg gaagtcaaat atggagtttt
  1829761 tatgtgttta gacaacctgt taagtcagat aaagatttgg agtactaatg aaaagaaaaa
  1829821 gaggacttcc gtcgtatcct ggtagccgag ttttatatgt agtgctaaca atcattagca
  1829881 ttttagaagc ttttagtatt attgcacaaa cagtgttttt agcgcgggct attacgttcc
  1829941 tatttcaggg ggaagcagtg caatctgtgt taaatgaaac tgtttatttc ggaatcgcgt
  1830001 ttgcagtacg tcacttgcta gttcgaatat cgcaaatatt agtggaacgt tttgctgaaa
  1830061 aaacaggatc gctactgaga aaacaattaa tagaggcata tttcacatta ggtccacggt
  1830121 atgttcaaac tactggaaca ggtcatctgg ttaccttatc aatagagggt attgagaaat
  1830181 ttaaaacata tattgaatta actattccta aaatgattag aagtagtatc gtaccgggac
  1830241 taattgtact atatgttttt acactagata tggagtctgg aatcatttta gttgtaacga
  1830301 ttcctatcgt aattgttttt atgatcctac taggattagc agcgcagaaa atggcggata
  1830361 gccaatatga aacatatcgt gttctttcta atcattttgt agatacgtta aaaggattag
  1830421 aaacattaaa gtatttaggt caaagtaaac aacacgaagg aaagattgaa aaagtaagta
  1830481 aaagatatag aaaagcaacg atgcgtactt tgcgggttgc ttttctttct tcatttgcat
  1830541 tagatttctt tacgagttta tcaatcgcat ttgtagcggt cggattaggt atacgtttaa
  1830601 tagatgggac aattgtacta ttaccagccc ttacgatttt aattttagct ccggaatatt
  1830661 tcttaccgat taaacaagtt ggagcaaatt atcatgctac attagatgga caacttgcaa
  1830721 tggagcaaat agaagagatt ttacagcgac aaaaagaaat agggaagaaa gaatctaatg
  1830781 tagatctaat atggaattcc tctagtaact tgaaattaca agatgtaaaa gtaaagaatg
  1830841 atgaatctga aaaagctata ttagaggaaa ttgattttac ttggaatgga aatggcgcta
  1830901 taggcgtgat tggtgaaagt ggggcaggga aatcgacgtt aatcgacgta ttagctggat
  1830961 ttttaactcc ttcgagtgga aagatgattg taaatggtgt ggaaattgac gggtctactc
  1831021 gtgaagagtg gcaaaagaat attgcttata ttccgcagca accttatatt ttcccgcttt
  1831081 cattaaaaga taacatttgt ttctatgaaa caaatacaac tgatgaagaa gtggaaagag
  1831141 ttattaatga agtcggtctt cgttcacttg ttacatcgct tccgaatgga atgtatgaaa
  1831201 gaattggaga aggtgggcgt atgcttagtg gcggacaaga acaacgtgtc gcaatggcgc
  1831261 gagccctttt aagtaaaaag ccaattattt tattagacga gcctacggca catcttgata
  1831321 ttgaaactga atttgaaata aagcaagcga tgttacgtct gtttgaaggt aagttagtat
  1831381 ttcttgcaac acatcgtctt cactggatga aacaaatgga tcatattctt attttaaata
  1831441 aaggggaaat gatagaaagt ggaacctatg aagaacttgt aaagaatgag acattacatg
  1831501 ttcacaggaa agagagggga tagagatgag taactggatt aaaccgtatg tacagcaaaa
  1831561 taaaggtaga atgactgtaa ctattttcct tggtctgctt ggagttagtt caggtgcaat
  1831621 gctacttttc atttcaggtt atttaatctc taaatctgct cttagaccag aaaatgtaat
  1831681 ggcagtttat gtacctatcg ttgcaacacg tgcgtttagt ataggacaag cggtatttca
  1831741 ttatttagag cgtttagttg gacacgatgt tgtattacgc atattagaaa agatgagaac
  1831801 gaaactatat gggatagtag aaccacaggc gttatttttc cgttcgcgat tccaaacggg
  1831861 tgatatgtta ggggtattat ccgaagatat agagcattta caaaacctat atttacgtac
  1831921 aatatttcct agcatattag cattagttgt atatagcata ttcgtacttg ttattggttc
  1831981 atttgacgta gtgtttgcac ttattgcagg gtgtatgcta gcgattatcg tttttcttct
  1832041 tccatttata tcattacttt tgatgaagaa acatcatgtt actttaaagc aaggaagaaa
  1832101 ccgtttgtac caacaactaa cagatgctgt ttttggatta tctgattggc aagcaagtgg
  1832161 tagaaaagat gaattcattg ctaagtatgt agaacaaaat gatcagttgt taaaaatcga
  1832221 gaaaagaatg aagcgttgga atcatattcg ggacagtatc attcaattag tagtagggat
  1832281 tgtagtcatt tcaatgatcg tatggactgg aaatgaggcg gcaagtgaac tgattgcacc
  1832341 tactgttatt gcggctttcg tcttaatgac gttatctgtc acaaacgcgc ttattcctct
  1832401 ttcagatgcc atcgatcgca ttccatcgta tgtagaatct gctcatcgtc taaatcaagt
  1832461 agaaggtaaa gatacattac agtatgaaga ggaattacat ggagataaag agtatgttgc
  1832521 atcaaaacat atagatattg aattaaatca tgtatcgtat agttatccag atagcaatga
  1832581 atttgtattg aaagatgtat cattacaaat aaaagcaggg aagaaaatcg ccattttagg
  1832641 aagaagcgga acaggaaaat caactttatt aaaactgtta acaggtgcgc taagcccatt
  1832701 acatggtaaa gttttattga atagtgaaca tgctcacacg aatcttttat caaaatatat
  1832761 ttctgtattg aatcaaaagc cgcatttatt cgatacgaca attggaaata atgtaaggat
  1832821 aggcaaacca gaggcaacag atgaagagat atggaaagct ttagagaaag cacaattagc
  1832881 ttcgcatatt gcttctcttc cagatggatt acaaacgaaa atgcatgaga tgggaaaaag
  1832941 attttctggc ggggaaagac aacgagttgc atttgcaaga acgctaatgc aagaagcacc
  1833001 aatcatggta ctagatgaac ctacaatcgg cttagaccca aagacagaat tatctttaat
  1833061 agaaataatg ttttctgcaa cggaagaaaa gacagtaatt tggattacgc accatcttgt
  1833121 aggcattgag catgttgatg aagtaatatt ccttgatcgt ggtcaaattg tgatgcaagg
  1833181 tagtcatgaa caacttctga aagaaaatga gaagtataga cagctttatg aacttgataa
  1833241 aggaatatag tttcatttag tagttggttt ttttaaagta ttcattcttc ataaaaaaga
  1833301 atgaatgctt tttatttata tcccgctatt tgccgggcag taaaacctca cctcaaaatt
  1833361 cagggaaagc aaagaagtta gattagggcc tcgctgtcag taaaaaaaca attgagaatg
  1833421 actgattaaa gcttcatttt atgatagaac agagtatatc ttaacttgtt atgttttaaa
  1833481 ttttgctgac caaggcaata ctgagccata gtgaatgtaa agttggaggg cgagcgtata
  1833541 tgtttgatga agatgggata gttttaatta tggaaccagc tgatgaaagg aacttgagga
  1833601 gatttatttt ttcagtgcca aaatcagtgt atgaaaagaa ggggcttaca ttacactacg
  1833661 gaacagctat aggacaagga tatatggata taattgaaga tattattagc gtacatatag
  1833721 aaatagatgt ggtaactgta atcgggcatg taagcggata aatagctatt tgaaaaaagg
  1833781 ttttaagtaa tttagataga agttatgata gagaaaattg cagataatta taaaaatgga
  1833841 gggagcctaa aatgaaaata aaatcaattt tattagcatg tatagtctca attggattaa
  1833901 tgggatgttc actagtagag gaaggaaaga actccctaga ttatgcgcaa aaagcgacag
  1833961 actatgtaaa tgaaataagt gcatttgcaa atgatgcacc agcattagca gaaaaggccg
  1834021 ttaatgatag cgaagctcga aaacaattag aaacgaaact tagtgaaatt aaacaagaca
  1834081 tacccgcatt caatgaatta acgccacctg atgtagcaaa ggatcttcat cagcaaattg
  1834141 tcggatataa tgaaaagtta aatacgttaa ttgatacggc gatgacaaag atagaagaag
  1834201 gaaaagtgga tgtagagcaa tttaaaaact ctgagcttat gcagacggta gatcaagttc
  1834261 gagatttgaa agataagata caaaatttag ggcaataatg aaaggctccg gttgtaataa
  1834321 cggagctttt ttatgttttc taatggaaaa gtttataata ctttcttcct ataatataag
  1834381 catttttata tcttccattt ctctaaaata tgtattgttt tattggttgc atccatcttc
  1834441 acttgaacac ctatcggcat agtgatcatc ggatgggtat gacaacaatc aaagtcagct
  1834501 agtaaaggga ttctttgatt ttgcagtact tctaataata tttcgtaagg tttgcgattt
  1834561 gtaccacaat catcaaattg ctcatgtttt ccaagaataa tgcctgaaac tttgtcaaat
  1834621 acaccgttaa tttttaggaa tgaaaagctt ctttcaatag tagctgcatc ctttgagcta
  1834681 tcctcaataa atagaatatc gccttcttga atacatggca tataagggct gccccaaatt
  1834741 ccttgtattg tatttaagtt gcccccaatt acccgtccag tagcttgtcc atttgtcaca
  1834801 gaaatccaat tatttggtct aagttctttt tctttcgttt tctcttccca attaataaac
  1834861 tcatctgacc aaaataaagg ttgttttatg ttgtaaggaa gtgcttgatc atgtagtaat
  1834921 gtttctaaaa aatatttgta tgtatcatct acaaaaggct caaattctcc aaaggagggg
  1834981 acaagtgccg ggccgtaaaa tgtaggaatt cctgttttgg catatatccc tagtaataaa
  1835041 gctgttgcat ctgaatagcc aatcattatt ttagggttat tttgaaaagc atcataatca
  1835101 atataaggta atagggaatt agaattcata ccgccaattg ttgacatgat acaagataca
  1835161 ttagggtttc ttattaaagc attcagttcc ttagcacgct cttgtatact gccagaacga
  1835221 taatagtcat atcgccctgt tagcgaacct tctaatatat gaaatccttt ttgaagtaag
  1835281 taagattttg cacgttcgaa tcttttggga gaagtgtagg ttactggtga agaaggtgag
  1835341 taaatcccaa ttgtgtctcc gtattttaat gattttggaa gtggcatttg tatgaatccc
  1835401 ttctattaaa tagtttagcc gcgtgaattt attgttgaat attcttatat ttcagtatca
  1835461 ttgtaacata aatatattga aatataattg ttatagatga ataaatagac tttttatctt
  1835521 gacgatataa agggaaagtt gttatggttg aatgtgagtg tataaaaggt ttgctaaagg
  1835581 agttttgaaa tgaagcggtt aaaatgggga aggataacga tcctattagt aattatttta
  1835641 gggatatgtt ggttcttatt ccaaggaact caaaagagtg taacaaatgt agagggacaa
  1835701 cctttacaag tggcagaact acctaaaaca ggattaactg aaaaagtagt gccaccaaag
  1835761 tatataccac cggaagttga tgcaaaagca gctatgatta ttgatgcgag taatggagat
  1835821 attatttatc aacataatga aaatgaggct tttgcgccag cggcacaaac agaaggggca
  1835881 agaatcccag tccaagtgaa tgacacattg actgttaaag atttgttcca tgcattaatg
  1835941 attgaatcag caaataattc ggctgtagct ttagcagaac atatggcaaa gacggagaaa
  1836001 gatttcgttc agcttatgaa tgcaaaagcg aagcagttaa aaatgtcgga ttatgcaaaa
  1836061 ttcgcaaatg catcaggact acaggagccc gatggaagtg agacgaagat gacagctgct
  1836121 gatgtagcaa acttggcgta tcatcttata aaagattacc cagaaatatt agaagtgact
  1836181 cacttacgtc aaagtcagtt agcatttaat aatattaatg ttataagtac aaatgatatg
  1836241 ttaaacaaaa ataataaagc tttatatata gaaggaatag acggattaaa aacaggattc
  1836301 acagatagtg cagggtattg ttttacgggt acagcaaaac aaggtgatac tcgtattatt
  1836361 acggttgtaa tgggaacgaa aggtaaaacg aaacgtttta cagagacaaa taagctaatg
  1836421 acttatgcat ttggcttagt taattaagtg aaatactgag ttggatcatc attatatgaa
  1836481 aggcgattta ttgttacgta ttatcagtaa caataaatcg cctttttatt tttaatagta
  1836541 ggaaataaaa aggtaaaata tgtgagtgct attatttgag tttagtatta tttgttgata
  1836601 gtataaagtt agaaacttat taatgataag ttttggggca gaatatgatg tatacatatg
  1836661 aaaaagcctc aaataacaat tggagggaat tatgatggca aaagattttt actcagcaat
  1836721 tgaagaccga agatctattt atgcgattag taaagagcaa gtagtttctg atgagaaaat
  1836781 tcaagaagtg atttatcatg ctgtaaaaca tacaccttca gcttttaact ctcaaagcgc
  1836841 tcgcgttgtt gtcttgttag gagaacaaca tgataagtta tgggatatta cgaaagagac
  1836901 gttacgaaaa attgtacctg aaaataactt tgcatctact gaagaaaaaa tgaatgcatt
  1836961 taaaagtggt tatggaacgg ttttatactt cgaagataat caagtagtgg aagagctaca
  1837021 agaaaacttc gcgttatata aagataattt tccaatttgg tctcaacaat cctcaggaat
  1837081 gttacaattt gcaatttgga cagctttaga aatcgaagga tttggtgcta cattgcagca
  1837141 ttacaatcca ctaattgatg aagaagtgag aaaagaatgg gaagttccag aaagctggaa
  1837201 actcattgcg caaatgccgt ttggtaaacc agtggtacct gcaggggaaa aagaattcca
  1837261 accattagaa aactgtgtga aattttataa ataatataga aacgataaaa ggtgaacaga
  1837321 aatataatct gttcaccttt tttatatgta ataagggttt ttttgctcgg tatttttcat
  1837381 ctgatgtttt aattcgtttt tacgtgtttc aatagtcgat attttttgta aggtgataca
  1837441 tgaaacgaat tgaaaaaaag catagtacag ttctatgttt ttatctatag tattatctat
  1837501 tatgtttttc ataaatatac cccctttttt aatcccacta tttgcggtta ctaagacttc
  1837561 catcttaaaa ttcaatatcg atctgtaaaa gttcgattgg cttccgtgta ggataaatag
  1837621 aacttgatta gattaaaatg ccaatatata tgataatata aatatcctgg aaattccata
  1837681 gatagtgaaa agtaggtaat gaaatgtgta ttttcgccaa attagaacac gatttttgaa
  1837741 gttaaatctt acaaatcgtc aaatctttta aaaatgataa atagtatcga aaatagtttt
  1837801 ctaaaaatat tatactattg ataaaaaagg tgttttttgt catgataaga gtatgcttca
  1837861 tggggggaac tatactaagc aatacattct ttgcattgtg ttagatgaat agaatttttc
  1837921 aaagtcgata gaaaaatatt tactaagata atgaatggta tgtcgaattt tcaatgaaat
  1837981 acataagaaa tatgaaaaaa gcattgcaaa aacagtaagt ttaatgataa agttcacatg
  1838041 aagttcacac ggatttcact tcattcattt aaaatgaact ctgtgtgaaa aataaaactc
  1838101 ttgctaaaaa atggaactta atgaatattt tactttgata atattgtaaa gtattaagtt
  1838161 tataagtttt ttaaaagagg atagtaggga aaggaagtaa agacaactta tgaaaaaagt
  1838221 aattgcaggt ttagcagcag cttctgtagt aggtgttgca gttccaggta tggattctgc
  1838281 tcaagcacaa gtttcaaacg aagcgctaaa agaaattaat ggacaagctc aaactcaaac
  1838341 gactgtaact gaaacaaaaa ctgtagaaac aaaatctgac ttaaaataca cagtaactgc
  1838401 tgatgtatta aatgttcgtt caggtgctgg tacaggacat agcgttattt ctaaagtaaa
  1838461 acaaggtcaa gtactacaag taattggaca agaaaacggt tggttcaaag taactgtaaa
  1838521 cggtcaaact ggttatgtaa gtggtgactt cgtaacaact ggtggtaaaa caggaactac
  1838581 tgttcaacaa ggaactggta cttacacagt aaacgtttct tcacttaacg tacgtacagg
  1838641 tccaagtaca tctcatacag tattaggctc tgtaaataaa ggtaaaacag tacaagttgt
  1838701 tagtgaagta caagattggt ttaaaatcaa cttcaatggt ggaactggat atgtaagcaa
  1838761 agacttcgta acaaaaggtg gttctgctgt atctaaccaa acacaacaac caactacaaa
  1838821 caacaatact acaacagttc aaactggtgg ttcttatgtt gttaacactg gtgctctaaa
  1838881 agtacgtaca ggcccagcta catacaacgc tgtaatcggt ggtgtaacaa acggtacagt
  1838941 attaaacgtt actggcgctg aaaatggttg gtacaaaatt aaccataacg gccgcacagg
  1839001 tcacgtaagt gcagacttcg ttaagtttgt aaaaggcgga gtaaacaacg ttacgaataa
  1839061 cgttcaacaa ccagttaaag acgtacaaaa accaacaaca ggtggaaata catcttcaat
  1839121 cgctggattc gctagatctt taaatggttc accgtacaga actgctggta caacacctgc
  1839181 tggttttgac tgcagtggat tcattcacta cgtattaaat caaactggtc ataaaggcgc
  1839241 tcgtcaaaca gttgctggat actggagctc taaaacaaaa actagcaatc cacaaccagg
  1839301 tgatttagta tacttccaaa acacttataa atcaggtcct tctcacatgg gtgtttactt
  1839361 aggaaacggt caattcatta gtgcagaaac tgatgcaact ggcgtacgta ttagttcagt
  1839421 aagcaactct tactggagca agcacctttt aggttacaca aaagcatact aagaaaaagt
  1839481 agtttatata cttttcgaat agagaaaagg ctttccaggg aaacttggga agccttttta
  1839541 tagttgaata aattgggagt atagtagttt ttactttaac ttcccgttta aaaatcgatc
  1839601 gtataagtca tggaaatagt tagggcgaaa taaatttgct gcatgtcctg ctaacggtat
  1839661 ttctttatat aaaacgttag gaagaatgga ctttaaatca aaaagacaag atttatagag
  1839721 atgatcatgt tcacccatta cccatagaat agggtgggga agtgatttta atttagattt
  1839781 taaatcgaat tctaaccgat gtcgtaatga ttgggcaata attgatgaat gtaattgcaa
  1839841 tccgaaacgg taataaatat ttcttgaaat gactgcaaat gggtttgctt ttagtatgcc
  1839901 acttggaaaa atggtatttg cgtattgaga gagccattta gagtaatcgt ctcctcgttt
  1839961 ctcccaaaat ttttgaaata cgctatataa aagagaagga ttattataat gtccaccaat
  1840021 atgacaaatg cttaatactt tttctgggtg catttgtgca aaaatggtag agatataaca
  1840081 gccgtagctt aaagcacaaa tatgagcttt ttgaatgcct tctttttcgt ataaattcaa
  1840141 taattgatca acgaggcgct gtaatgaaaa ttcgatagct tcacctttat catcgccgtg
  1840201 acctaataaa tcatacgtaa taatgttgta ggaggttgaa aatcgtttat gctctttttt
  1840261 gaaggcacga cgattaccaa ctaatccatg aataaaaatg attgtttcct tttcggaatg
  1840321 tatatttgtt tgcaaaaaag atactccttt caataactgg agatttatat agtattttaa
  1840381 attagttatt tataattcac atagaataat attaagtacc aggtaataat atcagatgtt
  1840441 tatatctgtt gtaaagatga gtttttatgt atattttgta aaaatacaaa atgtgtgttt
  1840501 acattcagtt tacatttgta ttgtattcta tttttagaaa gaacagtttt gtttaacacg
  1840561 aggagatgaa catgaatgga agttagagat gaaataaaga aaaaagggaa ttggaggcag
  1840621 tttttacgcc ttattcaaga tacaaagcct ccgaaaggga ttcttgtttt tgcgttatta
  1840681 atgagtttgc tttctacggg agcaagttta tttattccga tgttaacaaa agggttagta
  1840741 gataattttt cactttcctc aattagtaca ggacaaattg ttggattagt tgcattcttt
  1840801 attatgcaaa ctatagctgc aggattgtct atatatttat taaattatat aggacagaag
  1840861 attgtagctg gactgagaga acgtttgtgg aaaaaggtac ttatattgcc agtatcttat
  1840921 tatgatcaaa atagaacagg cgatacaatt agccgcatga caaatgatac aggtgttgtg
  1840981 aagacattaa tttctgagca tttgtcaaac ttactaacag gtggtatttc aatcgtcgga
  1841041 tcattaattg tattatttgt tttagattgg aaaatgacac ttttactttt aacggttatt
  1841101 ccattatcag tactgatttt agttccacta ggaagaaaaa tgtataagat ttcaaaagcg
  1841161 cttcaagatg aaacagcttc ttttacaagt gtgctaacat aagtattatc agaaattcgt
  1841221 ttagtgaaat cttcgaacac agaaaaaaga gaatatgaaa ctggaaataa aggtatcgag
  1841281 aagttattgc aatttggttt gaaagaggga aaagtgcaag cgttaatttc accagttatg
  1841341 tcgtttgttt taatggcact gcttgttatt atcgtaggat atggtgggat gagagtttct
  1841401 agtggtgcat taacaactgg ggaactagta gcgtttattt tatatttagt tcaaattata
  1841461 atgccgatga gtcaattatc tatgttcttt acacaattcc aaaaggcgat tggtgcaacg
  1841521 gaaagaatta ataccatttt agaatatgaa gtagaagatc atgaaactgg tgtgaaagtc
  1841581 acaaatgcta agcaaccaat tgttcttgaa aatgtacatt tcgagtataa cgaagaagag
  1841641 caagtgttaa agaatattga tttcacaatt gaatctggaa aagtaacagc aattgtaggg
  1841701 ccaagtggta gtgggaaaac gacgttattc tcactattag aacgttttta tgagccaact
  1841761 agcggtgcca ttaaattagg aaaagatgca attacgaact attcattaca gtcatggcga
  1841821 cgtcaaattg gttacgtttc acaagatagt ccgttaatcg atggaacgat tcgtgataat
  1841881 atttgttacg gtgttgaggg ggaagtaaca gatgaagaaa ttgaaaaagt agcagcgatg
  1841941 gcatatgttg atgcatttat tcatgatttg ccaaacggat atgcaacaga agtgggagaa
  1842001 cggggggtaa aactttctgg aggacaaagg cagcgaattg ccattgcccg agcattactt
  1842061 cgaaatccac aaattcttat gttagatgag gcaacttcaa gtttagatag taagtccgag
  1842121 tccgtcgttc aaaaggcatt aaataactta atgaaaggca gaacaacgtt agttattgca
  1842181 catagactgt ctactgttgt agatgcagat aaaattatct ttattgaaaa agggaatctt
  1842241 acaggaagtg gtacacatga tgaattatta cgtacacatg acatgtatcg tgaatttgca
  1842301 acgcaacaat tgaaaattaa agaggcggca ttataaaatg aataatcagt ggggattgta
  1842361 ctccactgat tattcatttt taaaagtttt gttaaggatg ctaattagaa aggaaatggt
  1842421 ttctttgata cctaacattt taatagtaga cgatgatccg catattagag aactcgtttc
  1842481 tgtattttta gagtgtgaag gttttcaaac atatgaggca attgatggtc tagatgcact
  1842541 tcaaaaaata aatcaagtga aagttgatat ggttattctt gatatcatga tgccgaatat
  1842601 ggatggattt gatgtatgtt tcgaattaag aaagtactat gatattccga ttttgatatt
  1842661 aactgctaaa ggggaaacgt ctcaaaaagt aaaaggattt catcttggta cggatgatta
  1842721 tcttgtaaaa ccatttgatc ccatagaact agtagtgagg gttaaggcgt tattgaaacg
  1842781 ttaccaaatt acagtgtcgc aatcaattca agttggaact gtactgttaa atcgtaaaac
  1842841 atttgaagtt acaattggag aacaaacggt tacgttaccg ttaaaagaat tcgaattgct
  1842901 ctttacttta ggctctaaag cggggagaac ttgttcgaga gagcaattaa ttgaagatgt
  1842961 atggggatat gattttgaag ggaatgaacg cacactagac gttcatataa atcggttacg
  1843021 tgagaagttt caagaagaga agtcgaaatt tagtattaaa acaataaggg gtttaggata
  1843081 tcgcttagag gtaagtaaat gagaaaaaga ggacgaatga gtaaattcaa gatgctgaaa
  1843141 gtaacaggag cgataatagc actcttttct tttcttacta ttatttggtc tacagcattt
  1843201 tatgtatcat ctagtatatt ggatgccctt gcaatacatt tatctccttt tgttacttac
  1843261 ctcattagtg acatactcag ttttatattt atgattcttg tttggatatt aattgcagta
  1843321 ttaatgagac cgaagcgaga ggcgatgatt tggactatta ttgaaccgat acaaaaaatt
  1843381 gcaaaagggg acttttcggt aaaaatacga aatgaagaga aatatgatgg ggaaattggt
  1843441 gtgctcgtaa aaagtataaa cgatatgaca gatgaactga atgcgatgga gaagatgcgt
  1843501 caggaatttg tttcgaatgt ttctcatgaa atacagtcac cattaacttc tataaaaggg
  1843561 tttgctagag cactacaaga tactaatctt cctgaggaaa aaagaaagca ttatcttacc
  1843621 attattgaaa cagaaacgac gagattatct aaactaagtc aaaatttact gaaactcacc
  1843681 ctattagagt cggaagaata tacaccagaa agagttactt atcgattaga tcaacagtta
  1843741 aagcaaattg tgttaaatag tgaaccgctt tgggctgaga aagaaattga attagacctt
  1843801 gatttagaaa aagtgcatat aactgctgac caagaaagta tgagtcaagt ttggattaat
  1843861 ttaattcata atagtattaa atttactcca agtagcggta cgatttcaat caagctaaaa
  1843921 gaatatgaga cattagtaga agtacgtata cgtgatacgg gaagtgggat atccgaagaa
  1843981 cagaagcaac atatttttga gcgtttttat aaagcagact cttcacgaaa tcgtgcttat
  1844041 ggaggaagtg gtttaggttt agcgattgtg aaaaaagtac tcgatcttca tcagggggaa
  1844101 ataaaagttg agagtgagga agggaatggg acggaatgta ttgtttgtat tccaaattat
  1844161 gaagagaaat agtgttagga gggaatcctt ctaacactat ttctctttaa aaatacattt
  1844221 cccattactg cagctatact gataagcttt tccttcgcta ttcatacggt atgaataatc
  1844281 agattcttta tcttttataa agtcaacgta tgcttctgca ccgtttttat catcatctat
  1844341 atcaatgaaa tgaacgtgtc gtatagaata atcccttttt tcacttaaac ctctttcttg
  1844401 taagtttgta tgaatccctt gtattagttg atcgaacagt gaccaattta aattaagatg
  1844461 ctcaaatgat tcagtatgtc ttcctaaaat gccattgtct tgtattattt ttttattatt
  1844521 atcgtatgta taagagtatg taaaataagg ttcgtcttta tatacgactt ctgcataata
  1844581 gccgatatta taaaggggag tatattttcc ggctatactt tgtatttctt tttgcttata
  1844641 tccttttata gtatggagat attcgttagt atctttttct attactttat aatgtaatgg
  1844701 attaccaaat ataaagtaca tagccaaaaa tatgctaaat agtccgactg cagatagtga
  1844761 caagtaccat ttttttcttt tcatacacaa acactctcct atgtggaatt tatttctatt
  1844821 ttacatgaat tatggaaaaa catgagagtt ataaataaaa actttctata gttacctaca
  1844881 agtaacctac gcacatgaaa gtgcatcatt gcctttttac ataaacatag atacaatttt
  1844941 aatataatac ataactgaga tgattaagga gtgttatact tggcagaatt attacaaggc
  1845001 aaaaatgctt taattacagg agcaggtaga gggattggtc gcgctgtagc gatcgcatta
  1845061 gcgaaagagg gcgtaaatgt agggctttta gctcgctcag aagaaaactt aaaagctgta
  1845121 gcgaaagaag tagaagcaga aggcgtaaaa gctgttattg caactgctga tgtttcttca
  1845181 tacgaagaag tgactactgc aattgagaca ttaaaaaacg gtttaggatc tatcgatatt
  1845241 ttaattaata acgctggtat ttctaagttc ggtaagtttt tagaattaga cgttgctgat
  1845301 tgggaaaaaa tcattcaagt aaacttaatg ggtgtatact atgcaactcg tgcagcgtta
  1845361 ccaagcatga ttgaacaaca atctggtgat atcattaaca tttcatctac agcaggacaa
  1845421 aaaggtgcac ctgtaacaag tgcatatagt gcttctaaat ttggtgttct tggcttaaca
  1845481 gaatcgttag cgatggaagt tcgtaaacat aacattcgcg taactgcttt aactccaagt
  1845541 acagtagcaa ctgatatggc tgtagattta ggactaactg atggaaatcc tgataaagtt
  1845601 atgcaagcag aagatattgc agagtttatc gtagcgcagc tgaaattaaa taaacgtaca
  1845661 tttattaaat cagcaggact ttggtctact aatccgtaag ggatacatgt ataaacaaaa
  1845721 gaagggacat ctattttgta atgaagtaga tgtcccttct ttattttttg tatatgagac
  1845781 agaattttcg gtataattga aagcgaatag tagaaatgca ttggaaaatt gaaggggatg
  1845841 gtatttacat gagtacgatt gagaaatgga cggctgttga tcaatatgtg agtgatgtat
  1845901 taataccgaa agattctaca ttttcgtaaa agaataacga aaggagataa atagaatgaa
  1845961 aaagatgttt gaaaaattat aacttgtatc gtatataacg cagttagctc gtggacctcc
  1846021 tatatacata tcactatatt ttatataaaa aattggaggt tgtgagtaga tgagaacgga
  1846081 aaaagaaatg atagacttaa ttatgaatac agcaaaagag gatgaaagaa tccgagcggt
  1846141 tattatgaac ggatcacgtg taaatccgaa tgtaaaaaaa gattgttttc aagactttga
  1846201 tattatttac gctgtaaaag atatacgatc ttttacgtct aatcataatt ggattcatag
  1846261 atttggagaa ataatgattg tacaaatgcc ggaagaaatg tcattaattc cagcagatga
  1846321 agacgggaag tttccgtatt taatgcagtt catggatgga aatcggattg atttaacact
  1846381 agccccagtt gagttaataa ataatttcgt tagacaagat agtttaagta aattacttct
  1846441 tgataaagat aattgtatgg aaggattccc gccagcaagc gataaggatt acttaataaa
  1846501 aaagcctaca gaaaaagagt ttttggattg ctgtaatgaa ttttggtggt gtagtacgaa
  1846561 tgtggcaaaa gggttatggc gagaggaact ttcttatgtg aaagggatgc ttgatggccc
  1846621 agtgcgagat atgttaattg taatgctaga atggcatatt ggtatgaaaa cagactttat
  1846681 agttaatgca gggaagtttg gaaagcattt cgagaaatat attgaaaaag atatgtgggt
  1846741 gcaatttaag aggacatttt ctaatgcaga atatgaaaac atatgggaat cattctttga
  1846801 catgggtaat ttatttaggg aagtggcgaa cgaaattgct aacgcttatg gatatccgta
  1846861 cccgcaaggt gatgatgaca gagtgacaag ttatttaaaa catgtgaaag ctttaccgaa
  1846921 agatagtaca tcaatttatt aataatagtc agcagtaaga ctgtccaaat gacggacagt
  1846981 cttatttttg tttatgaata acaatttctc taacaaagtg cagatgaatc acatatgaaa
  1847041 ctttagggag gtttttatta tgtattattt ttattcacca gaagggtttg ctccatatca
  1847101 atgggagcta gaacgagatg tttcgtatgc ttatatgcca tataacttat tttattacgg
  1847161 agattatata agaatattgc catacacatc tatccctcaa agctatgaag tacaaatgaa
  1847221 agctgatgaa cgtggatcgt ggacaccatt ttcttgggtc gaaaaatatg cgtacgcatt
  1847281 ttcaggaccg tacaataaag cggaagtcgc acttacattt gatgacgggc cggatttaga
  1847341 atttacgcca aaaatattag ataagttaaa acaacataat gtaaaagcta cttttttctt
  1847401 acttggtgaa aacgcagaaa agtttccgaa tgtcgtaaag cgtattgcga atgaagggca
  1847461 tgtaattggc aatcatacgt atagtcatcc aaatttagcg aaagtaaatg atgctgagta
  1847521 ccgtaatcaa attataaaaa cagaagaaat attaaatcgt ttagctgggt atgcaccgaa
  1847581 atttattcgc ccaccgtatg gtgaaatact tgaagatcaa ttgaagtggg caactgagca
  1847641 aaattttatg attgtacagt ggagtgttga cacggttgat tggaaaggtg taagtgctga
  1847701 tacgattaca aataacgtgt taggaaactc atttcctggt agtgtcatac ttcagcattc
  1847761 aactccaggt gggcatttgc aagggtccgt agaggcgcta gacaaaatta ttccgcagtt
  1847821 aaaaacgaaa ggggcgcgtt ttgtaacact tccaagtatg ttccagacat caaaagaaag
  1847881 aaaatgaatg tgttataaat tggggaaaac aggattatgt cgtataatga aggtgtaggt
  1847941 taggagggga tataattgat atatgcacta ataaacatag gaatgagtat tttaataggt
  1848001 attatattta tatttgcggc aattatcctt caaaaaaatc caccgacaga tattaatgcg
  1848061 gcatatggtt atcgtacgaa atgatctatg aaaaataaaa aattatggga tgcaggtaat
  1848121 aggtatagtg cagacgtgat gaagcaaaac ggattcatca tgatgttcat tggaagtgtt
  1848181 attagtatac tgtttagata tccacataca atgatagcga ttatgatagt tatgctgtta
  1848241 ttaatcgttc gtttatttat acaagtagag agtagattga aaatacttga acaataatga
  1848301 aaaaatagga ctccacgcaa tattatgtgg gagtcctatt ttatttacaa actattattt
  1848361 tttattaact cttttccttt ttctataaca aattcatagt atgcaagatc atatggataa
  1848421 atatcttcaa atgttatcgt tattggctta ttgtttaaaa cagaaatagc tgtaaaagat
  1848481 gaaatctctt tttttaatag ttgtagaaaa gaagttgcat gtactttcat cacatcgtct
  1848541 acttcttcac ctggtgcgaa tggaagtgaa tcgatgacat tgtgaaaata catatggcaa
  1848601 aattcgcgat ccgtaagatt tgaaatttca taatctattg taaagattcc tttgtatgct
  1848661 aaatcagtcg tttgaaagga aaggcctaat tcttcttcaa tttcacgaag accgccaatt
  1848721 tgtacatctt catcatgcat tatatgtcca gctgaagtaa tatcccatat aagtggagct
  1848781 tcttttttat ttttagagcg taattggaaa tataaaaaca tatcttcagc atctttttct
  1848841 acaaaccaac aatgaaatgt ttcgtgccaa ttaccgtcac gatgcacttc atcacgtaat
  1848901 ttcttcccaa gtgtatttct ttcagaatca aatatcgtta accactctgt cattttaatt
  1848961 cccctttctg caaactttat tatacaatat ttgtattgaa ttttgggaaa ataaagaaaa
  1849021 aaaggggtcg gtattagtgg gaatagagaa taaggaaata aaatcgatta tttcaactga
  1849081 ggtagaatta cggaaaatat taggggaacc aagtgagcga gctttgaaaa aggttatttc
  1849141 atcattagac caccattgtg tagattttct gtctaaatct ccttttctag tactatctac
  1849201 tgcaaataaa ttaggagagt gtgacgcttc gccgagagga gatgcacctg gatttgtatt
  1849261 cgtatttaat aataataaaa ttatcattcc agaaagacca ggcaatcgtc gtatagactc
  1849321 cattttgaat attatttcca atccacgtgt aggattaatc ttttttatcc caggacttgg
  1849381 ggagacactc agaataaatg gcagagcgta tataacaaac gacgaagaaa ttttgcaaga
  1849441 aatgcaggca aatggacgca atccgttact tggaattgtg gttgaggtag aggaatgcta
  1849501 tatccattgt gcaaaagctt ttattcgttc aaaaatgtgg gatccagaat cttggttaaa
  1849561 taaaaaagag ttaccttcag cagcaaaaat gttgctggag catgcgaaag tgaatgcttc
  1849621 agaagaagat gttgcacgtt ctttagaaga aagttataca aaaagattgt attaataaaa
  1849681 ttatattaat atatttttta gtgagtatat atgtgttttt aaatgggata tttatatata
  1849741 aactgttaat ttataagtcg agaaaattac aaataggtaa atcaatctgt agatgaataa
  1849801 cgctattgta aaatataata aaagaagttt ttgaaaatag ttagtaaaaa taggcttgct
  1849861 ttttaaaaag ttgataacta taataaatta acaaatagac atgaacgaaa aagtaacgat
  1849921 aaggacacga aatcattttt acggtttaca gaaagggaag ccaagggtgt gagcttccta
  1849981 acacgagaaa tggttttacc acctttgaac ttcaatagtg aacgagcaat ctagtaatta
  1850041 ttgacggaat cagccgttat ctgaacttga gcaatctaga gagaagtacg tctagattgg
  1850101 aacaagggtg gaaccacgaa aacacattcg tccctttctt agggatgagt gtgtttttta
  1850161 tagtttcaga gattgaaaat ttaaaataat ttaaaaatag tattgatttt gttttttatg
  1850221 cgagtataat gagttaacaa ataaacatga acgaaaaagt aacgataagg acacgaaatc
  1850281 atttttacgg tttacagaga gggaagtcaa gggtgtgagc ttcctaacac gagaaatgat
  1850341 tttaccacct ttgaacttca atagtgaacg agcaatctag taattattga cggaatcagc
  1850401 cgttatctga acttgagcaa tctagggaga aatatgtcta ggttggaaca agggtggaac
  1850461 cacgaaaaca cattcgtccc tttcctaggg atgggtgtgt ttttttatta ctttgaaagg
  1850521 aggtgcagta acatgaaacg atttgtacgt acggaaataa ccaccacctg catgattaaa
  1850581 aagcagagca aggtgattgg taaagataaa taataaaatt gtaggaggag attagaagat
  1850641 gaataacgtt attcatgtag gggtgttagg attaggtacg gtcggaagtg gtgttgtcca
  1850701 tattttgaaa gaacattata aaaaaattgc acttgataca gggtatgagg tgaaggtgaa
  1850761 gacagtcgtt gtacgtgatt tagaaaaaga acgtgatgtt tgtattgatg gaatcgtagt
  1850821 aacatgtcat gtcgatgaag ttctaaatga tccaaatatt gatattgtag tagaggtaat
  1850881 gggcggaatt gaagaagcga agcagcatat tgttaaggct ttacgaaata agaaacatgt
  1850941 cgtgacagca aataaagatt taatggctgt atacggtgca gagcttttgc aactggcgaa
  1851001 cgataatgat tgtgatctat gttatgaggc aagtgtagct ggtggtattc cagtgttaag
  1851061 aggactaaca gacggattag cttcagatca aattgaaaaa ataatgggaa tcgtaaatgg
  1851121 aacaacaaat tatatgttaa caaagatgag tcaaaaggga tggtcgtatg aagaggcttt
  1851181 acaagaagcg caaaaattag gtttcgcaga atcagatccg acagcggatg tagatggatt
  1851241 agatgcagcg agaaaagtag caatccttgc aaatttaggt ttttcgatga atgtttcttt
  1851301 ggatgatgtg caagtaagag ggattcgaaa ggtagaaaaa gaagatttac aaatggctga
  1851361 aaagttaggg tttactatga agttaattgg taaagcagag aaacagggat cagctattca
  1851421 tttaagtgta gaaccgacac ttttaccaag tcatcatcca ttgtcaaatg taaataatga
  1851481 atttaatgca gtgtatgttc acgggcaagc ggtaggagaa gtgatgtttt acggacctgg
  1851541 agcaggtaaa ttgccgactg gttctgcagt agtaagtgat attatttcaa tcgttaaaaa
  1851601 tatgaatcaa gttccgaaaa ataaaagtgt gttaaaagaa ccagagccat acgaattaca
  1851661 aggggatgaa gaagtcgttt cgaaatattt cttacgtatt tcattacgag atgagccagg
  1851721 gatgttacaa aaaataacag aatgtttcgt taattattct gtaagtttaa aagaagtaat
  1851781 tcaattacct ttaaatcgtg aacttgcaga agtcgttgtt gtgacacatc aaacttcaaa
  1851841 gtatcaattc gaacgagttt taggggcaat agaagatgtc gcaagtgaaa taaacagtta
  1851901 ctacattatc gaggaggaaa aacaatatgt ataaagggct attaaaccaa tatgcttctt
  1851961 atttaccggt aaatgaaaac acaccagatg tgagcttaat ggaaggaaat acacccctta
  1852021 ttccgttatt aaacatatca aaacaattag ggattcagtt atacgggaag tatgaaggag
  1852081 cgaatccgac aggttctttt aaagatcgag gcatggtaat ggctgttgcg aaggcgaaag
  1852141 aagaaggttc ggaggcaatc atttgtgcat cgacaggtaa tacatcagca tcggctgccg
  1852201 catacgcggc acgccttgga atgaaatgta ttatcgtaat accggaagga aagattgcac
  1852261 atggaaaatt agcacaagca gttgcgtatg gtgctgaaat catttcaata gaaggaaatt
  1852321 ttgatgatgc attaaaggct gtaagaaata tcgctgagga agagccgatt acgttagtaa
  1852381 actcagtgaa tccttatcga attgaagggc aaaaaacagc agcgtttgaa atttgtgatc
  1852441 agttgcaacg tgcaccagat gttttagcga ttcctgttgg gaatgccgga aatattacag
  1852501 cgtactggaa aggtttctgt gaatatgaga aagaaaaagg ttataaaaag ccaagaattc
  1852561 atgggtttga agcggaagga gcagctgcaa ttgtaaaagg gcatgtaatt gacgagccag
  1852621 aaacaattgc aactgcgatt cgcatcggta acccagcaag ttggtcatat gcggtagagg
  1852681 ctgctgagca atctcacggc gaaatagata tggtatcaga tgaagagatt ttacatgcgt
  1852741 atagattatt agcaaaatcg gaaggggttt tcgctgagcc aggatcaaat gcttcattag
  1852801 ccggtgtaat gaaacatgtt caatctggaa aaatcaaaaa gggagaaaca gttgttgcag
  1852861 ttttaactgg aaatggcttg aaagatcctg atatcgcaat ttcttctaat acattagata
  1852921 ttgcaagtgt ttcaaataat atagaacaaa ttaaagagca tattaaaggg gtgattatgt
  1852981 cgtgatacca ttaagtattc gtgttcctgc tagtacagcg aatgttggac ctggatttga
  1853041 ttcagtagga atagctttgt cattgtattt acatgtagta gtaaaagaga agtctgataa
  1853101 atggcaagtg atccattcct ttgaagattc aattccgaca gacgataaaa atttaattgt
  1853161 tagcacggca tgtaaagtat gtccttcttt atcaccccat ataatagaag ttactagtaa
  1853221 catcccgcta acaagaggtc taggaagtag tgcatcagca attgtagctg ggatagagct
  1853281 tgcgaatcaa ctaggcaaat tgaacttaac gattgatcaa aaagttcaaa ttgctacaaa
  1853341 ttttgaaggt catcctgata atgttgctgc ttctatatta ggaggaactg taatcggagc
  1853401 acttgatgga aaaaatgtat cggttgtgag aattgaaagt aaggaattag gtgtaatttc
  1853461 acttattcca aatgaagagc taaatacaga tgaaagtcgt tctgtattac cagatgtatt
  1853521 tccgtttcat gaagctgtta aggctagtgc aataagtaat gtattagtag ctgctttatg
  1853581 tcaaaagaaa tggaaagttg taggggaaat gatggaaagg gatcattttc acgaaccgta
  1853641 tcgtttagag cttgtaccgt tattaccatc tattcgtaaa tgtgcaaaag aattcggtgc
  1853701 atacggtaca gcgctaagcg gtgcaggacc atctattttt atattaacgc cgtatgagaa
  1853761 acgtcaagaa attgctgagc aattagcgag agtatttacg tctatgaaag tgtgtgagct
  1853821 agaaattgat catagaggga ttactgtaaa taagaaagaa catattggat tataaagaga
  1853881 gctagcatcg ctagctttct ttatgttgta aatattttta agtttgcata taaaagaaaa
  1853941 atatgaatgt ataatttagt aaagagtgta ttaatttgga ggtgaacgga tcatatgaag
  1854001 aaagagtcac cggaagaaaa aagagaacgt ataaggcaaa gtgaattgaa aaacaatcct
  1854061 accggttctt tacatgatgg gctcaacaga gctgaaacgg gtagtccagt tgatatgacg
  1854121 ggtggtatga attggaaagg tacagcgcta gtaattttag tgctagtttt agcgtatatt
  1854181 atatacactt atttttttag ttgaaaaatg catgttaaag ctttgaatga tttggtttta
  1854241 taattaatga ggatgaaaaa acacggttat tgtactacat atatattaag tagactatag
  1854301 ttgtccatat atatatattt atttttaata tccaaaacag agctagcgtt atgctggctc
  1854361 tattttttgc cacattcctg taacaaagcc cttgtatatt cagtggtgga ggtgcagaag
  1854421 atgaaaaaaa tgatagcaat atgtcttctt acaacgatgt cattttcgac tttagtcggg
  1854481 tgtgatataa aaggtagtaa tgctgtacaa gagtctaaaa taaagaaagc gacgtataaa
  1854541 gattttacgt acgatgtaaa tccagagacg ttcacattaa cggtagaaca tgatggtgta
  1854601 aaagaacagg cgtcacaacc gttaccgaaa atgaaagtat cgaatgtaaa aaaagaaaag
  1854661 gatcgcacat cttgggaata tccagatcaa aaagtaaagg tgaatgtaga gaagaaaaaa
  1854721 gattatttga atattgaagt ggaatcgact ggtgcagaaa gttttacgtg gccgaaagta
  1854781 caagctgaaa attatacact tccgttatgg gaagggaagc aaattccgag taatgatgag
  1854841 aattggaaga agtttttaaa ggatgatgca tattcatttg ctgaatcatt ttctatgaag
  1854901 ttttttgcat taaatggttc gaaatattcg attgtatata ttgcgaacaa tatgtttaat
  1854961 aatgaattga aatttcaatc ggatccgaaa ataggatttg agtttataca tgaattcccc
  1855021 agtataaata aaaagaaaac atatggattt caattatatg tgacaaataa tgatgcagtc
  1855081 agtattgcta aactgtataa agaacatatc gctcgaaaag gtgaatttaa aacattacaa
  1855141 gaaaaggcta gaaaaaataa agagattgaa aaactttatg gtgcggctca tttttatttt
  1855201 tggaatcaaa atggtttgtc tgacagtaac ataaattggc caaagttaag agaacaaata
  1855261 aatagtcctg tgttcagtca tataaaagcg cttattcaaa agaatagttc agagcctggg
  1855321 gagctgagtg tatttgagca agtaagtaaa caagattttg ttgataagta tcaaaaaaat
  1855381 gttattttgc gttatgtaaa tgaagtatta tcaatgaaag aattgtataa agaggacatt
  1855441 tttctaaaag ttgatcagaa agctagtgag ttattaaaca aaggtgtaga tcaattatca
  1855501 aagatggagt tatataactt aaataagcat gtattaaagt cggtactcgg tgatgcggtt
  1855561 gaagaagtaa gcaaatgggg aaaggcagat ggaacagata ttataaagga aatgaaaacg
  1855621 gcaggaatag acaatgcatg gattgggtta cctaactggg agcaagggta tatgcagcct
  1855681 gatttcgtga cagaagctaa gaaaatggga tatttagttg gtccgtatga ttcttaccat
  1855741 tctattcacg aaaaagctga taaaaactgg aacacagctt cttttactga tccatcgtta
  1855801 tatgaagagg caactgtgac gaagagaaat ggagaaaagg tgcaaggttt tttaggtaga
  1855861 gggcgaaaat taaatccaac tttatctctt cctagtgtaa aagaacgaat gaacgatata
  1855921 ttacaaaatg gacctaaata caattcatgg tttattgatt gtgatgcaac aggtgaaatt
  1855981 tacgatgatt attcggctaa acatataaca acacaagaac aagatttaaa agcaagatta
  1856041 caacgaatgg attatattgc gcaagaaaaa ggtatggtag ttggctctga aggcggaaat
  1856101 gattttgcaa gtagcacgat tgcatttgct cacggtattg aaacgccagt tattaaatgg
  1856161 gacgatgaag atatgaggaa gaacaaaaca agtccgtatt atgtgggtgg atattggtca
  1856221 ccgaatcaaa atgttccaga aaaatatgcg aaacaagtac cgttaaaaga agagtataaa
  1856281 caagtatatt taaatcctgt atattcagta ccattatata aattagtgta caatgatgct
  1856341 gtaattacaa cgcaccactg ggaatgggga agtttgaaaa taaaagacga ggttggaaac
  1856401 cgtatgttat acgaattatt gtataacgtt cctccgttgt accatttaga tgaagtagag
  1856461 tggaataagc ataagcaaga aattacgaag catttgaaag tttggaatga atttcataaa
  1856521 aaggcagtaa aagaagagat gacgaacttc gcatatttgt cagaagataa gttagtacaa
  1856581 tctgcttcat atggaaaaaa tatgaatatt attgtgaatt tttcaaatga agatatagaa
  1856641 ataggaaaga cgaaaataaa agcaaaatca gctttcatta ttaataatgg gaagcaaacc
  1856701 atgtatacgc caaactaaaa taattataat atatagattt atttatgttt ttatgtaaat
  1856761 agtgacttgc caaaaataag cacgagagta taatgtgaaa tgggatatat gttggattta
  1856821 tgatgtaacc ttacaaaatt gtaaggtaat tgaaaggaaa ttcaatatga agattactag
  1856881 acatacatta tactagggaa agagaaagag aggcgaatgg ttatgagctc tgaattagaa
  1856941 caaaatacga gaagcagtaa aaaacgttct aaaagaaaat caataaaatg gttcattata
  1857001 attccattgt tcttacttat ttttggagga gtaggatatg gatcgttaat atataataaa
  1857061 gcaaaagcag tagtaagtga cgcgtatgca caaattgata agtcatcgaa gcgtgataaa
  1857121 gaagttgaac ctttaaagga taacatctct attttaatta tgggtgtaga cggtagtgaa
  1857181 atgagaaaaa gtcaatatgg tgaagccgtt cgcacagatg cacttttatt agcaacaatt
  1857241 aataaagatg ataaatcagt taaattagta agtattccgc gtgattctcg tgtatatatt
  1857301 ccatctagaa aaaaattaga taaaattaca catgcacacg tatttggtgg tgttgaaagt
  1857361 acacgcgata cggtggaaag atttttaaat gttcctgttg attattatgt gaagtttaac
  1857421 tttgagtcat tcgtacaaat tgttgattca cttggtggta ttgatatcga tgtaccagtt
  1857481 actttcactg aacaagatag taaagaccaa gcaggtatga ttcatttaga gaaaggctac
  1857541 caacatttaa atggagaaca agcacttgcg cttgcaagaa cacgtaaaat tgatagtgat
  1857601 gcaatgcgtg gtcaaagaca acaacttgta attgaagcaa ttgccaaaaa agcgatgtct
  1857661 gtccaatcaa ttagcaaaat gggctcttta ctggatgcag ttgataaaaa tatgaaaacg
  1857721 aacttaactt tcgatgatat gcttgctatt acgaaaaata tggcaggatc taatttagaa
  1857781 atggaaaaaa tgcaaataga aggtacggat aaacgtatcg gaggtattta ttattacatt
  1857841 ccaaacgaaa aaaatgtaaa agacatttca aataaattga atcagcatct aggtgtaaca
  1857901 ccaaaatcag ttcgaaatga ataataaaaa agattggctt ctgccaatct ttttttatcg
  1857961 cgatttgtaa cttttctgta acgatttttt attgtagaaa aattatactc atatgtatga
  1858021 gaatattgga gaagcaaaaa gtaaagagaa ataatgaaaa tctgtaatga ggaaagatat
  1858081 tatatgcaga aatggatagg cattatggga atcattttta tattgactgg atgtaaaatg
  1858141 tctgaagctc caacaaattt aatggaagct cctgccaatg agaaatggat taatgaacta
  1858201 aaagagcaaa tagataaaga tttgcctgtt aattatcgat tgcttactcc aatgtctaat
  1858261 aaagataaac agatgatttg gtcaatggat tttaaacaag ataataagaa agaagccgtt
  1858321 atattttata aattgccgaa tgcagatcat agtgtatatt tagccgtata cgaaaaaaac
  1858381 gggaatggtt ggaaaacgaa gtctacacat aaatttaatg gtggagatgt agatattgtt
  1858441 gaagttggtg attttacagg aaacgggaaa cgagagttgt taatcgggat ctctgtagac
  1858501 cgtgaatcgt taaaacatgt tatgtatgtt ttttcggaag aaaatgaaga tatgagggaa
  1858561 atatataatc ggaattatac gaagttattc atagacgatc taaataaaaa tggactgaaa
  1858621 gatttaagtc ttgttacgta tgaaaaagat gagaagttga tagttgagtt cattgaacaa
  1858681 tttaagacgt tatctgaagc atcattcgat ccatttataa atagcattca aagaatacaa
  1858741 atgggccgta tttctaaatc actaaaggcg attgtaattg atgcaggagt tggtgctcat
  1858801 tcaggtataa cgtatgtagc aaaatttgat gagaatcatt atgaggtatt acctatagat
  1858861 gggaaagaag atttgttcaa tgaatatgtt gtagaaagta aagatgttaa tgaagacggc
  1858921 attattgaat ttgttcgtac tgtacgtcca aaaggttggg aagataaacc acatggtgat
  1858981 agtccgctct ttgaacgtta catacagtgg agtgaatcgg ggattaagcc aattgaagaa
  1859041 agatatatcg atatagaaaa gggatattat gtgaaaattc ctaaagagtt aataggaaaa
  1859101 attacgatat cagatgagca aaaggaatca aattctcaaa agtttttgga gacaagtaca
  1859161 aatgaaacat ggcttgaagt tcatatattt aagcggaaag aatggtttgg aataaaagga
  1859221 tacagcgcag cagttaaaac ggcttctcac gtatatgctg taccgaaaca accacatttt
  1859281 gaaaaagtga aagcatatgt aaagccgcta gcggattatc aacaagagta gggaggtgga
  1859341 aatgatgcca acaattttag ttttagaaga tgaaatgcct attcgtagtt ttattgtcct
  1859401 aaatttgaaa cgtgctggat tttatgtact agaagccagt actggagaag aagcgttaca
  1859461 aattttatgt gaacatactg tagatgtagc tttacttgat gtaatgttac cgggaatgga
  1859521 tggttttcaa gtttgtaaag caatccggga agaaaataaa aaaataggta ttattatgtt
  1859581 aaccgcgcgc gtacaaaatg aagataaagt acaagggtta ggaattggtg cagatgatta
  1859641 tatcgcaaag ccatttagtc ctgtggaact aactgcacgt atacaatcgt tactaagaag
  1859701 aatagaagta catgatgaaa aagcgaatac tatcacatct ggtccgtttt tattaaatat
  1859761 aatagaagaa agattatata aaagtggaca actagtcgat ttaaccccta cagagtatat
  1859821 gatattacag tatttaatga atcaggcttc aaaaccggtt tcacgtgatg aaattttaaa
  1859881 tatgatttgg ggaacgaatt atgtaggaga gacgaaagta gtagatgtaa atatgaggcg
  1859941 gttacgtcaa aagatagagt gtaatccatc agaacctgaa tttattctta ctgtgtgggg
  1860001 aaaaggatat gtgtggaagg aaagtataag atgaaaagaa aagtgacttt atattttatg
  1860061 acggtcatta tacttatgct tgtattattt gaagtcgtat tttcagtctc cgtttaccga
  1860121 tattattata atggtattgt gcaatatgta gaatctcatg cgaagacaag tacacgattt
  1860181 ttctctgaat acaattcatt atactttatt cgtttgcaag aatatagcgg ggatataatt
  1860241 gagagttttc agttagaagg aaccgaatta caattaattg atcgacatgg tacgattata
  1860301 caatcgtcaa gtggagaaaa gacagagggt aaagtagtta ttccgtattc gttactagaa
  1860361 ggagaaatgt accaccaagt gactactacg aaggacaaag tgaaacaatt agaagtgatt
  1860421 agtccgctga ttcatcaagg acaaacgatt ggtgttttaa aatatacgac tgtattaaca
  1860481 catgtaaatg ccaagattat tgaaattatt atgtttacga tttgtgtagg tattgttatt
  1860541 tcaggaattg tattcttaat tagtagacga ttagcgaatt catttgttaa accaatcgaa
  1860601 tctataattc atgcttcttc tcaaattgca gaaggtacat taaagaagaa aattaaagaa
  1860661 gattatcctg gtgaattagg tgagttagca catagtttaa atcatatgtc tgataaaata
  1860721 gaaaaagcgg aacagatgaa aaatgaattt attgcttcta tttctcatga aatacgaacc
  1860781 cctttaactg gaattaaggg ttggagtgaa acgttaaaaa cggtagatca tttaacggaa
  1860841 gaagaaataa agcaaggcat ggggattatt tcaggtgaga cagacagatt aattcattta
  1860901 gtagaagaat tgctagattt ttcaaggttg caatcaaatc attttaattt atataaacaa
  1860961 aaggtgcaat tatacgatat actagaggag acgatttggc aattaactcc taatgctgaa
  1861021 gagaagaaaa tgcaattcat caaaactata gaacgaattg aattgatagg agatcgaaat
  1861081 aggctaaagc aaattttctt gaatattgtt caaaatgcca ttaaatattc acatgaaaat
  1861141 ggtaaagtat atattgaagc gactaaaaat gaaggacaag cagtcataaa ggtgaaagac
  1861201 gatgggattg gaattgctaa agagcattta ccgtatatag aacagtcatt ttaccagatt
  1861261 aataatcatg ctacaggtgc tggtcttggt ttagctatcg ttaaaaaaat ggtggagctt
  1861321 catggaggta caataaatat tataagtaaa gaaggaatag gaacgaccat tttgataaaa
  1861381 ctcccattat aatacatata aagtctgttt atatagtgta ataaaataaa tagatgtata
  1861441 attatattgg gtgatttata tataagatta atagggagag gaattcgata gaatggaaaa
  1861501 agcttttaaa attaaacgag tagtattcgt tttaatagcg attgcagcag tagcaattgg
  1861561 gtatttcatg tttcaatcca ttacttcacc agcaaaggct gttgcaaaac aagaaaatgt
  1861621 agtacaactc gcaagtgaac aaccaaaagt agaaatgaat aaaacggcac caagtcgttt
  1861681 taatggcaag gaaaggaaag ttgcttatct tacatttgat gatggcccag ggaaatatac
  1861741 ggctgaatta ttaaatacgt taaaacaaca tgatgcgaaa gcgacattct ttttaattgg
  1861801 agcgaatgta aaagagtttc cagatttagt gaaacgagaa aatgcagaag gtcattatgt
  1861861 aggaatgcat agtatgacgc ataattttgc aaagttatat aagaatggcg agtatgtaaa
  1861921 tgagatgaaa gaggatcaaa gcttaatcgc caatattatt gggaaatcac ctaaattaac
  1861981 acgtccacca tacggttcga tgccaggatt aaatgaaggt cttcgaaata aagtggtaga
  1862041 aggcggcttt aaagtgtggg attggacaat tgattcatta gactggaaat ataacaaaat
  1862101 gcaagttgat gcagctgcag cacaaattgc tcaaaatgta ttaacaaatg caacaaaacc
  1862161 acaagaagtc attttaatgc atgacattca tccgcaatca gtagctgctg tgccagcaat
  1862221 tttaaaaggg ttaaaagaaa agggttatga gtttgaagct tatcatgaag aaagtcactt
  1862281 cccagtgaat ttctggcatg ataaccgtat gtaacggagg aatgaacgtt gaagtatgga
  1862341 aaagtagcag tagttggagc tctatcagta ggactattaa caggttgctt cggtgaaaaa
  1862401 ccagaagaaa acctatatac agcttttgaa acagcggcga cacaagaaaa atcattagtt
  1862461 gatgaagcga aaaaattaga gaagttagag aaggaaggcc aagaactata ttctcaaatt
  1862521 ttgcaagaag gtaaagatca taatgacgct gttatgaaga aaatagagca agctactgca
  1862581 aatgtagatg accgtgaaaa agtattgaaa aatgagaaag aaatgctaga aaaagctcag
  1862641 aaagaaacga aatccgttca aggaaatata gagaagcttg aagataaaaa gttacaaaaa
  1862701 caagcgaaag cagtagaaga gtcgtataaa aatcgttatg atgcattcca aaagatgaat
  1862761 gaaaattata cgaaggcgtt agcgactgaa aaagaattgt atgaaaaatt aaaagtaaaa
  1862821 gaaacgaaat taaaagagat tggtgaaaaa gttaaggctg ttaatgaatt aactgtggaa
  1862881 gcacaaaaat caaaagagca atttaacaat tttacaaaag agtataatga cagtaaatta
  1862941 gcattctaca aagatgcaga gattaagatt aaagataaga aataaagaag agttttaagc
  1863001 gtaataaaaa gccggagaaa cattatcaca aatgtttttt cggtttttta cgttaaatga
  1863061 atagaaaaga ctggaattga tatcataaaa gagttatagt gaattattcc aagggaaaca
  1863121 ttgtaaagta aggagaatgg aaatatgtca tatgaatttt tactcaaatt aggtttagca
  1863181 ctctttttag gattattcat cgggatagat aggcagctaa agaataaacc gcttggtgtg
  1863241 aaaacaagta tggttatttc tgtagcaagt tgtttaatta cgatggtttc aattgaatcc
  1863301 gtacatgtat attctgttcc agggcataca aatatggatc ccatgcgttt agctgctcaa
  1863361 attgtgagcg gaattggttt tcttggggca ggtgttattt tacgaagaag taatgatgtt
  1863421 atttctggat taacgaccgc ctctatggtg tgggctgctt cagctttagg tattgcgatt
  1863481 ggagcaggat tttatttaca agcgacggtt gctatgattt taattatttt agcaattaat
  1863541 gtacttccgc aacttgtgaa aattgcagga ccgtattcat taagacaaaa agatttatct
  1863601 ataaaaatta ctgtaaaaga acatcatgag ttggatggta tatttaagca aattaaaaat
  1863661 ttgggtatgc atgtaaaacg agtgaagatt aaagatatag atagtggagc atttcagcaa
  1863721 ttggagatgg ttatcttagc tccagaagat ttatatacaa ctgagctgta tagttcacta
  1863781 aaagagatag atcgtgttgt ttcagttgaa gtggaaagta gataattgta agaaaaaagg
  1863841 gtgaagtaaa ttcactcttt tttatttggt tttttaaggg aaaaattgat atgatgatga
  1863901 gtaaacaagg ggggagagaa tgatggaggt acgtattaga agagcgataa aagatgatat
  1863961 accatgtata gcaaaagttc acgctgatag ttggaaaaca acatataaag acatattccc
  1864021 taacgagatt ttagaaaata taacatatga gcaacgagaa aaacaatggg aaaacatttt
  1864081 tcaaaaagaa agtaaccatc aatttagatt tgtagcagag acgttaaatg gagaaatagt
  1864141 tggattcatc gatggaggag tagaaagaac tggtacatac aattgtgagg gagaattata
  1864201 tgcgatttac cttttacaag agtatcaagg aatgaaaata ggacaaaagt tatttcaagc
  1864261 tttcttatcg gattgtaaaa acaatgatat gcaatcgcta ttagtttggg ttgttacgaa
  1864321 taatccttct aagaagtttt atgaaaaatt taatccagaa aaaatggata cgaaattttt
  1864381 agagcgagta caggtggaag agacagcgta ttgttggaag aatataaata atattattat
  1864441 gtaaactaaa tgtttaaaag aggtatacct cttttgttta actattttgg atagattact
  1864501 aatgaaaaat aataagtatg tagtttgaaa ctgagtgttt ttttcgtgta cttttaacta
  1864561 gattaaagaa aagagggaaa acaagaaaaa ttaaatcaga taaaaaaatt ctgaaatata
  1864621 ctattgaatt gaatatcgtt atcaattata attataattg ataacgatat tcaattatcg
  1864681 attgtaatat gaaattccga tagtgtttat agaaagagga gggcaagtat gaagcatgcg
  1864741 aaacaaatcg cggaacatgc aacaatacaa agttttttaa attgttattt aagagaaaca
  1864801 ggaagtggag aatggattac agaggataaa aggatagagg atattttcta ccatttattt
  1864861 caaagagata cttgctctac ttatttatgc tgtcggttat cggcacaaaa cattactttg
  1864921 tatggagaag ttatatataa atcaccaaca gatcgccatt tgtttggaga acaattttat
  1864981 taccaaatgg gagatagtaa ttctgttatg aaagcagatt acgttacagt tataacattc
  1865041 ttaataaaag agatgtctat caactacgga gaagggacga accctgctga acttatgctt
  1865101 cgagttattc gtagttgtca aaatattgag gaatttacaa aagagagaaa agaagataca
  1865161 tctgcattat acggtttcca tacatccttt atagaggcgg agcaatcttt attatttgga
  1865221 catttaacgc atccaactcc aaagagtaga caaggtattt tggaatggaa aagtgcgatg
  1865281 tattctccag aattaaaagg agaatgccag ctgcattatt ttcgggcaca taaaagtatt
  1865341 gtgaatgaaa aatcattatt attagattct acaacagtaa ttttaaaaga agagttacgc
  1865401 aatgatgaga tggttagtaa ggaatttata tcgaagtatt gtaatgaaga tgaatattca
  1865461 ttacttccaa ttcatccgct tcaggcagag tggttattac accaacctta cgttcaggat
  1865521 tggatagagc aaggagtact tgaatatatc ggtcctaccg gtaagtgtta tatggcaaca
  1865581 tcatcactta ggacgttgta tcatcctgac gcaaagtata tgcttaagtt ttcattccca
  1865641 gtaaaagtaa caaattcaat gcgcattaat aaattaaagg aattagagag tggtcttgaa
  1865701 gggaaggcaa tgttaaatac ggcgattggt gaagtgttag aaaagtttcc aggctttgat
  1865761 ttcatttgcg atccagcctt tattacatta aattatggaa cacaagaatc tggatttgaa
  1865821 gtgattattc gagagaatcc tttttatagc gaacatgctg atgacgctac attaattgca
  1865881 gggctagtgc aagacgctat ccctggagaa cgtactcgtt tatcaaatat tattcatcgc
  1865941 ctagcagatt tagaaagtag aagctgtgaa gaagtaagtt tagagtggtt tagacgatat
  1866001 atgaatattt ctttaaagcc gatggtatgg atgtatttac agtatggtgt tgcattagaa
  1866061 gctcatcagc aaaatagcgt tgttcagcta aaggatggtt atccggtcaa atattatttc
  1866121 cgtgataatc aaggttttta tttctgtaat tcaatgaaag agatgcttaa taatgagtta
  1866181 gctggtattg gagaacgtac tggaaattta tatgacgact atattgtaga tgaaagattt
  1866241 cgttactact taatttttaa tcatatgttt ggactcatta acggatttgg tacagctgga
  1866301 ttaattaggg aggaaattct cctcacggaa ttaagaactg tacttgaatc gttccttcca
  1866361 tataatcgtg aaccttctac ctttttaaga gaattgttgg aagaggataa gttggcatgt
  1866421 aaagcaaatt tattaacgag atttttcgat gtcgacgagt taagtaatcc tttagaacaa
  1866481 gcaatttacg tacaagtaca gaatccgctc gttagagaag tggctgttcg ttcataaata
  1866541 aggttaaaat ttcacgtaat acaaataatg gcattttatg caaggtagag ggggtatgag
  1866601 aatggatatg tatcatacga aaatattgaa agcgattgag tcagaagatt atatttcagt
  1866661 acgaagaaga gttttacgtc aattagtaga gtcgttaatt tatgagggaa tcattacgcc
  1866721 agctcgtata gaaaaagaag aacaaattct ttttcttata caaggacttg atgaggacaa
  1866781 taaaagtgtc acgtacgaat gttacggaag agaacgaata acatttggac gtatctctat
  1866841 agattcatta atagtaagag ttcaagatgg aaaacaagaa atacaatcag tggcgcaatt
  1866901 tttggaagaa gtttttcgag ttgttaacgt agaacaaacg aaattagatt cttttattca
  1866961 cgaattagaa caaacgatat ttaaagatac gattgcacaa tatgaaagat gtaataagtt
  1867021 gaaatatact caaaaatcat acgatgaatt ggaaaaccat ttaattgacg gtcacccgta
  1867081 tcatcctagc tataaagcgc gcattgggtt tcaatatcga gacaattttc gatatggata
  1867141 tgaatttatg aggccaataa aacttatatg gatcgcagcg cataagaaaa atgccactgt
  1867201 aggttatgaa aatgaagtga tttatgacaa aattttaaaa agcgaagtag gcgagcgtaa
  1867261 attagaagcg tataaggaac gaattcacag tatgggatgt gatccaaagc agtatttgtt
  1867321 tatacctgtt cacccttggc agtgggaaaa ttttatcatt tcaaattacg ctgaggatat
  1867381 acaggataaa ggtattattt atttagggga atcagcggat gattattgtg cgcaacaatc
  1867441 tatgagaacg ttaagaaatg ttacgaatcc aaagagacca tatgtaaagg tatcgctgaa
  1867501 catacttaac acttcgacac tccgtacgct gaaaccatat tcagttgcga gtgcaccagc
  1867561 tatatcgaat tggttaagta atgtcgtaag tcaagattct tatttaaggg atgaatcacg
  1867621 tgtaattttg ttaaaggaat tttcgagcgt aatgtatgat acgaataaga aagccacata
  1867681 tggttcatta gggtgtattt ggcgtgaaag tgttcatcat tatttaggtg agcaagagga
  1867741 tgcagttcct tttaacggat tatatgcaaa agagaaagat ggaacaccca ttattgatgc
  1867801 atggttaaac aaatatggga tagagaattg gctacgatta cttattcaaa aagcgattat
  1867861 accagttata catcttgttg tagagcatgg gatcgcactc gaatcacacg gtcaaaatat
  1867921 gattttagtt cataaagaag gattacctgt ccgtattgca ttaaaggatt ttcatgaagg
  1867981 acttgagttt tatcgtccat tcttaaaaga aatgaataaa tgtccggact ttactaaaat
  1868041 gcataaaacg tatgcgaatg gaaaaatgaa tgatttcttt gaaatggatc gtatcgaatg
  1868101 tttacaagag atggtactag atgcactgtt cttatttaat gtaggagagt tagctttcgt
  1868161 acttgcggat aaatatgaat ggaaagaaga aagcttttgg atgatagtgg tcgaagaaat
  1868221 tgaaaatcat tttagaaaat atccacattt gaaagataga tttgaaagta ttcagctata
  1868281 cactcctaca ttctatgcgg agcaattaac gaagcgtcga ttgtatatag atgtggaatc
  1868341 gctagttcat gaagttccaa atccattgta tagagcaaga caacttaaca tacaaaaatc
  1868401 agttgctaca gggggaaatt atgctaattg ttaatagaga agagtatagc aaaagtgatt
  1868461 ttgatttgag attacaagct tatgaggaaa tggaacaatt tcaagaagca gcaggaaata
  1868521 gatttgcact ttgtctgaaa gatccattcg atattattac gcttgtgttt ttcttaaaag
  1868581 aaaagaaatc atccgtgtta cttatacatg aagatacgcc aaaagaaacg gctattgaaa
  1868641 tggcgaagcg tgcaaattgt atcggaattt tatatggaga aaatagcgat tttacgaaat
  1868701 tagaagcagt gaattattta gcagaagagc cttctttatt gcaatatagt tctggaacta
  1868761 caggagaacc gaaactgatt cgtagagcat ggacggaagt tgatacagaa attaaggttt
  1868821 ataatgaagc tttaaactgt gacatagatg aagtaccgat tgttatggct cctgtttcac
  1868881 attcatacgg actaatatgt ggtacgttat ctgcaattac gaggggaagc aaacctatca
  1868941 tcattacgaa taaaaaccct aaattcgcat taaatatagt tcgcaataca gaaaaacata
  1869001 tcgtatatgc agtaccactt atgctacata ttatggggag ttttccgcaa ggaacgtttc
  1869061 agtttcataa aattatgaca tccggagcac ctttgccaga agcattattt tataaactaa
  1869121 aagaaacgac aacatatatg atgcaacaat acggttgttc tgaagcaggt tgtattagta
  1869181 tatgtcatga tatgaaaagc catttagatt taggaaaccc gctacctcat gcgagtataa
  1869241 gtataggttc agatgaaaat gcaccggaag aaatcatagt gaaaatgaat gataaggaaa
  1869301 ttttcacgaa agatttaggg tataaatctg agcgtgggct tcattttatg gggcgtatgg
  1869361 acgatgtgat taacgtttca ggattaaaag tgtttcctat agaggtagaa gaaacgatgc
  1869421 ttcgattgga aggtgtgcaa gaggcgattg tatatcgagg gaaacatcct gtcatggggg
  1869481 aaattgttaa agcgaaagta atctctcata ttgatccagt tcaaataaga gaatggtgta
  1869541 tgcagcattt accatcttat aaagttccgc atgagattga aagtgtaact gaaattccga
  1869601 aaaataaaac tggaaaagta agtagaaagt tactagagat gggagaggtt acaacatgag
  1869661 acgggaagcg ttaaagaatg ctgtattaaa aattatgaca gaaaaaatgg aactgaaaaa
  1869721 tgtaacgcat ttagaagaaa cgatgcgttt aaatcaagat ttatatattg attcagtaat
  1869781 gatgttacaa ctcattgtat atatagaaat ggatgtaaag ctatgcgttc cagaggatga
  1869841 ggtagaccca aaagcatttc ttactgtagg atctttgctt gattttatgg aggagttgca
  1869901 gccgttacag gacgtaaatg tgaataacta acctttagga aagtggatga tagtatgact
  1869961 tcaattaaag tgcactgttt agtgagttgt ttttgtgaaa ttataaaaag gcgtagcgac
  1870021 atagattttc gcccatttta ttttggacta tgggatggag actttgatat aacagaaggt
  1870081 ggcattattt cgtatcactc cgaaaatatt aaccatgatc attatttatt atggtatgaa
  1870141 aagttgtatg gtatgaaagt gaacgaatgg tatgaccatg caaaagataa agatagtaat
  1870201 gtagaaacat ttttacaatt agtagaaaat aagccagaga atcgctatgt cattgtcatg
  1870261 gtcgatatgt ctctattacc agagagggaa aataaatttc atcaaaaacc gtttccgcat
  1870321 tatttaatga tatcggagac agagaaagaa gaagagtggt tcatgctaga tcctgatttt
  1870381 cgctgggaag ggaatatgga aagagaaaaa gtactttact ctgttcaaga taacccattt
  1870441 ggtggaggat atttcattga tgtagaagaa attcaggagc caacagcaga aatggtagcg
  1870501 agttatttca tagaaacttt taaaagaaac gacaatgaac tgactatgga gctgaaaaac
  1870561 ttaattataa aaatggcaaa tgaagaagaa gggtatttgc tttctggtct tgtagcggca
  1870621 gtaaaacaaa taccagtact tgcaattcgt aaatatagtt atgaacatgc ctttgcatac
  1870681 ttccgtgaaa cgttgcaata ttcggagcaa gaatttgatt attggtgtga tcgggtagaa
  1870741 gatattgtac aaggatttac aaatgtacag tatcgtgcaa ttaaaatggc aatgacaaat
  1870801 aataaaggta tgttattatc aattgttgaa aagctggatg aaatgaatgc aattgaacta
  1870861 caaatcaaga ctgaattaga gagacagttt ttatcatgga aagaaatgaa atcaaatgag
  1870921 tctgtcttag tattttaaaa actttactga atttaagata agggagttca aacctatgaa
  1870981 atattcacta tgtaccattt catttcgcca tcaattaatt tcatttactg atattgttca
  1871041 atttgcatat gaaaacggtt ttgaaggcat tgaattatgg gggactcatg cacaaaattt
  1871101 gtatatgcag gagtatgaaa cgacagaacg agaattgaat tgtttaaagg ataaaacctt
  1871161 ggaaattacg atgataagtg attacttaga tatatcatta tcggcagatt ttgaaaaaac
  1871221 gatagagaaa tgtgaacaac ttgcaatact agctaattgg tttaaaacga acaaaattcg
  1871281 tacgtttgct ggacaaaaag gtagtgcaga tttttcgcaa caagagagac aagagtatgt
  1871341 gaatcgtatt cgcatgattt gtgaattatt tgctcagcat aatatgtatg tacttttaga
  1871401 aacacaccca aatacgttaa cggatacgtt gccttctact ttggaattat taggcgaagt
  1871461 agatcatccg aatttgaaaa taaatcttga ttttcttcat atatgggagt ctggtgcaga
  1871521 tccagttgac agcttccagc aactaagacc gtggatacaa cattaccatt ttaagaatat
  1871581 atcttcagca gattatttac atgtgttcga accgaataat gtatatgcag cagcgggaaa
  1871641 tcgtactggt atggttccat tatttgaagg cattgtaaat tatgatgaga ttattcagga
  1871701 agtgagagat actgatcatt tcgcttcact cgaatggttt ggacataatg cgaaagatat
  1871761 attaaaagca gaaatgaaag tactaacaaa tagaaattta gaagtagtaa cttcttaata
  1871821 taaaatgatg aaagagtctc tcattgtaga gactcttttt taaaaatatt aataaccaaa
  1871881 aattaccatg tatttaaatt aaaatttaac acaatttata tataaataag gaggtgattg
  1871941 gtaatggcta gaaatcgtaa ttctaatcaa ttagcatcac atggagcaca agcggcttta
  1872001 gatcaaatga aatatgaaat tgcacaagag tttggtgtac aacttggcgc tgatacttct
  1872061 tcacgtgcaa acggttctgt aggcggtgaa attacaaaac gcctagtagc gatggcagaa
  1872121 caacaacttg gtggcggtta tactcgctaa ttgtagaagg ttataggaga aaggaaggat
  1872181 tcttcctttc ttttttttca attaattggt atggatatat tgtgaactgg attcaaagaa
  1872241 taggaataat actatgtttt ccccaatttc ttttgttgtg aatgggaagt agtaaagatg
  1872301 taatagccct ggtggaatga aaaattacgt tccagcaggg ctattacatg gtaagaaata
  1872361 tatgatgaaa ggtttcgaag ccaacatgtt aaaaaaagaa aactgttgtt taattgcgct
  1872421 tgcatcagtt ccacttgtta tgacattagg gaattcaatg ctcattccaa tcctgccgac
  1872481 aattgaaaaa aattacatat ttcatcgttt caagtatcca tgattattac aatttactct
  1872541 atcgtagcca ttctacttat accgattgct ggttatttat cagatcgatg ggggagaaat
  1872601 atggtaatgg ttccgagttt gctgattgcg gccataggag gagcgataac tggttgggta
  1872661 tcttggaaag ttgataatcc ctacacttgg atattgattg gtagagcgat tcaaggtatt
  1872721 ggtgctgctg gtgcaatgcc agttgttata ccgtgtgttg gtgatttata caaggatgaa
  1872781 aaacaagtta gtacaggttt aggaatcata gaaacatcca atacatttgg gaaagtgttg
  1872841 agccctattt taggatctgc tcttgctgcc attgtatggt ttttaccatt ttgggcgatt
  1872901 ccagttttat gcatagtatc aattgtttta ttacttgttc tagtaaaggc aaagaaacaa
  1872961 gaaggagaag taccgccact taaagagttt atcaaatcta ttgtcgctac gtttcgagaa
  1873021 aagggaagat ggttggtgca attattatgc ttattttatt cggaattctc ttttatttgt
  1873081 caactatatt ggaatcaaag tatgacattc atggtatatg gaaagggtgt gtacttgcga
  1873141 ttccgttact tgtactgtca cttagttcat atatggctgg taaaaaaatt ggagataatc
  1873201 aaaatgtgat gaagaagtgt atttatattg gttttttaat ggctgctgca tcagttatca
  1873261 ttcctttatt tataaaaggg atttatttac tacttctttg tctcgttatt atggggatag
  1873321 gaattggtat ggcactccca tgtttagatg ctctcattac acaagggatt gaaaaggagc
  1873381 aaaggggaac ggttacgtca ttttatagtt ctatgcgatt tatcggtgta gcagctggac
  1873441 cgcctctata ctcttttttc atgaaaggta ctgaccatga agtgttttat ttaacaagta
  1873501 ttttcgctgc tatcggtgct gttatagcga tcatttggat taaaccagca aaagatgcaa
  1873561 agaacgtaaa acagaaaccg gaacctactt cataatttga aagagaattg catgatgttt
  1873621 tcagtaacat gcaattctct ttcgttcact aagaataaat aacttgtttt aacatataaa
  1873681 gtgcgacacc ccatatgatg agaccagaga atttatttaa taatacgatt gtctttccgg
  1873741 ttgagtctag tctttttaga aatttccccg ctacagctaa gcttataaac caaatccaag
  1873801 aaacgataat agttgcaagt gtgaaagccc atttttcatt tcctatgtat tgaatagaat
  1873861 tggttccaat tacaccgatt gtatctaaaa ttgcatgtgg atttaataaa gaaaccgatg
  1873921 cggcgaaaag gatttgcttt tttaagggca tacttttttc ttgttttaca tcgttggaag
  1873981 ggttacttct ccaaataaca aagcccatgt ataggagaaa gaaaaatcca attatatata
  1874041 acgagttagt tagccaagaa aaagtaagga gtacaaggga gacaccttgt accgctatca
  1874101 atatgagtaa cgtatcacat atagaggcag ttaatactac aggggctgcc ctccaaatat
  1874161 ttggttggct cgcaccttgg ttaaagacga aaacattttg gacgcctaat ggaatgataa
  1874221 gaccaaatgc aagaatgata ccatgaataa ttgcctcact catcatatta cctcctattt
  1874281 aaatttatta tgatagtgta tattgtatag aagaaatgaa aatttgtatc catattcata
  1874341 cgcaacatta gaagaaattg aaataggtat aaaaaaactt gcacaattaa tgaaaaagta
  1874401 agaggagaaa gtaatgaaac aatatgtaat ttgccaaatt atcaatggag aaaaatattt
  1874461 agctgcttat gcggagacga agcaggaggc gattgaaaaa gcagaattgt taggattacg
  1874521 aacgggaaat cgatacacag ttattactgc agaggaagct gacggtttaa cgtataataa
  1874581 attacgcagg aagtaaataa gcttagtaat atataatatt actaagctta tttttttgaa
  1874641 agcgttacgt gtgctcatat gaagaataat agtattatga gtcaagttga cggaaatacc
  1874701 gatttgtttt tcgattatga tttccgtttc tatattcatc aatatattgt ctgaaattcc
  1874761 atgattgtaa aaacttattt gcggcgttat atccagaatt gtatagccac tctttttctt
  1874821 ctattgttaa ctcaaagttt gtactagtaa tggacccagt tggaattgta attgttcttg
  1874881 cttttgattc tttgtctaaa tgacgtaaat catgggcttg catcattgtt ttaaatagtc
  1874941 ctttgaacat ggagataggc tcgttatagt gagcagggtc agcttggata tcatctttta
  1875001 cgaaatgaaa tccaaaagtt ggccagcgag gagaggtagg tgaatcgaaa atccaaattg
  1875061 gataattact taaaatccct ccatcaacca tataacaagg ttgtttccat tttggggttc
  1875121 gccattttac cggctcaaaa aagaagggga ttgtactact cattcttaca gccttcgcaa
  1875181 tagagaagcg ataatttaaa aatccgtagt tcggtaagtc atcaggaaag ataaccatct
  1875241 taccattact tatatcagaa gcgataattt taagcttatt taaatcaggt aaatctgtaa
  1875301 ataagtgaac tccttttttt cgaagtaatt cttcaatcca ttcttcgata aaaatattag
  1875361 agtaaatacc aagagtagtc catgcgctta atccttttcc aataaacggg attctgtcaa
  1875421 taaaggttct cttcgtaaat ttatcataat caatatttgt tataatcgtt tttagctctg
  1875481 agcaagagta tcctgctgct aggagcgcag cgatgattga accagctgat gttccagcta
  1875541 cacgttccca ttcatagcct ttttcagcta acgcacaaat tgcccctaca tgcgcaattc
  1875601 cgcgtacacc gcctccttca aaaacaccat caattttcat caattctact tcctttcaca
  1875661 taaaaaattt aaaaactatt gtaaaaaagc acgtattgta cgtgcttttt tacaatagtt
  1875721 tttaaattta ctagcagcct acaaagccgc cccaacagct agctccgatg atgattagaa
  1875781 ggatgaataa aacgattaat aaagcgaaac ctccataacc acaaccgccg ccgccatatc
  1875841 cgtaaccaca gcaactatat ccgtaaccca tgtggaattc ctccttaaat taaaaataaa
  1875901 aatgaacgag gggaaaatgt actggaagaa ataatgaact atcgtgtttg taggaacaat
  1875961 gtatactatg ctttttttaa cttgttcgcg tatggaggat gagcccgttt ttttggaggc
  1876021 ttgttgtttt tgcaaagaat ggagtataat ttttgtgcga tgatacaaat aagtatgtaa
  1876081 atataaggag aatgtatgaa taaacaaatt gaagttttaa ttgataaata tgggctgaca
  1876141 catttaaaag aggaacttat taacactgta tttccttgtg tgaaagttgt gccaaagcag
  1876201 gaggaaactg ttgcgatagg tagttcgaaa atgggaggaa ttcctgattt gccatgtgca
  1876261 tttgaatacc caatgcacaa aggaagtccg ttacagttta tcgctcaatt taatttaaat
  1876321 gatttacaaa atattggtat gaatcacgct cttcctaaga cggggatgtt atatttcttt
  1876381 accgtgggaa attactttga agaagatgtg aatccaactg gagcggggcg tgtgctttat
  1876441 tatgatgttc ctgtagagca attacgaaga gcagatgaat tgcaaacgaa ttataaccag
  1876501 tgtgcaatta cttttgaatt aacgtataaa ttgccagagc ttttcattga agatgaggct
  1876561 gattcagacc gtttcttgca attacttgaa gagctaatcc cagacaacta tgataaccat
  1876621 caaatgtttg gtgagccatt ctctgtacaa gatgaggtat tgtacgagac tggacaatat
  1876681 atggacatag atccgcagca aatgacgctt ttattccaaa ttgattcaga tactaaaaat
  1876741 tgtaatatga tgtggggaga tttaggaatg ctttatttct gtattggaaa tgaagacttg
  1876801 aaaaatcgac gttttgaaaa ctcatgttgt gtattacaaa cttgttaatg aagaaggttg
  1876861 ttcttgtaaa aagaacaacc tttttacaat gttaaatatg cataatctca tatgacctat
  1876921 acgaaaaagt attgtatact ctgaaactat acgatacttt ttcgtatagt tatagaatat
  1876981 aaggagtgac gagatgggaa agacaagtaa gtatgtgaca gctgccgcac tttgttcaac
  1877041 tatagtaatg gggggcttac acgcgtcatc tgtatcttat gcagctacga atccaactgt
  1877101 agcgacatta caatcagatg caaagttgtt aaatgatttc aaaaaagaat taaaaaaaca
  1877161 gattgataat cgagaagaaa atattacaat cacatataaa acaaaagata gaaatgctag
  1877221 aaatattatg gatgaattgt atggcgagtt taataaaatt gtagatgcag atgagtatgt
  1877281 aaaatataat atagcatcta ctagatattc cattaaaggg ttaccaggaa actatacgtt
  1877341 tacactgcag gtgaagtacc gtgaatcaaa agagcaaaca caatatgtaa aatctcaggc
  1877401 aaaagcaatt atcggctcga ttgtaaaacc aggaatggat gagcatgaga aagtaaaagc
  1877461 tattcatgat tacgttgtaa aacatgtatc gtatgacacg tcgtatcaag catatacagc
  1877521 atatgaagcg ttagcgaatc gctctgctgt gtgccaagga tatacgttat taacatatga
  1877581 attactaaaa gaagcgggta tccaaaaccg cattgtaaca ggcacaggaa atggacaagc
  1877641 tcactcatgg aatttagtaa acattgaaaa caaatggtat catcttgata cgacattcga
  1877701 tgatccagta ccagataaag ctgggcgcgt aacatattca tattttaata tgtctgacga
  1877761 gcaattaagt aaagatcacg actgggatcg tagtaaatat ccagcagcaa ctacaagcta
  1877821 ctttaatgaa ttaacaaaca aaataaaagc tggtagttca aaaactgcta catatgaaca
  1877881 aatgttaaaa gaaacaaatt taaaatattt gtctgcacaa tacggggcag acaattacag
  1877941 tgaatttaag gaaaaattac agcaacaatt cgcttctaag ccagagaagg tagaagtacg
  1878001 ctataagcaa tccatggatg gaacaatgca agatataaag aaagtgttaa atgaaataaa
  1878061 ctggccaaaa ggtgcaaagc gtgtatctta tcaagtagca ccatatagtg ctatggcaga
  1878121 ttattcatta gcgacaatta catttacgta ttaatcggtt aaagagagca tctgtaaagg
  1878181 atgctctttt ttttatgtat taccgcaaaa atcagaatta tatgataaaa tgaaaggagg
  1878241 aaggatgtgg aatctaaatg aatttgttcg agagtgatat ttttacattg atatatactt
  1878301 gtttagtaat cggacttatc gttttgtttt tcctatcatt tactttgttc attaaaagag
  1878361 tattgcaaag cagtgctgca aaaaaacaac aagtgatgca tatgaatcag aagctagatc
  1878421 gaattattga attgcttgaa aaagataagg aatagcgata aaagaagtat gaaaagggga
  1878481 aagagaatgg ccaattatat aaaagaatta cgcgaaaaag tagggcatga ttatgttttc
  1878541 ttaaactttg ctggtggttg tgtatttaat aaagaaggag aagtattact gcaaaaaaga
  1878601 ggcgacttta acgcttgggg ctttccagga ggcgcaatgg agataggaga atcggctgcg
  1878661 gaaactgcaa ttcgagaaat aaaagaagaa accgggtatg atgtagaaat aaatgaactt
  1878721 attggagtgt atacaaaata ttttcaatca tatccaaatg gagacaaggc gcagtcaatt
  1878781 atgatgtgtt tttcatgctc aatagttgga ggcgacaaaa aagtagatgg tgatgaaacg
  1878841 ttggatttga agtttttccc gttagacgac atgccaccgt tattttgtaa acagcatgaa
  1878901 gattgcctgc aagatttatt ggagaaaagg gtaggggtat atcgttaaca taaaaaagaa
  1878961 gctaaatgag attagcttct tttttatgtt ttatttattt ccaccaatca tcaaacattg
  1879021 atgctggtac ttgtctttta tgctcactca ctgtgtaacg tttttcaatc ttttctgcaa
  1879081 cgtcagctgg aactgttttc ccttctaaat agtcatcaag ttgatcatac gtaataccta
  1879141 actctgtttc atcagcttga cctggttttt catctaataa atcagctgtt ggcattttta
  1879201 agtaaagtcg ctcgtccgca cctaattctt gtaatagagc gcgtccttgg cgtttcgtta
  1879261 atcccgttaa tggtaatagg tctgcaccac catctccgaa ttttgtaaag aatcctgtta
  1879321 cagcttctgc agcgtgatct gttccgataa caaggagccc tttttgtcca ccgattgcat
  1879381 attgtgtaac catgcggata cgtgctttca cgttaccttt attgaaatct gttaacgatt
  1879441 catctaataa gttttcgtat tgatttgaga aagcatcaac agttgaagcg atatcaaatg
  1879501 caacagattg atcagcttga ataaattgta atgctaattg cgcatcatct tcgtcttttt
  1879561 gcactttata aggaaggcgc acggcgataa acgttgcgtt accaccttca ttacgaattt
  1879621 cctccactgc aagctgagct aaacgtccag ctaatgtaga gtcttgcccg ccactaattc
  1879681 caagtacaaa tcctttcgca cctgtttttt ttacataatc ttttaagaaa tcaacacgtt
  1879741 tacggatttc tgctttcgga tcaattacag gttgaacgtg taatgctttc ataatctgtt
  1879801 cttgtaatgt cattatgttt tcctcctatt catattaaag cggtaaataa gtttatatgt
  1879861 atattggtac atacttctat cctttattat ttcgcaaaat taacgaatat acaataggat
  1879921 gtgtgtatga atatgaatgt agtcattata atgaaactgc atcgtttaag caattttttt
  1879981 gaaacctttc aacaatgtaa ggtttttgtc atttgaatcg atggaaggta tttccgtact
  1880041 ttactaatat aagaacatag ttagtagaag ggcggagaag taatatgaat attagagaac
  1880101 tcgcatttcg gaatgtgacg cgaaatagac gaacatattc agcatatttt ttaagtagtg
  1880161 catttgctat tatggccttt tttgtttatt cgttttttgc gtttcatccg gcattaagcg
  1880221 ctggagaatt gggacgatat gtgttcgtaa gtatgtcttt tgcacagtcc attatttact
  1880281 tatttacatt tttctttatt ttatattcga tgggaatgtt tttaaaaacg agaaagcgtg
  1880341 aattaggaat tttaatgatg ttaggtatga cgaaatatca attaaagcgt cttatctttt
  1880401 ttgaaaatat tatgattgga ataggggcaa ttatttttgg gatacttgct ggaatgctat
  1880461 tttccggaat attaatattt atagctccaa cgatattaaa gttagatatt tcattaccct
  1880521 attacattcc aatgaaagct attgttgtaa cgagtattat gtttttcgta ttatttatga
  1880581 ttatttcatt gtttagtgca ggaatgattc ggaagaataa aattatgaaa ttgtttagag
  1880641 gatcggcaga agcgaagccg gaaccgaaag catccattat ttcttctata ttagcagtta
  1880701 tattgcttag tgcgggatat gcaggagcac ttatgtcaca cggtgcaatg gtatttatca
  1880761 tgatgattcc tgttacaacg gtagtcatta ttggtacgta tttgctgtat aagcagttga
  1880821 gtgtctttat tattagactg tgtaaaaaaa gtaaacgttt ctattggaca cagacaaata
  1880881 ttattacgtt gtcagattta gcttaccgta tgagagataa cgcaagaatg ttctttattg
  1880941 taaccatcat ttctactgta gcattttcag caataggtac attagttggc tttacatcaa
  1881001 tgacaaaggc ggttatggag agaccaattg cgtttcacta tcattctaag caaggaaata
  1881061 gtaatgaatc acagcatttg aagatgattg acgaaggatt aaagaaacat agtatagagg
  1881121 cttcaaaaac taatatttcg acgaagaaaa cggaggagca gtcgttaaga agcgccacgt
  1881181 ttataaagga atcagactat aaggaatatg cgaagttaac aggagaaccc tttcatgcgg
  1881241 tatcaaaaaa agaagtttta tttttgtcag ttgatatacc aggaccaccg atgaaagaaa
  1881301 agaaattacg ttgccgcatt tgaatgaacg attaaaagtg aaaaaaatta atacgtcttc
  1881361 attaagtaaa ataataagag gtaacgttta tgtaatctct aacaagcagt atgatgcatt
  1881421 acaagatgga tttaaagagg aaaaaaatta tgtatacaaa acagaaggaa cgaaagatga
  1881481 aattgaggtt ggtaaagaac taacacatca gatgaaacct tatgaagaac atgcaacgtt
  1881541 tagtgcagaa gagtacgcac aaaaccaaag tttacaaatt gcaggaccaa ttctatttgt
  1881601 aggtttcttt atcggtattg tatttttcgt atgtgcagga agcttccttt atttccgttt
  1881661 gttttctgat ttggaggatg atactcgttt gtttgaaatg attcgaaaag taggtttaac
  1881721 gagtagagaa ttatcgaaag tagttacaat tcgattggcg cttttattct ttgttccaat
  1881781 aggtgttgca acattacacg gggcagtagc gttaactgca ctcgggcaga tgtttgagta
  1881841 ctcactattt aaagaaaata cgattgtatt aagtattttc gtaggaattc aagttgtata
  1881901 tttcttactg attcgatctc gttatttaaa acaattgaaa gagagattat atattcgtta
  1881961 aatgtgtttt tttaacttga gtacaaaatt ttctaaaaag aggcaggtat taccaaaaag
  1882021 tgataaaatg gaaaaagcga ggtggaaaat ttaataaaaa gtaagggagg aagtaatatg
  1882081 aaagcaacag gagttattcg aaaagtagac gaattaggac gaattgttat tcctaaagaa
  1882141 ttacgtgatg tattgggaat acaaatcaaa tcaccgcttg aaattttcgt agaagaagac
  1882201 aaagtcattt tacaaaaata tcaaccttac aatgcttgtc aaataacagg tgatgtttca
  1882261 aatcaaaaca tatccttagc aaatggaaac attactgtta gtatagatgg agcgaaatat
  1882321 ttaataaaag aaatagagaa gtttttaaac aagagtgagg tttagtctta atttatatta
  1882381 ttttaaaaat ttcatatcat tctttaaaga caataaaagg accaatttag tggtcctttt
  1882441 attttggtta ttggttgtac caatcggatt tttggtgtct acaaattacg agataaataa
  1882501 aagagtagta taaatttcgt aagccttatt gagaaatatt tttaaggaag gagaacgaaa
  1882561 caactaaaac gaatgttaca tgtaagcatt ttcaaaagtg gtctgaaatg aaaataatat
  1882621 attttcagga gggattacga tgaacagtag tacagcgaat aaacaaaaag gtatacaatt
  1882681 gattcctttt acagtagata aggtagttga acaagtaaat gaaattccac caggtgtaca
  1882741 actcattcat gccccacaag tatgggagaa gagtgccaaa ggaaaagata ttgttgttgc
  1882801 cgtattagat acagggtgtg atatgaatca tatagattta aaggatcgta ttatcggcgg
  1882861 aagaaatttc acgaaagatt acgaaggaga tccaaatatt tatcttgata ataacggaca
  1882921 cggtactcat gtagcgggga caattgcagc gactgaaaat ggagttggtg ttttaggagt
  1882981 cgcaccgctc gctaaaatgt tagtgttaaa ggttttagca ggagatggtt ctggaagtta
  1883041 tgagcagatt attgaggcga tacattatgc tgtaaattgg agagggccta ataaagaaag
  1883101 agttagagtc atttccatgt cacttggtgg cccgcaagat gttccagaat tacatgaagc
  1883161 aattcaaaat gcggtaaagc aagatgttct cgtcgtatgt gctgctggaa ataatggaga
  1883221 ttgtaatgat aacacggagg aactagattt cccaggcgca tactcagaag taattgaagt
  1883281 cggcgctgtc aatttagaaa ggaaaatcgc gtgttttagt aattcaaatc aagaaattga
  1883341 tttagtagca ccaggcgatg aaatattatc tacgtatcct gaagggaaat atgcggtatt
  1883401 aagtggtact tctatggcca caccgcatgt tgctggggca ctggcattgc tcataaagca
  1883461 gtgtgaaagg gaatatggta gaaagttatc agaaccagaa atatatgcac agcttattaa
  1883521 aagaactgta cctttagggt atgaacgtac atctgaaggg aatggattaa tagatttatt
  1883581 gaaagaataa caattactaa aaaacatctc atatttttat gagatgtttt ttagtatggt
  1883641 tctgttgcat gtattatgac atccaataaa ccggggaatc tagcatttaa gtcatcttca
  1883701 cgaattgaaa tgaaacgttg tgtgccttca aggcgtgtat acataacacc agattcacgt
  1883761 aatactttga aatggtgaga taaagttgat ttcgcaattg gaatatttaa cgcaccacaa
  1883821 gattgttcat ttttctctag tagcatagtt acaatttgta aacgaatttg atcactaagt
  1883881 gcatataaaa tagaagaaaa ttgaatttct tctcgatttg gatgatagag agtacgcatt
  1883941 ttttcacctg ctcgtataag ttattatatt tgcactataa catataaagt ggtatatttc
  1884001 tattgttcga atatattcga acaatagaaa tataggggga gaaaaaatga agtatacaaa
  1884061 attgcaaaag gcaggactac atatttcaaa gttggggtta ggaacaaatg ctgtaggggg
  1884121 gcataattta tatgctgatg tgaatgagga agaaggaaaa caattaatag aagaagctat
  1884181 ggggcaaggg attacatttt ttgatacagc agattcatac ggtttcggta gatcagagga
  1884241 attagtagga gaagtattga aaggaaaacg ccacgaaatt gtacttgcta caaaaggtgg
  1884301 aatacagccg ctattaaatg gagaggtgta tataaataat gaacgaagct atttaagaaa
  1884361 tgctgtggaa aatagcttac gaagattaca aactgattat attgatttat attatttaca
  1884421 ttttacaaat ccagaaacaa gttatataga ttcaattgga gaacttactc gcctaaaaga
  1884481 agaagggaaa attcgttcaa ttggaatatc taacgtaaac gtagagcaat taaaagaagc
  1884541 gaatcagcac ggacacatag atgttgtaca atcaccgtat aatatgttgg atcgtactgc
  1884601 aggggaagaa cttttgccat attgtataga atcaggtatt tcatttatcc cttacgggcc
  1884661 tcttgctttt gggatattag gtggtaaata tacagaagat tttaaattga acgaaggaga
  1884721 ctggcgtcaa agtgtaaatc tatttgaaga aaatacatat aagagtaact ttaaaaaagt
  1884781 tgagaagtta aaaggcgtag ctaaagaaga ggctgtcgaa gtatcgcatt tagcattagc
  1884841 atggctatta aataaaaaag gaattgatac tgttattcct ggtgggaaaa gagcggagca
  1884901 aataagagaa agtgtaagag ctgtggaagt ttcattgaat gaaaatgtca tgaaagagat
  1884961 tgaatctatt ttagaagatt agttgaaagg agggatagtt ccctcttttt atcccgcttt
  1885021 aatgggcagt aagaccccca tctcaaaatt cagcgaaagt aaagaagtta ggtgggggga
  1885081 tcaactgccc ataaaagccc gattggttta actaataatc agtgggggat gaagaaaacc
  1885141 cccactgatt aaagtttcac tttatataaa aggagaagat ttaaatgaaa agagtactag
  1885201 ctgtattctt tacaatcatg tttatgatcg gtacagatac tttcttaatt tcaccacttt
  1885261 tacccacatt acaacaggtg tatcatattt caactgagtt gtcaggatgg atggtgagtt
  1885321 catatgcttt aggatatgct gcatttgcac ttatcgctgg tcctatatca gatagtataa
  1885381 acagaaaaaa agtgatggta ataggaatga gtttttttgc gttaagtacg tttttatgtg
  1885441 gaattgcacc gagttttcta tggatgttaa tatttagatt tttagcaggt gtaagtgcag
  1885501 cctttgtatc tccacaagtg tgggcatcta ttccactgct tatagagaag gaacaaattg
  1885561 taaaggcaat tgggattgca acagcaggat tgtcactctc tcaaatttta gggctgccag
  1885621 ttggatcata tttagcaatg atacactata caacaccatt cttcatcatt ggtatattat
  1885681 cagcactact tgttattctt atttatggag tattaccaga aatacaaccg gttcatataa
  1885741 gggaaaataa aacaaatatc ttaaagcgct ataaacaatt actttcagat tctaaggttt
  1885801 cactttctta ttttgcatat tttgtttttc aaactggtaa ttttgctgca ttttcattct
  1885861 tcggtgtgtg gctgtctatt caatttggct tgcaaattca tgaaataggc acagctatgc
  1885921 tcgtattagg attaggaaat ttaactggta atatttttgg acatagaatc gtaaataaaa
  1885981 ttggttataa cctttcattc tatggtggaa ttatatttat agcagttcta tatgcattac
  1886041 ttcctcatgt aaacaacatt ataattgtgg agttattatt ctttgttttg ttttttgtga
  1886101 caggaatttt gtttgtatta atgatgaggc acttacaaaa catatctatc gtagcaagag
  1886161 gaacaggagc ggctctagct aatgcttcta tgtatattgg tcaaatgatt ggagcggcaa
  1886221 tagcaggaat gttatttgca gcatctcaca actttatatt tgtaggtagt tttactgcgt
  1886281 tattatatat tttagcttta tttctgttta gaaaaagtga aaaactaact gagaatcgtg
  1886341 aaacaggaat tgcgtcataa agtctttaca aataaaaaag agcccaaaaa taaaaatccc
  1886401 tataaagata gggattaata tatcggcata tagttccttg gaaaaggata tattgagtat
  1886461 aacatatagg actacttata attgtgaaat agatgtgaaa gtaatgtgaa aaataacata
  1886521 ataaaaagca ctgttttagc taatgaacta aaacagtgct tttctctttg attgaacagt
  1886581 tgctgcattt tcatcatgta tgcctgcatc tttaataatt cgttgtttag ctttatttaa
  1886641 tagatggttt actgcttctc caaaatagtt agcttcgctt tttgtgcggg cttctcgtaa
  1886701 acatttatag ttttctagca gttcctcttt ttcagtgtct gttaagaaat cttctatttt
  1886761 cttttttgtc atacgaaaca ccctttcttc tgacaaacga cgcaatagaa aatatttatt
  1886821 gtttattata gcaataattt tcaaaaaaag tatagactaa cgtcgcaata atttgtcaat
  1886881 ttcttgaatc ttctcatcag ctttcccgat ttgcatattt ttagcctgtt cgccaccaag
  1886941 agcttgatgt agtaaaaaag tctgaccgga aatagcagtc acaatggata ctttaataat
  1887001 ttcttttatt aaggtgacat caaataaaac gagtccaaga agtgcagcta gactaccagt
  1887061 gaaaatatca gtcaaaaacc caaagtgaaa aaaagtcttc aaacggcgtg gaagcaataa
  1887121 cttaccttgg ttattgatta gatgggaaac gaaaccggtg atgccaccaa cgagtatagc
  1887181 agttagccat tgatacattt ccatcgaatc cactcctttt agtgaataag attcgattat
  1887241 tttatattga ttccttttaa tatttcatag aagcatattg agaaagtttg tttgggggta
  1887301 ttacggattc aatttaatta taacagaaaa atctgatata tatgagtcta ttatatgaag
  1887361 ctgttattcc ttaatatgaa tacagaaagg ggtgcgtgat atgaatatag attaccgaat
  1887421 aagaagtgtg gatggttata caaaacatat aggggaatta gtaagcatgc tggagcatac
  1887481 gagggctgta acattacagg aaataaacaa tctatcagtt gagcaattag attcaattat
  1887541 gccaagtgga gggaattcca tcggagcttt attaaagcat attgcagcta ttgaaaaagc
  1887601 acatcagctt atttcatttg aagagcgtga ctttacaaag gaagaattag aaatatggga
  1887661 agacgcactg tatttagggg aatcggggag aacgattcgc ggacatgaaa tacagtatta
  1887721 tgtacaactt ttgcaaaaag ttcgagaaga atccctgaag tatttgagta aacaagatga
  1887781 tgcatggcta atgtcagaaa gaaagtggcc taacggtgta gcgcataacc agtactattt
  1887841 gtggtttcat gtgctagaag atgagattag tcaccgtggg caaattagga tgatgaaaaa
  1887901 taaattattt gaaaattacg ttaaatgagg tagcttttta aataaatatt ccatataatg
  1887961 agagtaatta acatgagaac ggggtgatgt attatggcga aaataactta tatgaatcat
  1888021 aaaccaaata caaaggtgga tggaaagggc gatactatat aagtgagcgc acgatccttc
  1888081 cgcttataca ctagggagga tatcaatttg aatcaaaata ttttagaatc gttcggctgg
  1888141 gattcttttt ttgaggaaca agctgtagag aactttgaag tagggcgtat tttactcgag
  1888201 cataagcata tatatcgaat tatttgtaat gatggtgaat atatggcaga gctgtctggt
  1888261 aagtttcggc atgaagcagt aacgaagggt gattatccag cggttggtga ttgggtgtat
  1888321 ataaagaaaa tagagaatga aaagaaggca attattcatc gtatttttcc tagaagaagc
  1888381 tctttttcta ggcaagaggc tggtactcga acggaagaac aagtaatagc agcaaatgta
  1888441 gattatctat ttttagtgaa tgcactgaac catgatttta acgtaagaag aatagaacgt
  1888501 tatttactat tagcatatga aagtggtgca atgccagtta ttgttttaac aaagagtagc
  1888561 ttatgtgaag acgtggaaca gaaaattgta gaaacagaag ctgtagcaat tggtgttccg
  1888621 atcttcgtcg ttgatagttt agagcatact ggtattgaat cgttgcaaca atttgttact
  1888681 tcaggaaaaa caattgcttt agtcggttca tccggggttg gaaaatctac tttattaaat
  1888741 gcactcattg gaattgaagt agcaaaaacg ggtgatattc gtgaggaaga tagtaaagga
  1888801 agacatacga caactcatcg tgaattgttc cgattaccga gtggtagttt agttattgat
  1888861 actcctggta tgagggagct acagctttgg gaaggaagcg atgcgattca aacaacattt
  1888921 tctgatattg aagaactagc aaaaacgtgc cgttttaggg actgcaagca tgaaaatgag
  1888981 ccagggtgtg cagtgcataa ggcaattgat aacggaatta ttacgataaa tcgtttgcaa
  1889041 agttataaaa aattacaaag agaactagcc tattttatga gaaaacaaga tgctgttctt
  1889101 gcaagagcag agcgtgataa gtggaaaaag atttctaaac agcataaaaa aatgtgaaaa
  1889161 gtcaaagggt gattcccttt gactttttgt atttgtaaat tttataataa tattattcat
  1889221 atatatggac aaagagaaat taattgttta aactttacaa agtattcatc ataataggtt
  1889281 atgaaaataa taattaggga atgggaaata tttatagttc actaaattta acttttgaaa
  1889341 ttgaaaagca ggaggtttgt aatgggtaga ctattaaatt cgtttcgtga tatgaaagta
  1889401 gcaaaaaaac tactaatttc atttttcgtc attttaattg cggctgtctc tattatcgga
  1889461 ggcatgtctt atcaaacagc taaaaagaat tttgaatcac aaattacgag tagtgctcac
  1889521 gacaatataa aaatattaga taatttaatt aatcaaatga ttgaggcaaa atttaatgat
  1889581 gtaaataatt ttgcacgggt gattcaaggt aatatgtatc aaggggataa tcaagatgaa
  1889641 ttaagaaaaa tgttatctca atatatcaac ttgaataaag atgttgaaca agtatatgtt
  1889701 gctggaaatg ataaaaaatt tgtacaagaa ccaaatatac aaatggcggc agactatgat
  1889761 ccaacagaac gttcttggta taaagatgca gtagcaaaac aaggtggtat tgtaattact
  1889821 gagccgtata aagcaaaggg aaatggacat attgtcgtaa cgattgcaaa acaaacagaa
  1889881 gataaaaacg gtgttgtagc gatagattta agtttagata acctattaaa aacaacaaag
  1889941 ttaatcaata ttggtaaaaa aggatatgct ttcattttag atgggaaaca aaaaataatt
  1890001 gcacatcctc aagagaagtc aggagaaaaa gcagctgatt cttgggcgaa gaaaatttat
  1890061 gaagataatc atggtgcttt ttcatatacg tatgacggta gcgaaaagca aatggtattt
  1890121 gctacaaatg taaaaacggg ttggaaaatt ggcgggacga tgtactcaaa tgaagtaatt
  1890181 gaagctgcac agcctgtatt ttataatatg ttaattgtta tgttcatttc attagttata
  1890241 ggcggggctc ttatttattt cgtgacactt tctattacga agccattaaa aagattagtt
  1890301 gccacttcta aagaaataag tgagggagat ttaacgcaaa caattgatat tcattctaat
  1890361 gatgaaattg gtcaacttgc aaaaggattt aatgagatga ctgatgcgtt gcgaacgtta
  1890421 atcggaagaa tcaatacttc ggctggacat gttgcagcag catcagaaga gctcacggca
  1890481 agtgtaagac aggcgagtga agcgactgag caaattacga tggcaatgga tgaaatatcg
  1890541 agcggggcaa caacgcaaac gacaagtgta gaaaatggtg caatgttatt atttgatgta
  1890601 acagaaggaa ttcagcatgt agcaaatagt tcatcatcga ttaatacggc ttctgctcat
  1890661 actcgtgaaa aagcagaaga tggtggaaaa ctagtaggaa aaacagtaaa ccaaatgcag
  1890721 tctattgcag aatctgtttc acaatcggat gaagttatac agttattaaa taataaatca
  1890781 aagcaaattg gtgacatact agaagtcatt caaaatattg cagatcaaac aaaccttcta
  1890841 gctttgaatg cagcaattga agctgcaaga gcaggagagc atggaagagg atttgcaatt
  1890901 gttgcagatg aagtacgtaa attggctgag aagtctagcg tgtcttctag tgaaattagt
  1890961 aaattaatat gtgaaataca agatgacatg agtaagacgg taaagtctat gggtcatgta
  1891021 aatgaggaag ttcaatctgg acttgttatt gcgaatgaaa cgaagcaaaa ctttactgag
  1891081 attttacaat ctacaaatga aattgcagat caaattaaaa cgatggttga aacagctaac
  1891141 gggatgtcaa aaggtgcaaa tgaagtgtct atttcggttg ggcaaattgc aatgacagcg
  1891201 cagaataatg cgacgagtac tcaaaacgtt gcagcatcag cggaagaaca attagcttcg
  1891261 atggaggaaa ttggttctgc agctggtacg ctttctcaaa tggctgaaga gttacaagta
  1891321 ttaattgaaa gatttaaagt ttaatagaga acagactact ccaaaatagc agtatgctat
  1891381 tggagtagtc tgtttttttt ttgtaaaatt aaatagaaat ggacaatact tttatgaggt
  1891441 ttaaatatat attttgtata atatttgtcg aaaaatagag gtatttgtta actttgtgta
  1891501 taattataat catatagaat acaaataaaa ggagattcgt atgggagtgt attgggggac
  1891561 aaaaagacat tcttggctta gttatgtctc attttggtta agtatttcat tttttattgt
  1891621 ttttctcatt gaagtgttta tttttaaaac actttcaaat aattcagtgc aaattgttaa
  1891681 atatttttat tttatatttg taccagtaaa catctttctt agtttaaagt tactctttaa
  1891741 gaagaatgaa aagaaagcat tacctatttt tagttttata gtatcattat tatttacaat
  1891801 tctaatacta gtattagcgt tagcagctac tgggaaattc ttttaaggag agtgatgtaa
  1891861 atcactctcc tttttggtgt gagcaaataa tgattgggaa taggtttaaa atttaagggg
  1891921 gattaagtaa taaagtaagc cacataataa tgaagactga ataaagtgtt ttatatactt
  1891981 atgaagcaaa tgaatacggt tagaacgttg atatatggta caatacatat ggatagtgat
  1892041 agagataaag agtatataaa atactcatcg ttttttagta agagaggggt tatcttatgc
  1892101 tatacgagga tttgatgaca ttatttcaag cagctccgaa agaagaaggt aaaggtggct
  1892161 ggaaatatat aatccaggaa cgaaatgata aatatgaaat tgttgatgaa atgttgaaaa
  1892221 atcaaatgag tgttgaattg tattttaatg aatatgatga ggtgaaaatc actttatata
  1892281 aagagggaat gcctatttct actatgcaaa gaattgcgat ttcaaaagtt gaattagacg
  1892341 aagaggaaga agggattcaa ttcgttttag aacgtatgcc tagtcgaatg attcggttgc
  1892401 aattaaagcc atatttggca ctcgaaatgg ggccgtactg ggaagtatgt gatgattgtg
  1892461 aatgaatata taaaaagcat ccaataacat ggatgctttt tatgtttttt gaagttgttt
  1892521 aaaagcaata atcggaagta aaatgatgct aacccacccg attactggat atagaatatg
  1892581 gagtaattca ctgtaaccaa cgtaactaaa gcaataactt attagtaaga tgaagaaaat
  1892641 aatattgtta tttttccaac cggtgatgga ttgcatttgt tttgtcattc caaacacatt
  1892701 gccaactaaa gttgtgaaca cttcaccgaa aatgataaga acaaagaaaa agtgaaaagt
  1892761 tgcattgaat tttcttatga cttcagccat tgggatatta tattgataaa attggtcgac
  1892821 tgataagatc gctaaatggc tacataataa aattaaagaa agtcctgcac cacctaaaat
  1892881 accgccccat aaaatggctt ttcgatcttt tacttcgctg gctaacggga cgagaacgct
  1892941 ttgggcgaga gaaagattta aggcgacata tgtaatagga ctagttatcc acttcatatt
  1893001 ccagctttct gcaggaatag tgttactaat agggggtgta ccgtgaaaaa aggtagtaat
  1893061 agcaagtcct ataataaaaa tcatcataat aggtacgaca agtgtattaa cttcaaaaac
  1893121 tccttgtaat ccgcgactac ctataatgag gcatgcaatt actgtaatga aaataccgag
  1893181 ttgtcttggt aaacgaagtt gctcttcgaa taccgcccca gctcctgata acataacgct
  1893241 cgttacacca aataatacga gcaataataa tgtgtttacg acatttccaa atacatcccc
  1893301 aaataaatat ttgttaaatt cttgcgctga aaatgcaccg atttgtgagg agagtaacat
  1893361 catttttgta ccgagccaaa taaaaaaaaa tccacttata catatgccaa ttgttccata
  1893421 aaagccattc actgtaaaaa attcaacaat ttctcgtcca gtagcaaatc cagctccaac
  1893481 gactgttcca atataagtag cagcgacttt ctttgctact tgccattgtt gattgtccat
  1893541 gttatccctc tttctactac gatgagcttg atttactatt atgcatatgt atgagcttgg
  1893601 acaattagac gtatgaagtg tttgaaaaca tacatgaatt aatacatatt agggaaatat
  1893661 taaaggtgtt aaaactttgt tacatataag ccaatcgttc gaaaggatag gaaatgtatg
  1893721 gtaacatgta actaggttat gaaaagataa tcattacaaa atgataagag gagtggattg
  1893781 tatgagtacg aaaacaaatg ttgttgaagt attaaacaag caggtagcaa actggaatgt
  1893841 gttatatgtg aaactacata attatcactg gtatgtgaca ggaccacact tctttacatt
  1893901 acatgagaaa tttgaagaat tttacaatga agctggaacg tatattgatg aattagcaga
  1893961 acgtatttta gcattggaag gtaagccgtt agcgacaatg aaagaatatc ttgcaacatc
  1894021 tagtgtgaat gaagggacaa gcaaggaatc tgcagaagaa atggtgcaaa cattagtaaa
  1894081 tgattactca gcacttattc aagaactaaa agaaggcatg gaagttgctg gtgaagctgg
  1894141 agatgcaaca tcagcggaca tgttgttagc aattcataca acattagagc aacacgtatg
  1894201 gatgctaagt gcgttcttaa aataaatata agaatataaa gaaaaaagtc attgaaaaat
  1894261 tctttcaatg acttttttgt gatttttcag ttttctttta tgctataata tagtaaaaag
  1894321 gaggcgatgc gatgtttcgc tttttcaaaa ctggaaaaga agagcgtgaa attacgaaag
  1894381 atgaattgga acaagcgatg gctcagtttc tagaaaagaa tgctaatatc gtttatacag
  1894441 tattagtaaa tgatgattat acagtaaatt atgatttgtt aaagccgtat ttacctgcat
  1894501 ttccaacaaa tatttttctg attacgaagg aaacgcttga ggtatttgaa catacagaag
  1894561 aaaacttaaa cctagtgaaa gaaattgata ttgtgcaaaa ggcagtagac caatatgtaa
  1894621 cagaaaaaga aatgtttcca attgtagaag gtagtgaaga tcgcctcata tgcggaatga
  1894681 aactaggtcc ttacttagat cgtatattaa aaagagattt atatatttcg gaaaaacatt
  1894741 atttagtttc aagtaaacca gatagaaaaa aacaaaagag tgggtagatg tatggagaac
  1894801 aacaataaat atattgttgt ctttttttgt ttataaaaat attgattttt cagtctattc
  1894861 aactttatac taaatttatt gggtaaagag gagtaataat tgagtatcat tttaagaata
  1894921 aagttattgt tagcttgagt tatataacga ttacagaatg gtataaaggt ttgaaaaata
  1894981 aatattataa aaggttacgg gggatgggtg catgaaaaat agtatgactt acattcaatt
  1895041 attaaatgaa acgttacatt gctatgcaag taaaggaagt ttggaagcgt atacttatat
  1895101 aatggagcat gctaaaggta tagtagggaa tgaggctcaa atatataatt ttaaatatgc
  1895161 attagcgagt gcagcaggac ttgaagaaga agcgttgcat gtaatgaagg aagctattat
  1895221 agaaaagggt ttttggtatg gatatgagta tttaatttct gacgacgatt taaaattatt
  1895281 acataaattt gaagagtttc ataaaatggt tcaattatgt aaagaaagag aagagttagc
  1895341 aaagaaaaca gaacgagcag acgtgaaata tatagaaggc aagaaaaaag aaaaactatt
  1895401 tattgcaatg cacggtgatc aagaaaatat aggaataata gaaccgtatt ggaaatctgt
  1895461 tttgtcacaa gattatacgt tagctttacc acagtcttcg caaattcagt tttcagatgg
  1895521 gtttgtttgg gatgatatac atagagggaa ggaagaatta aaagagcatt acgttaagtt
  1895581 tatagaaaat catacagtag aaagagtaat aattggtggt ttttctgctg gtgcaggagt
  1895641 agctttatac aaggttttac aaaaagatat agctgtggat ggttttattt ttatggcacc
  1895701 gtggcttcca gagattgaag aatggaatga gttgctggga gtattacagg ataaacatat
  1895761 aaaggggtat atagtctgcg gtgatcaaga tgaagattgt ttcgaatgca cacagcaatt
  1895821 tgtacaatta ttaagagata agaatataga acataagtat aaagttatac ctaacttaaa
  1895881 tcatgattat cctatttact ttgatgaggt attgaaagaa gccattgaat atatagggaa
  1895941 tgaaaacaat aagtagtaag aaaaggagat gcatcatatg tgatgtatct cctttttaaa
  1896001 attataaatt aaaagcattt gccaataagc gataagaatt taatttatct tcaaatcgat
  1896061 gagtaattgt gacaatcata aattcttcag tattgtacgc tttgcttaag tttatgattt
  1896121 tttcttttac agaagacggg tcgcctacta tcatacgttg acgattttct tttatacgga
  1896181 ataaatcata cgtgctatat gaataatttt gagcagtttc gatagaagga gtaccagttg
  1896241 tacgctttcc ttgttctagt aataagattg ataaatctaa acttgaagca attttttccg
  1896301 cctcttcatt tgtttctccg caaataacaa aaatagcgac gattgatttt ggtttatctc
  1896361 ctaaatagga aggttggaat tgtttttgat aggcctccat tacctcgggt ccaccgtatc
  1896421 cgtttatgaa ctgtgcgaat gcaaaagaag caccttgctg tgcagcgatc tttgcactct
  1896481 ctccactaga gccaagcaac cacatgtcgg gagatgttgg aatcacagga gtagctttta
  1896541 aattcgcata atgatggttt tctggtactt gatcatgtaa atacattgca acatctgcaa
  1896601 tttgttctgg atattgatca agtgagacca tttttccttc ttgaagtgcg cgagttgcaa
  1896661 ttggcatacc gccaggtgct ctgccgacac caaggtcaat acgatttgga taaagcgctt
  1896721 ctaaaacacg gaaattctca gcaactttat acgggctata gtgaggtaac ataacaccac
  1896781 ccgaaccaac tctcatacgc tccgtttttg ctgcaatatg agaaataagt atttctggac
  1896841 ttgaaccagc aaggcttaca gaattgtgat gctctgatac ccaaaagcgt gtatatccga
  1896901 gtttttcaac ttcttgcgca agcgtaactg tatgtgaaaa agcttgggtt gctgtactac
  1896961 catctgaaat aggggattgg tctaatacac ttaatttgat catagaatat acctctcaat
  1897021 cttaatgtac atcctattat atatttactt acgaaaaatg cgtaatgaaa tgctcaaaat
  1897081 taaaagtgga taaattatat atccactttt aatgtgaaaa tcctcgttca taatgattca
  1897141 tttcgactac atttaaaata tattcgtagt tatcaatctc aagttttatt tgttcacgct
  1897201 cttttttaga tagatgcaaa ctattaagct tgttgcatag ctgttgtttc ttttcttcta
  1897261 aatacttttt tgtagcattg tagtcgtaag ttggtttcat ttttaaccac tccttatttg
  1897321 ctgttgctat attatacgaa gcgtgaagag ctgtgagagc gatctcttat gtatttttag
  1897381 tgaatattca acttgctctg ttgttatgtt tatggaaatt tatgaataaa atgcactaaa
  1897441 cgactaatgc tcatttgatg aagtaagggg tggaattgtg cagaaagata taatgtataa
  1897501 cactgagatg gatgaaacgt taaaaattat aaataaagga ttaaagaaga cgacgagccc
  1897561 gaagcaaatt attgtagtag gggctggcat ggctggatta gtttcggcat ctttattaaa
  1897621 agctgcggga catgaagtga agatttttga agcaaataac cgggtaggtg gccgcataga
  1897681 gacagttaga atggaagata ccggtttata tttggatgta ggggcaatga gaattccgta
  1897741 ttcgcataca ttaacgatgg catatataag aaaatttggg ctacaggtga gcccttttat
  1897801 taataggaat gagactgata tcatttacgt aaatggccgg aaaacgacat taaaacaata
  1897861 tgaaaaagat ccaagtatat taaagtatcc tgtagaaatg aatgaagtgg ggaaaacgtc
  1897921 tgaggagcta ttattgttag cggtacagcc tattataaat tttataaaaa agaacccaga
  1897981 gaaaaattgg gatgttgtag taaaggattt tgggagatac tctacaggac aatttttaaa
  1898041 gtatcatccg tatcaatata atacatattt ttcgccagta acgattgaga tgatcggtgt
  1898101 tctattagat ttagaaggtt ttttagaacg ttcatttgtt gagacattac gttttttata
  1898161 tattatgcaa gaggagagcg gattttgtga aatagtaggt gggaatgata gattaccaaa
  1898221 gtccttttta ccacaattag aagaaaatat tatatataat caaaaattaa tgaagctaca
  1898281 tcaacgtgat aacggtgtga cagctttcta tcgaaacgaa gaaacgtttg aatatagtag
  1898341 tattacaggg gacttagtta ttgttaccat tccgttttcg acaatgcgtt ttgtggaagt
  1898401 tgagcccttt gattctatat ctcatgaaaa gtggaaagca attcgcgaat tgcattatat
  1898461 gccagcaaca aaaataggaa ttcaatttaa aagtcgattt tgggaagaac aaggacaatt
  1898521 aggtggcaga attataacgg atttgccaat tcgttacgct tattatccaa gctatggaat
  1898581 tggagagaag ggaccggcta tgatgctagg aagctataca tggtcttatg atgcgttgtt
  1898641 atgggatgga ttgtcaaagg gtgaccgtat ttattataca ttacaaaact tagcaacgat
  1898701 attaggtggt caagtatatg atgaattctt gtctggtata tcaaaaagct ggacattgga
  1898761 tccatatgca cttggagggt ttgcgctatt tcaggcaggt caagaatcag agttgcaacc
  1898821 agcgattgtc aaaccagagg gaagaatatt cttcgctgga gaccatacga cgttatatca
  1898881 tggatggatt caaggggcaa ttgaatctgg ggttcgtgta gcggaagagg tgaatgaata
  1898941 aaatatgtaa atttcagaat tatctttact gtatagtttg agatggatat tattatatat
  1899001 aaaagaatta tagggagtgt ttacagtgaa tccattatta ttcgattttc cttctgaatt
  1899061 ttataccgaa aggctatgta ttcgaatgcc gaaaccgggt gacggtaaag ttgtatacga
  1899121 tgccatacaa gcatctatgc aagaattaaa accttggatg gtttttgcac agaaagagca
  1899181 aacagaggaa gaagtagaag tgagcattag aaaatcgcat attcaatttt tgcagcgtga
  1899241 ggatttaagg ttactagttt tttcgaaaga aacaggtgaa tttattgcat cagctggatt
  1899301 gcatcgtatt aattgggata tacctcaatt tgaaatcggg tattggattg attcaaggtt
  1899361 tagtggacag ggctatatgg tagaggctgc aaaggggata acggatttcg ccttttctga
  1899421 actaaaagca aaccgcatag aaattcgttg tgatgcttta aataagaaga gtagagcgat
  1899481 ccctgaaaaa ttgggcttca aattagaagg tacgttagaa agtgcgagtg ttgcagtaga
  1899541 tggaaatgga ttaagagata tgtgtgtctt tgctatgacg agaaatacat atgaaaaaga
  1899601 agagctgtaa agaaacggct cttctttttg tgtattatgg tacaggatgt ccgttagagc
  1899661 tttcgaaaat tgtaaaccat tgttgacggt ctaagttaac ttttgtagca agagcggccg
  1899721 ttttaacacg atctaattta ccagagccaa cgatcggcat catattagct ggatgtgcaa
  1899781 gtaaccatgc atacataaca gtatcgatgc tagtaacacc tagttcagta gcgacttttt
  1899841 gaacggtttc acgtacacgt acagcgcgtt ctgattgacc agtaaagatt tctccgccag
  1899901 caagaggtga ccaaatcatt gggttgattc gtttctcctg acataaatca attgttcctt
  1899961 tttcaaaatg ctcaagttgc agtgcagata cttcaatttg gttcgtaata agcgggaaat
  1900021 ctaagtatga acttaacata ttaaattgag aaggtaagaa gttagataca ccgaaatgac
  1900081 gaacttttcc ttcttgcttt aagcgtaaaa acgcttctgc cacttcattt ggatccatga
  1900141 aaggatcagg acgatggata agtaatacgt caatataatc tgtatgtaaa tttttaagtg
  1900201 atgcttctgc actttgaata atatgttttg cactagtgtt gtagtgagca acatatcgct
  1900261 ctggaaattt cggtgatggg ggagcgattc cacattttgt gatgatttgc atgttttcac
  1900321 gtaaagaagg ctttagttgt aatgcctctc cgaacagtcc ttcacacgta taaccgccat
  1900381 aaatatcagc atgatcaaaa gtagtaattc ccatatccat acaatcttca atgaaagaaa
  1900441 gtaattcttg tttcgtcata ttccattctg ctaaacgcca aaaaccttga ataatacgag
  1900501 aaaattcgag tgtttcggcc atttgaactc gttccattat aagtaccccc ttgatgaatg
  1900561 attattattt tgaaaaggct ttcttactac atgttattat atagttagag gggcgtacaa
  1900621 acaataaata tgttttgcta caaaaacgat tatttctgta tgttataatg taaaaacata
  1900681 tagctataag gagatgtacg aaatgattcc agtaacaata ttaactggtt ttcttggatc
  1900741 tgggaaaaca acattattaa atcgtatttt aacagagaat cacggtcaga aattagcggt
  1900801 gatcgtaaat gaaataggga aaattggtat cgataatcag ttgattatga atgttgaaga
  1900861 agaaattatg gaaatgacaa acggttgttt atgctgtact gtgcgggaag atttactcgt
  1900921 tgcgttaaaa caattactgg atgtaaaagc agaaggtaaa atggactttg atggattagt
  1900981 aattgaaaca actggtcttg caaatccagg tcctattatt caaacattct ttttagatcc
  1901041 tgttattcaa tctgcatacc aaattaatgg tgttgtaaca gtagtagata gttatcatat
  1901101 acataaacat tttgaaaaag gactagaagc aaaagaacaa attgcatttg ccgatgttat
  1901161 attagtgaat aagttagatt taattgaaga gagcgaaaaa gaaaacctct tacatgaact
  1901221 gcaaggaata aacccgactg caaagttaat tcagtcgact aactgtgatg tggatattcc
  1901281 atcgttacta aaaattcaaa cgtttaaaac gaaagatacg ttacaaattt atcctcataa
  1901341 agagcataat catctagaag gtgtaaaatc gtttgtacta cgcgaagagc gtccgctaga
  1901401 tttacaaaaa ctgaatgaat ggatgtcagc tgtcgttcaa gaactaggtg aatatttata
  1901461 tcgctacaaa ggaattttat caattgatgg agtagataaa cgcatcgttt tccaaggtgt
  1901521 gcatacactg tttgctgcat catatgatag agagtggcaa gagggcgaag aacgagtaag
  1901581 tgaagttgtt ttcatcggaa aagatattaa taaagaatgg ttccaagaac attttgagga
  1901641 gtgtgtgaaa taagtctgcg tttactgcag gcttattttt tggacttaac taagtgtttt
  1901701 gtagaaaaat gatagattgc aaaaaacgaa ggataataaa aaagcctgtt ttcacaggct
  1901761 tgtatgttca tctaaaagta actccattac aacacctaca acaggtcctt catcatcaat
  1901821 atcgccattt aaacggaagc caaatgactc atataatccc attgcgagtt tgttttctgg
  1901881 atgtaaactt aaataaattg ttttacattc aaatttatgt tgtaagaatt gaataagcaa
  1901941 gcgaaggaaa cgttttgcgt atccttttcc ttgatattgt tggtcaatca taaagcggtc
  1902001 taaccatacg cttttacgtt tttcacaata ccatccatac attgcatatc ctacaagtgt
  1902061 ttctccatca tataaaccta ctgacgttcc gtttccctca tataatgatt ctgctagaga
  1902121 aaacgcattg ctttcaataa attgctgctg gtcttttgcg acgtttaaag cagctaccga
  1902181 acgccaattt ttttctgtta cttcacaaat gtgaagagtc ataattccaa ctcaccttct
  1902241 aaattaatat agcttaaaag ctaatatgga taattttact tgttatttta gtccagtcaa
  1902301 gcagaaacac ataaatatta aagaggttgc ccaaaagtag ctgaatagct acttttgggc
  1902361 aactctttaa tatttatgct tcattatact aataagagca tctccattgg tgagctcaat
  1902421 atttttattc actgcacatt gcgctcgttg aaggggcact tggttttgta ttgtctgctg
  1902481 tatgtaatat cctacaggag aaatcttgcc aaggggtgta aaaagatgga gaatgcaagc
  1902541 tcaattttcg tttaccgact cttactgcat cagaagtagt ggtagatcaa tctagattag
  1902601 agaaactgca atttattcca ggaagatata tatgaagaaa aacgccacca tactgcaagt
  1902661 tctgtatatt gacgacaagg tcaagtggaa acatttaaaa gaatatgaga tggataaaca
  1902721 tgaacataca gaagcacatg aacatcaacc attgtgtggt gatactcgct acgattagaa
  1902781 agctacagtt tgcaacaaga agacatgtaa ttagtattca tgatatgggg agtatccgaa
  1902841 atgcaaaact tattatgaga gatttaaagt catatgtgag caaaacaatg ccaggtggtc
  1902901 cggtatgcca ataaggctca gtgttaccga ttgccccttt agcacccgtt gaaccagtgg
  1902961 gacctgtacg gaattgaaaa ggttgcatag gtggaagtgt cggtccgact gaacctggat
  1903021 ttaatgcagc ggaggataaa aactcgtcca ataaaatcca cctctgaaaa attcatatta
  1903081 ctaatagtaa atgcgtgggt agagccaaat gaaatggaca agcgattgta tatatgaaat
  1903141 ttaataaaat agttatttaa taaaaaagca gttagctttc gctagactgc ttgctcccta
  1903201 atgtagttct tgttatgtaa tttagatgaa gatactacct actaggatta aggctcctag
  1903261 caaaattaga gaatcaacta aaatcaagaa ctggtttttc tgtggctttt tcaattcttt
  1903321 tattaagctg aaaactgcac ttaatccgaa acaaatatat aacaaaatca ttatcgttcc
  1903381 tgacatgatt aacaatccta atatatcgat atcttaatta tataacgaaa aatatataca
  1903441 tgtaagtttt taatgaaatc cttatttaaa tagggaaata cagctgaaat gataagtaga
  1903501 tctactgaac atttcagctg gtattcaaag ttttagaaac caattttttt aaacatctta
  1903561 gtatatgtaa ttacaagtgc agcttgtaca attacgaata gtgaacccat aaacattttg
  1903621 tggttatgat ctaatgcacc gaatattgcc atagatattc caattaagat aaaaagtaca
  1903681 cttaggaaag gcgtaatttt cattaacaca ttaagtcttt tattcatata cagacctcct
  1903741 gttctcaata gatttaagta ttaaacgaac ttataaatgt attttactat atttttgttt
  1903801 ttggatatac agggacgtat ataagtacag gagaaatttg aacaaaaacg ctatttgggt
  1903861 aggaaaggag aatgaaaatt ggttacaact ttaaatgtaa caagtgtggc cataacaata
  1903921 ctgaagaaga tattgattat acgaatatgc tttgtggaga accttgtggt tgtgagtgca
  1903981 atgaatatga attaatttgt agttcttgtg gtgatgaaat ttgcagcggt aatggatggg
  1904041 gagaattcga cagaaaagaa gctgctgagg atgctcaaga aaaactactt tatatgagca
  1904101 aaagagcagc tagcaaaagc taactgctga tctccctcaa gatgtaattt actatgtaaa
  1904161 ttacattaac ttatccgtta gtaagtatgt aaatcctatg agaattaaca aattgaacga
  1904221 aatcaaaaaa agagttatag aatttataga aaaaccaaaa aaagatttaa attactggca
  1904281 gaattgtgcc ggttgttttg aaatcatcgt gatatatttg tattgtgaga aatggcggaa
  1904341 aagagaaaaa agcatctatt cagtaggtgc tttttctttt gcacaaaaca aacgaacaca
  1904401 acgaacgaaa aaaacaagac gttatgtttt tttaatatga ttctttgatt aaaatgaggt
  1904461 ggtggtcgtg gctaggcaaa gaagcctaaa ttgtgaattg aataatttgt tactatattt
  1904521 gattttttac aaaaaataac cattttcttc agatttcaag aaggttttac aaaaaaatac
  1904581 atagaagtat aaatatatgg taatgaaatg agtcgaattt tcatcatgac tgatatccat
  1904641 aatatgttca tttcaaataa catgaaatac acatagagga gagcgattat gaaaagaaga
  1904701 attggtacag cagtcgtagg tttatctgtt ttaggatttg gaatttttgg ttttactcat
  1904761 ggaaatggtg gaggggttgt tcaagcggct tcagaagggg atggaggagg agcgcctgca
  1904821 tatgcacatg gaaatcatgg gggagcacca acttataccc atggtgaggg ctggtctccg
  1904881 agttatgcac atggacatac aggtggagca ccatcctata ctcatgggca tacaggagca
  1904941 ccagtttatg gatatggaga ctatccaata ccttctttta atgtaggaga tactcctgca
  1905001 ccgaggttag acgctgatgg agatcatggt ggagcaccaa cttatactca tggacatttc
  1905061 cctgcaccga agttagaatc ggatgggtat acaggagggg cgccttctta caataaggaa
  1905121 gatacatggt ctccgagtta cgcacatgga aatacaggag caccatctaa tactgagcct
  1905181 ggtgggggga tttaactaat actaaaatga aagttgtaaa tttacatata agaaaaaagg
  1905241 ctttgtaatt tacaaggtct tttttctttg taaaaaagtt attcaaaggg gaaaataaat
  1905301 gaatttcttc gtattttatt attaacaaaa tacggatttt gtatggaatt tcctgcaaag
  1905361 aattcaccat gaataaggtt gtctcatatc atgtaaatat tgctttatta atattataaa
  1905421 ataatgtgaa cgtattggaa gatgtttatg gaaaaattga cagtttaaaa gcagaacaaa
  1905481 aagaaattat gtgagatatt cgtaatttag aaactcgcac aacaattaat gagaaagaca
  1905541 tcgctacaat taataagcaa ttagaaaaga ttagcatgaa tacaacttgg attctacgaa
  1905601 ttattattag cgcaatcact atgtcagttt tgggtttaat attaaaaggg ctgatgtaaa
  1905661 atttaaaaat aaaagtactt attgagagag ggacaagtat ctctctttat ttttatcatt
  1905721 ttaacaaaga ggggtccttt agaatatgga ataggtaatc tgtacgattg aataggagac
  1905781 gttagtcagt ggttatcgat ggtaaagtaa acgtacataa tttaaaaggg aacccatgaa
  1905841 acaataccaa taataatttg tatgtgaacg taaacaagac caagaccgtc ctggagagga
  1905901 gggggcttgg tcttgtttag ctaagatcac aattttttaa gtaattttca cattctgtta
  1905961 accatactaa tatcaagttc tttaattcaa tcgtttcaat atcgcaagtg tattcttcat
  1906021 cctctacata tcggtggata atctgtatat aatcttatct tatgtctaaa tcacaactgt
  1906081 tactcaatca ctatcaagtt aaagttttat aatgctccaa aatgaaaaat acgctattct
  1906141 ttttgtagaa tcataggaat gggtggcgta ttttttattt tgttttgcta acttgatttt
  1906201 gatgtgacgt aaccttaagt atttaaaaaa taaaaaaagt ccctcaataa tgttaaaggg
  1906261 accttgctca cgcaaatgat ctgtaaatca attcatcttt gatatacaga tcatttgtat
  1906321 gataatattt ataaagaatt gctaaataat gaaattacat aaatgctttt agaagttctt
  1906381 gaattaatgg gattgctcca ccaataaatt ttaaaactgc cattgcgatt tccatattat
  1906441 tctctcctct gtttttgtat taagatgtgt gaatctttat aaccttatta tagtaagcgt
  1906501 ttacatttat aacaatacat tttcgtatgt aatattgcat atttatacgt ttagacaaaa
  1906561 attaggctct attagtcatt ctttaatggt atcatagcga ggtgtgagtc tttaagggtt
  1906621 ttccctaata ggaggaaata tggaaagagt acaagtgatt tacagtaatc tgaaaattaa
  1906681 aagttgggct aaacaggtat tagctgtagg aggaataata gggttctgct acttggtgtt
  1906741 atatgttttt agtttcttag ttgttatgta aatattatat aactaaacta gtagagtctt
  1906801 gcctagatag gtaagactct tttgttgtat ctgagatgaa taaactacat acaaaatctc
  1906861 tcaagtttgt cagattacta tgtagggtgc cgtatttctc tatgttttag aacggctcac
  1906921 tcctatcatt gaaagtaaat aaacttctat ttaaaagttt ccatttatat tgaaaacaca
  1906981 attgtattga taaaaaatgt gtttttacta aatatatctt aaaaagacaa gcataagtta
  1907041 tattccgttt tgataaaatc tttttatctt tgaaaaggat ttaaatctta ctaataggtt
  1907101 tgatcccttt ttgcataccg taatttctat attaccatat aaatataata tactgaaaag
  1907161 aatttaaaag caagaataat agtatcggtc cgccacatgc ccatcaactt aagattttaa
  1907221 agtagcccct aaacgaaaaa atttttaaaa attcattgat agtaaacaag aagggttggc
  1907281 aaatcactag ctaaagaaat ttcttctggt aagctaatta gtaatatatc aaaaaattct
  1907341 ttacaaaatt tagagctata tttcgtaggt atatgtcctc ctattagtag attggaaatg
  1907401 ctgattttgg tgatcatatt cgtgtggatt tcttgtggga tttggataaa aatgaagttc
  1907461 tagtatggtc tactacatta tctgaattaa aggtagctac gcaaaatgga agtattcctg
  1907521 accttgtaaa gaaaggtatt gtagatcgag aaggaaatgg acttgctcct ggtgatgatg
  1907581 atacatttta tgtaatgttc acatttgtag atagcggtga agaccaaaat gtatttcagg
  1907641 gggatggatt gaaattaaat tggacgttta attccataca aacaagtggt gaagaaaagt
  1907701 aagtgtaaca gtttgtatac tatatgttta aacgtatagt gtacaattaa aagaactgta
  1907761 ttaaaattga agagtttatc gcgaatggta aggctcctca taaatatatg ggtgaaaaaa
  1907821 ctgatgacga ttttcttttt ttagattcta ttccttagtt gataaaaagg ttagattgca
  1907881 caattaattg ggagataagt ataagtaact ttgaacaata ttaagttcac catttttatg
  1907941 atgccgcttt ttctataacg gtaagttcaa attgtgtttc tattaaataa aaaatacatc
  1908001 cttataggga tgtatttttt attaatgata atgttataaa ttattctaca tgaaccgata
  1908061 tgtttttaga taatacttgc attgagaaag gaactctagc ttcaaaagct atagtgtttg
  1908121 ttgaatttgg tgtgtttgag aagatgtaag aatccttaat acgtaatcta aatgtttttt
  1908181 cagatccgaa tggaccagta taagaactga cttcgtctaa agaacttccc gcatatctaa
  1908241 caccattaat agtcaaagtc tcagaatatg aatccggtgt acctacttca ctaactttca
  1908301 cataaaggta atcgccttta agaacaggaa tagttaagta agaacttgca ctatacattt
  1908361 tgttattatc gcctacagca ctaatgctaa cacttcgtag tggagaagaa tccgcctttg
  1908421 aaatagttgg taaaaatgct agtgtaagtg caaaacacat agctaacatg cctataaatt
  1908481 ttttcatatt aacaacccct taggtattta tttaacatcc tgtattttac aggttaaaaa
  1908541 tgtaaatttc aatatcgtta tataaagaat gattatgtaa ttatgcatat ttaatataaa
  1908601 gtacaccaaa actcggatac ataaatcact tgctgttaca ttggggatac gaaaataact
  1908661 aaaagaaaaa ggcgtctaca gaaaaaattc tattcttata tttgtaggat agttttagat
  1908721 acaaaaataa agagattggt aatgtatata catcttaatg taaaatatat attgcattta
  1908781 tgtgattaat aatttaatat acagaatata aggtttaagg tatgaagtta tcatttacta
  1908841 atgagacgta tttaaagtct ataagtaaag agaaaattgc aagagtaaaa aaagtctaat
  1908901 tcaactggag tttaccgata ttgtaaacgc tacgcgaaaa accagtagtc atattgaaag
  1908961 taataagttt aacgcttttt taaaactttg tatacatata gctaaaacat tagataagag
  1909021 tttagataaa ttattttagg aggaactcta aaatggaaaa actaaaaaaa tgattttcac
  1909081 tcagtacaca ctcagatgaa agaattcaac aaatcgaaat gaaaatttgg gctcaatctg
  1909141 gaattgttgt cctaatttta gcttttattg atgttattat aaggggagca tatctacacc
  1909201 gcccattcct agaatggatt gcttcattag ccattataat ttgttatatg attttcttct
  1909261 ttattaaatc tattctaact ggtgtttatg aaacagatat taataataaa gaacaattaa
  1909321 aagaaaaatt aaaagaaaaa atgagtgata cctttatttt gtgttttgta gcaataggtg
  1909381 ctactacata caaatataat ttacctgaag atttcgttgg atggatagca gtaatagcaa
  1909441 gatttattat acttttcgct ttcctatttg gtatacaata tcttattaca gtaatagcat
  1909501 ggaagagatc caataaaata taaggaaaca aaatctatta gcgtctctgt caaaaatcaa
  1909561 aaacagctaa aagaagtacg agaacgttta cgtacaaaag aaggtaaaga attatatgta
  1909621 aaacgacaaa tagaggtaga acccgtattc ggtcatatta aatagaatcg cttcttccaa
  1909681 cgtttttcct taagaggcct ttccaaaaat cgactggaat ggggttttat ttgtgttgcc
  1909741 cataatttat ggaaatggac aacaacagct caatccaaag cgaaaaatgc ccggttatag
  1909801 tagaaaatct gttgattttc tactataacc gggcgtttct catccatatt aaagataaaa
  1909861 taaaaaactg tctccaaaag gccttgttta aagacctttt gagacagcct cttcttatca
  1909921 aaagttgatt agttagtagc ttctttcaat gtattcacgt tttcttccat taaagtgaag
  1909981 taatctttat tatttttcgc atcgtcttca gaaatagtgg ctaagtgatt taagcgtaaa
  1910041 acttttgtac ccgtttcttt ttgaataacg gatgctactt ttggagtaga gaatgtttca
  1910101 aataaaatat attttagatt atgttctttt actgtttttg taatatcagc aagctgtttt
  1910161 tgagaaggtt catcagaagc tgaaatacca gcgatagcaa tttgttttag gccatagcgt
  1910221 tgttcccagt atccataagc tgcatgagaa actaaaatat ctttcgtttt tgcattcgca
  1910281 acaactgctt taaattgatc gtctaaatca gtaaattttg tttgaagtgc tgcaaagttt
  1910341 ttttcgaatt cttgtttatg gtcaggttgt aatgctacaa gtgcattttt aattttttct
  1910401 gcctgtttca ttgctagagt agggtctaac caaatgtgtg gatctttatc gtgatgatgt
  1910461 tcatcttctt tatggccgtc tccgtgatca tgatgctctt cttcagtaga agtacgcagt
  1910521 tcaatacctt ttgatgcatt tacaatttta acattttctt tttgtaatga tttttccatt
  1910581 ttttcagcaa atggctctaa ttcagctccg ttataaacga ataaatcggc ttttgcaact
  1910641 tttactgttt gtttttgact tggttcaaat gtatgagaat ctgcaccagg tgggtaaatc
  1910701 gcttcaaccg ttacatagtc gccaccaatt ttttttgcaa aatctgcaag gggaaaaata
  1910761 gttgtataaa cagttagctt tccgtctttc ttggcattac cttcttttgt atttgagcag
  1910821 ccagtaaaaa ttaaagtgaa aataagtaag aatgaaaata tagtcaatct tttaggcatg
  1910881 aagttctcct cttttctttt tttacggata tattttcccc aattatagaa gaaacatatc
  1910941 attttaatac aaaacggaat aattacgttt tagtttgcga acttagtata atacatcttt
  1911001 tataaagttg caataaataa taatcattac gatttgattt tgttataaag ttgtcaaata
  1911061 tagatgtgtt atttttgcgg atacatgcat atgtgacaac gctgtgttca tatatatgaa
  1911121 aggagggtgt agagggggat gagtgcttgg gttacttaat ggaagctatt ttgttgatat
  1911181 tagcggtagt attaccatta gccgtagtct taattttttt aagcagatta ataagtaatt
  1911241 taggagatgc atcaacagtc acaaaattac gagagaaaga tgagaaaaaa gagtgagtaa
  1911301 agcactatgc gtacgcatag tgctttactt gtggtaaaat gagagaagga aactcctaaa
  1911361 agttgtatgt tactgaagga gagaaaagta aaataagagg tatatgcata tatgaataag
  1911421 cgaacagcgt tagtacttgg tgcaagtggt ttagttggac aagagataac gcgtctatta
  1911481 cttgaatcag attactacga ttcggttact atttttgtaa gagaaccaat ccaatggcaa
  1911541 catgaaaagt tacagcaaaa acaagtggat tatttggcat tagaggaata taaagagttc
  1911601 tttgctgtag atgacgtatt tagttgtcta ggaacaacaa tcaaaaaggc aaaaacgaag
  1911661 gcgaatttca aaaaggtaga ttatgaatat acgttacgag cggcttgttt agctgaaaaa
  1911721 caaggggtgc aaaatttcct tgttgtgtcc tcaatgggag caaatcctaa atcgtttttc
  1911781 ttttattcac aagtgaaagg aagaatggaa gaggaattac aaaagttagt aatcggtggt
  1911841 attcacattt ttagaccatc tttattagta ggaaatcgac aagaatttcg ctttggtgaa
  1911901 cgaatggcgg aaaaattatc tcgtatgatt ccttttatat ttaaaggagc cttcaaaaag
  1911961 tataaaccga tttcagctaa agatgttgca aaagggatgt atataactgc attgcgagaa
  1912021 gaatcaggta tccatattta caattcgaat gaaattacaa cgatagaata aataaaaccg
  1912081 agaagaaaag cttctcggtt ttatttattt gtactaattt tcccaggcgc tcgctcgtat
  1912141 tgatgcggtt cttctaactc aaagccaagt tcattggcgg ctattcttgg gaagtaagga
  1912201 ttgcgaagta actcacgtcc gataaaaatt aaatctgctt cgttattgtt taaaatttgc
  1912261 tctgcttgtg ccccggtcgt aatcaatcca acagcaccag ttgcaatgtt agcatgttct
  1912321 ttaatatgtt tagcgtattg tacttgatat ccaggataaa catcgatgcg tgcaggtaca
  1912381 acagccccag aactacaatc gattaaatct actccttgtt ctttcatcca ttttgtatac
  1912441 tgaacgtaat cttgaaccgt taacccgtca gggtgataat catttgctga aatacgaaca
  1912501 aataacggtc cgttccaaac ttcatttatc gagtcaatga tttcgcgtaa gaaacgatag
  1912561 cggttttcag gtgaaccgcc atattcatca gtccgcttat tggaaagcgg agaaagaaat
  1912621 tcattaatga gataaccgtg ggcgccatgt atttcaatca cgtcaaatcc agcttgtttt
  1912681 gatcgtattg cagcctgctg aaacgctaat atggtatttt ttatttgatg tatactcatt
  1912741 tctactggta ttttcatagt ttcattaaac ggaactgcgg atggagcgag agcatccgtt
  1912801 tctaattcag cttttcttcc agcgtgagcg agttgaatgg cagcttttgc accgttatca
  1912861 tgtataaaag ttgtcgtttt atgtaagcct tcaattagac tgtcatccca aatacctaag
  1912921 tctttattag aaattcgccc ttcaggtaat acggctgttg cttcaatcat aactaaacca
  1912981 acttgaccag ccgctctcgt tccataatga atgagatgga aattcgttac ttggccatcc
  1913041 tcgttttccg atgaatacat gcacataggt gacataacaa ttcggttttt taatgtaacg
  1913101 tccttaattg tataaggtga aaaaagttcg gaattcatcc aatagcctcc tagattgaat
  1913161 tttcttatat tgtatcattc tcttttttgt tttcactaat aaaacgctta tacgaaaaat
  1913221 tttgtctatt cgtgttacaa taacaaatat gaattgaatt ggaggatgac atatgtacca
  1913281 agcttattat gaaagtgaat taggcttgct agaaattaca gcgaacgata aaggaattac
  1913341 gtctgttata tttgttgatg agagacaaga agaacataca aatgaaatga tagatcaatg
  1913401 tataaatgag ctcgatgaat attttaaggg gaatagaaaa gagttcacag tcccgttgtc
  1913461 tcctgaggga acagcatttc aaaaaaatgt atgggatgcg ctctatacga ttccttatgg
  1913521 cgtaagtgct tcatatttag atattgcaga gaaagtcgga aatacgaaag ctgtacgagc
  1913581 aataggagga gcaaatagtc gcaatccgat ttcaataatc gttccgtgtc atcgtgtaat
  1913641 aggaaagagc gggaaacttg ttgggtatgc gggcggttta tggaggaaag agtggttatt
  1913701 aaaacacgaa ggtattttga aatgacgtat ggatgggaag agggattgtt ttgaaatgta
  1913761 taaattgtgg gcaactttgc gagggaaatc agttaaattg tgaaagttgc cagcggactt
  1913821 tgcatactga acagagtgaa ggaagttcgc taatagacaa ggaattagaa gtatatgtag
  1913881 ggagacaata tccgtattac aaaaggaaat gggagcttga ggaaaagcgg attgctaggt
  1913941 ggagctggaa tggttgggca gctattttta atgtaggttg gctcggatat cgtaagtatt
  1914001 atttacctgc agctttattt gtagtgttat tattagcgtg tgatgcgttt tcttattata
  1914061 tgggcttcaa cgtagcattg ccgatcatta atatggtgcc tcttacgttt ctattactcg
  1914121 tttttatttt atttggaatg gcgatttttg cgaatggatt atattatcaa tttgcagaaa
  1914181 ggcgtatata tcgaataaaa gcaagagaaa ttcaagatgg atcggttgaa aagtacctca
  1914241 ttcgtgatag tggtggaacg agtaaaatgg gagcaacaat cgttacgatt ttagcggttg
  1914301 ctagtatttt tttcagccat ttctttttcc cgactgatcg agatattatt caaaaagttc
  1914361 gtacaagctc gctatatgaa tatccgttct tttccattgg tgaatcgttt gaaaattatt
  1914421 ttagaaatcc gggttgggca tattatcgtg gcacggaagg attagaattg gtagagttcc
  1914481 aaggggatag tccggatatg tcgaagaaaa aggttacgat ccaatttatt gttgattata
  1914541 aattgggtga gattgagccg tactcactta tgattaatgg agaatctaaa aatgaagaag
  1914601 agtttttgaa gatattggac gaaatattta aagttcaaaa cccatttgat atagaggatg
  1914661 gattacaagt aaaagcaata gagaaagaag tggatggaag aacgatctat ccacttcttt
  1914721 tttgtgtata cgaaaataat atttgaaata atccgaatct tttgtataat aatatatatt
  1914781 atactggctt tcatttatac atatagattg ggggaaggaa gaatgaagag aaaggtaaca
  1914841 acgattgctg cagttgcatt atcgactagt gtattagttg caggttgcgg aaatggggag
  1914901 aaggcatcta caacgaagaa agaagcaggt aagggagcag cggataagca agtattaaac
  1914961 ttactagaaa cagcagaaat tccttcaatg gatacgtcaa aatcaacaga ctctgtatca
  1915021 ttccgtgcct ttgtaaatgc aatggaagga ttatatcgtt tagataagga taataaacca
  1915081 actccaggta tggcaaaaga tgtgaaaatt agtgaagata aaaaaatata tacatttgaa
  1915141 ttacgagacg caaagtggtc taatggcgat ccagttcgag cgcaagattt tgtatatgca
  1915201 tggcaacgta cattagataa agcaacggca gctgagtatg catttatttt atttgatgta
  1915261 aagaatgcac agaaagtcaa taaaggagaa ttaccgttag atcaattagg ggtgaaagcg
  1915321 aaggatgata aaacattagt agtagaatta gaacaaccag caccatattt ccttgagctt
  1915381 acttcattcc caacattttt ccctttaaat gaaaaatatg tgaaagaaca aggggataaa
  1915441 tatgcattag aagcagataa actattatac aatggcccat ttgtaatgag tgaatggaaa
  1915501 catgaacgaa gttatcagtt aaagaaaaat cctaattatt gggataaaga tactgtgaaa
  1915561 ttagaagaaa ttaatgtgaa tattgtaaag gaaacgagca cgggagtaaa tttatatgat
  1915621 agtgatcaag cagaccgagt tattttaagt tctgaatttg ttgataaata taaaaagaat
  1915681 aaaccagatg aatttaaaac gaagttagat ccgcgtatgt atttcttacg ctttaaccag
  1915741 aagaatgcaa cgtttaaaaa ccaaaaagtt cgtgaagcga ttgatctggc atatgataaa
  1915801 aaaggaattg caaatgttat tttaaatgat ggatcattgc cagcatactt cctagtacct
  1915861 gaaaaattta cgacaggacc agatgggaaa gatttccgtt ctgtaaataa aaatttccgt
  1915921 gacagtaaag ataatgcagc aaaagcaaaa aaactatggg aagaagcgaa gaaagaactt
  1915981 ggtcaagata caatcacagt agaattacta aatgatgaca acggtagtcg gaaaaaagta
  1916041 ggagacttta ttaaagaaga gttagagaaa aacttacctg gtattaaagt gaatttaaaa
  1916101 caacagccat ataagcaaaa gttagattta gaaaagaaat ttgaatatga attctcttta
  1916161 tctgcatgga gtccagatta tccagatcca atgacttata ttgatatgtt cgttacggga
  1916221 agctcattta atgaaatgga ttattctaat ccgaagtatg atgagttagt agcgaaatca
  1916281 aaaggagagc tattaaaaga tgataaagca cgctggaatg cactagcaga agctgaaaaa
  1916341 atcttaattg gtcaagatgc tgccatttct cctacgtacc aacaaagtac cgcatactta
  1916401 gagaaaccat acgtaaaagg tattgcaaat catacgtttg gtggggactt cagttataaa
  1916461 tgggcatata ttacaaaaaa atagtataat aaaagatgag tgaattttcg ctcatctttt
  1916521 atttgtatag gaggaattag agttgttaaa aggaatcaat catctttgtt tttcagtatc
  1916581 taatttagaa gattctatta cattttacga aaaagtattg gaaggagaat tattagttag
  1916641 aggaagaaaa cttgcatatt ttaatatatg tggagtatgg atagcgctta atgaagaaat
  1916701 acatattcca agaaaagaga ttcatcaatc ttatacacat attgcgtttt ctgttgaaca
  1916761 gaaagacttt gaacgtctac tgcagcgatt agaagaaaac gatgttcata ttttacaagg
  1916821 aagagaacgg gatgtaaggg attgtgaatc tatatatttt gttgatccag acgggcataa
  1916881 gtttgaattt cattcaggga cattgcaaga aaggcttaat tactataggg aagataaacc
  1916941 tcatatgacg ttttactaaa ggggaaagaa gttgcatgcg cttgtaattg gtggaacagg
  1917001 aatgctaaag agggtttcta tatggctttg tgagaaaagg tttcatgttt ctattattgg
  1917061 aagagatgaa gtgaaattag aaaatgttaa acgggagagt actacacctg aaagtatcac
  1917121 atgccttccg ttagattatc ataatgatga cggtgtaaag ttagctatta aagatacaat
  1917181 tgagaggaat ggcccaataa cattggttgt cgcatggata cacgcaagtg caaaagatgc
  1917241 gttatcactc atttgtagag aattagactt gtcgtctgaa acatacgacg tttttcatat
  1917301 tttaggcagt aaagcgtcga gaatagcctc acacaaaata tgggataagc gatgtagcta
  1917361 tcatagaata attttaggtt ttatattaga agatacatac gcaagatggc ttactcatga
  1917421 agaaatatcg gatggggtaa taaaaggaat tgaaagtaaa tgtgatgaat ggattgtagg
  1917481 aagagtagag ccgtgggaat tacggccgac atggtaaggg ggaatggaag tgaagacaac
  1917541 ggtatatgta acaaggcatg gtgaaacgga atggaatgta gcgaagcgaa tgcaagggcg
  1917601 gaagaattct actttaactg aaaatggtat actgcaggct aagcaattag gagagcgaat
  1917661 gaaagattta tctatccatg cgatctatag tagtccgagt gaaagaaccc ttcatactgc
  1917721 agagttaata aagggcgaac gtgatatacc gataatcgcg gatgagcatt tctatgaaat
  1917781 taacatgggt atatgggaag gacagacgat tgatgatata gaaagacaat acccagacga
  1917841 catacagtta ttttggaatg agccacatct ttttcagtca acatcaggag aaaattttga
  1917901 ggctgttcat aaaagggtaa ttgaggggat gcagcttcta ttagaaaagc ataaaggaga
  1917961 aagtatatta attgtctccc atgcggcagc ggcaaaatta cttgtaggac attttgcggg
  1918021 tattgaaata gaaaatgtat gggatgatcc gtttatgcat agtgctagtc taagtataat
  1918081 agaatttgaa gatggtaaag gtgaagtgaa gcaatttgca gatataagtc actttcaata
  1918141 aacgaaaaaa aggccgcaaa acggcctttt ttgtagggat aaaaactagc aattacgttt
  1918201 tttataccag aagtgatcga atttcttgtt tttgcaagat gggaatttat gtccgccttt
  1918261 gcaatcattc catttgtgtc catcatcgtg acagtcttta ccatgatcgc atgaatcatc
  1918321 acaagagcca ccgtgtccgt gagggaagaa ttcgcatttt ttacagtaac atcgttttgt
  1918381 ccagtaaaat ttcttttcaa agcgtacaca ttttgtaacg aacgtacaat gttttctgcg
  1918441 agtacgtttt gtaactaaca cgcattcttt tctacgtgtt actttcgtaa cgaacgtcca
  1918501 tttttgaacg cgaacacgag tacatttcgt aacaaatgtc cattttttaa catgcgtaca
  1918561 ttttgtaacg aacgtacaat gtttcacgcg agtacatcgt gttcttgggc agttacaatc
  1918621 atcgctacat tctatttttg tagtgcaatc atcatcacag tcgaacgtac ttggatcttg
  1918681 atgtaagaaa tcttccatcc cagcactttt gatttcctcg acagcttttc taatatcacg
  1918741 tttcatagaa atcctcctta tcatacattt aattggaaag gtattctttt tccttaacag
  1918801 gatatgtatg taggtatatt tctgaacagg acaagagtgt aattttatat aaatggttga
  1918861 tagcggatgt atggacaagg agaagtgcat acattgaatg aagagaactg agaagggatg
  1918921 tgaaaatatg ctaccttcat atgatttttt tattcatcca atgtacgtag tggaattgaa
  1918981 aaaagacatt tggtcagaca gtccagtacc agcaaaatta acttatggaa aaaagaagta
  1919041 tgatattgat atcgtatatc ggggtgctca tattcgtgaa tttgagaaaa agtcttatca
  1919101 tgttatgttt tataagccaa aaaaatttca aggtgcgaaa gagtttcatt taaattctga
  1919161 gtttatggat ccgtctctca tacgaaataa attatcttta gatttttttc atgatattgg
  1919221 tgtacattca ccaaaatcac aacatgtatt tataaaaatt aatggtcaaa ttcaaggagt
  1919281 atatttacag ttagaatcag ttgatgaaaa ctttttgaaa aatagaggat tacctagtgg
  1919341 ttctatttat tatgcgatag atgatgatgc gaatttctct ttaatgagtg aaagagataa
  1919401 agatgttaag actgagcttt ttgcgggtta tgaatttaaa tattcgaatg aacatagtga
  1919461 agaacaattg agtgaatttg tatttcaagc gaacgctttg tcgagggaag cgtatgaaaa
  1919521 agaaattggg aagtttctaa atgttgataa gtatttacga tggttagcag gcgttatttt
  1919581 tacacaaaac tttgatggtt ttgttcataa ctatgcatta taccataacg atgaaacaaa
  1919641 tttatttgaa gtgataccgt gggattatga tgcgacttgg gggcgtgatg tacaagggag
  1919701 accgcttaat catgaatata ttcgtattca aggttataac acgttaagtg caagattgtt
  1919761 agatatacct gtatttagaa aacaataccg aagtattttg gaagaaatat tagaagaaca
  1919821 atttacggtt tcatttatga tgccgaaagt agaaagttta tgtgaagcaa tacgtcctta
  1919881 tttactacaa gatccatata tgaaagaaaa attagaaacc tttgatcaag aacctggtgt
  1919941 gattgaggaa tatataaata aaagaagaaa gtatatacaa gatcatttac atgaattgga
  1920001 ttaattttga aagagattgg aacattatca atctcttttt ttgtataata aagatgtatg
  1920061 aataaaattg acgtaatatt tacttaataa agaataggga tgtggaaaca tgacagtaaa
  1920121 atggattgat tgggtaaagc aaatacaatc tatagctcaa gcgggtttaa cgtattctaa
  1920181 ggatgtatat gatatagagc gcttccaaca attacgggat atttccattt cgatgatgtc
  1920241 acattacaca aagacagatt gggaagttgt agagaagtta tttgcaagtg agacaggcta
  1920301 tcaaacacct aaagtcgata taagagcagt cgtttttcaa aatgaaaggt tattatttgt
  1920361 gaaagaaaaa agtgatggga aatgggcact gccaggtgga tgggctgata tcggctatac
  1920421 gccgacagaa gtagcagcaa aagaagtttt agaggagaca gggtttgaag tagaggattt
  1920481 taagctattc gctatatttg ataaagaaaa acatcaacca tcgccttcag caacgcatgt
  1920541 atataaaatt tttattggct gtaaaattat tggtggtgaa aagaaaacta gtattgaaac
  1920601 agaagatgtg gagttttttg gtgagaatga attgcctaat ttatcgattg ctagaaatac
  1920661 agaagagcaa attaaagaaa tgtttgccta catgaaagaa cctcagaaag aaacattaat
  1920721 agattaataa tgcgtatgcc ggtgagattg tcggcatgaa gatattggca gaatacaacc
  1920781 tttatgtaat aatgggatgg tatgtgaaga aaaaaggaga tagaaaataa aatgttagca
  1920841 agcataatag atcagttatt gcaatttttt gcaagtttag gttactttgg agtagcgcta
  1920901 gctttaatga ttgaaattat cccgagtgaa attgtacttt cgtatgctgg atttttagtc
  1920961 gcagatggta aaattagctt tgtcggtgca gttattgctg gaacaattgg tggtacttta
  1921021 gcccaaatct ttttatattg gcttggatac tatggtggac gtccagttgt agagaaatac
  1921081 gggaaatatt tacttattaa taaacaccat ttagacatag cagaaaattg gtttaagcgt
  1921141 tacggagcag gagtaatctt ttcggcgcgt tttatcccag tcgtacgtca tgcaatttct
  1921201 attccagcag gattagctaa aatgccgtta aaactgttta cactgtatac agtagttgcg
  1921261 attattccat ggtcaatact atttatatat ttaggtgaaa agcttggtgg aaattggcga
  1921321 catattaaag agtatgcatc tgattacaca cattacataa ttataggagc agttctcttt
  1921381 gttgctctat acttcggttt aaagtatttc aaaaagaaaa aagcagcacg ttaaagtcaa
  1921441 tgatttttca ttggcttttt ttatttgttt cggttcggtt ctaaaaaaaa agagttgtcc
  1921501 ataatgtata ataataaagc gtagcggagg aatgtgatga aagggtcacc gtttatacgt
  1921561 ggaacgatat ttttaacgat ggcaacgatg atatctaaaa tgttagggtt tatatatgtt
  1921621 ataccattta cagctatggt cggtacgagt gggtatgttt tatacacgta tgcatatcgt
  1921681 ccatatacaa ttatgctcag cattgcgaca atgggactac cacttgcggt ttcaaagatg
  1921741 gtatcaaaat atgatcaatt aaatgattat catacggtta agagagtgtt gaaaagtgga
  1921801 attgtgttta tgtttataat gggagttatt tcgtgtttta cgttatatat gctagctccg
  1921861 catttggcta aacttgtaat cgatggaaat gatcaaacgg ggaatagtgt agcggcggtc
  1921921 actactaata ttcaaattgt aagttttgcg ttaatacttg taccagtaat gagtttatta
  1921981 aggggctttt ttcaagggtt tcaatcgatg gggccttctg ctctaagtgt agttgtagag
  1922041 caattttttc gggtattaac catcttgata ggaagctttg tcgttttata tgttttaaaa
  1922101 gcttcagtct cactagctgt tggtatttca acgtttggtg cttttatggg agcaataggt
  1922161 ggattaactg ttttaagtgc gtattacata aggaggagaa agcacttaaa gaaaaaagaa
  1922221 atggcgagta taccgcaaac aacgaaatct tttttctcac tatataagga gctcttcaca
  1922281 tattcaatac catttgtggt agttggttta gcaattccgt tgtatcagac gattgacaca
  1922341 tttacaatta ataaattgct tatacaaata ggatatatgc aaggagaagc ggagaagatt
  1922401 aatgcaataa ttggacttgt tcagatggtt gtacttatcc cagtttccgt tgcgactgct
  1922461 tttagtatgt cacttgtacc tgagatgaca aaagcctata cagcaggaaa tgtgaagtta
  1922521 ctgtataagc attttacgag gacgaatcta ttagtagtag ggattacggt gccagcggca
  1922581 attggaatga tggtgttagc aaaaccagtg tatactcttt tatttggtgc cggaaatgat
  1922641 ccggagatgg gaagagttat tttacagtat tacgctccgg cttgtatact attttcgctt
  1922701 tttacagtaa cggctgctat gttgcaagga attaatcaac aacagaaaac agtgctaggg
  1922761 ttagtgattg gcattattgt gaaaatcgtt ttaaatattg tattgcttcc gtattttgat
  1922821 tatgtaagtt ttattatttc aacatacgct ggttatacga tttcagttgg ctttaacttg
  1922881 tggatgcttt ctaaatatgt tataaaggca acataagctt tttaaggcag agagcactct
  1922941 gtctttttct ttgtttataa tatttttctt ataaaaacgt tttcaaaata atttttctat
  1923001 tgaaatttaa acgtatgttt catatgctga gaatggcggt tcaaaaactg ttatgtaaga
  1923061 gaggtagatt cctacatgta aaaagaatcg gggtgatagt atgttaaata tttatttaac
  1923121 agaccgaaac ggaaaactac aagaggttga ggaaatgcaa aagggttgct ggattaatgt
  1923181 acttcatcca acggaagaag aaattcaata tctagtacaa actttaaatg tagacttaga
  1923241 tttcattaaa gaccctttag atgatgaaga acgctctcgt attgaaaagg aagacaataa
  1923301 tactttaata atcgtggata ttccaacagt tagacatgat gaagaaggaa attcgattta
  1923361 tgacacgatt ccaataggta tgattgtaat gccagattgc tttgttacaa tttgtttaga
  1923421 agaaaatcca atttttgaac gttttattaa tcaacgtatt aaagaatttt atacgtttaa
  1923481 aaagacacgc tttgcacttc agctcttata tacgatttct acttattatt taagatactt
  1923541 aaagcaaatt aacagaaaaa caattgattt agagcaccaa ttaaataaat cgatgaaaaa
  1923601 taaagagatt ttcacattgc taggccttga aaaaagttta gtttacttta caacatcatt
  1923661 aaaggcgaat aaaattgtaa ttcaaaaatt aatgcgtaac agtacatttt taaaaatgta
  1923721 tgaagacgat caagatttat tagaagatgt attaattgaa aataaacagg ctattgaaat
  1923781 ggcggaaata tatagtcaca ttttaagtgg aatgatgaat acttttagct ccgttatatc
  1923841 aaataattta aatagtgtta tgaaattgtt aacgtctatt acaatcattt tatcgttgcc
  1923901 aacgatggtt tctagtttct ttggaatgaa cgtaaaagtt ccgtttgaag gagaagcaca
  1923961 tggttttgta attgtactca tcatatgtgt aacactatct cttacattag catttgtttt
  1924021 ttggaagaaa cgttactttt aacgataaaa aagctgctct agcatagttg tataactgcg
  1924081 ctagagcagc ttttttgcta tgaaatccaa agtttggaat agaataaaac ttataaaatg
  1924141 tcatgtatat gaaaggtgtg aattccgtat aagtcttgtc caattaataa aatggggtta
  1924201 aaattacata ttgttaatga aaagttggag gaaatacatc atggaattgt ttcaattacc
  1924261 gaaagcattc ctgcaaatga atacaatctt tatctccata ttgatcgaag cacttccttt
  1924321 tgtgctcatt ggtgtattta tttcaggatt cattcaaatg tttgtgacag aagatatggt
  1924381 agcaaaatgg atgccgaaaa accgttttct gtctgtttta atggctactt ttttaggtat
  1924441 gatgtttccg ggctgtgaat gtggaatcgt tccgattgtt aggcgattaa tcggaaaagg
  1924501 ggttccgcca tatgccggga ttgcatttat gttaactggt ccaattatta atccggtcgt
  1924561 attatttgca acatacgttg cttttggaag tagtatgcac atggtatggt atcgttcgat
  1924621 tgtagcgatt atcgtagcaa tcatcgttgg aattatctta tcatttatgt ttaaagaaca
  1924681 tcaattacga gatgatcact tcccagaagt gaatcataag cgtccattac gtaaaaaaat
  1924741 gtgggatgta tgtacgcatg ctgttgagga atttttctcg atggggaaat atttagtatt
  1924801 aggagcgtta attgcagctg cagttcaaac attcgtacaa acttcaacac ttcttgctat
  1924861 aggacaaggg ccgttctctt caccagctgt tatgatggga cttgcatata tattatcact
  1924921 ttgttcagaa gcagatgcgt ttattgcttc atcattccaa agtacatttt caacagcatc
  1924981 acttgttgcg ttccttgtat atggaccgat ggtggatatt aaaaatatgt ttatgatgct
  1925041 tgcgacattt aaaacaaaat ttgtaattgt cgttacagtt acagttacac ttgttgttta
  1925101 tgcaagctca ctactcattt atgcgatggg gtggtaggtt atgtttcgag catatatatt
  1925161 attaggtttt acaatcttaa tcgcgcagct tcatatttca ggtaatatta cgaagtatat
  1925221 caatatgaag tatgcctatt tatcaacaac agcagctatt attttaggtt tcttaacgat
  1925281 cgttcaaatt attatcgttt tccaaaaaga gcatgagaaa gaacaaggaa aacaggattg
  1925341 tagttgtgat catagccatt gcgggcatga ccattcaaaa gatgagaata catggtggaa
  1925401 aaaagcattc tcgtacacat tgttctgttt tccaattgtt tcgggattat ttttcccaat
  1925461 tgcaacgtta gattcagata tagttaaggc aaaagggttt cattttcctg ttgcacaagc
  1925521 agaaagtaca gatccattta tgagaaggca atttttaaga cctgacacga gtatatatta
  1925581 cggaaaagaa ggataccgtg gtgtaatgga gaaagggaag aaagagtttg taacaaagga
  1925641 tagtgttact ttaaatgatg aaaacttcct aaaaggaatg gagacgattt acaattaccc
  1925701 tggtgagttt actgggaaaa aattatcatt taaaggtttt gttttcaaag atgattcttc
  1925761 taaaaaagaa caatacttct tattccgttt cggtattata cattgtgtag cggattctgg
  1925821 tgtatatggt atgttagtga aaaagccaga aggtgtagaa tggaaaaacg atgattggat
  1925881 tcaaatagag ggagaaattt ctactgaatt ttatcagccg ttccatgcga atatccctgt
  1925941 tttagaagta acgaaatgga ataaagttga acagccaaaa gaacaatatg tatttagagg
  1926001 agccgattga taacatcggt tcttttttat ggactaaggg ttctgaatgt tgttaatatt
  1926061 aaatgagtag ttgtaatagg atcatactgt tcaagtgtga atggggaagg gaactcttgc
  1926121 caaacttctt tgctcgagcc gaattttgtg gtgggattct tattgtctac aaatagcggg
  1926181 ttaaataatc aaagaggtga taacaatgac tgaagtaaag ggaaaaacag caaatgaatc
  1926241 cagagtgttt aaaacgagcc gagtatttcc gacagattta aatgatcaca atacgctatt
  1926301 tggtggaaag atattagccg agatggatat ggttgcttct atttcagcaa cgaggcatgc
  1926361 aagaaaagaa tgtgtaacag cctctatgga ttgggtggat ttcttacatc cagttcgctc
  1926421 ttcagattgt gttagttatg aatccttcgt aatttggacg ggtagaactt ctatggaagt
  1926481 atttgtgaag gtagtagcgg aagatttaat ttcaggtgag aagcgtatcg cagcaacgtc
  1926541 ttttgttact tttgttgcac tgagtaagga aaataatcca gttcctgtgc cgcgagtaat
  1926601 ccctgaaaca gaagaagaga aagaattaca tcgcattgca gtgttgcgtg cagaacaacg
  1926661 tcatatacgt aaggcagaga gtaagaaagt agctacatta ctaacttttt gagttgaata
  1926721 tttagtcgtt aatggcatta taacagactg aaatgttttt catatgaaaa gcggacacct
  1926781 aaaagtaggt gtccgctttt atagtttttt catccacata tcatgtgaca gtaactactt
  1926841 agcagaagca agcagcaccg acgatgatta agaggataaa taatacgact aatagcgcga
  1926901 atccattacc atgtgcgaag cccattgtta tttcctcctt ttattttaag atacaacata
  1926961 caatatgcaa atgagctatc gtttgatatg gacatatatc atgcaatgac atattttctt
  1927021 gaatgatatt gtattaaaaa agggaagata tagaaataac agtaagtgga gaaaggaaaa
  1927081 tatccatgaa acactttttc gttgtaatcc tttgtttaat aggtgtattc atttggatga
  1927141 acatcgatgt ggaaatgggg aaaaaatggc tagtgaatat gaattaggac aagttcgatt
  1927201 gggtgaattt caactgtata cgaacggtga agaattatat acgaaattat ttgaggatat
  1927261 acgcaatgca gaaaagtaca tatatatcca tttttatatt gtaggtaaag acgaaataag
  1927321 caaagagttt ttgcagttgc tcgagaaaaa ggcatcaggt ggagtagaag tgaaattgtc
  1927381 agtcgatcga ataggtggat ataagctgaa gaaaaagata attcgtcaac taaaaagcaa
  1927441 tggtgtccag tttacattta gtaaaaaacc taaactgaaa catatattct actcgttgca
  1927501 tcaacggaac catagacgca ttgttacgat agatggaaaa gtatcatacg tcggcggctt
  1927561 taacattgga aaggaatacc ttggacaaaa tccgaaattt ggtccgtggc gtgattatca
  1927621 tgtacgagtc aaggggaatg gtgccacgga tatggaaaga aaattctctg ctgactggaa
  1927681 agaagatact ggagaaaaaa tgcctgtaca tgaaagttta cctgcaatag ggaatgtaaa
  1927741 gtatcaatat ttattttcag aaggaaaagg tttatgggaa aaatatggag cgcttataaa
  1927801 gcaggctaaa acgtctttaa ttattgctac accatatttt gtaccaagta aagaaatgat
  1927861 aaaagcgtta aaagatgcat taaaccgtgg tgtcaatgta aaaattctcg taccatttaa
  1927921 aagtgatgca gtattgttaa aacaagctgc ctatccgtat ttgaaagaca tgttacatgc
  1927981 tggagcagag atttatcaat atcagaatgg tttttttcat gggaaagtaa caatcattga
  1928041 tggggaaagt gttgatattg gtaccgcaaa ctttgataat agaagttttt atttaaatat
  1928101 ggaatccaat tgtgttatct atgataaggg agtaacagcg gacgtatgga gtcgattaaa
  1928161 agaagacttt cataaatcaa aaagattttc ggaagaagat tttgagaaaa ttagtaaatg
  1928221 ggattggttt ttagcaagaa tagcaaatgt tatagcatca tatttatagc atatagacaa
  1928281 aaaagaaggg aggcactttc atggattgta tgaaagaatt aatgaggtat agttatatgc
  1928341 ttatatataa ggttggggag tatacaggag aggtaagaga cggcgaatta aaggagctat
  1928401 tacagcatca tttaccatat atgttacaag catataatga acaagtgaat tttcaagaag
  1928461 gagagaatgt acagcatata acttgtgaac cgatcgcatt tcattttcat gaaatggaga
  1928521 aggaaaccga tagtaaatat acaggggata tgtatattgc aacttgttat atttagcatt
  1928581 taaaacggtt agcgttaaag tttgctcaag tggcagttga agttgcaaat ccagaattcc
  1928641 gctcgttttt agaaaactgt ttcctgaaaa tgaatcgata tgcctatagt gtatggcaat
  1928701 atgtcgtcaa gaaagagtat aagattaaac atgtatatga aaatgagaaa tttgcataag
  1928761 aaactaaggc ggaaagatag gcgccttagt tttttatttt tcgtggagaa aaatgattaa
  1928821 gtttatatat ttattatcag aaagtttaca aagatttact gtttatttac tatttatcaa
  1928881 tctctacttt aaaaacagag agtaatataa ggttgtacat attctatcac aaggaggaaa
  1928941 cgcaaatgaa caaatgggtt aaatcattaa ctgctatggc acttgcaagt tctttattaa
  1929001 tggtaggttg tagtaaaggt gaggataaga ataaagaaga ggatacaaca acacaacaag
  1929061 aggacaaaaa ggataaagaa acaagtggaa ctgagaagtc tacggattct aaagaaaaga
  1929121 aataatgtaa taatagagct tcctcttata tatgaggaag cttttttgtt gtaaattgat
  1929181 tgagattatt gaaaaataga gaaagaatga aagaggggga aaacaaatga aagtatgtat
  1929241 attgggagca acagggagag taggttcaaa cataataaaa ttagcattaa aggattcagc
  1929301 tgaagtgact gcattagcgc gtgatttaaa tagaatagaa atacatcatg aaaggttacg
  1929361 agttatagaa gggaatgtat tgaacgaaaa tgatataaag aaagccatag aaggaagtga
  1929421 tatagtaatt agtgcacttg gaacggatca aaatgggacg ttagcgaaga gtatgccaca
  1929481 aattataaag aaaatggaag aagaaggcgt tcataaaatc attacaatag gaacagctgg
  1929541 tattttacaa gcaagaacaa atctaaattt atatcgtttc caatcaacgg aatcaaaaag
  1929601 gaagtcaaca acagcagcag aagatcattt agctgcatat gaggcactta ataatagtaa
  1929661 tctatgttgg accgtcgttt gtccgacgca tttaattgac ggtgatgtga caggtgtata
  1929721 tcgaactgaa aaagatgtat taccagaagg aggagcaaaa ataacagttg gtgatacagc
  1929781 gcaatttaca tggaatctgt gtagtgaaaa caaatatgag aatagtcgag taggtatttc
  1929841 ctattaaaaa accatcccgc aattgggatg gttaaaagat gatataacaa acaaatatga
  1929901 taatcataat gatttggaga atggcttttg ctactgtact acttaaaaaa ccaactacag
  1929961 tagcaactcc tactagaaaa gcgtcttttg gcgctttttt atgcattaat tcggttataa
  1930021 ataccgctaa aaacggtatg ataataagtc cgaatggtgg gaagaagaaa gatccggcaa
  1930081 tgattgaaat cattccgaca cgttcgcccc atttagaact cccgtatttc tttaaaaaat
  1930141 atccatttgc aataaaatca gcaacgaaaa tgaatagtgt gaaaatagct tgaataatcc
  1930201 aaaaagaaat cgttagttct ccgccattta taccaaaatg gtaaatgaaa tatccagccc
  1930261 agacagctag gatgcccggg ataataggat aaataaaagc tagaaatgaa ataatgaaac
  1930321 aggcaatgat acagattgtt aagaaaacag tcactttata actccttttg tatatctaat
  1930381 ttatgtacag caattttttt cacttgatgt ccatcaagtt ctaatgcctt aaattgaaaa
  1930441 ccggcatatt cgatggagta gccagcttca atatttacgt caactgcttg cgataatagc
  1930501 cagcctccaa ttgtatctaa gtcgctctca tcaatatgta agccaaacat atcatttact
  1930561 tcagaaataa gtacttttcc atctaggaca gtaagtttag gcgtacgttt ttcaatcata
  1930621 ggtgattcat ctgcatcaaa ctcatcttga atttctccaa tgatttcttc aagaatatct
  1930681 tccatagtta aaagtccagc agtaccacca tattcatcca taacgattcc catctgaacg
  1930741 cgattctttt gtagatgtac cagtgtttta cgaattggaa cagtttcaaa tacagttagt
  1930801 actggatgta tgtaagattc aagtggctta tgaatgcctt tcgtttgatc gtgaaatact
  1930861 tctttcgtat tgatcatacc gataatatca tctttatctt tttcgatgat aggatagcgt
  1930921 gtatactttt cagttgcgac gatatccata ttttcttcta acgtattttc agtagataag
  1930981 caaatcattt ctgtacgagg gaccataatt tctttcgcaa ctcggtcgtc gaattcaaaa
  1931041 atattattta catatttata ttcggtttga ttgatttcgc cgcttttgaa actttcacct
  1931101 aaaatgagtc gtagttcctc ttcagaatgg gcaagttcat tttctttcgc aggttctaaa
  1931161 ccgagtagtt ttgtgaaaaa gatagcagta ctattaagta accaaatgaa tgggtacata
  1931221 attttatcaa ataaaataag tggtcgtgca aacttaagtg taatcgcttc tgctttttga
  1931281 attgcgaatg actttggaac taattcacct aatacaacat ggaaaaatgt aatcacacta
  1931341 aaagcaataa taaaggataa agtatttgcc attgttccag taatattaat cttttcaaag
  1931401 agcggtcgta gtaaatgttc cacagtcggt tcaccaagcc aaccaagccc taaagaagta
  1931461 attgtaatcc cgagctgaca agctgataaa taaacatcta aattagaaat gacacttctt
  1931521 gcagctaaag cttgtttatt gccttcgttt gcaagctggt caattcgact ttttcgtact
  1931581 tttacaacag cgaattctga tgcaacgaaa aagccggaaa taaggataag aacaaagatg
  1931641 agaaaaatat ttaatatgtc caagtgtatt ctctattccg tcgtttggaa taaagatgtc
  1931701 acctcctgca attatgttat acttttataa taaatccaaa tgaaaagaat agtcaaagaa
  1931761 aaagggtaaa tattggtatg tttctgcaat ggtttttgaa tttgttgtta ttttgtccgc
  1931821 tatacaaaag gaataacccc ctactttcag attctagagg gttatttcaa attaaggttt
  1931881 tgggatactt ctcgttaaag cgtatgattg ttgtttaaag tagtttgtcg tccatagtgt
  1931941 ttgaaggaat gagagtatgc aatacgggat atataaaagc aataagctaa ttgtaacaat
  1932001 aataggggca tttccgccga attgaacgat aaattgcaat agtccacttg cgtgaaaaac
  1932061 gcattccata aaaacgaatg aaagaatgat ggaacctaaa atagatttat gattcgaagt
  1932121 aagcgctaaa aacaatgtgt ctacaaggaa agaagattgt tttatttcat attcatttgt
  1932181 attacttaag aaaggaagcc atttttttat tgcttgcata acgataatca tggaagtact
  1932241 acaaacgata ataaaagatg agtaataagg aagcttcata aattttgtga tgtatagaag
  1932301 taataataag actgagcatt gtaataatac agtacataaa gagtaaggta tccatcttaa
  1932361 taaagaagtg aactttttaa ccgattgagg tgctttaaaa aataaatggc cgatccctaa
  1932421 gctgatgaag aatccgatcg caagagtaaa ggtaaaacga acaatcgata aaaaatatat
  1932481 ctcccatatg taagggaata acggtgttga ttgattagca gtgtgaacca cctcatttgc
  1932541 tgagaataag atagattcgt gcatccaatc aatcgttgga attgtcattg aagaaagttg
  1932601 tgcgaagtta tggaaaatgc ttataaatcc ggttatgtat gagtatttat gtgtaatgaa
  1932661 taaagctgga ataggactaa tgataaatat aatgagaaca ccaacgataa atttacatat
  1932721 atgtgagcgc aataaagaca tgtaaccacc tactcttaga atatttcata ttgcggggga
  1932781 tataagtgaa tgaaacgtga ataaattatg acaagaaaac gaaaagtttt cagaaaagta
  1932841 aaataaatta tttatttttt tctaaaaata taatatagtt atggcacaga aagtatttta
  1932901 acataaggag gctatttatg aggattaaag ggaattatgt gccgaagaga gaagttttat
  1932961 tttgttcaag ttcaattaca atagcggaag cactggagca tttaaataaa actggctatc
  1933021 gttgtgtacc agttttagat gaaaaaaaag agaagtattt agggaatata tataaagtag
  1933081 atattttaga atataaaggt tcgttggaag aaagtgtatt acaattatta aacgataaag
  1933141 aaggatatgt cagagaagat tcttcgttct ttaaagtatt ttttacaata aaaaagttac
  1933201 cttatttatc agtagttgat gaaaaaggag cctttcttgg gattttaacg cataaaaaag
  1933261 tttttgagtt attagaagac gcttggggcg ttcattctag taaatattct gttatgattg
  1933321 ggacacagga ttataatggc gcaattcaaa aattatcgac agtattaaaa aaatatacag
  1933381 gtatccaaag tttaatgact tttgataatg atgccttatt agttcgtaga attatgttta
  1933441 cattaggaga agagtttaac gatggtgaat tagaggtgtt attgaaagat ttagaagatc
  1933501 atggatttag agttgtgtat gtggaagaga tgaaaaatcc acgtgaagtc gaaacgatag
  1933561 agtaacatgc aaaagccgtc taattttgaa gtggacggct tttgttatgt tacatgtata
  1933621 aagttattta aaaataacga tagggtaaga agtgaggctg aaacaatatt tgtgtaaaag
  1933681 aataaaaaat gtagataatt ttgattttca aaaaaatcaa tttgaaaata tgtttttatt
  1933741 tttcaactaa atatgttact atatgtgtga taaaaacaaa gaggtctgac aactatactc
  1933801 cacgtaatac cactctaatg agttaaatat tcaaaaaaat caaaaattaa taattagagt
  1933861 aagaataagg ggaatggaga aattatggag aaagacactg ctttgtaagg ggcataattt
  1933921 atcatcttga gcagagagga ggatgcatag catattgtga aaatagagat aaacaatgaa
  1933981 aaagtgctat gcaaatgaaa agcatgaagg gacgtttaag gccaggtgat acggtagcaa
  1934041 ttggtttaat gttatttgca ctatttttag gagcaggaaa tttaattttt ccaccagttt
  1934101 tagggcaaca agctggagag aatgtttggg ttgctacaat tggcttcctt gtaacgggag
  1934161 tcggattacc cctattagct gttacagctg tcgcgtttgt agagggggac ttgaaagcgc
  1934221 tatcttctag agttcaccct atatttgcat ttgttttccc attaattagt tatttagcga
  1934281 ttggaccatt tttcgcgatt ccgcgtactg gagccgtttc atttgaaatg ggtatgaagc
  1934341 catttttatc agaggcattg gtttcagagt ggtacatgct atttcttttc acgataattt
  1934401 tcttcggaat aacgtggtat ttatctttaa atccatctaa attagtggat tggttcggga
  1934461 aatttcttac accagtatta gtattgattg ttgctgttat tgtcggaaag gcaattattg
  1934521 atccgattgg agaaccagct gcgccgttag cggcatacaa agaaaatgct ttctttggtg
  1934581 ggtttattca aggatattta acgatggatg caattagtgc acttgtattt ggaattgtcg
  1934641 ttgtacaagt tatccgctct aaaggaataa aagagagcaa tcaaattgca aaaataacag
  1934701 tagtatcagg tattattgca gtacttggtt taacgttaat ttatttatca cttgcttatc
  1934761 ttggttcaac aagtacatca cttgggatat cagagaatgg tggacttatt ttaacgaatg
  1934821 ttgtaaatga gttatatgga acaggtggta aaattttatt agggcttgtt attatacttg
  1934881 cttgtttaac aacttctgtt ggattaacat cagcttgtgc tggcttcttt acaaacttat
  1934941 tcccaaaact ttcgcataaa acgattgtaa caatggtatg tgtatttagt ttaattgtat
  1935001 ctaacttagg tttaacacaa ttaattgcag ttactttacc agtgttaatg attatttatc
  1935061 cagttgcaat cgtattaatc gtactttctt acttccataa atggattggg aagcgtaata
  1935121 ccatttatat tggagctatt ttaggtgcat tgttaattag tttctttaac ggtttagaaa
  1935181 gtgcgaagat taaaattgac gcgatttcta atgtattaca aatattacca ttatataacg
  1935241 aaggaatagg atggttaatc ccatcatgta ttggcgggat tctcggtttc tttttctata
  1935301 aatcaaatga atcaagtgaa ctacaaaaga aaggtgctta ggcgcctttc tttttttaaa
  1935361 ggggattttt ttgttttgtc taagtaataa atgaaaggag tgataaaatg gctaattttg
  1935421 aagatttttt aactttggat ttaagaattg gaactgtaac acatgcagag gaatttaaag
  1935481 aagcgagagt gccagcgatt aaactagaaa ttgattttgg agagcttgga atgaagcagt
  1935541 caagtgctca aattacgaag agatataacc cagaagattt aatcggtcag caaatcgttg
  1935601 ctgttgtaaa ttttccgcca aagcgtgtag cgggatttaa atcagaagta cttgtattag
  1935661 gaggagtacc tgaagcaggt gatgttgtat tactgcagcc taatatggaa ttaccaaatg
  1935721 gaacaaaaat tagttaatgt aaaggcgggg gaacatggat attggacgcg aatacgtaca
  1935781 gtgtgccatt tcgaattttg aagcaacaaa gaaacaaggg gaacgggtgc tttcacaatt
  1935841 atcatatgaa cagattgaat ggtcttctca tgaagaaaca aatagcatag caatcataat
  1935901 taagcatcta cacggtaata tgcgttctag atggacagat tttttaacat ctgacggtga
  1935961 aaaaataaat cgtaaccgag atgctgaatt tgaaggtggt tactcttcta aggaagaggt
  1936021 actcgcagca tggaatgaag gatgggaata tgtttttaaa acgatgaatg tgttaacgcc
  1936081 ggaacattta atacagacgg tatatattcg cggtgaagca catactgtca tacaagcaat
  1936141 tgaaagacaa atttctcatt atgctttgca tattggacaa atgatttaca tcggtaaaat
  1936201 gttaaaagaa aatgagtggg aatgtttaag tattcctaga ggaaagtcta actttcattt
  1936261 agagaaaaaa cgttcaacat aataatatga aagaaaccga tataaaatgg gaagtaagaa
  1936321 aataagccaa atgaaagatg gctctgcagt cataagaatg ctaccaacaa tcagcccata
  1936381 tataataaga aagaaattaa taagtgtatt aacagggata aatcgtgaga tgaaaacttg
  1936441 ctgtcgttta aaacaatcaa tatgaaatac ataaaagcgg aagtaccatg tggtagtaat
  1936501 aagatctttc tttcgcgtaa ttctttcttt acatgtatga cagatgaacg gtggtcgcat
  1936561 tccattacgc tccatttttt atatttgtaa taatgtaaga caaaagtagg tataaggtgt
  1936621 atatccctat atatgctcct gaaataagaa aaaagggatt taataaaatt ccatgaatgc
  1936681 ttgtcataaa aactaaatcg tgcattaaaa catcaaatat atgaatagaa ataattgtaa
  1936741 cgagtacata aagtgttaag tacgctgaaa tatgtaacgc aatacgaaat gtaggatact
  1936801 tagcaaacca ataaaaaata aatgatagta caacgggaaa tgcccctatc agtagcttca
  1936861 attcatttca cctcataaac aatatagccg gaatttagac ggtctattct ctagagcttg
  1936921 tacataactt gaaatagaga gggtgatagt atgaatcgag gcttttttta tgtgaagttc
  1936981 acgagtgttc gtaagttagt attatttatt attgctacag tactagcgac tttttttctt
  1937041 attagtatga tggtaacctc tatgaaagag acaaagtcaa cgtatttata taattggtta
  1937101 aatgagttat caatgaatgg ttacatgtac gttcttggaa aagagaatca ttattttaca
  1937161 caggaatatc gaaatttaaa tcaagatttt tcaatatctt cgtttctctt ttctatggct
  1937221 acgaatattc gttttaacga tgtacgcagt tttgtcggca aagagctacc gggtttcggt
  1937281 aagtacgata cagaaattgt tattgcgggt gaaggaacaa attattctaa cttgcctata
  1937341 gagtcgagcg ttccacttga agaagtagta aaagaacgga ctggagaagg tggacaggct
  1937401 ccaaagccgg atacgaataa agagaaaaag caaccagctc aaacgacagg aaaacgacaa
  1937461 gttgcattta tttatcattc gcatagttgg gaatcttatt tgccgttatt gaatttaaca
  1937521 aatgatccaa atccgaataa agcaacaagt tccgtcacga atatttcaat agtcggtgac
  1937581 cgatttcgtg aacaattagc aaatgaaggg atcggagcaa ctaacgacaa gactgatgtt
  1937641 gggcaaaagt tgattagtaa aggattaaat agcaatagtt cttataaaat gtcacgagaa
  1937701 attgtacaag aagcaatgac tagcaataag gaattgcagt atttttttga tttacatcgt
  1937761 gatagtgctc ggaaaaatgt aacgacaaaa gcaattggag ataaatcata tgcaaagctt
  1937821 gctttcgtaa tagggaaagg taataaaaat tatgaaaaga atttacaatt agcaacggct
  1937881 ttacatgaga caattaataa gaagtatcca ggagttagcc gcggtgtcat tcaaaaaggg
  1937941 ttccaaacag gcaatggagt ctataatcaa gatctgtcag ggcaagcaat attaattgaa
  1938001 gttggtggcg tagataatac agaggaagaa ctaaatcgat cgattgatgt acttgctaaa
  1938061 gcgtttgggg aatatttctg gcaggcagaa aaggtgaatg gataaagtga aacataaatt
  1938121 agtgggagtc tgaaaaacgt aagtgtaata cttacgtttt ttctttgtaa tgatgagacg
  1938181 tcacaaaata gacataattt tccgttgtta tagtgatatc gaaatttgtc aaattatact
  1938241 gggagattta caaagggatt ttcgagaaag tagagaaaat ctttttacaa ggaaatcttt
  1938301 ttattatgaa actggtaggg tgattgaagt gattagggag atccaaatag aagatgcagc
  1938361 atcatttttg caattaagta agcaattaga tgaagaaacg aaatttatgt tatacgaacc
  1938421 aggagaaaga aaatttacag ccgagcaaca agaacaaatg attcatcgct ttatagaaaa
  1938481 taaatataca acaatattcg tagcagttga agaagagaga atagtaggat ttattttagt
  1938541 gaatggaaat aatattcaaa gaaagcgaca tgtagcaagt attgtaattg gtattttgca
  1938601 agagtatagc gggcgaggta ttgggactag attgtttaaa gaggtcgaga agtgggcaag
  1938661 attacaagat atatggcgtt tagaattaac ggtaatggcc cacaatacaa gagctcaggc
  1938721 actatataaa aaagctggat ttgagaaaga aggtgtcaaa agagcttctc ttattatcga
  1938781 tggagagaac atcgatgagt atgaaatggc caaattatta aaataagagg tcgttatatg
  1938841 aaaaaaagat ggatactact tggtatcgta gcgatgatac tcattgttgg agtagcagga
  1938901 attaattata aaatgtataa ggataagcag gcgcgcgagg taaatgtaaa taacatattt
  1938961 ccgaaagcga aagaaacgat tgcgaatatg gatggggata ttgcggtaat tagtaatccg
  1939021 aattcgatgc ttgtgcttgt gaataaaagt aggcgtttac cagatgggta taaaccgcca
  1939081 gatttagtta ttccgaaagt gcgctactca agtgaaggtg atcaagaaaa gaaaaaaatg
  1939141 aggaaagagg cagccggtgc gcttgaggaa atgtttcagc aagcggataa ggagcgtatt
  1939201 tttctttttg cagtttctgg atttagatct tttgatcgac aaaaagcgtt aaatacgatg
  1939261 tataaaaagc aagatggaga agcaaaaaca gcgatgtcga gtgcagttcc tggaacgagt
  1939321 gaacatcaaa cggggcttgc tatggatatt acatcgcaat ctgctaagtt tcagttagag
  1939381 acaatttttg gtgaaacgaa agaagggcag tggctttctg aaaatgccca taaatttggt
  1939441 tttgtcattc gatatacgaa agagaaggag tcacttactg gttatcgata tgaaccatgg
  1939501 catgtgaggt atgtggggaa tccacaagct acatatttat atgaaaatca actgacgctt
  1939561 gaagaagtag cagagtgaaa aattgagggg agagaagggt tatgacggtg ttatataata
  1939621 aaaaagtaca cgcatatgtg acaagagaaa aagaaggagt tatgcaactg cttgttttta
  1939681 aacatcgtga tatacctgaa gctggtatac aaataccagg aggaacagtg gaagaagggg
  1939741 aaacattaga agcagcgatt ttacgtgaag tacaagaaga gactggatta cgtcatttat
  1939801 gcatagaacg attcctagct gattacatca tacatgtgaa agaaaaaaag gaatatcaaa
  1939861 aacgccattt cttccacgta acattactaa cagatgtaaa agatagttgg gaacatattg
  1939921 taagtgctgg taaggaagat gaagggttgg tattttgcta cgactgggtt gatattgcaa
  1939981 aatgccctga attagccggg aaacaaggtg agtttttaca tttgttagat gaagtatatg
  1940041 taaagtaaga aaagagtctg aagcggacgt ttatacgttt cagactcttt ttatttttca
  1940101 ggaaataaaa ggtttttata ttggtaagtt gaattcttat agagggattg tagttgtata
  1940161 tgtgaggagc ggagaaaatg aaaaagtaat agagacatgc tatcaataaa gggttataga
  1940221 aggagaatga aaatggagat gcagttcaat acactattac aaaaagaatt aacaattcat
  1940281 gatatacaaa cagcgatgga agatgaaaag ttaacttcaa aagaattagt tatgtattat
  1940341 cttcatagaa ttgcaaagta tgatcaagac ggaccgaaaa ttaattctat tttagaaata
  1940401 aatccggacg ctatttttat tgcagaagcg ttagatcatg aaagaaagat taaaggtata
  1940461 agaggtccat tacatggtat acctgtttta cttaaagaca atattgaaac gaacgactct
  1940521 atgcatacaa gtgcaggtac gattgctcta gaacaacata taagtagtga agatgcattt
  1940581 ctcgttacga agctgagaga agcaggggca gtaataatag gaaaagcaaa tatgacagaa
  1940641 ttagcaaatg gaatgtcttt tgacatgtgg gctggatata gtgcaagagg tgggcaaaca
  1940701 atcaatcctt acggtacagg tgaggatgac atgtttgttg gaggctcaag tacagggtct
  1940761 gccatagcgg ttgctgctaa ctttacagta gtatctgttg gaacagaaac agatggttct
  1940821 atattgagtc cagctgttca aaactctgta gtaggtatta aaccgactgt tggtttaatt
  1940881 agtcgtagag gtattattcc gttcacatat tcgcaagata cagccggtcc atttgctaga
  1940941 accgtaacag atgcagcaat tttactaggg agtttaactg tggtagatga gaaagatgta
  1941001 gctactcata aaagtaaagg gatagcagag catgattata cgaaatacct tgatgttaac
  1941061 ggtttaaatg gagcgaagat tggtgtatat agcaatgcac caaaagagta ttatgaatct
  1941121 ggtgagtatg atgaaaaatt gtttaagaaa acgattgagg tattacgtag tgagggagcg
  1941181 acagtagtag aagatattga tattccgtct tttcatagag aatggagctg gggtgtatcg
  1941241 ctctatgaat taaagcatag tttagataac tatctttcga aattaccttc tactattcca
  1941301 gtacattcta tttcagagtt aatggagttt aatgaaaaca tagcagaaag agctttgaaa
  1941361 tatggacaaa ctaagttgga gagaagaaaa gatgttccta atacgttaag aaatcctgaa
  1941421 tatataaacg caagattaga agatatatat ttttctcaag aacaaggcat tgattttgca
  1941481 ctggaaaaat ataatcttga tgcgattctg ttcccttctt atataggctc cactatatgt
  1941541 gcgaaagcag gttatccgtc tatagcaata cctgcagggt atatggaagg tggaagacct
  1941601 tttgggatta ctcttgcaag tacagctttt agtgaaggga cattaattaa actagcatac
  1941661 gcttttgaac aagcgacaaa ccatagaaaa atcccgggat tgtcataagt aaaatataca
  1941721 aaaaggacag gaattcctgt cctttttgct ttattgatta cattgaaata tttttttgat
  1941781 ctgttttacg atattttaat aggctaaaag ataaacaagc agaacataaa ataagaagag
  1941841 aagcgatgat ataaatcgta cgaacaccga aaatatcggt aataatgcca acactaagca
  1941901 tagaaagacc agaagccgtc gagaggagtg caccatgagc tgtatacatt ttggataata
  1941961 gagtaggctc gacactagat tgtaacactg tcgtttgaga aatatctcta acttgataac
  1942021 atggccccat tagaacacat agaaataagg caatcaaccc gctacttgtc ataccatata
  1942081 aaaatgtaag aatactaaac ataagagagc ctatcgccat ggaacgaatt aaattgtttt
  1942141 gaatgtatgt actcattttc caggctaata gcccgccaat taacgtgcca acgtaataac
  1942201 ttgtattaat atatccccac cattcttctc ctttatgaag gacggttgtt acataagcca
  1942261 tggtaatagc gccaatccat atcgtccctg cgaaagtttc aattaagtcc atacatgtaa
  1942321 cggtgcggag agcaggattt tgaaataaga gtttccaacc ctccaataaa gcagcagctt
  1942381 ttgaagaaga aggctctatt acttgctcat tatgtatgga acgtaatgaa aagtgtagtg
  1942441 caacacatcc gaaaatcatc aaaatattat tcatcatgag tgtagaagta gcaccgataa
  1942501 gaagaacaat aacacttgta aatgtataag cagcggcttg ggcaatttgt gtgaaaaagg
  1942561 aaaaaatact atttactttt actaaatttt cttttggtgt aaggcgcggt agaataccgt
  1942621 atagtaatgg agcgctccag ccactacata atgaaatgaa aaaaatgaaa attaatagtg
  1942681 ctacaatgtt tgtagaaagg accgggaata atatcattaa taaaaataat agggcagttt
  1942741 ttgaccattg taatgtaaac agtaatgaat aagatgaaaa gcgattcatt ataagtggtg
  1942801 cagatgtatt tgctataagg ttagttatga cttgtaataa tggaaaaaga gcagttaatg
  1942861 tagcggattt agttgtgata tacatatgag ttgtaataat cattatgtat acgatgtcag
  1942921 cgagagtaat gcatattttc gatcctaaat agtaagttaa tgaacgttgt tgcaataagc
  1942981 acaccacctt cccaaaaagt aatatttcag tagttagaat aattataatt tggaaattaa
  1943041 attttcgaaa gaatttaatt ttttgtcact ttttgaaagg gattttcatg tataatgaag
  1943101 aatatatcaa tatagtattt taataatact cattataaca gtgaatatgt acaatagctt
  1943161 gtagtaagcg cccacgtatg agaaagggcg gataaaccat tcttttcttc atatacatat
  1943221 agaaaatgag aaagaaagtg agggttgcat atggctgctt gggtaatttg gtttatcata
  1943281 gctggtattt tatttattgc ggaaatgctg tcgattacgt tttacatgct ttggcttgga
  1943341 attggagctg ttgtcggagg tcttattgct ttatttgccc ctgaagcact actattacaa
  1943401 gttgttgctg gtgcgattgt aagtttaaca ttgactttct ttacgaaaag aatatcaaaa
  1943461 aactttcgag aagcaaaagg ttttactgat acagtagata tgttggtcgg taaaaaaggg
  1943521 attgtcatgc aagcgattac aaaagaaacg aatggtattg tgaaggtgga tggagatact
  1943581 tggacagctg ttgcagatgc tccaattgat actggagaaa aagttgttgt tataaagaga
  1943641 aatagtacta tattacaagt gaaaaaggag agtgaataaa tatggtagca ttaacgttaa
  1943701 cgattatttt cgcactaatt gttgttacat ttatcgcatt gacaatcaaa attattccac
  1943761 agcaaaaagt tggagtcgtt gaaagatttg gtaagtttca gcgtgtgatg cagccaggat
  1943821 taaatttatt aatcccgatt gtagatcgcg ttcgtgtata tcatgactta cgtattcagc
  1943881 aaacgaatgt accaccgcag aaagtaatta cgaaagataa tgtacaagta gaaattgata
  1943941 cgattatttt ctatcaagtc gttgagcctg aacttgcgac atatggtatt tcgaactatg
  1944001 aatatggtgt tcgtaacatt acttcagcaa cgatgcgtca aatcattggt aaaatggaac
  1944061 tggatgaaac gttatctggt cgtgaaaaaa tttcaacaga aattcgctta gcgcttgatg
  1944121 aagcaacaga aaaatggggc gttcgcattg aacgtgttga agttgtcgat attaatccgc
  1944181 ctaaagatgt gcaagcgtca atggaaaaac aaatgaaagc agaacgtaat aaacgtgcga
  1944241 tcatattaga agctgaagct gcaaagcaag ataaagtcct tcgtgctgaa ggggaaaagc
  1944301 aaagtaaaat cttaatggct gaaggggata aagaagcacg tattcgagaa gcggaaggta
  1944361 ttaaagaagc aaaagaatta gaagcacaag gggaagcaag agcgattgag gaaattgcaa
  1944421 aagcagaaca aaatcgaatt gaattacttc gtgaagcaaa tttagatgag cgtatacttg
  1944481 cttacaaatc atttgaatca ttagctgaag ttgcgaaagg gccagcaaat aaagtcttta
  1944541 ttccatctaa tgcaattgaa acacttggta ctcttggggc aattggagaa atctttaaag
  1944601 aaaaacaagc gaagaaactg cctttaaata atacagaaaa agaataataa gagtgaaaag
  1944661 agaaatggga tgccatttct cttttttatt atagaaaatt cagagtatga tataatggaa
  1944721 tttttcggat attaaaaagg ggagtggaga aacatgcaaa tactactaat acgccacgga
  1944781 gaatcagaag ctgatatttt aaacgtacat gaaggacgag ctgactttga attaacagaa
  1944841 aagggaagac agcaagtgca aagacttgta cagaaagtga aagcagattt tccaccagat
  1944901 ttcatttggg caagtacatt aaaacgcgct cgagaaactg gtgaaacgtt agcagaagga
  1944961 attgggtgcc caattcaatt agaagaggaa ttaatggagt ttaataatgg agtgcaagca
  1945021 ggtctttcat ttgaagaagc taagaaatat cccgagccaa agtttcttca tgatcgtttt
  1945081 gaaaacgggg aatcatttat tgaatttaga atgagaatag aaggcatctt ttctaaaatc
  1945141 gtgacggaga atacatatga ccgaattgca attgttgcac acggtggtgt aataaatagt
  1945201 ctattacgtg cgtttttcaa aatgccaatt tcaatggact attattttaa aatgggagat
  1945261 acgggaataa gcttaattga aattgacggt gaacaaaaaa cggtacattt cattaatgat
  1945321 acgaatcatt tgcacgggat gtagagaatt atgtacaaag ttgtattttt cgatgttgac
  1945381 agtacacttt taagtgagat tgatagaagt atgcacgaaa gtacaaaaga agcgatacgt
  1945441 aggttaatag ataaagggat tcatgtagtt gttacgacag ggagaccgta tagtttatgc
  1945501 tcacaattta atgcgctggg cataaataca attatttctg caaatggtgc acatatcaag
  1945561 tgtggggaaa cagttataca taaatcagta ctttcaagtg aaattgttca tgatctctca
  1945621 gagtttgctg cattacatgg tcacggtgtt tcttatttta cagaggattt tgcaatgaac
  1945681 ggaatagccg cggataatgg acgtgtaatg caagcgctta gcgagacgtt gaatttagag
  1945741 aagtatccag aaaaaagcag ggatttgtca gaagaaatct attgtttatg tctgtatgca
  1945801 gatgaaatag aagctcaaaa atttcttgaa agatatccag cacttacgtt tgaacgtttt
  1945861 cacggttacg ttatgaatgt gttggaagat aataaagtat cgaaggtaac tgcaattcaa
  1945921 aaggtattag aacacctaaa catttgcaaa tcagaagcca ttgcttttgg tgacggtaga
  1945981 aatgatattg agatgttaga gtatgtagga ttaggtattg cgatggggaa tggcggagaa
  1946041 gggttaaaaa taagagctga ttttgttaca aagaaggcga gtgaaggtgg tattttattt
  1946101 gccttagaaa agcattatgt cgtctaacgt acctttattg aaataaaggt acgttaggat
  1946161 ctttaatgtg ctcgcataat aaaatatgta tttgtccacg atgatgataa aagtgtgcaa
  1946221 caatttcaag caaccattca aaacgtgaat aagaaacgcc ccaataggca gtcttaattt
  1946281 ccgctaattc ttcttgggaa taggaaagaa atgttttaga gagaagggtg aatccttcaa
  1946341 gcattatttg ttgcatgtat gtaattgttt ctggtgtatg ttctaaataa aaggtacgta
  1946401 actctttttc cgtactacca tttaaaatga gtaaatcagc atggcaaata agagaaagat
  1946461 gtgcacacat ttcaaataat gaacgcttcg attgaatcgg agctattttc aaatcaattt
  1946521 cagtatattg atccagcatt tgaatagaag tatcaacagc aactttaagt tgatgcaatg
  1946581 cagattgtac aaacattgta attctcctct tctccgtata taatagtttc ttgagggtat
  1946641 tatatcatgc tcaaaattcc gaaaattcta gtagtttgac tagcatattg aaaagtatta
  1946701 tattgtaaaa ggtcatatga aacgtgaaat agaatggaat gcaattattg agttaggagt
  1946761 tagaccaatg agtttgaaat atggaagaga tacaattgtt gaagttgact taaatgcagt
  1946821 aaaacataat gtaaaagaat ttaaaaaacg tgtgaatgat gaaaatattg caatgatggc
  1946881 tgctgtaaaa gcgaatgggt atggtcatgg ggcagttgaa gttgcaaaag ctgctattga
  1946941 agcaggaata aatcagcttg caattgcatt tgtagatgaa gcgatagagt taagagaagc
  1947001 aggaattaac gtgccgattt taattttagg ctatacatca gtagcggctg cggaagaagc
  1947061 aattcaatat gacgttatga tgaccgttta tagaagtgaa gatttacaag gtataaatga
  1947121 aatcgcaaac cgtcttcaaa agaaagcgca aattcaggtg aaaattgata caggaatgag
  1947181 tcgcattggt ttacaggaag aagaggttaa accattttta gaggaattaa aacgtatgga
  1947241 gtatgtagag gtagtgggaa tgtttacaca ttactctacg gcagatgaaa tcgataaatc
  1947301 atatacgaat atgcaaacaa gtttatttga gaaagctgtc aatacagcaa aagaattagg
  1947361 aattcatatt ccatatattc atagttcaaa tagtgcaggt tcaatggaac ctagcaatac
  1947421 atttcaaaat atggttcgtg taggtatcgg aatttatgga atgtatcctt caaaagaggt
  1947481 aaatcattca gttgtttcgt tacagcctgc gttgtcgtta aaatcaaaag tagcccatat
  1947541 taagcatgcg aagaaaaatc gcggtgtaag ttatgggaat acgtatgtaa cgactggtga
  1947601 agaatggatt gccaccgtac cgattggtta tgctgatggt tataatcgtc agttgtctaa
  1947661 taaagggcat gcattaataa atggagttcg agtacctgtt attggccgtg tttgtatgga
  1947721 tcagctcatg ttagacgttt caaaagcaat gccagtacaa gtgggagacg aagtagtatt
  1947781 ctacggtaaa caaggcgaag aaaacatcgc agtagaagaa atagcggata tgttaggtac
  1947841 aattaactat gaagttacat gtatgttaga tagaagaatt ccacgtgtgt ataaagaaaa
  1947901 taatgaaaca actgctgttg taaatatact aagaaaaaac tgaatcgtta tgattcagtt
  1947961 tttttatttt tgacaaataa aaaatgccct atttgtaccg tgtgattgaa tgtccttaaa
  1948021 acctacggat tctagcgaag aaattatttc ttcattggaa taacaagctt cttcaaatga
  1948081 aaagtcactt cttgtccaat tattatctat gtcatgctga aatagtataa agttcatttc
  1948141 tgctttttta ttttcactat catatgtaga atcaatcgta caaacatatt cgtctgctga
  1948201 aatatgaaac gaagcagtcc aattttcaag aaagcctttt tccgtattca tatcaaatac
  1948261 gaatgtacct tcgctatgta atacggaata aacattacga aaaacacttt ttaattcatc
  1948321 taattttaaa atatggttta agctatcgcc agtagagata acatattgaa attgctcatt
  1948381 tatgttgaaa tagcgagcat catctacgat aaaggctgcg tctggagcgt tttgacgtgc
  1948441 gtattcaatc atttgagcag aaccatctat accagttacc acaaaatgat tatcaattaa
  1948501 tttcttagta aggtgaccag tcccacagca aagatctgaa atatgagaat gtggtggtgc
  1948561 atattgtaaa acgagttttt ccaaaagtag ataagcgtgt tcagcataat gcccccaatg
  1948621 cttattataa atggatgcga aaatatcata atcagaataa attagctttt tagacatatg
  1948681 tattcacccc ggaattcatt acattataat agtcatgctt cgctttcatt tcaaaaccac
  1948741 attgtgtata tagttttaaa gcattgttat ttttcgtttc gacgtctaat ttaattgttg
  1948801 aaactccttt tgtaataagg gtatgtatca tggacgtaag aatatcttta ccgtatcctt
  1948861 gcccttgata agaagggtga acggcgaatc ctgatagtgt agtagattgg tcttctttag
  1948921 aaactgtaat tgttcctatc actttttcat tgataaggac gctgtaaact tgataggaag
  1948981 atgaattcat catcttttgt aaccatgtag cggtattttc tactgaatct ccaaacgctt
  1949041 tactagaaag ctcaataaga tcaagaagtg attttgaaga tgcaagagta agctgtatag
  1949101 cattcttcgt cgttttttga acttcttttc ctttgaactc catactatat tcactatgta
  1949161 aataaggcag ctccatatgt attgcaaatt ctttcccaga agcagactcc ccattcataa
  1949221 taagaagagc ttcgtctgcc cctcttaatc gtatttcttt cattgcggtt tgtaaaagag
  1949281 tagtacctat acgttgtttc ctatagttcg ggtgaacaaa gcctattaac tcaagtttag
  1949341 taggtctttc aaagtcatac atacttaatg caccgactaa ttttgtatcg tcataaaata
  1949401 gaaaatcatt tatctcttct ttattacggg cagttaaaaa gtttatatgt aaatctgacg
  1949461 aataatcaat tcgatcgtgt tgcccgcaaa tatgagctaa atccttcatt tgctgtattt
  1949521 cacattctgt taaagaccac tttttctgaa tttccatttc ataacccctc acattcgtat
  1949581 ttaaaaatag gatggatgcc ttagccactt ttctaattcc acactccctt gaacagacaa
  1949641 cagtcggtat aaataacggt aaggctgtct acacttttca agttgaggaa taggcataat
  1949701 tgtttcgtaa ccacttttaa aagcatgagc ttctttttcg gtaagtacat attctagtcc
  1949761 gataaactca aactctcgag gagcaactgc gtaagcttct gtatctacta aacctgtaat
  1949821 agttgtacca tctgataaaa actgagtagg gtccatatca attaaaacga gtgttgcctc
  1949881 ctttggtacc ggtaaggaag aaagttgttg ttcaaaagta ggaaatgcgt tacggatgct
  1949941 cgcattatcg gaataaaacc tatttacaag ttctttactg acttttaata tgtgagactt
  1950001 aaattcttct agtggaactt ggaaagtacc tgatgggttt cctataaacg ctgcttgaaa
  1950061 cgaatgaatt tctgctagtc cttttccaag gctgaataaa attgaatcag attgtccgat
  1950121 aaaggattgc agtgtatttc ctgttagttt ttcgacacta acaaactttc ggccatttaa
  1950181 aacatgtttt tgcaaaatag tggggatggg caagttagta tgctttttca ataattcgtg
  1950241 tataagttct aaatgatgga cgtttcttgg atcaattccg aataggtttt tacatcccca
  1950301 ccaaaaatca ttatttggct cttcattcat ttttgaggaa cgaacaataa cttcttcaaa
  1950361 tgctgtttta acaagaaaca catcgcttgc atgttcttca taacctgggt gtaaagtttg
  1950421 aatagataaa ataggtgaag cgaatagttg ttgtagcatg aagtcactcc ttttttctgt
  1950481 aaattcgata aactcattat ataacagaat gtgtacgaag tggataatga taggggcaac
  1950541 atagaactta aataaattta cggtgagaaa tcagtgtgaa aattatattt ttctactttt
  1950601 gtatgaatta tcaaaataat gtttctgatg ataaatctgt aaaaataccc aaatataaat
  1950661 ctcatatttt tcagtaaatg aagagttaag ctcactttca ataggagtat aacgtaggtt
  1950721 atgaaaaata tttctcaata ataaaatgaa gagaaaaata tgaaaaagta gaatagattc
  1950781 ctttataata gttttaaatt aattaatata attaattatt aattatatta gataggagag
  1950841 aaaatgatgg caaatgtact cgtaataaat ttccctggag aaggtcatat aaatccgact
  1950901 ttagctatta taagtgagtt aattcggcga ggggaaacag ttgtttcgta ttgtattgaa
  1950961 gattatagaa agaagattga ggcaacaggt gcagaattcc gagagtttga aaattttctc
  1951021 tcccaaatta atattatgga acgagtaaat gaaggtggga gtcctttgac gatgctatct
  1951081 catatgattg aagcatcaga gcgtattgtt actcaaattg tagaagaaac aaaaggagaa
  1951141 cagtacgatt acttactata cgataatcat tttccagtag gacgtattat agcgaatgtt
  1951201 ttacaattac ctagcatttc gtcttgtaca acgtttgctt ttaatcagta cattactttt
  1951261 aacgatgaac aagaatcgag acaagtagat gaaacgaatc cgttatatca atcttgttta
  1951321 gcgggaatgg aaaaatggaa tagacagtat ggaatgaaat gtaatagtat gtacgatatt
  1951381 atgaatcacc ctggtgatat taccatcgta tacacttcaa aggaatatca accacgttca
  1951441 gatgtattcg atgaatcgta taagtttgtc ggtccatcaa ttgctactcg aaaagaagta
  1951501 ggtagctttc ctatggaaga tttaaaaggt gaaaaattga tttttatttc tatgggaaca
  1951561 gtttttaatg aacaacctga gttatatgaa aaatgttttg aagcgtttaa aggggtagaa
  1951621 gcgacagtca tattagctgt tggtaagaag ataaatataa gtcagtttga aaacattccg
  1951681 aataacttta agttgtataa ttatgtgcca caattagaag tattacagca tgctgatgta
  1951741 ttcgtgacac acggtggtat gaatagttcg agtgaagcac tatattacgg tgtcccgtta
  1951801 gttgtaattc cggtaacagg agatcagcct ttagttgcga aacgagtgaa tgaagtaggg
  1951861 gcaggaataa ggcttaatcg taaagaatta acttctgaat tgttacgtga gactgtaaag
  1951921 gaagtaatgt atgatgtaac gtttaaggaa aatagtcgta aagttggaga gtcacttcga
  1951981 aatgctggtg gatataaaag ggcagttgat gaaatattta aaatgaaaat gaattcgtac
  1952041 ttgaaactta aataaatgtt tgaggcacac ttactacaat gcgtaagtgt gcttcaataa
  1952101 aaaattacat aaaaatcact ataatggtga aacttttgtg tatataaact gatatctttg
  1952161 tattagtagt aaaattacgt taaaataata ctaagaaaat atataagttt tgggggtaat
  1952221 gaatgaagaa agtatttgaa tacgtattat taacaattgg ctcaattatt gtagcaggtt
  1952281 cattagagct tattttagcg cctaatggat tagtagatgg cggggtaaca gccattgcta
  1952341 ttatggcgaa taaagttgca ggattgccgc tttatggagt gttcttagga attaatatcc
  1952401 cgattttatt atttactgca aaagtaatgg gaaagaagtt ctttatccgt acatcctatg
  1952461 caaatgttgt gacaacactt ggattgattt atttgaaacc atttccagca attacaactt
  1952521 ctgaattgtt aattgttctt tatggaggag ttctatttgg tgttggtgta gggattgtag
  1952581 taaaaatggg cggagcaatt gacggatcag aaatgttagc tgtttggatg aataaacatt
  1952641 ttaaagtgcc gattagtaca tttttacttg ctgtaaatgc ggttattttc atctttgttg
  1952701 ccattttgtt ttcaattgaa caagcgatgt tctcattagc aattttctat attgttacga
  1952761 agatgattga tttcatatta gatggcatta atcaaggaaa gagcgttatg attatttctg
  1952821 gtaaaaataa agaaataggc gatctactta tgaaagaatt gcaattatcc gttacgtatc
  1952881 tacatggaga aggtggtttt ttaggagaac ataagagaat catttattgt attacaaacc
  1952941 gtttcattta tccgaaaatg aaagatctcg ttctctctgt agatccaact gctattattg
  1953001 aagcttccta ttcaacagaa acaactggtg tcaaacgtcc gggaagggca atgagatcag
  1953061 aaaaatagtg aatgaaaata gctccacgta agtataactt gcgtggagct atttttattt
  1953121 agggaaccac gcttttttca gtaatttgac aacagtttcg atacaatcct ctggaatact
  1953181 gccaaaaccg agtaatacat acgattcctc ccttacatta tgaacagaat cgtatgtcga
  1953241 gagagggtat aacttaatac gttgttttgc agctacatga agaagttctc gttcgttcat
  1953301 cccattatga acgtgaagta caatatgaag tccggattgt tcaccgagta tatgaacgtt
  1953361 atttcccatt tcgtttgtaa tagatttaat taaagaaata tgttttcttt tatataatgt
  1953421 acgacttcgg ttaatatgac gttcccaatc cccattttga ataaaggtgg cgaaggtaag
  1953481 ttgttgcatt gtagagacag tttgtttaaa cataccacca agttctttat agacttttaa
  1953541 aagatgaggt ggtaaaacga tatatcccat tcgtaaagaa ggtaaaaaag atttcgagaa
  1953601 agttcccata taaataacac gttcatttga atctagtcct tgtaaagaag gaataggttt
  1953661 tcctatatag cgaaattctc cgtcgtaatc atcttcaata atatacccct tacaatcatt
  1953721 tgcccatttt aataactcga gtcttctaga taacggcata atgattccga gtgggaattg
  1953781 gtgagatgga gtgacatatg caacattggc ccccgattca cgcaaagtgg aaatatgaat
  1953841 ccctttatca tctaaaggaa tcgggtgaac aggaaggcca caactttgaa tcatggcagg
  1953901 tatacggtga aatccaggat tttcgattcc gtattctttt tttgaaccaa gtagttgaag
  1953961 gagtagccaa agaagaggtt gcgtacctgc tccaacaata atttgatcag gtgaagaatg
  1954021 taccccgcga gcatgatata aatattttga aatatgttct cgtagaacga gctcaccttg
  1954081 tggatcttct ttagcaaata attcatcttc atactgaaat aaagtttcgt gtaatgctct
  1954141 tttccagttt gttatcggaa aagacttttg atcaataagt ccttgactac aatcataatc
  1954201 atattgttcg ctttctttat tgttagcaat gtttgacgca atttgctgtt tcttttgaat
  1954261 gacatcaata tcaacttccg caacaaaaat tccgcgtttc ggtttgcttt ctacataccc
  1954321 ttcagctagt aattgttgat aagcggattc aactgtaata cggctcacat taagttgcat
  1954381 agctaaattt ctatgagaag gaaggcgtgt accagcacgt agtgatcctt gagagatttc
  1954441 tcggttcata tattcgtaaa tttgtaagta aataggtgtt ttattttgta acactaatgg
  1954501 gatagtcaga tccatttgta gacgctcctt tttatactgg ccttataaaa aagaatagaa
  1954561 ctgtcactta aactaagggc agtcgctttc tataatgatg atataacatt tagaaaattt
  1954621 tataaatagt aaggagagaa tcataatgaa tattaaagaa gtagtaacag aagcggattt
  1954681 acacgatgta tttcctgtat tacagcaatt gcgaacaaaa ctttcaagag aagaagcaag
  1954741 ttctttattt caaaaaatga aagaagaaaa ttataaacta ttttcgctgc gtaacgaaga
  1954801 gaatgaagtt gttagtctag ctggtgtagc gatttgtacg aatttttata atgagaaaca
  1954861 tgtttttgtg tatgaccttg taaccgcgga agctcataga tcaaaagggt atggtaatgt
  1954921 tctgctgtca tatgtagaaa aatgggggaa agaaaaaggg tgcagttcta tcgttcttac
  1954981 atctgcgttt ccaagaattg atgcacatcg tttttatgaa agagagggtt ttgataaggt
  1955041 aagctattct ttttataaag agttataata ctaagtaggt tccgtgtgta aaaatatatg
  1955101 gaacctattt tctttttcag atttgagcta gggacaggtc tagcgatatg atttgtcgaa
  1955161 tattagaaat ttaaaatgga atcttgaatt tagagaatgt taggggcgtt tatacttgga
  1955221 aaaaataaag aaattatcta taccaaatga tgtaagagtc atcattattt ctgatattca
  1955281 tggagaatta gatcttttta aggaactact acataaagtt aattttcaag atgaagatta
  1955341 tttaattatt aatggtgatc tttgtgagaa aggaagaaat agtattggcg tcgtaaacta
  1955401 tgtgatggat ctagtagtta gtaagccaaa tgtgtatgta atagaaggga attgtgaagt
  1955461 tgtagttgaa gcacttgtaa atgaaaatca tgctctaata aattatttgt gtacgcgaaa
  1955521 aaatacaatt tttaatgaat ggctagcgca attgaatatt acgttcataa agaaagtgat
  1955581 atccgtgaat tgaaaacaaa attaatgagc catttctcaa aagaaataaa gtggctaaca
  1955641 gaattaccaa cagcgattga aacggaggat tatatctttg tacatgctgg ccttgaagat
  1955701 agagaagatt ggaaagagac agaacgaaaa aatgcgatag caatgccgga gtttttcaat
  1955761 caatcacata aagcaaataa gtatgtagtt gtcggtcatt ggcctgttgt aaactattca
  1955821 gagaaggcac catctaacaa tccagttatt gataaggaga aaaagattat agcaattgac
  1955881 ggcggaaatg cgattaaaga ggcagggcaa ttaaatgcat ttatcattca gaggacaagt
  1955941 gcaagtgata agttttctta tacatatgta gactattttc cagaatatga agtaatagca
  1956001 gattttcatg ccgatgcaac aatgcagggc ggggttacct atccacatta ttacatagag
  1956061 cttattgaga agaagcaaga ttacacaata tgcaggcaaa aggaaacgaa tacattactt
  1956121 tctgtgaaag atgaatacat taagcaacta gattcaggtg aatacacagt gaaaacggat
  1956181 atatcttgtg cgcaaataag cgtaaaaaaa ggggatattg tttctttcat tgatggtagc
  1956241 tgctcaggat atgatttaat taaaaaagat ggagtagaag gctggataga gaaagggatt
  1956301 ttagttgaga tagaaaagac gaaaaagaaa atatttagct gaaataggag ggatgtaacc
  1956361 tcctattttt ttaagaagta gattgtttgc tgtctttaat aagtaaataa atcgtactcg
  1956421 gtaaaatgac aagcgtcatt cctaaacata acctctatac ggagcataaa cgataaatgg
  1956481 aagccccgct aggaaaatac ctgctattat catcgaaata ctacaaatat ttgaagctct
  1956541 tttttcaagg tgcttatcat tccattccaa tgaaacggtt gatttagtcg tatcaatttt
  1956601 ggaactgaaa tagcctatta gtataaataa aagccctaat gttaaaaata tgaaatgatc
  1956661 aagaggaagt gaaaagccaa gagcgataag ggcaatgaca atatcaacaa aaaataagaa
  1956721 tagtaacatt gtgttgccga ttaaatggag aaatttctgg ttactcgctg ctttagataa
  1956781 agctaaaaat aaaaagaata cgaaggaaca tataattata tttacgataa caaaagtgcc
  1956841 tttatccatt gttgatgtag gcgttccatt gaagtcccat ttcgtaacaa tatttgatgg
  1956901 taagaagaaa tagagaataa tatttgtcgt aacaatagtg agaaataaag taatactaaa
  1956961 tcgattattc attgaatcac cagctttcta catgcataat tgttatctta taacaaaatt
  1957021 atacaatata ataaacgata tctgttttga tttttcagaa aaaatattat aattatatat
  1957081 gaaataaaga ggagtgtagg aggaaattat gaaaaacgta atcataaaag gggataaagt
  1957141 aacaattcgt acaattgaag aatcagatat aaaaacatta tggaatctcg tgtttaaaga
  1957201 agaaaatcca gaatggaaaa aatgggatgc accatatttt tcgttttcga tgcaagaata
  1957261 ctcagtctat aaggaaaaga tgcaaactcg tttaaaagaa gaaccgctat ccaatttaat
  1957321 tatagaaaat aacggtcaag ttatagggac ggtcggattt tattgggagt ataaaccgac
  1957381 gcgttggttg gagatgggaa ttgtcattta taatccggct tactggaatg gcggctacgg
  1957441 tacagaagcg ttaacgttat atcgggattt actatttgaa aagatggaga ttggtagagt
  1957501 agggctcacg acttggtctg gtaatgaacg aatgatgaaa gtagcggaga aaataggaat
  1957561 gagcttagaa ggtagaatgc gaaaatgccg ttattataac ggaacgtact atgactctat
  1957621 tcgaatggga atgattcgtg aagaatggga agcgttgaaa aattaaaatt aattaaggtg
  1957681 gattatgaaa atggttctgc catttcttct agtatattag cagaatataa tgtaaagaga
  1957741 atggagacat cgagatgaca tatgtaatta gagaaatgaa gcaagaagat attcatgctg
  1957801 tacaatcagt agcgaaaata gcttggcatg atacatacga aggcattatt ccgagagaga
  1957861 ttcaagacag ttttttagac gaggcttatt ctgaagaaaa aatgaaatat cgtcttgaga
  1957921 atacacattt attcgttgca gaagaagagg gagaagtaat tggctttgca aatttttcac
  1957981 ctgttagact gcaaaacgaa gcagaattag gtgcgattta tttgttacca gatcaacaag
  1958041 ggaaagggat aggaagtgct ttattacaaa aagggttaac agtattaaaa ggaattcgga
  1958101 aactatacat tcatgtagaa gcagcgaatg aaaaaggaaa acgtttttat gaagcgaaag
  1958161 gttttgcaca attagaggaa tttgaagaag attttgaagg acatatgatg cagacagtaa
  1958221 ggatggtttt atacatataa ggaggactag aagtgaaaat ctttgatttt agtgaaaaag
  1958281 taggaaagca aattacagca tttcaatcta atttcataat gtcgaaaata gtaaaccatc
  1958341 aagggaatat acatatcggg gctatgcatt taaaagagaa tggaataatt ggatatcatg
  1958401 aagcagttgt atcgcaactg cttcttattg tggacggaga aggatatgta tgcggggcaa
  1958461 ataaagaaaa agtgaaggtg gaagcgggac aagctgtgtt ttgggaaaag ggtgaatttc
  1958521 atgaaacgag tacagaaaag ggattgatgg caattgtaat tgagtcggag gaactagaaa
  1958581 aaggaatttt aatgaaagaa gtaggaaagt ttgatgatta aggtgtgtaa ggagggggaa
  1958641 tatgcgcaaa gttacacaaa tagtaatatg cgccacagca gtattattca ttacattagc
  1958701 tatggtaaat ggagaaacgt ggaaagataa aattgttatt tcactagctg ttcttatatt
  1958761 tactggattt tctttagtat ggaacacatt cgttataaat cttatggaga aattcaatag
  1958821 aaaaaggagt aactaaatgt taaagcaagg aagaattata attgttattg gcacattagt
  1958881 aacgctcatc gcgagtttta tggtgccagc agacaataaa acaagattaa taaatgtact
  1958941 cgtaatattt ttattcggtg taatagctgt gtggtcttca gttttatttg aacgaattta
  1959001 tcaaaagata cataaaaagt gaaataaata aaacttttgt cgattggagt agtagtgaaa
  1959061 ctagagggat taaaacaatt ttgatgatta ttgttataat ggtcgaatcg gcacataaat
  1959121 gtaattttga ttatgtaggt gttccttatc cagtgggcta tttaggtgat gaaaaagtat
  1959181 tacgttttaa tcatgataag attgtagagg aaatgcatag aggatatatg actgagagtg
  1959241 aattagtaga attgtaaagt ggttggaaaa tacatataga ttttaaaaat acgaaagggg
  1959301 aaacaaaatg ggaaagataa tgagaaccct tgtaatcata ggtatactta tccctccggt
  1959361 actactgtgg agtgcacctg atgttccttt aaatgataaa cagctgttta tagggttaca
  1959421 actaactgta ggattcacca cagtggtagt gttagagatt atgtttaaaa atcgaaaaaa
  1959481 gaagagagaa aaatagagat agattgtatg gaatcacagc tgaaaatatg taacatgtat
  1959541 aactaatagt tttaattggg ggtgacctac cagttgcctc ttttaacgtt atagttatag
  1959601 ttttaatttt atctgaaaaa gaaaaaggag caacgatatg cttaagcaag gcaaatttat
  1959661 gattcttaat ggcacaatgg tacttgttat tgcagggtgg tttttcccat ttaatttatg
  1959721 gcagaaacta tttttcagta ttggtatgat tagtattggg atgttggcat atggaagttc
  1959781 agtattattt aatcgtttag ctaaaaaaat tacaaataga ggtgaataaa cacctaggaa
  1959841 ttttgtattg attgggaaat gataataata aactttccat aagagttgga gagagctgta
  1959901 ctttaataag taagtagcga acatcatctt atggttttga aattaaagga tattttttga
  1959961 aagtgaagtg ttacatatta ccgctagtga taagtatgtg aatgtgtgtt aatttaatga
  1960021 aaaaagctgc ctattacagg cggtcatttt gtaatatatg taatattatt tactgattat
  1960081 ttttttcgct tattaatttt gtatgctcat ttaaataaat atctattaga tttcttaatg
  1960141 taatagtttc tatttcaaga gggatttcga tttcatcttc atcatactta ttaaatataa
  1960201 ctgttgtatc tcttcgaaca tctgccccaa aaatatttgc acttattttt cgtgatgact
  1960261 ttttttgttt aaaattttat ctacagtttc agttatccaa tcaccgaatg tggatacctc
  1960321 cacatttaaa aaagcttcta aagtatcgaa ttctttttgt agtctaataa ctaagctacc
  1960381 tgtactaagt aattcgaatt tgtaatccat attattttct ccttcaaaaa attaatttta
  1960441 tcgatacatc gtccacattc caatgtcttt aaaacctaat cgtttataaa ttcgtccagc
  1960501 agttggattg ttataaaata agccatccgt ttggacagct catttacata attctcgtta
  1960561 ttggaagtga aattatttga taaagtaacc ccaataactt attactacaa gtattaaaga
  1960621 taatactgta tatacaatag atcctattaa aataggattt acacttattt caaatttttc
  1960681 ttcctctact ttaataccca atctagcttg agcttgaagg cgaacactgt tgctagaaaa
  1960741 tccgccttta ctgctaaagt aatatgtaat aatgacaaaa catattccag cgaagaaagt
  1960801 taaatcaaca aaactccatt ttaagatctt agatgattta tatacaattc cagcttcaat
  1960861 cattatagtt acaagtaatc ctaatccttt tttcatgtaa tcaatccttt tgtattctct
  1960921 aatgatttcg aaatttatca cttataatca ttttatcatg tgataagaag aaaaaacgag
  1960981 ggatttttat tatatattgt gttcatcctc aattaacata acgtctcctg attggtagca
  1961041 agcacatgga gaaatcctat cctcaaaagg aatctgcctt tttcttttta tataatttta
  1961101 tgcaacttta tatgtatccc tatcctagcg taggttttag ggtttagggt tctcgtatgt
  1961161 tactgaatta gccaaaaacc tgtataaaat cttgcatgct cttaacgtgg atttttccaa
  1961221 tatattggcg ctcccctaat agtgtgtatt tctcagcagt ttgattttgt aggaaattca
  1961281 atgatgttac tccgcaattg cataatttgc tctacaacat ctagtgtggc aagtttaatt
  1961341 gtttcttggc caggcgtact aggtaagttg tcggcatcta gacatttata aaatacattt
  1961401 catttttagc accgaactgt atatttgaaa cagttttaaa tcgttcaaca atagttgact
  1961461 ttccacagag ttttatcagc ttatatgcgg aaagaagtgc ctcataatga gaggtaacaa
  1961521 attctttttt actattatgg tataaatgaa tcatggaagc cgagtaaaat tgattttaat
  1961581 gttccattct cttgaaatac cccccataga tcttgaaagt ctgtttcata accgaaagac
  1961641 tctatatctt caataataaa tcagttatgg gctgcttctt cttttgggta agcggatact
  1961701 tgttcatgat ctttcttaat tttcgtatca tcataaaatg gaatgttttt tgtttttccg
  1961761 aattttacaa cttaagtttt ttgaaagcaa tataaaaatt ttatgtttag ttcacaaact
  1961821 ttcggaaaaa ctaggaaaga tatgacaaag gaggttatga acggtggatc atccaattca
  1961881 agggttaatg aaagcagcaa tggaaaattt aaaagaaatg gtcgatgtaa atacgattgt
  1961941 tggagagcct gttcagacgg ctgacggtgg tgtagtgtta acggtttcta aagtagcgtt
  1962001 cggttttgga gcaggaggtt ctgatttcca aacgaatgat ggacaaagag cgaacggtaa
  1962061 ccctgcattt ggtggcggta gcgcgggtgg tgtttctatt acaccagtag catttcttgt
  1962121 ggtgaataaa gatggagtaa atattctgca tctacaaaat gcgacacatt tagcggaaaa
  1962181 aatgattgaa ttagctccac aaacaattga taaaattcaa tcgatgttcc aaaaagatga
  1962241 aaaaaaagag ggaaatcatc atcctcaaaa tccagatgaa atcctttaaa aacgcctgct
  1962301 cacgagcagg tgttttttct tgtaatcact atgtaataaa acacatgaaa ttgtaaatag
  1962361 tttttgaagt tttttctatg tttctaaaat ttttcatgtt aaaatatgct atagaattga
  1962421 aacatataaa acgaaggtgg ctaggtgctt tgtctggagg atctgaccaa gtaaagaata
  1962481 tgatatatat taatggtaat cgtcgaggtc attgttttat tacatcagga attacgttta
  1962541 aagagtttgc aagtaacatc ccttcaccgc ttcatcaagt gttgctttta aagcataact
  1962601 ttgaatggac agattttcat tatcatactt tatttgaata tgttgaggaa gaaaatatac
  1962661 ataagttaat tcaagcagag attgatgaat tttgttgggt agattttgat gatgcaagcg
  1962721 atttagatga actagagcca aaagaaattg cagagctttt atatttggct cacaaaaaag
  1962781 aaccacttgc aagaacgttc tttccgttat tgaaaaatag atttgtttat ttttcacatg
  1962841 atgacggatg gtacaacaaa gtgtattatc gtagaattgc agactttgta gggatgttaa
  1962901 gtaaagttat tccttataaa ctcggtgctt tcggtaagaa acgtttttct ttcttccaaa
  1962961 aatcaaaaat tttcccagca atttcaaaag aagtgattat ggggcttctt ccattaatgg
  1963021 aagatggtct ttatattgat ctggcaggga aaattgagtc aagaaggggt cttgaaattc
  1963081 cggtatatgt agttggttcg tatgaaagta cggatgaggt actagataat atcgatgaat
  1963141 tgaaagaaga agcaacagag actggctggc ttatttttga taagaaagaa caagagtggc
  1963201 aatgggttgt ggactaagaa aacttggcgc atgcagtcaa gttttcttgt cttttgaaag
  1963261 gagtacaaat gaagaaatat tatacaattg tgggtattat aagtattatt cttgtggcaa
  1963321 ttttacttat aacttgtccg aaagaatcag attttaaatt gtatctagaa gataagtatg
  1963381 cattgaaatg tgacgagagt agttttgaat gcacacaaaa tgtagatggt aaaaaagaaa
  1963441 aactaaaatt tgaaagtaca gatgcacgaa atggtgtatt ctttatgact gtaaagcaaa
  1963501 catttaaaac agaagctgat gttacgaaag aatatagcgg ggtaggaatg tttggtacat
  1963561 ttctttttgt ttcagagaag actttctagt aatagaaggt ctttttctta tgcttatgtt
  1963621 catatagatg aagtaagaca agcataggag ggatattgat gaagaaggaa tgtattgttt
  1963681 gtggcggtga ggagtttttc tcttctacat tatacgcacg tacaaaacaa gattgggcat
  1963741 atgcgccaaa catgtaccgt tttgaaaagg tgtttattga gcatagggat gaagaaaatt
  1963801 atccagtgtt tcaagaaatt acagcgaaac attgctgtgg atgcggtcat attatgttgt
  1963861 atcacgaatg aacacaccaa gtataacttg gtgtgttttt ttaaaacgct gacaaagcaa
  1963921 gcggataaag taaagtaaat aaaacagaaa aactcccaaa accaattgct gtatatccaa
  1963981 gtgttcttgc tccgaaattg acagctaata agccaactaa aatcgcaagg gaaccgagtg
  1964041 taactggata aaatgcaatg gagaaaagcg aaagaaataa agcgacatag cctatcattg
  1964101 caccggtatt tgtaccttct atttcatttg caatttcttt acgcttatgt ctaattggta
  1964161 agccagctgg tgatatttca gctgcatact cttcgttttt tttcaccact tttaaaatga
  1964221 tgattcctct ttcttcgcat gtacatccct ctctttcaat tgggtgtact tatagtatct
  1964281 ttcatcaaga gaagaacatg agtatgagtt aaacccaagt aaagcaaaaa ttggagaata
  1964341 aagattcctt cattagcatg tacatttcct aatgaagata aaacaggaat tttggaaaat
  1964401 gatgtagaat gaaatgagtg ataaagcgtg aaggtagggg aatgtatgac gaaatttaat
  1964461 tggcatgaat cagcagaaaa gaaatgggat agtagtgcag agttttggaa tcaaaatagt
  1964521 caggagatgt gggacagcgg gagtaggagt acaattattc cgttttttga acagtacgtg
  1964581 aagaaagaag ccgaggtgct cgatgttggt tgtggtgatg gatacggtac atataaatta
  1964641 agtcgcacgg gctataaagc agttggagtg gatttatcag aagtgatgat tcaaaaaggg
  1964701 aaggagcgcg gagaaggacc tgatttatct tttataaaag gagatctttc ttccttacca
  1964761 tttgaaaatg aacaatttga agcaattatg gcaattaatt ctttagaatg gaccgaggag
  1964821 ccattacgag cattaaatga gataaagcgt gttctaaaaa gtgatggata tgcatgtatt
  1964881 gcaattttag gaccgacagc aaagccgcgc gagaacagtt atcctcgttt atacggcaaa
  1964941 gacgttgttt gtaatacgat gatgccctgg gaatttgaac agttagcaaa agaacaaggt
  1965001 tttaaagttg tagatggtat cggtgtatat aagcgcggag taaatgagaa gatgttaggt
  1965061 caactatcta cagagttaca acaatcgtta acgttcttat gggtatttat gttaaaaaag
  1965121 cataaagaaa tgaaagaatt tttaggaggt aaataagtgc agaaaataca aaaaactgat
  1965181 acaatatcat cagaaccaat taaaggggga ctagggtata tgacaactac tacaacagtt
  1965241 aaatccgata ttgaaatcgc acaagaagcg aatatgaaaa agattcaaga aattgcagct
  1965301 gatttaaata ttttagaaga tgaattagag ccatacgggc attataaagg taagttatct
  1965361 cttgatattt ttaagcgctt acaaaatgag aaagacggta aagttgtttt agtaacagcg
  1965421 attaacccaa ctccagctgg agaaggtaaa tcaacagtaa cagttggttt aggtcaagct
  1965481 tttaataaaa ttggtaagaa aacagtaatt gcacttcgcg aaccatctct tggaccaacg
  1965541 atggggctaa aaggcggagc agcaggtggt ggtttttcac aggttgtacc aatggaagac
  1965601 attaaccttc actttactgg agatatccat gcgatcacaa ctgctaataa cgcgttagcc
  1965661 gcgtttattg ataatcatat ccaacaagga aatacacttg gaattgatac gcgtaaaatc
  1965721 gtttggaaac gttgtgttga cttaaatgat cgtgcccttc gtaacgtagt aattggtctt
  1965781 ggtggaccgg ttcaaggtgt accacgtgaa gacggttttg atattacagt agcatctgaa
  1965841 attatggccg tattctgcct tgcgacagat attcaagatt taaaagcacg tctatcacgc
  1965901 atcgtagttg cttataattt tgcaaatcaa cctgtaacgg ttaaagattt aggtgtagaa
  1965961 ggtgcgttaa cattattatt aaaagatgca ttaaagccaa acttagtgca aacgttagaa
  1966021 aatacaccag ctatcattca tggcggacca tttgcgaata tcgctcatgg ttgtaacagt
  1966081 gttatcgcta caacaatggc agcaaaatta ggtgattatg ttattacaga agctggattt
  1966141 ggtgcagatt taggtgctga gaagttttta gatattaaag ctcgtgcagc tggcattaaa
  1966201 ccagaagcag ttgttattgt tgcgacgatt cgtgcgctta aaatgcatgg tggcgtagca
  1966261 aaagatcaat taaaagaaga aaatgtagat gcattagcaa aaggtatgga gaacttacag
  1966321 aagcacgttg aaacaattca aagcttcggt gtgcctttcg taattgcaat taataaattc
  1966381 attacagata cagatgcaga agttgcatac ttacaagaat ggtgtaatga gcgtggctat
  1966441 gcggtatcct taacagaagt ttgggaaaaa ggtggccaag gcggagttga ccttgctgaa
  1966501 aaagtgttaa aagaaattga aaaaggtgaa aacaactacg caccacttta tgaattagaa
  1966561 ttaccattag aagagaaaat tcgtacaatt gctcaaaaag tgtatggcgc aaaagacatt
  1966621 gaatttgctc cgaaagcacg taagcaatta gctcaatatg aaggcgaagg ttggagtaac
  1966681 ctaccaattt gtatggcgaa aacacaatac tctctttctg acgatgcaac gaaattaggt
  1966741 cgtccatctg actttatcgt tacaattcgt gagctaaaac catctattgg tgcaggcttt
  1966801 atcgttgcgt taacaggaac aatgttaaca atgccaggcc ttccaaaaca accagcagca
  1966861 ctacaaatgg atgtaaatga agatggaaaa gcagtaggtt tattctaaaa ggttgtaatt
  1966921 catctcgttt atctgtaaac tatatataca tcaagtggcg cctttccatc gaaaggcgcc
  1966981 tgttttttgg aggaaattat gtttgatcca actgcttttg ataatttaaa agtaatcgta
  1967041 gaaggcgctg tatatgattt tgatttacat ggagatattc ttgtaacaga tcgaaaagat
  1967101 atgatggacc ttgcttcatt aagtcgtata tatcatattt catttcagtt aacagaacca
  1967161 ttcgaaccgt tagtagaggc aacattttca ctatctgtag atgcaaagaa cttgtctggt
  1967221 gaaatattag aagtaccaca atttatacca ggatgtgaaa tgaagttagc attttcattc
  1967281 ccgattgaaa aaccagaagt agtgtgcggt gaaattgaaa ctttcatgca ttctatatgg
  1967341 ggaaaagaaa gaatgattac gcaaaaactt tcatacgaat ataataagca agcgatttca
  1967401 tatcataata aggtagaggt tctatttcaa aaagcgatta cagaagacca tgttgatgat
  1967461 ttaatagctg ttatttcaca catgatagaa acggtgcgaa caatacaaca ttttcttcaa
  1967521 aaatagagat aaaggagaaa aacaaatgat aaaagatatg caaccatttt tacaacaagc
  1967581 ttgggagaag gctggtttta aggagttaac tgaaattcaa aaacaagcga ttccaactat
  1967641 tttagaagga caagacgtta tagctgaatc tccaactgga acaggaaaaa cattagcgta
  1967701 cttattaccc cttttacata aaatcaatcc tgaagtaaaa cagccgcaag ttgttgtttt
  1967761 agcgccaaca cgtgaacttg tcatgcaaat tcatgaggag gttcaaaagt ttacagcagg
  1967821 aactgaaatt tcaggtgcat ctttaattgg tggtgcagat attaagcgcc aagtagaaaa
  1967881 attaaaaaaa cacccaagag taattgtcgg ttcaccaggt cgtattttag aattaattcg
  1967941 tatgaaaaag ctaaaaatgc atgaagtgaa aacaattgta tttgatgagt ttgatcaaat
  1968001 tgtaaaacaa aagatgatgg gcgctgtgca ggatgtaatt aaatctacga tgcgtgatcg
  1968061 tcaattagta ttcttctcag cgacaatgac aaaagcagca gaagatgcgg cgcgtgattt
  1968121 agcagttgag ccacaattag tacgtgtaac acgtgcagag tcaaaaagct tagttgagca
  1968181 tacgtatatc atttgtgagc gacgtgagaa aaatgattat gtaagaagaa ttatgcatat
  1968241 gggcgatgta aaagcagttg ctttcttaaa cgacccattc cgtttagatg aaattactga
  1968301 gaaattgaaa ttccgtaaaa tgaaagcagc agctcttcat gcagaagcaa gtaaacaaga
  1968361 gcgtgaagca acaatgcgtg cattccgcgg cgggaaatta gaaattttac ttgctactga
  1968421 tattgcagca cgcggtatcg atattgacga tttaacacat gtaattcact tagaattacc
  1968481 agacacagta gaccaatata ttcaccgctc tggacgtact ggacgtatgg gtaaagaagg
  1968541 aactgttgta tctcttgtaa caccgcaaga agagcgtaaa ttactacaat ttgcgaaaaa
  1968601 actaggcatc gtatttacga agcaagaaat gttcaaagga tcatttgtag aaacaaaacc
  1968661 gaaagcacca aagaaaaaga aaccagcatt tactgggaag aaaaagccta gataaatgat
  1968721 gaggaaggcg taactatttg tagttacgtc ttttttgttt gtaatcaagt gataaagggt
  1968781 taaggttagg agctaacata gtaactgccc atattgggaa aatccctgat gatgaaaata
  1968841 gtgagtacta tgataaaatg ctacgtgttt gtaatgaaat aggggactta gcgttcagat
  1968901 ttggaggatt cttcgctatt gagacgggat ctgaaaaagc gatagtgtta aagcgattca
  1968961 tagaaaatat aaattcaaaa ggattagcgg ttaactttga cccagcaaat ttaattagcg
  1969021 atgtaaatga aaatccggta gaaggtttat tgctattaaa agattatata gtacaaactc
  1969081 atattaaaga ttgtacaaaa gtgaaaagcg atagttcaag taagtatatt gaagtcgcag
  1969141 cggggaatgg tgaagtagat ttcgatatat tcttcaaggt attagataac attggattcg
  1969201 aaggatataa catgattgaa agaaatgatt attttgatga attggatggg atgagtcagt
  1969261 cgataaattt tgcaaagaag tacataccaa ctcaaaagga ataacgatag tatctgtaga
  1969321 aagctacata gaatataaaa accattaggg ggaaatgtaa tgatccataa agtaggacaa
  1969381 attatgttat atgtaaataa tcaagatgag gcagtcaatt tttggaagga aaaggtaggg
  1969441 tttcatgtag tagcagagga agataacaag caaggaatga gatggattga aatcgctccg
  1969501 aaaagcggtg ctgaaacgag cattatacta cataataaag aagtgatttc taaaatgagc
  1969561 ccagaattga atcttggtac accatcttta atgttcttct cagaaaatct tgatcaatta
  1969621 tatacagatt taacaaataa aaatgttact gttggagaaa tggtaactat gccttctggt
  1969681 aaagtgttta actttgctga tagtgaaggg aattattttg cggttatgga aaagaaccaa
  1969741 taataatatt gttatgtgaa aatcccccct caaatatatt gagggggatt acatatttga
  1969801 agtggatttt tcattagaga gttgattaat ataaaatacg cctttttcaa tagctgtctc
  1969861 aatataacca atgatttgat taaacgtaaa cacctgtaag tctttatgca aatgttgctc
  1969921 tggatacaac atatcttcaa aaagatattt tcgaaattct aaaacatttt ctttagaaac
  1969981 ctcttcaata tcgacaatgt gagtatcttg attgagaagc gagaagagct gttgttcttt
  1970041 atcgtaatga tgaagcaact ttgcatttaa caatttaaaa tcgttatagt acaggggtgc
  1970101 gatcgtctcg tcattttcta ttctattttt taaccaaggt agaaaaaatc cacttagcca
  1970161 attatcatcg gcaatgaggt gagtgtaata gcctaagaga aaaggggaat ccatttgagc
  1970221 tttatatttt tgaaaaaaag aattgaaagc tatccttctc gtataatttt tcgttgtgct
  1970281 agcgtaaaag tgtgaagttc ctttttcttc tgctgaatga accgcatcag gggctacacc
  1970341 tccgagtatg aaagaagttt tatcttgaat acatagtttt tcggcaatac cgttagcgat
  1970401 aatagcatgc ataattcgtg atcccatgaa tgacacctcg gtttcaagta ttcatttcag
  1970461 gaggaggact gaacagttag tattactttc cctgtacttt ttctactttc gacccattca
  1970521 tgtgctttcc ctgcatcttg aagtggaaaa gatttcgtag ccttgatttg caaatgtccg
  1970581 tcacgcaaat aacggaaaac ttcatttgca gtttcttgga gtagttcagg acgttttttt
  1970641 cgtgtagttc caaagctaaa accgagtata gagcggcaac ttgcatgtaa atctttcgtt
  1970701 tggaaattgc caatttcacc acttgcatta ccgaaatgaa tgaggcggcc gtaataagca
  1970761 agacatttta aacttctttc cgaaaccgtt ccagaaatag agtctaaaat tacatcaacc
  1970821 ccttcaccat ttgtcagctc attgactttc tctacaaaat cttcatcttg atgaccaatt
  1970881 acataatcag caccggcatc taaagcaatt tctttttttg cttcacttcc gacagtacct
  1970941 ataactgttc cagcccctaa tagttttgca agttgaatag cagtagtgcc aattccacca
  1971001 gccgccgcat gaatgagtac agattcacct tgttgaagcc ttgctacatt tgcgagtaaa
  1971061 ttatagcttg tgaaagatac gatagggcat gctgctgcag tttgaaaatc gacttcatca
  1971121 ggtaatacga aagtaagatt ttcatttgca acaacatatt cagcgtaaga tccattttga
  1971181 gggaaagcaa tgacacgttg tccaggataa atatttttca catgagaacc gacacgttct
  1971241 acaataccag cggcatctat ccctagaata aaaggtagcg ctttatttcc ttttttgcca
  1971301 taacgtgatt taatatcagc gaaatttaca ctcgtagcaa caacacgaat taaaacttga
  1971361 tcttctgaaa tagccggtat atctacatct gtatatttca tcacttcaga tcctccgaac
  1971421 gacgttacaa cgatagcttt catcatatat cctcctaaat ttgactatat aaatcatttt
  1971481 aagtcttcat tagaaattgg aaaattatat aattgttatg caaggttata agtgaagctt
  1971541 atgaacgcat tgaatcatta tattaattta tataaaattt tctagaaaaa tcgaacgaaa
  1971601 tataaattac ttgccaatat attgtgtaag acaaaggagg gctggtatat gaagagtgaa
  1971661 atagattacg tacatttaat tcaattaact ttagcaggaa ataaagaagc gtatagcgag
  1971721 ttgtatgatg tgaccattca agaagtatat aaaacagtac attttttgat tgaagataaa
  1971781 acggatgtag atgatgtcgt tcaagaagta tacatacagc tatatgaatc gcttcgtaag
  1971841 tatgatagcg agaagccatt tcgtccttgg ctaattggac ttacaattaa acaaattcat
  1971901 tcttatagaa gaaagaggtg gatgcgacta cgaattataa aaaaagcaga agagcaaaga
  1971961 aaaccagtac aaattgattt ttctaacgat cttataagta aaatatcaaa ccaaaaatta
  1972021 atcgaactta ttcataaatt accgtataaa ttgaaacaag ttattatctt aagatactta
  1972081 cacgattact ctcaagaaga agtagcacaa atattacata ttccaattgg tactgtgaaa
  1972141 tctagaattc acgcagcatt aaaaaaacta cgtcaaaaag agcaaataga agaaatcttt
  1972201 ttaggagagg tagggaatgt gaaatgagtt tagattgtag agttagagaa tctatacaag
  1972261 aagaagcgaa ggggattgtt gccccgccgg agttgaaaga aaaagtaatc gttcaaataa
  1972321 aaatgaatca aggagggcgt aagaggaaga aacgccttat cgcaggagta cttgcggcgg
  1972381 cttttttaat cccgacgact ggttttgcgt atcaatctat tatggcagat ggtatatacg
  1972441 gatcttttga gaatttaaaa aagcatgctg gaacgatgac attagaggcg tacatgcgtt
  1972501 ttagtgcaaa gttatcagaa gcgaaagatg aaatgggtac gaaagaatat gaagtgttta
  1972561 caaaagaact aaagaaatta acgaatgcaa agcttgcgta cggagattcg aacggtaata
  1972621 ttgattatga tgcattatca tcagaaaaaa gagaagaaat gaaaaaggta agtatgggcc
  1972681 ttcaaccata ctttgataaa ttaaatggtc ataaatcaag taaagaagta ttaacgcaag
  1972741 aagagtttga tcgctatatg gaagctttaa tgacacatga aatcgtacga gtgaagacaa
  1972801 aatcaactgg tgcaataaaa gtagaagaaa tacctgaggc gtacaaagaa aggtttatta
  1972861 aagcggagca gtttatggag tatgtagacg aaaaggtaag ataagttaga aagctcatag
  1972921 cttttgcttt gagctttttt attgaaacaa aaaaagagtg ctcaattata ttttttcata
  1972981 tttacagtat ctttttgtat aaaacaatct aaaagggaat aaccagctat taaactaatt
  1973041 atcgtaacaa aagttgtatt tataagaata atattagcta aataaggtaa gtacgaacca
  1973101 actggtgaaa aaagtagagc tggagaaaag gaaatgaata gcataggcaa cgtaatagca
  1973161 ataaatttat ccgtttgaaa gctccagttt tgtttactcg tttcgcgatt aatagattga
  1973221 aggaatcgta ataaaatgcc aactataaga gggaagagtg taaagtagaa taatcttgga
  1973281 taaacgttaa agttcacttg cgcgtctgta tctaaataaa attgaatttt tactccgaca
  1973341 aataataata agacgacaaa taatgtgaag cagaggtata gcatcacttt ttgcattaca
  1973401 ttccaccatc ctttactcaa aatatattca aaaaagaaga gatatacaat aactactgtt
  1973461 gtatatctct tcttttactg ttagctaata ggtggattag ttttttctaa cttcgtgaaa
  1973521 taatcaataa tgcccattgc gctaatttct atatctagat gtaaaatgtt ataaacggaa
  1973581 tgatctgatg ggacgtttaa ttttataaga tgagaagaga ttttatccat taatatagtt
  1973641 tgcaaagctt tagtagcctc atcgaaatca ttatattttt caaagacctc tttaccagta
  1973701 tgaacgaaaa taggtaacca atgttctagt tgcttatata cttctgtaac attggatgat
  1973761 gcgccgtaat ggccgaaata aatagtatct acattcatac tttgaatatg atttttagaa
  1973821 gcaatcatcg catctggttg gaattgtgaa ggggacgttg atggtagata cagttctaca
  1973881 ccaaggtctg cgagttctct ataataaatt ccaattgtat cgccagtaaa aataccgttt
  1973941 gttaatgaat cgtgaatgct aatatggtgc tttgcatgtc ctggtgtatc ataaaatgta
  1974001 aggatgcggt cttctgcaat ttgtaacgta tcaccatgtt gtacaatatg gacacgttct
  1974061 tcttcaattg gaagaattgg atcaaaaagt ttattgaaat cttctttgta cacagctttt
  1974121 gcacctaaaa tgagttttgt tggatcaatc atatgacgag caccgcgaga atgcacatat
  1974181 aaagtagcat ttgggcattt ttccatcatt aaaccagcag caccggcgtg atctaaatga
  1974241 acatgtgtaa cgataatgtt tttaacttcg tttaaaccaa tatgtaattg ttgtaagccg
  1974301 tctaaaatat acggaagaga aggggctgca caagtttcaa ttaaagtaat atcatcacct
  1974361 aataaaacgt acgtaccagt tcgttcatta tgttgtaaat caaaatcatc aatcagatat
  1974421 aggtgagaag ataattgttc tacttttttc atctttacca ctccttatat acggtatgta
  1974481 actattatac gccaaaaata caaaaaggca gaaaacgaaa gtttcgtctt ctgccttttt
  1974541 gtaatgttct tattgtcttt gttgtttatt aatagacata acgaatagtc caacaatgcc
  1974601 gccaactaat ggaagcataa tctctcccgc taaattaaag taggagctta agaataaacc
  1974661 atttacatcg attacccagc caatcacata caataacatc atatatagta cgaaataaaa
  1974721 ctcgcgattt gaaatcgttt catgttgtgc agttttcata ttgaacacca tccttttcta
  1974781 taataataga atataaactg tcacattttg ttcacaattt aattgtaaaa ctttccatca
  1974841 taaaagtcta gtaatttgtg tcgaattttc gaacggaaat aaagcgttta caatcgtggg
  1974901 gagaaaatac gtaataagag ctgtaaattc acgaatgtag tatagtataa acatagaatg
  1974961 atagtgaaga gaggggcaaa gacaatgaca gtgtatgatt tttcagctaa aacaataaca
  1975021 ggtgaagaaa aatcgttaaa agattacgag ggaaaagtac ttcttattgt aaatgtagct
  1975081 agtaaatgcg ggtttacacc gcaatataaa ggattacaag aagtatatga taaatataaa
  1975141 gaacaagggc tagaaatact cggtttccca tgtaaccaat tcggaggaca agaaccaggt
  1975201 acagaagcag atattacaag cttttgtgaa ttaaactacg gtgtaaactt cccaatgttt
  1975261 gcaaaaattg atgtaaaagg tgataaggct catcctctgt atacatacat gacagaacaa
  1975321 gcaccaggtt tactcggtat gaaagcagta aaatggaact ttacaaaatt tctaattgga
  1975381 aaagacggaa aagtagtagg acgttttgca ccgcaaacga agccggtgga tttagaggtt
  1975441 gagattgaga aagtacttgg tgaataacta ggagtttcac tttattaaaa aatgtctcaa
  1975501 agaactattt tgttctttga gacattttat ttacattcac attgtcaata ttaaatcgct
  1975561 gaatggaagt catttgattt aggtggagaa gcagctttct tcataagctt ttcccataag
  1975621 tgtacggatt ttttccattc tgctgcggct tgtccttttt gatacatagc atactcataa
  1975681 ctgaaagtaa gttgttgcat atccgccgag ttgtaaagtg tatcaacatg gagagcatat
  1975741 tctcggaatg tttgactctc gtctcgtcgt ataccaattc gcgcaaattg ttttaggagt
  1975801 gaatcgtaag cttttgtata aacggcatca tcttttcgat atttatagaa atgaatgata
  1975861 aaaaacgtaa tccatttcat tctagtgatg aatagaatgt atcctataat actaatcggt
  1975921 atcgtagaga ggaatacgta ccaccaagaa aatccatttt tagaatttgg aatcttttta
  1975981 gtagaagcgt cttctgtatc ttctattaaa cttttgagct ttgcttcatt gtttcgttgt
  1976041 tgtatgggtt cgttattaga attatatact tcgttatttt gtaaagtagg agcaggagta
  1976101 ttatttgtga aattataggg attcgtaaat ccttttgtcg gttcgaatgg aatccatcca
  1976161 tatccaggga aatatacttc gacccaagag tgtgcgttat cgttcgcgac tttataaaca
  1976221 tcctcacctt cagcacccac caacgtatta tcaagtgttc cttctgtata accttttacc
  1976281 caacgagctg gaatcccggc agaacgaagt aaaacaatca tagacgtcga aaaattatta
  1976341 cagtagccgc tttttgtatc gaaaagaaat tgatctacat aatcttggtg tttggtaggg
  1976401 aatgagacat tcgttgtttc atatacaaaa gaatggtcag taaagtagtt ttcaatagct
  1976461 aaaactttat catatcggtt gtttttatca tttgttagat taacagctaa gtctcttact
  1976521 cgctgcggta atgattcggg aagttgcgtg tactttgtca tgaaataagg atttgtttct
  1976581 tgaccttcat tcgtttttac agctttcaag ttttctatgg aaaactccgg gacctcatat
  1976641 gttactttat aagaatgtaa agtagtagaa gagtctgcgt ccatcgtata gattttttct
  1976701 gaaaatgggt caacgctgta tgatatatca gaagaagcct caactgatac taaacctgct
  1976761 ggataggtaa ggtgcggata acttttttgc atggtgattg ttgccgtagt tgtctctgtt
  1976821 tttgtatttt gttcgtacca actcacgacg tcgtttttat ttttaaaagt aaccttcttt
  1976881 tgattttcag aaacttccca gccttttcct gtataaaaat ctttcgtttc tactctccaa
  1976941 tattgtttgt tttgcgtttg tgctgtgaaa acaattgtag gatccgacgt aaaaggaccg
  1977001 cctaattttg agtcatctaa accataccca attttagaaa cttcttgttt tttacttgat
  1977061 tcggatgtgt tgaattttaa aaaatccatt gggtttggcc attgagggcc aaattttggc
  1977121 gcaaagtatg cgatggttgc taacaataca ataaatattg taagaggttt aagtagtttt
  1977181 gagatttctc tagcataatt ttgtaagtgc tcactctctt ttatatgttc tatgcgaaga
  1977241 agactcagca taaaaaagcc gatgacaacg gtacgaataa tagcgtagtt tgcattgtat
  1977301 acatgtaagt tatgaaaagt ggtgatataa ataatagtca atataagaaa taacaatcca
  1977361 cgctttttat gaatcaacca aaaagagatg aaagcactca aaaaccaaaa tgatagaaaa
  1977421 aataaaacgg ttggaaaaac tggagaaata tctagcaaat tcccctggaa taacagggag
  1977481 gaatttcgag aaatatcagt aaaaaatttc gttagccaag atggatttat aaaaatattt
  1977541 ttataatata ggagatgaat gatgaataaa attgtcacga tctttatcgg aatctgccac
  1977601 tttgtttgaa aaaaagagag tgtgaagcaa attcctataa atattacaaa aatatctaat
  1977661 ctacctacgt ttgtaatacc tataaggggt cgtatccatt ctagtaaaag tagaaatgcg
  1977721 catgcatgca tgaaaaatct agtcatatcc cattgttttt ttgcctgtaa tgttatcatt
  1977781 tgctcacctc aaaaaacacg tttgtatact ggtttccata aactacattt acaaatattt
  1977841 ttcgtttttg tagagtttct aaaatactta gttctcgatg tgagagttga tttggttttt
  1977901 cttttacaat aaaaactagt aattttctat tttgtatagc ggtatagtca gccgcctttt
  1977961 gaatatcggg agaaagatcg cttgtcacaa gtataattgt tacgggctca taaacttttc
  1978021 ttaattccat ttctacactc tgggagagcg ggaatacact gtccgcttgt actttcgcta
  1978081 aatgacaaaa gatttgctgc aactgactat ctccattgtc taaagggaaa aaagttcgtt
  1978141 cttttcccac agacacaaat gacgctggtg aattttgctt caatacagcc ctgacaatag
  1978201 aggcagtaaa tgtgacgact gattcgaata gaggggactc agttctgtct atgaatatca
  1978261 taatattatg gctacgctgt tgttcaaact ctttcgtcat gatgttgttt gttcttgcag
  1978321 ttgctttcca atcaatccat gaaaagcggt caccaggttt atagtctctc aaaccgacag
  1978381 aaatggtaga gtcttttgtg aaatttatat ttgctgagag cgctccttgt tcgaaatggt
  1978441 tttccaattg ctgatacgtt atatctacat actgaggata gattaaaaat gtatccggaa
  1978501 ctgaaaaagt tacttctttc tccatcatac tgaatagatc accagttttg actcgtacgc
  1978561 ttgaaaaagt gtgctctcct ctagggattg tgtcaattgc atattgaaac gaaatatttc
  1978621 gttttaatcc tggaaagagt attgttttat tcatctttgt ttgtctacaa cttgtaaggt
  1978681 gtggtggcag ttcatcttct ataactaaat aaagtaaggg gaaaggaaat tttcttttta
  1978741 ttgtaatcgt gcttacaaat cgttctcctg ctacataatc gttttgattt gttattcttt
  1978801 ttacttcagc accccgtaaa gcgtagaagg ggagtaaaag tgaataaaga ccaataggaa
  1978861 ccatactgta aaataaaaac caacttacaa atcctccttg aagcatagca tacacaaatg
  1978921 ttaacactag gcataaaggg attagtaata acttcgtaac gtgatatagt gctcgtagcg
  1978981 tgcgtttcat taaaggttca tcttcctttg agtcggcacg gtagttcgtg caacgatttt
  1979041 tgaaataact tgttcccctg ttattccttc aaattttgct tccattttta gaatgagtct
  1979101 gtgagctaac acgtaaggag ctaaaaattt aacatcgtct ggaataacat aatttctgcc
  1979161 atggatgaat gcataagctt gtgaagcttt cattaaagca atcgagccac gcggacttgc
  1979221 acctagttgt atagaactat aagaacgagt ctgactaaca agctttacaa tgtaatgctt
  1979281 aattcctttg tccatactta cttcccgtac gctttgttgc aaataaagta attcttcttc
  1979341 tggtgtagga tatcccattt ttagtttcaa caagaaacgg tcgagctgtg cttctggtaa
  1979401 agggtatgtt ccctcatatt cgaccggatt ttgtgtagcc attacaaaga acggttttgg
  1979461 taacggtctt gtcataccat ctattgtaat attgccttct tccatacttt caagtaaggc
  1979521 agattgtgtt ttgggagatg tacgattaat ttcatcagca agtataaaat tccccatgat
  1979581 tggtccaggc ttgaactcga attggagctc tttcggattg taaatagaaa cacctgttac
  1979641 atctgatgga agtaaatcag gtgtaaattg aatacgtttg taatcagcat caatagattt
  1979701 agaaagtgcc cgtactaaca ttgttttccc gacgccagga acatcttcta atagtacatg
  1979761 accttcagct aagagagctg tcaaagctaa gatcgtttct tttcgttttc cgaccattaa
  1979821 cttttcaata ttgttgatta ttttttctat aatgggatgt aatgaatcaa gctggtgcat
  1979881 cgtaatcctc ctaatgtgtt attatcgttt tctaatctat ttagtggaaa atagaacgta
  1979941 cctctctatg tgcgagtata aaactattac ctttaattct aagaatattc agattattta
  1980001 ttctgattac atctagtata attgtttcag taactaaggg caatatggta aataatgatt
  1980061 tctcttttta tgtgaaatat gtcttgatat agaatagtat cgtcggtaaa agtagaagag
  1980121 gggaaggaaa gattgacctc aatgagcaaa ataaatagcg taggaaaccc tacgcgtaaa
  1980181 gtttggaaca tatattaata ccccttgtga ataaaaaata aagtcgactt cacatgaaga
  1980241 gaccagctat ttaaattatt acactccttt attttgtatc tttcttatat tcttttcgtt
  1980301 tatttaacca aatatgaatt aattctacca attccattgt ttcaatctca caatattctc
  1980361 ctttaccata ttcggctaaa ttgtctaata tagtagttgt gtcgttctga atttctaaac
  1980421 cgcaaatgtt gccatttact accacataat ttttttctcc gtttaaaata ctatgtattt
  1980481 cttctaaaat ccaatctcca aaagctgcaa cttcaattcc taaaaaagtt tcaacaagtt
  1980541 taatttcttt aggaagtctc ataactaaat cgccactgtt aagcacttca aaactatatg
  1980601 gatatttcat gactattttc ctccttttac ttctctatta atctcataag ctctattaag
  1980661 gtaataaatt cttatactat catctctatt ttcctactta aattatagta aaagtaaatt
  1980721 attattaaac ttatctatcc aatatttctc tgatgtaggt atgaattcag tgaaatcttc
  1980781 atatgtacca ctccaatctt ttggtacata gttttcatat gatgccggtt ctggaaacat
  1980841 tgaatatagt attttattat caaagttaat taataagatt ggactaaaat ctaatagatc
  1980901 ttctcctgca tttttccttt taatattttc aagtagtaaa taatttaatt cttctttagt
  1980961 tgttttatat ttattaatcc ttactaaaaa tacttctaca ttttcatgat ctaatacttt
  1981021 tattccattt ctttcttctg tttcgtcatt atcttcaatg cttataccta aatttttata
  1981081 tgcattatct aatttattat aatctaaaaa ccatagttct ttatctgtta cataccatct
  1981141 aaactcattt ttatatatga tggctactat aatgttttct gcataaagtg gttctaattt
  1981201 cataatatac tccttttatt attatcttaa aatcctgcca ttcttggtgt attctcctat
  1981261 ggattcaatc taatttgctg acaatttata tggattttct ggtgtttttt gttcaactat
  1981321 tttcaggata gttgcccttg atatggtgga tttaaagtat tgtattttca tttattaact
  1981381 catctaacga tttaggtata ccaaatttaa ctactcccaa attacttcct ctaattatat
  1981441 aagaaatttt ttgcaaactc attattatct gtacttcatc ttaaactttg ctagaagcaa
  1981501 ggaagtaatt taacagtcag tgaaggatgt gagccctcca caatgattag attttcactt
  1981561 ttttatattt tttccggaat ttttgacaat ctcttgaact gtgcgaaatg tcacatctgt
  1981621 attttacaac ctctcttata gtaagggtat gtaagagaga cgtattaaag gagtgaacag
  1981681 tatgaagaag aaaccttcag cactaatgag acgtttaaaa tatttttcac caatagatcg
  1981741 ttataacgat aatcatacac aagaaacata tgaagatcgt gaatgggaaa atgtgtatag
  1981801 aaagcgttgg cagcatgata aagtaattcg ttctacacat ggtgtgaact gtactggttc
  1981861 atgtagttgg aacatttatg tgaaagatgg aattgtaact tgggaaggac aggagcttaa
  1981921 ctatccaaca acaggtccag atatgcctga ctttgaacca cgaggatgtc cacgtggagc
  1981981 gagtttttct tggtacattt atagtccact tcgtgtgaaa tatccgtatg tacgtggtgt
  1982041 tctttggagt atgtggctag aggaattaca aaataatgag tcaccattag atgcttggaa
  1982101 aagcattgtg gaaaaccctg aaaaagcacg caagtataag caggcacgtg gtaaaggggg
  1982161 attcgttcgt gcgaattggg atgaagtgtt acaactcgtt tcagcttcat tattatatac
  1982221 agtaatgaaa tacggtccag accgaaatgt tggcttttca ccaattccag ctatgtcgat
  1982281 gttaagtcat gctgcaggca gccgctttat gcaacttatg ggcgggccaa tgcttagttt
  1982341 ttatgattgg tatgcagatt taccaccagc ttcgccgcaa atttggggcg atcaaacaga
  1982401 tgtaccagaa agtagtgatt ggtataactc tggttacatt atgacgtggg gttcaaatgt
  1982461 accgatgacg agaacaccag atgctcactt tttagcagag gttcgatata aaggaacgaa
  1982521 agtcgtttct gtcagtcctg actttgctga atctacgaag tttgcggatg attggattag
  1982581 tgtgaaacaa ggtacagacg gtgcagttgc gatggcaatg gggcacgtga tcttacaaga
  1982641 attttacgta gataatcaag tggaatactt cacaaagtat gcgaagcaat atactgattt
  1982701 tcctttcttc gttacattga aacaaaaagg agaccaattc gttgcggatc gattcttaaa
  1982761 tgcttctgat attggacgcg aaacaaagtt aggagaatgg aaacctgtac tttggaacga
  1982821 gaacacgaat gattttgcaa cacctcatgg cacaatgggg tcacgttggg ataacgaaaa
  1982881 gaaatggaat ttacgtttag aagatgaaga aacaggtgga aagattgatc cacgtctttc
  1982941 tttacttgga atggaagata gtgttcaaac ggtgcaaatt ccgtacttct ctgatgatgg
  1983001 aaacacagtg ttagaacgta caattccagt gaaaaaggtt atgacagaag aaggcgaagt
  1983061 gttcgttaca accgtatacg acttaacgtt agcaaattac ggtgtgaacc gagggcttgg
  1983121 cggacaagag ccgaaagact tcaatgatga cgtgccgttt acacctgcat ggcaagagaa
  1983181 aatgacagga gtaaaacgtg agcttattat tcaaatcgct cgtgagttcg cacaaaatgc
  1983241 tgttgatacg aacggtcgct caatgattat tgtcggagct ggtattaacc attggtttaa
  1983301 ctctgatacg atttatcgcg ccgttttaaa tcttgtactt ctcgtcggag cacaaggtgt
  1983361 aaacggcggt ggctgggcgc attacgttgg gcaagaaaaa ttacgaccag cagaaggatg
  1983421 gcaaacaatc gcaatggcaa aagattggca agggccacca aaattacaaa atggtacatc
  1983481 tttcttctat ttcgtaacag atcaatggcg ctatgaagat acaccagtgg gacatttagc
  1983541 atcaccagtc gaaggcaact ctcgttatca acatcacggt gattacaacg tattagcggc
  1983601 gcgacttggc tggttacctt cgtatccgac atttgagaaa aatggaattg aactatataa
  1983661 agaagctgtt gctgctggtg caacaaccca agaagaaatc ggaaaatatg ttgcacaaaa
  1983721 attaaaagaa aaagaactaa aatttgcgat tgaagatcca gataacaaaa ataacttccc
  1983781 acgcaactta ttcgtatggc gtgcgaactt aatttcaagt tccggtaaag ggcacgaata
  1983841 tttcttaaaa catttattag gtacaacaaa tggattaatg aatgacgata gggattcgtt
  1983901 acgaccagaa gaaattaagt ggcatgagga tgcaccagaa gggaagcttg atttactcat
  1983961 taacttagac ttccgtatgg ctggaacagc gctttattct gatatcgtct taccagcttc
  1984021 aacttggtac gaaaaacacg atttaagcag tacagatatg catccatttg ttcatccgtt
  1984081 taatccagca atcggttcac catgggaagc acgttctgac tgggatattt tcacttcact
  1984141 ttctaaagct gtgtcagatt tagcagagaa aattgatctt gacccaatga aagaagttgt
  1984201 ggcaacacca cttcttcacg atacaccgca agaattagca caaccacttg gtaagattaa
  1984261 agattggagc aaaggtgagt gtgaaccaat acccggtaaa acgatgccac aaattcatgt
  1984321 tgtcgaaagg gattataaaa cgatttatga caaaatgact gcgctaggac caaatgccgg
  1984381 gaaacaaccg attggtacga aaggaatttc ttggtcagca gaaaaagagt atgagcaatt
  1984441 aaagagccgg ttaggagttg ttcgaacaga ttctattgcg aaaggttgtc cagacataaa
  1984501 agaagcaatc aatgctgctg aagcggtatt aacgctttct tctacaacaa acggtcatat
  1984561 ggctgtaaaa gcatgggaag cacttgaaaa acaaacagat ttaaaattac gtgatttagc
  1984621 agaagaacgt gaagaagaat gcttcacatt tgaacaaatt acagcgcagc caaaaacagt
  1984681 aattacttct ccagccttta caggttctga aaaaggtggg cgccgttact caccatttac
  1984741 aacaaatgta gaacgtctca tcccttggag aacaatcact ggacgacaat ctttctattt
  1984801 agatcatgac atgatgaaag aatttggtga aacgatggca acatttaaac caattctaca
  1984861 acataaaccg ttccgtaaat cacggcctga agtagaagga aaagaaatta cattaaacta
  1984921 tttaacgccg cataataagt ggtccattca tagtatgtac tttgattcat taccgatgtt
  1984981 aacgctgttt agaggtggtc caaccgtttg gatgaataaa gaggatgcag ctgaagcagg
  1985041 cgttgcggat aatgattgga tcgagtgttt taaccgtaac ggtgttgttg tagcacgtgc
  1985101 tgttgtaacg catcgtatac cgagaggaat ggcgtttatg catcatgcac aagatcgtca
  1985161 tataaacgta cctggtacga aattaacaag taaccgcggg ggaacacata atagtccaac
  1985221 tcgcattcac gtgaaaccaa cacatatgat tggtggatat ggtcaattaa gttatggatt
  1985281 taactattat ggtccaactg ggaaccagcg cgatttaaac gttgtaattc gcaaactgaa
  1985341 ggaggtagat tggcttgaag attaaagcac aagtcggaat ggtaatgaac ctagataaat
  1985401 gcatcggctg ccatacttgt agcgtaacgt gcaaaaacac ctggacaaat cgtccaggtg
  1985461 ctgaatatat gtatttcaat aacgtagaaa caaaacctgg tattggttat ccgaagcagt
  1985521 gggaggatca ggagaaatat aaaggcggct gggaattgaa aaatggtgaa attcagctga
  1985581 aatccggttc gaaaatgaag cgccttatga atattttcca caatccagat caaccaacaa
  1985641 tcgatgatta ctttgaaccg tggaactatg attatgaaac attaacaact agtccgcagc
  1985701 gtaagcatca gccagttgct cgtccaaaat cagcaattac aggcgaattt atcgacaaaa
  1985761 ttgaatgggg tccaaactgg gaagatgatt tagctggtgg acatataaca ggattacaag
  1985821 atccgaacgt aaagaaaatg gaagaagaaa ttaaaaccga ttttgaaaat gtttttatga
  1985881 tgtatttacc acgcatatgc gaacattgta tgaatccatc ttgcgtatcg tcttgtccat
  1985941 ctggtgcgat gtataaacgg gaagaagatg ggattgttct tgtagatcaa aatgcatgtc
  1986001 gtgcatggag attctgcgta tcgtcttgcc catataaaaa agtgtacgtt aactggcaaa
  1986061 cgaataaagc ggaaaaatgt acaatgtgtt tcccgcgtat tgaagctggt atgccaacaa
  1986121 tttgttcgga aacatgtgta gggcgtattc ggtatattgg agtaatgcta tatgacgctg
  1986181 acaaggtaaa agaagcggct tctgttgaga atgaaaaaga tttatatgaa tctcagctta
  1986241 ctgttttcct agatccaaat gatccagaag tagtagctga agcgaaaaaa caaggcattc
  1986301 ctgaagaatg gattaaagcg gcgcaagagt cgccaatcta taaaatgatt atcgattgga
  1986361 aaattgctct gcctcttcat ccagagtatc gtacaatgcc gatggtttgg tatatcccgc
  1986421 cgcttagccc aattatgaac atggtggaag ggaaaggtag taactggcaa gcagaagaga
  1986481 ttttcccagc tattgataat atgcgtattc caattcaata tttagcgaat ttactcactg
  1986541 caggagatga atcacatatt cgacttacat tgaaaaaaat ggctgttatg cgaacacata
  1986601 tgagagcact gcaaattaat aaagaaccaa atgaggctgt attaaaagaa cttggcttaa
  1986661 cgaaacagga tgtagaagat atgtatcgtc ttcttgctat cgcaaaatat aaagatcgtt
  1986721 ttgttatccc gacgtctcac cgcgaacaag ttgcagactt atataacgaa caaggaagct
  1986781 gtggtttatc atttgcaggt ggtccaggtt cttgtatgac aatttcttaa ataatggggg
  1986841 cggaaaaata tgaaacaaag tctacaaatt gctttttctt gttcttcatt ccttctctct
  1986901 tacccggaac ttgggtggag agaagcttta actgaattac tagaagagat tgaagcaatt
  1986961 gaacaggaag acgttaaagc ggaacttaca acatttataa aacaagcact acataaaacg
  1987021 aacgatcaac ttattgatag ttacgtatat acatttgatt ttggtaagaa gacaaatatg
  1987081 tatttaacgt atatgaacac cggtgaacaa agagaaagag gtattgaatt actagagtta
  1987141 aaacagcact ataaaaaatc tggttttgaa gtaacagata aagaactacc tgattactta
  1987201 ccgctattac tcgagttttt tgcaaatgca aatgagcaag acagcgaacc aattatgagt
  1987261 aaatacaagg agaatataca agcattacac gttcagttaa aagaagcaga tagtatgtat
  1987321 gaaccaattc tttcggctgt tttacttgct atcgatacat ggggtgtaca gacaaattag
  1987381 aaaggagagt tgtcaaaatg atggatcaat ttctatgggt attgtttccc tatatcattt
  1987441 ttgcaatctt tatcggtgga catattttca gatacaacta tgatcaattt ggttggacat
  1987501 caaaatctag tgaactatta gaaaagaaaa tgctccgaat cggaagtata ttattccact
  1987561 ttgggattat gttcgtaatt ggcgggcatg ttatggggat tttaattcca gaagctgtat
  1987621 accgttccat aggtatttct gagcatatgt atcatgtagt agcaattagt tttggtcttc
  1987681 cggcaggtat tgcttctatc atcggtttaa ttatattaac gtaccgccgc gtaactgtaa
  1987741 aacgtatcat tgcaacaagt acaaagggag attatattgc gcttattcta ttacttatcg
  1987801 taatgttagc aggactttcc tcaacgtttt taaatatcga ctcaaaagga tttgattatc
  1987861 gtacaacgat cggtccatgg ttccgaagcc tcttcatttt ccaaccgaaa gttgaatata
  1987921 tgacggaagt acctgtatgg tttaaaattc atattcttgc agggctaggg cttttcgcag
  1987981 tatggccatt cacaagactg gtacatgtat ttagtgcccc aattaaatat ataagccgta
  1988041 gttatgttat ttacagaaga cgtattccga atgaattgaa aaaataatac tgctgtaaac
  1988101 gaataggagt tagcagttaa aacgaaacga ggtctcatat ggcaggcctc gttttattca
  1988161 tataggggag attgtccatg accatcaacc taagagtaat aagaggatag gggtgactgg
  1988221 ttctttttga gatttctatg actacaaaaa atatatgtat taccaataaa cctataaaat
  1988281 atctattttt aaaatattca acaattttgt aacaatatat cttgttaatt cattttttat
  1988341 aatttataat tttaactgtg tatggtgtgt atggtgtgta ttatataaca taacaataat
  1988401 tgattgagag gttgtttaat gaaaataatt ttaagtaatg tgtcaaatca acctttatat
  1988461 cagcaaataa aggaacagat taaagaatcg atatttaacg atgagttaaa agaaggcgaa
  1988521 cagctaccat caattcgctt attggccaac gacttacatg taagtgtatt aactacaaaa
  1988581 agggtctatg cggaactaga agcagaaggt tttattatta ctagggttgg taaaggaacc
  1988641 tatgtagctc ccacaaactt agagttatta atggaatcaa agcgccacat ggtagaagtc
  1988701 aaacttgcag aagtctgtca aattgctcga agtataggaa ttcatgcgga tgatctccat
  1988761 tcaatgatgg acttaatttt agaagaggag gagagtggca aatgaatgct gtactagaag
  1988821 tgaataaact aaacaaatct tatggtaatt tttcattaaa agatgttact ttttcacttg
  1988881 aaaaagactg tataacaggg tttattggta cgaatggttc tgggaaaact actacgatta
  1988941 aagcaatcct tggacgtatt ttaaaagatt ccggaaatat taggttttcc ggaaaagata
  1989001 tggataaaaa tgaaaggaaa tctaaaaaca aaattggcat tgtgttagat gaggggtatt
  1989061 tctatgatga attaacattg aaagaaatga aaaatgtgat tgccccttct tatactgact
  1989121 gggatgaagc agtcttctta tcttatatta aacaatttaa tttaaatcta agacaaaaaa
  1989181 tttctactct atctaaaggg atgcggatga aatttgcggt tgctttggct ttatcacacc
  1989241 atgcagactt actgataatg gatgaaccaa caagtggttt ggatccatta gtacggaatg
  1989301 aattgatgaa tattcttctg gattttatga aggaaccagg taaaagtgtc tttttttcta
  1989361 ctcatattac ctctgattta gataaaattg ccgatataat tattttaatt aatgttgggg
  1989421 gaattgtagt taatgaggaa aaagatatat tagtagagac tcatgcatta gtaaaaggtg
  1989481 acaatcggtt aattaatgag caaactaaat ctcttttttt aaatttgcac caatctcaat
  1989541 atgggtttga ggggattact cataaaaaag atgatgtgca tcgcctaatg cctgatgtat
  1989601 taatggaaag accaactata gaagatatta tgctttcata cattggaggt aataatcatg
  1989661 ttaattaacc ttgtattgaa agactttatg ttagttaaaa aatattcctt aattctactc
  1989721 atttttgcag ctgtcgctcc tatttatgtt tcttcacaaa tacagttaaa tgatggcggt
  1989781 cttgtagggt ttcttataac agtgctttta acagagcata ttttgtttag tacaatatca
  1989841 aaattcgagg atcagtataa aggagctgct ttactttgtg caattccgta cacacgaaat
  1989901 acatttgtaa aagcaaagta tctctttctc tttataatct tcatttgtat ctctatcatt
  1989961 cgtatcatta tatcaattat tatgccatcg ggtatagaaa aactcagcgt aaatgctctt
  1990021 ggaataacat ttttaattct aagtattcta tttggtatat tacttcctat tcaatttaaa
  1990081 tttggttatg acaaaacaaa attcatatca tttttcactg ttttttaata ccttttgtcg
  1990141 ctcctactct tataagagga gttcaatcga ttcacattga ttttacaatt acatttccat
  1990201 tcccgcaaat tactcaagac tggatgcttt gttttatttc actagtcatt agtcttgtct
  1990261 caatgattat atctctaaag atatatgcaa aaaaagattt ataagtaatt tttaaatata
  1990321 atagggatca ttgttaaagg aaatatgtaa tacatacgaa ttcagtactt tttaaaattt
  1990381 aatacccttt tgcaatgtcc ctttttcttg attaagtaaa ttttatacat attgaaataa
  1990441 actaaacctt tacaccagta gtctttttaa ttattttact aagcagagga cgaaatccca
  1990501 tcgctatcag gttaaaaaat tcattgcttc tcaaaataat aaatcggatt cctatattat
  1990561 agctatgaaa aggtaaaaaa atcgctttta gagtatttca acatcttatc ttgatggcaa
  1990621 tggggagtta actgttaagt ttaaaaaaga acataatatg aaaaaagatt agcatctaaa
  1990681 taagacgcta atcgatacta caaacagaag cagaacaatc ttcacaagca atttcacatt
  1990741 ttaaaaattg taaatcgtgg attgtaatct ttcctttatg aatagaaatt gtcccttgct
  1990801 tttttaattc atttaacatt cgatttacac tttcacgtga agttgcacag aaattagcaa
  1990861 gttcttgatt cgttaacggt aaatcgatga gaataccatt ttcttttaaa acaccataac
  1990921 tatttgtcat tcgtatgaga gtagaatata aggcaccttt tttgccgtgt aatactaaat
  1990981 ctcggaactt cgtttgcatt cttcttaaat gttcactaat ccatttcata aattcaaata
  1991041 caagagctgg tttttggagt aattcttttt ctaacgcttc acgctttata acgcctactt
  1991101 caacatcttc aaggcatttt gaatttaata aatacttcgc attatccgtg aacaatgtta
  1991161 attctccaat aatgtcgtat gccgaacaaa ttcgaagtgt tagttcttgt ccgtcagcac
  1991221 taagtttact aatttgtact tttcctgagt ggatgatata gagttcggtt gcctccatac
  1991281 cttcttgaaa aataaaatta ccttttttta tctgcatttt atattcaaca gatgcaagta
  1991341 attcttttaa atcttgagat aatgtcatac tgtttgccac agcaatcacc tttcttctta
  1991401 taagcaatac atttcctatt ttgagtgtaa atatgatgaa aatgcaagag ctattttaaa
  1991461 aataatgtaa aatttcaatg accgtaagga gtatggcctg aagatgtgaa caaaatgcga
  1991521 acggatttgt gaaaagtttt tgaatgggga aagtgatgtg agaaaagtca cattgaatat
  1991581 gtagcttctt ttttataata aaggcaaata aaaaaatgaa agcttactaa ggattgcagc
  1991641 agaaaagaag ggatatagat gcacgagaac atgaaagatt ctttaaagcg gccacttcaa
  1991701 gatttacgca tttcagttat tgatcgttgt aattttaggt gcacatattg tatgcctgct
  1991761 gaagtgttcg gacctgatta tgctttttta caggaagagt gtttattaac gtttgatgaa
  1991821 atagaaaggt tagcgagatt atttataagt atgggagtta ataaaattag gcttactggc
  1991881 ggtgaacctt tattgcgtaa agacttaccg aagttaattg caagacttgc aaagctagaa
  1991941 ggcttaaaag atattgggct cacaacaaac ggaattcatt tagcaaaaca agctaaggcg
  1992001 ctaaaagaag caggattaaa gcgtgtaaat attagtttag atgcaataga ggatcgtgtc
  1992061 ttccaaaaaa ttaatggaag acatgtaagt acgaaacctg tactgaaagg aattgaagca
  1992121 gcgaaggaag ctggattaga agtaaaggta aatatggtcg taaaaaaagg gatgaatgat
  1992181 agtcaaattc ttcctatggc tcagtatttt aaagaacaag aaatacagtt acgtttcatt
  1992241 gagtttatgg atgtaggcag tacgaacgga tggaactttg aacaagtcgt tacgaaggaa
  1992301 caattaatag agaaaattaa tcgtgtatat ccaattgaac ctgttaaacc tcgttacttt
  1992361 ggagaagttg cgaaattgta tcgatatgta ggaaacgatg ctgaagttgg atttattact
  1992421 tcagtatctg agtcattttg ttcttcttgt acgagagcac gtatttcggc agacggcaag
  1992481 ttttatacgt gcttatttgg agaaaaagga acggatttac gatcgcttct tcgagaaaat
  1992541 atttctgatg catcactact aaaaattctc caacatacat gggagtttag aacagatcga
  1992601 tattcagatg aaagaacggc ggaaagtaca aataaacgtc aaaaagttga gatgtcttac
  1992661 attggtggat agcgaaagga ggattcctta tgcaagagcg atattcaaga caagtattgt
  1992721 tttctggaat aggtgaaatg ggacaaagga aaataaggga aaagcatgtg ctcttaattg
  1992781 gtgcgggggc gctaggagct gcaaatgcag aagcgctcgt tcggatggga attgggaaat
  1992841 tgacaattgc cgatcgtgat tatgtcgaat ggagtaattt acaacggcaa cagttatata
  1992901 cagaagaaga tgcaaaacaa tgtaaaccaa aagcaattgc agcggcagaa catgtaagaa
  1992961 agattaattc tgaggtggaa attgtaccag ttgtaacgga tgtcacaatg aaagaaatgg
  1993021 aagagttaac gaaagaagtg gatctcatat tagatgcgac tgacaacttt gatacgcgtc
  1993081 tacttataaa tgatatttca caaaaagaaa atataccttg gatatacggt ggatgcattg
  1993141 gaagttacgg tgtaacgtac acaattcttc caggaaaaac accatgtttt cgctgcttaa
  1993201 tggatcatcc gatgggcggt gcaacatgtg atacagcggg aattattcag ccagctgtac
  1993261 agatggttgt tgctcaccaa gtgacagaag caatgaaaat attggtggat gacttcgaga
  1993321 cgctacgagg aacaatgtta tcatttgata tttggaacaa tcaatttctc tcattaaaag
  1993381 taaataaaca gaaaaaaagt acatgtccat cttgcggaaa tacacgtacg tacccaagtt
  1993441 taacatttga atcacaggtg aaaacggagg tgctatgcgg acggaataca gttcaaatcc
  1993501 gtccaggaat aaagagagtt ctaaatttaa acgaaattaa aaaaagatta caaaaaattg
  1993561 tacatgtcca aaaaacgccg tacttactat catttctaat tgatgaatat cgtttcgttt
  1993621 tatttacaga cggtagggca tttgttcatg ggacaaatga tgtgaaaata ggaaaacgat
  1993681 tgtacgcaaa atatatagga tgaacagaaa gaaagtttct ccttattaaa acgaggtgaa
  1993741 aaagaatgtt agcaaaacgt ataccaattc cagtggcgga agcagttgca cgagtaatga
  1993801 aatatgctta tcaaggtgaa acagaagagg tttctcttat agaaagttac ggaagaacgc
  1993861 ttggagaaga tgttattgca gatcatgatg tcccgcattt tgatcgctct ccgtacgacg
  1993921 gatttgcgat tcgagcggaa gatacaaaag aagcaagtag cagtaagccc attcagtttg
  1993981 aagtgattgg tgaaattgga gcaggggttg tttttacaga agaagtgaaa gcatttcaag
  1994041 ctgtccgtat tatgacagga gccgcaattc cgagagggtg taatgcggtt gttatgttag
  1994101 aactaacgga aggatttgaa aaaagtgaaa agacttatat gacattaaaa cgctgtttcg
  1994161 cagccggtga taacatttct tttaaaggtg aagatgtaaa acaaaatact atccttgtga
  1994221 aagaagggac tgttattaac ccgggagttg cagcacttct tgctacgttt ggttatagtt
  1994281 ccgtacacgt tgtaaaacgg ccgattattg gcattgtaac gacgggtagt gaactacttg
  1994341 aagtacatga acaattaaaa ccaggaaaga ttcgaaatag taattcctat atgattgctg
  1994401 ctcaaattga acgagcgggc ggagttgtac agtattatgg gaaattcgct gacgattttg
  1994461 agacttgttt taacactgta aaaaaagcaa taaaagaagt cgatatttta attacaactg
  1994521 gtggtgtttc gataggagac tatgactatt tacctgctat ttatgagaga ttacaagcaa
  1994581 atgtactttt caataaaatt gcgatgcgac caggaagtgt gacaactgta gctgagatag
  1994641 agggaaaact attatttggt ctatctggta atccttcagc ttgttatgtc ggatgtgagt
  1994701 tatatgttcg accagtcatt ggaacatatt tgcataggaa agatccacat atttatcgtg
  1994761 cagaagcaat tttacagaaa gacttttcga aagcaaatcc gtttactcgt tttgtaagag
  1994821 ggagagtgga atttgcagat ggtcaattac aagttacacc agttggttta gataaatcta
  1994881 gcgcaatttc ttcacttgca gaagcgaatg catttattgt tttgccaggg ggaacgagag
  1994941 gatttaaagc tggaattact gtttcggtac tgttactaga atcaaccagc ggaagtgaat
  1995001 ggccatggaa agaatcgctt cgttcataca aataatagaa aaataggttg ctaatttata
  1995061 caaagataag aggtgcgaaa tgacacatac gtattatgaa gtaattgata cacctatatc
  1995121 aattgaagaa gtgacaaaca aagtaattcg gcgtgagtgt ggtgcggtta ctacttttat
  1995181 tggcactgtt agagaattta cgaaaggccg acgtacgctt tatttagagt atgtagctta
  1995241 taagacgatg gcggagaaac agcttgagag aattggtacc gaagtagggg agaaatggcc
  1995301 tggaacatat gtgacaatta cacatcgcat tggtacgtta caaatttcgg atctttctgt
  1995361 tgttgtcgct gttgctacac cacatcggaa agcggcctat gaagcaaatg aatatattat
  1995421 ggagcgtata aaacaaattg ttccaatttg gaagaaagag tattgggaag atggtgagtc
  1995481 atggataggt gatcagttag agcgggtaac atatgcaaat ggtgagccta gaaaggagat
  1995541 gagaatatga ttaaagtgct attatttgca catttacagg aagaagtaag gaagtcgtcc
  1995601 ttgcacatag attgtgaaaa tattacagtc gcgaagctga aggaagttct gattaaggaa
  1995661 tataatgtag caatttcaaa cgagattatg gtcgcgataa atgaagaata cgcaaatgag
  1995721 gatgacatca ttcaaactgg cgatgtcgta gcaatgattc cgccagtaag tggtggttga
  1995781 ttcttttcag cctaatcatg taagaacgtg attaggctgg agggaatgaa tataactacg
  1995841 tatacatagg agggaacagg atgaaaagtc ctaattttca attaagttta caaacttcta
  1995901 atctaattat cggttttatg gtgtgggtta ttttatcatc attaatgccc tatattaaag
  1995961 tggatatccc attaactgcg ggacaaattt ctatggtaac agcagtaccc gttattttag
  1996021 ggtctgttct tcgtattcca attggttatt ggacaaatcg tttcggagca agaaaattat
  1996081 tctttattag ttttattcta ttattatttc ctgtttttta tattagtgtt gccaattcta
  1996141 tgatggattt aattattggt ggattatttg taggaatcgg tggtgctgta ttctctgtag
  1996201 gagtaacttc tttaccaaaa tactttccaa aagagagtca cggttttgta aatggtattt
  1996261 acggtgtcgg taacgctgga acagcaatta cttcattttt agcgcctgtt atcgcaactt
  1996321 cagttggctg gagaacgaca gtacagtgtt atttagtttt acttgcagcg tttgcactta
  1996381 tgaacttttt attaggtgat cgtaaagaga aaaaagtgaa tacaccacta atggaacaaa
  1996441 taaaaggtgt atataaaaat gagaaacttt ggtttttatg tatcttttac tttttaactt
  1996501 tcggatcatt tgttgcattt accgtatact taccaaactt tttagtatct catttcggat
  1996561 tagagaaagt agatgcaggt atgcggacag ccggattcat cgtactcgca acaattatgc
  1996621 gtccgattgg tggttggctc ggtgataaat ttaacccatt taaaatatta atcttcgtat
  1996681 ttatcggttt aacactttca ggtattattt tatcatttat gccaagcatg aacgtatata
  1996741 cattcggttg cctattagtc gcattttgtg caggtatcgg taatggtaca attttcaaac
  1996801 tcgttccgat gtatttctca gaacaagctg gtattgtaaa tggactcgtt tcagctttag
  1996861 gcggacttgg aggattcttc ccgccactaa ttttaacatt actgttccaa ctaacaggtc
  1996921 attatgcaat tggatttatg gcgttatcag aagtcgcact tgcttgttta atcattacag
  1996981 tatggatgta tagtcaagaa aagctgttag tgatgttaaa gaatcattaa taaggaaaaa
  1997041 gaaccgttcc aaagtatttt gggacggttc ttttagtaac aggcttcgct atatttttta
  1997101 ggaccagatt ctttagtaag actaatagat attgtgaaat attacactta aactaaaaaa
  1997161 tacagtttag gtcgataaga taaaattata aatttctata aataatccat aattttcttt
  1997221 atggctcata tttgttatgt taaagaaaag agaggggagg gaaatgaaat aagtgttttt
  1997281 ttgattattg ggaattaatg gtgttctccg atgaattaaa tgtggtacat atgtagtaaa
  1997341 gcgtgtaatc caactaaaat atatgtagaa tgaggttgta aatgtttgtt tttattatat
  1997401 tagacgtaat attaccgata ttaatattga tgctaattgg tgcaatctta caaagaaagt
  1997461 ttcaatttaa cttaaagcag ctatctacac ttattacgta ttgcttgatg ccagcggcgg
  1997521 tatttgtgaa tatatatgat attcgtatag aaatagattt gttgcttcag ataatatact
  1997581 atttaatgct ttatagtctg agtctgatta tagtaagtca tttcatttca aaaatattaa
  1997641 agttagaaaa tggagaaagt gcagctctaa aaaatagcat ttcgttaatg aattccggta
  1997701 attatggatt accagtaagt caattgattt tcagtcaaaa tccagtgggg gtttccattc
  1997761 aaatttttat tgttattttc cagaatcttt taacttattc atatgggata tataacttac
  1997821 tatcagcaac aaaaacaatc ggaggtatta ttcaatcatt tctaagactg cctgtatttc
  1997881 atgcgctcgt attagggatt ctctttcaat tttttacaat tcaattacct aattctatct
  1997941 tgctacctct taatcagctt gcgaatggtt ttgttgcaat agcactcata ttgctagggg
  1998001 cacaattatc caacattaag cttaattttt tccatcgagt cataacgtgg gctttaattg
  1998061 gaaggttact gatgggacca ttagtagcat ttgctatgat ctacctacta aacattgatg
  1998121 gtattgtggc acaatcatta tttattgcaa gttcttttcc tacttcaaga aatacatcaa
  1998181 ccattgctat ggagtatcaa atagagcctg aattacatgc acaaatcgtt ttattttcaa
  1998241 cactttttag cattattaca gtaactgtcg ttatttattt atcatatatt ttgttttgaa
  1998301 tatacgtgca aaaatgaata gatttgaggc ggtaaatgat ggatagaaat cctatagata
  1998361 tgagaagaaa atagtctttc atatattggg tgtcgtttac aattgtacca tgtttcataa
  1998421 tctagtgatt taattcaaaa aaaggaaact tattagggtt tatttcgtat ggaaatcttt
  1998481 aaagcatcta catatagact tgcgaaaaaa gacacaatct cgcttataat taaagttata
  1998541 tgagcttaga gtgatagcga tggggtagga gtgtcaagta agaattttat gcataattgc
  1998601 cactaaggga gatgattaaa agttgagtaa acagaatatc agcacaatag tttcaggaga
  1998661 tttgattgtt acccatctaa ttggccagat taatacagag gatgtgtatg aatggtttaa
  1998721 tgattttgag caggtttgtc agcaatttat ttctgagggc cggaaataca aattgttggt
  1998781 ggatagaaaa gggtataccc caaatcattt ttctgttcaa aaagtatgga aagataagtt
  1998841 cttcaatgaa accattttga atcatagtaa ggcaattgca tttcttcttg aagaaggaga
  1998901 gatactgaag tatttgcaac aatccaatac aaaagaatcc gtggagtttt ttgacgatta
  1998961 tgaacaagcg ctaatttggt tgaatgaata tccaatataa aaactgaata gaaagaggtg
  1999021 ctcgtaatgt tgcacttgtc atgaaattta cttgtttaca agttgcaaac accattcatt
  1999081 ttcttcgtag attgcttgtg gaataaaaga acggaactac aataaaaaga acaaacgtcc
  1999141 cctaaaaaac gtttgtccaa aggtaattac tattttaact aagaaataga ttacaattta
  1999201 tgtgtaagag aaatcttttt tataagttta ggcaatatag atgttagttc ctgcttcaaa
  1999261 cgcttcgtaa acgatggatc tttacctgaa gttgaaatag tgaaaacata ttcatcatgt
  1999321 cggatgacgc caggtgtgtg aaaagatgat tctgtaccat cacttacaac gttaacccac
  1999381 tggaaattgt gggcggcctg tttaaccatc agatttacag catgttgatt tgtagctgca
  1999441 taaataagat gagcatcttt aatatcatca ttactaaaag ttttttgctt ccaagtaata
  1999501 taaggaagtt ccttcatttc cttgcaaatt tctgggctga caacggtgac aaaagcgcct
  1999561 gtatctttta atccagacgc ttttcgatat gcgattttac ctccaccaat gataacgacc
  1999621 actttattat gtagattaaa cataagaggg tacatgttat acatacacat attcctccat
  1999681 tcgttctagt aatgttaatt tcatatatgt atcaaactga agacagttac aagttgtaac
  1999741 gtgatcgtat ttttttgtat gcaacttaat tttttgaagc aataatccag taaagagaag
  1999801 gtacggcatg acatatacat gagatgcagt cgatgttata gtcttgagct cagcagtaaa
  1999861 agagggcgtt cctttcgtta aaaaggaaca acatacacgc ataccgagtt tttgttcgac
  1999921 agctactcca atttgctgta actcatgtat cggctggggg tcactactac ctcttcctac
  1999981 gagtaaaata ctactatttt gcattggcat agcttcacgt attcttttca ctacaagttc
  2000041 aaccatatgc ggatgcgtac taaaaggtgg tacaactgaa aatgttatat gtggatattg
  2000101 cttttgcatt ttttctatct caaaaggaat atcacgttta tagtgagctg ctgcaaataa
  2000161 taaaacaggt acaatcatta tttcagttgc tccctctagt atcgtttctg taactgcatc
  2000221 cgaaatggta ggtgtcgtta gttctagaaa agctattttt tgaattcttt cgttacgttc
  2000281 tttcataaca gattgaataa agtgaatgaa ttgttcgtta ctttcttgca agcgactacc
  2000341 gtgtccaaca tatacaattc ctttcattgt cttaccatgt ctttctgcat aagagtttct
  2000401 tgtaattgat gatcaatgtt atgaaacccg actttatttg catagcgtaa agttggaacg
  2000461 tcggtatacg agaatgggag agtaacaata tcgagaaagc caagacgttt tacttctgct
  2000521 agaaacgtat caatagaagc gcgtccttca aatacaatgc tatcccataa gaattctgaa
  2000581 agcatacgag aatggacttc atcgaaacga tgatcaattg tatacttatg agtcatcata
  2000641 taggagccgg caccaatttt ctcttgaata aaagcaatcc gattaatatt tctgcctaaa
  2000701 taaacagttg tatcggaaga gaactttgct tctttactta gtagcccata ttgcataagt
  2000761 ttttcttgag tggcaacgtt catgtgttgt agctctgcct gtaaggaacg aatatctttc
  2000821 ttgtatttac tacatgattg catcaaaatt tctacacttt cagctgaaca aaaaacaagg
  2000881 cgattaacgt taaaaatttc aatgatttgt tcaagtgtta atgtatattc ttcctttttg
  2000941 aaagttggaa tttgatatat ttctgcacca gcttcttgta acttttgctt cattacactt
  2001001 gttttatttg ttgcggatgt aaataaaact tttttaccat gtaatggttt atgttctttc
  2001061 caagcgattt gatctcgtaa tgaaacgaca tcaccaacaa ttgtcataga tggattagaa
  2001121 atattttcgt ttttgacgat agaaacaatg gtagatagtg tccctgtaac aacgcgctgt
  2001181 ttaccagttg taccccattc aatgactgct actggcgtat cttctttttt tcctgcttgt
  2001241 cgtaggtttt tacaaattgt aggtaagttt tttataccca tgtagtaggc gatcgtatcg
  2001301 ctattgtgag atgaattata ttttccatga tcggttaaag aaccttttgc atgtccggtt
  2001361 agtaaagtaa cgctattact gtagttacgg tgggtaaggg ggatacctgc atagctacta
  2001421 gcggcggtgc tagatgtaat gcctggtaca atttcatatg gaatatttgc tgctgctaaa
  2001481 gtttctgctt cttcaccaac acggccaaaa atagatggat ctccgccttt taatcggaca
  2001541 acaatttttc cctcttgcgc aaattgaaga aggtgtgcgt taatcatttc ttgtcgcata
  2001601 atatgattct ttggcatttt tccgcaatac ataagttcac atgtttgttt tgtatagcta
  2001661 agaaagaaag ggtttagtaa acggtcatat aaaacaatat ctgcacgctt taaacactct
  2001721 atcgctttct ttgtaataag cccttcatca cctggtcctg caccaactaa atatacatat
  2001781 ccgttcatat aattgcacct catctagttt tatttaaaag gaagccaggg gggaggcttc
  2001841 cttttgtaaa ttacatatat atatataaat gtcaccatta atgacttcta cttcgtacgt
  2001901 ttgaatacaa ccgtcatcag gtttttgaac ttcacctgta agtaatgaaa tcttccaatc
  2001961 atgtagcgga caaaagacga attcaccaga tacaattcct tcggctaatg gtccgttttt
  2002021 atgaggacaa cgattttcta cagctcgaat atcaccattt gaaaggcgga atagggcgat
  2002081 agacatacct ttcatttgga cctctttacc gatttgaata ggaagatctt ctgcacgcat
  2002141 aacttttatt ttatctttcg tttgtatcat atagatcaca gctccttatt tcacagtttc
  2002201 tacttcatac atcgctttta atgatttcgt ttctagtgct tgtccccaag cttctttata
  2002261 tgtgccacgg gccgtttgga aacgttcatt taacttagtg accatatttg catcttgcag
  2002321 tatttctttt atgtgatcga agtctaatcg ttctgtccag taggcagtac gctctccgta
  2002381 aataccagtt tcacgataat attgcatgta agctgtagcg atgtgaagaa catcatcttc
  2002441 agtagggaca atcattacaa aatcagcttc acgtacttct gtaccaccat ttccaccaat
  2002501 ataaagttgg tatccatttt cgacacaaac aacgccaaaa tctttcgtaa gtacttccgc
  2002561 acagttacgc ggacagcccg ttacacccat cttcatttta tgaggtgtat ctaccatttc
  2002621 taatgattgt tcaaggagca taccaagtcc taatgaatct ttcgtaccga aacggcagaa
  2002681 acgagagcca acacatgatt ttacattacg aagagatttt gaatacgcat atccagaagt
  2002741 catatttaag tcagcccata cgttaggtaa atcttgtttc ttaacaccgt ataagccaat
  2002801 tcgacttgca ccggtaattt tcacaagtgg aacatcatac tttttcgcaa cttcagcaat
  2002861 tttcattaaa tcatctgctg ttgtaacgcc tccgtacata cgtggaataa cagagaatgt
  2002921 accatcgtgc tggatgttac cattcattct ttcattaacg aaacgggagg ctttatcatc
  2002981 ttcatattct tctggaatcg ccatacgtaa atagtagttc aaagcaggac gacattttga
  2003041 acagccatct tcatgtacaa aaccaagaac atttcgtact tcttttggtg attttaagcc
  2003101 tttttcatga attgccgcta cgacttcatc acgtgataaa ggtgtacatc cgcacatacc
  2003161 agcagactgg gctgaggcat caaaagcatc tccgagtgta tgagataaaa cttgttctac
  2003221 aagcggacga catttaccac aagaccctgc ggctttcgta cagcctttaa cttcttcaaa
  2003281 agtcgttaac tcttgttcta aaatggcatg aacgattgtt cctttcgtaa caccattaca
  2003341 tccacaaatc gtgtcatccg cactcattgt agcaacatca agttcacttt cttcaccagc
  2003401 tttgtgaaga atggacgctg gtgtatattc ttgtatatct tcttctttct ttaacatgct
  2003461 aaagaggcgt gtaccatcag ctgtgtcacc atataaaacg ataccgacga ctttattgtc
  2003521 acgaattaat acttttttat aggaacgttt gcattcatta aagatggata ttgctttcgt
  2003581 ttgatcatct tcataaattt ggcctgcaga gaataaatca caaccagcaa cttttaattg
  2003641 cgtaccgacg atactgcccg aatatccatc agtttgtaaa ttcgatatat gtttcgctaa
  2003701 tattgcacct tgttcataaa gaggggcaac aagtccatat gcgataccgt catgttctgc
  2003761 acattcgcca actgcataaa tggactcatc atttgttagc atatagtcat tgactacaat
  2003821 gccgcgattg acaattaaac cagcatctct tgctatttgc gtatttggtc ggattccgac
  2003881 agccattacg attaaatcac aatctacaac ttcaccatct tcaaattgaa tgccctcaac
  2003941 atggtttgta ccaagaattt ttacagtttt cttttccatg agaaacttca tgccttgtgc
  2004001 ttctaaatct tcacgcagta gagaagcggc tttcgtatct agttgttgct ccattaagct
  2004061 aggcattaaa tgaacaacat gtacgtccat tcctaagtca ataagacctc gtgctgcttc
  2004121 taaaccaagt aatccaccac caatgacaac ggcctttttc ttttctttag cagtatccat
  2004181 cataaactgt gtatcttcaa tggttcgaaa acctgttaca ccaggaagag tggaaccttc
  2004241 aacaggtaaa ataaaagcac tagaacctgt tgcaataata agcttgtcat atgtaagagt
  2004301 acgattcttt tctgtcataa taactttttc ttctcggtca atactttgaa ctctttcatt
  2004361 tgtatacaaa gttatttcgt tttcttcata ccaactgtat tcattcataa tgatatcttg
  2004421 tatatttgtt ttaccttgta aaacatgaga gagcataatg cgattatagt ttgggtgtgg
  2004481 ttcatctcca aaaatagtaa tctcatatga atcacaatca tgttttaata tttcttccat
  2004541 acaacgtatg ccagccatac catttccgat cataactaaa cgttttttca ttttcgtttc
  2004601 cccttttttt atgtgaagta ttgagcaaag gattatattt ctattataga aaatcaaaaa
  2004661 agggggagat gtgatattta tcacactttt gaaatgattc acaaattgtt aaaattcgga
  2004721 tttgtgtgag ggaggatatg tatatttttt gtgaaatgaa aaagcaggac atcagtatgt
  2004781 atacttatgt cctgcacttt atttacgctc tcgtaatggc acgtggaaat aaaatattat
  2004841 tttctaaatg aatgtgctca aataaatcag actctaacgc ttcaaggcga ttgtaaacaa
  2004901 gtcgataagt gccgcaagct ccttctgggg gagtaaagtc atttgtaact ttacgaagct
  2004961 ctttaataat gttgccagcg tggttatgtt cattttctag ttcatctact actttacgta
  2005021 actttgcata gttttcatca gttggatttt tttcaaattc taaaattaat gggaaatctt
  2005081 ctgtttcttc tttaattaaa tgctgttcta attccatttt aagttcatga aatagcttat
  2005141 gaattttagc taaatgcggc tgatttgctc catgaacacg taatactttc gtcacataag
  2005201 gacttaactg tggtaactct tcatttaaat aacgatgatg cttatgaatc acataatcaa
  2005261 tcaattcacg ataagaagca tttttccaat caatttcaga ttcatttaat cgtttcgtat
  2005321 tatgataaag cgtatttaac tctgtaatta cttcagtagc tgataaattt ctttcatgaa
  2005381 ttgcatcaat aagtggctta ttaccgccac aacaaaaatc tattctatag gatttaaaaa
  2005441 gatcactagc ttttggaaat tgtgtaacaa tctcaccgac aatagaagtt tcagtaaatg
  2005501 tatgttccat atgaatgcct ccataaagtt taaatgtaat atctaaatta agaatagtca
  2005561 taaatgaaaa acaatgtggt gattgaaatc acttattatg tgtcagtttt gagaataata
  2005621 ggtatggtat ttaacagagg acattataga gcagatggcg aagaattttt tgagtaggaa
  2005681 attatccaca gggaattatt atgatttaga tagtatacaa atttatattc tatcaatcta
  2005741 agttcgcttt tgagtagttg gaagtatatc ttttatagga ggtttttatg gaatatgttt
  2005801 atcatatggt accagaaaaa ctaaaaggag aatatttaat cccattaaat gagttgaaaa
  2005861 gattatatcc taatttatac ggtgattaca tacaaaaata taaagaccat cctcaaagag
  2005921 agaacttatt aacacgtaaa ataccgaaac tagaatgttt atggaatgat gttgtgcatt
  2005981 ttttaccact gcatccttat gagatttata aagcattatt ggaaatagga gtaaacatcc
  2006041 atacaaataa gctattttat aaaattccta ttagcgcact gaagggtcag tgtatggcaa
  2006101 tatacaagta ctcaaagcac aattggggtg gaccaaatag cgaattaaaa gaatgtgaaa
  2006161 tagaattcat caattttaat gaatataaag aattaaagca attaaatacc tacacaagag
  2006221 aatattatag agatgaatac aaaaatggta ggagattcgg gatgtttcac ttaattccac
  2006281 atgttcttgt caaagggaaa gtggaggtga aacatattga aatcataaat tggagtattg
  2006341 atccagttac tgattaatgt tacaagcatt caaaaataag atgccatttt gaattgatat
  2006401 ttgacttaaa agaatggaag agtaattaga tcttatatgt aacagtaaaa aagaagctta
  2006461 ctagaagctt cttttttact actatttttc acatgcaact ccatcgccat cacgatcaag
  2006521 atgtgagtca taacctggtt gtcctttata tagaggagct ttcccggcag ctctaactgc
  2006581 ggcacaattt ttgtaatatg cactactagt atttcctgaa gcaggttgtg tttgagtttg
  2006641 ctgtgatttt ttctgttcct cttgttgttt gcgagcttgt tcatcagcca gacgtttttg
  2006701 ctcttcttgt tgtttacgag cttgttcatc agcctggcgt ttttgctctt cttgttgttt
  2006761 acgagcttgt tcatcagcct ggcgtttttg ttcttcttgt tgtttacgag cctgttcatc
  2006821 agcctggcgt ttttgttctt cttgttgttt acgagcctgt tcatcagcct ggcgtttttg
  2006881 ttcctcttgt tgtttacgag tttgttcatc agcaagacgt ttttgttctt cttgttgttt
  2006941 acgagcttgt tcatcagcct ggcgtttttc atcctcttgc ttacgagctt gttcatcggc
  2007001 ttgacgtttc tcatcttctt gcttttgagc tttttcgtcc gcttctttct tttctagttc
  2007061 ttttttcttc tcgctatctt tttgttctgc attgttagat gcaacttgtt tactagttgc
  2007121 tgtcgttttt tcagaagtag ggtttgaaat acttgataac gcaccaaaaa taacaaataa
  2007181 aatagcagtg ataataaatt gtttttttgc tacacctgtc tttttaatta cagataagat
  2007241 tgctagtacg aggaagaaaa caaataaaac aaaacttaaa atagaaaaaa attcaacaat
  2007301 tgggttatta gcagtctcag cactagttat tattaataca atcgaaatca taaaaagaat
  2007361 aacggcagga cgaccatact gttttgcttt tccatttttc ttaaagaatg aaatgataca
  2007421 tagaattaaa agaataaaag caattaaaaa taaagctgta ccaatattac tcaaaatcgc
  2007481 catttctata cctccatttg taagattttc attgctaatt atataggaat ttattgggta
  2007541 ttacacgatt tatataaaat tagtagttct aatagactga taaacattta ttcgaatata
  2007601 tgagaaaatg gatgtatttc ctattacatt tttgaataaa atccataaag tataatatac
  2007661 ggattgaaaa gaggagattt gaatggaatt ccaattgttg gtgacttgta tattacaaga
  2007721 aggtaatgct ttctttttag taacgaaagt agacgatgtt attacattga aagtaccaat
  2007781 tacagcggga gtagcaggtt tattcttagc tttaggtgta ccaagatgtt cttaatttaa
  2007841 atctctagag tagaaagagg aggacaagcc tctttctact aatacataat tattttatgt
  2007901 aaactaaagt attctttttg taatagcacg tttaaaatgg acatgcatat actataatgt
  2007961 ttcattggat gtttgtgata aaaggtagtt ttaaatagta cattcagtga tattttttta
  2008021 gctatgaaaa taaaagaggt gctattatat atgaaaagaa gaacatttga tattccagtc
  2008081 acattacgaa gagagtggtt tttaattgaa ttggcccatt taacgaaaaa atatggaatt
  2008141 gaaattgcaa ctagcaaaat ggaagctgca ccgtttttaa gagatcaagt tacggaatca
  2008201 aaaatagggt cagggctcca atacgataaa tatgatgatg agtatatcat tgaaaattaa
  2008261 aggataagag caaaacaaat ttctttataa caaaatataa aataaagcag attctaaata
  2008321 tggaatctgc tttattatga aatactttta gtcaactaac ctctttctag tgtttttcct
  2008381 acatatttca cttgtgttat tccaaaagat tcacgaagaa tgcgagcata atcttttgat
  2008441 tctattggac gtttattttt ggtgccttta aaggtttctg tataattttt atttgttaat
  2008501 gatatgtgac cataattagt taatttacaa gtgatagctc ctttattaaa aggagattct
  2008561 ttatgttcta caatgacttt ttgaatgtta ttcacctttt gctcatctat tggatctaaa
  2008621 gtgaaggcat agcctatttt ccattcatct gaaggttcag attgtaaaaa atttgtagat
  2008681 tccccgttag ctccttttct catttctaaa atgtgtgtac ctttttgagt agttcgtttg
  2008741 cgaattcgat attcacccgt ttgagaagat atgacttctc cgctaaaagg gactggatgt
  2008801 aaaggtaggt gagaggcaaa accggcatct ataacataat cttttttatt atgatgtaat
  2008861 atgataatga catgaccatc atcaggtttc catttattat cgtaaaggtc ataaacagta
  2008921 ccggctactt tatatacttg aaatccacaa tccattaaaa agtaatatag taaggagttt
  2008981 aattcataac aaagaccgcc tcgtttttga ataagtaact tttctactaa gttatttttt
  2009041 gagatgtttt taatagtgcc agccataata tcaagatttt cataggggag aatcattccc
  2009101 atgtttaaga gaatttcatc taaatcatta aatgttattt cttttgcagg aatttttagt
  2009161 cgtttaaaaa actccttttg taaattggtc atcataaagc attctccttt ctttttacag
  2009221 aattatcttc tgctcaccga taggttagta cttctgaaag tttaattcaa gtctgcgaaa
  2009281 attatcataa tatatgtttc tggaaatatt agtatctatt cataaaattc agtttaatct
  2009341 ttaatgatag gaaagtctta caatattagc ttctattttg tttagtttgt atttaattaa
  2009401 ataaaagcac atatattcat taactttttt tataactagc tggtaataaa gtgttttttt
  2009461 actaaagttt tttcaagatt tgtatgcttt atataaacaa taataattga gggatattta
  2009521 gattcagtaa agttaacaat tgttgagaaa cttttttgta gcattcactc aaaaggaaga
  2009581 gattgaatca aagagaataa cgtgtgttaa ggaagaaggg atactagtaa tctcttgaga
  2009641 agagggacaa gatcttgttt aaataaaaag attatctagt attaagagag aagataaaaa
  2009701 atattacaaa gagcaccttc tttcaaaaaa agtgggggga gtaacatgag attgatgaga
  2009761 agatgtgttg ccttgctgat tgtatttttt attatggctc caatgattag cacaaatgtg
  2009821 cgagcagaag ttgtaaaaga gcttaaaaca ggttttccag atcaagaagt ctttacacct
  2009881 ggagaatggt ttttaggcca aaagcctgct aattatgatg aaagtaagcc tccaattctc
  2009941 tttgtgcaag gaaggaatgg gaatgctaat agttggtatg gaaagacagt gtatcacgat
  2010001 ataaatgata tgtatgacta tgctttgaaa gcaggctatc aaacagtatt tatacaatta
  2010061 tatgatgctg ctgggaaagg gtcagctagt cagtgggata acggaaaatt gttagcacaa
  2010121 aaattagaag aaatatataa tcatttcggt aaaaaagtta atattgtagc acatagtaaa
  2010181 ggtggtatcg atacacaagc tgcattagta ggatatgggg caaatcaatt tgtcggaaat
  2010241 gttattacac ttgcgacgcc acatcatgga tcaaacttag cggatttatc atatagttgg
  2010301 tgggcaggat ggcttgcttc tatattaggt caaaaagatg atggtacgta ttcattacaa
  2010361 atgggcgaaa tggcaaaatt tcgttcaacg attgataata atccagcagc taaattaaac
  2010421 cgttattata cagttactgg gactagctgg ggccctgtat tttcggcgtt atcaatgggt
  2010481 ggattatatt tgtcatcata cggttcaaat gatggactag taaatgagtg gagtgctaag
  2010541 ctgccgtatg gaacgcattt atttacagat tctagatttg atcatgataa tatacgaaaa
  2010601 ggatctgctg ttttctcacg aattgaacca tatttacgta cagcaaatgt accagctcca
  2010661 gctttagtag catccagcac tagttcaaat gaaaatatag aacaattaaa tacaacttca
  2010721 aatcaaaata ttttaggagg ggaattgcca caaaatcagt ggatagagca aaccgttacg
  2010781 gttgataaaa aggcagaagg aattgtttct atattaactg cttcgtcgga tgtagaagta
  2010841 caaatgatat caccaaaagg aaaagtgtat acaaataagg atagtgttat aactactggt
  2010901 gaagatgaat ctttctttgg tggcgcgaca attaaaacat ttaaatttga taaaatggat
  2010961 gtaggagaat ggaaagttaa aatgatgacg aagcagtcga aagatgcata tttagttgta
  2011021 agcgattaca aaactggcgc accatttgtt cttcaaatgc ctacaaaagt aaaagcaaat
  2011081 aaatctgagt ataaactgaa aaaatcacct gtggcacctg aaatgaaagg aaatctttcc
  2011141 ataacagtaa gagtcgtgaa taaagaaggg aaactagtct ctgaatataa tgaattacaa
  2011201 aatgtgaata acaatacatt tactggtgct ttgaaggaca taaagcaacc aggagtatat
  2011261 aacgttacga tggatataaa agggatgaat aaagaaggac aaccatataa tcgtacaatt
  2011321 gttaagtcgg tttatgtgga gaaataagaa agaatgagaa aaaagtaccg aatttttgta
  2011381 gtagtaaagt tcggtgcttt ttcatgttta ttagattaac aaaaaggtac aaagggaatt
  2011441 tttgaaggca caaaggttaa gtatttggta gagaattctt ggaatgtagc aggaatgctt
  2011501 tttatattgt aattgcacct gcaaaagtaa aacgagtatc ttcagttaca atgatgtgat
  2011561 tatttaagtg aatttatgtc ttttgaatat ttgtatatat aaggtttgga gtcgttgacc
  2011621 tttatttacg tagcacggca ggaagaagag aaaaagtatc gaatgaatgt acatatgtag
  2011681 tattgtttgc ttttggtgtg aatagtagtt aaagatacgt tgaaatattt tatacggtaa
  2011741 caaaagagta attaaataat agagggagca acttacatgg aaaatatatt aaaggtatct
  2011801 tcaaaatcaa gccccaattc agtcgcaggt gcaatagcag gtgtactaag aacaagtgga
  2011861 aatgtagaaa ttcaagcgat tggagcgggt tcattaaacc aagcgattaa agcaattgca
  2011921 atcgcaagag gatttgttgc tccaggtggt attgacttag cctttgttcc agcatttcaa
  2011981 gaggttacta ttaatgatca agaaagaacg gcgattaaat tgattatagg tcctaggaag
  2012041 aagcgttctt aaaaagagta ttgataagtg ggatttgaaa aaactgatag ataaagtaat
  2012101 aaaaagacca ctctcatttt gaagtggtct tttgtatttt cgtatttcat attgtggata
  2012161 caccccacat actgaattcg tagtggtatt cagtgcgctc aataacgatc ccgaattcta
  2012221 aattatcccc aactaataca aaatctgcat atccagttag aaatcttgat atggttgata
  2012281 actcttctaa attctcaaat aattcagcga tgttcagttt agctgcttca aatttaccac
  2012341 ccttagagaa aaagagtctc ccttgatcaa ctggaaattt aatggtttta gctgtttctt
  2012401 ttaacagtac tattgatagt cttccgtttt cttcataatt agtgctacca aagtttttta
  2012461 tgtttgaagt ttgtgttagc gtattaaata agtttttaca aaataaatca ttagattctg
  2012521 gctccataaa tgagtccata gaaactgtaa caatattaga aagttcgtct atcagttctt
  2012581 ttctactacc agttcttttt gctttcattt ttagaatttc aattcggctt ttattcatat
  2012641 tactcaaaaa ttttcacacc tttacttgcg tggtgggtga ataaaacccc actgactaaa
  2012701 gtttcacttg tttttctaaa aaggggatac atgcaagttt cctttaatat tctatctgtt
  2012761 tgttcttcta catatctgag tcatttttcg aagtcggttt aatattattt attttcattt
  2012821 agcatagtct ctaatttatc taattcaata agtagaggat cgtcaaatct ttttacgaga
  2012881 tcggtttcag tataggcact cactacgcct ttaattccac gagatttact ttgcagataa
  2012941 gtggctaacc ggtttaatcg tttttataaa tctttataga agggatctac tttttgtata
  2013001 tttttaaaaa tttcaattac tatctcaatc tgatttaata gtacagtttc atttttagac
  2013061 atatatattt tcctcccttt cctaatttaa attataagat aataggaaaa aataaacaga
  2013121 gaaataatga atgattttta agtggaacag atcatgaaga tccacttgat tacttgcgta
  2013181 gtcaaggtgt ttcagaagct caatttcgta ttgatgtgca atgtgcatac aataaattct
  2013241 aatgtagaag tttcagttcc taaaaagcga cctaaaccag aagaagtgcc aacagctgta
  2013301 acagatggtg tggggtaaaa tggatggttg gttaaatctt ggcggtgagc aatggattaa
  2013361 aaacgatcca tcttatgtga agtttagtaa gaaaagcaca gtagattctt ctattgttgg
  2013421 aaaacgtgtt gtttcaaaag ttaacaatct atgtttctac gatactccat cttggcagga
  2013481 taaagatgtg gctggttctg tagatgcagg attaggattt ataattgatg cgaagataag
  2013541 tgtaaatgat tcgtatcaat ataaagtgca taatagtcat gggcaagttt tctatattac
  2013601 ggctattgat acgtatgtga atgtgcgtta atttaacgaa aagggcccct tattataggc
  2013661 ggtctttttc gtgttgtatg taacatcatt taattgttat ttttttcggt tttcaatttt
  2013721 gtgtattcat ttaaccaaat atctattaga tttcttaatg taatagtttc tatttcaaga
  2013781 gggatttcga tttcatcttc atcatactta ttacatataa cagttttatc tcttcgaaca
  2013841 tctgccccaa aaatattcgc acttattttt tcataatcac ttttttattt aaaactttat
  2013901 ctacagtttc tgctatccaa tcaccgaatt cagatacctc tatatttaaa aaagcttcta
  2013961 aaatatcgaa ttcctttggt agtctaataa ctaaacttcc tgtactaagt aactcaaatt
  2014021 tgtaatccat attattttct cccttaaaaa ttaaattatc gaccttgtct tggaaataca
  2014081 gaaataattt taccattacc atctaaaaac atgtgaaaaa atatgaaata cccttttgaa
  2014141 gtagaataca atataacaaa taaaaagcgt cacaaatgct tgtataacag gcacttgtga
  2014201 cgcttttata gtttgattta ataaaaaata aacaacccta aaactgctca ttcttctccc
  2014261 aagattctac aatataatgc gcaatcgtag gattaaagcc tttcccaact aaaaacataa
  2014321 tggcagcaac ttctgttaaa gcgtgtttat gtgatgtatg ttttgcttca tttaaaccgt
  2014381 aatctaccca aggttttacg aaatctagta caggtttttt taaaggtaaa aactgtgtac
  2014441 cgacaacttg ttgaatttgt tgttgcgttg gttctgtaat tggtccaggt ggtaagattt
  2014501 gtggctgtgt aatatctaat gttggtccag gtggtaaaat ttgtggttgt gtaatatcga
  2014561 atgttggcgg tttaggtggt gagacacgcg cgtcgtagtt tggttgatac atttgttgtt
  2014621 ggtattgagt ttgttgtggc tgagttgggt atgggttttg ttgaaattgt tgttcttgag
  2014681 tttgtggtgt tacatatgga ttttgtggat attgaagttc ctgattttgc ggtgctgcat
  2014741 atggattttg aggatattca taacttggac gtgtgtcgta tgagttttgt tgaaattgtt
  2014801 gttcttgagt ttgcggcgct gtatatggat tttgtggata ttgaagttcc tgattttgcg
  2014861 gtgttgcgta tggattttgt tcatattgtt gttcttgctg ttgtaactct tgttcttcat
  2014921 attgttcttg ttgctgaggg taaaatggtt gttgtgggta aggcggttga ttattataga
  2014981 acatatctat tcctccttca tgatgatgcc taccacctag tgtatgggcg gacaagaaaa
  2015041 tatgtgatga aaaaatgcgg gcgtgttaca ataagtaact gggtgaagat aaaatgacaa
  2015101 aacaagaaaa gatagaaaaa acaattactt ttgtaaaaca tattttagaa aaagatgcca
  2015161 gtgggcatga ttggtatcat attgagcgtg tacataaact ggcgatttct ttatccgagc
  2015221 aagaaggagg aaatcgtttt ataattgaaa tggcagcatt acttcacgat gtagcagatg
  2015281 aaaagttaaa tgaaagtgaa gaagcaggaa tgaaaaaagt ttctgattgg ttagaagagt
  2015341 tacatgttga agaagaggaa agtaagcatg ttcttcatat catcgccaat atgtcttata
  2015401 aaggtggtca tggcggtaaa gtggagtcaa ttgaagggaa gattgttcaa gatgcagatc
  2015461 gtttagacgc tcttggtgca attggaatag ctcgcacatt tgcgtatggc ggggcgaaag
  2015521 ggagattaat gtatgatcca actattcctc ctcgtgaagc gatgacgaaa gatgaatata
  2015581 gaaaaaataa tgacccatct ttaaatcatt tttatgaaaa acttttaaaa ctaaaagact
  2015641 taatgaatac gaatgtagca aaacaagagg ctgaagttcg tcatcgttat atggaacagt
  2015701 ttattgaaca atttatgaaa gagtggaatg cacaaatatg aaaatgttaa ctgtggaaaa
  2015761 cttatcaaaa tcatatggag aaaaaccgtt atttgatgga ttatcattta gtattgcaga
  2015821 aggacaacgt gccggaatta tcggtgtaaa cggaactggt aaatcaactt tattaaaaat
  2015881 tattgcaggg gcagaaattc ccgatacagg tgatatgact cattcacgtg gatatacaat
  2015941 tagttattta tcacagcagc cggagtttga tgagcaatta acagtattag aacaagtctt
  2016001 ccatggtgat acacctttaa ttcgtcttct tcgtgactat gaaaaggcgc tattacatat
  2016061 cgaaaaagat ccaagcaatg aaaaagtaca ggaacaatta tttgcagtgc aacaacgtat
  2016121 ggacgcaatg agtgtgtggg aagcaaatgc gaacgcaaaa tcgttattaa cgaaattagg
  2016181 aattacggat ttcacagcaa ctgttggaaa tttatctggt gggcagaaaa aacgtattgc
  2016241 gatggcgcag tgttttattg aaacaccgga tctattaatt ttagatgagc ctacgaacca
  2016301 tcttgaccat gagacagttg agtggttaga ggaatattta gcaaggtaca caggtgcggt
  2016361 attacttgta acccatgatc gttatttctt agatcgtgtg acgaatcgta ttttcgaatt
  2016421 agataatgga aaattgtata gttatgaagg gaattacagt acgtttttag aagcgaaagc
  2016481 acttcgtgaa gaacaagaac ttgcacaaga atcaaaacgt caaaacttat atcgccgtga
  2016541 actagcgtgg attcgccgtg gtgcaaaagc tcgttcgaca aagcaaaagg cacgtattca
  2016601 acgatttgaa gagttaaaag gtcaagaagg tccagctgca aaacagtcag ttgatattgc
  2016661 gcttagcggt agtcgccttg gaaaaaaagt acttgagtta aaagatgtaa cgaaaaaatt
  2016721 tggcgataaa acagtattaa acaacttcaa tcatatcgtg aaaccaggcg atcgtatcgg
  2016781 aattattgga gcgaatggaa gcgggaaatc ttcgctatta aatatgcttg caggtaaaat
  2016841 atctcctgat agtggtgaaa ttgaagttgg gcaaacagta aaaatcgctt actatacgca
  2016901 agaaaatgaa gaaatgaatt taaatcaacg tatgattgaa tacattaaag aaattgcgga
  2016961 agttattcat acgacagatg gaaaagtaat tggtgcgtct caaatgttag aacgtttctt
  2017021 attcccaccg cattcacatg gtacacctct tggtaaatta tctggcggtg aaagaagacg
  2017081 tttatattta ttacgtatat taatgggaga accgaacgta ctattactgg atgagcctac
  2017141 gaatgatcta gatccacaaa cattaactgt attagaagat tatttagaag atttttcagg
  2017201 tgtcgtttta actgtatcgc atgaccgtta cttcttagat aaagtagtag atgaattgtt
  2017261 catctttact ggagaaggag aagtgcgcga atttctaggt agttatacgg attatttaga
  2017321 aatggaaaaa acgagagaac ttattgagaa agcggaagta cagaaagaga aaaaagtagt
  2017381 agaagaagct ccgaaacaac aacgtaagcg taaactttca tataacgagc agcgcgaatg
  2017441 ggaaactatt gaagatacaa ttgcggaact tgaagaaaaa ctagaatcaa ttggagaaga
  2017501 gcttgcgaat gttggttctg atttcacaaa agcacaagaa ttatctgaag cacagcaaaa
  2017561 aacagaagaa gagctagaaa aaacgatgga aagatggagt gaactatccg acattgttga
  2017621 aggattaaaa taaaaacaag ctgcatatat tgaaaagtaa agagaaaaac tttacactat
  2017681 tggtagaacc tattttagga gggaaaaaat gagaacatct aatccaatgt tgaaaaaaga
  2017741 ggcattccgt aaagagggag caagcgcttc tgcaatgact attggcggaa cagtaggcaa
  2017801 aacgtttatt atgcttatct tgctacttgc aacgtctgtc tattcataca tacagatgat
  2017861 ggagggtacg atgaagatgc cagtattaat tggtgcttta atcgttgcgg caatcatcgc
  2017921 atttgcgtct atgttcttcc cacgtatttc accttttggt gcaccaatct atgcggcagt
  2017981 agaaggggtt gtgttaggta gtatttcagc agtttataca atgaaatttg gcgattcaat
  2018041 cgttttaaat gctgttttac taacaatctc aattctattt gcaatgttag tgttatatgc
  2018101 aacacgtgta gtaaaagtaa cggataaatt ccgtacaggc gtgatggcag caacacttgg
  2018161 aattatggtt atgtatttag tagtatttct actaaacatg tttggtgtaa cggttccgta
  2018221 cattcaccaa ggcggtacga ttggtattat tattagtgca gttgttatcg tagttgctgc
  2018281 attaaactta ttactagatt tcgatttaat cgaaaatggt gtacgtagtc aagctccgaa
  2018341 atatatggag tggtacactg caatgggact aatgcttaca ttagtttggt tatacttaga
  2018401 aattcttcgt ttcgtttctt actttacgaa aaatgactaa taaaaaatcc tgcatgaaaa
  2018461 atgcaggatt ttttgttttt caaagataaa ttgatgatgt ggtataatat ggatgttagt
  2018521 aaccttaaat tgaaggggat ggaatatgat gaaagagaag aaagggatta tgaaaaaact
  2018581 attttctaaa agttttttca tagaactaga tgatgcttta acgtatccat cgggagaagt
  2018641 tattacttca gctattgaaa gttatacagc tgaatgtaat gaacaactga aatttgagag
  2018701 taaagtaaaa ccgataattt tctacttaga agaagtattg tatcgagcgg aagtaaagat
  2018761 ggcccgcgga ggatattaca tttcatgcag tgaagtataa attttgaaac cttacatgtt
  2018821 taaaatatgt aaggtttctt tttttctttt atagcataaa aaataatctt ttttacttta
  2018881 aaacatatta ttttacgctt tttacccttc atacattttt atttacaatg aagaaaaata
  2018941 tgtgaggtgg tataacttat gatgaatcga gttgtattaa tcggtagatt gacaaaggag
  2019001 ccagaattat actacacaaa gcaaggcgtc gcgtatgcac gagtatgtgt tgcggtgaat
  2019061 agaggatttc gaaatagttt aggtgaacaa caagtagatt ttattaattg tgtcgtttgg
  2019121 cgaaaatcgg ctgagaatgt aactgaatat tgtacgaaag ggtctcttgt tggaattacc
  2019181 ggacgtattc atacgaggaa ttacgaggat gatcaaggaa agagaatata tataacggaa
  2019241 gtcgtgatag agagcattac atttttggag agaaggcgcg aaggtgcatc gcaataagag
  2019301 ggtctagtaa catagccctc tatcactttt gattaatacc ttcccaaaca acatctaatt
  2019361 gttgattgag aatatttttc gcattgattt catttccatg tagtagcgaa tgcgacatta
  2019421 gtgtataaaa ataagtgctc ataacagtag aagtgataat atttatatcc cattgactgt
  2019481 ttaattttcc tgtctctttc gcttctgtaa taattgaaga caaaccttct tgtagctgtt
  2019541 gtatactttt taattcattt tctactaagt agtttgactt tataatctca aagatggcat
  2019601 gcttcattaa atcaccatgt ccagtaaatc gatccagtaa atcgcctaaa acaagtttga
  2019661 ttctttcttt tggatgttcc acattttcgt aagtttttaa actttcattc catagctcaa
  2019721 tttgagaatc acctaaaaat aataatatgt tttccttttt cggaaagtag ttgaagaaag
  2019781 tgcccttcgc tatcccacat gcagtagtaa tatcttgaac cgttacattt tcgtacccgc
  2019841 gttcttgaaa gagctgtact gcttttagaa atataagttc ctttaactct ttttttctcg
  2019901 tttctctaag cattttatct actcctaaca aaaataatta tatctgttta agagataatc
  2019961 tcaaatagaa tcttacgtca taattctgtt tatagttttc attatagtta catgttataa
  2020021 atgaaaacta tatagttcat gtgttcgctt ttcagaaacc cattttggca tacgtttcat
  2020081 tacttcgttt cttactagag ttaaaggttt actttctatt tgcgctattt ttccaacttt
  2020141 ccatgcagtg tttgagattt tttcaattct atctcgtcgt ttttgttcaa attctgtaaa
  2020201 tgcttgacga taataagcat tatttttgat acattcagcc agaataatcg catcttcaat
  2020261 tgcttgacaa gcaccttgac ctaaatttgg agtaagtgca tgggcagcat ccccaataaa
  2020321 tacgatgcgt ttgtcaaaaa actgtttcat tggcgtaatg tctataatat cacgatgaat
  2020381 catatcaaca tccgatgcgt tttgtaaaat agatgggatt ggattatggt aagttttgaa
  2020441 atgattatat aaatctgctg ttgtgtaagc tttgtatttt ggatctctag ctttagcatt
  2020501 tatgagcgca taccagtata cttcgttgtt aggaagaggg acgataccaa atctaccgtt
  2020561 tgttccccaa gtttcaataa aatcatttgt taaagaaaga ttattagcag gagttacgcc
  2020621 gcgccaacac gtatatcctg cataacgata attatcgcct tgtgttactt attttcgaat
  2020681 gacagaatga ataccatcag ccgcaatgag tatattaccg agtgcttcac taccatcttg
  2020741 aaatactatt tttaaggcgt ttgcttcatt ctgttctatt tttacgcatt cttttcccca
  2020801 cttgacagta tcttctttta gttcagaaag tagtaattgg tgtaaatctt ttctatgaat
  2020861 ggagtacatt tttggatagc aagttggaat aattaactta ttgaaagtag tacctttttc
  2020921 ggatacaagg ttaaaaccgt cactttcgtt gccgaatttt ttgattttct tagaaatgcc
  2020981 gtatagttca agtgcttgca ttgcgtttgg ggcaatgata atacccgcac cagcaacagt
  2021041 aggttcagta tttttgtcat atacttttac atctaatcct atttttgtaa ggaaattgct
  2021101 gcacatagac cagcaatgcc gccaccaata attatgacat tattcattta ttatcacacc
  2021161 acctttgaat gactttgttc ataaaatgac cgaggtcatt ttatgagtta aggttaatcc
  2021221 ctttttatgt aattgtcaat tatactttta actatagtta tggaacgatt agttgaaaat
  2021281 aaaatgaatg aaactgctaa gaaatgtaga aaagtaaaga gtaaaattaa gcattcgagt
  2021341 aggagtatag cgtgataaca tgttacaata cagctaagaa catgcaataa aggagagttt
  2021401 tttacgtgaa gattaaagca attgaaccga cgccaagtcc aaatacaatg aaagttattt
  2021461 tgaatgaagt attaccatca ggagcacgta ataattatac aaatgaaaat aaagaacaag
  2021521 caccaatgca agtacaagaa attttgaaaa ttgaaggcat taaaggtgta tatcatgtag
  2021581 ccgacttttt agcagtggag cgaaatgcga agtatgactg gaaagtttta ttacaacaag
  2021641 ttcgtgctgt tttcggtgaa gaagtagtag aagaaagtga agaacaacaa cttgctcatt
  2021701 ttggggaagt gaaagtgttt gttcaaatgt tctttacaat tccaatgcaa gtaaagttaa
  2021761 cagatgggac gacagaagaa cgtgttggtt taccagatcg ttttaaagaa tcaattatga
  2021821 aagtgcaaat gtctgcacca aacgttgtaa aagagcgtaa atgggtggaa caaagtacac
  2021881 gttacggtaa ctttgaagaa attgggaaag aagtagtaga agagattgtt gctgcttatt
  2021941 cagaagaacg tgtaaatgaa acggtcaaag aattattaaa tcaggcaggt gctgttgaag
  2022001 taacgattca aaagcgtgag ccatataaag taacagaaga gatgatgaag gatgctgact
  2022061 ggaaaaaacg tttcgcagca ttagaacaaa tggatcctac tgaagaagat attccagtgt
  2022121 tgaagatggc gttagatgat gaaaaagttt cgattcgccg tttagcaaca gcgtatttag
  2022181 gtatggtaaa aggtgatgaa gtattgccgt tattatataa agcgctatta gatcgttcag
  2022241 taagtgttcg ccgtacagcg ggcgattgtt tatcagatgt aggtgatccg gcagcgatgt
  2022301 ttgttatgat taaatctctg aaagattcaa gtaaattagt acgctggcgt gcagcaatgt
  2022361 tcttatttga acttggagat gaaagtgcga ttccagcatt aaaagcagcg caagatgatc
  2022421 cagagtttga agtagcgatg caagctcgtc tagcattaga gcgtattgaa ggcggcgaag
  2022481 aagcaaaagg ttctgtatgg aaacaaatga cggagtctcg taaaggggaa taatgtatga
  2022541 ttgttttcta tgatagttgg tgtccgatgt gtacggcggt tgcagatcgt acgaaaaaat
  2022601 tagataaaaa aggtaaggtg aaatttgttt catttcgaga taaagaggta gttgaaaagt
  2022661 atgaactttc tcaagaacta caaagtaaga tggaacaaag attgtatatt tttaaaaata
  2022721 ataagtggta tgacggcatt catagcatac atgtattagc aaagtccatt ccatcttatt
  2022781 ggtttgcggt gccttttata aagctatcta tcgtacttgg atttggaagt aaagtatatg
  2022841 attatatcgc taacaataga aaacttgtcc cagttggaca ttgccgcgaa gggatttgtg
  2022901 aaatctctac aaaaaaataa aatcatcgtt atctttcttt tgcacctatt aatagagcgt
  2022961 gatatgatga atttggaatg aaagttgaag gagagattac aagatgtcaa atgcttatga
  2023021 agaatacatg cgccaaatgg taatcccaat gcgtcaagaa ttagtgcgct ctgggtttga
  2023081 agagttaact acagaagaag ctgtaacaga atttatggaa aacacaacgg gtacaacttt
  2023141 agtagttgta aactctgttt gtggttgtgc agctggttta gcacgtccat cagcaggtca
  2023201 agcggttgtt cgtgctgaaa aacaacctga tcatcttgta actgtatttg caggtcaaga
  2023261 taaagatgct actgcaaaaa tgcgtgaata cttcggagaa attcctccat cttcaccatc
  2023321 aatggcatta ttaaaaggaa aagaagttgt tcacttcatt caccgtcatg aaattgaagg
  2023381 tgcaactatg gacgaaatta ttacgaactt agaacaagct tttgaaaaga attgctaaag
  2023441 aagggggaga gtaaatctcc ctcttttctt tatatagagg tgaaaaaatg atcgtaacaa
  2023501 cagcaggaag aacgaataaa gaaatgacag attatgcaaa gcaggtggcc gcagaattaa
  2023561 atggttcatt cgttaaacgt aacgacatac cagtacataa actgcatgag caatatgaac
  2023621 aagatgtact tgttgtaggg aagaaccgat tagctattta tccgaaaggt acggaagagt
  2023681 catttttctt tcatccaaac tcagcgatgt ttcgtgtgaa aagattaatg cgcggagaac
  2023741 acgacccgtt tgtacaagcc acgcaattag agagtggaat gacagtgtta gattgtacgc
  2023801 tcggtatggc atcagatagt attgtagcga gttatatggt tggtgaaagt ggaaaagtaa
  2023861 ccggacttga aggcaatgag tatatggctt atattatgga aaatggtttg aaaacatggt
  2023921 cttcatctgt ttctgaaatt gatgaagcaa tgcaacgaat tgatgtgaag caaacggagc
  2023981 attacgcgtt tttaaaacaa tgtggagaca atagctatga tgttgtgtat cttgatccaa
  2024041 tgtttgaaga aactgttata gaatcagatg gaattaaagg attaaaacac ttcgctttgt
  2024101 atcatgatat tactgacgaa acaattgcgg aggcaaaacg agtggcgaga aaacgtgtcg
  2024161 ttttaaaaga tcattttcgt agttctagat ttgaaaaaca caattttcac gtatacaaaa
  2024221 gaaaaagtgc taagtttcac tttggtgtaa ttgacccttg ctaattgttt gaaaagatgt
  2024281 ataataagca ataattaatt aaatatactg tctgtgatga agagagtagt cttttttaga
  2024341 aggaaagcga gctagggatg gtgtgagcct agtgcggaag aaaaagatga agcgcacttc
  2024401 ggagatgctt cttgaacgaa tagtagagtg agccgaggcc ccctgtcctc gttataaacg
  2024461 ggaaagtggt tcgtaatgaa caacaagggt ggtaccacgg gttcaaactc gtctcttttt
  2024521 tagagacgag ttttttgtgt tttaaaaaat aaggagggtg tagtatggat tataaaacgc
  2024581 agtttgcgga aagtttatct aatattttta cgaatgaatt aacgcaacag caaattttag
  2024641 atttaattga aacaccgaaa caagatgaat ttggagatgc tgcatttccg tgtttttcac
  2024701 ttgcgaagca atataaaaaa tcaccagcta ttatcgcaaa ggaagttgca gagaaattaa
  2024761 gtgatccgtt ttttacgaaa gtagaggctg ttggtcctta tgtaaatgta ttttttaatc
  2024821 gtgatacagt aagtgatgca gtattaaaaa cgattttagc ggagaaagaa gagtacggta
  2024881 aaaattattt tggatgtgaa aaaacggtcg ttatcgatta ttcctcacct aatatcgcga
  2024941 aacctttttc aatggggcat ttacgttcta caatgattgg aaattcattg aagcatatcg
  2025001 ctgaaaaatg tgggtatgaa gttgtaggaa ttaattatat tggagactgg ggaacacagt
  2025061 ttggaaagtt aattacggct tataaaaaat ggggaaatga agcagtagtg aaagaggatc
  2025121 caatacgtga attatttaag ttatatgttc aatttcatga agaggtaaaa gacgacgaag
  2025181 aattagaaga agaaggacgc gcttggttta agaaattaga agaaggtgat gaagaagctg
  2025241 ttgaactttg gaattggttc cgccacgaat ccttaaaaga attttctcgt atttatgaac
  2025301 ttctcggtgt ggaatttact aattttcaag gagaagcttt ttataataat ttaatggaag
  2025361 actttattgg gattttagag gaacatgatt tacttgaaga gtcagaaggt gcattagtcg
  2025421 ttaatttaga agaagagggc atgccacctt gcttaattag aaaatcagat ggtgcgacga
  2025481 tttacgcaac gcgtgactta acggcagctc tatatcgtca aaacacattt ggttttgata
  2025541 aagcgttata cgtagttggc ccagaacaaa gtttacactt caatcaattc ttcactgtat
  2025601 taaaaaagct cggctacact tgggttgatg gcatggaaca tgtaccgttt gggttcattt
  2025661 taaaagacgg taagaaaatg tccacacgta aaggaagagt tattttactt gaagaagtac
  2025721 ttgaggaagc aatcgaactt gcaaaacaaa atattgaaga gaaaaatcca aacttgaaac
  2025781 agaaagaaga agtagcaaag caagtcggcg ctggcgcagt catcttccac gatttaaaaa
  2025841 atgagcgtat gcacaatatt gaattctcat tagaaaatat gctgaaattc gaaggggaaa
  2025901 caggcccgta cgtacaatac acacatgcac gtgcttgctc tattttaaga aaagaaagtg
  2025961 tagaatttga aacgtgtaca tttgcattaa aagatgatca tagctggagt gttgtaaaat
  2026021 tactcaataa attcccacaa gtaattgaaa tagccttcaa caaaaatgaa ccatcggtta
  2026081 tttcgaaata cgtattagat gtagcgcaat cgtttaataa atattacggg aatgtgcgta
  2026141 tattagaaga gagtgaagag aaagacagta gactggcatt agtgtatgct gtgacggttg
  2026201 tattaaaaga ggggttacgt ttacttgggg tggaggcacc tgaggagatg taacatagta
  2026261 ataaactgac aaactgggtt tagtatataa acctggtttg ttttttattt ggatatataa
  2026321 ttaattttca aaatcaatta aaatcttttt agagaggatg atttatattg attcgaaata
  2026381 tgattttaca aattccttgt catagaagat cagatagaag ttttcttaaa ctacaaaaat
  2026441 acataccttt atgtgcgcgt tgtacaggca tgcttatcgg tatattaatg tttccaattt
  2026501 atttttatat aacactttca tttctttttg caattatact atcattttct gctcaaattc
  2026561 cgttacttat tgatggattt acccaaaagt ggaaatggag aagtagcata aatttactaa
  2026621 gagtaactac tggtgtatta agcggtaatg gtatggggtt atttatttca tcaagtgtta
  2026681 tttggatatt atcttaaggt atatagtaac ggaggtattt acatagatgt tctggattta
  2026741 cttaattcta atttttattt caggtggaag tggagttggt tttatgattc aaaataagta
  2026801 tacagaagca ataatagctt ttactatttg tatactattg tttgggctac tgtattatta
  2026861 tcttaagaga aacaaaagaa agagaaaagc agattgtggc gatttagatt gtacggattg
  2026921 ttttgattgt gattgtactt gttaaatttt tcttccaaat aaaaagctag tgtgttttta
  2026981 ataatacact agctttttgc tttgaaattt taagaaaagt gtaggaatac gactattata
  2027041 tagagaactt tagttttgta tataaaagga ggcgttagac gttggaaacg tatgattgga
  2027101 acagtaaact aacttattta aaaaatacaa gagatttata ttacaatgac gattatgtaa
  2027161 gctttttagt aaatacagtt tggagaatca ctaagccagt acatatcgtt gattacggtt
  2027221 gtggatatgg ttatttaggc ttaatattaa tgccattact tccaaaagga tcaaagtata
  2027281 caggcattga tagcggggga acattacttg ctgaagcgag agaattgttt cgtttacttc
  2027341 catatgagac acaatttctt gaaggagatg ctacagaaat tgaattgaac gatacatatg
  2027401 atatagcaat ttgtcatgcg ttcttgttac atatgagttc accaaaaacg atgttacaaa
  2027461 aaatgatgca ttcagttaaa aagggcggaa aaataatctg ttttgaacca cattggatat
  2027521 caaatatgtc ttcatacttt ttagatgggg agaatcaatc ggaaattatt aggttaggca
  2027581 ctttgcagaa gttatttgaa agtgacacac agagaaacgg aaaagatgga aatatcggca
  2027641 tgaaaatacc gatatattta agtgaattag gtgtgaaaaa tattgaatgt agagtaagtg
  2027701 ataaagtgaa ctttttagat tctaatatgc accataatag taaagcgaag ttgtatcatt
  2027761 cattaaagga agaggggatt gcggagaatc caggtgataa acagcaattt ataggacgtt
  2027821 taatagacag aggattaaca tatgatgatg cgctagctca atatgaagct gaactacaat
  2027881 tttttaaagc atttcatata cattcttcat tagtatacgc tccgaatatg aaaattacat
  2027941 ttggtgaaat agtatgttaa aaggtagtaa tacgatgaaa aatgtcgata agtcgatatt
  2028001 cgacatataa tcgctgatat attttaagaa tcggtcgata tattttggaa atcgccgata
  2028061 aaatgaaaaa atcgctgata tatttgaatt atcgctgata taatttcatg tactgattac
  2028121 agctatataa aaataagatc cacatgttac gttattccat ataatcaaac aaaatatgga
  2028181 gaaaaacaat catttctact atattttgtt ataaatttga ataatattaa ttaataccat
  2028241 ccattatagg agattttagt tgaatacata caatatgatg tgtaaaatct aagcaagtag
  2028301 cagtataaat aaatattcga ggtgaataca tgctagattt taagcagtta gatgcttgtt
  2028361 tgaaagacaa gagatttata gatggattac aggaaataaa taatgaaatt tcatatataa
  2028421 aagaaaagaa ttctttatct tatgtgaaga attggcttgc taatattcct tcacataagg
  2028481 agtttgatat attaattcgc cttactgatg aagggcttat gcaccaatac agttcattcc
  2028541 tcattcgcta cgcctataaa aaattcccaa atatgagaac actctcttta tattgtgatg
  2028601 agttaattga tgagcggaaa attcttgaag cagaacagct gttaaaagac tcattagaag
  2028661 aggtaaataa agcagaaatt gaagttgatc ttttagcgaa aacatatttt acgttagtac
  2028721 gatgtttgtt ggaaatgaaa cgaaatgaag aagctcttta ttatatgaaa aaggcagagg
  2028781 agtacagtga acgtgccgta tttgataaat ggggctacgt ctatatgcat acaggtgaat
  2028841 gggagaaagc agaagaacaa tttatagctg gtatgcagca taaagattgc gaagagttat
  2028901 ctacctattt attatcacag ttatatgcga ataaaggaga acaaaaacgt gcattgcagc
  2028961 taattgatga tgcgattgta aagttcccgc aagtaccata ttttcatttt gaaaaggtaa
  2029021 aatatttatt agatttagga aagtatgaag aaatgttagc ggtaataggt aacataaata
  2029081 atcaacttcc ttatcatgcg tataaagctt attttgtaca tttacgtgca gaagcgcttt
  2029141 acaaaatgaa taaacttgta gatttacaac agttattaca agaagaaaaa agtttaaaag
  2029201 ggtctttata tcataattta gcaaaaaatc cagatggaaa aaaggttcgc ttaccgatag
  2029261 ttccaattgt acaaaaggat aattattgcg taccaacaag tttagaaatg atgttgcaaa
  2029321 tttggggaga aaaacggaca caagatgaaa tagcagagtt tatttttgat atgacaggct
  2029381 cgaagttttc agatactgtt tcttatttag aagaattagg ttatgaacat cgttatttta
  2029441 aagggaatgt agaaaattat aagagattgt taaatcaggg gatccccgta ttattaagta
  2029501 tagatattga gcatgcttca catgtacaag tactagctgg atatgatgat acattgcagg
  2029561 ccttttatgt tcaagatccg aactttatag agccagtgat tgtggaatat agtaagttac
  2029621 aagaaaaata tcgttataca ggttgtttag caattacgtt tgttccgcaa gaaaagaagg
  2029681 aacaattatc atttttaaat gaagaagaaa atgattattt caaatctatt ttttctttaa
  2029741 cggatcattt agatgaacaa gataaagctg ggattcataa cttagtacaa tttttaaaag
  2029801 agacgagtga taatccgaat acgtggttat atacggttaa gcacttagat gttgaagtag
  2029861 ataaagaatt tattatatct tgtattgaaa agttaatgga gaaatttcca aactcggact
  2029921 ttgttaaatt acatggtgcg cagtgcttta ttcgccttga agagttagaa aaagctgggt
  2029981 acatgcttgc gagtgttgag aagaaaaata atcgtgcatt atatcattta ataaacggaa
  2030041 ggtatgcttt tgagcaggaa agttatatag aagcaatttc aagttttcgt tcctcgttac
  2030101 aattagacgc ggatcagccg attgcttgga gttttctcgc tttatcgtat atgtatatcg
  2030161 atcagtctga aaaggcgttg cagttttctc aagtagcttt agagcgtagc ccggaacgat
  2030221 tcactttaac gaatcacggg ttaatattaa tagatttaga aagatatgaa gaagcgtatg
  2030281 aaatctttaa tgatttgtta aaagaataca aaaatgaagc acatgtatag tatgagcgag
  2030341 cgagatgtgc gcatcattta gggaaattat atttagcaat aaaagggctt aaaatagcaa
  2030401 ttcatttgga tagtaatgca ccttatattt atacaaaact tgcggaaata tacgaatctg
  2030461 atttgaagga tgaagaaagg acgaaagaag ttttattaaa aggtattgag aagtgtgatg
  2030521 ataaggcacc tctatacgta aaacttggtg attaccattt ccaaaatgat agtctggaag
  2030581 aagcagaaac attgtatact cgtgctttgg aagaaaatca tgatgatgtt tattctcact
  2030641 tcggacttac gcaagtttat atggcaagag aacaatataa ggaagcgaaa gaatatattc
  2030701 tcagtattga aaaacaaatt gaaaagagcc aagatttcct tatgaacgcg ggaatggttt
  2030761 tatgggatgc tgaggttgaa cttggtggaa gtgaagaagg atttaaagta gcattgtcta
  2030821 agttagagag tggtataaag cagagcgaat ataatgtagc aagtgcgtta gatgaatatg
  2030881 tgaatcgaat taaaggaacc gtatttgtac aacgaggaat agcattctta agaacgatac
  2030941 acaaagaaag aaatgaagta agtgagtacg gttgttatat aggtatttta tatgaatcta
  2031001 ttggacagta cggccaagcg atgaaaagat ataataaggt gatagaacaa aaggaaacgg
  2031061 cattaccgta ttaccgaatt ggtgaaacac ttatggcatt agggcaattg acggaagcaa
  2031121 aacaagcgta tgaaacatgt ttagaacttg atgggaattt cgtcggtgta catttacagc
  2031181 ttgcagaaat atacgaaaaa gaagaaaatc gttctaaaga acaaagtcat atggttcagg
  2031241 cgatgaaaga agagccgttg catattaata tggaatattt ggcacagctt tcagtagaga
  2031301 tgaatcttca ggaagagttg ctggctgaac tagaacaatt agcagacgaa gtacctgaaa
  2031361 tatggcgatt agatgcgatt gcatacgtgt atggagcgat ggatgaaata gataaagaac
  2031421 aagcgcagat tgaagaggca ctaagattag atggcgagca tacagaagtt ttatatcatt
  2031481 atgcaaaagt attagtgaaa aatagaaatg caaaagcaat tgaaattgca atgaaggtta
  2031541 tacaaaaaga tataaataat gaacgtatat ttgatgtata tgtaaaagcg atagaacaac
  2031601 ataagaaatg gtctaacata cgagattttc ttcatacact aaaagtgaaa aaagctgaaa
  2031661 gaagtatggc atttatgtat gcagcatctg cggtgacgga aagatggatt gaacgtcaac
  2031721 aaaatgaaca gccgaagaaa tccataatta caagagcttt ttatcgcatg aaaaaccgtg
  2031781 cgaaagaaat ttcgattatt actacaatca ttgatttata tgaaatctca ttaaagttaa
  2031841 atcaaaaaaa tagtatggca gcgcagcgat ttgcactatt ttacgagaat gtggcgatgt
  2031901 ataaagaggc gatagatgta ctgcaaacat cattagaaag taaatgggat tacgatgtag
  2031961 cgaagcaact tgtaaatctt ttcatagagt gtgatgaaga ggatatgata agggatgcgt
  2032021 cggaattaac gaagcaaatg gttcgagagt taccagatga ttacgatact cttcttctgc
  2032081 atgcgcaagt attgtttaaa gcaggggaag aaagaaaagc agaaaagatt accttacaat
  2032141 taacggagca aacaccgttt gtaagtagag cgtttcttgc tttaggagaa atatatcaaa
  2032201 gtcaagaacg gtttgaagag gcaattcaag tattagaaaa tgcttctata catcatccga
  2032261 atgaaacagc aattcttctt tctttagcat cttcttatca tggtgccaga caaacgatac
  2032321 aggcagaaaa aataacaaat gaagcattaa aaattgatga gagtgatttg ttagcaagat
  2032381 atgatcgtgt ttgctattta gcacagttaa acagaatgga agaggcgaag gtagaacttg
  2032441 agattgtact tcgtgaggat gagtcaggat ttttcgctga acttatcgag gatgatgaaa
  2032501 atttagtagc attgcgagaa tttgaaaaat aattgtataa gaatagggga aaaggaaaca
  2032561 aataaaaata tattttgaat tagttgacaa ttagttgcca aatggcataa aatagctttt
  2032621 aacaaagtat acaaatctga agacgagaaa gggtaaaata gtgtactgtt ccccagagag
  2032681 ccggtatgtt gctgaaagcc ggtgtacaga tgttatttga aaatcatctc cgaggagccg
  2032741 aggctgaaaa taagtaagct cggacgggtg tctaccgtta caaggaacac gtatgatcgt
  2032801 acgttgctaa gtgctattag tgaagaacta atagaattag ggtggtatcg cgggtaaacc
  2032861 cgtccctact ttatagggac gggttttttg tgtgctttaa aacattcaaa aggagtgatt
  2032921 gtagatgaag aaagtagatg taaaagaatc agctgtagga agagaaatgc gaattcgcaa
  2032981 acagtggaac gaacaaaata ttttcgaaca atcaattcag aatcgagaag gcgcacaatc
  2033041 ttttgtgttt tatgaaggac caccgacggc gaatggatta ccgcatgtag gtcatgcact
  2033101 tggacgaaca attaaagatg tagtagcaag atataaaacg atggctggtt ataaagtatt
  2033161 aagaaaagcg ggatgggata cgcacggctt acctgtagaa ttaggtgttg agaagcaact
  2033221 cggtatttct ggtaaacatg aaatcgagga gtacggaatt gaaccattta ttaaaaagtg
  2033281 taaagagagt gtattcacat atgaaaagca gtggcgtgaa ttcactgaaa gcatcggtta
  2033341 ttgggtagat atggatgatc catacgttac gttagagaat ccatatatcg aaagtgtatg
  2033401 gcatatttta gggacgattc atgaaaaagg attattgtat aaagggcata gagtttcacc
  2033461 atattgccca agctgtcaaa cttcactaag ttcacatgag gttgcccaag ggtataaaac
  2033521 agtaaaagat ttaagtgcaa ccgttaagtt taaagtgaag gatagtgaaa atgaatattt
  2033581 cctaggttgg acgacaacac cttggacact tccagcaaat gttgcactcg ctgtacatcc
  2033641 aaatatggaa tacgtgaaag caaaacaaga aggtcatgta tacattgttg cgaaagaacg
  2033701 tgtacaagat gtattaaaag aaaactatga agtattatct gttcataaag gagaagaatt
  2033761 attaaatatt tcttatacag caccgtttcc gatgaaagaa gttacaaatg gttaccgcgt
  2033821 tatcggagca gattttgtaa cggcagatag tggtacagga cttgttcata ttgctccagc
  2033881 atacggagag gacgattata gagtcgtgca aagtgaagga ttgtccttct tacatgttgt
  2033941 agatgagaaa ggtgagtata cagaggcagt accatttttg aaagggaagt ttgtaaaaga
  2034001 ttgtgacgta gatatcgttc gttatttagc gaaggaagat ttactatacc ataaagaaaa
  2034061 gtatgaacac agttacccac attgttggcg ctgtgattca ccacttcttt attatgcagg
  2034121 agagagctgg ttaatccgca cgactgcaat taaagataca tttttacaaa acaacgatac
  2034181 tgttacttgg tatccagatc atatgaaaca tggacgattt ggtaagtttt tagaaaacat
  2034241 ggtggactgg aatattagcc gaaatagata ttggggaaca ccattaaacg tatgggaatg
  2034301 tgaacgttgc gatcatcaat tcgcaccgaa aagcattgct gatttaagaa agcatagtat
  2034361 gaaagagaca cctgaagact tagaattgca taagccatat gtagatgaag tgcaagtttg
  2034421 ctgcgaaaaa tgcggaagta caatgaatcg tacaccagaa gtaattgatg tttggtttga
  2034481 tagtggttcg atgccatttg cgcaatatca ttatccgttt gaaaataaag agttatttga
  2034541 agaacagttt ccagcagatg taattgcaga aggaattgat caaacacgcg gctggtttta
  2034601 tagtttatta gctgtatcag cactatatac tggaaaagta ccgtataaac gagtgctatc
  2034661 actagggcat gttctagacg aggaaggaca gaaaatgtct aaaagtaaag ggaatgcact
  2034721 agatccagtt gatttagtag ggaagtttgg tgcagatgct ttaagatggg ctctacttgt
  2034781 tgatagtgct ctgtggaatg cgaaacgttt ttctgaaaga acagtactgg aagcgaaatc
  2034841 taaatttgta gatacgttag tcaatgtgta tagcttctac gttttatatg caaatttaga
  2034901 tgagtataat ccgaatgaaa catatgacgt aaagcggacg aaattggatg aatgggtatt
  2034961 atcaagattg catagcacaa cgaaaaaagt gagaacagca cttgatgatt atcaatttac
  2035021 gaatgcagct cgtgaaatcg cggcacttgt agatgaagta agtaactggt acgtaagacg
  2035081 atcacgtaat cgtttctggg aatcgggtat gaatgcggaa aaagcagctg cgtatgaaac
  2035141 acttcatgac gtgcttgtga caattagtaa attaatcgca ccgtttacac cgtttgtcgc
  2035201 tgaagatgtt catttgaatt taactggaag tagcgttcat ctagaggatt atccagttgt
  2035261 aaatgaatca ttacttcagc cgaaattaga agcggaaatg gatgctgttt tacaagttgt
  2035321 tgaacttgga agaagtaacc gtaatcagca ttctttaaaa gtaaaacagc cgttagcgga
  2035381 acttgtacta cttgagcata atgaaaatga tatggactgg gaatcttatc gtgatatcgt
  2035441 catggatgag ttaaatgtga aggcgttcca tgttgaacta gatgaaacga aatatacatc
  2035501 ctatcaatta aaactgaatt ttaaaaaggc tgggccgaag ttcggtaaaa atgtgaatgc
  2035561 agtaaatggc tggctaaaac aattatcaca agacgaggta cagaactttg tctctacaga
  2035621 aagagcagtt tacgaagtag caccaggaga agaaatagtt gtaacgactg aagatgtatt
  2035681 agtagagaaa gttgcaaaat caggattctc taatacgact aacggacaat atacagttat
  2035741 gttagatacg aatgtaacgg aagaattgtt acaagaagga gtagcacgtg agtttattcg
  2035801 cgccgttcaa gaatatcgta agcagttgaa tttaccagta aatttacgag tggatgttat
  2035861 tcttgataca gaggaagagc tacagcaaac gttaacgaat cataaagagt tgttggaaga
  2035921 aaacttactc gttaaacaat ttacatttgg tcacttaacg aatgaagacg atgaactttc
  2035981 tttaggtgag acaaaagtcc gcattaaatt aagtactgct cagtaaagaa aaaaggaagt
  2036041 tggaatgatt ccaacttcct ttttgtgtgc tggaaatgta tcctgttatt ttccacataa
  2036101 tccattcgat aggacctcta gcacatatct taccaaaaat aatactgtag aagtatattt
  2036161 ctacagtatt gttttcgctt tacacataaa tattgagaaa ctttcactca ccctaaatgg
  2036221 aaaggtaata gaattgttta tagagaatta aacgtagatt caatttttat ccatccattt
  2036281 tgtaaagaat gattgcctag tgggaatggg gaaaggttga gctactttat tagggggagt
  2036341 ggttctatgt ttaataaaaa aatggtggca atggcgatga ctgtgccatt agtaatgggg
  2036401 acgctttcta ctgtttctgc agtagagaca aagaaacaag taaaggtgga agcttattcg
  2036461 ccacagaaaa aagctattga atatttaaaa gggaatgcca atcagtacgg attaaagcca
  2036521 gacctttcag acttgcaata tatttctaca acagaaacac ctgtagcttc atatgttagg
  2036581 ttccaacaag ttgtgaatgg tgcacctgta ttttcaaatc aaattacagt aactctaaac
  2036641 ggagaaggaa agggtgtact tgctgtttct gattatcaac ctattaaagc tgtgaagcaa
  2036701 gtaacggaaa aaattagtga aaaagatgca atacaaaaat caatggcgta tgttggagaa
  2036761 gcaagtgagc aaaacttatg ggctcctaca gagaaagaat ttggatacat tattgaagag
  2036821 ggaattgctc gtccagtata taaagtggtt gtccattcta ataatccatt tggtgcatgg
  2036881 gaaacattta ttgatgcgga aaatggaaag ttaattaaaa aagttgatat aaaccgaaaa
  2036941 gtagaaggaa caggaaaagt atttttacct aaccctgtcg tatcaagtgg gagtttagca
  2037001 ggattaaaag ataataacga tgcagattca acagcgctaa cgaatcaatt aaaaactgtt
  2037061 acgttaaaag gtttagatgg gacaggattt ttaattggag agtatgtaac gatatcttca
  2037121 aaagcgagaa caaaatctac aaacttacaa tttaactata cacgcgcaaa tgatagcttt
  2037181 gaagatgtga tgtcgtatta tcatatcgat actttacaac gttacattca aagtctaggt
  2037241 tttcaaaata ttaataatcg ctccattaaa gtgaatgtga atggaacgac ggcggacaac
  2037301 tcattttatt ctccgacaac gaaagcttta acttttggta ctggcggagt agatgatgca
  2037361 gaagatgcgg gtattatcgc acatgaatat gggcattcaa ttcaagataa tcaagtccct
  2037421 ggcttcggta gttctgcaga aggcggagcg atgggagaag gatttggtga cttcttaggt
  2037481 gctacttatg aagatgctgt atcgactaca ggttacggaa aagcgtgtgt tggagagtgg
  2037541 gatgcagcgg cttattctag ttcagatcca acgtgcctac gccgattaga tacgaataaa
  2037601 gtgtatccga aagatatgaa aaatcaagta catgctgacg gtgaaatttg gtcacaagga
  2037661 caatatgaga tggcacaagc ttttggccgt gatgttgcaa caaaaattat tttacaatca
  2037721 cattggtcat taacaccaaa ctctaaattt agcgatggag caaaagcaat taagcaagca
  2037781 gatgctcttt tatacggtgg acaacacgct gctgatattg atcgtatttg ggcagcgaga
  2037841 ggaattagta cgaattaata taaaaagtcg tggcattgat aagccacgac tttttaattt
  2037901 gctttagaac tggtactagt aaagtaagct atatgaatgc tagtgtgaat ttattcgcat
  2037961 ttcatttatt tttttcgtct ttaaaaacaa aatgctcttt aaattttcta gcctccactt
  2038021 tttgaccatt tctcatagag cggaaagggt gttcttgcca tgtaataatt acatcaacct
  2038081 catctgcttt tgtagcaact ggaaaattag catgttcaaa cccagttttt ccacttgcta
  2038141 aacgactttc ctttagagag aagagttcat attttgtttt tgtttttggc tcgttgcgga
  2038201 acacttcgac atgtacgtta tatacttcac tgtttccaac attttttact gaaaattgat
  2038261 atgtttgaaa ttcatctttt ttagcttgaa gctttttttt gtttgctttt ttcggttcag
  2038321 caatattcac ttgccattga tcagagtttt gggagattgg taaagatttt ggtgaataag
  2038381 catacgtttc atttactaca attaggcata acaaaaggag aaagaaacta attgcttttt
  2038441 tcatataaac acctcactat aaaattttta ttaatatgcg taaataaaac tgaaaatatg
  2038501 taataaaatg gaaataggtg ataatttgat tcaaatgaat ttgaaaaaat ttgaagaggt
  2038561 aataaatgga gaaggattac acgaatcgtt tcatcattta gaaatacatg gtgtctgcat
  2038621 agattccaaa aacattaaag aaggaaatgt attcgttcca atcattaggg tgaaggatgg
  2038681 gcatgagtat gtgaaagagg caatggataa tggagctatc gcttccttat ggaaaaagtc
  2038741 ttacggttct ccgccaaaag ggattccaat tatatttgta gatgacactt tgtttgcttt
  2038801 gcaacaattg gcacaatttt atcgaagaga gataaatgta aaagtaatcg gaattaccgg
  2038861 tagtaatgga aaaactacgg taaaagatat agtagaaggt attttaaggt caacttatag
  2038921 agtgcataaa acaaaaggta attttaatag tcaaatcggt ttaccgttaa caattttaga
  2038981 gatgaaacga gatacagaga ttttaatact tgaaatggga atgagtgaaa aaggatgtcg
  2039041 tattattgaa aggttcacgt ggaatagctt tagaggaaat tgtccaaaag tggatgtgaa
  2039101 aaatcaaaat ttatttaaaa atgcttgcat tttacaaagt gaagagatag aatactctgt
  2039161 aaatataaaa agtgatgatc aggaaaagta catgatgcaa agatctacag agagcaatcg
  2039221 gttgctggaa agattgcgat accgcatgat ggaaagacac ctgtgagtgt tgctttgaac
  2039281 gtgataatta gtaaaagcaa acggtaccta ccgttatcag gactaagatg gtcattatga
  2039341 caatttgggt ggtaccgcgg aaaaatccgt ccctatttat aggggcggat ttttgtattc
  2039401 tttgaaaggg ggtgagtgac cgtggatgat gacgatgaca acaacaataa cgtaaataaa
  2039461 tataaaatta ctggagggaa atgtaatggg gcaaatcatg aaacgttcac tcacaaaaga
  2039521 atgtacggag aaaagcggaa aggttgtatc acttcaaggc tgggtaaaaa agattcgtca
  2039581 tctaggtaat gttagttttt tattattacg ggacagaaca ggagtcattc aatgtgtatt
  2039641 agaaaacgaa ttcgctggat tcaaagttga tgtagaaagt attgttcacg taattggtga
  2039701 aatagttgaa acgtcaaaaa cagaattagg cgtagaagta cttgctcacg aagtgaaaat
  2039761 tttaaatgga gcagagcctc ttccgtttga aataaataaa aagaagttac aagttggttt
  2039821 agatcaacta cttaatgagc gagtattatc attaagacat gagcgaacca cggcgatatt
  2039881 taaagtgaaa tctacactcg ttcagagctt tagtgaatta cttatagaga acgatttcac
  2039941 acgtatattt actccgaaaa ttgtttcaca aggggcagaa ggaggagcga atgtttttaa
  2040001 gcttccatac ttccaaaaag aagcttattt agcacaatca ccacagtttt ataaacaaat
  2040061 gatggtagct gggggactcg aacgtgtttt tgaaattgca cctgtttata gggcggaaca
  2040121 tcacaattct tcccgtcatt taaatgaata tatatcgtta gacgtagagc ttggctttat
  2040181 tcatgatttt catgaagtga tgcaattaga aacagatgtt ttacgatata tgtttcaaca
  2040241 agtagcaaaa aactgtgaga aagaactaca actattacaa atagaagtac ctgttattac
  2040301 tgaaataccg aaaatcacat tgttagaagc acaagaaatc ttgaaaagta agtattgtaa
  2040361 agaatctcct gtaggggatt tagatacaga aggtgaaaag ttactaggga aatatgtgaa
  2040421 ggaaacatat aagagtgaat ttgtttttat tacacattat ccgaaagaag cgagaccgat
  2040481 gtatacgatg ccgaataacg agaattcggc tattactgat tcgttcgact tactatataa
  2040541 aggattagaa ataacatcag gagcacagcg aattcataat tatgaaatgt tactagattc
  2040601 ttttaaagaa aaaggattac atcccgataa atttcaatcg tatttaaata cattccgata
  2040661 cggttgtccc ccgcacggtg gttttggaat tggcttagag agaattgtat ataaactttt
  2040721 agaattatcg aatgtgagag aagcgagtgc ttttccgaga gattgtacgc gtcttatacc
  2040781 gtaacattag cacccttata tagtatagaa gggtgctttg catttcaata aaagtgaaag
  2040841 agaataataa tattttttgt gtgaaaatat gtaaattata ttaagaacat tttataatga
  2040901 attgagaaaa agaaaattca taagttataa tgaaatatga atataaaaaa agttcatata
  2040961 ataatgtatg gaagggtgtg aaacatgtta tatcaaactc aagcaacaca acaaacacca
  2041021 gcttatataa tttatcttct agatgtaagc gcatcaatga accaaatgat ggatgcaggc
  2041081 ggagaagaaa aaagaagaat tgatattgta acggatgctc tttctttagc gattcgccaa
  2041141 atggtatttc gttcaacaaa aggtagtcgc ttgcttccaa gatataagtt atctatttta
  2041201 gcatatagcg atcatgtttt tgatttattg ggtggtgtga aaacaataga cgaggtagca
  2041261 agactgcgcc cactagaaaa aatccaaacg catcgtttaa ctgatacagc aaaagctttc
  2041321 tctgtagtag agaagttatt gcaaaaggaa ttgccaaatt tacaagacgg accagctcct
  2041381 gttgtttgtc atatgacaga tggtgcttca actggtgaag atccagaatt aattgtgcga
  2041441 aggattatga atatgtctgt acctgatgga aatgtactaa ttgaaaatat ttttatctca
  2041501 gatgaaatca tgcaagaaca aattactaat ataaagaagt gggaaggcat tatgccaaat
  2041561 acagagatta cagatgaata tggtgcaaag ttgcaaagac tttcatcgcc tatccctcaa
  2041621 agctatcgtg agatgatgac ggaacatgga tttcatattg cagatggtgc ggtgatgatg
  2041681 tttcctggga caaatgcgga cttagtatca cttggatttc aaatgtctgc tgcaacgccg
  2041741 gttcgataga aggggggaag tatggtgaaa tatatcctat cgcaaaagaa agaaacggta
  2041801 ttgcaagaaa agaaaattaa gcattttact tatcaatata gctatgttag agcaaaggaa
  2041861 acgcaggatt taaatgagag tggacaggac ttcctagcat ttcaagataa tggaactagt
  2041921 ttcatatttg tgttatgtga tggtgtaggg ctgtcttttc atggtgaaat ggctgcagaa
  2041981 tttctaggta tgaagttatt aaacttgttt gaaacgtatc aagaaagcgg atgggatatt
  2042041 gctgaattat taaatgatca gttggaaaat tggatagaag aagcttcaga agaagtgagt
  2042101 gcatttcgat tgccagaaaa aacaccatgg ttacttcgcg atgtattgga ggaaaagcga
  2042161 aaacaaggta gtgaagcgat gtttattggc gggaaaatag aacttattcc aaatcaagat
  2042221 aaagcacaca tagcgatagt tacacatggt gattcatttg tacaattgtt tcaagataag
  2042281 gagaattgtt cgaatgtaat gaagtttgag agaaatatag agaaaagatg gtctacacag
  2042341 cgtggcatta ttggcgggga attggcggtt ttttcaaaga cattatctag acaagaagct
  2042401 aatcggatag ttattcactc agacggactt gcaccactta agcagtataa ttttgaggaa
  2042461 gtgttaaaag aaatcaagag ggcacaaaac tctccgacaa gtgatgatat ttcattttta
  2042521 gatgtttctt ggtaacaaac acgatggaaa aaggtgaata aacgtggaag agattattgt
  2042581 gacatacata aaacagtcaa atgaagaaat tgatattgca attccaaatg acgtaaaagc
  2042641 ggtacaaatt attgaagcaa ttttacatca tgaaaaaata gatgaagcat tgagcagtac
  2042701 ctatgaaatt agagtggcaa aagataaaga agaatggcat tctattcgaa atgatgaaac
  2042761 tttgcgcgat aatgatgtgt gggatggaca atatgtaatg ctatataaaa aaggatcgat
  2042821 tatcccttcc tttgaaatgc taccggcaga agaagtttat aatgaaccgg ttaaacaaga
  2042881 tatatctact agtgaagaag attatgtatg gaaaattatt gagtaatagt ttttgaatgg
  2042941 ggaaggagaa atgttttgtg caaaaatcac cgtattttca acgctctccg cgtgtgaaag
  2043001 tagatatacc aacaggggat gttattattc atgatccgcc gaatatatcg gaggagccga
  2043061 agttttcaat tgaaacaatg ttactgccag caatgatgac ggttttaaca ttggtattat
  2043121 attttgtaat gatgaaattt atgaagatga attcaagtta tatgccatta atgatggttt
  2043181 caagtattcc aatgttggga tcatatgtaa ttacaacgat ggggcatttc cgtaaaaaga
  2043241 aagaacatcg tcaaatggtt gaacaattac aaacaaggta cttagagcaa attcaaaagc
  2043301 atcgagtgga attagatacg ttaaaggttg aacaagcaaa atatttaatt acacaaaatc
  2043361 caagcccatt aaaaagtgta caaagaattg aaaatcggga aagtaattta tgggagcgta
  2043421 cacctgaaag cccagacttt ttagatattc gtattggtac aggagaaaga ccatttcttg
  2043481 tagaattaaa ggtgcctgaa cagaaaggtt atgaagaaaa tccattagtt acagaagcgc
  2043541 aaaatgtgaa aagggatttc aatacgatac caaatgggca catttcaatt tctttgaaaa
  2043601 aaaacgatgt aattggtgta gtcggaaata aagaagacag actaaacttt attcgaattg
  2043661 taacgacaca aattatgacg catcatgcac caaatgaagt gaaaatagca gcattttatc
  2043721 atgagaagga gaaaaagcag tgggattgga tgaggtggct tcctcacgta tgggatgaac
  2043781 agagaagtat gcgcttttta tctgaaaatc aacaagatgc acagaaacta gctgaagtac
  2043841 tatttacccc acttaacatg cgtagaatct ataattcttc tgcgcaagcg gatgcaaaag
  2043901 ttcctttaat tccgatgtat gtctttttct tatcagcgag agaattttta gaagatgacc
  2043961 ctttaactcc aatgttactt agagaaggtg aaagtgtagg agcttctaca tttatttttg
  2044021 cggaacaaaa ggaacggcta ccgatggaat gtgatcttgt tataagttta aatggagaaa
  2044081 atggtgagtt agtcgaaacg ttttcaagtt cagctgagaa tagtgggaca acgcgtgcta
  2044141 gttttaaagt agatcgactt tcattcgaac gatgtgaact aggagcgcga agcattgctc
  2044201 caattcggat gaaaagctct acagcagcca acattccgaa agtattaaca tttttagact
  2044261 tgtttcaagc taaaaacatg gaagagttac aagtgctaga gcgctggaaa gaaaatcgat
  2044321 atccgacttc attaccagtt ccaattggtg taagagaagg aagtaaacct gtttttctaa
  2044381 atattcacga taaaatagag aaaaaagggc atgggccgca cggtctaatg gctggtacaa
  2044441 ctggatcagg aaaaagtgaa gtgattcagt ctataatagc agcgttagca gcaacctatc
  2044501 accctcatga gatggcattt atgcttatcg attataaagg tggtggaatg tcaaacacct
  2044561 ttgcgggatt accgcatatt attgcatcta ttacgaactt agaggatcca aacttaattg
  2044621 agcgtgccag aatttcatta aaagcagaat tagaacgaag acaaaaatta ttcattcagg
  2044681 ctggaaatgt tcagcatcta gatgaatatt acgaaacaag ctggcgtgaa aaagaacctt
  2044741 taccacattt atttattgtt attgatgagt ttgctcaaat gaaaaaggaa caacctgaat
  2044801 ttatggacga gctaattagt gttgctgcca taggaagaac tttaggggtt cacttattat
  2044861 tagcaactca aaaaccttca ggggttgtaa atgacaagat ttggagtaac tcacgttttc
  2044921 gaatttgttt gcgtgtacaa gatgacgcgg atagtcgtga aatgttaaaa attccagatg
  2044981 catcaaaaat caatgtacca ggacgagggt atctccaagt tggtagcaat gaagtattgg
  2045041 aattattcca atctgcatgg agcggagcac cttataatcc agatgaagag aaagtgcttg
  2045101 atattgttga ttttacagaa gtgaagcttt ccggtgaaag aataaaagtg aaaaagcgcc
  2045161 ccaaaccaat gacaaatagt ccaaaacaat tacaagcttt tattcaatat gtacaaagcg
  2045221 tatcagaaaa agaaaatatt aaagcattac caggaccatg gctggatcca ttaccagaaa
  2045281 aattattgtt aaaagaattt tatgctatgg aaaattggac aattgctgat tggaataaac
  2045341 cgaaagaata tttacaagta acagtaggat taattgatga tgttgcaaat caagcgcaat
  2045401 atcccctgaa gttagattta caagaagggc atttaaatat ttatggtatg ccaggtacag
  2045461 ggaaaacgac gatgttacaa acgattatta tgtccttagc tgtatctcac acaccagaag
  2045521 aagtgaattt ctatgttatt gattttggtc gaatgttctt agattttaga gatttacctc
  2045581 atataggagg gattatacaa gagggcgaaa atgagaaaat gaaacgtcta ttcggatttt
  2045641 taaagcagga aatcacgaat agaaaagaga gtttttctaa tattggtgca aagtcattct
  2045701 ctatgtataa ccgaatggta gaaaagaaag taccagctat agtagtaatg gtagatggtt
  2045761 atatgagatt caaaaatgaa ttcgagaaag aaaatgaagt actagaattg ttattgcgtg
  2045821 aatcaagtac atacggagta tatttctatt tctctctgaa tcaaacaatt gatatgttcg
  2045881 atcgtgttcg taataatata ccgatggcac ttacattcga attgcaagat ggaacagaat
  2045941 atcataactt agttggcaga cctaaattcc cgttaattga agttcctgtt ggccgtggat
  2046001 taatgaaagg gcaaccaccg gaattattcc aagcagcatt gccgtttatt ggggaaagtg
  2046061 aacttgagta ctctcaacaa ttaaaaacaa ttattcaaaa aatgaatgga gaatggaatg
  2046121 gtgaaaaagc aaaaactatt ccaatggtgc ctaaagaaat atttgtagag catatggttg
  2046181 ggaaattaga aacagctcaa atttcagcag gtatagaaac agaggatatt cgtttacaaa
  2046241 gcttttcttt agatgaaatg agtcatatat ttattggagg aagaatagaa ggtggaaaaa
  2046301 catcgctatt acaaacactt ctgttcacta ctacatacca atactcgcca gaaaaggttg
  2046361 agttatactt agtagacctt ggtgaaagac ctacaggtat attagctctt ggagatttac
  2046421 ctcatgtgaa gaagaaagtt acagatgcta tacaattaaa agaaatgtta gatgaattgt
  2046481 tagagttaat aaataataga gaagcagtaa tgcctacttt agatccaaac gtaacggtgg
  2046541 agtttccata caagagaata atcattgcaa ttgatgatat tgatcaaatg ttaactgtat
  2046601 tatctactga ttatgaggcg aaaaataaaa tagaactaat agtccaaaac tgtaaaaata
  2046661 aaggggttca ctttatgact gcagctacta cgtctagcct aaatagttat tctcatgaaa
  2046721 aatggtttgc agaaattaga aagagaagta ttggatattt actgggaacg acacaaaata
  2046781 acgatgtgta tttctttaat atgaaactgc cacatactga aatggatcaa gaattattaa
  2046841 gtggagatgg atattgcata cgtagaaagc caataaaaat aaaatgtgca tatacaccat
  2046901 tacatttact tcgcacgatg atagataaaa ttagtgtaaa atggactgaa ttaaaagtga
  2046961 aataatatta aaatagggtt aaattactat aaaatagaat atttttgtaa tttaactctt
  2047021 taaaaattgt atgaatatag tttataatct aattgttgta tcatttatga tttgaaaggg
  2047081 gaaattatta caatggcaga aattaaaatc acaccagaag aacttgaaag aatcgcagga
  2047141 aactttaaaa acgcagcagg agaagcacaa agtcaaatta atagacttga aggcgatatt
  2047201 aatagtttag aaggacaatg ggctggggca acacaagcga agttccgtgg agaatttatc
  2047261 caatctaaac aagcaatgca gcaatatatt ccaattttag aggggatttc aacagattta
  2047321 aaacgcattg ctgataaatt ccgtaacaca gataacgcat actaagaata gaacaattgc
  2047381 aaaagaccag gagctattgt tcctggtctt ttttttgaaa aattgttata cgagagtaag
  2047441 gggataaaat gggattccga ccagaagtag gagaaaaaat tagtctgaat aaagatgttt
  2047501 atcgttttga gaaacaccca gctgtaattg gtattgaaat gccgtatggg caagaaggta
  2047561 gacaaggaac agtctatcaa ctgcaacatg aaaatggcat ggaacgaatt gcattaaaag
  2047621 tttttaagga acgctatcgc gaggaaaaac atcaactagc atttttgaaa ccactttctt
  2047681 ccatagcggg tcttaaagta tgttcacgct atatcgttac taaagaagaa catatatctg
  2047741 ctatcgaaaa atcagaagac cttgctaata gtattgtaat gccttgggtt gaaggaccaa
  2047801 cttgggctga tattttacaa gaacaacgaa tgttatcaaa agaacaatgc ttctttattg
  2047861 cagaagcatt tcttacaaca cttaaaatga tggaggaaaa tgaagttgct cataatgatt
  2047921 tatcgtctag caacgtactc atacctttct taagtgaaaa tccaattgaa ggccaacact
  2047981 atatcgaact tgttgatgtt gagcaaatgt atggtccaaa aacgaaaaga ccttcgttat
  2048041 tgccagcagg ttcagcgggt tacgcaccaa tgtatttaaa aagtggagta tggcaaaaag
  2048101 aagctgatcg atttgcaggt gccattttat taggagaaat attgagttgg tgtagtgaag
  2048161 aagttcgaaa taaaaaatgg acggatgcaa gttactttaa aacggaagaa atgcagaaag
  2048221 aatgtgaaag atatacgtta cttcagcaag tattacataa tcaatggaat ggggaaattg
  2048281 caaaattatt taagcaggca tggagtagta actctttcgc agaatgcccg agctttgcac
  2048341 agtggtacga tgtatttcat agcgtgagag aaagaataaa aattgatgcg gaaaggcagt
  2048401 tagcagaaga acactctctt tttgtatcaa aatgtttgga aattgcaaga ttattagaag
  2048461 agagaggatt taaacaagcg gcattatatg agtataaaat aattttcaat tcactcaatc
  2048521 catcaacagc tctgcaaaaa gaactcgcat atatcattca aactatggag agtcaagagc
  2048581 ctgaaataaa taaaaaaatg gtcctacaac attatttgga attagctact gaattggaac
  2048641 gagaaaacaa tgcagcattt gcttgtttcg tctattcacg aatcgtacaa tttccaaaca
  2048701 ttgatcaggc gttaaaacag gaaattgcaa gcattattga agagataaaa gaagggcaag
  2048761 gaacagagac gcagcaagaa gtagcagcta caattacagt tccaaatagt attctacaga
  2048821 gccggaaaaa aaacgaaaaa acaagtggaa tatgatatag atgatgagat tttaaatgca
  2048881 aaagcatcaa atcaaccact tacagtagcg catgaacaaa gtgaaccatc agctttttcg
  2048941 acatggtgga aaaagaataa aaaacggatt ttgattattg gctcaactgt agttgttgtg
  2049001 ataggtggtt caacgttatt ttatttctat acaacaaacg cgaaatatca aaagtttatg
  2049061 gaacaagcac gacaagctta tgataataaa aaatatacaa aagcagaaga ggctgttgga
  2049121 catgcaattg ctgtgaaggg gaaagacgag gcatatctcc aattagcaac gatttacgtt
  2049181 gctgaaggaa aaaataaaat tgcaatcgac tatattacaa aactaataaa agatcgagaa
  2049241 atagataaag aaaataatga agctgcttat ttattagctt cagcaaattt ccgcattgga
  2049301 aaatatcaag aagcagtgca aaattttgaa caagcgttag caaataatgc aaaaggaatt
  2049361 gaaccataca aaaaagatgc aatgcgagat ttagctgtaa gtcatatgaa aatgaaagaa
  2049421 tttgaaaagg cagaagatgt tattgtcaaa atgagcacga aaacaaatga ggataaggca
  2049481 attgtttcgt atttaaaagg tcaactttca acagcaactg tacagttaga aaaagcagaa
  2049541 tctttcttta aagaagctat tatgcaagat tcaaagaatt cgatatatac aattgaactt
  2049601 tcaaatttat atgtgctttg gaataaaaca aacttaattg atagtgcgaa gaaagaaatg
  2049661 aattatcaac aagcatctca cattttacaa gtagcgattc aaaaagatat gaaaaatatt
  2049721 gagttgttaa atcaattagg aattgtgtat tacgaagcgg gccaatttta tgaaacgcga
  2049781 gatggcgcaa agagtactgc tgcatatcag caagcgttag aagcttacaa tagagttgtt
  2049841 agcagtggaa cacgcgacat aaatacactt gtaaatatag ggattttata cgataaagtg
  2049901 ggacaaggaa atgaagcaga gaagcttttc acagaagcat actcacaaaa cgatgaaaat
  2049961 ccgcatgtga attttgcatt tgggatgttt aaaattaaac agaaaaaata cgaggaagca
  2050021 agtcgcttct taagaaaaac agtgcaggca aatgaaaatg aatccgaagt aagagccgcc
  2050081 caagaaaaac taacagaaat gaaaacaaac ggttggattc aataaagata ggaaaagggg
  2050141 aaaaggacat ggaggaaaac aataataact tagggaaaaa agtcgctata tcagtaatgt
  2050201 cagtagcttt acttggaacg tcaggatatc ttgtgtatga caaaggcttt aggacagcag
  2050261 gaaaagagcc ggtaaaacta gcaagtaata cagaagagaa aaaagatgat cgtattacag
  2050321 ggggcgattt acaatctatg ttcccaaatt tagtcgctga tcctgcaaaa aaagatgaaa
  2050381 aacccggcga aaaaccaact attaatttag cagacttaat tggaaataat aaatctccaa
  2050441 ttacaccagt aacgtataaa cctgatgaag tatcggtgga aaagaaagat ccacaaatca
  2050501 aattatcaga tgcaccaact ccacaaaagt tagatttgcc aactaatatg ggggacctgt
  2050561 ggcggatatt cctaagtcac caactgagcc gaataaacca gtggatacta agttgcaggt
  2050621 agatccaaat acgccagtgg atccaaagcc gccagtggta gaaccaaagc caccagtggt
  2050681 agatccaaaa ccgccggtag tggatccgaa gccaccagaa ccaacacacc caacaattac
  2050741 agtatcacca aaaacgggag atattttagt tgagtggtac gctggaaatg gaaaatacta
  2050801 ttcatctgtt ttctttaatg atttttatac gagtcaaaaa gaactggatg aaaatgcctt
  2050861 aaataattta acgaactact atagcaaaaa agaagactgg acgctcgtta gccaattgaa
  2050921 tacaccatca aaatcaaaat ctgtggctga acataagtta gcgttagata atgtagaaca
  2050981 aattcttaca agtggtgaat attcaaatga gagagcacta ttctatttac gtaatcaaat
  2051041 gaatgtacta aatgaatcgg ttactacaca agaagagtta caaagatatt taagtgaaaa
  2051101 taagaaagat tatattaaat ctgtagcaga aaaagtttat caaacagcaa cagaagaaaa
  2051161 aagagagtgg tcaaatacag gggatgtagc atctttagaa caagcgttaa gtaaatttta
  2051221 tttagttaca tcagtatttg aaagcgtaga tcctgcatta gtatagtaga aaaagcgaat
  2051281 caagatgtag aagatatttt caacaagcta ttacaagaag aattacagaa ccttaatatc
  2051341 caaacatcag tagtgatgtc tgcaactgag acaaaagaaa aagcaagccc tgtaaaagaa
  2051401 aatactagca gtaatgaaga aaaagcaatt acagaaaaaa atgaggcaac aagtacacta
  2051461 gctgagaaaa aacaaaaaga tgcaaagact gaaggtgcca aaaataacga gaaaacaagt
  2051521 aatatcgatt caagtactca aaaagcaaaa gtgaaatctg aaccatttag tcaagaaatc
  2051581 gatcaaatag aaacatattt aaatccagcg aatccacaat atgaaaaagc tttactatta
  2051641 gcaaatcagt atgttgacgg ggcaacagga gaacaaaaag aaaaattaga acagcaattt
  2051701 agtgcggctg tagagggact tcgaggacaa ataaaagatt ctaaatttac agtggaagac
  2051761 gctataaata aagcgaattt attagcaaat acggcaagag tagaaaaatc tgttcaagat
  2051821 gaatctcata agttattaat gccgctaatg tttgaaagaa aagcaaacga tgctgcaaat
  2051881 aatggagaat attatacagc ggtattaaat attgcaaatg caattcgtac aaagcaccca
  2051941 ttggaacgtt caagagaaga actggttgat tatgcgaata aattatggac agatacagaa
  2052001 aatgaatgga ataaaatgaa tggaacgaca ggatggcaaa gtgaagtagg taaaacatta
  2052061 ttaccatcat acacattact tgcacagtta aaagatattg acaaaacgat tggccaaatt
  2052121 agtggtatga atatgattga taatgcatca aaaaaaatgg agggaattca acttgtgcaa
  2052181 ttagcaggtg atgaagcaaa taaagaagga caaacgagcc tttataatgc tttacattat
  2052241 tatggtcaag cagcttcacg cggtgttgtt gacaaaacag gattttctaa tgttgctggt
  2052301 cttgtaatta aagaagcaaa acagttagaa aaaacgcaat ataaatcagc gttaaataac
  2052361 tatcaaattt tatataaaac accaggtatt gaagaattag gaattaaaga tggagtaaaa
  2052421 gcggcaattg agtatttgag tccatttgaa gctgcaaagg taagcgggaa taaagatacg
  2052481 attgaagatt tagcatcagc aattgaatta acttatcatt ctatggaact aggatatccg
  2052541 gaagcagatg caaaagaatg gatgaatacg gtagctctaa aaatgtttaa taaaggtgca
  2052601 ggatatatgt ccgcaactga tacgaataat gcatataaat gttttgaatt tttaagtcgt
  2052661 gataaatatg caaatgctat taatggagaa ataacgaaac aagcaaaaga gaatgtagaa
  2052721 aaaattaaat ctatgaacgt taaaaaataa ttagatttaa cattcgccat cttaccttga
  2052781 gtaaggtggc gaaattattt cgcataagga gtgaagttca atgaatttac tagaaatttg
  2052841 tccattagat gaggcgttag tggaagcttt acagaatgaa gaaaaaagag ttcgttttta
  2052901 tgagatatta cagaaatcaa atttgtacgt tgttgcttcg gtagagggag atacaactgt
  2052961 agatgaagaa gggaatttga tttcaactga aaatacacaa ttgcaaattc attattttga
  2053021 aatggaagaa ggattaatgt taccactata ttctgatttg aagcatttag aaatggttat
  2053081 tccagaagaa tgtccgtatg tctctatgaa tgcagttgaa ttattaaaga caatagattt
  2053141 agaggcaaat gtaatattaa atccaggaac aaaatttcaa aaattatttg taaaggaaga
  2053201 aattgaagcg atttgtgata atagtatttt tgatgttttt tctaaagggg ataagtaaaa
  2053261 attgatgcag ttctattcct ttttggtata aaatagagga aggtgggaga aggtttggaa
  2053321 attaaggtca aacctgaaca actcgaacaa attgccaaaa acatatcaga gatgcaaaca
  2053381 cacagccaga acatacaaca aaatctcaat caatctatgt ttagtattca aatgcaatgg
  2053441 caaggagcaa cgagtcagca tttttatggg gaatatatga gatcaatgag actcatggaa
  2053501 tcttacatac gtaacttaca agttacagaa aaagaattac ggcgtatcgc tcaaaagttt
  2053561 cgtcaagctg atgaagaata tcaaaagaaa caaaatgaaa aattgaaaga agcccataaa
  2053621 aaagaaaaga aaaatgaaaa atcatggtgg gaaaagggaa tagaaggagc agctgaattc
  2053681 atcggagtaa atgatgcaat tcgtgcagtt accggtaaag accctattac aggaaaagaa
  2053741 ttatcaacaa aagaaagact catcgccgca ggttggacac tcctaaactt tgttcctgtt
  2053801 ggaaaagtgg caagtcttgc tggaaaagga ataaagtatg tcgcttctag ctttgggaag
  2053861 acgattgtaa aagcaggaaa aaaactaggc gaaggcgtaa caatggtagc tggaaaagct
  2053921 ggcaaagcag ctgttgatgg cataaaaaca gccagccaca aagtaaaaga gggtgtaaac
  2053981 tttgtagcct ccacagcaaa aggatttgcc gacaaaatcg gaagcctatg gaacaaaggt
  2054041 gccacaaccg taaaaacaac cttcttgcaa gggaatgaaa agatccagca cgcagtaaaa
  2054101 acattaatgg agtacaaatg gatcccaggc gagggaaaag gcttcgccat ggctggagta
  2054161 ggaaatgtct caggaggagg acagtattct ctgaaagagg cttatcagta tgtggagagt
  2054221 aaggttgtta agggtacggg taaagtatat ccaactagac aaatagattc agtaacagaa
  2054281 gcgcatataa ttgatagagt gaaggaacta agaggaaatt tatcgagtaa atataagaaa
  2054341 tctggtaatt ttgctgttgc cgaagtggat gtcagtggga taagcaaatc ggaattttat
  2054401 gctcaaagta gcataaatga acttaaggga agtcttgagc ataaggtgcc tgatatttct
  2054461 ttacaacctg aaaatccaat gtttaaggct acagaagcag ttggtaaaaa tggatttaat
  2054521 tatttaagga atacagatac tgagtataaa atactaaatg atatagcttc taggcttggg
  2054581 gataatacac aagctagtgg tagaattaag ttatttacag aattggatac ttgcgacagt
  2054641 tgtaataaag ttatagcaga gtttgcagct aaatataaaa atattgaatt agaagtcgta
  2054701 cacaacaatg gtaatagaat tattccttaa actaaattct ttggaggaaa gtaattatga
  2054761 aagattggga gtataatgaa ttatttgaag caattcagga gacatataaa gagttgttag
  2054821 atgaagacag gggatataag tatgctatag caaaactatc agatgagttt gataacttag
  2054881 gtaagataga agatgttatt gttgatactg ctattggtga gattgcaatt ggacatgata
  2054941 aagtttttat tgggcttatt gaaggtataa caaggagatt aagcaagttt aatccacaag
  2055001 aagcaggaga tgaattaaca ttagaagaaa taaaagactt atcgagaaga ataaataaag
  2055061 taatagaagg actaaaaaat gtagaggttg attataatcc ttcagcagaa taaaggttag
  2055121 tgttttagaa aaagaaataa gtgtttgaaa gtaagtactt catgatggtt gtaccatcat
  2055181 agaatattat gtgcaatgat agaataggaa aagaagtacg agcttaggcg agatggcatt
  2055241 ttactgtgcg acgtatataa agacatggaa tgtatattaa actaacaagc tcgtacaaac
  2055301 tcgtaagttt taacatagta tttgtcatga catacaaaaa gtttcatacg cttactataa
  2055361 aacttacaaa tttatgttac ttaaaaacat atgaacttaa agcacttgat tgtcaattaa
  2055421 aggcaacaag tgcttttttg cgttttagcg tagaaattta aaagagcatt ataattttat
  2055481 aagtgcatta agtgttaaat ttttattgtt gttttataga ttgtaatggc tatgtacagt
  2055541 gtacgacgat agtagaggaa aaaataaagg gttgtgttat tttttgaagt catcgtaaag
  2055601 tacattttaa cggatggacg ttatgcacac gttatccgca aaaaacgggt aaacgttaca
  2055661 gggactttaa ttgctgtaac gggaagggac ttaatatgga agaaaaagta gttggttatg
  2055721 tacgagtttc aacagaagga caagtacgtg aagggtatag cctaacgtat caagtagaag
  2055781 aaattgaacg gcactgcatt gaaaataaac tacagctgct tcacatatac gaagataaag
  2055841 gaattagcgg agcgacagta gatgaagatg gattaacagt tgaacgtgaa ggcttacaag
  2055901 aattactgtc agatatgacg tgtcatcaag taagcaaagt tattgtacta aatacatctc
  2055961 ggttatggcg ctctgatatg gcaaaagtgt taatacaacg agagctaaag aaacatgcag
  2056021 ttgatgtgaa agcaattgaa caaccgaatt atagtatata cacacatgac ccaaatgatt
  2056081 ttttagtaaa tggtatgtta gagctattag accaatacca acgtcttgag attgtattaa
  2056141 agctaagtcg aggtagaaag aaaaaagcgg aacaaggtgg atatgctggg ggcggtgtga
  2056201 tgtttggtta tagagtaaag aaaggacaaa aagtgttaga agtggatact aataaagcaa
  2056261 tcgttgtacg tagactattt gagctacgac acttttgtaa gcattggtca cttactcaat
  2056321 tggcagaaag actgaatagg gaaggctatt gtacagagaa agggaagcgg tttacgaaag
  2056381 tacaagtgaa acgcatgtta gaccgagaga acttttatcg aggggtatat acatacgggc
  2056441 aaatacaaac aaatgggaaa catccagcaa ttatataaca gtcttactta aaaaaatcgc
  2056501 tcattttact atatgtactt atgaaattat gaaaatggat aggcttgcgt acctatgcgc
  2056561 atcgaaagat gaacgctcga actaaggttg ccgacatttt tgtatatgac taaattattg
  2056621 aatagaggga tgagttatgc ataatagaca gaactatttg tatgtaggag tagatttaca
  2056681 taaggagcat catacggctg ttataattaa ttgttggcaa gagaaattag gagaaataca
  2056741 atttgagaat aaaccatcgg cattttcgga gtttttatta gaagtagaga catatgtgag
  2056801 taatggttta tcagttgtat ttggtttaga agatgttggt ggttacggaa gagcgttagc
  2056861 gaaatattta gtagatcatg aacaagtagt gaaagaagta aatccagctt tatcattttt
  2056921 agaacgaaag agccaagtga tgatacaaaa aaatgatagt tgggatgcgg aatgtgtggc
  2056981 acgcatattg gtaaacaaat ttaatcaatt gccagatgca aagccaaatg atttattttg
  2057041 gtcgatacaa caattggttt caagaaggaa tgcattagta aaagcacaaa gtgcattaaa
  2057101 gaaccaatta catattcaat taaaccacca ttatccaagt tataaaaagt ttttctcaga
  2057161 gttagatgga aaaacagcat tagcgttttg gcagcaatat ccgtcaccct cttgtttaga
  2057221 gggggcaaat ataaagcaat taacagcttt tttattagat gttagcaaca atacatgttc
  2057281 agtaaagaaa gcaagcgaca tattaaaact tgtaaaagaa gatggacaaa caatgaaaga
  2057341 gtatcaagaa atgcgaaact ttttagtaag aagtattgta cgggagattg agtttaaaag
  2057401 aaggaaatga aatacatcga aagagaatta aaacagctag taaatctact agattatcaa
  2057461 ttagagacga tgccgggaat agaacttgtg acggcatcag cattaattgc agaaattgga
  2057521 gatgtaagac gatttccaaa tgccaacaaa ttagcacgat ttgcggggat tgcgcctgtt
  2057581 tactttggtt ctggtgggaa aggtaagaca cacaaaagca aacaaggaaa cagggcgcta
  2057641 cacgctttat tttataattt agcagtgcag caagtgcaag tagcaaaagg cagtaagatg
  2057701 ccacgaaacc cagtgtttca tgcgtactat caaaagaagc ttaaagaagg taaaacaaaa
  2057761 ggacaagcac ttgtgtgtat tatgagaagg cttgtaaaca ttgtatatgg catgatgaaa
  2057821 tataaaacgg catatgaatt gccgatagta gaagaaaaag aagtagttta ataaggttta
  2057881 catggtttgc ttttttattg tgagggttta agattacaac atagggtacg ggtgatattg
  2057941 gaacaccgcc tcgatacggg gaaagaagaa tctcaaagga attatatgat gaattaagag
  2058001 atggaacgcc tactgcaaag ctacgggaaa aagttaatga gggcattgag gataaaatag
  2058061 gaacgcctga ccctgcttta cctggtaagt atattacaga tagacttcaa gctgatcata
  2058121 tcgtatcaat gaaaaatata gcaaagatgg aaaatttcga taaattaacg aaagaacaac
  2058181 aacttaaggt tttaaacaat gaagagaatt ttctaggatt aagtgaagca gccaataaat
  2058241 ctaaggggtc taaatcttat tctgattgga caatttataa gaaagaaaaa attgaagttg
  2058301 atcctaagtt tagagaagaa atgataaaga aggaaaaaga attagaaatg aaattacaaa
  2058361 aacaaattga tgattttgtt gaaggaaata aaaaggatat agataaataa aggagataga
  2058421 attatggaac aaaaacttgg ttttttaaga aaatataaaa gaaatgcaca acttatatca
  2058481 tgccatgaga ttaataaact tgatagtggg aaaataccaa attcatggta tgaattgttt
  2058541 caagaagaaa acgtagacaa gagagttgag agtattttat cgatatggaa agagcaagta
  2058601 ggagtggaat taagaaacac tatttcttat ttgtctaggc accttgaaga agtagagctt
  2058661 atgaacacaa atggtagata ttcaatttta tacactatta aaacagataa tggggaaatt
  2058721 ctatattatg aagggggaaa tcccaaagat gagtttaata atgaagaatt agaaaaatct
  2058781 tgggataaga ttccttcaac aatacgaaat ttttatcgaa ctgttcataa tggtttctat
  2058841 ttttatgcga gtcaatctat gggtttagtt cctttagaaa atgtaacttt ttttgatgat
  2058901 gatgaatggg gtattattga ggagttagaa gaacctttac aaattgattt acaaactact
  2058961 tttggtttct ttaaaagtgg tatgggtggt tatgttgcag tagattataa gaattctaat
  2059021 aatgataatg cgactttatg gtggacgaat aaagagccta gatataatat gaatttttgg
  2059081 gacattgttg atgaatggat attaattgga tttgaagttt agtttaaagg ttctgttgca
  2059141 aagtttttat ataaacaaaa aaatcctaat ttagtaggta gagtttatac aactttgaat
  2059201 agattctcta attcattgta cgtcgaaaaa acgaagtacg agcttaggcg agatgacatt
  2059261 ttaccgggcg ataaatataa acacacggaa tgtatacgaa actaacgaac tcgtacaaac
  2059321 tcgtaagttt taacgtagta gtttttatga catacaaaag gtttcatact tttactgcag
  2059381 gatttacaaa tttatgctac ttaaaaacat atgaacttaa agcgcttgat tgtctatgaa
  2059441 aggcaacaag tgcttttttc gtctcagtat aaaaatgata tataataaag ataaagttaa
  2059501 tattagattg agattataaa aagtgaaaaa taggtactaa aaagcagctg tcgatggcat
  2059561 aaaaacagcc aacaacaaag taaaagaggg tgtaaacttt gtagcctcca cagcaaaagg
  2059621 atttgccgac aaaatcggaa gcctatggaa caaaggtgcc acaaccgtaa aaacaacttt
  2059681 cttgcagggg aatgaaaaga tccagcacgc agtaaaaaca ttaatggagt ataaatggat
  2059741 cccaggtgag ggaaaaggct tcgccatggc tggagtagga aatgtctcag gaggaggaca
  2059801 gtattctctg aaagaggctt atcagtatat ggagagtaag gttgttaagg gtacggttgg
  2059861 agctaataac tttaaatttg gagataatgc taaaaatcat ttaaaaaatg ttgagaatat
  2059921 aagcactaaa aaaggggtta gtggtggaca taacatggat gaattttaca atgctttaaa
  2059981 aaatcaggat gttgatgtag aagacttaat tatatctaaa aaatcacatt cttcaattga
  2060041 agggatttat gagatagaat acaaaatacc tagaaaagat atggctggaa atattgcaga
  2060101 acctgtttcg tataaaaata ttaaggagcc taaaacaata tacgatccag caatgattag
  2060161 tgatgataag atatatcagt ggggaaaaga agcaatgcaa aagggaacaa taaatggtag
  2060221 gcttgttgaa ggtactgctt caaatggatt gaagttcaga ggttatttaa atgatactgg
  2060281 ggagataact aactttttcc aaattctaga ttgatattat taagatacaa tatttatagg
  2060341 aggataaaat gaatagtaat tttgaattta ttgaagataa agagaaaaac gatgaattga
  2060401 tgtcaatata ttttaacttt ataaacggta agtacttgga aagagctttg agtttttttg
  2060461 taaaaaaaga ggggtttgga caagaaatag tattcgttca ttttcagtct gatttagatg
  2060521 aatttgatat gtcacagcta cctatacctt tagatgataa gcatgtgtta gttgaattag
  2060581 attctccagc tgttgagtct gaacaacaag tgtatttgga ctttgaaact ttttgtaatt
  2060641 atttggaaga acatgtgaaa aaagaagtgg aaaaaaatcc agaaagaaat ggattaatgg
  2060701 atttattagt gcaagttaag cgcagcttaa atttgtaata tcttatagcc attttactag
  2060761 attcgaaggg cagaaaaaga actttttgaa gagcgcgttt ttattaggat tttattatat
  2060821 ttcaataagg aagattgtct gatattgaat aagtaaagag gaagttatag atgaataaga
  2060881 cttaacaaaa gggacctcat attttaggtc tcttttgtta agtgtattga aaaaatctct
  2060941 aattaaaaat tagcgtgaga taataaatat aatggtacgg gtaaggttac taaggatgta
  2061001 aacaaaattg attatggagc ttatttaaaa aagaatatag gagatcctcc aaaagatata
  2061061 tttgatccgc atgcgcatca tattgtattt aaaaaagaaa atggaaaagc tcaaaaagaa
  2061121 ttagttaaag aaaatgctaa ggtactaaaa atacatgaga atgaaaaggg gattattgta
  2061181 tttggtaata atccacaaca tactgaggtt actgtttttc aaaataaagt tctgaaatgg
  2061241 caacgagaaa atggaaagag ataatttaat gaaagtaggt gcatttatgg gagaaacgag
  2061301 aaatcttatg aatagtatat ggtttggaga aaaaacaatt ttagctaaat cggaaataaa
  2061361 agaaaaaatt ttaaaatctg taacagaaac ggaagtttta tttaacttaa tagaattatt
  2061421 taaaacgggg gattttactc aaaaaccact attcgttcaa ttaatgaatc agactaaaga
  2061481 tgaagcggtt ctgaatttat gtattagagt atttttatct gtcgcaacac atgaagactt
  2061541 aagggattca aataatctcc gttttcttag tgaggtaact gaagaaacag tagacacttt
  2061601 tgcatcagca gccacaacct cactttctct tgaggtaatt ccatatttat tggctttact
  2061661 tgaagagtgg gaggaattca gtgatacagc taccattata agagactcta ttgattcctt
  2061721 tattaatttt gaagatcaaa ttggtgaaga tgcaactata gatgaaattg gaaattttta
  2061781 ttttaagtat tgtcaggaga aggatacaaa tagttattat tttcaataga atttagcttt
  2061841 tcctggagac ttagctaaaa aattgattca gcgggttatg attgctgcta ataatgagga
  2061901 gcaattaaaa atggaattaa taccatcttt attatcaatt tggactggta aaagagtacc
  2061961 tgcggattac aacactatta ttagtgcaag taattataaa gattttattg actgtataaa
  2062021 cgaactttca agtgaaaact gggaaaaggg acaaaaatat ttttacggat ataagcttta
  2062081 actataatct atgaaaaaca aaatatatgt gaagtggata gggaaaaata atagtgtgtt
  2062141 tgaaaataca tacttcatga tggttgtacc atcatagagt actatgtgta atgatagaat
  2062201 aagaaaacga ggtacgagct taggcgagat gacattttac tgggtgatga atataaacac
  2062261 acggaatgta tacgaaacta acgaactcgt acaaactcgt aaattttaac gtagtagtta
  2062321 tcatgatata aaaaaatttt cttactatta ctacaaaact tacaaaatat aaatttaaag
  2062381 caattgcttg ttgagtatag caaacgcgaa atcgtacaag tatggtcccg taatagagaa
  2062441 ataaaattga ataaagagta aaggaatgta tccgttgcgc tatttcatag tgcaacggat
  2062501 tttttagttc gcaaaattca gcactttctc atcaaatttt aatgtaagct taattgtgct
  2062561 ctcttttttc acctttaata taagccgtag atacgaaaga tatataaggt gaagggagac
  2062621 ataatacatg cgtattttag ttgtaccatc agggtttaaa gaaagtttag gggcgaagga
  2062681 agctgccgat gtaatgaaag aggggatttt aaaagttatg ccacttgcta ctgtagagac
  2062741 tttaccgatg gttgatggcg gggaagggtt tacagaggca attataaata ttactggtgg
  2062801 gaaaatgtat gaagtacaag taacgggacc tgttggagat gagatacaat cttattttgg
  2062861 tgtttttgaa acaagaaacg gtgagcgtac agctgttatt gaaatggctg cggcagctgg
  2062921 gttacgcctt gtaccgagag atttacgtga tccaaggaaa acgactactc acggtgttgg
  2062981 acagttaata gaattagctt taaacaaagg agtagatcgt atattaatag gatgtggtga
  2063041 ttcaggtacg tctgatggag gtgctggtat ggctgaagcg ttaggtgtaa agtttttaaa
  2063101 tgaagatgaa aaggaaatac aaattcaagg tggcacctct ttattacaag tttcaaaaat
  2063161 agatacgtca caagtagatc ctagattaag acatgtccaa atcgatgttg cttgtaattg
  2063221 gtttaatcaa ttatgcggtg agcatggagt agctagagtg tttggtccgc aaaagggtgc
  2063281 taacgaagca caagtaatag aactagaaaa agcattggaa cgctatgctt ctattataaa
  2063341 aaaagatata gggatagatg tacatcatac accaggaagt ggtgcatctg gcggtcttgg
  2063401 tgctggactg caagctttaa ttggggcaac gcttcatccg agatacgaca ttattatgaa
  2063461 gtatatggat ttaaataaat tattgttaaa gtgtgatctt gtatttaccg cggaaggaag
  2063521 tatagatttt caaacaccac gtgagaaaat tccagctgag gtggctaaat gtgcaaaaag
  2063581 atatggatta ccagtaatag cgttagtagg gacagttggt aaaggggcac gtattaatta
  2063641 cgattacgga attgatgcat atacaagcat attaccaatg ccatcttcat tagaaaatgc
  2063701 attttctaat gcggagaaat ggcttcgtga ttgtacagag agtacgatgc gtacagtttt
  2063761 agttggctat caaatcgctt ctcgtttaaa taaaagtggg tacgtatcat gattgaaaaa
  2063821 aatgtagtgg aattacatgt ggataataat gatactccga aagttaagtc atcctgggtt
  2063881 ctgcccgtag cgcttatatt aattgtagaa atagttcttt tgcttccatc atcattaacg
  2063941 atggaagcaa aatggagttt gtttggattt tgttctgcaa ttatattatg gacaacaaca
  2064001 acgataaatt cggcctatat tgcactcggt tctgtattat ttctaattat ttcaggaaca
  2064061 gcaaagcaag atcttttatt tgattcgcta gcttcggatg tcatttggct tatgattggt
  2064121 tcgtttattt taggaagagc acttcaaatt accggtctag ctgaaaaaat gacgtacttt
  2064181 gttgtgaatc gtgctcgtaa tatatcagga ttatgctgga ttttaacaat gattattcaa
  2064241 atacttgcct tttttattcc atctacatcg ggacgcgcag cagttgtatt acctgttttt
  2064301 caagctatat gtaaagaaat tggaagtaga agaattgcga aagcattagc aattttaatg
  2064361 cctactgtga ttttagtttc aacaagttct acaattattg gggcaggctc acatttaatc
  2064421 gctctagata tgttaaatga atttaataat aaaaacatta catttgtaga gtggttaata
  2064481 tggggattac catttggaat tataatgagc tttataagtt gtcgcgtaat attagtacta
  2064541 tttttagaca aagaggaagt aaaaacgaaa ctgcaacaga aaaaagttaa gtttgaatta
  2064601 tcacgaaatg aaaagtatac aataagcatt ttaatagcga tggtagcatt ttggctaacg
  2064661 gaatggttac acggtttgga aattgcaact gtaactataa taggagtatt tttattaact
  2064721 ttaccaaaac tcggtgtgat gcagtggaaa gaaagtttaa aaggtgtctc ttggaattta
  2064781 attttatttg ttggagcggc aattgcatta gggaaatcat taatggaaag cggtgcagcg
  2064841 caatggatta tgcagaattt atttttagta acagaattaa ttaataagca atccattttc
  2064901 atcgtgttac tcgtaattgt tatcctttca gttacatcac atttatatat tacatctcac
  2064961 actacgagag cagtaatttt tattccacca ctactatact ttgcaagtag tctgcaatta
  2065021 aatgaagtag ctgtcttatt tttaggtatt gttggaatga attattgttt aacctttccg
  2065081 gtcagttcta aagcactact attatttcaa gaaagtgata gagaaacttt tcaaccgcaa
  2065141 gatttattaa aattaagtag ttatttaagt gttatttata tatttgtaat ggtcatattt
  2065201 tactatgcat attggcaatg ggttggatta tctctttaaa aatcaggaat atatttcatt
  2065261 cctgattttt ttcattaagg ataaaacata ttgggtattt tttcttttga aggaaagtat
  2065321 tacttgttat actaaaatgg tgcaaatata tattatagga ggcttttatg ggagaaagaa
  2065381 ttttaatcgt tgaggatgaa gaaaaaattg ctcgtgtcgt gcagttagaa ttagaatttg
  2065441 aaggatatga aagtgaaatt gcaaaaacag gtacagaggc aatggaaaag ttcggaaatg
  2065501 gtaattggga tttaatatta cttgatgtaa tgcttccaaa tataagtggg ttagaagttc
  2065561 ttcgaagaat acgtttgaaa aatgctgtaa tacctattat tttattaact gctcgtgatt
  2065621 cagttgttga caaggttagt ggtttagatc aaggagcaag tgactatatc acaaagcctt
  2065681 ttcaaataga agaattatta gcgagaattc gtgcttgttt aagaatttca aatgtagtaa
  2065741 aagaagagga aaatagtagt tatcaaattg cagatttata tttagatgag aaaacgagag
  2065801 aagtgaaaag agggaatagt ctaatcgact taacaccacg tgagtttgat ttattactat
  2065861 ttttaatgaa gcatgaaaat caagtgttaa accgtgagca aattgtaacg aatgtttggg
  2065921 gatttgatta ttatggcgat acaaatgttg ttgacgtata tattcgatat ttgcgcaaaa
  2065981 aagtagattg taatgtggac gtaccactta ttcacactgt tagaggtgtt gggtatgtct
  2066041 taaaggtgta acatatgaaa attaaaaata aaatatattt attctctaca gtatggttac
  2066101 tacttatttt attaattatt aatagttcaa tatatttttt gttttataaa gtgactacga
  2066161 acggagagtt agaacgattg aaacgtgagg caatacatat cattgatgga atgaacgcgg
  2066221 attcagcaaa gaaagtagat gcaataagtc tattgcaacc atacttacct tcaaatggta
  2066281 tgattagaat tattaatgaa aattcaaagg taatgattag gcaagaagtg gatagtacaa
  2066341 aaccaattcc agcattaaat acgaaatttg aaagaaaaga gtcagctgga atttatgaga
  2066401 agaacgaggg taaatttgcc tatataaaaa taccaatcat ttggaatgat gggaaaatcg
  2066461 tttcgttaga aatgacagaa cgtttagata gtttgcaaga gaatttaaat atgttaaaaa
  2066521 atgtattagt tattgcatca cttctcgttt taattccgtc tttttttgca ggaagaatgt
  2066581 taagtaagtt tattttaaaa cctgtaaatt ctttaataca aactatggag catatacaag
  2066641 ttagagggat attcaaaaaa ataccgcttg agaacaagtc aaaagatgaa ctgcacaaaa
  2066701 tgggatcgac atttaataaa atgattgatt tattacatca gaactttgaa aagcagcaac
  2066761 agttcgtttc agatgcttcg catgaattaa gaacaccgtt aacagttatt gaaagttatg
  2066821 cgaaattatt aaaaagatgg ggaatgaaaa aacaagatgt tttggaagaa tctgtagaag
  2066881 cgatttattc agaggcagta agaatgaaag gtatgacgaa tcaaatgttg cttcttgcaa
  2066941 atagtagtgc tgattggagt ttggagacta acgaatcaga tttagtccga ttatgtcagg
  2067001 tgactgctga gcagttagaa aaaacatatg ctcggaattt tcgtgttata acagatgaag
  2067061 aaaaaattgt tgtaaatatt gacgaacaaa aaataaaaca agtattagta gttttattag
  2067121 ataatgcaat gaaatacagt aaagattcta tagatattat agtaggaata caaaaagaaa
  2067181 aagtcttttt ttctattcaa gattacggta tgggaattcc taaagaagat atacagaaag
  2067241 tatttgaccg tttctttcga gttgataaag cgaggagtag ggaaacaggg gggactggtt
  2067301 taggtttatc gattgccaaa caaattattg atgctcatga aggagatata caacttgaaa
  2067361 gtgaagaagg aaaatggacg aaagttacag taaatttacc tcatttttca taaagagata
  2067421 ggagctttaa acatgaaaaa gaaatggaaa attgcattgt tagtttgctt cacggttgta
  2067481 agtgtagcgt ttgtatcaca acgtattgtt tctaagcaag gagaaacaat attatctgag
  2067541 aagcaaattc aaagtattgt ttctgaacag tatcctggaa aaattaaaag tatgaaatta
  2067601 ataaataaag aggaacaaga tttttataag gtaaatcttc taaatgaaca aggctcatat
  2067661 gaaataatag tagatgccaa aaatggagag gtaaaacgcg caaaagaaaa atcattaaaa
  2067721 agtaatacaa taacgaaaga gaaagcggaa gaaatggcgc tacagaaagt acaaggtgaa
  2067781 attaaatata ctatattaga aaagagaaat gagatagaag tgttcgtaat tacggtagaa
  2067841 acaaatgata agcaaagtaa ggtagttgag attgaaaaaa caactggtca aattcaattg
  2067901 ttagagaaac cgatgacaaa agttacagaa gagcaggcaa aagacattgc agtgcagcaa
  2067961 gtgccaggga atgaaaaggg aattaggctt gagcaaaaaa atgaaaaaaa tatatatgta
  2068021 atagaaatag agaaaaatgc aaatgagaat gtaatagtag aaattgaaga aactacaggc
  2068081 gcttttattg gtacttcaca aatacaaaaa gttataacag aagagcaggc gaaagaagtt
  2068141 gcgttacaaa aagtacaagg tggatttatt gagaaggtaa gtatagttga tataaatggt
  2068201 acggctacct atcaaattat aataaaaaaa caaacagaaa cggttgatgt aagggtacat
  2068261 acaataacag gagaaattat atcaactaca tcagtaaata acactattca gcaaaaggag
  2068321 tcatcgcaac aacaagatga cgatcatcaa gaagaaagcg acgatgatca agatgatgat
  2068381 gacgaaggat aatgacaaca ataaacggat tctcatcaaa ttttaatgtt cctcacagat
  2068441 ttctttcatt ttaacatttt agtatgtaag taagaaagaa atgaagagga ggaatatgaa
  2068501 atgaaattat ggattggaat cgtaatggtg cttttcattg ctggagggac agcatatggt
  2068561 gtgaatgcaa tggaatatga agaaacgcga tatgaagaga gagaagaaaa aagttacgaa
  2068621 agtaaagagc ttagtccaga aacagctaaa caaattgcaa ttgaaaaggt aaatggagtt
  2068681 gtagaggaaa ttgatgtaga acgtatggac gataagggtg tatatgaaat agaggtagaa
  2068741 acaaacaaag gtgaggaaga aatatatatt aacaagaaaa acgggaatat tatagcggaa
  2068801 aaggaatttg aatttattaa aaatgaagat gaagatgatg acaaaggtga agacgatatg
  2068861 gagtatgatg atctagatga ttaataacat cgccctattg tacaaaatta caacggaaca
  2068921 ttcttttcga aaaaaattaa catatacctt gacagttacc aatataaccg atatacttca
  2068981 tattaatttc aaaagaaaat atattctaaa tattaaaatg cgttgaatag gagtagtaag
  2069041 gtcatgtatt tgtacagaga gctatgggtt ggtgtgacat agtcaaatga catcctgaac
  2069101 tcgcctagga gcagtaaggt agaacggaat cacattctta gtaaatctta acggttaacc
  2069161 ttcgatatta ggtttgtaat cgaacgatta ctactaaggt ggattcataa tggaatcaat
  2069221 aagggtggta ccgcgttaag caaatggctt agcgtctctt tatataaaga gatgctgagc
  2069281 cattttttat tttatagaaa aagaaatgga gggtttattt ggataggttc ataaaattta
  2069341 tatatttata taaaagattt aattaggagg aaaataagat gaaacaaacg gagcaatgga
  2069401 cttcgaaatt aggttttata atggctgcag caggatcagc aattggacta ggtgcaatat
  2069461 ggaagtttcc ttatatcgcc gggaagagcg ggggaggggc attcttttta atctttatat
  2069521 tatttactgt attaattgga ttaccactac ttatagctga atttatgatt ggacgtagca
  2069581 cgcagaaaca agcagttgac gcatttaaaa gtattgcacc aaatacaggg tggcactgga
  2069641 ttggacgcct tggcgtagga acgtgtttta tattactttc gttttatagt gttgtaggtg
  2069701 gatgggtatt catttattta ttcagaggag taactggaca acttattact ccaggacaaa
  2069761 attacggtgc gttgtttact gaaacaattg gaaatcccgc ttgggctatt ttgggacatt
  2069821 tcgcttttat gttcattacg atttgggttg tatcaaaagg tgtacaaaac ggaattgaaa
  2069881 aagcaagtaa atatatgtta ccagcgttgt tcgttttatt tgtggctctt attgttcgtt
  2069941 cattaacact tgataatgcg atgcagggtg tgaagttttt cttgcaacca gatttttcaa
  2070001 agattacttc agaaagtatt ttgttcgcaa tgggccaatc attctttgcg attagtatcg
  2070061 ggatttctat tatggttacg tatagttcct atttaaataa aaaagaaagt ttaccaaaat
  2070121 cagcaataac aattgttgga ttgaatttat ttgtttcatt atttgcgggt cttgctattt
  2070181 ttccggccgt attttcatta ggaatggagc cgacagaagg gcctggatta ttatttatcg
  2070241 tattaccatc agtatttagt caaattccat ttggtggttt tttcttaaca gtatttcttg
  2070301 cactatttac atttgcgaca ttaacatcgg cattttcttt actagagaca gttgtttcag
  2070361 cattagcaaa tggagaacaa gaaagaagaa caaagttatc atggatgatc ggtttctgca
  2070421 ttttcttagt aggtatacca tcagctttat catttggagt atggagtgat attacgattt
  2070481 tcggaaagaa tatttttgat gctgtagact tcttatctag taatatatta atgccacttg
  2070541 gtgcactatt cattagtatt tttgtttcat tcaaaatgga aaagaaggtg ctagaagcag
  2070601 atttttttgt aggtggtaat tatggaaaga aagtatttac ttgttgggcg tttttacttc
  2070661 gatttgtagc gccgctcgca ataattatcg tctttttaaa tgtaataggg gttatttaag
  2070721 aataaatgtt ataatattca gtaaaaaaag gtgatgttta tggccgattt gatagaaaca
  2070781 gggaaataca tgaatattag agggaaaaag ctatacgttg aaacgcatgg agatcctaaa
  2070841 aataaaccag ttctatactt gcatggtgga ccgggagaaa gttgctatga tttttcattt
  2070901 catcaagcgg aacgtttaaa agattcttta tatgtaatta tgatagatca aagaggtgtt
  2070961 tgtcgctcag aagaaattac tgaagacgaa gcttttggat taaatgattt gattgaagac
  2071021 tgtgaggaat taaaaaaagt attacaaatt aagaagtggt ctataattgg acactctttc
  2071081 ggtggatatt tagcattgct atatgcgtcg atatatccag gttcaataaa gaaaataata
  2071141 tttgaaggac caacttttga ttttgcatta acaagcaggg ctttgttgca aaagacaggg
  2071201 catttattaa aaaagtatgg aaaagaagaa gtagcagaag aatctcttgc ttattcatct
  2071261 agcaatgcga gttcagaaga gttgctagaa gcttatataa gactaagtga tgaactagaa
  2071321 gaaaaaagaa tggagattta caattataag gaagatggga cagatgagag tttatatagt
  2071381 gatgaagagt gggaagtatt ttcaaatcgc tccaagatcc attttgatag attaaaatta
  2071441 gagggagcat gtcatacgtc attattatct aaaataaaag atgtacagaa tccaatgtta
  2071501 ttaatagtag gaaaacatga tgtagtaacg tgtgaaaaac aaattgaaat atttaataaa
  2071561 gatgctcgaa acggcaagta tatcgtattt gaagagagcg gtcattcacc tcattatgag
  2071621 gaagcagata gattcgcaga aacagtcata cattttttaa aatgaagaaa agggtgcttc
  2071681 tcttaataag aagcatcctt tctaaatttc tggatatgtg attgtaatgc taggccactt
  2071741 actttgccaa ttctttttaa taactctatt attgtacata tgtaatcgtt ctttcgattc
  2071801 aagaaaatga gctgttggtc tcacttgtaa ggaaagtaca tcttctatcc tgcacggagc
  2071861 tgttaatata acattgtttt tttcgtctaa tgtaactcct aaagacgttg ctgtttcagg
  2071921 gaatttagaa atagcatcaa cagaagaaga atacggtggc atattattta ctacatgcat
  2071981 acgggcttga ttctttacag accaagggat agcagcatcc atattcatta atttcgtttc
  2072041 taatgattgt tcgtatatct catctttatg tagactatca taataaatca catcaacatc
  2072101 aggcatagtc gttttagctt catagttatg taaagtatcc caaattttag aacgaataaa
  2072161 tccggcacaa atccaccaat caggtaattc tagtgatttt gctatttgta atacattcat
  2072221 catccattcg tcgttttcta ttaagcgaac tatatcttgc tctgtttgta ttttcatttg
  2072281 ttatctcacc ttctttttta gagagtgcat taattcataa gctttataat ccatttaatc
  2072341 cagtaagcac ctggtatgaa taacagttga gctagtaatg taccaaaaag tctagaaatc
  2072401 attagccaag catacatttt actcattgct tcagcacctt cttctgattg aagagcgcac
  2072461 tctgttagaa gagcaatacg tggatctaat agcactgtta ataaaatagt agcaaaacca
  2072521 ttaataagac cagaagctgt agtggctttt gttgcgaaag ctggaattaa aaaagaagca
  2072581 tataatgcgg aaagaacccc cgctgtataa atagcagtag aaaacatgtt aataaccata
  2072641 atacgttttg gaataccacc gatacgcagc ctatgaatca tttcgaactt tggaaaccgt
  2072701 acatattttt ttgtgtactt taatttttga atgttattcg tcttcatcat tcgaatgaat
  2072761 gaaccatctg tttcaaaatt ttgaatgaca tatccaaata gttttgtcaa agttggatat
  2072821 agtataatcg caagcaacgt accaacagaa gccgataata gaacgagtcg cataatattc
  2072881 tctaaatcaa tagaagaatc tagttttgct tcatcgacaa tcccgccaag taaaaaggct
  2072941 tgtagtaagt ttgacgttct tgaaatgagt aacacgattc ctacgacaga taatgcaaca
  2073001 gcaatcttct ttaaacgaac gcctgctaag cgaatactat aagagcttgt ttcaactgcg
  2073061 tggattacaa ttgtgaaagc cattataaaa attaacgtaa ttgccatttg tttcaccagt
  2073121 ttctattaaa ataattgtaa cttttttact ttatcatatc tattacattt tgtaactgaa
  2073181 agtatgtgac ataggaaaag taatttttca gaaaaaaaga taatgatagt attataatag
  2073241 aagggaaaga ggggaaatct gttataggtt acttataaag taaaacgagt gggggggatt
  2073301 gaaacgtgta tacaacatat ttatttgatt tagatggaac attgacggat ccgaaagaag
  2073361 ggattgtcaa ttcagtattg tatgcattaa aaaaggttgg cattgaagaa ttacatataa
  2073421 gtgagttaga ttcatttatt ggtccaccca tccagcaatc attcgtagag agatataata
  2073481 tgaatgaagg agaagttgaa cgagctgttt tttatttcag agagtattta aagcaacgtg
  2073541 gattgttaga gaataatata tacgagggta ttccaattct tttaaaacaa ttaaaagata
  2073601 caggcaatcg tttatttata gcaacttcaa agcctactat ttttgctgaa caagttatag
  2073661 agcattttca actaacgaat tattttgaag atatcattgg aagtaattta gatggtacga
  2073721 gaataaaaaa agaagaaatc attgctcata ttttacaaac aaatgaagaa cttaataaag
  2073781 aagaaattgt tatgattgga gatagaaagc acgatataat tggtgcgaac cagaatggaa
  2073841 ttgcatcaat cggcgtttta tatggctatg gtagtgaaac agaattgact gaagtgggtg
  2073901 caactcatat cgcaattgat gtaaaagaac tacaccatct ttgtttagaa aatagtttga
  2073961 ttaaaaagta aatatagaga ctaaaaatcc ctttataacg tacgatgatg aaatcgtttt
  2074021 ttgtttaaag ggatttttca tatgtaatcg aatacttata attagacatt tttagcatga
  2074081 aaaatttgta tgaataagag gagtgatgtc agaatcaaaa gattagtagt aaaagtttat
  2074141 caataataat ttgaattttc tgtttaaagg agggttataa ttggagctag ttattatatt
  2074201 attagcactt agtttactta tgtttgtagc atatagaggt ttttctgtaa ttttatttgc
  2074261 accaatattt gcattatttg cggtattttt gacagaacct agttttgtat tacctttctt
  2074321 ttcgaatatt tttatggaga aaatggtagg ttttattaaa ctatattttc ctgtattttt
  2074381 acttggggca atatttggga aggtagtaga aatgtcaggg attgcggact cgattgcaaa
  2074441 gacaattata gagttagttg gtgaaaaacg tacaatatta gcgattgtat taatgggtgc
  2074501 tattttaacg tatagtggtg ttagtgtgta tgtagtagtg tttgctgtat atccgttcgc
  2074561 agctaaattg tttcgacaag cgaatattcc aaaacgttta atccctggaa caatcgtgct
  2074621 tggagcggtc acgtttacga tggatgcgct acctggatca ccacaaattc aaaacgtaat
  2074681 acctacaacg ttttttaaaa cagacattta tgctgcgcca atacttggta ttgtaggggc
  2074741 aatttttgtt cttacattag gtttactata tttagagagt agacgtaaga aggcgaaagc
  2074801 agctggagaa ggatatgatg gttttaacga tggaaatact gaaatggcag cttctttaca
  2074861 agcagaacaa aaagatatgc cgttactgaa aagccttgaa attacaagag cacagcaagt
  2074921 aattgctttt ataccactta ttttagtagg tgtaatgaat aaagtgttta ctattatgat
  2074981 accgaagtgg tatccgaatg gttttgattt ttctgcaatt ggtatgaaag catttggaaa
  2075041 agtagaatta agtgcagtag ttggaatctg gtcagtagaa ttggcactta ttataggtat
  2075101 agtaacaaca ttattattat attggaaacg agtcgtaaca ggatttcaag ctggattaaa
  2075161 tacaagtatt ggtggggcgc tactggcaac gatgaataca ggagctgagt ttggattcgg
  2075221 tggtgtcatc gcagcacttc caggattcgc aattatgaga gatggcattt ctgccacatt
  2075281 cacaaatcct cttgtgaatg gagcagtaac gacgaatatt ttagctggta ttacaggctc
  2075341 tgcatcagga ggaatgggaa ttgttttaag tgcaatgggt gataagttta ttgcagcggc
  2075401 caatcaattc gatattccat tagaagtaat gcatcgtatt gtgtcaatgg catcaggagg
  2075461 aatggataca ttaccacata acggggctat tattactatt cttacagtaa caggtttaac
  2075521 acataaacag tcatataaag atatttttgc aattactgtt ttgaaaacgg ttgctgtgtt
  2075581 tttagttatt gcattctata cagtaacagg aatttattaa gtcgatatat tatgaactaa
  2075641 aatattaatt agggtaagaa ggggtggagt acttgcaaga agttgctgag tttcgtatgc
  2075701 cgaagtctgt attatatgga agaaattctc ttgaaaagct gtgggaacaa tctaagaaat
  2075761 tcgggaaaag agcgtttata gttacggata caattatgga ggatttagga tatgttgaga
  2075821 ggtgtataca acaattaaat acgaaaggta taactgttat tacatataat aaagtaaatg
  2075881 ctgagcctac aaatatacac gtgttagagg cgttaactat ttgtaaagaa ggaaagtgtg
  2075941 attttataat cggtcttggt ggtggaagtt gtattgatgc agcaaaagca gttgcggtgt
  2076001 tatatacaaa tggcggagaa gtggaagatt atgtccaaaa ggatagggaa atagacaatg
  2076061 atccgctacc acttattgca atcccaacaa cctctggaac tggatcggaa gtaacaagtg
  2076121 tagcagtaat tacgaataaa cgaacagatg taaaaatgat gatgaagcat ccgagtttta
  2076181 ccccgcaagt agcaattatt gacccaattt taacacgttc ggtaccacct cacattacag
  2076241 cagcaacagg gatagatgct ttatgtcatg cagtcgaagc atatatttct aaagtttcac
  2076301 aatcacttac agatgtatta gctctttccg ctattgaaag tattatgaaa tatttacgta
  2076361 ttgcatatga agatggagag aatatggagg caagagaagc gatgatgata gcgtccttac
  2076421 aagctggaat tgcattttct aatgcatctg ttacattagt tcatggcatg tcgagaccag
  2076481 taggagcatt atttcatgta ccacatggta tatcgaatgc aatactatta cctacagttt
  2076541 tagagtatac aaaaggtagt gcggtaaaaa gactagcgga aattggccgc tgtttaaata
  2076601 aagatttgta ttcctattgt gatgaagaag tagccgacta cacgctgggg gaaataaaaa
  2076661 aactttgttt tgatcttcat attccaaatt taaaagaata cggaattggt gagcttgagt
  2076721 ttgaaaaagc tatttctaaa atggcgtcag atgcaattga aagtggaagt ccagcgaata
  2076781 acccacgtgt gccatcatat gatgaaatta aacagttgta tcgagaatgt tttcattata
  2076841 aatatgaaga ttcaataaaa acattagggg attaatttca gaatattctt ataaaatttc
  2076901 cttggaaata gttaaaacaa ggctttatat ttcaaacgta aagtcttgct ttattatgta
  2076961 taatatacat aataaaatgt tgtaattaac tttaaaaaat agtgtaaggt aggtgtaagt
  2077021 taatgaaaac gataggttta attggtggta tgagttggga atcaactgct gaatattatc
  2077081 gaatcataaa tgaagaaata aaaagtagat taggtgggtt acattcagct aaatgtttaa
  2077141 ttaatagtgt agactttgaa gagattgaac gatatcagtc tagcggtgat tgggatagta
  2077201 caggagaaat tctagagaat gcagcatatt cattacaaaa gggaggagca gattttataa
  2077261 ttatttgtac aaatacaatg cataaagtag ttgagaaaat aaaggagaat attcatattc
  2077321 caatcttaca tattgctgat gcaactgcaa aagaaattaa aagaaaagat attcaaacag
  2077381 ttggtttgct tggaactaaa tatacaatgg agcaagattt ctataagtca cgtattgaag
  2077441 agaatcatat aaaagtagtg gtaccatcag aaaaggatag agataaggta aatgaagtaa
  2077501 tatatacaga attgtgctta ggaaagataa catctcaatc tagagagtat tataaaagag
  2077561 ttatagaaaa tctaatacaa gaaggggcca aaggaattat tttaggatgt acagaaatag
  2077621 gattattaat taaacaggaa gacgtatcag ttccgatatt cgacacaacc catatacatg
  2077681 cagttgaagc agttcatttc gccttactag agtataatta tattatgtaa cctagttcgt
  2077741 gtatgtggaa aacattcaga aaatatttta taatgtaagt ggttacaatt aagggggaat
  2077801 gcgtatgttc tcggttcaac caatcgcatt tgtacataat gaaagaaagg aaataaaaga
  2077861 tgatgagtgg ggagaagtaa gatcctgtat tactttaact gaaatgtata cagaggaaag
  2077921 tatacaaggg attgaagatt tttctcatat tgaaattgtt ttttattttc ataaagtaac
  2077981 tgatgaacaa attcaatatg ttgctagaca tcctagaaat aatcatgatt atcctaaagt
  2078041 aggtattttt gcacagcgcg ggaaaaatcg tccgaatcgc ataggggcaa caattgtaaa
  2078101 ggtgattaaa agagaaggta aatcaattat tgttgagggg ttagatgcta ttgatggcac
  2078161 ccctatattg gatataaagc caataatgaa agagtttatg ccgagagaag aaattgtaca
  2078221 gcctaaatgg gcaacggata taatgagaca gtattggaag gggaatggag taaaatgaga
  2078281 atatatgagg caacaattgc agatttagat ggactagcat cagtttttaa taactatcgt
  2078341 atgttttata gacaagattc cgatatagaa ggagcaaaag tatttttacg aaatcgaatg
  2078401 gagagaaaag aatccgttat tttcgtggca gttgaagacg gtgaatatat tgggttcaca
  2078461 caattatacc catcattttc ttctatttcg atgaaagaat tatggatttt aaatgattta
  2078521 tttgtgcaag ccgctaagcg cggagcagga acaggaaaaa aattattaga agctgcgaaa
  2078581 gaatttgcct tagaaaatgg tgcaaaaggt gtaaaattac aaacagagat tgataattta
  2078641 tcagcgcagc gattatatgc tgaaaatgga tatttgagag ataatcgtta tttccattat
  2078701 gaattaacgt tttaaataat aatagattaa aagaggcgct ttcattttga aggcgtctct
  2078761 tttaatttgc attatagttg atttaaaacc caatttgtcg catcttcaaa gttttctgca
  2078821 atgtagcttg gttcaatatg tgcccacttg tctcggtacg tatgtaaagc gtcgtatcca
  2078881 gcgcctgttc gtactaaaat tgttgtcgca ttcacttttg ctcccgcaac aatatcagtc
  2078941 cagcgatcac caattaccaa ttacagcaca ttgtgttaaa tcaagcccat gtttttccgc
  2079001 tgcttgcaga agcatacctg tacttggttt ccggcattca caaccatcac tgtgtttgtg
  2079061 aggacatacg taaatatcat caaaaccgaa gctttttaat tcttgtgaaa aatcggctat
  2079121 agtcgctatc ccatccgcga tacctggttg atttgtgaaa gagaaaactt ttatatgatt
  2079181 agcttttaat ttttgcagtg atgcttttgt aaaaggaaat aatgtaaatg atcctggata
  2079241 atgtattgta gtgtcgccgc caattgtacc gtcacgatca atgaaaattg cttgaatgct
  2079301 tgtcatagtt atagtccttt ccattaaaaa gtagtttaaa aatgttttac aaatcgatag
  2079361 ccatttactt catatcctaa ttttttgtaa aaaggatgag cttctactct ttttgttcca
  2079421 ctaactagcc atgtgccaat gcaattatgc ttctttgcta attgctctgc ataatccatt
  2079481 aatatgtgcc caatgccttt tcgtcgtatt gtagaatcaa cgctaataat tgaaatttct
  2079541 ccataccgag ttatatcttc taaattttca cgtatacgaa acccaagtaa tccaaatata
  2079601 gttttttctt cctcataaac atataaaaaa tcaaaaggac tcatttgtac gaattgcaat
  2079661 cggttgttca tatcctcata cgaaatagag gaacccttta gttctgttgt taaagagcaa
  2079721 agtgcatcta tatcgtttat cgtagcttca cgaatttgaa aagacatatt atccactcca
  2079781 ataaaatgta atcaaatatt tattattctg tttaaaaata ttttttcctg ctaggaaagt
  2079841 aaatatttta taatgatata tagatagtta tatgttattc ttttccttgt ttgtattgga
  2079901 aatggaaaga aggggaatgt atgttagaag taaatatccg ctctgctgga tatgaaatag
  2079961 gtgaaaaaac aattcatgat atcgcttttt ctattgaaaa aggtgaatta gttgctctta
  2080021 ttggcgcaaa tggtgccgga aaaagtacga cgattaaaac aatgctaggg ttgcttgtaa
  2080081 atgtgaatgg tgaaatatca tttggtgcaa agaaaaatcc gtatgcatac gtaccagaac
  2080141 atccaactta ttatgattat ttgacgctct gggaacatat tgaattatta atggctgccc
  2080201 gaggaaacga agtaggaagc tgggaaagga aagcggaaga gttattacat ctgtttcgaa
  2080261 tggataagta taaacatgag tatttatcaa agttttctaa aggtatgaaa caaaaatcga
  2080321 tgcttatatt agcgttttta acagaagcag atttttatat tattgacgaa ccttttatcg
  2080381 gactagatcc agtggctacg aaagagtttt taagttattt atataaagaa aaagaacgcg
  2080441 gggcaggaat tttactttgt acgcacgtat tagatacagc tgaaagaatt tgtgaaagat
  2080501 ttttactcat ctcacaaggt acattagtcg cagatggcca tttagatgca attcaaacgt
  2080561 tagcagaaat gccaggaagt tcattattag attgttttga tgtaatcgta aggcgtgaac
  2080621 agcatgatta aaaaacaatt ttataaaaga ttacgccatg aactagggcg gaaatggaag
  2080681 tctatccggt cggtaacaga ttggacagtc gcattatata ttattattcc agcatttata
  2080741 tttatgggaa tctattatcg atcactctgg ataaacgaat tatcaatgga agagataatt
  2080801 tattttggat taggtttact agcattttat ctagtaacat atacgagagg agttcgttca
  2080861 ttttttgaac aagcggatag tttattttta atttcgtatc ccgctcacat gcaaaaatta
  2080921 atccagtatg gcatgacata tacgtttatt cgaatagcga taacgaatgt agtagttgtt
  2080981 gttgttgcta tgttaccagt gttgatgaaa agtattggag tgacgaagat acaagtcgta
  2081041 ttattttggt tattctttac tctatttcga tgtatgttgt cgttattaac gagatatatt
  2081101 catgtacgtg tggggaaagg ctggctacta tggattataa aaaatgtaat attttctata
  2081161 agtctatcct ttttgggaat gagcctgttt cttatttata aaaatccatt ttattctata
  2081221 ctatgtatca gtctagtagt ttttctaatt atcgcattga taaaagaaaa actaaattat
  2081281 agaaattcct tttttaaaga agttgaaaaa gaaaaagaag aaagtatgcg ctggatgagt
  2081341 gggattatgc aagttggtgg tcatgcagct aaaccgagta gttcgaataa aaagccgtgg
  2081401 atgtttccac gttctaaaaa gtttttaggg aagaaaactg atgatcgtat tgttgaatcc
  2081461 tttttgaaag aatttttccg tacaagtagt gcacgaatat tttatattca aattgtatgt
  2081521 ataagcgcga taagtattgt tatgagtcct aggtggattg cagctattat tcttgcattt
  2081581 gctttatttg caatttcccg ctatgcacgc gattattggg ctgaatttgc gaaaaaatgt
  2081641 ttcttcattt atattgtgat gaaggcaaat tactattgtt aagatggaag gcagatcgct
  2081701 atttattact tccagtaatc cttttatatg gaataattat cctttcttat ttttatttat
  2081761 tagcagctgt aattgccggg attattttta tagtatggat tggttggatt gtatttttac
  2081821 cataaaaaaa gagccggaaa atggctcttt ttctaatctg tcacacattg ataaataaaa
  2081881 tatactaaaa cgagtatgct tgcggcggaa tacatgacat ctaaagtcat cggatctcct
  2081941 cctcattgtt gttgtatttt attgtatgaa atcttacaat tccatattca agtgaaaaat
  2082001 atgtgaacgt taacaaaatt gtaaagtgca aaaattacaa tcattttgta taatagagga
  2082061 aacaaccgtt atataaaata taatgagtga aaggggagga aacatacatg ccaaattggt
  2082121 ttagaaaaac cttagtcgca ttaattaccg tatttacatt tggtttagtg acgcctcctt
  2082181 ccatattgct tgataatgcc aaagctgcgg acaagcctac aagcacagct gggcaacaaa
  2082241 atttggagag tacgtcctat acatatgaag aaacgaatga caggttaacc accgatactt
  2082301 ttattactta cgcaatgcaa gaagcagaga agcagtcgat gcaaaagttt ggcactaaaa
  2082361 ttggtccagt aattgaagat gagtttaagg atgtaatatt accgaaaatt gaagaggcaa
  2082421 ttgctgaact agcaaatgat gtgccagaag aatcgctaca atcattagcg atttctcaaa
  2082481 aaccagcggg tggaaataat gaaaagattt ttcacgttta cgatacgaaa acaggaaatg
  2082541 acttattgcg tttccacgta agaagagatc atccaccgca agatggttat tattttaatt
  2082601 tccactatca ccgttttgat gatgggtact caggacatca tgagttagga aatatttatt
  2082661 ggaatacgaa tgtgccgcca aaatggcttt cttaaaaaga acgagagaaa tcttgttctt
  2082721 ttttatgttt atagaagggt aagacaacta tgttgttgaa taagataggt ttagaaaaaa
  2082781 gaagtaagag gagtatggga atgcaaaaat atattgtttt tgactttgat ggcacattag
  2082841 tagattcaca aaatatattt gtaccaattt ataatcaaat tgctaaaaag cacggatata
  2082901 aaacggtaag ggaagaagaa atcgagtatt tacgcaagtt aacgatgcca gagagatgta
  2082961 aacaactcga tgtaccgttg tataaactac caatattagc gctggagttt tataaattgt
  2083021 atcaacctgc cataaaagat cttattttgt tccatgggat gaaagatgta ttagacgaac
  2083081 tacataaaga aggttacgga attgcagtca tatcatcgaa ctcagaggag catattcggg
  2083141 cgtttttaca caataatgat atagaaaata tacaagaagt gtattgttct aaaaatttgt
  2083201 tcggtaaaga taaaatgatt aaaaggtttt taaaatcgaa aaagataacg gagaaagata
  2083261 tgttatacgt tggtgatgaa cagagagatg tagcggcttg taaaaaggca ggggtgaatg
  2083321 taatttgggt atcttgggga tatgatgtca ttgaaacagt gaaaaaagat gcaccagatt
  2083381 atatggttaa tacacctatg gaaattgtac aagtagtaca aggggcgtat tcttaatacg
  2083441 aatacacttc gagcaggtat tcatcatatt gaattttggg tagcgaattt agaggagtcc
  2083501 atttcttttt atgatatgtt attttctata attggctgga gaaagttaaa tgaagtagca
  2083561 tatagcacag gagaaagtga aatatatttt aaagaagtag atgaagaaat cgtaagaact
  2083621 ttaggaccaa gacatatttg ttaccaagct attaatagaa aagtagttga tgaggtagca
  2083681 gaatttcttt ctagcacgaa aataaagata atacgtggtc cgatggaaat gaatcattat
  2083741 tcggaagggt actatacgat tgatttttat gatccgaatg ggtttattat agaagtggct
  2083801 tacacaccaa atgtagaaat gtaaggagga atatacatga aaacaattac aacatggcaa
  2083861 aacaatatac aaatagtaaa agatgcaacg aatattgtag gaatttctaa aggtttttca
  2083921 ccggataaga aatatatagt tacgacaatt gatgaggaaa aatatttgtt acggattggc
  2083981 gatatacaag agtatgaaag aagaaaaata gagtttcaaa ttttaaatga aatggcaaaa
  2084041 cgtaacgtac aggcacaaag gccgattgaa ataggtatat tggaagatga aagtgtatgc
  2084101 tatagtattt tttcatattt agaaggagaa gatgcaaaga agctattgcc tacgtattca
  2084161 ccaaaagaac aatatgaaat tggtatagag gcaggaaaag atttagcaaa aatgcataca
  2084221 tatgaagctc ctaaggattt acttccatgg tatgaaagag caatgaaaaa acatcaaaaa
  2084281 tatgtagagg catataaaac gtgcggaata aaaataaaaa atgatgataa aatcattaaa
  2084341 tttatcgatg aaaatgaaat gtatttacaa aaccgcccaa atcgatttca acacgatgat
  2084401 tttcatttag aaaatataat tgtacgggat gggaaatatg taggggttgt tgattttaat
  2084461 ggttatgatt ggggcgatcc actccatgat tttgtaaaaa ttgcactatt tgcaagggac
  2084521 attagtatcc catactcaat cggacaaata gaaggatact ttaatggtat aataccagag
  2084581 gagttctgga agttatatgc tgtgtacgtt ggcatgacag ttttctcttc agttgtctgg
  2084641 acattacgag cagcaccgca tatgttagat gatacgttag agcgtcttac tatcgtttta
  2084701 gaggatcata aagactttga gctattaaag ccaatttggt ttcaaccaga aaaaattaat
  2084761 atgaaataga aaaggtaggt gtgattcaca cctacctatt attttttacc attcttcgtt
  2084821 ttgaagtagt tgtaatgcta aatttaagtc cacatcttct tgtatatgtt ccggagtcca
  2084881 cggaatatgt atatgtggtt gaataccaat tccagacatc ccttcgcctt tatctataat
  2084941 tgaaagtcgt gaagtagggt agtaaagagc gaatgtatca gcccattcca ttactgctaa
  2085001 attagaataa tcatttaaac cagcagtagg acgacctatt acttttactt tcaatgattt
  2085061 ttttgcaact tctacaaaag aatcgccaga actcccgcat gtaacatctg ttaatataac
  2085121 tactctacta ggtgattttc gtccgtgtat ttttaatgat tgaagttctt ttggtaaccc
  2085181 agaggtatca aatgtaacga atcctttttt ataattcttt tttaaatctt gaataaacat
  2085241 attggtgaat aatttggaaa gttcgtctaa agaatcataa tcttccattt ctttcatacg
  2085301 taaatgaaag ttccgttctg tatgatttaa ttgcattgta tcagaagaat cgaaaagaga
  2085361 aatctctttg tcttcaaata agtaaggaag taggttgaaa aatgcatcat cacttccgcc
  2085421 acgatttaat cgcacatcaa taattaagtt ttgaaaagaa ttaagctcat ttttgtgtga
  2085481 gtctaatagt ttattaatag cttcaatatt tgcaaaatcc gtcaaagtaa ttaagagtgt
  2085541 atctttatta tactgtttca atgaataaat aggcgtgtat tcgctttgtt tatacttttg
  2085601 taaagttatg gttttagtta ctccattttc atctataagt gtataatttg atgattttaa
  2085661 taaaacataa tcccattttt cacgttcata tgtattctca tttaaatact tcttatattt
  2085721 tattaatagc tcagggactt tcatattatc taatgctaga atagactgtc cttttttcac
  2085781 tcttatttct tgaggagtgg atgtaatata taggcggtct tcgtatcttt ttacttgaaa
  2085841 gccaacaccg ttaagcgttt ggttgttaga gatcattttg aaaaacatat gattatcttt
  2085901 aaagtctaat aagtaatcac gtacaatctc agtaaattgt actggtgtta gttctccttg
  2085961 tttctctagt ttctcgattg tctgtaaata agtagtagga tcgtcccatc ctttcttatc
  2086021 tatacaacct gaataatcgt gatgagtaat cgaaacaatt tctttaaaaa tttctatgta
  2086081 cacagctttt cctcctggta attcgaatag ttaaataaaa ggattcttta ttcaatgctt
  2086141 aaaatccttt atttggatgg ggattgtaat gaaaaataga gggacgtttt atcctccctc
  2086201 tattaaaact ttatttaatt ttcttaaatg caagcggctg agtacttaac attgctggta
  2086261 catgtaactg aagggatggg aattcaccgt tcacattcat ttcatatgca aataatagat
  2086321 tcatcttcat ttggaataag tcaacttttg cagagaagat gtcgtaatga tgatggccca
  2086381 attgaatgtc catctccata aattgtacaa ataacgaatc atcttgtttg tgtacttgta
  2086441 atgttccgta tgcaggatgt tcgaaagtac cagtgtaatc ctctaatttg tgagaaggtg
  2086501 tagtcccttt aatttgttct ggaacggatt cggttgcttc tttcatcatt tccttcattt
  2086561 tttccgtatc ttctacagca cgtttatgcc aatcaatggt ttctaattca agcagttcgt
  2086621 cataaatttg attagcaaga taagtaggca gtaatgtgcc tccagcattc gttaaaatga
  2086681 caaggccgat gttttctttt ggtatgaaag aaacaagcgc tgaaaatcca tcaatattac
  2086741 caccatgatg aatcacctta ttaccacgat aagcgcttat aaaccaacca aggccgtaac
  2086801 tatttaatgg agattcagga agtgataaaa ctggttgatc tggaattgaa ttgtgtggtg
  2086861 tatacatttg ttgtaataat tcagaggaga ttaattcatg atctccaaat tttccattgt
  2086921 ttaagtgaag aagtacccaa tttgccatat cttcaattgt agaattaata catccagcag
  2086981 cgccgactgt atcgatgttg cggaatggaa cttcttttat ttcaccatca ttttcaatgt
  2087041 aaggtaaagc atggtcttct gtcgtttgtg aatcggtaac agagaagttt gtatgtctca
  2087101 tatttaaagg ttctaaaata tgttctgtag cgtattgctc ccacgtttga tttgtgatgt
  2087161 tttctacaat atagctaatt gtcgcataca ttaagttgtt atatagaaat gaagtccgaa
  2087221 acggtgcatc aagtggtaaa tgctttattt tttcaatgag atcttttcga gataaggaag
  2087281 agctatacca aagagcctca tggcggctta cgccagttcg atgagaagct aaatctcgtc
  2087341 cggtaacttg tgagctagca agtagttcag ataaagagaa gttttgtata taagactgga
  2087401 caggagcatc ccaattaaac tttttttgct gcgctaataa gcttaatgaa agtgtgccaa
  2087461 aagctttcgt tgaggaaccg attgcgaaca aagtaagcgg tgtaacaggg gcttttgtct
  2087521 ctaaattacg atagccgaaa ccttctgaaa taatcatttc accgtctttt ataacagcta
  2087581 cagcagcacc aggaacattt aaatccttca tcattttttc aaccgttgtt tgtaaagaag
  2087641 ccataacagg ggtttcaatt ttagacatac ttataacctc caaatataat ttttgttcta
  2087701 ccgcactata ctttcggtaa tagaaaatga aaaccttttt aaatatggaa agttaataat
  2087761 tttgtaagaa ttaccgtgag aaattttatt aattaagatt attaaattta ccatttttca
  2087821 tgttatgata aattgcatat aagattgaaa gaaggtttta ctacatatga aacatgctga
  2087881 aaatgaatac ttaaatttat gccgccatgt aatggaacat ggtacgaaga aagaagatcg
  2087941 tacagggaca ggcactgtat ctgtatttgg atatcaaatg cgttttgatt taagtaaagg
  2088001 ttttccttta ttaacgacaa agagagtgcc gtttcgcctt gtagcaagtg aattgctttg
  2088061 gtttatgaaa ggtgatacaa atattcgtta tttattgcag cataataata atatttggaa
  2088121 tgaatgggca tttaagagct gggtagaaag tgacgagtat actggtcctg acatgattga
  2088181 tttcggtctt cgctcacaac aagatgaaga atttaaagta cagtacgatg agcaaatgga
  2088241 attgtttaaa aagaacgttt tagaagatga tgagttctca aataaatatg gttatttagg
  2088301 agacgtatac ggtaagcagt ggcgtgcttg gaaaacgaca gctggtgaga cacttgatca
  2088361 attaaaagat gtaattgaaa tgattaagaa aacgccagat tcgcgtcgtc taattgtttc
  2088421 tgcttggaat cctgaagatg taccaagtat ggcattacca ccttgtcata cgttattcca
  2088481 attttatgta gcagatggca aactttcttg tcagctatat caaagaagtg gtgacatatt
  2088541 ccttggaatt ccatttaaca ttgcaagtta ctcactactg acacatttaa ttgcacatga
  2088601 atgcggactt gaagtgggag aatttgttca tacaattgga gatgcacaca tttatacgaa
  2088661 tcattttgag caagtagaaa agcaattggc acgtgaacca cgtccattcc cgaaacttac
  2088721 actaaatcca gatgtgaaat ctgtgtttga ttttgaaatg gaagatttaa caattgaagg
  2088781 atatgatcca catccagcaa ttaaagcacc agttgcagtg taattgtaga ggagatgaaa
  2088841 agatgatagt ttcatttatg gtcgcaatgg acgaaaatag agtaattggt aaagataata
  2088901 atttaccttg gcgtttaccg agtgaattgc agtatgtaaa gaaaacaacg atgggtcacc
  2088961 cgcttattat gggaagaaaa aactatgaag cgattggtag accactgcct ggaagacgta
  2089021 atattattgt aactcgcaat gaaggatatc atgttgaagg ctgtgaagta gcacattctg
  2089081 tagaagaagt gtttgagcta tgcaaaaatg aagaagagat ctttattttt ggcggagcac
  2089141 aaatttatga tctcttttta ccttacgtag acaagttata tataacaaaa atccatcatg
  2089201 catttgaagg agatacattt ttcccagaaa tggatatgac aaattggaaa gaagtttttg
  2089261 ttgaaaaagg tttaacggat gaaaaaaatc cgtatacgta ttattaccat gtatatgaga
  2089321 aacaacaata atcccaaaga ttgatgtgaa tattcgcatc aatcttttta tttgtatcca
  2089381 ttaatattgg tttatagatg agattcgata gtgctataat gaaaggtagc atgtgaaaat
  2089441 gctaaaattt tcaagagtat taagatagta agaggaggag aatcgattga gaaaaatatg
  2089501 ggggattctt tttctttgcc taacattcat gttagtcgga tgtggtaaag aagaaaaacc
  2089561 acaagaagca tttgatacat atgcaaaagc atggaataaa caaaaatttg cagaaatgta
  2089621 tgatcaatta tcagaaaagg caaaaaaaga tatttcaaag aaagaattca ctgagaaata
  2089681 tgaaaaaatt tattctggca ttgaagtgaa aaacttaaaa gtggaagcag gagaagtaaa
  2089741 ggaagataaa aaagatgaag gtcctattcc ttttaaagta agcatggata cagtgggtgg
  2089801 aaaaatcaat tttggccatg aagcaaaaat ggtgaaagaa aaagatggag ataaagaatc
  2089861 ttggaaagta gattggactc ctgactttat cttcccaggt atgacgaaag atagtaaagt
  2089921 gcgtatgcaa acgacagagc caaaacgtgg ggaaatatac gatcgtaatg gaaaaggtct
  2089981 tgcaacgaat gggaaagctt ctgaaatcgg attgattcct gaaaagttag gagatactgc
  2090041 tccgcaaacg aaagaaacgg tagcgaagtt gttaaatatg tctgtagaag aaattgatca
  2090101 aaaattagct gctaaatggg taaaaccagg gtatctcgta ccaattggaa ttttacctga
  2090161 aggggcaaca caaaatacgt acattgattt accgggtgtt tcaacaaaac ctgtaaatgt
  2090221 tcgtacatat ccattagggg aagcagcagc acatctcact ggttatattg gaaaagtaaa
  2090281 tgctgaagat ttaaaaacgc tacaaaagaa aggctatcaa gcggatgatc cagttggtaa
  2090341 agctggttta gagcaagtac tggaagagaa gctgcgcggt aaaaaaggcg gccgtgtctt
  2090401 tgtggaagat gcacaaggaa aagaaattaa aaatttagca aaaacagatg ctgttgatgg
  2090461 agaaaatgta actttaacga ttgatagtgc tgttcaagaa aaaacttata atgaaatgaa
  2090521 aggcgaagct ggttcaagcg cggcaattaa tccgaaaagt ggagaaactc ttgcacttgt
  2090581 aagtagccca gcatatgatc ctaacataat tgcaagagga acatcaaaag cacaacgtga
  2090641 agcatggaat aatgatccaa agaaaccgat gacgaatcga tttacacaat tatcagttcc
  2090701 aggttctgtg tttaagccta ttacagcagc aattggtctt gaaacgaaaa cgattgatcc
  2090761 aaaagaagag ttgaaaattg aagggttgaa atggacaaaa gattcttctt ggggtaatta
  2090821 ttatgtaacg cgtgtaaaag atgcaaatcc gattgatttt gataaggcga tgaaatactc
  2090881 ggataatatt tattttgcac aagaagcttt gaaaatcgga aaagataaat ttatgagtga
  2090941 agcgaaaaaa ttcggattcg atgagaagct accaattgaa tatggattcc cagcttctaa
  2091001 aatcgcaaat gatggtatta aaaatgatat tcaaatggca gacacaggtt atggacaagg
  2091061 acaagtatta atgacaccac tccatctagc attaacgtac gcaccaattg ttaatgatgg
  2091121 aaacatacct tctccataca ttattaaaac agataagcaa ccaaaagttt ggaaagagaa
  2091181 tgtcatttca aaaggcaatc aggatatact aaaaactgct atgacgaaag taattaatga
  2091241 tccagatggt accgggaaaa ttgctaaaat tgatggtatg acgcttgctg gaaaaacagg
  2091301 tacagcagaa ttaaaagtat caaaagaggc cgaaggaaaa gaactaggct ggttcgctgc
  2091361 atttgattta aattcaccag atatggtcat tacaatgatg attgaagatg taaaaggtag
  2091421 aggcggaagt aatatcccgg ctgaaaaagt aaaacatgta tttcaaaaat aatatgtaat
  2091481 aaaagactag ctctataatt tgtagagcta gtctttttat atgaagaaat tcttgatatt
  2091541 tgtatactta attttaagga aacaaaataa atcattaact tacgaaaaaa aagtagctat
  2091601 tttttattga catcaaacgt aactttttat attatactta cataaggtaa gttatttact
  2091661 ttcaaattat aaatctcaaa ttaaagataa aatgtagaaa agggagagaa tacaatgaca
  2091721 aaagtactat tcattacagc aaatccaaat tcagcagaag gttcattcgg aatggcagta
  2091781 ggggaagctt tcatcgaagc ttataaaaat gaacatccac aagacgaagt tgtaacaatt
  2091841 gatttattca acactacagt accagcaatc gatgcagatg tattcgcagc ttggggtaaa
  2091901 tttgcagcag gtgaaggatt tgaagcttta actgaagcac aacaacaaaa agttgcagca
  2091961 atgaacacaa acttagaaac atttatgcat gcagatcgtt atgtattcgt cactccaatg
  2092021 tggaacttta gctatccatc agtagtaaaa gcatacttag ataacttagc aatcgcaggt
  2092081 aaaacattca aatatactga aaatggacca gttggcttat tagaaggcaa aaaagcactt
  2092141 cacattcaag caacaggtgg cgtttattct gaaggaccat acgcagctgt agactttggc
  2092201 cgcaatcact taaaaacagt attaggattc atcggtgtaa atgaaactga atatattgca
  2092261 gttgaaggca tgaatgcaaa tcctgaaaaa gcacaagaaa ttaaagaagc agcaattgct
  2092321 aatgctcgtg aattagcaaa acgtttctaa tatatcatac ttaaaaatgt ccaaacactt
  2092381 gctgtttgga cattttttct tctttttcct tcgtttgtct agtataatga aggtcggaat
  2092441 gataataggt gggggttctg tatgattcaa acgtttttta aaatctttta tttaatttta
  2092501 atcgtaattg cgattacacc gagaatgtgg cggcttaaaa gacaagtaaa tacgatgtcg
  2092561 ccacaagaaa aagataatgc tgtgtacaaa acgacaaatt ggtttggtaa gaaaatggta
  2092621 cgtgtagcag ggggaacagt agaagtgaaa ggacttgaaa atgttccgaa agacaagccg
  2092681 gtactagttg taagtaatca ccagagtaat atggatatcc ctgttttact aggttattta
  2092741 aataaaccaa ttggcttcgt ttcaaaggca gaaattaaaa agttcccagt tgtaccaact
  2092801 tggatggaac ttatgaattg tgtatttatg gatcgtagcg atcgccgtca atcacttcaa
  2092861 gcgattaaag atggaattga gctattgaag aatgggcatt ctatcgtaat tttccctgaa
  2092921 ggaacgagaa gtaagggtgg cgaaattgga gagtttaagg ctgggagttt tcaccttgct
  2092981 gtaaaatctg gtgtagcaat cttacctgta acattagatg ggacatataa aatgtttgaa
  2093041 gcgaatggaa accgtatgaa gtcagctcgt gcaacagtaa caatttctaa gccgattaca
  2093101 cctgaagagt atgcgaatat ggatattaaa gagttaacga agcatacaca agatgttatc
  2093161 gcatcaaaat tacataagta ataaaaaagg tttcagctta tataagctga aacctttttt
  2093221 attatgctgt aggtaagacg taaaagagta cgcagaagaa catcattgca ctaccaccta
  2093281 atacgaaaag atgccaaatg gcatgattga aaggtaactt ttcccaaagg aagaatatag
  2093341 ctcctacaga atataaaatt ccacctgcta aaagtagtga aaaaccatgt ccagttagat
  2093401 tttcataaag tggtttaata gcaacgatta tgagccatcc cattatgata taacatagag
  2093461 ttgatgcctt aataaagcga cgtacaaaga aaattttgaa gatgataccc ccgattgcta
  2093521 gtgtccatat aattgcgagt aacgtccaac ctaatgggcc acgaagcgtg ataagtaaaa
  2093581 aaggagtata tgtgccagcg attaataaat aaatggctga gtgatctagt atagtaaata
  2093641 atttttctac ttttggatgg tgaatgctat gtaacaatgt cgaaaacaag tacagtaaga
  2093701 acatgcttac accataaaca gtaaatgcaa ctacagctga tgcggtacca tgcttagaag
  2093761 catgaataat caatatgatt aaggcaggga tgcttaaaat ggcaccgata ccatgtgtta
  2093821 ttgcatttgc aatttcttct tttacaaatt gggtcattcg tgtcattttt tcagtcataa
  2093881 tgccaatcct ttctactatt ataaaataat atgtcgtttc ccttaccata tcatacacaa
  2093941 gggcaataga aaatgaaatt tgtataattg attatatttt tgaatttttt tgataaaagc
  2094001 caatggattt gttgacgttt tcaaactttt ttgacaaaat aaaattatgc aatagtagga
  2094061 caaggaatct actaataaag gggatggaga aatgttttca aatattggct ttccaggatt
  2094121 aattttaatt ttagtagctg tacttatttt atttgggcct aaaaaattgc cggaaatcgg
  2094181 aaaggcctta ggggaaacgt taaaagaatt caaaaaatca acgaaagaat tgactgatga
  2094241 tgcatttcaa gagaaggaaa agaaagaaaa aatgtaatga attttcctcg taatggataa
  2094301 ataaagtgtg gtgaacgaga tggaagatcg ggaaatgagc gtcgtagaac atatagttga
  2094361 gcttcgcaaa agagtaatat atacagtgct atcctttgta ctatttttaa ttattgggtt
  2094421 tacttttacg aaggatattt atttttggct tgtcaaagat ttaccaatga aattaactgt
  2094481 tctcggtcca agtgatgtat tgtggatttt tttctcgatt gctacagtat ttgctatcgt
  2094541 ttgtacaatt ccttttgctg ctatacaaat ttggctattc gtaaaaccgg gtttacatcc
  2094601 aaatgaacaa aagatgacag tcatgtatat accggtattg tctatattat ttattgcagg
  2094661 tttatgcttt ggatatttcg ttgtaatgcc gtttttattt cattttttaa ctacgatagg
  2094721 taatgaaatg tttaatacga tgtttacgac agaaaagtat tttcattttg ttcttaattt
  2094781 aacagttcca tttgctgtaa tttttgaatt gccagtagta gtaatgtttt taacgagtat
  2094841 tggactattg acggcagaat ttctaataaa aataagaagg tatgcttacg tagcattgat
  2094901 tatcattgca tcgtgtatat caccgccaga ttttttatct catagtttag tggcagtacc
  2094961 gcttatttgt atttatgaaa ttagtattgc tttatcaaag attgttagta agcgaaaaaa
  2095021 gaaaagagaa gatgaaagcc agtcgaaaag tgccgcgtta taaaggcact ttttttattt
  2095081 atttgttata ctctagctat aaacgtatac aatatagaga agaaaaaaat tatagaatct
  2095141 ccaaaattta gacaaacttt gcgcttttat aagtttatac tgaatatatt aagcaatata
  2095201 cggataacga gtcctcgtct gattggatat gtaggatggg ggatggatta ggtggagatg
  2095261 aatagagtat aaatcttcta accataagga ctacagggat tgtctaaggg tacttttgta
  2095321 ttcataggag tctccacttt aaacaacgtg ttacagcgta aagtagagga agttcaaaaa
  2095381 tccaatgaaa aagaggattg atattgtgat tacgaaaagt ttttatttca ctcattcaac
  2095441 aggggattgt attaaaatat ttgaaatccc tgtcctacag gcgcagcatc cattatcgtt
  2095501 tctaattcag tctcgtcttc aattatttat tgcaaaaatt caaaaacaaa aacatccaag
  2095561 attttcgtat tctttccgtg aatatttaca aaattgtttg aagtggaatg attatttaaa
  2095621 tgtatataaa acaaatactc ttgaaaaaaa tgcatgatat agagtgtgga cagggtcaag
  2095681 agctctgtct ttttcatttt agatataaaa atataattaa tttgattaaa tttcgttcca
  2095741 aattgttgaa agcaatggga atactagtat aataacaagg agagcgtatt ggaaagggaa
  2095801 gaatataata tgcaaaaaat taaaattgta acagattcaa cggcagattt atcactatca
  2095861 caagaggtaa ttgagaagta tgacattcat gttctaccat tatcaatctc tgtaaatgga
  2095921 caaacatatt tagatcgcgt tgatctacaa ccagatgaat ttattgaaga aatgattaaa
  2095981 tcagaggaac taccaaaaac atcacaaccg gcaatgggta catttgtaga aatgtatgac
  2096041 aagttaggtg aagatggaag tgaagtactt tccattcata tgacaagtgg aatgagtggt
  2096101 actgtggcaa ctgcaaatag tgctgcatca atgaccgaca caaaagtaac agttgttgat
  2096161 tcgcaattta ttacacatgc tttagcatat caagtagttg aagctgcgaa aatggcaaat
  2096221 gaaggacgct cactagaaga aattttaaaa cgtgtagatg aagtgagaaa gaatactcgt
  2096281 ttatatgtag tagtagatac attagaaaac ttagtgaagg gtggacgtat tggtaaaggg
  2096341 aaagcattta tcggttcgct gctgaatata aaaccaattg ctagccttga agatggtgtt
  2096401 tataaccctg taacgaaagt gcgtagccaa ggtcaaattg taaaaacgtt agctaagtta
  2096461 tttgaggaag atacagctgg aaaagttgta aaagccgtgg caattccaca tgcgaaagca
  2096521 attcctttag ctgaaaatgt aaaagcggct gttgaaaaag tgagtggatt tgctcaatca
  2096581 gaaattttct ttacaacgcc tattattagt actcatacag gtccaggtgc aatcggattt
  2096641 atgtatttag cagagtaata aaaaaagcta cttgaaattt atttcaagta gcttttttat
  2096701 gtgaatagaa aataagaaat aagaagggct atacaggcac tcccgctaat gatatagcga
  2096761 gtctgtaaat attcattcat agaaaacacc tactgattaa agtttcactt tatgattttc
  2096821 tatattatat gtttggatat agaaaataag tagttacgtt atacatgtaa cgtttcaatt
  2096881 ttttcattca cttttttagt aggtgtttcg ctattataag tgaaagtttg acctaaaaag
  2096941 agtacatgca gttgttccca cggtaacata cgtaaattcc aattatttcg aagccttgtt
  2097001 attgcctcgc gaggtgtttc atcagcgagt gcaaaagccc cgtaatgcat tggtataaag
  2097061 tgtgtagcat gtaaatctaa ataagcttgc actgcttctt caggtgaaac gtgagatatt
  2097121 ttcataaacc attctggttc ataagctcca attggcataa gggcaatatc aattgaaaag
  2097181 cgtttgccaa tttctttgaa gccttggaaa taaccactat ctccgcaaaa ataaatggtt
  2097241 tcctccatat tgtcattctt aataatccat ccaccccagt gagatgtatt catatcaaat
  2097301 aatgatcttc tcgtccagtg ctgagcaggt acgaagtgaa aggaaacatt atcaatagtc
  2097361 gtactttccc accatttata ctcttctaca ttgttgaatt ttttacgagt aaataatttt
  2097421 tttaacccga tgggcactaa gtataatacg tcatcgttca gctggcggag tgttgaaaaa
  2097481 tctaagtgat cataatggcc atgtgaaaga agaacgatat caattttagg tagttctttt
  2097541 atagaaagtc caggttctgt aagtcttggg actaatttta atttattggc ccatactgga
  2097601 tccgttaata tattaagtcc attcgtttgg ataagaaaag tggaatgccc aatccatgtg
  2097661 acagtcgttt ttttaacatt attttgcaaa aatgcacttt gtttaacggg tgattgttct
  2097721 actaagaaag aaaaatcttt tttgttttgc tttcgttctt tacgccagcg tataaaagag
  2097781 cgaattgatt tttttgtgct aacattatcc atattttcat agcgctttgc catgaacatc
  2097841 acctcattta aaatcgttgt aattatattg taccgaaatg ttgttaagga atacagtgta
  2097901 taacatggat gaatgtttaa gtaattgtaa aaaaatagag gggtgcattt acaaaaataa
  2097961 aaataaaatt agttttgcaa cttatattta gagaaataat agtgaaaaaa tatattttgt
  2098021 ctagtaattc gcttgaaata aagaagtaac atacgtaaat ttgtacgatt tcgtgaacaa
  2098081 atgtagtaaa caattttctc gtagtgttaa cttttgttat gataaacata acctatttaa
  2098141 atttaggata gagaaaagag gtttataaat gaagcgttat caaaaagtaa ttggtcttat
  2098201 ggttgtattt tgtctctttg tacttgctgg atgtagtgga tcaggttcaa agcttcgtaa
  2098261 accattgaat tgggatttag aaactttcca atttacaaat caagatggaa agccatttgg
  2098321 tacaaaagat ttaaaaggga aagtttgggt tgcagatttt atgttcacaa actgccaaac
  2098381 agtttgtccg ccaatgactg ctaatatggc aaaactgcaa aagatggcaa aagaagagaa
  2098441 attagacgtt cagtttgttt cgtttagtgt agatccagac ctagataagc cagagaattt
  2098501 gaaggctttc attcaaaagt ttacagagga tactagtaac tggaatttat taacggggta
  2098561 ttcgttagaa gatattacaa agttttcaaa agataatttc caatcacttg tagataaacc
  2098621 tgaaaatggt caagtgatac acggtacgtc attttattta attgatcaaa acggaaaagt
  2098681 aatgaaaaag tacagtggca ttagtaatac gccgtatgag gacattatac gtgatatgaa
  2098741 gcgattagca gaataaaaag aagggtgcag attataaagc acccttcttt ttttacatta
  2098801 gtctatggat aaaatgtcat gttgctgtgg aagttttggc gcccgaattt ctaacacgcc
  2098861 attttgatac gaagcttttg ctgctttttt attaatggag tacggtaatt taattaatct
  2098921 ggatgcttct gaaatagaac gttctcggcg ataatagtta tgggatgttt gctcttcttc
  2098981 ttcaagtatc tcttctttta cagagacttt taagtattca ctttgtattt caatttgaat
  2099041 ttgttctttt tgtatacctg gtagttcagc tgtcacaacg agttcttcac caacttcata
  2099101 taaatctaca gggaatgtta ataaacggtt tcctttttgg aaaaaatgat ttaaatcagc
  2099161 gattacatta cgaagtggtg tttgctcgaa gaaatcatca atttgcttta aataattacg
  2099221 aaccggtggg cgagaagagt cttttttttc ttcactcata atattccctc ctaaaaatca
  2099281 atttgcaata tcatatgaca aaagcggaga aaggtgagtg cctagttttc atgttttcat
  2099341 aaaaaattgt taaaaatgtg aaatggagtg atttttttat agtttttggt cgccatattc
  2099401 agttgattat gctagtataa atagggttga tatagtagta tagagacaga atgaaaactg
  2099461 aaagagggta agaagtatgt gtggttttgt aggatgttta tgtgaaaacc ctagagagtt
  2099521 ttcagaaaca gaaaaacatc aatttgaaaa tatgaacacg atgattttcc accgtggtcc
  2099581 agatgacgaa ggatattttc gtgatgaaca tgtacaattt ggcttccgcc gtttaagtat
  2099641 cattgactta gaggcaggac atcagccgct aacttatgaa aatgatcgat atgtaattat
  2099701 ttttaatggt gaaatttaca actatgtaga attacgtgaa atgttacttg aaaaaggtgc
  2099761 aacgtttgca acgcaatctg atacagaagt tatcattgca ttgtatgcac atatgaaaga
  2099821 aaaatgtgta gactaccttc gtggtatgtt tgcatttatg atttgggatc gtgaagagaa
  2099881 gaaacttttc ggagcacgtg atcacttcgg tattaaacct ttatacatcg cacaacaagg
  2099941 tgatactaca ttcttcgcat ctgagaagaa aagtattatg catgtgatgg aagataaagg
  2100001 cgttaatcca acgtcactac aacattactt tacgtatcaa tatggtccag agccagaaac
  2100061 attaacaatt gatgttaata aaatcgagcc tggtcattat ttcgtaaaag aaatcggtaa
  2100121 agagatggaa atccatcgct actggaaacc ttatttcaat gcttcaagtg caacgaaaga
  2100181 ggaacatatc caagcgattc gtgatgtgtt atatgattca gtaaaagtgc atatgcgcag
  2100241 tgatgtacca gtaggttcat tcttatctgg tggtatcgat tcatctatta tcgcttctat
  2100301 tgcaagagaa atgaatccaa atcttttaac attctctgtt ggttttgagc aacgtggttt
  2100361 tagtgaagtt gatgttgcga aagaaactgc tgagaaatta ggcgttaaaa accataacgt
  2100421 attcatttca gcgaaagagt ttatggatga gttcccaaaa atcatttggc atatggatga
  2100481 tcctttagca gatccggcag ctgtaccatt gtacttcgtt gcaaaagaag cacgtaaaca
  2100541 tgtaacagtt gttctttcag gtgaaggtgc agacgagcta tttggtggtt ataacattta
  2100601 ccgtgagcca aactcactga aaatgttctc ttacattcct agcccaggta agagcgttct
  2100661 aaaagcatta agtggtgctc ttaaagaagg ctttaaagga aagagcttcc tagagcgtgg
  2100721 atgtacgcca attgaagagc gttactatgg aaacgcgaaa atcttccgtg aagaagagaa
  2100781 agctgaatta atgaagtatt acaatgaaag tgttaactat atggatatca cgaaaccatt
  2100841 gtataacgaa attaaagatt atgatgatgt aagtaaaatg cagtacattg acatgttcac
  2100901 atggttacgc ggtgacattt tattaaaagc tgataaaatg acaatggcga attcattaga
  2100961 acttcgtgta ccgttcttag ataaagaagt attcgatgtt gcatctaaaa ttccaactga
  2101021 atttaagatt gctaacggaa ctacgaaagc tattttacgt gaagcagcac gcggaatcgt
  2101081 tccagatcac gtattagatc gtaaaaaact tggattccca gtaccaattc gtcactggct
  2101141 aaaagacgaa atgcatgatt gggctattaa tattataaac gaaagtaaga cagagcattt
  2101201 aatcgacaaa cagtatgtat taaacttact ggaagcacat tgtgcagata aaggcgatta
  2101261 tagccgtaaa atttggactg tacttgcatt tatggtatgg catcaaattt atgttgagca
  2101321 taaatacgat acgaataagt tccacgaaga aacgaaacgt gcgtatagct tagtttaatt
  2101381 agaaaaacct taagatcgca tacggtctta aggttttttt cataaatagg acgtattatt
  2101441 gatacaataa tagtaaaagg atggacaaca tatgattacg tttgaaaaag taactgtaga
  2101501 aaatgaaaac gttgttaaag aaatgtttca ctcacatagt ttaagtgaga aacaggtaca
  2101561 gtattgtgtg aaagtcgatg atacatatat tggtgtaata gattatcgtg ttcaagggga
  2101621 gactgcggtt ttatctcagt taattattca ctttgattat caaagttacg gttatggaac
  2101681 aaatacgtat tttacatttg aaacaatgat gaaagaaaga aatgtgaaag agataaaggt
  2101741 attacaaacg gaattaacag aacaagcaaa atctttcatt gagagctttg gttttaatga
  2101801 ggaagatgga atatatgtga agaaaatata atgatgagta cttatgcagg ataaatataa
  2101861 ggcaggtgga tgtatgacaa tgagttctgg tcttgtatta attggagggt gtttcctagt
  2101921 agcagagcta agtcataagt ttattcgaaa aagaatgaat aagaagagaa agccatatga
  2101981 attacaatat gccccagtgt ttttcctttt gttttgtatg ctacttacat tacaaagcat
  2102041 aacgaatttt ccgccgcttt taaatgtttt tttaaagttc ggtttgctgt atagtaccac
  2102101 tggaatagcc cttttattcc ttttattttg catacgttat attcactatc aatcgtatat
  2102161 atttatatta aattggttaa aacaaaatga tagcaaccgc cttacttaag ggcggttttt
  2102221 ttgtaattgt aatggctttg tatataaagc tcaaaattct attgaaattt ataaaaatga
  2102281 ttagaggatt tattttatta atatgaatga aagtaatgat tttaaaatgc aagtggtaaa
  2102341 aacagtattg ggcctaagta tcatgctaat aatgcagttt atactaaaaa aagtaatacc
  2102401 tgatatgtat tatttacgtt atgcagtgac tggaattaca attactttct tatgtccatt
  2102461 tatgtttcac atgttacgat taaaaaaatg tgaatagcaa ataagtaaaa aaatagtttg
  2102521 aataaaaatg aggtcaaaat tatatatatt gaaaaagttt tctgatatat ctattgacaa
  2102581 tgtatgagat atacattaat ctttaaggtg taaatgataa tcaatttcaa ctaggaggac
  2102641 ttatgacacg cactaaaaat atgcttatat tttgcattat gctactaaca atcataatcg
  2102701 cagggtgtag taaagaagaa aagaaagaaa atgatacatc agctaaagcg aaagattcgt
  2102761 atacgataaa acatgcaatg ggcgaaacga cagtggatgg tacgccaaaa agagttgttg
  2102821 ttttaacaaa tgagggcgct gaggcacttt tatctgttgg agtaacgcca gttggaacga
  2102881 caaaaccacg agctggtgat gaatggtatc ctcatttagc gaaagagtta aaaaatacga
  2102941 aagtagtagg aactgagcgt gacattaatt tagaagcagt aatgaagctt cagccggatt
  2103001 taattatcgg aaataaaatg cgtcacgaaa aaatatacga gcagttaaaa gaaatcgcgc
  2103061 caacagtata tgctgaaaca ttacgcggtg attggaaaga aaactttacg ctatatacaa
  2103121 aagctgtaaa taaagaaaaa gaaggacaaa atgctcttaa tgattataaa aagcgtattg
  2103181 caggaataaa agaaaaatta ggtgaaaaag ttaattctaa agtttctatt attcgcttcg
  2103241 tccctggtga tgttcgtatt tatcaaaaaa attcattctc aggtgttgta ttaaatgata
  2103301 ttggatttaa acgaccacca ttacaagata aagatgaatt tgcaattaaa ggaattacaa
  2103361 aagagcaaat tccaaatatg gacggggatt atttattcta tttcacatct gataaagacg
  2103421 cggataagaa taatgaagga aatacattag caaaagaatg gacagaagat ccactcttta
  2103481 agcaactgca ggcttctaaa gataataaag tattccaagt agatgaagtg atttggaata
  2103541 cagcaggtgg tattgtagct gcaaatctta tgttagatga tattgaaaaa tattttctga
  2103601 agtaaatgaa taatcgagtg catcacttta aataggtgat gcatttttta ttttgttaaa
  2103661 atacagaaaa ttccttcttt tgagtgtgga taagttgtac aattaaaata atcatggaat
  2103721 aaaggagtgg gaataaatgg aagctactca taaagattgg attttattta acggaagaat
  2103781 tgtaaatacg aaggaagaac aaccgatgat tccattagag gagagaggct ttcaatttgg
  2103841 tgatggtata tacgaggtat tcagactata tgatgggaag ccacatttat tagatttaca
  2103901 tttagaacga ttctttcatt ctatggaaga aataaaatta attccaccat ttactaagga
  2103961 agagttggcg gaagagttac atcaaatgat tgaaaaaaat caatttcaag aagatgggaa
  2104021 tgtatatttg caaatatcaa gaggcgccca agcacgtaat catgtatatg agtcaaatat
  2104081 gcaaccaaca tattttgcaa atattgtttc gtttccacga ccaattgcta ctatggaaca
  2104141 aggaataaaa gttactgtag aagaggatat acgctggaag ttttgtcata taaaatcttt
  2104201 aaatctgcta cctaatatta tgattaaaaa taaaataaac gaacaaggct atcaagaagc
  2104261 gatattagtg cgagatggaa ttgtaacgga aggttgtcat tcaaatttct ttatggtgaa
  2104321 aaataataaa ttgattacac atccggctga caatttcatt ctacacggca ttacacgtca
  2104381 ttatgttatt acattagcga aggagttaca tattgaagta gaagaaagag aattttcact
  2104441 tcaagaagta tatgaggtcg atgagtgctt cttcacagcg acaccacttg aaatattccc
  2104501 agtcgttcaa attggtgacg agcagtttgg aaacggagaa agagggccaa ttacaaagag
  2104561 actccaagtt gcatatgaag aaagtattcg tttgtttaaa gttacgaact aatactatga
  2104621 aaaaaagctg gtattcctcc agcttttttt catgatataa ttcaagcata ggacaagatt
  2104681 tgaaaacgct gtaaaaaggg gatttaaggt atgaattatg aagattttaa agaagtaatt
  2104741 cacggtagac gaagtgttag aaagttcaaa gaacaagaag tatccactag tgatataaaa
  2104801 gaaattattg attgtgctcg ttatgcaccg agtgatacaa actcacaaac ttgggagttc
  2104861 ttggtcatta tgaaccgaga aaaaattaaa gaaattgaac aaatgacatg ggatgcatta
  2104921 cataaacttg cggcaaaagc ggcagaaaac ggagaagaga aagcagggaa attacttaca
  2104981 cgttctttcg ggccatatgc aacagctttc tcggaggcac cagtattaat cgtatgtttg
  2105041 gcaacgccat atgaatcaaa gtttcgtgaa aagatatttg atccaattgc ttttgttcca
  2105101 aattcagttt gggaagaaga aggaattaaa agtagctgtt tagcggcaca aaacttaatg
  2105161 ttggctgcac atgcgaaggg gcttggtact tgcccaatga caggacctgt attattagct
  2105221 caaaatgagt tacgacaata tttacaaatt gagcctgaaa aacaaataaa tatggttatt
  2105281 tcactcggtt ttccgaagga taaaccgaag aaacttccaa gaaaagaagt agatgagatt
  2105341 acaacgtttg ttttttaaag cccaaaataa aaagacattg aatgaacaat gtctttttat
  2105401 tttgggcagg tatgtaatta atctgttagg ttaaaatgat agataagagg gaattactat
  2105461 ttatttcata aaaaaaatta atgttctatt aaggaaagta tgatacatta atcgtgagca
  2105521 agattctatt tgttcatgaa agtgttaaaa gtagtcttaa aatttaaaag ttatttttgt
  2105581 ataataaatt ataatgaaat gacagggggg atgaattttg aaaaaattca taatcactgg
  2105641 attgtctgta ttgttattag ttggttgtgg tgctccaaag gaaaaagagg gtacacaatc
  2105701 aaagccggaa gaacaagttg taagcgcaag taatgagaat atagttgtat ttcctgaagg
  2105761 agcagtgcca gttggagaag gaaaagtgaa agttattact ccagatggta cttctgagaa
  2105821 tggtaatata ccaaccgtat tcatcaaaaa ggatacttta attcaacacg ttgaattaga
  2105881 gctttctaat tttcaaaatg ataaagaaac attcgtattt gtagatcaag tgtatgcaga
  2105941 taaacatcaa gtaactagta caacacagac aacagtacaa ttaaaagaaa agacgcttga
  2106001 aacaggtagt catacaatta ctgcagttca gtatgaaaac aatgacccaa aaggaaaggt
  2106061 tattagtttt aatcaagcaa catttgagac aaaacctgca tcttaataag gataaaaagt
  2106121 acattactca aaaaaagtag tgtgcttttt tatttggatt agagtatgga atagtgaata
  2106181 acttgtttcg ttttcaaata cgattaaata gaaagaaatc acttattact tctatgatag
  2106241 aggaagaggt tgaagatgtg aatcggtgta ttcgtatcgt cttgatgagt atgatgatgg
  2106301 cggtattttg gtttacgata caagaggtga ttcaagttac gctcaattat caaattcatg
  2106361 acttattaat aggagctctt tgttttacca ttgtttatct attatatgat aaactcggac
  2106421 taaggtaatt ttcagaagaa aaatgtaggt atttcatttg aaatgtcgaa tagtacatac
  2106481 gatgtcgtaa taacaaattt tctattgttt actgtgaaac aggagaagga gagatagtaa
  2106541 tgaaacgagc tcttataaat attgattata catatgattt tgtagcggaa aaggtgcttt
  2106601 aacttgcgga aaacccggtc aagaaattga gaaagaactt gtacatataa cgaagcgata
  2106661 tatcgaaaat ggagattacg ttgtctttgc tattgataaa catgaagaga atgatgtata
  2106721 tcatcctgaa tcaaaattat tcccgcctca taatatagcg ggtacaaatg gaagagattt
  2106781 gtttggtgaa ttacaagatg tatatgaaac atataaagat gatgagaatg tatattacat
  2106841 ggataaaaca cggtatagtg catttgcagg aacagactta gagatgaagt taagagaaag
  2106901 aggaattgaa gaggttcacc ttgtaggggt atgtactgat atttgtgttc ttcatacagc
  2106961 ggtagatgct tataataaag ggtttaaaat tgtagtttat gaaaaggcgg ttgcatcttt
  2107021 taatgcgcaa gggcatgaat ttgcacttgg acattttaaa tcttgtttaa acgcagaagt
  2107081 gaagtaaaaa gagaggcctt taaaaaaggt ctctttttac gtttaaattg agacgaggtt
  2107141 ttgctcaatt aattttttat aaatgggcta atattctctg gtagcttatc aaaatcaaaa
  2107201 aattgtacac ttaatgattc gatcccatca gcttttagca agccgccttt aatgtctttg
  2107261 caaagatatg cgattgttat aggataaaat tcatcaccgt tcggtaattt tacaaaaaat
  2107321 tcttttccag aaaatacgct tattaactgt aaggttccta tttcaacccc tgtttcttca
  2107381 aacacttctc gtctcccagc ttcttctgtt gattcaccaa gttcaacgaa tccaccaggg
  2107441 acaccccaaa taccattctg cctttgttgt agtagtattt gtccttgttc attgaaaaca
  2107501 gctacagcaa ctcctgctag attgagtggt cttgatccga cgacttttct aagttcttca
  2107561 atatatccca ttgtatgtaa cctccgtaag aaaaaataag agtaaataaa ctattcgtta
  2107621 ttatgtaaat atattcctct ttataagggg agagatgtca tataactcat ttgttttatg
  2107681 tggtaaaata tacatcaaaa aaggtcaaac aaaatctttg accttttttg accaaatgtt
  2107741 ataataaaga cagaaagaga taatctttca ttcataaaca ataaggagga aaaaatatgc
  2107801 gtaatttatt tccagaaata acaaaacgtc aaaatggtat ttttgatttt ggaccttctt
  2107861 tattagaagg gatgacagat gctttcttta aaccgatgaa catggatatt tttaaagtag
  2107921 atgttcatga acaatctgat aaatatacag tgaaagcaga tttaccaggt tttcaaaaag
  2107981 aaaacattca agttgaattt gaacaagatg tattaacgat tcaagcaact aatcataatg
  2108041 aagtagaaga aaaaaatgag aatggcacat atattcgtaa agaacgttct ataggttctg
  2108101 taactcgacg ttttagtttt aaacaagttg aggaagaaaa tgttagagcg aattacaaag
  2108161 atggcgtgtt gacaattgaa ttgccaaaat tgaaagaaga aaaaaacagt aaaacaacaa
  2108221 ttaatattga ataaaagagc tgataaattc agctcttttt ttgtacttat ttaatacata
  2108281 agttagttga aatcaaaatg agctgataca gttttaacgt taaaaaaaat ttactattag
  2108341 ctccccttac gttattaaaa agggtatatt taaagggaaa ggaaaagaac atctagacat
  2108401 actgttgaaa gtgaaatagt aataaagtca aaatacatag taagggtagc ggcattttag
  2108461 agtaggataa tagatttttc tagaacaaac tgagacgatt atgaattttt taattagtaa
  2108521 ggaagtggtt agatgagttt attaacgtat actgaagaat tttttaatta tgtaagggag
  2108581 tttttgcttt taagattttt actatttgct ttagtgctga ttattatttc ttttgtaata
  2108641 aaccgcatta ttgattggtt ttttaggaaa tcaagctttt ttgatgaaga ggtagagcaa
  2108701 acgattcaaa gtgtgattcg atctattttt agatatatca ttatcatcag tctaatcata
  2108761 tatttaatta gccaatttgt agatataaaa agtatcattg caggtgcagg gatagcaggg
  2108821 gttgttatcg gttttgctgc acaacagatg ctgaaagatg ttatattagg ctttgcgaga
  2108881 ttagcggaca aagagtttcg tgttggcgat tttgttacgt ttaacggaac aaactcagga
  2108941 acgattgagg aaattagtat tcgttttatg caaattcgtg aatggtcagg aaaactcctt
  2109001 accataccac atggagagat tagaacgata caaaatttta ataaaggctg gatgcgagta
  2109061 attgaacgga ttacagtaag ttatcaggaa gatcctacaa gagttaagga attgttagag
  2109121 gaagtttgtg ttaattgtaa tgaaaaattg gccccaagtc tttataaagt agaggatgaa
  2109181 gctgttgaac cttttaaata tgtaggtgtt acagatttaa acccgaatct gaaatacgtt
  2109241 ggatatgaat tttgtattac aggtttaata aagccagaag attattttga aacttctaga
  2109301 caagtaagat ttgaattaat gtctatgttc cataagaatc aagtacaaat gccagcagca
  2109361 aatatgcttg ttactactga aagtttacag catacccatg gtggacaatc tttatcggac
  2109421 agctaaagta gaacagttta ttgacggaaa tttcgttttc aacattggaa taataataaa
  2109481 atgattgatt taaaaaaaga gctgaaggaa ttcagttctt tttaatttgt agaatttaga
  2109541 aatttcttaa tgttataatg atagatggtg atgaaaatga actttgaaga aaaagagatg
  2109601 catcgattag aagcattaaa agcaattgct gaattattaa atgaagcaac agacttacag
  2109661 gacatgttag aaaaagcgtt acatacattg ttacaagtta tgaatttaca aacagggtgg
  2109721 atctttttta ttgatgaaag tggaaagcac cgtatgcttg tggatgaaaa cttaccgcca
  2109781 gctcttacgt ggcaaaagaa gaagccgatg tgtgaaggag actgctggtg tgtagagcgt
  2109841 tttgtgaatg gcagattgga aaaagcgact aatattattg aatgtaagcg aatagaggat
  2109901 gcgattgaat gtaattgggg agagacagaa gatgttacgc atcatgcgac aattcccctt
  2109961 aggtctggat cggagaaatt tggtctatta aatgtcgcct ctcctcaaaa aacacatttt
  2110021 tcagaggaag aattggcatt attagaatcg attgcatttc aaatcggaac gacaatccaa
  2110081 cgtattcagt tagtagagaa agagcgtaaa tacgtagtag tagctgaaag aaatcgactt
  2110141 gcacgtgatt tacatgattc agtaaaacag ttgttgtttt ccattatgct aacagcaaaa
  2110201 ggtacgctaa atatgacgca agatagagac ttgcaagagc tgttgagcta tattggagaa
  2110261 ttatcacaag aagcattaca agagatgaca cttttgattt ggcaattaag accggaagga
  2110321 ttagaaaaag ggttagcaga agcaattaaa aattacggaa agttgttagg gattcacgtg
  2110381 gaagttcgaa ttgatggaat ggtttcaatt ggagatgaaa tagaagaagt tttatggcgt
  2110441 attagtcaag aagcaataca taattgtaaa aaacatgctt catgtgaaaa ggtaaatgtt
  2110501 cttttgaaaa tagaaaataa ccagctgtat ttttacatag aggataatgg aataggattt
  2110561 atacaaaaac aagtaagaga gtcagcactc ggtttaaaaa gtatgaagga gcgtattcag
  2110621 ttattgaatg gatcatttca aataaaaact gagctgaaaa agggtacgaa aattgaaatt
  2110681 caattgccgg tttgaagggg gaagaaggtt gaagattaaa ttattactag ttgaggatca
  2110741 tcatatcgtt cgaagaggac ttgtattctt tttgaaaacg agagaagaat ttgaaattgt
  2110801 tggggaagca gaaaatggtg aagatgcatt aacatttgtt cgaacggaaa ggccagatgt
  2110861 agtattaatg gatctatcaa tgccgaagat ggatggtatt gaagcaacaa aacagataaa
  2110921 acaatatgat gaaacaataa agatactaat attaagcagt ttttcagagc aagattatgt
  2110981 tttaccagca ctagaagctg gagcagatgg ttatcaatta aaagaagtac aacctgagca
  2111041 acttgtagct tctatcattg caatatatga agggaatgcg aattttcatc cgaaagtaac
  2111101 accggcacta ttaggacgat cagccgtcaa aaaagaaaac cctttctcca tgttaacgaa
  2111161 aagagagcaa gaagtacttc aggaaattgc gaaagggcga agcaataaag aaattgcagc
  2111221 agagcttcat attacagaac aaactgtgaa aacacatgtt tcaaatattt tagctaaatt
  2111281 ggaagtagat gatcgtacgc aagctgcact gtacgcagtg aaacacggcg agaaataata
  2111341 agtatgaata actgtgtcac attgcatttg ttaaatgata cagcgctaga gcaagctgta
  2111401 aaagctttac aagaagcgaa tcgaattgag ttttatggaa atggtggctc tggtattatt
  2111461 gcgacggatg cgtagcataa gtttatgaga acgggtattt catgtatcgc tcataccgat
  2111521 ttgcatttcc gaattatggg agcaggttta ctctcgaaaa attcagttgt tatcggcatt
  2111581 tctcattctg atagcaataa agggttagtt gaagcgttag aagtagtgaa agcaagagga
  2111641 gctaaactta ttgcgattac gagctatcag aaatcggcat taagtcaact tactgatata
  2111701 acgctctata cttcaacacg tgagacagaa ttccgcacag aagcaagttc atcacgatta
  2111761 gcacagttaa gtttaattga tactttgtat gtaggagtgt cgttgcaacg acaggaggaa
  2111821 acgttaaaac atttacaaag tatacgtgaa acgatttcga tgaggcgaaa ataagaaaag
  2111881 ctcttcaaat gaagtgcttt tttattttct tgtagaaata tgtggcttac ttatagccag
  2111941 tgatagactc tcatttttta aaatataaaa taaaaaccga cttatgcaat aattcaaata
  2112001 ttgttcataa tttcacaaaa tgtttttgaa gtgtcatgtt atgatgaaca tgtaatgatg
  2112061 attgaacact tacatttggc ataatgatta gccaaactag tgaagacaga agttgtgaga
  2112121 tgaactcatt aaaattctaa aacactaaag gggagatcac atatgaaagc agtagtagtt
  2112181 aataaaaata gtaaagccaa tattgaggtt gttgaaaagg aattacgtcc gctacactca
  2112241 ggtgaagcac tagtagatgt agagtattgt ggggtttgtc atactgattt acacgttgca
  2112301 aatcatgatt ttggaaacac agatggccgt attcttggtc atgagggtgt aggtattgtg
  2112361 acgaaaatcg ctgatgatgt tacttcacta aaggtaggtg atcgtgtaag tattgcatgg
  2112421 atgttccaat cttgtggacg ttgtgaatat tgcgtgactg gtagagaaac attttgccgt
  2112481 gaagttaaga atgctggtta ttcagtagat ggtggtatgg ctgaacaatg tattgttaca
  2112541 gctgattatg cagtgaaagt accagaagga ttagatcctg ctcaagcatc atcgatcaca
  2112601 tgtgcgggcg ttactacata taaagctata aaagtatctg atattaaacc tggtcaaccg
  2112661 atcgtaatct atggttgtgg tggattaggt aacttagcta tccaatatgc taaaaatgta
  2112721 tttggtgcaa aggtaattgc agtagatatt aatgacgata aactagcctt agcaaaagag
  2112781 gttggtgctg atatgacaat caatccaatt tctcaaggtc ctgctgataa gattattcaa
  2112841 gaggagtttg gtggtgctta tgctgctgta gtaacagctg tttcaaaggt agcattcaac
  2112901 tcagcagttg acgcagtacg tgcttgtggt aaagtcgttg cagtaggttt accagtagaa
  2112961 actatggatt tgaacattcc gcgccttgta ctagatggaa ttgaagtagt tggttcttta
  2113021 gtcggtactc gtaaggatct agaagaggcg tttatgttcg gggcagaagg aaaagtagtg
  2113081 ccagttgttc aaacttgttc tttagataaa gtacaaaatg tattcgaaga aatggaacaa
  2113141 ggtagaattc aagggcgtat ggtaatcgat tttaaacaga acaattgtga ttgcaaataa
  2113201 ttcacattaa acataaaaaa tatgagtcta acaaagtaca tgtaaaaaag ttagacggta
  2113261 taaaaaagat gatctctgta ttcaataggg atcatctttt tatattctac taatatcaat
  2113321 gccaattcat acttgattta tgagagatga ttaaaggttt actttatttg caaaagaaaa
  2113381 agaatcttta tgtttaacaa atttcttttg atctggaaca gattgaattg ctacagtttg
  2113441 cgaatctctt gctttcagtg catcttgaat cccgattgtc ataagcttaa taaatagaat
  2113501 cgtaataaag aatgaagcga gagaataaaa aataatccac catgaaagat tcatttcata
  2113561 acgatttaat ccaataaggc cagcccaatc attagataga gaaacaggtt tgagcgctcc
  2113621 atcatagagt tcccgcattt ggatcccgcc aattataata tcaagcaacg ctaaatggat
  2113681 aacgagtatg agcgcttgga caatatgttc cataaataac acaaataagc gatcaagtaa
  2113741 caagactcgt aagtgttttt tgataatatg aaaacggcta gctcccagca attgggaact
  2113801 taaaatgtaa tcttgtttca taaattcatc aacctctgag gatatatata aagaaagtgt
  2113861 aggcagtgcg acgaatataa gtacgagtac ttgataaaac gcaaatgaaa tatttggatc
  2113921 taatctatca gcatttgata cgattacaat attaacaggt gtgatgagta taaatgcgat
  2113981 aaataaagta ggaatatagt aaaaaacttc tgagcatgcc tggaaaaatc tcttgaattt
  2114041 tgaagcgtat aaacttaaga gtattcctat acatgttccg aataatatgc gaaagaagct
  2114101 aattaccacg gctaataaaa tggtgaactt tgctccttct ataatttgta agaaaacaga
  2114161 ctctccaaaa cgatccgatc caaaaggcgg tattaatgat ggtggaaagg gagcctttcc
  2114221 aagtaattcg ttattgtcat tgtaaagtaa ctggggagct tttgggatgg tatctttaaa
  2114281 gaaccaacta taaataaaac tagctgaaac aagtatgaat aaataagtaa agccgattaa
  2114341 aaagcgtttt gatttccaaa tagatttcat aaagctgctc ctttcaattg cttttgccac
  2114401 ctattcatca tgaaagagat gatttgaaaa atggcgtaaa acggtaaaat aatcatcaca
  2114461 agtatgataa atgcagctgg tggtgaaata aacgcctttt taaataaaaa ttgaataata
  2114521 ccttgcatat taaaaacgaa ttctaaaatg aataagttag acagtaagaa aacaaaaatc
  2114581 gtttttaaat ggtggaagaa gtggatagat atatttttga ataaatgaat acaaagtata
  2114641 taacttgatg aaaggccttt gccatatgca acctctacgt aatgttttcc atgttcttct
  2114701 tttatgtata acaccatcat tcgaaacatt tgtaatgtag gtaaaacaga taaagataaa
  2114761 atagggagta aataagctcg attttcatta taggaaataa tagtgaaagg agcttctccg
  2114821 aatttctgaa gtacccatat gaaaaatatt tgcaaacaaa tcatcatcat catatcaggg
  2114881 acagcttcta atatgaacac aattcggttt atccattttt ttatataatc ttttgctaaa
  2114941 aaataaaaaa atgccatgct agatgaaaaa aagagcgcaa gtaaaaaggc taaaaataaa
  2115001 atagtaaatg aatatagata agattctaaa acagttggaa ataatggtgt tgtttttaaa
  2115061 tgaccatact ttgggtctga tcctataacc aacaatgatt caggggagaa aacctgtttt
  2115121 aacatagcaa cgatctggtc aaaaaaataa attggttgaa aggtaaatcc ttgttgagtg
  2115181 ataaataaat aaggtaaatt taataatagt aacagtgata aaagaatgga tgaaagcttc
  2115241 attgtaaatt gagatatttt atgtaacatt aaatccctcc gacatctttt tacaacatta
  2115301 tacaataaat tcaatgttac tgtcttgttt ttctgaaaaa taagaaatta attgagtttt
  2115361 ataattttaa tacggaatat atatttatac ggtaaaaagg ttatagtggg gagccagtcc
  2115421 ctatgtccat caagcaaaat gtgcagtatt tccatttttg aggcatttac ttttcttcag
  2115481 ttgatgggta tttggtgcta tttcattgcg atcaagttaa tagaactaag ttttcttaaa
  2115541 taaaaaccac cgaaatatag aagtgatttt gaacgtaagg aatttgtaag gaaggagtaa
  2115601 gaaaaaagag attttcaatg tgtatgatta aaatatagag aagaacggga gggggaatag
  2115661 ttacaatata tttttagaaa aacaaattaa taaaactcta tggaagaaaa agaagaaatt
  2115721 atagaaatta acaaacatct gaagaagagg gattaatcat ttattaggtc agagagttgc
  2115781 ttgtagaaat aattgatcta tagatgattg caaattcagt gttgactttt atcattggga
  2115841 gagttgatag ctgtgtggtt agtatatgac atacctatca accatcaata caatttaaat
  2115901 agagaagagg atgctttatg aaaacatgca gtaaaattac atgtgcaagt ctatcacttt
  2115961 taatagctgg aagttccctg ttatacataa caccagcctc aattgtaaaa gcagaaccta
  2116021 cgcaaaatgt atctagttcg ttacaaacaa gtatgcaaag cgatcgtact tccgttaaga
  2116081 aagcaatacg ggatgcacta caacttggat acccgggaat actcgctaac atttctaagg
  2116141 gtggtaaaac ctggagttat accgctgggt tagcagatgt gagaaccaag aaaccaatga
  2116201 aagcagattt tcgctttcgt attggcagtg tgacgaaaac gttcattgca acagttctac
  2116261 ttcaattatc tggagagaac cgtttgaatc tagatgactc cattgaaaaa tggttgcctg
  2116321 gtgtcattca aggaaacgga tatgatggta accaaattac gatccggcaa atattgaatc
  2116381 atacaagtgg tattgctgac tatataaatt caaaagactt tgatattacg gatataaaaa
  2116441 aatcgtatac ggctgaagaa tttgtaaaga tggggatttc tcttcccccc agactttgct
  2116501 ccagggaagg gttggtctta ttcaaataca ggatacgtaa tactaggaat ccttattgaa
  2116561 aaagtaacag gaaacagcta tgcggaagag gttgaaaatc ggattattga accgcttgat
  2116621 ttatcaaata cattcctacc tggcaattca agcgtgattc caggcaccaa gcatgcccgt
  2116681 ggctatttgc aacgagacgg agcaagtgag ctaaaagacg ttacttatat taacccaggt
  2116741 agctcggatg gagatatgat ttctactgct gacgacttaa acaaattctt ctcttactta
  2116801 ctaggtggca aattactgaa ggaacagcaa ttaaaacaaa tgcttactac agttcctaca
  2116861 gaaagagaag gaactggata tggtcttgga atccttgaaa ttaagcttcc aaatggtatc
  2116921 tcggtatggg gacacagagg gggcgttcca gggttttcca cttttgttgg tggaacactt
  2116981 ggaggcaagc atacattggc cgtcaatttg aacagcttta attttagtaa tcctgatcct
  2117041 tttaaaagta ttttacttgc tgaatttagg aagtaggcaa aaaggaaaaa cggataagtt
  2117101 ttgtcatagt tttatagttt aaaatataac attttggtgc aaaaaacaac ttgctctaaa
  2117161 aaaatttaat actcgtaatt aagtataaaa gaacgctatc gttttaagta aatatttcag
  2117221 gagggtttta tgaaaaagaa aatgattact gcacttggtg tttctgcaat aatactgact
  2117281 aattttgtag gaagtactta tgcagactcg aaaataggag tttctgttac agctccttac
  2117341 aataaaaatc aaatagcgga atggttagaa atgcacgcga agcctttaaa aacaactaat
  2117401 ccaaatgcac cttttaatga tttaaaacca tttaagaata tggtaggttc tgcttcaatt
  2117461 gtaggtttag gtgaagccac gcatggggct catgaagttt ttacgatgaa aaaccgtatt
  2117521 gtgaattatt tagtatctga aaagggcttt accaacctag ttttagaaga ggggtgggac
  2117581 agagctttag aacttgatca atatgttctt actggtgagg gaaatccaag ccagcatcta
  2117641 tcacctgtat ttaagacgaa agaaatgtta gatttacttg attggattcg gcaatataat
  2117701 gctaatccaa aacataaatc taaagtgcgt atcatcggga tggacattca atcagtaaac
  2117761 gagaatgttt ataataatat aatagaatat gttaaaagaa ccaattcaaa acttgtgccg
  2117821 aggatagaag agaagataaa aggtcttatt cctgtaacaa aggatatgaa tacttttgaa
  2117881 agccttacga aagaagaaaa agaaaagtat atttcagatg ctaaacaaat tagtgctgta
  2117941 ttagaggaaa ataaaagtta tttaaatggg aaatctaaag agttcgcatg gataaaacaa
  2118001 aatgcccgta ttattgaaca gtttactact atgttaacgt cacctcctga taaaccatct
  2118061 gatttatttt tgaaacatga tattgcaatg tatgaaaatg cgaagtggac tgaagaacat
  2118121 ttaggaaaaa ctattgtatg ggggcataat ggccacgttt cgaaaacaaa tatgcttcct
  2118181 tttgtatacc ctaaagtagc tgggcagtat ttagcagagt attatggaaa acagtacgta
  2118241 tctattggaa cgtcagttta tgaatgacaa tacaatgtca agaatagcga tggtgaattt
  2118301 ggcccatatg gaatattaaa atcggatgat ccaaacagtt ataactacat ctttggacaa
  2118361 gttaaaaaag atcaattttt tattgattta cgtaaggcaa acggcgtgac aaaaaattgg
  2118421 ttgaacgaac aacatccaat tttcgctgga gtaactaccg aagggcctgg tataccaaaa
  2118481 acagttgata tatcattagg taaagcgttt gatatacttg ttcaaattca aaaagtgagt
  2118541 ccatctcaac tacatcaata aatttagaat aatgtacctt aatgaagtgt agtgttaagt
  2118601 gtcaatagag ttgtttgaat gtgtcggtta ggttattttc attaaagaat tattaaatgg
  2118661 aataaatgtt tttaaattag agacgatgtg ggatagaagc acagtatcat caagttaaca
  2118721 aaataaaatt ctacctaaaa tgaaaaaata cgctattctt tctatagaat tataggaaag
  2118781 gatggcgttt ttttatttaa tctattatta taatttgctc aaggaatcta aaactttttc
  2118841 tcccctaaca tattacgcaa tcttgctaaa aattttgagt ttgtacaaca aaccacatat
  2118901 ccattaagct aaagaacaag ttaattaaaa actagaaaaa gagtgtgttt cgaaacggat
  2118961 attatgtaac tttaccggac ggaaaagcta catatagtat gtaaatgaaa tggaataagg
  2119021 ggatttattt tttgtgatga aaaaattttc taattgttat ggatgaaaga agaggagcca
  2119081 gaattatata aaagtactta taaatttatt tctattaaag agtatgggat ttatcaatta
  2119141 ttttcacgct acgtagttga tgattctatt gcttctgcta cagggttatt caatttagaa
  2119201 acgttaaatt gggatgttga tgtgctggga atattaaata tttctacata acaattatca
  2119261 actccagtac caactacata tattttatcg ggtatgaaat cagaattagc accaaagatg
  2119321 gggattcata aagatactcc agttgttatt ggtgcaagtg atggagttct tgcgaatgta
  2119381 ggcgttggtg caatatcgct tggctcagct gcaattacga ttggaacttc accaaaagat
  2119441 ccagggatta ttgattctat taaactagga cttggtaata cgttaggatt tttagcaata
  2119501 gttttagcat gaggaacgat gcatgaaata tatcccaaca taaaaataag aataaataaa
  2119561 atgaagtttt cataaatagt aaaaggatga ttatgtcatc agtgtagcta agaaatgatg
  2119621 ttacatatgg agagagcgtg ttaaaaaaat atgaggtggt taaatgggaa atgagcaagt
  2119681 gaagaatgta ggggaagaaa aaaagttatg tctttgtatg attgttaaaa acgagtctag
  2119741 aattatggaa agatgtttaa atgctacgaa atcaattgta gattttgtct ctatttgtga
  2119801 tactggatca actgatcata cacctgaaat tattgaaaat tggtgtaaag aaaatgaaat
  2119861 ccctggaaca gttcatcatg aaccatttaa aaactttggt tataacagaa gtttagctgt
  2119921 ttcattggca caaaaaacat atccagaagc agattattta ttaatattag atgcagatat
  2119981 gatattagaa gttgatcccg aatttgataa gacgagttta acggaagacc attatcttac
  2120041 attacaatat gatattcata ttaagtattg gcttacacgc cttttaaaag cttccttacc
  2120101 atggaaatct gtcggtgtta ctcatgagta ttgggatata gatcgttcaa aagttggagc
  2120161 aaattacaat acgagagtag ctaggctaga gacgcttgtc gttaacgatc ctggggatgg
  2120221 tggtagtaaa gctgataaat ttgaaagaga tgagaggttg ttattacaag gaataaacga
  2120281 cccagaaaca acgccagact tgcatataag atatttattt tatttagccc aaacttattt
  2120341 tcatttaagt caatttgaag attcgattaa atggtataaa aaacgagtgg aagcaggtgg
  2120401 atgggttgaa gaggtattct attcgttatt gcgaatagga ttttgttatg aacaactagc
  2120461 aaatcgttca gcaaataaac aacatgaagt aacagaagcg gatgaaaaag aaaatgctaa
  2120521 gaagcaagaa gaacaataca cagcattagc tgttctttat tttcaaaaag cgtgggaata
  2120581 tagaccaact agagctgagc cattatatca acttgcaaga atgtatcgat taaaatctca
  2120641 aaataatatt gcgttgatgt atgccttgca agggaaggaa gtgccttttc caaaagatga
  2120701 tcttctattt gtagattatc atgtgtatga ttatttattt gactatgaga tatctataaa
  2120761 tgctttctat ataccgcata aaaaacattt aggtgcagca tcacaaaaat atttagaatc
  2120821 aaaaaaagaa gagttaccgt tgcatattgc caatatggta gagaataatg cgaaatttta
  2120881 ttaaatacaa tttcggttaa aggagtagtg gagtaataat gaaattaata cgatgggcgc
  2120941 tagaactagg ggaatctgtg catggaaata cgtatgaaga attgttacca ctactagatt
  2121001 attattatga tcgtgatcat ttaaaagcgt attgtatagc gaatcttctt ttagatatgg
  2121061 atgtagcaga tgagcatcgg caaagaattg aattaagaag gtgcattgcc gcttattatg
  2121121 caggattata taaagtggca aaaaagcatg caaatgagct tttacttaaa tatccggatg
  2121181 tggatttata taaaaataat ttaagattaa tggaagcaca tttgaataaa ggatatgatt
  2121241 attgtctgtt tatatgccca aagacgtatg gtagtttcat agatgtcgcg cgagctttga
  2121301 aatggcagtt ggagaaggaa ggaaatacag caatcatatc agaaacaata ctagaaaatg
  2121361 tgaaaaatac aattgttttt ggagcgcata catatgcaca tagccccaat ctacttccga
  2121421 aaaatgcaat tatttataat ttagaacagc tatacgatgg aagtccatat gcgcatccgc
  2121481 tttatttaat attattaaaa gatagagtga tttgggatta tagtaaacaa aatatagaat
  2121541 ggctaaaaca aaaaggagta ggaaaagaaa taaaacatgt aggaatgaac tatgcaccaa
  2121601 ctttagaaat aaaaaaagaa gcatttgaag atgagattac tgaagacatt gatatattgt
  2121661 ttataggtgc tcttaatccg aggcggcaag ctatttttga tcaattaaaa atagtggccc
  2121721 caaatttaaa catagttttt aaaaataatg cgtgggggat tgctagaaat gagttgattg
  2121781 ctaggtcgaa aattatatta aatattcact tttacttatc aggaattctt gaaacacctc
  2121841 gcgtttctta tgcagtcgca aataagaaat ttattatttc cgaaaatagt aatccagaag
  2121901 atgagataga gtggccagga attgtattta ctccgtatga aaaaataata gaaaatataa
  2121961 taaaatatat agagttacca gaagaacgga aaaaattagc ggaaacagca tataatcatt
  2122021 ttaaagcaaa tgaaaattta gggacattaa gtctgaaaga tgaagcaaag taattgtgcg
  2122081 aaactcatac gaaagtatga gttatttttt tgtttatcat actattttgt gaagatagtt
  2122141 ccctctttat attgtgtttt gtatagaaat ttctgataat atataagtgt aacttgaaaa
  2122201 caaaggggag aaataattat gaatctagtc gttattaacg gtacaccaag aaaattcggt
  2122261 agaactcgtg tggtggcaaa atatattgct gaccaatttg aaggggagtt atatgattta
  2122321 gcagtagaag aactgccttt atataatggg gaagaatcac aacgtgaatt agaagcggta
  2122381 aaaaaattaa aggcgttagt gaaaggtgct gatggggtag tattatgtac accagaatat
  2122441 cataatgcga tgagtggagc gctgaaaaac tctttagatt acttaagtag tagtgaattt
  2122501 attcataaac cagttgcgtt acttgcggtt gctggaggcg gtaaaggtgg aattaacgca
  2122561 ttaaacagta tgcgtactgt tgctagaggt gtatacgcaa atgccatccc aaaacaagtt
  2122621 gtgcttgatg gacttcatgt acaagacggt gaattgggag aagatgcaaa accattaatt
  2122681 catgatttag ttaaagaatt aaaagcatat atgggcgtat ataaagaggt gaaaaaacaa
  2122741 ctaggagtgg agtgatatgt cagctcttta taaagattct cgcttgtatt acattctagg
  2122801 agccaatagt ctatcagcta ttggttccgg aattgtaatg ataacgattc cgtggttgtt
  2122861 aattaaagag agtggagggg agacaacgtt tggttatgtt tccattatct caacttttat
  2122921 tatgtttttg ttaactccgt ttatcgggca aagtattgat cgtttttcaa gaaaatcttt
  2122981 attgttatgt aacgaaggaa tcggcatagc tgtaatcgga ataatggtta tatggggatt
  2123041 tgctgggcaa ccttatcatt ctattcatta tattcttatt tatatagcag gctcttttta
  2123101 ctatctatta ttttatccta caatttttgc atttaaccaa gaaatttttc aagcagaaca
  2123161 ttataaaagt ttaagtggaa cgatggaaat acaaggacag ttaacacaag ttatttcagg
  2123221 agcagtcgcg agcttcctaa ttgaaattgt gtctttgaaa tggattttat tagtagatat
  2123281 gttaactttt gcaggagcat ttttcttgtt cttatgtata ccatacgtaa agaaaaaaga
  2123341 gataaaaaag aaaataacat ttaagaaaca attgttcgaa ggaattcgct ttatgaaaaa
  2123401 acgtcctaag ctcttttggt tcttacttgc cacttatatg ccatttatag gtgttatgat
  2123461 ggcaaattat ttaataccag tttatatttc ggatatactt aaagctaatg cctctgtata
  2123521 cgcaatagaa ggaatgatgt acggtgttgg agcggttgtt gcaggaattt gtattccact
  2123581 catcatgaaa tatgtcaaaa cagaagtttc aattgttatg acgatgtgca tttatgtaat
  2123641 ttcaattacc gcaatgatta ttgaaccttc cgtaattttc ttatatggac tagcgatttt
  2123701 tcatgcgatt ggaaatgcgg ggacaagagt ggcgagaaat gtattaatga tggaggaaat
  2123761 tccaaatgaa gtaatgggac gtgtagacag cctattccga ttaattggta caggaatacg
  2123821 aattgtattg ttaatgttgt ttacagttgg tgtttctaaa gtaggtgtca tggtacagtt
  2123881 ttatttacta agtttcatat tgatcctttc gttagcaatt gctataaact atgtaatctc
  2123941 aaaacgtaaa ttcgaagcga gtatttctaa taaatcgatt gtttaaaaaa cacttctgcc
  2124001 ttcctttctt tttttatata ataaaaagaa aggaagtgta aacttattta tgaacaaatg
  2124061 gatcttgctt ataattttat tattaccacc attatatatt ctttatatga cgtttcgaat
  2124121 gaagaaagtt gctcgtgaaa aattgagcca tcactctcca tacgttctta tattaggcgc
  2124181 aaagttattt ggagataaac cgtctttatc acttcaaaat cgtttagatg tagcgctgga
  2124241 atatttatat tctcatcctg acgtaaaagt aattgtttca ggcggccaag gggaagatga
  2124301 agatatacca gaagctcaca gtatgagaaa ttatttaatg gcgcgtggta tagatgagag
  2124361 tcgtatttta atagaagatc aatctacaaa tacgtatgag aatgtaaagt ttagtatgga
  2124421 cttatatgat gtgaaacatg cggtagttgt aagtaatacg tatcatttat atagaacgaa
  2124481 aataattgca aagcgtttag gcatgaagat ggaggcacta gctgctgaaa ccccaatgcg
  2124541 ttctaagaga aaaatgtatg tgcgtgaata tgctgctata atgaaaacaa tattgttaga
  2124601 ccgttagagc tcaaatgtga gctctttttt tgtagaataa tgcgtatcat ttgaaatgaa
  2124661 ttccatattc catcaaaata aaggaaacaa cgataaagga gttgtatttg tgattcagtt
  2124721 taatcaagtg tcaaaatcat atgaagatgg cacaaaagca gtggattcat tgcatttaga
  2124781 aattaaaaaa ggggaatttt ttgttctcat tggtccgagt ggttgtggga aaacaacgac
  2124841 aatgaagatg attaatcgtt taattgaaac gacagaaggc tcaattttaa tcgatggaaa
  2124901 agatattcaa caatataata ttaatgaatt acgctgggat ataggatatg tgttgcaaca
  2124961 aatcgctttg tttccgcata tgacaattgc tgaaaatatt gcagttgttc ctgaaatgag
  2125021 aaagtggagc aaagaaaaaa taaaagcccg tgtcgatgag ttgctacaga tggtcggact
  2125081 agatccagac gtatatcgta atcgtatgcc agatgaattg tcgggaggcc aaaagcaacg
  2125141 tatcggtgtc gtacgggcat tagccgcaaa tccgaaaatc gttcttatgg atgaaccgtt
  2125201 tagtgcatta gatccgttaa gtagggagca gcttcagaag gatattgtac agttgcaaaa
  2125261 aaagattcaa aaaacaattg ttttcgtaac acatgatatg caagaagcgt tatcacttgg
  2125321 agatcgtatt tgtattatga aagaaggaaa agttgttcaa ttagatacac cagaaggaat
  2125381 tatacataat ccgaaaaacg aatttgtaga agagttcatt ggaaatcgtg gacgaccttg
  2125441 gtatgagggg aaaagtatag aagatgtatt gccacttgat gaaagtatac ggatagaagg
  2125501 agaggcacta tcattacatt cttctttaca agaagcatta gttcgtctgc gagctgatga
  2125561 agtcgttcca gttgaagaaa agggtcgata tgttggagct ttaacgagtc gtcatattgt
  2125621 caattatatt gttgaacaaa tgaaggaaag aggctaaaca gtgactgatt ttatacaaac
  2125681 gtttcaagaa cgaaaaatag aattactaac tgcattaagt gagcatttac aaatatcgct
  2125741 tatttcatta ttttttgcag taattattgc ggtaccgctg ggcattttat taacgagaaa
  2125801 agaaagaatg gctgagttga ttataggaac ttctgcagtt atgcagaccg tcccatcact
  2125861 tgcattactc ggactattaa ttccgttggt aggaatcgga aaaatcccgg ccgttattgc
  2125921 attagttgta tatgcactat tacctatttt acgcaataca tatacaggaa tacgggagtt
  2125981 agatgaatct ttaatcgaag cagcgaaagc tatggggatg aatagttgga gaagactgtg
  2126041 gaaggtagag cttcctcttg ccttaccaat tattatggcc ggtattcgta cggcaatggt
  2126101 attaattgtt ggaacagcta cattggcagc tcttataggt gctggtggac tcggtaaact
  2126161 catattactt ggtattgatc ggaatgatca tgcacttatt attttagggg ccgtaccagc
  2126221 cgcgttactc gctttattct ttgatgtagt acttcgagtg cttgagaagc caaaacgctc
  2126281 gtctaagcgt gttatattga cgatatgtat cgtttgtata atggttgctt ctccatttct
  2126341 ttggaataca gaaaagaaag atattgttat tgcgggcaaa cttggatcag aacctgaaat
  2126401 tttaattcaa atgtataagc agcttattga acaagatacc gatttacacg tacaattaaa
  2126461 accaggtctt ggaaaaacag catttgtatt tgaagcgttg aaatcaggag aagtagatat
  2126521 atatcctgag ttttcgggaa cagctttatc tactttcgtg aaagaagagc caaaaagtac
  2126581 aaatcgggat gaagtatatg agcaggctcg cgttggaatg gaaaagaaat ataatatggt
  2126641 tatgttgaag ccgatggagt ataacaatac atatgcactg gctatgccga aaaaaatagc
  2126701 agatcaaaat aatataaata caatctctga tttaggaaat attgcacagg atacgaaagt
  2126761 aggattcaca ttagaatttg ctgatcgtga agacggttat aaaggaatgc aaaagttata
  2126821 taactataag ttttcaaatg tgaaaacgat ggaaccgaaa ttacgttaca gtgcaattca
  2126881 atcaggggat gttaacgtaa tcgatgcata ttcaacagat agtgaattgg agcaatacgg
  2126941 acttaaagcg ctaaaagatg ataaagggtt attcccacca taccaaggtg caccattatt
  2127001 aagaaaagag acattacaaa aatatcctga acttgaaaaa gtattaaata aattatctgg
  2127061 aaagattaca gatgaagaaa tgcgaaaaat gaattatgaa gtaaatgtga atggtaaaaa
  2127121 tagtgaagaa gtagcgaaac aatttttaca aaaagagaat ttacttcgtt aaatttacaa
  2127181 gaaatataca aatttatatg tatgaaatga ccgttcatta caaaatgaac ggtttttttg
  2127241 tgcatactta tacatttttt caaaaaagta ttccattttt cttcattttc ttttagaata
  2127301 agtaatgttt tcctgaaaaa atataagaga agcgtctatt agagaaaaag gtgactttaa
  2127361 tagttgaacg aacataacac ctagaatgac agatggggtg gtacaaatag aaaagaagtt
  2127421 aggatttttt ccattaattg cattagtagt cggaacaatg gttggtggcg gtgtttttag
  2127481 tttaccgcat gatttagcag taggagcaaa tagtggctct atcataattg gctggtgtat
  2127541 tacagcgatg ggaatgattc cactcgcgct cgtatatcaa acgttagcaa gaaagaaacc
  2127601 agagcttgag ggcgggattt atagttatgc acgtgctggt ttcggtgaat atattggatt
  2127661 taacagtgct tggggatact ggttagcagg aattttagga aacgttgcaa caatcatgtt
  2127721 actgtttagt acattaggtt atttcttccc aatttttaag ggcggaaata gtgttgcgtc
  2127781 tatcgtagga gcatcacttt tattatggac acttcatttt ctaattttat ttggcattcg
  2127841 tgaagcatct attatgaatg tgattgcaac gataggaaaa ttggttccaa tcgtattatt
  2127901 tattgttgta atggtaacag cgtttcgctg ggatacattt acacaggatt tttgggggga
  2127961 aggaactatt tcagtttcct ctatactagg tcaagtgaaa aatacaatgc ttgtaactct
  2128021 ttgggttttc atcggggttg aaggagcggt agtattatct ggaagagcaa aaaatagtcg
  2128081 agatgtcggg aaagcgacag tattaggact tattttagta atgtctattt atattttaat
  2128141 ttctgtcttg tcaatgggag cgatgacaag aggagaactt tctgttttag aaactccgtc
  2128201 aatgggacat gtattagaac atgttgttgg gacatggggg gcagttgcga taaacatcgg
  2128261 gttagttgct tcacttgtag gtacattaat aggctggttt ttacttgttt ctgaaatttc
  2128321 ccacgtagca ggaaaagatg gcgtgtttcc gaaagtcttt acgaaaacaa ataaaaaaca
  2128381 aacgccgcat atggcattat ggatctcaaa tggcgttgcc caagttatat ttataatcgt
  2128441 tctgttttca gaatcaacat atcaaattat gtatttcata gcgtcaacat caattttagt
  2128501 accatattta ttatcagcgt tattccaatt taaattagta attacaaatg aactaaaaga
  2128561 tgcaaaagtc aaaaatggtt cgctagcttt aattgcttca ctttactctg tatggcttat
  2128621 ttatgcagct ggtttgaaga atttattgct cgtttcaatc gtatacggga ttggaatcat
  2128681 tgtttatgtg tatgcaagaa aagaaaaagg aaatcgttgt tttactggta tagagagata
  2128741 tgtaatgtgg gcaattgtag tagcagctgt tacatctcta tatatgttat tgactggaaa
  2128801 tataaaaatg taaaagtcct tttcatttaa agggcttttt tctttgtcta tagaatattt
  2128861 aatacataag atattcagga gggatgaaaa tggaaggaaa agaacagttg acgagaattg
  2128921 ttgatttagc gagtgaagta aggaaagtat tagtgcaaga atcttttttt aatcatcatc
  2128981 ctgaactgag aggagtgatt gaaaatttag cgagtgctgt agagaatttg gcggaattac
  2129041 agcaaaataa agatgaaaat gctgaagatc gtttacgata tgtacttgca aaaatgaaaa
  2129101 ttgctcataa tgccatttta caagagaaaa atgcatttcc atctcattaa tatacgattt
  2129161 cattttgaac ctggcggata acgtcaggtt ttttgtttct agttttgcgt ttctttcata
  2129221 cactaagaat agtatgaaaa aagaaggtga cgaaggtgaa attacataaa gctcttcagc
  2129281 caagttttat aaaacgcatg tactatatga ggtttattgg gaagtttaca aaagcagaga
  2129341 gtgagaagag tggagagaat ttctttgtac aatgcctatc gccaatacca ttcacgttgc
  2129401 aagagcaatt gaaaaatgaa ccatatgtat ttgaaggttt atgtaacaat aaaaagaatg
  2129461 aaaaagtctt ttcggaatta aagaaaagaa aattagaaaa gcaattggtt atgtttcgtc
  2129521 tttattatga aagaggacat atatacgtag agttaatttg tacagaagaa ccgcgagaaa
  2129581 tcgcaaacgg ttataaaatg attccagtac ctaaagtttc cgattataaa aagggggagt
  2129641 ctttagaaag aaaacttagt aatggttatt tgtcatttct aatgccaaaa tatccgaaag
  2129701 actttgagcc gcctgagtta ttgtggcacg agggaaggtt atatggaaat atatctttaa
  2129761 agtcatcgtc aattagttca atcgcatatt ttgaacagca gcgggaatgc aagtatatag
  2129821 aatttaatga ctggatgaag tatgtagaaa tagcggtaga agatcaatta tattttgtaa
  2129881 gcaatcatgt gtatgagcaa tttaaaaaac gaataactga agaaggtaag cttgtagagg
  2129941 tagaggaagt aaaagtgcaa aaggatgaat gggaatggga tgagcgtgaa tccgtctttt
  2130001 tacagtatgt gaaaagtttt gtacgtaata aagggctata tttggatgaa acagatattt
  2130061 ataactttca cataagtgca aaaacaaata tgttgacgat tctgggtggt ataccaggcg
  2130121 ctggaaaatc ccgttttgtg caagcttatg cagaagcact tggattacag tatggggaag
  2130181 aattggtttg gattccgatt tcgccatcgt atcaagaacc acatgattta cttggttacc
  2130241 ttcactcaaa tggtactttt attgaaagtg aaacaaaatt agttagagcg ttaatgaagg
  2130301 caaaagaaaa tcaaaatcag ctgtatataa tcgtttttga tgaaatgaat atgtcacata
  2130361 ttgagcattg gtttactcca tttctatctg ttcttcaact tgaaaagcaa aaccgtattt
  2130421 taaatttgta tgaaggtgta caagaggaag aaaatccaat tccaccaaca attgaaattg
  2130481 gagaaaatat tatgtttgtt ggtactgtga attttgatga aacaacgaag gaactctcag
  2130541 atcgattatt agatcggacg aatgtaataa ctttaagaaa ggttccgttt tgtgagatgt
  2130601 gtatggagca agagaaagtt gtattacaac cacctctgaa agtaactgca ggagaatttc
  2130661 gtataaattg ggtcaggaat aaaacgatga ttgaggtgtt ttctgaagaa gagttagagc
  2130721 tattagataa gttacatggt gtattgtcat cacacgatac gtcaaaggga atttcttttc
  2130781 gatgcgcaaa tgcaatagct acttacttgc aaaatatacc gttccaaaat aatcattcct
  2130841 atatgatcag tagagaagaa ggatttgatt tacaaataaa gcaacgtgta ttgacgaaaa
  2130901 taagagggac tgaaatgatg gttgggtctt tactttcaga ggaagtaaaa aggggggcaa
  2130961 cattagtacc tcttttgcaa tcttcacttg caaacagagt atctacattt gaacactctt
  2131021 tagcatatat aagagaaaag cgtagagaat tggagttgta tggttatgca aaatgaaggg
  2131081 cgatatgaaa cagaaatcgt tgatacgaaa gaaacgctcc cttttgtatt aaagttaatc
  2131141 attgggacgg aaacaaaggg ggaatatatt ttattaaatc gtctttgcac ctccactaca
  2131201 gcattagttc aatgtattta taaagtgcaa gaattaaaac caattagatt gcaataccat
  2131261 tatgaaaatc caatgaatat tacttttata tggaataaag tatatgaggg gcagaaaaat
  2131321 ataaaagaga caaaatatga aataaatgaa aaaaaacaaa aggtattaat atatgaacat
  2131381 ggaaaaacgg aattttttta tccatggcgt tgtggtttat atcattttga ggtgaatata
  2131441 gaaggtcaaa cgtattatgg cgcttttcaa gtcgtcccca aaaatttttt tgatgaccaa
  2131501 tttgaaatga ttcaaaacta tgtgaagtca attttaaatg agttgatttt agatagaggt
  2131561 tattataaaa agactttctc tgcacttagc gatattgaag attcttctta tctagtgtta
  2131621 cttagaaagt tgccgcaaaa aatgaaaaag ataaagcaaa tttttaagaa aatagaatcg
  2131681 agttcaaaat ttatacatga atataaatgg gaagaaaagg agcggaaagt aacgaggaaa
  2131741 ggagcggtag tggcggaaag aaaaccgtat gcaaaatatt ataatcgtaa gttcatcgaa
  2131801 caaaaaaata gtacggaaaa tgcatttctt aaatttaaag cgatgcaatt ttatctttat
  2131861 ttacttgaag ccgaaagttt tttgcgtcaa acaattgaaa tattagaaag agaaaaaaag
  2131921 aagaaatcag aagaatttca agctgtaaaa acgattatac aaacaattga gcgtaatgga
  2131981 tcagtgaccg atagagagaa acaaaaatat aaaaatatac atttactaaa agaggcggat
  2132041 ttacgaaaaa gttctatgaa gatacaagaa tataaaattt tagcgcattt cgtacatgat
  2132101 agtgtacaat actttcaaac tttaatgcat tctccattct ggagagaagt ttctgaaacg
  2132161 ggtagaatga acgcacataa tttaccgata ccacatcaac aattactaca gcatttagat
  2132221 ttactcccac aatatacaga tcaatctcca tctttattat ttgtttataa accaactttt
  2132281 ttagtgtatg aatattacgc tttttttatc gttatttcca tgttagagca aattggtttt
  2132341 gaagccagaa attccattcg tgaacaaata caagaacatt tttatgtaga tggattacaa
  2132401 gatggaacga cagtagtttt acatcgagat gatatgaaag tccatgtcgc atttaatgat
  2132461 ttaattgaaa cacatcctct tattgcatta agtaaaggga gtaattttta taatggagaa
  2132521 gatacgaaga agccagatat tcgcttagac tgttacgtaa agggggaaga gaaatacgtc
  2132581 tatcaatctt ctattattat tgaagtgaag tatagcccaa tgtacaatat ttttcagcac
  2132641 gttgggaata cgaaagcaac tgagcaaatg tataagtact ggtctataaa atttgtagaa
  2132701 gaacaggatg gaaagcgagt ctatcatcga agggccattt atgaagtcat ttgtgtctat
  2132761 ccaggaagtc atatgcatag taaaaaaatt gagtctggtt gtggtgtttt cttacaatta
  2132821 tatccatata aaacaaagca aggggaagag aaattagctg gaaaacatgg aatggtacaa
  2132881 atttttgaga agtggttaaa aagcatgaag aagtaaaaga aatccttttt tataaaggat
  2132941 ttttttagat taagaagaat tatatgcagt atgggagacg gcttcatacg atatgaattt
  2133001 gcaagtaata taaatatatt gtgagaagga tggtacatga gggataagag acgattatga
  2133061 tggaatttaa ttcgttttgc agaatataat aagtcataaa tatttttagt tgcatacgaa
  2133121 gatttgttct tatatgatag atagtgaaag cgttatcaaa aaacagagcg gcgatgggaa
  2133181 aggcggggaa atatgttcca gcgtgttcaa acaaaggaag aacatttttg gttcgagcaa
  2133241 ctatggggag atttttgtga agaaagaaac ttaatgttcg tagaacgtaa tttaaatcca
  2133301 tcacgatttt tattaataga agatgagcat catattggta cagtagaatg tattaagtat
  2133361 acggtaccag agcaatcgaa ttctgagttt ttctatccgt tttctaaaaa tgatttagtg
  2133421 aaagatttgc aaaatgtata tgaaatcggc aagttaagta tcgcgaaaac gtctcgtggg
  2133481 agaggacact tcaaaagact aacagctatt ttatttatgc atgcattaga aacgaaagca
  2133541 gaatggtata ttgcagcagt tacaaaaaga atgtatatgt atttattaac actcggtttt
  2133601 ccaattgaac cgatagataa gccatttcag tttcatgata ctttacaagg tgtaccagta
  2133661 cgaattcatg cccgaaaagg ggctacgcat ttgtattctt taaaagaatt tcgagatgtg
  2133721 attcaaggga atgcccatgc acaggcatta atcgcagaat acagtaagaa tattatgtta
  2133781 accaaataaa aagaaatgaa tatgtataat aaagagaata ctattttaaa atgaaatcat
  2133841 ccttcatgaa aaagaccctt attattttaa taagggtcta aaaattataa tccaaatata
  2133901 ctaaaaatca ttttacggcg cttcggtttc ttttcacgtt catatgttgg ttttgtatcg
  2133961 ggagtaatat atattggttc ttctttcttg aggccagctt ctagcttttg aattcgctct
  2134021 aacatttcct ccatttcacg gcgatgttgt aaaagttggt atgtaacaac atcatttgcc
  2134081 ttatcttgca tttgttcttc cattcgatct agtcttctcg taattgtgtt taattgagcg
  2134141 gctaattgtt caaaatcatg cgatgatatg ttttgaacaa ttgtatttac ttgagttttt
  2134201 aattcttcaa catcatttga tgatgttttt tgagtagggt gagtgttttg agactgctct
  2134261 atttgtgaac gatggtattc taacatttgg tctaaatcat cttgtgtgaa aataaagtga
  2134321 ccatatttat ttttttctat tgtaagattt aattgttgtg caatccggac aacagccttt
  2134381 gggctaacac ctaatttttt tgcgataaat ggtgttttat attccaaaat aatccctcct
  2134441 atatatatcc tgttgaatga tttcgatcta tgaaggaagt tcccttctgg tatgacaaaa
  2134501 gaagtgtgga atcggcaaag aaagtgtttt ttcacgaaaa gaagctataa agaatatatc
  2134561 gtgtatataa aaatatttta tattaacatt tagaatcatt tgactgaggg aaataaatta
  2134621 gattatcata atgataaata tcttttttat gtatgcatat aatatataaa aaggtggttg
  2134681 ctaatgtaga attttgttag agtattagaa tgcttacttc acttgaataa aattaagtag
  2134741 gaggtggctt ccttgcttac aatgtaagta aggaaaagta tttggacata tatagtataa
  2134801 gtatagtgat tgttttaatt gccttaacgg catttttcgt tgcagcagag tttgcaattg
  2134861 ttaaagtacg aagttcacga attgactatt taattgcaga aggaaataat cgtgcaacat
  2134921 ctgtcaaaac agtcattaca aacttagacg aatatttatc tgcttgtcag ctaggaataa
  2134981 cagttacagc actgggaatt gggtggtttg gtaaaccagc attaaagcaa atgtttgaca
  2135041 cgctttttgt gaatttgaac atttctactc aactggcaga catttttgct gtaattttag
  2135101 tgtttttgtt tattacattt ttacatgttg taatagggga attggcccca aaaacatttg
  2135161 cgattcaaaa agctgagcag gtaagtttat ttgttgctaa accgttaact ttcttttatc
  2135221 gtatggcatt tccatttatt tggctattaa atggatcagc ccgaattatt acgaagttgt
  2135281 tagggctgaa accaccgaaa gggcacgatg aagttcattc agaagaagaa ttacggttgt
  2135341 tagtttcaga aagttacaaa aatggagaga ttaatcagtc tgaatataaa tatgtaaata
  2135401 aaatctttga atttgatgat cgtatagcaa aagaaataat ggtaccccga actgagatgc
  2135461 atattataag gaaagaaatg cctgctgaag aagctttgca aaagatgtct cgggaaaaat
  2135521 atacaagata tccagttgtt gatggagaca aagatcacgt aataggcttt gtgaacttta
  2135581 aagatatttt tacagatttt gtgcagcata aagcggttcg taataagaaa gtagagcaat
  2135641 atattaggcc gattatttta gttattgact ctatcccaat acacgactta tttttaaaaa
  2135701 tgcaaaaaca aagaacacat attgctatat tgatagatga atatggtggt acgtctggac
  2135761 ttgttactgt tgaagacatt ttagaagaaa tagttggaga tattcaagat gaatttgata
  2135821 cagatgaaca gccagaaatt caacaagtta gtgaaacgaa aacgatacta gagggaaaag
  2135881 tacttgttag tgaagtaaat acgttattag gtttaacaat agatgataat ggtgttgata
  2135941 caattggcgg atggatttta acgaaaaata tagaaattgc tgaagaggat ttcattgaaa
  2136001 tcgaaaatta taagttttgc gtgaaagaat tagatggaca ctatataaag agattagaag
  2136061 ttacaaaaac tgtagaatca attgttattt tagaagatga aaaacaaatt tcattacaag
  2136121 aacaaattag ttcgtagact ctgctagatg gcagagtttt tttgagcata atgtttttgg
  2136181 caaaataagg gctatgttac aatggaataa gtcagacctt tcactaggtg aagtattgtt
  2136241 gtatacatat atttgaaagg agaagaatta tgaaaaagca tttatatata aatggagatt
  2136301 ggaagtctgt aaacacgtat aaaccattat acgcaccata ttctgaagaa acattagcgg
  2136361 aaattgcgca aggaacggaa gaagatgtaa aagaggctgt tgctgctgca aaaaatgcca
  2136421 tgaaagaaat gaatacatta tctgcatatg atcgtgcgac tattttagag aaagtcgcac
  2136481 aaaaaatgga tgaaagaaga gaagaatttg cagagattat tgcaaaagag gctgcaaaac
  2136541 caatacgtgc tgcaagggga gaagtagatc gtactgttca aacatataaa tttgcagctg
  2136601 aagaagcgaa gcgtatatac ggtgagacac tgccacttga tgcagcacct ggtgcagatg
  2136661 ggcgtattgc atacacaata cgaaaaccga ttggggttat aggggctatt acaccattta
  2136721 attttccatt aaatttagtg gcacataaag ttggtcctgc aattgctgct ggaaatacag
  2136781 ttgtattaaa accagctgat caaacgcctc tatcatctta cgcattaatc gaactatttg
  2136841 aagaggcagg attgccaaaa ggagctttaa atattatttc tggccccggt tcaactgttg
  2136901 gtgaagcaat agttacaaat gatgatgtgg cttccattac ttttacagga agtccgaaag
  2136961 ttggaattgg aattaaggca aaggctgggt taaagcgagt tacgttagaa ctaggatcaa
  2137021 atgctgcagt tattattgat gaagatgtag aattaacaga tgaattaatt gaacgtgtaa
  2137081 aatggggagc atttgttaat aatggacaag tttgtatttc ggtgcaacgt gtttttgtac
  2137141 atgaagagag aagggatgac tttctatcaa agttacggaa agcgatggaa acagttgttg
  2137201 ttggtgatcc gctgattgag gaaacggatg tatcagcttt aatttcgaaa aaagatgtcg
  2137261 agcgtatcga taactgggtg caagaagcgg ttaaagaagg agcaaacgtt ttatatggcg
  2137321 gtaacaaacg tgatgaaagg gtttttgaac caactgtatt aacaaatgtg ccggagcatg
  2137381 tatctgtaca gtgccaagaa gtattcggcc cacttatgac agtaaataca tttaaagaat
  2137441 ttgatgaggc catagagcaa gtaaataatt cacgttacgg tctacaagca ggcgtattta
  2137501 ctaataattt gtttaaagca atgcgtgcaa ttgatgaatt agaagttggt ggtgtcatga
  2137561 taaatgatat tccgacgttt agagtagatc atatgcctta cggtggtgtg aaagaaagcg
  2137621 gcacagggcg tgaaggaatt aaatatgcaa tagaagaaat gacagaaatg aaattagtat
  2137681 gtattaaaaa ataaagtata tagaatgtaa atagcgcaat aaaaaacgag taggaaatgt
  2137741 ttacgattcc atactcgttt tttacttttg ctttacgctt ttcagaacga tttcatttaa
  2137801 tcaagtgtac catttacttc atttcttgtt tgtaaatagc atcttctaca taaatttgtt
  2137861 ctttgtcaac agcagtgcta tgagataata ctaagccgat tggtgtctct atgcctttat
  2137921 tttgaacaat tgtaaaagga acattttttt catttgccaa tttaatgtat ttggataaat
  2137981 gtgggtaagc aatgccacca tttaggaata tttgtaatga gtgagaagag cgcatgctac
  2138041 tagctacttc agcatataca ttactttgca ttacttgacc gatagttaaa gcgatttcta
  2138101 cacgctcacg taatgtagtt aaatacatat tacgttcttc tggtttgttc tgcttttggc
  2138161 cataaatgcc ttcttggaga taatcttcca catttttatt taccatattt ttcacacctt
  2138221 tccttttcta ttgtacgaaa gaatgaatca ggatgcaaaa aaagtcgcat cgaataaaaa
  2138281 aatttgaatg aaaggaagga aaatggaatg catcaatcta aacaattaat aaagttataa
  2138341 aaattttatc aacacatatt aacaaaatgt gacaataatc tattaacgaa tcatgatttt
  2138401 tgtgttaata ttcaaaatat aaagggtatt cgtcgcatgg aaatggaggg aatggaggtt
  2138461 tttccaatcg ataaggatat taaagaagta ttttgttcgc acttgaaaaa caacaggcac
  2138521 caattcgttg agaactggaa aaacaaaatg ataatttccg ataaagatcc atttagacta
  2138581 gaagtagttc aaaatggaga ggatttatta gagtttatta ttgaacttat tatggaagaa
  2138641 aaagatatta attatcttca gccattatgc gagaaaattg ctattgaacg tgcaggagca
  2138701 gatgctaata taggtgattt tgtttataat gcaaatgtgg gaagaaatga gcttttcgaa
  2138761 gcgatgtgtg aattagatgt tagtgcacgt gaattgaaac caattatgaa ccaaatacat
  2138821 acttgttttg acaaattaat ttattatact gttttaaaat actcggaaat tatatcaaga
  2138881 aacttagagg aaaaacagca atatattaac gaaacacata aagaaaggct gacgatttta
  2138941 gggcaaatgt cagctagttt tgtacacgaa tttcgtaatc cgcttacttc cattatggga
  2139001 tttgtcaaat tattaaaggc agatcatcct agtttatcgt atttagatat tatttctcat
  2139061 gaattagacc aattaaattt tcgtatttcg caatttttat tcgtatcgaa aaaggaaatg
  2139121 tggaatgaat cagaaagttt ttggcttaat gacttgtttc aagatattat acagttctta
  2139181 tatccgagtt tggtcaatgc aaatgtttcg attgaaaaga atttgccata tccaattccg
  2139241 cttactggtt atcggagtga agtgagacaa gtatttttaa atatattaat gaactcaatt
  2139301 gacgctcttg aatcaatgaa agaagaacgg aaaattatca ttgatgtatt tgaagaagat
  2139361 caatcgattc gaattgtaat aaaaaataat gggccaatga ttccagctga aaatgtagaa
  2139421 acgatttttg aaccatttgt aactactaaa aagttaggaa ctggtattgg attatttgta
  2139481 tgtaaacaaa ttgtagaaaa acataatgga tccatcatgt gtcgttcgga tgacgattgg
  2139541 acagaattcc aaattgcatt tcaaaaataa acagtctaca ccaaataaat ggtgtagact
  2139601 gttttaattt gtaagtataa ctgcttctaa tttagggtct ttcgtggaat aacctaaaat
  2139661 tgaaattgta taaataatgt tcggttcgac tttgaaatct ggtatagtta gcaatacact
  2139721 ttgattatct gcgagtgaaa cttcaatatc agctgtacca gggctaactt ctaaaaaatc
  2139781 tgttatttgt ttaaagagta cattttcaaa taaatgatcg ccatctttta aacttacatt
  2139841 tacaacaggg gtatcgggag aaaagtgtgc aaagcgtatt tttgcctgac ctgctggtaa
  2139901 atgagtatta tcaagcatag gctgtaattg tagatgatta tcattattta ttgtagcaaa
  2139961 agtataagtg tgatttccca ttattggtac taaagctgaa aagatgggag tttcatttcc
  2140021 gacaggaaca atatctattc ggtacttacc ttgcactaat gttaaataag ggctaaattg
  2140081 tttaaatgaa atatttttaa taaccttttg cccgtttact aaaatatcaa ccgcaggtgt
  2140141 attggaagca gagtgaaaaa atcttatgtg tgacggtaaa gtagcttctt gtgaatctct
  2140201 tttttcatat gcctgtacaa gattcgtaag cgcatcataa tatttcatat atagttctac
  2140261 atattttttg ggattatgaa attgatagta acgagcgagc tgttcgtaac gagcagcttc
  2140321 ttgtccatat ttttcgattt cagattgaga catgaacatt cctcctttgt catcattaaa
  2140381 actatatgct tagcaaggat gaggttatgc gaaaaaatgg tttccaaagg agaaaatttg
  2140441 taatgaagac gatgaaatgc atggtctgaa attcttgaaa aatagggatt ttttaaatta
  2140501 taggcaaata cacatacaaa gtgataattg tcctacataa tttataaagg aatggtagtt
  2140561 tgactttgag ggaaggagtg acgaattggg atatggttat cccaaaggtg attggaaatg
  2140621 aagttatgaa ggattttgtg ctattgtttt tagttcattt ttgcaagtga aggtattaac
  2140681 cggtaataga gcgtcgtgcc gaactgatta atgtagttaa tcggttcttt ttttattgta
  2140741 taaaacgaac gcaatgtatg tagaatattg gtttttatac aaataatcac tatgcattta
  2140801 gtaaggataa ttgtcgaatt ttgtttgaaa atatgcaata taaagtaggg gaataggaag
  2140861 gagtttaaag ggagtttcgt cgaagtttac acaatgtcgg caattgagcg aggctggcat
  2140921 tatgttagaa aaatatttag tgaagcgtta attttatata agggagggtt atttgagcgt
  2140981 atagataagg gttggtcttt gaattaagtt ctgaattttc tgtttttgaa ataatattta
  2141041 gcactcattt gtatatttta taatagtttt ttgataaatt cactgctttc gcagagggtt
  2141101 cttttttatg aaagaaacgt caattttctt catatatata tacaaattgg agaaatgggg
  2141161 gagcgctatg cgcgattact taattaaacc acttgttggt cagccgtatc caatgatttc
  2141221 acatggaaaa ggtgtgtatt tgtatgatca aaacggaaat aaatattttg atggctcgtc
  2141281 aggggcaatt acggcaggga ttgggcatgg cgtaaaggag attgcggacg ttatcaaaaa
  2141341 gcaagcagag gagattgctt tcgtttatag atcacagttt acgagtgaac cagctgaaaa
  2141401 attagcgaag aaattaagcg atttaagtgt aggagatttg aactggagct tttttgtaaa
  2141461 tagtggtacg gaagcaaatg aaacagctat gaaaattgca attcagcatt ttcaagagcg
  2141521 gggtattcaa ggaaagcata aaattttgtc tcgatggatg agttatcacg gcattacgat
  2141581 gggagcatta tcgatgtctg ggcatccact ccgtagacaa cgtttcgtat caattttaga
  2141641 agattatcca actattccag ctccatattg ttttagatgt ccggtgcaaa aagtatatcc
  2141701 aacttgtcag cttgcctgtg cgacggaact agaaaggtca attgaaagaa ttggagcaga
  2141761 acatattgca gcttttatcg ctgaaccgat tattggagca gctgggggcg cagtcgttcc
  2141821 gccgaaagaa tattataaag ttattaaaga tatttgtagc cattacgata ttttatttat
  2141881 tgctgatgaa gtaatgactg ggcttggtcg tactggtgca tggtttgcga tggagcattg
  2141941 gggtgtagaa ccggatatta tgactcttgg taaaggttta ggagctggat acacaccgat
  2142001 ggcagcgacg gttgtaagtg accgtgttat ggagccgatt ttacgagggt cacgttctgt
  2142061 tatgagtggg catacgttaa gtgcaaatcc attatctgca gcaacagctc tagctgttat
  2142121 tgaatatatg gagaaacata atctacctga aaaaacagcg gaaaagggag agtatttaat
  2142181 aaagggacta cagaaagttc agcaacaatc gacaatcatt gctgatgtgc gcggaaaagg
  2142241 attgctaatc ggagtagaat tgcaaccgtt ttcaaaagcg tcggaactta tttcggttgc
  2142301 agctaaaaat ggtcttcttt tataccaagc tgtttcaggg caagcaggaa aagaagatag
  2142361 tgcactgctt gtggcaccgc caatgacaac tacatattcc gagttagatg aattactttc
  2142421 aatttttgca aaaagtgtag aagaaatgat gcaaaaagga gggcatagta tcgcatgaca
  2142481 actattacga atacattcga taaattaaaa gagatagagg aagtaatttc tttattccac
  2142541 gatgatatga cattaatgtt tgggggattt ggggggatcg gatcccctcc atctttaata
  2142601 caggcgattt tagaaaaagg agttacaaat ttaaatttaa ttgggaatga tacgggattt
  2142661 cctgatgtag gaatcggtcg tctcgttaca aatgaaagag taaaatcatt aattacttct
  2142721 catatcggtt caaatccaaa tgcaggaaga cagctaaacg aaggaaggtt acaaattgaa
  2142781 ttttctcctc aaggaacatt agcagagcgt attcgcgctg gtggtgtagg acttggtggc
  2142841 gtattagttg atgtaggtgt tgatacgatt gtagaagagg gaaaacgtac agttgaaatg
  2142901 aatggcaaga catatttagt tgaaacagca ttaactgctg aggttgcgat tgtatatgcg
  2142961 aaaaaagcgg atccatttgg taaccttgtg tttgataaga gcgctcgtaa catgaaccct
  2143021 cacgttgcta tggccgggga tataacgatt gtagaagcag aggaaatcgt tccacttgga
  2143081 agtttagatc cagaagaaat tgttgtccca ggagtatttg taaattatat cgtaccgtcg
  2143141 gaaggagtga attggaaatg ggtatgggcg tagaagtgag agataaaatt gctagacgtg
  2143201 cggcgaaaga aatacagaat ggaatgattg taaatttagg tattggtata ccatcgcttg
  2143261 taccaaatca tttgcctgac gatataaacg ttatgtttca tgcggaaaat ggaattgtag
  2143321 gtatgggacc tacgccaagt aaaggaaatg aagatgaaaa tttatgtaac gcagcaggtt
  2143381 tgccaacttc tcttattaca ggagcaagtt attttgatag ttgcacagcg tttgggatga
  2143441 ttcgaaaagg tttactagac ataacaattc ttggttcatt acaagtaagt gagaatggtg
  2143501 atttagcgaa ctggattgtt ccaggaaaac gcgttccagg tattggggga gcaatggatt
  2143561 tagctcaaaa agcgaagcgg gtcgttgttg tgatgaatca tgtcgataaa tacggaaatg
  2143621 caaaaattgt ttcggagtgt acattaccat taacttcaaa aaaatgtgta gatttaatta
  2143681 ttacggatat ggcagtaatg gaagtaacgg agggtggact tattttgcaa gaattgatga
  2143741 gcccttacac agtggaagat ataaagcaac atacagaagc aaattttaaa attggctcta
  2143801 atttactagt aattgaatga ggggagatgt aatatatgga gcaattaaaa aaacaaattt
  2143861 gtgattatat tgagagtcaa gaagaagaga gcgtaaaatt tttaaaacga ttaattcaag
  2143921 aaaagagcgt atctggtgat gaaagtggtg cacaggcaat tgtgattgaa aaattgcgcg
  2143981 agctaggttt agatcttgat atttgggaac cttcattttc taaaatgaaa gatcatcctt
  2144041 attttgtatc accacgtaca agtttttcgg atagcccgaa cattgtggca acccttaaag
  2144101 gaagcggcga cgggaaatct atgatattaa atggacatat tgatgttgta ccagaaggag
  2144161 atgtggacca gtgggaccat catccctata gtggtgagag aataggaaat cgtatatacg
  2144221 gccgtggaac aacggatatg aaaggcggca atgtcgcgct aatgcttgcg atggaagcaa
  2144281 ttattgaatc tcgtattgaa ttaaaaggag atatttattt tcaaagtgta atagaagaag
  2144341 aaagcggcgg agcaggaaca ttagctacga tattacgagg atataaagcg gatggtgtca
  2144401 ttattccaga gccgacaaat atgaagtttt tcccgaaaca acaaggttct atgtggtttc
  2144461 gtctacatgt gaaagggaaa gcagcgcatg gtggaacacg ttatgaagga gtaagtgcaa
  2144521 ttgaaaaaag tatgtttgtt gtagatcatt tgagaaagct ggaagagaag agaaataatc
  2144581 gaattacaga tccgttattt aaaggaatcc cgattccaat tccaattaat attggaaaaa
  2144641 ttgaaggcgg gagctggcca agttctgttc ccgattcgtt aattttagaa ggaagatgcg
  2144701 gtattgcgcc gaatgagact atagaggcag caaaagaaga gtttgagaat tggattacgg
  2144761 aattaaatga tgtggacaat tggtttgttg aaaatcctgt agaagtagaa tggtttggag
  2144821 caagatgggt tccaggtgaa ctggaagaaa atcatgagtt aatgacaacg ctcgagcata
  2144881 acttcgttga aatcgaaggg aacaaaccga ttattgaagc atctccgtgg gggactgatg
  2144941 gaggcttatt tacacaaatc gcaggtgtac caacgatagt atttggccca ggggagacga
  2145001 aagtagcgca ttatccaaac gaatatatag aagttgataa aatgatagct gccgcaaaaa
  2145061 ttattgcatg tacattacta gattggtgtg aggtgaaaaa atgaaatact atgaatcttt
  2145121 tagagaacag acgaatggct atacagtaga aggtgttttg gactatttta ataaacgtat
  2145181 tcgagtagac cactacacag gaaatgttga gaggattatc caaacaattg atgaattagc
  2145241 agagaaacat tctttcacta aatgtattgt taaaggaaag ggagagcatg tttccacatg
  2145301 gctctctttc ggttttttat tagaagcaac attaccacat tattttcaag gtcatgatgc
  2145361 atactttttc gtgaaattta ataatgatga aagacgaaat agtagtcatt gggctgagga
  2145421 agataccatt ttaagcggtg taaaagcaaa agaggtaaag gaaaaaatag tcccagagaa
  2145481 atttctatta agaaaagcga cagaagagga tgcagaagaa ttagcggctg tctttggaga
  2145541 agtatttgaa gtgtatccaa ctccattaaa cgaagcgagt tatgtaaaac aaacgatgaa
  2145601 agaagacgat acaatttact atgtgtatga attcgagggg aaaataatta gtacagcatc
  2145661 tgcagaaatg aatataaaag aaggaaatgc agaattaacg aattgtgcta ctttacctgc
  2145721 atatcgtaaa catgggttta tgaaaagttt attaattaag ttagaagaag aacttcaaga
  2145781 gaaatcgatt ttctgttctt atacaattgc tcgatcgctt tctttcggaa tgaatgcagc
  2145841 cttttatcag ttaggctata cgtatacagg aagattggcg aacaattgct acattttcga
  2145901 taagctagaa gatatgaata tatgggtaaa agatttgtct aaatagtacg ttataaaaat
  2145961 aaaacggaac cgtcatgctt ataatcgcac ataggtatgc cggaaattcg gcatagtatt
  2146021 tgctgaattt tcggcaagag gggggatgac attgctagca gtttcgacac aagaagtcat
  2146081 tgaagcgatt ttgggcagta ttgatgaggc tatacacgca gtagatgaaa atggtattac
  2146141 aattttctat aatactgtag ctgcaaaaca cgatggatca aaaattgaaa aagtgttagg
  2146201 taaacatttg ttagaagcgt tcccttcttt atctagggaa acaagtacgt tgatgaaagt
  2146261 gttagataca aaaaaaccaa tcgttcatca agtgcagcat tatcaaaatt taaatggaga
  2146321 agacatttgc acagtaaata cgacgttacc tatttttata gatggaaata ttgctggagc
  2146381 tgttgaaatt gcaaaggatt attccacagt tcaaaagctt acagatacaa tagtcgattt
  2146441 gcagtcgaaa ataaagcggt catctagaaa aaaagcaatc aaaaagcatg ttgcatttga
  2146501 gacaatcgta acgaatgacg ctcggtttaa acagacgaaa gaattagcac aaaaagtagc
  2146561 tccaactgat gcgaatgttt taatatatgg ggaaacagga acagggaaag agttatttgt
  2146621 acaagcgatt catgaagctt ctaaacggaa aaacaagccg tttattgcac aaaactgcgc
  2146681 agctttgcca gagtctctat tagaaagttt attgtttgga acgacgaagg gtagttatac
  2146741 tggggcaatt gaacgagcgg ggttatttga acttgtagat ggagggacat tgtttttaga
  2146801 tgaactgaat tcaatgccac tcgatttaca agcgaaaatg ctacgtgtat tagaagatgg
  2146861 tgttattcgt cgtattggtg ataataagac gagaaaagta gatgttcgcg ttattacagc
  2146921 aatgaatcag ccgccagaag tatgtttaaa agagaataaa attcgcactg atttatacta
  2146981 tcgattaaat gtcttttcat tatatattcc gccgctccgt gaaagaacgg aggacgtatt
  2147041 attattagcg tcttattttt tgaaagaata taataaaagt tataaaaaag gtgtacttca
  2147101 aatggataag gaagcgaaag aaagactaca atcttaccaa tggcctggaa atgttcggga
  2147161 gctaaaacat acgattgaac atgctgtcat tattgcagaa gggaatacat taacagccaa
  2147221 ttgtttaccg cgtacatttc ggaaagagag ttttccgaag aagaaaagca tattgccgct
  2147281 tagagaagca cttcatcaaa cagaaaaaga attaatagat caagcgttaa ttgaaacgga
  2147341 agggaatata ctacaagctg caaaaatgtt aggcatccct cgtcaaacgc ttcaatataa
  2147401 actgagtaag tacgacaaaa ccgccgaata attggcggtt tttgtgtgtt tgcacgaata
  2147461 aaagagcgtt tacatatatg taaagtaatg aatatgatag tatgtatgaa tttcatacag
  2147521 tgcttaaaaa atttttttcg cttatgtaat agggttctcc gcacatttac ttatcaataa
  2147581 agtaaagttg gcataactat tgcttatata aaggatgagc gtataaaaag ggggaatagc
  2147641 aatgttacat gatgtataca aaccaaatcg tcactggaag gatatcgaat tatggaaaga
  2147701 tgttactgaa gagcaatgga atgattgggt ttggcaatta acgaatacga tcaaaacgtt
  2147761 agatgactta aagaaagtga ttaacttaac accggatgaa gaagagggcg ttaaaatttc
  2147821 aacgaaaacg atcccgttaa atattacacc gtactatgct tggttaatga atcctgatga
  2147881 cccacgctgt ccgattcgga tgcaatctgt accgatctcg gaagagttat ataaaacaaa
  2147941 atatgattta gaagatccgc ttcatgaaga tgaagattct ccagttccag ggttgacaca
  2148001 tcgttatcct gaccgtgtat tattcttagt aacgaatcaa tgttctatgt attgtcgtta
  2148061 ctgtacacgc cgccgtttta gtggacaaat tggaatgggt gtgccgaaga aacaattaga
  2148121 tgatgcaatt gcttacattc gtgaaacacc acaagtacga gatgtattaa tctctggtgg
  2148181 cgacggtctt ctaattaacg ataaaatttt agaatatgta ttaaaaaatt tacgagagat
  2148241 tccacatgtc gagattattc gtatcggtac gagagcgccg gtagtattcc cgcagcgtat
  2148301 tacagaaaac ctatgtaaca ttattaaaaa atatcatcca gtatggttaa atacacattt
  2148361 caatacatct attgaaatta ctgaagaatc gaaaaaagca tgtgaaatgt tagccaatgc
  2148421 tggtgttcca gtcggaaacc aagccgtaat tttagctggt attaacgaca gcgttccaat
  2148481 tatgaaaaaa ctaatgcatg acttagtaaa aatccgtgta cgtccatact acatttatca
  2148541 atgtgactta tctgaaggta ttggccattt ccgtgcacca gtttctaaag gtcttgaaat
  2148601 tattgaaggt ttacgcggac atacgtctgg ttatgcagta ccaacattcg ttgttgatgc
  2148661 accaggagga ggcggtaaaa ttgcgcttca gccaaactat ttaatctcgc aaagtgcaga
  2148721 taaagttgta cttcgtaact ttgaaggtgt tattacaacg tatccagagc cagaaagcta
  2148781 cattccagga agagcagaag gatactttaa agaaatctat ccaaactacg aagaaaaacg
  2148841 ttcagatgtt ggtatcgcgg gtcttatgag cgacaagaaa tttaatcttg ttccagacga
  2148901 tttacagcgt atgaaccgtc gtaaagacta tgaggataat gaaacgcatg caacattaaa
  2148961 agataaacgt gataagcgcg accaattgaa agataaaaaa tatcaagcac aaatggctaa
  2149021 attagaagaa aacgacaaaa aaactgaggg tgatgcagta tgaattgtat gtggtgtgac
  2149081 agtacagaag caaaagaaag cttaaatact gtatattggg aattaccaga tggtacgaaa
  2149141 gccattgaaa tccaagagac accatgcatt tcttgttcct catgtggtat ggactatcaa
  2149201 tcagatcaaa cagtgaaaga aatagaagat caattgtttc taatttatac gaaagactta
  2149261 ccaaaacaac taacatatga agaattaatg ggaagaccac gtctattaaa aagaaattat
  2149321 ttcgactttt aaccagcttt tatgctggtt tttttctttt ttgccttgta taatgtaccc
  2149381 aagctagaaa ggtagggaat atttttgaaa aagacatttt accactatat gatgaagcat
  2149441 cgtgcagctt tatttagtaa tgaaatatcg aatttagcag aggcaatgta tgatgattta
  2149501 agttttccga agcaatctga agattacgat gaaattagtt catacttaga gctaagtgga
  2149561 atgctagaaa gtatgtctat atttgatgaa gcatgggatt tatacataca agatagataa
  2149621 aaactatatg aacttttttc gacatgaagc tagtctattt gctagctttt tttacgttgt
  2149681 aaataaattt tcatatgatg atatttttta ttgaaaaaat ttatgaatat acgcttctgt
  2149741 gataagcgtt tttatgtagg ttgcatatac tgttatcaaa atcacgacgt caaaaaagga
  2149801 gagatataga tggcaaggaa aaagcaacct aaatataacg taggggacat agtcgtgatt
  2149861 acgctatatg gaaccgttgg taaaatcaca aatatgaaga ttttagatgg agtttacgta
  2149921 tacgaagtaa ataatcacga tggtttttac gttgagcaaa cgttacagca cgtttcagag
  2149981 caagatatga aaaaaggtga aactgagtgg attgaattaa attatcattt cacatttggt
  2150041 gatctcgtgc aagtaacagg atacgataaa gatgtgtttc gaattgttgg ttttcgtaca
  2150101 gaagtatgga gatataaaaa tgacgcatgg gaagatacaa tatacgaact gtcacgaatt
  2150161 acggatggtg aatggttaga agcggatgag tcagatttaa cgttacttgc taatgctcaa
  2150221 acggcaaatg caattttgaa gaaaatgaaa caagataaag caggtatgaa taaattagat
  2150281 ttaggaaaat taaagtcaat taacaactca aaaaaagtga gtgttaagac aaatcgtcaa
  2150341 gaaatcattg atggattact tgatatttat aacgattacc aattgttatt tgatacattt
  2150401 aaagatgaag aatacaaaat tgttatggat gttgttcata attatttagt taaattgaca
  2150461 gagaaaaaat agttaactag aaagagagaa tgaattgaac aacaacatat gcagtataag
  2150521 gtatgcctac aattattaaa aaaataaaaa gccatttaat aagagagtct gcccattgat
  2150581 cttcatgcat gaactcttct tttgtttgtc ctacttcttg ctttacctcg tattgatatt
  2150641 ccataattat atcccccttt ttgatagctt gtactaccat cgtatgcacc ttgtccaaag
  2150701 gatatgacct ataaaaaaga aaaactattt ttctaatctc atatacatat ttttgagatt
  2150761 ttttcataaa acagaaataa aggagtgatg ctcatgaagg aaattgaagt cgtaattgat
  2150821 acggaagaga ttgcggagtt tttttatgag caactaattg aaagaggata cgtcccaaaa
  2150881 cgtgaagaaa ttgaagatct tgcagatatt acattcgagt atttattaga gaaatgtatg
  2150941 attgatgaag tgtttgatga agaagatgag tgaaagtaac gacgggctta actcgtcgtt
  2151001 ttttactctt tacaaacttg tcacaactaa agtcggcaat tattggtata attaaaagaa
  2151061 aattttactc aagaggtgaa gggatgttca aaaaaattat tgattcttta ttaggaaaga
  2151121 aaaaatatcg ttcgtattct agtagcgatt atcgccatag aggtcgctct tattcaagta
  2151181 gcgattataa acgacgttca tctggttatg ggcatcatca ttataaaaga aaacgtaaaa
  2151241 gccgtagctt cttttcaagt agctgatgaa atggcgtcgt atactagctt tatttgatag
  2151301 accgctgcga aaaaatacaa ttgttgcaga acgttataaa attgaatcag taattggaat
  2151361 gggcagttat ggggttacat atgtcgttaa tgatttacaa ataaatagat ataaagtctt
  2151421 aaaacaatta agacaaagta aacaaagata tgtgtctggt agaaaatcat ttgaacaaga
  2151481 gaaaatgatt ttacaaacat taaatcatca tgcaattcct agtttatacg atcatttcgt
  2151541 atgggagaaa aaaagctttt ttgtgatgga atatatgcct ggtaaaaatt ttgaagatta
  2151601 tattttctta gatggacatg tatatacaga acgagaagtt ttaaaaattt tatatgaaat
  2151661 attagaaatt gtatcagtgt ttcatagtaa agatattatt caccgagatt tacgcattcc
  2151721 aaacatatta atgaaagaaa accaaattag tattattgat tttgggttgg cgaaatggaa
  2151781 aggtgagggt gatgaacgag ctacaactta tgaaggtgaa caagctttga tgcgagaggt
  2151841 tcactttcgt agcgattttt atgcgcttgg tcatttctca ttatttttat tatatgcagg
  2151901 ctatgaatct aatgaaaaat atgaaaaacc atggtatgac gaattaactt tggaaaatta
  2151961 caaccgtgaa atgctgatgc gaatgttaca aatgaaaacg ccgtactatg agaatgtaag
  2152021 agatttaaaa aaagatgtag cttttgcttt agaaaggatg gaggtaccat gtttcaaaag
  2152081 tttttagcaa gcgttggtat tggtaatgca aaggtagata cagttcttga aaaagatgag
  2152141 tatattgtgg gagaagagat actcgggaag gttcacataa ctggaggttc cgttagccaa
  2152201 caaattgaaa gcatttactt aacgttatca acatcgtata ttcgagaagt ggatgataaa
  2152261 aaaataacaa caacaacata tgatttagag cgagttcgtt taacagaacc tttttctgtt
  2152321 gagccgaatg aaaaaagaga aattccattt tcatttaaaa tgccagttga aacaccgctt
  2152381 actcttggaa tgaaaacagt ttggatacac acaggccttg atattaaacg tagtatagat
  2152441 ccaagtgatc gtgattacat tcaagtattg ccaaatgcac tattaaatag tgtgttagag
  2152501 agtgtcaatc aattaggctt taaagcgcgt catattgagt gtgaagaatt accgtatcga
  2152561 ctacgtaagc aagttccatt cgcgcaagaa tttgagtttg ttcctgtttc tggacagtat
  2152621 tatgggaaat tagatgaact agaattgttg atcttgccaa gtgcttacga tcgtctagag
  2152681 attattatgg aagtagacag aaaatctcgc ggattagcag gtttatttgc agaagcactt
  2152741 gatcttgatg agaaagtgat tcgctttaca gtaacgaatg aagatattcc aacaatgaaa
  2152801 gaaacaatta acaattatat tttttaataa actatgcata aaaaagaaat ggagaggaaa
  2152861 actaaaacaa ccgctccatt tttttgcata gtgaggttat gtatgtgaaa cgatatcgac
  2152921 atttatactt gttaagtttt acgctactca tttgttttgt cgtattatca ctttcgtatc
  2152981 ataccgcttg tattgagaaa tttgacaata tagtcgcgca ttttattcaa agttttcgaa
  2153041 acgactactt gacaacctat tttacttgga tgtcttttat cggttccaaa agaatatatt
  2153101 ttccattact catcattctt gtaatgtatt ttctcgttag aaaaaaattg cttagtgcat
  2153161 tacttctaac aattaattat tatggatctc gttatttaaa cagtatgctt aaactatggt
  2153221 acgaacgagc aagacctgat gtaacacaac ttgttactgc aactggatat agttttccga
  2153281 gcggtcatac gatgaatgct actgcttttt taggatttat tgcatacgtc acaattacag
  2153341 aagaacgtat tacattgcat aaaaaattgt tgattatttt tatagcgagc tttgttgtat
  2153401 tatctatttc agttagccga atatatcttg gcgttcacta tccatctgac atattagcag
  2153461 gatgggcagc gggcggtagc tggctcgttt tatgtgttat atttcataaa acgttcatta
  2153521 aaaaagaacc tatgtcataa taggttcttt ttccattggt tcaacatgaa tgtgtgcatg
  2153581 ataaatgcca aactttttcc gaagcatagc ctcaatgttg tcagtaatac aatgactttc
  2153641 accaacatcc atacgagcat ctacttcaat tgtaatatca acgtacgttt gattcccgta
  2153701 catacgcgct ttaatatcta cgatattttc cacgccacca atatgttcaa tagcatcagc
  2153761 gtactcttcc atcttatctg gatcgattcc atccgttagc atatgcgaag cttctacgaa
  2153821 aatctcccat gcagttttac aaataataag gccgacaatt aaagcggcga taggatctaa
  2153881 aataggcatt tggaactgtg aaccgacaat acctactact gtaccaatac ttacgagagc
  2153941 atctgataaa ttatcctttg cagcggcttc taatgactta ctttttgtgc gtgctgcaat
  2154001 ctttttcgta tacaaataca cacagtacat aacgacagca gaaaataaag ctacccatgc
  2154061 agcaagtaca ttaggtgctg cttgttttgg atttaaaaaa gattgaatgg cactaataac
  2154121 aacttctaat ccgaccgttg ccataataaa agaagcaaca agtgatgcaa tttgttctgc
  2154181 acgcgaatgc ccatatggat gatctggatc acgaggtttc cgagagattt ttagaccaat
  2154241 taatatcgct aaagaagcac cgatatccgt taagttattt aaaccgtcag cacgtaatgc
  2154301 gctagaaagg gtaatataac tgatgatgat tttcatagag gataaaaata tgtaggccaa
  2154361 aatgctgaca atagcacctt tatcagcttc tttattagaa agagtatcta ttttaatcac
  2154421 tcgcctttct acaaggaatt tctttctata aatagagtat caaacgaatg tcgtgtgggt
  2154481 ctatacaaac attgttgacg ttttatagct ttttaagaag tgggtaacaa agtttcgtga
  2154541 aggaaaaaca tgttgtaaag tgcaaagtta gggtatgcaa gcgatttaga tctatgtata
  2154601 accggggaag gagaagggag tacaaatatg tatacttctg acagctgatt tggaaaaaat
  2154661 aaaaaccctc tagaaaatat ttttcagagg gttttcatct tagtatgctt ctaaaaactc
  2154721 agtaacttgc tcttcagttt ttgcgttagc actatgtaag tggcccagct tctcaccatt
  2154781 ttgatataca agtaaacttg gaatacccat tacttgatac tcttcagcga tacttgggaa
  2154841 ttcatcttta ttaatagaat accattcaaa cttattgaac tcttccatca catctccgat
  2154901 aaagttgtcc atacgcacgc aatctgggta ccatgtagta aagaacttaa caactactgg
  2154961 ctcctcgctt gcgatgatgt ctttgaattc cttgtcagac ttgatttctc tcatgttttt
  2155021 ggctcctctc aatgtcacac ggataagcta gtatttttat gcaaaatcag taattgcaaa
  2155081 cattttgcaa acattagtgt ttttgaaata gattgtttgc aaaatcttcg actgcttttt
  2155141 cttgtaggcc tggtacgaca tgcgagtagg tgtccaatgt gatacctact tttttatgtc
  2155201 ctaatcgttc acttacgatt tttgggtgaa taccctgttt taacattaat gttgcatggg
  2155261 tatgccgtag atcgtggaaa cgaatatcag gaaccccaca tttctttata agctttttcc
  2155321 agagctgtgt caaacttctg aaattgcagg ggttaccatt ataggttgga caaactaaat
  2155381 caaaattatt atatccatcg ccataccgtt ctttttcttc acttatcttc tgaaaatgtt
  2155441 cttgaagagc tagcaaagtg atttcaggca gaacaattaa tctttttcct gaagatgttt
  2155501 taggttcatg aaattcttta gtgatatgag agagagaacg gttaactgat agagttcttc
  2155561 tctcaaaatc aatatccttc cattgaagcc ctaaggagtc tgcttatatt gagcagactc
  2155621 tctctttgtt taaaaagatt aaatataata atcaggattt tcaaccattt tatttataaa
  2155681 ttcctctaaa gaatccgcta tttttgtaga actcgagtaa ataggacatt ggcctaattc
  2155741 attttcttct ttgaatttaa ttgttaaaaa atttaattct gttacttcaa agaaaaccag
  2155801 cgattcttca tcatcaacac catctatatt ggggttgtat tcataaatat cttcccttaa
  2155861 acgaaaatca gaaaccgaaa atgggtccat aaatctatta aaaaagaacc tatctgatgc
  2155921 ttctaaaaaa ccataaccaa tttccttgta aaaatctttt aattctttag ggaatttcat
  2155981 ttttaacaac tcttctgcct cttctatttc ctcacttttt aaaggataga aaataggtgt
  2156041 ttggtcagat tttacacttt cattagctac aacatacttt ttcaaaaaat caaacatagc
  2156101 tttcgttacc tccgttaatt actttttaaa aatttctctt gagatactgt ccttagcgtg
  2156161 tataccacct tgatgttcat cagggtattt agctgggtgc atattccacc attcatgttc
  2156221 tccgccatgt gcattttcaa taaaatgatg tgcatcaaat ggcttatcaa ttctccgtga
  2156281 tactttacct cttctagaaa taacttcctc cgtatatgta ggccatgttt ggcctgtttc
  2156341 tttttcccat tcagctatca gcttattttt tatagtattg aactcagccc ttctttgatc
  2156401 tacttcttcc ttgcttaatc gttcataagc attcttttct aaagcttcct gaagcaattc
  2156461 tctttgattt tcagggattt ttctgtttgt tatttcttct acttggctaa gatattcttg
  2156521 gaatctaggt gtatttaaat taccagggtc agcaaacata aatgtattac gtgcatcttc
  2156581 taaagaatta aaagaagttt ttggaatatc tctaaactca ctaacgctag catatgcaaa
  2156641 gcgatctccc atttgcaatt tattcgtaaa atgcgaaata ccttctgaga attttgctac
  2156701 actcgcaccc tttgcgagtg tagtgacttt gcttattcct ttatcaccaa taagtcctaa
  2156761 accaacttga gttaaagcat aacttcccca ttttgcacga ctttctgcgt caccatttat
  2156821 tacatcatta ataaatgaat ctgacaatac attatacatg gtactaaggg tatcaatagg
  2156881 gtgcagggcg gcattcccca tgttttccca cgtctcccat ttaccaagtg ccttaaagcc
  2156941 ttctactgta tcttcaacag cttgtcccgt accttctaca ataccgtccc acaccttttt
  2157001 tattgtagat ttttcagggg gtttaccaca cattgcacct tcttccattg taacatcttg
  2157061 attatctgca ttgcggaatt tttcagcaat ccgtttcaag tcttcttcta cttttacaag
  2157121 tgaattaata gatgtaaaag cttttggtct cgcatcattg aacatttgaa tgaactgttg
  2157181 attagaggca ccaatccatt gaaaacacaa ttgatctatt tcgttacata aattattatg
  2157241 tatagattct aatgcgattc tggtattatt tgcacgatta gccacttctt ctagcatttc
  2157301 aggtgttact ttgatttgaa ccattttttt cctccctttc ccaattaaaa ttatgagata
  2157361 aaaagaaaaa aatgtaaaca tggaaatttt agattagtat aataatattt atgtgaagta
  2157421 aaatctgttt aattataaat aaaccctatg tgtacgtgaa gtaaaaagag ccgccctgtt
  2157481 gggcagcttt tttaatatct atcaattatt ttcttttaat acctatgaat aatgaatcat
  2157541 agccttttgt ttgaggactt gtgcctaact cgatttggta tttcccttta tctaagtaag
  2157601 tgtgataatc tcgccctctt gctttttggg aaggcattgc tataacatca ttaatttctt
  2157661 tatctagatt aagatctgaa tttattaaag taatccaact ttttgctaat tcaacagttg
  2157721 cgttatcaat tataaacata atatagaaat catgttcatt ttcaccttgt acaaagaact
  2157781 gtccttgtcc taaatcataa acccttccca aattagggtt agaagtacgt aactgtacac
  2157841 tttcaggaag gcccatacta ctgacagatg cgctttcgta tttataatct tcattatatt
  2157901 tcttgtttat ctttgtaatt agattttgcg cttcattaga tacagatttt tttagcaccg
  2157961 gtgaagcatt tttccaattg ttactgttgt aataaaaatc atttgtaatc atagagctag
  2158021 ggataccgaa aggtgttaat tcaggtttaa cttctactgt attcattgca ttatatagaa
  2158081 attgtgcata ctgctcacga gttacaatat ttttaggttc aaatagatta tctcctgtgc
  2158141 cagcagcaat tttattttct tgtaatgcac taatagcatt tgtcgcccag taatttttat
  2158201 ctacatcttt gaaagtggta gtagatgtcg ctttgaagtt aaaagccttt gttaatacaa
  2158261 cagctaattg ttcacgtgtt aaaacattat ctggaccaaa ttttccatcg ccaaaaccgt
  2158321 tcataatacc tgctttacta agacttaaaa tttctttttc aaacatatgt cctttgacat
  2158381 cagtgaaagg atttggtgca ttatgttcat ctgctggttt caagtaggca tatatcagtc
  2158441 tagctacttg tcctcgtgtg atattatccc caaaaccaaa cattccgttt ccatagccag
  2158501 ccacaatatt tttctctttt aaacccataa ttgcattata agaccaatga tctgaaggaa
  2158561 catcgcgaaa tccagtctca gcttgtgcgt ttgttaaaga ggtaaacgtt gatgtagcaa
  2158621 gaacagcgcc tgctaaaata atttgtttga atttcattag tgagctcctt ttaattaatt
  2158681 ttttacaaat taattactta ttttattagt aaatttaaat ataataatta atagtatatt
  2158741 tgtgtttgta aattaaatca atatttagtt gtaaatggat attgagatag atgttataat
  2158801 ttaaaataaa gagatgtagc gatgtagcga tgtagcgatg taaaggagag ggacaatatg
  2158861 aaacaaaaga tttcaaatgt cacaggagaa ataattttat cttataaaga aaatggctat
  2158921 caagtagtac tagatgaatt taaacatgca aaatgtatta atattgtgac ttataatatt
  2158981 aatacatatg aatctaattc ggtactaatc aaagaactta gaaagttgaa taaaactaca
  2159041 aagataaaca ttatcttgaa tattccaaac ggtagttacg tgaaaaattt caaaaatagg
  2159101 atagaccaaa aagagtttga taaggttaaa tggaaaatta aaaacgcttt gagtgttttg
  2159161 gaacaagaga aattcggaaa tttagaagtg tatatcaatc ttgagaatca cgcaaaatta
  2159221 attatgactg atcacatcgc ctatattggt tcacagaatt tttctgatgc tagtgaaggt
  2159281 aattttgaat taggtttttt agtaaaagat tcaaaagtaa tcagagacat tgagagaaat
  2159341 atttttgcag aaattaagaa caaatcaata tactgtatca tttctgaata tagggctaca
  2159401 atggaagaga tatctgtaaa attggcaaat aagttacaaa atattcgaga agatatttta
  2159461 acatgggttg gagatccacc ttttactttt aggcaagagg tcttttttat tgatgacgca
  2159521 tattttcata aagaaagatg ggaagaattt aaggagtttc actctgaatt tgaagttata
  2159581 accgaaaaac taatagatga gtatccttct gaatttaata aagaaagcgc aagggaaaca
  2159641 gtaaaacatt taagaaaact agtaaagcta cttgtttctg aattggacga actggctaaa
  2159701 tttaaaacaa atcaagaaga gagtatgatg tgggataagt ttcatcaact tgatgtgggt
  2159761 gaaaatatgg aagaagcttt agaagacgcc cgatattatg tagaaaatta taaagaaaag
  2159821 aattaccgag aaatagagta taaagggaaa gagttaatta aaacatttga ttatataaaa
  2159881 gaatctattc aagatattga aacaattgtt gatgaaataa aggattctat gattagaaaa
  2159941 gctctcaatc aaaatataga gagaatctta caagatataa aaaaacaata acaaaaaacg
  2160001 actgtaaaaa cggtcgtttt ttttatgact tcatcatatg aatgagcgct tcaccatcaa
  2160061 tgagctcaat atttttgttc gcagcatatt gccttgcgtt cttattgaaa ttactcagtg
  2160121 taacgaaata tcctccaact gcatcaccat caataatagc actatgtaat ttttgaatgt
  2160181 atggccttcc gatagattct tttgtatatc ttttcacttc aacaaatttc acttcatcgt
  2160241 ctttccaaag gataatgtct tttccaccat cattagagcc aggggtaact tgtgctcgat
  2160301 acccaagaga ataaaacaaa tcagcaatta agtattcaaa ttttcgtgga tccattttct
  2160361 ctagatattc acgattagcc tgctctctta agtggttcat acgaatttcc tcttctgaaa
  2160421 cttgtggtgc tttaaggata attcctaatg caaaaacgac gaccaatgaa agaatagccc
  2160481 aaatcataca attcacctca gtatgagtat aaccagctta tggctattct atttcctctt
  2160541 caatccaaat gtcttctaca gataaatcaa gtgtttttgc aatgcgcatt gcaactctca
  2160601 atgttggttc actttttcct cttgctatta agctaagtgt ttggtctgta atacctacga
  2160661 ttttagcgat atcggattgc tttatcattc tctcagccaa gattactttt aatttgcatt
  2160721 tcataaattt atcaccgtcc tagttttatt gttcaattta aattttaaaa aacctttttg
  2160781 attttttatg gtggacaaac aagattttta attttaggtc atatacctat atcaagacca
  2160841 cgaggaatac caagtggaat caaggacaac aagaggggag agggcgcgca tgcgttggca
  2160901 atattcacat ttaaacgaaa cgccttacct gtatccatcg aaggaattaa gaaaaatgta
  2160961 tagagattct aatggtaaaa aagaaacaaa tgcgatagtg gaccacatgg aaagatatga
  2161021 ggtttttaac aatcgtgaat ataaaggcta ttaccgttta tcgaacgata ttatggatga
  2161081 tttatatgaa gatgaggacg aagtgcttga ttggggagat gtcattaatg agtatcaacc
  2161141 ggttatgaca ccgaagggat tacaactcat tagaaaagag ggattcaaat gacaatcgtt
  2161201 ggtgaagcgg taatagtatg gacggcaaca ggcttgtcag tgattacaat gaaagttgca
  2161261 gaaaaaatgg ggctgagtgt tccacattgg cttccacgta tgaccatgta cacaacgctc
  2161321 acaggctcgt tcttgtatct tctacgttat gtgcttttcg cgtttctata agggaatatc
  2161381 aaactggaat tgtaggacat ttactggtca ttgatataaa acatgtacgg gattcttcca
  2161441 aaaataaggg atatataccc tttataaggg tatatgggga gtggagaaaa tgattgaatt
  2161501 attactcgtt ccagctgcag gtttgacagt ggcattattc ggtgaaaagt tcaaaagtaa
  2161561 aaatgatgat aaacgaaaga tacaggtgtt ctttgaggta gctggaattg caattaaaag
  2161621 aaataatgaa gaaaaattgc aatatccaaa atttcaaaag caaattgatg atgatcgtag
  2161681 tacgacttat gtatacacct taccattagg tatgccgagt aaaatcatac agaaggtgga
  2161741 ggatgtagtt tcagaagggc taaataaacc agtacgtatt cagtacgata attataaatt
  2161801 gaacattcgt gtattccgta gagaaatacc gaagaattgg tcatggtcaa tggatttagt
  2161861 aacgaaaggg aaatggtgta ttccagttgg ccagagttta gaaacaattg tttatcatga
  2161921 tttcgatgaa acaccgcata tggctgtagg gggattgatt cgtatgggga aaacagtctt
  2161981 ccttaaaaat atgttcgctt ccttatcatt agcaaatcct gatcatgctc atttttattt
  2162041 gattgattta aaagaagaag gacttgaatt tagtgaatat aaaaaactga aacaagtcga
  2162101 acaaatcgca gaaacttcag agcaagcaca cggcatgctg ctgaaagtga tggaaaaaat
  2162161 gcatgaacgt gggaagtaca tgaaagaacg tggtatcaag aatattgttc acacgaaaga
  2162221 aaaggatcgg tattttattg tagtggatga aggggcagta cttgcacctg caaaagggct
  2162281 accgagagct cataataaaa tgctggaaga gtgccaatac atgctaagtc acatcgcacg
  2162341 tgttggaggg gcacttgggt ttcgtattgt cttttgtaca caatatccga caggggacac
  2162401 attgccgagg gtagtcaaac agatggcaaa tgcaaaactt ggttttcgtt taccaactcg
  2162461 taccgcatca gaggttgtta ttgatcagtc cggattagaa caactaccat ctattccagg
  2162521 aagagctata tatatgaagg aaagattcac cgtactgcaa gtgccgtata tcgatgacgt
  2162581 ggttatgtgg aaacatctaa aagaatacga ggtggaaaaa tatgaacatc cagagccata
  2162641 tgaaaatcaa ccgtcagatg gcgatacttg cgacgattag gaagttgcag tttgcaacga
  2162701 gaagacattt aatgagtgtg cataatatgg gtggtatacg taatgcaaac cgtattttgg
  2162761 gagatttaaa accatacgtg aataaaacga tgcaagggaa agaatacgtg tattatctca
  2162821 ataaagaagg gcacgcgatg tttggtgatg atggtaaggt tgtttcgaga gggaagcttg
  2162881 cacatgcgtt attacggaat gaagcatggt tacatttatt ttgtccagat gactggcaga
  2162941 ttgaaacgga tatacgttat ataaagaata aagagaaaat gaaaatagtt ccggatgtga
  2163001 agtttcggga tgaagaaaat atacttcatg cagttgaggt agatcgctcg cagaaaatga
  2163061 aagtgaatga agagaagata aaaaaatatg aagagtttac gcaaatttat aaacagaagc
  2163121 ataacgggaa aatgccagtg attcattttt ttacagtgac gaaatataga gaaaagaaat
  2163181 tggaagagtt agctgctaaa tatgatgttc ttgcgagtgt gtatgtaata gaagaaatat
  2163241 aaaaaagcgc taacaagttt gcaaaccaaa ctgcaaacaa aaatgcaaac taaacgaata
  2163301 cttcttagta atggtaagag ggaaatggtc gctgatatgt cctctaaacc cctatatatt
  2163361 aacgcttatt aacgttgcat aatcatacat aattcgtact acttcacccg cacgcaatct
  2163421 gggcaccatg tagtaaagaa cttaacaact actggctcct cgcttgcgat gatgtctttg
  2163481 aattcctgtt cagatttgat ttctttcatg ttttgtttct cctttttcac tatcaatatt
  2163541 tttggttatt tagttggtgt atttgctttg aaacgaaaac ttctaacatg agtttttctt
  2163601 ttcgaataat tcgttagcaa attaatccac ccagtttctt gaagtccttg tataacatgt
  2163661 gagtaagtat ccggtgtaat cctactttta tgtcctgagc attcatttgc gatttttgga
  2163721 tatacacctt aaatcctaga aatgaatatt aggaacctca cttttcttta taagcttttt
  2163781 ctagagctgt gtcaaacttc tgaaatggta agattactat tataagtagg gtaaatcaaa
  2163841 ttgtattcat aataaccatt gctataatgt tattttcctc agatattttt atgagatgtt
  2163901 tataatgtaa tgtcggataa aacaagaaat ttctttccag cacttagaga aggtaaacga
  2163961 tggatgatca ttactcataa attttatgag tgaatggaac aacaagcagg aaattcaaaa
  2164021 aatgatgtag gaatgcatgt atgaacttag aggaatcgtt ataaaaattt atttatgaag
  2164081 ttgtgagata agagattagg gtgacgttat ctgcgttcca tcaacaatca caaccgaata
  2164141 aagtaatgcg ggggaaagcg tggtagaaag atatcattat tctttcagag tgggcgtttt
  2164201 ttgaaatggg taaggaaaca attttaaaaa acgcccaccc tacattgttt ttgagaaaca
  2164261 agtaggtgag cttcaattaa ctgaaacgaa taggatttgt aaaaattgtg cccaaattat
  2164321 gcatgaataa ggtattgaaa gaaataccta taccccttac atcttattcc ataaataaca
  2164381 aagctggtga gcttctgatt caagagctat tacatgatta ttattaatag agttattcgt
  2164441 atacattcta ttcttttgga tattaaggac cgtataattc acatctttat gttcatttga
  2164501 aaatgttgat tcgtttaata atgttagtgt tgagttaatg ttatatttat caattcgctc
  2164561 tttttttcct ttgaaaaaca gtttaataag atgcggctca tcattaatga gcaaaccgag
  2164621 ttcaggtgat gagcggacga ttaaattatc ggataaccaa tgtgatttac ctggatcaaa
  2164681 ccaagagacg tctttgtttg taataaattt tttgtactgc tttaaaacat caatgtagtt
  2164741 ttgctttttc ttctggtcaa cagcttgtac taatgcttcg aaacagtcaa aagatagttt
  2164801 gtttttatga aatttaataa cagtttctcg taattgtttc cagtaatcaa aaactgggtg
  2164861 atattcaggt tgagatttta gattcttaac aaaatttgtt ttagccgcac tacttttcag
  2164921 tgtaaagtct aaaaattgtg taagtcccac tttaatttcc gccatgttac accccctttc
  2164981 cgaacattac taattcgata gtggaaaggg aaatcctgca tttttaagga ggtgaacgag
  2165041 acgttagaaa aactgatgtt catgcacaat ggctattgta aagctgatcc gcaagaacaa
  2165101 gagggaatta ttacaactgt ttggtttcca gtgttgccag agtgggacct atagggaagt
  2165161 gaaaatgttg cataggtagg accgattgaa cccggattta atgcagtgga ggattaaaac
  2165221 tcgtccaata tcattcacct ctgaaaagtt cgtattacta ataataaatg tgggagtaga
  2165281 gtcaaaggaa atggacaagc aattgtatat gcgaaattta aaagaacagc tagcaaatgc
  2165341 taactgctct ccaaatggaa tgaagtgtgt aattatatta tggtttagct gcccatatct
  2165401 ctatttcaat tttaatttct ggtaatccta attctgaaat atatccaatt gtcattgctg
  2165461 ggtattgagt attaaataat tgttcccatt caaaatccaa gtacgcccaa tcaatttttt
  2165521 ctgtcgccca tacattcact tttataatgt tagcagccgt taattcttca gactctaaaa
  2165581 ctttaattat atttttaaag gtgttactga tttgttcatt catactcttt gggaattggc
  2165641 cattctgatt tatcccaatc tgtcctgatg atacaaataa ctctgcattt ctaggaattt
  2165701 tagtaatatg cgtatagttt cccactggtt ctggcatatt tgttgggttt tttctaataa
  2165761 ttattccgtt tctcatttat tccacctcat cataaaaaaa tttactgcgg tttcttctat
  2165821 atcattttag acacacttca ccctataaaa taattttaga aaaaaacagc agtcgagtac
  2165881 ccatatccgt ttgatacaaa ttttattgat tttttcttca tgattttggt actctccttt
  2165941 ctttaaaacg ataaagtgaa atacttatct taaatcatac gtgaataata tctcagtagc
  2166001 aacaatgttt taaaggaggg aaaatatatt gttggaagcg atagatgtat tgaatgagta
  2166061 aatcaatatt acttttgtta atacgaaaaa aggtcctgtt gtttccaaca ggacctttcc
  2166121 taaaatggca aagagtaact cttaccttac tcttctcgta tataatacat gaaaaagata
  2166181 gatgtgtata caacaagaaa ttccaatata attattcgaa tatagtgttt aaaaataaaa
  2166241 aggtgtaatt taaaataagg gattaaatta caaatgttga tttatcaatg gatttgacta
  2166301 tttttctatt aacttgtagt aaataaaata atattgagat aataagatat gtaattttgc
  2166361 ataccggatt gtaaaagtaa caagggtatt aatcatgtaa ataatactga agttgaggga
  2166421 gagtaatact aaaatttcat ttacctgttc acggtatagg ataaattcat ttgaatagaa
  2166481 gcgaaaaata gaggtttgcc ttagacattt atgaaggtta agaatattaa taaggaaagg
  2166541 agtaaatacg caggtccgat ttttgtaatg atggagggaa ttggtgtgga cataactcaa
  2166601 agtatggcac gaatcgtagt taatggaaaa gatcttccgt ttatttcagt tagaacttct
  2166661 gtatggaatc aagggcctgt aaatgattta attgtttcaa caaacgagag agtcgaggag
  2166721 ttttatcaat ttatgtggtc acaagttcca gtaatgcttg cgatgtattt tcttcaaggt
  2166781 gcggatttaa tgaggtttgc tagaattgct gggattaatc aaggtgtaat gggagagtat
  2166841 atatatcatt tctcttgggg ataaaatgaa tgtaaagcag cgtaacagca gcttttatat
  2166901 tttgtaaaga aatttatgga ggtgatgaat aggaggttag aaaaataaga ttatagggtg
  2166961 atataggtaa tttgttactg tttttaagct cgtaaagata attgatcaat tcttttaata
  2167021 caatgggttt aacaaataaa tgtatagaag tatacataag aaaaatgaaa tgagttgaat
  2167081 aatatccctt ctatgtatat tacaattaat acgaagtacg tagatagggg aactatgaat
  2167141 atgaagtatg taaggagcat aagaaaatag ttccggttgc tataccagtt ggagcaatat
  2167201 ctactgggac catatctata accgtatttg tagcagtatt gataacagaa acagtctgaa
  2167261 tttttaacag gtatacgtgt aattgaatag gatgaaagta attacttaat taatgttggg
  2167321 ataggttata aatggaaaac caactgaaag aaatatttgg tgcattgata gcagctatag
  2167381 gtacaataac ttccgctatt ggaagtacac cgttctattt tataagtagt aatgtaaggg
  2167441 aggatttgaa tatatatgga aacacattac aagcagttgg taacgcttta gaggctgacg
  2167501 gtcaagaggg aatatctctt gaaaaaatcg gaaatgaaat ccaatcaact ggtaatgtaa
  2167561 ctgtaatatc tggattggtt attgatttta aagatgaaac aaaaattaaa ttagtgattg
  2167621 ctggaaattg gacgcaggct ttaggaggac ttacagcatt agcggacgaa tttgaagatg
  2167681 cttcagataa agatgaatct tttaatatta taggaaactt attgcaagct atagggaatt
  2167741 ccttgcaggc aattggagga atttacgagc tgaaaagtat tagaaaagag cggctggata
  2167801 gtaaagacga attagtaaat gatacggagg ggaatttaga caatcaagta aatagtgagc
  2167861 tggataaaaa gaaagaagga cagtcaatag ataccatagg cagttggatc caagctgtag
  2167921 gttctgtatt ttcattaatt ggacaaatac gtgaagaaag tgaggagtta gaagggagcg
  2167981 ataactagag tagtttaata agagtggtta gcaaaagcta aatgctctcg tgaaaaatgg
  2168041 aatacaacat gtacttattg ataaaggaat agtaaatata aattgagaga atgaaaaaga
  2168101 gctcttatgg aaagttcttt taaattaaca aattattgta atatcactaa cgctaatatc
  2168161 aagtttattg atgtatttta gtgttagcaa aacatgtgtg caaagatata tgaataactt
  2168221 tcattttgat gaaccattcc catataaaaa tcatatgata ctttgtaaga caagcaaaca
  2168281 gcttataaac tattaaatac tcattgtaat tgttgctcac aactactgat gaaaatactt
  2168341 ttgtattgaa caaaacgccc atttgaatag gaggttaatg ttgggaaaga cattagaaga
  2168401 attagaaagg tgttataatg aagccttaaa tgaaggagca gagtatgtag ctgttcagat
  2168461 taaaatagat ggattttcta gcgatgaatt aattattaac gacaaatata acatagattc
  2168521 taaactagcg tattacaaga gaacgtacaa tgaagatcta gaacataaat ggaatccaag
  2168581 aattcgtatt gtagattttg catatggtta ttcgttttca ggaattatac gccaattagg
  2168641 attgctagtt tagtactaat gaaacagatg ttgattattg cgatagatac catgatttag
  2168701 gcggtatctt tttttgttaa ggaataaatt aaaaaagagg gcttaagccc tctttttaat
  2168761 aaatgcctaa ctattatgca cagattggaa ttcctaatgc tattaaagtc aatgctactt
  2168821 gaagagaaag ttctaatcta gcaatttcaa tcccagcaac tgataccact aaaagaggtt
  2168881 gtccattaac gaacaaaaca caactttcca tacttacacc tcctttctag taatctacta
  2168941 tagtatatga atttaattta aaaatgtaat agattaattt ataaatttaa taaaattgat
  2169001 aaattaatct attatataaa atgatctttt aatggcctag catctgcttt tttgtcacct
  2169061 tataaaaagg gtatgaatat attagtagta tataaaagca taggagtgat agatatgttt
  2169121 tttgcaaaat tacgtggtag aaatgaagtt cctccagtag aaacagacgc tcgaggggag
  2169181 gctttcttta aattaagccg ggacgagctt agcctaaaat ttaagttaga tttattcgat
  2169241 atagaggatg tagtagctgc ccatctgcat attggagcaa aaggaactaa tggtcctgtt
  2169301 gtagcttttt tatttggacc tataacaaat ccggtttcaa tagagtgtgc aactcttacg
  2169361 ggaatgatta ctcaagaaga tttggttggg ccgttagcgg gtcaaacatt aggtactctt
  2169421 ataaatgaaa tcatatctgg aaacatttat attaatgttc acactgtaca acatcctaat
  2169481 ggtgaaattc gtggacaact gaattattgc taatgaatta tagtagtgaa aaataaagca
  2169541 tccgtttagg gtgctttatt ttgtggagaa tgtataagta gataatttac ttttatcaat
  2169601 cttgaaaatt catttttata gtttcgaaag taatcaaatt gaattagtaa tagtgaattc
  2169661 tttaccttct tagttagtaa agtaaatatt gaaaacttgt aaaaatatga aagtttaaga
  2169721 aataatagaa atatttaagc ttaataaaag ccaatagact agctttcagc actcattgaa
  2169781 acaaagaatc ataacatact ttgtaataac ttatatggaa gtgagttgaa aataatgttt
  2169841 tattcatatt ttgcttctca agtggggatg agacctgctt atggtacatc tataacgtat
  2169901 agtggagcac aaagtacagt tcaagctgtt caacaagcgt tacaaatgca acaacaaatg
  2169961 caaatgcagc aacaaggtat ccagccgtat tattcatcta tggagtattt ttatccagtg
  2170021 caaactatta caccgtatgg aggttctttt cttactatcc catatggagc tgtatttaat
  2170081 ttataagtag agaaaaataa gggtgcaaga atagggcgcc cttattagaa aaaatattag
  2170141 ctcgtccaac cattacaaat tccttttaca taatatagag taataagcat gaaaggggaa
  2170201 ctagtatgtc ttgctattac tactgtaagc attgtaaaga atataaaaag aaacagcata
  2170261 actgttgtaa gaacaatagt aagtgtaatg acaacaagga cagtcttgtt agggcatcag
  2170321 catttagagc tagaaatacg gtgaatcaac ctgttcctgc taatactttt gtaaaagtat
  2170381 tgtttcaaaa tgaacaattt gatttagcaa atgagtataa tccagcaacg tctattttta
  2170441 ttccgaagac tagaggtgtt tactctatta ttggaacaat tggtttcttt ccaaataatt
  2170501 caaattccga ttatagagcg cgtgtagaaa ttcgtgtgaa tggaaacgca gcaatagcta
  2170561 tagataatga tttttttggt acaataaact ttggaaatgt agtaagtgtt tcgacgatta
  2170621 ttcaattaaa tgaaggagat caagtcgagg tttatgcgca aagtagcata gacggggttt
  2170681 taagtacttt ggaagatggc tcacattttg aagctgcgag gttcccttct ccaactgaat
  2170741 aatgaagaaa ataaattact ttgcagtatg tttagttaat ccccttcacc aaatggtggg
  2170801 ggatttttat tgtttttcta aaatatataa gggaatagat taaatgtagt ttatttttag
  2170861 gagcatttcg catgctagga tgtaatgatg aaaataaaaa taaaaatgga aatgaggact
  2170921 acataataaa tgaaagataa agttttaaaa ttattttttg ccgttttgat attaaaaggg
  2170981 ctttcttatt ttaagtatta gattttctac aggtaataaa aagacatctt catttatgtt
  2171041 cgtataattg cttgtttttt tattgctata tagaaattac atatttaaca ttggtttgtg
  2171101 caggtattgc tattgtatgg aaaggaataa cattacggta agtacactat ataaaaataa
  2171161 aataaatcct aagatgagta gtatgggatg caacttgaac atatttgacc tccttgagta
  2171221 tataaagaat tttaatacat ctttagttaa tttagaagga aaatatatta gatcaatgat
  2171281 gctagaatgg atacactaat taaacagagt agtgaatgta taataaagaa gtaatgtgga
  2171341 ggcaccttga ctaaattgtt tataaagggc tggtcgattt accttacgtg aaatataaaa
  2171401 gtgattacat ttatatgtac aaaataaggg ataaataaaa aagagcatac ataaaaagta
  2171461 cgctctaaag aaagataggt tttatgagtg gataatctcc atacgataat atatgctcgg
  2171521 ctcatcaaaa cgtgtaaaaa atcaatagat tatcaatgaa atatcatgca atgagtaatt
  2171581 ttagtctatt attaaagtcg tgtagttaac caaattataa ggattgtgta tagaataaat
  2171641 taacaactgg acaatgatcg cacttcagtt tcgtatttcg tatagtttgg atatcgcgta
  2171701 atagtttgac attttggtgt ggaaagttga ttaattatag aaacatttgt aattacctcg
  2171761 ttataaggac cgaaaaatgt aacttttaat tttgaatttg gtggaacttt gaaagcaata
  2171821 ggttttttct ccatgaaatc agctcctatg atgcagtatt gtatactgcg ttttttgtgt
  2171881 agatgataaa ggcgtattaa tataatatga atctttagtt gataatgata tgaagttaac
  2171941 tactatgcaa agcctgaatg taaaaattat taagggaata ttgatggatt aaaacttttt
  2172001 catgtgtggg gcagagcgaa aaatacggta catattggac aaaaacattg gatactaaaa
  2172061 gagtatgtaa ctataagtag ttatatattt tatgaatacg taaagggtca ttttactcat
  2172121 acatagtaag atgacttttc atatttgaat aaaaagaact tcatacatag ttttttcaaa
  2172181 tgaaatgaat tacatgtaga aaacacattg tttacacaag aacattgtat agttattctt
  2172241 gtataataat aaaagtgagg tattttgaat tgaaaaagaa aaagctattt ttaggaacaa
  2172301 ttatttcatg cgtagtactg gcattatctg catgtggttc ctcagacaac gtagtaacat
  2172361 caaaagtagg aaatattaca gagaaagaat taagtaaaga attaagacaa aaatatgggg
  2172421 aaagtacttt ataccaaatg gtgttaagta aggcgttgct agataaatat aaagtttcag
  2172481 atgaggaagc aaaaaaacaa gtagaagaag caaaagataa aatgggtgac aacttcaaat
  2172541 cgactttaga gcaagttgga ttgaaaaacg aagatgaatt aaaagaaaaa atgaagccag
  2172601 aaattgcatt tgagaaggcg attaaagcaa ctgtcacaga aaaggatgta aaagataact
  2172661 ataaaccaga aatgaaggta agtcacattt tagtaaaaga tgaaaagact gctaaagaag
  2172721 tgaaagagaa agtgaataat ggagaagatt ttgcagcttt agcgaagcaa tactcagagg
  2172781 atactggttc aaaagaacag ggcggagaaa taactggttt tgctccagga caaacggtaa
  2172841 aagaatttga ggaagctgca tataaattag atgcaggaca agtaagtgag ccagtaaaaa
  2172901 caacttatgg ttaccatatt ataaaagtga cagataaaaa agaattgaag ccatttgatg
  2172961 aagtaaaaga ttcaattcgt aaagatatag aacagcaaag actgcaagat acgacaggta
  2173021 aatggaaaca gcaagtagtc aatgaattat tgaaagatgc cgatattaag gtgaatgata
  2173081 aagagtttaa aaatacattt gaatttctag aaaagaaata atgactgtaa ttagaaaagg
  2173141 gaacctttaa aggttccctt ttctagttag tgtgtgagtt ataaatagat agtaagacaa
  2173201 tacaatatta catataaata ttaagaatta caatgggaat ttatgtaatt gttttaaagt
  2173261 ggaataatca tcacttcata gaatgttgat attataatgt tttgtttgtt ttatttcatt
  2173321 aaatataaaa cgaatttatt aattttatcc cattattttt agacaatacg acttgcgtcg
  2173381 gctaattatt aaacaggaat gaacaaaact tgaatagatt taagttttac tttattgaag
  2173441 tggataaaca taatttgcag aatgaaacat acaataatat tgaaaaatat tgacgctaaa
  2173501 tgaagtgaaa agcagagcat tctattaaga tgaatgttct ttttcgtatg aaattttaag
  2173561 gggaagaatg aatactttta aatgaattat tgaatagata aataaattat gtagggggag
  2173621 aaaatgtgaa agtaattttt caaagagaag acggagggaa aattttcgaa tcgtatgatg
  2173681 aagatataaa taacctttta gttattttaa aagaaacgaa agggattaag attgggatgg
  2173741 ttgactataa agtattaaaa tacgaattag agtattttcg gaatcctaaa aaagcagtaa
  2173801 cggagaggga attacatata atagtacaac caaaatatat ttaataaaat tacgcagtat
  2173861 gtacgaaaag agagtgttta aattgctctc ttttcataga aatttataag gaacgagttt
  2173921 tgattcttta ttaatttcat agattttttg aatttaggca gggattttat atttgggtag
  2173981 ataaatgttc atataagtta tttttatgtg aatattggag gagtaaaaat gagtttagca
  2174041 agttatatag ggtgtaatgt agaaattcca ttaacggatc cagattctca tgatgtaatt
  2174101 gtttttggtc catgtttttc agatgaaagt atgcttgaaa ttgtacaaga gtttcaattc
  2174161 caaacaagtt atacatatga agtttcaacg agttggggca ttgaacttgt tgagtggcaa
  2174221 actgaaagag agaagaaaga agctaaaaga aagctagtag ccttatgcac gattatggaa
  2174281 ggttatttaa atgatgggga ctattttgaa ttattcagtt gttgggttgg tgatgaagat
  2174341 aaggaacgat tgggagaatt aaagttaaaa ataaatcatt ttaatataga tgagattcgt
  2174401 attccagaaa gaacacttgt caggatagaa aaataaatat agaaatatag gtgattagaa
  2174461 aaagcgactt ctctttaagt gaagtcgttt tttagttgat acgtgaactt cctattaaat
  2174521 gggaaaaagg ctcatttgat gaagaaaaaa taaattcctt ctcaaaagaa cgtaggttcg
  2174581 tgtataatca gaacgaatgt tcttgtatat gtagatagta tacgatttag aaataaagtg
  2174641 aaaatgtaat tagtgggtgt tcatcatcca ctaattacat tttcaccaat cggctgttta
  2174701 cggggagttg attttcgact tactttcctt gtatgttgtg aattttgagg tgggagattt
  2174761 cctacctgtt catgcggtgg aaatataagc cgagcaatta ttaaagaata atcgaagcgc
  2174821 aatatgtttg aaatagaatg gataaataat taaggagata gagaaatgaa tgatgtaaag
  2174881 atgcaaaaag caaaaagaga atgggttcca tttacagtaa tgtcggaaca attattaagt
  2174941 atgcaaaagg ttattggaga gaaatttaaa gtacaaaaac cactcttaac aaaagaagca
  2175001 aaagagggaa tttctgataa attattaacg tcattattgt cagagaaaga aatattggtg
  2175061 acttattttg aagatgggta catacttaca agctatatga cagttgtaca tataaacccg
  2175121 ctaaagcgca ttgtaatgtg tactgacgcg ttttataaaa cttacgtctt taatactgcg
  2175181 gatattattg aaataacgta aagtaagcta aaagttaact cttagcttac tttacgttat
  2175241 gttaggtgtg gaacagaaaa aatgaaacga aaaagcagct agcttcatac tagctgctaa
  2175301 gccccaggga aagggagaaa agatagggta ctccaaaaat caataatagc tgtgtaacag
  2175361 cctgattata gtatggacaa atttgaaatt cttaaacagt aagatgaaaa aatagggtta
  2175421 ggctgtaccg acttggtttt gatccgcaag gtcagaatca aacgtattag tcgcactcac
  2175481 gccattaaaa gtattaacaa caaaaccgac gtttgaagcg ccagatccat tataagcttt
  2175541 cgtattttct ttcggagaaa cgttgtagaa atcacctaag ttaaatgaac cgttactatt
  2175601 ttgtacaact aaattcccta caactgaggg catggttttc acccacttta caatcatttg
  2175661 ttaacaatac tatatggtct tatagtccaa atggttcata taataaaaat tgcgaaatag
  2175721 taaaacgttt gaagtgtagt ttaatcccat aataaaagtg tgttaaactg aacgtaaggt
  2175781 taagtaatta aaaataataa ttgtataatt agtatatgtg aaaataaagg aggtaaaatg
  2175841 taatgaataa tgttataaaa aaagtagatt taacagatgc aaaatcaagt aatcttgttg
  2175901 cacttattta tagcaatgaa gttatattgg tggaagaagc attttgtcca aatgaaataa
  2175961 aattaaagtt taatgaaatt gcaattttat cggctattaa aacagcacat ataatgaaag
  2176021 tatccatcag aaaagagctg gaagcgattt ttcatgacac gggtgtttta ttggtgaagc
  2176081 atagtgctga gtatggaaac agtcaatcta ttactatgca tttcgaacaa tttaaaaagt
  2176141 tgcaatatga gattgagtat ttaaataaaa gtatgtaatt ggtgtttgga tacaagtgat
  2176201 agaaactgct atttctgcga ttggattaac tataatagag aaagaaaaaa gattagaaaa
  2176261 aataataaga aattgttcat gtaaagatgg tatgtaaaat ttaaatttta cataagtaga
  2176321 aaaattgaag tggtaggttt tttggcatta aaatagaata tataacagta gaatagttat
  2176381 tagttgttaa taaaaatatc ggaaatacga aagtaattgg tttttatacc gtatggagag
  2176441 agaaaaaata cgaaacaagg agtttttcaa aagatgatgt atttattggc aattgtacta
  2176501 ccacctgtag ccgtattaat ttgcggaaaa ccatttcaag caataattaa cttcatatta
  2176561 acattaatat tttgggttcc gggggttata catgcgatat tagttgtgca tgataaaaaa
  2176621 gcagatcggc gattaaaaaa acaaattcaa gcatatgatg aaataaataa gaagaacaga
  2176681 aggtagctga gttgtgaaat gattttaaaa agaaaggggg ggactgcctc ctttcttttt
  2176741 tcattctggt taagtttaaa ttttagtgta gcggtaagaa tttttaatat aagtattgtg
  2176801 ataattagtt ttggagtgtg cgtttaataa accggtgtaa atgtttttag ggacgttaaa
  2176861 gaaatcatac attccatgct ttaattgaat gcgtaaaatc atagaaaaag gattatagcc
  2176921 aacagcaact atagtttttg aaatcacggg agatagttcc attattacgc aactcctcac
  2176981 ttttcatttt taataatttc ttatagatgt tgaggttgtg gtgttgaagt ctttataatt
  2177041 aaagaggtat tatacttata tgcaatatat taaatgttcg ttatacgtaa ttataaggaa
  2177101 gttcacacga agtacatatc gttgtgctat ttttatttca cctttgattt ataaataaga
  2177161 aaatattgac catttgaaaa aaaggtatat tatttatacg aggtattaaa atttcacttt
  2177221 ttacattcta tgcttaaagg ggcagcatta ttagaaaaat agaagtgaaa atacttagta
  2177281 taagaagtat tctaaaattt ataatctgtg aattaggaaa atattgaatg ctccaggtcg
  2177341 atatactttc ttaatttaat tcattttaga aagtgacctc aatattttta agtaaatcaa
  2177401 cgggagaatt gaaaggcagg agaaagtaac atgtcagaaa attatcgttc tcgagaggag
  2177461 cgacgacaag ttaaaaagaa aaaacagcca gcttctaaaa cacaaaaacc aaaaggtaaa
  2177521 acatcgttct ttcgcaagtt tttaattact tgtttattac ttggtattgt tggtttagtg
  2177581 gggggagttg ctaccttttt cgtaatgatt aaggatgcac caaaacttga gaaagcaaaa
  2177641 cttgttaatc cgttatcctc aaaaatttat gataaaaatg gcgatttggt atatgaatac
  2177701 gggaaagaaa aacggacgaa tgttacgtat gatcaaattc ctaaattagt agaaaatgca
  2177761 tttttagcaa cagaagatgc acgtttttac gagcatagcg gagtagactt taaaggtact
  2177821 gcccgtgctg ttttggtgag tcttaaaggc gattacggtt cacaaggtgg aagtacgata
  2177881 acacagcagg ttattaaaaa ttacttctta tcgatggaaa aaacatcaaa acgtaagatt
  2177941 caagaaatat atttagcgta taagctagaa caacagtatt caaaacatga aattttagaa
  2178001 atgtatttaa ataaaattaa tttaggtaat cgttcatatg gtatcgcaac agcagcacaa
  2178061 aactactacg gtaaagaatt aaaagagtta actttaccag aagttgcgat gcttgcaggt
  2178121 ttaccaaaag caccgaataa ctatgatcca acgaagacag aaaatgttca aagagcaaca
  2178181 gaaagaagaa atgttgtcct aaaattaatg aatcgacatg gttatattac gaaggcagaa
  2178241 atggaagaag cttcgaaagt tgaagtaaca gatggactta agactgcaac tgtacaagca
  2178301 atgccatatc ctgcatttat ggatgcggtt gtgaaagaag ttgaaaaaga attgccagat
  2178361 gctaatattg gttctgacgg tttagaaatt tatacaacat tagacataga cgcacagaag
  2178421 gctgccgaca ggatattaga tgctaatatt attaattatc caaatgataa attccaaagt
  2178481 gctttcacat ttatggatac gaaaacagga gaagttcgtg ctataggtag tggacgtggt
  2178541 gaaaataaag cagtatttaa agggcataat atggcaattg aattagatcg tgcagctggt
  2178601 tcaactatga agccaatctt tgattacggt cctgcaattg aatacttaaa atgggctacg
  2178661 tatcatcaaa ttgatgattc tccatttaaa tattcaactg gacaagaagt tcgaaatgcg
  2178721 gacagaagtc atttaggatc aattacgatg cgtgaagcat taaaaatgtc acgtaacgtt
  2178781 ccggcagtta aagctgcaaa agaagtagga cttaataaag cgaaggaatt ctctgagaaa
  2178841 ttaggtatta cacttaagtc agcaccagaa tctacagcga ttggtacaaa cgaagtatca
  2178901 ccaactgaaa tagcgggtgc ttatgcgaca tttggtaatg gtggaaagta tgcaaaaccg
  2178961 cattttgtta agaaagtagt ttatccagac ggcaagtcac aaagttttgg acaaaaacca
  2179021 aaacaagtta tagctgactc tacagcatat atgattactg atatgcttcg ttcagtagtg
  2179081 acatcaggta ctggtacagc agcaaatata agttctttag atgtagctgg aaaaacaggt
  2179141 acaacaaact atgattcaaa acaattagcg aaatttaata ttccggaaag tgcaactcgt
  2179201 gatagttggt ttgcaggtta tacgccgcaa tatacgatgg cagtatggac tgggtatatg
  2179261 aaagatggta aggacgagta tattagtagt aaaaatacga aaattgcaca gttgatcttt
  2179321 aaagaaatga tgagcgagat ggctacagat aaatcaagat ttaaaatgcc aagtagtgta
  2179381 attcaagaag gtagtgagct gcgtataaaa ggtgaaaaac gtgattcttc tccaaatacg
  2179441 agcgtaccgg atacaacaga aaaaccaaaa caagatcaac agcaaaaaac tgaagaagag
  2179501 aaaaagcaag aagaattaaa aaaacaagaa gaacttaaaa aacaagaaga agaaaagaaa
  2179561 caagaggaac tgaagaagca ggaagaacaa aagaaactag aagagcaaaa gaaacaagaa
  2179621 gaagaaaaga aacaaaatga acaaaataat ggaaacggtc aaggaacgac ccctccagca
  2179681 aataacggag gaggtcaagg aacgacccct ccagcaaata acggaggagg tcaaggaaat
  2179741 acgactcctc cagcaaataa cggaggaggt caaggaaata caacccctcc agcaaataac
  2179801 ggaggaggtc aaggaaatac aactccacca gcgaccacac aaccggagac tggcggtaat
  2179861 gcaggagagg cccctgctaa taatggtcaa taagaaaatt ttataaaaaa tattaaaaag
  2179921 cacttaagat ttgtaaaaat tacaatctta agtgcttttt tcgttaaatg tagtagctat
  2179981 gagacgatgt attttaaatg tatcatataa attttgaaaa taaattgaag agaaatgata
  2180041 aaaacttgag attgaggtaa cggagaataa ccgtggctat gaaaggtagt accacttgtt
  2180101 ggatatgcgc catgatgcca agataagggg gaaacttgat caggaattta atattgttgc
  2180161 caagttacgg gaagttcaat accaacattg gaactagctg tatgaactgc aggaacgagt
  2180221 atctcaggag tcgaaggaac tatggcagtt actcttggag atacccacat aacataatca
  2180281 cacctaagtt gtgataataa agaagtatat tcttttcaca catataaagg tacatataga
  2180341 taggacttta ggctaaaaca tgcgtataaa gttgtaagac caatttaaat tgattttgga
  2180401 ccatttatta taaaaagata cgtctattta cggaaggcaa aggaacgaag aaactgtaaa
  2180461 atagaggtgt taattgcaat aacttacgtg tttatggagg aattttaatg gaacgattat
  2180521 ggacgaaatc atttattcaa atgactttcg caatgttatt tttatttaca ggattttatt
  2180581 tacttgttcc aacgcttccg ctttttatta aagagatagg tggcaatgaa tcacaagttg
  2180641 gactcatgat gggaatgttt acaatagctg cagttgtaat acgaccgatt attggaggga
  2180701 tgttagatca atatggtaga agatccttta ttattttcgg actcaccctt tttgggttaa
  2180761 cgatgtactt ttataattta gcgacgacta ttgtcctttt agctatttta cgtattattc
  2180821 acggagtaac atgggctgtt tctacaacag ctgttggaac agcgataact gatattattc
  2180881 cagattcacg ccgtggtgaa ggtatggggt ggtatgggat ggctatgacg attgcaatgg
  2180941 caatcggccc aatgattgga ttatcggttg tacaaaatta ttcatttcat ggccttttct
  2181001 tattagccac tcttttatcc tttatggcag tcttattatc gttaatgacg aaaatgccat
  2181061 tcacaccaca aaaagaaaaa gggaaaatgc aattgtttga aaaatccgtt ctatccatta
  2181121 cgatagttgt attcttttta tcatttgcat atggaggcat tacgacgttt ttaccgctat
  2181181 ttgcatcgtc aattgatgtg aatcctggga cattctttct tgtatatgca attgctttaa
  2181241 caatcgtaag gccaatttca ggaaaactat tagataagta cggagaagta tttatcatac
  2181301 ttccggcact atgcattact gttattgcaa tagttgtgct aacgatttca aataatttaa
  2181361 taggtgtagt tatcgcagct acattatatg gtgttggatt cggttcagca cagccagcat
  2181421 tgcaagccgc gatgctttca attgttgacc cgagtaaaag aggagttgct aacgcttcgt
  2181481 tctttaccgc atttgattta gggattggac ttggtgcaat tttacttgga gttgtttcac
  2181541 aaatgtttgg ttaccgtatt ttatttgctg gtagtgcaat ttcaggatta attgctttca
  2181601 ttatttttgt gttttttgta aaacagcaat taggcaaaaa agaatttgcg taaactggag
  2181661 gaacaaagat ggaaatttca attgatcata aagctctaca atggtttaaa gaagaattac
  2181721 gtataaagca tggtgaatct atacggttta atgtaagata cggaggagat agctccatcc
  2181781 agccaggcta ttctttagga attgttgcag agaaagcaga tggggaaatt gtgtcagttg
  2181841 agaaagaagg tattttattt tttgtggatg ttgatgatct ttggtacttt caaaactatg
  2181901 atttagttgt aggttatcat gaggaaatgg aagaaattca atttaattac gtaaaataat
  2181961 aactttatta aaaataaata aattttatat ggaaattata tttagagaat agtgaaataa
  2182021 atataatgca aaaaacgggc tgtatatgaa tacagctcgt tttttttatt tagtaaaagg
  2182081 aattgtaaag taggtatata tttaactgga ttatatgaat taactttata ttttgtttta
  2182141 aagataagta aagagaagtc tgtcctttct ttataaacta tgaaagttat tgttgaaaaa
  2182201 ttgtattgtt acatcggtaa aagtatagga aacttatcat tataaaataa attgaaatct
  2182261 tctaaaaact ctgatacatt gaaatagaaa tgtagtttca caatattgta aaggcttaca
  2182321 gttatgtgca cgaagatcta ttaggattgg aggaaataat gatgaaagct gaagaaaaat
  2182381 tttccccggg attagatggt atagtggcag cggagacgaa gatctcgttt cttgacacag
  2182441 tgaaaggtga aattgtaatt caagggtatg atttaatcga actctcaaaa acaaaagagt
  2182501 atttagacat tgtgcacctt ttattggaag aacatctacc gaatgaggat gaaaaagcaa
  2182561 cacttgaaaa gaaattaaaa gaagaatacg cggtaccaga aggtgtattc aacgtattaa
  2182621 aggcattacc gaaagaaacg caccctatgg atggattgcg tacaggtgtg tccgcattag
  2182681 ctggttacga taatgatatt gaaaaccgct cgttagaagt aaacaaaagc cgcggataca
  2182741 aattattgag taaagtacca aacattgtag cgaatagcta tcatatttta aataatgaag
  2182801 agccaatcga accacttaag gaattatcat atagtgcaaa tttcttctat atgttaacag
  2182861 gtaaaaaacc aactgaactt gaggagaaga tcttcgatcg ttcccttgtt ttatatagtg
  2182921 aacatgaaat gccaaactct acatttacag cgcgcgttat tgcatctaca caatccgact
  2182981 tatatggtgc tttaacaggt gcggttgcat ctttaaaagg tagcttacac ggcggtgcaa
  2183041 acgaagcggt tatgtacatg cttttagaag ctggtaatgt tgagaaattt gaagaattat
  2183101 tacagaagaa actatataac aaagaaaaaa ttatgggctt tggacaccgt gtatatatga
  2183161 agaaaatgga tccaagagct ttaatgatga aggaagcttt aaaacagtta tgtgatgtaa
  2183221 aaggtgatta tacactatat gaaatgtgtg aagctggaga aaagattatg gagaaggaaa
  2183281 aaggaattta tccaaacctt gattattatg cagctccagt atattggatg cttggtattc
  2183341 caattcaact atacacgcca atcttcttta gctctagaac agtaggacta tgtgcgcacg
  2183401 ttattgaaca acatacgaac aatcgtttgt tccgtccacg tgtaaattat attggcgagc
  2183461 gacatgtact tagtaagtaa aaacaactgg ggagttgtta gcaccgcccg ccagatgggt
  2183521 gtttgaccga cacccatcat taataataac gaattttcga cagaaaggga aggatagcat
  2183581 gattaaaaca aatgaaatta aacaaaaaga tgcaatatta gaagagatta cggattatgt
  2183641 attaaataaa gaggtaacaa gtgcagaagc attcagtact gctcgttacg tattatttga
  2183701 tacacttgga tgcggaattt tagcattaca atatccagag tgtacgaaat tattaggacc
  2183761 agttgtacca ggaacaatcg tgccaaatgg aacacgagtg ccaggtacgt cttatgtatt
  2183821 agatccagtg aaaggtgcat ttaatatcgg atgtatgatc cgttggttag actataacga
  2183881 tacttggctt gcagcagaat ggggacatcc atctgataac cttggcggca ttttagcagt
  2183941 tgcagattat attagccgtg ttcgtatatc agaaggaaaa gaaccgttaa aagtacgtga
  2184001 agtattagaa atgatgatta aagcacatga aattcaaggt gtattagctt tagaaaacag
  2184061 cttaaaccgg gttggtcttg accacgtatt atacgtaaaa gtagcaacaa ctgctgtagt
  2184121 tgcgaaaatg cttggcggaa cacgtgaaga aatctttaat gcattatcac atgcatggat
  2184181 tgataattct agtcttcgta catatcgtca cgctccaaat actggatcac gtaaatcatg
  2184241 ggcagcaggt gatgcaacaa gtcgcggtgt tcaccttgca atgactgctt taaaaggtga
  2184301 aatgggttat ccaacagcat tatctgcacc gggttgggga ttccaagatg tattatttaa
  2184361 taaacaagaa ttaaagttag ctagaccatt agagtcttat gtaatggaaa atgtattatt
  2184421 taaagtttca tatccagcag aattccatgc acaaacagct gcagaatgtg ctgtaaaatt
  2184481 acatccggaa attaaagaaa gattagatga aattgaccgt attacaatta caactcatga
  2184541 atcagcaatt cgtattattg ataaagaagg tccattaaat aacccagctg atcgtgatca
  2184601 ttgtttacaa tatattacgg caattggttt attaaaggga gatatcgttg cggatgatta
  2184661 tgaggatgca gtagcaaatg atccacgtgt agatgaatta cgtaataaga tggttgttgt
  2184721 tgaaaacaaa cagtacagtt tagattacct tgacccgaac aagcgctcaa tcgccaacgc
  2184781 tgttcaagtt catttcaagg atggaactgt aacagaaaac gtggaatgtg aatatccact
  2184841 tggtcaccgt ttccgtagag acgaagcaat tccaaaagtt gttcaaaaat tcactgcaag
  2184901 tatggcaggt cattattcta gtaaacagca agaacaaatt catgaagttt gtttaaatga
  2184961 agagaaacta gaaaatatga atgtaaacga atttgtagat ctattcttaa tttaataata
  2185021 gggggaattt agaatggctt gggttgtgaa taaacagtca acacaagagg agcttgcgaa
  2185081 tcgcttccga gctttagtag aagcaaatga aattttgcaa attccaggtg ctcatgacgc
  2185141 aatggcagct ttagttgcga gaaatacagg atttttggct ctttatttat caggagctgc
  2185201 ctatactgca agtaaaggat tacctgattt aggaatcgtg acgtctactg aagtagcaga
  2185261 gagagcaaga gatctagtaa gagctacaga tttaccagtt cttgttgata ttgatacagg
  2185321 atttggtggt gtcctaaacg tagcgagaac agctgtagaa atggtggaag cgaaagtagc
  2185381 agctgttcaa attgaagatc aacaattacc aaaaaaatgt ggacatttaa atggtaagaa
  2185441 actcgttacg acagaagaat tagttcaaaa gattaaagca attaaagaag ttgcaccaag
  2185501 cttatatatt gtagctcgca cagatgctcg cggcgtagaa ggcttggatg aagcgattga
  2185561 aagagcgaat gcttatgtaa aagcaggtgc agatgcgata ttccctgaag cgcttcaatc
  2185621 agaagaggag ttccgtctat ttaatagtaa agtaaatgca cctttacttg cgaatatgac
  2185681 tgaatttggg aaaacgccgt attatagtgc agaggaattt gcgaatatgg gcttccaaat
  2185741 ggttatttat cctgtaactt cacttcgcgt tgcagcgaaa gcgtatgaga atgtgtttac
  2185801 tttaattaag gaaactggtt ctcaaaaaga tgcactttca aatatgcaaa cgagaagtga
  2185861 gttatatgaa acaatttcat atcatgactt tgaagaacta gatactggta ttgcaaaaac
  2185921 agtattatca gaggatcaat agataaaaca actaaggcga tgagaataca tctttagcaa
  2185981 gacgaactgc ttgatgtgaa aaatcatcgc cttctgtttt caaaaataag atattccact
  2186041 catcgtagac gtgcataatt agtagcaagt aaggccgaaa tgataggggg attcagatgg
  2186101 agaaaacgaa gttaccgtgg gatgaatttt tttcacttaa taaagatgtg aagcatgctt
  2186161 tctttacgcc agaagatttt tcaggagatg aagatttaat cgcaaaaacg acagaacaat
  2186221 tcgttaaaca agaaattgtt ccacaaatgg agaatattga acaacataac tataaagttt
  2186281 cccgtcaatt gtttgagaaa gctggagaac ttggattatt aagtatcgag gtcccagaag
  2186341 aatatggcgg attcgaatta ggaaaggcag tttcagggct tgtagcagaa aaaatgggat
  2186401 acgctggtgc atttagcgtt tcatttaata tacacgctgg tgtaggtaca ttgccttaca
  2186461 tatattacgg aacgaaagaa caaaaagaaa aatatttgcc gaaaattgcg tctggagaat
  2186521 ggattggagc ttatgcttta actgagccaa atgccggttc tgatgcatta agcgcaaaaa
  2186581 cgagcgcagt attgaatgaa gatggtactg cttggaagtt aaatggtgag aagcagtgga
  2186641 ttacaaatgc tcatatggca gatgtatacg ttgtttttgc gaagacaaat aaaggaatga
  2186701 cagcgtttat tgtcgaaaga acatgtgaag gtgtatccat tggactagaa gaaaagaaaa
  2186761 tggggattaa aggttcttca acggctacgc ttattttaga agatgttgtt atacctgctg
  2186821 aaaatgtttt aggggaagtt gggaaagggc atcacgtagc tcttaatatt cttaacttcg
  2186881 ctagactaaa gcttgctttt ggaaatattg gaactgcaaa acaagcaatt ggattgtcgg
  2186941 ttcaatatgg aaaagagcga aaacagttcc aaacggaatt agtagatttt acgatgattc
  2187001 aagagaaaat tgcaaatatg atcattgcta catatggagc agaaagtgca gcttatcgta
  2187061 cagcaggtgt aattgatgaa gcaattcatg agagtgatga ggatcttatg aagaaaatgt
  2187121 ctcaatttgc tattgaatgt gcactgaata aagtaaatgc ttctgaaaca ttaggtcata
  2187181 tcgtagatga agctgtacaa attcatggtg gttacggtta tatgcaagaa tacgaggtag
  2187241 aactattata tcgtgatgct agaattagtc gtatttttga aggaacgaat gaaattaata
  2187301 gattaacagt tgccaaaatg ttaatgaagc aaatggaaca aattgaagat actgaagtag
  2187361 agattgatgt agcaaatgtc gaacgaaatc atcgttacat tttattagcg aaaaaattgt
  2187421 tgaaacaatc tttgaaaacg ctctctaaaa ctccagggtt aaaaattgat caagagcaag
  2187481 aatattcacg tgtattatct aatatgttaa cggatgtgta cgtcatggaa tcagcatttt
  2187541 tacgtacgag taaagcaatt agtaaaaatg gtgaagggaa agaacgtacg aaacaaatga
  2187601 taactgacgt tatttgtgaa gaaggctatc gtaaagtaga agaagcggcg atttctatac
  2187661 tttcagcggc tgttacagaa gaacaagata ggcacgtaat tttagctgaa attcgtcaat
  2187721 tattagtacc tttatacacg aacgtattta caaaaaagag agaaattgcg aaagctatta
  2187781 taaatcgcgg aaagtatatt gtgtaaatag ggggaaagcg atatgaaaaa gattggtttt
  2187841 atcggtttag gtaacatggg tcttccaatg tctaaaaatt tagttaaatc aaattacaca
  2187901 gtatatggtg tggatttaaa taaagacgct gaagcttcct ttgaaaaaga aggaggaata
  2187961 attggcttat caatctcaaa actagcagaa acatgcgatg tgatttttac aagtttacct
  2188021 tcacctcgtg ctgttgaagc agtatatttt ggacaagaag gattatttga aaatagtcac
  2188081 tcgaatgtag ttttaataga tacaagtact gtatctccac agttaaacaa acagttagag
  2188141 gaagctgcaa aggaaaagaa agtagacttc ttagcggcac ctgttagtgg tggggtaatt
  2188201 ggagctgaaa atcgtacatt aacgtttatg gttggtggat caaaagaagt atatgaaaaa
  2188261 acagaatcta tcatgggcgt actaggcgct aacattttcc atgttagtga gcaaattgat
  2188321 agtggtacaa cagttaaatt aattaataac ctattaattg gtttttatac agctggtgtg
  2188381 agtgaagctt taacgttagc gaaaaagaac aatatggatt tagataaaat gtttgatatt
  2188441 ttaaatgtaa gttatggtca aagtagaatt tatgagcgca attataaaag tttcattgca
  2188501 tcagaaaact acgagccagg ctttactgta aatttattaa agaaagattt gggatttgca
  2188561 gttgatttag cgaaagaaag cgaacttcac ttaccagtaa gcgaaatgct attaaacgta
  2188621 tatgaagaag caagtgaagc aggttatggt gaaaatgata tggctgcttt atataaaaaa
  2188681 gttagtgaac aattaatttc taatcaaaaa taatagattt ataaacatca taaaaaagga
  2188741 gagaatataa tgattacaac tgaaattaaa cgagtaaaaa atcatattaa tggtgagtgg
  2188801 gtagaatcta ctggtacaga agtagaagca gttccaaatc cggcgactgg aaaaattatc
  2188861 gcttacgttc cgctatctcc gaaagaagat gttgaaaaag ctgttgaagc agcaaaagca
  2188921 gcatatgaaa catggtctaa agtaccagtt ccgaatcgtt caagacaatt gtataaatat
  2188981 ttacagcttt tacaagaaaa caaagaagaa ctggcaaaaa ttattacgct agaaaatggt
  2189041 aaaacattaa cggatgcaac tggtgaagta cagcgtggta ttgaagcagt agaacttgca
  2189101 acgtcagcac caaatttaat gatgggacaa gcacttccga atattgctag tggcattgat
  2189161 ggatcaattt ggcgctatcc aatcggggtt gttgctggta ttacaccttt taacttccca
  2189221 atgatgattc cattatggat gttccctctt gcaattgctt gtggtaatac attcgtatta
  2189281 aaaacatctg aaagaacgcc gcttttggct gaaagacttg tggagttatt ctatgaagct
  2189341 ggttttccaa aaggcgtact aaatttagta caaggcggaa aagatgttgt aaatagcatt
  2189401 ttagaaaata aagatattca agctgtttcg ttcgttggat ctgagccggt agctcgttac
  2189461 gtatacgaaa caggtacgaa acatggaaaa cgtgtacaag cgttagctgg tgcgaaaaac
  2189521 cacgcgattg taatgccaga ttgcaatctt gagaaaacag tgcaaggtgt aattggatcc
  2189581 gcatttgcaa gtagcggaga acgctgcatg gcatgttcag tagtagcggt agttgatgaa
  2189641 attgctgatg aattcattga cgtactagta gcagagacga agaagttaaa agtaggtgac
  2189701 ggtttccacg aagataatta tgttggacca ttaattcgtg aatctcataa agagcgtgta
  2189761 ttaggctata ttaatagcgg tgtagcagat ggagcaacgt tattagtaga tggccgcaaa
  2189821 attaaggaag aagttggaga aggttacttt gtaggtgcga caatctttga tggcgtaaat
  2189881 caagaaatga aaatttggca agatgagatt tttgctccag tattaagcat tgtacgtgtt
  2189941 aaagatttag aagaaggtat taaactaaca aatcaatcta aatttgcaaa tggtgcagtt
  2190001 atttatacgt caaacggtaa acatgcacaa acgttccgtg ataacatcga tgcgggtatg
  2190061 atcggtgtaa acgtaaacgt tccagcacca atggcattct tcgcatttgc aggaaataaa
  2190121 gcgtcattct ttggtgattt aggtacaaat ggtacagatg gcgttcaatt ttatacacgt
  2190181 aaaaaagttg taactgagcg ctggttttaa tataaagtag acagccaaat caattattaa
  2190241 atgaaaacca ccactattaa ttgtggtggt tttcttcttg ttaattgctt ttttcaaaag
  2190301 ctagtttaat tccaaaacca attaagacaa ttcctgttaa cccttgaata taacgttgtg
  2190361 tcttcggttt tttcataaaa gcactaattt tatcaattaa aaatatataa aaagcgaacc
  2190421 atataactgt taaaatgagg taagtaaggc ccattacgag aagttggata aacgtattat
  2190481 gatttggatt taaaaattgc ggtaaaaatg ttaaaaagaa gactgcaact ttagggttta
  2190541 ataaattcgt aagaaaccct tgacgaaagc aagaagtgtg ttcgtcttca ttatgcaaag
  2190601 aaatatcgtt cgtatcgacg ccttctttat ttcttactgc taaaagggct ttaataccaa
  2190661 tataaattaa atatagagct ccaacgtact tgaaaataga aaataaaaga gctgacttta
  2190721 caataagtgc agaaagaccg attactgctg ctaaagtatg gatcaatagt gcaatacatg
  2190781 taccgaacac tgttttcact ccgcccactt taccagcaac taatgtgttt ttcgtagcca
  2190841 ttgcagtatc agggccgggt aaaataataa gacaaataga cataatgatg aaaagaaaat
  2190901 aattttcaat catagtcgct cctccttttt tatttttaga atatttaatt aaaaatagtg
  2190961 tagcacacat ttcgatttaa taaaattaaa ttttattaaa aattattaaa tgacaaagag
  2191021 gctatagagc cgtgtaatta tacgactcta tagccttgat ttttcctgta tgaaccccac
  2191081 ttattaacgt ttcactttat gcgttaagta agttaaagaa ccgatttaca tcttcttctg
  2191141 caacatcact taactgctta tatttataat tcggattttg atctttatca acgacaacgg
  2191201 atcgtactcc ttcaaagaaa tcttcatgtc tcatgaaatt tttagcaagt acaaggtcag
  2191261 tagcgaaaca ttcttcaacg gacttatcat gtccatcaat aaactgtttt aatgttactt
  2191321 ttaatgaaat aggggatttt gataatagtg tttctttcgt ttttaaagca aaggaacttg
  2191381 gatctttctc taatgaatga ataatttttt caattgtatc gaaagcaaaa tgtgcattga
  2191441 tttcttctaa taatggagca agctcgcttt ctaaatttga agtagttgca aatgtacgga
  2191501 tgacttcttt taaatgagta tgtacatcgt cttctttatg ccaatttaca ctttccagtt
  2191561 cagtaaggaa cttgggtaat gaatcagatg tcataaagta atcagcagcg tttataaata
  2191621 atacgtcaga agcttttaaa atagatgctg ttaatgcaac atatctgcca gcgaaccctg
  2191681 gagccttatt taagaaataa gcagcaccga cgtctgggaa gaagccgata ttcatttctg
  2191741 gcattgccca ttttgtacgc tcggttacaa ttcggtattt cgcaccattt gtaagaccga
  2191801 caccaccacc cattacaatt ccatctaaac aagcgataat tggtttttta tattgataaa
  2191861 tatatgtatc aatttcatac tcttcttcaa aaaaacgttc cgcatgctgt aatgcaattt
  2191921 catttgaacg tgcttcataa agagttttaa tgtcaccgcc tgcacaaaaa ccttttgtgc
  2191981 cagctccttt taatacgatt agcgcaattt gctcatcatt ttcccactct tttagttttt
  2192041 gcccaattgg ttgcaacatg tcataagata aagaattaag tgcttttggg cggtttaaag
  2192101 taattgatgc aacgccgttt tcactaacag aaaataaaac gtgttcagtc ataattcatc
  2192161 ctcccttaca tatcttctta ttcttaattc ttgatacgta ctgaaatgtc ctttataaat
  2192221 tttgtctaaa gttggcggta cgtgttaatt tggtcattgc atattttgac gagttatatt
  2192281 tgcaggattt tagaggttta aaatgaatat tacaacatta ctgtaattgt aattatttga
  2192341 agttatcatg agaaacacgc tattatatat gtgtaaattg tacataatcc cttcgaaaag
  2192401 agtattccaa gtgattataa tgaaaggaaa attgcttttc attagaaata gagaaaggag
  2192461 aaatcggaat gccaggacct ttactattgt cggtgattat tttgtcttct ttaatgatag
  2192521 ggataacgca gtattttcat catacagata cgacagagga agtgaaggat aaagtacgac
  2192581 ttgtatttcc gatttttatc atatctattt ctttttgcat tctattaaat aaggatggct
  2192641 acattgtcgc agtattttca ttttttgtag cgattgtttt tattacagtt ttatattatg
  2192701 taatgaaaga ctttctccaa aaataaagat gtcacatgag acatttttat ttttggaata
  2192761 aataaaattt cacataccgt attgtagata aaaataaaaa acatatagca atagaaaagt
  2192821 atgtacttta ctgtgtattt acttgtcaat cttgcatagc caatatacta ttaataatgt
  2192881 agagattaga aaaagggggt gtatctatca tgaaatttga gatgcacaca aaaattattt
  2192941 caaatgaaaa agaagtaaga ttacatatag aagaaaacat atttcaatta aaattggatg
  2193001 gttatcactt atttacagtt caagaaatat tacctttata taaatcaaat gaagaaagaa
  2193061 tcggtagtgc aatgatacaa aagttagaat gggagaacgg aaaaactaca ataaactatc
  2193121 aacttgtatc actaaattca gtaaattaaa aggagcagga aaccatgaag ttatttcata
  2193181 cagcggattg gcatttagga aagcttgttc atggcgtgta tatgactgaa gatcaaaaga
  2193241 ttgtattaga tcagtttgta caagcagttg aagaagaaaa accagatgcc gtaattattg
  2193301 caggggattt atatgaccga gcaattccac ctacggaagc agtagattta ttaaatgatg
  2193361 tgctgcaaaa aatagtaatt gatttacaaa caccagttat tgcagttgct ggtaaccatg
  2193421 atagtccaga tcgtattcat tttggaagta gtttaatgaa gaaacaagga ttatttattg
  2193481 tggggcaatt tcaatttccc tatgaaccaa ttatattaaa tgatgaacat ggcgaggttc
  2193541 acttccatct cgttccatat gcggatccga gtatagttag acatgtattg aaaaacgaag
  2193601 acgtacgttc tcatgatgat gcgatgcgta tttttatgaa tgagctttct gaaacgatgg
  2193661 ataaagaagc tagacatgta tttgttggtc atgcatttgt aacttctgct ggagaagcgg
  2193721 aagagaatac aagtgatgct gaacgaccgc tttcaattgg tggtgctgaa tacgtaaata
  2193781 gtcattattt tgataagttt cattacacag cgcttggaca tttacatcaa gcgcatttcg
  2193841 tacgtaatga gacaattcga tattcaggtt cgccacttgc ctattctatt tctgaagaaa
  2193901 aacataaaaa aggatattat attgtggaac tgaacgagca aggtgaagca acaattgaaa
  2193961 aaaggttact tacaccacgt cgtaaaatgc gaacagtaga agcgaaaata gatgaattat
  2194021 tacaacatcc agtaagtgaa gattacgtgt ttgtaaaatt attagatgaa aatcctgtct
  2194081 tgcagccaat ggaaaaaata cgctctgtat atccaaatgc aatgcatgtt gaaagatcca
  2194141 ttcaaagacg ggagtttaca gagtcaaatg aagcaacggt ttcaagacat aaaacggatg
  2194201 atttatcact attaaaagct ttttataaag aaatgaaagg cttagattta tcagaagaga
  2194261 aagaacgttt atttgtagaa gtattacaaa cagtgcaaga acgggaaggt gaacgaggat
  2194321 gagaccgatc cagcttatta tgacggcatt tggcccatat aaacagaaag aagtaattga
  2194381 ttttgacgat ctgggagagc atcgtatttt cgccatttct gggaacacgg gcgctggaaa
  2194441 gacaacgatt tttgatgcga tttgttatgt gttatatggt gaggcaagcg gagaagaacg
  2194501 aagtgatacg agcatgctcc gcagtcaatt tgctgatgat aatgtgtata caagcgtaga
  2194561 actaactttt cagttaaaag ggaaacgtta tgaaataaaa cgacaacttg ggcataaaaa
  2194621 acaagggaat aagacgatta cgggacatgc ggtagaatta tatgaagtaa ttgatgaaga
  2194681 gaaggttccg gctgttgatc gttttcatgt aacggatgta aataaaaaag tagaagattt
  2194741 aattggttta agtaaacatc aatttagcca aattgttatg ttaccccaag gggaattccg
  2194801 aaaactatta acatctgaga cagaaaataa agaagagatt ttacgtcgta tttttaaaac
  2194861 agatcgttat aagttaatgc gtgagttact tgatcaaaaa cgaaaacaat ggaaagacgt
  2194921 cttacaagaa aagcagaaag agcgagagtt atacttccgt aatgttttta aattaccaat
  2194981 ccgtgatgga gcgatattag agactttagt ggaacaagag catgtaaata cgcatcaagt
  2195041 agtagaagca ttagaacaag aaacagctgt gtataaggca gaggttgagc aattacaagt
  2195101 agaacaagat gttcaaacga agcaattaaa ggatgctgaa acacgttttc acgcggcgaa
  2195161 gtctgtaaat gagaaattta tagatttaca acaaaagaat gagaaatata atactttaca
  2195221 agaaaatcgt acagttattg aaatgaaaga aacatctttt aagcgtgcgg aacaagcaaa
  2195281 gcgcttatta ccatttgaac aatggcacga agaagcgatg caaaatgagc agaaagctga
  2195341 aagtttgtta aaacaaatta tcgccaaaaa agaaaatata atgaataatt ttgaacttgc
  2195401 tcaggagaaa tatgaagtag taaagaataa agaatctgag agagaaaatg tcaaaaaact
  2195461 tgttcaaaga ttagaagaat tacaaccgat tattgcatca ttagctgaga aacagctgaa
  2195521 tttacaaaat gcagaaattc aaatcggaaa attaaaagaa agtatgcaaa acttagatcg
  2195581 acaattagaa gagcatacaa atcaaaaaca gctaatgact ggtgaattac agcaattaga
  2195641 gcaagcgctt gaacaatatg tagataaagt agaagaacta acgaatatgc gagaagatgc
  2195701 aaaagtttta aagcaagcat atgatgtatg gcaagaaaaa caaaaattcg agaaagaaaa
  2195761 agaagcagca tatagtaaga tgcaattggc agttaacgca tatgaaaata tggaacgccg
  2195821 ctggttaagt gaacaagctg gtatattggc tcttcatcta catgatggtg aatcttgtcc
  2195881 agtatgtggt agtacgaccc atccgaaaaa agctacagag caaagtggtg cgatcgatga
  2195941 aaacgagtta aatggtttaa gagataagaa gaatattgct gaaaaattac atgttcagtt
  2196001 agaggagaaa tggaatttct atcatcatca atatgaacaa gtaatagaag aggttaagaa
  2196061 gcgaggctac caatcggaag aattagttga aacatatagt gcgcttgttc aaaaaggaaa
  2196121 acaattagca actgaagtga atacgttaaa agctagtgaa gaaacgcgta agcaaatagc
  2196181 tgtgaaaata aaaagcgtag aagaaaaagt agatgcactt cagaaacaaa aacgtgaagt
  2196241 agaaacagag cagcaccgta tcgaaatgga ttgtatgcag ctgcgtacgt catatgaaca
  2196301 tgataagaaa aacattcctg aaaacttaca aacagtacaa gcttggaaag ttcaatttga
  2196361 ccaagctatg catgaactca aattaatgga ggacgaatgg aagaaagtgc aggaagcata
  2196421 tcaacattgg caaaacgaaa atatacgtat tcaagcagaa caggaaggtg ctactaatca
  2196481 atttgaaagt gcaaaattga agaaagaaga gactttcacg cgctttatga aagaacttga
  2196541 gcagagcgga tttacagatc aatctacgta taaagaagct aaattaagtg atgctgagat
  2196601 ggaattaata caaaaagaaa ttcaaagcta ttattcattt ctcgaagtac ttgcgaaaca
  2196661 aattgaagag ttacatgttg aattaaaaga taaagagtat atggatatta cagcgttagg
  2196721 tgaacacatt aaagaactag aaattaacct tgatatcata aaagaaaaac gtcaacgtgc
  2196781 gcaaaatgcg gtaacatata tttccgatct ccatgaaaat attagacgta ttgatgagca
  2196841 aattcatgag gaagaaaaag cgttccaaga acttgttgac ttatatgaag taatgaaagg
  2196901 tgataacgaa agccgtatat catttgaacg ttacatctta attgagtatt tagaacaaat
  2196961 tgttcaaatt gcaaacgaac gattacgtaa attatcaaat ggacaatttt atttaaaacg
  2197021 aagtgaacga gttgaaaaaa gaaatcgtca aagtggatta ggtctagatg tatacgacgc
  2197081 atacacaggc caaacacgcg atgtaaaaac attatctggc ggcgagaaat ttaatgcatc
  2197141 actttgctta gcgcttggaa tggcagatgt cattcaagcg tatgaaggtg gtatttccat
  2197201 cgaaacgatg tttattgatg aaggattcgg ttcattagat gaggagtcat taacaaaagc
  2197261 agtagacacc ttaattgact tacaaaaatc aggccgattt atcggtgtca tttcacacgt
  2197321 tcaagagctg aaaaacgcaa tgccagctgt tttagaagta acgaagcaga aggatggttg
  2197381 tagtcagacg aggtttgtgg taaagtaaca cctttaatct ttctaattta tccagcgttt
  2197441 ttaacaatat tttaggcctg agtcacactg gcggtcacat ttttcgaata cttcgccgag
  2197501 tttttcaatt acagaatgtt gcatataggg tgctacgaga atcgaacgtg gaaggaaggg
  2197561 ataggttgaa gtcggtgtat tatcagtagc gttttctttt tcgtattcta taaacttacg
  2197621 atgagacttt agttcttcaa ccaaaattgg cggaaagtaa attgtgtgta tactagtaat
  2197681 aaaataaaaa caagctctca ataccgagag cttgttttta tttttacgat tgtgaaaata
  2197741 agaattcagg gaattcaact gaatcaggtg aattccttac atgtttttgg atagcaccaa
  2197801 ctgctttaag aaaataatag ccccttcacc tttagctggt tctaattcta cagagctttt
  2197861 ttctagttta ttaaattgaa tttttcctgc tgcttcttca tcttcacaag ggaaaaaacg
  2197921 ataaacgact ttctctttat tttcatactc tttaaataag tctacacaaa ctcccatatt
  2197981 atcaatctcc ttattggtta aaattataag ataaaaagaa aaaatgtaaa tacagaaatt
  2198041 ttagattagt acaatgatat ttatgtaaaa taaaatctac cttattgtaa ataaagccta
  2198101 tgtatacgcg aaaattttac tattattccc atagtactta tgtgaacgat cgtaataata
  2198161 gtttgacata tgaagcgcgt acctcctttt tagtacatgc taagcggaga atgaaagttg
  2198221 tgtttgggca gtaaagtgtg gatgtgtaga taggggaaaa gaatcatgct caaagtattg
  2198281 tttatgattt tctagtatag aacttattat aataaaataa atgcctcctc tgtatagagg
  2198341 aggcatttat ttgttattca caattagata aatcccttat gagttatctg tagaaggcag
  2198401 cgtattttcc aaacaatcaa cagcattaaa agccgaaatt gctaatataa caccacttac
  2198461 taaaaataag gctgatccac tgattaatat gatacgactg acatacgttt tgcaagcttc
  2198521 ttcaacttct tcttgtaaca ttgtaggcgt ttgaattcgt cctaaacaac atttattttg
  2198581 tagatagtat atacaaacac ctaaaatatg ttaaaatcac tgatagtgtt atgaagaggt
  2198641 atatagttag atgtgaattg tttgaaaaat cttcattgca aatttatgct aacttcacat
  2198701 agagcacata ttaacattgt attatgtata tgtaccaaat aaataaagtg aattgaattt
  2198761 tgttctgttt ttaaaaattt aaaattctat tatttctata taaaggtttc acatcggagt
  2198821 tttaaatatt ttggaaatag atctaaataa aaggaattca tataaaaggg gaatgtctta
  2198881 tgacaacata tacgagtgaa atgagaaaaa gtttagtttc agaagaagat gtagatattt
  2198941 taaaaattat ggcgcaccca attcgattac aaatcgtaaa tgaattaagc acgagaaaaa
  2199001 cttgtaacgt aacacaacta acagaattac taaatattcc acaatctact gtttcacaac
  2199061 atttatcaaa aatgaagggt aaagtgttac gagcagagag aagaggttta gaaatttatt
  2199121 atcatattaa caatttaaaa gcgagtaaga ttgttaatgt tttaggatat ataaactaat
  2199181 gaagtatttt catataaaat agccgctgct ggtaagcagg ggctattttg tgttgtttta
  2199241 tcccgcgtta acggacagta aaactcccac ctcaaaattc agttggagca aagaagttag
  2199301 gtgggagtcg ggctgtccgt taacgtccga ttggttcaac taataatcag tgggggatga
  2199361 acaaaacccc cactgattaa agtttcactt tatgtattcg tatgtaatat tttatagttt
  2199421 ttatgattta caattgttcg atcaaattca aaagtaccac cgcttacatc tgtaatttca
  2199481 actaagactg attcagtata aaggtttagt acagatcccg taatctttaa attgtttcgt
  2199541 tgaaaaagta tagtatcccc tacgtttgct ttcatagtac ctcctcatta aagacagaaa
  2199601 tattttttat tatatatatt aaaccacgta taggtatatt agtgaatatt tagttttatt
  2199661 tatcaaaaaa atatttgtag tctatgtgtg cagaattaaa agaagtttta acaagacgta
  2199721 ttaaaaatgc tttcattatg atggaatttg tagaaccaat tgttacattt gaagaaacaa
  2199781 ttataaacgt ataaagaaag ttagacttgt aaattcacct aataaaaccg tctcttttat
  2199841 aaatatgaaa gagacggttt tattgtttca ctgtttaaaa aaggggtcaa aaataaatgt
  2199901 aaatcgaact tatataagac aatataaata actgttacgt atttaataag tagttttttg
  2199961 tatttcgccc ttcgttttct gtaactgatt ccatgttttt gacgctctgt cttgtaagtg
  2200021 cttacatagt cgaaaacatc ttatacaatg aaggtgttaa atcaaaagag gtgaccaaaa
  2200081 tgaacataaa aaaacaagac ttagcgaaac gcattgaaat agaaagagga ggcggaaagg
  2200141 tatgaaaaaa tcagctgtta atccatggct tgttgtcctt ggtacagtca tagtacaaat
  2200201 gggtcttggg acgatatata catggagttt attcaatcag cctttagtta gtaaatacgg
  2200261 ttggagtctt aacgcagttg cgataacttt ctcaattact agtctttctt tagcattttc
  2200321 aactttattt gcgagtaaat tgcaagaaaa atggggactt cgtaaactta ttatgatagc
  2200381 tggactagca ttaggacttg gattaatact tagttcacaa gcttcctcat taatattgct
  2200441 ttatgtacta gcgggagttg ttgtaggata tgcagatggt acagcatata tcacttcatt
  2200501 atcaaattta ataaaatggt ttccagagcg gaaaggttta attgctggga tttccgtctc
  2200561 tgcatatggt tctggtagct taatctttaa atacgttaac gcacagttaa ttgaatcagt
  2200621 tggtgtatca caagcattta tatattgggg tttaattgtt acagctatga ttgtccttgg
  2200681 agcttgttta atccatcaag ctgctgatca aagtgcagtt caggaaacaa aaactcatga
  2200741 atacacaacg aaagaaatgt taggtacaaa acaagtatac ttattattta ttatgttatt
  2200801 tacatcatgt atgagtggct tatacttaat tggtatggta aaagacattg gtgttgaact
  2200861 tgtagggctt agcgcagcga cagcagctaa tgcggtagct atggttgcaa tattcaacac
  2200921 gttaggtcgt attattctag gaccgttatc agataaaatt ggccgtttaa aaatcgttac
  2200981 tggtactttt gttgttatgg caagttcagt attagttcta agtttcgtag atttaaatta
  2201041 tggtatttac ttcgtatgtg tagcaagtgt agcattttgc tttggtggaa atattactat
  2201101 tttcccagct attgttggtg atttcttcgg tatgaaaaac catagtaaga attacggaat
  2201161 tgtgtatcaa ggatttggat ttggagcgct tgccggttcc tttatcggtg cactgctagg
  2201221 tggattcaaa ccaaccttca tggtgatcgg cctattatgt gtcgtgtcat ttattatcgc
  2201281 aatgttaatt caagcaccta atcagaaaaa agaacaagaa gaagagtacc gtagcgtagc
  2201341 ataagtatat aaagcttcta tcacactaaa ttacgaaaaa gcatcctgtt aaacagggtg
  2201401 ctttttcgta attattttaa tgaggttata taatatttgg attatattgg aatattaaaa
  2201461 agtgatatat tatatccgaa atacatatta aatcttaaat taaaaataag acatacattg
  2201521 ataattgtaa gatatatttt cagaaaaatg ttgagaaaat atataatcga ttttttgtta
  2201581 agggtttgta aatgaaggtc tctccagttt attttcttca atttttacaa agaggagtat
  2201641 gaattgaatt ttttataagt acttattaat gcttttagat gtaattgtat tgagaagcac
  2201701 taaaatgttt tatctgaaaa ataaaaatag gttgacaagt ttattgagaa agattatcat
  2201761 ttcggtgtaa gaatattaaa tgaaaaagat tatcactgaa taatatttta atgaaaagtg
  2201821 cacttgacca attagtttag taagtgtatt attttttaca tcgataatga taatcattat
  2201881 cattatttgt ttaattagat taattttcaa atgaaaggat agaggaaatg aacgtagggg
  2201941 aatttgatgg gaaaactgtt ttagtaacag gtgcagctca aggaataggt agtgttgttg
  2202001 ccaaaatgtt tttagaaaga ggagctacag taattgcggt tgatcaaaat ggagaggggt
  2202061 taaacgtact cttaaatcaa aatgaaacac gtatgaaaat atttcattta gatgtgagtg
  2202121 atagtaacgc tgttgaagat acagtaaaac gtattgaaaa tgatatagca ccaatagata
  2202181 tattagtaaa tgttgcaggg gttttacgta tgggagcaat tcactcgtta agtgatgaag
  2202241 attggaataa aacattttct gtaaattcta caggagtttt ctatatgtct cgagcagtaa
  2202301 gtaaacatat gatgcaaaga aagtcagggg caattgttac agttggttca aatgcagcaa
  2202361 atacgccgag agtggagatg gctgcatatg ctgcatcaaa agctgcaacg acgatgttta
  2202421 tgaagtgttt aggattagaa cttgcagcgt acaacattcg ctgtaactta gtttctcctg
  2202481 gttctactga aactgaaatg caaaggttac tatgggctga tgagaatgga gcaaaaaata
  2202541 taattgctgg ttctcaaaat acatatagac tcggtatacc gttacaaaaa attgcacagc
  2202601 cttcagaaat tactgaagcg gtattgtttt tagcttcaga taaagcgagt catattacaa
  2202661 tgcacaattt atgtgtcgat ggcggagcca cattaggagt ttaataaaaa atttaggggg
  2202721 ctactatact atgaatgaat ttacggctgt aaaggaactg tcagaaaaat tactagaaga
  2202781 ttataagact gaatcttcat tcttttttgc ttcaccaacc cgaacgatat tagcagaagg
  2202841 agaatttact acagtaaagc atcatgaaat tgaaagcttc ccagagcttg tgcaagcagt
  2202901 attacgtaat gcaaaacaag ccggaaatcc gaatcctatc gttgtggggg ctttgccatt
  2202961 tgatcgtaga aaagaagtcc aacttatcgt accagaatat agcagaattt ctgagcgttt
  2203021 acaattggat ccaacaaatc atcttgaaat aaataggaac ttaacattcg aaatgacgcc
  2203081 tgtgccagat catgaagtgt atatgaaagg tgtgaagcaa ggaattgaaa aaataaagga
  2203141 cggagattta aagaaaatcg ttctatctag atcgttagat gttaaatctt ctggaaaaat
  2203201 tgataagcaa aaacttcttc gagaattagc agagcataat aagcacggtt atacatttgc
  2203261 ggtgaattta ccgaaagatg aaaacgagaa tagtaagacg ctaattggag ctagtcctga
  2203321 attacttgtt tcacgtcatg gtatgcaagt gatttctaat ccgttagctg gttcaagacc
  2203381 acgtagtgac gatccagtag aagataaaag aagagcggag gaattacttt cttctccaaa
  2203441 agatttgcat gaacatgcgg tagtagtgga agcagttgct gctgcgcttc gcccatactg
  2203501 tcatacatta tatgttccgg aaaaaccatc tgttattcat agtgaagcga tgtggcattt
  2203561 gtctactgaa gtgaaaggtg aactaaagaa tccaaatact agttctttag aattagcaat
  2203621 tgctcttcat cctacgccag cagtttgcgg aacgccgatg gaagaagcga gagaagctat
  2203681 tcaaaaaatt gagccatttg accgtgagtt ctttacagga atgttaggtt ggagcgattt
  2203741 aaatggagac ggtgaatgga ttgttacaat tcgttgtgct gaagtacaag aaaatacact
  2203801 ccgtttatat gcaggtgctg gagttgttgc tgagtcaaaa ccagaagatg aattagcaga
  2203861 aacatcagct aagtttcaaa caatgttgaa agctttaggg ttaaatgata gttcacttaa
  2203921 tgaaaagtag ggggcagaaa gaatgttaac aggttataca aaatggccaa aagaatttgc
  2203981 cgatcgctat cgagaggaag ggtgttggct tggggaaaca tttggcggag tgttaagaga
  2204041 gcgtgctgaa aaatatggag atcaaattgc ggttgtaagt ggtaatacgt atataacata
  2204101 tagtgagctt gataaaaaag tagatcgctt agcgtcaggt ttactgaatt taggaataaa
  2204161 gccagaagat cgagttgtaa tccaactacc taatgttatc gagttttttg aaatgtgttt
  2204221 tgcactattt cgaattggag cacttcctgt ttttgcatta ccttcacatc gcagtagtga
  2204281 aattagttat ttttgtgagt ttggtgaggc aagtgcgtac gttatttcag ataaggctct
  2204341 tggttttgat tatcgaaaac tagcaagaga agtgaaagag aaagtaccaa ctttacaaca
  2204401 tgtaattgta gtgggagaaa aagaagagtt tgtgaacata agtgatttat atatagatcc
  2204461 cgttctattg ccagaagttc agccaagtga tgttgcgttt ctccaattat caggagggac
  2204521 aacaggactt tctaaattaa ttcctagaac gcatgatgac tatatttata gtttacgtgt
  2204581 tagcgctgaa atttgtaatt taagtgcaga gagcgtctat atggcagttc ttccagtagc
  2204641 acataattac ccaatgagtt ctcctggaac atttggaacc ttttatgcgg gtggaaaagt
  2204701 tgtgctggca actgggggta gtccggatga ggcatttgca cttatcgaaa aagaaaaagt
  2204761 tacgattact gctctcgtac cgccattagc aatgatatgg cttgacgctg catcttcacg
  2204821 taataacgat ttatcaagcc tagaagtgat tcaagtaggt ggtgcaaaat ttagtgctga
  2204881 agttgcaaaa cggatacgtc ctacatttgg atgtacatta cagcaagtgt tcggtatggc
  2204941 agaaggatta gtgaactata caagattaga tgatccggaa gaaattataa ttcatacaca
  2205001 aggtagacca atgtctgcac ttgatgaagt acgagttgtt gacgaatatg ataacgatgt
  2205061 aaaacctggt gaagtaggta gtttattaac acggggtcca tatacaattc gtggttatta
  2205121 taaagcagaa gagcataatg cacgatcatt tacaaatgat ggattttatc gcacaggaga
  2205181 tcttgtaaaa gtaaatgaac aaggttacat cattgtagaa ggaagagata aagatcaaat
  2205241 taatcgtggt ggtgagaaag tcgctgcgga agaagttgaa aatcatctat tagcacatga
  2205301 tgcagtacat gatgtagcga ttgtatctat gcctgacgat tatttaggag agcgtacttg
  2205361 tgcatttgta atagctcgcg gacaagctcc ggcagtaagt gaattaaaaa ggttcttaag
  2205421 agaacgcggt atagcagctt ataagattcc agatcgaatt gaatttattg aatcattccc
  2205481 gcaaacaggt gttggaaagg taagcaaaaa agaattacgt aaagtcattg cggaaaaact
  2205541 tgttacggta aaaagataaa aaaatataaa acttggaagg aagtgattag atggctatcc
  2205601 catctatttc agtatacaaa atgccaattg aatcagaatt accaaaaaat aaagtgaatt
  2205661 ggacaccaga tccgaaacgt gcagtgcttt taattcatga catgcaagaa tattttcttg
  2205721 atgcatatag cgataaagaa tcaccaaaag tagaactcat ttcaaatatt aaggtaataa
  2205781 gagaaaaatg taaggaactt ggtataccag ttgtttatac agcacagcca ggtggacaaa
  2205841 cactagaaca acgaggatta ttacaagact tctggggtga cggtattcct gctggaccag
  2205901 ataaaaagaa aattgtcgat gaacttactc ctgatgaaga tgatatattc ttaacaaaat
  2205961 ggagatatag tgcatttaaa aagacaaatc tattagaaat tttaaatgaa caaggaagag
  2206021 atcaactcat tatttgcggt atttatgcgc atattggctg ccttttaaca gcttgtgaag
  2206081 catttatgga tggaattcag ccgttctttg tagcagatgc agttgctgat ttttcactag
  2206141 aacatcataa acaagcgttg gagtatgcgt caaatagatg tgcagtaacg acatcaacta
  2206201 acagtttgtt aacagagtta caaggtttaa aagatgatga tgaaatcact ttacaaaaag
  2206261 tacatgaact agttgcacaa ttacttcgtg aaccagtaga gagtgttggg actgatgaag
  2206321 atttattaaa tagaggactt gattcggtca gaattatgag tttagtagag aagtggcgtc
  2206381 gcgaaggaaa ggagattact tttgcggatt tagcagagaa cccaacggtt gttgattggt
  2206441 atcgcttatt atctccgcaa acagaacatg tactttaata tagactacat aataaagggg
  2206501 tagtaaagaa tgcctaatag tcaaaaggtt cgtcattcgt tatcatctgc gcagtctggt
  2206561 atgtggtttg cgcaacaatt agatccgctt aatccgattt ataatactgg ggaatatgta
  2206621 gaaataaacg gaaatattaa tcaagaaatt tttgaattag cagtacgtaa agttgtaatg
  2206681 gaagcagagg cacttcatgt tcgtttcgaa gaagatgaaa ttggtccatg gcaagttatt
  2206741 gaggaattac agtttcatat gcattttatt gacgttcgta aagaagaaaa tcctgaagag
  2206801 gctgctaaag tatggatgaa aaatgattta tctatgccag ttgatttgaa aaaagataca
  2206861 ttatttactg aagcacttat tcaagttgaa aataatcgtt tcttttggta tcagcgcatc
  2206921 catcacattg tgatggatgg ctatggattt tcacttctta gccaaaaggt agcgaaagag
  2206981 tatacatcat taatagaaga aacaaataag aatgaaaagc catttggctc tcttgcaaaa
  2207041 attgtacaag aagatatgga gtatggtgag tctaaacaat tccaggaaga tcgtgctttt
  2207101 tggttagaaa agtatggaga tgaaccagaa gttgtaagtt tggcagaacg agcaccgaga
  2207161 acatcaaatg gatttttacg tgaaacagcg tatttatcta gttctagtac gaaaacttta
  2207221 ctagaagata tcaatgtttc gttagcaagt tggccggaat ttattatagc tgtaaccagt
  2207281 atttatatgc ataagttaac aggagcaaat gatattgttt taggtttacc gatgatgggg
  2207341 cgtctaggtt ctgcatctat tcatacaccg agtatggtaa tgaatttagt accacttcgt
  2207401 ctcactgtta ctccaaatat aacacttgcg gaattattac agcaggtttc taaagaaatc
  2207461 caagacgtac gccgtcatca taaataccgc catgaggaat taagaagaga cttaaagtta
  2207521 ttaggtgaaa atcaaaggtt atttggaccg ttagtgaatg ttatgccttt tgattacggg
  2207581 cttaactttg ctggaaatcg tggtattaca cataatttat cagcaggacc tgtcgatgat
  2207641 ttatcgataa atgtatataa acgtttcgat gaaaatgagt taatgattca ttttgatgcg
  2207701 aacccagaag tatataatgg cgcggagcta gcattgcata aagaaagatt tatgaatgta
  2207761 ttagaattag tgataaatga ttatgaaaaa gatgcgtcga ttggaagcat aaacattact
  2207821 cttcctgaag aaaatcaaaa agttttattc gaatggaatg aaactaaaga agctgaagag
  2207881 ttaatttctc tacctatatt atttgaaaaa caagtacaaa aaaatccaaa taaaatagca
  2207941 gttacttgta acggaataaa acttacgtat aaagagttaa atgaacgagc gaatgaacta
  2208001 gcacactatt tagtagaaga aggaataggg ccaaatcagt ttgtagcttt agtatttcca
  2208061 agatcaacgg aaatggtagt tagtatgcta gcagttttaa aggctggtgc agcgtattta
  2208121 ccgatagatc ctgaatatcc agctgagcga atcaattata ttgtaaatga tgcaaaacca
  2208181 gtgtgtatca tcacacattc atctgtatca tctattttag tcatagaaga tgatataaaa
  2208241 gaaatcgaat tagatagtga agaaatgaca atagcgttaa acacatattc ttatatgaat
  2208301 ataccattaa aaaatgatga atcactttta aacccagctt atacaattta cacttcaggc
  2208361 tcaaccggca atccaaaagg tgtaattgtt cctatgaaag ctttaagtaa ttttttattg
  2208421 gctatggacg atatattttc actaaatgaa aacgatcatt tattagcagt tactacattt
  2208481 gcgtttgata tttcagctct cgaaatttat ttacctctta ttagtggggc aagtttaaca
  2208541 atcgcacaaa aagaagtaat tcaagaacct tctgcgttaa cggcattgtt acaagaagaa
  2208601 agagtgacaa ttatgcaagc tacaccgacg ctttggcagg cgttagtaac ggaatatcca
  2208661 gagaagctac aaggactaaa tgtactcgta ggtggtgaag cacttccagc ccatttagca
  2208721 aaaacattaa aagaattagg ttgtactatt acaaacttat atggaccaac tgaaacgacg
  2208781 atttggtcta ctgtcatgaa catcgatgaa agagaaagtg gtatgcctcc tatcgggaaa
  2208841 ccgatttgga gtacagctgt atatgtatta gacgcaggat tacaaccagt accacctgga
  2208901 gtaattggtg aattgtatat tgcgggggga gggcttgcga acggatattt aggaaaacca
  2208961 gagttaacgg ctgaacggtt tgttgcaaat ccttatggaa aaccagggca acgcatgtac
  2209021 cgtacaggcg atctagtaaa atggcgcaaa gatggcgttc tagagtacat gagccgcgca
  2209081 gatcatcaaa ttaaaattcg tggtttccga attgaactag ctgaaattga aatggtagta
  2209141 caacgacatg aaaatattaa gcaagcagtg gttatggtac gagaagaccg tccaaatgat
  2209201 aaacgaatca ttgcgtatat cgttgccgaa gagaaggaaa cgattcatct tgcagaaatt
  2209261 cgttcttatg tttcagaaag tttagcgaat tatatggtgc cagcagcatt tgtattgcta
  2209321 gaagaattac cattaacgcc aaatagaaag gttgatagaa agaaattacc tgctccagat
  2209381 tataatggaa tgaacaatga gagagttgct agaaatccga aagaagaaat attatgtgat
  2209441 ttatttgcag aagtacttgg tgtttctcgc attagcattg atgataattt ctttgaaatg
  2209501 ggaggacatt cgcttcttgc atctcgttta atggcaagaa ttcgtgaaac attaagtgtc
  2209561 gaactaggaa ttgggaaact atttgaatcg ccaactgttg ctgaattagc gaaacaattg
  2209621 gatcaagcaa aaaatgcacg accagcaatt aagaaagtaa gtagaccaaa tgaagttcca
  2209681 ctttcatttg cgcagcgtag attatggttc ttaaattgtt tagaagggcc aagtcctact
  2209741 tataatattc cgttagttat tcgtttgtct ggaaagttga acgaggaagc attacaaggt
  2209801 gccattcatg atgtagttga gaaacatgaa acacttagaa caattttccc taacgtatta
  2209861 ggtagttctt atcagaaaat tttagatatg gaaaatttaa atctagaaat aattaaaaca
  2209921 aaaacatgta aagatgaatt agaaaatgtg cttacacagg cggtaagata tagctttaac
  2209981 ctcgatggtg aaccagcagt tcgtgtgcaa ctttttacaa tgagtgaaaa cgaacatgta
  2210041 atactcattc tattacacca tattgtaggg gatggctggt cattacaacc gttaacgaga
  2210101 gatcttacag cggcgtataa agcacgatgt caagggaaca gagtacagct ggagacactt
  2210161 ccggttcaat acgcagatta tgcactttgg caacaacaat tgttagggga tgaaactaca
  2210221 caagagagtc tcatttcaac acaattagat ttttggaaga aagaattaag aggtttacca
  2210281 gatcaattgg agttacctac agattatcag cgtccaatgg aaacgagtta ccagggagaa
  2210341 acaattcatt ttcatataga tgcaagtatg catagtaggt tagtagagct tgcacggaaa
  2210401 aatggagtta gtttgtttat ggtattgcaa gcaggactaa gtgcgctatt tacaagatta
  2210461 ggtgcaggta ctgatatacc aatcggtagt ccgattgctg gaagaaacga tgatgcactc
  2210521 tctgacatag ttggtttatt tgtaaataca ttagtgttac gtacaaatac atctggagat
  2210581 ccaagctttg aagaattatt gaatagagtg aagcggtcaa atcttgcagc ttatgaaaat
  2210641 caagatgttc cattcgaacg actcgttgaa gtgttaaacc cagtgcgtac tcgaaatagt
  2210701 catccgctat ttcaagttat gttagctttc caaaatacgc cagaagcaac ctttgatgcc
  2210761 ccagatatag aagcgaacct tgaaattcaa agcgttggct ctgcgaagtt tgatctaaca
  2210821 tttgaaatta gtgaaagtaa tggagttgat gggaatccaa atggcttaca ggggttatta
  2210881 gagtttagca cagatttata taaacgtgaa acggcccaaa aattagttga acgatacatt
  2210941 ctgttattag atgatgcagt gaaacatccg gatcaatcaa ttggtagatt agaaatacta
  2211001 actctagcag agaaaaatac agtgttagaa aagtggaatg gtggttttca aatcgcatca
  2211061 gaaatgacat tatcacaatt atttgaaaaa caagctcata taaaaccaaa tgctattgct
  2211121 gtcgtctttg aagatgaaaa gttaacttat gaaaaattga ataaaaaatc gaataaatta
  2211181 gctcgtttgc taatagcgaa aggaattggt cctgatcaac ttgttgcttt agcaatgccg
  2211241 agatctttaa atatggttgt gagcttacta gctgttctga aagctggtgc cggatatttg
  2211301 ccattagatc cagattaccc gtcagatcgt atttcattta tgctccatga tgcgaaaccg
  2211361 tcatgtgttt taacaaattc agatgtggaa attgaatgtg atgaggaatt gaaaatttta
  2211421 attgatgata tagaggtaat agaagaaagt gagaaatata gtgaagacaa tatagatgaa
  2211481 atggagcgta tgaagccgtt aactccttcg catatcgctt acgttattta tacttcaggc
  2211541 tcaacaggca gaccgaaagg cgttatgata cctcatcaaa acgtagtaag acttttagga
  2211601 gcaactgatc attggttcca atttgacgca gacgatgtgt ggacgatgtt tcattcatat
  2211661 gcttttgatt tctcggtttg ggaaatttgg ggacctttat tatatggagg gcgtttagtc
  2211721 gtagtaccac atactgtaag tcgctcgccg aaagaatttt tacagcttct tgttaaagaa
  2211781 aaagtaacgg ttttaaacca aactccatca gcgttctatc aattgatgca agcagaccgt
  2211841 gaaaatgaag agattggcca aaaattatct ttacgatatg ttgtttttgg aggagaagca
  2211901 cttgagctaa gtcgattaga agattggtat agtcgacatc ctcataatgc accgaagctt
  2211961 attaatatgt acggtattac tgagacgaca gtacatgtta gttatattga attagatgaa
  2212021 actatcgtct ctttgcgagc gaatagttta attgggtgca gtataccgga ccttaaagta
  2212081 tacgtattag ataactattt acaaccagtg ccacctggag tagttggaga aatgtatgtt
  2212141 gcaggtgcag ggcttgctcg tggatattta ggaagagcag gcttaactgc tgaacgattt
  2212201 atcgcagatc catttggcaa gccaggtaca agaatgtatc gcacaggaga cttagctcgt
  2212261 tggcgtcatg atgggacgtt agattatata gggcgtgcag atcaccaaat aaaaattcgc
  2212321 ggattccgaa ttgaattagg ggaaatagaa gcggtcataa tgaaacaccc taaagttgag
  2212381 caagtagccg ttattgtacg ggaagatcaa ccaggggata aacggttagt ttcttatatc
  2212441 gtcgcatcaa ataatgaaat gattgatacg aatgaaatgc gccaatttgc tggtggtagt
  2212501 ttaccagatt acatggttcc atacgcgttt gtagtagtaa atgagttgcc tttaactcca
  2212561 aacggtaaat tagatagaaa ggcattgcca gctccagaat ttatcgcatc agcttctagt
  2212621 cgtggaccaa gaacaccgca agaagaaatg ttatgtgact tgtttacaga agttttaagt
  2212681 gtgccgcaaa ttggaattga tgatggattc tttgatttag gtggccattc acttcttgca
  2212741 gtgcagctta tgagccgcat gaaagaagcg cttggggtgg aactaaatat cggaacttta
  2212801 tttgcagcac ctactgttgc tggattagct gaaagacttg aaatggggaa tggtcaaagt
  2212861 gcacttgatg tattgcttcc attacgatca ggtggagacc aattaccact attttgtgta
  2212921 cacccagcag gtggattaag ttggtgctat gcaggactta tgaaatcttt aggaacagat
  2212981 tatccaatct acggtgtgca agcacgtggt atcgctaaaa atgaagaact tccaaaaagt
  2213041 ttagaggaga tggcggcgga ttatttaaaa cacattcgtg aagtacagcc tcacggacca
  2213101 tatcgtttac tcggttggtc gctcggagga aatgttgtcc atgcaatggc agcgcaacta
  2213161 caaaatgaag gggaagaagt ggaattactc gttatgttag attcttatcc tggtcacttc
  2213221 ctaccgaata cggaagcgcc tacggaagaa gaagcgttaa tcgcattatt ggctctaggt
  2213281 ggatatgatc cagataacat ggatggtaaa ccacttacga tggaaagtgc ggttgaaata
  2213341 cttcgtaaag atggaagtgc attagcaagt cttgaagaag agacgatttt gaatttgaaa
  2213401 gaaacatatg taaactcagt aggattgtta gggaaatata taccgaaagt ttataacgga
  2213461 gatattttat tctttagatc tactgttata ccagactggt ttgatcctat ctctccaaat
  2213521 acgtggttaa attatttaga cgggcaaatt gtgcaatacg atattgattg tagacataaa
  2213581 gatttatgtc aaccagggcc acttacagaa attggacaag tattagcgaa atatttgcag
  2213641 aataagaaag gggtaagtac agtatgacga atccatttga aaatgataat tacacatata
  2213701 aagtattaaa aaatgaggag ggccagtatt ctctctggcc tgcctttctt gatgtaccta
  2213761 ttggttggaa cgtcgtacat aaagaggcta gtaggaatga ttgtttacaa tatgttgaaa
  2213821 ataactggga agatttgaat ccaaaaagta atcaagttgg caaaaaaata ttagtaggaa
  2213881 aacgataatg aaggcaaaaa taaatccaaa agtagttgta agcattgtat atataacagc
  2213941 gatgtttatg gctgctatgg atgcaacaat tgtaaatgta gcactacaaa cgataagtaa
  2214001 agaactacaa gttccaccat ctgcgatggg gacagttaat gttgggtatt tagttagctt
  2214061 agctgtcttc cttccgattt ctggttggct aggagatcga ttcggtacga aaaggatatt
  2214121 tctaactgct cttttcgttt ttacaaccgc atctgcgtta tgtgggatag caaacgatat
  2214181 tacttcattg aatatttttc gtattattca aggtgctggt ggggggcttt taacaccagt
  2214241 tgggatggcg atgttattcc gaacattttc accagaggaa aggccgaaaa tttctcggtt
  2214301 tattgtgttg ccaattgctg tcgcaccggc agtaggacca attattgggg gcttttttgt
  2214361 agatcaaatg tcttggcgct gggcatttta tattaattta ccatttggaa ttatggcgtt
  2214421 actattcggt ctgctatttt taaaagagca tattgaaaaa tcagctggtc gctttgattc
  2214481 tctcggtttt attctatcag caccaggatt tgcgatgata atctatgcgc ttagtcaagg
  2214541 accatcaaga ggctggattt ctacagagat tataagtact ggaatagctg ggactgtatt
  2214601 tattacattg tttattcttg tagaacttaa agtaaagcaa ccgatgttag atttacgctt
  2214661 attaaaagaa ccagtcttta gaaaaatgag tcttatttca ttattttcat cagctggttt
  2214721 actaggaatg ttatttgttt ttcctcttat gtatcaaaat gtaataggag tttccgcgtt
  2214781 agaatcaggt ctaacgacat ttccggaggc gattggttta atgatttctt cacaaatcgt
  2214841 accatggtca tataagaaat taggagctcg taaggtaatt tctattggat taatttgtac
  2214901 ggtgattatc tttgttttat taagttttgt aaatcacgat acaaaccctt ggcaaatacg
  2214961 ggcattattg tttggcatag gtattttctt aggccagtca gttggagcag ttcaattttc
  2215021 tgcatttaac aatataacgc cgccttctat ggggagagca accactatat ttaatgtgca
  2215081 aaatcgatta ggttcagcga taggagttgc tgttttagct agtatactag ccggttttgg
  2215141 aaataacagt gtacaacata atgcgcattc agatttcttt ccatatcaag cagcattaat
  2215201 tggatcagca atatttttac tcgtagcatt actattttct ttacgtcttt ctgataaaga
  2215261 ggtaatgtca aagaagaaag aaaaaatgtt atccgtaaca aaaaaacaga aagcacttgt
  2215321 caatgaataa caattgatat tcgttatata aaggagagtt tacatgatag aaagtaaagt
  2215381 tgtagattct ataccaactt tgaatgagaa tgattgtcaa atatggtggg gaagaatttc
  2215441 agatttacaa tcatggcatt ataatttact aaatgatgtt gaacgagaga aagcaaattc
  2215501 atatcatcat tcggcagatc gtgcccgttt tataatcggt tgcgtaatta gtagattagt
  2215561 tcttggaaag atactttcta tgtcgccagt tcaagttccg attgatcgaa tgtgcccagt
  2215621 atgtaagtta caacatggta gaccacaatt accagaaggc atgccgcagt tatccgtttc
  2215681 acattcgggt gagtgggttg ttgttgcatt tacaaagttt gcacctgtag gcgttgatgt
  2215741 tgaacaaatg aatccgaatg tggatgttat gaaaatggca gaaggcgtat taacagacat
  2215801 tgaaaaagcg caagttatga aattacctaa tgaacagaaa atagaaggtt ttttaacata
  2215861 ttggactaga aaagaagcag tgctaaaagc gactggtgaa ggactaatga tttcaccagt
  2215921 ggatattact atatcagctc caaatgattc tccaaactta ttggttttta aggatagaca
  2215981 agagttagta gaaaatacag tgatgagaga tttaaggcca agtgtagatt atatggcttc
  2216041 cattgcaata agtagtaaag aagtcaccga aattacacag ttggacgcag tagcgctttt
  2216101 aacttataaa taagttaaat aaaatatttt atagaagagg tgttcctcat gttagtagcg
  2216161 gaaaatagaa caaatgaatt cacatataat gtacaagcaa ttaaaaatat tttattttct
  2216221 ggagatacat catctattca tgctttagaa aagcttttga atgatacagt tcaatttgat
  2216281 gttctagaac aagaggtgct tgatagacag tacatcccga aagaagcgaa gaacttcttt
  2216341 gataaaaacg gaacatttct ttatcgtgta tctcatgtta gctataaagg aaaagtgtta
  2216401 tctgaaaatc taatttttgc agacacttcg tttttaccaa atacaattaa gagtgaatta
  2216461 gagagtggaa acattccagt tgaaaaactt atagagaaaa tggaagtaag aagaaatgta
  2216521 ttatacgaag ggtatcagcc ctctggaaat attattgaat tatttgatgg atgctctgtt
  2216581 tcggcgaatg tgtatccaac tagaaaatat caaattgtaa gtaactgcaa atgtatattt
  2216641 tatatttgcg aggtgtatca tgctgagaat ataaaggaat tacttaaata aaacaagaaa
  2216701 ccagcctata aaatggctgg tttcttgttt atttcacagc ttcttttaac tctttacctg
  2216761 ctttaaatgc aggaacttta ccagcagcga tttgaatttc ttcgccagtt tgtggattac
  2216821 gtcctgtacg agcagatctt tcacgcactt caaaagttcc aaagccgatt aattgaactt
  2216881 tatcgccaga ttgtaatgca gtagcaattg tgtcaaatac agattgtaca gctgcagaag
  2216941 catccttttg agaaatatca gctgattgtg cgacattttt aatcaattct gttttgttca
  2217001 tgttttcacc tcataaaaaa ttttttggaa tgaaagattt agtataatgg atagtaaaga
  2217061 taaagctatt tatattgtta gaaagaatgc tatatagtta tgttaatttc gttgcaagaa
  2217121 actgaatccc tgctaatatt tagggattaa ttaagaattg atgcatagaa aacgctataa
  2217181 tatgaggatg agggggagta tacagatgat ttttcgtgaa aaggatgaga aagaaagtat
  2217241 attaattcgt caacatgatc atggtttttt agctggagag attgcgaagc atataaaaga
  2217301 aggttttttt gaagatgaaa catatttaaa agcgacaatt gatgcaatat atgagcatga
  2217361 tagaggatgg atagaacttg ataaagtacc aattttaaat gatgctaaaa atattccata
  2217421 tacttttatg gattgtccaa gttcattacg ttttgtcttt tatacgattg gtttgaatga
  2217481 aattgaagat gccaatccat acggagcatt actttgtagt aagcattttt tatcatttcc
  2217541 attaaatgag gaagatgaag aaatgatgtc attttataca ggggaattgg aacgacaaaa
  2217601 aagaatattg acaacgctaa caaaagaaca atttgcgatg ttcgataaac attatagatt
  2217661 attaaagttt tgcgatgaac tttctttata tgtctgtatg aataaaccag gtgtagaaaa
  2217721 gaaaaatgaa attgatttgt ttaaagaagg ttttgaagga acagaaatgt ttaatagtaa
  2217781 agaggagaaa cctattcaag cggaatggat agatgaggga acaattcgga ttaccccgtt
  2217841 tccatttcaa atggaatttc atacgcatgt aaaatataaa actatagata aacgtgaaat
  2217901 tgaagaaaaa ggaattgtaa aggctgatag agaatcagaa atgaagagac aaactattca
  2217961 ttttatacaa taaggaggtg atttcgattg aaagagtaca tgttaaaaca ggtggattac
  2218021 catgcttggg ctaatatacg attattcgat cgaataaaag aattaccaaa ctatgaggcg
  2218081 atttttactg aacagataca gagcgtattc ccttcaatca aggatacttt tgcgcatatt
  2218141 tatattacag atcaagtgtg gttacacata ttgcatggta aaagtatgaa tgaagcaata
  2218201 caagaccgag aaaatttacg aaaacaaatc gaaactaaat cgttatatga attagaaaaa
  2218261 ttatttgaaa acatggcaaa tcaatataaa gactttttaa gtacgataca agacgtgaat
  2218321 gctgtatttg ttattgagaa cccatatgca ggggcattag aaacttcaat tttagagtta
  2218381 gtacaacatg tcgtaaatca tggtacatat catagaggaa atataacagc aatgattcgt
  2218441 caacttggtc attcgtcgac aatgatggat tttgtactgt atttacatat ggttaaaaag
  2218501 cagggagagt aatatagttt gtaagaagga gagactttca ttgtaaaagt ctctccttct
  2218561 attttatcct gcatgaatgg tagatcgaca gattaaagtt ttaagacgct ttattttctt
  2218621 gtaattgctt agcgtattgt accgctttat atgcattgac tctaccgttt ttccagtacg
  2218681 tacctgtacc actaatttta tcagaagttg actcaataat ttggcggatt tgtgtattgc
  2218741 tatatccttg atttgctaaa agagcagcga ctcctgcaac gtggggtgtt gccatagatg
  2218801 taccacttaa tgattgatac gtgcttcctt tatatgtgga atatatattt gaacctggtg
  2218861 ctgcaacatc tacccagcta ccataagtag aaaatgaaga ttttctatct gattgatctg
  2218921 tagaagcaac tgcaattact tcgctgtaat aagcagggta attagctttt gtatttccag
  2218981 catttccagc agccgcaaca ataacagagc ctttattcca tgcatattga acagcttgtt
  2219041 gtaatgcagt cccaccattt ggagctccta aacttaaact aattactttt gcacctgaat
  2219101 cagcagcttc tcgaatacct tgcgctacag catcaagagt cccacttcct tgattatcta
  2219161 atacgcggac agcataaatt gaagtgtgtg gggcaacacc agcaattccg acgctgttat
  2219221 tcgtaagtgc tccagtaatt ccagcacaat gtgtaccatg accattaccg tcatcagaaa
  2219281 cattgtcgtt atcaacataa tcatgcccgt aaattacttt cgaagataaa tcagggtgtg
  2219341 aaccttgtac tcctgtatca ataatagcta cttttacact agagtcactt cgttgactat
  2219401 cccaagctag tggagcttga attttttgta atccatattg atttttataa tatggatcgt
  2219461 tcggagtcca aaaggagtga acgtagtaat tcggctctgc atattccaca tctggattgt
  2219521 ttttatagct ttttatcttt tcttttacag tacctttcga aaattgaacg acttcaaaac
  2219581 ctaacttatc atctttagat aaaacagtag caccaacaga cttatgaaaa gattgcacat
  2219641 tacttaaaga tgcattttgt ttgaacttaa cgatcaattg gttaggaacg taatcagtag
  2219701 atgatgtttc agcacttgaa gtatttgtgt taaagaagaa accaccaata ataaatgata
  2219761 aaacagatag gaaaacaatg attttgtttt tcaaaagatt tttcctccct tttcttggat
  2219821 aagtttttca gcgacgcttt aatgtcgcat tccttttcaa ctatatagtt agaccatacg
  2219881 atttatgtca tttatgtgaa aaacttttag tggaataaaa aagggaaaga ttgatataaa
  2219941 tatatttttg atggtattta ctgagtaaga aaacgaaaaa aaggaatgct cattatgtat
  2220001 gagtcattcc tttttttaga ttaacttgcc tgttttttat tattttcttt caatttctct
  2220061 gcttgtaaaa agcgattcgt ttcagcaaca acaataccac ttaacccaat aagaccaatt
  2220121 aagtttggaa tcgccataag tccatttgca atatccgcaa atgtccatac gatacctagt
  2220181 tttaaattcg caccaatagc aatcattact ataaagattg ctttataata acgaacagca
  2220241 ccttctccaa ataaataagc tacacacttt tctccataat acgaccaccc taaaatagta
  2220301 gagtaggcga ataaaataat tgcgataccg agaatcatac tacctgcagt accgaataca
  2220361 gattggaacg caagtgttgt agcttcaacg ccagttttac cagatttcca tgcgcctgta
  2220421 gtaattaata caagtcctgt aattgtacat acaataaaag tatctagaaa agtaccagtc
  2220481 attgaaacta aagcttgctt tgcaggtgaa tcagtttttg cagccgccgc ggcaataggt
  2220541 gcactcccta aaccagcttc gttcgcaaat acgccgcgcg ccattccgat ttgaatagca
  2220601 gatgcaactg ttgaaccgat aaaaccacca gccgctgcag taccgttaaa tgcaccagaa
  2220661 aaaataagtg aaaatgcttc tggaatttga tcgtagtgat agaaaataat aataagacca
  2220721 gcaatgatat aaaagaaagc tttaatagga acgacatacc ctgtcacttt cccgattttt
  2220781 tttacaccgc ctaaaataac gatagcgatt aaaaatgaca ttactatacc agttaaagca
  2220841 ggggggaaag agaaattaat tcgcattgcc tctgcaactg aattagactg caccatatta
  2220901 ccgataccga aagaagcagt tgtaccgaat atagcgaata aaactgcaag ccatttctta
  2220961 cctaaaccac gttctaaata gtacattggt ccacctgaat attcaccatt ttcattactg
  2221021 acacggtatt tcactgcaag aattgcttcg gcatattttg ttgccatacc aaacaaagca
  2221081 gtaatccaca tccaaaagat tgcaccaggt ccaccgatcg tcacagcagt tgcaacacca
  2221141 gctatatttc ccataccaat cgttgccgcc atagctgtca taagcgcttg gaagtggcta
  2221201 atatctccag aggaagatgt atcttctgat tttttaaaag ctagtttgtg agcgtataat
  2221261 agtttactaa actgtaaacc ttttaaacgc actgtgagaa taataccagt accaacgagt
  2221321 aacaataacg ttggtaatcc ccacacatag tgattgattt gttctaatac tttacttact
  2221381 gtctccatct ttattctcct tttttagaaa aaataaaaac cacttcaagt aaatgaaatg
  2221441 gtctctggag aaacaaggga tagaaaaata aaccgataca aatcggcatt ttctttcgct
  2221501 tgtctctgtc cttttacctg agagattatc cgctatagta gcggatttgc tccttcggtg
  2221561 ctcgttttcc tctacgctat ttaaagcgag agggagtctc tccagagatt cgtccccatg
  2221621 cagttctact tgtaaacaag acctgagagt ttcaaagtcg gttaacaact ttttgccccg
  2221681 tcggtagatc aatagacctt ctcctgaatg gttcatccga attataaaat taataaccta
  2221741 tacgaattga atgtgtatag aatcaataaa aacattatag atatacaatt agtgaaatgc
  2221801 aatcattttt tattttaaaa tagtaaagaa ttctattttt tcgaaagtcc taatttctct
  2221861 tcaacttcag ttaaagtaga taaagcgatg acaatatgtt gatctgcaag ccctaaagca
  2221921 tgtttagtat tttcaattgt tgcactgttt agagtagagt tagtggcccc gtctataatt
  2221981 aaatctgctg cgtttttcat aaatttagaa gcagccttaa attcagttgt gaaataaact
  2222041 agttgctctt gtatttgtac gtccgatata ttttctttaa ttttcaatgt gtctatttca
  2222101 ttcataatgt tttcatattg tttggaaaca gcattcattg taactaatag tttatctctg
  2222161 gctactgaat caccgttcgt gttaatttct tcccaagcag gcaaccaatc tttttcgatg
  2222221 atgtcattat aattagtagt caattcatta attttaggtt gcaatttaga tttgaaagtt
  2222281 gttgtatccg ctgtttctac agttgctttt tcgctgttat ttttaccatt agtaacgtag
  2222341 aaaattgtac cgaaaatgat gaaaatagaa ataacaactg tccatttagt aaaaagtaat
  2222401 ttctgcaata tgtaacgcct ccaaaattta aaaacttata attataatat ataacaataa
  2222461 tgttgtttca tgtagagaaa ataggttaga aatgatttaa attatatctt ttctatacac
  2222521 gaataattaa agttagtaaa atgataaaag aaatatgtga gaaaagagga attttagtga
  2222581 aaataaatag aagaaaacta gttttaaata gttcaatggc tatgctgtta attagcttaa
  2222641 ttgcactcat atatttagac aaagaatcta aaattgcaga ttttccagta ccaatgtcag
  2222701 caatccatat taacgatgat aaggaagagg attataaata tataagtgta atgcctatta
  2222761 taaaggtaag tggatgggag aacttagggg aaaacgggca tactgttagt tttaaaaaag
  2222821 gggagcggaa ggtaactgta ttacattatc cgggagaaat tacgtattat ttatttgaga
  2222881 aaaagatgaa taagggagat tagctaaaga tgtaattcat taagagttac atcttttttg
  2222941 cattctgaat tatttgaaat taaatttgat agatgttttg atagatgtag tgataaatat
  2223001 gattagttct atatgtctat aaagagtatt agggtgatta taaaaatatt atgtgaacta
  2223061 attattgtga gaagaagata aattatatac taaaggggaa attaaaaatg ttactaaaaa
  2223121 caatctattg taaagtagaa gaagagaaaa aagagttatt ttcaatggca caagaaaaat
  2223181 ggcgtgatat acagcatcta gatggatttc atggacaatt tggtggatgg cataaaggtg
  2223241 aggcatgtgt atttacttta tgggaagatc gaggtgcata tcaatcattt atgaatggtg
  2223301 ctcacgatac aatttattta aatagtaatc aagaggatac gtttctttca tgtgaaattg
  2223361 aattatttca aacattgtat gatatagcag aagtgccttt gaaagacgtt gttacagaag
  2223421 gatccttcgt aagggtggct gtatgtgatg taaaggacga aaaagaaaag caatttttac
  2223481 ataaacaaga aacaatttgg aataaaggaa tggaaaatat aaaagggatg ttaggtggag
  2223541 tagttgggaa gtctttaaaa aatgaaaacc gttacatcgt gttaacttat tggaaagatg
  2223601 aaaaagcgca tcaacattat gtagaagaaa ttttccctga gttgtataaa ctagctaata
  2223661 ttcatgaaga tatagaggat ataagaggaa aacaagctgt atgtaaggaa gaatggcttg
  2223721 tatattaagc gcggaaaaag tgcataaatg aatgtataat aaagatattt tcttataaat
  2223781 aagtaattaa tagaagacgt tatatgccct ttcatgttaa tatatttaag ttataatagg
  2223841 aggcttaccc ttttgtattg tacggtagaa gcagtgtgag cttgaaattt ttttagaaaa
  2223901 ggatgtgcct aatttgcgta tcaataaatt tattagtgaa gctggaaaag cgtctcgacg
  2223961 tggagcagat aaactaatta atgagagaag agtaattatt aacggcaagg ttgcaaaaat
  2224021 tggtgaccaa gtgaatccag gtgatgatgt acgcgtaaat ggagagcaac ttcgcattgc
  2224081 tcgagatcac gtatatattg ctttaaataa accagtaggt attacatgta caagtgaaaa
  2224141 atcggtaaaa ggtaatatta tcgatctagt gaatcatcca ttacgaatta gtcacattgg
  2224201 acgtcttgat aaagactcag acggtttaat tttgttaacg aatgatggtg atatcgttaa
  2224261 tgaaatttta cgtgctgaaa acaaacatga gaaagaatat atcgtttcag tagataagcc
  2224321 aattacacct gatttcttag aaaaaatggc agctggtgtg aaaattttag gaacgaaaac
  2224381 acttccatgt gagatcacac agttatcaaa atatgagttt aaaattattt taacacaagg
  2224441 attgaatcgt caaattcgcc gtatgtgtga agctttaggg tatcaagtat atacgttaaa
  2224501 acgtacgaga attatgaata ttgaattgaa taacttacca gttggacagt ggagagattt
  2224561 aacgaagaaa gagaaaagac gtctattttc agacttaaat tacgaaccac aagattggta
  2224621 aaattgagaa gaagaaacca aaaatctatt tttggtttct ttttttatta aataaaaaat
  2224681 atttttttaa cacttgcaaa aataaaatga ataagatata gtaaataaca attaatggat
  2224741 gtacttttaa aagcaaagaa aaggacacga gttattttac ccggttatac agagaaggaa
  2224801 ggaaagctga gaacttccta acgcagaaaa ataacttacc accttagagc tgcactaggg
  2224861 aaacgaagta tctagtgccg tgtaagcgac gttatcgcaa aagaagccat tatgtttttt
  2224921 gtgatgggaa tctgggtgga accacggata taagcatatt cgtccctatt ttagggacga
  2224981 atatgctttt ttgcattcaa tttcataata agcgaagaaa aggacacgag ttattttacc
  2225041 cggttataca gagaaggaag gaaagctgag aacttcctaa cgcagaaaaa taacttacca
  2225101 ccttagagct gcactgggga aatgaagtaa ctagtgccgt gtaaacgacg ttaccgtaaa
  2225161 agaagccatt gcatgtttgt gatgggaatc tgggtggaac cacgggtata agcacgctcg
  2225221 tccctattgt agggatgagt gtgcttttta ttatgaaatg gagagatgaa aaatgaaaga
  2225281 acagatgatt gaaattaaat ttccagatgg tagcgtgaaa gaatttgtaa aaggaattac
  2225341 tttagaagaa attgctggat ccattagcag tagcttaaaa aagaaagcag ttgctgggaa
  2225401 cgtaaatgat gagttatatg atttacgccg taatattgaa gaaaatgcgg aagtagaaat
  2225461 cattactata gattcaaatg aaggagtaga aattgcaaga cactccgcgg cacatatttt
  2225521 agcgcaagct gtaaaaagat tgtatggtga tataaatctt ggagtagggc ctgttattga
  2225581 aaatggattt tattatgata tggatcttcc gagtagtgta aacgtagaag atttacgaaa
  2225641 aatcgaaaaa gaaatgaaaa agattataaa tgaaaatata aaggtagaac gagttgaggt
  2225701 ttctcgagaa gaagcagcta aactgtttca agaaatgaac gatcgattga aattagaact
  2225761 tttagaagca attcctagtg gggaaagtgt aacattatat aaacaaggtg aatttgtaga
  2225821 tttatgtaga ggtccacatt taccgtcaac aggttatttg aaagtatttc aattaactca
  2225881 cgtttccggt gcatattggc gaggagatag taataatcaa gtgcttcagc gtatatatgg
  2225941 tgttgcattc tcttctcaga aagaattaga agagtattta catttcgttg aagaagcagc
  2226001 caaaagaaac catcgtaagt taggcaatga actggagcta tttatgtttt ctgaagaggc
  2226061 tccgggaatg ccgttttatt taccgaaagg ccaaattatt cgtaatgaat tagaagcttt
  2226121 tttaagagaa attcaaaaag aatataatta tcaagaagta cgcactccat tcatgatgaa
  2226181 ccaagaagta tgggaaagat cagggcactg gggacattat aaagataata tgtatttctc
  2226241 agaagtggat aataaaagtt ttgcattaaa accgatgaac tgcccagggc atatgctaat
  2226301 gttcaaaaat aaattgcatt cttatcgcga attaccgatt cgtatgtgtg agtttggtca
  2226361 agtacatcgc catgaattta gtggggcgtt aaacggatta ttaagagtac gtactttctg
  2226421 ccaagatgat gcacatttat ttgtaactcc agaacaaatt gaagatgaaa tcaaatctgt
  2226481 aatggcgcaa atcgattatg tatataaaac ttttggattc gaatatgaag tagaactttc
  2226541 tactcgtcca gaagattcaa tgggggatga tgagttatgg gagcaagcag aagcgtcatt
  2226601 agaaaatgta ttacaatcgc taaattataa atatagacta aatgaaggtg atggtgcatt
  2226661 ttacggaccg aaaattgact tccatattaa agatgcttta aatagaagtc atcagtgtgg
  2226721 gacaatccag ctagatttcc aaatgccaga gaagtttgat ttaaattata tagatgagaa
  2226781 gaatgaaaag agaagaccag ttgtcattca tagggcagta ttaggatctt tagatcgttt
  2226841 cttagcaata ttaattgagc actttggagg tgcattccca gcatgggtgg caccagttca
  2226901 agtgaaagtc attccagttt caaatgcagt ccatgtacaa tacgcagatg aggttgcaga
  2226961 taaattagca caagctggtg ttcgtgtcga acgagatatg cgagatgaaa aattaggata
  2227021 taaaataaga gaagcacaaa tgcaaaaagt tccttatgtt cttgttattg gtgataagga
  2227081 aatggaaaac ggagctgtaa atgtgcgtaa atatggggaa gaaaaatcag gtgtaattga
  2227141 actagatatg tttgtggaaa gtatgaaaga ggaaataaat aatcgaaaat agatttaaaa
  2227201 aagaaaacac accaattcaa aaatggtgtg ttttcttttt taccttacaa aaatgtaaga
  2227261 taaatgtaag cgaaatcgaa ggaacgagtt gtagaaaaat gagaatatga agtaggaaat
  2227321 agcttcatgt agcctgtgta accttaatag gatgaataat taaaaaatgc ttaagaattt
  2227381 acatgagaaa aagataagaa atatgtgaga aattaaattt atataaaagg aatggagtga
  2227441 aagagatgtc aacaaatgta gttactgtag aaagtgtaga aaaaacgtat gggaaaagaa
  2227501 atgagaatca gtcaaaagca ttaaggggcg tatcattaaa tattaaggaa ggggaattcg
  2227561 tcgggattat gggtccttct gggtctggaa aaactacttt acttaatgtg attagtacat
  2227621 tggatcaagc gacaggtggt agtgtgacaa tagctggtac aaatattact tctatgaagg
  2227681 gcaatgcgtt atctgatttt cgttctcaaa aattaggttt catttttcaa gattttaact
  2227741 tacttgaaaa cttatcaatt tatgaaaata tcgctttacc actttctttg caaggcgtac
  2227801 cttcaagtga gattactgga aaggtgaatg aggttgcgaa gaagttaggg attactgaaa
  2227861 ttttaacgaa atatccaact gctgtttctg gtggacaaaa gcaaagaaca gcggcagcac
  2227921 gagctttagt acataatcca gcaatcgtat tagctgatga accgacagga gcgcttgata
  2227981 gtaaaaatgc ataaagctta ttagaagcga tgcaagattt acatgaaaat cataatgtaa
  2228041 gtattttgat ggtgacacat gatgcattta gtgcgagtta ctgtgagcga atattattta
  2228101 tccaagacgg tcttttatat aaagaattaa agcgtcaagg aaagcgagaa aatttctatc
  2228161 aagacatttt aggtgtgctc gctcatatgg gctcagctgc tgagtctaag tagggggcga
  2228221 gattatgtta tttaaattat cacgtcatag tatgaaaaag atgttaaaag attatatggt
  2228281 tttacttatt ggtctcgtta ttagtattag tattttttac atgttccaaa cgatggcgat
  2228341 gaatagtgaa tttacgaagg ataatagtct tattagtagt attagactcg tattctgggt
  2228401 aggtgcaata ctattatctt tcataactgt attttatatt atatatgcca attctttctt
  2228461 actcacatta agaagaaaag aactcggtat gtacatgatg cttggagcga aaaagaaaaa
  2228521 agtagcacag ttattattta ttgaaacatt cggtatgggt attgttagta ttattatcgg
  2228581 gattttagta gggatgttac ttgcaagtgt agcaggaaac tttttaatga atggtatgga
  2228641 aatttcagca aaaggtagtt attcatctgt atatacacca gcaatcttag ttacagctat
  2228701 tttcttcgta atactatttt ttattactgg tttaatgaat agcatccgtt tattacgaaa
  2228761 aacagaacta gagctaattc gtgaagatga aacactagat gaagtgaaga aaagtaaaac
  2228821 tcgcattatt ataatgacag tacttggtgt attactagta agtacaggct actattttat
  2228881 cgtaaatata aaaatgtttg ctgaactcgg ttttataata gcgacaatcg tcacaacact
  2228941 tggaacatat tttatcttta gttcattgct cccatttttt gtgatgaaaa ttaaaggaaa
  2229001 taaaaaacga aatgaaacgg gcttaaatag ttttacatac gcacagctac gctttcgagt
  2229061 aaatagttta tcgagagtat taggcactgt agcgatgtta attgcattag gggcaggtgc
  2229121 gatgacagca ggtatggcgt tccaaaaaaa tgtaggtatt atgacagact tctcacgtgt
  2229181 gtatgatgtc gtaattcatg atccaaatga acaagataca gctgcattaa aagaaatgga
  2229241 aattgttgaa gaaagcaagt acaagtataa agtagatggg gaagcggttt attacttacg
  2229301 taatgattta acagcgaaac caccactaat ttctgaacgc tttgatacga aaactttaaa
  2229361 agagcctgcg cgtaaacggg tggccgaacc tttaacggaa cctgtatact ctgctttaga
  2229421 ggctcctgaa ttagcaaaat tccctcgtat gccgaaagat tgggaagatg caattgtaag
  2229481 agaaatacaa attacacata atcaatttaa tggaaaacct gtaagaattg cagatgaagc
  2229541 gtattataaa ggaattcaag gaacagaaca cactgtaaca ttagcaaaag tagatgatat
  2229601 gaaaaagtat aaaccgttgt tgattgaaat agataagaga caaaaagaac aaattgaaaa
  2229661 aacaacaggt acaaaagtag acatatttac gaaaatgaca atttatcaat taacgagcag
  2229721 tttaatgagc ggaacaatgt ttatgggatt tttcctcgga attgcctttt tagcgatgat
  2229781 ggcaagttca ctaatgttca aaatattaac aggtgcttct cgtgacgtac gacgttatga
  2229841 aatgttacgg aaaattggtg tgagacgtag tatgttaacg aaaagtatat ataaagaaat
  2229901 ttcatattta tttatcttcc cagcaattat tggaatttcc cacgtgttag tagggctaaa
  2229961 cttatttagc ttcatattag ttgacccgtt tgtaaaagtg tgggtgccaa ttgggatttt
  2230021 cttagtcatt tatttcatct attactggat aacagttcaa ttgtataaag gaatggtaat
  2230081 gccgaaagaa gaggtagcta aatagtttat gaaaagagtc cttgtttgaa aacaagggct
  2230141 tttttctata tttgtaatac ctgtgattaa gtttttctac gattaatgta ttgaaaatta
  2230201 agaaaatatt aagagtttat atagcggaat gttaagaagt ctatgggata ttaagaatgt
  2230261 acaaaagatc aagttgaaat tagaaattgc agttgatgta cattcctatt ttttaaggta
  2230321 gttttacaga actaaattga tgtttttata aatttaaaag aaaggaaacg acttatgaag
  2230381 aagatagcaa aattaataaa atttattggt gccatcacta tactattatt aattgtagca
  2230441 ttaatatttc ctacatggac ctcgcaaata aaaggacaaa acagtataag tacattagag
  2230501 aaagtagaga taaatggaag tgatcatgaa attatgatac gcggcaaaga taagaacaat
  2230561 ccggtaatta tttttgtaca tggtggacca ggtacttcag aaataccata tgctcaaaaa
  2230621 tatcaagatt tattggaaga gaagtttaca gttgttcatt atgatcaaag aggaagcggg
  2230681 aaatcgtatc atttctttga ggactattca aatcttacat cagatcttct tgtagaagat
  2230741 ttattagcta tgacagatta tatttcaaaa cgtcttggta aagaaaaggc aatattgatt
  2230801 ggccattctt acggtacata tatcggaatg caagctgcta ataaagctcc tgaaaaatat
  2230861 gaagcgtatg ttggtatagg gcagatgagt gatacattag aaggtgagat ggatagttta
  2230921 aagtttgtca tagaccaagc ggaaaatgca ggcaataaag aggaagtttc ctatttaaat
  2230981 ggattaactg aaaaaattaa aaatggcgat acatacactc cgcggaatta tgttgggaaa
  2231041 tatggtggaa catcaagact cattgaaaat ccagatggtg ataacatcgg gatgttactc
  2231101 agtaatgaat ataacttgtt agacgtaatt cgttataacg ttggattatc acactctcag
  2231161 actgtcttat tagaaaaaga tttaaagaat ccattaccta ctaaggtgaa gaaactgaag
  2231221 ttaccgtttt atttccttat ggggaaatat gactataata cttcatttca tgcggcaaaa
  2231281 acatattttg atacgattga agcagagcaa aaagaattta ttacttttga aaaatccgcg
  2231341 cattatccac aatttgaaga gaaggaaaag ttttatgagt ggatgtgcga tacattcgta
  2231401 aagtaaataa agtgtatccg aactatagag aattaaaaaa attagcgaga tgtatcgtta
  2231461 cataaagcga aatcaaataa aaaagactct tgtataaaaa ataagagtct tttttataat
  2231521 gttctctata cagaaggaaa atattggata atagtcgaaa aatataatat aacttccaag
  2231581 aaatgactag aataataaaa ttttgtcgaa agaaaggata cgaagtatga aagaaatgct
  2231641 acagttattt cgcaacaaag tgtatgcacg tttttttcta gcaaatattt tagagcgact
  2231701 cggttctatg attgctggag tttctttaat gttttatttg ctagatcaat acggaaaaca
  2231761 accagtttac gcaacaatga cacaaattat gattgcatta cctgcattaa tcttttttct
  2231821 attagtaggg acagtagtgg atcgttttga tagacaacgt atttgtacag taagtaacat
  2231881 atgttgttca ctctgtaata tcggaattct aatttcgctt tattacggga tgattatact
  2231941 tgtctttcta tttttatttt tagaaaatgc atgtatacaa tttttctctc catcagaaca
  2232001 gtcgatgata cagggagtag ttgaatcaga ccaatatggt gcagcagcgg ggattaatca
  2232061 aatggtaaat agtttgtatg ccttgtttgg tgtaggaatt gcaacgatgg tgtactggac
  2232121 ttttggaatt tacgggagca ttttagtaaa tacgctcaca tttattatga gtggtatttt
  2232181 gattcaaacg atctccattc cagaaaaagt tcgtttgcca aatggtagaa caaaatggaa
  2232241 agaagttaat ttaaaaatgt taataacaga gtttaaagaa gggattaggt atatatacca
  2232301 aaatgaaact ttaaaaaaat tacttttagg atttatcgta tttggactat taaatggtat
  2232361 tttaagcgta tctactactt acatattaaa atacaaatta gcaccagcta cgtatgaaag
  2232421 tttagcaatg gtaggcggtg tagttggagg gatttcatta ctaattggaa gtatagtagc
  2232481 aacgagtata ggtaagaaat atgcgccaaa acctattata gtttttggta tggcgggctc
  2232541 agggatcttt ttcggtatgt gttactttgt aaattacgta tggtcttttt atgtatgtat
  2232601 tgcttttgcg actttctttt taccgtttat taatgttgca ataatgggct ggatgtatga
  2232661 aattgtagaa gagtcattta tggggcgcgt tcaaagttta cttagtccat taacgacagg
  2232721 attccagctt ttatctctcg gtgcgatagc aatgttattc ccgaaatgga ttcgtgcaga
  2232781 tacattgtat atcattttat ttggtttatt actttttgtt acatgtttat atcaagctat
  2232841 tctacctagt gggcaaaagc gagtacatgt tgtcgctaaa gaaatgtgat atatttagtt
  2232901 ttttatttct gaatattcta tcgaatagta aggggaaatc gttatgttga tgcgaatggt
  2232961 taagtggtgt gggattactg gtttacaact agtagctgca atcttatgta taatctgcct
  2233021 aggtgcacta ccgtgtttat ttaagggatt gcaaattgat ttaatcggtt tttggaacac
  2233081 gattgtattt cttggaggaa agttacttca accgggggaa ataacatacg gttttcgaga
  2233141 ctcaagaaaa ttatttccgc aaatatgaat tcattattta gagacaatgt ttgtgtttat
  2233201 ttcggcattt ttactgtcat tacttattgc atatcttctc gttgtgtggg tattacaacg
  2233261 atctcaatca aagcaacgaa tgtggaatgg gatttttgtc gcacttgaaa gcatcccaga
  2233321 tattttaata attttattat ctcaacttct agttgtaata atctttcaaa agacagggtt
  2233381 tatgccagtt aaacttgcag ggattgggga ggaaagggct cgcctgttgc caataatatg
  2233441 tctcactttg cctacaacgt tattatttat taagttacta ctattacgtt ttagggaaga
  2233501 attagagaag gattatagta tatttgctaa aagtaaaggg cttagtttaa gacatatttt
  2233561 aaaacatcat atttcaagaa atgttttgtt aacaacaatc tattatgcaa aaacaaatat
  2233621 tttatttatg ttatcaaatt tatatattat tgaatggata tttaatacgt atggcatgtt
  2233681 tgtttttgta aaagaaaatt cgaaattaga aatatttaca gtgagcttaa ttatgttata
  2233741 cgtaccgctt tttatactat ttcgtttatt acatacgttc ttacaaaatg ttataaagga
  2233801 gcgtgtgtaa catgtgggaa gttgtaaaaa gagatgtaag attttggatt ggtgttactt
  2233861 ttttaagtgt acttatgatt gttagtattg ggaatacgtt gtttttcgac gggaatattc
  2233921 gcgaactaac gatgatgtat aacgaaaaag gagaactaga ggctgctccg ttttcaccgt
  2233981 cgagtaaatt ttggttcgga agtgatgaga aaggacgcga ccttttccag ttaataatag
  2234041 aaggagcaaa atggacagtt ggcgcgagtg taattatagc gattttacga gttatagttg
  2234101 gaggggggat aggcttgctt cttggtatgt atagcaaacg gtcttttcca gttatatcat
  2234161 ctttttttga tccgttcagt attgtaccta tggttatggt ttctttcttt gtattaaagg
  2234221 aagttttagt ttttgaaaat gggacagtac cagaaccgtt tcatttaagg gtaatatttc
  2234281 aaatggttat ccttatatgt ttagcggtac caacaattat gttatataca acgcaggaag
  2234341 tccgtcggat aaaaagagaa gaatttatga tggcagcaac tgtgcttggg agaagtaatt
  2234401 ggcatagaat gaaaaatcac gtatggccac acgtattgcc atcatttttt ttacttgtcg
  2234461 cccaacaatt tgtgagcact ttattacttc ttttacatct tggcttgttg gagttatttt
  2234521 ttggtggaac aataatttct ggtttagagg cagatagtgt aacgaaagaa tggactggtc
  2234581 taattggtca aaacttccgc cacttaacta cacatacatg gattgtactt ataccgattg
  2234641 cattttatag tatgacaatt ctcgcaggaa atctagttag taatagcatg caagatgcga
  2234701 ttaaactagg gaatataaga acacctaaga gcaagaacaa ggataaagaa atgaaggaag
  2234761 agatacaagt acaacatact gtgaatgatt tttctttcta tagagaggta caaaaataaa
  2234821 aaaagatagc tgaagacaaa ttgttttcag ctatcttttt ttgtttaatt tagtgatgtc
  2234881 cagctagtag agtaaacact attattaaga aaaatccact agatgcccac attaaaaatg
  2234941 taagaaaaga gagctgtttc tttgccttcc aaagcatttc atgaattgtg acatagccaa
  2235001 gtgaaccgat agcacttccc ataatgagtc cttgcaggtg aagagctttt ccttccatca
  2235061 aaataccaaa aaccgtacca gtaccgagaa taagggaaag taataaagtt gttaataaaa
  2235121 atgaaatata tttatgcttt gtaaagagaa aggggataat taaagctaat ccttctggaa
  2235181 tatggtgaat gacgattgcc attaaaaagg gaatggcaga gtctgcatga ttaataaaag
  2235241 ctgtacctaa agcaaagcca ctcggtaaat tatgaataaa tatagcgaaa gagaggaaaa
  2235301 ggaaagtttg ccaagcttgt tgatcttttt tatgtatcat tggatgatga caatagttat
  2235361 ctaataagct cataactaaa acgccgatag ctataccaag tataggacca attatttcat
  2235421 agcttgaaaa tgtttcagga ataatttcaa gggataaaag cccaagcaaa acccctccac
  2235481 ataatgcgta taaacggtgc atcttttctt caattagctg gcgcgtagca atgctaacag
  2235541 caccgcctaa tagtaatccg ccaaatgaaa aaaacgtaac aatcattgga atccataatc
  2235601 tttccatagt atcacactcc gattcttcca cttattttta gcttacgaat aggaaagtta
  2235661 gaatagtcca agtaattgtg tttgattata gagaaaaaac taataattcg ttataattta
  2235721 tatattaaat ttaagtggaa ttatgaaatg gggaataagt ttgcaaaaaa agtggagtct
  2235781 atctgaatat gaaaatccaa aacgatatga tatagaaaat aaaagtttat cagattttcc
  2235841 gtttttacta tcatgggcac aaaagctaca tatacaaaat gaatggattc tagatattgc
  2235901 ctgcggtaca ggaagggtta caattccatt tatagaaaat ggatatcaaa tgattggtgt
  2235961 agatatacat gaaggaatgc ttgctgaagc aaagaaaaaa actacggatt gtaagaaggt
  2236021 aaaatggtta caacaagact gtttacaatt aagcatgaat gaagcgattc cgtttgcatt
  2236081 tatggtgggg cacggattcc agcatttcct tacgaataca gatcaaaata aattattaac
  2236141 atctattcat catgtgttag cagagaatgg tatatttata ttcgatacac gttttccttc
  2236201 aaaagaagaa ttaatacagc catctacaga agaatattgg acaacaatta gtgatgaaaa
  2236261 gggaagaaaa tgtgatctat atactgaaat gacatatgat tcaattcagc aaatacagca
  2236321 ctacataaca acaagaaagt tttatgatga ggatgcacta gtagaggaac tgaaaacaac
  2236381 gattgatctt cgctatacgt atcctcagga gttagaaaga ttattagtag cgaatggttt
  2236441 tgaattatta catatatata atgattggga aggaaatgag ttaggggaag attgctattc
  2236501 tatggtagta gtttgccgga agaaaaaata gtattatttt aaaaatatga gtgtaaaaag
  2236561 cctttaagga gagaaaaaga tgtcttggta cttagataat gtttatgaat taaataaaga
  2236621 agcgccgtat acattctacc ttcctagctc agaagttttg gcgaaattaa gggttggaga
  2236681 tttggtaaag ctaatttttg tatctaaaaa agaggaagaa gatggattta atggtgaaag
  2236741 aatgtgggtt aaaattactg aaagaagtga gaagaagttt ataggggaac tgagcaatga
  2236801 accatatcga ttagatttaa aaataggtga taaaatttca tttggaattg aaaatatatg
  2236861 tgatacggaa tataacgatc cagcttcaaa agattgggat ttttattttg atacgaaggt
  2236921 aattgttagt aatgatgtac tcgaaaaaag agaatttaac tttatgctta aaggggattc
  2236981 aagagaagaa ggtgactctg gttggtcaat attaagtggt tatgagagtg atgactatgt
  2237041 gaatgatcct aaaaactttc aaattatttc aattggagtc atattgaata tagatgatac
  2237101 tattttgaaa tttattgaag aaaccccttt atgtgcatat gaaagaaacg atgaaggtag
  2237161 attctataaa attgaagact atgattggga tgcatattta aatggataga agaatttact
  2237221 ttgttttaaa gaacagtaca ttttgtttcg gaatcatatt aacgttttta ttaagcggat
  2237281 gtaccagttt tagtaaagaa actacagata ccatatactt aattcctgaa gagtacgaag
  2237341 gggatctgat tgttgtgtac aacgtacctg gtgctgagtt gttaccaaag gaagaggagt
  2237401 ttagtgttgt cacttttgca gctgatggga ctgctgtgac atctacaaaa aatatgaagt
  2237461 ttggaacggt aaatgattta tattatacag taaataaaga aggccagcgt acaaaaattg
  2237521 attcgagctg tatacatttt tcttcaactg gaagtagaac cgaaaattcg tgggaatttc
  2237581 catttgcaaa cttagaagta actcgtacag catgttctca agaattttca gccaatggca
  2237641 gagaggtacc agagaatcaa gagcatcctg ctgaaaagaa gatgagagat ttaatgcagc
  2237701 gtatacaaga acggtatatg aataaagtaa aatagttatt gtgttaaata gcaaaaattt
  2237761 aaaagtggtg aaaattaaag agaatagtag taaatggagg aactaatgat gcaacaaatt
  2237821 aaaaaaatag gaaactcatt ttggtacatg acaccagttt ctgaaacaga tagacctata
  2237881 ttgggaatgg ttgttggaaa agaaaaaacg ttaatgattg atgcaggaaa ttcagaggaa
  2237941 catgcacaat tgtttttaga aatgttaaag gaacaaaatg tatcacatcc tgatttcgta
  2238001 gcattaacgc attggcattg ggatcatatt tttggattgt ctgtactaca agatgcattg
  2238061 tccattgcac attctgaaac gaaaaaagag atgagtacac ttgtttctta tgaatggaca
  2238121 gatgaagcgt tggatgcacg tgtaaaaaaa ggtattgaaa ttgagttttg tgcggattgt
  2238181 atcaaaaaag agtttaatga aaaagcgaga aatattaaaa ttatccctcc aactttaaca
  2238241 ttcgagaatc aatttgaatt ggaccttggt gaagtgacct gcgtgttaaa acatgtgggc
  2238301 ggagatcatg cacatgattc agttgttatg tatatagaag aagaaaagat attgtttgta
  2238361 ggagactgtc tatatgcaga tattttttct tctaagtgga actatacgac gaaaagaacg
  2238421 tttaaattaa tagaagaatt ggagaaattt gatgctgaaa cttatattct ttctcatggg
  2238481 caagcaatag atcgagctga atttttacaa gaaattcatt tgctaaaaac agtaggaact
  2238541 tatacagaag ctcataaagg tgatgaagag aagataaagg cagcatataa acaagagcta
  2238601 gatagagaat taaatgaaga tgaattagaa acaataacgt attttgtcaa tggttatgaa
  2238661 atggtgaatc tataaaacac aactttaatc aaataatagt aaactatata aaaagagtat
  2238721 tgaaagttaa ttcaatactc tttttaatat taagttccaa ccaatttcca attatttttt
  2238781 actacgtaca atttgaagct acaccatttt ttgttgttta tatacagaag cttttaagta
  2238841 gagactttct ttgctaaccg agttatatag tcgaaaaatc gatcgtggtt tacatcataa
  2238901 acaacatgta ccggccgccc atcatcagtt tccactgtac gcccttggct tggcccgtat
  2238961 gtatgaacga tactattgat cgtttgtact tttgctagat cagctttccc aacaaaggca
  2239021 gcagttaata catcccacaa atagtaggta gagttctttg caaagtgaac aagaggggga
  2239081 acaattgcat aacattgacc aaggaaatca ataccgatat actttctctc ttttgcccat
  2239141 tgttcacgta tgtctatagt taggggaact tggtttgtac tttctagcgt tattaagtcg
  2239201 atttctatat ttgcttccca tacgcgagct actgcttcag ggtcccaaaa cgaattccat
  2239261 tcggctgttc catcatgttc aggttcatgt acattgcctg cagtacgaaa tgtaccgccc
  2239321 atccaaacta aacgtttaat tttattttcg attataggtg cttcatatag tgcacgggct
  2239381 aaatcggtaa gaggacctgt aaataataaa gttgttttct cttcagtttg tagaagagtc
  2239441 tcaattaaat gatgatgcgc aggctttgct gctacgtgcg ttacaacttt tccagactca
  2239501 tttaaaatgg gtaaagcatc tacataaaat gcatgcatcc gccagtcttt tggaaacgga
  2239561 ttttttccac gagaattaga agctgctacc tcaatagtat ttttgccgaa gcgatcaata
  2239621 atttttcgac ttgcagacat tgctggctct aaatagcaat ctgctgggat aactgaaaca
  2239681 cctgtaagtt cgacattatc catttggagt aataaaaata gtgaaactaa atcatctaca
  2239741 ccaccatcat gattgaagta cacttttttc atcattgtaa tctccattct ctaatattta
  2239801 actagaaatt aaattttcat tttggaagaa tcattgatta tttctactac ctcaattttc
  2239861 ccattaatca atagctcagg taattcgctt ttgctatttc ctttccaata ctctctagct
  2239921 tgttccattt tttgagagaa aggaatgcca tcttctttcg gtaaaaggtt accgtcacct
  2239981 tcaaaataat ttccaattac tcgtagttta acaatttgta aaaattctcg attgtaagaa
  2240041 tcaaataaag ctttccattt taaagcatct tcatagcttt tagcagcata taaacaagac
  2240101 aatcttgacg gataattagg atattcttgt agtctaacca tttccacaat cgtttctcta
  2240161 atggctctaa ttgtttgatc catgtaattc ataacgactg gagcattttc attatttata
  2240221 tgtaattctt catttttata gtgattattt ataattttca tgccatcttc accactagca
  2240281 tttaattgtt ccttttcaaa aaagaagtga tatagagtat tatgttgatt tttgttaaaa
  2240341 tgaatgattt gtccgatatt catttttctc cttgttacga tgtgatatgc gtaaaatgct
  2240401 gcttcattca tgggtatcct cctagtaata atgtaatgca acgttaaatt tagtaattca
  2240461 acatcgcgat atatataacc tttataagta aaagtgagaa tttgagtaga aaataaagaa
  2240521 aatatatgga aacgctttaa aattgttcac aaaatgttca cttacgaagg ggttttcaat
  2240581 atcgatataa tgacaaagac tcaaagagaa aggatgatga attttgccaa caacaagaaa
  2240641 ggaaaacctc caatttggta tgatgatgtg ccttgggatg gttatcgtaa tgacgtttta
  2240701 caatttacta atgaatggat caggagggcc aattcatatt aaggagattg cattagaact
  2240761 attaattgga tttattattg cgctattaat tgaaataagt attgttggac cttgtgcgaa
  2240821 aaaaattgta ttcatgctac cgtttgataa atcaaagaaa ataaatatta ttattgccat
  2240881 ggcgacagca atggtaatcg gaatggtgtt ctttatgtca tttttcggaa tgattatgat
  2240941 gcatttacat ggtgggctac aaggggactc atttgtttca atatattttt caatttttat
  2241001 taaaaatttc attatggctt atccgttgca attaattatt atgggaccgc ttgtgcgttt
  2241061 cttatttgca aagtttgttt tgaagaataa agctgtaaaa gtagcgtaaa taaatttgta
  2241121 ttatctaact ataaaaatta tataatatta aatgtgatct attgaaagat tgtagcatca
  2241181 tgcataatga agataatcta aatcatacgt ttagttaagt aaaaacatta tgaaaattaa
  2241241 gaaggtatta tgagtcaaaa aaatataagt agaagctatg tgtgaaaaag agattttaaa
  2241301 gtaaaacagt gacatgtaca aagagggtgc aaatgcaacc ctctttgtac attctataag
  2241361 ctttaccgtg ccaaagaata tggtatatgt aagagtcttg atatgtttat tgcttggatt
  2241421 gaaccaactt aaaaaaggat tgtacgtttt gtgggcttga aaaattatca aagacaataa
  2241481 aatcgtctcc atggttcatg gttatttttt tgataaaggg aattacagac atctctaata
  2241541 caaccccatc cgtatgactg aaatcttcta tttcagtata tttgaattcc catttcagac
  2241601 cttttccaaa catagcatca gaacagaaca ataatctttt atttgtagca gctaaaatgc
  2241661 cagatctact gatataacca aaatttatta cgcagtagag tgtagaaaga atatcttctt
  2241721 cactgtttaa gtgttctttt attgttccta gattcgcctt catgagcagg cccccttatt
  2241781 attgtaagta aagtatagta tagtgttgtt aaatttattt tatcatatat taacatttta
  2241841 aaatttatat tattgaattt tagttgaggg atgaaaaggg aaagtgaatt ctttttaatt
  2241901 tctagtacaa taaagtaagg agaatatgac tagaagttaa aatattacta aatatacgta
  2241961 actaatgaat acaatgtctt tttcagttat tatgttgtaa atcattttat gataaaatct
  2242021 tttacataat ttaataaagg ggcagtattc tatgggttat ttctcaaatg gtttattagt
  2242081 tgtgtttgtg cttatcgtat gtagttgtat aatttttggt taataatata atgagagtct
  2242141 tatataaaag aagttatctc aagtgagata acttcttttt attttatgtt gagaaggaat
  2242201 tctatttttc ttattgaagt ttattctagt tattttcacg tcaattgcaa tttttataag
  2242261 gggaatttta tggagcatta acaaactata gaataaggag tatttacatg gaaaatagta
  2242321 tacgctacac aagtgaacat cctacagatt ttaatggatt attagcctta tacgaatctt
  2242381 taggatggaa ttctcttaaa ttaacggtga atgaattgga acaaatgtgt aaacaaagtt
  2242441 ggtatgcaat ttatgcattt gatgataaga agttagtagg aatggggcgt attatatcag
  2242501 atggtgtaat aacgggcgtt atttgcggtg tatgtgtaat gccagagtat cagtccattg
  2242561 gtattggaaa agaaatagta ggacggttaa tccagcgatg tgaacaaagc aaagttattc
  2242621 cacaacttat gtgtgcacaa aaattgcaat cttactatga atctataggt tttgaagcat
  2242681 tctctattgg gatgacaaaa catattatga gatagcggtg ctttatattt tcagtttact
  2242741 cgtacatatt ttcaaacttc attataaagg agaattgctg tatggagatt gcaaaagggg
  2242801 tagaaatgtt acaacttgaa tttcaagaat ttataattca cccaattctt ttatggaatg
  2242861 atgaaatggc agttttaata gatactggtt ttcctggaca atttgaagat atacaagtag
  2242921 agatgaagag agttggggta tctgttgata agctaaaagt tgtgattttg acacaccagg
  2242981 atatagatca tataggtagc cttcctgatt tattggagaa tggtgtaagc gatattaaag
  2243041 tttatgcgca cgagttagat aaacgatata ttgaggggga tttaccttta ttgaaagatg
  2243101 tacatgtaga gaatccacca aaaggaaaag tgagtgacac agtgattgac gggcaagaac
  2243161 ttccgtattg cggtggaata ctaattctcc atactccagg gcatactcct ggtcatatta
  2243221 gtttatattt gaaacaaagt aaaactctta ttgcaggaga ctcgatgtat agtgtgaatg
  2243281 gaaagttagg aggaattcac gccccaacaa ctttaaatat tatggaagca cagcagtctt
  2243341 tgaagaagta tttaaatcta gatattgagt ctgtagtttg ttaccatggg ggattaagta
  2243401 aggggaatat aaagattcaa cttcaaaatt tgtaaaagtc gaagataata attttttgat
  2243461 aatggatgct aaattataaa aaaacatgtt tgaaaaaaat tcaaacatgc ttttttatta
  2243521 aaggaaatct gtttaatatg aatgacctaa tccgttccaa taaaaagaaa cgatttcttg
  2243581 tgctaattca tctatactta taataatagg attgtcattt tcatctttaa aattcccaat
  2243641 tgataataaa gatacgaatg catgagcggc aaatttaggg tttccttttt ggatttctcc
  2243701 aagttgcatc gctttatcga gtgctttttc taacacttca tacatgctat cttcagcttt
  2243761 ttttaattcc tttaattgtt cttcagataa agatagtttt gcatctttca taaaattttt
  2243821 catatcgata tccattgtgg catgtaagta aactttagca aagtttaata atctctcttc
  2243881 taaagtattg tttgtagaga gtatttgcga catattctca cgtatacgta tcatcatttg
  2243941 aatcatagta gcggtaaata aatcggcttt tgttgaaaag taatagtaga cggttgcttt
  2244001 cgtaacacca caaacttttg ctacttcatc catggaaacg acttgataat tttgagtaag
  2244061 aaataatcgt gttgcaactt ctaaaatagt ttcttttgta gattttgtat ttttattttg
  2244121 gcgaggcctt ccgagaggac gttgtttttg ttccaaatcc attcgctcct gacatgtatt
  2244181 cttgaaataa ttataacata atttttaatc attcttgatt aattaaccga ccagtatata
  2244241 taattaatac tggagggaaa aagaaaggtg ggttttttat gaaaaagcat ccgttacata
  2244301 tgttagggag gcttgtagca ggtaaaaata cgcaatggat cactttatcg gtttggattc
  2244361 ttattacatt attactttca tttacgttac cacaagtaaa tagtacgaaa gaaccaaatc
  2244421 cgaaaaattt acctgaaaca gctatgtcgc agcaagcgga agcgcttatg aaaaaagagt
  2244481 ttccgaataa tgcggggaat cctttgttag tagtatggta tagagatggt ggattacagt
  2244541 cacaagatta taaactcata caagacgttt ataaagagtt aaaagctagt cctttaaagg
  2244601 aacaatcaac gttaccacca tttgatacta tcccggaaca agtattatca aaaagtgcat
  2244661 caaaagatgg tacgtcattt gttacaccgg tattctttaa caagtcagct ggaacagata
  2244721 tattaaaaga aaatcttgat gatttaagaa acatagtgaa tagcaaggtc gatgaagatc
  2244781 cattcaagcg aaaaattaat gacgctggtt tacatgttcg attatctgga cctgtaggta
  2244841 ttcaaacgga tgcagttagt ttatttagtc aagcagatgt gaaattgtta gttgctactg
  2244901 tattacttgt attggtttta ttaatcttat tgtaccgctc accaatatta gcgattttac
  2244961 ctttacttgt tgttggcttt gcatacggca ttattagtcc tacacttgga tttttagctg
  2245021 atcacggatg gattaaagtc gatgcccaag cgatatcaat tatgactgta ctattgtttg
  2245081 gtgctggaac ggattattgt ctatttttaa tttcgagata tcgggaatac ttgctagaag
  2245141 aagaaagtaa atataaggcg ttgcaacttg caattaaagc ttctggcgga gcaattataa
  2245201 tgagtgcatt aactgttgta cttggattag ggacattatt acttgctcat tatggtgcct
  2245261 ttcatcgatt tgcagtgcca tttagtgtag ctgtattcat aatgggaatt gctgctttaa
  2245321 cgattttacc agcattttta ttaattttcg gtagaactgc attcttccca tttataccga
  2245381 gaacaacttc gatgaatgaa gaattagcaa gaaggaaaaa gaaagtagta aaagttaaaa
  2245441 aatcaaaagg cgcctttagt aaaaaacttg gagatgttgt agtacgaaga ccgtggacaa
  2245501 tcattatgct cactgtattt gtattaggtg gattggcatc atttgtacca cgtattcaat
  2245561 acacatacga cttattagaa tcgtttccta aagatatgcc ttcacgcgaa gggtttacgt
  2245621 taattagtga tcatttctca gctggtgaac tagcgccagt aaaagttatt gtagatacga
  2245681 aaggaaaaga gcttcctata aaagaagaac tagagaaatt ttcttttgta aatacagtta
  2245741 aagacccaaa agagggtaaa gaaaataagc aaatacaaat gtatgaggtt tccttagctg
  2245801 aaaatccata ctcaattgaa gcgttagatc aaatacctaa attgaaaaac agtgtagaaa
  2245861 aagtattcaa agatgctggg attagtaatg cagaagatca actatggatt ggcggagaaa
  2245921 cagcttcatt atatgatact aagcaaatta cggaacgtga tgaagcagtt attattccag
  2245981 taatgattag tattatagct ttattattac tggtttactt acgatcaatt gttgcgatga
  2246041 tttatttaat tgtaactgtt gtattatcgt tcttctcggc actaggagca gggtggctac
  2246101 tacttcatta tggtatggga gctccggcca ttcaaggtgc gataccgtta tacgcattcg
  2246161 tatttttagt tgctttaggg gaagattata atatctttat ggtctcagaa atatggaaaa
  2246221 atagaaaaac acaaaatcat ttggatgcag taaaaaatgg tgttatacaa acaggtagtg
  2246281 tcattacatc tgcaggttta attttagcag gaacttttgc agtgttaggt acacttccaa
  2246341 ttcaagtgct cgttcaattt ggtattgtaa cagcaattgg cgtattacta gatacgttta
  2246401 ttgtaagacc attacttgta ccggcaatca cagttgtgtt aggccgcttt gctttttggc
  2246461 cagggaaact ttcaagaaag agtgaagaag tacaaaaggt ggatgcatag ttaagaaagc
  2246521 caaggatatt ttccttggct ttcttctatg tagtttatta attttttgaa gtcaaatctt
  2246581 cggtttcagc gtgatcagca tcttcaatag cagtttctgg cattccatat aagccgttca
  2246641 ttgcttgttc ttcgatatta agatttgcag tattatcatt ttgaataggt gtagcgtttt
  2246701 cggtaacatt ttctttttta tttacatttt tgttattcat gtgtgaatcc tccaaatttc
  2246761 atttgattta tctatagtat gtggattgat ttccagaaat atgtgaattg attcttgcag
  2246821 atgttatata attaaataaa taattagggt gaaatataaa ctgttaggag tgaacaatta
  2246881 tggtgaaagc aaggaaatta gccttctaaa ataaaaagaa aattttagga ggctattaaa
  2246941 atgaagtttc acgtaattga tagggaaaat tggaatagag agcagtattt cgaacactat
  2247001 ttagaattaa aatgtacgtt tagtatgaca gtaaatgttg atattacgct tttgataaag
  2247061 aaagtacatc aaaagggaat taaattttat ccgactttta tttatataat ttcgagaata
  2247121 ataaataaac ataaagaatt tcgaacatgt tttaacgatg aaggagtttt aggctattgg
  2247181 gaggaaatga tcccgagtta tacaatcttt cataaagatg ataagtcttt ttcaagtata
  2247241 tggacggatt attcaagtga tttccgcatt ttctataaaa attatgaaga agatatgaga
  2247301 tgttatgcta gtgttcatgg tcttttaacg aaagaaaata ttccgcctaa tatatttccg
  2247361 atttctggca taccttggac tagttttact ggatttaatc ttaacattaa taatgatggt
  2247421 gattttctat tacctattat aacttgtggg aaatatttta atgaagaaaa taagattatg
  2247481 ctaccagttt cattgcaagt tcatcattcg gtttgtgatg gatatcatgt aagtcgattt
  2247541 atagaggatt tacaggagtt aagtaatagt tgcaacgagt ggcttaagta atatctaatt
  2247601 tttaattata tgcaattgaa aatgaataaa agaagagacc atgtttttat tacatgttct
  2247661 cttttttatt cattaatact gagttacagt ggaaaatata ggtttatttg tagtttaata
  2247721 gtaaagagaa gtgttgtttt taattgtttt aattttcgat taaataaaat tttacatgat
  2247781 ttaatagggg ggaggaaagt gaagttcgta agtattgaaa aagaagagat cctaattaag
  2247841 aatatggcaa aagtgtattg taaggcattt gaaaaaacaa atttcaatga gatgattgag
  2247901 cgaatgaaaa gacatgtaga atatgcagat tttaaaggta tagtagcaat aaatgatgaa
  2247961 aatgaagtgg ttggttttac ttatggttat cgttcattag aaggacagta ctataatcaa
  2248021 ttaatgagag aagcgttaaa tctagagcaa gtagaagagt ggttacaaga ttgttttgaa
  2248081 tttgtagagt tagcagttca tccacaacat caaaatgaag gtcttggaac gaaattacat
  2248141 aatgaactac taaaagggat tttaaataga acgagtgttt taacaacaca aataaacaat
  2248201 gaaaaagcgc gttcgttata tgaaagatta gagtgggtaa atatattgga gccatttcac
  2248261 ccaggtacaa atgatgttcc atatataata atgggaaaaa ctttaaaaac aaaagtgaat
  2248321 tgataattat ttcattcgca aaggttatta gcttgtaaca ataaagggga aaacaaaaat
  2248381 gacaataata tctatagaaa aagctactat tgtagatgct gaaaaattaa cagaaataat
  2248441 gacaagaaca tttgatgaag aagcagaacg atggttatgt ggtcaaggtg atgttattga
  2248501 ctataacatc caaccaccag ggtattcttc agtagaaatg atgagatatt caatcgaaga
  2248561 attggattct tataaagtaa taatggatga aaaaataatc gggggaatta tagttacgat
  2248621 ctcaggtaag tcatatggcc ggattgatcg tatttttgta gagcctgttt atcaagggaa
  2248681 aggaattgga tcaaatgtta ttaaattaat agaagcggaa tatccaagca taaggatttg
  2248741 ggatctcgaa acatcgagta gacaaattaa taatcaccat ttttataaaa agatgggtta
  2248801 ccaaacaatt tttgaatcag aagatgagta ttgttacgtg aaaagaatag ggacgagctc
  2248861 aaacaaagaa agtgtattta aaaatgaaga catgaaaaat agccaatacg aaaactgcaa
  2248921 cttggaaaat acagagtatt atcaagtaaa tttaaaaaat agttcatttg ttggcagcaa
  2248981 tataaggaat atgaatatga gcaattgtaa tgtaagtcaa tccaagttta gaaatattaa
  2249041 ttttagaagt tcttcatatg cagatttaaa tctttctggc agtaaattta gtttggtgat
  2249101 tttaggtgga gttcaattta aagatacaag tcttggagaa aataaatatc ctatttcatt
  2249161 taatagatgt gatttagaag ggagtacgat aagtagtagt aatctaaaaa atatggaaat
  2249221 agaaaattgt gatatagccg gtatgaaagt aaatagtatt ccaatggaaa agctgcttgc
  2249281 gttatataat aaagtaaaaa gttaaccggg gtaataagat aagttgttca taaatctaat
  2249341 attatatcga aataattata taaaaataac ataaagaaac aaaggagaga agggatttta
  2249401 tgcaggaggc tagaatgaat atgtattgtt aagaatatgg agggaagaaa atatgacgat
  2249461 caaagtaaga gcagtagaaa tacaagatgc cagagcgatt caccgtatat gcatacaaga
  2249521 tgacgtttta ccttatatgg ttttcttacc tagcatgcgt gtagatgcga tggaaaatag
  2249581 aattcgaaat ttagcgtcaa atcaatttga atttgttgca gagtatgatg gggaagttgt
  2249641 tggatttgtt gggttaaccc aaagtccagg acgtagatct cattcgggtg atttgtttat
  2249701 cggggtagat agtgaatatc ataataaagg cattggaaaa gctcttttta caaaaatgct
  2249761 tgatttggct gataattggt taatgttaga gcgagtggaa cttggtgttt tagaaacgaa
  2249821 tccgaaagcg aaaactctat atgaaaaatt cggatttgta gaagaggggg taaaagtagg
  2249881 aaatttgaaa gctcacggaa agtttataaa tgaaattatg atgagtcgtt ttagacctga
  2249941 tggtttaatt gtacataatg gatagtgaaa gcatgacatt atactgtcat gctttttatt
  2250001 tgttagttgt taggcagttt gggttgcatt aaaaataatg ctaaaccaat aaaaataact
  2250061 gtaatgccta gtccttgttg taaagaaata gtctcattta atataaagta cgctagtata
  2250121 caagttccaa tcgtttctcc taaaatgctc atagagataa cagtagcgct catccacttt
  2250181 aataaccaat tgaatattgt ttgacctaaa atcgttgcaa taaacgctaa gccaaaaaag
  2250241 tagagccaag tttgcgtaga gtagtggatg aaagattcgt tttgcatgta agcaaataca
  2250301 ccaagaaaac aggcgctact tccataacta attatcgaat acggtataag tgataaatct
  2250361 ttacgaacat attggctaat gaaaaagtat gcggtaataa ttcctgccgc aataaatgct
  2250421 aaaatatctc cgtataaggc ttctccacta attttgaagt cttgccatcc aatgacgata
  2250481 cttcctgaaa tagcgatgag acaaccgata accgcgcctc tcgtaaacct ttccttgaat
  2250541 aaaaaataac caccaatcat tgagaataaa ggttgtaacg ttacgataac tgtagaactt
  2250601 gctacagaag tatattgtaa cgattcaaac catagtacat aatgtgcagc taaaaataga
  2250661 ccagaaatga atccgaatcc ccattgtctt cttgttattg tttttagttc gcttcgattg
  2250721 ttttgattaa aaagtaataa tggtaacaga attaatacag cgaaaaataa tcgataaaaa
  2250781 gcaatgatag ccgcaggtgc atcggctaat tttacaaaaa tcgctgaagt tgataaggcg
  2250841 aatacaccga aaaataagat gcaatatgaa agaataggtg atttcaaagt ttgtcccccc
  2250901 gatagattgt ctattataat aaactaaata tgataaaatg tacaaaagta agtatataag
  2250961 tctcggagac gatagaaaag gattatttgc ttttgtttag taagtcagca caaaagcgat
  2251021 aaaatatata ttatgatgga cgaaggaagg atttactatg atacatgata ggcttggaca
  2251081 aactgtatta agttatcgta agaaaaataa gatgacaatt cgcgaatttg cggattatgc
  2251141 aggaattagt acttcattaa ttagtcaaat tgaaagagga catgcgaatc cctcgttaag
  2251201 tgtattggaa ttaatagcga aagcgttaaa tgtaccgcta tttacactgt ttattaatga
  2251261 gattgataca gattcactca tttctaagaa gaaagataga aagaaagtat atcgagaaaa
  2251321 tagcgatcat atcgtatacg atgtattaac acctgatttt atgaaagcgc gtattgaaat
  2251381 gttaatgatg gacctaaata aacaagcaaa tacaacggaa aatcactatt cacatgaaga
  2251441 taaagaagaa attgctgttg ttatgaaagg ggaagtttat gtcgaattag aaggcaaaga
  2251501 gtatttctta gaagaaggag atgttgtacg tatcccacca aatgtgaaac atcgtttttt
  2251561 gaataaaagt gatgaatcca atcatatttt atttgtattg acgccatctt taggatgagt
  2251621 ataaagtgat ttttttacgg gggatagaaa ggtggaaaat aaaactcttt taaaaggtgg
  2251681 cctgtcaatt atttctcaat gtaaaaaaga aacaaatgat atttggcatg cacatttcgg
  2251741 agcagctgca attgctagtt atttttttat gaaagataac aatatggaag aagagataac
  2251801 acaaagtatg ttttctcaaa caaaaatgat gctaagtaag caaaacttag gtgaaatcat
  2251861 cggtaaaaaa gaagaaatta attttcacag tgctgaaaaa atgattataa aatcattaga
  2251921 acatacaatt gatgaacttc attgggtcgg acataatgtc atttatgctg cattaagttt
  2251981 attagccatg aaagaattac aaaaatgggg tgataatcaa gatattaaag gaattactaa
  2252041 ccttatatta tcgtttcgaa aaacaattcc aggcagatcg tggattggtt ttacgacgaa
  2252101 ggaagtaaaa caattaaata taaaagatga gatagaaaat gaattgagaa atccgaaaca
  2252161 actttcaaag tttattttaa aagagctctc gcaatttcat attatttata gagcggaagc
  2252221 acatcatgat ttaattggtc atttacttac attttctcat gcaattaata ttatgtatga
  2252281 cttagggcat atagatatat tccatcgagc gatacgtcca ttattaaaac tagtatacgt
  2252341 attacgtgct agtcaaaatc ttacatcgaa tagcgaaata acattacact caccgataga
  2252401 ttgtttacct ttaatcgaat ctaaacgtgc tcatgtatta ccaacagaaa aacgattttg
  2252461 gctaaaagac tatagtacat ttgattggga ttttggacat gtctttaaat tctcatatag
  2252521 ttactttgat catattaaga gggctccaaa atataaagat ataactttag agaaattccg
  2252581 atttgttatg aatatgagat gaagtcattg ttctgtataa agggcataaa tttatttggt
  2252641 gatattatat tattttcata tttgtaagat tttacatgca tattttactt ttactaatta
  2252701 tgtaaatagg ctatactaaa atacatacat tttagtattg gagagagaag taaaacgaca
  2252761 tggaattagt gaaattggaa aaagtaattg aaataaagaa agaagaactt ttatatttag
  2252821 tatcggatta cggaattcaa catgaaaaag tattggcatt aagtcaagaa atagataaac
  2252881 tgattaatta ctttatgttt ttaaaataga aagaactatg acatgatgtg aaaatgttat
  2252941 agttcttttt tatttggaaa ttcaaatgta tattctatat actaataata gatggaatat
  2253001 tctgttttag aggaggggga tacatgatat tacatacgta catttcagga gaaggggaac
  2253061 caatcgtact tttacattct ggtggtatga caggtttagt agaatatgaa gagcaggcag
  2253121 cattttttcg agaacaaaat tatcaagtta ttcgtcctga tttaagaggg catggaagat
  2253181 caggagggac attggagaat tattttctac gttctgttaa ggatttatat gatacgttag
  2253241 tgcatttgca aattgataga tgccatatag cgggtgtttc actaggggga ttaatcgctt
  2253301 tattatttac aaaaaagtat ccagagaaag tgagaacatt aactttttca gggatctttc
  2253361 cggttaagag ggataattgg gaagagtctc tggagtatga agcgaagtgt cacgagcaat
  2253421 taatggaaaa tgaagaagtt gtaacttata tgaatcaaat tcatgaaaaa agtgattgga
  2253481 aagcattgct tgaatcgtgg caagttaaag attggtaccc tttcgatgaa actggtgatg
  2253541 tagcgaatct tcaaatacct acactttgta ttgctggggg agattcagaa gatgaagttg
  2253601 tagctgctac aacgttcaaa caattaaatg ccaatataca tatcgccgtt attccgtttg
  2253661 ctggtcattt agtgcataat gatcaaccgg aaatttattc ggatatattg tctaatttct
  2253721 tacagaatgc gcaagttgct agtcgaatat aaggactttt gggtataata agaaaggaat
  2253781 tattaattgt atcggttagg agcgcagcac atatgaaaac ggttgttgtt atcggtggag
  2253841 gtataacggg actttctact atgttttatt tagaaaaatt caaaaaggat aataatatcg
  2253901 atttaaattt aatccttgta gaaaaagaag agtacttagg tggtaaaatc catagtgtag
  2253961 aagaaaagga ttttattatg gaatcaggag cggattctat tgttgcacgt aatgaacatg
  2254021 ttatgccact tgtaaaagat ttaaatttag aaggagaaat ggtatataac gagacgggta
  2254081 tttcttacat atattctgat aatactttac atccaattcc gtctgacact atatttggga
  2254141 taccgatgag tgtcgagtcg ttgtttagca gtacgctagt atcaacgaag gggaaaattg
  2254201 ttgctttaaa agattttata acgaaaaata aagagtttac aaaagataca tccctttccc
  2254261 tatttttaga aagcttttta gggaaagaat tagtagaaag acaaattgcg ccagtgcttt
  2254321 caggtgtata ttctggtaaa ttgaacgagc ttacaatggc atctacatta ccatatttac
  2254381 tggactataa aaataaatat ggaagtatta ttaaaggttt tgaagagaat aaaaaacagt
  2254441 ttcaatcagc aggaaacaaa aagttcgtat catttaaagg tggattatct acgattattg
  2254501 atcgtttaga agaaatgctg actgagacgg ttgttaagaa aggtgctgta acgacagctg
  2254561 taagcaaaca aggtgatcgc tatgaaatct cttttgcaaa tcacgattca atccacgctg
  2254621 attatgttgt tttagcagct ccgcatgata tcgcagaaac tttattacag tctaatgagt
  2254681 taaacgaaca gtttcataca tttaaaaact catctcttgt aagtatttac ttaggatttg
  2254741 acatactaga tgaacaatta ccggcggacg gtacaggatt tatcgtaacg gaaaacagtg
  2254801 atttacattg tgatgcttgt acatggacaa gccggaagtg gaaacataca tctggaaaac
  2254861 aaaaactatt agtgagaatg ttttataaga gtactaatcc agtatatgaa acgattaaaa
  2254921 attatagtga agaagaatta gtacgggttg ctttatatga tattgaaaag agtctcggaa
  2254981 ttaaaggtga accagaagta gttgaagtga caaattggaa agatttaatg ccgaaatatc
  2255041 atttagaaca taatcaagcg cttcaaacat tacaagaaaa aatgatgaat ctttacccta
  2255101 atatatactt agctggcgct tcctattatg gtgttggtat tggtgcgtgt attggaaatg
  2255161 gaaagaacat tgcaaatgaa atcattgcaa cattaaatga accatcaaat taatatagaa
  2255221 taaataaata aaatgtccct ccattataac ggagggacat tttatttatt ttacttgaat
  2255281 tgagactttt ttgttagttg tattattctc ggtaattatt aatgttatgt tcccggattc
  2255341 tttaaatgaa tatgatgaga gttgataaag ctcttttata ccatgttttt cttttaattt
  2255401 attggtagga agtaatgtta tattcggttt ccatgtttcc tgtttacctg aaggataatt
  2255461 tactattatt tctggattat ttaattgcat tggtttccaa gaggcaaaat gtagcttaac
  2255521 ttctttatct ttttttagta attcttctga gaaatatcca agttctccaa tgttaccgaa
  2255581 aacagtaaag ttttgatttt gtaatgttat atctaaatgt ttaggttgat atgttgctgc
  2255641 atgatacatt ccatatgaaa gagaaagagt agcgatgatt aaaatgctga ttgaaaatgt
  2255701 cttaaaacta ttgcctttaa aactagtcat catgaatgag tttggggcga acttttttgc
  2255761 aaataaaaat atgagtaata tgagtaagag ggataagccg atgaatatat acataggaaa
  2255821 tttacacctc cacaataaaa taatataaca actatatttt accataaatg tatgggggag
  2255881 gttgttgctt tagaagggaa aagtgagtat ggaataaaga gatgatcagt gtactgtgat
  2255941 catctcttta tttttctcat catgtaaatg caagaagggt tactcttagt tcatattgaa
  2256001 ttaagagggg aggcttctct tgaaatattt gattaatggg acattgagga ctttcctaat
  2256061 tataaatatt ttttctgcta taatgaataa gtagaaagaa aggagtgatc ctatggcatt
  2256121 tcctatatta gaaacagaac gtttacgttt agttgaaata gaacaatctt attgtcaaaa
  2256181 aatatatgaa attttttcat tggatgaggt aacatgttat tacggcatga attcttttac
  2256241 ggagtttgga caagcttcac gtatgattga atctttttca aagaattact ttgagaaaaa
  2256301 ggcgatacga tgggggattg tattaaaaga aacgaatact ttaataggta caattgggct
  2256361 aaataattta caactttgga gtaaacgatc tgaaattgga tatgacttac atcctcgtta
  2256421 ttggggaaat ggttatgcat cagaagcagc cagggaaatt attcattacg gatttcaaga
  2256481 tttaggctta tttagaattg gtgctattac ataccctgaa aatgttactt cttgtaaaat
  2256541 gttatgtaaa ataggctttc ataaggaagg attattacgt ggatatattc atcaaggaaa
  2256601 taagcaacat gatgcattat tgtattctat agttcgaacg gatattgaag atataaattt
  2256661 ataataaaaa acccctctta aataagaggg gttaagtaaa aaattaacct aatttaggta
  2256721 ataaacgttc tccgcttttc atgctacttt tacataaagg gcatttaggc tcttcttcaa
  2256781 atgaaaagtt ctttctcatc catcctaaac aatcctctgc ttcacattcc caaacagggg
  2256841 tttgttctgg tggtacttct gctacatcgt tctttcgatt gcgatacatg taaccactcc
  2256901 ttttatgtaa aaaattttag ttatatatta aaaaggttgt taaccgtgct ggtaacaacc
  2256961 tttttattgt ttgaattata gctttacaac gtttttagct tgaggtccac ggttaccgtc
  2257021 ttcaacttcg aagctaactt cttgaccttc gtcaagagat ttgaaaccgt cgccagtgat
  2257081 agctgagaag tgaacgaata cgtcgttacc gccttcaact tcgatgaaac cgaaaccttt
  2257141 ttcgctgtta aaccatttta ctttacctgt taatgtcatg gtaatgcctc ctaaaaatta
  2257201 aaaagattac aatatgatcg gccttatttg aatgaaaaat aaaagttcac atattatcaa
  2257261 aaacccataa ggagtataaa atgttcctga ttgatacttg ataatatgca aagaaaatat
  2257321 attgttaaat tgaccttaag tactatctta caacaaatgg tgggaaatag caagtgctgg
  2257381 taataccagt gtgaaatagg atggtaaaag actcaaagac atctctttta tttatatatt
  2257441 attcctaatt ttggtttatg ctaaactgag aacattttta ttgaggattt gtattaagga
  2257501 aacgatatag agtacaagaa tattgttgat ttattaagga ggcgagaata ttgcagtcta
  2257561 ctcaatttaa aatagtggaa gcagccaaag aaggaagaag aaaagttcat ccagtattcg
  2257621 ctgttatact tgcaattgta tttttaactt taggtgaatt gtttatgtta tttatgttgt
  2257681 ttttaccgaa agcagagaca cttttaatga aggcaattta tagtaatatt gagatgatat
  2257741 taacgtttgg tggagctata ttttttgttt tttttatgga ttatatttgt ggagaaaaga
  2257801 tcaatttcat ccattggatt ttggacaaat cagtggataa gaaagtattt gagaggtgca
  2257861 ttaataggtt ttatttttat ttcaatacca gtcatgttac ttttattaac tggaaatgta
  2257921 caactacaaa tgcaacaaat tacaccaacc gctatacttg gaattgtggg ttctttagtt
  2257981 gcttttttaa tacaaggtgc aacagaagaa attgttgttc gaggttggtt atttccggtt
  2258041 ctttctgtta gaagccgtat atgggtcggt attgttgtaa cttctttttt atttggtttt
  2258101 cttcatttac taaatccagg tattacaatc atttcaatat cgaatataat attagttggt
  2258161 gtgtttgcag ctttttacgt tttgaaagac agtagtcttt ggggtatatg tgcgtggcat
  2258221 tccatttgga attgggcaca atataacgta ttcggttttg cggttagtgg aatggagatg
  2258281 tattctacac caatttttag acctgtagca aacggatcgg agctctttca tggaggttca
  2258341 ttcggaattg aggggagcat cattacaaca ataatgcttt ctatcgcttc aattgtttta
  2258401 tggagacagt tatgggggag aaaagtgaaa caacgaaatc taagttaatg aaagtgggag
  2258461 aaactatggg gattatagcg ttcgagggag caagtgctgt tggtaagagc acaacgtgtc
  2258521 gtgagttaga aaagaattac ggtgcttata ttataccaga agtgaatttt ttatttgaaa
  2258581 gaccaaaaaa tgaacataga acatggtatt ttgaaaaaca agtagagcgc tggaaaatag
  2258641 cagtgcagaa gtcagagcaa tatgaaatag taatacttga tggcgacatt tatcaaccat
  2258701 ttagttataa ttggtgtttc cattttgaaa tatttgatca gccattatct ttaatagaaa
  2258761 acttttataa agaaaagctg atacataggg aaattggttt tcctgatcaa tatttttatt
  2258821 tatatacgaa tgatgaagaa cttagagaac ggaaagaatc tgatgagacg agaagaagaa
  2258881 gaaactttga aaagcattta catatatcaa aaccacttca gcgttattat gaaaatttaa
  2258941 ataccgttac agacgggtac tgtaaattaa ttgaggcaaa aagtgtaaag tcgaatgaat
  2259001 tagaaattgt gaaaagttta aacagtttac atgtgtgtaa agacagacgt tttgatgttt
  2259061 cgagattaga tacgattacg aagtggttaa aagaaaatcg cgcataaaaa gaacgagtac
  2259121 ctgtaaggta ctcgttcttt ttatgcgtat tgaatatgta agttcgtttt ataaattgtt
  2259181 tttaaaattt gtaagtttgc ttgttcattt ttctgaatag catttttata tttaggtaag
  2259241 aagagttgag aaggataaac tgggagttca ccgcaaatat caataccata gatagattta
  2259301 ttcgtaataa gagaatgaat aaattgtaaa agtatagata gcttcatatg cccttgatcc
  2259361 caatttgtaa tagtgacttt tggatctaaa acatccttat caatgcttac atatattgtt
  2259421 tctgtatgaa tatgtgaaag tattgtatgt atcgatactt catgtgagat atcaattgga
  2259481 aaaacttcta cgtatgaaca atcattagaa tgaatggtta gagaagaagg tccgataata
  2259541 attactttct ttaaattacc attatttcga agagaaaatg atacccaaga tccgcaggaa
  2259601 ataagagtct gttcatttgc ttcctttaag ttcatatcag tatgatgatc aaatagtata
  2259661 agggtaaaag gtttgtctat ttcttctagt aataaataag atacataatg ataatttcca
  2259721 gaacctataa aagtaactcc ctttttcttt ctacgattta atgccctttt tatatgcatt
  2259781 aaagaggaat tttcgcaata tagattggag tgttctaaat gagtaaaatc aatatcttca
  2259841 tgtgaataag aatgtagttt attttgtaat aaatacgtat catcaaagtt taaaaatgtt
  2259901 aaaccgttat gcaataaact catatttatt catctccttt aaatataagg ctatcattta
  2259961 tttttataaa attaaaatga aatgctttga gtggaattag tatttagaaa agatagtgtt
  2260021 tttgacagaa taatctttca atttttaaag aaaagaaata caatataagg aaatatgtat
  2260081 gtgcttcagg aaataaaaaa tatgcaacaa atggaaatga tatttggaat taaattgaga
  2260141 caaaaagaaa gttgagatta actatccgca gcagcgctgg tgatccaaaa aataaccaat
  2260201 atttcgaatt attatttgtg aaaggagaat aaagataagt atgaaaaaga ttattatttc
  2260261 agaccttgat gggactttat taagaagtga taaaacaatt tcagagaaat ctattaatat
  2260321 tctaagggaa tgtaaaaata atggagacga attgattttt gctacagcaa ggccgccaag
  2260381 agctataaaa caatatattc ccaacgtgtt aaagagcgag attattattt gttataacgg
  2260441 agctctagtt cttaaaggta ataatatttt atacgaaatg aagatttcta aaaatgacat
  2260501 tttagaaatc atagaaatag caaacaagta taatcttcat gagatttgtc ttgaaatagg
  2260561 tgataagttg tattcaaatt ttgatgttac tgattatttt ggtaatatac catgtgaaat
  2260621 tatagatgta agagatttag actttgaaaa agcttctaaa gcaattattt gtactaatgg
  2260681 cccaataaaa cagaaattta ttaaagaatt gcctgatgaa tgcaggggag tcattacaga
  2260741 tgatggcaca ttgtgtcaaa ttatgcatgc agaagtttca aaatggaata gtattcaata
  2260801 tgttctacag cacttaaatc gagacgtatc tgaagttatt gcctttggag atgactacaa
  2260861 tgatatggaa atgatagaga agtgtgggat tggtgtagca atgagcaacg ctgttgagga
  2260921 attaaaggca gtcgctaaat ttattgctaa aagtaacgat gaggatggag ttgctacatt
  2260981 tctagaaagt aaaagttatg tttatgttga ctagtatgaa aaaaattgta gtaagcagcg
  2261041 aaaaaagaga tgctgcatct gttttgataa atagatatta tgaatgagat atgcgggagg
  2261101 aaacaagcaa aatgaaaaca ttctttaaaa taattggaat tatagctggt atggcggtaa
  2261161 tcggagtagg tgtaacatat ggcatgctgt attatttgaa taatagtaaa ccagctgcta
  2261221 aaaaggcatc accagctgct ccggcagcag aagtactagc tgatagtaat gtaaaagctg
  2261281 aagatgcaaa gcttttagaa aatggcaatc attcactacc aaatagcggt tttaataaaa
  2261341 atttcaagtg gacagatgag aacatacaga cagcgttgca tgaaatggca catcaaaaaa
  2261401 caaaggctga tcaaaagtgg ggttatattt ttatcacgca agaacgaatt gaaagtttac
  2261461 ttgatattgt aaagagtaat gagctagtac aaggaaaaac atatgcagat attttagaaa
  2261521 gatggaaaca agggaaatat gaaaaaatgg acgcggatca caacaagatt tggaaattac
  2261581 aaagtggaaa tttaggcgaa ggaaaagggg taatgtcaga actggaacaa aaagagttaa
  2261641 ttaatcaagt gtttatgcaa aaaggtacat attcgggtag tcaattaatt gcaggtgggg
  2261701 gacagactaa taaataagag atattgtgga ggaatctatc accgtagtaa ggggcgggtg
  2261761 gattaggatg gattattatc ccatgataac gctgtttgac tagcggaata ccgtatctcg
  2261821 gatttcccaa tgaggtgcaa acgatctata tatttctact taacaattaa tagatcctcg
  2261881 attaataagg ataccgtgat taaatagttt tgtgtggtgc attaacgacc aagggagtag
  2261941 atactcttca ttataaaaat gcggaattac agttgtatta ataaaaacac cttcttataa
  2262001 aagtagataa aatattttgt tctatttata atatgagcat taaaacccaa aaaggaaatg
  2262061 tataatgcat gtctatataa atatatgttt agttcataca agtgtgtaaa aacacattta
  2262121 aataaaaaat tcattttgta gaaaagggga aaggatatgt gtacttattg ggaaaacgca
  2262181 gttaaagagt tctttaattt aagaggaaag aactggaacg aaataaaaga gcagctagca
  2262241 aaagctaact gctccgtaaa taagaagaac acaatggtca tttgtattca accttggtgt
  2262301 atctatagta ttaacatgtt ttagaatttt taacaaaaaa acgggggaat gaggggagtg
  2262361 aaaggaaaat actttatata aagggtcctt ttggcgattt aatctattga ttgcactcgt
  2262421 ggtaatattc atcacatgca tcgttattat cgttacagca gatacaaaat gttttttgaa
  2262481 taaataaact aactacacta gtaggacctt cctgctttgt aagagtaaga ctttgaaaat
  2262541 cttcaacttg aaatattttt gtttgaacgg gttgtaatgt agtagtaatt ggtatgctag
  2262601 atcttcttgt tagaatagtt acttaaacgg gtgcactcat accgacaacg aataactgaa
  2262661 ttaatgtttt attgtgattg ttggtgaaat cttcaaatac tgtttgtgga gtggtattta
  2262721 gaaggtcaat agatgtaggt atatttccat ttaaattttc tcctgaacca ccaattgtat
  2262781 gagtctcaac aaaacagtta tttttttgac ggtccgaatg cgattgattt ttataatact
  2262841 ttttaccatc tttataaaag taatcagcca tatgaattta aaactccttt cttttagatg
  2262901 tctatatagt ctatttaata gagcgaagta gtgcttgtac aacataataa aatccgctct
  2262961 cgtaattact tgaaaatgtt atttgaaaat taaagagcgc ctttggagga aggcgcttta
  2263021 tgaccaagac ttatttagaa aaaagggttc atatcatatt gtatgtatgg tttttagaga
  2263081 ggtacagttt tatacaaaga tttgtatttc gtaacaagag gaaagagcac catataagtg
  2263141 ctctttttga gagtgagtat aaataccaat tattctatac tagtatatgc actgtattat
  2263201 gtagttgcta ctaaaattaa tttcagtttt taaaattaga ggtttctttt aatgaaacct
  2263261 ctaaaaagat aactaaattt acgttattgt aaattcgatt gcgataggag ttcctccatc
  2263321 taggacagct cctcctacaa tagtagcagc tgtagtagtc acaccagtaa tagtatcacc
  2263381 tgtttgaata acgccattaa tataaagcgt taaaaaagca taagaagcag ggaatgttgt
  2263441 tacagcacca gtgtcatcag tgaagtctgt gttagcaaaa gttaaatctg ctccagcagc
  2263501 agtccctgta gcagctgtac ttacaaatcg tcttccagct ataaaaggct taacgatagg
  2263561 catttatgtt cacctctttt tgagaataaa ctcagacaag tttttttgaa agtcttgtcc
  2263621 tgtagtttat tctatgttgt gcttctttta aaagatacgg cttgtatact agtaaaaaag
  2263681 tataattctt atgtgtttga tttcttaatg tggtcatcac tagtattaga caacgtaatt
  2263741 aaaataacat gtgtttgtgt ggggatagca attatctacg ctactttaaa accgagaaaa
  2263801 accgaaacaa agacaactaa ttatagtgcg actgttaatg atcctaattt aagtaaagaa
  2263861 gaaacagaac aactcgctaa aaatgtagta gataatatga agaagggatt aaataaatat
  2263921 taattaatgt aggcgctgcc atcaacttgg ttagcgtttt ttgttgttaa ggaaagatat
  2263981 cgggaaaata aaaaagagag ctaatgctct ctttttttag tggcacggta attaatcaca
  2264041 gattggtatt ccaagcactc ttaaagctaa tgctacttga agagaaatct ctaatctagc
  2264101 aatttcgata ccagctattg aaagaactaa aaaaggttgt ccgtttacaa acacaacgca
  2264161 actatccatg gttacgcctc ctttctaaca atctactata atatatgaag gaaacgttaa
  2264221 tatgtaatag ttgaactgat ggatttaata taattaatag attaacctaa cccatttaaa
  2264281 ccgaacaaaa gaactcaacg aatggaaaaa gcaagaatca aatgattcct gctagatgga
  2264341 gatataaggt ggataatctg atagtgctaa taaactctgg tgaaatgtaa aaatctgatt
  2264401 taaatccgtt tggtgtcttg atttttagtt tcatgatttc tctcctttaa atttagtttt
  2264461 tacattgcta tatacgtctg tttgattaag tgcagaaact tggatgaaat cagtgtcagc
  2264521 attacggaat aaagggccag atgtatacgc ttggtagcga ggttcacaat gacaatcaca
  2264581 gtcgtatttt ttccgtcttc cgtaccttct agatatcgtt ttactgcttg tattttatct
  2264641 tttgaagaaa atttaaccat aaaaaatgca cctccaattg ttaattatgt gtctaacaat
  2264701 tggggtgcac ttcatttaga gacagtcttt ttaattacta taatctggtg tttttttcag
  2264761 tccctaagac atattctttg cctttaagct ggcattgaaa aacttaacaa tgtttctttt
  2264821 tacaatgaca acaaataaag aaacatttac aacgacactt atttcgctta aacttccaat
  2264881 cattatcaca atggtgttta tctttagatt tccaccaatc gtcatcacaa tgatgcttat
  2264941 ctttagattt ccaccaatcg tcatcacaat tgtgcttatc tttagatttc caccaatcgt
  2265001 catcacaatg atgcttatct ttagatttcc accaatcatc gcaacaatga tttttcttag
  2265061 aactccagca atcattattc caggacattc ttttatacct cccttccatt agggttcata
  2265121 ttattctatg ttttagtaaa aagaatgctt gtttattaac ctattattat atttttatat
  2265181 aatagagagc tttctactag aaatagaatt catacaaact atgctaattt tcaagaggta
  2265241 tatgatgttt ttgtgagagc gtatgtattg gagggaatcc taaaaaagtg ctaacaagtt
  2265301 tgcaaacgaa cttgctagca cctattcgaa atagacataa attatcgctg atatgtcgac
  2265361 tttgaaaata gttttaatta atgaaatcac acttatacga aaaactcata aaaacagcct
  2265421 ttatataagt agtatgaaag aaaacgtggg ttgatattct tcaaaggatt tcaactcatg
  2265481 ttttctttca tattatttta tactttcatt acctttaatt gtgaaagaaa cgactgtact
  2265541 acaggggaga tccatctaga tttatgatag attacatgac tttgaataac agaaggagtt
  2265601 tcgatagggt gaaatcgtat ttgttccttt tgacaatttt cttgtacaac gatgtaagga
  2265661 agaattgaaa ttcctaactc acacataaca gattgtttaa taacttcaac gttggaagtt
  2265721 tcaaatgttt tagctggaat attcccgctt tgacgtaaaa aacgatctac cattggtcta
  2265781 taaccgcagc tttgttcagt aaaaataaac tgagtttcct ttaataaaca aaacggatta
  2265841 gactgtgtag aataatgggg tggtaaaatc catccaaatg tttcattact aaaagtacat
  2265901 gtaataaaat cattatgttc tatactttct ccaattatga agacaacgtc tgtttctcct
  2265961 tcatgtaatt tttgtaatgc ttgttcattt gtgtttgttt caagtacgat atttactttc
  2266021 ggatttttct gtttgtaagt acgtaatagt tgtggtaaac gatatactgc taatgattcg
  2266081 tttgatgtaa tactcaatgt accttctaat tgatcggtat tttgagggat ttcttgcgcc
  2266141 ttttcataaa ttgcaagtaa ttctaaagca taaggatgaa attgatgacc tgcttttgta
  2266201 agaagtactt tttttcctaa ccgatcgaaa agaggaatat gtaaatcgtt ctctaatgct
  2266261 ttcatatgcg ctgtaactgt agattgcgca taacctaatg catgagcagc tttagaaaaa
  2266321 ctaccatact taacaatcgc acaaaatgtt ttaacatgtc tcatttccat aagcaatccc
  2266381 tcttttatta tcatgatttg tgaatgatta tatcacgtat ttcaattttc caaatgatta
  2266441 aattccttat aaaatgaaat tgtagaaata tttattcatt taatattgga ggagaaaaga
  2266501 tgagtgaaaa gggctatcat ttagctgttg ttggggctac gggtgcagta ggtcagaaaa
  2266561 ttattgaact gttagaaaaa gaaacaaagt ttaatatagc tgaagttacg ttactttcgt
  2266621 caaaaagatc ggctggtaag acagtacaat ttaaagggcg agagatcatt atacaagaag
  2266681 caaaaataaa tagctttgaa gggatagata ttgccttttt tagtgctgga ggagaagttt
  2266741 ctaggcaatt tgtaaatcaa gctgtctcta gtggtgcaat cgtaattgac aatactagtg
  2266801 aataccgaat ggcacatgat gtaccgcttg ttgttccgga agtgaatacg cacactttaa
  2266861 aggaacataa agggataata gcagttccga attgttcagc attacagatg gtaacagctc
  2266921 ttcagccaat acgaaaagta ttcggattag aacgaattat cgtttccact tatcaggctg
  2266981 tatcgggttc tggtattcat gcgattcaag aattaaaaga acaggctaag tcaatacttg
  2267041 caggtgaaga agtggagagt actatattac cagcgaaaaa agataaaaaa cattatccaa
  2267101 ttgcatttaa tgtacttcct caagtagata tattcacgga taatgatttc acctttgaag
  2267161 aagtaaagat gatacaagaa acgaagaaaa ttttagaaga cccaaacttg aaaatggcag
  2267221 ctacttgtgt gcgtgttcca gttatatcag gtcactcaga atcggtttat atagagcttg
  2267281 aaaaagaagc aactgttgca gaaattaaag aagtattgtt tgatgcacca ggtgttattt
  2267341 tgcaggataa ccctagtgaa cagctgtatc caatgccatt atatgcagaa gggaaaatag
  2267401 atacatttgt cggtagaatt agaaaagatc ctgatacacc aaacggattc catctttgga
  2267461 tcgtttccga taatttatta aaaggtgcgg cgtggaactc ggtgcaaatt gcagaaacga
  2267521 tggcggaaga gggaatcatt tagtattaac gaaactaggg aactgttaaa gattacagtt
  2267581 tcctagtttt tattttataa ctgttcgctt tattccagcc gtatttgatt tgaaagacag
  2267641 taaaaaacat caagaatgaa tacagtttat ttggtacgat atggataaat tcaataaggg
  2267701 ggaattagat gtatcaagta aagggatatt tttcatcgct aaaaggaagt cattatgaaa
  2267761 tcggtaagca acaaggggaa tttgtaaaac aacatcctta ccttattccg caatttatac
  2267821 agaaagaaaa tttaatatcg catcagcatt ggacagaatc taggaacata ttacataatt
  2267881 attgtccagg aattaatgaa gagattgaag ggttttgtga agtattaaaa attccatctg
  2267941 aaaatatgat gtattattat caaacactat taaaagcagg ttgtagccat tgtgctgttt
  2268001 tacctaaaaa gacagattta aagcatactt atgtattaag aaactatgat ttgtcaccag
  2268061 taatagatga gatgcgcttt tgttcgactt atgttgaagg tgcatatgca catagtggtt
  2268121 tttctactca atattttggc cgaacagaag gagttaacga gcatggatta tctgttacat
  2268181 tttcagcatg tggtcaaccg gtaggaaata ttgctggttt aagaaagcca gcggtaagtg
  2268241 gtttacaatg ttttgcggtc atcagagtat tattggagaa atgcaaaaat gtgcaggagg
  2268301 ctaagtcact aatagaagaa ataccaattg ctagtaatat gaatctaata gtagcagacc
  2268361 ctttagatgc agtatgtatt gaaatatttg atggatataa atcaataatc acaactgttg
  2268421 aggaaagcca agattttatc gtatcaacaa accatgcaat tagtttacct attcaaaaac
  2268481 tgaatagtag aagattagaa caatctacaa accgatatca cacattgtat gaacatttaa
  2268541 atcgaaatga acaagtgagt atagagtctt taaaaagatt agtacaaata gaatatcctg
  2268601 ccgggctgac ggtgcataat tatgaagaat ggtttggaac tttacattcc gtattatttg
  2268661 atttgcatga atgcacaatg aatatttgtt tcgggtcgcc acttttcaat gactggtact
  2268721 cgttggaggt tggagggagt cttccttttt ctgaggtgaa tgtgaacttt gaaaataaaa
  2268781 tttatactga tttttggaga gaagagaata ataaattgat tccaaaaggg taaatgggat
  2268841 aatatggtag cgctgaagga ggttatttat actggaggga ttaccgatgc taaacatttt
  2268901 attaatgatt gtttttatca tttttttagc cgtttccatg tatattgcgt atcaaaaaag
  2268961 aaaaaaagca gaaataaaag gattgaagag tgcattaact tcaatttgtt tcttttcact
  2269021 tgcaattttt aatttgttcg catattggtt tcagttcggc ggtatgttga cagtgctatt
  2269081 ttcaatcgta ttattgttag ttggggctta ttttacaaaa tatattccaa tttccaaaaa
  2269141 ggtacactaa aatttatagt taatactttg tttcattatg gaaagagatt attctactag
  2269201 gtcgttatga aatgacttca taggataatc tcttttgttc gtttaatttt gtaaagaatg
  2269261 tacggttagt ttcaattgtt taataaattc tcgagttgca gcacacatat atttatcttt
  2269321 tctataaata agccctattt ctattgttgg agtaggattt tctattttaa tagcttgaat
  2269381 gtttttattt tgtagaaagt ctatatacgg ttttggtaaa actgtaattc ccattccttt
  2269441 tgaaaccatt tggattaaag attccattgt actaatttct aaaattggtt ttggtttaaa
  2269501 gttgaatttt tgacaatggg atgtaattaa ttcggttaaa aagaaatttt taggtaaaag
  2269561 aattaaaggg taattctgca attcagcaat agatacatga ttatgtttag ctaattgatg
  2269621 accagttggt acgactatta taagttcact ttcgtagaga ggagcagaaa taatttcttt
  2269681 atcttgcacc ggtagaaatg taatgccaat atctaattcg ttttgtaata atttttcacg
  2269741 aatatctcct gtgcgaagtc ctaatacaga aagttctata ttgggatata agttattaaa
  2269801 atttaaaata gctggtggta gtaagtaatt tacgacggtt aataatgatc caattgttaa
  2269861 ggaaccttgt tgtaatccgt ttaaatcttg aatagcagaa cgggcttgtt caatttcatg
  2269921 aaaaattgtt ttactatgta ataataaaat cctcccagct tcggttaaag atattttttt
  2269981 accaattcga tcgaaaaggg gcattccaac ttcatgttct aatgaacgta tttgctgact
  2270041 aagtgaaggc tgtgaaatat ttaatttctc agctgctttt gtgaaatgca attcttttga
  2270101 aacagctaaa aaatattcaa gttgtcgtaa ttcgatttgg atcacctcaa gtataatgat
  2270161 aggttttacc tattattatt atataaataa ttggattgaa caatgatttt ttaggtttta
  2270221 taatcatcta aaagagatag tagtaaaaat aaatcgagtg agaaaataca tggaacaatc
  2270281 ttaaaggagg aaatagaatg gctaatgaat accaattatt atctttaaat atagggttac
  2270341 cgaaagaggt tacatacgga ggaaaggtaa ttcatacagg aataaataag aaacaagtaa
  2270401 aagaaccggt gtttttatcc tttgtaaaat ttaatggaga tggtcaagcg gatttagttc
  2270461 atcatggtgg agtagataaa gcggtttgtg tgtattcggg agaacattat ggatattggg
  2270521 aaaaagagtt gaatcaagta cttgtatatg gagcattcgg agaaaatata acaattagtg
  2270581 gtatgtgtga agaggatgtt tgtattggtg atacatttca aattggagaa gcaattgtac
  2270641 aagtaacgca gccaaggcaa ccttgtttta aattagctaa gaaatacaat atcccgaagt
  2270701 taccactata ttttcaagaa acaggatata cggggtttta ttttcgcgta ttaaaagaag
  2270761 gatgggtatc acctgctgat acattaaaat tactgaagtc ggatctaaaa ggtgtgacag
  2270821 tagcttttgc taatcgtatt atgcataagg aaaaacaaaa tttggaaggg gtaaagagga
  2270881 tcttagaagt acatgcactt tctacaagtt ggagaaatac atttgaaaag cgaatgagag
  2270941 gagaagaaat gaatacgaag gaaagactag aagggaaaaa ataataaaaa atattttttt
  2271001 ataaatggtg catttctatt agtaaaaacg aattagaaag cgctattttt atattataaa
  2271061 cttattaata ttcaaaaatc ttaatatctt tttattcgac ttattttcga atagtcgaaa
  2271121 cataaaatta attagacttt tttttatatt ttatgatagt atattgattg gtaagaccta
  2271181 ttactttaag agcaggttct acaactatat ctaatttgat ggaattaaca tatggaggga
  2271241 caacatgggg aatgttgaaa gttttgaaaa acttctttta gaagaaccga aaagagagca
  2271301 gttatttcct ttatttgaag aagtgtttgg gattccaagt caaacattgc atgatttttc
  2271361 agagagaggc tattgggatg atacatataa agcgttatca tttttacaag aagataaagc
  2271421 gattgcaaac gttgcggtat tctcgttacc attgctagtg aatggcgaaa gaataaatgc
  2271481 agcaggcatt caatcggtga tgacacaccc taattttcga agacaaggac tcatgaaaca
  2271541 attaatgagt aaaatgatag aagaaatcga taagaaatgt gaatgcacat tattgtttac
  2271601 ggaaaaacct gaactatata catcatatgg ttttaaagtt gtgcaggagt atttgatgac
  2271661 tattccatat gataaaaagg ataataatga ttccttactt agagagctag attattatat
  2271721 ggaagaggat agaaagttaa tacatgaaac tatagatagt agccaaagac tttcaaataa
  2271781 tttttcaaca ttaaacttcc atccttcgct ttatttgaat atgtataatt cggaatggaa
  2271841 tgagaaattg tattattcag agaaactaga tgctctaatt gtatatgaag tagataatga
  2271901 aaagttgaaa ttatatgggg tgtttgcacc agtaattcca gttttagatg aaatatgcgg
  2271961 ggaaatcgct gaaagattta cagaaatcga attttacttc tctccagatc aattaggggt
  2272021 tgagggtgta cagtttacag aattacagtc tagtaagtat ttaatggttc gaagtagtag
  2272081 agaattggat ttgaaaggtt ataaattccc agtattagta gaattttaaa tgtgcataca
  2272141 gatgctttat tatggaggaa ctatgaaaat atcacatata ccagaacata ttgagcaact
  2272201 tactataatg aatgtacctg aatattataa gcttaataac aatcatgcgt tgattgtccg
  2272261 ctcgaaagcc gaaacagatt tttggcttaa aacacattat ggttttcaag taatgaatgg
  2272321 tcatgtattt tatactgaga cgatgacaga ctttcaagct gaagttcaat tgcgtatgaa
  2272381 tccaaattca aaattcgatc aagccggtct ctttgttatg atttcggaaa agtgttggct
  2272441 gaaaacttca ttagaatata ttccagatgg tccatctcat ttaggagctg tcgtaacgaa
  2272501 taatggatat tccgattggt ctacacaaga ctttccaaca gaattagcta acgagcaact
  2272561 gcgttttcga attgttcgta aacgtggtga ttatacaata tatgtgaaga agatccacca
  2272621 atgggaacaa ataagaatcg ctcatttgat ggaggatata ggaaataagc ctattaaaat
  2272681 aggtttttac acgtgtagtc cgtctaaaaa taatggattt gagactgagt ttttagagtt
  2272741 tacaactgaa aacatataga tgaaaaaccg tattcttttc attaagaatg cggtttttat
  2272801 atgtatataa taaaaagcac atttattgac cgtaaagtca ttaatgctta tcatttaata
  2272861 atgttaaata ttaatttaca taatataata gggataagaa agaaattaca aactacagca
  2272921 cttaaataag gagggatatg ggttattcgg tggtaatttc atgggaaaag gagattatgt
  2272981 atgaaatcat ttcgtaaatt attacagtat ttaaaaccat acatgttctt cgctattatt
  2273041 ggaccactat ttatggtact tgaggttgcg atggacttaa ttcaaccgac tattatgcaa
  2273101 catattattg atgttgggat agcaaatcgg gatttgaatt atgtaataaa aatggggctt
  2273161 cttatgatag gagctgcagc actcggctta gttggagggc ttgggtgtat gatgtattct
  2273221 acaaaagcag ctgttaattt cgctactgac atacgaaaag atgtgtttgc gaaaatagaa
  2273281 acattttcta gtgaaaatcg tgattcgttt ggaactggaa agttattaac gattgtgaca
  2273341 aatgatatta cgtctattca atcggcaatg acgatgacat tacgtgttct tgttcgtggt
  2273401 cctttgttat ttatcggaag tataataatt gtttttgtaa cagcgcgcga gttatttcct
  2273461 atattactcg tagttgttcc gattttattg cttgcgatta tatacattgc aagtagagca
  2273521 agcgggacat tcaaaaaagt gcaagaagca ttagataaag tgaatacaaa gttacaagaa
  2273581 aatttatctg gagtacgtgt tattaaagcg tatgtaagac aaaaatatga aatcaatcag
  2273641 tttggaaaag tgaatacaaa cttaacaaaa ataaatattc gagcggtgca gcttatttcc
  2273701 ttaatgatgc caatcataat gttagttgtg aacggtggga ttgtagcaac attgtgggtt
  2273761 ggcggagaaa aagtatttaa tggaactctt caagtagggg ctatattagc gtttataaat
  2273821 tatttgaata tcattttaat gtcacttatg tctatcagta tggtatttat gcaaatcgcg
  2273881 cgagcatttc cgtctgcgga tcgagtacag caagttttaa atactgacgt tgatattacg
  2273941 accccaaaaa atgcgcttgc acctaagcga attgagggac aaattgactt taaaaatgtt
  2274001 agttatagtt atacgaaaaa taatgaatat gttttaaaag atatttcatt tcgcataggt
  2274061 aaaggtgaaa aagtaggggt tatcggttct acaggaagtg gtaaatctac tttagcaaaa
  2274121 ttgttaccac gcttatacga tgttgatcaa ggtgaaatat gtattgatgg aataaatgtt
  2274181 aaggcatacg atttacaaaa acttcgtggt tcaatcgggt ttgtacctca aaaggcattg
  2274241 ttgttttcag gtagtataga agagaactta cgttatggaa aagaagatgc aacgaaggaa
  2274301 gagctggaag tggcggcttc atcagcttgt gcgactgagt ttattaacaa gctagaagat
  2274361 tcttatcaat atcatttaac acaaggtgcg acgaatttat caggtggaca aaaacaacgt
  2274421 gtatccattg cgagggcgct tgtgagaaag ccatctattc ttgtattaga tgattctaca
  2274481 tcagcagttg atgctaaatc agaatctaac attcaatcag cattaaggag agaatataaa
  2274541 ggaacaacaa cattattaat tgcctctaaa atctcatcaa taatagatgc tgataaaatt
  2274601 ctcgttttag ataacggtga attagttggt gatggtacac atgaagaact gttagaacaa
  2274661 tgtgaggttt atcaagaaat ctatctttcc caaggtggca atttacataa agaaggtggg
  2274721 aaagaacatg cgtaattttc aaggacaatt tgctaataaa ggtgggcgta atgcgccaaa
  2274781 gatagataag gctaaaaata cgaaaggtac tgtaatgaga gtatggaact atatgggcta
  2274841 tcaaaaggct gctcttacgt tcgttatatt tttagtactt gttacgacgt tacttgggtt
  2274901 attagggccg tatttaatgg gagtaattat cgatcaatat attgtaccaa aggatgtaag
  2274961 tggtacagcg agaatgtgtt tgttacttat cgcgatttat ggtgtaacag tattattaac
  2275021 ttggttacaa acatttgtaa tggtcaatgt tgcattaaaa acgatacaaa aaataagaca
  2275081 agatattttt aagaaaatcc aaacgctttc tttacggttc tttgatgtac gttctcaagg
  2275141 agatttaatg agtcgtgtga caaatgatat agataatttg aatcaagcgt tgacacaaag
  2275201 tgttgtacag attatttcat cagcgctaac ttttattggt gtgacaattg cgatgttcgc
  2275261 attagattgg attttagcaa ttgttacttt aattacggta cctattatgt ttttcgttac
  2275321 aaaaaaacta gtggcttata gtggtaaaaa ctttgcaaag cgtcaaaaag atttaggaga
  2275381 attaaatgga tttattgagg aagctataac aggagcggat gttacaacgt tatatgggaa
  2275441 agaaaaagaa accgtacaga aattcaataa aattaatgaa caactaagag tttcagcaac
  2275501 gaaggcggat acattttcag cttttatttt tccgagtatg aactttatta acaacttagg
  2275561 tatgggactt gtaattggga ctggatcagt aatggtttta aatggaatga caacagtagg
  2275621 tgtcattgcg gcttttatta attattctcg tcagttctca agaccactca gtcaattcgc
  2275681 aactttaatg aatacgattc aagcggcagt tgctggtggg gaacgtgtct ttgaaattat
  2275741 ggatgaagta ccggaaatca aaaataaaaa agatgcattc gtaatacaaa atttacatgg
  2275801 acatgttgca ctcgagaatg tttcatttgg atatgaggaa aataaaacga ttttaaaaga
  2275861 agtgagtctt aaagcgcggc caggggagac aattgcttta gtaggtccaa ctggatcggg
  2275921 caaaacaaca atcattaatt tgctaacgcg cttttacgat gtacagcaag ggcaaattta
  2275981 tattgatgaa aaaaatatta aagaatatga tttgaactcg ttgcgaagta aaataggagt
  2276041 agtcttacaa gatacgtatt tatttgctgg gtcaattatg gataatatac gttatggtcg
  2276101 attagatgcg agtgatgaag aagtaatcaa tgcagctaag gcagcatctg cacattcttt
  2276161 tataaaacat ttaccgaatc aatatgaaac aaaaatagcc acagaaggat caaatttaag
  2276221 tcaaggacag aaacaacttc ttgcaattgc aagggcaatt ttagcagata cagatatatt
  2276281 aattctcgac gaagcaacat ctaatatcga tacgagaaca gaattacaaa tacaagaagg
  2276341 actaaacaat ttaatgagag gtcgaacaag tttcgtaatc gctcatcgac tgaagacgat
  2276401 tgaaaaagca gatcaaatcc ttgttataaa agatggaagc attttagaaa aagggaatca
  2276461 tgaatctctc atggaagata gaggatttta ctttgacctg tatacgagtc agtttaaaat
  2276521 ttaataagaa ctttgatata gtgcggtttc tctagaaagg agaaaccgca tttttatatt
  2276581 tgtaaagata attagagcta tagagttaaa aatttttaga tgttcgaatt attagaagaa
  2276641 actagcgaat tcagtgacag atagaaggat taatttacgt ggtattgtaa taatctcaag
  2276701 agccatctgt gctgaataga gaagtactgg agttaactct aaagcgtggg ttaataataa
  2276761 aataaagcat gttaggattg cgaagctccc caaaaagaaa ctttttgaag tgttgcggaa
  2276821 atcttttatt aaggaaaaga atgaaaaaaa taccgtaata acgagaatca aaaatttata
  2276881 tttatcagcc attgaaaccc tcctaaagaa caataactta tattatagcg tatttttctg
  2276941 tattattata aaaagatttt aacatgaata ataaaaagtg gatgccgcaa tttaaagtat
  2277001 tatttttgat tttttcattt aaaaaataga ttagcgccct atttattatt tgcaagtgtt
  2277061 gtactggata tttgaccgga caataagacg agctttgaat atgttaataa aaagggggtg
  2277121 ttgaaaaatg gctagatata gtttacatgc aggtcataac agcattgtac aaggcgcgaa
  2277181 ttatgggaat cggaaagaac acattatgga tcgccaagtt aaggatgcag ttgttgctaa
  2277241 attaagagca ttagggcata cagtttatga tgatactgat gaagtaggga caacgcaggc
  2277301 acaaaattta aataacatcg tatcaaaaac aaactcacat gatgtagact tagtagtttc
  2277361 atttcactta aactcatatg atacgagagc aaatggtgtt gaagtacttt actatgatca
  2277421 acaagcttta tcagcaaaga tagcagcaca actttcaaaa gatattggct ggtcaaatcg
  2277481 tggtgcaaag gaacgaaaag acctttatgt gttatcgaat acgaaagcac ctgcaatctt
  2277541 aattgaactt ggatttatcg ataatgaagc agatatggca aaatggaatc cagataagat
  2277601 tgcaaattca attgtttatg cattaactgg gcaatctggt gggacaactc cgccatctaa
  2277661 acaaaatatt atccaatcag gcgctttttc accttatgaa acacctgatg taatgggagc
  2277721 attaacgtcc ctaaaaatga cagctaactt catcttacaa tctgatggtc taacatattt
  2277781 tatctctgaa ccaacttcag atgcgcaact taagggaatg acggattacc ttgatcgtag
  2277841 aggctggtgg tatgaagtta agtaaaggtt ttagtttagt gaaacagaat atttaaaaat
  2277901 cattccgccc aaaaaaagag gatactttta atgagtaatc ctctttttga aattaaagaa
  2277961 atttaagtga ttacaattga aattgcacta caaactaata aaacggccat aatgatgtta
  2278021 aatgatttag tatgttttaa taatagtttt tgaaaaatgg aaccaaataa gctccaacta
  2278081 catgtactca ttaatccaac tacaccgaga aataatgaaa aaagtagata acttgaatat
  2278141 gaattgtaat aagggagaat aaaagttgat actacggtta gtccgaatag tatcccttta
  2278201 gggttaataa actgaaggag aatccctact gtaaataaat ttttattata tttttcatcg
  2278261 ggatctgtgc tagttttact tgtaagtatt ttaaaagcta aatagagcat ataagctaca
  2278321 cctaaaattt ttaatggaaa ttcaattatg ggtagaactt taattaggaa aatattaaag
  2278381 aagctacata aggaagtgag gatgaaaaac ccgaaagcta ctccaaagca aaattgcata
  2278441 ctctttttta aaccatgttg attagcgtat gtcatcgcta aaaaattgtt aggtccgggt
  2278501 gtgaagctac ttataaaaac aaataacaaa aaagaaaata taggcatttc aaaaccccct
  2278561 aattattttg tgtgttataa tgaccgaaaa gaacaatata acgtgtgctt tttattatgc
  2278621 ataacggtcg ttatattgta tatagtgtag gggtgtttct tatggaagaa attcaactta
  2278681 ttttggcgaa aaatttaaag acaatacgag agaaggaaaa gttaagttta gaaaaggttt
  2278741 cccaattaac aggtgtgagt aaaacgatga ttggacaaat tgaacgagga gagtcaagtc
  2278801 caacattaac aacgatatgg aaaattgcga atggtttaaa agtgtctttt acttctttaa
  2278861 tcaataatcc gcaaccggat acgaaagtta ttttacgaaa tgatattcaa gtattatcag
  2278921 aagacagtgg gagatataaa gtgtatcctt cttttccttt ccaagatgat aggaactttg
  2278981 aaatctatac ggttgaaatt gaagcagaag gaaaattaag ttcggaagga cataaagaag
  2279041 ggaccgaaga atttataaca gtgtttgaag gagaattgac aattgaaata aatgattgtc
  2279101 aatataaatt aaatagtggg gatgcaattc gctttaaggc ggatagacca catacgtatc
  2279161 ataattttgg aagaacgcta acgcggttaa gtatgaccat ttattattca gcttcataaa
  2279221 tttacagctg acttaaaaaa catagaaagg ggtaatggta aaaccatcta taagagatgg
  2279281 ttttattttt tataattcac aaaaaaagac actcatttga gtgtcaacat agtattgctc
  2279341 tcgcgtatag gattggagtt tgtttctcaa atacgtattg agatggttcg tatttgagaa
  2279401 actaccttca tatttaaggt aacattggca gagagcaatg taaattgata atgtatatac
  2279461 ggaaaattta gtatagatac tttgtactat gaatatagta caaagtgttt tttattgcaa
  2279521 aatcactgtc ctgaagttat taatatataa ccttaaggaa tgatgtaata gttactattt
  2279581 tagcatttaa gaatgatgat tataaaaaag aacgaatcat tttttaatca attcgtataa
  2279641 ttgttaaaga ggcacctgtt gaaccacctc caactaaatt aactatggat aatacgccaa
  2279701 atagttgaag tgaaattgta ttaccagcaa ttaaattgat tattaaatta ttattataat
  2279761 ttgaagttga tattgcgggg gaaaaaatag atccggaaag tggagtcgaa gagtttaata
  2279821 gcagccttgt accagcaagt agtgcagttg tcgtattaac ttgataagtt aaataatatc
  2279881 tcccagtaac aggaattgta aatatatcat ttgaagcgtt cactgtaaaa tttccgagac
  2279941 tttggttatt agaaagtgga atattagttc cacctaatat gactgaaatg ggaccaccta
  2280001 atgtattatt tgcaaacata gagtttgttg taatgttggg accagtaaag cctgtgggac
  2280061 cagtgatgcc tgtgggaccg gtgatgcctg taggaccagt gatgcctgta ggacctgtaa
  2280121 gtctgtaggg aagaataatt tcaagagcca gtgataatag atttttttgt tttttcattc
  2280181 ttatcttgaa tataaatcac ctcatctttt aattagaacg taaccaattt agtattttga
  2280241 aatagagcta tcattttata atatgaatac tactagttat agaaacggca aaaagtttaa
  2280301 tatatgtaaa aatcatttgg atatgaaaaa agtagccata gattttttcg aaatgataaa
  2280361 tgttttattt tgttaattag gaaacaaaaa tgtggaatga gggggattta attgaaacag
  2280421 aatgacaaat tatggttgga taaaggcata ataggcccag aaaatattgg acctaccttc
  2280481 ccggttcttc ccccaattca tattccaaca ggaataacgg gagcaaccgg tgcaacagga
  2280541 ataacgggag caacaggtcc gacgggaaca acaggagcga ccggtgcgac aggaataacg
  2280601 ggagtgaccg gtgcaacagg aataacggga gtgaccggtg caacaggaat aacgggagtg
  2280661 accggtgcaa caggaataac gggagtgaca ggtccgacgg gaataacggg agcaacaggt
  2280721 ccgacgggaa taacgggagc aacaggtccg gcgggaataa cgggagtgac aggtccgacg
  2280781 ggaataacgg gagcaacagg tccgacggga acaacaggag taaccggtcc aacgggagac
  2280841 acaggtctag caggagcaac gggcccgaca ggagcaacag gtctagcagg agcaacgggc
  2280901 ccaacaggag atactggagc aacgggcccg acaggagcaa caggtctagc aggagcaaca
  2280961 ggcccgacag gagcaacagg tctaacggga gcaactggtg caacaggagc aactggtggc
  2281021 ggagctatta ttccattcgc ttccggtaca acaccagctc tgttagttaa tgcggtatta
  2281081 gctaatacag ggactcttct tggatttgga tttagtcagc ctggcatagc tccaggtgtg
  2281141 ggaggaactc tcacaatact accaggtgtt gtaggtgatt atgcatttgt agcaccacgt
  2281201 gatggaatta tcacttcatt agcaggattc tttagtgcaa cagcggcgtt agctccattg
  2281261 acacctgttc aaattcagat gcaaatattt atcgcacctg ctgcaagtaa tacgtttaca
  2281321 ccagtagcgc cacctctatt attaacacca gcattaccag caatagcaat tggtactaca
  2281381 gcaacaggaa tccaagctta taatgttcca gtagttgctg gggataaaat attagtatat
  2281441 gtttcattaa caggagctag tccaatagct gcagttgccg gatttgtaag cgcaggtctt
  2281501 aatatcgtct aatttgttac aatgttaata ggaaattaaa caggggttcg tatatagtcc
  2281561 ttcctaataa atttaggaag gactatattt ttgggcgaaa tatgtaataa attaaatgaa
  2281621 caattactct ttgttaagtt cgtataaagt ataatttccc ctttcttatt taaggaataa
  2281681 attatgtaac ttaaaaaatt ccaatcagca aaaaaagatg aattctttaa aaaaagaatt
  2281741 catccataaa ataaactatt tatttttatt acagttacat ccttttttct ttacatagcc
  2281801 ttgctgagtt aagtctcttt gcgattggga attggaagat tgcgaattcg aagattgaga
  2281861 ggatgctgaa gagctactat ttttattata agagtagttt tttcgatagt tataattact
  2281921 catagtacta tcacctccaa tttaatatat aaatattata tgtatgtaca ctatcaattg
  2281981 ttactattat taataggaag agaagttata ataaaaaaat ctcctcggta ttttcctagg
  2282041 agataaatga tgattctttt gaaaatttac aaattaatag ccccagtaaa gaggaaagta
  2282101 ataagagtct tggcaatacg gattatgttg ttgagcgggg ggctggggtg ggtaattttt
  2282161 catttcgcgg ttttgattac agtttgccgg aggaccaatt acagcagttg attggatagg
  2282221 agaaaccgct tgtttccatt gttgttcatc gagacagtaa gtatgggcca ttatattagt
  2282281 gggagttaat tttaacatgt cagaaccaaa aataacttct ggtgttggtg cgtcgaaaat
  2282341 tgctaataaa tgagtgttat ctgctgtagc aatttcataa tgccaccatg cttgtggaat
  2282401 gttggcaact tgcccgggtt ttatcggtaa gtttaatatt tgattcgtaa atggattaag
  2282461 taaagaaaca acagcagacc ctgaaataca ataaacaagt tcagctgcat tttgatgaat
  2282521 atgtggctct acaacatttc ctgtacttaa ataaatatct aataatgaag tattttctaa
  2282581 agtatttaat tgtttaatac caagtacatt tatataattt ttggcatctt tccgaaaaaa
  2282641 ttacttttat ttacatcata agtaaaattg gttgaggggg aggtatagtc gatgttggca
  2282701 gtcaattgta ttacccgcct ttctataggt aagttaggtt acaaaattag gatatgtgtc
  2282761 tagtctttgt tttgtgctgt tgtccgtagc ttaataaatt cacttattcc ataaagaata
  2282821 aggtgttaag actaaactat attcgtattc ccgttcatac tttggattga tggagaaaag
  2282881 taatgaaaat gttaaattga aattacatca atcattaata aggagtgaat gttcatgtca
  2282941 tttagtgaaa tgattagaaa tgaagtactc agctgggccg gtgtttctga aaaaccgcat
  2283001 cgatttggtg gtattgaaat aaattatggt aagacggaac ttggccatct tcatggtgat
  2283061 aaattagttg atttaccatt tccgaagtta aagcgagatg aattagtgaa ccaagggtta
  2283121 gtaaaagcac atcacgtatt acctgaatca ggatggataa gttattatat aaaaagtgca
  2283181 gaggatatac cgtttgcaat tgagttattt cgtatgcaat atgacagaat aaaaaaataa
  2283241 tgaagtaaag tagattaatg aaaattaatt ttcatgtcac atccctcttt aatcgttcgt
  2283301 cttgtttgta gaacgattaa ggagggattt tattatgaaa aattttgatg tagcaattgt
  2283361 tggtggtggc cttgctggat taacagcgtc tatatattta gcgaaagctg gaagaaaagt
  2283421 gattgtatta gaaaagtcca gtcgctttgg tggtcgaggg atgactatta ataaaaatgg
  2283481 gatctgtatg aatcttggtg cacacgcctt atatagagga ggagccgcat ttttaacttt
  2283541 taatgagctc ggtatgaatc taccgggtgg aattccatct acaaaagcac atggaatatg
  2283601 gaaaggggat atattcacca tcccaacaga ttttcgctca attttatcaa caccactact
  2283661 ttcgtggtct gcaaaagtac aattctcacg tcttatgatt cgtttaggga atttagatgt
  2283721 aggagaagtt ccaaaaatga gtttaactac atgggcagaa aatgaaataa aaaatccaat
  2283781 ggttcgcaat atattttatg cattatgccg aacaacaaca tatacgtttg ctcctacaat
  2283841 acaattagca tcatctgtac taaagcaaat acagctttcg ataaaagatg gggtatttta
  2283901 tgtagatggt ggctgggaga cgataataac aaaattaaga gacattgcga atcatgccgg
  2283961 ggtgcaattt ttggctaaaa agcatgtttt ggaaatagag cattacgaag ataaacaaag
  2284021 aatatattgt tttgatgatg aggtatttga agtaggtaca gtcattgtga cgactccacc
  2284081 gaaagaagct tgtaacataa taaaaggtgc ggaaggaaca agtttgcata gatggagtga
  2284141 acaatcggta ccggttactg ttgctgcatt agatattggt ttgagacgat tacctaatcc
  2284201 gacacatcaa tttgcattag ggttagatca gcctatattt ttcacgaatc aatcaagagc
  2284261 agctaaatta agtgatgatg gatcaattgc agtgagttta attaagtacc agaatcctgt
  2284321 actagagatg aaacatactc atgaagataa agaacagtta gaaagtacaa tggatttgct
  2284381 acatccaaat tggaaaagag aagttgttgc acagcaatat ttaccgaaaa taacagtagt
  2284441 atatgatttt cctcatataa accgagttga aaaaccaggt cctaatatcc ctgaaatgcc
  2284501 aggtgtttac gttgcaggtg attggactgg gcatgatgaa atattagctg atgctgcagt
  2284561 agcaagtgga aaacgtgcag cgttacaaat tttaaagcaa ttagaaagtg agggagttca
  2284621 tcatggaaac ggagcaatta tatgaagcgt atcaaccatt attattttcg ttagcatata
  2284681 gaatccttgg gagtgttatg gatgctgagg atatcgttca ggatgtattt atctcgttaa
  2284741 ataatataga gaatcttcag tctatagaaa atatgaaagc atttttgtgt aagatggcga
  2284801 caaatcgttc aattgataaa ttacgttcgg cagcgcataa acgtaacgtg tacgtaggga
  2284861 tgtggttacc agagccactt gtagaagaaa gtaatgagcc atcagagtca tttgttatga
  2284921 aagaatccct ttccacagca tatttattac ttttacaaca actgtctgag gtagaaagga
  2284981 ttgttttcat attaagagag gttttcagtt atgaatacga agaaatagct tcaattgttg
  2285041 ataagagtag tgtgaactgt aggaagattt ttcaacgggc acgaaaaagt atattggata
  2285101 agccgaagca atcgacatta agtacgaaga aaatggctgc ttacgttgaa aagtttgtat
  2285161 catcattaca gtgtggggat gcgcaaggta tgttagaagt attaaaaaca gatgctatac
  2285221 tcaaagctga tggtggtggt aaagttacga ctgcaattca tccgatttac tctgcggatc
  2285281 gaattatacg tttgttcttt gggattgcgc aacgattgac agaagcgtac actgttgatt
  2285341 tcaaaatggt aaatggtatg ccaggagtta tagttacaat aaataataaa ataacatatg
  2285401 ttctttcgtt cgcatttgag gatgagaaga tttcaaacat ttatatggta ggtaatcctg
  2285461 agaaacttat gcatttaaat gtaaaaatat aaaaaacgca tttcttcaga aatgcgtttt
  2285521 ttatattttt attatttttc taacatttca agagggacat ctttttcgcc agctacctca
  2285581 aatttgattt ccccgtcttc ttcataaata cgtgtaataa tcggtatagt aatcattaat
  2285641 tttttgtgct gctttcgttt tcgagcagca tctaagctaa tcacgttcat ttgtaagcat
  2285701 cctttcctct aaaaatatat aaacaaagaa aatgcgtccg aaaatggcgc ttaattgaat
  2285761 ttgaaatacc gattcattta aatggggttt atataattta ataactgcaa tttcaatatg
  2285821 aaataatatg aatggaataa ttgcacgtag aaattaactt taccaaaaaa cgaaacaata
  2285881 tgctataaaa aattataaat ctttgtcata taacgagaaa aaggtttttg tttcgcatat
  2285941 aatgaaagta gacgagcaac aagagctttt tcatcatatt gctttagaaa ggcgatgaaa
  2286001 aacatggata cattaaattc attattattt caacttgaac aatatggaga agagcatgat
  2286061 cgaaataaaa aaacacggga agaaaaatta cggaatattt ctcgtgagat ggggcaattt
  2286121 ttatcaattt tagtaaaagg gtgtagtgca aaaaacattt tagaaattgg aacttctaat
  2286181 ggttattcta cattgtggtt agctgatgcg gtagaagaaa caaatggaaa tgtaacaact
  2286241 gtagagcttt cctcagaacg agttggagag gcacttgcca attttgaaaa ggcaaatctt
  2286301 ttacaaagga ttgatgttca caatcaagaa gcaggggcat ttttagattc acaactagat
  2286361 cattcatttg attttatttt cctagattca gagcgtacgc aatacatgtg gtggcttgag
  2286421 catataaaac gcgttttaca accaaaaggt cttcttgttg tcgataatgc tacttctcat
  2286481 gcgagtgaat tagctgagtt tataaaaatg attgaagaag ataaaatgtt tgaaacagtg
  2286541 ttattggcat ttcaaaatgg tgcatttgta gtgcgtaaga agcaatagga ttgaacgcaa
  2286601 tataattatc acattgaaaa agggtgtatg tcaaaagatt gagtacagta ggatgggaag
  2286661 gacgtaattt atatatgtaa cacacgaaga atccgccttc agcatgtcgg tctctaggtc
  2286721 ttaagtctga ggaaaattat gttgtttaca ggtatactta tagtaagaaa cagggaatga
  2286781 ctgcataagc aggtatttct tgaaaattga tttcatatag gctgtttgca catgaaatac
  2286841 aatatattag atgaaatata gtgcacataa attcgcacat ataaataaag gagcgatttt
  2286901 gttgactgaa ctcgagaaaa aagaacccgt atcaattgtg aaagataata atgtagaagt
  2286961 agtagttgat acagttataa aagatgaaga acttgatgaa ttaaataaag aagccgatct
  2287021 ttatgtacaa aaattaaata gcgagcaaaa tacagattta tcgaaagtat tgtctcagct
  2287081 aggagattta ggggataaag aacaacaagc agcaggacaa acgttatcag cattaaaacg
  2287141 tcctgtcaca gcgatgatga acgggaaaaa tgaagaaatc ccaaatacat tgttagaatt
  2287201 acgaaaagta gtatcagagc ttgatccaaa ttcattaaaa gcaagtggta tgaagaaaat
  2287261 tatgtttaaa gtattcaaga aaaatccact tgaaacatac gtgcataaat accaatctat
  2287321 agataagcaa attgaggaga ttataagatc gcttctaatt ggccgtgaca acttacaaga
  2287381 agatactgtt ggcctagaga tgcttaagga gcaatcgcac gataaaattc atgcgctcga
  2287441 taagcaagta tacttaggga aaaaactggc gggcatgctc gaagcggaga aacaaaatcc
  2287501 agagcgtcaa agagacattc cattaattaa cgatgcatta gaaaagattc tagtgcgtac
  2287561 acgtaatatg cagcaagcaa aaagcgtgtt attacaatct atcgcatctg tagacatcat
  2287621 taagaaaaat aacgaaaagt taacagaggc aatacgcaat gcaattacaa tgacgcaaaa
  2287681 cgttgtaaca gtttccgctg ctattcagct agcattaacg aatcaacgga aaacaattga
  2287741 tgcagtgaat gcgacaaatg aagcaattga atcaatggta ttaagtaact cacaagcatt
  2287801 aaaacaaaac acagaagaaa caacaaaact tcttgaaaat ccggcaatta gtatggataa
  2287861 attacgcgaa tcattccaaa atgtatttgc tgcgattgaa gcttctgaga aatcatcaga
  2287921 acgtattata gagtcaagta agaagtttgt tattgaacta gacacattta atgatgaaat
  2287981 gaaacaaaag ctcattcagc gtccaagaaa atagcagact tttagaggag gtgaaaaaat
  2288041 gagtttcatt caaaccgtac tattattact cggtacattg cttttaattg catttacggt
  2288101 cgttgtttta gtcgtatatt tcggacgaaa actgtatttt tcatggacga agccatataa
  2288161 aagagcacac gattctttag aaaagttatc gaataaatca ttaccgtttc tacaagaatt
  2288221 tacacaacat ccactctttt atcgctggat tcgcacggaa ggaaaaaaag agcaacatac
  2288281 attaaacact cttttctgtg catcgagcca acgtacgaga gagcaagtat tctcaatgtt
  2288341 accgaaagaa aaacagaaaa aagtacatgt aatggcaaaa acaacgaaaa aacttacaaa
  2288401 tgaagatatt gatgtagctg cgataaaagt gaaagatttt ttaagacaag aaacgcagca
  2288461 aacagtaaaa ccgacagatt tatcgtttta taaattgtat ttttatgatc gatatccaga
  2288521 tgcattaaat acaattcaag cgtataagcg ttcaataaat ccttcattac aaaaaacagt
  2288581 tgatgatatt acaatttcag tattaaatgc actgccgtac tatcaagagc aacgtatgtt
  2288641 tgaacaacaa cataaacttg aaacgttctt aatgaaagat ttaatagcga tgttatcttt
  2288701 agtggtgcaa ctaccaccat cacaacgtcc cgaaaaagaa gaagaattga aaatctactt
  2288761 acaaaatttc caaaaagaaa tggaagtagt agagcgggat attcgtgact cgattgatca
  2288821 cgatttgaat gtgaagatga gagcagcgac tgagaagttt aaaaataaat aaaaaaggcg
  2288881 ccttaaagca ttaatactta gctttaaggc gttttttatt agctgttatt ttgctttaac
  2288941 ggtagcatga ctagatgcaa cgctttcatt atgcaatcga tcaactgcag ttactacata
  2289001 cgtatacgtt tctccagaga tagctgtttt atctacataa atttctccaa gttttgtttt
  2289061 ccttacagta gtaagtaaat tttttgggtt ttgtatatcc acttcatttt ttccattcgc
  2289121 gcggtaaatg gtgtaataag cagaatcatt ctctctatcg tcaataatgc ctatagcaat
  2289181 accttcatct cttggaatag caccttttaa agtcggttgt tttggtggat catgatcaag
  2289241 ccaaggcata gaggggatta atgcaggata tttatatatg tcttttgaga gtctatcttt
  2289301 aattcctagt ggattgttat taatatcttt taagctaaaa tgcatactac cttttatttc
  2289361 aggatataac cgatttaatt caatttgtct tgggtattct tctggattag accaagctgg
  2289421 gacagaatta ttattaattt tataggccgc ctgaccgatg tataggtgaa tcggtttatt
  2289481 atttgtttct tttacccacc aatctactaa gatgtcatat gcagctggtg tgaaaccaat
  2289541 attccaatag atttgcggtg taatgtagtc aataaatcct ttttgtatcc actcacgtgt
  2289601 atcagcgtaa aggtcatcat agttcctttg acctgcagtt gtgttagagc cagttggatc
  2289661 gtcagctata tttcgccata cgccgaacgg acttatacca aactttacgt atgatttttc
  2289721 atgttttata gcagtattta aatcttttac aagttcattt acattgttac gtcgccaatc
  2289781 ctctatattt gtaaatctac cgttattata cgtttcgtac gttttttgat cggggaattg
  2289841 ttcacctgct actttatatg gataaaaata atcatccata tgcagcgcat caatgtcata
  2289901 attttgcaca atttctaaag caccttcagt tataaatttt ttcacttctg gaataccggg
  2289961 attgtaatat agcttcccgc cataaggtac aatccaatcg ggatgttgtt ttgcagggtg
  2290021 attatttgat aatcgattta tatcagtgtg attcatcgtt attcggtatg ggttaatcca
  2290081 tgcgtggaat tctatatttc ttttatgtgc ttcatcgacc ataaatgcga gtgggtcata
  2290141 accaggatct tttccttgtg tgcccgtaat gtattcagac caaggaccgt aatttgaagg
  2290201 atagaaagca tcagcggttg gtttgatttg tacaacgact gcattcatac cggtgttttt
  2290261 tacatcgtct aataatctaa taaactcttg tttttgattt tcgatgggta agccggtttt
  2290321 tgagggccaa tcaatattaa gaacagatgc gatccataca gcacgtaatt catgtttttt
  2290381 atacgtagta ttagcttcag cataagtaga gtgaggggga aatgaaagtg aaaggaataa
  2290441 aaaagatgac gatacaacat atcattaata aacgtttaac aatcatttat acgcctccct
  2290501 attatgtggt taactattat gatatccgag atgaggttgt tcttacaatt gagaaaaata
  2290561 aatattgaaa cattaattta ataggaaaaa tatttttact gaaatttact ttcattataa
  2290621 ctaaattctt tcactacttc atatgcttgt tagtaaagtg aaacttcctt tcatttgaag
  2290681 ggtagtaaat tataagtata ggaggattca taaatgaagg ttttgttcgt ttgttctgga
  2290741 ggaatgtcca gcgcaattgt tgtaaacgct ttaaaaaaag aggcggagaa aaagggtgta
  2290801 aacatggagg tacatgcgat tggaacaagt gaggtggaag aagaagtaaa aaatggttgg
  2290861 gatgttgtaa tggttgcgcc acaagttaga caccgatttg actctgtaaa aaaatttgca
  2290921 gaagaggagt ctattccgtg tggtatcatt ccgccgcaag catatacgcc acttggcgga
  2290981 ccgactttat taaagactgt aaatgattta attcgttagg gggaaccgtt atgaataagt
  2291041 ttgtcacgtt tcttgataaa aacttatctg gaccgatggc aagactttct gaacagagac
  2291101 atttacaagc aatccgtgat ggagttattt cagcattacc atttatcatc gtaggaagtt
  2291161 tctttttaat cgtagcattt ccaccattac cgaaagatag tttcatatcc gtttgggcat
  2291221 taaagaatca aacaagtata ttaataccat atcgcctaac gatgtttatt atgtctttat
  2291281 atatagcatt tggaatagga tataatttag cgaagagtta taagttagat gctttatcgg
  2291341 gagctcagct tgcagtatgt tcactgctat taacattaac tcctgaatta attgataaaa
  2291401 aaggatttat gcttccgatg acaaatctcg gagggcatgg attattcgtg actatgattg
  2291461 tttctatttt atcagttgag attttaagat tttgtaagaa gaacaacgta acgatcaaaa
  2291521 tgccagaaca agtaccacct tcagtatcgc gttcgtttga agcacttata cctgctgcat
  2291581 tcgttattat tattattatg agccttatta cagttgtttt taaagttgat gtacattacg
  2291641 tagtggataa attagccgca ccgttagtca aagctggaga tagttacttt ggcgtcataa
  2291701 tacctgtatt tttaattaca tttttctggt ccttcggaat acatggtgta tcggttgtag
  2291761 gtactgtagc aagaccgctt tgggatgtat atttagggaa aaatggtgaa gctgtagcaa
  2291821 gtggtgcgag tcaatttcca ttcattgcac cagaaccgtt ttatcaatgg tttatttgga
  2291881 ttggtggttc gggtgcaacg ttagggcttg tgttagcaat gatcgtattt ggtcgatcaa
  2291941 aatattcgaa ggcattatcg agaacttgta ttgtgcctgg gatttttaat attaatgaac
  2292001 cagttatatt cggcttgccg attgtattga atccaatttt aattattcct ttcgtcatta
  2292061 cgccgctagt aacagcgact atcgcttatg ctgcaactgc aatgggattt gtaacgccaa
  2292121 ctcatattat gccgccatgg acattaccag ccccaattgg tgcatattta gctacaggag
  2292181 gagattggcg tgcaattgta ttagtcttaa taaatatagc aatatcattc cttatttatt
  2292241 taccattctt taaaatgtac gacaaaaata tgcttgaaat tgagaagaat ggtgaaggag
  2292301 aatctgttaa tccataatct ttatgcttta ttttgtgagt gataggcatt ttgtctatca
  2292361 cttctttcac attaagttga gagagggtga aatggaatga atataaaatt tagttataaa
  2292421 ggtgtatttt tattattatt tggagtgata tgtgcgaatt tactttttgt gcctatatta
  2292481 agaatgctac atctatcaca aatgcatagt atatggctcg ttacaagcat tgcggcaagt
  2292541 gttttgctta cagtagttgt ttctttcatt gatggatcgt ttgcatcgaa agctcagttg
  2292601 ttttttagat ttatattgtt ttcgatcggt tgtacatttg taacttacat gattgttttt
  2292661 tagtaaatag gaggtcatgc atgttatgta tattgcaggg gtaatgtctg gtacttcatt
  2292721 agatggaata gatgtagcgc tcgttcgtat agaagggagt ggtgtagagt ctaaggtcga
  2292781 actcatccat tttactacag ttccattttg taatgatata aaaagtgaaa tacaacaagc
  2292841 gttatcaata gaaaattcaa atgtccaact catatgtagt ttgaatttta agctcggttt
  2292901 atgttttgcc aatgctgtaa aggaagtttg taaagaggcc aatttttctt tggaacaatt
  2292961 agatttgata ggttctcacg gacaaacgat ttatcatcag ccgaagcaag atggtaatag
  2293021 gataccttcc acattgcaaa ttggggaacc tgcagtaata gcatacgaaa cgaacacgac
  2293081 ggttatctca aatttccgaa cgatggacat ggcagcagga ggacaaggtg caccacttgt
  2293141 gccatattca gaggtcattt tgtatcgtga tccaagtaaa aatagactac tacaaaatat
  2293201 tggtgggatt agtaatgtta cagtaatacc aaatcaacaa agtgatcaga acgttatagc
  2293261 ttttgatact ggtccaggga atatgataat tgatgaagta tgtcaaaggt tatttcagtt
  2293321 gtcatatgat caaaatggtg aaattgcaaa acagggtaga gttgtagatg aaattttgac
  2293381 atattgtatg agtcatccat ttttgaaaat gaatccaccg aaatcaacag gtagagaaca
  2293441 gtttggagaa aaatttgcaa gtgaattatt gaagcggttt gaaaagcata gtaaagaaaa
  2293501 tatattgacg actgtcacga tgtttactgc aaattcaatt gttcatcatt ataagaagtt
  2293561 tatcttgccg tattatgaaa tcgatgaggt gatattaggc ggtggtggca gttataatag
  2293621 cacacttgtt gaaatgttgc gaaatggatt gaaggatgaa aactgcgcaa tattcattca
  2293681 agaagatata ggctattctt cagaggcgaa agaagctatc gcctttgcaa ttttagcaaa
  2293741 cgaaacgcat cattgcaatc cgagtaatgt gccaagcgca acaggtgcaa agcaatctgt
  2293801 agtttttggg aatataacat tccctccggt atgaagaaaa tgaggtgaac atatatgaag
  2293861 tatatgattg gagtagatgg tgggggaacg aagacagaag caattgtctt tgatcaagac
  2293921 ggaaaggaaa ttataagtgg taagagcggt tttggaaata tattaataga ttttgaagaa
  2293981 gctcttgtgc atattatgga agcgattgat caatgccaga aaaatgtagt gaaaggacat
  2294041 tgcgtttgta tttgtttagg attagcaggt ataagtggcg caaatacaaa tgaattaaca
  2294101 ttacgtctaa aacagaagta cggaatacaa attgaagttt ttaatgacgc gatgatagca
  2294161 catgcagctg ctttaaaagg gaaagatgga atattaacga ttggtggcac aggcgcgatt
  2294221 tgtctaggga gaaaaggaga agtatacgag tatagcggtg gatggggaca tattttaggt
  2294281 gatgaaggaa gtggatattg gattgcatta caaggtttaa agagaatggc aaatcaattt
  2294341 gatcaaggcg ttacactttg tccattaagc ttaaggattc aagatgagtt tcaattatta
  2294401 acatcgtctc atataaaaag actagtttat agttcttcaa aagataaagt tgcagcaatc
  2294461 gcaccattag ttattcggga agctagaaat gggaatgatg ctgcacatga aattatgatg
  2294521 caagctggaa atgaattagg aaggattacg gtaaatgttt ataacaagat gcagtttgat
  2294581 ttatcaactt caattgcagt aagtggcagc atattacgtt tcgttcctga aataaatgct
  2294641 gaatttaaga aatactgtga gaagagtata ggagaagtta catttgtatc acaatcacaa
  2294701 tcacaatcac aatcagcagc aaaaggaaca tattatttaa tgaaggatat atattttaaa
  2294761 aaatagaagc atgagaattt ttgtatgatt tgtaaaaata tgatgttaaa atatataaag
  2294821 ggatgtagat aaaaaagtac aatatacata gtcattgaat attgtataag tactcctatg
  2294881 cagaaagtga atgattatat gattaatagt atgcagtttt tatatttagt ggcttcttat
  2294941 ttatttggaa acatattgac tgcttatata gtaacgaaat ggagacataa cgttgatatt
  2295001 cgggatgaag gaagtggtaa tcctggtgca agaaacatgg ggcgcgtata tggaaaaggg
  2295061 tatttcgttg ctacattttt aggtgatgcg atcaaagggg caatcgtagt ttctattgca
  2295121 aaataccttt ttgaagattt tacattcgta atgctaacat tattggctgt aataatggga
  2295181 catatttatc caatgttatt taaaggtaag ggcggtaaag gtatttcaac atttatcgga
  2295241 ggactaatcg catttgatta tttgatagcg cttaccctcg ttgcggtttt cattatattt
  2295301 tatttaatct ttaaaggatt tacgaagcca ggactaatta caattgcttg tttaccactt
  2295361 tgcatgattt tgtattctta ctctattgtt acgactattt taagtgcact catcattgta
  2295421 cttattttat atgtaaatca cgaatgaaat aaacatttaa taagtggggt taatctccac
  2295481 ttatcatttt ttattaaata gataaaggag atagggcatg gggttaattt ataaagttgc
  2295541 tgatcaagtt tgggaatttg aaagtataca taaattgaat tataaaacat ttgtagaaga
  2295601 aattccgcaa catgaagaaa cgaaagatcg tgttcgtata gatcgttttc atgaagaaaa
  2295661 tacatattta atttgtttag atgacgataa gttagtaggt atggttgcgt tgcgaggaaa
  2295721 acggccattc tcgttagatt ataaaatttc aaatctagat ttttatttgc aagaacatgg
  2295781 agaaaacgta tatgaaattc gtttactttc agtagaaagt gaatatcgaa atggaagagc
  2295841 gttattaggt ttaattcgct ttttacatcg ttatttgctt ctaaatggat atgaattggc
  2295901 actcatttct gctacaacac gtgaactacc tttatatgag caaatgggat ttaaagcttt
  2295961 ccatacgtta gttggtacag aagaagcagc attccagcca atgtatgtta cccctgctat
  2296021 gtttgaagcg tcgagtgttg ggggaattat gacgaaagag tatacgtttt tacccggccc
  2296081 agtagatatt gaagaaaatg ttcgaaaggc attttctact aagcctattt cacaccgttc
  2296141 taagtcattt caagtgacga tggataatgt aaagaaacga ttacttcaaa tgacaaaagc
  2296201 aaaacgtgtg caaagcatgt taggaacagg gacattagcg aatgatgcca ttgctttaca
  2296261 gttacgttct ttaaaaggaa aggggctcgt attaacaaat ggggaatttg gtaatagatt
  2296321 agtcgggcat gcaacacgcg cgcaattaca ttttgatacg tataaaaaag aaatggggga
  2296381 accatttctt tatacagaat tagaaaaagt aatggaaagt ggaaattatg aatggctttg
  2296441 gtttgttcac catgaaacat caactggaat gttaaatgat ttaaaagagt taaatgttct
  2296501 tactaagaag tatcaaatta aactatgtgt agattgtatc agttccattg gagcaatacc
  2296561 gatagattta aaggatatat attttgcaag cggtgttagt ggaaaagcga ttaaatcata
  2296621 tacaggatta tcttttgttt ttcataacca tattgtaaaa ataaatgaag cagtaccggc
  2296681 ctatatggac attggcatgt acgaagaaaa tgaaagtatt ccatattctc attcatggaa
  2296741 tttaatttat gctttgcaag aagcattgaa gagatttgaa gatgaaacag catttgtaaa
  2296801 aataaaagag acatatgatc atatggaaga agctattacg actataggat taaaccttgt
  2296861 ttcacctaaa gaacatgccg cgccaattat ccttacgatt caattaagcg aaggccagtc
  2296921 ctctaaaacg ataggtgatg agttagcgtt acaaggatat attgtccatt atgaatcagc
  2296981 gtatttacga aagaataatt ggatccaaat tgcatgctta aatcattaca aagaacgtga
  2297041 tatgaagagg atgctaaatt gtttgcaaat gtatgtatta caaagtgagg ttcatatata
  2297101 aagaatgctc tttaacatag atggtttcgt ataaaggagc tgcgacttac gaaaacttag
  2297161 gaagagaaca ttggaagagg tgttagtatg ataactaaaa aactaccatt acatatagac
  2297221 gatattaaaa aagctcaaag cattctggat agaaatgctc gtaaaactcc attagtaaaa
  2297281 tcattttatt tgactagtaa aacgggtgga gaaattcact tgaaattaga aaacatgcaa
  2297341 ttaacaggtt cgtttaaatt ccgtggtgcg tttaataaaa tgtcacagct gacagatcaa
  2297401 gaaaaagaaa gaggagtaat tgcttgttct gctggtaatc atgcgcaagg aattgcttta
  2297461 tctgctcatt tacttggtat taagagtaaa attgttatgc cgatttctgc accgcaggcg
  2297521 aaagttgatg cgactaaagg atatggatct gaagtagttt tacatggtga aacctttgat
  2297581 gatgcgaagg caaaatgtga ggagattatt agggaaacag gtgaaacata cttacatcca
  2297641 tatgacgatg tagaagtaat ggcaggtcaa ggtacaatag gattagatat tcttgatgat
  2297701 atgtgggatg ttgatacggt cattgtacca attggtggag gaggaattat ttctggaatt
  2297761 gctgtcgcat taaaatcttt taatccgtcg attcatataa ttggtgtgca agcagaaaat
  2297821 gttcatggga tgaaggcatc ttatgacaaa ggcaaaatta tagaacatta tgaggcacct
  2297881 acgatagcag atggttgcgc ggtaaaaata cctggcaatt taacttttga agttgtaaaa
  2297941 gaattagtag atgatattgt aacggtatca gaaaaagagc tggaagtagc gatgaaagac
  2298001 ttattacaac gcgggaaagc tgttgtagaa ggtgcaggcg cattagctac tgctgctcta
  2298061 cttgcaggga aagtggatac atatattaaa gagaaaaaag tagtagcagt tatatctggt
  2298121 gggaacgtag acttacagcg catatcgagt gtttgtgaac aattttttgt ggcgaatgaa
  2298181 gtggaatagt tttatgaaaa aggagctaag tgaaattata ttagctcctt tttcattatg
  2298241 tttgtgcggg agtaaataat gactccattt ttactttgct cttttctcga atttcagcgt
  2298301 ctgcatggcg catcacatat ttatgagcta cagcgatcgc caaaacatca tctaataagc
  2298361 caatcccaat aatagcagct atatctggaa tgaagtcaat tgttaatacg taataggata
  2298421 aagcggctaa tatgatgaat ttcgctttag taggtaaccc ttttttctca ttgtgtaata
  2298481 taaaataata ctttcatata cgctagattt accgaggttt gctgagcttt tcttgaattt
  2298541 tttccaaagt gtctgtttct ccacataaac actcctttta caaaaacata gattttttaa
  2298601 aaggatagac aaagaagtga ggaaataatc aattttattg tttttcttat tgtatatttc
  2298661 catgaaaata gggaattacc tgttcaaaat aatagaatgt tggttatgta acgactcaca
  2298721 gtgtatatgt tcgttccaag taaaggtact acgtagataa cgttttgtgg taatgcgtat
  2298781 taaagttaat tttttacatt aatctctgca ttcgtacaat gttaaattac ttctaaataa
  2298841 tctattggtg agaaatttag taattcttga atagcccctt tactcgctgg tgattcataa
  2298901 gcttctaatg tgattctgtt attaatcgat tagctgcttc atctagcatt tcaggtgtta
  2298961 ctttgttttg aattattttt cctctctttt ctcccatctt cttgaaagta gtcacttcgg
  2299021 tgatggcttt tttattttct cagatgaagc cgatgagttt gagttttaga attttatcgt
  2299081 ggtattattt atgtaacaag gggatgttgt aagaaaaaat acaatttgag gggaagatga
  2299141 gaatgggaat ttataactat gaagcgaaag aggatttgca agtaggagaa gtttgtttag
  2299201 aacgagatat ttatgaaatt ataaactttt acaagaaagg gtcaatagtt ttatgtgatt
  2299261 cagtatctcg tttcagtgcg aattcagaca gaatgtttaa agtgataaat aggatagaaa
  2299321 catatatgca taaaaataaa gactatacat atcaggtttc ggataggccc aagttgattt
  2299381 atgtagttga acaggtaaga taaggaaagc attcataacg gatgcttttt tctttgttat
  2299441 atagaatgta cacattaaac gtgaatttga aagaaatgta tgtagatgat ttaatttatt
  2299501 caacatttat taagcggtat ggaggaagaa aaatgaagat aatagaacta ccaattgaat
  2299561 tcgaatttaa cgggaaaaaa caatgtattt atccaagttt aattatatta cataatgaat
  2299621 taacgttagt cgatacagga tatacaaatt ttttaccttt aattgaaaat gcaattttaa
  2299681 aacatgaata tgagatgaaa aacttaaaaa atataattat tactcattat gatgatgatc
  2299741 atataggatc tttatatgat ttcaaagtga aatatcctca agttaatatt atttcgagtg
  2299801 aaattgaatc cagctacatt aatggtgata gaaaatcaga gagattagtt caagcagaag
  2299861 aaatgttaga acgtatgcca aatgaagaaa aagaatttgg taaatggttt atccaagagt
  2299921 taaaaaatat aagacatatt tccgtcgatg aaaaagtaca tgatggtcaa atgattttga
  2299981 ataatgaatg tcaagtagtg gaaacgccag gacatacttc ggggcatatt tcattatatt
  2300041 ttccgaaatt aaattgtgta attacagggg atgcggccgt tcaagataat tgtgaattag
  2300101 aaatagctaa tccggatttt tgtttagata tagaaagggc ggaacagtct ttaaagagga
  2300161 ttaaaaacct taaagctgta acgtattatt gttatcatgg aggaaagctt actgtataaa
  2300221 atattaaaaa accgatcttt tccatataga aagatcgatt ttttaattca tagattctgc
  2300281 aatttgaatt aaatccttta cgctatattt tccttttata tagcgtttgt taccaattgc
  2300341 aattgtatat tgaaaaccat tcttctgaaa gataagttca tatgctgaat caaaatgagg
  2300401 attatataat gcttttatat tattttttaa actgtagaac ttagcgccat tatgtacata
  2300461 gaagcctaat ttgttttgaa cgggtgcaac agtgattttt aaaatcccat taatatcttc
  2300521 attgaagtat tgaaggttta agtaatcgtt atagatgtac ccttgaaatt cgtgaatttc
  2300581 gaatgggaat tttgtagggg taagtatatg ttccttacac ttcattttat attcttttac
  2300641 aatagttgct tctttcataa ggggattggt tccatcataa atttgaataa ttcgagatat
  2300701 tttattgttt tttgttacta tttctaaaat gtaaccgata gtaaattcat catcagtgtt
  2300761 tttggaataa gaaataagaa ttgtggtatc ttcttttgga gatggtacta ttttaattgc
  2300821 ataaatttgt ttatttgttt ggaaattagg tagttcaaac ccttctgtta catatgacct
  2300881 cattaatttt ttatcattta tgagtaaagc ttgtttaaat tcacttatca catctgtttg
  2300941 aggtttttcc ataatagtgg aggtcgattg aaaagatagt aagaaaaaca tgcaaaaaat
  2301001 ctttatgaat gtagtggtca attttatcac cctgtaacta tatttccgta acatttaaat
  2301061 atatatgtac aggaggggag aagatgagtt tattatttga tgtaatagca gatatcattt
  2301121 tattttatcc tcgaaatgat atgaaattaa aatatcatat cgcaaaatta agtgaattag
  2301181 agtggtttcg aaatctacat gaagatccga agtatacaag tttaatttgg agtaataaaa
  2301241 aaattaagaa gtacattttg aattctgcaa atatgaaagc attaataaat tccgagacaa
  2301301 aacaaaagga atttgtccag ttagtacacg acgaatataa aaaaagaaga taagaatttt
  2301361 tttatttttc atatttggcg aaacaaatgg tacaatgaaa gctaatgtaa aaaataagga
  2301421 aaagaagtgg tctatttgaa aaacttttta gaattaggaa ttagtgaaac gtttaatcat
  2301481 acattacgtg aaaatggaat tacagaagca acaccgattc aagagaaagc aattcctgtt
  2301541 attctgtcag gtaaagatat tattgggcag gcgaaaacag gaacgggtaa aacgttagca
  2301601 ttcgtgttac cgattttaga aaaaatcgat ccagagtcta gtgatgttca ggctttaatt
  2301661 gttgcaccaa caagggaact agcactgcaa attacaactg aaattaaaaa aatgcttgtt
  2301721 caaagagaag atattaatgt tctagcgatt tatggtgggc aagatgtagc gcaacaattg
  2301781 agaaagttaa aaggtaatac acatattgtt gtagcgacac caggacgatt attagatcat
  2301841 atacgacgtg aaacaattga tttaagtaat ctgtcaacga ttgtactaga tgaagcggat
  2301901 caaatgcttt atttcggttt cttatatgat attgaagata ttttagatga gacacctggc
  2301961 agtaaacaaa cgatgttatt ctcagcaacg ataccaaaag atataaaaaa attggcgaag
  2302021 cgttatatgg atgagccgca aatgattcaa gtacaaagtg aagaagtaac ggtagataca
  2302081 attgagcagc gtgtcattga gacgacagat cgtgcaaagc cagatgcact tcgttttgtt
  2302141 atggatcgtg atcagccatt tttagcagtt attttctgtc gtacaaaggt tagagcgagt
  2302201 aagctttatg ataatttaaa aggactaggt tataattgtg ctgaacttca tggtgatata
  2302261 cctcaagcga aacgtgaaag agttatgaag agtttccgcg aagcgaaaat tcagtactta
  2302321 atcgcaacag atgtagcagc tcgtggactt gatgtagatg gtgtaacgca cgtatttaac
  2302381 tatgatatcc ctgaagatgt agagagttat attcaccgca ttggccgaac aggacgtgca
  2302441 ggtggatcag gtcttgcaat tacgttcgtt gcagcgaaag atgaaaaaca tttagaagaa
  2302501 attgaaaaaa cgcttggcgc accaatacaa agagaaataa tcgaacaacc gaagataaaa
  2302561 cgtgtagatg aaaatggaaa accgctacca aagccggctc cgaagaaatc aggcgaatat
  2302621 cgtcaaagag atagccgtga aggttcaaga agtggttcta aaggtcgcac aagaaacgat
  2302681 tcaagaaata gttcaagaaa tgaaaacaac cgatcattta ataagccaag taataaaaaa
  2302741 ggtagtacaa agcaaggcca gcaaagacgt ggccgttaaa tagttataat tgtaaagagt
  2302801 cgcaaaatat tgtggctctt tttttgtttg tatacaacaa ggatgatggc aagaaaaaaa
  2302861 caaaaatttc attcaccgta tttaaaactt ataagggaaa ttttatagtc caaaaccagt
  2302921 agaacaaggg tactacaacc atgtcgtaat tcaagaacag gtgcaactta cgtatggaca
  2302981 atatttaatc gaaaaaaatc gagagcaagc aattcgtact agcccctctg atgatgatac
  2303041 gaattatgaa aaaatcaatt ggtataacga tatgaaaaca tcttttgcaa acaaagaatt
  2303101 ggccgatttg gtgaaaggaa tttgtaactt tgttagtttt gttcgatggg aactcgagat
  2303161 gcacaactgc catccttatt gggaaattgc ttactacgac gatgaagata atgtagtgtg
  2303221 aagttaacaa aagggatagg atagtatgcg aaataagaaa aaaggactag cagtcgtacc
  2303281 tgccgtcctt taataggaga aaaagtaatc ttgtttagaa ctacgcataa acagaaaatc
  2303341 tgcttgtaat tagttttgcc ataaatatac gtgtctatac aaaaaaaggg ataagtaaaa
  2303401 aatacttatc cccggaaggg aaatcccaag caccaaaatg gctcgtattg gtctgcaggt
  2303461 tcaaaagtag tatatgtaaa acaaaaaatc tcatacaaaa agcagacaac gattttggtt
  2303521 gtctgccagt gagttcaatg agttagctaa ttgtgataaa ttgcatcccc attgcgagaa
  2303581 gagtgaagct gctagttcaa acagcttgtt ggtattattt tcgatttctt aaaaaatata
  2303641 cagagaaagc agataagtga agaacctacc tgcttctgct gtaacaaaag aaagaagtat
  2303701 tagccgtgga cacggcggct tgaaaatagt atgtattttt atttaaaaaa tattcaaggg
  2303761 gtgaagaaac atgtttaata aatggtgttg tgaaattaat cagctaatta gaaaaacaat
  2303821 gagcaaatat aacaataaaa acgtaaatat ttaaaacagt gatgagtata aagtgataca
  2303881 aaatagttat attaaagctt gattttcata aaaaataaag cacacatata agtgtgcttt
  2303941 tatgaacgct ttagatttgt gtgactacat agtcaccata caataaaata tgcttgttta
  2304001 atataaatgt gtgttaaatc tataacatat attttgggtg tataaggaat attaaatgtt
  2304061 aaatgttaat tagccaagca tattgttttt attaacgaat ttgtgcaact gttaaagcgg
  2304121 cagaacgaat atctactgta ccaattactt caacgggtac aatttgaatt aaatcaccag
  2304181 ggtttaagtt tattagaatg acaccgctgg atacatctac ttcaccagtg ccaatgatat
  2304241 tagaacggac tgcggttcca gatcctgcaa taatattagt tgatgagttt agtgttaaga
  2304301 aaaagcgcgc tgcttccggg gttactggaa cattatcgag gctgattgtt aatgtataac
  2304361 tgatttgata aataccagct acttgaattc taataccagt tcctgtacta attgtatcat
  2304421 tgattacagg gacagtaatg tttggatttg ggcctgtact aggtagtagt agtggtgtaa
  2304481 atagtgttgc aaattgaggt gaagtagcat taaaagcaaa accgagagct ggtagtgtac
  2304541 tgggggcttg tgctctacaa ttaaagtttg tgagcttacg actagatgat cgcatatttt
  2304601 cactcctttc tttcatttag atcgcgtgag taataaccac atgttttgga caagcacaat
  2304661 ataatatatg aaaatttata gtgaatagtg cagaggtgta ctgttatgga taaaactaac
  2304721 tgcctatagt acaaaagaaa cactacgctt acagaaatag tttgtaacct aaagttgaaa
  2304781 aaatagtatg aatagagttg aaaatgttat ttagaaatga aagaaaacca aataaaaaga
  2304841 gcacgcatat aagcatactc tttgacaaga aaagtagatt tttatgagtg gattcctcca
  2304901 tagaataata tatgcttgtc caattaaaag gtgaaaaggc ttaatcaaat cattatttta
  2304961 aaattaaaga gtacctaagg gaatgctctt cgatcaaaac aatattaaaa aatatttgat
  2305021 aatatatgta atcttttaag ctttgtgatt aattaaaagt ttttcgaatt gcttttggat
  2305081 gatagtacat gctgttctat tttttcgtaa agatataagt agttgtttga tcaatgtaat
  2305141 ttgtggtgtt aaccaatacg aaaaccttct ttttcttaaa atgaaaggtg atgataagaa
  2305201 acgtgagata cgttttaaac aaattgaacg gacgttaaaa aataaaaatt tataaaggaa
  2305261 attggaagta ggacgttgta tatgtataaa ataggaaact ttttactaat taaacatata
  2305321 attaaaatag accgacagtc ggtctggttg gaaggagaac gtgaatgcga ataattaagg
  2305381 agtatgagga acgtagaaaa gaaattttag aaacggcaga acgattattt cttacgaaag
  2305441 gttatacgaa aacaacagta aatgacattt taaaagagat agggatagca aaggggacgt
  2305501 tttatcatta ttttaaatcg aaagaagaag taatggatga gattattatg aggattatta
  2305561 aagaagatgt tgctaaagcg aaagtaatcg tctctaatcc aaatatacca gtattagaaa
  2305621 agttatttcg agttttaatg gagcaatctc caaaatcagg tgatataaaa gataaaatga
  2305681 ttgagcaatt tcatcaacca aataatgcag aaatgtatca aaaaagttta gtgcaatcta
  2305741 ttattcattt atctcctgta ttaacagaaa ttttagaaca aggaattgaa gaagggatat
  2305801 tttcgacttc atatccacaa gaaacgattg aactattact atcttcagcg caagtcatat
  2305861 ttgatgaggg gttattccaa tggaagccgg aagaaatgat gaggagagtg aaagcttata
  2305921 ttaaaatgat ggaagtatct gttggagcga aagaaggatc ttttaattat atgctggagg
  2305981 ttttaatgaa acagaggtga tattttttct gtttgtgtat tatagaccga cagtcggtct
  2306041 aaattaaagg aagggtgtga ttatgatatc tattagtata aaaccttcga tgcaagattt
  2306101 ttatttaatg gtgagtgggc aaattattac tattttgggt tcaacacttt tacgttttgc
  2306161 tctgtcatta tatgtgctag atttaacagg gcgtgctgat atattcgcag gattatatgc
  2306221 gataacgagt attccgtttt tgctagctcc tcttggcgga gcgatagcag atcgtttcaa
  2306281 tcgccgtaat ttaatggtta tttttgattt cataaatact gcgattgtat taagctttat
  2306341 agttttgtta tttactggat ctgtatctat tctattgatt ggaacaatta tgtttttact
  2306401 agcaatcgtt aatgcaatgt acgcaccagt tgtaatggca agtattccgc aattagttcc
  2306461 agagaaaaag ttagaacaag cgaacggtat cgtaaatggt gtgcaagcat tatctaatat
  2306521 agttgcccct gtattaggag gaatattgta cggcataatt ggtttgaaaa tgctcgtgat
  2306581 aatcagttgt cttgctttct ttttatctgc gattttagaa atgtttatta caataccttt
  2306641 tataaagaga gtgcaagaaa gccatatcat accgacaatt gtaaaggata tgaaaggggg
  2306701 atttatatat gttttaaaac aaccatttat tttgaaatct atgcttttag ccgcattact
  2306761 aaatttaata ctgacgccgc tatttgttgt tggtgctcca attattatac gagtaacaat
  2306821 ggaaagtagc cacacgttat atggaattgg aatgggattg attgattttg ctactattat
  2306881 aggtgcatta tcaatggttt tttttgcgaa aaagctacag atgcaaacat tgtattattg
  2306941 gatgatttta atagctttat tagtaatacc aatggcacta tcagttacac catttattct
  2307001 taatttagga tactatccac catttatcct ctttatactt tcttctattt taattgcaat
  2307061 gattatgaca gttgtatcca tctatgtgat tactgtagtc caaaagaaaa caccaaatga
  2307121 aaacttagga aaagtaatgg caattataac agcagtatcc caatgtatgg caccgattgg
  2307181 gcaagtcata tatggtttta tgtttgaaaa attcagcatg aagatttatt taccgatatt
  2307241 agctattagt ttcataatga tattattagc ggttgtgacg aagaaaatat tatcgaatga
  2307301 agggaactag ctttatatga ttaggagaat gttaaaaaga gatttctctc aaaataaaat
  2307361 gataattacc atattgttta tgtttatcat gttatcaagt cttttaatgg ctagtgcttc
  2307421 aagtaacgtt attactctat tgaactcaat ggatcaattg gttaaagtat caaacgcacc
  2307481 gcacttcgta caaatgcatg ccggagaggt aaatcaaaag tcaattgatt cctttgtaga
  2307541 aaaaaatccg tttgtaaaaa aacagcaaac ggctgagatg gttcaaataa atggatctaa
  2307601 catttttatt aaaaagaaaa atcaagcaga acataatagt gtaatggaca ttagtttcgt
  2307661 gaaacaaaat agtaagtttg attttttatt aaatttaaat aatgaagtgg tcgatgttac
  2307721 gaaaggggaa ataggtgtac ccatttatta tatgcaaaaa tataatttgc gtatgggaga
  2307781 taaaatatgg gttattaaag ataataatga actagaattt acgatttcag catttgttcg
  2307841 tgatgttcaa atgaacccat caatcgttag ttcaaaacga tttgtaataa gcaataaaga
  2307901 ttttgaaaga ataaaaagaa attttggaga aagcgaatat cttattgaat tccagctaac
  2307961 agacgaaaat aaaataaatg aatttgaaaa tctatataag tcatcgaact taccacaaaa
  2308021 aggtccctct attacgtatt cactatttaa aacactcaat tcattaacag atggaataat
  2308081 agctgcagta cttatcataa taagtggatt attaatgtta attgcaatgt tatgtattag
  2308141 atttacgatc attacttcga tggaagaaga ttatcgagaa attggtgtta tgaaagcaat
  2308201 tgggattcat aataaagata ttcaaaaatt atatataata aaatatattt ttatttcagc
  2308261 tggtggatgt atatgtggat atatactctc actatttgtt acaaaaatct tcacttcaaa
  2308321 tatcaccctt tatatggggg cggcaaataa aagcatttta cacaatattg tgccattcat
  2308381 aattacaaca ttgttatttt tagtcgttat cctgttctgt cgtatcattt tacggaattt
  2308441 tagaagaatt acagcaatag acgctttaca atcaagagat aaactaggaa aaagaaagat
  2308501 tagaaaatcc ttttcactca aacaaactaa atttacaaat gtaaatatat ttattggtat
  2308561 acaagatgtt gttaaaagat ttaagttata tcgggtatta agtatcgtat taataatagc
  2308621 tgtgttcatg attgttgtac ccgttaactt tttgtatacg attcagtcac cgaattttgt
  2308681 aaattatatg gggacaggaa aaagtgatat tcgaatagat ttacagcaaa ctgaaaatat
  2308741 agagaaacgt tttaagggtg ttatttcata tgtaaaaaat gataaagaag tagaaaaata
  2308801 tgcaacattt gttacgagta catttaaaat ggtaaacgct gatggtacac atgaaaactt
  2308861 aaatgtagaa atgggagact tcactacatt tccattagac tatatccaag gtagggcacc
  2308921 aaaaaatgaa aatgaaattg ctctttctta tatgaacgca aatgaattaa aaaagagtgt
  2308981 aggggattat atctttttat ttgtagatgg gaaagagaaa ggactagcga ttagtggtat
  2309041 atatcaagat gtaacgaatg gtggcaaaac agctaaagct agtttttcta ataataatga
  2309101 aaatatatta tggtatgtag taaatgtaga tatgaagcct aaagtggact tgcaagaaaa
  2309161 agtaaaggag tataaacaaa attttagttc tgcaaaaata acagatacaa atgattatgt
  2309221 aacgcaaact ttaggagaaa caattaaaca attaagactt gtgacgcaag tggctatttt
  2309281 gattgcgata ttgatatcag ttttaattac tgcgatgttt tttaaaatgt tattagcaaa
  2309341 agattcttcg caaattttaa ttatgaaaaa tatcggtttt tctagtaaag atattcgtat
  2309401 acagtatata acacgttcta tcgtcattgt attattaggc attttgatag ggacatgtat
  2309461 agctgctaca tttggtgaaa tgttagtaag ttggttaggg tcatttatgg gagcagctca
  2309521 tataaagttt gtcgtaaatc ctatcgtttc ttatataata tgtccagcta ttttatttat
  2309581 acctgtgact gcaacaacac ttttcagtag ttttactatg aagcaaacaa acgatgtaaa
  2309641 gccaaatggg gagtaggggt gtatcacttg aaaaaaattt tagaagtaaa gcaagtaaac
  2309701 aaaacatatt caatggatgg aaatgcaaat tatcacgtgc taaaaaatat agatttagag
  2309761 gtttatgagg gagaatttgt atcggttatg gggccttctg gttctgggaa atcgacgtta
  2309821 ctatataata ttagtggaat ggatcaaatg tcatcaggaa gtgtaaaaat tgatagtaaa
  2309881 gaattatcat gtatgaaaga agaagagtta gcaaaattac gccttactga aataggattt
  2309941 atttttcagc agagcaacct tcttagaaac ttgaacctat ttgataatat catcttgtca
  2310001 gcatatttag cgaaatgtga gagtaagaaa atagtaaata aacgtgctct agagctaatg
  2310061 gagaatatgg ggataagtga tatagcgtct cattatataa ccgaagcatc tggggggcaa
  2310121 ttacaaagag tctctatttg tagagcgctc attaataatc caaatattat ttttgcagat
  2310181 gagccgactg gtgctttaaa tttaaaatca acagaagaag taatgcaaat attattaaat
  2310241 attaatcgtg atggaacgac cattatgtta gtcactcatg atgtgaaagt agcagcaaaa
  2310301 acagaaagaa ttctttttat ggcggacgga gaaattgtta gtgaaataca gttaggtaag
  2310361 cttaggaacg atgatttaaa agcgcgagaa gagaagttgt taaactggtt agctgtactt
  2310421 ggattttaaa gagaaaaact cctattgaat gtaggagttt tttctttgtc ttaaagttct
  2310481 aaaagatata taataatttt ctgaatatta aaattggagg ggtgcaaatg aaaaatgaaa
  2310541 cgttgcatac gcaagaagat attattaaaa tgctggattc attattaaga ccagcagaac
  2310601 cattttggaa tgaattttat gcgaatagag aaaaagatgt tccgtttttt gaaaatgttc
  2310661 cagatgagaa tctagtttcg tatatacaaa aaaagcgggt ttcaaaagga aaagtactgg
  2310721 aacttggatg tggtccgggt agaaacgcaa tttatctagc aaatgaaggg tttgatgtaa
  2310781 cagcagtaga tttatctata gaaggcatta actgggcgaa agagagggcg ttagcaaaag
  2310841 gagtagaaat tgaatttatt tgtgattcaa ttttcaattt agaggttcaa aatgaatttg
  2310901 attttgtata cgattcgggc tgtttgcatc atattccacc acatagaaga gtaaattatg
  2310961 tggatttaat taaaaacgca ttgaaatcag gtggttattt cggattaacg tgtttcgcgg
  2311021 caggtgattt agatgagcga aatggatcag aaataacaga ttgggacgta tatagaggat
  2311081 ggagtttaca aggaggtctt gcttattcgg aagaaaaact aagagagata tttaaaggat
  2311141 ttgaagtgat tgaaattaga aagatggaac agattgaaca accaaatact atgtttggag
  2311201 aattatttct ttggacagca ttatttaaga agaattaaga aagtagataa ttgacaaact
  2311261 catcgttttt atggacaata tactcatggg aatgtatgtt cgttttttgt taaccgatgt
  2311321 atattttgca taaatacata gcaaggggtt gtctctaaat gagtaacaca aatcaaaaaa
  2311381 tcactacgtt tttaatgttt gaaggcaaag ctgaggaagc aatgaacttt tacacgtcgc
  2311441 tattcgaaca atcagaaatt gtaagtatct ctcgctacga tgaaaacgga cctggtaaag
  2311501 agggtactgt cattcatgca acgtttacat tacacgggca agagttcatg tgcatagata
  2311561 gttatgtaaa tcataatttt acatttacgc cagctatgtc tctttatgta acttgtgata
  2311621 cggaagaaga aattgaaaca gcttttaata aactagctga ggatggagca gtacttatgc
  2311681 ctttaggtgc ctatccgttt agtaaaaaat ttggttggtt aaatgataag tatggtgtgt
  2311741 cttggcagtt aacacttgct gaataaaaaa gaaaaattgt agtttatttg tttaatgggt
  2311801 tcagttaaga gcttgagaaa ttaaataaca ttaataaagg tattccaact gtcaacaggt
  2311861 ttggaatgcc tttttatgtg taagtgagtg gcttgaaact accaattcta cggttgtttt
  2311921 aagtaaatgg aatggatata taattttgtg agtttttata atttttagta attattatca
  2311981 tttatctgtt aatataaata tagataacta tgtaataact atcaggcagg ttaatagaaa
  2312041 aaggaaagca taaataatta ataagcttac acttaaaatg caactaggtc attaggagga
  2312101 ataactgtaa tggatactac acaacaaaac agtaatgcat gggataagaa ggttgaagaa
  2312161 ggttctagat acacgcaacc tgtaagtagt gaggttattg agaaaagcaa atcaggtgaa
  2312221 tgggagatta cagtgactac ggaaaaatca gttcctagag attggtttcc aaagtcatta
  2312281 aatggattaa agatactttg cttagcatca ggtggcggac aacaagcacc agttctagct
  2312341 gctgctggag cagatgtaac agttactgat atatccaaga agcaattgga acaagatgaa
  2312401 aaggtagcaa aacgagatgg tttaacttta aaaacagtac aaggagatat gacagacctt
  2312461 agtgattttg aggatgaata ttttgatatt gttgtaaatc ctgtttctaa tttatttgta
  2312521 aaagatgttc atcttgtatg gaatgaagtt tcaagggtct taaagaataa aggtattctc
  2312581 atttctggat ttacaaatcc gttactatgg atttttgatg ataatcaaga acaaaaagga
  2312641 attcttgatg taaaacattc aatcccttca tcgacattgg attatttacc agaggatgaa
  2312701 gttcaagatt acatcgattc aaatcaaaca atagaatatg cgcatacact agaagatcaa
  2312761 atccaaggcc aaattgaagc gggttttatt ataacaggtt tttatgagga tgattttggt
  2312821 ggaacaagga tattagataa gcatattaaa acatttattg ctacaaaagc tataaagtta
  2312881 aaggttgatt aagaattttg acttgtcaca cgagaagtta gtcgaagaag gttcttaaaa
  2312941 tagtatatat aaaaggaaaa gggtggcacc ttccatcctt ttccttttat ataattaggt
  2313001 tatgcttttt atattaagaa ttttgctggc cgaatctctt cccaagctta gctaacaatt
  2313061 caggctgatc cccttggctc attacaattt caacaaaggt aagttgattc ttatcaatac
  2313121 ttattttagt taagacttct tgtaactctg tttcattttg tactttaaat gtttggcttt
  2313181 tttcttctgt tccgaatact ttcgctagtt ttgtgtactc ccacatttgt atgtcattat
  2313241 acggttcgtt ttgaccatga attgcacgtt caacagtata accattgttg ttaattaaaa
  2313301 atataattgg gtttaaattt tgacgtagta tagttgataa ttcttggaca attaattgaa
  2313361 aagaaccatc accaataatt aaaatgttgc gccgcgataa attagcgagc tgtgtaccaa
  2313421 gtagagcagg taacgtatag ccgatcgatc cccataatgg ttgcgctaca tatgtagtgt
  2313481 tgtttggtaa agggatagcg gcactaccaa agaaaggtat tccttgctct gcaagtaaga
  2313541 cgtcgttttc ttgtaagaaa tggtatattt gttgccaaaa acgtttttgt gtaaccatgt
  2313601 gtgcttttgg attgaactct tctgtcatag atagagattc tgaaataaat ggcttaatat
  2313661 caagcgtttc ttcatttcga tgctcaatta catcacttaa ctgttgtaaa acatctttca
  2313721 ttacaactgg cccgtatttt ttatctgtaa ttttcacagt gtagggatga atttcaataa
  2313781 cttgttcttt cgtaaaacct tgtgtgaagc cacctgtaat agtatcagtt aacttcacgc
  2313841 caatactaat aatacagtca gattcatcaa ttcttttacg caagtatgga ggacttacat
  2313901 caccaacata aacccctata aattgagggt gtttttctgg aaatattcct tttcccatac
  2313961 ttaacgttgc aataggaaac cccgtttttt ctacaaattg atataaatat tcttttgcat
  2314021 gaaaacgatc tacttcaaaa tcagctaaaa taataggttt ctttgcgcta tttatttttg
  2314081 aaatggcatg tagaagcatt ttatccagtg tttctttatt acttaaaatc ggtttatgta
  2314141 aaattggttc tgcaggtcta ttaattggtt tattatacac atcaataggt aaattaatat
  2314201 gaacaggacg tttttcattc caacatgcac gtaacacacg gtcaatttcc tcgactgcat
  2314261 gctctggggt taaattagtt tgtgcaatag tgatttctcg atacattttg gaaaaatgat
  2314321 tgaactttcc atcacctaac gtatgatgaa ctagctctcc attttccatt actgttgttg
  2314381 gtggtgtacc tgtaattttt ataactggta cgttttctgc atatgagcca gcaatgccat
  2314441 ttatggcgct taattctcca acgccaaagg tggtaataag agctgctatt ccttttatac
  2314501 gagcatatcc atctgcagca tatgccgcat ttaattcatt acaattgcca atccactcta
  2314561 aatttttatg tgcgagtaca taatctaaaa aagccaaatt ataatcacca gggataccaa
  2314621 aaatatgctc aattcctaat tcgcttagtc ggtctaataa atatgtactt acagtatatt
  2314681 gagttttcaa gtgaatcatc tcctaatcgt tttgctttct tgtaataaac gaaagcagct
  2314741 ctagagcatt gattaaaata ttcattacta gaatgtggta taatttacat acagggggaa
  2314801 agtagatgac acaacataaa gaagaacaga tgaatgaagc gttagcctta ttttactttg
  2314861 catataaaac atttactgaa aagccagatg aaattataaa agagtatggt attcaaagag
  2314921 tacatcaccg aattttattt tttatcgcac gctttccggg agtaagtgta aatgagttat
  2314981 tatcactact agaaataagt aaacaagctc ttcacggacc attacgacaa cttgtggaaa
  2315041 agagcttaat tgagagtaat gaagctacac atgatcgccg tgtgaaacag ttatctttaa
  2315101 cagaaaaagg tgccgattta gaaaagaaac tgagtgatgt acaaagacaa caaatgggtg
  2315161 ctattttttc aaaatttggt gaatcgtgtg aagaaaattg gcatcaagtt atgaatgaaa
  2315221 tggcacatag ccgatcaggt tttgatgctt ggatatcgaa aagggaagtt gcaatcgatc
  2315281 aaaaataaaa ataaatatat ctgtttttat agtttgaaaa agaacaaatt ttatccgtac
  2315341 atttggcaac tatggagcta tcatagagtg aatggataaa aagatacatt actagatact
  2315401 ttatacgtgt acgcaatgga acaataaaat tcacatttcc gagaggggaa ttattatgat
  2315461 aaaacttgta cttattcgtc acggacaaag tttatggaat cttgaaaatc gttttactgg
  2315521 ttggactgat gtagatttat cagagaatgg attaagtgaa gcgagagaag caggagcgat
  2315581 attaaagaaa aatggatata cttttgatgt agcttataca tctgtattaa aacgagcaat
  2315641 tcggacgtta tggattgtac ttcatgagat ggaccttgca tgggtgccag tacataaatg
  2315701 ttggaagtta aatgaaagac attacggtgc attgcaaggg ttgaataaag atgaaactgc
  2315761 gaaaaaatat ggtgaggagc aagttcatat ttggagaaga agtattgatg taagaccacc
  2315821 tgctcttact gaggatgatc ccaggtatga aatgaatgat ctaagatata aagcactgaa
  2315881 aaaaggtgag tttccattga cagaatgttt agtggatacg gagaaaagag tacttgatta
  2315941 ttggcattca gaaattgcgc cgaaattaaa gaatggtaac aaagtaatca tttcatcaca
  2316001 tggtaacaca attcgctcgc tagtaaaata tttagataat ctttcaagcg atggtgttgt
  2316061 ttcactaaat attccaacga gtattccgct cgtgtatgaa ttagacgaaa atttacgtcc
  2316121 gattcgccat tattacttaa gtatggatgg agaagtacct gaaggagaaa ttccgaaaca
  2316181 tattactttt taacatgaaa atttgaaacg catgcttgtc tacatataca atgtagattc
  2316241 aggataaaag acgtggcacc ttctaatgta tatgcaatgt agctaaattt agaagcttgt
  2316301 ccacgtcttt tgtcataaag agagctgctt gtgcatgtaa tgatatcgtg agtagttttt
  2316361 gaatggaggg tgatgtcatt ggtgatctct aacattcgaa tcggcttatt tattttagca
  2316421 atcgtttttc tagttcttgt tttcttttac tggagaaatg aagaattgta tgaggagaag
  2316481 aagcaacgaa ttagaaagac ttggtatggg ttgtttatag tatcagtcac cgtgtatttc
  2316541 atgataaaag gaatcgattt aaccctctgg aaaaatcttt taatgttcac tgcaatggtt
  2316601 attttcgttg atattgcatt tattttaaca cctaatattt cagaaatatg gggagcgaaa
  2316661 tttagcgata tcggcaagac ggttcaatcg ataaaacggt cattaattgc ttctaaagca
  2316721 agaggagaaa tatacacaac aatcattcaa aatgtcaatc cagcagtgtt cggtacgatg
  2316781 gaatggcata cggaggaaga atatacaaaa agcttaaacg catttttaga ttcgtatggg
  2316841 gaaaagattg gagcaaaaat tgttgtattt gaagcggcaa aggaattaaa tacaaacttt
  2316901 cgtggtatcc gttctcaatt tagtacgatt attccgttag agtacattga gcaattgaat
  2316961 gagcagagag cagtacaagt agaaaatgtc ggaattatac cagcaaaaat agtgagtgat
  2317021 gttttcattg ttattgatgg gaagaaaaat aacctgcaag atcgagattt tgaaaatgta
  2317081 tataatttaa caatacatca tagttatttt agtaaataag gacagaaatt ttttctgtcc
  2317141 ttttcactta tacataaagg taaagcgaat ttagacaaac ttgtataaaa tcggacaatc
  2317201 attcctacac tagcacgtag aggtgattgt agtgataaaa gattatgaca atgatttttt
  2317261 taaagaagat aatgaagata caacagattt ctcgttaata aaaggagata cattacagca
  2317321 agtagaagaa ttagaagaag aattaaaaag aaaatgatac gtgtacaccc tgtctgcatt
  2317381 tgctatataa tataaataaa aggttgtatc tttttgaaaa ggggagagaa gagatggctg
  2317441 aagtaaatgt aaaaaagtct tcgtttttta aagaaaaaaa agaagtaccc aatacagatt
  2317501 tctctctttt gaagggtgca ttgattcaaa atttggatag attagaaaaa tttgtagagg
  2317561 caattccata taagtatata aaagagggga atgtaaaaga gaatgcgtaa aaacattctc
  2317621 ttttacatta cctctttatg atttgtttat gcgttatttc ttttttgttt aaaaatgatt
  2317681 ttatacatat aatacccaag ggctgcaaaa atgaatccaa tagcagcacc aactatttgt
  2317741 ttcataaaca ataagtataa cgaagcaata attagtgtaa ataagattaa aattaataca
  2317801 tactttgaaa taaattctac ccctttgtac actagtagaa tgacacctga aagaacagtg
  2317861 atgataggta atatcctatt ttcgaaaaag ccttcctttt ttttgctaga atgctgttgt
  2317921 ttattcaata taaatatact cccgtcttaa aggattaatc ttttattagt tttgctattt
  2317981 cattttcgaa aagatttttg gttaaatagg ttatttcaaa ggaatcattt tttatatttc
  2318041 gagttaatag ccattgagtg tttggtaatt caataacaaa gaatccattg tcagaagtaa
  2318101 cctcattttt tctgttgtat ctagaagcat aacagtgtaa atagactgtg ttttttaatc
  2318161 tattataaaa ttttcagcat ataaggaatt aaatccattc tctattaaca ttgttttcct
  2318221 tcttgaatag acaaaaggaa aaacttttca atattttgta cgatatggtt tggaagagtt
  2318281 cctacaatgc tacttccttt tcctcttgct gaaatactag ctgtaattga ttcaagatat
  2318341 gggatatctt gtcgaaggtt agtaaattgt tcttgctctt gagtactttt aaacttgtta
  2318401 gtagaagctt ctaataattc tggagtcacg ataatattca atatggttaa cctccttgtg
  2318461 tgaaaaatta ttttaaccaa aaatatatta gattataatc ccattaaaat ctacttttta
  2318521 taataccaaa tattattatt aaatagtaga ttaatatttt taattttatg ataattaatg
  2318581 aaaataaaaa agagagaatt ccaggtagga gttaaaggta aaggtacatc agatttctcg
  2318641 ttaataaaag gggatacgat gcagcaagta gaagaattag aagaagaatt aaaaagaaaa
  2318701 tgatacgtgt acaccctgtc tgcttttgct atataatata aataaaaggt tgtatctttt
  2318761 ttgaaaaggg ggagaagaga tggctgaaat tagtgtgaaa aagtcttcat tttttaaaga
  2318821 aaaaaaagaa gaaccaaata cagatttctc tcttgtgaaa ggtgcattaa cggaaaatat
  2318881 aaatcggtta gagaaattaa tgaataatgg tacttcaaaa tatatgagag caaaaaaaga
  2318941 gaaagaaaat gcatagtgca ttttctttct ctttttatat gcaatttaaa tgtttaacaa
  2319001 gcagatatta aagcatgaaa tagaaagtga aaataatgaa tcatggtata atgataaaag
  2319061 acttacatat tattttgtca ttttgagagg agcttaaaaa tgtattctac tttagaacaa
  2319121 ttaacaaagc accctgtatt ttatcatttt gcagaaattt caaagattcc tagaggatca
  2319181 ggtaatgaaa aagaaattag tgatttttta gttggctttg cgaaagagcg taatttagaa
  2319241 gtgattcaag atgaagcatt aaatgtcatt attaaaaaag aagcaactgc tggttatgaa
  2319301 aatgtaccag ctattattat tcaaggtcat atggatatgg tttgcgaaaa aaatcaagca
  2319361 accgtacatg attttgataa agatccaatt gaattacgaa ttattgggga catgttatat
  2319421 gcaaatcaaa cgactttagg agctgataat ggtattgcag ttgcatatgc attagcttta
  2319481 ttagattcaa aagacattcc gcatccagca ctagaagtag ttattactac tgaagaagaa
  2319541 acgacaatgg gcggagcttt cgctgttgat tcaaatcatt ttgaaggaaa gatttttatt
  2319601 aatattgatt ctgaagaaga tcataaatta cttgtaagta gcgcaggtgg tgcaaaagct
  2319661 gttgaaacga ttccagtaat ttgggatgaa gcaccagcga atatggatgc ataccgttta
  2319721 tatgttggcg gtctaaaagg cggacattct ggtatggaaa ttgataaaca acgtggtaat
  2319781 gcgaacaaag tattaggacg agtattacat gatttatcag taaatattca atttgatata
  2319841 agtgaagttc acggtggatt aaaaacgaat gcaattccgc gtgaaagtgt agctacaatt
  2319901 ttattatgtc aagaagatgt agagaaggta gaagaaaagt tagaatcatg gacacgagta
  2319961 ttacaagaag aaatgcgtgc tgttgatcca gatgttcatg ttacacttac aaaattagat
  2320021 gagaaagtag aaaaagtatt tgctaaagaa acacaaaagc aacttatttc atcattattc
  2320081 ttaattccga acggcattca aagtatgagc atggatatta aaggtctagt agaaagctca
  2320141 acaaatttag gtgttattga aacgttgcaa gatgaaatta aattacgtaa cgaagtgaga
  2320201 agctctgtaa gtagtttaaa acaacatatt gcagatgaga ttaaatgtat tgcggaatta
  2320261 gttggcgcaa catttgaaat cgagtcagag tatccagaat ggccatacaa tccgaattca
  2320321 caaattcgta atttatttga aaaagtgcat caagaaaaat acaataaaga tgttgaaatc
  2320381 ttcgctgtac acgctgggat tgaatgtagt gtattcgttc aaaagatgcc tgaattagat
  2320441 gcaatttcat tcggtccaga tatattcaat gtccatactc cagatgaaca tattagtatt
  2320501 tcttctgttg tgaataactg gggattcttc gttgatgtaa tgaaaggtac gaaagaatta
  2320561 gctaaataat attcataaaa tgaagagtag cctataaaat tttataggct acttttttgt
  2320621 atagagtttt actagaaatt tatttttgcg ttttatttct ataggagatt ttaccaaaga
  2320681 ctgctccaga aattgctccg attaaagtca taaaaattgc actccatgct gcaaatgaca
  2320741 ttattacacc tccaaataat aaattattgt ttcttattcc ttttaataga aatgataatt
  2320801 gcaacaactg ctaagaaaat aagaggagac caagaaaaga aagacatgat aaatcctttc
  2320861 ttaaatattt atataaaata attatcgcat attaataaat cgaacatgtg gaatatgtaa
  2320921 tattgcatat tgaattgtag aacttaaaga agtggaaaca gttattgagt aaaaatgata
  2320981 atttataaag aaagtaagga ttttttctaa ccttaaaaag agcaaataac caaaaagctc
  2321041 ctctatctta tataaggtag aggagctttt aaaatgattt ttgtttaaga aaagagtatc
  2321101 caagatttag ttactggtga gataaacgta aattattttg agattttaaa gctgccccca
  2321161 taataataat tttctccaag tttcataaca gctacatatg ttccaggatt ataggcctta
  2321221 gtaataggtg ttacaaatct accataatta tgttttaaac cagagtcata aatggtttta
  2321281 tatctatgca agtttatttc atcattttca tttccactca attgatatat ttttacaata
  2321341 ccagtatcct taccaccagt atatatagta acatcgaatg tatctccatg ctttaagtca
  2321401 ccaactgcta actcttctat aaaatctgca ttatgatgta ataaaaaata gttttgccat
  2321461 cgccaagtat ctaaaaatcg tgattctttt tgtgtaggtt gcgattcagc agaggcaggt
  2321521 gggagcgtac caattgtatt tgaaaataaa aatcctccaa cagtcaatgc gccaataatt
  2321581 gttgattgcc ttaaaaattt catcttttag acctcctaat taataaagaa tttagaaatc
  2321641 gtttttgtaa aaaactagct gtgaaatcta aaggatgata atatcttcta taatcatatt
  2321701 aacatttatt gatttatcag acaaatcgaa aaccatttag aaataacaat tacgttgcga
  2321761 gctattgtat agtagagata tggttcataa taaaggggga atacatatgt ggaagcgatt
  2321821 tgtagcgatt ggtgatagtt ttacagaggg gataggggat gaagttgagg gtatagcatt
  2321881 aaaaagctgg gtagatcatt ttgtccaact gtgtgtaaac gatatagaat atgctaattt
  2321941 tgcaaagcgt gggttagtaa cgaaagaaat tcgctcgcaa caattggaaa aggcgttaac
  2322001 ttttaatcca gatttggtta gcctcattgc aggtgcaaac gacgtattaa aaggacgttg
  2322061 gaatcattat gcatataagg aagatatgaa atgtatgata gatacattaa gtaaaacagg
  2322121 tgccgatatt atgatagcaa accttccaga ttttacagtc agacttccat tttctacaga
  2322181 aaaaaaacaa gtgttaaaag aacaattatt agaggcaaat gaagttatac tttcattgag
  2322241 cagagagtat aagcttcatc atattgactt ttggaatcat catgtagtta atgacaatac
  2322301 gctttggtct aaggatttca ttcatccaaa ctcaaaagga tatgtaaaag ttgctgaact
  2322361 gatctttagt agtttgcctg tacatgatgc ttctaaataa gcttttgaat gaactaatcc
  2322421 cttgcgcagg gggtttttca tattttctgt tgcagaaccc ttagtataag ggttcttttt
  2322481 ggtatcaaaa atctaaaaaa gatacaattg gagaactcga actaaatgga acaaatgaaa
  2322541 cttgtatctt gtctatatat tgaaaccata ataaaagtga gggtagtttt atgtttattc
  2322601 aaataagttt gaggtgtgga aatggaacag acatttattg aaaagtgtaa tcatgatgag
  2322661 ctggacgatg ttataaaaga ctattggcaa gatgtatgga attattcatt tattattacg
  2322721 aaagatccac acttatcagg tgatattacg caagatgtat ttataaaggt atttaaaaat
  2322781 tggaactcat ttcgaaggga gtcatctatt aaaacgtgga tattaaaaat tacaagaaat
  2322841 acggcaataa attgtttgaa atcatcttat tttaaaagaa tatctttagt aggatttttt
  2322901 agtgatgata aacaaactct gtcggcagaa caagagtttt ttaagcaaga agaaatgaat
  2322961 gatgtgtgga aagttgtatt aaaactacct aaaaagcacc gtgaaataat aatattggac
  2323021 gcaaaatatg aattatctta tgaagaaatg gctgaaacac taggagtatc cattggaact
  2323081 gtaaaatcta gattaagtag agcaagaagt aaggtttcaa aactaatagg ggagggtggt
  2323141 agtgatgaac aataaaaaaa atcctgactg gtatagaaaa ttaaaaaaag gcccaatgga
  2323201 acaccgtaaa gacgaagaag aatatattta taaaataaag caatctatat atcaaagtaa
  2323261 cgaggtaggt tctcgggaac atacaagacc atttcgtaaa aaagcattgc caattgtagt
  2323321 ggttttagct tgtacatttt tattttttat tgttcaacaa ccttggcttg atgataataa
  2323381 atcaccggtg caaattagca cacaaattaa gcctaaaaca aaagatgagt ctgctcaaga
  2323441 tccaacatta aaacaattta tgaatgattt atatcaaagt acaaatgcaa aaaatgaaac
  2323501 tgacttgtat aaagcgttaa acgatgaagt tcaatttaaa gggaagagct atatgaagga
  2323561 tgaattgaag tttgatgaag atatttttca tgagttgcaa gtcgctctta cgatgggggg
  2323621 agaattcgca aatgatacaa aacaagtata caaagtacca agtggattga cagaaagtaa
  2323681 ccaacaaaag caagcacact ttatatatgc aactgttact ggaaataaaa cgaaaatttt
  2323741 agctgaacca aagcgagaat caaaagtttt atatgaagta tctaatgaaa tggtaaaagc
  2323801 ttggattcca gaaaaagtgc agaagaatga atatataaaa gtatcgacaa ttaatggtaa
  2323861 tactggatat gtacaaaaag agtatgtttt aactgacatt aaatactcat ttatgtttga
  2323921 aaagaataat gaaggtatat ggaaaataat aaatatagat tctatttggt aaaaaaggaa
  2323981 ggttcacttt aatgaacctt cctttttgtt tttattctct ttttgaagag tattccagga
  2324041 ctctaaaatt tctgatgtaa cgagagcagc aatgtttttt tctgaattac ttccaggaat
  2324101 aacgacagaa acggcaatct gtggatcttc ggtaggagca tatgcaatga atagagaatg
  2324161 gtttatcatt cttgcttgct catccggaaa acccgtaata cctgttttac cagcgacgtc
  2324221 aaagggcaac tttttaatct cctctatatt ttgactcatt ccaccttgca cgacactcca
  2324281 aaatttcgtc ggataacgat ttgaactttc taaaattggt ttaaactttt ttgtttcctt
  2324341 accattttga ccaataatag cacttgtcat ttgaggttta tatttatcac ctttccttgc
  2324401 caaagttgct gcatattgag cgagttgaag aggagtatgc acttcgtttc cgccccacga
  2324461 agcatttaat aaagcggaga ttccattttc aaacttattg gaaggatgga attcatattg
  2324521 tccgtcttct tcaaagggta aatcaatccc ggttttagaa cgtaggccga attgcattaa
  2324581 ataatctgtc catatatgtg ctactttttc tacattgcca ttatgttggt taaataatgg
  2324641 aagagctact tttgctgtca taaatgtgtt agacgaatta atgatagctt gcctcggtgt
  2324701 aatctcacct gtaggcgttc caggtgcatt tgtaatgtta ttctgattat catactcaaa
  2324761 agtaccttta tctaaataag tatcttcagg ttgaaaaagt ttttcgttta atccaattaa
  2324821 aatagtaagt ggttttatag tagaggccat atttatataa gattcaccat actttaattt
  2324881 ttgaattgct ttattttgcg aaagtgattt taagttatct attttagttg atacatgagt
  2324941 atgtaatata tttggatcaa aaactgctga gttggccata gttaaaattg cgccagtttt
  2325001 tgcatcactc actacagcat aaccagcttt agcatcaggt aatttcttaa tttgcgatcg
  2325061 taatgcttcc tctgattttt gttgcaattt agaatctaaa gatagcctga tatccttacc
  2325121 tttttgtact ttttgaatgt tccataagaa ctctttatta ttcattttaa aaataagagt
  2325181 tttacccggt tttcctttta aatcatcttc atattgcagc tcaatcccac tttttccaac
  2325241 cggcatatgc tttgaattaa ggttattttc tacataccca attacctgtg aaccaatttc
  2325301 atgtttagga taatatcgaa tccattcatc tttaattatt acattattcg gtttgttttt
  2325361 gtctatgaat gcaagttcat tctcagctat atcagagtat aacggtatat catgcatagt
  2325421 ctgtttttta caagattgtt gtaattgaga ttttatgctc tctgaagaaa tatcatgttg
  2325481 aaacttactt gaaaattgct cgaaaaaagc taatgtgttt gatgtatctt gtttcgataa
  2325541 cttttcatca ttagaagtac aatatagaga cttaactttc ttatttgtag ctagtattac
  2325601 accattttga tcaaagattt ttcctctttc ggctgaagaa gttgcgatag taattgaaat
  2325661 gaagttgatt ttaaataaaa ttagtaaaat caaacctaca atagaaagaa ccgcaaaaaa
  2325721 tccccatttt tttatttttg tatgtaacat aaaatcctcc cttttgtagc ctacttcatc
  2325781 ttatagttaa ttattttttt tgtaaatgtg gaacaacttt attatttaga ttgtctatta
  2325841 agtactacag catgaagaaa ggaataatca gtatgaaaag ttactagtca gcctatgtgt
  2325901 aaatatatta tgagtcacat tgcaagcgac aaaaaacaag tgagaaaaaa ggaagggaga
  2325961 tgtattaatt acgcggctat acaaaaagga attaatactt acaaagattt agaaaaaaag
  2326021 ataagacact atttataacc gaataatggt ttgtaatata tagggaacgt ttaagtatta
  2326081 gtgagaagtt ccagaagaat tatatggagg atttatgaaa gaacaaaaag gaaagaagca
  2326141 gaagacatat atatctattc gattaaatat catgttcctt tgtatatttt tactattctc
  2326201 agctattatt atgcagctag gaaaagtaca aatcgttgag ggagaggctt ataagaatca
  2326261 agtggaaaac agtcaaaatg caacaactag cataccagtt ccgcgtggac aaattttaga
  2326321 tcgagaaggg aaaacggtcg ttaataataa gtctcttcgt acaattacgt atacaagggt
  2326381 gaaggggatt acgagtgacg atattttaaa aacagcaaaa gacttggcga aagtacttga
  2326441 aatgcctgaa caagatatta ataaattaac tgatatcgat aaaaagattt ttggatgcag
  2326501 ttgaatacga aacgtgcgga tacaaagatt actaaaaaag atatagaaaa gtttaaagaa
  2326561 aagggaatag agggaaaaga gttagataaa aaaatagaag atttaagacg aagtcgcgtt
  2326621 acagaagtag aattgggtga attaacagaa caagatttaa aggtgttagc tattaaaagt
  2326681 aaaatgagtt caggttatca actaacacca caaattatta aaaaagatgt aacagatgag
  2326741 gagtatgcac ggataagtga aaatcttgcg aattttccag gagtagatgc aacggttgat
  2326801 tgggaacgta attatgtaaa tggtaatttg tttcgttccg tattaggtaa tattacgagt
  2326861 agtgaagaag gtctgccgaa agaaaactta gattcttatt tggtacgcgg atataaccgt
  2326921 aatgaccgtg tcggaaaaag ttatattgaa caacgatatg aagatgtatt acatggcaca
  2326981 aaagaagaag tgaaaaacat tactgataaa tcaggaaaca ttataaatac agaagtaatc
  2327041 gctaaaggaa aaagtggtaa aagtttaaca ttaacgattg atatggaatt acaaaagaaa
  2327101 gtggaagaaa gtatagagaa aaacttgaga gcttttaaga gttcagagcc gctactcgat
  2327161 cgagcttttg tcgtcatgac gaatccaaat aacggacaga ttttatctat ggcaggcaaa
  2327221 aagattgtag aaaaagaagg agtactagag attgaggatt tggcattagg caatatgaca
  2327281 acttcgtatg agctaggctc tgctgtaaaa ggtgctactt tattaactgg atatgagaca
  2327341 ggagcaatac atccaggaga tcaattttat gatgcaccga tgaaatttaa aggtacacaa
  2327401 gctaagaaat cgtggaatgt atctggattt ggtaatatta atgatttacg agctttacaa
  2327461 gtatcttcga atgtatacat gttccagaca gctttaaaaa ttgcgggagt taattacgta
  2327521 ccaaatggct cattggatat taaacaagga gcatttgata cgatgcgcta ttatttcaag
  2327581 caatttggtt taggagtccc aacaggtatc gatttaccga atgaaataat tggacaaact
  2327641 agaaaagtag atagtcaacc tggattttta ctagactttt ccatcggtca gtatgatacg
  2327701 tatacgccgt tgcaattagc tcaatatatt tcaacgattg cgaatggtgg ttatagaatg
  2327761 caacctcaaa ttgtacaaga aatacgagaa caatcaatta aagaagaggt tggtaaagtt
  2327821 attcgctcta tagagcctgt agtattaaat cggattgata tgaagacaga atatattgat
  2327881 cgaataaaag aagggtttag atgggtattc caagaagggg atggaactgg cgtaaagcat
  2327941 ttcaaaaatg ctccatataa accagcagga aagacaggga cagcccaaac tgtgtatggt
  2328001 ggagatgatc caattggtag aaatgcaaaa ggagaacgta tggaatgtta caacttaacg
  2328061 ttagttggat atgctccata tgataatcca gaagtagcgt tttctgtagt agtcccatgg
  2328121 cttcataatg ataaaagtgg aattaattct ataatcggaa aggaagtttt agatgtatac
  2328181 tttgatttga aaaagcagcg tatgcatgat gaagctgcta gtacagatac ttcgaatcaa
  2328241 aattagtaaa atttgtgtac ttttctcagg gaagaacccc tgtttgtata aaggcattta
  2328301 taagtaaaaa gatgaaatgt gaaataagag atagcagcgg tcatagttgt tatctcttat
  2328361 tttattaata actgtgatac gagcgataaa gatttttaag tttatggaac aaatttgttt
  2328421 cggtgattgt ctattatgtg tacgtataaa aaggtattaa gtatttgaaa ggaatgatag
  2328481 ttttgaaaaa caagaaaatg ctaaaaatag ggatgtgtgt tggtatatta ggtttaagta
  2328541 ttacaagcct agtaactttt acaggaggtg cattgcaagt tgaagcgaaa gaaaagactg
  2328601 gacaagtgaa acataaaaat caggcgacgc ataaagagtt ctctcaactt gagaaaaaat
  2328661 ttgatgctcg attaggtgta tatgcgattg atactggtac aaatcaaaca atcgcttatc
  2328721 gacctaacga aaggtttgcc tttgcatcaa cttacaaggc tttagcggca ggggtattac
  2328781 tgcaacagaa ctctactaag aaattagatg aagttattac ttatacgaaa gaagacttag
  2328841 tggattattc acctgttaca gagaaacatg tagatactgg aatgacacta ggagaaattg
  2328901 cggaggctgc tgttcgttac agtgataata ctgcagggaa cattttattt cataaaatag
  2328961 gcggaccgaa aggatatgaa aaagcgctta gacagatggg ggaccgggtt actatgtctg
  2329021 atcgttttga aacagaatta aacgaggcta ttccaggaga cattcgtgac accagtacag
  2329081 cgaaagcaat tgctacgaat cttaaagctt ttacggccgg aaatgcgctt ccaaatcata
  2329141 aacgtaacat tcttacaaag tggatgaaag gaaatgctac aggagacaaa cttattcgtg
  2329201 caggtgtgcc tactaactgg gtagttgcag ataaatcagg agctggaagt tacgggacac
  2329261 gaaatgatat tgctatcgtt tggccaccaa atagagcacc tattatcatc gcaattttat
  2329321 ctagtaaaga tgaaaaaggg gctacctatg ataatcaact cattgcagag gcggctgaag
  2329381 ttatagttaa tgcttttagg tgataatctc tcaattcttt atgtaatgta attgaaaata
  2329441 tgaacttgga aagcgattct ttttaatatg aaaagaatcg cttttttgta ttcctaatac
  2329501 atttataatc caggtaacaa aagaattaaa tatatatgta gcattgccaa tagctatact
  2329561 ggttaagatt cctatgatat caaatggata atgatggcct agccagatac gtgaaaaacc
  2329621 tgtcaaaatt gttaagaacc acatgattga gccaaataaa cgttcacgaa gtaagacgga
  2329681 ggacgctaag gcaaatgcta agactgtatg tttactagga aatgaggaat tattctttga
  2329741 tgggataagt aaacgcacac gatgtataac aaatggacga ggcttaaaat aaaagagctg
  2329801 gataaagcag tttataaata atgcgaatcc tactgataac cctgcaaata aaatgatttt
  2329861 tttataggaa ttgtttctaa accacattaa ggctaataag aaaatgtaca ggaatcgagt
  2329921 cttttgtgaa ataaatatca taaatgtatc caatgttgag ttacgaccag ctagacgatt
  2329981 gatagcccta aacatcttat aattcatgca gattctctct aaatgtctaa taagtaaatc
  2330041 agtcaaatat ttttctactg gtgtttcatc aaggctgatt aatttgtaaa tatgaagtac
  2330101 tacgctcaaa gatagaaata cttacaaatt ttaaaagaat tccttttgta taccaagaag
  2330161 caaaatattt ttatgataaa atatagaaaa agatgattaa gaagggataa ttaaagtgaa
  2330221 accaacaatt tatgatgttg cggaaaaagc aggtgtatca atagcgactg tatccaaggt
  2330281 aattaatcaa actgggcgta ttagtgaaaa aacaataaac aaagtaaatc aggtaatgga
  2330341 tgaattagat taccagccaa gtagtgtagc ggcagcgtta acaggtaaaa aaacatatgc
  2330401 gattggggta cttgtccctg atatctcaaa cccttttttt gcagaagtag caagagcttt
  2330461 tgaaaatagt gcacgagaat cagggtatac actcattcta tgtagtacag accatcaaac
  2330521 aaaacgtgaa cacgagtaca ttgatctatt atttaaaaag caagtagatg gcattattat
  2330581 tgcaacggag ctaaatgatt ataagcttgt aaaaaaaatt gtaaatcgag atttgccact
  2330641 agtattattc actgtagatc attcttccat cacgactcat gttgtgacaa ctgatgatat
  2330701 gaggggaggc tacctagctg gaagttatct aacgcaaaaa ggccatacat ctttaacgat
  2330761 tatgatggag aaggatagaa aaagtagctt aggcagattg aatggtttca aacaagcgct
  2330821 aacggattca gggatcccgt tagatgatga ggctattatt agttgctatt cgacagtgga
  2330881 agatagcaaa cgtgcaagta aagagttact taatttacct aacagaccta cagcggtttt
  2330941 tgcttgtaca gatttgattg ctatttgcct tatgaatgaa gcaagaaaac acgggctttc
  2331001 aattccggaa gatttatcaa ttatcggatt tgataataca atctatgctg agattgcaga
  2331061 tccagggtta acaacaattg aacagccaat taaacaaatg gcagcctgta cgtttgaaca
  2331121 actgctaaaa acgatggaaa tgaaggagca tgctaagcaa aaaattacaa ttattcctca
  2331181 gttagtagag cgatcctcag taaaggatat tacatgatag attttttata agcctatttg
  2331241 aatgtaacaa aagaaggtca tcgtaactga atatagttag gatgaccttc ttttatattt
  2331301 aggatttata ctgagaattg ttcaccactt ttcgtattta aatcctgctc catctcattt
  2331361 tcctttggaa tagtaaggaa atgagttaaa aatgcaccaa agaagtacaa accagcaaaa
  2331421 atccacatca cgccaccaac acctaatggc ccgatgaagg cagttactac taatggccca
  2331481 acaaatgctg ataatccgga tcctaaattt aagacagaca ttgcagctcc tttattttca
  2331541 ggagataaag atgggactaa tgctgtaaga ggtacataac cggcaagtgt tgctccgtag
  2331601 caacaggcaa caaataatat tgcccaataa ttatgtccta ccatttgtgg tacataatag
  2331661 agtgcaagag ttacaattcc gcaaccgact cctccgaacc atttaatcgt atttatccaa
  2331721 ccaaacttgt ctccaacaat accaaaaata atattaaaca ccatatttac aaagaataga
  2331781 gtaccccaaa tttgaagcca ttctgtcatc gtaaaattat atttcatcat ataggtaggt
  2331841 aggaaaacaa caaatccaaa ctgagccgcc gagtttataa tttttacaat accgcctata
  2331901 ccaactttag gattttcaaa tgcgatagta atgcctttta gtaattcact agatttgtta
  2331961 gcgcttacgg tttgtgcttt aaatttgtct ttatttacaa cgattgagaa taatccccct
  2332021 acgacaacaa aaattaaagc gctccataaa gtagcgattt ctccgatttt cggaaccata
  2332081 tagctagaat aaaaggctcc aataacacta agccctagct ggaatacgaa ccagaaccag
  2332141 ccaacagctc ttgaaagcat ttgctgaggc gtactgtaag atacccaaac taggaaagaa
  2332201 taagcaaata ggggataacc aaacccgcgt agggcatagc aaattaatat tacgggataa
  2332261 ttcatatgtt gaattcctat accgatgaat ccgattgaac ctaaaatgaa tgatactaaa
  2332321 ccaaacgtca taacttttct tggtccccac atttgtacaa ataccccaga aaaccaagaa
  2332381 gaagcagata cagtaattcc gtaaatagta aacaggaaag cagcgtgttc tagcgttaat
  2332441 cctttttcaa cgagataagg ggataaccat ccctgttcta acccgtcccc aatcataaaa
  2332501 acgataatcc ctatgtatcc ccaagttaaa ttagaaggga tcccaatcct gtccataaat
  2332561 gttttgtttg aactaatagc gttcattctc ccaccaccga taagttattt ttggttaagc
  2332621 gcttaattct ttttgataaa aaagtatgcg cttacattat gaggtcgtca attaaatttt
  2332681 tgacaattta caactttctt ttatagaggc agtctattta cttattggag aataaaataa
  2332741 tgacgagtat gaaaagaaag aaatgcctta tagaaggggg gactactata taaaggctcg
  2332801 gttttctttg ctatatcagt attttaaaag agtatatttg tagcttttta gagtgtttat
  2332861 ttctaattat taatttttat ttttatgtaa tacgtatatt gagggaatgc aaaattcgga
  2332921 tgaaaagagg agtattcaaa aaaataaaaa tgttttcaat ttagaatcaa gtgtgtataa
  2332981 tgaagaaaaa tagggaaagc gcttaactta atttaatacg ctaaacccta tagactttca
  2333041 ttttgtttct taaattttaa tatagaggga gaaatcatat gaacgtttta aagattggga
  2333101 ttattggtgc tggacgaatt gggaaactac atgttgataa tttgcagctt atgccacaag
  2333161 taaaaattaa agcggtttca gatgtagtaa ttggtcatct agaaaagtgg gctcaagata
  2333221 aaggaatttc cactctgact acaaactatc aggatttatt agcagatcca gaaattgatg
  2333281 ctgtctttat ttgttcacca acaaatacac atgcgcaaat tattaaagaa gcggctcttg
  2333341 cgaaaaaaca tattttctgt gaaaagcctg ttagtttctc agtagaagaa acattagaag
  2333401 cattagaagt ggtgaaagaa cagggggtat ctcttcaagt aggttttaat cgtcgttttg
  2333461 atccgaactt caggaaagtt tatgatttta ttcaacaagg agaagtggga cagccgcata
  2333521 ttttaaaaat tacgtcacgc gatccacaac cgccaagtat agaatatgtt cgctcttcag
  2333581 gcggattgtt tatggacatg atgattcatg attttgatat ggctcgttat gtgatgaata
  2333641 gtgaagtcgt tgaagtattt gcatatggaa caacattaat tgatccatcc attcaggaag
  2333701 tacatgatgt tgatactgca attgtcacat taaaatttgc gaatggagct ttaggtgtaa
  2333761 ttgataatag ccgccaagct gtttatggat atgaccagcg tgtggaagtg tttggtgaaa
  2333821 aaggcgcggt tgctgcggat aattgctgcc cgacaacagt tcaagtgtca aaaacagaag
  2333881 gtattgtaaa agataagccg ctttatttct tcttagagcg ttacacgcag gcttacattg
  2333941 aggaagtaac acaatttaca aagtcaatta tagaaggaca agctgttatt tgcagtggta
  2334001 atgatgggtt acaagcggag cgaattgcga aagctgcgaa ggaatcctta ctaacaggaa
  2334061 aacccgtaca aattgaacat aaacagcctg cattaaatca ataaagagag cgcttactta
  2334121 tagatagata aagagtaatg aatagtatat ttataaaaat atgaacctta tcattcattc
  2334181 ataaagcatg ggaggtagta acaatgaatc cacttatttt taaagaaaat cgtccatttg
  2334241 acttaattgc agttggacgt ttatgcgttg atttaaatgc caatgaaaca caacgtccta
  2334301 tggaagaaac aagaacgttt actaagtatg tgggaggttc tcctgcgaac attgcgattg
  2334361 gtgcggcgcg tctcggctta caaacgggat ttatcggtaa agtgtccgat gatcaaatgg
  2334421 gccgttttat tacagggtac ttaaaggaca ataagattaa tacagaccag atacctatcg
  2334481 attgtacagg tgcagtgaca ggtctagcat ttacagaaat taaaagccct gaagattgta
  2334541 gtattttaat gtaccgcgac aatgtcgcag atttaaacct tgatccaaca gaggtatctg
  2334601 aggactatat taaacaatca aaagcactct taatttcagg aacagcttta gcgaaaagtc
  2334661 cttctcgcga ggcggtattt ctagcattag aatatgcgcg taagcatgat gtagttgtat
  2334721 tttttgatgt ggattaccgc ccttatacat ggcagtcaga agctgaaacg gctgtgtatt
  2334781 acaatctagc ggctgaaaaa tctgatgtca ttattggaac gcgtgaagaa ttcgatatga
  2334841 tggaaaaact attaaactat gaaaaatcta atgaccaagt tacggctgaa agatggtttt
  2334901 ctcatcatgc gaaaatcgtt gtaattaaac atggcgggga tggttcaatc gcttatacga
  2334961 gagacggtca gtctcaccga ggcggtatct ttaaaacaaa ggtgttaaag acgtttggcg
  2335021 ctggcgactc gtatgcatct gcgtttattt atggcttaat gcaagggctt gagatccctc
  2335081 aagcgatgcg attaggaggc gcttctgctt caatcgttat ttccaaacat agctgttcag
  2335141 atgcaatgcc aacaagagca gagatttctg cattcatgga aacggctgag gaattggtat
  2335201 agaaacgtta ttaatcaata atcaagtgag ggcgtatctt atggatgctt ctacattaca
  2335261 taaaagggag agaatgaata tgacagtaca aacagcacaa attgtaaaaa actacattgg
  2335321 cggcgaatgg gtagaatcca tttcaactaa gatggaagct gtatataatc ctgcaacagg
  2335381 agaagtaatt gctcaagtac cactttcaac aaaagtagat gttgaacaag ctgtattagc
  2335441 agcaaatgaa gcgttcaaat cttggtctaa aactgctgta ccaagacgcg ctcgtattct
  2335501 atttaaatat caacaattac tagtagataa ctgggaagag ttagcgaaac taattacgat
  2335561 tgaaaacgga aaaagctata acgaggctta cggtgaagtt cttcgtggta ttgagtgcgt
  2335621 ggagtttgca gcgggtgctc cgacattaat gatgggaaaa cagctacctg atattgcaac
  2335681 aggtattgag tctggtatgt atcgctaccc aattggtgtt ataggcggca ttacaccttt
  2335741 taacttccca atgatggttc catgctggat gttcccactt gcaattgctt gtggtaatac
  2335801 atttgtatta aaaccttcag agcgtacacc acttctagca gcaagattag cagaattagc
  2335861 tgaagaagca ggcttaccaa aaggcgtatt aaatatcgta aatggcgctc acgatgtagt
  2335921 aaacggtctt ctggaacata aattagtgaa ggcaatttca tttgtaggtt ctcagcctgt
  2335981 cgcagaatat gtatacaaaa aaggaacaga aaacttaaaa cgcgtgcaag cattagcagg
  2336041 tgcgaaaaac cattccattg tattaaatga tgcgaatctg gaactagcaa caaagcaaat
  2336101 tattagcgct gcattcggtt cagctggtga gcgttgtatg gctgcctctg ttgtaacagt
  2336161 agaagaagaa attgcagacc aattagttga aagactagta gcagaagcga ataaaattgt
  2336221 aattggcaat ggtcttgatg aagatgtatt tttaggacca gttattcgtg ataaccataa
  2336281 agagcgcaca attggttaca tcgattcagg tgtagaacag ggcgctacgt tagttcgtga
  2336341 cggacgtgaa gatacagctg taaaaggagc tggttacttc gttggaccaa caatttttga
  2336401 ccatgttaca aaagaaatga aaatctggca agatgagatt tttgcccctg ttttatccat
  2336461 tgttcgtgtg aaatcattag atgaagcgat tgaaattgcg aatgaatctc gctttgcaaa
  2336521 tggggcttgc atttatacag atagcggggc aagtgtacgt caattccgtg aaacaattga
  2336581 atccggtatg ttaggtgtga atgttggggt tccagcacca atggcattct tcccgttctc
  2336641 tggctggaaa gactctttct atggtgatct tcatgcgaat ggtacggacg gtgttgagtt
  2336701 ttatactaga aagaaaatgc ttacatctcg ttgggaaaag taatcatgaa gagagaagta
  2336761 gaatctctct aggtgcttgg aagcaaaaag taacgaaggt agtaaaacat aagaaggaag
  2336821 tattaggagt ttatcgaatt cctgatactc ctttttcata tgcagaatga ctgttagaga
  2336881 tagaaaggag caaatcatat gcaaactgtt agaatgacaa cggcgcaagc attggtaaag
  2336941 tttttaaatc agcaatatgt ggagtttgat ggaaagcaac aaaagtttgt taagggaatc
  2337001 tttacgattt ttggtcatgg aaatgtagta ggcctaggtc aggctttaga agaggacgct
  2337061 ggggaattag aagtatatca agggagaaat gagcaaggaa tggcaaatgc tgcgatggct
  2337121 tttgcaaaac aaaaacatag aaaacaaatt atggcatgta cttcctctgt tggtcctgga
  2337181 tcagcaaata tgattacctc tgcagcaaca gcttctgcaa ataatattcc cgttttatta
  2337241 cttccaggag atgtatttgc aacgagacaa cctgatcctg ttcttcaaca aattgaacaa
  2337301 acacatgact tatctatttc tacaaatgat gcttttcgtg cagtaagtaa gtactgggac
  2337361 cggataaatc gtcctgaaca attgatgacc gctatgattc aagcgatgcg tgttttaacg
  2337421 aatccggcag atacaggagc tgtaaccatt tgtttaccac aagatgtcca aggagaagca
  2337481 tgggattttc caagttactt cttccaaaag cgtgttcacc gtattgaacg ccgtctacct
  2337541 acaaaagcca gcttagcgga tgcagtggaa atgattaaga gaaagaaaaa gccagttatg
  2337601 atttgcggtg gtggtgtaag atacgcagaa gcggcagaag agttaaaaca gtttgctgaa
  2337661 acattccaca ttccatttgg agaaacacaa gctggaaaaa gtgcgattga aagtagtcat
  2337721 ccatataatc taggcggcat tggggtaacg ggaaatgtag cagctaatac aattgcaaag
  2337781 gaagcggatc ttgttattgg catcgggacg agatttactg attttacaac ggcatctaaa
  2337841 caattatttc aaaatgaaga agttgagttt ttaaacatca acatttcaga attccatgcg
  2337901 aataagctgg atgcattaaa ggttatagcg gacgcgaaag aagcacttct tgctctaata
  2337961 gatgaactgc aagaaattga ttatcaatct agttatacag tagaaattgc tgatgcaaaa
  2338021 gatgcttggg aaacagaatt atcacgtcta cataatattc gctttacatg tcaagatttc
  2338081 acaccagaag tcgaaggtca tttcaatgaa aatttaaatg agtatgtaga cgcacttggt
  2338141 acacaattaa cacagactgc agtcattgga caaatcaata cattacttga taaagatgca
  2338201 attattgttg gagcagcagg aagtcttcca ggtgatttac aaagaatgtg ggcatcgaga
  2338261 aaacctaata catatcacat ggagtatgga tactcttgca tgggttatga ggttgcgggc
  2338321 gcacttggtg caaagctagc tgaaccatcg aaagaagtat atgcaatggt aggggatggt
  2338381 agttaccaga tgcttcattc tgagcttgtc acaagtcttc aagaaaacaa aaaaattaac
  2338441 gtcttattgt ttgataactc cggatttggc tgcattaata acttacaaat gggcaatgga
  2338501 atggggagct ttggaacaga gtttcgctac cgaaaccagg aaacacgtaa attagacgga
  2338561 gcaattatga aaatcgattt tgcagctagc gcagctggat atggtgtgaa aacatatcat
  2338621 gttacatcac tagaacaatt acaagaagcg cttatagatg cgaaaaaaca aacagtttct
  2338681 acattaattg atattaaagt attacccaaa acaatgacaa atggatacga gtcatggtgg
  2338741 catgtaggtg ttgcagaagt atctaaaaat caaagtgtac aagctgcgta cgagagtaaa
  2338801 gtaagtaact tgcaacaggc aagatcttat tagattaggg cacaaagaga gctttttatc
  2338861 tacatgcata ttgtttaaga agctctcttt ttaatgaaca gataagagaa tttggcgaaa
  2338921 ttctatcaca ttttgtaaag aggagagaca aggggatgtt taaagaaaat acaattaagc
  2338981 ttggaattgc accaattgct tggacaaatg atgatatgcc ggagctaggg gcagaaaata
  2339041 cgtttgaaca atgtattagt gagatggcac tagctggatt taatggaagt gaagtaggga
  2339101 ataaatatcc gagaaatacg gttgtattaa aaaatctttg gaattacgaa acttggagat
  2339161 tgctagtgca tggtttagta cgtttttaac aacgaagccg attgaagaga cggtagaaga
  2339221 attcattaag catagggact tcttgcatgg catgggtgca aaagtcatcg ttgtttcaga
  2339281 gcaagggcat agtattcaag ggttaatgga tgtaccacta tttaaaaata agcctgtttt
  2339341 tacagaagaa gagtgggaga agcttgcgga tggattacat cacctcggta aattagctca
  2339401 ggaaaagggg ctacatattg tataccatca tcatatgggt acgggtgttc aaacaacgac
  2339461 agaaattgaa aagttaatgg atatgactga tccagcgctt gtatctctgc tttttgatac
  2339521 aggtcatctt gttttttcag gagaagagcc actttatatt ttgaagaaat atttacctcg
  2339581 tattaaacac gtacatttaa aagatattcg tcaagaagta gtagatgttg taaaggaaaa
  2339641 agaattgagc ttcttacagg cagtgaagaa tggggcattt acagttcctg gggatggcgt
  2339701 aattgtattt gatgaagtgt ttactatcct tgcaaactct aattatcaag ggtggtttgt
  2339761 ggtagaagca gagcaagacc cagctttagc gaatcctttt gaatacgcat taaaagcccg
  2339821 aaaatttata caagaaaaag ccggtctgta atttaagcat tttaagatta ttcctaagta
  2339881 aatagtatgg taatcaacat gtcttcttac aaaaggggta aaaagacgtg aaggttggtt
  2339941 ttacatgtaa taaataatat tgaaataggg gagtatgtaa tgccattagt tcaaatgaaa
  2340001 gatattttaa tgaaagcaaa tcaagagaat tatggggttg gggctttcag tgtcaccaat
  2340061 atggaaatgg taatgggagc tattaaagca gctgaagagt taagctcacc gcttattcta
  2340121 caaattgcgg aagttcgttt gaatcattcg ccaattcata tgattggtcc tttgatggta
  2340181 gctgcagcga aacaagcaac tgttccagta gcagtgcact ttgatcacgg tatgacattt
  2340241 gaaaagattc aagagacgtt agagattggt tttagttcgg ttatgtttga tggctcgcac
  2340301 tatccgttag aagaaaatat acaaaagact aaagaaattg tagaacttgc gaaacagtac
  2340361 ggtgcgacgg tagaggctga gattggcaga gttggtggta gtgaggacgg atcagaagat
  2340421 attgagatgt tgctgacaag cactacagaa gcaaaacgat ttgcagaaga aacagacgta
  2340481 gatgctttag ctgttgcaat tggaaatgcg catggtatgt acaatggaga tcctaattta
  2340541 cgattagacc gcctacaaga gattaatgat gtagtccata tcccactcgt tttacatggc
  2340601 ggctctggca ttagtccaga ggatttcaag caatgtattc aacatggtgt tcgtaaaatt
  2340661 aatgtagcaa cagccacatt tcagaatgta attactgcgg ttaacaatac cgtcctaaat
  2340721 actccgtatt cagattattt tacgtatcac caggatgtta ttaaggccgc atatgaaaac
  2340781 gttaaaagtc atatgcaaat attcggaagt gaaaacagag cataatcaga aaaattttct
  2340841 tcattactag ttagaagaaa ttcggaatgt agttagctga caaaagtgga gaatgctagt
  2340901 gaagccatta attaaaagga ggagaaagcc atgttaggaa aattgggtga attaaatgag
  2340961 gggtataatg tattaacaga aatgaacggt caatgcagtg atatgttaat ggatataggc
  2341021 atatataaga tgactaatgg gaaagaagag ttgctatttg ataataagaa tgaaacagca
  2341081 gttcttttac tggaaggcgc aatacgttta gagtgggaag gcatggaaca agttcttcaa
  2341141 agacagtctg tgtttgaaga aaacccttgg tgcttacatg tatctaaaaa tgtgaaggtt
  2341201 accattactg cgctttcaga tagtgaagtg cttgttcaaa aaacggataa tgatcaagaa
  2341261 tttgcttcta agttatatac tccaaatgag tgtcaaagtg ttgtagctgg agatggagta
  2341321 tgggagggaa cggcgcagcg tgttattcgt acgatttttg actataacaa tgcagcatat
  2341381 tctaatatgg tagtaggaga agttatttct tatccagggc gatggtccag ttatccacct
  2341441 catcaccatg atcaaccgga ggtatattat tatcgcttta acaaaccaca gggatttggt
  2341501 tgtgcaatgg ttggtgagga tgcatatcgc gttgtacata atagctttat tacaattcca
  2341561 ggtgagctag accatccaca agcaaccgcg ccaggatatg ccatgtattt ttgttggatg
  2341621 attcgacact ttgagaataa tccttggaat gatcgtatca tggaggaaga acacaagtgg
  2341681 ttattagaac caaacgcgaa aatttggcca gaaaaggaat agacgaaaat aaaaacgagc
  2341741 aatcctattc atagtgataa ggtgctcgtt ttgctatttg taggcagaaa gaaaaattcc
  2341801 tcatactgtt atcgccagat tattgtcctg cgaacattta aagtaagaga gttctttcag
  2341861 agattatgta aaaaaatctt ttattttggc ctgtgtttct gacttgttag ttatttactt
  2341921 tttgtttgtt gttctatcta catttgaaat ggggaagtct gtgccgtata ggtcttggtt
  2341981 attatcttta ttgttattgt ttggattatg ttccacttga gatgatgttt ctagcatttg
  2342041 ttcttgttcc ttactagggg tatttagggc atccgatggg acgcgagcaa tctgttcgct
  2342101 tactagcttt tctttatcca tataatacag ctcctttttg agatgagatt aaaaacaatg
  2342161 gatttatgaa tagacacttc gatattttaa gcctttgaat ggaattatat acaaacttat
  2342221 attgcaaaga ttgcttttat tcgtttcttg ttttggttta aatttcgttt cggtacaagt
  2342281 tttgctgtta aattggcaca agcaacaaaa gatatgataa ccaaaaggta gtgaaggata
  2342341 atattttttc gtagagaata ttgctagagt aggaattaat ctattttgtt ttttgatgaa
  2342401 aggggaattc tcatgaatac acttgtaaat gacaagtttt atgaaactcg aaatcattta
  2342461 tttgaggaaa ttactttgtt aagcgatact caatttaata ggaaaccaga taaggataag
  2342521 tggagtatag cacaagtttg tcatcactta gttttattag atgagagagt aataacagtg
  2342581 atttcgtcag gattaaaaaa gatggatagt acataaaatg agcgtaaaga aattcaatct
  2342641 atattattag atagatcaat aaaatttatg gccccagaaa tgattgaacc aagcatagaa
  2342701 ccatttgaag tgcagcaaat ggtcgatttg ttaaacgaat cgagaaaaca actaatgcgt
  2342761 ttcctaagta caatagaaga tgaatctata ttagcgaaaa aatcagtgat gcatccagct
  2342821 cttggagaat tacttcttga tcagtggata gaactgatct atttacatga acagcgccat
  2342881 ataaaacaaa ttaaggagat aaaattactt tgtaaagttg gaaagtaaaa atcattgtct
  2342941 attttgggag aaatgtattc tgtttaaatt atatagaaaa gaattcaaat aatttatata
  2343001 caacaaagta gtgtaaattc actactttgt ttattgccct taattattta aacaaagcgt
  2343061 tttgtgacgt ctttacacac aaaatataaa tctgtagact tatatgcact ttatttttat
  2343121 aaaagaatca cccgtgaaat tactttttgt agttgaagtt ttccgaataa taagttacat
  2343181 ttttaaagtt caagcatcta tacgacagta caaaagggga gaaatattgt tattatgcaa
  2343241 aaaatgaaat ggaagaacta tttatgttat tttgttattt ttatacttct tggaacagca
  2343301 gtaacagtca aaccatctat ctcaaaagct gaggaatctg atgttaacat tacactgtta
  2343361 ggtactgcag atattcatgg tagatttatg ccttgggatt atgcgcttga tggtgcaaat
  2343421 acgagtggaa gtttaacgca gctttatacg gttataaaga aggtgcgtca ggaaaatccc
  2343481 aatacaatat tagtagatgc tggggataca gttcaaggaa actcagtaga gttattcaat
  2343541 gatcagccac aatcgccaat gatggtagcg atgaatgcaa tgggatatga tgcttgggca
  2343601 tttggaaatc atgaatttaa ctttggatta gatacattga aaaaagttag tgaacaatat
  2343661 aagggaaata cattagcagg aaatatttat aaggaaaatg gagagcgttt tcttcctgca
  2343721 tatacgattg ttgaaaaagg tggaattaaa gttgggatta ttggtatgaa tacaccaatg
  2343781 attagtgatt tcgaaaaagg gacagatcat ttggatggat tggtagtgaa aaatccagta
  2343841 gaagagacaa aaaaggcaat taaagaatta gagggtaaag tagatgtaat ggtaggggtt
  2343901 atgcatatgg gattagaaaa tgagaatgga atccctggta ctggggttca agatattgcg
  2343961 aatgcttgtc cggaattaag tgctattttt gcagctcata tgcataagct tgtaaaaaag
  2344021 aagttgtaaa tggtgtcatt atcacggaac cagataaata tggaacacat atctcacgta
  2344081 ttgaccttac ttttacaaag caagatggga agttggtttt aaaaaataaa gccgctaccg
  2344141 ctatacctgt aaaaaatact gatggaacaa cagtagtatc tgatcctaca cttgaagaca
  2344201 cactgacacc ttttcacgag tatgcgaggg gagatgcaaa tgttgtagtc gctcaattaa
  2344261 agggtagaaa ccttgttcct gaaaatgaaa taaagggtat tccaagtgtg cagattcaag
  2344321 agacaccttt atcagatttc tttcatgagg tcatgctcta ttacagcaaa gcagatgtag
  2344381 tagctcatca aattgataac gataatgccc gtttggatgt aggtcctatt aagaaaaaag
  2344441 atattgcata taattatcaa tatgctttgg gtgaaattac ggtatataag gtaactggga
  2344501 aagacttaaa agactatatg gaatgggcag cagggtactt taattcatct cgtcctggag
  2344561 atgtaacagt tagttttgat aaaacccgtc gtgcgtctaa atacagtacg aatgatttct
  2344621 ttggaggtgt aaaatacgaa attgacttaa caaaaccata tggaagtaga attacaaatt
  2344681 tacgttctat tcgtacaaat aaaccaatca aaacgaacga tgttatgacg ctgggaatga
  2344741 atgcatatag aatggaggct cttcaggcaa aaggtggagc tttagagggg cgtaagtttg
  2344801 aacaaatttg gtcatctaaa caagagaatg cattcgggga aactggtgga accattcgta
  2344861 atcttgctat tacatattta aaagaggtga agaacggtgt ttacacacca aaagttatgc
  2344921 ataattggaa aattactggc gtgaatacac attcttcaga gcataaggct gtagtagatc
  2344981 ttgtgaataa agggatttta gaaattccaa aaactgaaga tggaaaatat acaaacatag
  2345041 catctataaa tactaaagat tcaattacaa aagaggaaat tgtcgcactc tcacaaaaag
  2345101 taaatattaa tccaaatcag tttaagcata taaaaacgaa aggtgaattt tacaaaaaac
  2345161 ttagtagaat tgtaaaaaaa atataagaaa cataactcta gtgcaaaaaa gttataacta
  2345221 gaagtttaaa tatatacgca aaaaagagca ctcctataca tggcgatagg atgctctttt
  2345281 ttatgttaag aaaatcttgt ctacttttag tctatcatcc tacgcacaat tatagtaacg
  2345341 tgaatagtcc gaaacaaacc tgtttcggac tgggggttca atattttatc tactttatta
  2345401 aacttttttg tatttgtagt atgaattttc tgatttttaa gtgagaaaac tggattacgt
  2345461 taattaatag atactccacc agagataatc agttttgttg gtgctggcgt atctccacca
  2345521 ttaaatgaag agtgttgtga tacatttaaa ctaatcatgc tacatgctaa tgtacttact
  2345581 attatcgtac tgaataacaa tttttttatt tttttcatta ctttaacgct ccttttctta
  2345641 aatgtttctt atcagcatta ttactaatat agaaatactt actcgcttta acatgattat
  2345701 ttgtttcgta aaattgcagt gctaaaatct ctgcatattc ttttacacaa tcccacattt
  2345761 cctctttttt aaaataagaa atggcatcag taactacttt ttttagttta attctaggca
  2345821 gttctgtaat tagttcattt aaaactgcga aacggtgttt atattcctca tttcctgatt
  2345881 catttgtata tttcattcct tgctcgatat atgctcttgc tgtttcaatg ccttctaact
  2345941 tataatatgc tcttgctaag acaaataatg ctttaaaatg gttcggtatg gtatttataa
  2346001 tttcagaact ctgtctaatc gccaatggat ataaatcttg aatattatat aaccagccta
  2346061 aattggatcg tactcgtaat aataattgtt cttcatcata cttcttaaaa atatcaataa
  2346121 ccatattgag acattcttcc gctctttcaa attctcttag atctatacaa gccagtccat
  2346181 atacattgtc gcataaagca atattaattt tatagcctac atgattcaaa tatatttctt
  2346241 tggcttttac tgcatgttga atcgcttcaa atggttgata agattgataa cagtatgttg
  2346301 aaaatctata ctcaaactca gctttttcta tttcgtcagg tatacctttt aaaagtcctt
  2346361 ccgccttttc atagtatgtt tttgcctcag tataatttgc tataattgta gagtggattg
  2346421 ccttaaagaa ataataatag taagctaaaa atgaaaattc atctttaata tgaggtagtt
  2346481 tttctatttg attaaaagaa tcttttgtaa tactcattcc atctaccaaa actttatatc
  2346541 taaaattcag cagggaataa tagaatgata catattggtc tgtttctatt ccttttaaac
  2346601 tttcttttac ttttagatat gtttgttttg cttctactac atgatataaa cgaatttctt
  2346661 cataccattc atgtaataat tccatcaatt gtttattact tttttcttga acagtcataa
  2346721 tatcccccat ttctctgtaa aggcttattc tgataataac aggaattcga taaattaaat
  2346781 ttaatcatga tttttttcat aaaaatacag aatattctga attaaatagt tgtccatgtt
  2346841 tttaaatttg aaaagtatag gtaaggtagt tcaagtttcg ttaatgtatt tttttacagt
  2346901 tttctattaa atacttctta ttagggggag cgtaggtttt ggataagtat cataggaagc
  2346961 gtaacttttc ataaaatgta ggtttatact tccgctaagt aattatcata atgagagtat
  2347021 acagatgtat caaatgaaac ttctacttaa tcaaatatga tttaatactt tcttagtttt
  2347081 ggttagggat atttatatac tttaaagtaa agagctttat tttataaagg ggggaatttt
  2347141 ggggtttata actcataatc ttttgatata aatttatttt aagtgttgaa agatttgtaa
  2347201 aaaatacttt atgaattgta agaaataaat tacatttttt tctgagaggt gttcctattg
  2347261 ttacataata gaattgtagt ttgtcgagca gaaaaaggtt ggactcaaga agaattggca
  2347321 aaaagggttg gtgttagtcg acaaactatc gctactcttg aaaagaataa atataatcct
  2347381 tctctaattc ttgcctttaa aatcgcaaat gtatttgaaa agccaataac agacgtgttt
  2347441 gattatcagg aggagtgagt catatgttgt ggttaaaaat tttattttta gttgtaatat
  2347501 tcattagtca gatgtacgta atacaatttc agtccagtga tgaagcaaaa gacgaaagag
  2347561 ggagagaaat tcaatataaa acaaataatg tgttgtacaa tatcttatct gtaggtatca
  2347621 ttgccatttt tatcaataga cacagcaaaa attaccaata tagtgtattt gattatgatg
  2347681 aaggtagaat gataacgatg tacaaattgt attagaatgg aggtttatat ggcagaggta
  2347741 gagtaagggg actttcagaa ttgaaaagca tgaatattat gtgaaagaaa tggaaattgt
  2347801 tgaaaatata aaaaatgtat agtaaattga gggtgtatgc tagattataa tgaacaagaa
  2347861 gtcgggtggt tctgattctt gttgattgat agttcgtaag gtcataaaaa gtcttggttt
  2347921 ggtcgccaag gcttttttca tgctgtattc aggcataaaa accttgtata tctcgaataa
  2347981 ttttccaagc tgcagcacgg gatttgtttt ttcaattgta aaaaacatat ttgacttaca
  2348041 tggtgggaag tatggtgtaa ctactaccga gaatggagta ttgttctact ttgcttagaa
  2348101 aaatggggta taaagtagta agatgtgata gaagtgataa agtattgaaa tgttaaaggg
  2348161 gatttacatt catatagagt atttaaaaaa aggtgtaaag tcaattccat ggcttcgcac
  2348221 cttttattta acttggactt tgtttaagcc cgttaatttg ttcattttta agcgtttatt
  2348281 gcatttaaaa ttgaaacttt atttgttgta aataatacat aattttgttt tactgttttg
  2348341 attaaaatac gatccgttgt tccatatgca gtgccaatac ggattgcact agtcacttca
  2348401 acacccgcat aggtagcatc ttcagtaacc tcaattacat cacgtaatgg aatggtaatc
  2348461 tccgccaatt gccatgaaat tattaactct tcttttgttt ttttacatca atacctagca
  2348521 ttataccaag acctttctat aatagaatgc tacacttcta atcttattat acaaattttt
  2348581 agattatttt tccatatgta ggaatagaat tggtttctgc gtgttagtat ctttagcgta
  2348641 tcgaacgaaa aggaggatat actgtctttc tgttaagaaa tatgttaaga acaaaagttc
  2348701 acttcaaatt aatatgaatt tgatatggtt gtagtattat aaacgagaaa tattaagagt
  2348761 ggcaggaagg aaatgaataa tgagaattaa attagtaggg atttttactt gtatgattgt
  2348821 gatacttggt atctttatcg tttataccaa tcaatctatt ggtaaagaac caagaaaaac
  2348881 aaactatgaa actcgtgaaa actccataaa taaagagaaa aatagtactt caaataacat
  2348941 agcaagttct tttgctagtg tacaagctgt agttaataaa gaatatggat tgcctgaaga
  2349001 ctataaaccg gaagatttag ttgtaccaaa tgtaccattc tcattcagtg gaacgctaga
  2349061 aaagagttac cttcgtaaag aggcagcaga agcactagaa aggttatttg atttagcaaa
  2349121 taaagaagga atccagttga atgctgtttc tggctttcgc tcctatgatt atcaaaaaaa
  2349181 actgtatgca aacaacgtga aaagaaaagg acaagagcat acggatcgct tctcggcaaa
  2349241 gccaggacat agtgaacatc aaacaggatt aacgatggat gtttcttcaa aaagtgcaaa
  2349301 taatgagcta gagttaacct ttgcgaatac gaaagaagga aaatggctga aagaaaatgc
  2349361 gcatcgtgca ggttttatca ttcgttatcc aaaaggcaaa gagagtatta ctggatatgc
  2349421 atatgaaccg tggcatattc gctatgtagg ggatattgct gaaagtatat ataagaaaaa
  2349481 actgacttta gaagaatata tgaatctgta aaaatagaat tgtaaacgat actgctattt
  2349541 gaaagatgaa agaggagcga ttcatatatt tacagtaatg tgagatgtat gatcttacgt
  2349601 gaggtgcaga atgataagta ttaggttaat atatgatggg aatcatagag caatgaaaaa
  2349661 gaatataaat attacgtatt cagtttttta ctaaataaca aggcatcatt ctaattagaa
  2349721 tgatgccttg ttatttttta gcataatcta ttgaattact ttttcaattt taggcattac
  2349781 agcaattggg ggtaaagatt tggtccatgc agcagcataa acatttaact gttcacctat
  2349841 agtgtaattt ttaccatttg aaactggaac ccttaaaatc ttattttgag aaactaactc
  2349901 ccaccaatca ttttgataag cgagagcttc atcttttgta gatgtagcag caaccactaa
  2349961 ataattgttt tctactgaaa tgacatatcc agtaaacggc tcttgttctt gtttttgaat
  2350021 agaatgaata ggtgtagtgc ttacagacgc cttattagaa tctgcaaatg ccggtgttaa
  2350081 tccaaaagta aatccacatc ctaatgttaa agctgttacg gttgttacta atttttgttt
  2350141 ttgtgtaaac ataattatat atccccctta tattttatcc ctacacttgc cattttctgg
  2350201 ttctatacat ataaagcctt ttaatattaa gatgtttaac cgatttgtaa caaatattcc
  2350261 ataaatgtta atgatatcta ttaatggaag tggttctatg ttataattca ctaggtgaac
  2350321 tattattatt aatacattca tcctttgatg aatgtatacc cttccttaat tgtaaatatg
  2350381 ttcgatttta ttggtgaaga gggaagaaaa ccctcttctt tttttgttcc ttctatagtt
  2350441 cgaagatacc ttaaggaagt aaaaagatgg attgtgttta tatattagta aaaacatttg
  2350501 tggccgcttt tggtggttac tagagatgtt ggggcataat atttaaagtt taagtaatca
  2350561 tgggagccaa ttgactagat tacaggagcg ctcacaatgg tatttaacgg agaattgaag
  2350621 tgtaagtggg ctttatgatt atcgtcgaaa aggtagttat tataagttat ttcccctaac
  2350681 taataatcaa ttttgtttaa aatataaaac tactatttta cttaatcaag taattattca
  2350741 cattattaaa taattacttt gtgtgttatt catcttgtta tcttacaaaa atgtaagatt
  2350801 tttttaattg acactcgtat atataagtaa ctatactggt tacacaatgt tggtgaatat
  2350861 atttagtagt ctcaatctat aagtgtatgt cgaagggttc ttctcgaaat aatagttcga
  2350921 tataagattc ttgatctgta atatagtgat gacaccaact taatctatac tttattcgaa
  2350981 gtcatatgat ttaaagatga actataattg atataattta ccaacttgta ataatttctt
  2351041 agaggtgcta aattttgaag aacaaattaa ttgctacagg aattcttgct ggaagtttac
  2351101 tatcatattc tactagtatt gttgcagata ctcacagatt cccagatgtt cctgcatggg
  2351161 ctgacaaatc cgttacttat ttagttgata aacaagtatt gagtggttat ccagatggga
  2351221 cttttggttc aagtgataca ctagatagag cttctgcagc aacaattatg actaaggctc
  2351281 ttggtataca cattgattta aatgcaaaac catcttttaa agattcacaa aaccactggg
  2351341 gaacccctta tattgccgca gctgaaaagg caggaatcat taaaggtgaa ggaaatggaa
  2351401 tatttaatcc ttctggaaaa gttactcgtg ctgctatggc tactatgcta gtgaatgcat
  2351461 ataaactaca aaataaaaac actagcaatg gacaaagtaa atttgaagat ttaaagggcc
  2351521 attggggtga aaagttcgca aatactttaa ttgatttgaa aatttcagtt ggtacagata
  2351581 atggctggca accaaataaa ttcataacac gcgctgaagc tgcacaacta actgcaaaaa
  2351641 cagatatgct tcaatatagt catagtaatc ctttagaaaa taaaaccata attattgatc
  2351701 ccggacatgg tggcgaagat cctggaaaag acacaaaggg attacctgaa agtaagattg
  2351761 tactagacac ttctttacgt ctacaaaaat tgcttgaaaa acatacacca tttacagttt
  2351821 tactaactcg taaatctgat actagaccag gacatgatca aaaaagctct ttacaggaac
  2351881 gtgtgaaatt tgctaaacaa aatcaggggg atatctttat aagtgttcat gcaaatgctt
  2351941 ttaatggtaa tgcaaaaggg acggaaacat actactataa atcttctaaa tctgaaaaaa
  2352001 caaatcctca tgtggaagag agtcgtgttt tagctgaaaa aattcaaact cgattagtag
  2352061 acgctcttca aacacgtgat agaggcgtta aacatggaga tcttcatgtt ataagagaaa
  2352121 atgacatgcc agctgtgtta acggaacttg cttttataga taatggtatc gattacagta
  2352181 agttatctac agaaaacgga aggcagattg ctgcagaagc catttatgag gggattttag
  2352241 attattatga atggaaagga aataatgtat ctgaatatag gctgtaataa gcaaatgaaa
  2352301 atatagtaat tctcaaaata aagaattcta taattttttt gtattttttt aaacaaaaat
  2352361 tttaaatata tatttaaaat ttttgtttaa atcgttattt tgtgttttaa taatattgat
  2352421 aatagttatc agtaaagaag agatggaaat tagcaaatca agtgttgata gttattggca
  2352481 taaagattaa taaatttcta cattgtaacg ttataaatct atctctagta ttgagagcta
  2352541 aaaataatac gtttatatct tttaaatgtt taagaaggag tggctgtctg tatgaaaaaa
  2352601 gcaaagggaa tagctaaaag tgttgccgta gcgtccgtta taatgtctgg atcacttggt
  2352661 ttacaagcaa catctgcatt tgcagattct aaaggaactg tagaaaatct tcaaaatggt
  2352721 gggaaagtct ataatagttt taaaactact tatgacatga agcagaatat caaaaattca
  2352781 ataaaggttt cttttattga ggatccttac gcagataaaa aattgcaatt gttaccactg
  2352841 atggtagtaa tatagatgcg aaatatacaa ttaatggggg atactataac gcaggtttaa
  2352901 aatggccatc ggcgtatcat acggaagcag aaataactag tggcgatagc gctcaattcc
  2352961 ataaagctgc cccagttaat acaatgactt cagcaaaggt tacttctgag gtagggtata
  2353021 cacttggtgg gagtgttaaa gttggagtaa acgataaagg gccaaatgcc gatgcaagta
  2353081 ttacaggtag ctttgcttgg aaagaaagtg tatcttatga tcaggtagac tataaaacgg
  2353141 tattagagac tcacacagat aaaaaattaa attggaaagt aggattccaa tcgtttaatt
  2353201 tcccagagtg gggaatttat aatcgtgatt cattcaatac tttctatggt aatcaactat
  2353261 ttatgaaatc acgtagttat aatgaaggaa cgaataattt tgtttcaaaa gacacagtac
  2353321 cagctttaac aggatatggt ttttctccta atgtagtagc ggttatcact gctgataaaa
  2353381 cagaatctac atcagattta aaaataacaa atcgtagaat ttcagatcag tacaatattg
  2353441 aatgggtaag ttcaaaatgg tggggaacaa ataataagga tacatataat gagttcttta
  2353501 caaacaacta taaattagac tggaaaaacc atcaagttac tcttgataac caaaaagccc
  2353561 ctgaagaaca aatgattggt atcaacaacg tgaataacca gcttaacaaa ggaaaaggaa
  2353621 aattatcttt ttcaatgaat ggaaatcagc ttaaggctac atctagcaat gctggttatg
  2353681 gtatcagtta cgaagataaa aattgaggta tctttgtaaa tggtgaaaag gtctacacgt
  2353741 ttaatgaaaa aacaactgta ggtaatatct caaatgacat taacaaatta aacatcaaag
  2353801 gaccttatat tgagattaaa aaaatctaat cagtaaataa ggtacaattg atggataatt
  2353861 atttcatcaa aatatgagta taaaggttta ttttaaatct gtataacgta atgaaaggac
  2353921 cagataaact ctggtcctta ttattttttg ttcattcttt tactcaagta gaaaagagcg
  2353981 taaaatattt gaaagctatt catgtcacgc agggggatat ttttttaagc atggcgttta
  2354041 attaggaaag gagagattga agagctgtct ctttttgagg cgtacgttgt gtggcgaatt
  2354101 gtttaaagta atgaagacct catcggttgt taagttacta ctttaaatat ataattaaat
  2354161 ttcattaaaa agaaactcta ttcaaattcc ttattggatt tttgaagtga aatatatatt
  2354221 atttgaggtg tgtgaaatgg agaagtctcg tgagcagacg atggaaaata ttttgaaggc
  2354281 tgctaagaaa aaatttggag agcgtggtta cgaaggtacg agcatacaag aaattgcaaa
  2354341 agaagcgaaa gtaaatgtcg ctatggcttc atactatttt aatgggaaag aaaacctgta
  2354401 ttatgaggta tttaagaaat atggccttgc taatgagtta cctaattttc ttgagaagaa
  2354461 tcaatttaat cctattaatg ctctaagaga atatttaaca gtctttacta cacatataaa
  2354521 agaaaatcct gaaattggca cattggcata tgaggagatt attaaggaaa gtgcaagatt
  2354581 agaaaagatt aaaccgtatt ttataggtag ttttgaacag ttaaaagaaa tattgcagga
  2354641 aggggaaaaa caaggagtat ttcatttctt ttctataaat catacgatac attggatcac
  2354701 ttctattgtt ttatttccaa agtttaaaaa gttcattgat tctttaggaa caaatgaaac
  2354761 gaatgataca aatcatgaat ggatgccaga agatttggtg agcaggatta tttctgcttt
  2354821 aacagataag cctaatatat gaattgctca gtgtttatga atcctaattt tcctattaaa
  2354881 aaacctaatt tctcaatgta ttgtagagaa attaggcttt ttcgacattt cattcaaata
  2354941 ctttataaac taatggcttg atttattaat gattcgagtg aagtcacata gatatagttt
  2355001 tagttgcaac tgtttgttga aatgccttat catgctcaac aataaccatt gtaggattaa
  2355061 attgttgaat cagctcttca atttgcatac gtgagtaaat atctataaaa tttagcggtt
  2355121 cgtcccaaat atataaatga gctttttcac ataaactttt agcgataagc agttttttct
  2355181 tttgtccacc agaataatga gatatatctt tttcaaattg aattcggtca aagtccatct
  2355241 ttcgtaagat ggatttaaat aacgtctcat caattttttg ctcttcaata tagtctgata
  2355301 gtgatccctt caaatgagag gtatcttgtt ggacatagga aatggtgagt cctgtaccta
  2355361 aagtaactaa gcctgtatac tgtatcgatt gccctagaat tagttttagg atactacttt
  2355421 tcccgctccc attcttgcca tcaagtacaa ttcggtcatc ttgttcaact atgaagctaa
  2355481 tcggctcatt cacaacttgg tcatcgtact taacagacac gtcagccaaa ataaccaatt
  2355541 catttgactt aaacttcaat gcttctaatt ttaatgactc agttttctcc acatttttta
  2355601 gtaattttga cttttcttca ataacttttt gctgccttga ttcgaggttt tttgctcttt
  2355661 tcatcatctt agctgcttta tgtcctacaa atcccttatc caacttagaa cctgaattcc
  2355721 ttgttccatt ttttgaagct cctacatcgt gagaccaact tgctgaacgc ttggaagact
  2355781 gttttaatct tcctatgtct ttttgtagac gatcatttgt agcttgttcg tgctcttgct
  2355841 gtctatcaaa atttaatttc caagaagaat agtccccgct ttgaacttca atattcgctc
  2355901 tatttataga taagatatgg tcaacgcatc catctaaaaa gattctgtca tgtgaaatta
  2355961 aaataaaccc ttttttcttc cttagataat cagagactat ttttcttgca tcagtgtcta
  2356021 ggtggtttgt tggttcatca attaatagaa attggccctc atttaaaaac agtgcagcaa
  2356081 gcaacacctt tgtttgttct ccatttgata aagttttaaa cggtctgtac atgacctcgg
  2356141 catcaacatt taaataggat atttcacgta gaaattccca accttctgct tgggggcaaa
  2356201 tttcttcaag gatttcatga gtaaatttgt tcttatctgc aacagggtag gggaagtaat
  2356261 tgaattctac cgaagcaagg atttttccac tatactcata attccctaat aataaattaa
  2356321 ggaatgtcgt tttacctcgt ccgtttctac cgataaatcc tagtttccaa tccgtatcta
  2356381 tttgaaagtt tacatcttca aaaatattat caaagctacc tgggtatgaa aaagttaagt
  2356441 cttgaacttt tatcattgac ataataattc ctcctttata tatcgaaacg tttcatataa
  2356501 agtcggaaca tccatccatt ttttaattgc tctatataag tttgatggat attaacgact
  2356561 tatatagagc attacatgtg taacaatagt gtctgaatta gccatttttc ccgctccttt
  2356621 atttgttagg taaatttagc gattaataaa tttcaactta cataaaaggg aataaaaaaa
  2356681 tcccccaatt attaatcgga aggattagtc tgtctcttat acttaataag tacttattaa
  2356741 tcatttgaat catgacaaat aaagtatgaa atgaattata aaaatggata gactaaccct
  2356801 atattttgta gtttgaagtt ataaaattca aattaaaata taaattagtt aatcattatt
  2356861 catccatcat tcctttcata tttctatttt tagggtaaca ttctttttgt ggagatgcaa
  2356921 tatcatcttc acttaatgct agatcatgta taattgtttg gctaattaga tataacaata
  2356981 catctttttt tataaacatc atattttgtt caaaatgtcg cgtcttttgt ccattaaaag
  2357041 gtgagctatt tgaaattgac attacctcct agttgtaact ataattgtta cagtaggttt
  2357101 ggtaatttca ttcgaaattc taagtttatg atagtatatc ttccttcttt ctaagggtgt
  2357161 caattagcga ctaactatgt tgcaatggaa gcttagattc tatctcatat tcaaagaata
  2357221 gttaatttgt atcattcaaa ttaacgatga gcgaatactt aaaaaacaca ttttacatct
  2357281 tattctttgg ggaatcctta gttgaaaaat ggagaatatc tgcgggaagc aaataagact
  2357341 gtagtatgta gaaagaaaac ttttaaaaag gtaataataa ggaatgatag gtaacactta
  2357401 gtttaatgaa tacgagttgt gccgtatcaa gtcattttaa aaaagtctag aaaaaatcaa
  2357461 gaaggtgatt ccattgcgta aacattcaca tgtgcaattt tatgtattga tattggcttt
  2357521 agtagcttat ttaagctttt gctttatatt tttatttgtt tttccgaatg agtattttgt
  2357581 atcagatttt aatatacgac tatcatcctt agttgttgaa attactgtat ttatctcatt
  2357641 actttactcg atagcatcaa gaaaaattaa actaggagtc ttttgggttt gtattactat
  2357701 tgcaataggg tgtttcttga tagggaattt tatatcagct tttcaagtac ttaatgtaga
  2357761 attaccaatt caaaatttta atatctctga tgtgtttttg ttgtttttct tattcttctt
  2357821 tctctttgcg ttcttttata aaatcatgat ggaatgtaac aaatgggaga aagcgtattt
  2357881 actttgtgat ttatgcattg ttgttactgc tatttttaca ttagagtggt acctatttaa
  2357941 taaaccttct gcaaatatct tattcttttc aattggagat gtttttcttt catttatttt
  2358001 tccgattata gatttattgc ttctattact tggagttaca ctaatctttc gacctgctat
  2358061 tttcaatgca aaaagtaaat tgtttatttt tatcctagta ttaactggat ttgctattac
  2358121 ggactactta tatttttact tacaagatga tttgtcagat cgttcagtta tattattaag
  2358181 gtgtttgtat agagtttttc tattatttat cgctattgct gcgactatcc caaggagtgt
  2358241 atcttctaaa agaaattatt ttataattaa tccgacattt ggaaagaaac ttcttgtcat
  2358301 attcccttat cttgcagttg caatcttaat tggttttact ttgaaagagc aaacttcttc
  2358361 atctacactg attacgggaa attgtattgc ctttgtattt gtactgattc gtcatataat
  2358421 tgtacgcatg caaaacaaag atttaaccga aacattaaaa gtgtttaata atcaattaga
  2358481 gcaaaaagta tttcaaagaa cagcagattt aataaaaaaa tctaatgatt tggtaaaaaa
  2358541 tcaagagagg tttaagtcct tatatgagta tcatccagac cctatattaa ctattgatcc
  2358601 aaatggtacc gttttaaata taaaccagtc tggaagtata ttattaggga aggacagtgc
  2358661 tgcattaata ggaaaagagt gcttctctat ttttttagat gaagataaac ctgaattgga
  2358721 agcagcccta aagatgggga aacgatgtag ttcgtcttct ttacagttac gtgtgaaaca
  2358781 taataatgag aaggatatat atttttggta tgtcactatt gttcctatta tgatagaagg
  2358841 acaaactttt gggagttatg taatggtaaa agacattacg aaaatgaagc aacaacaaga
  2358901 taagataaac tatctagcat tccatgatac agtgacggag attggaaatc gaatattctt
  2358961 ccaacaagaa ttagaaaaat ccattgaacg tgcacaaaaa acgcagggtg aatttggact
  2359021 cttgtatata gatttaaatc gttttaagac cattaatgat acaatgggac attcaattgg
  2359081 tgatagtgtt ttaaaagaag ttgctaaacg ttttaggaca tgtctgtcac cgtctattcc
  2359141 tctggctaga atagggggag atgagtttgc agtcttagtc cataaccaca cagaacaaca
  2359201 gctattggat ttatgtgaaa atctgtttcg tataactgaa aaaccatttg tagtcaatca
  2359261 gcatagtttt tacttatctc ttagtatagg aatagcagtg tatccgtttg gaggaataaa
  2359321 cactactaca cttttacaac atgctgatat cgccatgtat agcgcaaagg aaaaaggtaa
  2359381 caatgctgtt tgtatgtacg acgagacatt atctcaaaaa ataacaagac gattacaatt
  2359441 agaacaggat ttaccgaatg caattgaaaa taatgagttg tttttattat atcaaccaca
  2359501 agttgatagt aaggcaggta aggttattgg tgcagaggct ttaatacgtt ggcaacatcc
  2359561 agagcttggg ctaatttcac cttttgagtt tatacctatc gcggaagaaa catcgcagat
  2359621 tatttcaatt gggaaatgga cgttacagga agcgtgtcag caactgaaag aatggcattc
  2359681 tgcaggctat tcaaatttaa agatggggat aaatttatca gctatagagt ttgaacagaa
  2359741 gggctttgtt caaacagtca tatctattat agaagaagta ggggtaccag ctaactcgat
  2359801 tgatttggaa ttaacagagc gtattgccat ggtagatgaa aaagaaactt tatcgaagtt
  2359861 aaaagcatta aaatcatatg gtgtacattt atcaattgat gattttggta caggctattc
  2359921 ttcattagcg tatttacctt tgtatccaat tgatactttg aaaattccaa gagaatttgt
  2359981 gaataggatt ggaacttcaa atgatggaga tgaaattata caaactatta tttcgttagc
  2360041 ccatacttta aatatgaaag taatagcaga aggggtagaa acgaaggagc aattaacagt
  2360101 gttacaacaa aatgcatgtt atctaattca agggtattac tacagtaagc ctgtaaatga
  2360161 agatgaattt attaattttt taaatacgac acaaaacaaa taagtcaaaa aatatatatg
  2360221 aattaaagcg aaaagacgtt ctactcatat ggagtagaat gtttttctta tgtttacttt
  2360281 cagaaggtat gcagttaggt ttctgttttt gagagtaaat ttagtatcca tattctcagt
  2360341 attagatttg ttgtgaacta cacgcttatt taagtaaata aaagttagaa tagttaagga
  2360401 aaaggataat tttttattaa ttaacataat tttcaaaaat gaaatctgcg gatgttaaga
  2360461 tttgttatat aatatagttg tcaaagtact acccctgtag tttctatgat gaatcggtaa
  2360521 gatagtttgt ttgtcccata tattcacgtg atataaaaaa acttgtagag attcctgcaa
  2360581 gttctttttt taaggattaa atgtgaatct gaaataaagt aacgagtttt tgaggggaga
  2360641 aaagtaaatg tttataaaag cagaaagatt actaatacga aaatttgaat tcaaggattg
  2360701 ggaagctgtt catgagtata catcagatag cgatgttatg aaatacatac ctgaaggggt
  2360761 ttttactgaa gaagatacaa gaaactttgt aaataaaaat atgggtgaaa atgctaagaa
  2360821 ctttcctgtg atactaatag gtgaaaatat cctggttggt catattgttt ttcataaata
  2360881 ttttggtgaa catacttatg agattgggtg ggtattcaat cctaaatatt tcaataaagg
  2360941 atatgcttct gaagcagcac aagctacatt gaaatatggg tttaaggaaa tgaaattaca
  2361001 tagaattata gctacatgtc agccagaaaa taccccatca tatcgagtga tggagaaaat
  2361061 tggaatgagg agagaaggct atttcaagaa gtgtataccc catggaaatg aatggtggga
  2361121 tgaatattat tacgctattt tagaagaaga gtagtgtctc agaacgtatt attaaaatca
  2361181 aaatcataat taaaattgtg ctatcatttt ttgagaattg cttggtctat aaaataatta
  2361241 aaatgtgggt ggtgctctat gcctatcaag ctaacattat acaagtttaa tttatcgaat
  2361301 ggataaagta gatactcgag ttatcattgt aggaggaaat gggtttgggt tttcaaatgg
  2361361 atttgactca tctgaagata taaaacgcct tcctaacgat tatacaggtg gaatttggac
  2361421 aaattgcatt gataaaatag cacctgtatt taagaaataa gggataatat aacagtggaa
  2361481 gtttttttat ctgtttaacc gtttatctat tagggggtac tttaaaatct tagcttgata
  2361541 gcaatggggg agcactaacc aaacgcgaat ttcgtacgct aagcaaagtt tcatagaaaa
  2361601 aaagccgttt tttctagatt tagagataat cggctttttc tttgtaaatc aaaacaataa
  2361661 aataagatga aacctataaa tatatattat tacataaagt ataattctta gtattctata
  2361721 atcaattaat cctcatcata caaattatct acagattctt gtaaacaatc taatagatag
  2361781 tcgccgaagt tttcataagt aatggcatac agttcctttg aaaaacgact ccaaaagaca
  2361841 acaggacact cgccatcttt catttgattg gtatctaaac atgtcatagt accatcaata
  2361901 tcatttaaaa caatgtattg ttcaggaagg ttatatgttt ctctatatga cttggtgtgg
  2361961 taaacaacgg aagaatctgc agctgttgtc tcacaaccat gaatatccat accatccagt
  2362021 ccgccgctac catactgttt taaaaaccaa tgataactat ttgggaattt aatgtttagc
  2362081 atttgttgta tgcctttatt ggcctggtca actgcattat tcatgccctt catagctgag
  2362141 ttcgttccat cttggaaaaa gaagataaag atagatttga gcgtagatag aaactgtaat
  2362201 taaagtaaga taggacaaag actagcattg agaaatataa aagatggaag taacataggg
  2362261 gatttacgca taaagtaaga ttgacgatta aattaacaaa attttcattt taatcaaata
  2362321 aatacatggt gtttttaact tataataatg ttactacgat gaaaatacgg ctactaatta
  2362381 gttattttaa aaatcaattt tagataggaa gaggataatg aagaccagag atagttataa
  2362441 aattgttgta attggtgctg ggactgctgg aatatcttct actgcacatt tgttacgaaa
  2362501 tgtaccccta ttgaaagaaa gtatagcaat tattgatcaa tcaaaaaaac attactttca
  2362561 accactatgg agtttagtgg ggggaggaat tgtgtcaaag gaaagtacag tgcgtgatca
  2362621 agaattgctt attccaaaag gggcaacatg gatccctaaa agtgttgtta agctgtttcc
  2362681 gaaagaaaat aagctacttt tagatgatgg actgttgctt gagtatgaaa ttcttattgt
  2362741 agcagccggt atacaaataa attgggacgg cattaaaggc ttaaaggagt ctattgggac
  2362801 taatggggtt tgtagcaatt actcttataa atatgttgat tctacttgga gagaaattga
  2362861 aaaatttaaa ggaggaaatg cggtgtttac ccaccaaaat actcctatta aatgcggtgg
  2362921 tgctccacaa aagattatgt atttagcaga agagtatttt tctaatagcg gtgtaagaaa
  2362981 caaaagtgag gtaatgtttt ataccgcgaa cgctaacata tttcaggttc cacgatatgc
  2363041 taatacatta gaacaagtac tagaaagaaa gcaaataata acaaattata ataaaaactt
  2363101 agtagaaatt atcgcggaga agaaagaagc aatttttgaa gatacgcaaa cactgaaaag
  2363161 agaaacagta ccgtatagta tgattcatgt tgttccacct atggggccac ctaattttct
  2363221 taaagagagc gaaataagtg atcatcaggg ttggatagat ataagccctt atactttgca
  2363281 acatgtaaag tataagaata ttttcggact tggagattgt accaatttac ccacctctaa
  2363341 aactggagcg gcaattcgaa aacaaatacc gatcttaaaa caaaatatta tggacgtact
  2363401 aaacggaaga gatttgcagg ctaaatatga tgggtataca tcttgtccga ttattacagg
  2363461 atataaaagt cttatacttg ctgaattcaa ctacgaacat gagcctcaag aaacgtttcc
  2363521 gttcaatcaa gcgaaagaac ggtatagtat gtttttactt aaaagatata tgttgcccta
  2363581 tatgtattgg aactttatgt tgaaaggaat cctataaggg aagagagaaa gcggttataa
  2363641 aaattgaaaa gcattttgaa ttaactattt ggagggaata gctatgcttt taaaatattt
  2363701 ttatgatgaa aaattagcac atgcttctta tttagttggt tgtcagaagg aaggcgtagc
  2363761 aattgtgatt gatccaggtc gctatataga acaatatata gactttgcta agaaagaggg
  2363821 gatggaagta attgctgcgg ctgaaactca cattcatgca gattttcttt ctgggtctag
  2363881 agaactttcc actctttatc ataccaattt atatgtatct gatgaaggtg attgtgattg
  2363941 gaaatatcaa tatcttaacg aaggtcgata taatttggtt agagagggga cagagtttaa
  2364001 agtaggtcat ataaaattta atgtaattca cacaccaggg catacacctg aaagcatttc
  2364061 ttttttagta actgatacaa gtcaaaataa ctatacgaat gataagccaa taggaatatt
  2364121 cacaggtgat tttatatttg tcggagatat aggaagaccc gatttattag aaactgctgt
  2364181 aggtatgaaa gataccgcaa aaataggagc aaaacaatta tttgattcga tacaaaaaat
  2364241 aaaaacactc cctgattatt tgcaaatatg gccatcacat ggtgcaggaa gcgcatgtgg
  2364301 aaaagcatta ggagcaattc caacttctac cttaggttat gaaaagatgt tcaattgggc
  2364361 atttcagtgt aatgaagaaa gtgattttat atcgacttta ttggcggggc agccagagcc
  2364421 tccaaggtat ttttctttaa tgaagaattt aaataagtat ggtccgccca ttcgtaagaa
  2364481 aagagagatt tttgctatta aaacagtaga ggaacttcaa gaagttatga ggagcgttca
  2364541 gcaaatagtt gatataaggg atggagagag ttttgcttct ggtcacatcg agaaatcaat
  2364601 taacataccg tgtaacaatt ccttcacaac ctggtgtgga tggttactag attataaaac
  2364661 agaaacttta atcattctag atgaggaaaa ggttagagtg gaggaggtta ttagagactt
  2364721 tgaatctatt ggtctagata atattattgc ctttgcaccc ttacaagtaa tacaaagact
  2364781 cgatagattt gaaagttaca aagaaaaaac atcgattgaa ttatatccgc atataaagga
  2364841 tggtagggtt aaggtaattg atgtacgtag taaaaaagag tgggacgaag gacatcttca
  2364901 tgatgcaata catatccctt tgggaaatct attgaagcag ctagattgta taccaaagga
  2364961 ttgcccaatc gttttacaat gtcgaaccgg attacgttcc gctatagcag ctagtatttt
  2365021 acagagagct ggtataaagg aagtagttaa tctaaaggga ggatttcttg catggaataa
  2365081 agaagagctt ccttatacaa cttgtaatct caatgtggag ggaaataatt tttattaatt
  2365141 tatccgataa ggaaaattac ggattacata ggagtatatc tataaatagg agaaatagat
  2365201 aatttattct atagatctaa atttattcag tattatgctg atgagcaaat ggatatagtt
  2365261 ttatcaggcc acgctcaggg tggacaattt aagttactat ttatcagcaa attagtggct
  2365321 ctaaatcaag gtgttttacc tacatattca gccggtttat atgaaaaaca aaatacgtct
  2365381 atggtagtaa gtagaggatt aggtaatagt aacattccgc aaagaatttt taataggcca
  2365441 gaacttgtag tcgtacagtt aaattgaact gtacgacttt tctatacaga aaaaatagga
  2365501 catatgcatt ttatacaagt taacattaca attttgttaa aaattttcta cgttacataa
  2365561 agtaacaaaa tttgacctga agagtttgtt atagtgtaaa taatcaaaaa attaaaaatt
  2365621 agtcgagtga aaagtgtgat aagtaattca tataaaaaac ttaaaggggt gtacacatgc
  2365681 ataaagaata tgaaattgaa gaatacacgg cgattgagga acaaatccat tattattgta
  2365741 aatgtttatt agtaactcat cctgatcaaa ttataaagta tttagaaaaa agattagaaa
  2365801 aatatgcaga aacattacaa tatgcacatt tatatcccga cacagttata ttaccgttac
  2365861 agcaattagt tatcgaatat tctttagatg ttgctagaat taggaagtat atgaatttaa
  2365921 aaacgtaaag taaaatatat aatttaaatg aaacagagtc gactttagga aatgaaattc
  2365981 taatgtcgac tctgtttcat tgtttaatat tgttgacgga aaatcatact aatcaatgaa
  2366041 gtttgacata taattacgca agagtaaaaa ataagtgagt actcactcat ttttattgga
  2366101 aaaggaggat gaaacgtgca acaaccttaa attattttac ggactgtatc aaaaagtttt
  2366161 ggaaaaaaag aagtgttaca caatctttca ttgcaagttg aaaaagcaga gatatttggt
  2366221 ttagttgggc cttcaggttc tgggaaaacg actcttatta aattgattgc aggtattaac
  2366281 gaagcaacgg aaggtgaagt gcttgtttac aacacgaaca tgcctaattt aaatgaaatg
  2366341 aaaagaattg gttatatggc tcaagctgat gcattatacg aagaactatc agcatatgaa
  2366401 aatgcagatt ttatggcaac gatgtacgga ttaaagggaa agcataaaaa agaaagaatt
  2366461 gaaaaggttt ttgatcttgt tcaattatca caacatatga aaaagcaagt gcagcatttt
  2366521 tcaggcggga tgaagaagcg tttatcatta gcaatagcac tccttcatga accagaaata
  2366581 ttaattttag atgagccaac agtggggata gatccgcttc ttagaaaaac gatttgggaa
  2366641 aaattttatg atttgaaaaa gaaaggcact accattattg taacaacaca cattatggac
  2366701 gaagctgaat tttgtgaacg cctagggtta attagagaag gaaagctagt tgcgactggt
  2366761 acaactgaag aattgaaaaa gcgggtatca tcaggaagga ttgaagatgt ctttttgttg
  2366821 gaagaggtgg ctgaattatg agagtaaccg gtgtaatcat tcgtattatt cgccaatttt
  2366881 ttcgagataa acgttcgtta gcgatgatgt ttggggcacc tatgttatta ctttggttat
  2366941 tgtcactagt gtttacacaa aaggactatg taccgcatat tgctgttgtt gatatgcccg
  2367001 ctcagttagt aaaagtgatg aaaaatcagg aagcgtcaat ttatgaatat aatacagaaa
  2367061 aggcaatgtc tgagctagaa aatcaaaagg tagatgcagt cattcgttta gaaaatggaa
  2367121 aaatgaatat tgtattagaa ggtagtgatt cgtcaaaaaa tcgtgctgta cttcaaatat
  2367181 tacaaaaaag tacagagaag aacgatatat cgataatgaa acctgaagtg aattatttac
  2367241 atggctctaa agactttaca atgtttgatg ggcttggccc tgtattgatt ggtttcttta
  2367301 catttttctt tgtatttatt ttatcagggg tgtctttcgt aagagaacgt ttaagcggtg
  2367361 cgttagaaag gttattatca actccaatta aaagatggga aatagttgta ggatatatta
  2367421 ttggttttgg gatctttgca tttatacaat ccattataat tgtaagtttt tcagtttata
  2367481 ttttagactt gtatgtagct ggctctatat ggctaacgct acttattaca tgtatgcttt
  2367541 ctttaacggc attaacttta gggacatttt tatcagcata cgcaaataat gaatttcaaa
  2367601 tgattcagtt tataccgctt gtcattgtgc cacaaatatt cttttctggt ttgtttccaa
  2367661 ttgaatcgat gaataagtgg ctccaaatgt tagggaaatt atttccgctc acatacggcg
  2367721 ctgacgcaat gagacaggtg atgattcgaa atcaaggatt tacagagatt gcattagatt
  2367781 taactgtttt actatttttc tcagtattat ttgcagtagg gaatgtattt gcattaaaga
  2367841 aacatcgaaa aatataatga tgatacaaag gggtattata gatgaagaag gattggttgg
  2367901 aagaattaat tgccgcaaca aatacagaca aacgaaatga acgtcaaatg cgtatattag
  2367961 aggcggctgt tgatatgttt ggagaaaaag gttatgcttc aacttcaaca agtgaaattg
  2368021 caaaacgggc tggtgtagcg gaaggaacaa tcttccgcta ctataaaacg aaaaaagatt
  2368081 tattattagc agttgtcatg ccgacattaa tgaagtttgc tgcaccattt ttcgtacaag
  2368141 cattcgcaaa ggaaatattt aaatcggagt atgaatcata tgaagggctt ctaagagttg
  2368201 ttattcataa tagatttgac tttgcaaaaa agcattttcc aatgataaaa atattaattc
  2368261 aagaagtgcc atttcacccg gaactgaaaa atgaaataca acagttagtt gaaacagaat
  2368321 tacttttaca ttttaaaaag ttgattgaaa agtttcaaga aaaagggaaa attattgaaa
  2368381 tgcccccagc tactgtttta cgacttactt tatcagctgt atttggttta ttattaacac
  2368441 ggtttttatt attgcctgaa gaaaaatggg atgatgaaac tgaaattgaa aatacgattc
  2368501 agtttatatt gtacggatta acgccacgaa attaatcgtc gaagtatgaa ttacatatgt
  2368561 tacatttaag taaaataata aatcgccttt aaaaaggcga tttatatttg ttatattttt
  2368621 gataaataag tacttgttta ctaaaaacat tctaaattaa cgtacttctt tgtctcttct
  2368681 tctaagacct aataatcctg ctagtcctaa taaaccgagc caagcccaat tattatttct
  2368741 atcacgatta tcatttaaat catttgttgt atttacattt cgagttctta catcattatt
  2368801 aactctgtct aagttattgt cattcactcg agttgaaatg tcagtgttat taactctatt
  2368861 catattagtt ccatcgtatt cagcatgggc agatgtacct aaaaacataa tagaaagtgc
  2368921 taaaacactt acaatagatg ataatttttt cttcataacg ctccctcctt tcttacatat
  2368981 taatttctcc agagcatgtg tgtattattc gtttcacagt ttctaaaccg tcattataaa
  2369041 ggacacattt atagaaaata gagttgaatg attgctaata tattattggc tatatattta
  2369101 tcataaaatt aaatgcatca aactttgctt aaaatgttaa tattagtaca atttatatta
  2369161 tacggactag cattaaggag gtaatgaaat gcgacaattt gcaaaaccta caatcgttgt
  2369221 aagtaaatgt ttagagtttg atgcttgtcg ttataatgga gagatgattc cggatgtaac
  2369281 tatacgaaat ttgcagccat ttgttacatt tatacctgtt tgtccagaag tcgagattgg
  2369341 attggggact cctcgtgaaa cgatacgcat tgtagaagaa aaaggggtga ataaacttgt
  2369401 gcaaccgtct acaagagaag acctcactga aaaaatggag caattttcaa atgaattttt
  2369461 acaaacgtta tcagatgtgg atggttttat tttaaaaaat cgttcgccaa gttgtggtac
  2369521 gcgtgatgtg aaaatttatt ctggttttga aaaagcacca gcaaaaggga aaggaccagg
  2369581 cttatttggt ggtgcagtag taaaaaaatt ttcgcatctt ccaattgaag aggaaggcag
  2369641 attgtcgaat tttattatta gagagcattt ctttacaagg ttatttacaa tcgcatatta
  2369701 caagatgatt aaacgtaata aaaatatgaa agacctcgta tcgtttcagt cggataataa
  2369761 atatttattt atggcatata atcaggtgaa acaaaaggaa ttagggcgta ttattgcaaa
  2369821 tcaaaaaaat gaaacgatcg aagttgtatt tgaaaactat gagaagactt tatatgaatt
  2369881 atttatgcgc acaccccgct atacatcaaa tgtaaatgta tgtgagcata tttttggata
  2369941 ctttaaaaca aagctgaaaa aacaagaaaa agatcatttt ttaaatttaa tacaaaagta
  2370001 tatagaaaag aaaattccgc ttagtagctt acttgcaatt ttaaaatcat gggctcttcg
  2370061 atttgatgaa aagtatttat taagacaaac atatttcgaa ccatatcctg aagctttagt
  2370121 agagatttca gattcaggta aaggtagaga ttattaaaca taaaattaca taattcgaca
  2370181 agaaaactcc tatgttgttg tagaacaatg taggaatttt tttgtgcatt agtacagaat
  2370241 ctgttttaaa attaaattat gacagaatta taacaattat ctaactaatg ttcttgtctt
  2370301 ttcattcgta atgtttgtag tagaaactcg cacgctgtcg aaactcaata ttcgataagg
  2370361 ggtgtgtagc ggaatggaat ttactctaac tcgcgaaaaa caaatgatta aagaaatggt
  2370421 acgtgacttt gctgaaaagg aaatcgcacc gaaagctgtg tattatgaca aaactgcaga
  2370481 gtttccatat gaaacatttc aaaaaatggg cgaactagga ttattaggca tcccattccc
  2370541 agaagagtat ggaggttcag gtggcgatac agtatcgtac gcgttagcag ttgaagaaat
  2370601 tggtcgtgct tgtggtggaa caggattaag ttacgctgca acaatttcat taggtgcttc
  2370661 tccaatttat tatttcggta cagaagaaca aaaacagaaa tatttagttc caatggcatc
  2370721 aggcaaaact ttaggtgctt tcggattaac tgagccgaat gctggatctg atgcaggtgg
  2370781 tacacaaaca aaagctatat tagatggaga cgagtatgtt attagtggtg agaagtgttg
  2370841 gattacaaat gctgagtatg caaatacaat tattgtaacc gctgtcaacg gtattgaaga
  2370901 gaatggtaga aaacgtattt ctgcatttat cgtaccgact actagtgaag ggttaacgat
  2370961 ttcaagccct tacgataaga tgggcgtacg tgcttctaat acttgtgaaa tcgtacttga
  2371021 tggtgtacgt gtaccaaaag aaaatattct tggtgatgta aataaaggat ttaaacaatt
  2371081 cttatataca cttgatggag gacgtatttc aatcgcagta ttagctgttg gtattgcaca
  2371141 atctgcattt gaacgtgcat tgcaatatgc gaaagaacgt caacaatttg gaaaggcaat
  2371201 ttctaatttc caagcgattc aatttaaatt agctgatatg gcgactgaag tagagctagc
  2371261 acgtaattta gtacataaag cagcttggtt aaaagataac gataaacctt tcggtaaaga
  2371321 agcggctatg gcaaaacttt tcgcatctga ggctgctagt cgtattgcaa atcaagcagt
  2371381 acaaattcac ggtggatacg gctatatgcg tgaatatgaa gtagaacgac atattcgtga
  2371441 tgcaaaacta ttagaaattg gtgaaggaac ttctgaaatt caacgtctcg taattgctag
  2371501 acatttagga tgtagataaa aaggaggaat cactatgttt caaaaaatat taattgctaa
  2371561 tcgcggggaa atcgcagttc gtattatgaa aacttgtcaa aaacttggca ttcgtactgt
  2371621 tgctatttat tctgaggcag atgaaaatgc cttacatgta aaaatggcaa atgaagctta
  2371681 cttagtgggt gggccgcgtg tccaagaaag ctatttaaac cttgaaaaaa taattgaaat
  2371741 agcgaagaag acaaatgccg aagcaatcca tccgggatat ggattattat ctgagaatcc
  2371801 atctttccca gtacgttgta aagaagaagg aatcgtattt atcggtccat cagaagaaat
  2371861 cattacgaag atgggaagta aaattgaatc acgtattgca atgcaagctg cagatgtccc
  2371921 agtagttcca ggtattacta caaatattga aactgctgaa gaagcaattg aaattgcgaa
  2371981 acaaattggt tatccattaa tgttgaaggc atccgcagga ggcggaggca ttggaatgca
  2372041 gttgatggaa actgagcaaa cgctcaccaa agcatttgaa agcaacaaaa caagagcaca
  2372101 aaacttcttc ggtaatggag aaatgtattt agagcgctat atagcagacg cgcatcatat
  2372161 tgaaattcag cttttagcag atacacatgg taacacggtg tatttatggg agcgtgaatg
  2372221 ttcagtgcag cgccgaaatc aaaaagtgat tgaagaagcc ccttcaccat ttttagatga
  2372281 aggtacacga aaagcgatgg gtgaaattgc tgtacaagct gctaaagccc taggttatac
  2372341 aaatgctggt acagttgagt ttcttgtaga tgagcagaag aacttctatt tcttagagat
  2372401 gaatacgaga ttacaagtag agcatccagt gacagaagaa attacgggtt tagatcttgt
  2372461 agaacaacaa cttttaattg catatggtga gaaattatcg tttacacaag atgatataaa
  2372521 acgtagtggt catgccattg aggcacgtat ttatgcggaa gatccgaaaa ctttcttccc
  2372581 atcacctggg aaaattacag atttaacgct tccaacaaac gtacgtattg atcacttttt
  2372641 ggagaatcaa gtaacgatta cacctttcta tgatccaatg attgcgaaag tcattgctca
  2372701 tggtgagact cgtgaagaag caatttcaaa attacatgat gctttagaag aattaaaagt
  2372761 agaaggtatt aaaacaaaca cgccaatgct actgcaagta ttggaagatg atgtgttcaa
  2372821 aagtggtatt tatacaacgg gttttgtaac gaaacaactt gttaaaaaat aagatttaaa
  2372881 aatactaagg gggaaaaaat gatgacgaaa gtatatgcat cgatggcagg aaatgtatgg
  2372941 aagattgttg taggagtagg agatacagta gaggaagagc aggatgtcgt cattttggaa
  2373001 tctatgaaaa tggaaattcc aatcgtttca gaagaagctg gcacagttat gaaaattaat
  2373061 gtgcaagaag gcgattttgt aaatgaagga gatgtattac tagaaattga atagggagat
  2373121 atagggggaa gcgaattgaa actacctaat tttgctgtca ttaaagaagt cgggccacgt
  2373181 gatggcttac agaatgaaaa aaagattgtt ggcacaaaag ataaagtaaa atggattcaa
  2373241 ctacttacag aggcgggatt atcgtacgtt gaagtttcct cattcgttca ccctaaatgg
  2373301 gtccctgcat tggcagatgc aaatgatgtg ttttcagagc tgaaaaggga cccaaatgtt
  2373361 acatatgcag cgcttgttcc aaatcaaaat ggtttggaac gagctttttt gcaaaatgta
  2373421 gatgaggtga atgttttttt atcagcaagt gaatctcata ataaaagtaa tattaataaa
  2373481 tccattaaag aagcattagt tgtaattgaa gatataacaa aacaggcatt attcgagggc
  2373541 aaaaaagtaa gaggctatgt gtctactgta tttggatgtc cttatgaagg ggatataagt
  2373601 gccatagcag ttgacgaatt atgtgatcaa ctattttcat atggcattta tgaagtgtct
  2373661 cttggcgaca caatcggagt agcgaatccg ttacaagtag agcgagtatt agagcattta
  2373721 ttaaagaaat atgatgcttc gcagtttgca atgcacttcc ataatacgta cggaatggct
  2373781 cttgcaaatg tagtaaagtc tttagaatat ggcattacaa catttgatag ttcttgtggt
  2373841 ggtcttggcg gctgtccata tgcaccagga gcatcaggaa atgttgcaac tgatgactta
  2373901 gttcatatgc tccataagtt aggggtccaa acgaatattg atgaagagaa gttattaaga
  2373961 gcgagtcaat ttattcaaag taaattaaat atccaattac cgagtcatgt gtatagagcg
  2374021 cttcaacata aaacgataag taggtgagaa gatgctacaa ttacaaaata tttcagttga
  2374081 ttatgcaaca ccgcacgttg taaagatttc attaaatcgt gaaagacaag caaactcatt
  2374141 atctttagcg ttattagaag agttacaaaa catattaact caaataaatg aagaggcaaa
  2374201 tactcgtgta gttattttaa caggtgctgg tgaaaaagcg ttttgtgctg gtgctgattt
  2374261 aaaagaacgt gctggcatga atgaagaaca agttcgccat gctgttagta tgattcgcac
  2374321 tactatggaa atggttgaac aattaccaca gccagttatt gctgctataa atggcatcgc
  2374381 acttggtggt ggtacggaat taagtttagc ttgtgatttt agaattgcgg ctgaatctgc
  2374441 gagtcttggt cttactgaaa ctacacttgc aattatacca ggagcaggtg gtacgcagcg
  2374501 tttgccaaga ttaattggtg ttggtagagc gaaagaatta atttatacag gaagacgtat
  2374561 ttcggcacaa gaagcgaaag aatatggtct agtagaattt gttgtaccag ttcatttact
  2374621 tgaagaaaaa gcgattgaaa tagcagagaa aattgctagt aatggtccca ttgctgttcg
  2374681 attagcgaaa gaagcaattt caaacggtat tcaagttgat ttacataccg gattacaaat
  2374741 ggaaaaacaa gcgtatgaag gtgtaatcca tacgaaagac agattagaag gattacaggc
  2374801 attcaaggaa aaacgcacac caatgtataa gggggagtaa atatgataga ccaaaaacaa
  2374861 caatcgaata catttgaaga acgagttgaa acgattaaac gaggcggcgc accaaaatat
  2374921 catgaacaaa ataaagcgaa aggtaaacta ttcgttcgag atcgcttagc tcttttattt
  2374981 gataatggtg aatatgtaga agatgcatta tttgcaaatt gtgaagaaac gggattacct
  2375041 gctgatggtg ttataacggc aacgggaaaa atacatggtc gtactgcatg cgtaatggca
  2375101 aatgattcta cggtaaaggc tggatcatgg ggcgcacgta cagttgaaaa gattttacgt
  2375161 attcaagaaa cggcagaaaa attacgtgtt ccgttatttt atttagttga ctctgctggg
  2375221 gcgcgtatta cggatcaagt tgaaatgttc ccagggcgcc gcggtgcagg aagaatcttc
  2375281 tataatcaag tgaaattatc aggtaaagtt ccgcaagtat gtttattatt tggaccttct
  2375341 gcagctggtg gcgcatatat tccagccttt tgtgacgttg ttatgatggt agaagggaat
  2375401 gcttctatgt atttaggatc tcctcgtatg gctgagatgg ttatcggtga aaaggtaact
  2375461 ttagaagaga tgggcggagc tcgtatgcat tgctctatat caggatgtgg agatgtttta
  2375521 tgtaaaacag aagaagatgc gattacacaa gcaagacaat acatttcata ttttccaaac
  2375581 aactacttag aaaagactcc attggttaca cctcaagaac cgaaacaatt cgataaaacg
  2375641 ttagaacaaa tcattccaga aaatcaaaat gctcctttca atatgaaaga tcttattaat
  2375701 agagttattg atgaaggttc tttctacgaa gtgaaaaaat tatttgctca agaactcatt
  2375761 acaggtttag cacgtattga tggtaagcca gtaggtatta ttgcaaatca accgcgaatg
  2375821 aaaggcggcg tattattcca cgattcagct gataaagcag cgaagtttat aaatttatgc
  2375881 gatgcatatc atattccgtt attattcctt gcagatgtac ctggatttat gattggtaca
  2375941 aaagtagaac gtgctggtat tattcgtcac ggtgcaaaaa tgatttctgc aatgagtgaa
  2376001 gcaactgtac cgaaaatttc tatcgttgtt cgtaaagcat atggtgctgg tttatatgcg
  2376061 atggcaggtc cagcctttga accagattgc tgcctagcat taccgacagc ctctattgcg
  2376121 gtaatgggtc cagaagccgc ggtcaatgct gtatatgcaa ataagattgc agctttacct
  2376181 gaagaagagc gtgatagctt cattgctgaa aaacgagaag agtataagaa agatattgat
  2376241 atttaccatt tagcatcaga gatggtcatt gatggtattg ttcatccaaa caatttaaga
  2376301 gaagagttaa aaggacgatt cgaaatgtat atgagtaaat atcaagtatt tacggatcgt
  2376361 aaacatcctg tttatccagt ttaaaagccc tatttagggc tttcttgctc aaaaagttaa
  2376421 ggaggggaaa acattgaaac aagcagtttg gtttccaaca gaagagtata aagaaaaaac
  2376481 acgcttatat ggttggatga aatcattggg gtatgaagat tatgaaacgt tttataataa
  2376541 atctattgaa gaaacagctt ggttttgggg agaagctgag aaagtggttg gctatcaatg
  2376601 gatgaaacct tatacagaag tgttagacct gcaaaatggt acaccgtttg cacagtggta
  2376661 taatggcgga acatgtaacg ttgtagaatc agttttatca cgctggcttg cagatgatga
  2376721 aacaagaacg caaccagcac ttcagtatga aggagaaaat ggaacttcaa aatcatttac
  2376781 atatgaagaa cttgatagct gggtaagtcg cgctgcaaat ggtttgaaac atgcgggtat
  2376841 tgaaaaaggc gaccgagtaa caatttatat gccaatgatt ccagaaacag ttgttgcgat
  2376901 gctagctgta atgaaaatcg gagcaattat ttcaccaata ttctcaggat ttgcgtctga
  2376961 tgcagtcatg acacgcgtgc aagcagcagg atcaaagatg atcattactg cagatggttt
  2377021 ttcacgccga ggtaagattg tttcattaaa agatgaagta gataaagctt gtgagcattg
  2377081 tccaactgtt gaaaaagtcg ttatcgtgcg ccacgcagga aatgatttta caccgcataa
  2377141 ttatgatttc tcatggagta cgttagaaaa agaaaagcca tttgtacatg ctgaagaaat
  2377201 gcatagtgac gatccgttaa tgctcattta tacatcaggt acaacaggaa aaccgaaagg
  2377261 gaccgtgcac actcatgctg gtttcccttt gaaagcagca tttgatgcag ggtttgggat
  2377321 gaatataaaa caaggcgacc gcgtattatg ggtaactgat atgggctgga tgatgggacc
  2377381 atttttacta tttggctctc tcattaatgg agcaacgatg gttatgtacg aaggtgttcc
  2377441 ggatttccca aaagcagatc gtttatggga gacagttgat aaatatgaaa ttacacatct
  2377501 tggtatatca ccaacattaa ttcgtgcgtt aatggcaaaa ggtgatgagt atgtaaataa
  2377561 acattcgctt aagagtttag aagtatttgc ctcaacaggc gagccttgga atccagatcc
  2377621 ttggatgtgg ctatttgaaa cagttggaaa aagtaatgtg ccaatttgta actattcggg
  2377681 cggaactgaa atttctggtg ggattttcgg aaatgtcctt attaaaccaa ttgcaccgat
  2377741 aagctttaac gcttctttac caggaatggc agcggttgtg ctcgatgatc aaggtaatcc
  2377801 aattcgtgat gaagttggag aattatgttt agagaaacct tgggttggta tgacgaaaag
  2377861 tttctgggaa gacgatgagc gttatgtgaa cacatattgg tcacgttttg aaaataaatg
  2377921 ggttcacggt gactgggtgg tttatgatgg tgagcaatat attattacag ggcgctcaga
  2377981 tgatacgcta aacattgctg gaaaacgcat tggacctgct gaatatgaat ctattcttgt
  2378041 gaagcataat gatgtcatag aagctgccgc gattggtgta ccagatgatg taaaaggtga
  2378101 agtttgtcat tgttttgtag tattaagaga taatgtaaca tttacaggag aattaaagaa
  2378161 agaattaatg agtttagtaa actctcatat tggaaaagca ttatgtccaa aagatattca
  2378221 cgttgtagaa gatttaccga aaacacgtaa ttctaaagta atgcgacgcg tcattaaagc
  2378281 tgcttattta gggaaagaac taggtgattt atcatcactt gtaaaccctg aagtagtgcc
  2378341 atttattcag ggattgcagt ctagtaaatt ataaaattaa agcatgtata atgtgaactg
  2378401 acctctaaca attagaggtc agtttttatg tatacagaat agtttagtac atgtgtttgt
  2378461 tttttctttt ctatgttttt gcctcgtaca ctttgaagct agtggacata ctatattaat
  2378521 agaaatgact agggggtgag attttgggat ctcgttatag taattctaga aaaaagtgtt
  2378581 catgtaaaca gtgttcatgt aaacaggatg attgttggga tgtttttgaa gagtgtaaaa
  2378641 aagaacatga agagcaaaat aaggcatgtg actgttgctg tgtacaagga attagagatg
  2378701 agctgagaaa gttagtaaac agatcagtgc gtattacaac aggaagtaat aattatgcag
  2378761 gaactgtttc ttcagtcact tgtgatgttg taaagcttgc taatagtgct ggggtagtta
  2378821 cagtaattat ttcagtttgt aaaattgaag cgattgaagc attgttaaca taagaaacat
  2378881 ggcataatgg ggctatgttt tttgtaaagc cattcttatg aatggcttta ctttcatttc
  2378941 gtataaaagg agaatatatt ctatatatag aaataagttt gaggatatat agaatggtgt
  2379001 atgaaaggag aatgaagttg attaaattag aaccctttaa acgatccgat ttcaaacgat
  2379061 taataaactg gattgattcc gaagaatttt taatacagtg gtctggaaat gcatttacat
  2379121 atcccctaca tgaacaacaa ttagaaaaat atatagaaag tgaaaataca cttgcattca
  2379181 aagtaataga tgaagagact aaagaagtaa ttggtcatat ttcacttggg caaatagacc
  2379241 atataaataa atctgcaagg attggtaaag tactagttgg tgatacgaga atgagaggac
  2379301 gttccatagg gaagcatatg atgaaagcag tacttcatat tgcatttgat gaattaaaac
  2379361 tacatagagt aacgcttggt gtttatgatt ttaatacatc ggctatttca tgttacgaaa
  2379421 aaataggatt tgtaaaagaa ggcttattaa gagagtcgaa aaaagtaggg gagacatatt
  2379481 ggaatttatg ggaaatgagt atgttagaat atgaatgggg cgataaaaaa caatagttgt
  2379541 ttataattat gttatgtcga ttaaaagggg tatggtggga atttatgaat aaaaaaacga
  2379601 aaattattac aattgcagct gtttcaggag gaggtaaaac tactgttaca gaaagattaa
  2379661 ctcataaatt aatgaattca aaagcactat attttgatag atataacttt gataactgtc
  2379721 ctactgatat ttgtaaatgg attgatgatg gagccaatta tgatgaatgg gtactcacac
  2379781 cattaattaa ggatattcag catcttatac gagatagtaa tgtagattat attattgtag
  2379841 attatccttt tgcatactta aatagtgaaa tgcgacaatt cattgatgta actatattta
  2379901 tcgatacgcc tttagatatt gcaatggcta gaagaatttt gcgagatttt aaagaagata
  2379961 caataagtga aatacataat gatttagagc attatataaa ctatgctaga aaagcctatt
  2380021 tggaggcact tcatactgta aagccaaatt cagatattgt gttggatgga gcattatctg
  2380081 tagatcaaat aattaatcaa attgaagaag aactttatcg gagagaagtg atcgccaatg
  2380141 gttaaaagta tagaaaaata tgtacaagtt gatgatttta aaatatattc aaaagtattt
  2380201 caaggaaaga agttgcagcc tgttattata atggaagcag gttatggtga ttattcaaag
  2380261 gcatgggacc ttattgctga agaattgacg gaatatggga cagtactcac atatgatcga
  2380321 gcgggagtag ggaaaagtgg caagagttcc aagcgacgta ttagttctga aatgataaaa
  2380381 gatttgagaa gttgtttaga gcaattacaa ttgaaaccac cttatatttt tgtaggacat
  2380441 tcttttggtg gtataaatgc acgtttattt gcgaattttt atcccgaaga tatgtcggga
  2380501 atcgttttgg ttgattcgac accggaaaat tataaagaag attttttgcc aatcatgtca
  2380561 ctggaatttc aggaagctta ctataaacag tttgtatatg aaagttctta tgaagagttt
  2380621 atgtttagtc taagtgaagc aaataaacat tgtcagtcaa tgagaaatat tccacttgcc
  2380681 gtattagtta ctggtaaaaa agcctattat tcgcaagaag cacaaatgaa gtggttacaa
  2380741 ttgcaagaag aattattacg cttatcaaac aatcatacat ttgtaattgc agaacaaagt
  2380801 ggtcactata ttcaaaaaga tgagcctcat tatattatag atgctgttaa atggataatt
  2380861 gaggtagagg agagataaat gtgtatactt tatttcaata caattggcaa gtgagagatg
  2380921 attggtttaa gtggtgtgag caactttcaa aggaagaatt actccgtaag cgtattggtg
  2380981 gtgttggaag tattttagaa acattatttc atattgtaga tgttgagtat agctggatta
  2381041 atgcccttca agaaaaagaa gattgtgtac cgcaatttaa agagtatcaa tctatccaaa
  2381101 aagtgaaagc gttatctaat ttatataaaa gagaattaga agatttttta caagtatggt
  2381161 cagctaactt agaatgtaaa atattaaaag cttcgtggac agataaaaca tatacatatg
  2381221 gtgaggtctt aaggcacgta attgtacatg aaattcacca tatcggtcag ctatctatat
  2381281 gggcaaggga gttaaatctt cggcctgttt cagcgaattt aattgggaga ggactataaa
  2381341 tttagaaaac ggcttgcact gtaaatgcaa gctgttcttt atatataaga agatttccta
  2381401 gttgaaatcc tcggattttt tttgacgtat atgtaaaagc attaaaattg taataataaa
  2381461 gaaaatcaac aatgtttgta tgatcaaatt tttaaactga agcaaaactg cccaagatgt
  2381521 aacagcatct ttaaatgctt ggagtgcaga gtatgaggag ggatcaaagc cgtactgtag
  2381581 taattttttt gtttcaataa aagtactgtt ttcattatcg gcgtctaata ttactgaaat
  2381641 aagtctagta tctcctcgtt ttgctgtact gacaaaacta taattactat tagttgaaaa
  2381701 actagtttgt aagccatcaa caccttggag tttaatgttt ttatttaggg aataaatcat
  2381761 tttattggta ttgaaaactt tggtatcttt gaaggtgaac tggtaagagg ttagttttgt
  2381821 aacgttcagt acatctggaa agtctgttac taatcttgtt gctagtttac caacttcaat
  2381881 tgctgttgta gttgaaagtt tatttgtacc gttattcatt ccagtagcgt ttagaaacgg
  2381941 agatggttgt gataacttta gttgttttgc tttttcattc attagctgag tgaaattatc
  2382001 ttcgtttcca gcaatgtgtt ctgcaagggc aagtgtggaa cgattattcc ctgtcaataa
  2382061 caatgcatga agtaaatcac gaaccgttgt tttatctttc gaagttactt gtataggact
  2382121 cgtttctgct cggaaaactt cgttacttat ttttactact tcatctaact gtatatttcc
  2382181 tttatccagt tgttctagta cgatatattc tgtcattaat ttagataaag tagccgattg
  2382241 tatagaattt tcttcatttt ttttataaac aacttcacct gaattggcat ctattaaaat
  2382301 agctgattta gcttgaataa tgggaccatt tacataaaga taaaaatata aaacgataag
  2382361 agcggtaata acaaaagata ataataaaat tgtgattttt tttaagaatt gcataagcga
  2382421 tcctcctatt atgacgtcga taataatatt gtaaaaagga atacttaatt aggaagaaag
  2382481 aaaaggtaaa gaatttctaa agaattataa aggattatta aaatttggat gttaatggaa
  2382541 aatgaaagat ccaatttctt atatcataag aaattggacc taaaattaag ctgtattaac
  2382601 atttatatgg ttgtagcttt acagtgaatg ttgttttttt gtcatcacta tacacttcaa
  2382661 ttgttccttt atgcaactct acaatacttt ttgcaattgc caatccgagt ccagatccac
  2382721 cagtgtttgt agagcgcgat ttctcaacgc gataaaaacg ttcgaaaata tgaggtaaat
  2382781 cggtacttgg aataggttgg ccataattgg ttatatcgat tgcgatcata ttattatttt
  2382841 cataagcagt aatatcaata taatcaccat cgttaccgta agcgatagcg ttaataatta
  2382901 gattttcaaa tacgcgcact aatttgtccc catcagctaa taccattaac ttctttgatg
  2382961 ggaaaaaggg gcgacaatca atattagcct cttgaagctg tattcgaaat tgaactgtta
  2383021 attgtccaag aagttctaca atatcaatag ggacagaata taaacttaat tctttatttt
  2383081 gaacacgtgt atattcaaac aaatcattca ttaatgcatt aagacgagtt actttgtcgt
  2383141 aaatgacttg tatataatgc cgtaattcca cttcatctct ataattatca tggtggatta
  2383201 aatttacgta tccaactata gaggtaagag gtgtacgtaa atcatgcgat acatttgtaa
  2383261 tcagttcgct ttttgcttgt tctgcctgtc tttcttcatc aatcgagact ttcaattgtt
  2383321 caacaatttg attaaccccg cttgctaact cttctagata attatggttt acgatagaaa
  2383381 ctttatgatt gaagtttcca tttgcaatat agcgaatctc ttctatcatt tttttaatac
  2383441 aagtttcata gtaaagcttt ctttcatgac gataaaaaat gtataggtag gatgagaaaa
  2383501 tagaaaataa aaataaataa gagacaatca tcatccatag agattctttt attcctttat
  2383561 atttttcata accaaaaatc ctaatgaatt ctttgccaag ttcgcttaac gtaagcgaac
  2383621 tctcgattac actcgtaacg aggcgatata taattaattc agtaatagga gtgagtgtga
  2383681 tagctaataa gagccaaaaa ataagtttcc atttcgggat atcttttaat atatcaaatg
  2383741 cttcatttct caattttata gcctactccc caaacagtat gaataaattt ttctccattc
  2383801 attcctgttt caagcttatc tcgtaaatta ctaatgtgga ccattacagt tttatttgaa
  2383861 ccataaccat cttcattcca aacacgctca aatatttctt cagaactaaa tactcttcct
  2383921 gtattactcg caagtaaata taaaatatca aattcaatag atgtaagctt aatatattct
  2383981 ccatttactt tcacagtatg attatgtttg tgtatttcag cggaacgaat gcgaatcata
  2384041 ccatcttcat ttttgggaga agaagcattt tggaaagatg atcgtcgaag caaagctttc
  2384101 actctagcta ctaattctaa tggattaaat ggtttaatca tataatcatc ggcgcctgtc
  2384161 ataagtccta atattttatc catatcttct gcttttgcac tcagcataag aataggtaca
  2384221 gtattatttt cacgaacttc ttggcaaact tctaatccat ttcgttttgg catcataata
  2384281 tccaaaatca taaggtcaac ttcatatgta gaaatcattt gtaatgcttc atcaccatca
  2384341 tatgctttat aaatgttata gccttcattt cgcaaataaa cagcaagtaa ttcgacaatt
  2384401 tctttatcat catcaataat taatatattt ttattcatta tgtagttcct ttccttacaa
  2384461 atcattaaca ttactataat atcaaacatt tatgtatttg tagcgatgat tctgtataaa
  2384521 atttcatgta acgtattaaa aaagggatta caacatttat aacgaataca aataaaaagg
  2384581 atatttaaat acaacgttat attgaaagtt aggaagaagg ggacatacga tgttatataa
  2384641 ggatatatat tcatttactc caactggaaa gattgaaact gatataaaag cttttctatt
  2384701 aaaatacaat aaagaagtta catataaaca ttcaattcga gtggcaaatg agtctcgtaa
  2384761 aattgcggtt atgtatcatg taaatgaaga aaaggcagca attgcgggat atttacatga
  2384821 tattagtgca atttttccaa atgaagtacg gattacagtt gctgaagaat ttggaataga
  2384881 tttattagaa gaagaacgaa aattcccaat gattattcat caaaaacttt cgagagtact
  2384941 cgcaaaagag atatttaaag tgcatgatga agagacttta aatgcaattt gttgccatac
  2385001 cacactacgt aaacatgcaa cgaagatgga tttagtgtta tttgttgctg ataaaataga
  2385061 atgggatcaa aatgggacac caccatactt agtagaggta aaaaaggggt tagaaaaatc
  2385121 tttagaacat gcggcttttg catatatttc atatttgtgg gatagaaaag acacgttgaa
  2385181 agttttacac ccttggctag aagatgcata ttggcagtta aaagaaattg tagagtagaa
  2385241 agaatataaa atacagttaa aagaatatat gaatgaaata tttactggtg ttacattagt
  2385301 accatacaaa taataaacac ttatttgaag atatattttt aaaagaagat aaagtgtttt
  2385361 taatagcaaa tgtttattgg cttaaaaagg gaaatgtaaa aaatccacag aaaataaata
  2385421 tatagtcgat ttattcaaaa aagatattta aagtatcata caagacaaaa aacaatactt
  2385481 ttttatttga agatgaagaa actaccttgt attgtacata tcaattttca ttaaaatatt
  2385541 tcgctggtga tataaagtat aaaagattta ttcaagcagc gaatcatgaa gatttaccag
  2385601 gtctttatcc tagtttagga cgcaaaaaag aaatttctta tccagatgta tttctcataa
  2385661 atgcaacaaa agatattatc atgtttatgt atgatgatag aggaagtgaa gtaatttcga
  2385721 agaataaaga aacaatacga aatttatatg agaaatataa agagtggatt ccagattata
  2385781 aaagagaaag catagataaa ttatttaaat gacagtgagg gaagtgaagt ttgtaatgaa
  2385841 acgtattgca atcgtagctg cttgggaacc tgaacttacg tatttgcatc aatcttatcc
  2385901 aagtgaacgc attgaaaaaa gagccgcttg ggaatttcat tttcatacta taaatgatct
  2385961 ggaaattatt tcagttataa ctggtgttgg gaaggtaagt tgtgctagtt gtgcacaatt
  2386021 attaattagt gagtttcagc cagatgagtt gtttatgaca gggatatgcg ggagtttatc
  2386081 aactaaggtg aaaaatggtc atattgtagt ggcactaaac gccatacaac acgatgtcac
  2386141 tgctgctggt tcgggcgaag atgtttttaa cttatataat ggtagaacag cacctattga
  2386201 aacaacaaaa tcgcttgtaa gaagaataaa aaaaatacga tcttatgatc cgattcattt
  2386261 cgggacattt ttatctggag atcaacgtat ccgtagttca gaaatgaggt atttactcca
  2386321 tactgtatat ggagcattag ctgttgatca agaagtcgca gcttttgctt atgtatgtca
  2386381 aatcaataag aagccttttt tatgtttaaa agctgcttca gatcaagcaa atgataaaac
  2386441 gaaagaggaa caaaaaatat ttaaaatgtt agcatgtgaa cgagcttgcg agcatttaat
  2386501 tgctttttta cgtgtgtatg aaatcaatgt agtaaatcat agatagtaag aggggcttaa
  2386561 tattggaaag tacaaataaa atagctattt tgggtgcgaa cggaaaagct ggaaaaattc
  2386621 ttgtaaatga agcgttagaa aagggatatc aagtaaaaat attaacgaga aactctacaa
  2386681 atacagagaa aataaataaa aatatagaga ctattattgg ggacgcacgt aacttttcaa
  2386741 cgatacaaga cttacttcaa ggttgtagtg ctgtaattaa tgcagtaggt caaccgaaaa
  2386801 atgaatctta catttttagt acagtaacga agcatatttt agaagcgatg aaagagtcta
  2386861 aaataaaaag atatattcta atttctggag gttctttaaa tgttacggga gatcagaagg
  2386921 gaattataaa taaaatagga gctactttgt ttaaattgtt tttaccaaaa atgatgcaag
  2386981 ataaatataa agaattacaa attatccaaa atagtgaggt agattggaca attgttagat
  2387041 taccatttgt tatagaggga aatggtattg gaagtataaa agagagttta gttgatatgc
  2387101 caggaatcaa aatacaaaat ggcgatattg caccgtttgt tataaaacaa attaatagtg
  2387161 atagatatgt agggaagtgt ccgttcattt caaattaagc agtagaattc aaaattaaag
  2387221 tatgatgtga ctagtagatc ttatgtattt gaacgttaag tttaacgcga gtaagtgggg
  2387281 gataatttta tatgattcaa tataaaagat gcagtgaaat aaatatagat ttagtgtatg
  2387341 aagcttttag ggatgggttt tcagattata ttattaagat ggaagtttca aagggagatt
  2387401 ttataaaaag attttttggt cttgaaggga attcgttaga acactcgttt cttgctttag
  2387461 atggtgacaa gccagttggt gtaatacttg gtgggataaa ggattatgaa aatataaaaa
  2387521 caatgcgctg cggtacatta gcggttcatc cgaattatcg tggtgttggt gtgagtcaaa
  2387581 agttatttga actgcataaa gaagaggcgc ttcaaaatga gtgtaagcaa ctttttcttg
  2387641 aagtcattgt aggtaatgac cgagcgattc gtttttataa taaattaggc tatgaaaaag
  2387701 tgtacgatct atcttattat aatttaaaag atatgactaa aataatacat agagaatgta
  2387761 agggaattga agtaaaacaa ttagaatttg cagcttttaa agttgaaatt cagaaatggt
  2387821 tacacttcca tataaactgg caaaatgata tggattatat cgaaaaaaca aatcatacct
  2387881 tttatggtgc atatgtcgat aatgatttaa aaggttctat atgtataaat gaacaaggta
  2387941 aaattagttt tattttcata gacaaagagt atagaaatcg tggtattgga tcaaaattat
  2388001 tacaagtagc aagagatgag ttgaatttag aaagcttatt aattagtttt ccaaacaaca
  2388061 gtttactaga agggtttgta aagaaaactg gatttgaaaa gaattcttta gcacaatatg
  2388121 aaatgtatgt attgctgtaa aaagcggaag gaaatattct ttcgcttttt atttttgtac
  2388181 tatattgata ttttactttg tataatattc tttttttatg taaaatagat aggatggagg
  2388241 ggatgaaatg gataatggat taaagtttaa gatttttgaa ttgcattgtt tcgttcaaaa
  2388301 gacttattct gatatgaaaa tagcatgtga tattgctatt tatcaagaaa acacttctaa
  2388361 atatttaatt tcattagggt ttttaaataa atcatacatg acttatatag aagcaaaaag
  2388421 atattatcgt gaaaatgaag aacttgtaag tgtagaattt gataatttct ttgatacata
  2388481 tgatatatta gaacaggaat taaaaaaagt tatttcaact gaagataaga atccttcagt
  2388541 attacatagt agatttgatc agtttcagca gaaagttgaa aatataaatg acctaataaa
  2388601 agtattgcaa aatgctcgtt aatgaatgct tttctgtttt atatagaaat tatgcatcaa
  2388661 aaatatatta ggtatattac atattgaaga ggtgactttt gttgattaca gaagtcatct
  2388721 ttttacatta gaaatagatt gtataaattt cagtcatttc atattttagg aaatcataag
  2388781 agggaaataa catgaaaaat aaaaaagaaa tagctatagt tgcattaaca acaggattgg
  2388841 ttttaacaag catagtacca tacgggatag gttatgcaga ggaaacgggt caaatgcaag
  2388901 ttgatattca agaggattcg ttccgtacag gtgaacttac aaaaccatca aaaaaaacgc
  2388961 cagagagtgt agtgaaagat gcacttaagg aaaaaacgga gcatgttttg tctccaaaac
  2389021 aagttagtgg agacaaaggg gtagattaca aggtccttca aaaacgtggt tcatatgatg
  2389081 ggactacact tgtgcgtttg caacaaatat atgaaggaaa agaagtatat ggacaccaat
  2389141 tgactgctca tgtagataaa aagggtatta ttaaaagtgt ttcaggggaa agcgcacaaa
  2389201 atttagaaaa agaagattta aagaatccta ttaatttatc aaaagaagaa gcaaaacaat
  2389261 atatttataa aaagtacgga aatgatatta aatttatttc tgagccagaa gttaaggaag
  2389321 ttatttttgt tgatgaaaat aatggacagg ctagcaatgc atatcaagtt acatttgcgg
  2389381 ctgccacacc aaactatgta tctggaactt atttagtgga tgcccataat ggtgttatgt
  2389441 tgaaaaatac gttacaagaa tccgatttaa aagtaagtga agagcaagtt gaatctttaa
  2389501 aggagaataa aaaaagcaat tccatatcat taactggaac aggaaaagat gatttaggga
  2389561 taactcgcat atttggtatt tctgaacaga gtaacggaaa atatgcgctt gctgattata
  2389621 caagagggca aggaattgaa acgtacgatg taaattatag agatattaat tttgaagaaa
  2389681 gatattatcc tggtatatta gcaactagca cttcaacaac ctttgatgat ccaaaggcgg
  2389741 tcagtgctca tttcttagca acaaaggtat atgattttta taaagacaaa tataagcgta
  2389801 atagttttga taataaggga aaaaatagta tcagttgtac atgcatggca ttcaggagaa
  2389861 acagatgacc ctaaaaattg ggggaatgca tttagtgcta atattaacaa tgtgagtatg
  2389921 cttatatatg gtgatccaat ggttagagcg tttgacatag cgggccatga atttacacat
  2389981 gcggttacat ctagcgaatc taatcttgaa ttctttgggg agtctggggc aattaacgag
  2390041 gcattatctg atattatggg aacagctatt gaaaaatata taaataatgg gaaatttaat
  2390101 tggacaatag gagaacaaag cggatccgtt ctccgtgata tgaaaaatcc atcttcagtc
  2390161 aaattttttg atggagtacc gtacccagat gattatagta aatacagtga tttaaacgga
  2390221 gaagataatg agggcgttca ttttaactca agtattatta ataaagtcgc gtatttaatt
  2390281 gcacaaggcg gcactcataa cggtgtaact gtaaatggta ttggtgaaga taaaatgttt
  2390341 gatattttct attatgcaaa tactgatgaa ttgaacatga cttctaattt ctctgaatta
  2390401 agattagcgt gtcttaaagt tgcaacaaat aaatatggag caaattcaat tgaggttgaa
  2390461 acggtccaaa aagcttttga tgcagcaaaa attaaaggac cagtgaaaga agacgaaaaa
  2390521 actgaggtaa accaagtccc agagttaact gtaccactta caattacact acgtgtaggt
  2390581 gatacgtttg acccgataag caatgtaaaa gctattgata aagaagatgg tgatttaaca
  2390641 actcgagtaa aacataaagg tgatgtagat acttctaaac caggcaaata cattgtggat
  2390701 tactctgtca ttgattctca aggcgggaat gcaacggcaa cacagactgt aattgtagag
  2390761 ggaaatggag aaacagcaga tctaaaacct acattaacag ttcctgttgc aacgacaatt
  2390821 actgtaggag attcattcga tccaatggca aaagtaaaag ctattgataa agaagacagc
  2390881 aatcttactt ctaaagtaaa aattgatggt gaagtagata cctctaaagc cggtacatat
  2390941 gtattaacgt acaaagttac agattcaaaa ggtaatgaag gaactgcgaa acaaactgta
  2391001 acggttaaag ttagagaaga agttaagaat gaaataccaa tactacaagt acctgctact
  2391061 actacaatta ctaagggaga taaatttgat ctaatggtag gagtatcagc tactgataaa
  2391121 gaggacggtg atcttacttc taaagtcatg tatgaaggaa ctgtagatac ctctagaact
  2391181 ggtacttttg aaataaaata tagtgtcaga gattctgtag gtaatgaggt acatacaata
  2391241 caagaagtat ttgtgaaaga taaagacact ggaaaaacta atagccttgc taacaacagt
  2391301 aattctaata aaaatgaatc tacatataaa gagcttccca atacgggggg gcagtacaac
  2391361 taacagtaca acaatgggat tatggatggt tattgtaggt acagtactca ctttggctcg
  2391421 taaatttaga aagatacaaa aataataagg attattcgtt ttaaaaaagt tcatgatcta
  2391481 ggagaaataa aagagttatg cattatgaac tgattccata aaggtagtca gattgttgta
  2391541 ttaagaaatt ttttgtgctt gaattcagta ttgttctgga ctcatggtac tgaatttctt
  2391601 ccttaattcg ttttttgtta tagcaatcat tatatttttc ttaatttatt gaagaaggaa
  2391661 ggatattagt aaacatagaa tatattaata aattaaaatg tttacgaggt gaaaatgatg
  2391721 gcaataaaac aagatgaaat taaagtagtt gtcggagctg gagcgtttaa taataatcca
  2391781 ggttggattc aaacacaaga agatgaactt aacttactaa ataaagctac gtggaaagaa
  2391841 agatttgaat acaattctat ttcagctatt ttagctgaac atgtatggga acatcttacg
  2391901 tttgaagaag gtgtaagagc agctaggatt tgttatgaat ttttaaagcc aacagggcat
  2391961 attcggtgcg gcgtccctga tgcatttttt cgggatgagg tataccaaaa catagttcaa
  2392021 ataggtggcc ctggtccgaa agatcaccca gcagcaagtc ataaaattgt tcataattat
  2392081 aaaactttaa cgaaaatgtt tgaaactgct ggatttgagg tggttttgct tgaatattgt
  2392141 gatgaaaatg ggaagtttta ttacaatgaa tgggatgcaa acgacggtgt tattttccgt
  2392201 tcgaaaaggt atgattctag aaataaaggt gataaacttg gttttccatc gttaattgtt
  2392261 gatgcgatta agcggtaaat cattaaagta aattacgtgc ttataatata aaattatgaa
  2392321 ttgtagtgga gtttatttgt ttatactatt ttattataaa aatcgcagaa agtattcttt
  2392381 ctgcttttta ttttgcaaag gggacgaata taatatgcaa cctataaaac aagtggcatt
  2392441 aacatgcatt actcatgatc caacagggag cttattatct acaataaaag agctaaaaga
  2392501 gaaattaata catttaaatt atcataaaaa atatataaca attagtaatg taacacctaa
  2392561 agaaattgta aaagaactag aggaatgtaa cttccatata aatatagtag aaaaatcagg
  2392621 ggtagggaac gcacgtaggg attgtttgaa gtatgttagt aactataatc atgattacta
  2392681 tcactattgt gattttgatc gtttgctaac ttggatgaaa gaatatccag ctgagcttaa
  2392741 ttcgttcatt cagaatatag cggatgtaga ttacttaatc atcggcagaa cggatcgagc
  2392801 ttttcagaca catcctgaag aatggcaagt tacagaaaca gtatcaaata aaattatgtc
  2392861 attacaatta gggaaacaag tagatattac agcaggttca tgtgcgtttt caaaacaagc
  2392921 agctgattac ataataaaat attctaaatg cagaatgact gatggtgaat ggccgatgat
  2392981 tataaaagaa tttaccgatt ttaaaatcgg gtatattgca gtagatggtt taaaatacgt
  2393041 caatagtctt aatcaagata atattattga tccaataaaa gcatggtcaa ccagattaga
  2393101 actttcatat ataataagtc aatcaattat gaatataaca aaaaccactt aaattcagtg
  2393161 aggtggaata gatatttctt tttttaatga aaccatgtaa aatagaacgt atattcgtta
  2393221 ttgggaaggg ggattaataa tgttagctgt aatagataaa caaaataatg aatacgtagt
  2393281 acaatttgat cgtcattttt catattcaat agaagaagtt tggtctgttt taaccgaaaa
  2393341 cagtaagttg aaaaaatgga tgtctaattt acagattgaa agcctaaaaa cagatggtgt
  2393401 aataaaattc gacatgatgg atggttcatt tataaatatt gatattatag agtgtcaaca
  2393461 aaactcagtg cttgaattta cttgggataa agatcgggtt cgatttgaaa tacataaaga
  2393521 agaagatggt actcttttac tccttaaaga atacattcat gtattaaccg accatacacc
  2393581 aaaagatata gctggttggc atatttgttt agatcttttt tctgctgttc taaaaggaga
  2393641 agaaaaagaa ttttctaaag ataaatggca acaatggttt gaaatatata aaggtaaggt
  2393701 ttttgaatta agggggtaac aacgttaaag gttatattaa ttgtgtaatt attatatcgc
  2393761 aaatatgatt ttaatgagaa ataagaatag aggttcatat gaaggtaaat caattaattg
  2393821 ctaataacat caataaatta gttacagaca ttccatttaa taagtcgttt ggagtcgctg
  2393881 gtttatcagg atcggggaaa acaacttttt gtcaaacgat tggtgaagaa tcaaaaaaac
  2393941 gattaatttc cttattgcca aaggctgaat atcaatattt atttcctaat attatggaaa
  2394001 cgaattttag tgcgattaag atggaggata tgcctttagt actttttcta ggaaaatcat
  2394061 cgatttcttc caatccacgt tcaacgatag gtacacatac tggtgttttc actgaaattc
  2394121 gcgaaaaact tgctgacgta ttttatcttt ctcctgaggt tttttcattt aataatcagt
  2394181 taggttggtg ttctggttgt aaagggcgag gtactactaa aaatattgag tgtaaaaaat
  2394241 gtaagggaaa acgttatagt gaagaaattg aacaacatac tatagattta tttgctaaac
  2394301 cacataccat ttcaaatatt aatgatttaa gtgttgagtc tattctttcg ttagcggaag
  2394361 agttaaatat tagtgaagcg aagcaacata tactgcaaaa tataattaat atgaacattg
  2394421 gttatttaac attaaatcga ataatgggta cgttgtcagg tggagagtta acacgactgt
  2394481 atttggctga atttatggca gtaagtgaaa atgccgtaat tattattgat gagatttcag
  2394541 ttggacttga tcatgaaaca ttattacaaa tattagcgga gattaagcaa ttaggatgta
  2394601 aaaatcaaat ttggctcatt gatcactcag atacagtact ggatacaaca gataagcaat
  2394661 tgttctttgg acctggtagc ggaaaatatg gtggacaaat tgtgaaagaa tcaccaaggc
  2394721 caaaaccaat actgtgggat ttaaataaag aatttccaac agaatattat acatttcgag
  2394781 aattatattg ccgtaatatc caaatggcgg agtttcagat ccctaaaaat aggcttgtaa
  2394841 cagttacagg agaatctggt tgcgggaaat ctacccttgt caatgaatgt ttagctacag
  2394901 atttcttgaa acgatatcca aaagatagac tagttatggt agggcaagat cgcaatcaat
  2394961 ccattacaag tcgatcaact gtagcaactt ttctagatat taaaaagaaa ctaacaaagt
  2395021 atagtgaaga gattgatgat atttttgagc gttcgattga agatattatt gatgaacttc
  2395081 caaatgaaga tattgcttat aaacgcttga gcctattaat taaattaggt cttggctatt
  2395141 taacattaga acgaaaaaca caaacattat caacaggtga gtttcaatgt gttcatttag
  2395201 tttcggaact atttgcaaac acaagaaatc cacatacgtt atttatcttt gatgagcctt
  2395261 caaaaggttt atcacaaaat attttaaatc aatttataga cagtgttaga ggaatattgc
  2395321 aagatgaatc agtctctatc attatgattg agcataatag ttacatgtta gaaagctctg
  2395381 attatattgt agactttggg aaaagacaga ttgaagctat taatcatctt gaagtagtaa
  2395441 gtcatgatga ttattatcgt cagagaacca gtgtgaataa tgttgagcaa atccatatta
  2395501 cttcagcact taagcctaaa gaaggcgttc actatttaga aggaaatcat attaactatt
  2395561 ttaaaaatgc tgaaaatgtt tataagggtg gtattttaaa aagtttatca tcaatggcgc
  2395621 gtttaattta tggtgagtat gaatctaata caattgcacc ggttattgct attgatcttg
  2395681 agaaacattt atacagtcaa tatagttttt tatatgaggt tggtggaata attaatcata
  2395741 ttgtagctgc tcatccaact aataaagata cgagaagttt tgatttctat tcacaggaca
  2395801 atcattgtcc atcttgttct ggacgtcttc aaattgaagt tttcgataaa gatattacaa
  2395861 tccaaaataa aaacgttcca ttttgggacg gtttattcaa tccagaaatc atgaaagtat
  2395921 taaaatttta tcaatatgag aaaatagagt ttctattcga agaaattaaa aatgaacttg
  2395981 gtcacgattt gtcaaagagc tataatgata tgtcagaaga aaagcatacg ttttggtatg
  2396041 gatattttga aaaatcattt tatgataaaa aaggaaagac gcgcagaaca tgggtaggat
  2396101 ttaatacgat tattggtgga tatattgtta tttcaaaagc acctattaaa gaagaaatta
  2396161 aggcttctaa agaaatggta acatgtccaa tttgcgaagg gacggtttta aatcatcata
  2396221 aaccacttat atttggtaat tcagatattc gtgaaattat caatcaacaa gttgatgaag
  2396281 tgttgaaatt agtcggtgat ttacctgagc ttcataaatt gaaatctatt gttggtggcg
  2396341 atatgagatt gacagaagat gtttctttat tgccaagaaa agcacaagtt gcactaaaaa
  2396401 tgtttgagtt agaacaggca agcttttcaa actatgaaat ggtgttacaa aatgtcttac
  2396461 cattctggga cgaaataaaa gggaatatcg aatccattag tgttaataat caagtaactg
  2396521 tttgtgattt ccctaatgtt tatgaaacga gagaaaacat aatagatcag tatttcacaa
  2396581 atggtaaata taaaaaactt acgtatgtat acgaagcgtt tggatacaaa aaattagtta
  2396641 cccaaattaa taaaattaaa aaaagtaatc catgtccatt ttgtaaagga aagaaagtaa
  2396701 ttactgaaga taatttgcat gatggtgtct ttaaactaac aattccatgt gtaatttgta
  2396761 atgcaagtgg tattaatgac gaagggctaa aagaagttgt tgagggtgtg gatgtaaaaa
  2396821 catggttaac tggaaaagtt agtgatgttg tggatgagaa cttattaaca gaggctgttg
  2396881 cgcaaatacc aatttttaat cgtattcgtg aattggataa acgagatatg atggcggttt
  2396941 atgagtgtct tgagcgtaat cagtaaagtt ttattagctt atgtgttatt aacataattt
  2397001 atattcttta taatgtatat attaacgcag tatgattaat acaaggtaat gaaagaagat
  2397061 ctaatttctt aatatcaaaa ttaagaaatt ggatctttta gtattttatg tcccacatac
  2397121 gaaatttttt attaaggaaa aagttaaggt aggagaggtg agaaattaaa aagaataatc
  2397181 ggttcatata ttatgtaatt attatattat aaaagtgata attacgaatg aaaatagttc
  2397241 ataagtgaga tgtttgttta gtaatcattt atttttatta tctgattttt taaatttaac
  2397301 agaaatatat acttgaatga agtatatatt tctgttaaat ttatcctatg gatagaacaa
  2397361 gtttaattaa aggtcattta gaaatgtgtg tattatctat tttgtcaaaa aagaaaagtt
  2397421 atggttatga gattatgaaa gagctagaag tacacaattt aaagttgaaa ggagtaggaa
  2397481 gtatttatcc aattctaact aagttgaaaa ttcaagagtg ggttaatact tatcaagaag
  2397541 taacagacag tggtaaagtt agaatttatt atgaaattaa tgaaaacggt aaaatacgtc
  2397601 ttgagaagaa aattaatgag tggttagaat tgcaatcgga tattcaaaca ttattaaaaa
  2397661 gcggtttgaa aggagacctt ctgaaatgag gaatagattg ataggtaaag aaaaacaatt
  2397721 tttaacagac gtactaaaag aattaaagaa atatgatata agtttagaag aaagggataa
  2397781 tattaagcga caaatattag aacatattca agaatgtcgt gaacacggtg aagatagtat
  2397841 agatgattta ggtacacctc aattatttgt tcaagatttt ttagaaataa atgaaattga
  2397901 tttacaagtt aaaatgaaac aacttcaaaa tgaaaaggac aaattcaaca catttatgtt
  2397961 acgtggcata ttcatcgcag ttattactta cctcagctcg caaagtatat tttcaatatt
  2398021 tttaactgaa tcatttaatc caactaatag taaaaatgca tttcagtata atcttttata
  2398081 tcgcatatca gagaatcaat ggtggaacgc attattaata atgactagtt tgacactctc
  2398141 tgtagtagta tatattagtt tagtaagtta taaaaaaaga aagcatctaa agtataatga
  2398201 agaatgcgat ctataaagtc tttctaattt gtattctttg taatgtattt atgctatgta
  2398261 tcacacatcc aaaagtttac gctcagcaaa atgttaaagt tacattagat aagtatattg
  2398321 aaaaatttat aaaggaacag aatattccag gagctgctgt tgcaattgta cataataaag
  2398381 aagtattctt cacaaaaacg atgggggtta ctggagaatc tgaaaaaaag gtaactagta
  2398441 aaacgccatt tgcaatcggc tcaataagta aatctttaac agctttagct atagtgaaat
  2398501 taatagaaga taaaaaaata aaattagagg atccagttca acgatatctc ccctggttta
  2398561 aactaaaaaa ccctcaaata tcctcaacta taacaatcca acatctacta actcatacaa
  2398621 gcggaatcaa cacatatgag ggcttagcat tatcagataa gcaatccaaa agttctacag
  2398681 cattaaaaga aaatgtaatg aagctttcaa atgtaaaagt aactgctcca ccaggtgaga
  2398741 aatatcaata tagtaatgca aattatattg ttttaggtgc acttattgaa gaagtcacaa
  2398801 atgaaacata ttcatcatat atggaaaagt atatttttca gccgttaaat atgaatggcg
  2398861 cggcagcaag taaagaaaat gcatatgaaa aaggttattt aacaggttat cagtcttggt
  2398921 ttggcattcc aagaaaaagt gtagtgtcct atgataatac cggggcaccg tatggctata
  2398981 ttactgcaaa tttagaagat atgattcaat atattatgtt tttgaatcgt ccagaggatg
  2399041 ctcaattatt aaagcaagaa aatatacatc tttatctatc accactttat aagataaatt
  2399101 cagaaaaaag ttatggtttt gggttaagaa caacaaatat aaatgaaagt gaaacgatga
  2399161 tttggcattc aggatcaacg cccgatgctc gtgcagaatt atttacttta aacgaaagtg
  2399221 gctggagtgg agtaatttta acaaataaaa atcatgtatt agaagaaaca gcactatcag
  2399281 tattgaaaaa gggtattatt agtattttga atggagaaga accggttgat atccctaaaa
  2399341 aaataccatt aacacaaatt attttgttgg tagttacact catacttttc ataatatcaa
  2399401 ttatgttaat taaaaagtat aaacatatga aaactgtaaa aaaggtaatt tggttattca
  2399461 tagggagtct atccctacta ttatctatta tttttattcc actgtttact tatagtacga
  2399521 gttcaccttg gcgtacgatt aaaatatttg cgccagacgt agctttattt acaagtatta
  2399581 gtgtaacttt attagctgtt aacggactaa tatcaatttt tatagcttta agaaggaagt
  2399641 aagtagaagg ggaaagaatg aaagaaatat aagttaagtg ttagaaacag ttgactctca
  2399701 cacaatgtca ttgtttaaga tgaagttgaa cttcgaagta gatgtaattt ataggaggaa
  2399761 atcatgttta aaataggaga cttttcaaaa ctatcttcca ttagtattcg gatgttgaga
  2399821 cactacgaca aagtggaatt attacaacca gtaaaagtcg atgagctgag tggatatcga
  2399881 ttttattcag cagaccaatt aaaaaaagta aatcaaattc aaatattaaa agcgatgggg
  2399941 tttaatatta ataccattaa agaaataata gaatgcgata atatagatag cataaaagag
  2400001 caatttttaa atcgtagtgt tcaaattaaa gaagacatgt ataacctcca aaaacaatta
  2400061 cgtctcctcg aagactcaat gaaaacgatg agagaggatg ttgttgagat gaattatcat
  2400121 gtttcaataa aagaaattcc agaaagaact gtagctagtg ttagaaagat tattccatcg
  2400181 tataattgcg aaggtgattt atggagtata ttaatgcaag aaattcaaat ggagaatatt
  2400241 agtattgacc atccgagtta tagtatcgct gtcttccatg atcaagaata caaagaaaat
  2400301 gatgtagatg tagaaataca gctaaatatc ttaggaaagc atgaaaatac aaaagatgtt
  2400361 tattttcaaa aaatagagcc aatcaaagta gcttctgtaa cagtaagtgg aagttatgaa
  2400421 caaatgacaa acgtaaatga agcagccgca aaatggattg agacagaagg ttacgaatta
  2400481 gcaggcccga tgtttaacat ttatcatgtg agtccagcaa tggaatcgga tcctaataag
  2400541 tgggttacag aagtttgtta tccagttaaa tgatgataaa gaaaaaaggc attataatat
  2400601 gccttttttc tttataaact tatccataaa ttttaattaa ccaatcatac ataattatct
  2400661 ttccttctat catagctttc gtatcggact acatagtgca ataaaaactt caagtaactt
  2400721 cgtaaaggca gctaaagcaa atacatacac tggattataa gctgaaataa tgcctcctac
  2400781 taatgccccg agtggcatag ctaatcgtgt aagtacacgt gaaaacccta aaactctccc
  2400841 ttgcatattt gatgggactg tttcctggcg aactgtggct acaattgtat tccatgcaat
  2400901 attgcaagtc attgcaacac cgaaagcaat tccaggagcg aaccaatatg tattccaaag
  2400961 cgcgaaagtt aagccaattg ctccaacaaa taggagtaaa ggaattagta tgctgcgctg
  2401021 caaccttttt tctaaaggaa ttgcaatcaa gcttcctaaa agaccaccta ttccaattaa
  2401081 tgaataatta accccacttt gttctggggt aagttgtaat gtggataata aataatacat
  2401141 gaatacacct aaaaccgcac ttgctccaaa gtttcctatc atagcttgaa aagataaagc
  2401201 taaatttaag cggtcatttt tgagccatgt aaatccatta accaaatcag atagtacatt
  2401261 ttgaagtgta tttttatctt cgcatttttt atttgtggtt ttcatagacg gtaataacat
  2401321 cacagcaact aatgtagcaa taaatgaaag aacattaatc caaagcaact gaaagccgcc
  2401381 aataaaagaa atgaaaaccc cagctatcat tggaccaaat aaactggcta attgattgac
  2401441 catttgatag aaagaattgg ctttcgttaa ggatgctccg gcaattttcg ggatgactgt
  2401501 aacagttgtt acatcaaaaa gcatggacat aactgctaac ataaaagtaa ttatgtataa
  2401561 atgccagatt tctaataggt gtaatgaatg tagtattggt acaaagctta ctaaaataat
  2401621 attggtaata tccgctacca aaagtaactt ttttcgatca taacgatcaa ttattacacc
  2401681 aactaaaggg ccaaataaaa cgattggtaa tacgttaata gcaaataaag aactcataat
  2401741 tacagctgaa ccggttaatt gataggcaat ccaaggtaac gcaaaagtat agaatgagtc
  2401801 tccaattcgt gaaatgagta aaccaaaaat aaaaatcttg tattctttag aaaaagttgt
  2401861 ctttacggta aggctacgtt cttgtataag tttcacactg tttataccac ctttattata
  2401921 gaggaatttg aaaataatcc gtccaatatt tgttatgtat agaattctat gattcttttg
  2401981 tgaatcctac tttttagatg tattttaaaa ttttaaggcg gaaataaaaa tgaaggcttt
  2402041 ggattgaaga ttatttaaaa acataataaa attatagtaa actagtttgt aagatggtta
  2402101 atttaggagg ggaaatattg atacatatag ataagaatgt acgaacatct ggtgcatatg
  2402161 taatgtataa ggatttattt gtttttcaag ttggaccaac gagtaaaggt gatacattag
  2402221 gtgtagtaag acttggagga cataaagagg cggatgaaac agcagtagaa accgctaaaa
  2402281 gagaagtgga agaagaagct tctatggata ttactatatt gaattcacca actacatatt
  2402341 ataaagagta ttggaatgca caatctaaga aattaaaagt agaaaatgaa gtcaatccaa
  2402401 tattaattat tgatagcccg gatgaaagtt tatctatcat gtatattgcc tattcaaaga
  2402461 tgctacctaa actatcttct gaaacgaatg gactactatt gctttcattg aatgatattg
  2402521 aattaatttg cactgggaaa ataacattaa ataattatat aaatcaaggc ggagttgcta
  2402581 tattgaaaga aaaaatggat aaagagttaa ttttacaacc ttttccacaa cttatgtttt
  2402641 tatcagaact tttaaaagag gatcctgtat tacttcagca gtttctaaat tagaaaaaaa
  2402701 cttaaaaatg tatctttatt gatggtgtgt atcaaacaaa aagacttttg aagctaacat
  2402761 attcatacta aagttgtagt ttttatatga aaaatccatc cttccgtttg attttatcta
  2402821 tttataattg taatacaata caaatagata ataagaaaca agggggaatg taatgtgatt
  2402881 acacatatta cagatataaa actacaaacg atttccatag aaggggtaaa acaagtttat
  2402941 aaggacatat tatgtttccc cataaaaaaa gaaacgacat catttattca atttgaagta
  2403001 acaccgtaca ctacaattag ttttcaagaa gtatatgaac caattgcatc tgcgcacttt
  2403061 gcttttgaga ttccatattc aaaatttcat gaaactgcaa gatggcttga aaagtctgga
  2403121 ttactcattg tgaaatggaa agatggtcat acaattgatg aagagagcgg ccgattcaac
  2403181 ttatatttca gagatggtga tggaaatcta ctcgaaatta tcgcacatag ttatgttaaa
  2403241 gaagatgtat tagtaccgca atccccttta aacattttat atataaggga aatcggtctt
  2403301 cctgttaaaa gtgtacctgt atttacgaaa tggttgaaat taaatctaaa tatgaaaacg
  2403361 atggaagatg gggatatttt taactttgtt ataggtggca ctgcatatat tgttgcaact
  2403421 tggtggcagc gaccgtggat tccgattgcg atgaaagctt tgccaccgaa agtacatgtt
  2403481 tcttttggaa caccagatca agcattttta caacgcatac aaaataactt gaagaaaaat
  2403541 agtgttccat atgaatgtaa acataatgaa gtatcattta ttcagcaagg atattcattt
  2403601 actatcttgc atacaccaaa tctccatgct gatattccaa gtaaattaaa cttaccgctt
  2403661 tctatttaag gatggaaagt ggtagatttt ttgtatcttc gtgaagaagg tttttgttat
  2403721 gtttacagtg aatgtaaaga atgtgaatat tatagattgg gtagatgcta gttcaggtga
  2403781 cattcgtgca gctagatttt ctgagaaagt gtcttcgcaa aatgaagtgg atttgagcag
  2403841 actattgaat cagtatttat aagttataaa aaaggttgtc tagtagctaa ttaataaaca
  2403901 ctgttgttta actaaagttt ccttttagtt aaacaacagt gtttttaaat attgatatac
  2403961 gtatatttat tttcaatctt catcctataa aggttcatta tccgtacttg ttcctcagtt
  2404021 aattcttctt tatcccaata catatgcatt aagctatatt caaaaatctc ttttaattta
  2404081 ataaacaatg gaaacttctc gatcatctct ttaggtagtt cattttcttc ttggtaccct
  2404141 tcaaatagtg cttttgtaat ggaatgctca tactcaacga tatttgcatt tccagcaaat
  2404201 gaatattcta tcgcactata aataggaaca gctaaatcga ataggtaaaa atgtttttcg
  2404261 caatcttgaa aatcaatcat tgttatggtt gaattgtttt caactaaaat attttctagc
  2404321 cataaatctc cgtgaattaa gccgtaattt gaagtggatt tttgtagctc ttttatagaa
  2404381 tttaaaactt cagatgcaat ttccctaata gtagtttctt ctttaggaat atacttaagg
  2404441 aaattatatt cctcattctc ataccagtcg ttaatatatt taatcggttt agctttttca
  2404501 aagattttag atatacgatg caattttccg atttgttgac caagcttttt aaatatagta
  2404561 gaattccatt cgcatcttgg taaatgtata ccaggagcag ctttatataa tactgtaaaa
  2404621 agctccttgt ctaatgttaa gttttctaca agattccctt gtaaagaagg gagtattggt
  2404681 ggaacatcta aaccgttttc gtataaaaaa ttcgtatatg taacttcttc taattgttct
  2404741 tcatacgttt tatagtttgt aattctaatg aagtatgttc cttgttctgt gagacattta
  2404801 tacatttcat ttgttattgg tgtaatgtta ataaaattca acggatatag ttcatttatg
  2404861 aattgaagta tttctttttc tagttctttc attataattt cctttcaaaa cttttatttt
  2404921 ttaactagag aattaaaaga atcttatttt acaaaattcg agtttaattt tcgaaatcct
  2404981 ttaaaatgaa atatgatata aattgtcttt taataattag ttaagtgttg ccagcatatt
  2405041 aattaaggct aaattgaaaa atgaatagaa ggtatgtcaa aataagatag atgaaaaaat
  2405101 aaagtcaata tttatatata aaatttaaag atattacaga aagtctcatg ttataaaaca
  2405161 caagaaatat caaaagaaag aaatgcactt ctcttatact tttaaataag gagtggagga
  2405221 aatgaatgaa catatacagc agatgattga ctggattgag gtcaatttaa aaaaggaatt
  2405281 ttcattagat gaattgtccc gttatatggg gtattctcct tattattgtt cttttaaatt
  2405341 tcaccaagta acgggtttca gtattagacg ctatattctt cttagaaggt tatatttatc
  2405401 tatagaagat ttaaagaatg gtaggaaaat aattgagatc gcattggatt atgattactc
  2405461 ttcccaagag gcttatagta gagctttcaa aaatgttttt ggaatgaatc caagagaata
  2405521 ccaacttagc aaaatgccta ttcaatcatt tgttaaactc aatttaaata atgaaggggc
  2405581 gtttaatgtg aatatttcta gaaaaataga ggttgaacag ttgcgaaata ggaagagtga
  2405641 gctatttgat aaagaggtac ttaacatatt aaatggtcaa cttatgtatg aagaatttaa
  2405701 aaacgaaaag ctaatgggtg attctgatta tgcaccattt aatgaagcga tgtgtgtaaa
  2405761 ccgagttact acactagttt ttgatgaaga atttattaag acaagggcag caggacataa
  2405821 cagttcagta gaaagttaca caaataaggt tatagatcca ttaaagaaac tttttacgaa
  2405881 agagtataaa tgtattgttt tatggtttgg tgaagatatg ttctgccaaa tgaacttact
  2405941 taccatactt tcataccttg aacattctcg ttatgagggg aagttatact taaatagctt
  2406001 cagagaagat gaatttaaag taaatcaaat tgaacttgaa ttaggaaaat attcttcggt
  2406061 atacaatgaa gtattagtaa atcataaaaa gactttctat aaggtaccac ctgtaatgta
  2406121 tcaggctata gatttatatt tagaaatgct aaaagaagat aatgcagtaa taaaattcat
  2406181 ctctagaaat aaagatttat caactcgtga attattaata aagttgtttc atctttttcc
  2406241 aacaattgga tatggagata ctcagtacat agagctgatt aataaaataa agaagaaagc
  2406301 tacacctaaa atataggtat agttttcttc ttataattgc tcaaggaatt ctaattcttt
  2406361 ttctacaaat agcattaatt ctttaattgt ttcgccagaa aaatcaaaac gaataccggc
  2406421 tgcttcatac acttctttta tagattgcga gcttcctagt gataatgcct ttttataatt
  2406481 ttctagtgct tgcttaggat cctctttata ttgtttatac atttgtaatg caccaagttg
  2406541 ggcgattgca tattcaatat aataaattgg tacttcaaaa atatggagta caggtaacca
  2406601 actcgttgct atccagttat cgtagccatc aatatgtatg acgttagact gataatgctt
  2406661 ttgaagttgt aagtattttc catttctttc ttcagaagta tgagttggat tctcatacag
  2406721 ccagtgttga aattgatcga caataagcat aacaggtaaa tatgaaataa catctttaaa
  2406781 gtagttgatt tttgcttgtt ttaaatcttt tttgtctgta tagaaggtat cccaataatt
  2406841 aagcgagaat aattccattg tcatattggc tagttcagct gtttcagctg gaatttctat
  2406901 atactgtcgt aattttaatg gttttataag ttcgttatga atactatgac ccatttcatg
  2406961 tataaaagtg ataatatcat cttgtgtata atttaagttc ataaaaatat aagataattg
  2407021 tgaagctggt aagtactcac aaaagcctcc agctgctttt cctttgcggc ttgttaaatc
  2407081 aagacaatcg tgtttataca ttcggtttaa tagtgttgaa aattcaacat ctagtttatt
  2407141 aaagatatga gtgctctttt ctattaaatc attttcattt gcaattggtt taagtacttt
  2407201 ttgatctgga gttacagctg atacatccca cgggcgaagc gtatccactt gcagtttctc
  2407261 ttttttctct agtaatattt tatctttaag aggcacaaca tacttacgta tggattcagc
  2407321 tagttcatag caatctttcg ctgaataatc aaaacgctcg tatttcttga acatataatc
  2407381 acgataattt tctagttgaa tattatttgc tttttgatgg cgaatttcaa ttaattgatt
  2407441 taatatgttt tggagttctt tttcaacaga taaaaattgt tcagaaataa tggcttttgc
  2407501 ctttttacgg gtgtcacgat tcgaatcttg taagtaggat tgtaattctg ttatcgtttt
  2407561 ttcttctccg tcccaaattc caattaatcc tccagtgatt tcaaagtact ctgtgactaa
  2407621 tttgtcttcc tttatttcta attcaatatt ttcatcacaa aataactttt gagcattttt
  2407681 tatttttgca tccaacaaac catatacgtt agaatctaat tccattcgaa aaggtgactt
  2407741 taaatattta ttatccaata aattttggta ccgctttaaa agtggcttta caaattgttg
  2407801 atcatattca aaagtacctt ttatttcttc atcatccgta ttacattgaa aggcgatata
  2407861 atgtgatctt aattgttctt caatttccca aattactttt gattgttctt ttaaccagtt
  2407921 ttcaaggtct agttttgaag aaatcctttt atttaataaa gtcgaaagag ttttttccaa
  2407981 ttgtagtaca ttactaatat caatcgtatt tacacgttgc attatatatc cctcactttt
  2408041 tatttattca tgaaaatatt ctacttatta attgtaattt cctttttaag aggaggaaat
  2408101 gtgaaataat gttaaatttt aaaattatag aaggtattta tatgtgaaag taaaagttta
  2408161 tcgtaaatga aaatttaagg agggaagtgc aatgaaaagt ggaaagaagt tgattgtatt
  2408221 tttattttca attgctgtat tgtgtgcttg tgagcctgaa atggaagaat ccaaaagtga
  2408281 agattctata gttatggata ttgctacagc agcggtaaag gaggaatctt tttttagtgc
  2408341 tgctatatgg gatgataagg aaagaaaagt agatttagag attgctgata gcgaaaatgc
  2408401 taacgaaata aaaaaagaaa ttaataaaag attgcaaatt caaggcatta tgtcctataa
  2408461 agtaaatata tctcaaagaa acaaagagat tgtaaatgca gaacatagat gggagttagt
  2408521 ttttggacag atatttgatg acgtattcag aaagaatgga tatgaagggt ttgggattca
  2408581 gcaaataaat tataaaaaga atcaacctgt taccattgat ataaaaacta agattagaga
  2408641 tgatgaagta ggggcaagag aatttggaca gaaaatagaa aaagaagttg aggatgtact
  2408701 taaaacagaa gcagtaaaga aatggattga aaatgattca tatgctattg ggatttacga
  2408761 tatagaaaat cggaaaatta actaattgag gagtggatgg tatataaatg aaaagtcgat
  2408821 gtaattaaat atagaattgc tgaaggaggt gtaatatgta taagtattta catattttaa
  2408881 acgatataga aaaaatgatt caaaatggag cgataaatga aggacagaaa ttaccatcaa
  2408941 tacggtcact tgttacgcaa tatgaatgta ataaggcgac agttatacgt gcgctttatg
  2409001 aattggaaaa gcgtcatatt atatattctg tccctcaaag tggatactac gttgttaaaa
  2409061 aatcagggag tactatagaa aatgacgaga taattgattt cgcttcttca gcaccagatc
  2409121 cagatgtttt cccatattta gattttcagc attgcattaa taaggctatt gatacttata
  2409181 aaaatgattt gttcgtatat ggaacgccaa aaggattacc atctttaatt ccagtcattc
  2409241 aaaaacagtt ggcaaattat caagtgttca cgaaagaaga caatattttt ataacgtcag
  2409301 gagtgcagca ggcacttgca atattaactt ctataccatt tccaaataaa aatgaaacaa
  2409361 tattagttga acaaccaacg tatcatttat atatagaata tctagaaata aataaagttc
  2409421 cagtaatcgg tattaaacgt acgagtgaag gtattgattt aaatgaattg gagcgtattt
  2409481 ttcgaacggg taaaataaaa ttcttttata caataccaag atatcatcat ccacttggaa
  2409541 cttcttattc taaaggtgag aaagaaaaag tcgtactatt ggctaagaaa tataatgtat
  2409601 ttatagtgga agatgattat ttagcagatt tagaaacaga ttcaaaagcc gatccgttat
  2409661 atagcttgga tcatgataat catgtcatat atttgaaaag ttattcgaaa attattttcc
  2409721 ctggtttacg agttggtgta gcagttattc caccggttat ttcgagtgct ttccatacat
  2409781 ataaaaaggt tttagatatt gatagcccga tgatatccca agctgcttta gaaatttata
  2409841 taaagagtgg tatgttcgaa cgccataaaa ataaaattaa atcttcctat aataatagat
  2409901 ctaaaaaact agctgaagca ttagaaagaa ttcatagtga aaatccgctt ttattcacat
  2409961 ataaaaagca aaatacaatt ggaatccaca cttgtttaga attacacaaa acgagtattt
  2410021 ctgaaatgtt attccaaaga ttaaatgaaa tgcaaatatg tattgatacg attgataaaa
  2410081 attatgtgag aggttttccg aaacaaagac tattaaagtt gaacgtatca aatgtaaagg
  2410141 aagatagaat tgagaaagga attcgtatag taatggagga aatcaaacaa gctgaacgtc
  2410201 taaattttca atttaaaaaa gaataaattg atatttttag agcacccaat ggctgagtgc
  2410261 tctttttatt ttggacataa gtaatttaaa tggaaatcaa ctaccaataa atgttaacct
  2410321 taaagcgtag catttatttt aaataggagg gtgatggggt ctatggcagt acgtatagtc
  2410381 gatgatttac aacaattatc gttgttactt atgtttttaa gtacatttat attttacaga
  2410441 tacttaaaga aggttaaacg agatagaaaa ttgactggtt ttgaatggac aatgtatttt
  2410501 gtcactcagt ttgcgacatt aatttgggca atgacttatt ttattaaaca cttagctgaa
  2410561 tcgtaatttc tattcactca atctagttta ctgttatcta ttagggatat aaatatagtc
  2410621 tgtatctaaa tcaatgacaa tatcgcttaa gacgtcttct tgtaataact tttggatttt
  2410681 tttcataatg ataccgtaca caaaataagt ttagaagttc ttcattagat atctcttcat
  2410741 tttttacatt taaatacatt attattaact cgttaagaga acagttacgg ccaaaaacat
  2410801 actcatttat accatatcca tcaaattcaa ttatcatttt atcactgttg ggtgctagtc
  2410861 aacgttatag cttaaatttt agatgaattt attatacatt gtttgaaatg tagtgagaat
  2410921 atatttttat aaaatgagag ggtcataaat ggaacaaaat aaattagttt tagaaggacc
  2410981 aaaatgcctt aagtggaaaa cgtgtaaaat aaagtctata caggatgatg aaattatcgt
  2411041 taaaacaatt gcaggggcaa taagtattgg agcagagtta ccgcagttta aaggatccga
  2411101 tgttacagat atgaatccta tttatccaag aaaaactgga tatgaaagtt atggtgaggt
  2411161 tattcaagtt gggaataaag taacaaattt aaaagtaggt gatagggtag tttcttttta
  2411221 tggacatgat acgataggaa tagttaaagg ggataaagta attcgagtgc ctagttatat
  2411281 agaacctaaa gatgccttat tatctattct ttcgtgtgat gctgctaaag gcatattgaa
  2411341 actaaaccca cgacagaatg aaaagatact tataactgga atgggagtta taggtttact
  2411401 tgcttgttat ttcttaaaat actatgtagg tgttaagcat gtagatgttg tcgaacctaa
  2411461 taaaaataga agagattttg caaagaagtt ttgtgcaaaa aacatatatg aatcagaaga
  2411521 acaaataaaa gaagcatttc attacggttt cgaatgttct gctacaaata gcggatttca
  2411581 tacattacaa aaagcactta aaactaatgg acaaatatgt atactttctg atggtaatat
  2411641 tgaagaatta acattaaccg ccgattttta tcagaaagaa ttgcaaatca ttggttcaag
  2411701 tgatgggtat gattatcaaa aacatgcaga ttggtttttt agtcaaatag aacaaacacc
  2411761 atggatagaa gagatttttc aacatgaaat acaatataca gaactcattc aatgttttga
  2411821 ggaattaaat caaggaataa ttaccccttt aaaagtattt gtctcatata aataatgaac
  2411881 aaaatgacca ggtaccgcat aggccacgta tgtttcgaca ttaatatgat aacagagcac
  2411941 ggagtaacat gtacgttttt tttaataggt acaatggctt gtgtaaacag agaatggttt
  2412001 ttgctctttc attatgtaca aatagtatat tatctttctc aatgtacata ttaagtaaag
  2412061 tgtttaatat catacataaa agggggggat aatatggatg aaaataagaa aaatgaagaa
  2412121 ttgattaaat ttaagaaaca atggtttaat gaagataatc aaccagtagc tgttatagag
  2412181 ttaactttac cgccggatat aggcagcatg ttagactcca aatcagttga tgatgaaagt
  2412241 ggaaaaagta ataatgaata agtttaatct atacgcatcc attcgggtgc tttttatttt
  2412301 tttgaaaata gaagatggat catcaaatcc ttattgaaaa aagattgagt taaatagatc
  2412361 tattttcaat atatgtaagt tttgattttc acaaaaagtt taattgaaat tcatttagaa
  2412421 tgataaaggg ttaataaaaa gagtggcttt tacaccaatc tttatattag atataggctt
  2412481 attattatgc tatattcaat ggagccaaga tgaataaggt aagtggtatg aatagaagaa
  2412541 aaaactatat agcaacaaca ccctataaca acaacacaaa aaacttgcct ttaatttaat
  2412601 actaaaatgg attgaaaata aggagataga aacataatgg aattttggga atcaagcttt
  2412661 attgagaaac aaacgatgtg gggatttgaa cctacagaat cagcaatttt gacaaaagat
  2412721 ttttttctag aaaagaatgt taaggatata ttagttccgg gtattggata tggaagaaac
  2412781 gcaaaggtgt ttatcgataa tggtataaat gtaatcggaa ttgaaatttc aaaaacagct
  2412841 attgatttag caacacaaaa cggattagaa gatattagta tatatcacgg ctcagtaaac
  2412901 gaaatgcctt ttgatactaa tctttacgat gggatattta gtcatgcact tcttcatttg
  2412961 ctgaatgacc aggaaagaga gaaatttatt aaaaattgtt ttaatcagtt aaaaccgggt
  2413021 ggatatatgg tttttacaac tgtttctaaa aaagctccaa tgtacggaaa aggaaaacag
  2413081 ttggataaag attattatga gataatggaa ggtgtgaaaa tgttcttcta tgattctgaa
  2413141 tctataaaac aagattttaa aaaatatgga ctagtacaag tttcgcaaat tgatgaacca
  2413201 aataagaata tggtcaataa accttcaatc aatttcttaa agataacatg taaaaaagaa
  2413261 cgataactaa aagttattaa gaatgattaa atatgtttat atattaatta tgcacaaata
  2413321 aagaggacaa gcatataata taaatacctt ttaactttaa gtaaccttaa ctttcgttaa
  2413381 gagggtatct caaaatcccc aaaagggcac ttgcggaaac aagtgctctt ttatttatta
  2413441 agggtgatta aatttagttc aaaaaatatg gaattttaaa ccattgtttt tatacaaagt
  2413501 ggtaaactta ataaggtaat atgtaagggg gcgggggatt tgaaactaaa agagctggcg
  2413561 aatttgttat tggttaaaga aactattggc gatatgaatg taaaaattac gggattagaa
  2413621 atggattcta gaaagataac taatggtaac ctatttatat gtgtatcagg tatcgatggt
  2413681 tttcttgaag atcgacatca atttgttgaa gatgcagtga aaaatggtgc tgtagcgcta
  2413741 attgtagaaa gagatgtaaa tattgagata cctaaaataa ttgttaaaga tgctaggtat
  2413801 gctatggcag ttattgcgtc acatttctat ggttatccat ctaataaaat gaagttaatt
  2413861 ggaattacag ggacaaatgg gaaaacaact acttcctatt tacttgaaaa aattttaagt
  2413921 gattatggat atcacacggg gctcatgggg aataacggag tgaaagtggg ttcaaaatgg
  2413981 tatcctactg atattaatac gcaagaacct ccaacacttc aacggaattt gcaaatgatg
  2414041 aaaaatcaaa atgcagatta ttgtgttatg gaagttacgt cacaagggtt acatatggaa
  2414101 agagttaaag ggtgtaactt taaaatagct gttttcacaa atttaacaca agatcattta
  2414161 gattatcatg gaacatttga tgaatataag catgtaaaaa gtcttctttt tgcgagatta
  2414221 ggaaataatt tatctactat agataaaaaa atagctgttt tgaatgcaga cgatccatcg
  2414281 gtagaatact ttaaaaaaat tacttcagct gaggttatca catatggaat acataatgga
  2414341 gcagatgttc aagcgaagaa cataacttta agtccaaaag gaattcgttt tttagtttcg
  2414401 tcctttaatg gcgaaataga ggttagcctt aatcttgtag gtcgttttaa tgtttataat
  2414461 gcattagcag caataacagt tgcattggtt gaaggtattc cgcttacaaa cattagtgat
  2414521 agcttatcta acttaaagag tattgaaggt agaatggaaa tcatagatga aaatcaagat
  2414581 ttccttgtaa tagtggacta tgctcataca ccggatgcgt tagaaaatgt tctctctaca
  2414641 attagagagt ttgcaaaagg taaaattatt actgttttcg gttgtggtgg agatagagac
  2414701 gcaaaaaaaa cgatctataa tgggtggaat tgctggaagt tatagtgatt ttgtttttat
  2414761 tacttctgat aatccacgtt cggaagatcc gcaggcaata atgaaagata ttgaaaaagg
  2414821 attttcgcaa aataataatt tgaattataa agtggaagta gatcgtgaac ttgcaattaa
  2414881 tcacgcaata aacatggcat cttctaatga tattgttttg attgcaggga aagggcatga
  2414941 aacgtatcaa attttaaaag attcaactat tcattttgat gataaagaaa aagctcgaca
  2415001 agcaattatt aataaatgaa ttcaattact agctgaatag tatttctaat aaaaataatg
  2415061 ttttagatga agtaataaca aagcaatttt ttgaagaatt tataattgaa aggtaagggt
  2415121 gtttttatga atatatgagg gaaaagcctt accttttata gttttatttc tgaaaaacaa
  2415181 atgttatagc atttgttttt aattgaatat gcctttcatc gcgaacaata tcatagacta
  2415241 attcttttat ttcaacttca atttctttcc attccttata aatacttttt aatagatgta
  2415301 tcatatcttc agtaggaagg ttaatttcaa ttaaagcatc taattcttca tttgtatgta
  2415361 agtcaatttc ttgtatgttc gagttaataa ttaaacaatt aataccgcca ctttttgtac
  2415421 cttctttcat agaatagagc acgtttttta aatcttcttc tgattgaaca tgctctaaac
  2415481 tggatactgc aacgatataa tcataagtat taggttggat atagtagttt tcaattgctg
  2415541 cttgttctgt tttaatattt ttaattactt catattcttt actataagtt tgtaattttg
  2415601 ttaaagcgga aataagtaaa tcgacacatg taacagtgcc gctagtattt tgtatctttt
  2415661 gtgcaatggg aatactattt cttccgacgc cagagccgag gtcaagtact tgcaagttgt
  2415721 tttgtccttc aaagtgatcc atcaagtcca taactgtttt aaccggtttg tacagccaag
  2415781 aaccagtttc aaatagttta tattgttcat agcaaaggtc gtgatatttc ttttcttctt
  2415841 gtcttatgta atcgatacga ttcatagtgt ttcaactcca atactttcat tgcaacatga
  2415901 tccttcagtt gaaaattatt gaaaaaggtg taaacctcac ttttaatgat atttatataa
  2415961 ttccataaaa atttagaaaa accttttatt aataatatat ggatatggga aaaaagcctt
  2416021 ctcaagttgc ttgatgatag gttataaata cgaggaggaa aatgcatatg atgttttatg
  2416081 aaattgtttg cttttcttgt aaaaatatat ttcgtgttta tgaaggtagt gaaaaatata
  2416141 agcgatttaa agagaaacca aaaggggtat attgttgtga tgagtgtagc cacaaaattc
  2416201 aattagaagc tataaagaat ttttttagat aattctatga ttttaattta gaaaagtata
  2416261 tcgaaaaatc catcacatta ttagactact agaacttagt taaaagtaac gcaagtaccc
  2416321 aaaattctaa gtacttgcgt tccaaatttt actaccgtga atacaatttc ggacattcat
  2416381 taccactagg ttcataaaaa caatgacttt taaactgtcc tacaaatggc tggttatacc
  2416441 attcgggcgg acaagctcca actggacgga aataccaaag agcccatctt gctggccagc
  2416501 gccactcacc ttgtaaaact tttcgtgcga tttctttttc tgattcacga gcacgttgat
  2416561 aaaaatatcc gtattgcact gcttcaaatc caccggggct ttgatataca gcatcacgta
  2416621 cagaacgaag ttgtttaaaa tctaagcaat cacaaaatac acggtttact actacgcaac
  2416681 caacaagttg ttcaccttgt cgaccttcgc cttcagcttc agcacgtatt aatcgagcaa
  2416741 gtaagtcaac atcgctttcg ttatatggaa taaggggcat agtgatacca cctttctgtt
  2416801 atagtaaaga gtgtatgttt ttaaataagc ttggtgcttt ttcacataaa attaacattt
  2416861 caagaggagc ttgtctgaaa aaagctaatt agtaatagta gataaatata aaagggagag
  2416921 gtattatgta tcgaattcat aaagaacata tcatttacgc aatgtcatca gaaaataaac
  2416981 catgcatgga agtagaagtt gggagtcgcc ttatatttga aacatatgat tgctttgaaa
  2417041 atcaaattga ttctgaagat gttgcgtttc aagaattaga ttggaaccga attaatccgg
  2417101 cgactggacc tgtatatatc agtggtgcag agcctggtga catattaacc gtaacgattg
  2417161 aaaagattca aattgcagag caaggtgttt taactacagg tatgaatctt ggtgtaatgg
  2417221 gtgaagagct acatgaaaat acagtgaaaa ttgtcccaat acataataaa catgttttgt
  2417281 tttcgaatga actacaaatc ccaattaatc caatgatcgg tgtaattgga actgctccaa
  2417341 aagaagagag tatttcatgt ggcacaccgc atgatcacgg cgggaatatg gactgtaaag
  2417401 agataaaaga agggacaaca ttattattac ctgtaaatgt tcctggtgct ctattagcat
  2417461 taggtgattt acacgcagcg atgggtgacg gtgaaattgg tgttagtgga gtagaggttg
  2417521 ctggtgaggt gacggtaaca gttcatatta taaaaggaaa gaaatggcca ttaccaatgg
  2417581 ctattcaaaa agaaaaaata atgacgcttg cttcagagca attgctagat gatgcagcga
  2417641 atcgtgctgt acgtaatatg gtaacatttt tacatgaaga attaaaaatg tctaaagctg
  2417701 atgccacgct tttattatca gctgccggcg atttaaaagt ttgtcaagtt gtggatccac
  2417761 ttaaaacggc acgaatggaa ctaagtatgg attatgtgga gaagctaggt tttaattgca
  2417821 gtagctttca tattaagtaa gaataataga agaaggatgc ttttgtataa aagtatcctt
  2417881 tttaaattta cggattaaat aaaaaaaggt attatttatt ttatataatt gtatatacga
  2417941 ttgcggatcg aaaaaggagt aaataatggt taaaattatg attgtagaag atgatatgaa
  2418001 aatagcagaa ttattatcaa cacatgttgc gaaatacggg tatgaaggaa ttatcgtatc
  2418061 ggattttcaa aatgtattaa acattttttt agaagaacaa ccagagttag ttttattaga
  2418121 tattaattta ccgagttttg atgggtacta ttggtgtcgt caaattcgtg gagtttccac
  2418181 gtgtccgata ttatttattt cagctcgtga aggtacgatg gatcaagtta tggcgttaga
  2418241 aaacggtggt gatgatttca tttcaaagcc attccattac gaagttgtaa tggctaaaat
  2418301 tcgaagttat ttaagacgtg cttacggaga ttatgcaccg aaagtagaag agcggatggt
  2418361 tgagcaacat ggtctttgtt tatatcctga aaggcttgta ttgaagctta agaatcaaga
  2418421 aattgacgta acgagaaatg aagctatttt attagaaatg ttaatgaaaa attatccgcg
  2418481 tattgtgagt agagaagtgt tgttaaataa attatgggat agcgaatcct atgttgatga
  2418541 taatacatta agtgtaaata caacacgtgt gcgaaaaaag ttaaaaacgt tacagattaa
  2418601 ggatccgatt gaaacgattc gtagtgttgg atatagacta catattactt gggatactgg
  2418661 tatggaaaaa tgataagatt gtttattcgt gatcatatac cacttatttg ttttacagca
  2418721 atccaattac tatctatatt tctcgtatat tggtttgatg gacataacca tattgcaacg
  2418781 gcattatatg caatgttttt aggtgccttt tttatggtag gttatttaat atttcgttac
  2418841 tttacacatc gttcttttta tgagcgttta gcaaacccga tgcaatcttt agatgaatct
  2418901 gttcaaaatt ctgattttgc agctatatct gctgctcttc aacacttgct tgaggtacaa
  2418961 tatcgccatt atcaaaatca gcttcaaata caagagtaaa aataatgatc atttaacttt
  2419021 tatgaatcag tggattcatc aaatgaaaac acctttatct gtcatagaat taattacaca
  2419081 agatgaagtt gatccacgct tcgaaagtat aaatgaggaa acagatagac tgaaaaaggg
  2419141 gttagagatg gcattgtatg ttgcacgttt agaagcattt acacaagatt tttatgtaga
  2419201 aaaagtacag ctatataaaa tagtgaatga ttctgtgcac gaacataaac gtttctttat
  2419261 ccggaatttt gtatatccag agcttaaagt tgagaaagat attactgtag aaagtgatgc
  2419321 gaaatggtta caatttttaa ttggacaaat actatcgaat gcgattaaat attcatctgg
  2419381 tagtagagag aagattaaag tgaaagcttg taaggaaggt aatacagcca tacttgaaat
  2419441 tgctgataac ggtgtaggca taccgaagca agatttacca agagtattta aacctttctt
  2419501 tacaggagaa aatggcagag attttaaaga atcaactgga atggggctat atcttgtata
  2419561 tgaaattacg aaacaattag gacatagtgt agaaatccat tcagaagttg gtaaaggtac
  2419621 cgttgtacgt attaaatttt ttaatgtgta aaaataagta atctaggcta aagaactttg
  2419681 gagataagtt ttttagcctt tttgtatagc ggttatatga aatggtaaaa cgtcatatta
  2419741 gtatgtataa tgacacacta ataaatacga ttgttaaatt tgaaggattt aataaaaagc
  2419801 tgataaatat ttttgtaaga aaaaagccac ccctttgaaa gagatagctt catgaatcct
  2419861 atcctatgta taagtataat gttcgaatac gtgatatgtt ttgtggacta taatacaatt
  2419921 agtcttttgt tttttcatga tacagtattg taattaagta aacaaactta ataatttata
  2419981 cccaattaat cccaaaatag tgataggaat catcattaag aaagaagaca cacgataagc
  2420041 attagagcgt tctaatacaa gaatcaagat aattccgact atcacttccg tatatccaac
  2420101 aggtaacatg tgactgtaat cttcaaagtt taatagaatg tgaagtccgt ccgttacaaa
  2420161 aactccactt aaaagtgcgc ttccgaattt atgaagtggg tttgtagtat ctttccatag
  2420221 aaaacctgca attccaaaga tcgttcctcc tatacatgca catacaatcc atacagatat
  2420281 aaaataaata gagtgagcta catttttaat aactattgca taaccataat agcctaatac
  2420341 cataccgagt agtgcaagga taccagaaag catagctgta cgcttagaat aactaaggct
  2420401 agccacgaaa aaggatggaa ctaaccaaac gcttcctaag ttagctaatg aatgccaatt
  2420461 tcctggaagt ataccttgac ctaatttagt tagtatacca acaattatcc ctactacaat
  2420521 cgggaggaga acgattctta aaaatatatt taattttgtg atttttaatg tcctgtccat
  2420581 aaattcaatc cttatattaa tattttctgc aactatataa tagcttatta aagggtagta
  2420641 atcaatgata atttattgaa aaacaataag ttattagtgg gtaacgaata atattttatt
  2420701 tttatataat agagagttta gaagtttttt actggggaat tctaaaggac gtattacaat
  2420761 caatgtaatt tgtgcttgtt aaatatgaag ttaaagaatg ataaataagc ctaaaagaaa
  2420821 gcaatctttt taacagcaca aataattgca tttactcata cagtattagt atggtacaat
  2420881 atggttatta atgacggaaa ggaatgatgg gtggacgatg attaactaat cttattttta
  2420941 aatgttgaaa ttcaataaat ttcaatttct aaaaaatagg attagtctgc ccaatttcca
  2421001 tacaacggta ttgctattta tgttgcgcaa tagtttattt gggtataaat attttaacga
  2421061 ctaatcctgc caaatttatt tgggaggatt ttttattctc ccttaatgaa agggatcggt
  2421121 attatgaaag aactattaaa attaaatgat gtttatgttg aaataaaaga aaatatgttg
  2421181 ttagagaaaa tgaatgtgac agtaaaacaa ggggatgtta tcggattaat cggtaaaaac
  2421241 ggtgctggta aatcaacgtt acttcaatta ataaatggga agattgaacc ttcaaaaggt
  2421301 actgttgaat ggatgcaaat gaatatgaca acagcatatg ttgaacaaga aaaagaaact
  2421361 ttcgttaata aagatataat tgcaaaagaa gcagaattgc ttgcgaaatg gggcgtgcca
  2421421 acgaacgact ttcatacttt aagtggtggt gaaaagctga aagtacgatt agcaaaagga
  2421481 tttgctaaaa atcctaatgt cttaatatta gacgaaccga caaatcattt agatgagatg
  2421541 agtacagaat ttctcattaa gcaaattaaa aatatgaaag gtacagttat cgtcgtatca
  2421601 catgatcgat attttttaga tgttgtcgcg actagaatat ggtcaattga ggataagaaa
  2421661 ttaattgacc atagcggtaa ttatacaagt tatatgaaag cacgtgagca taaaagaatg
  2421721 acgcagcagc gtgaatatga aaaacaacaa aaaagataga acaagtagaa actcatataa
  2421781 aagaactaag ttcatggtca caaaaggcac atgcgcagtc tacaaaacaa gaaggagtta
  2421841 aagaatttta tcgtgtaaaa gcgaagcgca tggatgcaca agtgaagtcg aaacgaaaac
  2421901 gtctcgaaaa agagctagag aaaacgaagg tagaacgtgt gaaagaggag tattcagttg
  2421961 aattctctat tcaagcgagt aaaaaagtag gaaaacgttt cttagaagta aaacaattgc
  2422021 ggaaaaaatt taataatcga atattatttg aaaacgttaa ttttacaatt caacacggtg
  2422081 agaagattgc gattgttgga ccaaacggta gcgggaaaac aactttactg aagatgatta
  2422141 tgggaaacga aactgctgaa ggagaagtat ggatttcacc atcagcaaac atcggttatt
  2422201 taacacaaga agtatttgat ttaccgctgg aaaaaacacc agaagattta tttttcaaag
  2422261 agacgtttga agaaagagga aaagtccaaa atttaatgaa acatttaggg tttgaatctt
  2422321 cccaatggaa agagccgatt cgatatatga gtatgggtga acgagtaaaa tgtaagctaa
  2422381 tgacttatat tttagatgaa aaagatgtac ttattttaga tgaacctacg aatcaccttg
  2422441 atcttccttc acgtgaacag cttgaaaata cattagctga gtataacgga acactcgtta
  2422501 tcgtttctca cgatcgatat tttctggaga aaacaactaa tacaaagctt gtgtttgtaa
  2422561 acaatacgat acaaaagcag ctcgaaaaac ctacgaaaac aagagacgaa atcgaagagc
  2422621 tacgtttaac attagaaaca gagagacaag aagtattagg gaaattaagc tttttaactt
  2422681 ctaaagacaa agaatataaa gcactggatg aacgatttat ggaacttacg aagcagatta
  2422741 aggcacttta atgtattaac atgggagaag agaaattgac tacgttattt agaatagatt
  2422801 gtggagaaat atacctacaa gagtttacag tcgaagatac agagagtatt tataacatat
  2422861 ccactcaacc ggaaatagaa aaatttttgc cagactggaa atcaacgaaa gaacaaagga
  2422921 ttaattgggt tgtaaattat gagataccag aaaataaagc gtttcttcat gcagtgagaa
  2422981 ttacgactaa catagatgat cacatattaa aactaggaat atgtaagaaa accacaaatg
  2423041 aatttattgg atggtgctgc acaggtataa aagatgaact ccctgcaccg aatggagaga
  2423101 ttatgtatgc tgtttcaagc gaatatcata ataatggtta tgcaacgaaa gcgacaaaag
  2423161 gactggttga ctatttgttc gaaaaaacga aagtagatgt ccttaacgca attgctttaa
  2423221 ttaacaatgt agcatcaaat aaagttattg aaaaatgtgg gtttatttat ttgagtgaac
  2423281 aggagataga aaatcaacta tataatcatt atcaattaag taaatccgaa tggataaaaa
  2423341 atattgctct gtaaaagaaa ttaaaacgaa atcattaaaa agcttagagc taaaactcta
  2423401 agctttttta cattcaaatg tatcagttaa gcatattaaa gagtagcttc tggataaagt
  2423461 tgcttttcac caaaaacaga tgcatcaagt tgtatgtgcg aggactatta tataagcatc
  2423521 gtatttaaaa agatatttgg aaaattttgt cgaatatgtg tacctatgaa aacaataaat
  2423581 ttttactcaa atcatcctac aaatgaatga ctttaggctt tagtagaaga atttatggca
  2423641 aaagtgcagg cgagcaaagg tgtgaattta aaattaacgg ttgagtgtta gtggattaca
  2423701 tgtttttaaa tatgaaatta tttaaatgag ggaggggaat gtttattata atttggtttc
  2423761 gtcacttacc acagataagt atggatttgt cagaatggac tccttttata caaaataatt
  2423821 ggcatcgaaa acattatatg aaatttgtat atgtacttca aatcatcatt tttctaatac
  2423881 cgtattactt tggagcagat ttcacccaca ttaatatatt ttatctcatc atcataggca
  2423941 tttgtgtctt tattattcat gaatttctac acgttattgt tataaagaaa aaaggtgata
  2424001 ttagcttaac gtgtagtgga atattttttt ggttaaatac aaatgcaatt ctatccaaaa
  2424061 taagattttg gatctttatg agtttgccta ttattgtatt atcggtcgtt cctgccgtta
  2424121 tatcgttcta tatatcagga aatattaaat caatcatttt atttatatgt tggataaacg
  2424181 taataatttc cgcttcagat atttacaatt catttttaat tacgattaaa ccgaagaact
  2424241 caattttttg tagaggttat tataaagtga aatagtatta aaagagtaac tcaaaaacat
  2424301 atcaacgaaa ggcaatagtt aaaaatataa atttaggtag taaaagaccg ataaagcaat
  2424361 cggtcttttc tcagtatata ataaagattt catatacatt gtaattcctg ctactataca
  2424421 attaatataa gataggtatg cgttaatttt agtttaaaaa tagttttatt atcagttttt
  2424481 tcagaaatat tacaagcgtg taagataaat gaaagatgaa tcaatatgag ctgtaagaca
  2424541 attcatttac actctgttat gagaagtgca aatgaaggga gaatatacat ggaaatttta
  2424601 catgcaaaaa gtattagtaa agtatataaa gggaaagtgc cttataaagc attagtagat
  2424661 attgatttat caattcaaga aggtgaattt gtagggatta tggggccatc tggtagtggg
  2424721 aaaacaacgt tattaaatat ggtatctaca attgattctc catcatcggg agaaatttta
  2424781 attaatggca caaatccttt ccaattatca tcagaagatt tagcgttatt ccgtaggaaa
  2424841 caattaggtt ttgtttttca atcatttaat cttcttagca cacttactgt aaaagaaaac
  2424901 atcgtattac cgatgacttt agatggtgtt tctgtgcaag agatgaacaa acgagtggaa
  2424961 gcaattgcag agaagttaaa cattacagat atattgagta aaagaacgtt tgaaatatca
  2425021 ggggggcaag ctcaaagaac agcaatcgct cgtgcaatcg ttcataaacc gcaattatta
  2425081 cttgctgacg aaccaacagg gaatttagac tctaaatctt caaatgatgt aatggagatg
  2425141 cttgatactc ttaataaaga agaaaaagct acgatgatgt tagttacaca tgatccgtat
  2425201 gctgcgagtt tttgcagtag agtagtattt attaaagatg gtcaactata taacgaaatt
  2425261 tattgtggtg aaagcagaca agccttttat caaaagatta tggatgttct ttctttgtta
  2425321 ggagggaaaa ggcatgactt ttcgtcagtt cgcatttaat aatatttttc gtaataagcg
  2425381 tacatacgtt gcccattttt taagtagtac attttctatt atggttttct ttacatatgc
  2425441 tcttttatta tttcatcctg atttacaagg tgaattgaaa tcaacaagtg caacaatgag
  2425501 tgcatatggt acgatgggat ttacaatttc gcaaggtttg atttttgtat tttcattttt
  2425561 ctttattcta tattcagtta gttcattttt aaaaactcgt aagaaagaat ttggcatatt
  2425621 aatgatgcaa ggtatgtcaa tgagacagtt taagaaatta ttattaattg aaaatatgtt
  2425681 gattggactt ggttcaattt gtatagggat tttcattgga ctcatatttt ctaaactagt
  2425741 cttattgata agcgcaagtg tattaatgat taataatagt ttgccttttt atacaccagt
  2425801 gaaggctgta ttattaacag taatcacttt tcttttctta tttttcattg tttcactatt
  2425861 tacatttaaa atggtaaaaa taacggaact tgtggaactt attcgagcag aggaaaaacc
  2425921 aaaacctgaa ccgaaatctt caattttatt atcattgctt tctttaatta gtataggata
  2425981 tggatatttc tcagtatttc gctttatttc aagttccagt tttactacgc tcggaatggg
  2426041 tgtcctacta gtaattatag gaacgtactt tttatataca cagtgtagcg tttatatatt
  2426101 acatcttgct aaaaggagag aatatttctt tttaaaaaga acaaatatat taacgttttc
  2426161 tgaattaatt taccgtatga aagataatgc aacgatgttt tttattgtat ctattatttc
  2426221 agcagttgca tttacagcta ttggtacaac agctgctatt ggtaatagaa atttagtgtg
  2426281 gatgacaaac ccatatacat ttctgtatga aagctctgaa aacaacaaat tggtagataa
  2426341 acatctctct attataaaaa aacacctctt ggatgcaaat attccgtatc gaatggcttc
  2426401 atcttcaagt aaatttacag aaagtaacgt aaatgtattg aaattaagtg aatataacga
  2426461 acttacgaga gcactcgggt accaacatga aacgattgaa aaagaagatg aaattttact
  2426521 aatccctggg agggtgtcac aaaagcaaga atttaaaaat ggtgactata aaaaaatatt
  2426581 gaagtcattc aaggagattg gacaaagaca tttcgtgtga agaaaactgt agagaattta
  2426641 gttttaccac atgattctag tagtatttat attgctgttc aagatcatgt gtataatgaa
  2426701 attcctctga cgagtaatcc agaggataaa gatattcaat atcgtactta cggatttgtt
  2426761 gtagatgatt ggataagaac gaaagagatt tcaaatcaat taaagagtat attcgataaa
  2426821 gatcttaggg acagtgattt ctactttgta gctttaacat taaacttgtt ggaggcaaag
  2426881 caaaagaatg gtttattact tatggcaagt gttttagtcg gaatcgtttt ctttacattt
  2426941 gctgctagtt ttatttattt ccgattatac actgatttgg accgtgatca acaacaatat
  2427001 aaaatgattt cgaaaatggg attaagtaaa caagagttaa aaaaagttgt aacgagacag
  2427061 ttattattaa tgttcttctt accgattgct gttgcggtga ttcatactgt agtagcgtat
  2427121 acggcactgc aacaattagt tagtttttct attttaaata gctcgattgt tattttaatt
  2427181 tcatttatat gtatacaagt tttatatttc tttattactc gttggcgtta cctacaaaag
  2427241 ctttataaga ctatggagca ataaaggata tcaactaata aaattacaga aaaacatgta
  2427301 aaaaatgata tgaattatga aaggaaccgt gatgaaaaga actttaacta tttttatgtt
  2427361 aactataata tttttaataa gctttagtgc atgctctaag aaggataact cgtttcctgc
  2427421 aaacggtgta ttaattattg gagatgaaaa taatatttca ccaattatta atcgttatca
  2427481 agaaattacg aaagaaaatg aagtgttttc tgtgaaaaaa ggtgaagttg gaaatggaca
  2427541 tgtattaatt ttaaatgaat ctacagcact agcactgatt aaagaaaaaa tttttcataa
  2427601 acgaggtaat ggctccaatt atattttaga tacgttacca aaattcccaa aagaaggatc
  2427661 gctattgttt acaaatgaag acgaaaagac tatgaaaagt attaaaatag aaggaaacga
  2427721 gattcctgtt acatacgata gtgacacttg gataggtaac acccgtaaat atccaacgca
  2427781 atcgtatgtg attgtagcaa aaaatagcgt atataaggaa ataaaagcaa atgaaacaaa
  2427841 aatgcatctt cttcaattta aaaaatctat aggtgacgaa aaacctaaaa tgtcgacaga
  2427901 taatacaatg gttaatgaaa atgtcaaagt aaaaaagcta attaaaggtt tggaaggaga
  2427961 agtatctttt cagtttgtaa cgattggaga aaaatcttaa aaaagagttc gagcttgata
  2428021 gaaactttat caagcttgaa ctctttttag tttatagact attcatataa aaaagattac
  2428081 attacttcat ttaatcgagt ctcgtttgtt tcctcaatcg catttgtatt ttgagcttct
  2428141 ttttctttac gaactttttg tagcatttca aggatgatcc ataaaggaac acctttatct
  2428201 tttaacatct tccataaatc taattcatta aatttatgct ctggctgttt catttctttt
  2428261 tcggatgaac gaatatcgaa cttgatagga tcatttactt tcttactttc aagtttagta
  2428321 gaagagatag tattatgctc aagattagat ggagttattt tagtaggttg agacaatgta
  2428381 tgaatatttg atccaatttg catgattttt cctccttttg aagcaatgag attagttttc
  2428441 ttatggtttt taaatctttt taacatgagg aaactatatc taattataaa ttcaaataaa
  2428501 cagatttaca agttgtattg taaaaagtaa atatttatca acatttgtat atgttttcta
  2428561 tatatacaac gtatataaaa tactttacat tatgtttaag ttattaaagc atgctgtata
  2428621 gcgaaaaatg taaacgtttt attaggggga gaaagtatgg ggaagttatt tttttaaata
  2428681 tgtttttttg cattagtggc tgtttgttca ttggtagcga aaataacata tgctgaagag
  2428741 agacaacaaa ataattatcc gatcatttta gtaaatggtt ttgccggatg gggtagagag
  2428801 gaaatgctag gggttaaata ttggggtggt gttcatgata tacaagaaga tttaaaacgc
  2428861 aatggttata cagttcatac cgcagctgtt ggaccagttt ctagtaactg ggaccgtgca
  2428921 tgtgaattat acgcccaaat taacggtgga acagtagact acggtgccgc acatgctgag
  2428981 aaacatggac ataagcgttt tggcagaact tatagtggtt ttgcgccgaa ttggagtgaa
  2429041 acaaataaaa ttcatttagt tgggcatagc atgggtggac aaacgattag aacattagta
  2429101 cagctattaa aagaaggcag ttatgaagaa aaaaattatg tgaaaaatca cccaaacacc
  2429161 aaaatatcac cactatttga gggcgagaaa tcatatgttc atagtgttac aacattagca
  2429221 actcctcaca acggtacaac acttgcggat ggtagtcttc tactaccgtt cgttaaagat
  2429281 ttactcatta cagctgcaag ttttggagga aacgataatt tatcactata tgattttaaa
  2429341 ttggatcaat gggggttaaa aaagaatact ggagagtcct ttttccaata cagtaatcgt
  2429401 attctaaata gttcaatttg gaaaaataca aaagatataa gtcaatggga tttaagtaca
  2429461 gatggtgcaa aggagttaaa taattgggta aagacgcaac tgaatgtgta ttacttatcc
  2429521 tatagtggac atgcatcaca agcggcacct ataacgggtt tacatttgcc tcatataacg
  2429581 atgaataaag tgttaatggg gaatgcattt ttcttaggtt cctatgcaag gtatgaagaa
  2429641 aatcgtccat taattgatac tacttggtgg caaaatgatg gtgtagtaaa tacaagttct
  2429701 atgattgcac cttcttctaa tgctactgta aataataatg agtcattgca gattgggaaa
  2429761 tggaatcata tcgaaacgaa agcaaattgg gaccatctcg acatggtagg acttagtgtt
  2429821 tcagacacgt taggtttttc tagcattcaa gagttttata gagcaattgc tgaaaagtta
  2429881 tcacgtttac cgaaatagat agtaataaag cgctctcgat ggaattcgag ggcgctttat
  2429941 attatattga aagagggctt tggtagaaaa atataggggg atattatgaa aattaaagtt
  2430001 gtactatcag gatatggaac agtaggaaga gagtttataa aattattaaa tgaaaaatat
  2430061 ttatatataa atgaaacgta tggaatagat ttagtggtaa gcggtgtatt aggcagaaat
  2430121 gttgcaatac ataatgaaga tggattatct attcatcatt tattaagata tggtggcggt
  2430181 agctgtgcaa ttgaaaaata tattgaacat catccagagg aacgtgcaac agataacata
  2430241 agtggtacag tgctggtaga atcaacagtt acaaacctta aagatggaaa tccagggaaa
  2430301 caatatataa aacaagcgat tgagaaaaaa atggatatag tagcaatttc aaaaggtgcg
  2430361 ctagttacaa actggagaga aataaatgaa gctgcaaaaa tcgcaaatgt acgaattcga
  2430421 tacagtgggg caactgctgc ggcattacca acacttgata tcggtcaatt tagtttagct
  2430481 ggttgccata ttgaaaaaat agaaggaata ttaaatggga caacaaatta tattctttcg
  2430541 aaaatgaatg aggaagatat tgcatttgaa gaagcactga aagaagcgca aagtaaagga
  2430601 attgctgaaa cgaacccaat attagatgta agtggttctg atagtgcgtg taaattgtta
  2430661 cttttgacaa acagtttaat gggaacagag aataagctta cagatataca tattaaagga
  2430721 atcgaacatg ttacaaaaca acaaattcga aatgcgaagg aacaaaataa aattattaaa
  2430781 ttgatagcat cagcctataa agataatgaa ggtaatgtga atctaaatgt tgaaccgtac
  2430841 aaattacata aaaatcatcc gctagcaaat gtaaatggaa cagaaaaagg gattacgttc
  2430901 tttacagata cgatgggcca agttactaca attggtggtg catcaaatcc acgcgtagcc
  2430961 gcagcagcag ctttaaaaga tataattaat ttatatcgta aagatttgtc acgtattaac
  2431021 agggagtaaa gttactaatt gattaaagtt gtattttata aaaccgtacc gccctttata
  2431081 aaaaatacat atgcagtgga ccttttgaga atgaaataaa tatgcaaaaa taattgcagg
  2431141 gggtaagaat ttgtttaaag attttaaagt tgtgaaagat cgtcccgttt atattcaatt
  2431201 aaaagattat ttaaagaaga tgattatgaa agggcatttg ctcggggatc aaaaaattcc
  2431261 ttcaacaagg gaactaagtg aattacttag tgtaagcaga aacactgtac tcgctgctta
  2431321 tgcagattta gagcaagaag ggctcattta tgcagttaaa ggaaaaggaa attttgttgc
  2431381 gaaggttgat atatcgaaca cttcgtctgt tgaaatagat tggaaaaata aacttaatac
  2431441 agttacctta ttggctgatg aattagattt aatgaaacat ggtgtgcgct gggaaaaagg
  2431501 aatgattgtt tttaacagca tcgctccgga tgaaaagcta tttgatgtgg aaaatttcaa
  2431561 aagagctttt cttactcgta tgtccattga aggtgatgtc gtattaaact atggatacgc
  2431621 aaaaggttat agaccgttaa tgaattatct acttcattat atggaaatga aaggtgtaga
  2431681 tatatcgaac aaagatattt taattacaaa tggatttaca gaaggattag acattgtaat
  2431741 atcctcgttg tcaaagaaat caggtcgagt tatttgtgag aatccaactc accatgctgc
  2431801 gctgaagcta ttccgcttac atggccttga agttcatggt attgatatga atgaagatgg
  2431861 tattgatacg aatcaagttg aaaaaagctt gcgtgaaaaa gagtttgatt ttgcgtattt
  2431921 aattccttcc tatcataatc caaccggcat tgtgacgagt tcagagaaaa gaacggaact
  2431981 gatgagatta ttttcaaaat ataagattcc tattatagaa gatggattta atgaagagtt
  2432041 acgttattca ggttcacatt tagcaccatt attaactttt gctggtgctg gtaataatgt
  2432101 gatttatatt agtagctttt caaaggtact tttccctggc ttgcgtgtag gctggatcat
  2432161 tgcagataaa gaactaattc attatttaga aagtgtgaaa agagcaagaa caattcacac
  2432221 atctacttta gatcaagctg ttctatttca atatttacat gaaggatatt ttgaaaaata
  2432281 tttaaaaaag gcaagatctg tttataagaa aaaatatgag ttagctgttg ggatgtgtaa
  2432341 cgagtacatt ccgtttcaaa gaatgaccgg tgacggtgga cttcatttat ttatagagtt
  2432401 agaagaaaaa attcatgctc gtacgctttt acaaaagtgt tatgagcaag gggttacatt
  2432461 ttctcctgga gatgtttttt attctaatgg agaaggaata aacacatttc gattaggatt
  2432521 ttcacgtctg aaagaagaag aaatagttcg gggaatcaaa ataatcggtg atacaataaa
  2432581 aaatgaaatt tggagttgag gaaatgagaa ttggcgttat tatgggagga gtatcctctg
  2432641 aaaaacaagt atcaattatg actggaaacg aaatgattgc aaatttagat aaaaataaat
  2432701 atgaaatcgt accaattacg ttaaatgaaa aaatggattt aatcgaaaaa gcgaaagaca
  2432761 ttgattttgc gctgctcgca ttacacggaa aatacggaga agatgggaca gttcaaggaa
  2432821 cgcttgaaag tttaggtatt ccttatagcg gcagcaatat gttatctagc ggtatatgta
  2432881 tggacaaaaa tatttcgaaa aagattttac gttatgaagg aatagaaacg ccagattgga
  2432941 ttgaacttac aaaaatggag gatttgaatt ttgatgagtt agataagtta ggatttccat
  2433001 tagtggtaaa accaaactct ggtggttcaa gtgttggggt aaagattgtc tatgataaag
  2433061 acgaattaat ttcaatgctg gaaactgtgt tcgaatggga ttctgaagta gtaatagaga
  2433121 aatatataaa aggtgaagag attacatgtt ccatttttga tgggaaacag ttacctatca
  2433181 tttcaattcg gcatgcggct gagttctttg attacaatgc gaaatatgat gacgctagta
  2433241 caattgaaga agttatcgaa cttccagctg aacttaagga acgtgtaaac aaagcatcac
  2433301 tggcgtgcta taaagcatta aaatgtagtg tttatgcaag ggttgatatg atggtgaagg
  2433361 acggtattcc atatgtaatg gaggttaata cattaccagg gatgacacaa gcaagtttac
  2433421 taccaaaaag tgcagatgca gcgggaattc attatagtaa actattagat atgattattg
  2433481 aaacttcatt aagagtaaga aaagaagaag ggttttaagt aacggtatta tgaatacttt
  2433541 tgacagtaac aagaagtatg ttatgatgaa tacgatacga aaataaaata tttatccact
  2433601 aggggggcct attataggct gagatcaaat tggaatttga gactcttagt acctgatctg
  2433661 gttaatgcca gcgtagggaa gtgggaaaga cattgctatt tcatgtataa atactgtcaa
  2433721 tttcactttc tttacgcctg taaagaaagt ttttttatta taaagcgtta attgctgtgg
  2433781 ataaatactt atatgaaatg gattattgga gggaatcaaa tgactttttc acaatcatta
  2433841 cgtaaagaag tagattcaat ttgggaagct agttttcatc atccttttgt aaaaaaactc
  2433901 ggtgaaggaa cgttagattt agctaatttt cgctattacg tgcttcaaga ttcctattat
  2433961 ttgagtcact ttgctagagt acaaacatta ggagctgcaa aagcgcttga attagaaacg
  2434021 actgctcgca tggcacatca tgctcaaaat acatatgagg cggaattatc tttacatgag
  2434081 aactttgcga agaaactagg gattacacaa gaagaaaaag ataattttat ccctgctcca
  2434141 actgcatatg catatacttc acatatgtac cgtgctgcgt atgaaggaca tttaggcgat
  2434201 attattgcag caattttacc ttgctattgg ctgtattatg aaattggtga gcgtttaaaa
  2434261 gagtgtcagc cagaagagcc gatttataac gaatggattt ctgcttatgg atctgattgg
  2434321 ttccgaacat tagttgaaga gcaaattaca cgattagatg caatagctga aaaagtgaca
  2434381 gagtctgatc gtaagcgtat gaaacagcat tttgttataa gtagtcaata tgaatattca
  2434441 ttttgggaaa tggcttatac tttagaaaag tggccggtag atacagaagt aaaagatgta
  2434501 ataagataaa gaaaagaggt attgctatac gtatgtatgg acaatacctc tttttaggtt
  2434561 tttataaaat cattgtaaaa atcacaaata aaacactcct ttatattgta attactttta
  2434621 atttttataa aggttattgg cgttgttgat gaaaaagatt cacttcaaaa agaattgaga
  2434681 gaagtatggc agaaacaaag ttatgcttgg agacggaagt gcactcaaac tcatgcaagc
  2434741 tcagtttcaa tatcgtgatg aggattacaa tacattattt aatgaattta aagcaattat
  2434801 ggaaaagaat catgaattaa agaatgacct ttatgtatgt caatgtacgt gttgcagaag
  2434861 aacaaccgcg aaaaaacgtg cacaccggct tgaagttaca aagtcgatca caagcgctcg
  2434921 ttatagcgct caaggcagtt ttgtgttgga tggtatgaaa aaactgacaa aaggagtacg
  2434981 aaaagagcta cataccagat tggcgaaatt atcgaacaga aatgtagacg ttgtcattat
  2435041 aatcgctcat ccaacgagag ttttagtgtt aatgaatgta aagtatgccc gactggtgat
  2435101 gaattacgtc ggttgggcag atatttggat acacaaccta aaaagaatag tggaccgaga
  2435161 atagaaaaat cgagtggttt aacacctgag gttgtcagga acttaaatat acaaggaata
  2435221 ccggataagg attatgatcc tagcccctcg tatgtcggaa aaaagaaaaa acattggaaa
  2435281 cgagtgggga tttggaaagg tccaactgat atgagagaaa taaaaaaggg tagagcgaat
  2435341 ggtagaagta gttgatgtga aagggatggc ggatacttaa aagtttcata aaatagttaa
  2435401 attaataaaa agcagttagc tttcgctaga ctgctttgct ccctaatgta gtcttgttat
  2435461 gtaatttaga tgaagatact acctactagg aataaagctc ctagcagaat tagagaatcc
  2435521 actaaaatta agaactgatt tttctgtggc tttcgaagtt cctttaccaa gctaaaaact
  2435581 gcactcattc cgaaacaaat atatataaaa atcattattg ttcctgatat aattaacact
  2435641 cctaatatat tgataactta attatattac gaaatacatg tacatgtaag tttgtaacaa
  2435701 aatctttatt ttaaagaaag cgagaggaag aaatgaatac agtaacagtt aatattcaaa
  2435761 caacaattat taaaggagcg ttaacagggg gttccagaag agttgtaggt tttgatagtg
  2435821 aaatggatat ggtaagcatt gaggctgatg aagatacttt tattgaaact aaatcaggaa
  2435881 atattaagca aaattagtac aaaatcgtta tttgagagaa agggattatc tgagatgagt
  2435941 ttcagctaat cccgaaccaa tcatagaaag gagaatgtat atgcaagcga agacaatacc
  2436001 tagaattatt aaactaataa aagcaaatgt tttggctgta cctttcggag ccaaaatagc
  2436061 caaaacaatt gagataggta tcaaaattaa aggaggatcg gcaaaataca gattgaaaaa
  2436121 taagaatgca gttaaaaata ttgaaatgaa accaaagtat tctctcatta cgttatccct
  2436181 tctcgaaaag taaataatac agattatacc atagagaaag tgaatcaaat tgatttttca
  2436241 ataaaaacgc tatttgaaag taaataaccg taaaaacgtc aggcaaccaa ttaagttgcc
  2436301 tactacgttc ttgaatggta aatgatagat ttctcaacaa aagagagaaa taaagaaaaa
  2436361 tgtttttaaa tgaaattcat aaaagtttga taggtactac cgagggaaaa taccgtagct
  2436421 accgcatggg cagtccattt aggcatattt aattttaata tggtgttgta taagattcca
  2436481 tatacgatac aaatgattaa tacaaatgca attaattgaa gtgctaatag aaatagtggc
  2436541 tgttctaaag cactaaagta aagttgttcc attagttgat cacacccctt atttaatata
  2436601 ttaatataat taaattgaaa gtaaaggttt tttctataaa gttccaaatg tatgaagtta
  2436661 taggattgga aagtgacttt gaacaaaaac gctattctaa taggaaacga gggagtgtaa
  2436721 tggagcaatt attgatatgt gtttaagtga gtttcttgaa gtgtttgcag tatacgaggg
  2436781 attcgctaaa gcggcagatc aagaaaatat acaaaggaag attatggaaa caatacttaa
  2436841 aaaaagagaa gcccttaatt aggtcgctcc tcttaatacc aatataaaat aaccattcca
  2436901 ttataatgta taagtatgaa atgtttaaca attatcttca tggtaaaaat ttcattttgt
  2436961 agaacagggg aatggatatg tgtacttatg gggaaaacgc agttaaagag ttctttaaga
  2437021 agcaagaact ggaacgaaat ataaaagcag ctagaaaaag ctaactgctc cgtgaataag
  2437081 aagaactcaa tagtcattcg tattcaactt tggggtatct ataatattaa catattttag
  2437141 gattcttaat aaaaaagggg gtgagggagt gtaaggaaaa aactttatat aaaggtcctt
  2437201 ttggcgattt aatctattaa ttgcagtcgt gataatattc atcacaggaa tcgttactat
  2437261 cgttacagca gatacaaaat gttttttgta caaataaact aactatacta gtaggacctt
  2437321 cctgtttggt aagagtaaga ctttgaaaat cttcaacttg aaatattttt gtttgaacag
  2437381 gttgtaatgt agtagtaatt ggtatgctag accttcttgt tagaatagtt acttgaacgg
  2437441 gtgcactcat accgacaacg aataactgaa ttaatgtttt gttatgattg tttgtaaaat
  2437501 cctcaaatac agtttgtgga gcggtggttt caaggaaaac agacacaggt atatttccat
  2437561 ttgcattttc tgcagaacca gctatcgtat gagtttcagt aaaacagttg tttttttgat
  2437621 cgttcgaatg cgattggttt ttataatatt ttttaccatc tttataaaag taatcagcca
  2437681 tatgaattta aagctccctt ctattagata tctatataat ctatttaata aagcgaagta
  2437741 gtgcttgtac aacataataa aatccgctct cgtaaattac ctgaaaatgt tatttgaaaa
  2437801 ttaaagagcg ccaattaagg gcgctcctta taccgattgc tttatcgatt tctcgataac
  2437861 tttcattttc attcaaataa cgtagaacga tttgtatttt ttcatcagct gtaaatttag
  2437921 ccatagaaaa actgcacctc cgattgttag actgtgtcaa acaattgggg tgcagttcaa
  2437981 cttaaggtgt tcttttgtag ttttattgta aagttattgt aaatgataaa tacaatacat
  2438041 tatgtatatt gtataattca aatgtataga gatatatgat ttcggaggtg ctggatatga
  2438101 taactacttt taatttttaa aaggggcgtt ttggtaatgt tttatttgga taaatagttt
  2438161 ttacttttct tttaaatact tggtttaaat taattagatt aagtaattat ttttctagtt
  2438221 tttgttgatt aagaaaaatg aagaaaggaa gtaatcattt tatggaaaaa ttaaagttgt
  2438281 taacatttga aaatatagta gagcctcttt taaacgaaag tgtatcattt atatattttc
  2438341 ctattgaatg gcttgatatt gtagagatac attataagac atttttatta acgagtaagt
  2438401 tgaaacgatt gaatgaaaga ttatatgata tgttttctga tatattattt attcagcata
  2438461 atccgtatgt attaaatgaa aatacaccat ggattgtatc gaaagaacct attagaaaag
  2438521 aacaactcga ttatattttt caaagttggt atgagattat tcatgattgg aaacctaata
  2438581 aattaataga atcgccaaaa tatgaatggc attacgattt aatttctaat ttaaccgtat
  2438641 tacatgataa agaagtatat tctaagtggg tgcccgcttt aatttcacat attttttgtg
  2438701 aacgtcctgt acaattagaa aatataaacg aagaagatat atatttttct cctcttagaa
  2438761 cacaaaatat ttgtgaggcg atgtcagagc ctattaaaga tgaaaaaaca caagactatt
  2438821 ttgcctacgt atttcggttc gaatatataa cacgcggagg agagaatatt ccattattaa
  2438881 atgtttcaat tggaattcgg agattttatc aagaatataa tcatccagat atctctttgc
  2438941 ttttgagacg aaaacggggc atgattttaa tttctactcc ggaatttgca tcgaataata
  2439001 acaaattacg gtttgtaaaa ctaaaagtac aacaagctac aaacggtata aaatggatta
  2439061 agatatttag gaatttaaaa gatgattttc atataggtgg agaagttgaa ttggagcata
  2439121 ttcttcaata tccgaaagat tatatgctag gaacaaatct tagagtattg cttccataca
  2439181 atgagagaat atataaattt caaggtacta aaataaaacc aggtataaaa gtaaaggaaa
  2439241 gagagtatct atttaaagcg tttcagcaaa aattcgctta tttcacatta ataccagaat
  2439301 gtaagaaact agaaacaaat aatgaaaacg aaatattccc tttaattgct ccgaaaggat
  2439361 tagagactat aacgttagaa atatggtctg aaaaaatatc gttggaagta gaacaagcgt
  2439421 tatttgaaag tgaaatggtg ttagctcaaa tcagtgagtc atcatatgta ttacatgcag
  2439481 ataatccagt attgttaaaa atagtaagat gtaatattga aaaagtattg caaaatccat
  2439541 ataagatgca atattgccag aagtataaaa cggatttagt agaggatgtt atgaaagcgg
  2439601 tttatgctac tgcaggtaag cgcaatgatg cgacattggt gttaattgca atgaaaaatt
  2439661 gtgatggacg tgaaaaaatt gatccaaagc aaattattag agaaggattt gcacgaacaa
  2439721 accgtatttc agcatttatt aatttattta taggccaaag tgtatctcgt aaaacgatta
  2439781 taaatggtat ttttagttta ttagaacaaa gaggattttt aaaacgtagt tggaataaga
  2439841 taaatttacc ttgtacatat gttaatttat caattgaacg aatctcgaaa tttgatttct
  2439901 tacccatttt ttcacaaata aaaggaaaag aaatttcata taaattatat gggaatacag
  2439961 agtggcaaac gattgattat ttattgttaa atgtaaataa acataatgcc tttttaccgc
  2440021 agccttcaaa aagaaatgat atgggcattc aatttaaaca atttgtttct gaaacattaa
  2440081 cggaagtttt acaacatgca aaagaacaaa atgagcaagt atacttcata atagatgcga
  2440141 atgtaagaaa acattggata aaagagttac aaaatgaaaa aattgatata gatactttcc
  2440201 ctgacattgt tccagatgtg ctaaaggttc caaacttaaa tgctgtaaga ataaatgcat
  2440261 cttttgatgt gccaaaatac ggtgtgatag aatgtgatga tgtactggat agtacaagtt
  2440321 tatatataga tcaaaaagga atgtattata gcactggtga gtattcgtct aatggtagtg
  2440381 aaaccttaca tcgatatata cttgaaatat tcccgctagg cgtaaaagct gttgaaagga
  2440441 actatattgc caaaatggta cattacatgt gctgtaattc aagtatgctt ttggaaaaga
  2440501 atatacacat gccatatccc atgcatatgg caagagtaat aaagaactat atgacggata
  2440561 tagatgcaag agagtttaaa gagtttgatg atgaattgga tgtagatatt ataaaaatag
  2440621 aaaagaaaga ttcgattatt cggatttaaa taatagtaga taaatcctgt tcattatatc
  2440681 ggtcaggatt tgtcattttt tcatgtaaat aaggatatct tttgtcatgt atcttttctt
  2440741 ttacatattt actttatttc catacaggat taagatgttt tttagaaata aaaaactaca
  2440801 tcatacggaa aagctatatg aattgactca aaagaaattt gaaaggaatg aggaattgtg
  2440861 aagaaattag atgtgctatt aatgctattg agcggcctct ttccagttgc aggaatttta
  2440921 aagcaaatcc cactagaaca atctttatat attggaggcc tcttattttt tactagtttc
  2440981 ggtagttatt ttgcgaaaaa aatatattca cgtatatgta gttggatagc gtatgcgcca
  2441041 tttattacat tattgttaat catttggcat caagatattt caactagttc aataatagcg
  2441101 aatgcgaaaa ttgccgcttg tatcgcttta gtcccatgtt tattccgttt tcgtacatat
  2441161 ggacttactt tcggtttatt tgcattatgg tccgctttac tttgggatat gaaagaagta
  2441221 cagtcgttag tcatacttga acgtatgtct agtttaatga caagtaattt caaatatatc
  2441281 atgcttttag ttggtggact tatatttggt ggattacttg caatgttaat ttaccgcaaa
  2441341 gagaaagatg ataataaaga aaatataaat ctatttaaac aaaaaaaaga aacgcaaaaa
  2441401 attatccttt aagattccac ttccaagatt accgaaattt aggatgaaat tatttaagtt
  2441461 tggtggaaaa gtatctaaac gaaaaacgcc agaaaaaata cgtgagcata attacgaaga
  2441521 atcagctcca gctgcaacat atgaaatgaa agagcaaata catcaacata aagaaggtac
  2441581 ggctcaagga caaacaagga tggaacgtcg tagaaatagg tataatgcat aagagatttt
  2441641 agtaaacctt taatgattta tcattaaagg tttttttgta attacatata gattgctaat
  2441701 gagaaattta tagcataatc taaagcagag gactccaata aaataatggg aggataaaat
  2441761 gcttattatt atatatattg ccgtcagtat attattttta gttagctttt tacatgttta
  2441821 ctgggctttc ggaggtaagt gggcgacaaa tagtgttatt ccaactaaag atggagaaaa
  2441881 ggcgtttaca ccaggtgcag gaatgacatt gatcattgcg ttattattaa gtatggcagc
  2441941 aataatttta ttacaacaaa ctaatattgt tcattttgca tttcctaata ttattgttca
  2442001 agtggcatcc tgggtgtgta tgattgtatt tctcataaga gtaattggtg agtttcatta
  2442061 ttttggtatt tttaagcgaa aaaaagatac ccaatttgct agaatggata ctgttttata
  2442121 tataccactt tgtgcatttt tatctttatc attcttatta gcaattataa cttgaacata
  2442181 aaatagtggc tgttttcttc aaaataatat aaacgtgaat tggcaaatct aaaagtgaaa
  2442241 aatctaggag taaataaaaa ggatgtaagc gcctttttac cgaattatag attattatga
  2442301 aaggcgggtg acactatgaa gtacgtaaaa gtcagtatga atggtggaag tgaacacaaa
  2442361 ttttcgatga ctttagctcg gtttgaagaa cttattacaa cagagaatgg gctattagaa
  2442421 aataaattag ttagcattga aaatgtaatg attaatccta ctaatatatc ttctgtagtt
  2442481 gaaaaaatcg gtgtaccggc taaatttatg gaagcttaaa aatgtgtaca taaaaaacat
  2442541 ccagggggat gttttttata tgataattgt acaatggata tttgaacaaa ttttttaacg
  2442601 atacctatgc atgtatgaag tagctagata tgatatttaa tatatgcaca ataaaataag
  2442661 tacaagcata tattaaatag taggacaaga tcttcgtgtc cgaatcaata ctcagaaaaa
  2442721 acctctaatc acattagggc atcccaatag cagggtgctc ttatttttta tgaaaaatgt
  2442781 agctctacaa tggcttcgtt tcaattatag ttttctttaa cctttaattt taaacttatc
  2442841 ttttacgtta ataaaaatta agaataaaat gacagcaata attaaattag acagatagaa
  2442901 attttggtga aacagtagtt caaaggtaac atcaagtata tacaataaag cgacagcagg
  2442961 taatatacaa ataaatataa atctccaatt ttttaaataa tgtttataat tagtaagtac
  2443021 tttttccatt aatatttctc ctgtagtttt tattttctat ataattatac attccaatta
  2443081 aaggatttaa taagtgttta aaatttattt agcaactatt gtgattttgt gtgattgata
  2443141 acggggaagc aaaaaatatt ttaggtctat aagttgagga gaagatgaag aaagatttca
  2443201 ttaaaaactt agatagctgc attaatcaat gtaagaaatg atttaactaa aaagctttta
  2443261 aagaacgata gtaaaatgat acactataat ctacgttatt ttgaaatgaa tagagggatt
  2443321 tacgtgatag ataaaattaa aagcgttgtt gaagatatgt atgaagatga agcaaaacat
  2443381 ttacttcaaa gtattctaat acagttagat gtattagacg ggaattataa cgaagatatg
  2443441 ataaaaaatt taacgagtat tcctaagcaa ttgacgaatc atgcgactca ggaaaagaac
  2443501 gcaagagaaa gtatacacat tcatatcgct tttgatgatt caacagccgg ttgtttaaaa
  2443561 tatatgttga aacaggaagg gttactcgag gagagtgtgg tttcattctc tgaattcttt
  2443621 tcaattggac caatacatca attacataca aatgaaggtc aattagcaag aaaagaatgg
  2443681 ttagtaaaca acttaaccgc ttatgatagc tattttgaag atgagtattt accaagattt
  2443741 gagaaaactg tagaagttct acattcaatt ccgaatgaaa caccaattac tatttggaaa
  2443801 gcggagaacg cacatgaaca tgtaggctta agttttgtaa ttgcgcaatt aaaagataag
  2443861 aaaaacattc gagttatgaa tacgtctgaa gcgagtaaag aagtattaaa acaagagtat
  2443921 gatattcgtg gaactggaga attagcgcct gaaagtttag ccctaattca aaaaagtttt
  2443981 gtagaactgc cgtatttaac tgtggagaaa cgtatgcagt ttgaacatga gtgggatagt
  2444041 ctatcgaaaa gtacggaatt tttaagagtt tggaccgaca atgaagtgca ttctgtacaa
  2444101 gaagattatt ttgatcaatt tataattgaa tgtgcgaaaa gtgtaggtgc tgatcaagaa
  2444161 tttctaaaag ctccgatagt aattggtgaa gcacttggtc ttgtagagca tttagttggc
  2444221 gatacgtttt tagaatatcg cttaaaggaa ttaattaaac aagaagtatt tgaatttgta
  2444281 ggttcactag atgaaatgcg cttttatagt gtgaagttaa ggaaataata aatacatttt
  2444341 atgtttaaaa acctcgtatt tttaaaaatg cgaggttttt aaaatgaagt tgggctataa
  2444401 cataagcttc ctttagaaag cacatcacat atgaatgtta aaggtactga atgaaaagaa
  2444461 ggtgatttgt taatatgtat aaccaacaaa attatccata taatcaagcg atgtattata
  2444521 atccacaaaa ctgcggatat gaatctacaa atgaagtgag agatatggaa caagaagatt
  2444581 atagaccaga tgatgcggag gatgctccaa cgtcaccacc accgtcacaa gctccatcgt
  2444641 taccatctac atttgcttct ccagcacaag caggtaatat gaaatcatgg atgtgtaact
  2444701 gtttaggaag atggggatat ttacgtttac atcgtcctgg gcctttcgga agagacttat
  2444761 ggttttttcc gactgaagtg agaagaaacg gagtatcagg ttacacttgg caaggtggtc
  2444821 gtcgtcgtaa agtaagttac cgctatcaac aaattagtaa ttatatgtgc tttgcataaa
  2444881 gaagagtgag agagtagaag tattttactc tctcactttt ttatttttca atatatgaag
  2444941 taagattttg tgtaaaaatt tacaattttc gcgtttttat tagagtataa ttcatttgtt
  2445001 ggttgatttt caaaaacaaa tgagagtgag ggaatacaat ggcaatgaaa aataaagttg
  2445061 gaataagaat agaggatggc attaatttag cttcagctca gtttaaagaa gatgcgtatg
  2445121 aaatctataa agagtctaga aaagtgcaac ctgttttatt tgtgaataaa actgaactag
  2445181 gggcggaatg gcttataaca agatatgaag atgctttacc actattaaaa gataatcgct
  2445241 taaaaaaaga tccggccaat gtgttttctc aagatacatt gaatgtgttt cttactgttg
  2445301 acaatagtga ttatttaacg acgcacatgt taaattcaga tccacctaac cacaatcgtc
  2445361 tgcgatcact tgtacaaaaa gttttcacac cgaagatgat cgcacaattg gaaggtagaa
  2445421 ttcaggatat cgcagatgat ttattaaacg aagttgaacg aaaaggttca ttaaaccttg
  2445481 tggatgatta ttcattccca ttaccaatca ttgtaataag tgaaatgctc ggcattccaa
  2445541 aagaagatca agcgaaattt agaatttggt ctcatgctgt cattgcttac ccagaaacac
  2445601 cagaagaaat aaaagaaact gaaaagcaac tatctgagtt tattacatac cttcaatatt
  2445661 tagttgatat gaaacgaaaa gagccgaaag aagacttggt tagtgcttta atacttgcag
  2445721 aaagtgaagg acataaactt agcgctcgag aactatattc aatgataatg ttattaattg
  2445781 tggcgggaca cgaaacaacg gtaaatttaa taacaaatac agtattagcg cttcttgaaa
  2445841 atccgaatca attacagtta ttaaaagaaa acccaaaatt aattgatgca gctattgagg
  2445901 aaggattacg atattattct ccagttgaag taacaacttc aagatgggca gatgaacctt
  2445961 ttcaaattca cgaccaaaca attgaaaaag gagatatggt tgtcattgca ttagctgctg
  2446021 caaaccgtga tgaaaccgta tttgagaatc cggaagtatt cgatattact cgcgagaaca
  2446081 atcgtcacat tgcttttggt catggtagcc atttctgcct aggcgctcca cttgctaggt
  2446141 tggaagcaaa aattgctatt actactttgt ttgagagaat gcctgaacta caaataaaag
  2446201 ggaatcgtga agacattaaa tggcaaggta attatttaat gcgttcttta gaggaattac
  2446261 cattaacatt ctagaatatt tattgtaaga catgcataca tagaaaatga tttacataga
  2446321 gtatgtatgt gttatttaaa ttcgaaacgg aagggtgaaa acatcccaat gatcaactaa
  2446381 ttctatttgt aagagatctt cgttaaaaaa cgaaatattc ttctgaatag gattagtctg
  2446441 tacatttata gaaaagggat gtatttcgct ctgcgaaaaa tatagtcttt tcatatgatt
  2446501 tgtgctgcct cctgttcaga acatgaaata ggaggctttt ttatgtcgac aaatgtagaa
  2446561 atgaaacaaa ataatggggt atcacaagta ttaaaaaaca ggtttgtaca aggaatttta
  2446621 gcatcagcat tatttttaca aattggaata tgggttcgga actttgcggt attactatat
  2446681 gtaatggaaa tgacaaaagg tgatgctttt gctatctcga tgatttcagt tgcggagttt
  2446741 gctccaattt tcatcttttc ctttattggt ggaacgtttg ccgataggtg gaagccgaaa
  2446801 aagacaatga tatggtgtga aacgttaagt tctatttcag tatttgctgt attaattact
  2446861 ctaatgttcg gaacgtggaa aatcgtattt tttgtaacac ttatttctgc aatcctttcg
  2446921 cagttttctc aaccatctgg aatgaaatta tttaaacagc atttatcggc agaacaaatc
  2446981 caattagcaa tgtctattta tcaaacaata tttgcgatat ttatggtttt aggaccgatt
  2447041 cttggaacat ttatttttca tagttttgga atttatattt caattattat tacaggtatc
  2447101 gcttttttac ttgcagcagc ggtgttgtta tttcttccga aagatcttga gaatgataat
  2447161 gagaagaaag aaatcactct gttacaggaa atgcttgatg gtattaagta tgtcaaaaag
  2447221 aaaaaagcat taactttgct agggctttgc tttatggcag caggactagg gataggatta
  2447281 attcagccat taggtatatt tatcgtaact gagcaattag gactgtcaaa agagagttta
  2447341 caatggttac taacagtcaa tggtgcagga atgattgttg gcggtgcttt agcgatggta
  2447401 tttgcaaaaa acgttgcgcc gcaaaagatg ttaattatcg gtatgctcgg tcaggcgatt
  2447461 ggcatcggta ttataggtta ttcgacaaat ttatgggtaa cacttacagc gcaacttttt
  2447521 agtgggttag ctcttccatg tatccaaata ggtattaata cgctcattat tcaaaaaagc
  2447581 gatacagatt ttattggtcg tgtaaatggc attttaagtc cactattcac cggttcaatg
  2447641 gtagtaacga tgagtattgc tggctcatta aaggagatgt tttcattaag tatgatgtat
  2447701 gaaggaacgg ctttcctatt tataattgga ttattgttta ttttacctat atacaattta
  2447761 aagccaacga tagtaataga aagtgaaata agtggtaaag gaagtgctat acaaaatgaa
  2447821 tcctaatcca aatgttaaat accctattga aggaaatcaa aacgtccatt ttataaaaaa
  2447881 tacaataaca aaagctaata tactcgttgg agactattca tattatgatg cgaaagatgg
  2447941 agaaacattt gaagatcgag tattacatca ttatgaattt cttggagatc gccttattat
  2448001 tggaaagttt tgttgtattg caagtggagt tacctttatt atgaacggag cgaatcatcg
  2448061 gatggatggg ttttcggcat atccatttaa tatatttgga aatgggtggg agaagtatac
  2448121 acctaatttg tctgatttac cttacaaagg cgatacagtt ataggaaatg acgtttggat
  2448181 cggtatggat gcaaccatta tgcctggaat aaaaataggg gatggtgcaa taatagcagc
  2448241 taaatctgtt gtgacgagag acgtcgcacc atatacaatt gttggcggaa accctgcaaa
  2448301 taaaataagg gagagatttt caaatgcaat aatagaagaa ttattacaaa ttcaatggtg
  2448361 gcattttgat attgaaaaaa taactgaaaa tataggtgct attgtacaag gaaatataga
  2448421 gccattaaga aagctaaaaa gggaataaaa aatgcataac aaagagtatc atacctccga
  2448481 attttgttaa tgataataga acaaggaggt gtgatactat ggcacaagac gttttatgtg
  2448541 aagtaaacaa ctgtaaattt tgggctaacg gtaataaatg tagcgcagac gcaatttatg
  2448601 tagtaagtca taaagggaaa caggcatcga ctacagaaga aacagattgc aaaactttcg
  2448661 atccggaagt ataaattttt gaagggtagc caaatcgtgg ttgccctttt attaattata
  2448721 gtattgataa taaatctcat tttcattcat tgtttttaac ttttctttta ttttttcata
  2448781 ttttcttcat aagtgatgta atccagagca attcatgttc gatacgtgat ttactaaatt
  2448841 caatgacttc tgtaataaaa ggtgagttag catctagaga ttgaatagcg gtaagttgtt
  2448901 tatgtagtat gtcttggcgt attgttaaaa cttcttttct agcttcataa tcaagctttt
  2448961 caaaaagcgc gatacgaaca agaaattcta tattgtttgt cgcgagtttt tcgggaaact
  2449021 cgcgcaacat ttcagaaaag atttcttctc ctgtttcagt tatgtcgtac atatttcgat
  2449081 tgggcttacc gacttgtgta tgtacttttt tcgttatagc ccccatattc tcaaaacgtc
  2449141 gaagagaagg ataaagcata ttatgattta attcaaaatt ctctcctaac cgattttgaa
  2449201 tatttttctt tatttcatac ccatattttg gccctgacgt caattctgcg agcaataaaa
  2449261 tatcaacata cataaaaatc ccccttattt atttctcaag ttctcctacg aaaaatgccc
  2449321 tttagtatat gttaaaataa catatgttag attatacaac tttgaactac cgacctatca
  2449381 cttttattgt aaaagaaaag ggaggaaagg actatggctt cgcctgaaaa tgtgatttta
  2449441 gttcatgaaa tttcaaagct gaaaacgaaa gaagaattgt ggaatccgta tgagtggtat
  2449501 caatttatga gggataatca cccagtacat tatgatgatg agcaagatgt ttggaatgtt
  2449561 tttttatatg atgatgtaaa tcgagtctta tcggattata gcttattttc aagtagaagg
  2449621 gaacgaagac aatttgcaat cccaccttta gaaactagga taaatattaa ctctacagat
  2449681 ccaccagaac atcgcaacgt acgttctatc gtttctaaag catttactcc aagaagttta
  2449741 gaacaatgga aacctcgaat acagtctatc gcaaatgaac ttgtaaaaga tattgaaaac
  2449801 tgtagtgaag ttgatatcgt tgaacagttt gctgctcctt tacctgttac cgtcatatcc
  2449861 gatttattag gagtgccaac aactgaccgt aaaaagatta aagcatggtc tgatattcta
  2449921 tttatgccgt atagtaaaga aaagtttaat gatctggatg cagaaaaggg gatagcacta
  2449981 aatgaattta aagcatatct tctaccgatc gttcaggaaa agagatatca tttaaccgat
  2450041 gatattatct ctgatttaat acgagctgaa tatgaaggtg aaagattaac tgatgaagaa
  2450101 attgtgactt tttctttagg cttattagcc gcgggtaatg aaacaactac aaatttaatc
  2450161 attaatagtt tttactgctt tttagtggac tcacctgcaa catataaaga agtaagagaa
  2450221 aaacctaaat taatttcgaa agcggttgag gaagtattac gctatcgctt tccggttaca
  2450281 ttagctagga gaattacaga ggacaccaat atatttggac ctttaatgaa aaaggatcag
  2450341 atggttgttg cgtgggttag tgcagcaaat ttagatgaga aaaagttttc acaagcatct
  2450401 aagtttaata tacatcgaat aggaaatgaa aagcatttaa cctttggtaa gggccctcac
  2450461 ttttgcttag gggcaccact tgcgcgttta gaagctgaga ttgcattaac tacctttata
  2450521 aatgcttttg aaaagatagc attatctcca tcattcaata tagaacaatg tatattggaa
  2450581 aatgaacaaa ctttaaaatt cttacctatt cgcctaaaac ctcaataaac tgttcaacaa
  2450641 ggtgcaaatt tactgtacct tgttttttta tttctcaatt gtaaaatttt agttagttat
  2450701 ttagtatgga agtgtgtaaa taagagtaga ggaggatgct tatgttaaca tgtaatggaa
  2450761 gtaagacgtt ccaaacgttt attaaagctg taacggattt agtaaatagc aatttattag
  2450821 aagatcaaat tgtttgtagg attgaaaaat tattagaaaa acttttagaa aagaaaacat
  2450881 ggcttccgtt agaaaaacag aaggcgaatt cagctcaata tgcacgacac ttgctatatg
  2450941 aagatccttt aaatcgtttt gaagtattag ctcttgtatg gaaagatgga caatcgactc
  2451001 ctttacatga tcatgatggc acatggggag tagaaggcgt atttacagga agaataatgg
  2451061 tgcagaactt tatacaaacg aagcagcttg aaaattcact tgtttattta actcatacag
  2451121 gaaatcttta tttgggagaa ggagaaacag ataaagtcat tccaccagct gattgtcata
  2451181 ttcttgaaat agcagaaaat gaaagcgttg tcactattca tatttatgga aaacgtttag
  2451241 aaaagtttaa aatatatgtc ccaactgaag aaaagaatgt gtacatgtgt gagacgaaat
  2451301 atattagtta tagttcatag tttaaaatca gaagcttttc tttaaaaaga aaagcttctg
  2451361 attttatttt taattatttc ttgacctgaa acgcttttca taaattataa ataaggagta
  2451421 cttcacgaaa tcagtatgaa aacgatacct ttcgtttaat ataaattcgt gtatatatag
  2451481 aaagtggtga agaaataatg aaattaatcg caattgattt agatggaacc cttctttcgg
  2451541 ggaataaaat gattagtaaa gagaatgcag aagcgattcg aaaatgccag gaagcgggcc
  2451601 atgttgtggc aatttgtaca ggacgttcta tagtcgacat tgaacgattg ttgctagaag
  2451661 tgaatttaga gtgtccaatt attgctgaaa atggtgcgct tatatataaa gataaaaaaa
  2451721 tgatgaaacg atatccaatt caaaatatgc aagcacttga gattgtgaat tatcttgaag
  2451781 agaatggttt atattatcag ctttatactg ataaaggtgt gtacgtacca gattatggag
  2451841 tagagagtgt acgtaatgaa atagaatatg tgaagaattc aaaagaaaat ttcgacttga
  2451901 aagaattaga aacgattgca gcattatacc ttgaacatac agcgtttctt agtgcagaaa
  2451961 gttgtaaacc aattgtagaa actgatatac acgtgcataa gcttttacca ttttcttatg
  2452021 acatggaaaa attaaaaaag ttaaaagaaa cgtttctgca taatacggat ttagcaatta
  2452081 catcttcata ttggcataat ttagagatta atcaccgaga tgctcaaaaa ggaaatggac
  2452141 tatatacttt agcagaacat ctgaatattc cagttgaaaa tactgtagca ataggtgatg
  2452201 ggctgaacga tgtatctatg atggaaaaag caaatatatc aattgcaatg ggaaatgcag
  2452261 ttgaagaaat aaaagcgatg tgtcaatacg aaacattgac taatgaagaa cacggtgtcg
  2452321 cacatgcttt atataaatat gtaatgtaat ataaaaagaa aaaaagaatc taaatagatt
  2452381 ctttttttct ttttattagg ggtaaggtat tttatgagat tcatagaagc cttattacat
  2452441 tttattatat agaatatatt ggaataaatg tttatatttt tcatactaat tgtgaaaatt
  2452501 ttatgaactt tatatttaat gtatttttat actgctacta gtgcgtatga atccatgtta
  2452561 aaacttaacg aatgaaagga cgttaaggag agtttttgca acaaagaaga tcatgattgg
  2452621 atcggataat agtcaatcgg agatgaataa aacttactaa ttagagtttc aaattggacg
  2452681 gatattcttt tctgatttta attgaaaaat aaaatttatt cgaataatta ttcttcagct
  2452741 atatacctat aggcacattc ttcgtataat ggagaagtat gaattttaaa tttgtatgaa
  2452801 ttttacatat tgaggtgaaa aaggaatgaa tgcgcggcta atggaactta ttgatgtgag
  2452861 tacaatagaa accatggcag aacaatttta tcaattaacc aacatatcac atcaacttct
  2452921 tgatgctgaa aaagaatgta tattttcatt tggaataaat gaaaagaaaa tatgtaaact
  2452981 tcccaaaatt gaaatcccca ttttttatac aatcaatatt taggatcttt tgttgtatgg
  2453041 tctcagaaaa gcgaaatttt caattgccaa aaatactttg aaatgctttc aaatctaatt
  2453101 atagatggag caatgaaatg ctttcaaagt aaaaatacaa cattacttac tcgaaaagag
  2453161 gaggaactac atacaatcct acaaaacatg cctgttatgg ttgatgcgct tgattataat
  2453221 ggagactttg ttttgtggaa tcgcgaatgt gaaattgtaa caggatatac tgcggaagag
  2453281 gtaattggaa atccagacgc acttcaatta ctgtatcctg atcataatta tcgtcatgag
  2453341 atacaaaaga aatttttgac tcgtggaaag aattttagag attgggaaat gcgcttaaca
  2453401 tgtaaaaatg gtgaaattaa aacgataatg tggtccaata tatcagaaca gtttcctgta
  2453461 agtggattta gctattgggc tgttggtgta gatattacac atttaaaagc aatagaagag
  2453521 aaattaaaac aacaaacgtc tgaattggaa ttaatttttc aagctttacc agatttatgt
  2453581 ttcttaacag aagatgatgg aacaattatt gattataaag caggatcccc cacaaaattt
  2453641 tacgtacccg cagaagcttt tatgggaaaa aagttttacg aagtattacc atcttcagta
  2453701 gcacaaaaac ttcaagaagc aatttgtcaa gtaaaagaaa aaggaacaaa tgtaattgtt
  2453761 gaatatccac ttacaattaa tgaaagtatc gatttctttg aagctagatg tttaccttta
  2453821 ttgcatgata aaattatgat tattgtacgg gatattacag agcgaaaaaa gacagaagaa
  2453881 ttgctaaata aatcagatac acttgcagca atcggtcaat tagcagctgg tgtagctcat
  2453941 gaagttagga atccattaac agtcattaaa gggtttatac agttattcca aattaataaa
  2454001 gaagatcaag aaaaatattt tgatctaatg ctttctgaaa ttgaaagaat agaagcgatt
  2454061 cttcaagagt ttttgtcgat tgctaaaaca gacgaaataa gtaccgaaaa gaaaaatatt
  2454121 tatcaaatat ttaaaaatgt cgtctcatta ataaatacaa aagcaattat gacaaacatt
  2454181 caagttgaat tatatacaga ttccaaagat ataatcattg aatgctcaga aaatcaactg
  2454241 aaacaagtat ttattaacat tttgcaaaat tcgatcgaag ctatgccaga tggcggaaga
  2454301 atttcaattc acataaaaga aataggtaaa gatggtatca ttattagtgt aattgataaa
  2454361 ggaataggaa tacccgcaga aagaattaaa agattaggtg aaccgttcta tagtacgaaa
  2454421 gaaaaaggta ccggtattgg attgatgtta agttataaaa ttattgaaag tcatcaaggg
  2454481 aatataagta ttatgagtga ggttggtgtc gggacaacag taacgattta cttgccaaaa
  2454541 attcagagta aaaagccttt atcaaattat ggtgatagat tagaatcaat acgttcaatt
  2454601 attaactctt aaattattaa atacccaata acgaaaagtt aagcttttcg ttattgggta
  2454661 tttttgtatt taatttagaa aactttacct tttctttaga tttgctttaa tttctattaa
  2454721 gtttttatca atatattagt atttgtgcaa ggtaatgtat agaaaacgta cattactttt
  2454781 aatatataga ttcaattatt aatagaaata cagtgaggag gagattatgc caaggtgaaa
  2454841 aaacaagaga aaaaaagtgg tagagcagta acaatgcggt taaacattct atttttttgt
  2454901 gtatttatat tattttctgc catgatcata caattaggta aagtacaaat tatcgatggt
  2454961 gagacgtata aaaatgaagt agagaagaga gaaaatgcaa cggtaagcct ttctgtcccg
  2455021 cgtggaaaaa tatttgatcg agaagggaat ccagtagttg ataataagtc tttacgtaca
  2455081 attacatata caaagatgaa aggtgtaaaa tcagaagaaa tattaaaaac agcaagacaa
  2455141 cttgcagaca taattgaaat accacaagaa gatatagata aactaactga gacggataag
  2455201 aaagattttt ggatgcaatt aaatccgaca ctaaccgaaa aattagtatc taaaaaagaa
  2455261 ataaataagt tcagagataa agatattacc ggaaaaaatt tagataaaaa aattgaagag
  2455321 ttaaaaagaa aacgagttac ggataaaaat cttcaggatt taacagataa agatataaaa
  2455381 gtgttagcta ttaaaagtaa gatgacttct ggttatcaaa tggctccaca aattattaaa
  2455441 aaagacgtta gtgaaaagga atttactata attagtgaag gtttggcgaa tctcccaggt
  2455501 gtagacgtgt cggttgattg ggagagagtg tatgtgaatg atggattatt ccgatccgtt
  2455561 cttggaaatg tttctaattc tgatgaagga ttaccaagtg aacgattaga ttattactta
  2455621 gtacgtgatt atagccgaaa tgatagggtt ggaaaaagtt atatcgagca gcaatatgaa
  2455681 gatgtacttc atggtacaaa aaaagaagta agaagcgttg cagataaaca aggtactaca
  2455741 attagaacgg agacaatttc ggagggaaag agcggtaaga acttaacttt aacaatagat
  2455801 atggaattac agaaaaaagt agaagaaagt atagaaaaaa tattaaaggc atataaagga
  2455861 tcagaatcca tgttggaccg tgctttcgtt gtaatgatga atccgaaaaa cggacaagta
  2455921 ttatcaatgg ctgggaaaag acttgtagaa aaagacggga aaacagaaat tgaagactat
  2455981 gcattaggta caatgactag ttcatatgag ttgggatcaa cagttaaagg tgccacagtt
  2456041 ttaactggat ttgaaacgaa agctataaca ccaggtactt atttttatga tgcacctatg
  2456101 aagtttaaag gtactaggga gaagaagtct tggaaagagt ttggaaatat tgatgattta
  2456161 agagcgttac aagtctcttc aaacgtttat atgttccata cagcattaaa aattgcaggt
  2456221 gtggattatg tgagaaatag ttcattaaat attaaacagg aatactttga taaaatgagg
  2456281 tactatttta gacaattcgg attaggtgtt ccaacgggta tcgatttacc gaatgaaaca
  2456341 gctggacaaa ttggtaaaaa agataatcaa cctggtttct tattagatta ctcaattggc
  2456401 cagtacgaca cgtatacacc acttcagctc gtacagtata tttcaacaat tgcaaacggc
  2456461 ggatatcgaa tgaagccaca aattgttcaa gaggtaagag agcaaacttc gcaaaaagat
  2456521 gagattggta aagttgtgca tgcagtagaa ccaatagttt taaataaagt tgatatgaaa
  2456581 gaggaatata taaagcaagt aaaagaagga tttagaaagg tattccaaga tggagatgga
  2456641 acaggagtaa gagcgttcca aaaagcatct tataaaccag caggtaaaac aggaacagca
  2456701 cagacagtat acggtggaga aagtgatatt ggaagaaatg aaaagggcga gagaagagaa
  2456761 tgttataact taacgttagc agggtatgcg ccatatgata atccagaagt agcattttcc
  2456821 gtagttgtgc cgtgggttat gaatgataaa tctggtatta actctgatat tggaaaagaa
  2456881 gttttggatg cttattttga attgaaaaat aagcgattga ctggagaaac tttacaaaaa
  2456941 gatagctctc aagaaggtta aaacatatga aatagtatag aaattagagt cgtttaattt
  2457001 agggatagat tcaaaatggg tgatagaaag gtaaaaacat tctatcaatt gttcacgttt
  2457061 tataaaaaaa atcatatatt gatagcatag gacaagctga aaagcttatt ctaacctcac
  2457121 agaacactcc ttatcacggt taggcatcta cttatgtaga tgcctttttt aattaaataa
  2457181 ctgataatta tttatcaatc taaagtagca agtatattag gactattagg ggaagattga
  2457241 cggtaatcat tacagtatga ttaataagag tgttgaaatg taaggagtga gaaagaagtg
  2457301 ctaaatattt taatgattaa tttgccagca gagggacatg taaacccgac attaagttta
  2457361 gtcaaagcct ttactgaacg gggggatcac gtacactata ttacaacaga acactttaaa
  2457421 ggcagaattg aagatttggg agctactgta tatacccatc cagatttatt aaaggatatt
  2457481 tctattgata ctgaaacttc atatggattg aactctttct ttcatgtaca tgttcaaact
  2457541 tctttatata tattagaaat tacgaaacaa ttatgtgaaa gcattaattt tgatttcgta
  2457601 atttatgata tatttggtgc tggagagtta gtaaaggagt atttacaaat tccaggcata
  2457661 gtttcttctc ctatattttt aattcctact gaatttttgg agactttacc ttttcatcct
  2457721 aatgcagaaa taccattcca acctgatgaa atttctgaac agttactata tcgaatggaa
  2457781 catgaatttg gagtaaagcc taaaaacaat cttcaattta tgcataacaa gggagatatt
  2457841 actcttgtgt acacaagtcg ttacttccaa cctaatagcg atttgtttgg agaaaataac
  2457901 atttttattg gaccaagtat ttcaaagcgt aaaacaaatg tagagtttcc acttgaattg
  2457961 cttaaaggta agaaagttat ttatatttca atggggacac tgcttgaagg acttgaacca
  2458021 ttctttaata cttgtattga tactttctca gattttaaag gggtagttgt aatggcaatt
  2458081 ggtgatagaa atgatcgttc taaaattaag aaagcgccag acaattttat aattgcttca
  2458141 tacgtactcc aatcagaaat attaaatgaa gcagatgttt ttattacaca tggcggcatg
  2458201 aacagtgtac acgacgctat ttattttaat gtcccatttg tcatcattcc acatgataaa
  2458261 gatcaaccga tgatagcaca aagattaact gagcttgaag ccgcacatag gttattgaaa
  2458321 gagcatgtta atgtacaaag tttaaaagaa gcggtaacag acgtactttt aaatgaaaag
  2458381 tataaacatg gtatacgaaa attaaaagat agctttttac aatgtggtgg tgcaaaagaa
  2458441 gcaatctcag ttattaaatc tctattaaat aaatagtgta aatcatataa aagcatagag
  2458501 gctcaacctt tatgctttta tatgattatc ctgcaaactg cacagcagta tttgcatgta
  2458561 aaaaagcagt atcaaacaca ggaacagtaa gatcgttttg ggaaataagc agtggaattt
  2458621 cggtgcagcc tagtagtata ccttctgcgc cattttgaat taatgatttt gtaatttgta
  2458681 atagcttttc ttttgatatt tctgaaataa tccctttact taattcattt aaaattacat
  2458741 gatgaataaa atttctgtcc tcttcatttg ggatgattgt ctcaatgtta tagtttgcta
  2458801 gtcgtgattt atagaagtct tgttccatcg tttgtttcgt acccaatagt ccgatacgct
  2458861 taatattctg ttctaccatt tctttagcac ttacatcacc aatatgaaga agcgggatgg
  2458921 atattgcact ttctacctct tcagcaaata aatggacagt attagaacac attaataaac
  2458981 agtcagctcc agatttttca actttttttg caactgtgac taatgcattt ttcacttctt
  2459041 catattgatg attttgtaat aaagtagtta cttcaccaaa gtccatgcta tataaaacaa
  2459101 gctttgcatt ttgatcatat tgagagagtg taagtgtatt aatatgttta taatataatg
  2459161 atgtagattc ccaacttagt ccgccaatta aaccaattac tttcatcgta cattcctccc
  2459221 gtaactattt taaatttatt atttcataat tccgataaga atacaatgat ttaaacgtac
  2459281 cgttgaacaa aaaataaaaa taattagaaa agtgttgaaa tttatacttc ttaatgccat
  2459341 aatacgaatt acaaattaat acttatccag agaggtggag ggaacggccc tatgaaacct
  2459401 cagcaacccc tatgtaaatg cataggaagg tgctaattcc gcagagaaca cgttgtgttt
  2459461 tttggaagat gagaggattc ttgaacgtga aagaaaatga cctcttatgt aagaggtcat
  2459521 tttttgttgt atagaaaggg agtgtcgatg cataattcat tttcaaaata aatatagagt
  2459581 aataaaagtt gactattaag agaggggaat tataatgaac agattatcaa caaaattagt
  2459641 agtagcaatc ggaattggat cagcattata cgggatatta ggactttggg gattttctat
  2459701 tgctccaaat acatttatta aacctgcatt agctatttta accgtttttg gagcgttatt
  2459761 tggtccagta gcaggactgt taataggact tatcggtcat accgtaacag acacaatcgc
  2459821 tggctggagt atttggtggg gatgggttat tagttcaggc attattggct ttacaatggg
  2459881 gttcattcaa aaaagagttg gctttagtgt gaaaaacggg acatataata agggagatat
  2459941 ttcttattta gccattactg gcttaattgg aattgtcatt gctattatat ttgctggggc
  2460001 attcgatatt attgtgatgg gagaaccgtt tgataaaatt gttatacaag tgttaggtgc
  2460061 aacaattgct gacgttattg tatttttagt tcttggattg ccaattacaa taggcctagc
  2460121 taaatcgaat aagaaacata cacatttaaa aattgaaaag tagggatatt aaaatgcaac
  2460181 caattatttc ttttgaacaa ttcaactttc aatataagca tgcagcgcag cccactgtta
  2460241 aagacattac atttcatata tatcctgggg aaaaagtgct aattgctgga cgaagtggtt
  2460301 cagggaaatc aacgttagct cattgtatga atgggctaat cccattttct tatgaaggga
  2460361 ttagtactgg taatatttta attgctggaa aagacccgag gaaaaagagt gtttttgaac
  2460421 tgagtaaaca tgtaggcaca attttgcaag atcaagatgc acaatttatt ggtcttacag
  2460481 tagaagaaga tgtagccttt tatttagaaa atgaatgtgt aaatcaggat gaaatgaaaa
  2460541 agattgtctc ggagtcatta aaaaaggtag ggatgcatac ttttcataaa caaagtccgc
  2460601 atgaattatc tggagggcaa aaacaaactg tttctttagc gggtttgtta acaacaaatg
  2460661 ctcctatgtt attgttcgat gaaccgttag caaatttaga tccagctagc agcttacata
  2460721 caattgaact tattaaaaat atacataagc aatataataa aacaattgta attattgaac
  2460781 atcgaataga agaaatgtta aatctggatt tagataagat cattttaatt gatgaagggg
  2460841 aaattgttgc gatcgacaca ccagaaagaa ttttagcgtc aaatatatta ccctcaatcg
  2460901 gattaagaga acctatgtac atagaaggat taaaaagatt acattttgat agtaataatg
  2460961 acgtaatata tccacttgaa aatcttcata aggaaagtat tagtggcgta ataaaagagt
  2461021 ggatggagaa aaaagctttt tgtaaagata ctcctacaaa aaaagaatta ttgaaagtag
  2461081 agaatttatc attctcatat cctaataaac aaaaagcatt agagaatgta aatttatcca
  2461141 tatatgaagg agagattgta gcacttttgg gccataacgg agctggaaaa tcaacattag
  2461201 ctcatagtct tataggaata aacaaaacaa aaaatagcag gattttaatt gatggagtaa
  2461261 atatcaattc ttggtctata cgtaaacgcg gtgagattat atcttatgtc atgcaaaatc
  2461321 caaatcatat gattacacaa tctactgtta tagaagaggt ttcattcaca ttaaaattaa
  2461381 aaaaggtttc aaaggaagaa attaagttta gagcggagga agcgttaaaa atttgtggtt
  2461441 tgtatccatt tcgaaattgg ccaattcagg cgttaagtta tggacaaaaa aagagattaa
  2461501 cgattgcatc tgtactaaca gcaaatccaa aacttatcat attagatgaa ccgacagcgg
  2461561 gacaagatta ttatcattat aaacagttta tgtcgtttat tagaaaatta gctaaaaagg
  2461621 gaatatcgtt tatttttatc acacacgata tgaatcttgc attggaatat gcagacaggg
  2461681 caatagtttt acacgaaggg agaattattg cgaatcatac cgcgtccatt gtattaggac
  2461741 atccagcaac gttacaaaga gcgaacttaa aggagagctc tttattcaaa ctcgttaaat
  2461801 ttagtggtat tgcaaatcct ggaaaattta tggaacttta ttttgatgat attaggaggg
  2461861 aggaaggtgt ataatacata ttttcatcgc atggatggag cagtggaatt gttattattt
  2461921 attttttgta tgacgcttac ttttttattt tttgattttc gcgtattgtt atttttattt
  2461981 ttcattggat gtatcggact tgtagttgct aaaattccat ttcgtaaaat ttttattgtt
  2462041 tttagtgtta tatttacatt tagtttatta aattctgtca tgattttatt tattacacca
  2462101 agccatggat ctgaattaac cggatcgtat acttcattta tgtatattgt atatgcaaca
  2462161 attacatacg aaacattatt ttatacagct acactttcgt taaagtattt tacgttatta
  2462221 ccatttacac ttattttaat ttatacgact aatccaagcg aatttgtgag tagcttaagt
  2462281 aaatttcgag ttcattataa gattatttat gcaataaata ttgcattacg ttatatacct
  2462341 gatattcaat ctgaatataa agttattaaa catgcccaag aggcgagagg agtagctttt
  2462401 gaaaaaggag aagcaagttt atggattcgt atgaaaaacc gtatcttaat tttttggcct
  2462461 ttaattattc attctctaga gagaatcgat acagtttcaa atgcaatgga tttaagagga
  2462521 tttggaaaga agaatacacg tacgtggttt tatacaaata aagcgaacag cggggatttc
  2462581 attgctttat ttataggtgt ttttatttta attactgcag tatatttaaa gttacatgta
  2462641 tttcaaaatt tctggtatcc attttaaagc actctcaaat gagtgctttt acttattttt
  2462701 atatagacat gctcaaaaaa gggatattta cataatgtat aatacgaacc agttaaaatg
  2462761 atcaactacc tattagtttt caaaccaaaa ggaggagaaa atatgagtta cggtggttct
  2462821 tgtggttttg gtggaggttt tgctttatta gttgtgttgt ttattttatt aattatcgtt
  2462881 ggatgcagct gctggggcgg agggtactaa tttctaatta gtctccacaa atgtaaacta
  2462941 aaaaaacata gaagatactt atgtatcgaa acaaataaaa aaggagcata attgctcctt
  2463001 ttttatttgt tatcagatga gttctgacta catttcggaa atgtaattgt taaagtggta
  2463061 cctttattaa cgacgcttcg gattcttaaa ctaccttgca tcgtttcaat gatcttaaca
  2463121 gcaaccattg tacctaagcc tgtacctttc gtttttgtat taaaatacgg ttcaccaaat
  2463181 cgatttactt gctcttgtga cataccaatt ccgctatctt caatacgtat gataacctta
  2463241 ttattactaa tagatgagga gatatttaaa gtaccgccat taggcattgc ttcaatacca
  2463301 ttttttatta aatttaaaaa acattgctga aagtgctgtt tattaccaac tattgttgcc
  2463361 atagagaaat cttttgtaat atgtattgta ttcatattac ataaaggtaa gatcatatta
  2463421 ataactcgat ttaactcttg ttctactgaa atctcatcta atttttctga agcaggtttg
  2463481 gcaaacgtta aataatcatc aataattcct tgagcacgat gtaattcttc tagtatatgc
  2463541 ttaatatact catctcttga ttctggagtt aaatttggtg tttttaaaag ttgagtaaat
  2463601 ccttttacga cagttaaggg atttcttact tcgtgcgata tactagcagc gagttggcta
  2463661 acaatctcca ttttttccat tttaattaac ttcgatcgca tacataatgc atcttttaaa
  2463721 acttcattaa aataaacgac aaacaacatt aaaatagttg gtaatattat gaaataaata
  2463781 atatacaaat tattcacttc aaaatctgat aaagttaata caattacagt tgtaaatatt
  2463841 gccagaaaaa atgttaaaaa cattgcataa gttactttga tttttctatt atacgtatta
  2463901 aattttgcgg atgcgaatgc tgtaatgata aacattgtgc catacactac tattgttaac
  2463961 atactaaatc cataaaatga aaatcttgta attaataaaa tagcaaacaa tgttataccg
  2464021 acaggaaagc caccataaag cgtacctatt ataacgggta tttgtcttaa atcatgaata
  2464081 caattttcat ccatatagat aggataacgc atacataaaa taagagggat actcgtacaa
  2464141 agtataataa gtagtttttt atatttcttt aaatagcgcc cgctatcata tataaaataa
  2464201 aaaataaata tactacttaa aatgtataaa aggttattta acacgtgttg attgatatac
  2464261 acaaagttca taatatctgc ctcgttattt ttatttcctt ttcatatata ttatcatgat
  2464321 aatagtataa actatatatt tgtttgaata atataggttt atatcttttt agtatttgac
  2464381 acgcttaccc actcttcata aaattcttta actgatgcat atcgttcggt tcggttttca
  2464441 tttactgcgc gatacgctat ttcatataaa tccctacttg cttcccattc tgtaaaggag
  2464501 cgctcttttc caccacctaa aattgcgaaa gccattgccc ccatattaaa tacatttgtt
  2464561 ctcgaatcaa ttatagcgtt tagctcaaat tcttcaggag acataaaacg cgaggaaccc
  2464621 cataatcttc ccattttatt cacaaatggt ttttttgaat ataaatcaat atcacaaatc
  2464681 tttgtctcat ttgtgtgaaa atcatataaa atactaccgt cataaaaatc tatcgctacg
  2464741 tagtttttct tttcgacata tgtatggaaa gaaaaaatgg aatttaaaga ttgaatccgt
  2464801 tttataacag gtaaatgctt aaatttataa aatggagagt ttggattttt atatttgtca
  2464861 ggaggcggga aactccaatg cgaatgaaga cattcaccat caaaccaatc aaaaattaat
  2464921 acatatccag attgaactgg aaaatgatcg attagtttta taagtgagtc atgcattaat
  2464981 tcctcgtata gggaaactga actttttaag cgttcaatag cgtctttcat tgttccttca
  2465041 tatgcaattg ttcgtgcccc tgcatattta ataaatttct tatgtccgtc tctttctaca
  2465101 ccgaaagata ggttacctga atcttgttgg tcaaaaaccg caaatacgtt tcctaatttc
  2465161 aatagccaat caaaattatg atgttctttt aactggaatg taacttgatt caactgaatt
  2465221 tcaactggaa tatctttcat attatacctc gcatttatta taattaagtt atatctttca
  2465281 gtattcgaca cattttgtaa aaattctatg tgaatcacat gaatttttgt aaatatagta
  2465341 ataaataatt ataagaaggt ggataaaatg gaacaacaaa tcgttattaa accatatgaa
  2465401 aaagagtggc acgaagagta tttaatagaa aaagagaaat ttatttcttt attcggggaa
  2465461 gattgtattg ctattgaaca tatagggagc acatctgtaa aagggctagg agcgaaacct
  2465521 ttaattgata tgatgattgg cgtaacagat ttgcaaatta tcgaaaagtg gattgatgat
  2465581 ctattaaaaa ttggatatga gtatgttcca aaagaaacat ctaattggcg tttttttaga
  2465641 aagggaaaat ggagagcggg tacccatcat ttgcacgttt atatttataa tagtgacgaa
  2465701 tggaaaaaca atcttttatt tcgagacttt ttaacgaaac atgagtgggc acgtaatgaa
  2465761 tatagagaat taaaagagaa acttgcagct acatatcctt ttgatcgagg ttcatataca
  2465821 agtgcaaaag cgccgtttat tcaaaatata tttgaattgg ctaaaactca aaaaatttaa
  2465881 cattacagat tcttattaaa aaatttaaaa aacctccttc ctatgttatt tatagggagg
  2465941 aatttttctt ttgttataac gatatacatt atttctaatt attagagaca gattagttta
  2466001 tttatttcga tatttctagt acattgaaaa tattaagggg gaatgaagca atgaaagcaa
  2466061 ttgtacatca atataaaaaa ggggtagagg gattagaaaa taaattctta tctgaaacac
  2466121 atcctaatgc cggggaagta aaagtaaagt taaaagcagc aggattaaat catagggatt
  2466181 tatttattat aaacaataga aaagaaatgg atctaccgtt agtaatagga tcagatggtg
  2466241 caggtattgt tacagaaata ggagaaggtg tttcagctga tttattacaa gccgaggtta
  2466301 ttattaatcc tagtattgga tgggagaata tcgccgaagt accagagtta ccagaggtat
  2466361 tagggggacc aaaagatgga acgtttgctg aatatgtaat agtgcccgct gaaaatgtag
  2466421 tgggaaaacc gtcatatctt acttgggaag agtctggcgt tttggcttta tcggcactga
  2466481 ctgcatatag agcgcttttt acaaagggta gattgaagtg tggagaacat gttttaattc
  2466541 cggggatagg cggcggtgta gcgacatttg ccatgttatt tgcaaaagca attggcgcaa
  2466601 aagtaagtgt tacgtcaagg gtagaaaaca aaagaaagtt tgccgaaaca tatggcgcag
  2466661 acttttcttt taatagttct ggaaattggg aagagagttt atgcggagga aaagtagatt
  2466721 taataattga tagtataggt ccagcaacat tcataaaata ctttgatgta ttaaacccaa
  2466781 atgggagaat tgttaatttt ggtgcaagtt caggagataa aatagaatta cctttaagag
  2466841 cgttatttta taaccaaatt gatattatgg gaacatctat gggtagccgt gaggaatttg
  2466901 atgaaatgat taggtttata gagaaatata agattaaacc aattatagat aaagtttatt
  2466961 cgttggaaga agcaattcaa gcgttgagcc gtatggagca gggagaacag ttcggtaata
  2467021 tcgctctacg tatggaataa aaagatgatt taataaccta tgtttttact agccttttat
  2467081 agcttaggaa aaaatccccc tttggaaatt cagaggagga ttttttgttg tatacaagtg
  2467141 aatagattac ttgcaataac aatttgagtg ttatgcaaaa aagagaatga atattcttaa
  2467201 atttcacgta ctgtatttta agtatttaaa taaactgaca ataactatag ctagtttcac
  2467261 attgttttaa aggaattcat acgaaaactt cgaaacatat agtattgaaa gtaaaaatta
  2467321 catattttaa agcgcatctt tgcatgtatc aattaaaaaa gaaaggagcg aaatatgcat
  2467381 aaacttcaaa cgaataaagg cgcgcgctat tttatgattg cttttattgt tttgtttctt
  2467441 attatgcttt tgcgtttttt ctatattcaa gccgtagggg tcgtacataa tgtgaatgta
  2467501 aaggatcttg caactgaaca acataataaa aatggtattt tggaagcaaa tcgtggcaca
  2467561 atatatgatc aagctggaaa agtcttagtt caagattcca caacgtatcg tgttgttgtg
  2467621 aatttgaaag gtaatggcaa attgaaaaat aaagatgaaa ccgcagcgca attagctgat
  2467681 gcgcttgaaa ttaataaaga agatgtgtta aagaatttcc atgaagggcg tacgcaagtt
  2467741 gaaattggaa aagttggtcg aaatttaacg agagaaaaga aagaacaaat tagaaagtta
  2467801 aaaatcccgg gtgtatcttt tatgcctgag aaagcaaggg tgtatccgaa tgaagatttt
  2467861 gcatcttata tacttggttt tgctagacca gacgataaag gaaatacaga agggaaattt
  2467921 ggacttgaaa aaagtttgga taaatatttg cgctcgacaa acgggaatat agagtatgtg
  2467981 ggagggcgag gaggtatccc gcttacaaat gatataggaa aaatagaacc tgctaaacat
  2468041 ggaaataacg tatatcttac acttgataaa caaattaata gttttttaga agaagcgatg
  2468101 aataaggcgc aagatcacta tgatccttct atgctattag gtatcatagc ggatccaaag
  2468161 acggggaaag tgttagctat gtctagtaaa cctagtttta accctaataa aggggatatt
  2468221 gaatactttt taaatgatcc aattgccaat gcatatgaac caggttcaac gatgaaagta
  2468281 tttacgttag ctgcagcaat taatgaaggg gtatataacg gaaaagaata tttccaatcc
  2468341 ggaaaatatg cagttggttc atctgatata aaagatcata atggtggatt tggatgggga
  2468401 tctattacat ttgatgaagg ttttgaaaga tcatcaaacg tagctttttc tattttagaa
  2468461 gatcagttat taaaaccaaa taaatttaag caatatatga acaaatttgg tttcaatcaa
  2468521 aaaactggaa tagatttacc tggtgaaagt aaaaatactt tactattaaa tacacaaatt
  2468581 caacaagtaa caacttcttt cggacaaggt tctacagtaa ctccaattca attaatccaa
  2468641 gccgctactg ctatagcaaa tgacgggaaa atgatgcaac cctatatcgt tgacaaagtt
  2468701 gtaaatccaa caaacaaaca agttattatg gaaaatcaac cgaaagaaat tgggaatccg
  2468761 ataaaaaaag agacagcgga caaggtaaga gacttaatgg agcgtgttat tacgtcttca
  2468821 aaaggtactg gtacaatgta taaagtggat ggttacccaa taggaggtaa gacaggaaca
  2468881 gctcaaattc ccaatcctga aaatggacga tacatggaag gaaaagaaaa ttatattttt
  2468941 tcatttttag gtatggctcc gattgatgac ccggagttaa ttgtatactt ggcaattaaa
  2469001 caaccaaagt taaagggaga cgagtatgga gctcagccgc ttgcagaaat atttaaacca
  2469061 gttgtgaaaa atagccttga atatttaaag gtgagaccat acacagaaaa acaaatggcc
  2469121 gatgcaacgg aaaaatccca attaaaagtg caaaactatg tgaatcaatc aatgggtacg
  2469181 gtagagaata atgtaaaaaa agagaagctc caaccaataa ctttaggaga aggaaaaata
  2469241 ataaaacaat atccgcagtc tggcgaagta atgagtgaag gagatcgaat atttttatta
  2469301 ggaaaaaacg ctacaatgcc caatttacaa ggttggtcca tgcgtgatgt gatgtatttt
  2469361 tctaaactat taaaattaga tttaaaaact tcaggtacgg gatatgtaac aagtcaaagt
  2469421 atcaaaaaag gacaagctat acaagaaggc gatgtattag aactagaatt agagccaccg
  2469481 ttacaaccgt taacagaggc aaatacaaat taattaggat atgtgaaggg tctatatata
  2469541 atagactctt tttttaatgg tttaagtaat ttcacgcacc gtaattttta gaaaaaataa
  2469601 taaataagat ttttaacagt tactaaaaca aaaaaactta cataaatagt gaaatgacgc
  2469661 aactataaat atctgattat tttatattta cagttaaaat aaaatgtgat aatatggaaa
  2469721 aaatcaaatg cagtgaagag aagagtaaat aagatgaatt tttcacagag agctccattt
  2469781 agctgaaaag gagtaaaaat tctttattga accaagcctc tgagcagcgc atcggaatct
  2469841 attaatagag ggtggtgtga cgggagctcc cgttatagag ctatggtata agcatgaatg
  2469901 aaaatgcagt accagataag gttaatatgg tgacatatta acaaactagg gtggcaccgc
  2469961 gatgataaat ctcgtcccta agactaaaag tcttgggggt gggatttttt tattggttta
  2470021 aaacaatttg aaaagcgggg gcctaaaatg aaaaacttac ttaaagattg gaaatatcct
  2470081 ttattactac tgtccggagt tggtattgca aatttagggg catggattta cttaatagca
  2470141 ctgaatgtac ttgtctatca tatgggtggt tcagccttag ctgttgctac tttatatgta
  2470201 attaaaccat tggctgcttt atttacaaac gcttggtcag gaagtatgat tgatcgttta
  2470261 aataaacgaa aattaatgat ccacctcgat atatatcgcg cggtatgtat cgctatttta
  2470321 cctttacttc catcactttg gatggtttat gtatttgtat tctttattag tatggcaaat
  2470381 gcaatttatg agccaactgc gatgacgtat atgacgaaat taataccagt ggaacaaaga
  2470441 caacgtttca actcattacg tagtttaata ggatctgggg cttctgtaat tggtccagcg
  2470501 atagcggggg cattgttaat agcaagtaca ccagagtttg ctatatatat gaatgctata
  2470561 gcatttctct tatcaggagt aattacattg ctgctaccta atcttgataa aaaatttgat
  2470621 agtcatacat caaatgacac attatcttta gctgtactaa aaaaagattg gaacatcgtt
  2470681 ttaaatttta gtaaaaaatc tttgtatatc gttttcgtgt acttcttatt ccaagggatg
  2470741 atggtgttag ctgccgcaaa tgattcactt gaattgtcat ttgcgaaaga agttttattg
  2470801 ttaacagata gtgaatatgg ctttttagtt agtattgctg gagctggatt tattttagga
  2470861 gcaataacaa atgcaatttt atcaaaaaaa ctaacacctt cattgttaat tggtatagga
  2470921 tcattattca tcgcaatcgg ttatatcatt tatgcttttt caaatgagtt tttaatagct
  2470981 gctatcggat tttttatttt atctttctct atggcatatg caaatacagg gtttaatacc
  2471041 ttttatcaaa ataatgtccc tgtccatata atgggacgga ttgggagcat atatggatta
  2471101 tttattgcag gtatcaccat tttaattacg attttgttcg gagttgccac tcaatttatt
  2471161 tctatacaac ttgtggttat tataggttct ttagtaatgt tatttattac tatcatcttg
  2471221 tgtgtgttta ctttattgcc atcacattct aaagtgcatt cttctgaatc aatacattcg
  2471281 aaataattct cttagttttg atttaaatct tacgatgttc aataggaggg ttatccctcc
  2471341 tatatatgga aatataagaa agaagaacaa tattgataaa cgagggtgat ttttgtaatg
  2471401 aaaacaaaag atcaaataga taacattgta aaagaaacat atcgtcatat agatttctct
  2471461 ggagtaattt tagtgaaaga aaaaaagggc atagtctatg aagaggtgtt tggttatgca
  2471521 aatcgaaatg agtgtataaa caatacgcta caaactaggt ttggaattgc ctctgggtgt
  2471581 aaaatattca cagctatcgg tatctgtcaa cttgttgaaa atggggtaat tacttttcaa
  2471641 acaaagttaa aagagtgttt aagtgttaac tttccaaact ttaatgaaga tattacaata
  2471701 catcaccttt tgacgcatag ttccggtatt ccagattatt ttgatgaaag tattatggat
  2471761 aacttcgaag atctttggaa acaaacacct atgtatttat taaaaagttt aaaagacttt
  2471821 ttaccattat ttcaaaacag agatatgatg tatgcaccag gaagtaagtt tcactacaac
  2471881 aatgcaggtt ttatcatact gggattaata atcgaagaac agacaggact tacatttacg
  2471941 gagtatatag aaaaaaacat atttaatcca attggtatga atcattcggg ctatttttct
  2472001 ttagatagat taccaaggca gacagctctc ggatatataa aagatgaaat tagccagaca
  2472061 tggagaacaa atgcttactc tattccgata aaaggtggtt ctgatggtgg agcttttatt
  2472121 actgcgtcag acatgctgaa gttttgggaa gcgttattta actatgaaat tataagccaa
  2472181 gaatatacaa aaatactttt aactcctcac atccaagtaa ataataatca atcttatggc
  2472241 tatggaatat ggattgaaac aagagaaaac aagatattta aatatcatgt aatgggatat
  2472301 gacccaggtg tcagttttcg ctcggccgta tatccagact taggaattac attagttatt
  2472361 ccgtcaaata aaggagcagg agccgaaaaa ttaatgatag aaatagaagg aagtttttaa
  2472421 ttatatggat atagaaatta gagcgtatag aaaagaggat gaaaccggtt gggtacgttg
  2472481 ccgtgtgtta tcttttttag atacagctta ttacgataat gtatttagag aaaaggaaag
  2472541 atatgaacat ccggctatag aactagtagc tgtatatgaa aatcaaattg taggtttact
  2472601 agatatcgaa tatgaattag aagaacgtac agtatgctca agaggaactg gtcttggcgg
  2472661 catgatttgg catattgcag ttcatccaga ttttcgtaga atgaaaattg gcaatcaact
  2472721 attaaatgag ggagaaaagt tagcgaaaga acgtaaacta aatcgattgg aagcatggac
  2472781 tagggacaat ttatgggttc atggttggta tgaaaagaat ggatttgtaa aagtagattc
  2472841 ctatttacac gtatatagcg atcatacaga tgagataaaa ggtgtaataa aaagtaatat
  2472901 agatcagtta tatccagttc aaacatttgc tcattataca ggtgaaaata aagaagaaat
  2472961 aagaaaacaa tttaaacgag ttcatgattg tttttgtttt gaaaagaatt ttaactaaca
  2473021 atttataagg gttaaaggat atatctgttt taaataaata tgactgttgc atgatgtgcc
  2473081 ataataaata gacaagatat actcaaaaaa tatataacga attaacaaaa actgtaaata
  2473141 cattcattac ttgtttatcg atgttgtgaa cggtaatact aaataacatt gaacttttat
  2473201 aacaagggat gattatatga tattcattta cacggatttc ggtggaacac attcaactgc
  2473261 actcgctgca gcttatcatt taaataaatt acctacggat cgtaaactaa caaaagaaga
  2473321 aatattaaat gtagattact ttaataaatt gaaaaccgaa gatatgggga aaattatttt
  2473381 tcatggaata gatgaaaata gtaatccggt ttatacgatt ggatgtggtg catcaaaagt
  2473441 cgttgtacct gcgatgaaac atttaggaga gatcctgcaa aaacattatc aaagtcatga
  2473501 aaagattatt ttttctaata catcaccaac agtgccttta ccaatgactt ttggcggtct
  2473561 gttttctaga agatttcata ttgactttat cggtgtacca ctacttatat ggggtgcaaa
  2473621 acttagttgc gataacgtac aaagacttgt tagttatacg aaagaagccg ggcgattaac
  2473681 aaatgattat gttgtgattt tagataatga aacttttaaa taatgtaaga taaaaagaaa
  2473741 atcgagcaaa tttcttgatt ttctttttta tttgtgaaaa agacaagaaa tattcacatt
  2473801 tatcatctat ctactatagc caaaacaata aagtcctgtt actattacag ggatattctc
  2473861 ttttcataac ataaatatat agaaaaatta gaaaagagga attgaattaa gggaggaaca
  2473921 acatgaagcg tgttgcttgg attactgata gtacaactgc gagttttaca acagaaggag
  2473981 ataactttgt tatcccaatt gaagttatta ttgatggtgt gtcgtacaaa gattgtgaag
  2474041 aaggtgtgcg tgagcgcgtt tataatgctt taaacgaagg taaaactgtc actacatcac
  2474101 agcctaacat aggggaaatg gtagaattat tttcgaaatg caaagaagaa tatgaagagg
  2474161 gatttgcagt tgctattagc ggaaaagtaa gtggaaccta tcaaaacatg aagttagctg
  2474221 cagaaatggc aggtttccca ttaacggtat tagatagtga aacaacaagt tatccaatgg
  2474281 atgaactaat tagaaaagcg aaatcgttat acaatgatgg tatgacttta caagatatac
  2474341 acaaaacatt agtagatgaa aaaagaagac ctttccatgt attcccgaag agtttaaaag
  2474401 gtctttacgc aagtggacgt gtaaagggag ttcaattttt acttggaagt ttattaagtg
  2474461 ttaacttaat attagaagta aaaggcggag aacttttact tgaaaagaaa gttcgtaaaa
  2474521 tccaaaaatg tcgagaatac attaaaaatg aacttgaaaa agaattacca aaagtacttc
  2474581 acatgttcca tgctaacgat aaagatggag ctgaagaatg gattgcagat attagacaag
  2474641 cattccctga aatggatttc aaattatatc cattaccaat ttcatttgcg gtacatgcag
  2474701 gtgaaggtac aatagcaatt agttattaag aagaaaaccc gtgaataatt cgcgggtttt
  2474761 tttatttaaa aatgtggaca caccacgtct acattaagca aaaaaattca ttttatcgtt
  2474821 tcgaggacta accgatcgct cgacttgatt aaaaatataa acctttgcct actggctgaa
  2474881 cagtttctag tacgatttca accatttctt cattaattag agttcttata atccaagctg
  2474941 agagttcttg agcagcaaaa caacccgcag cagttgaaat gtttccttcg tttacgaaac
  2475001 ttttttcaat aacgtctaca ccaaattctt taagttgttc tactgcagat ggatatgtag
  2475061 ttgctttttt gcctgttagc aattttttag ctcctaatag tagtgaacca gaacacatag
  2475121 atcctattaa ttgtttttga ggatctatgt gaatgctatt aatatattgt tgatttttat
  2475181 ataaatcttg tataccttta ccgcttgcaa atattacagc gtcagcagaa ggaagatcag
  2475241 agatacttcc tgtcatggga atgcgcaagc cagacatgga tatatgagtt tctttcgttc
  2475301 ctaaaagctg gacatcccaa tcagaaatac cgccgactaa acgtacacga tttaataaat
  2475361 cccatggtag aaaaacatct atatcagtaa agttatcgaa acagacgatt gcaattttca
  2475421 tttcctaacc ctccacttat gtatatcact ttatttataa tataaacatc tcctttttat
  2475481 gttctatatc aagttataaa tccctgtata ttacacgcag aggagggaga agaggtgtag
  2475541 tgatttttta actcctctaa acataaacag gtataatatc tttttctttg tttctatcga
  2475601 ttttttgtac aaaaccaaga tctgtagtaa taactagtaa ggtatttggg atgagaatct
  2475661 ttaaaattct caaggaaata ggtgtaattt atcacatata caaatagaaa taaaaacgtc
  2475721 ctcctttctt ataaattcac agatagaaac acatttttat ttttaggggg cattgtttca
  2475781 ttaacttgct aatcttatat atagactagc agcaatcaat aaattatata atttttataa
  2475841 tttccgtaaa aaaattttga cgtatttatt ttttcaatat aaaataatat ccattcatcc
  2475901 aaatttaacc aacattatat aaaagatata tctttttagt tttaggggaa aggttaatat
  2475961 ggaagcaaag aaactagtta cgctcgcagt actatttatg ctattacgca tgtcagttca
  2476021 attaactaga attattcaag gcaattccag caactgaacg aaatcggaat ggatattatt
  2476081 tttgaagaaa aagtttctgg aacaacaaaa tttaaactcc ttaaaagata tatggttgga
  2476141 tttctcagaa gaacatctct acagtcaatt cttaattacg gttatggcaa ttagaacgtg
  2476201 atcttattca tatgtagcag cgtgaaggag ttgaactggc taagaaagaa ggaaagttta
  2476261 aatgtcggtt aaagaagtac cataaaaatc atgcaggaat gaattatgca gtaaagctct
  2476321 ataaagaggg gaataggact gtaaatcaca tttgtgaaat tacaaatgtg tctaggtcct
  2476381 aatgatatag aaagccattg gaaaggaaca gttgatgagt tataccaaaa atcagaaata
  2476441 tataatagaa aataagtttc atatagaggt ggaattatat gcctaaaatt gacaatatgc
  2476501 tagcaattct atggatgctt cgttcaggta aaaaaattac tgcaaagcaa acttcagaaa
  2476561 agttagagat aaatgtaagg actgtgtatc gttatattga tacaatttca actagtggcg
  2476621 tacctataat ttcagaacca ggacataacg gtggatacac tttattgaac aattttatag
  2476681 aggctcctct tttttttgat tttgaggagc aaacttcact atatcacgct gctgtttttg
  2476741 cagaagaagc cggatattat ggaggtgaag cattaaatag ggccatttca aaactaagta
  2476801 aatactcaaa tcaagagcag gaaacaaaga taaaccaaca tttaactagt cttgaagtaa
  2476861 taagtcgatt aagtccactc tctatagaaa cttttttgaa ggagttggag caggccgtag
  2476921 ctgacgggta ctcagtaaaa attctttacc ataaaagtgg tgaaaagcaa ttaaattata
  2476981 gattggtcga tccatacaga attatctatt ggaataataa gtggtatgtg attggatttt
  2477041 gtcatcttag gaatgatatc cgtagtttta gagtagatcg aattgaaagt ctaatgcaaa
  2477101 ccgaaaataa gtttaaccag ccagaagatt tttcagcaag tgactttttt ataaaaagtc
  2477161 ttcttccaac tatagaagat aaggaaagta ttatttcttt ggttattaat ggggataaaa
  2477221 gtgtattggc tgatatttgc caacattggt ttttaggaca ttatttacaa gaacgaactt
  2477281 caaatcaagc agtttttctt ctggacaaag atatgataca taaatatgta ccttatttac
  2477341 ttttaccgta caataaatct atcaaagtta ttgagccaat aagtctgaag aatagaatta
  2477401 ttgaagttct atctgaatta ataaaatttc accaagtatg ataacttccc tgacgttaac
  2477461 tgtcagggaa gttatattat aatagctata taaattgaga ttggagtgtt attggatgca
  2477521 aacaaaaaaa gcttttctat atgtatttaa tacaatgtca gactgggaat atggatattt
  2477581 aattgctgaa ctaaactcag gaagatattt caaaaaagat ttagcacctt taaaagtaat
  2477641 tacagtagga gctaataaag aaatgataac tactatggga ggactgagga taaaaccaga
  2477701 tatttccctt gatgaatgta ctcttgagag taaagatctt ttaattttac caggagggac
  2477761 tacttggagt gaagaaattc atcaacctat tttagaaaga attggccaag ctttaaagat
  2477821 tggcactatt gttgctgcaa tttgtggtgc aactgatgcc ctcgcgaata tgggatactt
  2477881 ggatactaga aagcatacaa gtaataactt agaatatact aaaatggtat gtcctaacta
  2477941 taaaggagaa aagttctatg agttgggacc tgcggtatct gatgcgaatt tagttactgc
  2478001 atcaggaata gctcctctgg aatttgcaat ggaggtactg aaaaaaatag atgtatttac
  2478061 actagatgca ttacattcat ggtataacct aaataaaact cataaacctg aatacttctt
  2478121 ccagttaatg aattcaataa ataaatgaaa taactaaaaa gctcgatttc tctattttga
  2478181 tttgcagaga agttgggctt tttaatttgg aattccctta gcttgatcgg tattttcctg
  2478241 atgctacccc atgcccatca agctaaggtt ttgaagtacc ctctaaacaa aaatgtctaa
  2478301 atatatagaa tttttaacaa aaattcataa ttatgttata taatgatgtt aacaaaccat
  2478361 atttcaggca ttacccccga ttgtgtagaa caaataattt ttcgatgagc taaagtattt
  2478421 ggctaaaaga acttgtagcg gggcctgcta caagttcttt tatgttttta gtaaggcaaa
  2478481 ataagaaaaa ggagggaata caagtatgac aagaaatttt aagaaagcag cactgaattc
  2478541 gttagatgga aaatgggggg taggtatagg agtatcagct ttattctatt ttgtaccaac
  2478601 cttaagtgca tcggcaatcg ccacttttat gtatttaata tttgtactgt ttatcgggat
  2478661 aattggccct gatgcactat ttatttattc aattggtggg caaccacaag tagatccagt
  2478721 agcacttgct gtacttattc taagttatat tggtttaggt ggggtttgtt tcctaattta
  2478781 tagtctcata caaggtatct tcaattatgg atattctgtt tttactttac acttagggaa
  2478841 aaaagaagat gctaaggtag acgatgtatt ttcgggattt aaaaagaaga atgtgtttaa
  2478901 atcaatgaaa ttggggctgt tgcaagctat ttttcttttt ttatggagtc tcttattaat
  2478961 tgttccaggt attattaaat atttttctta ttccatgtcg tattacatat tagtagagaa
  2479021 tcctgattat acagcaagtg aagcaatgag agaaagtaaa agaataatga aaggacaaaa
  2479081 actaaagtta tttgttgttt ggttatcatt tattggttgg tttttattag ctgcatttat
  2479141 tggaatgttt acatttaatc tatcatttat ttttatttct ccttattaca acacaactgt
  2479201 ctcacatttt tacttagatt taattaaaaa gcaggatatt ggagaagcga aggtaagtat
  2479261 ataaatagaa aaaaagtatg tttaaggtga aaaatatacg tagttgacag tggatatgag
  2479321 tttaagcata tccacttttt aatattatat taaaagtctt aagctgctgg ttatatccag
  2479381 attaatatga tttgagttag gataccgcaa acgtgttgca agttagatgg aataggtata
  2479441 gcactacatc acttgtaagc tacggttata tagtcctccc gaacaaagaa tatcccttta
  2479501 taattattta taagtattta attcagcttt atcaatcata tacttaccta ccttttgctt
  2479561 ttaatatatc atagtaaaga cagaaatcga ttatggctat aattctatat aggctttttc
  2479621 tccacctgga atcttgaatg tatttacagc aaattcttta attatatata cctttatcgc
  2479681 ttcaaaatcc ttaccaaaag cgagagatgg attttttaag aaatatatta ttttttcctt
  2479741 gtcatagatt cgggctgtaa ttatttcttt gtccgagtga aacgataaat tgactccttt
  2479801 gtaaaaatat tcgtagtatc cctcttcatc ctgctcactc ttatcttcaa aaggaacaga
  2479861 ttcaatataa tatatattgc catttaaatt tattgatttc atacagcatt actccctttt
  2479921 caagaatatc cataagaaat tatatagtct ctgtctatca taccaaaaat agggaatcta
  2479981 cttttgaaat ttataaagaa tatataggat caaattaaaa tctttatatt atttttcata
  2480041 ataggggtca ccatatgtgc ccatcaactt aagaattaat tgttccccaa aacgaaaaaa
  2480101 gaaacataga agtgaaaaac ccctgttttt ctttttgata aatatattta ttggaaaata
  2480161 ctttgaactt tcgggtacag atgctccttc tatcttatta tagaagctat tttgaacgta
  2480221 agtaatttgt aaggaatagg taagaaaaaa gagattttca ttgtgtagga taaaaatata
  2480281 aggaggtgtg aaaggcggaa cagatatgac ttatatatga agaacaaacc tgtaacaaga
  2480341 gtgtttcaag gaaaagaagt aatttctggg gttaacatac atgtggaaga aaagggattt
  2480401 accgtttgtt aagacagaat aacctttgta aaaataataa ttatgaatat gattacgaat
  2480461 ttaattatga cttttttgtc attgttggag atgatagctg tgtgattaat acgaaacagc
  2480521 aagcaactag ctttacaatt taaataaagg agaggatgct ttatgaaaac atgcagtaaa
  2480581 attacatgtg caagtctatc acttttaata gctggaagtt ccctgttata cataacacca
  2480641 gcctcaattg taaaagcaga acccacgcaa aatgtatcta gttcgttaca aacaagtaat
  2480701 caaagcgatc gtacttccgt taagaaagca atgcgggatt cactccaact tggataccct
  2480761 ggaatactcg ctcaaatttc taagggtggt aaaaattgga gctatgcggc cgggatagcg
  2480821 gatctgagaa ccaagaagca gatgaaaaca gattttcgct ttcgtattgg cagtacgacg
  2480881 aagacattca ttgcaacagt tctacttcaa ttggctggag agaaccgctt gaatctagat
  2480941 gactccatcg aaaaatggct acctggcgtc attcaaggaa acggatatga tgctaaccag
  2481001 attacgattc ggcaaatatt gaatcataca agtgggattg ctgaatactt aaagtcaaaa
  2481061 gactatgata ttatggatac aaaaaaattg tatacggctg aagaattagt aaagatggga
  2481121 atttctcttc caccagactt tgctccaggt aagggctggt cttattcaaa cacaggatac
  2481181 gtaatactgg gtatccttat tgaaaaagta actggaaaca gctatgcgga agaggttgaa
  2481241 aatcggattg ttgaaccgct cgaattgtcg aatacattcc tacctggtaa ttcaactgtt
  2481301 attccaggta ccaaacatgc ccgtggatat gaaagatatg acggagaaag tgagctaaaa
  2481361 gacgttactt attcttaccc aggtagctcg gatggagata tgatttccac tgctgacgac
  2481421 ttaaacaaat tcttctctta cttactcagt ggcaaattac tgaaggaaca gcaactaaaa
  2481481 caaatgctta ctacagttcc tacaggaatt gctgaaatcg gcagatatgg tcttggaatc
  2481541 tatgaaacta aacttccaaa cggtgtctcg atatggggac acgcaggtgc ctctccaggg
  2481601 ttttctactt ttgctggagg cacacttgga ggcaagcata cagtagccat caatttgaat
  2481661 ggccatgaaa ctagttatag tccttctgat ccttttaaaa atattttact tgctgaattt
  2481721 agcaagtagt caaaaaggaa agtaaagtaa atctttttat agataaaaat ataccttttt
  2481781 ggttcaaaaa aataacctct ttttaaaatt tttttgaaat taaggtggta aatgctatca
  2481841 agctaatatt ttaaaatatc ctcataacga aaattttctt cgttttgggg aactaccaat
  2481901 ttcttaagtg gatgggtatg tggtactacc ctgtgatttg aactataact ttgccatttt
  2481961 ggcaaggtta cggttctttt tgtttacggc aaagttacga ttccattttc tttagaaaat
  2482021 tagatgaacc tctttattca cttcgttgcc agattgaaat tttgtttaaa acgtggaaat
  2482081 cattttttga aattgatgaa tgtaaaaata ttaaaagaaa acgcctagag taccatttat
  2482141 atggacaact catcggcatt ctcctctgtt cttctacgat gtttcaatgc gacagttttt
  2482201 gcttgaaaaa caaagcagga gccgagtgaa tattgaggtt taatattttt gatactcata
  2482261 atttgacata cataaaacca aaagttgcat gttatattat taggcacaac aatataaata
  2482321 ataccatttg ttcattccgt aaataatgtt gataaaaaaa ggggaaagga tttttaaaga
  2482381 taaaaataga aatctgtata aaaaaatatt taaatggtag ggatattatg aaaatcggta
  2482441 agtttggaga agtaaataac ttaagtattg atacaattag acattatatg gatctcagtc
  2482501 tcattattcc tgaaaaaaag gggggacact atttttttga tgagtattgt caaacagatt
  2482561 tagaacttat tttacattac aaagacctag gatttagctt gaatgaaatt aaagaactat
  2482621 ttttttataa aaatttagcg aaatctatga attacgaaaa agatactttt taccaatctt
  2482681 tatttaaact gaaatatgac aagatggaac aggaaataga acttttggag aagaaacggg
  2482741 ataaattaaa gagagtgtta catgatttat tattaacaaa cgaaacttcc aatacaatta
  2482801 tagggataga tttaagtgta ctacatttac tgacatgttc taagtgtagc aaaaaattaa
  2482861 ttcttcaaga tggaattatt aataacaatc aaattattga aggaaagtta atttgtaatt
  2482921 gtggagaaga atacattatt acttcaggaa ttatatctgc tggtaaatta tttaaagcaa
  2482981 atgagcaaac gtcacttgaa aatattattt cggattatat tcatgaaact gataatgcat
  2483041 atttggaaaa tatgcataga gaaggggaat gggcgaaaaa gaaactaata catttagatt
  2483101 taaataacaa attaatacta gatataggat caggacttgg gttctttttg aggagcattt
  2483161 atgaagaact acccgaagat tgcctataca tcgcagtaga tagagatttc aataaacttt
  2483221 tatttttaaa agacgtatta gcgagaaaaa atccgagaag aaatattctc tttatctgtg
  2483281 cggatttttt aaacatccct attcaaaatc ggtcagtaga tattgtaatt gatcactctg
  2483341 gtacgagcaa ttatagtttt gagcatgagg attttttact tcacgaatta aatcaacttt
  2483401 ttaaatctga ttgttattta ttaagtttat ttattttatt taaaaatttc agcttaaata
  2483461 gccaaattac aaataacttt cgagcaaatt ttacactttc aaaaataaag aaagaactcc
  2483521 aaaatctaca gtttcaatcc attgatgaaa gtacttcaaa ttatttgaaa cgaggcggaa
  2483581 agtacgagga tttctttgtt caaggtgaag aaatttatac atattcattt tttggaaaaa
  2483641 gatggggtta accccatctt ttatttattt ccccttaaaa ttattcaaat cgtccatatt
  2483701 gcgattgggt tgacccaaga acttacaatg tacgtaatac aaaattagac agggggaaaa
  2483761 gttatggcaa gtttacggtt acatatagaa aataaaaaaa gcaaccaaga actaagaaat
  2483821 atttgtttat atgcaattgc aaaaaccgta tcaatattcg gtagctctat ttatagtttc
  2483881 gccttaggat tgtatgtatt acaaataacc ggatcggctt taaatttcgc gattacgctt
  2483941 attttaggaa cgattccaat gattgttatg aatccatttg ccggtgtaat tgctgataag
  2484001 gttgataaaa agaaactcgt cgtttgtatg gatgtactaa gcggatgctt attaataact
  2484061 gtttatatat taagcggcta ttatgggtta aacttattca tcatttatac tactaccttt
  2484121 cttatgacag tatttacaac attttttgga ataggtttag aggctgcaaa accaaatatc
  2484181 gtctctaaag agagactaat gagtcttaac tctataagta aaattatcga ctctatatct
  2484241 ttaattctag ggcctatgtt agggggcatt gtttttgcag tctttgatat gaaaactttt
  2484301 ataattatta acggtatttc atttgtcctt tcggctatat ccatattgtt tatcaacttt
  2484361 aaattgtgcg agcaatacat aaataaggaa agttcaataa gggaaattaa ttttattaaa
  2484421 gatataaagg agggatactc ttacttaatg gagcgggaaa gcttaaaaaa tacgtttcgt
  2484481 attttaattt cacttaattt tttcctagga tttgctgtaa ctgttccatt gccatacatt
  2484541 atgaatacag ttctcaatct tagttctaaa cattttggtt tgatccaagg gacttttcca
  2484601 ataggtatga tagttggtgc aataatagta aaaaagataa cgaatcgttt ttcttattcc
  2484661 tatctattga aaaaaataag ttttatggtg gcaattttta tgatagtttc aggtgcacct
  2484721 gttctattta aaagtattga agtgaataaa attgtatttg tgactatgta ctgcgccatt
  2484781 atgttctttt tagggttaat gatagcatta attgatatcc ctttaattta ttttatgcaa
  2484841 agagagattc cagatgaata taggggcaga gtacttagta ttggattaag tttaggtaaa
  2484901 atgatgcaac cgatagcact ggcattatca ggtctattat taaatcatat tccagcctac
  2484961 acgcttccaa ttggaggagg gatcgtattt cttattttga atcaggctta ttcaagtaaa
  2485021 ttgaatttag aaattcattc aaaagggtat agtgttgaac gtaattaaat aatattgaaa
  2485081 tagcgcagga tcattatcct gcacttatct atcgtaattc tactgttttt ctaataacaa
  2485141 tcttatcaat atcatcttct tcatcaccaa taaataaccc gcgttctttt aaatacgctt
  2485201 caaaatataa atctgcttct gcacgttcat catacggttt tatagataga acgaagccta
  2485261 acttgttttg ttcctctaaa tgagaagtgg agatgtaagc cggtacattg tgacgtaaaa
  2485321 aaagttcttt aactggaata atcatatctt tcattaattt tgttaacata cccatttcaa
  2485381 actcgaaatt aaatcgatct atactacata aatcagcgaa tactacacca ataaaacctg
  2485441 tattatatac ttcttgatat tctacttctt cgttaccgta aaaattcttt tcgattaaat
  2485501 aatttataaa gtaagcaaca ccgtcacttt gttcaaaagg cttcgttgaa agaacaaatc
  2485561 cgattttctt ttgtttatgt aaatatacac atgacatgta tgctgaaata ttatgttctt
  2485621 taaatagaga actcgttgct ccagagagac catctagtac gtgatgcaca atttgaagtt
  2485681 ttttacgagc gaaataatag gatttctttt gtaactccaa tgtatcaata aagacagagc
  2485741 cgataaagcc tgtatttgaa ataataggtg tttgcttttt tcttcctctg cgctttgctt
  2485801 gagccattgt aaaaatcatc ccttcatgta caattaaaat aaaaagaacg tttgttcgta
  2485861 tatttatatt ttactattaa aacgctctaa agtaaagggt ttttgacgaa aaaacaacaa
  2485921 aaaagacacc tgtaaaaggt gccttaaacg ttgtagggaa gagggttcat cccaactatt
  2485981 tatattatga tacagaaaca atctcttccg tatcttctac atctaaatga cagtccattg
  2486041 tacgaacatc ttgatcttca tgacttccga aataaatagt aattttcata tgtatcgctc
  2486101 ctttattcta ggaataccta aaataattac tagtaatgtt aatatttatt atataccact
  2486161 tttttcattc cgacaacgtt atatcttatt taattctttt aggagacaaa gagtgattta
  2486221 tagagatatt tttatagaaa taggtatatt tcttatatgt tatatttaat actgaaagat
  2486281 ttgaatttga atttttatga aaggggcaaa atgaatgaat tttaaaaagt tactaataga
  2486341 taattttaca tataaaactt catatattgc gcggcaggca cagggaatga atgtaaaaga
  2486401 aacgaagggt tacattgctg tcgactgtgg tttacctgca gatactttta atatcattac
  2486461 tttactaaac aataatgtaa cggaaaatat cgagaaatta tataaggagg tagtatacta
  2486521 taatcaaaag aaatgtccaa tgagtgtttg gttttgggac gagaagctag aggggaatat
  2486581 aaagaatgaa ttaataaagc ttggattaaa agaaacagaa caaaataccg cgatggtagc
  2486641 aaacttacat acaatacttc caacaataaa catgccagaa ggttttacga tacaaaaagc
  2486701 atcttcttta ggacaaatta aaaagtttgg agaagcgtta gctagtctat ttggtacatc
  2486761 agaggaaggg caatatgtac aagcattcta caatcaaact gcttctgccc atttatggaa
  2486821 tagtgaaaat atgaaactgt acttagggtt ttataaagat gaagtcgtat cggttggttc
  2486881 attagtatgt acactagata gtattggtat ttatgatata gcaacgaaag aagaaatgag
  2486941 aggaaaagga tttggttcta ctatgtttaa ttacttgctg caagaagcaa aggaattaaa
  2487001 cgttgctcaa tgcgtattac aagcttcacc tgatggggtt aatatttata aaaaggctgg
  2487061 ttttcaatct gttggacaaa tgacggtatt tgaaaatcga catttatttg aataaattat
  2487121 ccaagccaaa ttgcttttat gtaggggtta atacatcatt atgaaaaaga tatatatcgt
  2487181 tacaatcatt tgcaccttta tagtactagg tacttttatt tttcataaag taaatgaact
  2487241 taagtacacg aaagctatta atcaatcaaa tcatataaaa aacattgcac atagaggggc
  2487301 ttctgcgtat gcgcctgaac atacaatagc agcatataaa ttgggacaac aattaaaagg
  2487361 cgattatata gaaatagatc ttcaaatgac aaaagatgga catttagtag ctatgcatga
  2487421 tgaaacagta aatcgtacta caaatggtac agggctagtt aaggaacata cattagagga
  2487481 attaaagcaa ttaaatgcag gttctactta caataaaaag tatccaaatt tagcaaagaa
  2487541 agaatatgaa aatgctaaag ttccaacact agaagaagta attgaagtgt ttgggcatga
  2487601 cgcgaactat tatattgaaa ccaaatcacc tgatgaatat ccaggaatgg aagaaaagtt
  2487661 attagaaatt atcaatcact atgaaataca ggataaagtt attattcaat catttagtga
  2487721 agtaagtttg caaaagctac atagtttaca tgttaatata cctctagccc aattactatc
  2487781 ttacaaaaag gcagttcaat taactgaatc agagataaaa aagtataaaa catactgcat
  2487841 cggtcttggt atgaactaca aatatattga tgcagcttat gtaaagagaa taaagaaaca
  2487901 tggattagaa gttcatccat ttactgtaga taatgaaaca gacatgaaaa agctaatttt
  2487961 atggggcgtt gacgggatgt ttacgaatta tccggatcga ttatattcat tattaaagtc
  2488021 ttaattaaaa gatactattt ttaacgtaat agtttataga aaaagaatcc aatactttta
  2488081 ttggattctt tttatttagc tataagtgac taacttaaag cagtacaatt ttgaacttat
  2488141 taataaaata ttacattgag tataatgttt tataataatc atcagaaagt aacgaaattg
  2488201 taatgaattt taactacgct ttttatattt tttgatacac tggctacgag aggaataccg
  2488261 attaatgtag gtaaaaacca aaaccatata ggcggcaata aattaataat aggaatatga
  2488321 ataccgatgt ttactaataa cgcggtaacg gcaccaatat aagaacctaa catacctcta
  2488381 atatggtgat gaagccaatt tttccaacgt ttttttcgtg caaggtagcc ataaatcgca
  2488441 aaagcataag agaaaattgc tacataaaat aaatatgcga ttttatccca gtttataatg
  2488501 gataatataa ttgcagtaag ggtgatgacc acataggatg catgatatat ttcaccccat
  2488561 tccgtatgtt ttcctttctt cttttgtgca accatcgcta aaataccggt aattaagcat
  2488621 attgttccaa ataatatgtg gatggttaaa agaatgttaa aaatgctcat aataattcct
  2488681 ccttttttat ttttatagta ttgcagtata ggagaaaagt tgaaacgtat tgtttattta
  2488741 cgttaatatg ttgaaatgaa ggagagactt ccatgtttac atctattaca tatttacaat
  2488801 cagggaatga caagcaacaa aaagtatatg atgttttaaa taaactaaac ataatggagg
  2488861 atttagcttt gtatagcccc gttctttgcg ggacaattcc tataagaatg gatacgcttc
  2488921 aatctgactt agatatagta atggaagtac ataactttga tgtttttgaa caagaaatga
  2488981 gatctttata tggctcttat gaagggttca ggataaaaaa gaaaaaaatt aaaaataccg
  2489041 aatcgataaa agtaaatttt gaatttgaag gttttgaatt tgaattattt gctcagccta
  2489101 agccagttcg taaccaaaat gcatatagac atatgatagt agagcacatg ttattaatgc
  2489161 agcatcccca tataagggaa gaaattcttc gcttaaaaga gaacggttta aaaacagagc
  2489221 ctgcttttgc tcaagtatta aacgttaacg gggatcctta tgaagcactt attttattag
  2489281 ggcaggaaat gagattgtgg taaataagat acataaaaac tcctctatag aaaaagagga
  2489341 gtttttgtta tgccgttagc ttacgaatta attcactcaa caatttaatc ccgttagtca
  2489401 tttgctctga agaagcatat ccatatgata aacgaatata ccggtctgat tcttcttcat
  2489461 atatacgtcc tggatttaaa agaactcctt ttgatagtgc ctctgaaaat aatttcttca
  2489521 tcggaatgct aggtattacc tttagccata taaaaaatcc accactaggt atatcccagg
  2489581 tggcaatatc tgcacaatac ttatgtaaag ctcgtatcat tatttgtctt cgttctttta
  2489641 gtttaattct tacgttcgct agatgttcct cataaaatcc tttatttatc cattcagcag
  2489701 caactctttg ggataaagag cttgatccat aatctgtttg catttttata tctgataatc
  2489761 tatcaataac tggttctgga ccgataaccc atccaattct aagtcctggg gtaagcgtct
  2489821 tagagagact accgatatat aatacatgtc catgtttatc ccttgatttt aaaggagctg
  2489881 ggggcggtgc atcaatccat aactcgcggt aaatatcatc ttcaataata ggtaactgtt
  2489941 ccttttcaca tatttttaat atttcttttc tccgctcttt agacattaat atgcctgttg
  2490001 gattttgaaa acaaggaatt gaatataaaa tgtttttctt ctgactgtat ttaattcgtt
  2490061 ttaataactc gttaggtaat ataccgtgag gatccataga tataccagat agatttatat
  2490121 ttgctgattg aaatacatga agtgaatata agtaagaagg ttgttcaagt aaaatggttg
  2490181 actctctatg taaaagacca attgatatta attgcaatgc ttgtaatgca cccgagacga
  2490241 ttaatatgga acttggtgat gcatgtattc caaatgattt tacgtattta cttattgctt
  2490301 cacgtaacgg ataaaaccct ttttgttcct catatccaaa atagtctaat tcctcactta
  2490361 ctttcttcat aatggactgc atcgtttcta atggaaaaag atgaggagaa agttcgcctt
  2490421 tactaagatg gataagcttg ttatttgctt atgcttcatt tatttctcgt accattaact
  2490481 tgcttggttt atgaataccg gcctttacat attcactcca atcaggtggt ggatttgttg
  2490541 ctaataatga ccatgtatta ttcgttacaa ttgttcctgc tccaattttc ccttgaatca
  2490601 atccatcagc cataagttca tctagtgcag ttattacagt gctacgattt acttgaaata
  2490661 attttgctaa ctgcctttga ctagggatct tacttccaat tgtccattct ccattttcaa
  2490721 ttttttcttt catataatct actatctgcc gatacttagg cagtttttta ctagttgtca
  2490781 tcaaaaaact ccttcgttca cttgaaaaat accaagtggt tggtttttac gataaaaaac
  2490841 tggttgaaga cattgtatca actattaaat atgatgaaaa gaaataattg gtaatttgaa
  2490901 aatggttggt ttgaaggggg agagaaaaca tgaattataa aaaatgggat ttacgcatta
  2490961 tatgtgctca cgcttttacg attcttatat ggggatctgc ttttccagca atccgtatgg
  2491021 ggcttgaatc ttatacgcct gagcatctga ctttactacg tttattaatt gcttcagtta
  2491081 tacttctttt gttttccttt atatataagt tacggctacc ggatttaaag gatatcccag
  2491141 ccatttttat atttggtgct ttaggattta ctttttatca cattgcacta aactatggtg
  2491201 aaaaaacagt aaatgctgga tctgcaagtt taattgtttc agtcacgcct atagtaacgg
  2491261 caatattcgc ttctgttttt atgaatgaaa aaatgaaatt aaatggttgg atcggtggtg
  2491321 taattagttt tataggaatt gctttcatat catttagtca aggagatgct attcaattaa
  2491381 atagtggggc attatttata ttattagcag cgatttcaga aagcttattt ttcgttttcc
  2491441 aatcttctta cttaaaaaag tacggtttct tgccatttac catatataca attttatcta
  2491501 gtacggtatg tatgcttatt ttcttaccag gaatgtatca agaaatacta gcagctcctc
  2491561 ttgaagttaa cttgagcgtt atatatttag gtgtctttcc aacagtactc ccatatattg
  2491621 cattggccta tattatatct cgtgctggtg cttctgaagc aacaagttct ctatatttaa
  2491681 cgccaataac tgcatgtttt gtcgcttgga tatggttagg agaagtgcca actttagttt
  2491741 cgataattgg cggagggatt actatacttg gaattgtgat tgttcatata ccagtattaa
  2491801 gaaaagaaaa acatagcaat ttagcaaata atcaatccgt ataatgtaat taaataatga
  2491861 ttttatgata cttttttata tagtttcttt ctcatgttga taaatataat attttgtatt
  2491921 tcagttaaat attgtatgtt acattttatg tagtaagcat tttaaaagga gctgacaaca
  2491981 taatgaatgg aaaaagaaat atttttacat gtatttctat tgtaggaatc ggactagcta
  2492041 gtttttctaa ttctagtttc gcagcaagtg taacggacaa ttcaatacaa aattctattc
  2492101 ctgtagttaa tcaacaagta gctgctgcaa aggaaatgaa accatttccc cagcaagtta
  2492161 attatgcagg tgttataaaa ccgaatcatg ttacacaaga aagtttaaat gcttctgtaa
  2492221 gaagttacta cgataattgg aaaaagaaat atttgaaaaa tgatttatct tctttacctg
  2492281 gtggttatta cgtaaaagga gagattacag gtgatgcgga tgggtttaag ccacttggaa
  2492341 cttcagaagg tcaagggtat gggatgataa ttacagtatt aatggctggt tatgattcga
  2492401 atgctcaaaa aatctatgac ggtttattta aaacagcaag aacttttaaa agctctcaaa
  2492461 atcctaattt aatgggatgg gttgtcgcag atagtaaaaa agcacaaggt cattttgatt
  2492521 ctgctactga tggggattta gatattgcgt attctcttct tcttgctcac aagcagtggg
  2492581 gatcaaatgg agcagttaat tatttaaaag aagcacaaga catgattaca aaaggtatta
  2492641 aagctagtaa tgttacaaat aatagccgac taaatttagg agattgggat tctaaaagtt
  2492701 cacttgatac gagaccatct gattggatga tgtcacacct tagagcattt tatgaattta
  2492761 caggtgataa aacttggctc actgttatta ataatttgta cgatgtttat acgcaattta
  2492821 gtaataagta ctctccaaat acaggactta tttcagattt tgttgtaaaa aacccaccac
  2492881 aacccgcacc taaaggcttc ttaaatgagt cagaatatac aaatgtatat tattataatg
  2492941 ctagtcgagt acctttaaga attgtaatgg actatgcgat gtacggcgag aagcgaagta
  2493001 aagtcatttc tgataaagta tcttcatgga ttcaaaataa aacgaatgga aatccttcta
  2493061 aaattgtgga tggttatcaa ttaaacggat ccaatattgg taattatcca actgctgtat
  2493121 tcgtttcgcc atttattgct gcaagtataa caaatagcaa taatcaaaag tgggtaaata
  2493181 gcggttggga ttggatgaag aataagagag aaagctattt tagtgatagt tataatttat
  2493241 taactatgtt atttattaca ggaaattggt ggaaacctat acctgataat aaaaagacac
  2493301 aaaatcaaat aaatgatgca atttatgaag gatacgataa ttaattaaaa ttgagaatgg
  2493361 ttacttaaga aaggaattag catacgctag ttccttttcc atctattgaa ggacctttgt
  2493421 tacatgatgt ggttactata agtagattag ttaactcaag ttttttaaat ttgcgcacca
  2493481 tacagtgaat gtagatacaa acggagatac gaaaggacaa acatttgctg atttttgccc
  2493541 tagcttaata tctaaagggg cccgtatatc attagaaata ggtgaacata aatttattca
  2493601 agattttata aaaattacgt tataggttgt tgtcgaaaaa ggaaattatt tcactacgtt
  2493661 gaattaaaaa tatatcctct ttataaagga gattatcata ttgaatatcc agttaaaggt
  2493721 tgttacgaga gaattgggaa gatgctttaa agctgcaagt taaagataat cagacgaaat
  2493781 ttgttccatc tgtagcagtt tcacttgcta aagtatatat aaaaccagat ggggacgctg
  2493841 tagaatacca accatttgcg atatacaacg gcgatctaat ggttggtttt gttatgcatg
  2493901 ctgttgtaaa agaaacaact gatatgtatt ggataaacgg atttattatc gatcaaaagc
  2493961 agcaaggtaa cggttatgga aaagcggcat tacaagaaag tatatactta ataaaaaata
  2494021 cgtttaaggc gtgtaaagaa attagattaa cagtacataa agataatatc tctgcaaaga
  2494081 aattatatga aagttacggt tttcaaccat tgggacatga ttatgatggt gaggaagttt
  2494141 atcgtttatt cgtttaacaa tgaatgggag gaataacaat tgaaaaataa atttcatcat
  2494201 attgtacgag ctgttatgat aaaggataaa aaattgatag tagctgaata tattggccat
  2494261 cattattttc taccaggtgg tcatgttgaa gttggcgaat cagctgagag tgcattaata
  2494321 agagaactac aagaagaact tggagtaaat tgtagtataa aacaattttt aggagtcata
  2494381 gaaaaccaat ggcaagataa agaaatgctt catcatgaaa tcaatcatat ttttgagata
  2494441 gattcagaag agttacatat tgatttcata ccaaaatcta aagaacctca tttagcgttt
  2494501 cactggatag attataatcg agacgcttta catacttata aaatcatgcc agcaccttcc
  2494561 gttaaagagt tactagaaag aaaattaagt gatgaactac taaactgttg gattagcaat
  2494621 ttttaaatac ctctattaat agtaaatctg tccagcaaaa agtgattaag aaaataggct
  2494681 aagaaacaag gtacatcacc tagtgtaagt tcatattttg ttgatgtacg cattcaagta
  2494741 tatagccatt tgtttctact ttgtttatta aaatttatta actttaattt ttggacggaa
  2494801 tttatattga taaatggagg gttttataat gaatcagttt caacaagaac tacaatcatt
  2494861 aaaccttaat gattatcaaa ctggtaatgt tgtgtattgg gatccacaac aaagtcaata
  2494921 tccatactac tatattcaag acgatgcacg tcgttgcggc ggatgcggag gttgtggtgg
  2494981 acgctgtggc ggatgtggcg gcagatgcgg tggttgtgca ggtcgttgcg gcggatgcat
  2495041 aggttgcgca ggatgtttcg gttgctttaa ttgctggaac tggtggatca tttaagtata
  2495101 gaacatcaaa gctactttgc ttgaaggaaa ggtgtgaaaa ctattttgca cttttctttc
  2495161 aagctgtaat ttttgtgtat atcaaggggg atttatttgt atacatatga taagttaatt
  2495221 tcttgggtag aggatattaa agaaaaaaat catagttctg caacagcgct ttgtattata
  2495281 aaagataaca aaattgtact agagcattat agtggatatc actcaaatac atcgagaaat
  2495341 gaaaaagtaa gcgcatcttc acaatttaac gttgcttctg ctagaaaaag ttatttagga
  2495401 ttaatgatag cgtatgcgct ttacgagggg aaaataaact ctattgatga tgaagcgata
  2495461 aaatatttta aagactttga tcatgcattg cttggtaaaa caacgataag gcatttagta
  2495521 acacattcgc acggtttagg agaaacgaat gacggaaaaa tttttcgtga atttgaacct
  2495581 ggacaatctt gggcgtatag agatattaat gtaagaatga tgacacgtct tatttatcag
  2495641 ctatataaca aaagttttcc tgaattgtta aaagagcgtg tgtttaaacc tgctaatttc
  2495701 caagaaacag gatggagaat acagcaagat gataatttag ttgcagttgt tgatgatcca
  2495761 aataaagacg caattagtga aattggtaca gtagatgacg gtactgaaaa aaatctgttt
  2495821 gtctccgcta gagaatttgc gcagtggggc aaccttcatt taaatcaagg tatgatagat
  2495881 gataaacaaa ttgttccaaa agaagttata aaaatcgcta cgagtttgca gagtccaaca
  2495941 tatgcaaata aagagctacc acaaaatggc ttgttttggt tcgttcaaaa tgaacctgca
  2496001 caattaagtg aactaggcga acgtgtacca aaaggctcgt atcaaatatt aggaattacg
  2496061 ggaccaacta tattagtaat acctgaatat aatgtagttg ttgcgaaaat gtataataaa
  2496121 agatacaact acggcggtga taattattta tattatttac gtgaatttag taatttagtc
  2496181 gttgatacat ttcgtaacag taatagggta taattactcc tataacaaaa aggagtgatt
  2496241 gaaagtgaaa gataaagtga acaaaaataa aaagcaaaat ataaaagatg taaatacaga
  2496301 gcaaaatgcg atctatagcg atccaaaaga tgcagctaat atgcaaacgg taccgcagcc
  2496361 gaaagatttt gatgaaattg aatattaatt tttcgtttat ccgaccatat gatgaatcaa
  2496421 aaatacatct taagtcccat cacatgattg aaaacttttg gtactctata tacataagca
  2496481 tttgaaaatg tcttatctta acaaagcttt ctttaagtaa atctaatata acctgcaaaa
  2496541 agacacttca taatggagtg tctttttgtg tacatgaatt caatttccat ttttcatgca
  2496601 gtatcttgct ttttatgatg gttatactaa ctgtgaaaat tcatgtcacg ataaaagaag
  2496661 gggacagtta gtatgaaaca aacttctata aatccgttac taattgttct aggtacaatc
  2496721 attgttcaaa ttggccttgg aacaatttat acatggagtt tatttaatca gccccttgta
  2496781 agtaagtttg gatggaacct taattcagtt gctataactt tctccattac aagcttctct
  2496841 ttatcatttt caacattatt tgcaggaaag ttacagcaaa aattagggct tcgaaaactc
  2496901 atcgctactg cagggattgt gctgggactc ggtttaatac taagttcaca agtttcctcc
  2496961 ttaccattac tatatttatt agctggtgta gtagttggtt atgccgatgg aactgcttat
  2497021 atcacatcac tatctaattt aattaaatgg tttccgaatc ggaaagggct tatttcaggt
  2497081 atatctgtat cagcatatgg aatgggcagc ttaatcttta gatatataaa cggaaatctt
  2497141 atcgataatc ttggtgtatc acaagcattc ttatattggg gtattatcgt attactttta
  2497201 gtgttaattg gatcgttctt cttacgtgaa gcgattgtaa gtaatgctgt aactgaaaca
  2497261 ttacacaatg actatactcc gcgtgaaatg atgggaacga aacaagtata tctcttgttt
  2497321 tttatgttat ttacatcgtg tatgggtggt ctgtatttaa tcggtatggt aaaagatatt
  2497381 ggggtacaac tcgttggact tagtacagca actgccgcta acgctgttgc aatgattgca
  2497441 atttttaata cagtaggtcg tattgttctt ggaacgttat cagataaaat aggtcgaatg
  2497501 aaaattgtct ctgcaacgtt tattattata ggtttgtcag tctttacttt aagttttatt
  2497561 ccgctaaatt acggaatcta ttttgcttgt gtagcaagtt tcgccttttg cttcggtggt
  2497621 aatataacta tattcccagc tattgtcgga gattttttcg gattaaaaaa ccatagtaca
  2497681 aattacggga ttgtctacca aggttttgga tttggtgcgc ttgcaggatc atttattgga
  2497741 gcgatactcg ggggatttca accaactttc attataatcg gtgttttaag tgttatttcc
  2497801 ttcattattt caatattaat ccgtccacca aatgcagaga agaaaaatga actaaaacat
  2497861 ttacatcgga aagtagctta atacaaaaaa gagtcctaat atagggctct tttttgtgta
  2497921 gagaatagag ttatttaatt taaagtgaaa tgatttgaga agcaataaag ttgtttattt
  2497981 cttgatgaac taagtagcag atgcgtagaa tattcatatt gttttataaa ggaactaaca
  2498041 tgttgttaaa aaacatatag aaaattacag ttaaccaact ttgtgatgga acgtgcactt
  2498101 cattcataga tcattatttt cttataagtt tacaatgaaa gtagttggct tatattgatt
  2498161 acaaccataa tttcttctgt tgtggcattc gctacaacaa atattgatga tatttttata
  2498221 ctgcttgttt tattttcaca agtaagaaca gaagtactta ggaaagaaga tagagctgtc
  2498281 cgcgaaaaag ctatgagaaa aaactttata ttgctattgg acaatatgtg gggtttagta
  2498341 tgattatttt tctaagtatc gttgggtctt taagctcttt tttcattcct gtttcgtgga
  2498401 ttggggtatt aggattcgtg ccaatttata tgggtgttaa aggactattc tcgcttcgtt
  2498461 ctaacaaaag taataaagtc attgataaag cttctagttc attatttaaa gtagctgcga
  2498521 ttacattagc taatggagct gacaatatct caatttatat accaatgttc actagtcaat
  2498581 ccttggaagc aaatatcgtt acattaatta tctttttttg catgatagca atatggtgtt
  2498641 ctattagcta cacattgtta agagctccta ttttagctaa agtacttgag agaaattgtc
  2498701 atattatcgt tccaatcgtt ctaattggtt taggaatgtt cattcttttt cgcagtaata
  2498761 caattgaatt attgtactta taagttcaaa ctaacggaat ttttaagtaa aaagaatcaa
  2498821 acgtggtaaa aagccgtact acaaataaaa tgtagtacgg cttttttaag ttttagtgaa
  2498881 atgaaaccgt gcactacgac aattaagtta gacaggatat tacgattatt aaattgaata
  2498941 gatactttaa aaggagcgtg atatttaaaa tgaaaatagt aaaacagaag aatatagaca
  2499001 cgaaggttat ggaaccaagt taataaaacg tattgaagaa tttgcaattg aaaaagagtg
  2499061 tagcctaatc aatttagata cttttagctt tcaggcacct gctttttata aaaaacatgg
  2499121 atataaagta attggagtaa gtgaaaatca ccctaaaggg cataatcgat actatttgga
  2499181 aaaaaggtta gaaaatatat agaatcccaa aatgaatcaa tcaaatcata aagagcgtac
  2499241 gttgaataat tactttcaaa atacgttctt tttatttaga aatgaagggg gatcgattat
  2499301 tacctttact aaggatagat aaatgaaata ctctattaat ttttttatat tttaaaacga
  2499361 ttaaatggta gaatgtaaca aagacagaaa attctcgtta ttgaaggtgg acttagatga
  2499421 aaaaagtaaa tgttacatat gcgcttttat acgataaaac aaatgaaaag atcttaatgg
  2499481 taaaaaacaa agggaagaat ggttcttatt acacactacc aggtggtgca gttaaattag
  2499541 gagaaacgtt agaggaggca gtcattcgag aagtgaaaga agaaaccggt ctacatataa
  2499601 ctgtaaatgg tatttgttac attagcgaag cttttttcga agagagagga caccatgcaa
  2499661 tattctttaa ttttttaggt gaaataatcg gaggggaaac aaatataaca aggccaaaag
  2499721 aaattgaaga gattacttgg atggaattac atatagcatc accgcattta cgtataccag
  2499781 aacatttagt aaatatgtta aaaaagaaag aaacggtacc ttactttttt aacggaacta
  2499841 tcgttcatca atcttcataa aaatattatt tcattttagg tgggggaaaa gatggagttt
  2499901 atcgttaatc acaaacattt tacacaagca ctttcagatg taagtaaagc aatatcaacg
  2499961 aaagctataa ttcctatatt atctggcata aaaataacag cagatcaatc tgggattact
  2500021 ttaatcgcaa gtaattcgaa tattttcatc gaaaaattta tacctagtgc tatagatgac
  2500081 gaacaaatta cgactatctt acaagcagga acaattgttg tacctgcaaa atacttcatt
  2500141 gaaattataa agaaaatgcc aagcgatata gtaataaaaa gtaagaatga gcaaacaatt
  2500201 accatacaat caggagaaat cacattaaac ttaaatggct ttccagcgaa tgaatttcct
  2500261 aacgtaccac aaatagacga tcatacagaa atacaaatag aaacaaaaca attgattgat
  2500321 gcgtttaaac aaacagtctt tgcagtagcg aaaaatgaat ctagacacgt tcttactggc
  2500381 gtacatatcg agttagacca taacaaatta atatgcgctg caactgactc tcatagatta
  2500441 gctatacgtg aaacactaat ttctactaat atgaaagcga attgtattgt accaagtgca
  2500501 accattaatg agcttttaaa attaatgaac agcaatttag aattcgtttc tatttatcta
  2500561 tcagaaagtc acattatttt tacattcggc acaactacgt tatattcacg actaattgaa
  2500621 gggaaatatc ctaatatttc tactctcatt ccaaatgaat ttcaaaccgt cattaacata
  2500681 gatagacaaa gaatgttaca aggggtagat cgatcaagct tattagcgag tgaatgggca
  2500741 aataacaatg ttaacttaga aattgtaaac gaatctacaa ttcaaatttc ttctaacgct
  2500801 tctcagatcg gaaaaatatc tgagaagcaa cagatagatg taattcaagg taaaaaacaa
  2500861 ttaaatatat ctttcgatgg acgatttatg ttggatgctt taagggcaat aaaagaagaa
  2500921 acggttactt taagtttcag cggttctatg agaccaatat taattgaagc agggacacaa
  2500981 tctgcagcaa tccatcttat atctccagta agagcttatt aaaaacagag gaaggaatca
  2501041 cattatgtac aaacacactt tatgtttcat aaaaagaaat gaagagatac ttatgctaaa
  2501101 tagaaaatat gaccctgtaa aagggttatg gaatggtgta ggaggaaaga tagaaaaggg
  2501161 agaaacacct ctagaaaatg caattcgtga aataaaagaa gagactaata taaaagttac
  2501221 gcatgatcaa attcaattta aaggcattat taaatgggag gattcttcat attctggcgg
  2501281 aatgtatgtt tatctagtag agttacttca tgaatttaca tatcacactc caaaaaaagt
  2501341 ctcagaagga attctagatt ggaaagagat ttcttggatt ctaagtgact ataattacgg
  2501401 cgtaggagag atgataccta aatttttagt tgaagtgctt cacaatgaat taatattaga
  2501461 gcacaatttt gttttatcta atcataaatt aatagattat aggaataaag aattagctaa
  2501521 gcaggataac tctatagata atataattcc attataaaaa gtaagaatcg taatctatca
  2501581 tacacaacaa agtaattatc acctaaatat aaaagccata gattattcga agagtagcta
  2501641 aggagaaaat ttatatgagg atgagtgtga tgaagaaaat aattattata ctcgtaggta
  2501701 tcgttctaat tactattgct ttttatcaat acaaccaaaa agatggttta gctaaaaatg
  2501761 ataaggtgta tgtagaagac tttaaaggta aaaatgatac aaacaaaata caatctgcta
  2501821 ttaataaagc agaatctagt aaaattaaaa cagtattgct tgatgataag aagtataaaa
  2501881 tcacgtcacc aatcgtagtg aaacagggtg taaagttatt atttggttat ggaacacaat
  2501941 ttgttgttga aggtaatttt aaagttctag aattagaaaa aaacgcgtct attgaaggag
  2502001 cttatatagc tatagacgat cctacattta attctgaagt tatatattta gacggcaaaa
  2502061 ataagtacta taacacttgg cacaaaacac aagtgaaaga tataaatata atcaattgga
  2502121 cagaaacgaa taaaggtact ggcatttctt tgtattctgg tgggcaggaa aatgaaattt
  2502181 catttattaa ttttgaaaat ataaaagttg tagggatgga aactggtgtg aaattagtag
  2502241 caaagaaacc acaatttgga catgcatgga taaatgccaa ccgttttatg aacttctctc
  2502301 ttgaagattg tgtaaatatg atttatatgg atagtaatgt aacaacgcca aatgaaatta
  2502361 gtggtaatca atttacaaac cttcaaatac aaccttcaaa taaaacgaaa agtattgtaa
  2502421 aggtaagtgg acagcataac gagttccatg gaatggtgtg ggatttacag aaaatcaatt
  2502481 acgaaaacga actcattgaa ctaactgata agagcatgaa tacattgatt aaaatgtcca
  2502541 gtgtaccaga aaatagaatt ttagatggcg gaaaagctaa tatagtaaag taataatttt
  2502601 atttatgaat ttacttctaa aaagcagata gaaataaaat tctagtttta gacaggagat
  2502661 tcgatatgtg gacaacaaat attatcaaaa ctccaagagg aaagtttgaa tattttctaa
  2502721 agggagaagg acctccactt tgcgttactc atttgtatag tgagtataat gataatggaa
  2502781 atacttttgc aaacccattt actgaccatt atagcgtata tttagttaac ttaaagggat
  2502841 gtggcaattc agattcagca aaaaatgact ctgaatatag tatgaccgaa acgattaaag
  2502901 atttagaagc gattcgagaa gctttatata ttaataaatg ggggtttgct ggtcattcgg
  2502961 caggagggat gttagctctt gtatatgcga ctgaagcaca agaaagttta acgaaaataa
  2503021 ttgttggtgg cgcagcggcg agtaaggaat atgcatctca taaagatagt atatactgta
  2503081 gtaaaaatgt gaaatttaat agaatcgtat caattatgaa tgcattaaat gatgatagta
  2503141 cagtacaaga agaaagaaaa gcattaagta gagagtgggc acttatgtct ttttattctg
  2503201 aagaaaagct tgaagaggca ttaaaattgc cgaatagcgg aaagacagtt ggcaatcggt
  2503261 taaattattt tagacaagtt gaatataaag attatgatgt tcgtcagaaa cttaaattcg
  2503321 taaaaatccc aagttttata tactgtggta agcatgatgt acaatgtccc tacatatttt
  2503381 cttgtgaaat agcaaattta atcccgaacg caacattaac taaatttgaa gaaagtaatc
  2503441 ataatccatt cgttgaagaa atagacaagt ttaatcagtt tgtcaacgat acattataat
  2503501 caataagtaa aaagcgaatc ttttatataa gacagattcg ctttttatta taattagact
  2503561 ttttgccacc aagcatacct aggatagtct gtagatttta acgtaataga ttcgccaatt
  2503621 tgaggtgttg taattttaac tcctaaacgg ttcgcttcct tcgtaacacg ttctattggg
  2503681 tcactccatt cgtgtaatgc taatgtaaaa gcaccccaat gaatcggaag aagtaattct
  2503741 ccttttacat caatatgagc ttgtactgtt tcttcaggta acatatgaat tgcagaccac
  2503801 cttggatcat attgcccgca ttccatcaat gtaagatcga atggaccata tttatcacca
  2503861 atttccttaa agtgaggggc ataaccgcta tcaccactaa agaaaatttt agtctcttga
  2503921 ccaagaataa gccatgaaca ccataatgaa caatctctat ctgtcatacc tcgtccagag
  2503981 aaatgccttg caggagtaca tactaactta atattatcaa acgcaatttc gtcccaccaa
  2504041 ttatgctcac taattttact aggtgaaata ccccatttaa taagatattg tgcaactcca
  2504101 gttggaacat aaaagtgctt tgtgcgatct tttaactgca taatactttt ataatttaaa
  2504161 tgatcatagt gattatgaga aatgataatc gcatcaattt cttgaaggtc ttcacgttct
  2504221 aaagaaaagg taccgctata acgtttacta ttaaacagag gaaacgggga agaggtatct
  2504281 ccaaacatcg ggtctaataa caatttttta ccttctattt ttaaaagaga agcagaatgg
  2504341 ccaaaccatg tcaaactctc taaagattca ttatctttat ttgataaaac aatcggtaaa
  2504401 ttctttatag gacgtagctt tgtcttcgtt tttaagtaat cagtcattaa acctataata
  2504461 tctttcggtt taaaacttac atcagtatga atttgattta taaatttctt tttcattcgt
  2504521 tctccttttt acgtttaaca ctatacgtat gttgttattg tagctatctg tagtttaaac
  2504581 gaaatcattt tacctttcac cttaaataca gtacatttca taaatttgtc aaattcatta
  2504641 tttgtgtata taaaatgtaa atcctacagc agcagataaa aggaatatga agtaaatgta
  2504701 aattgtttta atttagtaaa gttcttctta taagtaacaa agaacatatg tttcgttgta
  2504761 tgttatagaa gaaaatatgt ctctaattat taaagggaag gagaggatgt aagtgcaaat
  2504821 agagagaaaa aagaaatcaa aatgtaaact atcaaaacct gaaatcattc atctgtatgc
  2504881 ggaagggaag ggtacctcag aaatcgctat gcttgctaac gtatctgcaa ggtatattcg
  2504941 tatggttcta tcagacagca acgtgccaag gcgcgctata gggagctgga agagaaagta
  2505001 tgacataaca gaagattatt ttaaaacgtg gtcaaataac atggcttata ttttagggtt
  2505061 tatagcagca gatggtgtta tacaaaaaga aaatcaatgc gttagtgtat cacaaaaaga
  2505121 aagttatatt ttagaagata taaaaaacga actaaaaaca actcagccgc tataccaaaa
  2505181 caaaaaaaca ggtgtatata tgctaaacat taatagcaaa acaataaaag acgatcttat
  2505241 gaacattcac ggaattaagc catgtaaatc ttttaacatt gaatttcctt tcgtgcctga
  2505301 agaatattta catcactttg ttcgtggata ttttgatggg gatggttacg tcaattatga
  2505361 aacttataca gttagtttcg taggtggatc atataatttt atgaattctt tacatcaaat
  2505421 ccttcaaaat cgcaatttac gagccgattc actaaatcaa aacaaacatt atcgcgttat
  2505481 tttatctgga agaaaatcaa tacaactatt ttcaaattgg atttataaag acaaagatat
  2505541 ttatttgcat agaaaatatg aagtgtttca gaaagagagt ctgagtttag accaattaca
  2505601 agatcgaaaa ttaaaacaaa ctcaaactgc cgttaaacaa agaaaacaaa attttcttaa
  2505661 agaatatatg aaaaataaat gtagtgctac agcttgctct aatttaaaaa taagcgaatc
  2505721 cacttttaaa cgttggttaa aaaatgataa tcaatttaaa aaagactatg aaagaattca
  2505781 ttcattataa aaatgcaaga aaccttagta tatctatgct aaggtttcta acttgatatt
  2505841 attagaggat atttattttc gtttatagaa cttagtaaat acatagattt tacaatgaat
  2505901 ttactcgtaa gggaaggaat atgaaatgcc cactaataat agtccggaga atatattaca
  2505961 tacagcttat gaaactaaaa tgatttcatc tggagataat tcgccatcta taaaaataaa
  2506021 aggaacgaaa cttcaatatt tacttgtatt gattcatctt ggttttgagt caaatgctat
  2506081 aaaaatgatg ttaaattgga cgaatgatga atttgaaaag cgcgttaatt tattagaagc
  2506141 agaggggcta ttgaaacaaa taggagggag gtactatcca acgtgtatga ttataacagc
  2506201 ttgtgaagga gaaaagcttt ataacctttg tgaacctcta attaaaccaa cacttaagat
  2506261 ctttgaaaac tattcaagtc atattgaaga tatttcaaaa agaatcgaca cgtttaatca
  2506321 tttatctaaa gaatcttata gtcttttatt gtatagtggt gtgttattag attttggaca
  2506381 aataaattac attgaagaaa actatttaaa aaagaaacga cctttaagaa ataagaaacg
  2506441 atattattat gcaattcaag aacaagaatt aacagatata gaggctttcg ggatgtatgg
  2506501 taatacgtat ttagatttag gagaagttca aattggtctt tatggaaatt ctcgatattc
  2506561 aacattaaat ttaattacag cagataacga aacatttgaa gaatatttcc aaaacactaa
  2506621 tactgatatt aattataaga aaaaacaatt agtaaaaggt ttcgtagcag cagatagaca
  2506681 aaaaaactta catttaaacg tagtttacga aaaattaggc ttatatcaaa attcacaacc
  2506741 tgttatccct gtatttaaat caacagactt atttatactt aacgaaattg caaacacaat
  2506801 cagtgaagat ttagtcttat tattcaacga aaacgataaa cctttaaaac aatactttgc
  2506861 cagcagcaga tactcaaaag aaattactta tgaagagttt tttatctggt ggtatcactt
  2506921 tttctataca aaagtaactg aagaattaat aaaacaaggt gtaattataa caagcaccca
  2506981 aaaaaatcaa acgtacataa tccatcaata attttaaatt aaagtgctaa tatactttta
  2507041 caaatgtagc agctgaatga taaataaggg ataatctgaa tttaaaatct aatataaaga
  2507101 aaataagata ttcaaagagg agaagagcca tgcaaaagaa atttatcaat ccaaaaacga
  2507161 tgccaccaac ttttggatac tcacatgtag tggaagctag taacgctaaa cgaacgattt
  2507221 acatatctgg acaagtagca attaatacag acggtcaaat tgttggaatt aatgatttag
  2507281 ctacacaaac acgacaagta tttgaaaata ttaaaatcgc attagaaacg tcagacttaa
  2507341 atttcaatga tgtagtaaaa ttaacatttt tcttaacaga catttctcaa atggccattg
  2507401 ttagagatat tcgagatcaa tacattgaca ctaataatcc accagcaagt tcagctgtcg
  2507461 aagttagaaa gttaattaac gataacttat taattgaaat tgaagcaatt gctgtagcaa
  2507521 actaatttta aaaacgtatt cgcaatcata tcaatacaat tcgtttaaaa tgaacacatt
  2507581 aaacgaattg tattttttat tatttaaagt ctaatttata tagcggataa agcgaataac
  2507641 tacacaatca gtcacatatt actaattcga tgaaaaaggg gaccgtaaca ccattaacta
  2507701 acatttaata agtttattat ttttagtaag ttaacataat atatattata ggcagttata
  2507761 gaaacaaagc aatatcaggt atcaaaatcc aagtaaacta tacttaatga gacgaaacag
  2507821 agatttttag tgagattcac ataaaatctt atttaaacgc atttatacag ttttttatct
  2507881 ttttttagtt ataaattcat cacagcaaat cttaattgat gattgattaa gatttaacga
  2507941 atcaaaaaca attttgatca gtaataattt ttatgcggaa aaatcttttt tacaaaatat
  2508001 aaattaataa ttttatttta tgttttactt tataaattta ttgctattta cacacgtttt
  2508061 acaattttac attatttctt gttatttctg ttatttacgc ttgactttta ttattcctat
  2508121 tattttacac tctagttaac ataatgttta tttttaactt aaaaaaatct ccctcacctt
  2508181 caggaagatt ttttagcttg ctagtatttc agttatatac tcttaatagc aatcccagtt
  2508241 gtaaataaca ttggaaaaat ttagatttaa caaatcttct tttttaataa agaaattagc
  2508301 aacaccagaa tctccccaca taatatttaa tgagtcgtct gtatcgattt gcagtaataa
  2508361 tatatcatgt tgttggtatt tttcttccca ttctctcgga tctgtctgtg tgaaaaatgg
  2508421 ataaccacca attttatgtc cgaaatcttt acataaatca tcatacagtt cgcctaattc
  2508481 tgtattattt tcttcatcaa caatttcttc ccaatcaata tcctcactaa acatcttttc
  2508541 aaatcgataa tctctagatg ttatgggttg ataatctaat tcaaattgta attttgctgc
  2508601 ttcaggtatg ataaagtctt ctaattctaa agtgtttaaa taactaaaat cagtaattac
  2508661 cttatttaaa tcttctataa ttgtagaatg ataaataatt cgaaagtctt tttggattgt
  2508721 tgggtgatca aaatctgctc cataaagctc atcatcagca cttacgaaaa actgcaatat
  2508781 tccttttttg ggcatatatt caacatgcgg aatttcttca aagtttaact gcgcaagtaa
  2508841 catcataggt tgtccatttg aatctttagg atgctcttga tttataggta aatacggata
  2508901 accaccaaac ttactctcaa aaagagttgt ctctgctttt gttccagcca ctttaatata
  2508961 cggttttaca ctttcttcta aaatagtacg atactgttct agttctttcg gaatttgaag
  2509021 ttgatacgta tttttcatca catttgcctc cctttcataa tgaattgaaa atgtcttact
  2509081 taattatata gcaagaaata gctttattaa aaattgttaa aagtccgttt tcaccctcgt
  2509141 tttttgcgca cttggtggac aaagtaggtt atgttctaaa acctttttat taatagttcg
  2509201 agttaaatcc gctgcttctg cagtatttgt attttctttt agtttttctt ttaagtcatc
  2509261 aatttccttt gaaagctcaa tccacctagg taaaacatga ttatttttca aagttctata
  2509321 cagttgcttt tcaggattgt acgaaaggtc tttatcaaga ttaagaggtt tccctttacc
  2509381 aggtaaatga tcgaaagccc ctttcttttc tgcctcttta acgatagaac taatatgatc
  2509441 ctcatacgta taggaccaaa ctttctcatc ttttactaaa atctcttgct tttttagttt
  2509501 tttatctagt tcttcttgat tcatagattc tctctccttt ttatttttta gtgtcgtttt
  2509561 tgtaagttct aatgccctta atccatcgaa tagcttttct cgccaccaca cgctatcatg
  2509621 tccgccttga aactcttcat aagtggtttg ggtatttctt ttcttctaaa gctttatgta
  2509681 gccgtctatt agcctttaaa agagattcgt tttcaagttc acctactgct atgtaagaat
  2509741 tgagatgagt cgcattagaa tctattgatg aaatttgatt ttcaatccaa ggaattgtat
  2509801 tttcataatc atcctttttc caatgtacgg atccagacat tgacaacaca tttccgaaaa
  2509861 tatgtggatt ttgaagtgct acataaaaag cggctaagcc accaaggctg aaaccagcaa
  2509921 ttgttgtatg ttttgctttt tgatacacat gatatttagt ttgaatccat ggaagtaatt
  2509981 ccttcattaa aaatgtattc attttatcgt tataagttag ctcttctaat cgatcaacag
  2510041 gatctatagc aacagcaata caagatggga tttctttttc gtaaattaaa taattaagtg
  2510101 tttttgtgat tgaaaggtca ttaatgaatg aattcccatc aaatacaatg agaagttctt
  2510161 gaagatgtga agtgtgagaa taatcatgag gcgtataaat atgaagttta cgtgtgttat
  2510221 ttaaaatcga actataaaaa gaatatgttt caatctttcc agatggataa tgatttgaag
  2510281 gaaaacgact gctatactgc acgtccatat ctatttttaa cacagacgct ttattggcac
  2510341 cttctccaaa tacattttca ttgaatgggt ctagtcggta ctgttcacta cgctttatcc
  2510401 aatcattttt gaaaaaatca tttactgtaa aataataagt tgaaataaac ctcttattcg
  2510461 tcctaaacgt aacataccaa atatttgtct gtaataatcg ttgtaattga tttacagaca
  2510521 gatcccaacc aggaaaacta ccgactacat aaacattttc agtattttga tcacctaacc
  2510581 atatatacgt tataagttta tactgattat ctataggaca ttgttctact agtggtgtat
  2510641 gatttgactt gatttcatgc aaaaaagtat aaagagcttt ttcatttccg ttctttaagt
  2510701 gatttttaag cttctctaat ttaggactga ttattgtagt cacctctctt cctcctttgt
  2510761 agtattctat atgtagtttt ctcattagaa tccctatata aaagtagtcg taagttatgt
  2510821 gtttagagaa gttattgatt agaaaaatga tcaattgctt gaatagaaag ttccaatgat
  2510881 tttattcttc tttctaaaag agttctttga ggactcccga gctttgactt aacataaatc
  2510941 ttttcaattg acggaagcaa accaattata acatttcgag cgtctgctaa atcctcttgc
  2511001 gtgtaatgat gggtttcttg attccaaata ctttctaaca tagctaagcc gatactagct
  2511061 gctttgagtc tttttttcac taaagtagtg tttgagcctt tttgagtcat ctgagatagt
  2511121 gcattttcaa gtttacggat tgttgactgt aaagatttaa ttgattctac tttatctaca
  2511181 tttgatacgt tttccatatt aaacctgtcc cttcttcatt tctaaattag ttttcttgat
  2511241 atttgataat accattaaga aatgaatttt actcgaaata tttgaatttg agttggacat
  2511301 gaattgaaag ggaaacaact aacaaacttc tctctcctcc ctcacacata ttctatatgt
  2511361 acttcttttt tctcgttaaa atacctacat agataagttg taaatattgt atattttatg
  2511421 aacaaaaaac gtacaagcag catcacttgt acgttttaat ttttattcag taagataata
  2511481 aagtaatagc ttacgggtct tttcataatt catgaaatct ctatataaaa tgggatactt
  2511541 cataatctct gtttctagaa aacaatattg tggaaaccat tcaaaaaacg atttctttag
  2511601 ccattttatt tgattgaaca caatcttctg ttcattgtta ttaagtacgt aacttaaagt
  2511661 acctgctgta tgcatccaat agtaatttaa atcagcactt atacaatcat cttctgtaaa
  2511721 catattatta aaatcttttc gtatttttcg aatgtcacaa ttcggaaacg gtttatacag
  2511781 tggactatgc attttctgca attccttaaa aataatttgt tttcctaact tcaactttcc
  2511841 acccctttat ttctctatcc aatttaataa gttttcataa tgatattgag catctgtata
  2511901 gccaagatta tataaattaa cgagcttttc tttacttctt tctattccgc ttattggaag
  2511961 ctgtacgcta ggctgaataa tataaaagtt gtctttttgt tttatttgat gcatataaga
  2512021 tatcgtctca ttataaaaac gataatgttc tactaaagat tgtgcgatat tcggatattt
  2512081 cctatataaa attttagcta ggcctgaaaa cttattacgc tgcttctcat atccttctgg
  2512141 ttttgtcata attacaacat tcttttcata accatcagtt tgcgctttta aaaccggtat
  2512201 aggatctata atccctccat ctagcaattt gcgattatca tattctacaa caggcgctat
  2512261 aaacggcact gagctagatg cacgaatgat ttttaaaata tcatttccat gttctgcttt
  2512321 attataataa atagcttttc ctgattcgca atcagtcgtc cctataacaa actgttcatt
  2512381 tgagtttaag aaagtttgaa aatcaaatgg gacaatttta ttaggtactt catcaaataa
  2512441 aaagtccatt ccaaataatt cgcgttttcg aattaaattt ctataagata tataacggtg
  2512501 atctgcaact aactctgtat ttactttttt atttctccct ttttgacgtg acaaataagt
  2512561 tactcccata caagctccag cggatacgcc aactacataa ggaaagaatt agttcttttc
  2512621 cataaaatat tcgagtacgc ctgccgtata taaacctttc attcctccgc cttctaatac
  2512681 taaaccgata tttttcatgc tatatccctc tgcttctttt tcttacttac atattagcat
  2512741 aagatattaa gatgaggtta tataaatcaa ttgcaataat aaccagaaac tactaaagta
  2512801 atatcataat ttcttagtaa atagcatggt acaatataat taacacattc cacaaataat
  2512861 ggaggaggaa tttcctatgg gtttatttag cggtatttta ggaaatgcat caaatgcgag
  2512921 tacagaaagt gtagaacgtg atttagagaa gattatgtta gatgacgaga aagtagaaca
  2512981 tgcttataaa ttaattcgtg atttaattgt attcacaaat cgtcgtctta ttttagtgga
  2513041 taaacaaggg atatcaggta aaaaaacaga ataccattct atcccttata aaagcattac
  2513101 acaattcagt attgaaacag ctgggcattt tgatttagac gctgaactga aaatttgggt
  2513161 atctagtttg agcacgccaa ttgcgaaaga atttaaaggt gacgatagtg ttttaagcat
  2513221 tcaaaaagcg ttggtaacat atacgacgaa atagttgatt tttgcatgtt tattcatttt
  2513281 aaaaattact gatccgatta ttttggaaga atatacatta aagttgtata tttaatctaa
  2513341 aataacataa aaaggtaaag cgtattttaa atgctttacc tttctttttt gtaatgaata
  2513401 agtgtagttt tatcatttaa tttctttatt acttctgttc ttttataccc cattttttcg
  2513461 tatagaaaac aatttctttc ttcttctaaa atcgtagcaa gttcaaaact ttgtgcttct
  2513521 ggaaacatct cttcaattaa aataagtacc ttctgagcaa ttcctatccc ttgatagatt
  2513581 ggatgaataa acattggact gatccaaaat ttataaggta gttctttttg agatatacat
  2513641 atcgctccaa caagtcttga gtctattatc attttataaa aattactgct gggattattt
  2513701 attctaaata tagttttttc aatagattca tttgctgggt ttgtttcata gtctttatat
  2513761 ttatttaata aagggttaaa tgagtctatt tgcatttgaa ataaaactgc tgcatcactt
  2513821 tctgttgcct tctctaatat aattttcatg ttaccaattt agtcgttttc ttaatgaagt
  2513881 tatatgagct gtatgatgac gtccgtgcca tgcgtatagt cctattgcag cagcaagttt
  2513941 tgtttcacca gtatctggat ggttaaatgt cttttctaga tcttcaagtt ctaaagaata
  2514001 taaaaggtta acccatcttt tatgtaatga ctctaacatt actagtgaaa catctactgg
  2514061 taatttagaa tcaggtaatt ctgcccactt ctcttcttta tatggtttaa tcgttggatt
  2514121 cttttctgtt agtgctaatt taaaacgtat gtagctattc atatggctgt caacgacgtg
  2514181 atgaactact tgacgaactg tccatccacc aacgcgatac ggtgtgtcta actgcttctg
  2514241 atctaaatct ttaattgcct tcgttagttc attaggtaaa tcttcaattt cttgaatcca
  2514301 tgtatctatc atttcttccg ttataggacg tttgtatgta aattgcccaa ttggataacg
  2514361 taaatcattc atgaataagt cccccttatt ataagcgcga agtatttctc caaatataat
  2514421 gtacaaaatt cacatgttcc ccatttaatt gtacagatgt tgtatctgct tcgttttgat
  2514481 aagaagaaaa tccgcttttt tctagtacaa tttgtgatgc aagattatta gaagttgttt
  2514541 tagcatggac ctcattaatt ttattatttt tcgctacatc taaaattaat tttacagctg
  2514601 cagttgcaac tcctttttta gtaaattttt ctccgacccg ataccctagc gaactaattc
  2514661 gagtttctgt atctatatct actaaattta ttcgtcctac aatttctttt tcttcattac
  2514721 gaattaaata aaaataagaa tttccatctg cctgttctat taataaatcg tctagtagtt
  2514781 tttggaaata ttcaaattca aaatattttg agccacgatt tggtaccatt gtttcaaaaa
  2514841 aagatttatt cgtaagttca aacgtaaata aatctttagc atcgtgtttc tttaattgtt
  2514901 ctatgtatat tttcatttcg attacccctt ctatatctac taactgttat atattctttt
  2514961 ttaatcaact attttcctgc tatttctttt gttttagtaa cacagcaagt agcacttttg
  2515021 gatgaaatag gtgaaatgga ctacgaatta aattcatcac ttttactaat cgaatataaa
  2515081 cgtcagaatc agttgcagat agttgatata tttgtttcgt ataccatagt tgaaattttt
  2515141 gctttatcgt taattctctt tttagctgag gatgacgtga tatttccgtt gttgtcattt
  2515201 cccaaggggt ttctattata gtagctgcct ttttataaaa ttgttgtgta aatgttttat
  2515261 caagttgttt tctaccttgc agaagtaatt gcaactggcg agcttccata gcagcaacgg
  2515321 aaacaccttg accgaaaaca ggatcaaaac gacaatgtgc atctccaacg actaataatc
  2515381 cttctggcat atttgtagtg agatcaaatc tccgacgtac ttgataagga attttatacg
  2515441 ttttgatatc tgaaattgcc acagctttgt taaggaaatc tgtaacatta gaaattgata
  2515501 gattttcagc aaaatcataa aactcatcat ctgtttgtgg tgctttctca tttgcgtatc
  2515561 cactgaaagt aacaaaataa cgattatctt ctatcgtttg aataagaacg ccataaggat
  2515621 tatcagggaa acttggagac attagcatat tacagcagtc taactcctca ttttctttaa
  2515681 gtttgaacat tttcgttgcg taaaataaat taatacgcac tttctcttct tgtacttcaa
  2515741 tttcgcattc tcgtaaccac tcaatacttt ttgaactaaa tccacttgca tcaactacaa
  2515801 gatctgcatg aacttcttct tgtgcgtctg tctctaaatg tttaactttt actccacaca
  2515861 ctttgttaag cttttcatct accaataacc ctttaaccaa tgtttcatag ttaatagtaa
  2515921 tatttgaaat ttgatgtatt cgtttttgga tattccattc tagcaaagga cgactttgtt
  2515981 gaatcatatg tacttcccct atgaatggct gtttccataa accaaattga tgccatttta
  2516041 aatcacgagt aaagttattt acgatactac ctgcttctat taattcatcc gtaatattag
  2516101 gaaacaattc ttcaattgcg ttttctccac cttttaataa cacatgagga tgattacttt
  2516161 gtggaactct ttttctcgaa gactttccat cccatctttc atcagcttct ataatgatta
  2516221 cttctttaaa agaagttgat aatgcttttg ctgcgaactt tcctgccata cttccaccaa
  2516281 taacgatagc cttattaaac atgttttcct ccttaataaa aagagaccct gccttatatg
  2516341 aatgaaacag gatcttaaac gaattaactt ctttatcatt atacttaaaa tacatcagta
  2516401 aattgcaacg ctaaaattaa aatacctaat ccccatacgt aatacgcgaa tacttttaag
  2516461 gagtgacgtt ttaaatattg aatcatccat gaaacggcta tgtatccaaa aaacgctgct
  2516521 gataacgttc cgataattaa agatgtacta gaaatagatt ctgctttccc ttgaaaaaca
  2516581 tctgcaaatt gcaaaatgat tgctccgaca atggctggag ttgataataa aaaagaaaag
  2516641 taagccgcag tttcgcggtc taacttcctc cataatgcag cgacgattgt cataccagaa
  2516701 cgagaaattg ccggaaaaat agttgccgct tgaaatgaac cgatgataaa tgcgtcttta
  2516761 tatgtaatgt cgtccatttt ttttacgacc attcttttgt ttatctgcca tgtagagaaa
  2516821 gaatcctgtc actaaaaact cccaaccaat cgtaatacct gtttttgaaa tatcctcaaa
  2516881 aaagtcttta aataacaacc cgattacaac tgcgggtatc gtcccgacaa taagtaataa
  2516941 catcagcttt gaaaacggat ttttgattaa atatataaat tcttttttgt aataaataaa
  2517001 caccgcaagt aaagtcccaa tatgtagcat cgtatctaaa aacaatcctg cttcatctaa
  2517061 ttgaaacaaa tgccttccta aataaagatg acctgtgcta cttatcggta aaaactctgt
  2517121 taaaccttgt atgatcccta atataaaagc ttctaaccaa ttcatgatgg tcccctttct
  2517181 tgtttgcttg taccaattat atgaaggtta aattttcgat atgaaaaaaa ctatatttct
  2517241 ctatgaattt actttcaatt catggatata tatgtaaaaa gggatgagga ggcttactat
  2517301 gcggaaacat acaaaattcg gcaatgtatt actgtggata ggacctatcc ttgtatttgt
  2517361 agggttatgt atgacaaacg ttatttctga tattcctttc ttttttggaa aacataaaac
  2517421 aattggaatt gtacttatat gtataggtgt agtttgtttt attgctgcta atcatttgaa
  2517481 aaaaggaggg aaatatgagg aataattcta aataaaaaac aatcccagta tatgtactag
  2517541 gattgttttt ttattgctta tttatagaat actttatcaa cgttatattt tgctttgtat
  2517601 tcgttaatga tatatgtttc gtaaatttct ctttctgttg gatcttctac gatacatgca
  2517661 tcaatgcggt atacttcatc acggtgattt ttaattggtg aaacattgtc ttcgaaatgc
  2517721 ttcttaatac gttgtctaat tttacgagct ttacctacga aaagtagttc gtcattaata
  2517781 ttgtaaaaca taaaaatgcc gcctttatct ctagggaaca agtggaagtc gataaaacca
  2517841 ttgattggcg taattcttgg ctcgtctcct ctaataactt gtttacgttc agtaattgta
  2517901 acatcaactt cagggatact aattttaatc aagttcattc acgtcctctt ttattataaa
  2517961 gataaataat agcatacata tgtaagaaaa gctacgttca aagccatatt tcattttata
  2518021 attcaaatat tataggtgta tcatataaac tcttcttcca aatcatatga tcacttgatt
  2518081 ctccccaata atcctttagt acataactag gctctccaaa cttcttcgtc catatacttt
  2518141 gcgctttttg tagccactat ctaaacagta ttctgttatt cctctgctaa gtaacgtaag
  2518201 aaacattgta tgtagtagga aactcccgat accctttttt tgatactccg gcagtataaa
  2518261 aacagttcct atttcataca aatccttaag tacaccgcct gtacaactat taatcaatgt
  2518321 acttgctgga ccaacttcga ttgtaccaat gattttatcg ttatttgtat ctattgctaa
  2518381 taaaaagtaa cgtttttctc cattactatc aaaatcattt tttaaatatt gctttttcgt
  2518441 gttaatttca ttctctatgt catctgataa ttgtgataaa ccttcgtctt taaaggtatt
  2518501 cgtaataact atacgaaaaa atgagtgaag ctcctctaaa tcatccgaat ttggtctcct
  2518561 aatttcaacg ttatacatgt tttaaatctc cattctatgc aattgttaaa ataatacttt
  2518621 atataaccta ttcaacaata ttctacaaag ccctgcatag atccagcagt atagaaagct
  2518681 cagtataaat attgataaga taatttttat atccatagtt gtatgaatag taggaccaag
  2518741 tacgggaaag cgaaaaatat ctagaacaat cgtaattcct ataagtagac aaatcgcaga
  2518801 aaaggaaatt acccaaattc ttctcttgaa ttgtataaag gaaagcccta aggctatacc
  2518861 taataagcct gtagtaaagg gaaaaacaat tagttcactt ggctcaataa taaataatag
  2518921 gaggatagta aggagataag aaagtactcc atcacgatta gagtagcaaa tagccaaaaa
  2518981 aattggtaac gtcgcaaaag ggctaataaa taaccctata ccaggaatta agttacctgc
  2519041 tgcttgaaac atggtggcca aagcactcat taaagctgta atgactagct tatttgctag
  2519101 ggataatttt cttttatgaa caaagtcccc attattctct atcataagtt gacaccaata
  2519161 acgtacaaat cgattcatca aaataccccc taaagatatc tcattcatca ctttctatct
  2519221 tattcataca ctagtggttt atgagctgct ttctacttgt aatgagttac tatacaataa
  2519281 agacttttag ggggagaaat tgtacgtttt aaaataaaat gaattccttg tatgataaaa
  2519341 ctgggagtgt atatcgtatt aaggaataat ttcaaaaatg gtacctttgt taaaatcagt
  2519401 tactttcata gaaccgtaaa ctcctaaata taacctagtt tgatccaaac ttgttcctaa
  2519461 actcatataa taagctgctt gcgtaccaaa atcataatca gtttcaataa catgaaaatc
  2519521 agtgtgttta ccatctgtac ctgctctagt atatgctaat acacctttaa ctggcggccg
  2519581 agacttttct tttctagcaa ggtcggtaaa cacaacgcta ccatttaaat tcgggattgc
  2519641 agttcccata tatggttgaa ctcctgttag agaagtcccg ccaaacttat ctgatctcgg
  2519701 gtctttatga aaataactaa tgagtggctg aattcgcttc actgatgttt ctattgtttc
  2519761 attataataa gtcattgttc tttcgtctaa agtaggattc tctgtacagt gccttataaa
  2519821 agaagtaggt aattctcctt cccatcctct ccaaccaaaa ttaataaatc tatcttgatt
  2519881 ggaagtgagt cctattacat gcatttgaac aatttcggta accggtattg gtttatattg
  2519941 aacaaatgaa aaaatagact ctacaatatc ttgcccgaca ttaccggcgt atttgatata
  2520001 ttgattataa aatctttgga atgaaatacc ggttatatta cgaacacctt tcgcaattaa
  2520061 tgtaagtgtt tcttgtatag atagaggaag ttcattaaag cgtgtaacga ctggaggatt
  2520121 atttatgaat gtatttttac ttacatcgat ttcaataatt ttacctgcta tttctaaatc
  2520181 atcttggctt aaattgaacg gatcataacc cgagccacca tctccatttg taaaaacaag
  2520241 tttccccgtc tctggagaaa agtttaaagt atttactcca ttatgattaa aaaatgggcg
  2520301 ttttatatta agtaatgttc tacgtttttg agggtgaccg tttgattgta aaatccattc
  2520361 ttcaattgta tcgatatgat catattgcgt atctctattt agccatttta aatttaaagt
  2520421 tttcgggtca caaggattcg gtttaaattg ttcagaaagt gcacctggtc cttgggttcc
  2520481 agcgacggaa taatgaagat aaaataaacc gttttgataa aattgtggat gaaatgctag
  2520541 tccaagcaat cctcgttcat cataaccact actagaaacg ccttcttcag atgtacctaa
  2520601 atttataatt tgttgacgaa tatttaaaaa tgtttttatg acgccatctc ctatgtagaa
  2520661 aacctctcct aattgcgttg cgataaatag cctttcagcc gattcacctg gaagaattgc
  2520721 tgtttttatt actgtgggta aatttatgtt atgaacaatg ggtcgtaaac gaactttaac
  2520781 ttttgtcaat taactttaca cccctttata ttctttttaa tagaagaata tgattagagt
  2520841 aatcttatta gtatcaaata agtcgcattc ctttttatta caattttgta tataatataa
  2520901 ttaaaaataa attagggggc taccttatga cactattact acaaatcatc ttaccactta
  2520961 tagttgcact atatttattt accctctatc gtaatacagc tattggaaaa gccgcttttc
  2521021 ttttagcaat cattattgga atttatggat tagagaacat ttttcaacat gctcatctaa
  2521081 cagatcatgt tatttatcca tattggggca gtttaaaggc agttattatt gttttatcag
  2521141 tcgtatttct atttaaaaaa ggtggtttaa caggagaaaa ctgatttgta atactgtaca
  2521201 tattttctag ttaaattgcg ttcattttac aaaagaaaat ttgtttatgt aaaaacaaaa
  2521261 aggaaggtgt tacatatgtc cataaatatt atctcgatag tatctataat aatttggatt
  2521321 gtgttgatta cagaactaat aaaaccttca aaagaacaaa gtggacgaaa aatagtaatg
  2521381 ttattaactg ctggttgcgc atcaacattt attttaacag tttcatttat tcaaaatatc
  2521441 tcgttttgga attgatagtg atataactaa taaaaatatg tatacataaa aaagattagg
  2521501 accgtacata tctaatatgt atggtccttt cgtttgctat tggttcagtt attagtatgt
  2521561 aatcctttta caatttgaat ttctttttaa gcttcttata ttttctatac gaacgtctaa
  2521621 caatgtttaa cataaaatac ggtattttaa cagggaaagg aaagttataa atgaaaggca
  2521681 aataaaatgt aaaatatgcc ttttctaaat ctttccactt actatcttct tttgttttta
  2521741 agaaatcaga tacatcgact acatatcccc ttcctttttc catcatcaca tttttcccgt
  2521801 gaacatcaca gggggttaat ccttgttctc ttgcatactc taaagcttta ttgatatcaa
  2521861 ggatcacctg cttaggaatt ttaatccctt tatgaacagc atcgtataag gtaatttctt
  2521921 ttaaacgttt caatactatg aaattttctc ctttataaat aagctttgaa taagaaggat
  2521981 gatttccgat tctgcggtat acttctgatt ctttttcaat tccttctcct tcttgtgtat
  2522041 aaactttcac tacccaatct ttgtattctt tgtgcatgaa tactgcggca taattacctt
  2522101 ttcctaaaca cttccaaagt ctaggaatat ctttaactac tacaggctcg gattcatcct
  2522161 cgcttcttat gcttacctct tttaataatt cattctttat caatcccaca aaacaattta
  2522221 tactcatcat ttccactccg gttttgctaa aagtgggcct gcccacattt taacgaaaat
  2522281 atacactaag cgaattttag cataaaacgg gtcatctttc ttcttaaaat aaaaaatgac
  2522341 tcgttctatt tgaactgttg aatacttaat atgtattccg ttattcatag tcaacaaccg
  2522401 tgcaacataa aaatatttct aactattttc atttttccag aggcaactgt atagaaaaaa
  2522461 acttgctata tatgaagaat agcaagtttt ttaattgttc aattcttgtt ccactaacgt
  2522521 ctttgctaat acttttacta ttttaatagt cttttgttta attcccacaa tgctgttttg
  2522581 ttgctatccc atttcaaaca ctttactgcc tcctcaaagc ataaccattt ataatgtaag
  2522641 tgttctttag ataatgagat gtgtttgtta ggtactttaa ctccaaaaga aaattctttt
  2522701 attacataaa cttcatctcc ccaaaggaat cctccaacta catcctctac tggtagtgaa
  2522761 gacacagaat ctaattgtat atatggacat tctcttgtaa taccagcttc ttcaaacgct
  2522821 tcccgttttg ctgattcaat aggaatctca ccatcttctc caccaccagc tattccttgc
  2522881 caataaccat aatcacttcg gttaaaaatc gcatattgaa tagaatcgtc agtttttata
  2522941 taaggaaata ttaatacttg atatggtgct ctcattactt aacctcctct caaaaaaagc
  2523001 tttaaataaa tagaaataaa gagcaaacat cacaattcta cattaataat gcaagtttat
  2523061 ggtgtcggct ctttattttt aaagaatttt atttttcata aacagtctta ctcttaacgg
  2523121 agaaaaaact gcttatttcc ttcgaatttg cttagcgtgt ttttttcata cccgatatta
  2523181 ttcaattgcg cctgtaacgt cataatcatt taaatctaac tcaattggtt gtcctagcgc
  2523241 taatttagca agttctgaac ctaaatatgg acctgcagtt aaacctgaag cacctaatcc
  2523301 gttcgcaacg agaatgccct caaagttagg aagtggtcca ataacaggta aaaatcctgg
  2523361 cgtgaatggt ctgaatccaa ctctcgtttc aagcatggta gcattttcta agccaggtgc
  2523421 aactgttaat gctttatgga atacttcatg taaaccacca gccgtaacac gatgatcgaa
  2523481 gccagtttca ttttcatggg tagcaccaat tacgacatgg ccattatcaa atgttaaaat
  2523541 gtattgatca tttggcggca taacaactgg catattttct gttgctgtat tttccatttg
  2523601 caggtgaaca atttgtcctt tttggaacgt aactaaaaaa ttaattccta atgggtttaa
  2523661 gatttcgttc gcccatgcac ctgccgttac aataaccttt tctgctaaaa ttgtttcatc
  2523721 gtttacttta acacccgtaa tatgattacc ttcacggact aatactgcat cgccttttat
  2523781 aaaagttgca ccatgttttt tcgcagcgct tattaatgcg ttgcgtaata atcttccatt
  2523841 tactcgtgca gcaccactaa tatgaacaca actatattct tctgataatg ctgggaataa
  2523901 ttttttcgtt tcttcagctg ataaacgcgt aatttcacca atctctggtg catcttcacg
  2523961 acgcttgtaa gctcgctctt ccatttgatc tagttttttc tcatcaatat gtaaactaat
  2524021 tgcacctaca cggttataac ctgtatccgt ttcaccgtct tcttctaatt gctgaattaa
  2524081 cgaagaatag taacgggcac cgcctttaac gattttatac catgctttat tacgacgttg
  2524141 cgaaagccat ggacagacaa tacctgctgc tgcatctgtt gcttgaccta cttgttgacg
  2524201 atccacgata gtaacgtttg cgccagcttt agcaagatgg taagcagtag acgctcctaa
  2524261 aataccagct ccaactacaa tatacgattt catttcaaac accttttctc ttttgctaat
  2524321 tatttaaata taagaacata ctttagtata ctgaaaggaa tcctttttac aatgtgccaa
  2524381 gctcaattaa ttgttgcatc attgtgaatt acctagtttt actttttctt tttacgaaat
  2524441 aattcaattg ttttatatcc ttgtgaaaga acttcgatca ttttctcaag acgtttttca
  2524501 cgtgtttttt cttgttttac agaaaataaa ttacgtgccc aatctttttg atatccaggt
  2524561 gttaaacttt gataaaactt aagttcattt ggatgatttg ctagcaatgc ttcgacatct
  2524621 tgaattcgat ctgcataatc agctacacat tggctcattg caggcgtttt cgtcactttt
  2524681 ttcttctcgc gctttaaacc tacaacggta aagatgtcat ccatacttac cattcgagca
  2524741 aatttaattt cgctttcgcc cacatatcca tcttctccaa cgtttaatgc tggaaacatc
  2524801 tcatcacggt gaataaaagt actgtagcga gaattaccct ttttcggata tgcgaagaat
  2524861 atgtatcctt tttcaattag taattcttca ttactaataa taaaatttgt ttgtttcacc
  2524921 atttcatcta gtgtttctac aaaaataaaa atagcatcgt gttcttttga aaatacagtt
  2524981 tcttttcctg taaaaacttc gtaatcactt ggctcattaa taacaaccat attcgtatac
  2525041 ttattaagtt tcaatttatc gataattgac atgaagatct tcctttacat tcaaaattca
  2525101 ttgttatact ttttcatact gttctagtgt attatatcta ttaagaaaat caaactttaa
  2525161 taattgtttt aaattaaaat aaccgattct tcataagaac cggctagcta tttgttttat
  2525221 cataactcaa tagcaaataa agtatataaa agctctctat attgatcttc tgtaatttca
  2525281 cgtttcgttt tttcaccatg aactatttca gtgaaactag tattggttaa agagacatgg
  2525341 ccagagtccg tcaatttgac tgcaattggg cccttattga aaatagattt ctcatcttct
  2525401 actactcttt tttgaacatc attcactact atttcatcaa tcatacgatt ataaaaagca
  2525461 tgacatactt tccactcacc gttcgtatct tttctttcta gaacgtaatt ccctttactc
  2525521 gtatcttttt gtcttactcg atacgtacca tttttagaag aaacagactc accagtaaaa
  2525581 ggtacaggga ctagaggtac tagtgaagca atacctacat caattacgta tcgtacttta
  2525641 tcataattta aaataatcgt tatatgtcca ttctcaagtg cccatgcgtt tatatcattt
  2525701 ttatatacgg tacctaatgc gagttgtaca tcataaccac aatcttttaa aaagtaataa
  2525761 aaaagcgtat ttaattcata acaaagtccg ccgcgggatc tacttaaaat tttattctgt
  2525821 aaattttcca tagtaattgt attcgtgtta cttgctataa catctaaatt ctcaaatggt
  2525881 atagtgtgtg caaatgtaaa gagaattgta tttaattctt caaactttac ttcggtacgg
  2525941 tttgcacgat tcaatcttgt aaacagctta tgttgtagac ttgtcatagt taacacccct
  2526001 taaaatatat aagttaaaat agtatatgct gattgtaaat tcgatggggt actaaaacaa
  2526061 tgtacatttc atttaactgt accggtacaa aaagtaaaac ttgcaagatt acttaagata
  2526121 agaagctacg aatacaaatg taatagtttg tctataggta aattattatg atcgcttaaa
  2526181 tcaacaaaat actgaagctg ccacatttgg ctctttttag cttggttgct aacaggggta
  2526241 tcccagatcg gataaatcct catagccatc ttgccttttt gattttgtgt tctcaagatt
  2526301 ttttctttaa gaagaatatc tttagggaaa ataaattgtc ctagtttgtt atcatctata
  2526361 caagtaataa ttaataagtc aggagcagcg tcataagaga atgcttgatt ttgcatatcg
  2526421 tcatctttct cccaaaaaga aacaaattga ccaattttat taggagtaat ttttgatttt
  2526481 ctaaaacgaa tggttttgtt atttaagtga aataaacatc ctgcatattc tgcgttttgc
  2526541 ttttcttctt ttagattcgt aattattaaa ttgttaggtt tgtaaactat attgtttaaa
  2526601 tgtcggattg tatcattaaa attgttcaag aaaactcccc ctttattcat ttcttagttt
  2526661 accacaaaca tcagttcttc tatatcatat ataatcatga actaagtgaa atcgggggat
  2526721 ttagcaggat ataattatta ctttaatgta cttagttttt caattgcttg ttgttcagtt
  2526781 gctaagtaaa aaatatcttt acctttatta cattcataaa taaaatcctt taagctttta
  2526841 ctagtataca tagagaaatc tccaacaata gcaaatttca ccttgtagtt tataaacttt
  2526901 tgaaggatat cgcccgcaag acgtgttttt agatcaaaga aatcttcact tattaaagat
  2526961 ttatggataa taatatgctt cgcatttacc tcatattgaa cagttgccat agtatctaat
  2527021 gcagattgaa catcggatat taatacctta ttatttctaa tgaccgcaat attgattcca
  2527081 tcaattacta ctttctttat ttccatagtc tcaccccttt ataatttaca cagtataagt
  2527141 aaaattgttt tacaaaactt cgtattaatc atagattaaa ttagccgcag ctattaaaat
  2527201 cgcctctatt ttttattact aatacggtca atgaaattaa ttttacttgt taaaaaaata
  2527261 ttgtggcgta acataactta acaagctatc caaagtgtta atctcggcat atggttgtat
  2527321 tttggtagta ttcttaattt tctgagggtt aaaccacaca ccttttatat ttgcattttg
  2527381 aggaccagca atatcctttt ctatgtcatc cccaacaaat aaagtatttt ccggctgtac
  2527441 atttagctta tttaatgcta gttcgaatat acgtttatcc ggtttactaa atcccacttc
  2527501 ttcagaaata atgatcgtat caaagtaatt gtttaaatgt gtgttaatta ttttagcctt
  2527561 ttgcctctgc gttgagccat ttgttataat tccaacttca aagtgcttct ttatatgatt
  2527621 taagaaatgg atagtattct ggtctattga aaaacatttt gggaagtttt cattccaaaa
  2527681 atcttggata taattgcgtg gcaatctata cctcggcgcg aattcatcaa ataatgattc
  2527741 taatactatc gttttatcac tcatgccata ttctctttta tcaaattctt tgaatttctg
  2527801 tagcatattg tttttgattg tatcactaac atcctcataa cacttttcaa aaagtaataa
  2527861 aaacagatta tctactgctt tatccctatt aagtaacgta tcatctaaat caaacagcat
  2527921 agctttataa cccatcaaat aacttcacaa cctttctata tttcctagtt atcatcaaaa
  2527981 gtaatcacaa cacaattcat atcaaagaac tcgtaataga atgatattct aagagttaaa
  2528041 ttaaaaatcc tttttcagtt tgttaaatga tgtgaaagta tatgatttcg actaaggtag
  2528101 tatatgattt tttattttaa tttcgaactt tcagattaat ccgaacccct tttatgataa
  2528161 gctgtactta aagattaaat ataaaagatg attcgtatgc aaattagacc aaaggcaagt
  2528221 gaatataact cttattatgc aacgtatatt aacttagtat cagacggaaa tatcatacaa
  2528281 attttagaac aacaaataga ggaaacgaat cttttattaa aagagatttc tgatagtgaa
  2528341 ggacttttcc gatatgctcc tactaaatgg agtataaaag aagtaattgg tcatatagca
  2528401 gatacagaac gtattatggc gtatcgtttg ttatctatcg ctcgaggcga gacagcggaa
  2528461 cttccaggct ataacgatga tatgtatgtt cttaaagctg cttttgataa acaatctatg
  2528521 caagatcttc ttaagaattt aatagttgtt cggcaatcta ccctgcattt acttagaagc
  2528581 ttagataaag aagcttggtc acaaagagga tatgcgaata attctgaagt tacagttcgt
  2528641 gcatttgcat acatcattgc tggtcatgag cttcatcatc ttcaaattat aaaagaacgt
  2528701 taccttggtt ctgatttata tccagcaact taatatttga agaaaaagag tcctatttat
  2528761 gttgggctct ttttcagtat ttataacgga ttagcgctta aaaccatggc aattaaatgt
  2528821 ctttattcac aaaattaacc acatgatatt tttgctatcc cctcttattc tgtacataat
  2528881 tttctttagg ctgatatact ataaacacaa tagttctgga aaggtgatga tattatgtat
  2528941 gaacaacaaa ataatagaga tagagatcaa aaaatgatat tttctatgca aggagttccc
  2529001 acaaataaaa ttaacataca tcaattacct aaatggatta gaatttttgg ctattgtgcg
  2529061 tttggttgga tgatagtatt tagtttaatt atgattgtag gtttaattgt gcaataacta
  2529121 tacagagtag gtgaacggga cgatatttag gtcatacatc taggtaatgt cccgttttta
  2529181 tgtgtaatta tcccatgata taagtaacca aatataataa aacgggaaca acaaactatt
  2529241 ttaacattca gtacagggag accattttga ttatggcttg attttattat aaatcaaatt
  2529301 ttacctgttc aagaaaagct agaacacaaa ttcaaaaacg cagtcgttgt tgaatattgg
  2529361 taaggagtag tcaatttaag aaagagggtt tagcttgatt taatgtatgt aacataaaaa
  2529421 aatattcatt gtataatttc tatacaatga atatagagaa cctatctgtg aatatctcta
  2529481 taggaattac agccttttaa taagaaaaga atcaagttaa cattctttta tatagataag
  2529541 aatattaact tgctacttaa attttagtat aaattattta ttgtaagttt tataatataa
  2529601 tatacaaatt tatcgcctgt gtttataatt caagcaccta ctattaggga aagagaatat
  2529661 tttccaatta atttaaaaca tatatcttgt ctatgtttta aacaatatgt attttggagg
  2529721 aggttaattt gattttttca aaactcattg atcggtacgc cttatatgat ttacacaaaa
  2529781 aaagaagtgt tgcgtttcag tttacttccc taaaattttg cttttcataa ttcttcatga
  2529841 gtctagaaaa gaaatttttc taatgtacat aattacaacg ccattaaaac cccttgctct
  2529901 taaatccact acttgtatta ttgattgcat gaaactcctt cttgagaaag gttttaattt
  2529961 ccgaatattc tgttgactgt tataacatat ccaatttaca atttaattgt ggtgttcttt
  2530021 cacaattaaa ctacttagaa tacacttcat ttatttgaaa acaattacaa atagaggtgc
  2530081 taaaatgaaa actagagtaa atccagaatt attacaaggg ttagagatgt ttccggatct
  2530141 cgatttacgc ccaggaaatt tgcaatcaat cagagaagga atagctcaaa tgagaccacc
  2530201 taccgttgtt gatgactccc tttctttaat agataaagtc attgttgggc ctgatgataa
  2530261 tccgttacca ttacgaattt atcgtccaaa atcaaatcat gaatctttac ctgtcttatt
  2530321 atggatacat ggtggaggtt atatcttagg gtctatagat gataacgatg atacttgtat
  2530381 gaggtttgca aaagaagcta gctgtgtggt cgtgtctgta gactaccgct tagcacctga
  2530441 acacccttac ccagcaccaa ttgaggattg ttattcagct ttaaaatgga ttgctgataa
  2530501 tgcatgcaaa gtcattaaac attgattcga atcgaattgg ggttgcagga gtaagcgctg
  2530561 gcggtggact aacagcagca ttatcattat tagcacgaga tcgaaaatat ccttcaattt
  2530621 gtttacaaat gccactatat ccaatgattg atgaccgaaa taatacacct tcagccaatg
  2530681 aaattaaaga aggatttgtt tggaaccaaa gggcaaatga agctggctgg aaaatgtatt
  2530741 taggagaaat gtatggaatg gatcaaatcc ctgcatatgc agcgccttct cgagctgagg
  2530801 attatagtga cttaccgtat acttacacat ttgtaggtca attagatcca ttccgaagcg
  2530861 aaacattaac ctatgtaagc aaactagcgc aagctggtgt tgatgtcgag tttcatttat
  2530921 atccaaatgc ctatcactgg tttgaagggt taaatccaaa tgccgatgta tctatttatg
  2530981 ctgtgaacga aatagtacaa gcaataaaaa ctgggttcaa acgagtatct aaggttgagg
  2531041 cttaatccca ttacaagaga aacactcata aatagtatac attggtgagt gttattatca
  2531101 tttaaatata atagccgatt cttatttgaa atcggctatt atatttaaaa tccgcctatt
  2531161 atatcaaggt tgaggaacag atataagatg tttagacgtt gtgtttattt cctctgccaa
  2531221 tacttttatg ttcatcatga tttgaagtat ttcttctttt gttgtccttg ggttgataga
  2531281 gcaaagtcga attactactt tttcttttaa tttagtcgta cttagcatag caaatcctct
  2531341 ttgattaatt tcttccacca attttttgtt tatttcatga attgtatctg tagatgttag
  2531401 ctcacatgga atataacgaa aagtaacaat tcctaattgg gcaggtgtta ctacttccca
  2531461 atctttttct ttccttaaaa actcttcaac ttgttcagct agcataatgc catgatcaat
  2531521 tgcctcgcga aaagctgtaa ctccaaatgc tttaaaagaa agccatacct ttaatgctct
  2531581 aaatctacga gaaagttcaa ttccacgctc tccaaaattc actttttctt ctatattagt
  2531641 ttccgtatcc ctaatatact ctgggatcat acgaaacgtt tcacttaaat attgactatt
  2531701 tcgaatgagt acacaaccaa catcataagg ctgaaaaagc catttatgcg gatctaatgt
  2531761 caaagaatca acacgatgaa ttcctcttaa caactctctt cctttttcgc tgagaattgc
  2531821 tgcagctcca taagccccat ccgcgtgtaa ccatatatct tcatcaccac atagatcagc
  2531881 caattcatcg agggagtcca ccgctccgca attcgttgtc cctgcattcg caataacaca
  2531941 aaatggtttt ttccctttta atcgatcttc ttttatttgc tttcttaaag tactaactga
  2532001 aatttttaaa tcttcatctg tctcaattcg gcaaatttga tgctgtttaa aacctaatac
  2532061 tttaagcgct cgatctacag aaaaatgagt ttggttagaa aaataaacaa tcgcattttc
  2532121 gatttcatta ttcaacttaa cctgtctcgc tacagtaagt gcagtcaaat tagccatgga
  2532181 accaccactg acaaacagtc cttcagctga atcagggaat cctagcattg attttaacca
  2532241 gttaattgtc gttaattcaa tttgttcggc acctgcacct actatccaag ctgtaggaaa
  2532301 tacattaaac ccacttgcta aaaaatctgc taatacacca acataattat taggacctgg
  2532361 tacaaaagcc ataaaatgag gatgatccac atgagtaatt tgattaaaca cattgttatt
  2532421 aagaaaatga agtaattctt ttggattaga tccgttttcc ggaatcgttt caattagctt
  2532481 gtctctaaaa atattactat caatcgtttc tgaaactggt ttacttttta aatgattcat
  2532541 atgatcaaca atcaagtcaa ccgcttgata tcctaactga cgcatctctt cggctgataa
  2532601 ctgcaagttt tttgtcattt ggtttactcc tattctattt aaaaaggcga gttcttgctc
  2532661 gccttttcat tttttataat ttgtaatcac caattgcttg tattggattt tgaagaatca
  2532721 tgttgattaa tccatggatg tgatttaata ttccctgtat tttctctgct tcatatacgg
  2532781 tttgatcaaa tccaaacttt attgtaagtt tttcttcagg gaagcacata attccatact
  2532841 ttacatgtgg ctcatcaaca acttcgtaat ccgtgatagc aaaatgtctg ttttcatttg
  2532901 aagaaaagat tgctggatta gttggatagt tttcaaaaac ccaaagatgg tcagtcaact
  2532961 cagtttttaa ttcactttgc ttttgtatat caacaaatga atagtatgca tactcattac
  2533021 atttcaatgt ctctagttgt accttttgta ggaagtccac aaaagattgc gtttctgtcc
  2533081 atgctaatcg gataggcaaa acatttgtga acagaccgaa catattttca attccttcta
  2533141 cttcgggagg tctgactgat actagattag gcaatacgac ttctctcgtt ccgttgaatt
  2533201 tgccaagtaa tattccccat acagctagta gtgctgtatt catagttata ttgtttttag
  2533261 ttacaaatgt ctgtaactga ttagtcaaat ccttgtctaa tgttaaatcc ataaaaatga
  2533321 agtttaaccc ttcactttta gatgggactt tctttttagg aatactaatt ttctgattgt
  2533381 atcctgataa ataatctcgc caaaaatgac gtgctttctc atgatcttgt gccaaagtcc
  2533441 agtctatgaa tgtttcaaaa ggttttacca taggtaactc caccatagtt cccgcatttg
  2533501 tagtttcgta gagctggaat aattcgtcta tcaaaatgct gacgctccaa ccatcacata
  2533561 acagatgatg ggaactccaa attaccttat gctcgttatt acctagttgg aatatacaga
  2533621 gacgtgtcat aagttcatca tttttaaatc ctcgacttaa attttcattc atccactgtt
  2533681 ttaggaattc ttgctgttct tgtttcgtca tctcaatcaa gttttttatt tctgaattta
  2533741 tttgaacatc atatagaaca gcttgccaag gttttgcttg ttcatcttgc acaattattg
  2533801 ttcttaaaga atcataacga ttaaccaatt gttggaaaca ctgaataaag agtttaatat
  2533861 ccagctcccc ctcaagagcc caaattgttt gttcaaaata tgcatttgta tcaggttcat
  2533921 tcgtagcatg ttcataaata acttcttgga aaggtgctaa cgggtaaata tgttctatct
  2533981 aatttaccgt ttggagtcaa gggtaattgg tccaaataaa caaaataaga aggaatcatg
  2534041 taatctggca agtgatctcg caaatgcttt cgtagttctg ttgtactaat attttgctca
  2534101 gttaccacat atgcaactaa aaattttatt ccgttctcat ctgtttgatc aattacgaca
  2534161 gcgtgttcga cttgtttata agttagaaga caatgagaga tttcttctaa ctctactcga
  2534221 tatccttgaa ttttcacttg gtaatcttgg cggcctaaaa attcaatata tccctcagaa
  2534281 tgcatttttc cacaatctcc ggttttgtat ataagaccaa aatcaggatg tgacacaaac
  2534341 gcttcatttg ttttcttttc agcatttaaa tatcctttag caaggcccac tcccccgata
  2534401 tataaatctc caattacacc aacagggcac attttctttt catagttcaa cacataatac
  2534461 gtttggtttg ccaagggcat cccgtatgga atactattcc aatgtgattt cacttgtttg
  2534521 accggataat aaattgacca aatcgatgct tctgttgccc ctcctagtga aactacttct
  2534581 gcaatcggaa aatgtcgttt tattttttct ggtaaagaaa gcggaatcca atctccacta
  2534641 tgtaaaacta aacgtaaaga agaatgttca aaatgagaac ctacttgatc caatgctaaa
  2534701 tccatgattg caggcactgt attccaaatt gtaatccctc tacgttcgac agtgcggatt
  2534761 aattcttgca tgtctcttgg atcacgaatc atcaccaaca ttgcacctgt gcttaaagct
  2534821 ccgaaaatat cgtatacaga taggtcaaaa cacatggaag agataccaat aatacgatca
  2534881 tcttcattta cctcatattt ttgatttatg tcttgaatag tatttgtaac cgcttggtga
  2534941 gtaataatta ctccttttgg ttttcctgta cttcctgaag tgtatataat ataggcaata
  2535001 tcttctggac cagcaatagc aggcatatct tctgttgtat aaaatgacaa atcattttct
  2535061 tcataaaggc taggttctaa taaaagtttg catgagctat tttttaaaat atatgtttgg
  2535121 cgatctaaag gatgatcgga atcaatcgga acataagcgg cacctgcttt taaaatacct
  2535181 aacatattaa caattgtgtc aactcgcctt tttgctaaaa gccccacttt atcacctaga
  2535241 ccaatgcctt gctcttttaa gaagtgggca atttgattgg agcgtttatg aagttccgag
  2535301 tatgttaacc attcttgttc aaataccact gctacttcat ccggtgtacg ttttacttgg
  2535361 tctgtaaata attgatacag agtagttgaa ggtatttttt ctgttgtttc attgtattgc
  2535421 ttaattaaag tttgatccga ttctttcatc tgcaaagatg ttatatcgct ttgtttcacc
  2535481 aattgttcca ataagtcaac aaattgggaa aacattgctt ctattacatc aacatcaaac
  2535541 agctcttcaa catagttcca gctaattaat aactctccat ttttttcaat tactacatta
  2535601 tccaaatata cttgtggagt ccgagcatga atatagcgaa gagaaccaag ttgttcccaa
  2535661 gagaaagcac ctgcacctgc taacatcgag gtgaaaacga ttggcataac tgcttttggc
  2535721 gtcatttgat gatatcgagt gaaatctcga ataaagttaa ctccatcgta atgacgatgt
  2535781 tcaaggccat ctaataaagt agattgcgtt tcttttactc tagtaaagaa attttgccct
  2535841 ggttttacat caacatccag caaaataagc gatgtgaaat ctccaacaat cttttctact
  2535901 tcatcatgaa caggataacg gttaaataca gtcaaattaa ttgctaatcg acgttgatta
  2535961 ctccaatatg ccaacacatc accatatatt gtacaaagta gagcggaagg cgttacctct
  2536021 ttctcttgtg ctaactttcg tagctttgtc catttttcat tgtccaggat ttttgtaagt
  2536081 gattggaatt taggagtagc aatctctgct ggaccctttt ttaacagcaa agaaggtgca
  2536141 aacggaaagt caggaagctt acttgtccaa taatcttttg ctgttttata ttcttcgctt
  2536201 tgttccattt catcatagat aaacatataa tcttgaaaat caaaagataa agattctaat
  2536261 ttttgatttg gtttataata ataatgcaac aaatcctgtc caacaatgtt catgcttgct
  2536321 ccgtccatta ataaagcatc gtatcgaaaa cataataaat acttgtcttc ttttaaaaga
  2536381 aaagctttca attcaaacaa aggccattgc cccaaaggga atacatggtt agtcattcga
  2536441 gaacgctctt cttgtaagcg agcattttga ttcctatcat ctaaatctat gagactcact
  2536501 atttcaatct cgtaatcagg aacgctttgt aatatttgtt gttttccctc tggtaaaatt
  2536561 acagctcgca acattggatg acgatggatt accttttgaa aactttttga aagacaattg
  2536621 atatccaatg ctgtttcata ttcaaaatat gtttgaggtg aaataccact taattcaaac
  2536681 tgtgaattcc ttcctaacat atacgctatc tgaacttctg ttaaggaaaa tggattagac
  2536741 aaatctttaa catgagttgg tctactttca aagttttcct ctttatgctc taactttaca
  2536801 caagaactca gttgagcgat tgtagggtgc ttaaaaaaat ctgttgtact tatttttaag
  2536861 cagtcttttc ttaataaatt aattacctga agtgctttaa tggattctcc ttttaatgca
  2536921 aaaaaattat catgaatacc gattccctca atctccataa ctttttccca cgcacacact
  2536981 aatttttgtt caatttcatt gcgcggggca acgtatggaa ttgatacata atccgtttgt
  2537041 gttatatcca ataacctttt tctatccact tttccatttg gattcaatgg aatctcttct
  2537101 acctgaatca ttttttcagg aatcataaac tcaggtagtt tatcacttaa atattttctg
  2537161 atttcaccaa aagacacctt gttatccgat acatagtagg cagctaataa tttcctattt
  2537221 ccatacactt gatcaacaac gataacctgg tttatttctg gatattccct taattgagtt
  2537281 tcgatttctc ttaattcaat ccgatacccc cgaattttca cttgatgatc cattcgacct
  2537341 aaatattcaa gttctccatt aggcaaccaa cgaacgagat cacctgtatg atacatcatt
  2537401 tcccctgccg caaaaggact cggtacaaac ttttcatctg tcagtttact tttaccaaga
  2537461 taccctcgtg ctaccgctac gccagcaatg cagagttcac caggaattcc aaatggtttt
  2537521 aattggccat acttattcaa tatataggaa tgataattcg ggttaggttt gccaatcgta
  2537581 acttctttgg aagtgctcaa gtcttttact gttgcgcaaa tggttgtttc tgtgggacca
  2537641 taaatatttg aaattgttgc ttcactgata caacgaattt tttcaaccaa atcaatggaa
  2537701 aatgcttctc ctgctaataa aatagatttt aaatctttta gaaaatttgc cccttctgga
  2537761 tcactcaaaa tcacttccat tcgcgatggc gttgattccc ataaatccac cttatgtttt
  2537821 ttgactaaat gagccaattc ttttgttgca aactggtcct ccgtagcaat tactactttt
  2537881 gaaccttgcg ttaaaggaag acatatttct aacaaggaaa tatcaaaaga tacactagca
  2537941 agaaacaaga atgattgatt agcctttact ttttctctca ttacatttaa aaaatgaact
  2538001 agcgattttt gttctatcat tacccctttt ggatttcctg tcgatcctga tgtgtaaata
  2538061 acataagcca aatcattagg attatgttct cgtactaaat tactttcttc accttgaaaa
  2538121 agatattctt tatcaagata cagtacttca cccgcaaatt gtggcaatac ttcttctgtt
  2538181 cgcttactaa gtaaatattt tgcttgacta tcttgtaaca tatattcaat tcgttcagtt
  2538241 gggtagttag ggtcgattgg taaataggct gctcctgctt ttaaaatccc catcatacca
  2538301 ataatcattt ctaatgaccg atctaccata acgccaataa tactttcttt tgaaacacct
  2538361 ttactttgaa gaatagaagc caattgattc gctttcttat tcaattctct atatgtcaaa
  2538421 gattgatcat tacaaacaac agcaatttga tctggagttt ttaatacttg cgcttcaaac
  2538481 aaatcttgaa atgattgaaa caagtctatg cccgtttgaa aagtattcaa tccttctagc
  2538541 aactcttttt cttcttctgc aataatacaa atatctttca atgccaaatt cgggttttgt
  2538601 gaaacttgct ttaaaacata acaatacgaa ttggcaaatt gttgcaaaga agagaatgaa
  2538661 cgggacttgc aagaaatttg aaattcaaat tcattatgta tttcattcca ttttcttcgt
  2538721 atccatagga ctaaattatt ctctgcgtat tcttctagcg aattttcatt atgtaatcct
  2538781 tccatcccga ttacaatttg aaaaggggtt aaattgtgtt taactaataa ttcagagagc
  2538841 ggatactcct gattttcata cccgaataaa gtcgtttgtt caatctcatt tactaattgt
  2538901 ttaaaggtgt gatgcggatg aatttcactt cctaaaggaa tcaacttatt aagattctca
  2538961 ctttgttcaa gattcttttc aattatagga atactaatag taactctttc ttgatctgta
  2539021 taatgtgcca aacaaaccct taaagcggct tgaaaccaac taaataataa taaatcttga
  2539081 gacttactta ttttttgtat acttttacta aactctacat tcactatgac ttgaacgaac
  2539141 tcacaaggtg tttctttatt tagttggtta tcgctattaa atacagaaaa atcgagaacc
  2539201 tcggaagata attgctcctt ccaaaacgct tctacttctt tattttcatg aattgaactt
  2539261 cgacctttaa tgtgcatttt tatctttatc cccctaatat tcatttcttc tactcgttaa
  2539321 ttttcaagcc aacttcaagc ccatggagaa acacttgatg gttatccaaa cataaaaatt
  2539381 gctgaatctc ttcaaatttc atatgaccaa ctgaacaaac ccctaaattt aatgtctcag
  2539441 caaccatatt taaggtagca gtgataatgc ctgactcgat acaagcaaat aaatatccat
  2539501 ctgaaccgta tttcgggatg gaagcgttcg cattataaac caaataaact gagaatgcag
  2539561 attgagtaaa taaatcctga ttaattaact catgatcact tttgatcact tgatcaatgt
  2539621 tgtttacaat cacaagacta ttttttgatg ggttataata ataaaatcca gctttcatac
  2539681 cctctatacg ttttggtttt atataaacaa agatatcaat gggatagagc ccgcctgcac
  2539741 ttgcgtaatg atagtatatt ttttcttccc taacctgtct tagagctgat aagaattggg
  2539801 aaaactctga aaaactaatg tatttttcca tttcaaattg acgacaagac ctacgttcct
  2539861 tgattatagt gggtagctca tctgttgttt caagttgaat ttcggttgac cgtgcagcaa
  2539921 cgtgcgtgcg atttaattgt tcactcatat acttatctaa ctcttcttta gaaaagcgaa
  2539981 tctggttgct atatggattt ggaaaaatct tttcttgtga agaaaatact tctcttgggt
  2540041 gtaatatgtt acttactaac acacgatttt ttatcatgag ctctatgttt ttttgtgtct
  2540101 cttctacatt tcctaacgaa aagcgctcta ctagttcact aattttcaca cctttttgag
  2540161 ccataaaata aaaatcagga aaccactcag acagaatacc tgtaaatctc atttccccta
  2540221 tcaaaacttc attatgcaac ttctcccaat gcttaatcgg agaccagtaa taaattttct
  2540281 cgctcatata accctccata aacgtttaac ttatttttga aatgcaattt tctaattcac
  2540341 aaaatttttt ttagattctg ctccttgtct catagtgatt ataaatacat gtactttaac
  2540401 gaaaattgaa aataatgaaa taactttttc ttcattaaaa ttttttattt catcataaaa
  2540461 aatgattttt tttgatattt cacatccttt cccatagtaa tcctataagg tataaaccat
  2540521 ttataacatt gagaatattc atgtattttc aatgtgaaat tattgtaata gattggagag
  2540581 cggttgaata tagttattaa atcaaataat attgagaaag ttttatttat tatatcgata
  2540641 aaattttatg atgcaattta ttacaaatag attaagaaaa gagttttaaa tttttcttaa
  2540701 tcagttagtg tgaaaatatc acatactatt acatacaatc gagttactta catttcatat
  2540761 tcaaaataga gaaaagacac cttgaatggt gtcttttctc tattttaatt ccatatactt
  2540821 attacgcttt tgttattttt aaacgatttg taggaattaa tacaactcga acatctagtt
  2540881 cgttatatgt tcgaatattt aataaacatt atatgaatta cgaatgtatt tcatataatt
  2540941 ttataaataa actcaaagat atcttctctt cctactgtca caaaagaaat aatctattgc
  2541001 ttatttcttt tattaaattg taatataatt acagtatgtg aaattatatt acattaactt
  2541061 taaaaacgaa gtgagaataa tcttcacttc gcttttttca tttgcaatcc ttattaactt
  2541121 tgctcaattc agtatttatt tccacactct tcgcttttat ttaatcggtt tttctgattt
  2541181 taaaacaatg gaacttaatg caggaacttt aattttattg tcatggacaa cataaagtgg
  2541241 tttacttccc gcctgcttgc catctactag tactttccaa ggccctttag atggaagtgt
  2541301 tatttcaaca gcttctctat ttgcattgtg agccactgta aagtattcat gtttattccc
  2541361 ctctattgta taagttacag tatttttcgg agcatcaata aatgatacgt gtgtttttat
  2541421 ttgctctgca gatgtcattc gaaaagctgg gtactttttg cgtaattcta ttaaaccctt
  2541481 catataatct acttcattat taaacgttgc acggcgcagc caatccatct ggttaatcga
  2541541 atctggagat ttgtaactat tatgatcacc gtatttcgtc cgcataaact cttgccctgc
  2541601 atgtaaaaat ggaattcctt gtgatgttaa taaaattgaa gaagacaatt tgtgtatttg
  2541661 ttttcgcact tcttcactgt cacctggatt agttaactca agtttatccc ataatgtatg
  2541721 attgtcatgt gcttccacat aagttaatac ctgttccggg tcttgatagg tagacgaatt
  2541781 tgtatcatag tcaatacctg ccgtaatacc ttttttaata cggtcttcca tgttttcctt
  2541841 tccatttaca aatccatttt ctttctcttc aaacacacta cctttcaatc catcacgtat
  2541901 attatcgtta aaatgggcaa ttcctttcat tttctccgca tttttttgat ttgctttcaa
  2541961 ctcagctgca aggggtgtat ttaaatccca accttctcca tgcagtataa tagaagggtc
  2542021 aatttgatta acagctttac gtatttcatt catcgtttca taatcatgaa tacccattaa
  2542081 atcaaaacgg aatccatcta aattgtattc ttttgcccaa tatgtgacgg aatctatcat
  2542141 aaatttcctc atcattgttc tttctgaagc cgtatcattt cctactccag ttccatttgc
  2542201 aaatgttcca tcttcattgt aacgataata ataacctgga accaacttat ggaaattaga
  2542261 ttcagcagcg ttatacatat ggttatatac tacatccatc accactcgaa gattattatc
  2542321 atgtagtgtt tgaatcattt gttttaattc agttattcga acagttggct catatggatt
  2542381 tgtagaatag gacccctctg gaacgttaaa gttttttggg tcatatcccc agttatattg
  2542441 tggttcgttt accttctctt catttactga agcataatca aatattggta aaagctgaac
  2542501 gtgtgtaaca ccaagatctt tcatatgatc aagtcccgtt ttcacacctt caggcccttt
  2542561 tgttcctttt tctgttacac ctaaatactt ccctttctgt ttaataccac tttcgggctg
  2542621 aatagaaaga tcgcgtacat gtaactcata aataatagca tcttccggat ttttcaattt
  2542681 aggctttttg ttagtgttcc attttttcgg atttgtttct tctaaatcaa caaccgcacc
  2542741 tttatctcca tttacagaag cagcacgtgc atacggatca acggcctctg tccacttatc
  2542801 accaattttc accttatacg tataatagag acctttttga ttccctttaa gttctgcttt
  2542861 ccaggtgccc ttttcacctt gttgcatatt tatttcagta cctattttat cgttccattt
  2542921 tttatatgta actaacttcg cttcactcgc agtaggagcc catacacgga actttgtatg
  2542981 ttgtggtgta tatatattac ctaaatcgtt gccaccgtaa taaaataaat agtcaaactc
  2543041 ctcactacga atgactttac cgatttcagt attcgtatca gctaagtttt ctattttaac
  2543101 tttgtatgtt tgttttaaat caattttctg ttccgtaatt attttaacct tattcgtaat
  2543161 atctccactg tttatatcat aaggactaat actcttaatt ttaatacctt ccatttcaat
  2543221 tttcttttcc ttaatattaa atgggacatt cgtcgttaca gtaatttcat ggaaactatc
  2543281 aatagttgct ttttgaattg agagatccga tgacggctta gaattataca ctttttcatc
  2543341 acccgaaaga atccatactt cagcacgacc gtcttttata ttttcaatcc aacgatcccc
  2543401 accatctttt tcccactcat ttgtacgaat gataaatcct aaacggttat aatcaccatc
  2543461 tatattaatc tttgcgtact ttccaaattc atcttcacca gtaaattcat atgattttcc
  2543521 acttgaattt tctccccata tccaaaggtt ccagtctttt gtatttccag actgctcttt
  2543581 gtaatgaatg atgacttcag ttgttttcga atttgaaact gccttcacac tctgaaagga
  2543641 gaaaatcgat gataacataa cgattaaagt aagtaataaa actgttttgt taattaatct
  2543701 ttttgtaatt tgcaccacat acaccctttc tttaagtagt acgaacgatt tattatgccc
  2543761 gtactacatt acacaattta aattaatcta gaaatctctt ttgcttcacc cccgtattgg
  2543821 ttattttcac atatgtattt caatgatctt ttcgatacga aaacgtttgc attaacgttt
  2543881 aaaaaaatag tttatttatg tcttcatata tttgtaaata cgaaaaggtc agagaaatta
  2543941 ttttaaagca accgtttgtt atcgctttca ttttatagta ctttccatca agaggtcaat
  2544001 atattattaa ttttctgttt ttatatacta taaaccttaa atctttgtcg caacttctta
  2544061 aaggtagagt gcctaattat tgcttagtaa gtttattttt caaatacatt ggtatgaaaa
  2544121 aaaacagcta atatccttaa aacggtatta gctgtttttc ataatgtcat aatatatgaa
  2544181 taagaactat atttctaact tacttaattt ttgctgcatc aaacgccttt tgtactgctt
  2544241 gaacttcagc tgaatttgca ccatatttat tagttgccac tcgaatacat gctgatctca
  2544301 attctttgaa attagaagtc atgtttaact catctgtatt ggcgtaatag aaaatatcaa
  2544361 acattttatc ttcaccaatt cctttaacag ttacaccgtt atgagttccg ccttttgcga
  2544421 tgagatacgc aactttatta ataatgcttg aattaaaatg aacgccacct tgatcccatc
  2544481 cgttaaaatc attaaattca ctgtaatcat ctggataagg tactccaagt gaagatggaa
  2544541 cagaagttgg gttttccata tcacggaaga cagatccagt ttgttctccc atcgtccagt
  2544601 taaagcttcc attatttacg tatttctcaa tagatgttcc cataatatca gatagtgcct
  2544661 cattaatcgc accagattca ccgtaatatt caagattaga ttcactagaa gtaacagcat
  2544721 gtgtaaattc atgcccagct acgtcatatg ctttgacgat aggatctcca tatacaagca
  2544781 tactaccatt attagcactt aacgcattct gccaattttt cggatcattc gtatccccag
  2544841 aatcccaagc atgtacaact gaaactacct tttgtccctg attatcaaag ctattacgat
  2544901 tgtatttatc tttataaaaa tcaaaaactt ttgttgctaa gtaatgagca cttactgctt
  2544961 ttggatcgtt aaatgttgtt gaagtactag ttgctaatgt accaggataa tagctttctt
  2545021 ctttcgtaat atctctgtaa ttcacatcat atgtttcaat cccttgccct cttgtataat
  2545081 cagccagagc atatttgcca ttactttgtt tagaaatacc aaatgaacga gaaataccta
  2545141 aatcatcttt tccagtgccc gttaatgatg taagactgct ttttttactt ttctttaagg
  2545201 ctccaaccag tttttcactt gcttttaagt tagattcttg taccatattt tttaacatat
  2545261 caccattttg tgcatttatt aaataagttc cggaaatata gtttggtgtt gcagcttcaa
  2545321 atgtaacctg gtatgcatta ctagcttgtc cgttattttc atcaacaaaa ataacttctt
  2545381 taacttctgg ctcagaaata aaattgatgt cgttcccgta cttcgtataa atatattgtg
  2545441 ttgcttcatc ttttgataga ttgataggtt ttttcaattc ttcttgtttt aaattttgcg
  2545501 cactatcacc tgaaacactt ttaataacac cgctattatc tacgtgtgca gttaattgat
  2545561 ggccatatac ttctttccct tcgtatgttt gctgtatacg tacaagtgta gtcccatcat
  2545621 atgaaccacg tttttgaaga actttataat ctactcctgt ttctccattg acttgctttg
  2545681 gagaaagagc ttgttctgtt ttctccttca gagcatcttt tactacattc tctggtgcct
  2545741 tttgtgacgg ttgtgtaagt tcacccgaac ggaacgattc ctcctgaatt tgaacttgta
  2545801 gttgatctgt ttcctctgca tgacctactc cgtatggtgc tactgctgtt aaagctaaac
  2545861 ccgttgttaa tgctacctta gttaacgtct ttttgttttt cattttttca cctcgtataa
  2545921 tttttgaaat agaaagcttg tacaaagtat acttgctgtt tctgtcgaaa aaaagggaaa
  2545981 atacacaatt tatgtaacat tatgcaaaat tacataatat aaggacgatg atacaaatta
  2546041 agaacaactt atataagtgc atgaatttca ataaaaaaag agctccctaa ggcgctcttc
  2546101 acatacgatt ataaatcata aatgcattgt gtcatttatt agtatatgct cgtctcattt
  2546161 aattgtttac ttggtatttt ctctgcacat taaccattaa aaatctgtta tctaatacat
  2546221 tgaaattctt cgttactatt tgattagtaa atgaaagaga tagttaagat aatgtaagaa
  2546281 acaaacatga taaaagcaaa ccaatagata aagatagcac tcgacatgta ttgtgttatt
  2546341 ctttttttca tacaaatttg ttttacttat taacttttcc agggttaatt tgaaattgcc
  2546401 ctttccaaga tccaactatt tttcctattt tatttatatt tacatctaat gttaaaggtt
  2546461 gtttaaagga atcttttcct tcaggacctt caacaaatgt aataacacct tctggtctgt
  2546521 ctttatcgcg aatgcctaca tgctctagct ttttcccttc tgataataat tcgaatggta
  2546581 aattgtcttc accttgaata aatgataatt gtgaaaacat accatttcct gtgttatatt
  2546641 caggatttcc ttcttgttgt ccgtttactt tcccatcgct ttttatatct aatccagttg
  2546701 tatcaaattc aaatggcatt agagttccat cggctttttc aactctataa tgaacagata
  2546761 tacgtgcatc tgccacgtat aattccttaa aatgtacagt taccccttga tcagttatct
  2546821 tttcatcaat aggtataaac tgtcctttca acataccttt ttgttgtaca ccgttttcat
  2546881 ctttacttcc ttcattcaca actgtatcat ttaacacctc attagcaaag taagaagcaa
  2546941 tattagttgc tgcaacttga acttgcggga tcatagctat agtaaaaata cctatcgcag
  2547001 caaccgccgt atacatgaaa cgttttgatt ttttattcat atttgaaaat actccctgct
  2547061 tcctttctat cgtttgattt gtactaaata cattattagt atggttataa ctattaaatg
  2547121 tttgccatgc tttttcgaca tcaatattta tttccggaat ctcatgaagc ttctcctcgg
  2547181 ctagtgttga atgttcccat tgatttaatt ctgttagctc aattaataaa ttttgacact
  2547241 ccttacattt gtctaaatgt tttataaatt gttttctttc ctcacgggaa agttcaccat
  2547301 caatatatga ttgaatggat cccatttcat aacaagtcat ttatttaccc tccatttgtt
  2547361 caaaaatttt ccggaatttt agtttagctc ttgccaacat tgttccaata gacgaatcgt
  2547421 caatctgaag tacttgcgcg atttctttat atcgaaaccc tgaaaatttc attaataata
  2547481 ttgttcgatc ttgttctttc atttttcgca acaccatttg tacttttgta atttcttctt
  2547541 ttctaatcca ttcatcatct agcgacgaat caatttgaac ttcttgatac tgggtttctt
  2547601 tatcgattct tgcctgatgt ctcttttcag aacgaatgta gttataggcg acataagtag
  2547661 aagactttat aagccaagca cgtaaatttt ctattgcttt ccaatctgaa tgatacagtt
  2547721 gcaaaaacac ctcttgcgct aattcctcag caaccgtctg ttctttaatg atccatatta
  2547781 tttgtttaac aacatacgca tagttttgtt taaacaacgc ttcaaatgtt atatgtgaaa
  2547841 cattcctctc ttcacttttt attgtttgca tgtgaataaa acctctctct cttttgatgc
  2547901 ctgcattata gagaaaccag aatgctcatt tttgtgacaa aaaaataata tttttattat
  2547961 gtactattac gtacattcat catataaaca aatattcata ttaattaaag taaacttttt
  2548021 tctcaataac aacataaaac ccactctcaa ctatttttaa gagtgggttt tatactatta
  2548081 aaaaacaatt ttttaatacc gcttataatt tatactactt attatttgtt cttttttatt
  2548141 ggcacaaata aatcaacctt taattttcct tctaggtctt ctgcaacatt gttcatacaa
  2548201 aactctaaat tatccctatc ataatctgca ctatattcac tatttggtaa ccacactgcg
  2548261 tacatatatc gatacacttc acttaattta tgaggttcat catagaattg gtatagagcg
  2548321 tatagacctc catctacact tttaaattgc acatcctcat gttgttcttt ttcaaagttt
  2548381 ttaggtatgg taacgcaagc atcatgtcgg cacatatgac ttgcaacaag ttcaggatta
  2548441 tctaatgaaa ttccgataaa tgattgctct agtggataaa gtttattttc aatagaccag
  2548501 ttcaataact tcccccaatg atcttgtggt tcaaagtaac tgcccgttct tcttataaat
  2548561 gccacttcta atgatggtaa attttttata atcactttca tatacatcac tccccttaac
  2548621 aaatctctac tcaaattatt tagcctttat tttcatatat tccttcataa ataaaaaata
  2548681 ccctgccact tttatactaa ataacataat agaattcctt tcatcgccct agcaaatttc
  2548741 ttgaaataca ataattaaaa gcatccttct ttcgattatc attaaataaa tgtaaaaaat
  2548801 gaccctattc attcattttt catgcgtatg tatgtacatt tgttaattta ttcgatatat
  2548861 tatgtgtatt gaatgattac gaaaagctta taggtcgcta aaaacacctt atatttttat
  2548921 atccgtgaaa actacaaaat gtataaaatt ccatttgtca aatgaattta atgcggaagg
  2548981 aggtttgtgg ttacttcatc gggatataat aatcagtttt aaactgataa aaatatagga
  2549041 ggcgacataa tgtttcgtac gatttcaaat ttcatgagag tagctgagat aagaaggaaa
  2549101 atccttttta cattagcgat gttaatcgtt tttcgaattg gcacgtttat tccagttcct
  2549161 catactaacg cagaggtatt aaaaatacaa gatcaagcta acgttttagg tatgctaaac
  2549221 gtatttggcg gaggagcatt gcaacacttc tcaatctttg ctgtaggtat tacaccatat
  2549281 attacagctt ccatcatagt acaattacta caaatggacg ttataccaaa attttcggaa
  2549341 tgggcaaagc aaggagaaat gggtcgtaag aaatcagctc aatttactcg atactttaca
  2549401 atcattctcg cattcataca agccattggg atgtcttatg gctttaataa tatagcaggt
  2549461 ggacaattaa taacagatca aagctggact acatacttat ttattgcaac agttttaact
  2549521 gcaggtactg catttttact ttggttaggt gaacaaatta ccgctaatgg agtaggtaat
  2549581 ggtatttcga tgcttatctt cgcaggactt gtagcagcga ttccaaatgt tgcgaatcaa
  2549641 atttatttac aacaatttca aaatgcaggc gatcaattat tcatgcacat cataaaaatg
  2549701 ctcttaattg gtctcgtaat tttagcgatc gttgttgggg ttatttacat tcaacaagct
  2549761 gtgcgtaaaa taccgattca atatgcaaaa gctgtttcag gaaacaatca atatcaagga
  2549821 gcaaaaaaca ctcatttacc tctaaaagta aatagtgctg gtgtaattcc agtcatcttt
  2549881 gcttccgcat ttttaatgac gccgcgtaca attgcgcagc tcttccctga ttcaagcgta
  2549941 tcaaaatggt tagttgcaaa ccttgatttc gcacatccaa ttggaatgac actatatgta
  2550001 ggtcttatcg ttgcttttac atacttctat gcatttattc aagtgaatcc tgaacaaatg
  2550061 gcagagaatt tgaaaaagca aaatggttat gtaccttgta ttcgtcctgg taaatcaaca
  2550121 gaacaatatg taacgaaaat tttataccgt ttaacattta tcggtgcaat tttcttaggt
  2550181 gcaatttcaa ttttaccgct tgtattcaca aagattgcta cattaccacc ttctgcacaa
  2550241 attggtggta caagcttact gatcattgtc ggtgtggcac ttgaaacaat gaaaacgtta
  2550301 gaaagtcagc ttgtaaaacg tcattataaa gggtttataa aaaaagcgaa ttaagtaaaa
  2550361 aaacacagtt ggttattttt ccaactgtgt ttttaattct actgcatcta atttttctac
  2550421 taatgtacca atgacctttt ccaagttcat tattttttct tctaacgctc gaatacgttt
  2550481 attgctctcg tctacatcat tatattttaa actgttatta gagactttga accgctcccc
  2550541 taattcggaa gtgatatctt taattgttga tttttcatta ttactggttg tatttgattt
  2550601 taattcaaat tgaatttcat atgtatttcc agttaactct ttagctattt gcgaaattaa
  2550661 atctttataa gactttttaa cccactcttg ttggaattcg ttttcaaaat aaatgatcaa
  2550721 tgaatcttca tttattctag ctgtcgtttc tttgacccaa gtttcatatg acggtctcga
  2550781 aatttttaat tgcattttat cttttatttt attccaaatt gtttttgatt cctcttgtcc
  2550841 ggaagtacgt tgattatttt tcatgtgatg aacctgtgct ttagaagtag cgcttgatcc
  2550901 tatttcgaac caaatttgat attcttcatc agtaattttc tgtacggtac ttgaaattat
  2550961 atttttatac tccccttcaa gcaaatcacg atgaaacgca tcttcacaaa agattattac
  2551021 tttattatct tttatcgtag cgtttgtatt tctaatccat gtcataaatg ttttctctgc
  2551081 tattttaggt cttaatgctt tctttacttc atcccagcta ctaagctttt ctttttggac
  2551141 atctttcaag ttagatggtt cgccattaca tagatcaaac tgaatttcaa acgacgtatt
  2551201 aaacatttct cttaatgtat taaatactaa ttctttataa tgagattcta accagtcacg
  2551261 tgcaaattca tttggacaat aaattgttaa tatatcatcc tctaaataaa cagtagtatt
  2551321 agtaaaccaa gtttcatatg atggttttga aatttgcggt cgaatttttc cctttacttc
  2551381 agtccaattt attttcataa taactcccct cttcttacag atctctttca tatagcttaa
  2551441 taatattacg cctttccaat aaataaagtc aatccgtatt atgaataaaa tgaaagcagc
  2551501 cctcttttat acaaggctgc ttctttatac aactacattt ccttctcaaa taatctccct
  2551561 tgtttgaaat aagtacggag tgtggatcga ttagctaaaa atacaccaac taaaatgaaa
  2551621 caagcgccta ttcccattat agggtttaaa ggttctccta atatgatgta tccaactata
  2551681 atagcaatta atggtgagac atataaccaa gttgacggga atacaggatt tgtttttgat
  2551741 aagagccagt aatataatcc gtgcccacca attgatccga taaatatgag atataaaata
  2551801 ggccactgta cactccatga agctaataca gttacattcg gttgttctac tatgaaggat
  2551861 acgattagta gtaaaactcc tccgtaaaac atttgaatac cattaatgag aaatagcgat
  2551921 acactttgta aatccgaaag tatttctttt gagcgaatag agcctattcc gtaaaataac
  2551981 tctcctatta ttaatacaaa acaagcgata ctccatatga aacttatttc ttggtgcatt
  2552041 ccaggtaaag aaacaaaaac aacacctatt agtgcaataa ttaaagcaag aagttgttcc
  2552101 ttttttaatt ttgtcttatt tctctttgtc tgtaacaaca aaatcatcat aggccctgta
  2552161 gcagatagca cagcagctaa ccctgaagaa atatattgtt ctgcccaata taatgttgcg
  2552221 aatgtcataa atgttaagca aaaaccagca tatataattc gtcttgaaaa tatgtgtggc
  2552281 ataatttctt ttcgttttag cttaaatata atcattaaga ttactcctgc taaaaagaaa
  2552341 cgaattcccg ctgaaaataa tgggggcgct cctgcttcaa ttccgatttt tatcgttaaa
  2552401 aatgttgttc cgaaaataat acatactaaa atataattaa aaatgaccat tactcttcct
  2552461 cctttttact cttaacatga gtatagaagg tatagtgtat aacagtgtat ctatgtatat
  2552521 aacagttgcc taaaatagta gttgattctc tttatatttt tcgcttaaat taaataaaaa
  2552581 cgaaaaaggt gaaaccatga agattgtact gcgtaaagaa tccaacatac cgtattacaa
  2552641 gcaaatatat atgcaaatcg ttgaaagaat acaaagtggc atgctttcgc atggtgactc
  2552701 acttccatct ttacgctcta tggccgaaga tttacagatt aacctattaa ctgttcgtaa
  2552761 ggcgtataaa catctggaaa agaaagaata tatacgcatt gaacaaggta aaggtgctta
  2552821 tatacataaa catgtaaaaa aagattctaa accaattccg tataaatggc aacaaacgaa
  2552881 aacgattaat gttatgcgat ctcaatatgc aatgaatcag caccggaaat attacgattt
  2552941 ttcacaagcg attttgtatc ctcgtctatt gccaaatcca ttcttggcag acgaaatgca
  2553001 taaaatactt aataaagaca agatgattct agcaacatat ggaccagttc aaggagatta
  2553061 tgaactacga gttgaaatag caaattactt aaatgaacat caaaaattag tgacagaccc
  2553121 atcccagtta ttaattacaa gcggcgcaca acaaggaatt gatttaattg ctcaaacact
  2553181 attaaaacct ggtgatattg tgttagtgga aagtccgtgt tatagtgctg cgcttgatat
  2553241 tttcatcaat aaaggagctc aaattatacc tgtttctcta gataatcatg gggttcgatc
  2553301 cgatttaatc gatgatattt gtcaaagtaa aaatcccgtt ttattgtata cgaatccaac
  2553361 tttccagaac ccgacaggta cagtaatgag taaagaacga agaatggaac ttatagaact
  2553421 agcggagcta tatgagtttt ttataattga agatgattct ttcggagaaa tatattttga
  2553481 agatgctatt gttccccctc ctatcaaaaa ttttgataca aacggacacg tactatatat
  2553541 aaaaggattt agtaaaacgt tagcaccagg actgcgtatc gcatctctta ttgccgatgg
  2553601 tcctattttc gcatggttat atgccgtaaa aggttcgatg gatatcggta gccctttatt
  2553661 aacacaaaaa gcacttctac cgtttttacg tgcagaacgt atgaaacatc atttagaaaa
  2553721 attacgtaca gctttacaaa ttagacgtga tataacgatt gatatgttat caccacttaa
  2553781 agaaatacaa tttgaaatac ctgatggtgg ctttaattta tggattactc ttcctaattc
  2553841 gatagatccc tttaccttat tacaaaaagc aaatgaagta gatgtttctt ttttaccagg
  2553901 aacagcttgt ctattacata acgatataaa caataaccaa ttcaggatta gctattctat
  2553961 gttaaatgaa aaagatatgt tgattggttt agagaaatta catgacacaa tacgaaaatt
  2554021 taagctataa aagcatatgc acaatatctt taagctaaaa agtaaatccc ccaaaacatt
  2554081 ttagttttgg gggataatga aattttgaaa gatacttaat cattttcatt ctactttcat
  2554141 tacaatttta cctctaacat gttgaccttc actcaaaata tgagtttctc taaccaccac
  2554201 ttcattttcc tctcctcctt gctgtttatt ttaataacat acaattattt ctcaaatttt
  2554261 tttgccttga attatcataa acttattttt gggggtaatt atgtaagaaa caaagcaaat
  2554321 cttacacaca ccttagagtc attcaaaatt gtattttaaa ttaaattcaa aagaaatgga
  2554381 gagaactcta tgactgaaaa gatatttaaa ataaacggga ttgatatatg tacagaaagc
  2554441 tttgggaatc ctaaaaaccc agctatttta ttaattatgg gtgcaacatg ttcaatgatt
  2554501 tattgggatg aagagttttg tgaacgattg gctaacagtg ggaaatttgt tattcgtttt
  2554561 gataaccgtg atgtcggacg ctcagtcgca tatgaaccag gaacttccaa ttataccgtt
  2554621 acagatatgg ctgaagatgc aattggggta ttagatgctt atcatattaa taaggcgcat
  2554681 ctatttggta tgtcattagg tggtatgatt gctcaaattg ctgctgtaaa acatcccgaa
  2554741 agagttttaa cgttaacatt actagctaca agtatcatag gatctgacaa taatacgcgc
  2554801 gatttaccac cgatggatga aagaatttta acacatcacg caaatggcaa gcatttagat
  2554861 tggacaaatg aaaatgttgt agcagaatat ttagtttcag ggtcccgtct attatgtggg
  2554921 tcaaaacgaa catttgatga aataagagtc tataatcaag tcaaacaaga aatggaacga
  2554981 gctaacaatc tattaagcat gtttaatcac gctttacttc aaggcgatga tgcatatgaa
  2555041 ggggtgcttc actccataca agcacctaca ttagtcattc acggaacaga cgataccgcg
  2555101 ctcccttttg aacatggtct cgcacttatt gatgaaattc ctaactcagt tctattaacc
  2555161 cttgaaggcg caggacatga aaatcatcct gatgactggg aaaacatagt tcatgctgtt
  2555221 actgaacata cagctaaaat aatagataaa taacgaataa aaggggcacg ccacaatttg
  2555281 tgcccctttt attcgttaca tgtaaaaaag cccatcactg tatccgtatg tatagtgatg
  2555341 ggcgatactt atatttttct atgtttaaaa aaacggacaa tctaattggt caacagcttc
  2555401 ccatgatttt ttttatatta tcggtggatt tatttgcttc tagtggtacg tttttaaaag
  2555461 gattaacttc aacctttaat aaggatgatg gctctacgta taatgagaaa acatggctgc
  2555521 ttggtatagc ttttgacaca tcaatatctc ccacttgttt aaagagttgc tgcgctgcaa
  2555581 agaaaaagaa attggttggg tttgattgtt tattcagcca tgcaagcatt tcaggtgata
  2555641 ctgatttatg aatattaatt ttcactcgat caccacgttt atatcgccta gatcgcatgt
  2555701 ttccaccaac taacttatcg ttaagtttgt aaatcctaac tctttttgct tatgctctct
  2555761 atattttggt gaacaagtgt agactaataa tccacgtgcg tttgtaaata atggattatc
  2555821 tacaaagatt acattggtta aacgtccttt ttgttttaaa atcattttca ggctattttt
  2555881 tatgataact gcgcccccac cgtaaataaa tacgtacgga tcatctttca tatcatcaat
  2555941 tttgtttata atatccgttg caacgcgcgc tgctaaacct aataaagctg gttgtgattc
  2556001 ctcaactaat aatgcatttc taggatgttt atcatttaaa taaatttgat tgaattctgt
  2556061 aatgctatca atcgtcttcg ttgggtactt ccggttccat ctcgtaataa tttgtagtaa
  2556121 cgtttctttc acaccataag ataagccctt acttagttgt ggtcgaaagt ttacgcctag
  2556181 tgaaacgact tcttctgtcg tccctgctcc aatatcaaaa gataatagtg ttttatcaac
  2556241 aaaatcaatt tctgaaactt tattttgttc acattctatt ttatgtttca caacatttcc
  2556301 ttcttcatca tatacaatgc cccacgtccc agaagcaccc tcaggtagac atttgcaata
  2556361 ttcgattgaa atattaattg taacatcacg tccgtttgga taatggaaca caaccttatg
  2556421 attccccata taacgtttcg cattttccgc agctatttct tgcgtaataa gttgcatagg
  2556481 aagagcaaca gataaatcat atcgaatatt aatatggcta gaagttgggc tttgacgcat
  2556541 agcacttacg gctaaaccag atagaattgt aataaccatt aactcatcag ttgacttatt
  2556601 cgatttcttc tcaacttcag taccttttaa ttgatcttga atgacttttt ctccaacgat
  2556661 ataccgcaca ttatttaaca ttaacgatgg agaactaatg gtcacgtcaa tgtgattttc
  2556721 taattcagat aatgaaacat ctccctcatc taagagtcct gtaggctctc ctatatataa
  2556781 agcatatata ctcggaataa aaataggatc ttgccctttc accattaact tcaaaccatt
  2556841 atttcctgca tcagcaccag cttttaaaag aatagacata actaccccct aaattaatct
  2556901 gacatccctt ccaaatatat gcgagcccat tcttttacat tcaaatgtaa tgtaattttt
  2556961 tattaatctt aaaaaacaaa acatcatatt cttaccctat atgtaaaaag tgtttgacat
  2557021 acaacttctc caattttata ctatgaatgt aaagagtttt ttacaactat ggaggtggaa
  2557081 tttttaaatt gaatcataaa aaatttattt tcatgattat cgttttatca ttacttggag
  2557141 tgcttataca tggggtttat aaatacatca ctgaaggtga aattttaggt ggcacaattt
  2557201 tcactagcgc tataataatt agctacctta tcaatcatat tacatgggga gatccccacg
  2557261 gtgtatcaaa agaaagtcag gatgaaatgg gacaacaaat tacatataaa agctctaaaa
  2557321 ttgcatattt tacgctcgta gttgtaatgt tccttatatt actcttctct gaagggtttt
  2557381 ctatgggagc taatttagat ggggttaaaa acttccctct ttttattgca ctgtgctctt
  2557441 cattctttat ttatcctatc attgaactca ttgtagcgaa acaatataaa taaaaagaag
  2557501 aggttttcta tagacagaaa acctcttctt tttatagtta tatactctct acaatcgctt
  2557561 ttaatttatt cacagtcctc caatttctta ctgtagctgg tgtatgtatc ttctgaaact
  2557621 ggttcattaa tttagaattt cgaatgctag ttttgaaaaa taaatacaca actttttcat
  2557681 gtatataaca atcttcattc atatttttat atataagcaa ctgatctttt tcttttttag
  2557741 aaagttcatt tgctaagaag gcaatatgca tactttcccc ttctagcaat gaatcagctt
  2557801 cataagggca tatttttata atgtttgtaa attcagcata tgttcttaac ataaccggaa
  2557861 catcaaaacc aaaaacattt ttaatttcag actgtattcg ttcctttaga aatgttatat
  2557921 cttcctcaga tttgaatacg atattcccac tttgaatata tgttttcact tgtttcaacc
  2557981 ctattgattc aaacgcttgt tttaaatcag ccattttgat tatcttatgc ccgcctacat
  2558041 tgattcctct tagtaatgca atataaattg tcatatcaat cctccgcatt ttaatgaact
  2558101 gagcaattaa gttgattttc actctcatat ttctcgaata tttgttttaa ttcctctaac
  2558161 atatcatgta tagataatac ctcaaataaa atgatagatt tgcttgaaaa atgatgatga
  2558221 tattgattcg gtttacaatg tgctaaatca tttttattag tccaaaattg cttatctaat
  2558281 tcatcaatca gtttaaaatg ttcctcatct atttcttcac aatgatttct taatatagaa
  2558341 attatagaat gaattgttcg tcgcaaaatt tctttttcat tttgtgacca atcacatgtt
  2558401 tcaattggtg ctcgagctaa attatctata tgataaataa tttgctgtaa taaatgaagt
  2558461 tgcttttgta caagtaaaaa gcttctcatt tctttttttg tatgtcgatg gtatttccaa
  2558521 tctttttgct catattgaac aaattgtact gctttatgta ataatacagt taatttagaa
  2558581 agattatagg ttgtctcctt tattataact ttcccatcca ttaacgcagt aagccattcc
  2558641 tccataatat ttgccgtttt aacaaatagc tcctctgtac atcccgaaat tgttttaaca
  2558701 tagtgtggtg gcaaaataaa aaaattgact acagtagaca ctataatacc agtagatgta
  2558761 gtagctaatc gaattaaaaa tgcagtaaaa taatgatctg ccgtaatggg aatcattgca
  2558821 acagcagtta aagttgcgac taacgttcca gcgtgtagcc ttagtttttg acatgtaacg
  2558881 attgtaaaca ttgccgctaa cgcataagaa agagcctgat gacctaggaa aaatgtgaaa
  2558941 gtcattgcat acgccgatcc aattgttgaa gctggaaaac gaactagtcc tttttttata
  2559001 gaatccgttg ctgttggttc aatcgttaca attgccgtaa taacagcaaa aatagttggt
  2559061 atattgaaaa attcgcaaac tagaactgta agaaaaaccg caattcctgt ttttatcacc
  2559121 cttccaccaa taatattcca ttttctaact tgattcattt gtatttcctt catttctatt
  2559181 tcgtttattt atatatttta caacatatat tgttatttca taataggcaa atgcattata
  2559241 atttgttgac caattggtcc cattcttcta agccctttat cttggaaacc aactttttca
  2559301 tataaatttt gtgctggaat atttttttca ttcacagcaa gtacaacttc attttttatc
  2559361 ggaaaataac gttgtacaaa ctcttgtaat aatgccagtg attttttagc atatcctttc
  2559421 ctttgtctat tgtgatttat agaaaacgaa gttaaaagta aagcgctttc attttctgtg
  2559481 aattcctgta ctctatctcc tgtttgcaat gcaaaaagac caacaggtac cccattgtaa
  2559541 tctaaaataa caatgacatt ttttgtacga tcattttttg cttttttcaa tagttcagct
  2559601 gggtccgacg taaattgaac ttgttcactt ggtaaagtaa atgtttctat aacttcttta
  2559661 tattcctctt tatacggaac taattgaatc tcccctgtat gtatgttcat gctaaactct
  2559721 cccattttca acttattaac ttaagccttg ctgcacttta gaatgtactt ttccatctaa
  2559781 aaaggtaatt tcaactaatg cagttggatt gcttcccttc caagcaaaaa tttgcttaat
  2559841 ttgtgtagaa tgttctacac cttcttctat gagtaaatcc ccttcaaaac caattaaatc
  2559901 ttttacttct ttataagtca ttccttcatt tatatttgaa aaatgattta tattgataga
  2559961 ttctttcttc tgattttcca tcacagtaga agaagtcgct gtttgctttt ttacttcttt
  2560021 cttctgttca cacgctgtca tactgaaacc taagcataaa ctacataata ttaatgtgct
  2560081 ttttttcatc ataacagttg tccctcccat cataattaaa ccatattttc ccttaaaaat
  2560141 aaactgaata tttaatatta tattaaaaaa ccctgcacaa tttagtacag ggttaaggtt
  2560201 atctttattt attcaaatga ttatttgatt gatcattctg ttcttttctt agttcttgtt
  2560261 cttcatcttt tggtaattgt ttatcattat cttgaattgg attcgtttct ttattttcaa
  2560321 tcatgtcatt tggaacttgt ggcattacac ggccaacaat tgctgctaac tcatccagta
  2560381 taccttcgcc tgtttttcct tttttaattt gctttccaat ttgtttcagt cgttcgtacg
  2560441 tatcaacatc tgctacaaca accgcattag caccatcagg atcgtttttc aaactttctg
  2560501 caacagagta tttaatggat tcaacacgag ttcgatcaag tttcgctttt acatcaattc
  2560561 ctacgatagc atatttccca actactaccg ctgtcgcatc attcacacct ggcacacttg
  2560621 ctgctaaaga tgctagatga tccgctgctt tttcatttgg cttatttgac ttattcgtat
  2560681 aattgacatt tttcatcgaa acattttttt gctctgactt ttcgtttgga ctatcctttt
  2560741 ttccaatact acatccagtt attaaaaaac aaaccatcaa tatatatatt aagattttca
  2560801 ttattctcac cactttacca ttaaagttta atcataaatt ttttcaacag cctgcatttt
  2560861 cttcactttt tcttctgctc cgctatttgc attaatgaag atttggtacg tatctttccc
  2560921 taacgtacct acaaattcat agcaaagtac ttcattatgc agatcattta ctacgacagc
  2560981 tttacgttct tccataactt tcacatctgg attgattttc tttcttgctt ctgctgcagt
  2561041 tagttttgct gatggaactg ttcgtttttg atgtgacgct aaatattctt ttgcggagaa
  2561101 tccaacgata gaaccgtcat ctaaagcaat tttcatttga attgcttcag gataaattcg
  2561161 tacgccattc acatttacta catacgtaaa tactccaaca ttatcatatt gtgagctatc
  2561221 ataaagctcc atattattaa acttatggtc ctttaagaat ttcaaacctt tacttcctgc
  2561281 gtcatttaaa ctaatcttct gttctttaat ttctcgatta ttcataaccc aaattggata
  2561341 tccgcctttt ccggtaatat ccatataaaa cttattattc gttgcttcat ctttaatttt
  2561401 cacactatag aaagattctt ttgcaccttt tccacttttc tcaacttcta ctttttcatt
  2561461 tccttttaaa ttcaagaacg attttgcgat tttccccgct tcatcttttg aaattgcttt
  2561521 tccttctgct tcaaatccac cttttttatt tttttgtgca cttgtaaagg taggtccgaa
  2561581 gtttgtagat gaatacgatg ttacattttt ttctactgtc tttagtccgt caataattgt
  2561641 attgtcggca ggatcacgat tggatgcgag tgccatctca acatccatcc agcgtaaatt
  2561701 gtttttcaaa acaagatgtt gcacttttct tagttcatct tgtatatttc cggcatttga
  2561761 gtataaagtt tgcaacgttt tgtattcttg atcatttaac ggctcttttt ctagatcacg
  2561821 aatagctgca cggtaactaa aatcaccgat attcgctaaa aattcttccg ttttattaaa
  2561881 aggcattaat gttaaaggaa gttgccctac atctgaacga gcttcagatg ttaatctcca
  2561941 tacatctgct aatgcaggtg ataaagatgc acgtgaattc atcgcaagcg ttgtaccaat
  2562001 tttatcgtgt aataaatcta cctcgtacgc taaatcgtga aacgcacgtt gatagctatt
  2562061 ttctgcccga attaatactg cattcttctc ttgatgctct ttatagcccc agtaccctgt
  2562121 gccgactaca ccgattgtta ataatacgat tataatacct cgtaacatag ttccacctcc
  2562181 gctctattta cagaaaatat gtttcccgat ctttttaatt tgtggacgag tccaaatcca
  2562241 tttacttgtt gcagtatctg gattgaagta gtacaatgcg tttcctgttg gatcccatcc
  2562301 attaattgca tctaatacag cctttttcgc tgtttcattt ggcgttaaat atatctgtcc
  2562361 gtctgctacc gctgtaaatg ctcttggctc aaagattaca cccgaaacgg tatttggaaa
  2562421 tgatgcactt gtaacgcgat ttaaaataac cgcagctacc gcaacttgtc ctaagtacgg
  2562481 ctcaccacga gactctccat atactgcgtt tgccatgagc tgaatatcat tttgagaata
  2562541 accatttgga acatttgtcc ctttattttg agatggttta ttttcttgtg ctgtaccacc
  2562601 actatttcct ttattagcag ttgacttatc atacttcgtt gccttcacga gcatttgctt
  2562661 cgttttagct ccagctaaac catcaacagg taatccaaat ttctcttgaa aatttcgaag
  2562721 tgcccagtat gtaccccatc cgaaaacacc atccactttt cccgtataaa atccgttata
  2562781 tttcaaacga gattgcagtt caataacatc ttcgcccgat gctccccttt gaatgacttg
  2562841 attagaaaag gcttctacat tttttagttg tatactactg accattaaag atagtcctat
  2562901 gaacgcaagt aaaactgcta ttttaaaaat agctttttgg cgcataaatt tccctcctta
  2562961 attacagaaa tgatttcttg gttatgtttt gtaaaaggct cgcttttatg taaagaagac
  2563021 aaaaaaatcc aagctcatat cgttgaaaaa atatgtaaac aatatacaaa aaggataaaa
  2563081 ggagttcatc atgaggaaat tgttaaagcg tgtcggactg gtcattctgc tcctaacaac
  2563141 atgttcaaat atatataccg gctcatcaat tgttcatgcg cagccgccgt atgcgaaatg
  2563201 gggtaaactt gctgtagaaa agacgaaaga acaataccca aaagcagaga ttattgatta
  2563261 ccttcatata ggtagaaaac cgaaaaccgt tcaaataaca gttgaaaaat tcaaattatg
  2563321 gttacgtgag gacggaaaag aatacggtgt ttttgttgat gtagaatttg agacgaagtc
  2563381 tgagaaattt ataaaggtgt cgttccagaa gacgagtaga taaaataaaa acctcacagt
  2563441 ttataacgta aacagtgagg tttttatttc taaattactt tcaattgtga agaaatgaaa
  2563501 caattgaact ggattgaatg gatttatttg tgcccttgtt gaaaattaca attctcttgt
  2563561 atatgttcaa taaataattt taatggaaca agtccacgtt ttggcatatg actacttatt
  2563621 actgcaacga gctctaactg cggaatgata atgatatatt gtccgccata tcccatagca
  2563681 aagtacatac agtacggtat gtgaaatctt tcgttattca atacccacca gtgatatcca
  2563741 tacgccccga catgttcata cgtttcaaat agagccgtac ttgattcttc taaccatttt
  2563801 gatgatatga tttcattctc ttgccaatac ccattttgta aacataatat tcctaacttt
  2563861 aataaatctt tagacttcat tttcattccg aagccgccga catgtattcc ttgcggatct
  2563921 tgctgccact catattcggt aatttctaat ggatcaaata catatttttt cgcaaactgt
  2563981 tctgtcggca ttccagtagc tttttggata atgtaactaa gtaaatgcga agagcctgag
  2564041 ttataattca tttttgtagc cggttcttca atcattggtt tttctaatat gtactgcacc
  2564101 cagttatcag attctacaaa atcatttggg aacactactc catttccgaa ctctttccaa
  2564161 tcttctcctg tagtcatcgt taataaatga taaagagtca aatcctgctt ttcctcagat
  2564221 acattttcaa tccattctgt aatcggtgta tgtatatcat ttatatatcc tttatcgatt
  2564281 gcaataccta ttaatataga tacaatgctt tttgtaatcg aatttatttt atataagtta
  2564341 tttgcacatt cgggtgtttt ataatactca gttgttaatt cccctttttg ataaacaaga
  2564401 aatgtattta cttttttctt ttcaaattta ttttctagct gcttgaaatc caatacttta
  2564461 cctccaatta aatcattacc taatttatta tatcttgtag ttttaattaa aacatacttg
  2564521 tgttcaaata aaaaacaaac ctgccagtaa tgaactgaca ggtttgtttt tataatttcg
  2564581 tgcgaacatt ccaaagctct gggaagaaac gttgatcaag tactcgtttt aaataagata
  2564641 caccagaaga gccacctgtt cccattttat gtccgataat gcgttctact gttttcatat
  2564701 gacggaaacg ccattgttgt agccaatctt caatatcgat aagtttttca gcgagctgat
  2564761 ataaattcca atattttttc acatcagcat acacttcaag ccatgctgct tctactgttg
  2564821 catcttcttc gtatggctgc gtaatatcac gatttaacac gtctttatga attgggaatc
  2564881 cttcttttac aagagcttga attgccacat tatataaact tggtgcatgt agcgccgtat
  2564941 gaagtcgagc gtgtaattct ggatcttttt cataaatttt taaggcatgc ggcgttttat
  2565001 aaccaagcgc atactcaatc atacgatatt gatacgattg aaaacctgaa gcttgaccga
  2565061 gcgagtcacg aaactcaatg tactctgacg gcgttaatgt cgcaagaata tcccaagatt
  2565121 gaatgatttg tgattggatt tttgatacac gtgctaacat tttaaaagct ggttgtaatt
  2565181 tgtcttgttt aatagattca attgctgcgt ttaactcatg taaaataagc ttcatccaaa
  2565241 gttcgcttgc ttggtgaata acgatgaaca acatttcatc atggtggtct gataatctct
  2565301 tttgagaaga tagtaaacta tctaattgta aatattcccc gtacgtcata ttctctttaa
  2565361 agtccgtatg aatccctttt tccataatta ccttttcatt ttctttcata ttagcaaaac
  2565421 gcccctttat atatatttct acttatattg gtctaataac tgctcgaact ggacttccat
  2565481 ctgcatctga taaggcaagt ggtaatgcga ttagttcgta atcaccatct gctacatgat
  2565541 ctagtacgac attttctaaa atgtgtatac tatgtttaaa caattgatga tgcgctgcta
  2565601 attctttatc atctaatgga tcaactgatg gtacatccac cccgattaaa cgtatacctt
  2565661 tttctgaaag aaacggtgct atatccgcac gtaaatgcgg gattatatct gggaattcat
  2565721 tcgctttacc atgtgaagat gtacgtaaca acaagcgttc tacgccttct aaatgaaatt
  2565781 tctctaattc ctttttccca atgctttcaa gattagaaac gtcaatgatt cgcgtaggtc
  2565841 cgacataaac ttgaatatct aaatctaaca ctttctttcc atcattatca aaatggaacg
  2565901 gtgcatcaat atgagtgcct gtatgaatac tcatcgttaa ctttccgaca tttactgagc
  2565961 cactctcttc ttttgaccat aatacttcat acgagaacgg tgtatcccct ggccaagtag
  2566021 caatatcatt atttagcggt tgtgaaatat caatccactt tgatgttttc atacttatgc
  2566081 cacaacctct cgcttatttt caaattgctt atactcttca tctttcataa ttttctttaa
  2566141 aatcataaca gactgccata cttcttcgta cgtattatat aaagcaactg gcgcaagtct
  2566201 cactccattt ggcgctctaa aatctggaat tactccattt gcttttaacg ctttacatat
  2566261 gcgcgctgct tctgcatgct ctaaataaat atgcccgcct cgtttttcat cctctaatgg
  2566321 atttccaatt gtaaatccaa aatcacttaa ttcatgagcg attaaattaa gcatgaatct
  2566381 tgtaatatgt agagattttt cacgtaaacg ctctatacca gcctctttaa aaatttcaag
  2566441 agaaccgatt aacggcgctg tacttaatac gtgaggagta ccaatttgat atgcaccggc
  2566501 atggtcagca gctgttaatg tatgttccat atcaaactgc ttatcttttc tagaactaaa
  2566561 ccagccagac aagcctggaa gtctattaaa atgtttttta tttacataaa gccctgcaac
  2566621 accaccaggt cctgcgttta agtatttata attacaccaa atcgcgaaat caacatccca
  2566681 ttctttgaaa tgatgcggaa tagaaccgat tgagtgacat aaatcgaacc cgatatgaat
  2566741 accacgctca tgagcttccg ctgttaaacg tttcatatca agaatttgtc cacttctata
  2566801 tagtacagaa ggcaataaaa ttaacgcgat gtcatctgtc attgcttgaa taatatcatc
  2566861 ttcagaaagt gttctaccgt ctcggctctt cactcgtact aaatgttcat ctggatctag
  2566921 gccctttaaa cgaatttgac tttgaagtgc atatatatct gatggaaatg ttaattcatc
  2566981 cgcaagaatt tttgtccgaa ttcctttcgg ctcatagaaa gttgcgatta cttgatgaat
  2567041 attcgttgtc gtggaaccgg ttacaatagt ttcttctggt aaagctccaa taagaggtgc
  2567101 agtcaattca cctaatttct ccgaaaggaa aaaccacgga tgctcaccct cggtccagcc
  2567161 gtcaatgcca tactctttcc atgaatctag caacgtaagt aacgatttct ctgctctttt
  2567221 tgaaagtagc cctaatgagt ttccatctaa atatattgtt ccttcttttt tataaaattc
  2567281 agtttgaaaa tctttcagtt catcatgttt atcacattca agcgcatact cataagttgg
  2567341 ttgaaagggt tctttataca tggtgtcacc ttctcttaat tttcttttta ttctaactaa
  2567401 ttgaaatata tcaccttagt tgatataacg tcaatgatat tatgtcagtt gactttatat
  2567461 atgaaattct tttacaatac agttatattt tcagatattt cagtataaag aggtgattct
  2567521 ttgaaaaaca ctactctttc atcaagaaaa caccgctcct tagaaacaaa gaagaaacta
  2567581 ttacactctg gttacactat ttttattcgt aacggatttc aaaaaacgac aattacacaa
  2567641 attattaaac acgctgaaac cggttatggc acggcatatg tatactttaa aaacaaagat
  2567701 gatcttctca tcgttttaat ggaagatgtt atgaatcaat tttataatat cgctgagcgc
  2567761 tctttttcgc ctcaaacgac agaagaagca cgtacaatga tccaaaatca agttaaagca
  2567821 tttctacaat tagcagagaa agaacgagca attttacaag ttgtagaaga agcaattggg
  2567881 ttatcaaaag agatacgtca aaaatgggac gagatacggg aacgctttat aaacagtatt
  2567941 acgcaagata ttacatactc tcaagaaagt gggttagcac attctaaatt gaataaagaa
  2568001 attgtagcac gtgcttggtt tgcgatgaat gagatgtttc tttggacgat tgtgcaaaat
  2568061 gataaaaaat tagagttaga agaaatcgtg catacattaa cggaaatgta tacgacaggg
  2568121 ttatataaat agcacaactt caataaataa ggtgtgctat tttacatcta taaaaatatt
  2568181 ttatcagggt atggtagtgc taaaggaggc ttttcagata atgagaaata ttgtagtttt
  2568241 aaagattcac catctattga tttcagtttt ccactagtaa tttcacattc aaacacaaca
  2568301 acaatatatt ctacttgatc gccattcgga tatgtatggc gatactcttc tcctccaaac
  2568361 accccttttt gtttttttac ttgcactttc aatcctgttt cttcccacac ttcacgaact
  2568421 accgcttctt ctggagtttc tccaggttca attgctccag ctggcaagct ccagtattct
  2568481 ccgccaggat attgaaataa gatttcccct tgctcatttt taataacagc agctacactc
  2568541 ggtataaaaa ttagttcatg acctaattgc tcacggattt ttttataata tagcgacatc
  2568601 gacatataat tctctcccac tctattaata aataactgta ttttctgaca tccattatat
  2568661 aataatacca ataacaattt ctatatagaa aggataagaa aatgaaccaa gtacaactag
  2568721 taaatagctt tctatcattt ttagatacga caaaacagcc tactagctta aaatttttaa
  2568781 atgagcttat taaagctcat caagaaaaaa taaaatggga aactcttact aaaataattg
  2568841 actgggaaaa aggtaatgaa acaggcaatt attttccttc cattgagaca tacataaacc
  2568901 gtattacaac aaaaggtctc gggggtactt gttggacaca ctcaattgga ttccattggt
  2568961 tattatcaaa tcttggtttt gatgttcatt atatgtatat ggatcccgga catttatgct
  2569021 tacgggttaa cttagatcaa ccttattatg ttgatgttgg ttattgtgca cctttattca
  2569081 aagcttaccc actttatgaa tcatttcaag taagtaatgt aagagaaact ttcacttatg
  2569141 aagtctcaaa taataggatt aaaattgcta gaaatccagg tccagcaaaa atcttacata
  2569201 cagatccaat acatttatca agtatgaaag aactcattac aaagtctaac gattggcata
  2569261 catctcctgt attaaagaaa attcagattt tcggttatat cgatggtatt ccaacttcta
  2569321 ttaataataa tgttttaaaa cgatatttcc aaggtaagaa aagagaacac atcattacat
  2569381 cttctgaact taattattgg ataacagaaa gattttgtgt tgataaagaa atatatgaaa
  2569441 gagctattga aattttcaat gaaaaatctt caaacagtaa aagcgttact cacggaattg
  2569501 agtaacgctt ttaccttaat atatttttaa tattaaactt ctttatgata agcagtttct
  2569561 acacattctg ctagacgctc catttgttcc attgctaaac ctcgtgaaat ccagcctgtt
  2569621 aacttataca taattttata gtaaaaatta ctcggttcat attctgaaat taatgttagt
  2569681 gctgtacctt cttcatcttc ttctaacata taagtcatcg ctgaatatcc ttgcttcatt
  2569741 tcactaccta gtgaaataat atggggtgta tcgtattcaa gaatttctac ttctgcctcc
  2569801 aatattttct taccgacttt ttgaacagaa atatatttat ctcctacacg tggattctct
  2569861 ttatctatat ttgaaggata gcgattttct atcataaatg tattccattc ttttattttt
  2569921 tcatcttcta ttatgtagtc acatacaaca tccattggtg cttttattac tatttcaatt
  2569981 gcaaaactca ttatactgcc cctctcaaat accctatcca tttctattta actaaatcat
  2570041 tatgccatat tttatatagt gaaatacaag tggaatttta atttttatta cgagaatttt
  2570101 tttcgtaata aaaaaccatg aataagtcat ttaaatactt attcatgcca aatattttac
  2570161 taacgataca acaattaaat atagcgcaac gagtagtaaa acgataccca tacttctatt
  2570221 ttctttattt ttaaaatttt gcacccctaa actaactaac ataaacccta aaagcgtttg
  2570281 taaaattagc atactcagtt ccgaagtatc attccaacta taaatggaat accccattat
  2570341 aataattgca agtaaaacag ttacaatcct attcatacgc aaatcctccc tttttaaaaa
  2570401 gaaaccgcta agtttcctta gcggttttat taacaattga tatttagtaa aagtgctttt
  2570461 catgaatttg atataagtca aaagaatttc ctggtcaata taactacgca tgttagccca
  2570521 ctttttcttt agccagtcta cttacaattc caaaaataaa tttatattca atcctcctct
  2570581 ttttaacctt tttaaaccct tctttcgtat ctaaaattaa acacgttttc cgaaaccaca
  2570641 ttcgtacata taacgactcc aagtaaatag gttttataat tcctcgttct tcaaattcag
  2570701 ttccatcttt attttcagtt tctgttcgaa cgaaccacct atttccgaag ccgatttcaa
  2570761 tatacttcat ataagccccc ttccggaaat taatttctaa ctattctatt atttccccgg
  2570821 taagcgcaca ttccgacaga acatgagctc acaaagaaaa agtagattac aaaaatctac
  2570881 tttataactt atatttttgc attcgtttat aaaatgtact tcgaggtaca tctaacagtt
  2570941 ttgcagctga cgaaacattt ccgttcgtct tttctagcgc ttcaatcatg ctatcacgct
  2571001 gtattttttc acggaaattc aatgtgtcct ctgttttatt ttctgtttgc aattcaagct
  2571061 gatgttgatt tctcatcatt gtttgtaata aaaaagagat ttgtttttcg catatttccc
  2571121 gtccttgcga caaaatgtag atgcgttcta atgcatttaa taattctcga atatttccgg
  2571181 gccatgtatg ctgagaaaat tgattacaaa tactttttgg aaatacaaca ttccaattct
  2571241 ttcgtttgca aaagtgtttt atgaagtacg gaatatcctc ttttctttct attaacgatg
  2571301 gaacatatag cggataaaca tgtaaacgat aatataaatc ttgacggaat ttcccttctt
  2571361 ctaccaatcg caatagatct ttatgtgtcg cagtaataat acgaatatta actggcacct
  2571421 cttttgaact gccaattggg gttactgttc tttcttgtaa aacacgtaat aatgctactt
  2571481 gcatctctgg aggcacttca ccaatttcat ctaaaaatat tgttcctccg tctgcttgtt
  2571541 cgaatttccc tttatatcct tgacgccgtg cacctgtaaa cgctccttca gcataaccaa
  2571601 acaattcact ttccattaat tctttcggta atgcaccgca gttaacagct ataaaaggac
  2571661 cattttttct tggactattt tcatgaatcg ctctcgctac atattctttt cctacacctg
  2571721 tttcaccaca aacatataca cttgcatcag ttggtgatac aagcttaatt tcttctaatg
  2571781 tatgttgaaa tgcatcgctt gtcccaatta ctccagggaa agtgatgcca tttataaata
  2571841 gggaagttga aaatactttt tcttgtttat tttcctttac ataaatacat ttcccaatca
  2571901 ttctattatt actgtatact ggaacttcta atttagtttt caatccatag tacattaaat
  2571961 cttcaagttt cattcgtgac caattagtta ctcgttcccg aatcctcttg cttgcagaaa
  2572021 cgataacatt acgatgatta caaattacaa cttgttcatt actgtcaatt acatctaaaa
  2572081 aacgatggat taaatgcagt tcattttgat gtactcgaat actacattca cgttcaatcg
  2572141 catgtgcaat cgaagttacc attccgagca tatatggatg cgaaaattca attggacagg
  2572201 agaaatctag aacaccaatt aatttcccat catcgttatg aatgggagca gccgcacagc
  2572261 tccagctatg agatgcgaca gaataatgct ctgtaccact tatcataata gcctcttcaa
  2572321 tctcaagcgc tgttcctatt gcatttgtac caacagctgc ttccgtccat ttcacacctt
  2572381 caatgaagtt aatatgtttt gctcgtttca atgtttgttc atttccactt aacgatagaa
  2572441 cgtaaccatc tggatcaatt aataatgcca tcatttgcag ttcatcaatg gtttttctca
  2572501 tattttgtat ttgaggtatt gctatatcta agaagatttc actctttttc ttttggtctt
  2572561 gaaaaatatt agaagacaaa attttctgac ctttattcat atgaggattc acatttgctt
  2572621 gtttacatcg ataccatgac tctgaaattc tttcgtttat acggttcgaa tcaaggactc
  2572681 cttcatcaac aaactttttc catgtatgta agtaaaacgg tgaagctaac attgtatcat
  2572741 ctccctattt attgttttgg agatctgtaa aaaacatacc tttattataa aactgaataa
  2572801 aagcgttttc aataaaacta gaaagacgac acaaatatgt taataatttg aatatcttaa
  2572861 tgcgcttctt tattcttttt tagtagcact atgttttgta taatggacgc aaaaaaaata
  2572921 cataaccaaa accacatttg tggattaccg tttataaaga aaataattac ggctattgca
  2572981 aataaaatag tagatgctac actaaaatat aattttgttt tcattcccac tatctcccac
  2573041 ctctctatca ctttacagta catactaact cttcgttttt catctctact atgtactcct
  2573101 gtaaaacata ttctcttccg ccatgttttt cataccattc atgtattttt ctaatatgct
  2573161 tctcgtcatt tctaatcttt gattctattt ctttatactg ttcataacta tcatattccc
  2573221 atatggcaaa cacttcagtc gtaccattct tattatcttt catccatcgt cctattagcc
  2573281 tggaaccata ctttaactga ttaggtaaat tcgtgttatt aaaatgccca ttaaatattt
  2573341 ctacaaattc attctttact atatagtact ttcttctgta aaacatatat tttcacctct
  2573401 tttatgaaca gactcaaata caccttccca ttactaccgt attataatac ttcccatccg
  2573461 acagcctttt atcatttttt aaaatacctt ctacttcaaa acctaacttt ttataaagct
  2573521 gaatggcttt ttcatttgtc tctaatactt gtaatgatat ctttttaatc tcattttcat
  2573581 cagcccaatg aatagattgt cccaatagac tcttacctat tccatatccc caaaattctt
  2573641 ttaaaataca aacaccaaat tctattttat gagataatct ctttaaattt gacccttcgc
  2573701 atcttgaaaa tccaacgatt cgatcatgta cttctgcaac taaaaacagg ttcttactct
  2573761 cttcactatc tgtttttatt atgttttgaa atcctatctt atctataaat ccctctccag
  2573821 cttctctatc catattttca gtttctccat cgatctgaac tctaatttcc gataactgtt
  2573881 ccgcatctgt ttcagctgca gaacgaattg tataagttag tccatttata tgaaattctt
  2573941 gtctttttat aatcatttca aactcctttt aaacgtagtc tattgatgct attacaattt
  2574001 ctttaccttg tttctcaaat tcttgaattg tttctttact agcctccgaa tctgttatta
  2574061 taagatcaat ttcaatcagt gactctcctt ttataaagta gtctattcca agtttattat
  2574121 gaggagctaa acaaatattt cttctagcaa tcttacttac tgttttacta aaaaaagcaa
  2574181 cttccggcgt tgcagtactt ataccgttta atgaaatacc atcacctgta gaaaaattaa
  2574241 gatcaataga aaatctactt attaactctg aagcaagtgt atctgtcata tttcctgatg
  2574301 gtttcaccat gccaccaatt aagtacatat cgatgttctt atattcctgt aacgtactag
  2574361 caatttctaa agcattcgta ataactgtaa atgatgtttc aggtaaatat tttaacatgg
  2574421 cataatgaat agaagctcca ccaataaaaa cggaatctcc ttcttgtata taagaagctg
  2574481 cgatttttgc aattgcgtct tcatatacag aaccattact ataacgtttc aatggcttgg
  2574541 tagctaaatt ccttactcta gcaagttcaa ttgctcctcc atgtgttctt tttaacaagc
  2574601 catccttctc cataatagac aaatctcttc ttatagaatc gatagacata tcgaaacttt
  2574661 ccgcaagatc ctttgcaatt acccttccat ttttcttaag taactctaaa attttctctc
  2574721 tacgctcttc agtaaacatg tgtccaccgc cgttattgaa gattctgaaa tcttatcctt
  2574781 attttaatta tatgcatgtc tcttccgctt tacaatattt tcaattctta ttcactccgt
  2574841 tttattcagc tttttccctc tttctattct cttaactgga taacgaaata aatgtatatt
  2574901 tacatattcc acaaacacac ttccatttac cttcctattg atgtaaaatt attcctatgt
  2574961 tttacttttt aacacagaaa ggaattacta tgaaatctat aatgaaagta acttgtacag
  2575021 cactattatt tacaggacta atggcaggat gtaatgggaa tactgcacca aaacaagaaa
  2575081 agagcgctat tgaaaagaat gcaatgcact atggggaaat agttaaaaac gaatactata
  2575141 gagcaactgt tgaaaatgca aagtttgaaa aaatagacaa agaacggcgc attactactc
  2575201 gtgttatgat taataatgtt cgagacgatg gacaaactat tgatctttcg gaaataaaat
  2575261 atttcataca agatgaaaaa actggtcaga aatatgaagg tgaagctcat ccgatatatg
  2575321 acgagcacta taaaaatgtt ccacacgaat tctctttaac tactgacgtt gtatttgaac
  2575381 tgaaaacttc accaaaagat ttaaataata tgtatctata catagatagc aaagctgcac
  2575441 cgttaacaga tacatattgg aagctggatc atttagtatc taaataaaaa ggccagtctt
  2575501 aaatgactgg tctttttaca ttcatgtatc tatttttcat taacatttaa attgatttgc
  2575561 taataacaac ttgaattaca tcagctaatc cagtgtgccc ttttccttca actcgctctt
  2575621 gttctccatt aaagaaatga attaccttat gtttttcaca ccaagtaagg atatcaattg
  2575681 gatcatacag catatcaaca tcttttggtc caccagtacc atagtttatt tgtttttttg
  2575741 agtaaacttc aaacataatt aatccaccag gctttatcgt ttgtatcatt ttatctaata
  2575801 tcattttttg atgatcatta tgaaaatgtc caaagaccat aattgctgca tcatattcat
  2575861 ctactggcaa actatcagct aataagtcta ctttttttgt gtgtacttct acgttatgct
  2575921 tcttggccaa tttttttgtc ttttctaatc catcttccga ataatcaata gctgtcactt
  2575981 tatgcccttg ttttgctaga aaaatagcat ttctaccttc tccctctgca aaagctatta
  2576041 ctttattgtg atttattaaa cgaaatgctt gttctttaat aaatacatta ggtgtttcac
  2576101 cataaaagta ttcatctgat ttatatcgat cattccaaaa attattcatc tcctacttcc
  2576161 tttctacata tcatttttta gttagaaccg ttcatctgta atatcactat taatagctat
  2576221 tgctgcttta ttcccctgtg acgctgcaat aattaatgag gatggccctt gagtcgttgt
  2576281 ttctcctgct aagtaaatgt ttttttctga agtacgccca aaatcatcaa ttacaaaagt
  2576341 tccattactt tgcaactcac aaccaagttg ttctataaat tgatttggtc taaagaaagt
  2576401 aggtacgata aatcctccag ccctttcaat ccgtaaaccg gaatgaaact ctactttttt
  2576461 taaataacct ccttcacctt gtagtgtacg tatagattct gtaataacag gtatattttt
  2576521 attagacaat tcatccataa tagtttgact tagctcatta ccatttgttg cgattaccaa
  2576581 atcggtagac cagttataaa ctaattttgt catatgcaat gtatgatctt cgttttcaga
  2576641 aataataatg agcggttgat cttttaattc ccatccatca caatacggac agctaaataa
  2576701 gctttttcca tagtattctc gaacattagg gatagatggg aattcttcct gcatacccgt
  2576761 cgctaataaa actctttctg ccaaatattt tgtgtgatct ttggtcacaa tctcaaataa
  2576821 accagtggat tgttttgtta tcattacaac tgttttttca taataatgaa ctgatggata
  2576881 cttcatcact tcatttaatc caatttcctt aaactcttcc ggtttaatcc cgtcacgcgt
  2576941 aataaatccg tgggaatttt gtgttacacg attcctattc gtgttattat caaataacgc
  2577001 tatttgttta cgagctcttc ctaaaactaa actcgcattc agtccggctg gtcctgcacc
  2577061 tataactgca cagtctatat atttcataag caattatcct ccatgaatga ataaatttaa
  2577121 ctataattaa agatattaaa gagttttttt atctttaata tctttaatta taaaagtgga
  2577181 ttaaaaatcc acttttattt ttttcgcaag atctacaatt ttttgatttc ttaactcttc
  2577241 ttccattttc tcttctgctg cgagcattgc ttcattaatt aaacatccag gtttttcatg
  2577301 taaacagcat tcaaacaatg atgttttacc ttcaattgca tggatgatat ctaaaaatga
  2577361 aatatcttcc caattatgac taagcgaata accacctttt ggaccagatg atgaatgtat
  2577421 catcccttcc ttcgtcaact tagttagtat tttagacaag taggttggtg aaacattttg
  2577481 catttctgct aattggtgaa cactgactaa cttatttggt gttgcctttg ccagaaagag
  2577541 cattgtatga agagcataat ttgtagcttt agaatatttc atagtacggc tcctattgta
  2577601 gatttcatgt atctacaata actttatttc tgtatcctgt caaacatttg taatactcca
  2577661 tgcaaaatta tctctcttca agtaatacat cggctgcgcg agtctttctt ttatagaatt
  2577721 ataattatct ttataagctt gttctaaatc atccattctt ttctcataat cctctgtcta
  2577781 ttcaagcata agtttcttta gtttttccga tgggtattct gaattaattg tattatcatg
  2577841 aatgtacgga tgtagtgact taggtagaaa ctttaataaa tcttctttct tttcttccgc
  2577901 atcttctctt aaactttgct tataatccat tcctatcttt tcactctctc gcaacatctc
  2577961 ttcccattct tctactgttt ctgagaagtt taaaaatcca gacacttgca tttctttata
  2578021 ccaatcttta ttaaaatact tcaaagacgt tccccctaaa atattttagc atccaataaa
  2578081 agcgatatat ctatttatta tatcattcca ataactattt tttctaaaga aaaaatgtaa
  2578141 aactgtaaat attccgcctt ttattcctaa aacttcagaa tatttacact agttgataat
  2578201 tagaatatat tttactagta caaagattca catgtacaaa aatctaaaca aaaagggatg
  2578261 gttatatgtt gaagaaatta gtagcaggga cattagtagc tggatttgca ttaactgggg
  2578321 gattaggtgc agtaagcgct gaagaaaaag gtaacacaat taaatcattt gattatttaa
  2578381 aagttgatga acaaaatgtt aattcctttg ctaaattaag tgatcaggag aaaaaagaca
  2578441 tccaaattac tatggtatta cctgagcaaa atgaaaatgg agattggtta gcttacggtt
  2578501 ttactagcag agaaacatta gatgcttata ttgaaaagga taaaaaagta cttaaaaata
  2578561 aaattaatcc tttaggtagc ggcgctggta gtactgattt ttatgaacat ataaataaag
  2578621 gtggacaata catttactgg agcagcggtt ttaagaattt accttctagc tggaacgaca
  2578681 gaatttcttc tgtaagtacg gcttcacctt ctgcaagtta ttcaacgaca ctttgggagc
  2578741 atacttctac acaaggatat ggaaaaggtg ttgtatttaa acacgctgat tggtatggta
  2578801 aaactgctaa tttagctcct gaatggaacg ataaaacttc agctattgac gtaaaaaaat
  2578861 aataggatat tcaatttctt ccgtaaaaat tcaaaccact attctcttat tcatttagaa
  2578921 aatagtggtt tattataatt ccatttaagc atgtacagca tgccctacag cttgcaataa
  2578981 agcttcatga atcgattcag ataaagttgg atgcgctgca atataatctc tcataatatc
  2579041 agcggtaact tccgtatgaa tcattacagt tccttgacca attagttctg ttgcgcgagg
  2579101 accaataata gaaattccaa caatttcttg atatttaggt tccacaataa cttttacttt
  2579161 ccccgtttgt tctccaataa taagcgcttt tccattcgct gtaaaaggaa attcgccaat
  2579221 ttgtatgtca ccgtactgct cttttgcatc tttttctgtt aaaccgacgc tagcaatttc
  2579281 tggagcggta taaatacagc gaggtacagc atggtagttt acttttacat cttctccact
  2579341 cgcgtataat gctgccgtcg ttccttcatg gaatgcaacg tgagcaagct ggattccacc
  2579401 aatcacatca cctgctgcgt aaatatgtga tacattggtt tgcatatgtt cattcacaga
  2579461 aattccttta tttgaatatt gaatgcctgc tttttctaag tttaattgtt gtacacgtgg
  2579521 ttttcggccg acagaaacga gaacaaattc tggattaact tcttggatac ctccttcata
  2579581 ttcaaataaa gcctgcttct tataactatt taatcctttt aaagttgctc ctgtaaatat
  2579641 tttcacgcca tcattttcta gtttccctct taaaatgtgt gcgatatctt catcttcacc
  2579701 tggtaataat tgcggtgcca tttcaacaat tgtaactttt gttccaagac gactataaat
  2579761 acttgcaaac tcgcacccta ttacaccacc gccaacgatt aataatgatt tcggtatgtt
  2579821 ttttagagac attgcatggg tactatttaa aatccacttc ccatcaaatg gagcaaaagg
  2579881 taattcagtc ggttctgaac ctgtcgctat aatgaactgt tctccatcta ctacaatttc
  2579941 tttatcaccg tatgtaactc tcacacgatg atccgtttca aatttcgctt taccttgtat
  2580001 aacttttatt ttatttttct tcattaaata ttgaattcct tggacgagct gcgttacgat
  2580061 ttgcgatttt ctcacctgca tttgcttcca atcgattgat atacttccat tgttaagcgt
  2580121 aactccataa tgattcgatt ttctcacaat gtcatgcact tctgcacttt ctaacaatga
  2580181 ttttgtaggc atgcacccga catttaaaca agtcccgcca agatcagctt catcaataag
  2580241 agtgacattt tttccatttt gagccgcggt aattgccgct acatagccag caggtccgcc
  2580301 tccaataacg actaatttac tcattctctc accttctctt tataaaagaa ttgttacagg
  2580361 ttcttctaaa tagcgtttaa ttgtgcgtaa aaatgcagct gctggtgcac cgtctagtac
  2580421 acgatgatcg aatgttaaac ttaaaggtaa catacttcct ttttttaatt ttttcccttt
  2580481 atatacagga acatgttcaa ttgcacctac acctaaaata ccagtttctg gtgtgtttaa
  2580541 tacgggtgta aaatattcaa taccgaagct tcctaaatta ctaattgtaa atgttgttcc
  2580601 ttgcatatca tcactattta aattgcctgc tcgtgccttt tgtgccgcat tcttaatctc
  2580661 tttagataac tctactaatg agagattatt tgcgaagcga atagctggaa cgactaatcc
  2580721 tttttctaat gcgactgcca tacctaaatg aacatgttca aattgatgaa ttgcatcatc
  2580781 tatataagcg ctgttcattt ctttatgctc cccaagcgct aatacaacag ctcgagaaac
  2580841 gaaatccgta atggttaatt tgttatcgta tcgtttttgt acaacttccg ctatttcttt
  2580901 atgtaaagca actaaatctg tcacatctac tttcatcgtt aatgttaatt gcgcactatt
  2580961 ttgtaagctt gcatgcatac gatttgcgat tgctttccgc ataccagtaa caggaagtac
  2581021 tttactttct tcaagtactt ctggaattgc tactctttct tcaagtgcct ttaatacatc
  2581081 tacctttgta attcttccac ctggacctgt accaagtaat gctctaatat caagattttc
  2581141 agttttcgca atcttcttcg ctacaggaga tattttgatt ctttgtttat tcgtaacttc
  2581201 tttccctaac ggttctggat gttgtacatt ttgtggtact tcactcgctg tcagttcttc
  2581261 ctcaaccttt gtgctttcat gtacctctac tttttcattc ggtttaccaa tgtagcaaat
  2581321 tacagtgcca ggtggaaccc cctcatcttc acttacagct atatcaagaa tagttccatc
  2581381 agctggtgct tctatttccg tttcaatttt ttccgagtta atactggcaa ttaattctcc
  2581441 ttttgccaca ttatcacccg ctttaatatt ccagctcgta ataataccct ctttcatcgc
  2581501 catccctaac ttcggcatta caacttctac agccatattt ctctctccct tctcatcgtt
  2581561 tcattacaca tgtaataaag attggtctcc gatcatttct gatacagttt caattacttt
  2581621 ctccggcgtt ggtaaatata acttttcaag tggtggtgag aacggaactg gtgtatgtgg
  2581681 tgctgtaatt cgtttaatag gtgcatctaa taaatcaaat cctctatccg ctacaattgc
  2581741 tgcaatatct gtcgcaatgc tacatctagg gtttgcttca tcaataacaa tcagtcgatt
  2581801 cgttttttca acagatgata agattgtatc ttcatcaagt ggtgataaag aacgcggatc
  2581861 aatcacttct acttcaagtc cttttttcgc taattgctca gcagccgcaa gtgctgtatg
  2581921 aacttgtttt ccaatggcga cgattgttac atcagaacct tctcgtttaa tatctgcttt
  2581981 acctaatgga attgtataat acccttccgg cacttcacct ttcatattgt agagtgtttt
  2582041 atcttcaaag aagattaccg gatcatcatc ttcaattgcc gctaatagta agccttttgc
  2582101 gtcatatgga gtagaaggaa cgacaacttt tatacctgga atgctcgtaa ataacgcata
  2582161 caaactttgt gaatgttgtg cagctgcgct aaaacctgca ccatgcatcg tacgtactgt
  2582221 aactggcact ttcgctttac caccgaacat atagcggaac tttgcacctt ggtttaatac
  2582281 ttgatcaaga caactaccga taaaatcatt aaacattaat tcagcaatcg gacgtagtcc
  2582341 tgttgccgca gctgccattg ctgctcccat gtaacccgct tctgaaattg gtgtatctaa
  2582401 aatacgattt cggccaaatt cttgtacaag gcctttcgta acaccaagaa caccgcccca
  2582461 tgcttcatca tcttgcaaat gatcaacttg tgcaccacct gcaacatctt ctcctattaa
  2582521 aattacgttt tcatcacgac gcattgagat tttcatcgct tcattaattg cagttgacat
  2582581 acttactgtt ctagtcatta tttttcaccc tcctcttatt tgtaagaaac gtatacatct
  2582641 tttaataact cttcatcctc tggatatgga ctattttcac taaattcaat tgatttttga
  2582701 accgcttcat ctactgcctt ttccatatct acaagctcag attcagttaa taaagcttca
  2582761 tgaattaaat gcttacggaa attcacaatc gcatcttttt catttaaatg ttcttctttt
  2582821 tcttctgaag ttttatacgt ttgtgcttca ccttcgaaat gaccgtaatt acgatatgtc
  2582881 atacattcaa ttattgttgg accatcgcca ttacgcgcac gttctaccgc ttcttcagca
  2582941 gctttatata cagctagaag atcctttcca tctacttgaa cacctggaat gttataagct
  2583001 ttcgcacgat ctgcaataga atcgcaactt gaagcatatt caaatgtcgt tgcttcaccg
  2583061 taaccgttat tttctgcaat aaaaataaca ggtaacttcc aaatcgccgc taaattaacc
  2583121 ccttcatgga atgttccttc attatttgct ccgtcaccga agaaacaaac acttacatct
  2583181 ttcgttcctt tatatttagc tgttaatgcc gaaccgcaag caagtgggaa accaccacct
  2583241 acaatgccat ttgcaccaag cattccttta tctaaatcgg caatatgcat ggagccgcct
  2583301 ttacctttac ataaccctgt cgctttccca aaaagttcag ccatcatacc gtttaaatca
  2583361 caaccttttg cgatacagtg tccatgtcct ctatgcgtac ttgtaatact gtcactatcc
  2583421 gttaagtggg cacatacacc aactgctacc gcttcttcac ctgcgtataa atgaacaaaa
  2583481 cctggcagca cgccttgagc gaacaattca tgtaccttat cttcaaattt acgaatctct
  2583541 aacatttttt catacatcca acgagcttgt tctttcgtaa tttcattctc tttactttca
  2583601 gttgttttta acatgtccag ccctcctatt ttcttgttca tcttttatat tgcaagtact
  2583661 gtgccaaatt ctaatgcttg atttaatagg ttttctcttt tcttgcaaaa taaaaaagtg
  2583721 gacaaaatga gacacctgtc tcgttttgtc cacttttgtt cacctaattt gagaattatt
  2583781 atcttattca ttatcaaaac tcttctgtaa cttccgaatg taaataattt gaccaatatg
  2583841 ataagcatta tgagttgtta catttgctag cacttcccac cacttcgcac atactggaaa
  2583901 tccaactaca tcactttcaa ccttctcttc attgataagc ttttgccatt gtaatagttt
  2583961 ctctagtagt ttttctctta actcatcgaa ggtttgatta tttgaaagca taaaactttt
  2584021 gttattatca ccaatagcgg gcacggcatt cacattcgat tctttgtacc tagtttgcca
  2584081 cgttgagttc caatacagta aatgttgtac aatttcagct atactattac tctcttcatt
  2584141 cggtttccag aaagcttccc tctcagatag atctttcact gcatctgaaa acggaatata
  2584201 ccaactagga tcgttcgcat tcgctaataa ctgatctgct aatacatcct tcacatgggc
  2584261 cattattctt ccctcatttc ataaacgtat tcatactcac ttctctatat acgctgagtc
  2584321 cgtataattt cctcttttaa aaatctcata gaatatagaa ttaacgggta atgctctcaa
  2584381 aacgaatgta aaaataatag attttcttat cataactcgt tatgataaaa gaaaaagaaa
  2584441 gctggcagaa aatgaacaaa aaagtcgcaa ttattacagg agcctcaagt ggatttggac
  2584501 tattaactac actcgaactc gcaaaaaaag attatttaat tatcgctaca atgcgaaacc
  2584561 ttgaaaaaca agcgaactta atatctcaag ctactcaact caacttgcag caaaacataa
  2584621 cagttcaaca attagatgta accgatcaaa actctataca taactttcaa ttatatataa
  2584681 aagaaataaa tagagtagat ctacttatta ataacgcagg atatgcaaat gggggctttg
  2584741 tagaagaaat tccagtagaa gaataccgta aacaatttga aacgaatctt tttggtgcta
  2584801 tttcaatcac tcagcttgtt ttaccatata tgagagaaca aaaaagcgga aaaatcatta
  2584861 atataagtag cattagtggt caagttggat tccctggttt atccccttac gtttcttcca
  2584921 aatatgcatt agaaggatgg agtgaatccc ttcgtttaga agtgaaatct tttggaatag
  2584981 atgttgcttt aattgaacca ggttcttata acacgaacat ttgggaagtt ggtaaacaat
  2585041 tagcagaaaa tcaatctgaa actacctctc catacaaaga atatatgggt aaaatacaaa
  2585101 aacatattaa tagcggcagt gatagatttg gtaatccgat agatgttgct aaaaaaatcg
  2585161 ttgatattgc tgaagctaag cgcacaacat tacgataccc aattggaaaa ggtgtaaaat
  2585221 ttatgatctt agcaagaaaa attcttcctt ggagattgtg ggaatatctt gttttgagaa
  2585281 gctttaagaa aatgtaatta cctttattga aaaccatttt gaaagaggtg ctaaacaaat
  2585341 gctaggttta ccgtacggga aagtattttt agttccgtgg actgaggaat gggaatttga
  2585401 gtttatgaaa gagaaacaat tcattgagaa acaaattggc gaacatattt tagccataca
  2585461 ccatattggc agtactgcta ttccgcattt aagtgcaaag cccattattg atatagcaat
  2585521 tgaattagaa aattataggg atggtataca ttgtattaaa aagttagaac tactaaacta
  2585581 taaatataga aaagatgtat tgcctgaacg atattatttt aataaaggtg agccaagaac
  2585641 tcatcaaatt catatgtatg aacgagggaa tacatattta atggaacaat tacaatttcg
  2585701 tgattactta atagacaata aaactgctcg taaacaatat gaacaattga agattcaact
  2585761 ttcaaaagct aatcctaatg ataaacatca atatgcagag gataaaacaa atttcattaa
  2585821 atccgtatta gcgaaattaa atgtttaaat tgaataagaa accatttagc agtaaatggt
  2585881 ttcttattta ttagttatct cattatttat aatcaaattt ttaattatac agcaggtgga
  2585941 acgaaataaa atagtatcga gagcatcaat ataaaagaaa ccattcccgt tatcgaaagt
  2586001 atatattctt ttgattttct atcatatttc cattccatcc atgctcttaa agtccatgat
  2586061 atccctaaat aagtgaacat gacataagcc attttagcgt tttcaaattt aaacatataa
  2586121 taacaactac ttactacata aataataata agacctattt ctaattttac atgtaaacta
  2586181 ttcacatgct tatatccaaa gaagcctctt ttctccatat ttaattttct tcttaaaaac
  2586241 tgttctaaaa agtaaccacc tatacccagt ccaataataa taattaaaat tgtagaggta
  2586301 tccattgtta tccctccaat tactttatat atttttagaa acaaagtgga ctatattatg
  2586361 gttattctct tctaaataac ttacaattcc ttcaggatat gttggcttct cctttaattc
  2586421 ctctatgctc ttccatatta atataatatt ctcatgttct ttatgcctta tttcatttgt
  2586481 aaccatctct tgaacagttc cccaatgtat caatgtacaa tgatgtcctt tttcgttgtt
  2586541 ccactcgaaa atatgctcat ttacaacagc tagctcttgg acatcaattt tcaaatcgta
  2586601 ttcttccatt aattctcgta ttatcgctcc ttttgctgtt tcaccaaatt caatagagcc
  2586661 tcctggaaaa cggtaaaata attcattctc atcacattga acaagtactt tagaatgatc
  2586721 ttcatttaaa atcattactt cagcgcgtaa tttagacatt ttcattttgt ctccccattt
  2586781 attctacata taattaaatc caatagttat aaaagaaaag attaatcata attcctgtta
  2586841 ttattaataa tggaaccgtg cctaaagaaa tgacatactc cctcgattct ttatcatatt
  2586901 tccactccat atatgattga aagcaatata aagttattaa aaatagtatg ggtaaattac
  2586961 taatataaat aggattgaaa gtggcacata tcatcgtaac aattatataa gaaatgataa
  2587021 gagccctagc cccccattta tgagcgttgt ttacatattt actattccag tcagtttgtt
  2587081 tcggtatatt taattttttt ctcactactt tttccaaaac aactaaggat ataatccata
  2587141 atactaataa aatcccttta gctaaaagca gtgatgtccc ctcctttatc ttttctccgg
  2587201 ctgatcactc ggatacgtag tatttctttt attttcaaca tcccaactaa taattgtcgc
  2587261 actgtctcgt ccgaattgat gatgaacgtg ctctaataca tgatgaacac tttcttccag
  2587321 ttctatatca tttctattca tatcattata cagatttaat ggtgtttcat agtgtcgttc
  2587381 cccgcattct aataccccat ctgtaaccat gacaattcga ttttttccag tacgtaattc
  2587441 acgaattcct cttgagtagc aaggtacaga taaatcaaag gtatttacat ttccaatcca
  2587501 ttcgtaaaag tgacgttgat ttaatgcata ttgtcctaac ttatgtaact cttcatgaaa
  2587561 tacataaact aagcaatcgc caatagataa ccaccatatg tagttttctt ttcttacaca
  2587621 tagtaagcaa actgtttcac cttttactct tttgcacttt cctttaaatg agggggattg
  2587681 aaagattgta agtagatgat tttcaacaga tcgaaatact gtatcaatcg attcattcat
  2587741 cattactttt atattttcat attctttttg gattgtattt actactaaat caacactttc
  2587801 cgcactatta tgtccatcta aaatagctgc aaattcccaa tcaccatttg accaaactaa
  2587861 cgcgccatct tcgttctttt ttgctccggc gcttatattc ccgccatatg taccaagtac
  2587921 gatatcacca tattgtttta ctgaaacttc atctaaacac atcttcttat ttccaaccca
  2587981 tgaacattgt ctattatttg ttgtatgcat attcgctcac caaccttttc atatataata
  2588041 tcataaaaaa aggaaaaaca ggttttatat tccgaaaatt ccttctttta atagcgcatt
  2588101 ttttgaaata aatttaaaac cttactattt cttcaaaaaa gtaattccaa ttacaattcc
  2588161 aatcacaatt ccgattacta aactattagt aaagaacccc tgaaacacac cgattacaac
  2588221 ccctatacca atacctattg ccaaggcatc attcctttta ttatttttag ccaaaattgc
  2588281 atctcctccc atcatttctc cctaaataac atacacttac ttgaatgtat taatatattc
  2588341 actatctcac ttgaatattt ccaaaaaata cattttaact ttacatataa tattttccat
  2588401 tttctgtaca tactcctttt ataatgaaaa atttcaagtg accattcatt atatgtagac
  2588461 atttactata agaacgattc aaatgcatcc tctctggaat ccaaatatac atcaacaata
  2588521 agtatatttc tcccatccta tgaggaatac gttgcatcat gattctcaat gtatggtgct
  2588581 gtgtactaca agtcttgaaa gtaaataagc aaaactaatc tcattaatcg aaaaaaataa
  2588641 tcagttaatc aaatcaatgg aacaataaca aaaccaaatc tgtgccccag ctgacggttc
  2588701 tgtcattgtt cgtatgtaat cttattcaaa caaaaaacac actttgtata ataaagtgtg
  2588761 tttttttgtt atcttctttt ttgatgaaat ccttgtgtaa tgcggtctaa tataatcgca
  2588821 atgacaacaa tagctagtcc ggcttcaaat cccattccga tattaacttg tgttactgaa
  2588881 cggtatacat caacgccgag acctggtgct cctacaagag atgctgttac taccattgat
  2588941 aacgaaagca taatgctttg attcacacca gccataatcg ttccagttgc gagtggtaat
  2589001 tgtactttaa atagtttttg tgatgcggtt gaaccaaatg cattcgctgc ttctattaaa
  2589061 tcttctggaa cttgtctaat tcctaaatca gtaaaacgaa ttgtcggtgg cattgcaaag
  2589121 attactgatg caataatccc aggtactact cctactccga aaaatgtaat cgcaggaatc
  2589181 agatatacga aagccggcat tgtctgcata aaatctaatg tcggttttaa aaattttgag
  2589241 aaacgctcat tttgagatgc taatatccca attggaattc caacaataat tgaaataata
  2589301 acggaagtaa gtacgagtgc taatgtttgc atcgtctgtg cccagtagtt aatatttaaa
  2589361 ataaataata atccgatcag tgtaaaaata actaaagata cttttctcgt tgtgtaccaa
  2589421 attaggaaac acagtaaaat aatcatcaat atggccggta ttattattaa aaaattagtg
  2589481 agtaaatcaa cgaatcctcc aataatataa gagaatcctc ggaataagcc ttcaaagtgc
  2589541 tcatataaac ttgcaacaaa tgaatcaacc cattccccta atggaatacg cggaatacta
  2589601 ttcatcgtct ttcacctctt cctcaatgtt tcctgcaaga gcttgaatga cactttcacg
  2589661 tttaatgatt cctctaagtc ttttcttctc atcaattacg ggtaacggat atttcatctc
  2589721 tgccattttt gcatacgttt cctctaataa agtatctaaa tacacgtgcg gaatatcgtt
  2589781 aagtaataaa tcggcaatcg gccactgttt ttgaacggct ttacttgcat catccgcagt
  2589841 taatatacct aaaaattcat actttttatt aacaacatac acagtagaaa ccccggcgtt
  2589901 cctcataatt tgaagtgcta cacgtggtcc acgatcaatt aataaagtct ccggtcgttt
  2589961 taaaatagat tctgctgtaa ttacttttcc taaattcacg tccgccacga acttctctac
  2590021 aaattcattg gcaggactca tcataatttc ttctggtgtt ccaatttgga caacttctcc
  2590081 gtctttcatc aatgcaattc gatcaccaat tcgaagcgct tcatctaaat catgcgtaat
  2590141 aaaaataatt gttttttcca ttttatcttg aagttctaat agctcatctt gcatttcttt
  2590201 tcgaataagt ggatctaatg cactaaatga ctcatccata agtaaaacat ctggatcatt
  2590261 cgtaagcgct cttgcaatgc caacacgctg ctgcatacca ccactcagtt gacttggata
  2590321 attatcttta tgatgatcaa gtccaactaa tttcaatgat tctaatgctt ttttctcacg
  2590381 ttcttctact ggaactcctt gtatttctaa tccatatgca acgttttgca aaacggtacg
  2590441 gtgaggaaat agagcgaatt tctgaaatac catgctcatt ttcgttcttc ttactctccg
  2590501 taattcttcc ttgcccatcg tcgcgatatc ttcaccatct atgtatatat ggcccgctgt
  2590561 cggtttaatt aattgattta acatacgaac taacgtagat ttcccgctac ctgacaaacc
  2590621 cataataacg aaaatttctc cagagtatac ttcaaacgtt gcttttttca caccaacgtt
  2590681 cattcctgtc tctttcaaaa tttccgattt gctttttcct tcttttaata aggaaagggc
  2590741 tctttgcgga tgtttcccga atacttttgt tacgttttca acacgcacct ttgtattatc
  2590801 catgtcacta ctccttttct acccatctat tcacatagtg ttgcgatttt acaaagaaat
  2590861 attacataaa aatgacattc ataagaattc tttaaaattc tcgtttccgt tcataataag
  2590921 aatgcttact tatacattta tttaaagagg caaacgtttc ttaggaggtt ttcgatgcga
  2590981 aagaaaattt ggtttatatg ccttgcatta tttattacta tgattttcac ttcatgtaat
  2591041 gcaacaaatg caaattcgaa aggaaaaatt aaacttggtg taacaagttg gaaagaaaat
  2591101 attgcaactg caaacatgtg gaaggtacta ctagaacaaa aaggctacaa agttgaactc
  2591161 atgtatttag aaaaagcggc aatttggact ggtgtggctc gtggtgatgt tgatgctaat
  2591221 ttagaagtat ggctacccgt tacggataaa ccgctaaatg atcgttataa agatgatatt
  2591281 gtcttaaaat ccaaatggta tgaaggtact ggacttggcc ttgtcgtacc ttcttatatg
  2591341 aaaaacataa gcagtatcga agatttaaat gctcataaag atgaattaga taacaaaatc
  2591401 gtcggtatcg aaccaggtag tagtcttatg aacttaacga ataaagcgat gaaggaatat
  2591461 gatataaagc taaaacttgt ccaatcttct gaagctgctt tgatgagtga actaaaaaaa
  2591521 gcatatacga aaaagaaacc aatcgctgtt acgctttgga atccacattg gggtttttca
  2591581 gaatttgact taaaatattt aaaagaccct aagaaagtat atggtgaaaa agatgacatt
  2591641 tattactccg ttcgtaaagg tttcgaaaaa gatcatccgg atatcataaa atacttcgac
  2591701 aaatggaaaa tgaacgatga acagcttggt acattaatgg tcgagttaaa taaaacgaaa
  2591761 gatcccgaag aagcggcgcg aaaatggatt aaaaagaatc aagcgttagt tgatgaatgg
  2591821 ataaaagatt aataaaacag gctagagaat atactttact ctctagcctg ctttctgcta
  2591881 ttttttcgta acaacatcat ctacaatccc atatgccttc gcttcttctg cagtcataaa
  2591941 ataatctctt tctgtatcat gtgctactct ttcaatcggt tgccctgttt tttctgcaat
  2592001 cattttatta atatcatgtt ttaactttaa aattcttttt gctgtgattt cgatttccgt
  2592061 cgcttgccct tgcgcaccac caagtggctg atgaatcata atttcactat ttgggagtgc
  2592121 aaatcgtttt ccttttgcac ctgataataa taacaatgca ccaaatgatg ctgcaaagcc
  2592181 catgcatagc gtttgcacgt ctggtttaat taaattcatc gtatctaata tagcaaaacc
  2592241 tgctgtcgtt gatccgcctg ggctattaat gtataaaaat atatctttct ctgcatcttc
  2592301 tgcttctaaa aataataatt gagctactac actactcgct acttgatcat ttatttctga
  2592361 accgataata acaatacggt cttttaataa ccttgagtat atatcatagg aacgttctcc
  2592421 taatttcgtt tgttctacaa catatggaat tgcattcatt ttaaatccct ccaataattg
  2592481 ttatgcaacg caaagcatac aactgtagga agaaggttgt ttcacattaa ataataagac
  2592541 tggctgttta gatggtaact tagtaaaatc tattgttgga agcagtttcg ttaataattc
  2592601 cggtctctct tctcgaatag acgttactac aacttccata tcgtctgtga attcaactat
  2592661 ctctatccct tcttcactta cagttttcaa cctatttcta ctccgaaaca aagaagcttt
  2592721 tactgcccct tccgatacgg aacacacttt agcaatatca gcgatactat attgaaaaac
  2592781 atcttttaat aataaaattg cggattgctg tacatttaat gaagataata ctttccctac
  2592841 catttcatgc aaatctgcaa ttttttcatg tggttcttca aaagtaattt ggtctcttat
  2592901 tttttcatga actgattttg actttatttg atctaaccaa cgatttctag ctattttata
  2592961 tacgagcgtt atacaaatat ctttattact atatttttga agtactttac aaactgtttc
  2593021 ttgggcaaga tcttcgccat cccatttatt tttcgttaaa aatgtacagt atcttttcaa
  2593081 ctctccgtat tgctcaatta aaaaagttat atttgaatga ttcatatcga tatgattttt
  2593141 caaaatatga gttacttttg tgcacaaaat aaccactcct tttcagcgct tacttaatta
  2593201 acgattcaac aaataaaaaa gttacggggc atataaaaaa attatgttta tgttcaataa
  2593261 ttcgcggtca taaatatgtt atgtacaatt ttacgtgagg aggaacaaat ttgccaaaat
  2593321 taacaattga agataacggt gtaaacatac tccatcgttg cggcggaaaa gcacgttgca
  2593381 caacttgtag agtagaaatt atagccggtg atttttgtga agcgagtgcg aatgaaaaaa
  2593441 atgcgatgac agaaaaagga attgaagatc atttacgatt atcttgtcaa atgcgtgtac
  2593501 ataaggatat agtagttcgc ccagtactta cagttgaaag ttcaggtctt gatgctggac
  2593561 cacgtccggc ggagtaaagc gatggattta aaacagatag ctggtgaata tgctgcaacc
  2593621 ttcgtaaaag atggtatgaa gattggtctt ggtacaggat caaccgcata ctggacgata
  2593681 caaaaattag gtcaacgtgt aaaagaggga ttatcaattc aagctgtccc gacatcaaag
  2593741 gaaacggaag cattggcaca gcagctaaat attccgttga tttcgttaaa cgacgtacaa
  2593801 agtcttgatc ttacaattga tggagctgat gaaattgatt ctaatttaca gcttattaaa
  2593861 ggaggtggtg gtgcattact tcgcgagaaa attgtagcct cctcctcgaa agaacttatc
  2593921 attatcgttg atgaatcaaa agttgtgacg cgtttaggga cttttccatt acctattgaa
  2593981 atcatacctt ttgcatggaa acaaaccgaa agtaaaattc aatctttagg atgtcaaaca
  2594041 acgttacgct taaaaaataa tgaaacgttt atcaccgata ataataacat gattatcgat
  2594101 tgtatattcc ctaatcatat acctactcct tccgatttac acaaaagatt aaaaatgatt
  2594161 actggtgtag ttgaaaccgg attgtttgtt aatatgacta gtaaggcgat tattggaaca
  2594221 aaaaacggga tacaggaatt ataatgaatg ctgactctta cagtcagctt ttttatattt
  2594281 tctcgttatt acgtaacatt atgatatact atgaaaacaa aagcacatca cactagaaag
  2594341 gattgaacaa tttgcactcc aaactcataa cagaacttac agatttagaa actgcctttc
  2594401 atattcgaaa agaagtattt gtaaaagaac aaaatgttcc acttgaagat gaattcgata
  2594461 tgtttgatga aatcggggag aaatgtaaac atattttagt ttattataac aatcttcctg
  2594521 ttggtacagg tcgcatacga tttgttgatg gaactggaaa attagaacgt atttgtattt
  2594581 taaaagacta tcgtaaatac ggtttaggaa aaataattat tcaagcgtta gaagaaattg
  2594641 ctcgtgaaaa agaatctaca aaagtaaaac tacacggtca aacacaggct gaaggatttt
  2594701 ataaaaaact aggttatcaa acctcttctg atgtatttat ggaagatggc attccgcata
  2594761 tacttatgac gaaaatgtta tcataataaa aaaggcagta tatgaaacta ctttatgtat
  2594821 tcatatactg ccctgtttta tttatagaaa aatgaattct caagatgtcc ttttgcatca
  2594881 aagcccatta tctcttagtt cataccaagg taaagcttac actgttttcc ataatgataa
  2594941 ggcataaatc cagtttggat ccccatttcc tttataactt tggactgctt catatacttt
  2595001 tccctcgtgt agaactttat ctcccttttc atatgctttc tttgcatccc actcttcgta
  2595061 tgaaacgcct tcagtttttg tagtaattgt gaatatatca ctctgtacag attcatttcc
  2595121 agctacatcg acagctttta ctacatattt ataagtagta ttagggagta aatttttatc
  2595181 catataagaa gtcgtattgg atgttgcaat ctttttcatc gatccttctg tttctctata
  2595241 aatatcgtaa tggcctacac caatattatc gtcggaagga ctccacatta gatccacact
  2595301 tgacgttgtt gttcccatac tatgtaatcc ttttggttgt gttggtgctt ctgtatcagg
  2595361 agcctcaact gtcgttttta ctgtaagctt tgcactttct ttcgaagcat ttccagctgc
  2595421 gtcaatcgct tttacagtat aagaatattc cgtgcttggt tgtaattttt tatcaataaa
  2595481 atgagtgccc ggtactgtgt cgatcatctc tccgttacgg aagatttgat atccttttac
  2595541 ccctacatta tccgtagaag cggtccatgc tagttcaata ctattcgctg ttactttttg
  2595601 tgcctgaatt ccatttggaa tacttggagc ttctgtatct ggttttacgt cattgatgag
  2595661 agtaacatca ataacattat agaatgcatt tgctgtatca gctacatccc atactgctaa
  2595721 aatcacatga tatccacttc tatcagtagg tacattaatt ttgtgagtta aatgatttga
  2595781 ggctgcagaa ccatcatgtt gtacagttcc aatcggttca aaatcagctc ttgtgagcgc
  2595841 tttatttgga ttccatcctt tttttgtaat atagtaatgc catttactcg ttaagtgagg
  2595901 cgctgtatac ttccaagtaa atgtattttc tccaccagtg attgtatttt taaaccaacg
  2595961 atcggctgtt tgttgatcta aaataccacc aaatttacca cctgcagaag cgatttgtcc
  2596021 atcaactggg cccccttgtg ggaagccttt tggagcttcc agactttgtg gttcatacat
  2596081 aacacttccg caatttacat ttaatgcacc ataagttgga ctacataaag cagatcgact
  2596141 gccaggtttt tcaacaaaac catgcgcata tgtgttttga ggaataagcg tcgtaccaat
  2596201 aattccggct gttaatgcaa cagctcctag acttttcttg ttcattttca tgttttgtag
  2596261 ttgttttaat aatcgattat tcatgttcct gtcccctttt tgttataatt tgtagtgtaa
  2596321 tgtgggcttc gatgtaaaag aataacaaga gacaatcttg tatcgatgta tgtgttactt
  2596381 atgcatacac cgcagtgaaa atatatttct ttttatgtga aacatttcac ttaatgaata
  2596441 tatcatgaca tagaaatcac caaaacatgt gcagaagttg tgcagaaact gtgaaagcat
  2596501 tactaacatg taatactatg gccagaattt ataaaacacg atattttatc tttcaatgta
  2596561 attgattctc ctcttcatat aacaaaaaag tgtctatatc atttcatata gacacccttc
  2596621 tcacgtataa tcttctattt attaatgacc tataaatgta aaaatctcat caacagcttg
  2596681 tttatatcta ctagattttc aaaattactt cattttataa tctaactatt tacgttatcg
  2596741 tacttctcta aaaatagttt tacttcattt gaagatttta aaataacaac atctttatcc
  2596801 ttacttaatt tatttagcct ctttaaaatg gaaggtcgtt tcgttttagg atattcccat
  2596861 atccatttaa aaaattgcaa atcaaatctt tcttcacatc ccgcgcccat atccggtctt
  2596921 gttttattcc gatattgtac aactctttta aaagcacgat aaacacatat tgttctatga
  2596981 atatcaagaa agataattgt atcagctgcc ttcattctta tgtccattgt ccctccataa
  2597041 ttcccatcaa taatccactc atcttctttc actaattcat tttgaaccgt tctttgctct
  2597101 tctttcgaaa caccctccca attcggtttc caaaataacg catcaagatg atgtacttta
  2597161 atatttaatt tatttcctaa ctgccttgct agtgtagatt ttcctgaacc accagaacct
  2597221 attaatataa tttttttcat tttcgtgcga tcctttctat tgactcttca atagcctctt
  2597281 tattagcaaa aatccaaaaa aacatctctt catttagctt taataaatct tttaactgaa
  2597341 caaaataagt aataaatata acttggatag aaagcataac ataccaaatg gattgtagtt
  2597401 cttctctcgt taaaatgttt tgtttattat atccttcaaa gattgtgctg ataatatgtt
  2597461 gccacttccc tcttaatact tcatcactat ataactcact caaaatactc gtacagcaat
  2597521 agcataaatc gaatactctt acattacttt ccaatagttc aaaatctata aaaccttgaa
  2597581 attcattatc tttaaagatt acatttgata agtgcatatc gcgatgaata atttgttttc
  2597641 gtaatgagtg aactgtttcc ttgaaatcta tatgtatttg attcattttt cgaattacat
  2597701 cctgatgaac atactcattc ttttctaaaa taggtaaagc ccatccgtat actactttat
  2597761 ataaatctct ttttactaac tcgttattat tattcaccga attaagcgct tgatgtagat
  2597821 tagctatttc tactccaatt gtacttccta gctctttcaa aatttccgta tcttttattt
  2597881 caagtacact tccagcaaca tattcgtaca aacaataata cttctctcta taaaatacat
  2597941 acttttcact attactcgtt tccactaact tttgtacttt aacccctttt tcatcaagct
  2598001 gttataatac atgtatttca actaatagtt gttttatcga tcccttttcc ttcaaaatat
  2598061 aggatttatt attacaatga atctttgtta cgtttgcttt tatttcagta gctgtgacat
  2598121 ctttatcttc aaaccaaaaa ttcacaattt ctaatatatc ccccataata aataccccca
  2598181 tttaaaatcg cttattcgtc cttaatataa actcaaaaag aaatcctacc ccaataccaa
  2598241 ttgtataagc aactaaatca ctccacaaaa atccgcaccc taacacaagt ccacctaaag
  2598301 tcgttgcacg aatattatct atccattccg catggtacaa ttggctcatt tcaatcccgt
  2598361 agcaaaatat taaactaata aaagctaatt tcttcgtttc tattttagga aataaaaatc
  2598421 cgaatccaat aaaaatcatc aatgcccata aagcatcacc taaataatca tttaataact
  2598481 caggtaacgc gaaagcaaac tttcttgaac taagccctaa aataataaca atgattgtaa
  2598541 acgttgcgta tagtaatcta tttcgtttcg tattcatttt aaaactccta attcatcatt
  2598601 taaaactgca aaatagctag taaaatataa tcattttact agctatttat taactgcttt
  2598661 aacaataaga aaatgtggat ttgtatttaa atagtgataa gatttttcat ctagattttc
  2598721 tttatatgta ctcgctaatt tatcatatgt acctttaatc gtgtctttca acacacccac
  2598781 cccttataca tattaatata ataactcttg ctgctttttc tttgaaaatg actgcagaac
  2598841 taaatcatac gaccaatcaa ccatcttatt aatttgcact tgttctacat ctttatgtat
  2598901 atacactgta ttccaatgtt ttttattcat ctgtacttaa ttaggttttt tcctttgatt
  2598961 aataccaatc cgttgatgca taatatattt attttagcac aaaaaaaggg agcctcacct
  2599021 cccttttttt ggaatttatg gtaaacgaat ttccattttt gagaaatttc ctttagaaat
  2599081 caattttcct tgtttgatta actgctgcac gcggaagttt aaataagtat cgcccatacg
  2599141 ttgttcgctt ttcaccatta cttctccaac gataacaaca gcttgttggt actcttgggt
  2599201 agcctgttct aatatagctg tgtcataata atcttctgat tccgtaacta tttttccgtt
  2599261 ttccaacact ctcagtaatc cgttagattg cgagtagttt tcccaatcct gcactaattc
  2599321 ttgaacctgt tcttgagaca actctttttc catttgaatt gcacctagga taaactcgga
  2599381 cggcacttct gccaaacttt taaacgtatg aaacagttcc tttccctgtt catcttgaac
  2599441 tttataatca atgcggcggc tgaaatctgt aacgttcact tctgaaaatt ctatgccttt
  2599501 gtcttgaagt agtgctacta cataactcac tccaacaacg tctgaagcat tttctccgta
  2599561 ccataaaact accttgctat tacttggaac ctcttctatt tttgggtttt gctttagttt
  2599621 tgcttccacc cattccacat agtctaagtt tgattcttgc cctgttgatg tcaacacctc
  2599681 tttaagccat ttcttcctag ctcgcattcc gtctgtaaaa tttaacgacc ctattgaaaa
  2599741 atcatcattc acgcaaataa ttttttcatt tctttgttgg aaagcgtgct ttaaattccc
  2599801 aaatgctgaa tctccaaata caatgtgtgt aacagtcata atgtctagtc tccttgctca
  2599861 ttcaatgtga ttttgtttcc ttaataacag tataagcacg gcattacaaa ataactatcg
  2599921 tacttttatt acatttttgt aagataaaaa tacaccgccg ttcaatagcg atgcattttt
  2599981 cgttctaata tttttacaag tcttctgttt tgaactccgt ataaccttat tcatatgata
  2600041 ccccggaatg attgtttctg gatactcttc tcttactctt agcacaagtt ctggatcaca
  2600101 tttcaatgta attgcagctt tttctccttc ttcatggttt actattgcaa atattttatt
  2600161 attaagcctc atacacgttg cattccaacc atctggtgaa tcttctgtcg cttttctttt
  2600221 cgataaacaa tattctcttg ttgcattcat tctaattccc ccctattctt tcactatttg
  2600281 attacgatgc attacaattt gtttcgtcgt ttgaaattgc tgttgcccat agaaagttat
  2600341 aagtttctct ccgcaaaata agctcacaat atcaatataa gatatctctt caagcaacat
  2600401 tgtaagcatc ttctcaccaa tgcctttatt tcttacactt tcatgcacaa caacatcttc
  2600461 taggtacgct cgaaaaacac catctgaaac aactctagca aaaccgatta actcattttc
  2600521 tttccatacc ccaattgcta tactgttttt taacattttt tgaatatcga tttcttttct
  2600581 ttctggccac caaccgacag aatcataaag cctctttaat ttttctgaac agattggttt
  2600641 ctcatcttgt aatttatacg tgtacatttt ctttctccca tttaacataa tataaattat
  2600701 tataaacgat tttataaatt tataatatgg attttacaat acaaacaatt ctctactacc
  2600761 tttcctatcc cctctattaa gttagattat ttcaaattaa cgaatttatg gaaatacaaa
  2600821 acaattaata aaatatttac ctattaaact ttgaatcact tgtaagaaat gataaagtta
  2600881 ataaggtaaa aaatacatca agtgaggcga ttttttgaaa aagtttagtt tattattaac
  2600941 agcatttgtc atgattttaa cattgttcat tccaaatctt acaagtgcta aatctttccc
  2601001 tgatgtccaa tctaatcatt gggcaattaa agaaattaac tatttatcgg ataaaggtat
  2601061 cattaatggt acaccagaag gaacttttaa accgagtgat tatgtaactc gtggacaaat
  2601121 ggccttaatg ctagatttat cattaaaatt agaaaaacca tctaactata atcatatttt
  2601181 ttccgatgta gccaaaggtg tctattacta tgattctgta cataagttag cacataacaa
  2601241 tattgtacaa cgtgaaacaa actacttccc tgaccgctca ttaactcgtg cagaaatggc
  2601301 agtagtacta gttaaaactt ttaatttgaa acctacaggt gctgacgtca atttccctga
  2601361 tgttccatct aatcattggg gttacaatta tgtcaaaatt ttagctcaaa ataatattac
  2601421 agctggattt cctgatggta catttggtcc agacgtaaaa gtaactcgtg aacagttcgc
  2601481 tgcattctta gcaagagtat tagaaccaag tttccgtcca ggtcttccta agcctaaagg
  2601541 agagttagaa gtccattata taaatgtcga acaaggtgat gctacattta ttaaatctcc
  2601601 aagtggagaa acgatcctta ttgatggcgg aaataacgga aaaggtaaag ttgtagcaaa
  2601661 ttatttaaaa ggattaggat tccaaactat cgattatatg attgccactc atcctgatgc
  2601721 cgatcatgta ggcggattgg atgaagtact ttatgctata aatgtaaaaa acgtttacgc
  2601781 acctaaagta agtcatacga cacaaacgtt taaggacttt ttaactgcag tagctaacaa
  2601841 aggattgact attaaagaag cgaaatctgg agtaacttta ccaatcaatg gtttaaactc
  2601901 acaattttta gctcctgtta aagaatacgg taacgatcta aatgagtgga gtgctgtatt
  2601961 aaaagtaaca catggcagca aatctttctt atttactggt gatgctgaat ctaaaagtga
  2602021 aaaagatatg gttgcaacgt atggttccgg cctaaaatcc gatgtattaa aacctggaca
  2602081 tcacggaagt aagacatctt cttctcagcc atttttagat gcagtgaaac caagtatcgc
  2602141 tataatcagt gcaggtgcag gtaaccgata tggccatcct actcaggaaa ctttagcaaa
  2602201 gttaaatgca atgtctgtta aggtatatag aactgattta aatggaactg taattattaa
  2602261 tagtgatggt tctaacattt ctgtaagagc ggagagataa ttatgaagag aggtattatt
  2602321 gaccgttttg aaggcgaact agcagttatt gaagtgaata acgtaacaat tgatgtacct
  2602381 aaatccaaac tcccttccac tgcaaaagag ggtgatgttc ttataataga ggatgatacg
  2602441 tatacgattg ataaggacga aacagataaa agaagacgtg aaatacaaga tttaatgaat
  2602501 aagctatttg aatagtaaaa aagagccctc caaaactgga cggctctttt ttgtacaaat
  2602561 ggtagctagt tattttttta ttatttaact tcataccacc aaccttttcg atcaagccaa
  2602621 cttttcagtg cgtttaattg cgtatcacta gtcggttcag taacaaaata tgttaaacca
  2602681 tccgattgta aaatgaaggt agcagtcatt tttaaagaag ttaacgctcc cataacatct
  2602741 ggtgtttcat aaggtgaaaa agctccagat tggataatat tttgtttaga aacttgtgct
  2602801 tgtatgtttt cttgttttgg tactgattca gtaaaccaag aaagcggctt atttcctatc
  2602861 aattggttta aatcacattt cccgatacct ggtacattac ctgtctcagt gtattgccaa
  2602921 atatcacaag gatatgctgg tttattaccg ccatatctag ggatccatac aaagtcactt
  2602981 tttacgttcg ccataccgaa aggcccatac atatgatgac caacatataa cccaactttc
  2603041 ttagcaccta gtcggcgtaa ttcatcaata aaagcttgtg taccggctat catgtcatcc
  2603101 attgttttca cttcgacatc agccacccac accgtagcgc tcttatcacc gcgattccag
  2603161 aaatcttgcg cttccttctt cgcatcagca attgaaataa aacgacaaaa tgcatagtta
  2603221 ccaaaaggaa tatttcttgt tttcattgct tgaacataac ttttatataa aggatctata
  2603281 taatttgatc catcctgtac cctggcaata acgaaatcta attgaggagc tgctacatcc
  2603341 cagttaatgt taccgttcca tttcgaaata tctacaatat aacccataac ttaacacctc
  2603401 ctttatcact attatattca gtgctcgtct tattgctcat gcccttctaa aaattcaaca
  2603461 ctctttgtta gtatgtatag taaatacggc cactgtcttc taaaaagata atagctcatt
  2603521 ttcaataaaa aagaaaaagc atcaccttgt tagtgatact tttaaaatct atttttcttc
  2603581 tagaatacta tgactataat ctcttctcta aaaaatgttg gctatgtcct ttaggatgat
  2603641 cttcaacaac accatattct cggtagccgt gctttttata aaattctggt gcttgaaaac
  2603701 taaatgaatc taataatatt aatctacaac ctttttcctt cgcaatatct tcaattttat
  2603761 gtaatagttg actaccataa ccatcatgac gaactgattc atcaacccat aaaaaatcta
  2603821 tatgcagatg ataaaaatac attgttcctg ttactccgcc aaagattctc ccattctcat
  2603881 ctttcactac aaaacttact tgttccatcg gctgttttgc ttcatctgtt aaaatagaca
  2603941 tgttatattg aatgacctta ttttttatgt attctccttc agcgcgagta ccattctcta
  2604001 tgtgtttcat atattccttc ctttcagctt attaagctac ctttcatttt tactttttct
  2604061 ctttaaaata ctaataaata cgaatccacc ataagtaaca aagcatgaaa aaccaattat
  2604121 ccctggtaca gagacatagc ctattcttat ataacttata actgcaaaag aagcgataga
  2604181 cagtaaaata gatggccaaa atagaagtgc tgtttttctt cgtctctctt ttgttgtact
  2604241 ttctttctct ttagaaatac gtgtaccaaa aagtaataca atacaaataa ggatcgctgc
  2604301 aaagtaaatt gtatataacg ataaagtatg atcgtaaatc gcgattccaa cttccaaagc
  2604361 gatgattgtt attattaata taatgattgt tgatgtcttt aagtttcttt tcaattactc
  2604421 actcctagca tactttgact atattctttg tatatgtact tcaaagctac cgcaaaagct
  2604481 tcatctacct ctttattttc aagtcgatta ggtaaatctt ttccccccat aacataaaga
  2604541 aacggaaatt cgttaaatat tcctattata ccaatattta ttgcagctga agatagtcca
  2604601 cctgtcatat gagctaagtg atatgaatgt attccttcat attcaccttg ctgccttacc
  2604661 ataccgctaa taattggttc ccataattct gcttctgatt tatacccctg aaaaatatgt
  2604721 actaaaaggg aaagaacttc atttaattct ccaacatttt tctcatctct agcgtcctct
  2604781 tgtatatgaa tttttgaaaa gtacgtttgg gcatacgttt tcacaacatc ccacccacca
  2604841 cagtacatta caactgactg cgcaacgtaa ctatcatgac atgctatcat tacttctact
  2604901 gctttactaa gtgttaaagt ccttcttcct tgtaaatgtg gatataactg cgcactatct
  2604961 tcatgtggat tcaatttaac atgatgaagt atatcatccc aattacattt attttccttc
  2605021 accatctgcg ctactacaaa tcctattgtt acttttgctg ccgatgctaa cggaatattt
  2605081 aattcactat tatatgaagc aactatgcga ttattttttg tagaataaat agctattcca
  2605141 acatgatcag attgtatctc tttcattttt tgaatgacag tttccatttc ccagcctctt
  2605201 ttccaaacgt tatattattt tttaataatt caatatataa tataaaatcc cttttttaga
  2605261 aaagcattct tatgattaca ataagaaaaa ggtagcatga ataactccat gctacctaag
  2605321 atactaaatt tctattcttc taaaggattt ttaggaccac aaagctccaa ttgataaaaa
  2605381 gctaaatcta gccacttatt aaacttataa ccagcttttt ttattgtccc tgcatgaaca
  2605441 aatccatagt tttcatgtaa ggcaatactt ttctcatttt ctgcatcaat tccagcaatt
  2605501 aaagtcatat attctctttc ttttgcaatt gtgatcaatg ctctcatcaa agaagttcca
  2605561 atcccacatt ttctatattc cttatcaaca tacacagaat gctcaattga atatttgtag
  2605621 gcaggccaag ctctaaacgg accgaatgtc gcaaatccta ctactttatt atctagttcg
  2605681 tatacaaaaa tcggataacc atcatccttt tttgttcata ccaatctatt ctattttcaa
  2605741 gggttacggg tttatacgta tatacagcag ttgtattcag tatcgcatca ttataaatat
  2605801 ctaaaatgta tattacatct ttttccgttg cttcccttat catccttttc ttcctttcat
  2605861 atacgttctc tttttaacta cctatttgtt acacgaacac tagcttttcg aaagccatca
  2605921 taaatgttta atgcagcaga taaaacgtaa atgagaatac ccccaccaat tagccacttt
  2605981 ttaagttctt ccggagaaat agtgaacaca tttgccacaa acgtaataaa tccatcggta
  2606041 aatatgtgcg gatttactac aattataatg aatactatcg ttccaactat ttgaagaaga
  2606101 gcattcccga ttgccaatct ttttgtccat tgtccctgta ctaacttata aagagatata
  2606161 gctatttcaa gaacaatcat aatcataaca attggccaat actgaagtaa cacctcttga
  2606221 ttaaacgttg gcgcgacaaa ctttaatcca ttttctgtac cactgtatac gccaactaga
  2606281 tggttcgcat aaaagtaaag tgtagcccaa attgctgtcc acattaaccc tccaaaaact
  2606341 tcaaacttgg agattgcttt tttcttcgga atatgcgaaa tgtttttcaa atcatctggc
  2606401 gtccactttt ttaaacttgt cgtcaatggc tcggtatctt tatttttatc cgttctttct
  2606461 aaaatagcaa atacaagtgt taaccagaaa aatacatgga gggccacttc aaaaatcccc
  2606521 ccaatacttt tacctattaa ttgtaaaata acatttaata ctgcttgatc accagtataa
  2606581 tttatgaaat tttctgcaac cattgcaatg agtgcgataa tagctgcaat tggaatgatc
  2606641 atttttaata acgtcaaata tacatcaaaa taacgcggtc caattaaatg catcggtcta
  2606701 tccaaatatc cattagctaa tgaaaccgga ctccccaatt tttcaagaac tcttttttca
  2606761 tcgtcttcat tataattatc aggcaacata tcctcaattg ttgaccgtag ctcaagaata
  2606821 atatcttcac gatttttttc aggtaatctc ttcgctactt cctcgacata aatatcaatt
  2606881 aaattcattc ttgtcctcct ttagtaagtt ataaagttct ttcgaatcct ttatccattc
  2606941 ctttttcaac tgcaggaata tctctaatcc gtattcactt aaaacataat acttacgagg
  2607001 cctactctct gttttatccc aactactcgt cactagctct tgcttttcta accggcgaag
  2607061 cagcggatat aaagtgcttt gatcgattgc gattcctgat ttctctaata attggacaag
  2607121 tgaataccca tactgcggcg ttcttaattg acttaaaacc gctaatgtta atgtacctct
  2607181 tcttagttca gtaattaatg aatttaataa agcatccatg tgttcacctc atttccatta
  2607241 ctatatgtca tacagtatgt gttttatact atgtatcgta cagtattagt gtgacaaaaa
  2607301 caacaatatt ttaccaaaaa acggataata aaaagcacaa actatatgat ttgtgctttt
  2607361 ctaactaaat tatttacttg taacacgctt acctttgtaa ctctggtaat ataaattccc
  2607421 ctttttcctt agggaatgga acaacatcta taattgcatc tatattaatt gctccgtaaa
  2607481 catgcggata cttttgacca tttgaagcaa gttcatattt tatttctgct tttacaacgg
  2607541 ctggattaat tgtaagtaat aaaacatctt cttcatgaac gaaatgtttt tgagcaacgt
  2607601 ttaaagcttg ttctaaaaat gaacagtgga taaatctctc ttctattagt gatttttcat
  2607661 taatttctcc agttgttttt gcgatttccc aatttctttt tgttattact tttgtaatca
  2607721 ttatcatgtc ccctatattt ttataaaata agatgcttct ctattgaaaa accatttgaa
  2607781 tttttacttc ttaattaatg gagatgcttc cccgctatgg aaaatccata aatcatgaag
  2607841 cgaccttgta catccgacat ataataactt cgcatcgtgt ttcgtatttt tataatgttc
  2607901 ttcatcgaca tcaatgagta gaacagcatc aaattctaac cctttcgcta agtatacagg
  2607961 tactaccgaa atgccccctt catatttact ttgatctgct tcaatgacgt ttacagtcaa
  2608021 tcctgcattc gttaatttct catacatatc gcggcattca tcgtctgttc ttccgattac
  2608081 cgcaattgtt ttcacatctg cattttgtag ctgttttaat gtcttcaaaa tttcagtaaa
  2608141 ctgatcttct gtatgaatta cttttacttc ttctccacta cggaaaactg gcattgcaag
  2608201 ccctacagga atttctgcat tttttattat ctcatttgcg aattcaataa tttcttttgt
  2608261 agaacgataa cttctcgtca gttcataata acctgtttct tggaatactt ccttaaacgc
  2608321 actccaatct tcaatccctt gataatcata aatcgcttga gataaatcac ctaatatagt
  2608381 gaaagagtta cctagtgtaa tttcttttaa tacataaact tggaatggcg agaaatcttg
  2608441 cgcttcatcg ataacgacgt gatgaaactt ttgtccaatt tcaatacctg tgatgcggtg
  2608501 atgtatgtat attaaagcag gtaaatcttc tacatacact tcttttttac gacaattctt
  2608561 ttctgtttct ttaacaagtt cttcaggtaa tactccgagt atttccttac tctttaatat
  2608621 tgaactatac agtgaaagag cactcatttt cggccaaaac ttcatgtaag tgttcagtct
  2608681 tttagttgct tcttttttga gtaatttttt ctcgtttgtt tctccatact ttttcagttc
  2608741 aatttcaatc cagcgtttca ttcggccgac tagacgttct cttcttttct ttaatggata
  2608801 gtgtttatat tcgacttgca tccacttttt aatatcttcc actggaataa cagctttatc
  2608861 ccatgcctca aaattaattg ttggtactag ttctttttca atttgaacca tttgctcttc
  2608921 aataaaggac ttaaattcta gcgtaccttt caatttacca agcataacct ttctttcatc
  2608981 acgattaata gaaaatgctt ctttcaactt ttcttctgtc tgcttcagtt tcaccgaatc
  2609041 atctaatgta cgtaatgccc agtccagaaa tgttgtttga ctaatattcc ctacacctaa
  2609101 ttcagggagt acactcgaaa tatagtctaa aaacagacta ttcggagcga aaacaatcat
  2609161 tcgctccgct tctaattgct cacgatattc ataaattaaa aaagcaaggc gatgtaaagc
  2609221 gattgttgtt ttaccgcttc ctgcaacccc ttgaataagt aatggtaagt ttctttccgc
  2609281 acgaataata tcattttgct ccgattgtat cgtcgaaaca atatccttta gtttattatc
  2609341 tttattctca cctaatcgat atagaagaaa atcatcggca tgcgagacat cttcatttcc
  2609401 ttttacatat gtatcaacaa cacgttctaa ttctcttttt cgaatagaga tgtttcgctt
  2609461 taaataaaca tcaccttcta ctaatccgtc tggtgattga taaaacgcta attcatcacc
  2609521 gccggtaaat gaataaaaca tacttgcgac aggtgcccgc caatcaatta caattggttt
  2609581 catcgtatct ttatctgaaa cacctacctt accgatgtag atcggcataa cttcttcctt
  2609641 gccatcctct tgaaaatcta atcttccaaa gtacggttct tgtacaccaa tacgtaagtt
  2609701 ttgtctatta gactccctca tactttcaag aatttgctct ttaaaatcat cgccataata
  2609761 aactgggatt ttttcaagct gttctaattg atcatccatc gtacgtaatg tatctttcat
  2609821 tttttgtaac tcttcttcaa aaatgttgtt cattagatga ttccctccta tccgttctaa
  2609881 tttttcagtc gaaatataat tgtattaaaa atccaattat aaagtcaagg acttaatttg
  2609941 ttttttctga aaaaacttac ttttcacctt tctaatattg aaattcaaat gatattttta
  2610001 catgataaga atatataaca tctaaaacat acaactacac atataataaa gtgatttata
  2610061 caaaagctgc tattttctat tgataaaagg actttatact atctaactaa gttcccctta
  2610121 catactctcc agcttctttt ctagatatct attatttcat ttataaaata actaaaatca
  2610181 caaaaacaaa aataaaagta aaggagtcta ttcaaaatga ctgctatcaa aagaaaaccc
  2610241 attaagttac atttacttat ttttgtgttc attgtattgg caagtggctg gattggcgta
  2610301 attctagatt cttttctaac agatcagcct gaaggaaact ctttaggcat gggactgtgg
  2610361 ctaatattac ctttcctctc atgtattttc cttagagtta ttagccgaga ttggaatgat
  2610421 tttggtataa aactaaattt gaaggcaaac tttaaatggt acttcgttgc gatactaatt
  2610481 tatccgttcg ttacagtaat aacgataagt ttagcactta tttttggagt agctaacata
  2610541 actagttttg aaatatattc gttattgtca ctcatattca tgtctactat tggtaacttt
  2610601 attaaaaata tttttgaaga gttttcatgg cgcggttatt taactcctaa gctcattgaa
  2610661 ctaaagttaa acgattggtt tatttatatt atttctggtt tagtttgggc tctttggcat
  2610721 gccgcttatt atttagtctt tttaccaaat gaatatttta aatctatttc aaggttacat
  2610781 atgcttttat caggctgtat acttatggtt tcttggtcta ttatgtatgt tgaaatatat
  2610841 agacttacaa agtcagtatg gccatgcgtt atcatgcatg caattgaaga tgccgttcct
  2610901 actgttttag ttacaataac agggatcatt acacttacta acagcagtga tttttggtta
  2610961 aaccctatta gcggagtcgt tgctactatt atatttcttg gaattgggat cgtactaaga
  2611021 tctataagaa ttaaaaaaga acgacaatta aatacggatg ataatcaatt attcacacta
  2611081 tagaagcaaa aagagtaagg aattaatcct tactcttttt tacttttatt cgatatgata
  2611141 aacattcatt taaagacgct tgctctttat atttcctctc ttcaaagtca tacgctcctc
  2611201 ctgggaaaat cccaactata ctgaaacgag cctctgcaca taaattacta atctcatcta
  2611261 tcgtatagca acgtaaagat tgtgtcacga tatcatttga agaatccttt tcccaccagt
  2611321 ggtccagcat cctagcattt tcactatcat attcatattt tcgcattgca gaataaatcg
  2611381 gcatttcttg tccatttgct ttttcccaat ataatggttg ataaatatca ataagcgcac
  2611441 acccatcatc tttcaaccaa ttatggattc gctttaataa aaccaattgt tcttcatctg
  2611501 ttcccacacc aaatccgtct aaataactaa caacatcaaa cttttcttca aagttaattt
  2611561 tataaaagtc agcacaatga atcacaatgt cgttagtaga atgttcttta gcaaacataa
  2611621 ctaactctgg tacaagctca acagtagtca tttttacatt caaattagac atcgctcttg
  2611681 caaaaccacc atttccagct cctagttcta acatcgtttg aaatggatat ccaatttgtt
  2611741 cttgtacttc tttcgtaact ttctttaacc aattttcatt ttttatatca tagcttagta
  2611801 attcaaattg ttttttataa aattctttta catttaattc gttcattatt attctcctct
  2611861 gtacgttatt tttctactac aggtgagaaa ctaatttctg atacccatga aaaatctcct
  2611921 tttgattccc tatatttaca ttttatctaa aaataagaat ctttaaagtg tcaaaaataa
  2611981 aaaagcagat aatggacaat tccactatct gctctatggc tgctattatt tcccttgttg
  2612041 atacttcaac caatcaccag aaatgataac tttctttagc atatttttat cgtgagcgat
  2612101 atacacatat gcctctattt ccctatcacc atcaaatact atttgtgtaa ttcgttcata
  2612161 taaatccgtc tctgcattac ctgtatattc ttctagttcg tctaacttat gcaatatgtc
  2612221 atcatttact tcataaactt ctccatacac cttttcttca ttcgaataag tcatcgccgg
  2612281 atatccttcg tttgtatcaa ataatttgcc atacgtccac gcttcgtctg cgatacatat
  2612341 tgcaccttgc ataaaatgag cattcgattg ctcttttctt aacgtgccat atacaaaaat
  2612401 gtgatgcata aatccctatc ccctttacat gtctctactt tctaatttgt aaataagcac
  2612461 gaatcataaa gtaactcact tcattcggaa gttgttcttt aatcgatttc agaccaccct
  2612521 cagcattttg cacagcagtt tcaatcagtt gttcgtattc tgcaggaaca aaactgttcc
  2612581 agtctacttc cattccatct tcaaaacaac gaattaaatg attttcaatc gtttgtcttg
  2612641 ataagccacg ttctttcgca atttcatcta gatcaatacc ttgtttatac atttcatatg
  2612701 tttctaaatg agaatttgct gaagctttcc ctgacttctt ccgctctgac accacttctg
  2612761 ttttaatagt ttcagcatag tttgggtttt cctcaataaa gtgctgcacc gcttgtaaga
  2612821 agtgcgaacc atacttcaca agtttatgtt ctccaatccc ttttacagtt aagagttcag
  2612881 agtcactttg cggcattttt gcgcacatat ctttcaacgt ttggtcagag aaaataacga
  2612941 atggaggtac accttctcct tgtgcaattt ctttacgtac ttcacgaagt acttcaaata
  2613001 aaggatgatc ttgaacgatt tgtcttgtct ctactcgttc tttacgtaat acattctctt
  2613061 tacctagtaa cacttctttc cctttttccg tcacttttag tgtcgggtaa gtaccatgtt
  2613121 caactgcaat taattcgtct gaaattaaaa actcaataaa ctcactaact tcttttacac
  2613181 tacgatttga taaaagtccg taagttggca aagtatgaaa attaaattca atgactttct
  2613241 tatttttaga tccagttagt acttgtgcaa tcatttgttt accaaatcgt tgattcgtcc
  2613301 taatcataca agatagaacc atttgtgatt ctctcgtcac atcgatactt tctcggttat
  2613361 ccgtacaatt accacagcga ccgcaatcct ctttcggttc ttctccaaag tattgcaaaa
  2613421 taaaggattg taaacattgt tctgtatgac agtaatcagt catattttgc aatttttcaa
  2613481 gttcatttga aaaacgagat tctccgatcg attgatcaat taaaaagcgc tgtacttgca
  2613541 catcttgaga agcatacaac aatatacatg cactatctaa tccgtcacgg cctgcacggc
  2613601 ctgcttcttg ataataactt tccatatttt ttggcagttg ataatgaata acgtaacgaa
  2613661 tattcgattt atcaatcccc ataccaaacg cagatgtagc taccattaca ctcacttcat
  2613721 cacgtaaaaa gagttcttgc tgctcatttc gatcatgatc gctcatacca gcgtgatatt
  2613781 ttgaaaccga aactcccgct ttcattaaat cttcatacaa ctgatcgact acttttctag
  2613841 tagctgcata aataattccg gattcctttt gattttgacg gatataatcc gctaaatacg
  2613901 cattacgatc ttgtccttta ataacagaaa atgataagtt ctcgcgctca aacgttgtca
  2613961 taatcgtgtt ttcttgatta attccaagcg tgttgcaaat atcatcacga acttgtggtg
  2614021 ttgctgttgc tgttaatgct aatacaagcg gctcctctgg aaggtagtct aatatgcgat
  2614081 gtatatgtaa ataacttgga cggaaatcgt gtccccactg agaaatacag tgcgcctcat
  2614141 caatggcaat catcgggatt ttcatatcga taagttgatc aacaaactcc attgaatcaa
  2614201 gtcgctcagg cgctacataa aataacttat aatgtccttg tttcgctaat tgaattcgtt
  2614261 gattcgcttc tgtaatcgaa atagaactat taatataagt agctgaaata ccgttttgta
  2614321 ccaatgtatc tacttgatct ttcataagtg atattaaagg cgatataact aacgttgttc
  2614381 cttcaaatac taatgcagga atttgataac aaattgactt accaccacct gtaggcataa
  2614441 tacaaactgt atctttccca tctaatacat ttttaattgt ttcatcttgt cctcttcgga
  2614501 atgacgaata accgaaataa gacgctaaaa gttcttgtgc ttttgtaaac aaaaaagagt
  2614561 cacctgcttt tctttatctt tcatctactt ctattatatc atcacttacg cgtcatgaaa
  2614621 gtgatgaata catgactaac agcttgcttt ttcattactt tatgcttctt tacgttttag
  2614681 agaatgatta gcactataat aaattttaaa ataaatacac attttattaa ttctccttga
  2614741 atactactaa tcttatacat atgaattcag gaggttacta tatgaagcac cgtaatatga
  2614801 gttccatcaa acaaaaaacc gtaccaaacc aactccaatt ctcaaataat gacgcgtgga
  2614861 aatatgaatc atattataag taccagccat tattttctta tagaaagctt tttcattttc
  2614921 tttctcaact ttttaaacgt taatacacgt acgaaataga tcattcataa tcattttctc
  2614981 aatataaacc ttatagactt actacaatac aattgttatc atatgaaata ttctgttgga
  2615041 taaacccctt aagttgaccc gcttatataa gcgggtcttt ttttattatt atatatttca
  2615101 taacactatt agatgtaatt ataaatctta tcgccatttt ataatcttaa tccactcact
  2615161 acaaatggta ataatcacaa aaggtaaaat ataaatgctt aacatttaat tatctaattc
  2615221 ttttttctca atacacaaaa cgaatttcac ttgctattat aaaagtactc cagatgagtt
  2615281 tttgctcatc gacattatct agtgaaaggg atctgccgcg ggaagcaggt tcctttcact
  2615341 ttattaaaga ctcactttca attggacaca tttaccaggt ttttttaata gaattttatg
  2615401 ataatattac gtagtcgagt ccgacatctc ggcaataccc ttttgaggct ctgcaacttc
  2615461 ccttgcagag cctcttttac tttatattct atttatttat atataacaca ataaaattcc
  2615521 tcatcttttt ccatatcatt ttttgaaatt aatctaggac acgtaactaa aaataaattt
  2615581 tcatcatact ttgagttata catgttcaaa ggagtgttac tatttatgta ttcatattgg
  2615641 caatcgtatt actcccccta tcataatcct tatgtaaact ttgatgtatc tgcacgtaac
  2615701 taccgaatta gtaaaaacga gaatttttta aaaggttata tgcgttcttt atgggaacaa
  2615761 catgtcgctt ggacgagatt agctattata agtattgttt tcaatttacc tgacgtaaac
  2615821 gttactgttg gacggcttct tcaaaatgca acacatatgg gactatctct tgaaccattc
  2615881 tatggtgaag atgcagtgaa aaaatatagt gcattaatta aagaccactt agtaattgca
  2615941 gcggatcttg ttaaagccgc aaaagctggt gaccaaaatg cagctgccgc tatagagaaa
  2616001 aaatggtacg ataacggtga tgaaattgtt gcgtttctta ctagcattaa cccatatata
  2616061 gataaagaag catttagaaa aatgttttat gaacatttag cattaacaaa agcagaagca
  2616121 cttgcctttc taaataaaga ttatgaagca ggagtaaaat tgtacgataa agttgaaaaa
  2616181 gaagctttag aaatgtccga catgataaca aacgcaatcg tacagcaatt cccgcaagta
  2616241 tttcaataac aacaagccga tttgaaaaaa caaatcggct tgttaagctt tctattaagg
  2616301 atatttcacc aagctcttta catttagctt atatcgatat attttattaa tatccgtttt
  2616361 ttataggagg aaatagtttg attaacgcca ttggtctcgt atttatactt acaaataaac
  2616421 atgagaaaaa aagaaagtat atctgaatga aaaatttgca ttaatagaca ttattgattc
  2616481 taaggaagta attgatgatg aagggaactc actagtagaa ctaacatgta aatacagtat
  2616541 atatttagat gaaaaatact actgtaaatc tcttgatgat tatactggac aagtctttcc
  2616601 ctttttaagt gctaaaatag gaaaaggact tctcagaaac ttaaattatt acttttctta
  2616661 cgttgatgcc tatgataaaa aaccacccgt taaagaaatt agaccactta tgaaacaagt
  2616721 aacgaacaga tagtgaaaat actaaaaaga aagcatctaa cttcagatgc tttctttttt
  2616781 atctagaact cgttaaattc tatccttctt ctaaaaatat gtattgaggc atactttaaa
  2616841 ttaaaaacat tggaggatta aagtgaatga aatactcaga aacgatagtt agtaaacgcc
  2616901 ttcgaacact taaaatatgt agtatgttta taatgctagt tttaatcgca tgggttggtt
  2616961 atacaaaatt actttatgaa aacggatttc tacaagaaaa gaaaaattca gttgaagtaa
  2617021 tgaatactag tattacagga gaaattgaac aaaatttcca agtaaattta caaggttatc
  2617081 gtaaaacaga ccttgatact attatagatg caagtagggc agatccgaac gaactatcct
  2617141 taattgagat tatcaataaa tcttgttcac aagattgcat aggtgaacca ttgacatatg
  2617201 tgaacgcaaa caatggatat atcttttata aggaatctac tggaactcat gtagctataa
  2617261 agattaaaaa acaagataaa tggaaaattg taaaaaaatc tgttgatgat ggaatataac
  2617321 cttataaaat gaaagagtac ttaacgtact ctttttatta ttaataccct tcctgtttac
  2617381 aatggcattt cggtttctct ttacaatgac atttttcaca atcacatttc ggtttcttct
  2617441 tgcagcaaca ctcttcacaa tcgcacttcg gtttctcttt gcaacgacat tcgtgacaat
  2617501 tcctacatcc acatcttcca aacattaaat cgtcccaaaa tgaacgccta caattccaat
  2617561 gattccccat gaatatgcat cctcctaatt agaattcatc atattctatg tttgaaagta
  2617621 taaaaatgct tgtttgctag tctatattct agttttataa gtatagttat aaatgttata
  2617681 cttctctgtt agtccttcca aatcccctta aagtaaatac tacaaagaaa aaaacccaat
  2617741 atttgggctt taaatgtata cgtgttttct ttttttcaca cacaatatat aaactgaaag
  2617801 gctcaaacta aaagttagct ataactctct tccttctccc acagcccctt tcaacctctg
  2617861 caacatatac ccaattcctt tacagcctgc taacggatgc gtaatgattt cttctggata
  2617921 taattgtgtt actaccttct tatgcttctt acctgcaagt aagacgattt catcaaagtg
  2617981 aattaagtct ttttcaatca tttgttgttt taattgttcc atgctaataa tctcatcact
  2618041 ctttgaatca aacgcaagat catagttttc tagtacaata tcatttggcc ttaaaaaccc
  2618101 atgcttcgcc gataatataa cccaattctc gaaaaacata gttgcatacg cctgacatgc
  2618161 ttttccgaat gggctaatat atacatcctt tgcctccatc ggtccgtaat caggatactt
  2618221 atcccaaatt ttcttctttc cgcatggaat tatgcataac cttctcatcg ttttttctta
  2618281 cctcatttct aactttttaa atataaaaat agagaattct ctacttcttc atactcagct
  2618341 tctatctctc caatccccac tacgttctaa ccattttttg tttctatcgg tttttcattc
  2618401 attataatat gaacttgtgt catattttta aaatcttctt caaatgatgc taaaacaggc
  2618461 tgatttatca tatatgtttt attatgtata cttacactta aaaatgtttt atgtaatact
  2618521 ttatttccgt ttaactttac attcattgga ttaaacgaat ttaattttat atcccctaca
  2618581 atatacagat catacccttc ttcaccatag aattgcttaa tctccttgtc tctttcgttt
  2618641 tgaacaaaat gaaggatttg cttcgtttct ttacttattg taatttcatt atttaaactc
  2618701 aaatccacat ttatattttg ttttaaaaaa gcatataacg atttatcact attaaagaaa
  2618761 cttattttcc attcagggag gatttcatct aataataaac ataaaagcat tcctgaacta
  2618821 tagcagctct ttctcatgtt acaattagca tcatatacat ctaaaatgag gccgctatat
  2618881 tttcgtaatg tgtcgctttc atcactttta catactgtat tgtaggcatt catttcaaca
  2618941 taccaagcag gcccctctat actttcaacc atatactcat atgttataaa agcttctccc
  2619001 ataacactag ctctttgctc tcttaattca ataaattgct taatataatt atttttctca
  2619061 gcttgtgact tgcaatgaac cgcatcatat aaacaaattc gttctttatt tcgcaattgt
  2619121 atattttctt ctattatagg atattgaaat cctagagatt catttggaaa tctactttct
  2619181 ttatttaaat attgatagca atgaaaaagt tcatgcacca caatcgcaag taaacttgca
  2619241 taatctttat atctattcat atttacgatg gcagttggat aatctttgaa tagaatgcaa
  2619301 gtatcacctt taaattgttc ctcccacttt aaaactctat actcatcatt atctttcaaa
  2619361 aatagaggat gatgaaatac atacacatgt tcatcatcat ataatgcaaa tgcagccctc
  2619421 ttaaaaccag gccatagccc atttaataaa tccatattta cttctttttt tatttggttt
  2619481 agtatattgt tcattatatg taacacccct atatcattct acatacacct attctattcc
  2619541 acttaaaaac aaccctttta tttacataat tattagaaaa acatatattt tatctcaaac
  2619601 tataatgtat tatataaata tacatgtgat gattttatga aaaggaggtg aacaaatgaa
  2619661 aaatataacc cctgcactag tactttatat tattgtttac ataatcgcta tgatcgctcc
  2619721 atcatcccaa ggctataatc atattggctg gaaattgttt gttggacaag cgtatgccct
  2619781 acctattttc ctaattacag ctattattac attttatata aacaagaaaa aatctacgaa
  2619841 taaacagtta taaggatagc gaatgctatc cttattttaa ttcattgatc aaatccaaaa
  2619901 taacacttgc agtactttct atcctttctt ccgaaaaatc aaacgtgaca cctgtttttt
  2619961 catatatttc ttgtatagat aaattccaat ctgcactcgc accttcttta aagaaatcaa
  2620021 tcgctttttc tgggtcttcc cagtaaattt gaaacaattg cattgctcct atttgtgcaa
  2620081 ttgcatattc aattttataa aaaggaaact gaacatagtg aaatgactct atccaacttg
  2620141 caccaatttc atcctctaat cctgcaatgt cgactgttga atattgatat cttttgcata
  2620201 tttcggcgta tttcttatca cgttcttctg gtgtatggtt tggattctca tagatccagt
  2620261 gctggaatac atctcccgca attgacgaca ttaataaaga caaagcacga tatatttgta
  2620321 cgcgttgcac ttctttatat tcatcctctt gcttataaaa aacattcagc ttatccatta
  2620381 ctaataactc aagactgagg gaataaagtt cagccacctc ttcgcgcaga tatctttcct
  2620441 gcatactact atcgttttta aattgtttat aaaaatgaaa tgcatgcccc acttcatgta
  2620501 taagtgcatt aattgcataa aatgaaggac taaaattaga atacacaaaa acctctttac
  2620561 tatgaggcaa ggtaaaacaa atagctcctg ctgctttatt ttcacgttct tctacgtcaa
  2620621 tgcatccagc tttccttata tgaataaatt tctcataaaa atataaatct gtcgtccgaa
  2620681 acatttcttc caccccatcc aataaattaa tagcattttg gaatggggct tttggtaaat
  2620741 tacatggaga aagatcccaa gggcgatacg tttttacatc gagattcttt ttagaaatac
  2620801 ttcctaactg tttccaaatt ggtacaacat acttttctat agattcatgg agcttatagc
  2620861 aatcatcaat actgtaatct ctgttttttt gtttaaaagc atattcacta taattattaa
  2620921 accctgcatt taaagctatc tcattccgca attgtataag ttcattcata atacgatcca
  2620981 cttctggttt cactacactc cttgcttcac ataaagcgta ccaagctttt ttgcgaatag
  2621041 ctctatttgg gttatctagc tttgctttaa cgtgtgcata cgtcttttgc tcgccttccc
  2621101 aattaattgt tatgttagac attatttctc tatacttcgt aatgcactct tgccctttaa
  2621161 tagaaagagc aatgtttttt tcattaaaca ttttactctt tacaaatctt gcttttttca
  2621221 taaattcata ttttcgctcg tctaataagt tagaaaacgg acactctata aatttttggt
  2621281 caaactttgc attgtatctt tttaaaagtg gttgaattgt attttgatta tacatatgta
  2621341 aatcacgcat atttctgtta tctgtatctc tatacgtggc gattaaacta cttgttatct
  2621401 tctcttctat ttcagcgttt acacgcaatt catcgaaaag ccaattttct aattctaaaa
  2621461 cagaagtaat atttcgctct aaaagtgact gtaatttact ctccaaatca ttaaacatac
  2621521 acaactctcc ttttaaaatt ctaattttct gttttttaga gaaagaaaaa gacaagtagc
  2621581 caatctgact acttgtcttt ttgttaaatc atactcaata atattaagct tggaatgctt
  2621641 ctgttaatac tggtacgatt tgtttcttac gagatacaac accttttaat gtagcagtat
  2621701 tgttttctag agatacgttg tatgctttct caacaatgtt tgctgcttta ccgatcgcaa
  2621761 gaccgacaga atcgttagtt aagatatcag ttacaacgaa taagaatagg tctaaacctt
  2621821 tttcttctac tactgcagag ataacttttt caagttccgc ttggtgtaca agaacgtcat
  2621881 ttgtatcaac agcgtttact tgtgcgattt caactttcgc attacccatt tggaattctt
  2621941 tagcgtcaag agagattaat tgctccattg tttttccgct taagtcagca ccagctttta
  2622001 acatttctaa gccgtatttg tcagcatcta caccagcgat ttccgctaat tcacgagctg
  2622061 ctgctacgtc ttgctctgtg caagttggag atttgaatag taaagaatct gaaatgattg
  2622121 cagataacat taaacctgca acttctttac gaattgtaac gccgttttct ttgtacattt
  2622181 tgtttaagat tgtagctgta caaccaactg gctcacaacg gtagtaaata ggatcgcttg
  2622241 tttcaaagtt agcaatacgg tgatgatcaa taacttctaa cacacgaaca gattcgatat
  2622301 cgttagcact ttgttgacgc tcgttatggt ctactaaaat aacgttgtcc acttcgtttg
  2622361 caactgtctc aacaaaacgc ggtccttcta ctttaaaata gtctaacgca aattgagttt
  2622421 caccgctgat ttcacctaaa cgtacaggct cagcattcat tcctaattct tttttcaatt
  2622481 ctgcataagc aattgcagaa caaattgcat ctgtatctgg gtttttatgc ccgaaaacta
  2622541 gtactttttc catgttttcc acctcttcat gaaaaggata tcttaaagaa gcaaatatga
  2622601 caatatttaa agcataattt tttataaata attgcacttt cttctatatt tttcatcgtt
  2622661 ttttataaaa aagatcatct aaaataaatt agatgatcaa aatgtatact ttatttaaaa
  2622721 taatgtagga acttgcacta catgatttag cacgttattt gatgctaaac cgttatttac
  2622781 aaggttaaca tctatcactt gataaaatgc atttccagta tccgctattt cccacacagc
  2622841 taaaataagg tgatatccat ttctatcagt tggtacattt gcttcatgtg ttactgaagt
  2622901 tccaggtcta gctcctccat catttttcac atagaaaggt actaaatcta aatcagatcg
  2622961 tgatagtggc ttatttggat tccaatcttt tttcgtaata taatatttcc attctttcgt
  2623021 actatgaggt gcagttagtt tccacttaaa tgtattcgtt ccgccgttta acgtaacttt
  2623081 tttccaccta tcaactgttt gaacgtctaa agcagggaaa tggccagctc ctgcgatttg
  2623141 tccatcagaa ggtcctaatt gtgggaatcc acctattcct tctacacttt gcggctcata
  2623201 ttgaatcgga ccacaattta catttacccc ttgcttacat aaataagaac ggctcgctgg
  2623261 tgattctacg tatccatgag ctgaagcttt ttctgaaaaa ccgaaagtta acaatcctgt
  2623321 aagtaatatc ccaccactta atataacttt cttcaccttc tgtaaacctt tcgttttcat
  2623381 ctcgtcatcc cctttcccat aataaagcga aaataactat agttgcctag tcatctcctc
  2623441 tacatccatt ataagtcgag gaacattact aaaagaaccc tctaaaaact ttctcaaatt
  2623501 caattagcac attaattaaa ttcaaataac accgctcgag aaatatagac ggtgttaaaa
  2623561 atcgaacttt attattttaa gcatgatagc attttaatca tcacttataa aaatttataa
  2623621 taaataactg tggcatctaa attaccattt ggagatattg cgtattctgg tatttttcca
  2623681 acttcttgat agtctaatga tttatacaat ctgttggaag ggtctccttc tctcgtatct
  2623741 agcactaaaa gagacctatt ttcttgcttc gctcgttcct ctgctttttg cataagtaaa
  2623801 cgtccaatac cattacgtct aaagtttgga tgagtcatta acttacaaat ctcggctcta
  2623861 tgaattccgt taggctttgt aactaaatgt aattgaatac tccctgccaa ttgattgttt
  2623921 attttagcga catataagat cacttctggc actataacag tttgccaata ctttattgat
  2623981 tctttttgtt ccagtggagg taaaaaacca attgacgctc catcatctac aaccgttttc
  2624041 aaaaggttag aaagctcttc cacatcatct tttatttgct taatctcttc aattactaaa
  2624101 ttttgcatta ctaatccccc ttttgtttca ttgtatcaat tttaaacgaa ggaacaatga
  2624161 aatactaaga tgaaattatt agaatctata attgttaaga gcatatacaa agttctttct
  2624221 gatgtagaga aatcgattta tgaagacata gaatattaaa atgaatacaa atttaatttc
  2624281 atataaaaaa cgttttaaac ataaagttta aaacgttttt tatattcaat gcttttgatt
  2624341 tttcagttct gttaaacact cttgcactaa agttactgct tgactcatcg cagctccacc
  2624401 agcaaatgct gctgaaacac cgcatgcttc tagaatttcc ttatctgaac acccttgatc
  2624461 aagacaacct tttgtatgat aaatggtaca atattcatct tgcgttgcta aactaattcc
  2624521 taatgcgata agttgttttt ccctttttgt taaagtgccc tcttgaaaac aagcttgcgt
  2624581 gaatgcatta tatgtttcag caatttcagg aatttggttt gtaaaactac cgattccttc
  2624641 tttataatga tgtagaacgt catttactga actatgatgt tgttcgtgtt ccatattatt
  2624701 attccctcca ttcaaattat ctgtacctat tgtagtatgt gatgaaagga aggcaatata
  2624761 ccccactaaa tagaatgaat attctgttta ttaaaactac aatttcagac tatcatccac
  2624821 taccgcttgt tcttttgagt tttttcttgc aacctcttta cttctttctt cccaaaatgt
  2624881 taaaccttca attcccacat ttttaggatc aaacacggga tctttccctt cttttttctg
  2624941 cgtttcataa tcttttaaca cttttaatgc gattttactt aatagtagaa tcgcgattaa
  2625001 gtttaaccat gccatactac cgattcctaa atctccaaga ttccataaaa gcgatgctga
  2625061 ttctacacta ccgatgtaaa ccataattaa aaatccaatt ttcaaaactg gttttaacca
  2625121 actatgctta agttcacggt ctaaataagt aagtgtcgtt tcagcgatat agtagtatgc
  2625181 aagtaatgtt gtaaatgcga agaagaaaat tgcgattgaa atgaataatg gaccaaaccc
  2625241 tgtcataaca gtttcaactg cttgttgtgt ataaattgga cccgcatcaa cattccctat
  2625301 attctttacg atagcgcttt tcccttcagg tataacatta tacatacctg ttattaagat
  2625361 cataagagct gtcgctgtac atacgacaat tgtatcaatg tatacagaaa acgcttgaac
  2625421 taacccttgt tttgctggat gagatacttc agccgcggcc gaactatacg tcgcttctcc
  2625481 aacgccagca acgttagaaa atacagcgca ctttacgccc cacgcgattg ctgcaccgac
  2625541 gattccacca aacatttcat tcacaccaaa agcacttgag aaaattaaag cgaacatact
  2625601 tgggatttct tttacattcg caattaatac gatacatgta acaattacat aaccaattgc
  2625661 cataaatgga acgagcattt gagaaacgcc agcaattctc tttacgccac caaaaataat
  2625721 tgctgctaat aatacaacta acaagatacc agttatatat ttgctaatcc cattagagtt
  2625781 ttcgaatcca actgcgatac tactagattg aatacctggt aataaaacac catatgaaag
  2625841 tgttacaacg accgctacaa tgactgcaaa ccatttcatg tttaagcctt tttcaatgaa
  2625901 atacggtgta ccaccgcgat attcattttc aactttactt ttatatattt gagataatgt
  2625961 tgattcgaca aaggcactag ctgctcctaa aagagccatt acccacatcc aaaatacagc
  2626021 tccaggcccg ccaaaagcga tagctgtcgc gacccctgca atattaccta ttccaaccct
  2626081 gcctgataaa gctaaacaaa atgcttgaaa ggatgatatt cccgtttctg agctcttccc
  2626141 ttcaaataat agtttaatca tctctttaaa ataacgaatt tgaagaaaac gagttgcaat
  2626201 tgtaaaatac acacctgctc ctaacgcgaa aacaactaaa ccaatactcc acacttgccc
  2626261 tactaaccac tctactaatt gctccatcca aatccccctt atcattcttt agaaaactat
  2626321 tttatatata agaaaacgga caactattat taaaacttcc agttgtccgt ctatctcatt
  2626381 atttcatctc tctattactt tatatttacc caaacacttt tcacttctgt gtaattatca
  2626441 agtgcatatg aacctaactc acggccgata ccagattgtt taaacccacc aaatggtgcc
  2626501 gctgcatttt ctaagttata atcattaatc catactgttc ctgcctttaa cttattggca
  2626561 acttgatgtc ctgttttaat attttgtgtc catacgcccg ctgcaagtcc atatgacgaa
  2626621 cgatttgctc tttcaattac ttcttccgtc gaatcaaatg gaagtacaac gacaacagga
  2626681 ccgaagattt cttccttaac tatcgtcata tcgtccgtaa catctgtgaa tactgttggc
  2626741 tgtacaaaat aacctttttc aaatgcacgt tcaccaccag cagcaacagt agcgccttca
  2626801 gcttttcctt gttcaatgta atgtagcaca cgctcttgtt gctttttaga tacgagtgga
  2626861 cccatttccg tgtccttctc catacctgct ccaagtttca cgttattcgc cattttcaca
  2626921 agttcattta cgactgtttc gtaatgtttt cggtgaacga acacgcgaga tccagcacta
  2626981 caattttgac cgtgattata cataatacct tggaatgcac cgttaatcgc ttcttctaaa
  2627041 tcagcgtctt ctaaaatgat atttggtgat ttaccaccca gttctaacgt tacatgttta
  2627101 attgtttctg cagattgacg cataatatat tttccagtaa ctgttgaacc cgtaaaggct
  2627161 actttatcaa tatcatgatg gtttacaatt gcagctcctg cttcaggacc aaaccctgga
  2627221 acaaagttta caacaccgtt tggaaaacca gcctctttaa agagcttcgc tgtatataat
  2627281 aaagataaag gagtttgttc tgctggtttt aatacgatcg tacaacctgt tgctagcgca
  2627341 gctcccattt tccaagaaga cataacgagc ggaaaattcc aaggaataat ttgccctaca
  2627401 acgccaacag gttcatggcg tgtgtaattt aagtaatctt ttgaaatcgg aatggtttgc
  2627461 ccgataattt ttgtagccca tcctgcataa tagcgataat tttctacagt cgctgcaata
  2627521 tcatcatcaa gtgctacttg atatggtttt ccattatcta aagcttctag ctgtgctaat
  2627581 tcttctccat gctcttcaat taagtctgct aatttataaa taagatgtgc tctttcagca
  2627641 gtagtcattt ccacccaagg tcctgattca aatgcagatc tcgccgcttt tactgccaca
  2627701 tcaatatcct cttcttgtgc ttcataaaca actgcaagaa catcttctgt tgctggatta
  2627761 tatgtttcaa acgtctttcc actaatagaa ggaacaaatt caccattaat aaacatttta
  2627821 atctcttcat ctaaaaacgc tttcactttt ggtttcaact caatatttgt cgttaacata
  2627881 tatgctctcc tccttaatta aacagctgca tgagctgcaa tttttgaaat aatcgcttga
  2627941 agtttttgat cttcttcttc agttaaccca agtcttggat aacgagaagg tcccccagct
  2628001 tgcccctgta attccataga acgtttcacg atttgcacat atttccctga tccctccagg
  2628061 aactcacaaa gaggtaaaat tgcatcgttt atttcccaag ctttttctaa ttcaccattt
  2628121 tgaaaatgct catacatttt cgtaacaagt cccggtacga catttcctgc tactgaaacc
  2628181 catcccgtcg caccaactaa ataagattcc ataactaaat cttcagatcc gcagaagact
  2628241 tgaaaagcac cttcgccttg tcttactaaa tctcttgctt ttcgaatatc tccgctagat
  2628301 tctttaatat gtgtaacatt ttcacagtct ttcccgatac gtagcatgag ttctgtactc
  2628361 atatcaacac cagatgtaaa cgggttatta tataacataa ttggtatatt tacagcattt
  2628421 gagatttctt taaagtgaaa ataaatttcc tcttcttttg gcttacaata gtatgagtta
  2628481 ataattaatg cgcagtccgc tccgtgcgtt tctgcatgtt ttgtaaattc aatcgtttct
  2628541 ttcgtcgttt ctgctgcagt tccaacaata accggaatac ggccattaac ttcttttaat
  2628601 actgtttcta ccattttaaa tcgttcttct tttgacaaac taacaaactc tcctgtgctt
  2628661 ccgtttataa taatgccagc cactttttgc tcaataaagt agtttacgtt ttgttttaca
  2628721 ccgttccaat taatttcttg aaactcatcc atcggtgtga ttaatactgg aaatgcccct
  2628781 ttaattattt tcatatttat ctctcccctt accattttat tttaataaaa atcctgctgg
  2628841 aaatggatct gtagggtcta gtagaaatgt ctgcacccct gtaataaaac ctctactttc
  2628901 aaaacggaaa atgtaacccg tttcttccct tttcactttt tcaactgtta taaagctatt
  2628961 aaatatactt tcatttataa aaggtttatc cgctgtatag tcatttttaa ataacgcatg
  2629021 aacataagac acaatagtag aaacaaaacc tggcgatcgt acgataaagt tatcttcatg
  2629081 aaaggtaatc gactttatat ggttcttttc tttttgcgaa gaatctacta aaataagcct
  2629141 gtttattaac aactgttttt gtatagtttg gagtgtaact tctccccatt ttttcaactc
  2629201 agaaatgttt tcaatacaaa tttctggaga atacgcacct ttttctacaa ctgcgtatac
  2629261 tttatctgcc tgtataagag agtaacttat attaccaacc tgtaaatttt tctcaatcaa
  2629321 ataacatagt ttactttcaa acgaaacaga tacaacttca tcattctcta catacgcatg
  2629381 gactgaaaat atgccagata acgtttcgat tttgtattga ttcgtctctc tcttttttaa
  2629441 atagccgctt tctagtaaca tcgttatgac tgcgacaata cctccgtaat ggagaggaat
  2629501 tgacccttcg tgattaaaaa ataatacagc tgcatcaact tccgtatgaa tagaaggaac
  2629561 gacgatacat ccgtttaaac cgataaaacc acgcggttca tttaataaaa gttgcatttc
  2629621 ttctgctaat tcacttgaaa attgttcgtt taattgctct aaattgtagt agtacttgca
  2629681 tggtacatct tttattacac ggaatgcctc gccatttacg tgtacgtcta ctgctgtata
  2629741 cattttttga atgttcattt tacatcctcc gtttcatgtt ccatcggcgg aattagcaaa
  2629801 aatccttctt tcagtggatc cttttcattg taaaaaaatc tatgcatccc cataagccaa
  2629861 gctgaacctg taattttcgt tacgacagct tccatatttg caacatttgt cgtatttata
  2629921 acgcaccctt taaataaaga accaacaata ctctcatgaa caaactcttc attcatttca
  2629981 attttttggt ttgcgtataa tacagctaac ttcgctgatg ttcctgtacc acatggagat
  2630041 cgatcaattc ctccaggcgg aacgacaact gtgtttttta catgtgcact ttcatgggta
  2630101 ggatctgtat aaaactccac atgggttaat cctctaataa acgaatactc tggatgaatg
  2630161 atttcaaatc tctcattaat gatatttcta atatgaattg ccttatcgat aattgtagat
  2630221 gcatgttccg gtactaactc taaccctact gatttcgcat cgataatggc ataaaagttc
  2630281 cctccatacg caatatcagc ctctacagtt ccaatgttct cgacgtctac cgtgatatgt
  2630341 ttcagtataa aagctggtat gttacaaaag gagacttctt tcgcttttcc atctcgaaca
  2630401 aagatatcca cttcaactaa gccagctggc gtatctagct ttaacgaagt aatcggttca
  2630461 actaccggaa ttaaacctga ttcaattaaa gctgtacata caccaattgt atcgtgacca
  2630521 cacattggta aatatccgcc tgtctctatg tatataacac caatatcggc atcagggtga
  2630581 catggatctg ttaatagtgc tccggacatt acatcatgac cacgcggttc attcattaac
  2630641 aatttgcgaa tccagtcata ctcctttttc atatgtaaca ttttctctgc catcgtctct
  2630701 ccaagtaact taggtagtcc gctaatcaat gttctcgttg gattcccacc cgtatgtgta
  2630761 tcaatcgtcg taaagacttt ttgtgtcctc atccgtttaa caccctttct gtaaaacgac
  2630821 tcaaacgaag tggttcaata ggaatgattg tttctttttc atttaataac tcttcaatca
  2630881 ctttccctgt aaccgcggca agactaatgc catccccttc atgccctgct gcaataaagt
  2630941 aattcgggat atgttccaca cgtgaaataa tcggcaaatg atcttctgtc cacgggcgta
  2631001 atccagcata tgaacgaatc accatcatat ccgccatttt cggataaaaa cgaattgctc
  2631061 tattcgcaat acatttaata acctcgttgt ttatcttcgt atgaaaccct acaaactctc
  2631121 tactactacc aattaaaaaa ttttggcttt ctgtcggctc aaatacgaga gctactccat
  2631181 atttttcagt taaagcatcc acttttcgtt ttccaccaaa tttagaaatt aaataaccaa
  2631241 attccataac tttacgacaa ccaacgtgtt gttgccttga agctacaata atatgccctt
  2631301 ttctcggttc aatggggata tttacatcca acatttgtcc gattttcgga gcccacacac
  2631361 ccgctgcgtt caccacttgc ttcgcagtaa acgtcttatt tgtcgtttct acaataaagg
  2631421 aaccgtcttt atctcttttc atttctttta cttccgtatg attaaaagcc ttcgtaccat
  2631481 atttcttcga ttctgcaaga agtgaaaaag caagaagata tggatttaca gtcgaatctg
  2631541 ttgcgcattc taacccgcct aataaatcat ctgcaaagaa tggcgattcc gctcttatat
  2631601 cttgcctatc aagcattcga aacggtaaac ccgcttcttt ttgacgattc acccattgct
  2631661 gcgctgcttc catttcttcg tctgactcac atacgagaat acttcctggc gccctatatt
  2631721 caaatgagtg ctctaactct tcacttaaat ccgttactaa tttttgactt actaacgaca
  2631781 tttgactatc aaacctcggg tctttatcaa tagccaaaat atttccatca cagcgtgaag
  2631841 acgtcccgct gacaaattct cctttttcaa tgattgttac gtctcttccg tattttgaag
  2631901 tgtaataagc gatcgagcag ccaataatac caccgccaat tattaaaacg tcgcagtgcc
  2631961 tcacaaaata ctcctccttc ccctaaacct ctcactttct tttatgcaat tgacgtgcca
  2632021 actgtacata tatacaattt ttacaaacaa tatttttatt tgtaaaaata ttttaaattt
  2632081 atcgtaaata agtgtattat ttttttatca ctgtcaaaat ttttatacat aacaggagga
  2632141 caatatggca ttctcatttc ccacaataaa agaatttcta aaaacattat ctattgatca
  2632201 tacatatagc actcaacaca ttgaacaagt tgacgaaaaa ttttattacc gaccttctac
  2632261 tacagaagaa tataattgtg cagttatata tgaagatgat tcgttcacca ctttaattga
  2632321 cggggtttcc aatgaactag ctgttatcat aatgaaccga aataaagagc ctatatgctc
  2632381 tataacggca cagcaaatca ttccgtttct tgttaagtct tacaatgaac tccaatcttt
  2632441 ttataacacc gtaatacaaa ctactgattc ttctgttaca gtcatcgatg ataaagaacg
  2632501 tgtccgtact tggacagatg gcgccgaaaa gattttttca gtcaagcata atgaaattat
  2632561 cgggcaacct atcactcgct tttttgacta taaagatttg gaaattttgc aatcattaca
  2632621 tgacggaaaa agcataatcg ctcagttcca tcaacctcgg cctgatctgt tcgtattaat
  2632681 taattcaaac ccagtttatt gtaacgatga aattatagga gcagttgtct ctgaaactga
  2632741 tgttacgaat caagtcgctt taaatgaaaa actatttaat atgtcacatg aaatgcaccg
  2632801 tttagaacaa gaggtcgcaa agtataaaga tgaatcagac cctttccttg cgatgaatgg
  2632861 aaagagccct gttatacaaa gaacgataca attagctaga aaagtttgtt cggtgaaatc
  2632921 aactgtttta atactcggcg aaagtggtgt tggaaaagaa gtatttgcga aagcaattca
  2632981 tgatgcaagt gaagcagcta aagctccgtt catttcaatt aactgcggcg caattccaga
  2633041 agcattattt gaaagtgaat tattcggcta tgagcgcggg gcgttttctg gtgcaaatag
  2633101 caaagggaaa aagggtaaaa tagagctcgc gcaaggcggc acattattcc ttgatgaaat
  2633161 aggcgaaatg ccgctcgata tgcaagtaaa acttttacgt gtactacaag aaagaaaata
  2633221 ttaccgagtt ggcggagaaa aagagattca tattgatttc cgtattatcg ctgctacaaa
  2633281 tcgtgattta caagaagaaa tgaaaaaagg cacgttccga gaagatttat actatcgtct
  2633341 aaatgtcgtt agcttgcata ttccaccgct gcgggaaaga cgcgaagata tcattgaatt
  2633401 aacctactct ttcttaaacg atttttcaat caactataac agaccaattc gcgacttacc
  2633461 gtccagcatt atgcatgaac tgcttcatta caattggcca ggtaatattc gcgagctccg
  2633521 taacgttgtt gaaagacttg ttgtatttgc gactgacggt attataaaac aagaatattt
  2633581 accatttcat acaactgaaa ctttagagga acattcggct cattccctat tactcagcaa
  2633641 caataataca atcctctctt tacaagaaga gatggaggaa catgagaaaa aagtcattga
  2633701 gagggcttta cgcattttga atgggaataa attagaatgt gcgaaacagc ttggtgttac
  2633761 gagggccact ttatataacc gtttaaaaaa acttggatta caataaacct tccctcctct
  2633821 atattggcat attttttgca ttatataatt tgtgcaaacc gaactagagg aggaatacat
  2633881 atgacgaata aagaccactt aattgtttgt cgatgtgaag aagttactta cggtcaactt
  2633941 cttcacatcg acaattgctg attataaatg ctcggcaaga gaattaaaac taagaacacg
  2634001 tgctggcatg ggattttgcg gtggccgcac atgtagaatg atgatagatc gaatgattga
  2634061 acatgcaaat ccaggcgtaa ctacaaatga tattccattg aaatatcaac caccggtacg
  2634121 agcagttact tttggatcgg taggtgaaag taaatgagta gaattacaca tcaccctatt
  2634181 ttaggaagtt taaataatag caatcacatc acttttcaat ttaacggtca acaatatgaa
  2634241 gcatatgaac atgaaacgat tgcggccgct ttacttgcaa acggaataag aacattaaga
  2634301 gtgcacgaag ataacgggac gccgcgaggt atttactgta atatcggaca ttgttctgaa
  2634361 tgccgcgtca ctgtaaacaa tcaagcaaac gtacgagcat gcttaactgt tgtagaaaac
  2634421 ggtatggttg ttgatagtgg taaacagcat ccaaatatcg ttagagagat ggtgaaaaag
  2634481 cgatgaatga tgtcataatt atcggagctg gaccagcggg tttatcagcc tctatctctt
  2634541 gtgctcgttt tggactaaat gtacttgtta ttgatgaatt tatgaagcct ggcgggagat
  2634601 tgttaggaca attacatcaa gagccttctg gagaatggtg gaacggaata gaagaatcga
  2634661 agcgacttca agaagaagca aaatcacttt cagttcatat tcgatgtggt atttccgtct
  2634721 ataatttaga taaagatgaa agttgttggt tcgtacatac gaatatcggt acgttagaag
  2634781 caccgttcgt tttacttgct actggcgctg ctgagtactc cattcccctt cccgattgga
  2634841 cacttccagg agtcatgtca atcggggcag cccaagtaat gacaaatgtt catcgcgttc
  2634901 aagttgggga aaaaggaatc attattggtg ctaacatttt gtcattcgct attttgaatg
  2634961 aattacaatt agcaggcatc aaagttgaac atatcgtact tcctgaaaaa agtgaattaa
  2635021 gtcaaaaggc tggagaacca gaagtagttt taaactctct tttaaatgcg gctcatctcg
  2635081 ctccttctgc ttttctacgc ataggtagcc attttatgaa atatgactgg attcgaaaag
  2635141 ccggattaac cttctatcca aacagcggaa tgaaaataaa cgatacacct cttcaccttc
  2635201 gaaaagcagc gcttgaaatt atcggaacag atcaagttga aggtgtacgc gttgctaata
  2635261 ttgatacgaa aggaaacatc atcactggat cggaacaaat atatgaggca gacttcgttt
  2635321 gtattgcagg tggcttatat cctcttgctg aactagccgc tgtagccggc tgtcctttcc
  2635381 gttacattcc ggaattaggt gggcacgttc ctctccattc tgaaacaatg gaaacccctc
  2635441 ttactggttt atttgtagcc ggcaatataa ctggtattga aagtgggaaa attgcaatgg
  2635501 cacaaggtac tgttgctgga tattcaattg taaaacaggc aaataaaaaa tcccattcag
  2635561 ttgaacaaca attgcaacaa gcaatccaac atgtacatgc cgtacgtcaa gaagctgcca
  2635621 ttcaatttaa ccagggtgtt gatgtcggta gaaggaagat gaatgaaatt tggcgtgatt
  2635681 attcccttgc atttgcacat actaaaaaga gctgttgaga atactctcaa cagctctttt
  2635741 ttctactcat ctgagttatt aaatttcgcc aatgcgtaaa tgccttcttc atcatctaat
  2635801 tcaagttgta atcttgccgc aaatgaattg acattatatt ctctgtcaag caataagcgt
  2635861 agtgcttcga ttaagttcgc ttgaattaaa atttgctggc gaccatttac ctctacttca
  2635921 gcagagaaac catagtcatc gtcgtacata agttcaacta aaacttcttc tggaccaact
  2635981 tgtctttttt cagcgatata tacgcaaagg gcattgatca gttcttgttc agaaattttt
  2636041 atcgtttcca tgctacttca tcttcctttt tcttacgttg atctttgaag tatttaaatg
  2636101 cacgaactgc taacattacg ataccagcca ttactaacat atttaccata aacgctaata
  2636161 cagaaccaag agctcccata tttgcaaata agctacccat tagtaaacca ccaagaccac
  2636221 ctagtaataa acctttcata aagcttcctt tattactttt tggtgctgtg tttgttgctt
  2636281 tcgttttcga atctggagtc gttttttgag aatttacatt tgaatctttt ttgtttaaat
  2636341 caacttttga tttttggcct gaacttggtg aaaatgattt tttaccagat ttgtaacttt
  2636401 tcgctgccgc atgatctacg aacataaagc tactagcacc aaagattacc atgaatgctg
  2636461 tcattactgc tacaagtttt ttcaacatat tatatccatt ctccttttat atagatatat
  2636521 gtgaagtcta tctctctagt aaattcagaa tgatagattt atttttaaga acactttaag
  2636581 gttcttatga acttattata tgaacttttg tcgaaatatg caagtattat ttacttccga
  2636641 cagttttatg acataaggaa aaattaagca aaacagaatt gactttaaat gaaacaaaac
  2636701 atattatagg ttcataagaa cttttattat ttatggaggt gaaaagatgg aaacatttca
  2636761 tctcacacga aacgaaatgg ctactcttct tctatcacta agaggatgga atacgaaaaa
  2636821 gcctctcggt attttacaag aagcttgggc aaagtcacat aaaaaagata ttgaaagcgg
  2636881 acaaagcgtt actgctttta ttactaccgc actttcacct attttcgaaa aactaattaa
  2636941 gattgaagat acggacgttg gtttttcatt aaatgaaata gttgcgcttg gaaatcaaat
  2637001 tgaaaataca agtttctcag taacagccat gcagaactgg gtgaaacgag atataaaaga
  2637061 aatgattggc tctcctcaaa aaggaaaaaa atattcaatt gaacaagcag ccttactatt
  2637121 cattgttgaa gatttaaaaa cagcacttga ttttgaatct attcgtaagc tattacgcct
  2637181 tatcgtaaat gacccagctg atcgaagtga tgacttaatc aatcctgttc atttatatgg
  2637241 agcttactct tctctatttg aagaactcaa tcaggggaat tgcttacaat taaatgcaac
  2637301 agatacagtt catacaattg aaaacatcgt aaaagaaaaa gctgataaaa tcgcaagcaa
  2637361 gttcgatcaa attaataatg aacaacgcga agcaattcgt aacgccatta ttatcgccac
  2637421 actctctgtg cataccgctt atgtacaaat gttagcgaaa cgttacgtaa cagcaacttt
  2637481 atttttacag aatttagatg tgaagccgta aaaaatagga gcagaaatgc tcctattttt
  2637541 ttatgagaaa tttttaataa tcttttcatt ctctcttcat gaaaattgaa cttatatact
  2637601 ttactataat acttataaag gacataaaag aattgaaata gcaatcccct atacaaataa
  2637661 ggtataatct acacatagtg aatcttttat attattaact ataaggttca cctattcaaa
  2637721 aatacataaa ctagaaggtg caacaatggt aagtagtttt attcactcag tattaacatt
  2637781 ttttgaaggg ctaggttatt ggggcattat gcttggactt atgattgaga ttattccaag
  2637841 tgagattgtc cttgcttatg cgggatactt agtattcaat ggtagtatct catttttagg
  2637901 cgcagttgtg tttggtacaa ttggtggtgt tattgctcaa atctttattt attggattgg
  2637961 ccgatacggc ggacgcccta tattagaacg ttatggaaaa tatattttca tacataaaaa
  2638021 acaaatagat gctgcagaag attggtttaa tcgttacgga actggcgtca tttttacagc
  2638081 acgcttcatt ccagtagtgc gtcatgcgat ttcaattcct gctggtatta caaaaatgtc
  2638141 attcctacgt ttcactacgt taacagcact cgcaatcatc ccttggtcta tcattttcat
  2638201 ttacttaggt gaaaaactag gtgaaaattg ggagaatatt aatgatatcg ctggaccata
  2638261 tgtgaaatca ttcgcaattg gtggcgtcat acttattttt ttatacttcg ttataaaaaa
  2638321 atggacaaaa aaacgtaaaa atcttgcgta aaaatatata ataaaaaccg ctatacattc
  2638381 attacgaatg ttagcggttt ttattatagg cttgattttg tattagaaat tgtattattt
  2638441 cttctttgtg ctttaagtca tgttgaatga gtgatgaaaa gtaatgattt aatttcactt
  2638501 ttttagtgcc aaattggtag acattataaa aatatttggt gggaattcgc tctcatccac
  2638561 taactgttta cgagtaacac tgaattgatt taatagtcct tcttttgaaa taccagatct
  2638621 cgcatattta attgctccct tattcatttc ctcaacatct attggaacat ttggtacaga
  2638681 ttgtccactt ataaagtatg gaattctatc ctttattaaa aacacgtccc aaacgataaa
  2638741 atgtgaaatt acatccgcaa ttgcccatga accttctctt aatgcctgaa accatatatc
  2638801 atcaggtact cgctgtaatg tttgacacca ttctattata tttaactttt cttctaaaac
  2638861 attttctttc ttcattatga attcctttct cgcacttgta attcattcat atgaatatct
  2638921 tctaggaatt atataaaaag cctccataat tatgtggata agcaacaatt cactcattca
  2638981 tttcgtatat tatctcaaaa aggagtgatc tccctatgca ttggcaacaa aaaatacaat
  2639041 acttaatcgg acgccctatc ggcatttcct tcataaatgg gcaaggaacc tctggtgtat
  2639101 tatgttcagc acatgatggt caattatatg tgtatgaata cctttatcaa gcgcagttcg
  2639161 caatgaaaca ttatgatttt agacaaattc aagatataca tgcctttccg aattgcccac
  2639221 atcaaaatcc tctatactaa aaaaaggaac agcttatagc cgttcctttt tctccacact
  2639281 tatttttcag tataaaagtt ttgcactgct tcatcaaagt aaatccagcc tttccaccct
  2639341 aaatgaattg tatcttttaa gaaatactta tcatattcat ggccagagaa atcgactact
  2639401 ggataccctg ctttctcaac ttgttcccga acttttttat aatatacttc acggcgttct
  2639461 ttagggaagc cagcataatc ataccatggt ccgtttacag gtacagaaat gaatagtggc
  2639521 ttgacatttt tctctttaaa aatatttaaa acaatttgta agtcatcata ttcaggtgat
  2639581 tcttcatacg attcatttgc tctaaagttt tttaaacctt ttaatttttt ctttaaatta
  2639641 tgtttatagt aatacggatt ttcaatgcca aatgtgtttg tagtagattc cgctttccct
  2639701 tcttcttccg catgtttacg tgcatctacc catgaaattg aacgaagtcc cacatttgtt
  2639761 ttttctttca tcggctcaat cttaaatata gagttaaata aatctctatg atctaaaata
  2639821 tttcgatgca tataagcaag tggtttaact aaacccgctt ttatgttatg tttcgtatca
  2639881 ttatatacaa taccttctaa tgaatttttt aaaatatcat cttcttgaac aactttataa
  2639941 tctaatagtc gtttcgcaat ttgcttcttc atttctacat ttattttatc attaaaaata
  2640001 aaatgatatg cctgttgttt ggagaaattg ttcgtaaaat ccccctgcga aaccccagtc
  2640061 tttgtaaacc attgtggcga taaaacaaag actacttttt taccttctaa ctcatccata
  2640121 gtagacgtca tatttaatat atgagctaaa ctttgtgtac cgccaattcc gattaaatat
  2640181 ggcgtaaaac ctgcgggatt caccttgaag taattagatg gatgatatgc atccattcgt
  2640241 aaaaattcag atgaaccgta catcggtaaa tactgagaat tctctaacat tttctgttgc
  2640301 aagaatacac tttgtaattt ttctttttgt aaggaagttg ccgcatcttc tactttctta
  2640361 tcactaataa gtgatactaa gcttttcgat ggaatgagta tgataatgaa aaaaagtaca
  2640421 cacgctaaaa ttatcggacc aaaagcatgc ttcattttca ttttttgttc ctcttcctat
  2640481 cgctattaaa ttgtaaccct tgtttttgaa acgccatcat ttctctcctt tttctctata
  2640541 catgttccat tctatttatc tatcatatac atgtatgtat ttctttcctt gttctattaa
  2640601 gtcctatatt tagcacaaga aaatgtttcc atagaaacac gttaattata caagattcta
  2640661 catacatttc acactggaat ttgagtaata attttatttt taaaccgtta aaaaacataa
  2640721 aaaatgtcta taatttatct aatgatgtct ggagttcaaa gtacgataat aaacggccac
  2640781 tatgatcaac atcatgagta tatgtgaaac ctaaatttcg taaaagtttt ttcgaattct
  2640841 catttgctac ttttactcta gcaattattc tttttacatt catcatctct tttgcatatt
  2640901 gaatggacgc ctttgctgct tctgatgcat atccatttcc ccaatactcc ggatcaagta
  2640961 aatacataat ttctatttca cctgtttcat ctatttttct taaaccacaa tgtcctaaaa
  2641021 gctctcctgt atttctatta actaacaacc ataccccgaa atcatactgt tcccaatgtg
  2641081 atattagttg tataacatag tcttttgctt cttcctttga cattccactt gatttagcaa
  2641141 gccatttgcc aatagcttct tcctttaata tgctataaaa ttgttcaaca tcttctataa
  2641201 gcggctttct cataaataac ctttttgtat gtattacttt cttttcttca aacataaaac
  2641261 ttcattcccc tccaaagttt tatacagtct agtaaattat accatgtact atttacccga
  2641321 ctttaactaa aaaaacagac taccacacac gtggagtctg ttttctcatc ctttattttt
  2641381 gtacatctgc ccattttaaa cttgtagctg gaccaaattg atgtacatat aaatctttca
  2641441 cgtatggttt ttgtaagtaa gataatccgc gctggaatac tggagcaata actgcatcat
  2641501 caagtagcat tttttcagca tcttgtagtg ctttccagcg agccttttca tcattaccta
  2641561 attcggtttt aatcttctta attaacgcat catattccgg atttgcatat tctgtattgt
  2641621 tcacactact tccagaaagg aatacttcta agtatgtcat tggatctgga taatctggta
  2641681 accagcgtga taacgacatt tcatattctt tcttcttctc tagcgctaat ttttgcgtgt
  2641741 gtggttgtaa tttcacattt acctttaagc ccggtaagtt tttctcaagc tgctctttaa
  2641801 tatattctcc tacttttttg aagttttcta aatcatagtt taataactca agcgtcactt
  2641861 catttgtacc agtctcttgc ttcgcctttt cccaatattc tttcgcctgt tttacatcag
  2641921 ttttattaaa ttcacctgcc gtacttctaa aatctttttt atctggaccc tttaaaaatc
  2641981 cttttggtac gtaatagttt gcagcgaccg aaccatcatt taaaaatgaa gtcgcaagtc
  2642041 ctttcttatc aaacactgta cttagtgcaa gacgtgcatt tttattttta agaatcggta
  2642101 cattttcatt gaatcggaag aagtacataa ccggatctgt atattgttta agctctttat
  2642161 tatttttata tttatctacg aattcagttg aaatgacagc tctatcaact ttatctgttt
  2642221 catataaatt taccgcagtt gaaatttctt taacaatttg atagtttact tcatctagct
  2642281 tcacttcttt tttatcccaa tacttatcgt ttttcttcat cgtaaaacta gcttcatgct
  2642341 tccaatcaga taatgtaaat ggcccattat ataccgcttt atttgcttct aatccatatt
  2642401 tatcaccttg ctccttcgca tatttctcgt taattggata gaaggacggt aaaataagta
  2642461 gtttcgtaaa atatggtaca ggatgttcta actctacaac gaacgtttta tcatcctttg
  2642521 cttttactcc taattcatct aaccctagtt gtttcttatt tattttctct gcatttttca
  2642581 catcgtacgc aatgtatgca tattgagaag ctgtatccgg gttaataagc tgcttccaag
  2642641 catatacgta atcttgcgct gttactggat ctccgttaga ccatttcgca tcacgcaaat
  2642701 ggaatgtata tgtttttcca tctttactca cttcatattt ttgtgctcca gcctcaatca
  2642761 cttcatcatt tttcgataaa cggaataatc cttccattac gttatttaaa acgttaaatg
  2642821 atactgcatc tgttactttc cctgaatgta acgatggaat ttcacccgtt tctagtaact
  2642881 gtaatacttt cttctcatct ttcggctttg tcgttgtttt ttcttttgcg cagccaacta
  2642941 aaatcgaaga aacgaataga gtactaaata atgagtagcg aacaaatttt ttcatttgaa
  2643001 aaccccctct attttttaag gtaagtaacg acgagcacca gcgtattctt ctatatatcc
  2643061 aggtgtattt aacggtataa tctctactga tctttcagct cttggtgagt gaatcatatt
  2643121 tccgtcacca atatacattc ccacatgatg gacactacct ttcccttgat catgtgtaaa
  2643181 gaagattaaa tctccttttt gtaaattttc tttatccact gcaactccat ttctcgattg
  2643241 cggaccagaa tctcgcggaa ttgtaatacc gtgcgattta taaatcgtat gtgtaaatcc
  2643301 agagcaatca aatccgaagc cacttgtacc agcccaaatg taaggtaatc ctaaaaacat
  2643361 tttccctgtg tttattaaat catcggccgc cgggattgga atatcatttt gagaacggta
  2643421 aaccgttcca tcattttttc gtagccaagc tttctgccca tttggtagca acacgcggta
  2643481 tgaaatcgta tcttcactaa gtagcggcag tcgcgtatta tagctcactt caagcgattt
  2643541 atgtttttca gaaggattta tatataaaat ggctgtcggt ttcgttacta acacgaaagg
  2643601 ttcatttgtt ttatctgcaa attcttgatt atatgttaac tgtttttcag gcatccatcc
  2643661 tgggtagcct tcttcatttc gaggtgttgg ctgaccatgg actaacactt tcacccaatc
  2643721 ccctttttta tctacaactg ttacttcttg gcctaataac gcttgcgttt ctaatttatt
  2643781 tgcacttgtt aaccaaagtt tctcatcgag cgtcatcgat ttcgtccact tccacaaatc
  2643841 aactggattt gtagcacttg gtgcatcaat tggccgtaat gaatcaggcg tggtccaaag
  2643901 tgttgcggca gatacatcga taaacgcctt actatctttc ttttcttcag catttgctga
  2643961 tgtaaacgat gaaaatataa ataaagttgt taaaaatgca gttcctactt ttttcataaa
  2644021 tatccccctt aaaagataat ttactagtct cttctcctaa gatttactat tcactgtcga
  2644081 ttgaaggttt acctttgatc cagaataagt cattccttcc ggttcttcca ttaaccaaag
  2644141 tggcgcatca agatcgaagt aatgaatatt aggatgtgca gcagctaaat gtgcaacagc
  2644201 actaacagaa agagaagatt ccatcatgct tcctaccata catttcacac cagctgcttc
  2644261 tgcgatatcg gcaatacgcc acgcttcgcg aatgccacta catttcatta atttaatatt
  2644321 gattaagtct acatatcttc cttgcacaat ttttaatgca tcactcgctg aaaatatgct
  2644381 ttcatctgcc ataataggtg tttgtacatg atctttgacg tactttaatc catcccaatc
  2644441 tttcgcatga acaggttgtt caataaattc aatatttaaa ttgcgatttt ccatctcttt
  2644501 aatgatagaa actgcctctt ttggattcca cccttgattt gcatctaatc gtaacgtcgt
  2644561 attttttggt acgctatttc gaatcgcttc aatacgttct aagtctaagt gtgcagattt
  2644621 ccccacttta atttttaaag tttgaaatcc tttttctaca tgttgctttg cctctttcgc
  2644681 cataatgaaa ggctcatcta cactcaacgt aatatctgta tgaatttctt tcttcccgcc
  2644741 taataatgcg taaagtggaa tgttatgata ttgacaatac acatcatata atgcgatatc
  2644801 taccgctgct ttcgcacttg gatttccaat gcaactcatt tgaatgtgct gcagtaactg
  2644861 ctgaaattga atgatatctt gaccaattaa acttgaacgc atcggcccta aaattgcttc
  2644921 ttcaatcccg ttagcgaaat cacccgtaat aaccggcgtt gcagctccag ctcccttacc
  2644981 gacaattcct tcatctgtat gaatatatac atctatactt tctatttcgg ttacggtacg
  2645041 aagcgcggtt ttaaacggtg tatgaagatt tacacgtcta cgatttactt ttacatcggt
  2645101 aattttcatt ttgttcatcc tttctttatc tagcaaaata gagccttaat tcttaacttt
  2645161 tttgaatcaa aagatctccg gttgtgctta ctttccatgt agaaggtaca tgtgaaataa
  2645221 aaaatccagc cataagaaga ttcttacggc tggattttgt ctatgaatgt gtagacaaag
  2645281 cagcgatttg gttatatttt ttctgtgcat cttttaatgc tacaagtagt gccttttgag
  2645341 aagaaccgaa ataacgatct tttatttcca ttactaacgc tgggtcatta atatttttat
  2645401 gtagaaataa atatttaaca aactgtgatg ttaatgcaat tgtcgctgag caatctgcat
  2645461 ctacaatttc cccagtctcc ttaacaagta caaacgctac aaaatagctt ttaaactttt
  2645521 cggtaatggg attattttga ggtgctttcg catcccctac gacttaaatt gtatttgaag
  2645581 cgtacacagc tctcttcctt tctaatacgg gataacggtt ttcttaatag tcgtatgagt
  2645641 gataaactca acgttgatta aaaaatgtat ccgcttacct tgtattataa tacaattgac
  2645701 agaattttaa caacatttat tttcgtatat attccataag tataaaaaca gctcaagctc
  2645761 ttcattttta caatatgtaa ttgtttcttg taccatgaca ttcatacatg aaaaaacagc
  2645821 tagctatcgc taactgttct attacactac ttcggcaaca caaatatagt ttcatttgac
  2645881 ttagaaaatt gatattcttt tctcgcaaat ttcaaaattt cttcctcatc atctgttaaa
  2645941 ttttctatgt tagtctttaa agaagcctca tctttcttta aagaaaccaa ttgttttttt
  2646001 tgattcgtaa ttgtatcttt tttttctaca attatttctt gttgtttcgt taaaataaat
  2646061 tgaacgtaca aagtagccgc cgcaataaat ataaacatga atataaatcg ccttagtttt
  2646121 ttcttattaa ttgcttgatt ctcattagac tgtgatagtt gttcttgtat attaggaaca
  2646181 tttattcgct tgagtttcct cattatgaaa tccccctaac acatatattt tcactaccat
  2646241 cggcatgatt tcttattaac tttaattcta ttcttataaa ataagctcct tcacaaaaat
  2646301 atctcactaa ttaaccaatt aaagatagca ttcgacgaca tttccatatt tacattgcat
  2646361 ttttttatgt atgctggcat aaaatagtag tttctgttat tctttttcta ctattgtaga
  2646421 agagtttttt tacatacaaa gttctccttg ttttaacatg gttacaagga gaaaagagat
  2646481 gcattttcgt acattcaata aaactagaat gactgtttaa gagcttaagt ttagagcata
  2646541 gatcatacct atatacactc aaaataagaa aaaagcccaa tttgggcttt tttaatttta
  2646601 taaatcaata tcatactcca tacttttggc cgtttcttca gcaatctcca cacctaacaa
  2646661 atttttcaca atatgaaatg atatgttaat accagctgaa attccggctg atgtaatgat
  2646721 gtgcccttca tctacaaatt tcatattctc catttcaaat tatagtttac ataataatat
  2646781 tatctgttta atcactatct tttattttaa atattaaaat tttctgctaa aataatacta
  2646841 atcatgttta gtatggagga gaaattatgt tacaagtaat acctttaaat agtgaagact
  2646901 atgatttaat taaagcggct gaaaaagtaa tcgaaaaaaa ctataaatat ggccgtcatc
  2646961 atatcggttc agcagtacgc actaaaacag gtaatattta tgcagcagtg catgttgaag
  2647021 cgaatgttgg aagaataaca gtatgtggtg aagctatggc aattggaaaa tctatttcag
  2647081 aaggtgatca tgaatttgat accattgtag cagtcgctca cccacaccct catgaagata
  2647141 tagaaaaatg ttgggttgtt gctccatgtg gtatgtgtcg agaattaata agtgattacg
  2647201 gaaaaaatac gaacgttata ctttcttata atgatgaact tgtaaaatgt aacgtaatgg
  2647261 aattattacc tgaaaagtat acaagtgaag tagaataatt attccagttt tccattcatc
  2647321 ttataatatt attccaataa aaaaacaatc cgttttaaaa acgagttgtt tttttatttc
  2647381 tgttttatgc agtttatttt atttttctat ttttttaaat gattagatta tcattaacaa
  2647441 aaatgaaatt gaaaatattt aagtttattt cattttttca tttgaaaata aaaatgcact
  2647501 ttctccttat attcgataaa tatgaatata aaatctctaa aatcagcagt cttatcatac
  2647561 caatctataa caattctgcc ttcttccctt acctgtttcc tttaacacat atgattttaa
  2647621 tacaagcgac gttaatgaat ctgttaatgt tttatatgat aaattagata atgctaatag
  2647681 atcgttcgta tataacattc tatgcttctc taataataat agtactaatc gttcagacgg
  2647741 ttttaatgcc tcatcacttt cgagtataaa gtctatattt ttcatttctc taattattac
  2647801 tccttatata aaaaaatact tacgcaacta atttaatata aaaataatac ataacaaaat
  2647861 ttgaaatata ttaaaataac attgttttaa aacactatta tactataaca tagaaaaagc
  2647921 atttcccgaa ataggaaatg cttttttatt gcttatagaa ttcttcaaac gatacattat
  2647981 atttcaaata ttgatccgta caattcccta caaacttctc tgatcattca aaagtatttg
  2648041 tagtacatca agttctacta aaatgagtta accattttcc ggcattttgt tctaccttaa
  2648101 atatttcttg cgatgtgcgg cttactgtaa tgacttgttc caccaccgcc tactactact
  2648161 ttaccgccct gttcgaaaat taataattta cttgaaccat ctgcaagaag tactattact
  2648221 tcagcattat tacttgttgc tacataaatt acataaccac tttttgatat acaagtttcc
  2648281 caattcgcat caaattctga tcttaataca cgatttgaat acacttgatt ttcaattcta
  2648341 ttttgttctt cgtttgccaa atttatcccc tacctctcta aaatatcatt tatagaaaca
  2648401 ttacagttct atttaaaata gtgactgtct ttaatataaa tagtatatgt agttagtaaa
  2648461 aggatgcttg gacaatgaaa acgtaataac atgtacgtaa tatacaatta aaacaagaca
  2648521 atcgatattg tatcgattgc cttgttttct tacatacttc tttatttttc ttttcgtact
  2648581 gcttcaaaag taaacatttg atttgccttt gacggttttt tttcaaaaac atagtcagca
  2648641 gagcaagtaa tattagagaa accaatactt tctaaaagaa gtttaaactc ttctattcca
  2648701 taccaacgca ccgcaaagcg ttgcaattcc gtttgtacta actgcccttt actccatttt
  2648761 tcatatttta aatatgatag agtagtttga ttcagccaat ctatttcaat tgatttattt
  2648821 tctaatgtaa ttccgtctcc atttggcaaa gaaaaagtcg atgtatgaat ctcccccgtc
  2648881 ttccagtcat acggaagcat aatatctacg attaatcgtc cgcctggatt aagatgttca
  2648941 taaaaacatt tcaatgcatt tatagaatcc tctcgatttt caattaagca aaaagaacca
  2649001 gtaggaatga taattgcctc atatttatgc ggaagtgaaa atttttgtaa gcttccttca
  2649061 tataaattag ggtgtaagcc tctctctttg catcttatac ggcacgattc tagcatttca
  2649121 ggtgaatagt caatcccatc tactgtaaaa ccagcctcaa taagcgggat gatgacacgc
  2649181 cctgatccta ctgctgcttc gagaattcta cctctacaat ttttcaaaca tttttcgtaa
  2649241 tactcaatat caccatttaa agaataaccg acaggctttg tgtaatcata aagttccgtg
  2649301 caaagtgaac tataaaaact aaacatttat tttctcctcc gtttttacgt acggaagatt
  2649361 ttcattcaat taatcttcct gtacctttac ttttaatgaa aattcgaaag agctgactgt
  2649421 catactatat cactcgcttt ccatagaata taatcatatt gtataatatt tcctttgaaa
  2649481 tgccaatgta aataatgaaa attcaaactc tttaccaaaa ggaggatatg atgaattcat
  2649541 tcattatatt tcttttactt cttattgctt ttaatgctct aattttcttt atagcgaaga
  2649601 aatataggca aatatggaaa atatctagtg gtattttcat tcttgctgcc cccattgttt
  2649661 tcttcgccac tttgcacata attggcgaaa aagtaggcga tggattcgct ggaggttttg
  2649721 cgggccttat atttagtggc ctattgatca tgaatgcaat tttcttattt gttgtaagta
  2649781 tttttgtatc taccgataaa aattcataat aaactcccct tttcaaaata taaagagctt
  2649841 actatacggt aagctcttta tactatttat ttcacaattg gcaatgtcac ttcacttaat
  2649901 tttactgtaa gcttcgtgcc cgctttcggt ctaattgtat aatcatagtc actagccatt
  2649961 aaaacgaccc ctatttgatg cccagcttta aatacataat catctggctg catatcccat
  2650021 gtaaatgtat aatctttgcc cggttgaatc gccgttgaat tttctatact ctttacgttt
  2650081 tgtggatcca tccagcctct cgttacgatt tccggcttcg ctcctccata atcaacaagt
  2650141 aaagcggtta aatttgatac agatcgatca atatttcccg taattgaaat ctttggtgta
  2650201 ccacttatac gcgtatcttt ttgcagtaca ggcattgtat acactaatcg attggctact
  2650261 tctaattctg ggtttgcaac taattggttt gatttcattt ttgcatcatc tacgaatgaa
  2650321 aacatcttat taacagaacc catactcaat ggtaaattaa cggctttatt acttaaatac
  2650381 attcgcactt ttgacggcac agctgatgga tccggccaat ttttcatttt atcccaagtt
  2650441 ttattttcac gttgtacatc gaccattggt tcattcataa ttccattttc aattccgtat
  2650501 aaccaataat cgaaccattt attttgtgtt ctttgccagt cattcgttga tgttccaccg
  2650561 tgtccacctt gatgtagcca catttttcga gggacattat tctctccaag tgcttcccac
  2650621 cattgcgcga actgcttcgt ctttacattc caatcattta aaccatgaac aacaaataca
  2650681 ctcgctttta cgtttttagc atcttttaca taatttcgtt tatcccaaaa atcattataa
  2650741 ttaccagttt tccggtcctg tccggctgtt agctctttta ttacttgtcc gcaaacttca
  2650801 gggttttccc ttgttaatac tgcttcggcc atattatctg tatcttctcc ttggtatcca
  2650861 cctggcgcaa tcactgcacc gtttgcacga taataatcat accaactact aatcgctgcg
  2650921 attggtataa ttgtttttag cccttcaacg cctgtcgtcg caacagcatt tggtaacgta
  2650981 ccattataag aaactcctgt cataccgaca tttcccgttg accaatcggc tttaacttcc
  2651041 tcaccatttt ctttatatgc tttcgcacgt ccatttaccc aatcaattac agatttcgtc
  2651101 cctaatattt cttgctcatc cccagtcgtc ggacaccctt ctgatttccc agttccaata
  2651161 ctttcaccta aaatgactgc atagcctctt ggcacataat aatttccata cgaaccaaga
  2651221 ttaacagctc catacggttt cccttcatac gcatacaatt cttcatctac gttatataca
  2651281 ggaacatctt ttaaaccagc tcgatatgga ctcatttcat atataacagg aactttcaca
  2651341 ttcgaatcag tttttggacg cataaccttt accgatacac gatccttttt tccatctcga
  2651401 tcactatcta cttccgtttc tacaaataaa ttttcaataa ttgcttcatc aagcgaataa
  2651461 atcggttttg tcatcccatt ttctaattca attttcatgt ttgattgtaa cgcctctgaa
  2651521 acttttccat ttaacttcac gtcattctca tttatgtagt ttgtttcttt attgtctgca
  2651581 tacgcagtcg tgctagaaac tcctgatgta attgataaag ataatattgc tgataatgtt
  2651641 gctattttct ttttccccat acccttccct ccccatatat ttctcttttt actatacaat
  2651701 aaaattacag aaaattcagt ttatatttta tacaacaact tgagaaattt gtagaacact
  2651761 cttccaacgg gctttcaagg ttatatattt tgaattacta cttacatata tcaataaaaa
  2651821 aacatcgcct attaatagac gatgctctac tagtattgaa ttagtcattc ttcatatgaa
  2651881 tataaaatcg tatttctccc cctatagtaa ctacgccata gtcaaaacca tgtctttcta
  2651941 caatactttt cacgatcgct aagcctagtc ctgtacctga acgatcttta ctacgagaag
  2652001 attctaagac gtaaaaaggt tcccaaattt tatcgatatc tttcatatgt tcagcattca
  2652061 taccattttg aatttgaaaa tatacactct catttcgatc ttctaatgta atttttatat
  2652121 tttgatttga tgtatatttt atcgcattag aaattaaatt ttggaacacc attctcattt
  2652181 tatttacatc tgcataaaca attgcatcgc caacattata gttcacttgc aaattaattt
  2652241 ctttcgactc cagttcaatc ttatgcttat ctaatatact ttggactagt gatttaatag
  2652301 aaaattcttc tttttgtaac acatctcttt ctagtttaga aaatcgtaat aactcttcaa
  2652361 ttaagtttga tatgtgatcc gattgtttaa tgattgtatc tatgtatgta ccatcatcta
  2652421 gaccatcttt tattcccata gaatatgctt tcactaacgc gattggagtt tttaattcat
  2652481 gggtcacatc acccataaat cgttttaaat gttcattacg atctgttaaa tcttgatgcg
  2652541 cttcctgtag tttttcactc atgatattaa tactagtagc taagtctcct atttcatcat
  2652601 tcgttttcac ttttgtcttt ttaaactgta aacgtgaaat atcttctgcg acatcactta
  2652661 attctttcag cggtgtcgta attgtttttg acaatatcca tacaagtacg ataatgagaa
  2652721 aaatcgtaat aactaaaatg aataaataaa atgagtttaa cgtttttatt atttcatttg
  2652781 aatgtgcgat agaaactcct actaaaatca acatatcatc cttcgccatg tatttcacaa
  2652841 aaaaactaga tttgattttc tcttgatcat atattttatt cgaatgtccg aatttcttta
  2652901 ctttcattat ttcttctttt gtaatccaaa ttttattaag ggcaactctc ttttttgtaa
  2652961 gttgcatacg taactcatca ttaatatgat cttctgagtc ttttatggat gtatacgcaa
  2653021 tcgtaacatt cccctcattt tcaatgctcg taattgcttc atccaattgt tctctcggta
  2653081 tggactgaat ttgcgctgta ataccttcta agctttctcg tgttttgtaa atattatatt
  2653141 tcggtaaaag atagttaatt aataataaag agatcgtaaa tataagaata acggttaaag
  2653201 atatactaag aaatagcttt tttccaagct tattcactct gttcctccaa actatatcct
  2653261 agcccgcggt gcgtctttat aatattttct ccaatttttt tcgtaatctc cttacatgtg
  2653321 tatcaacagt tcgctcttct ccaaaatagt caaatcccca tacgatatct aacaattttt
  2653381 tacgagttaa aatcatccct ttatgattta aaaaacattt tattaattct agctctgttt
  2653441 ttgtaatatc taattccttg tcatttttat aaactttatt tttcgtaaaa tcaattttca
  2653501 aatcttgaac ttgaatgaca tcatcgtgct gtattagctt tttcgctcga gtaatgagta
  2653561 cacctggatg aaatgttttt tttacgtact catctgcccc gctttgaaga gctgctaatt
  2653621 catcttcgct ttcacttttc gccgtgagca ttaatacttt tacgcttgag tttttcttta
  2653681 tttcctgaca aacagtaata ccgctatgtt tcggcatcat ccaatctaaa atagctaaat
  2653741 caattttttc atcataaaat atttgaagtg cttcttctcc atctttcgct aagaaaactt
  2653801 cgaagccttc tttctcaaaa taagctttta aaatccttag catatcttgt tcatcatctg
  2653861 cgattaatac tttcatacat tatcctccat tgcttttaaa caaaaatcaa ttgtatcata
  2653921 caacttcttt gttacatgta tgtgacagaa aaatatttga accagttaag ggtatagtaa
  2653981 aaacgaggtg ttgtactatg atgaaaaaaa tcggggtcat tactcttctt ttcttcttat
  2654041 tatcaacaaa tgcgttcgca aatacaaatc aacaaattga agtatttgat tgtcaaaaag
  2654101 aaatggtcgt tcaaaaacaa tctttagatc cagctattca aaaagaagct attcaatatg
  2654161 ctaaatccat tactggccca ttcaaaaact taaacgtcgt tccaaaagat ggtcacatga
  2654221 taaaaatccc tttatctaaa ccagtttcta ttacaaatca atggttacat acaacaattg
  2654281 atgaagtact tattctcctc cctcttaatc aaaaacctta tattatgctt tacgacgatg
  2654341 aaaataatcc acatttctat tatgtaaaag gtgatccgaa gggattattg aagcaaatga
  2654401 atgtaagcac ataattgact agaaaaaaag agatctcgta agcttatttt tagaagccga
  2654461 ggtctctttt ttctactatt atttcggtaa atgaaattaa attttctttt tataaatata
  2654521 ggaactcgag actaataaaa tattgtttta atagcctttt ctataatact ttatagtgac
  2654581 tagatctttt atatacttct ctcttcacaa atccatttgc agtataaaat acatcacctt
  2654641 gtttcgtatc tgtatgtaaa accaccactt taaaatactt ttctgcatga gataatagtt
  2654701 tgtttaataa caacttccct agtcctatac gacgatagtc cttcgcaata taaaatctcc
  2654761 ttaatcggcc aatcttatta ttttctgtat acggatccgc atttagccca cctattccaa
  2654821 ttaacttttc cccttgaaaa ataccatata gacattctcc tgttttatta aatgtgttta
  2654881 ttttattttc atattcactt attagtttta ttaggaaata aaacccttca tctttgcttt
  2654941 cctgaacaag ataatcggat tcgtatatca ttaaatcttc aatttgttga atatgtatat
  2655001 ctttcaaagt aaatcccccc ttaatatgga aacacataaa aatgctctag aattattgat
  2655061 tctgagcatt tttatgattg ttatcttatt caattcgtag tatgtgtatt cttcacttca
  2655121 gttttaaatc gataatatag ttgtttaagt cttattgaac taaagtagct gtttgcttaa
  2655181 atgaatagat ttacatttat aatgcctctc aaatataata tcagtttata aattcattat
  2655241 tctactctaa cattgttcaa gttaagttat aatttgttaa tctataatct tgtgtaacca
  2655301 cagttcaaat atctttaact gttcttcagt atgaaaataa tgttcacctg tctccatgac
  2655361 ttctaatgca caacgatgtt tttttgtaaa atcgttaata atttcaaatt cacacagttc
  2655421 atccttggct ccatacataa tatatgtatc tatattccat gtattaatag gatgttcttt
  2655481 tacatagcat aaataatccc aatataactt ttggccaatt ggtgtctcta tagtcatttc
  2655541 tttttgcaaa agctccggtg ttacattaaa ccatttcatc atattttcaa taattcgttc
  2655601 catattaact actggtgata aaaataatgc cttttctatc acatcatttt gataggctaa
  2655661 aagactaaaa taagctccaa tactacatgc aaacacactt acttgtttcc aatgttcttt
  2655721 tgcgtaattc ataattatag ataattcact aacacaaacc tgtactttgc aaggtgtatt
  2655781 atcatttgtt ctttctccat gctcaggtaa atcaaaactt aatacttgat aacctttttg
  2655841 attagcttct tcagctaatt tttgaataac tgtatcctcc ttatttgaca tatttccatg
  2655901 tactgcaata aaaacttttt cacttctatc tccccacaaa accgcgggaa tattactaat
  2655961 attaaaatta tctttaagca tatttcctcc gtggaataag atatatagga attggcaaaa
  2656021 aactgcacac attttataat ctctgcacag tagacaatat ctccttcagc tccagtaaat
  2656081 catctattac tatatcagct tgggcaagtt catcttcttg tgcaaaatca aaattacatc
  2656141 caatcgcaat caagccatta tctttagctg cgtttatatc agataaacga tccccgacta
  2656201 cagctgcttc ttttatatca tatttgttca aaatactttt tactaagtcg cttttattaa
  2656261 gtgagtttat ttgttcaata ctaaacgttt cagtaaccca ttggtctaaa tcataataag
  2656321 atacaattgc tcgtaaatat tcagttaaac cattacttgc aatatatatt gagcaattat
  2656381 tttcttttat atatgtaaaa atttctttta cgttcggata taaagcacct tttccgctct
  2656441 taatgttttc aattaatctt tctaaaaaat atgcatctgt ttgttctctt atttcaagag
  2656501 aatgatccgg taataaagct tcccaaactt tcggtaacgg cacgcccata atttcacggt
  2656561 acttatcaat aggtgttacc gtatcccata attgaagtga tcttaagtga tcaaatgtat
  2656621 catctaacga taactctaaa attttatctg tttgaaataa cgtcccgtcc atatcaaaaa
  2656681 ttaatgcttg taacatttca ttctctcctt ttgaactata agttttactc gatatagttt
  2656741 tcaacatctc aacgataatt tctgaacaat agtttgcggc cgttttcgcg aagtcatcat
  2656801 aagaaatttg tgcttcatcg tctgcactgt cagaaataca tcgtattacg agaaacggta
  2656861 cttcatttat gtaggcaaca tgtccaattg ctgcaccttc catttctgta caatgcggtg
  2656921 catattcatc tattaatttc gcttttagtt ttgaatcttc aacaaaacat tcaccgctta
  2656981 caattcttcc ttcatgaatt tccatatgta aagaactact attacatgct ttacgcgcta
  2657041 gctctactaa ttccttactt gcgataaatt cttcttgaaa cgggaatagg tttttcattt
  2657101 gagtcttact tacatcatga tgggtaacat tcgttgaaat aacgatatca ccaactttta
  2657161 catccgggtg taaccctcca gcaacacctg tattgatgat agcatctaca tcaaatttat
  2657221 gaattaatgt ttgcgtacat gcggctgcat ttactttccc tacaccacat cttgtaacaa
  2657281 ttacttcagt tcccatgaat tctccaacat aaaaaggcat ccctgcaatt atttgttctt
  2657341 cttgcataat taatttttct aaaagtaagt ctatttcaat ttgcatcgct ccgataatgc
  2657401 cgattctgtt catgaatgta atctcccttt tcttataaat ctgccaatat actatgtaat
  2657461 gcactgtaat ttttagctat ccaattcatt tcatccgcga aacgtgaagg tggtacacta
  2657521 tgctgatcca tattggcatg aatccaccat gtactctcca tataccaaag catttgaatt
  2657581 gcccgaacaa tattccctac tggaaagtct aattcattgc ggtacccttc taaaaatgat
  2657641 gcaacaagac tcttatttaa acccccatca tgtaaggcac aagatataac cgcacgccca
  2657701 atatctaatt ctacataatc ataatccaga cgatcaaaat ctagaattgc tgagacttta
  2657761 tcgttatgga ataagagatt atctacccat agatcgcggt gcacccatcc ctttttacta
  2657821 ttataaaatt gatttacatt taccaattgt gttgcttctt gttgtaattt tatataagga
  2657881 agaatgtgct cttttcctag ttgctcggct tctctccttt tctcttccca atgtttcacc
  2657941 ctttcctcta tagtaggcgg aacaaattta ggggtttctc cttctattaa agagccatca
  2658001 tttaacagat tatgcatatg acctatcgtc ttaccaagag agtagatttc ctttttattc
  2658061 acttttccag gtgaaattag attaccttct ttatattcta aaactacaaa tctttcatta
  2658121 ttttttgatg tatgcattac attattttta taagttagaa gctttgggca acttatacca
  2658181 ttattatgca gcctttgctg ttggtgtaat gcttgcaata acgtcaatgg gtcatataac
  2658241 ttatatcgtt ctttattata ttgctttaat acaaagttcc ctacatccgt ttcgagtttc
  2658301 cacttcaagt ttaaccaacc acgatgaatt ggaattactt cttttatttt aaattcaaat
  2658361 aaagattcgc actctacttg cagctcttgt aatatcatat tagctttttc attagataac
  2658421 gactctatca tcttttttat cctttcttaa cttgatgttc ctttcatcct ctctaccata
  2658481 actgaaatta aaaatttcgg aagtacgagt tgtctcttta ttcttttcgg ctgtgagagt
  2658541 aatctatata accattcagt tcctgtatcc ctcataattt tcggtgctct ttttacagta
  2658601 ccagaaatta tatcgatcat acctccgata cctatagata gcggaatgtt taatgtttgt
  2658661 agattttcat aaatgaattc ttcttgtttg ggtgagccta gtcctactag cagtaagtcc
  2658721 ggcttgaatt gcttaatttt catttttact tcttctattt cttcaccatt tacaaatcca
  2658781 tgctgccctt taaactgtgc tcctgggaac tgctcattta atttttctaa tgccttttta
  2658841 ttactttctg gagcagctcc aaaaagaaag acccgacatc cattttcatt acaatgtttt
  2658901 attaaatcgt gagtgatatc tgccccagtg acgcgttctt tcagcgttcc ttttaatatt
  2658961 ttcgaaccaa ttatgacgcc aattccatcc gctgttatta aatctgcaga aagtaatatc
  2659021 tttttaaatt gttttgattt agccgtgttt tcctttgcag acataacaat ttcaggattt
  2659081 gcagttacta caaatcttgg tttttcttgt ttttcatgta gccaaccttt taataaactt
  2659141 atagcttttg catattctaa agttgcaaaa ggtattccct ttataagttg gtgatccact
  2659201 atactctccc cttatataag cctcaaatat gcatcaatat ctttagaaat ttgtttaaaa
  2659261 gctttatccc agaatgcata gcttgttata tctatttcaa aatgtttttt tataagctct
  2659321 tccactggag cctttccatt ttctcttaaa aactctttaa acttcgaatg aaacgtactt
  2659381 ttattttctt tagctatttc taataaacta aaactaacta aatatccaaa tgtgtatgga
  2659441 taattataaa aaggaacatc tgctatataa aactggacat atttcatcca aacaaatggc
  2659501 tgatattctg ataatgcatt cccatatgct ttttcttgcg ctactataga tattttctcg
  2659561 atttcatcag cacttatagg actttcttta catttttcat aaaagttctt ctcaaattcg
  2659621 aacgatgctc gaattgccat tacataatta aaacagtttc ttattttcca gctaagcaat
  2659681 gactttttta tatctatact atctgttgtt tgaattagat aatttataag cagcgtttca
  2659741 aagaaaatag acgctgattc agctgtactc attggcaaat aatcatctaa aaaagaagag
  2659801 gattgctcaa aactcatatt ataaaaatgc caagcatgtc ctagttcgtg ggcaagtatt
  2659861 cttacactat cgatacttcc gtcataacgc atagagattc gagattcttt ttcactgaaa
  2659921 aaaggagcac aaaatccacc tgggggttta ttctctctcg gttctgcatc tacccaacca
  2659981 ctttctatcg cattacgtgc taattctgct aattcttcat ctatattttt aaatgcaccg
  2660041 tatatgtttt gtactgctac tgaaaaagga ataatagcct cattattttc ctttactgtc
  2660101 ataatttcat gccatgttat cgagattttt ccttttttat acacgtttaa agcacttact
  2660161 aatttatcta ggttttcttc tgtcgcattc catatttgta ataatacagt ttctgaaata
  2660221 ccattcgcat gaagggagct tgctaaaatc tctctatctt ctaattcatt gccctttgta
  2660281 ttacgcaatc ttcctatttg atttaataca gtagcaaaaa tttctttctc cttatgtaaa
  2660341 gcacatgtta atgactcgaa tacttttact ctttcctttt cattatcact attcattgca
  2660401 acatgatttg cttgtccaaa tgataattgc ttattattgt gttctatttc tatcccttaa
  2660461 ttgtatgtac atattttccc acgcatgaag ttcatctttt attagcctag tattatcggt
  2660521 aatttccact tcactttgct gtatgacttg ctgcacttca ctttttagtt cctttacttt
  2660581 catagtcaat ctagtaatgt cagatgaaac actttcttca gctgatcggc agtacaaata
  2660641 gtattctact ttttcgatag attgtataag atttgaaaga atccctatat cttttgttac
  2660701 aaaaaattgt tctttcaact ccaatattgg aactaaaata tctgtattcg aatacaatcg
  2660761 acctaaatcc catttagcaa tttcatgcat ttctatagcc gcctcccttt tttacaaata
  2660821 gttacaaata ttcccccttc acaattatat atgaaacgaa aaaattttaa tatctttaag
  2660881 tatttagatt tttacaagcg acatgaattc aaaaaaatat gattctgctc atgacagaat
  2660941 catattttta acatcttata tttagcattt acatactatc ttcataaaaa actaatttat
  2661001 atatttagta actgcttttt cttcgcatta aattcatctt ctgtaataac gcccatatct
  2661061 agtaattcct taaacttttt cagctcatct gctacagaaa tagtagcatt accttgaaga
  2661121 aaaaaaggat tgatcaaaag atcaatcctt tactctactt catttaagaa aaataacgtt
  2661181 ataacgccag gtcctgtatg tgctccgatt gctgcaccaa ttgtgtttac gataaaaact
  2661241 tcacagccaa atctttctgt aattaatgct tttaatgctt cagctgtttc taagtcatcg
  2661301 ccatgagtca taccaattgt ttgaccttta agctcttttc cgcgttcttc cataatatca
  2661361 acaatacgac tcaatacttt ctttttccct cgtacttttt caagtggtac gagttttcct
  2661421 tcttccacgt ttaagatcgg tttaatgttt agtaaaccac cgataaaacc tgctacttta
  2661481 cttaagcgtc cacctctcac aaggtactgt aagtcagcta cagtgaagat atgttccata
  2661541 tggttcatta gaaagtcaac acgttttaaa atatcttctt ttgatgcgcc gtctttcgcc
  2661601 attttagcag cttctaaaac gacaagccct tgaccaagcg aagcacattt cgtatcaata
  2661661 atttctaaat ctaagttagc atatgtttct tttacttcct ctttaatgag aactgatgat
  2661721 tgatatgtac cagacagttc agatgaaaaa gctaaatata tacaaggatt accttctttt
  2661781 gcataagaaa caaatttctc ttggaaagtt tcaagggaag gcaatgacgt tctataaaca
  2661841 gcgccttctc tcattttttg caataatgta actgactcta atgttactcc atctaaatac
  2661901 tctgtttctg cttcatcata tacacggagt ggaattaaat caatatcata tgcttgcagc
  2661961 aattctaccg gtaaatccgc cgcactatcc gtaatgattt taacacccat ttttaaacct
  2662021 ctattctgtt ataaatataa aatatataaa ataaaaatag tacttttaaa ttatatacgt
  2662081 aaaacttaaa tgaagaaagg aaaacacttt atattgtatg cactattctt caaaacttga
  2662141 actaataata aaaatcatgc cagtatgacc aattttcctg ctattatatt ctatataatg
  2662201 ggaaaatcac attttttata aaggggaaat ataaatgagt attcatatgg ctacatctaa
  2662261 tgatttagaa tggattaata atcaatatga ctcaatagga tttgtacgaa gtgatttaaa
  2662321 aagagataaa gttgcaatca ttacatacaa caatgcgtat gcaggtgttg gacgattagt
  2662381 ccaaatagat gaagatactt tagaaatggg cgggatttat attctccctc aatttagagg
  2662441 gctacaatta gccggggaac tcgtttcatt tttagtagaa actgcgaaga atttacaagt
  2662501 atcaaatgta tattgtcttc cttttgagga attagaaaac ttttataaga aatatggcta
  2662561 tactgaggtc gatactacga aagaagttgt tcatccaatt attctagaaa aatataattg
  2662621 gtgtttgggt cattatgaca agcatgtttt attatttaag ttgtaaatgt acataaagag
  2662681 agcatatata ttaattatat actttccaca tttataataa ccctacttta tttggtcaac
  2662741 atcagcttct acaagatata ctattactac atacgctgtc tttttcctta accttacttt
  2662801 cgtataaaag attagtttgt ttaaaattac cttaaatcgt attacaacaa actaatcaga
  2662861 acgcaaattc ctatataata caattaagta tttaaaagga gcgttactca tgctagatat
  2662921 attaagactc gttattttta ttatagttgc aattggcgcc atttttaaca tatatatgga
  2662981 atttaaaaag cctcaaaaaa gtatattctc aatcgttttt ttatcagtac ttctcattgg
  2663041 atcctcaggt ttaatcaaag atattttatc taaacttata tagttatttg attaaaaatc
  2663101 actgttttgt caataatgta agtaacatga ttgtatctct ccattccccc ttggagagga
  2663161 gcagctagct tttgctagct gctcttttat gtacaacgat ttcatctatt atccacaaaa
  2663221 tatgtatgat acgctttatc aaaaacatat cctagtttag cggatgtagt attcgctgca
  2663281 tcccagtttg gatgtatccc tttttctaaa cagtccaaaa ttagcgctgc actaactata
  2663341 gtcaccaatc cttttcttct ataattgtga tcagtcgcaa cttcaatttc aatgccttta
  2663401 tcataaatac tatatgataa cagttattag actcatgaat gatttgcaat ctacaaagat
  2663461 aacctcattg tcctcttgca cgcatgatat gatacgatac ctttcatctc attaaatgca
  2663521 ataagatatt acaatttcat gctgactcgc aatccattac actccatccc tatactatat
  2663581 gtttttatct aatacatata gtatagggat gaaatatgag aagagcttag acagtatact
  2663641 tttaacctag acatatagtt acttattcat tacacaaatc atgaaattat gtctataatg
  2663701 ggtaaaaaca cttaaatttc cctataaata catataacaa tttcatcttt catgaaaaaa
  2663761 acgttataat gaggtgtagc ctctacgatt acgttataaa ggagattaaa acaatggcta
  2663821 aaattaaagt ataccaagca aaagaagaaa atatggaaac agtaaaaaac attattgatg
  2663881 ttgaggagca aaatcccact gctgaaaact tacaaagtct ttacgcatgt gtattagata
  2663941 ctgaagatat ggcattgcct gaatcataca ttgaagaaga tatcttaatt gattctattg
  2664001 aagttatggt taatgcttct caaagcaaag taagagactt aggtgcttac gatgtaatcg
  2664061 aagttcaaaa caaaggtaag aaaacacaaa ttttattatt agcagacgaa gaatacgaaa
  2664121 tcatcgaagg ctaatctaaa tccgtacata cgaaaaagct cccttccaat tggaaaggag
  2664181 ctttttcatt acacttttga tatttcgcct tttttattct tttgttgttt cttcattacc
  2664241 atgcgctcat tccccataaa gaaaataaat atgaatgcta aaccagctgg taccaatgcc
  2664301 cacataaatg tttggacaat tgagctagaa agtgcgtcaa taattttatc taatatttgc
  2664361 ggcgggattt gagatcttgc cgattctgat agaatagctc ttgaatctcc taaagcgttt
  2664421 gtattcattc ccccgctcat ccctttaaat acttcttcta attgatcttg gaagccagtt
  2664481 ctttgaatca ttccgaagat tgtaatacca agcgtcattc ctaatgaacg aatgaaatta
  2664541 ctcgttgaag tcgcagatcc acgctgctcc ataccaaagt tgtgaatagc tgccatactt
  2664601 agtacagaaa atgagaatcc aactccaaat ccgataataa tcatatacac tgttaataat
  2664661 gcgcgacttg tttctggcgt taatgcgctt aataaaaata gtccaattag cataatgacc
  2664721 gcagaaataa tcataatgtt tcggtagcta agcttcgtcg ttaaaaatcc gcctaactgc
  2664781 gctgttacaa ctgatcctaa catcatcggt aaaagtaata accctgagtt tgttgcacta
  2664841 cctccgtata caccttgaat gaataacgga atatatacag ttgccgacat aaacgcagca
  2664901 ccgtaacata aagcaataat ggtactcatt ccgaataagc gctgcttaaa catctcaaat
  2664961 gaaatgatcg gttcttctac tttacgttca ataaaaataa atgaaataat taaaatagca
  2665021 aatccaacaa ataaacttaa aataaaggta gaatcccaat catatttttg tccaccaagt
  2665081 tcaagcgcaa acattaaaca aattactgca ccaactaaag taattgcacc agaccaatca
  2665141 attttttgct ttctatgaac tcttgattct ttataaaaga acgtaataaa aataagtgct
  2665201 aaaacgccaa gcggtaagtt aatataaaat acccagtgcc agctaatgta atctgtaata
  2665261 tatgcgccaa gtaatggccc gaaaatactt gataaaccaa ataccgctcc aaataaacca
  2665321 cccattttcc cgcgcttttc aggagggaaa atatcaaaaa cgattgtaaa cgcgatcggc
  2665381 actaatgccc cgccgccaat accttgaatg gcacgataaa tacctaactg tgtaatattt
  2665441 tcagcagtac cacaaagtgc cgaaccaacc ataaagacga ttaaaccaaa aataaagaat
  2665501 ctctttctac catacatatc tgatagttta ccgaaaatcg gcatacctgc catttctgcg
  2665561 accatatagg ccgaaacgac ccatacaaag ttttcaagac ctcctaagtc accaacaatc
  2665621 gttcccatcg ctgttacgac aatggtatta tccattgatg ccattaaaat acctagcaat
  2665681 aagcccgcca caacaaagcc gagcttatta ttcttctcaa ccatatctct tgctctccct
  2665741 catactactt atatttgttt atgttctttt acgactgcat tacctttttg cttaaaacta
  2665801 gtatgatatt ctacaacact aatttcacat cccggaccaa tagtaacatt gtttcctctt
  2665861 actatttcag caaccgtacg ttctaaatag atatcatctc cttcaataat tgaagtttgg
  2665921 aggttaccag catgactagt aaaaggaatc aatctcgctt ttttacgaac ggtaattttt
  2665981 ttaccaccaa tttctcttac cttacttcct tcataacgaa gtgagatttg aatattttca
  2666041 gcattaagta acccatcact ttcgagaccg ccagttaatg ataaatcttc tacttcaata
  2666101 tctcccttca catttaaagc accttttaca tcgacaaaat cacctaaaaa cttccccgcg
  2666161 atatccatca tacctctaac ttttgttttt ttaatatgtg catcaccatg aatttgtgca
  2666221 ttaccatata cctttacata ttccgcatct atattccctt gtacttcact atctccatac
  2666281 acgacatagt ttttcacttt catattaccg cgtacatcac tcgtaccata cgttttaaat
  2666341 tcattacagc tcatatcatt agaaatcgtt ccttcgccgc gtatcttcac tttgttataa
  2666401 tctccacctg ctgaattacc ggaaccattt actgtgagac tatgtggatg ttccatatta
  2666461 cttactccct cccattaaac ctgcttaatt tcctttacat ttgcactttt atcaacagta
  2666521 agaacacccg tatattcaat gagttcaatt tcacaattcg gtcctactgt aacattgttt
  2666581 cctcttaccg ttcttatgtg agcataatca atatcgatat tgtcaccttc taacagttca
  2666641 gcttctaatt gtaaaccaaa tactgattta aacagtctac taaaagtacc cagcctatgt
  2666701 cttactttaa tcgtttgacc accaatttct ttcgctcgac atgtaccgtg aatatttata
  2666761 tttatttcat ctgcacttaa taatccacca acttcaaact gtccatcaga agaaaaagta
  2666821 tccacttcac aattgccatc aatcgtcgct tgaccattaa ttttaaattc ttcacctgta
  2666881 acatttccac caattgtacc ttttcctgca attttcaaac tgtttgcctt cacatctttc
  2666941 gtaatagttc ctttcccatc aattcgcata gttttcgcat gaactgtgcc atcaacttta
  2667001 cctgatccgc taattcgtgc actgctactt tttaaatcgc ccgtaacagc accgtaaccg
  2667061 ttacattcaa atttttcaca ttcaacattt ccattgacag tcccttttcc atttaattgc
  2667121 actttatgaa actcgccacc attcgatgaa ccgtaaccat ttataattaa attttctgta
  2667181 cgcataattt ctcccccact acaatagttt cgtttttaat gcttcggtat atttcgtaat
  2667241 tgcttcacgt aaaacgattt ttgttccctt ttcaaaaatt aaatcatcca catttgaaac
  2667301 taagaaacat gtagaaatcc ctaacttacg aacgataatt aaatcacaag ttttatgttt
  2667361 aattgcttca taattttcac gtaaaacttg catgaccatt tttccttctt ctaaactaat
  2667421 ctctcccgat tgtaataatt cttctaacat gtacacgtaa agaatatcta caaattgaaa
  2667481 ctctgatgtt ttattcgttt gttctatgaa aaattgtaaa actggttctg atgcaatccc
  2667541 tttacgtaag atatcttctt ttgttaaaag aatttctctt acactcggtg aaaacatatt
  2667601 cgctagttca tcaagtgata aatcttcttt catcgtttga attttattaa tacgttctaa
  2667661 tatcttttct ttcggaaaaa atgtctcttg accagtgaat gttgactttc gtacaaacca
  2667721 atcttccggt attaaatttt ttcttttcca cctatataac tgtccgtatg aaataccagt
  2667781 tagctctaat aaatcttttt ttgaaattaa atctgtactc aactgtataa cactccttcc
  2667841 taataacaat gtaacataac actgttacgt tgtaaatgaa cttttatcac aagtatcgta
  2667901 acaatgtgta aaacaaacct gttttacata caaaaaaagg ttcttacacc tcttgtaaag
  2667961 aatgcgtaag aacctttttt tatcagggtt taaaccatat tttataaaaa tcgatccacc
  2668021 cttgtgaatt aatcattata ttttgtactt tttcatgaga agttacttgt tgtttgttgc
  2668081 gatataaagg aataacatga atttgacgta acaatgtgtc ctcaatatcg cgtaacagtg
  2668141 taactctatt ctctacttgt tctagtttga aataaggaga taacgttgca tgaaagtcca
  2668201 tgctgctttg cccatgaata aaactatttt ttgtaagaaa catgtatagt agactatctt
  2668261 ctattcgttc gctaatcgtt gcactatcat gcatcatatc agccttttgt atcgtattta
  2668321 tttccaataa ctcttctatt tcaagaaaat tattttctac acgaataccg tacttcgcac
  2668381 actctttttg tatccattgc gcatcttcta catgatcttg tcctgtaaat gtgtaaagtt
  2668441 gtagcacttc attttgatac atactttctt taattaaact ttctatatct tcctcaatct
  2668501 ctactatact gtcactagct aatagtattt cctttgccac ttctccacgt tctccaccga
  2668561 gttcttgaac gattgcttgg ccatgaatga ttttatataa cgcttttcgg aacatataat
  2668621 cttgcattga tccttctttt gcaagattgc atgttatata tgtcacgttc gactcaagcc
  2668681 gagataattc tttattatgt ttttctttat ctttatactg cgcctttact aaaatatcgt
  2668741 atgtatttac actttgttct acattcaata gttcaattcg gtcaagaaaa gatctttcac
  2668801 gataatataa atcatgtgct tccaatacaa ataaatgcgc attcttttcg cttaatttaa
  2668861 aggggcctgt tccaatgagg tttcgtgctt catcttcctt tacgatagaa cactgttctg
  2668921 cacttatcat atgtaaaaac atcctatttt ccgtacgtaa ctgaatttca ataacatatt
  2668981 catctactgc gcggaagctt tcaatatgtt gtaacatcca cgcatgtggg ttattttcag
  2669041 ctttcataaa tcgattccat gaatgtataa catcatgtgc agtaagttgt ttcctattat
  2669101 gaaagtgaac tccttttcgt aaataaaacg tccatatctt ttctgcatca ttatattccc
  2669161 attgaaaagc tagccttggt tctatatagt ttgattcctc atttacatat acgagtgtat
  2669221 caaaaatatg tttaaccata tgacattctg atcgcattgt agcgtagacc ggatctaatg
  2669281 caatatctaa attcatttga acctgcaaac gaagtacatc tcttctccct tcggatgtcc
  2669341 tttctatttt atgaccaaat attgaatcta tccaaacttc atactcttcc tttactgacg
  2669401 gaaattgtga gctatagcgt ttcacaaatg aaattccgct ttttacatcc ccttttttcg
  2669461 ttagttcttt tcctctgtct aaaattaatg tcattggttg ctttttaaat attaatttag
  2669521 aacgattccc tcttccgcgc cctggaaacc aagcaatcca atttaattca tctaactttt
  2669581 tgataattaa tttactatta cgttctgtac aaaataatgt ttctgcaatc atttgtactg
  2669641 ttacttcaaa ttgttcgcct tcttgtctcc ctttaccata ggcacaccat agttcaatat
  2669701 attgatctaa aataaacatc ataatccccc taaaaggtga aaaataaccc cttttgtttc
  2669761 tacccttttt ccatttcttc tttcatctta tcatttcaat atagaaagga ggaaacaata
  2669821 ttgaatcatc tcttattacg ttacaataaa ccaatcatta ttagactggg cggtgaatta
  2669881 ttaactcgaa caacagaatc catgttagca ctcattatga ttatttatgt taataaaatg
  2669941 ttaaacggta atataatgat tactatgctt attttcgggc tacaaccatt ttcagacatc
  2670001 gtatttacac taattgctgg tggaattact gataaatatg gacgaaagaa aatcatgtta
  2670061 ctaggattgt tactacaagg tgttgcaatc ggtagtttcg ttttcgctca atccgttttt
  2670121 atatttgcat tgttatacgt cataaatggt attggccgtt ccttatatat tcccgctcaa
  2670181 cgggcacaaa ttgctgattt aataaaacaa gggcagcaag cggaaatttt tgccctcctg
  2670241 caaacgatgg gagcaattgg taccgtaatt ggccctttaa ttggtgcagt cttttataac
  2670301 actcatcctg aatatttatt tataatgcaa agtattacac ttatggttta tgcagtagtt
  2670361 gtttggactc agctcccaga aaccgctccg gcaattacaa tgcccaagca aaaacttgaa
  2670421 gtatcatctc caaaacagtt tgtacgcaat cattccgccg taattggact tatggtttct
  2670481 acactgccta ttagcttttt ttatgcacaa actgagacaa attatcgtat tttcgcagaa
  2670541 gatgtatttc cgaatttcat tttcatactc gcttttattt caacatgccg ggctattatg
  2670601 gaaatcattc tacaaatttt cctcgtaaag tggtctgaaa gattttccat ggccaaaatc
  2670661 atcattattt cttatacctg ttatatagta gctgcaattg gctacggctt ttcagcaaca
  2670721 atcgtgtcac tatttttcac attactcttt ttagtcattg gcgaaagtat tgctttaaac
  2670781 catttacttc gatttgtttc agaaatcgct ccttcagata aacgtggatt gtatttttca
  2670841 atttacggct tacactggga tgtatctcga acgtgcggtc ctgttatcgg tgcgatttta
  2670901 ttaagtaaac taaacggtag tatgctattt tatatttgtg cttgtttctt aacaattgga
  2670961 ggcattatcc aagctctttt tgttcgaaat ttagagcgta agaaaagaag agaagttatt
  2671021 caaaaagatg ttttagagca tccccatcat attttataaa aggaagtttc ttatttacac
  2671081 cccaaaaaag gatgtcacat agtcatcgat ttcgactttt gtgacatcct ttttttatta
  2671141 tcctaccctg ccattttgtt tatactatcc tctggcgaaa ataccgaaat atgatttacc
  2671201 tttccagtcg attttggaat gatgaatttt aactcaaact gcttgtttac tttatataca
  2671261 tatattttat cctcaccatt tcctttaact gagtttggtt ttcctaatgc cttttcaatt
  2671321 tcttgtaatg taattgattt tagttctgca tgataggagc gtacatcaaa aacttgtgat
  2671381 cctttattaa aaccgaagga aacattttta tttgtaaaag ttgcgtacat tccgtttcct
  2671441 gcttgttctg ttttatctgc ttttccccac gctttttcta tttcttcaat atctcctgta
  2671501 tgagctgcga acggaacatt aggtactttt ccttctttcg ctagttcaaa caagttttta
  2671561 acgtggttaa ttgatttttg gtttataact atatccttcg aatttgaatc ggtatttgat
  2671621 ttaacctcag gctctttctt tccttcagaa gaagtattct gttcgttttt actattttcc
  2671681 gaagttgggt ttgtttcctt tttttcatct gttcctttac atgccgctaa ggcaaatatg
  2671741 catgtaaaag taagacataa taaagctatc tttacataca ctttcataca tttcagctcc
  2671801 ctattaaatg ctattcattt cgataaccaa tccaacacac tactttttaa attgtattta
  2671861 ttccaaaaaa taaatacttc actctctccc aatgcttgta caatatattc tacaaaagca
  2671921 gttcctaaaa aataaccgag tcggttgtat ccaaaatact gcccaccaga taaccgaaac
  2671981 cactctttct ctttttcaaa cgtccatcct tctatataat cttccaaaaa acgtttcttt
  2672041 atatgttctt cattttctat atagcattgt aaccaacgtt caccatcatt gtcatatgag
  2672101 taatatactg attcatttaa accttttata atttgctttg ataagtatgt tgcaatgcct
  2672161 tcacgataca aattaactgt cgcatcggcc cactcggctt tcccccagtc cattccatca
  2672221 ttttgtaaca taacattatg atatatatgt cctatttcgt gagcaacaat aacacgaagg
  2672281 tgatttaaat ctggagataa tttttctgcg gcaaaaaaca tatctccaat aatctctctt
  2672341 tctacaaatg catttgatcc aaatcctcca acaaataaat gaaatttcat ttttacatca
  2672401 aagttaaatt tattatgata tgcatttgtt acctcttgga taataattgg taatgattct
  2672461 gcaatgatac gaatatcttc tatttttgcg ggatatagat taatggcatt agaaagacgt
  2672521 tctttcgtgt taggacaatg atacttaaag tattcttcaa atatttctgg atgcgaagtg
  2672581 aagtattttt taagcgctac taattctact tcgttacttt cccataattt taaaaaattt
  2672641 ggaattgtat tgtttatcat ttttcccatc tccttataca ctccttctcg ctatttacac
  2672701 tgcaatcctt ccttaaacgt agaaaaagca acaaaggagg atgaaccttc tttgttgctt
  2672761 tttctattta atcaaaccat ttatcaccat tagaaatcca tttaccattt tgcaaatcat
  2672821 aacattcatt ataataatga aaaaagctgt ccaaaaagga cagctttaca tatgtatttt
  2672881 tacacttcga ttgacttacc atcttcaaca atatggtaaa gtaagtgagc taaatgatga
  2672941 attggaccat attcttcctc ttcctcatcc gtttcgcctt ggaattcaag atcatttaag
  2673001 tatagtgcta aaaattgata gtatagtttt aaatcaaatc cgtagcacgc agttggctct
  2673061 tcatgatctc cttcatattg tagcattaag tattgatcat ttccttctgc atcttctgca
  2673121 tcaaagaata cgaagaatcc aacatttgta tctaaatcaa atagatgacg agtgcctttt
  2673181 tctgtcgctt tattgaagtc ctcttcactt aatttatgta ctgttgtcgc tttagcatta
  2673241 tcttcttgat gaaaatttac tgtaaatgtt ttcaatgctg acacctcctg attgtataat
  2673301 actagcataa catataaaaa ggactgctta caaatgtaaa cagtccttac attcattttc
  2673361 gcattgctcg caataagaaa cttacgatga agattaaaat aatcgcacca attaaagctg
  2673421 gaataattgc atatccgccg attactgggc cgaaactacc aagtaatttc ccaccaatcc
  2673481 aagaaccaat aataccagcg ataatattac caattacacc acctggtaca tccctgccag
  2673541 taattaagct agcaagccac cctaatatac caccaacgat taaagaccaa atcatatgat
  2673601 accctccttt atacttcaac aatcaaaata taattagaaa caattgctta ccattagtta
  2673661 tgttacattt tccataagtt attcatacag ctcaactatt agattatttc aaaataatga
  2673721 acagccagtt tttttgattt atggtagaaa tccttcatat ttcacatatt atggacaatc
  2673781 aggtttcaat attgtccgca taaactcttc tttaaatgca ggatagttaa aaccaactgc
  2673841 aatcttttgt actggacgat catcaaacct tgtcggctca gctatttttc taaagtctgc
  2673901 cacactttgc cctcttgtta cgtcatttgt cgtactaatc caaactgctg attttttata
  2673961 ttcaaaaata tcatcattta taaacgaaat aaacggaagt aaatcatgaa tcggacttcc
  2674021 agcaatacca gggtattctt ttttataaaa gttctcataa taaaaatcaa tcattggttt
  2674081 tataagtttc gcctgccctg ttccttcttt attaataata tccaccattt caggagtaat
  2674141 tagggcttct tgcgttacat ttaatggata aatatgcgca ttctttgcgt acttcattac
  2674201 aatatttgcg gcgattggat ctccataaaa attcgcttct gatacaggag taacattacc
  2674261 aggaaataaa aaagcaccgc ccataatata atacgaacat actttatcca tgacatttgg
  2674321 atataataaa aataacgttg ccaatgttgt taatcgtcct gttgctacga taataatatc
  2674381 ttctggacaa ggttcaatta atttaattaa ttcacaaaaa ttttcccgtt tacaaatcct
  2674441 cagatcaggc ggaataattg gccctaaacc atgctcccca tgaatttcag gaaagaataa
  2674501 aggttcttca gctgtcatcg gtcttgctgc accctcaatg atttttactt ctgtagcata
  2674561 gtatctttct aaaaaataca cattttctgt tacgatttct cgcgatacat tcccatattc
  2674621 agcaacaata cctaaaatat ctaatttaca tgttttattt gcataaatta acgccacagc
  2674681 atcatcaata ccaaagtctc caaaaaagat gattttctta ttaactatac tcacccctct
  2674741 tcagcattat ctactattat tagtatgtaa aaaagacaag gctgtgaaac ggtgcaaact
  2674801 aaaaaagccg cctatttatt ggcgacttca atctttttat aagataaata tgctagtaca
  2674861 tttttacttg aatcatattt tggattattt ccttttctcg gttctctcat atgtgttttt
  2674921 tcaaatccag gaatatccgg cattttctcc ataaattcaa gcatttcttc ttcagttcct
  2674981 tcaatacgta cgcgaatcat tattacattt cctcaattct cattttctct gttactaagt
  2675041 ataacgtact ttggaaagac tgcaagaaat ttatcttttt aatgttgaac ttttttacat
  2675101 acaaacaatg ccatttcagt ataaaacgat atgattttat tattttcata ttgaatgtta
  2675161 aagaattctt gcatttcaac tgatgttttc atcatacatt ctgttaactt cacccgcttc
  2675221 tgcaaaggta cattcatcat atcgcaccac cagtcaaatt caaatttctt gtcaaaagta
  2675281 agacatgact gcatttgcaa accatttttc tctaataagg taatccattc tgtttttttc
  2675341 aaagcccgtt catgactcgg atctcgcttt ttttctataa aattataaaa tatgtcaaat
  2675401 tcattatttt ccggtgaaac gttatctatt aaaataaaca atccattatc ttctaacgta
  2675461 cgatttactt cataaataaa ctgagctgga ttcgtaaagt gatgtgctgc aattcggcac
  2675521 gtaattgtat caaaagaact atcagaaaac ggtaaactct cagcgtttcc agcaacaaaa
  2675581 gacacatttt catggccgtt acttataata aatttttttg cattctctaa cattttttct
  2675641 gttaagtcta aagcaactac ttctttaaac aatggcgcta atacatttgc aacatgtcct
  2675701 ccgccagtag caatatcaag aagacgatta ttatgacgag actcaacttg ttgaactaca
  2675761 tattgtaaat ccggtccttt agcatgaatt ttacttttta catacttctc cgcattatta
  2675821 ccaaactgtt gtttcacaag ctcttcttta ctcattttat catcttcttt ctattgttat
  2675881 ttacatatag aattcatata ataattaaag ttctctttat gtattttcaa atcctctttt
  2675941 cagctcactt cttatcatgc tgtcctatca tcaacataaa atcgattttc cgtttacata
  2676001 taaaacaaaa aggctacggg aacttgtccc ctaacctgac taaatatcaa ttacattttt
  2676061 actttttcat atacatctat ataatataaa tcctcttgca acttcataat aatgtctact
  2676121 tcgttataag tagcctctcg agcatgtaaa ccaaattgat ccataccaat ccatatccat
  2676181 ccaggtgtat gatagagaac atctatgtta aaatactcta atttagtaag ctccgattta
  2676241 ataaatttat ctttattagc aatttgttta tctattaaac catattcttt tccattttcc
  2676301 aatagcgata taatttttcc tacaatcggg tgttcacgaa caataaagtg atattccttt
  2676361 tcctccacat tcgccagaat taaacgagaa tcagataaat cagcctctaa attcgacatc
  2676421 tttatttatt cacctccttt atgagtttca taaacataat aacaaatgaa tattcaaata
  2676481 atattaatat aatgtaaaaa aataaaaaag ctgacttccc tttagaaatc agcctttata
  2676541 gtttaatcat ctgtatactt ttacaaacta ttataatgtt tctttttcct catcctttcc
  2676601 agaaactaaa ttcccaatag catctgctgt tacttccacc acaaattcac aaattcctgc
  2676661 tacaacttct ccaatcactt catccatcat ttttaccccc ttattttatg taacttattt
  2676721 gtagcataga agagattggt tatttttaac tatcggaaaa cgtgacaaca acattacaat
  2676781 tttgtaagct tttttaattt gtttagcttt tatcctttga aacttcaagt atgattcaca
  2676841 agcatatggg ccatcataat attaagtaaa ttccaattct gctagaggag gcgtgtaaaa
  2676901 tatactacgt aaaattagtt aaaggtcaat ccttctatgc ttttgatcat cgtttcttaa
  2676961 tgtctgaaga agaagaggtt tccgagaaag tttataatta cttacgtcgt aatgaatttt
  2677021 tcgaagtacg caaagaagaa ttttctgctt aaagtatgaa aagcatcaag aaatatacca
  2677081 cctaattgtg gttctattct tgatgctttt atattataac tttatatgta accctattct
  2677141 caattttatt tatatcttct tttatacgtc caatctaatc cgtcattacg ttcatatttt
  2677201 tatatatgag gaggtgacga acataactca tatcattgat taccaaggta ttcagccaat
  2677261 aaataaaacg gatgcaacga cttttacaat tcccaactcc ccaaacaaag caattctagt
  2677321 aaatattgaa ttaaaaattc cactaaaata ttcacgcaat aatagaatag aattaattac
  2677381 cacaattggt tttaaaagtg taacaaatag atcacaatta tttgttagaa ttttccgtaa
  2677441 cgacattgat atttttaaca cacaagtaag tataggctcc acagattata aacaatattc
  2677501 agttgaaaca tttcaaacta ttgataaaaa tgtaagcagc gggattcacg aatatacttt
  2677561 aactgtggaa aatctaacaa gtgatgcaag tgcagatgtc attggtcccc tctcttttag
  2677621 tgggttagca attggacaag tttataattc atattaagca aacctactca aatattatat
  2677681 ttgagaaaag taagacgtag tattacgttc ttgctttttt tatttttaat atacgtatca
  2677741 ttagaagctt atttcattac atcacaaatt aaatttttaa caaatcaaaa aaattgaaat
  2677801 ccactcatga aacacgtaat atagactctg actctaaaaa agttcgttaa aaataataca
  2677861 taaaataagg aggttttata tacgagtttt tcattttaaa agacggagag gttttatatt
  2677921 atgtggcgta ataaaaatgt ttggattgtt ttaattgggg agtttattgc tggtttaggg
  2677981 ttatggcttg gaattcttgg caacctggaa tttatgcaaa aatatgtccc ttctgatttc
  2678041 atgaaatcag ttatattgtt tatcggacta ttagcaggtg ttctagtggg acctatggct
  2678101 ggtcgtatca tcgatcaata tgaaaagaaa aaagtccatc tttatgctgg ttttggtcgt
  2678161 gttattagtg ttatttttat gtttttcgct atccaatttg aaagtatcgc ctttatgatt
  2678221 gcatttatgg ttgcacttca aatttcagca gcattttatt tccctgcatt acaatctgta
  2678281 attccactca tcgtacgtga gcatgagtta ttacaaatga acggtgtaca tatgaatgta
  2678341 ggtacaatcg ctcgtattgc aggtacttca ctaggtggaa ttcttttagt tgtaatgagt
  2678401 ttacaatata tgtacgcctt ctcaatggca gcatatgctt tattattcct ctcaactttc
  2678461 ttcctacaat tcgaagataa gaaatcaaca acaccaagta aacaagctgc aaaagataat
  2678521 agctttatgg aagtatttcg tattttaaga ggaattccga ttgctttcac agcacttata
  2678581 ttaagtatta tccctctatt atttatagct ggatttaatt taatggtaat taatattagc
  2678641 gaaatgcaac atgatccaac gattaaaggc tttatatata cgattgaagg tatcgcattt
  2678701 atgttaggcg ccttcgttat taaacgttta tctgatcatt tcaaacctga aaagttacta
  2678761 tatttcttcg ctgtttgtac cgcttttgca catctatcat tgttctttag cgatataaaa
  2678821 tggatgtctc ttacatcatt tggattgttt ggttttagtg ttggttgttt cttccctatt
  2678881 atgtcgacaa ttttccaaac gaaagtggaa aagagctatc acggccgact cttctcattc
  2678941 cgtaatatgt ttgaaagagt gatgttccaa attgtcttac ttggcacagg cttcttctta
  2679001 gatacgattg gattgcaata tatggttctt attttcggtg ttatttcatt attcattatt
  2679061 ttcatatcgc tttctaaaca gaaacagtac gaaaaacaac catcgcaatc tgcgaattta
  2679121 taacataaac aaagacgcat gggtcctatt agattaatcc atgcgtcttt gttatataaa
  2679181 aacttattta ttacgcttat tgtaattatt taaaggagta ccccttttct ctttcgaata
  2679241 cagtatacta acatgatata tagggggtgc gcaattgtct gatggcatgc agttatttag
  2679301 tatatttatt tttgtattag ctctgcttag catcataaac tttttagcta tttccttatc
  2679361 tggacataac tttaaaaaaa gaattattgc cggtttcata tttttactga taactcctat
  2679421 tgtttttttt ggctaccgta gcgttcgctt ctatattcga taaagctgga tttggcgcag
  2679481 ggggcctagc ctttattgtt gcaattgtat atattttaaa tggaattgtg atcctacttt
  2679541 cctctttatt tttcctcaaa agaaacatca catagactat tgtactcggc atgaatctga
  2679601 ctttacacta gactcatgct tttttaatcc cctctaaatt tttatatgaa attaaataat
  2679661 tctttataaa aatttaaact ttatttatta caatatccct atcgtattcg cacgtttatt
  2679721 gaaaacgaaa agaaaggagt acaaaatgaa aaaggttcta ttaattattc cgttattcat
  2679781 tatactactc agtggatgta gcaataatga tatatacggt tcttgggaag tcgttgacaa
  2679841 caaaaacggt ctttgtccta tatcgtataa atttgaaaca gttgtaaaag aagaaaagaa
  2679901 agaaaaaatt attcaatatt tagtagaaat gcaaacaaca aagaaaaaag aagatttata
  2679961 caaaggttca tttgtaaagg attctaatgt atatcacatt gattatggta actcatttac
  2680021 atcggatcaa actttacaag ttgtcgatgg caaattaaat gtatactttt atgcagttga
  2680081 aaaattatgt acatataaaa agaaatgatg acacttcata tcaaacgcag aaattatttt
  2680141 ctgcgttatt ttgtattcca tcccattatc ctccctctaa atttgtcaat cattttaatt
  2680201 ttcataaaaa agtgataaaa tgtaaccatg tgttttcaga ataattaaaa acgtagaaag
  2680261 aaaacactgt tttttaggag gggttttgat gacttacacg ttagcaacta gaatgaaagc
  2680321 attccaatct tctatattta gtgaattagg ggcctataaa aaagaaaaaa ttgcagcagg
  2680381 tcacaaaatg attgatttaa gtatcgggaa tcctgatatg ccacctgctg atttcgtaag
  2680441 agaagaaatg gtacatacag caaatcaaaa agaaagctat ggatacacat taagtggtat
  2680501 tcaagaattt cacgaagctg taactgaata ttacaacaac actcataatg ttatattaaa
  2680561 tgccgataaa gaagttttat tattaatggg gtcacaagat ggactcgttc atttacctat
  2680621 ggtttatgcg aatccgggag atattatatt agttcctgac ccaggatata cagcttatga
  2680681 aacagaaatt caaatggccg gtgcaacatc ttactatatg cctttaaaaa aagaaaatga
  2680741 tttcttacct aacttagagc taattcctga agaaattgcg gatcaagcga agatgatgat
  2680801 tttaaacttc ccagggaatc ccgttccagc aatggctcat gaagatttct ttaaagaggt
  2680861 aatcgcattc gcgaaaaagc ataacattat tgttgtccat gattttgctt atgctgaatt
  2680921 ttattttgat ggtaataaac caattagctt cctctctgtg cctggtgcga aagatgttgg
  2680981 cgtagaaatc aactctttgt caaaaagtta tagtttagca ggtagccgta ttggttatat
  2681041 gattggtaat gaagaaattg tcggggcact tacacaattt aaatctaata cggattacgg
  2681101 agtgttttta ccaattcaaa aagcggcatg tgctgcacta agaaatggtg ctgctttttg
  2681161 tgagaaaaac cgtggtattt atcaagaacg tagagatgct ttagtcgatg ggttccgaac
  2681221 atttggctgg aatgttgaaa aaccagctgg cagtatgttc gtctgggccg aaattccgaa
  2681281 agggtggact tctatagact tcgcttatgc attaatggat cgtgcgaatg tcgttgtcac
  2681341 accaggtcat gcattcggac ctcacggaga agggtttgta cgcattgcac tcgttcaaga
  2681401 taaagtagtg ttacaacaag ttgttgaaaa cattagaaat agtggtattt tcgcccttga
  2681461 aaaagtagat gaattagtta aaaattagtt cccactcccc tgcttaactt tagcaggggt
  2681521 attattcatt ggaggtactt tcatatgcat attaaagaca cgcttcccca tcgttatcca
  2681581 tttttaatga ttgataaagt aaaaaacgta aaacaaggtg aatccgttac aggatataaa
  2681641 ctcattacaa ataacgaatg gtttataaat gatagtcaaa atcatatgcc tcatatgtta
  2681701 attgtagagg cacttgctca gcttagtgca tttgtacata caagtgaatc tgacggacta
  2681761 ggcttccttt cctcgttaga tggggttacg ttccatgaaa aagcatatcc cggtgataaa
  2681821 cttgatttac attatgagtt aactcgcaat cgccgaggtt ttgttctcgg taaaggtacc
  2681881 gcaactgtta ataatcaacc gattgtaacg atagaaaagc tattaatata ccaaacagaa
  2681941 tagagacgtt ttcattcact agggtatcta tctcctacaa attcgtctca tcaacatgaa
  2682001 cagagtaaac aaattattta gttaggggca gaaaaatgga aagtacgatc ggtatcgatg
  2682061 ctggaggaac attaacaaaa attgcttatt tgaataaaaa aatgcaatta gcttttgaaa
  2682121 aagtttattc aaatgaacaa aataaaataa tagattggct taagaaccaa actggtataa
  2682181 aacaaatatg tattactggt ggtaaagcga aacaattaca acaactactt tcagcctcat
  2682241 ataaaatagt ggaactaaat gaatttgaag ctactcttgt aggtgtccgt tacatattaa
  2682301 aaaaagaaaa atatgatata aacaactttg ttttaacaaa tatcggtaca ggtacttcca
  2682361 ttcattacat ttataatgac caatatattc gcgctggtgg aaccggtgtt ggcggtggta
  2682421 ctattatggg gctttcaaaa ttgttaacaa atatagatca ttttgaagat gtgattcctt
  2682481 taacaaaagt aggatctaga aaagaacttg atattacggt tggagatatt tatggtggta
  2682541 ttctctctcc tattgataat agtttaactg caagcaattt tggtaaagcc gctattacag
  2682601 actcaaatta taatagctca gatatacttg ctactataca aggacttgtc ggtgaagtcg
  2682661 ttactgcatt aagccttcaa ttcgccgaaa caaaaaacat tgaccatatt atttatattg
  2682721 gttcgactct atgtaataac atacatcttc aaaatattat tagtagttac acaaaatacc
  2682781 aaaataaaac acccatcttt ttacgagatg gtggtaatag cggtgcgatt ggtgctttac
  2682841 tttatgctac gaataaaaaa agctgacttt tgtcagcttt ttgaaatgcg gattttatac
  2682901 gctaaaacag tctttaaatg tggaatttta tctttgttac tttaaaaatc aactagttcc
  2682961 ccagccagct aaaggtgctt gttgacgtaa aatgcgttag ctgtactaaa aaagctcttt
  2683021 tcttaccttt tttaataaga tttcaataat ttatttataa atacagtaac ttaattatct
  2683081 attcactgca gcttttttga gtaatataca gaaagcaagt taaattctat atgtaataat
  2683141 attggaaaaa caattgatag tgagaaatct gtaatcatgc catgtataat tccccctaaa
  2683201 aatgcgaaca gcataaattt tatactggtc tgattaaatt tgtaatattg taagtgagat
  2683261 atagcaaata gaaaggaaga tattagaatt ggtagtgtaa ctggtatgta agctatttca
  2683321 aaataagaga aaattgagaa tgcgttgtta agtattggta taatcatccc tctaaaaatt
  2683381 acttcttcaa aaataggata cataattaca aagtttaaga tattcttttt cccacttgga
  2683441 ttatatcctg agtatcgtga aatgaaaata ttcgttatca aagcaatcaa gattaataaa
  2683501 acaattgatt catagtgaat tggtaaacgg aatacataat tatcttcata aaaataacta
  2683561 attatcgtta gtaatgttcc ccatatataa ataatctcat tttctatctt ttggtaccgt
  2683621 atttttccaa taataatacc aactgtaata tcaacaattt tatatgaaaa agctaataaa
  2683681 acggcaagta ctaatgtaat aaagtagctc atattaattt atcacccatc tcacaagaaa
  2683741 ctcttttcaa ttcatgcatt tgattcactt cataaccacc atttattccc tatattatta
  2683801 aactttacca cacgatggtg attttgagta aaaaattagt tacataccct ataatgatta
  2683861 cataaaaaca aagtcttctc tattgagaag tctttatttt tacactgttt gattactatt
  2683921 cccccgccaa actttcctaa actttatata gcaagcaatt ctccacggaa tgatataaga
  2683981 tactgcaact acgtaaaata ataaaccaac cgtttgttga tctaaatcca caataaatct
  2684041 tcttgagcca taccttaaaa cgacaagtgc aataaaagta attaaaaaag ctacattttt
  2684101 ttcgtataaa tattcccatc atctcttcgt tcataatttg ttaatactat aagcggcaca
  2684161 gcaaaaagta caccaatgaa taccgctata attacttgta atatagctgg atgtacgggg
  2684221 ccaaaaaacc atataatccc tggtgttaaa aataataatg gccataaaat acgttttcct
  2684281 gatcccttta ttggcctatg catagagcga taacgacgcc aaaatattag tagtgcaatg
  2684341 cataaaaaga ctgtaattag tgaggatgtg tctcccattt aatcttcctt ctcccttaaa
  2684401 ttaaatgtat ttaaattgta tcttcaaatg aaaccttacg aataaatagt gcgcttatta
  2684461 caatatatat gaaaataagt actatcgaaa ctgatataaa atgaggtatt tctagtaaca
  2684521 ttttactatt aataaacacc aattctttta ttcctatccc tgcatacatt gtactagcca
  2684581 atccgaataa aaatattata ctaaaggcta atccgaacca attaaatctt ttctgaaaaa
  2684641 tgattgttga ttggaataaa caagctaatg tactataaaa tatgaactgc acaaagaatt
  2684701 gttcaattgc atatgatcct aaatttatct gttctgtttt ataaaatgta ccttgtaaaa
  2684761 ataaaacttg aagacctgaa aacaatgctg attgcaataa aataaaacat attgaaccca
  2684821 tcaagaattg caacctagtg acaccgaacg agacgaccgt agggaaaata tcaagttgaa
  2684881 taagaaacac acttatcaca ataaacatta cgattgcaat tgatgaatta ttaaagatat
  2684941 cgtgtaaaaa tgctatcttt attcccttta aatccgttgc cgtcattgtc ccttttataa
  2685001 gtaatgctac agcccaaaag gtaagaatgg ctttatactg atattttata tgtaacttca
  2685061 actgcttcat taacatcgtc atttcacttc accaccagtt atatgaataa atagtttttg
  2685121 taatgtaatt ctatcaattg ctaaaccttc tttttcaaga gagtaataat cttcattaga
  2685181 aagttctttc catataacag caatcccctt atttccataa acttctcggt ttattacttt
  2685241 tttattgctt gaaaaatcat ccactttatc ttttttcctg aaataatatg accttgttgt
  2685301 aacaatgctt ccactgatga ttgaacaacc aatcttcctt cttttatgat gattacatct
  2685361 tcaataatat gagttacttc ttctactaag tgggttgata atataattgt tcgtggatat
  2685421 tcgccgtaat cttctagtag taaactataa aacaactcac gatgtgctgc gtctaaacct
  2685481 gtagttggtt catcaaaaat agtaattggt gatctacttg ctaatccttg aataataccg
  2685541 acaacagttt gcattccgtt tgataattta tggtattttt ctttcaaatt aagctgaaat
  2685601 ctcctagcaa gttcttcagc aaacttttga tcccagtttt tataaaacat gttacataaa
  2685661 ttaaaaattt ctttaacttt attatttaaa taagcagctt ctttcacttt aacaaaacaa
  2685721 atattttgca tcgctttact attctcaaaa acatgttcgc caaatattga tacgcttcca
  2685781 ctacttgaag taatttggcc tgcaagtaaa tttaatagtg tcgtttttcc tgctccattt
  2685841 cttccaagca aaccatatat tttatgctct tccaatgaaa tcgtaacttc atttacagct
  2685901 actttctttt tatatttttt cgttatctct ttcgtttcaa gtgcaatcat ccctctttcc
  2685961 cctccttcgt aattttttga atcatatcca tcaattcatc ttttgatatt tctagcactt
  2686021 ttgcttcttc ccacactttc ggtaaatatt cggtcataaa agtgttttgt ctttttttag
  2686081 tacgacttct ttcgctccct ttgcaacaaa catcccgatc cctctctttt tatataaaat
  2686141 cccctcatcc actaatacgt ttaccccttt agctgcagta gctggattta tttgtaacat
  2686201 cttcgcaaat tgatttgttg atggaacttg ttcttcttca agtaatatgt cttttaaaat
  2686261 atctgattca atcgtttctg caatttgcaa gtatattaat ttattttcct ctagagtagg
  2686321 tttcacaatt tcaccacctt aggttcatag gttcattact tgtgtaatta accatatcac
  2686381 ataaaaatat ctatttccat aaatttcttt taaaaaaaga gagtcattca tttaagaatg
  2686441 actctctttc taaaattttg aagtttcaac tgaatgatta ccaacgtatg tcccagcata
  2686501 tttcttaaaa tcacttggtt ccatatcaga tatttctttt attctttctc cgctagaaca
  2686561 agcagtaata cataaaaaaa ttgttagcat aaccactcca ttacgatgca tatatttcat
  2686621 ttagcagccc ccatttttat cgctatttcg ttaattacaa tatgtctcgt caaattcctt
  2686681 taaaacatac gcattttaat caaaattaaa aattttcaat ttttatgttt acaattatcc
  2686741 attaattgta tatacttact gacgtaagaa aaatattcta aaaggaggtc gaaggaaatg
  2686801 atgaaattac aattacatgc tttaacttta gcgttaactg cacctgtgtt ttctggacaa
  2686861 ttaaatatga attcgaccat cctaatggag aattgaaaat cgcactttat ttctattaat
  2686921 tcataaattc gccacaggag gtcgtatact ttcctgtggc tttttcacgc ctagccatag
  2686981 gagaactata tcttcctgtg gcttttttgt gcgatttttt agtctcttac attatttttt
  2687041 aaagaaagga gcaacattcg atgactatta gcgtattgtt tttaagtatt acgattcaaa
  2687101 gaaatacaat ttccaaagat gaaatttttc ataatgagca aattgaaaaa gctatgaatg
  2687161 atgttaagga gcgccaagca ctttattgtg atcacatgta attccttttc gaaaggagga
  2687221 attcatttat gacttttcat attttctttt ttacgactgt acttcagaaa aatactttaa
  2687281 ctgaagctga aatcaatcgt aaacaacaat taaaacaact gactgataaa atgactgaca
  2687341 ttaaaagttc atactatacg caaatgtatt aaaaatatat tttaaagggg caataccttc
  2687401 atgaaattta aagcattctt tttaactatc accattcaaa aacgtaaact ttctcaaagt
  2687461 gagattttac gtgaacaaca cattcaaact attatggatg aagtaaaaga gcgtcaagcc
  2687521 tcttattaca cacgtctttt ctaaattaat tataaaggag caatgccttc atgaaattta
  2687581 aagcattctt tttaactatc accattcaaa aacgtaagct ttctcagaat gagattttac
  2687641 gtgagcaaca cattcaaact attatggacg aagtaaaaga gcatcaagct tcttattaca
  2687701 gccgtctttt ctaataaact tataaagggg ttttatctaa tgaaatttaa agtattcttt
  2687761 ttaacgatca cgattcaaaa aactaagttc tcggacagtg agatattgca tgaccatcaa
  2687821 attaataaag ctatggaaga tgtgaaagaa cgtcaaagtc actactgtag ccacctataa
  2687881 ttcctttcga aaggaggaat gtaacatgaa gtttcacctt ttctctttaa taattacaat
  2687941 ccagaaaaaa agcctttctg aagctgaatt aaaacaagaa caacaataca aaaagattat
  2688001 ggacgaaatt cgagatcgta gaaccaaata ctactctcac ctataattct ttaacaatat
  2688061 aaaacttgaa aggagtcgat tatgatgttg atagcacgtt gtaaggaaat gatttggata
  2688121 gttcagaggg attccacata gctttatcgg gtctatatca tacaacttta ccgttatatt
  2688181 tgatatgtaa taaatatata ataaaattgt attcgtacac ttttcaacat tgattaataa
  2688241 agaaaagata caccacttaa aaagcggtgt atctttctaa acatatacta ttttcgatta
  2688301 cttcgtttcg tcttaaacag tctcactaag ttcgatacaa ctgttttcgt tactgcataa
  2688361 actggtaccg ccaaaatcat tccgataatt cccgcaaagt tacctacccc taaaattaaa
  2688421 ataataattg ttaacggatg gatatttaat tttgaactca taatacgcgg tgaaatgatg
  2688481 ttactttcaa actgttgtac aattgttacg ataataatta cgtataacgc ttgcatcgga
  2688541 gatacgaaca gacctacgat aacagctggt gctgcaccga taaatggacc taagttagga
  2688601 atgatattag taaatgctgc tataattcct aaaacaaaag cgtacggtaa atcgataatg
  2688661 aaataaccga taaaagtaaa agcacctaca aatatacaaa cgagtgcttg tccttgaata
  2688721 taagcagaca atgtttcgtt cgtttcctta atgatgcgaa gtccttcttc acggtaagac
  2688781 tccggtaata ggcttactgc tttacctggg aaggcatgtc catctttaaa catgtaaaac
  2688841 aatatgaacg gtactgtaaa tatgactaac gcaacgttcg tgataatacc aaataaagcc
  2688901 gttgcactcg acgtaagtgt gtttggtata tcctttaagt attcaattgc atttttttca
  2688961 attgtttcaa tggaaacata gttttgtgta gataaccatt caaacaatct atgatgggat
  2689021 aaatcttgta tgtatacttt tccctctttt atataacctg gcatattttt tactaaatcc
  2689081 attagctgtt gggagatcgt tggaactact actccaactc caaccgcagt taatgttatg
  2689141 ataaaaagat ataacagtaa aatcgctaaa tttctaggta cttttttatc ctccaaaaag
  2689201 actaacaccg gattaaatat gaagtataaa aaaagcgcga ttaagattgg gaaaaacaac
  2689261 gttgatatga agataccaat cggttgaaat agaaacgata tttttgtgca aataaatatg
  2689321 atcgctacaa ccattagcac ttctaatgtc caaaagtgca ctttcgattt caaaaaacgt
  2689381 cctcctttaa actagcactt ctctttattg taccaaaata aacaataatt tcacataata
  2689441 ttttccttta caatattcca aaataccaat aaatacacta caatgagatt acatacaaat
  2689501 ttgcaggtaa aggtgataaa aatgacacaa tgcatcattt gcagaaaaga tacgaaagaa
  2689561 cttagtgaac aatatgtcat cccagaaata ttatgtggat attatttcac aaactccatt
  2689621 tgtgatactt gtcatgaaca aatgacaaca aatattgatc gccccttaat tcggcataaa
  2689681 ttaagtcaat ttaagattga gcaaatgaaa aaacagattg actcccccct ctatacaaat
  2689741 gagcatggtg aggaacttgc ggccgctgag acagatattg ttgaagtaag cgatgaaata
  2689801 ctttattcca atgcattaat tatgaaacta tgtaaaaagc acgatatttc actacataat
  2689861 gaaatttgga aagaagaacg tgtaacgaaa gtagctagct ctattcaacg tgaattactt
  2689921 ttagataacc gtaagtataa aatgagtgta ttaaaaatgg cttatacttt cgctgtacaa
  2689981 gcagtcgatg gctattttga agatccagat gcgatcgata tctctaacat tctatcaaat
  2690041 gccgacttca tagaattaaa agaaaagagc attgttcgcg atttaagcaa aagttcatta
  2690101 tggaatacat taaatacaaa tagcgaaaac cattacttta ttttattaag tgataaagat
  2690161 ggcctgttct gtttcattcg tctatttgat atttttgacg ttgtcgttca tttatcagaa
  2690221 aaaagatatg aacttccatc accaattgtc ggagtaaata atgtaaatga acaaaaattt
  2690281 tatgtccaaa ctttaaaaca gtatatggac gggctcttta aagaaaaagc accttctatt
  2690341 taaccgcaaa acagaacatg cggtctcctt tcttgatgaa aagacactgt gttataataa
  2690401 gtatgaaaag aacaatacaa tcacataaac caattataaa ttgtatataa ataaaaaaga
  2690461 ctagtgtgcg gctacacact agtccacgta acttagcaga ttggattgtt catttatcct
  2690521 atttgtttct tacaaacaaa acaacccaca ttctattggc ataggtgggt tgttattttt
  2690581 tgagcttgtc tattaaaacg acgacgaacg ttaacaatgc aacgagaaac agtccacctt
  2690641 gcagtaacaa cgctatttca ctcacttatt atcacccccc tcctacttgg agaagtgata
  2690701 attgaacaac caaccgtacc ttaagttact atttaatttt accatatttt ctaatagttt
  2690761 acgatgaaaa cccgcaagtg atttacttgc gagttttttt atttctcact atttttttaa
  2690821 tgcatatgca tcagctatca tttcaccaac aattttattt tcttgtttct tatcttcttt
  2690881 caataaagga aataacagtt cggccacttc atatgcctct tctaaatgcg gatatccaga
  2690941 taaaacaaat gtatcaattc ccaacgcttc atattctttt attctctctg ctactgtatg
  2691001 cggatctcca acaagcgcag tacccgcacc acctcttaca agcccgatgc cagcccataa
  2691061 gttaggactt atctctagcg actcccttgt tcctttattt aaatgtgtca ttcgtttttg
  2691121 tcccactgaa tcatatctcg caaatgtttt ttgagcaagc tcaattgttt cattatctac
  2691181 atattgaatt aaacgttctg cctcttccca tgcctcttct tctgtttctc ttacaattac
  2691241 gtgtaacctg ataccaaatc gtactgaacg ccccttctct tctgccagct ttcttacttc
  2691301 ctctattttc tccttcactt gctctggcgg ctctccccac gttaaatata catcactatg
  2691361 ttcagccgca acttcctttc cagcatcgga tgatcctccg aaatatatag gaggatatgg
  2691421 cgtttgaact ggcgggaaca caactttact atctgtaact ttcatatgtt tcccttctaa
  2691481 tgaaatggtt tcaccttgca atgtcgattt ccaaaccttt aaaaactcat cagctgcttc
  2691541 atatctttca tcatgttcaa gatataatcc atctccttgt aattcaactg gatctcctcc
  2691601 agcgactaca ttaatcagta gtctcccgtc tgaaattcta tcaaatgtag atgccatcct
  2691661 tgctgcaact gtcggtgaca ttagtcccgg tctaactgct actaaaaatt ttagcttttc
  2691721 tgtctcagct gcaagagctg acgctaacac ccatggatct tcacaacctt gaccagttgg
  2691781 aagtaacacg cctgtatatc ctaaataatc agctgcctgt gcgacttgtt tataataacc
  2691841 atactcagct gctcttcctc tctttgttgt acctaaatat ctaccatctc cataagccgg
  2691901 aataaaccat aataattcca tttttttgca caccccttta ttattttgaa acgtatatta
  2691961 aagcactcta tataaattac ccctaataat ttatatatta attccctgtc tcccctttaa
  2692021 aaccatctcg ccatcttaag aatttcactt ctagtaaacg tacgagtgaa tccgaaaact
  2692081 tcccaacgaa tgcaaagatg ataataccga caaatacgat atctgtattt gaaaattgcc
  2692141 ttgcatccat tatcatatag ccaatacctt ctgtagatcc cataagttct gctactacta
  2692201 aactcaccca tgcaactcct aatgataatc ttgctcctag taataggttc ggtaatgtgg
  2692261 caggtaaaat taattttgta attaattttc ttttactaaa ctctaaaact cttgcaacat
  2692321 caaataactt tgaatctaca ccacgtattc ctagaaacgc gtttacgtat aaaggaaaaa
  2692381 atgcaccgtc cgcaattaat aacacttttg atgtttctcc aaaaccgaac cataatacga
  2692441 aaagcggtgc aacagctaag tggggcacag ttcttaacat ttgtactgac ggatctaaat
  2692501 attgctcact tctcgttgaa aatccaacaa ttgttcctaa aataattcct aaactcccgc
  2692561 caataaagaa accagccgca gccctgaata cactaatact taaatgaccg aataactctc
  2692621 ctgtttttat aagttcttga aaagctacaa atatatctag cggcgttggt aaaactgttt
  2692681 tagaaactag accgaatacg ccagccaatt gccaaattat taatataata atcggtatag
  2692741 taattgccct tatcaaaaat ttgatattcg tcttctgtac tttctttaca ttgtttttct
  2692801 caatcgttat actcgccctt ttaataaccg ctttcgtatt ctccaattta taaaacctct
  2692861 tttcaattcg cctttaacgc tttttctacg aaagaattat ctacaacttt atctgtctta
  2692921 atttctttct ttatagaacc gagcttatat tgaaaatctg ctgtctgttg ctgttctgca
  2692981 actatttctt tcgttaccgg aactaagatg ggtttgtcgt gattaaacac ttcttttaca
  2693041 atctctgcat ctattttctt tgcagaagtg tatattttta ttgcttcatc caagttttca
  2693101 tcttgccata cacgtgcttt ttcatatact ttaaggaatt tctcaactaa ttctggatgc
  2693161 tctttcgcaa attttgttct cgcaattaaa aactctggag aagatacatt taatcgttca
  2693221 ccatctgtaa tcaccttcgc tcctttattt accgtatgta acgatatgaa aggatcccaa
  2693281 attgcccacg catctactga ccctgattca aatgctggct gcgcttcatc tggttgtagt
  2693341 tgaataacat ttacatcttt cgcattgata ccttctttat caagcgctcg atacaataaa
  2693401 ttaaaagcac tacttccttt tgccaccgca atttttttac cttttaattc tttgatactc
  2693461 gtaatcttac tatccttttg tacaagaatc cctgttcctt ttctcgcata gcttgtattt
  2693521 gcaatttcag taaatccaat acctgctgct tgcgctgaaa taaccgggga gttccccact
  2693581 tcaccaaagt ctaatcgatt tgatgcaatt gcttcaaaat aaggaggacc actttgaaac
  2693641 tctgtccatt tcactttaac tccttccttt ttgaattctt cttcaaacca gccctttttc
  2693701 tgtgccagta agagcggact taatccttgc tgaataccaa tttgcactgt tacatcttct
  2693761 ttcttactac ttgctgtgct tttttcacat ccgaataaaa ataaagatat agctaaagta
  2693821 aaagaaagta ctttaaattt cttatacata aatactcacc ctttccctat atacttgttt
  2693881 gaatcaatcc tccatgctca aactgctgta atactttcgt tcgaagctgt tggaatgatt
  2693941 gagaagtttt atttcgcggg taagacaaat tattttcaat tactttatgt atttctcctg
  2694001 gctttgcact catgatgaca attcggtttg aaagatatat cgcttcatct atatcgtgtg
  2694061 taacaaatat cattgtcgtt ttcttttgct cccaaatatt cagcaatact tcttgcaaat
  2694121 gacttcgcgt aaacgcatcc agtgctccaa aaggttcatc gagtaataat acacttgggt
  2694181 ctcttaataa agctcttgca atcgcaacgc gttgtgacat cccacctgat atttctttcg
  2694241 gatatgattt ttcaaaacca tctaaccgaa caatttcaac ccattccttt accttatcct
  2694301 tcacatactt atcttttaat gacaaatcag ctgcaatgtt ttcttcaact gttaaccacg
  2694361 gaaacagacg atgctcttga aatataaatc cttgcttctt actcggtttt gttatgcgct
  2694421 ccccatcaat aatgatttca ccttcaaaat cgttgtctaa accagcaaca atttttaata
  2694481 atgtactttt cccgcaacca ctcggaccaa ttactgtaac aaaatcccct ttttctaatt
  2694541 gaaaattaat attctctaat acttgaacag taccagtttg cttccaaaag tattttgata
  2694601 cctcattaat tgaaacagtc acttcttccc ctccttgaaa tgattcatct aaatgaatag
  2694661 attcagtatt tatgtaataa aaaaaccaaa ggcattttat caatagataa aatgcctttg
  2694721 gtttctccaa tcagcaatac gttatagaat taactacata ttatacaaat atttcctata
  2694781 agtcaactag gttttattaa aacatacaaa cgatttgttt aaacttcttg actgttgtgt
  2694841 aatcgaaagc tatttcttat cgctcttaat ccattgtaac caataagaaa actcacatgc
  2694901 taaatgcatt tgatgtgagt taataagact attaggacaa agcgctggga actctacaac
  2694961 tagacttact tctattccag tatctgtatc tttgaattga tgtcgaactc caccaatagt
  2695021 ggtaccgtct ttcatacgtg caacacctgt tgattgatat tgataagtct tatctctagg
  2695081 tgtcttcaat cccgtttcgt caccaaaaac aataaaaaat tgaactggaa acggagaatt
  2695141 accagtagtt tcgattacct ctaattcatt ttccccaaag ggtcttagta catagtgatc
  2695201 aggacaagct gataaattca cttgatcatt ttcacgtgat tgctcaagca taaaactatc
  2695261 aatcccattt atcgcttctt ctgctgtaat cccatctaaa tagatatttg tttttgaaaa
  2695321 ttttcgtcta tcaccagata aaactgtaca aatacgcata cccatttcac ttaatttaag
  2695381 ttttgatttc aacttatcat acatttcatt atacgaataa ttcaacttta gttccgttag
  2695441 tttttttatc ataacgtctg tatcaattaa atctggctct ttatgtccta atgtattgaa
  2695501 aacttttttt atacgttctc ttttccactt tgtaagttgt tcattcgaaa tattgtttcc
  2695561 atcaatcata attttcatat acattctcct tcactttgat cgtatcgtag tgtatttaat
  2695621 actaaattaa tcatttcttg cttcgtgtct agattcaaat tcacctctga atgagcaata
  2695681 ctgctaagac cgtataaaat aaatcctgat gttaataatg agttatcagt attaaaaatc
  2695741 ccagttttca ccccttcttc gattacttgt cgaattaatg gctgcattcg cgtaaataat
  2695801 ttctgttcca gttgaaaatg ttgttccgtc tgaaacgaac tcaaattttt ataaggtgct
  2695861 aatttttcga taaatgtcca aaatatattt agagaatctt tcagcttttg catgacagac
  2695921 cgttcattag aaataagtat ttcttcaatt aactccatat ttttcacaat aaaatcattt
  2695981 aatacttcat caacaaaatt ctctttagac ttgaagtaat aataaaataa gcccgttgct
  2696041 acacctgcat gattcacaac atcttttatg ccaaatcctt tcataccatt tttcatatat
  2696101 agttcaaaac caatatccat caactcttgc cttctaacat ctggttcttt tgatattctt
  2696161 ttcataggtc atctcctact atgttttacc ttcgactgaa tctgattcaa tcataaacga
  2696221 ctgaactata ttcagtcaat attagtttcc acaaaaaaag agtaatctca agaaatatac
  2696281 atctaacctt agacttatca aaaaagttag atcatataac ttaagactac tcaatttcat
  2696341 taaacacata ttttcttttc aaatcaattg cactttagtt taaccatacc atttctgtct
  2696401 ctacaatcat ttgaggaagc atcttttgaa tgatttcctc taatacatta agagcttcat
  2696461 tcacatagcc gccctcaaaa ccatctaaag gctcaggtaa ctcatcctca tctaaaataa
  2696521 aatattctcc gcttggaagt actaaaatat caataattaa atcttcaaat gacactagtt
  2696581 cgtctgttat ttgcgtattt tttacaacat taaaataaga gcctacatac attccatttt
  2696641 tatctctcca tatgtataaa ttgtacggac gatcttccca atagtatgca atggtgtaac
  2696701 ttccttttgg gattgttaaa ctcgcacgat gtgcagtcat tgtaaatgaa tactgaacct
  2696761 catgaaatag cacgatactt tgcaactgct tttcaagtaa taagcaagta tgatctacta
  2696821 ttgtcgagtc atatcggatt tttctttcta caattttact tttaagtgtt agtaatttat
  2696881 tcatgatttg tttcccctta tgctatttct aaccttaatt atatccattt atatagtgat
  2696941 aaagaagtgt ttgggctcca aatacacaat aaaaactccc tcttatttta gaaggagttt
  2697001 ttcactgtcc atgtttcata ttttttcact tctaatggaa gctcatttga tttcagccac
  2697061 tctactgcac tacatacaag cggagatgaa ttgcgttctg taatgctttc gataggaatc
  2697121 catctagctc ctgatgaatc ttgttcttca aattgttccg gtacttcgaa ttcacctccg
  2697181 cacctttcaa caccgtagaa aactgcgata tgatgtacat gtgtgtactc cttgaacttt
  2697241 gatggaaatt gaaaatcaat tgtacctatt tgttttacta ccgttacatt tagcccggtc
  2697301 tcctctttta tctctctatg aagtccagct aataatgctt ctccatcttc tagactacca
  2697361 ccaggtagat cataccgatt tctatatgga cctttcattt tatcgattac taatatgtga
  2697421 ttgttttcga tacaaatgcc gtacacacca aacgcacgat gaaaattagt agcattattc
  2697481 acgttttaac ttctccgtaa ccgcatcata aaacttccgt tcctcatcaa catttaagtg
  2697541 aacacgactt actgttttag aaaatccata taataattgt gctttcattg gctctttaag
  2697601 tattatttca aatgttggag gttcctttat aaattccatc accgttgcat caagaacctc
  2697661 tttctctttc tttaaaagtt cccctttata aaacgtaatt gtatcaattt gcgcaaatgg
  2697721 tataatgatt ttctttccta atccaatttg aataattatt ttttcttccg taacaataat
  2697781 tgggttttta cgcattgctt gtatttcagc taaaaaataa aacattgcat atacgtttaa
  2697841 aataagtaac acccatgcta ttactggatt ccattgatga agcaaataat gaaaaccgat
  2697901 actttctatt aaggttgcat ggatgatcat gatatataca cctattgcac cagtcttttt
  2697961 gtgatatgag tatacggatt caccttctgg cactttttca cgccacgata aaaatgcata
  2698021 atagattaac ttacactctg ttacaatgat atctactaat ttatttcttt tcatagtgac
  2698081 ttcaaacgca gcatcaattg cataagaaaa taaagaatac tcacttttat attctttata
  2698141 tttttttatt atgttaggaa gctttctaac aattttatat agaagaaata actctacaca
  2698201 tacaaaagca atttctccta caactataat ataagaaacg tatgaaaaag cttgtaaata
  2698261 gtcgcttgga ataataaatc ttgcaaatat ataaccagct attacaacag gaaatatata
  2698321 tgttaacgag tacctttttc gaataataaa gaaatacgta atgattggaa ttacaaacat
  2698381 acaatctaat attgatccaa ggacaacttc tttcggagca gctggtacaa tcggaagagc
  2698441 atataataaa tagtttgata acaagattaa agatacgagt ccaatccata taccttttcg
  2698501 cctttgcgaa agtgtgacac tcatactttc actcctctat ttaaaaacct catttaaatg
  2698561 atctttataa aatgaaatag cacgttcaaa ttctttaact tcttctactt ttacgactgt
  2698621 ttcaagtaat aatttcatcg cggattcatg atcgtttacg ttaaatttcg ctaatgacaa
  2698681 aaatactttc atcacatcat tatctggaaa ctgctgcaaa cctgtttcta aaacagtaat
  2698741 tgctttgtca tactcaccta tacaacgata tgtactacca agaccgatat atgcgccgca
  2698801 aagcgactca ccttcaagac cgtttgcaat cgcctgttca taatacggca tagcttctgt
  2698861 ttccagcccc attacatcat gtatccaggc acattgataa agtacttctg catccctcgt
  2698921 aaagttcgtt aatccaatga gtatctcttt agactgcgca tatttctttt ctttccggag
  2698981 tttaatagct tgctttaata aatgttccat agaattcact cctcaccact tattctatgt
  2699041 atccatattg aatggttaac gtttgtatca aagcaaaaag tttcgcttac caatatatac
  2699101 tatgcagatt cactcttatc caaatacttg aaattataaa gcagtaacgt gattacatag
  2699161 tacttctaac cttttgacaa tttctttcgc tgtttcatct tttccattac ataactgccc
  2699221 tttaccgtct tgtccaatta cgtagtgcat tgctccgcgc gaatataaag aatgtggtga
  2699281 atttgcaatc attacacttg ccttcgcttc ttccattcta tttttcgctc tttcaaacag
  2699341 ttcttcttca tttacatcac tttcaagttt aaagccaacg agtacagttt ctgaatccca
  2699401 ctgttttatt tgttttaata ctttcggtgc cttttgaaaa tgtataattg gcgctatatc
  2699461 acttgagatt tttccattca tatcaagaac attgccctct tgatcacaaa ttttgtccac
  2699521 aacccaatca gacccagccg ctgccataat aaccgcatcg actttttcat gcgtaatgat
  2699581 acttttcatt ttatctcgta aatcaataat tccttcaaat gggtgtaatt ctaattgatt
  2699641 gtttatatca ttcggtttct ccgcaaaata accgtgtaaa tatataacat gggccccttt
  2699701 acttataagc tcttcggcga ttattcttcc aattgttcct tttgccatat ttgtatgtcc
  2699761 gcgtacttga tcccactttt ctaaacaacc accgcttgta attaatacct ttttcccctt
  2699821 catcgtaacc atcccttact aatttttctt acgaaaccat tctgttccaa agtcaactat
  2699881 atcacgttgt ttcataagac ggcactttgc gtttcctatt ttccccattg ttacggttcc
  2699941 cttttgctca aactctacac caatttctac aaatttatca gaatcgtaat ccatatcaac
  2700001 aaattctttc catactcttt caccattttc tataataggt gcccctactt ttattaactc
  2700061 acatgcacca gaacgtactt ctgataaatg tacagaagta ttggaatcat atccaacacc
  2700121 aattaataat atgtatccgt ctagatcgta tatttttctt aatggagatt cttctcctaa
  2700181 actcatcgat agtgactgat ttaccgttat ttcttctgca tgtcttcccc atgcagcaaa
  2700241 gcttcctaat ggatggttac tacgtactac attcggatat gtacgaaaac attcaactac
  2700301 ttttcccatt gcccttgttg gtgttatatg tggctcaaac gctggaacgt tatcccggat
  2700361 aatttgccac cattcttcag gtacaggtgg tcttgaccaa tgtttcggat cagataaatc
  2700421 cgaagactga gttggcataa taatcgttcc ctcttctgta ataacctcca ttaacgcctc
  2700481 tactactgca actgctccgc ctgatatcca gccaatggaa cttaacgaag aatgtacaat
  2700541 aactgtcatt ccttttttta accctaattt ccttaaatca tttgtaattg ttttgattgt
  2700601 atttggcaat tgcgtacttg ccactatgtc attcattttc acaattgttc ccccatttgt
  2700661 tttaaactac tacatacata tattatcata tttttcttaa tttttaactt aatcgttttt
  2700721 atgaacataa aaaaatggta atatacttac aaagatatca gctaaattat ggtgtattga
  2700781 tttgaaataa aaaaagcagg tgaacaaatg aaaaaagctt tattctctgt tctactattt
  2700841 ggactcgtct tcttaagcgc atgtgtttct tttcaaaatg aatatgaaga ttattgggta
  2700901 atagaaaaat ccagatataa taaaattgga tttggcccat caaatttata tgaaaaagca
  2700961 caagaagatc caacgatggt acattactca aataatagta ttagcgaagg taaaagaatg
  2701021 atatatttaa catttggaac gaagtacaaa aatgataaaa ttacagtaaa agaagtgaag
  2701081 gatgaaaaag acaaatctgt tatcgtcttg catatcgaga aaagtaaagg aaaagatgaa
  2701141 aacccagtca tgtatattgg tgtaccaaaa cttagagact ttattaaaat tgtagatgaa
  2701201 gatggaaaca aaatctttga aatgaagaaa aatgaaagcg ttacatcaca gcaataaaaa
  2701261 cgctatatga acaaagagct catcaaaaat gataagctct ttgtttcatt tatccttcaa
  2701321 ttgtaactcc agtaaacatc gataagtttc ccgttatttt ctcacctaca cgtaaaaata
  2701381 aaccagcagc tctcccgcta atacagtgtg aaccaattaa tagtttacca gtatacggac
  2701441 cgtcccatgt gtcaatcgta tagtcaggca tttctacgta ttgctgatat atttttcgct
  2701501 gttcaaagta atactctgtt ttatcttcag ctaatagttc attattttcg tatatagata
  2701561 ctcctccgcc ttcacggccg tatagaggtt tagaaacata tgattcattt ctttctataa
  2701621 acggtttatt tgtaaaatat gtcggtaaga agtagttctg aatgattcct cgctcctctt
  2701681 cctcaaagaa aacttcctct tcgtaaagtt gccaaattaa tgcgagtaca cttttatttt
  2701741 gcataagaaa agcagctggt ggattaatga ttttcactct accttgcgct atatgatcta
  2701801 aaaactgaag tccaattctt ttcccgtttt tatcagcgtc tgatactaaa tattcaattg
  2701861 gatatagtct atataaataa tgaattctct caccatttgg cgtatatata ccatcatctg
  2701921 ccacgacgat atcttgtata cctatataat ccgttgactg atctaagcaa tagcttctta
  2701981 aaaattgaac cgtttgatgg tcttcatcat gccaatcata actcgtaaaa taaatcgttt
  2702041 ctctaggatc tatactatag tcatgtttaa tttgttccca cgcctgcaca atatgctctt
  2702101 ctatatgatt tggatgattc acatcgtgat aacgacataa cacttcattt gcgacagacg
  2702161 gttctaaata acctgttggt gtatcacaat ttacttctat taactttata tcttcactat
  2702221 ttacgataaa gtcaaacctt gtaaaatatg aaaacaaacc agtatgtttc attctcgcaa
  2702281 tttcccacgt ttcagctgga aatcctagtt tttgaaaatc ttttgacgta ttgagaatat
  2702341 attgatacgt tctatatagc acatacataa tttcttctgt cgcttttgaa atagcagtat
  2702401 aagtttttat tggcatacga tacatacctg ttgccatata ttgattccat tcttcatttt
  2702461 ctaatagact cggccaagta aacccattcc gaccagcctc ttctgcaagt gaaaaccata
  2702521 ctttcatata atctttctgt tcttgttctg tatacattac tccattatcc tttcatttta
  2702581 ggatcctgct ggcgcttttg cgttcccaat tccactagaa ccagaattca ctttcggcgt
  2702641 ttgtgtcgta gatgatttcg gcgtatttgt atctggtgtt actttatttg atggatttgg
  2702701 ctgctgttta tttaaatcta ctttattgga agaattacta ttgttactgt tagttccgcc
  2702761 gtaataccct ccaccaccac taccaccagt tctacgctca tctttttcac gataaggaat
  2702821 aatattgttc gtatatggtt tcttcagtac atttggtttt gctgaataat tcatatttga
  2702881 ggttctgctt gctaataaat atcctgcaac gaacgggagg ataggtaaat gtgaattttc
  2702941 attatacgat gaaaacgatg gattattttc cttacataac tcatcttttt ctacattttc
  2703001 attagttggg gctttatcat cacaatttaa tgtttctagt tcatttcctt gtttcgcacc
  2703061 atctgtttta acagcagtac tttcttgctg ggcagtttct tcttcataat cgccacagcc
  2703121 cgttaataaa aaagatgata ctcctattga agtagcaatt tttataaatt tacttttatc
  2703181 cattctcatg tgttatacac ccatcttctt ttatctatat ttttccagat acctatatta
  2703241 tataatgtta ttattacttt tttcaaacca tactcaatat gtatattttc attgctcctt
  2703301 ttccaagtaa caatgaaatc tttcaactcc tggatatttt tctcctaaag ttctaacctg
  2703361 aaaaccaatt cttttataaa attctaccgc ctcatcgtct gtctctgcct cgagatacgt
  2703421 caattggtgt attcttacta cttcctttat catttgcaac gcaatccctt tatgacgata
  2703481 ttgcggaatg actgctatgt ggcgaatttt tgctttattt gctcctatta tttcaatacc
  2703541 tatacaagcc tgttcttcat atctatacaa tgtcccttta ttcctttcat aaaataaaac
  2703601 tgctttcttt aaactcgctt tacttggtcc aactgcatat tgtagtacat ttaaaataga
  2703661 atctttctca atttgttcaa catgttgcaa attcatttct tcatcccttt ctacgaaaaa
  2703721 agattagctc tttataaaaa gagctaatct cattacgcag ttattttttc ttcttttttc
  2703781 acaacgactg ctacataact atgtagtatc attccgataa taactagact cataccaatc
  2703841 caagataaag atgacggaat tggtgcagat agtaagatga gttctcctac tagcgcaaat
  2703901 aaaacttcac ctgactgagt tgcttctact gttgctagtt tttgtggatc atcttttaca
  2703961 agatctgtcg caaagaagaa taataccgtt gcgattaaac cagaactaac tgctacaata
  2704021 aaacattgga aaacttggct acttgacggt agcccgcctg ttgatacttc ataaccagag
  2704081 agtaaaaacc aaaatggtaa acttgctaat gtcataccaa gaactcgctg gaatacatct
  2704141 aactcccctt tacaaacttg catcattttt cgattgccaa gaggatacgc aaaagctgca
  2704201 ataagtactg gaacgacaca tagaacagtt tcacgaattc ctaatgaaga agcatgttct
  2704261 acttgcataa gtacaacacc gcataaaata atacccgaca taactaattc cttcattggg
  2704321 agttttttat gtaacggatc taccgcaaaa aatggtgtta acaaaatccc tgcgacgatt
  2704381 gtaatttgcc atgttgatgc aacgagccaa ccaggtccaa aagctccagc aaaactaagt
  2704441 ggtgcataga agagaccgaa tccaacgata ctccacacta accaatcttt cggattattt
  2704501 ttcatatatt gaaagagttg ctttaagttt cctctataca tgacaataag taaaagcatt
  2704561 ggaaccataa agtagtaccg taatgatgca ctccaaatcc agcttccgcc ttctagatcc
  2704621 attgcccggt ttaaaacgaa ggtaaaggca aagaaaaatg atgccaatat ccctactgca
  2704681 atagctttca ttataaaact ccttgtttag tttcttctta tactatacaa caaattaaat
  2704741 ataattaaaa ttcgaaatct ttatctcgta tgcattctag ctctatatag ttttcttaac
  2704801 tgactaatat gagcttgatg gtaccgatta tgatcagcta tatgccatat tccccacctt
  2704861 atagtcgcat tttctccctt ttcataaaaa acctctcgtg ttaaatcatt ttctgttagt
  2704921 ttcatacatt cctcataaaa catatgttgc actgcttcat aatcttgcat taattgttgc
  2704981 aatgtatgtt ttcttaaact gggcagctct cctgcttcat ttaacatagg tccatatata
  2705041 ttatcaagtg ccagtggaac gggttctcct tttaagcggt atacccaatg caaatcgaca
  2705101 actgctaaat gttgaagtag ttgtccaata ctattttcat tattttttaa ccctttaaaa
  2705161 gacagttctt tctcatcagt accctctact aacttttgca accgtttaaa tgtatcggca
  2705221 actgtcgcat atagaattgc tacttgcggg ttcatatttt tttctaaata gagatctttc
  2705281 atagtaaact ccctctttta aaggaacaaa accatatgtt catcatcact atacacacca
  2705341 ttcatcttta tagctctctt ttcaatccca tacgttttaa agcccattga ttcatacaac
  2705401 ctttttgctg gctcgttagt ggatacaaca cctaatgtca attgttccaa gttcatttct
  2705461 tttgctcttt caattgcctt acatattaac tcacgtgcaa ggccacttct ttgattgctt
  2705521 gcatctacat acatcgcaac gatatgccct ttatgtttat atgcttcttt ctcttctgtt
  2705581 agtaaagtga caactccaac taattgatga tcttcattaa aagcaccgaa tgtacaacta
  2705641 gtagcagctg ttaaattact ttccactcgc ttaatcggat tttcttgacg aatcgcctct
  2705701 tcataagttg ttacaaatgc ctctggattt acttgtaatg cttgtaaacg taacccccaa
  2705761 tatttttttg catcttcttt cgtaagtaat cgaatcatat ttctccatcc cttttaagtt
  2705821 gacataatat ttttacaaac tactaattaa agattgatat tcttctctta acatactata
  2705881 acgatagcga tgaatgaacc gacctttacg caatcgatca tttctcatta acccttcgca
  2705941 tacaaaacca gccttttcat agctctttct agcttgtaaa ttatcttcat ctacacgtag
  2706001 ccatactttt tctaattcaa attcaaagaa tgctacatgt aacatactat ataaggcggc
  2706061 tattccatcc cctttacccc agtattcttt attaccaatc gcgattccca attctgcatt
  2706121 tttatttgtt ttatcaaagt ttttaagctc tatccatcca atatgtatgc cattctctgc
  2706181 agtgatagcc ctttgttcat aaccattttt tcgatttata catgcctcaa tccattgttt
  2706241 tgtatcttca agagtgaacg gtggatattg atctgataca actaaatgtt ttgttacttt
  2706301 tgtatctaat gaccattgat atcggtcttc tacatcatct agcgtcagtt ctcttaattg
  2706361 aacgaatgga acattcattg tgctatcccc tttttatttt cctatagaaa acccttcgaa
  2706421 cattcttcct ccatactgtt ctaacgtttt ttctacaaaa gtaattaatt tacttttttc
  2706481 tcccgttgta taaaaatgat cgaacgccgc tacaaattga tctgcatact gttcatcata
  2706541 ttttctaagt acccttataa accattttga atttccaagc catttcccat ttactcttaa
  2706601 tacatattca tgtaataaat cagctaataa attcgcgata aacaattctt cttctctttt
  2706661 tgatgcacca ataaaatcat ccaaagtatc cgtaataaaa taccgcttct gcttcatcat
  2706721 ttcttcggtc catttagctg gtcctttatt tagtaaatca cttgcttctc tttttagttt
  2706781 ttcaacaatt tcattttcac cttttaatac aatcccctct gaaactaatt gtggtaacga
  2706841 aggtctcccg cgatcgcaat ccattttaaa aaaggtttta tacgtttcaa aattatgtac
  2706901 aaacacttca acaggccagc cattactata gaaagattct cgataacaag acgttaaact
  2706961 ttgatcaact attacaatgt ccagatcgga tgtttttgtc gcttctcctc ttgcaacgct
  2707021 tcctccaagt aaagctacat cacaatccgg aaagtgtgat gtaattatgc tttgtgccgc
  2707081 ttccattgct ttcataaccg ttcccctttt cttatttcat tttctttttt tcagctcttt
  2707141 ctctcgcttt ttttatatac gactctgcgt ctggtgtttt gcatgacgtt gccccgtgat
  2707201 caacctgtac ttttccaatt tcacgtgcaa tttcaatcgc tgtttgctct aagtcttcat
  2707261 tacgaattcc tatcgcaatt aaagcactat tcattgcttc tctttttcta tttttttcat
  2707321 tatgtatatt ttctttaatc tcttctagat aaggagagaa ggaatcatct tgtaacgttt
  2707381 tatttttaat cgctatattt gctaataaag accagcctgc tcgtccaatc cattcatcat
  2707441 cagactttgt ccattcttcc attctttcta tcgcaattgg cgacgtacaa atagccgtca
  2707501 tcaaaacgtc cattaaacaa taataatcaa cttcctgtac ccatttattt aacagttctg
  2707561 tcgtaacttt ctttggatct aaaatcattg ttgctaaagt cattgcatcc atattttttg
  2707621 tttcccataa tgaaattgct aaatcatgat ctttttttat cttctttttt aacaatttta
  2707681 aattagcaaa actaactccg aatagtggct ctttcgctcc gtggttttta tacgttttac
  2707741 gattttgttc tgttccatat tcctctagtt gctgcattac ttcttcaagt aacatatacc
  2707801 cacctcttta ttttttatgt tgacttcata tatgtatgta cgatacattc tacattactt
  2707861 tttggttttc ctatatgtat ttttaaaatg cggtatgtga aattttaaat ttattcaaaa
  2707921 aatataccgt ctcctttttt attcgcaaga aaatatattt tttcatctaa taagtatggt
  2707981 atacagcttc ttttctttat aagttacgca tattaagatg aaaataagtt tggctatcta
  2708041 tattttttac actcattagc ccatatacaa ttataaacca ctttcctttt tgagcgaaaa
  2708101 gtggtttatg ttttccgaaa atatttgatg tgttaagcta tacaattcat tactgttcga
  2708161 ctactcattt tcttttttct tcttttgttc ctcagatggc tcttctgttg gatctggttc
  2708221 ttgttcatcc tttttgttta actcattatt ttgttcttta gcaggatctt gtttttcatt
  2708281 tttttcctcc tgtctttgtt cagaaggttc ctccgttgga tctggctcct tttcatcttt
  2708341 tggagctggg ttacaaccaa ttaacaatcc taccgtaaat atgctcgtca taaatataga
  2708401 aagcattttt ttataattca attaaagcac ctcctaaaat taatatctcc tgtattgttt
  2708461 ccaacttata attcaattta tccaattttt tatgacgttt cttcaaaaat gccattcctt
  2708521 taaaatcttg catacttttt tacaaacttt cttgcgcttg taaaaaagtt tttttgcatt
  2708581 tccataccta taattgctaa tatagtagag tagaactttt atagagagaa ggaaaattat
  2708641 gcacaatgga attcgaatga caactttaat gaaaagggct atgctgattt gcgcgggggt
  2708701 attatttaca tacgaagcag ctttaggatc agcacatact gctctagcaa gtacagagga
  2708761 tgaagcaaaa tctgttcaac ttgtaagtga aattcaatca tctcttgcac cgaaagaagc
  2708821 tcctaaacaa tataatgggc aagttagaaa agtagcttat ttaacatttg atgatggtcc
  2708881 tggaaaatac acagctgagc ttttagatat gttaaagaaa gaaaatgcaa aagcaacatt
  2708941 cttccttatt ggttcaaatg taaaagcttt ccctgatctt gtaaaacgcg aagatgctga
  2709001 aggccactac gttgggatgc acagtatgac tcataactac aagaaacttt acacagaagg
  2709061 tcattatgta gatgagatga aagaagacca aggattaatc gctggcgttc taggtaaatc
  2709121 gccagtatta actcgtccat cttacggctc aatgccagga ttaaacgaag cgcttcgtaa
  2709181 caaagttgtt gagaatgggc taaaagtttg ggattggaca attgattcat tagactggag
  2709241 atataacaaa atgcctgttg acgctgcatc agctaaaatt gtagaaaacg ttatcaatgg
  2709301 tgcaaacaag ccgacagaag ttatccttat gcacgacatt catccacaat ctgtaaaagc
  2709361 agtacctggt atcattaaag ggctgaaaga aaaaggatat gaattagaag cctatagtga
  2709421 gaacgaacac ttcccattaa acttctggca tgataatcgt atgtaatgaa aaagacttga
  2709481 tttcctttat ttggtgatca agtcttttta tcgttttagg aattactcct catatactac
  2709541 gactcaactc ccccttctct aatatcaata caaattaaaa atcacacgct atactataat
  2709601 ttagtttaaa taagtaggtg caattatgat cgtatataca gttcaaactg aagaagcttg
  2709661 gaagcaattt aagaaacttg gttatttaga aggtaataaa gaatttatcg attcagacga
  2709721 tatatattca tatgactgga tggtgcgcgt tgctaaaaca aaattgcctc attacgaagg
  2709781 taactatcct atttgggtct gggaagcaaa taattaccca aaccgaaatc ataaagcttg
  2709841 gggtagaaaa aattcaaaaa tggtaatttt aacactagat gtaccgaaaa aatgggtact
  2709901 atggagctat tttgactatt ggtgctgtgc tatgactgat ggctcaacat atttacatac
  2709961 aaaaaataag tgtactttag atgaatggta tatatatatg gataaaaaat acgggatcat
  2710021 attcaatttc gactatttat tatcacatcc tgattggtat ctagataaag aggattcgtt
  2710081 agaaaaacaa ggggttatcg gaaaaatccc cctttccttc gtaaaaaaag tacgacgttt
  2710141 tcgtgctaag gaagatacat ctattcatac aatcagaagt gataactggg ataatagaaa
  2710201 agaaaaccgt attaaaaaga tgaatcgaaa attaagaaaa agaaacgaaa agcaaaaaag
  2710261 agtgcaaaag cgacttatac gaaattaaaa cagattgatc aaaatacagt aagaaattat
  2710321 ggattgaata tacaaattca atcctatttt ttatattatc aacactttag cacatattac
  2710381 tcttaagggg ggatgtatat ggattttctt tcagctgaat atttgtcagc cttgcttgcc
  2710441 attattgtaa ttgatttagt gttagcaggt gataatgcca ttgtaattgg attagcagca
  2710501 agacgattac cgaaagatca acaaaagaaa gttattatat ggggaactat cggggcaatc
  2710561 gcgattagag ccctcgctac tttagttgtc gtttggttgc taaaaatacc agggctacta
  2710621 ctaattggtg gtgtactcct tatatggatc gcttacaaat taattgctga aggcaaagat
  2710681 catgatatta aagcggaaga agggttctgg tctgctatta aaaccattat cattgctgat
  2710741 gcattgatgg gaattgataa cgttctcgct gttgctggag ctgcgcatgg caatttttct
  2710801 ttagtaatca tcgggctatt agtttcaatt ccagtagtag tttggggcag tacattaatt
  2710861 ttaaaatggg ttgaccggta tcctatcatc attacgattg gagcagctgt tttagcttat
  2710921 accgctgcga aaatgattgt ggatgaaaaa tggttcgctg catttttcga aagtaaccct
  2710981 ttcataaaat gggcattcat cattatcatc attgccggtg tagttttttt cggaaaggca
  2711041 aaacaaaaag caacagatgg ttctatctga tgatgatgtt atatttacaa acaaaagaca
  2711101 ctattcatat gaatagtgtc ttttgctatt tatttagctt ccccttccgg agccgttttt
  2711161 actttcgttt tgtttttatc acgattgtta tagttatact tcgaacgatc tatcggtgta
  2711221 aatccttccg gtgtgtagaa tcgtaataag tcaccattta cgacttggtc agagtatttt
  2711281 aacgagtttt gagccatttg ttcattttgt tttatttcat ctgtaaattc tacaggtttt
  2711341 ccagttgctg tatcataata tttgccgttt agtgcagtaa ctgttgggct tacgaagttg
  2711401 ccgttacgga acgcaacaac ttgtttatga tctggtgata ataaatctga accaaattga
  2711461 acataatttt ttgtatctgt tcctagtaag tgtaaaagag ttggaagaac atcaatttca
  2711521 ccaccgtatt gatgttgtac gccacctttc acacctggta cacgaacgat taaaggtaca
  2711581 cgctgtaact gtgcattttc aaacgagtta atttctttac ccattacttt tgacattgct
  2711641 gcgttatgat tatctgaaat accgtaatgg tctccgtaca taacgataat agaattatca
  2711701 tataaaccag attgcttcaa gtaatcgatg aaacctttta cagattcgtc taaataacgt
  2711761 gctgtttgga aatacgtatc tacagatgag tcacctgtgt tcgctggttc aattgtcgct
  2711821 tcctctttat caattggata cgggaagtga ttcgataacg taataaactt cgtatagaac
  2711881 ggttgtttca atgtttctaa taacggaatg gattcattaa agaatggttt atcttttaat
  2711941 ccatagttta ctacatcttt ttcgttcata tcatagtatg aagcatcaaa gaatttatta
  2712001 aaaccaaatg atttataaat atcatcacgg ttccaaaatg ttttatagtt accatggaat
  2712061 acagctgatg tgtatccttg ttgtcctaaa attgctggtg ctgattgata cgtgttatga
  2712121 gatttcgttg taaatacaga tccttgtggt aaaccaaaca tagaattctc taacataaac
  2712181 tccgcatcag acgttttccc ttgtcctgtt tgatggaaga agttatcaaa gtaaagcgta
  2712241 ttcgcatctt ttgtaaatga gtttaagaac ggcgtaactt cttgaccgtt taatttataa
  2712301 tcaattaaga agttttggaa tgactctaaa tgaatataaa ttacgttcat tcccttacct
  2712361 ttaccgaaat actcaggatt tggacttgcg taagttgatg ttaaataatt tcttacttcc
  2712421 gtcatattat ctccatcagc taacgctctt tccgttgatg ctttcgcact ttgaatacca
  2712481 tcataaatcg tatagttata tgcccctaaa tatttcacaa tataattacg atcaaacgtt
  2712541 cttgttaata attcaggacg gtcagattct gcaagtccta agttaacact gaataataaa
  2712601 atacctgcta caaatactag tgatacttta tatttcgcaa cacgaattgg ttttggattt
  2712661 gcaaatttcg ttgcaactaa cacaattaaa ataattgtat ctaagaagta tagcggatca
  2712721 taaagatgta gcaacgcaac aatactacca cctaaatctc caaagttatt cgtttgtgtc
  2712781 aacgtcggga acgtaataaa gtcactgaaa aagcgatagt atacgacgtt tgcatataaa
  2712841 agaatcgaca ataacaagtt gataacaatt aaccaaatat aagatcgttt cccttttgca
  2712901 aataatgcaa gtcctaaaaa taacactgct gaactaagcg ggttgaaaaa cagcaagaat
  2712961 ttttgaattg tatttgaaat acctaaatta aattctgtta cataagccgc atatgttttg
  2713021 agccaaaata aaataacggc aaacagaaag aatccaaaat gattgcttag cacacttttg
  2713081 ctctttaata agaattgttt catttctcca cctcttttga tcatccaagg cttatttttt
  2713141 ataagtctgt ctctctattc aattttttat cttcaaatag attttattta tttaactata
  2713201 tgaagaatac tagtaattat aatttgaagc tagtatttat tcaactattt ctttctggac
  2713261 attttgacct tggtttctat ttaacaaaat aaatttgtaa catttcctgt ttactcccaa
  2713321 gattcatcca ctaattatga catcacatac tatatacttt tattcactgc ttcgcaaata
  2713381 aatatgtctc cagttctgga acattaatgt aatattatta aattcacaat tgaccacatt
  2713441 tattttttca atgtatatta tatttcctca actatttatg cttcagccat ttttctatgt
  2713501 acaacattca aatctctttc cttcaataaa attatttttg aataattatt cacaatccat
  2713561 aaaataaagt ttataaaaaa acctcgctct caaaacgaga gcgaggtttt cctcatttat
  2713621 tattgacctt tgtacattgc atctacttgt ttttgaagtt cttcattttc taagaactca
  2713681 tcgtaagtag cctctttatc gattacaccg tttggcgtta cttcgataat gcggtttgca
  2713741 attgtttgta cgaactgatg gtcatgagat gtgaataaca ttgtaccttt gaatgcgatt
  2713801 aaaccgttgt ttagtgctgt aatagactca aggtctaaat ggttcgttgg gtcgtcaagt
  2713861 gtgattacgt tcgcaccact taacatcatt ttagataaca tacaacgaac tttttcgcct
  2713921 ccagataata cagaaacgtt cttcttaact tcttcacctg agaataacat acggcctaag
  2713981 aaaccacgta agaagctttc tgactcatct tgtggagaga attgacgtaa ccattcaact
  2714041 aagttgaggt cactgttctc aaagtactta gagttatctc ttgggaagta agattgagaa
  2714101 gttgtaacgc cccatttgaa tgaaccacta tctggctcca tttcacccat aagaatttta
  2714161 aataatgttg tcattgcaat atcgttacga ccgataaatg caactttatc acctttattt
  2714221 aaagtgaagt acacattatc taacactttt tccccatcaa ttgttttaga aagaccttca
  2714281 acagttaata agtcatttcc tacttcacgc tcaggtgtga agccaacgaa tgggtaacga
  2714341 cgagatgatg gtctaatatc atctaaagta attttatcta ataatttttt acgagaagtt
  2714401 gcttgtttcg ctttagatgc gtttgagcta aagcgcgcaa tgaagttttg taactctttt
  2714461 actttctctt cttttttctt attagcatct tgcgttaatt ttaaagctaa ttggcttgac
  2714521 tcatgccaga agtcatagtt accaacataa agttgaattt taccgaaatc aagatcagcc
  2714581 atgtgcgtac atactttatt taagaagtga cggtcatggg atacaacgat aactgtattt
  2714641 tcaaagttca ttaagaagtt ttctaaccat tggatcgctt ttaagtccaa gtggttggta
  2714701 ggctcatcta gtaatagaat atcaggttta ccgaataatg cttgagcaag taatactttt
  2714761 actttctctg ccccagttaa ttctgacaat ttcttatcat gaagatcttc accaatacca
  2714821 agtcctttta gtaagattgc agcttctgac tcagcttccc aaccgttcag ctcagcgaac
  2714881 tcaccttcaa gttcagcagc acgcatacca tcttcatcac tgaagtcttc tttcatgtaa
  2714941 atggcatttt tctcttgcat tactttataa agttgcgtgt gacccataat tactgtttct
  2715001 aatactggga actcttcgta ttcgaagtgg ttctgtttta atactgctag acgctcacct
  2715061 ggcgtaatat gtatgtcacc tgttgatggt tcgatttctc cagataaaat ctttagaaat
  2715121 gttgatttac cagcaccgtt tgctccgatt aaaccgtagc agttacctgg cgtgaatttt
  2715181 atgttaacac cttcaaacaa tttgcgatcc gcgaaacgca aactaacgtt acttactgta
  2715241 atcatttgtg tcctcctact aataccgctt atttcagcgt tttctcaccg attgtcttaa
  2715301 aaaatcgcat attacgactc aattattgta gactatagct attatatagt agaagctgga
  2715361 tgaatagcaa cggttgattg ctattccttt ctttccaaac tcgaataaaa cctttgtttt
  2715421 taattatatt aaagttacat acacgtttta aagaggattc attttgaaaa aacatttata
  2715481 attggagcat tatgtttatc aattgaaata atacaataac ttgtatgcat ttcgcattat
  2715541 aaatagtaaa ctaaaacgct cagaaaatat tctgagcgtt tttatttctt tctccaacta
  2715601 aagcaccagt tagtgtaaaa agctatttca ccatttgtat tgttaactta tcttttaaca
  2715661 ttgatctata tgagccaatt tcatattttg tattattgat tttttctttt ttcattttta
  2715721 acatatcgaa tatttctaac tctaaattcc ttctagcttc aagaactttt atcgctcctt
  2715781 ctactcctga atggttatgt tctttcccat agccctgatt cgtgtaataa tcgacaattc
  2715841 ctgtggacca ttctggattt ctttctttta atgccttcct aaatgaaaat tcaagatcat
  2715901 cttgttctac atagaataac attggattta gattctctat gatttttgca actttcatta
  2715961 cataatttat tattttttct ttttgttcac cgtatttaat catcccaatc gttaatggat
  2716021 tttgtatgaa acaacattca aaaatataaa ccttatcatc ttctagagca atttcagcaa
  2716081 agtcctgcca tttgtcagca attaattcaa catttttatc gaatggtaat tcatatatat
  2716141 cgtttcttga aatatcgtta aataattcgt ccgaaaactg gtcaccaaac tcatttttta
  2716201 tctttctgta tggtaataaa taattgcttc ctttttttaa aactctttta agaagcactt
  2716261 ctttaaaatc tccactgtta gataataatc tgtcgaattc aaatttatta aaacaagata
  2716321 caccatcata gtcggctggg tggttcaagt ttccttctaa aaatagttca acttcaattt
  2716381 tattttggct tagaatatca tttattagct gtgcagtggt cgattttccg aatccaggta
  2716441 aaccttctac tattattagt tttgtattca tagttataaa tcccttcctt caaagtattt
  2716501 aaccaagatt aaaaaaatta cttactccac tgcaatcact ccttcaaaat ataatattca
  2716561 ccatttcctt tgaaaaatct ctattattat tttaacataa atttctattt accttttaaa
  2716621 aaagatagtc cacctttagt tgagtgaaat ataaaaaaag gatgttaaat catatgtgat
  2716681 ttacatccct aatttgagtg ttattttata ttttatctcc tataactgaa ctagttactt
  2716741 ttaaacgggg attcttttat ttcctttcac ttaatttctt tgcataatcc ttcattttac
  2716801 tcattaaacc tattaaagca ggtaacaata ttggcatcac aataatagct aatagtaaca
  2716861 atgcaacacc aacaacggat gctacttgta taagcgccaa tacacctgaa gggattaatg
  2716921 cagcaaatgt accacctaaa ataagtgccg ctgataatac aactcctcca atatgacgag
  2716981 aagcagttac aattttcgtc gctggttccc cttctaactc attgtatctc atcattacaa
  2717041 aaatactata atccactcct aaagcgacaa tcattatgaa gctaaagaat ggaacattcc
  2717101 agcttaatga atctacgttt agtaagtgtg tactaatttg ttcacttata ccaagtgatg
  2717161 caaaataagc taatattaaa gatccaataa taaagattgt gtttaataat gaacgtgtaa
  2717221 tcacgattaa tacgattgca attccaatta acataattgt agctgtacgt aagaaatctt
  2717281 gcccagttac ttcttttaag tcaacgtttc tagctgtggt ccctccaatt gcttttttgc
  2717341 attatttaat tctgtcccct tcaaagtacc atctatcgtt ttattgattt cttgaataat
  2717401 tggcatcgct tcttttgaat acggatttac gtctaaaatg attgtcattt aagcagtctt
  2717461 tctatcatgt gacatgtacg tattcaaagc tttttggaaa tcttctccct ccaaaacttc
  2717521 ttttggaata taaaatttct cagagctttt tgattcattt agttctccta aatatttctg
  2717581 agcatcccct aagccattac ttaccttttc aaggccttct gtacttttag atagtcctga
  2717641 ttgtaattgt cccatctgtt cttgcaagtc tttcagtcct gttaatacct gtccttgccc
  2717701 atcgtttatt ttcgttaatc cggtttgtaa ctcagatgac ttgttcgcaa tttgttttga
  2717761 acctgaagca ccttcattta atccattttt aagatcagct gctccttttt gtaacttagt
  2717821 aactccattg ctcatttctt ttaagccgtt atccactttc aataacgatt gattcgcttc
  2717881 tttaaatgat cccatcgccg cattatgctg cgttgctaat tgatttaatt catttgacag
  2717941 cccacctaat tgcttttgag cctctttagc aattcctatc gtctgcagaa tgttaggatc
  2718001 atttgctaat tctggtttca tttgaatgaa attggtcatt aacatttcaa tttgttcata
  2718061 acctttcttc gcaccgtcaa tcgcttgaga aatacttccg aagtattgat cgtaagaact
  2718121 taaacctttc tctaactgtg tatagccagc atgaagttgt gaagttgcat tagataatac
  2718181 acttatattt tcatttactg aagttaaccc cctctcaatt tgctgcgcac cttttgctcc
  2718241 gtcatttatg ccatttgata gttgatttaa agctgttcct aatgccgaca caccattttt
  2718301 cgcttcattt gttccatcaa ttaacttttg aacgtttgca agactatttg aatccttact
  2718361 acccatttta tctttcgcag tagttaatcc atcattaatt tcctttatac caccattggc
  2718421 atctcctaaa cctgtattta gttcatccgc ttgtttattt atatatagtt ctttaattct
  2718481 ttcaccagtt ggacgtgtcg gtgcatatac ttctgaaaca cctttcactt tcaaaatctt
  2718541 ttcagttagt tcatctaaag tttgaagcga actcgcctca tctaacttat tattcgattg
  2718601 aatgactaac gtacttggtg aagaaaaacc aggtggaaaa tgttcttcta ttacgttaat
  2718661 ccccattttc gactcatatt tattgtctac ttcaaataaa tcgttgtaat taagtgtatt
  2718721 agaatacttt aatacgatag gaatcgatat cacgaataca ataattaaag cgacaaacgg
  2718781 tcttgcaact gaatttttcg caaagaatcc ccataggcga ctatcttcat gacctttaaa
  2718841 tgttttaact ggataaaaca tcccttttcc tagaagcacc atgaaaaatg gatttaacgt
  2718901 agttaatacg agtaataata ctgcgacacc aattgctacc gctgaagtag attgatataa
  2718961 tttaaagctc gctaaagcaa gagatgcaaa accaattagt actgctatcc cactatataa
  2719021 aacagttttc cctgccgatt taaatgtttc tttcgtagcc aaaaatgcgt tttcttgttt
  2719081 acttaattct tctttaaatc tcgtaaataa taaaatgtta tagtccgttc caaccccaaa
  2719141 caggacaaca actacaaaca cttgtgtaaa gttagaaaac ggaaaattaa attgatctac
  2719201 aagatgagca ataatcccca ttgaaactaa atatgatacc ccaacagtaa gaagagaaac
  2719261 aattggaaca atcggtgaac gaaatacaat gattaatata actagaatga aaatgattga
  2719321 aataacttca gtctttttca ctccctcttg agaagatgta agaaaatcac ccgcgattaa
  2719381 gtcacttcct gttaagtacg tttttacccc tttcgttttc actttattat gaagattatt
  2719441 tgaaactttc gatatttcac catgtttttt atctatcgat atttgcgtta aaatagtcgt
  2719501 attatcttta gaaactaatt gtttctctaa ttctttatta tctaaatgtg aaacaacttc
  2719561 tttaattcct aattgttcct tttcattttg caaagcgttg attgtttttg ttatttcctc
  2719621 tttttgttca gtcgttaaag ctgttttact accactatta aaaactgcta taatgtcata
  2719681 cttttctgtc ccgtctttat tcatttcttt tatcattttg tcagcaatac tactttgttc
  2719741 tgtattagga atcgtaatgt gccctttttc tttcactaat ttatccatat taggcatcgt
  2719801 tacgatcatt gtaatagtaa taactatcca taatagaaaa gataaacttc tccaattttt
  2719861 cagcttgctc atttggatca tctcccgcga ttaaaatttt atattagtta cggaatgaat
  2719921 attcattcct attattttga aaacaccttt tcggaatgaa cattcattcc tctcgttcta
  2719981 ttaatttact ttttagctct attaaactat ggatttcgga atgaatattc attcctttaa
  2720041 ttgtacagat tgatcatctc ctacttttct ttttcacacc ctcatcggaa tgaatgttca
  2720101 ttcctgttct tataacgcta tagaatcaaa tgattctaat agcattccaa cagctttctt
  2720161 ccagttcttt taccaattct tctgtatatt ctaattggcc tgtttccatt actttaatta
  2720221 atttttcaat cggttgatat acaatgataa ttaacgcaat tggtggtaat ggacggagaa
  2720281 aacctttttc gattccatcc tcaatcaagt ccataaagaa acccataaaa tcctcgaata
  2720341 tttcattact atgttcatcg agaaaataac tatcacagtg agaattcgta aaaagaaaag
  2720401 catctgcatt ttgtcttgca aattcaaata aacggttgta tgtatggcta aactgttcac
  2720461 gaatatttgc gttgactgga aagtcggttt ttattaactc tgatagctgt aaaacacttt
  2720521 tcgtaaataa agaattaaca agtgcttctt tattttcaaa ataacgataa atggtaccag
  2720581 cacctacttt tgctttttca gcaatcatcg gaattgttgt accatcataa cctcgttctg
  2720641 caaaaagttg tattgccgca tcaaaaatgt cttcttgttt atttttagcc attttttcac
  2720701 ctcaatttca ggaatgaaaa ttcattccgt ttttaattat aaattacatc ggttaaaagt
  2720761 caagtgtgtg acaagtatca tttcgttttt aatcccttgt tttgtaaaaa aatttatatc
  2720821 agcgattttc aggatatatc ggcgcatctc taattatatc agcgattttc aaaatatatc
  2720881 gacttaccga caaaaactga caacatttga agaagctatt ccaaatgaaa ttttagaata
  2720941 gcccgatttc aaatatgcag attaaaagaa atcataaata aacggcttac gcactggtac
  2721001 tacactctca aacgctcgta tttcctcttc gcttccgcta attaattcaa gttcatttag
  2721061 ttctaatggg cgtctgtatc caaacaatat tgtagatagt gcatttatat ctagtttgat
  2721121 tcctttatct attggttctt ctataattgt tatttcatga tttgctattc tcactgttat
  2721181 gttattccac tgagcaaatg aatctgtaat atgtaagatc acttcttgct gtacattgtt
  2721241 ccagtttaac tcatattgtt ttaagaattg ctctacatct acaattcttc ccataaaata
  2721301 tggttttatt tctgtcttca cacgtggctc ttgcaatgta tataacaacg gttcattttc
  2721361 acttactgtc atttcaagat ctttaatcat agaatcatgc tggcaaataa agttccatag
  2721421 accatttcgt gcttcattat gcagtggtac gaattcttct acagtcattt tatagttttc
  2721481 tattttatat aacatatagc cagctgcagt ttgattttca tcgtaataaa ttgctaatgt
  2721541 taaatcatca taaactgctt gtaaccacca tttttcattg cgaactagca taccagaaaa
  2721601 aagttctgca aatgtttcat aaagcttctc gacctcttcc gggtgacttt ctttattgaa
  2721661 acgtttcaca gtaccattca cttgtttttt cataactaaa tcactctttg tcatatgaca
  2721721 tacgagaaga ttcgcacaaa gttcccagcc gtatttacgg taaaatgaaa cggcaaatgg
  2721781 atgtagcatc gatactgtat atccgtcttt tttcatcgtt tgaagtgaat gttgaagcaa
  2721841 ttctttcaca taaccgcttc ttctatactc tggatatgtt gctacccctg caacgccacc
  2721901 cattttaaat ttttctttgc ctatgtatat atggaatgga ataaggtgta gttttgccgc
  2721961 taagttctcc ccttccataa taccgtatac ttcatgactt tctttcattt ttgtaatttg
  2722021 ttgctgcaat cgatcttcat caactttata ttgaaaagcg tattctgata aacgtaatgc
  2722081 ttctctaaat ttatcttcct ttaatcgtat aacgttcata tatttctcct ccattcctta
  2722141 ttcgaattgt accataattc gaaatattaa agtgcggcga atgaaattat atggacttaa
  2722201 cgacacgaat tcaatataaa aaagcagata catcttgtat ctgcttctca ttactttatc
  2722261 ccgctttaac gggcagtaag acccccactg attaaagttt cactttattt agccaacttt
  2722321 tgaagttctt cgaaaaacgt aggatatgat acgcctactg cttctgcgtc ttcaattatt
  2722381 gtttttcctt ctgcgataca tccagcaatc gcaagcatca ttccgatgcg gtgatcaccg
  2722441 taactattaa ctgtattacc ttttagagct gattttccgt aaatgatcat tctgtcatca
  2722501 gttgcttcta tacgagctcc tagtttcgtt aactctgcaa caactgtatc aatacggttt
  2722561 gtttctttta cttttaattc gtgtgcatct ttaataactg taattccttc cgcttgcgtt
  2722621 gccgctaatg caattacagg aatttcatcg attaatctag ggataatatc tccaccgatt
  2722681 tcgattcctt ttaatgaaga tgtttcgatt gtaatatttg cagctggttc tgatgctcct
  2722741 tcgttaattg gctctacagt gaacgtagca cccattttct ctaaaacatc aataatacct
  2722801 gtacgagttg gattcatccc tacattttct aatactagtt tactatttgg aataattgca
  2722861 cccgctacta agaaaaatgc agctgatgat acgtcaccgg gcacttgaac gtctgttgct
  2722921 gttaattttt gtccacctgc tagtttcact gttttccctt cgcgagttac tttgacgcca
  2722981 aatgcttcaa gcattctttc cgtatgatca cgagaaatat gtggttctgt aacagctgtt
  2723041 acaccttctg cacgaagtcc tgcaagtaaa atagctgact ttacttgtgc gcttgctacc
  2723101 ggggaagtgt attcaattgc ttttaaatct ccaccacgta ttgttagcgg tgtaaacgtt
  2723161 ccttcttcgc gtccatcaat gtttgcaccc atttgtttta atggatttgt tacacgtttc
  2723221 atcggtcttt ttgcaataga tgtatcgcct tgtacgcaag agagaaatgg tgtatttgcc
  2723281 aaaattcctg acattaaacg tatagttgta ccagaattac caacatctaa tacagctttc
  2723341 ggttcttgta aaccctctaa tcctttacca actacagtga cttcatcacc gttttgcaca
  2723401 atgtctactc ccatttcttt aaaacaagaa atcgtactta aacagtctgc accaggcaag
  2723461 aatcctttaa ttgttgttgt tccttctgca attgcgccga acatgacagc gcggtgagaa
  2723521 atcgatttat ctcctggaat tgtaatgttg ccatttaatc cgttattaac aggttgtatt
  2723581 gttctttcct tcacgttttc accttctcat ttaaattgtt tcataagttt ggtatttttc
  2723641 ttctccaagc gctagctttg ctttcatacg atcttcttct cgctggaagc taatacgtaa
  2723701 taccccaagc aacccttcac gcgcttctaa tatttgcaag ttcgtaatac taatttcttc
  2723761 gcgcgctaaa atactcgtaa cgtgagccag tgcccctact ttatctaaaa catcgacgta
  2723821 taagtcgtga taggcaggaa ttgcccctct ctttcgtact ggtaaagagt ctcggtattc
  2723881 tttcgcgtct gcaaaatagt tttgaatctc gcctgcatct ccgctagaaa ctgtatcata
  2723941 taaatcttcc atttcagaga tccactcttt taataatacc attaaatgct cacgattttg
  2724001 cttaacaata tcactccaca ttttcggact actagatgca atacgtgtaa tatctttaaa
  2724061 acctccagca gctagctgat gaatgagtgg attatctcct gcatgtttct ctacttgctt
  2724121 cactaaacct gctgcgataa ggtgcgggaa atgactaacg atccctgtta cataatcatg
  2724181 ttcttctgta tttaaaacaa ggaaatgtga ccctgttcct tttaaccaat cttttaactc
  2724241 ttccacatgt tcatttggca catgatgcat cggtgttaaa atgtaaaatg cattttcaaa
  2724301 taaatgcgct tttgcacttt caactcccgt tttatgagaa cctgccatcg gatgtccacc
  2724361 aatgaaagaa atttcctttg aaaataaagc ttccgcttcg ttcataatag acccttttgt
  2724421 actaccaaca tcagtcacta taacatcttc tcgtaaatgg aatgacgcaa gtttgtgtaa
  2724481 tagctttttc gtttcttcaa ctggagaagc aaaaacaatt aaatgtgcct cttcacatgc
  2724541 atgctgtaaa tcaactgcta tttcatctac tacgtgtaat tcttttgcgc gctctacttg
  2724601 ttcttgaaat atatcataac ctgttatcgt tacatcgtgg tccttcttaa ttgctaatgc
  2724661 gagagaacct ccgattaaac ccgttccaat taaaactacc tttttacgca tttgcctcat
  2724721 ctcgagactt tcttttttta ttttcaaagt gttgttgtaa cactgaaatc actccttcat
  2724781 tttgctccct tgttccgact gtgatgcgga caccattcgg gaacggacga ataataaacc
  2724841 ctgcgtgtgc gcatgcttca taaatctctc caccattttc tactggcaag aagatgaaat
  2724901 ttgtttgtga ctgataaaat ggaatttcat tttccttaca gaaactttcg tattgtcgta
  2724961 aaccttctgt attcacacga actatttctt caataaactc gtcatcacca aaagcaatcg
  2725021 tcgctgcttt ttgcgctaat gaagatacgt taaatggcaa acgaacgaca tttaattttt
  2725081 cgattaattc ttcatgtcca accgcatatc caacgcggaa agaagctaat ccgtacgctt
  2725141 tagaaaatgt tctaagcaca agaatatttt tatgtttttc taaaagcggt aatgtctctg
  2725201 ggaaatcttt tgctgttacg tattcatagt acgcttcatc aatgacaatt aacgtatttt
  2725261 cactaatacc ttcaatgaat tgagttaatt ttcggtcatt cacatatgtg cctgttggat
  2725321 tgttcgggtt acaaatccat acaatttttg tatcgttatc tactactgaa gaaatttcgt
  2725381 ctaagtcgta tacaccgtta tttaacgcaa cttccttcac ttcgcaacct tctataattg
  2725441 catgatgacg atactgcggg aatgttgccc cagccgttac gatgttatct cctgctttaa
  2725501 gtactgctct gcttatcatt tgaatgactt catctaaacc actaccgcaa agtacttgtt
  2725561 ccattttcac atgtaactta tttgcaattg tttgacggag cgttgtagca cctccgtcag
  2725621 ggtataaagc atgatccaac cacgattttt gcaactcatc taaaactcgt ggcgaacagc
  2725681 cgaatggatt ttcattcgat gctaatttaa caaacgaatg atctccgtac acttctttca
  2725741 tttgttcagg tgatttacct ggtttatatg gttgtaatga tgatagttga tcttttactt
  2725801 gcatgttaaa accacctttt tattaaaatt cttttgcgta tttattatgt tgcgtaatgt
  2725861 tttgttgaat taactccata cgatcttttc cgaattgttc gactagtgca tgtgcaagtt
  2725921 cccatgctac aacagattca gctactacac ctgctgctgg tactgcacag ctatcagatc
  2725981 tttcaatact cgcttggaat gcttctttcg tatcaatatc aacacttgct aacggtttgt
  2726041 ataatgtagg tattggtttc attacacctc ttacgacaat tggcattccc gttgtcatac
  2726101 cgccttctaa accgccggca ttattcgttt ttctcgtgta tccttgttct tcatcccata
  2726161 aaatttcatc atgcacttta cttcctggct gtcttgccgc ttcaaaacca acgccaattt
  2726221 cagcaccttt aaatgcatta atactcataa tcgcaccagc aagttttgca tctaatttac
  2726281 gatcgtaatg aacgtaacta ccgacgccaa ttggcatacc ttctgcaatg acttcaacta
  2726341 taccaccgat tgaatctcca ctactttttg cgttatcaat cgcatccatc atctcttgtt
  2726401 ctactgtttt atctaaacat cgaactggtg agttttcagt aattatttga atttcttcaa
  2726461 ttgacaagtt tgaaatatgt tttgctttta ctccaccaat ttcaagtaca tgccctgcaa
  2726521 tttctacgcc taattctttt aaaatttgtt tcgcaactgc accagcagct acacgaactg
  2726581 tcgtttctct tgcagatgag cgctctagta cgtttcttat atcacggtga ccgtatttaa
  2726641 ttgccccgtt taaatccgca tgtcctggac gtggtttcgt aattgtacgt ttcatttctt
  2726701 tactttcttt ttccgaaatt ggctctgcac ccattacttt cgtccaatgt ttgaaatcat
  2726761 cattttttac gattaacgta atgggtgagc caagtgtcat cccatgacga acgccactta
  2726821 caatttcaac tgtatccatt tcaatttgca tacgtcttcc gcgtccgtgc cctttttgtc
  2726881 ttcttaataa ttctttatta atatgttccg ccgccagcgt taaacctgct ggtacacctt
  2726941 ctaaaataac tgttaactgc ggtccatgtg attctccagc tgtaatgtat ctcatttctc
  2727001 ttgccccttt actatttttt tgtacaaaaa agtccctact gagcgctcag tagggacgat
  2727061 atttatcgcg gtaccaccct agttgtagac taaatacctg tctacctctc ttcttcttta
  2727121 acgatcattt gaccgtcttt ccctccaaaa gttggcggaa aagatgctcc aaggctgtaa
  2727181 ttcatgctta tctttgtact gattcacacc taccatcagc tctctttaac agtgagataa
  2727241 gcactactgt ttcctcttca gcgcatatat aatatggaat taagataatt tatttttgaa
  2727301 accttttaac tcttccatga atctatggaa ttccggaata tccatttgtt gtgcagaatc
  2727361 tgataatgca actgctgggt ctggatgtac ttcagccatt actgcatctg caccaattgc
  2727421 aagagccgct ttcgctgttg gtaataataa atctctacgt ccagttgaat gcgttacgtc
  2727481 aacaacaact ggtaaatgtg tttctttctt taagatcggt actgctgaaa tgtctaatgt
  2727541 gttacgtgtt gctctttcgt atgtgcgaat accgcgctca catagaataa tttggtcatt
  2727601 accttgtgca atgatgtatt ccgctgcatt aatgaactca tcaattgttg ctgctaatcc
  2727661 acgttttaat aatactggct tgttaacttt acctacagct cgtagtaaat cgaagttttg
  2727721 catgttacgt gcaccaactt gaattacatc aacgtagtct aatgccattt caacatcgtt
  2727781 tggatttaaa atctcactaa tgatcgctaa gtcgaactca tctgctactt gacgtaaaat
  2727841 ttgtagccct tctactccta aaccttggaa atcgtatgga gatgttctcg gtttgaaagc
  2727901 accaccgcgc attaatttta agccttggtc tttcatcgct tgccctactt ggcgaacttg
  2727961 ctctaagctt tctaccgcgc aaggtcccat gatgaacgtt tgtgtgccgt taccaatcaa
  2728021 ttcacctttt acatcaacga ttgtgttttc ttgtttcttt ttacgtgata ctagtaatgc
  2728081 tttacggtta tcatcttctt gtaattctaa gctagctttg aagattgttt tgaaaatatg
  2728141 ttgaactgtt gatgtttcga atggtccttc gttattctct gcaatcatat caagcacttc
  2728201 acgctcacgt actggatcaa aacgttttgt accttgtact tgcttttgtt ccccaatttt
  2728261 ttgaacgatt tcaccgcgtt tgtttaaaag gtgtaatagt tgtaagttaa tttcatctac
  2728321 ctgtttacgt aattgatcta attcatgatt tgccatttgg aaatcctcct ctaatgtttt
  2728381 aaaagtatag taagagaatg aaaaattctc tattttctga actggtcaat tatacaaatt
  2728441 taaagtggaa tcgatacctc ttcttatttt aaactaataa ttcgtacaaa gacactctct
  2728501 actagttaaa aacccacttt ttttgtacaa aaaatcccta ctgatgcaat cagtagggac
  2728561 gatatttatc gcggtaccac cctagttgta gacttctttc gtctacctct cttcattgtt
  2728621 aacgatcatc tgaccgtctt tcccttcata aagataaata ctatctttac tacgaaaaag
  2728681 atgctctagg actgtaattc gctcttgttt ttgtactggt tcacaccgac caccagctct
  2728741 ctgttacagg gaaacaacaa ctactgcttt tcctttcaac gcatgcatat ttaattttca
  2728801 agttgggcca ctaaaataca aaaagtccct actgaataaa tcagtaggga cgatatttat
  2728861 cgcggtacca ccctagttgt agactaaatt tctgtctacc tctcttcact gttaacgatc
  2728921 aattgaccgc tttttcttca taaagacaat actatcttta ctacgaaaaa gatgctccaa
  2728981 gactgtaatt catgattatc cctgtactgg ttcacaccaa ccaccagctc tctgttacag
  2729041 taagactaac cactactgtg atctcttcat tgcactttgt ttattcaaat gttttttgaa
  2729101 attgaataag tatgattcat attatagaac gcttttcaaa acactgtcaa caacttttta
  2729161 tatatttttt caaattacat ttttgcccta catttcttct tgtaaattct ccagaacaat
  2729221 tccgatgcga attatctcat tatctattgc atttattaca catttttcta ctctatatcc
  2729281 aattaataat tcttttattt gaatgatttc agttttaagt aaattagctt cctgaagcgt
  2729341 ttgcagtaaa gtgaaaaata cgtttgcata caactcttta tacatcttta tactctctgt
  2729401 cttctcaagt atttcatgaa ataactgttt taactccgtt tgattccctt ttccacccac
  2729461 gtccgaaaat gatttacaaa ttatcaataa gcctctttct actatttcat ccataaataa
  2729521 tataatacgt aaaagcatta catattctct agctgtgatt ccccccattt tcggtcgctc
  2729581 tcgcaaaaat atactgagcc aagctgccca aaatttttgt tgttcttttg cacttaacgt
  2729641 tttgacgtaa tagcataaga actgcataaa tttaatttta ttttcttcat tttctcgtat
  2729701 aagtaaaggg tataaccaat ctgttttttg ctcccaatac agtacacatt taataaatac
  2729761 aaaactgagc cattttaaga aagcttccct cgtatgcgga tgtaatactt ccaaatgttc
  2729821 taccgcgtac ttaataaatc gcttcatttc tgtaaataag ggtaaattga tttgtgtgta
  2729881 acataagccg gcccatgcat atttcgtaat ctcattttcc ttctttaact ctaagtacgg
  2729941 taacaaatat tttcggcacc attgcttctc aatatgataa agaaatgtaa tgtctgctac
  2730001 taaacgagct atcataaaat ttgtccgttc tgtactaatt cttacttgtt cttcaaacaa
  2730061 aaataaatat tcatacacat tacgatcgta taaatgatca tatgataaca gttttaataa
  2730121 tactgctgtc attttcccaa caggatgctg aatcgattca ttgtaaaaat cttgttttgc
  2730181 cagcttaaaa tccgtgtcac ttttcatgac ctgggggaat accgaaaaag caaatcgctt
  2730241 tacattgcgt atactatttt cctctaactc ttctaatcga ttactaattt catatagaaa
  2730301 gctactaatt aaccaatgaa aagctgtatt tctaacaaat ttctgtaata gaggaataac
  2730361 tttttgtatt tgttcatttg tcagtcctcg gttatttcgc cactctctaa tacaaacaaa
  2730421 ccatacttca ttacttattt cgtgcattcc aactaattga tatgcaaatg aaatactcca
  2730481 ttctgtattt aatttacatg ctttcgataa catctctaaa aaatgacgtt gttcaaaaac
  2730541 accatcttga gaaaattgct gaacttgttt cataatttct tcatctttca gctgcaataa
  2730601 tccatcagct gtcacattac aagtaatact ttgttctgcc gcctctttct tttgtacact
  2730661 gtatcgctca gaatgaaaat gaggatgttt ttgcttcatt aactcataac cttttgccgt
  2730721 agatggacta ttcgaatcac aagtgaataa taaatctaac acgaaacaaa catcaaatgc
  2730781 tctttcctcc gcaaggtcct ttaatacaat ttgaatgact tcttcctttg ttttttctaa
  2730841 agagagtgcg aaatgattct ttataagttg aaaaacttcg tgtttatacg tgacgtctaa
  2730901 aagaattcct tcctgtaaca accatttcat tttctcatcg gcgctaacaa atacattttt
  2730961 attcatcgca tcaattgcaa ttcgattttg aagtacgctg tttgcttcta tcatttctgt
  2731021 aatataataa tttgcttttt tctcattgtt tttacataaa taggctaaac actcttttac
  2731081 aatttgaatt aaaaacgcta aatcattttg ttgaaactct ttctcaacat tttccttatc
  2731141 cctttttttc agtgccgctt gccttagtga taacatccgt atcttctcta ttcccatcat
  2731201 cataattgga acggcataat aggaaatatg cggtttcatc ttttcattcc aaatttgctc
  2731261 cacaaaagaa aatgtagaca cgggtaaacg actcgattcc tcaagttcta ttgattcccc
  2731321 ggtatcattt ccccactttc tttcacgctt caacttaagt ttgccgtcca aaataaacgt
  2731381 tagtaacaat aaagcaattt ctttatgctc aggaaaagaa catttttgca gtaagtaaga
  2731441 aattgtttca attgatttac tatctttttc agctgtttct aataatagga gtgtccacct
  2731501 tgcaaacaac aaagggtcca ttttcatttt cgtttcgttt aagtagctac aaattgttct
  2731561 ccataatagt ggagatagtt tagaatgatt tttaaaaatt aattgaaata attctttttg
  2731621 atgactaaaa agaaattgtt ccactaacca ttttgccagt aattcatcta cctcgttata
  2731681 gtttgatgta attaaaaata aattttgtaa tttcccttcc gcttcaagcc attccaccca
  2731741 ttcataatcg tgagcaaatt caacaaagta gcggactgtt tcaatttttt atggattgtt
  2731801 ttatgtatga taattgttcc tgctctactg acggcggaac tgttactatg tcacgaattc
  2731861 gcattcgttt tgtaatataa ttatccccca ttaactccgc ccatcgtttt actgctttaa
  2731921 cgagagattg atgattatta cctttattcg gatatacaat cggccgtatt cccaaatgct
  2731981 cccagtggta cgtattttcc ccttgtgcga caaatgcata acgtcttgta cttggtggta
  2732041 aaccagttgc taaatatttc attactgggt cattatggct atatccaacg aataaaacgg
  2732101 tataattcga gaataaatca actaaaaatc ttcttgccca tccttctgtc aagtaagccc
  2732161 ttccaaaatc accatctgtt aaaattaacg cttctttttc ttgttctata ttgccatgta
  2732221 tgtaagcgag tcctttaaac gctctacctg taggtaacgc aggggcataa tatacgttta
  2732281 attctctatt catttctttc attgcagttg taaaatgtcg atcaaaattt gttgttacaa
  2732341 tacggacttc tgtatctaaa ggaaacaacc tcggaatcgc ataatgaagc ggattcggct
  2732401 ttgacttttc aatatgcact aaatctcttg caacttgatg tacatctttt gttttcgcaa
  2732461 ttttaccaag ataataatca tgcggttctg ttatttcacg tttttcgaca tataacgtct
  2732521 ttgcaatttc atcaactaaa tcatcaaaat tcggtaagtt tgatttccct ttcatagaaa
  2732581 ctcccgctcc aacaaatagt actaactttc ctttttcaag atgatcaatt aactcgtctg
  2732641 gaatttctac ttctgaagta atccacaccg aggattcccc cttacctaaa aatgtcatat
  2732701 actctcattt tactataaca ttttttcttt gttttttaat atttagacaa aacatgagca
  2732761 tgaaaaagtt ttatgtaaat atatccgtta caatgtatga actcctatat ttattgcaaa
  2732821 actatggata aaacggaggt gtaaattttg aatgatttca cagtagtgct tatcaagttt
  2732881 atatcgtgca ttatcgcatt tagtatcgga ctcgctttat ttttcccagc aacgttcgtc
  2732941 caaattattt cgttcagtct cttcgttaca atcgtatctt atatgttcgt tgataaaatt
  2733001 attttaaatc gaattggcaa tactggtgcc attatgtcgg attttttact aacatattta
  2733061 agcgtatgga ttttcggtaa tattttatta gacaactata tgcaaattgc atggggaagc
  2733121 atcctttccg cgattgtctt tacattatca gaagtaatcg ttcatcgctt ctctagctcc
  2733181 cgcacaaggc accacaacga taatattcat attaatcgcc gctttgcata tggtacggag
  2733241 tttgctgaag agcaaaatat attggataaa gataaaaaga agtaatattt tgatgcagga
  2733301 gcgccctttt taattttgtg gtgctctttt tttgtgtttt tattatggta cgtgaaatta
  2733361 tattgacgat ttttcaatgt atcgacttac cgacattatt tgacgccatt tcttctaaat
  2733421 aaaaaactgc ctcttattta gaggcagtca ctttcaaatc ttttaacgta acaacatcag
  2733481 caaacgctcc aaacactacg ttatgatgct tcacaatgtc ttcagcacgt aatacttctg
  2733541 tatcaaatgt actatgtgca tcactcacta acgttatttt atatccttca ctacatgctc
  2733601 tgcgcgttgt cgtatccaca cagtactgcg tctgcattcc tgaaatgata acatgatcga
  2733661 ttcccttgtc ttgcaatact tcttttaggt tcgtcttgtg gaatgaatct ggagtcgttt
  2733721 tttcaaccac acactcccct tctagtggag cgattgccgc atggatcttc cacccgtctg
  2733781 tacctttttc taacggatgg tctttcggtc cgttatgttg cacataaatt accggaatat
  2733841 catttgaacg gcattcccca ataagctctt gtaatgtctc taaaaacttt tccccattat
  2733901 gtactggcat tcctgctgta tacatacctg cttgcacatc aattactaat aatgcttttt
  2733961 tcatatcgcg cagctccctt ttatttatat tccatcatcc aacaatcttc taatacccct
  2734021 tcatgcagtt catgttcctt taaaatcttc acctttttaa atccgcattt ttcataacac
  2734081 tttattgcac gttcattatt tactttcggg tccattgcga ttgcttctgc tcccatttca
  2734141 ctcaaaatgt atgtaattgc ggccttaaca aattttgttc caattccttt tccccaataa
  2734201 gtcggttctc caataaattg atccatcccc catacatttt gcgattcttc atagccatat
  2734261 aatgttttcg actccgaatc aactggatac atttgaatat aaccaattgg cacatcatca
  2734321 aactctatta agcacctttt ttcaggacta tttggattat gtataaaatg attcagtacc
  2734381 atttctactg attgcggatc atctcgtcct tcgtaatact gcagtacttc tgggtctgtt
  2734441 aaccattttg aaatgattgg tgcatcctct tctactacat acctaaccga tacattatct
  2734501 ttttgaaata gcatatagta cctcttttta attctatata ttttttcttg tagtgaaatc
  2734561 tttcattgca cctattagtg cgtatggtaa caatgtaatg gcaaaaaatg ctgtaaacac
  2734621 attaaaatga ggaattttat atggcgtgaa ccattctgta aaaaattgag aatttaatac
  2734681 tctattaaag aattctccgc caggtctaaa gtttggtgtc catgcagtta cttcacaaat
  2734741 aataaacaac aattgtacca ttataaatac cccaagatag cgaaaccatg ttcgtttcaa
  2734801 aattggctgc gccttattta atttcgcttc catttcgccc ccaccttttt tatttacatc
  2734861 atattaatta tacactttct acgtttcatt tgttaaaatt ttctatataa tcattcgcgt
  2734921 tgggggaata cattatgtct aatcctataa aatcaacatt aatcatcctt agaggaaact
  2734981 ccgcaagtgg taaaacaaca attgcaaagc aactacaaga acatttcgga caaggcacac
  2735041 ttttagtatc acaggatgtt gtacgtagag atatgcttag agtacacgac acgatcggta
  2735101 atttatcaca cgatttacta tttgaaatta caaagtacgg aaaagggaaa tgtgagtttg
  2735161 ttattttaga aggtatttta aacagtcgta gatacggtga tatgctgaaa gaattaatac
  2735221 atctttttga aggaaacgcg tatacatatt actttgattt atcgttaaaa gaaacgattc
  2735281 gacgacataa cacaagggaa aagcggcatg aatttggtga ggattcccta caaaaatggt
  2735341 ataatccgca cgatacaatt gaagttacta gagaaactat ttttacagat aacttaacgc
  2735401 aaaaagatat atttgatgcg attcttaatg atgttatggt acgaaaataa gaccgacaga
  2735461 atatgtcagt cttattttca ttatgttata ttctagattg attataaaat cttcacttta
  2735521 acagtttgtc ttccccaatt catcgcttta ctttttgaac ccattaatac atcaatgcga
  2735581 ttacctttaa ttgcacttcc ggtatctcca gctatcgctt ctccataacc ttctacccat
  2735641 actttagatc ctaatgggat tactttcgga tctactgcga taattctcat attcggatta
  2735701 gccgttaaat catgccccat cgcagttaaa acgcgtccac catatgtacc attctcactc
  2735761 ggatcagcag tatatgctgt cgccaccacc gttaattcac gtttagcaga ctgcgcgtta
  2735821 tttttagact cttcttttgc ctttagtgct tctcgtgctt ttgcctcttc cttagctttg
  2735881 gctatttctt gcgcttttgc ttcttcctta gccttcgcta tctcttgtgc ttttgcttct
  2735941 tccttagctt tggctatttc ttgcgctttt gcttcttcct tagccttcgc tatctcttgt
  2736001 gcctttgctt cttccttagc tttggctact tcttggactt tcacttcttc cttaggtttt
  2736061 actacttctt ggactttcac ttcttcctta ggtttcgcta cttcttggac tttcacttct
  2736121 tccttaggtt tcgctacttc ttggactttc acttcttcct taggtttcgc tacttcttgg
  2736181 actttcactt cttccttagg ctttactact tcttggactt tcacttcttc cttaggtttt
  2736241 actacttctt ggactttcac ttcttcctta ggttttattg tttcttttgc ctttgttatc
  2736301 ttctgtgttt tagcttcttc cttagcttta accgattttt gtactttcgc tacttgcttc
  2736361 gttttctcgt cagccttttt ttcaactggt gctttacttg ataagaaaga aacatttaca
  2736421 taagctgttt ttcccttata ctcaaattgt agccatccgt cttttacttg gttcgttgat
  2736481 tcaattacat catctttttt cagtctgcca agaatttttg attctgtgtt tgattcagaa
  2736541 cgtacattta acaaatctgc tgttacatgg taaatatctt tagtaaactc tgagcttaca
  2736601 aatacttctt taccatttaa ctcaattttt gaccagccat cttcggtatt gatgactttt
  2736661 aactcttccc cgttttttac tttttcgacc acttttgatt ccgtagtcgg tttttcacgt
  2736721 acgttgagta catctgctgt tacgatcgtt tctgcagtag cagttgtagt aaatgctccc
  2736781 aatccgaaaa cagttgctgt tgctgcgcca attacttttt tcatattaac ctccattata
  2736841 tttttttgaa ttctatcaaa tgctttcgta aaaataataa aatttaatat tataccaaaa
  2736901 catttgcaac aacatattaa tacgacttaa tatactgtta ttaaaactcc ttactccaat
  2736961 actatcaaat tcttattttt aattctatat attataactt ctcatatctc ctataaacgt
  2737021 tctatcctct tcttcatact taatagtttt cttacaatta ctaaaacata tagaaaacta
  2737081 tacactccac ctaatctatc taaatgcaaa acatccattt tttaaaatgg atgttttgca
  2737141 aaaaaagttt acataatata actattcaac catcgaaagt aacactttct caagctcttt
  2737201 tttagaaagc atactaccat ttatatagat ttgatatgca ttttcccctt cttttccagg
  2737261 taccactatt ttcatagctc gtacattcga ttctttatat tcaccgaatg taacgtcata
  2737321 gccatttaat ttatattttt ttatatctcc agtaaaatta tgtcctcttt cagatggttt
  2737381 atcaaatggt ctatcaagaa aataatcttt atattctccc tcaacgattt ctaattgatg
  2737441 aatggtaaaa cctaattcta catctgaagt atgtagctct ttttttacat tgcgattttc
  2737501 atatctcatc gtaatcaacg gcataggttt gtctaatgtc gcttcggctt ttatttcttc
  2737561 aaatactaat tgatgtccaa ccggaatata tgttggatgc ttgattggaa atccagttat
  2737621 tttttcagct tgttcaaatg tataggtaaa atgttgattt attctttctt catatgtatt
  2737681 taattgttcc attacttctc tatctctctt ttcttcatca tcatttagac ggtttgtagc
  2737741 tgtatattgt ctctcatcat tctctacgac acttactttc ttataaaaat gatacgtttc
  2737801 ctgtaataaa gctacatact tttcaaagtc ttcttctgta aatatacttt tagcaatttc
  2737861 tatacgttcc attactaaat tataaccatc ctcagtcatt cccgtatctt gtcttgcttt
  2737921 ttctggtgtc cctacaattt tatccattat tgatgtacct gcaaaagtac cagtcgggat
  2737981 taaaatagct gcagcaacaa atccaagtaa taactttttc ttcatagaag ccttcttttt
  2738041 cattttcaac tgttggtatt tataaaaaga gttttgcact ttattatcta aacttggaga
  2738101 cggatctaga ctctctgctt ttctttttag ttcattcgtt acataccttt caaaatccat
  2738161 ttacttcttc ctccctttcg tttggcattt gttccatttc cattcttaat cgttttagtg
  2738221 ctgtgtgtag tcgagatttc actgtaccaa tagggatttg aagaagtgca gcaatttcat
  2738281 ccaagctata ttcatggaag taacgcataa taactacttc acgatgttta taagataaat
  2738341 tttgtacaac ttctactagt tcacttcgtg tttctttatg taaaatagct tcatccatta
  2738401 tgtaagaccg attttgttca tacattttct tcttttcaaa gattcgaaat cgtcgccacg
  2738461 atttacgacg ccaatcctgt acttgcttga caactagtcc atgtaaccaa aaacgaaatg
  2738521 aacgattcat atcatagttg gttacggact tccacatttt gatgtacacc tcattaacta
  2738581 tatcgtctac atcttggttt tgacttccta ctaaaaatac tactgttcta taaatatctt
  2738641 tacatgtata ttcatagata atctgaaagg cttcttggtc cccagactcc attttatata
  2738701 gccattcttt taattgtact tcatccaaag tttcgttccc ctctcatgat ctttcacact
  2738761 atattcgctc gtttttcaca aaaggttcat tttacatgga aatttattta ttacaataaa
  2738821 aatataaagt atatttttat acaaaggagg atttcaagaa tgaataaaga agataaaaat
  2738881 ttatgctgaa aaagtattga aaaatctctt tatcggatca caagttgatg gattacaatt
  2738941 tggtatttct tcaggcacta taaagattca tttcacaaac tttcacgact ccgttgatta
  2739001 tgacagacaa ttatatatca atatcgaatc aaaatggttt ttatttaata aatctacaaa
  2739061 aagataccta ttaaatgaag atgactttga agattattct gaggaagaag aatatgagag
  2739121 aatatttgag ataagaagac aaaaagttac cgatatacaa ctcggcttag aaagccctca
  2739181 tttaattatt atattagaga gtggaaaaat tatttttgta aatggttttc atgatcatta
  2739241 tgaatgttgg caagctggta tgcaatgtga gcaatggctt gtagttgctg cacctgggaa
  2739301 tgaaatcgcc acttggactc ccgataagtt tatcgataaa taaactgtct tcccgaagaa
  2739361 gaaccgacga tattttatga actacataac tatttctatt acacttaaac gaatgaccat
  2739421 tttactttaa tagaaatcat tttattaaat ttgaaaggac gttaatgatg gcatgtgtcc
  2739481 atgattttgg aataattgaa gaatttgatt ctcaaaaaag ttacaacgat tatacaccag
  2739541 agaaatatgg ttgtgtttct gttgatgatg atattatcag taatttaagc caaaatttat
  2739601 caattatgaa aacctacttt catacagtaa aaaatcagga atatggttta gcatattggg
  2739661 gtattacaat tatccctcct gattcattag caattttcta tgaaacagtt acatcttcaa
  2739721 agttcttcaa aaaatctgat gagctgaatg aattagcttc aaaaattgta caagctgtag
  2739781 cagaaaagaa gtacatgatt cattatggca tttgaatgta attcaaaaaa tgcttaggat
  2739841 ttctccgaag cattttttgt atataaataa taaatttatt ccttagccat ttagtcaata
  2739901 cttgaaccta tttcctcgtc ttttaaatgt gagagtgccc ctattaatct aaataagcgt
  2739961 ctccttccca agcttccaac taaaccatct cccatgtcct tctgtttctc caaccgtttc
  2740021 acgatattcg tttccgttaa tataataatc aatatgaagg tcccggtccc acatgttgtt
  2740081 atataggtgg aatacatcgc gttttgcacc aatttcttgg atttgttttt ccagtttgcg
  2740141 ttttacttgt tctggtattt gattggcgac gtgtgtatgg aaaatgcaga taacggcatc
  2740201 ttcacttatt tgttcaataa tagatggtaa taactccaca ccgtctcctt ctattaattg
  2740261 aacagattta ttttttacta aagatgcagc ttggtcaaac agttcaagcc tttctttatg
  2740321 ttctggccaa atgagtgcac gtagccataa ataatcttca tcactatgta gatcgtttac
  2740381 atgtaaatct agtccgattc tttctacgac aggtggactt tcttttaaaa gttgaggcac
  2740441 attctcccct cttatttcag aagttacatg tacattcgaa tttatatttc cgtaactttc
  2740501 acctgtaccg tacgaatagc tatattggtc ccaaaatagt tgtaatccag aacttgtccc
  2740561 aatttctatt aacgctaacg gtttattcac tttgttaaat atgtaattga aacttggata
  2740621 taagtacgca catcgtctta cttcattcgt ttgaacaagt ttcgtttgta ataaggtaat
  2740681 aatttcttct ctgtacattt tacagaaatc tttaaaatga tgaaaagctt gatctaaatt
  2740741 cgtattagca ctttcaacta agctactata atacgttttc agatgatgtt ctttccctgc
  2740801 tagtaataaa taatgtactg cacctaataa taagtttggg actggttgac ctgcttgagc
  2740861 gtaggaagat agtgtaagta cttcctcatc ttcagctatt tttattgata agtattcata
  2740921 taagtcactt gaccctttac attcctttat tgaaaaattt cgaaataagt ttacgatttg
  2740981 ttcttgtgta cgcatgagta tccccctttt ttaattttca taacaatcac acaataaaca
  2741041 gggcaaaaaa tcccacaaaa aggtatcctt tctacccgct tttggatacg taagcttttt
  2741101 cgagataatt tcaaactgta atttttttct atttaccacc ttaaaagagc ttgttaaata
  2741161 agatttttgg cgaataaaac gttaaatagt ttaaaattat cagataacac tagatatttt
  2741221 agtctattaa ttattataat agagtatgag atggttatac aattgagaca aaaaaggtaa
  2741281 atacctaggt ggggcctagg cggtgttttc tttttacggc ttagatacag taaacaccta
  2741341 ctcttttttg ccaatatagg ggatggagag attatcatga gcaacatgca gcaaaaaaca
  2741401 gacgttatct taattggtgc aggaattatg agtgcaacgt taggctcatt actaaaagaa
  2741461 ttagcacctg aatgggaaat taaagttttt gaaaaactcg caagtgccgg ggaagaaagc
  2741521 tctaacgaat ggaataatgc aggtacaggg cattctgcgc tatgcgaact gaactatact
  2741581 tccgaaaaat ctgacggatc tatagatatt agtaaggctg taaaagtgaa tgagcaattc
  2741641 cagctttcaa gacaattttg ggcatatctt gtaaaaagca aattaattcg taatccacaa
  2741701 gattttatta tgcctctacc tcatatgagt ttagtacaag gtgaaaaaaa tgttgagttt
  2741761 ctaaaaaacc gttttgaagc gctttcaaaa aatccactgt ttcaaggaat ggaattttct
  2741821 gatgctcctg aaacattaaa aaaatggctt ccactcatta tggaaggtcg tacatctaat
  2741881 gaaccgatgg ctgcaacgaa gattgactct ggaacagatg ttaacttcgg tgcattaaca
  2741941 cgtatgctgt ttgattactt aaaaacgaaa gatgtcgagc taaactacaa acatagtgtc
  2742001 gaaaacatta aacgtacgaa gaatggtttg tgggaagtga aagtacacga tatgaatagt
  2742061 ggtaaaatcg aacatcatac tgcaaaattc gtctttatcg gcggtggtgg aggtagccta
  2742121 cctctcctac aaaagactgg tattcccgaa tcaaaacata ttggtggatt cccagtaagt
  2742181 ggactattta tggtatgtaa gaaccaaaaa gttgtagagc aacatcatgc gaaagtatac
  2742241 ggtaaagcta aagttggcgc tccgccaatg tctgtacctc accttgatac gagatatata
  2742301 gacaataaaa aagctttact attcggaccg ttcgcagggt tttctcctaa gttcttaaaa
  2742361 actggctcaa accttgactt aatcggttct gtaaaaccga ataacgtctt aacgatgtta
  2742421 gctgctggtg taaaagaaat gggattaaca aaatacttaa ttcagcaagt tatgttatca
  2742481 catgaaaaac gtatggaaga attacgcgaa ttcattccga acgcgaaaag tgaagattgg
  2742541 gatattgtag ttgctggtca gcgtgtacaa gtaattaaag atactgatgc tggcggtaaa
  2742601 ggaacacttc aattcggtac agaagttgtt agtgcggctg atggatcaat cgcagcatta
  2742661 ctaggtgctt caccgggtgc ttctactgcc gttcacgtta tgcttgaagt attagaaaaa
  2742721 tgtttcccaa gtcgaatggt agaatgggaa ggaaaaataa aagaaatgat tccttcttac
  2742781 ggcatttcat taacagaaaa tccaagatta ttccaagacc tccacacttc tacaggtcgt
  2742841 acccttggat taaatgaaaa agaaacggtt cataattaat gaagaaataa aaacgtccga
  2742901 atatatcgga cgttttttgt tactaaaaat tatatttatc aatattatcc tttgtaaata
  2742961 cgactcgttc tggtagtacg ataattccgt ttccttctgc ctcataatca tatccttgaa
  2743021 tggagtttgg ctctactttc acttttccaa ttccttttac ttcaaagcta tcccctactt
  2743081 ttaacttctt cccttttaca acaatttcat ttgctacata agttgcgagt gcaccttgtt
  2743141 gttttacgtc ccataatccg aattgttgta cagttcctcg ttttacgtaa tcacgcataa
  2743201 cgtttggtgt agagaagcca gttacgacaa cctttttatc catttttaaa ttttcagctg
  2743261 cttgtgccat tgccggaagt gccgttgcat ctggacaaat gactgcatta atatcaggat
  2743321 acgtttttaa aatattctcc cctactgaca gagacttttg cgcattattt tcaccgtact
  2743381 gcgtcgttac aatttcccag ttcggatatt tctctttaat aatttctttc gctttcgtta
  2743441 cccattggtt ttgatctgtt actgttgggc tagaataaaa aaatgctact ttccccttat
  2743501 ctccaatttg cttggaagtc atttcaatta ataagttagc aagttggtct ggtgttcctt
  2743561 ggcttatata aaaggaacga tctttcgggt tcacatcgga atcccaagtt aaaacagtca
  2743621 tccctttttt cttagcacgt tgcagtgatt gcgataaacc atcaactgac gttgaagaaa
  2743681 ccataagtgc atcatagttt tgattaatga aattgtttat atattttact tgcccagaaa
  2743741 cactcgcttc agatggtcca tcatatttca cttgtacgcc tagtttatcc cccatctctt
  2743801 ttgctccttc accacctgat gtaaagaatc caactcctgt taatttcggg ataaatgcaa
  2743861 atttcacatc atccgctttt ttcttatctg cggtttgact agaacaggcg attaaaccga
  2743921 ttaaacaaat acatacaatg aatacaatcc ctagttttct cttcatgaca tttccccctt
  2743981 atgcaaattc tttcttttcc ccagtgtgaa ttgatgtaat ttgaaatgtc tcataataac
  2744041 tgaaagaata aggataatac caattactac gttggattgt tcatttgtta aacccgtcat
  2744101 ttgcaagcca tactgcatga gtccaatgaa aatactcgcc agtacagtac cgataatgct
  2744161 tccttttccc cctgtaataa gtgtcccgcc taatacgact gccgtaatga ttggtaaaat
  2744221 tgtttcactt cccatatcag cacgtgcgga accgaaatag gcagttaaga aagtcccccc
  2744281 taatccacct cctaacccgg aaagcatgta agcgatgatg actactttct tcgtcataat
  2744341 cccggtgtat tttgctgcat tttcgttcgc acctgttaat tttacatggc gtccgtatat
  2744401 agttcggtga aataatacag cacataaaac tgttaatacg atcagtagcc ataataaatt
  2744461 tggtattcct ataaaactac cgcttgccag ttgtacaaat gcgtcaggta aaccacttat
  2744521 cccttcatac ccagaagcac ctgcccctcc tgaaatgacg agtgcaattc ctccgtataa
  2744581 aaacatcgtg ccgagtgtaa cgacgagtgg ttctacatct gtcattttta taataaatcc
  2744641 gtttaaagcg cctgctaaac aactaattat tagagatatt atgacagcaa acaaaataga
  2744701 tattccgttc atccaaagta caccgattaa gatcgaagtg agacccatta ttgagccgac
  2744761 cgatacatca attcctcctg ttactataac gaaagtcatt ggtatcgcag caattgcgat
  2744821 aaataggaaa tcatttgtac taaaaaggag attactaata tttaagaaat cactattgat
  2744881 taaactaaag agaatgaatt ctataagaag caatacaatt agaacacctt cccatctgta
  2744941 tacatacttc atagattcat cctcctttct gccttccact ttttcataac actatccagt
  2745001 atgatgataa gtaataataa aaaacctgaa atagcattat tccaaaatgc tggtattttt
  2745061 aaaaagacga gtgaactgct tattgtttct aaaaataatg ctcctaatgc agctccaaat
  2745121 aaagatcctg ttcctccttt taaatgaatg cctcctagta cagcggctgc gattacttgt
  2745181 aattctaatc ctgtaccagt ttgatttgga atgaacccga tattcataac aaatatgcaa
  2745241 ccagcgagtg cagcacttat gcctgaaatt ataaacgcac atatcttcac tttattaaca
  2745301 ggtataccaa taagtctcgc gccatcttca ttatcaccta ccgcataaaa gtatcttcca
  2745361 aatggcactt tccttaaaaa gaagtatagt agtagtaaaa taataagaac gaaccataca
  2745421 gttataggta aaccaagaat gacgatagat gacagctgct taaaatcgtt tggaatatct
  2745481 tcaatccact tcccgcctgt gaaaatcaac atcgcacctc taataattcc taacatgcct
  2745541 aatgtcataa taatggctgg tactcgaaac ttcgcaacgc ccatcccgtt tacgaaaccg
  2745601 ataatagcgc caagtgtaat agcagcaaat atcgacaagg atgcactata ttcattcgtt
  2745661 agcaacattc cgcaaactgc tgcacttaac cccatgcttg aaccaactga tacatctata
  2745721 tttttcgtaa ataagacgaa cgattggccg attgctagca cgactaaaat aacgcttgat
  2745781 ttcaccatta aagataacga gttaaattga ataaaactag ggtttatcat tccgacaata
  2745841 gctatataaa ttagtagtaa cgttatgata gacatttcgt gtatttttag catgcgcttc
  2745901 attccgctac acctccgtat gcaaggcgtg taacttcatt cacactcagt tgttcttttt
  2745961 ccatatgaga aacaaatcgt ccatttctca ttacatatac acggtttact aattgaacaa
  2746021 tttcttcaac atctgaagag attaataaaa ttgcgagtcc ttcccttttc atttttccga
  2746081 ttgtctcata cacttcaagc cttgctttcg catcaattcc acgagtcggc tcatcaagaa
  2746141 taataacttt aggattacat gcgagatact ttgcaagcac gaccttctgc tgattacctc
  2746201 ctgataaaga taccagttct tcattcatat cctgtacaac aattcggaac tgttctataa
  2746261 acgaattaac taaagcgctt tctttttctt gatttataaa aaagcgatta tattgctgta
  2746321 aacttgctgc tgcaatattt tctttaacag aagcaattga gaaaattcca ttcctcgccc
  2746381 tatcctccga cacataaact agtccttcgt ctagcctttt atgcaaagaa catgtatcaa
  2746441 ttgatttccc atctaataaa atagaccctg tttttacagt tttcaatcca aatatcgctt
  2746501 ctgctaattc cgttctgccc gatccaacaa tgccagcaat acctacaatc tcaccagcat
  2746561 gtacagtgaa tgaaatattt tcgaatgcgt gaccatttat atcaatcact tctaatattt
  2746621 ctttcatcct tgtggtctct tgaactactt ctattttctc tttctgttta tacccttttg
  2746681 gcaatagtcc ctccatcagc atgtcatatg tatagtcaca tacatctcct tgacttacaa
  2746741 tcattccatc tcgtaatatt gctactttgt tggcaatttc aaagatttct ggaaaacgat
  2746801 gcgtaatata aatcatccct attccttttt cttgtaaact tttcatcaac acaaaaagac
  2746861 tcttaatttc gtgagttgtt aatgtcgatg ttggctcatc tagaataaga atctcggctt
  2746921 ctcgtattaa tcctctaaca atttctacta actgttgttg cgcaatcgat aatgatcctc
  2746981 ctagttcatt aaggtcaata tcccatccta ggctgctaat caattgctga atctgtactc
  2747041 ttaatttctt tttcttttct tttaatccga tacatatatt ttcttcaata gtcatatgcg
  2747101 gaaaaatgag tggttcttgc ggtattaaat aaataccttt tcggtgtgct tctgacggat
  2747161 ttgaaaactg ttgcttcgtt ccttttacat acatttctcc atcatcatac gaatataacc
  2747221 ccgttaatat tttcattaat gttgatttcc cggcaccatt ccctccaact aaagcgtata
  2747281 tatctccgcg ctctacttga atgttcactt cttttaatac aagttgattt aaaaacgcct
  2747341 tactcatttt tttacttgta ataaaggtgc gttctccaca tgatgtcacc tgcctttata
  2747401 cagaacatta tttgagaaaa tgattatttg ttctacttgt tttgtagcat tgtatattcc
  2747461 ttttttatat ctagaacact tttttctacg tactattaat cgcttcaact ggaataaaca
  2747521 aaatatatgg tacatatgtt taagctgtgg tcaattgttg aaagggatga aaagtatgac
  2747581 tcagctgaac tttgaagaga atttattaac gaaagtagct tggtactatt ataaggacca
  2747641 attaacacaa caggagatcg cttcacttct tcatatttca agaaataaag tcgtccggtt
  2747701 attagataag gcgcggagtg aaggtatcgt tacatttcac gtaaaaggga ctggtttgca
  2747761 ctgtttaagt attgagcgtg acctaatgaa aaaattccac ttaaaagatg cttttattat
  2747821 cccgacccca ttaaacaatt atcacgattc tctcggaaaa gctgctgcac aatatttaga
  2747881 aactcagctc cagcaaggcg atttactcgg tattggctgg ggagaaacaa ttagcaaaat
  2747941 gctagaaaac attcatttcg aaagttctat taatctctca atcgtaacgt taacaggcgg
  2748001 agtaaatcac tatctcccga gaaaacaaaa ctatttacat tacatgcaag gtgatcttca
  2748061 cattatccct acgccgtttc tagcgtctac aaccgaaatg gcacaaagta ttctatcaga
  2748121 accgagcgta aaagatatgc ttcatgtcgc ttcacttgct catacggctg ttgtcggtat
  2748181 tggaggacta tctcaagatg ctacgattgt aaaagaagaa aaattaactt tacgtgagat
  2748241 gacatatatt cgtagtcaaa acggtgctgg cgatatttta ggacagtttt atgatacaaa
  2748301 tggcggttta ttagagctct cgcatcacaa tcgtctaatt ggcacgcccc tccctgtttt
  2748361 gcgcaatatg aagcatgtcg tcggtgttgc tggaggtact gaaaagatag atgcaattta
  2748421 tggtgcctta aaaggaaagt ttattcatac attaattacc gatgaggaaa ctgccctttc
  2748481 cttattacga aaggatggtg attgttaatg tccaatttat tagctttcga tgctggtaca
  2748541 ggaagtattc gagcagttct ttttgattta catggtaatc aaattgcagt aagtcaaaaa
  2748601 gaatggattc acaaatctga cccactttat ccaggctcta tgaactttga tgtaatagaa
  2748661 aattggaaac tagtacaaga atgcacgaaa gaggttcttc aaaaaagcaa tactcttgcc
  2748721 tcttccattc ttgctattag tgcgacaagt atgcgggaag ggtttgtttt atatgatcaa
  2748781 gatgggcaag aaatatgggc gtgtgcaaat gttgatgggc gcgcatctgc tgaggttagt
  2748841 gaactaaaag aaattcggtc acaccttgaa aaagatttat atacaaagtc tggtcaaact
  2748901 ttttcattag gtgctttacc ccgcctactt tggattaaaa aacatgaacc cgacgtctat
  2748961 aatactattc actcttttac aatgttaaac gattggatct tatataaatt aagcagagtg
  2749021 ctgcaaatcg gtccttcaaa cggatgtacg tcaggtattt ttgacttaca aaatagagtg
  2749081 tgggataacg atgttgctaa ggagtgcggt ctatctttac cattttcacc aacagtaaat
  2749141 gaagctggta cagtaattgg caacgttaca aaagagtgtg cagcattaac tggattatgt
  2749201 gaaggaattc ctgtcgtagc cgggggcgga gatgctcaaa tggcatcgct cggaactgga
  2749261 gtcgtgaaac cgaatcaaac attaatatgc ggaggtagtt tttggcaaca agaagcgaat
  2749321 gttactgagc caataccaga tccacaagct gcgattcgta taaattgtca cgtcgtacgt
  2749381 aacctatggc aatacgaaac gattgccttt ttcccaggcc tcgttatgcg ctggtttcga
  2749441 gacgcttttt gtcaagagga aaagaaactt gctgacaaac tcggtgtaga tgcttatgaa
  2749501 ttactagaag aacaagcgaa agacgtacct gtcggttcac atagcattat ccctactttt
  2749561 tcaaacgtta tgaactacat ttcttggcgt catgccgcac cttctttttt aaatttaagt
  2749621 ttagacgctg acaaatgcgg aaaaaaaaga actgtttcgt gctattgaag aaaatgccgc
  2749681 cttcgttaca cttggaaact taaaattaat agaaaatcta actggtatat tcccttctga
  2749741 agttattttt gctggtggtg ccgctaaagg aaaactatgg ccacaaattc tatcagacgt
  2749801 ccttggtatt cctgtaaaag tacctgttgt gaaagaagca gctgctttag gaactgcgat
  2749861 tgctgcagga gttggtgctg gcatatattc atctatggaa gagactgccg aacagtttgt
  2749921 acagtgggag caaacattcg aaccagttac tgaaaatcac gaactatata aagagttcta
  2749981 tgaaacatgg aaaactgtgt ataacagtca gctcgcttta gctgataacg ggctcacctc
  2750041 acacatgtgg attgcgcctg gtgcactgta acacattaca taaaggagtg gaatgtatgt
  2750101 taaaagcgaa tgaaaatgac ttctcctatc gcttcggtga taacgggccg aaatatttaa
  2750161 tacaaggtcc gaatatcgat cttggtcttg ttgtcattca gcctgggcag gagtttcaaa
  2750221 accattatca tacgacgtgc gaagaggtct tttatgcatt agaaggtgaa atagatttct
  2750281 atgtaaataa cgaaagggtt ccaatgaaac aaggtgatgt cctgcaagtt cgtcctcatg
  2750341 aatctcacta tcttattaac cattctgaca aaccttttaa agcggtcttt ataaagtcac
  2750401 cacatttacc aaataaagat actgttcaaa cggaaaatcc aacattaacg aaggagtgat
  2750461 tttgaatgac ttggggattt aaaaatcgat taaatacaat tttacctgat ggtagagcgg
  2750521 ttatgttagc gatagatcac ggctactttt taggaccaat tcacgggctt gaacaaccac
  2750581 ttgaaacagt taaaaacttg cttccttaca cagattccct ctttttaacg cgaggtgtac
  2750641 ttaactcctg cattcctgaa aactgcagca caccgatggt tatgcgtgta tcaggcggag
  2750701 ctactgtcgt cggtaaagac ttagcgaatg aaacaattgt tacccctgta aaagaagcag
  2750761 taaaacaaaa tgcaattggc gtcggtgtat ctgttttcgt cggatcagac tatgaaacac
  2750821 aaacagttac aaatctcgca aatgtagttt cagaagctca cgattatggt ctgccagtac
  2750881 tcggcataac cgctgttgca aaagaactgc aaaaacgtga agctcgcttt ttagcacttg
  2750941 cttcccgtgt atgcgttgaa atgggtgctg acattattaa aacgtattac tgcgaaggat
  2751001 tcgaaaaaat tacaagcaca tgtcctgccc cagtcgtcat tgctggtgga ccaaaactag
  2751061 attcaattga agacgcatta aacattacgt acaacgcact gcaagaaggt gcaatcggcg
  2751121 tagatatggg ccgcaacata tggcaatccg aacatccagc tgcgatgatt caagcgatac
  2751181 atggtattgt gaaaaatgga ttgaatgtga aagaggcgtt ggaattatat aatgatgtga
  2751241 aaaattaagg tgagagatag actattacac ttaaataaat aaaaaatcaa tatttactat
  2751301 aaggaaaagc ccatacataa catatgggct ttctttgaca tttcttatta tttcaaattt
  2751361 ggccaggtcc ctacaaatcg cgcacattcc aaacaatctc accgcgttcg ccaaacgtac
  2751421 tatgatgccg cttaaatcct atcttctcta acacccgaaa agacgcagta ttccaagcgc
  2751481 ctacagtaga ccatagtctt tttcgccccg tagcaatcgc agcctccaat accgctgatg
  2751541 ctgcctctgt cgcataaccc atgcgatgag cactacggaa caactcgtat gcaatctccg
  2751601 gctcttcaag cgtggaacga ccgataatta agccacagta accgatgaaa tctccttcgt
  2751661 ctcgtctacg aatagtgaga agagaaatgc cattttcaac tgctatcttg cgcttctcaa
  2751721 taagatcgtt acgaacagat tcaacggttg gcatttccac tccacgttca ccaattagtt
  2751781 ctctaagcca gactgcatcg gattcctccc acatattcag gtcgagtcgt tccgttctta
  2751841 gctggaacgc catatcttta aatacagatg tcatagcgat aacctcctat ttatatcact
  2751901 gtactactta taatcgtttc gtactgtacc atatgggcaa cctgcttgat tctctagatt
  2751961 ttcttgcatt aagatacatt attgttattt tatacataat taatttctct gcaaaataga
  2752021 ccttgttatg aaacttcatt ttaaaaaatt gactagatta cgatctttta gttgctactt
  2752081 atacagtata tgaaatttat atcaacgatt ttccaaatat atcaatcgta acttgaatta
  2752141 tatcaacgat tttctcaaca tatcgacgat tcgacacaac atatcgattt accgacaata
  2752201 ttagacaata ttatttatga agcacccact caattaactc aattgctgct ttaatacggt
  2752261 ccttcgtatt acctaaaaat agtttattaa gtaacgcatc taaatgaatt ggcttattcg
  2752321 gcaacgtttg aatatacctt aaaacagatc ccgctggcgg tactggctta ttgttaatag
  2752381 cccatatccc ttctaacaat gtccaagttg aagtttgaac tatgtatgaa gcctttaact
  2752441 catcatttgc tttcaaagca gattgaattt taattaacga actctgtaac caatgagaaa
  2752501 tgcctttcac tttatcgcta gaaacacgat agttttcaaa ttcagatata gctattccct
  2752561 ttaatttttt aagtcaccac ttttatcaaa taaaatttca ccttctaaaa atgaatatag
  2752621 ttccatcgga ttgtttttaa agtttactaa tatttgatta acatctgcac acttatattc
  2752681 aaccaaaatg ccttctctcg tttcagaatg aaatttcttc ttttgtcctt cttctaaaag
  2752741 aatataaaaa tctaaatccg aatcaggata tgcgtcacct cttgcgacag atccgataag
  2752801 catgaatcca tttacctttt ccgtacacaa ggtttccgct actattgttt gcactaattt
  2752861 tttatgttgt ttatgtttaa atatttgtgc ttctaacatt tgtaacctcc acacacatta
  2752921 ttaaggagtt attcgttacc tatatatttt acttctctta tatctttcat cttctacata
  2752981 cttattcaac aattttcagt tcatatataa ttacatcttc actgcttttt gttttatctt
  2753041 gaatcgttac aatgtctcca gcttttattt tcgaagcgtt cactactttt accatctctg
  2753101 gcggaacata tcctccattg ttctctttat ttagcggaaa ccactttacc gatttactag
  2753161 ttgcttctaa aattttatat ttaattgtac catcatattt tatttcacca acaagatctt
  2753221 tcactaatgt aggtgtatat ttaccctctt ctttttccaa agagatatga tcacctatat
  2753281 ctaggatacc atttctttta ggcgccttcc attttgttga gtttaaatca tttaaactta
  2753341 ctttcacact gtcttcttta tttgagctag catcttttag aaatatatca ttatgtttct
  2753401 tatcaataat gatatattcc ttctgctcta ctatgtttgc actgctttca cgtttttctt
  2753461 ccttattctt agatacttct tctttcacat tattattaca cgctgataat aatatcgttg
  2753521 ctaaagctgt cattagtaat attcttttca cttcatttac ccccatttac aaataaacat
  2753581 ttatcacatc catattttac tataaatcaa aaaagaggat atttgtttct taataaacaa
  2753641 atatcctcta cctttatata tattacgact gttgataagc cgctttcgat gatttcacat
  2753701 aataaactgc gtgatccaca ttaataatat gatctggctt tggtttacca cggctcgctc
  2753761 tatgtccagc taaatgttct tcacttgttt cccagttttt ccatgcttct tcagattccc
  2753821 agcgaatcat aacgactact tcttcgtcgc cgcgtcttac ttttttcaca agaacactca
  2753881 agtcgataaa gccttcaaat ttttcaataa taccttctcc agtaaaacgt tctacaacta
  2753941 tatttgatgt accttctttt actgtaaatg ttttcgtttc gataaacata tatcccactc
  2754001 cctctttgta atacgaatac tactattctt ctattatagt tgattatgat aattattttc
  2754061 aattataaag tttaaatttt ttgaatcaag ctgttttctc ttctatcgcc tcatctaaaa
  2754121 acttgaaata cggaagtaac attcctatta aagaggtgac acatataatt gcaccgatga
  2754181 ttaaatatag cgctcttact ccccacattt cactcaatat tccccctact aatacacctg
  2754241 acggcatagc ggatcgtatg aaaaataatc gcactgaaaa tacttgtcct atcatattgt
  2754301 tttggactga ttgctggcat atcgttgtgt tatgaacatt gaaaaatgca atacaaatcc
  2754361 ctgctattac ttcaactatt attgcaatga taatactatg attgaaccct agcgaaatgt
  2754421 atgtgagccc ccctataaac aatcctccaa gcataagtat acgccgactt ttatatgtta
  2754481 cttttccgac tagtatagat ccaactacat agccaagtgg gaatccggcc ataaaataac
  2754541 caaattccgc atatcccgct gacagctccc cctttatata aggaaggttt gtgaccattg
  2754601 ttactcctgc tccaaattgt acgaaagtaa gaaatatacc gagccaaacg atgattggtt
  2754661 ttgtgaaaaa atatgtaaaa ccgtgaagaa actgttctag ccacgttttc cgaataggtt
  2754721 gcgacgctct attttctttt atataaagta agaaagtgcc actaacaaat aaacaaatgc
  2754781 atacgaaaga taacgcaagt tctgtgccaa tgaaatgaat gactactccg cctaatactg
  2754841 gcgcaagaaa catcataaga cgagtcattc catcaatgta cgcatttgca tcttgaagtt
  2754901 gttctttcct tacaatgctc ggtgtaattg cttgacttgc aggtgtataa agtggtgtaa
  2754961 taagtcctac tacaatctga acaacataaa tgtgccaaac ttctaaacta ccggaaacta
  2755021 acattatcaa aggtaataag aatacggacg ctcgtatcca ttgtgaaaaa atcataatcc
  2755081 acttccgact ccatttatca ataaatgggc cactgattaa ttgcagtatg agtgatggga
  2755141 tgaaatataa tagccacata ctacttaaag ccatttccga tcctgttaac tcatatacta
  2755201 gaattgaatt acataacgtt ccgaaacccc ctcctaattc tgagattgca ctaccaatcc
  2755261 acataaaaaa gaacgaacga tttttcaata catttttcaa tttcatacac caacttttct
  2755321 tttatattcc tccctttatg tacattctcg ttgttaatta tctattcaaa aacatatcta
  2755381 attctttcgc taaagactgt actgcttttt tcctcaatac atactttccg tcatgtatat
  2755441 caaccaactt cgctgcacgt aacaatttca aatgatggtg tacagtcgat ttaccaagtt
  2755501 gcaatctttc tgtaatttcc tgcaatgttc gttctttttc gaacaacatt tttacaatac
  2755561 gtaacctcgc ttcatctcca agagctttat gtttttgaac taaaaaatag ttcggttcat
  2755621 atggatcttc aggatggata ctttcgtttg caactggata atgaaatact ttcgtatctt
  2755681 caacatccgc ctcaatattc cacggtctgt acgttatttg cgggataaga agcacgtgat
  2755741 gaacacttgg ttctggcata taatgaacgc cacctgtagc ccactcgaca aactcttctg
  2755801 gtttcatctt tttattcatt tcaacctttg cttcataatc tcgttttaat atagaaagta
  2755861 tttcttcttc ctctttctga ataacgctct cataccaacc tgtcataaca gcaattaaat
  2755921 gggctttcag cacttgtaca tcaacatcgc atataaaacg aatataagta gagaaaaact
  2755981 gatgatcttt tgtcagttcc attagttcat gtattgcagt tacatctgta cttgcggcta
  2756041 aacgtctttt ctcctcatac ttctccccta aaaacggtaa acatatatac ttcaaatctt
  2756101 cttctgaaag tgaatcgatt gtagtatgaa actgcgatac atcgtgaaaa tcttcttcat
  2756161 acaacaactg aagcaatgct ttccacgtat tatgttcttc gacaaattgt aagtgctctc
  2756221 tcatttcttc tgttaatgat ttcttaattt cttcccattc attttgactc ttttcaagag
  2756281 tatcaattaa ccgcttatga gtaatcgcag caatgccaag agcgcattcg aaaagtatcg
  2756341 aatattttac ttgaacgtta taagtttccc tctttctact cgttatgtga tagacctcca
  2756401 ttttatcccc tccttgtttg ctatatatta aattctattt ttatcgaatt ttaccttcta
  2756461 tatttttaga attattttac gaattcaaaa agctctaatc aatgagcaaa tagagaaaag
  2756521 tttatacact ttttcattct gactcaatga aaaccttgat tattaaaaat gaagttgttt
  2756581 catggctctg ttatacgttg catttccttc tcttgttcag ttattgagaa ggtttattga
  2756641 agagaaaaga gaatttttta ttaagagaaa tgaacaggag gctatacgaa tgggaagaaa
  2756701 agaaatgttg caaaatggag tccaacaagt tttttacgaa gaaaaatggt acccaccaat
  2756761 atcagaagcg ttaaagaatc ttacagctga acaagcatgt tggcaaccag aaggtgctgc
  2756821 cagtaatacg atttgggaaa atgtgaacca tttattaatc tttaaagagc gcttactttc
  2756881 ccgcattcat gaagatgata catttgttgc tccacaaaat aatgatgata cgtttagcca
  2756941 aggtggacct aatgatgatg cttggcagca aacagtgaaa cgaacgcttc aagtacatga
  2757001 tgccttacaa tcttcattaa catcctttca agaagcagaa ctagaccaac caaagccttc
  2757061 tctaccaatt tggcaacaat atatgaatat ccttttgcac gatgcttatc atacaggaca
  2757121 aattatacaa cttcgaaaac tccaaggttc atggccaact caccgttctt atttataagc
  2757181 gatgtttaca tttgcttacg tttaacctgc aacaaaacaa ttgaaaatag ctacttgttt
  2757241 tgtaattact tcgatggctc aaattaaaat acatgaatcc ttaacatcat tcacatgctt
  2757301 cataacttct gatcataatc caaatttgga agaatagagg cttttttata tacaaataat
  2757361 aagcctcaag gagttgttga catgtatttc atattgaata tgttagggat tttcgttgtc
  2757421 atattaattg tttacttatg ttcgcctaat aaaaaacata taaaatggag accaattgta
  2757481 attctcatca tattagagct ttttattacg tggtttatgt taggcacaaa gctaggcagt
  2757541 attatcatta ataaaattgc ttcatttttc agttggctac tggcatgtgc gaatgaagga
  2757601 attcgatttg catttccttc tgctatggaa aatcagacaa ttgatttctt ctttagcgca
  2757661 ttactaccta tcatttttgt tatcacgttc tttgatattc tttcttactt tggaatctta
  2757721 acttggatta ttgataaagt aggtgcagtt atttcaaaga tttctcgttt accaaagtta
  2757781 gaaagtttct tttcgattca aatgatgttt ttaggaaaca ctgaagcact tgcggttgtt
  2757841 cgtgatcaat tatctgtttt aaaagaaaac cgtttgctga cttttggaat tatgagtatg
  2757901 agtagcgtca gcggttccat tcttggtgct tatttatcaa tggttccagc aacatatatt
  2757961 ttcagcgcaa tcccattaaa ttgtattaac gcattaattt tagccaatgt attaaatcct
  2758021 gtggaagttt cgaaagaaga agatgttgtt tacacacctt ccaaacatga aaaaaaggat
  2758081 ttcttttcta ctatttcaaa cagcatgtta gtcgggatga atatggttat cgttatttta
  2758141 gctatggtaa ttggttatgt agctttaact gcatgtttaa atgggatttt aggatttttt
  2758201 gtaacggggt taacaattca aaaaatcttc tccattatct ttagtccttt cgctttttta
  2758261 ctcggtttat cgggcagtga tgctatgtat gtagctgaat taatggggat caaaataacg
  2758321 acgaatgaat ttgttgcaat gatggattta aaatcaaact taaagtcttt acaaccgcat
  2758381 acggttgcgg ttgccacaac atttctagct tcttttgcta actttagtac agtaggtatg
  2758441 atttatggaa cttacaattc attatttggc ggcgaaaaat catcagtcat cggtaaaaat
  2758501 gtttggaagc ttcttgtgag cggaatggct gtttccttat taagcgctat gcttgttggg
  2758561 ctttttgtat ggtaaataat ttttaaaata aaagacaccc aaacgaattg agtgtctttt
  2758621 atttttattt tcgaatttgt ccatttccac gaatgacgta ttttgtagaa gttaatgcag
  2758681 gaagccccat tggtcctctt acgtgtagct tttgtgtact gataccaatt tctgctccag
  2758741 atccgaattc agatccatca gtaaaacgag ttgatgcatt atgatacagt gcagccgcat
  2758801 caacagatac gaaaaatttg ctgacttttt cctcgttttc tgaaataatc gcttcagaat
  2758861 gcatagatcc atacgtattt atgtgatgaa tcgcttcttc tatagaagaa actaatttaa
  2758921 ctgctggcgt gagagataaa aattctgtcc cccagtcttc ttctgaagca agtacaattg
  2758981 ttgaatccat tgccaatgct ttttgatcac cacgtagctc cacgcctctt ttcttcaaag
  2759041 aagaaaacaa ctcgctacca tattgctctg cccacttctc atgaagtaca atcgtttcaa
  2759101 ttgcattaca tacagatgga cgctgcgttt ttgcatttat aatatcaaat gccatttgtt
  2759161 tatccgctgt ttcatcaatg aaaacatgac aatttcccgc acctgtttca agtactggga
  2759221 cagacgcttc cctcacaaca gtatcgatta attgcttgcc acctcttgga ataagaacgt
  2759281 ctagataatc attcattgta aacaactgct ttgcgctatc tcgcgttgta tcttctataa
  2759341 gctgtacact ttcttgaggt aagcttgttt gtttgagcgc tctgtgaata acggcaacga
  2759401 tggctttatt agaatgaata gcagaagaac taccacgtaa tatgactgcg tttcctgtct
  2759461 tcaaacaaat tgtagcagca tccactgtta cattcggtct tgcctcgtaa atcatcccaa
  2759521 caacaccaag tggtacgcgc atttcctgaa tagatagtcc atttggcctt tcccatgcac
  2759581 ttacacattc tcctacagga tcacgtaatt caattagctg cttaatccct tctgtcatat
  2759641 caacaatacg ctgttcattc agcataaggc gatcaaggag agaatcagaa aacccttttg
  2759701 ccttaccttc ttcaatatcc ttcttatttt cttctaaaat ataagctgtt tctaatatta
  2759761 actgatcagc tattgcggaa agtgcttcgt ttttttgctc tgtagattta agcactagct
  2759821 ctctagcgat ctctttcgcc ttctttccct ttgctaacac ttcattcatt tttatttcct
  2759881 cctttttgat ccatcttctt aaaatgaaac ccaataatct ctatgaatga cttcataatt
  2759941 atgtctttcg cctcttgctt gaatctgttg gctttgcata ccttttacat cccttagctc
  2760001 ctctgcacta tatgtgcatt gtccttttcc aatcacgcgt ccttgttgcg tcattacttc
  2760061 tacgacttcg cccacttgga aaaaccctga aacatttgta acaccagcag gaagaagact
  2760121 cttgccatgc tgaatgatag ctgtagctgc tccggcgtct atttcaattt gtccgctaac
  2760181 aaccgaatgc aaagcgatcc attgcttatt tatcttcatt tctttttgag gggcatttcc
  2760241 gacatacgtt ccatcacctt tccccttcaa aacatctaca aatttctctt gtccacgtcc
  2760301 tgttccgata aatacactga caccaagaga gagtgctgtc tttgcagcat cgacttttga
  2760361 tttcattccg ccagtcccaa gtttggagcc agcatctcct gcaagagaag cgatttcttc
  2760421 tgtaacttca ggaaggaaat aatatttttt cgcatcctca tttttctgag gatttttatc
  2760481 atataaaccg ttcacatctg taaaaatcat cagcatatcc gccgaaacaa gtccgcttac
  2760541 taaagctgac agcatatcat tatcaccgaa cgttagctcc tctaaagaaa tggaatcatt
  2760601 ttcattaatg attggaagag cagaacggtt tagtaactct cctaaagtcg cgtaagcgtt
  2760661 actatattgt tcttttctag aaaaatcact tctagtcagc aatagttgcg cagtaacgat
  2760721 accgtattta cgaaattcct ccgtgtacgc ctgcattaac aaactttgtc cgacagccgc
  2760781 agctgcctgt tttcctttaa ttgttacagg tctactaggg taccctagag ctgaaaaacc
  2760841 tgctgcgacg gccccagatg taattaacaa cacttcatgc ccttcctctt tcaatcgagc
  2760901 taatgccgca acatgatctg aaagttgttc tttagaaatg ccttcgtgac tatccgccaa
  2760961 agaactgctc ccaatcttta caacaattcg ttgttttttc acttttatat cccccaagtc
  2761021 taaaatcaaa gtttttttat acattacact tttattcata cagcttgcag cgatttctat
  2761081 ttttatcagt gctgcaccta gtctatttaa gagcaaaata aaaatgaccg cttcgccctt
  2761141 cataaaataa aaaggacgaa acggtcattg ttccgcggta ccaccttaat tgatatacat
  2761201 agatatccac ttggtgccta taacgcaggc gaacgcctaa actttcattt aagactcagg
  2761261 gataggttcg atatattcta tacgaggaat ctttcagccg gtgaattcca ctctctttcg
  2761321 caagaagaca tatgtactat ttcccttcaa cgattttcgg tttaattttt ttatattatg
  2761381 cgatatagtt cgatttggtg tcaagaagta tttttaaaaa taaatagagg agcaagttac
  2761441 ttgcatgaaa agattgctct actgaatgaa aatacaaatt gatataacta caactcatat
  2761501 ttataaatat aataccttac attatagtgt atatatttac agaatgtcga atataattga
  2761561 ttttttatct tttggtgttg caaaaaggaa aatattctct tagaatgttt ctttatattg
  2761621 catggagatg ttattgttat tttaagataa caatttcaaa atgatataat ttattaaaaa
  2761681 aggagcaaga ttgagttatt atggataaac aaattggatt catcggatgc ggaaatatgg
  2761741 ggatggctat aattggcggg atgctaaata aaaagatagt gtcttcaaat aaaatcatgt
  2761801 gttcagattt aaacacgacg aatttagaaa atgctagtga aaagtacgga atatctataa
  2761861 ctactgacaa caatgaagtc gctaaaaatg ctgatatttt aattttatca attaaaccag
  2761921 acttatacgc atcagtaatt aacgaaatta aagaagagat caaaagcgat gttattgtcg
  2761981 taacgatcgc tgctggaaaa agtgtcaaaa gtacagagga ttcttttgat acaaaattaa
  2762041 aagttgtacg agtaatgcct aatacccctg cccttgttgg tgaaggcatg tctgcattat
  2762101 gcccgaatga aatggtgaca gaaaaagatt tagaagatgt gctaaacatt ttcaatagct
  2762161 ttggtcaatc agagattgta agtgaaaaat taatggacgt tgtaacatct gtaagtggtt
  2762221 cttcaccagc atacgtatat atgattatag aagcgatggc agatgctgct gtactagatg
  2762281 gtatgccaag aaatcaagca tataaattcg cagctcaagc tgtgttaggc tctgcaaaaa
  2762341 tggtactaga aacaggaata catcctggtg aattaaaaga tatggtttgt tctcctggcg
  2762401 gaacaacgat agaagctgta gctacattag aggaaaaagg cttacgaaca gccatcattt
  2762461 cagctatgca acgttgtaca caaaagtctg tcgaactatc tggtcaaacg aaaaagtaaa
  2762521 acgatataag taatcgcgtt aactatgaat ttaattagaa acgcactaca ggataaaagg
  2762581 ctaaactcga atatacttga gtttagcctt tttcatttta attatattaa aataattcca
  2762641 cttattcctt ccctactata cttgtgtaat tttattagaa acaagtaatt tttcaatgca
  2762701 aatcggtaac atatctaata gcgtttcaaa tgcgtaattt acatctagac gttctgtcca
  2762761 ttgatgagca tcttttccta ccggccccat atttaatact ggaacgtcaa attcttctag
  2762821 ttcctgaagt ggaattgagt aacctttatc ccataatggc atattgtcta caagtgaact
  2762881 cattgaatgt aatggatttt gtaagcccac atagctcaaa tctgaaattc ctccaaaata
  2762941 gttttggttt tcaaatgtaa tattatgatt gaagtgtgca tacctttcca tttctccgac
  2763001 tacttcttta attaacttgt tgttacgtga acttacagct ggataatatg gcggagcgaa
  2763061 gaaaagtaca atcatcggcg ccttttcttt acataaaata gctaatttat ctactaaatc
  2763121 aatcgttacc gcacgatcat ctttatcttc tctattttta ataatgctag attgaatatc
  2763181 atctattttc tcttgcccat gttgttcaat tgcataagcg ataagctctt catatgttaa
  2763241 tacatttact ttgaggttag gtggtataaa tggattatat ttagaaaaac gataagcttg
  2763301 cttctcatat gattcttcta ttttttctgc tactttcgtt actttttgac gcagcaatga
  2763361 aacgacatct gtcattgatt tttctagtaa aaacaaatta aataatgtga ctgcacgatg
  2763421 cggaatttgt acagaataat cctcctttaa gtcccgttga agtaagttag ttggcggagg
  2763481 actcgcttcc ccttctacaa tatcacaaag gtctgtattc aactctaatt ctgctgttat
  2763541 taatgaagcc atataactcc catttaaacc tgcaaaaggt tcacctacat gtgtctcttt
  2763601 tccgtagcaa agaaaaccag gtaacacttt accaatagaa ccagtgtaaa tatatttctt
  2763661 ttgatcacca ggatgccttg aaaacatagg ctctgaattt agtactgttt tataatctaa
  2763721 atcatgttct cttgctaaat ctaataatct tgggacagca gctctcatcc cgacagaatt
  2763781 tacttcttca tctggaacag ctagtaaaag aacattccca tcaaatcttc cttcgcaagc
  2763841 ttgctcaatc atcgccattt gtaacgcaag gccgcatttc atgtccattg ttcctctacc
  2763901 aaacagccaa tctccttgtt ctatatcttc acgtacatgg gctggtaatt catctttatg
  2763961 agaataaaac atagatgtta actttttagg attaaatgca tcttctttcc acactccgta
  2764021 atcttgcaca tctacaacat caaagtgact aactagaatt acggtgtttt ttgtactatc
  2764081 acttttcttt actagtgctg taacaaaata ccttccgtcc cccgtcggat ttttttgcaa
  2764141 atgatgcggg ttttctttga agtactgtaa atcagataat tgttccacaa cgaagtctgg
  2764201 caatatcact tcagcttctg tacctgtaat actaggaatt tcaacaagac cgcttactaa
  2764261 ttgaatcaat tgttcttttg attgccactt tgacatataa atccccctat ttttccgtat
  2764321 tatgaaaatg aattccagta tatgaataaa aaatgacgac agctatcaaa actatagttc
  2764381 tgatgtactg ccgattttta ttgatatttc atgtgctgct tgttttacct tactaataag
  2764441 aaaagatagt cgatcatcat taatgcgatg actaattaac ccaacactta atgctcctac
  2764501 tactttatga ttaaatccaa taataggtgc agctactgaa gctgtccctt ctgttttttc
  2764561 tccataactg acagcatatc cttcgtttct tatttgcttt agttgatcaa gaagaatttg
  2764621 cttttgttct ggtaaagcag aaagtaactg ctcaacaata tattccattt cactctcttt
  2764681 catattggca agcatcgttt tatttgcagc accaattgaa agaggaatct gttcccctaa
  2764741 gttatcgata actcgaattt ttaaaggact atccattctt tcaataataa tagaatgtgt
  2764801 tccatttgga atgttcaaat agacactttc ttctacttca gaagccaatc gcttcattac
  2764861 ttctcttgcg actgatctgt agtctacctt ctccaattgt cgtaatccta tttccatcca
  2764921 cattggtcca attttgtact gtttcgtctc tgaaatttgt gtaactagcc catgctcgat
  2764981 tagagagtta agtaatctat gtactgtact aactgggaga tgtgttctgt ccgctatatc
  2765041 cgaaatggcc caatactctt tttcattagt agaatttaat aactttataa tacttatcgc
  2765101 tcgatcaatg gactgtacca taactcacct ctacttgact tgtaatatgt tagtacgctc
  2765161 aattacctat caatttaaca aaaattcgaa atgaaatcaa tccgtttatt caattttcta
  2765221 aaaataaaaa tatgttgcga acaataattt gaaagcgcaa acaaaaaaat attgactttt
  2765281 ctttttaatt atctgaaaat tataacaaga tttcacatca cggaatacat tccataatac
  2765341 ggaaaaacat caaaatttat tctatcaact acgaaagtga ggaaaacaat gtcgcaagta
  2765401 aacaatacaa acaatgaatt aaaacgtacg atgaaaagta gacacttatt catgattgca
  2765461 ctcggtggtg tgattggaac ggagttattt aacggatctg gctttattat aagtcaagct
  2765521 ggacctggtg gatccgtact tgcctttatg gctggtggat tattaatgta tttcgttatg
  2765581 ctttgtcttg gtgaactcgc tgtagctatg cctgtttcag gttcttttca ggaatatgca
  2765641 actaagttca tcaatcctgc aactggattt acaatcggct ggttatattg gttaagctgg
  2765701 gcaaatacga ccggtcttga atttacaact gctggcatta caatgcagcg ctggttccct
  2765761 gatattcctg tttgggtttg gtgtttaata tttggtgtta caatcttcat gattaatgca
  2765821 ttatctgctc gtagttatgc agaaacagaa ttttggtttt caagtataaa agtatctgcc
  2765881 attatagctt ttattattct tggcggcgcc gctatgttcg gtttaattga tttaaaaggc
  2765941 gacgaaccag ccccattatt atcaaatttc gtaaatcatg gcggtttatt cccaaatgga
  2766001 cttgcagcta ttctattaac gatggttaca gttaattatt ccttccaagg tacagaactt
  2766061 gtcggaatcg cagcaggtga aagtgaagat ccagcaaaaa ctttacctcg ttctattaga
  2766121 aatattatat ggcgtacgat gtttttcttc gtcttagcaa tctttgttct tgttgcttta
  2766181 attccttggg aagaagcagg attaacaaaa agcccgttcg ttgctgtttt tgataatatc
  2766241 agtattccat atgcagctga tattatgaac tttgttattc ttacagctgt tctttctgtc
  2766301 gcaaactcag gactttacgc ggcaactcgt atgctttggt cattatcaaa aaatgaaatg
  2766361 gctccagcct ttttaaagaa attatcatca cgaggaatac ctttaaacgc tttaattttg
  2766421 acaatttcta tttctgcttt ttctctttta acaagcgtcg tagctgctga aacagtttac
  2766481 ttatggttaa tttccatttc tggcgtcatt acaattattg tttggatgtc aatttgtgtt
  2766541 tctcaattct ttttccgtaa acattatgta gcagacggtg gaagattaga agacttaaaa
  2766601 tttaaaacgc cactttatcc acttgtacca attcttggtt ttggattgta tggcattata
  2766661 ttagtaagtc ttatctttat cccagatcaa agactaggca tttattgtac tgtaccattt
  2766721 atcatctttt gctacactta ctatcacttt aaagtgaaga aaagaatttc tactaacact
  2766781 tctagtgaaa ataaaattag cgagactata taatactctg cttatataaa agaccgcaca
  2766841 tggcttttac ttcatgtgcg gtcttttatc cttctaattc gctttaaaat tatacaacgg
  2766901 cttaataatg tgttttatat ctatcgtttc ttttgtattt tctataattt catccattgg
  2766961 cttatatacc attggtgcct cgtcaattgt actttctact actgatgtag tccaaacctc
  2767021 tgtcatcgta ttttgaaatt cctctagact caatgattct ttagccttct tacgactcat
  2767081 gatacgtcct ggcccatgcg gaccagaaaa attccagtct ggattccctt taccaaatgc
  2767141 aataattgaa ccatctctca tgttaattgg aataatgact cgttcatctt tctgagctga
  2767201 aatagcacct tttcgtagaa tcatattttc tatgtcaata tagttatgta ttgtagtaaa
  2767261 ttgatctgta attttccagt ccattttcgt aacaatttca tcaatcattg ctttacgatt
  2767321 taacgccgca tatttttggg caatattcat gtcattcata taatctttga acccttgctc
  2767381 ttctaaataa gctagttctt tacgaatctt tggcttctga attccacgta aagtttcttg
  2767441 tatttctttt gctcttccct cttcagttaa cctcttaata atatcatctt ttattgatgt
  2767501 aacatcaata agttgttcat atgcgaagtt ttggtaatac tctgcaattt gcttacctaa
  2767561 attacgcgaa ccactatgaa tgacaatata tacattacct ttatcgtcct cattcaattc
  2767621 gacaaaatga tttcctcccc caagtgtacc aatacttttt tgagcgcgtt gtaatgtaaa
  2767681 tggagctctc acaccatcaa aatcaatcat ttttgagaat cgatgttctt tatctcgtat
  2767741 acgaaaacca cttggaacga atttacgaat tgtttcgtct aagtaatcga aattaatttc
  2767801 ttcttttttc ttatcaatta caacaacttc catcccacac ccaatatcta cccctacaag
  2767861 attaggaaca attttatctt ggattgtcat tgttgtccca atcgtacaac ctgctcctgc
  2767921 atgtgtatct ggcataatac gaatttgact atcctttaca aattcttggt tacaaagatc
  2767981 aataatctgc cctgtcgcag tctcatcaac gttattcgta aatactttcg cttcattgta
  2768041 ttttccttgt aatttcaaca tctttcattt ccccttcctt ttgaaagaat tattttatta
  2768101 cgttgtttct gttcttatca ttactctcat ccaccctctg ctttccatta atatatgcac
  2768161 gatatccttc acagtaataa aaaatatgat gattattctt gtttacataa tatatttacc
  2768221 gtctctttat gtttatatct acacatgtat ttttccacgt ccccgatatc agttatacat
  2768281 aacaaaaact ccccttacat cgataatgat taaggggagt tttatagccg atgaatttat
  2768341 agttccgatt tcacccggac agaaacatta tttttaatta tatttttgac ttctttaaag
  2768401 ctaacaaaat tgttactttt ctcatcccaa agacggaaac gaagtgaacg caagcttgta
  2768461 gcaagtgtaa tcgttggtac attttttaac ggaagcgtat tattgtgtgc ctcttctagt
  2768521 ttatagtttg gtactcttgg gcttaaatgg tgaacatgat ggaatccaat attaccagtt
  2768581 aggaattgca agatttttgg aagtttataa aatgaacttc cctctacggc cgctttcaca
  2768641 tattcccaat ctttatcttc ttcaaaataa gaatcctcga atgtgtgctg tacgtaaaac
  2768701 agccaaatcc ctactgaacc tgcaattaag aatatcgtac catgtactaa taggaacgat
  2768761 tgccatccta ttgcccagca aagtatagct actacggcaa caattataat attcgtcaaa
  2768821 tacgtattca tacgttcttt ctgtcttgca ccttttcggt taaatctatt tttaagcaag
  2768881 aatacataaa tcggacctaa cccaaacata acgaatggat tgcgatataa acgatatgct
  2768941 aaacgaagtc taagtggcgc agctacatat tcatccactg taagcgtcca aatatctcct
  2769001 gtacctctct tatctaaatt accacttgta gcgtgatgaa tcgcatgatc atgcccccat
  2769061 tgatcaaatg ggaataacgt taacacaccc atacatgtcc ctactattct atttgcacgt
  2769121 cgacttttaa agaatgaata atgggtacaa tcatgaaaaa taatgaaaat tcgtgtcata
  2769181 aaaccagcag ctaacagaga tggaactact gctaacagat aagaaacgga caaactttta
  2769241 taagcaaggt accataaaat aataaacggc acgactgtgt taataagttg ccacacactt
  2769301 tttttaattg ttgatttttc ataaggggca acttgttttt taaattttta gttttttcta
  2769361 atgtcatttt ttctaattcc cttcctttat gttgctaatt catattatag catactatta
  2769421 gtatcaggtg ttaaaagtag atgtaataaa tattattata tactataaaa ttctcttttt
  2769481 tcttactcac tccttacaaa ttgcttacgt ttactaaaca aaaaattgcc aaccactcct
  2769541 cctaattaag gtaagtggtt ggcaatcttt taacgagaat gttttctaaa tagatgaatt
  2769601 gcttcttctg gtacgtaaac ctttccatta ctttctacaa caacacttcc taattcatac
  2769661 tctttattct taatacgaat tatatttttg ttaacaaata attgagctgt tacattatta
  2769721 cgttttacta tgagtacagg gttcgctaca tcagttttat ctattgttac agctgcatca
  2769781 ttctgcttaa tggctgattc actttctaca aataatttgt ttgttacttt ttctaagtta
  2769841 aagcccatcg ctttcgccat cgtcttcgca acgtccgtat tttgaatcaa accgtatggc
  2769901 ttttgaggac cgtatgaata taagaataca tcctcacctg tatgccctcc tgttgtgaag
  2769961 cctatgttcg cacgcttaga caataatgta gtgaaaattg gacctacatc tattttcttt
  2770021 ttagccgttt ttaacctttc tttttcatca taagttaaat tgtccaaccc gtataattta
  2770081 gctacctctt ctacatttga tatatcagct ttcaaattat tgatagtccc ttcaagtgtc
  2770141 atcttcgctt ttttcaatgg ataaatgtac gcagagatcg gcgtagtatt atatcctttt
  2770201 gtcgtattca tattcccaat agaaataccg ctattaccat ggtccgctac ggctattagc
  2770261 atcgtattac catctttttt tgcaaacttc aatgcttctg caactgcatt atcaaatgct
  2770321 aatacatcac taatcatccc aattggatca ttcacatgag ctgcccagtc tggcttactt
  2770381 ccttccacaa ataaaaagaa gccatcttta tcttttgata acgtttgaat tgctttttcc
  2770441 gtcatttgag aaagtgttgg ttgctctggg tttgttgctt cacgatccat atcaaatgct
  2770501 aaagcattaa gcgagaaaga gccccaaatt ttattagatt tagagcctaa taatgcttct
  2770561 ttcgtttcaa caaagtcgta acctttgttt ttgatcactt ttactaaatc ttcaccgtct
  2770621 tttcgaatcc cactatctgt ctcaggtaga agtgctgctt ttcccccacc taatacgaca
  2770681 tctatatttt gatatacttg ttgctccgcg agcacttcga aattgttacg attcacatga
  2770741 tgagcggaga atccagcagg agtagcatgc tgaatttcag ctgtagcaac aattccagtt
  2770801 gcgcgacccg tacgttttgc accttctaaa acattggcaa ctggtcgtaa cttatcctct
  2770861 tctttcattg gttttaagcc agatgaactt acaattgaag gtaatacacc tacatatcct
  2770921 gaatttgatt tattccccgt cgctaaagct gtagctgctg gagctgagtc tgttatagct
  2770981 gattccgccg aatatgtacg aactcctcct gttacaattt cgtctaatgc aagtggtttc
  2771041 cctttataca agcgagctaa tgtagttgct gtagaacttg ttccgtccat aaccattatg
  2771101 attacatttt taggcttgcg ttctactttt ttcactttag cttccgctgt atgataattc
  2771161 atcaaacttt cagtacataa catacttagt atgattgttc ctactaacag taatctcttc
  2771221 atctttaaag ctaactccga cattattgcg cctccatttg tttcgcattc atttacatac
  2771281 aaagttctgg tttcgtttta cttttcacaa cctatatatg ttttattagt tcccaattct
  2771341 tataaagcta acaatagtaa ctttctcatt tattacatgt cggtatagtt catctatctt
  2771401 ataaagaaga tttcccatca ttaacttact taacaacaaa tctccaatta aaataaataa
  2771461 aaatttattg ttaaacaata aatttcatgg taaattaata agatattaaa taaatgaggt
  2771521 gctttttatg aaacaaggat caacactttt cttaaagaca gctgtgattc taatgggtat
  2771581 ccctgttctt gctatgtgca tttttttagt ccctaacata gggaatttcg ctgctgaatt
  2771641 atatcccgaa atggcatata ttaaatatct tgtatttatc aatttatacg cgacagcaat
  2771701 accttattac ttcgcactgt accaaacatt taagctttta aactatattg ataaaaacaa
  2771761 cgcattctca gagttgtctg ttaaagcttt aaaaaatatt aagtacagcg cactagcaat
  2771821 tagtgtatta tatgtattag gtatgccact tttctatctt gtggcagaga gagatgacgc
  2771881 ccctggtatt attgttattg gaatgattat aatttttgct tcaatggtaa tcgcggtctt
  2771941 tgctgccgtt ctccaaagac tattaaaaga tgcgatagat ataaaatcag aaaatgattt
  2772001 aacggtctga ggtgaataat atggcaatta ttattaatat tgatgtaatg ttagcgaaaa
  2772061 gaaaaatgag tgtaacagag ctttcggaga aggttggaat tacaatggct aacctttcga
  2772121 tcttgaaaaa tggtaaagca aaagcagtcc gtttttcaac tttagaagcc atttgtaaag
  2772181 cattagaatg ccaacctggg gatattttag aatatcaacc agaagaaagc gaataaaaag
  2772241 agtccttcat acgagaagga ctctttttat tgcacattac ggcgcaaaac aaatttgacc
  2772301 agtaaacaat aaaataattg cgatgatcca aaatataaaa aatgatgagg acagtattaa
  2772361 cgaaagaata gcaatcccct tcttctcagt ttttttcgcc attgtaatga cagaaagtat
  2772421 gatacctgca actgtcaggg caactgtaac ataatctccc actatattac ctgcattcgc
  2772481 tatccttgtc ggtgtaataa atacgaacag aaaacataaa atgccgatga gtaaagatat
  2772541 gtagcttatt atactgtact tctttttagg acctatttca gttttcatac taatcccccc
  2772601 ttctatatag ctataagttc atagtagtac aaataaccat aatttggtta aaacaaaaat
  2772661 agagatacag cagaacttcc gctgtatctc ttttttattt aataactaaa cctgctattt
  2772721 cttctttatc attataagtt ataataaatg tccgttgttc tttactatat ttcgctacaa
  2772781 gaataacagt atataaacca tctttttctt caatcgattg tttttcaatt ttttcgaatg
  2772841 taccagcttt ctcgattata ggtgtaagat ctttcatctt ttcttctgac aatgcagctg
  2772901 tcattttact atcaaatttc tcatgcactt ctttatattt tgcctcattt aataatgata
  2772961 caatttcttc cgctttcgaa ataaagtttt tagacgtact ttcatctact ttattaccgg
  2773021 tacatgctgc aagtgcaaac gccgcgatag cacttataat aataagtaac attcttctca
  2773081 ttttaataca ccctttcttt ttaaaatgaa actataacta aaagtgagta acgcaaaaat
  2773141 tgctattgaa acttctgaca taataatccc aatttcccct ggcacatata gcgatataat
  2773201 gccagctaat gcatttacag tcccatggat gagaattgca tatacaacat aacgaaattt
  2773261 cttttggacg acagcttgca atacaatgaa agaaagccca acatgtaata ccatcgcaaa
  2773321 aatgcgctca ataccaccga gataataact gtcaccattt tgaatgactg tttgtgataa
  2773381 taatagggat attactggga taccaactat caacaccgcc tcaataccac catgccctgc
  2773441 tccaaataaa aaaccagact gccaatctcg ttgcttcata aaataacgca ttgcgataaa
  2773501 acgagctatc tcttcaaaaa ttccagctga tatactaagc aaaactgcaa atagtatagg
  2773561 ctgcataacc gaaaacattt gaaaatctgt gctagttcca tttaaataat ttagtattgg
  2773621 tatgcgaatc aatatttgtg atacaacaaa agccaatata cctaacatat atggaatata
  2773681 gcgtttcctc caaagagcat ataaaagtgc tataagcggt aaaccaaagc taatcattgt
  2773741 tgtaaaaata agaccattca tctcgcttca cctcttactt gaagtgtata aaatcgagtg
  2773801 aagaaagtat gtagttattt cttattcggt ttccttttca tcatagatgg tcatttcatc
  2773861 tcatttaata taaatgtttg tgtgaaataa ggacttacat aagttgtttc taacgtcgca
  2773921 ttatttgttt tatttatgat ccgttttaac gaaaatagcc cgtaccctct agcaccttct
  2773981 ttatttgaat ggtttttctc ataaattttt tgcaaatcaa tcgcttcacc ctttgaacta
  2774041 ttacgcacga taaaatattg tcgtgaatcc atttcaaaga atgcgatttg taatatcttt
  2774101 tcctcactac atactgcttc ctcaattgca ttgtctacta aaactgaaat gatacgaata
  2774161 aatgaaataa tcgtcatcga aacactttca atgttctccg gtatatcaag cattactttt
  2774221 atttgctgct gctgggcagt gccgactttt gctcttaata cacttcttac ttctggaatt
  2774281 tgtatgcgag ataattttgc aatatcaagt tcatggtcat ttattgtttt taatgtggga
  2774341 gcaataacat cgtagtacac ttgctcaatt tctttcacat tttttgtacg tattccctct
  2774401 tctaacgata gtaatacatt catataatca tgacggaaac tagcaagctc atcatgctta
  2774461 tcctctaatt tctccacata atctaataac tctttatcta aacgtttttc atgctcttct
  2774521 cgtaactttt ctttcgataa atgtgagctt attagtacga tgattagtaa taataaaaaa
  2774581 ataataatcg ctgaattata acttacttca ctgtattgtt gatttatttt tgctaaaaac
  2774641 tcagttgacg gctgagttaa aattagttca ataataaacc cgataattaa taatatataa
  2774701 gttatataat ataacggact acctactata tattgagcaa ttttttgaat tcttttacgc
  2774761 gctaatagaa taccgataaa agtaagtgtc gatacgataa gatgaattat gctacctgtc
  2774821 cataaatata aattgaatgg cgttaacata aagattttca ttcctaaatc taatagcaac
  2774881 attttcacta acgttataat caccatactt accagtgcaa aatataaatt atgcttaaat
  2774941 tttaattcat tttgcattaa tcctaaactt attaaaaata acacaatcgt actattcaac
  2775001 tctggatatc tcgttactgt tacgactata gcaagtaaaa taatgaatac cgtacttaaa
  2775061 gctattaaca ttctaactga caatctgttg tatcggatta attgtatgta taaaaacgtg
  2775121 tgacacatac tagtaagcag tattgcaaat aaatcataaa tatacattac atctcaccct
  2775181 ttaacatgtt acgtacttta ctcactaaac gacgtgatac cggaatacgt ttcccgcttt
  2775241 ttaaaactat cattttttgc ttcgcatcat aagaagacat ctgcttcgta ttcacgatat
  2775301 atgattgatg acaccgaaat aaacgttcat cgattatttc aatttccttt aaagttccat
  2775361 aaaaataaac gattcgatct aatgtcacta atgctaaacg gtgcggttca tcagtcataa
  2775421 catattcaac ttcataaaaa ggaacccgca cagtggcatt actattttca acgataaagt
  2775481 catcggacgg aataatatgc ttatttcttg cttcatattg aagtaaacat tgttcaaaaa
  2775541 ctttatatct ctcctcatat gacaaccctt tatcaataaa agttaatgct gataccatat
  2775601 attgatatga aataggtgca aattcagaat gtgtcgttac aaacacaata attccttgcg
  2775661 tatcatactt tcgtatttct tgcgccacgt gtaacccttt acgctcttct ctttttatct
  2775721 ctatatctaa aaaatagatt gggacgtact ttgcctttgg aatattagta ataatgtttt
  2775781 cactcttact agttacctca ataaaatcta aaggcaacat atatttctca caaatctctt
  2775841 caactaaccg cttcatttgc tgcgcttgta tgacatcatc ttctaaaata aaaatactca
  2775901 tgtgatcact cgctttattg aaatcttttc atctatagat ttatctataa atatacaatt
  2775961 caaattataa taatattctc cttctcatta attgaaataa ttaatctgct attacataga
  2776021 gaaacctcaa cttttcaaac aaaaagttga ggttttcttc aaatcacttt atgactaaat
  2776081 ccgccctatc cttcggcgat tccatttcta agtaataatc ctctgccttc caatacctat
  2776141 tttcaaattt tgaaaggttt ttctgcgttt cctcactctc gcgtaaaaat cttgtctctc
  2776201 ttggacaatc caagtacacc atataatgaa agaaatctct ccattctttt cgctgtagaa
  2776261 aaaccccttc aattacaatt acacctacta tggggatctg tacttttttc atttcgcata
  2776321 agtctgtctc atcatgatag aacggtaaat ttagttttgt ttcattttgt aactttcgaa
  2776381 aaaacttctg ccgaagccac tcaatatccc attgtaaata ataatactca taccattctt
  2776441 caaatcctgt atcatagcgt ttattacgct ccactatata attatcaata tgaaaaatat
  2776501 gaaacggaat gctttcttgt ttcatatttt cttttaagtt tgttacaaat gttgtttttc
  2776561 ctgatctact taagccatct atccctaaaa tgaacctatt ttccttatgt ttcttcatta
  2776621 tatttataag ttcgtttgta ctcattactt cttccactct tcttttaata aagaatataa
  2776681 aatggtatca tgcgcaactc cattttgaat catatgtttt cgaagtaatc cttcttcttg
  2776741 aaatcctgct ttacttaata atttttgaga agctttattt tctacatata cgacagcagc
  2776801 aattcttatt agttgcaacg tttcaaatcc gtaagttaaa atcgcctgta acgcttccga
  2776861 tgcgtatcct tgtccccaat atgtatcgtc taattcataa ccaatttcag ctcgcttatg
  2776921 atgatggtta attaaatgaa aaccgcacgt tccgattaat tggcccgtcc cctttttctc
  2776981 tattccccag cgaaatacac ttccctcttc ataacgattt ttaaacgttt gaatcgttgt
  2777041 tttcgcttgc tcaatatttt cgaaagaatc catgccaaaa taacgtataa cagattcttt
  2777101 tgaaaaataa tggaacatcg tttctgcatc taacagcgtt aattctctta attgtaaacg
  2777161 ttctgtttct agtttcggaa accccatcac tttttctcct tctattctaa tgaactgcaa
  2777221 atttcaatat aatttccatc tggatcggca atatatgcaa tggtttgccc ccacggcttt
  2777281 acaattggtt caactaaaac cgtaatacct tgttctctaa attgctcaat cgtttcttgt
  2777341 acattttcaa caacgaatcc caattcaaaa tgagaagatt gtaactcacc ttctgtaagt
  2777401 ggtagtcccg ttaattcttt tacgtcttgc cgcgtattca tcgctaatat ggtagtaccc
  2777461 gtattaaatt caatatatgt accatgctct gcttttatcg gtaactgtaa tacatcttta
  2777521 tagaatctta gacattcctc aaacttttct acgtataaaa tgatgtactt catttttaaa
  2777581 ttcattttac atcccccttt atatccatcc ctaaaatttc gacaaaagcc ttataaaaac
  2777641 cttgtttcct atagtaacga gcacaaaaaa atgaggccga tttctcggcc tcccagctta
  2777701 ttggcataaa acaggagatt tggtttggac ataaccagtt cgtactctta ttatatttta
  2777761 ttttttctga attttaaata cattaaacac ctatttatat tgagaaagtt tttttgcttg
  2777821 cataaaatta ataagtttaa gaaatgctac aaatggaggt gtatacatat ggaaccaatg
  2777881 ctatgtccaa gttgtaaaac gaaccgcact cgctttaata ttcttgagca acaagtaaaa
  2777941 ccagtcaaat taaatccaca aactggtcaa gtagaagaag aatacacaaa tgaaacgatg
  2778001 aatgcttttc atatggctta tcaaggacct acttatcgcg tccaatgtgc tgtatgtgga
  2778061 cttgttgaaa atcctgaaca atttattaaa cctgctcaaa atcagtcttt ctaataatgt
  2778121 cattactatc ccttgtagaa aaaatttttt ctatagggga ttttttcttt aaatacggta
  2778181 ataaaaaacg tatctcttcc ttattatatt atatgttaaa ctttacactc ttttattaat
  2778241 attcataaaa ggagtaatta tctaataata ttgatataca aataacttta actagtgatt
  2778301 attattgaga atcatttctt tttcgtttat gattttttag tttaattact tgtcttgtgt
  2778361 tgcaactggt atttctacaa cgcaattata aagtttttat tatgtaaaaa agagttaaca
  2778421 aattatgttt atatagagac aaaagaagtt gatcccggtt ttaaggtttt aacctcttct
  2778481 ctcatcaact tcttttaaac tccactcttt attataatat ttcacttttt aatttcttga
  2778541 ttttccaaga aagtcttata aagaagtaca tccacatacc acctgtaaga ccggtcataa
  2778601 ctttcgccca cattggcact cttgattcca tcgggcttaa aaacagatta tacattgatg
  2778661 gtaataaact tgctgatata ataacaagga ataacaataa ttcatttagt ttttgtatcc
  2778721 tcgtctcctt ttctgagtaa atatcaggca attcatttac ttcttctact tctttacaaa
  2778781 aataattcca tcttgtgaaa cttgttacgc gtttccaacc tgacatttcg tatatttcga
  2778841 aatactcttg ttgttgttct ttcgaatctc tataaaccaa tctaaaatca gctttgtaca
  2778901 ttacatcttt tggctccgtt ttctgaaacg tatacattaa attatatttt tgtaatgccc
  2778961 aaccttgctg atgcatcttt cgtaaaaaag cttcttcttt ttctaaattc catgccgtaa
  2779021 aaaatttgaa tacccttttt gtctccatct tccattcact cccctaatat actattccca
  2779081 ttccttacag atcgttgcaa cctgttatac tctagctcta acacttcttt accaaacggc
  2779141 gttaactcat agcacttctt tctatctgtt gaggcaactt caacaattaa tttctctttt
  2779201 aataacttcg tcgtattccc atataaagtt ccaggaccga gctttacttc tccatttgtc
  2779261 atctcttcta ccaattgcat aattccatat ccgtgcattg gtttcactag tgataacagt
  2779321 atgtaatatg tcgcctcagt taacggaata tattttctcg ctttcgtatt cattataacc
  2779381 acctccgata catcgcttca tgatatatcg cctcgcgata catcgtatac cgatattata
  2779441 tattcttatt cccaaatatg caagagtgta atttaataat tgaatattta tttctttgaa
  2779501 ttgaaaaacc atataaattt tctgaataat ttgttaaaat atagaaatac ccgtttatat
  2779561 tttgaaagga atgatatata tgataaataa attgaaggaa aatataggat cagtttttgt
  2779621 aggtaaagaa aatgttatcg atctattaat cgtttccttg cttgctgatg gacatgtgct
  2779681 tcttgaggat gtgcctggta cagggaaaac gttacttgcg aaaacacttt caaaaagtat
  2779741 tggtggtaat ttttctcgcg ttcaatttac accggatgta cttccgagtg atgtgacagg
  2779801 tattgaatat ttcaatccga aaacgagcga atttgagtta agactcggac cagtcgtggc
  2779861 aaacatttta ctggcagatg aaattaaccg tgcaatgcca agaacacagt ctagtttatt
  2779921 agaagcgatg gaagaacgac aagtgacgct tgaaaagcag tcaactcctc ttccaaaacc
  2779981 gttctttgtt attgcgacgc aaaatccaat tgaatcacaa ggaaccttcc ctcttcctga
  2780041 tgcacagctt gatcgctttt taatgacaat ttctataggt tatccgaatc ctgaagacga
  2780101 actacaaatg atgcgacgtt ttcgtaacga tacaccacta gaaagtgtca tatccgttat
  2780161 tactttagat gatattttag aggcacagaa acgagtgaaa gaaattttcg tatcagaacc
  2780221 gttagaacat tacatcatta agcttgctca cgctacaaga aatcatgatt atatcgctaa
  2780281 cggtgtaagt ccgcgtgcca cacttgtttt agtacgtgca gttcaagcgc tagccttttt
  2780341 acgtgggaga gaatattgca caccagaaga tatacaattt ttagttcctt ctgtttggaa
  2780401 tcaccgtatc gtcttatcaa tggaaggcgt attacgtacg acaaaaaatg aaattatgca
  2780461 aaagatttta aaagaagtgg acgtacctgt ggagattgag caagcatgaa tggacagcgc
  2780521 gttgtaactg tacctttatt tttccaactt catattattc aactatctgt tccaggcgct
  2780581 atactattta cattttttat gccacaacga atcattatgt ttttcttttt cttttattat
  2780641 ttatttgcga ttttcattta taaatatgtc gcttacatag agaaaaaatt tcaagtgata
  2780701 aatgagaaac aaacaacacg tttgttccct gatgaatctg gacagttttt tattcattta
  2780761 aaaaacggag caaacatacc actcgtcaat ggtgtttgtt atttccattt agacacgtcc
  2780821 ctactaccgc ataaagatca aggaattgaa caaatatcaa aaacactatt ctctttccca
  2780881 ttttcacaac ctgcccattc agcgcaaaaa tgggatttat cattaaccgc aacgaagcgt
  2780941 ggtgtgtttc aaattgaaca gttcgaatgt gttttgaaag atccttttca tttattatct
  2781001 gtacatttac ctgtatttga taaattaaga actgaaatta ttgtgtatcc atcccctaaa
  2781061 gaagtagcag gtttgcaaga acttcagcaa cttttaaatg gatcttatcg aacgaatttt
  2781121 tctttttaca atgatgaaac atctattatc ggtgtgaaac ggtacgaacg tgaatctttc
  2781181 cgctccattc attggaaagc atctgcaaaa atgcaggagt tacaggcaaa gcaatatgaa
  2781241 cctgttaaaa attatagttg gacaatttgt ctttcattag ctgctaatcg cgggtttggt
  2781301 tggaaagata atatagaaga tctcatttca tttgcaacat acatttgtca atacgcaacg
  2781361 aagcatcaaa ttccgtttga actatttatt agtgtattag ctgaaggtgg tcctctgcac
  2781421 ttaccattaa atgaaggaca aacacattac gcaaaagctt tagaggaatt ggcacgtatt
  2781481 tcagacgata gcacattaat tccgaagcaa ggatttctcc attatacaaa tagaaaagga
  2781541 gagcgatcgt ctacaatgat ttacattggc ttgcagaaga atgatctctc ccttctatcg
  2781601 caacctacgt ttctcataaa taacgaaggg atggtggaaa aacttgaaaa cttggctcta
  2781661 tcacgttaat gactttcttc tgctgctcct cctttcgtta ttaacagaaa gggacgaact
  2781721 tattgctatt gctatatttt taacaacagg ctatattgga gtatttctaa tttataaatt
  2781781 catgggaaaa agaacgccag gatttgtcat actgttaata acgcaaataa ttggttgttc
  2781841 tttctccctt tctctttatt tggcacaatt atgttacctc ttttcttctt tatcgtatat
  2781901 gtagtcggac ctagctacca agttcaaaaa tctttaggcg gtattgtttg gtttggtgtt
  2781961 tcggctatat tttatgctcc ctttccaacg ctcgggaaac tgttactatt agtgatacac
  2782021 attatgatta cattttggtt aaccggggca aatcggaatc aacaggtatt gcgtttcact
  2782081 tctatcatta cgatcggtgt aatgagtata ctaattgttc aagtgttttc ttttattcga
  2782141 gtcattttta gttttatcac agaagtagtc gcattaggag tcggttatat tataaatcca
  2782201 tttctcgtag cagctgaatt gaaagatacg gaaggtgttt gggcaagtaa agggcatctc
  2782261 ttaaagcctc aaattgaaaa aaatagaggg aaacttcctg attttgatcc aactctcata
  2782321 aatagtataa ccataatagc ctgtacagct atcgctattt acgtcgtttg gaaaatagta
  2782381 aagaaacgaa aacaatttag tttaccaaat atgcctgtct tcgaatctac tattatcact
  2782441 gataaagaag gtatgagcca acaacgtttt aaaagaaaca aaccaccaca taacgaaatt
  2782501 cgaaaagaaa ttttcaaact tgagagtaag ttaattcctc ctttaaatag aaatcgtgga
  2782561 gaaactgttg aagcatggtt agggagaata aatagtgaag aagatgtaaa tattgagagt
  2782621 catattatta taaatgctta taatacagtg cgttattcta atgaggaaaa caccgtactt
  2782681 ttgcatgaat ttaaggaaga gattcataag ctttatatgt atcagaagag tttaaagaaa
  2782741 aggaagaaat aacacaataa aaagactcct attttcatag gagtcttttt atacttctac
  2782801 ggtactcttt aaattgaggc gttttttcct gcttcaatct ctaatgactc ttcatgccac
  2782861 caaagtgttt cttcagggtc ttctttagcg atttggtgtg cttctttctt cgtttctact
  2782921 gtaggatatg aaccttttag cgcacgtcct gatgttgtaa cgaatagtac actaaataca
  2782981 actaatccaa taatacttac acctgttaaa taaaatgccg gtgcaagcgg gttaccagtt
  2783041 gcatgaacta aataggaaca tacaagtggt gttgtgccac cgaatatcga tacagaaata
  2783101 ttaaatgaga tcgaaagtgc tcgataacgt acatcagtga aaaagagtga tggtaataat
  2783161 gaaggtaatg ttccttcata tacacttagg aagaaaccta atacgaaaat acctgcaaat
  2783221 atagctgcaa tatgcccgtt acctattagt aaaaatgctg gaattgcaaa tacagttaaa
  2783281 ccaagtaaac caatttgcac gacgcgttta ttaccaattt tatcacttaa tttaccgaaa
  2783341 tatagtgcta gtggaatcat aagtgccatc gtaatagaaa taattaataa gccagttgtt
  2783401 tctttgactt taagtacttg agttagataa gaaggaatat acgaaagaat catataattt
  2783461 gtaatattaa agaaggcgac aattactgtg cttaataaga agtctttttt gtgatactta
  2783521 ataatatcca tgaatgaaaa ttgttcattg tcttcagatt cctcttgtgc tttttccatc
  2783581 tcttcaaaga taggagattc atctaaatga cggcgtaagt ataaaccgac caaaccaatt
  2783641 ggtgcagcaa ttaagaaagg aatacgccag ccccagctga gcatttgttc atctgttaac
  2783701 aataacgtca aaatggtaac aattaccgat gcagcaatgt aacctgagag tgttccaatt
  2783761 tcaagaccac taccgagtat accacgcttt ttatctggag aagattctgc gatataaacc
  2783821 attgcacctg aatattcgcc gcctgtagag aagccttgaa tcattcgggc aactaaaagt
  2783881 agtattggtg cccatacacc aatttgttca taggttggta gtaatgcgat gaataatgta
  2783941 gaaagtgcca ttaaaataat agtagtactt aacacaattt ttcggccgta cttatctcct
  2784001 attctaccaa agaatacacc tccgattggt cgaacgagga aggccgctgc aaatgtaccg
  2784061 aatgtaagta caagttgcaa gccactatta tcaacacctg agaagaataa ttgacttaaa
  2784121 attaccgcta aatacgcgta taatccgaag tcaaaccact ccattgcgtt cccaatacca
  2784181 gtagcaacta ctgctttcct ggcttgttta ggattaacaa tattaacgtc ttgaggttca
  2784241 aaatttaaat cattattttg ttgcatataa taaaacagct ccttatttaa tttaacttct
  2784301 ttaagcacac cttctcttat tgaataaaat taattcgaag cacttaagga aaagcaacgt
  2784361 ctccttttct gttattatta tttcacataa ttaattattt gtccaattaa atgctctttt
  2784421 tatataaatt tacatcctat ttaacttgtt ataaaatgac gtttagctta tataatgcat
  2784481 acctttacac tacaaataaa actttcattt atttatattt ataacgtttc tataattgct
  2784541 tcctttaacc tagaaatcag taacttttac taaagatttg catatattta aaaagtgaac
  2784601 tcattagctc gaattttgtc ttattacatt caactataat attattatag gtttaaagga
  2784661 ggctatttta tgttggaaat aatactttta tttgctactg tttcttttct cttaattatt
  2784721 tctggatttt tcattacctt aaaacaatat aaagaaataa aaaatataaa gactatatta
  2784781 actacaaaaa aagaaaatga gaaaactaca tccgaaaact caatccctat gcaattagac
  2784841 cttagcgttc tcaataattt actcgcttct ggaataaata aaagttctaa ttcaagtaat
  2784901 gaaaattctg attctgataa gactaaatag gcattacgta tataataaaa tatatatctc
  2784961 ctattttatc taatcttatt aacaactacc tctgattaaa aaggagacta cttatgtgta
  2785021 aaaatccgat ttctattatt attcgtatac agcataacat aagagtttta cctgaaattt
  2785081 tgaaagcctg tgaacaacta cagcctttag aaatcatcct tactattaac ggctatatcg
  2785141 atgattccat tgatattgca aaatcttaca attgtaaaat tatcaaacta gaaaaaccga
  2785201 cagaaccaaa taattgttat gtaattggtg ccaaaaaagc aaagggtaag tccctcttat
  2785261 ttttagatgc aaattacatt attcaccctt ccttacttat accatttctt caaccattac
  2785321 tagacgaatc agctgacgta gtattaaaca atttagatga ttttttttat caaaagcaaa
  2785381 agcccactat agaaatgatt tggcagcaag tcacgaatca tttttttcat cgtccagatt
  2785441 taaatattaa ctcattatta tttcctccct atgcaataac aaaagaaact cttgaagcta
  2785501 ttaatccaga aagtttatta aatccgatat tggcacaaat gaaaattatt aaaaataaat
  2785561 ttcgcattag caatcatttt aaaattgcta taccgcaaat tccctccttc tcctcaaaac
  2785621 aactcaattg ttaccaccta gaagcgattg aaaattgggt aaatatatta caagatccaa
  2785681 ggggaaacta taccgataat aatcgaagac gggatattat tttagaactt caaaacggcg
  2785741 aacaaagagc tatacccaaa ataattacag gtaaagagtt ttattcgaat acttatggaa
  2785801 ataaacaatt atccatcatt atccctgttc aaaatgaaga aaaaacgata gaatctatca
  2785861 tttttgaggt gcagaaatta aaacctttag aaatcatact tattgttaat gggtcaacag
  2785921 ataaaacaga ggaattggcg aagaattgcg gtgcaacagt tattacttac aaagaagtac
  2785981 tcggcattga taccggacgt gccgttggtg catattttgc aaaaggtgat atattattat
  2786041 ttatcgatgg tgatttctta attcctagtt ctgatttatt accatttgta caatctgttc
  2786101 aaaatggaac cgatttagct ttaaataaat tagagcacta ctacatgtat cgtcttcctt
  2786161 atactatcgt gactgcatgt aagtatgctg ttaatttagc atgtaatcga aaagatttag
  2786221 gtatgggatc cacaactgct gtccctcatg cttttagtcg aaaatgcatt gatacaattg
  2786281 gttttcattc acttctttca ccaaccttaa gtcaagttaa aacaatttta gcaggcttgc
  2786341 atgtacaaaa agtccattct gtcgacgttg acaagataaa tcgagttcga ccagaaaaac
  2786401 acttctctaa ggaaggttac ctttcattag caacacagca aatcattggt gatcatatag
  2786461 aagcaattta ttacatcgcc gaacaaaaaa gaggcactga atgcttttaa ttgtatatcc
  2786521 ttaccaccag ataatatatg aattcaatat aaatatataa caaaataaaa aagatggttt
  2786581 gtaaccatct tttttacctt tacatgaatt caaaagaaaa tagaaggcag gcttttcatt
  2786641 tctgtgtttt cttaagaagt ttgaaaagag aggcttgtta atgaagatgc aacacttaaa
  2786701 tcatcattta gtgtaattga gaaacatgca actaatggta aagtaataac aattgatcca
  2786761 ctaggactaa ttacaattgt aggacttgtc ccacatgcac ccccacaatc caatacagcg
  2786821 tcaattccac taccaggggt aattgtaatt ttaaggcata catcaaaaca aacattattc
  2786881 gtagtacatg ccataactct ccctcctttc ttttaacaat atatgcagtt ggttaaattc
  2786941 ggacacgact ctcttactaa attttataaa ttagatgtta ttttactgtt aactccatag
  2787001 aaaattaacg ttttattaaa ctatctaaat caactaaaaa actcaaatca tcctttactg
  2787061 aaatagaaac acatgcaata aacggtatta cattaaaatg agatgaacat tcatcattgc
  2787121 accttacaaa tatttctgcc ccaccatttg gattgacttt agtttctaaa caaatattaa
  2787181 aacaactttt attgatgcaa gacaaggtat tccctccttt cttatatcta acatcaactt
  2787241 atgcagaaat aaaaatactg ttacaacttt atccactctt tactttacat acttaaaata
  2787301 aaaaagataa aagcttcttc atgtatataa agaaaccttt atctttttgt tacttgctca
  2787361 tttattatca gtcagtgaaa catgcccttt acttgtacct aatctaaaaa taataaaaac
  2787421 ttttgattta gtttcatcgc aatactaaat atcgtcaagt tgcttaaatg aaatgtttat
  2787481 attactcaat caatagacaa atttaccttt taaaataaat ctttaaaatc cctatgcttc
  2787541 aataaatatg aaagtccttc taaatgatcc ccagtaattc tcagtacagc tggtggatgt
  2787601 cctatcgtgg caaaatgctc ttgtggccga atacgatttg gtttcattac atctacaaaa
  2787661 tggacacatt cgactttata tccttctaat attgccttta cttgcgcaac acaagatgtg
  2787721 tgaagtgtat cccagccgat tccctctaaa cattttctac taatagcatg aggaacagca
  2787781 attgtggatc ccactcctaa atctttacga ttacaagcaa tattcaacat atatttatat
  2787841 aaatttacaa tatatagagg aaatctcaga tttaaattta aatcgtttaa agctatatca
  2787901 accccatcca caacagcctt cgttaatgga tgaagatctt ttgctggaat agcaaagtca
  2787961 gcatcaataa agagaagtat atctcctgtg gcttcttgtg caccaatagc acgtcctaca
  2788021 tcatgcccta atgcttcttc ataaacaatt actgtagctc ctaattgctt agcaattgct
  2788081 tctgtttgat ctgttgatcc attaattaca acaattattt ctttcggttc aatttttctt
  2788141 gcctcaagaa taacttcttt aattgttgct tcttcatttt gcgctggtat aataattgat
  2788201 aactgttttc cattataaat agaggaattc attccccatc ctttatgaaa aagtgaataa
  2788261 ttcttctgtt tttttagttg ctctataact tctctttttc ttcctccatc tgtatagttc
  2788321 cctctatcat cttttcgttg taaccaactt tccaaagctt ttacattctc tttaatctca
  2788381 catacttcta atttagttaa ttcattttta tagaaagagg tgttgtttga ggttatatta
  2788441 tttaaagaag tgttagtgat ggctgacgag gaatgtagtg gccatccttt ctcaataaga
  2788501 gttacttggg atagaatagg gttctgcaag atatcatatc caatgtcttt aatcgctttt
  2788561 ttagtaatag catatggcat agataacatc gaatcatatt ttaaatccat acgccccaat
  2788621 acatcgttta ctatttttct atacaccatt gcaatgcttg gccattctac tctcatcttt
  2788681 tcaaaacata cggagtctat gttattcaaa attacatcct gttccttttt tagtagcggt
  2788741 tctataaatc gttctaattc taccgaaaaa ataacatctt ctccatctaa aaataaaact
  2788801 acatccccat tggcaacttt cgccccatga actggtgctt tccatttatt tttctcttca
  2788861 atcacaacaa cgttacattc aacaaatgtt ggtatagatt gtatagcact cattctatca
  2788921 tcagctacaa taataatttc tattggtttt atatgctgca atttatttaa aatctgattc
  2788981 aacttcgatt tttcttctcc taaaactata acaactgata gctctgcttc tttttgttct
  2789041 tcttccacag tctgattagg ctttactttt ttatatattc aattgtttca cttttcccta
  2789101 cagctgcatg ccctgctttt ttatcaaaat ataagtctat tataatttga tttacttccg
  2789161 tgtctttatc tagttgccct aattcagaaa taaatggtaa taaatgattt tgcacatcaa
  2789221 attcacacgc gaaattttgc aaaaaataaa tattcggtac atatttaatg tgattaaaaa
  2789281 atttcacaac attaattctt tctccaaatt tctcttcaac ttcttctctt gataaacctg
  2789341 gataagataa atcgaaaact agatttacag gtacaggtat ccattttatt aaatttgttt
  2789401 gaggattatt aatgaaagct gtggaacctt taacaaatcc agctaaaatt aaagacataa
  2789461 accctccccc ggaactgcca taaaacaaca catttttcga atcaattttt aactttgtaa
  2789521 atactatttc taaaatattt gctatatctt gtaaataaaa tctatttaac tccccctgcc
  2789581 cccaacctaa agataatttt ccaagatata aagtaggatc attataatat ataacagtat
  2789641 cttcaaattc atccatccaa gaatgtcgat gaaaaatagg tggaccaatt ggctgttctt
  2789701 gaaacccacc tgctccggat ccaaaaacaa ttgtgttatc agcatcgggc ttaatacgaa
  2789761 ttaaaaattc atacgttact ttatcccaat caaccttgag tataaatggc tccgtagttt
  2789821 gaaaatccat ttgccataat tgttcatatg aaatgttaat tattttatac tggtctaaca
  2789881 gtttaatcac cctttccatc catttcgagt tgttctatca aataagagag cgcttcaaca
  2789941 tggtcaccaa ttattcttaa tactgctgga ggatgtccat tttgacttac attttccttt
  2790001 aaacgaattc tattcggttt tacaacatca acataatgta cacattctac cctatatcct
  2790061 tgtaatatag cttttacttg cgcaagacta ggacatagta aagtttccca tcctattgca
  2790121 tctaagcatg atttactcat tgcatgtgga attgctacta atgagccatt acttaattct
  2790181 ggacgaccat atgctaaatt aagcatatac tttacaatat caacaacata aaaaggcgga
  2790241 ttgagcattg ggttcaaatc atttaacgct atgtctatgc catctgaaac cgcttttgta
  2790301 aagtgatgca aatcacttcc tgaaacacta aaatcaccat caataaataa gagaatatct
  2790361 cctgtagctt ccagcgcccc gatagcacgt ccaacattat gaccaagtcg ttcgttatat
  2790421 ttaataatag tggcaccaag tcttttagct atatcagctg tatgatctgt tgaaccattt
  2790481 acaacgacaa ttatttctag cggttctatt tttcttgcct cgagtattac ttgttctata
  2790541 gtttcttctt cattttgcac cggtataata acagaaagtt gcttcccgtc ataaattgaa
  2790601 gaatgcattc cccaaccttg atgataggaa ggatattgct tggctttacc tagcttttga
  2790661 ataatatccc ttctttttcc tgcatcagta aaccctactc ttcttccttt tttctctatc
  2790721 catttagata taccccttaa atatctttct actttctctt tttcattttt tgataactct
  2790781 ttttttatta aatatccttc ttcctctata gtctcatctt tagataacgt attaattgca
  2790841 tattggtcgt taatccgcca gccttgattc acaatattca tatgagataa aacgatatct
  2790901 ttcatataat caaagccgat attttccacc acttccttcg taagcgcata tggcaatgaa
  2790961 agtattgaat tgctttttaa atctggtcgt cttaaaattt catttaacat ttttctccat
  2791021 acaatgtcca tgtttggaca tttacctatt tctatcaatt tatctatttt atttaaaact
  2791081 acatcggcct gatttgtaac aattggctca ataaatctct gcatttcatt tgtggataat
  2791141 gaaaaattgc tatctaaaaa taataaaatt tctccttttg ctttctttat acaagcttca
  2791201 tatccttgat aatgcgcact atatttattc attaaaacac tatgacatct atatttcatt
  2791261 gctatttcat ataatttact tttatcatta ggggctaaaa ttataatttc aattggtttt
  2791321 agtttccatg cagcgttaat taattcttct actagttgct ctcgatcact atacgaaata
  2791381 ataaccgtta acgatttcat tacaatcccc ccttttttac acatcatgtg gcatgaaaca
  2791441 tcattcatat gaacttaaaa tattaagtag tacaattcac tctaaatttg ctactttatt
  2791501 aacatattca aaagtgaact atactgtgtg aaaacaaacg tctatttttg aaaatataaa
  2791561 ctctacactt gtatccctcc ttttatcgtt gtgtgttaca actctcacca taaaaaacaa
  2791621 aaagagtcct aatttcttta ggactctttt acactaattt ataaatatca ttaattttat
  2791681 atacaacctt tttccacgtt atccctctat ctgttgtagt aaatatttct tttttattac
  2791741 aagcccaacc tttacgccga ttaaaaaaat gtaaacaaaa tacatttttc aacaatggat
  2791801 tacttgatac ctttatccat tttgctcctt ttttattaat tgatatacac ttccatgttc
  2791861 actatttata acccagccat aataggaact aaaaaaagaa acagccgctt tactagtatt
  2791921 tattgtttta tttgaaatat gccacgaatt ccccttatca actgagtaat tcatgaaaaa
  2791981 tacatcatta ttcattttag ttggtattac taacaagtta tttttataga ttgctttata
  2792041 agccatagaa gtctcattat tacttccttc aagacttgga atatctttta taggctgcca
  2792101 acttgcccca ccatccattg ttttaaatac tgctgatgtt tcatattgtt tgtgtaatga
  2792161 aataaatcca attaactcgt ttataaatgt tatccctgag atactatcac taatacttat
  2792221 atttttaatt attttccaaa cttccccttt cgttttcaaa tagtataaat tatgttcaaa
  2792281 tttatttgat gcaagttttc tagacaatac aatccatata ctatccatat tcgtggcatg
  2792341 caattgtact tgaacatcag tcgatttctc ccactcttct tcaattggta atataaactc
  2792401 actccatctt tcccctctat taactgtata aaatattgcg ggcaataaat catcattcgt
  2792461 ttttgttaaa ccatatgccc aagagcttcg agcgtttatt ggatatccaa ataatacaat
  2792521 tgaatttaga ggattaacaa catcccattc tactcctccg tttcgagtat ataagatggc
  2792581 ttgcttttta tttgtatatt gaataccagc ccaaccaaat ctatcagttc gcatttgtaa
  2792641 agaagtaaat tgaatatcat tattttccaa tatatcacct cattcttatc atatatatat
  2792701 tcgtatgcta ttattttcaa aacgttctat cattagttgt taataccact cgttttatct
  2792761 actatcttta cacatttact ttctcttttc ctcaccaact aaatatcaat atataatgta
  2792821 tcaaatctaa taaaattcct tctatttttt cattatcatt taataacgac tgtatttcac
  2792881 aaaattctac tataaaaaat gcaccctaat tgtaaaacta tttctaacaa ttagagtgca
  2792941 ctttatataa aatataactt ttaactttta agcacttact acagcagcaa ctttatctat
  2793001 acaaaaaata aattgagtaa taaatgtatc aatttcttct tttgtaatta tatatggagg
  2793061 aagtaaacgg atgatattcc cttgtgttac gtcaactaaa attcctttct ccattagctc
  2793121 tacctgtaat ttcttcacat tttcatttgt atcattcaaa ctaattccaa acatcatgcc
  2793181 agcatgacgt acttcctcaa tataataaga attttctttc tgaatttctt gcaatttatc
  2793241 atttaaataa agtgacattt catacgcttc ttgcattaac ccatcatcaa gtaatgtatt
  2793301 taatacagtt aaacctaaag ctgttcccat tgatgaatga gcaaatgttg tcccgtgatc
  2793361 tcctggcgca aatacatcac ataacttttc acctacaata attccaccta gcggtatccc
  2793421 gcctcctgct cctttaccaa tttgaataat atgtggtgta atattgaaat tttgataagc
  2793481 aaaaagtttt cctgttctcc ccataccact ttgcacttca tcaacgataa gaatgacatt
  2793541 atatttatca cataagtttt gaacaccatg taaatattca cgcgataaag gataaatacc
  2793601 cccgcttcct aatacaggtt ctaacagaat cgctatggga ttttcattta taattgtttc
  2793661 ttctaattgc tctatattct cacgctcaac ttcatataca ggaatagatg tcgtagggaa
  2793721 attttgatat acactttctt gtctcgtaaa atgaagtgct cctagcgtac gcccgtggaa
  2793781 actatttttc agcactacaa ttccttcacg ttcttcattt gtaatagctc tatatttatc
  2793841 aattaatttt aatgtcgttt ctgtcgcttc cgtacctgag tttgtaaaaa agacttttcc
  2793901 gttttttaat gagcaatcaa ctaatttctt tgcatactca atcgcaactg gatttaaaaa
  2793961 atgaaacggt agatgcaacg atttcgtaac ttgatccatt gtggtttgta caattttagg
  2794021 atgattatat cctaatacat ttactcctac gccagaaaat aaatctaaat actctttacc
  2794081 atccacatca taaagcttgc acccttcccc tctttcgatt gcaatcttcg tacgacaata
  2794141 tgtagacatc atatattctt tatctaattg aaaccaatcc gacatgttac attcctccta
  2794201 gttattttcc ctgtttattt atgttcattc tctataaagt catgtataaa ttcattttta
  2794261 agattgaaat tttaatagta atgttcttcc cgatattcat ttttccataa tttcttctat
  2794321 ttcaacaggt ccactgcata cgcgtttttt tcatctagcg gtctgttact attttgagct
  2794381 ttgcgtgtta tacataatca aggctaaaaa atcatattta gtaacaatga acaaaaaaga
  2794441 tttggaggct atattgatgg gtgaaaacca tgataaacag aggcaatctt tactagggaa
  2794501 agactttaat gaaaatggag aacgtaatga acaagcaatc cttcactctc aaacagttgg
  2794561 ttcacgtgga cctgttttag agcaagatag tgtgcttcac gaggcgttac aagaatttat
  2794621 tcacgaaaaa attttagaaa gacctgttca tgtaaaagga ttcggtgcgt tcggttattt
  2794681 tcaaacgatc tatccaatgt ccgaacatac taaactaagt tttctacaac attctaatga
  2794741 gaaagttcct gttatggttc gattttcatt agctgttagt acgaaaggaa cacctgacac
  2794801 tgctagaaat gtacgtggtt tttctacaaa attctataca aaagaaggta ttttcgatct
  2794861 attatgtaat cacattcctg tcttttctgt tcgcgatccg atgcgtttcc ctgaaaccat
  2794921 tcaagcgttg tcaccttcac ctaaaaataa cttactagac ccgaatagat tttggagttt
  2794981 tgtcgctaga gcacctgaat ccattcattt tgttgtccat ttgtactctg ataatggtac
  2795041 ggccaaaagc tttcgccgca ttccaggaca tagtgtaaat acatatgttt ggagaaatgc
  2795101 agaaggtaac cgcaaatatg taaagtatca ttggtaccca tttgaaggtg tacaatccat
  2795161 tactaatgag gaagcgaata aactagctgc cgaaaaccct gattatagcg ggaaagattt
  2795221 atatgacgca attgcaaatg gtaaaccagt ggaatatggt ttatacgtcc agcttatgga
  2795281 tccgaaagat gaagcgcatc tttcttacga tcctttagat gatacaaaag catgggatga
  2795341 aaaagcgtat cctcttatac cagtcggcaa aatggtatta aataaaaacc ctgaaaatta
  2795401 tatggaacaa gtagaaaaag tcgctttctc cccttctaat ttactgaacg gcgcagaatt
  2795461 atcagatgat aaaatgttgc aaggacgtgc aaacatttat agtgattctc aaagaagaag
  2795521 aattggtcct gaatttcgta aattagcaat taaccaacag caagattgga cacctgctaa
  2795581 tcaaataacg agcggtgacg gaaggtacgt tgaaggtaaa cttgagagaa cttctatacc
  2795641 gaaacaagat gactttacac aggctggtga attttatgcg aagttacaac cgatagaaaa
  2795701 agaacatctt gctgaaaact tagctagtga cttgaaagtt atatccgatg atattagaaa
  2795761 ggtcgttttg gggtattttc ataacgtgtc agctgatttg gtgaagagga ttgaaagtgc
  2795821 gatgcaacag ctttgagaat ataaaaaacg tcattttcaa tctttaaaat gacgtttttt
  2795881 atggcgaaat tactagggat ttctatcgct ttatttacaa tgattaacga aatttttctc
  2795941 cttcaaaatt tcctttcttt cattttagat tatggtactc atttctcttt ttcatataat
  2796001 ctttttcaca ttgcaacggc ttgaatttca cttttttccc tttcttcttt ttcgttttta
  2796061 taacgagcca ttcccctttt tcaacatcta ggtttaagtg tttcattaca tttatattat
  2796121 ctttttcttt ataaagtaaa aatgcttctt gcgccctcac aaataagctg ggctgctcgc
  2796181 taaatccacc actatcataa attttagtta gcgaattata ataagaatca ttttcctttc
  2796241 caccatacat caaatgggca gcctccagat ctcttttact cacctcccaa aaactatgtt
  2796301 catcaatatt taaattaaat gtggatttaa tgtcctgtat tatattcttc acatactttt
  2796361 catctcgaat tttcctttct tcaagacaat ccgaagataa ccttggtgca tctgattggg
  2796421 aatgtacaac atgttgtatc gatacacata aaacaaatac acttaaaatg tacaatattt
  2796481 ttttcatatt tacatatctc ctcaaatgat ttatatacta tatcatttga ggcctacaat
  2796541 attcttatgc tagaaatgag aaagatccta taaaatatat cttttatagg atctttccat
  2796601 ctaatattgc tttatcaaat tcaccggcga agcaactacc tttccacttt ttacgtcata
  2796661 tagccctata aacgttaccc gtataaacgg caagtgcgtc gcagaaaaga ataaaatcgt
  2796721 aaatgctgga tcgttatata cgtaacctcg ctcttgcagt aaattcacca tctttttctc
  2796781 tttctgtatt aactcgctca tttttaattc agacataatc ccaagcaatg gtaatgctat
  2796841 ttcgtgtaat acttcattct tttcagctat aaccattccc ccgccaagtt cttttatcct
  2796901 gtgaaaagct gtaagcatat cttcttttct cttcccgaca agaatgatat cacccgtacc
  2796961 agaataagag ctagcaaggc ctcctatttc tttcgcaaaa ccttttacaa ctgtattcac
  2797021 tcgccaagta ccatcacgag caatcatcat aaggaaacat tcatcataat ctatggacaa
  2797081 ttcatcacag tctatgttaa tttcactagt atatggtttt gttataacgt tatttaataa
  2797141 gtggataccc gttttattag aaaaaagcat atcctctttt tctatcgacc actctaatga
  2797201 taatggagtt actttacatt tactccagtc tatatgtaat gcttcgtgtg tatttacacc
  2797261 gtcgcgcttt acccattgtc cctttgcaat tacgctcgtt ggcactgggt tctctttact
  2797321 ttctaaaata ttgatattag caattctacc tgtcgcaatc gcaccatgta tatgctccat
  2797381 attataataa cgagcaatat tataacttgc catttgatac gcatcaatta ctggaatacc
  2797441 tttctttata gcggtagcaa tcatgatatt cgtcattcca ttttcataaa aggacggatg
  2797501 tgaaccgtct gttgtaaaaa tgaatctatc aaactgctta acacctaatt ccaacaattc
  2797561 cttcaataaa acttctaaat ctgggcgtat ggaagaattc ctaagagaaa cggtgtaacc
  2797621 ttgcataaga cgagctaacg cttcttgccc tgtcatcgct tcatgatcgc aatccgtacc
  2797681 taacagtttt aatttcgcta acgttgcttc agatgctcct gggaaatgtc cttccacttt
  2797741 tttctgtaat cgctttgttt cctgcaccca agttaacatt tcatcatcgc catgtaataa
  2797801 ttttggccat gctgttaact cgccgccttg cagaactgct tcatgctgta gccactttat
  2797861 tatttcttca ctattaaata aagattcccc gttttgcaat tcagtttgtc catcaaaacg
  2797921 acaccaccaa tacatactag ctggaatctt tgtaaattca tctaataaat gaaatgattc
  2797981 ttcacgcttt aatgtgaaaa ataaagttaa attatcatta ataaaagttg ttgtcccaaa
  2798041 ttgcatcgca tgattcgcta atgtctctgg attatataat tgatacggat gtgcatgtgg
  2798101 ctctatgtaa ctaggaacta catactttcc atcacaatca atgacttcac attcatgtaa
  2798161 ttgctctggt agtttttctc ctacatatat aattctgtca tcatagatcc aaatatttgc
  2798221 ttgcatccat tcacgtatat aggaatttaa gtatgttgcg ttctttaata atttatgagg
  2798281 acttcttgta ccgtctatta tttcaacatg ttctcgtaat tgctcgttac tccatctgaa
  2798341 ctgattttgt cccaatgtat ttcactccaa atcaatttac tttttttatt aaaataaaat
  2798401 aattaacaaa ctaaagtatt atccattcat aactcccctg tatagcccta tacctttcat
  2798461 tatatggaat actcctaaaa ataacaattt tcaaaataaa taacacctct ttgtcccaca
  2798521 acaaaaagga tgtcatgcaa ctgacatcct ttttatacta aactataaga ttgaattgca
  2798581 ctttgaaata cacttgtatc atatttatgt tctacatata cttaatacca tatcatgaat
  2798641 gttaatactg tccttatttg tgaaatttaa aaagcatctc ttttatttac aactattgca
  2798701 gaaccccatt cgctttctct tcatctattt attaaattca acttgcatca ttttatcaaa
  2798761 ctgtgtaaga atatcaactg gacctaaaga gttaacattg acagcaaatg tatgcttgcc
  2798821 tccaattact ccaccagcaa aagtcataaa cccaggaatt gatcctccgt gaccccatac
  2798881 tgagacacca tttggaagtt ttgtctcata gattccaaga ccatatccat caccaatccc
  2798941 ttttccttct ataggaactg tagtaagcat ttcttttagc tcgcgttcct tcagtaactt
  2799001 accaccgagt aaagatgaaa agaacttgtt taaatcatcc gcattagaaa tcatgtctcc
  2799061 agctgcatta gctaaactcg gattataata cgtaatgtct ttcaactcgc ctgtttcttc
  2799121 cattttcaca tatccacgag catgattctt tcctgggatg acaggtgaat tacctggtaa
  2799181 aaacgtattt ggcaagtcca aaggttcaat aattcgcttt tcgatttctt ccgcataact
  2799241 attaccagtt attttttcaa taagcattcc tagtattacg tatcctgtgt ttgaatacga
  2799301 ccagccttta cctggcgaaa aatccgaagg cagcgcaagt cctattttca ctatttcttc
  2799361 tgctgtatac gtttttttcg aattcattat gtcagcatct tttgacttta agtattcagc
  2799421 gataccactt gtatgattca aaagttgacg tatcgtaatt tgattaccat catacccatt
  2799481 tccttgaatg agacccggta gccacttttc aattgaatcg tccagttgta cgcgattttc
  2799541 tcctactaat tgaagaacag tcgtggcggt aaaagttttc gtcacactac caatccgaaa
  2799601 gcgataatcc gatttcaccg gtttctttgt acttaaatct gctacgccag cagtataact
  2799661 actaattttc cctttattag atgtcttagc taatacccct ggtgctccaa ttttgattgt
  2799721 ttcctgcatt acttgtttcc atccattccg attcttttga tcatgtactt ttgacgaatt
  2799781 cgaaatactt tgagtagact ctgctttcac agtgaaacca ggtgtaaata gagtagtacc
  2799841 cgctaataaa actgtcaaac tcgctaactt cattgaatta cgttttttca taaggatttc
  2799901 tctcccctat tcatatcgta ttgattcaag ctatactttc atcctatatg ataaaactgt
  2799961 cttttttctt atccattcct tacgaaatac ttacgtttaa atttaaataa agtaaactgg
  2800021 ggaagagtta tgcatgcaaa taaaaagaga acatgttttc attttttatg taaacatgtt
  2800081 ctcataaaca tttaaaattc tatatcaact tttcatccta ttctttacac aactaatcta
  2800141 aattcatttt taccagcctg cactagcatt cattccattt ccaataatag aaagtaatag
  2800201 tggccataat actggtccta acgtaagcag tacatttaga agtataagta ttctatatcc
  2800261 accggtgaaa ttatgatttt tacgattcac aaatacgaga ctgactaatg agattatggt
  2800321 cgttaaaaat aacactaaca ttaccaacca ataccacacc attaaactga gactccatgg
  2800381 tgttaatagc tcgtgtatga tgcaaaatga gattcctaat accgcaaaac taaagctagt
  2800441 caccgctgtt tttataagcc atttacttat ttttttatcg tatgtatttt tacaatataa
  2800501 atctattaaa gtatacaaag ataaatatgc catgaatacg cctacccaag acaataacca
  2800561 gtctccgtcc cctttgaata ataagaacag caaccaacac atacttactg cagaaaaaac
  2800621 aaaggaaata agtatgcttt ttaataccga tttcattaca ttttcacacc cttaaaaaac
  2800681 ttaaaaatta attataattt ataaaaatta agtataggtt aacatgtaat gaagtataag
  2800741 taaataaagt taatttacag ttaatttcat tttcttagtt gaagacagtt ttatatatga
  2800801 aaatgattca tgataatcaa atttctctac aaaaaagtaa aggtggatat ttacgtatcc
  2800861 accttcccat ctccctctac ccacttcatt attttttcca catctaactc cgtatacgtc
  2800921 ttttcaccat aacgaacaga ctcatatagc gaagtaatat ttctcgttct actaattctt
  2800981 tttaaccact gttgcatcgt ttcataggat cttctctgtt catgaaatgg taatgttctt
  2801041 tcccattcaa ctagcgtttt tcttatcgta tctgtcggta atggctgttt taactgatga
  2801101 atgactttct tgttattttc ggttcttacc gtattttctt ttgttaccga ttttttctcc
  2801161 tgttctattt ctggtttcgt taactttttc ctaacggatt tataaagaaa atatataatt
  2801221 atccctgcaa tcattacata aaaaactata ctaattcatg aatttgaaag cacagaaaat
  2801281 acgtctcccc atgaactttc cttttcaaaa cctttaaatt ttttacccgt tgtcgttctc
  2801341 tcaccattat ctcctacttt tttctcttct ataggtgttc cgtaatcttc agtatcacca
  2801401 tagtttatag tttccttata aactttttca gttttctttt cagtaaaaaa acgttctttt
  2801461 actatgcttt gcacatgcac aacacctcgt gataacgtta ttgcactaat cgcaaagaaa
  2801521 aatatgatta aagctcttac actccacaac ttcactttca tatgccgcgc tttattcacc
  2801581 atgacataag ccccttctta ttctttcatt acaatccatt tatttgttct actatatttc
  2801641 tttggtgaag taccaagaat taaaggaacc gcatccagtt ccttacgacg aaagcctgct
  2801701 gtgtaaaaat aagaagaaga tacaggcgta tcttgatccg atattgaggc aagtattttt
  2801761 aatacatttt gcaaatgttt ccgattatca ccattcttta catgtagcaa accgttatcc
  2801821 tttacactat taatccataa ttcaaatgaa cagttttgca taagaagttg tttacatatg
  2801881 cctgctgtta attcaattaa ttcttctata tcatttcgca atgaaacgcc acttttattt
  2801941 tgcaagttga gataaatcgc gtatttatct gattgcgttc gctcatactt tttcgcagtt
  2802001 atcgtccctg ttttcgctgt tgcactccag tggatggaac gaaaatcttc attttcataa
  2802061 gacttcactc ccattacttt cgtttcatca tataagggtg aagacatcgc ttttcgaaat
  2802121 cctcgtgacc attcttgtaa ttcagggact tgcatttttg gaacagctgg taaaactaaa
  2802181 taggacggcg tatcgacttg tttatatgtt atatgattcg ttataaatcc aaaaggatcc
  2802241 gtaataacaa tttcaacttc ttcccatttc gcaattcctc tttttaacgc tacagcttgt
  2802301 aaatgaaatg aagctgactc tcctcctttt aaattaaaat tcatataata atttgaacct
  2802361 gtattcgtat ttttgtttat ttcatcatga ttccaagtta gcttgttttc acatttaaat
  2802421 cgaaatacga tattgaaaat aggaaatatc gacttatttg aaattttcat tttgcacata
  2802481 ttcgtttcac ctataaaaac gtttgaattc ccttggctat attcccattc aacacgagat
  2802541 actttacgta tgtatacatg catagcacct attaaaatta catacaaaaa tacgagagat
  2802601 aaaaacagta gattgcttga aaatacgcat aaaataacag ctacaactga cataactccc
  2802661 attacgaaag gctccgctaa tggtgtatac acaagctgtt gattcatcgt atattctcca
  2802721 ctggtacatt aatcgtatga agaatttctc tcatgatttg ttctttcgtc gttttcatct
  2802781 ccccttcaat cgttaacgtt aaacgatgag cacaaacgga tgcagcaagc gtcttaatat
  2802841 catctggcgt acagtaatct ctttcattta atatagccct tgcttgaatc gctctcataa
  2802901 atgccaacgt cccccgcgga cttacaccaa tttcaattag ctcatgctta cgcgttgcct
  2802961 caataatttc aagaagataa tcttgcacat catttcctac taacacttct cttgcacgtt
  2803021 tttgcatcat aataatttct tcacttgaaa taatagagtg taacgtttct aacggatcat
  2803081 tcatttgaaa ccaattcatc atttcctttt cagcttctct cgtaggataa ccttgtcgaa
  2803141 tcgcaagtaa aaatcggtct aattgagcat ccggtaaagg aaatgtacca gcagattcga
  2803201 ggggattttg cgtcgcaata actaaaaaag gttctggtaa tgaatgtgtc tgtttcgcaa
  2803261 tcgtaacagt acgctcttcc ataacttcca gtaaagaaga ttgtgttctc ggtactgcac
  2803321 gattaatttc atccactaat actatatttg caaaaatagg ccctaacctc gttttaaaat
  2803381 ccgattcctt cacattaaaa tattcaagac caataacatc tccaggcaaa gtatccgctg
  2803441 taaattgaat tctttgaaat ttagcgtcca cgcttttagc caaacttttc gctaatgttg
  2803501 tttttcccgt cccaggtaca tcttctaata aaatatgccc ttttgctata agagctatag
  2803561 ctgccagttc aattgattca tcttttccta taataacttt cgaaatatta ttagtgattt
  2803621 tctttaatgt gttcatatat ttccctcccg ctttcgttta ttcagaaaat taagaattat
  2803681 atttttccaa attataacac attacgataa aagtaaatat attcctgtca ttataaaaaa
  2803741 gatgacctta gcactataag ctaaagtcat ctttttcatt ttattatttt actaactctc
  2803801 cattataagc ttttatatca agtggagcag ttaaatactg ttttgctttg ctaacgaaag
  2803861 atgtgaagtg ttcactcgta ttatgactcg caactgcctc ttcatctttc catacttcta
  2803921 ccatcgtata cacattttct ttttctgtat ctttatataa atcataagac acatttccac
  2803981 tttcttctct tgaactatga attagcggat gaatttcttc taaaaatgat tgttgtttcg
  2804041 ctggatctac ttgaaatatt gcgtgaataa taatcatggt gtttcccctc tcatatttca
  2804101 cttatttctt taaaattact tccactctgc aactttttca attggaagac gtactgattg
  2804161 gtaaccactg tcagcagctt ttccgactga aattaacata actggtacgt aacgttcttt
  2804221 atctaatccg aacgcttcag cgatttggtc tttttcaaaa ccaccaattg gacaagtatc
  2804281 gtaaccgtga gcacgagctg ctagcataaa ttgcattgct acaagaccac cgtcaataag
  2804341 tacagtatct ttcattactt ctggtgtaac cattgagaag taagctgaaa gttttttcat
  2804401 ttgatcttct ttaacttcag ctggcatgaa accacgctct actgctgtac cgtaaatttc
  2804461 ttctgcgtta tcaaagttgt ttaaatcacc aaataaagcg atcattgctg aagaagtttc
  2804521 tacttgagat tgattaaatt tcgcaagtgg cgcaagtgtt gcttctgtaa gaatttctgt
  2804581 catttcttct ttgctaattt tcactgatgg gtcgtattta cgaatcgaac gacgtcctgt
  2804641 taaaatttcg ttaaaatcat ttgtttttac tgagttagtc atagttgtat tctccctttt
  2804701 ttaaagttct tttatgtttt cttgaatatg aattaacata tttaaaagat tatcgcgttc
  2804761 ttcttcactt aatcctttaa atgccgatgc tgcaaaacgt tctttttcct cttgaaacgc
  2804821 ctgaatttta tttcgtccct cttcagtaag agaaactaac gtaattctgt tatcgtctgg
  2804881 atttttacgt cttacaatca ttccgtttgc ttctagctgt tttaaatgcc tcgttatcgc
  2804941 ggcattatca atgttcactt cttgctgaag tgctttttga ctaatttcac ctacttcaaa
  2805001 taactgaagt ataagctcta atcgagactg gctcataccc gtacaccctt caaatttcga
  2805061 acttacttct ttatttagaa agtgtaattt atataaaata atcgcttctt ttgagcatga
  2805121 acttgtcaca ttaaccctcc tttacaatca aaataaaaac atttgatgta tcaatagttg
  2805181 atatgtcaat taatataatc tatatcgatt tagaatgcaa gcattttgtt tttattttat
  2805241 tttttccaaa ttaaggcgct ttgtagcgtt acaaaaaatg taaatcgcat tataatagta
  2805301 ataatttaat tgactggaga gtgattataa tgcggcaata cacaaataga aatgaggata
  2805361 tgaaaatgga aaatgaaatg aggatattga tatatgacaa caataaatat agagattgtc
  2805421 gcgcacgtag acgctggcaa gacgagtttg actgagcgta ttctttatga aacgaatgtg
  2805481 attaaagaag ttggccgagt tgatagcgga agtacgcaaa ctgactcaat ggaattagaa
  2805541 agacaacgcg gcattacgat taaagcatct gtcgtttctt tctttattga tgatataaaa
  2805601 gtaaatgtca ttgatacacc tggacacgct gattttatcg ctgaagtgga gcgatcattc
  2805661 cgcgttttgg acggtgcgat tttagttatt tctgccgttg agggtgtgca agcacaaacg
  2805721 aagattttaa tgcagacatt acagaaactc aacataccga cgattttatt tgttaataaa
  2805781 attgatcgta ctggtgcaaa tactgaaaaa gttgtaaagc aaataaaaac gattctttca
  2805841 aatgaaacat tccccttcta ttctgtccaa aatgaaggaa caaaggaagc tcgtattatt
  2805901 gaatataaat catatgacga ttgtatagaa cgattagcac cttataatga atcattactt
  2805961 gagtcatttg taaataacga aatcgtaacg gacacactat taagagaaga acttgaaaaa
  2806021 caaatacaac aagcaaatct gtatccgatc ttcttcggtt cagcactgac gggtatagga
  2806081 gtaactgaac tacttgaaga tattccagcc ttacttccag ctaataatcc gtctcaagat
  2806141 gaagaattgt ccggtattgt ttttaaaatt gaacgtgaac cttctgggga aaagattgca
  2806201 tatgtaagag ttttttctgg taccttacac gttagaaaat atgttcatat acagcgcgat
  2806261 gggtctctac cacataagga aaagattaaa aaaatgtgca tattccataa cggaaatgct
  2806321 gttcaaactt ctaccgttcc tagcggtgac ttttgtaaag tgtggggact gaataatatt
  2806381 aaaattggtg atattatcgg tgaacggacc gattatataa aagatattca ctttgccgaa
  2806441 ccacaaatgg aagcagccat caatgcagta ccaaaagaac gaattcatga tttatacgct
  2806501 gcacttatgg aactatgtga agcagatccg ctcattaaag tgtggaaaga tgatattcat
  2806561 aatgaacttt atattcgcct tttcggtgaa gtacaaaaag aggttatcga aacaacactt
  2806621 tatgagaaat ataatttgca ggttactttt tcaagtacgc gagttgtatg tatggagaaa
  2806681 ccaattggca ttgggaattc cgttgaagtc atgggtgaaa aagcgaatcc tttttacgca
  2806741 acaattggct ttaaagtcga acgtggtgaa cttaattctg gcataacata taaattaggc
  2806801 gttgaacttg gctcactacc tttagcattt cataaagcga gtgaagatac tgtatttcaa
  2806861 acgttaaaac aagggttata cggatgggaa gttacggaca tttctgtcac gttaacacat
  2806921 acaggttatg ctagtcctgt tacaacagcg agtgacttta gaaacttaac gccgctcgtt
  2806981 ttaatggatg ctttaaagca agctgaaaca tatgtatatg aaccagtaaa tgagtttgaa
  2807041 ttaactgtac cagagcatgc aattagtacc gcaatgtata agctcgctgc cattctagcg
  2807101 acttttgcag agcctatatt caataatgat tcttaccagt taacaggatc attacctgtt
  2807161 gcgaaaacgg agagtttcaa acgcatgctt cattccttta cagaaggaga aggtgtattt
  2807221 acaacgaagc cagctggatt cacaaaactt atggctccct tgcctactcg aaaacgtgtt
  2807281 gattataatc cgctgaatcg gaaagattat ttgcttcatg ttttgaaggc ttattaaagt
  2807341 aaaagaggtg caattcgcac ctctttttgc atgtgttgat aggctagttt ggcctaacaa
  2807401 cttctttaag tttttctatt actttcgcta tcgcttcaat tgaattctct gtttcaaatc
  2807461 ccccaacatt tacagaatgg tttgcgtttt tgatgacatc gattttcaaa ttcgttttat
  2807521 ataactgatc aatttgattt gcattataat ggtgatcttt atccccaata actaaaagcc
  2807581 cttcgtgact actatgtaaa atagaatcaa aaatagattc aaaagttagt aaaggtgtaa
  2807641 gtactatcat ttttgactgt aaaaattctt ttctcttcat taaatcattt gcaatcggaa
  2807701 ttgttccaag tgacttccct aaaaacatcg gctcgttgta ttgatcacct tttaatactt
  2807761 cattcattat aggatgaata tcatccatca ttactttcgt tacttcttct attggtttac
  2807821 tcattacctg ttcgtcgtaa gaataatgaa tatgcacaac atctattttc ttttctagca
  2807881 ttaacatcgt tgcataataa aataacggct tatcgtaatt atatcctgaa cctgagaaca
  2807941 taaagcaaac cgtactagaa cctttttcga tatgtgtgta ataaattact ttgtcattta
  2808001 tatgtatctc ttttttagtt cccttcatcg tttctccctc cgaatacatt tacttttgta
  2808061 atacggtatg ttctgtgtga actgatacat cctttacttt ctcttttata aatgcaggct
  2808121 gtaaattata tgcatgtaac tcttctaccg gcacccactt aaacaaatac gttctaccct
  2808181 cttcttccaa aatatattga tccgctccat ttgcaggtaa ctcatgtagc tctacttcat
  2808241 agtagaaact aattccatga aacttttgct cagaaagcgt aaagaaattt tctactgacc
  2808301 atattaatct tttcccttca ataggaacag ctagctcttc cgcaagctct cgttttaatg
  2808361 catcttcact attttctagc attttcactc taccgcctgg tacgtaccaa aaatcttcac
  2808421 tgtcaccttg cagaataagt attttattat catgtttaca aattactccg ccgcggtagt
  2808481 taaaacatgt tttctcaact ttgaacgtaa gatccacaac gattgtcccc tatacttcat
  2808541 ttaaaaatcg ctataaaact attatgtatg tatcgtacaa ataagattac taaatttttc
  2808601 tagttcgttc aataattttc gaactttcca aaaattatac acatcatttg tcatcacaag
  2808661 tataaataca tatgtcacaa ttactgcgca cactttggaa gcagtatggg ggacgaatgc
  2808721 atctatctct atcaatatac aaaattgaag aatcaaataa ttttcaagaa atcattgtaa
  2808781 aagataaagt gaaacatcaa taagtggagt ttttatcttt ttcctgttgt ttttaaatat
  2808841 agttaagaca ttattaaaaa gacgcaaggt caacttatgt gctaattaat tctttttcta
  2808901 gaaaaagcgt cttttattgc acttgttact acatttagga ataataaaat agccataact
  2808961 gccgttagta cattaaattg ctttgtttta taaggagcga accattccgt aaagaactct
  2809021 gaattaacga gacgatcccc aactcctcct tccttgaagt tcggtatcca cgaattcatg
  2809081 tcaaggatga tataaattag ttgcataacg aaaaatgctc caatagtttt cagccaattt
  2809141 cgtattcgac taggacgctc tttttttaat ttcatttaaa ccatcctcct tttagaactt
  2809201 gctattaaag agccttgttc tgatagatac gaatagataa tatccatgaa accccatagc
  2809261 accccactgc tatgacagca aataaaagaa ataatttcaa atctgaaatc tcttttaaaa
  2809321 aggtcagtac gccattagca tatttattta ataaatatgg agtatttttc attaaatata
  2809381 taactccaat agataaaaat ataaaaactg gtacaagtgt tttcacttta aatgcaacaa
  2809441 aaaatgggat gtaaaatgct gttatcagca tgactgccaa gaagcctagt atgtaacttt
  2809501 ctatggaaag ttgaaattcc atgctgtcta aaatgaaata ttttccaact aaacaaaatg
  2809561 ggatgattac tattgtaaaa agtaaagttc caacgtattt tgaacttata atttccttcc
  2809621 tagtatacgg taatgagttt actaaaatat tagcattatc tttatcatca gattgatatg
  2809681 tgttaattac aaaaacggca ctacaaatga ttatgacata tgctacatcc atgccggccc
  2809741 acaaataggt aactagaaat aagagataag caggcaagaa agttttttgt aaaatcaaat
  2809801 cctttttaat taaattaagc atcttgaatc cccctttttc atgaaataca taatatcctc
  2809861 taaactcggt ttttcaatca ccacatcctt atcaaataaa ttttcgatag aatgtgcatt
  2809921 ttcaatcaat ccctcgaaac ctgtatttgc cttacgtaca gaaataaatt cacgctcagt
  2809981 atcaaacttt aacaaatcta gtggtccttt gactaaaaca taatcctctg caatggcata
  2810041 aatatctttt gtgaaaatat gcttcccatt ttgaataaat gtaatataat cggcaatgcg
  2810101 gtctaaatcc gttgtaatat gtgatgagaa aaagatagtt ttctctccat cctgcataat
  2810161 attttgtaga acatccaata attctcttct gaatacagga tcaagtccag atgtaggttc
  2810221 atccataata attagttcag catgatgtga aagggcaatt gcgagagagg ctttcatttt
  2810281 cattcttttg gagaatgttt tcattttttt gtttaatggt aattcgaaca gctctttata
  2810341 atatgtaaat tggttaaaat cccatttttt ataagcaggt gcaataattt tagtaatttc
  2810401 ctttaatgtg agttcatcat aaaacacatt atcgtcataa acgaagccaa ttctttcttt
  2810461 aattcgtttc gcatcagtcg aatagttcat gccaaataag gagacgtttc cactatccgg
  2810521 gtttattaga ttcataatca ttttaattgt tgtagattta cctgatccat ttcctccaat
  2810581 aaaacccgta acaaatcctt tttttacttc catcgaaaaa ttgtttattt gaaacccttt
  2810641 aaaagattta ctgacatttt gaagttctat tacgttttcc aagagttttc ctcctcgtat
  2810701 aaaattgtaa gcatttcttt tagctcattt aaagaaacat ccatttgctt agcattttga
  2810761 atcgcttcac ataacttttc ttcaactgtt tttaattttt cttctttcat agtttcaatg
  2810821 ttttgttctg ctacaaagga ccctcttccg acaattgaat taataaaacc gtctttttcc
  2810881 agttcttcat atgctctttt cgttgtaata atacttactc gtaaatcttt tgctaactga
  2810941 cgcattgaag gaagagcatc tccttgtttt aaatcaccta gtaaaataag cttttttatt
  2811001 tgggcactaa tttgttcata aataggttcc tttgaagtgt tcgtaatagt gatttgcatg
  2811061 caaatacctc tttttgaaaa tattgtatat atactttata tacaatatac actatcgtac
  2811121 atttcaaatc aacagaaaat ttccaaaata tagttacaaa cacaatctaa taatgtaatt
  2811181 aatacaactt atttatacag gccttccttg tattagccgg attttgaggc ggcggtcttg
  2811241 ctactagcta atacacgata aagacttcgt tgtgttttac agaaaaattg gcacaactga
  2811301 tagtgtgaaa aagaaagagt ttggaataga agaaaaattt gaggaagttg atatcaagtt
  2811361 agactaggat gaggatgacg aagaaggact gaaaaatatg ttttctaagc tgcgggaaat
  2811421 gtacgaggaa gaaccaattg aattataaat tcacatacga aaaacacctt gtttctttag
  2811481 taacaaggcg ttttttctta atactaggtt taaattgtta tttttccgct aaatttatta
  2811541 ataccatctt tctaacaatt ccttctccct ttcgcctgaa atacctgctt ttaattccca
  2811601 ttcgtctgtg ctcttcatcc actcatacac gtctgtaact gtctcttcta ttcttctaaa
  2811661 agtaagccct gctttcacag cattatcgat acttatagaa aacccgcctt tccacggctt
  2811721 cgtctcacca tctaatggaa aagtttctgg aatccataaa ggcatttctg tccacggctg
  2811781 cacattatgt tcactcataa acgattcgtc tacccaaacg aattcagcat cactatgcgt
  2811841 aaccttttta cacgtattta atagttcttc catcgtcaaa tcataatttg gacctgtcac
  2811901 attgaatata cctgcatttt tgttttctgc catgtttagt ccccaatttg cgacgtcttt
  2811961 tatatcaact atctgcacgg gacggtcttt tcttcctgga actaacacct tacctccttt
  2812021 tgctacacgc tgaatccaat atggaagacg atctgtataa tcaaacattc ctgaaagaag
  2812081 tcctgctctt acgtgtaaaa cacgccgcgg ccaatactcc tctgcttctt tttcacataa
  2812141 tacttttagc gcaccgtaat actcataagg agatatttca ccattttcta cagcctttat
  2812201 ttgctctttc gttggttcag gttgtaatat atagtcttct tttatatgat gcggaatcca
  2812261 atctttatat acggaaaggc ttgagatgaa tatatagtgt tcaatattat ctttaagtac
  2812321 ttctccaaca tttcttatgt gatgtggaga aaatccacat gtatttatga caacgtccca
  2812381 tttacgattt tctaaacttg atacatcacc atttctgtca ccgataagct gctccacttc
  2812441 tagaaaaatc tcctggtttg ttccgcggtt aaataatgta acttcatgcc ctctctgtaa
  2812501 agcctcttct acaaaagctc tccctaaaaa acgtgtacca cctagtatta aaattttcat
  2812561 ggttctcccc cattcatcat tgaaaaatcc tttcttttgt taaacgaatt tcagtcgtaa
  2812621 aaagttacgg tggatttgtt atttaacttt aattctagaa acaaaaatag aatccatttt
  2812681 gaaaaatcaa tcaacatgga ttcttaaata aaaaacaatt tttttgatgt atcttagttt
  2812741 aattgttaac tctgcacaat ttccccatca actaactcaa taattctatt acacttattc
  2812801 gctacttcca tatcatgcgt tacaataata attgttcgtc cttcttcatt cagttgtaat
  2812861 agcaaattca taatttcttc tcctgttttt ctatctaaat ttccggtcgg ttcatctgcc
  2812921 aatattaatt ctggttcacc tactaacgct cttgcaattg cgacgcgctg ctgttgtcca
  2812981 cctgatagct cgtcgggtgt tttatacata tgttctttta aacctacttt ttctaaatag
  2813041 aacttcgcct tattttctct ttctcgttgc tttagctttc tatatgtgag tggtagcact
  2813101 acattatcca gtacagtatg ttcttttaac aatgcaaaat attgaaaaat aaatccgatc
  2813161 atttcatttc ttgttttatg aactttattt gctccaattt cagttaatga ttttccattt
  2813221 aacgtatatt caccctcatt tggcatatca attaacccga taacatttag taatgtactc
  2813281 ttccctgagc ctgatcgccc cattaccgct ataatttcgc ccttatatat cgttaaattt
  2813341 ataccgttta acgcgaacgt attgtgattc ttattactat acaccttctt aatatctttt
  2813401 agttcaatta accccattat tccatcccac ctattaatgt tttcggttca agctttctaa
  2813461 taaacaaaaa gacaattaca ttcgagacaa tgataatcaa taataagaaa agaaatacta
  2813521 aaaacaatat aggcatatcc aatttaaagt ctaataccgt tgcttccttt aaatccttcg
  2813581 acatttgtaa tagaacccca tacctccatg aaaagtaagc tattgacatt cctaagccag
  2813641 ttattgctac aataatgttc tctaaaacaa tttgaataaa cataccaaat ttactttcgc
  2813701 caaaagctat ttttatacca aattcccgtt ttctcatcaa gatagaaaca atggtcgtta
  2813761 ctacaattcc gacaatcgag aatacaatga ataagattcc tactataagt tgaggtattt
  2813821 cagaatagcc gttaagagta acatcttcat ttatttcatc acctaaactt tttaaatgaa
  2813881 acgtaccgcc gtttccttta agttgaattg attcttctag tttctttaca tctgcacctt
  2813941 tttgtaaata taaaactgta ctttgatgta gccttaaaaa cattgcttca tatttttcaa
  2814001 atctatcaaa tgacataggc attatcattg cgtaatccaa cttcaaatat gtgttcgtcg
  2814061 tattattatt tacgataaat ttattttctg gcaaaaaccc tgtaattgta tattgattat
  2814121 taattgtatc cccaacttga aaatattttt taaagtaaga acccattaaa acttttggtt
  2814181 tttcttcctt atttttttga aagtcatcat gcgcgaaacc ttcttcaggt tttaaaggta
  2814241 aatgtaacat tttatagtaa ttttcatcta caaaaattgt tttaatagta ggtctttcgt
  2814301 catgaaacgt tttatttttc aaatcagtaa tcatactgtt ttgaaatggt ctattacttg
  2814361 actctatttc aataactcgc tcctcgtatg taccatacga aatcacatct ttattttgat
  2814421 gaattgtatt ataaaccgct tgaattttct ctttattaaa ttgattgctt tgtaatctat
  2814481 ctgtcgtcct ttcaaaagta actaaatatg ttttatcccc atttaatacc gagctgaatt
  2814541 tatcgtttag atagtgtaaa ttataaaaca cattaattga actcgttata gttgctaatc
  2814601 caaatgtaat ctgtattaga agaagtacgg aaaatagaaa cctctttttt aatgctatga
  2814661 acgcactttt tattctcatc gtttttactc ctttaatgct ttagcaggtt cacttttaag
  2814721 cacatataca aatggtatta cagagagaat gaaagctata gtaagtgaaa gaaatacaca
  2814781 cattacaata tgagtagact gtaaactaat attatagctt gtaaattcta taatattttc
  2814841 actcaaaatg ctaaaaatcc attgtatgca tattgcacaa gctgttgcag tgattgcaca
  2814901 taaaaataat tgactaaata taaaaataaa aagatttaca ttacttgctc ccaaagcttt
  2814961 ccttaacgac aaactttttt tcttcgtata aatccaataa taacttacta tgatactagt
  2815021 aatgaaagct atacataaaa gcctatatgg aaaactgagt aactcttcta cggcttcact
  2815081 tgagtttttt tccttctcat agttctcttt ttcactaatc actttagcat ttatatcttt
  2815141 attgttctgt ttcatatgct gtatgaaagt ttctatttcc ttgataggtt tttcgttaga
  2815201 acgaacaatc atttggaatg tattatcttt ttgtatcatc tgtttcactt catctggcat
  2815261 gtcatttaga gagacgtaaa ttttaatatt atactcatat ccagtatttt ctccagctac
  2815321 gcctttaact gtatattcct tattaaataa ttttattgtt tccatatcct tataaatttt
  2815381 cttccccact attacactat ttttttcatc ttgtcctatc tgagaacctt ttagcaaagg
  2815441 tggagaccaa tttttattaa ggagaccatt cattattacg tggccgatat ccggaatagt
  2815501 aatacgaata tcatttgtaa taacactagc gtttttaaaa tcagattcta ctaacgtctg
  2815561 aaattgttcg aaattaattt cccccatatt agtaagttga acagaatagt aataattaaa
  2815621 ataaccattt ttactatcat aaaatttctc atcataataa tctcgcgtcg acattgcgat
  2815681 taggattggc catatcgtca atacaaatcc aataaataac ataatgaata ttgttttgtt
  2815741 caccactatt tcttttaata ctagattcat atatcctcct cattttaaaa accgtgaaaa
  2815801 aggtatttat cctttttcac ggtttttgtt gatttttatt taattaccat tttcttagaa
  2815861 gtgtacgcac tatcccctac cattatccat tcatgacccg aataacctct ggtcaccggt
  2815921 cctttggatg caacgctaac gtttatacaa tctgacgttt tagcatcata caatgctaac
  2815981 tctttagaag tcctatcatc aaagctagct cttacagtca tcttgtaaaa atgaggttcg
  2816041 ttctttttcg cagtataggc agttgcctta gcttttgctc cgcttcctgt ccacgttgca
  2816101 tcattatccc aactaatcga agcaaatgaa acggaagaaa ccatacctaa taaagaagca
  2816161 gttaatcctg taacagctaa agttttttga agtaggcttt tcatatattc ttaatctccc
  2816221 tttttaaaat attcacttaa atatttaagt atttttaggc cttgtcctca ttatacataa
  2816281 aaaaataacc acatatcgat aaaacctaat atttacattt gttaacgcga ttcttacatt
  2816341 cccctgaact ttccgtcata aaacaaaaag atcgtatgaa actccaattc acaccatctt
  2816401 tttgctacca ttattgattt gatcgtatac aaggaagaat atatttcaca atcaattccc
  2816461 atctatcccg tgcattcggc atagcttcag aagccattac tacaaccaat tccttctctg
  2816521 gaatacaaca aatcatattc ccaccgtcac ccatagcaca gtatgaaaag attccatctt
  2816581 cttctcgtaa ccaccataag taaccatatt gatttgtgtt catttctgtt gattctttta
  2816641 tccatgatgt tgatagaatt tgttttccat tatgagtacc ttcattcaaa tacagctgtc
  2816701 caaacttagc catatcttta actgttaacg ctagtcccca tctgcccgtt gaaataccat
  2816761 ttggatcgtg aacccatccc tttacacctt ttccaaataa gtcatcgaat ccaaatgctt
  2816821 tcatattgta gtttggaatt tctctcatac cgagtggccg aaatagctgt tcattcgcaa
  2816881 attcacgcgc actttttcct gttgtactcg tgataattgc tgatagtaca tgcgctcctg
  2816941 cagatgaata tttaaaagcc ccaatgtttc cgccttttcc tatcctatct aacgtatact
  2817001 gtatccaatc ttgttgcgta cataattctt ctaacggttc ctgccagtct acgaaaggat
  2817061 atggagctgt catagtaagg agatgccgca ctgttatttc agatgaatta caattatatt
  2817121 ctgggaaaaa ttctattact ctttgatcaa cgctttttat atagccttta tctatacata
  2817181 tcccaattag cgcagagatt atcgtttttg taactgacgc tacatgaaat gtatcatttg
  2817241 atccgtaatc gttataatat ttttcaaaaa taatattacc tttctgcact actaacatac
  2817301 cattcatatt tttatattct tcttttataa tctgatctaa cttttcagca gttttcatta
  2817361 ttccttcccc tttaacctat aattaaaaag gttcgatagg tacatatata tcaactatat
  2817421 gtttatgctt tggatgctgc tttggatcat ttctatatac ttcaaaagga tatgagtctc
  2817481 tcggtttata tccgctattt ggcagccact caccatatat aaagtcccat gctcttttat
  2817541 attcatcttg gaatatttca aaatgtccta ctgcatactt gcctgaaggt attaccatta
  2817601 ttccaatgtc gttcgtttct attgcagatt cacctggaat tgttatacat aaacttgttc
  2817661 ttaaatgatt gtcctccgta aattcatgat gatcgtggta aatggttaat actttcgtat
  2817721 cctcaaatac atgatagttt tgcttggttg cgtattgaaa tagtttctct atcattttcg
  2817781 gaaaagctat agttaactct tcatatgtac cgatatgcct tatgtatgcg acgtttatat
  2817841 tgtctactgt tacaatttca acattccttc gaaccttctt acattcattg tattgagaaa
  2817901 ttcttcttac gtctttgcaa ttcttgctat tgtcgtttcg atattgagac ggacttactc
  2817961 cataataatt tttaaatgta cgggagaaaa ctgccgaatc tgtgaaacca aaatggtaag
  2818021 tgatatcagt aatcgtcata tccgaacggt atgtaagaag gtttgttgcc ctttccagtt
  2818081 tcaagcggtt tacataccga gataatggtt catctactat ccctttaaaa attctatgaa
  2818141 aatgatactt tgaaaatcct gctatatccg ctagctcttc aatggatagt gaatcattta
  2818201 tgtgtaattc tatataattt tgtactttgt atatgcgctg taaatactca tttctacttt
  2818261 gtttattctc catacttcta tctcctcaca acaaaaaggc taactttgtg ctagcctact
  2818321 tttacacatt tttcaaaaat aaaactctac taccgccgtt cccgtcataa tttgtatgta
  2818381 ctgatacacc ctctatctca tcatccccag cctctattcg aaagccaatc tccctatgaa
  2818441 actgtatcga ttttttatta actggtgatg tgattgcttt cacaacttta cgcttatttg
  2818501 cacgagcgac atcaaagaaa taagaataca atgtcgatgc gattcctctt cttctatact
  2818561 tcggatttac cccgataaaa tgaacgtacg cttcctcttt atgcgtttgc gaaaggaatc
  2818621 cgcataagaa acctaacgtt tcgccatctt cttcaatgat aaaactcgtt tcttgaaagt
  2818681 gaacgaaaaa caattttggc aacatgtcag ccatgtctct cccgccccac caatcattta
  2818741 aaacagaatg aatctttaca taatcttcct cttgaatatt tcttactcgc atatgtttct
  2818801 ccctctcact cacttcattt tttcataaat tttaatgact gtttctacta aaaggataaa
  2818861 tacccatatc ccgcaaaata caagaactga ctgaaatata gaacctaaca taacaatact
  2818921 tattaaacct aattctgatc ctgaaatgga tatttcatca aacccaagat tatgtataaa
  2818981 tggaccagtt gaaaaagcca ttaaaataga tcctattaaa taaatcacac tcattatttt
  2819041 taatattttt atagaaagat gtgaagtttg tttttcttcc gcttgtgata attcgatttc
  2819101 tccactcgca attccttttt gcaaacagtc ctcacataga aattcttctt taattttttt
  2819161 accaccatgc aatgtacctg ttatttcttt acatctttca cattttcgat ttatcatgtt
  2819221 gttaccactc caatctcgta agattatact tatacaattc tatttttacc ttattatccc
  2819281 ttttatgtat tttatagaaa ggtgacgtgt tttatgatat ctaaacttac ttttggctat
  2819341 aaaaagccta ctgaacaata tgtattacga cctagttgtt atgcaattat ttttaactcc
  2819401 acttcttcaa agattgctat tatccaaaaa ggagaaagct actttttacc tggcggtggt
  2819461 atggaaggta ctgaaacaaa agatgaatgc ttacatcgtg aactactaga ggaattagga
  2819521 tggaaaattg aaattgatca gtatatcggt aatgcaatgc gatatttttt tgccgaaaaa
  2819581 gaagatactt attatttaaa tgacgggttc ttttatatcg cgaacatggt gcagaaacaa
  2819641 actgaaaact gtgaggaaga tcatgtttta aggtggatgt ctccattgca tgctgtggaa
  2819701 cttctcattc acgatcatca aaaatgggcg attgaacaag cgcttttatt acgaaatgaa
  2819761 aaaggatctc cttctatatg aaagaaatcc tttttattgt taacttactt ttttcaaatt
  2819821 gagagctggc tttttgattc cgcccttttt tacaacatat agacccacaa agataataag
  2819881 tccgccaacg agttgcatca tattgatttg ctccccaatc gttactgccg caaagataac
  2819941 tgcgaataat ggtacgagat acatataaac cattactttc gttgagccta tttgactaat
  2820001 accgacatac cacattgcaa gtccgaagat agtcgcaaag atgatggaat atgctagaga
  2820061 cccccagctt agcgtatcta ctggccacgt taaagaattt acgttgaata gacagtatat
  2820121 cacaagcggt acaattccaa ttaaagtaga ccatgatgta actctcattg cggagtattt
  2820181 tgtaataaga ggttgtgcta atattggata ccatccccac gcaattgctg cgactaatcc
  2820241 aattatattt ccgagccatg catactcgta agtagctcct cctgtatgac ctgttaataa
  2820301 aacgaatgcg gcaccaataa aggctactat tgaacctatt tgtactttca tcgaaaagcg
  2820361 ttcttgtttg tgcaatactg ctaatatccc tgtaaatata ggtgacatcg caattaataa
  2820421 tgaggcgttc gttgctgaag tatatttcac agatagcata aacatcgttt gatacattgt
  2820481 cgtaccaacg ataccgactg ctactaatcg tagccaatct tttctttcaa tacgtaatga
  2820541 gcgttccatt aaaaatgtaa taagtaataa taccggtgat gctactaaaa atcgtaaact
  2820601 attaaattga atggatgaca tatatgccac gccatacttt ccaattgtat aatttgctcc
  2820661 ccatactaac gctactgata ctaggagcca ttccatttgc catcgtttca tccgaatctc
  2820721 cccttccata tttagcatag taaaattggc tggatataac accgtccaat tggctgtttt
  2820781 tttacccagc caatttgcta tactggattt atataagaga tacggaggca ctttttatgg
  2820841 aatggaaact agatagtgac agtaaaatcc ctatttatca gcaagttgtt gactttatcg
  2820901 agaaacgtat tacatacggg gaacttcctc caggtagctt tctaccttct gaacggaaat
  2820961 tagctacaca gttaaatgta aaccgtagta cggtaacgac tgcttataat gaattacgtg
  2821021 ctatgggaat tgtagaaagt acgactggta aaggaacacg cgtgagtaca catatgtggg
  2821081 gcgtttctcc gacattaacg ccgaactgga ggaatttcgt agaaggtggt acatttttac
  2821141 caaacttacc gttacttcgt catattcgag cggaagtaca acaaaatgaa aatattattg
  2821201 atttcgcaaa cggagaactc ggttgtaacc tctatcctca cgatcaacta caaacgattt
  2821261 tacgagaaca accgttaacg cactcattaa gttacgatca tccgcaaggg tacctcccgc
  2821321 taagacaagc ggtagtaaaa tatatgaaag aatatttaaa agttgaagcg actgaacaat
  2821381 cgattatgat tacatctggt gcacagcaag ccttgcacct tatcgtacaa tgtttattaa
  2821441 atccgggtga tgctgttgct ttcgaaagtc cttcacactg ttattccctg ccattattcc
  2821501 aatcagcagg tattcgtatt ttcccattac ctgtcgatga acacggtatt aatccggatg
  2821561 atgtgcaaga gctatataga aagcatcgta ttaaaatgat ttttttaaat ccaaacttcc
  2821621 aaaatcctac gggcacaatg ctgcatccaa accgtagaaa aaaactatta tcactttgtg
  2821681 cagacttacg aattgcgatt gtggaagatg atccgtctag tttacttacg ttagaaaaga
  2821741 aacaaccttg ccctactttg aaatcgattg atgaaaatgg aactgttatc tatgtacatt
  2821801 ctttatcaaa aatgattgca ccgggattac gagttggttg gcttgtcgcc ccacaatcgg
  2821861 tagtagaaag gttatctgac gcacgacatc aaatggaatt aggtatgagc attttcccac
  2821921 agtggcttat gcagcaattt ttcgaaactg taccttttca gtctcatatc gtaccgttac
  2821981 gaaaacaatt aacagaaaaa agagacgtta tcgttcgcgc cttaaatgag caacttcacg
  2822041 ataaaatctc tttttcaaat ccgaccggtg gtatatacat atggggaaaa ttaaaagaac
  2822101 cgataaacga aaaacaactt attatgcaaa gtttaaaaca agaaatcgcc tttatgccgg
  2822161 ggagtatttt cggcgcgaaa gatggttata ttcgtttatc ttatggaaaa gtgaatattg
  2822221 atcaaattga ggaagggatt tctcgcttgc gtgaggctat tttggtttgt gaaaagtaac
  2822281 ttatgataaa aggatctcgt ttgacaaaac ctaaatctac cattatcatc aacacgaacc
  2822341 tagttatagg agtgatacca atgaaaatct atgttgatgc agatgcttgc cctgtaaaag
  2822401 atgtaattat ttttgaagct acgaaggcag aaattcctgt tatcctcgtt acaagctttt
  2822461 ctcattattc taatgctgag cagccaaaag gcgtggaaac aatttatgtt gattctggag
  2822521 ctgatgctgc ggattaccga attatgcagt tagcccaaaa agaagattta atcgtaacac
  2822581 aagattacgg tcttgcttcg cttgctttag caaaaggctg tatcgtgcta caccataaag
  2822641 gatataagta cacaaatgaa aacattgaac aactattaca aacacgatat ttaagtgcaa
  2822701 tggttcgaaa aagcggtaag cgtacaaaag gaccgaaacc atttacagca gaagataaag
  2822761 agaaatttag agcactcttt aaaagtatga tcgcactgta gaaataaacc gtctatttgt
  2822821 agagaaagaa aagaagagaa tatccaaatg aacattctct tcttggggtt tacccgttta
  2822881 aaatgaaggt aaattatcta agttattttc ttttattcca tccggttcgc tacgtataat
  2822941 atctctacca tacttatgaa atacatccac atgagctaat ttccctgatt tggcttcatt
  2823001 aagagcagtc atataatcta actctcttcc gctacttgtt ttaaacgcta ttaaatcccc
  2823061 atcaccattt ttacgaacgg caacaatttg ttctgctcct gtattaactt catggcctac
  2823121 ttcaaattga gcttgttctt ctccttgatg taaataatca ttatacactt tttcaaagtc
  2823181 tttcttgtcc ataaaactca cctccaacac attttattag tatggttggg aggtagtggt
  2823241 tttatgtgct ttttattaac ttaacaagac gatactactc caaataaata attcaaattt
  2823301 attttagaat ccttccttgt caatttaagc taaatttaag tgtttatatt ttccagaaaa
  2823361 tattataatt tattatatag aatagaaata tgaaacggag aatgattaag gtgaatatag
  2823421 atattaatcg tttaactgat atttgtttag agtatcagca atctagattt tatgttacta
  2823481 gaatccctaa agatttctta tcaattgccc gaaaacgctt ttctatacca acggatgacc
  2823541 aaattattgc ttttttaagt tgtaatttat ttggatctgg aaaatatggt gtttacttta
  2823601 caagttcagg tttatactgg aaaaattggt tattaggtaa aggaaatatg caatgggatc
  2823661 aattaaatga agtgcgacaa atcgaaattg ataaagatgg ttttttatct tttgatgcac
  2823721 aaaaaagctt caatattaac ggaagtgatt atccaccact attatttaaa gaattactta
  2823781 tggctcttac aaattcattc caaaattcaa agcaaaatga tatacatcca gctataaaaa
  2823841 ttaatgagat aaaatcaatc tgctctttat ttgaaacgca taatgaatta ttagaacctg
  2823901 ataatggatt atttgtagaa actcatattt cagacaaaaa gttaaaagca attgaggtac
  2823961 gatttatcat tccaatagaa gaacaaatca ttgctttttt agatacatct gtccttggga
  2824021 acatggggaa aggatctgat ggagtattaa tttgtcaatc aggtatatat tttagaaaaa
  2824081 cctttgtaca cttatattac ccctggcata tctttagaaa tatccctatt actttaactt
  2824141 cagatgaatt tgaaattgga aaaagaaata tttttcatct tcaacatgct agaatgccta
  2824201 gtgaagagat tctattattc atcgagaata taaaacagta tgtgaatagt ttatatgaag
  2824261 aacatccgga attacatatt taatacattt attattatat ataagcttgt gtatggttaa
  2824321 gtctaaaatt tcaattcaat tacaaaaacg atcattttgt agggaaccca cagaaatgat
  2824381 cgtttaaaaa atcttattct ttatttatat gctcttttat gatggaatcc ggtgaagaag
  2824441 cacacgctct aattcgatag ccttttttaa tatctatgcc gtttcttcaa aatttccaat
  2824501 atagcatctg tgtgaaaaac gtactccact cttcttcagt taaacgtttt tggttctgta
  2824561 acgacctgat agatgttact aataaaactt acacttgaaa tttaaatatt cttttgagta
  2824621 ttttcaaatg aaaacatagt cccctcacta tttgattgta aagtgtattt tatatcgaac
  2824681 atttttgata tatcttcaat atttttcaaa ccaagtcctg ttcctttact atttatatcg
  2824741 aacccaatcc cattatctct aaaataaaca atatcttcat ctataatgat ttttagtttt
  2824801 ttagcttttg aatgtttaag gacgttttga aaaatattat caaatagcct ttgaatccat
  2824861 aactcattac tattccatat caactcttta tcttgtggat tatatactaa ttcaatttta
  2824921 tgaatgctat acaaatagct ccatttttta atcatagttt ctattaaatt atgtatattc
  2824981 acttcatcat gcacaatata agtattctct aaggtttcgg tagattgcat attaaattcg
  2825041 ttagttaaat cacttatata ttgtatctgc tcatacagtg attcaagtac tggtgcttgt
  2825101 cccttgtact caccttctaa ataatataat tgtaatctaa ccgctgttaa gggtgtatta
  2825161 atatcatgcc gtaatttatt taatagttcc ttttttattt gttcctgttg ttgtagttcc
  2825221 aattctcgat aagttgttct ttctataagc aagtttactg atttaatcag ttctcccatt
  2825281 tcatcatcgc ttttaacatc tattatatta gggatttttt tatcactcgc taaatctcga
  2825341 attgtttgat ttaatatatt aattttattt aatacggtgt taatcgacct tgaaaataca
  2825401 aaagctaata ctaataatga taacaaaaat atgattaaca tagtaggata tgcataggat
  2825461 tcgtgaaaag ggatgttctt atttttagtt ttaaagacag cattataaat aactgataca
  2825521 aagatactaa tcgacaacaa taacagtggt acgctaataa tagcggagaa taatagtaac
  2825581 tgatattttt tctttaagtt catttcttca tataggtatt taatctatac ccttctccat
  2825641 atatgttctg aataatatca cctgttttat catcaatttt ggttctgatt ttccttatat
  2825701 gtacgttcat gatattttga tttctatctt cgagttgcca taggtaatca tagaagtgtt
  2825761 ctttcgataa aattctatct ctattttcat ataaatagaa gaatatttta cgttcaattg
  2825821 ttgtaaaagc aacttcatta cgcaaatcat taataaaaac tcttttatat tctgcatcta
  2825881 taaatacatg gttaatttgt gtgaacgtac catattgatt acctaacatt ttctgaatcc
  2825941 ttaacaacaa ctctctaggg tcaaaaggtt ttatcatgta ttcttctcca atagttaaac
  2826001 cttttagttt actatccata tcattccttg ctgatagaaa tataattgga atatttaatc
  2826061 ctagattttt tattttcttt gtaatttgat aaccatcttc gcctggtaac ataacatcca
  2826121 ttacgactaa atctatttca tgaattatat caagaacttt ccttccctct ttctcccaat
  2826181 acacattata cttctcacgc tgtaaaattt tttgtaataa atctcctata attaaatcgt
  2826241 cttcaacaat taatatgtta tatactttca ttatgtagac ctttcatcac taaaataaca
  2826301 attgcttagt tcttcactac tttattctta ataaaatcca tagcaatttt gtatatttca
  2826361 tcaggagcat ataaataaat actatgtgta ccttcaatta tttttacatc agctattaat
  2826421 aacttgctag caaactcctt ataatctttg tttttttgcc ttgtatactt cgaatcttta
  2826481 tattgcctag caattgcatc tataaataac ataggtgttt cttttgggat cgataaagaa
  2826541 tttgattttt taccgttatt gtagctttgt aaaagttctt gcttcatatc atcattaaaa
  2826601 gcccgcttat acgtaagcgc tttataaaca tctttttcct gttcgtttaa aaaggattga
  2826661 agaatgactt cgggattata agtaatagag ggagctaatc tctgaaaacc aattttcgtt
  2826721 aaaatattca tcccttttat ttttaatgaa ttaaccatac ctattttatt agtcacgtac
  2826781 tgtttaggta aaccaatatc taacgcaata atccctttta cttcacttgg atatttttgt
  2826841 gcccaataaa tggcctcaat acccgataga gagtgtggta ctaagatgta tggtggttta
  2826901 ttcccgcttc gaataagcgc ttctcttgtt tgttctagta tcgtatcaat atctctatca
  2826961 tcttgaaaaa catcactgta tccataacct gctctctcaa ttacagaaat cttgttttct
  2827021 ttcgaaaatt tactgtataa gcctttcaac tcataaacag gagcggcaat tccagatccg
  2827081 gccataaata caaacgtatc ttccccgctc ccctcattat aaacattcac ttttttatta
  2827141 tcgaaattaa caagttcacc tttattgttc attaatttcg attccatttt taattgacag
  2827201 ttatgatata taaatacagc acctgtacca aaaaaaataa tactaataca cattaaaaaa
  2827261 attattttca ctaacctcaa tattttttca tttgacaccc ctttcagcct atactaaaag
  2827321 ggtacaatgt aaaaataaat ttctaataaa tttttcaaaa ttaatattta ttcttggttt
  2827381 ctaaggctgg agcattttta atacctacgc aaacccctca aagtctccaa tatatcatct
  2827441 gtaaaggctg tgctaccctc tgtctctaaa actctaaaat ataaacttct taagaaagct
  2827501 ctaatatttt gcaccaaaat atcatgctga ggatgcgaga tatcttcaac gattgctata
  2827561 ctatgtaacc agttgctcca ctcttcttct gttaaaagat tttgattacg taacgacata
  2827621 attggcgtta ctaatctctc atcctcaaag tgtatgtaaa catagtcatt tagtcgaact
  2827681 ttctgacgaa cagctgcaag aatcgcatat gaaaactcac gattttgtat tgtacgagct
  2827741 aacgcatcga gcgcatccgc tgcatgtgca gtagagtgtg cccatccttt tccttctaca
  2827801 taacctctta catcttcttc taaatataca tattccagca cttgttctgc cacactgtac
  2827861 agttgttctt ctgataacaa cggttctctt tcatgaacag ataaaataag tggtggaatt
  2827921 aaaacagaga acgcacgttt aaaaacagag tctgttccct tttcaccaat tttataaaat
  2827981 aaataatcag gactaattgc ttgtagcatt aatcctcgta attctttttg tctaaacaca
  2828041 tcatttgtaa tccatgtgtg aagcgtacta taaattaaat catcacgtaa ttcagcatca
  2828101 ggtgatccga tataatctag catccactgc gcatatggat atgcatctac gtcttctggt
  2828161 acagcataat tattattttt aatttgtagt agttcttctt ttagttctag tacttcattc
  2828221 attatatttt ttctcccctt tttgcgtttc ttattgcctt atcccccgtt tttcactttc
  2828281 taaagctaat ataattatac gagaattata actattaata aaaggctata catatacttt
  2828341 tgattgtgta ttacattcgc tcttgaaata taagttctgg atttgctaaa tcactattcc
  2828401 gaaatacaac atccgcacac tctttcggat tatgctcatc tatatacatc ttacaggccg
  2828461 catgatacct gctcaaaaac atcttctctg cttcttcata acttccaaaa gcttcagttt
  2828521 cccgcttagc accacgtttt ctcgcaatct caaaatctgt atctacaaaa attttgtaat
  2828581 caaataaatg cgcaacgtct tttttcaata gaaacgttcc atctactatt agcaccatat
  2828641 tgggttgagc cattaacggc tcattatgta caggaatatc cgtttttaaa ttatgagaga
  2828701 tcgtttcata ctgtaaattc ccattaggtc ctaaaggttt taatagtctt tctttgaatg
  2828761 ctgtataatc gtgtgcatct tcataatacc ctcttgcaga ttctttacct tgtgtataac
  2828821 gaatcacttt tgggttatga aaatcgtcaa tgctagcgcg cgttactggt aaccctcgtt
  2828881 tttttatttc ttccgctact tcgtttgcaa atgttgtttt tcctgatgct gtaataccgc
  2828941 ttactccaac tcttgttgga tgcgttacat ttaacgttaa aatatgatta gcaatttctt
  2829001 ttatactttg ttttcggctc atgatatttc tcccttcatt tagtttacat aacaaaatta
  2829061 taattaactt ttatgtcact atttgtcggt aagtcgatat cctttgtcga atcgttgata
  2829121 tattgaaaaa atcgttgata tattttaagt tatgatagat atatttgaaa aatcgttgat
  2829181 atattttaag ttatgataga tatatttgaa aaattgttga tatattatga ttggcttact
  2829241 ttcccttaaa ccctcgatat aaagcagtcc gtaactcttg tttgtattct tcaatttctg
  2829301 gcatatcgag ctcttctgcc agcctgatag ctaattcaat atcgtacggt acacgtacga
  2829361 gttggatgga aaagcttgct gcttcttttt cattgtaagt tccttcgaat attaaataag
  2829421 aagcttgtgt aatttcaagc ggatttccta cgctaccagc gttacataac gttttgcctc
  2829481 tgaaattttg aacgaatgct tggtgaacat caccgtagca aacgacatct ggttttcttt
  2829541 ctccttctat attctctgtg agatcactat tttcgaacat actaatacgt tcttctcttg
  2829601 aagcgtgtgg ttgaattctt tcatataaac ttctaggtga ggcgtggaac atgcgaatga
  2829661 gttttccgct cataaaaaat tcgatcgaaa atggtaagct tcttaaatag tcattttgtt
  2829721 cttccgataa ttgtttttga tgccatttta acgcttcaaa ttcagtcggt tttgttataa
  2829781 aatcatccca gtttcccatt acgactactt cacattcttt acgaatgatt tcaattgctt
  2829841 cactagaatg agggcctttt ccgactaaat ctccaaggca aattatgcgt tcgattcctc
  2829901 ttaatttaat atcttgcagt acagattcta aagctggaat attaccatgt atatctgaaa
  2829961 ttaccgcaat tttgtccata tgtattcctc ctttatttat taaattcact tgattggtac
  2830021 cattttggaa tataggatga aaattgatta tgatcttcta aaatttggtt caatctttcc
  2830081 ttcatatcat ctactaaatg tggcgtgctt cggtttgtcc aaacgatatc cgctgggaat
  2830141 gtcattgctg catataatga gtacagtttc caaaaatgaa gtgacggttc gcctccgcaa
  2830201 taaccgtgaa cttgtccaac cgcaaatgat ttgcttattc ttatagtaaa aattgctacg
  2830261 ttataaaaat cttgtatcgg atcgccaaaa tcatatccac caaaatcgat aacgataaat
  2830321 tccttattat gaatcatact atttgctgga tggaagtcat cgtgtaaaaa tgtaattgga
  2830381 cgatttttta ataagtcttt atgattttct acaaaagtta atactgactt caaatctaga
  2830441 aaatccactt cgtaatttgc taatgcctct atgtatcttt cgtatttatt ccatctagat
  2830501 gcttcccatt tattacttgc actttctttt tctatcgagt gaatcctctt taatacttct
  2830561 cctgcttttc ttcctgcatg atactgttct tccgccgata gcttccttaa accttcttca
  2830621 ccatttacac cttggatcca ttcaaatact tgaacacatt tatttaattc ctcaagtttt
  2830681 atgaagtgaa ttaacttcgg cgttggaata tgtaataact ctaattgttt catatacgta
  2830741 tattcttctt gtttactttc aaaatgaaca gcatcacata cttttacaaa atatgttact
  2830801 ctattttcta attttatttt atatttctct tcatgtgaaa aaccttttga aatagctgta
  2830861 cactttacaa tacgaggcca ttctagtttt ctctctatct ctctaagcat ttcttccaaa
  2830921 gcgttcacct ctatcaatat atgtacaaac tacctaacac ttcatactct cgtttatttt
  2830981 cccctttaaa ttctactgca aatggatatt cgccatgatt cttcaaatat tgtagtacta
  2831041 gccctttccc aattggttca caaaactgta cttgaatgtc accaaacgat acactttgac
  2831101 actccgcatt ccattcttca tttttcacaa ccgagcttgc agttaactcc attacttctt
  2831161 tccatttctg caccgtttct cgaacatttt tcaccgcgta atgaaccgtt tcaatttgtt
  2831221 gtaccttgtt tttatgttcc gtgattgttc caatgttacg taaatctttt cttctttctt
  2831281 catctgtttc attccactgt ataaagaaag gtaatttcgg cccgttctct tcttgcttta
  2831341 caaataacat tttccattct aaaaggcggc catcttttct catacgtttc ccttcaaatg
  2831401 gtcctattgt ttgtaaaccg tatttactaa acttatctgc taactcttca atggcatctg
  2831461 ttcgaattgc gatttgtagc atcccttcgc caccttgtaa tttcactacc gtttcttgta
  2831521 ctaacggatt ttctgcttct ttcgcttttt cttcatgttg aactgctaaa aattctatgt
  2831581 atgataaatc aaaataactt aaactattcc aagtacccca aatagtatgc tctccgccta
  2831641 gtgcggtatg aaatccaagt tcctgcattt gttttgccgc ttcttccggt gtgccatgaa
  2831701 ctgcgtgaac gagatgatca aatcgtaaca tgtctttctc ccctttctct ccatcctttt
  2831761 attgtatatt ttatttttat ttcgttcaat tcaaaaaact ttaaaaccca gtttatttat
  2831821 acgattaata tgtattataa tgaaacaaat ttcaatattg ctgattggaa aaaccaaagg
  2831881 cacttttctc acacgggaaa agtgcctttt tcatttacta ttacaggggg attttttatg
  2831941 cagaaattaa ttgtctttgc tattattgga ttttccgctc aattaatcga tggagcactt
  2832001 ggaatggcgt acggggtaac atctacctca cttttactaa tgtttggtat cgcaccggct
  2832061 gtagcttccg cttctgttca tttagctgaa gttgttacaa ccgccgcttc tggtgcatct
  2832121 cacctcaaat ttggaaacgt tgataaatat accgtttcca ggcttacatt accaggagca
  2832181 attggtgcat ttgttggggc atgtttttta agtaatttac ctggcgatgt cattaaaccg
  2832241 tacatttcct tatttttatt tactttagga gtttatattt tattacgatt tattattcaa
  2832301 aaacaaattg ttacttcaaa taaacgtatg tcagctaaac aacttgtgcc gcttggctta
  2832361 ttcgctggat tcgttgattc aactggtggc ggtggttggg gaccgattac gacacctgtt
  2832421 cttctagcaa gaggaaatga agcgagaaaa gttattggat ctgtagatac gagtgaattt
  2832481 cctgttgcat tagctgcaac aattggcttc ttcatctcgc ttggctggga acaagtaagc
  2832541 tggttttggg tatttgcgtt aatgcttggt ggtattgtcg cagctccaat tgctgcatgg
  2832601 ctagtacgca tcgtaccatc tcatttactt ggcgtattag ttggtggtct tattatcttt
  2832661 acaaatatac gtacactact tactactttt aaagtagatc caactattat ctcactttct
  2832721 tacgtggcag ttggtcttgt cgttattatt tctattttca ttgctgttcg taatcattcc
  2832781 aatcgttcta acgcatcaac agcccaatat ccgaatgatc aaaaacagat gctaccttaa
  2832841 ttactaaaaa accgctcaac ttacttcgag cggttttttt ctattttcca attcatcatt
  2832901 gtttctgtcg aatctactct tttcatatgt aacttctcta acacacgaat cgaaccataa
  2832961 ttatcaagga gcgtctctgc aataatcgtt tctacctctc ctgtctgaaa agcccaatct
  2833021 attagttctt gtacagcttc tgtcgcatac cctttattcc agtatttctc aataaatccg
  2833081 taaccaactt ctactgtatg ttcctcattt ggtttccctt taaaacctat atcacctaga
  2833141 acgatgtcat cttcttttcg aatgacatac cacgcgcccc aaggtaatac atccttattt
  2833201 tgttttacat tttctacatg ccctacaata tgtggaccac tattatatcc ttgctcgtta
  2833261 gcaacgtgaa tactctcttt tgtacacggt actatataga gcctttctgt ttctaatttc
  2833321 attttgattt cccctttttt gcttacacgt tactctaatt atatcaaaaa atatgacctg
  2833381 attatgaatg tcgaattata ttttctgaat tttcttttaa tttttgaagg gtttttcaat
  2833441 attttttgcg aaacatttgt ataacaattt tttctttgct tattgttacg taatagtagg
  2833501 ttcgggtgga gttttgcaag cgtttcctat acaataaccg atattttttg attttttcct
  2833561 acaaaatatc ttgcaatata ttcagaaact cattacaatt gccatatatt aaaaatctta
  2833621 gcaatatata aatcctcatc aatccgatga ggtagaggtt gcgactttta agagtaaaac
  2833681 ggacgagata cagagaatgt ctaagactcc gtttgaaagg aaaagttgcc gaagtttata
  2833741 tttcttctct ggaaatatga gctggggctg tgtctgaaag gaacagaact gtcacgttta
  2833801 caaaattacc gtgtaaacgt ggggtgctat cttaacggaa gggtatgatg gggtggttat
  2833861 ttgtgaaacg ttccgccaaa ttcctttggc ggttttttgt atttttctcc cccgctcctt
  2833921 cctatcttac aagaaaagga gtgttgaaca tgaatagcgc aacgaatcaa actacctctc
  2833981 aaacagaaac tacaaaagga aaaggtgaat taagacgcgg tctaaaatca aagcacctta
  2834041 cgatgatttc tctcggcggt acaattggta ccggactatt tcttgccagc ggtggtgtca
  2834101 ttcattcagc tggacctggc ggcgcattaa ttgcatacgc cgcaattgga attatggttt
  2834161 actttttaat gacaagctta gccgaactcg cagcttacat gcctgttact ggatctttta
  2834221 gcacgtacgc aacaaaattt gttgatccat cacttggctt tgcacttgga tggaactatt
  2834281 ggtataactg ggcaattact atcgctgctg aactagcggc tgtaacatta attatgaaat
  2834341 tttggtttcc agatactcct tccctcattt ggagcggatt atgtttagct attattttcc
  2834401 ttttaaacta cttatctgtt aaaggatttg gtgaatctga atattggttc gcacttatta
  2834461 aagtagctac gattattatc tttttaattg tcgggtttat gatgattttc ggaattatgg
  2834521 gcggcgaaac tgttggattt aaaaacttca ctgttgcaga tgcaccattt aacggcggca
  2834581 tcatggcaat tatcggtgta tttatggcag ctggtttctc attccaaggt actgaattat
  2834641 taggtgtagc tgctggtgaa acatctgatc cagagcgtaa tattccaaaa gcaattcgtt
  2834701 cgatcttttg gcgtatcctt ttattctata tccttgcgat tctcgttatc ggtttattaa
  2834761 ttccttatac aactgaaagt cttgccgcaa gtgatgtaac agtaagtcca tttacactta
  2834821 tttttgaaaa agcgggcgtt gccttcgctg cttctgttat gaacgctgtt attttaacgg
  2834881 cagtactatc tgctggtaac tctggtatgt atgcatcaac tcgtatgctt tgggacttag
  2834941 ctcgccaagg gaaagcacca aagtttcttg gtaaattaga tagccgcggc gtacctgtta
  2835001 acgcattaat cgtaacatcg attgtcggta gtatcgcttt cattgcttct ttattcggtg
  2835061 acggtgttgt atacatttgg ttactaaatg catcaggaat gtctggcttt atcgcatggg
  2835121 ttggaatcgc aattagtcat taccgtttcc gcaaagcata tatcgcacaa ggaaaagatt
  2835181 taaatgactt accttataga gcaaaatggt tcccattcgg accaatcttc gcttttgcgc
  2835241 tttgcgtcat cgtaatttta ggtcaaaact acggcgcatt tatgggcgaa tcaatcgatt
  2835301 ggaacggcgt actcgtttct tacatcggtt taccactctt cttagtactt tggttaggat
  2835361 acaaatttac gaaaaaaaca aaagtcattc cacttgataa atgtgaacta aaataaagtg
  2835421 aaacgagcaa acaaatttgt ttgctcgttt tttattgcaa acctctttgc ttccctattg
  2835481 cccctgtttt tgcaataata aaggaaatat aaataaaggt tgggatacaa tgaacattcg
  2835541 tattactgat gaggcaaaag cagctataca tagattagaa cgtgaagata aaaaaatcat
  2835601 tcgtattaga gggacaatga caaactcttg tagtattttc gttgatgtcg atttaatttg
  2835661 ggatacatat gttgcagatg atgtggtata tgaagatgca gaccttatcg tacaaatgga
  2835721 tacatttacg aaagactaca ctggtgatac ggtgaagctt gattataaga cgacaggtta
  2835781 tagtattacg actccgagtg agactttagt ttatggattg tcgattaaaa aataaaactt
  2835841 gttttcaact gaccaatgag gtgaaaaaat gggtaaatat gttccgctaa aatttttgtt
  2835901 taacgaagaa ttagcagaaa aaatggctga ttctatttgt aaacacgatc ctactttctc
  2835961 taaaagaaac tttgtgtctt ccgtaacatg taaagttgaa aacttagagt taaagcagcg
  2836021 tattgaagta atggcagatg aattacacaa tgctttacaa aaagatttta atgaagcaat
  2836081 acatatatta ctgaaaacat taggcccagg aaatacaaca gaagtaggca tgtttacaaa
  2836141 cggatatatg cacatgccta tggcaaaata cgttgaaaaa tatgggctta acgattttga
  2836201 atcctctttc aacgccatgt atgaaataac aaaaaggaat actgctgaat atgccattcg
  2836261 gccttttctt gaaacatacc atgaagacac actaaacata ttacaaaagt ggattcatga
  2836321 taaaaacagc cacattagaa gattagtttc tgaaggtaca agaccaaggc ttccttgggc
  2836381 taaaaaaata ggagctctga aaggtgactt taagtacaat ttacagcttc ttgacccttt
  2836441 aatggatgat ccttctaaat atgttcaaaa atctgtagcc aatcatatta atgatattac
  2836501 gaaagaagat aaagaactcg tttttcaatg gttacagcaa ttacgtgata aacagcatcc
  2836561 agttaatcct tggattataa aacatgggtt aagaacggta ataaaaaatg atactttacc
  2836621 aaaagatttt tatttttgag tattttaaac aaaagtcctt atacttcaaa aatgaagtat
  2836681 aaagactttt tctctctcaa acattatcct tgccttaaaa tattttgaaa cattttcggc
  2836741 ttatttcttt caaaactttc tattaatcct tttccaaata tcgttatact cttctcccaa
  2836801 ggatgaccta aataccccca cttaaagtcc ttctgaataa aaaagtagta atctccattc
  2836861 ggaaatattg gtatgctcca ctcatcaaat tcatttcttt caaactttaa gtgaggattc
  2836921 acccaataac actcatgttg ccaatctagt gccattatat attcattcga tactgtattt
  2836981 tccttaaaca cttgtaacgc tttatcttcc aaatcgtcat acacatctaa atctaccaat
  2837041 tctccaaagt aatgagaaat attatatgta ataaaaggac ttggcacctt aaatgatgga
  2837101 aatgtagaaa cacttggtga aaactcaagt tcactatata acttgttcca aattcgatca
  2837161 tcctctttgt ctgtaaactc catccagttc ttcattaaac aacaccttcc catgtaagtt
  2837221 caaaggattt ttactctata atgccgaata tataaataac tattctcaca aggagcgaat
  2837281 ttatatgaat ctattcgagc acgaaacgta aaaccgcttc tctttcataa gaggtcctcc
  2837341 tttttctttt ttcatcatat cattcattga aaaataggag gacataatta tgaaacgtaa
  2837401 tctattattt ttaactttat tagaaagcgc aaatacacat tttagcggtt gggatttttc
  2837461 tttcatttca gaaacaggcc gaatgaagag cgagccttta tcatggtcgt acggtagcac
  2837521 tgctttccag cttatacaac acgcaaaatc aatgctagat atgggcactg gcggcggaga
  2837581 gtttttatct atgttacaac cattcccgcc aactatttat gcgactgagg gttatgctcc
  2837641 aaacttgcca attgctcgga agaaattaga gcctttagga gttacagtcg tcgaagtgat
  2837701 taatgatact gctttaccat ttccaaatgg tcagtttgat ttaatcatga atcaacatga
  2837761 atcatatgct gcctctgagg taaacagaat tctttctcct aatggaatgt tccttacaca
  2837821 acaagttggt ggtctcgatt gcgctgaact taatgaacag tttgacacac cactaaatag
  2837881 tgaatttgca agttggtcgc ttgaaactgc atgtcgtgag ttagaggaaa atggatttac
  2837941 tattttagaa gcaaaagaag cattcccttt ccaactcttt tatgatattg gcgctatcgt
  2838001 ctactactta aaagcaattc cgtggcaaat tcctgatttt actgtcgaaa gatattatga
  2838061 ggaattatat cgtatacatg aaattatctt acaaaaagga tattttgatg tgaagcaaca
  2838121 tcgctttatc attaaggcga ttcgtgacta acggaaaaga ggtggcaaag ccacctcctt
  2838181 ttttgttccg tttacatata ttctctactc tttcaccata agaaaagtta tatcatccca
  2838241 tttcctctct aattgtaaag tagtcttttc aatacttact cctgttaaca aatcataccc
  2838301 ttcaatctca gctaccaatt gtttcgtttt actctttgga ttcatatctt tatataagat
  2838361 gtataactta ttaccattca tatgcatata tgtaaccacc gtttttcatt gcatttgaat
  2838421 aggatacgag atagtccgct tgttgaatgt ttttaagttc tttatcactt ttagaacaag
  2838481 ctaccaaaag gaacattgta catataacga ttatggccaa taaattgtat ttctgaaaca
  2838541 tatcatcacc tcgcatatat aatgagagca atcaacatac aaatgctgat tgctctttga
  2838601 aatattttat taacttgagt atgagagagt tttttttaca tgccgtttgt tcacatcatc
  2838661 ttctgtcaaa catgaagttg tgtaattaat aatattcccg ttatcatatg tgaatatatg
  2838721 ctctaactta ttttcttctg ttaatactat tggtaagtat tttggtaaat tgctaactac
  2838781 acctctatta tccttattta atatccaatc aatttctttc cattctaata atccttcccc
  2838841 cgtacttact ggcgtgtcca tatgtacccc atctggcaga tcagcaagga atacatacat
  2838901 tccttcacgc ccctgagact cgtccttact tttaaaaacg acattccctt tatacgttac
  2838961 acttggaaga tctatgcctg tttcttcaaa cgtttctcta attattcctt catatggcgt
  2839021 ttcattatct tcaatttttc caccaacacc attccacatt cccatatttg gctttttatt
  2839081 tctattcaat aagagtattt atttcctttt ctaatgaaac aaattgtgta cttatacata
  2839141 cgtttctttc ctttcttttt cccctcatct aaaaatttaa acagcatttt gattagactt
  2839201 gctgcataaa aaaatactta ttatacaaac aactggtttt ttaatgaggt attttgctca
  2839261 tttttattca aaaacattct ccttacaatt atatttcaca taatatattg tacaactttc
  2839321 gtttcagaaa ggagtgttca aaatcgataa cataagcagc gaatttttaa aacaatttta
  2839381 cgatagtcga gtctggttat atgatacaca ttggcttgga gtccccattc tcaaacttcc
  2839441 ttctgatctt tttttgtatc aagaaatgat ttacgaatta aaacccgatt taattattga
  2839501 atgtggcact tgttatggtg gtagcgcact gtatttagct tccattttag atttaattgg
  2839561 aaaaggtcat gttcttacta ttgatatatt tccacaacca aatcgtccat cccatgatcg
  2839621 tattacgtat ttaacagctt cttctgtttc agtaaccgct gtgcaaacaa tattaagtat
  2839681 gcgcaaacct gatgatgtga ttttagttat tttagattct gatcatagta aagagcatgt
  2839741 agcaaaagaa ttgttgcttt ataaatctat cgttactaaa ggcagttata ttatagtaga
  2839801 agatacctct attaatggaa atcctgtttc tcctgattgg ggacctggcc caatggaagc
  2839861 tgttgaagag tttttagcta caaacaacaa tttcataatc gatgaatcta agcataagtt
  2839921 tttcatatcg tttaacccaa aaggtttttt aaagaagata aagtgaaacg ttaataagtg
  2839981 gggatagaga aacccccact tattctatga tcttcatttt tgaaaaagga taatatacaa
  2840041 attccacttt gcctattata ttatcttctt caatatatcc taaaccgttt cgactatctc
  2840101 tactaagttc acgattatct cccattacaa ataatttatt tggtgggatt tttgtctttt
  2840161 gaaagttata aaacacttgc gtattattga ataaatcttt atttgtatac ggttcttctt
  2840221 gttttttatc atttacatat acagatccat tcgttatgtt aattacgtca ccaggaagtc
  2840281 ctattactcg ttttacataa tatttcgatt catcctcttc ctttataatg acaatttctc
  2840341 catgctctaa atcggaaaaa tgtactgctg ctttatttac aaatacgtag tcttcttcat
  2840401 ataaagtcgg ttgcattgat ttcccttcca ctttacataa agtaaaagaa tgataagcta
  2840461 ctaccaaaac aaacacgaag agtatatatt tcccccaacc tcttttaatc tcctgtttca
  2840521 tatccattcc caccttattc aaacgctttt taaatcaaaa aatatatcac tgcaccatat
  2840581 atctccatgc agtgatacta tttttactgg gccttgttcg gcttctctac tgggactgga
  2840641 tttccacctg ctcttttcgc tttcaattca aaatacgcat ccaaaatctc tttaccaatc
  2840701 gcggaattaa ttcctgattt gtcatcattc acccatggta caacaactga aaaagctact
  2840761 tccggatcag catcatacgg cgcataaccg gcaagagtta aattataaca ttttttcgat
  2840821 tattgttttc atctcttcca atttcacttt ctccgccata cacagtttca gctgtccctg
  2840881 tttttccagc tggtttatac ggtaatcctt taaacgttgc agtacctgtt ccgtcattct
  2840941 cttgaaaaac tcttctaaat ccttctttta catgattaat gtatgaagtg ttcatatcca
  2841001 ctcgatttaa aataactggt tcaatagatc gaataacttt tccaacatcc tctggtctat
  2841061 gtggttgctc tctcacttct tgcacaattt gcggtttcat tcggtaacca ccgtttgcaa
  2841121 tggttgaaat atattgagca agttgaagcg gcgtatatgt atcgtactgt ccaatcgcat
  2841181 aatcaagtaa aaaaccaggt atgttatccg ttctacccat ttgaccaatc gattcattcg
  2841241 gcaagtcaat accagtcggt acacctaaac caaattgtct aaaatagtag cgcattttat
  2841301 taaatgtttc ttgtttaatg tctaatggat tgtttggcac ataatttata cctgccattt
  2841361 ttaatgctgt attaaacata tatacgtttg atgaaacttg taaagctctt aaatcatcaa
  2841421 tatcaccaaa gtctttccac gatttcttcg gcttagagct tcctttaaaa tacatgggtg
  2841481 catcaaagaa atgcgtatac ggcttaattg tgtcagtttg atagccggct aataatgtag
  2841541 cccctttcac agttgaccct aactcataag aacttgtcat cgtccctaaa gcatagtctt
  2841601 ctatttgcat cccgccatct ttatttacaa ttttctttcc tgccatcgat aaaatttgac
  2841661 cgtttttcgg attcatcatt acaacgaatg cacgatccat catcggctct gcagaatgaa
  2841721 atgctcgtaa attcttttca agacttccct ctactttttt ctgtaactcc atatccactg
  2841781 ttaacattaa attatttcca ctttttcctt cggttacttt ttctgtccgg ataatatttc
  2841841 ctgctttatc tgtaatgctt ctagactgtt ctttcgttcc atgtaatgcg tcttcatatt
  2841901 gcttttcgat gtaactctta ccaatgcggt catttcggtt ataatcacgc actaaataat
  2841961 aatctaattg ttcccttggc aatccttcat tttcagtaga aacgctacca agaatagaac
  2842021 gaagtatttt atcatttggg tattcacgtt cccagtctac tgtcgtatct actccgggca
  2842081 agcttgccaa tctttcactt acgactgcat attcattttg acttacatct tttttaacga
  2842141 tttgcggcgt cattttatat cccgcattca ttttgctttt aatagctagt acttctaggt
  2842201 cttcttttga aagttcgctt aattcttctt gtgtaattct ttccctacgt aactcttcca
  2842261 cttttttatc taattctttc ccttctatct cctgcttcct aaatttactc tcatcttctt
  2842321 tcgttacttt ttctgctgcc cgcttttcat ttaactgcat ccaaaaatcc tttttatctg
  2842381 tttctgttaa cttgtctata tcctctggcg acatttcaat taactgggct aactgtcttg
  2842441 ctacttgtaa aacttctttc gaatctactc ctttcatttt cgtatatgta acggttcgta
  2842501 gtggtttatt atttacaatc acctgacctt gtcgatcaaa cattttccct ctaggaacag
  2842561 gtgtacttac cgttacatct tcctttttgt tcacttcatt tctatacgtt tctccatcaa
  2842621 tgatttgtac tttacctaat tgaattataa tagctgaaaa taaaagaaag acgatataaa
  2842681 atagtacatt taaccgaaaa ggaatatgag tctttttctt tttcgattgt ttcttctgct
  2842741 cctttttctg tctcatttcg ctccctcgct tcattctatt aacatttcta catagaacca
  2842801 ttatgtatca aatttattta tatgatatat atagaatttt atattaatta taaaagaaat
  2842861 aaaagattta attttcagtt ttttaatttt atatcctatt tattaccatt cccttaatgc
  2842921 acaataacat gaatattatt ctaaaagaaa aatggtacaa atttattttt ataccattag
  2842981 tttacattta tttgtatact aaagaaataa attcataaaa gacattactt aaggagagaa
  2843041 cgaaaatgac agattcattt acaatacata ctaatgcgcc ccattgttta aactttatga
  2843101 tttatattca aaatatttat ctcaaccaaa aagagaaaaa aggaaattta cgttttcctt
  2843161 acatagcaaa acaattcaat ttctctacta actttgaagc aaatttcaaa gaattatggc
  2843221 attcacttcg caaacaaatt gctaatgaca aatatgattc gcaaattttt tatgatgaaa
  2843281 atcatatgtt ttatgagaag ctttttgata atcatttatg taatgaagaa ttattcaaag
  2843341 aattaatatg tagttttaaa atatggtgga gtagcatagc aggtcagctt tcattagagt
  2843401 ggtctgtaaa tgagtatagt acgcaacttt ataatgactt agttttatac ctaaggcagc
  2843461 agcaaataga acctttacaa cagctacata ttagcttact ttatgacgac tgtatattcg
  2843521 ttaaagaaaa catttcttcc tattctgcta ttttgccgac taaaaccttt tttataaatt
  2843581 atagagctgt ggttactaca ttatcgacct gttttcatgt tacttaatac agcgattacc
  2843641 caaataaaaa actgaggtgg atacctcagt tttttcgata atttatttta ttgaagataa
  2843701 cccttcaaca aactcaccaa tcttattttg aaaaacataa tcaaagttat attcctgtcc
  2843761 tgttaactct tcatttacta agatggttgt tgctcctact tccctctttg caatttgcgg
  2843821 gaatgaagcg acgggctgta cttttagtga cgttcccata acgataagca catctgtttc
  2843881 atataaacgt tttatcgcat tttgatattg cggcaatgta tctccgtata aaacaacgtc
  2843941 tggatttaaa atgaaattac acttctcgca gcgcggcact tcatgatcta tcatatactg
  2844001 caaatcatat cccattttac acttcggaca atgtgctgtt tgcagtgttc catgtaaatc
  2844061 aatgacatgt ttactaccac ctacttgatg taaaccgtca atattttgcg ttaaaatcgt
  2844121 aatatctttc ccttgttctt ctaattcagc taaaaagcga tggccacgat ttggcttata
  2844181 ttgatgaaac gtattaattt gaaatatttc tttataatgc ttccaaaatt ctttcggact
  2844241 tcggttatag taccctcttg ataagtacat ttccacattc gcatcagcat acaatccatt
  2844301 tgctgaacga aaatctggta taccactttc cgtacttgca ccagctcctg ttaatactgt
  2844361 aattttcttc gctttttcta aaattgtacg tacttcttca aattgttgca caaaaatcac
  2844421 ctctatgtat attgctatac ttattatacc agttgtttac aggaggtgtt gtacaattca
  2844481 ttctacttaa tgcgtcgtgc caccaacctc tacaatatcc acctcaacgg tcgtcgttac
  2844541 ctcaactgcc aactctatcc ctttacgaat agtagaaagt gacatactcg gttgccctgg
  2844601 ataattactc gcttgctctg gtaaaaacgg aatatgaata aatccgcctt tcatttttgt
  2844661 atcatgtttt tctaattcat gcatgagacc atagaataaa tgattacaaa cgaacgtacc
  2844721 tgctgtttgt gaaacggaag ccggtatacc ttcttcttga agttttttta caattgcttt
  2844781 catcggaagt gtagaccaat aagcagctgg tccttcttct acaaccggta catctaccgg
  2844841 ttggttccct tcattgtcag caattcttgc atcatcaata ttaattgcga cacgctctat
  2844901 cgtaatatct ggtctacccc cagcttgtcc aatgcatata ataaattccg gtgctagttc
  2844961 ttctatatac tcttttaata cgctgattga tttatgaaat acagtgggta cttgtttact
  2845021 aataatcttg tattctccga ttgttttttc atgcaaactt tttgcgactt cccaagctgg
  2845081 attgatactt tctccgccga acggatcaaa tcctgttaat aatactgttt tcatagtttt
  2845141 ctcctggttt aaaattctta taaaaaccta taaattgttg gcgaaccaag tcaaatgcca
  2845201 actaccgaaa aggaatctca cctttttcct gtccgtaagg gttgtgacct tttcattcac
  2845261 ctagtgtgaa agaatgacgg caggttcctg ttaggaacga tctgttcttg catactacca
  2845321 ttcatccaag tcagtagtat gcaagaggtt ataagaaata aaccagtacc ccccttctca
  2845381 tttaaatttt aaatactact tgttgattgt tcatataaac agttttgtga agaatgctcc
  2845441 acaatttcca attatgatat tctttccacg tttgaattgt ttgtaaccat tttttatata
  2845501 ctttttgcgt attcttttta ctttcttcca tggaagcaac aagaatacgc agttttgttg
  2845561 taatttggtt ttttaataat aatataattt cttgtggtaa ttgttcttgc aattctaatc
  2845621 cacgtcttgc gatcgtgaat gcggctgctt catgaacgct aataccgaaa tttttactgt
  2845681 attttaattt tccgatcaca cttgtataag cggggtttac tgttttaaca gaaaatccgt
  2845741 tacgaagagc catacgaatt aaactgttca acatcttttt atacgtaaat tgatggaaat
  2845801 tacgattact gtatttatca gtatcatgag attgttgaaa ctttaaatct tctaaaacaa
  2845861 ttccacctac attgttttcc aataaccttg ttttaatttg ttgtacgatt tgtccaatta
  2845921 tcgttgcgcg tttgtttgtt gaaaatgtat tcagattgtg tagataaaaa atttttgaac
  2845981 ctttaaaatt accttgtttt gtacataaac taactgcaat gcggtccgga tttacatcaa
  2846041 ttcctgcaat tacatctgat tgtggtgttt ccttgaaatc tagtacacga cctatttctg
  2846101 tttcatcaaa cgtaatattt atataaaatt cattttgttt acgaatgatt tctacactat
  2846161 atttttgatg ctctataatc ggttttcctt ttggatttac accgatttgc tttcccataa
  2846221 cgacatttgt aatttgatga taaaaacgat atggaatcat aatcggaact ttgattcgtg
  2846281 ggctttttgt ttttccattt gttcgtccta atggatttgc aatttctaac catccttgcc
  2846341 cacaatcatc aactgtaatg cgcatgttca aattcccttt tttactttta tctccgcgag
  2846401 aatataattg tcgtgtccgc aaatctttcc attcttgatt ggatatcttg tttttcattc
  2846461 tttcatagaa atttttccgc ccaccaaaaa taataggagg taatgtttta tttttaatat
  2846521 gttttgcata cgtttcaatt ctttgttcta atttttgttt tcgttttctt aagccaatta
  2846581 aacaagtttc taatgcaact tgtttaggtc ttttttgccg cgttcataat catctatttt
  2846641 ttgtaacgtc ttttctaact ttttttgatt gttttctagg taaacaggaa gaagttcttt
  2846701 ttgagagaaa aggatcgatt gcgcttgtaa aatcgcatct tcacaaaaac gtttatttaa
  2846761 caaatattta ggttgtagtt tttttatcaa ttctttctcg ttttcgccct caatcaaacg
  2846821 attaaaacta tatcgttttg cactttcgaa cgtacggatt aaagtaatta aatcttccgt
  2846881 ttgttctttt gtaatagaat tgattttaca agtacgtgtt gttttcatcc tttcccccct
  2846941 tttcatcacc tgaaaatatt ataggttgaa ttctgtaaaa tataaaacct gtaattgtaa
  2847001 atttttatag ttttttatag attctcattt actgttattc cctcctaatt agaaacgata
  2847061 tacaaggccg tacataataa acatattaat aatgaaaatg gaaagagcaa ttggtacctg
  2847121 tgctttaata acggcatttt tatctttcag ttctaaaagc attgccggaa cgatattaaa
  2847181 gtttgctgcc attggcgtaa gtagcgttcc gcaatatccc gcaaacatac caagagctgc
  2847241 cataatcgct gggtttccgc cgtgcatttg cacaattaaa ggtaaaccaa ttccgccagt
  2847301 aataacggca aacgctgcga aagcatttcc cattacgact gtgaaaagca tcattcctaa
  2847361 acaatacgcc ataacagcaa cgaacggata ctctgtcggt aacacttgtc caactaaatc
  2847421 agaaacgact tgcccaacgc cagatttcgc gaaaatacca ccaagtgctg ctaacatttg
  2847481 tggtaaaata acagcccagc cgacagcttg taatagtctg cttccttctt gtacaggcgt
  2847541 tgttattttc gattttgtaa tacgcattgc cgcaacgaat gcaagtaatg ctcctaatgc
  2847601 taatgctact agcgttactt tatctggatc aacaagagaa acatttcccc atttgatttt
  2847661 tcctaacgtt aacgtaccga taattgtaaa aataggtatt aaaagtgcag gcataaaaat
  2847721 tttatttttt aatttctccg catgtttcac acgttcttgt actggtgctt ctttctcctg
  2847781 agattttgtt actttattca ttgacgctaa cacaaccata gcgagtacta tacagccaac
  2847841 gtaaaacgaa ggaattacat ttccgaataa aaatgtaacg gcaaacaatg cccaaaatag
  2847901 actagaacca aatcgatttg gatgctcacg atcaaacgcg atacgaacag cgataaaggc
  2847961 aacaattata cctaatacgt aatagattgt atccattgtg atgatgttca ttttatattg
  2848021 cctccttctc ttcttttact tttgatgtca tcgtttttgc tatatattta tcaaaccttc
  2848081 taaatctaat ccagcttaca atgagtgcag atattgcagt tggaataccc caaagcgcca
  2848141 tatcccatac accgacatgc atacctactg aatcgaagaa tcctttcatt aataaaatgg
  2848201 caccagttgc gataaaaatg tcttctccga aaaaccaagc tgtattttcc gcagcggctg
  2848261 cattcgcttt aatcttttct cttaactttt caggaagctt accgtattta ccttgcgcag
  2848321 ccccttctgc catcggtgca acgagcggtc ttactgtttg tgcatgacca ccaatattaa
  2848381 gacctagtgc tgctgatgat tctcttatcg taaaatatga cattaatact cttccagttg
  2848441 ttgcaccttt tgatttcgtt ataagtgctt ctgctctttc ttttaaaccg taacgctcta
  2848501 aaattccgat taccggtaaa gttagtatga taggcataga catatatcta ttttctatga
  2848561 aaaatttacc gaacatgcta atgacatcat aaaagcttaa tcctgaaacc atccccgtaa
  2848621 caatacctgc aaccataacg actaatagtg tatttaatct aaataaaaag cccactgcaa
  2848681 ctagtaatat cccgattaat ttcaccaatt ccaacacttc ccctcatttt tttatttcgg
  2848741 tgcacatata gaaattttat tatgttcgaa tgttctgtat atttttctcg caaattgtac
  2848801 tgctttttct ccatcaccat gtaaacagat tgtctgcgcc tgaactgcta ctttctcacc
  2848861 attcaccgaa tttacatagc cttctttcac catttgaagc acttgtttta tcgcttcatc
  2848921 ttcatttttt ataagcgcat tttcttccgt acgactcgtt aaggttccat cttccttata
  2848981 cgtacgatct gcaaaagctt cttgtacgag agttatattg tatttttccg cagcctgtat
  2849041 aaacgcctcg ctatttgcta atccgtaaag tgatagactt gaattcatat gataaattgc
  2849101 ctttgcgatt gcatctgcaa tttccggatt agttgccgcc atattatata gggctccgtg
  2849161 cggtttcaca tgctgcatct tcccaccagc tgcttttaca aaagcgtcta atgcaccaat
  2849221 ttgatataaa acataatcgt atacttcatt tgctgaaacg ttcatgtttc ttctaccaaa
  2849281 tccaattaaa tcaggaaatc ctgggtgtgc ccctatcgct acattatgct gcattgcctt
  2849341 ttcaaccgtt tgccgcataa cggacggatc acccgcatga aaaccacatg caacgtttat
  2849401 agaggaaacg aacggaagaa tttcatcatc attccccatt ttataagcgc caaaactttc
  2849461 tcctaaatta caattcaaat caattgtagt catgatattt ccctcctgca ctcagcttcg
  2849521 taaagcgatg aactttttta atagattcta tttacttctt tttctatgta caattgttcc
  2849581 gcttcttcaa gcgtaatatt ctcaaacgat acatagtccc ctggttttaa ctgggcaaga
  2849641 agaggtaaat ctactgaaat gatatttccc attctcggat aaccacctgt cgtttgccta
  2849701 tctgccatta atataatcgg ctgtccgcca tttggaattt gaatggttcc atatgtaact
  2849761 ggactcgata aaatctcttt ttcaacggct ctatttaaaa ttcctccttc aaccctataa
  2849821 cccatacggt cagcgtaatt agatacttta tactctttcg taaaaaatgc ctttttgctt
  2849881 tcttctgtaa attgatcata ttcaaaacca gttatgacgc gaagtttagg atacttctta
  2849941 tattttggta gtacgctact gctaattgcc cattttgttt ttatgcgctc acccttttgt
  2850001 aagtcttgca tgaaaggatg agccatttct gatctttccc caagttgaaa atagtctcct
  2850061 tttttcagca ttctcccttc cataccacca atcgcagcac gtatgtaagt acttttgctt
  2850121 cccatcgtac gatcaatata gataccacct gcaaaagtca catacgctct acaacccgtt
  2850181 ttcacttttc caaagcaaag catgctacct tcttccgcta aaatgggccg ccataatgga
  2850241 atacgctcac catttagtaa cggttccata tccgcaccgc caattgcgag taacgtcgtt
  2850301 ttctttatta acaatttcgg tcccataatc gtcatttcga gtcccgcttc attttcttca
  2850361 ttaccaacta acatattgat catccgaagt gcactttgat ccatagcccc gccaacgggt
  2850421 acgccgtatt gttgataatg agatcgtcct aaatcttgga ctattgtaaa catacctgca
  2850481 tgcaaaactt ctacatccat tctttagccc cctcaagtga tacgtactct tccttcgtta
  2850541 ttgggataaa tcgtaaatac ataccgcttt gaataaaggt cggtgtttct tcttccggat
  2850601 taaataagga gattggtgtt cggccaataa tattccatcc acccggtgtt tcaagcggat
  2850661 aaatacctgt ttgatttccg ccaatcccta ccgaaccagg agagatttgt aaccgcggta
  2850721 tttcttttct aggtgtttct agttcttttg atagtcctcc taaatacggg aaccctggtg
  2850781 taaagcctaa catatataca aaatacgttg tttcactatg tatgcgaatg acatcttcta
  2850841 cttgtaaacc gtgataatgc gccacctctt ctaaatcagg tccatattct cccccgtaac
  2850901 aaacgggtat agaaatatgt ttcacatctc gtttcagctc ttccttatac gtatctaaca
  2850961 ttctagctat gtattggcat acgtaatcat acggtcttat ctttctatca tttcccttcc
  2851021 atacttcata caaattatag taaacggcca atgaagtaaa tgacggaacg cattcgatca
  2851081 ttcctgtaaa cggatgttgc tgcaacactt gaaataatcg ttgtactttt tcatatacat
  2851141 ccatcccgat ttcctcacca aatgtaacaa taattgcttg atcccctaac gcagaaaatt
  2851201 tcatcctact ccctctttct atgccaaaaa gccgagttct ttcgaaatgc gatgtgctgt
  2851261 ctctttcacc ttagcgataa aatatggaat gttactttcg ctgtactcaa ttgctaatcc
  2851321 tgaaatacta atgcctgcta caaccgttcc atcatttgcg aaaatgggcg ctgctatagc
  2851381 tgctgtatga ttttctaact ccgagtagct aattgtatgt ccttcctttt tcgccatttg
  2851441 taacacttct agcaattgtt tcttatctac gattgttcca tctgcaaact gtttgaaatc
  2851501 cgtttcctct acgtacttct gtttctcttc ctcggtaaaa tacgatagta aaattctcgg
  2851561 acatgcacca gcataaagtg gctctcttct tccaaccgcc gtatatacac gtacaggctg
  2851621 aacaccttcc atcttttcca cataaatcgc gtcattacca tcttgaataa ttaaattaac
  2851681 tgcctgccct aaattatctc taagctcttt catatatgga atcgcaatat ttcttactga
  2851741 taatctttgc gaaacaagtt gaccaaaccg taaaaaaacg actcctagac gatatttccc
  2851801 cttttcgttt ttttgtaaaa actccatttc ttctaacgag ccaattaaac gataaacaga
  2851861 tgttttcggc atacttgtaa gctgaaccat ctctgttaaa ctgagttctt catgctcata
  2851921 aaacaactct aaaatatcca ttgtcttaac tgccgtttta tttatactca ttctatctcc
  2851981 ttcttgttcc gaatttcgga acttaaattc cattttccga aacaaacata taatttaaaa
  2852041 ttataaaata ttctatcaat tctatcaata tatttttcag ctacttaacc tttatgtaga
  2852101 gtgaatacaa aataaattct agaaataatg atggttctct ttcaaaagct caagttatag
  2852161 caaaaccaaa cgtttaaata aatgggcata aaaaaagtat ggaagaatat ttctcccata
  2852221 cttctttctt tatagcgctc ttacttgttt caacggccag aaaacagctt gtccttttcc
  2852281 gacaatttca tcttctgaaa taaatccaaa catacgaccg tctttagaaa cttcacgatt
  2852341 atcacctaat acaaacactt ggccttctgg cactttcgtt tttcctgtaa tttgttctaa
  2852401 cgtaaagtct ggagttaata cacgacctgc tgctttttct ttaaactctt ttaaatatgg
  2852461 ttcttccatc gctttgccgt ttacatataa aacatcattt ttatactcaa ctgtatcgcc
  2852521 tggtaaacca attactcgtt ttactaaatc atatccttct tttccatgga aaacgataat
  2852581 atcaaagcgt tctaatccac ttatactata accaatctta ttgacgagaa ctcgttcgtt
  2852641 attttctaaa gtcggcatca tcgattcgcc ttgtactaat gacggtgtaa ataaaacacc
  2852701 gcgaataatt gcgattaata caagggtaaa tcctatcgtt ttcgcccatg agaataattc
  2852761 tttcttcgta ttttccttca tcgtttctcc tctttcttaa ttgtttattg tatgatttga
  2852821 actaattctt gtactaaatt aagatcaatt tcagcaaaac atgatttccc ttctcttacc
  2852881 gctgtaccga catgagcttg cgaaattcca gtttcattta gcaattgctt tatattttct
  2852941 ttcgttacac cagctccaac aacaagctga atttgaccat cgcttatctt ttgcatatct
  2853001 gtaagcaccg gaatattatc aactatattc ccttgtccac ctgaagttaa aacgtgagtc
  2853061 actttatgaa acttctttaa cgttctcatc gcttctactg gattttctat gtcatctatt
  2853121 gcacggtgat atgtgacatt tatcccatct accacagata ataaatccgc tagtttctct
  2853181 tcagccactt catttctttc atttaataca cctaatacaa caccagctac tcctaatttc
  2853241 tgagcaacta caatatcttc tttcatcatt tcaatttctt cttccgtata tgtaaaagac
  2853301 ttcgcatgcg gacgaatcat aacatgaatc ggtatttgta ctgcttctac cgcttttttt
  2853361 ataaatgcat aactcggcgt taaaccgcct tctgtataag atgaaattaa ttcaattcgc
  2853421 ttcccgccag ctcgttcaat tcgtttcaca tcttctaaac atgttgcaat aacctctaac
  2853481 atgagatgac ctcttttcgt gcttttttct tattatacag taggtgaaat aagaagcata
  2853541 gtattctcct ataaaacgat aaaaagaaga atgaaaagaa agattttttc atttgataac
  2853601 atttacttta cgctcattcg tttcctctcc agaaccaggg ccgtattatt tatccgctta
  2853661 taatgcagat ggatctgaaa gtagtatgag acttctggta cagcctgaat aataggaaaa
  2853721 aggagtaacc tctagaactt catactaggt gtcactcctt tttattttat aaaaatacta
  2853781 ggtttcccct atatatttag ttatttttct taaccacttc attataatag tggctaaagg
  2853841 cttctactaa tgcgtcaacg gaagcataca gttcttctgg tgtattatct acccctccca
  2853901 tttcaataag taatgcattt ggagaaaggt cttgattata tactccgttc ccgcttttac
  2853961 gatctttaat aaaaattcct cggcttaaac cgtaatactt ctcgtctaaa tatgaattta
  2854021 ttgccgttac tattttttta tttttttcaa agctaggatt ctctcgtcct aaaataaaat
  2854081 agagcctcgc ataattcttt ccgttaatat ttttggttgt aatatttttt cttgcatcat
  2854141 ctctatgaag gtccattgga aacataatat ttttatcttg tgctaatttt tcttgtaata
  2854201 tttgacgaga tcctttgtaa gattgggccc agtttaaatt tttatttcgc agaaagtccc
  2854261 tcatatttgt cgtatcatgt gaaacgccta ttcctttttc ttctaacttt tgttttaaat
  2854321 agtttccgac aaacgtaata ttcacttcat tatttgtact agaggcatca tcaggtttag
  2854381 tagcacctgg aatgagagga ataaacgact cccaactatg tgtatgataa ataaaaactt
  2854441 tattttcgcc gttattttgt atatttgaat tgttttcttt ctcacttttt ggatgtttaa
  2854501 cagcagtacc tttatcttga atattctcta aaggaatgct ggattcttca ggaatgttcg
  2854561 tataatctgt tccttccccg gcaattaata tttccgaata aaattgattc atatttggaa
  2854621 gttctcgggt taataagctt cgaaggtcat ttacattaat atttgtagaa agtgaaagta
  2854681 aaaaagattc caaagacgct cgtccttttt ctctatgaaa ttcttctgca aaataacgat
  2854741 tttcactgcc tatcatatac ataaggcctt tagtagaatt cgttcctagt aattggttaa
  2854801 tataataaga tttaaatacg ttcgaattac tagaaatgaa gaatgaagtg agaatacata
  2854861 taattgtgaa taaaagacat atcatgacat actttatatt aaatactttc agtttcactt
  2854921 tattcatttt atatctccct tcatttacta tattcttacg cataattttt aagtaatatg
  2854981 attaataatt taatagaact tcctcaacta ctatgttttc atttcacctt ttcccataaa
  2855041 gcgattgagg tgaattttgc cgtgtgcaaa tatcatctaa gattttttaa aaaattaaat
  2855101 aacctgagtc tatataacta tagactcagg ttatttaatt tcttcatttt ccatgtcaat
  2855161 gcctaattgg tctttcaata acttcatacc ttttcttgta agatggacag cccgattctt
  2855221 atccgtcttt gtaatccatt cctgttcaaa aaatagtttt gctattgcag atcctaacca
  2855281 accagaaata tggtagcgtc tttcactcca atcaagacaa ggttttgcaa atactctcct
  2855341 ttttatattt gccttttcaa tatttattcc aaaattcaga aaccatttct taccttgttc
  2855401 cgttacaata tattctcctt cctctaaaat gataaatttc ctatgtagta atttttcagc
  2855461 tatctctaca ccaagtttgc ctgcaagatg atcatagcaa gttcgagcat aacgaacttg
  2855521 ttttagttga tccgattgtt ttaaagaacg aacttggact gttggtgcga ttgttcctaa
  2855581 cttttcaagc acttctgcta cctcttgatt agcaagtcga tagtaacgat gtctaccatg
  2855641 ttgttcaact ttaagtagat tcccctctac taatttagaa agatgagaac taattgttgg
  2855701 atgtgacact cttgccatat aagccaattc actagcaggt agtgcttgat tattcattaa
  2855761 acaatctaag atgattgctc ttgtaggttc agcaattagt ttagcaatat atgagatatt
  2855821 cggatataca ttcatatttc gatgataccc taactattaa attgatacaa ttattttaaa
  2855881 tttaatagta aaggagaatg tattatgaat gcaattgatc ttagtatatt aaatttaaaa
  2855941 gaaacgagaa ggcgctcaga aaaattatgg aattctcttc ccgataattt tcttaattgg
  2856001 aagcctgatg atgaggctat gtcctttggt gaaatgattc gtcacgtatg gagttcaact
  2856061 ttttactatc atatgatttt aaaaaacaac ggctcaataa acgacataca tttcccgtat
  2856121 gatgacgagc caattacttg tgttaaaaaa gagattgaat tagcacaatc atgttttgtc
  2856181 gatttcatag aatatgttca atcaataagc atagcagagc tagattcaag acttattgat
  2856241 cgaagcgatg ttggctatca acgatattta ggcgatatgc tattacgaat tgcctatcat
  2856301 gatgcggtcc atgcaggtca atttttacaa tatttacgaa tggtagattt ggaaagacca
  2856361 ttgatttggg attaaattca gtaattattt acaaagtttc caaactggca ttgcgataag
  2856421 aatttttcaa caagaaacaa tcacaaaacc atgataacca tttatattaa aaacctacat
  2856481 ctcaacttgg tacgttcctg cacataaaaa gcacgcgttc gattactaat caaacacgtg
  2856541 ctttcaaaat aactatattt cacttaaata ataaagttca agttaaaaaa actacgatcg
  2856601 aaacgccgca tccgccaaca tagatagtgt tgcatcatcc atcggcggat tgtgtagtcc
  2856661 tgccctaacg tttaaataat aacgatgaag cggatttttt tctgataaac tttttgctcc
  2856721 tacgatgcgc attgatttat ccactatgga tatcgccgca tttgttacgg cgtatttcac
  2856781 tgccgctaat tctgcttgca gtgacagttt atcttctgcc tcatcatatt ttttcgcaat
  2856841 ttgatataaa aagacgcgag cttgcataag ctcgagttct aattctccaa ctaatcttct
  2856901 aacattcggt aataaactaa tagaatggtt taaactattc ggcttgtatg atcccgcaaa
  2856961 ttgaactgca taatttcttg ctgattgtgc aattcctaaa taacatgctg gtatatgtag
  2857021 caaccagcca ataccctttt gtttcacttt cccgcctttc acatccgtaa aaaagcggtt
  2857081 ttctatctct acattttgta agacaaggtc gtggctagca gtccctcgca tcgcaacgct
  2857141 atcccacgtt tcttcaatgg atacaccgag tgtatttctt ggaataacaa actcaccaac
  2857201 ttcttcacgg ccttccatac tcgctgaaat aataaaataa tcaagtactg gcgccatcgt
  2857261 tgtaaaagtt tttcttccat ttataatcca cttctcacct tgttgaaccg ctattgtttc
  2857321 tggttttcca ccacgcgtcg gactccctgt tttcggttct gttgctgctc ggttaaagag
  2857381 cgcaccgcta cgcacttctt cgcaaaacca tttgaacatc tcatcattcc aagagcgatt
  2857441 ttccgctagt tctttcacaa tgccaagatg ccagccaatc gataatgcag tagccccgca
  2857501 gccttccgca attttctctt gaaatagaac gaagtcatat aaagaaatcg cactaccacc
  2857561 aaattccttc ggcaacgtta atttcgtata tccgatatct ttcaaatcat ttatattttc
  2857621 atacggaaat gatcctaatt cacttagttg atgctccctt tccatgaact tcggaatcaa
  2857681 tttatttatt tgttcaataa tgaaagattg tttttctgtt tcaacaaatg agagtgccat
  2857741 actataatct cctttatgct cgattcttaa accgttcatt ttgtcattat gattatatga
  2857801 agctacctct ccattgtttc actattccga taaaaataca atgtttttga ctaataagaa
  2857861 aaattcctat tgaaagatag gttctttcct tattagtctc ccttcaatgc ctttaatggc
  2857921 aacgaagtta catatccaat atacgagaat aattctttaa agaagaatgg tatttctgta
  2857981 tctaacgttt tatatgctga tgtcggcgtt ggtgaagcat atgcttcaat attaatatgt
  2858041 tttgcgattc tcattgcgcg tttcatatga agtggatcac ttacaatcgt gtatgtctgt
  2858101 attccgttct caattccaac ttgcttcgca ttttttaaat tttcttcagt gaaaagagat
  2858161 tttgtttcaa ttaaaatatc ttcctctttt acaccctgtt tcattgcata tactcttgca
  2858221 gtacgtgctt cctcaagttc tgcctcgaac tttgtaccac ctgtaaaaat aatcttttta
  2858281 atatttccgt tcttatataa agaaatcgca tgattaattc tttctttaaa tacaggagat
  2858341 ggttttccgt tccatgaagc tgctcctagt acgataccag catccgtttt cacgtcatca
  2858401 tttgctttaa aacgataact ccaaatatcg taagctgcat aacttacata taaaatagca
  2858461 gaacaaatca ttagtaaaaa tacttgaaag attcgtcttt tcttactctt cttattttct
  2858521 ttcatttgta attgcctccg tacatcatcc atacttctat aaaaaaacat ttatatcaaa
  2858581 tcgttttgtt tgagtttgtt taaaagaagg aactttactt tttatttatg tataaaaggg
  2858641 ttttcattta aaattgagga ttatcaattc attttcattt gcggttttca ttacatgttt
  2858701 taaattcata agtttattac catacaacta cattgtaacg aattttttct cagaagggaa
  2858761 cgatgaaaca aaaggaatta aaataaagta gcattttgta agaaaaaagg tatatttttc
  2858821 atgcatcacg aacaatatac ctttcaaaac acgaattata gcttttcttt atacaactct
  2858881 aacttttcta acaattgttc ttttacgcct ggccattcac tcgaaataat actatacacc
  2858941 actgcatctc tcacatatcc gtttggcaat tttctttcat ttctaagcac gccctctttt
  2859001 actgcaccta acctttcaat tgctcgttgt gctttttcat ttcttgcatc tgtcttaatt
  2859061 tgtaccctga gcatatgcag tttttcaaaa gcatactgga gaagcatata cttacactct
  2859121 gtattgatac tcgtacgctg gacacttgga tgataccacg tttgtcccaa ctcgactgtt
  2859181 ttatcttcta ctgaaatatt atatagacgt gtacttccta caatcgtatt cgtctgttga
  2859241 tccactacaa cgaaaggtat ttgcgtacct tttccataac cttgtatcgc tttttgaacg
  2859301 tactgctgca tatcttgcac actatccatt ttagagatta aatacgccca aatttcccga
  2859361 tttccttcta caatcgaaaa caaagtttcg acatcattac catccattaa ccgtagcttt
  2859421 gctctttcgt gaatgatttc catttgtaag cccccttttt tcttactata tcacagaaat
  2859481 aaacatttaa ttatatagat gttaaaacat taaaactaac ttttaaatgt acttaaaatt
  2859541 caagttttaa taccttctta cataataatc cgtaaaagcc tgtaacaaat accgtgtcca
  2859601 tcccattata tcaagctaca tttatattgg tttcatttca tgtaagtttt ttctttttct
  2859661 aaagatctat atacgttctt taaaaatttg cacaccaaaa atactattat ttctacaaaa
  2859721 gattattttt tcatttatga atcaagtttt tagtttgata gaatggataa ttatggataa
  2859781 aaacccaaaa atactatata ataataaagt gaaagtttta cagttaattc atatggggaa
  2859841 atgggaggat ataaaaatgc tagatcaaat tacttgggga acgccaggca gcttattatg
  2859901 cttaggattc ttttttgcag gattaggaat tttcttaaga agtattacgt catatacaaa
  2859961 aaacaaataa aacatcaaaa aggtttaagt tttcacctga aaatataaac ctttttcgtt
  2860021 ttagggtatt tacttaataa aaataacaaa agaagccttc cttttacaga aggcttcttt
  2860081 tgttatagct ttatcttttt aaagctttaa agtaacaaat aagcaatcgg cgtaataata
  2860141 agtaacgtta aaatcgttct ttgtacgtaa agaataataa gttccgatac ttttaacgga
  2860201 atatctgtcg ataaaataca aggaatagaa gctgagaaaa acaatataga tgataccgaa
  2860261 accaccgcaa taacaaactt tgtcacaagt ggtgcactta caactaacaa tgatggtaaa
  2860321 aacatttccg caataccaac ggatgctgct ttagcagcta agcctgcttc tggtaattgt
  2860381 aaaacccatg taaaaggata gaaaatatag ctgatccaat caaatattgg cgtgaatttc
  2860441 gctaagacga taccaattaa acctactgac ataatagatg gtaaaattcc cattgtcata
  2860501 ataaatccat cttttaaatt caccgcgata tttttcataa tacccggtgc agactttgat
  2860561 acttctaacg catcttccca agcgcgttct agcattttct ctttataaac aggctctggg
  2860621 aatccttctt ctgttacata tgtatctggt tttctactaa gtggcgggat tcttacggtg
  2860681 atagcagtta cgatgaatgt tacaacgaga gtagtccaaa aataaacatt ccataaatgc
  2860741 ataatgtcta atgtttttgc gatgataatc ataaatgtag cggatactgt agaaaaacct
  2860801 gtagcgataa tagcagcttc ttttgttgta tactttcctt ctttataaac acgattcgta
  2860861 attaataagg ctaaggaata actcccaacg aaggaagcaa ccgcatcgat tgctgaccgt
  2860921 cccggtgttt tccataatgg tctcataatg ggtctacaaa acgtaccgat aaattctagt
  2860981 aatccgtacc cgactaataa agctaaaaaa gccgagccaa ttggaacgag taaacttacc
  2861041 gatattacta atttttcata caaaaacggc ccaacgtctg gcgcaaagaa ccaagctggt
  2861101 cctactttca aacaatatag tacgccaaaa acgacgccga ctacttttaa aatagaaaaa
  2861161 caaatgtcta cgagggatac attccatttt ttcgtataaa acggataaat cgcacccatt
  2861221 atcataacaa gtagtgcgta ataaggtacg acgctcggaa ccgaagtccg aatccatgat
  2861281 acgatatgat caatcataat ggacgaagca ccgtttatcg taactggtac gaaaaacata
  2861341 aacaccccaa cgagactagc gagtataaac cgaagaataa tcctcttctc actccctgtc
  2861401 ttgattacat tcctttttaa ttcaatttca ctcaaaattc gacacctcct atttatctaa
  2861461 atattctgta taatcatgtc agattcctcc ttttgatttc taatatttaa tcatatgaaa
  2861521 aagcctattt taaaataggc tttttctatt acctcccata atcattcaca attacttgaa
  2861581 tgacacgata cgattcttct gccactatct tattactaat cttattcgca tcatacgtaa
  2861641 ttaacgcctt ccaaagtgcc catcctctcg ctctattcca cgtttcttca tctatttgca
  2861701 gcacttcttt aaatatcttt ctactacttt tatcaaaaaa tgtccatgac atcgctgcat
  2861761 cacaagccgg atcccctact cctaaaatac caaaatcaat gacggcacaa agctttccat
  2861821 ccttaacgag taagttccct ggtgcaacat ctccatgaat ccaaactggc ttgcgcctcc
  2861881 atgttgactg aagtgctaaa tcccaaagat gctttaatac tgtttcatca aaaacgtcct
  2861941 tattattttc gatagcatct ctcgcctctt catcatatac agatataagc ccgcctcggt
  2862001 aaaaattatg cgctccagct atcggtcctt tgctcgcatc aatggattgc aattccacta
  2862061 aaaatgatcc taagtgtgcc gcaaattcac ttaagtcacg aacattttgt ttcgtaactg
  2862121 tttctccctc tatccactta ttaatagacc aaggccatgg atacgcttca gacggatttc
  2862181 ctttcgcaat tggtgtagaa atcggtaaag aaagctcctt acttaatata ggtaaccact
  2862241 tgttttcttt ctctacttgc ggtgtatatg ccgcatcact tggcaatctt acactcatct
  2862301 tatcacctaa ttgaaatgtc ctgttatcat gcccactaaa ctttacaggt ttcacctcta
  2862361 aatgtgccca ttcaggaaac tgttccctta ttaacctttt aactaaaccc gtatcaattt
  2862421 gattcattca ctatcccctt ttcttttgaa acttactaag tccatctgta ctgccaacat
  2862481 aatcaaaacc atttttctta taaaaatcat tcaacgtacg attatgtcca acgcaatcca
  2862541 acttcaaaaa ctctttgtca tgttgtacat tctcttctat ccactgtaaa atccattctc
  2862601 ctattccgtt acctttatac ttccgtttta ccgcaaatct atgaatatat aatgaattag
  2862661 aaacttcctc tttaccaaaa atatgttcat cccattcatt ttgtttagga gatactgtaa
  2862721 ctgtaccgat aatttcatct tctttcgtaa tcacatatgt atatttctct cttatacctt
  2862781 ctagtatttc atccgtagcc tctcctccta aaaggtactg ccactggtcc acttctttat
  2862841 gttgtagcca ttgtgctact tcttttaata gtgtgataat actatcgctt tcctcttccg
  2862901 tagcagttcg aattatatat tctttaattg tagttctctc catattcctg ttctcctttc
  2862961 atatccttac ttcttttact aattttcgtt ttgtacatta tataccaaaa tgaaccacta
  2863021 cactttcaag atatctattt tacagcttgt attcaaaaaa accgtctcac tactagtgaa
  2863081 acggttttaa ttccttaaac actcacttca ttttcacaaa gtaatataaa aaccacaccg
  2863141 catgattttg ttcatcggca gctattctac gcagtaactc tttcaaatgt gtatctgatg
  2863201 tctcatctgc aatttccaaa taaaaatcca ctgtcttctg ttcatcttgt atggcgaatt
  2863261 ctaatccttg taagtacgta ttcgaacatt cttctgtaat ttgtggtttt ggctgctgac
  2863321 cagttaaatt tgtatagatc tgtacaaact gatgaaaatg ctttatttca tcattacgaa
  2863381 tttcaagaat ttgatttcgt tctaccgtat ttggagccat gttagctaat ttcgcgtaac
  2863441 aatttatagc actaaactct ccgttaattg ctttctcaat atcacgaatc agcttatcat
  2863501 tttgcctata ccaatcataa taattcgaac tatacatcat atcccctcca ttatttcaca
  2863561 taacacttta tgcaatttga aatagtagga gcatgtatac aaaatgaacc acaaataaga
  2863621 actcttcatc tccctataga ctaataatca tttcaccaca aaaagaacgc ttcactacga
  2863681 gtgaagcgtt ctttttttct aagcgtttaa ttctgtttta ttttccttta ttgcactacg
  2863741 tttgaaagca gttactaaaa taataaccat acttaccgca ccaatccaca caagcacagt
  2863801 aaggggtgta ctccagctta atccatttcc aaagaagaat atttctctaa gtccttcaat
  2863861 cataaatcgc attggtaacc atgaataaac ccaatcttga taaaatggag acaacatttc
  2863921 aggtgctaat gataataacg gtgccccgaa aaatagtaat aaagcgaata aaccgattcc
  2863981 ttttagtcca actaatgaaa gtaccgccga tatcattaag aagaaactaa aggatgtaat
  2864041 agataaaaac agtgccgtat cagtgaaatt tgaaatattt agtcctacca ttccatctgc
  2864101 aatccatgta agaccgaacc caataacaag tgcggcaatt gcgcctgtta caatttgctt
  2864161 tagctttaat acaaagtttt cgtttcttgt acgaatcggc attttactta tcgcaataaa
  2864221 gataatcgct gcactcgcta aacttgcaat ccataatggt tggaataaag aaattggtga
  2864281 attaccgttc gcactatttt tgccgatttc atttacattt gtcactttct ttgtaatagg
  2864341 tgttactaat ttcgcagctt ggtctgttgt taaagtagcc ccttttgctt tcagtccttc
  2864401 taatatttgt ttacgaacat tgttgttcat attatcaact acactattta atatttgtcc
  2864461 tgccatagtt gatgccgctg tattcattcc ttgatttatg aatatttcta cttctggcga
  2864521 agatgactgt ggtgttcgta atgatgcttg ttttgtacta aagtctttcg gaatgactaa
  2864581 tgctgcataa tactcttgtt tatttaaacc tttttgtacg gattccttat tttttacttc
  2864641 tacccacttt atcgcaggtt ctttctctga ttttgatgtc tttttcatat tatcaacgat
  2864701 tgtttgcccc atgttcattt tcggttgatt tggaatttct actccttgat cctcatttac
  2864761 aattgcgatt ggcaaatttt tcggattagg ttgaacggtt ggaaataatg ttaatgaaaa
  2864821 aataaaaaca acaagtagtg caacaactgg tgataaccat aaaagtttat ttttaaacat
  2864881 tttcttttct cctccttaca tttgatttat aataaccaac aacgtgttgt ttatttatat
  2864941 tttgaattat atgttcgagt tgaaccttat acaataatca aaaatcgtga atgtgtcggt
  2865001 tataagacac attcttaaaa tgtgttggct aaaatgaagg aggaacatgc tttgcgcaat
  2865061 agtaatttag atttacgtgt tgttcgtacg aaaactgcca tacgaaatgc attggtggaa
  2865121 ttaattgaag aaaaaggttt tgacgccatt acagtgaaag atattacaac gaaagcaaac
  2865181 attaatcgcg gtactttcta tgcgcactat caagataaat ttgatttaat gacaaaatgc
  2865241 caagaagaca ttatgtatga gttttctagc attgccaaaa agagattccc agaagtgatt
  2865301 gcggatctcg gatcgaatcc ttctccaaca atgccgtttc tacttatcac ttctattctt
  2865361 gaatttctaa atgaaaatag tgattttatg aaagctgtat taagcccaaa aggagattta
  2865421 tcttttcaaa caaagttgaa agactttatg tggaaaacat tatttgaaga tacgaatggt
  2865481 gctctcatta ataaggaaaa tttacttgtt ccaagccaat acttaacgtc ttatatggca
  2865541 tccgctcata ttggtgtcat tcagcaatgg ttaaatagtg gccaaaaaga aacacctgag
  2865601 gaaattgctc gtattttatc aacaattgca gttcatggac ctttttatgc agctggttta
  2865661 aagaaataag tcaagtatat atgaaacaaa ggatcatcca ctataatagc ggatgatcct
  2865721 ttgtttcatt acaacatttc aatataccct tctgttccat gtacccgaat tcgttgccca
  2865781 tctttgattc gtttcgtagc attctctact ccaacaactg ctggtaatcc atattcacgt
  2865841 gcaatcactg ccccgtgtgt catgagccca ccaacttcgg tcactaaccc ttttatagaa
  2865901 acaaacaacg gtgtccagcc aggatcagta aaagcagtaa ctaatatatc tccctcttct
  2865961 aaattcgctt cttccatgtt taaaataaca cgggctctcc cctcaactac tccggaagaa
  2866021 acaggcaggc ctacaatcgc gtcagctggg agattttctc gtttatattt acctgtaatg
  2866081 atttctccat cagacgtcat aacgcgggga ggcgttagtt tttcatacaa tttataatca
  2866141 tttttttgtt tttggataag ctcgtaatct agtttattcg tgcgaacaac ttcatgaagt
  2866201 tcttcaaaag ttagatagta tatatcatcg acctcacaaa tgacaccgct ttgtacaagt
  2866261 tgctcagctt ctttcaataa cgcctgctta tatatgaagt aacgattaat catgccgtat
  2866321 tttggatatt cacgatagcc aataaaatta cggatattac gaatcattcg cttcgtttct
  2866381 tctacttttt gtttaccctt cggcaaatgt tgcaatcggt ctaataactc ttcttcttta
  2866441 ttcaaagctt cctgcagtcc tttttcaaac ttctgcttac tagcacccgc ttcaaagtct
  2866501 cttatattat ttaatatcat tgggataatg gttgttggct tctcactcca gcgcgttttc
  2866561 gtaatgtcga tttcgccgct acatctcatt ccgtatttat ttagaaaagc aacgattgta
  2866621 tctcgagctt tttctccgcc tttatactga acaagttcat ctaaaaagct atcatcttct
  2866681 acatgttgta aatacgtaat aacttctgga tacggacgaa ttgcatcagc aacatccatt
  2866741 aatgctaaac ccatttctga tgtaatatta ttttgtaccg attgagaaag catgtctgct
  2866801 gcattctttt cacctagcca ctgctccatt ttttcattaa tccatgttga agcattcata
  2866861 cctgccatga tgacagctat actttgcgga ttaaataata ctttctttaa ttgctggatg
  2866921 tcttccaaaa taaaatcaaa tacatccact cctgatttca gttgcatatt ttgttttaac
  2866981 tcttcaagtg atgcttcact attccttatt aattccgtaa cgattgctgg atcattttcg
  2867041 atttctggtt gcgaacttac tggtggctta cttttgctag cactcttttc tttttcttca
  2867101 tccggtaata atgtaataaa atcatctcgc tcgattatag tcgtcaatgc atctcttaca
  2867161 agtggatccg atttccctaa agtgtttatt aaataatctc tgctagcagg taaaactaat
  2867221 tgttgcgtag catctacaaa cagcctgcct cccgctttac gcataggagc attagtcgtt
  2867281 aacaagaaaa aagataaccc tagtggtttc atcgcatcgg tcatcatttg ttgatgacca
  2867341 actgatatat acacatgatt tccctcatca ttttcttccg gaattggata taaagtcgtt
  2867401 atcggacgac tttggacaat ataaaatgtg tgatcgacta aacaccattc aatatcttgc
  2867461 ggacagccaa aataagcttc aatctgcctt ccaatctgta ctagttgtaa tatttgttgg
  2867521 tcagatagtg tttgaatttt ttgctgaacc ggatcattct gtttcgtctc agttccgccc
  2867581 tcttttaaag cataaatagc taatttttta gttgcaatca tcttatcgat gatttcgcct
  2867641 tcttttactt tataattatc ggcagagacg agtcccgata ctaatgcctc gccaagtcca
  2867701 aaactggcat cgattgataa caccttccgg ttagaagtaa tcggatcagc ggtaaataaa
  2867761 attcctgaag cctgcggaaa aaccattttt tgaacgacaa cacatataga aacttgatta
  2867821 tgttcaaaac cattttgcat gcggtacata actgcacgat ctgtaaataa agaagcccag
  2867881 cactttctta catgctgtaa aattgcgttt tctccgataa tatttaaata cgtatcttgt
  2867941 tgaccagcaa acgaggcata cggtaaatct tcagccgtcg cactagagcg tacggcatac
  2868001 gcatgttcat ttccaaagcg tgagagataa tgagctactg cttccactac atcagaaggg
  2868061 atttgtaccg ccataatgtt ttctctaatc ttcttgctga tttcaccaat tcgaactcgc
  2868121 tcttcacgtt tcaactttgt tagctgttgc aacaaagctt gaagctcctc attttgctcg
  2868181 atggcctttt catatcctgc cgttgtaaca caaaaacctt ctggcacttg tatcccttgc
  2868241 atgttggata acgcccctaa attcaaacct tttccaccaa cgagtgaaag ctgcgttttt
  2868301 tctatttcct gaaaatcgag aacgaaagaa ctcatgtaac atctctcctt actatgcatg
  2868361 tgttcttgat tgtagcagta gtacataaga agaaacagtc tattttgaat tttatttacg
  2868421 tggtataatt aagttaggaa gagataatta tttttatttc cccctctaat tcacttcaat
  2868481 tacatcaccg aacttaaaca ttcttttatt taaaaagcag tcattacatg taatggtttt
  2868541 ctatcgacct ttgttatgta tttgtcatat aactccacat tataatattc gtataaacct
  2868601 tttatcaagt cataaactcg ccaaaaaata atagaaacta ccactttgca atccatattt
  2868661 tttgtttgca ctttatataa attgatgtgt ctccacctta attctaggag taaattattg
  2868721 ttttttaatc cccactcatt cttttctcaa atcctccaaa atggatttga gaaattaggg
  2868781 aactataatg tcgtattaac atatagtaag ggggataaaa agtggacaat gaaatgaatt
  2868841 atggaagtga ttacagattt attccagcaa cttcaattga aagtggtcat ggcatcgaag
  2868901 tattgcctga tttattttgt tacacgattc aaatcgtcaa catctgtttt gttggaaatc
  2868961 ccgagagcaa tgattttgtt ttagttgatg ctggaatgcc taaatgtgca aatgaaatta
  2869021 tctctgtcgc taaggatcga tttggtacca atagccgccc aaaagcaatt attttaactc
  2869081 acgggcattt tgatcatgtt ggtggaataa ttgaactcat taagtattgg gatgttccag
  2869141 tctatgccca tcaaatggag ataccgttcc tgactgggca acaaagctat cctaagccag
  2869201 atccaacagt tgaaggtggt atggtagcga aaatgtcccc gctgttccct aacgaaccga
  2869261 ttgatttagg aaatagcata aaagtacttc ctacagatgg aactgttccc catgtgccag
  2869321 ggtttagatg gattcatact ccaggacaca ctccaggtca tatttcatta ttccgagaaa
  2869381 aagaccgaac attaattgct ggggacgctt ttgttacggt gaagcaggaa tatctatata
  2869441 aggtaattac tcaggaacag gaaataagcg gtccgcctcg ttatttaaca acagactgga
  2869501 aagctgctaa agaatcggtt attacactag agaagttaaa gcctctagcc gctgttacgg
  2869561 gacatgggct accgatgtca ggtgaattac tatcaacaag cctcaacaca ctcgttcaag
  2869621 aatttgataa aattgctgta cctgattacg gaaaatatgt agataaaaag agaaattaaa
  2869681 caaaaaacta aaatgtatca caaaatcaaa acgtcaaaag atattaaaat atgtaaaaaa
  2869741 caatgacctt agacaacatc tctattttaa aaatggaact atccttattg aataaaactc
  2869801 gatattccgc aaacactatc cgtagtgtag cctgcttctt acccaggttg tacttcttac
  2869861 cataaaaaga ggctgtccca aaaggtgctt tttagcccaa atcgaataaa aagtgaaagg
  2869921 cagaaacgtt gatttaataa cgtttctacc tattcaattt catgtgattt tacttcgaaa
  2869981 gtgacttatg agacagcccc tttttacttt taacatactt ttttaaattt tgttcatacc
  2870041 atacttaatc cataatacgg tttaactaaa ttttatttca aagtttttag tttcaaaaaa
  2870101 tccggtacat cccatgacct tactacatta ttaacttttg ttctctgtct gctaccccta
  2870161 gaccattgca aacaaagtat aaaaattaga acaatatcaa tgaaatcccc accataatac
  2870221 atcagcacgc ctcccatttc agcttgttca gtaactacac cagcaggcgg atgagcatat
  2870281 atgtattttg ataatattcc atgaccagct gatgcaatta ttaaaataat tgatcggtac
  2870341 atatagctat acctatggga tattaaatcc acataaatca ttgaagtggt aaacagatat
  2870401 cctgcaataa aaacgtggaa atgtatgaac aaatgaagaa gtatactttc gtgcatcatc
  2870461 gagtataagc tagtcgtata gagaatccat agtcccccta aattaagcaa ggttgcgata
  2870521 attggatgag taagaatttg tagaggccta ctctttagta tccttgaaag acttcgtgct
  2870581 gctttcacat tgagcgttcg taaaaaaaga gtcattggag cggctaatgc tataaaaatt
  2870641 ggagcaagca tcccaaggag taaatgcaca agcatatgta ctgtgaagtc attatgagca
  2870701 cgatgagcta agggcccaac aactgctatt gccacacaaa taagtcctaa aacccagaag
  2870761 acacttcgat agaacggcca tcgtttgtaa tggcgatttg ataaaatcgt ggctactata
  2870821 taaatgatta gcatcattaa aatgaatacg aatagtaaaa tatccagtgc attccatatt
  2870881 tcatgatgaa gatggttatt gttcatttaa acttttacct ctcaataatc tttcatcagt
  2870941 tcttgtctga aaaactagca gaatgccaat taagagcatt acagtcgcaa ttatattcca
  2871001 tattacgtcg tagataagaa cattatctac gtatcgaatc tgatgtattt tcattagttt
  2871061 gtgttgaatt ataccgtcat ataattgaaa tccaccacta ccaaccatta atccgctcca
  2871121 ccatcttttc aaccaaaatg catttctacg acgaagatca gcaaccataa acaaggaatc
  2871181 aatcgttgca aaccaactaa aagcatgaaa aagaccatct gaaatgagtc caatatttgt
  2871241 tgtagattta tcatagaaat ggtgccaatg cagcagttga tgaaaaatag tttcatctat
  2871301 aaaagctact aatcctaacc caaacaagat acccgaccat agattacggg tcaaataaac
  2871361 agaagaggtt aaatagcttg tattatcggt tttggtaacc attaaatcct atcctttcca
  2871421 ctaatgtata ttcttatttt tcccaaaaga aaaacgtgct aaacatactt agtgccaaag
  2871481 gaaaataaca ttcaattaga tgtatcatat aaatacttat tctcaagcat atttaatatt
  2871541 tgattaaaac tcactaaaaa aacttgaagg ggttcaccat tctaaaatag cgctagtata
  2871601 atttctttaa tattttagaa tgaatctata tttttagcat ataatcaatt cattaataat
  2871661 ggaaattacc atttagtctt aactatttaa tcctctataa ataaactata gttttcctct
  2871721 aaagataatt tccatatctc tgttttaata ttgcatttgt attgcctttt gcacattttg
  2871781 aacatcattt tttaatagtt cctttaaatc ataagctgga tagtaaccac gttcatacat
  2871841 aaagttaaaa acctgtgcat gtaattgtat agctccattt atttgacggg ttaaaacttc
  2871901 tctaagtcgc ggcgttgcag tttcggtaat cgctattgca tagtttcgaa cagatgtctt
  2871961 tgctaatcca agtaaatctc cagcgtaaaa tccagtgtca tcacgatgct gcgcttgaaa
  2872021 tccaggagca taaggataaa attgtactaa ctcttgtaga ttgttttgga tggcatttat
  2872081 agctttaata tataacgatt gaagtgcttg atcaggtaca ttcctaactg atttttttaa
  2872141 tttgattaaa ccgtttgctt gaaatgctac taattcatgt aactccaatg tttcatgcca
  2872201 agctagctga ttaggataag acatagatgt tcccccttaa tattcattca tgccacacta
  2872261 tgcaaaaaaa ttcaaaaagg gcctatacta ctgaattcat ttcaatctaa ttcatcatta
  2872321 cttttcagcc ttctatgtta atcacaataa agtatcctta attcctcttc cctacttttt
  2872381 tatatcctta attttgattt tcaaaatgac ttcttcgcct ttacaatcta taaatttaat
  2872441 tttttcttcc ttaaaaatcc ccatcataat acatcctttc ttgtttcgtt ataaaccata
  2872501 ttagttagaa aatataaatg tgaacattgt acctacatat tccttttata ttttttaaat
  2872561 tttatagcta cttaaattta tacgttatta aagatccact attaaagtaa ctacattgaa
  2872621 ggggattttt cattaaatca ttttattttt atagattaaa aaataattat tatagccgtg
  2872681 ttagtcacct attcttaaat aattaatagg ttatatatta tgacttagga gggataaaaa
  2872741 gatgactata ctttatgata aagactcttt acaaaaaaat attattaccc ttccacattg
  2872801 gcaacaagaa gctttcggtt ctttccaatt aaaaatgaca gataaaaata aacctttccc
  2872861 ttgtatccca gcccaacacg gctttacagc aaatcacctc aggtacgggt tcattgatga
  2872921 ccctagagat acgaatacta gcgaggattt tgctgcatta cttaaagaat atactgaatg
  2872981 ttctagagac acaggtcaat acgcctcact tattgttttt attcatacac caatagattt
  2873041 actgcgagaa actacagttg aagattttga acatatgtat tggtctctac ttaatacaac
  2873101 tagtcgtttg gacgagatgg aatggcctac acacattcca aatgacccta tggagaatac
  2873161 ttgggaattt tgctttcata atgaatcata tttcgtttac tgcgctacac ctgcccatgt
  2873221 caatagacaa agtagacatt tttcatgtat gatgcttgct ttaaccccta gatgggtttt
  2873281 acaagaaatt atgaattctg agaaacgcag tagaaaacta aaagacttaa tacgccaacg
  2873341 tctagccgct tatgacaaag ctcctattca cccctccctc aaagattatg gtgaaaaaga
  2873401 taattatgaa tggcagcaat attttttacg tgacgatgaa accatcccat ccaagtgtcc
  2873461 attttctcga attataaaat actttcataa aaataagtaa ttcactccgt tttttattat
  2873521 ttagttgtac aaactttaac cactgaatag atttaatata gatcaaattt agtgggagga
  2873581 gcatattata cgtgggcata tttttaagct atgttttctt aggtttatca ttatctgctc
  2873641 caatgggacc tataaatgct gcgcagctag aaaaaggtat taggagtggg gtttttcacg
  2873701 cttggattct tggcatagga gccttacttg cagatgttat ctacatggca cttatttatt
  2873761 taggtgtaat tcatttcctc gaaaaagata ttataaaact tttcttatgg tctttcggcg
  2873821 cttttgtttt aatctataca ggcatcgaaa gtttaaaaaa tgcgaatcaa attagcatta
  2873881 gtaatactag aaatgatgat tcaattatta aaagcttttt ttctggtttt tttatgtctt
  2873941 tatcgaatcc attaacaatt ctattttggc ttggaatttt cggatctata ttagcaaaag
  2874001 ccgcttcttc ctatagtaaa gagcagcttt tgttatatag ctttggtact attttaggga
  2874061 ttttcatttg ggatattatg atggcaagta cttctagtat atttcgtaaa attttaaata
  2874121 cgcgtatatt gtctcttata acagtaatat ctggaatatc acttattatt tatggattat
  2874181 attttggttt tcaaacttac caaatcattt ttcaatagct tctattattt agttttcaca
  2874241 tactattcat gttgtgtaaa gatagattct tcatatagct ttattccttt ttcttgagac
  2874301 aaaatgaaca attatagtaa caataataac tattcctaaa aacaacaagc tcactaggaa
  2874361 accaaaacgc gttgtttttt gcaataatgt cccactaaca gctagtgcaa tcattataag
  2874421 accaataatg ctttttatct gcatccaacc ttttggattc attaatctcc aaaatgaaag
  2874481 aagaatgaga ctccatgtat ataacaacat caatccagct gcagttgtta catattcata
  2874541 tatgtttttc ggtagtaata aagcactaag gatagaggca ccaagtccaa ttataataag
  2874601 agttagggct gggaatgaga tatttttctt atttttttta gcaaacattg caggtgcatc
  2874661 accttcttca gctaagttca ttagtacact tgtcactgca aataatgaac caactaatgt
  2874721 tgaaaaaccc gctaaaatta atactacatt taaaataaat gacacatacg gcaaattata
  2874781 gtcttgtaat gctattacaa aagggctttc tttcgtatta aactggttta atggaaccat
  2874841 cataattgcc aaccctaaag agactacgta aataatcgtt aaaatcatta acattactct
  2874901 tcctgatttt tgtgcatctt tagggtcttt cagtcttatt gtcattaacc ccataatttc
  2874961 gattcctcca aatgcataaa atgcataaat tagagaggac caagtacctt ttaatccatt
  2875021 tgggaatcag tctttaaaat tctgcggaat ttgtgcttta tataaaccac cctttataaa
  2875081 tcctaaaata actaaaatag caattacaat aaaccccata atagcagcga tttttataat
  2875141 agccatccac ttttctaaac gttcgaatat ctttacccct ataaagataa ttaatatagc
  2875201 cgctactcca tatatagtag caaatatcca taacggtatt ttaggaaacc agtagcgtga
  2875261 aaagattcct aacgcactta actggctgcc cataataagc agttcagaac accaatatgt
  2875321 ccatccatga ctaaaacccg cccaatttcc aaaagctttt tttgagtata tgcgaaaaga
  2875381 tcctttttgc ggatcttcta cagccatttt tgccaatgct tcaaatacaa tataagtagt
  2875441 aaatccagtt aaaataagaa taagaataat tgacgaacca cctattttaa ttcctatact
  2875501 ggatcctaaa aagaagccgg tccctattgt acaaccaatc ccaataagtg agagttgcca
  2875561 ccattttaaa tctttttttc tttcgtttca ttcttaacat catgacaggt catatcacta
  2875621 ttctccttta ttcattttga gaatgcccct catgatcact taagtacttc tcagcaagct
  2875681 tttcaacaac atcaacgaca tcatgagcct ttattttatg gtttgctact ctttcacttc
  2875741 ctacagaaat ctcaactgta aataacgctt catatttcat tttttctact cctttcgcat
  2875801 caaatataac cccacatctt ttatcctttt attacgcaaa aattaattat gtatttaaaa
  2875861 ccttgtgagt ctaaaagtta aacaaataaa tttgagttat agttgtaaat taaaaaaatg
  2875921 tatgagaaag gagagacggc atgcctctcc tctatatcca tttcatatat aaaattaacg
  2875981 agtaacgcca ccgccaagtt gttgctcagc taatgataca agacgtttcg taatttcacc
  2876041 accaacagat ccgtttgcac gagctgttgc atctgcacca agttgtacgc caaattcttg
  2876101 agcaatttca tatttcattt gatcaagagc ttgttcagcg ccacgtacta ataattgatt
  2876161 gctgcttcca ctgttattgt ttgacatgtt atttcacctc cttctttctt taatatgtta
  2876221 aattacatgc taaaatatat agctaattaa ttggtaatta cgaccgtgaa ttcaaaggta
  2876281 tagttgatac tctttaagcc caaaataatc atgtatagga gaacgaaata caccttacgt
  2876341 gccatgggat atcataaata ggcctccatt acaacataaa acgggttaag ctatttaaca
  2876401 gcataacccg tttttaatga aatattttat tccatatact tttaaacaat ggaggaaaat
  2876461 gatgaaacat tttgttgctt tattaattaa atacacagcg ataactgcgg tattactaat
  2876521 cgtacttagt atctttaaag gcatttcaat tcctagagta ttactaattt ctcttttcct
  2876581 tacaggagct gcctatttaa tcggagatct cttcatttta cctaaatacg gaaatatgat
  2876641 tgctacaata gcagatttag gcttaagctt ctttggaatt tggttactaa caccgttgtt
  2876701 tactgattta gatgttactc gtaatattgg actttcttca tttatagccg ctttaattat
  2876761 tggtggaaca gaaattttct tccacattta tatgaagagg ctagtactgc gtaacgacaa
  2876821 tgaattaaga aatcacaatc atattcatca tgataaatat gctatggaaa tgtcaaatga
  2876881 atatatagat tcttccacaa taaataaatc caagcgtgag gatacatcta aaaaataaaa
  2876941 aagtggccaa tgccactttt ttatttttgt ttattaagct tgatcagaat ttcttacatg
  2877001 taacggaggt ggaactaccc accctttttt cttacttaaa cgtagcaacg ttacacctgc
  2877061 ttgtgctttt ttcatatgaa attgtccaaa taacatgcct acatcttctc gaaggcattt
  2877121 tcccattact tgactacatg tcacaagtcc agctgctaat cctgtagaaa cagcagctgc
  2877181 aatttcagca tcattaatac gcgctcctgg aggaatgtct tcgatagatg caactggtcg
  2877241 ttctggcgga gcaggcggta aagctacacc attaaccttt aaaagagttt ttaactcttc
  2877301 tatttccgaa ttcatatcat tttcaattaa gccttctaaa aacttcttca agtcttcatc
  2877361 acctgtatga ttcataaata cttggtggct tgcaattgca ccttgtgcag ctagaagata
  2877421 actccaaata tcaaatactt ctccgtaatg taacggttca ttttgaggat ttccacttaa
  2877481 tatacccatt tttaaattcc tccctttcga aaatatcata ataaatattg attttaatat
  2877541 tgaaatcaaa tttttaagta tgctttttcc tgcaaaagat tttctactat gcatggaaaa
  2877601 cacctttcca acactgcgtg tttattgttt aggaaagtag tttacaaatt aaatactcaa
  2877661 agattatgaa agaagattat caataatctt tgagtgagaa tccatttact ataagttttt
  2877721 ttatttttat acatacacaa aagaaattga tttatatatt tgctatactg tatgctaatt
  2877781 tacttagcgg ttagctctac caccaagttg ttgttcagcc attgctacta aacgttttgt
  2877841 aatttcacca ccaacagatc catttgaacg agctgttgta tctgcaccaa gttgtacacc
  2877901 aaactcttgt gcaatttcat atttcatttg atcaagagct tgttcagcac ctcgaactaa
  2877961 taattcatta cgacttccac tattgttgtt tgccatattg tttcacctcc gatgttttta
  2878021 atatgctaca aattatgaaa taataattat cctttttatg ggaatttaat tatgaataaa
  2878081 tattgagttt cttcttaaaa tagagcaaaa gacataagaa aaaagagttg ctagaacata
  2878141 ctgtcataac aacactatgt atagatttct ctttactaaa gatttccgtt ttgccaagag
  2878201 atacatataa attatgaaaa atgattccta aaggagatat gagatgaaag ctgtaaccta
  2878261 tcaaggacca aaccaagtac aggttaaaca agtggatgat gcaaagttag agaaaaaaga
  2878321 tgatattatt gtaaagatta cttcaactgc tatttgcggt tctgatttac atttatatca
  2878381 agggaacatg cctttacctc aaggatacat tattggccat gagccaatgg gaattgttga
  2878441 agaagtgggc ccagatgtta ctaaagtgaa aaaaggagat cgtgttgtta tcccctttaa
  2878501 tgttgcttgt ggacattgtt tttattgcca acacgaaatg gaaagtcaat gtgataactc
  2878561 gaaccctcat tacgattctg gtggatactt tggttataca gagaaatttg gtaaccatcc
  2878621 gggcggacaa gttgaatatt taaaagttcc ttttggaaat ttcactccat ttgttatacc
  2878681 ggaatcatgc gaacttgaag atgaatccct actcttttta tcggatgttt tgccaacagc
  2878741 ctattggagt gtaataaatg caggtgttaa accaggtgat actgttattg tccttggttg
  2878801 tggacctgtt ggattaatga cacaaaaatt cgcttggatg catggtgcta aacgcgtaat
  2878861 cgcagtcgat tacttagatt atcgaataaa ttatgcaaaa aagattaaca atgttgaggt
  2878921 atttgaattt acaaaatttc ctgatatggg agaacattta aaagaaatca cacatggcgg
  2878981 tgcggatgta gtcattgatt gcgtgggcat ggatggtaaa aaatcgcccc tagaatttct
  2879041 ggaacaaaaa ttaaaactac aaggtggtac cctcggtcct attcaaattg ctacgaaagc
  2879101 cgtaagaaaa tatggaacag ttcaaatgac tggtgtttat ggtggtaatt ataatgcatt
  2879161 tccactcgga gcattttggg ttagaaatat taatctgaaa atgggacaag cacctgtcat
  2879221 tcattttatg ccggaactat ttgaaaaaat aacaaacaaa gaattcgatc caaaagagat
  2879281 tattacacac aaaatccccc ttgaagaagc aagctatggt tatcaaattt ttaataaccg
  2879341 ggaagatgat tgtataaaag tcattttgaa gccttgaaaa tacatccttt ttaaatgatt
  2879401 atttttaact attcttaaag ctaaagataa gattaaaatc catgccctta tctttttcac
  2879461 ccaaaattag tagttatttt tgattacatc ctaccttctt ttatgccctc tttattatac
  2879521 aaaaaatgca agttgtagct tttgtataag gcttgattca attaatttaa taaaccttga
  2879581 taaaagaaca aattgaaaaa gcgtgttttg aaattttttt tgattaaaac acgcttttct
  2879641 atatttaatt gaatcatcct tttataaaaa agtttgataa tttttgtgat ccttgctcaa
  2879701 ttaaaacgcc ctttagctga aggaaaaatc agtttatagc tgatttttct tctctaattc
  2879761 taattgatta acaatgtaag atactaatgt attcaatgga ttaataatag tcttagatgt
  2879821 tttatactca acttgctgag atgcatcaac catagataat tgagcaacgg agataacttt
  2879881 cttttcatct ttcatgattt gatttaagga ctttgtaatt tcttggttgt attcttcttt
  2879941 tagcccttgc attatcaatt caaaagtact atctataaca ataacttcta aatctaaaga
  2880001 tttttgatag ttattagcat gatgtttaag acgttttact gtaccttcaa cagttgcagg
  2880061 atttgtaaaa agaattgtct gaggttgctg tatattgctg atgtaatcaa agaaaggttc
  2880121 atcaacttta ataattggca ctgatgttga gagttggtct tcctgtaaaa ttgcaatata
  2880181 gtttgtgcaa gtaataagga tagcatcaac attacattgg gcaatccatt ctatttgctc
  2880241 tttaactttc agttgagcat ttgattctag gaaattttca tttgatgtaa ctcgatacat
  2880301 taatgctggg tcaacaaaat gtattaattc aatgttaaat gaagaaagtg cattttctat
  2880361 atattctata ttcgaataat gggcgtgtaa gcagcctaat ctttttctca attccatccc
  2880421 acctatatta tatttctgct tattctatca gtacgcgaat taaaatgtct attaaaattg
  2880481 agaatgagac ctttcctctt atttcacaaa atggcctttt aatgaaacaa ctttcttgtc
  2880541 acttaacaca aaggagtaaa tcatggtaac ttttttataa acatctcgtc cttcttcaaa
  2880601 acaatgcttc tttttttaat aacaccgtga ctttatttaa aagcaataca agttcaaatc
  2880661 tccccacact catctcaaat ttaaaatggt tgtttcacac cttcacattt ttgaggaaaa
  2880721 acccacaatc agaaaaaaag aaatataagt aataaacatc ctattattgg aaactataac
  2880781 aatgttaact atcttaaaaa agaggtgtac ttcatgtttt attataaaga ggaactaatt
  2880841 aatatgatta agccggacaa accagatcca gctgctgcaa aagttttaca agaaatatta
  2880901 ggtgggcatt atggtgaaat gcgtacaatg atgcaatact ttttccaaag ctcaaatttt
  2880961 agaggtaaag agaaacaata tcgtgattta cttcgaggtg tttttttaga ggaaataagc
  2881021 catgtagaac ttgtacaaca tacaattaat caactattaa ctggatctgg tgaacctacg
  2881081 cctggaaatg ctggtattga cacagcacca cttgacgaag cggttaaaca tgcaaatcct
  2881141 catcacttta ttgtaggggc tcaaagttca ttacctgttg atgcagctgg taacccatgg
  2881201 aatggatctt gggtatatag tcatggaaac ttaattagcg atttactaga taatgtcgta
  2881261 cttgaatcta caggtgtact tcaaaaaact agaatttatg aaatgagttc taatcaaacc
  2881321 tttagagaaa cacttgcatt tttaattgta cgtgataatg cacatcaaaa tgcttttgca
  2881381 aaagctttag agacacttgg ggttgaatgg ggcaaactct tccctgtgcc gaactatgat
  2881441 attaataaat acccagagtg cagaaagtat gtagacatgg gattccataa cgcacaattt
  2881501 aatttcagct tagatccaac aagaatggga gaaatattca aaggtgaatc accaagtaga
  2881561 aacaaaggaa cattaacagt aactgacccg ccaaaaggtt ttcctgtacc agagcttcct
  2881621 gaaatgccaa atgagcatag tcccggatta aaagatatgg atctttaaga tcatatttct
  2881681 gctcctctta attttgtttc taatgaacca ttagaagcta ctgtaaactt gctcataaca
  2881741 tccctacctc tattcatata tagcatttct atattgtaaa caaaaaagag gggcttgtcc
  2881801 cccctctttt tttaattttt ctttaaaaga gttgctcctg caatccctgg gtgtgtcatt
  2881861 tcaaatggat ctaaaattaa ctctaaatct tcttgtgaca atacaccatt tttcacacaa
  2881921 agttctcgaa cggattgccc tgtcgcgatt gcttctttcg caacgcgagc tgctgcttca
  2881981 taaccgatat gagggttcac ggctgtaata attcctacac tcttctcaac atactctttt
  2882041 aagcgatctt cattcgcttc aattcctttt aagcaattat ctgtaaaggc acggaaaccg
  2882101 ttattcataa tgctaattga ttgtagtaag ttgaaaacaa gtactggttc catcacgttt
  2882161 aattctaatt gacctgcttc tgaagcaaga caaattgtat ggttgttacc aattacttgg
  2882221 aatgcaattt gattaattac ttctggcata acagggttta ctttccctgg cataatagaa
  2882281 gaacctggtt gacgagcagg tagcataatt tccgctaagc caacacgtgg acctgatgcc
  2882341 attaagcgaa ggtcattcgc aattttagac atattcatca tacatacttt aagtgctgct
  2882401 gatacttctg tgtatgcatc cgtattttgc gttgcatcta ctaaatcttc tgcaccaaca
  2882461 agtggcagtt cactaattgc agctaaatgt tttacaactg cttcaatata ttctggatct
  2882521 gcatttaagc ctgtaccaac tgcagttgct cccatattta cttcatataa atgttgacgc
  2882581 gattgctgaa ttcgtttcat atcacgttca agtacgcgag agtatgcttt aaattcttgt
  2882641 ccaagacgaa ttggcacagc gtcttgtaaa tgtgtacgcc ccattttaat cacatgatcg
  2882701 aactgttctg cttttaattc aaatacatcg tgcatataac ccatcgtttg taataaacct
  2882761 tctaatgcgt ttaatgttgc gatatgaatc gccgttggga atgcatcgtt tgttgattgt
  2882821 gccatgttta catgactatt tggactaata taatgatagt ctcccttttc catccctaat
  2882881 aattcaagcg cacgattggc aatgacttca tttgcattca tgttcattga agtacctgct
  2882941 ccgccttgga ttggatctac gatgaaatga tcatgccatt ttccatcaag aatttcttga
  2883001 gcagcttctg cgatcgcgcc gcccttgttc aattccaatc ttcctacatc tgtattcgca
  2883061 agcgctgcag ctttttttac aactgcgaac gctctaatta aactttcatg aattttatac
  2883121 cctgtaatcg gaaaattttc aacagcacgt aaagtctgaa ttccgtaata tgcctcaata
  2883181 ggtaattcct ttcctcccaa aaaatccttc tccattcgca cgttcttgtt tgtcattgcc
  2883241 attttaattt ctcccccata ttaaatgtaa aacctaaata aatcatatga agtcattacc
  2883301 aatccttatc agattttatt gttaaatcgt aggataaagg ctcttcaata atttttttaa
  2883361 tctcttctaa tttattagtt tttccaagtg cccacatcaa ttttgctatg atggcttccg
  2883421 tattcatatc tccagataat attacttgat gttgcgccac tttccgtcct acttcataga
  2883481 gaagtatgtc ttctccttct tctaggcatt gagtagtaat cactacagca acccccattt
  2883541 cagtcaactc ttgaattttc gaaagcaagt tccttccttc aaaaggtaat ccaccgtttc
  2883601 caaaactttc aataataatc cctttataca agtcttttaa acaatcaaat atctccggct
  2883661 ttgtacctgg atacaatttc ataagaaaaa catccgtgca taaattagta tttattgaaa
  2883721 gttgattatg tgaggaagtt ggcttccaat gatatttcac ttcatcttca tttacctcag
  2883781 caacatatgg ataattcaca ctttcaaatg catcataact ttttgttcgc attttaactg
  2883841 ctctcgtccc aataattacc ctactatcaa aaacaataaa cacaccgcca acatcctcac
  2883901 aggcaaacct aagagcatca gctacatttt tctttgcgtc tgtcttttta aaactaatag
  2883961 gtacttgtga gcctgttaaa acaactggtt ttcttaaacc ttgaagcata taagataacg
  2884021 cagaagatgt ataagctaac gtatccgttc catgtgtaat tacaaacccg tcatagtcat
  2884081 catagtggtt aaaaacagca ttagctattt ctttccagtg ctcaggttgc atattggtac
  2884141 tatcaatatt cattaagatt ttgcaatcta tttctaaatt tcgggatgac ctcgaaaaat
  2884201 aattcaataa ttcctcagcg gacaatcctg gagcaagccc ttcattcccc tccacagatg
  2884261 caattgtccc accagttgca agtaataaaa ttttcttcat acacaacccc tccataaaat
  2884321 aaagaacgat atatcgttcg cgtaatgcgt atttatattt atcattatag aacttaattt
  2884381 gaattaatca agattttgta ttcaatacgc gtactttttt ctattcttga ttctttttct
  2884441 atgttataat taatttaata aaattagatg gggtatgaga cgaatgctgg aacgtttatc
  2884501 tgaattaaga aaaaatcaaa agtggtcctt acaagagaca gcagatcgac ttgggattgc
  2884561 gaaaagcacc tatgccgggt atgaaaatgg ttatagatta ccttcattac aatctttatc
  2884621 aaaaatagcc gatttatttg atacgtctgt agattatata ttaggtcgaa ttgaacattc
  2884681 acatcaaaac aaagatgtaa ttgatattac aagactccta aacgatccag atccaacact
  2884741 tttaatagat ggagaagcac tgtcaacaga agagataata gattttattg cttttgtgag
  2884801 aagtaaacga gaactaagtt ccaagagaat agaaaatatt gaaccgacat gtaaaagttg
  2884861 attcaataaa aaacgaagac actgtactct ttaaacttag aaatacttag acaattaatt
  2884921 tgtaaacggt atatatagga ttagctttag gaatattatt aattcgaatt tattttatta
  2884981 actttatatt tataaattac atttcaatat ttttatatac aaaatatcct tccaaaaaca
  2885041 aggacttccc gctattttag cgttacttgc ccttttatct gtcatataga actaaaactt
  2885101 ttcaataaag gaactcattt gtaaaaaata cgctattctt tctgtagatt tataagaaag
  2885161 gatggcgttt ttgtatgtct atttctgtat cgaaagaatt tggaagtata acagatttca
  2885221 aacaagcatt agcaaagtat ataaagtact ataatcatga aagaatcaag aaaaaatcaa
  2885281 agggaatgaa cccagtattg tactaggctc attccctaga ggctacctaa taaaccggtc
  2885341 tttctaagtt tttggggcac attctagttg aattgctaca agcagcgaat ttactacttt
  2885401 aaagttaagt gtttaacctt gaagtactta aattcttttt tccagataaa gcatacatta
  2885461 tatcttgatg ctttattgtc cttttataat tatgtggcat cgggaatttg tttcggtgtt
  2885521 ctttcattat aattaaagtt tgaagttcta tgctcaatac ttttgcgaga acatgatagt
  2885581 tatatccatt gtttaacaga gaaattatgt cataaaacat agtttttccg cctactaatt
  2885641 ttaccaatct attctttaac tcatcccttt tttctttagc ttcctcaatt tctaacaaca
  2885701 tagatttttt atttgtttgc ttaatgtatt gagtatataa ctctgggaat tctttttgga
  2885761 cttctttgtt taatactggt ttatatttaa tcatataagt aacttgtaac aatgagcgtt
  2885821 ttaacaaact atcttcaatg agatacgcta ctttattaaa taaatgtaca tattccttaa
  2885881 tattggaata actattaaaa tgagctaata ctctactttt tatactaaaa gccttgccta
  2885941 tataaataat attgtcatta taatctttaa tgaaataaat accactgtca tctttttcta
  2886001 attcattatc cagttcttct agactcataa aatgcaattc actcatactt tcctctcctt
  2886061 attagtttta aatcatgaaa aataggcaag gtttctaaaa aaggcactct gctgtcctag
  2886121 gatttttcat tttatttctt gctaaatgtc aaaaaactgt ttctatgtta ctcaactatc
  2886181 aatatgatta ttaataaaat tttctatcgt tattatctcg caattttatc atgtaatttc
  2886241 gagatcgttt cctcatttaa attactgtgt tttatcgaat aaaggaaata tattactacc
  2886301 ccaatagtaa tccaaatgct aaagtacacc catgtcctta acggtaaatt tagcattaaa
  2886361 aacacacagc atacaattgc aacgcatggt aatacaggta caaaaggtac cataaatcca
  2886421 cgttttaaat ttgggtgtga tttacggaga ataataactg atagacaaac taacgcaaac
  2886481 gtcaccaaac taccgatatt aactaaatta accaattctt ttaaatcaat aaacccagct
  2886541 attatagagc tccctattcc tgccaatcca gttataaaag tgggtgctcc agttttctta
  2886601 ttaactttcg caaatgattt cggtaacaat ccatcacgac tcattgcaaa gaatactcgt
  2886661 gttgccgcat acatattgga aaaaataaca gccataaggc caattacagc tcctacagca
  2886721 attgcaccag cgacttttcc ttgtcctacc acttccatta cataagccat tgcctcaggg
  2886781 acatttaatt ctttatagga aaccattcct gtcataacaa ggcataccat aacataaata
  2886841 attgtacata tgattaatga tgcaataata ccgatgggaa gattccgctt cggatctttt
  2886901 acttcttctg ctgaagttgc taatatatca aaacctgtga aagcgaataa aatagctgct
  2886961 ccacccgtaa aaaccccact taaaccgtat ggtgcaattg gtatccagtt cattggtttt
  2887021 acatagaata taccaactgt aataaacaac aaaatcatac caattttaat caataccatt
  2887081 atattattga ttcgtttact ttcccttgta ccacgggata acatccatgc taatatcaat
  2887141 gtaatgatta ctgctggtag attcacaata ccaccatgtg aagggatcgt tactagagct
  2887201 ttaggtatct ctaatccaaa cccttttatt aaattgtgga aatagcctgt ccatccagca
  2887261 gcgacagccg ctgttgccac aatatatatt aacagtaaag accaacctac tagatgagca
  2887321 acaaactcac caattgttgc atatgagtac gtatatacac taccagacgc cgggagtgtg
  2887381 gaagcaattt ctgcgtaaca taatgctata aatccgcata taattgctgc aagtacaaat
  2887441 gaaaaaataa ctgctggacc agcatctctt gctgctacta atccagttaa cacaagaacc
  2887501 cccgttccaa ttatcgagcc tacccctaac ataattaaat caaatgctcc taatgttttc
  2887561 gttaaggcct tactttgatt atgctccaac aattgtgtaa cggatttctt ttttaataac
  2887621 ttactcatat tctctgtatt ccctttaaaa taaggtttgc tcttctcatt attgttgtat
  2887681 ataaatttac ttagttatta gatagtctta taatatttct tttacgttaa ataaatttga
  2887741 aacattctat ttttttcttt cctccactgt tcaacaaaca tcagctataa tgtgttatag
  2887801 ctaattcaat ttacctccaa agatataaat aaaagatttt ttcatttcaa agagataatt
  2887861 agttttgtat gcccgataat ggtatgataa acaaaaataa tttatttatt taattgagtt
  2887921 tcactagaac ttaaggtatt tttcttccgt aatacactaa caacataccc acatacaccg
  2887981 cctataatag ccggaaatcc ccaccctaaa cctacactat ataaaggaag aaagtgctca
  2888041 aaaaaattat ggattatttc gctttctatt ccagcagctt ttaatccatc taacgaacta
  2888101 aaaataaatg tcaatatcaa actcccttga tatacttcaa atctaccatt gaatacagag
  2888161 tgtaaaaatg ttagaaatat taaggtaata gcaattggat acatagttat taatacaggg
  2888221 attgaaatct taattaattg tgttaaccct atattcgcaa ctagtgtact gaaaacagac
  2888281 aaaataatag caagtttttt gtaagaaatc tttggaaata atttatgaaa aaaagaagaa
  2888341 caagcagtga taagtcctac gcttgtgatt aaacatgcta ctataatcat tacacctaag
  2888401 aaaattgcac catacgaacc aaagtaatag tccgaaactt ttgctaaaac ttcagcccca
  2888461 ttatttaaat gacctagttt ttctacacta gaagcgccca tataggaaag ggcagtatag
  2888521 ataagagcta agagtgtagc agcaatagtc gttgctttta cacaaacaac cataagctgc
  2888581 tttttagtag tagccccttt ttctctaatt gcattcacaa taataattcc gaaaacaaaa
  2888641 gctccaagag catctaatgt taaataccct tcttgaaaac ctttaaaaaa tgcatctgat
  2888701 gcatacactt cactaggtgc ctgaattctt ccaattgggt gaataaaagc aacaactacg
  2888761 agcatcccaa taacagtcaa tttgatagga gtcaaaattt tcccaactat atcaacaagt
  2888821 tttgtaggat taagggataa taagcatgta actatgaaaa ataagattgt aaatacggtt
  2888881 aatgcagcag gacctgcatc atttgataaa aacggtttaa ttccaatttc aaatgataca
  2888941 gttccagatc tagggatggc ataaaaggga ccaatcgcta gatagagaac gatcgcaaat
  2889001 acaataccaa acaccggatg tacacgacta gctaaagatt gcaaatcact ttcacctgaa
  2889061 aaaacaaatg ctgttattgc taacaatggt aaaccaactc cagtaactaa aaagcctgca
  2889121 ttggctatcc atacattatt tccagccatt tgaccaagca taggtggaaa aattaaattt
  2889181 cctgctccaa aaaacaatgc aaacagcatc aatcctataa taatgataaa agaagtagga
  2889241 actttatttg acataacaac tcctccgatt atacatttgt atacgctctt tattttccaa
  2889301 ataatatata ttaatctagt ttattccaga ctagagcacc attgtgaaag gcaattttat
  2889361 gccccgctct ctataagaga atagcaacaa gcttttaatt taaataatag cttacattaa
  2889421 tggatatgaa gttacgccta aacaaatctt ctcacttact agttaaacga gacatttcca
  2889481 tagatttttt cgtacaacgt ttcatagctg aaatgatagc tgttcttaaa cctttttctt
  2889541 ctaatgttgc tacagcttct atcgtcgttc cccctggaga acaaaccata tccttcaatt
  2889601 cacctggatg tattcccgtt tccaatacca tttttgcaga acctaataca gcctgagccg
  2889661 caaatttata agcctgtttt ctcggcatac cgtcaagtac agcagcatct gccatggctt
  2889721 ctataaacat atacacatat gctggagaag aaccactaat agatgtaaca acatccatta
  2889781 atttttcatt tacgacctcc gtctggccga aactattaaa tatatttagt acctctttta
  2889841 tatctttttc tgtaaccatt tcattaaaag ataatgcaga cattccttcc ccaacaagta
  2889901 ccggtgtatt cggcattact ctaataacct ttaactttct atcaaattca ttctcagtgc
  2889961 tcttaatact ttttcctgca gcaatagtta caacaattac atcatttttt atttggtttt
  2890021 ttatttggtt ttttatttgg ttaattaccg atgtgtataa gtctggttta attgataaaa
  2890081 ttaaaatgtc ggcactgtta gcaacttcat tattattagt agttatagtt atgccatatt
  2890141 tatcactagc attttttaaa ttactgacgt ttaaatctga acaaattatt tgatttggag
  2890201 acactatatt tttattaatc atcccaccta tcatagcaat acccatgttt ccacatccga
  2890261 taaatcctat ttgtttattc ataataattt gatcttgctc cttctattct aaactttatt
  2890321 gattttgaaa ttattattct aagttagggc tattacaatt actgggttta tcaatagaat
  2890381 ttaaaaattc tccttcctat aatgagttat gttttcgtat gtactttaca agcatgcatt
  2890441 ttaaaaaatg aagagacttt ctattcatag aactattaaa aacaagagta aaatggtgat
  2890501 aatttttcgg aattaatatt ctttaactat tcaccatttt aaatagagct tacatattcc
  2890561 tctaataatt acttattttc aaaatttata gttacgctta agaaaatgta tttaaattcc
  2890621 aaataattat ccccatagat aatatgaaac aaagtaatgc aggaattgcc attaaaatag
  2890681 attgttttgc tcgaaaaata tgagcatgaa tggctccgac catgagaact gctaataacg
  2890741 tatttgctcc tagcgctaag tattgattcc aaataccacc gattatacct attgctccaa
  2890801 taatttcaat aaaaccaatt atagacataa accataatga atattgatat tgtcgccaat
  2890861 gttctacctg aaaagatata cggaaaattt ttatgaatcc ccctactaca ataaaaattg
  2890921 ctaaaactac ctgaagaaca atcatcattt aaactcgctc cttttaagac tttgttaatt
  2890981 ttcatacttc acaaggaata aatatatgcg ttttacaaat atcagaaagg gagatataca
  2891041 taatttaact ttttatacgc taagaactaa gtagataacc tttactacat aatattttct
  2891101 taagaaaaat atttatttta atatatttac ctcttttgtt aacctgaata gattgttttt
  2891161 aatttcagac atgctgatat tttttcttga aacaccggtt tccactgcag cacgtgcgac
  2891221 agcatatgct acatgtggca ccaccctagg atcaaacgga tttggaatga catagttgac
  2891281 atgaagctct tcttctgaaa ttaactcagc tattgcataa acagctgcta gcttcatttc
  2891341 ttcattaatt tcttttgctt gtacatctaa agctccacga aaaactccgg ggaaagctag
  2891401 tacattattt acttgattag gaaaatcaga acgtcctgta ccaactacta gtgctcctgc
  2891461 tatttttgct ttattaggca taatttcagg tgtagggtta gccaaggcaa aaataatagg
  2891521 attatgattc atagaacgaa tcatatcctc atcaactaca tctgcagctg atactccaat
  2891581 aaatacatca gcatcaataa gggcctctgc taatgttccc cgcttctgtt ctatatttgt
  2891641 aatacgagct atttcttctt taagcgcatt cattccaata ggtcgctgtt catatattat
  2891701 cccttttgtg tcacacaaaa taacattttt tacatgcata tgaagtaaca gcttaacaat
  2891761 cgctatccca gcagcaccag caccattcac aacgatttgc acatcttcaa tttttttatt
  2891821 tgttaactta agtgcattaa ttaggccagc aatcgttaca atagctgtac cgtgttgatc
  2891881 atcatggaaa acaggaatat cacaagattt tcttaggcgc tcctcaattt caaagcattg
  2891941 tggtgctgca atatcttcta agtttatccc accaaaattt ggttctaata atttaacaac
  2892001 ctcaacaatc ttatccggat tattagtgtt taaacaaata ggaaaagcat cgatctcagc
  2892061 aaatgatttg aaaagtaaag cttttccctc catcactggc atagctgctt taggcccaat
  2892121 attcccaaga cctaatactg cagttccatc agatataact ccaactagat tccctttcat
  2892181 tgtataatca tatactttgc tttcatcttt ataaatctct aagcatggct cagcaacacc
  2892241 tggtgagtaa gcgagactta aatctgttga attttgtact ttaactttag aataaacacc
  2892301 aatcttcccc tgtttttctt tatgcatttt taatgcttca tctcgtaaaa gtgacatata
  2892361 atttcgctcc tataattaag ttaagaatta attaaatcaa tattttatta actctatatt
  2892421 aaacttgata ttgtatgata taagtaagac ttctaatata atcattattt atttttataa
  2892481 ccttttaaca tatcttttgc ataacgattg gggtataaag tatttaacat attgtatgga
  2892541 cttcccttcc aatatcttct taatggtgtc cataacttat gtttaattaa ccatctttgt
  2892601 gtgtacatag atagtaattg ctcctctgtt agtttttcct tttcttcaat agtccacttc
  2892661 agcgcctcta atgctttttt tcagtccaaa atccggtagg tgtgaattta tattcccatt
  2892721 ctttattttg accaggatat aattcattga tcatagagta cggactgtta ttccagaata
  2892781 tttgacaagg agaaattaaa ttatgaatag taagccattt tacactataa acttgtaata
  2892841 attgaaaaga agttaatttt tctttttctt caatagtcca ccttaatgct accaatgctt
  2892901 tttctttagt ccaaaaattg ttaggagtca tactaaattc ccactcttta aatttattag
  2892961 gatataaaga atttatcatt gcataagggc taccattcca atacataact aatggtgcac
  2893021 tgagtttatt tttctctaac cattttttac tatagaattt gagtagttct actttactta
  2893081 gcttttcttt ttcttcgaca gtccatttta atgcttcaag agctttttct ttagtccaaa
  2893141 aatttaatgg tgccatacca aactcccact ctttaaatct attaggatat aagtcttcaa
  2893201 tcatcttata gggactgtta tcataaccat gtttgagcgc gccgagtaat cgatatttta
  2893261 taattaaagg ggtattccat ttttgtttaa tatcctcttc attccatttt aaaattgttt
  2893321 caattaaata ttttgtaacc cttttagata gctctctatc gctatcttct ttccatgtat
  2893381 tcggtggaaa cctacttctt ttaccgtcta atatttcttg atagatttct tctatttgca
  2893441 ctgctttcgc ttgcacttca aactccctcc tattcaagac atataacgat tcctctttcc
  2893501 taacattaaa tagtaactat tgtgatttac ttttataacg caaaagaaat gtatagggta
  2893561 aaatcatttc tttaatttat aatatgaagg acataaaaaa acaaaaagtt acaaaaattt
  2893621 ttaaattaaa atttttgtaa ctttttgttt ttgtgtaaat ataaggtcga ttaggacgtc
  2893681 tcatcgtttt aaacttgacg ctccataatc ttgtatagtt acatttatat gatatttaat
  2893741 cggtacctta ctaaatgttc gatcccaatc ttttttgact ttctcccatg ttctcgggtg
  2893801 tttaattctt aattggttgc caaaacccgc aatatcgact tgatattctt tttgtatttt
  2893861 tttgtaacat gatgtactaa gtgctttact tctttttcaa tagctttttc ttcccttttt
  2893921 aaaaattcat tttcaaaatc ttttcctgat tgcatccaat tttcagacaa acgcccttct
  2893981 gattcaatgt ttacatcaaa ggaaatatta tttccgttaa catgtggtat gattttgctt
  2894041 tttattgact ttatttcgta tataatgagt ttctttgatt ctttatcaaa agtttttacc
  2894101 acaccaccat tcctttttcc gtttatccat actactcctt ccaattcctg ttcatttaaa
  2894161 aagcccatca acttttttgt cttcccttta attacagcag ctcctgcaaa tttcgtttct
  2894221 ccttttatcg agattacatt ttgcaataga aaactggacc ctgaccgcat ctttccttcc
  2894281 aatttagcga gtgatacagg aggtaaaatc cttgttgttc tctttcgatt atctgcaatt
  2894341 ccagacaaac gaaatgctgg gatttctcct ttttgtttga ttccagtacc tccttcgcta
  2894401 gacccttgct aattaagatc atacagctaa gccgaacttc attgtcacgg agatactgtt
  2894461 caagtaattg ttctaaactg tatgtacgta caagactatc actaataaca atgtttttta
  2894521 aatgtgggct gaacattgcg ctctctcttt tcaatgaaaa ctcacgaaca atttgatgaa
  2894581 tggaatcacc ggtctcagaa acatttatat aacgtttttg ttgtccgttt cctttacttt
  2894641 gtgcttgcga actgacaatt tgataagttg ctgttataag atttctttta ggataacctc
  2894701 cttcctcatc ctctttctca attgttgaat ccttcccttt atctagtgct atacctgcag
  2894761 ttaaactcaa ctcttctact tctttactgc tccaacatcc tgttaaaaat agaagcaaaa
  2894821 gcgtacataa caaaaccaaa tagaaccgca tataattaaa tttatttttc acactactcc
  2894881 tccttttaat cgcttaataa taagaagaag cagtggcagt aaaccaaata aaaataaagc
  2894941 agcattaccg agcatatccc ccagtttaag caaatcattt atatttttcg aagtcatagc
  2895001 aatgatgtaa atgattggaa tcaaagcaaa aataaacgga tgaatactct ttttaaagag
  2895061 ttgtgccaat cctaatgcag ctgcatagta actaattgta taggtagcaa atatttgcat
  2895121 aatccatatt acaagcagta aagattcaaa acgttcaaat attaaaccag aaatttcaaa
  2895181 actgcgcata aggtcaattg tcggccatgt tcttgttaca accccatcta acaccggttt
  2895241 aattcccaaa cctaatacgg gacggagatt atctatctcg aatatcccta tactcataaa
  2895301 ggaaatgagt aaaaaaataa agaaagtaat aggaaatatt atttcaaaca tccgtgcaat
  2895361 cgagttaata ccactcataa ttaaatagag acctatccac ataaaaggca taacaatagc
  2895421 ccatgtgggg gttccttcta gcaaaaaaag cttattactt ctgccattga acgaatttga
  2895481 aaggctgaag ttgtaagaaa ataccctata ataagaaaac taagcaacct gcctatccat
  2895541 ttccctacaa tatcttgact gtattgataa aatgttttat ctggaaactg ctgacttagt
  2895601 ttgaccataa ttactcctga aaccattgcg agtatcccac ctaatatcac acttaaccat
  2895661 acatctggtg ttttcacttt ttctacagat gctctgggca gagtgaggat tcctgttccc
  2895721 agtatgtaat ttacaataat aacaactgct tgtgcagttg ttattcggtc tttagatata
  2895781 gtaatcactg aaccccactt cctttcgtca tcagctacct tttgcggtta gtttttttgg
  2895841 tatgcattat tttcggtcga cgtctcatta tttttaatgg catgcgaacc ataaaatctt
  2895901 tccagtcact aaatcggtac ggaacagcag ggctagtata aggaacgcca aaacttttca
  2895961 gtttcactaa atgactgcaa agtaaaagaa agaagagaat aactccatac aagccaaata
  2896021 tcgcagcaca aaacatagct acaaaacgaa gaatgcgtaa cgtaattccc acactatatt
  2896081 gcgggatagt aaaagaagaa atagctgtta ccgcaacaac gataaccatt attggactaa
  2896141 caattcctgc ttctacggca gcctgaccaa ttattaaacc gcccacaatt cccattgcag
  2896201 gtccaattgg tttaggcaga cgtaaacctg cttctcgtaa aacttcgata gctacttcca
  2896261 taattaacgc ttctattaaa gcgggaaaag gaactccttc tctcgatccg agaatagaaa
  2896321 tagcgagctt agtgggaatt aatcctggat gaaatgaaat gaaagaaata tacagtgctg
  2896381 gagcaaataa tgaaacaaaa gctgtcatga agcgtaataa gcggagaagc gtaccaggaa
  2896441 gccacctttc ataataatct tctggtgatt gcagtagcat actaaatgta acaggagcaa
  2896501 ttaaaacaaa tggtgttcca tctaacaaaa tagctactcg accttccatc aaagcactaa
  2896561 taacacgatc aggtcgttct gtattttgaa tctgcggaaa aggactgaga taattatctt
  2896621 caatgagttg ctctatgtaa ccagattcga gtacactgtc tatgtcaatt ttctgaattc
  2896681 tattttttat ttcttccacc aattctgtac tagcaagatc tttaataaat gcgacaacta
  2896741 gctctttctt tgcacgttct cctactggta gcttcactaa tgataagttc tcatccgcac
  2896801 aatgccgtcg caaaagtgaa gtattatcac ttaatacttc agtaaaaccg acccgtggac
  2896861 ctctgactaa tgcctccgat actggttctt ccatgtttcg tttatttgct tttgttgtac
  2896921 caagaataaa cacatctgct aaaccatcaa ttaaaagagc tgttgaacct atcaatactt
  2896981 tgggtatcaa atcttttatg taatgaactt ctgctacttc actaattgta agaactttat
  2897041 ttttaatata ttcttttgaa acagtcccct ccacataata agattcattt ttatattcgt
  2897101 cagaaaaatc atccattagt aatttcataa tatgtttgtc aattatctct ttatctgata
  2897161 gaccatcaac aaaaatgatt ccagcctgaa tatctgtgcg tccaatatta aactcccgaa
  2897221 agcgaacgtc agaattatgt ccgatttgtt gctttataag ttctaagtta gaggcaaaat
  2897281 catttgtgaa atgaacggtt gtattttgag aaggtttatg ctcttgtttc gttttacttt
  2897341 gaataatatt tttttcactt gtttatctct tgacttccac caactcattc ttcccactct
  2897401 ttctctgaca tacgaaccca atgaaaaaat cttgagatag tatacggaat taaaaacaag
  2897461 ataaaagctt gtacaaagac tttccaatct ggaagataag cagtaattat gttccacatt
  2897521 tttatcaccc aatttatata ctctgccagg attgagattt ctaaagaacg atatgtactt
  2897581 aataaaaaat aacgataaga ttaaagagca gaaaagcaag acattatact tatttagtac
  2897641 cgatagccta gttagtataa aaacatttct gacctaaaat attatttcca attataattt
  2897701 gtttaatatt atctcctttc cccttattta tatgcccaca tttgaatttt aaataatata
  2897761 aggattaatg atatttcctc ttaaggaaaa aaagatgcta gaagatagca tttttttaaa
  2897821 ttcaacttac tatgtattat tttattttgg aaatactcgt ttattaaatg aatattaatg
  2897881 tgtaaaaaat acatattctt ttgttctaag ttcatacact tctaccaaat cgatacggaa
  2897941 ttttctgatt ttaaattcaa tatgaaataa aggacaatcc tctcttagaa aaactatata
  2898001 aaacaaataa catgaaaaca actatcaatc tattaattga aagtaataat gagcaagagt
  2898061 ttatcatctt aattccaagt gtattcgttt tgcttcaaaa taaagaactt gaataaattt
  2898121 tttcgtatca atacgagcag gtaatgttgg ttcattattc aattctgtca tctttctcct
  2898181 tacggtagta aaatcaaaaa atctagaagc atagttttca aacttcgggt ttaaaaaatc
  2898241 agtaagtcca agggatgcta aatggtttaa tgattgataa attgctctcc gaatccgttg
  2898301 tttggaagct tctataaacc tttttaattc ggtatcttca gctgaatccc caagtttttt
  2898361 ttgagctaaa tttataaaaa tctcttttag tgagggaaaa ccttgttcca aagtgttatc
  2898421 ttgttcatat ttatataaat aatctagcat atccattaaa tctttacttc cactttcact
  2898481 ggctattcct aattcagaca aaagaaaatg aatggaattt tgaaaatgat taaaagtatt
  2898541 taaatgtttt tcattacggt atttttcttg cacacttgaa ttactatcca attttagtac
  2898601 cgtattaagc gattcttgaa tgttttttat cgatttttcc aaacgaattc gttcaatgac
  2898661 ttttcgaaca actgttaata cttcaatccg gttaatcggc ttaataatat agtattcaac
  2898721 gccaagcgaa taagcttcag caattaattc ttttgattct acttgagaga ccatgatgat
  2898781 tttcccttta aacgaaggtt ttatttgacg aattgttttt attccatctt gaatcggcat
  2898841 taacaaatcg ataaataaaa tgtctatatt tttaaggatt agcatttgtt gctctaaaga
  2898901 taaaccattc tcagcttctc ctataacctc cccaagatct tcatcctcga taatttgagc
  2898961 caacattgag cgaaccgctt tttcatcatc tactatataa aaatacatag aatcaccctt
  2899021 tcgaaattat atgatcaatc cctaatctaa ttataaaaat tgatcctttt ccttcggttc
  2899081 tgtcctcaag cgtaacatca ccttcaagtt gttcgaccat ttctttaaca tacgataatc
  2899141 cgatacctgt cgatggattg cctaaatcat catatttaga agtaaaccca ggctcaaaaa
  2899201 ttgaatcttt atattttgaa gaaataccgg gaccattatc gcctatttga aattcaacaa
  2899261 aatggtggtc tttattaatg tcaattgtga tggttcccat accttggata gcctctacag
  2899321 cgtttgtaac gatattattt ataatagata agattgtgta aatatgataa tgaggatgca
  2899381 caccatcaat tttatacaca aattggatgt ctttctctag caaccgtgca tatttcgcat
  2899441 ttgcccgtat aatgatattt actagttcat gtacagacat ataatctgta aaactttcat
  2899501 cagaaattaa ttttgaaagt cctgcaaaaa tacgttggtt atccttttta acgtcatgaa
  2899561 cctcaccagc aatttgtaat gcctgttgcc ttaaatcccc aaactgaaaa tccatctgtt
  2899621 tgtgctcaaa agagtctaaa gttttatata aatcatagga tttttttgtt atattctcag
  2899681 catcttgtaa tgttttttta aatgaacagc atcttcatat aaattagaga tgagcataag
  2899741 catatgttca ttttgtttct ttatgtgttt ctcccttgat tgcgcttcat acaatttcat
  2899801 catattgaaa aagcttagaa ctataaaact atgggaacat gcgataacaa tgatctcatt
  2899861 tattgcctcg gatgtgatcg atgtttttaa tacgaaatat tgaatcatta attccacaca
  2899921 gtctgacagt atttcaatca tgcaaccaat caaaccaatc attagtggtt gatgataaaa
  2899981 acgtttaatt tttgctaaat gaaagagata cgaataagta aaataaaaga aaaaactagg
  2900041 atagtgagta tgaaaagcgg ctagccaatc catatttccc tttataatga catccattga
  2900101 gatacgaaat actaccacga ctatcgctgt taaaaaaacc ggtaaaaatg ctggaattcg
  2900161 tcgaaacaat aacaaaaaaa aagaaaaatg ttggtgcacc aaagctcatt ctaaatgttt
  2900221 catttaaagg aaatgacttt atttcaccta ctaagggtac tgtaagtatc attaaaacga
  2900281 gaatatagat gtgttttttt actaaattac taagattcaa aataatcact tctcactttc
  2900341 gcctaacagt cagtatacaa acctatttgc ataaatacaa tacttactct atttttttca
  2900401 aaaactgata aataagatat aaacgaaagc attatagatt gtgagtattc attacactct
  2900461 tctactttag aaagatactt tataactcaa aaatgttcag acacaatata aggtctgaac
  2900521 acttttggac tcgctctaac accaaaatat ctgtgctcct ttttaaaata tacttaaatc
  2900581 ccattctttt gcaatatgtt ctaacaacat aattcctggt aaactattcc catactcatc
  2900641 aatggctggt ccgtaaatac caataccaca tccatcttgg aacgataaat ccttcctaga
  2900701 ttttgaggga acaagtgtca taattccgcc ggatacccca ctcttagctg gtaatccaat
  2900761 gaaagcagca aattttccag aagcattgta cattccacaa gtaagcatta aagcttttgt
  2900821 taacctagct acttctttag ggagcacttg ttctttgcga ataggatgat atccatcatg
  2900881 tgctagtata agccctatta aggcaatatc ttctgtattt atttcaatcg aacattgttt
  2900941 taggtaaacc tctagtgtct cctccacatc tgattctaga aaaccatttt cctttaaata
  2901001 gtatgctaat gctctattac gatgagccgt ttcccattct gattgaaata ctatttcatt
  2901061 aatagcggga cgtttctcta tcattttttc aattaatacg tatatagatt ctaatttttc
  2901121 ttgcaccgat gtccctggca aaagtgaagc tatcgtaatt gctccagcat taatcatagg
  2901181 attaaaaggt tttcctggtt tatgtatctc caaacgaata atcgaattaa aggcatctcc
  2901241 agttggctct acgtcaactc gttctaatac ataagaaata ccgcgactta aacaagcggc
  2901301 tataaaaccg attacttttg atatactttg taatgtgaaa ggtatctccc aatctcctga
  2901361 ctttatcatt gttccatctg gctttactat acaaatacct aactgcgata catttatttc
  2901421 ccccagagct ggaatataac tggcgcttcg tcccttagct gcatacgttc gataatgagc
  2901481 tacccattga tctaagcaaa ctttttcttg accctcaact tgaacgctag aatcctttat
  2901541 catttaatca tattcccccg tactattaac tttatataga atgatttttt ctttactata
  2901601 atcaataata tttgcactag aaccaagaaa aatattcaga catattgcag tctgaatatc
  2901661 tttcttatta cacacttttc ttttttgaag tttcctcata actatcccaa cattcaatat
  2901721 tttcaagccc tttaatgttt tctttataaa aaataggatc tttaccagct tttttctggt
  2901781 ttttataatc ttgtaacgcc gcaaatgcta cttttgaaag taaggtaata gcaattaaat
  2901841 taataataac cataaagccc ataaataagt ccgctaaatc ccatacaatt tgaatctttg
  2901901 caacagaacc aaatacaatc atagccaaca cacttattct gtatatcatt aaccacactt
  2901961 tacttgtatg taagaagcga atatttgttt caccataata atagttgcca attaacgcac
  2902021 caaatccaaa taaaaaaaca aagatagcaa gacaacccga tgcccaagga cctatgtgtt
  2902081 cacttaatgc tgcttgtgta agtgcaatac catttaaccc cggttgttta tatgcatcag
  2902141 aaagcaaaat aataaaggca gtgctagtac aaatgatcag tgtatccgtt aatacaccaa
  2902201 atgcttgaat cagtccttgt ttcaccggat gacttgttgt tgctgttgca gcaacgtttg
  2902261 gtgcacttcc cataccagct tcatttgaaa ataaaccacg tttaacccca ttcataagtg
  2902321 ctgcaccaat tgaaccacct gctatttgtt taaaaccaaa tgcgttttga acaataagag
  2902381 aaagaacttc cggcattttt gatatgttgg taactacaac aaataatgca actccaatgt
  2902441 ataataccgc taaaaatacc actttgtatt cagccatttt tgcaatacgt tgtacaccac
  2902501 caaagataat tgcagcgaaa gcaatggcca tgattatccc aaccgttaga cgatctgtac
  2902561 caaatgagtt ttgaaaagca attgtaactg tatttgattg tactgaattg aatacaagac
  2902621 caaaagtaat tgtgattaaa atagagaata atactcccat ccaacgttta ttcaaccctt
  2902681 tttccatata ataggatgga ccaccgcgga agccagtttt atcttttact ttatatatct
  2902741 gtgctaatgt gctttcaaca aaactggatg ccgagctaat aatagaaata atccacatcc
  2902801 aaaatacagc tccaggcccc ccctaatgca atcgcaatcg caattcctgt aatattccct
  2902861 gttccaacgc gagctgccat accaatacaa aacgcttgaa aaggggagat ttgatcttta
  2902921 gaaccacttt tcccctccat taatacacgg accatctctt ttaacattcg aaactgtaca
  2902981 aaattcaatt taaatgtaaa ataaattccg caaataacaa gcataataat taacaattta
  2903041 gaccataaaa aatcattcgt tgacccgact aaatctacaa aaaatctttc catattatca
  2903101 ctccatacca aaaatttatc tatcataatc tatataaaat cacctatatt ccctggcata
  2903161 aatacctcat tcatattcaa atacaacaag gataaaaatt ttctatatga ataggattga
  2903221 cctgtttaag caaacatcac aacatgtaac tgtaaaactg aaattttgaa gaacttaacg
  2903281 tttatacacc cggtgctcta tccccttctg taaaactaat attcttatcc actcatgttg
  2903341 ttgtactatt atgtttgttt cgtttaccgg tgatttacat ttaaatcata ataatcaata
  2903401 gtgattaact ggttttttgt taaatttctc aagaacatgg aaatatctcc tttctcacta
  2903461 ctaatctcaa aaataggcta ggtaaaaatt catagaaaaa ctatgaagcg ctttcaatct
  2903521 tcaactaaga gaagcttgtc tttaatttat aattaaaagt acagaatgtt acgaaaaagt
  2903581 acagattttt ataaaaacaa aaaatatttc aaggtttttt catctaaaaa ccagtgagat
  2903641 tttgtgaatt ttatacagta tccaaacgtc gcggattctg ttctacctaa tctttgacaa
  2903701 gcctctattt tcttcataaa agcatgcata ctttttctct tttagaactt catataaagg
  2903761 atttgaaatc aagaatcgat aggatattat aagaatattt taaaaataaa acatttaatt
  2903821 tatttatggt atcatacaaa aaacatttgt tttctcaatt aatcccctag tgggattcgt
  2903881 ctatattgca catatttaca acatgaaagt cactacgcaa aaaagaattt tgttgaaggg
  2903941 atgaaacatt acaaaactct tatttaggat tttatgacat cctcttttct agcaatatcg
  2904001 agttaatcaa aaatatgttt ttaacagctc cacaaataaa aaactactca tattattatt
  2904061 ttttgaaaac gttactaata ttattccatt taagtttcaa atgttagaac aaccaattga
  2904121 taagaaaagt tattaatttt attgcaatat aagaagattt gttgaatatc tattattcaa
  2904181 tgtatatttc ccttgcgttt cattttacta acatagatta caggtggtgt attgtgaaag
  2904241 aaatagtatt cgttcaaaat aaaaaaagac tacttatgaa attcgaattt ttaaaaaagg
  2904301 atttagtact taccatttca ctgatactag caattgtaag ctgcttaata cattcgccaa
  2904361 agatcgaata tattaacttt gaagtgttaa ttagcttatt taatctaatg gtggccatta
  2904421 aggccttgga acagctaaag atattagaca aacttgccgt tgcgatttta aataaatgca
  2904481 ataacagcag gtcaatatct attattctaa ttttgttatg ctttattttc tccatgtttg
  2904541 taacaaatga tgttgctctc ctcacttttg taccaataac acttgtcatt agtaaaaaaa
  2904601 cacaaatgaa catgatggat acaatcatcc tgcagacaat tgcggcaaac atcggtagta
  2904661 gcttgatgcc tatgggaaac ccacaaaatt tatacctata ttcttactat ggaattaagc
  2904721 tcatcccatt tttaggttca attctgcttt tagctgtact tggaattagt ttattactta
  2904781 tatttactca aaaacttcaa aaaacagatt tgaaaataga actacctgtt attaccgtga
  2904841 aaaatcgaaa aaaagctacc gtctggattt tgatacttat cactatcatt gcatccattt
  2904901 ttggtttcat taattattac attgcgctaa tagttacatt gatggcagca tttacgttag
  2904961 atagaaactt actatttaag atcgattact ttcttctaat aacctttgtc tgttttttta
  2905021 tttttatcgg aaacatttcc cattccgatg cgctggagac atttgctcgc gctaatttaa
  2905081 gaggagatac ttcagtcttc tttagttcca tatttttgag tcaattgatt agcaattttc
  2905141 ctacttcaat tcttctatca aactttactt ctgattggaa agctttatta ctaggagtaa
  2905201 atattggagg gcttggaaca attatcgcat ctttagccag tgtaatttcc tataaactat
  2905261 tcactcaggc caatggtaaa gagagcaagg catatttaat taaatttagc atttacaact
  2905321 tttcattttt aatcatactt acatgtatac agtactttat ctttaaattt ctaaagattt
  2905381 tttaaagaat tgattacttt agaaaaaccc aaatatctca gcattcaatt gagaaatttg
  2905441 ggttttaata taggtatgtt taaagagata caacacagtt accatcaatt taatatttta
  2905501 agatgttctc aaagcgaaaa tcttttagct tttacgttat ttattagatt tcagttcatt
  2905561 ttttatacac tcagttatat aataaatgac tgaatttata gggtaataac tttcaattaa
  2905621 tactagaaat ataacttatt aaaatgttat ttcatttttg aagtcttctt cacaaaatcc
  2905681 ttaatgtccc tcaatttttt cccgctaata ttatctttga tggttgaatc tatgtcattt
  2905741 tcaatataaa aagttttatt cttaaccttt gtttcaaatt tatatttatt tttatcccaa
  2905801 tttattagat tgctctttag gtgtgcaata tttcttacat caaattcaat cataaaaggt
  2905861 tctaaagctg gataaaaatg tccaagttta ttattttctt ttaaaaaaac tatatatgtc
  2905921 gcctcggatt ttggttttat atacaatgga tctttatttt ctactttttt agtaaacact
  2905981 ttcgtagcac ctttcagaat gattccattt ttatcaatga tttcattact ttcctctaat
  2906041 acgagatttt ctgaatatct atgatttatt aagatttcat tctttacata gtcccctttt
  2906101 aagatttctt tgacatgaaa actaaacaaa tggccttcaa catcttcact ttgaatctca
  2906161 tgtgatgaac tgtttgccat attccattta gagtataagc cgtcatattc acctagtaca
  2906221 attacgtctg cttcttcaac catttcgctt aaatgatttg tagttttgaa tgtcttattt
  2906281 aatactatag tttcagaatt cgatgacacg ctagacactc ctgtcacatc tatactggac
  2906341 caaattgttt taccaataat aattaaaaaa gtaaatatga ataaacatag acaccatttc
  2906401 attgctttat atttatacat tataataaag tctccctaaa ttatattttc tcaatacaaa
  2906461 atattctaaa tgttaattaa atattaatcc aaaagaagag aatggtgcta taattctctt
  2906521 gttaaaaata atctttggag ggataatatg aatttcaaaa aagggattac tgcattttta
  2906581 ttaggtactg tgtttgtttt ttcaagcgtt ggcgtttcag aggcttatgt aaaagaagga
  2906641 tggaagctgc cttcaaaatc agctacatat aaatggggag acagattaga cgatggttca
  2906701 agtatcatca aatctggttg gcaagctgcc gattcagcct ggtacaccgc ttctcgtatt
  2906761 aattttacag tttctgcttc ttctgtgaac acattaaact cttggtttga aagttcctct
  2906821 acttattatg gaagaatgaa gacatcttat aatacatcca ctaaaaaagt aacgaaattt
  2906881 gctggtgata ttaacgcagg taatacaaat attacaaaat caaatgttgc taaaagtaca
  2906941 ggagtccatg agtttggtca tgcaatagga ataggtcaca acagtggtac ttcaattatg
  2907001 aacagcaatc gtaatcgtac tactatgcat gtccctcaaa ctgacgataa aaatggtgta
  2907061 aatgcaatct attaacagaa aaaggagatg atttcttaat gttaagtaaa aaagcaaaaa
  2907121 ctatggtaat tgcaatacct ttggctacag taattggttt gggaggatat tcagcattta
  2907181 atagtcactt ctcccctgtt gctgaagaag ataagaatac cgaaactgtt attctcagta
  2907241 aagatttccc tgctacaagt gatttaaatc aaatgattaa tgaagcagat ctagttgtaa
  2907301 tcggtgaata tgaaggtctt gactctaagt ggaatatggc acgtaatcca agtaatccat
  2907361 cggaagagga caaagaaaat tacgttgaag gacatctata taatttcaac atttccgaaa
  2907421 caattaaagg tgtgaatgaa aataaacaaa taaaaatcaa tcatcgtttc gctgaaactg
  2907481 taaaacttga agattctaat gcagttattg caccagatgg cacagttaca aaaaaggcta
  2907541 ctaagataac tactaaagag gtgcaaaata aggatccttt atatatcgaa cctatgatta
  2907601 ataaaaaata tatgatgttt ttgaagaagg atcaattatt tggtaactac tacggagcaa
  2907661 ttgaaccatt cgcaattacc tttgatgaaa ataacaaagc agaccttcag acaaacatag
  2907721 aaactattaa tgaaagtaaa atgtcttcca aagcacaact tgcaggaaaa acaattgtat
  2907781 taaaaaatga aatacatgaa actattactg acaatattag cggtaagacc cttgatgaat
  2907841 taaaagaaca agtaaaacaa aaaaacaagt aaacattata acttataatg ctttttctta
  2907901 tttcataaga taattaacct taatttataa ctgttattac agattaaagc aaaatcaact
  2907961 taacctaccc cactatgtct ttcgtattat ctaagactat agttacaact atttcaattt
  2908021 ttaattttac aaacgctgct cctacatagc ggatgtgcca agattcatct gcataactag
  2908081 ttacattctc ccttttccat tgttaatagc ttcgtaatac aaactgttaa acagcaaaaa
  2908141 attgagatgg actcactttt tgaatttgaa caagtatatc aaatgattta cctaatgata
  2908201 tatcaacagt ttttggtata tcaggcactt cggtagttat ctcagcgaaa attagatgtt
  2908261 gttcgcttaa ccaagttttt gtcactccgt ttgccttacg taaatcaata aaaatttgat
  2908321 ctttttaact tgtccaaaga tgtagtttta actgtttgga tcatctgatt ttaatgttcc
  2908381 ataggggcca aatttaccgt tactattaat tggtcacagt aagacgttat ttcaaaccca
  2908441 taaaaaatag attacctgta cactaaaaag tataggtaat ctattttttt gtgattaata
  2908501 aaaacctaat ttattttttg aattcttcca tcaataatag actgaattgg ttcttttgat
  2908561 ttttttatgt aatctactaa tgcttcaaaa tcagttggtc ctgtttcagc atctttaccg
  2908621 tttttaaagg atacaaatcc atctccacct gaagctagaa atgcgttcgc aacgacgctg
  2908681 taagttttag aaggaataat ttcttctcca tttgttaggc gaatacttgt tactttttct
  2908741 ccattaggtt tgtttgcatc ccaagtgtat tggatccctg aaatttgaag cattcttgtt
  2908801 atgtcttttt gccattgttg atttaaaata tcacgaatat cttgacccgt taaatttact
  2908861 tttattaatt gatttccgaa tggttgaata ccatatatct ctccccatgt aatatcacca
  2908921 gcatctaagt cattacgaat accaccagga ttcataagtg caatttgaga ttgcattgtt
  2908981 gcacgctggg catcagcaac taaatttcca agagtagatt caccagccgt atttagtttg
  2909041 cgatctagcg gagcaataga cttacctaca acttcattaa caagaggtgc gatttttgct
  2909101 tgatatttct ccatcttctt ctttattttt ttatcaggct ccatgccttc atggtaagtt
  2909161 gtaacaattt ctgctttttt ctcaacaata tcttgtgttt tacgatcaat ctttacatca
  2909221 acatcagcaa aagccatacc gtaagaattt gcttgtacga caagtttatt attaacagtt
  2909281 ccatttacat aagtgtggct atgcccacca aaaataacat cgacttctgg atcagtctca
  2909341 tttgctaatc ggacgatatc accatttgtt acgccgttcc catctgttgt cccaccgtta
  2909401 tgtgcaagaa caacgataga tttaacacct agttttttta attgctttac ggatttgtta
  2909461 atagcttcaa cttcatctgt aatttctaca ttctttagca tagtaggcat aacaaggtta
  2909521 ggcacatccg ttgttacgac tccgataaat ccaacaggaa ctccttgtac cttttttata
  2909581 gtgaatggtg gtaaaaataa acgaccagta gatttattat agaaatttgc ggcaacatat
  2909641 gggaattttg cacctttaaa tttccctgtt ttctcatggt atccaccata aataaggcgg
  2909701 ttcatttctt caacaccttc atcaaattca tgatttccta tagttccaac atcgaatttc
  2909761 aaatcattta gaaattcaat agtaggttcg tcttgtaata atgctgaaac aggagtactt
  2909821 gctccaacaa catcgccagc atgtactttt aatgtattcg gattttgttt ttcacgatca
  2909881 cgtaaataag cccctaagta ctcgattccc cctgcatctt tattgttaat tttttttact
  2909941 gtgtctagtt gcccgtgaaa atcgttaata ccgagcattt gtacatctat gtagcggttt
  2910001 ggttctgtac ttgcttgggc tgaaggcaca gcgaatacac tagtaaaaat aactgtactt
  2910061 aatgctaaag caactggaat gatttttttc aacataaaat ttctctcccc taattaaaat
  2910121 cttacataat acaatgttat tttaatatat taagaggatt atttctataa aaattctact
  2910181 aattataaaa attaataaga ttttatcatt ttccaacaaa acacttcttc ttcaaaaatt
  2910241 tgaagatgta aaacaacaat tttaagagga gatgattatt cgtaggtggt agtctacact
  2910301 tttggattag gatataaagg ccctctctca acttaagaaa cttcactaca caaacaagaa
  2910361 catgtacatt tctttgtttt gagaattatt caaaatatta tcttgatagt aatataacaa
  2910421 tacttctaag agactaaaaa actctaatcc atacatgtta gctgttaaga agcatattca
  2910481 atccgaaact aattgatatt tataaaccta actcaatatc accatttaaa aatgaataaa
  2910541 aatttcgtta tggaagattt cgattcttta aattggttac agtggtgcac tactccgcat
  2910601 tcaaaaagat gctcctggat ttatccaaga gcatcttttt gaaactttat tttttatttg
  2910661 tttatgaact atcttatgat atttagtact tctcatataa aaaaacattt taacaatcat
  2910721 atggaaggct acctaactat tttcacggaa tctctaggta ttctactgtg ctcacttcaa
  2910781 ttaataagga tcggattcat ggcttttctt tactgcatct tttgttgctt cgtttgcagc
  2910841 taatgaacct tgaccatatt ttgatttact tacttcgcgg cccggaagtt tgttttccgt
  2910901 tttagcttct ttcattttct tttcaatacc ttctttaaca cgacggccat aatcttcatc
  2910961 agcttgtgtg aagtgtgcaa tcatcgcatt ctgaattctt ttgtcacata ctgcaagtgc
  2911021 ttcagataga tttttaacca actcatttct ttcccactcc tcaaaactac gatacgtgtg
  2911081 acctgcttga ccataattgt taggccgatc gattggtgcg ctcatagcag ccgcattgta
  2911141 agttggttgg tgtggatgat gcttttcttg ttttgcatct ttataaccac ccagcataga
  2911201 tggctcatag ttaatatgcg gattttctcc agactctttc ggattacgca tatccatttg
  2911261 accacgatgt tgatttgtac gaacaggcgc tttaggtgca tttacaggta attgcagata
  2911321 gtttgcacca acgcgataac gttgcgtatc tgaataagag aaagtacgac cttgtagcat
  2911381 tttatcatct gagaagtcca tgccatcaac aagtactcct gtaccaaaag cagcttgttc
  2911441 aatctctgaa tggtaatcaa ctggattacg atcaagaacc atacgtccta ctggtaacca
  2911501 tgggaactgc tcctctggcc aaagcttcgt atcatcaagc ggatcaaaat cgagttctgg
  2911561 atgataacca tcctccataa tttgtacaaa tagctcccac tctggataat ctttacgctc
  2911621 aattgcttca tataaatctt gtgttgcatg actaacattc attgcttgaa tactgtttgc
  2911681 atcttcttgt gttaaatttc gaattccctg ctttggctcc cagtgatatt tcaccaatac
  2911741 agcttcgcct ttttcattta cccatttata agtgttcaca ccagatccct gcatatggcg
  2911801 atatgttgct ggaatacccc atggagaaaa taaaaatgta atcatatgtg ttgcctctgg
  2911861 ggtacgagaa acaaagtcaa acatccgctg aggattcgat acatttgaaa ctggatcaac
  2911921 cttaaatgcg tgaatcatat ctgggaactt catcgcatca cgaataaaga aaatcttcaa
  2911981 attattccct actaaatccc agttaccatc ttccgtatac attttcactg caaaacctct
  2912041 tggatccctt gctgtttctg gtgagtcctt agctccagct actgtagaaa aacgaaccat
  2912101 taacggtgtt tttttaccag cccctgaaaa tactttcgca cgagtatatt tttctgccgg
  2912161 ctcatctcca acttttccat aggtttcaaa atacccaaat gctccagctc ctcgcgcatg
  2912221 tactacacgt tccggaacct cttctcgatc aaaatgagaa attttttcga tgaaatgata
  2912281 attttcaagt gttgctggac cacgattccc aattgttcgg atgttttgat tatccttcac
  2912341 agggtgccct tgtcgtgtcg tcaatgtctc acgtttcacg tcttgttcct ctagagaatt
  2912401 cttgtcctgg ttttctgcca taattgaaaa cctcctcaaa attattcacc tttaggtatt
  2912461 tccatttatt agaaaaaata tgatagaatt gcaacttatt tataatgtat caattaacaa
  2912521 ttatatagtt gtaatcagtc ctttaaaaat aatagaagtg cttcattaaa ttctttggca
  2912581 tgcgttgcat ttagcccatg tggaccaccc tttattaacg ctactttaga attaggaatt
  2912641 gcttcatgtg ttaatttccc actatattca aatggtacag ttgcatcaga gtctccgtga
  2912701 ataataagag taggtatatt aaacttctcc aagtcttttc taaaatctgt cttactaaag
  2912761 gcggtaatac aatcaagcgt tcctttaggt gatgcaccgg ctgcaatatc ccaattatat
  2912821 aaacggaatg actcactaac taaatctgtt cgatcaccag ccgcgaaaaa tcccttagta
  2912881 aattcatcaa gaaatgcaag gcggtcattt atcacaccac ttttgaatgt ttcaattgtt
  2912941 gcatcatcta atgccccttc aggatgatcc tctgatttgt ataaatatgg aggaactgct
  2913001 ccagcaaaaa caaccttttc aatacgatct gttccatacg tactaatgta ccgggctacc
  2913061 tcgcctccac ccatagaaaa accaacaagt gtgacatttt gaagctctaa ctgttctaat
  2913121 agttgatgta aatcagaagt aaaggtatca tattcatacc cttcccacgg ctgagatgat
  2913181 tttccaaaac ctcgacgatc atatgttata actctgtatc cagcctcaac aagagcggga
  2913241 acttggtatt cccaagatcg accacttaac ggccaaccat gaataagtac aactggtttt
  2913301 cctgtgccat gatcctcata atatatctca attggtgctt gattttcggt tcctacagta
  2913361 atttttgcca ttctcctacc tcctttaata tatatccttt tcttcaataa tccggataaa
  2913421 tctcataacc tatttatgcc catttatatt gtgaactcta tgtataaaac tctactgttc
  2913481 cgatgcattc attttctgtt tatggataat tccccatctc ctacctttct tatcacaaag
  2913541 tatttgctaa aaattcctcc tattcaattc taataacaaa aatagatgac tatcaatatc
  2913601 gttctatcta tagaatgtat agataaaatc aatctatttt atagtgaaaa caactatagt
  2913661 tacgacctat acaaattata gataatttag aattgattaa cgaatgattt ttcaaatact
  2913721 ataaatttgt atagcacttc atgttctgtg aatgctgcta taaccaatat tattggtcag
  2913781 cttagttata aacgaagaaa cttatgatag tattcgacta ttaaaacttt cttcgattac
  2913841 ttaattttta ggaggaatac ataatgactg atctctattc tcgtattaac aaagatgatg
  2913901 ctgtcgtgct tttagtagat catcaaactg gtcttatgtc cggactagta cgtgactatg
  2913961 gtgttgatga atttaagaac aatgttttag ctcttgctca cactgctaag ttttttgatt
  2914021 taccagttat tttaacaact agctttgaaa acggacctaa cggaccttta atgcaagaat
  2914081 tggttgatct ctttcctcac gcacaaaaaa tagctcgacc tggacaaatt aacgcatggg
  2914141 ataatgatga ttttgtaaaa gcaatcgaag aaactggaaa aaaacaactt atcatcgcgg
  2914201 gcgtagttac ggacgtttgt gttgctttcc cggcactttc cgctataaaa gctggatatg
  2914261 aagtatttgc tgttactgat gcttcaggaa ctttcagcaa acaagttgca gatgctgcca
  2914321 atacgcgtat ggcacatagt ggtgtgcaac ttatgaactg gtttagcgta gcttgcgaat
  2914381 tacaacgcga ttggcgcaac gatgtcgaag gttttggcaa tttacttgct agtaatcttc
  2914441 caggttatca aaatataatt ggaagctata tgggagctca acgagatctt agtaaacaaa
  2914501 atgcataaat gtattccaca gaaatagctt taaatcactt ttttaaagta gatagtataa
  2914561 aattagtgct gattaaatca gcactaattt taaattaaaa agtatagcag agcttcaatt
  2914621 aacagaagat acattacttt caacaaataa ttataaacaa ttaaaaaagg agccttttat
  2914681 tatgagtaat ttagaattgt taaatccgga gaacagtgcc ttaattttga ttgattttca
  2914741 acctcaaatg acttttggag ttgcaagtat tgatagacaa acattgatta ataacgttat
  2914801 gctgcttgct aaatcagcaa aaacttttaa cgtacctact attcttacta cagttgagac
  2914861 acgcagcttt tctggttatt tttggccgca aattcttgac atattcccaa accatgaaat
  2914921 tatagaacgc agttcaatga actcttggga agatccaaaa tttgttgaag cagttaaagc
  2914981 aacaggtaga aagaaattaa tatttgcagc actttggact gaagtttgcc ttgcattccc
  2915041 tgtgcttgaa gcaattaaag ctggctatga ggtgtatgca gttgatgatg cttcaggtgg
  2915101 gactagtttg acagcacata acgctgctat gcgtcgtgta gagcaagctg gtgcaattcc
  2915161 agttacagca attcaagttc tacttgaata ccaacgtgac tgggcacaca aagacactta
  2915221 tgatgctgca atggagattg taaaggaaca cactggtgct tatggtcaag gtgtagaata
  2915281 cgcatatact atggtgcatg gcgcgcttcc aagcaggaaa atatgaaaca cgaaggagta
  2915341 gctgtcgaag aggctcatac agagaacacg atggatgctg tcgacccagt aacaacaatt
  2915401 gttacatgga aaattcaaca agggaaagaa aaacagtttg aaacatggag acatgaaatc
  2915461 gaagctgccg ctactaaatt cccaggacat ttaggcgtaa acctaatagt cccaagcaac
  2915521 aaatctagag agtatactgt tatttttcgc tttgatacgt atgagcatct acgtgcttgg
  2915581 caagaatcag atgttcgccg ggatttgtta aaaacggccg agcaatttca agttactaat
  2915641 ccaacttaca aaactgaaag cagtttggct tattggtttg ttactccgaa agcgccagtt
  2915701 ccaccgccaa aatggaaaat gtctatcgtt acccttctgg gtgtatggcc tcttagcatg
  2915761 ttagttccta aattgatagg acctattata aaacatatga atcctattat gtccgctttt
  2915821 ttcgtttctg tatgtatagt gtccttgcta tcatgggtag ttatgccgat tttcggtaaa
  2915881 ttatttcatc catggttaca aaataatagg aagtagacga ggtgtgaata tgaatgtacc
  2915941 ggatatgatc ttatataacg gaaaaatcac tactcttgat ccctctcaac ctgaggtatc
  2916001 tgctatcgcc ataactgatg gtttaataac tgcagtaggt ggagatgagc ttcttaatag
  2916061 tgccacagaa aaaacaaaaa aaatagacct taaaagaaaa agaactattc caggcctgaa
  2916121 tgactctcat atacacgtta ttcgtggcgg tcttcattat aatatggaat tacgatggga
  2916181 aggtgtgcct tcaattacca ttgctctcga aatgctcaaa gagcaggcaa ggcgtactcc
  2916241 tgctcctcag tgagtaagag tagttggagg ttggtctgaa tttcaattta aagagagacg
  2916301 gatgccaact ttggaagaga ttaatgctgt ttctgaagac acacctgtct ttgtgctaca
  2916361 tctttacgat agagcacttg taaatcgtgc agggctgcgt gcactgggat acacaaaaga
  2916421 taccccagac cctccaggtt gcttaattga gcgggataaa cgagggaatc caacgggcct
  2916481 tttaattgcg aatcctaacg cttctattct ttattcaagt ttgggtaaag ctcccatact
  2916541 taattttgac gaccagatta actcaactcg ccattttatg cgcgaattaa atagattagg
  2916601 tattacaagt gccattgacg caggtggcgg tttccaaaat taccctgacg actacagagt
  2916661 tgttgaacat ttagccgaga aggaacaatt aactttacgt attgcttata atctatttac
  2916721 acaaaatcct aatcatgaat atgaagactt tgcttcatgg gcaaaaattg tttctccagg
  2916781 tcaaggaaat gataagtata aaatgaatgg tgctggagaa atgttagtat tctctgcagc
  2916841 tgattttgaa aaatttcaaa tgccacggcc cgaactagct acgatgatgg aagctgactt
  2916901 aaagaaagta atttctctat tggtggaaaa ccgttggcca ttccgtttac atgcaactta
  2916961 tgacgagtca atcacacgtt tcttaaatgt atttgaggaa gtcaacaaag aaattccttt
  2917021 taatggtcta cgatggtggt ttgaccatgc agaaacaatc tcagatcgta gtatggaacg
  2917081 tgttaaggct ttaaatggcg gtattgccat ccaagaccgc atggcttttc aaggtgaata
  2917141 ctttgttgat ttatacggaa aggaagctgc aaagcgtact cctccgattt atcgtatgtt
  2917201 agacctaggt atacctgttg gcgccggtag tgatgcaact agggtttcca gctataaccc
  2917261 ttgggttgct ctttactgga tggttgccgg aaaaaccatt ggtgggcttt ccatatacga
  2917321 cgaaaaaaat aaacttgata gaaaagtagc cctggaatta tattcaaaag gaagtgcgtg
  2917381 gttctctggt gatgaaggta aaaagggaac ccttgcagta ggtcagtttg ctgatattgc
  2917441 tgtattgtct gctgactact ttactgtgcc agaagaagaa attaaagacc ttgaatcatt
  2917501 acttaccatt atgggcggac aggttgttta tggaaatgat gaatttaaaa atttatcacc
  2917561 tgaattgccg ccagcatcac ctgattggtc accgacggga gtttatggtt atggtggtgc
  2917621 taacttagcc cacactattc tttctcacga ttcccatgat aacaagttac atagttgcag
  2917681 taaccctctc catcaacata ctcataccgt aataggaaaa gatggaacta aatggggtat
  2917741 tggttgtact tgctttgctt tctaagtcaa aaccaccggt ataatgccgg tggttttctt
  2917801 tatgcaataa gaatacagca gtatatccct aatggaatct attactatgc gataagaccg
  2917861 aagagttaat tgattaaatt gacttgtttt taacagcctt ctctccttgc aaagtctgtc
  2917921 cttttccctt ttgaagtgac tacaccacac atatacatct acttgccctt tgactgtaat
  2917981 ttaggtctta tcctaagaat tatgtatcat ttttaattct cacactataa tcattattat
  2918041 ttctattata ctaatacttt ttcaggttca tttaacttct gcataaagat acgtgctgca
  2918101 aaacttaaaa atttatcatc aaagtgaata agattaatat cttgccttgg tgtcggatca
  2918161 ataatacgaa ctatgctcaa ggtatcatta ttaacaaagt caaccagcga aagaggtatt
  2918221 atggcaaccc catgtccatt atatacaagg cttaatagag aaatagaaga ttttgtttct
  2918281 atatttgctt cagataaaga taaccctaac ctctcacaat atattttaat agattcacga
  2918341 caactacatg aaaccattat tctactcagt cctactaatt ctcgaaaaga aacaaatgat
  2918401 gtttcattca aaggatgatt ttttggaatg acaaggacaa gctcttcact atacaaaagg
  2918461 gtgcttgtta atgtgtctgg aatttgagca ctacgcgtga tgcctatatc aatattttta
  2918521 tcaacgattt gatttacagc aacttcggat tctataattt ttacaacgat gttgggataa
  2918581 tgttgttgaa acttcataat ataaggtgtt aaataagtga gatcctctaa tagaccgcct
  2918641 atagtaatca cacctctttt tacacccttt aattcaaaaa tttcattata aacgtcatca
  2918701 aattgttgca tgataaattt tcctttatca aatagcagct tacccgcttc tgtcattttg
  2918761 atacctcttc caactcgatg aaacaaaggt gtatcaagtt caccttctaa cacacggatt
  2918821 tgttgactta aagtcggctg tgaaatacct agaacttccg cagctttagt aaaactatta
  2918881 ttattacaaa cttgaataaa gtactctaaa tgacgtaatt ccattcttga tacccactct
  2918941 ccgctttatg aaagatttat aatgaaaagg acaatatgta tatgttaaca taacaacttt
  2919001 attccccact gtactaattg caattatatg atttattcat tttgtattac aatacattta
  2919061 ctactactta ttaatttttc ctcctatttt tttaatttat atttaattag gatattgcta
  2919121 aacagaaata tcccctacaa acttacaatt tctgtgcgta atatcctaac tttttcaact
  2919181 gtttcattat cattttctct caatatagtc caaactacca aatatcttcc gaatcccctc
  2919241 tttatgctga ggaaaaatag tatccatcaa ttcaatacct tctgaattaa ttgacaccta
  2919301 cgtgacacgg cggtctttag gacatgattt tcacctcttc ttttccaacc tatccactac
  2919361 atacgtggta ctactactta caagtaatgt tttgctttca agtttttgta taggctaatc
  2919421 acctttactg tatagtagct taagcactgc aaattcagtt ggattaaatc cgtaactttt
  2919481 tatatcctct tcaatacact tagtgattgg ctgtaattcc tttgataata taacaaataa
  2919541 ctttaaagat aagctttcat cgtcaatcac gctcataatt accaatcctt tacaagttat
  2919601 cttgaattcg agatttatta tattatcgtc aaaatattat gtcaatcatt cattttagct
  2919661 ttatcaagcc acttataatt tatttctcaa cataagacat atggaattag aagaaaacaa
  2919721 ttgttactat ataagtatct caattacgtt atttctttta aagagagctt gtttttaatc
  2919781 acaagttctc ttttgcaata ttctaaattg gaccctaaca aattttagag tatatgatat
  2919841 agtttttaaa caaagattag agctctccta caagaaggag agctctaatc tttcatataa
  2919901 atattcacca tttttatcat tgcggggaca tcaaaacttt aacttgatgg ggatatgata
  2919961 ctacctcaat tcatacatag tactaaccat atatctatca tattttttat aaacaggatt
  2920021 aattagattt aaaaaaagat ttctttttct ttactcgtaa taagtcacct gtccatcctt
  2920081 tgactcgcat atataaatac atacctcctg ttgtgaaaat gataaataag agagcgatta
  2920141 aatagctata tttccattct agttcaggca ttaaaattca tcccccacaa tgctcctaag
  2920201 gccgtcaaag gtgtacttac agcagttaat acagtaagag atttcataat ctcattccca
  2920261 cgatgagaag aaacaacttc ttgtaaatga atcatcgtgt ctaattcttc ttggtactct
  2920321 ttaacaagtt gtaatccacg ctctaatttt acgtgtgttt gtttataaca aagggtgttt
  2920381 gttaagtttt ctaaccaagc ttctttcagg ccttgtaata cttcttgtat taagcggaac
  2920441 acatgtgtgt tcataaataa ttcatgacga atatgataga ttctttctaa aactgctatg
  2920501 ttattatgat gataaaaatc ccataataca tttctaaaat tgttttcgaa atagtcaacc
  2920561 tttcgtaagt agtgagatat aaagattgat aagatagcac ataatccttc agcggaacta
  2920621 ttacaatttt tcacactaaa agaggaatta tgtattaatt tttggaaatc ctcttcctct
  2920681 ttttcctgga ccgttatcag tattccatga gctacgaaat aatgaagaaa tttttgaatt
  2920741 ttggcatcct ttttatcttg atcatataaa aacgaaccat atacacaagt ttgacttggt
  2920801 gataacgtat aaacatataa tccattctca caaggagaac ttattttctt tacaaattga
  2920861 gagaaataag atgttacatc acgagggatt atagaagaaa atttttcaag ttcactagtt
  2920921 cttacatgat accaactcca tttcggcatt tttatgcatt ccatattatt catcctttct
  2920981 gaatagtttt atgtttgatc gaatcatatc cgtaatatgt aatttgtatg taggtattca
  2921041 tgtcttggag gaaaagtttt tagagcaact aaattacaaa ataaatggca tagggggcct
  2921101 tattctgtta aaaggaagac cccctatata ttagctattt ttattctcaa ttttaaacat
  2921161 ttcctctata taagcacttt ttatcttttc ttataaagga ttttttatat gtggaaaaga
  2921221 agctacataa tttggcacgt ctattcagtg aactccattt cggtcgttat tataatttag
  2921281 attcatatac agattgattg gtgatgtcgt caaatacttg acttccaatc atatagtacc
  2921341 catgaagtgc agcctctttc gaagcgtcta ccatacggaa agaagaaatt tcaccttgca
  2921401 ttttttcaat tcgttttttg tggagatcta ctattcctcc tgtccaaata atagtgtcat
  2921461 actggtctaa cttaaattgt tcttgtaata cacgcataac gtcttggaag tgtgcatcca
  2921521 actctttttg aatcaaaata tgaacctgat ttgtctgagg atcttcttct cgacctccat
  2921581 atcctttttc taatatgttt ggcatatcgt taatatgcaa gtgatcactc tctcccgcat
  2921641 gattctgcac gatattctta atatttttca aaggcttgct acatcctagt tccgtctcat
  2921701 aatgatttaa aatgacattc tgtttcatat ctgtcatttc taatgtacga aatccaccat
  2921761 caataattaa gatacgatct cgttcctgaa tgattccctc ttttaagaaa taagcatgta
  2921821 aagcgaccgg ttgctgaaga atcaaagcat tttccaccgt aatatgaata aatttcccat
  2921881 caatttgtac ggaagtttct ttttttagtg cacgttgtaa ttgctcatgc tgactaccaa
  2921941 aataagtgac aggaagcccg gtaacaacta aaggtaacac gacattttct ttataatcct
  2922001 ttgcaatgca accaaatatt tgttgtttaa actgttcgct ttcataataa ttttctattt
  2922061 cttcttcaaa tggaggaaga aatgaagcgt cagattgatg cgcttcattt cccatgtagt
  2922121 atgcaaagtc taagtctata aaacttacct ttgttaaatc ttcactttca tcatgattag
  2922181 gtacaggggc tagtgtggaa gcttcactct taaccgtcac ctcagaatct tcatcctgtc
  2922241 gatatactcg cttagtaaag ccgattccta catcaattgc atacaaagat ttcatacttt
  2922301 tttcctcact ttctattttt agaattaaat ctaagcactc tcttctttcc cttctttcac
  2922361 atatttcttt tcatttttcg ttttttcccc gtctatttcc ttactatttt catttttttc
  2922421 gtaatccttt tcatcttttt tctttttatt attttcgttt tctgttaaat ctttaatggt
  2922481 agaaataaca actggtgtgg ctgtaagcag ttgtggtaat gtttgttttg caacattagc
  2922541 tgcagttaca gagaattgtt tacttgtctc agttaccttc tctaatgttt cctttatgtt
  2922601 tccttcttgc aatttgtctt ttacgttttt tcctgttgtt tgtatagctt tccgattttc
  2922661 tttttttaat agggagacta tgactccggt cgcaatccca atcacagtat atttaaatat
  2922721 tgtatgtttc atttttctca cccttctcta cttttaattt cttccatgct acaacctaaa
  2922781 ataattaact tatctattta ttagatagtg caatctatta gagagaatga tagttttgcg
  2922841 gctgcctatc actcgccgtt agtgtttcat ctgttactag gagtaaaatt ctcccttgat
  2922901 ctagtttttc ttcatataag ttagcttcct ccttcgacaa ccccatttct tccatttgat
  2922961 ttcggagctc gtcccctttt ttggagaaaa agttgataat acttgtgccc aatccttgtt
  2923021 cttttactcc aatcgtattt gtgtttgtat catccgcaat cttttttgtt agatgttttt
  2923081 catgtgttaa gacgtaaatg tcatcttggt gaatcccttg caattctagc tcttttactt
  2923141 tcataactac ttcctgttca ttttcatatt catgaaccac cggttttctt tcattcttat
  2923201 gcattgtatt tttcctcctt tagatttttt atttagttgt tatgtaatat gtaatacacc
  2923261 tattttaaag atgttaaacc taaattttca aaaaatttta tgtaataggt tattaatgtt
  2923321 tttgaatatc caagcaatgt catgagaact ttgcttccat aaaagtgtta caaataacga
  2923381 tttgtttgga aggcaagtcc cttattttat agaaaatttc tatttggaaa aagttacaaa
  2923441 aggagtacaa gatacttttt tcgttaatta aatcaaaata aaaaaacagg ttatttggct
  2923501 attcattccg taagcttaat actcaagtta atcttttttc acacggttaa actttattaa
  2923561 gaaaacttta aggaattccc ctctatattt ataagaattt ttttctatac tgaatcatgt
  2923621 aaatgaacaa aaggagaaat gattatgaag aaatttgtac tttgcatact aggaataggc
  2923681 ctacctatat acttactacc tttcatatta cgaggggatt ttgatagatt taatccgatt
  2923741 gctgaagaaa aaaatgtata cgccattgcg aaggggtatg gtgttccaga ttaccatcat
  2923801 aaaggacgag ctatgtactc actaaaaagt tttgatgaat ctgggagcag gaacgaatat
  2923861 acagtaggaa ctagcacccc taatgatttt ataagaaaaa cttacttgag aattcatgta
  2923921 aaaggtaagt atgtttactc gtacgaggct atttctgaaa aggatattcc ggagaaaata
  2923981 aggaagcaat tagaggtaga aattaaataa aagagcccac tcgtatgagt tggctctccc
  2924041 gtctatcatt attgttttaa taaccattct tccattactt tcactgtttc atctcgttgt
  2924101 gcttttgatg taattaagct cgcattatca cctttttgct caccatacat accaaaatga
  2924161 gcatggtttc cgccttttat catgtgcata gttgtattct ttgacatgaa ctttttattg
  2924221 ttctctattt tttctacagt tgctaacgca tctacttccc cataaattga taacatcgga
  2924281 atcgatttcg tagagaaatc atctgcagga tatgaaccta agaaaataat cccatctacc
  2924341 ttatcttcat gttgaaaggc atacttagaa atcatagctc cgcccattga atgccctgca
  2924401 acataccatt tttgaacttt aggatactgt tcaattacac tgtctacttc attgattcca
  2924461 agtatcgcta aatttaatgg taacttcggc atgactacaa aatgtccatc ttttgcaaga
  2924521 gcttctccta aataactata agcttcagct tctactttag ctccttgata aaaaataact
  2924581 cctattttcg catctttctc tccaaaaact atatgatctt catctttttt atcatccact
  2924641 aacgacatag cctctttcgt tggtttataa ctaaactgag accaaacaaa aaaactaata
  2924701 cttcctataa gtaaaatacc tagtaaagag tacagaataa tttttatcca tttcttcaca
  2924761 aagatgacct ccctaagatg tatatattct atattttaga ttaccattaa taaacataaa
  2924821 aactcgagca tttttattgt gctcaagttt tcatttacgt ctttaattta tactataaat
  2924881 tgtccaagat aaatatgtag caaatgtaga ccataaaaaa tatggaatta gcaaccatgt
  2924941 cgatacttta gataatttgg aagaaaccgc tatgagaagc aacgtagtaa tagcgactag
  2925001 taaacaatct actgttgcta aaaataattt tttttgactg aattgaaaat agctaaacgc
  2925061 ttgattgcat atgtaattta aaaggaatac aaaccaaaat gtttttggct tacatccata
  2925121 tttgttataa ataattgtaa ctgataatgc aatcagtcca tataatatag cccaaatcat
  2925181 tccgattgtc atgccagaag gtgtccaaga cggcttttct agcgcatcgt accacatacg
  2925241 atcaatagga aataaaatac tagaaacata aaacaaacca tatgttagta aaaatactat
  2925301 gatactagaa tttttcataa acattctcct ttttcaatag aaggttttag aaactttata
  2925361 tgattagtat gtccttgtaa tggataaaat tctaatattt aaattttaaa tacatattgt
  2925421 ttaacctatt tcatacgaat tctttcatac ttttatatgc acaaagcgct ctctctcgtg
  2925481 ctgccttatg atcaacgact ggcaaaggat atgtatgacc aagctgtata ttggcctttt
  2925541 gtaaaatatg ctcaggtgct tcccacggtt tatgtatata tttattaggc atatctttta
  2925601 attctggtac ccattttctt atatactctc cgtttttatc aaacttttct ccttgtgtga
  2925661 tcggattaaa aatacgaaag tatggtgatg catctgctcc acttccagca acccattgcc
  2925721 accccattgt attatttgca atatcagcat ctaatagtgt atccataaac cattttgctc
  2925781 cttcttgcca cggaattaac aaatgcttta caagaaaaga ggctacagcc attcttgtgc
  2925841 gattatgcat aaaacctgtt tgccacagtt ccctcattcc tgcatcaata aacggataac
  2925901 cagtgtcacc tttctgccat actcttaata actcctcttc attattccac ggaaaatgtt
  2925961 caaagctctt attaagaggt ttatatgctg taaacggata atgatatagc aaataataag
  2926021 aaaactctcg ccaaattaat tgacgtataa aactatttac ttgtttttca aaaagactac
  2926081 attggctttc tgtactttta tttattaagt aatgatagat tagcttgact gatatttgac
  2926141 caaatgaaag ataaggcgcc aacattgaat gagcattttg atttggaaaa tctcttcctt
  2926201 cactataaga ggccaatttg ctagagaaaa attccttcca tgttttgtat gccccttctt
  2926261 ctgtaggctc ccatattgat tccatatgag atgtccacgg tatagtcggc aacaagtgta
  2926321 attctgaaac agataagctt actggtaaag agtttcctcc ctttatactc tgcactttac
  2926381 taattggctt atgtattacc tgcttttgaa atgcattgta aaaaggcgta aacaccttat
  2926441 attcagtgtt atctttcttt ttaataaccc aaggctctaa taataaatgt gaattaaatt
  2926501 ccttacagat cataccttta tgttctaaca tcattttcat tttttgatta gattgtaatc
  2926561 tgtccggatc ataacaaata ttccaatata cagccgttat acctaactgt tctacgagag
  2926621 aaagtatttc ttcttgcgta cttcctttac gaatgattaa agtagagccc aatgcctcaa
  2926681 gttgcttctt tacatctatt attgcatggt gtaaccacca ctttgacgca cttcccattg
  2926741 aaaaagtttc atcatgtaca tataccggaa caacctcacc ggactgagcc gcttcaaata
  2926801 gagctgggtt atcatataag cgaaaatctt tttgaaacat aacgataatt ttattttgca
  2926861 tggctatcct ttcttactct taaaacataa taaagtgaaa ctttaatcaa cccgatcccc
  2926921 acctaacttc tttgcttccg ttgatttttg aggtgggggt aatgcggggt aaattttatt
  2926981 atacaacagc aattcataca taaaaattta tttgtcctta ataaattaat tcatgcattc
  2927041 agctacttta ttagcagaaa ctttaaccac cgtttctttt ccacctgttt tatcaatcat
  2927101 gaagccatga actttaacat cagaaggtac taatggatga tgacgaatca tatctatgct
  2927161 cttctcaata ttttcactaa cattttcttt tccacttagc cattcctcaa ggctaccatt
  2927221 tgaaaattca ggcatgcaat tttcaaagag ataatctagt tccttgttat tttttatgga
  2927281 atcacgttgg atttgtaaat taactacatc tgttttttta tcctctattc cgacaacaaa
  2927341 aatttcttcc acattttctt gataaatagc gataataata gacctcatta tatctccaaa
  2927401 aggatgtaca attacagaat cgcagctgtg tatagtcaac atattttctc gttgaatgtt
  2927461 agttacttgt tgtatgatag gctctattcc gtgttccatg tctgttaaca ataaaacctt
  2927521 tttattcttt gcattcatat atagcactcc ttcttcatga ttgtatttat agaacttttt
  2927581 aaactagtaa caattgttga gtattcatta cataattgtt accaattttt ccaacgtccc
  2927641 tctggatcaa cactggcaag tctaacccat ccattttgaa ctttttctcg aaatgtgaaa
  2927701 ttattattta gcaaacgttc tatatattta gtaggcgctt gaattacaat taataaacga
  2927761 agtggtgaat gatacgtctc acgatctgat tgcataacgg attgccaagg taagcctggt
  2927821 aacaggtcac ttgcatttcc ttgcataaca ccaagacctg ccgttacagt ttgggttgct
  2927881 ttgtttccac taccataata atgaggggct acagttgaag cgtaatattg taaattgatc
  2927941 cactgagcta ctgttcctgg tccggctatg atgttagcta atatatcgcc actttcatcc
  2928001 tgtttccaat cataattatg aaggaaagcc ctaccttcta ggtcacactc ctgagtcaat
  2928061 tcacgttgcc cgataataaa agatgcatta cgtgctaatc cccattccgg acgtatttca
  2928121 ctccaatctt ctgcaaatcg gtgtgcctct ttactcggat tttttatttt cgttttaaaa
  2928181 tgaggtaatt gcattaaacg ctctctattt gcatgttggc tcacatttgg cataatggcc
  2928241 tcaatacaat caaatgcttc ttgcgcagtt tccgaaagtt ctggaacgta aatccactct
  2928301 aattcatcca ctgttgtttt atgttcagct gctgcaaaaa tggtgtcatc gggaatttta
  2928361 ataccttcag cagacaacgc ctctctcact tctggaagat tacataaagt agcgaaaact
  2928421 cttgcattaa atcctcccgc tgctccgcca cacgcaccac actcaagcgc tgcagcataa
  2928481 ggattgttcg tactttgact actgtggccg cacattacaa ctaaaggagc gaaaccttct
  2928541 gttaatccca ccatttttaa agtttgacgc acatagttca ctttttcttc tttcgtaaaa
  2928601 ccgatcggta tctcacagtt tgtatcatga acatgattaa gcgagaaagt tgtatcaggc
  2928661 ttttgcaaca tatttttacg aaggttacga atgaagccac ctactcttct tggcacaaaa
  2928721 ctccttgtca ccatttgtaa accaagtaaa ggaccactta cttcaggtag caacatactt
  2928781 gtcagtacgt tctgtttcat cgttttaaat gtataacgta ccgaactgcc taccatctta
  2928841 cgttgttcat aagatttaca ttcattttca tctgttagct cttttatttg atgtttcggt
  2928901 tttaatataa ctggcaaaga aggatggctg tcattactac ctagttcagt agtcgcaatt
  2928961 ggtaacccaa agaaaccagc tattccaaac gtttcgaacg gacctaattt ttcaaggtgg
  2929021 cgacgaaacg gttctgaacg tacatcaata caaaatgcta attgagctac tacacgcttt
  2929081 ttatcatgag ttgcacgttg cttagaagca atcttctccc ttaattgctc tgcatgcgtc
  2929141 tgttcccaag cttctagcca aagtttcttg cgagtatttt catcaaagcg ataagcgaat
  2929201 gccaataatt cactttgttc agttgcagac atttgtaacc atttctctat tgaaatatcc
  2929261 ccccaataga tccaagaagc tataagtggg acgatcgaaa cttttttctc aaccttttga
  2929321 ttttttaaag gtaaatacgg ttttacaatg gctagctcca tagaaagtcg aactgctaaa
  2929381 tattctatga gaagttcctg ttcctcaatt gattgttgcg agcgccatcg tatcattcct
  2929441 gcccatccag gcaaagaaag taagtgccct tcaaggtaag cttgcatgtt agattcagaa
  2929501 attcctaatt cagataatgc ttttgttaaa gctataaggg catcttctgg ccaatctttt
  2929561 aaaactttac gttcagtttt actgagcgct ggatcaaatg taataaggtg ttgccacgca
  2929621 cgataaaaac ctttctctcg atttggcatc gcccaacttg ccccggcgtc atcaagatat
  2929681 aatttacacc atttaataat atgataatta agaatatccg ataggttgtc accattttga
  2929741 ttctctataa gcgagcttat tggttgcata gaagagtctt tcatactccc tgtatttaca
  2929801 taatttattt cttctgccaa tttatttaat tctggcgatg ataatagact agaaggtaat
  2929861 ctttctaact ttaaagcttc ttgacaaaaa cgctccgctg tctctcgcgg catatgaaaa
  2929921 gattgtgaat caagccaacg agacaaggca atttgtaaaa atgattcctc aatctcacct
  2929981 ttcgcctttg ccgaatgaat catggaagca ctaggataaa tatccacatt acgagcttct
  2930041 tttaaccaat ttgcaacttg ttcaaatgat tgcttttcca gccccatcca agggtgatga
  2930101 gctgcaaatg tagagatagg ccaaagtggc gcaatcactc ggctagccga tacaactaaa
  2930161 tcatttatat tattttcttg tagatcaata tttttatctt tcttttttaa agtctctttc
  2930221 cttaatattg acggtatgct catcacgaat tacctccctt tgatacatca tgtttcagat
  2930281 agcttggatg actttctact gactttcgtc tcgcctcacc tactcgaact gaccaaagat
  2930341 aaagtacagc ggataaagta gaagattgat tacgagtaac gaaagtacaa ataacactac
  2930401 taaatagtaa gatacatata acaaagataa cggctggagc tgaaggttga acactttgat
  2930461 acatgtcagt gtgcaaccat ttataaagag aattatgaac ggtaaagtaa atgagagaaa
  2930521 atccaatcaa aacaattaag ccagcaattc gtcccattct tccctctcca aaaacaacaa
  2930581 gctgtttcca agaaaagtat agtgaccagc ctaagattaa cgcactaact aattgatacc
  2930641 cctctccaga agttataaac cagaaagcaa ttgctataaa taaccctaaa acacgcccga
  2930701 ctatcatcca taaattggac atctttttat tagactgctt cactacctca acacgttgta
  2930761 ctgaggaacc agcttgtaaa aacagtgtgg ctttaaataa accatgtaaa attaaatgaa
  2930821 taacagctgc taaataagcg cctaatgcac attgaatcag cataaatccc atttgtgcaa
  2930881 tagtagatcc tactagctga cgtttataat caacttgaac taaactaatt cctgttccta
  2930941 ttaagacaga aatactagag aaaattagta aaatgatttg tgcaatatca tcatgaaaaa
  2931001 gtggcgaaaa tctagttaac atgataccgc cagcatttac taaacccgca tgcataatag
  2931061 cagaaacagg agttggagca acagctgatt caattaacca tctttgaaaa ggccattgtg
  2931121 ctgctggaat catcacagct actataatca ataagttaat tcctgttttc tccaatgttc
  2931181 caaattgggc tacattttca ttcgttacaa ctgatgttaa ctgccactgt ccagttattt
  2931241 gaaacagcca aatgatagct gatagtaagg cgatccaact tattgtaaat aaatagccag
  2931301 agatttttgt tgcttcgcta actactttcc accctttatt tagcccgatg agtagaacca
  2931361 atcctataag tgttgcaccc caacacataa tcatgaagcg aagatcatca cttaaccatg
  2931421 caactgaaga tacacctgta gtaaatgtaa aaagtgcaaa gtattttcga tatgagcgat
  2931481 ctcccattaa gtaacgtaca gaaaatcgct gaatgattaa accaattgta agaacgaaga
  2931541 aagccattaa ccaagctaaa gtatctagat gccaaggccc cacaactcta tctccattgt
  2931601 tattaacaag tgcaagtaaa gaaaccaatg aaggcaaagc agcgatacca atatggatat
  2931661 gaacaaaacg taaaggcatc cttgcatgta aaaacaataa tccacttagc caagaagcac
  2931721 taagcgcgat aaaaaataat gttaacagtg ttgatgaact tagcgaaatt aacatgtaaa
  2931781 atactccctt ccaaacgaaa ataacctata aaaattcctt ttcattacga tagtttttta
  2931841 atttcaattt ttattcactc tttttagtac atcgtttttt ccataaaaaa aaccgacaac
  2931901 ttccataatt caatgatttt atatcatcat tgaattatgg agattgtcgg tttcacttca
  2931961 actaacttca ataaagtttt ttgaagagct cccattttat agaggataat aatgtatgta
  2932021 ttaatcctat taaaaataac agtatatctc tgatctccta gattatgcaa tcaatatatc
  2932081 aatttatgtt atgcgctatc cttcaattaa gaaacttttt catttagtca atattacata
  2932141 ttaaaaaaat gctaaagcct taattatagc aaacagttaa aataagcatc tattaatttt
  2932201 taaaacaatt ataagataaa ccatattaag tagtttgtca atttatttat ccgttttccg
  2932261 aatcaaaatt cattatacat aaataatttc aagttttctt gttttctaat cattaccttg
  2932321 ttaataagat aaaataaagt acacaacttg tagatttctt aattacctca ctgcattttt
  2932381 agtgtatctt ccactacccc tacagtggtt ttaattttta aaatttctcc tcaagattat
  2932441 gaaacaattt aaaaatcatt actcgttcac cagtacgtga gcttatatcc gtatgaaaac
  2932501 ttttcacttc ttctccagtt aattctaata taatctcttt caaatcgtca attccagatt
  2932561 caactagctc cgaacgattt ttctttatcg ttagcatacc gtctttcgtt tcacaaacag
  2932621 tatattcagc cggtgttaaa ataccttgta aatttacgat aatcatatcc cgtaatatat
  2932681 ctgtcttaac ggatatagac ccgcgtccta ggtagtcctt ttcccagtgc gtaattgctt
  2932741 tacttatctc tgactcaata gagccttttg agtttttcat ttatgtatcc tccttcaata
  2932801 aaataaattt acaataacaa tataataatc tggattgatt ttattttcaa ttattgagaa
  2932861 caatttatag gaatcgttgt aaggtatcct ttagtattaa aacgaatttt catattacga
  2932921 tatacgtttt ttgattatcc tcaacaaaag actcttacta taaagactct gttgaaaagg
  2932981 acattgcgga gaaaataaga aagctcttat aacgtaatac ataaacgaaa gagccgattt
  2933041 ctttataaaa tagtaaatcg acttttgtct tagttattga tttagtcata aaaacacttt
  2933101 ttaaaagaaa taagcttata ctatagacat tcatttttct agaaattcaa acgaaaatgc
  2933161 ccctcatcac tgtatatccc aaattcatac cctttctctt tataaaattt aatgatttca
  2933221 ggaagaagtt gtaatgatat ccttactaat gaaattctat tataattttg taattggaat
  2933281 gcatttgaat taaataaaaa cccagaagga attctattat ttggaggtat cccaatgagc
  2933341 cttttaatta gagagttaga aacaaatgat ttagataatt tcccggagat tgatgacagt
  2933401 tttatagtga atgctcggtt aatgctttct ctttcaaaag taaatagacg catagaatat
  2933461 acagtagaag acgttccgag ttatgaaaaa agttatttac aaaatgataa tgaagaactg
  2933521 gtgtacaatg aatatataaa taagccaaat caaataattt acatagcact gttacataac
  2933581 caaattattg gattcatagt attgaaaaag aattggaata actatgctta catagaagat
  2933641 ataacggtgg ataaaaaata tcgtacactc ggggttggta aaagattaat tgctcaagca
  2933701 aaacagtggg caaaagaagg caacatgcca ggtatcatgc ttgaaacgca aaataataat
  2933761 gtcgcagcat gtaagttcta tgaaaaatgc ggatttgtaa ttggtggatt tgattttctt
  2933821 gtttataaag gcttaaatat gacaagtgat gaagttgcaa tttattggta tttgcatttc
  2933881 gactcttaac gttaaacata gtcaaaataa aaaccccaat ctctccatat taaaattgag
  2933941 aaattggggc taatttattt catcatattt ttatttaaaa caagtaacta attagtaatc
  2934001 ctgctgataa taagaagccg aaaatcgtat ttgtcatcgc tgttgatttc attgcgatgc
  2934061 gcatatatcc gggatctttt gctccttttt ggaaactttg aattgcagaa attggctttc
  2934121 tcaaacctag gaacatcact aatgcccaag ggcttatata acccatccat acaattaccg
  2934181 cgatccataa ataagcaatg aaaaaggcta tagcaagtgt gaccactgct ttctctctcc
  2934241 cgagaaggat tactaacgtc tttcttccac ctttaatatc ttcttcgata tcccggatgt
  2934301 tatttgacat gttgattgca ccgactaaaa ttccaattgg aatggaaatc aatacacttt
  2934361 cagtcgttat cgtattcgtt tgaataaaga aagcaatgag tacaaaacat gtccccatta
  2934421 acaatccaga aactaattct ccaaacggag tgtacgcaat tggtaatgga ccacctgtat
  2934481 ataaatagcc aaccgccatt ccaattaaac cgatgacgac taaccaccag ctactattca
  2934541 tacaaatata aactccaata attgctgcta ctacatacaa taaaagcgca actgttaaca
  2934601 cattttttgg tttcaatcca tgacggacaa ttccgccacc gatgccaaca gaatcagcgg
  2934661 tatctaatcc acgtttgaaa tcatagtact cattaaataa gttcgttgca atttgcaatg
  2934721 ctaaacatgc aaccatcatc gcaataaata aaagccaatc aattttggca acataaagtg
  2934781 atgccaccgt tcctaaaatt acaggagaaa acgtcgccgt taacgtatgc gggcgcgtca
  2934841 tcttccatat taatttagcg gaactaattt ctttttctgt ccccataact cagttcgatc
  2934901 tccctacatt ttaagtataa attactagca gtatctttct atctatatcc tgccacgcat
  2934961 ctattatatc aaaaaatgaa ctggtaatag aactgtaatg ctcttgctta tctctctatc
  2935021 actcttaaat tcagtttttc aaaagaaagt cggttgctca cattcgaaca acggaccttt
  2935081 tttatagtaa ccaatttaaa acatcttcag caatctcttc cggcctatcc caatgcatta
  2935141 gatgtcctgt atttttgtaa agcttagtcg taatatcaat acgcttctta aattccgcaa
  2935201 tctgcaattc tcttattttt aaataatcat ctggaagatc gcaatacaac aataaaatat
  2935261 cgcttttaat tttatgcgat ttcaatgttt tatacaccgt atattgaaac ttaattacac
  2935321 ctctagcggt atcaccagta gcgtgccatt tcactttact atcttcttct cgcattaagt
  2935381 cataaaccgc acgttctatt aatggtgacc acctgctgta agcccgtttt tctgattgga
  2935441 tgaaagcttc tttactgtca aaaatatatt catcaaaatc tttttcgtaa tgagtgattt
  2935501 cttcttctaa tgattgtggt ggacactctc cttctttcgc atctttatat agctgcgcaa
  2935561 aatagtccgc attcattttg ccatgatgat aaccaccatc taataaaacc attttattca
  2935621 ctttttctgg acgttctgct gcatagtgaa gcgcaacgct tgctccccat gaatgtgcta
  2935681 ataggtgaaa tgtttctttt cctatgtgct caagtaatgc tactacccaa tttattaaat
  2935741 gggatgcacc gtaatcttca tccgtctcaa aatttggtgt tttcccatgt ccaggtagat
  2935801 caaacgatac aacatgatat ttatctttta gaaattccgc catttctata aaacttaact
  2935861 ttgtacttcc taaaccatga aaacaaatga tttgagggtt acttttatcc ccccattcac
  2935921 aaacacttgc ttggtattca ccaaattcta caaaaaagtg attcattttt aatctcctct
  2935981 aattattgga tgtaaattag ttccaattca aaattgtttt ttctgaataa ataaattcaa
  2936041 gaaaattacc caaatccctt tttcgtaaat gatttttata aaatgcgaga gttcactcta
  2936101 gttaaaagca ccaaacattt aacttcatgt ttatcgatgc taatatggtt agactacatt
  2936161 ttcaagccca tgaaatgaat atggtttaag aattgtatga ttcgtttatc atgaatgaca
  2936221 tactataatt acattcctca cgtgaacccc ttaattacca aaataaataa aactttctaa
  2936281 ggaatattgt ctttcatgcc atcccctcta tttttacata atcaaagcgt atgaaaatta
  2936341 gcagtcttta ctccttttca tgacctctta ctttacatgt ataagcatcg tttatgtcca
  2936401 ttatattaaa ctttcctcat tttaaaggta atgggatttg ggaaggtgat gcttttggta
  2936461 atattgtctc atcttcttta gaatctgtta cgaagcgaat gtaactaagg tatattcagc
  2936521 caaattatta ataaacatga tacaaaaaaa gagccaattc acatgagttg gctcttcctt
  2936581 accttataaa acttcaacag ttacacaagc tagattttac ttttgtaacc cattaataat
  2936641 ggtatctata ttccatttca tcatttttaa atacgtatct ccatcctcac ctgatttacc
  2936701 tagtgaatct gtaaaaattg tacctgcaat tggcacgttt gtttcttttg aaacagtttc
  2936761 catgctgcgt cgatctacac tagtttctac aaatagagcc ggaactttat ttgtttgaat
  2936821 tacacttaca acatctcgaa tttgatctgg tgtaccttga ttttctgagt taatttccca
  2936881 aatgtatccc gttttaatat catatgcttt tccaaagtat ttaaaagcac cttcactaga
  2936941 gattaagaac cgtttctcct cagggatttg atgaattctg tttactgtct catcatgtaa
  2937001 cttttgaagt tctgctacat agttgtcagc atttttagta tagaactctt tatttttagg
  2937061 gtcttcttta attaatgcct ttttcacatt ttcagcatat aaaataccat ttttaatgtt
  2937121 catccatgca tgcgggtctg gttctttttc taatcctttt gtctctaaat aaatagcttc
  2937181 tacgccttca cttactttat aaaccggtgc atctttctct gatttatttg ccgtttttaa
  2937241 tagcttttta aaccacgctc caccttcttc taggttcaat ccattgtaaa gaaccatatc
  2937301 tgcatctgtc attttcataa catcttttgg tagtggatca tattcatgcg ggttagctcc
  2937361 aattggaaca agactatgaa tctcaacttt ctctccgcca atttgcttca ccatatcata
  2937421 tataatggag tatgtagtta caacttttaa ttttccactg ccctcttctt ttccatttgt
  2937481 gttactagaa cacgctgtta atgcaaatac gaaaatacaa agtatcgata atacaacatt
  2937541 tttaaatttc atttttatcc tccaatcaat tatgacaact ctgctctatt ttttctaatt
  2937601 ttgatagctc tccaaaacaa accttgtgac ggtgagaaaa agaatgctaa tgcgaacaag
  2937661 aatgttgcaa caagaacaat tgtcgcacct gaagcaagat tataagagaa actaaaatat
  2937721 aaccctacta cagatgaaag tgcaccgatg cctgccgcta aataaatcat gacccataaa
  2937781 cgatttgtta ataaatacgc tgtagccgcc ggtgtgataa gcatggcaac aactagaata
  2937841 attccaacag tttgaaggga tgcgactgtc accattgtaa gaagaatcat taagccataa
  2937901 tgaatccatt tgttcggcaa tccataactt tgcgccattg ttggatcaaa agtggatacg
  2937961 agtaattctt tgtaaaacag catgacaagg ccaataataa ctactccaat aataagtgtc
  2938021 atccacatat cggaagaacg gactgatagg acgttcccga ataaaatatg atataaatct
  2938081 gaactactct tcataaaggt aattaaaata atccctacag caaatacaga tgtgaacata
  2938141 atccctatcg ccatatcatg tttaatacga ctattttgac ttacaaaacc aattccaact
  2938201 gcagtaataa cacctgttaa aacagctcct atgaaatagt tcattccaat catataagaa
  2938261 agcgctactc caggaagaac ggcatgtgaa atggcatcac ccattaatgc catacctcgt
  2938321 aaaataataa aacacccaat gacaccacag ataattccta ccataacgga agttaacaac
  2938381 gccttctgca gaaaactgta ctgcgttaat gcatctataa attctacaat cttcatgatg
  2938441 aatgtacctc cgccgcatta ttaaacaata ttccttgatt cacatatgct tttgacataa
  2938501 cagttggttc taacacttgt cgtacttccc cataatgaat taaactttta ttcaataata
  2938561 gtaatttatc aaaatacgat tctgctttac ttaaatcatg atgtacaaca acgattgttt
  2938621 ttccttcttt acgtaactcc ctaagaattt taataatggt ttcttcactt gttacatcta
  2938681 ttccaacaaa tggttcatct aagaagaata tttccgcctt ttgcgctaaa gctctcgcca
  2938741 aaaagacacg ttgttgttgt ccacctgaaa gctcaccaat ttggcgatgt ttaaactctt
  2938801 ccattccgac tttctttaga cattcaaatg cccaatcccg ctcccctttc ttcggccttt
  2938861 tcatcatccc taaagatgga tatgttccga ttagcacgac atctaaaact gttatcggga
  2938921 agtcccaatc tatatcactt ctttgtggta catatgcgac actctttcta acacttcgaa
  2938981 taccctcctc aagaatttga acatatccct tatccttcgg aattaaatct aatacagctt
  2939041 tcattaaagt agattttccc gctccatttg gaccaataat tccaacgagt tttccttgtt
  2939101 caatttcaaa agaaacattt tgaactacct gattcccttg ataggataca aacaaatctt
  2939161 tgacgattat agccttgccc attttttatg cattcccctt tctttttttc gtatatgtaa
  2939221 ttattttgca ttaaggcaac ttttaaacaa aaaatatatc acgaattttt aattcgcaca
  2939281 taagtttcct tagggaaact tttttatatg agtcaaatta tataagttag atacaaattt
  2939341 gtaaactgat ttttactaat ttatgaatat ataatgaaaa taattatcac tatgaaacaa
  2939401 agtacatggt tcattttatg atctttcgga gagaatatta ctgtaaaaaa taatcgtgta
  2939461 taaacgaaaa agccaactca tacgagtagg ctctttttct ttaagaatat gcaatacgct
  2939521 ctacagtaaa aaataggatt cagtgaataa aaaatcactc ccaaacaact ccccgccgct
  2939581 catattccat cctatattca acagcagctg caattttaga acttgcgaac ctttccgtaa
  2939641 tccaaagacc taaatcaacg cctgaagtaa ctcctcttgc agtaataata tcgccttgat
  2939701 ctacaattct gtaaggaaga agttctgctc catatttcct cattttactc tgcgccaaat
  2939761 gatgcatcgt tgccttttta tcattcaata taccagaggc agctagtagc atacctcctg
  2939821 tacaaactcc agcaacaatc gttccttcat tgtgcatctc tctaatcatt ttggtcaaag
  2939881 taccaagctc tgcttgcttt cgtgccccgt gctttgcttt atgattccag ccaccaccag
  2939941 gtacaattaa caaatctgga cgattatcca ttcgtaaaaa atcatgtaat ttaactgtaa
  2940001 ctccaaatga agtagtgact tcttgctttc gttcacttga tacgagttca actgtaaacg
  2940061 gagctccttc ttctatggct ctgtttaata cttcaaaagg tgcaaaggag acaagctctc
  2940121 caaaaccatc aaacaataca atttgtattt tcatttttag aacacctcat atggttcctt
  2940181 atttgaatcc caaattagga gaatacatgt tatatacaaa ttattaatga agacaacctt
  2940241 tctcccctca ctctataaac ttccaaatgt tcttctaatt ccctctcatc acttattaca
  2940301 cttaacgttt tcttcacaaa attccaattc aaactaccag atagccaaag taatgaagaa
  2940361 agtcttttat aatcatttga tgttacaata ttatgagcct tatatccttc taaaaatgca
  2940421 ctagcaacac ttagactgac ttcatgcgaa tgtacgcctt ttgttcgaga ataccatttt
  2940481 agtaaaaagg acaatccttc aatacggtct acataactaa tagattcaaa atctacaatt
  2940541 ccttgtatct gttcacttga gtcccataaa acattcaaag gatttaaatc tgtttgtacg
  2940601 ataaactcta attcactcgt atatgcgcac tctatatgat atgtagctag atttatatac
  2940661 tctcgtaatt ctttacatgc gcttgcctta ctttctaaca tatgaataaa ctgggcataa
  2940721 ccatccaaat gagatttctt ttgaaaaatc gagctttgaa atgtactaga aatatcatgg
  2940781 atttttcttg cttccgttcc aaaggcttct gcaatatttt ctgtacaatg cataatatgt
  2940841 tctccttcaa tccaattaga caatacaaat cggtattgtt catcattcca agtgacaaat
  2940901 gtaaataact ctcctgccct attctgattt atctgcataa aaggaattcc atgctcgcgt
  2940961 aaataatacg taaagcgtac ttgctctatt agttgttcgt ttgataacgc cccaaaagct
  2941021 ggattgattg ttcgcttgct atttataaat cttgcggaat atcgctttcc attcaccata
  2941081 attttatagt gtaaatctgt attccaacta ttattatgta attttccttc cactgctagt
  2941141 gaatgaattt ctgtaaaata attcattact acatttctta ttatgtgttt caccccattc
  2941201 tctccttcca tacaaaaaat tagggtacgt gtaattcatt acgcttccca taataaaatt
  2941261 catttcactt aattaagcat agctaggata tttcaaatag gaaatagaat tatagacaat
  2941321 agtagatggg aggcatatta ttgaagatct taaaattcgg tataattgga gcattaagta
  2941381 tcactttatt aattggatgt acaagtaatt caaatgaaac gaaagcttcc aacaaagaag
  2941441 catccacagc agtgaaagaa aaagaaattg tatatgaaaa cgttatgttt gaacaaaaag
  2941501 aagtgagaaa acttgagatt agtcctgtaa attcaaaaag tagtaatcaa gtagtaaata
  2941561 cagaaaatat aaaaacaatt ttcacaagta tggaaagcgc agagaaaaaa acactccttc
  2941621 tagatcaaga ggccaaaaac tatatacatt caaaaatgaa ggttacttat caagataatt
  2941681 ctatacaaga attctttgtt tggatagagt ctgatagtga catcgtaata gcaaaagcga
  2941741 gcgatgaaac acacggtgaa ggctatgatc tacgtgaaga taattctaaa aaaatcattc
  2941801 agtttttcga aaaagaattc taaaacgaat tacgacacaa ataaaaaagc cgcatttgcg
  2941861 gctcgtaaac ttatagaact aactcatgtc tatcgtttca tcgcatcaag aaattattca
  2941921 tcaaatagaa aataatatcc tacatagtta catacattta taaatcctac attttccaca
  2941981 actgcgacag aaggcttgtt caattccata cagtcccaat atggagtaat gttattctct
  2942041 aaacaatctt tcacaaaact atgagttatc ttttgagcta attttttccc ttggtgctcc
  2942101 tctattgttt caatatctat gcaatgtata ttttcaaata caaaccctga aaaacaaaca
  2942161 ctcacaatta gatcatcata gacaatgcaa taaccgattc cctcattgaa aaaatgatcc
  2942221 ggtgaagacc aaaattctaa aatttttgat tgtaaaaaat caatgttctt aaatgtatta
  2942281 ttattttcat agagagcttt atccattttc agcacagtat atccctgttc aattttagat
  2942341 tcatgatgat tttcataatc ctcttttctt agcgtataca ctctttgatt ccaactcttt
  2942401 aagttacggt gctgaaatat tctttcaatt gttttgttcc actttgaatg attaccgatt
  2942461 ccttcaaaac aatttagtcc aacctttttc gcctcaggtt ttattacatt attaataaga
  2942521 tgcttcattt ctttattaaa ctcttcattt tcagcatttc caataaaaaa gaagccatca
  2942581 ttattgccta accaaatgag tcccgaatta ggggaagata tgttatctac aaatatacga
  2942641 ccaggattca cccctgcaat tacagctttg acttctaatt gacctcgttc atttattaaa
  2942701 ctactacatt tataaaaatc attcttgctt aattcagaaa tcataagtta aaccaccttt
  2942761 ttgaaatcgc tttattataa ctttaacact atgacagaat attctatatt ctttttaata
  2942821 gttgttttaa accaatgaaa tatataataa aaaagagcca atctccaaca caacagaaga
  2942881 ttgactcttt cctttattta ttcccctgtt tcagaaaatc gctttatacg ttcaccaatt
  2942941 tcatcacgca cacgttgaaa ttcaggccat tctttgcctg ctggatcatc aaatccccag
  2943001 tgaacacgat tcacatgcgg cggagtagat ggacatacag catctgcatg actacaaagc
  2943061 gtaacgacta aatcagcacg atttaaaatg tttgcatcaa ttatatctga tgtttgattc
  2943121 gttatgtcga tatttacttc gttcattgct ttaattgcgt ttggatttac tccatgtgct
  2943181 tcgattcctg cagaatacac attccactta tctcccaaat attgtttgcc ccatgcttct
  2943241 gccatttggc ttcggcatga atttcccgta cataagaaat agattgtctt tttattttcc
  2943301 atgttgtttt ccacctttgt ttttaaatta tactagttga tcattaaaat atttacgctt
  2943361 aaaccaaaaa gcgacgttta caagtgcaat catgacaggt acttccacta acggtccgat
  2943421 aacagctgcg aatgccgcac cggaatgaat accaaacaca ccaactgcta cagcaattgc
  2943481 taactcaaag ttattactac ctgctgtaaa tgctaatgtt gtagtcaccg gatagtttgc
  2943541 accaatcttt cttcccataa agaaagaaac aaaaaacatt acaataaaat aaatgagtaa
  2943601 tggaattgct attcttacta catctagtgg tacactaaca atcatctctc cttttaaaga
  2943661 aaacataatg atgatcgtaa atagcaatgc aatcaatgta agtggactaa tcttaggtat
  2943721 aaacaccttt tcataccact gtcttccttt taacttcacg agtacaaagc gtgtcaacat
  2943781 acctgctata aaaggaattc ctaaatagat aaatactgat tttgctactt ctatcattgt
  2943841 aatatcgaca atagcccctt caatccctaa ccattctgga atgactgtta caaatacgta
  2943901 tgcataaacc gagaaaaaga gcatttggaa taccgaatta aaagcgacta aacctgccgc
  2943961 atactcttta tctccatcgg caagatcgtt ccaaacaatg accattgcaa tgcaacgtgc
  2944021 taatccaatc ataatgagac cgaccatgta ttctggttta tcaggaagaa aaataattgc
  2944081 taaaacaaac ataagtaccg gaccaataat ccagttttgt actaaagata aaactaacac
  2944141 tttaacatct ttaaatactc ggcccatttc ctcatagcga actttcgcta atggtggata
  2944201 catcattaca attaaaccaa cagcaagcgg aatagacgtc gttccaactt gtaatgtatt
  2944261 cagtccgtct actacactag ggaatacaaa ccctaaacca atcccaacag ccatcgctag
  2944321 aaaaatccat agtgttaaat atcggtctag aaaagataag cgtttcattt tattttccat
  2944381 ctcctattaa caacaagaat ttttagctac ctcatttgca gtcgtgcaac atgatgactc
  2944441 ttcaattttg tgaacatcac tatgtgcttt cgtataaaag aattcccact cattcccatc
  2944501 aggatctgtt acccaaaact tatcttgcac tgcatagcaa caagttgtat cgatctcatc
  2944561 acgcgcaaag aaaccctctt tttctaacct ttctttatgt aatgtaattt cttcagctgt
  2944621 atccacttgg aaaccaaagt gatttacctg atttccattc acctcatctc gtacgttcag
  2944681 cgtgaaatta agtcctggcg tctctaatag aaattttgca taatccgttt tcactttaac
  2944741 tggtgaaaca ccaaatacct tttcataaaa tttaatagac ttctctaaat tcgtaacgtt
  2944801 tataccgacg tgaacatatc tcatacctta ttactcctct ttatacatca ttaatcaatt
  2944861 tttttgatta atattataaa attttaacaa cagctacctt tgcctgtttt tctaaagata
  2944921 cagcataatt cttctgataa taaattattc acttccgcat catttaaatc ataataactc
  2944981 cacgtacctt ttgtttcttt tacaattaaa cctgcgtcta ataaaatctt taaatgatat
  2945041 gacagcttag attgcgtcat ttcaaaaatc tctgttaaat cacatacaca cgtctgtccc
  2945101 cgctgacaaa gttcatacat gatttctaga cgtttctgat ccgccaacgc tttaaacttt
  2945161 ttctcatata actgaaaatc ttgtgccact gtagttcact tcccttcatc aagttttttt
  2945221 gatgtttata gtatataggc tgttgagttc tttatgcaac taatatatca atttttttcg
  2945281 attaatataa cctcctcttc tttcacatct tatagagaat acatctgtag tctcttacaa
  2945341 acacatcatt acattttaat ataattacat aacagaaaaa atagtacgtt atccttacta
  2945401 tggttctcgt aaataggata acgtactatt tttatacgaa ataagaagta tcaactctaa
  2945461 ccgaagactc tttgaaacac cttctcattt ctctattgct ttaacataaa acactgttat
  2945521 ggaactacat ttagattttc aaacgaccat attactactt cttcatctgg tgaagtagta
  2945581 tttatcatca atcttaatat catacagtcc aattgtaagg ctttcctctc aaacattatc
  2945641 cttccctcat atctgtaagg aggtcatttt tccatgcaat tgtatgcaca taagaatctt
  2945701 taactctaaa cataccgagt gtgtaaaaaa tattgtattt atctttgctt atgaactcta
  2945761 tgtccaattt attaaagtga ctaccgatat gaaaagcaag aaagtactca tgccaatctg
  2945821 aataggagtt ttgagcaagt tttgccgctt gtatcatata atattccgct tcttttttag
  2945881 ataaataacc taatctttta ccaattcgac ttaaacaaat acaccatgca taatcaaatg
  2945941 cagcaatccc agcatcaggt aacatgtgca atgagtaatt cacaacgtac attttttcat
  2946001 cgtttgattg tcttggaagt aatagctttc gctgtgcttc tgaaagaggg gttaattgat
  2946061 tgtacatcgt ttgaaattct tggcgtgatc cttctgttaa taaccactca atcatttctt
  2946121 ttaattgttc cggttcggta caatcaaatc ttcgtaattg tgctttcaaa aactttttcc
  2946181 caagtatacg gtctcttata aatgtaaatt catattttgt aaaataatga ataagaagat
  2946241 aagtatccat acatattgta gacatgcatc gaaaatattg ttctacctgt tttttctttc
  2946301 ttgaaacgaa cacctaagct cctccttata ttttgatttt cagtctataa aacttccatg
  2946361 cttcccaaac aactggaaga agaaggatat atttgaaagg taatcgcgta ataatagcaa
  2946421 gaataaaaaa taaaatatac acccaagtac gtcttaaaaa catgccacta tacatcaata
  2946481 tccaaccaaa tacataagcc attgtaaccc ctggtttatt tggtttcttt ccgctttgtg
  2946541 ccaaaaacga attgaaatat gatagaaact caacatggtt cctgtctatt tgaaaagcat
  2946601 cctgcactat tttttcagct ttctctattt ctcccgcttt ttctaagcat tttgtcatca
  2946661 tgaacatcgc atccatatgc tctgggtaga cagaaagaag atgttcacaa tctttgatag
  2946721 catcgtgaaa ttgcccaaga ttatgctgaa tacgggcacg atataataat gcatctgggt
  2946781 cgtctttatc aatcaacaga atattgctaa atgcttgtaa tgccttctcc ttattgtcta
  2946841 tacgtaaata ataaatacct tgcatacgta ataattcagg gtccctttga tacattgcaa
  2946901 acgcacgatc cagttcttct tttacatctt ctaattcatt cgctatcagt ttcctttgta
  2946961 tttcttctcg tatatagaaa tacaactcaa aatctaaatc agcagttttt tcaaagatat
  2947021 cgtaacgcat ttctttttcg ccgctaattc tttctaataa aaattgaatt gtattttctc
  2947081 catattcatt tactaaatca tttctttgct cgctgaatcg aaatacttga tcgattaatt
  2947141 cccaaatcga atgtgggaag tgataatgat ttaagaaaaa ttcaattaac tgatcttgta
  2947201 gtgctgctgc atattgaaca tcccatatca catctgaacg caatatttcc tcccaattcc
  2947261 cctgctctat ccgtgcaaag aaattatcat aaagcatctc aacactttcc atgaatgtat
  2947321 agactggatg ttcagcaatt gtagtagtag caatttccgc atcactatca gtccatggag
  2947381 aaaatacaag ttccctatca gaagcattca tttcatctat ttgaatcgac agcttatctt
  2947441 tcatattttt cgcacttttc actgcctggt caaacgcttc tcttaatctt tgatatcctt
  2947501 cggggtcatc ttctggatga tgtattttca ggagttttgc ataagctttt ttaatgactg
  2947561 aaatatcgtc agtaggttca atctccaatg tattccaaat actcattagc gatttgccca
  2947621 cctttccata ctttcaatat gttcttttaa tatactggaa gcttctttaa tctttttatc
  2947681 attttgcgtt gtaagcacgc tctcaaattg ttgcagtaat atagaaatct ttttgcgttc
  2947741 atcaccaagt aactcttcat aaagcctttc gcactttgca agaagaagtc gattttcttc
  2947801 tctatctctc ggatgaattt taatatctct taactctaaa agtctctttt ctatttctgc
  2947861 atctgtaaga tttccagcgt tttgctgtat gatcgttctt ttcttttctc cagttgatgt
  2947921 acttattacc tcaacttcaa gaatgccatt aatgtcgtat gtataacgaa tatcaaccga
  2947981 ctcatttcca gcaggagcag gaggaatctt aattttgagc tcacctagtt ttaaattatt
  2948041 tactacccta cggttttccc cttgataaac atcaatagtt ataaattgtt gtttatcctt
  2948101 tactgtatat agtcgctcca ccttacttac aggaattggt gtatttctct ctataatagg
  2948161 gaagaagtac ccagactctg acttaccatc tccaaattct tgaacaacac ttgttcctaa
  2948221 agaatatgga cagacatcgg ttaaaatcac ttcttctaaa gccttatttc gttcttttaa
  2948281 ggcaacttga attgcagcac ctaaagcaac tgtttcatct ggatttatat ttgcataagg
  2948341 catacgccca aacattttag aaataacaga tttcacaaga ggcattcgag tagctccacc
  2948401 aattaaaatt acagcatcta aatcattcgg gtttaacgaa gcatcgcgaa gagcacgttc
  2948461 aattggataa cgaagacgta acagtagtgg cgttacaatt ttttcgaatt ctcccctatt
  2948521 tatactcgtt tcatatgttt gattttgaat cacaacattc atagtcgcag ctgattcatt
  2948581 acacaaagta agcttacaac gttctgcttg tgtataaatt aatgataatg tttttgaatc
  2948641 cagtgaatct ggatccagtt gatgcgattc taggaagaag gtcattaaac ttcttgtgaa
  2948701 atcttcacca ccaagataat tatcaccagc aatagatttt acatccatta tcccttcaaa
  2948761 caattccaaa atggaaacat caaaagttcc tccacctaaa tcaaatacaa gaaattttgt
  2948821 ttccgattct tcttggtata agccataagc aattgccgca gccgttggtt cgctaataag
  2948881 acgttctact gttaatcctg ctatttccgc tgcacgtttc gttgactttc tctgcgtatc
  2948941 gttgaaatag gcagggacac taattacagc accggtaacc tcttcattta aatacgcttc
  2949001 tgcgtcttgt ttcaaagatt taataacaaa agatgataac tcttcagatg aaaaagtata
  2949061 tgtacccagc tcatattttt tctctgttcc tataaaacgt ttaaaagttg ctgctgtcag
  2949121 ttgtggatga gtaattagtc gctctttcgc aatacgccca actaaaattt cacccgtttc
  2949181 atcaacgcta actaccgatg gtgtgagaaa ttcacctaaa acatttggaa taagcgttgc
  2949241 accatcttcc gaccatgttg ctactaaact attagttgtt cctaaatcaa ttccaattat
  2949301 cgccatacta atcccctctc tttttactat attttactat accattataa ataggaaaag
  2949361 tatgtaagaa actaataata ctaaactttc ataatataaa aaacctattt taacgtagtt
  2949421 aattgaaata atatgttaaa ttataaaaac gatgttcatt ttataataag atcgtttaaa
  2949481 aatatcaatc atcaaaattt tttagtttga cccaaaattt aattttattc ccaattaatt
  2949541 ccttaacctt cctcccgttc tgttctcata aaaagcgagg gtaaccgcta ctcgctcaaa
  2949601 tttcatttac aaataaacat ataaggtaca ctctaaaagc aatgtgtacg ttaaatcccc
  2949661 ttcctgaaat aattccatcc tgaactttat cacttctaca aaattacaca tacaaaaacg
  2949721 ctattctctc ctatgattca acggaaaaaa atagcgtttt taaatagtat tttattagct
  2949781 tgttattaat ttacaagctt ctttactaat tcatcattca ttatgcatag ttgtgtttga
  2949841 aatcatacga aatactttca catagaaaac tgcactaaca agggcacaaa gtagtataat
  2949901 tccgaacaca acgattggag ataaccatgt agaaaataca atcataatag gtgcaataaa
  2949961 gcgcccgatg gtaaattgta aattagatgc ttccatatat tgtcctctag cattttcaag
  2950021 tgcatattta ctgacaaaac tatgtacaac tggcgaacga atcaattcgc caattgttaa
  2950081 tattgccata aacggaaagt acatctaaaa caatgtattg aacatagttt cgccaatcaa
  2950141 tctaattttt aaatttctct cccaggataa ccattacaac gtaatacatc ccctatttta
  2950201 acttgtcttc tattcactat ttattcgata aactgtcagt ccaaagaaaa aataataaca
  2950261 taaagtgaat ttattttaca aattaatata ggaatctaaa ctttgattac aataaatttc
  2950321 ctagttattt ataagaatct gtttttgggg atatctcaat tcattcgctt gatggtcata
  2950381 agctgttttc cttctataaa caaaatccac cagaaacatc tataatttgc cccgttaccc
  2950441 atcgactatc agaagcagca aggaatgcta ctgcatctgc aatatcttca acttgcccta
  2950501 ttcgtccgaa cacagatgaa ttcgcagcaa aatttcgtat ttccggatca tctagcaatt
  2950561 ttgcattgat atctgtcttc gtatatccag gcataattgt attcactgtt atacctcttt
  2950621 ctccaagatg tttagctaga ggcagtgtca tcgtattgag tgcaccttta cttaaaccgt
  2950681 atgcaatgga tcctgtaaaa ccaagtctta cttcagctga tgaaatgtta ataacgcgcc
  2950741 cctctgctcg tagtaacggt aatgtttgct gaattaagaa gaacggcgcc ttaatattta
  2950801 cggccataat ttcatcaaaa atttcttctg tcgtattttc aatcgtccct tgtgtaccta
  2950861 tccctgcatt gtttactaaa atatcaatct ctgatgtacc aactcttatt tgtaattcat
  2950921 tctttaattg ttctactagc tttttaacac catcgattga attaagatca gcttcaatta
  2950981 aaaatgcctt tccttcatta gattcaatct ccctaattgt ttcatctgca gcttgcttat
  2951041 tccggccgta gtgaatcgca actaatgcac cgtcgtttgc caatctcatc gcaatcgcac
  2951101 gaccaatacc gcgactcgcc cctgttacta acgctacttt cccatcaaga ttcttcattt
  2951161 tttccatcct tcctaaattt ctgtttgata aaacctatac ttatattttt attcaaacag
  2951221 caatatttta aaatatagat ttataggtaa tttagttcat tcacttatga tattatagtt
  2951281 ataatttgtg attcacttta aaaaataaaa taaggaggct atacaatgca aaacgcagta
  2951341 aaattagatg aaatcgatca taaaattatg aacttgttgt atgaaaatgc gagaatttct
  2951401 gtttcagaaa taggacgaat tatatccatg acgcaaccgg ctgtaaagga gcgtataaat
  2951461 aaacttgaag atcaaggggt catagcagct taccgaacga aatttgagcc ttccaaaatt
  2951521 aataaaaata ttcaagcatt catcatgttt aaaacgagcc aatgctctga ttttatccaa
  2951581 tattgtaatg ccgctcctga agtaactgat ttatatcgaa ttagtgggga gtttaattat
  2951641 atgatgaagg tcatgagcga ttcgatggat tccctcgctg catttttaga ctctttaatg
  2951701 caattcggat tatcatctcc tttaattgtt ttaaagagtg agtttgaaga gaaattgtcg
  2951761 ttctaataaa gtgataggca ccagctttcc aaaaaagaaa aagggagtgg attatccact
  2951821 ccctttaacc acctacccct gatttctctg cgcctctcta aactcttcct tcaccttctc
  2951881 taacaaccct tcttctgtaa ttaatcgata cgcggtattt gctagtgctt ttgctgatgt
  2951941 aattagagct ttgtctccta attctgaacg tgctgcttct ctaaattcat tcgtatgtgc
  2952001 aattaaatca tctgggccga ttttaatgta cgggtggatt gtcggtacaa cttggctaac
  2952061 gtttcctgca tcggttgaac caataccaaa tctttcttta cgatttacgt cttccccgag
  2952121 taattctagt tcttcagcta cgacgtcgtt atatgttttt gttacgagca gttcatcgat
  2952181 ttcattttgg aattgatgga tttttacttt tgtgtctgtt gctaacgctg ctccctgtgc
  2952241 aatatttttt actttttctg ttacttctgc acatcttttt cgcgttgctg cacggatgaa
  2952301 gaatcttgct gcggcgtagt caggaataat gttaggtgct tttccgcctt ctgtaataac
  2952361 gccatgaatt ttcacgtctg acggaagttg ttggcgaagt gcgttaatgc tgttgtacag
  2952421 ctgaatcacc gcatctaatg cattaattcc ttcttcaggt gacgctgccg cgtgagctgt
  2952481 ttttccgtaa aaatgaaaat caagtggatc gactgctagt gaagggctcg ttgtcgctgt
  2952541 ttttccgctc ggatgaatca taagcgccgc atcaatattt ttaaataaac ctgcttttac
  2952601 ataactcgat tttgcgctac catttggccc gccttcttct gctggtgttc cgaatacgac
  2952661 aacttctcca ccaatttctt cgagtgtttc tgataatgca atcgctgctg caacgctaat
  2952721 tgtgccgatt aaattgtgac cacacgcatg accgagtcct ggtaaagcgt catactcagc
  2952781 taaaaatgcg attgctggtc cttgttttcc tgaacttttt cgcgcgataa atcctgtttc
  2952841 gtgtccagct atattgtgct gcaactgaaa tcctgcacta cctagtaata aacttaacgt
  2952901 tctagatgcg taaaattctt gattaccaat ctccggattc gcatgaatat catgacttgt
  2952961 ttctatgtac ttttccttat ttctttcgat actctcttca attgtttttc tttgtgacgc
  2953021 tactcctgtc gctcccattt ttcttcctcc ttttattttc acgtaaaaaa gcctctttct
  2953081 aaaagataga aagaggcttc tgtatatata gtcaaaatga gcttctttct tatctttcaa
  2953141 gttaccttgc tggaattggc acagtattca taacgaatcc gctgccgagg tttcataggg
  2953201 ccagtccctc cacctctcgt gataagaatt ttcataaaat tatattaaat tacattcatt
  2953261 ctaagttcat ttcaaataaa agtcaaggaa ttcctatccg aatttaccga atatctaaaa
  2953321 atccttttaa tacaccaatt gtctcaggtg cttgcagtct tgcacatacg tatggaaatt
  2953381 ctgtactgcc ttcaaacatc atttgagatg tgaggggcgc ccctgcccaa aagatttcat
  2953441 catcgattac gataaacggg aatgctttat tttgtctttg taactttaca tttttcaatg
  2953501 gaactggtcc atcactatac accgttattt gcgcatttgt acgcattaac gcttgccata
  2953561 ctcgtttatc cacttgtttt gtacttggaa gtgaaatcac gatttttcgt tttgcagcta
  2953621 aaatatcttt taatagccct ttcggctctt ccagattcat ttccataaac caacgtaatc
  2953681 gtttcgatat ttttcgctcc cacaattgtc ttgatgtcgt gcgatcatac acatctccgt
  2953741 ggcgttctat atgagcagtt aattgtgaca acgcttgttt tctagaaagg tttttacaca
  2953801 tataatgaca atctgataat tgaatgaact tccctctcgc ccttgtcaca gcaacgttga
  2953861 cgagacgatg atttttatgg tcaaagaata aaacgccagg tcgttcttgt ggataactgt
  2953921 caaccgtatc aaagatcatc atatctcttt cagatccttg gaatttatga actgtcgccg
  2953981 ctaaaactgg tatgttttga tatttcgttc tctgtaacat ctctctaata cacgttgata
  2954041 aaaagcgaga ctgcgctctg taaggcgtca caataccaat tgattgcaca ccatctaaca
  2954101 gtccgattaa catcatttgc attgctacta aaccagacat aatgttaaaa cgagatcctg
  2954161 aagcagcatc ttttaacgaa aaggccccca tttggctcgt atcaaataaa acactagctt
  2954221 catttgcgaa tggctgcaat tgcgcaagtt ctttacgttc tgaaactgat ggatgatcat
  2954281 ataccctatt tttataaata aatgagtttg taaatttcga tatatccgca tgcatacgtc
  2954341 tttgttcctg cagcataaat aggttcggat gtgcttctga tttattgaca gactcaacaa
  2954401 ttccggcatg gtaaaacata tcttcgccga gccattttcg tacgagttca tggttggcca
  2954461 tcgcaattgg aggtaactgt aaaaagtcac cacaaacgac gatacgtttt ccaagtgaag
  2954521 cagctaatgc gatttgcgga acgaacgcca tactcacttc atctacgaca actaaatcaa
  2954581 atgtacgctc ataaataagt gaatcaatgg cacatttcga taaagttgca ccgattactt
  2954641 tcgcattttc aatgtattct ttttctactt ctttaatttt cgctctctgt tttcgaagat
  2954701 cactttcaat ctcctgcata cgcttcttat cagcagatgt tgctttatac gataagattt
  2954761 tttcacgaag ctcttggcgt gtttcttcta agtagagtct ttcctcaccc catgatccgt
  2954821 tcgtcgtttc aactaacttc gatgcaagaa gcgtttcatg atttcgtata tgttcatgtt
  2954881 gactataacc gtaacgaaca atttcgccag gtgtccattt ctttttcttt tcaatttgct
  2954941 tcgttacttc actcattaat acgtccactg cggcgttact atgagctaac acaagtaccg
  2955001 actttccttt ttgataatga gccgaaataa tgcgtgataa attgtaagac ttccctgttc
  2955061 caggtggtcc ccatacgtac gttgtcggat tgtaaaacgc acgatacgcc aattcatttt
  2955121 tcgggttttt catcttctcg atatgtttcg gactgctcgt cccatcaaca agacgcttta
  2955181 tacgattacg ttttagctta tctttacgcg cttccttcaa cctctcttgt agttgctcta
  2955241 aaagctgcca cggttcactg tataaaacag cttctcgtat ttcaccttgt atataatcat
  2955301 ttaatttcag ttctatttct aatccatgta cagataatac ttcccctgtc gcttcctcac
  2955361 catcgaactc aattcgaatg ggtgaacctt caggtaagct tacttccgaa ataagctgaa
  2955421 atacatatac tgtactttca taatctgtat ataaaaaacg accgttcatg atagaaattt
  2955481 tactaccacc tatcgttttc caatgtttaa tttcatatgc taatgcataa tgccactctt
  2955541 tcatcgtttc cgataatgaa ggggtttgag taggtgtatt catcgtataa tctccttcct
  2955601 tctccccaaa catactttct cactatacca tataacacgc taaaatttgt aaggttttta
  2955661 tcttgcttat tttcttaatt ttcaataaca tattgtatat aattttcaga aagaaggaat
  2955721 ctacatgcca gttagaagaa tcgaacacgt tggacttatg gttgcagact tagaaacatc
  2955781 tattactttt tatgaaaaag tagttggctt acagctcatt aaacgtatgg ggcacccgaa
  2955841 tccagactta aaactcgctt ttttaggtgt ggaagaatca aaagagacaa tactcgaatt
  2955901 aattgaaggc tacaactctt cccttccggc agaaggaaaa gtacatcaca tttgctttaa
  2955961 agtggattca ttagaggatg aaattgaaag actaaagaaa catgcagtaa ccttcttact
  2956021 aggagaagaa atcgaaacat taccagatgg aacacgttac atattcttcg cgggtcctga
  2956081 tggagagtgg attgagtttt ttgaaaccaa gagataaagt aaacctttat gttgcgggat
  2956141 agaaaaggag ccggaattca ggcccttgtt tttaaccagt aacaatgaaa catacctcca
  2956201 acctgagaat tcaccaagtt taaaaacata atcattttgt taggaggaga gaatggtaaa
  2956261 tacagtcttt attattgttt ttgggatacc tatactattt ccaattcttt atgtaatcaa
  2956321 gaaaaaggat tggaatataa aaacagctgc cttatttgtt ggaagaattc tattaagtat
  2956381 tgtctatttt ataaatggaa tggtgttagg tagaaccttc cctatgaaac aaaatgactt
  2956441 attctcttga taagtcattt ttaattatta gtacggttat taataatttt cagtgacctc
  2956501 ttggcttcat ttcttataac caattgacta tcgttttgtt ctatttccat aagaatttta
  2956561 atgacattga tgtcgttaaa actttcaaat gctctgacca atttccatag gataatgtta
  2956621 tcgttgaaat tgttccctaa acacagaata agtgcatcaa taatttgagt attagaatgt
  2956681 attttgttat agaaacaaat gaaacctatt gcatcaatag cttccctaat tgcaggaatg
  2956741 ttatttgtct ttattacatc cattaaaact ggtataatct cttctttcat atgagctaaa
  2956801 aaggttgtag cgatattttg actcatccat atacataaag cgactaaatc ttttgtttgg
  2956861 tatttactgg ttcgttgtac gaaaccaaca tctctagcaa gatcccgtaa ggtatttgga
  2956921 aataaaaaac tttgaatctc ttgagcaaat agttgtaatt catcagatac agaaatagac
  2956981 atacaaaaac gccatccttt cctatgattc tacaaaaaga atagcgtatt ttttcatttt
  2957041 agaggagatt ttgttgaatt agcttgatag tgattggtgg taccccttat aggataatag
  2957101 aagtttgcat ttttaatttt ttcacactct attaacaagg cagttatagc atcctggttt
  2957161 agcgttaaga atgtgaatat attctacttc tttattatca aaaattccat ctatattttc
  2957221 tcttacattt acaccttctg taacccttgc ttctaccatc attgagtcag cattgtagcc
  2957281 gcgtacagat agatacctat gatgtaacat atgcggaatt tcatttatat ctagcttagc
  2957341 agtagttgct ccctttcgta taaatatagg accacttgct ttataaggcg aattaacact
  2957401 atgatattgg taattcagta aaattacctc ttctcctacc tctgcatcct tcaaacttat
  2957461 cctgcaagga tatccaggat ttttatttgc tattattttg actgccccga tactttttaa
  2957521 tacttcttca ttcattagaa ataggttatt aaactccttc tcttgcaacg caacgatttg
  2957581 aaagttattc ctcatattct acccctcctt aattagttgt tataaagcat ttcactaatg
  2957641 atgttaccac taaagttcat aaaacttgtt caataatctt gcccgtttgt tgaggattga
  2957701 attaaaaaac ttacaattct ataacagaga aaaatggctt attattgttc aatacaaaat
  2957761 tgtttacttt taatcaatca gtaatgattt atcgaaaaat acgatgagtg caaagcactc
  2957821 ttgttaattc atgctatctt ttgttaaaga acgtgaattc agtcaagttc ttggtttacg
  2957881 gtatttccac tatgaaaagc acggaattga ctcggtgaaa atcctgtatt tcttttaaat
  2957941 gcattataaa agctagatac actttgatag cctgtttgat aaccaatctc tgtactatta
  2958001 aagaccgttg tcaagagaag ttcctttgct ttcttaactc tgatcctttc taaatatatt
  2958061 cgaggagtat accctgttct ttctttgaaa atccgattta aatgaaaacg actaactcct
  2958121 acccttgatg caatttcatt taaagacatg ttttgaacat aattattttt tatcaatcgc
  2958181 atagtatctt tcaaaacgca ttcgaacgga tcgtatattt ttatatttag atctgatcgg
  2958241 catcttttgc atgggcgata gcctgccctt tgagcttctt gcgcatttga aaaaaggata
  2958301 cattttcata attaggaacc ttagacttgc aagaaggccg gcagaaaacc ccagttgtct
  2958361 tgaccgcgta aaagaatatc ccgtcatacg ctgaatcaca tgttactgtt gctttccaca
  2958421 tggtatctct ggaaaggtta ttttgatcct tcattagatt ttaatcctcc cttgtaggcg
  2958481 aaaatcttat tactcaaaat catataaatc gtatatatag ccacgacaat taacggaaca
  2958541 aatatataca attgaaaaaa tggaatcacc agcaaacata aaatgaaaga gattaacgat
  2958601 gcccaccatg ccggtgtgtt cttcctaaat aatttaacgc ctgctgccat tgaaagaaca
  2958661 taaactaaaa tcccaagaga agtcggtata aacaaaatat catcaaacgt tagtgacaaa
  2958721 gcttttgtca ctaacacacc tgctaccgaa aaacagataa caaacaatac catctgtctt
  2958781 ggaatttgag tagttgcatg cagccttgag aaaaattttg ggaaagcacc atctctgctt
  2958841 aatgaatatc ctaattgcgt taggctggct acaaaagcat tcgctgtccc tgtacaaata
  2958901 attaaagcta aaacagctgt aacgactttg gcacctccgc ctactgtatc tcccattata
  2958961 acaccaatag gagacaggtt gctttcttga ctgccatacg tggccgttcc aatagtgaca
  2959021 aggcttagcg ctaaaaataa taatccaatg acaactgcac taataactgc tcctttgaca
  2959081 atatcttttt ctggcctttt aaagtgctca gccagattac aaatcgcctc ccaaccgaaa
  2959141 aatgaccaaa agataaccgt tatagcgttc ccgacagaaa accatccatt tggaacaaag
  2959201 ggattaaaat ttccccattg tattcttgga aacgccacaa atacagctga cgcaaaaaga
  2959261 atcagtaata aagaacttaa aatcaatgca actttaccac taacatttac gccgtaataa
  2959321 ttggaaacac ctgcaattac caaaataaag acggcaatta aaattgtttc aaaatgcgaa
  2959381 aatccaaatg cctgactgac gtaaaaagca ccagttaaag atacaatcgt ttgaccaact
  2959441 gctgctgtta caaagtaaaa ccacccaacg atattgccaa gatgatatcc aaaagaattt
  2959501 ctaacaaagg ttgctgctcc accggaatca ggaaatatcc gtgccaaact agcaaaggaa
  2959561 taagcaagcg gaaaactaat tataataacg ataaaccagg atacaataga tgcagggccc
  2959621 gctattgagg ccgttacccc tgataaaaat aggacacctg atcctaaaat agctgaaatg
  2959681 tataacgcaa ttccttgaaa taatccaatg gctttatttt tcatgatctc cctcctttta
  2959741 taggatttag tgtactagta aagggtgggg aattcttctt gttttttgcg gtttaattcg
  2959801 tttaataaaa caatcaaaag catttttatt atatttcttc ttcaacaatc tggcccgatt
  2959861 gttgaagaaa gtagcctgtt ccaataaaga actttattgt tcagtaaaca acttgtcatg
  2959921 aaaccataaa acgaaccgaa atttttctta agagtagaaa attcggctcg ctttatgttg
  2959981 ggatttgctt agcgtatatt ttcgttaaaa cgtgggcggg atcccattgc tattaaacta
  2960041 agaatttaag tgtaatatca tttaagggaa tacttaagat acaaataaaa tatcttttcc
  2960101 aagtgatact gttttattaa agtctatccc gagttgtagc tagttcaatg cgactgtaaa
  2960161 ttcggagttc ggtgcgccag caaatacaac cgttccgttc tctggtagtt tcactttgtt
  2960221 attattacta acaacgctaa aattgacgca tactccattc tcatcataca ccgcgaatga
  2960281 acttcctgat ggcaattcca cattcatcgt tttccctgct gcctcttgcg ggatcgtaaa
  2960341 ccatttcgca tgcccacttt tttgcaatgt aactttcgat aattgacctg tatcaaggga
  2960401 ttttacgtta gattcactga cgtataaaaa gctggacatc tccatatatt cagtaccatc
  2960461 ctctgtatag aaatgggctt cctttgtatc ccgcccattc atcacgggaa tttgaatttg
  2960521 atgcgtcgcc gtattcggac ctgtaatttt tttgccgtcc caatagccat ctttgagcgt
  2960581 aatttgtgta ttaagaggta tctgttgtcc tagataattt atagaattaa atttttcgtt
  2960641 aacgaggtag aacttgccgc cctcgcgctt cgcccatgca gcagctgttt tcttcggtaa
  2960701 cacattgttt tctaatttct gggctaaata gtgagtcagc acattttgcc ccaatcccgg
  2960761 cgataattca tatgcgctct ctctcaaata aacttttcca ttcttctctg tgacgaagtt
  2960821 aagcttggaa gtgcccttct catttataaa gcttccatcc gccgtatata catatttttc
  2960881 ttctggttta gttggtaaaa acagttctcc cttcttcgta atttctattt tgaaatggct
  2960941 ataactattt ccataaaatc ctgctttttt taccacgtct tgaggcactt tagccttgac
  2961001 gggcttgccg aaggatctat ctggttttat atccttaatt gtccctttct ctttaagcct
  2961061 agctagcagt aatttatttg ccaacagttg atttgtcatg ctggagccgc cggaggacaa
  2961121 tacagctgct gccatcttct gttctggaag tacgaccaat gtagcatgtt gcagcatcgt
  2961181 atccccaccc ttagtcaacg cttttatccc atattcactg aatgggtata gtttcacact
  2961241 atcccagcca agaccatagt tgaacacatt tccgctatct cccggccaca ttcctttttt
  2961301 atattcttct tgttccatcg ccttgactgc tttattagag aggatttctt ttccctgtcc
  2961361 cataaatatt tgtgagaatc gcaccacatc ttctgcagta gaagagattc ctcccgtacc
  2961421 aatcacattt accatttcac ttggaagctg tccctggtat gtcggagaat attgtccagc
  2961481 ccgcttttcg tcttcccatt tatcttgcga tgttatcgta tgattcagtt ttaatggctc
  2961541 tgtaaacttt tgatgtagaa attcagtaaa actcataccg ctgactcttt ctaccaagat
  2961601 ctcagccagc gtaaaaccgt cattacagta tactgagaac gcgccagggt ctgccttcaa
  2961661 gttttggttg gacaattgtt gcaacaagat atcatgggca taaacatcat tatctttaaa
  2961721 taaaaatgca ttattgagcg tcgaaccttg caaacctgag gagtgattca acagcatacg
  2961781 cggtgtaatg cgtttatatc gttcatcttt cattttgaac tcaggaatat agcgggtaac
  2961841 agaagcatcc aaatcaactt ttccttcgtc tactaatttc ataacagccg cagctgtata
  2961901 tactttactg gttgaaccaa ttccgtatag agtatctttg gttaatggct ctttcccctc
  2961961 tatgtcattc ttgcctgtct gtcctgacaa aataagttta ccattatcaa tcagcgcata
  2962021 ctgtacacta gtcgtctcat aggacttcgt gagcagtgca gcgttctctg cagcaatctt
  2962081 ctccaaatct ttgctagcaa cttcttggct agatacaacc ggagtcttac tgctagaaga
  2962141 cgctatcgct cctgttggta ggctcatcgt tagagctaag gtagcggcta acactccaga
  2962201 taatttattt tccataagaa aaattcctcc ttagataaat gatcggtttc atcttttatt
  2962261 tgctcaatta caaacatcac ataaactact attctggctt tatctctact gtcgtaacaa
  2962321 acggtaaaac ctctcttttt cacatgtatg ttagtaccat aaatgatttt tttatttaga
  2962381 atgtgcctat tactagtttg gttttcgtat aaataaatcc tatttatcct ccctcttttg
  2962441 tgcttctcta tatttgtatc ctacataata aaaatttctt ttttcttatg catttcttac
  2962501 aatttcctta cgttcaaatc acttctgtaa ttagataggt tttattttaa aatcttcagg
  2962561 ataataaatg cttatataat cccacgattt catagaagat ggattcataa ccctgcgcca
  2962621 aatcatcacg cacatctctg acattgcctt ggatcccccc caaccggcat caacacttct
  2962681 tcacgttctt ataaatagta ataactaatc aactccttac ctgaaaataa atgaatatag
  2962741 aaaaagagag ataaggttaa aataccttta tctctccttt tctctcacat attatacgaa
  2962801 ggattttttt gttttggggt taatctgttt tcttagcttg atgggcatgc aaatgtggca
  2962861 attacttctt ataaaaaaga aacgagaact gagtgaatat aagaccatgt atatggttaa
  2962921 agattacttt ctttttcttt tccaagctat acagaaagac acgcaagaat tatcaaaggc
  2962981 tctccttcgt ctgtttaacc tcctacagca caacataaag aacagtacct caagattttg
  2963041 gttcgttggt atgaaggcga tttctctcaa tcggttgagg agcataattt attatgggaa
  2963101 tgggacaata acagcactgg taaagcatac gaattagcga caccggaaca agaagaagca
  2963161 tacattctag aacaagcgaa gtctgaaaaa caataacaaa aacggacctg ttatcaggtc
  2963221 ttttcttgca ttttctctgt tatacccctt taaaaactac ttaagtcatc tacccttcgt
  2963281 tacctctggt tactaattaa cagttatgtt cataaatttg taacatgtat agacaggtat
  2963341 atatgttata atcaacttag caaattacaa ataaatttgc atttcctgcg ccccttacct
  2963401 cccagtaagg ggcgtaccct tttataaata ataattttaa tacaactttt cccacgtgac
  2963461 tttcacaaat gtaagaactc tcatatatta gacttcatac atccttctcc aaggaacaat
  2963521 atactgatac acaaatccct atttatatag ggattttttt gtacgagtcc ctcaccatca
  2963581 atgtaagaaa taaaaaaaga aggggattat ccccctcctt ttatgcttgc ctgactttcg
  2963641 gaattatttc gtatacccac gattcagttc cgttaacttt tcattgatgt taaaaattct
  2963701 tactctaata tctttaacac cagctgcttc aagtctgttc ttgtgcattt cagcgtattt
  2963761 ttcagcatct tgtttttctt caaatacata gatgcctcca gcttcttttg tttcttgatt
  2963821 ctcagtccat attttccaat ggaatccttc ttcttcgtta atactttttg ctaaatccca
  2963881 aaatcctttt tccatttctt caccaaaagg accttcaaac ggaaaatcaa cttgtaataa
  2963941 atatgccatc ttcactcact cctattttta atataaaatt catcaggaat tcctttttat
  2964001 aaaaattctt cccattcttt tactaattat gattcaaatg atagtaatgt ctaaattcat
  2964061 atcgctatta ttattcaagc actactttga gaatccccct atttgtaaaa taatcacaaa
  2964121 acgttagtaa cttgaacgta taaagtttaa tagttttcag ttatgtttaa aaaatatgat
  2964181 acaaacttat ccctaaacta aggacgaaca aaacaagtgc aggtattgct ttcttaaaag
  2964241 gatctctcgc taatacaata agggttaatg cagctgcaag catcgtaccg cctaacaaca
  2964301 atcctgccaa taaagctgcc attggaaccc aaattcctat taacattcca attgctccta
  2964361 caatctcaaa agctccagtt aagaaattaa aaaacgaagg taaaccaaat cgcttaaatt
  2964421 catctgccat tttcccagat ataattttcg ttcctgtcat taaaaagaac agaaacaaca
  2964481 ctacttttac aatattgatg aaaattaaaa tagtcatcac acctttctta ttatttgata
  2964541 aaaatcagta ttgttcggat agtagtcact acctttaccc tatttcctga gattgccctt
  2964601 atggaaatgg attcaattca cattaccctt ttccatatga aagggataat aattacatgc
  2964661 tatagcatat ataatacaaa aaatttgact ggtactagaa aaaaagtgat ctgaattaaa
  2964721 tattatacaa aataaagcta tctctaccat tccccgaaac acaatatatg ctatagcata
  2964781 tataagatat aaaacagagg ttgttcctta taaatagcat ggcatcaata aggaacaagt
  2964841 attaatagcg tgtatcatac aatttgttta ataatgattg taatacttta atttcttcct
  2964901 cgctcaaatt actcgtaacg aaatggtgag cgtctgtcac tacaggcaaa attgttttct
  2964961 ttaactcgtc gcctttttca gttaaaaaca ggttgtgtga acgccgatct tgctcattca
  2965021 aagccttctt tacaatccct tttctctcca ttgactgtat cattcttacg acagtagttt
  2965081 gatctttatc aatcgcttct gctaactctt tttgagtagt ggctctttgg ctacaaagaa
  2965141 cactaataat cccccactgc tctggcgtaa cgccaaaagg ctttaatttc ttcgtaaaat
  2965201 aattggtcat tttcacatca gtacgatgaa caagatagcc tattaaatca tgtaagttca
  2965261 tgtatcacct ctataaatta atatataaaa gagtatagca taccactcaa ttattcacag
  2965321 tgaatgtatt cattttatta attatatgct atggcatata tattatagca ggtcatttta
  2965381 attgtcaaat gaattaccta ttatttttct acagtatcaa tccagcttat taaaaataag
  2965441 gaaatcccgt atttaataaa catacgggat ttttattaat gagttattca cttattcgaa
  2965501 agaagttcat tcgttacata ttacttatct aattaagaaa catttatata ccagcccaaa
  2965561 catcttttcc atatcgtcct tcctcttgca gacggtccaa ccaattcctt gcttcttgtt
  2965621 cactgacttc atgaatttct tgatatgctt gacaaagggt atcttctacg tcaggagcca
  2965681 ttttacttcc atcaccacat atgtaaagat gagctccatt atctaataac gaaattaaat
  2965741 ggattctatc ttcttttatt acatgctgta catatgtttt agcttgtcct tctaagcgag
  2965801 aaaaagctgt gtgtaaagag attaatccat ctctttcatc attctctagt tctgtacgat
  2965861 aaagataatc cttttcagga tgacgacaac caaagtatag atgtgcttct cctacgttca
  2965921 tacctttttg cttttgaaca cgtcgtgctt gtaaaaatcc acggaatggt gcaattccag
  2965981 tgcctggtcc aaccataata attggtgttt ctggattttc aggtaattga aagtttgatt
  2966041 gtggcgttcg aatgaaacag ataatctcat ctttattatg acgctgagct aaataattag
  2966101 aagcgactcc ttcatatgtc ccttccccgc tccatgcagg cgcattcaca acaccaaccg
  2966161 taatgctcag acgatcctgt gcaacgagtg gagagcttga aattgaatag taacgcggtt
  2966221 tgagcgcagg aagaagttct aaaaagggtt caaatcgaat ttcacaagcc tcatactttt
  2966281 caagaagatc caacattgaa atacgtttct ttaatatttg ttcttgataa actccgtctt
  2966341 ccaataatga ttccaattcc tttttatgag gagggcatgc tgtgaatgtc accatttctc
  2966401 gtatttgtgc tcgagtggct gcttcttgca cttcaacact ataactaaga aggtcatata
  2966461 aacgaacagg actgtctaaa ggtatgtgat ttacacttcg tccacttgca ctcagtatga
  2966521 cttgatcctt cccgtttaat ccaaagcgtt ttaaaattcg gttgacattt ttctcgctat
  2966581 taattggcag taccccaaga tggtctcctt ctttatatgt agcgccttct ggcaaagata
  2966641 tttcaatatg tcgcgtgctt ctttcactgc tagatgattg aagttcacga ttttctagta
  2966701 tagatgcata aactgcttca tatgttcgcg caagaggaga tcctccaaga cgactgacaa
  2966761 attgtaaact taatgtactg cgttctttct ccatgttttt gttaagttcc aatccaaata
  2966821 ccttcatcgc atcagaccac attctttgtt tccattgctc gagctgttcc tcgaaatcac
  2966881 cacttgcatc cgcttctcca cgtgtagaaa atcttgttgc tcctttttgc gccatttgct
  2966941 catcaatgta tcttggaatt cgctgatagg tactagccca attatggtct ccacaaccaa
  2967001 aaactgcgta ttgaacacct tttagctcat ccccttttaa ttcctccagc cactgcacaa
  2967061 actgccctgc attacttggc ggctttccat tataagaaga agttacaata agaaccgctc
  2967121 cttcttttgg caaacttcca attcgatcgt taagagctgc cacttccgtt tgaacacctt
  2967181 ctaaactagc tgtatctgct agttctcttg caataccttc tgctacccct gtatctgagc
  2967241 catacagaac aagaagtgaa agattatcgg ctccaataat ggaaggagtt ttctgaactt
  2967301 gctgcttaat ttcatggttt tttagtttct cctctgtagg cgcaagaaca gtagtatggc
  2967361 taatagtttg atttcggggt acaatcctaa ttttaaaatc accaggcttt agcgttaatg
  2967421 tttgttttac gtccagctga tattcttcat aatcgatgaa ttcaaaatgt tgaagaagca
  2967481 ttcccatcac gagtgttgct tcatgaagtg caaactgcat accgatacat gctcgctgac
  2967541 catttccaaa tggcttataa gcatgatgag gaaccttatc cagctcttca aatcgttcag
  2967601 gttgaaattc ttccacattg tctccccacg cgtctttatc cctatgtagc tgtggaatca
  2967661 gaacagaaat acgatcttcg cctttcttaa ttgggtattt tccaccaatt actgtatctt
  2967721 cttttgcata gagactaaat gctggagcag taggccatag acgtagtgat tcatttaaaa
  2967781 tcatccgtat atactttaat ttcataactt gttggtatgt tggagtagaa tctgtcaaaa
  2967841 cccgatctac ttcttcatag gcttttttca atttatccgg attctttaat aaaaaataga
  2967901 ttgcaaaaga taacaatcca cttgttgtct catgcccagc tattaaaaag gtaataattt
  2967961 ggaaacgaat attttcatca tctaattttt caccagtttc tggatcctgc acatttaaca
  2968021 tacgggaaag caaatcattt tcttcctgat tttcactact tttacgttca gcaataatat
  2968081 tatctactaa tgaaaacata gattgaatat catgctgaaa ttgacgtttc gttctccaca
  2968141 tgagtttgtc ttctatatcc agccgctgta attggtgcat cgcctcatct aacgcacggg
  2968201 tcatactagt aataaaagga tgaggggtct cacgataaaa gctattaaat cgataattaa
  2968261 aaccacatag accaattgta tctaatgtaa ggcgagtcat atcttccgga acatctacgt
  2968321 tttcattcgg attcagtctt gcccattttt gaacgagttg tacggcaata tcgaccatca
  2968381 tagcatggta atctttcatt gctctttggc tgaatgtagg catcaaaata ttatgagctt
  2968441 tttgccagtt aggctcttga gtctcgcttg taaataatcc atctccagca aaagcacgaa
  2968501 cctttgctaa agcaccctct atacttttat cgaaccgtgt ttcgtcacag acttctgcta
  2968561 ccagttcatg tccagaaacg acaatgatgg tatcacttaa agtttgcatc cgaaaaatgg
  2968621 gaccatactc ttccgccagc ttaataaacg atagagtcgg tttatcttta tcgattaatg
  2968681 ggagattccc cagcggtcca tatgttttcg gttgaggaat ggcagatact tttttatcca
  2968741 ttacaaacac cctttcaaaa agcatgaaat aaagtgaaac tttaatcagt gggggttttc
  2968801 ttcatccccc actgattatt agttgaacca atcggacttt tatgggcagt tgatccccca
  2968861 cctaacttct ttgcttccgc tgaattttga agtgggggtc ttactgccca gcaaatagcg
  2968921 agataaaata tcccagtcaa taaaaagaac atagtaatga atcgcctggg ataaagatat
  2968981 gtaattgatt accttgtttt atcttttccc taactattca cgattatgat atcccttata
  2969041 aggttggtaa tctaaaccgt gtattgacat taaatttata ccttgcagaa aaaataatat
  2969101 attataatgt ttatcagaaa ttgagagcta aagattgtag tatgtggaaa tccagtagtt
  2969161 tctcatgtca attcaaacaa atacgataag caagtatact gtgttacgaa tgaaaaagga
  2969221 tctgatatga atatcagatc cttttcatta tgtgtaatta tttcactttt tctttcagct
  2969281 ctttttccct tttagtagaa atcatcatct tgatttttat tttgctctat cgatttaacc
  2969341 tctcaacagc ttccgggctt gtatctacac gtttaacgaa aaaaactaat agtagcgcaa
  2969401 cgacattcat gccaagtgct acatagaatg aatgctgaat tccggataat aaagccttct
  2969461 gcgttaacat tatcttcgta gcttctgtga agcttgttgg atctacatga gccattaaac
  2969521 tttcagcttt tgtttttgtt acagaattca taatggtaac aagaatagca gtaccaattg
  2969581 aaccggatac ttgttgagct gtattattaa cagctgtacc gtgcggattt aagcgagttg
  2969641 gcaattgatt aaggccattt gtcataagcg gcatcatcac catcgccatc ccaaacatcc
  2969701 gcagtgtgta aataagaata gtatgtgtgt gactagagtc gagttgtagg tttgctagca
  2969761 tataagttga aacggctgta atggaaagtc ctactatacc aagaatacga gggccatatt
  2969821 tatcaaatag tttacctgta attggtgaca taatccccat tattacggca cctggaagca
  2969881 tcatcagccc agagctcagc ggtgaaatac cgcgaacgtt ttgtacataa gctggtgtta
  2969941 aaatcatacc cgaaaacatg gccactgcgt tgacaatcgc aattacagac gcaagcgcaa
  2970001 acattgggta cttataaaca cgtaaatcca ataacggttc attcattttt aattgacgga
  2970061 taatgaaagc aataagggca atagcgccta ggattaaggt tgttacgaca actttattcg
  2970121 tccaaccatc ggagcttgca gaactgaacc catataataa accgccaaaa ccgatagaag
  2970181 ataatagtaa tgaaagataa tcaagttttg catttttgtt ttgtctcatg acattctctg
  2970241 atttccaaat ccctaacagt aagctaatga ttgctaacgg taaaatcatt tcaaaaagca
  2970301 aacgccagtc ataatactct acaatataac ctgataatgt cggtccaata gctggggctg
  2970361 taatcataac tagtccaaaa atccccattg ctgttcccct tttttctctc ggaaagctta
  2970421 ctagcataat attcattaac aaaggcccca tgactgaaga acctgctgct tgaaccattc
  2970481 ggccagtcag taataaaccg aagttcggtg ctacagccgc taaggccgta ccaagagtaa
  2970541 aaatcatcat agatgtaata aataagctcc tattggagaa gcgtgttatt aaaaatgctg
  2970601 atgcgggaat taatatacca cttacaagca tatatcctgt agaaagccac tggatcgttg
  2970661 aataatcttt aatgtctaaa tccttcatta ttgatggcaa ggctacattt aaaagcgagt
  2970721 tatttagaaa tgaaacaaat gccccaataa aaaggattac aagcattaca tatggtggtt
  2970781 ttcttttatg taacgtttca ctcatatatt tatttgcccc ttcattataa attacattga
  2970841 ttcgtttaaa tcgtttgcat atttgcacaa gaatacgtgt tgtccttgca gtattttgcc
  2970901 aaactcttcg aatggatatt ctctttttag caattctact tgctcaactt aaaactttga
  2970961 atgcatatgt aaacacgttt gttaaccaaa attaaatgag gctgaaataa taaaaggagc
  2971021 aaatgaaaat atccttcgaa aataaagtga aactttaatc agtgtttttt tacaggaagc
  2971081 caacaacaaa cagccggata aatcaacaag accacacacc cattccttta aatataggct
  2971141 tggaaatcta gttatgtaac catccatcaa aaggaagatt acataggcta agtctaacat
  2971201 tacattttta aagtaagggg aataagttta tgaaccaata ttggtatgtg aattcaaaag
  2971261 gaaatgaaga gcattataat caccaaattt caatgtcctc attatatgta cagcccaaaa
  2971321 taactaaagc tgacgaaatg agtggtttga agatttctga gaattggagt tgtcgcttct
  2971381 atccagttgg ttgggattca ccggtcaatt atacgggttt caatccccaa acccttcctt
  2971441 tctcttcagg tcatccaacc cattatgcag ggatgatacc acaaggacag cctgctaatt
  2971501 ggactccatt cccagggcat acaggtttta attttcaaaa acctcccttc ccctgggctc
  2971561 agcctttcaa tcatacagga atgttcgcac aagggcatct tgcagcttta ctatcgccgc
  2971621 cagctaaggc ctttaaattt aatatcaata acgggggtat tttcggaaac tctccaggat
  2971681 ggggaggaca gataagtccc atgggatggg ggaataacgg aggttacggc cagccaggaa
  2971741 tgcttggaaa cttacttaca gtaggaaaag gcactatgaa tggaattgga atgcttagta
  2971801 gtctaatggg tatggggaag ttcttctttt agtggattaa ttattaaccc ataaacttgc
  2971861 catgaatgct gttggtttgt aataaagttt gatcaaaagc atgctacaaa aattgatttt
  2971921 tcaataggaa aaaaccaaat attttgaaag aaaactcgat caaaatgctt ggtttttttg
  2971981 ttgctagtga ataatttttc ataaaaaagt ttaatcattt ttctacctgt gtttgctcaa
  2972041 caatcgcgcc caattgcgat attattaaat tgctaccctt ttttcctttt cggccaaata
  2972101 aaattgctta tggcaatcaa aagatcgata cccaacacaa gtgtccatac ttttagaaag
  2972161 ccagccaaca cttctgttcg cgaagaatcg ttaattaaat agattaagac aaataaaatt
  2972221 ccggcaccta ttagaaaagc aagcacatgt tgtccccagc ttttaaagta gtgtttcgca
  2972281 taatccatgc caaatctttt aactggtttc gctccttgtt tcatcacata atattgaaag
  2972341 cgtatatcag cccactcaat catactccta ccgaatgcga ttgagattcc aatataaata
  2972401 gcagctattg catgcacttg ggtagcagtc gcaccacgat acaagtcgac acccgtaaca
  2972461 actaataaaa ttaaatcaat aacaggtgtt aaagctagga aaaacaatcc taatttattt
  2972521 ttcttaagga tatatcgtgt gagcagacct aaagttataa caacccaaaa ccctatttca
  2972581 caagcaacga tcaaccacgc aattacattc actccaacac ccccttgtac aacacaatta
  2972641 ctcgcttttc cttaacagta ccacaatatg gccctttagt ggagtaactt tattgcatag
  2972701 gatggttaat tattttgctt aagtttagta ctttcaggga attcataaga tgtagagatt
  2972761 gagccactta aatgaatggc agaaggataa ttttattatt tatattacaa taccttaaga
  2972821 gctatggaat aaattcttct tcaactaacc agctaataga agcatagaga ttccccacct
  2972881 tttaagatag taacgtataa acgcgaaaaa acttctaact aattttgtta ggagtttttc
  2972941 acatatatga tattttttta atcctcatta tcgatttcta ttacgcctgt tctagcacta
  2973001 acttttaaaa catttaatag attctcaggt gtcttaattt ccacttcata ttcaaatgta
  2973061 gattgtgtta agctgtcatc ttctaattcg aattcttttt tcacattcat aatttctcca
  2973121 tttgtatggg ctaaagaaat ttcacgaact tgtttctctg tgtagttttc attctttttt
  2973181 gcataattgt aacccatacc ataatatcca ccaacaatag caataccact tactaaaata
  2973241 gcaattacac ttatcattat tttcttttta tgttttaaca ttttcatcca ctccttcatg
  2973301 attaatcctc tattccaaat cttgcttcca gtgcattttc tgcttgctct aattgatctt
  2973361 ccaatatatc gtgttctctt tcttgcgttt gatattgttc aatcgttatc gttccagcgc
  2973421 gataatctgc ttctagctga ttatcagata aatctatttt gtcatctaat tggtcaattt
  2973481 cttttttgac tgctaagtac gtatttaagt tatcttcttt tactccaact ggtttcgtgt
  2973541 tatttgcctt ttctacaata gatgagactt cgtttttgaa atcttgtatt tgcttcgaat
  2973601 cattcgcagc aggtagtgtt ttttgtggtt cttgttgtag ttgagcaact tctttttgta
  2973661 atttatcatt ttccactttc agttgttgta cttctgtatt gttatcagct tgagtagaac
  2973721 aagctgttaa caataaacaa gaaattgctc caatcagcat ccattttctc attcgttttt
  2973781 cctcccttta catgtgcacc ttaaccttgc ctttatatta ctgaacaaac attaaaggaa
  2973841 gattaatgta caaaaaataa aatgatataa ttaaatcgtt tctaatctct ctttaatgtt
  2973901 ttggaattat agtgatacat ataaataagg aaaaaaggag aatgttaatg cgagttctta
  2973961 ttgtcgaaga tgaacaagac ttacaaaata tattagtaaa gcgattaaat gcagaacatt
  2974021 atagtgtcga tgcatgcggg aatggagaag atgccttaga ttatataaac atggctacct
  2974081 acgatttgat cgtgcttgac attatgattc ccggaataaa tggtttacaa gtattacaaa
  2974141 aattacgcgc ggacaatcat acaacttctg tcttgcttct tacagctaaa gatacaattg
  2974201 atgatcgcgt aaaaggactc gacttaggtg cggacgatta tttagtaaag ccgttcgctt
  2974261 ttgacgaact gctagcaaga attcgagtgt taatgcgaag aaaaacagga aatacatcta
  2974321 atgtgtttga aattgctgac ctagtggtgg attgcaatat gcataaagta acaagaggag
  2974381 accaagttat tactctttcc agtaaagaat ttgctatttt agaatatatg attcgtaata
  2974441 aagaagttgt gttgacacga gataaaattg agcaacatgt gtggaattac gactatgaag
  2974501 gtggctcaaa tattattgat gtttacgtcc gctatcttcg aaaaaaagtt gatagccagt
  2974561 ttgaaacgaa gttaattcat acagtaagag gaactggtta cgtattgcga gtagaatcat
  2974621 gaaaagacta tcaataaaaa tgagagtaac cctgtggtat acggggctaa ttgtaattat
  2974681 tatggcactc gtgttagctt ttattttaac ttcttcagat aaagttttgc tttttaatat
  2974741 gaaaaatcaa ttgaagagca cagtaaaaga aagcgttgaa gatatcgagt ataagcatgg
  2974801 gcaattaaag atggacgatg attttgaaac ctttgaagat ggagtaaata tcatcattta
  2974861 taataaacaa agtgagctgc tggcaggtaa tagtccaaca agctttaata aaaagatatc
  2974921 gcttaaatcc gatgaaatac aaattattaa agacggtaat aaagaatgga tcgtatatga
  2974981 ttttctccat aatgcagacg gcggtgagca agtctgggtg cgtggaataa tgacgatgag
  2975041 ccgattatca tcaacgatga atacacttat cgtattaaca ctgatctcat ttccattact
  2975101 tattctcatt gcggcagtgg gaggatattt tattacgcaa agagcgtttc gacctgtgca
  2975161 gcaaatgagt gattcagcca gtaaaattgg tgatggtaaa gacctttcga agagaattaa
  2975221 tttaaaaggt tcaccgaaag acgaaatgta tcatttagca caaacttttg acaaaatgtt
  2975281 tgagcgattg gagacatcat ttgaaagtga aaaacaattt acatctgacg catctcatga
  2975341 attaagaaca ccaacatctg ttattatttc gcaatgcgaa tacgctttat cccagagaaa
  2975401 taatccgaaa gaaatggaag aatcgttaga agtaatttta aagcaatcac gtaaaatgtc
  2975461 cgcgctaatc tcacaactct tattattagc aagagctgac caaggaaatg ataatacttt
  2975521 ccaatttgaa tgtatcaata tgagtgaatt aacggaaatc gttgtagaag aactttcatt
  2975581 aatggttcaa gaagcttcga ttgatataac aactcatata gaggaagacc tgtttataaa
  2975641 agcagatcaa acattgatga tgcgtttatt aatgaattta ttaacgaatg cgattgctta
  2975701 tagcaaagcg aacggaactg ttcatatgca actgttccgt gacgaaacca acataatagg
  2975761 taaagtctcc gataatggca taggcatcag tgagcaacat attacgaaaa tttgggaccg
  2975821 cttctatcga gttgacgcag cacgaacatc ttcaaacatt ggaaatacag gtttaggatt
  2975881 gtcgatggta aaatggattg tcgaactgca cggaggagaa ataacagttg aaagtggatt
  2975941 aggagaaggc agtactttta cctttaaact accaattgaa aaacaagcat agttgatgag
  2976001 cggctgtagc ttcagaataa agatctctct tcccccttat ataaaagtaa ttgacgtatt
  2976061 ttaaacatca ttgatgaaca gggtaaaata cgaatagtat tctagaagtt ctttcttgat
  2976121 ttctttttac ttgtaaattt gaaagaaaga tttccatgct ttgaacaaat tgtcaatttt
  2976181 accgttttgg acaacctgtt ccgttaagtt gatatacatg tggaaaaaac gatcaaaata
  2976241 aacccccaga aatccaaagg tttctggggc ttcattatat atttagctct ttttgctttt
  2976301 tgttttgttt acgtctataa agtaattttc gacttattag agaaattact aataaaatca
  2976361 ggattaatac gataagttgc ataaatgaca aatcaaaata tttagcacct gtaacgatta
  2976421 aaagtgtaga aatcgtgcct tttacaacga aaaaaataat aacccataat ccgccttttt
  2976481 tccagttcat tttctattac cctttcctac gttcaaattc ataaatggag caccttaata
  2976541 gaaatctatt atactaacaa aaaatacatg tctaattaaa tgcgacgatt ctatattaag
  2976601 tgaaaatgat attcattgtc aattttattg actatttgaa aacctgtttt atcttaacct
  2976661 ttttccactt tgtttcttat acgcaataaa tttttgtatt taaacaaaaa acacctccat
  2976721 tgcatttgca cacttagtat gcgaatgcaa gaggtgtttt tcatatattt tctgctttgt
  2976781 ttattcgtat aagtttttaa tacatagcta ttttctagta cacaataact ggatcatacg
  2976841 tgttcaaact atcatataca gtttttgcta cattaggcag aaggttcaca cacccaccgg
  2976901 atccccctgt taaatatgca ttatttcccc agtcttttcg ccagccagca tcgtggaatc
  2976961 cttgaccgct atttgtgaat ggaacccagt agtctacttt aaccgcataa tcagctttcc
  2977021 ctactgcgct acctcttagc gtgtatggtg ttcgtttgta taggacgtac cacacacctg
  2977081 gtgatgtatc ttcacctgta ctatgtttac ccgttactac atttgttgta acgactagtt
  2977141 tgccatcttt ataaatccaa atttgttggt ctgcaatgga tacttctgca tatgtgtctc
  2977201 caatgccatt attcgatgtt gttttataac caatcccttc cttctcccaa ccatttccgt
  2977261 gaatattaga agcagaaagt gatttttcac ctttctcaaa ggcttgccca acttgctttg
  2977321 tctctttttc aacatcaagt gcccatccgt atccttgacc ttttactgat ataaccgaac
  2977381 cagaatgtgt tttaaaagcg aagtctttat gtaatgtaga tttatcctta ttaatttcag
  2977441 caaccttatt cttaatttcg ctcgcatcga ttgtcacctt catatctttt gacatagagg
  2977501 cattttgaat taaatctttt gcttttaatg aatacacttc attttgcact ttataatcaa
  2977561 cagactgcgt aagaagattc tgtaatgcct tctcttcttt tttgataatc ggatcgtttt
  2977621 ctttaatagg ctgtatgtat gcagacttta aatgaatttc gcttttatgc ttctgcttat
  2977681 cgtaatcttt tagtagactc gtaacgtcgt actgttttcc atcaacgctc ttcgaaataa
  2977741 caatttttcc ttgttcaagc tttgccatag catcttgagg tgcctttaat ttttcattca
  2977801 tagacacgag cttttcttct acaagttttt tcatcgtttc actacgatac tgctctgcct
  2977861 tttttggtag caatgaataa tctttttcct ttgaagaagg gaaaaatgtc cactggcttt
  2977921 ttaatagttt tttaacttgc ggcaaatctt tttccgtcag ttccgttttt gtctcttttt
  2977981 catctaaaat ttgttgttga tcaatataaa ctttgtttgc tagtccagat gtttttaatt
  2978041 tctgtattgc ctcatcagcg ctcataccac cgacttttgt atcattaatc gtaacatttg
  2978101 aattgaagtg agttgcctga taataactca ttcccccaat aagaagtgca attacaccgc
  2978161 cacccgctgc gataagcttc caatttgtaa aacgtttttt tgatcttacc cgttttttct
  2978221 caacttcttc aactgattca tttactgtat tgttattcat caatcttccc ccgtatacat
  2978281 taacgtcaat cgattttaaa ccaaaaccat tgattagtgt accttatttt tcctgaaatt
  2978341 tcattgtttt taagtaggtt ttatttcatt taatcgttaa aagttagatt tttcatagaa
  2978401 agatatataa atatggtaga taaagtgaaa aaggaactac accaagtgag ctattacggg
  2978461 gctcctagca ttccccgaat tgtaaagagt aatactctca atgaacttta acttaatgaa
  2978521 ataaatgtta gaaggttcaa gttagaggat agcaccttag aatgtcttct atttatgaaa
  2978581 aatatccaca aaaaagggtc tacatgtaga ctcttttttg tgaacatttt aatatcgtat
  2978641 ttttataaaa aaagaattcc ccctatactt cccgcttttc accaaggttc acaacttcta
  2978701 ctattggtct aactcatttc accctatgcc cttttatcat caacaacttt aagctattat
  2978761 atatgtttgt accacgcttt attgatacgt tcactctttt caggtgttga agttttataa
  2978821 tcattctttg ttgtaaccct attattagaa catcctgcaa tagtgagaca gcatgtagcc
  2978881 aataacgcta ataatattaa tttcttcaaa tagccactcc tacataagcg aaatattata
  2978941 ttaagaaaat taaacataac atcgaatctt tctaaaaaca atatatttcc tagtattatt
  2979001 attcatcggc gatttaacgg atatcttaag atgtacgaat ccacttacaa ccctagaacc
  2979061 tcatgttcag taagtcaata tccaatatcc aatatccaat atccaatatc caatttccat
  2979121 tttatccgat ttttaatgtt tattccaata taaaaagata gctattttcg ttgaaaacta
  2979181 agtgtcttcc aaaataaaaa actgtaagcc ccatatacat ttattcaacc aacttctctc
  2979241 ctgtaataat ctgaaacaaa gtggctgcat ttttcccttc taattgaacg tactgactat
  2979301 tcccagctat aatctctatt ttatccttat taggaattac ccaaatttga tacaacgtag
  2979361 ctttcgcctc tattttcgga tttttaaatt gaaaaacaaa atgataatca gctggacgcg
  2979421 acatttgcac ttttttattt tcaaaatgag catcatttaa tattttcttt acttgctgaa
  2979481 cttgcttatt atctgtaact accttcaaat cttcatatgt atcatctaca tgtttttgca
  2979541 ctttgatcgt ttgatcttca tttcctatca tattcgaaca acccgctatt atgaatataa
  2979601 ctatggcaat aaaaactaca gatacatttc tccccttcat attcatcaac ctcatttcaa
  2979661 tcaaaatatg aatattataa aataaaggaa atgattttat agttagcaat ataaagagta
  2979721 acaagaaagg agtaccgtct atgcagttaa aaacatacac ttggaaaagt tatacgcttc
  2979781 ttattgtaag tatattcgtt acgattaatc tttttctttt cacacctctt ttagacagcg
  2979841 ttgggataga atatgtcgtg cctttcgcct acttcatact agcttccgct gttatagcaa
  2979901 ttctattagc gattatctct ttttgtagcc gagatgagaa gaaaatttta gcaattatcg
  2979961 gtttatgctt tactctattt aatacagcaa ttattttatt cttcctttgg ttcggttacc
  2980021 attttactta agtgaaatat aaataaactc cataagccac aaataaaatg aatagaatcg
  2980081 aaatgctgag tactgtatat atgatccatt ttaaatttga actcatatac tccccctccc
  2980141 acactgtgat aattccagta tataacaaaa agcattggat acccaatgct ttttcatact
  2980201 tacgcgaata aagatgtatt cgcatataaa gctggtgaac cacctgaatg tacgaataaa
  2980261 atgttatcct ctttattaaa tgtacctttt ctaattaagt cgattaatcc cgctactgct
  2980321 ttacctgtat atactggatc aagtaaaata ccttctgttt ttgctaacag ctgcactgct
  2980381 tccaccattt ctggcgttgg taacgcgtaa cccggtccta catattcatc aaagcatgta
  2980441 accgcttcgc gcgggataaa gtttggaata ccaacatgag ctgacgtttc atctacaagt
  2980501 tttgctactt tctcttcttg ctctgctttt cctctactta cgttaattcc gattacaggg
  2980561 atgttacttt gtgttccagc aaaacctgta attaaaccag cgtgcatacc gccgctacca
  2980621 cttacgcaaa cgactgaact gaaatcaatt ccttggtcaa atgattgcgc tataatttct
  2980681 tgcgcacaag caacgtatcc cattgctcca gtaggattcg atccaccgac cggaatgaca
  2980741 tatggtgtat tccctttttc actaacttct ttcgcggctt tatgcatctc ttccataaga
  2980801 tctgctccgt tcggtacaac aatgacattt tcagcaccta gtaaatgata taagaaatag
  2980861 tttccattaa agtctggctt ctcttctggc tcaagccctt cttctaatac aaggatacat
  2980921 ttcatttttt cttttaccgc cgctgcaagt gttaggcggc aatgatttga ctgaatacca
  2980981 ccagctgtaa ttaacgtatc tgcacccttt gcctgtgcat ccgcaactaa aaactctaac
  2981041 tttctcgtct tattaccacc agctgttaaa ccaagtaaat catctcgttt aaaataaata
  2981101 gtcggcccac caagtgcttc tgaaaaattg tttaattttt caattggtgt atatgactct
  2981161 gtatattttt ttctcgggaa tttagctaaa ttcatgaata acgctccttt tgtacttctt
  2981221 tcacaatgta tgtaacgtta ctattattgc atgtaaaaat gatgaagtca tctttctggg
  2981281 ggaaaaatgt attggaattc ggctttggtg aatggaatta tattaataat tttaactcca
  2981341 atacggtacg tgaaattata ataatgattt taaccatatt acggtacatg aaatttatat
  2981401 cgacgatttt tcaaatatat cgttcataac ttgaaatata tcaacgattt tttcaatata
  2981461 tcgacgattc gacataagat atcgacttac cgacaaaact tgacaacaca aaaggaccca
  2981521 ctcgataaaa agtaggccct cttccaatca cttatttgca gaaaatcgaa gaagctgcgt
  2981581 taatcctggt tctaaattca tttcgccttt atggcgtacg tatacgattt tgtccccgtc
  2981641 aaatttgggc gggtttcctg gattatacgt cagccactcg ttcgttcctt ttacagagta
  2981701 ctccatatac tccgttgcac caatgattat atttttacta tcatctgccg ttacatttgg
  2981761 tgccatttgt gcaattttcg aattactaat taataatttc tttatttcct tatcacgttt
  2981821 gtaatcataa gctgtcacca ttacatcgct accatatgct ttcacttgca acccttgttt
  2981881 aaatgaatag ccatcaggag cagtcttctc tcctccattt ggtccagccg acatccagcc
  2981941 cgtttcaatc ccgcccgtat ttacaacagt aaatcctttt ttatctccgc ctgcaatttt
  2982001 ctttttacca gcccagtctg gcaagtttaa atcccagtgc gtatgactcg tgaagaaaac
  2982061 aacttgcgga tagtctttta atatatcgta caacttatcg acgtttaaat aatcttgtaa
  2982121 gtacggtgat tgtcttgatc cagacaccgt atcaggtaaa acgtgatgag agaaaatgaa
  2982181 aattggctta ttcttatctt tttaactata ctcttctaaa ttttgtttta accaacctaa
  2982241 ttgctcatca ctcatatata cttcgtccca catttttgaa tcgtggtatt tcatatattt
  2982301 ttcagttcct aaaaataaaa gcggataacc gtctaattct tttttatgat atactttttc
  2982361 ttgtccgcta aattgtaaat agcgattaaa taacgtttct tccgttacac catttggcca
  2982421 tgtactttga gaaagcttcc catcagctgt ccatttacca gcataaaact catgattccc
  2982481 aacagttgac catacattct ctggatgctt atttttgttt aatactcgct tcacatcatc
  2982541 atattgggac tgttgtccag ttggcgttat atccccattc ataataagcg ctctagaaag
  2982601 cggcgtcact ttgttcatat cttttaatac gtgatcaaaa tctcctaaat caccttgaat
  2982661 gtcactaata acgttaaaag ttgtagctga ctttcgaact tgctctttcc cttctgcata
  2982721 cactgaaaac gtcggcaata atgccgccat aactgctaac gaagcaactg tctttttcat
  2982781 acaaattctc cccctaataa tagaatgtac aaactgacat attctgcttt ctcttaggtg
  2982841 cttgtccaat tcacattata aggagggatt gtaaagatag atggagtaaa aaattaagtg
  2982901 ttttttaaaa gattttgttg ttttttgcac tccacaatta atgattcacg ccaatctagc
  2982961 tttctagcct ttaacattac atacatgtaa attttgatgt taattttttt cgtttcatac
  2983021 gttgtttttt attactttta attttcggga aaaatccact aattaatagc gttataatcc
  2983081 atgccattat tagaatgaaa tttattgtat taccggaatt caaactaaaa actctccaca
  2983141 aataagcagc acaaaaaatg agaacagcag taacaacaag taaaaatgtc ctaactacta
  2983201 atccgatgta agatttcttc tcttgcttaa aaatgaaagt tcttctacct ttgtacaatc
  2983261 taatcacaaa tagtagcaaa tatatactaa gtgtggcccc aataacaatt gatgtaatga
  2983321 agttagtttt tctctgctct gctagagaaa agtaactttc aggtaatttt cccgtttcat
  2983381 attcaatcca tgcgtggtaa atatcctgtc gtaagtctat gccaccttca ccatttgtaa
  2983441 ggattaccaa tccatccttt gtattaggaa taaaaccata aaaagaatgc cagcctcgat
  2983501 tgtcaccaga atgataaagt aatttccatt gattagataa tttttttcaa atatacctaa
  2983561 accattctcc cctaatatcg gcttttgcat ttcctcaaca cgttcacttt tgatgacacc
  2983621 attcccttta ttatttgcat ccatgcttgc aagtatcaat gtcatcatat cggtaacatt
  2983681 tgtcttaaga cctgcagcag cctgttcggt aaattggtaa ctagggagct cctctccaaa
  2983741 atatccataa gcttttgaaa ggttatggtt ttcaggacgt tgtaaaaatg aactagattt
  2983801 cattcctaaa ggtttcataa tttgttcttc catataacga tcaaacggta ttccggtaac
  2983861 ctcttcaatt acaagttgta aaattgtata tccgccacca gagtaaattg tttctgaacc
  2983921 tggtttattg gtaacctcca ctgcttcatt aagccatcct tttccagaca gagactcctc
  2983981 aatagagtca agatgtttcc ctggtgcaac cccgaggtat cctttatgtg cagatagtcc
  2984041 tgctgtatga cttaacaatc ttcttatggt tacttcatta ttattaaact ctgaattagg
  2984101 taatttccat ttggtcagat attttccaac gggatcatct agtaataaac gtccttcatc
  2984161 tacaagatgc aagattcccc acgctgtaag gtttttagaa atggaaccag cctgaaacaa
  2984221 agtatcatca ctcaccgctt tttttgcctt tttatctaca taaccgtagt taagtgtata
  2984281 agcaatacgt ccctcatgca caattcctat tgcaaccccc ggtacctcat aatccccctg
  2984341 ccattttggt acctgttcat ccagcttttt ttgaaatcct ctatactcct atcagtcagc
  2984401 atgcccgatt ctgccctcac cacatttgta aaccatgctc cattcgtaat caatatgcaa
  2984461 atgattaaac ataaaatgtt tttgcatatt atcgatgctt tttgtctatt cttcatttgt
  2984521 tctacccctt ttttcagaat attctacccg tcaatcagag tatcccattc caatatcccg
  2984581 ttctatcgat ttttattact taaccttaca aaattgtaat aaaaatcaaa gagctaaagt
  2984641 tttactgttc tttatccaaa gaccatgata ttcatcaaca agatagacat gaagttatat
  2984701 ttatggtttc agttaatgtc cctaaaatac tagttcggtt aagcaattgg atatattcca
  2984761 cactacaaat attcatttta taaaaagaag aaccccacac attttgagta aaatgtgtgg
  2984821 agtccttctg gcttccctaa gtttttatga aaaagattga ttattttatg tagcttacta
  2984881 aaaaaacact ttgttcaatc aactaacaga acaagatgaa acacttagct catattagta
  2984941 atttttactg tttctgttaa taaatataaa aatactgcct aacacactta atgaaagtgc
  2985001 aaaatataac aacaaatcag gtagaaattg caaaggaata atatcaatta attgtaaaac
  2985061 aataatggca aggataccta aatataaaat attgtacaaa gcattatttg ttttatatag
  2985121 aatttctctt cctctttcgt catttgcttc atcacttgat tgaaatttta ttacatacat
  2985181 cttacttatt actattaaac caaataacaa aatttttaac aacaacatat gtatcactcc
  2985241 tctagataat caaatacgtc ggttaacggc ttttcaaatg catttgcgat tttaaaggca
  2985301 agaattagag aagggttata tttattcttt tcaagagtag cgatagtttg acgactaact
  2985361 cccactcttg ttgccagttc ttcttgggtc caaccttttt ctgctcgaca aactacaatt
  2985421 ttattatgca acaatagcaa cacctcttta gataattgta aattattttt tacaaattgt
  2985481 aaattatttc ttacaatata ttttcaaaat taaaaatcct cataaaaaaa gacataaaga
  2985541 tttctcccca tgcctactaa tcttctactt ctttactgta tgtacataat gcgctgtttc
  2985601 aaaaacttaa taaaaaagag aactactctt caaacacttc tctctttcat ccaaacgata
  2985661 catataaaat aaattattaa aaatatacta tataaactcc ataacgtagg tattgcagct
  2985721 acacttaaat aaatagtttc aggtaacaag caatcataac agtctttttg tttaaaagcg
  2985781 atgttttttt gccatcggtt ctatatatgt atttaatatc cacattaata ctttccatac
  2985841 cttttgttgg ctaggtggta aatgagcgtt atatacataa ctatattcaa tctgctgtgt
  2985901 tgcaccacga tttcgtttga actctccagc cccagcacta caatgacaaa ttaaatcttt
  2985961 ttcgatagaa tccattgtaa taagaaggga aagtatacgg tataaacctt gttgctggtc
  2986021 agagtttgta tgatagccaa ggattggcgt tgtcataact ccatccctaa taaaataagc
  2986081 aatgacacca tcaattgtgt cccctttttt tatggccttt atctcaaata aacgatgctg
  2986141 aagagcattc cataaataag cgggtgtaaa cattgggtta tgggcggaat atttttcaat
  2986201 atatagttgg ttgtataact gggaaatttg taaaatatca tcttttgtta attcctcatt
  2986261 cgtaataatt tcataattgc ttttctctaa taaactttta tcatttaata agtcttttcg
  2986321 tttttttcga ttcatttttt tatagtgttt cggatcaaat aagtatatag aacgagacat
  2986381 aattttattg taaccgactg tagatagtgc ttctgtcgtt gcgggatata atttgttatt
  2986441 taaagagcga aatagaatcg tatgctctgg aaatttctca actaatactt tcgttatttg
  2986501 ttcgatttgt tgttcgttga tagagtgata aagatttgtt gaaagcatcc aattatttac
  2986561 gacaattact ttattaatat tcgttcgtct tagccaattt cccataagat gaatcggata
  2986621 ggttaatagc ttctctagcc atggtttttt caactcccat agctcttcta acgcataaga
  2986681 tatgtaatgt gtataaggag aacatacata tgaattttcg aactctgcgt tattaagagt
  2986741 gactggcaag atgagatcat caacttctaa tagaaagagc tgcgtgttaa cattttcaat
  2986801 aaatgctgta atgccctttt gaaaaaaagg caagaaacta tctcgtacat acgctccatc
  2986861 ttttttggat tcccaatcaa tgctatgcaa agaatgaaca tcatgtaact gaatcattta
  2986921 tgttcaccac gccttacaaa actttctatt ctttttaatt ttttatcata tacttgaata
  2986981 tcgtaatgtg aaaagaaaaa atgtggtatc gcacactttt tagtagacca tagtgtatgt
  2987041 aattcttgca ttacctttga ttgacataat tcgagatttt caggtagtgc tttaagtttc
  2987101 atttcaattt tgtctacgct atgttgtatt actttaaatt cttgaatgtc actagatgca
  2987161 aacaaaattg ctcttctaat gaaatctgga aaaataaata tttcgctatg atccacttca
  2987221 cttattccaa taaatatatc atcacatcga ccatcaatac gttctaatgc taagaaaggt
  2987281 gagccacagc tgcacggcgt ctttttctca attaatatgt cattgagacg atatcgtata
  2987341 atcggctgtg ttttcctcat gaaatcagta ataatgggaa caaatatccc tttctcttga
  2987401 tctaagtatt ctttttcaat atgaacgagg tcttcattca tgtgtaatgt cccctgcttg
  2987461 caggtggtag caagaaaacc ttctgtacat tggtaaactt ggtgtactgt ctgcttgaaa
  2987521 gttgcagaaa taaagtctct atcaatatct tcaagaactt ctgctacaga gataattttc
  2987581 ttaggacaaa ttgtaatcag tccttcttgc tgccagtaag caattttcct taacatagac
  2987641 ggaggtgcaa ttaaaataga tggctttact tcatttaatc gcgtgatatg ctgttgaaac
  2987701 gaatctagta aatcaaaaaa atgaaatgag attcgcttat tttttgtcgc ttcgtataaa
  2987761 ttgctatttg cacgtaagaa aaaagcaatc gtgtgtttat gtagaatgct agaaggaagc
  2987821 acctttccaa taatcgagcc agcccacaac gtttgttctt cctcggaaac gagaaaaacc
  2987881 ccacgatttc cactagtgcc cgatgataaa ccgacagtta tattacaaat ggttggtgag
  2987941 aaattccggg tcttctctgc ttcaaatgct acatgaaacg cttctttctt tgaaatatgt
  2988001 actgtattta gtgtatcaaa atgttccatc attacttctt tatcaataat ggggagtgca
  2988061 gacaaattcc ctttttcaat ttcatgtaaa aacggcttat ataactggcg ataaaaaggc
  2988121 gacgcctcta tcgtgaacaa aagttgtttt tctatttgtc gtttatgaaa ctgttccaat
  2988181 tgtttgcgat ttgaaaatct caagccatat tttgttttca agtattgctt gagaatccgt
  2988241 agtttattca tagtacaccc ctgctttaat tttatcccat gtatgttcac aatgagttgg
  2988301 tacaatttca atctcaggtg atgtttgtga taaatggtat aacttctcaa tattctttcg
  2988361 gtaagatttt gggtcgctcg ttaaaaggtt cgcaacctta ctaggaaaga aaagattttg
  2988421 atacgtttta ctgagccaca ctgcgtctgc acaaagaaag acaattttat tactctgtaa
  2988481 atggacgaat ataccaaatt gaccagttgc atgtcctgtt aagtcaacag caaataatga
  2988541 gccatcatca aatacatcat agccctcttc aaactttcca tatgtagaag gtaagttaag
  2988601 ggatggagtt tgatcaatga atgacatcct ctgctctaaa tccaccggca gtgtatcttt
  2988661 taaacaccct tttaatagag caccaaattt acttctcttt ttaatatcct cataagcttt
  2988721 tgcgaaggtt aatatttttg cttttggaaa atcgggtaaa cccgctgtat gattgccatg
  2988781 aaaatgagaa agaataatat atttaatttc ttctggctga ataccatcaa gaagaagttg
  2988841 ctgtttaata gattgctctt ccgtaaaatg aacaggcgtc agttttgcat atacagagta
  2988901 agggaatttt tttgtcgctt ctttaaagtg ttctgcatat ccagtatcaa ataaaatata
  2988961 tcctaattct ggatgctgga gtaatcctac tgttgctgga aaacagattt gtttccaact
  2989021 gcccttggag tatgcaattt tttctggatg tgtacaatat cctgtatcat atagctttaa
  2989081 agatttgatt ttcattgtgt tttccaccag tctacaaatt ttgtaattcc ttcttctata
  2989141 ctgacctttg gagcatatcc tagttcttct ttagctttat caatacttaa cgtctggctt
  2989201 tttgaaagga cactaacagt atactttgta agaataggtt cttttccgaa taaaatagtt
  2989261 tttgagattc cttctaatat agccgctagt gtaaaagcag ttttgtagga aattttttta
  2989321 tatcgtactt ccttatcaag gcgcttcatt acattttcta tgacctcata taaattgata
  2989381 cgttcgtcat ttgttatatt gtacttttgc cctaatgtat gttttgggga atgcatacaa
  2989441 agaagtaaag catctacaac attctcaaca tacgtaatat ccacaagaac attttctgta
  2989501 ccaattctcg gcaaagcccc tttttcacat actttaataa gacgcggaag aatcgcgtta
  2989561 tctcctggtc caaataaagc gcgcgggcgt attgtgataa ctggtaaacc atgcgcgaaa
  2989621 gcttgatcaa tagcttgttc agccatgtac ttcgttgttg catagtgatt tacaaacgta
  2989681 tcaggaagtt tcgcattttc tactacattt tgtcgctcat cataatagaa ataaatgctt
  2989741 ggtgttgata cgtggataag gcgttttata ccgtactttt gacttccctc gataatatgt
  2989801 ttcgttccta acacatttgc attataaaaa tcttcatatt tgccccaagg ggaagaatgt
  2989861 gcaccgctat gaaagatata atctttatct ttacaaactt gtagcacacg ctccctgtct
  2989921 tcaagaggac aatgaacaaa cttgattcca ttttgttcta ataccttacc gattgtttta
  2989981 tttcttcccg ttgccgttac ttcatagccc atattcttca gtcgaaaggc gagtttttgt
  2990041 ccgagaaagc ccgttccacc agttactagc attttcataa atcttcacca tcccacgata
  2990101 tgtcatatgt tgtttgctct aaaatagtcc gttcatattt ataactttca cgccttaatt
  2990161 tgtacatgct aaaaaactga taaaaaatgg tttccaatca ttgtgacgat aaacgatatc
  2990221 tggatatgag catagaactt ttaaccatcg tttacgtttt tgtttacttt ttaaataagg
  2990281 aaatccatat agaagcatcg ctaaccgaat tgcacactct gaattttgtt ttggaatgaa
  2990341 tgcattgttt actttttcat taaaaaaagc gggcaatatt tcctcatcga ataaatgtaa
  2990401 tccacttgta gtacgtggat tacattcaat tggaatcgca tctccattct ctgtaacgat
  2990461 aaaatcaaag gcaatttgtc ctgagaaatt taactctttt acaatatgcg taacaaactg
  2990521 agcaatttta gaatgattta taggctgaaa cgcaatggta gcacctaagc ctgccgtgaa
  2990581 ttccgttttg tacgtagagt gagctaacac ttccccagat tgtgcaatac tgtaggaaca
  2990641 atgctgcgtt ccttgtataa actcttgcat aatataattc gacttatgta tcatgctttc
  2990701 ttttagagca gcctcttttg tcataaattc cactttatca gaaaaccggg agtaaatcgg
  2990761 ctttaataca aaaggagtat gagctggtgt tttgtgcatc attgacctta tcgcttcttc
  2990821 attatttatt ctatatgttg caggtacttg ccaccctaaa ctttctacga actgaataaa
  2990881 ttcccactta ttatgcagta ataaaagttt ttgaaaatca tctactaata catgacaaaa
  2990941 tgcacttaat tcctctttat atttagatat ataaaatact tcttcacacg ttggaataag
  2991001 caaatctaca ttgtgacgtt gaataatgga tagtagcgca cggatacttt catttgtttt
  2991061 ccactttgga gatgggattt cataaaagta atccgtactc tttgaaactt tacttaacgg
  2991121 ataaggaata ctatctgcaa taataacggt atgtccagcg ttatgaaaca gtctgcataa
  2991181 atgcaaagtt gctggtgcac gtgcccctgt aattaatact gttttcttag tattcaagaa
  2991241 ggatgccccc gatagaaagt cccgcagaag tgcctaataa taatatttta tttccacgtt
  2991301 gcactttctt ttgcttaatc gcttcgaaaa gagcgactgg aatagatgcg gaaatcatat
  2991361 tgccataatc ttcaaaaata gtcataaagc gttcttcatc tacccctaat tttttacgaa
  2991421 tgagtctcat agctggtcca cttgcttggt gaggaacaat taaatcaata tcggctagag
  2991481 aataaccagt atccataagg agcttgtcga taaacttcat taaatactta gaagatagtt
  2991541 taaaaatagc tcttccattc atatcgaaca agaagtcttc ttttcgttcc tcactatact
  2991601 ccctaggatg aatcatcgtt ccaccgccac gaatttctga taaatgcgca ccagagctat
  2991661 atgtttccat atgggaagca ataatagaag atgaatgatc gccttttgtt atgacaacag
  2991721 ctgccgcacc gtcaccgaat aaaatactgc tttcattttg tccccaattt aatccaacag
  2991781 aagaaatttc agaagaaata ataacaacat ttttgtatct cccgcattca attgcgtatg
  2991841 aaattgtatc aagtgctgtt atgaaactta aacatgttga attgatatca aaacatggaa
  2991901 taccagaatg ctgtagcccg agctgttctt gaataagtga tgcagtagaa ggaatcgcct
  2991961 gttgaatcgt tccgcttccg caaataatac aatcgatatc atcccatgtt aacttcgcat
  2992021 cttctacagc tttttttgca gcctcagccc ccatataaga agacgtttcc ccatcaacaa
  2992081 agtatcgtgt ttttacccca gcttttttta atgtccagcc ttctggtacg tctaacattt
  2992141 gatctatttc aagagaatct acttttcgtt ttggaagata tgtgccaatt ccttttatac
  2992201 taatatatct tttcattttc tatcgcctct taatcttttt ataagttcaa aaattccgtc
  2992261 atatataact actgttgtgg atgcatacag atttttttgt ggaattctgc tatcccatta
  2992321 tgtacatcta atcctatttt tcttcaacaa agagccagtt ctctacttga gaactggctc
  2992381 ttttcgcatg agaattcttc aaatacataa tctagaaaaa acttttatat caatttaact
  2992441 atattataac aattatccga aaataattaa tagtattttt ttgtaaataa aagtgaatat
  2992501 gtggtacaaa cttatgcggg ttgctagttt attgagcagc aaatataaat atatggagcg
  2992561 tatatacatg taattttaac atcttctatt ttctcttttg ttcccacaaa aaaagacaca
  2992621 gagattcctc cccatgccta ctaattccta ctttttcacc gcatgcacat aatgcaccgt
  2992681 ctcgaaagct tttaaataat cgtttcgtcc ttcaaaatag aatgtattta tgtcttctgg
  2992741 cgataaatgc tcataaatga gtaagcccgc cttctctaac agtgcttcca tttcggcata
  2992801 agaaaaacat gatttcatcg gttctccgcc tattgcagcc attttcacca tattttccac
  2992861 tcgattggac agtccctttt ctgtaaataa gttttcatct ggataatcga aaacgataga
  2992921 gctcccttct ggaaccatca caaataggca ttctattaaa ctagaaagtt cctctttcgt
  2992981 taaatagtac gttacaccta ataaactaaa gaacgtcttt ttattttcaa atccttcatt
  2993041 ctgtaactgt tcataggaaa atcctttcgt gaaatccatc gaaataaaat gaaggttgtt
  2993101 tggaatttca aactctgctt cttctattct ctccttctta aactgctgtg tagaaggatg
  2993161 atccacttca aatatttcta ttttattttc taattctcgg tgtctaaaac tgaacgtatc
  2993221 tatgccggca ccgagtatga cgtattgttt cgcgcctagt gcaacttcat gtagtaatac
  2993281 tctttcacaa tatgccgcac gtgctaaagg tgttggtgat aattgcactt gtgtaatcca
  2993341 ttttaatatt tcttgtggat tatcttgaaa ctgctgtgca atgtctgtat tgaaaaaatg
  2993401 tatcccttga accatattca tttcaatgtc gttacgttct ttttgagaaa tgaactcttt
  2993461 agctacataa tcatcaaaga tttttggatt atcaaattca ctatgatatg cccttccgaa
  2993521 agctgatact aacgacgtta tacttgcttc accttttttc acgcacatac actccttcat
  2993581 tttcacaaca aaaatagggt tcccctggcc aggagaaccc tattatacac tttattttta
  2993641 tattggtaaa ttatagcata aataagtttt tttgtcaagt ttttagccta ctatcacttc
  2993701 ggcactttgt atattctcta gcaggaaaat tgtcgatcca cacagaatat tccagattat
  2993761 aacaataaac atggaggcca atatgaaacg attcgtcatt attacagtag gaaaaacaca
  2993821 cagcggaaaa actacatttg caagagaatt agaaaaagag ttccctcact ctttcgttat
  2993881 ggatcaagat aaccaagcag aatttattaa ctcgcattat gaaaaattac aaccagctga
  2993941 aggcactaat acatttaagc acggtctttc taaattcatt gttgattatg cgaaagaaca
  2994001 tacgagttta caccttatta tttgcaactc caatcgcagt aaaaacggaa gactatattt
  2994061 actaaatgaa ttatttccgc caaatgaata tgtacgtata ctcgttcact ttgacgtccc
  2994121 agataatgta ctttacgaaa gagtggctcg aagcacgcga agtacgaata tttttagagg
  2994181 tagctactct agtttcaaag aagtactcga tcggcaacaa gctgaatcat ttcacgaaga
  2994241 tgtcgtggat cctgtagaaa acgaggctga ttatttgttt gttattcgca atagtaaaga
  2994301 tatacacttt actattgaag aaattgttca tcttgctgaa gttttgtccc ctactccaaa
  2994361 ataaaagaat ttcaaaatta cataatcata gattattatg caaatccttc ctctaagcgc
  2994421 ctaacatagt atataatgat aagataatct acttctatat gctcattttt acacaaaaca
  2994481 gctcatgcat atgaaagaaa agaggtacaa aatatgaaaa caaaacaaac aattgctgcg
  2994541 tctacactag ctttagcaat gattgctggc gcaaactctg ctcatgcaga agtaaatgat
  2994601 gctactcctc agcaaagtac gggagatcga ttagctgaaa ttaagcaaca taaacaaggg
  2994661 ttagatgcga aattgcagca acacaaagaa aacgtggatc aaacattgaa tgaacttaac
  2994721 aaggttaagg aaaatgttga tacgaaggtg aatgaactac atgaacgtaa acaagttgct
  2994781 gatgaaaaaa ttaatgagat taaacaacat aaacaagaat tagatgcaaa acttcagcaa
  2994841 gacaaacaaa tcgccgaaga taaaatcgcg gaaataaaag agcataaaaa acaagtagaa
  2994901 gataaagttg ctgaagtaaa agagcataag caaaatatcg ataacaaagt gaatgagatt
  2994961 aaagaacata aacaaactgt cgatgaaaaa gtgaatgaaa tgaagcaaca taaagagaac
  2995021 atcgatcaaa aggttaatga acttaaggaa gttaaaaaac aagtagatga aaagttagct
  2995081 gagttaaaga aagcgaaaca aactgctgag gacaaacttg ctgagctaaa agaaaacaaa
  2995141 ccgaatactg gtaacacgtt agaagagctt aagaaaatta aaagcaattt agatagcctt
  2995201 tccgctaact tagaactagc taaacaagat gtgaaaaaca aactagctgc attacaagaa
  2995261 gctagacaag atttaatcaa taaaattaat gagattaagc aatcgaaaca aactgtttca
  2995321 gacgatttat cgaagaaaaa acaagactta gatattaaaa tcaacgactt taaacatact
  2995381 gagaaaaaaa ttgatgacaa attagctgag atacatacaa cgaagcaaaa tatagataac
  2995441 aagatcaatg aagtatctca atcgaaacaa acagaaacaa agactggtac tacaaatgca
  2995501 aacaataatg ctagagaact tcctaacgct ggtagtaagc aatcaaataa tatggcttta
  2995561 ggtatgttat ctgtattagg cgggatttta ttagtaacac gaaataaaat taaaacgtta
  2995621 ttctcaaaat aaagccatta tacttattaa aaacaattat acaaaggcca accgcatgta
  2995681 cggttggccc tttcctttat attaactgtc catctcgaag cgtcaatata cgatcacata
  2995741 catcaagcat tctttcatca tgtgtaatca taatagctgc ttttttgctt tctttcactt
  2995801 cgcgtttcat catttctacg acttcacgtg cgcgttttga gtctaagctt gccgttggtt
  2995861 catctgctaa tattaaatct gggttgttca tgaacgcacg agcgattgct accctttgct
  2995921 tttccccgcc agacagttga tttggataat gattttttct ttctcctaat ccaaatgccg
  2995981 ctaataaatg atccgcacgc ttttctgatt cttgtttgtt ttcttttttc agctttgcaa
  2996041 tgtacagtaa ttgctctttt acatttaaat atggaacaag gtttgcaaac tggaaaatga
  2996101 agccgatttt tttcaaacga atgtctgtca tttccttttc tgataacttc gtaatatttt
  2996161 gctcacgaat gtatatatcc ccttttgatg gtgatagtaa tgcacccgcg attgataata
  2996221 acgtactttt ccctgatcca gaaggaccga cgattccgat aaattctcca gcttttacat
  2996281 caagcgatat cggatgaagg gctgttactt ccgtattccc ttctccgtac actttactta
  2996341 ctttgtctaa ttttaataat gaagtcatta catcccgcct ccaattgctt ctaatgcatc
  2996401 aacttttaat acttgatata acgaaataag tgttcctaaa atactaatga cgataaagat
  2996461 tgctgcatat tgtgcaatca tcggtgctgt taataagaac ggcatgcctg ccggtaaaat
  2996521 ttgttctaat ccttgtacaa gaacaatact aattcccatc gcaacgactg ataagaataa
  2996581 cgcctgcacg actaagctat ttgctaaata cgagttcttt gtaccaatcg cttttaatac
  2996641 gcctaattgc tgtgtttttt gcagcgtaat gacgtagaag aatacaccga ttaataacgc
  2996701 agcgataact agtaagaatg caatgatcat cgttaacgtt ccttgctctt ctttaaaccc
  2996761 tggaatactt tgtagtactt cttttttatt aataacgtga gcatttttaa tctctttatc
  2996821 tgtgttaagt gcaattgcgc tataatcttt ttggttcggt tgtgtaatag caccccatac
  2996881 gtcttcattt acatatacga ctggtgtatg gctaaacatt tggtctttcg taaatccaac
  2996941 gattgtaaat tctttctttg aaacaggatc aataattgta tctccaatat cgattccttt
  2997001 ttctttaatc gattcgtcag caaccatttc attatttgct gtacctaatt tctcaccttt
  2997061 tacaatgttc ggttctaaaa atgtatcgcg ttcacttgag aaaatagcga tatccacttt
  2997121 tttcgaacta tctttctttt catacgttga aactttcacg cgaaacggaa cggcctcttt
  2997181 ctcgcttgct tgattgacta cgttatctac atcgtctttc ttaatttgtg aacgaagtaa
  2997241 tttattttcc gcatcatctg ctaaaacgaa cttatttgcc tccatatttt gaatcgatga
  2997301 agcattatca tatgataatc catttgctaa tcctgaaata acgaggacta aaaatgataa
  2997361 taacaccata atcaatccga ttaatccgta tcttaatttt gattgtttca attcacgcag
  2997421 agctaaaaac atttcgctcg ctccttcctc tttctttcta tgcacttatc ataaaaaaga
  2997481 aatatgaacg gaatatgaac agaagattac agaggaaaga ttaaattttc agaaagtatt
  2997541 gaaaataaat agaatccttg atacaattca gtcaaataat actgaccgag taaatttatt
  2997601 caaggagttg atcatattga agcccgtatt aacactaact acttatagcc aactaaaagc
  2997661 attaagcgat ccactacgtg ccgaaatgat gatacgtcta tgcgaacgtc cttatactgg
  2997721 acaattacta tctgagaaat tcggcatttc aagggcgaaa attcattatc atttaaaaga
  2997781 attagaaaag aatgatctta tagagattgt ttatacagaa gaaaagaatg gcattgttca
  2997841 aaagttttat caatctgtcg ctaaaggctt cacccctgcc acagatctat tacctcattt
  2997901 agaaatatta agcgaatcag gtcgccaaat ctttttacaa atgatagaaa gaacgaaaag
  2997961 ccaaattctc gctgcaccag aggaagcttt tacattacga aatgcaagtg aagacccagc
  2998021 taagtggaat tacgtttcat cttgctggga gtttgatgct acgccagaac aatttcaagt
  2998081 atgggtaaaa aagttttatg aattgatgtc tgaattaaac gaaatcacaa aaggtgcaga
  2998141 taaagatccg aatagtaaac cttattatat ttctactact gcacttcaaa tcgcagagag
  2998201 aacaatgcag caatttgtta aagaagaaga aaaatcgtaa tacgattttt tttacataaa
  2998261 cggtcaaatt tattttaccg aataaattta ttataaagga gtagattaaa tggatatatt
  2998321 gaaaaaccgg aatttcctct tattattttt aggaagaatt ttcaccaaca taggagatag
  2998381 cttgtactat gtagccgcga tgtggctcgt atataagcta agtggtaatc ctttttattc
  2998441 tggattggct ggtttcctta cgttactacc ttctgcatta caatttctta ccggtccatt
  2998501 cgttgataga tggccaataa aaaacaccct cgtcatcaca caagtactgc aatgcattct
  2998561 aatattaatc attcctatta cacactactt cgacctatta accgtccaac tactactcat
  2998621 catcatgccc atcgtagcct ttatcgaaca attcgcctat cctgcacagt caaaagcttt
  2998681 accacttcta ctgcataaaa cacaattatt aaaaggaaac tctctcttct catttgcgta
  2998741 tcaaggcatt gatttaattt gtacgacgct ttctggaata ttagtagcac tatttggcgc
  2998801 gatcacttta tatgtaattg actctttcac attcgcgatt actgcccttt tgttcttttc
  2998861 attgaaaatg ccaaaacaaa ccgaaacagg tacaacactt tcaactaaac aatatttctc
  2998921 tgatttaaaa gaaggttttt caatcgtctt tcgttcctta atgggcgtat tcttaatcgg
  2998981 ttccgttgtt gccaattttt ctatcggtat gacgatggca atactccctt ctttcgctga
  2999041 ttctttaggt ggtgtgaaat catatggttt cttcttagct gctatatcag caggtagttt
  2999101 aattggagca ttattcagtt catgggttgg caaacgtaac gttggccgcg cttctattat
  2999161 tagctttgca actggtgcta tcttttggtt tctctctacg gttgtaccgt ttcaatggtt
  2999221 atctattttc ttattcggcc tagcttgggt accgattggt gcaaccaaca tattatttgc
  2999281 gacaattagt caaattttaa ttccaaatcg atatattgga cgcatcaact cagtgatgcg
  2999341 aagtatgggc acaattgcta tgccattcgg ttctttaatt ggtggatatg ctgcaaatat
  2999401 atttagtagc caactcattt tcgcactcgc tagcatcggg attttattta tttctctcgt
  2999461 atggctactc catccgaaat tacgagcatt gccgaaagct gatgaaatta cagcggatac
  2999521 ttttggggtg cagtttaagg aagagcatgg gaaaggtgcg gctttatagc aggaatgaga
  2999581 gtacgtgaaa tttatatcgg cgatttttca aatatatcag cgcaactcga attatatcgg
  2999641 cgattttcac aatatatcgg cgcaactcaa attatatcag cgatttttcg attatatcga
  2999701 tttaccgaca aaaaacgaca aaaagaagag gccgtttcca cacagcctct tccctctatt
  2999761 ttggaagctc cacccgaaca gtagtccctt cccctttcgt gctataaacc gaaacgtttc
  2999821 cgttatgcag ttcaacaatc ttctgcacaa tcgataaccc taaaccgctg ccttctacat
  2999881 ttcttgctct tgctgtatct actttgtaga agcgatcaaa aatacgatcc atttcttctt
  2999941 tttccattcc gattccatta tcggatatag agatgataac gctagactct aactcttcga
  3000001 cgaaaaactc aatggtccca ccctcatttg aaaacttgat gctattcgtg aaaatgttac
  3000061 tccatacttg atgaagtaag ttctcatcac cttttatagt gatatccggc acatcaaatt
  3000121 caatggcaat atttttctca cgccatttcc actcgagcat aaaaatgacg tctttaattt
  3000181 gcttctgcaa attgaattct tttatttgta aaactttctc ttctttatct aatgaagcga
  3000241 gcgtaagtaa ctgtttacat aaactagaca ttcgcttact ttcgccctca ataatttgta
  3000301 agtaatggtt tctttcttcc acactcatct tttctgtttg caatgtcttt gaaaaccctt
  3000361 gtatggaaga aagcggcgac tgaaattcat gtgaaacgtt tgaaacaaac tcttgtctca
  3000421 tttcatctaa ttctttaata cttttcgtca tcttttggaa gcttgtagat agcgtcccta
  3000481 tttcatcttt tcgttttacg tctaattcaa tttcatattc cccactcgca attttttgcg
  3000541 tcgcgttcgt aaacttacga atgggacgaa cgatgtaacc tgctgcaatc gcaataaaaa
  3000601 taatacttaa tagtacgata aacccaagta acaccgctaa gaaaattcgc atctcgccaa
  3000661 attggttttg aatgtcaggg cgaataaata atgcgtactg tttatcaccg tgctttagtg
  3000721 gtacaccgac actatttatt aattcattat cgaaaaaacc ggtaataaag agacgagtcg
  3000781 gatatgtgga aacaccatta aacgtttcgc cattcaacac tttacggatt gtatcatcac
  3000841 ttatcgtcgt cttacgaaac gcattgccga tacgctttcc attcttttga tcatctacaa
  3000901 tataaatttc ataccctaac ttcgcaatag attgtaagta cgcctcttga ttttcttcgc
  3000961 tttgcttttc atataacgat ttaacttctt ccgcatactt taaaatcttt tcactgttat
  3001021 acggttttaa cttcacttga taatatacgt tcgttaataa aaagccgata atactactaa
  3001081 gtagcataat accgactgtc ataaatacaa atctagaata taatgatttc attttatttc
  3001141 agctccaact tatacccgag tccgcgtact gttgtaattt gaaaatcatc cgttcgtttt
  3001201 gagaaacgat ctcggagcct tttcacatga acatcaactg ttcgttcatc cccttcaaaa
  3001261 tccattcccc atactagttc aattaactct tctcttgaaa atgttcttcc aggatagcta
  3001321 gcaagttgtg ataataactc aaattccttt aatggaagca aaatcgtctg cccgttacac
  3001381 tttacttcaa cacctttacg atcaattgtc gtcccgtgaa gtgtaattat gtctgcactt
  3001441 agcatttgat aacggcgtaa taaagctttc atacggaaaa tgacttcagc tggttcaaat
  3001501 ggttttacaa tataatcgtc cgtaccagaa atgaatcctt tttctttatc aactaactga
  3001561 tctttcgccg ttaataaaat aacaggaata tcatgatact tacgaatttc ttcacataac
  3001621 gtatagccat caacgaacgg catcataatg tctacgatcg caagatgaat attttccttc
  3001681 tctaatactt cttgcgctac ctttccatct tctgcttcaa aaactttaaa tccctctttt
  3001741 tgtaaatggt aatgtaacaa ctctctaata tgcttatcat catcagctaa taaaatatgt
  3001801 atcatcttca ttaaaccctc tcttgttcat ccttctacat cactacatta agaaacaatt
  3001861 ggattttttg caagaaaaag aaaaggattc cttagaagat actcttgtta tcattgtggt
  3001921 cagctgcttt atttttctta taacttggtg atgtactctg ttgtacgaat aagtgatcta
  3001981 atactttttt agtaagtggc ataaagaaat tcagtaatag cccacctaaa caaacggtta
  3002041 atatagttcc aataccaatt gatccatgta aaatcgttgc cattatcaag aacataagat
  3002101 aaataaatgt tcgtgatata aagatattcg ttctcgttaa ttcttgtatg attaaagtta
  3002161 atcggtcaat tggaatggga gcaaaatttg tttgtagata tatcgcagtt cctaatcctg
  3002221 taataactaa gccaattcca aaataaatca ttttactgta ccatatttct ggtgtaatta
  3002281 aattacgtaa taaaaatagc cacacatcaa taccaatgcc cgttatgaat gctgttaaca
  3002341 cccctagtat ctctggtcta tgtcttttta aaattgagtt acaacatatt aataataaag
  3002401 ctattattat ttcccaactt cccacagtaa gtcccacatt taaagaaagt cctactaaaa
  3002461 gcgcatcaaa aggtgacgtt ccaagatctg attgtattgt aaaagaaata ccaagagtta
  3002521 atattaaaat tcctaataca taaaaaacat acttcatttt aatcaacctc ttcatcgtta
  3002581 ttttcgttgc atttacaata aaaatatttt atattaaatg taacttcaaa ttgttgcagt
  3002641 tgcaacaaaa acaaaagata aggagttcat tatgaaagaa attcttcgtg aaattggcat
  3002701 gattgcaagg gcattagatt ctattagtaa tatagaattc aaagaatatg agcttacaaa
  3002761 aggtcagtat ttgtatcttg tgcgaatatg tgaaaaccca ggaatcattc aagaaaagct
  3002821 atctgagatg ataaaagtag atcgtacaac tgcagcccgg gctatcaaaa agcttgaaat
  3002881 taatggattt atcgaaaaga aagaagatga atctaacaaa aaaattaaaa aacttttccc
  3002941 gacagaaaaa ggaaaaaatg tttatccttt tattaagaga gaaaatgatt attccaatac
  3003001 tgttgcatta gagggatttt cggaaacaga agcggaaact atttctaacc ttcttcaaag
  3003061 agtaagaaaa aatatagaaa aagattggga atttgtaaaa aagggaaata agagagatta
  3003121 ttgattatat aaaggagcga actattaata tgactacaca tatagaaaag tgcaccctta
  3003181 aagatataca caaacttcaa gaaattagtt atgaaacatt taatgaaact tttaaacatc
  3003241 aaaattcacc cgaaaatatg catcattatt tggaaaaggc atttaactta aagcaattag
  3003301 aaaaagaact atccaatatc tcttctcaat tcttttttgt ctacttcaac gatgaaattg
  3003361 ctgggtatct gaagatcaat actgatgatg ctcagtctga agaaataggc gatgaatcac
  3003421 ttgaagtcga gagaatttat ataaagagct cctttcaaaa acatggtctt ggcaaatatc
  3003481 tactaaataa cgctatcgaa attgcaatag caaataataa aaagaatatt tggctaggcg
  3003541 tatggaaaaa aatgaaaatg ctattgcttt ttataaaaaa ttagggtttg taccagctgg
  3003601 ctctcactcc ttttatatgg gagatgatga acaagttgac cttatcatga ttaaaacact
  3003661 catataaatt ttttgagagg tgggctatta tgtatattcc aaagtatttt aaagtcacaa
  3003721 atgttgatga aatttggggt tttgtccaaa aaaactcttt tggaacaatc gtcacaacaa
  3003781 aaaaagagaa accaatcgca actcatttgc cctttgggtt aactaaacaa ggtgatgatt
  3003841 attttattac tggacatatg gcttatggga acccccagtg gagaacattt gaaacctgtg
  3003901 agaatgttct tgtaatgctt cagggaccgc actcttatat ctcttcttct tggtatgaaa
  3003961 atgaagaagt tccaacatgg aattatcaag ctgtccatat atatggtaaa gcaagtattt
  3004021 tagataaaga ggaattaata gatgaattaa caacaatgct gaaaaaatat gaagagcatc
  3004081 gtgaaaattc agtattatgg gataaacttt cccccactct cttagaaaat gaactgaaag
  3004141 gcatagttgg gtttaaaatt aaagtaggag acattcaggc tgcatataaa ttaagtcaaa
  3004201 atcgaaatga gacggattat attaatatta ttgagaaatt gtacgatgaa gaaaatccag
  3004261 atgcaaaaca aatggcggaa ctcatgggga gtagattaaa caatcacata taatccattg
  3004321 taattcaact ctcacatttc aaaattaaag aacagactgg agagctttat cgggcgtttt
  3004381 ctttagaacg taaaagattg aactgaaagt gaatggcatt taattaaaaa agaatctatt
  3004441 ttgaaaacag atgattcaaa atagattctt acgttttagt attaagatta ttttaatgaa
  3004501 aaacaatttt taagccttcg aaatatcaac aaatccttct ccgaacacgt cgcgaacatc
  3004561 gtgtatagcg atgaacgcag ccggatctgt agtttgaaca atcctcttta gcttcactac
  3004621 ttcttgctta ttaataacaa cataaagaat gtccttcggc gttttcgtgt aatagccatg
  3004681 acctgagtac acagtaactc ctctacccat taagctagtc accttcccgg caatttcatc
  3004741 cggcttatcg gaaataatcg taatggcctt tttcggattt aaaccttcaa ttacaaattc
  3004801 cattactttc gttcctacat ataacataat aattgtcagc atcagctttt ctgcaccaat
  3004861 gatgaaataa gatgaaaacg caacgattaa atcaaagaac agtagaccgt agctaatgct
  3004921 ccaacctaag tacttatgtg tcatcctcgc taagattgta gtacctgctg tcgttccacc
  3004981 aacgcgaata atgagaccaa tcccgcaccc gataaatatt ccaccgaaaa tggcatttac
  3005041 gagcatttca tccgaagcaa tcgtccatcc ttctgttaaa tgaagaaata gcgagttcgt
  3005101 aactacagcg ataatcgtat aaatcgttgt gattttattc aaaaatttat agccgactat
  3005161 taataaaatc gcatttaaaa ttaaattgac taaacctggt gaccactcaa ataagtagta
  3005221 cgtaataatc gtaatacctg ttaccccgcc ttcaccgaac tcattcggga taacaaacaa
  3005281 attcacacct aacgcaaaaa ggaatgcacc aataataata aaaataatgt ctgtcgttct
  3005341 ttttttcata cagtacctca cttcttatgc aaatatttct tcagatataa actctcacca
  3005401 ttatatcgtg gaatattcaa atcgaacagt ggtttatttt tattttcata taggatgata
  3005461 aatcaacttt attctatatc cacatgtaat tttaaaaggg taacaactgt atttattatg
  3005521 tactacaagt aaagttttga tttcgcatgt tattcacgct aaaaaacaaa tatgggaagc
  3005581 catagaatag acttcgcatc aagcatttca ttactgagat ttatacacaa ttttatactt
  3005641 ctgtatgttg ttgattattt cactttattt cttccgggta atgaaaaaaa ctccattaaa
  3005701 tttgcatagt tagtatgcga attcaggagt tttttcatat actaccattc ggtttcattt
  3005761 ctaatgcatt caactcactt tttacacctt acttggctca ttcaaaatta gcacgaggtt
  3005821 cctctaaccg cttcttacct ctccagttaa ataagctttc cgtcttcgtc tgctgccctg
  3005881 gtttcacaaa caacattgcc cccattgcaa tagcggccaa aatggcagct acgataaaca
  3005941 tagaaggata gccataactt acaactaagt atccagttaa agtcggggct aagattgtcg
  3006001 cgatattagc gatgaaatgc ataattccac tatatgttcc tgagtaagca ggagcagtat
  3006061 cgacaataat tgcccaaaat aatgaacttg gtaaaaaagc aaacgcattt ccaagcgaca
  3006121 taagcgctaa tacagctacg taattattca tcgctggaat gaagctaaaa caaattgctg
  3006181 tcagtaataa agcaataatc ggtaacccgg ttcgagctaa acgaaggttt cctgttttac
  3006241 gtaaaatacg atcagatagc ttcgccccta gtggcaatgt gatgcaagct ccgagccaag
  3006301 gaatcatccc aagataccaa agggaagata attgaaaatg gaatacatct tgcaagtatt
  3006361 ttggtgtcca agttaatatt aaaaaattga tatattggaa gcaaaaatat gctatcgtaa
  3006421 ccataacgaa tgtcggaact ttaaaaaagg agtaccatgg ctcttttgga atttctttct
  3006481 ctacttttgc tgattgaagc acaccttccg tacttcgtat ttcagctagt tcttcttttg
  3006541 tcactcgtgg atgatcctca ggcatattcg taaaagtaaa ataccaaata atcgcccata
  3006601 caatccctat tgtaccgagg ataaaaaaca tgattttcca actagtgaaa gatagcaaca
  3006661 gaaccgctac aggtgctgtt aatactgccc ctaacggaac gccaacaaaa ccaagggatg
  3006721 ttagaaaagc cctttctttt ggagctgccc agtttgctgc tgtcttattc gaaaccgcaa
  3006781 aagatggacc ttctgttaat ccaaataaaa cgcggaaaat agcaaatcct attaaagcag
  3006841 accctccaaa aacagcaatc cctatttctc cagcaaaagc agtcgcaatt tcaaaaatag
  3006901 accaagccgt cgctgctaca atccatacaa atttcggtcc ttttttatct gaaaaaatac
  3006961 ctcctaataa agaaccaatc atgtaaccgt aaccaaaata ccctaatata gctccccact
  3007021 ccttcgggtc aaagccatat tcctttataa tgaaagactg cgcataagcg atggcccctc
  3007081 gatcaatata atttactatc gtaataaacg tgagcattgt aaagacataa taacgaaatt
  3007141 tattcttcat caaaagtccc actccccctc gcattctttt gtttttcatt ctaatccttt
  3007201 aatagaatga catggacctt gcctgggcca tgaactccaa aagctaattc catctcaata
  3007261 tcacctgtcc ggctaggccc agtgataaaa ttaatacagg caggtaatcc attcgaaacc
  3007321 tgttcatgaa ttctagttac tccttctgtt aagcgtctat aaattgtatg ttctgagaga
  3007381 attgctacat aaactgctgg caaaacgcta actaaacgcc cgcgtccacc accattccat
  3007441 aaaacaacgg ttcccgtctc agcgagtccc atttcagcat atgtaattcc catatccact
  3007501 tgagctgcat aatcccgtag ttctctttcc ccttctttac tttgccacat tcgatgagaa
  3007561 acgaaatttc ctattaaatg ctttcctatt tcaagttgat gtaatctatc atcgtcccaa
  3007621 tacaccgcag attgaatatt aaatttatgt acaacatact gtagtgcact ccctatttct
  3007681 gaacggtgta tatgacttac ttctgtatgt aacgtatgca agtttgcaat aaactgctct
  3007741 actaaacttt tgtgatctat ctcattagaa aagtggctaa gtggattgtt tttccacctg
  3007801 ggaggagtaa ctcccgagcg acgttctcga tttaatttac gtgcgatatt gtttaaaaaa
  3007861 gactcttgta catccgtatt catattatga atccctcgtt tcttttttcc accaatcacg
  3007921 gaatgattgt ttcgcaggtt ttggaaaatc tctactttct gtccatcctt ttaatggacc
  3007981 tgggccattc gcaatataac catcttttgc aaatatcgat aaccctgtat gtgccatttt
  3008041 aattgctttc tcataaacga atggatgact caccataaac gtgaaacctt taaaggcaag
  3008101 ttgctcaaat ttcgttataa acccttgttc cacgacatct ttacgatgtt caatgagaag
  3008161 gtcatgcaat ggaattttca caggacaaac atctgtacat gctccgcaca aacttgatgc
  3008221 aaaaggtaat tcttttaact cttcatatcc ttctaataaa ggcgcaagta ccgctccaat
  3008281 tggcccgcta taaacacttc cataagcatg gcctccaata ttgcgataca caggacaaac
  3008341 atttacacaa gctccgcacc ttatacactt taatacttct tcataagcag ttcctaaaat
  3008401 atcagaccgg ccattatcta aaataattaa atgaaattct tcaggtccat ccatatcttc
  3008461 atgtaaacgc gccccattaa ttcctgttac ataagatgta atcttttggc ctgtagcact
  3008521 tcttgttaac atcgaaatga ctacatcaag atctttccat gtcggaacaa ggcgttccat
  3008581 ccccataatc gcaatatgaa cctttggcaa tgtcgtagta aggcgagcat ttccttcatt
  3008641 acttataagc acaactgatc cagattccgc taccgcaaag ttacaaccgg aaataccaat
  3008701 atcagcctct aaaaactctt tacgcaattt ctcccttgca aattgtagta attgattcgt
  3008761 atcaactggg atctttcttc ctgcttcctt agaaaaaagc tctgctactt gttccttcgt
  3008821 cttatgaatg gccggggcga ttaaatggga tggcgtttct ccagctaatt gaataatata
  3008881 ctccccaaga tcatactcta ctacttttac ccccatctct tctaagtttt tattaagatg
  3008941 tatttcttct gaaaccatgg attttgactt aattactgat ctcgctcctt tttttcttac
  3009001 gatttcagaa acatatgata cagcatcttc cgctttgaaa gcgaaatgca catgcccccc
  3009061 atttttccga acattagtag ctaattgttc caaataacta tctaaatttt cgattgtgtg
  3009121 catccgaatt tcagatgctg cctcgcgcca ttcttccatg ttccctaatt catgtgtagc
  3009181 ctgttccctt cccatccgaa gccgatcttg tgtaaacgga accgcgcttc tcatctgcgg
  3009241 atcatgcaac gctttatcta ctcttttcaa aaaatctagt tcccccgcca cactcattta
  3009301 ttcagcccct tcgccagtac ttctgctaca tgtaacactt gaatattttt attttcccta
  3009361 cgcaatcttc ccccaatatt cataagacat cccatatctg ctccaattaa gagatttgct
  3009421 tctgtcgcct caatatgttt tattttttca tcaaccatcg tttcagaaat cgagctcatt
  3009481 ttcactgcaa aagtaccacc aaacccgcag caatcttggc aatatggtaa ttcttttatg
  3009541 tctagacctt ctacttgcga taataacttc agtggttcct ctttgatccc gagcgcccga
  3009601 ctcatatgac aagattgatg gaaaacagct ttctcaacca acttagattt ccaatcattt
  3009661 ttcccaagta tatttactac aaagtccgtc aactcatacg ttctatccgc taaatgaacc
  3009721 gctttttcat accattcact atcaccttta aacatctctt tataataatg atgaaccatg
  3009781 ctagcgcaag aacctgaagg ggtcacaata tattcactat gttcaaatgc tttaatcatt
  3009841 tgctttgctg ctagttttgc atcttcttga tatccactat tgtaagctgg ttgtccgcaa
  3009901 caagtctgtc cttcagggaa atctagttcc actccacatt gattcataat ttctacgaca
  3009961 ctcttaccta cttgaggaaa aaacacatct gataaacaag taataaataa cgagactttc
  3010021 atcaaaatcc ccctcaaaac gatatgatct attttcaagt tattactttt ttgaacatta
  3010081 tttttaattt ttagaatttt ctatttttaa aactttttgt ttatgatatc atgtgggaga
  3010141 ttatatgaaa actatctata aggttgtttt cccatacaaa aatggtatag aaagggactt
  3010201 tgacatggat ataagaaaac ttcgttactt tattgtaatc gctgaagaaa aacagcttac
  3010261 ccgtgctgcc caacgacttc atatggcaca gccacctcta agtagacaac tatcgctact
  3010321 agaacaagaa ttatcagtaa acctctttga aagaaacggc cgaaatatgc ttttgactga
  3010381 agaaggaaaa attttatata tgaaagcaaa aaacattatt cttcaattag aagaaactat
  3010441 tacggagatt aaagatacca gtgaagggct aaggggcaag ctatctattg gagcatttca
  3010501 ttcttgcatt ccttttcttt ctgaaaaaat acgctatttt caagataact atccaaatgt
  3010561 gaacttaaaa atatgggaag gtggcccttc atacttaata gagcaattag aaaatcggca
  3010621 tatcgaactc gctatcttgc gtacaccttt taataaagat gttttttcta gtatttgttt
  3010681 atcaaaggaa cctttcgtat tagtcatgcc tgctaaatgg gaactatatc gttctcacct
  3010741 cccaatccct ctaaccgaat taagccatat tcccctttta cttttacata aagataaaga
  3010801 aaatagctat catcagctcg tcatcgatga atgcaagcac cttggtataa ctttaaatat
  3010861 agcatgtgaa tgtcctgact cagcatttat tcttatgctt attatgactg gcatcggtgc
  3010921 ctctatcttg ccgaaaagtg ctatatctca tatcccgcaa gaatttataa aaatagtaga
  3010981 tttaatagat ttcccttatg agtctgaatc atcaattata tggctgaaag atcggaagct
  3011041 ttctaaaaga gcgcaacgat ttatagaatg tacataaatg aattttagag gtgtagcgat
  3011101 gtatttctac gattcttcac cactattacc tcgtttatca aattatttct tctattatta
  3011161 ttgaacatgt tatattagtc gcttatgtga atacgagaat agcttattaa tccttttaaa
  3011221 cagaaagtac ccaccaaatg atcatttgat gggtacttca tgatacattt attatttaca
  3011281 ggagtttaat taagaccaaa tccaaacatc atcattattt tcaacgttgc tctttacctc
  3011341 ataaaccttt tcgatatgat ccgttgtgtt ccagttaata gaacttccac cccagcctac
  3011401 atacttcata tcaattttca ctttctcacc cgtatgaaat acttgtccct ttgttaagaa
  3011461 aacatcaata atcactttct tcccgtttag cgatggatac tccactacga catatttagt
  3011521 agcaccgtct ccctgatctt ccatcgttcc tacttttgct acttccccaa ttacataatc
  3011581 aggtgagcca tcttctttca tgtgcatgcc taacttgttt gttgtatttt caactgcagt
  3011641 tgcaaccata tattctgtaa aattacgcat catagatcca gtagctttta cttcatctcc
  3011701 tactttcaca tttgaaagtg aatctatata tacgctaaca ggttcttcgt attgcttaga
  3011761 ttttacaaca attacaccgt tatctacttc tactactcgt ccttctaacg tcgagaaatt
  3011821 cgattcaata gaagctgcac tcgcttttgt tagttctaat cctggtacat tcgttcctga
  3011881 taatgctgcg attcctaaag cacctgctaa aattaatttt ttcataccca ttatgaaaca
  3011941 tctccattca tgatgatttt atttttgatt ggatacaacc aacctgtaac tattatagtt
  3012001 acaggttgta aagaatagca accctctttc tcatgcaatg atgcatactg tactttttaa
  3012061 atataaagcg tttttctcta tattcaatac tactgctaaa ttcttgtaca ccagcaggta
  3012121 aacggattga tgatgaagaa actaatgaca tgcatcatat ttttcaatgc tacggtttgt
  3012181 ataatcgtat ttcattacat tatgtagggc ggaattcata tgttaataaa accaaacaga
  3012241 ttacagccag gagatatcgt ggcaacagta agtccttcat ggggaggcgc aggtgatcct
  3012301 gaaataagat ggcgttatga acaaggagta aagagattag aagaggtttt cggtcttatg
  3012361 gttatcccaa tgcccaatag tttaaaaggt agcgaattca tttataacaa cccacaggct
  3012421 cgtgcggaag atttaatgac agcatttaaa gatgcgcgcg tgaaagcaat tattgcaaat
  3012481 attggcggtg aagatagcat tcgtttactt cctcatatag attttaatgt gatacgtgaa
  3012541 agcccgaaaa tttttatggg atactctgac gttaccgtct cacatttatt ttgccataaa
  3012601 gcaggtcttt cctcttttta cggtccagca aatttgaccg actttgccga gaatatagag
  3012661 atggatccat atacggttga aatggtaaat cgaactctct tttcaaatga aatgattggc
  3012721 gagattcaac cagctcataa atggacgagt gagcgtttag aatggatcga aataaataag
  3012781 gatacaagac gtaagatgca gcaaaacaac ggatatgagt tacttcaagg ctctactact
  3012841 gtacaagggc gcttaattgg tggttgcatt gaagtacttg aatttgcaaa aggaacggaa
  3012901 ctttggcctg agaaaaaaca ttgggaggat agtattatct tctttgaaac ttctgaagat
  3012961 cacccagaac caagttatat aaagtattgg ttacgaaatt atgcagcgca aggcattctg
  3013021 aaaaaagcaa aaggaatcat ttttggtaaa ccgaaagatg aacaatacta tgaagaatat
  3013081 aaacatgaaa tactgcaggt tatgaaggaa catcatttag aaaatttgcc gattctttat
  3013141 aatttaaatt tcggccatac tgaaccgaag tttattttac cttacggtgc gatggcagaa
  3013201 attgattgtg aaaatggatc tttctctatt ttagagagtg gcgtggaata aagtgaaact
  3013261 ttaatcagtg ggggttccat tcacatcgct accaagttaa cattttgaag ttctcccaga
  3013321 acgaaaattt attcttttca taggtattca aggaaattta gtttattttt ttcgttttag
  3013381 ggaacaatta atttcttaag ttgatagcga tggggtattg gtaacataaa tgttcatgct
  3013441 agttaatcgt ttactttttt tctgagtacg taacaccctt tttactttct gtatacactt
  3013501 gttttttctt acgttctcaa agttgttttt tagttaatca atatatatta actcgtgtaa
  3013561 atagtttttt atccttccaa tataagcatc tgttatttca tagacctgtc ctggttttaa
  3013621 agtattcata atatgtttta aatcaacttt gatatactga gattgttttt ttatagatat
  3013681 tttatgttgt ttaatacata acaggtttta acttatcaga agacttcacc cagttcttat
  3013741 gatttcagat gatttgctct ctataaccat gaacgaactc ttccatggta attggttttt
  3013801 acctagcaac tctaacaagc ctgacgtaac tcttttggct agccctaatt tagctgctgg
  3013861 atatatagca atcatcacta tgataaaatc aggtttgagt cctttttgaa tcatcttttt
  3013921 ctaattttcc atataccggg atttttatag gttgtttgtt catttccttt gaaataattt
  3013981 cagtaatttc ataatatgtc aatgctttag tccctgctaa agcgtatgat tggaattcgt
  3014041 caccagcttc tgttaatact tttacagcta cttctcctat atctcgcaca tcgataaaac
  3014101 tcgttcttcc tcttcctgct attacctcaa tttttttcat ttcttaactc ttcaccatat
  3014161 tataataata cgttttgcat aaaaagctcg gccttaaaaa tgtataagag attcctgaat
  3014221 tttttcttat ttcttctatt ttcacatgag gtactatgtt tttttccaca cctagtaacc
  3014281 atagaaatac aatatgttga acaccaactt ctttcgcaac atcaaccata ggctgaaaat
  3014341 ccatctttcc atcagtaaga tatgaagggt gatagcctag cagtaggtcg gtggtgaagt
  3014401 tcgattcctg cgtaaaatat caaccgtata aagagaaatc caatcttgga catctagagg
  3014461 tggagcgccc aaaaggaggg attagagaga cgaaagggtt attttcgtcg tggaactgag
  3014521 aagctcccac ttcaagcttt gcaaagtcgc gagtagttca tgagaatatc ccttaattat
  3014581 gtatattaaa aatcttttta gccaattaaa ctccttattt caaaactagt aaaatcattt
  3014641 tgttcataga gactacattt ttttagtttt tagttttagt tatagcaaat gatatagaat
  3014701 acaaaaacgc gtgacagtct ttaatgtaga ctttcatcga caggtttttc ataacatcct
  3014761 atatgaagga aacacccatc ctttataatc aatacatttg gatgagtgtt tagtaacgca
  3014821 ttacttattc tattcttact ggctattaag atatctaaaa tgatacctta ttatttcaat
  3014881 tttcatttaa attctattaa ctgtatatat ctttttctat actctttaac aacatttcta
  3014941 acctatccct agtaacttga ttaaaatgtg gatttaattc ctttattatg aattcaagta
  3015001 actcatagct tatgtattca cccaattcca gtgaatattg ttcagctaaa aaagacttta
  3015061 attttttaga gatatcaatc ttatcctttt tactaatctt tatctccatt cgataacaaa
  3015121 cccctcttag attaatctta catgctaatc aaaatatttt tttaatattt atgaaacttt
  3015181 gctgtttact accttattgg atatacaaca aggtagccta tttatgtcat agtattcaat
  3015241 cacctgagaa ctagtcactg ttgcttatca tttttatttt tgaagtatct ctgatgtata
  3015301 tattacacat tacaatatat aaaacaaagc ccaaatacgg aatttttaac tttatcaatt
  3015361 tttttagagt ttccacataa aattaccttt ttcatattat aaaaaatttt tcctataaat
  3015421 ttttcatact ttctactttc ttggcacttt cattactgta agttgaaatt ttcctcattt
  3015481 ttaaaataat acaacctaga ctcaatgcaa aaagtgaaaa tatcccaaaa gtaacagtga
  3015541 tagtatttaa tgatagactc cagctaatta ggaaagatac tagtgccccc cctaaactag
  3015601 ccgatgcaat aaataaacta gtcacttgat caatattatt ttccataata cgggaagcta
  3015661 aaattaatgt tattggaaaa acccccgcta tgactaaacc aataataaag atgataaaca
  3015721 aatacatacc tgtacctcga acaaagggaa atagagataa aagaatcact aatgtaaagc
  3015781 aactagatgt aatgtatgtc caataattaa atttatgggc tagcttacct acaagtattc
  3015841 ttcctataac tattgctagc caaaaacaag atatacttac tgaactgatt aattcattat
  3015901 tggtaagaat cattattgta gataaaaaat ttgcaagatt agtttctatg cctgcatata
  3015961 agaatgcaaa aagtgaaata aataatataa ctgtaatctt ttcactttta aatttcagag
  3016021 tgaatgagga aagggatgct cctccctttt cattattttg aggagaaaaa tttagaaatt
  3016081 tcgtacgtcc aaacacgtac caaacaaaca gtgtaaaaat aaagaatagt aatatcccat
  3016141 aaagaataaa ataccattcg taaaatttta taatataatt aactagtaac ggaaacccta
  3016201 gcgccccaac cccaaaccat acttcaagaa tgctaaattt agcagcacta ttcctttctg
  3016261 ctgaaataat aaaggaaccc accgtagttt ctaacaaccc tgctccatag cctaatacaa
  3016321 agcaaataac agataaatat gcccattctt ttatatatat aaaacctcct agaacgatgg
  3016381 acattactaa aacacctaat gttattgttt taaaataatg atactttctt actaatatag
  3016441 gtgaacttag aacaccaaat aaaaaacctg taaattgaaa aaatattaaa acacctaatt
  3016501 gatcaggggt tcttccataa tattgtatta atgaaggaat taaactacct atacaaacat
  3016561 gtatgattcc tacaataaaa taaaacaagc aaccataata aaacattaac cgcatctttt
  3016621 ctcaactcca atccaaaata aaaacaggga tttaagtaaa agttctaaac ccctgttttt
  3016681 accataaaac taaatagttg ctacagatcg ctctttatta ctactgcttt tatcaaaaaa
  3016741 catatccaaa ataacttgtg aacgaaatcc atcttcaaat gttgctacag actttttagg
  3016801 accatcttcc gcagcctttg cccattctaa aatttcactt ctaaaagaat cagaccattc
  3016861 aaaaatctcg ttttctggat cgactagtaa aggtaatggt aatgcgattt catgtttttc
  3016921 caatccatca aagagtatat atttatttgg ctctttagaa gaatacttat attctttttt
  3016981 cgtacctatt acctctatac taaaaccaca atcctctgga aatgaacttt tagatgttgt
  3017041 aatattaaca aaaaccttat tttccaattg gccataaacc tcagcatagt catcaacaaa
  3017101 aactggtttg ctttcttttt ccttaacatt tgttttgatt ttagttcgaa cggtatcctc
  3017161 tctaaaatca ctctcaaata aaaaccatag taaatctatt agatgaattc ccaaatctcc
  3017221 caaggctcca ctagttctat tactttgaaa atcatctcgc caagtaaacg aagttctcct
  3017281 aaaagcgcta ttttttttaa aatgcaatct tattactact atttccccta atccttcatt
  3017341 ttgaattaat tgctttaaag ccttaacata ggataagtag cgataattaa accccattga
  3017401 agcgactaaa ttagtatttt tcgctattgt catcatgtac tttgcttcct cacaagagat
  3017461 cgccataggc ttttcacata acacatgttt gtttgttaat aatgcttgaa cagcttgaga
  3017521 tttatgacaa aaattcgggg aagatattat taccccatca actacttcta gtaactcttc
  3017581 atagctatca aaaaccttcc caccaaaatc ccctaccaat ttatcggcat tctcagaatt
  3017641 aacatcatac actccaacta atttacaatt atcaatagtt gataatgctc tagaatgagc
  3017701 tcttgcaata cttcctgcac ctataattcc aatattcatt atatgaacat ctccttttaa
  3017761 ttaataatgt gctttagagt atttaaaatt ccaatcgagt attcaccttg agctaacatt
  3017821 gagtgtattt ttttagcctc ttctgttgca ttttctacta aataaccatg tcttacagct
  3017881 tgtagcattc ttaaatcatt cccactatcg ccaaaagcaa ttgcatttga tttatctagt
  3017941 tcgtacttgt ctaaaataaa tttcactatc tcatctttac ctgttccaag tggaataaaa
  3018001 tctacatcat agcaattttc tgggtcacca gctaatggat tacatttgtt aatattaact
  3018061 ccaacttgga atatctctcc gatttcttct atcttttcta aattctttgc atcaataaat
  3018121 tcattttgct cttcataata aaaattaaat ttgtacttag aacttcctaa ttgtgtctga
  3018181 ggtcttaaaa aaatttcata tttcatttct agcaagtgaa taattctttc aatttttgaa
  3018241 gaatcaaaac caccctctat aattctctct ttccaaattt gatcatctat agtagtccca
  3018301 ttactatcaa agtacgttat ttctgtacct aatccactcg ccacaaaatg aggaaaatac
  3018361 tgtataccac cctttttcat tttttcaaca attgattcta aactacttcc cgttacccaa
  3018421 ccaattacta aatccccttt acttccttgt tcatacaaat acttttctaa caatttcata
  3018481 ttgcttcttt tagaatcatc catgctatga ggataataag tttcatcaaa atcacagaac
  3018541 actacatatt tcgggttttt aacctgtggt agtctttcaa aatttaaaga cttcaaaact
  3018601 tcattactta ttgacattga ataatccctc caaaacgaaa ttttgctctt ctaacatcat
  3018661 atttggatgt aaaggtagat gtaatatttc tttatgaact tgctctgtat tgaacatatt
  3018721 gttttgcaaa tcattttcct ttaaccactt agtattttgt ttatgagata ataccggata
  3018781 ataaatatct gtttcaatgt tatacaattg gtacaattta tttttcaact cgtctcttct
  3018841 tccattttca actctaatcg gaaaaaggtg ccagacatta tcttctgtca tcataggtag
  3018901 ctttattaat tctctatcct ctaaatcctt taactcacga atatatcgtt gagctaaata
  3018961 cgctcttttt aaattgttgt atgataaata cttaattctt tccaaaccaa tagctgcttg
  3019021 caaattatca attttagaat tgaatccaaa gtctaatacc tttttatttt tttatcaatt
  3019081 tcaaatccat gataactata ttgattgcaa cgtattgcaa gattttcatt attagtaact
  3019141 attgcacctg ccttgccaca tacaccaaaa ttcttatatg gattaaaact aaggacaata
  3019201 atatctccat attctccaag atttgaagaa ccaatagctt gacatgcatc ttcaataact
  3019261 cttaattgat atatatccgc gatttcacga atttttttca tttcacactg cttaccatac
  3019321 aaatgtacag gtaaaatgca tttcgttttt ggggtgatag cttcctctat tttagatgga
  3019381 tcaatacaat aactcttctg atctatatct acaaatatag gttttgctcc gaccgctaac
  3019441 acagcatttt cagtagcagc aaaactatta gctggcataa ttacttcatc tcccggctga
  3019501 ataccaatag ataacaatga caccataagg gcatctgtac cactgcttgt tgcaattaca
  3019561 aaatttttat ttaaataact tccgattact tcttctagct tttttgaaaa tggtccactt
  3019621 gtaaattgac ctgtcggtaa aacatctttt aaagctccaa taattttttc aacctcatct
  3019681 tgagaaatca accgattaac tggcataaat tctattttct gtatattttt tctgctataa
  3019741 ttgaaaatat ctttttctat atcaatatct attttcaatt tgttttccct aaataatttc
  3019801 tctttcatct tgtgattcgg taatatatta ctaatttcaa attctttttc ttttgtttcc
  3019861 ccctgtaggc actttaataa agctaaattg tctttactat gtccagaaat tgtagtaaga
  3019921 gttttcacgt taaatcacct ctaagaaatt attttgaaaa tcatgagtag actatatttt
  3019981 atgttatcga ttacatgtca acatattttt tacggagggt ttttctatgg taacaattaa
  3020041 tgaaatagct aaattatgta atgtatcaaa tgctaccgtt tcaagagttc taaataatca
  3020101 tccttatgta aattcagaaa aacgtgagaa aataataaaa gtaatgcaag aattcaacta
  3020161 tactcctagt gctattgcta gaaatcttag gataaataag acacaaacca ttgctctatc
  3020221 aattccaaat atagatcatc cctttttcgg gaaattagct agagaaattt ctaaagaatt
  3020281 attaaaacac aattacaaat tgctaattta tcagactttt tatgagaaaa aaatagagct
  3020341 tgaattactt tcattactaa agaataaagc tgtagatggt gtaattctcg catctctaga
  3020401 aaatagttgg gaaaatatag agcattattt agcatatggg cccataatac tttgtaatga
  3020461 gtatgaggaa aatgcaccta ttccgataat ttgttacgat gaatttgaag ctggatacaa
  3020521 agctgttaaa catttaataa gcaaaggtta taaaaaaatt ggcttttgtt ttgactctct
  3020581 taatagtcaa gcacaattaa aacgccaaca aggttatctg catgccttaa aagaaaaaca
  3020641 attaccattc aataaaaaat ggctatttgg agatgcaatt actattaatg atggatttaa
  3020701 aatttttgag aagctagata aattaaaaga taaacctact gcattattta ctggaaatga
  3020761 tcaagttgct gctggagtca ttaaaggagc tactattagg gggtattcta ttccaagtga
  3020821 cttagctgtt tgtggttatg ataatcaatt aatttgtaca gttacaaccc caacaattag
  3020881 tactattgat attccaattg ttgaactgag taaacgtacc gttaaggaga tactactata
  3020941 tataaataca gatgaatcta ttaaacgtaa aattattgaa taccctacaa acttaattat
  3021001 tcgtgaatct acataattaa attaaagttt ttgcttaaac tgatgtgatt aataaaaaga
  3021061 ggtcgtaaat aataatgcgt cctcttttta tcgttttagg tattaaattc tacgtacatt
  3021121 cgacatgaat tgattagttt ttatgaattt tattgaaaaa attgtaaaac acctccattt
  3021181 ttccttctat tttgctatga tagttacaat taaataggat taagatattt ctataggatg
  3021241 ggggaatata tagtgagtgt ttcagtaaag ggaaatgagc aattaacctc tctattgaac
  3021301 gactggtatc gatctatgct atctcaacaa gttgtaaaag ctactaatct aaaaaagaaa
  3021361 attgatgaaa aaattactaa gttaagcatt gagtcaaatc aagaacgtca ggatcaaaat
  3021421 ttgttactat attactcact acttgaattt cgttacacag tcttaacaga tagcctcggt
  3021481 attcaacaaa atagttttga tgctattagt gattacgata tgcctacaga ccattttcta
  3021541 cgcttctatt atcacttttt taaatccatt cattccactt ttatatcaag ttttactgag
  3021601 gcagaggaac attataaact ggcagaaaag atactagtaa acattccaga tgagattgaa
  3021661 catgctgaat tctactatag aattgctact ttttatcatc atacctataa catgctcgct
  3021721 tctatcgaat acgcaaataa atcgaaagca atcttttcga agtatgaagg ttatgaagta
  3021781 aaaacagcct tttgtaatag tttgttaggg ggttgctgta tctatttaaa gcagtacgaa
  3021841 caagcagaag aatatctaca ttgtgcaatt gaattactac agaagaataa ggaagaagat
  3021901 tccttgttat acgtaaaaag tactatgggg tggctgtatt ctgatcaaag tatgtctacg
  3021961 ttagctattc gtcacctttc agaagtaaca gaaaaaatcc ctacacactt caaagctatc
  3022021 ttcctacaag ctaaggaaca ttataaatta ggagaacaat tagcagctag caaactcatt
  3022081 gataagggat tacagatctg cagaggaatt cataacgaag aatacacaca ccacttctct
  3022141 attttaaaaa gattaaatga aaatattcca ctagaagaat tagaaaatat cattcaagaa
  3022201 ggaatcttat actttgagca agaagaatta tgggaatatg ttgtcgaata cgccgaatta
  3022261 tttgccacaa aatgtagaca atttgagaac caccaaaagg taagtgatta tttccatatt
  3022321 tgttatcaag caagacgaaa atcaatcgaa aaaggagtgt taaaataatg aaaaaaatca
  3022381 gcctattatt atcgggtatt gcttttattg ggattctaac ggtgggaatt tctccacttt
  3022441 ctaaagcgga tcagtttgct actcatggac attaccctgt tcctacatat agtgttggcg
  3022501 atcatggtgg tgtaccacaa caaacttaat ataagtgtat gtaaagaccc gtcatttgaa
  3022561 gggtctttac atatcaaaat atgtattgtt ctttttggct acgccaaatc aaaattcttc
  3022621 tctcgcctat aaccctgcac tctcttaagg caggatcatt ctttcggaaa atgtaataga
  3022681 ctaactatta tatctatcaa ctctttatat gcaatattac atgcgaagtg ccttaaatat
  3022741 tttgttatac tatgtatgtg gatttttcat ccagaaatcc tctcaaacgc atatttatgt
  3022801 atatgccacc ctaattgatg aaagtgagaa gaatgtttat catttttctc acttttttta
  3022861 tttaaattat gtgcttgtac ttattcttta gttattttaa ataataaaag ctcaaaaaga
  3022921 gaattcactt ttcaaatcca acctattgaa tcaattatta tctaataata ccacaccatc
  3022981 tttatcaact cattttagaa tatttgaaca ataattttat atacaagctc tgcataaatt
  3023041 attcattttc atttataaag ataatgctaa atatatactc taacattacc ttccccaaag
  3023101 ttaattatag agtattttct caaaaaagat acagctctgc ccacttttgg aataggattt
  3023161 tttcttttta catatactat ttttgagcct ttttaccaat acgtgttcta ttggtgtctt
  3023221 gaattcctcc taacaagggc ggcagatacg actgcatgcc cttgttattt atattgctgt
  3023281 tctatatcca atacagcaat tgaaaactaa agatgcacta ttacatattt ttttcagttt
  3023341 agattatgtt aaaatttctt aagttgttta tttcatagtt gaattatggt ttcatatcta
  3023401 attcagcaat atgtgagctg tatcccaaaa gaaaagacac tcaaaaggtg tcttttcttc
  3023461 ttttaattaa aaaaacattt ttcttttcca aagattttct gtcttgttct taattttgtc
  3023521 aaaatcctca tatagctata caaaacatat atgctattat gtttttaaga aactatgtgt
  3023581 tcccttaacc ctgtatccga ccctgtattt ttacagggtc tttttttatt ttatttactt
  3023641 tcattagttt ataaaagtta atacacaccc catttcaatt aaaatcgttt aaatgttagt
  3023701 tagaatttga aatgataaat ctattagctt ttttgacaat tgtaatctaa tactagattt
  3023761 ctaaatgtat actacactaa acatcagtta acactataca catagtgtta actatcttaa
  3023821 ttgaatatta gtaatagtaa gtataaagat tatcaattta ctatatctta catttatgta
  3023881 aaaatagatg tatgttaagc tttttcaaaa tctttcccct aataaagatt tgaagtagca
  3023941 tttcatgatt ctccttactg ttaatatgcc ttgaaaaaga acccaatagg gttctttttc
  3024001 ttctgattac atcctcagta attacttatt taacatacaa aaaggactga caattacttg
  3024061 caatcctttt tacaccttaa tatacacttg tattaagtac ttaactcttt atttagcatg
  3024121 catttaaact aaaccagtca ttattattta tatataaaac acttcaaaat ttagaaatac
  3024181 acaataataa atctttccca gcttccagct acataactat tagctgttaa ttctctaccg
  3024241 ccatttgctg atatgaatct accattactt agcgcttgta atacatatat cctattgtct
  3024301 ccaccattat ataagataaa tttttcccat gccccaattg atgtacgatc tgctactact
  3024361 ctaccatttg gctcaaacga aacatacttt ccattacttt tcgtttttaa agcaaacgta
  3024421 tataattctc cagtcggaat taattcgaat ttctcccatt tattaactgc actaggattt
  3024481 gctaccacat ttcccgatgg ctcagcagaa acatattgta aatttgcagc ttgtatagca
  3024541 acagtccaac ttccattaaa tagactcaca ccttttagtg aaccggtatt tgattggtcg
  3024601 gctgccaatg cgccattcga tggggttatc atcattatca ttagaaccat tggcaaaacc
  3024661 attaaaacta actttttaaa gatcttatta ccatttgcat gagttatgaa cctcttcatt
  3024721 cccattcctc tcttaatata tatagcactc atatacatca tactaaatat gtaaaaattt
  3024781 gtaataaata aagatcttta tcaacaaata ccttattatt ctgtttcttt tttctcaaat
  3024841 ttatcatttt ctaaaaacaa aaaaagaatc ctttatggat tcttttttgc cttgcactct
  3024901 ttttcaaata gtgcattttt gcacctactt ttagtataac ttataattcc tataaaataa
  3024961 ataagattaa ataaaattca cttctttatt ttcataaaac atcatacata ctccttcata
  3025021 attttacaga taaaataggg tattttaaaa ctcatctttt gaacattcct ttagttgctc
  3025081 catagcaatc tttcgcgcat gttcctcact atctatcaaa gtcaatcctt gtgatatata
  3025141 actccaaaat tcatatccac aatcctccat ccatctataa gcttctgtta tatatagtcc
  3025201 atcttttctt ctaatgattt gaaccttata gtttttactt ggagaaaaaa actcttgtat
  3025261 aacctgctcc atttatgaaa tatcctcctt aaatctattt aaaattatat tgtcacataa
  3025321 actcgtaatc gcaacctctt ttacgataaa ttactgtaac tttttgaaag gataatatac
  3025381 cttacatact cccatcattt tcttcctgaa ctacccacta taaataatac agtttgtatc
  3025441 ctagaaacct caaaaacatt aggctgttac ttctctctgt cgttcaacat atttctacta
  3025501 catataatta aatatttttt caaaaaccac ttcataaaag aacataagtt catttataat
  3025561 aataaaagga acaaacgtcc ttatttttat taggaggagt tatagtgtat gactattcaa
  3025621 ttttaccgaa tagaatcatt ttatgtgttg atcttcgtag cttttatgct tctgttagtt
  3025681 gcatcaaaat gggattagac ccacttcata caaaattagc tgtagttggt gatatgaata
  3025741 ggaatggatc cattgtttta gccgcaactc cacctttaaa agcaatggga gtaaagaagt
  3025801 tggcaaggct atacgagatt cctcgacaaa aagatattct tattgtgaat ccaattatgg
  3025861 gaacctatat taagtgctcc aattacataa cgaagttagc tctacaatat gttcctattg
  3025921 aagactttca tcaatatagc atcgatgaat tttttatgga tattaccgat agcatccatc
  3025981 tatttgctcg gaatccaaat gaatttgcat tacagtttaa acgtgaaata tatgaacaca
  3026041 cacgaattga atgcacaatc gggattgcac ctaacctatt gatgagtaag gttgctttag
  3026101 atattgaagc aaagaaaaat aaagacggag tcgcttattg gacatacgaa gatataccta
  3026161 caaaattatg gagcatacga ccgcttagta agttttgggg gatttcgcat aaaacagaaa
  3026221 caaaattaaa tcaaaaagga atacattcaa ttggtgattt agctaattat cctcttaaat
  3026281 atttaaaaca aagtttcggc gtgattggcg aagaattaca cttacatagt aacgggattg
  3026341 attttagtcg aatttcagag aaatatgttc cggttacaac ttctatagga aaaagccaaa
  3026401 ttttaatgcg tgattataca atagaagaat ttccgattat cctactggaa cataccgaag
  3026461 aagtttgcta tcgattaaga caacaaaaca aacttgctca aaccgttcaa ttttcaattg
  3026521 gatatagtaa aagttattcg ggtggcttta gcaaaacaca taccttaagc cgtcccacta
  3026581 acttaaccat ggacatttat caagtttgtc tatattttct aaatcaacaa tatactggag
  3026641 aaccaattag aagtattact atttctctaa caaaactaat tggtgaagga gaagaacaaa
  3026701 tttccctttt tgataacatc atacaacgag aaaaagaaat aaagctaacg aaagtaatgg
  3026761 atgaaatacg cacaaagttt ggaaaaaata gcatattaag aggaatttcc tatacaaata
  3026821 atgcaacagc aagatacaga aacacactgt tagggggaca caaagcatga acaacgctaa
  3026881 tatgccaaaa ggtagaggaa tgataaaatg gacgccgttt gcagcaatgc cagaacaatt
  3026941 cgtcggaata cgtgaaatga tcaaagagaa aactaaagta gcacgtccca ttttaacctc
  3027001 tgaagagaaa gaattgattg agaacatgtt actatgttcg ttactttctg aagaagagat
  3027061 attaattaca tattatgaag atggttattt actcaccaac tatatgaccg ttatcgatat
  3027121 atatccatta catagctcta tcatatgtac tgatgctttc tataataaga tgacaataca
  3027181 attttcaaat ataatagacg taaaatagat ttaggtgatt atctttggag tagtataaag
  3027241 gagcatataa aatgcaaggg aatcagataa gaaagaatat agcgagaacc attattcata
  3027301 atgatataaa taactatccc tatttaaata tacctatgat tatcaatgag aaagatggaa
  3027361 taacttacga ggttttaagc gctggttttc ataataatga tgcagtagcg atggtaacga
  3027421 cagatggttt cgctacaact agggtaaata caccgattgt aacagtaaaa aacaatgatg
  3027481 gtagtatcca agcattccgc ttacctttag aattggaata ttgggtactt tcatgtatgt
  3027541 gtgctgcttc aacagggaga aatccgttcc catgtaaagt tgcttttgga atcattgata
  3027601 ctaaatttca tgtcgaattc aagtgaaaaa ggagcaaatt aatttgctcc ttttatcatt
  3027661 ataagatttt taacttctat ccttaaacac actatctagg attctatcct agattctgaa
  3027721 cttatatctt aaatccacca attaattctt gaagttcttc ggccgtctgt gctaattgta
  3027781 ttgctgaaga atttatctct tccatagaag catgttgttc ttcagatgaa ccggctatcg
  3027841 tttgcatact tgaagaattc tctttcacag ccatagatat ttgattaatt gatgtatcaa
  3027901 cttccattac atcacttgtc attttatttg ataattccac cataccatgt acttttgaca
  3027961 cgatatcatt tgcagatttt gaaatttcat aaaaactttg ttttgtatca ttcgcaacct
  3028021 gaatccctga ctgcacttca actcctactt cattcatagc ttttacagtc tcatgtacat
  3028081 ctgcttgtat ttcattaatt aaacttccaa tttccattga agattcggat gattgctccg
  3028141 ctaacttcct gacttcatcg gcgacaattg caaagccacg cccctgttct cctgcccttg
  3028201 ccgcttcaat cgctgcattc aatgctaata aatttgtttg tgctgcaata ttttgaatta
  3028261 cttctaatat acttccgatt tgctgcgatt tcttatctaa taatttaatt acattatcag
  3028321 attgagaaac agaatgatgg attgactgca tttgcgttac agtttgttct actaattgtt
  3028381 caccctcatt ggctttttgt tttgtgtata aggatgaagc cgatacttca gaagcattat
  3028441 cagctacgca ttgaatgttt cgtgttacct caccaattaa tttcgctcca gacgccactt
  3028501 cattattttg aacttctgca ctattcgata tttcttccat ttcttttgta atttgttctg
  3028561 tcgcaacact ggcttgctct acgctagcgg ttagttcctc agatgaagca gccacatgtc
  3028621 ctgcagatgt gttaatttga gaaattatat tacgtaaaga ctctgccatt gtattgaaac
  3028681 taccacctaa ttgaccaagt tcatcctttg aacgaatatt tattttctca gttaaatctc
  3028741 cacgactaat tctttgagct gaaataacta attgtcttaa tggattaata atagatttaa
  3028801 gaatgaagaa aattacaatt ccacctaaca acaatgaagc ccctattata gtgagcgttt
  3028861 tataaaaaat aggattggta gcttcttcaa tttctttaat aggcattaca ccagctattt
  3028921 tccaacctgt ttttttgttt gttttaaagc ttatgtttcg atcctcacca ttaaggctat
  3028981 aagtaattac tccatcttct ttcttgtata gttcatctgc taatgatttc tctaatttct
  3029041 cacctggctt aagtgtagga tgaacaacta tagtcttatc ttgacttact atagatacaa
  3029101 atccttgttt tcctattttt atcattttag aagtttttac gatatcatta atattcaagt
  3029161 ccacaccaat gacaccactt ttatcagcat tttgctttgc aattgctatt accatattgc
  3029221 ctgtagcctt tgatttatag ggagacgaaa caataatctc tccattagct tttactgcat
  3029281 ccttatacca actactttct aatgggttaa atccttcagg tatttttcca acgggcgcat
  3029341 gaataaattg attattacta gatgtagtat aaattgtttc tatctctgga tgtaactgta
  3029401 tatattgatc aaatttacct tgcacatttt gcaattggtc agcgttataa tcaccttgtg
  3029461 taagtatctt tgcaaaatga gttacatcta catgtttatt ttctaattca tcatcaacta
  3029521 tcttatttaa aatactcaca ttatctttcg cagtttgtag aattgtttca ttaagatctg
  3029581 tttttgcttt atcataagac gatactccta cgataagact tggtataatt aatattgcaa
  3029641 taaatgccat agacaacttc gttttaagct tcatttgttc caatctttct tttattttaa
  3029701 acactctcta cttctccctt tcattcttac aactgattta gtttatttaa tcgtttgctc
  3029761 ctttattttt tctacattca tttatggaat tattcaaaat gaaattaccg ttgcatcctt
  3029821 ttacatacat cttcttatat aacaatttag tttttacaag cggagtttta tctatccacc
  3029881 tttcgaatat gttattttgc tatattaagc aatgttaagg ctacgaatta ttctaaatta
  3029941 cctggatgaa acatagactt catttaaaag attatttttg actttaattg gatcaaaagt
  3030001 ttaatctaga actattcaaa tttgatgaaa tccttaccat aataaacgcc taaaacttaa
  3030061 ctaagtgaat ttattttttt gataattatg cttaacagct ttttaaccac tctaactgct
  3030121 tcacttcatt catttatcta tttactacag ccacttttgg attatcggaa actaaaccat
  3030181 aaattctaaa tagaagaata aaataaattg gaggacttca ttgtaacacg tatacataag
  3030241 ttttaaatat taaaattaag aaatttttta ttatgctcat cttcatgaat tactaataat
  3030301 agattgcgga cttttttgcg ctagcgtcta tatcagatta ttacaaagat tagaatggat
  3030361 aacagcaccg atcaatatgt attttgtgga aggaactgtt ttgaactacc ctactgctaa
  3030421 attacactcg gatgaacttt tacagatttt acaagtctct ttattccatc atttccatct
  3030481 aaatatcttc ttactaccat tactttttcc tctcgtgaaa atttagccat aaaaaagtac
  3030541 actccaattg ttgttcgtgt ttaacatttg gggtgtacat caatttgaac tgtcccccga
  3030601 atcatggaca cttaaaaaaa ccccatgatt cgggattttt gtgtattttt atcaaaaaac
  3030661 tgaacattat tacatcaaaa aggttcttta tcaaaacata tagaattagc acatatacag
  3030721 gttttgataa atgaagaggt gattgtgttg aagtatttaa caaaattaaa aaactcatca
  3030781 gcaggtctaa gagggtattt ggaatcctat ccgttaactt cattttttgt aatggcatat
  3030841 ttattctcat gggttgtatt aattccattt atcttatctc aatggggtat tttccctaaa
  3030901 acaaaggcat ttcatatttt cttttttgcc aatgcatttg cagggcctat gttagcagcg
  3030961 tgtatcatgt ttagaactct tgaaggcaaa aagtcatgga aaaaagttag aaaaagcatt
  3031021 ctaactacta aggtcggttt gaagtggtac ttgtttactc ttatcgttat cccagctgca
  3031081 atgtttctcg ggatggttat agtaaatgga aagataccta ctttccgtga ccttaatttc
  3031141 gaatttttta taacctatct cttctctttt gtagcaattt tctttctcgg tgggccttta
  3031201 cccgaggaaa ctggatggcg tggtttcgct ctgcctcgat tacaatcgaa attcggaccg
  3031261 ttaaaagcaa cattacttct tagtgttttg tgggcttttt ggcatcttcc gcatttctta
  3031321 acggctgcac aaaggggtgg cccaggttct gacctttctc tcctatatat tcatttgcca
  3031381 atttttattt tactatgctt gcccatctca atcattctca cttgggccta taactgtaat
  3031441 cacggtaact tatttattgt catgctaatt catgcgagtg taaatgcgtt tagtttagca
  3031501 caaactcatt ccaccaaccc tgttttaaaa aatacggata tatttgtagt gatagggttg
  3031561 ggatttgttg ctttacttat tcttattttc acacgaggca acctcggata taaacaaact
  3031621 tttaatgaag tagagttcag taacaatgaa aatataagtc aatagaaaca aaaatcatag
  3031681 aataataggt tgatgacaat agggtaccgc cacactgcta acaagttaac aatcattttc
  3031741 ttcttcaaaa aaacgtgctt ctttattcaa gctgaaatac aattgtttgc aaagagattc
  3031801 tccggatatt tggtatcata taccttggat aaattagata gaaaaatagg gtcttttcaa
  3031861 caggaaaata atttatagta gaaagaatat atttatattg attataataa tgtgttttga
  3031921 attgtacctt taaggaggcg ttgtcgatga gaaaaaattt ctatttgatt gggcaaaaaa
  3031981 acaagaggat aacgtatcac tagcccataa actacgtgct tcctcttcaa tattggaagg
  3032041 agagtatcag attgaataag atttatttaa aggctattga caaaaataat tgggaagaag
  3032101 caattaaact ttcggttaaa gaagaacaac aaacatttat agcatccaac ctttattcta
  3032161 tcgcagaagt tcaatttcta gataatttct atgcaaaagg tatttatctt gaagaaaaaa
  3032221 tggttggatt tactatgttt gggatagatc ctgaggataa taattattgg atttatagac
  3032281 ttatgattga tgaaaatttt caaggaaaag gtataggtaa acaagctata tatctggtaa
  3032341 ttgatgagat aagaagaaat aataacgcaa acttttctag aataatgatt ggatatgctc
  3032401 ctgaaaacct tacagctaaa tttgcatata aaaaagcagg atttattgaa actgaattat
  3032461 catcttgggg tgaacagtta gctaagtatt ccttataagc acttgaattc ttgacattca
  3032521 cttttagact aattaaagaa aagagtctga tagtataata atatagatag gaaatgatta
  3032581 aactttttta taaaagaata aaccaactga gaatattaag agtgtgtttt gatttacctt
  3032641 tttcaaaaca cactctttta ttccgagata tcatattaaa agaaaagaac aaatatcggg
  3032701 aattatatac tccctcctga ggctaattcg gttttattag cttgataatg ttgtagctat
  3032761 accccttaaa ctgacaaatt atgagtgaat atcatttttc atcttctatt ctaactaaca
  3032821 agtcgtgaaa ttcgtttctt cttccatgaa agtttataat atccatattg caaaagtaaa
  3032881 cttacaataa atgcagctgg atatccaatc catattcctt ttataccaag atttgtatga
  3032941 taagaaaggt aataagcaac tgggacttct acaagccata ttgatacgac accaattata
  3033001 gtgggccata atacagttcc acttgctcgc attgtcgcac caataatttg agcatgaccg
  3033061 aaaattaagt aactccaaag tgtaatcatt accaaactat gtgcaatttc gattgtattc
  3033121 gaactcgtta agaataacga taagatttct cttgaaaaca agtaaataaa agcaattaat
  3033181 ataccaccaa ttatatagtt cataacgatt ccagcacgaa tcacttcctg taatcgatta
  3033241 aattgctttg caccaatgga ttgcgcagcg aaaatggata ctgtaattcc gagactgact
  3033301 gcaggcatct gaacataact tgcaacctga tttacaacca catatgcagc agtcgcatcc
  3033361 gaaccgaaac gattcacaaa tgcgattacc gcaatctcag ataatgaaac aagaatcata
  3033421 ttaatactgg ctggaattcc aaggcgtaat aatagtttta acaaacccca atccatacga
  3033481 agatatttcc gtactgtctc atctaattgt agtggatgat tcttcttctt taaataaata
  3033541 atcataacaa taaatgttat aatggttgag ataacagaag cataagcagc tccgtacaca
  3033601 ccaatttttg gtattcctac ccaaccaaaa attagaatag gtaatagcat tatatttaag
  3033661 actgtactaa caattaagaa ataaaacggt gtcttagaat ctcctgtacc cctaataaac
  3033721 gttgtatagg agaaatatag aaataaaact ggcatagaaa taaataaaat acgtgcataa
  3033781 tgcacactca tatcaattat attttctggc gtacccataa gacgcataat gtttagagca
  3033841 aatacatttc ccactattgc caaaataact cctattataa aggtaaatgt caacgtcgta
  3033901 ccaacaatgg cttttaaacg ctcttcatta tgggcaccaa atgcctgacc aattaaaatc
  3033961 gaactacctg acccaattcc aattacaaac gaaaccagta agaagaataa tggaaaaaat
  3034021 gctgaaatgg cagctaattc attcacacca agccatcgcc ctactaccac cataccaaat
  3034081 aattgtccaa ctgattgtaa tatgttactt aaaagcaagg gaactagaaa catagacatt
  3034141 gctttccatg ttgctttctc ttccttttgt tgatttttta atcttttact ttcttgaata
  3034201 ctatctatcg atgatttcat atttgatttc cccttttatt tggaggattt atatcatttt
  3034261 gagaataata cgttaaaagt gaaaaaaatt tcaagttaac gttataatct tatctacaga
  3034321 tttcccccta cgtaataatg atttttgaga atttgtttgt cattcttttt tctacacttc
  3034381 tcccttttga tttactcttc aacatgtgca acagttggat taattttcct tgacccgttt
  3034441 attttaataa aattatttat attattaaat gtaataaaca attaataaat aaaattggtg
  3034501 taaaaaatga tttttgtaat taacaaaggt cattttttat ttttaaatat tgtaattact
  3034561 taatagtagt ttatttaaga gttacaaaat aaatattctt cccttgattt ggtcttcgtt
  3034621 atagcggtta acatagatta ctgctctttt atattgtata tttcttaata atttgtccaa
  3034681 aatataacta acctgtttta gaacaaattg gttaccgagt agttagcttt tgctaactgc
  3034741 tttttattat taagtatgtt ccaaaatgat gaattcctaa ctattaggtt agctcgtgct
  3034801 atctacaaaa ggagtttgac gttttactta aataccccaa agatactcta ctcatatatt
  3034861 ttccaataaa aaaggagaga tatataatct ccccttctaa tccataaact atataattag
  3034921 cgagtgaatc ctccaccaag ttgttgttca gccattgcca ctagacgttt tgtgatttca
  3034981 ccaccaacag atcggtttga acgaactgtt gcgtctgcac caagttgtac accaaactct
  3035041 tgtgcgattt ttcatatttc atttgattga ttgcactttc agcaccacga actaataatt
  3035101 cgttacggct tccactatta ttgtttgcca tcattacgta tactcgttaa ttttcatgtc
  3035161 tatactgttt agagaaggta ttccatgcca ttcggattgc cctccagcac atgataagtt
  3035221 tataaccgtt cctataatta ggaacggtct tatttcattc aactatcctt tttaattaca
  3035281 gtaactgttt ttttgataag cattactaca ctgtttcttc tgttcaagat aaattcccac
  3035341 taaactcatt caaattctct tcactattta atacatatgt ttcatataat agtctttaat
  3035401 attcattcat acgaataaac catagtcttt tatttttata acttttacac ttaattctaa
  3035461 tacgccctta tttgcatgat tagaatgtgc agcttcatgt tgtccaaaat agcttgtatt
  3035521 ccgctccatc taaataaatt aaaagttata gcatgtattt ttagctaggg gtaacgataa
  3035581 catttcagaa acctcatgct aagcaaattt ggataagaaa agtgtctctg ttacaccctg
  3035641 taccagagac aaactattta ctttttcttg ataaccaaac ttttcacaaa gaaagaattt
  3035701 aaacaattta tagaactaat acttgagaaa aaataggagc agcctatcgt gacagactcc
  3035761 tcctgaaata caacccttgt atacatatag gaaatgaatt tattttacca ataatgaata
  3035821 ttcaccattt ttatcatcga atttataaac attcaaataa tatttgcctg gtttcgcttc
  3035881 gaatttcccc tttataacat ttccttcatc ttcaccacaa gctacataat tttgcatgtc
  3035941 tgattcatga taaagtaccc atgtcatccc aatattttgt tcatttacca cagaaatatc
  3036001 tacttctttt gtatctgtaa catcaaacgt ataaacatct gtttgatcag gagtaaccag
  3036061 atttcctttt acaagcgtat taaacaggag taccttctcc tcttcatgga attcacctgt
  3036121 ttgcggatct tgttttacag taacttttgt ttgttctttg ctttcttttc ctctacgatc
  3036181 tttcacagtt agttccacag tgtatgttcc tttttcttca tatacatggg taggatttgc
  3036241 ttctgtactt gttgtaccat ctccaaagtt ccatagataa gaagtaactt ttccattttc
  3036301 actttttgta ccatcgctat gaaattgaat ctcttcattt actatcccgc tgtatggtcc
  3036361 attcatattt actatagtat ttgttttttc cttttcctct gttgcaacac catgaaaaac
  3036421 aatatcatat tcaaactggt tagctgcatt cacacgatag tttacaaaat aggctgtaac
  3036481 tgttttataa ccactccaac ctttttggga taactgctcc aaagttcgat ttacttgttt
  3036541 actcatcgtt ttccaatctt cagactcacc ttttgatgta ccacctgtgt acttgccttc
  3036601 cacggtaaat gtattaaaga attgcgactc atattttgta atttttgcat cttttatatt
  3036661 tgctacatcc acaatttcgt ttttcacttc agctaacggc tttggtgcgt gttgaattaa
  3036721 ataatcattt gttacttgcg gtacattata tttatcttga ttatcaatca actgctgcat
  3036781 atacgcttga tattctgcat tcaattgtgt attgttgctc aatgattcac gatatgagtc
  3036841 ataatttttc acatcgttta cacggattaa atcttgaagc ttatcaaatg tgtcaaattg
  3036901 atgattatac aaatatgact gtagtgcaaa ggaatactta taaaagtccc atgatccata
  3036961 ttttgagaac aaagtttgct ttgctgtata acggcttgct ggatcagatg ataagccact
  3037021 tatcatactt ttacgtggaa caacattatt tgtacgtgta gatcctgcaa aaaattctgc
  3037081 attcccttct tggaaccaag ttaatcgttc attttgatac atttctccgc ttccaaataa
  3037141 accaggaacc tcataccttc cttgtaaata atgagtgaat tcatgacgga ataactcttc
  3037201 taaactataa atactctgct ttggcgtacg ctcatatgta aagaaggtcc tcttctcttc
  3037261 aatataaatt ccaccgttgt ttgtttcata tccatataat tgtctattta attgatattc
  3037321 atctggatta ttataaatta ctattgttag tacatcatca gcgttacccg gttctagtgc
  3037381 tttatcatta ccaattacac ggtgatattg cgcttttact tctttggctg cccaatataa
  3037441 tctcttaatt ttttcttctg ttactttatc tcccgtcttg aagacaattg atccgtcatc
  3037501 aaatgtatat gttttaggta agtattgtcg tttcccttct tcacgtattt tctgtagatc
  3037561 tactgccttt ccactataat cttttccacc atagtttgtt ttaatttgtt ctactgctac
  3037621 aaaataaggt ccacttagac gaggatacaa gctcattgct tgtgtaataa cttccaatcc
  3037681 tttgtatgga ttactatgaa atttccctaa acgacctgca taataaatgc cattattaat
  3037741 tagccaacta ttttcatttg ttatattccc cacgagagca attctattaa cctcatttat
  3037801 aaagttatca atctttccat accacattgt ttcattaggt tgcttattcg tatcttgcaa
  3037861 ataagactgt atatcataat caattccttt tacaatttca tatacagctt gtcctttcgc
  3037921 ataatcgctt acatacgtag taagattatc attatattgt tttaaaacat ttaccgcata
  3037981 ctgtactgtt tcagtatcac tagaggcatt accaattaat tttccatacg cagctactac
  3038041 tctatcttgc tcagctgtac ctaatgtaaa gtttggattt ttcgcaatcg ctttcaatgc
  3038101 tggtaaacat ttttcatgga agcttctctc ttttaagtaa cttaattcat tattataata
  3038161 tcccacataa aaagcagaac gtaatacttc aacaaatgtt tcaatgccct ttgagttttc
  3038221 tttcgtaaac gtccttcctc tttgtcctaa ttcattaatg ataacgttca tgcgctcttt
  3038281 attctgataa aatgctttcg tatcttgatt gaattgaaat aaatccgtaa tttgattcca
  3038341 agaaattttt gataatgtat caatgagttc gctattaggc attttattca gttctgccag
  3038401 agtgtagctt tgctttaatt gaatttcatc acgttccata accagggtag gacgttgtga
  3038461 aaaatctcct acttttaaac gctcttcaaa agtcaaagtt tcgtccgctt ttgtagcatg
  3038521 tacaatttca tcttttgaag tttctgtccc tattggtttc atctgtaaga tattatagga
  3038581 tgctgtttct tctgctgata cgtgtgtttg aatacttcca aatgataatg ccatcgtact
  3038641 aatcccaatc atcatttgag taaattttaa gttcttgttc attacatttc ctccacttat
  3038701 atattccacc caaaaatata acactttatc ttaataaatc attataatat gtatcatttt
  3038761 atattttatt acatgaattt ccttataaac tgatattaaa taaaatatta tagaatttct
  3038821 ttcttttttc atccttactc atgaattgag tatatctttt gtttaaaatt tacgggttca
  3038881 tcgtaaaaaa ccaaactctc tggcaagatt tcgtaagata tttggcgata aaaagctttg
  3038941 aatttcttga gcaaatagtt gtaattcatt ggatacagaa atagacatac aaaaacgcca
  3039001 tcctttctta taattttaca aaaagaataa cgtatttttt tataaaaaat actcggcaaa
  3039061 gtgtaaaaca aaaagggcca tctcagccct ttttgtttta taaatcctct atatcatatt
  3039121 cggtatatcc ctcataatag taactcatat taataccttt catgaatatt tcacgactat
  3039181 ttatttcatc tactagtgca ttttggagta aatgcttaat ttcaatatct ttaattgggc
  3039241 tgcgttccat tgccagtaaa taatcttctt tatcaatttt attccagtcg accacctgat
  3039301 gaagttcatt tttaaatatt aaatctagcc atattctaag tcgttctacc gtgtccttat
  3039361 ctaaaggggt gtgcaatatt cgtttcaact taaagagagt ttatgttttg acacaagctc
  3039421 ttttttattg gatttcaaat atattcaaca aggtgagtct ttttcaatta cagcaatata
  3039481 gacaaaaaat ctggttctga tgtaaaaact tcaaaataac cgcaattaat ctataaaact
  3039541 cggacatacc aatgaagaag cattcaaacg aatccgggct gtttaaattt gattataaaa
  3039601 ctatttttct ctagcaaaat aaagcaaggc tatggtcgga aaagcgattc ctatccataa
  3039661 tgttagattc catcctccaa taaaggatcc aacagcacct cctaaaaaga aaatagccat
  3039721 aaatagtccg tttaatcgac tacgaatttc tggacttaac gagaaaatta aacgttggct
  3039781 aagcacaagg tttgcagata ctcccatgtc taacagaatt gcagcaatta ctaaaacagc
  3039841 tattccgatg ggcgaactac tttgaataat aagtggtagt aataaagaaa taataacaac
  3039901 agtgagagct atcccagtgg cggatcgtgt ccagccaaga tcagctagac gaccacctat
  3039961 tggagcggct attgcacctg taattccgac aagtgcatat aatgctatgg cagtctgaga
  3040021 aaaatgaaaa gcaggactag ataataataa tggaacagtg gtccagaata agctgaaagc
  3040081 cccaaataca caagcatgat aaatggcgcg acggcgtaaa attggagtag ttcgtagcag
  3040141 ttgccacatt gaattaagta aggctatata atttgttttt acctgtggtt tcctagtagg
  3040201 gagtactttc gataatacaa acgctaagac aataattaca gtagcagata aagcaaatat
  3040261 tgcattccat ccccacatat cggctactag actagatatc ggtcgcgcaa gcataatacc
  3040321 taataacaga ccactcatga cattgccaac tacgcgaccg cgtgcattct cagatgaaag
  3040381 atatgataca agaggtacga gtacttgcgc tgcgaccgaa cccagtccga taaagaatga
  3040441 agcaattaac aacaaagttg cgctttttac aaaaaccatg gaaatgagtg caaatgcact
  3040501 taaaaataac aatataagta tcaatttttt attctcaaca atatccccca aaggcacaag
  3040561 aaatagtaag ccaacaacat atccaatttg agttagcgtt acaattaatc cagcgctact
  3040621 attagaaagc ccaatttcat tactaattac cccaattaaa ggctgtgcat aataaagatt
  3040681 agccacaata ataccacatg cagttgctaa aagaatgatt aaacctgatg aaatatcctt
  3040741 atcaattact ttatttttaa aattagacat aactatttcc tcccatactt ttatttcaaa
  3040801 attactaaat cgccttggca agaactactg cgatgccatt ttttattgta ataaattaag
  3040861 tctgaactac tttccattct gcttttaaaa ggtccaagtt catctctttt ttatccccct
  3040921 tttctaaatg ttttttagca atttaatttg tgatttttgg aacctaaata tatccatacc
  3040981 attacaagat gttagttatt taattaataa actaaacgtt cagttcatta attaaataaa
  3041041 atatatacta aacgttcagt tttgtaaata ggctatttta ttttcggttc atattaagta
  3041101 tactaaacgt atagtttatg ttttgaaagg aatgattaat gtgcaaggta aaagaggtcg
  3041161 accacgtaat atcgaaaccc aaaaggccat actttctgcg tcctatgagt tattattgga
  3041221 aagtggtttt aaagcagtca cagtcgataa aattgcagac cgtgctaaag tcagcaaagc
  3041281 tacgatttat aaatggtggc caaataaggc tgctgtcgta atggatggtt ttctttctgc
  3041341 tgctgccaga ttgcctgtac ctgacacagg ttcagcattg aatgatattt taactcacgc
  3041401 tacaagttta gccaattttt taatcagtcg agaaggaact attatcaatg agttagttgg
  3041461 tgaagggcaa tttgattcga aactagcaga ggaatatcgt gctcgatatt tccaaccacg
  3041521 tcgactgcaa gcaaagcaac ttctggagaa gggaatgaaa agaggagaat taaaagaaaa
  3041581 cctcgatgtt gaattaagca tcgatctcat ttacggacca attttttatc ggttgctagt
  3041641 aaccggtgag aagttggatg attcctatgt acatgacttg gttataaacg cattcgaagg
  3041701 gatacgtttg aagtaattaa catataaaca aagatttaga tttccactgt ttcctatacc
  3041761 gatgtaactt gcattaactt aataaataaa gtatctaatt ttttaaaact gttgtatatg
  3041821 ggatcgtcct ccatatgcat cagttttaaa acaggcttaa tctacaagct aatcacgctt
  3041881 cctttttgat ttttggcagg ttgtaatgtt tattagttat tgatttttca tttgaaaata
  3041941 gattaaaacc acataagaag cctgaatttg tattgtatac agtttaccta ttctaattag
  3042001 ttttcataaa atatcttctg tttacacaag aacggatagg ttttaatctc ttctgaatct
  3042061 aagttttcat caaataaatg aatggctgta atttgtctac aatcgtagat atgataataa
  3042121 tatgtaccag acaccatgca cattgtgctt gcatagatag tattgtctaa tataccttct
  3042181 tccgtgatta ctccaccctt aggaacttcg caatttgata agatatgaac aacggctgat
  3042241 attccctctt cttttaaatc gtgacatatt ttagatgttg atgtcattgg attaaattaa
  3042301 taattactta aaaaattaat aaataaaaac cctccacaac aaggagggct tagtattcta
  3042361 tataagtaaa tctttaaatg gtagacttaa tattttattg tattggtcct aataatccca
  3042421 taatttcttc agctttttgg ttttcgatgc tatagtaaat ttctaaccct tgacgatttc
  3042481 ctcttagaac cttccctctc attttagata agtgttggga aactgttgat tgtgggatgt
  3042541 ttaaaatttc ggtcatttgg gttacgttta gtgttttatg ttttgaaagc tcattaatca
  3042601 gttttaaacg cattggatgt gccataagtt ttaaaagctc tacatcctct tctaaaatcg
  3042661 tgttctctac atgctgattc gcaaatctcg tcatagtatc cgctctccct tatttgtttt
  3042721 cttctaacgt aacacaactt ctgtattaca taatattagt atgtttgaat gtttgttgtt
  3042781 aaaaaatgat aattaaagta tacaactata gtttgtacta gtagtggagt taatgtgtgg
  3042841 tttgtatgaa gtttccattt attattaatc tagtctgttt aagctagtat aaaagttatg
  3042901 catataatta aaaagacaaa ctctccaaga tgaggagttt gtccaaaaac atgatctctt
  3042961 tagttcaaca atatagaatt cagttccgat aagaattttt attttttcca tatcccacgt
  3043021 tttttgcatt agaactaaca atagtgaatt agaataatga cttaatactt gctagaacag
  3043081 taagtatccc tataataatt acaaatacat tgctcatttt ccctctgtat tttgctagca
  3043141 ctggtacttt acgaatcgca tacatcggta atagacataa gatggcagcg actaacggac
  3043201 cgctaagggc atcaatgatt ccaagaatac ttggatttgt ataagcaaca taccagcatg
  3043261 ttagtacaac aaaagtaaga atcattgtct taactgtttt ttctcctata tctttcccac
  3043321 gttttttacc ggacttgata atcatgtcac gcattacctc atacgctcct atataatgac
  3043381 caaggaaaga ctttgtaata gccacaaacg caataatagg agccgcaata gtgattactg
  3043441 gtgaattaag ctcattagca agatatgata gaattgacaa attctgttct ttcgccacct
  3043501 taagatcatc tggagtcaaa cttaaagtac tgctccaaac aaagaacata acaacagcga
  3043561 atgtcatgat ataacagact ttttgtattt gagcacactt ggcatcagta gcatctattc
  3043621 catacgtagc tctctgtttc ataacgaatg acgaaatcat aggtgaatga ttaaacgaga
  3043681 atacgatgat tggtagtatc atccaaatcg ttccgaaata ccctgttcca gttgaagcag
  3043741 tagaaacact tgaaaaactt agcattgaag tattccattg tggaattaaa gatattgcaa
  3043801 taaaaagtag cgaagcaatg aaaggatata ctagcatgct cattatcttt acagtaatat
  3043861 cctgaccaaa atttagtata gtgataagac cgattactaa tacaagtgat aaaatagccc
  3043921 ttggaggctc cggcatgtgc aattggtgta caataaaact acttgcagta tttgtaagtg
  3043981 caaccgaata catcagcacg atcgtataaa ttgagacgaa atatacgatg ttaaaaatga
  3044041 tacttgcttt atttccgaaa tattctctta ttgtacctgt aatcccctcg tcggcagaat
  3044101 ttgaagcgta tatcatttta gcaagcgccc tatgtgagta atacataaca ggatatgcca
  3044161 gtatggtaat taacagcaac gataataaac cacctgaacc tgcattaata ggtaagaaaa
  3044221 gtactcctgc tccaattgct gttccaaata gactcaatgc ccaggtagta tcctgtttat
  3044281 gccacttttt agggtctaga tatttctcat tttttactgt agtattatca acttgaaatt
  3044341 ctatgttttt tgcagtattc ccattcatat aataattcct cctagtgtcc tattcttact
  3044401 tctctattta aggcatcgga atatagaccg ttctttaaaa atgaattgtt tataaagtgc
  3044461 gccacattgt atatccttct tttaagttga tcaaaattta aaaatttacg aggcatcaac
  3044521 ctgacgagtt tgttaccact tacaaaatgt ttcaattata tagtaggata tattattgat
  3044581 aattccccca atatccagaa atccttaagc gaataataga gaatagattg ttaaatattt
  3044641 cacaatatag acgttaactg ttcattgatt tgattgtttc tccccaaata ttttattttt
  3044701 aatggcaatc cctgtaggtg tagccgcaat tccacctaaa cctgtctctc ttaattcgcg
  3044761 aggcatctgt cttccaattc tatacatcgc ttcaataact tcgtcagcat tgatgatatt
  3044821 gtttacaccg gctaatgcga tgtcccctgc tgctaaagca tttgccgtcc caatggcgtt
  3044881 tctctttaca caaggaattt ctaccaaacc agcgactgga tcacaaacta aaccgagtaa
  3044941 attttgtaac gcaattgaaa aagcttcaga agattgctgt ggcgttccac ccgcagcttc
  3045001 tactgcagct gcagccgcca tcgctgaggc acttcctatt tcagcttgac atcctccata
  3045061 cgctcctgaa atacaagcgt tgtttgctac tatcgttcca aataacgctg atgtgaatag
  3045121 aaaatgtatc atatcttcat gacttaactg caacgtatcc ttaatactaa ataggactcc
  3045181 cggaatcgtc ccactcgcac ccgctgttgg agttgcacaa atagctccta atgcagcatt
  3045241 tacttcatta acgccgatag cactttgaat ccctaacacc atcaaatctc cagaaagagt
  3045301 tttcctattt tctcgatagt ttttaatttt aactgcatca cctccggtta aaccggttgg
  3045361 agaaaataca ccgtcgccct cgatactttt atttatagca ttttgcatag tcgctaaatt
  3045421 ttgttccatt ttactccaaa cttcttcata agaagtttta gtttgttcaa tttcctgttc
  3045481 aattgctaat tcataaattg tcttttgact tttattagct gcatccacaa tttcttttat
  3045541 ggccatatac atattttttc tctccttaat gtaactaaag aataataaga ttagctatat
  3045601 tgcttaaatt ccctaattcc ttctgagcat taccaggcaa tagcgaatcc aaagcgaatg
  3045661 catataaata ttttgtttta tctttcaaac tatgaaagtt gttaatttca acatcatatt
  3045721 gtttaaagat cctgcgtaag acaaattcaa agtcagctct ttctgaaatt gcaataacaa
  3045781 ctggcaatgg cccctgcagt tctaagctaa atccgtcaat ttcaacatgt ttgacttcga
  3045841 tcaatccacc accgactgaa atacccatcg ttctaatact tcgactgtca tcctctacat
  3045901 atacatctgc cgtatttgga tgaccggcag gactatcacc tgatttttca ataaaagtaa
  3045961 tgtcaatccc tttagattct gctattttaa tagcatctgg cactttgctg tcatcggcag
  3046021 caaagcctaa tataccagca attattgcaa aatcagttcc gtgaccttta tgggtttcag
  3046081 caaatgattc ataatacgtt accacaactt tttttggaag accttgaaat aatttattag
  3046141 caactgttcc aatagacaaa gcacctgcag tatgtgaact tgaaggacct atcattatgg
  3046201 gcccaatcac atcaaaacaa cttttgtatt taacaacctt tttttctttc atagatgcta
  3046261 catttatgtt catataagca cccccatggt ttattatttt taattgctgt tgaatctaag
  3046321 ttattagcat aatcaattca acataagacc ctttttgata gcgctttctt tcttgagttg
  3046381 aataaacttt ccttttgttc cacaaccctc catatagtaa tcatatcagt atgtaaaatt
  3046441 ttagaaactt actggcaagt tctttagaat tttcgaacca aaacgaggtt tgatattttc
  3046501 gctaaaggtc atatattatc tctcgacgcc ctcattataa cttgtatatt tatgagttca
  3046561 atctttttat atttttagaa agattgaata ggcagaattt tgaatgggta ataaatttca
  3046621 cttagtatgt agcaattatg tcctttgttt gaagctgtat tagttaatag aaaagtaaaa
  3046681 ataacacaga attactttca ttaacacatt gattatattg aaaaatcatt ataaagatac
  3046741 ttatattgtc ctatgttgga acatcttatt ttggacgtta aagctgttgt aataaatgat
  3046801 tattgaagat ggaaagtaat aagttaataa aatataaaat cattttgttt aataataaaa
  3046861 tatcacgaat ttatatgcat tattcagaaa aaaagaactt ttcttgatga atcctaaagt
  3046921 actaatttat aactatccac tactataaaa caggatgtta actcttctat ataggttata
  3046981 tattatttat cccaaaaccc taatgaaatt ggatatttag aagtgttatc ttcataaata
  3047041 gaaatttcac ttgctgtttt aatagttgaa tagatcatta caattcaact accttatata
  3047101 ttattccctc atttattaat tctctcccca cctatcgatt tgaggtaaaa taaggggatt
  3047161 atatataaat aatatcatca tcaacgtgca atttataaaa gcaatcaaaa aaacaaattc
  3047221 aaaacacctt tctttaatgg tgaatgaaag gtgttttgaa ttttaaaata tcatatatta
  3047281 tttagaatga tatactagcg aaagagatgc acttacttct tctgtgccgg cagatatctc
  3047341 ttctgttaat gcagaaactt cttgaatttg acttattatt ttatctaaat ctctcataat
  3047401 agataagaat gttagatcca ctttgtgggc cgcttctttt ccttcttcta ccgcaactac
  3047461 tgcaaacggt ccgcaaggtt attaagtgca agtcgttcaa acttagtgag ttacctcttt
  3047521 taaaatagta gaaatactat cctctaacat ttccaatcct ttacttaatc cttctaagtc
  3047581 tattgttaaa gaaggtaaca acttaataac ttcatcatta ggtccagatg tttcaataat
  3047641 tagaccattt tcaaatgcaa ctgagcaaat ctttttagct attccaaaag tattacacgc
  3047701 tatgccctgc ataaagcctc tccctcgtac ttctccttga agttgggggt atttcaaaca
  3047761 aatctcatta agaaaactag tgattttttc acttttccat tttaaagcat taataaactc
  3047821 tatatctttc caataactca atgcttctgt agctgctaaa aatgctagat tattccctcg
  3047881 aaacgttcca ttatgttctc ctggttccca cttatcatat tccggtttaa ttagtgtaat
  3047941 agccatcgga aggccaatgc cacttataga ttttgacaaa caaattatgt ctggtttaat
  3048001 gctcgcaggt tcaaagctaa aaaatgtccc cgtacgtccg caccctgctt gaatatcatc
  3048061 gacaatcaat aatatattat attttttaca cagtctgtca attcccttta accattggga
  3048121 gctagcggta tttaaaccac cctcaccttg aactgtttct agaataattg cagcaggtaa
  3048181 agccactcca cttccactat cgcccaatac tttttctaaa tatgataaag aattaagaga
  3048241 atctaaataa ttttcatacg gcatgataat actattattt agtggtactc cagcaccctt
  3048301 tcgcttaaaa tgattactcg ttatcgaaag tgatcctaaa ctcattccat gaaaagcatt
  3048361 agaaaaactt ataatatttg tgcgcccggt cacttttcga gcaattttca gtgcactttc
  3048421 aacagaattt gtacctgttg gaccaggaaa cataatttta taatttaaat cacgtggttc
  3048481 caaaataatt ttgttaaagt gctttaaaaa attcacttta gcgcttgttc ccatatcaag
  3048541 actatgaata ataccatctt ctaaaagata atctattaat acctgcttca ttttatcatc
  3048601 attatgtcca taattaagag caccagcacc tgagaaaaag tcaatatact cttttccatc
  3048661 tacatcccat aatttatatc ctttagactt agtgaagatc gttggaaagc ttctgctata
  3048721 acttcgaact tgggattcta gttcattaaa tatatccatt tttgaactaa ctaccataaa
  3048781 agagcacctc ctaatttttc gtttttacta tactcacaaa gaataatgaa aagttatata
  3048841 attgctattg taaatttata ccgaatgcat atctttatag cgatgagctg ctattgctgc
  3048901 ttgaccaaga gagattcccc catcattggt aggtacttgt ttgtgcatgt aaacctcgaa
  3048961 tttacaagcc ttaagtgact tataggtttc tacaagtaaa aacttattta aaaatactcc
  3049021 cccactaaga actagtttat taatccctgt ttcttgacga atttgtttac aggtttctgt
  3049081 aatcatttga accattgtat aatgaaaacg atagctcaat tcacccttgg tatacttatc
  3049141 tttaagtatc aaagatacca actctttaaa cataggtttt atatcgattt ttctaattcc
  3049201 attcgaagca actatttcat atgataataa aggattggaa gaattattga tatcaatcgc
  3049261 ttgctccaac tcaatagcag cctgtccttc atattggact gtttcacaga cacccaatag
  3049321 tgctgaaaca gcatcaaaaa gccttcccat acttgaagta agaggagaat taattccttt
  3049381 ttgaatcatt tttataagta catctagttc aaaactattt cgctctgaaa ttatctttat
  3049441 tggtaattct ttgacttgtt caccatatat ttgcgtcaat attcctaaag caattctata
  3049501 cggttcttta acagctttat caccgcctgg cagctgaaag taatcgatat atgccgctct
  3049561 ttcataatta agaaaatcac cgattaaaaa ctctccaccc caaatattcc catcatcacc
  3049621 ataacccgta ccatctaaaa taactcctaa aacaggacca tctaattgat tatcaaccat
  3049681 acaagaagcc atgtgggcat gatgatgctg aacctgtaca actggtaaaa cattttgatc
  3049741 aaatgcatat tttgtactat aaaaatcagg atgaagatca cttgcaatta cagaaggact
  3049801 aatttcaaag attttttgta agtgagctat agtattttta aacgattcat aaattttata
  3049861 gttttttaaa tcaccaatat gatgactaat aaaagctttt tcacctttag ttaagcaaat
  3049921 cgtattcttt aattctgctc ctaaagcaag tacattaggt gatccttctt taaaatcaat
  3049981 tgggtttggt acataacctc tagcgcgacg aattatttgt agttttatta cttcatcatc
  3050041 taaatcaatc cccctaacaa tagagtcatc tactctagtg aatatctccc tattgtgtac
  3050101 taaataataa tctgcaattc cctttagctg ctcaattgca tctccatctt tatatacaat
  3050161 aggttcatca gaaacattgg cgctcgtagc tattaatgaa ataaaattcc ctcttaaaat
  3050221 aagatgatga agtggtgtat aggctaacat taccccatag gtattattac tagatgcaac
  3050281 atctgaagaa atatactcat tatccttttt gttcaataac acaattggtc gttctttaga
  3050341 aactaataaa gtttcttcat tttttgttat ttcagcaaaa tttttcacat catctaattg
  3050401 agatgacatt aaagcaaaag gtttttcatc ccgttttttt ctttttctta attcttttac
  3050461 agcttcatga ttcattggat ctacaactaa gtgatatcca cctaaccctt taatagctag
  3050521 gattttcccc tttttcaaca aatcaattgt tttttctatt ggattatcag tggagacatt
  3050581 tgtaccatct gttgttttca attgaacttg tggtccacat ttccagcaag catttggttg
  3050641 tgcatgaaat ctccgatcaa gtatgtcttt gtattctata tcacactctt tgcacatagg
  3050701 aaatttggac attgtagtat acggtctatc ataaggaata tcttttatta ttgaatatct
  3050761 aggtccacaa tttgtacaat taataaatgg ataacgaaac cttctattcg ttggatcaaa
  3050821 taattcttct aaacattcat tacatacata agtatcagga gatattaagg tttgcctact
  3050881 actatgtttt tggctactca aaatatcaaa agagctataa cgattgttgg attcttgttc
  3050941 ctctatcaat ttaacctctt gcacataagc caattctggg gaattaaatt caatatcatg
  3051001 aataaaatgc gaaatattat tttgttcccc ctctacttct ataagcactc catttgaatc
  3051061 atttaacacc catccgttta gatgatactt ttttgctatc ctatatacga aaggtctaaa
  3051121 accaacacct tgcacaatgc ctttaacttg atactttttt ataaacatat ttattacttt
  3051181 tttcataaat tgtctcctaa cataatcgag gtaattctgc cccatataat aactcaatga
  3051241 gtttcaattc acctgatttt gcttccatga gtacttgtct ttcttttgtt tgagtaactt
  3051301 taccaattac cgcagcttct ttaccatatt tagtattttt taataccctc acgacttcct
  3051361 cacttacctc tggagacaca aacatacaaa cattgccctc attagctaga tacattggat
  3051421 taacacctaa catgtcggca gccataatag tttctgctaa cataggaata tctttttctt
  3051481 gtatttttat tccagtatta attgtttctg agacttcatt taaaactgta cctaacccgc
  3051541 ctcttgtaat atctcgcata caatgtatag aatcaccaaa atgatttttt aactctgtaa
  3051601 tcatatgatt taatggtgca caatcactat ttattctctg ttcaaaccct aatccttctc
  3051661 tgatagaaag gatatgtata ctatggtttc ctagttgtcc tgttataatg atatcgtcac
  3051721 cttcttgaat agagtttacc gaaaacggtg ctacatctcc ttcaaaaact cctattccag
  3051781 ttgtattaat aaagattttg tctacttcac cttttttaac aacttttgta tcaccagcaa
  3051841 caatatacac tccagcttct ttcgcggtct ctcttataga atctaatatt tcttccaaat
  3051901 ctttaattgg aaaaccctct tctagtacta atgccaatga tagataaagt ggttttgcac
  3051961 cactaaccgc taaatcatta accgttccac aaactgctac tttacctata ttcccctcac
  3052021 caaaaaagat aggatcaata acaaaagaat ctgttgtcat cgccaatctt ctactactta
  3052081 cctcaagaat ggcactatcc tccatttttc caaggtgaac atcttctagt tttgcagtaa
  3052141 taattgaact aattaaatcc tgactcaata gtcctcctgt tccatgatct aaaattatat
  3052201 tttctaaatc tttagttaat ttcatttgtt aaaactcctt ttcattttta tttttgaaaa
  3052261 ataatatcac ttgctacata gaacaagtga tattacaacg tatttactta aggaattgca
  3052321 accccatcaa aagaaatatc ttcattttta gaaattgaat tacagatttc ctcgatactc
  3052381 ataatctttg cacaatatga acctaaccat tttaaagctc gttccttatc ttcatccttc
  3052441 gctgaaacaa ctgcatcttc tggtacgatt acattataac cacggaaaaa tccatccgct
  3052501 gcagttgttt ggacacaaat ttgagtttgc atacccgtaa taataattgt gtctactcct
  3052561 aattttttta aggtttcatc aagatttgtc tcaaaaaaac cactatcctt atttttctcc
  3052621 ataataatat ctttttcatg aagaaactca ggtaagattt ctgcaccttt agatcccttt
  3052681 gtgactggta aaaaatcacc atatcgttca gctttcggat catcttctaa gttaattaac
  3052741 tgcaggtgaa taatagaaac atcattttct ctcatagtat ctaagaaaga caccatttta
  3052801 ggcgtaaacg cctccacagc tgcaattcta tcctcatttt tattaaccaa atcgtactgt
  3052861 aaatcatttg tgagcactgc atatttcata ataatcctac ctccaattaa ctaagaattt
  3052921 aatttttcta aaatacaatg ttcattattc caccagtagt aagaatatgt caaatgttat
  3052981 tttttatcta aattttctaa ataattttct gaaaattaat acctaatagg actctatttc
  3053041 ctattaggta ttaatttaac gctttttatt ttgaataatc actcatatgt aattaaagtt
  3053101 tttcactctc tgtaaaaaat gatttatgtt ctactggaga agaaagcact attaaggttg
  3053161 taggctttcc atactctaag cacaaattaa tatagtcttc gagtgtatgt acagattccg
  3053221 tgactacctt tgttagataa ctatacatac cggcaatccg gtgacattca accacatctg
  3053281 aatgttccat tgcaaacttt ttatatttat tgcaatccct tggttccatc aaaacaaacg
  3053341 cagtaatatg tttttttaat tctttcggat taacaatcgt gcgataactt ataattacct
  3053401 cttgttcttc tagtcttcta actcgctctg taacagaagg agaactcaaa cctaccagtt
  3053461 ttcctatttc aaccatactt aaacgtgcat tttcctgaag atgagaaaga atctttaaat
  3053521 ctgtatcatc cattgcttgg cctccccttg attaattaag aaaacattta ataattctta
  3053581 aattctttaa gaaaattata attaatacat aaattatagc atgttatctt ttttttaaac
  3053641 tttatataat taatatcaat taacgaaaga gaggctgaga atcttgacac aacaatcatt
  3053701 gaaacgttca attacttggg tacaggggac cgcattaacc attggagctg tgttaggttg
  3053761 tggaatcctt attttacctt caattactgc aaatagcgct ggaccagctt caattttatc
  3053821 ttgggttatc atgtctatat tagcttttcc tattgtagcg actctagcac gtcttgctaa
  3053881 aatgattcct agtgctggag gaattacagc ttatgttcaa atggcattta atgcaaatac
  3053941 aagtgccatc ctaggctgga ttatgttagg ttctattcct attggagtac cgattattgc
  3054001 tttaacaggt gcccattata ttggatatgt ttttccaata agcaatctta gtgttatagg
  3054061 aattgcagca ttaattttaa ttacctcttt actcttacat ataaaaggga tcgagttatc
  3054121 atcaaaagtt agtgtgtttg taatttgtat tatttcactt ttaatagttg tcgctgttat
  3054181 cgtttctata ccatatgtaa aattaagttc ttttacacca tttgtaccaa acgggtggtc
  3054241 ttccgttggc gcttcttctg taattatctt tttctcattt gtagggtggg aaatgataac
  3054301 cccattagct gaagaattta aaaggcccgc taaggatatt tcgattagtt tatttttagg
  3054361 agcaatttgt atctccatta tgtacattgc aatatctttt gtaacaatag ggacccactc
  3054421 atatggtgat aaggatcaga tagcttccct tagtattcta atatcaaaag gattaggacc
  3054481 gataggtaca tatataacaa ctattttagc aattttcatt tcgtttagtg ctgtacatgc
  3054541 taacattgca ggtttttcaa gaatgattta cgctcaagct agagaaggac atttcccttc
  3054601 cttctttgct aagttacact ctcaatttca aactccaact agggtattac tagttctagg
  3054661 aggcattttt agttgtattt taatttttta tggtatggca cgaccaaatt tagaaatgct
  3054721 tcttaaaggt cctagtgtaa tatttattac ttcatatatt tttacaatgc tagctgctct
  3054781 taaattatta aaagtgcgtg atataggttg gtggatggcc ttcctatctc taattatatg
  3054841 tattattgta tactcattta gtggttgggc tattttctat ccagttatct tatcagttat
  3054901 tggttggatt tatatagtta tgaataagaa gtatagtact ataaccaatc attcaataaa
  3054961 tacatcaaat gaaaattagg ttctactcct ataaactcat accacagatt atatactgtt
  3055021 attaacacta tccaagttgg aataagtaca gtttcagctg acttataatt aggtcaaagt
  3055081 aatttaataa aatatgaatg attaatagaa tttatttttc aactttcaaa taacaaccct
  3055141 tttttataac gtatctctgc aaagaaatgt tataaaaaag ggtgattgat tatgtgcaga
  3055201 ccctctttca ccttacttca catatacata agcttcattt gcaattacaa agtaggtttt
  3055261 atccttattg ttgtgtattt taacagtata aatataggtt ctcgtgcagc ttttttaaac
  3055321 tataataaac tccgaaaaac caactaagga gcataataga atagataaga tatgttaaag
  3055381 aaaagtagtt tgaaaaagat aatatgtctg aaattctaaa ggaacgtggt attccaattt
  3055441 atccaacaat cattatgcac taagttcgta aatatgaaaa ttttatccgt tatttttgaa
  3055501 aaacaacaaa gcaaaaatac ctttataaat ggatgaacct tatataaatg tcaactaatc
  3055561 tatgtagaaa aacgttcact taattgtgca taaaattact caatttctct tcagggatga
  3055621 taagaacacc tgtagattct tcaaggtaac tacataatgg tgtgagttat atacttacaa
  3055681 ctttttggtt aaaccataca tataaaacaa ctaactcctt tgctcaatat tttctttagc
  3055741 taggtattct agagcacaag aaaatatata tcgttgcaat tttccactta acttgatgtc
  3055801 tagtttagtc taccatctcc aattactacg ttacttttcg ggttcaattc attatatttt
  3055861 ctactttata cttatacaca acatattctt tcctttccac tccacatata gtgatatatt
  3055921 ttatgctacc tagccttatc tccccttcat aacttctttt tcaagttgat tcctacatgt
  3055981 aaacatcgca ataatctttg tgcgattttt ttcatcaggc tcaaattgtt cgatggttac
  3056041 gtcacaacga atggttacta ttaattggtg actttctatt aaatgaaaat cgcctcttat
  3056101 agagcgcagt tttacttata ttcattctta tgcaaattct gaagcatatt cttcgtatgt
  3056161 ctttaatgta ttaagcaatc gagctgattc aatcatgatt tcgttcgatg aatcagttac
  3056221 acaaatgaca ataaatcgat tatcatttct gtctccaaac aatccttcta attcaagttc
  3056281 cattaacaca gttaacgttt ctttcaacag tgtatgtact cgtatgttaa agtcatcttc
  3056341 gacgatatta tgatatttct taataatttt gttcacttca tcaaacattc caaaatcgtc
  3056401 ccattcgctc cactcaatag ctccgtatct ataataattg tataaagggt ccgatttatt
  3056461 aactttgatt agtctttctt cattagccac tggtccaatg ttattgacac aatcgtctgt
  3056521 taatatggag tacccatata ttgtgtcaac accgcatctt gttaaaagtt cgttataatg
  3056581 acaacgaatt gcatttttta attcaaaata aaaacttttt tgcagctgta ttttcatcgt
  3056641 atttcctccg tttttttgta gcgacctgtt gttacatatt tcaatcttaa cattaaaatc
  3056701 aacattaaac gtttactgag ccaaaataag aaaaaccgaa actaaaaatc atttcggttt
  3056761 tccaaactaa agaagtctat ttactttaac gaatgtacaa acaacccact gcgcagtttc
  3056821 ggttcaaacc acgttgattt tggtggcata acttctccag cgtctgcgat tgctaataaa
  3056881 gattccattg atgtcggata tagtgagaac gccgctttat atgcaccgct atttacaaga
  3056941 cgttctaatt cttctaaccc gcgaattcct ccaacaaaat caatgcgtga atcagatcgc
  3057001 ggatcatgta tttcaagtac ttggcttaat aaatggtctt gcaaaataga tacatctaaa
  3057061 cctttcacaa gatcattcgc atcaaacgtt tcctctttca ctgtgagctt ataccacttc
  3057121 tcatttacat acataccaaa tgtttttggc tcatttggtt tatacggaga aacagatgct
  3057181 tcttctacat agaagtattg cgtgatttgt tttaaaaact gttcttctga taagccgttt
  3057241 aaatctttca caactcggtt atagtcccaa atggataatt catcgtgagg gaataaaact
  3057301 gataggaaga aattaaactc ttcttctcct gtgtaattcg gatattgttc tcttcgcatg
  3057361 agcccaactt ttgcagctga tgcggagcgg tgatgtccat ctgcaatata aagattagga
  3057421 atatcttcaa atacgtttac taaacttgca attacttctt catcagctat tttccaagca
  3057481 acatgctcta cgccatcttc tgctgtaaat gtatagattg gcgcatgttc ttctttccag
  3057541 cttgcgatga aacgtttcac ttcttctttt gtacgatacg ttaaaaagat tggacctgta
  3057601 tttgcatcac acacatctac gtggcgaata cgatctagtt ctttttcatg acgcgttctt
  3057661 tcatgttttt taattgtatc gtcttcatac tcatcaatag atgtacaaac gacaagaccg
  3057721 gactgctttc taccttgcat cgtcagttca taaatatata gtgctggctc ttcatcttga
  3057781 atgaaaactt cttctcgtat caatcgattt aaattttcac ccgctttttc atatacgcga
  3057841 tcatcgtacg gtgaaagcgc tgggtctaaa tcaatttctg ctttatcaac gtgtaagaaa
  3057901 gaaaatggat ttccttttac aacttctctt gcctcttcac tatttaaaac atcatacggt
  3057961 aaagctgcaa cttgtgctgc tttttcttct actggacgaa tggcccgaaa cggtcggatt
  3058021 tttgccaatt ccctctctcc tttacacaat cattcgaacg gctacaacac ctgtaatttt
  3058081 gcttatattt tccacaatgt tctcttttat tatatcatca attccgttat cgatatcaat
  3058141 cattgtgtac gcccaagaat gtttactacg attaatcata tctgcaatat taatatgatg
  3058201 ctctgctaaa caccctgtaa tttgtcctac catgttcgga acgttttgat gcatgattgt
  3058261 aatacgtttc tttccgatat acggcagctc aacatttgga tagttgactg aattacgaat
  3058321 atttcctgtc tctaaatatt cacgtaattg acgcgctgcc atgactgcac aattttcttc
  3058381 tgattcagac gtagatgcac caaggtgagg cgtcgctgtt acatttttca tctttatcac
  3058441 attttcattc gggaagtccg ttacgtaatg tgcaataatc tcttcttcta acgctttttg
  3058501 aagcaccttt tcatctacaa gttctcctct agagaaattg aatagacgca tacctttttt
  3058561 catcttctct acagcgtgtt caccaatcat tcccttcgtt tgattcgtaa gaggaatatg
  3058621 aagggtaata taatcacacg ttgcaaaaat ttcatctaaa ctaaatgctc tttgcacatg
  3058681 tgtagaaagg cgccaagctg tttcaactga aatgtaagga tcatatccga caacgtccat
  3058741 ccctaacgct aacgcatcgt tcgcaactaa agctccgatt gcaccaagcc cgataactcc
  3058801 tagacgtttt cccgcaattt cagatccaac aaattgtttt ttccctgatt caacaagctg
  3058861 tggtacttcc tcaccttcta aatttttcgt ccagcttacg ccgttaataa tgttacgtga
  3058921 agacataata agactggcga tgataagttc ctttactgca ttggcatttg cccctggcgt
  3058981 attaaagact acaatccctt tttctgtaca tcgctcgaca ggaatattat ttacccctgc
  3059041 accagctctc gcaatcgcct ttaaatcttt tgaaaattct tcttgatgta aagaataact
  3059101 gcgaagtaaa ataccatctg gatgattgat tctctcccct acttcataac gctctccgcc
  3059161 aagtacttgc aaaccttttt ctgctatttg atttaacgtt tgaacacgaa acatatcccc
  3059221 atctccctat ctattctcaa gctcaaattc cttcatataa tttaccaatt gctgtacgcc
  3059281 ttgtactggc atcgcattgt aaatactagc gcgcatacca ccgactgatc gatgtccttt
  3059341 taacgtaaca aggccgcgtt ctttcgcttt ttgtaaaaac tcattgttca gctcttctga
  3059401 cggcgttgta aacggaatgt tcataagtga ccgatacgca ggatcaactg gtgaagtaag
  3059461 caattttgat tcatctaaga aattgtaaag aagtgaagat ttcattttat tttgttcttc
  3059521 aatcgcagat actccgcctt gctcttttaa ccactctaat acaagttttg ttacgtaaat
  3059581 actaaaggac ggcagtgtat tatataagga gttattttta ctgtaagttt catagtttaa
  3059641 cattgtagga caataacgat ctgctcctcc aattaaatct ctttttataa ttgcaatcgt
  3059701 taagcccgct ggccctagat tcttttgcgc tcccgcatat ataagaccaa actttgaaac
  3059761 atcatatcgt tctgataaaa tatttgggga catatccgca acgagtggta ctttatctac
  3059821 atgtggaatg tccacatatt tcgtaccctc tattgtatta ttcgttgtta tatgtacata
  3059881 atctagtttt tcatcgccta ataaaccatc cagtttagga attgtagtaa acttctcatt
  3059941 ttcagaagaa gcaatcactt gtacttctcc aactttttca gcttcttgca gtgccttttt
  3060001 agaccatgaa ccagtcaata cgtaccctgc ttttttatac gtattcatta aatttaacgg
  3060061 tatcatagag aattgtaatg aagcaccacc ttgtaaaaac aatacttcat actcatcagg
  3060121 aatgttcatt aattcacgaa gtaagctacc cgcttcatct ataatacttt gaaaataaga
  3060181 agatcggtga ctcatttcca taatagacat gcctgtcccg ttataattta caagctcctt
  3060241 ttgcactttt tctaaaactg gcaaagggag tattgatggt ccagctgaaa aattatacac
  3060301 tctctccatc accctaataa cctccctatt tctcatcttt tattttttaa actttctgaa
  3060361 ttatacccta caatacaaga cacggtcaat ttgttttcta ttattacggc gtaagacgca
  3060421 atggaatcgc ttgcaagtgc caatatattt tttataaagt taacaaaaaa catatcaact
  3060481 caacgacatt caaaatgtat actgctctcc ttttaaattt gatacgttct tctcttatct
  3060541 attttacttt ttacacataa aaaaagagcg aatctacatt cgctcttttc cacatattta
  3060601 cggaccaaag cttatcatcc aacctaacat aaatccaaat acagtaaaca gtagcataaa
  3060661 aacaaataaa ctacatgccc acaatgcata ttttcgactt tttctttttg taatcatgcc
  3060721 tacgactgaa cataacaatc caacgccaac tatttcccga aaaccttcgc ctataaatgt
  3060781 ttcttgacta agcaatgtaa tgttcaaata caataacgct agaaaggcaa taattaatga
  3060841 aatagtcccc atccatgttt cctttttata actatgattc tttctttttt taagaatgcc
  3060901 aattccataa tctcgcttca cctactttca agtttctaac tttttcatgg ctcatcaatt
  3060961 tttcaacttc ccctttaggt ccagttacaa ctgccccgta tgtttttacc ccattttttt
  3061021 caaggaaaga aatacgcttt gacaactcta atgttttcgc tctagatagc ttcaccgcta
  3061081 aatcttcatg attttgtaat gactttaaca caccaataaa ttgttcctca tgaggtgaat
  3061141 cacttacaaa aggaccactt agacttgaaa tcatatctgc tggaaaacca atcggagcaa
  3061201 catacatccc ctcatcattc ttttgcttct cctctaaacc tgtattcacg gcataccaga
  3061261 cgatatcaat agtaggaaac atattcgtta cctcttgtac acttaataat tctctaaaag
  3061321 atacaaatgc ttctacgaca gattcttgcg gaagaccttt taatacctgc gcttcttcgc
  3061381 tactattata agacgtatta taattattag gatgggacag tacttcgtta tctacatatg
  3061441 ggacttctgg aattttttca tctgttgtat attcacggct tactttcgcc actttactta
  3061501 ataaagaata tgttttctct tctcctattc gaatatcttt ctttcctacc cttttataca
  3061561 aatcaaaatg caattgtaaa ctaagcggta acaatgtttg ctccatgtct ctttctttca
  3061621 tatatacatt tggttccgtt acacttatcg tttgttttac tacattccgt atctccattg
  3061681 cgtttatagg tgcaaataca tagtataaga gcgtagatat atatataata ggttgaatca
  3061741 gtaataaaaa agtaaataca attaaaacgt ttgtaatacg cgctcttttc tttcctattt
  3061801 tcaacacttg ctcctgtttt ccatcaggaa gagatgcagg tctttgatga agagcttctt
  3061861 gcaacaagtc tttataatct tcttgttcag aatgaggttt atcatttgtc attttgactc
  3061921 ttttcctcct ttaacaattg ttttaatctt tttctcccac gaaatatgtg gcttttatac
  3061981 gtgtttaact ttaaatctaa tacagaagca ccctcttcgt acgttaattg atgtacatca
  3062041 cataataaaa cagcttgtgc ctctatcaca ggtaaagtat gaataatccg aattaatttt
  3062101 tcataactat tttttgcgac tacatactct tctgtagatt cacctgcttg aattgcctct
  3062161 aattcctccg ttcctacaaa agatactttt ttctcttttc taacaaaatc aataaacgta
  3062221 tgatatgcca ctttaaagag ccatgatttt accttttggt tttcatagtc ttctagataa
  3062281 agatacgcac gataaaaagt ctcctgcatc aagtcctccg ctgcatgatg gctacgagaa
  3062341 agggaaaata aataccggta cacatcgttt atataaatct tatatatttc ttcaatttcc
  3062401 atccccctcc tcctttcaca tataacacga ataagtgcgt taaaaagttg cattattttt
  3062461 cctttttatt ttttttataa aaaaataccc cttatacatt ctaataacta tttacaatta
  3062521 taaacaaaat ataagatgtt ataactatga atcccccaaa aaactccata tatagtatgt
  3062581 acggagatta caccatagtt tatttataaa ttgtaggtgg agaatattta atgcttactt
  3062641 tataaacata caaaaaagtg ttaagtacat aatcgtactt aacactctag taataaaaga
  3062701 ataatagcta attatccgta aagaaccgat caaaaatttg ataaattgca gaaagaccaa
  3062761 tgagccaata aatagtgtcc acaagcgccg gcatagaacc aaaccatttc tcaactacat
  3062821 tgtaatctaa cgctacaaat aaccaattca aaccgccaag aatcaccaaa attactgtaa
  3062881 ggtaagacaa aaatttcatt atgattgccc cctaggtgat aagatggtga aaggcctttc
  3062941 actagaaata tatgtagtga acctcaaaac ttgcctattt tataaaaatt attttcggta
  3063001 ccagccgtta ataactgcct ctgcttcttt actatgtatt tgatacgcat gcgtactatt
  3063061 attagatcca ataaaccaaa ttgaaaagcc tttaaaatat ggctttggtt ctaatacgtc
  3063121 acggtaagcg cgccatccgt ttaattgtac gtcttttgaa aacacattag aaacatctgg
  3063181 attccacgga ttttgcaagc ctagttcacg cgctggaacg ttaaatccgc caaaataaac
  3063241 tggttttcct gttgctttat gtaattgttc tagttgctga acaacatttt gtccacgatt
  3063301 atacactgtc gtcgcaaata aactttgctt cacttcttca tatgatggat ttcttttccc
  3063361 agaaacttca aaccaactat cgatactaac aatgtctacc ttctttaaat acggacggtt
  3063421 tattttctca acaaacttcg cttcatatga aggatcaaag cttgctgtta accaccaatt
  3063481 catttgatac aaaacatttc ctttatactg ctggcgaaca aaatcaatcg tatcgctcca
  3063541 atatccttct gcatattcca tattcacgaa attagaagca atcttgagcc cgtacacatt
  3063601 gtatttactt gtaatcgtgt taaaaatgtc ttgcaaaata accgttttcc aattccagaa
  3063661 gaaatcatta atattacttg gattccattc cgtttctcca acatttcctt gctgaatata
  3063721 tgggaacggt tccactataa cttgaatatt acgctttaat aattcttgaa ttaaaataat
  3063781 agcctgttgc ttttgcgctt gattaattac catgttcgta gaagtcacat tcggaatatc
  3063841 tacctgaatt ggtacattta ctgtatttaa atttaagcgc tctacatcag ctaacacttt
  3063901 cgctatattt ccaacttccc ataccgttac atttcctgat ttaatttttc cagattgaac
  3063961 agtatttaca tctgcctgta catttccttg aaaacaaaaa gaaaacagca taataaacac
  3064021 tcctaaaaaa cttattaaac tcttattttt cttcacaact ttccccctat aatttttggc
  3064081 tttcttgatt attttataca acgtttcata tatattccac aaaaaatcca ataaattttt
  3064141 attgataaaa atgctattca tactaacctc ctaaaaatag taagataaat aaaaaaagga
  3064201 acgggtttcc gctccttttt tatcttttta cgattatcaa tccatttccc ttttaggctc
  3064261 taccaacatg atgtgggatt ccttttcagt gaaaggttta tgctcaacgc ctctcgggac
  3064321 aataaacatc tcgcccttag aaattttcac ctgtccatca cggaaatcga tgaacatctc
  3064381 cccttcaagc acaataaata gcttatccgt attaggatgc tcatgccata taaaatctcc
  3064441 attagcttta aaaagctgaa tttgatcgtc attcatttca ctaatcactt gtggatacca
  3064501 ataatcgtta attttagata actcgtcatt tagtttaata ggttggtaat ggataatgat
  3064561 ccctcctcat tttcaacttc cactatatta cagtaatcta agtgaaaaag tcgttattac
  3064621 gcttaaaaag aaaatgctca ggccagaact tttcattcag atagtacaaa ggagtgattt
  3064681 caatgaaagt actttcaatc caatgtttcc tttaactctc cataagtata gaacagtgat
  3064741 tttcaaataa gaatggaccc ctgttgacat tagtatggat tattgatgaa cttctcgcga
  3064801 tatttagtag gcgaaatgcc aactcgcttc ttgaaaaccc tactaaaata aaaagggtct
  3064861 gcgattccaa cagcctgcgc aatttgttgt acaggcacac cacttgtaca taacattttt
  3064921 tgagccatct ttatacgata gttcaataaa tattctgctg gccccatacc tgcatgcttt
  3064981 ctaaacacgt aagaaagacg atttcgatta acattatttt gttctgtaag tgtatgtatt
  3065041 gtaatatctt tataatagta tttatgaacg taactagata ttcgttcgaa taaagtatgc
  3065101 gattcatagt tgttttctct attgacaaca cttaataaag cttcattcaa cgcttcgcga
  3065161 aatagcattt cagtctgaaa catcgaaatg cctcctcgct gattatacac atcccaaaga
  3065221 cgcataagta attcgacaag acgaggagat tgtcctgtta ataattcaaa atgctgatga
  3065281 gtaaagccag agtcttctcg ttctgaattg cttatccgat ataaaacaag aatatattcc
  3065341 cagtttattt caccaagcat tttatgggct aatgtcattt ttgcaccccc atgtataact
  3065401 tttcctgggg aaagggtata cggcgtacca ttaaattgaa attccgtctt ccctgtaagt
  3065461 ggaaatacaa atcctgggaa agaatctgtg gactcagcac aaggcacacc tggattttta
  3065521 gcataacgat atactccttc tactcggaaa ggagtattgg caagatactc tgctaactca
  3065581 ttcacgtcca acttcacaat gcaagcctca tttcaataat agttttcttg taattcacga
  3065641 gattaattgg tgtacattct gggcaacgct aaactaaaaa tagtacatac gacttaacaa
  3065701 catctagtta ttaacctata aatatgttgt ttttcattta ttgacaaaag tatcctccct
  3065761 atattattga taatgatttt cattgtagtt tgataaaaaa acatttgtca agttggatgg
  3065821 cctagaaaaa tgatgaaaca aggggtacag aggaacagtt ctgttgcaaa taatatctgg
  3065881 tctttgttaa ctaatccccc tcaaaactgg aatgatcatg ttaatagttg tagtggcttt
  3065941 attagttaca gcacttgcag catgtagaaa taatcgtaat cctgaagagg ttgctacagc
  3066001 gtatttcgaa tatggaaaca gcccactatc aaattaaatg atagtaggct ggctgttaaa
  3066061 attatttaag aactgggtta tgttctaaat gataagcttt cattatcaaa aacattatta
  3066121 ctagtcccct ccacaaacaa aaacacccta ttacttcggc tctaaattta acaccttccc
  3066181 ctctatcccc tccgtattca atgtagtcgt atgatacgtg ccatttaccc aatcatctat
  3066241 ttgatcatga taccaatcac ttctaaaatg tcctgattgt cctggcccta caatatgata
  3066301 accgtttgac atatctttcg tatcaatgac gaatctccaa gacgctccat gattgacaat
  3066361 accgttatcg ccgtaactcg ctgcttgaac ggtaacttga cttccgccaa ttggaactgg
  3066421 tttctcacga ttaaacgcaa gtagcgctaa catactagat gattttgaaa ttgggtgtgt
  3066481 aaaagtaagt tggtgataat cgccccactt ccactccgta acatctggtc catattcctt
  3066541 ctgtaatttc ttcattacat tttcgtacga tgtatgcaca acttttgtga atcctccgta
  3066601 cttcgtaaac caagtgctct tttctcctgc tacttctttt cgaatcaatt catccacaac
  3066661 ttgtgacttc ccttcaaata actccatcac atctttcgga atttcttttg aaaataacgt
  3066721 atttgaaatc tccttcatta ataaatggaa tattaacggt gccgcgtcat ctttactatc
  3066781 gtaaaaattc cacttcgtta attgttttac gccttctttc tctacttcat gtaaagacgc
  3066841 tttatttaac tcttttaaaa atataggagt aaactctttc ccgtataaat ttttttgatc
  3066901 catctgtaac tcttctaaat ctttcactgt atatttttcc ttctcttgta aaaactcttg
  3066961 aatacgcatt tgcctatatg gctgcgccca cgtattacta atatgatacg gataattatc
  3067021 atctacaatt ttattattcg cagttgaaat aaacccttgt tttggattga ttacttttgg
  3067081 tagctgatca tacgggatat acccttccca ttcatattca tctgtccatc ctggaacagg
  3067141 taaactacca tcaccttttt tacgcactgg tatatttcca tttgctttat aagcaattgt
  3067201 gccgtcattt gatgcaaata caaagttttg agttggtgta tgaaaatctt gcagtgccgt
  3067261 ttcaaactca ttccagtctt tcgccttatt catatttaat acagccttta attcagcgga
  3067321 aggctccaaa gcagtccatt tcaaagcaaa tactgttttc gtcttttctt tccctttatc
  3067381 cgcaaactct gaaataactg ggccatgcct cgtaactgta acgttatacg gaattgtttt
  3067441 cccgcctttt actttaatag attcatccac aacggtagct ttttcccact tatcgttata
  3067501 cagaaattca ttttcattat taggatttct cttctcaata tataaatctt gcacatcagg
  3067561 acctgtattc gtaacgcccc atgctatttt gtcattgtgt cctaatataa cccctggtac
  3067621 gccagcgaaa ataacgccac tcacattcaa atctttcatc tcaagtttcg attgatacca
  3067681 aatagaaggc gtcgcaagag ataaatgagg atcatccgct aaaatcggct taccagacgc
  3067741 actcttctca ccgcttataa cccagttatt actaccatta aactctggtg gaatgatcgt
  3067801 ttttgcaaaa ctttgtgcga cattcacatt tgtattctca agttcagcta gcaatctagg
  3067861 ggcatctttc ggatatgtag gaaatagctc atttgtttgc tcttttggta gatttttcag
  3067921 cgcccaatat cgaaatgcct gtccgtgcca atgtccgcct aaatcaaacg ccatatactt
  3067981 tccaattgtt aacgtatcaa caattgacca ctcagcaggc tcataaccta atatagtaaa
  3068041 ctcgaccggc aatttctttt cctcttttgc ctcgcgtata aaagcgttca ccccatctgc
  3068101 aaatgactgc agagcatctt tcgcctcccc gtcatattga ctaacagacg cttcggctgc
  3068161 tcgccgtaaa ccgagcgttc gaaacaactt atctcgatca acagctgctt ctcctacaac
  3068221 ctcactcagc ataccagaag cttgccttct acttaaatcc atttgaaaca aacgatcttg
  3068281 cgcttgtaca tatccttgcg aaaaatataa atcatgcgca ttttccgctt taatatgtgg
  3068341 tactccttta ctatctcgct ttaccgtaac agcacgttgt aaatcctcta gttttatcgt
  3068401 tccatctatc tttggcacag atttcagtgt atatatgttc aaaaaaatcg ctgtacaaat
  3068461 aactaataaa agaacgatac tactagacca aatgaaaatt ttcttacccc tagttcgttt
  3068521 cttctttata acaacttcca tataacccct cctttctcaa actattcgct tctattttga
  3068581 aagaaccttt ttgaatagga aaaatccttc ttttctcatg ttatggatca tgtaaacaga
  3068641 cttctccttc ctttcttcca ctgaaatccc cccatccttt cttacaccaa ttcctcaaaa
  3068701 tccccttcac ataagcaaac gttcgcttat tctgttcaaa cgcaatttta agtgcctcta
  3068761 atactttctc tcctgaaagt ctttgtatcc aattcttcaa ttccttcacg atatatgggg
  3068821 atagactact tatattttgt tcgtaaaatt tgtaaacttc actatgcgaa gtatccgcta
  3068881 cctcttccac attttctatt tcttcaacaa cttcttgtaa actactagta tcctcttctt
  3068941 taggcatacc aaaatgctgc aacaacaatg gaatcttcca ttcttcttcc agacatttac
  3069001 gtaaaaacat atgtatgaac tctttatttt tcacagtctt taattcacgc aacacacatt
  3069061 tttctacatt cgtatttaaa atagggttgt agtttagcca attcattatg tataactctt
  3069121 tcgtttccac atcgtataaa atctttccgt attcaacaaa cctatttaat aacttctcaa
  3069181 cagtctccat attgtaacct gtttcaagtt ctgccacacg ctttggtaat acgtaaattc
  3069241 cacattgctt cgttttcgta ccagttaaca aatatatgta aaaataacgc tcctctggcg
  3069301 ttaaatctaa tataaattca tcttgccaaa aattcacttg cacattacgg tacaccgcca
  3069361 tatgtttacc tcctcctcgc acttataaaa aggcagattt caatccttca atatacatat
  3069421 aggagtgagg gcttggtttt tgcagttgaa tttcaaattt ttttaactac tataacgacg
  3069481 gttttatttt ttcgcgcttt tttgttcttg tagttgtttt tattttgttt tttcttagtg
  3069541 atttattact tggtaggtgc ttataagggg cttgtaaggg gcttaataag ggcttatata
  3069601 aaaaggagct gttccaaatt ctcattttgg atagctcctt tatcattctt tctatttttg
  3069661 acttgcatct aacatcttta ctaaaaaggc agctgcttca ccacgagttg tcgtcccttt
  3069721 aggattaaac tcattatttc caacaccagt aactaccttt aagctatata atcgttgaac
  3069781 atgctgtttg tatgtaatta aatgttgatc tgtaaatggt aatgcggcta attcacctgt
  3069841 aacaccttta tactgtaatg ctttgtcaat catgatcgat gcttcttcac gagtgataga
  3069901 tgcgttagga tcaaaaatcc cgccgccacg accgttaata attcctgcac ttgcactacg
  3069961 ctttatacca ttatgaagtg acggatgcgc tttgttaatg tctacaaatg tcttatttcc
  3070021 ttctggtagt ttaagagcat ttgaaattaa tgtcgcaaac tcagctctcg ttacattacg
  3070081 ataaggcgca aatacaccat ttccttcacc gtgcataatt ccaaggctgt tcaacttacg
  3070141 aatatgccct tcaaaccatc cacctgtaat atcatctttt ggtttttgta cttctttatt
  3070201 tggcacatta tagtttattt taatccaact tgggttatag aaaatccact catcattacc
  3070261 tactttatac caaccgtttt taactgctaa cactttgtaa cggtctccat ttgaagcttt
  3070321 acgcacagtt tgatgttcca gtcctgcacc actacgtacg tttataccat ccccttttac
  3070381 tacaagctcc atattaggtt cagctggatt atattcattt gaatcaaata gctcatttct
  3070441 ttcttgtaaa ggcgaatcaa tttgtgcgtt aacatttgca taccactgaa taccttgtac
  3070501 gaagccagtc caattcccac gagaaattaa aatatcagga cagtttttcc cgctccattg
  3070561 ttgatgtcta taaatatggt ccgcgctaat tccttctttg ttcattaaat atcccgcaag
  3070621 tctctttgca ttctctaacg ctttattgta atccccatct tgattcactg aaatttcaat
  3070681 accgatagat tctctatttc ctgaaccatc accatctcct gcatgccaac cattttcatt
  3070741 tgttggtaag tgctgataaa tttgtttatc gtctacagta aaatgccatg aagctgttcg
  3070801 aaacgtacct tccgttgctt gtttatataa atacttcgca tggttttcag catttgcacc
  3070861 gcgggcagtg tttgcagttt agtgaattgt aatataacgt gctttcatcg gattagcggg
  3070921 gcgaatatca gggtttcctg ctggaacaat ccactctaca aatggagtac ctgcaagcgt
  3070981 tccatatttc ttcgtagtca tcgatgcgct atactgaata gctctccgtt tttcaaccgg
  3071041 cttcatttcg cgagtagaac catcatttcg accgtctaca tgttcaaaag ctttttcaat
  3071101 gtttgaaata gcatcttctt ccgctacttg gccttttttc gcttctttca ttttatgtaa
  3071161 ttcttctgat tcagaatgtt tatgcttata ttcttctaaa agaattttct catttcctga
  3071221 tactttcgct tcgttaattt gcatgtgatc aggagtttct agattgaaat cagaataacg
  3071281 taatccgctc gttccacgtt ccccttgtgc aatactaagc tggtcagtat gagatttgtt
  3071341 tatctctcct gctgatattg ataaaggtgc actccctaaa atcactaaac ttgttgatag
  3071401 tgcgattact cgttttttaa tattcattgc tgtaatcgat acctacacta tccgtgtaaa
  3071461 tatctcaacc tccctttatt ttctcattcg tgaaagacta tgaatctact atgtatgaaa
  3071521 atatgtttat tccacctttt cattttatcc ccagaaggcg aattatattt tctagaaaat
  3071581 cccttaacag acattatttt ataaccaatt gcaattgccg tcaaaagcac ttacaaaaaa
  3071641 taaaaagcct atgctccgat agctacaaca aatgttactt cttttctctc tattactttc
  3071701 accgtgcata tgcaagggat tacagaaaat agacatacct cttacttacg attaaaattg
  3071761 aaaagtgaag aagatttaat aagaaattta aatggtcttt atattaagga aggaagtgca
  3071821 cagctttgga ttttaaaaca gttatgcaag agcttgaggc cctaggcaaa gaaagaacga
  3071881 aaaaaatata catatctaac ggtgcgcacg agccagtttt cggcgtagct acaggcgcta
  3071941 tgaaaccaat cgctaaaaaa ataaaagtaa accaagagtt agctgaagaa ctgtatgcca
  3072001 caggcaacta cgatgctatg tattttgcag ggattattgc agatccgaaa gctatgagtg
  3072061 agtctgattt tgatcgctgg atagacggag cgtattttta tatgttgtcc gattatgtgg
  3072121 tggcagtaac gttatccgaa tcaaatatcg ctcaagaagt tgctgataaa tggattgcaa
  3072181 gcggtgaaga gcttaaaatg tctgcaggct ggagttgcta ctgctggctt ttagggaatc
  3072241 gcaaagacaa cgagttttct gaaagcaaaa tttccgatat gcttgaaatg ttgaaaaaca
  3072301 caattcatga ttcaccagaa cgaacaaaat ccgctatgaa taattttcta aacactgtag
  3072361 caatttcata tgtgccacta cacgaaaagg cagttgagat tgcaaaagaa gttggtatag
  3072421 ttgaagtaaa acgtgataat aaaaaaagca gtttgctaaa tgcttccgaa agtattcaga
  3072481 aagaacttga tagaggaaga cttggtttca aacgtaaata tgtaagatgt taaaaacagc
  3072541 aaaaagggta tcaatctttc ttgattgaca cccttttttg ctgtgattac tgtattacac
  3072601 catgtaaaac ttatatgtta gaaacttctt cttttaattt ataaacccta tctcttttct
  3072661 catcactttt gacaaaaata agctttcctt ctttaacaaa tccttctagt actaagcata
  3072721 cttgtccata tgctttcggc ttattcgttg tgaatctttc atctgatatt ttgccagatc
  3072781 gtattaattg ttcgcatagc tcaagtgcac ttatttcttc agaatccact aattccaata
  3072841 tatctttttg taatggcgat aaaggtgctg gtatatgagc tacctccacc ttttctcgtt
  3072901 tattttcttc ttcaaataaa tcttcaaatg aaatttgatt cattacttct tttcctttct
  3072961 aacgattgat ttgtatcaca tgaactgaat cctatagcgt agttattatt atgtagtact
  3073021 taccttatta cataaatgtc aaactcatgt acatcgtttc atatagtatg ttttgattat
  3073081 accaaataca tgttctatct tctatcgtag attgaaaaaa ggagcgtttt actgttcaca
  3073141 aatagagaaa aggaatttag atgattttgt tgaatggatt taaaaatacc attttttaca
  3073201 tagagatgaa tatttacaga tagtgagatt aagttgcata cagattagta aaatagttat
  3073261 ttattctata gaaatttatg gtaaattttc attacttata tgttataatc acgatgtaaa
  3073321 catttaagta tattaaatgt ttactaaggt tattcaatac gtttcatata acaagggggt
  3073381 tcacaaatga acagaaaaac aagtaaagtt aaaaagtttt tgggattcgt actaaccgca
  3073441 gcattagcaa ctacaacgat ggtaggtaca gcaaatgcac aaacaactac gaatagctat
  3073501 aaggtagcta gcaatgagaa cactgtattt acagatgtac caaaagacca ctggtcaaaa
  3073561 gatgctattg attacttagc ggcagcaggg atttataagg gatatggaaa tgggaagttt
  3073621 ggttttgggg acaacattac tagaggacag gtagcttctt tagtcaatcg acatttaggt
  3073681 ttaattgcag acgataaaca aggaaatatg tttagtgata ttacaaatca tatgttcgaa
  3073741 aaagatatta aagccattgc gcaagctgga attatgacag gtgatggaac aggtacattt
  3073801 cgtcctgatg atgtattaac tcgttatgag atggcagtaa tattacaaaa agcatttcat
  3073861 ttagaatcaa aagaacaagg gaaatttaaa gacgtaccaa aaggtcattg ggcttatgaa
  3073921 gctgtaaata cactgcgtag taaccgtata gcacaaggtg acgaggcagg taattttaac
  3073981 ggaaatacat ttgtgaagcg tgagcaatat gcacaatttt tctataatgc aatagcaaaa
  3074041 aacagagatt ataatttcaa catcaattca aaagaagaaa tgaaacaaat gttaacaaca
  3074101 gctttagaga atgggacgtt tggtccattt caattagatg tattaggtaa agatctatct
  3074161 gacgtaaaaa aagaatatgg ggtgcctgat gtttggaaga aagcaccttg tacagaatgt
  3074221 gatgcaccta atatagcggt atacggcgat tataatattg acatgtaccc ttcggacgct
  3074281 agatatatat cggtgaaaat ggatatcact attaatgaat taaaagaatg gtttggtgag
  3074341 ccagatggaa tcggagagga tatgactagt gaaggcttca tatataatcg aggaagctat
  3074401 tctctttatt tcagcttctc tgatggttat attcaacgcg ctgaaatatc taaaaataaa
  3074461 tttaattaat atgttacaag caatataaaa tatataaagc ataaaaaaat ccttcaagaa
  3074521 catgcctttt cttgaaggat tttatttttt cctatctatt ttatatagta caaatctata
  3074581 aaactcctac tgattaaact ttatttctct tgatgctccg caccccattc acttaaatac
  3074641 gttgcatatt ctaattcatc tggatcatca tgtaacatag aaataaactc taatttattt
  3074701 ccatcacaat ctagaaaata tacgcttgca gctggcatcc atctttgaac aattggctct
  3074761 tcattccctt tcccctgact ccctactacc tctattccac gctcttctaa ccataatcta
  3074821 gcagtcttta aaaaatctaa atctacacga aaagcgaagt gtttcatctc aaaatcttca
  3074881 ttactatgta cttcccataa cccaagcatt tgttttttat tttctcctac ccaaaagaaa
  3074941 gcaacccgcc ttttcgatag tttttttgct aatgttaaac ctaacttatt ttgatagaaa
  3075001 tctattgcct tttctaaatt tcttacatgt aaatgcgttt catatatgct ttgtatcatg
  3075061 atgtattccc cctcccatac attacaatat attttgtttt tatcatacaa ataaatacat
  3075121 ttgaaatcgt cctacttttg tatcattgtt ctttccttca aaggtatata tctaacatta
  3075181 tcattcatat cccaacgcca aaatccaata aaaaccacat ttacattcta gtaaatacat
  3075241 tcgtaaattt ttataatata ataaaaataa cattttaata atagaggagg aactgttctg
  3075301 gataaaacca aagttatggc ttattttaat gtaacaggtg atatattccc tgtcgaagca
  3075361 attaccgagg ctctaagtat cgagcctaca aaaacttata aaaaaggaga tgttattgaa
  3075421 agacgtgata atccaaatct tgtatccaca aaaaacctat atagaaaaga gacggattgg
  3075481 actttaagca ctggatacca acaatcatac gatataaata atcagttgta tgttattcta
  3075541 aaatcccttg aagggaaaac agaacaatta aaacatctca agaagaaata tggtttagag
  3075601 tttcttttta tgatagtaat tcaagtggag aataacgaat cgcccgcaat gtatttacaa
  3075661 aaagatatta ttgatttcgc tagttccatt caagcagaaa ttcattttga tctatatatt
  3075721 tgttaaaaat aaaaacgcta ttgatattga aatcagtagc gttcttatgt gaccatatgt
  3075781 tttatcttac ttgtacccaa aagcacattc tttttatata acgtattact tcaatttccc
  3075841 ctcaaaaaca atcttcctac cgcacggttc cactactgtt ttgtcatctt tcttcacttc
  3075901 atgaaagatt ggctcttcca tacggcgaga cggtgcatag ccttcttgtt ccatacgtgc
  3075961 taagcagtct gtaattgttt cgttttcgag tacttcaaat ttctttttat taggttgttt
  3076021 tgtcatgccc taacctactt tctatttttc ttgatgcaaa ttgattcttc atgtagatca
  3076081 tatataatat tgcgagagtt cctattataa tcataaccgc aacaaaaaag cttgtatact
  3076141 gtattttttc tataaatacg cctcctaata caggtccgag tatacttcct aaactaaagg
  3076201 cgattccaga taatatattt cctgctggca ataagtgtct cggtaataaa tctgtcataa
  3076261 atccaagtcc taacgagaag cacgatccaa tgaccatacc cgctaacaac atgcaggcaa
  3076321 agacgatcca gtaatagtga tcaaatacgg ctgccagtaa gaaaatgccc gtacttatgc
  3076381 agaacgtcca cgttaaaata cggtcccttc cgtatttgtc acttaatata ccgagcggaa
  3076441 tttgtgtaat aatgccccca actgcaaacg ctggcaataa gaaggatact tctgagacgg
  3076501 accatccttt tcgaagcgcg tatactggta agttactatt taacatcgct tccagtacgc
  3076561 catatgcaag tggtcccagc agtgcaatcc atcctaatcc aacaacttgt ttataacgag
  3076621 aaaatgatga ttcactcttc acttctcttt catcttgcgc tgggaatgca ttttttgttg
  3076681 gtaatagtaa cagccaacct attaaacaaa gtatagtaga tataataaat ggcgttgcaa
  3076741 gaccgtactg aacagtgctt gctaaatacg ggccaacggc aaaaccaatt ccgaagaata
  3076801 caccgtatat cgatacctgt ctccctattt tacttggatc tgctgttgtc gtaatccatg
  3076861 tttgtgttcc gacatgcagc atatgatctc cgactccaac tagaaatcta aggataaacc
  3076921 atacccagaa tgaaaaagtt tgtgtaaaaa agaataatga aatgataacg agaaacccac
  3076981 caatcacaat aattggcttc attccaaact tttgcatcgg tttttcaaga aacggggaaa
  3077041 taactaatat cccaatatat agtgccgtcg catgaatacc attaatactt gaactaaccc
  3077101 cttcttgttc aaaaatcatt gcaatggccg gtaaaagcat cccttgtgac aaaccagaga
  3077161 ttgctacaat tccaaccata atccaaaacg taaaacgtat cgacatccct aatctctccc
  3077221 ttttgtaatc caccacactc attatatatt gtttactatg gaataagaaa ggactagtgg
  3077281 atgaaataat tttcattttt ccacaaaaaa gaagctagac acatgtcatc taacttcttc
  3077341 ctcaccctac ttaccttcta accaatcctc tacatgcttt ataaatacat ctaaacaatc
  3077401 aataaacgga gaatgaccgc aatcttctaa caattgtaat tcagcattcg gcaaatgttt
  3077461 tactaactcc tcacccacta cttgcggtac gacataatct ctgtcgcctt gtatgacgag
  3077521 tgtcggagct ttaatacgat gaatttgctt atttccctct acaaccccgt tatgttcatc
  3077581 cgaaatatta aatgtaatga gcgcataatt cacatctacg aaattacgct gcgttaacat
  3077641 atcgtctaaa tacttttcat agcgatctgg ttcaggttga ttatgtgtat atattaacaa
  3077701 gttccatact gtacggtaat atagtttatt catatttttt atcgcatcta acactggtgc
  3077761 aatttgtaca ggatcttgcg caatttcttc tttcgtctta actaaactag atacaatcgg
  3077821 ctgcccgttt atatcttttt taaagattgg gtagcccttc attcctactg attctactaa
  3077881 aattaacttt tcgacaaacg ttggatgatt cgctgtaaat tgcatcgcaa caccaccgcc
  3077941 cattgaccag cccattaatg aaaatttctc tagttttaac ccgtcgataa atagttttac
  3078001 atcttctgca aagtcttgta ttgaatctat cgctttatta tatgttgatt gaccaaatcc
  3078061 tcttaaatct agagcgtaaa tatggtattg atcttgcagc ttttcaataa ctaaatcaaa
  3078121 gtgttgtgac gatgtcatgt ttccgtgaat gagtacaaga atttctgcat tttgccttcc
  3078181 aacttcctga tacgcaatcg tttctccgtt cgatagtgaa acaaactcca ttgttgcagg
  3078241 cttaatcatc acaagttccc ccattctttt taatagaaag ataattcttt acttaattaa
  3078301 agaataacat gcagaatgta tgttctcaac ataaaagcta tacgaaattt ttacataaat
  3078361 caacatgtct attactagac aattataata aaaaagtata tagttagcta ggtaactaat
  3078421 ttgaaaggat caacatacat ggacgaaaaa caacattttt ttcacattgt cagccagact
  3078481 tctcggaagt ttacgaagaa atttaatgaa cgtgtatctc ccactgggtt atttagtgcg
  3078541 caatgggctg taattttccg catcaatcaa actggttctt gtacgcaaac tgaattgtgc
  3078601 cagtatttaa atgttgaatc accaacgatg actcgtacgt taacacgtat ggaaacgatg
  3078661 ggctggatta ttcgtacaga aggaaaagat cgccgtgaga agctcatttc tttatcagaa
  3078721 acagcgataa aaatgattcc ggtatggcaa gaagaagttg atactttcga agaaaagacg
  3078781 ctagaaggta ttaacgaaga tgatttacat caagcatttc aagtgttaca acaaattatt
  3078841 aaaaacttag attaaattgg agggatgaca atgcaaagtg aaaaactttg gacgaaggat
  3078901 ttcctcggaa cttgttttag tagtctcttt ctctttttaa cattttacat gctaatgact
  3078961 actctgcctg tctatgtaat agacgggcta aaaggaaaac cagaggaaat tggtttagtt
  3079021 gcaactgttt ttcttatttc atctgtttta tgtagaccat tcacaggaaa atggctagat
  3079081 gatttaggaa gaaagaaaat attatttatt tcactttcat tatttttagc cgctactgtt
  3079141 atgtatttcg gtgcgcaaag tttattttta ttacttgctc ttcgcttctt acatggtatt
  3079201 gggtttggga tggcaactac tgcaactggt acgattgtaa ctgatgttgc accagctcat
  3079261 agacgaggcg aagcacttgc ctatttcggc gtatttatga gtctgccgat ggtaattggt
  3079321 ccttttttag gtttaacaat tatttctcat ttttcgttta ctgtattatt tatcgtttgt
  3079381 tccgtatttt cattactggc atttttatta ggactacttg taaatattcc acatgaagca
  3079441 cctgtaagca aacaaaaaca agaaaaaatg aaatggaaag acttacttga accatcttct
  3079501 attccaatcg ctcttacagg atttgtttta gccttttctt atagtggtat tttatccttt
  3079561 attcctattt atgcaaaaga gctcggttta gctgatattg caagttactt ctttatttta
  3079621 tatgcacttg ttgttgtcat ttctcgtcca tttacaggta aaattttcga tcgcttcggt
  3079681 gaaaacgtac ttgtttatcc tgctattatt attttcacaa ttgggatgtt tattttaagt
  3079741 caggcgcaaa cgccattttg gttccttggc gcaggtatgc taattggttt aggttatgga
  3079801 acattaattc ctagcttcca aacgattgcg atttctgccg ctccaaacca tagacgtggt
  3079861 tctgcgacag ctacgtactt ctcattcttt gatagtggta ttggatttgg ttctttcatt
  3079921 ttaggtatag tcgcagcgaa atcaagttac cataatatgt attttatcgc ggctattatc
  3079981 gttgctttca ctttacttct atattatgga ttacacggcc gcaaacaaaa attcaagaaa
  3080041 caacgtacag atggacaaat atccgcttag cttttataag gaaagtaaac ttccccgttt
  3080101 actttcctta ttttgtattt ctttcaagag aagcgtatac ttataataga aataaaaagg
  3080161 agggaccgct atgaaactaa aaaaatctcc cctactctta ctcataatca cattcatatt
  3080221 tgtaattaca gggctcggtt ttacatactt caaacataat aaaacgactc catcgaaaaa
  3080281 taacgtgacg aagaaaaatt ggttagatga cccttactta cgttggtcat acacacatat
  3080341 gaaagaattt actttaatta atgatgtaaa aaacaatcct gatcaaattg ctcgcttccc
  3080401 atccgcattg caaaatttag acgattttgc tgtgcagcgt agatttggaa gtgcaactcc
  3080461 tctaaaagaa cttttagacg ataacaaaac agatgcgttt gtcgttgtac ataatggaca
  3080521 acttgtttat gaacgatatt tcaatggcta taacgagagc gaaccgcatg gtatggcgtc
  3080581 attagcaaag gtatttaccg gagcaataat acaatctctc gctgaagaaa accgtattga
  3080641 cttagaaaaa acggctgaca catatataaa agaattaaaa aatacaccat ttggaaaagc
  3080701 aacactacag caattaatgg acatgcaagt ttcagtagaa taccctactc acggatacga
  3080761 acatccagcg ttagaaaatc aagatgcaca actatacttg gcaagcaata ttttacctcg
  3080821 agataaaaat tacgatggtc caatgaaaat ttatgatatg ttacaagaag caaaagaaac
  3080881 tgcaccgcct ggttctgtct tttcttacaa taacggatca acagaaacac tcgcttggat
  3080941 tattcgaacg atcactggta aatcattagc tgaaaatgtt agcgagcgca tatggtctca
  3081001 aattggtatg gaagaaaacg cgtattacgt tacagatgaa acaaaaatag aacaagcgag
  3081061 cgctggttta aatgcaactg ctagagatat ggcgagattt ggacaattat tattaaacaa
  3081121 cggggaatat aacggaaaac aaattctacc ttcttctatt actgaagata taaaaaatgt
  3081181 gcaagaaggt gaacttgcaa ttggccctgg tgcttccatc tcttatcata atcaatggtg
  3081241 gattccgcac aatgaacaag gtgcttttga agtgttaggt agttacggac aaacacttta
  3081301 catcgatccg aaagcaaaga tggtcattgt ccacttctct tctaacgcta cgccaagtaa
  3081361 tgaaatacat tccgtttact ccaatatgta tattgatatt gcacatcatt tggagaagct
  3081421 tccacagtag tggaagcagg agtttaaacc ttacatgtat gattatttga ttgaacacac
  3081481 aatctgttgt gctgaaacat caatatatct aaaaaggagc tctcttcata aagagagctc
  3081541 cttttcttat ttcttcttct tttctgtcgg ttgactttgt ttagcgaaat tagatgaatc
  3081601 atcgaaattt ggttgctttt taccagcatt attacttcta ccttttccca tatgtaatgc
  3081661 acctcccctc atccttacta ttcccaataa aaaaatcctc ttgcatccag gaggattttt
  3081721 ttattgtctc ttattcataa tgcaccactg ttctcgtagt acttccaaca ctttcagtta
  3081781 gagaagcttc cacagtagtg gaatcttttt attgttgggg tgttttattt aaacccatta
  3081841 ccctcatcac gtttattcat aatgaaactt tttattagca atccaataat acgttacgaa
  3081901 gagtgtcaat aaaatccaca ctatagttag taatccagta attattgcgt ttgaatttac
  3081961 gccccccgtg actaacgttt ccattgcata cttactcata ccggctggat taagccgatc
  3082021 cattattgga ttcaaaccga cgattactct gcaggctaga aggaaaacaa ttgaaattaa
  3082081 tgcaataata ccttgactgt gaaaaatagc acttatcatc gttgtgaaag atacgataaa
  3082141 aagaacccaa attagataaa atagtaatcc agtaattagg tgtgcaaatg gaacggcagt
  3082201 aaaaagaaaa tttacatata gataagacgt tacgtatcca attgttacac tacacgctac
  3082261 cattacatag tttgacacta ttttcccacc tacatatgaa gtaacagtaa cgggccttgt
  3082321 taaaataaag gccagtatac cattagcttt atctgtttga attgcaccca tcatagaaat
  3082381 cactagaatc ataagtccaa gctggtcaaa ctgggatccc aaagtagtcg ctaatacttc
  3082441 gccccctttt tgcgctgcca tactcagatc aattgtaatt ccctgacctc cacctaacgc
  3082501 ttctagaatg gatggtaaat aatgagttac tatcggctgt gttgcaccta aacatataaa
  3082561 aacaattggt agccaaatga tcttaaaatc acgtaacatt tgaacacatt ctttttttat
  3082621 caataccatt gagttattca ttttgcacca ccaatttcaa gaaaatctct tctaaagtat
  3082681 cgttgctcat ttcaaattta acgatgtcca ctttatgttc gagtgcattt tgtaataaca
  3082741 tatttttgct tatttcgata ctttcaacct tcactttgat tttaagccca accacttcta
  3082801 cgttcttcac atacggtaat tttttcacaa tttcaatcca cttttgatct ttagctgtta
  3082861 tttcaataac taatttattt tcacgattac ggtgtaaaag ctccgtaatc gttgtgtctt
  3082921 ctatttttgt tccatctttt ataatgacaa atcgctcaca gatttcttct gcatcgctta
  3082981 agatgtgggt tgataataaa atggttgtat ctttttttat ttcttcaatt agattcaata
  3083041 cttcccgccg gccgatcgga tctaatgcgg atactggttc atccatgaca ataagcgaag
  3083101 gtttatgcaa taatgcttgt gcaataccaa gtcgttgctt cattccacca gaaaatgtac
  3083161 taacctttgt attttcttct cccttcagtc caactttctc caacattttc ggaatcgact
  3083221 ttaacaattc ttcttttttc acccccgaaa gttggcccat aaacgtaagc gtttctctcg
  3083281 ctgtcatcca atgaaaaaaa ttaggatatt gaggtagata accaatttca cttttcattt
  3083341 ttgatatttt tatcccattc aataaaactt caccatcagt tggattagta atatccgaaa
  3083401 ttacttttat taatgtggat ttccctgctc cgtttggtcc aattaatccg acgcattccc
  3083461 ccgcttgcaa ttccatcgag aaattattga cagcaatttt tcctttaaat gattttgtta
  3083521 catttttaat ctctaatttc atactttccc accgtccttt ctccctataa caaagtacaa
  3083581 gataggcccc aatatattaa cgaaaagaat aatgaacgtc catacaagta cattttttct
  3083641 tgttttccta tgtcgatata aatcaatgaa tgcaattaaa actaaaagtg cccccactgc
  3083701 aataactggc aatataatgg gtagaaaagc cataatatca atgtctttaa gatcattcaa
  3083761 tccataatgt attttcattg tcatcactcc ttttaaatct cattatcatt attgataata
  3083821 ataaaataaa aacagatgga ttgcaatcat tattctcatt atttataatg agaataaaaa
  3083881 acgatatata aggtgatata atgagtaata aagttgaaat tttaatgcat ccggtaagaa
  3083941 tgaaaatttg ccaagtgtta atgagaaata aagaagatgg gctaacacca ttagaaatgg
  3084001 taaaaatcat taaaaatgta ccacaagcaa cactatatag gcagctacaa actatggttg
  3084061 attcaggtat cgtccatgta attaaagaaa aaaaggtgaa atctgtttct gaaaaatatt
  3084121 acgcaatcaa tgaagaagat gcaaaaattg aaggaagtga atggaaagga ttatctgatg
  3084181 atgaaaagtt aaactacatt tcctattacc agttatcact tatgacacaa tatcaaagtt
  3084241 accttaagaa attagaggaa caaaacagtc aagaagataa ggctactttt tctgtagtag
  3084301 aattaaagct agacgaggaa cactttggaa aatttcaaaa cgaacttaac gaattaatga
  3084361 ttaaatacta taatagccaa agtaaagatg acgaaataga ggctccagtt cggaccgtcg
  3084421 ctattacaat tattccagaa acgtgaacta actcaatata cataatacaa gccgatgctt
  3084481 ccttaccata ggaatcatcg gctatcttca tttcgaaaat tgttttaact tctgctgtat
  3084541 ggctggcgaa aaaactgatc tagaagctaa aatgttgtag aatctaaaat tcgaatgtgc
  3084601 ttaaaatttt atctatatta catgaattct tttctcgcgt taatctcata ccatccacac
  3084661 tctccaaaca ctttttaaaa agaagcatgg gtaaactaat aaatataaat tagggatcca
  3084721 ccaagacata tcaaaatcta aacggattgt ccaaaatgct agagcttgta accctgagca
  3084781 aaaagttaaa attaatgata ggaatgcaaa gtggctccaa atatgttttt gtttagaatg
  3084841 taaatataaa cttagaaatc ccgttaacga gattaacaaa tctagaggca aaaaagacca
  3084901 attccatgct actaaaatag gatcttcgta atctttaaac aaatattctt gcggaattat
  3084961 atgaaaaatt gttatgagcc aatatataac aaacccaaca tcagtaataa ggaaaaaata
  3085021 ctttaatcga ttcaatgtat acgttcctcc accatttctt ttttcttcgc ttcatgtgcc
  3085081 gtactattaa aatttaaaat tacgactcca attaaaataa aaagaattgc tactatctta
  3085141 attatattga tactttctcc aaaatagata aaaccaattg ttgtaatcgt tacaattccc
  3085201 atacctgacc aaaccgcata tgcaacggac atttccatcc cttttaatgc aaatgacaga
  3085261 aatgcaaaac ttactacata aaatacaaaa ataagaatgc ttggtacaag tttcgttaat
  3085321 ccatcagata gttttatcgc agttgtacct gctacctcaa ataaaatcgc taaacataaa
  3085381 taaatccact gcactactct cccaccctct atttcgaatt agaaatgcca tacagtaaca
  3085441 tatccataat agattccagc atacttccta atgtatgatc acttttttca ataaacatag
  3085501 gatcatatat gcgattcagt gcccccaaat agacttcaat aaaaaacgga atttgaattt
  3085561 ttcttatgct tccttctctc attccctctt ctattaaacc aattacagta gaccaccctt
  3085621 cacgtaaaaa ctgatctaat tttaaccatt ggtaataatg atgttttttt agttctacta
  3085681 ataaacgtgc atccatgaat gtaaattgtt gtggaatgca aattaagatg agtcttattt
  3085741 tttcaactgt ttgtaacgta tcatcttcag cgatattttt ttccttttct tgaatacttt
  3085801 ctattacatt acgaataact tcatctacta tttcatcttt tgaagagaag tgctcataga
  3085861 ttgtcctctt actgacagct aattgttttg ctaaatcact aattgtaaat gtaaacccct
  3085921 tcgtttgaat ttgatgaatt gtttctgtta ctattctttg tttcataatc cgccccctga
  3085981 acctttggta ccaatttagt ttttttggta ccattccatt ttacaatatt taacacaatg
  3086041 tatccaacta atttttataa ttttctaacg tttaacttaa aataagttaa acgttagaga
  3086101 gatgaggagc attcttgcat attcaacaat ccagtgaata attggatgac actcatacat
  3086161 gaagctttaa ataaagttaa atgcagctct ataaggctat gttggtatat gttctttttt
  3086221 agcttgatgg cgagaaacgc cgatctactt tcacctaagt aaaaaagcgc cctataaaca
  3086281 gggcgcttta ctccaaccta atgactaata gtagcagttg gatataatgt tgttcctcca
  3086341 attgaaacct ttatttcatt tgttaatgga acattttgtt cattaatgat agttctccac
  3086401 cattcccatg caagacctgt acattctctt gcaacgattt ttatattttt tgaatttggt
  3086461 ggaagaggga taactgtaga gtaatgggct gttttgtctt tgccactacc ttcccatgtt
  3086521 ttatgtgtta gtacttcttt cccattttga tcaaatgtaa attcatccca agatacatca
  3086581 aattgagcaa cgtaagcacc gtaatgatcg agtgtcattt tagcacttga atattctgta
  3086641 gttgtcgtct cgatataatc tgtattgtta tgaacagcag cagttgcatt atcttttaag
  3086701 aacgtgcttg tatatgaaat tgggtatgct ggatttttaa agcttaattc agcattatct
  3086761 ttaataatat ttcggatttc attgaaatct tttgtaacaa ccttgttatg ctctttcgca
  3086821 tctccgccta atactacagc agtaaaggta ctttcttcaa aaatatcttt gtactgtcca
  3086881 ctcgtttcga cgctgttatt cttaagtaga gctttaaatg cagcttgtac atctttactc
  3086941 ttagatgttg tttctaattt tacataaacc gttctaccat aagctacatt tgaaaccata
  3087001 acaggtggag ccgaattact tactccttta cgagttaact catcaaaagt aacactatta
  3087061 tcaaagagat cagatggatt attaggtagt tcagcactta cagtataaaa tatttgttta
  3087121 tatgccgcca ccatcacttt cttttctcca tttgcaactg cattaaagtc aatatttaga
  3087181 ctgttatcaa gatatttagc attaacatta agagcacttg cgatttgtga tttactataa
  3087241 accatagatt ctgtatactg cattcttgca ggtaacgtat gtgttgtgga atacttttca
  3087301 ttccaagtag atactaaatc atctactgct ccagccacat taccatatgt cggattttgg
  3087361 acagtgattg tattttcttt tctcatgcca ggtaagtcta tactaatatt caaaggcttt
  3087421 ctcttagcta ctaataaact cggttgattg tctgcaaatg ctttattggc aagttgtaca
  3087481 gctcctggat acgtacgatt cactacagaa tcaataatca aaatatcgac tggtgacgtt
  3087541 gtaagtgatt ttttctcgcg ttccactact acaaatttac cgtttgaatt gatactctct
  3087601 ttcggaataa aactctctac tttatcacca tttactgcta aaatatctct actatcatac
  3087661 tttagatttg ctataccagt attaatatca ctagcatttt ttattgcacc agttgcatta
  3087721 ccggcttgtg tttctgcaaa agaaatagac gaataatgaa tggtacatag actaactaat
  3087781 aaacatgcaa ggaactttct tcttttagtg tttttcttaa tattcagaaa aatcaccccg
  3087841 ttctttttta gtaagatata ataatgatgg atacatgata gctaacgaat aaccttacat
  3087901 aaacgctttt aaaagttctt gaactaaagg aattactcca cctaaaaatt ttaaaactgc
  3087961 cattgcgatt tccatattac ttcctcctct ttgctgtata aagatgtgtt gaatatttat
  3088021 gctttcatta taataagctt ttacatttgc atcaattcat ttttatatgc aatatttcat
  3088081 atttgagaaa agcaactttt tctgtcaagt tgatgatggt actactcttc ttgaacatat
  3088141 ttctatccct ttaaaaatat cagaattttc tatttttaaa aggttatgaa cgaaacaacc
  3088201 tcgaataatt gtaatacata tacataagga ggttgatcta ttttgtttcg ttcttttact
  3088261 aatggttgcg tcgccttagt gcaacgtttc ttgccagaac cgtttatatt atcatgttta
  3088321 ttaactgttt ttgttatttt cttcggcatg tttgcaacgc atcaaacacc tgtggaaatg
  3088381 attaatcact ggggtaatgg catttgggga cttctcgcct tttctatgca aatggcactt
  3088441 gtactcgtga caggatctgc tttagcaaac gctcctctta ttaaaaaagg attaatgaaa
  3088501 gcggcaagac taccaaaaac aaatggacaa ggtattattg ccatttcaat cgtaagttta
  3088561 ctaggggcat acataaactg gggatttggt attgttgtat ctgttttata cgcaaaagaa
  3088621 gtggcaagac aattagaagg attggattat agactagcaa tcgcttcttc ttactctgga
  3088681 tttctcattt ggcatgcggg gctttctgct tctatccctc ttacgttagc aacaggcgga
  3088741 gaaacgttaa tgaaaacgac agctggaagt attaaagaag cgattccaat cactgaaacg
  3088801 ttattctcac catatgctct cgttccagtt attatctttt tagttacgat gcctctcatt
  3088861 aataaggcga tgcatccaga tgcaaaacat acaataacag tagatcctag cgtattccat
  3088921 gaagaagctg ccgctcaaga ggcaggaaaa aatacgttcg cggaaaaaat ggaaaatagc
  3088981 attattatta cactttgcgt tggattgtta ggtctcattt atattttcaa ctacttttat
  3089041 acgaaaggct ttaaccttac actcgatatc gttattttta tgttattaat tgctggactc
  3089101 attttccacc gtactccaat tcaatatatt cgcgcttttt cagattccac gaaaagtgct
  3089161 tctggtattt tacttcaatt tccgttttac gcaggaatta tggggatgat gatcggagca
  3089221 aatagtgaag gcctttcact tggaggagct atttcgaatt tctttattag catttcaaac
  3089281 gaaacaactt tcccgctctt tactttttta agtgcgggca tcgttaatat tttcgttcca
  3089341 tctggtggcg gtcaatgggc tgtgcaagca cccattatga ttccagctgg cgctgaactt
  3089401 ggtgtacctg ctgcaaaaac agcaatggcc attgcgtggg gcgatgcttg gacaaattta
  3089461 attcaacctt tctgggcatt accagcatta gcgatagctg gtttaggtgc tcgtgatatt
  3089521 atgggatttt gcgttgtgaa cttactatat gcaggattta tcataagtct atgtttctta
  3089581 tttatttaaa cgaaaagcta gttttatact agctttttta cataataaat catttatttc
  3089641 ccacgcaatt tatcacggtc ttccactcta tctccgtaag atataatgcc tcaaatgcaa
  3089701 aaaaatctcc acatactttt tcaattagat gttgattatt tttaaggaaa ttccactgca
  3089761 gcgctttagg aagaaaatac gtttcatatt ctttacttcc tcttactacc tcatccactt
  3089821 ctctttcaaa aatccctctt attaaataat catttcttaa ttgaatctgt atttgttgaa
  3089881 acgtttcact acatttcttc aattgaatta agcaattaat atatgtacga aaaagttcat
  3089941 tatcatactg acaacaattt ataatacgtt ccatttcatt cataacgtac gagccttttc
  3090001 ttctatttgt aataaccact tttcccgctt ctctcgttta ctcgttttca cagattgaaa
  3090061 aacagatcgt tttatatcgc gaatgccgca aaaacgtaaa acacctctct tcattataat
  3090121 ccaatcggct gatcgatata gtagtgcgac gtaccataac ggtgagtcta acgtattaat
  3090181 tccccatgcc ttcttacctt ttagtaaccc tttcggcagg gcaccttcat atttataagc
  3090241 aaaaccagca acgaaaatgc gatcaataaa tccttttaaa atagctggca tcccccacca
  3090301 ccatattgga taaatgaaga gaagagtatc cgcttcttct actaatgctc tgtaccgagc
  3090361 tgtttcttct tcatttacta aatcacgcct tttcttctct tcattaaata caaggacggg
  3090421 attaaattgt tctttatata aatcaagtac cgtaaccgaa tggtttgttt cttgtaatcc
  3090481 tttttgtaca tgctttaaaa tcgccgcgtt aaaactggaa ggactaggat gagcgtatac
  3090541 aattagtaca ttcaatacat aacaactccc tctataagtt aaagtttccc cttctttaac
  3090601 atcttctcta caatttgtat gttttttgag ctttgtaata aacggtttaa tacggtaagc
  3090661 aactcttcct tgtctaaatc tttcagtttc tctttcaccg tactttcacc agcaccttga
  3090721 atatcataaa caactgccgc catatgttta caatagtttt catatggaca ctcacagcta
  3090781 ctttctgtaa aatcttcaag atcaataatc acttcatagt ctcctgcatt tccagtaacg
  3090841 aaagcaaata ttttcttgtc ttgtatttca acatcttcta catttccttc ttcataatat
  3090901 tcataccctt tatccataat gtacttagga atccattttg ttatatcatg taacaaataa
  3090961 gcgtacataa caacacctct tcctttaatt cccttttgac ttccaaacct gtgcatgtta
  3091021 ttctaataac tgtcaaatag caagtctata tgacaaaacg actgacacct attcggcgaa
  3091081 ggtgtctctt ttcatttgca gccgatatga attgcctctt tcaggcacat tcaatctttg
  3091141 acactacaca ctcaacacca ttccctgtat caggctgctt aagcagtctt ttactctaca
  3091201 tatttcaaaa aaagagagct tagctccctt ttctcgcttt ataaaatacc cctttttcag
  3091261 tatagagata ttcatcagct aatgtaattt tcccatccag tttcagttca tctaatagtc
  3091321 ttgataaata aaattgatgt aacatctttt tcgtgaattt tccttcatga tgcgaaacga
  3091381 tatgttcttg aatatctaac aatgatattg gcttatcttg ctctatcata tattcataaa
  3091441 ctgtactacg cagttttacg tatttttcga gtgtcacagt acttcgcaac ccctttcttc
  3091501 ttaatataaa ttttttcgta atcggttttt ttgcaataaa aaaacctctc cgataagaag
  3091561 aagttacgta tatatcttcg tcttatctcc cagaacaaat ttgttctgct ggaattagca
  3091621 cctgcatcgc ggttgctggg tttcatcggg ccagtccctc cacctctctg gataagaaaa
  3091681 tattcactta attcttacta tacataattt cattttaatt gtcaaacaaa tataacgaat
  3091741 tatattttct tctttactgt tcatactata catatatgaa tatgcaagga ggattatgaa
  3091801 atgcacgaaa atgcccgcgg atatgtccaa gattcgtttc aatcattaca agaagcaaaa
  3091861 caatgtttag aagcagcact acagactgtt gaaaaagatt ttaatcgtgc tcgtattgaa
  3091921 caatctcttt atgcaatcga acaagctatt caacgctgcg attacaccgt tcacatttta
  3091981 gaacaagatt gaaaaaactt cccatcataa ggtgggaagt tttttcaaat ggcatacttc
  3092041 ataattattg ccgttatgat taaaaaatat acagaattca caatttctaa aatccctact
  3092101 tttataatag aaattttttt gccatacaat ataatggctc gaatgacact tggtataaaa
  3092161 ataagggagc accacggatt aattgcaaat acaatgatca ttaatagaat atgataaccc
  3092221 caagatataa agcgatactt cggattattt ttctcacgta tcatcgtttt gacataaaac
  3092281 gtacttccta aaaaatataa aaatgaaata agcgcaataa ataatgctgt tttatctata
  3092341 agtttcattg aaaaataata actaactaaa ccaccaatac agaaaacaat aatcgcacta
  3092401 atgtcatttc gtaatgctct ttcatttttt tgacgagcat aatacatatt tactataaag
  3092461 aatggaatca tgactgctac aaataaaaga atgcgccatt catataatag agaaatcatc
  3092521 ccaaatacaa aagcgatgat aaaatacaca attgctgcat gtaaatactc tttttttcgt
  3092581 ttttgcttta tgtacataag gaatggatac gtagctaaat agataaagaa ccaagctata
  3092641 aacaatggaa tatgatatat agtaggtttc ccaagtatga cacttaatag aaatggtata
  3092701 acaagcatcg cccatgcacc atgttgcttc ggaataacta acttcattaa ctatacacct
  3092761 cccttttgaa aataattctc acctactatt atacaaataa ttttatatag taacggatat
  3092821 atattggact attttttgac aataaaaaat gctccttaca atatgtaaga agcatgaaag
  3092881 aggcaaacga atatgtaagt cgcgacccta ccttatatga gtatgctttt ctataccatg
  3092941 ttatgctcat ctaatatgcc atatttcttt ttaaatcttg taagaatcgt aatccaagac
  3093001 gtactaaata atagtaagaa aacgacattc gaaattgcat ggctcaaatc gaaataaaaa
  3093061 cttgcgatat aatacgaaat gactgtttcc cacgttgcct ctcgtataaa accgagaagt
  3093121 ccccagaaat tcataatcca gccaaataaa aatccaacaa acaatccgta tagaagtctt
  3093181 ccccatagct ttttcattaa aaacgtatta cgtaataatc cagctataaa accgatcata
  3093241 ccccatgaaa acatttgcca cggcgtccac ggaccttgtc ctaaaaagat gttagatacg
  3093301 atagccgctg ttgccccaat cataaatccg gtttcacttc cgaacacgat tgcagaaacg
  3093361 ataataacaa aagaagtcgg ttgtacactt ggtaaaatag aaaatggtac gcggctcact
  3093421 gctgcaattg ccgctaacac agcaacgaga acaatttcac gtgaaacaaa cgccttcctt
  3093481 tcaaaacgga tatagaacgg taacataata acgactaata aaaacaaact acttaacatg
  3093541 taataaccat ccatgataag tgtcgtaaag agtaatgtgc ctattattac tgcaaaaata
  3093601 catattatga atgcaacata tcgttttgac acgcttcgta cacatcctcc cacgttaatg
  3093661 catatggcag ttcttttcga atgaatcggt taatagatgt tgtataaaag aagttaccac
  3093721 taaaaaattc tttcggtgca tcattcataa tgactgctcc atcaaataac atcatacatt
  3093781 gatccacgta tttcgctgca aattcaatat catgggttgc cattacaatt gttgtaccct
  3093841 ctttttgcag cttcctaaat agctctccta ctctttcttt cttccacgga tctaatcctt
  3093901 ttgtcggttc atccagtaat aataaagtcg gctttgataa taacgttgta cataatgcaa
  3093961 gtagttgttg ctctcccccg ctacaatcat gtggatgacg ttctttaagt ccatatagcc
  3094021 aaaacttttt aagctgatgt tctgctattt cttttccttg ttctccatat aattcacgcg
  3094081 ctcgttcata cacctcgtcc cacactgtat caaatgtaaa atgataatac ggatgctgtg
  3094141 atacataccc aatactttta aatcgttctt tcgaatcaat tttatgtatc actttcccat
  3094201 tccactttac tttccctctt ctcgcttttt gtaaccctgc taaaatcgtc aacagtgtag
  3094261 actttcctgt cccattcttt ccaacgagag ctacccattt tcctttttca atcgacactg
  3094321 ttaaatctcg taaaatgagc ggattatttt tttcatattg gaacgaaata tgctcggcac
  3094381 ttaaaatgac ttcttgcttt tcactttgta ctattggctc acttacatat gatatcgcta
  3094441 aaaaatcatt cagtttcatt tgtgcttctc gcactgtaaa cggaatgtct ttcgcattcc
  3094501 actctaaaaa caaccttgga atttgcggaa taaatggacg gaacttttct acttcccaca
  3094561 tgttcgctac aaccgttttc ggactaccat catacacgat tcgaccgtta ttcatacaaa
  3094621 taacgcgcgt tgcaagcgga attacttcat ctaaacgatg ttcacttaaa acgatcgtaa
  3094681 ttccaagttc ttcgttaata cgttttaata atcctaaaaa ttcttttgca gcaattggat
  3094741 ctaattgtgc tgtcggttca tctaataata gtaatttcgg ctgcataact aataccgcag
  3094801 ctaaattgac aagctgcttc tgtccgccag ataacgtatg aacagattga tgcaataaat
  3094861 cttgaaatcc taagaagcta ataagctctg ctattcgttt ttgaataata tgtgatggta
  3094921 acccaatatt ttctaaagaa aatgctaatt cttgaataac tgtatccatt acgagttgat
  3094981 tttctggatt ttgaaatacc ataccaattt cttgagcaga taacaaatca ggtacatttt
  3095041 ctaataaagt accatcataa tatgtatccc cagtacgctt accaattgga agtaattctt
  3095101 ttttaaaatg ttttaataaa gtcgtcttcc cggatcctga tccgccggca agtgcaataa
  3095161 actctccttt ttgaacagaa agagaaatat gctgtaacgc tttttcgttt tcatcagcat
  3095221 atacaaatga taaatttttt atttctgcat gcgccaccat atccattccc ttccttccat
  3095281 tataattggt aaactaataa acatcgtaaa tacgataaac atcatcccat cgtattgctg
  3095341 aaataaaata gattcgactt tcggataaat gattaacttt cctccgccat acgtactaca
  3095401 tatgatagca attataaata gaatacttaa ataactgagc gtataccaat ctcgtctttc
  3095461 cattctatag cgaatatatg tcgtacgttt cgttacacca aatccacgag cttgcataga
  3095521 atctgccgtt tgcagtgcat cttctaacga acaaattaat aatacttgca atagttgcat
  3095581 accatttttc acgcgttcca caatagaacc tgcatctact tgtacacctt tcgttttttg
  3095641 gacgagtgtt attttctgta atcgtctcat aaacaaagga acaaatctca ctgtaatcat
  3095701 cgttaacaat gctactttcg gtgaaattct agaaaataaa tataaaaatt tatgacttga
  3095761 aataatatca ttatacgaag caaacgtaaa cataatcgca actaataata accccattac
  3095821 tactccaaac ataattgcct caagcttaat acggctatca cctacccaaa ataatgtcgt
  3095881 tcggcctcta tgcgtgaata acgaattaaa taaaatgacc ataacaaaga aaacgattgt
  3095941 actcggtaac atctttctta ccttttcgct attcccttgc atcacattta aaataacaat
  3096001 taatagtatt gccccaatta aaaaaagagg atgaagacac atcatacata gtatcatcac
  3096061 cccaatataa tagaaaaaat tcacaaaagg atgtaaagaa gaaaaactta ttttcatagt
  3096121 cctttaccga atgcctttct tattttaata caaacaccca ctcgattgta tcgcctggtt
  3096181 ttactgtaac tacacctgca ctatggtttg gaaacgcacc gttcacacga tatttccatc
  3096241 cactagtagc ggtaatatct ttttcatata aatcattaat cccttttaca taaataccgt
  3096301 ctttagagcc catcgcatca acatctaatc ctgtacgctg caatacttta taaacagtat
  3096361 cgccttcttg tacatcaacc ttttttgctc ctaataaata tccttcatta ccttttactg
  3096421 agatcgtaac ttgttttggt tttggtatta ctggatctgg cactggcggt actggatctg
  3096481 gtaccggtgt tggtggagtt ggtacactat tgttctcttc tggttttttc ttttgctcct
  3096541 gcttcggtgt ttctttcggc tgattcacaa ccttcgcttc ttcttttact tcttgtgctt
  3096601 tcggttgctg ttgtttttct tcttgtgctt tttgttgttc tggttgctta tttacagctg
  3096661 gttgttcttt cggttgttcc tgctgtttct cttctttctt tacttctagc tgtgcctgcg
  3096721 gcttttcttc tttcggcttc tcttctactt tttgttcttg tttctctttc tgttcgtctt
  3096781 gcttattttg ctcttgttca gcttgttttt cctccggttt ttcttccggt ttcgcttcat
  3096841 cttttttctc ttcttgtttt gctacttctt cttgcttcgg ttctactttc ttctcaagct
  3096901 ttacagctgc ctcttcacat ccggcaagta gcccaagtga aagcagtaaa gaaataaacc
  3096961 atttcatctt actcatgttg tctctcacct ttcataataa aattaggagc aaatgattgc
  3097021 tcctaatttt tgttaagctg ctttacgtct ccataataca tatgcagaag caatacataa
  3097081 tacacccata cctacttctg tcgctgcact atgagaagat gctcctgttt tcggtaatgt
  3097141 gctaccgttt ccggattttt tatttttaac cggttcgtta tccacaacaa cttttaaagt
  3097201 gtcatctttt gtttcttgtt gcacttgttt ttgttcttct ggttgttcag taacttcttt
  3097261 ttccaccaca acattttctg aatctacatt tggttttgga ttaatttcag taacaaattc
  3097321 agttgaccag tcataaatcg attttccaag gtctttaaac tgaagtaaag ctaataacgc
  3097381 ttgctctgtt gccattccgc taccgttttg atcgcctggt aaccatttaa attcaccatt
  3097441 cggaagttga tatgacaata gattttgcat cgccttatgt agacggtttt gatctacatc
  3097501 tttcacaagt gataatccaa taattgcttg cgcaacacta ttagaatttt cttgtccatc
  3097561 agcagaaaaa ccaccatttt ctagttgttc attatataag tatgcgacag ccttttgcac
  3097621 agctggtttc acatcttcac ggtcttgata aggagctaat gctgataaaa ccatacctgt
  3097681 tacatcaacg ctactcgcac tttctttact gcttgcacta tcataagtcc agccgccatc
  3097741 cgtatgttgc gcgtttaaaa gcgcatctac taaagcaact cgattccatt ttgaatccac
  3097801 tggaacttca tatttcttcg tatcaaatgc aagtaaagca aatgtataac ctgtaacaga
  3097861 attaacttta tcagattcgt acaatttttg aactaaatta tgttcgccta cctttgttgg
  3097921 gtctgcattc atggcattca tcataataat tgttctagct aaatctgtcg ctgaaaaacg
  3097981 attaattcgc ttttctactt tttcagttac agccttaaca taatttaatt tcgcctcgat
  3098041 tggtatatcc tttccagaac gagaaagacc taacgctacc caatcacttt caattccatc
  3098101 ttgtaacatc ttttcagatg tcttagagat cgcgtcattt acttgtgctg ctggaatttg
  3098161 aatgttctct tgctttggtt gttctggtgt ttttgttcca tctggatttt cctgttttgg
  3098221 atcatccgtc tttggctctt ctggtttctc ttcttttgga tcatccgttt ttggttcttc
  3098281 cggtttctct tgctttggat catccgtttt tggttcttct ggtttttctt gttttggatc
  3098341 atctgttttt ggttcttctg ccgttttaca agtaccaaat ttatctaatg tttgttgtaa
  3098401 tgtttcttga ctcatattgt tccagtctga aacaaagcgg aaaacaacaa catctccaga
  3098461 ttttaattta taactatccg ctccaacttc tgcagattga tcatttacat catatagcca
  3098521 gccgcttgta gccccggcca ttaagccatc aatgcctttt acatacgttc caaacgacat
  3098581 cgtttcagct tctactttgt cccccatgac tttttgtagc aagcttaaag ctgtttcccc
  3098641 atctttaatt tgctcttctt tcggacataa cataatgccc ttttgtgatt caccaataat
  3098701 tgcaagtttt gctgtatttc cttcttcagc aaacgtaata tgtactgtat tcgcaaaaga
  3098761 aacaaataca agtgtaactg ccattaacga cgtaagcagc cattttttta acattgccat
  3098821 cccaaaattt cctcccttac tactattcac acaaaaaaag gcccttcaag ggcgtgcaat
  3098881 tgacactctt tttttgtaag tgtcgaacaa actgtgcaac acctcctacc cgcatcattc
  3098941 gcggctatat ttgtatagga aaaataattt tgttcatgaa cgtatcattg tgataacatt
  3099001 cacttttcta ggcacaactt acttccattt aagttatcgt aaaacgataa acctatacat
  3099061 tctgttaatt ttaaatttct gtattatttt actattgaca aagaattttg tccatgcttt
  3099121 atcggattta ttttctaaga atagtaactt actaaccttt aacgatgcaa actcttatca
  3099181 ctaataatga cgccatcttc atccacatac acatattcat ccggcttcca ttctacttgt
  3099241 ccaaattgca atgaaatatt tcgttctcct tttccttctt taacacttct attcggcatt
  3099301 gttcctaacg ctaaaatacc tatatttata ttctttagtt cactagaatc acgaacatat
  3099361 ccattcacaa taattcctgc cagctttctt tcctccgcaa tagctgccaa attatcacca
  3099421 agtaacgcac aattcgtaga ggctcccccg tcaacaacta ataccgttcc ttccggcaat
  3099481 gtttgtaatc cttccttcac tagtacatta tcatccttca ctttcaccgt tgcaattttc
  3099541 ccgtggaatt gttctttctt tccaaaagac cgaaaaggtt ggcgacatat ttgcaattca
  3099601 ttttcaaact catcacatag atccgtagtt ttccacatct ttttccctct tttcctttta
  3099661 ttttctattt aacatattct tggattattt tcgtttccct gtctaatgtt gcaataattt
  3099721 gtatgtgcgg aaaaaggaca gaaaaactat tgccttaaga agccaccttt attataatct
  3099781 atttcacaga taaatttcag aatattaaaa attaaccaag tgaaaaagga gggattttat
  3099841 gcaactacaa actgaagtaa aaaaacagcc tagtaaacga aagtttaaaa tgcctgacgc
  3099901 gtacgtacta ctatttttta ttgctctgct ttgtgcaata gctacgtatt tcgttcctgc
  3099961 tggagaattt aaaagagtta caaacgggac tgttacaacg acaataccag gaagttacca
  3100021 ttctgttccg caatcaccgg tagggtttgt ttcttttttt accgctattg aaaaaggaat
  3100081 gacacttgct gctcctatca tcttcttaat tttatttaca ggcggtgcta ttgcgattct
  3100141 tgaaaaaacc ggtgctcttg acggtttaat ctatcatgtt attaacaaat ttcgtaacca
  3100201 gcaattactt tttatatgca ttgtcgccgc actcttttct attctcggaa cgactggtat
  3100261 tatcgttaac tcggttatcg gctttatccc catcggcatc atcgttgcac gcacattaaa
  3100321 atgggacgct atcgtcggcg tagcaattat ttatttgggc acttatgctg gttttaatgc
  3100381 tactatatta tctccttcac ctttaggcat ttcacaaaaa atcgcggaac tcccaatgtt
  3100441 ttcaggaatt ggtttacgca cagcaattta tatctctttt ttacttgcta ccattctata
  3100501 tattaattgg tacgtaaaac gcttaaaaaa atcgaataaa ggaagcatac tcggagataa
  3100561 ctggtttcca agtaatgctc tttcaagcgg aaaagaggcg caaaaaacag aagttccttg
  3100621 gacaatacgt cataaattaa ttttactcgt ttcagcttta tcattaattg catttttaat
  3100681 cggcgctttt cgtctacatt ggacagacgc ggaaatgact gctactttta gtttcatagc
  3100741 aattacagcc ggaataatag gtggaatgaa agcaaacgat atcgcttcta cttttctagc
  3100801 aggctgccaa aatctcatat acggtgcttt gatcgtcgga atggctcgtt gtatttcagt
  3100861 cattttggag caagggaaat tacttgatac aatcgttaac caactcgcac agtctctcga
  3100921 aggacaaagc ccagtatttg gcgttatcgg tatgtatgta agtagtgccg cattacattt
  3100981 cctcatttca tccgggacag gtgaatctgt gattttcatt ccgatattag ctccattagc
  3101041 tgatttcatg cacattacac gccaagttac agtacaagct gttatgctcg gcgaaggtgt
  3101101 agtgaactgc ctcaatccaa cttctggtgt tttaatggga gtactcgcgg cgagcggtat
  3101161 ttcttacgga aaatggattc gatttatggc tccacttgca ttcatttggt ttattattgg
  3101221 acttattttt cttattgttg gggtgaatat tgagtgggga ccgtattaaa agacgcgtat
  3101281 tatacttaac ttgataaaat atctatccta ttttcctctc caattctata aaaattactt
  3101341 attctagtat agatataaaa agggattaat cataatgatc aatccctttt ctcaaagtaa
  3101401 aataccttta agtattttag ttccaaattt tatttaccca ttccggatga tcaatgaaag
  3101461 gattacgatt atgttgatat ttcgtaaaaa tcacttcatt acgctttctc tctaaatcat
  3101521 cgaccgggtc ttgttcattc cattttagta aaacggatag tttgcccatg tatgggtctt
  3101581 tattgttatt caccttttca tttagttcta agtctatttc accgttgtct ccctcgtaac
  3101641 gaactgccat gtaaaatagc attctagcga tatctccttt tacactatca cgaggttccc
  3101701 aagagtcact atcatattta cattctgtcg cttctgaatg attcacgcca ccattatcaa
  3101761 aatccagatt tccacgtgaa ctatttacag atacatccgt cgctcttaaa tgatgcaaat
  3101821 ctgttccagg tcctgcagtc gttccaaaat caccgtgtga ttttgcccaa acatgctctc
  3101881 ggttccaatt atcaactcct gaaccattcg taagttttcc ttgcgaacgc ccagtatata
  3101941 agagtatcac attgttttta ttatttggat cttcatcagt atctcttagt gcttcccaaa
  3102001 ccgcactgta tgataacttt gtatgatcat caataatatt atgaagttcc ttctttaatt
  3102061 ctaaacccgt ttttcctatt gcattattat aatatgtatc atcatagctt tttacagtaa
  3102121 tctcttgtgg tgatgcagaa gctacttcac cttgtatgat atttgtgaat gatagagatg
  3102181 cagaacctaa aataaaaaat gaagatagtg taaccatagc aagctttgta tttcgaaact
  3102241 tcatataccc atttcccctt taacatataa tttgaagcta ttaactaaaa aatgctttct
  3102301 aacccctaaa aacttttaga aagccatacc catccttttc tttttattta atacaaaact
  3102361 ctattgagtc tgtattattt ccacactttt ggtttatcta cttttcaagg aatatccttc
  3102421 tctagtaaag attattaaaa tattccttac aattaaaaag tagtttaatg ttaacctata
  3102481 aatttcaatt tttttatgta attatgcata tttgataaat cgttcaaaaa acattttgaa
  3102541 taaaaattaa gatgatagtt cgacttttcc tttttctatc actgtcttta ttttttgtgt
  3102601 aaaacccttc ttcctctgaa gaataagtac aaaaatagat tggataccat gtaggcacca
  3102661 atctatttta attaaagaaa ctgtgtcaat tctgagttca caacacgttg tgcagtaatg
  3102721 ataacacttt cagctgttag cccataaaca ctatatagtc caccaggttg attaggaaca
  3102781 atttgaactt catattcaaa tgcttgtcca aaagcaggat gaactaaact tagagttgca
  3102841 aaagtagaag cattagaatt cacattgaag tttacctgtt caatcaacac taatgaaccg
  3102901 tcaagtctaa aaactctagc tactccagta agcgggcccg cagtacggtt aaggattttc
  3102961 accctaactt tatttgcatt agcaggttga tttcctacat tttcaattgg tcctgtagta
  3103021 agagacaaat aacatcacct ccattatatt attatgatat tcaacgatat atagtgatgt
  3103081 tatagtttaa ttacccaatt tatttaaaat aaaaaaatgt tcgtttttat ctcgttaatt
  3103141 aataaaaacg aacattttat aatgaatgaa ttcgcaaaaa aaataaattc atatactaaa
  3103201 ctaaatcaac ctacaacaac cgtttttttt tacagacaat tactcttcct tccgacttcc
  3103261 tcactttcgc ctaatattga gccgggaatc ttactacccg catgttgcga gataaaatgt
  3103321 gtatccagcc aattcacaat tatttcttcc aactctggat gaagtggctt tcttgcccct
  3103381 tcttcataat tctttttaaa ctctaatgtt ttaaactcac ctttaaaaac tttcaaacta
  3103441 tgatccatat cttttattac atgtacttca gaattcccct tcacataatc accgatccgc
  3103501 ttcgctcttt cagggtcagc ctgaatatct ttatcaccag caatagctaa tactggacat
  3103561 gttacttgtt gtaaatcttt ataaatatca tgctgaaaat gctctctaaa ccattttgca
  3103621 ttcatcggtt taaaaccaac tttaatcgta tctttttctg tgttcatcat tttctctttt
  3103681 attttttcca tctgcttttc tccacgtttc tccacattga gaagacgcat tagttttcct
  3103741 tttattcctt tctgctcttt taattcttta taagcaattt ctctttgtct tttcgcagct
  3103801 tcttctaatg attccgcagc tcctgtaaga aggatgagcc cattaactgg tgttcttgca
  3103861 tttactactg ttgctaacat acaaccttca ctatgaccag ctaaaatgat attttccgga
  3103921 tcaacaaatg gttgttcttt taaatacgta atcgtagact ctatatcact aactaaatcc
  3103981 cacattccag tcttcagaaa ttctccgtca ctctttccta ctccgcgctt atcaaagcgg
  3104041 agcgtcacta ccccaagtct cgacattaca tgcgctaact ctttatatat gttcgcctca
  3104101 agctttagcg gtacgatcgt tccatcacgg tcaatttctc cagatcccgc gataatgaca
  3104161 acagccgcat acttcccttc agctttgggc cttgtaatcg taccttgtaa agtaaactca
  3104221 ctctttatcg ctacttcata ttcatcaaaa gtcatcattt tgtcacccct attcttttat
  3104281 atccaattta aatttcaaac tcgttattat atttttatac tctcttacat ctttcattgg
  3104341 agcaaaaact ggattctctg caatactttg taacatgctt cgctttataa tctcttcatt
  3104401 tctaactgtt ttagcgccga gcggaaactc tgcaaaccat tcatcaatcg catcaaaata
  3104461 ggaatcccca tgtaaatgta gactatttac tgtaaagctc gccgcacaaa ccgctgcata
  3104521 tttccgtaac atttttaagg ctctttcaaa attgccttgc atacaatata cttgcgcagc
  3104581 ggcatagtat acttttaaag tcatattagg atgtaatgtt tctatttcat atatgtctat
  3104641 taacataaaa gctctattta aaatcacctc tactttttca acgcttgagg catttactac
  3104701 tacataattc ggtattgtcg caacgagttg tattaaatgt tggtacatac taatttgcat
  3104761 tatttcattc gcctttttag tatttccaag catttgatac gcctgtgcga ttaaatcttc
  3104821 ctctggaacg ttaggacgta tcgtttcgcc aagcaattgc aatacttcat tcggtttatt
  3104881 gagtataaga tagcaagttg cttgaaacga taccgcctct ttcacaagag aaacatcatc
  3104941 actttcttcc tgcaccctgc taaaaagatt cattgcttct tctaaaattt caattcttct
  3105001 atccgtgtcc tccgttaaca tgtgatgatt aataaaaagg attcctattt gaattaataa
  3105061 tggaaaacaa gaataatatt tttttatgat tttcctgcac tccatcatta cttcatcaaa
  3105121 tggtttttca ctaaaagctt ccgctagtct atgatataaa tttttaatat cttcctgttc
  3105181 catttgcggt ttataactga ttagttcatc tatacttatg ttaaagtacg atgctagcag
  3105241 tggtaaaaat gtaatatccg gataactctg ccccgtctcc catttggaaa cagacgcctt
  3105301 cgtaataccg atatacgccg ctaactcttc ctgcgtaatc cccttttctt ttctcttatc
  3105361 cgcaattatt ttatgaatgt ttatctcctt cacatcatca cctcatactt ttattatatg
  3105421 cttttatttc acacaaaata tggatttgaa gtcgactttc gttaacaaaa tcaactgtta
  3105481 ggaaacatgt ctctaaaatc aaaggcaggg acatatttga tatgtccctg cctttttatt
  3105541 gtggggtacc gatacatagc catctagcta agagtttgaa gtgcttcaaa tcaaacattt
  3105601 catctcacca tagttttcta tgggaatcca gtgaacagct tatttacata actttcgaaa
  3105661 gcggaagtta aaagttttta gtttcttgtt caattaaagc acccgttagc ttaacaaata
  3105721 atactcaata tttttagact attttgttct ctgttccatt tagaattctc tttatatttt
  3105781 gtcgatgaag aatgattatt gatacgatta ttagtagaga aagtgctatg ataactttat
  3105841 cttcaaatat tagactataa ataaataatg ctataccagc caacattgaa cttagtgata
  3105901 catacttagt aaataacaaa gttagcacaa acacaacaaa accaaccaaa acacctaaag
  3105961 gtgacaaaaa taaaaaaact ccagttgctg tcgcaacagc ttttccacct ttaaaactag
  3106021 caaatacaga aaatatgtgt cccaatatgg ctaataaacc acatacaata gggttaatcg
  3106081 tagaactaag tattagtgga agtaaacaag caaatgtacc ttttaatata tcagcaattg
  3106141 caacaattac tcctgctttt atgcctaaaa ctctataagc attagttgca ccaagattac
  3106201 cactaccata atcacgaata tctttcttat aaaacatttt accgactatt aaagcaaatg
  3106261 aaattgagcc tattaaataa cttaaaatca gagttaaaat gttcaaagta gtattgtctc
  3106321 ctcacttagt ttattatttt aagtatttct aattgttgta tattttttcc tgcaatcctt
  3106381 cttgcgttaa actgcacctt tagttgaata aggaacagtg tatatcctat acatgttaga
  3106441 ttgacataac gtctcattat cagtagcaat gaaaaaagga taaccctgct ctcacaaggg
  3106501 aatcttcttt tttagttcta taaatctata cattttttat acagtcctat cctaacgcgg
  3106561 ttttagtgtt cttgtttgtt actggattag caaaaaaact gtataacacc ttgcaaactc
  3106621 ttagcgtaag attcccccaa aatactggac cccaatacgt gctttcttat gggtatttct
  3106681 tgccccccat taaacaatct tctgtcactt gtctatcttt aagagtaacg caccgagcct
  3106741 ttgtcctcct cccaaagcca aacaaatgat tcatattata gtctatttca aactgaatat
  3106801 tcgatcttta tttattttaa tataggcatg taaataaaaa ggataatcag ccccataatg
  3106861 gactaactat cctataaatc tttatctaaa ttaaataaaa ctagaacttc ttttcccatg
  3106921 tatcattatt tcgttatttc accaaactgt gctctcgtta ctttcgctaa gtcatccact
  3106981 ttcagctcaa tttgtatacc tattttcccg ccgcttacaa tcatcgtttc aagtgattga
  3107041 gcactcgcat caatacatgt agaaaataac ttcttcattc cgattggtga acagccgccg
  3107101 cgaatgtatc ctgacacttt tgtaatatct tttacaggaa tcatttcaat cttcttttca
  3107161 cttactgctt ttgcggcagc ttttaaattt agttcctcat ctaccgggat gataaacaca
  3107221 tgataatttt tactattccc ttgagcgatt aacgttttat atacttctct cacttctcgt
  3107281 ccaattttct cggctactga tacaccatca attttcccat cgtctggatt atatgacatc
  3107341 atcgaatatt caattttctc tttatctaat attcgcatcg catttgtttt atcttttttc
  3107401 atagtgatct ccttaaacgg ttatttcata ttattaagtt ttattataca cccttttcca
  3107461 tttctcctac ataacttcac gtatatttca aaactaaaaa tattgataat tcaaaaatca
  3107521 tttgatataa tttggaaaaa cttatgttaa ggagagattt gtaatgcaaa attttaatat
  3107581 ttctttccaa cttcatcatc atacgtaacg ccgtgtatcc gaagaaaaat ttttcttcgt
  3107641 gggtacaggg cttttcctgt tgacccacga agcgttcata aagctatgtg ggtattttta
  3107701 tacctgcata gcttttttta atttaaaaag gagtgattat gatggaaata agaaatgtaa
  3107761 aaggaacgaa agactattta ccagaggagc aagtactgcg aagtaaaatt aaaagagcgt
  3107821 gtgaggatac gtttgaacgt tatggctgta aaccgttaga gacaccaacg ttaaatatgt
  3107881 atgagcttat gtcatacaag tacggcggtg gtgatgaaat attaaaagaa atatatacac
  3107941 ttcaggatca aggaaaacgt gaccttgcct tacgctacga tttaaccatt ccattcgcaa
  3108001 aagttgtggc aatgaatccg aacatccgcc ttccttttaa acggtatgaa attgggaaag
  3108061 tatttcgaga tggtcctatt aaacaaggga gatttcgtga gtttatacaa tgcgacgttg
  3108121 atatagtcgg tgttgagtct gtcatggcag aagctgaact tatgagtatg gcgtttgagc
  3108181 tgttccaaac gttaaactta gaagtaacaa tccaatataa taaccgcaaa ttgttaaatg
  3108241 gtattcttca ggccattaac atccctactg aattaacaag tgacgtcatt ttatcattag
  3108301 ataaaatcga aaagattggg attgatggcg tacgaaaaga tgtattagag cgcggaattt
  3108361 ctgaagaaat ggctgatacg atatgtaata ccgtattatc ttgtctacag ctttcaattg
  3108421 ctgactttaa agaagctttc aataatccac tcgttgcaga tggggtaaac gaattacaac
  3108481 aattacagca atatttaatc gctcttggaa taaatgagaa tacgatattt aatccatttt
  3108541 tagcacgagg actgacaatg tacacaggta ctgtatatga aatcttttta aaagatggct
  3108601 cgattacatc tagcatcggt agcggtggtc gttacgataa tattattgga gcattccgtg
  3108661 gtgatgatat gagctatcca acagtcggta tttcattcgg cttagacgtt atttatacag
  3108721 cactatcaca gaaagaaacg atatcatcta cagcggatgt atttatcatc ccgctcggga
  3108781 cagaattgca atgcttacaa atcgcccagc aattacgttc taccacttcc ttaaaaatcg
  3108841 aactcgaact agcgggacgc aaattaaaac gtgccctgaa ttatgccaat aaagaaaata
  3108901 tcccttatgt gcttattatt ggggaagaag aaatatgtac agaaaccgtt atgctacgga
  3108961 atatgaagga aggtagtgaa gtgaaggttc ccctttcttc tttaagtaat tatttataat
  3109021 acaaacctcc ctcgtttggg tggtttttct attttataga tatcccacaa ttagttaaca
  3109081 taaaaaaatt acattctact aaattctaca aatatataat atccaattac ctgttatatt
  3109141 tgttaatata tagatgtaaa tcattttagg aggaataact ttgaacgttt tcataaaagt
  3109201 actaaagtgg actacaggta tctcccacct tatactaatt ccttgttatt atttaactcc
  3109261 aggattagtt gacttgtatg ggataccacc gcttacagtg attactttac atatcattac
  3109321 aatactttta gctaaaaagg aagacatgaa tacgtatcca cattatatag gtattatcgt
  3109381 tactctagtt gccttctttc cttatataga catcgttcta catatgatag cagccatttt
  3109441 ccttttatta gatgcagctt ctacgaatac aaaaaaagtg tatgattcat agctggataa
  3109501 aatgaaactt caattcatag agtttggaaa taagtcgaca aataggcaaa tcactctcac
  3109561 acactaacgt tattgctaac acccaaaaag gatttacttt ttaagtaaat cttttttaat
  3109621 ttcaaattac cctccttact ccagaccaat aaaagaatat tctgtttatt ttttataaat
  3109681 ttctaaacat ttataaaaca ttcggattat catacatttt agttatgtaa aaaactaagt
  3109741 ttaaaggaga ggaatttatg cttaaaaaat taatagtagg tgcagtcgta gccatctcat
  3109801 cattaactgt aggattgggg tcagtatcag ctagtaccga aaaggattat tcgattacct
  3109861 cttttgaata tgtaactgta gatgaaaaga cagtagattc gtttaacaaa ttgggtgctc
  3109921 catctaagga agacataaaa ataactttag ttctaccgaa acaaaaccaa aatggagact
  3109981 ggttatctta tggtttttcg agcaaagaaa gtttagagtc ttttattgaa aaagataaac
  3110041 aaaggttgaa tcatacaatc actccccttg gggttgaagg aagcggccct ggtagtacag
  3110101 acttctataa acgtacaaat caaggtagcg agtatttttc tctaagtagc ggttataaaa
  3110161 acttgtctcc tagttggcaa aatcaaattt cttccgtaag tacagcatcc cctactgcta
  3110221 gctattcaac aacgctatgg gaacgtactt caactgaagg atatggaaaa ggtgttgttt
  3110281 ttaaacatgc tgattggtat ggtaaaactg caaacttggc tgccattcca acttcagcag
  3110341 ttgaagttaa aaagtaaaaa tacagaaata aaaggtgtct tcacgtatgg aagccacctt
  3110401 ttatttctac aactcttaac tattattttt catattccta ctctccaaaa ctttctccat
  3110461 attatgagtc gcccactcca tcattaatag aatcattgga cgcagtgatt caccaagctc
  3110521 cgttaacgaa tattctactt tcgggggtac ttcacggtac acttcacgat gtatgatgcc
  3110581 atctgcttcg agttccctca gctgcaatgt taacattctt tgtgtgatat ttggttttaa
  3110641 cctttttaat tcattaaacc gttttgtacc atctaataaa tgatacaaaa taaccccttt
  3110701 ccatttccct ccaatgacct cgaccatcgc ttccactgga caagaatatt tatttaaaaa
  3110761 tgggtaattt atattatttt cgtttgaaca atccataata aatcccttcc cttaacatta
  3110821 gtatcttttt tgatactata ccacataaat gtgcgtactt gtttctatgt tactttaaaa
  3110881 atataatttg gttacaaaat acattaatga aaagaggcat ttttatgaca aatacaaatc
  3110941 aaattacaaa agaaaaaatt atggaggctt ttcatttcag acatgcatgt aaagcgttcg
  3111001 atcctatgca aaaaatctca gaagaagatt ttaaatttat tttagaaaca ggaagattat
  3111061 ctccttcttc tttcggatat gaaccttgga aatttgttgt cgtacaaaat aaagaagtaa
  3111121 gagaaaaact acgaccatat tcatggggcg ctggtgggca acttgcaaca gctagccact
  3111181 ttgtcattgt tctttcaaga aatattaaag atatgcatta tgatgcagag tatattaaac
  3111241 atatgatgaa cgatattatt gaattacctg aagacgcgca aaaaattaga tatgaattct
  3111301 ttaaaaagtt ccaggaaaca gattttaact tattacaatc cgaccgtgct gtatttgatt
  3111361 gggcatcaaa gcaaacttat attgctttag gtaatatgat gacgagtgca gctcaaattg
  3111421 gcattgattc ttgtccaata gaaggatttg ataaagagaa agtagattct ttacttcgtc
  3111481 aagaaggcat tattaaagaa aataattttg aagtatctgt aatggttgcg ttcggttatc
  3111541 gtaaagaaga gccaaagcgt gataaaacaa gacagactat ggatgcaatt gttgaatgga
  3111601 tttattaaga taacacgcgc tccttatagc tgtataccca tacgaaagaa gtagaatttc
  3111661 atttttctta tgtatgaaat tagtttttca tggaaagata tattagtatg tatgcagttt
  3111721 aaacactcta tttattagag ttggacagga ggagaatgaa tatgtctgat attgaagttg
  3111781 gcgaagtgtt tactcttagt gatgagaata acgaagagca agaagtggaa gtgctcggag
  3111841 cgatggatgt cgaaggtgca gaatatattg cagttgcctt tgttgaagat atccaaacag
  3111901 aaaccgagga agacattgat attttctttt taaaagtaga agaagatagt gaattctcat
  3111961 acattgagaa tgacgaggaa tttgaaaaag tatctgctgc gtttgaaaag attttggatg
  3112021 agcaagagca agaatagaat gaaacacacg aggacggata catatccgcc ctctttttat
  3112081 ttttcactca tccaaagatt tatgcagcaa ttccagtaca tctttcatca caaaaggacc
  3112141 gtcttttttt acatgctcag caaattcaga aacgagacgt agtgtactca cactttcaac
  3112201 cggatgctct cctgaagcac tttcagcaga aagcataaca gcattcgttc catccagtac
  3112261 agcttgaaac acatcagtta cctcagccct tgttggaatc gaatgatcta ccatagattg
  3112321 aagcatttgt gtcgctgtaa taacatatgt attcgttcga ttacattcct gaatcatcat
  3112381 tttctgcaag agcggaataa attgatacgg caactcaact cctaaatcgc cccttgcaat
  3112441 cataattccg tctgcttctt tacatatatc ttgaaaattc tcgattgctt ccatcgtttc
  3112501 tatttttgca attaaattag gtgacgtttc tttatactgt tgtataaaat ctcgtatttc
  3112561 ttttatatga ctaggttttc ttacgaaaga acacgcaata aaatcaacat cctcttctaa
  3112621 aagaaactga atatcttttt tatctttctc tgtaatagct ggtaaactaa cgattgcccc
  3112681 tggtaagttc actcctttat gtgatgagat attaccacct gttttgacct ttgtttctat
  3112741 tttatccgta cttaccttct caacaattaa ctcaacttcg ccatcattca ttaaaattct
  3112801 acttccaact ttcacatcat tcgcgattcc ttcataatca acacttgctt ccgtactact
  3112861 ccctgtaact ggttgcgtac gtaacataaa agaatctccc gcctgaagtg taatttgttc
  3112921 tccttttatt tcacctaacc ttattttagg accttgtaca tcgcctaaaa ttttaataga
  3112981 atcatctaac gatttcacta aacgaataat atctttatga ctttcatgcg taccatgtga
  3113041 taaatttaga cgaacaattt tcataccatt gtttattaac ttcgctaacg tttctttatt
  3113101 attacttgct ggcccaattg tacaaactcg atcgattgtc atatttccac catccttttt
  3113161 cattaggatt cccataaact ttaattacac tctcaacgta aaaaaagcct actcacacaa
  3113221 gtaggctttt gaaactacga aagttttgtt aataattggt ttaaatcttt tttcgttttc
  3113281 gtcgttaatg acttcatttt agtaatatct atcttttctt tctccgctcc tacaattaat
  3113341 ggatacatac tttgtccaat tgttttatat tcagctgggt gtgatgtttc taactctttc
  3113401 tcaattacat cccacttcgc attaatttgt tttccaagtt tatttactgt ttctaatttc
  3113461 ggattagcag ctaattgctt atctaagcta tcaactaatg cagcaacttc tttcacactc
  3113521 gttttcacag ctacactttt cttaggatct ttcgttgttt ttccgtctga gtttgtactt
  3113581 gtactttgat ctgttgtttt tccgctagtc gtttgatcat ttgtttttcc cgtcgtctct
  3113641 ttttcttttg tttttacatt ctcgttttga gttgacgttt taccgttact ttctgttcct
  3113701 gatgattctt tcgtgttttt tgcatcttta tctgtttttt cgttggaaga agtatttgtt
  3113761 tctttgtcag tatctttcgt tgtttttgac gtttcatctg tacttgtcgt ttttacttct
  3113821 ccttcatttt gcgcagttac ttgctccttc ttatctgtct ctttatctgc tgacggacta
  3113881 caagctgcca tagtaagcat tgtaccaatt gttatcgatg cgatagcgac ctttttcatt
  3113941 ttcatataaa tccccctatg tttactttat ttatcctccc ctttacgatt cgatttcccc
  3114001 ttaaaaaatc cttttcatac gaattaccat ctttccgaca gtaatcttca taataatacg
  3114061 tacaaaaact gataaatcaa tttgaatatt cgagtttctt ctacttcatt tttcttctct
  3114121 gtagtaaaag aaaaagagta tattgtcaca tgaagaatta cgatcttcat atgacgatat
  3114181 actcttctat caaattttta tctttcttga cattttattt atacaaaaaa ataaaatttt
  3114241 ctttcgtttt tttgtttctc aacaattatt aacataatat atttatgagt aaccaccatt
  3114301 cgaatgaata acttgcccag taatccattt cgcttcttca cttactaaaa aagatattaa
  3114361 gcgcgcagca tccaccggct ctcctacttt accttgcggg aacttccata ctaaatgatg
  3114421 cttcagctcc tctgtaatcc atcctgtatt cgtcggtcct ggatcaacag catttactgt
  3114481 aatccccttc tccatcgcaa ctggtgctac tgattttgta aatgcttcaa ttgctccttt
  3114541 cgttgctgcg tatgctagtt catcaggcat cggccctagt gactgtcctg aagtaaggtt
  3114601 aataatactt ccactcgcct tgcttgcata ctgttttata aataatgaac ttaataacat
  3114661 agtagcccga acattaaccg tataatgttt atctaactgt tctacattta attcctcaat
  3114721 tctcgtatga gtagcatacg ctgcattatt aattaaaata gatggatcac ctaaccgttc
  3114781 tgataccata taaaacaaac gattgggcga atacgactgc gataagttga tttctgccat
  3114841 ttcacatcga acaccgtaac tttcaatctc ctctttcaac aaaaagggct ctttctcatg
  3114901 cattccccac ggcatcgttt tatcatactg agaccaatac gtgaaaaaaa tgtctattcc
  3114961 tttttgagca agtaccttgc atacaactgc accaattcca ttcagacgag tggcccctgt
  3115021 tacaattgct attttcttca ccttttctcc tccacctatg gataaatcct ctgcacgaat
  3115081 acagaggatc tatcttttta ttcaatattt gacaatatac gttctgcacc taattttaaa
  3115141 attttaataa agatataatt tacaatcgta aacattacaa ataaaacgat aaacataacc
  3115201 cacagtccga catgaaggaa gaagtataat agacttactc ccgctacaat aactaaagct
  3115261 attaaaatat tagctaaaaa attccacaaa gttgtatagc ggctcttaaa taatttctgc
  3115321 tctgtatccc aatgtatatc tgcagtttgt gcatcccagc gtgtgccgat taaattaatt
  3115381 aacaataaac cattcgcact taataagaac caaagaacca taaatactgg agaaattccc
  3115441 gctacaactg ccatcgtaat accgaacact gctaaaataa ttacattaat taaccaagca
  3115501 gtgatcgctt tcgcaaaaaa gatatccgaa gcttttactg gtaaataacg attcacaaac
  3115561 caagagcttc catcacgtga gaatgaagtt gttgcgatga cgttacttcc cattaaaaat
  3115621 agagaggcac aaaggccaac accaattgca agccctgctg attttgggtt atcaatatat
  3115681 cccgtaatcc attttaaatt cccatcttgc acgaataaaa cgaagaacaa cataattggc
  3115741 ataacgaaag tttgtacgat acaatttaag aaaaattgtg gtgtacggaa taacgtttta
  3115801 aattcttttt tcacatatgc tttcaaatgt gaactttgta ccgtagattt ctgtaagcct
  3115861 tctgctgaaa tgacttcttt ttttgctgta ctcgttgaaa gtccaataac cccttttaaa
  3115921 tatgtacgct ctgcaatgta ataaaacaac acaaaaaata caaatgaaat aactgcaaag
  3115981 attattacgt ataaaggacc cttccaattt gcattttcta ctaatgctac tgctccaaaa
  3116041 tatgtagttg gaaaatagtt tgtcatttgt actaaaagag aagactggtt gtttgcaagg
  3116101 taatccgcaa ttgcatcttc agaaaacgaa cttttatttt tccactgcaa aaatacgtta
  3116161 attcctacaa taaatagtat acttacgatt ccaataaata tatttcctcg gtctttattt
  3116221 ttcgctatat ttgtatacct cataataact gtcatcagta acgaagctag tactaacggc
  3116281 acaattggga agagtaagta aatgaaaatc atatatatgt aatatgtaat aaatgcgcca
  3116341 ctttttaaac cgtacgtaat aaagatcggt aataaaataa atgaactcat tacgtattgt
  3116401 gtaattaata ccgttaaaaa tttggctgaa ataatttgcg ctggttttaa tggtaatggt
  3116461 aataacattt caatgtcatt gctgtagtaa aatacagtta aaatgttcgt aatactcatt
  3116521 aaaaataccc atatactcgc aatcgcaagt cccattgcga taatcattcc tggatcttgc
  3116581 cctaaatgta tcattccctc atacattgca tgcgtgatag aaccaaacag taaaaagccg
  3116641 acaaataaaa tagctgcaaa tgaaaataca tacgcccatc gcttcttctt atctgttata
  3116701 aaatctgcat aatttaattt caataatact ttcgttaacg tccaaatttt actcattgcc
  3116761 cgtcatctcc aagaacattt tttcaagtga ttcattggat ttaaaatgat ctctcatttc
  3116821 atctaaattc cctttgaact gcaaattccc cttattaata atcgcgacgc ggtcacataa
  3116881 tttttctgcc acttctaata cgtgtgtaga gaagaataca atctttcctt tatccgcatg
  3116941 ttctctcatc atttctttta aaatatatgc agatttcgga tccagccccg ttaacggttc
  3117001 atctaaaatc catacatctg gctcatgcac gagcacacca ataataacaa tcttttgtct
  3117061 cataccgtgc gagtaacttt gtatttgatc cgataacgca ttgtaaagat caaatttctt
  3117121 cgctaaggac tcaattcgtt cttggcgtac ttctttcggc acttcataca tatctgccat
  3117181 aaagtttaaa tattcaattc cctttaatcg taaaaacata tctggactat ctgggacata
  3117241 accaaacgtc cttttcgctt ccatcggatt tttcataata tctataccat taatcgtaat
  3117301 cgtccctttg tccaccccat ggataccagt aatcatctta attgtcgttg atttaccggc
  3117361 accattcggt cctaaaaatc caaagatttc tccgctaggc acagataaac ttaaatcttt
  3117421 tactgcatag gtagaaccat tataactttt tgacacattc gtaatttcaa tcattccatc
  3117481 caatcctttc cttaattacc aaataactat attaacatta tagcatactt atatttttag
  3117541 atttttgtat ttttcagttt ttaaccttta aaataaatat acagacctaa tccaacgatt
  3117601 aaaacgacag ctagtataat ataaatcatc gtaagtcttc taatattccc ctttgtcgct
  3117661 ttactataat ttgcatcacc ctttcgccca attaacaccg tcgcgactac agtaatgact
  3117721 acaagtaata caacgatcat gatccaattt agcatacctt cctccccctc cttacaatca
  3117781 ttttacaata ttatcctctt tatttcgcag catatttcct ctctttacta ttattatgaa
  3117841 gcaaactgga aaactattat taccattcct atccatatgt gatatattta taacataatg
  3117901 tgatttattt ataacatgat taggaggaac tatcgtgaaa acaacttgga taaaatattt
  3117961 aggatttctt ggtttcttcg gttttcttgg ctttttttat gaaaaaggat tgtttactat
  3118021 gttttgtttc ttctcctttt tcacctcata tagaacggtt caacacgatg aactgtttga
  3118081 acaaatcgtt aataaatcgt gccgcaatgc ctttatcgtt acgttactaa ctaccgctat
  3118141 cattatgttc attgaaatgt tatttccaaa cccggtgcta caagaaattg atatcgctct
  3118201 tattttcggc acacttattc ttacgttcgg attctctatg ttcttttacg acaaaccagt
  3118261 tgatgaactg gaagatgcac catggcgttc gtaacgaaaa taaaagaata ccgcaccaaa
  3118321 ttgaacatga cgcaagaaga tttagcgaaa caagttagtg tacgtcgtga aacaattagc
  3118381 catctcgaaa aaggtaaata caatccttcc ttgcagcttg ctcacgatat tgcgagggca
  3118441 cttcatagta cgattgatga ggtttttatt tttgaggatg aataaaaaat accggcattc
  3118501 ttttcacaaa gaataccggt attttttatt tatacaacga tcacccatac aaaaccgcat
  3118561 gaaatacgcc taacagtaag tattgatcct ttatataatt ttcatcatat acattcatct
  3118621 caatgtaata catatcttcc tcaagacgaa tattccaatc tgcgattaca tagccttttc
  3118681 gtaataactt tcccatccca aaagtagttt tatgaacaac atattcttct ctcttatatg
  3118741 taaaggtaaa taagaaattt gcatccaata actttccgtc acatacaagg atttcatgct
  3118801 ctgcatcatg attatctttg tacgttacta aaatccttct ttgacgctgc ctacttacat
  3118861 cctttgcaat gacgcgaatg ttgtccttac tatcctttat ttcataaatg atattactac
  3118921 cgactttcgg aatgaaatct agcactctca tcaacgtatt tttgtagtag ccccgtacta
  3118981 cacctacttg tttactttca ttataaacct ctattgatgt cgtatccgct ttactatcac
  3119041 acaatcgctt gtaagagagc tgcatcattc gctctcctct taagtactga tcaaatgtca
  3119101 caggatattc taccatgcgc agttctttat ttaactcata taaatagcgt tgaacactct
  3119161 ccactactgc tgtagtagaa atacattcct gaacctcaaa ttgttgccaa ctggaagaaa
  3119221 ctctccactg attgtcctct tcataggaga aactaagaat gatttcttca cggtcaggcg
  3119281 tttcataatt catatgtaca ttctgcccat gttgcacttg ctccatccac tgtcctaaat
  3119341 aaatgccaag ctctgcaacc ttcatgcatg acttttgaaa aagtacgctg tcaccagcat
  3119401 aaatcgttac ttctccttcg ataaagccct tggaataggc atcataccgt ggttcatcct
  3119461 tttgcgggat attcttgtct aactcaaatg aaaactttaa cattctttat tcacctctag
  3119521 ttgttacaca actctttcct aaattgaccg gagcaattca aaatatatca acgatttttc
  3119581 aaatatatct accgtaactt aaaatatatc aacgattttt tcgatatatc aacgattcga
  3119641 caaagaatat cgacttatca acaaatatcg acacgattaa aatgatacta ccttttcttc
  3119701 cgccacttct acaagttcta aaatttgcag cagactctcc acttcataag tcggcttaac
  3119761 acttgcctta ttctctttca aactcggatt ataccaacac gtatcaatgc cgtaatcttc
  3119821 tccgcctctc atatcagaag tgagcgaatc tccaaccatt agtacacttg atttatccgt
  3119881 aattccaaac ttttcaaacg cataatcaaa aatctcacgt gctggttttt gatggccaac
  3119941 ctcttcagaa ataataatat gttcaaagaa attacgtaaa ggcgaatttc caattctaga
  3120001 ttgttgcacc ttcgtatatc cattcgtaat gatacctagc ttgcaatctt gtagcttctc
  3120061 acataattgc actgcacctt ctataagatg tacttctttc cctaagtttt taagatatac
  3120121 atcactaaat tgctgcgcat ctacttctat attatgcagt gcaaacaatt gtctaaatcg
  3120181 atctaccgct aattcactta gcgtaatcat tttattttct aaatctctcc ataacccatt
  3120241 actaatctct ttataacttg caagataatc agtataccct gtaggcatac cgaactgtac
  3120301 aaacgcatta tgtaatgcgt gtttttccgt ttcagggaaa tctaataatg tatcgtctac
  3120361 gtcgaataat ataactttat atttcattat gctctcctca actagtacgt tatttacaac
  3120421 ttgtattttc tcattaatca actcttaagt cgaatttttt cttttacgaa cagctactat
  3120481 ccagagatct tacagttgtt taaaacacat gagtcatgtt attcaaaaat aattaattgt
  3120541 gaaaatacta taattttgag ataatttgga taatagattt aaattataaa ctggcaatcc
  3120601 aggaactgta ttactctagt tcttatagga agggagcgaa aaaatatagt aaattcatgg
  3120661 gaaagaccta aaataaaaat cccaaaaaca aaaagcgaat gggttggaga tataattgga
  3120721 tattcattgt tctttggatc catcattttt ttgattatca tttggggaag attacctgag
  3120781 gaagtaccgg cacattataa cgcatatggg actgtagatc gttggggatc aaagtgggag
  3120841 cttttacttc taccaggaat aggagcattc atactccttc tcatgcagac tttagaaaag
  3120901 tttccagaag ttcataacta cccaaaaaga tttaatgaat caaatgcgaa gcagttttat
  3120961 ttaaacagca gaaaaatgct taatcaatta aaaaatgtct gtttacttat ttttgctttc
  3121021 atccaatttg aaacaatttc aatagcgcta gattggagcg gcggttttgg aaaattattt
  3121081 ttaccgatat tattaatcgg gacagctatt ccaattatta taggaataat aaggcaacga
  3121141 aaaatttcat aatgcggaca acgatattcg gttatccatc attttatgga ataacatgat
  3121201 atcaacagta agaaaaggag gctaatccaa tcagcctccc tcctctttat ttatcttcta
  3121261 acaataaaac tttcatttct tctaacgact ctttcgtaaa gccaagtgct ttttcagcat
  3121321 acgcttcaac tgaaccatat tgttttttca cttcatcaat cgcagcttgt aaatactcag
  3121381 cacgagcttc gaacatcgca cctaatatcg ctctactctc atcgttttgt agttttgcac
  3121441 ctaaaaaggc catcattttt tcgtttaacc tttcacggaa accgttactt aataaataat
  3121501 cttccattac tgttttctct ggtacaccta gtaaaagtaa taataatgct gatccaaatc
  3121561 cagtacggtc ttttccagct gtacaatggt ttactaacgg taagttttcc gggttttgtg
  3121621 ctaagtttaa gaaattcacg aacgcctcat taccacttac gaaatcttga ttcattttca
  3121681 caaggtattc gcctggtttc cctaacatag aaaggtcacc aacttggaaa aactcgttta
  3121741 tatttaaatc tttcgctaag tcttgcataa ctggtaagca cacttgacga gcgcctgtaa
  3121801 tttctgggtt tggcttatgc tttacctcaa agtctgtacg gtagtcacaa attaacttta
  3121861 aaccagactt ttgtaaatag tcgatatccc actctgttag tcctgctaat tcttcagaac
  3121921 ggtacaactt gccccatttt actttacggc cttctgtcgt ttcatatcct cccatatcac
  3121981 ggaagttaaa cgcgccttgt aatggcagtc tacgctcagc tactgtcact gcttgtccat
  3122041 tactacctac tagtctaaaa tatggacgct cattgtcgct cgggttttca attgtatatg
  3122101 atgattctcc atttaccgtt gcaagtaatt ctccagtttc ttcaatatga tctggtgaag
  3122161 tactccaata aatacgaact tcttctatat tattttccca ttttatttgt aacgtattat
  3122221 cttcatttct ttctacagtt gcttgtaatc catttctttg ctgctccatt ctttcaccaa
  3122281 cactttctca tataatcgaa tcttactcta ttgtattata cgaatatcca ctttgtcgtt
  3122341 ctcatttttc tttttatctt acaaacaggc aaaaagttct tttacttgtt caaaatttgt
  3122401 acatggattg cctcgaaatg agttcaagaa agtacatcat tcatcctcct aaaacttcct
  3122461 cacataccgc tcagtacaac taagcagctg acatccgttc ttttcaaaaa catccttcat
  3122521 ccattcattt tgtacatttg cctcaccaat ataataagaa gcacctattt cctttaagac
  3122581 aaacattgca cctgtaaaga atgctgcttc atacccttta tttcgtatat tcggagcgac
  3122641 tgcgaaatac atgagtttcc cttcttctaa cgtacctctc tcaatatgcg gaattacaat
  3122701 tccgatcggc tcttcatcaa tactggctgt taaacaatgt tctttccact gctcaccaat
  3122761 ttcttgtagc atcatattta caaattgatc ataagtgact tgttcttcgg tcatctcact
  3122821 ccaaagagaa taaaaagcat cttctcctac ttcttcaatc aacttaaaat caatatcact
  3122881 ttctacatct tctacttcgt atatatcctt aaatacgatc atgttttccg taacatattc
  3122941 aaaagaatac gtttcgaaac atttcttata cacatcataa tttgggcttt tcgaagaaat
  3123001 ctcaaaatgt acgttttcaa ttccctcttt ttcagcctca gcaacgcaat attgcattat
  3123061 ctcctttaat tgctcttctg taaaaacttc tgcattattt tcttttatca tgattgaaga
  3123121 agcatttctt cttattttaa aatgtttttc taactgttct atcgtcgtca tattcttccc
  3123181 tcatctatgt catactcgaa tttctacttg ttctccttgc atgagcagga ttgtccttga
  3123241 atatatagaa tactagaaaa catcgcatct ttaaagtgcg gaggaggttc tccattggat
  3123301 attacagcat tgcaacaaca gttagagctt atacaacaaa atgactatac gcaactacaa
  3123361 catatagata ttaatgaatt aactttgaac atgcttcagt ttatcggaac gactgatagt
  3123421 tacgttcgtt atcaacttat ctataaatgt tttgtgcatt ttattcatca tgaatttctt
  3123481 atggatgatc agctgaaatt gcttttacat acttgtttaa gtgatgagta tttatattgt
  3123541 gacatttaca ctccgcatac agatggagtt ttcacccgtt catacactgt ttcgttaatt
  3123601 gcgttaatac tccaattcgc taactcgcac tactttttta ctgaggagga tatcgaagaa
  3123661 ataaaaaaca aactcattac atatacaaac ttagaaacag attttcgggg ctatattgaa
  3123721 aataaaggat gggctcattg tcttgctcac gtatctgatg cctttacgga aattgttcat
  3123781 aatacgtata caacttttga atggtacgaa gagttaattc attgtttatt aaataaaatc
  3123841 ttcattccat ctgacctttt tcataataac gaagatgaac gcatcgttac tcctttacta
  3123901 gcgatgttgt atcatgactt tccgcaagac gagttaattt ctattattca taaaaaaata
  3123961 aaaaggcttc ctcaaattag aaaacgcctt tcacttaatg agtattgtat tttatgtgcc
  3124021 aacattaaaa cctttttacg cactttattt tttagaacga aagatgatca taacttagcc
  3124081 tttacagcac gtaaaacaga aagaatgtta aaagaacttc ctaattatta ctagatataa
  3124141 ggcgaacaac tatgggttat attgaagata tgagaaattt agtaggaaac cagccactga
  3124201 ttttaatagg atcacacgcc attatagtaa atgagaacaa tgaaatattg ctgcagctcc
  3124261 gcaccgactt taatcgatgg ggtattattg gcggcgcctt ggaatataac gaaacgttag
  3124321 aagacgcttt aaagcgagaa gtatatgaag aaactggact tattatcaaa aatccagaac
  3124381 tattccggac atactcagga ccagatttct ttcaaatcta tccaaacagc agtacacggt
  3124441 gtactcgttg tttatatttg ccgagaattc aacggtgagc ttgtatgcga ccaaacggaa
  3124501 tcgaaagaac tacgcttctt ttcactgaat aagttaccga gtaatcttcc tcctattatt
  3124561 gagaggatta ttaatgagtt tcaacaattc aatttatacg tgaaataaaa tggatcttcc
  3124621 tttcatttta tatagtaata taaaaacctc atttctcgtc attacaacgt gaaatgaggt
  3124681 ttttatcgtt caccgtaact ccctatttcc ccaaaatgat attaacgttc tctttctaca
  3124741 actttatatc cctttataaa aagtatagtt atataagaaa cgataaatga aagaatcgta
  3124801 tacatgccaa cccaaaagaa aaatactgga tcgtgcactg taacatttaa cataagaaaa
  3124861 ataagaaatg ttaccattgg catcacgtaa aatgtaccta ctttatatgt cacagctatt
  3124921 gaaaaaatac aaataagcaa tggatatata cagaaaatca aaattgactc actcaatgtt
  3124981 atgtccccct ttctgcagaa ataataggtt tcttgtaaac attttgagga acaacaaagt
  3125041 tttatatttt cattcgttag taaacaaaat gttagattgt tatctcaatc tgatttcctt
  3125101 caggatcact tactacactt tcatagtaac catcccctgt agttcgtggg ccgtttacca
  3125161 cagggtaccc tgcttctctt aatgtatttg ttaattcgtt cactttttct ttactaccta
  3125221 cagaaaaagc aatatgcgca tatcctattg tttgtgtttg tgtattatca tctattccta
  3125281 cctgcttcat aagttctaga cgcgcaccgc cttcaaaagt tatgaaataa gattcaaact
  3125341 gctttttcgg attatgatat aagctatttt cttcgccatt aaagtactgt ttataaaaat
  3125401 cacgcattcc ttctaaatca ttcacccaaa ttgctacatg ttcaattttc ataatcgaca
  3125461 ccttttcttt tatgttattc aactaacaat tgaatgcttc attgccagta catttaattt
  3125521 tctttattcg ttctcgtaat cataagatca agtcctagac tttttaatcc atataaataa
  3125581 tcttctttcc aattactcac tgttattttc ggaatatgtt ccgccggaat gtactgcgga
  3125641 caagttttta caatttgctc tataacaaat tgattcactt catcatcaca gaagataaag
  3125701 gcatgagggt taataatagc tatacatgta gcgattaaac gagtaatagc atctatatta
  3125761 tattcctctg gattattcga atcttcattt ctcaaagctt gtaagaaatt tttattatca
  3125821 tactgcggaa cgaaagatat ctctcctgag aaaaacgtac tccctcgtac gacgtctcca
  3125881 tttaccataa tccccgcacc tggtccattt tgacctgaat acaaatatac aagagaggaa
  3125941 ttatcatagt ttccagtgtt tttataataa ccaagcactg cggcattcat atcgttttcg
  3126001 attactactg gtatagaaaa ctgttcctcc aaatgacttt tcaaattaaa attttggaac
  3126061 ttttcatatc caggaatata aaaaatacga ccattatcaa ccgaaccagg cacaccaatt
  3126121 gatatagagc ttattttcgg gaatgtagcg ataagacctt caatatgttt agataataca
  3126181 tttacgcccg tatcaattaa catacttgaa gtactcccct gttcttttac ttcccctaaa
  3126241 cagttaaaaa ttgtatagtt cgtctcattt ttttctaaaa atattgctaa acctaacata
  3126301 tattctggat tatattcata tcgtttcgct cttcttccac cacttgaatc atctaaacca
  3126361 gctaaagcga cttcaccatc ttgtttcatt ttttctataa atttacttat cgttggaaaa
  3126421 ctgatttcta atgtattact aagctcaact ttcgttgcac tacctcgctc taaaagaact
  3126481 ttacgaatgc cgcgaaggat tgtctcttta atcgattttt gagtaacaaa ctgttcactc
  3126541 aaatcgctca ccaccttaat caacatactt attaaacact tttaataagt tgcgttgaca
  3126601 atatatcata catcgttttc taaagcaata gagatgatat atttctacta gcggcactcc
  3126661 gtatttaact cgatgtattc tctctcgtaa cagacgatac aattccagac aagataacaa
  3126721 ataataaaac tgctagcaaa gcattacgta ttccgaatgc ttctccaagt atccctaaaa
  3126781 atggtggtcc gactaaaaac gctgtaaaac cgattataga aactgtcgca acattagaag
  3126841 tcgcattttc gccgctatct ccagcagcag aaagaccaat tgggaaacct agtgcggcac
  3126901 caatccccca tagtactaca ccaagcgcta gaaaatatga gttactccca aatatgacaa
  3126961 ttgtcattcc tataatagcc atcataatag tagcacgtac gacagcgaca cgaccgaatc
  3127021 gatctagaaa ataactactg cacattcgag ccaatgtcat tgccaataca aaaatagtgt
  3127081 acataataga acctgtcact acactttgct gatgtccgtc taccatcacg ataggtagcc
  3127141 aatcattcgc acttccttct gcaaatgcca ttccaagcac aaaaagacca agtaaaagca
  3127201 cctttttttc catacgtaaa ggagtatgct tcgctcgctt tttgttccgt gatttctcct
  3127261 tctttcctgt tccatgcgga agaaagcgat ccaacataca tacaagtaat ataaacacga
  3127321 ccgaaatcgc aaggaattga tacaaaattg gaatatgaag agagatggcg gcagaaccac
  3127381 tgagagcgcc tactaaagtt cctacactaa aaaagccatg aaatttcgga agaagagttg
  3127441 ttcctagttt ctgctcaata gaagaaccct ctacattcaa tgcaacttct gctaatccat
  3127501 atcctactcc aaatactagt aagctaccaa aagcccccat actagaaaca aaataaatag
  3127561 taatacctaa acaaagtaat ccaacgatca taaaaaacat actacctata ataacgtctc
  3127621 tagctccctt accgtcaata aagtgacttg cactcagtaa accaattatt gaaccgacag
  3127681 ataatccgaa caaaatccag cccatttctg catttgacac cgctaaaata tctcgcgccg
  3127741 ctgccgttct agaaatccat gtagcaaacg cgacacctgg caaagcaaat aagaggaata
  3127801 gagcatttcg agaggcaagt agcgtctttg tatcattctc tgtaaaatct ttcttcatat
  3127861 gaaacacctt tcaaattgtc tatacgataa tttatactct aatgaaaaca ctttttattc
  3127921 ttctatcgtt ttaataactt tagctggatt accaccaact actacattat taggtacatc
  3127981 ttttgtcaca actgcccctg aagcaattac agcgttatct ccaattgaaa caccagggtt
  3128041 aataatagct cccccgccaa cccaaacatt gttaccaatc tttacaggct tcccatactc
  3128101 tttaccagaa ttccgctcta ccggatgtaa aggatgcgta gcagtataaa tgtgaacacc
  3128161 aggtgcaaac atacaatgat caccgattcg aacttcacaa acgtctaaaa tcacacaatt
  3128221 gaaatttgca aaaaagctct ttccaacatg gatattgtat ccataatcac aacgaaaatc
  3128281 aggattaatt tgggctttcc catcagctga agaacctaaa agctgattta ataacgtaaa
  3128341 acgtctctca tctcctgtct ccaccgcctc gttataaagg cgtgttaaac gttttgcctc
  3128401 caccctatca gctactaatt cttcgtcatc cgcaatatac atttctcccg ctaacatctt
  3128461 gtctttttct gttttcatag aatcatctcc tttgttatcg aatgaactgc acttattaaa
  3128521 cacctttaat aagtgatttt aattatactt attaaacaag tttaataagt aaccctatag
  3128581 tagcacactt tttaatatat gcaactaata agtttcaaaa agaaatgcga actccttact
  3128641 tcacctaatg atattactcg gtggcatcta actaaaataa tgcactatac atttatgaat
  3128701 gagcacacca atatgaaaat caacttttaa taaaaagaga gattgaccca aaagtagctg
  3128761 aatagcaact tgggttaacc tcttttattt attatcctta tttaactctt ctacaatgtc
  3128821 cctttttcct attctattag caaaaggtat aaaaataata aagactattc caaacatccc
  3128881 cgctattacc cttaagataa gtttgaaatc aaaaaataaa ggtgtacgat ctattatact
  3128941 taccatatag gttaataatg ctcctataac agcccctagt acgattccaa taagtacata
  3129001 taaattaact tgcgtcaaaa taatttgtac aacccctttt ttcttaactg ttattgctcg
  3129061 taaaatagca aactcttttc ttttagattg aatattattt ataagtgtat tacatacccc
  3129121 taatgtcaca ctaaacaaaa tcactacaat aacaacgatg aaaatggacc acctttgctg
  3129181 aaacattaaa ttagattgtt ttaatgattg attataacta cttattttta attgtggata
  3129241 ttgatctttc actttcttta attgcttcaa cgtctctctc attatttgaa ctaataaatg
  3129301 cacgctcaaa aactgtataa tcttgtttat atgttacatt actccaatcc atgagtaccg
  3129361 aaggcgaatt tggtagttcg ttaacaatta atccaacttc taccttacca atcggtctaa
  3129421 ctttttgttc ctgttctgaa aatagaccca attgaatgat atcgcctaca tgaagtttat
  3129481 atcgccccgc taactcttct gtaacaatta tactattctc gaagtttgca ggtagttttg
  3129541 gcagtaatcc ttgcttttcc atttccttta catcacctaa attatagtca aaagtaatat
  3129601 atttttcacc ttgctttaat tctgcgagtg agttcgtact aatcgtacta gctcctttta
  3129661 cactacttat ttctttaaat atattttgtg tatgaggtga ggaaatggtt gaatcattat
  3129721 tcaaacgatt ttccacaaca atatgtgttg gaaattctcg ttgtaaatat ctttcattat
  3129781 ttttttgcat cgttttaaat atagtggatc cgaagacaac tatcaccatc attgtactta
  3129841 tcattaagat aacaaatgta ttttttctta cttgcgggaa tacattttta atagcaacaa
  3129901 atgtattcct tccaaatatt tttttcatta taggtagaca tgctattaat atcgaagaga
  3129961 gataagtcgg aaataaaata tatactccct aaaacgagaa atatagctcc tattaatatc
  3130021 actattgcct gcgtatctcc cttatttgct acaaacccac ctaaaacagt taaaaataag
  3130081 ctactcatta aaaggaattt ccccataata ctgcgtattt ttttattaga aaaatcggat
  3130141 tcttcattct cccgcataag ctttactggc aatattttcg aacttctgta tgacggatat
  3130201 aacataaaca gttcaataaa aaagatacta aaaatcactg ttacaattgc tattttatag
  3130261 tcaaaattca ttgaattaat ttgaaaagca aataaatgct ctaggcaact ttgtaaaaaa
  3130321 cgtttactta ttacagctag taacaaacct gatattccac caaagaaatt gattacacta
  3130381 cattgaataa atataacttt aaacatttgt ttcgttgttg ctcccattga tcgcataata
  3130441 gcaaattgac ttttatattt atataaaaac acttcaaaat tagacaccaa caataacgca
  3130501 gtaacaataa gtattaatgt agataaaacg attataaaaa tatgtaatga tgctaaatta
  3130561 ctttttaaaa actcgtcttc ctccgcaata tcgattctta attctttgtc tattttatga
  3130621 atttcactag acaatgctag tacatctgca ttctcttttg cttttattaa caaataagta
  3130681 gcttcattgt gtttacccgt tttttcatat atgtgctgtt tcaccgcacc ttcagataaa
  3130741 ataagtatat ctggagctga acctccagct tctatatcag gcaacacttc ttttactaca
  3130801 tatgatttat tttcgatttt aatcttttcc ccaactttta cttgtaaagt ttctgctaat
  3130861 ccatcattta atgttacttc ctcatttgat atatttttag aaaaatgata tcgactttta
  3130921 gataatgaat cgttttgaac acctactgta taaatagctg tattcaattt atttacttgc
  3130981 aaatgattta ctaatacttt tgacatgtat tcaacatttt cttgttcctt aatattttgc
  3131041 agtaaagatt tatccatcaa cttattttga tcagggttat atccgacaga taaatccata
  3131101 tctccgtata catttttcac ttcatttata acagactgtt tcgcatgact cgaaaataca
  3131161 atcatcgtaa caattagaga aacagccaac ataacgctaa ctatagagga aatagcagtg
  3131221 aatttattcg tcttaaaaaa gcgtaaactt aatcctcgta ctgattttat cattttgatt
  3131281 tctccattaa ttttttaaat ttatctaaaa taatattcat atcatttact ccatgagaac
  3131341 acgtataatc atcaacaact tctccattat gaaagaagag aacccgatct gcgtacgtag
  3131401 caatgtgggg atcatgagta acaagaatca tactttgatt aaatttttgt ttcatatcga
  3131461 ctagtactcg taaaatatca ttagacgtat tgaaatctaa attcccagta ggttcatctg
  3131521 caagaacaat tggaggagat gttattaacg ccctaccaat tgcaacacgt tgttgttgtc
  3131581 ccccagaaag ctgaactggt cgatgatttc tccaatttac taaaccaaga acatctaata
  3131641 ttttatttgt tttttctcgt atctcctctt ctgaattagc tgataatatg aggggtaacg
  3131701 caatattttc ttctacagat aaatccttta ataaatgaaa tgactggaat ataaatccta
  3131761 tgttatccct tctatactct gtcgcatacg gttcaatgaa catattttca ggcacttcac
  3131821 catttacata gataaccccc tcatcaggct tatctagagc accaagaatg tttaataatg
  3131881 tactctttcc agatccactc gttcccatta tggcaaggag ttctccttta tttaactcca
  3131941 aagatacatt ttgtaacgcc ctaacatttg tatctacact ctcatatgtt ttacttaaat
  3132001 cttgaactgc taacacaact tcactcatca ttattcacct caacatgatt aagttttatt
  3132061 ccctccacca aattaacctg aattaaaatt ttttctttta aattactagg tggtacaatt
  3132121 tctgttccta tttggaataa caatactttt aactcgagag ctgtaatcat ttctatccct
  3132181 cctcactcta tattggtaac aaattgaaat ttcgttcggt ttttttgtaa aaaaacaagg
  3132241 gaacgctcag cgtcccctct caaatccaat ccgtttttta attcccacca aatttgcctt
  3132301 cgcgatttct cttgcccgtt cagcaccttt ttccaacgct tcatataata aattcggttc
  3132361 attcatatac attgcatatt tctcacgagg tccagctaac tcacgatcta caacgcgaaa
  3132421 caactctttt ttcacatcgc cccagccaat gccagtttca tatttttcac gcattgactg
  3132481 catttcatat tctgtcgcaa attctttata tattgtatat aacgtttcta gttctttctg
  3132541 ttcatttgga agtgaagaat cggttttgat tttaaatatt aactttcgta gtttttcttg
  3132601 ctctgcaaat aatgggatca cattcccata acttttactc atctttcttc catcaagccc
  3132661 tggtaatatt gcgccctctt cttgtatgac atactccgga agtgtaaatg tcgtgccaaa
  3132721 agtatgatta aaatacgtcg caatatcacg cgcaatttca atatgctgaa tttggtcttt
  3132781 tccgactggc acatgcgtag cctgaaatag caatatgtca gctgccatta agatcggata
  3132841 cgtatataat cccatattca ctcctgcatc gacctctaaa cccgcttctt tattttgctc
  3132901 caccttcgct ttatacgcat gagcacggtt cataagccct ttcggagtta ggcaagctaa
  3132961 tatccaagct aattctagaa tctccggcac ttctgtttgt cggtaaaata taacatcttc
  3133021 tccaagtcca agcgataacc aagtagcggc tacctctttc gtataactac taacctgacc
  3133081 cggatcatgc acagcattta acgcgtgata atctgctata aaatacaatg ctttcccttc
  3133141 attcctcttt gacatttgca acgcaggttt aatagcgcca atataatttc ctaaatgcgg
  3133201 ataacctgtc ggcttaattc ctgttaacat tattttttcg ctcaacctaa ctcctccttt
  3133261 ctcaaaataa aaagagcccc tcatccttaa aaaaggacga gagactcccg cggtaccacc
  3133321 ttaattagct atcatgaata gctcacttca acttcttaac gtgaagcaac cgtctttacc
  3133381 tactcatttc agttagaagc tccagagccc attccatatt catcccttac tgatttccac
  3133441 cacatatcag ctctctgaaa agttttgaat atgtactctt ctctttcatc gcttttcgtt
  3133501 attttttaca gtttatcaca tttcacttcc aaacaaaccc gaattttcta ttttatttag
  3133561 caggaatttc cacttcaatt gtctaatatt atataggttt gcagaaatac tcgaaacaac
  3133621 tttggaggtt ttttcatggt aaaatatata tccattttag gttcaacagg atccatcggc
  3133681 acatcggcat tagatgtcgt ttcagctcat cccgaacatt ttaaaatcgt cggtttaacc
  3133741 gcaaattata atatcgagct tcttgaacaa caaatcaaaa cgtttcaacc tcgcattgta
  3133801 agcgtcgcga caaaagaatt agcagacacg cttcgtacgc gtatttcaac caacacaaaa
  3133861 atcacatacg gaacagatgg cttaattgca gtagctactc accctaattc aaatcttgta
  3133921 ttaagttccg tcgttggtgt ttcaggatta ctcccaacaa ttgaagcatt aaaagcgaag
  3133981 aaagatattg ccatcgctaa taaagaaacg ttagttgcag ctggtcatat tgtaactgaa
  3134041 ctggccaaac aaaacggatg tcgtttaatt ccagtcgata gcgaacattc agctattttc
  3134101 caatgtttaa acggagaaaa taataaagaa attgacaaat taatcgttac agcttctggc
  3134161 ggtgcattcc gtgataaaac acgtgaagaa atgaaaactc tacaagcaaa agatgcttta
  3134221 aagcacccaa actggttaat gggggcaaaa ctaacgattg attctgccac gttaatgaat
  3134281 aaaggatttg aagtaatgga agcgagatgg ttatttgata ttccttatga aaaaattaat
  3134341 gtaatgattc ataaagaaag cattattcat tctttagtag agtttatcga tggatcagtt
  3134401 atagcacagc tcggtgctcc tgatatgagg atgccgattc aatatgcgtt tcactaccct
  3134461 actcggctgc cttcttccta tgaaaaatta aatttattag aaatcggtag tttacatttt
  3134521 gaaaaaccag atttagagaa gtttccttgt ctacaatacg catatgaatg tggcaaaatt
  3134581 ggtggtatta ctcctgctgt attaaacgca gcaaatgaaa ttgcgaatgc actattctta
  3134641 aaaaatgaaa ttgccttttt cgatattgaa aaaacaattt acaaaacagt tgaagcccat
  3134701 cataacgtaa aagatccttc actagatgct atattagaag cggatcaatg ggcacgccaa
  3134761 tatgcaaatc aattgttaat aaaaaagagc taaaacagat aatactgttt tagctctttt
  3134821 tcctacgtat tcaacttaac aaatcgataa ccgtgcgtaa ctaacacttt taagatcgca
  3134881 taccctggaa ttgctaaaat aatgcccata attccaaata aatttccggc agttaaaata
  3134941 ataaaaatga tagtaatcgg gtgaatatct agctttttcc ccatgacttg cggagaaata
  3135001 aatttgcctt ctgctaattg tacgaccatc attacgataa ttacctttaa aaccatccct
  3135061 ggcgaatcaa taaacgcaat aattaaagct ggtgtaattg caataattgg tcctacgtac
  3135121 ggaacgatat ttacaatcat cgctaaaata gcgagtagta ccgcatattt aataccgata
  3135181 ataaggtaac caattaatag cataataccg ataaataagc taacgataat ttgtcctcta
  3135241 atatacgaac taatcgcata atgcatatca tctagtattc tcattgctgc tggttgtctt
  3135301 tgttctgaaa taaactttaa gaaatgattc ggtaattgct caccatcttt taaaagatag
  3135361 aacaatataa acggaaccat tacaaacgtt aaaacgacct ctgtcacagt gcttaaaaat
  3135421 ccagttacat taccagttac tgatgataac gacttcgtaa aatcaactgt gtagtctttt
  3135481 accatactcg ctacatcaat atttaaattc tcctgaattt tccctagtaa attactttct
  3135541 ccgaatctac gtgctgctcg ttcaatttca tgaccgaaat acggtaagtt atctattaat
  3135601 gcatcaattt gatctttaat aattggaata accgttaaaa ctaaaaacac aaataaccca
  3135661 attacgatta agtatatcga ggctatcgat acgattcttg aaacaccttt cttttctaaa
  3135721 agtgaaacga atggatgcaa aatgtaaaat agtacgcccg ctaataatac cgggaagaaa
  3135781 attgttttta aaaagacgat aaatggcgta aaaacaaatg atatttttgt tagtaacaaa
  3135841 atattaatga acaatagtgc aaacccaagt aacactgcta aataattgtg ttctctaaaa
  3135901 aactttttca gcttatctct ttttcttata tttattttct ccaacgaaac cacctcttcg
  3135961 aatgatgaaa agcccttatt cagggctttt catcataatc tatatatcta tttctttgca
  3136021 gctttcacta caaatgatac aataaaaatt aacacgattg ctcctaataa tgctggcaca
  3136081 acatgaatcc caccaaatga tggcccaaag gatccaaata acttaccacc taacgaagca
  3136141 cctaataaac ctgcaattat attaccgaac ataccacccg ggaaattttt acccgttata
  3136201 gaactagcaa ttgcacctat aatagcacca actattaatg tgataatcca tcccatcttt
  3136261 agtcctccat ttctattata gtgtaattct ttttcatact aaattattat gtagctatta
  3136321 taattattat atccaaaaaa gaaaaatgtt gtcaaatcta tgaaaagaaa gtctaaaagg
  3136381 aggttttacc ctatgattca aaaattagta acaacttctc acagaaccgc tacttctatt
  3136441 ttaaacattc aaatacccgc ttatgaaatc gaggcaaaat atataaatag tacagctatc
  3136501 cctcgacttt atgatactat agccgatatt caatcatgtg atgaaatttt ctacggctat
  3136561 ttttatgaag atacacttgc cgggtttatt tcttttaaga ttgataaaga ggaagttgat
  3136621 attcatcgtt tagtagtttc ccccgatcat tttcataaag gaattgcgac gaagctatta
  3136681 ctatatatat ttgacatgtt ctcctcttcc aaaacatata ttgtacaaac agggaaagaa
  3136741 aatacacctg ctttgtcttt atataaaaaa catggcttta tcgaagtaca aaatatcgta
  3136801 ttgcctgatg gtgtgatttt aacctcacta aaaaagacag aaaacaataa atagtttgac
  3136861 taacctgatt atttatgtta tattttactc tataaaacct tttgctgagt ccaaattttg
  3136921 gagcggggga accacttttg tagctatgct acttggggcg aatctttttt aagtagggaa
  3136981 ctctcacttc ccgagtccga cagctaacct cgtaagcgta atgggagagg aaggtgcttt
  3137041 ttgcctatgc tacacatttt gcctccttag ttataaatat gggaacgata ccaaatagtc
  3137101 acctatattt atagaaaagg ggaaatgtat tatgttacgt ttatctgatc acgcaatcaa
  3137161 aatgatggag caaagactcc gactcgagca acatcgcaca tatcaagcaa ataaaattgt
  3137221 agataactta catcacaaat acttctttca acatattttt caaccgaaga gataagtatt
  3137281 aacctttaat aaaatacagc gtacgctttt ttcagtgtac gctgtatttt tcattttctt
  3137341 gccttaataa taaaagtagt cggcaccatc ctagctttat gtaaagaata atatttcgta
  3137401 gacggctcag ctaattcttc atcaaacgag ctcgatggtt caggctcttc aatcctctca
  3137461 attgtaaaac caactctatt taactcattt atgtatgtac tcatttttcg tttatataat
  3137521 gtcgcttgta catcttcccc tttaaatgtt tcaaacataa taggagtttc ttcatgataa
  3137581 gacgagctga aagcaatctc ctctgttcca tacattaagt ttgaatatac gggatgctcc
  3137641 cagctaaaaa taaagcttcc ttctggcttt acataagaat aaattaattc caacgttttt
  3137701 cttaaatctg aagtccaacc taatgcataa atggagtata ctatgtcaaa ataccctttc
  3137761 ggaatatccc tttcctcttc cattgctcca catattaact ttggattcca cgactgtaac
  3137821 gtttcatgtg ccgtttcaat ttgtgtgctc gaaagatcaa gtccccacaa ttcttctgca
  3137881 ccatgttccg ccatatattg caacgaatgc ccacttccac atccaatatc aagaaccttt
  3137941 ttacctttaa ttgaatcaaa caaatgaatc tcatcttcag acgctgtata cgggccatat
  3138001 ttcggtaaac agtccacttg aaagaaataa ggtgcaactg tatcccaaca ctttttattt
  3138061 aaagctaaca tttgtgtacc tttcatattc tacattcctc catccatttt cttcccctac
  3138121 tattaattac acattataac ccgttcttcc ttttctcttc gctcggtaat ttttcacttt
  3138181 tgcaattgta ccgcacgctc ttcctccttc ttctccagca tacataccgc accatctttt
  3138241 gctcccattt cgcgaatggt cgtaaaatac ccagcgacaa tctggacatg attttaacct
  3138301 tccccaaaaa ttttcttgaa ttgccgttaa cacaatgctt aatacttttg tatacatatt
  3138361 ttcttcccgc attggttcat atgtaatacc tttcatatct tcccttacgt ttacttgaaa
  3138421 tggatatttc tctaaccatt tttgtaatga ttcttcacct tcaattacca tccgaatatc
  3138481 ttctcgaaaa ttttttaatt cttctatcgt atgaaatgga agctcttcat gaaaatattc
  3138541 tttcataaag agctttatat cctcttctgt ttgcagcaaa tcaattggct ctctcgtatc
  3138601 gtttggtatt ctccatgtat ttaaaagctc tcgaatatac tctaattcat ttggtgcatt
  3138661 ttgattcaat ttcatccacc ttcttcttaa aatttacttt tttctgactt tatgtataat
  3138721 tataatataa aatagttaac catcaaataa ttttactggt tacaatatta ggaggatttc
  3138781 tatgaaaagt ttctcaacac cgatacgttt catgcttatt tcttcatttt ttatgtcttt
  3138841 tggttatttt gcggtatacg catttttagc tatttatcta ttaacctttc ttcatttttc
  3138901 tgctgtccaa gtaggaacag tgttgacggt tatgacaatt acatcacgaa ttatcccatt
  3138961 attctcaggg ttaattgctg acaaaatagg ctatatcatt atgatgatag ctggattatt
  3139021 tttgagggga attggattta tcgctttagg aatatgttct gatttctata caatttccat
  3139081 ttcttctgca cttattggct tcggaactgc attttacgaa cctgctgctc gcgctatatt
  3139141 tggctcacaa ccagctcata caagaaaaaa tttatttaca tatttaaacc ttagctttaa
  3139201 ttgtggtgca ataatgggac caattgcagg agggttctta ctcttactcg atccaatcta
  3139261 tgccttctct ctaacaggat cacttatgct gatatttgct tttatctttt acttacttaa
  3139321 agatcacttc caagtcacta ctgaaaacac gtctattaca ttaggaatac aggccatctt
  3139381 acaaaacaag tctttccttc tgttttcatt tatcatgatt ttcttctata ttatgtttac
  3139441 acagcttacc gtcgcacttc cacttcatat gaaaaacatt agtaatagca atcaacttgc
  3139501 tacattagtc attacgataa atgcaataac aggcgtcata tttatggtgt tatttcgaaa
  3139561 actctttctc aaatacaaca ccctttcctt tattaaatac ggtgttttat taatgagtat
  3139621 ttccttttta ctcattcctt tatttcaaca cccatattgg ctatttattt gtgtaatttt
  3139681 ctttacaatc ggtgaaacac tcgtattacc taacgttgac atcgccactg caaattacag
  3139741 taatgaatca tatacagcta cttacttcgg attttatcaa ctatcactcg catttggttt
  3139801 tatcatcggt aactatatcg gtacatggtt tacatcaaat ttaaacgaaa tgtatacacc
  3139861 atggcttatt tttggcggaa tagggcttac tagttttatt tcactacata ttttgaatat
  3139921 aagaaaagtg gcctctaaag aggatagata tatacctatg taatacaagc gacctataac
  3139981 gaaaaagatt cgaccatcat atttgacagt cgaatctttt tattgtccat attcaagatg
  3140041 attatgcctt ttacaaccaa ataaatagca cccccctata taatccgttt caaattctaa
  3140101 gtctagaaca tatccagatt taatacgtcc tatcattgtt ttatagtaat tattctcttt
  3140161 tgtatattcc tcaattaact ctttcttatc gttctctgtc caattttctt ctacttctgc
  3140221 attctcgaca tcttctattt ctgctatttt tgcttcgata gattcccgta taacttcatg
  3140281 tatacgcgag gaattattca ctttatatag agcataaaca aatctaccaa tccaattggg
  3140341 gcttttccag cattctttgt atcccttttc gaaccattca attgcttctt tataacaatt
  3140401 caactcaaca tataaatctg ctaccatcat ttctcctaaa aaattatcag attccctgtt
  3140461 aaaagcatct aacttctctt tcgcttcttt cgttcgccct aaatcaatta aacattttac
  3140521 atagctatac atgatataat ccgaatcccc tgcaactcgc aagaaaaatt ccgaagcttc
  3140581 ttccagctct ccaagattat aatgagctac agctacattg tgatatgctt catcggatgg
  3140641 ttgaatcgaa atagattttt ggagtgcttc tttcgcttct tcccactttt tttgtttcat
  3140701 gtaaatatcc cttaagatgt tataaggaaa gtatgaagaa ggattcaact taacaacttc
  3140761 tcctattaat tcaagagctt tctcatcatt ctcttcctcg taaaagtaca tccaagcaag
  3140821 attattgaga gattgtacgt ctctagattc atgtactgct cggtgaaaca gttccattgc
  3140881 ttcctcatat ttattttgtt caaacatttc aattgccttc tcattaatgt tcaactaact
  3140941 acctccgaag tgaatgaatt catctatttc ccattattat aataaaatgt aaaaatggta
  3141001 atttccataa aaaattcttt ctcctgtcta catttcgatt aaaaatacac gaatttacaa
  3141061 caatcagtaa attttttcag tctccggtaa attggatata cagcctactt caatttacat
  3141121 attatggtac aataaaacca gtactaacta aatattttcg ctccacacta gtaatctagc
  3141181 aataccaaca tcaaaaatca catggaattg agggatgtta ttaaacagaa attggctgtt
  3141241 cttctattca ccggaatcat attatcagga tgttcaacta tagcagaaaa ttctttagaa
  3141301 actggaaacg gtagtatgga attattaaca ccaacgatta caacaaaaga taatgaatta
  3141361 gaaattaaga ctgaaggtat tgatgaaaat aaagtgactt ttatttatgt tgcgaataaa
  3141421 aaagtattgg aacaaaagct aaagaatggt gaatcctaca agcttaacat taaagatatc
  3141481 gaacacgctc ataggacgga ctacaaacca aaagttcaac ttttacaaac gaaagatgat
  3141541 aatgatgatg gagaaatagt caccttcaaa caagttagat atgcggttaa aaactaattt
  3141601 taaagttgtt tcattataaa tgtaacgaac gaaaatatac ttttaacagt ggataaatgt
  3141661 aaggggtgtt aacatgaaaa aacgatggat ttcttggtgg attggtaaca tattttggat
  3141721 tatcgttttt ggaatatggg cagctattat ttggctacga gatgttgatg gtgcaggtgt
  3141781 cattcaaaca cccgaaatta aatccatatc acttatcgtt atattaatcg cgtttatcat
  3141841 accggtattt tttcaagtta tatggctaat cattaatttg aggatgagta aaaaaaataa
  3141901 ctttacgact tagttttttt aattaactaa taaacactat ttataaaaaa gagagaaatc
  3141961 tacttaaaaa tagatttctc tcttttcttt acgatacatg atgatctttt ttcttcatta
  3142021 acgctctctt cttcatcgcc ttcgttaaat atccaccttt aaatgagcgg atttcataag
  3142081 aagacataaa ggctttcggt gcaatttcat taataatttc taacagttct ttttctctag
  3142141 aacgtttcgc aacgatatct aagcgataac gtatcgaatt aataccttcg ccttcaaata
  3142201 cggtaacgcc aaatccagag tgacgtaatt catctactaa ttcattacaa cggtctagta
  3142261 aactaacttg atacgtaata taaccaattg ctaatttatt ctctatataa ccgcctaata
  3142321 acagtcccgc actaaagcca atgacatagg caacgatgtt catccaattt gataaatctt
  3142381 gaaacacaat acctaaactg acaatgtaaa tagctccttc taacaatcca acagcagcag
  3142441 cggatcttgt ttgattcttt acaagcaaaa tcgtacgaat tgttaaaatg ggaacgtaaa
  3142501 taatttgaag cacaaaaatt agtagcgctt gtaacattga tatccacctc tttcaaaaag
  3142561 tcttttgtca tgataacata cataacctta agaaatcgat gggtttttaa attttttttt
  3142621 tattattttt catgctattg aaaaacgtaa aaaagaagcg tattatattt gtcgttaatt
  3142681 taattacttg tatcatatcg ctaaactaaa aaaggaaccc cattaggtcc ctttcatcat
  3142741 agctctatgt ttttcgaagc atgttccctt ttcttctctt cttctttcac taactgtata
  3142801 tttgcataag ctaaatttgc aatcattaaa aagtgtccac ctaaaatacc tgtaccaaat
  3142861 gcccacattt ccatttcatg ctcaatttca tacatgatga tagctcctaa aatggcagct
  3142921 gcaaatcggt ttaaaactcc taatcctgga gccttttcct tcattacaat acttttccca
  3142981 agtttctcca ctctacgagc taataaccaa aggcaatatg cacttacagc taatccgatt
  3143041 ccaaaccctg ttacttgttt tccaaacgga gtaatcgtcc acataagtag taaaccacta
  3143101 aagatcacat acaattgtaa tcgatataca cgtaaggctg cttgaatcaa aatatccgct
  3143161 cctaatttct cattttttat actttagaag aaaagcagca acttacacag ttgctgcttt
  3143221 ttcttcttct tgttcctctt ccatcttacg aatttcaaca cgtttaattt ggtaagcgtc
  3143281 tttttctaac actttaaatt cataaccttc cgcctcaacg tgttgtcctt cttcgatttc
  3143341 atgattttgc atcataatcc atccaccgat tgtatccaca tcatcttctt caatgtgtaa
  3143401 tccaaataaa tctttcactt ctgagataag cacttttcca tcaacaatga tatgttgctc
  3143461 gttcacatgt tgaattggtg gtgcttcatc ttcatcatat tcatcacgaa tttcgccgac
  3143521 gatttcctcc aagatgtcct caaacgttac aattccagct gttcctccgt actcatcata
  3143581 taaaacagcc atcggaattc gcttcttctg catttgaagt aataaatcgt gaattggagt
  3143641 tgtttccatc acttcaataa tcggacgcat atacgagcga atggatgata aatctttttg
  3143701 atcctcggtc atatatcgaa taaagaaatc ttttacgttg accataccga taatatcatc
  3143761 tttatcttct ccaaaaatcg gataacgtgt gtatcgctca ttttggatta ctttcatgtg
  3143821 ttcttctact gaatcttcca ggtagaaacc aacgatttct gttcgcggta ccataatctc
  3143881 ttttgcaata cgattatcaa attcaaaaat gttatttaca tacttgtatt cagcttgatt
  3143941 aatttcgcca ctttcatagc tatctgaaag aataaggcgt aattcttcct ctgtatgagc
  3144001 tacttcatgt tcagaagccg gttttaaacc gaataaacca gttatcacac gagctgaacc
  3144061 atttaatacc caaataaatg gatacatcac tttatagaac atcattagtg gagctgcaaa
  3144121 taataatgtt actttttcag ccttttgaat tgccatcgtt ttaggagcta attcccctac
  3144181 tacaacgtgt aaatacgtca ttaacataaa agcaagacca aatgttaata ctgatgaaat
  3144241 agaagggttt aagttccatt tctcaaataa cgggtgtaat aacttttcaa ttgtcggttc
  3144301 acctaaccaa cctaatccca tagctgtaac tgtaatacct aattgacaag cagataaata
  3144361 ttcatctaaa tttgttgtta cctttttcgc tgctaaagca ccgcgttttc cttctgcaac
  3144421 aagctgatca atacgacttg aacgtacttt tacaatcgca aactcagctg ctacgaaaaa
  3144481 tccagtaaat gcgattaaaa tcgcaaccat gactaaatta aatatttcca atgaatcccc
  3144541 ttagttaaaa aactaaggtg tccacctcct gtatactata atgttttctt atttctttct
  3144601 tagaaaacat agcccgatac aaaaattaaa gaggtcggat ttcacttgtt ctataataat
  3144661 agagcaagtg tctgtattaa agctgtcgtt tgaccagata aagatttcga tattttttca
  3144721 cgttgtgaat cagtcaatcc atctaaaagc ggctttaatt ccgttaactc tgcttctaat
  3144781 cgatgaatat ggtctgtcac ttcattcact tgtttcgaaa cgtgttcatt gataccgagc
  3144841 agcttcttct tctcctcgat tttctcttta atctcacaaa gcggcatatg catttctttg
  3144901 cacttctcaa taaattgtaa tgtctcaaat gctgtttcgt cgtaatagcg ataattagat
  3144961 tgagatcgct ccgcttttaa gatacctaga ttcgtataat aatcaatcgt tcgtttcgac
  3145021 acgtgagcca tgagagccaa ctgtccgatt cgatacacct tcccaacgat cttcccccct
  3145081 tgtttatatt actaacatca tacaatacat aaactgtaca gtcaaacgtg acggtttatt
  3145141 gttcataatt tatacaaaat tacatatgtt ttctttcgct tacaaactat tattttaact
  3145201 aactgaataa atagattaat aattttataa tgcgacgtgc taacgaaata tattcatgaa
  3145261 atcacatgct ctcccatttt ctaaaaatca actctgcaca ataaaattcc tactaaactg
  3145321 aaaattgagt tataatatca ttataaaata tgaaggagga atgcacgcat gtactacaac
  3145381 acttcattcg aaaatgatca acctgtaggc cgtctataaa ctaagacggg caatcatata
  3145441 acacgtgcac catgcctcgt cttagggaac ccataatacc ctaaaaatag acggaggtac
  3145501 ttcaaatgaa acaaacaatt ttaggagcta tatgtttatc actagcagca agtatatggg
  3145561 gcggtatgta tgttgttagc aaatatgtac tcgactttat cccaccacta acactcgttt
  3145621 ggctacgctt tatcattgct tttgttgttt tatatggcat tttgaaaata gctgagaaaa
  3145681 aacaaaagaa aaaagtaacc attcacaaaa aagattggct cctattcgct tggattggat
  3145741 ttatcggata tttcatttcg atcacttgtc aatttatcgg aacaaaatta tccgacgccc
  3145801 atacaggctc tttagtaaca tcagctacac ctgcatttat cgttatattt gcagcgatca
  3145861 ttttaaaaga aaaactaacc gctcgtagac ttttatctac tatcatagcg acaatcggtg
  3145921 tcattatcgt aatcggatgg gatattgaaa ttggctccta ttttatcggt acaattatat
  3145981 tagttggggc agctattacg tgggctttac tatctattta tgtgaaaatt gcttcagcga
  3146041 aattttcatc tttagtgatt acaacgtatg ctatattctt ttcactcttt tttattacac
  3146101 cttttatggt atgggaattt caatcaaacc caattgaaca tatgaatatg tacgtactat
  3146161 taggcgtact ttatttagga atcgtctcaa cagcaggtgc ctttttcctt tggaataaag
  3146221 ggctagaatt aatggatgca agcatcggct cattattttt cttcttccag cctatcgtcg
  3146281 gatcgttgct tggttggtta ctcttaaacg agacattgag tagtaacttt tttattggtg
  3146341 gtattcttat tatatgtagt gttttcatta ctacttttga aaagaaataa aaagcaggca
  3146401 gagattctta gtctctgcct gttcgcatac actctttacg cactccaatg cgacggacgg
  3146461 gacaataatt tcggtaattt cgtatgtttg tcccctcttg ccgcattaac ttgaacttgc
  3146521 gtcagaaaaa tactatttgt aaaatcagcc ccgcgaatat ctgcatctcg taaatctgct
  3146581 ccaatgagat ccgcccctcg taagtctgct ccatttaagt ttgccgcaat taaatatgct
  3146641 cctcttaaat ttgcaccttg taaatttttc tttttcaaat ttgctcccat aagatctgcg
  3146701 ccgcggtgta tgattcgttt cttacgcgca gtattcattt ctttccatac tagttcgctc
  3146761 gtttctaaaa gaagaatgtt cacctctgct ctgtgtaatg gaacatttat tttcattaac
  3146821 tcatctggat ttacattcga aagtcgctct gtctcctcaa ttgcggtctt cagctcttta
  3146881 tgaattggct gtgttgcctt taaaagaatc gcctcattca aataccaaag catttcatgg
  3146941 agctgatgca taaccggaaa agcatcatac atttttctcg catgcttagc atctttccgc
  3147001 caatcaatcc cgttaaacgt aacttgagga attttctgtc cagcgccaaa acattcaaat
  3147061 actgtacagc ctttataacc ttttcctcta agatttttat gtatactgca tttaaaatct
  3147121 gattgtaaat tggaacatgg tttaccacca tctttattca ctgcaaaatc taccgatgct
  3147181 gcgaacggta atgcaacgca acatagaccg aagcattttt cgcagtttgc ttttaaatat
  3147241 tcgctatgat tagtcaaaat gtataccccc tgttgtcttt tgactatttc ataatattct
  3147301 aactgcacaa aataatcaat ttaaaaataa acaagcatct ttcatttcaa atcacaactt
  3147361 tatcattcga tttcctttca attgaaaagg actaactcta cccaatgaat tataattaaa
  3147421 ttataaaaat tcaaacaaaa aggagaatta ctatggcact acaaatgaaa acaaactgtc
  3147481 aaatttgcga tcaatcgcta gaacaagatt ctgaagcata catttgcgta tatgaatgta
  3147541 cattttgtgc accatgtaca gaagaaagac acaacgtttg tccaaactgc ggcggcgagt
  3147601 tagtacgtag accgaaaaag aaacagtaaa aagcaaagcg atatcgcttt gctttttttt
  3147661 aggcatatga aattatatca acgatttttc aaatatatcg aacacaactt caattatatc
  3147721 aacgattatt ttaatatatc gacgtttcga caaaggatat cgacttaccg acaaataacg
  3147781 acactgctat atgaaatgaa aacttaaatt aaacgttcaa aaacttcaca caaacaggct
  3147841 ctggcacagc aacatcagat tgtaaaagag ttagctcacc tgtagattca cttcttgaaa
  3147901 atagcacaag attatgtgat ttttcatttg tagcaacaag aaacttttca gtaggatcta
  3147961 atacaaagtc tcttggccaa tttccttctg tagatgtatg tgcaacaaat gtaagcttgc
  3148021 ctgaattttc atctacactg aaaacagcaa tactattatg accacgatta cctgcatata
  3148081 caaagcgacc atcagaagaa atatgaatcg cacttccttg attattttca tcaaatgctt
  3148141 taggaatggt agaaatatac tgtaattctg taaatggtcc ttctgccgga ttatatgtta
  3148201 acataataac ttctgaacta agctccgtca tcacatacgc atactttcca tttggatgaa
  3148261 aagtaatatg tctcggacca ctccctggat ttacagataa acgattcact tctgttaata
  3148321 cactatcttt tatttcatac gtaattattt tatctatccc taaatcaaca cccactacat
  3148381 atttttcatc aggagtatat cccgcgtaat gtgcatgtgg tttttcttgt ctttctttat
  3148441 tcggacctga accttcatgt gccataatcg atgccgcagg acttacagtt ccatcttctt
  3148501 cattaactac aaaagactca atcgttcctt tatggtaatt tgctgtaact accgtatgat
  3148561 ttctactatc aacactcaca tgacaagggg aagccccttc tactacttgt ctgttttctt
  3148621 ctgttagctc tccagtttta ctattaattg aataagcagc tacaccacca gattcgcctt
  3148681 ccttaacaac agagtagaga tattcattat ttcgattaat cgttacatat gtagggttat
  3148741 ccaacttggc tgcaagtgtt acattactaa ttttctttgc ttccgtgtct aacgtaaact
  3148801 tatatattcc ttcactattt tctttcgtgt atgttccaac atatccaata aactctttat
  3148861 tatccttcat tttcataacc ctctctccct atatttttcg ttcatcatac ttcttaacat
  3148921 attttatgtt gaaagagtat cctaaaaaaa ttggagtacc tctttatacg ttaccatatt
  3148981 tctctgctaa atagccttta aacccacttt ttttgataat ctgctatact ttcatattct
  3149041 tcttccaatt gacgggacag acgaatatag attggtgtta aatctttata tttttccaca
  3149101 ctttccatgt ttggttcatg gtggaaattc gcacctacca tttcagaaac tacatgtaac
  3149161 gtatctactt cacctaaact atataagccg agtatggcag ctcctaagca agagctttcg
  3149221 aaactttcgg gaacatatac gtcttggtga aaaatatccg ccatcatctg tctccaaagt
  3149281 tccgatcttg caaaaccgcc tgtcgcttga atttttttcg gttcgccaat gagttctttt
  3149341 aaagcgagaa gaactgtata taagttataa attacccctt ctaaaactgc acgaatcaga
  3149401 tgttctttct tatggtgcaa tccaagtcca aagaatgatc ctcgcgcatt tgcattccat
  3149461 aaaggagctc tttctcctgc taaatacggg tgaaataata acccatcaga tcccggattc
  3149521 acttttgctg ctatttcagt aagcacttca tatggatctt ttcctaagcg cttcgcaagc
  3149581 tcaatctctg aagtacctaa ttgatcacga gcccacctga aaatcatacc accgttatta
  3149641 actggtccgc caattaccca atggtcttca gttagggcgt aacaaaaaat tctacctttc
  3149701 ggatcagtta caggtcgatt tgttacagca cgtatcgcac cgcttgtacc aattgtaaca
  3149761 gccacaacac caggatcaat tgcatttaca cctaaattgg ataggattcc gtcactcgct
  3149821 cctactacaa atggagtaga aacaagtaca ttcatctcat tggcaagctc ttcatctaat
  3149881 cctgttaaac tgtgcgttgt tggaacgagt ttagaaagtt tatcatctgt aattcccgca
  3149941 acatgtaaag cctcttcatc ccattttaaa gatttcaaat taaacatccc tgttgctgat
  3150001 gctatagaat aatcaattac atactcctta tataacttat aaaaaacata ctctttaata
  3150061 gaaataaatt tataagtttt tgcgaacaat tctgcctgct cattttgtag ccaaactaat
  3150121 ttcgaaagtg gtgacatcgg atgaattggt gtcccagtcc gtaaataaat ttcatgacca
  3150181 ttcatatcat tctttatttt ctctgcccag cttgcacttc tattatctgc ccaagtaata
  3150241 catctcgtta acggctttcc cttctcatct acagcaatga tactatgcat tgccgaacta
  3150301 aaagaaacac aaagaatatc atgcggctgt acactacttg tctgtacagt ttctttaatc
  3150361 gtatgtatta ctgcacgaaa aatttcttct gggtcttgtt ctgctgtttc cggcgtagga
  3150421 gaatataaag gatattcaat tccatgactt gcaataacag atccatctgt agaaaataga
  3150481 actgattttg tactagttgt cccaatgtct acaccaatca tatattttga actcaccatt
  3150541 tcttcctcct aacaaaaaat tactacagta tcccaccata aaaacatcct tattttaaat
  3150601 aaacatatcg agtagtaaaa ctcctccaaa agcgataaat gaaagtaatg tttctaatac
  3150661 tgtccatgtt ttaaatgttt ctttcactgt taaacctagg tattctttta ccatccagaa
  3150721 cccagcatcg tttacgtgag aaaacattaa tgctcctgca cccgttgcaa tgacgagtaa
  3150781 ttctaaattc acacctgtcg tattttcaac gattggcgaa acgatacccg ctgctgttgt
  3150841 taaggcgact gtcgctgacc ctgtcgcaat tcgaattaat ccagctacca taaatgctaa
  3150901 tacaattgga gatagcgcta aatgttcaga catttgagca atagcattcc ctacaccact
  3150961 atcgataaga atttgcttaa atccgccgcc agcaccaata atcgcaacaa ttgaaccgat
  3151021 tggtaataag ctatcttctg ttaccttctt aatcgccttt ttatcgatac cttgacgaaa
  3151081 tccaagaaaa taaaacgctg caaaacatgc aatcaaaagt gcaatgatag gactaccgat
  3151141 taatgtgaca atcttcatca aggtagtaga aagcggaaca taaggagctg ctgctgctaa
  3151201 caccattaac attacaggta acaatataac taaaaacgaa actcctattc ctggtaattt
  3151261 cgttgatttt gtatttacac gaatcaattc tggctcattt tcaggaatta cacgtttgtg
  3151321 aatccattta gcgaatatag gacctgcaat aatcgctgca aaaaatgtaa taatgagtga
  3151381 atacaataat accttcccaa gattcgcttt ataaatacct attgcaacga ttgcccctgg
  3151441 atgcgaagga acaaggccgt gtacgacaga taacccagca attgctggta atgctatcaa
  3151501 taaaatattt tgtttcgttg ttttatgaat agaaattact aacggcaata atattaaaat
  3151561 gcctacttca aaaaatactg gaattccaat aataaaaccc gcaattaaca tcgcccatgg
  3151621 taagtttttt attccgaagg atttaataaa gaactctgcc acttgcattc cagcacctga
  3151681 ctctgccatc attttcccta aaattgtacc taatactaaa atacctacta aatgcccaag
  3151741 aacacttccg actcccgttt cataagcact cactatttta tccattggca ttccagacat
  3151801 aatagctaaa aacaaacttg caatcgttaa actaataaac gcatgccatc tccaccacga
  3151861 tacccctaaa ataacaatta caattgataa taatgtaatc attaaaaggt acatgttcat
  3151921 acgcaattcc acccctttat gtaaaccctt tcaaaaatga tatacaatga aaagaaccta
  3151981 tatagttctt ttttgagtaa aaatttatat atcgatatac aactcatctt cacaacataa
  3152041 taatttatat aaaaagaatc tcccttacca gagatacatg ttacctactc tctctgataa
  3152101 ggggatttct ctttcataat tgtaatgtta ttgagataaa cgctacgcgt aagcatattt
  3152161 tccttcttca aaagtgaatg acactttctt ctcttgctat tttcacatag taagactcca
  3152221 aactcgggat ccaagttaaa cgatgaagtt acctaggaat ctgtcctctc atgaaaagca
  3152281 attttcagaa atcctctcac ttttatacat tataatttag gtgctttcgc ccaatctgca
  3152341 gcgaactttt caataccttg atctgttaat ggatgcatag caagttgttc aattacttta
  3152401 taaggaattg ttgcaatgtg agcccctgcc atcgctacac gagttacatg atctggatgt
  3152461 ctaacagaag ccgcaataat ttgtgtatct aattgatgaa catcgaataa ttcagcaatt
  3152521 ttagcaacta ataatacacc atcttcagaa atatcatcta aacgtcctaa aaatggagaa
  3152581 acatacgttg cacctgctcg agcagctaaa agtgcttggt tcaccgtgaa aataagtgta
  3152641 acgttcgttt tcacaccttt ttcagtaagg tagcgacaag cttctaatcc tgctaacgtc
  3152701 attggaagtt taattgtaac tttttcatcg ccgccgttaa tcttaatcag ttcctctgct
  3152761 tgggcaatca tctcttcagc tgtaacagca tctggcgtta cttctgccga aacagattca
  3152821 actttaggaa ctgcctgaca aatttctgca atacggtctt caaatttaat gccctctttt
  3152881 gctactaaag aaggattcgt tgtaacacca gctaaaactc caagtttata tgcttttttt
  3152941 atgtcctcaa gatttgcagt atcaataaaa aacttcatga tttattccct ccatttttta
  3153001 aacgtcaatg agttaaattt ttaagatatt tatttctttt ctactgcatg tccgccaaat
  3153061 tcattgcgca gagcagctac tacttttcct gtaaatgtat cattgtctaa tgagcggtag
  3153121 cgcattaata gagacattgc gataacagga gttgctgttt gaagatctaa tgccgtttct
  3153181 actgtccatt ttccttcacc agaagaatgc ataacaccct taatttcatc cagttttgca
  3153241 tctttagaaa atgcattttc tgttaattcc attaaccatg aacggattac tgaaccgttg
  3153301 ttccatactc ttgatacttt ttcataatcg tagtcaaatt cacttttctc tagaatctca
  3153361 aatccttcac caatagcagc catcataccg tattcaattc cgttgtgaac catttttaag
  3153421 aagtgaccac taccagcttt tccagcatat aagtatccat tttctacagc agtatcgcgg
  3153481 aagataggtt caacgatgtc ccaagcttct tgatctcccc cgatcatata acaagcacca
  3153541 ttacgagcgc cttccattcc accagaagtt cctgcatcca taaagtgaat gccatctttc
  3153601 tttagttgct catatcggcg aatagactct ttataatgtg aattacccgc ttcaattaaa
  3153661 atatctcctt ttgataaaag tggtgtaacc tcatcgataa cagaatctac aacagcgtgt
  3153721 ggtaccataa cccaaagaac tcttggtgat tgtaatgact gaacaagttc atttaaacta
  3153781 gatgcacctg ttgccccgta ctctttcatt tcttccactg cacttgcatt caaatcaaat
  3153841 gctgctactt catgtttatg atcgattaaa tttttcccta agtttaatcc cattttacct
  3153901 aagccaatta atcctacttg cataatataa ttcctcctca aatcatcttt tattaaaaat
  3153961 tcatatcact acaatctgga ataccttgca gcactgatat gtacggaaag gtattcacag
  3154021 tcatagctta agaatttaat acattttttg taatttgaac aacattttct gtcgtaaatc
  3154081 caaatagatt catgacttca gccccagttc ctgaagctcc aaatgtttca atcgataata
  3154141 tgtttccttc ttgtcctaca taacgctccc agccgagaga tacacccatc tcaagagata
  3154201 ctcgtttcgt tacagaagac ggaagaacgg attctttata ttctttcgat tggcgatcga
  3154261 ataactccca gcttggcatt gcaacgatgc gaacagagac attgtcttct tctagtttcg
  3154321 ctttcgcact agcagctaag gatacttcag aacctgtcgc aattaaaatt acatccggat
  3154381 tttcattcgt ttgtgttaat acgtaagccc ctttagaaag attctctatg tttgctttcg
  3154441 tttcatgaaa caccggtaaa ttttgacggc tcagtactaa aacgactgga ccttccgttt
  3154501 gctgtaaagc atacgcccac gcacttgctg tttcatttgc atctgacgga cggataactg
  3154561 ttaaaccagg gattgcccga agagctgcta aatgttcaat aggttcatgc gttggaccat
  3154621 cttctcctac agcaattgaa tcatgtgtaa atacgtacgt aacaggtaac ttttgcaatg
  3154681 cagccagtcg aatagatgga cgaagatagt cattaaatac aaagaatgta ctcacgaacg
  3154741 gttttactcc tccatgaaga gccagtccat tcgctgctgc gcccattgca tgttcacgta
  3154801 caccaaagta tatatttcgg ccagcatacg attctaccgc atacactgct tcccctttta
  3154861 tatctgtcat cgtagaatga gaaagatccg cacttccacc gaaaatagaa ggaatcgatt
  3154921 tcacataatg attaatagct tccccacttg caacacgagt tgaaatcgtt ttttcactat
  3154981 caaaggatag aatgtctttc gcttcgatta aaacttcacc tataattgct ttttctaatt
  3155041 catctgctag tgcaggattt gactctctgt ataagttgaa ctgctcattc cagccacgtt
  3155101 ctttttcaat acctttttgt ttcagttcat taaaatgagc tgttacttct tcaggtacaa
  3155161 agaagtcttc ttcataatgc caaccataca cttgttttgt cgctgtcgct tcttctaatc
  3155221 caagcgggtt accatgtgct ttgttcgttc cagcaacttt tggacttccg taacctataa
  3155281 cggttctaat ctctataaga gtaggttggt ccgtattatc tttcgctaat tgaatcgctt
  3155341 ttgtaatcgc atcaacatcg tttccatctt caactcttac atattgccaa tgtgcagatt
  3155401 ctaccctttt ctgcatatct tcagagaaag caatgtttaa ttcaccatca agtgaaattt
  3155461 catttgaatc atacagcaca attaacttgc caagtttcat atgtcctgcc attgacatcg
  3155521 cttcataagc gacaccttcc attgacatcg cttcataagc gacaccttcc attaaatcac
  3155581 cgtctccgac taaagcgtac gtattgtgat ctataataga gtgaccatcc ttattaaact
  3155641 tcgctgctaa atgcgcttct gccattgcca ttccgacagc attggcaatc ccttgtccta
  3155701 acgggcctgt cgtcgcttca actccagaag tatgaccaaa ctcaggatgt cctggtgttt
  3155761 tactatttaa ctttctgaag tttttcaagt catcaattga aacgtcatat ccagctaaat
  3155821 gaagtaggct atataataag ctagatccat gccccgccga taaaacgaag cgatcacggt
  3155881 taaaccattt tggatgatta ggattatgat ttaaatgatt cgcccataat gcataagcca
  3155941 ttggcgctgc tcccatcgga agacctggat gacctgaatt tgccgcatta atagcatcaa
  3156001 ttgataacgt acgaattgta ttcactgcta attgatttat gttttgtgtc atagtaatcg
  3156061 tccccctaca tgctttcatg aaagaaagta cttatttttt cgtttcttga tctaaccacc
  3156121 atttaaatcc actttcttgc aataattcat tagatgcctc tggaccatat gaaccagact
  3156181 catattcatg aagtggtaat aagttttcct cgaatgcttc aagaattggt tgtacccatt
  3156241 cccatgacaa ttcaacttct ctccaatgtg caaagaatgt agcgtctcca ctcacagcat
  3156301 catgaatgag tctttcatac gcttcaggta ctcccacatc cgcttgctca caagtaaagt
  3156361 taatacggat cggttcaatt tctccatttt tcaatggatt tttactattt aactgtaatg
  3156421 aaacgttctc acctgggcta atttcaatta ttaacaagtt aggtgctgca tttggattac
  3156481 tatcttgata ttgctgtttt aacgtatttt taaattcgat tacaatacga gtagactttt
  3156541 ctttcattcg tttgcctgtt cgtatataaa agggaacgcc agtccaaaat ggattatcga
  3156601 tccacaagcg agcagcaata aatgtgtcta tattagaaga gggatttact cctggctcct
  3156661 ctttatatgc tacaacttgc ccgccattta tctcacctgc accatattgt ccgcgaatga
  3156721 tatggttttg aacgtcttct tttttcactt tacgaagcgc ctccattacc tttcgctttt
  3156781 cctctcgaat ttcacatgca ttaacctttt ccggcaaatt catagcagtc atcattaata
  3156841 tttgtaacat atgattttga accatatctc gaatggctcc tgcctgatca taatatcctg
  3156901 ccctttcttc aacaccaact gtttcactcg ctgtgatttg tacattcgct atatgttctt
  3156961 tattccaaat cgattgtaaa acaggatttg caaactctag tgcttcaagg ttttgaatca
  3157021 tcggcttacc taaataatga tcaatacggt atatctcgtc ttcttcaaac gtgcgactaa
  3157081 gcttatcatt cagctcacga gcagatgtaa ggtcgtgccc gaacggtttc tcaatcatta
  3157141 ggcgtttcca tccatccgtt ttatcaagtc cgctttcctt aatatttaaa gcgattgtct
  3157201 caaaaaattc aggagcaccg gaaagataga acattctatt cccttttata tgtagctctt
  3157261 cttccctttc acgaacgact tgtaataatc tctcatagtc ttccggctta ctcacatcta
  3157321 atggacaata gcgaaaatta tctaaaaaac cttcgagttc tggagtacct tcttctctat
  3157381 gacgagaaaa cgtctctatt gattctttta ttcttttttg aaaatctaca tgagatactt
  3157441 cacgtctccc aagcccgata acggatattt gctttggaag cttttgatct ctatataagt
  3157501 tatatagtgc ggggtaaatt ttgcgtttcg ctaagtcccc tgtcgctcca aataaaacaa
  3157561 aggtcattga ttccaatttc agtccccctc ttgttgtata atcctggtca atatattaaa
  3157621 aatgaattgt acagaagctc atgtttttat aaaaaacaaa gagttatcaa attccaattc
  3157681 tttttatacc tttcgctttc taattgtccc caatattaat agtggcaatt caaagcgttt
  3157741 ctaccacgac ttacttattt ataaaacttt acgaaacaat atatattaaa ttacttttag
  3157801 taattaaata gtattatgtc tagtatatta accacataaa ttattatcgt caataaaaat
  3157861 gtcttaaatt acatactatt tatttcgtaa tacttttcta agtttatcct tagttaccac
  3157921 tcattttcaa agataatgat cgatataaaa aatatcagtt tcatcaaaat cttcaattaa
  3157981 tttttcgtta aactcgtgag cagacgttac atgatgacca aaaggcttct ctataataag
  3158041 acggttcaat ccttttgtag cccacaatcc actttcctta atatttaaag caatgacatc
  3158101 aaatactttt ggtataacag ataggtaaaa catacggttt tcaggaatgt ttaattctgt
  3158161 ttcacgtctc tttacaagac tcaacaaatc ttgatagtcc tctatattcg ctgtatttaa
  3158221 ttgacaataa cgaaatgtgc taagaaattc ttctactcct gattcgtcat cagtagatct
  3158281 tctagaaaat gtagcaaggg attgttctac ctttgtttga aattccacat ctgacattac
  3158341 ccttctacca ataccgataa tcgaaataga ttgcggtata ttcccattac taaataattt
  3158401 gtataaagca gggtaaattt tgcgtttcgc taaatcccct gtcgctccaa ataaaagaaa
  3158461 tgtcattgaa tccatttgtt ctctcccttt taaaacaatt gctagaatag aatatataaa
  3158521 ctcattcgct acttagcaca atactgtctc taaaacctca tactttacca atgtttcttc
  3158581 aatactattt tgccacgagc acgctctgac tcacttatgt ggtgtgcttt ttttacacct
  3158641 tctacatgta aaggcaacac atgcgtgaca acgggtttaa tcttcccgcc ctcaattaat
  3158701 tctgtaataa gagaaagttc atatccgtta ggttcagtaa atatatggtc actctcaata
  3158761 tttttctctc ttgatatctc ggtttgcgga atttccatac ctttcggacc ataaatagac
  3158821 gctaactttc catttggtgc aagcacttta taactatcct ttagtacatc tccgcctaac
  3158881 acatcaaata caatattgta attatgcaaa agcaaagaaa agtcttccgt tttgtaatcg
  3158941 acgacagtat cagcgcctag atcctttaca aattgcatgt ttttcgtact agtcgtagtt
  3159001 gcaacatgtg caccgaaact tttcgctagc tgaatagcaa acgttccaat cccgccagat
  3159061 ccagcatgaa ttaaaacctt attacctttt tgaacatttg cgaacttcac taagctttgc
  3159121 caacttgtca aacctactag agggattgat gccgcttctt caaaagatag atttctcggt
  3159181 tttttcgcca catatttttc atctacagcc acgtactctg cgtacgtgcc gtttcgttca
  3159241 atatctggac gactgtatac ttcatccccc actttaaata ctgttacgtt ttttcctata
  3159301 gcagcaacta cacctgcaac atcccatcct aaaacgagcg ggaagtcata agaaattacg
  3159361 tcttgcagta aaccttcacg tattttccaa tccacgggat ttacaccagc tgcatatact
  3159421 tcaatcagta catcgttgtc tcccaatagc ggtgtctgca tttcaatctc ttgtagtacg
  3159481 cttttatctc catattgcgt aagtcctatt gctttcattc ttttcactcc tttacaaggc
  3159541 tgggaaatgc ggtagtactt cttctcctag ctcatccaat acttcgtcag ctggacgttg
  3159601 accatcaaat agagcaagga ataaatgatt cacaccaata cttttatata tatcaagtaa
  3159661 ttcaattagt gccttacgcc ctgtacggta acctaaacgt atcggtgtag gacgttcatt
  3159721 tggatcttca gataaatcta aatgcatcgg ttggataaat ggtttaaata catctggatg
  3159781 ataatcctct actagttctc tccattgtcc aattgctgct gcctgatgca ctggactacg
  3159841 tggataatac atccatccat ctccatgttc agcgaaccat tccatatttt gctgactaaa
  3159901 acctgtaata aaggttggaa cacgtttaga cggttttgga actaaatttg caccatgcac
  3159961 ttctcctagt gtcgactgga tagacgggaa gtttttatac aaaatttctt ccaagtaagc
  3160021 aaatgcttct ctaaactttt cacctcgtgt ttcatgacta acacctaacg ctttaaaatc
  3160081 ggcacgtctg tcaccggatg aaacgccaag cataattctt tctggaaata gttgatctaa
  3160141 tgtagcaatt tcttttgcta cacgcaatgg atgacgaagt gacaacactg ttgccgacgt
  3160201 tccaaatgcg attttctctg ttttacttgc taaatacgtt aaataaatca tcatatcgta
  3160261 aatttgacct gtagcaggat caccaaagtc agggtcttgc agtaaaacat cgcgaagcca
  3160321 tacacctgta aaaccatatt gttctgcttt ttgtactaac tctacttgtt tttccatcgt
  3160381 tggagcatga aactgataat tttcaatcgg aatgtggact cctaatgtaa gctgatcttt
  3160441 cgcaaacata cgattatatc caaaatgatt cgcaaacttt tccatttgtt tcactcactt
  3160501 tcctttattc atataaatct atacttttca tatttcttct caaaattcat aagcaatact
  3160561 gtagcaccac attgttgccg attgtcatcg ttataacttt ctttgtgcta cgagtgttat
  3160621 tataaatcgg tcataacatg aataacagta cgtactttaa agtgatgtag gcactttaaa
  3160681 gtacctatac taagtgagta gtaataaaca taatgaataa atcgtgctgc aaaaataaca
  3160741 tctatccttt cttcaaaaaa ctttacagtt gcttttgcaa gtacgttaca tgatcccacg
  3160801 tactttcctc ttctttatat aaaatgctca atatccaaat tcaaaatatt atacttattt
  3160861 ttcgtacttt gctatgctat aagcacaaac aggaggtata aacaatgaaa gcacaaatta
  3160921 tccattcttt tggggattca tctgtatttc aattagaaga agtttcaaaa ccaaaacttt
  3160981 taccaggtca tgttctaatc gatgtaaaag caacaagtgt aaatccaatc gatacaaaaa
  3161041 tgcgtagtgg tgccgtttca gcagtcgctc ctgagtttcc agctatatta cacggcgatg
  3161101 tagctggtat tgttattgaa gtcggagaag gtgtttcgaa attcaaatgt ggggatgaag
  3161161 tatacggttg tgccggaggt tttaaagaaa ctggaggtgc acttgcagaa tttatgcttg
  3161221 ctgatgcgcg attaattgct cataaaccta acaatataac aatggaagaa gcagcagctc
  3161281 taccattagt tgcaattaca gcttgggaat ctttatttga tcgtgcaaat attaaatcag
  3161341 gtcaaaatgt gctcattcat ggagctactg gtggcgtagg acacgtagcc attcaattag
  3161401 ctaaatgggc tggtgctaac gttttcacaa ctgcttctca gcagaacaaa atggaaatag
  3161461 cccatcgtct aggagccgac gtagctatta actataaaga agaatctgtt caagaatctg
  3161521 ttcaagaata tgttcaaaaa catacgaatg gcaacggatt tgaagttata tttgatacag
  3161581 taggtggcaa aaatcttgat aactctttcg aagctgctgc agtcaacgga actgtcgtaa
  3161641 caattgcagc tcgttcaacc catgacctct ctcctttaca cgcaaaagga ctctctctgc
  3161701 acgttacttt tatggcgtta aaaatattac atacagataa gcgtaatgat tgcggagaaa
  3161761 tcttaacgaa aataacaaaa attgtagaag aaggaaaact tcgcccattg ctagattcta
  3161821 aatcttttac gtttgatgaa gtcgcacaag cacatgaata tttggagtcg aataaagcaa
  3161881 taggaaaaat agtgttgaaa aacgtttggt aactttcact tcataataca actattgttg
  3161941 aaaaataata gagggatcgt tttaaacggt catatttttt cttaagagat accacagcgc
  3162001 caaaatcgct ccatccttta caacaaataa aaaataacag ccgaattttt cttataacag
  3162061 aaaattcggc tgtttgcatg ttgcaatttg ctttttctat atttccgtta atagataaaa
  3162121 tacaactcat ttactttatc ttcaacagaa tataatgttg tttttaattt tttaaaatac
  3162181 actacgtact aatcccccgt ctattcgcaa cgcggaacca ttaattgctg aagaaagtgg
  3162241 gctacttaag aaagtgacaa gatgagcaat ttcttctggt cgaataagtc tttgaatgat
  3162301 agaggttggt cgattctctt tcataaatcg cttctcagct tcttctattg tcaattgctc
  3162361 attaggatac agactattta acatagtctc cactccttcc gttaaagtcg aaccaggcat
  3162421 tatagtatta acagttacat tcgttcctgt cgtcagctca gctaaactgc gagaaagtga
  3162481 gagttgcatc gttttagtcg cactataatg agccatttct tgagagggca taatagctgc
  3162541 ttcgctagca ataaagatga ctcttccttc ttttctttca atcatttttt tcaagtacga
  3162601 acgagtaagt cgaacaccac tcataatatt gacttcaaac aatttaaacc aatcttcatc
  3162661 agggatatca aaatattcta caggttcaaa aattcctaag ttgttaataa gaatgtctac
  3162721 tttagggtac ttttcaatca catcttggca cccttgttct gttcctaaat cagctactac
  3162781 gggttgaagg atagcatcag gatactgcgc tcgaatttct tttatcgttt cattaacatt
  3162841 ttcttcacgg cgtccattaa taagtacatt agctccttct gctactaatg aagtggcaat
  3162901 tgcttttcca atccctgccg tagatccggt aaccagtgct gtttttcctt ttaattgcat
  3162961 atgcatatag atccctccaa attcatgtgc taaatgattg acttacgttg gaataaataa
  3163021 ttacgtttat attgtggttc acttctcata tctttaacag aaaataagca gatccaccct
  3163081 tttttcaaaa gaatataaac gaaaattatg tagctatttc actctgtact gaactaaaaa
  3163141 tcaaaatcat cagtatttag atctactcaa taattctaat tcaaatcatt ctaatgtaaa
  3163201 aaattacatc aacagcagag taaagctaaa accaactagt aaataccatt atgatctata
  3163261 ttaactagaa agaaaattac gcactttaaa gttccatagg aacaaaaaag tgccctatat
  3163321 actatatttt aactttttat atttactaac gtagtatctt ttctatcata gaaaagagta
  3163381 atttaaaaac aactttttac ttatctgaat taccaattag tacgagatga taatccttga
  3163441 agtaacataa cattctaaaa aaccttgcag aaaaattcta caaggttttt gtgtatacat
  3163501 acatattaat cattatatta aaatgaaagg gtttataatt catcacaata gtattaaata
  3163561 taagctgctt taaatgcttg ttgaacagct tgtacttcta atgagtcttt accatataaa
  3163621 ttcattgcta cacgaataca agcttctttt aattctttaa aatcagaagt catatttaat
  3163681 tcatcggtat ttgcataata gaaaatatca aacattttat cttccccaat accttgtaca
  3163741 tttactccat tatgatttcc accactagca attaaataag ctactttatt tataatgcta
  3163801 gagttcgtgt gtacaccacc ataatcatgg tcagcatcaa taggtaaatt attataatgt
  3163861 ctataatctt ctggatatct agaagagata gatgatgggt ttttcatatc tctaaatata
  3163921 cgacctgatt gttcccccat tgtccaattg aactttccgt tattggcata cttttcaact
  3163981 gctaccccta aaatatcaga tagagcctca ttaatggcac cagcttctcc tgcgtactca
  3164041 agtccagact catttcttgt aaccgcgtgt gtaaactcat gtcctgccac atcaaatgct
  3164101 ctaacaattg gatctccgta tactagcata gccccattac taaatgcatt aaaccactgc
  3164161 ttaggattcc ctatattctt accatttgta ttccagccat gaacaactga aattactttt
  3164221 tgtccattat tatcaaagct gttacgacta tatttttctt tataaaaatc atatactttc
  3164281 gttgctaaat aatgtgcact aactgcttta ggatctgtaa aatttgtaga attacttgtt
  3164341 actaaatcat ccaaataccc ccatacattt cttctataat tattataatc tttataattc
  3164401 gcagtatacg tttcaattcc cttaccacga gaataatctg caagagtgta cgttccatca
  3164461 cttcgctgtg taattccaaa cgtacgattc atacctaaat catcttttcc tgttcctgtt
  3164521 aattttgaag gatcttgtga tttatttgct gttgcagatt gaacgatact gctatctact
  3164581 tgtataccca atttttgaac gagttctttt aatagatccc caacaaaagc atcaattaat
  3164641 accgtaccag atacatattc aggtgtagag gcactaaaag taatttgata tgcgtttgta
  3164701 gctttatttg tattttcatc tacatatacc acttgtttaa tttctggttc ttcaacaaat
  3164761 gtgagattat ccccatagat tttaaaaagc tgcttctttg catcctcttc tgatagaata
  3164821 ataggttgtt tcaaatcttc ctgttgttgt agatcttggg cactatcccc cgaaatactc
  3164881 gtaagtacac catcatcatt aatatgtgct gttagttgat atccgtatac atcacgtcct
  3164941 tcatatgttt gttgaagacg caccaatgta gtaccatcat aagatttacg actttgcgtc
  3165001 acattataat taacttttga ttccgtgtta acttgctttg aggataatgc ttgttctgtt
  3165061 ttccctttca gcgcatcctt tactacattt tctgccgatt tttgagaagg tgctgttaaa
  3165121 ttacctgttc ggaacgtatc ttcctttgtt tccactttta aatcttctgt tgccgcatgt
  3165181 actcctccat aaggaataat cgccgataac accactcctg tagttaaacc taactttacg
  3165241 aaattattca tattcttact cctttgtaat cttattatta aattaaataa atgtacttta
  3165301 gaattttaag catagataaa acttttaact atagtcaatc aattttacat acataggtta
  3165361 atagattagt ttgctacatt tttagattca attcatttct caaaaatcac tcattatata
  3165421 aactatcttt atatttattt atatacgtta ttttttgtgg ttctgataac atatttattg
  3165481 ccatccacac attctttttc atttctaatt tttgcattgg tatttctttt aacaagggat
  3165541 tacttataat cacttccatt tcttcatcaa ttcttttcat aagattttct tctggattat
  3165601 tttttaaata agtatttttc aatccccatt ttgtcattat aatttcattt gttttattca
  3165661 taggattaat aatagtagct ttactagtta atcgtttttt tacttcatca tgatagattt
  3165721 taattctata tccttctttt agtgggatga tatcttttac aacggttaca tttgttcctt
  3165781 ccatttcctt cgtataaatt ttttcacctt tctcattaaa caactctatt gatgcatatt
  3165841 tttcacctgc ataatagcta tgaggcgttt tagtagtaac cgtaaaaaca gctcgctctt
  3165901 gctctaagtc tgtatttaat tcggcaaact gatcatctcc taatcctagg aattgaatcg
  3165961 tttcatttac caaattgctt actttcattt cgttaacatc aatcgttaga ctattatcct
  3166021 tttcctttac ataggcataa tacgtactga aatggtacat actatccgtt ttcccacctg
  3166081 aaatctcaac cgtatagatt ccatttggta cgtcttgtaa attgatatct gctgtttcaa
  3166141 ttgttttttc ttgaataact gtattccctt cttttaattt aatctttcct cctttcaatg
  3166201 tatctatttc atttgtattt aaatggatat gcaaattccc ttttaaccca agtgaagcaa
  3166261 tttgctgatt cctaactatt tcaaagttag agtttatcgg aatatcagga tcaactagag
  3166321 ctctcgcctt agctaattgt gattcaggca ctatatacgc taaagaagta actgccggat
  3166381 aacctttcgc cctattcatc tctatttgtt tatgattaag cttaaagccc catctttcaa
  3166441 aaacgggtgt aaaatccact tgtacattct cgctataata ctgattcatt aaatctggta
  3166501 aagaatggtc acctttttta aaagcagcat tgctagctag ttttcgataa ccttgataca
  3166561 tttttgcaaa agcttcatca ccagcttttt gtttcgccat cgttaaaaga ataagttttt
  3166621 gtcgtaaatc taagtcatca taatttttat tttctttcat taaagcattg tataaattcc
  3166681 gttctacctg ttccttcttc ccaaaattaa ataaccaacc aacttgatct gctttttttc
  3166741 cgtatttact atattgatat tgaacaccaa atagattatt agaaacttct cctgtaaata
  3166801 ttccttgatt atcaaaacct gcttggtatc catgagcgat ttcatgtaaa gttccccaac
  3166861 ttagtttatc taaccacatc tttgtactat ctgtactatt cgctgtccaa tttgcaccat
  3166921 aataggcacc gccagcacca gatatatctg cttttaagaa ataacgattt tgactttttt
  3166981 tattttcaac cgttgagcca tctaaaccaa taatggaatc atacatcgca aaaatatctt
  3167041 cataatatgc aattaactca tccaacgatt gaaagtcttt taaagatctt actaactctt
  3167101 tatctttttt aggtataaat aattggaaac tctccccttg aattaatgca tactctccat
  3167161 caaattgatc ccatgtgcta aaaaattgag atacgcttcc ttgttgttta taaatcggaa
  3167221 gaggtttagt agcactttca ttccctactt ggtactcaag taaggcaggc tcttcaccat
  3167281 acggagtatc tatgaaagga actaaaggcg tatcaccttg aatcgtaatc cattcatttc
  3167341 ctacttgtat ggatttttca ttttttgagt cattagacaa taaacgtact gttaatttgt
  3167401 ctttaaaatt aggattcgtt tgtcttacct ttaatggtgt attcctctgc aaaataaatc
  3167461 ccaaatcttg tcgatcatga tacttcccct tacttattcc tgcttgaaat atccacgtag
  3167521 gctcttctaa actagtaatt tcttttacat ttgttcgttc gtcagcatgt aagtgtatat
  3167581 ttcctatgag gaaaaacatt gtatacatga tgcctataac aagtagcctt ttcatttaca
  3167641 tatctccttt tctatttttt atatacaaaa tacaataaaa ccctccttct tcacttataa
  3167701 ctgtcgtcag taagttactt atcagtgtaa ttattatagt tacattaact cgtgattatc
  3167761 aatcattata tgtatgtaat tttgtatata tagataatta gtattcgcta tttaaatatc
  3167821 atacaatttc acacttttat ttcttctcct tcagacatga atcaaaaaaa cacgaagact
  3167881 taaaagtctt cgtgtttttt gaaatataca ttttgttaca cttgtcattg aattcataac
  3167941 tagaatcttt ttactcattc cttacggata atgcttatta cttatgaaat ttcacacgtt
  3168001 cttcaagcgg ttggaattct ttttctcctg gtgcagccgt tggattacca aatggcattt
  3168061 gcgcaatccg tttccaatta gcaggaacgt tccattcttg ttttacctca tcatcaatta
  3168121 atggattata atgttgtaaa gacgccccta atccctctgc ttctaatcct gtccacacaa
  3168181 ctaattggtg catacctgat gcttggtgtg accaaattgg gaagttttca gcatatgcag
  3168241 caaatttttc ttgaagcgat ttaacgatag cttcatcttc aaagaatagt actgttccat
  3168301 aaccagcttt aaaagaatcc attttttgtt gcgttcctga aaaatctcca tctccaacta
  3168361 cttttcttaa tgtttcagtt gtaatatccc ataatttatt atgagcttca ccaaataata
  3168421 caactaatcg cgcagtttga gaattgaaag cggatggagt atatttcaca gcaaactcca
  3168481 caatttcttt aattttttca tctaatactt gtacctcttt attaatccca tagtaagtac
  3168541 gtctttcttt caatgcagta tagaaatctt ttgtcataat tcaattcctc ctaagtttta
  3168601 atattcttca aaatgttaca ttgcgaagat aatatgagtt gaaatgagtt catttttgaa
  3168661 ccattgaact ccataacacc aattgctagt cattctgaat ctaaaccact gcttattgct
  3168721 tcagttaacc taaaaaaact cttatagcat cattgataca atctagtgat cattcggtat
  3168781 tattttaccc attctctatt catgtattct gcttgtttca tatttacaca aatatgaaaa
  3168841 taaccttaaa ttgatgatca aaaaagccag gtaacatgaa taacacatta cctgggtttt
  3168901 tacattgtaa attcaactaa ccatgtttaa tgaatagtag tcagaactat acttatcgct
  3168961 tatttaataa ttaacatctc ataaggatgt tgttccataa atctattctc ccaaggaatc
  3169021 tctaatgatg tccaatttga accaccatct actgactgat acactccttt attgctaaac
  3169081 agatagaacg ttccatcact tgttgccttt aatactggta tgattgtgcc tttaggagtt
  3169141 ggtaaacctg cattcatttc tgcccaaggc tgatcttttt ctttcttata aataaatgat
  3169201 tcacaatttc cattattgta atcatgcgct acgtgtggat ttgaagatgt cgcgataata
  3169261 atattttctg gatcatttgg gttaactgcc atttgatatg cataatgatg cttgagtcca
  3169321 ctacacatat agttccaagt cttacctcca tcattactct ccgcatactc ttgacctggt
  3169381 tctttcaaga atgaatcacc taaaaccccg tataaacgat ttggagcatt gcgatgtgat
  3169441 gtaagaatgt gaatatcttg aggatagttc ccctcttttt cctcagtcca ggtcttacct
  3169501 ccatctacac ttttaattaa tcccccaacc tcaatcgttg tatatatagt ttctggatta
  3169561 ttagcatcaa tttcaatatg ttttacgtgg tgcgtatatg ttctttgagg aaagaaccat
  3169621 gatgaatacg atggcatttg tcgataatcc gttagcagtt caaaactgtc tcctccattt
  3169681 ttagatacaa acattgcgct cggttcagtt cctacatata cgataccgtt accgtcatca
  3169741 cccttcactg aagatacaga aaccgctgta atagctctca tatgaatggc attagccggg
  3169801 aaaacttcac caaaggaagg taacgtacca atcgcttccc atgaacttcc cccatcttta
  3169861 cttctccata atcccctatc aaaagtacca cagtatattc tttctgggtc atatggatct
  3169921 acagctaaag caactggatt cgcacctaca aactgtgatt ggacactcca tgttgagtct
  3169981 tttttttctg caattacaag ctctctatca aacgctaata tgaatttttc cataactaaa
  3170041 atctcctcgt ttcataatat atctactgta ttatttaaat tttcgccatt acaatttaag
  3170101 aggcgaattt tatatgctat agcatataaa agataaaatt tataagcaat atgtgattaa
  3170161 aaaattatat tatataattt tttaatttca catcagtacg atgaacaaga tgtcctgttc
  3170221 actcatataa gtccatatgc cacctccaaa taactcacaa tatacatgct atagcataca
  3170281 tattatagaa tgcatgatta catgtcaaac tttaatactg ttttaaaatc agttctttaa
  3170341 atcgcctaaa gtaattgaaa agtcataata taaacagcaa cattttattg aatagaaaat
  3170401 aaaaaagagt gcaactttgc actcttttta ctcatttttt aatcttagaa atcaaagtta
  3170461 tcaggatctg gaccaacgcg gtgattttca tttaacgcat cgattttctc catatcttct
  3170521 ttcgttaatt caaagttaaa tacatcagca tttgcaataa tgcggtgttc tttcgttgat
  3170581 ttcggaattg taattactcc attttgaaga tcccaacgta aaataacttg cgctgttgtt
  3170641 ttaccgtgtt tctcagcaat tgcttgtaat gtttcattat ctaataattg accttgcata
  3170701 agtggtgacc atgcttccat ttgaatacct tgttctttac agaaagcttg taactctttt
  3170761 tgcgttaaac gaggatggta ttctacttga ttgatcattg gcttaatttc tgcatcttgt
  3170821 attacatctt gcaggtgatg aatttggaag ttacttacgc caattgcacg tacacgcttt
  3170881 tctttataaa gcgtttctaa cgctctccac gtatctttat atttcccttc tacaggccag
  3170941 tgaacaagat ataaatctaa ataatctagt tgtaattttt ttaaactctc ttcatatgca
  3171001 gcaattgttt ctttgtatcc ttgatctgcg ttccatactt ttgaagtgat aaataattct
  3171061 tctcttgaaa ttccagtcgc ttcaatacca gcgcgaattc cttcacctac agctgcttca
  3171121 tttccataaa tcgcagcagt atcgatgcta cggtatcctg tcttaattgc tgatttaatt
  3171181 gcttctacaa gttctggtcc ttcttctact ttaaatacgc ctaaaccgaa ccaaggcatt
  3171241 tctacaccgt tatgcaattt tgttgtactt tgtaagtttt tcattatatt ttctctcctt
  3171301 ttattttact tgatctcgtt tttctaatga catactccat gctgttaaaa taacagcacc
  3171361 tactaccata atgccgccta cccaagccgt atgaattaac cctaacgaat tcgttacaat
  3171421 accacctaaa taagcaccaa gagcaatccc agcattaaaa gccgcaatat taattgccga
  3171481 tgcaacatcg acagcactcg gtacaaatcg ttcagctaac attacgacat atacttgtaa
  3171541 ccctggaaca ttcataaatg cgaatagtcc catgaaaata attgtaatta acccagctac
  3171601 tttaaatggc gctgtaaatg ttaaaacaaa taatataatc gcttgaataa agaacatgta
  3171661 aaatagcgct cgaattggat tatgattcga taatttcccg ccaatcacat tccctattgc
  3171721 aatagcgatt ccatatacta ataaaatgat cgtaaccgta ttagctttaa atcctgttac
  3171781 ttcttgtaat aacggagata aatacgtaaa tgttacgaat gtaccgccgt atccaagtgc
  3171841 agtaataatg aaaacaagta acagtcttcc gttcgtaacc agtttaaatt gatcgcggaa
  3171901 tgatacagac gtaccttttt tcatattaga tggaatgaga atactatttg cgattaaagc
  3171961 aataattcca atgactacaa ttgctaaaaa tgatgttctc cagccaaatt gttgaccgat
  3172021 aaatgttcca attggtgcac ctgtaatagt tgcgactgtt acgccagtaa acataatcgc
  3172081 aatcgcgcta gcacgtttat tttctggtac gagtgccgca gcaatcgttg aaccaattga
  3172141 cataaacaca ccatgcgaaa gtgcagacac aattcgcgca ataagtaata cagtgaagct
  3172201 tgttgcgaca gccgcaattc cgttaccaat aatgaaaata atcataatcc acattaataa
  3172261 cgtttttcgt gacatattag ctgttaacga cgttaatact ggagcaccaa atgctactcc
  3172321 taacgcatat aaagaaactg ttaaaccagc tgttgtcacc gacacatgta aatctttcga
  3172381 aatagatggt aataaaccga cactaacaaa ttcagttgtc ccaatcccga acgcactaat
  3172441 tgctagcgct aataacgcaa atatacttct tcgattcgtc tgaacttctg aagacgatgc
  3172501 tgtatatgaa ttcaattgat ttcccctctt ccctataatt cctatcataa tagcgcgata
  3172561 aaaaggccct tttatctttc aaaacatata tttaatctct acaaacgcta ttatgaatgg
  3172621 tttcattctc tttttaaaga acgcacttta aagtactata gatacttttt agtaccgtaa
  3172681 agcttgtctc tttcctacat gtactattat gaaatatatt taacataatg aatagtacgc
  3172741 actttaaagt gctgtaggta ctaaaaagta acatagttaa ttactagtac cataaagctt
  3172801 gtttccctct cacatgtgct attatgaatg atatttaaca taataaaaag tacgtacttt
  3172861 aaagtactat aggtactaaa agtaacattt atataaccta gcttattttg ctcaaaaatt
  3172921 gaaatctaca ttccatgaaa aagactttca aatgaagaaa taccctttcc cgtagaggca
  3172981 actttagagg acattactta aacatataaa ggtcatgctc attaccacag acaaataata
  3173041 aaaaggcaaa aacgaacaga aatttgttca ttcttgcctt ttttatttaa caattaaaat
  3173101 gtacgacttt tggaaaggaa atctgcatga gctcctgtta caccactttg cccccagttt
  3173161 cctggaatca tttcacgaat aagaattagc actttatcca aaggtgcatg cgtatattta
  3173221 gatgttactt gtgtaagttc gtttacccac ttatcctttg tttcttgatc aaatgtattc
  3173281 catatatcaa tcttaatgat agccattcca tcaacgttac gatccgatgt atcgtaagac
  3173341 tcttttgttt cccaattgga caccctactt ttctcagcaa aggtagcatc acttgctaca
  3173401 gctccagctt tcccccaatt ttctttctca agttccgtaa tcaacacttg aattttgtca
  3173461 gggacaattt ttaatcgttt tattgtaagt tccgttacat tataaatgaa ttccttcttt
  3173521 tcttctgtta acatcgttgg ccaagtattt agttcaatta atggcatagt attgccccct
  3173581 aaaattaatt atctattcac tagctacagc tattgattca aatgattttt aactgctctt
  3173641 attaccaatt cgtgatcttc ttctggtggt agtcctgata ctgttatcat tccaataacc
  3173701 cctacgtttt ttactctgat aggaaagcac ccgccaaacg cagcatattc cgaagtattt
  3173761 aaaagatatt tttcattata tgaaattcca gttatttcac tttgtatctg catataatac
  3173821 gagctacgat catgcagaga aacaactcgt tttttacgct caatccactt cgtattttcc
  3173881 tcatttgtcc ctgtcatctt aaaatgaaat aattgcacac cgttttttgt tatatcaaca
  3173941 gcaatcactt taccctcttg ctttgctgtt tccacgataa ataaacctag ttgcaaggca
  3174001 tcttcatttg taaaagagga aaattgaagt gtttcctcct cttttaaaat ttgtttactt
  3174061 atttcattca aatttgaaga actcatattt ttaacctcca taattgtttt atgccacacc
  3174121 gacatttttt tgaaattatt aggccatatc gtacaacctt ttaaacaatc tgaatctaaa
  3174181 taaactgtta taacctcatt agtaactagt accgaaaagc ttggtttctt cttactggtg
  3174241 ctattatgaa tgatattcaa aattataaaa agtacgcact ttaaagtgct ataggtactt
  3174301 taaagtacta ttttacttat ccctatctta cagagactat tatgaaatat atttaacatc
  3174361 ttaaaaatgt atgtactaaa gaataatatt tttcatatca aacttttttg ctcaatggct
  3174421 gtaatgcaag cccatcaaat ttttgtataa aaacaaacga aaaagaaaag aacctagccg
  3174481 atactagatt cttttcttat ctaaaaaata ctcttatatt tcttttgagt tgttacaaac
  3174541 gaattagaat agaacttcaa ctaaaggctc attttaatta cagtaaaaga ttggtgaaac
  3174601 gaatacatta caccacctaa aaataggagg taacaaaaat gagtgaaaaa acagcaggct
  3174661 tctcacaagt aaatcacgtt ggaattacag taagcaattt agataaatct atcgtttttt
  3174721 atgaagcatt aacaggtaag aaagtatcaa acattgatga aattggcgga acaagaatgg
  3174781 cgcaaacaca aggacttgaa gatactcgta ttaaatatgc caatctacac ttagacaatt
  3174841 tgaacatcga cattctagaa tacgttgtcc ctaaatcaga taaagcatct tactcaaatg
  3174901 atcaaattag tgcgatgcat ctttgttttg aagtagaaga tattgatgca gctgtagaac
  3174961 gtctaaaagc aattggggta gaaccagatg gagagccaat tatcttccaa gaagaagacg
  3175021 gcttgaaatc tggatttggt acaggcgttg cctacttccg tgatccagat ggtactaatt
  3175081 tagagctcat tgctccaaaa ggcccattta gacgtgaata gtaaaaataa attaataccg
  3175141 aaacagccac cttatctctg aaaaggtggc tgtttgttgc tagaagaaat aaaaaggaca
  3175201 aactctcaaa cgtgagaagt ttgtccaaaa atagatattt tatattccat tacttttaca
  3175261 ctaaaatcaa caatcgtaaa ttagaataat gacttaatac ttgctaaaac agtaagtaca
  3175321 cctacaataa taacaaatac gttactcatt ttccctttgt acttagctaa taccggtact
  3175381 ttttgaatcg catacatcgg taatagacat aagatagcag caactaatgg accgcttaga
  3175441 gaatcaataa gtccaagaat acttggattt gtataagcaa caaaccagca tgataataca
  3175501 acaaaagtaa ggattattgt cttaattgtt ttttcttcaa tatcttttcc acgtgattta
  3175561 ccaaacttaa taatcatgtc acgcattact tcaaatgctc cgatataatg gccaaggaaa
  3175621 gactttgtaa tagccacaaa agcaatgatt ggagctgcaa tcgtaattac aggtgaatta
  3175681 agctcattcg caagatatga aaggattaat aggttttgtt cttttgccat ttttatatca
  3175741 tctggagtca agctcaatgc gctactccaa acgaagaaca taacaacagc gaatgtcata
  3175801 atataacaaa ccttttgtat ttgcgcacat ttcgcatcag tggcttcgat tccatacgta
  3175861 gctctctgtt tcacaacaaa tgatgaaatc ataggtgaat gattaaatga gaatacgatg
  3175921 attggtaaaa tcatcactat cgtcccaaaa tagcctgttc ctgttgaagc agttgaaaca
  3175981 gctgaaaaac tcagcattga cgtattccac tgtggaatta aagatattgc gataaacagt
  3176041 agagaaacga tgaaaggata cactaacata ctcattacct ttacagtaat atcttgacca
  3176101 aaatttagta tagcgataag accaagaact aatacaagtg ataaaattgc tcttggaggt
  3176161 tctggcatgt gcaattgatg cacgataaaa ctacttgcag tgtttgtaag cgcaaccgaa
  3176221 tacattagta cgattgtata aattgaaccg aaatatacga tgttaaaaat gatactcgct
  3176281 ttatttccga aatactctct aattgtacct gtgatcccct catcagcaga attagaagcg
  3176341 tatatcattt tagcaagcgc cctatgtgag tagtacataa ctggatatgc aagcaatgta
  3176401 attagtagta aagataataa accacctgaa cctgcattaa tcggtaaaaa gagcacccct
  3176461 gctccaattg cagttccaaa tagactgagt gcccatgtag tatcctgctt atgccacttt
  3176521 ttcggatctg catattgctc attgtttagt gcggtatttt cagcttgaac ttctattttc
  3176581 tttgcagtat tcccgttcat ataataactc ccccttgtat ctattcctgc atctctcttt
  3176641 gcatctaaca aatattccct ttccggaaaa tgaattcctt acaagttgcc ccacattgta
  3176701 tgtccttcat cataatgaat ccaaattgaa acattcgcta attagcgtcc taatataatt
  3176761 gttagcgttc acaaaaaagt ttactcgtaa tatccgctct ttatataaag accctttaag
  3176821 agaacaatat agaatagact tcataaatac gttgcaacat ttctaataac agtgtattac
  3176881 tttcatggtt tctctttttt acttttaaca gtaattttag ctaaaccggc ctctcttcat
  3176941 ttgcgaggca tttctttctc aattctatac attaactttc ataacttcgg tagcactgat
  3177001 aatattgctt acacaagcca ctgaagcaca ttacattcat ttcgcctcta atcacacacc
  3177061 tttcttacta ataatcgcat tttttatatt ttctccagag ataataaaat ttctctcgac
  3177121 gccctcatta taacgtgtat atttataaaa ttaatatttt tatattttct gaaatattta
  3177181 atggatataa ttttatatgg ataataagtt acagttagca cgaaaccctt attcctatcg
  3177241 cttaaaaccg aatgaagtag cataaaatac agtcatatat tacttattca agttatccat
  3177301 tataaagata cttatattct tcttttttgt ttaaaattta ttttaaacaa aaaagatatt
  3177361 ctaataaata attaatgtgg ttaaaaagaa atatcttttt aaatgtataa actaattttc
  3177421 aggatatata ttatcaacat tgcattcata tacattttta ggaaaataca ttttttactt
  3177481 gatggcaata agaggaccgc taacatttta caaaaaccta cgctaaacgc aaaaatacaa
  3177541 taagctgccc atatcgggca gcttatttac ataacaattg ttatcagagg tgtgcaaaaa
  3177601 acccaatgca atgtcatctt aattcgagtt tttttaactc ttcttcagga atatttctat
  3177661 atttgtaatg aatcgttttt acatcatttc cttagagatg atattattga ttattgcacg
  3177721 attcaaccta ttaaaagcaa atcatgtaat ctctaaaacc tctcgttaac tagctctttt
  3177781 atcgagttta attttgaaga aagctcgata aaccattctt cgtctcctgt taataatgca
  3177841 aggtctatta gataaaggat ttgctcctta ttgattacat ttgattcagg aagtttgtta
  3177901 acatgtttac taaagagtaa aatcgcttcg ttttttgtgt acttgtcgta gcgtttcaca
  3177961 atactaactg taactacatc ttccacttca tcaagcgata caacgtaacc aactataaat
  3178021 tcgccctcat ttgatattcc acgaacccaa tctcctactt ttaaaacttg attattattt
  3178081 gacatcatac tttttcacct tcttataaat attttttgtg gcgataaaaa agaaataaaa
  3178141 atgaaattaa actgtagtat tttccattac atttcaatag taagaactta cgtctctata
  3178201 taacaagtga gccgcttaac gttcttgatt gataagatca acaacttctt tcattgtata
  3178261 gttctttaaa tattcaccta aatgttcttc cgcacctaag aaaatagtaa acagcacttt
  3178321 tcgcatgttt gaacctacaa tacactgatc atttgattct gggcacttag gctgcaacgc
  3178381 accttcagag gttatttgat aaatatgcca tagattaact tcatctaaat cccgagcgaa
  3178441 aataaaccct ccaccggtcc cctcttttga ttgtataaac ttatgttttt ttaataaact
  3178501 tagtactttg cgaatacgta ctgggtgaac acctgcactt tctgaaatcg cattacttgt
  3178561 tgacatccgg tctggctgta aagctaaata agttaaactg tgtatggcca aagtaaagtc
  3178621 gctgctcatt gttttcctcc tacgatcaaa aatattgttt ctcctatatt aacatactgt
  3178681 agccataaat attacagata ggttagccag acgttaaaat atataagaac cactcttagc
  3178741 ataaagaaat aaattccata acttcattta gctctttaag ttaaacatac atttaaagac
  3178801 tccattgttt cttcacttgt tcttctgcta attgtttaat ttttgtccat atcgtatctt
  3178861 tgcttacaat aacatttgtt tgataatttc tatcgttata attgactgta acacatactt
  3178921 ctatcatttc ctgcttcctc ctttcaaaca aatttcttat ctatatttaa gtcctgaaaa
  3178981 gtcttgggtt tagttataat ctctaaccta taacttcatt tttttgataa tcatatttaa
  3179041 aaatcccact ttttttgact tgttcttctg ccaattgttt aatttttgtc cacaccgtat
  3179101 ctttgcttac aataacattt gtttgatagt ttctatcttt ataattaact gtaacgcata
  3179161 cttctatcac cttcagtttc ctcctttcaa aaaatttctc tctcatacca ttacttatta
  3179221 attagccaac ttttgcagtt caatatttaa aaatgttcga acgctacgtg gtaaaaattt
  3179281 acgaatttct tcgtcattaa aaccaatctg taatcttttc tcgtccagca taattgggcg
  3179341 acgcaacatt agcggatgct caattattaa tttataaaat tcatttagcg aaagctcttc
  3179401 tatatttata tttaagtctt gaaaagtttt ggatcttgtt gaaataattt cagtagcacc
  3179461 ctcttcagtt aaacgaagaa tggacttaag ttcatccact gtcatagaat tggatacgat
  3179521 atttttttca gtataatcaa tttgattctc ctccagccat gctttcgctt ttcgacatga
  3179581 agcacagctt gctgttgtat ataaaaccac catgtttcac tcactccttt aatgttcttt
  3179641 ataaaatgta cactttaaat atcgtttgtt gaaatgtatt aaaaaaaatt acagtttaga
  3179701 atcaaattca cgtaatgtta gttattcggc aatgtttcgt ttatttttta ctactcggtt
  3179761 ctttgcatgc ttcttttata aaatagttga aactacattt tacagatgat gacaactcac
  3179821 ttcttaaatc tatactgtaa ttttaaacct tacagttcta ttaatcaaat gttaagtctt
  3179881 ggattaatta atcatttttt gtgaatgtcc ccatagtgtt atgctgacca attccaaatg
  3179941 cacttcaaag tacattttat tcatttctta cttacatgtg ttagtatgaa cgatatttcg
  3180001 cataataaaa agtacgtact ttaaagtgtt ataggtacta aaaagtaaca tataaacttt
  3180061 ctagtgcagt tctacatcgg ttattatgaa cgatatttcg cacaataaat agtgcgcact
  3180121 ttaaagtgtt ataggcacta aaaagaaata attttattat taaagcggat gtaggtccaa
  3180181 aactgtaatc tacattcatc aaaggggttt tttatgaaga catacaatat tcctgtagaa
  3180241 gcgactttag aagttattgg cggaaagtgg aaggttgtta ttctttgcca tttaaaaaaa
  3180301 ggaacaaaaa gaacgagtga attaaaacgt ttaatgcctg gtattacaca aaaaatgtta
  3180361 acacaacaat tacgggaact agaagaagat ggtgtaatcc aaaggaaagt atatgaccaa
  3180421 atgccaccaa aagtagagta ctctttaacg gattacggtt cgtctttagg agctatactc
  3180481 gattccctct gttcctgggg agaagttcat cttgaaaaaa ccgggcacac atccatgctt
  3180541 attacagccg atgaataata gctgtttcta ctatattgaa gacaaaaaat aggttgaggc
  3180601 aatacgcgcc tcaacctatt ttttatgcct ctttataact ttttgcagta ataactgttt
  3180661 cgaattcaaa ggtttccggc aagtgatcgg cgtaagagta ttcaaaagtg cgtccatccg
  3180721 ttaagtaggc cacctgttcc actctcatta ggaaatcttg atttgttaag ttcataaact
  3180781 gcttttcttt atcatccggg cgaattcctt ttaccctaac aacggatgtt cccacttgaa
  3180841 ggcctagttt attttgaatg tgggagtaga ttgattcctc taaaacagaa acttcaacac
  3180901 ctggaatgac cgaaatcggc atccatgtat gctccataat cgttggaata ctgtgaatga
  3180961 tgcggaggcg gatgatttta tatacaaaat ctcctactga aatgcccaat ttttcagcaa
  3181021 taatttcatc ggcaccgaca atcgtaaact caataatttt actttctacc tcgctgccat
  3181081 aaacagcttt tgtacctgtt aaagtttgaa tcattcgtgc tttttcctgc tgacgccaat
  3181141 cttgaacgac tgttccactt ccgcgccggc gaatgatgta gccgtctcta actaacagat
  3181201 ccagcgcttt ttttatagta aggacagaaa catcaaattc ttcagcaagg acggggctac
  3181261 ttggaatttt ttcgttaatc ttatattcgc cgtctaaaat ttgctgtttc attttttgat
  3181321 aaatgccgag gtattttact tgtgtggatc cgcttgccat ttccatacct cctttatgct
  3181381 gtattccctc ttctattcat ttaagtttaa agcctcaagt ttgtaaacag aaggtgatgg
  3181441 cgcagcaaat ccgttttcta agatttcaat attcgttatt gcttcttcat ctttcacaag
  3181501 ttttggtgca ccatttacga ttgtttcata cgctgcatca tagaagcgac cgtaatcacc
  3181561 aagcggcgtt ttaatttgtt tttcaatcca atcaccgttt gcattgcgat atttcgcaat
  3181621 tccatagtac atcggtgaat cttcaccaaa tcctgcactc tcaggcatga tacctgcttt
  3181681 caaatcattt tcctgctgat cttcaccgta tttaataaac gatccatttg ttccatgaac
  3181741 gataaagcgt ggataatcct ttgctacaac atggttcgtt ttcagtttaa ttttcagctg
  3181801 atttccgtaa tgtagaccaa catcaaaata gttatcaacc gcaccgtcca cttcattatt
  3181861 acgaatatcg tatgtcaccg tatctggacg gccaaacaat gaaatcatac ggtccatcgt
  3181921 atgaatacct aaactataaa atgaaccttc ttctttcgga ccttcgtgat tgattgaacc
  3181981 aggacggaaa taatcgatat gtgattcaac ctcaacgata tcaccaagga atccttgttc
  3182041 tacaacttgc ttcaccgcta aaaaatcacc atcaaaacgt cggttttgat aaggcataac
  3182101 tactacacct ttttctcacc ctaaagctaa caattctttc gcatgttcta ctgtatcgca
  3182161 aaatggtttt tcaacaataa ctgattttcc agcaagtata acttttttcg ctaattcgta
  3182221 atgcgtatgt gctggcgtac agaccgtcac cacttgaatt tctttatcat tcaataattc
  3182281 atccaaatta gtagtgaaac taacaccttt ttccttatat ggagccgcta attcttcatt
  3182341 aatttggcga gcaaaaattg tttttacttt tatattttca cgtgtattta cataaggtaa
  3182401 atgatagcgg ttagctgatt ttccaaatcc aataaagccc attgttaatg tcatattctt
  3182461 caacttcctt gctcataaat tttcgattct atatttatta tatattttta tcattaaaag
  3182521 tatatagttt tgtttttaaa attatataca aaaaagtcgg gatggaaatc attttctgat
  3182581 tccgatctcg actttaagtt atagacttat gtcctaccat cattttattt acactcgatg
  3182641 agtagttaaa gagctacttc attacccact cttattcata catataagaa cgtgtcatcg
  3182701 gaattgtatc gttaatacct tttgtaaata caaattgatg tagatcaata ttacctgtaa
  3182761 agaacgaagc tgcacatgca tttaaatata aacgccacat acgaatgaat cgctcatctt
  3182821 tcgttttgcg aacttcctcc attacatttt caaaattccg agcccaatgt tgtaatgttt
  3182881 tcccgtaatg tctacgtagg ctttccacat caacaatgaa aaattgttcg tttgtcatgt
  3182941 tcgtgattaa ttcgttaaca gcaggaacat atccgccagg gaatatatat ttttcaatcc
  3183001 aaccattcgt agcaccacca ttggccggag aagtaataca atgaagtaga gaaatcccac
  3183061 catcatttag tagtgtattc actgtttcaa agtattgcgt aatgttgtct tttcctacat
  3183121 gttcaatcat acctacacta acaattttat caaatttttg attcttaata tcacggtaat
  3183181 caagtaaaga tacttcaact aaatccgtaa gtccctcttg tttaattcgc tcggaagcct
  3183241 tagcatattg ttcctcactt aacgttaccc ccatcgcttt cacaccgtac tgcttagcgg
  3183301 cagctgtaat gagttcaccc cacccgcaac caatatctaa taatgtatca cctttttgaa
  3183361 ggttcaactt tttcaaaata tgattcactt tattatgctg agctgtcgtt aaagaatctt
  3183421 gctcattttg gaaatacgca caagaatatg tcattgtttc atcaagccat aatttataga
  3183481 aatcgttccc aatatcataa tgatgagcaa tatcgtcttt atttttttgt tttgagaaat
  3183541 tccatttact tttgaaatat tgcaacttac tatcacctaa aaagctatcc tgccttttat
  3183601 aaatagattg aattgctttt tcaagattcc cctctatttc aaggtcccca ttcatatatg
  3183661 cttcaccaaa tgcaatagaa ggatccttag caatctcttt ttttgaaagc ggcttatgga
  3183721 atgttacatg aaattgaggt tccccttctc catattgtat tgtttctcca ttccaaagtg
  3183781 taatttgaac tggatctgaa aaaagatttt taagtatttt tttataaaaa agttcttcaa
  3183841 ccatataaac atctcctact aaaaaaattg aacaaaaaac tattctagtt aataagtctt
  3183901 tttgaacata gcttaaaacc gtaatgactt cttgctacga gtgtcattat aaaacggtta
  3183961 tatgatgaag catagtacgt actttaaagt gatgaaggca ctttaaagta cctatgatga
  3184021 atgatagatt aaacattcac cttagctaaa acagctgctg atatggtata gcaccttact
  3184081 tttcaccgta gtaacttttt aaagttttat actgaaaaaa caccacctca tcaataggtg
  3184141 gtgtttcaat attacatata tagatttcat ttaactttac tattttttct atctatgcat
  3184201 cgttctcccc atgcagttaa ttggtttaat acattttgta aagaccaacc ataatcagtt
  3184261 aaggagtatt ctactcgagg tggaatttcg ttatagattt tacgtgtaat cacaccatct
  3184321 tcttctaact cacgtaattg ttgcgttaac attctaacag aaatttcagg aattaaacgt
  3184381 tgcaactcac tcgttcgctt cttacctttt gttaagtgac ataaaatgac gactttccac
  3184441 tttcccccga taatttctaa agttgcttct accggtatat tatattgttt cacgcaatct
  3184501 ccctcctttt ttctaaattc cttctctatt gttgcgtaaa aataaataat tttctatacg
  3184561 gcacatttta gttcctacag cacaaaaaag tacctatatt acaaaaagta attatgccgc
  3184621 ttaaaaatct ccctctatac aaaaagaaaa aacgaacgta ttctcgttcg tttttttctt
  3184681 gtttattctg ctgtaataag catagacgtg ttgccattct tttcaagatg atgttctccc
  3184741 cagttacaaa gagaatcaag tatagcatct aatgaatgac cgtattccgt taacgaatac
  3184801 tctacttttg gcggcacttg gttatacact tttctctcga ttacaccgtc ttcttctaat
  3184861 tcacgtaatt gttgcgttaa catcttttgt gtaataccag acattaattg ttttaattcg
  3184921 cacgttctct ttttgtcttt ctttaaatga caaaggatta ctactttcca ctttccaccg
  3184981 ataacctgta aagtcgcctc tacaggaata ttgtatgttt tcatataaaa atctccttta
  3185041 ataatgttat aaggcaagta agctaaagat ttaaatatta cttttaagta tctatagcac
  3185101 cttaaagtac gtacttttta ccctgttaaa catgtttcat aatagcatac gtaaacagca
  3185161 gatgagtagt acggtaccaa aaagtacctg tattactttt tagtatctat atcactttaa
  3185221 agtacgtact tttcattatg taaaatacat ttcataatag catttgtaag agttgagtga
  3185281 gtcatgcagt attagaaatt actttttagt acccgtactt taaagtgagt attttttagc
  3185341 tgtttcaata tttttatcat agattttttc agacaatgaa atgacatgtt ttcattttca
  3185401 catccattca caatgatgaa ttaattttta aatacatttt aggaggatat ttataatgag
  3185461 taagttacta aaagaaaaaa tcggttttgg tacagcacca ctaggaaaca tgtaccgaaa
  3185521 tatcccagaa gaagaagcaa tcgctacagt ggatgctgct tgggagaatg gcgttcgtta
  3185581 ctttgataca gctccacttt acggatctgg tttagcggag attcgtcttg gtgaagcact
  3185641 atcaaaaaga aatcgtgatg attacttctt aagcacaaaa gtcggtcgaa cgatttcaga
  3185701 tgaactagaa gatccatctg cacgtgattt aggtgaaaaa ggtggacttt tcgaatttgg
  3185761 ccgtaaaaat aaaatgatca atgactatag cgcagatgca acacttcgtt ctattgagca
  3185821 aagtttaaaa cgtttaaaaa cagatcgtct agactttgtt ttcattcatg atttagcaca
  3185881 agacttttat ggtgatgagt ggatttcaca atttgaaaca gctcgaacag gagcatttcg
  3185941 tgcactaaca cgtttacgtg aagaaggcgt tattaaaggc tggggacttg gagtaaacaa
  3186001 agtagaatca attgaactga tgcttgattt agaagaagcg cagccaaata tatccttact
  3186061 cgctggtcgt tattcattac tagaccacga gcgtgcgtta caacgagtaa tgccggcagc
  3186121 tgttaagcat aatatggata ttgttgttgg tggcccatat agctcaggta ttcttgctgg
  3186181 aggtgctcac ttcgaatatc aaaaagcatc accagaaatt attgcaaaag ttgagaaaat
  3186241 caaagctctt gcagatcgtc acgaaattag catcaaagct gctgcattac aattttcact
  3186301 agcgaatcca gcagttgctg ccgttgttcc tggtgcaagt aaaccggaac gaattgtaga
  3186361 agaccaaaac gccttaaata cagtaattcc agcagcattc tgggaaaaaa tgcttgaaca
  3186421 aaaactagta gcacctaatg caccactacc aatcaacgta aaataaattg aaaccttaat
  3186481 cagtggggca atccccactg attatttacc cgcaaatacc ggaatgaaaa ggagcataat
  3186541 gaacatggca catactacta catctatgga aattttcggt tcacctgaac aagtatggca
  3186601 attaatcgga ggtttcaact cccttccaga ctggttacct tatataccta gcagtaaatt
  3186661 aacggaaggc ggtcgtgtac gtcatctagc taatccagat ggtgacacaa ttatagaacg
  3186721 cttagaagta ttcaatgaga aagaacgata ttacacgtat tcaatcatga atgctccatt
  3186781 tccagtcact aattatctat ctacaatcca ggtgaaagaa ggtactgaaa gtaatacatc
  3186841 tttagtagag tggtctggta cattcactcc tgttgaggtt agtgatgaag aggcaataaa
  3186901 tctgtttcat ggtatctata gcgatgggct caaagcattg cagcacgcat ttttagattg
  3186961 aactactaaa aaacaacgaa aagccatatg gcttttcgtt gtttttaggt acatgaaatt
  3187021 atatcgacga tttttcaaat atatcgatca taacttaaaa tatatcaacg attttttcaa
  3187081 tatatcgacg tttcgataaa gaagatcgac ttaccgacaa gtaatgacat ttcagtgtta
  3187141 taaaaacagc aaatcataca gtgcattgcc gcttatcaaa ttacttttac gtataaaaca
  3187201 actttccttc taccgcctta atatatcttt cagcagaacg ctccactgcc tcatttgcat
  3187261 tctcttttac tacgcgatga aaagcgttgt atagacgatt aaactgtaac ggcttcactc
  3187321 gattcaccat ttcttccact tttctcgctg gtaatggaat taagtttgga tagctgtaca
  3187381 taaagcttac ccatcgttca tccgctacaa cttgaataat atcacctgtt aacaaaatcc
  3187441 cttttccgtc attaccttct tcccaatgca atacagaacc gccactaaaa tgtcctccca
  3187501 gacgatgtat agtaatccca tccgctaatt gtaaagactc accagaccaa taaataatac
  3187561 gactactcgg acgcatcacc cactctttat catcttcgtg tatataaatt ggtacatcaa
  3187621 atgtctccgc ccattctact tgcgttgaat aataatgcgg gtgagataat gcaatcgcat
  3187681 ctaatccacc aagctctttt attttcgcaa ttgtcgtttc atctaaataa gtaatacagt
  3187741 cccacagtaa acgatatgaa tctgttttca ctacatatgc cgtttgaccg atcgcaaatc
  3187801 ctggttttgt tgtaatacta taaagcccat tttcctcttc gattatttca tttttatatg
  3187861 tattacttgt ttgtaagctt tctagtgtcg tccaagactg ccctttcgga ttcacatatt
  3187921 gtctctcttc atcacaaata tgacaactca ccggttcttc tacactcgct gcatactgca
  3187981 cgccgcacgt tgtacaaacg aaatttttca tcataattct ccctctccct ctatttttat
  3188041 taagctgatt tttgttgata ctgatttgct tttttgtttt caattaataa acttataaaa
  3188101 gtaagtaaat aaacaacggt gaccgataag ggaataacag taaatccttt ttctgcaaaa
  3188161 agaatcccgc aaactgacgt tacgaataca gtccctactg acaataaacc gtaactttta
  3188221 ctttcataaa tccatacgta cgggataaaa tgaacaccta ttaacatcgc tactacaaaa
  3188281 ggtaaccatt ctggaaattg aaaataggca agtaatacaa gtggaatatt caatacattt
  3188341 atcccaccaa ttaatcctgc caaaacccct aacggatttc ctttcgcaaa catatcaatt
  3188401 ttcaataaag cagctatcat taatccaaaa ggaaacacac atcccatacc gattaaatat
  3188461 acccacacca cttgtttttc agaaagaaca aagcccatta tactcataac tatccaaaat
  3188521 aaaacgccag ctaatataat tggcaagcct ctcttcgttt tgattgctaa atcctttttc
  3188581 gcttctgaaa cattcatttc acaatctccc ccaaaatatt tgtactataa agtcacctca
  3188641 acctcgccca tccaataacg ccaagctact aaataatctt ctaaatcttt cgggtgatgt
  3188701 cttaaacacg tatctatacg caaatataag cctatgacta tttcttcata taaattacgg
  3188761 tcttttttat gaaacacaca ctgtttcatc gcataatcaa tcgtttcttt cgttaaatct
  3188821 tccggggttg aacagaacgc ataaattaaa tcgtatatag gatctcctaa cactggtaaa
  3188881 ggatcaatta ctccatgtaa cctattctct tgaactataa aattatggaa tccgaaatcg
  3188941 ccatgtaata aaaatggctc acctattcca gcccctctat tcggactatt tgctaactta
  3189001 aaaacaagtc tacattcttc atcacttatg tacgacttta cattttcgtg agcttccatc
  3189061 acagttactg ttaaaaattc attccaagat tgaaccggac tattcttcca tccccagcca
  3189121 ctcacctttg gaactttttc atacttattg ataacatcct ttacaagttt gcacagtata
  3189181 cttcgtttat gaccagattt gcacgaagta gtcccctcaa gaaataaata aacaatatat
  3189241 cgacttaacg gatccttata taaaagcttt ggaaacacat cattcttttt ataaaactga
  3189301 agaaaataag cttcttcacg tattacatcc gattcattca gttttacaac gtattgttca
  3189361 tctaacaaat atatcgtact tgtcgttccc ccgttcaaac ctttcatgtt ttttggatat
  3189421 tgtaaaataa ccttctcttt aactagttgt gcagcgatta ttgaaatgtc cattccctca
  3189481 cccttcaatt cccaagattc cctcaattca aaagacaact ttactatcat ttgacaaaca
  3189541 aataggaaaa cccttccaaa atcataatat aacaaaaatt cattcacttt tacatttcaa
  3189601 aaataaggaa atactaacaa caacgttaca tacatatagg aggacactat gaaacctgaa
  3189661 tttttaaaag ctgtacatga tgcaatcgga aatatcgaac acattcatat agaagaaagt
  3189721 ggtgccgaca gcttacttat ccatcatgat gatgcacagc agttacaaca agtcgctaaa
  3189781 acgctagaaa ataacaattt ccgctctgct ttaagaacaa ctggagatgc ttcgtatatt
  3189841 gaagtattga acagatagtg aaagtccgga tgtatgccgg gctttctttt ttatcccgct
  3189901 attcgctggg cagcccgatt ggtgagggct gataatcagt ggggatgccc ctcactgatt
  3189961 aaagtttcac tttatattaa aacttcaaac tctttcacat ataccgctgt tccagcaata
  3190021 tctatttgta acttctcact ttctacatct ttcgttacat ataccgttac acgaccatct
  3190081 ttatgtattt cttgcccttg ttcaacgatt aactccattt catggtcaaa atctttctcc
  3190141 acatacgtcg cataatatgc tcccattaca cctgaagctg ttcctgtcac gggatcttca
  3190201 atcgttccag cataagctga tgagaaatga cgcccatgca tatgtacctt ttcgtcataa
  3190261 gtttctagac aaattgggtg aatagaagcg ttaggtattt cttttaatac cgatggaaac
  3190321 acctcattgt taggtttcat tctctcacat acatctagat ttttaaccgg tacaattacg
  3190381 gtccagttcc ccgtacttcc atatacaatc ggtaaactta catctaaatc atttacttct
  3190441 aaaccaatac tatgagctaa ttcttctttt gaacctgcaa aatctttaaa ctgaggtgct
  3190501 gtctgcctca ttttaataaa ggtttctcca ttttcattta cacctatttg tattggtaaa
  3190561 atcccggcct tcgtttcaat cgtaaggctt gctttctctt ctaataaacc tctttcacgc
  3190621 aaggcataaa tagtcccaac tgttccgtgt ccacataaat ccatttcata accaggtgta
  3190681 aaataacgca ttcttatatc tgctacttct gaagaaagta cgaacgacgt ttcgttaaat
  3190741 ccaacttttt cagcaatacg ttgcatttcc tcttctgtta atccatctgc atctaataca
  3190801 atacctgctg gattccccat attcggttta tttgtaaatg cgtcataatg aaatacgttt
  3190861 atagttttca ttttcttttc tcctaaccct cattaaaaat tttataataa agctctatct
  3190921 ccgttttcaa cgaacaatta tttctcaaaa atatcccctg catcttttca tttgatgtat
  3190981 gtgtgctccc aatataatac gtagccccca tttcttttaa catatgtaaa cattgaagat
  3191041 gtagcttgga agcaattcct ttcccgcgat aataaggcat tactccaaaa taaaataacc
  3191101 gtccttcact tactgttcca ggttctatat gcggtatggc cataccagtt ggctcatttt
  3191161 tatcataaaa aacaatgcat aacttctccc agcccttacc taactctgtt tgcactgaat
  3191221 aaaaatgctc atcaatcgtt aaaattgaag tttgattccc tgaacccgac atacattgtt
  3191281 cccaaatata tttaaattct ttttctgata acgttccttc tgctattgat cgatatgtat
  3191341 attgtctttc aagttcttct atattgttga attctctaca tacttctatc tttgctgcgt
  3191401 gcaaagaaaa accggcatca agtaacactc tcacacttga gttataacta ctaaaccttt
  3191461 tgtttaatac aatactcgct ctttttaact cccagttaaa acaaacttct tcaaatctac
  3191521 ttatcttttc tttatatgtt tgtacgtcat acaaaacgtc ttcttctatt tcttcaatgg
  3191581 tcactgcatt tggtaagtca tttaatactt ttttagaagg gccaaacaaa ttctgaatga
  3191641 ttgcaagatc gtatatcacc actttatttc acctacacct ggctcaataa actgccctga
  3191701 aagatcctca tttgaatcta ttacccaatc atatatattt tttgttcctt cagccggggt
  3191761 catattcgca tcaaaagcac caatttcagt ctttaatttt ccaggatgaa tggcagttac
  3191821 acttattcct ttattctcaa actcttgttg taagcagagt gttagcatat tttgtgcagc
  3191881 tttagcaatt cgatatgaat atgagaaatg gccttgcgga aactctttgt tggccatttt
  3191941 atgcaatgaa cctaaccgag aggacacatt tattattctc ggatgatccg atttagctaa
  3192001 agccatatat gtacctttta cagctcgaat tacacctaag caatgaatat taaataagtc
  3192061 cgttaactct tctgaattcg tatgtaaaac ctcagtctcc tttccagtaa ttccagcgtt
  3192121 atttataact agatccatat actctgtata ttcctcaagc tgtttcttaa tttgctctgt
  3192181 actctcatca gccgctaagt ctgctaatat aggaaaacat ctacaactaa acatttgctt
  3192241 caattgcgtt accgcaacct cagttctaac taacggataa ataatatgcc cattttcatg
  3192301 aaatactttt actaactgca accctaatcc gcgatttcca cctgtaatta gaactctcat
  3192361 atatccatct ccttattttt aaaataaata agaaaatcca tccactcacc attctccaaa
  3192421 gaaaacgcct ctctcttgca ttcaaaagaa aaacctgctc tttccgaaag acgaacggat
  3192481 ggttcattat caacatgtat atgtaactcg attctatgaa aatgaagacg attaaaaaat
  3192541 aacggtaacg cgacttttac actttctatc ccatatccat ttttccaata ttgattatga
  3192601 atagagtagc ccatcattgc ccactgataa tccatacgta aaatttttat aagctctagc
  3192661 tttccaatat tagccccgtc ttctttgcga aaaataccta atacatacat ctcatctcga
  3192721 tgtgctgctt catcaaaacc tctaatccat tccgtgaacc attcttttgt tgatgatgcc
  3192781 ataatttgat aaccatcgtc atatttatac tgagatggta gcctcttatt aaatccatct
  3192841 aaccaacttt cataatcatc attttggaac ggacggatca tcagtctctc tgtctctacc
  3192901 tgtaataacg gcagcttcat ttacatctct tccctttatt aatatctgaa tattctttat
  3192961 tatcttacac aaaatacaaa atctagtaaa ttattatgtt tttgatagac aaaaacccag
  3193021 tcatgtttta tgcataactg gattcttcat catttaataa tatttttatt tcacaagaac
  3193081 tacatccctt aattctctct tcaacacttt tcctaaagcg tttttcggta actcttctac
  3193141 gaataccact tctggaattt tgtaacttgc taacttctcc ttacaatact gaataatact
  3193201 ttcttctgtt aatattgttt cgccatcctt cacaatgtaa gctcttggaa tctctcccca
  3193261 aaagccatct ggaactccaa ctactgcaac ttctaaaaca ccatgcattt catgaataac
  3193321 atcttctact tggtctggat atacattgtc accaccgcgt ataataacgt ctttatatct
  3193381 tcccataata tgcaggaatc cgtcgtcatc tatcatgcca gcatcgccca tgttaaacca
  3193441 attatctttt attaccttct ttgtcgcctt ttcattattc caataccctt taaacatata
  3193501 tgggcttctt acatgaatct ctccaacttc atttgttgtt agttcatgtc ctgtttctgg
  3193561 atgaacaatt ttcacctcta catttttcaa ggcttttcct acagaagaca tcttttcttt
  3193621 tcccatcatt ggatgccatg aagttacaac ccaaccttct gtactaccat aaccttgcac
  3193681 catatatatt cctttttcca tatatttttg gatgagtgtt tctggcactt ttgttccacc
  3193741 gctttgtgct actttaaaag ttgaaatgtt acgttctttt ttatttagtt catcaagcat
  3193801 gtagctataa acagccggga atgcaagcat cgtagtaatt ttctcttctt caatcttatc
  3193861 ccaaataaga gtcggattcg aatcagctaa gaagatcatc gtaacaccat gataaatgca
  3193921 atttaaaata gaaagcacgc cgctcatatg aaacaatgga tggacggata aaaagcgctc
  3193981 acctgctgga atttctcttt gtcctgcaat ctcatcaaaa taatgatgta aatttttatg
  3194041 tccaattaca catgctttcg cctgtccagt cgttcccgaa gtaaataagt aaatggcgtc
  3194101 gtcttcttca tgaacttcta cgttcggttc tgtcattggc tgttcttgta acgttaattc
  3194161 aaatgaacca aagccttctt ttgtcgtttc aattacataa ggaatttctt taacagcatc
  3194221 aacctttaat aacacttcac taaattcttc atcaataact aacactttta atttcgcttc
  3194281 ttttacaatc gtttctagtt cataaacagt aagctgatga tttagcggaa taaataccgc
  3194341 tccaattttt aaacttgcca tcataacgct tggaaacggg tgattatttt tgcatagtat
  3194401 tccaatacga tctcctcttt gcacaccact atgtaacaaa taatgtgcaa gctgatttac
  3194461 tcgttcatta tactgctgaa acgaatatct tttctctccc cctacaagtg cttccaaatt
  3194521 tggtgattgc attgctcttt tttgtaataa ttgttgcatc gttctcaagt aaaactcccc
  3194581 tttatatatg ttaggttttt tattttacca gattaactat taatttacta aagattacac
  3194641 ttagtgaata taaaacaaat aaaaaacagc catttacttc acaagtaaat ggctgtttct
  3194701 tcttatatat tagaatactt cttattcatt acatattgca catactcagg cgcactttta
  3194761 tcaatctctt catcacttag tttatattcg gcaccatata aataaaagga aggtataaat
  3194821 tccatacctg tatataggca tgtagcttgg aatggtttcg tcaactcatc catcgtaatt
  3194881 ccgctatttt cataatcttt ttctaatcca cctatagaaa tagctacacc aaactctttt
  3194941 cccttcactt tatccccttt tgatccgtac gcaaatccat atgttaatac atcatcaaac
  3195001 cattttttaa taatggcggt gtgctgtacc agtatagcgg gaattgaaat atatatctgt
  3195061 catgttctac taataacttt tgctcttctt caatattaaa ctcccagttt ggtgccactt
  3195121 tatataattc atgcaccgta atttcatctg aatgtttctc aagttcttct atccatcttt
  3195181 tattaatttt tgatttttca atatgagggt gtgctacaat tacaagtgtt ctcatcattt
  3195241 ttcatcccct ttataaatga ttcaatcctt tacgtattag tatgaatgca ttacatataa
  3195301 ttgaaaagta cgtactttga ggtgctatag gaaccttgag gtacctttgg aggtgttata
  3195361 tgaatcaaaa tgatagctgt ccaattgcaa cgacgctcga tgtaatcggc ggaaaatgga
  3195421 aagtttatat tttatgtgtt ttgatggatg gaaaaatgcg aacaaatgaa attaaacgag
  3195481 aaattccaaa ccttacacaa aaagtactta cacaacaact tcggcaactt gaagctgatg
  3195541 ggattatcca tcgtaccgta tatcaagaag taccaccaaa ggttgagtac acactaagtg
  3195601 agcacggaaa atctttaatg aaaattatgg atgaactatt tgaatgggga aaaggtcatc
  3195661 agatcaaaag attacatgac taaaaagaca ctatatactt tgtttaatcc tctatattta
  3195721 tattttgtgt ttttataaat tttattttta tcgtttttgg gctaacttgt tttcttagat
  3195781 tgatggacgt gatcccacat ccatcaatct aaaaagatat aattagaaaa atgagatttc
  3195841 tatacaattt cacatataaa cgctacttcc gcctcattaa acacttgccc gactttttct
  3195901 aatctcaatt gtacgtaaac tataaaggag cacccctaag ccgagaattt tttcattatt
  3195961 agacgcatta gaacctaaga taatagtagg tacatttaaa cccataaacc tttcactcca
  3196021 ttctataggc atatatcctt gcttacctat tgctaatgta cgtccatcta ttgtacggag
  3196081 agtactttga ataaaatcaa actcaacttc tacatctgac aattttgtgg ctttatctgt
  3196141 catcaaagta ccacgtatca tagtaaatcc ttgtatcatt tttcctttaa acataccaat
  3196201 ttggttataa ttcgagtcat aaattaccca atcatatccg tccacttcag tatgaaaata
  3196261 agctagaatt tccccgctac tcgtttctaa tccgtaaaca tctttattat gtaaaaaggg
  3196321 tattactgaa aaaagaatat ttgatgaaac catctttgtt cctgctatat acttaccatc
  3196381 aggatgatat aaaccaaatt gcttgtttcg ttttggtaat tctaatacaa ccaaagtatc
  3196441 aacatcccaa aatgttgcat tacttttatc atattctttt gtatcaactt tccttttctt
  3196501 aactgccaaa atccaattcc aaaaaagata gaagcagcga taacaaaaaa gataaactgt
  3196561 ccccaatctt catatacagc gcataaagca agaataaaaa tacccgtccc aattaacagt
  3196621 ttcatctttc cttttcgctt atagtaatca aataattcca tttctatatc ttcacccctt
  3196681 atttgtggtt cctaactatt aatatatcca aaacatagaa tgccctctat tcaaaagtat
  3196741 gagtttcact acctaggtaa tttgttactc ttcataatta ttaacttaat aaattttatt
  3196801 tctatcaatt gagttttcat aaactttgta gataaagaac agataactta gtgaaaatga
  3196861 aagcctttta ccaacaaact aagatgaaat gttataatat atgtaaaaat caactttcaa
  3196921 aaaattacgt aaagtgatgt ttaagattaa tagtatgtta gaaattccaa ataattataa
  3196981 cgtaaccagt tcaaatatta atagaggtga aattattgaa gaatcaatat atagaaatac
  3197041 ttgtccgaat catgttaaag catataccca atgcagccaa caaatcagtg ttatttgcat
  3197101 tttacaatgg ggttgtcacg acgtatagtt actttcatta tgaatctatg aaggtatttg
  3197161 aacatggctc agaaggactt ccatctaatg aaattatgga caatattcaa agagtacgcc
  3197221 atactgggga atccaactgg actgcctttg ttttaaccgt taaaagaaac ggtttatatg
  3197281 aagttgatta ttatgacgat ttaaacccta ctttagagtc cggttctgca ctacttttgc
  3197341 ttgcatacac ccattatcat attgaaccaa cctctgattt tagtaaatta caactaaaaa
  3197401 gcgctattaa agcagagagc tttaagaaaa cgttaaacta cgcgtgtatg aggaatgaca
  3197461 tcgaaacagt taaagaaaag ttaataaaca ttaaattgtc tacattaaat aaaaaaggac
  3197521 ctgatagaaa aacgcccctt cacattgctt gtttaaatga aaatattgag atagttacat
  3197581 tactagttga agcaggagca gatttgaaga ttaaatatca tggagaaaca ccttttgccc
  3197641 tagcatgcag aaaaggtaat gtagaaatta ttaaatactt aatttctcaa ggtgaaaatg
  3197701 caaatgaaat catggtcgga aaagtcactc ctcttcattt aattagtagt tctggcaatc
  3197761 aagaaattgt tcattatatt ttagaacgta ttaccaatat aaatgcggtg acaaacagaa
  3197821 aacgttcagc tctccactac gcagtagagg ataacaatct tgaagcagca aaggttttaa
  3197881 tagacaacgg tattgatatg gaattactag aagaatacaa aaggagtgca ttaagtcttg
  3197941 cttgcgaccg caataaacca gagatggcag ggctgttgtt agaaaatgga gctaacattc
  3198001 atagtacagg acaaggaaaa gttacaccgt tacatagtgc atgtgaacga ggctttattg
  3198061 aagtagttcg agtgttacta caacatcaac cgaacttgca tgcgaaagca acattataca
  3198121 gtatgccaag gaatgaaaat ttaaaagaga cccccatcga aacagctaaa cgccttggat
  3198181 acgatgagat cgtcgacctt ttgagctcaa aattatgaga aagaatgaaa gcaaaatcaa
  3198241 tatttttata ttttagagat aataccatat caccatcaag ctaataaaaa gatactcctt
  3198301 aaaaataaaa aacgctattc tctctgtaaa atcatagaaa agaatagcgt ttcttatttt
  3198361 gaaatagatg tcagcattta aactaaacat gctaatattg attttgtgcg attgtcagtt
  3198421 acttcataat aaatttctaa tccttttcga gtacctgtaa ccattttagc agcttttagt
  3198481 ttagataaat gttgactaat tgtactttga ggcatttcca aatccccata cattgttgtt
  3198541 acattagtag gaccttttgc aagcattatt tttactaatg ataaacggac aggatgcgcc
  3198601 aataccttta gtacttcaga gatttcttca aacatttctt tttgttcttt catcttattg
  3198661 ctcccctttt atatacatat ttatgttatc catatatata attcgaaggt atatacgatt
  3198721 ttatgtccgt cattttaaaa aaatataaaa aaactttttc tcgaaactaa aggagtatct
  3198781 tcacataatg tctcactatt agaactctta tagatacaga tgtatgtact ctacactcag
  3198841 ctcactaaat caataaaaaa gagagcagat aacccgctct cttaagatgc ctccttatgt
  3198901 tccgtagaat gttctacact tcccactctc tttagcttat tccaacctac cgctactcct
  3198961 cgaatcgatg agaatataga tttaacgaca acataagtca taaattgacg ataaataaag
  3199021 cgttgtaaaa ttaaccatac taatggtttc ggattctctt cctctaattt aaatgcaaat
  3199081 agagatgcga gaagatccat taaaaagaat acaaaataaa atcctaaaac ttttagcgga
  3199141 tcactactaa ataaccctat aatcattaat atatctgcaa aaggagcaat gaattgcaga
  3199201 acatattgga ataaccacat gttaggcaat gcaataaatc ctaacgtttt atgctttgaa
  3199261 ttacataacg cttttcgatg tttccaaaga cattgaagtg taccatatga ccaacgatat
  3199321 cgctgtttaa tgagactttt cacatcttca ggtgactccg taaaagcata cgctttttct
  3199381 tcatatacaa ttctatgtcc ttgacgtaaa aatgtaatag taagatctgt atcttctgct
  3199441 aatgtatctt cgcttaaata tccagattca actacattct tcttacgcca cgccccaata
  3199501 gcccctggaa ctactgtaat acaatttaac tcatcaaaag ctctacgttc taaattaaat
  3199561 cctgttatat attcaacatg ttgccacgta gttaacaagt ttcgtctatt ccccactttg
  3199621 acattacctg aaactgctgc tacattttga tcttcaaagt gtctaaccat gagagaaatg
  3199681 gcgtcttgcg caataatagt atccgcatct aaagtgacaa tgatctctcc tcgcgattgt
  3199741 tgaaacccta agttcattgc cgatgatttc ccgccgtttt ctttctgaat gaaacgaact
  3199801 ttagggtgtt tataaaatgt ttcttgcatt acttttgacg taccatctgt cgatccgtca
  3199861 tccacaacaa taacttcaaa ctctccatac ttactatcca aaattgagcg aattgtctta
  3199921 gctatcacct tttcttcatt atatgctgct atgacaacac taacaaaagg ttggtaggac
  3199981 gaatgaatag ttcgagatag cgtttttctt ttttgcttcc atgcaaaata aattaagaat
  3200041 aagaatcgaa aaatccctaa tccaatagcg atataaaaaa tagttgttaa tatatgttta
  3200101 aagtatcccg cccctgaaaa gacagcttta ttgtaaagta aatattgctt tccctcagaa
  3200161 gaaaccgggg gcataatttc atctcgttct ttattcatca aatctgaaat tgttacaaaa
  3200221 ctatatccat gctttttaag ctctttaata atgatcggca acgcctctac cgtatgggta
  3200281 cgattccctc ccgcatcgtg gagaagaata atatttccct ctcctttata aacaggatta
  3200341 agagcacgct ttactaattc atttgttgat ggtgttgccc agtcctcagg atccactttt
  3200401 tctgctacca ttgtatagtt catattttgt gcccgtaaaa taggcaatat ttcatttgag
  3200461 gaatccgggt tagcatccgc ttcgtacggt ggcctaaaca aaactgtaga atgcccagtt
  3200521 atttcctgga tcagacgttg cgtcgtatta agttctactt ttgttcgtag taaagacgta
  3200581 tcagctacgt taggatgctt gaaagtatga ttaccaattt catgcccttc atcgtatatt
  3200641 ctttttacaa tactaggatt tagttgcgcg ttttcaccaa ggacaaaaaa agcagctttt
  3200701 attttattct cttttaatat atctaagatt tccggcgtat atttcgggtc tggtccatca
  3200761 tcaaatgtta atactacttg tttccctttc ggttttccat atcgttgcac ttcgtatgca
  3200821 gatggtaagg attgatatac ttcatctgta agataaccat ctttacctac tttaaaatct
  3200881 ctcaatccat tttgcttttc attctcaatc tgtaaaattt caccttgtcc agaataattc
  3200941 acttcatcta aactagtgat tttatgtaat acatcaggat ttttttgtgc ctcaatcgga
  3201001 ttttttaaaa ctttccatat tgtaggatct tctgctccta atctccataa cgcaaacccc
  3201061 tttgcattgt tgtccattgc aattttcact tgattataga gagtaacgcc gtctaagaac
  3201121 caagcagtat gttctttatc tcctgtttta tatctaaaat aaggatttcc actcatctta
  3201181 tcccattgaa tatttatatc tgaattatga gccattgcca taacttctga aaaagttaaa
  3201241 gatttcgccg gttccttact atttactttc caatcatatc catagttacc gaaagcaact
  3201301 ataagtttat tagacggaat attcagttct ttcaatgtgt gttgaaacca tttatttgaa
  3201361 gcaattggtc ctggctctcc cgctccatag tgctcatcgt acatcattac aatcattcga
  3201421 tctattattt ttgctaacgc actataatca aaagccttat cattagctgg aacatcttgt
  3201481 gtaacgagca aatcatgttt atgaaagacc atagtaagtt ctttcataaa atttgttaag
  3201541 ttttctctat cactttcagg tacggcctca aagtcaatat taatacccgc aaattgattc
  3201601 ttttcaactt gctttactaa atcatttata aactttgtct ttacatcatt tgaggaattc
  3201661 agcaacttat gaattagccc actatcagga ccagaagctt cctcagtata gttagttagt
  3201721 tagtaaaggc ataattttca cttcattttt ttctgctaac tttactatct caggttttat
  3201781 ctcacttcta atcgttaaat ctgcttttaa atgataccac tctggtacta gcgtggttaa
  3201841 tgaatcgata ttttctttta aagaagcggt actattttca tcccagttta cataaaaacc
  3201901 atacacttct ttacgttgtt tactatcctt cggcgaattc accaaatttt tattatcctt
  3201961 cgcttcggta tttggtttaa actcttcctt ctttaactgc tgatcactaa gtttttgatt
  3202021 aattggtaca agtttattat cttgttgtac agcggtattc atatttggaa tttctggtgt
  3202081 tgaaaaaata ctttgaaaga aaaaataaaa tacaatactt acgctcacta ttgaaataca
  3202141 tagaaacgaa ataaaagcta tgtttctcct tcctttcggg tcataaaaaa caggttttac
  3202201 tttatctttc tcttgttgaa tgtttttctc cattatattt ttcacatact ccttcttaat
  3202261 agaactatag aataataaag tgcaacttta agcagcccaa ctcccaccta acttctttgc
  3202321 cttagccaaa ttttgagatg ggagttttac tgcccgcaat agtgagataa ctccttttca
  3202381 ctttaaaatg aatctcccac ttctatattt ctattgattc ttcttttcat tcccttgctg
  3202441 gtggcctcta ttttcttgtt gagaccccct accattgttg ccttgctcgt ttccaacatt
  3202501 ttctttttgg gatcctcttc cattgtcacc ttgctgattc ccattatttc cttgttgaga
  3202561 tcccctacca ttgtcacctt gttgattccc attatttcct tgggaccctc ttccattgtt
  3202621 ctcttgctgg tgcccattat ttccttggga ccctcttccg ttgtttcctt gctgattccc
  3202681 attattccct tgcgatcctc ttccattgtt ctcttgctgg tgcccattat tcccttgcga
  3202741 tcctcttccg ttgtttcctt gctgatttcc attattccct tgttgggatt ctcgaccgtt
  3202801 gttcccttgc tgattcccat tatttccttg ttgggattcc ctaccgttat tctcctgctg
  3202861 attccctcta ttttcttgct gagatcctct accattattt tcttttattt gcttcgttgg
  3202921 ctgttcctct attttctttt gttctttata ctctggcttc tcatattttt tgtcttttac
  3202981 agaagacaaa tctggcacta catcaggaga tgaatccggc tgcgattgcc tctcttcttc
  3203041 gttttccacc ggattagatg gcgtggcagg cggcgtaacc gatttgttct tctcattctc
  3203101 ttgctttata tagacacctg taccaattcc agcttttata gcattctctc gtacttgcat
  3203161 cgtgctactt tgatattcga ctgtaatatg ttttagctca tattctttct ttaattcttt
  3203221 cattaccttt tccaacttcg gttctagcaa cttatccttt gcaatagcgg ttagcataac
  3203281 ttgcttatca ttcgttaaat acttatcctc ttgactctgc tttataattg tacgtattac
  3203341 ttcttgcaat tgtttatttt cccattgctt caattctttt aaaatacgcc ttccatcatc
  3203401 attacaagct tgtaaatcta taacgcgaag atccttcgtt acgctcactt ctaaacttgg
  3203461 atttatatca actgagacgt aagcgaatac tttttcttcc ggttggttgt agaaaaataa
  3203521 cagcgcacat agaaaacaag caacaagtaa tgatgccggc tttaagaaat aagggattga
  3203581 aaaacgcgat gctttttgtt cttgctcatc aaatgaaatt tcctctccaa tcatgcaaga
  3203641 atcccctttt cttttacacg taataaactc tccatttggc gttaaaacaa ctacgctatg
  3203701 tttttttata tccatcacaa ttcctttatt catcatgctt ccctcccctt atataatcaa
  3203761 gaatgtatgt atagttgttt gcaaagataa tacacattgc aatgatatat tttctatgcc
  3203821 gctccaacgt tttgcgactt accctaacac gcggttcaat atgtttaagc ggtaactttt
  3203881 tcttccggaa cagctcctcc atcatttcct cttcttttat aatcaccttt acaatttcta
  3203941 ttaagtgctc acgcgtatca cgatgcttag gagattcttt agcaagctct gaaaatgtga
  3204001 ttttaaaatc agctaacaca ctttgaaaat ggagaatttc ttccttacgg ttaccattct
  3204061 ctatttcttt catatactcc gtaagcgata cttgcatttc taacatttcc tcttgctcat
  3204121 cttcttttaa aaagacaagg ttatgcttag actccttgcg tatatagtca attacatctc
  3204181 tttttataag aagatcagca aacgctagaa aagatttccc ttttttatat gaatactgtt
  3204241 caattgcttc gttaaacgca aacaatccaa tactatattc atcatcctgt tctgtaatat
  3204301 atcggcggca gacagacgag attgattttc taataaacgg ctgatactgt acgataaaag
  3204361 cttctttatc ttcttcgtta ttttgtatgt tacatacgat atcttctatt ttcggttttc
  3204421 ttaagatctt cattactaaa ctcaacacgg gtaatctctc tccctccttc tgcttgaaat
  3204481 agaaaaatgg tcactaaaca agtgaccatt caaccacagt ttctttaggc ttgtcttctt
  3204541 gttgttcata tttttcaaag ctaacttttc tatcgttctt acagttaggc ttacatttta
  3204601 ctctactttt ttattttctt ccgcttgttt tgcttgctct gtttctattt tatctgcaat
  3204661 ccttgaataa ctcttctcta taccattggt aatttcaccc ttttatttcg gatgctccac
  3204721 ttaatctagt aattttatta acacgtcagt attctttcat aatcagtttt cttctattta
  3204781 tttttttcac tatacatatt cggaggaata caaagtttta tgggggtcga aaaatatttt
  3204841 tataaaaaaa tagatattta tttcaaaaat aaaaaccatt gatttgaaaa aggactaatc
  3204901 aaattgatgg ttttcttatc atatctatta aattaaatta ggctctcatt atgtataaga
  3204961 aaatctgctg ttctcactat ttcctgccgc ttttctccat cgttatcttt cttgattatc
  3205021 ataatatgtc ttatctgcat acttttgatc atttcctttt agataagcta atattacttt
  3205081 tggattttta agtaaggccc agtctccata tgtatcaaat cttctgcatg aagttatcat
  3205141 tccattttta atggtaccga atttcttatt atttcgtttt ccctattctt ttaaccgttt
  3205201 cgcgaaatct gcatcttctg ccataagcat gttttcatta aatccgttaa ttgccataaa
  3205261 atcttttcta taacaccaaa aaatccctac agatacagct ccgtacttaa aaagtaaggg
  3205321 aattataatt agcattgcag aaaagaatat tccaaaagac attctttcga acttcccatt
  3205381 caccccacca ccaatatatt tacctgaaga taaatattta tctacattag ataacaaaga
  3205441 ctctgtcatt atcgtatcag catctagagt aacgattatt tctccactag ctatttctgc
  3205501 ccctgcattt cggatttttg ataagttttt atcttcattt tttaatgtaa tacaattata
  3205561 agattttgct atttcctctg tttgatctgt gcaacgattt aaaacaacta taacttccgt
  3205621 ttgctcttta tatgcctctg atgcttttgc aattgaatcc aaacattttc taatgtattt
  3205681 ttcttcatta tgtgcaggga ttataataga aaacttcaca tctttttgtg aattccttcc
  3205741 tgaaaattcg tttatttcag tcataatatt cccccttatt ttagataaat atatgttata
  3205801 cataacatat atttaaattg attaagtttt attataaaaa gagtacttaa aacaatatag
  3205861 acatattatt ttaattataa tagggctact attaagctaa caaaacaaga attgacattg
  3205921 tatgagctta acttgtttgc gaagtgttgg tccccctata taaaaaaacc acagtttaca
  3205981 cccaaactgt ggttttttga agtacaagga attacatgaa ttataagtca ctttctaaat
  3206041 tgtactcctc atttatcaat atctgtatct agtcttcaac ttcgtaacag agctaagttt
  3206101 aatttcttac agaatgaaac caaggcaatt gtttagtata tgtatcgcca tgacatatgc
  3206161 aagggatctt ttagaaataa gataagccgc agtaagtatc actgcaccag gtaaataaat
  3206221 agcaatatcc gaaagctggt tcgtatggaa aagtgtaaaa attgtaattg aaataataga
  3206281 tgcaatagca gtaccaatat aatgtgaaaa acgatttaat attatataac gaaatataat
  3206341 ttcttcaagt attggaccga gaataccaaa tacaagcaat gtaaatataa gaggtatctc
  3206401 cgcgcccgtt tcaaggagct gttcttggtt ctctggctga ccagttgcta gaaaacgcat
  3206461 aacaatctgt tctacaatta cagtaaataa aaccaccata ggaatactta ctattttcaa
  3206521 aattgtcttc tctttaaaat aagtaaaact ttcaataatt tctttcctaa agaaaatgat
  3206581 tcccacaata gcaggtacag tcaaaccgat ggcactaaga gcaaattctg attcaactaa
  3206641 gttgctgtta gttaaaaggg atataccaaa taatatgaac aagccaattt gaagtagtgc
  3206701 aaacagtata taaactatta gcataataag ttcttttgta ttcgttttta taaagctcac
  3206761 tttattaccc ccataatgaa attacttaga atctttgatt tttctttctg cataacgttc
  3206821 tccttctaaa tatacttata taaattttaa gaccggacgg ttcgatccgg aaactaatga
  3206881 tactataagt ttctagtttt ttaaaccccc tttataaatt atttacaaaa tcaaaatggt
  3206941 aaaaagcaaa tacatttata tctcaacttc ttatttacaa tcaaattcca gtactcattc
  3207001 aatattaacg atttatcttt tatagtgtga cgtgatacgg cttttaaccg caagatctcc
  3207061 taattaaacg aagtgaaaat gagagtagtt caaacatttt agctaaacat attaattaaa
  3207121 attatatata atactcatat gtcgatacgg taaaattagt tgcatgatat gactgaatta
  3207181 accaactggt catattgttt ttgacagaaa attcattcga atagtatgga taatacaatt
  3207241 tgaggtttcc atcagatagg aattgataag atattttttg ctccaaactt atttctactt
  3207301 acaaaaaaat taagaaaata gagggtaaac attacctgga atattaagct cgtttttatt
  3207361 aggaggacta caaagcatga ctaaagttga tacagtaaaa gaaaagatta ttgaaacatc
  3207421 tttatattta tttaatacta atgggataac tcgcacatcc attcaggata taatgacagc
  3207481 tactgaacta ccgaaaggat ctatttatcg tagattcaaa aataaagaag aaattgtcct
  3207541 tgccgcctac gacaaaagtg gtgagattat gtggagtcat tttcataaag caatggaaaa
  3207601 taaaaagaca gcaatcgata aaatccttgc aattttcctt gtatatcaag atgcagctaa
  3207661 taacccccct attgctggag gctgtccatt gcttaatagc gcaattgaaa gtactggagt
  3207721 atttccagaa ttacaaaaag cagcagcaaa aggctatgat gatacagtaa tgttaatggc
  3207781 ttctctcata aaagaaggaa tagagaaaca agaacttaaa gaagagataa acattatatc
  3207841 gctcgcttct ttccttgcct cttcaatgga gggcgctatt atggcaagtc gagtatctaa
  3207901 cgataatata caccatcatt attttattga acaaataaaa catcatcttt tctcttattc
  3207961 taaataagcg agaacttgca ttgccttttt atagacttaa attgaatacc cttcccataa
  3208021 aaagtattta ctgtttatga gaagggtatt aatttttagc aactgtagct tttttgacgt
  3208081 tatatattat gcatactacc aatctatttt tcacatacct ctctttttca ctttaaaaaa
  3208141 tatccacttt ggtttctcca tttaaagaat tacctatctc cttttcccta tagatggaca
  3208201 aaatattggg cactaaatga actttcccag aaggaaagtt ctaaaaatac cctagccata
  3208261 gagctactaa aactactact aacaaagcaa aacaaaatgt gatatttcga atccactttt
  3208321 gtatatcatg aaaatacttt tctataaatg cggtgtaaat agaaagcata aaaagtagca
  3208381 caatgaaagt aaaggatccc aatttaccgt taaatttttc attagtaaat gtgcttacat
  3208441 gaaggaaaag aaaaacaaat gttactatga atagctcaaa taatcttttt ttattcactc
  3208501 cgccaccacc ttacaataat tcccttttat tccattttat cagaacataa tgtgtagtag
  3208561 tatatgaata ttatactcac gtcaaaaagg ccaacaattc aagattgtta gcctctactt
  3208621 cccatattcg taccttttat cactttactt cctaacaact ggaatccaca tttcaccaaa
  3208681 cactaaacca tttctttgtc ccatctcaac cgttgtattt ggcccaccaa cataagtaaa
  3208741 atctgttgct tctcgtaaag cctgaccgaa ggcgatacca gtaagcttat tacttagctc
  3208801 ttcagctgtc ttatcttccc cttttactac taagtattct cccttaggaa actgaatcac
  3208861 tctagattct tcttctattt gtgcttctgt cataacaccc gcataataca tcatcttgtt
  3208921 attcactgct tcgctcacag aaaaaatgta attatttgta gctagagctt ttaaagtgtc
  3208981 cagccttcca tcctctttaa cagttgacca aaagtcttcc ttttcttttt ttattccaac
  3209041 aaaatctgta tattcactct taatttcagt tccaatacct aacacaataa agctatcttt
  3209101 ttcttcaatc gtataatttt tcatattcaa aaccttcctt cttttaaaat gaatcaaatg
  3209161 atttatcttt tcatctgata agtttataat aactttaaat catgtcaaaa aatgatactg
  3209221 tttaggagaa caaaatgaaa aaagttgaac ggattaatac aattatgcgg tatatcaaca
  3209281 accgctccca ctttacaatt tcagaaatca tacgagaatt taacatatca cgatcaacag
  3209341 ctattaggga cattagagaa atagaagcta tgggcatgcc acttgttgct gaagttggga
  3209401 ggactggggg atattttgtt atgcataact ctatcctgcc cgttgttcgc tttactgata
  3209461 acgaagtgaa agctcttttt attgccttta tggctacaag aaatcaacaa cttccctatt
  3209521 taaaaagtcg tcaatcttta gccgaaaaac tgttaggact catctcagaa acccagcaag
  3209581 atgatatcgt tcttttaaat caactcttgc tgtttgaagg gaccaaccct cataatcctg
  3209641 atttacttga gctttctgat ctccctcacc ctatgttaga aaaactcatt caaatgcttc
  3209701 ttttagatag acatttattg atttccatta aagaagagaa aggaatcaag tcttattcca
  3209761 tttatctatt acacctgtat caagaaaaaa gccaatggat cattgaagga tttgacttaa
  3209821 aagaggaaaa gaagaggatg tttcctgtcg atcatctcat ccatatcgaa ccatacacga
  3209881 cgaaaaaaag ctaaataaga aaaagatttt agaaaaacta agtaagaagg atgaagcgat
  3209941 taaccttgta cttgaacttg gtccaaaagc aattgcccag ttcaaaaaat accacccttt
  3210001 caaaatttca atatcttata caaatcctta ccaatccaca gccattttaa aaacatttat
  3210061 caatgttaac aattcggatg aagtaacgga aatagcaaat tggctacttt tcctagggaa
  3210121 agatattaca attagagaaa tgcctgaaga agtattaaaa gatttacaag agcggttatg
  3210181 cttatacact ccataagaag tgactagtta aacctcaaaa tattgagttt aactagtcac
  3210241 ttcttaacga ggcttctatg aataatacaa caaaaaaggt gtgaactagc ttttagttca
  3210301 caccttttta tattagagtt tcctataaat acattaaatt gcttttttaa gatttgaatg
  3210361 tggatttggt ccatacttat tatcaccttc atcactttca atgatacaaa acacaagcag
  3210421 aaccgctcct ccaaatggca ccaaatttaa taactgccac catcctgttt ttccactatc
  3210481 atgtaatcga cgagcttcca ctgccaaagt aggaacgata aaaattgcta tatatatcaa
  3210541 agtaatatta gctcttaagt aaaaggcaga cgaagaataa gaggccaaat atattaatga
  3210601 ccaaaacgta accttattaa ctaaagtaaa aatccagtac tcttttctcg tagctctccc
  3210661 actaaatttc gcatagtttt tgagagtata taaataccat ctcatttgaa ccgctccctt
  3210721 ttccatcccc taaacaatta ggttatacat tatatacctt ataagtataa atataacatc
  3210781 tttaacctct atttttatat agaatattcc gtttattttt aagttatttt tatgaagcgt
  3210841 tacatactat acttcacata tgtactcgat ttattattct cctatttact ttaaaactac
  3210901 tacaattaag ggaagtatga atgtattatt aaagcacgga aaatcttccc gtgctttttc
  3210961 aaaaaaatat attattccgg atgatttcat tcacttaccc tatctggcgt ttaaatgctt
  3211021 tactagcgaa aaagtaagag atgatcatga tccctacgca ccaagtgagc gcaatccaaa
  3211081 tatcgtttcc aacagttcct tcatataaaa gagcacgaac cgcattcacg attgaagtta
  3211141 caggctggtt ttcagcaaat acacgaacaa ttttcggcat cgtttcggta ggtacaaagg
  3211201 ctgaactaat aaatggaaga aaaacgagtg ggtacgagta ggctgtcgcc ccttccatag
  3211261 actttgccgt cagccctgga atgatagcca accatgttag tgctaacgta aacatcccta
  3211321 gtatcccagc tactccaagc caatctagaa tattcgcact ggaacggaaa cccattaaga
  3211381 gcgcaacaag aataacaact aagatagtaa gtacattcgc aacaagagag gttaaaacgt
  3211441 gagcccataa tatcgatgag cgcttaatag gcatcgtaat gaaacgtgcc ataagcccac
  3211501 tctttacatc cgtaaataat cgtacagaag tgtaagcgac accagatgcg atagccatta
  3211561 gcaaaattcc cggcaataaa taattgacat agttatctgt tcctgtttgt attgcgccgc
  3211621 caaatacgta tacaaacaat agcatcatca taatcggtgt aatcgctacc gtaataattg
  3211681 tatctggact acgcataata ttgcgcatta agcgcccaag taatacacct gttttgcttt
  3211741 tcatttacat ctcctccttt ttgccaatga tcgcaaggaa tatttcttcc aatgtcggct
  3211801 gcttctcgat atactctact tttgctggcg ggaacatctc tttcagttca gtaagagtac
  3211861 ctgtcgtaat aatttttcca ccatgtaaaa tagcgatacg gtcagctaat tgttctgctt
  3211921 cctctaaata ctgggttgtt agtaagatgg ttgttcctcc accagcaagt tctttaactg
  3211981 tatcccacac ttcaatccgt gcttccggat caagccctgt cgtcggttca tcaagaaaaa
  3212041 taacagctgg cgccccaatc aaactcatcg cgatatcaag ccggcgcttc attccacccg
  3212101 aatactgatc tgccctctga ttagccgcat cagtcaggct aaatctttca agcaaattgt
  3212161 cagcgacttg agcgggattg gaaacaccac gtaacttggc gatcattatc aagttttctt
  3212221 tccccgtcaa catgccgtct aaagctgcaa actgtcctgt caaactgata ctttgacgaa
  3212281 catgatctgg ttggcgcttg atatcaaatc cgcaaatcct tacttcaccg ctatcttgct
  3212341 tcattagcgt cgagaggatg ttgaccgccg ttgtctttcc cgctccattt gagcctagca
  3212401 gtgcgaaaat ttcgccacgc tgcacctcaa aatccactcc tattaaaact tctttatctt
  3212461 taaaagattt ttttaatcct tttacagaaa tcgctgtatt actcatactt ttccccctta
  3212521 taaaaataga ttacctacac cctctattta gtaccactga taatctgtat tacttagtag
  3212581 tagtttaaaa atataactga atagcgatgg tggcaattta cttttgtaac cagctaatca
  3212641 gtcggtatta tttattgcat ttattttttt ctcaatttct tcataatact ttcattcaaa
  3212701 tcttcacgat atttggagac atacgtttta gcgtttgcca ctagttcgtc agcaaaagat
  3212761 gccacatctt ccccagtaat atctagcact tgtctacctt ccgctgcacc agcttcaaac
  3212821 aaatcgatta attcgtactg aatgtgcagc atatccattc cgttgccggt cgaaaaattc
  3212881 cacatgtagt tttgaatttt cttaaacaca aactgatagt cctctgacag tgctgcaaca
  3212941 cgtgccatca tcattctgta ctctttttta tcaccaatta attttttgaa tatttccaac
  3213001 atcttatttt cctccttttt tataaagcag aacaaaaaac tctccaaata tgagccgaaa
  3213061 cattttatat tatgaggcta atttgacttc aagacattaa tttttgacga tacaaaatcc
  3213121 cattttctcc aaaataattc aagctcctga cggccagctt catttaatga ataaaactta
  3213181 cgaggcggcc ccatatctga tggtttcttt tcaatattca caagcttttt cttctctaat
  3213241 cgtacgagga tggtatagac cgttccttcc acgacttcgg taaacccaag atcattcagg
  3213301 tggcgagtaa tctcataacc atacgtttca cggcgactaa tgatttccag cacacaccct
  3213361 tccagtgaac ctttcaacat ttcagttaaa ttttccatgt tctgatcctc ctttaccccc
  3213421 tattctgtct gacttatatt cagtattaca gagtactaag gcgaattttt actgaatcgt
  3213481 ttttgaataa acctttacta ttcagtatta cttattactg ctacattgta tgactaatta
  3213541 gtggtgaatg tcaactgatt ttcaaatttt ttctaaaatc cgctattacc tatcgtttag
  3213601 taaaaatttt ttaagaaaca acactactca gtatcaccta ttacaactac attgtacgac
  3213661 tgagtagctg taaatgtcaa ctcgattttt atatttttct aaaatcaact attacccacc
  3213721 ccgctaagaa aagaaaatac cccaaaacaa taattctaca tttttgtttt ggggcgctat
  3213781 aagctagctc ttcttctaaa taaaacaatt catcctcttg ttacgataac atcatttcca
  3213841 tatcttctgc tgcagttgta attaatttta aaccgaatgt ttcttgtaat acatcgagca
  3213901 cgccagctga aataaattca ggcgcctttg aacctatgcg aatatcttga attccaagac
  3213961 taaatagccc aagcaaaata gcaaccgctt tttgttcaaa ccaagataag acaatgctta
  3214021 ctggcaattc attcacttcg cattggaaag catcagctaa agcagccgct attttcactg
  3214081 tagaaatgga attattacat tgccctaaat cgatgtaacg tggaatctct gtaccaggta
  3214141 caacgccgta atccacatca ttaaaacgga atttaccgca agaagtcgtt aaaatcactg
  3214201 tctccggcgg aagtgacgtc gctaattcac gataatattc tccgcctttt cccggtgcat
  3214261 cacaaccggc gataacaaag aagcgcttaa tcttcccttc ttttactgcc tcaataattt
  3214321 ccggagctaa tgataagact gtattatgat gaaaccctgt tactaactgt tcatccgact
  3214381 ccatatgtac ttctggaagt tctagcgctt tttgaatcaa tggtgcaaaa ttatcatttt
  3214441 caattttttg tacaccctct aagccggcaa tatcatatga aaagaatcga tcagagtatg
  3214501 atcctttaat tggcataaca cagttcgttg tcgctaatat ggcacctgta aatttttcaa
  3214561 aaaggcgtct ttgatcatac catgccttac cgatgtttcc ttttaaatgt ttatattttt
  3214621 tcagctgcgg atacccgtgt gctggtaaca tttcagaatg cgtataaata ttaatttctt
  3214681 ttccttctgt ttgttttaat aattcttcta acgcaaataa attatggcct gtaactacaa
  3214741 tagctttacc ttctacacgg ttttgtgtaa tttgaacagg ctctggaaca ccaaagtgat
  3214801 tcgtatgtgc cttatctagc aactccatta ctcgtaaagc tgatttccca actttcatag
  3214861 ccatatcaat atgttcttgt tcattaaaat tagaatttgt taatgtcata tatagcgctt
  3214921 cttgcgttgt agcatctaca aaagcatccg tataccctag ctgagcagca tgcgtacgat
  3214981 aagccgcaat tccttttaac ccaaacacaa tcgtatcttg taaactcgca atcgtttcat
  3215041 tcttgccaca aacacccatt actttacatc cgcctgttgg tgtttgttca cattgataac
  3215101 aaaacatatc atcccaccct ctcccaatca ttaattacac cctaagcata atatccattg
  3215161 aaaaaaagtg atgtgatatc aatcacaata atatataaag atttgtgaca gttcatattg
  3215221 ttgacataat atttttactg tcttctgatt tcgatacttg cgcataatat atcagtgcgc
  3215281 ttttatgaaa tacaaatatc atatcgatct aatatttaac aaaattttcc tttgtgatgg
  3215341 tacaattaaa gttatggagg gataatatgg tatatatgat gttttattac ggaatactgt
  3215401 ttcttatact tggtattgca atatttctgt ttattatggc tgggtcacga aaaattagaa
  3215461 ataaaaatct ttcattcgta atgatcggtt tagggataaa tatacttaca agtccagtgg
  3215521 cactttttat aggggggatg gcaacagatt ctccatatag tactgtcttt gatttttgga
  3215581 aaggatttct ctttattcaa ggaatacctc ttttcttact acttatagct ttcatttggt
  3215641 ggtttattcg cccgcctaaa gtaaatattc aaactagtat tgaaaaaggc cttgaacaaa
  3215701 atatgaaaag cactaagaaa aaaacgacac gaggacgtac aattactgcc ctacgtattt
  3215761 taattccaat tattttagta gtaggctgtt tttcttacat tttgtattta tacgacgtta
  3215821 cacttaaaaa aagtcattct ccgaataata taaatacaat taaagtagta aaaatagatt
  3215881 cagacacttc tcatggttcc tctcccgtca gaattaaata cggcttatgg gaacattttg
  3215941 acacaaatat tgcaaatgat ggggaacgtc tcgattcttc aaacgttaca atagattgga
  3216001 aaaacgatta tgaagcaaca ataactctac gaagcaaaga atccgtacct gaagttgtgg
  3216061 aatttaacat atcaaataaa tccaatggtt ctgtttttaa gaaggtacaa aaagtggtca
  3216121 gttcctttac ctttcaaaaa agtgaatctc caagtctaat aaatattatc gaattaagag
  3216181 aaacaataaa atcaaaagga ccaagtccca gttcaactgt aagaatctat tatggggaaa
  3216241 gaggtagcat tttaaaaaaa tataaagagg ttactcttaa ggaaatgtat acgacagaga
  3216301 acttcaagat cacttggaga aacgatgaac aagtacaggt agaagtatta gaggaaaatg
  3216361 tagtaacagc taccatcgtg atagatttat caaaataaat ctatttttca tatgttataa
  3216421 cttttttcta ctcggcacac gagagataca taatatttac aaattaaaag atttatacac
  3216481 attatgagcc cctctttctt tacaatacat ttacactatc ttaacattgt ttacattatt
  3216541 tatatgatat atttatatag aaactactta agaaatttta tatacatttt atctttatgg
  3216601 tctcttatct aatcaataaa aagatcatgt tatattttta taacaggggt gaattacaat
  3216661 gactgaaact ttaaaaacac ttataatgct tgatgctact tacgttgtta ttgcaattat
  3216721 gacagtacta gtatttgtat acttggaatt aaaatctcag taaagtatgc atagcttcgc
  3216781 atttaaatat agttagaaaa aagcgaggag aaattgtttc tcctcgcttt tttattttaa
  3216841 caaatccaat gtatgtaaaa gtaatccttt gtcccctact tctccatgac caggtactac
  3216901 aaaatttata ttttcatatc gcttcagcac attctcaatc gatgtagacc attcatttac
  3216961 ataagcatca gtaatatttc ctaaatcttt cgcggacgca gacttcacta aacagcctcc
  3217021 aactaacatg ttgtattgtg gtaaccatac gacgatatta tcttctgtat gtcctttccc
  3217081 tggataaaac gtttctactt tcatatttcc aaacttcaat ttcgtaattg cttgtaagtc
  3217141 tccaagtggt tcttcatatc catttttctt tgctagttcc gcagttaacg ttgtactatg
  3217201 cgctttaatg cctctttctt tcaacgtttt tattccacca atccgatcag cgtgtgcatg
  3217261 tgtaataata acatccgtta cactcttctt aaatttcttt tctgccatct ctattaattc
  3217321 cttcgttaac ttatcatccc aagaagaatc gacaagtact aatcctttag aagtattaag
  3217381 gattaaaccg ttcgaaggaa ctgcttctcc gttaaaataa cctaactccg tatgaaccca
  3217441 aacatttttg tttaactgag aaattgaaat agttcctgtc tcatttttta ttactttatg
  3217501 ctctaccttt cgttctgctt gtacagaaga aattgtacta acaaatggag ttattcctag
  3217561 taaactaaca cataccccta attttaataa tgtatttttc attttctcca ccctttcttt
  3217621 caaacgaaat atttattacc tatattagac aattcagctc aaatgtttgt tccatcttta
  3217681 cttgcttatt ttttatgtat ttaacaaaaa aagtgtacaa aatgttgtac actttaaaac
  3217741 ttaatctttc attccataat tctcaaactc ttcctcattc ccataaaata catttaaatc
  3217801 aatatacttt tcttttccat tataaccact tagtttccca cggttcgtgt attgccaaaa
  3217861 cgtccacttt ctttcatcag ataaactcgg ttttgtaaga acactacgaa tccatatatc
  3217921 acattgagga tacgcatcct ttatatataa atcatacgcc tcttgagttg catacaatat
  3217981 tactttctta ccgtaatgtt tttctagcat ttcaatcatg accgacaact ctttcgtaac
  3218041 atcttcacgc ttaggcggat tatctttttt gttagcgtaa aactcaacat caattacggg
  3218101 tggcagtgct tgtttatatt ttggaacatt tcgtataaat tgctctgctt gtgtttcacc
  3218161 cttactatca aaactaaaaa aatgatacgc tccgacgcgc atacttgttt tattcgcatt
  3218221 cgtccaattt ttagaaaagt acttatccac aaacgcgctt ccttcagtag cctttataaa
  3218281 cgcaaacttc atattttgct tttccaactc tctccaatct atatcccctt gatatgacgc
  3218341 aacatctaca ccttttattt catacctatc cgcacttatt tgattcggaa tgaatatacc
  3218401 ctgaaaaact aagtaagcga caacactcat tacactaact aagataaaga ttcctcttat
  3218461 aaaaagcttc tttttcacta gtatccccca tctttacaca ttaatactcc acttaccatt
  3218521 cacgtttttt atttatcctc attttttctt caaatgcttt ctccaaatca atttctaact
  3218581 tatttgctaa atcacataca ttccaaatga catcaaacat ttctaaacca atctctcttt
  3218641 tcgaatcttg tattttatca cgctttaata taacttccgc taattcacct aattccgcca
  3218701 ttgtatacat tgcacgttct tcaattgtag tatcttgaaa tcctttttct ttactgaaat
  3218761 ttaatacata tctctggaat tccacaatat tcatacttaa tcctccttca taataaatac
  3218821 tccgtttttc tattacactt aaatctattt tgttaaatta taacattcat actataattt
  3218881 atttataact ctttaacgga ggtgttttca atgactctct tcgcttctcc atcattattc
  3218941 atacttgcaa tcatttcatt tgcactagct tatttcatcg gagtaaaaca atacacttgg
  3219001 ctcttatcag gattcaatga acgccgcgtg ccagataaag tgaagttatc caaaatagtt
  3219061 ggcctttata atttaactgc cggtgttatc accacaattg gtagtgtctt ttctactcct
  3219121 aatgtcaaaa tcttagttcc tatcattata attggacacg ttataatcgc tgcttatgta
  3219181 aacacacgta tggtgcattg aaaaaagatc acacaaatgg atgatctttt cttataattt
  3219241 atcaacatat tgctttgctt ctagtaaaga aaagccaaaa gcctctctta ctctcttaac
  3219301 tgctgtaacc gtttttcctt cttccataag ctgacgcagc tctttattaa tctcaggttc
  3219361 tctatctaca attcccattt ctttcgtaat cagctgtaat ctatcttcca tcctctttaa
  3219421 acgtgcatcc gtcttctttt caattttatt taacttttca acgatataaa taaacccaaa
  3219481 gatcgctatc ggtatgatca tccaaaattc catgactatt cctcctcact agctttcatt
  3219541 tgttttattt cactaactta tgtaaatttt accatgaaac acatttaatg tataatagta
  3219601 atatgcaaca cttttgataa accttttatt tcagggggac acttaatgaa aagattttta
  3219661 aatacgctac tacaatttgt agttctttca attgcactac atgtattatt tgatatcgtt
  3219721 ggctggcttg ttttcaatgc gccaattcaa aacaaagtaa gcattatttc ctttattaca
  3219781 gcctcatggc ttatgtacat ataccgcgat aaatttttta aagcattcac ttcgaattaa
  3219841 ctaaaaaact tcatctttaa tcgatgaagt ttttcttttt ctctcattct ctctatttac
  3219901 tactgtataa tagaactaac attctgtctt ttttgaagaa aggagtcact atgaaattaa
  3219961 aaagtaacaa tatatacgaa aaaatgaacc aatattctgt tgtaggttta agtcttgctg
  3220021 ttatacgcga cggcaaacta gatgaaacag ctgctttcgg aacgcttgaa tccggaacta
  3220081 atagaactgt cactatagat tccatattca attcttgttc tattagtaaa tttatcacca
  3220141 caattctcat actaacatta tccgatctca aaatcgtaca tttagacgaa gacgttaatg
  3220201 atagactcac atcttggaac atccctacta atctatttac ttcacagaaa aaagtcacat
  3220261 tgcgaaactt gttaagtcac caatctggaa tcattgatcc tcctaatagc tttgaacatt
  3220321 atctacttgc acaagggcaa ccaaacatgt ctgaactcct tgccggtaaa acattatatt
  3220381 gctccgtacc tattgaagta acttataaac cagaaagcga atttcactac tcggatgcaa
  3220441 acttttgtat aatcgaaata ctacttgaag atataactgg aaagccattc aaccttttac
  3220501 tagaagaatc tatatttcaa ccactgcaaa tgaagaatag tacaatcttc tctcctgaag
  3220561 acatagataa aaccgatgct tttgcttgcg gacataataa agatggcacc gttacaaatg
  3220621 agaagtatcc attttatcca ttcgcagctg cttcaggtat ttggacaaca ccaactgact
  3220681 tatcagcttt agttattgaa atcattcatt ccttacaagg aaaaggcaaa ctaaaacttt
  3220741 ctcaaaaaac agtacaagat atgatttctc ctcaaggttg ctcaaaatgg actggcttag
  3220801 gtgtttttct agatgatttg aatgaagact tacaaattta ttcactcgga tggggcgttg
  3220861 gatttcaatg tatgatgata tgctatccat accgaggtaa tggcgctatt ataatgacga
  3220921 acgctgactt aggtgttcat caaatggaag ggattattgg tgacgtttta aaaacgttat
  3220981 cgttataatg aaaaagaaag aagctgttcc tttcagcttc tttcttatat aacatttttc
  3221041 gcaacaattt ttatatgttc tggtgcgata atctccgtta tactttcttg gaaatcttca
  3221101 tgtaacattt cttcaatatg ttctagctgc acttcaacat gtgtgcattc taaagtatgt
  3221161 atatttaata gtgcataatg atcttttttc ttaattacta aatattgatt ttcctctgtt
  3221221 acaagtaccg atcctaatcg tactcctagt aggcgttgat catcaaactt cacaatcgct
  3221281 tcccctttct actttaaaaa tgtaaagact ataaaaaccc aatttaagga aataattccc
  3221341 atatagacta tatcacactt tagtaaaata taaatatcat atttcctttt actaaaaacc
  3221401 cttattcttt tatatatttc gatacaaaaa actttctcaa cataaaatta gaattttcag
  3221461 tttttattct tttgaaaatc tattataata aagttaataa atgtttgacc tctcctaatt
  3221521 catgtacata tggatgatca gtagtcgctg ctactgatct atttttttga tttcagaaag
  3221581 caaatatgct gcatcctttc ctacaccaca aataagtgca gaacctcttt gagattgcca
  3221641 tggcaagccg atataatata atcctcttac tggacttatt ccctttatat gattaggcaa
  3221701 tccattctca tttaccacct tttctatttc aatccagtta taattctgaa taaaacctgt
  3221761 tgaccatata atactttctg cactatatgt ttcaccgttc tgaaacataa tattattttc
  3221821 tgatgcacta accacttttt cctgtagttg tattgctcca ttacgaatga gttccttacc
  3221881 ttcaaatcca aaaatgggat cctttctttt ctgaaaccat tttcccctct ttgtatttac
  3221941 ttcagcgtac aatagaccca atttgtctaa ccaattgaaa atactttttc taaaaagatg
  3222001 taacggtaaa aacgttaaag gatgactaat agacattgta acttcatgag tctttgcaaa
  3222061 ttctactgca atttgcatac ctgaattccc gccacctact actagtactt tcccctgtgg
  3222121 aatttgcgat ggtgatttat attgtgatga atgtatttga aaaacatgtg atgatagatt
  3222181 tgctgaaact gagggaataa atggttgctg aaaaccacct gttgcgataa taactttttt
  3222241 cgtttgtaga atctctgtag aagtatgtaa ttcaaatatt cctttctctt ttcttatttt
  3222301 taaaacttca gtttgcaatt gtaccggtaa ttgaaaatgt cttgcatatt cttctaaata
  3222361 agttgcaatt tcatctttat atggaaattc atttttttca cctattaacg ccatacctgg
  3222421 caagctactg taagaccttg gggtaaaaag ctgtaaagaa tcatatctat ttctccatga
  3222481 atcaccaact cgatttcctg cctcaagtaa taaaaaatta tacccttctt gcttcaagta
  3222541 atatcccatt gttaatccag cttgccccgc tccaataata attaggtctt tcactctaat
  3222601 ccctccttct cttaaacata tgaatatttg ttcatatatt catacgtttc cataatgata
  3222661 acattttatt tttatataat tcaatatcta ctaaaaaata aaaaaagcag cttaccataa
  3222721 agtaaactcc tcttcattgt aaccccttat tttgataaaa tatccctaaa ccctctcctc
  3222781 ataaaatata attctatttg aaaacggatc aatcacagtt aattcaattg taccccaagg
  3222841 tgttttttct atattcggct tcgaataagc atattcttta cttaataata cagaatgata
  3222901 atcctttaca tcatctattt tgatccgaat cgcaccacct ggtgaggcat caccatgatg
  3222961 ttctgataaa tgcatcacag catcatgtaa cgaaatttgc atatataatg gcatatgttc
  3223021 ctcataacga tgttcccaat ccagtttaaa tcctaaaaaa cctacgtaaa atagctttgc
  3223081 tttttcaata tcaaaaattc taaatatagg tgttatcatt tatactctcc tcctatttat
  3223141 aaacatctgc tgccaattct ctcaaaacat ccacattcac tacttcaaag caaccattgt
  3223201 ttttctttat aatctcttta tcacaaaaga tattcaacgt tcgtaataag tgtcgataac
  3223261 tcgttcctaa caattccgct gtttccgtta aattcccact aaatacaatt ctatttccgt
  3223321 gctgtactgc ccgttctcct gctgctaaca tgtaactcgc aagtctattt tcaagcggat
  3223381 acaataaatt aattgtacta tttttggaaa gtcgatttaa cttatgtgct aatgatccgc
  3223441 aaatacatcg taaaaatttt gcatcatgaa atagttgatt tctcactttt cctaaaggca
  3223501 aaccaacaca atatgaatct gccattactt gtacgtttga agctgtcttt tgcgaatgaa
  3223561 ttaactccac atctcctaac agctgcaaac tatcataaaa gcataataat acagatttac
  3223621 cgttacttaa tgtattaaat gccttcgctt ttccttcaac gaaaaaatat aaatagtcta
  3223681 tctcttcatt ttctctacaa ataaactcat tctttttaaa aaatataagt tccatatacg
  3223741 gattcatatc attactaaaa aaggagtcaa tattattttg tttcatatac tctgctaatt
  3223801 taatagaatt acatactttc ttcatcgttc ccccaccttt acaactcatc cccattgtaa
  3223861 tcaaaatttt cttcttccac tatgacatat gtcatagtaa tacacaattt cagcatgata
  3223921 cagtcattac aaatatgaaa tataaagggg atattacatt gtataacttt ctttctgtct
  3223981 ttattggtgt gctcatcgcc gttatgcttc cattgaatgg gattttatct gagttaattg
  3224041 gcaagtatac agcaagtgtt gtcattcacc ttgtcggttt aattgcagtt attttcgttt
  3224101 taatcataaa caaacataaa attcgtttcg ataaagggat tccacttttt ttatacagtg
  3224161 ctggagcgat tggagtattc actgttcttt ttaataatat aagtttctcc gtccttggtg
  3224221 cctctattac aatcgcatta agtttacttg gtcagtccat tgcttccatc gttattgatc
  3224281 attttggctt attaggaatg aaagttgcta aatttgaaaa gaaaaaacta attggattat
  3224341 gtttcatctc ttctggaatt ataattatga caatttatta atggaggcaa gaaaatgtta
  3224401 tatgttacga tcgctatttt agctggtgtt tctatcgtcg ttgctagaat tattaacgca
  3224461 aatttagcaa aagaaattgg caattgggaa ggtacatttt ttaattatat tactggctta
  3224521 tttttctcta tgttattttt aatgttcagt tcagattcat tgtacattcc aatgcatacg
  3224581 ttacagtcca ttcctatcgc tgtatattta ggcggattag taggcgttat tgttatttca
  3224641 ttatccaact atattactcc taaaatatca gcattttatt taacgttact catctttatc
  3224701 ggacaattat ttgcaggaac tatcattgat ttcttcctaa caaatgaact ctcaactgga
  3224761 aagattatcg gtggtatttt cgtaataatt gggcttactt acaatttact cattgatcgc
  3224821 ccaataaaaa cagtgaaaca taaccacgtt caactataat actttatgct tacctatcat
  3224881 atattaatag aaaagctctt cacatgaagt aatagagagg agaatattct attaaaaaaa
  3224941 ttattttact gctttgtggc acattgatta tttgtggaat catatggttt gtaaactctg
  3225001 gaaaatctat tcaagatttg tatacagcaa ataagccaaa gaaaaaagct actattattt
  3225061 caacgcaaag agacccaaat gagcctcctg tctttttagg aaaacaggaa ataaaagata
  3225121 tacatgtcga gtccattaaa acaaaaaaag atatctttct cacaaaaaca gatgaattaa
  3225181 aaacgtttat taacagtatg gataccgcaa aaaaaggaaa attaacatta gatgaagaag
  3225241 gttcagattt aatagattgt gatatgtgga ttacatttga ggatgggact tataaaaaat
  3225301 atttcatatg ggtagttgat catcacaata acgaagtgat gattgctcag caagatactc
  3225361 ctgatgatgt aaacctcaag tactatcaat taaatgaaga tagctcaaaa aaggtttata
  3225421 acttattcaa aaaaattatt taaccgaaaa agtcatgagc acgtaagctc atgacttttt
  3225481 gcactatata tattccggga acactttaca acccttttcc tgctctatat catggccaaa
  3225541 gaaaataatt ggtttctctt tcgccacaac ttcttttaaa cgtttaattg aagataaagc
  3225601 taattctgga tcaaatcctg cgaacggcac ttcatcttca aaattttctt tcgtataaga
  3225661 tgcatcaatc gtcaataaaa ttgaaccgga ttgctccgtc tcaatgaata gcgactgatg
  3225721 gcctggagaa tggcctggcg tatacaataa ttgaacacct ggtaccactt cataatcccc
  3225781 ttcaataatt ttgtagttca aatgcggtaa tatacattct ttcatatatt cttctctatg
  3225841 aagtgctgcc tcatattccg ttcgttgcac aataatcggt gtatttgtaa aagcaccgtt
  3225901 tcctcctgca tgatcaaaat gtaagtgaga actaataata tataaaaggt cgtccggctc
  3225961 ataccctaca cgctttaata tatttacgat tctatcttct tcagtcattt tcggtaaaat
  3226021 ctgcccttca acaaatgtac cgttaaaaag cccttcatta ttaactgcac tttctggcat
  3226081 acctgtgtct actaaaatgg gaccttcttc cgtctccaaa agataacacc atacaggtaa
  3226141 gttcaataaa tttcccggcg cgattgtact attaacagaa gaatgatcta acatacaacg
  3226201 acctgctggg atgaaataaa gcttctttac tgtcattatg tatccacctt tacatttagt
  3226261 ttgggataaa gtaatacaat aaaaaattct tctttttaga aataaactcc ttctagacta
  3226321 tcagtacagc ttacataaaa aagagggtat ttttttacat agcagtattt caccatctat
  3226381 aatatagaag taaaggattc ttactttaat ggagggaata caaatgaaag caattggttt
  3226441 acatgaatat ttacctattg aagaagaaaa cagtttaatt gatatggaaa ttgaaagacc
  3226501 tgttgctaca ggaagagata tactcgttaa aattaacgct atttccgtta atccagttga
  3226561 tacaaaagtt cgctctccga aagataaaaa agaagaagta gcgaaaatac ttggctggga
  3226621 tgcgagtggt gttgttgtac aaaccggcga aagttgtacg ttatttaaag aaggcgatga
  3226681 agtgttttac gctggaagca ttacgaaaca aggtacatat agtgaatacc acctagttga
  3226741 tgaaagaatt gttggtaaaa aaccaaaaac gttaagtaat gctgaatcag cagcacttcc
  3226801 gttaacagct attacagctt gggaaggttt atttgaacgt ttaggtattg attataataa
  3226861 gaaagatacg aactccttta aaaacatttt aattataggc ggtgctggtg gtgtaggttc
  3226921 aattgccatt caacttgcga aatgggctgg actaaatgtt atcacaactg catcccgcaa
  3226981 tgaaacgata cactaggttg aaaaatttgg tgccgattat attattaacc atcaccaacc
  3227041 tttacaagat caaatattag aattcgggat aaaagatgta gattatattt tttgcttaaa
  3227101 caatacagat cagcattggc aagcaatatg tgagctcatt aaaccacaag gaaaaatttg
  3227161 ctctatcgta gaaaatgaac accctcttga aatgggtatt ttaaaaagta aaagtgctac
  3227221 attcgtttgg gagtttatgt tcacaaaagc gatgtatgaa actggcgata tgattacgca
  3227281 gcacgaatta ttaaataaag taagtgaact attagatgaa ggtattttaa agactacatt
  3227341 aaatgaaaca ttcacaccaa ttaacgctca aaatgtaaaa aaagcacatg ctctgcttga
  3227401 aagcggaagt acaattggga aaatcgtttt agaaaagttt taataacaaa aagtccgatt
  3227461 tctcatttag aaatcggact ttttactatc tttatttgct tgaaatctct tgatcatttg
  3227521 gaacatctaa cggaggtcgt ttccctattc cgaaagcata gaaactaatt gttacgatag
  3227581 ctaagaaaac aatacctaca actaatgaaa tacgcgtatc atcgttaaac cacattccga
  3227641 ctaataccat aattaaaaag gcaattgtta aatagtttgt aacaggagca aacggcattt
  3227701 tgaacggatg atctttcatc tctgctccct tttcttttct aaaattaatt tggctaatta
  3227761 aaatgacaaa ccatggtacc ataccaggaa gtacactcgc actatataca tatacgaata
  3227821 agttttttgg tgcaatataa cttagaacta caccgaccgc taaaccgata attacgccaa
  3227881 ctgtaccgaa taaaggtaca ccatttccag aaagtttcgt gaaatatttc ggtgcttgtc
  3227941 catttacacc taacgtatat agcatacgac cagcactata aataccacta ttacaaccag
  3228001 acattgctgc tgtgataaca acaaagttaa ttaatcccgc agcagccgta ataccaactt
  3228061 tcgcaaaagt tgctacgaat ggacttccaa ttgtacttaa ttgatcccac ggatacacag
  3228121 ttacaataac gaaaatcgca ccgatgtaga aaattaaaat acgccaaatt gtactttgaa
  3228181 tcgctcttgt aagtgtcttc ttcggatcct tcgcttcacc agcagtaata ccgattaatt
  3228241 ccacaccttg atacgctcca actacaagtg ataatgcaaa gaagaatcca gaaaaaccac
  3228301 ctgtaaagaa accgccattt gaccaaagat tcgatatgcc aatcgcttct ccgccgttac
  3228361 caattccaaa gaaaataagt ccaaatcccg caataatcat taatagaatc gtaacgattt
  3228421 taatcatcgc aaaccaaaat tcaaattcac caaatgactt aacagaaatt aagttagctg
  3228481 cgccaagaat aaccattgcg attacacctg gtatccaagc tggtaaatcc gggaaccaat
  3228541 attgcatata cgctccaacc gcgataatct ctgacatccc aacgataacc cactggaacc
  3228601 agttgctcca cgctgtcata taaccagcta gcggatgaat atacttatga ccgaatgtcg
  3228661 caaatgaacc tgtacttggc tccatataca acatttctcc catggcacgc atgatgaaga
  3228721 agataaaaat acctgcaatt gcatacgcaa gcataactga cggacctgtc catttaattg
  3228781 tgctggctga ccccataaac aaaccaacac caatcgttcc gcctaaagca atcatttgaa
  3228841 tatgacgtgc ttctaaacct cttttcaatt ctttgtttgc cacttcactt ccccctctta
  3228901 gatgattcat agccgcattt taaaacaaga tgctttcccc taattccttt cggccctgaa
  3228961 aatgatgaag caaacgtcat tttacactag ctttaaagct atcctaaaat cgtttttctg
  3229021 cttcttataa aattctcaaa acctttcatc ttccaacatt ctataaatct taaaattact
  3229081 taccttatat taattcatta atctgaaaaa ttcaattatt ttttcaataa attattatac
  3229141 ataagtctga ttaattttta actgaattaa caataaaata catctattca atatgattcc
  3229201 ggtataaata ttattacaat ataaataacc gaggaaatca tatcctcctc ggttatttca
  3229261 ctacttatag tttgtactgt aattgcttac ccatacaatt aacgcaccac gccaaaattt
  3229321 aatatattaa tagaactaca aagtcactag cttctacacc tcttatttat tccatctcct
  3229381 attttaagaa aaatataact acacttaaat caatcaacaa tacctttaat ttttgttcgt
  3229441 atatccacta atcattttca taaaatataa aagagtctca ttaaaaaatg agactctttt
  3229501 accatttcat atttaaatcg tttttgaagt ttgtttacct aaaacaaaca ctttagtaaa
  3229561 caccatcatg ataactacta tagctagaaa ataaagtggc atcaccagta acgagcccgt
  3229621 atgaagttga ctcattcccc aaattgttat cgttacaatt acatagtacc ctaggctaaa
  3229681 caatgcaccc gctgtaccaa tgacatcttg aaaatctact aatgctaaac ttaaacagtt
  3229741 aggtaatgct actccaattc ctaatagcaa tataaacatc gctactaaaa atccgaccat
  3229801 atatattatg tttggatttg atccaactga agtaataaga gataaagcga ctgctccaac
  3229861 taccattaca agacaaccga tatatataat tttctctggt ttataagttg caagcaatcg
  3229921 ttttgaaact ttcgctccaa taatagaagc agaagcaaca acaattccta aaaatccata
  3229981 catactaggc gataatcgaa agtattcaat aaagataaac ggtgcttctg cataatagct
  3230041 aaataaaaca ccatttgcac ctccaattaa tagcccatat gttactactt tcggatttgt
  3230101 aattaatctt ttcaatactg aaaaaacatt tattttattt gttactgagc tcgtttttgt
  3230161 ttctggaaga gaaacaaacg tatacagaaa aattccgaca ctcataacta ctaaacttaa
  3230221 aaatactatt ttaaatccaa acatttgatc aagaaatcca ccaattaatg gccctatcgc
  3230281 tggtgtaaaa gcaatgactg ccgagatttg agcaaacata acatgcctct tatgcccttc
  3230341 tacactttca cgaagaatcg tttgcgtcac aactgatcct gcacttgctc caaatgcttg
  3230401 aataaaacga cttactaata aaacttcaat ggaatttgca ataaagcata agaaactccc
  3230461 aatgccatat acaacaattc caaataacat tgccggacga cggccaatta tatccgatag
  3230521 ccatccaata aaaaatacac ctaaagcaaa tccagcaaaa tacacactaa gtgttaactg
  3230581 tacctcatta ttacttacgt gcagcgcctt tgaaatgtct ggtaaagacg gtgtataaat
  3230641 cgtttcacta atttgcggaa atgcgacaag aataatcatt aataaaagtg atggtactga
  3230701 gacttttttc atttttcata ccctcctata actttgaaaa tctcagaaat aaaaagactt
  3230761 tccttagcta cggaacagga ggggccatta tagaaattcg ctcataaaac aacaaagaaa
  3230821 acacctcaat tacgtatgtt aatacttata ggagggtaat attaacattg atttttttaa
  3230881 tatacttttt caattatatt acatattgtg tttctttttc tagtactcgg ccttggcaaa
  3230941 tttattaaag agataccttg aagtaaccac ctttttatgg aataattaga aatagtttga
  3231001 atcaatagag ctaattatta aacgatagac tagcatattt ctaatttcgc caagcttaca
  3231061 aataggagga ctttcgtaat gattgaaatt ttaaggacaa tattaaactt cctaatctct
  3231121 ctattctcag gagaattacc aattgtatat tatgtatgga ttatcgcttt atttgtcatt
  3231181 caaatgatcc aggctactct cagctataag ttctttaaaa agaaagataa tttcagcact
  3231241 tatatatcaa cagaattatt cgctttcatc attctattgt ttggcggtat gttaatatct
  3231301 aagttacttg cctatatcat agatgaccct actattagta tgacaaatgt aacacattat
  3231361 tttatttctc tgatcatact aactatattt gtcgctacag gttttattaa agattttcta
  3231421 caaacatcta taaaaaataa aaatatattt cttttcacca ttttagtaat ttccttaata
  3231481 actagtatac tttcattcaa gtttttacca cctttaattg aaggtccttt ctctctttct
  3231541 aaatctttta taaccacttt aattattata gtactcgggt taattgctct actaatttct
  3231601 ttagaggaaa aatatgcaga tgaaaaagaa acggaaaatt tatagtttct catttatata
  3231661 aaagaaagag ggagctcccc tctttctttt atatcatccc ttttaatatc aatcctaaaa
  3231721 ctgacattat tatcgcacta ataataattc gcaaaatcca agttgtattt gtacttattt
  3231781 tttctaattg cttattgatt gttgctatgt ctttctcatt aatagtggta cgcgtttcta
  3231841 aatttcgaat gtctctcatc atttcttttt gctccgcctt gagactgtca attttagcgt
  3231901 aaacatcttc catatattca caccctctgt tcatcttaat agaaaaatct atatatatta
  3231961 tgagacaacc ctcttaccgg tgaatacatt ccgtatatgt gcgcaccaaa ttatttgcac
  3232021 aatctaatta tgtttccatt cttctatatt aaaattagcg ttaggataaa ttaaatatag
  3232081 aaaaggaatc ccttgtttat gtaacagcaa acaaggtgct ctccagcata cgagagcacc
  3232141 taagataatt tctattgttt tcatcaccat tttcatgttt actaactcaa tatagtcagt
  3232201 atgattttat gaagagtcta ctttgttagc tgcttaatgt atactaatag taatacgaaa
  3232261 tagttccatt gataaactct ctagaacaat aaatatactg gctgaaacag acctataccc
  3232321 gatatttttt ccagtaacat gaatggttat ttctaataaa tgcgtttgta taccattgtt
  3232381 ttcaaaaatt ccatcctcaa cctttacaat atctgcttca caatctactt ctttaaaagt
  3232441 tttcagtaat tttgtttcta ataaactaca attaaaattt tcatctttta ttacggcaaa
  3232501 tttaaccttc atatcgattt ccccattttt aacaaactaa aatcattaaa tcgatataaa
  3232561 tatatattat tttattaatt aattcaaaat atatgtttct tacaaattat tactaaatat
  3232621 caattttagg gactgtaagg ccttttaaag attttttatc caaaatagaa cttaatccac
  3232681 gattaatcac gtgtttcaaa tacgatatct ttatctgttg aacaacctta tctctcctta
  3232741 aaaaaccttg ttttcaccct atttcttaac aagagttcta accttaagtt gtcttttctt
  3232801 tataaaaaat agcctgccta tttctgtagg cgggctatat ctttattaca ccatataaaa
  3232861 ggtatactct cttctccact tgaactttat gtaatgacac agattctaaa taaattatta
  3232921 tcttttctat attcttatca ttaatttttt gttcataaat tcgtaacaca tatatatgag
  3232981 ttatcatgct aaaattagtt tattcaaaag aaattattct taatgaaccg ataattttta
  3233041 ataccctgtt ttaaagcctc gcccccctgc gaggcttttt cctatttaac ttgaatagta
  3233101 gttatcaact gttactatgc tgctacacat tcctatcttt agttattcag catcagcaca
  3233161 cgtaaatttc tttcctgcat catttgattt acaaatttta tttatcgatt tttcggttat
  3233221 cttttcactt tcactagaaa cttgatctaa atccattcga aatacttgtt caggattctc
  3233281 ttttgaattc ccttcaatat gaattgtacg attgaacatc tcagccgtga agctgctaga
  3233341 tgtatttatc attttcactc cattattttc acctacatag cgttcaacta ctttttcagc
  3233401 ttctttaagt tgctgagatg taggatacgg gatcgattcc gctaaagtga ctacacctac
  3233461 taaataagta atatacaaac cacctgcaat taagataact ttctttactg ttttatgaat
  3233521 catgatctaa ctcctttttt cttttgctat taaaatatat aactttccta atttccatca
  3233581 atttcttttt aatacataac attcttttta tatttcatgc aaagcacctc tcttactaat
  3233641 ttccaacttg atgataccat gttatttatc gtttttcaat aaataattat tatattacat
  3233701 tatttatttg ctgtttttgt ttaaaataat gataaaacca aataactttc ttataaaatt
  3233761 cttattctaa taagaaagtc gctaaagctc tcctatcttt tacaaaggat aatgctaatg
  3233821 ttgttaatgg cacaaaaaaa gcaccgtcac aagtgacggt gctttttcta tgtaagagct
  3233881 actagaaggt tcccttctag tctactccca tttataagtc caaaattgtt ccagttgcag
  3233941 ccattttaat gttgctgcat ctttgttttt gattttcgca tgcgtttctt caagcatcgc
  3234001 ttctgtttgc gaacggtgcg cacctagtgc agctaattta tgctcgaata cttcactaat
  3234061 attatttaca acatccggct cacctagtac agcttcgcga ttttttgtaa tcgcaaccgc
  3234121 atgaataact ggacgttctt ctgttgacat acgtgataca gcgcgaacaa cagcgcgacc
  3234181 aaatgcatca tgatctggat gtacaccgtg ctctggataa aatgtaataa ttcgagatgg
  3234241 atttacttct tggatgatcg cttcaatttt atctgcaacg aaatcaacat cttcaaattc
  3234301 taacgtttta tcatggaaac caagcattct taagtcttga atccccattg ctacacatgc
  3234361 atctttcaat tctttctcgc ggatatttgg aatcgtttca cggttagcga acacgttttt
  3234421 ccccatgtta cgtcccattt gtcctaaagt accacacgca tacgttacag gtactccttg
  3234481 atctgttaat aagcgaattg ttcctcccgc agcaaatgct tcatcatctg gatgcggaaa
  3234541 tacaacaagt acatgtctct ccataagttt ccctccttct tacttaaatg gcgttaagct
  3234601 taactcaagc gctactgcta aacgaccttg attatcatgc cctgctagta ataaacgctc
  3234661 tttatcgtct acttcccagt gcgtaatacc ttcagcatat acccagccgt gatccatttt
  3234721 taaaccaact cggtatgggt ttgttccagt tattttcccg cgctcaaagc gaatcattgc
  3234781 atttcgaatg aatgctccaa ctgtcatcat cttttcatta aagtgtgacg catacgcacc
  3234841 gttcgtcgtt tctaaatgaa tatatacatc tttatttaca aaacgttcaa tttcattttg
  3234901 aataagagaa ctatctttta ctatttccat cggaattcac ctctttaaac cattttacgc
  3234961 aaaaataatg taaattgcta tctctatatt agaggacaac gcccactttt cctaataatt
  3235021 tgcactgtgt ttctttattt ttttatatca tatgtaaaat catcattttt tccttcactt
  3235081 tgttaaatag ttttctttct tttttgaatt tgctacaata tattttatcc cgtattcata
  3235141 taacgggata cattttgaca attgaataca tactttgaag aaggtgacat gattggaaca
  3235201 atcagcacat gaagtagcaa attggcaata ttattttgca attgccgtat ttttagtcac
  3235261 gtacggattt attatttctg agaaattgaa tcgtgctgta atcgcactat tcggcgctgc
  3235321 tattatgatt atttttggag ttgtagattt acatactgct ttcacatcac atattcaatg
  3235381 ggaaacgatt acccttttaa ttgggatgat gattctcgta catattacga gtcaatcagg
  3235441 cgtgtttgag tttgtggcca ttaaagcagc aaaagcagct ggcggaaaac caatccgtat
  3235501 attattatta ctatccttat taactgctgg cggatcagca tttttggaca acgtaacaac
  3235561 agtcttatta atcgtccctg ttacactgtc cattacacgt attttaaaag taaatcctgt
  3235621 tccttattta ctttcagaag tactattttc aaatataggc ggaacagcaa cattaatcgg
  3235681 tgacccacct aatattatga ttggatcagc aaataagcat ttagacttta atgccttttt
  3235741 actaaactta gctccaatcg taattattat ttctatcgtt acacttggca ttatttactt
  3235801 cctgtatcgc aacaaactaa aaacaacaac tgaacaaatt aatatattaa tgggattaaa
  3235861 cgaaaaagat tatattaaag atcacagcct ccttttaaaa tccatttcgg ttttaggact
  3235921 aactatttta ggctttatac ttcattcgat tattcatgta gacgctgccg ttatcgcgat
  3235981 gacaggcgct acacttctta tgctaattgg agtaaaagac catgatattg aagatgtatt
  3236041 tgcccacgtt gaatgggtaa ccatcttctt cttcgccgga ctattcgtcc tcgttggcgg
  3236101 tttaattgat atcggactta tttcttcact cgcaaaagaa gtaatcgacg taacaaacgg
  3236161 ggatatcggt ttcgctgcga tacttatttt atgggtatcg ggcatcgcat ctgcgaccat
  3236221 tgacaatatc ccatttgtcg caacaatgat cccgcttatt caagatttag ctacaggact
  3236281 cggactatct gtcgattccc cgcaaatcga agtattatgg tgggctttat cacttggagc
  3236341 ttgcttagga ggaaacggaa cattaatcgg agcatccgca aacgtagtcg ttgctggtat
  3236401 tgcaaaacgt gaagggcatg aattctctta tatggacttc ttaaaaattg gttttccgtt
  3236461 aacaattatt gcattactat tatcacacgc ttatatatat ttacgttatt taatgtaaaa
  3236521 gttgtattgc atgaaattat atcgtcacat acaaaaggtt tgcagcaaag tgctgcaaac
  3236581 cttttttcat caccaaaata taccgataat tgctaaacca cctaaaatca taccaccaat
  3236641 ttgtccgaca attgttggtg ataattgaac accttttctc acttcaacaa ctggtctttc
  3236701 gtgccttagt tgctgcactt cgctttgcaa ttgatgtaca cttccgtgca attctttaat
  3236761 taactccttt aattcagcga cctcttcatt tactggtttt gctttttcta aattcatctc
  3236821 acatagctcc ttataaatgc aatcagtaca ctgtaaaaat tcgccaataa ttactctttt
  3236881 cctttctttc tctctctatt tctaatttat tctcatatta aatttatttt caaaccatat
  3236941 tgagtgctat acctgttaaa ttaaatgttc ggttattcgt atctgcctta tatagaagca
  3237001 ttcagaactc tacttttttt acccaaatac ttactctcta ttatacttac tcaccgtaaa
  3237061 acgttacgta ttaatagatg aaatatttat tatataaact aaaattaaat tcctcacttt
  3237121 acttaactga attttcagtt ataataaagg ttaataatta cattttttca aaaaaataca
  3237181 tttaacctat ttctatctcc ccctttccga tcaacaaata gatcgcgtta ttttagataa
  3237241 taatgaatat tatccattgg gtacagtgat gttaatcgga agtacactat ttctcttact
  3237301 atgtgccata tgcatgaatc aaaagcgggg agtgtaacat gaaacaactc ttccaattcg
  3237361 agttcaaaaa atcttcaaga aaaaacaaca tggattgcaa tactaatttc tatttttttc
  3237421 attagtagct tatatttctt gaattattct atcgtggaag acatccagct ctgagatttc
  3237481 actttatccc tttgaaattt accttggaca agtattatta ctaactgcca tactcacatt
  3237541 ttccctatat tctttttact atatttcatc acttttacta aaaagcctaa gtattacaac
  3237601 gtcttttgta gctattatag cttttattgg aatgaagagc ttctcttctc cttacaatcc
  3237661 atttacttac ataaatattc acagtgttct aactggtgaa acagctactt tagttttcaa
  3237721 cccttctatt aatccttcta ttaatctttc aaatggggtg atgttatcat ttgtcttagg
  3237781 ctgtatcctt ttattcgcag gatacaaact attcataaaa acatatcata aataatttta
  3237841 gcctattaaa aactactaat acttttctaa cactgttatt aaaggaggtg atatataacg
  3237901 agcgttttaa ttaataaaat tacattatgt taataactag gggacatatt tgagaggaga
  3237961 aattacatga atacaaatat tttcaaaaaa aataacttaa taaaaatgtt ctttgcttta
  3238021 acattttctt ttttatgctt tgcgcctaca gatacactcg cagcagaaat caaagggagt
  3238081 cccattaaag gaacaaccaa acaagaatct acaacgccag gtccatccta tgttgcagta
  3238141 gaaacgtatg ttacagtaga agcgtatttt agcaaacgtg agtacgcact acctccagct
  3238201 agatactatc atcaagaaac gcgagatggg atgatatatt ctggttacct taccagacat
  3238261 agttatgcat caacgggaga cacgtggatt gtagtctaca aagggtttat taaagcataa
  3238321 taaatcattg attttttagg taatcaataa atacaaacaa ttaattcccc tagtttatta
  3238381 tacaaatctt ttaacattta ttatttatta aaatttataa ttcgatatta agatgaatta
  3238441 ttttttctat aattacatat agttaaaagt aattatatag agatttcatt agtacaaagg
  3238501 tcatccacag gatggccttt gtactttatt catcatttaa ctgaataata ccaaaaataa
  3238561 tttaatacta ttaacttaca tataatttca tatcataatc ttccttgcta caaaccagag
  3238621 gaagcaatca accttttgtt gaattataaa tagattgcat ccttagcttg ttttcaccac
  3238681 ttttaatagt taaaatctat ctccccatcc attcatcccg caatatcccc ataatgatac
  3238741 gatcaaaaca ctccccatct ctttgcactg cttctctcat acagccttct atctgaaaac
  3238801 ccatcttttt atacaactca atagcagctt tattataaga aataacatca agaccaacgc
  3238861 ggtgtaaatt caattcatag aaagcatatt ttaagataag atggattgct tctcttccat
  3238921 atcccttccc tctatcattt gcatctccta taccaatggc taataaaccc gttctgttat
  3238981 tccactctat gccatgaatt gccataaaac caattaagcg atcatcttga actgtcctca
  3239041 acatgaaaga tacactattc gatctccgtc cctttaatag cccatcactt actatttctt
  3239101 gtaacgattg tggaaacgct acatctgtat cgacatttct taaatactca ctatcttctt
  3239161 gccacatagc cattacttta gcatctgatt ctctaatagc ggataattta acagctttat
  3239221 tttgaaaaag attcatcgtc atttcaaatt ccaccttttt taataacggg gacacttatt
  3239281 ttagtctatt tatccccttg ttccataaac tgctttataa acgggatact tacaataagc
  3239341 gctgacattg gcacatctcc tctacattaa attaaattca ttgtataatt ttttatttat
  3239401 tctaacaata acaaaaaggc cctccaaatt cagagggcct ttcctaatag caaaactcta
  3239461 ttatttcgta aacattttct ccgcttcatc cattgccatt ttgttaccta aagcagaata
  3239521 gtcaagccat ggttggtcat tgataatgta tacgtgtttg cctttaacag cttttaagtc
  3239581 tttccaaatt ggtgtttctt gaagttgctt aaatgcagct tttgctttat cgtctctgtt
  3239641 tacaacaacg aaaatagcat ctgcatcaaa atcaggtaat acttcttgtg aaatgacttc
  3239701 gaaaggacgg tttccatcaa ttttctctac accatttgca ggttgtaacc ctaagtcttg
  3239761 gaacaaaatt ggtcccatcg gtcttttcgt gctaaatact cgtaattctt ttgcagtaac
  3239821 gcgaattgcc attacttttt cgttattacc tagctcttta ccgattaaac tttttactcg
  3239881 ttttgattgc tcttcgtaat cttgaatata tgtatccgct tctttctcac ggtttacaag
  3239941 tttaccaact tgttttaaat ggtctctcca cgtaccctca tctaaattga aagaatgtgt
  3240001 ttttgcaatt ttttcgtatt tcgctacatc ttttccagcg tatttttcat ccacataaat
  3240061 ttcagatggc tttaactgaa gtaacgcttc catattcgga tctgttacaa cgcccagttt
  3240121 cttcgtatct ttcagttgtt cttttgcgtg tggtaagaaa tcttttaaat ctccaccaat
  3240181 tacagaacct actggtgtaa ttcctaatgc aagtaaatta ttcgttaagt gaatagacat
  3240241 agaagcgatt tttggctcat tacttttttc gtttcctctt tattagcttt cgtttgacca
  3240301 catgctgcta atactaaaat acacacgatg ctaaataaaa tagtaagttt ctttttcata
  3240361 tgttctcctc tttgaagtat ttattttgtt tttgtaagta aataaagaaa atacggtgct
  3240421 cctaaagctg ccactactac accagctgga atagagtttg gctcaaatat agaacgacct
  3240481 atcgtatctg ctagcactaa aataatcatt ccgataatgc cagctaaagg aaggaagtgt
  3240541 tgatatgtag tacctactaa cttccttgcg atatgcggag caactaaacc gataaaacca
  3240601 atccctcctg ccatcgctac actcccgcaa gataatccaa ccgctgtagc taaaagtagt
  3240661 aaccgttctt tttgaacaga aacacctagt cctgctgcta cactatcacc tagtgacaag
  3240721 gcatttaacg ttttagattt tagccatgca taaggggtta gtatgaaaat ccaaggtaat
  3240781 aatgcaagga catgaatcca gtcccttccc cacacgttac caactagcca tctagaagcg
  3240841 aatgtatacg tctcatcatt taacttgaga gagaaaaata atgaaattgc actaaagcca
  3240901 gctgaaactg caataccaac gagaataagt ctaatgggaa gtaaaccttt tgaccgatca
  3240961 ctcgcaagta aaataataag aaatgcagct aatactcctc cgccaaatgt aaataacggt
  3241021 attaaaatgg atgcattctc attaatagaa tgaaagaaag taacaaatac gataagaccg
  3241081 aaagacgcac cggaatgtaa tcctaaaata ccagggtctg caagtgcatt acgtgataat
  3241141 ccttgcaaaa tcgcaccgga aatcccaagg ccaatgccag ctaacatggt gattataatt
  3241201 cttggcatac gataatcata tagcacggtt gcgctctcaa aatcaccata accaaaaagt
  3241261 gtttgaatta ctttaagtgg cgctatactc aatgttcctg tatttaaact aattaaaatg
  3241321 acagcgatac caatacaacc aaatattgta gttacagtaa tagctctctt cttatctgtg
  3241381 tttaaaatct tcttcactta tagttccctc ccaactttac gtgctatata taggaaaaac
  3241441 ggaactccaa tgagagctac cataatccct atcgcaagtt ctttaggagg gtttactgtt
  3241501 cttgccccta ggtcagctaa aactaataac atagctccta ataatgctga cataggaata
  3241561 atgagtcgat aattcacacc aactattttt ctagcaatat gcgggataac gagtcctaca
  3241621 aatccaatag aaccaacagc tgaaacagaa acacctgcta gaataactac tataatcatt
  3241681 ccaagtatcc tcgttcgatt cgttttcaca cctaaattcg tagcgacatc atcccccatt
  3241741 gatatgagtg aaatagaccg ccctaacact gtcgcaaaaa caatcgttat aaaaataata
  3241801 ggaactaaaa atttcaagtg ttcccactta acccctgcaa caccaccagc gtaccaaaac
  3241861 gctaaatctt gacttaagtc ataataaatt gcaacacctg aacttaatga atgtaaaagt
  3241921 gctgccataa ctgccccagc gatcgttaac ctcatcggtg ttaatccgcc tgctgttgct
  3241981 gatccgataa taaaaatgag tactgtactt aaaaccgctc caataaagga aacaaccatc
  3242041 aaataggaat acggcatatg cgggaaaaag gcaaaactaa gtgctactac aaacatcgca
  3242101 cctgcattta tgccaagcac acctgcatca gctaaaggat ttcgtgttac tccttgcata
  3242161 acagccccag cgaccgcaaa agccgctcct acaactgctg cgccaattac ccttgggagc
  3242221 cttaattcgt aaatgatttg atgctgcgtt aatttcggat tgtaatcaaa aaccgctgtc
  3242281 cacaccgttt gcaaatgaat atcctttgca ccaaatgcga cggccaaaaa tatagatcca
  3242341 attaaacata taattgttaa gctcataaaa catataaact taatgtgtat ccagcggtta
  3242401 ttgccagcac gtatagtaga cttatgtaac atgtttcatc ctttatattc agttgttttt
  3242461 tataattatt ttttatttat aattaatatt gataataatt atcattttca tttagatatt
  3242521 atatccccac tttttttaaa tagcaaacta ttttttactt tgttacatat taaaatattt
  3242581 attacaattc ccctctaaaa cttacaaata catgcaaaat agactactgg tttatttttt
  3242641 taattgtagt atacttagtc attatttttc gtttttaaac aaaaaatatc taaggagaca
  3242701 caatgttcta tataaaacaa ctactacatt tcacttacga gcaagcatta tcttgcttat
  3242761 tcccagtcgt cattttttta acactagctc tttcaaaaat cataacgatt ccaggtttat
  3242821 atcggtatga tttcatactc atcgtatgtc ttcttatgca gtggtttatg tataagactg
  3242881 gacttgagac gaaagacgaa ttaaaagtaa ttactgtctt ccacctcatc ggcctgttac
  3242941 tagaaatata taaagtacat ttcggttcgt ggagttatcc tgaagaggcg tattcaaaga
  3243001 tttttggagt tccactttac agtggtttta tgtacgcaag tgtcgcgagt tacatatgcc
  3243061 aagcatggag aagaatgcat ttacaaatgt accattggcc gaaagctatt tttgcaatac
  3243121 ctctaggagc aatgatttac tttaattttt ttacacatca ttttctatat gactttagat
  3243181 gggtattaac tttactttta ttcattgtat tctttcgcac atttgtggag ttttcattac
  3243241 gaggcgttac atataaactt ccactcgttc tctctttttt ccttatcggg ttctttattt
  3243301 ggattgcaga gaacatcgca acatttttcg gagcatggca atatccaaat caacatgaaa
  3243361 cgtggaatct cgttcactta agcaaaatta gctcatggtt tctactcgtt gttattagca
  3243421 ttatgattgt tacacaactt aaacatttga agcagttgaa aaagtaatgc tgattatgta
  3243481 aaaacaaaaa aacactttca ttatctgtcg tacttacttt taaatcactt cctacttttc
  3243541 tttttaagga cttttccaaa catttttctc tatcctgttc aacctcttct tgtaagcctt
  3243601 taatataaca gaaactttct tctgttacat ctgtgccctc atattacaaa gaaaaaagac
  3243661 aaagcatcga ataatcagat actttgtcta cagtccgagg ttgagaaagt attttctcaa
  3243721 cctttttatt cgttgttttt attttcactc catattttct acatttaaac acttagtttc
  3243781 acagtaatag cctttgccgc caacataaac cttttctatt tcattcttgc tattggttgc
  3243841 taatgtaact aatatttcag aaggcgattg caaagaataa ccttgttcaa atacatagac
  3243901 ttctttttgc aagttgtgct gttcatgaag gtagcaagct aatgcaccat ttgaagttcc
  3243961 agtcgctgct tcttcattaa tgtcgtatag tggcgcaaaa ttcctgcata taattcgatc
  3244021 gtcattaaaa gtatatagat gcatcccgac aacattataa tacttgctga tttctttaat
  3244081 tttttcaaaa ctaggttgca gtgcatgtaa tcgtgtttcg ctttttatag gaattaaaat
  3244141 atcttttaag cccgtggaga caatttgaat tggatattta ttatctatag ctttcatgtc
  3244201 aaaacagtcg atgaactcgt ttggagatac aacatcatag aatatcggat tgttttgttc
  3244261 catgaatatg ctgtcatctt ttatggtaat agtaagaaca ccgctgtttg tttcaattgt
  3244321 atagcgattc ctgaaaagtt tatttaaatg catcagtatc gcgaaagagc caattgtagc
  3244381 atgaccacat aaatcaactt cttcttttgg tgtaaaatac tcaaatttat aatcagcaat
  3244441 ttcagattct gatataaatg cggtttccgc ataacccagt tgtttggcta ttgccatttt
  3244501 ttgagtagtg gtcaatgaat tctcaataaa taccactcct gctttatttc cgcctttatg
  3244561 atccttgcta aatgcacttg caacatacac ggatagtttc ataagacacc ttcctcactt
  3244621 atagtaaatt gtagtataga aagtactgcg tataaatttc attggatata ttcccataaa
  3244681 acaagagaca aactattttt ttgcatctga ttctccaaaa atagtttatc tacagtctga
  3244741 gcccatcact cattagagag tgatgggctt ttttagtagc atttttaaac cttcctcatc
  3244801 caaggagtta tagagtcatc ataatttaca aaagcataag cagttacaca ttatgaacta
  3244861 ctactagcag aggaagttgc tacagatgaa gcggcaatcg ttgccatcat agctgcctgt
  3244921 tgtgcttgga tgaggacttc tatcattgtt tgtaaacctg tgctggtagc tttactttcc
  3244981 tcacctttct gacttacgaa cagttgaata gcaataagaa tactcgtatc tgtatgccaa
  3245041 cggaacaatt tctccccctg caatttttca atcaacgctt taacagaatg aatctctttt
  3245101 tctccatcct caagtaacgc taatagcccg atagctgggt aatgtatctg tttcactttt
  3245161 accttctctt gctttaataa cttccatatg tttgtacatg ttgcaactaa catttcttca
  3245221 cggacatcct tctttagtga aagaatatga cttagaaatt gaagatcatt ccctttacga
  3245281 aaaccagctt tcgctagttt ctcataaaga tattccactc ggtccataag cgtttctaca
  3245341 ttctctgatt gtcctgctag taaaactgcg agcgggtaat catttgtacc tgtaagaaaa
  3245401 agatgatcct ctttcatgcg tttatatact tgcatcgaac gctgaatgtg cgtgctatgt
  3245461 tgttcattat cttcagttaa aagcacagct gctgcgagat aagtaaatat actccggcta
  3245521 aaaccaccag taaccaattg ttcatataaa tctagaaact ttcgaaaagc tttcttgtaa
  3245581 tctgtaaagt ggatatctaa tgttgcagcc actacaaaac gatgataaga ctttaagtat
  3245641 gaaaacattc ctacctgatt cttaatataa ctactaattt ctaaaaaacg tccgagatcg
  3245701 aacaatttat cactacctgc atacatagca gcaatcatca tacctgttcg agaatcactc
  3245761 gttttccatt ttagttctcc ctttaactgt gaatatgtat gtgtatattg ttccagcttt
  3245821 cgttctaatg taatcatagt attcacccct atttctagtt cttctctttt attatacgta
  3245881 tattccatat ttaggaatac tataattaat aatctcacca taaaaatgat aaaatttctt
  3245941 tatccctata tattagtttc ttctccttct tcatcagcat cacgatgata acccctaatc
  3246001 cttcaagaag ttatacaaaa aaaggtagat aataatttat ctaccttttt tgtatatata
  3246061 ttatttaaca atacatctgt catttttctc gttatatgca attcaaacta aagagcctta
  3246121 ataatacgtt ccattgcttt catttgacca atatgatctg cttcatgata aagcatcata
  3246181 ccgtaaagct caccaactgt ttctagtcct aaaaatggct ctggcagttt attttcaaat
  3246241 acttctgctg gaatttcgtt aatacgtttt gcttgttctt ttaattgagc cattaacacg
  3246301 tctaatgatg gtccttctgt tttccattta gatggtcttg atccataccc aaacatacct
  3246361 ggatattcag ttggtaattg cttaaactct cttccaaaca tgaaagtctc tgctgctgtt
  3246421 aatacatgac caatatgcca gcgaattgta ttattaaaac catccggctg tgtatctaca
  3246481 gttttatcat ctagcgtctc cataaattta agcaattccc cacgcgttat ttccaattgt
  3246541 tttaaaccaa ctagtctatt cattttatcg ctctccttct tgatgtgcat tttattacga
  3246601 actaataatg ttcaattcat taaagtttca tcttgtttaa tttatcagaa acccttaaga
  3246661 aacacaccta atatgcttaa taaaaaggtt catctcttgt aaatatagaa ttacttacta
  3246721 cacaaatgct ttagtaaata aaagaggagt gtcatggcat gttacatatt ttaaaacaac
  3246781 aatataatct tattagctct acaagagaaa ctctattttc gtttttggaa gaaatcccat
  3246841 tagaaaaatt acatagcact attccgaatt tcgggagcgg tagcattata aagacacata
  3246901 tttctgtagc cgattgctac cgatactggc ttggatcatt cgcattcaag caaaaacggg
  3246961 cagatttttc atttgctagc gattatgaaa ttgagcatgc agatgtagaa aaagttcgtg
  3247021 ctagatttaa gttagtagat gagaccgtac aacgcttttt agatgaatac aatgaccgat
  3247081 ggctcgacaa tatagcaaat gaagtaaaat ggcaaaaaga accttggagt accacgccgc
  3247141 tatggctttt aactcatacg gagacacatg agtttcatca taaaggacaa attgtatcta
  3247201 tggctagaca ccttggatat gttcctccca atacagacct gattagttga tatcaaaaag
  3247261 cttaggatga atacaaatcg agcatgtttt gaaaaccaat caaaacatgc tcttaaaata
  3247321 ttttacctta caatctccat atccttatca ataccaaata gtctcagcat aattatatgc
  3247381 atcactattc ggaattgcat gtttcccctg cgcttgcgct tttcttgggt ctaaatcata
  3247441 taccatcggc gtatagcatg atgtttgccc tttattcaca acaccatttc ctcccgcact
  3247501 cccgcaagta tatgcttttc catcggtttt tctgactatc cttgcatcag cttcgttatt
  3247561 ataaactgcc gggcgggtta cagtaacttt tgcccatgct gtcttacatg tcgtgctaaa
  3247621 ttttaattcc acataagaat tggaatcaat ccacttcttc tctttcgtta ctgctgattg
  3247681 atcacaacta ttgtaatacg gacttttccc atcatacgta tggtcttccg catatgcttt
  3247741 attattattg gtcgtactaa acacactagt tacaacgagc aacgccagac aaagacatgc
  3247801 acttactttt ttaaaaagtt tcatagaatt ccactccttt attaataacg tccagttttc
  3247861 ccataaccat tattaaacgt aaccgcttca gcatctgctg tgtatccaaa atctgcagtt
  3247921 aaatcaaata ccattcctgt atacgtgctc gtttgacctg tttttattgt gccgttcccc
  3247981 tgattggaag tgactgattt ttggaataca ccatttttat atttattcac aacagcgtac
  3248041 gcatacactc ctccagaaac agctggtgct ggttgatcta atacaaactt agcccatgct
  3248101 gcatgacatc tattgctata acgtaaatac actgtcccaa cctttttact cccttcatac
  3248161 accgctgtag actttgcatt aaatccatct gcatcacatg ttgtactgcc tccgtatact
  3248221 ttcgttgttg ctggattttt cccgtcataa taactactca gatcggtagc tgcaaatgtg
  3248281 ctttcttgaa aagtaaataa tacccctaca ctcgctacac ttaacacaca tactttcatt
  3248341 aactttttaa acattttaaa tctcctccct caaaataagt acatataata aagacaatat
  3248401 ccccctatgt acacccctcc tttcatgctt cctagaggca tcttacagaa acgaaaaaat
  3248461 gttgtaaatt cccttacgtt tattggaata tacaaagaaa tttacttatc cttttaagaa
  3248521 aaaaagttga gaaatacaca ttttatagca tcctttattt caaacataaa agaaccgata
  3248581 cttgttacat gcaagcatcg gttctttata caaaattgct attttttctt ttatagaaaa
  3248641 caaatatttc tccacttaat ccgttgtaaa aaactctctt gttacatcga taaattgctg
  3248701 cagtggcact gtcatccatt tgtctttatg ccaagcgatt tgcgtataaa tcggaggaat
  3248761 tgtttctttt aaaactaact cctttatcgt cccttctcgc atatcttttt ctactactat
  3248821 agcaggtaac acagcaacac ctaaatctgc aatgatgcat tgtttaattg cctcgacact
  3248881 aacaaactca atcttatttg ctggatatat gtctttcgca cgaaataact cctcaaataa
  3248941 agtccgatat gagcacccta gttctgttaa taaaagtgtt tccttctcta aatcttttat
  3249001 agaaacggaa gtttgctcca gtaaacgatg ccctggagca gctactactt ttaattcttc
  3249061 tttcataagc ggctccacat gtaaagcatc ttctgtttta cattcatcca aaataaatgc
  3249121 aagatcgact tttccctcca ttaattgttc cttcgcatct ttattagaat gtgctggttt
  3249181 aaatataagt tttatttgag gaaattgtgc tttaaatctc tttaatatag atggaagcct
  3249241 atatgtacac tgactttctt gtgcaccaat cgttaacgta ccagctattt cttcatcatc
  3249301 tttcacagcc attttcgctt cgttactaag tccaatcatc ttatcagcat ataattgaaa
  3249361 cttcctccct gcttcagtta agaaaagacg ttttcctaat ctttcaaata acggcgtacc
  3249421 tagctcagct tctaacgttt taatttgcgc cgttacgctc gattgagcaa agtttaattt
  3249481 cttcgcagtt tgtgtaaagt tcaaagtatc cgcggctatt ttaaaggtaa ttaattgttt
  3249541 tatctccatt tatcatccct cttttcaatc gaaattttcg attgatctta tcaaaataat
  3249601 cctctttgtc tattgatatt tatattgtat gataaagagc atcgacaaac aatataaatg
  3249661 gaggtattcc atatgaaagc actttgtttc gaaacatttg gaaatgctga tgtacttcaa
  3249721 tataaagaaa tccccgatcc aatcattaat ccaaatgaaa ttcttgtccg tacgaaagca
  3249781 attggcttaa atttcgctga tatttataga cgccgaggcg attatcatct cgctggtaac
  3249841 ccgccttata tattaggtta tgaaggggct ggtattgttg aagaaatagg aactaacgtt
  3249901 actaccatca agcctggaga ccgtattgca tttgctgacg ttccattcgc aaatgcagaa
  3249961 ctagttgctg ttccatctaa aaaaacaatt cagcttccaa attctatttc ttttgaaaca
  3250021 gccgcttctg tcttattaca aggcctaacg gcacattatt taacgaaaga tagctatcaa
  3250081 ataaaacaag gtgatatagc tttagtacac gctgcagctg gcggcgttgg tcaacttctt
  3250141 attcaaataa ttaaactact tggcggaaca gcaattggtc ttacgtcatc aaacgagaaa
  3250201 gcaaaagttg ccacgttagc tggggctgat cacgtatttt tatatagtga aaaatggcat
  3250261 tcaaaagtgc ttgaaataac aaacggcact ggagtaaatg ttgtatatga atcagtaggt
  3250321 tctacattag aggaaagttt taacgctact aaaattggtg gtactgttgt attttacgga
  3250381 atggccggcg gtaatcctgc tcccgttgat ccgcgcatgc ttatggatac ttcaaaaact
  3250441 ttaactggcg gagacctttg gaacgtgctt actacctttg aagaacgtaa gcagcgctct
  3250501 actcaattat ttgattggat cgctagtgga aaattaaaca ttgcgagtcc tactacattc
  3250561 tctttacaag acggtgctca cgcccataaa ttattagaga gcagaaaaag tacagggaag
  3250621 attttattga ttccataatt cataaaatga aaaggaagct agatttctct atcttccttt
  3250681 tcttatctct atttgagata tttttatatt tccacactct ctttcccttt tgcaacatag
  3250741 ctcatatctc caactgactc aactgtatat attccatctt gatatacaat ctttgtcaca
  3250801 ctagcatttt ccacgccaag ttttgtttta ctactgtcta gcatttctat taaggtagta
  3250861 atcaaaagcc catgaacgac aactaaaacg ttcccgccgc catctttagc tgcttcttca
  3250921 ctaattttat caatctctgc ttttatacga gtagaaaata attcccaatc ttccgcctgt
  3250981 tttgtagggt ctgctgctct aataagatca ataacttctt gaatagaaaa cttcaaaagt
  3251041 tcttctggtg atgtaacgcc cgcagctttt ccaaccgcat cccacatatt atcaagtttt
  3251101 tcaccttcaa aaataccaaa atttaattct cgtaattttt ttctttgctc aagtttcaat
  3251161 tttgattgct cactatattt taatactaaa ttagcagttt caatcgcgcg gccactatca
  3251221 ctactatacg cattcataaa atgaatatct tttaatcccg ttcctaaatt tgtggcaact
  3251281 tccacacctt tttccactaa cggagagtct gcccaacctt gcgcgcgatg gttcgtattt
  3251341 aatattgttt taccatgtct tgtaacatat aacgtaacga cattgctatc tgtttctcga
  3251401 ttcttcattc ttttttctct ccctttacat ttctatctca atattaacac ctcaattatt
  3251461 cattgagcaa aatatatgta agtagcttcg cttaataaaa aacgctacct ttctgtatat
  3251521 ccatacaaaa agatagcatc ttttatgatt atatttctta accgatactc ctactcagca
  3251581 aaagcactcg aatattgtac aactccttct acactttcaa gagcattttc tgttaattct
  3251641 attaccataa acacttcttc aggcacttca aatggtgctt ttatattcca ctcaattgct
  3251701 tttttaaaac caaatttcgg atagtactct ggatgtccta atactacaac tgatccgtat
  3251761 ccaagttctt tcgctttttc taaagcagct acaataagct ttccaccaat ccctttcttc
  3251821 tgatggcccc tagcaactga aactggtgca agtgctaatg attcttcaga agttccatcc
  3251881 tgttctatct taattttcga taacataatg tgaccgacta ttgcctcatc taccgcaaca
  3251941 attgataact ccggaacaaa cgcgtcacat tctctaatac gttttacaag ttcatgttct
  3252001 tttttatcac taaactcttc atgcaaaaat gcttctttta caacttcttc tgtttttcta
  3252061 taatcatttt tttgttcttg tctaatcgtt atcactctag attaccctct attctttctc
  3252121 atttcttttt gaattttacg aagtgctttt ttcgatccgc gctcaatatc atgttgcatt
  3252181 tttctttctt tataatcgac aaatagcgta tttaaatcgt atccctctgg atataattcc
  3252241 tttgctgcta cttctaaagt aatacgtttt acattcactt caatgaattc accgttataa
  3252301 tatacaacga cattatagaa gttatctttt tccttataga tgataccaaa atcatcatga
  3252361 tccaataaat ttacacgatc gccaatttta tactcgtaat gattttctct tttttcttgc
  3252421 aggaatttcg gttttctaat tttactttca ttcacttttt ctaaagtata ttctttattt
  3252481 cccatgtacg ctttcgctct tttcagtaca cgttctctta cgttcatttt atttgcaatc
  3252541 caaagtgcat tactttcacc tgatttaccg atcactaatt tataaagcgg ttctagcgtc
  3252601 tcactattaa attgcattgc tgcattcata aaatcatcgt gcatttctga gaagcgttta
  3252661 atttcaccgt aatgcgtact cgcaactgta atacatcctg caagataaaa ctcctctaaa
  3252721 atagaaattg caagtgctgc tccttcgttc ggttcagtcc cgcttcctat ttcatcaaac
  3252781 aatagcaacg tattattatt tgacatcctc ataatctcag ataaattttt catatgtgat
  3252841 gaaaacgtac tgagtgcatt ttcgatactt tgattatcac caatatctac aaatacattt
  3252901 tcgaaaatag caatttctgt ttctttatct ccagcaatat gaagacctga catcgtcgct
  3252961 aatgttagta atccaattgt ttttagcaca attgtcttac cgcccgcatt tggccctgta
  3253021 ataattaaac tacgatagtt ttgaccgatt tcaaagttta acggtactac ttttccactt
  3253081 aaaagcggat gcttacaatt tactaaatga atatggccat gatcatttaa cttcggctct
  3253141 attccatcga ttgatttact aaacttcgct ttcgcaaaca ccatatcata ctgactaatt
  3253201 aattccatat taatttttat atgatatata ttttctacta ccattcctga taaagtcgct
  3253261 aaaatttgat attcttccat cgcttcttct gctttcaaac ttgcaagttc cgcatttaac
  3253321 tttgtaaccg tatgcggttc tataaataca gtagaacctt tagccgacgc ttcaactata
  3253381 cttcccgcaa cttgattttt ataagaagat ttaatcggaa tcgtatacct atcatccttc
  3253441 ttactaataa agaattcttg aatatacttc ttatttgcac tactatttaa aaacttcgtt
  3253501 aaacgttctt ttattttccc gtctaccgaa tcaatgttat ttcgaattcg ttttaactct
  3253561 ttactagcgg cagaatcaat actatttcct ttaattgaaa agttaatttc ctcttcaata
  3253621 cttttatatt cagtcattga atttgcataa gaagctaata ctggtgcaaa aaattcttta
  3253681 tctaacataa attttttaat ctttctacat ccgcgtaaaa agtctgaaac acttactaac
  3253741 tcttctggat ctaaaatcat tcctttttct aatttttgaa ttgtactagc aatatttgaa
  3253801 ataccgaaaa aaggcacatg cccttctgca tctaatatag ctcgcgcttc ggttgtttca
  3253861 tttaatcgat tccttaccac ttttatactc gtactcggct ctaatttatt tattaattct
  3253921 tttcctaatc cacttacaca ataaaatttc actatatcct ttaattcgtt atattgtaac
  3253981 ttttcaaaag tcatcgtatt cattttgttt ctcctcacta tgattgattt ttatcataaa
  3254041 tgaagatacc tactcattag attccaatga gctctacatt attcaattac catttttata
  3254101 cattaaaaat atatacaaaa aagctgcggg gataccgcag cttttacatt tacaaggcat
  3254161 gagtaataac atatgaggaa ataagccata aaaacggatg gcaatcccct gattacacgc
  3254221 tttataaagt attgtaggta tcttcatagg tatcgaaata aatccatgac aaaattaggg
  3254281 gtatgatata cataaaaatc ccctgttctt atctgattta tttcattcaa tttttcctat
  3254341 ttagtaccta ccgcactcac aaaaagcacc tctcattaat ttatattata gtcattgaaa
  3254401 tctaatttaa tgaaatcatc atactatatg ttttataaga agtaaaggta ccatacttaa
  3254461 ttaatacata tctatacact tcaatatcac agcatgcagt tgaattatat ccaactttca
  3254521 tttcaaatta aataagtgcc tccgctattg tgaatgtcat ttactctccc tactacattt
  3254581 aataattatg acaagcaatc ataggaggtt actacatgag cgaaaaatat attattttac
  3254641 acggaactgc tctcgaacca aatttaattg gccccacact accaccaatt ccaccattta
  3254701 catttccgaa cggacctact ggaatcacag gacctaccgg tgcgacaggt tttactggaa
  3254761 ttggcattac tggtcctact ggggttacag gacctaccgg aattggcatt actggtccca
  3254821 ctggagcaac cggtttaggg attcttcccg tatttggaac aataactact gacgtaggta
  3254881 ttggtttttc agtaatagtt aatacaaata ttaattttac ccttccagga cctgttagtg
  3254941 gaactactct aaatccagta gacaactcca ttataattaa tactactggt gtatactcag
  3255001 tatcgttttc aatcgtattt gtgatacaag ctatttcgtc tagtatatta aatcttacaa
  3255061 taaacgattc aattcaattc gcaattgaat cacgaattgg tggtggtcct ggggtaagag
  3255121 ctacatccgc cagaactgat ctattatctt taaaccaagg agatgttctt cgagtacgaa
  3255181 taagagaagc cacgggtgac attatttatt ccaacgcatc ccttgttgtc tcaaaagtcg
  3255241 actagttcat ttattaaaat aacgatttag gaatgataac aatataaaaa gaagaggaaa
  3255301 acttatattt cagtctacct cttcttttct attaacaatt cactgctgaa catatatgga
  3255361 aactgatcct ccacttacat ggaattgccc ccatccatcc ttattaattg ttacagtatt
  3255421 tgtttgatta cccgtcatat catgccatac ttcccctgca ttattctttc caacatccat
  3255481 ccactttgat cctcccggtc catcagagat taatgttgct aaaccagaat tagcatgtac
  3255541 actatcacct tctctcgtcc atccaatcac atctggatgg tctaaataat cacgctgcgt
  3255601 accatatgca aagttttttc gtgctgtcaa aatcggatca attttatctt ttaacgctgg
  3255661 aatttcataa ctactatttc cgcttgtccc atagtaatca ccataaaaaa ctgaaggata
  3255721 tccctctgca cgagttaaaa taaatgcata tgccaacggt ttaaaccacg gacttactac
  3255781 agattccaat gactgaccag gctgagaatc atgattctca acaagagtaa ctgcgagtgc
  3255841 aggatgattt tgcattactg ttccatttaa aatatttctc atatcataat tcccatttcc
  3255901 ttttgaagca taatgaaaat tgtaatgcag tggtgcatca aatacagatt gattataatt
  3255961 gactttcgct aaataattat ttaaagtttg gatatcattt tgccaatatt cagccaccgt
  3256021 aaacatttct ttccccgttt gctgcctaac atgatttacc caatcgcgta aatattcatg
  3256081 atcaatatgt ttaacagcat ctaaacgaaa gccatctaaa tttaattcat tcgcatacca
  3256141 cgtcccccaa tttttcatct cattcgcaac atctggatga tcaaaatcaa ggtctgcata
  3256201 catcaaataa tcataatttc cattctcact agacacttcc cagtcccatg ctttacctat
  3256261 acccctaaat ttataaattc gatttaattt ccttccttca tcccaatccg ttccgtcaaa
  3256321 atgataccac ttccatttga aattagaata attatctcca cgtccaggaa agttaaaccc
  3256381 tgtccatgca ctaatttcat aatcacctga tacctcaaca tttcgattgt tacggtctac
  3256441 ctcaacagct gttacagttt cagtataatc tgctccacct ttatgattca taactacatc
  3256501 gccgtataca tcgatgtttt gcttatgtaa agcttcaatt gcagatttca attgtgcttt
  3256561 tgtcccatat ttcgtccgca ctgttccctt ttgattgaat tcacccaaat catataaatc
  3256621 atatgctcca tatcctacat cattttgcgt agttccttta tacgcaggag gtatccaaac
  3256681 agatgtaatt cctttttgcg ctaaattttc agcatcagtg cgcaaacgat tccaatgatt
  3256741 cctatcactt ggagcatacc actcaaaata ctgcattaac gttccattgt taatcgtatc
  3256801 tgcatacact ttactctccc catatatact aggtaaaaac aaaacaaccg acaagccgac
  3256861 tattgttatt tttttgaaca tatttaaacc accccttcta agaaaacgtt tgcatatttt
  3256921 gttgaaatta ttataatatt cgttctacaa ttagtaaagt agcaatctct cattctccca
  3256981 tattattttt tagtctaact tcaaatattt aaacaatact tcaacggagt tttcatttca
  3257041 catcccattc aagattgttt acaatttatc tataaaagca taacggaggg atttctatga
  3257101 ccgactttca aaaacaattt tttgcaagat taaatataga agaaaaacaa aaagtttcat
  3257161 ttgaagattt atctaacatt atgtacgcaa tggcacaaac tgtcccattt gaaaacttaa
  3257221 atgttctcga aaagaatttt aaggaaatat cacaagaaaa tctaaaagaa aaaattttag
  3257281 taaacaatcg tggtggtctt tgttatgaac tcaatcctac tatgtattat ttccttaaag
  3257341 atgctggatt tgatgtttat ctcgtttcag gaacagtgta taacgccgca aattccatat
  3257401 gggccgttga ttccggacat atcgcaacca ttttaaaaca tcataatgag ctttatttaa
  3257461 ttgaagttgg attcggatca tacttaccgc ttgcacctgt tcctttctca ggtgaagtcg
  3257521 ttcaatccgt tacaggagat tatcgtattc gtaaagaaat gaccgaaaaa ggaaactaca
  3257581 tgttagagat gcgtaaaaac gatgagtttt tggatcaatc ttctactgat gattggacgt
  3257641 taggctatgc attttatata gaagaagtgg atgaaaaaaa gcaaatgcag cacaaaaaat
  3257701 tattgttgaa cacgatggct caccatttaa caaagtacct cttattgtaa aactaactga
  3257761 agatgggcat gcctctttaa cgaaggatag tctgacaata gcgaaaaaca gtaaaaaaac
  3257821 gaaagaaaaa gttacagatg tgcaatataa aaagctttta cattcaaaat tcggaattac
  3257881 attataattt ttttagcctt gcctgttagc aaggcttttt aattttcagc agggattttt
  3257941 tgcaatttgt tgtatttcat agttatatag aaatataact acatatttag aaaggaaatg
  3258001 attatgacag aacttaaaga tcgactacaa gtagctgata aagaaaagtg gaatttaacg
  3258061 gatatttacg ataccattga agattgggaa agtgattttc ataaaattga agtattaacg
  3258121 aatgaattac acgagtttaa tggaaatatt cacgatggca atagtttatt agcctattta
  3258181 acaaagagtg aagaaatttc tagcataata tctttaatgt tcgcttatgc acgattacaa
  3258241 tctgatcttg atacgcgcga tactgacgcc caatctcttg ttgataaagt gtcacaattg
  3258301 cacgtgaaag taagtgcggc taaatctttc ttttctccat tcttacttag cgtagatgaa
  3258361 aacacattac acacttacat agaagaagca gaaggcttac aatattataa agaagactta
  3258421 tttgaattat atcgttataa aaaacacgta ttgaataagg accaagaaga aattttatca
  3258481 caaatgggcg aagcactttc ctctcctcag catacatatg gcatgttaaa taatgcagat
  3258541 atactatttg gtgaagtgac tagtaatgat ggagaaaaag ttactttaac acgaggaatg
  3258601 tatgcaaagt taatagaaga tgagagccgc gaaaaacgta aagaagccta taaagcttat
  3258661 tacaagccat acgttcaatt gaaaaattct atcgcttcta ctttatctgc tgctattaaa
  3258721 aataatgtta ctgtttctaa gctaagaaaa tatccatcag ccctagaaaa atcattattt
  3258781 ggtgacatgg ttccgaaaga agtatatgaa aatttaattg aaacgacgaa aaaaaacatt
  3258841 caatctttac atacatataa taaacttcga aaagagaaat taaatgtcga tgaactaaga
  3258901 caatatgact taagtgtcga tttagtacaa ggtgtaaaac aagacattcc atatgataac
  3258961 gcgtttgaca tcatgattga atcactagct cctttaggtg aagaatatat tgaaacatta
  3259021 aaaagcttta aagataaacg ttatattgac gtaagagaaa cgccaggaaa atgttccggt
  3259081 gcttataact ttggtgtata cggcgttcat cctttcattc ttttaaatca tcatgatgat
  3259141 ttaaatagcc ttttcactct tactcacgaa tgtgggcacg gtatgcatac gcactactca
  3259201 cacggatacc aaccaagaat ttctgcacac tatactatct ttgtcgcaga ggtcgcttct
  3259261 acagtaaatg aagtgctatt aattcatcat ttattaaaag aagcaaaaga tgctaacgta
  3259321 cgtaaccatt tagtaaacca tttcattgag aaatttaaag gcactttctt tacacaaatc
  3259381 atgttcgctg aatttgaaaa aatcacgcat gaaatggcac agcaaggtaa accattaaat
  3259441 gcccaagtct ttagcgacgt ttatgaaaac ttgttcagag agtataatgg cgactctctc
  3259501 gtatttgacg aagaagtaaa atacggatgg gctagaatac cgcatttcta ccgtccattt
  3259561 tacgtataca aatacgcaac tggattcgct tctgcaatcc aaattgctga taaattatta
  3259621 agcggcgatc caaatgcaca gaaaaactat ctcgaattcc ttaaaggtgg aagttcagat
  3259681 tatccattaa atctactgaa aaaagctggc gttgatttaa ctacgccaga accgattgaa
  3259741 agtgcattaa atcgttttag tgaacttgtt gaagagtttt caactttata aaaaagaaga
  3259801 gcctctcgct agaggctctt tctctttcat gctccgtttc cttctattaa atcattcgcc
  3259861 attttcctaa actcttgatt aaatgtatca ttcataccat tttgaacgtt agagaacaat
  3259921 atgacgaatg tttttttatc ccagttaaaa ttattaaaag tattccagcc tgctaatacc
  3259981 ccgtggttat gataataatc tggatacgta tagaaactaa atccatattt tcttgcaggt
  3260041 gatgcagtaa acatatctaa tacactttgt ttagataaca gttttccatt cataatagcc
  3260101 tcatctagcc ttttcatatc ttcaacagtc gtatacattt caccacatcc atacaaccag
  3260161 ttcattttta agcggggtgc agctattaat tcattatctt ttctcgtata accttctgct
  3260221 aaaaaaatat cttctgggag agttgccccc attccagatt catgcatttc aacaggagtg
  3260281 aaaatatttt ctttcacgta ttcagcgagc ggtttattcg taattttttc tacaatatac
  3260341 gcaagcacca tataattata gtctgtatat ttccatcctg tccctgcagg aaattgtaac
  3260401 gcttgcgaac caatccaggt tactaacttt aaacgtgacg ccgcatccac cctacctttt
  3260461 ccttgatctg gtaaccctga tgtgtgcgtt aataaatttc gtaacgtaat atttttatct
  3260521 gccggaaacg atggaatata cttatttaca ttgtcttcaa tatttaattt tcctttttct
  3260581 tttagttgca taatagatat tgcaacaact gttttcgtaa tagaaccaat gcgatatttc
  3260641 gttcttggcg ttgtgaatac tttatctttc atatttgcat acccataacc ttttcgtaaa
  3260701 atcacatggt ctttactagc tacaagaaca ctaccattaa atcctttatc ttttaaatat
  3260761 tgatctagtt ttccagctac aacttcatag tgctttttct cattggcatc aacttcttgc
  3260821 atatcgtgct tttgcttatt attcaaatta gaaaatgcct ttatatcata tttcttacct
  3260881 ttacttgcat gtatgagtgc aacgacactt ccagaaaaaa cagcaaaaat aaagaaaacg
  3260941 attaaccatt tctttaacat aataggaacc ctcttttatc tagtttcact taacgcgcat
  3261001 ccattctatt ctatatctat taattttcat ttttttataa tactacctat tattcaccta
  3261061 aatgaactag attccttttt ctcatattca gttttcggct actctctatt gtatttcttt
  3261121 cttgcaaaat ttccaccata caatcggatg caccctacta taatttcaac atcttatgta
  3261181 acatttgtta cacattatca aaaaggagtt ataaacatga aaaatactga taaacgcaat
  3261241 cgtttagatg atatgatgtt tcattacagg gtaacaaaaa ataacatagt tttaattgaa
  3261301 tattacggaa aacaaattat gatattaaaa ggaactgctg ctgaaaaatt tttaaacaaa
  3261361 ataaatcatg cacataacga tacagaaaaa caactcatta tggctaaagt tacaggtaat
  3261421 ttcaaaagag gcaatgagcg tcaatgaaaa cgaatctcat ttatattttg attatacaac
  3261481 atataaaaaa agaaatgtca ctcattcggc atttctttag actttcttca taaaaaattt
  3261541 acattgctaa ctttctttta tttttttgtt tcttctatat aaactgactg ccgagatgct
  3261601 taacaatact actatacata accacgcata cgcataccct ttctcatcca caatataacc
  3261661 aaataaaaca ggtgcaacaa taatagcaat ttgatttaat gtaagtgcta cactcactgt
  3261721 tattcctaca gattcttcac tcgccaattc agcaacttcg gctataaaaa gactaaacca
  3261781 tccaattgaa aagaatccta acaatgcact tacactatac aagactccgc tcgttattgt
  3261841 atgtatactc attactaaca ataaaatcaa gccgatagaa gcgcagacag ctataaataa
  3261901 aggtatacgc cgattcccct tataaaacac atcactaata gctgctaatg caacacgacc
  3261961 aatcattcca gaaaagaaca taactgaaaa tactgttccg gctacaatag atgtaatcga
  3262021 ttgttccccc gctaaaaatt tcatgaagtg tccaactaac accatttgta atgaaatcat
  3262081 gcaaataccc gttatataaa ttggatacaa ctctttttta catatcacta cttttagctc
  3262141 catccaaaag gaaattttaa tatgtccttt cctcgcttcc tcctgaacat atggctcttt
  3262201 ataaaacaca aaaaataata ctcctccaat tatacaaatg catgcgatac tattgatcgc
  3262261 gtaagtcata ttatattgta ctgtaagaaa cgggattaac actcccgcta acgcgccacc
  3262321 aatcggtata ccagcttgcc ttattcccat cgctaatccc cgattttctt ttgggaacca
  3262381 ttttaaaatc actttacttc ctcctggctg ggaaacacta taaaacattc ctattaataa
  3262441 aagtacaaat aataacccat taaatccact tactatatta gtcagtaaaa gcgaactccc
  3262501 tagtaaaaat gaactgatag aaattaatat tttttcatta tattgatcaa gtagccgacc
  3262561 gataaaaagc atacaaaata acggtccaac atttacaaca cttactaaca atccactctc
  3262621 catattcgta agcgcatatt cttctttcca aaataaagcg aaaaccccga caccatatgt
  3262681 tataagtgtc gctgttgttt gagcaatcgt cgcaacaatt aacatcaccc acttataagt
  3262741 actgttcatc ctttcttcca ttaacacaat aatccctcca tcctcttcca ttgtatgaaa
  3262801 gttctgatat catataaaat aaagattcat catataatcc atcaaaaaaa ttgatatctt
  3262861 tttggaggga tgatacgtgg acataaaaga tttaactgta ttttacgaag tcgcgaagga
  3262921 aaataatatt tctcacgcag cgaaaaattt gaattatgta caatcaggcg taacaatgcg
  3262981 tatgaaacaa ctagaaaatg aattaggcgt gcccttattt taccgaaacg gaaaaggtgt
  3263041 aactttaact tctaacggtg aaattttatt aacgtacgcc aaacaaatta tccacttaat
  3263101 ggatcaatct ataaaagcgg ttcaaagtaa tggaactgag ccaaaaggta ctttgaaaat
  3263161 tggatgtaca gaatctacaa ctgcagtaag gctcccctct atattaacga cctactatga
  3263221 gaagtaccca gaagtcgaat tgattttaga aacaaatacg accgaacaac taattaagct
  3263281 tgtattagat cgaaaactag acggagcgtt tatagctggc tctactcagc ataatgaact
  3263341 tcattcaaat gtatttcatg aagaagaatt agttctcatt agtaaaaaaa ctttatcctc
  3263401 tcttaaagac atagaagata tgaatttact tgcctttagt cacggttgct attatagaag
  3263461 tttattagaa gactggcttc aagaagaaga catctcgcct aaacgagtat tagagttcgg
  3263521 aacaattgaa gcgatacttg catgtgtaaa atcaagtatg ggcgtagcga ttatgatgaa
  3263581 atcaatttta aaggggcatg aacatgacgt atcattcaat cctttaccaa atagcttcaa
  3263641 taaagttcct actactttca ttactagaaa cgatatattt cgctcagctg cattacaaaa
  3263701 atttatggag gtaactcaca atgcatgaaa agaaaatacg tgggatgaaa cgaaaaacaa
  3263761 acgctatgat aaaacgaatt gaggaacata caaaaatgtt cccttctact ttctataacg
  3263821 atgaatattg gtatatgcct ttacccgttt cgcaagattt tatcgagtcc cataaaacac
  3263881 ctagaaaagt aaaacgatta tgtatacaaa ccttaataga tcgagtaaat catttaataa
  3263941 aaatacaacc gagtgataca catacatatc gagttgttgc tttaatttct atagagaatc
  3264001 tatggagatc gcaaattatc gtattcaaaa acgatgacta ctttcataac tttttcaata
  3264061 gaaataatga atttcaaaaa tggattcttc tttcgaatga aattgatttt tgggaaacat
  3264121 ggggaatttc aatttttcct actcctcaat tgttgcgctt tcaagaagtc atttatgatg
  3264181 aggatacaat cgatgaaaaa gagatttggt ttattggaga gttatcttaa aaggggtact
  3264241 ttcaaatgaa aagcttccct ttttccactt atcaaaatcg ctatataatg aatctgtcat
  3264301 tttattatat aggaggtttt caaatggtaa tacctaaata tcctgatgtc cctactctta
  3264361 cgaaaaaaca aatcgatcaa attacagaaa tcacttttct aaaagaaata acaccacaaa
  3264421 aatgtgatgt cattttcgtt ttcggcggtt ctcaccccgg caattggcaa gctcctctag
  3264481 aaacttatcg acaaggttta ggaaatcgaa ttatcgttac aggtggtact agtttacatg
  3264541 gcatgaaaca tccaagctgg aattacgggg atttgtcaga agcagaagta attgtaaata
  3264601 aattaatgga aaatggcgta ccaaaaggtg ctatcctatt cgagaaaaac tccctccatt
  3264661 ctatcgctaa tgtaatagaa gcgaaaaaga tttttgattt cacaaagatt aatcggctac
  3264721 tattcgtatg caaaaactta ggcgctggtc ggcaatatag agtcttaaaa aaacatttac
  3264781 ctaaaactat tacttgtatc ccatatacat ttgatacaag tttcgatggt gagtttataa
  3264841 tgaatagata taattggatg gaaaatgaga aaagccgctc tatgattttt ggagaatact
  3264901 tgagaaatgt ttgctacggt agaaaaggtg gtattgagcc acctgaaaaa gaggttcatg
  3264961 gtctagaaga atatgtttcc tattactata atctagcata atagaaaaag gtatacctaa
  3265021 aacaccggta taccttttat gctatctcac ttatttttct tttaacacag tatgtaatcg
  3265081 atccggataa tttgtaaaca ttcctgtagc gccccatttc attaacaatc tcatatctgg
  3265141 tttctcatta attgtataag gatgaattaa cagaccattt tgcctagcca ttttcatata
  3265201 tgactcattg ataattaaat ctccgttatc attacgtaag tttggtccaa taccgactgc
  3265261 atacttttta atttcttgaa aatcatcatt cgttacacgt ttcggctcat gtgtaatgcc
  3265321 agaccattca acaatctcat tattttcatt tggataatac caaagcaatt gaactaacgg
  3265381 aatattttta tttatactat gaatcttttt taaactatct ttactaaatg attgaatcat
  3265441 cacacggcta gaagacatgt tttgacctat taaattatat ttttctaata aagctaataa
  3265501 tttctcttcc attcctggat acacatctgg tgattttgtt tcaatgtaat acttcatgct
  3265561 tcttccgtac ttttggaaaa tttcttcaag agtcggaact ttttgaccaa catactcttg
  3265621 cttagccttt tctggatacg ctttattgaa ccacgatcct gcatctaaac tctttatttc
  3265681 gcttaacgtt ttatctcgta cttcgcctgt tccatttgtc gtacgatcaa ctgctgtatc
  3265741 atgcattgca attaattggc catccttagt taattgaata tctaactcca aataatccgc
  3265801 tttcattttt ttcactaaat cataagaagc aaaagtatgc tcaggtgcat gtccacttgc
  3265861 tccgcgatgt gcaatattta aaaacttatt cttattccac tcatgctttc cttctgcttt
  3265921 cgcatgaaca gctcccccag caaaaatact tcccgtcata aagaaaataa ctaatacgct
  3265981 aataattttt ctcatccttt taacccttcc tacgttgtaa atttcaacaa gttaatgaga
  3266041 tttacacgaa atagaagata tactttcatt atttttataa gcttatatta aaatttcagt
  3266101 cttacaaata tactttccct attttattaa tatagaaaac tatttatttt ctatacccct
  3266161 cctttccaca tgtaaattcc ctattgtgta cggttcatcc aataaaaaaa gccataaatt
  3266221 atttagaggg cacttctgta tccctaaata aatttatggc ttatctcaaa tatctccggc
  3266281 ctcgattaac ttgtcgaaat taatcatacc aaacctatta aattttgcaa atattatttt
  3266341 tccggtacag tgaagcttta atcagtataa gttatatatc tatcttatac taattagtat
  3266401 ttgaacacat cgaatttttc cgaacagccc gattcctatc taacttcttt aatttccatt
  3266461 catacaagat aaaattctat tgtcatttga catgatattt acgtaaatct aagttttact
  3266521 taattacaaa ttcttaattt cgtatatccg ttcttgtaag tttaggtttc ttttgagaat
  3266581 gtggtatatt tacatgcccc gaagtagccg tggattgtct cctttccttc cttgacaatt
  3266641 taggtttctt ttgagaatgt aattctttta aatgttccga agtaatacct tgttttctaa
  3266701 aatcaaagta aaaatataca tgtgtactta gagctaagaa cacaacggaa aaaatgataa
  3266761 gagaatgatt aataaaatag ccatagtctt ttggctcaaa attccaatac taatttgacc
  3266821 aatcatataa cctaaacttg aaaaaaatac aattttaggg attttcacat cttgatccgt
  3266881 tgttcctctt aagcgggctg taaaatattt aatccagaat aattcagatt tataaacaat
  3266941 taaactatat gcaataagcg atagaataaa aaataaaggc gactctattt ttacgaattc
  3267001 gtaagctaac ttttgcacag ctataaaact acaaaatgaa atacttaatg aaacaaatcc
  3267061 agaatatagt aaatgttgca attgaggctg ccgaggctta taaatggaaa cccaaatccc
  3267121 ccatagatta catatcacat aaaatggtaa agctacgtaa gagtatatat cgtacggtgg
  3267181 aaatatgaat aaaatgatga gtagcataaa attcatgata acccacataa aggcccctac
  3267241 aatatttctt atatcaaatg gtattaatat tcgtatacaa tccactatgt tgttgccatt
  3267301 atatttgtcc attatgcatc ccatccattt ccttcctctt caaatcaaca tatacccata
  3267361 tatatactcc agatatacta agcacaacag caaataaaga aaagactaaa attaagaccg
  3267421 tcgctaaacc gttttgtgat aatgtaccta tacatatttg tccaataaca tatcccaacc
  3267481 ctgataaata cacaattgga gaaattttta tattgtcatt ttcttcattg tttaatcgcc
  3267541 ttaaaaaact tttcattcca atagaaatca atttataaat tgtaaaaatg taaagcacaa
  3267601 aagtaacaat aaaaaacagc ggtgtttcaa ttttaataaa ggtatatgcc atcttttgaa
  3267661 tcactataaa gcttccaaaa gaaaaagtta ttcccataaa tccattatat aaaatgtgta
  3267721 ccaaccttag ctcatttggt ttataaaaaa atacccatac tccccatata ttagcaatca
  3267781 aaagaaaagg taaaattaca tataaatata tagtaaaggt tggaggaaat aaaaatgggg
  3267841 ttaaaatcat aaaattaata actacccata ccataacgac actcgatctt gcactgccag
  3267901 gcatcaattt ctgaataatt tgttccgtgc tttttccgtg atatttttcc atattaatct
  3267961 cccaaaaact aaaaaatttt atctaaagct gctccgattc cagttttaac tttatctttt
  3268021 atcgaatcct gtttaccatt atgattccaa tcacctttgt taaatttgat tccatcagtt
  3268081 actatactag atcctataga aacaccaaaa ccaatacaag ccccagcaac agttccgatt
  3268141 ggaccgccaa aaacagttcc aacagctgca gctacaccta gtttggctcc cgcaaaggca
  3268201 cttacagcag ttgtaccaac cccaattgct gcatagccta aagcacttgt ttttaatttt
  3268261 aatcaatctt taagaaattc ttttggtgat aaaatatgtc tttttacata gtctatttgc
  3268321 tttacttcgg ctagaggtaa tgtagtatgt aatctctagg aaatataata caataaaaaa
  3268381 atgattcaat ctagtaattg ccaacactta taactaaaaa ctaaaaaaat tctaataaca
  3268441 aaaaaagaaa gagaattaat ttgcatatat ttttataata ataatgtctc ttcactacac
  3268501 aatctttatt ttttaagcta aaaaaataga agtatcgtcc tataaaagac aatacttcct
  3268561 tagttactta aaaatcacat aataaattac tcattacctc ttcaagcact acatctagat
  3268621 ttactacctc tttttccgaa cgccatccta taaaagcatc tggtctaatt aatacagctc
  3268681 ctccatcact taaaccatat aattcgctaa aaatattttc ttgagcaata aaatctccac
  3268741 ttaaaccaac gcgatatact tttatattta ctcctaattt agctgaaaca gtatgtgctg
  3268801 attcagccca agaatcattt tctgctccag taagcaaaac aaaatcgtta cctaataaat
  3268861 caaggacaga gacttctttc tcctcataca ttccaataaa atgtggtgct cgcgttccag
  3268921 gtcttccgtt caactgtact atatccattc tatgtagagt gactgcgtca tctattattg
  3268981 catctgaact ataatgatac ccagcagtta cagctaaacc atccatctta ttcaaactgc
  3269041 cttcctctct attcgcagca cgaaacagta aactaatcgc ataatctgtc gttaattttg
  3269101 caacaggata tctctcttca tgatatgttt ctaacagttt tggttttgcc tttcctttta
  3269161 taacagccgc taatttccag gctagattgt gtgcatcttg tattcctgta ttggaaccaa
  3269221 accctcctgt tggcggcata atatgtgcag aatcaccaac taaaaaaatg cgattatctt
  3269281 gaaattttgt agcagtactt tcagccgctt tccacggtaa aacacttact atttccggct
  3269341 caacatttgt gcttccaatt gcggtttgaa taatttgttt acaacgttct atagtgaaat
  3269401 cttctggtcg ctctcctttt aatggatcgt aggatacatg ataaatccac cttcttgcgt
  3269461 tatcgactgg aatgagtgca ccgagaactt ccggatgaag taccatagaa aaaccaaatg
  3269521 catctccttg cataaactca cttacatccg cttcaaaata aatattcata taatagccac
  3269581 cgattgtacc tcgtccctcc gcacttatcc ctagctgctc acgtatttta ctttttgccc
  3269641 catctgctgc aattacatag tcacaatgta tgacactttc tttttctgtt tcacgatttc
  3269701 gaatcgttgc gattactcct tgctcatttt gttcataaga aactaattca tgataaaaag
  3269761 ataattctcc gcctaatatt ctcgcttctt gtaacatgat ctcttctaaa gtaatttgat
  3269821 aacaagcagt ttgttttgat ggactaatct cttctatttt ctgaagtaac ttttcatcat
  3269881 tttcatactg attcgccctc atttgtgcca attcttcctg attcgcctca gctattgtat
  3269941 gaacagctat tcttcctcgg caattttcta atgttttacc cgccgatcta attctttgtt
  3270001 ctaaacctaa ttctcgaaat aactccatcg tacgaaaagt gattccacct gcttttggat
  3270061 gaattgcagt agacggatgc ctttcaataa gtaagtactc aatattatgt tttgcaagaa
  3270121 ataacgcaga cgctaatcct gataatcccc ctccaacaat taaaactggt acatcattcg
  3270181 attccatata cttatcctcc acatcattgt tctgagctca gtgatataaa tataatcaaa
  3270241 aaaacaacaa agatatagac ttatatttca ttttaaatta tcatatagat agattacgcc
  3270301 ccaaattact tttacttttt catacatcta taatccgttt gaattgtgca tgtatgcaag
  3270361 agtaaaacga aagaactcac tttagtagac accaaaacaa taaaaacatg ataagcggtc
  3270421 gtaaccctat aaattatata gggttacgac cgcttaattt tttggccaat agcttaacct
  3270481 ttctcatctg taaacaacgt attattaaag ccttttttat ccccctacca ttttcaacat
  3270541 aaaaatttca ttcgtctcga ttttctttcc caatattgca gctcatataa caatcatgta
  3270601 gcattaccgt atcgaagtaa tggtccatca tcttaaacct ttcgattaat tttttggagg
  3270661 tatagtgatt gaaatgaata aacaagaaca attaaatgtt ataaaaaaag attttattga
  3270721 ttctcaaaaa gtattattgg caattggcga tgaaacacgt caagctattt tgttagttct
  3270781 catggaaacg gaatgtcaaa caggattacg tgtaggagaa attacgaaac aaacacacct
  3270841 ttctcgacca gcggtatcac atcaccttag aattttacga gaagccggta ttattttaat
  3270901 gcgaaaagaa ggtacaaaaa acttttatta tattgatata cgtacaaaat taagtttatt
  3270961 aaaaaatctt gtattagata tcgaaaagct attgcacaac ttttattaaa atgtggaggt
  3271021 ataagaaatg aaagcgatga taattgataa gtatggaaaa gtcccaatgc gtatggccga
  3271081 ggtacctatt cctgaaataa atgagcatga agtgctcgca gaaattcatg cagctagtat
  3271141 taacccaatt gattttaaaa tacgcgatgg aaaagtaaag atgttactga aatatgaaat
  3271201 gcccctaatc cttgggaatg actttgccgg tgtcatcata aaggttggat caaaagtaac
  3271261 tcgttttaaa atcggtgatg aaatatatgc acgtccaaga aaaaataaga ttggtacttt
  3271321 cgcggagtat atagctattc atgaagatga tatagcttta aaaccgaaaa atttaagttt
  3271381 tgaagaagct gcttcaattc cacttgttgg cttaacatca tatcaagcat tacatgacat
  3271441 tatgcaatta caaaaagatc aaaagatttt aattcacgct ggatctggtg gtgttggtac
  3271501 tttcgcaatt cagctagcaa aaataatggg tgctaccgtt acaacaactg ctagtgaagc
  3271561 tggtcccgat ttagtaaagt ctcttggagc agatcaaatt attaattaca aaacagaaaa
  3271621 atttgaagaa atactaaaag attatgatgc agtatttgat accattggtg gtacaacact
  3271681 tgaaaaatca ttcgatatta taaaaagcgg cggcaacatt gtttccgttt caggaatacc
  3271741 aaatgctcgt ttcagtaaag aatttggttc tggatttttt aaaacattct tattttcatt
  3271801 agcaagtaaa aaacttactg cacttgaaaa aaagcataat gctcaatatt catttttatt
  3271861 tatgaagcca agcggagatc aattacgtac tatcgcaaac tatattgaag ccggaaaaat
  3271921 caaaccggta atcgatcgag ttttcccttt tgaagatgcg caaaaagcaa tggaatattc
  3271981 agaggccgga agagcaaaag gaaaaataat tgtgaaaatg aaataataat aaagactcca
  3272041 ttttcttaag atggggtctt tatatttact gttaaataga catagtgcag tgaagtcctt
  3272101 acaatagatt gcaaggggaa atatcatatt atacttttag ctaattttac aaagaataca
  3272161 tacgtacaca tacataataa aaaaataaac aaggaggaga taaaatgact aaaaataatg
  3272221 aagctggttg gaatttagac catagttata cgactttacc acaatcattt tatacagaaa
  3272281 tcccccctac tcccgtaagt tcaccggagt tagttaagct aaaccattca cttgcgatat
  3272341 ctcttggctt taatcctgaa gaattgaaga aagaagccga aatcgctatt ttcgccggta
  3272401 atgcactccc agaaggagct catccattag cgcaagcgta tgctggacat caattcggac
  3272461 attttaatat gttaggcgac ggtcgtgctc ttttaattgg tgaacaaatg actccttcag
  3272521 gtaaacgttt tgacattcaa ctgaaaggtt ctggccctac tccgtattca cgccgcggtg
  3272581 atggtcgtgc tgcactcggt ccaatgctac gtgaatatat tataagcgaa gcaatgtatg
  3272641 cacttgatat tccaactacc cgcagtttag cagttgtcac aactggagaa cctacatacc
  3272701 gtgaaacaaa gttacctgga gcaattttaa ctagagtagc tagtagccat attcgcgttg
  3272761 gtacatttca atatgctgcg gctcgcggtt caatcgagga tcttcaatca ctagctgact
  3272821 atacaataaa aagacattat ccagaaattg aagctcatga aaaccgatat actgcattgc
  3272881 tacaagaagt cataaagaaa caagcaagcc tcatcgctaa atggcaactt gttggattta
  3272941 tccacggtgt aatgaacact gacaatataa caattagcgg agaaacaatt gattacggtc
  3273001 cttgtgcatt tatggacaat tacgaccaag gaaccgtatt tagctccatt gatacacaag
  3273061 gccgctacgc atatggaaat cagccgtata tggccgcatg ggatctcgcg cgactagctg
  3273121 aatctttaat accaatcctg cacgaagatg aagaagaagt attaaagatt gctcaagacg
  3273181 aaatttcaaa atttagcgta cagtatgaaa aacagtggtt ccttggaatg aaaaagaaat
  3273241 taggactatt tagcaacgaa gaacaagatc aatcacttat tgagcaactt ttaaaaatga
  3273301 tggagaaatt taaagcggat tacacaaata cattccgttc attaactctt aatacgatcg
  3273361 aaaatacagc tctatttgaa agtcctgaat ttaaagaatg gtacaaactg tggcaatctc
  3273421 gattagaacg acaagaagaa tcgaaagaaa atgcctacga aatgatgaaa aataataacc
  3273481 catccatcat cccaagaaac catcgcgtag aagaagcact agaagcagct gtcacaaatg
  3273541 gcgactatag cgtaatggaa aaacttcttg aagctctatc caatccttat gcgtatgcta
  3273601 cagagcaaga agaatactgc gttccacctg tgcctacgaa tcgtccttat cgtacttttt
  3273661 gtgggacttg atggtttaat atgtaaaaaa ggtgtgttca tacaaattgt gtgaacacac
  3273721 cctttttata ttcccacctc tcaactagaa ctttaaaatg cccctccccg tttccctttc
  3273781 tttactccaa aacaaaatta atactattcc aatcggctta ctgaaaagtt tgttaaacaa
  3273841 atattgagaa ataaaaatca tatttctaaa tattgttatt tttgatacta tattttataa
  3273901 gaatattcaa aaagcgaggg gatttcatga acgttcaact acaaggtaat gaacaaatta
  3273961 caaaattatt taatgactgg tatttagcca tgctaaaaca agatgtgtcc caggcaacaa
  3274021 acttaaagca tgaaattgag gaaaaggaac taaattttga agaagatgaa aacttagcat
  3274081 tatattattc cttactagac tttcgatata aagttttagt agatagttta agtatttcaa
  3274141 aagattgttt tgataaaata gattcttact taatctcatc caaccatcca ctggcttact
  3274201 actatcactt ctttaaaggc atttatgcaa ctttaaccac agactttaac ttagctagcg
  3274261 aacattatga acaagctaag ttattactag taaataacac tgataatcta gagcatgctg
  3274321 aattttatta tcgaatggcg attttccatt atcactttta tcaaccaatt gaatccattg
  3274381 aatatgcaac taaggctaaa gcgattttcg ataaacatac tggctacgaa gttaaagttg
  3274441 gattatgcaa aaatacatta ggtgcctcat ttgtatattt aaaacaatat gaacaagcgg
  3274501 aagaacaata taattcagca atacaccttt tacaaaaatc taatgaaaaa gaattaattt
  3274561 taagtgtacg taataatttg ggttggttat atgcgagtta aaacctctcc acactcgcaa
  3274621 tccgtcacct atcagaagta actgaaaaga aacctacaca tttcaaagct ctcttcttgc
  3274681 aagcaagaga acactctaaa ctagatgaaa ctagtattgc tgaagggtta atccaaaaag
  3274741 gggtaaaaat ttgtactgaa ttaaataatg aagaatatat atatcatttt aaaattctaa
  3274801 acgaactaaa taataatgtt gcttctgaag aattagaaac aattattctt aaaggaatta
  3274861 cgtttttcga caaagaatta ttatataact acactcaaga atactcagaa aaattagctg
  3274921 ttaaatttta tagtgaaaat aaccacatta aggcaagtga atattttcat aaagcgttac
  3274981 aagcaaaaga aaaaacgttt gagaaagggg cattgaaatg attaaaaaaa ttagctctgt
  3275041 ttttttagga ctatctgttt tcggtattct agctactggt attcatagtt catttacata
  3275101 ccaagcgggt catgctgatc ttcctgcacc acaaagacct gaccttgttc aatctgttga
  3275161 cgcaagtaaa gactacaact caacaacaac agctgaaaaa gcactttaaa aaacggaaga
  3275221 ccttcaatta agaaggtctt tttaaatacg cttatttaga atatctccct ttgatgtaga
  3275281 ctttattttc tcatcaactc cgcaatcccc ctactcccct cactaccaac tttctcaagt
  3275341 tcctccacaa ctaattttct tcttgccaca gaatgatttt gacttaattt cgcttttcct
  3275401 tctattttac taatcttaat tttaaaacca actatccctt tacttaatcc ttccatataa
  3275461 ttcgggtcta catcattaag tgaataggta ctttgtggat cttcatatgt atctactaaa
  3275521 tcttgaagag aatctattaa ttcctgttca tcctcaacaa gttctaattc accatataca
  3275581 tgcacagcaa cgtaattcca ggttggtact gcattttttg tttcatacca tgacggagag
  3275641 atataactat gcggcccttg aaagatagct agtacttgtt gagtcccaat atctttccat
  3275701 tgttcattcg gccgtgcgaa gtgaccatgt aacgtgagtg tttccctatt tagcaacaac
  3275761 ggtaaatgcg ttgcatatgg ttccccgtta tgttgagaaa ataacgttgc aaagctattt
  3275821 tgttccatta tttcgtactt catcttttca tcttgtattg caaagtattt tggtatgtac
  3275881 ataatctacc tcttttccgg tcttttattt ctcattatat ttaagtcttg tggcattcaa
  3275941 cagggccagt ttgtatttgt tttataatgg cagcgttcta tttcaaaaga ataggcagca
  3276001 tgtattccat gccgccttag tttatctttt ctaatatatt tgtaataaat gccgtcttac
  3276061 cttcactata gctcgttcta ctttttgtct ctcttgctaa ctcttccttt aaatgtccat
  3276121 attcaacagc aacatcttca tattcacgaa gataatcccg aaacgctata tgtcttctta
  3276181 gctcttcact ttctttatca cacacataca aatgatgttc catccaatct gtactttctc
  3276241 cgtcccacgg aacgaaagcg tcctttctgc cgaacgcctc tctccctttg taactccatt
  3276301 ctgcctgatg atagtatcct atcgctccta gctttgttac tactttagga aaaaaaccat
  3276361 aatcttctat tacaatatca atatctaata ctggttttgc tgcaagtcct ttaatagatg
  3276421 tactcccaac atgttcaatg gataaaatgc tgtcttccat tacatcatta atgagagttt
  3276481 gtaacttatt aaattcactt tcccatttga tgttatactc ttcgatagta attctctgtt
  3276541 tcaaagtatc cctctcctca aaagcaatta taacctctga atatgagtac ccttaaactc
  3276601 cgtctcatat ttcaatccat atccaaacat tcgatccatt ccaatatgcg ctgtccatat
  3276661 taaaccaatc attataacgg tatctacctt aaaataaaca cctatgataa caattaatat
  3276721 cgatataata tacgtgtgaa atagattata aatgttagca ccaatatgat tatttatccc
  3276781 ataagctaac attgataaat ccggtgctaa taggaatatc aaaaatataa tccaactaaa
  3276841 ttcatataat gaatacatat aaatcgtagc tacgaataca actaagcctt caaaatgtac
  3276901 aatgcgtttt tgcattcttt atcattccta tttttctata tttaccgata cattttcatc
  3276961 actaaaagta ttctttgcat tttttgacca aatggttgct aatattggcc ctgcaatgtt
  3277021 atgccatact gctgctaata cacttggaag tgcagcagct ggtccaaaat gtgctgttgc
  3277081 cagtgcaacg cctaagcctg agttttgcat tcctacttct attgaaatag ctcttcttgt
  3277141 cccttcgtct agtttaagta tgaatgctgt tatataccca agtaaaaaac cgaaagcatt
  3277201 atgaagcata acggcaatca agataagaag acctgaagaa gtaatactac ttacatttgc
  3277261 tgaaactacc gctgaaacaa taatgataat tgctaaaact gatatgaaag ggataacggt
  3277321 cattcctttc gtaacagttt tcgggaaaaa cttcttcact actaatccta aaataatcgg
  3277381 tatgataata acttgtacga tagaaagaaa catagacata ggattaaccg gcatccattg
  3277441 tcctgcaagt aatagtaaaa taagaggtgt agcgattggt gctagtaacg ttgataatga
  3277501 cgtcatcgca atagacagcg ctaagttccc ttttgctaaa taaaccataa catttgatgc
  3277561 agtgccaccc ggtactgaac cgagcaacac taatccagct gctaattcgg ctggcagatt
  3277621 cataacgtag gctagtacgt atgcgacaag tggcataata ataaactgag cacatacacc
  3277681 gataataact ggcaatggtt ttgtagcaat gattttaaaa tcaacagcct ttaatgttaa
  3277741 ccccatccca aacatgacaa ccccgagtaa aatcgttatg taactattta acccgagaaa
  3277801 tggagcggga ataaaatacg caatagttgc aatacaaata acccaaaatg caaaatactt
  3277861 tccagctata ttacttatcg cttctagtac tttcacccaa tcagctccta tcctttaatt
  3277921 gaaacacctt attcggattc aaaatatttt gcggatcaag agctttcttt attttttcca
  3277981 ttacgaataa tgccgcccca tgttcttctt cctgatactt ccgttttcca ataccaacgc
  3278041 catgttcccc tgtacatgtt cctcctcgtt taagagcata tagaacgata ctttcattta
  3278101 tttcatccgc tttttccact tcttctttat cgtttggatc aaccattaag agcacgtgga
  3278161 aattcccgtc tcctacatga ccaagaatac caccaacaag accattcttt tctaatgtct
  3278221 ctttcgcttg ttggatagct ccagctaatt ctgaaatagg tacacatacg tctgtactca
  3278281 taagcttttt accaggatag ctatgaacgt aagcatatgc tagattatgc cgtgcatccc
  3278341 ataatttatt tctcgctgcc gtttccgttt caaaagcaac ttctttacat ttatgatcaa
  3278401 aaacaatttc cttcgtaaat tcaacatctt gcttcaaccc tgcttcatta ccgtgaaact
  3278461 ctaaaaacaa tgtaggttct tctctgtaac ttgtttcact ataatgattg acttgtttca
  3278521 tagatagttc atcaacgagt tcaattctcg caatcggaat acccgcttgc aatatgttaa
  3278581 taacagcttc aactgcatca tttatagccg gaaacgatgc tcttgcggcc ataacatgct
  3278641 ctggtatgcc atatactttt aatgttaact ctgtaaagca tccaagcgta ccttctgatc
  3278701 ctacgaaaac accatttaaa tggtaacctg atgacgactt cgcagctaaa ttcccagtat
  3278761 gtattacttc tccatcagca agaacgactt ctaaatcacg aacttgatca cgcataacac
  3278821 catacttcac cgctgtcgtt ccacttgcat ttgtagcagc cattccacct aacgttgcat
  3278881 ctgcccctgg atctacacta aaaaacaaac cgtatttctt caattcttta ttgagctgag
  3278941 aacgagtcac tcctggctgt actttcacca gaaaatcttt ctctcttatt tcaagaattt
  3279001 tgttcattaa tgaaaaatca actgtaattc ccttttcata agggattaca tgtccttcta
  3279061 aactagaacc taccccaaac ggaacgacag gtgttccgta ctcactcgct attttcatta
  3279121 tggtactaac ttcttctgtc gttttcggaa aaactactac atcaggtaaa ctactagcat
  3279181 gataagattc atctttacta tgtaactctc ttactgtcgt attgattact actcgatctt
  3279241 cgggaagcac accctttaat ccatttacta aacgctctac tgttatttcc atcgtacact
  3279301 ctcctactct ctataaattt gaattacaaa atatgttaag tgttttatac ataataatcc
  3279361 gaaaaatcaa ataattcaag ttttacatat acgaaattca tttcttactt tcgaataaaa
  3279421 aaagaacttg caacaattac tgcaagctct tttctataaa actatatttt aaatgacttc
  3279481 tttattaaca acataaacca aattaaagta actgccatca gcgaatgaga aaacccaaca
  3279541 atataagtta accctttaaa gtccgctcca tttagctgaa gaagccctct tgctgccaat
  3279601 gaacctaaca ttaaaattaa tgcgatatta tgtacaacaa accacttatt aaaacttttc
  3279661 gcttcatgaa acgcgaatac ttttgctaac cctaaagcaa ttaaaaagaa gaaaaaacca
  3279721 agtacaagtg tatgtgtatg taaaagattt aacaacgtag atcctacaat ccccttatac
  3279781 tttccatatt ctctagcgaa aattcctgat aataaaccga taatcaaata cgtaaacgat
  3279841 gcattatata atttcttcat tatatacctc cttgagtaga atgtgtagtg tgtcatattt
  3279901 agtaataatg atagttatat agtaaaaact cctagtcacc taggagtcat tgtataagca
  3279961 tctcactctt tacaatcaaa tctaattata aaatatcctt ttatacaaaa caaacgaact
  3280021 ttatgtgaac aagcatttct cctatcatga aataacatat aagagtgtaa agaaatgaaa
  3280081 aaacacctca atcactccct aaaagaagtt gattgaggtt cttaagaatc aagcttattt
  3280141 tgaagctata tcaaagatgg ttaaataaaa caatttaatt attttagaac aaataaataa
  3280201 taatagatta aaatatatgg gataacttaa aattcacatt tgttttatag ttaaaatatt
  3280261 tatccatttt aattgcacca cttttcccta tctctagtgc tttttcaaaa ttcatcttaa
  3280321 tccaaaataa attacttaat atggaattgc tatctgcttc tatcttcaaa tagtcttcac
  3280381 caggcttaag tatacgatta tcgtttcggt ggtttgttga aactaaaata caccctgtcg
  3280441 ccattgcatc cgctgcagca gtagttggaa acccatcaat agcaaattta tcttttgtac
  3280501 tacaactaat aaatacatgt gattgttcat ataattgttt taatttttct aaatctaaca
  3280561 taccccaaaa agtataattg ttgtttgtta atagatgcaa actattttcc cagtttccta
  3280621 caatatgtaa atgaaattga tcatcaagtt tattaaaagc ttgcgctaat aaaggaaacc
  3280681 cttttctttc tgcattgtga gccgcaaata tcatctgtat tggcttagta ctaacctttt
  3280741 gattataatg ataaaattct gtattaatta tccctggaac ataaatacta tttggaatag
  3280801 tatttaatac ctcattcgca ttcgagaata ctgttttaca atgtttagat actatattta
  3280861 aaaactcaac agaagtataa gggtctagtc ctccacctgg atatactgta gtatgaaggt
  3280921 caatatgatt ttcctttaaa aaagcagcta tattaaggtt agggtttgct cctggcatat
  3280981 gtgttccgtc aggaagataa ccagtaccta ataaactcaa aacgaaattt aaaaaaacac
  3281041 agtatatatc agtaatccct tcttctttcg ctatcttatt gaataattga aaatcataaa
  3281101 ctttggtcgg gaaatcatct gtatatacct cagtagaaaa aaagtgtatc cggtcgttct
  3281161 ttatagattt ggtaattctc ccagtaacga aatccgctta acttccaagg aaatttagta
  3281221 tcaattaccg cgagccgcct attggattta ctcttcattt tcatcactca cttccatctt
  3281281 ttctcttgca actgcaaata agatggtttc ttgagcattg acggtatagt gtcctaaata
  3281341 aaattgatat cccaaattca aatcattaat aaatctcata acattaacaa aatcactgat
  3281401 ttggtgataa atcgcaatag caagcgtagg gcgaaatgta gttatagaat gaatagcgcc
  3281461 ttttaatgca ttcatttcag caccttcaac atccatttta ataaaatcta atttatgaag
  3281521 tttatgttct actaccaagt tatctatggt gatggtacta actttatctg taacacctga
  3281581 ttcttccgaa aacgtaacaa aacttgcagc gccttgatct ttataatata gcgaagtatt
  3281641 tgaaacattc caaagagggt gtttcacaat tgtaatatta ttttgaagtt tttcatttaa
  3281701 attgatgttt ttcgacataa tttctaaatt acttggtata aattcaattg tgtaaacatg
  3281761 acctgtttct ccaacttcat gagcaaaata aagcgcagta tctccaaaac acccacctgc
  3281821 gtcaataaca acgtcccctt cttttacttt tattacaggt gaaattttat tatattcata
  3281881 ttgcttatct aaaaaagttg cactaattcc cattggaaca taaaatagcc gtaaattata
  3281941 ctttaaaggg gtcaaatcaa acaattgtag cgtccagtta tgataatttg tttgtagtgt
  3282001 ttctgaagaa tggatgaggt ttggaataga ttttctttgc ttccaataat caatagtatt
  3282061 caaaggcatc ttgactttat gattccctaa taatcgaaat gtcagaagtt taattaataa
  3282121 ctctttagaa aaggagtcgt tcaggttaaa atataattct tctagtcctt gtaagtgctt
  3282181 cacaatttct tctttttcat tttgagtatt taccacaatt gaatcaacag aaggtcgaac
  3282241 atgcataagt tcaaataact ctatatcgat attatagtaa taatggttct ttaaacaatt
  3282301 gagaagttcc attataagtg tatctaaaaa ttcaaaatta gaaaacatct tatcgttgtt
  3282361 gttaatctga attgcacgtt ctgctaaaaa taataattga ttcgattttt catataatgc
  3282421 agcatcgtta gtcattttca taacataaga taaataatta gctgctaaat agtatcgccc
  3282481 actagaatag taaatctcac ctagctgtaa tagtgtttta caatcattaa tatttgcaat
  3282541 caaatttttt ctcaactcta cctctgataa atttgtttca ttttccatta ttaaagttcc
  3282601 cacccttctt ttaacacaaa ttacatttta tttttttaga tacgcatgtt ttgaatttat
  3282661 ttcttatcat tgttattatg tgagacaccc ttataagata ttattcttaa agtacaaaaa
  3282721 tacatgttaa aacgctagaa agaacctctg tacaaattct aaatttagtc ctttagctct
  3282781 ttacatatct aaatacattc aactcatata aagtatttca attaagaaat tcagaaaaaa
  3282841 cgttatcctt tttctacttt agtttaatta gaaagaataa cgttttctta ctttatttaa
  3282901 gaaagggata gtaatcttct ttataacaaa taaaactaca tataaaaact gctccttaca
  3282961 taatatcccc tcatacacac gtatctttgt ttattttttt gagaaactct gtaatacaat
  3283021 tttttaaata ctcaagagtt catacttttt aaaaattcat tttctaattc tactatcttt
  3283081 cttttacggg cttttatttt tcttacaggt accccaacat aaatatacca atcatctaaa
  3283141 ctttctttta ccatgctcat tgcaccaact gccactcctt ctcctatcac tacatttgga
  3283201 aaaataatag aatgcgcacc aataatcaca tgctttttca aaataacttt tccagttttc
  3283261 acatttttat attgatttgg aatagtaggc cccattaatg catttccact aaaatcatca
  3283321 atggctgcat atacaattgt tctcgatgaa atatttgcaa agtcatacat ttcaatccca
  3283381 acttcccctc catataacgc tgtatacgct gctatatgcg agtaacttcc aatcgttact
  3283441 ttgccactta aaatacaaaa gtcatcaatc cttacattat taccaactga tataacacct
  3283501 ggattatata tacttgcttt tttactaatc aatacatttt tcccaacaga taaaaatcca
  3283561 attttcttta gctcttcttg actataaaaa ctattcatct gtcgacacca ccttctgcat
  3283621 taaacacatt ataatttgct ccactatttc ttgcgtcatt ccttcccata aaggtagact
  3283681 aattatttgt tttgctattt tatttgtatt tgttaaatct gtagatttat agtgtttaaa
  3283741 gaaatcttgt tggtgacaag atggtgaaaa atataatcta gcttctatat tttgcttttt
  3283801 caatacttct attacttgcg tattgtgaat tttttctggg cagagaatag gcataaattg
  3283861 atgaataact gcttctgtct tttgaacttc ccatcctttt ttcattaatc ctgtactttg
  3283921 taataactgt gtataccatt cggagatacg atttcgttct tgcacttttt gattccattt
  3283981 attcatcgtt gcgattccaa tagctgctgc atactcagtc attttgcagt taaaccccat
  3284041 catcgtacat tcacgattat gatcaaatcc aaaattaccc attcttttta tttgatttat
  3284101 ctcttcttca ttattgctat atatcatacc accttcacca attccgaaag gctttgttgc
  3284161 atgaaagcta tataccatca ttccactaaa attctgaccg taatgtatac cctcatgcat
  3284221 taacccaaac cctggtgccg cgtctacaac aactggaatg ccttttcttt ctaattcttc
  3284281 atattctttt aaatccatcc atgatccgaa tgttgcatac ggaaccacta ccgctacttc
  3284341 atcttttaat tcatcaatct tatctaaaag tagcgtttta tccatacacc aatcatctaa
  3284401 tgaaacatca ataaaataag gttctaatcc acaccaaata gctgccaatg gagtagctgg
  3284461 gaatgtaaag ctaggcatga gcgcatattt tccttttttt ctttttttaa attgaattgc
  3284521 tgccattaac cccagtgttg cgtttgctac tgttgtaaca gcccctttac tatcgaaaaa
  3284581 ttccgacata attttttctt caaagtgttg atttaaaggt ccataattcg tatatatgtg
  3284641 ggatatatca attttctcca attcacctaa atactcattc acaggtacaa ttgacgcacg
  3284701 taaaaaagga atactattca tatttttcta ttcctttcta tcattttcgg acaatataca
  3284761 gcatatccgt tttagataat ccaaatttcc tagcaatttt cattccttgt ttctcagcta
  3284821 tgttatacaa ttccacctta aatcctgcat ctgttaatcg ttgaataaaa cccgatcgat
  3284881 tataaatcct cacatgatct tcttgaccaa aagctatttt tctcaatatt ggggatacga
  3284941 tagatttatt ctctataata taatctacat tcattacgat tggtacttga ataattcccc
  3285001 acccatttgg ttttaatact ctatataatt ctcgcattgc tttttcatca tctataatgt
  3285061 gttctaacac atgactacat aaaatcacat caaaggtatt attttcgtat gcaattcttg
  3285121 taatatcaat ttcctccatt acagaatcct ttggctctaa atccccacat acataagtaa
  3285181 tatttttata ctggttaagc cattctctta cctttacttc aggtgcaata tgaagcattg
  3285241 tataattctc acttaacaaa tccgtttccg tttcaatgta cgcacgatat aacctttcac
  3285301 gatccattga atagcaaact ggacagatac ctgtatattt attccacatc tcaaattgat
  3285361 attttaaaaa atcgtaatgt gctggccaag gggaaaattc cccaaatcct tgattacaat
  3285421 attgacaata acaaatctct ttctcgaata tatgagtaac taatttattt aatccgattt
  3285481 ttatcttttc attataaatt tgattaagtc ctccacttct aactgcatct ttaagtataa
  3285541 aacccgcatt ctctaaacaa taagataagc tctctttata atcttgttca gaatttaaaa
  3285601 atccactatt atgtgcatcc gtaattaatt caatccattc ttcaattgtc attaatataa
  3285661 agtgcatttg cttttgattt tgcccactat gttgtctaaa gtaactaaga ggttcttgta
  3285721 tatatactac tttccctttc ctcatcatat ctagccaagt tgcaatgtca ttaatggctg
  3285781 aatacgcttt tcccttaaaa taaccaaact tgcctccaaa aaaattacga ttaaacaaaa
  3285841 ccgttgtcgg ttctccaact acatttttca aatgtttcaa catataattc cctagtgctt
  3285901 ctccttcaaa aattgtagtt tctgtggcaa ttttcacatt taaggttgag ggaggtaata
  3285961 tttctccatt ctcatcaatc agttcgcgat atgacgtcac aaacgagata ttttctaatt
  3286021 ccaaaaaata tttcatcatt ctttcaatct tttcatgatg aaacaaatcg tcatctaata
  3286081 aaaaatttat atattcacca gtagcaagct ctatgcattg attaaaattt tcagctacta
  3286141 atggcgtttc atttttcaca tatgttatat aattatattc ttttaagtat ggctggatca
  3286201 ttactttaac ttcatcattt gtactatcgt cagatataat aatttctata ttttcatagg
  3286261 tttggtttaa agcactttta agggctaatt ctaagtaatg aggtctattg taggcaggaa
  3286321 taagtatact gacttttgga agatgcgaac tgttatttat atgttgtttt ttcttttcta
  3286381 aatttatttt ctttaactta atttgttgat aatagtccaa tgaatatagt atggatgatg
  3286441 gaacgattct tcttgcatag tctagaaaat tagtaatagc tttatctaac tcctgttcag
  3286501 aagataagaa accatatttt tctccagcta taatgccatg cgaaaaatct tctaatccat
  3286561 ccataagctg attcgattta ttcaactgct gatttgaatg taatcgaaag taactgagtg
  3286621 tttccgctat atatactgct tttcctttac ttagtaagga taaccatgaa gctacatcta
  3286681 cgttacaaag ataccgtctc tgatcaaaca taccatacgg ttctgttaaa tcacttttac
  3286741 ggaataatac tgtcgtcggc tctcctatat aattcttttg attcgtaatt accagatttc
  3286801 ctaattgtat cccctctata attgtatctg tatcaaacaa cggcatcgtt gaataaacat
  3286861 ctggcaatag gttgccttcc ccatctatta cttgacgatg cgatgttaca agcttaattt
  3286921 cattatctag atcatttaaa aagtattgca tcattttttg aattttattt acatgaaata
  3286981 agtcatcatc catcaagaaa tttatatatt caccgttcgc cttattcaat aacataagtg
  3287041 cattttcaaa ttgtccaaaa gttgatctat tttttatata gataatattt gaatgcttac
  3287101 ataaatactt ttgtaacacc ttttctgttt catcattcgt actatcatcc cctataataa
  3287161 tttccacatt tggatatgtt tgttctaaca cactacataa tgctttttca aaataatgcg
  3287221 gacgattata cgtaggaatt aatacactta ctaacggcat tttatttatg ttcttttcat
  3287281 ttgtaccatt actcattata ctcctccgct tttttattta ttttcattta atgctaatac
  3287341 aaatgtagtt cttagataaa acagctctga aagatatttt aagaatcaaa taaatagctt
  3287401 taaaagtagc atctgtgtgg gcaattgtaa aatacacccc aatacttttt tatttattgg
  3287461 tgaaacgcgg tactcttttt tcaataaatg cctttacccc ctccttcaca tcttctgttt
  3287521 gaaacacttt cccaaaataa cgcgcttcga tctgaagccc ttcttgtaaa ggtactgcca
  3287581 aaccttcacg aattgctaac ttcatatagg aaagtgctgg aagagaaaat tcacttatat
  3287641 ctttagcaat ctcttttgct ttatttaacg cctctcctcg agaggtaatg tagttaacta
  3287701 aatttatttc ttttgcttct ttcgctgtaa ttggttttcc tgtgaacatc atctcttttg
  3287761 cttttccttc tccaattaat ctaggtaagc gctgagttcc tccagcccca ggaaatagac
  3287821 ctaacgtaat ttctggtaat ccaattaagg cttgttcttc tattactctt aaatcacaag
  3287881 caagtgctaa ttcacaacct ccgcctagtg ctaacccatt aatagcagct atagttggtt
  3287941 tagacaaatt ctctagttga ttaagaggcc tttgtaattc tattgatttc atctcagcat
  3288001 atttttcacc ttttcctatc caacctggaa attcttttat atcccctcca gctacaaagg
  3288061 ctttcccccc aattccagtt ataattacga ctgcaatatc atcgtccatc tctatttcct
  3288121 ctaatacatt tattaattgt tgcactactt ctaaacttaa agcgttgact ggtgggtttt
  3288181 gaattgtaat gactgcacta ctccctttct tactgcatat tactaatcgt tcatttttca
  3288241 taaaaagtcc ccttttaaat ccctaatttt tctcaagttc aagtttcttc gatttattca
  3288301 ctattatcct gaattagtgt atatatttcc ctttttagaa atccatcaat ttattgtatg
  3288361 tactgcagaa tcataaaatg agcaatcctt tcttagtctc cttttttaat cacttcgtat
  3288421 ctttaaatta ttctactacc atattaatca tctttacatt ccttcggttt ccgttacaca
  3288481 gtttctaggg ataaaataag tggacaatac aagaaatacc ctatcgaatt gactttttaa
  3288541 ttgtctattc gatagggtac acttttcctt tttcatttac tacttcactt ctaccgtata
  3288601 attcccaaat ccaccaccat actgatacac atgtaaataa tacttacctg gatacgtgta
  3288661 gtaacttcct actaacttat tcccctcttg ctgggcatac gtaatatagt tatttaaatc
  3288721 tgcttccgaa taaagaaccc agtttactcc gatattattt tccttcgtta cattaatttg
  3288781 cagatttttc gccgtttcca catttatttc aaagaaatca ctcgtatcac catttcctaa
  3288841 acttgcgcgt aaaacttgat tgaattgcag tgtatttgct gtctggaatg aattgtttgg
  3288901 ttctttttct acactgttat cttctttctt ttgaactgtt acattcgttg taacagtatt
  3288961 cgttaaccct ttatcatctg ttactgttaa tctcgctgta tatgttcctt cttttgtata
  3289021 cacgtgagtt ggattttgtt cattgcttac agtaccatca ccaaactccc atttataagc
  3289081 aacaattttt ccatcttcat cttttgatcc atcgctttta aacgaaattg cttcatttac
  3289141 attcccacta tagggaccat ttataaccgc aactggtgct ttattcacag cgccttcttc
  3289201 tgtattcata ccatggaata caacgtcata ttcaaattgt cctgatgcat tcacacggta
  3289261 atttacgaaa taagctgtta ctgttttata gcctgtccat tcttttgcac ttaaacgttt
  3289321 taacgtatca tttacgtttt gtgtaattga tttccagtct tcatattctc cttttgcagt
  3289381 cgtacctgta tatgttcctt gcagtgtaaa tgtatgaaag aactgtgatt tatttttctt
  3289441 aactgataca ttacttaatt tcgcttctgc cgtaatttct gccacaatat ctgagactgg
  3289501 tttcggtgcg tgagttgcta aataatcatc tgatactaat ggaacattat atttatcacg
  3289561 attgtcgact aacatttgca tatagtcttg atactcttta tttaaattcg catctttact
  3289621 taatgcagag cgatatgcat catatgctgt tacatcattt tttctaataa gatcatgaac
  3289681 tttgtcaaac atatcatatc tcttattgta catgtacgat tgtaaagcga aggaataatt
  3289741 ataaaaatcc catgttccgt actttgcatt taacgttctc tctgccgtat aacgttctgc
  3289801 cggatttgaa gatattcctc ctataatgct ctttctcggt acaacattat ctgttctcgt
  3289861 tgcacctgca aaaaactctg cattgccttc ttcaaaccaa gataatctct cattctcata
  3289921 aatcttacct tgtccccaaa gtcctggcac ttcatatcta ccttgtaagt aatgtgtgaa
  3289981 ctcgtgccgg aacaattcct ctaaactata aatactttct tctggcgtac gctcataagt
  3290041 aaagaacgta cctgttcctt ctatataaag accgccgtta ttcgtttcat acccgtacaa
  3290101 ttgacggtta aattgatatt cagctgggct attataaata accatcgtta atacatcatc
  3290161 agcattccct ttttctaacg gctggtcact ttcaaccgta cgatggaatt gagccttcac
  3290221 ttcttttgcc gcccaatata gacgttttac tttttcttct gtcactttat ctccagcttt
  3290281 taaaacaatt gtcccatcgt caaatgtata cgttttcggt aaatatttct tcttaccatc
  3290341 ttctcgtatt tgatctaaat tcacaacgtt tccatttgca tctttcccgc cataattcgt
  3290401 cgcaatttgc tcagccgcta cgaaatattg ctcccctaaa tacggataca ttttcatggc
  3290461 atctgttaca acttgcaacc ctttcgtccc tgtactatgg aacgtaccaa gtctacctgt
  3290521 ataataaata ccattattaa taagccaacc attcttctct gtcaccgttc caattaaagc
  3290581 aaaacgactt aattcattaa tatagctatc aattttttga taccatactg tatctttcgg
  3290641 tgcttttctc gtatcgtaca aatacgattg aatatcgtag tcaacgcctt gcataatatc
  3290701 gtaaatcgca tttccagctg aaagattatc tacccatgta gaaaaattat cattatattg
  3290761 tttaaaaatc tttgcagctg atgttatcgt ttccacatca ctcgaagcat ttcctattaa
  3290821 ttttccgtat gatgatacaa ctctattttg ttctaacgta ccgagtttga aattcgcgtt
  3290881 attcgcaatc gtttttaatg caggtaagca tttatcatga tagctccgct catttagttt
  3290941 acttaattct gtatgataaa accctaaata aaatcctgat cgtaatacct ctactaaagt
  3291001 ttcaatccct ttggaatcat ctttcgtata atcttgtcct tgctgcttca atttatcaat
  3291061 aattgcctgt atcctactat cattttgata gaaggcaaga ctatccttgt taaactgaaa
  3291121 tagcccagta atttgctccc aatcgattgt tacaagtaaa tctactaact gctgattgct
  3291181 taattgattt aactcagcaa ttgtataagt ttttgctgta gctaattgct tactctcctt
  3291241 tttcaattca ggcggtcttt gcgacaaatc agcaaattgt aacctcttct caaaagactt
  3291301 attttcaagt acttttgatg aatgagctaa ttcttgtact ggtaattgta caccaactgg
  3291361 ttccattttg agcacattcc gatatgaagc ttgctctccc tttgtacctt ctgccaatgc
  3291421 gcccccttga aaactcccta acattaaact agcaaaactt acccctacta acactttttt
  3291481 tgaatagcct ttcatgctct cccctacctt acatttttta gtgtacctca ccattatttt
  3291541 actattttta ctttttatac tgtattgaga aaaaataagg taacgttcac acatgtatcc
  3291601 ataccatgca aaattaacac ttgactttat gtgcgtttta tatcaaaaaa agatagataa
  3291661 tagcgaaatt cccgctacat ctatcctcgt tttcaaaact atgattttaa ctttatgaat
  3291721 gtaacttctg gtaatgtttg catatgctga ataaactcat tcttttcttc tgacgatatg
  3291781 tttttcagtt gcatccctac cttataaact atttctgtac cttgctgtga agtttccact
  3291841 tcatatgaaa gtattggaat gcctttcact tgtagtgttt ctaatatttg ttgtactgct
  3291901 tcatgtttat ttatacacat ttgcaccgtt atattttgcg gaaataaaaa ttgcacctta
  3291961 aaaatacggc ttacaatctc taaaccaatt aaaacgagaa tcgtcgctcc aattcctact
  3292021 acatacatac cagccccaat tgctaatcca attcctgctg tagcccataa accagctgct
  3292081 gtcgttaatc ctttcaccgc ctgcttttga ataataattg tacctgcacc taaaaaaccg
  3292141 actccactaa caacttgcgc tgcaatacgg ctcggatcaa gtgccatatg ttcttcattc
  3292201 atactatctg aaaaagcata tttcgaaacg accattatta atgcactccc taccgctact
  3292261 aggaaatgtg tttttaagcc cgcttctttt gatcgaattt ccctttcaat accgattatt
  3292321 gcccctaaca aacccgcaac accgattcgt ataatgaaat caaaatttgc actcacgagc
  3292381 ccttccccct ttcattcatt atagatagat aaaataaaaa ttatcacata catccattta
  3292441 tcgatatgaa ggaattttac taaaatatac ttaataccta ggccgtttta tgttaatatt
  3292501 ttaaatatta acataaaata aataacttct aattttaaac atccaatcat tttcttgaaa
  3292561 aaacaaaggt ggataacatg aaatgaggtt gagaaaatca agaaaacgct ttcattttgt
  3292621 gtcgtaattt ttttatacat actacataaa taaaggagct tattaacaat gaacgtctct
  3292681 ttacttacac ctactaccga tttacaagaa gaatacttag atttttataa cgaatggaaa
  3292741 gatagcggtg aaacgatgat tccgtgggtt attacaaagg atccttctaa cttccccgct
  3292801 atggtacaag aattactcga tgcacataat ggaataaatc ttcctgactc ttgggtacca
  3292861 gattctacgt attggctcgt tacagatcat aataggatta taggagctgt taatatacat
  3292921 catagtttaa ctgaacattt atttaacgct ggcggtcata tcggttatgg cattcgccct
  3292981 tctgaaagaa gaaaaggtta tgctacgaaa ttactagcat tatcactgga aaaagcgaag
  3293041 gaattaaaca tcacgaaagc acttgtcgtt tgcgatgaag taaatactgc ttcagaaaaa
  3293101 acaattttac ataacggcgg gcttcgtgat gatgatttca ctgaggaaga cggaaatgta
  3293161 gtaagacgtt tttggattga gctatgatga agtcctccaa tgaaaataat cttgttatag
  3293221 agaagtatag taaaaataat gagctacaag taaaacaact tattgattta tataatgaag
  3293281 aatcgtatct atttcactta ttacgagata ataaaacaaa atgtgcgtat gttgcctact
  3293341 ataaaaaaga tgtagtaggc atctttttca cctggggcag taacttccat ccatactgca
  3293401 catactttcg aatatatacg aatcctttcc ttttaaccct tgtcctactt ggattacgta
  3293461 tcaaaaagaa gcgagaaagt gattatacac tttctcgctt ttctgatgct acttctattt
  3293521 caaactgtac tgtaatacca ctcggatcga ctacagtaaa tccatttgta atttcgtgta
  3293581 tttcatgctg tttttctatt aatctttctt ttacttcatc taatgcttct ttatgcggta
  3293641 atacaatcgt atatacctta agtccagttg catgtgctgg tggatgcgga ttatttactc
  3293701 cgttccacgt atttgcgcct atatggtgat gatatcctcc tgcagaaatg aataagcagt
  3293761 catcttcacg ttgctgcact tcaaagccta ctgtatctac ataaaagtca tgtgactctt
  3293821 ctacgttagc tattcgtaaa tgtacatgtc caacgacagt attagcaggc aatccatcaa
  3293881 actcataatc aacaagcgtt gctagttctt ttaaatcaag cggggtactt cctcctggcc
  3293941 catctcccca ttgatcacgc ggacgatccg cataaatttc aataccattt ccctctaagt
  3294001 cttgtaaata aaacgcttcg ctatacgtat gatcgcttgc gctattaaac cttgaaattg
  3294061 gtaaaatttc atttgaatat gtataacgtc cctcttgctc aaccggacta tcaattacat
  3294121 tcttattacg aatcacatca aatagtgcag aagcaaacgt ctcacgagtc ggaactaaaa
  3294181 aggctacatg atatatacca gtcgtacgcg gttcttgcag taccccgtcc tctaatttct
  3294241 caagaactag taacgtgttc tttccacctt ttccaactaa atgcgcttta tttccctctt
  3294301 gtttcattac ttctaaccct actacattct cataaaaagc aatttgacgc tctaaatctt
  3294361 tcactttaaa ttccacataa ccaatacgtg tcttcggatg aatttttacc atgaataact
  3294421 tcatctcctt atcccaatat atttctattt catataaccg ttactatgaa ggatacaact
  3294481 aaaatcaccc tatgtaaata tgaaaagtca gaatttatac acatttttat tttcgtaata
  3294541 aaaaagccac ctcttctagt ttttagaaaa gatgacttta taattcttat ctcattttat
  3294601 gtacttcagc aactaacttt ccgccctgaa tacccatata aagtttcaca ggtgcatcat
  3294661 tcgtattttc aaatactaag tctaagtatg gatatgcaat tgtagcatct cttccctgtg
  3294721 gaacgtaacc taccgtttta gaatgcgtcg ttctctctac cattttcaaa ccagcttgat
  3294781 ctgctgcatt gtataatgtt gatgatgttt gacaaacacc accgccatat ccatctacta
  3294841 atttaccatc tacaatttct tttcctaatt gatatccttt atctggcgtt gtatcaccaa
  3294901 ttaatgcatt gaaagagaaa cggtctcctt ttgctaatac aaccccattt atgctcgctg
  3294961 ctgacaaacg aatattttca atacggccac ctgtcgagcc acctaaattc gtttcgtatc
  3295021 taccaattac cgtaccactt ccttgtgcat cacttaatgt tgcagtaggt tttttctcaa
  3295081 caataggtaa ttgataggaa gaatcccaca taccaacgtt taataattta tctactaatt
  3295141 ctttttccat taattcataa gaaggctttc cttcttgcca acttccatca ggtgctacac
  3295201 gtgaaggaac catcttttta tcaacgcttt tcccaacctc gctagcaacc ttcgttaccg
  3295261 attttttaaa ttttgcttcg tcttcaaaat agcctagact cgataaatct agctttttca
  3295321 cttcagtacc tgtacgacca tctactaaac taatagaatc ctgtacctct gctttagcct
  3295381 ctactgtgtg gccaccaata tcactcacta atgcgacatc acttactttt gtaccacaac
  3295441 cactcactac agctacacat aacaccccaa ctaatatacc ctttacttta cggaacaata
  3295501 tactctcccc tttttcccaa tattactttt atgtattatt tcatttttat gtatgttttg
  3295561 ttacaatcat tttacaatat atttataaaa tgttacaagt tattttttac tctatataaa
  3295621 ttaccctttt cttttctaaa tgtctacaca tatttacata aaagtttgag tttgatagaa
  3295681 ttgtaacctt tatgtaaccc caccctttta tccagtatat accatcagat aaacgaaata
  3295741 caaatgtaaa aactacatat ttttatttat aaagaaacat ctcatgaaca taaataggta
  3295801 tttgccgtgc cacactccgc ttttacacat acattatggt gaattaacct attttaaaga
  3295861 aatggaggat gtttttatgt acccctacaa tccatacaat ccatataatc aaaatggtta
  3295921 tcagcctcaa tatgatttac aagcacaata ccaacaatat atagatccag cagagcaagt
  3295981 taatccctac gatcaaaatc gacaatttca acttccaatc tcttttcctg gtgctggaaa
  3296041 tcgtcaacta gaaagacgag taaatgagct ggagcaaaga gtacgtcaat tagaaaacac
  3296101 ggttgagcgt catacacgta gattaaaccg cttaaaccaa cgtttacgta caatagaaaa
  3296161 cagactaaac attccatttt cagcattaga agacggattt taattccaaa agtaaaaaat
  3296221 atatgaagga aggggctccc ccttccttat ataaattgac gaaagttttt tccatctcta
  3296281 tactgataag agttaatgaa atgaaacaag gtgataaata tggattttga aataaattat
  3296341 ctttcctttt atgttgtaca agtagaagga aaaggtgaag ctgttgataa acgttacaaa
  3296401 cattttcaaa cattagatgc tgaagagtat gaagatagct ccttaaaaga atttttggat
  3296461 ggagaattat taaaaatttc aaagcgaaaa gtagaacgtc atgcgaaaac agaacaagct
  3296521 ccaacaaaaa tcggtcgctt cattgtagaa gaagggcacg aacttgattc aaaccctcat
  3296581 tacaacctat ttaatcgcat tcgctttgcg gaaacgaagg aaaacttcaa agatatgagc
  3296641 gaacctctcg tttatacata tcttgacaca agtgctgtgc gcggtggtgt gtttttaatt
  3296701 gcacaagcaa aactacgcaa atactttgat gatccattcg tcttcgttat gaaatgtgac
  3296761 ttcgagccga aagttgcttc tatttctgat gaatctacac tgattcgtaa cgttgaaatg
  3296821 gccattacaa caaaaaatat gaaatctatc caatatccgt acatgcctga agagggtatg
  3296881 gtcgaagtgg gcgagctaaa aattcaccaa gcatcacacg cccgttactt tgaagacttc
  3296941 ttaaaattcg tcgagtacga acgctctatg cctgaaatta tgaaaacaca agtaatggac
  3297001 atggtatatg atcaaattga agatgtattt gaagaaggca cggaagaacg cgaacaattc
  3297061 gaccaagcaa tggaagtatg ggctgccagt ccaaaacgcg aaattatgga acaattttca
  3297121 accgaagaag taatggaagc taccgctcaa atcgtcgagc atgctcctga agtggaatta
  3297181 aagctaaaag cagatcatat ctctgtgaag gccctgcttg ctgatttcgg ggatcaaata
  3297241 catatcgcaa aggtagatga ccgatacgta ttaatgattg aggctgatac acttacgttt
  3297301 gagaaaggct tctctccgat tgagttcctg aagccagacg agttacaaga cgtgattgag
  3297361 cgaattgaga ataagcagca gtatacttat gatccgaacg ggattgaata attccttcca
  3297421 tttaactgtt tttactgagc gctgttaaca agcgctcttt tatttgggat atagttttca
  3297481 tttatatgaa aaactgattc tactaagaat cagtttttct actttataca aaatatgctt
  3297541 atttttaaat tttttttgat acaagatgac atttgttgca gaatcaagta catcccttcc
  3297601 ttgttataca agcggatgtc cattagagat atctgcttca atatttctag ttgaccaagt
  3297661 ccttctataa gtttttatat tttccctttt agtcactatg tatgtcctca aaattaaaat
  3297721 ttcacttcac tacctcaaac ttattgtact cataaaaaga taattgaaaa cgatattccg
  3297781 gatgctctct cacccaatcg taggcttctt ctaaaatttc cattttattt tgtaagtcat
  3297841 taagttcact acatacgtcc tttttctgtt tgcacaaagg acagaatcca ttcactattt
  3297901 cgacactcgt tgccctaatc gttttacttt ctaaatcaac tactagacga agaataaaag
  3297961 aatgctccgc ttttgtagtc accatcattt cagcagtccc atcctcattc caaaagactc
  3298021 cgtttaattc catctgtacg ttgacagttt taatatccaa gtctatcact attacacctc
  3298081 ccatatataa gactcttaac ctactcttct attttaatct ttaatacacc acgatttaaa
  3298141 gatatattaa gccttttcca attcttcttc tttgctatga aaggaagtgt aataaacgct
  3298201 aatagtgcgg taaatattat cccaaaagct aaaacggtta aaatgttaaa gattgcttcc
  3298261 attaaactac actcttttct atgtatattc atactaaaaa caataaaata ctccattacg
  3298321 aatacgggac aagccgtgaa ttttccaact agacttcagc aacttaatcc tgaagtctag
  3298381 ttgtacatat gaataaaata gactatgtca ttaattttct tctactactt tctccatctc
  3298441 agccaaatac ctaatctgcc tttccgcctt tctaaccgcc gtacgaaaat gctttttcag
  3298501 tagttctatt gtagattcac ttatataata tctttccgtt atactttccc acgtgtcact
  3298561 actttcaaat gtactccaaa cgaaaggacg ctctgtattt tttctcattt ctttaaatac
  3298621 ccatttccgc atcttttttt tcgctttttc tgttagtttt ccgttctcta ccagttcaag
  3298681 ttcgccatgt cttttatacc ttttagtaat atctctctcg ctatatgctt taagaagtat
  3298741 gttcgctgta ttctcagcat ccgctaaagc tcggtgctgc ttcccttccc atattaaacc
  3298801 aagctgttct actgcagatt gtaaacttgg tgtatgctca aacaattctt catacgcttg
  3298861 aaaaacaaat ttttgtaaat caattcttct ttctttttcc atacaagggc attctacact
  3298921 atgtaacgta caatcatgag atagaaatcg ataatcttct tttccccatg taacaaatat
  3298981 agaatcttct ccgataaacc gaataaattt ttctataatt tgcgggaatt tctcgacacc
  3299041 aattaaatct ttctttgtaa ttcccgttaa ttttgtcgta tgacgagtaa gtcgtgcccc
  3299101 cggttttact aactccgaaa attctccaat taccttcatt gtacttgctt ctatttttac
  3299161 agctccgata tcaactatct ctgacggatc ttctgattta tacggcctaa aatttctctc
  3299221 tatatcaaac acaataaaat gtgtagcgtt ttccaattta tttacctctt tctacattcc
  3299281 ttttcacaca catactttat tttcagtatt tatttattca tacactttat gcatgtaata
  3299341 cttcgtctaa aaaacgaaaa ttcaatctca ttatgctatg tacataggag gttattcaat
  3299401 aaaaatgcaa aaaaaaagaa gggcaagccc ttcttttttc cacaattact tcttgttaac
  3299461 gtttgtagct tgaggtccac ggttaccttg ttctacttcg aaagtaactt cttgaccttc
  3299521 ttctaaagtt ttgaaacctt cgccttggat agctgagaaa tgaacgaata cgtcttctcc
  3299581 gccttcaact tcgatgaatc cgaaaccttt ttctgagtta aaccatttta ctttaccgtt
  3299641 ttgcatgtaa aaaatcctcc tacaatgtac ctatatgtac atattcattt tcaaccactt
  3299701 tacaaaaata agtcagacat taaaaaaact gcaactctga ggagatttaa cattgctatc
  3299761 ctcctcggaa gttacagctc atttaaatct ctatattatt aaaagtaaaa tggtttaaat
  3299821 ataatatatc atatcaatat aataaaagca aagttttttt cgctatatga cttttttctt
  3299881 ccactgcatc gcttttgatt cacctgatcc cgctacaaaa taggcttctt tttcgttcac
  3299941 aatgcgccag ccatgccctt taactgagtc acatactgtt acaattcctt cttctaaaag
  3300001 tacacgacaa acggtactaa tccccgcctt atttttcgtt gacgttgtat ataacacatg
  3300061 ttgatctaca cttaagtcta aatagctact tgctttctgc tcgctttgac atgtgtgcca
  3300121 atatgttttt tcactctcaa tactttcttc tattttacaa aaagaaatat tcccgctaat
  3300181 ccctttgcac gatccactgg ctgctactaa ataagagttg tgtaaagtca acgctgagat
  3300241 catttgattc atcacgattt taatcctatt taatttacgt gtctccaaat taaatagcca
  3300301 aacaccacca tatttagcat gtattttcgt accgataaat aagtaatgtt tatataaaaa
  3300361 caacgatcga atagatggtg ccccgccacc atactcaaga aatggatgaa tggtttccca
  3300421 tgtcgaacca aaatcattcg aatgatacaa cgttttatct ccatgagcaa tgacagttct
  3300481 ttctatatta ctacacacat tccaactcgt tgcctttgtt ggaaaacgtt gaactgtcca
  3300541 attctctcca ccattcatac tacgaataaa aattccttcg tcacctacac catacactac
  3300601 attatcttcg ctatgtaaat ccctaattcg tttttgaaaa ccatttaaaa tttgtttcca
  3300661 ttctccgttt tgttcaataa ataaaccatt atatgtagta gctaacataa gcttcccatc
  3300721 tcttaacttt gtaatagcgg tcgcacttaa cattgtctcc acgttgacac tcccattctt
  3300781 agaacttctc agcaaatgca attgcaaaat tactgcattt ttcaacatcc tcttcatctt
  3300841 ctggagctag ttcgattttc aatccttctt gtacaagctc tgcaccgcgt tctacaagcc
  3300901 tttcttcaaa tatcgttacc gcttcacaaa acagttcata cgccgtatca cctgatccaa
  3300961 ataccgctac tttcttccct gataaatcaa tattttctaa gtcctcatgg aaatcttccg
  3301021 cttcaaatgg caattcacca tctccccacg tataagatcc taaaatgatt ccatcataag
  3301081 ctaataattc ttcagcatcc atgccttcca tttcttgcaa tactacttca tgatcaaaag
  3301141 catctaaact aactttaatt aaatcagcaa tactctctgt atttcctgac atacttgcat
  3301201 aagctattaa aattttcgcc actttggcat ccccctctaa caataaatga ttctcattct
  3301261 cattatatta ataatgagaa tcaatttcaa ttgtattttt tattatttct gtttacttca
  3301321 taaaaaaagc acagatgact atacaatcat ctgtgctttt ttattacttt ttaaaaatac
  3301381 caaacggctt tccaactggt aaaacaactt ttccgaagtg tgtatttaac actgctgctg
  3301441 ctgaaccata gaaagataat aatgaaataa gaagttctga atatgctgct aaattatgca
  3301501 tcgcatgcgg cataacacct aaagtactta atgaaagacc gataaataag aaatcaataa
  3301561 ggacgaaaat cataaataat actttatgtg tttccattgc accaattgtc ataaaaattg
  3301621 tgaaaatcaa atatccgata aaggctacac caagctgttt tgaatctgca gcttgtgcta
  3301681 atttttcgcc aaatactcca agttgaatta accaagtcat cccaacacct aaccaaaata
  3301741 ggccgtatgc accaaatgct gttgtaccga acgtattatt atgctttgca tcgtgaatgc
  3301801 acgcaaagat ttgtgcaaat cctcctaaaa agattgccca cggtaatact agtgaaacgc
  3301861 catctgttaa gcctaacttt tgagatgatg ctacaagtgt taccatcgct aatccaaata
  3301921 gaccaattcc tgatggatct gctgttgtca ttttcacatg atgtgtagtt gtttgattgc
  3301981 tcatataaac ctcctgatta taaacatact cgaatacaat acttaaatca gaagactatg
  3302041 tcaatggttt ttttgtatgt tgtcagacct tatattttat aatgttctaa tatactttca
  3302101 accacttcat acggttttat attcactttt tccaactcgt atatcggtaa ccacaatgta
  3302161 atataactcc ctctaccttt cagctcgaat tcctcagctt taccacttcc gaaaactcca
  3302221 cctataatat gggcgttaaa ataatactcc gtccctttaa actccaactt cgcaataaga
  3302281 ttccccactt ttatatgtac ccctaattct tcataagctt ctcgcttcgt tgcttcttca
  3302341 ggtgtttctc cttcttcaat tcctccgcct ggaaaaacat aatatgtttc ccctcctcta
  3302401 atacgtttta taagagcaat tttcccttcc tgtacaatga tagccacgcc gcgatttctt
  3302461 atcattttat tacctcaata ccaattgcaa ctgttcccca ctctttttct tgttctttcg
  3302521 tatatatttt gtatgtactt tctaacattt cctctaaact atcattttca caatccatta
  3302581 attttttatc aatttgttcg tacattactt taaagctttc gtatcgcttt atttccgtta
  3302641 cttttaccgc catcatttct tttgtcgtaa gattcgtaaa tacaatttca tcgcctttgt
  3302701 ttattagttg acgtttttta tcatataaac gtacttcata tacttttttt cctgattgaa
  3302761 ttgactgaaa cggtttatta tataaaccca tttcatatct catacagccc actccttttt
  3302821 gttcaattca cctattaaca cagctcacct tgctacatct tgcatataat attccatacg
  3302881 tatcgcttaa ttgagaaagg aggctgaaga atcatgttat atttaaatca aaaaccagaa
  3302941 tatagtaagt atgatatcgg tgattatact tatagtaaag taggtccaac tattttttct
  3303001 tggaatgatg aaacgaaatt aaaaataggt aagttttgtt cattaggaga agaagttgtt
  3303061 ttcctacttg gtggtgaaca tcgtgccgat tggataacaa cttatccatt taatgctctc
  3303121 ttcggtgaag gagcacatat tactggtcac ccttcttcta aaggtgatat cgtagtcggc
  3303181 aatgatgtat ggattggtta tcaatcctgc atttcatctg gtgttacaat tggtaatggg
  3303241 gccattatcg gcgccaggag cgttattaca aaggacgtac ccccgtatgc aattgtagct
  3303301 ggtaatcctg caaaatttgt tcgatatcgt ttcccacaag aaacgattga caaactagag
  3303361 agtctcgcat ggtgggactg ggacatttct gttataaaag gagccattcc attactactc
  3303421 tccaacaaaa tcgacgaatt tttcacctcg cccgaaaaag aatctacatg attaatgcag
  3303481 aaagagcatc cttctcttac aggatgctct ttctgcattt attttctctt tatttgcaag
  3303541 tgatcacacg gagaacattg aaaaggaatc ttccctaaac aattaagatt cgtttcgcaa
  3303601 atttgttcta tcgttggaac aaatggaata acaactatat tactttctac tatttgtgta
  3303661 acaggtggta acactgtgcc tacttgatgt tcgaagcgaa tactcgcttg attaatataa
  3303721 ttccctgaac catttggcgc gctctgaact actacttgga acgaaactgt tcgtgcttca
  3303781 cctggattta aattccctat aagaaaccct gatactgggc ttacatttgg tactggtgta
  3303841 ttatcaaccg ttacacttcc aaggacaaat cgaacactac tatctaacat atcttgaaaa
  3303901 cgaatatttt gtatgacagt atcacccgta tttgtaataa ctgtcgtaaa gataataaca
  3303961 tctccaatcg ttgctgcctg taaatctgcc gtttttacga ctgtcgttga gacattttga
  3304021 ggaataaacg ggataacaac tgtattgcta tcaccctcca ctactactgg cagctcattc
  3304081 ggatttacaa ttgcgagccc atttgctata gcagtatttg tgactaaatt atttatttgc
  3304141 cctcctgtta ttacaacttg gaaattaata attgccgcat catttggctg aaaatcacct
  3304201 aatggaatac cggtatttgg attagcaaat ggaagagcta catcgtttac cgttaccgtg
  3304261 ccatttataa ataacgtatt tggatcaatg atatctgtta acacaatgtt ggtcacagga
  3304321 actgtactat catttataac ggcaattcca taagtgacaa catcccctac catcgctact
  3304381 tcaaagtttg ctccttttgc aacaaataag attgcagtat ttaccgtcac tataactgta
  3304441 ttgctcgtat ccatcactgt aactggaggt tctcctggca ctaaaatata ctctgctaac
  3304501 gccccagcaa cgtttactac tgtaccacca tctggaaaac ttgtaatcgt agcttcatat
  3304561 gttacaatcg ctgtctcacc gactggaatg tctacaatcg taaatccaac ctgaggattt
  3304621 actcccggac gcgctactcc atttacagtt acactatttg gtacaaaaac agcttccgga
  3304681 gatagcacat cgataaattg aacattcatc gcatcagcag taccagtatt taatatacga
  3304741 accgtatacg ttaccgtttc tcctactcca acgattgaat tgtctacttc tttctgcata
  3304801 tctaaactac ctctatttac tggtgtaact gtcgtattac ttgaattcgt aattgtaaac
  3304861 ggaggttctc ctggaatcaa ttcgaaatca cccgttactc tcgctgtatt cataatgcta
  3304921 ctagaaggcg gaactgcgat tacatttact gcaaatgtaa ttaatacgct atcccctact
  3304981 gcaagatccg gtaatgaaaa gcctataaat ggatttaaac ctacttgcgg aatcccattt
  3305041 atttgtacac ttccaggaac gaattctaag ctaggtgatg gaacatcaat aaactgaaca
  3305101 tttgtcgctg ttactgttcc cgtatttgta acttgcacac tatacgttaa cgtatctcct
  3305161 aaacgtgttg cttctttatt tacagatttt ataacgctaa aacgccctct atttatactt
  3305221 gttattgtcg tattactcgg ctctgttact acaaccggtg gctctcctgg tactaaagta
  3305281 cagcttcctg ttatatttgc aacgttcgta attgttcctg atgccgggat gtttgtaact
  3305341 gtcgcttgaa acgtcactac aaccgtttca ccaactggta tatctccaac tccaaagcca
  3305401 gtaatcggat ttaagtttgg ttgcagggct ccatttatcg ttacactatt tggtacaaat
  3305461 gacgctcctg ctgaaatcgt atcaataaac tgaacatcat tagctgttac tgttcctgta
  3305521 ttcgttattt gaaccgtata cgttaataca tccccaacta gggtagcagc cctatttacc
  3305581 tgttttataa cattaaattg tcctctattt acagttgtaa gtgttgtatt gctcggccct
  3305641 gttactataa ctggtggttc tcctggtact aatacaaagc ttccagttac atttgctgta
  3305701 ttaacaattg ttccatttga tggaacacta accactgtta cttggaatgt tacttctaca
  3305761 ctttcacctg gatttatatc tggaagcggg aatccattat taggattgaa tccaggttgt
  3305821 aacacaccgt ctatcgttac actgttcggc tcgaacgcta tagaggaagg taatacatca
  3305881 ctatattgaa cattcgtcgc tggcactgtt ccgaaattaa aaatcaatac atcatacgtt
  3305941 aatatttccc ctacagtcgc tacttcttta tctactagtt tcaatggaaa aacaaacgct
  3306001 atattaatcg ttgtaacgac taaatttgtt aatatcgttt ccgtaatcgg tggttcttgc
  3306061 ggatttggtt gtgaagtaaa tgtaacgtct gcatcattta atataacttc attatctgga
  3306121 atttctgtaa tcgtcacttg gaatgtgatc tcaatacttc caccagcgat taataatgga
  3306181 gtaactgtaa atcctatttc cggatttaaa ccaagttgct gcactccacc tatcgttaca
  3306241 ctaccttcta caaatgtcgt tccttctggg atgacatctt ggaagaacac atctgcaact
  3306301 ggtataattc ctacatttga aataagcaca gtgtacgtta atacatcccc aaccgctcca
  3306361 gctgcaacgt caactgtttt tgttgctgtt acttcaccag gaggaggtaa cggtattgta
  3306421 actaccgttg tattacttga gttcgttgtt gttacaggtg gttgtaaagg atttaataag
  3306481 aaagtggcta tagcagatgc tgtatttaat actgctccac gtgtagacgg tgcaattacc
  3306541 gtaacttgga acgttactgt caaggatgtt ccagctgcaa tattaggaag cgggaaaccg
  3306601 acattcgggt caaatccagg ttgtggcgtt ccatttatcg ttacactatt tgctacaaat
  3306661 gttgtttctg gagcaattgg atcaatgaaa gaaacgttcg ttgctgttac tgtaccatta
  3306721 ttacgaatga caacagaata cgtgtaagtt tctccaagtg ctgcttgttg tacagatgaa
  3306781 gttttttgta tatttaactg cgctgtgttt acttgcgtca caacgaaatt actattcgta
  3306841 acagtcgtta ttggagggtt tgctgggttt ataagaaaac ttgcagtaat gttcgattgg
  3306901 tttcttatat ttccaccgct cggaatactc gtcactgtaa cttgaaacgt aaccgtggcc
  3306961 gtttgcccga ccggaatatt tggtactgga aaacctgcca taggatccgc gccttgctga
  3307021 acaactccat ttatcgtcac actatttgct acaaacgcag taccagacgg aatcggatct
  3307081 tggaaaataa tattcgttgc aggaacagtt cctgtatttt gaataagaat cgtatacgtt
  3307141 aacgtatctc ctacacccgc ttgcagtgta tttacactct tcattacatt cagtgatcct
  3307201 acattcactc gcgtcacaac aatattacta atcgttacaa ttgtaattgg tggctggaga
  3307261 gggcttactt ggaaatcagc agtgacattc gcattattcg gaagaactct atttggtggt
  3307321 acactcgtaa tcgtcacttg aaaagcaact gttaccatcc ctcctactgg aatattagca
  3307381 agtggaaatc cagttgttgg gtttaaacct ggttgaggcg ttccatttat tattacacta
  3307441 tttgctacaa acgttgttcc agatggaatt ggatcaagga atgatacatt tgtagctgct
  3307501 accgttccac tattttgtat acgaactgta tacgttaacg tgtctcctac acccgcttca
  3307561 gtagcgctta cactttttat tacatttaaa cctgaagaat tcacaactgt cataacagta
  3307621 ttacttggtt ctgttacagt aattggtggc tctgttggat ttactaggaa atctcctgta
  3307681 acattcgcac tgtttacaac gttgtttcca agcggaattt catcaatcaa tacttcaaat
  3307741 gtaacaatta cactcgcacc agtaggcaaa tcatttagcg ggaatccaag ttctggatct
  3307801 gccccttctt gtaagacccc attcacaaag acactgtttt caataaataa tgtaccttgt
  3307861 ggaattgaat cttggaaaaa tacatttgtt gctggtacac tacccgcgtt tatgatttcg
  3307921 attgtatata ctaaaacatc ccctaccgtc gcaacatctg tatttactga tttcacaact
  3307981 tcaaaattcc ctgactgtac agttgtattc acaatgttac tcggaacatt gattgttact
  3308041 ggtggttcac tcggattcac ttgaaaactt gctgttacat tcgcctgatt taaaatatct
  3308101 tcattttctg gatcctgtat aattaataca tcaaatgtga ctacaacggt ttgagccgca
  3308161 ggaatattcg gaagagaaaa tcctgtattc ggattcaatc cactttgcgg tactccatta
  3308221 attgttacag aatttgcaac aaatgaaaca gcggaagaaa tagcgtcttg gaaaaataca
  3308281 tttgttaacg gaacgtttcc tgtattttga acggcaattg tgtatgttaa agtgtcccct
  3308341 actaccgctt gcgttgtatt cacttctttt attacattta aaccgcctgt attaacttgt
  3308401 gtcacaactg tattcgtttg tctattaatc gttattggtg gctgatttgg aataacgacg
  3308461 aaattagcag ttacatttcc gcgattcgga atcgtgcctc ctgatggcgt cgatgtcact
  3308521 cgtacttgaa aagtcactgt cctacttccg ccgggagata tatttgctac tgtaaaccca
  3308581 gtcgctggat ttgccccagg ttgagaaacc ccatccacag tcacactatt tgtgataaaa
  3308641 gtcgttccaa ttgggatcgg atcttgaaaa acaacattcg ttgcaagtac atttcctgta
  3308701 ttttcaattg taacagtgta cgtcagaaca tcattcactg tcgcaaaagc tctatccact
  3308761 atttttctcg ttcttatatc agctatatta attgtcgtaa ctacagtatt acttgtcgct
  3308821 tgccctgaaa ctggttgttg accaggcact ggagtaaagg taaatgttgc acttgcacgg
  3308881 ttcggaattg gattgacaag agggttcgat gttactcgaa cttgaaagcg cactacggtc
  3308941 gtttgcgaag cattaatact tcctagatta atactacttg ctggattcgc tcctggacgt
  3309001 gctactccat ttactataac gctgtttgct acaaatgttg ttcctgcagg aatactatca
  3309061 acaaaaataa cattgtttgc agtaacgttt ccattattcg tcacattaac cgtgtacgtt
  3309121 aatacatcat taagcgttgc cgtctgtaga tctacagatt tttgcatact tatagttgct
  3309181 tgattcactg tcgtttgtac tgtattcgaa gaagacatac tagtaataag tggactaccg
  3309241 acgaaaggac gaaattgata tgacaccatt gcacgatttg gaataggatt tgggttcgga
  3309301 aacgatgtta ttcgcacttg aaaggtaaca attctttgcg tattatttgg gattgtacct
  3309361 aaattaattc cagtagcagg gttcgcattc ggctgtgtta cccctcctac cgttacacta
  3309421 cctgcaacaa acgtcgttcc attcggaata ctatcacgta atacaacgtt ttctgcactt
  3309481 cctgttcctg tatttggaac cgtaatcgta taggtaagag tatcccctac ccccgcgact
  3309541 gttctattaa ccgatttaac aggattaata atcggacctg ttgcatcaat ttgaacacca
  3309601 aaaccagctg cagcgtatcc atccccattt gtcacgaagc gaacagttgc tgacgtttgg
  3309661 ttatttacta aagatgagga ggcatctaca ttcgtaatat cccacccttg ccttcggacg
  3309721 gccaaagcta ctcctaacgg ctgattcaaa tctccaaatg taccgctcgt atctaaattt
  3309781 ccactgtcat tacaaatttg tgactgaaag aaattattcg cgggatttct tggtccgaat
  3309841 aaagcaactg tagtattcgc attcggtcca aaacgaagtt gatctccaga aatgttagaa
  3309901 tcaccttctt gtgcagttac aagtaccctt cctgttacag ctcctgttgc gggagttgca
  3309961 aatcctgaaa tagtagcatc aaccggtggt gatgaagcat cgataatttc ttgccctgca
  3310021 tatactgaca aattccgaag tggtaaactt gcattttgat acacaacctc aagcgtccag
  3310081 ccagctgaac gactgattgt tggatcagct gaagttcttg tagctggtac ggcacctgtt
  3310141 gtatatgtgc ctgccccacc tgcactaaca agattcgtta cattagcaga gcgtgcataa
  3310201 taaaactgat tccctactga accttgctgc gcggtagcag ggtctggcgt aacagaaaat
  3310261 gttcctgctg gtgttgtaaa tgtaatatta tcatttaaaa atggtaaaac atcttccgta
  3310321 tcagtccgga aagttcctgc ccaaactaac tctgcataca aaatactact ccctgccgga
  3310381 agatttaaaa ttgcacttga agaattcaat cgccagtcat ccgttgtacc tgctgggaac
  3310441 cctggtgctt gcagcgctgt atttaccgtt gtaaaaacag caagtgtacc aaaaatatta
  3310501 cctggtgcag gcgatatagg actaagtcct aacgtgttcc cagtgaacgt gacggcacca
  3310561 ggtactgttg tcgtaaagcg attcaaaaaa ggcacgtaat catctcattt catttatagt
  3310621 aaaaagtgct ctatactata aaatgtagac aaactatgca atgtactttg tccaacaaaa
  3310681 tcccgcacgt acgagaggag cttactacac tatgcgctat gttatcataa caggaacttc
  3310741 acaaggttta ggtgaggcta tcgccgctca attgttagaa gaaaacacga gtattatctc
  3310801 tatttctaga agagaaaata aagagcttac gaaactcgca gaacaatata atagcaattg
  3310861 tgttttccac tccctagatc ttcaagatgt acataattta gaaacgaatt ttaacgaaat
  3310921 catttcatct attcaagaag acactgtatc atctattcat ttaattaata acgctggtac
  3310981 actcgcacct atgaagccga ttgaaaaagc tgaaagcgaa caattcatta caaacgttca
  3311041 cattaattta cttgctccaa tgattcttac atctactttc atgaaacata caaaagactg
  3311101 gaaagtagat aaacgcgtta taaatatttc atctggcgca ggaaaaaatc cttatttcgg
  3311161 atggggcgct tattgtacga cgaaagctgg tgtaaatatg tttacacaat gcgtagcgac
  3311221 tgaagaagtg gaaaaagaat atcccgtaaa aatcgtcgct tttgcgcctg gtgttgttga
  3311281 cactaatatg caagcacaaa ttcgtgaaac aaataaagaa gacttcacaa atttagaccg
  3311341 cttcatcaca ttaaaagaag aaggaaaact attatcacct gaatatgtag caaaagctat
  3311401 tcgtaactta ctagaaactg aagacttccc tcaaggcgag gttattagaa ttgatgaata
  3311461 acaaaaaggc gtgctaaatt agcacgcctt tttgttctac ttctctaaaa atataagcat
  3311521 agactccgca atttgttcat aaccaatttc ttggtaaatt ttattcgatg ttggatttgc
  3311581 caggtccgta tataatgtcg ttgttttgta accttcatct aacatacgtt gactaagtgc
  3311641 cgctacacaa ttagatgcat atcccttttt cctttcttct ttcggcgtat acacgaaatt
  3311701 aactgttata ttatttttag ttggacgtgt ttttgcagct acagaaacaa gttttccgtc
  3311761 tatttctaga ccgaataaac gatgattagt gattaatgta tgggcggttt gttccgcttc
  3311821 ttcttttgta gtaggaagat tcacttcttc gcaaaattgg tatatccact gttctattaa
  3311881 tggtatctca tcactattta tttctcgaaa gactccatct ccgttccact ttttcttcac
  3311941 ttgttttaat tcatatatac cttgctccat cgcaacagta gttttcttat tttctaacac
  3312001 tgcaatctct tccgctaatc tctgtacaac tttcttatta ccgattaatc caggaacatt
  3312061 cggatatact tccgctaatt tttttgcaag ttccacgatg gcctcttcca ccatttcaga
  3312121 cgtagcaaca ataatttgtt tcttttcttc tgtttgaaga aatacaattg caatttcttc
  3312181 ctcttgtttt gctaccccca taaatatcgg ttgttggacc atttgtaata cacctagtat
  3312241 gagattattt tcctgttcat tcttttctaa aaatgatata acctcttttt taaaattaac
  3312301 aacctcttca tatacatgta attgaatcat cgacaatctc ttctctctat ttatagtttt
  3312361 attaagtatt ggcgattaat tcattaaatc cctcttttac gattcaataa tattcgaagc
  3312421 taacatattc aaatcatttt cagcttgtaa aatcctctgt ttttcctctt caaatacctc
  3312481 ttcttctttt cgaaataact cttttcgatt gttaatcatg cgctccattt cttttttact
  3312541 cggtccacca tatacatttc ttttttgtat aaaagcttct ggcgatataa tttcttccca
  3312601 ctctttttct aataattgta ttttaaattt ttcttgtaag tatatattta catctttgaa
  3312661 acataattca tgtagctcct ttttctgttc caacgacata ttcgcaataa cacttgccgc
  3312721 atgatgagca tgccgaaatg ggatgccata gtttttcgtt aaaacatctg cgaaatctgt
  3312781 aatcgtaatt gcatgtttat atgaacgtct ttttaaggta tcctcttcta ctttcatcgt
  3312841 tcgaatgact gcattcaaaa tgcaaaatac acgaatagcc ttttcaattc ctttatataa
  3312901 atacggctgc aagtcatctt ccgtatcgac aatctcacca aatggtgtat tatgaatcat
  3312961 ttgaaatact gtaaatgctt cccctggagc actactcgta attgcacggg cgtgttcaat
  3313021 cgaaactgga tttcgctttt gtggcataat actactaatt tgtacatacg gccttgcaac
  3313081 tgcaatacca tcatattctt tcgtcgctaa tagtaaaaaa tcatgaatcc atctactcgt
  3313141 attcgtcatc attatcataa gtaacgagct aacctctaat aaataatccg ctccagcgac
  3313201 agcatcatat gagttctcaa ttacattagt aaatccaagt aaatcggcaa ctcgctctcg
  3313261 tttaattggg aaacttgttg tagaaagcgc agcggctccc attggggact gatttaaaag
  3313321 tttgtacgtt tttttcatgc gttctaaatc tctctgcatc gtatcataaa tcgctaacgt
  3313381 ataatgacca aatgttgttg gctgagctgg ttgtgtatgt gtataagctg gcataatcgt
  3313441 ttccttatga tcagcagcaa gttgcaatat actttcttgc aataacaaat gatgttccat
  3313501 taatcgtagc acatatcgcc ttaaactcat gcgatacatc gtaacaccca tatcatttct
  3313561 acttctacca atatgcatat tacttacaaa atcgcttttc gcttcttgag aaattaaatg
  3313621 ttccactaaa aaaaagagat cttcatgctg ctctgtatag agcaattgct cttctggaat
  3313681 ttcctcaacc ttttttaatg cgtgtaatat aaatttagct tcttcctttt tcattaaatt
  3313741 ttcttccgtc aacatcacaa tatgtgcttt atgcacttga aacatatctt tcaataagta
  3313801 atttcgttga aaatcaaata catgttgtaa tacacaatcc acatatgttt tcccagggaa
  3313861 atcagcgcct tcactcttga taaactcttc tttgctttgt ttcatcactt tttcccctct
  3313921 cacctcagta ttactaccca tcatacccag agataggaaa aaagtgcttg tacacaaaaa
  3313981 taaactcggt gctctctgca ccgagtttat ttaataaaag tcgcatcata cttatcactt
  3314041 tgcaacactt ggaaatgtaa gtttgctaaa tgtttccgta tttctgcact gtcatcttca
  3314101 tttaaattat ttgctaagaa cactatttct gtacagttcc cgcgtttgtc catcgcataa
  3314161 actgcttttg taactgtcca tggcgtatag ccattttttt gccctgcatg tctaaatgtt
  3314221 ttacggtatt tcttagcgct catatctgtt tcaacgatat tggcccatac tttttcttct
  3314281 gcttctgtca ggccgccttt atgattcgcc ttttgaagta gtaccatata atcgtttgca
  3314341 gaagcagctg gcaatcgatc tgaccaaatt ttatcgtaac gttcctctaa ataaagagga
  3314401 atttccttct gtaataatgg tcccttcttt tttaaacgct catgaataat catcgcatat
  3314461 tcacgatatt gctcttgaga catttctttt aaccttttct ctattttata tttcggaaca
  3314521 tgtaattctt tatgcaaata tccagggatg tataaagatg aaacgattgg aaatattggt
  3314581 tgatgtgcag gaagcgataa actttgtaaa ttccgattaa tattatctaa tcctaacact
  3314641 tccattaagt actcagcatt tgcattcgag ctaaacctaa ccattcctct tgcaacttct
  3314701 tctaaagaaa ccgctccttc agttatcttg cctttcttct ccaaatagct ttgccatcta
  3314761 tcttgcgctc caccatctgt attcggcaca taataacgat tcacatcatt aatcgaaacg
  3314821 aaacgagacg aatcaatttt cccttctgta acttgtttcg tatattcaag cgctacaatt
  3314881 aatttcatcg tactagcaac tggcaataca acattcgggt ttacagaata aacaacttta
  3314941 tcatttctct ttactagaag tgcactattt ttttcatctt tatgttcttc aataaaggat
  3315001 gcgatatact gcgcatcatc attatttgaa ctccaaactt ttttcactaa aaaattaccc
  3315061 gatattagca aaacgaaaat acccacaatc actgcgcata ctatagtttt tttcaagtaa
  3315121 aattcctctc ctattgtgta actctttctc tctatcttaa aaaaacaaaa taatggagat
  3315181 ggttatttga ataaccatct ccattatttt aacttgtata ctcccattat gtctacgtca
  3315241 tgattttcac aaaatcctca aggaattttt tataatgtaa tgaccaacca attcgtaccc
  3315301 aattttttaa ggcttttgca tcaggttgag gacggaaatc tgcaatactt tctccttttg
  3315361 caatccccac tgtatctaca tctacacgac gatacacata atccagtatt gaaggattcg
  3315421 ccgcgaccat cattgtaaca acgtcatgta ctggacttcc tgttattttc ggatttaact
  3315481 ttctataagc tttataataa tacgtaaaaa tcggttcaat taatttatta aaactcgttt
  3315541 tagaatgttt cgtaatgtac tttaccatct ctggcgtgat tatagcttca gatgtaacat
  3315601 tcagcggcac caacgtcaca ttcttggcat tttgcatgac taattgtgat gcaatagggt
  3315661 caccatgaaa attcgcttct gcgactggtg taacatttcc aggcattaaa aaagcaccgc
  3315721 ccattatata atattctttc acatacttca tcaatggttt ttctaaaata aatgctgttg
  3315781 caagtgtcgt tgacctccca gcatcaacta taattaattc tcctttatat ttttcaagaa
  3315841 tgtcaaaaaa ctcacaaaaa ggccttatat ttggagaaag atttttcggc ggtcgaattg
  3315901 gtcctaagcc ttccgcccca tgaatttctg gataatacgt tgtaatatct ccagataaag
  3315961 ggattttcgc accattaata ataggtatat cttcccgtcc tgccagttgc aataaatatg
  3316021 ccgcattact tgtcgccttt tcttgcgtta catttccata tccagttact acaccaacaa
  3316081 tatcaatatc aggatgcaac aatccataca taattgctaa agagtcatca attcctgggt
  3316141 ctcctaaaaa taatactttt ttcatcgccc tcaactccat cccctcaatt gttattaatt
  3316201 tatgaatatt cacaggatta cagaataaaa agaacaaatt tatacgaaaa aacgcagtcc
  3316261 tgtaaggact acgtttttca tctaacctat actgtttttc ttcacagcaa ccatgcttcc
  3316321 taagatataa gcgataaacg caaaacaaat cgggaagaca actgtatgta taccgaacgg
  3316381 atttggatag aaaagatgaa tgcacatata tgagcttact ccaactaaaa tggaggcaag
  3316441 cgctcctgtt gcatttcctt tcctccaata taaccctaat acaatcggcc aaatgaatgc
  3316501 tgcttctaat ccaccgaaag aaaataaatt taaccatatt aaaaaatctg gtggtttaat
  3316561 tgctgctgca taaacgagca atcctacgat agcagtaatc cataaacttc cttttctaat
  3316621 cgtactgtct gccgcatctt tatttatgta atttacgtat atatctttaa tgattgatga
  3316681 acttacaagt aataatagcg agtttactgt agacataatt gccgccatcg gtgcagctaa
  3316741 gaaaactcca gctaaccaag gaggtaacac ttccattgcg agtagcggca ttactttgtc
  3316801 tggtaccgct atacccggaa gtacgactcg tgcaaataca cccgttaaat gcataccaat
  3316861 cataattgta ccgacaacaa tcgtcccaat tattaacgct tgatgcatcg cttttgaatt
  3316921 tttataagac atggcgcgca cactaatttg cggtaaaccg acaacgccaa ttccaattaa
  3316981 aatccaaaat gatgtcacat atgatttggt taaactacca tccgctccaa atggtgtaat
  3317041 taaattcgga ttgatttgaa caagttcctg cataatcttt tcaattccac caccggcaat
  3317101 gacagtagca attaaaatga ttgtcgttcc aactaacata atgataccta ataacgtatc
  3317161 tgataaagca actgcacgaa atccaccaat taatacgtac acaagtacag aaaaagtaaa
  3317221 taaaaataat gctgttgtat aagagagacc cgttagtgac tcaattaatc gaccaccgcc
  3317281 gacccactga gctactgttg ctgaaaataa aaagataata atacataccg cagaaagtat
  3317341 aacaactgct ttattattgt atcttccctt taaataatca ataagagtaa tagcttccat
  3317401 cttcctagcg ataattgcaa actttttacc gataaccgtt aaaacgatat atcctgttac
  3317461 aacttgaatc gcagacaaca atacccatcc aagccccata ttgtaagcaa taccaggacc
  3317521 accaataaag ctactagcac taccgtatgt agcaatcatt gtcatcgcta ataataaacc
  3317581 accaagctca cgcccaccta aaaaatattc ttgtaaaaat ttattaggtg cggttgcttg
  3317641 tacacgtctt gaagcatata caccaattaa aaatacaacg ataaacgaaa ttatcattgg
  3317701 aatgattaca taccaattca tctattattc ctcacttttt tcttcctcat cgagtgaaat
  3317761 atcttgaaat ataaaacgaa caactaaact aagtaaaata accataacga taaatccaac
  3317821 gatacagcta taaaaaaacc atgctggaaa accgaataca tatgtatatt cacttggatt
  3317881 tttactacca agcccataag caaatccgta ccatattata aaattaataa ttgcaagtcc
  3317941 aagaccaatt aacgcttctc tatgggcgat tcgaaagcgt ggatcatcat gataattctt
  3318001 catttttctc cctcctctca cgatgtatta ttgtaccact gttcctctag tttttcctac
  3318061 tagaaagcaa aaacaagcag gattttttat aattatatag aagattctct tacattacat
  3318121 attttttaca attgtaacac aaatgaaatt tgaattttca gtatttgtta attatgattt
  3318181 aaattagagg ctttccatct agttcctaca tccttgattt cggaataaac gctgtctcgt
  3318241 actgcgttta cattatattt tcaagggggt tatacaatga gtcaactagc tgtaaatctt
  3318301 catgaaaagg tagaaaagtt tcttcaaggt acgaaaaagt tatatgtgaa tggatcattc
  3318361 attgaaagcg cttccggtaa gacgtttaat acacctaatc cagcaactgg cgaaacactt
  3318421 gccgtcgttt ctgaagccgg tcgcgaagat attcataaag ctgtagttgc agctcgcatg
  3318481 gcttttgacg aaggtccttg gtctcgcatg agcactgcgg agcgaagccg tcttatgtac
  3318541 aagttagctg atttaatgga agaacataaa gaagagcttg cacagctcga gacgttagat
  3318601 aacggaaagc caatccgtga aacaatggca gcagacatac cacttgcaat tgagcacatg
  3318661 cgctattatg ctggctgggc gacgaaaatc gttggtcaaa caatccctgt ttccggtgat
  3318721 ttctttaact atacacgcca tgaagctgtt ggtgtcgttg gtcaaattat cccttggaac
  3318781 ttcccgcttc ttatggccat gtggaaaatg ggagcagcgc ttgctacagg atgtacaatc
  3318841 gttttaaaac ctgcagaaca aactccacta tctgctctat acttagctga attaattgaa
  3318901 gaagctggat tcccgaaagg cgttattaat atcgttcctg gattcggtga atcagctgga
  3318961 caagctctcg ttaatcatcc actcgttgat aaaattgcat ttaccggttc tactccagtc
  3319021 ggtaaacaaa ttatgcgaca agcatctgaa tccttgaaac gtgttacttt agagcttggt
  3319081 ggtaaatcac cgaacattat tttaccagac gctgatttat ctcgcgcaat tcctggtgca
  3319141 ctttctggtg ttatgtttaa ccaagggcaa gtatgctctg ctggatcacg cctatttgtt
  3319201 ccgaagaaaa tgtatgataa tgtcatggct gatctcgtcc tctattctaa aaaactaaat
  3319261 caaggtgtcg gtcttgaccc tgaaacgaca attggtcctc tcgtttccga agaacaacaa
  3319321 aaacgtgtaa tgggctacat tgaaaaaggg attgaagaag gcgctgaagt actttgcgga
  3319381 ggaaataatc cattcgatca aggctacttc atttctccta cagtattcgc tgacgtaaat
  3319441 gacgaaatga caatcgcaaa agaagaaatt ttcggtccag ttatttctgc aatacctttt
  3319501 aacgatattg atgaagtaat tgaacgagca aataaatcac aattcggctt agcggctggt
  3319561 gtgtggacag aaaatgttaa aacagcacac tatgttgcaa gtaaagtacg tgcaggtaca
  3319621 gtatgggtta actgttacaa cgtctttgat gcagcatctc catttggagg atttaaacaa
  3319681 tctggtctcg gccgtgaaat gggatcttac gcattaaata actatacaga agtgaagagc
  3319741 gtttggctta acttaaatta acaaaaaaga acctgaccta tccggccagg ttcttttcat
  3319801 tatgtattca tttaaacttg cagtcctccg ctcacattta atacttctcc tgtaatatag
  3319861 gatgcatatt ctgatgctaa aaaggcagct gcgttcgcaa tatcttctgg cgttccaatt
  3319921 ctaccaactg gaatcgcgcc gaccatcttt tctttcactt tatctggtat cgtttttgtc
  3319981 gtatctgtat ccataaatcc tgggcaaatt gcattacacg taataccgaa acttccaact
  3320041 tctttcgctg ccgttttcgt taaaccgaca actccagctt tcgttgcagc ataatttgcc
  3320101 tgcccaatat tcccctctct acttatagaa gaaatattaa taattcttcc atatccttgt
  3320161 tgtctcatat aaagaagtgc tggttgcatg caataaaaaa caccggttaa gtttacttgc
  3320221 agtacttgtt cccaagaaga cttctccatt ttatgtaaca tggcatctct tgtaattcca
  3320281 gcgttattca ccaaaatatg taatgtaccg aatttttgaa ccgcatattc aattaacgac
  3320341 ttcgcttcat tttgattact cacatcacat cgatataagc tcacttcata tccttcatcc
  3320401 aataactcac gtgtcgtttt ttgtaacttc tcttcattta catcgctaat taatactttc
  3320461 gcccctagtt ttgcatacac ccttgcaatc tcttttccaa ttccctgtgc agctcctgtt
  3320521 acaacagctg ttttcccgtt taaaaactcc atccctatcc cccatttcta ttacttatac
  3320581 tgtatatttc ggctttttcc tttccaattc ctctttgcat aaaaaagtct atttgtgtca
  3320641 aactaacttt gcaacgtcgc ataaagtgca aggagattgt gtcgaatgaa caaaaaaatt
  3320701 tcaaacaaaa caaagctact gatggcattg atgtagagtt ctctcgtgaa cttgctgacc
  3320761 acaatgactt agaagcaaac gcacgtgcaa atgccgctga tgcacgtcaa aaacgccagt
  3320821 caacagaaaa ataaggaagc acaaccttat tcttttcaac agggacctac tacccaacaa
  3320881 aataaaccga gagatatctc tcggtttatt ttctatattt ttttatataa tgtgccaaag
  3320941 taagtagtgg atatatatgg gcatagctat gatacctaat ataaaacgca cctggtaaac
  3321001 ctgttccagt aggatatctt tcattcacat aaggattcga aagcaaatat gaaacacctt
  3321061 ttcgaatagc tggcgtttct gtatcatagt aagaaatgag agcatctaac gcccatgcag
  3321121 tttgggatgg tgtactaaat ggtaaagtaa cgaacctttt ctccacacta ctgtggcatg
  3321181 attctcccca accaccatct tcatgctgta tatgttcaag ccatgaagct gctcgtgtca
  3321241 atgaaggatt gctagacgga attccgagtg accgtaaacc agtcataaca gcccacgtac
  3321301 catatagata acaaatcccc catttcccat accatgatcc attttcctct tgtacattca
  3321361 ttaaccaatt tattgccctt tgtatctgtt tctcaggcaa ttcgttttgt gcatacgtcc
  3321421 cgaaaaactc taacactctc cccgtaatat ctggcgtaga aggatctgta atcatatcac
  3321481 ttgcgttttc gattggtaat tttgctaata atttgctcgt cacacctttt tcaaatgctc
  3321541 cccagccacc atcattattt tgtaatcctt taatccaatt gccccctttc ttccaagcat
  3321601 tatctatatt tttgtttcct ctacttcgtg ccaatgccct tagcacagct gttgtatcat
  3321661 ctatatctgg aattgtcgta ttcacatccg aaaaacccca accgccagga gtaagcgccg
  3321721 gagcatgtac gctccaatca gctttttttg tatgctgttt ttttaataaa tacgctgttg
  3321781 cattttgaat catcttatta tcctttgaaa cttgagcctc ttgtaacgca tagcttaata
  3321841 aagctgtatc ccacacggtt gaaggagagt tttgcaaatg attccctctt tccatcttcc
  3321901 atatataaga tgttatccca gctatagcct tttgaatcat tgatgattga agagaatgcc
  3321961 ctaacgcaag taaagcataa atcatataaa acgaggcagt tgcgtaacta tataacgttc
  3322021 cattttcatc aatacgctct ttcataaaac gttctatttc ctcatatcct ttatgatgta
  3322081 acgaaagtgg atacgatata atttgtttta catcacttaa taacgtttga aaaactggag
  3322141 accgatcctc ccgaaaccat tctccgcctc cgcccgcaat gtgatttaaa tttggtaata
  3322201 actttttccc tactcgaaat cttttattta aacatagcat catcggaatt aaatgaatac
  3322261 gtgctgagct acttaattca aatatactaa agggggaatc attctgtaaa aacatgattg
  3322321 gtgttggtaa atgaaagagt gaaggatatt catattctcc atgaattgct aataaaaact
  3322381 tcgtcataaa atgagcacgc gccacaccac cgcgttcctg aataaaattt tctgctcgtt
  3322441 tcatattcgc atcttctttt gtatattttt tcgatgcaag taaggcggca taagattgaa
  3322501 ttgtagctga taaattacct cctacttcat cttcgtgcaa tttccatgtt ccttcatttg
  3322561 tttggagtga tgctactctt tctacgaacg gttctatctc tttatctcta cctaataatt
  3322621 ttaataaaaa aatcatatgg caatctgtta atggagctcc ttcaaaacaa aatcgccacg
  3322681 taccatcttg ccattgcatt gtttgaagtg ctgttgctct tctcactatt tcttcatgcg
  3322741 ctttttcgta taataacaag ttactcaccc accctttcga aatccgtata acgatattca
  3322801 agaaggtagc tgaatatgta tgaatacaaa gaaaagcaga acatataaaa tgttctgctc
  3322861 ataaacaata ccctactccg acaataatcc ctaataaagc accaactact acttcatacg
  3322921 gtgtatgtcc gacaagttca tttaacttct tatattctgt ttgtctaccg tgaaaaaact
  3322981 cattcaatat tttcgcttgt ttacttactg caagccttac tcctgaagcg tcatacataa
  3323041 ctataatggc aaaaatagca gcaattgcaa ataaagtact ttccacacct tccacaacgc
  3323101 caacacctgt cgccagtgct gtaacagttg aagcatgaga acttggcatc ccacctgaag
  3323161 cgaaaaactt tgcaaaatca aattcacccg ttttgactaa tttaaaaatc actttcgtaa
  3323221 actgtgctaa aaaccatgaa attacagcgg ccataagcgg atcgttatgt aaaattgttt
  3323281 ccacgttctc agctccctac tagctataat ggaaatcctt tatagtatca gtataaagaa
  3323341 aaatgcgtag aaaatactac gcattatgat acttttgctg atttattttt tataaatttc
  3323401 ggttgttttt gcactaagaa ctttgttttc gctaccgaga atacaaataa tgcaacccat
  3323461 atacagaaaa atgcaatcat atgagtagat gtgaaatgtt caccaaatac gaacacacct
  3323521 aaaattaaac taatcgttgg tgcaatatat tgtaaaaaac ctaccatata aagcggaata
  3323581 agttgtgctc cttttgcaaa ataaaaaagt ggtagagctg taacaatgcc cgctcctatt
  3323641 aatagtaatg tcgatgacat tgagatagag ccaaatgagc cgaaaccatg tactcctgtc
  3323701 attactaaat aaataatcgc aaacggcgtt actaacatcg tttccatcgt aagtccaatt
  3323761 gtcgcatcat agtttaacaa ttttttcgtt aatccatata atccaaatga aagagcaagt
  3323821 gataaagaaa cccatggaat agccccgaaa cgtactgtta aaatgataac tcctactcca
  3323881 gctaaaccaa ctgcaacgta ttgccaaaag tttaactttt cctttaaaac gactgtacca
  3323941 agtaaaatac taataagcgg attaatataa tagccaagac ttgcttcaat gacatgatta
  3324001 tgattaacgg cccatatgta gacaaaccag tttccgctaa tcaagactga agctattgtt
  3324061 aatgacatta ataatttagg tcgtttaaaa agattcacga actccccaat aaactgacga
  3324121 aatctcttcg taacacctaa tacgattaac ataaacacga acgcccaaac gatgcggtgt
  3324181 gctaatattt catctgctgg aacttcctca acccatttcc aatagattgg taggattccc
  3324241 cacatcgtat acgcaccagc cgcatatatg atcccttttt tctgctgtgc tgattgactc
  3324301 cccatcttcc ttttctcctc ttctcgtttt tctccattat acggtcccac gtgctcactt
  3324361 taccaataat caatctgcaa ttctttcgac atttctcata cagcaaaaag taaacatatt
  3324421 gtgataacga caagtaacgg tataccgaaa acaaatttct ttttatgagt tttatggtga
  3324481 aacgtataca taccgatcca agcaccaact gcgcccccag ctgccgctga taaaaacaac
  3324541 gtactttctg gcgttctcca ctgtttcttc ttcgctttcc gtttatcaag ccccataagg
  3324601 ctaaaagcta taacgttaat aagaataaaa taaatccatt tcatcgcttt ctctccctat
  3324661 gaaaaattcg cttaatcgta acatgaaaaa acgatggaaa caactgaaga acacttttta
  3324721 tcaaactagt ttaattcatt acttgcatat ttatataacc aattaaaatc gcagttatag
  3324781 caattaaata gaaaaatgtt atgagcaaaa tcttatactt catttccttt acccacaacc
  3324841 atatcatcga aaaaacttct ctcaatcact ttttcatcaa agtgaagaac tacaattagc
  3324901 cctacataca aagaaacgaa atttaaaaac cattccccat tatcatcctt attagctaaa
  3324961 catttaaata tctcttgaaa ttgcatacgc tcgtctatag caacaaccgg tcgcacacca
  3325021 aaatatttca atacgaaatg taaatcaagc tgcacggata aggataaaat atattttaat
  3325081 agctccgtat agtgagcaac atttttttga ctatataact ttacgagctt ttgatgtaaa
  3325141 tgagcaatcg ataattcttc atcagtcatt tttgttgctt ctatcgtttc aatcatcttc
  3325201 ttcatattca ttacatttac ccctcctgtt acaaaacaaa agccaaagcg tatttatttt
  3325261 ataatcagca ataatttagt atttctcgtc tctctttctt cttcattaac taagtcatac
  3325321 ttttttagaa gatgaaagac atcatttaat atttcctgtg gatgattacc ttgcaaaaat
  3325381 ccctttacct ctttaaaaat cacttccggt aaaaaactct tttgactttc aagcttactc
  3325441 attacatctt caatagaatg atcgatatta caccccataa taaaattcct cctctatcct
  3325501 ttataaataa tatcttccgc taacgatgta aacacttctc caacaagaga atcttcatca
  3325561 tatacagatg aaccgttatt ttcttcacgt tttgcaaagg gtacttgtgc gattacttct
  3325621 gtttgcaatt gttctgcaag catttcgccg ccaccttttc cgaagaggta atttttcgat
  3325681 ccatcttgtt cttcaaaata cgccatattt tccacaatac ctaaaatctc gtgtttcgta
  3325741 tgttttgcca ttacacctac tctagatgct acgaatgaag ctacattgtg cggagttgta
  3325801 acgataattt ctttcgcttg cggaatcatt gctgcaacat caatggcaac atctcctgta
  3325861 ccaggtggta aatcaagaag taaataatct aattctcccc agtgcgtatt cgcaaggaaa
  3325921 ttttgaatcc atttatttaa catcggtccg cgccacataa ccggattatt tccttctgta
  3325981 aaaaatccca tagacataat tttaacaccg tgactaacga ctggaattgc cgtttgatca
  3326041 atcatcgttg gtttttgatt cgtttccatc atagctggaa tgctaaaacc atatatatct
  3326101 gcatctaata tccccacttt tttgcccata cgagctaaag ccgttgcaag attaattgtc
  3326161 acagttgatt ttccgactcc accttttccg ctcgttacag taagaaattg tacccctgaa
  3326221 tcaggacgga gcatgttcgg cataccagtt tctgttctag tatttttctt taacttctct
  3326281 gttaagtctg cacgttcttc ttttgtcata gaaccgaatg ttaaatctac tttagatgca
  3326341 ccaattgcgt aaagtgattc ttcaatatct tgttgaattt ttgcttttaa cggacaacct
  3326401 tgaatcgtta gcactacttc aagtttaacc tctgttccat tcatttgtat atttctaacc
  3326461 atgtttaact ctacaatact tttgtgtaat tctggatcct ctacatgttt taacgcattc
  3326521 attatttgtt cttgagtaag catagaactc atcccttctc atattcgaat ttatatatag
  3326581 catcttctta tcgtttcaag aaactcttat tatcccccac taacaggcgg gatgaatgcg
  3326641 acaatatctc cagcttgtat catctcttca ttcgttacaa actcttcatt aacagctacg
  3326701 atcactctat caagcgattg taaacaatag tttgctttga gccagccttt taattgctgc
  3326761 acagtcattt cttgtttttc ggaaattact aatcgatcta atccgacttc ctcacgcaaa
  3326821 tttgcaaata gtaaaattgt aatcattttc tcattcttcc ttcttcggtt ttccatctgg
  3326881 ataaggtgta ttttcgagct gatctccaat ccacatcgtt ccatcttccc aaaattcttt
  3326941 tttccatatt gggacgattc gctttatacg ttcaattgcg tattcattcg cttcataagc
  3327001 tactttacga tgcggtgatg aaactgcaat gactaccgca atatccatta tttctagccg
  3327061 tcctactcgg tgcgtaattg ctacttttgc gtccggccac ttttcattta tttcttcccc
  3327121 aattctcgta agttgtttta ctgccatcgg tttatatgct tcatactcta aatgcagcgt
  3327181 tcgttttcct tttgttaatt ctctcactgt accaataaaa gttgtaattg cacctgcttc
  3327241 tcttcttgca accttattcg ttacttcttc aactacaatc ggtatatcta caatttcaaa
  3327301 tagcacttgt cccattagaa tcacctctca ctttataaaa tgtccaaggc cattcactac
  3327361 cttcgttatc ttccaacaag agcacatcta cgaacatatc ttttttataa cctctcgtac
  3327421 cacctggaag tacaataaat atatttgtct ccgctagaga ggaaactgag ctagatttat
  3327481 caaaccctga cggataagcg attaactgcc cttcgttata tgttagtttt cctcgtacaa
  3327541 accttgtaaa tggatttggc tttaaaaagt cttctcctaa taacgctttt tctcttttta
  3327601 catgtgcttt ttcactaaac atatacgtcc gaatacaagg tcttacaaac aattcaaacc
  3327661 ctacgtaaca agcagatgga tttcctgata aaccaaataa taactttcca tttaattgcg
  3327721 ctacagtcgt tacacttcct ggccgcattg caactttatt gaaaagaact gatgcaccta
  3327781 atttttcata tatagctggc aaataatcgt aatcccctac tgatacacca cctgttgtaa
  3327841 tgagcatatc tacttggctt aatgcttctt ttacagccgt aaaacacgta tgaaaatcat
  3327901 cgctaaactt cccaaaatat tttactcttc cgcctgctct tcggatttga gacaatatca
  3327961 tatacgtatt actatttcgg attttccctg gctgtaatga atcgtttaca tccagtaatt
  3328021 cactgccagt cgctaatagt ccaactacag gctttctcgc aactggcacc tcgctatacc
  3328081 cgaatgtagc aagaagagct gaaatacctg gattaatgta tgttcctttc tttgcaagaa
  3328141 ccgttccttt acgagcatct tcaccttgaa aagaaatatt atcgcccgct ttgaatgacc
  3328201 gcttcaattc catatactta ctgccagcct cctcatattg acgagtcagc tctagcataa
  3328261 caactgcatc acatccattc ggaatttgcg ctcccgtcat aattcgaact gcttgaaacg
  3328321 gacctacttt ctcatcgaat agcgatcctg caccaatttc acccactact tcaaatacaa
  3328381 ttggcgtttc ataacttgct acattcgtat cttctgctct aatagcaaat ccgtcatacg
  3328441 gggaacgatt gaatgaaggt acgtcatagt cagctactaa atcctccgct aatacacgtc
  3328501 cataagctaa ttcaataggt agtagctcct ttaaaccctc attagcaaat tccattactt
  3328561 tacgaacagc ttcttcaacc gtaattggca ctcttctttc cattattgac aaccctttct
  3328621 attaaccgaa tacgcgataa tataactgtt tcgcttttga aatatcattt gtaccatgaa
  3328681 tgaaaacacg accatctcga aaaataacga cgcggtactc atctagttgg caagatagta
  3328741 aatacggatt ccgatctact tcccccagtt tttttaatac tttttctata tcatcaaaat
  3328801 tgtactgtct actttctacc gttctaattt gaactgtatt tcttccgcac aaaacggcta
  3328861 ccttcgtttg attttcgtat gataaataag gataagttcg attcaaaccg cacgaagggc
  3328921 aatcgtctgt cttgattttt cctagtttta taaaatggtt ttgattactc catatatcaa
  3328981 acataaaaaa tgtttttcta attgctgcaa aatcttctac taaaattttt agtgcttccg
  3329041 ccacttgata tgctgcaacg atttgaacag tcggactaat aattccagct gtatcacacg
  3329101 tcacacctgt aactggaacg ttcttcagca cacaatgtaa acacggtgtc tcttgcggaa
  3329161 taattgtata actcataccg tacgagccaa cgcaagaacc atatacccac gggatattat
  3329221 atttttgtga taaatcattt attataaatc ggatatcgaa attatctgtt gcatcaatta
  3329281 ttacatcaac attttctaat agtccttcca agttttctgc acatgcatcc attacgaaag
  3329341 catctatttg tacttccgaa ttaagttttt ctagccgatt tttagcagcg attgcttttg
  3329401 gcaatttctc tctcgcatct tcttcagagt acagttgttg tctttgtaaa ttactccatt
  3329461 caacataatc acgatcaata atcgtcaact tcccaatgcc tgcacgtacg aaactttcag
  3329521 cacttgcact tcctaatgcg cctgccccta caattaacac atgtttattt cgaatctttt
  3329581 cttgtcctct atccccaatc ggtttgaaca actgttgtcg tgaataccgc tcagccatta
  3329641 catacccttc ctctcacgaa ctctatttca tattagaatg ctgtttttga taacaagcat
  3329701 agtaagcaaa tccaacaaat ccagctcctc caattacatt cccgataaaa acaggaacaa
  3329761 aatttctagc aagatccatc cacgtcagat gccctgcaaa aatgactgct gagatgacga
  3329821 acatatttgc tactacttgc tgaaatccaa tcactacaaa tgccattatt ggaatccaaa
  3329881 ttccgattat ttttccgaca aaatcactcg tcccataagc gagccaaagc gccaaacaaa
  3329941 cgagccaatt acacccaatt gctaaaatta aagttcttcc aaatgattcg tgtaacttgc
  3330001 cttccgctat cgctactgtt ttatttaaat aatccccttc tgttaatccg ccaagatgcc
  3330061 cgaaacaata cgctacgaaa atagctccta caaaattcat gaaagtaatc caaatccagt
  3330121 tattcagcac acttacgaat gtaattttct ttgcataaag cgccatagac attgacatca
  3330181 tatttccggt aattaattct cctcctgcca atacgacgag catgagtcca acaggaaaaa
  3330241 ccgctcctcc taaaacattt actaaactcc cccagcgctc aggtaaatta cctaaaacgc
  3330301 gaatgttaag taaaaaaccg agcgaaataa atgctcctcc taaaaaaccg agaataagca
  3330361 ttgctggcaa ggtctgactt actttttgaa caccggcctc aatgacaagc tcagcaattt
  3330421 gttccggttt atgaaatgac attaccaatt cctccatttt ctccaaataa aaaagcagct
  3330481 tcaaaaaacc tcttcaaaat aaaggttttt gaatgctgct taatttctct gcacatcttt
  3330541 tacagagaga tcaatcatca cttttactat aaaatagaaa atctacaatt cttgtacacc
  3330601 ttccattttt cacttttatg tcaactttat attaaccacc gatatgtgac atttcaattt
  3330661 taggcatagc ttttttatta ctattactta accgttcatc tgaataacga tcttctcggt
  3330721 tgttccatat gtcgcgtacg acatctgtta tttcctcgtc agtgtagtca gatcgaagca
  3330781 gttctctcaa gtcatttcct ttagaagcga ataaacaagt atataatttt ccttctgcag
  3330841 aaatacgagc tctcgtacat gaagagcaga aagaatctgt tactgatgaa ataacaccta
  3330901 tttcttcatc acttccaata taactatagc gagtcgcaac ctcacctgca taattcgctt
  3330961 ctatccgttc taatggcata acttgatgaa tcatatctac tatttcttgt ttagatacga
  3331021 cctcttttaa ctcccaacca ttataatttc caacgtccat atactcaata aaacgaagaa
  3331081 tatgtttgtt ttccttaaag tattgtgcca tctgcaagat gtcctgttcg tttttcccct
  3331141 tttgaacgac catgtttatt ttaattttca ttccaacttc agctgcagct tgtatgcctt
  3331201 ccagaaccct ttgtactttg cttctattac catttaaata gaaaaaccgc tcttcttcta
  3331261 aggaatctaa actaactgtc acacgtgata aacccgcctt atataaatca ggagcaaact
  3331321 ttttaagtaa cgatccattg gttgttaagc caatatcctc tacaccatct actttattaa
  3331381 gacgctcaat aagctgtgga agacctcttc gaagtaacgg ttctccgcct gtaatccgta
  3331441 attttctaac acctaaagaa acgaaaatac gcgttatcct ttcaatttca tcaaaagata
  3331501 aaattttatc attagacaaa aacgagtaat ccggaccaaa tatttcttct ggcatacaat
  3331561 atcgacagcg aaaattacag cgatcagtaa ctgaaatacg taaatccttt aacggacgtt
  3331621 gtagtttgtc taatgtgaca gatttcatat ttattgcctc gcttttactt attttatatt
  3331681 taaaacacgc tctgggtgcg tatatacatt taaggattga ttccgaataa atcctatcgt
  3331741 agtaatacct aattcttctg ctagctgcaa agctaactca gttggagctg attttgacaa
  3331801 tataatttca caaccaattt ttgcaacttt caataatatt tccgaagaaa tacgaccgct
  3331861 aaaaacaatg attttatctc ctatagaaat attatttttt aagcaataac cataaatttt
  3331921 atctaacgca ttatgccttc cgatatccat tctacttaaa ataataccat tcacatcaca
  3331981 taaagacgca ttatgaacgc cccctgtatg acgaaatgtc tccgcagatt gctgcatttc
  3332041 tttcattaat cgaaaacagt cttctgcagt aacttgtaca tgcacgccat tcattttctt
  3332101 tgcgcttagt gcatcatttg caaagacaaa tccttgtcta ctcataccac agcatgaagt
  3332161 aatgtaacgt ttattttgca tttgttcgta atacggattt acttttgccg tcgtgacatg
  3332221 tacaaatcct tctttctctt gtacccatat gtcatcaata tcttcatact tccgaatgat
  3332281 tccttcagat gctaagaagc ctattaccat atcttctata tattctggag tactaaccat
  3332341 tgtaacaaac tcctgtccgt tcattttaat cgtgactgga aactctgtta caatgctgtc
  3332401 ctctatatgt ttaaacgccc cttgttcata acgaaagatt tctctttcta cctgtatcgg
  3332461 tttcacgatc agtatccttc tctcacgtta tatttttatc aaaaacaaat accgaaactg
  3332521 caatatcttc ttctactttc atatctgaaa acaaattcac taatttcgct ccaacaagtt
  3332581 cctccaaatg ttcacgggaa tttgcagcat acacttcttg aatcattttc gttctagcca
  3332641 tatgaaccat ttccgcaccg tccatcgtac ttgaaatgaa tttttcagta ggtgttaagt
  3332701 ttccataaag ggtcgcaatc gccatatttt ctgcaaaaac agtatgaatg cgttctggtc
  3332761 cttttccgaa aagttccttt cgaagttttc gtatcatatc attaaattca tgtacttttt
  3332821 ttgacatacc attatacctc ccacaaacct cattttactt tattatatat tttaccaaaa
  3332881 tgagccttcc gcccaaacta tttcgtacaa acattcgggc gaaaaggttc gcttcatgaa
  3332941 gtttattctt cttttaatcc ttttcccata ccttttaaga aatgaagccc aaacccgata
  3333001 gcacggttaa tatctgggtc tttcaatact ttcataagat cgaatacccc tactttttta
  3333061 ttactctcta aatgttcatt acctttttct agccctacta ataagctacc tataagcttt
  3333121 ttcgtaagct ccggatcaag ttctgttaaa gcacccgcag cccccatcat attattaatt
  3333181 aaatttgtaa caggctcacg agtcacttgg ccaagaacaa tctttgcgat tggttctttc
  3333241 gcctttagca tagaatttgc tgcttctagc atgccaatat cattcaattc ccctactata
  3333301 ttaaacattt gatttagagc gtcttcatta ttagctagaa gctcttttac atcatctaat
  3333361 ttttgctgtt ttacttcttc ctcagttaat tcttgttttt gaatcatttt tataggtgca
  3333421 gccatatttt ttcctcctac ttatccgtta aatgcacata ccctggacgt gcccacttac
  3333481 gatgtacctc aataccggat tgaggatgac gttttttatt acgcgggttc gcttttggca
  3333541 tcggattttc gccatcaact tctagtactt ccatacgtac tttcgtctgt ttataagcag
  3333601 gtgtgttcgt acgcgtatca accgcaggac ctgttaagaa attaatcgct gtttcattat
  3333661 ctgtagaatt catcggtaaa tataactcat ttgcttttac acggtctgtt acaagtacac
  3333721 gtaattttaa cgctccaaac ggagaaacaa gacggactaa tgaaccagtt ttcactccac
  3333781 gttcttttgc aagtgctgga gaaacttcaa cgaaaacgcc aggcactttc gtttgaatac
  3333841 ctgttgattt atttgtcata ttcccttcat ggaaatgctc aagcatacga ccgttattaa
  3333901 tgtgaagatc aaactccgct gggaattcag ctgggcgtac ccagtcagca atcgcaaaac
  3333961 gagctttttt atctgggaag ttaaatccat cttggaaaag gagcggtgta ttcgttccat
  3334021 caaaacttcc ccaatggaaa ctattccatc cttcaagcac ttcatagttt gcttgtgaga
  3334081 atagtggtga taaacttgcc atttcagcaa aaatttcact tggatgacta taattccagt
  3334141 ttgcacctaa tttattcgca atcgcctgca caatccacca gtctggtttc gcatctccca
  3334201 gcgtaggaag cacttgatac agtctttgaa cacgacgctc tgtatttgtg aacgtacctt
  3334261 ctttctcaag agacggcgct gctggtaata caacatctgc atattgagcc gttttagata
  3334321 agaaaacatc ttgcacaacg aagaaatcaa ggctcgataa cacctcatgt acatggttcg
  3334381 cattcgagtc tacaagagcc atatcctctc cgacaagata catagctttc atttcccctt
  3334441 cgtcaattgc gtgcagcatt tcaatattat taagacctgg ttcactatta attttcactc
  3334501 cataagccat ttcaaatttc gcacgttcca tatcattcgt aacgtgctga tatcctggga
  3334561 gccatcctgg taaagtaccc atatcacaag caccttgtac gttattatga cctcgaagcg
  3334621 gatatgcacc agcacctgga cgacgataat tacctgtagc aagaagtaag tttgaaatcg
  3334681 cagcagaagt atcagatcca cctgtatttt gcgttacacc catgccccaa aggatacatg
  3334741 taccatctgc atcacgaatc atttcagcca tttgaataag cgtttctttt gaaataccag
  3334801 tcacttcttc agcatattca agtgtatatt ccgtaagact ctctttgaaa tcttcaaaga
  3334861 agtttacatt ctcatcaata aattgttgat cgtgccagcc ttgatcaatc atatatttcg
  3334921 taactgccat taaccagact tgatctgttc cttgttttgg actaataaag acgtctgaac
  3334981 gctctgccat ttctgtttta cgaagatcag ctacaattaa tttttgtccg tgtaatttat
  3335041 gtgcacgttt aatacgtgta gctaaaacag gatgaccttc tgttggatta caacctacaa
  3335101 taataactag accagattgc gcgatatctt taatcgtccc agcatctccg cccataccaa
  3335161 tcgtacggaa taatccgtct gttgctggcg attgacaata acgtgagcag ttatcaatat
  3335221 tattcgtttc aaatacttgt cgagctaatt tttgaattac ataattgtct tcattcgtaa
  3335281 ttttagaaga agaaataaaa ccgatagcat ctttaccgta ctcttcttta atcgatccta
  3335341 atttatttgc aactacattc aacgcttctt cccatgtaga ttcaacaaac gttccatttt
  3335401 tacgaattaa aggtttcgta attcgttctt tagaatttac gaaatcccag ccaaattttc
  3335461 cttttacaca agtagaaatt gcgttaactg gcgcatcaga agagggctgt actttaagga
  3335521 ttttacgccc tttcgtccac acttcaaatg aacaccctac accacaaaat gtacatactg
  3335581 ttttcgtttt cttcgtacga gtatcacgca tggccgcttc cacttctgat accgcaaaaa
  3335641 taccgctata tccaggctca acttctttaa ttaagtctac catcggttca agaatatctg
  3335701 gttttaatcc cgtcataaat ccagcttcac cgagcatcgt tttctccatt aaagcgttac
  3335761 aaggacaaat cgttacacat tgaccacagc tcacgcatga agaatcatta atacttactc
  3335821 cttcatccca aatcactcgc gggcgttccg cttcccagtc tattgataac gtttcattta
  3335881 cttgtaagtt ttgacatacc tcaacacatt gaccacatgc aatacattgg ttaggatcat
  3335941 aacgataaaa cggatgtgtc atatccactt cacttacatc cactttcggt tcatatggat
  3336001 atttttgatg ttcgatttcc attaattctg ctgtattatg cagcttacag ttcccattat
  3336061 tgttgtcaca tacagtacag tataataaat gattttctaa taaccgatcc atcgcctctg
  3336121 tttgtgcttc tttcgcacga gtagaattac gttcaatgtt cataccttct gtcactactg
  3336181 tcgaacaaga gcgcattaac ttcccgtcaa cttctacaat acaagtgtca catgtttgaa
  3336241 taggatctac ttctggcacg taacaaattt gcggatgttc aatcccgttc tcatttatca
  3336301 cacccaatat cgttgaactg ggctccgctg tatacttttt tccgtcaatt gtaatatgaa
  3336361 ccatgttgtt cttcatggtc tttccccctt tttgagaata aaaaaaactc caccacgaaa
  3336421 atatacgcac cacatttcgg cacgttatca tcatggtgga gtagtttatt agcacatctt
  3336481 gctaaaatac caatccattt attcataaat aaaacgatag attcataaca ggtcatatca
  3336541 cgattccatc tttaacacta taattatagc gttaaagtta aaaatataca atataaaatt
  3336601 taaactacgc atatgtccgt atgtaactat ccataataaa ccatataaaa cataacaagg
  3336661 agtaagcgaa taaatggggc cttttaataa atggatacgt ggtgaaaaat ctttttctgg
  3336721 acaagagcaa gctgatcaca tattaaataa atctatctct tcttcccttt cccttaattt
  3336781 aaagcacttg tccaaattgt ttagtggtat tccagaatta attacacgca cttttccgtt
  3336841 aaaaaacgga aaagaagctg ctcttatata tatggaagga cttgtagata aaactgttat
  3336901 taatgtagat attcttcgtc ccctcttatt taaagaatgg aatgaggacg atttttggga
  3336961 atcttctatt tctatcggaa atattaaaga agttcagaag tggacagaca ttgaacaatc
  3337021 tcttttacat ggaaaaagca ttttatttat aaacgggcaa ctatccgctt tagaactaga
  3337081 tacacaagcg gcaccaaaaa gaagtattga agaacctaca accgagagct cactaaaaag
  3337141 ctcacacgaa ggatttaatg aagtcgcgag cgacagtatc gctcttattc gccgatatat
  3337201 tccaaatcgc gaattaaaag tgaaagcgtt cactgtcggt gagcgggccg cttctaaagt
  3337261 ttttatgctt tatttagcag atgttgcaaa cgaagatgtc atacaagaaa tgtcatgccg
  3337321 catcgaatcc attaaagtgg atgccattct tactaccggt gaattagaag ggtttgttga
  3337381 agacaattct tatactcttt ttccgcaatt atcaataact gaacgccctg acacaacagc
  3337441 acatcatatt ctagatgggc gaattgctgt tgttgtagat cgctcaccag gcgtattaat
  3337501 aggacctatg accttttcat ccttttttca aacgatagat gattacagct tcagaccaat
  3337561 gattccatct tttatacgct tacttcgttt cactggatta tttattgcaa tttttgctcc
  3337621 tgctctttat attgccatga tttcctttca ttatgaagtg attccactta aattattgtt
  3337681 aacgattgga gaatcgcgag ctaaaattcc ttttccccct atattagaag cacttttaat
  3337741 ggaattagta ctggaaatgc tccgcgaagc tgcagttcga cttcctggtc ccgttggaca
  3337801 aacgattggc gtcgtaggag ggatcgtcat tggacaagct gcagttcaag caggaatagt
  3337861 aagtaatgtc atggttatcg tcgtatctat tactgcagtc gcttctttta tcattcctaa
  3337921 cctggaaatg tcagcaggaa ttcgccttct tcgctttccg atgatgataa ttgcctcttt
  3337981 atttggtgtc ataggaatta tggttgggat ggcaatcatt attattcata tactttctat
  3338041 ggaatctctt ggtgttcctt atggtagtcc tttttctccg ttatttgctt cggatttaaa
  3338101 agatattctt gtacgtttac catggaaaat aatgaagaaa cgcccactat ctcttaactt
  3338161 aaaacaagaa aatcgacaaa gtgatataga agaaatggag gaagataagt gacaaagcgt
  3338221 gcaaagaggg agattagttt atttcaatac attttaacga ttagtggtgt tcaagtagga
  3338281 ttcggtgtcc ttacacttcc gcgtgaagtt gcacaaggtg cgaatacaga tggctggatg
  3338341 tctattatta tcggatgcgt tatcactact ttagtcagtt tatgtattgt aaaaattatg
  3338401 gaaaagcatc ctggatatac tttacttgat gtgctgactc gttatcttgg aaagtggcta
  3338461 ggaagaatag gaatgatttt ttggatctta tatgctgtac ttgcagccgt ttccttagtt
  3338521 ttttccctcc tgtatgttat tcacatttgg attttaccta gatctcctat gtttttaatt
  3338581 atgattttgc tttctattcc aatgcttatg cttgcatgta aaggtgtact tattattagt
  3338641 cgctttgccg ttttcactgt gatttttacc ctttggatgc cattactatt gtttattcct
  3338701 cttaaagatg gtcattggat atatcttctt ccctttctaa aggaagggtg gataccagtt
  3338761 gtaaccacag ttaaatcaac tatcattgcg tttctcggat tcgagtttgc attcgtcctt
  3338821 tacccctatc taactaacaa accagctgca aaaaaaggaa tcattattgc aaatatgatt
  3338881 acgctatgcg tttacctaca agttacattc gtttctttcg tttattttag cccagatggt
  3338941 ataactaagt ttttatggcc gactctttct cttgttacac catttcactt ttcatttcta
  3339001 gaacgatttg aaattatctt tttatcattt tatctcttca ttattttcga ttcttgtatt
  3339061 ccttatattt tcactgcttc agatggaatc aatcaattac ttaacaaaaa agggagtcca
  3339121 ttacctgttt ggattttatt attcggatgc attttcgttc tattctttta tatcccttcc
  3339181 tcttaccaaa taagtgcgtt gcgagaattt tggggaactg ccagttattt tatcgttttt
  3339241 ctattcccag tcgtatttct cttatacatg acactttatc tgcattggaa aaggagaaaa
  3339301 atttaaatga ggcgctttat tcatttcact atactttgct ttctcataac cttattaaca
  3339361 ggctgtggag atcggctaga cttagaaaaa caatccattt cattaattta cggttttgac
  3339421 gcaaaagcaa aaggaaaatt aattgtatac cacgtaaatc ctatttttaa tgaagacgta
  3339481 gaaaaaaagt acgaaacaca tgaggcgaaa gtacgtacac ctcgagaagc aaaagcgacg
  3339541 tttaatagtt caagtggcgg tttagtatct acagaaaagt tacagctcat tttatttagc
  3339601 acaaaatttt taaaacaaga aggggctatg ccctaccttg atgtttggta tcgcgatcct
  3339661 aaaaatactg gaaacatgcg catggttgca gtagacgggc caatttcttc tgttatatat
  3339721 aataacttta aagataaacc tgctcttcct gagtatttaa cagatttaat taatacaaat
  3339781 aaattataca atcggacagt tttcacacca tttcatgaat ttcataggca aacgtttaat
  3339841 aaaggtataa cacctgctat ttcagaaata aaaaaaggaa aaaaagatgt tatcgttaca
  3339901 ggctctgcac tattaacttc tcgcggaatt tataagatgt ctttaaatcg ctatgaaagc
  3339961 gcccttctgc tcatgttgca aaaaaaagct aatatacctg tctcacttac aatgaaaatc
  3340021 ccttctcatt cagttgaaag taatagtcat ctaaaagata cagaaggtga agatttcgta
  3340081 tcaataaacg ttcttagcat gaatcgtgat atccgtacag actatagcga taaccatttc
  3340141 aaatttaatg ttaaaatgga ttttaaaatt gccgtatctg aacttacatt caatatggat
  3340201 atagataaag ataggaagaa attaacttct cttattacaa aacaactaaa caaagatttg
  3340261 aacaatttaa tccataaaat tcaaaaacaa caacttgatc cattcggatt tggtgattat
  3340321 gcgagagcgt ttcaatatga agaatggaaa aaagttgaag acgattggcc gagtgccttt
  3340381 tcaaaagcta acgtgaaagt agcacctact attaaaattt tagaaaacgg aattattaaa
  3340441 tagcaaaaaa cacgctactt gttcttatac gtttaaagaa taagtagcgt gttatcattt
  3340501 tattttgaaa ctccctatat agttacgctt ctgtttctga ttcttcgttt tccgcttgtt
  3340561 ccaatctttg ctgctctgca agttcagctg aaatcatccc ataataaatt tctggataca
  3340621 atccaaatat ttgatataca cttcctaaaa acggcatcgg aatccctctt ttctaaagtt
  3340681 gtattgccac ttttaaggat tcccttttca ttcattatac attcgttttt ggcgtttctt
  3340741 cttcatcatg aacgcttaat aaattttgcc actttttata aggagcacta tttggatcta
  3340801 cataaccttt cgcatacgaa cgatcccaca attgtttaat aaacatttct ttctctttct
  3340861 ttgcaaccat atcggcacct gtaccgtaat agttttggaa atacaactca atttcatcaa
  3340921 ggaataatct taataattca tcagaagttt cttctaacgt cgggtcatat ttcgcttcac
  3340981 ggtcatacat taaaatcata tctaaaatat tatggacatg ctctttacgt agccatctaa
  3341041 tatcttgagc acctaataca aatggatgtg tatataaatg cccaccttgt atcatcgcct
  3341101 tttcttgttc ttcttcaaat ctggataaga tgttttcata aatgaacgga ttatgaagta
  3341161 acgctctgtg caatttataa ctttcgcttg aaatattttt ccccatcgac tgaattgaga
  3341221 aactacgtcc aacgccgtta tattgataaa cgaattgacc atcaacagca actaaactaa
  3341281 tccagcgata tatatacgcg tatagaagag ctcgattgca tttatcgtaa tctaactttg
  3341341 tttgcgttgc atttaaatcc ggcatgaagg ctggtaagtg ccaatactta tctaaatgcg
  3341401 gcgttaaact agatttttta ctattcaact tatttacacg gcgatagtaa gactgaaaat
  3341461 aatcaccttt atcattcata aatccatttg caatatgtcc agacgaaagc ttaggaaagt
  3341521 cttgtaacga taaaccgtaa tgcgcacgat aacaaatgac ctcaaatggt gaaaaagctt
  3341581 catttactgt atctttttct ttaaacattt cttgcattaa ttcctcttgc agttctttct
  3341641 ttaaagatgg atgtataccc caatattgta attccctatg atgagaaact tttggcacga
  3341701 atggacttgc taaatggaac aagtcttcaa ttttttcacg aacatattcg tcacgatcac
  3341761 gattcttata atccgcttct tttcgtaatg cttcaacgat gttcagctct aatttatcac
  3341821 gatagcgtat ttgtaattca tcgtaacaat agtttagtat gtgctcacga taaaagtctt
  3341881 ctaccttttt cgattgaatc tcttctgttt tcgcatcccg gcaatattcc ccgtataagc
  3341941 tcatataaat ttccgcacat atatctttcg gtaatacacc taaatttaaa tgttgttgca
  3342001 tatcttgcca tatcttttct tgtaacttct cttcagctaa tacgtataca ttcgttgggt
  3342061 ttgtttttcc ttcaaattcc ttgcttcgtt tttgaatttc gaacaataaa ttttcacgtg
  3342121 tttcatgtaa attatcgaaa aatctttccc aatattgaat cattttatta actgcttgat
  3342181 atagcgattg atacacgagt tctaatagca tttctttacg gtattcgttt aatttgtgta
  3342241 cgtactgcgt tacaatatct tcaaattcct ttttaaataa acgctgctgg ttattaatca
  3342301 tttttccaaa ccagccttgt tgctgtgcaa tttctactcg gcgtacagct gttaccgttc
  3342361 catcaatatt actcacatta aatttcttat cgtagttttg aattaaatta cgcttttgtt
  3342421 cattattttc atgtagtcga ttcatttttt cgactaactg ctttcgaatt tcatacaaca
  3342481 taaaacgagc tgctactgga tgaacagaat cggttttctt taaaaaccat gtatttagtt
  3342541 gatatgactg tccttcagaa ccacttggtg aaaaacgatc tgattcaatc atgtcatata
  3342601 aaagtgtcgt tacatgttca tgtacgcggc tcggaatcgc atacgcatat aaacgaaccg
  3342661 catggtctac ccttgctact tcacctttca tttgttccgt cattttcagc ttggcagcag
  3342721 aaattttaca ttcatgctgc agacgattta attcttcgtc tttttgtacc gtgcgctgta
  3342781 cataactttc tacagcttct aaaaacagtt tagatttcgc aacaccaacc ttgccaccct
  3342841 ctgctccttc acgcgtttca ttgtacattt gtctataaaa aatatgagcc tgttctggac
  3342901 gggtagcaag atgttctaag tcttctaaat aacttttccc acgctctggc ttttcacgct
  3342961 gcataccacg ttttacatct tgatcatatc tatgcttctt ctcttgaaac aattgatcta
  3343021 aatgaagcca cgattcatct aaaccttgca cggcccattt taaagcacaa tattttaaca
  3343081 aatgctcata tgggtaaata atctttgccg ttccggcccc gcaatatcgc cctttcccgc
  3343141 ttgattctgc taattgctga atttgattat cttcctgtgc aaaatgattt gcagacatcg
  3343201 gactaaataa ttgtaaataa atcgtatttg ccatttgctc catataatct gataaattat
  3343261 gcagatggtg tccatgtaaa ttttcgtaat cgtacaagaa acaataattg tacggtaaat
  3343321 gatgttgttt aatcgtgtga tttgttctcc catcctcatc tacttgatcc ggtcgatact
  3343381 ctaattcaat cgtcacgcca ccgcgttttg ataactctcc agtagaaccg agtgtaatcg
  3343441 catgtaattc ttttaacgaa gcatagccgt ttgcttgcac cgtttcaaac tctttcgcac
  3343501 taaccgttct cgtcttcact aacacatccg gcattagaaa cgcaccacgt attaaaatgt
  3343561 tatgatgttg cagttttttt cgaagcattt cacgtaaata taatgcaatt tgtagaaaca
  3343621 ttcctgaacc tgttccgccc gctaatgatg ttacgataat gacacgtact ccatattccg
  3343681 tttgatcgct tgtaactgga aaaatcttct cgatttcttg ccaaaaggac gttaatttat
  3343741 cttctttcat cgcagcacgt aacgctaaac gggaaatgac gcgtaactgt cctgctcctt
  3343801 ctgttaatgg tttatcaagt atagttggat ccatcggaaa ccactctgga atcgtcggat
  3343861 ctcccgcaat atactcccta ggtgttttac tagagctcgt ttgtgtctta aactttcgaa
  3343921 tatgatcgaa tttactcaat gtattcacat ctgtatcaaa tacgtgcatt gctacctttt
  3343981 ttcgacgctc ctcaggtagt ctttcatata tttgatgtgt cacagtacta ccgattccac
  3344041 ctaaaccaat taatattgtt ggaacttgta acgtcatgtg aaccaccttc ctattcttgc
  3344101 ttgtttgaaa aaaggaggga aaaataatac tctcctcttt tccccatcta ctattcacac
  3344161 tcgtatttgt aaatctcctt accatatcct ctatcaatta ctaaaagttc atttggatat
  3344221 agtgtcttat gttccattcc aacctcatcc tctgttataa acatcccatc aataatcatt
  3344281 cctactactt gtgactcttt cgctacaaat atcgatttcg atcctttctt tgctataaac
  3344341 gtaacggatt gcacagtctt cctctctgct ctatacggaa taccaaaata atgtttccac
  3344401 catttatttt tgagtaactc tggctcagat tgatataacc aatcttttgc tacctcttga
  3344461 tcccattcgt aatacaataa tgctttccgg tgaaatctcg gacggacaat ccatcctaaa
  3344521 acgattattc ctactagtaa cagtaataaa gtgataggaa taacaaactt aaaaataagc
  3344581 gcatactttt cataaaacgg cgcattttga atatggagtg ttatgtcttt ctttactttt
  3344641 tgtaattttg aatcctgcac tacgatggta gcttctacgg tgccggtatc tgtaaaattg
  3344701 aatgtgtcgg agtaatgggg tcgaggataa atataaattt gattatcatg ttgttttatt
  3344761 tcatagttga ttgattgttt agatgtgaca ccagtagatt ttaatagttt ctttacagcc
  3344821 tcttctgtca tcggcttacc atctaactgt ggttgtataa taaacggttt actattctct
  3344881 aagtttgtta ctttttcttt ataatctttc gtgacagttt gaagtgataa ttcaggcttt
  3344941 ttagttgttt cgattttaaa ttctttcgtc tgtctgtaaa acccctttat gttcatatga
  3345001 actttcccgc gtattaatcc ttttgtaagc ttagtttcgt aataaaacac atgtctttta
  3345061 tcgtcccact tcatcgcata ttgctttcca tctatttcta cttctgcctg gaagtaagaa
  3345121 gactgaacgg gcaactcagt aggctttgct tcaataacag ctgtcacacc ttcatacatt
  3345181 tcctcaacat tttttctatc cttatcttct ttatcataag tagaaacgtt gtaattaagc
  3345241 gctggttcaa caagtacttg taacccttct ttctcaatct cctgatccac ttctatcgta
  3345301 taagttcctg gtttaataac ttcctcattt tccgtactta tatgaactat atttccgaac
  3345361 aatttcgctt cgcctggtgc atgtatagaa aaagaagatt gtaattgtaa tggtttagaa
  3345421 atttgtttga cctgataatc gggcagagaa ggcgattgtc gtacaagcgt catacgcttt
  3345481 aacggaaatg gtgttgtaat ctctactttc ttccctacta ctttcgtttt tacaatcgat
  3345541 tcaacagagg aaaacggatc acgatttgca actaatgctg ccacttgatt gacgcttttt
  3345601 acaataccat cctctccact agatggcatc gtaactccat ttatctcttt cttccatatt
  3345661 tctttaaacg tatttagttg tgccttttct tgctgtccta aatcctcttc catcgtaatt
  3345721 aaaaccggat gtaatgatat ctttttttca tccatttctt tcttaaactg cgctaacttc
  3345781 tgcaaaattt gttcttttcc gccaacctta tctttctcta aatcattaaa tgccccgtca
  3345841 gttaacacaa taagccaaaa ttcacgtttc ccatctatat cggcttcctt ttttatagat
  3345901 tgcatcgccg tttctactgc gctaaacgga gtatttaaat acgttttcca tgctccaatt
  3345961 ccctcaattt ccgtttgtct cttatccttc gttaacgaaa tgtttactgg atcatttggc
  3346021 ttgctcattg gaacgtaaga aaatttatct ttttcatcta atagcgcaac taaactttgc
  3346081 aaagcgtaat tggcatattt ccagcgatcg ttatttctca tgctgcccga atcatcatat
  3346141 acaagtgaaa cgaccctttc ctttgcctcc tctccttttg caaaagtcca aaaaggatgt
  3346201 aaccatatta atagaaacaa catgaatgtg gcacaaattc gaattttcat gatgaggctt
  3346261 cgccaccttt gtagacaaat tcctatgttt aaatttatga gaggatacaa gatatatgac
  3346321 ttgtatttta ggacaacgaa cacagcataa ctttattatg taaacagtta taaaaattga
  3346381 ttatgattcc ttctagcgtt tcctatccga ttatataagt aaaaaagcct gtttaagctc
  3346441 tacacttaaa acagactttt cctacttttc atattgaaaa cacttaacaa aaagtttgat
  3346501 ttattgcttc acatacactt caacaatcgg attatcttta tgatccgcat gtaagcgtat
  3346561 attctcttca cttgtactat aaatgctagc taataacata attgttaaca cgttaggagt
  3346621 ttttgcatca ctcccatatt tcctttccag cgcttcctta tattcaaaat ccaaatcccc
  3346681 ctgcacatac gtatacactt caaatccgtc ttctaaatta caaactactg tatcaataat
  3346741 atccgcccct acttgcttct tcatttcctc tcgcaatgct gcaataaact cttcccacgg
  3346801 tacttcgtat gtctgaaact gatctgtcga tttcatgcct tttcctcctt atatatcctc
  3346861 ttcctatatt tcccctttcc tataacaatt atgatagata gggcattcgt acaagccgca
  3346921 cttgtcccct ttacatatcg tattactgta atggggaagg aggaatgaat atgcatagac
  3346981 aaaaatgtta tgatacatgc cgacgttact tcggaaaagt tgttcggatt gaagaccgtg
  3347041 atggccgtat acatttaggg aaaataatcg atgtgacaca aagctctgta tggattgagc
  3347101 cggtgcaaca gcgctcatct tttgattcag gattcggata ctatgacgct tatgcaaacg
  3347161 gtggttgtga tctttgcggc ggccttagca gatgtgatag ttgtggattt ggatgcggtg
  3347221 gtggattcag tagctgcggt tgtggtggtc gtggttgtag taattgtggt tgtggcggct
  3347281 ggggaggcgg cggttgtggc tggggtgttg aactcggatt tggtttcatc ttcggaatta
  3347341 cattagctgc attatttttc atttaacata gtaaagagtt gactaccttt agccaactct
  3347401 ttttctttat ttttcacata taaaaatacg atgccctaaa atatgttggt acataagccg
  3347461 tacattttca tgctgtaccc atgcctcata taactcattc ggaataaatt gtgatacatt
  3347521 ccattctggc tcttctacat agctagaaat cgtttctgca atcgtgccac cgccagcaat
  3347581 tgtaattctt ttaaaatttg ctttctgaaa taattgtacc cactcattct cagttaatag
  3347641 ttctttcatg ccatataatt gagcgatttt ttcttcctct tccctcccaa tgtgggcatt
  3347701 aataatcatt tcaattacaa ctaactttcc gtccttctgt aatacacgat agcactccga
  3347761 gataaccctt tctttctctg taaaagcaag tatcgattct ccgagtacga attcaaatga
  3347821 gtcatgcaaa caaggtaatt gctctgcctt tccttcaatt aattgaatat ctattccttc
  3347881 agacgaccac ctatctttcg ccttttgaat cataatctca ttcttttcaa ccgccgttac
  3347941 tttataacca cagtcttttg tcatatacgc tgctgttttc cccgtaccgc agcctatctc
  3348001 aaggacgtta gctccatatc taaaaggcag ttgtgctaac aattgttttg ttaacgtaaa
  3348061 accaccaggg tgagcactcc ctattccgta atacgctaag aaatcgatgt atgtgtttcg
  3348121 tttcatggga ttctcctttt aattttctat aatacatata ttcacccatc aaaaaatcgt
  3348181 gcacgtaaaa aagcatttcc aagtgctata cagcaacttg aaaatgctct tctctttttt
  3348241 atttctcttc tacatacgcc catttaaagc tatattccgg actaatatta tgtttcacaa
  3348301 ttccctttat atttggtttc ataacatatg atctagcagt ttgatataaa ggcacaagcg
  3348361 ctacatcttc ttcaagtaac aatttttctg ctttccctaa ctctgtccaa cgttttttcg
  3348421 catcagccat ccattctgtc ttacttttag taataatgtc atcatatttt gaatttgagt
  3348481 agctcatctg gttctgcgaa ttttttgttt caaacatatc aaggtatgtc attggatccg
  3348541 cataatctgg attccagccg ccatatgaga aatcataatc ttggtctgat tctaatttta
  3348601 gtttttgctt aaatggctgc agtttaatat ttactgttac accttttaaa ttcttttcaa
  3348661 cttggtcttt tacatactcc ccaacttttt tcgcattacc agtatcatag tttaacagtt
  3348721 caattgtgac ttgatctttt ccaagttctt ttttcgcttc ttcccaggct gccgctgcct
  3348781 ttttggagtc ttgttttaaa ccatttttga acgtttctgc gaaatcttta ccgtctggtc
  3348841 cactcgctaa accttttggt actaaataat ccactggttt tgaaccatca tttaaaataa
  3348901 cattcgttaa agctttttta tcaattgata atgcaattgc ttcacgtagt tttttgctct
  3348961 ttaacggtgt atcttgccca ccacgttttt ggtttagacg taaataaaac gtacttgttt
  3349021 ccgaatatgc accaaattct tctttattat ttctatactt atcaacaaat tcacctgata
  3349081 aaagtgtgaa atcaatcgca cctgtgtcat ataaatttac tctagtagct ggttctttta
  3349141 ctacactata attgatttct tctagtttga cagtcttttt gtcccaatac tgctcatttt
  3349201 tctttaattt ccaaccttgc tcatgcttcc aatcagtaag cacgaatggt ccattataaa
  3349261 gtgttgtatc agactctaaa ccgaatttat tccctttttc tttcacaaac ttttcattta
  3349321 atggatagta agacgcaaat gccattaagt tcaagaaata tggtactggt ctttctagtt
  3349381 ccacttcaag cgtataatca tctaccgctt ttacacctaa tgtagaaact tctccttttc
  3349441 cttgattaat tgtttccgca tttttaatat agtaagcgat aaatgcatac tcagcagctt
  3349501 tttttggatc tactagacgt tgccatgcaa atacgaaatc tttcgctgtt actggatcac
  3349561 cgtttgacca ttttgcatct ttacgtagtt taaatgtata ttttttacca tcctcgcttt
  3349621 ttgtgctaga ttctgctaca gctgggattg gcttattgtt tttatcaagg cgatataacc
  3349681 cttccattgt attccctaaa atttgtgagc caagtgtatc tgtatttttg gaagtatcca
  3349741 tcgtcggaat ttcattcgtt tctgtacgat ttaacacttg cttcgccgca tatttaatat
  3349801 cagacttctt ctcttcccca ccattattag acgttgtagt cgatttcttc tccccaccag
  3349861 aagatccaga acatgctgtt aaagccatac tcattgccaa aactggtgct acaactgccg
  3349921 tgaatttttt catctttttc ttcattcttg taccctcccc aattatatgt acgaaactaa
  3349981 ctttgagaga ttttctacga acataatcat taatactttt tcaccaatta acacgctatt
  3350041 aattaccctc atttttaaag tttttattat cttattttta tagtaactat gtattttact
  3350101 attattacta tacgaattct cccccatcta ctatatgtca gtaccacatt tcttattctt
  3350161 ctctatttaa ttgaatataa aaagagcgtg ttaaaaataa cttatctact tttaaacacg
  3350221 ctctttttta ttatttacct tccgttacat aagcccactt aaagctatat tctggactaa
  3350281 tgttatgttt cacaattcct tttacattcg gtttcattac atacgctctt cctgtttgat
  3350341 ataaaggaac taatcctgca tcttcttcaa ggaataattt ctctgctttt cctaacgttt
  3350401 cccaacgctt cttcggatca gacagtaatt cattacctgc tttcgctacc atttcatcat
  3350461 attttggatt cgaataactc atttggttat atgggctctt cgattcaaac atatcaataa
  3350521 atgtcattgg atccgaataa tctggactcc aacctgcaaa cgaaacttca taatcttgtg
  3350581 ctgactctaa ttttagtttt tgtttgaacg gttgaatttt cgtgttaacc gttacacctt
  3350641 ttaagttttt ctcaatttga tctttaaagt agtcagcaat ttttttcgca gttccatcat
  3350701 catagcttag taattcaatt gtcacttgat cttttccaag ttcttttttc gcttcttccc
  3350761 aagctgctgc accttttttc ggatcatatt ttagaccatt tttaaacgta tcttggtagt
  3350821 ctttaccgtc tggtcctgtc gcaagccctt ttggtactaa ttgatctgtt gcttttgaac
  3350881 cgttatttaa aataacggtt gctaatcctt ttttatcaat tgataatgcg atcgcttcac
  3350941 gaagtttttt gctctttaac ggtgtatctt gtccgttacg cttttgattt aaacgtaaga
  3351001 agaatgtact tgcttccgaa tactcgccgt actcttcttt gttcgattta tatttatcaa
  3351061 cgaattctcc tgataataac gtgaaatcaa ttgatcctgt atcatataag tttactttcg
  3351121 tcgcaacttc ttttactaca ctatagttaa tttcttctaa ttttacagtc ttattatccc
  3351181 agtacttatc atttttcttt agctgccatc cttgttcatg tttccatgaa gccataacga
  3351241 acggtccgtt atacaacgtt gtatctgctt ctaaaccgaa tttatctcct ttttctttta
  3351301 cgaacttttc atttaaagga tagtaagatg ggaatgccat taaattcaag aaatatggta
  3351361 ctggtttctc taattctact tctagcgtat aatcatctac cgcttttgct cctaaatctg
  3351421 ttagtggttt ttcaccttta ttaattgcct ctgcgttttt aatatagtaa gcaataaatg
  3351481 catattctgc cgctgtattt ttatcaagta agcgctgcca tgcatatacg aaatctttcg
  3351541 ctgttacagg atcaccattt gaccattttg catctttacg taatttaaat gtatattttt
  3351601 tgccatcctc gcttttcgta ctagattctg ctgcagctgg gattggctta ttatctttat
  3351661 ctaatcgata taaaccttcc atcgtgttcc ctaaaatttg agaacctaat gtatcggtag
  3351721 attttgaaac atccatcgtc ggaatctctt gattctctgt acgatttaac acttgtttcg
  3351781 ctgcgtattt aatttcagac tttttctctt ccccaccacc actagacgtc gtagttgatt
  3351841 tcttctcccc accagatcca gaacaagctg tcaacgccac actcatcgct aaaacaggcg
  3351901 ctacaactgc cgtgaacttc ttcatctttt tcttcatttt tgtaccctcc ccaattatat
  3351961 gtacgaaact cattttgaga gattttctaa taactagtta tcagaaaatt cttgttaatt
  3352021 aatattctac taatttttct agttttgtag agttattttt aaaatattta gaaaatttat
  3352081 tttacttaac gatagtaaca ttctattttc tatgaccata ctatacgtat cctccatcta
  3352141 ctacatttca tttcttctcc actctttcat tttcgcgttc aatcgtacaa taaaaaaagt
  3352201 acttcaaggc atgtagactg ctttgaagta ctttttcaac tctattattt ttcagtaaca
  3352261 tatgcccact tatagctgta ttctgggcta atattatgct taacaacacc ttttacatgc
  3352321 ggtttcataa cataagatct agcactttga tataaaggta caagggcaac atcttcttca
  3352381 agaagtaatt cctctgcttt tcctagctcc tcccagcgtt tcttcgcatc agtcattaat
  3352441 tctccaccag cttttttgat tatttcatca tatttctgat cagagaaact catttggtta
  3352501 tgagagtgct tactttcaaa catatctaaa tatgtcattg gatccgcata atctgggctc
  3352561 catccaccat atgaaatatc ataatcttga tctgattcta atttaagttt ttgtttaaac
  3352621 ggttgcagtt taatatttac tgttacacct tttaagtttt tctcaatttg atcttttaca
  3352681 tattccccaa cttttttcgc attaccagta tcatagttta aaaactcaat tgtaacttga
  3352741 tcttttccaa gttctttttt cgcttcttcc catgcagcag ctgctttttt cgcatctggt
  3352801 ttaacaccgt ttttaaacgt ttcttggaag tcttttccat caggtccagc tgctaatcct
  3352861 ttcggcacta aataatctgc aggttttgac ccatcattta aaattacatt tgttaaattc
  3352921 tttttatcaa ttgatagcgc aattgcttca cgtaattttt tactctttaa tggtgtatct
  3352981 tgtccaccac gtttttggtt taaacgtata aagaacgtac ttggttcgtt atacacccca
  3353041 tattcctctt tattatttct atatttgtca acaaattcac ctgttaataa ggagaaatca
  3353101 atttgaccac tatcatataa attcacatta gttgctggct cttttacaac actatagtta
  3353161 atttcatcta attttacagt ctttttatcc caatattgat cattcttctt cagtttccag
  3353221 ccttgctcat gcttccaatc agtaagaacg aacggtccgt tatatacagt tgtatcagat
  3353281 tctaaaccgt atttatcccc tttttctttt acgaatttct catttaatgg atagtatgat
  3353341 gggaatgcta ctaagtttaa gaagtatggt actgcttgtt ctaattcaac ttctaaagta
  3353401 aggtcatcta ctgctttaac tcctagttct gttacaggtt tttccccttt attaaccgct
  3353461 tctgcatttt taattgggaa tgcaatgaat gcatactcag cagctgtttt tggatctaac
  3353521 aaacgttgcc atgcaaatac gaaatctttc gctgttacag aatcaccatt tgaccatttt
  3353581 gcatctttac gtaatttaaa tgtatatttt ttaccatcct cactcttcgt gcttgattct
  3353641 gccgcagctg ggattggttt attctcttta tctaaacggt ataagccttc cattgtgttc
  3353701 cctaaaattt gagagcccaa agtatctgta ctcttcgacg tatccattgt tggaatttcc
  3353761 tgattttctg ttttattgaa cacttgtttc gctgctaatt tttcttctga tttgctatct
  3353821 ccgccagagc tagaatttgt gcttgtcttc ttatctccac ctgatgtaga acatgctgtt
  3353881 aatgccatac tcattgctaa aactggtgct acaactgctg ttagtttttt catttttttc
  3353941 tttttcactt tctgtaccct ccctaattct taacgctctc atttaagaat tttctgataa
  3354001 ttctgttttt ctttatatat ttatcagaag attcttatta actattattc tactaatttt
  3354061 tcgagttttg taaagtgtta ttattgaaaa tttttaaaaa attatttttt tacagtaata
  3354121 ttcataaaaa ttccataatc ttttaaaaca ctatacctca ttgaattcta tgtattgatt
  3354181 taatagtctt tatatccctt cactataaaa cacttgtaaa ttattgttaa taaataatgc
  3354241 atatcgtaac aaacctcttt tctacaaaaa taaaaaagtc agcaaagctg actttttacc
  3354301 cggccatttt ttctcttttc atttcctcta ctactttcat atacttctcg ttatcaaatt
  3354361 cattttcact ttttgcaaca actacagtcg caatgccatt accaattaaa ttaacgatag
  3354421 cacgtgcttc tgacatgaaa cgatctacac caagtaatag cgctaaccct tctagtggga
  3354481 taacattcat tgctgacaaa gtagaggcta atacaataaa tcccccgcct gttactgccg
  3354541 ctgctccttt agatgtaact aataaaatag ctattatagt taattgttga cctagtgaaa
  3354601 gatcgacgtg aaagacttgc gctaaaaata tagtagccat cgataaataa attgttgttc
  3354661 catctaaatt aaaagagtac cccgttggaa tgactaaacc tactaccggc ttcgaacatc
  3354721 cgaagtcttc catctttgtc atcattcgcg gcaatactga ttctgatgat gatgtcccaa
  3354781 gaacaataag taattcttct ttaatatgcg ctaaatattt ccacaaacta aatttgtaaa
  3354841 atttacaaat gaaatttaaa acaataaaaa caaataatgc cattgttgca tatacacaaa
  3354901 tcattaattt accaagtgga ataagtgtac ttaaaccata tttgccaatt gtaaacgcca
  3354961 taccgccgaa tgctccaacc ggtgctaatt tcattacaat tgataaaatg ttaaaaaata
  3355021 ctttcgataa tctttcaaaa aagtcgatta ccggttgtcc attcttccct aacatcgtta
  3355081 accctgcacc gaataaaatg gagaagaaca aaacttgtaa aatatcacct tttgcaaatg
  3355141 cttcaaacat gttagacggc acaatatgta aaaagaaatc catccatttc atttcttgcc
  3355201 cgctttgtac atattgtgaa acatctccgc cttttagttt tgagggatct aatccatctc
  3355261 ctggacgtac aacattcgct acaatgatac caattattaa gccgctgttg taacaatttc
  3355321 aaaatataat agtgccttcc cgccaacacg gcctaccttt ttcatacttc ccatacttgc
  3355381 aataccaagc acaattgtta aaaagataat gggtgcaata accattttaa tcatattgat
  3355441 gaatgtttca ccaattggct tcatctcttg tccaacactc ggccaaattg ctcctactgc
  3355501 aataccacaa ataatggcca caataacttg gaatgttaaa ttctttacaa ttctcatttt
  3355561 taatactccc ttattttttc atttctccca aactattttc atcaataaca tttattctat
  3355621 gtgatggccc ccctgttatg taacttaaac cttaacttta tgttacacta ttatattatt
  3355681 tttgaaaata gtatataaca ttcaatgata aacgacatac tattagacat aataaaaagc
  3355741 agacatttcg cctgcttcaa ttttcctcaa tctccttttc acttaatcct agatgtgtcc
  3355801 taagagtatt actcaaactc tgtaaatctt ttttattagg attataataa tatacacgtt
  3355861 ggccgtttgg gccattaggt aagtataaat catcacctgc taattgaatt ttttcaaccg
  3355921 aacaatttaa accgtattta taaaaagata aaatatcatc cattgctaaa tttgttttaa
  3355981 aatcaccgtc aaccgcctca actatttttt ctagcttcgt aattgatcct acacttttta
  3356041 atttacttaa aatcgcttcc ataacaagtt gttgccgctg ccctctcatt gcatcactat
  3356101 caatatgacg cgttcttgct agagcaagtg cttcttcccc atttaatttt tgtagtcctt
  3356161 ttttcaaatg gatcgcatca ggttcatctt tactattttg ctccgtaaat tcaactggaa
  3356221 catctacttc aatcccatct aacccatcaa taattttagt aaatgaatta aaattaaact
  3356281 tcacaaaata atcaacaggc acttgtaata atttttctac cgcttccact gaagcttgcg
  3356341 gtcctccatc tttacctttt ttaacgaaac cacttccata tgcatgcgtt attttatctt
  3356401 ttttcttttc aaccggaaca tatgtgtatg tatcacgtgg tatgctcgtt agtttcactg
  3356461 ttttatcgtc tttattaaaa gtagctaaca gtagcgcatc tgtatgaaat gcaccattat
  3356521 actctttttg tcgttcttga ttttcatcaa ttcccataat taaaagtgaa acattattgg
  3356581 tgatcggttt aacagtttcc tcacgtaaat ttgatttttc accacgtgct aaattaacat
  3356641 ttgacttttg tacgagatta gaagttttca tatatacata agcaccatat ccaactccac
  3356701 caaatagtaa taccgctagt agtgaactta ttatcgttgt ctttttatat tttcgtttat
  3356761 atttcctttc tcttgaagaa gagtgattct ccatataatt atcccctttt tattcagata
  3356821 aaatgttttt cattttttca taattagtgc tatccttttg aaatacattc tctttcaatc
  3356881 ctttgtttat ttgtatccat tctgtcgtaa tcgaatattg aatcatacct tcgtggaaac
  3356941 taaggaattt tagcataatc cctgtatttt tctctacaac catttcaaat ttacctctta
  3357001 aatcttcaga tgtacttaca ggtatttcta tatttattgt tccttcgatt ttgtagcaat
  3357061 caagtccaag atacttcgtt tctttataat tccaatcttt atatcgaatt aatagatcag
  3357121 caaattctga ttgaatacta tacttcgcga atcccacata ttcatcatca tatctttttt
  3357181 tctcacctga ttttctcaat aacctttccg taggatttaa ttttaatagt tcatcgtttc
  3357241 tttcttttcg gttccatttt gtctctttgt atgtatactt ctcgtcatca aactcttttt
  3357301 tcttgccctc gttatatata actgttcgtt ttttcgctag tttatcttct ttcgaagaga
  3357361 taccactttg tttctctgta tcaatcgcat acctgtatgt tgtagcaatt cttgacgagc
  3357421 tagaatattc ctcaaattgt cctgaaatat tattaaaatg atcaatggaa tccagcatct
  3357481 tttcatgaat tttttcttta tctggataat ttacgttcga ttttatttct tcttcatttt
  3357541 cataatcaga aaacgccttt ttctttacat attcaaatac cccaccgttt tgagcaaaaa
  3357601 tttgatcaga aaactccgac atagacacaa tggaaagtgt tagtaccgca gcacttataa
  3357661 ccatcatata aactctgtaa cctttctttt ttaccggaag attatgtagt gtacgattaa
  3357721 tcttttcatt taactctggc ggcactatta cattctcttc gtttattctc ttttttaatt
  3357781 tctcatcaaa taatttttca tcatccatcc tttgcacccc ctattccatc tttaatcgtt
  3357841 tctgtagttg ttccctcgca cgtgacaatc tcgatttcac tgttcctttt ggtacttcta
  3357901 aaagcttcgc tatactgtct tgattcatat cttcataata ataaagcacc gtaacagctc
  3357961 ttaactcttc atgtaacgat tgaatcgcat tacacaaatc tatatcttca tactgatcgc
  3358021 acgcactcat attgtaatca ttctcttctg tcacaattac atttttatac gctctaataa
  3358081 tgttattaca ttcattcatt aaaattcgaa ttaaccaagt ttgaaaaaat tcttccttct
  3358141 ttaatttttt tatattttca taggctttta aaattgttgt ttgtatcgca tcctctatat
  3358201 ttgtctcatc acgtagcata gcctttgcaa tacgatacat ctttactttt tctgtatgta
  3358261 taagcgtcat aaatgcttca tgatcacctt ttttcgctaa ggaaacatcc gtttcttctt
  3358321 ttacaatcat tttatataaa gggattactt tcacaattgc tcctcctgtt tcatcctcac
  3358381 ttcaaattta actttacatg tattagacgt aggaacctag gaaaaggttc atttttttga
  3358441 atattttcat aaaaaaaggt aaacattttt catgtttacc tttacttaga cgtaattcta
  3358501 aggaaatatc catctggatc cacgacttta aatcctctca tctcccacgg ataagtttga
  3358561 atttcttctt gtattgtgca tcgcttctct ttacaacgtt catatacgtc ttcaatgcgg
  3358621 tcgacaacaa taattagttc aaatccattc cctttcattt cttttcgatc gtaaaaattg
  3358681 tgattttcac tcaatgttga atcattagct agtaatagcg aaaactaatc gtaattaaaa
  3358741 cgcgctgcgt acatacttct tttatacagc tttaaaccaa ttacttctcc atagaacaat
  3358801 aatgactttt cgatatcatt tacatatagc tgaacccgga accaatgatt catccatttc
  3358861 ctcctcatca aaaaaagccc acttttccag tggactttct actttacaac ggtaaatccc
  3358921 tcttcttaaa cactataatt gctactatga aaatacaaag tgctccagct gttaaaccta
  3358981 tactcactgg ccatatatta tacgttccct cagcaatttc tttcggacga aatagcgtaa
  3359041 ataatgatat atttctcatc cactctaact tatcacttaa tttacctacc atatccgtta
  3359101 cgaaaaataa aatggttaaa cttgctgagt agctaagtgc ctttctttcg tcattacata
  3359161 tacaagaaaa gaaaaatgaa tacgcactaa cgacgaaaaa tatgagccct ccaactatat
  3359221 ttatcttcag gaataattct ttatttaagt tattatcttg taaaaaccat tccgcaccta
  3359281 ctatgcccgc tacatacgta acaactacaa tgatcagtag tcccactatg agaactgcgg
  3359341 cttgtgtaat agcaattttc actctagata caggcgttgc tagcaaatat gccatcgccc
  3359401 ctttatctac atgccgtgca attaaatgtg ttgcaactgt aacgcaaaaa attgttaata
  3359461 tgataataaa caatagacta tagtactcac cagctaaaaa atccattacg ttttgaatcg
  3359521 gactttccat gccaacaatt ttttcacact atcaggcata gcgcttatta attcatttaa
  3359581 acctttcgct gataccattg aagggaatat ccaaattaac aaccataaat atagagctgc
  3359641 accagttgcg taactcaaaa tacttttttg cgtctctttc aaactagcta aaaacaattg
  3359701 cttattcatg ctttacccct tctttcttat cgtaataatg cataaataaa tgttctaaat
  3359761 ccattgctct cgtttgaagt gccgttacat tatagtttga aagtatttgt aaaacagttt
  3359821 gatagtttcc ttgtacaata atcgatgcct ctctaccttt taccgcttca aattgcaaat
  3359881 tacattttgt aagagaatca atctcttcct ctgatgatac ggttacatct atcacttgtc
  3359941 gtctcatccc ttgtaaatca tgaatatttt caaccgttac aaggcgccca tctttaataa
  3360001 tcgctactcg gtcacatgta cgctcaatct cagtgaaaat atgtgaagac ataagaatcg
  3360061 tttttcccct ttgcttttcc tctactatta aatctataaa cacttgctgc ataagcggat
  3360121 cgagtcctga agtcggttca tctaaaatta acacttccgg atcgtgcata aatgcagcaa
  3360181 caattcctac tttttgtttc attcctttag acattttgcg aattggtgtt ttcacatcaa
  3360241 attgcagacg ttctattagt tcatctcgtc ttttcgtatc ctttagccca cgcattcctt
  3360301 gcattaactt cagaaattct aatccgttca ttccttcaat aaaagaaatt tcacctggca
  3360361 aataaccaac ttccctttga attttcgctg cttcattcca acaatccaat ccaaaaattg
  3360421 aagattttcc agatgtcggt tttataaatc ccattaaatt acgaatcgtc gttgatttac
  3360481 ctgcaccatt cggtcctaag taaccgaaca cttctccttc ttttacatca aatgtaatat
  3360541 gaaacaagcc ttttccgttc gaaaattgtt ttgtgacatt ttgaactgaa atcataaatc
  3360601 cacctcattt tttgaaatat ttaatgtatg atatttcaaa attattgtac tcctcctctt
  3360661 ccatattcgc aacaactttt tgaaatattt atatgtccat atttcaaaaa tattgtttcc
  3360721 acctatattt tcctgtatat ttttattgag gtgattgtat tgaatggctt tgaaaaagtg
  3360781 aaagaaaaga aaaaacgcgc tattaaagag gcagcttttt tattattttc agaacgtgga
  3360841 tttaatgaag taaaaataga acatatcgca aaagaagcaa acgtttctca agttacaatt
  3360901 tataatcatt ttggaagtaa agatgcgtta tttagagaac ttatacaaga atttatcata
  3360961 tgtgaatttc aatattataa agaacttgct gaagaaaaat tacctttcca tgacatgatg
  3361021 caaaaaatga ttgtacgaaa aatgaatact ggcgggttat ttcaacctga tatgttacta
  3361081 caaatgatgc aaagagacga aattctccga gagtttattt atagttatca aaatgaaaaa
  3361141 atactgccat ggtatttaga aatattagaa cgagcgcagc gcaataatga aattaatcct
  3361201 catcttacta aagaaatgat gttactttac attcaaatgt ttactaaatt aggtgatgat
  3361261 ttcggggcac agcttcttga aggagatcgt gaaaaacata ttcaagatat tgtcactatg
  3361321 tttttctatg gtctttctgt tccacaaaaa taaaaagaca cgaaactcgt gtctttttat
  3361381 tttataaata tgattctacc tgtttcacta ctttcaaccg ctaattgaat caacttaatt
  3361441 acttctaaac cttcttgcgc tgttacaggt ggtttctcac catttacaat actatccctt
  3361501 acccttttat aatacatgtc ataacagcca acttctgttg gaatacgtac taactcttct
  3361561 tctgtttcta cagtagcaaa attagcttca gtatctactc cgtaaccgtt atcccctggc
  3361621 ttcattccat tttttaattg ttcttcctgt gaatccatac catatttcac gatagaacct
  3361681 ttatccccat gcattgtaaa gtgtggacct gcctttttca cataactgct actacgtaaa
  3361741 atgacacgtt taactccgta atgaagtact atgtggaaat aatcatccac ctctgcacct
  3361801 gggcgttgtt tgattatatc tgcacgtatc gcgtctggtt tcccaaataa tgataatgct
  3361861 tggtcaatta aatgcgagcc taagtcatat aatatacctg atcctggtaa gttcttttct
  3361921 ctccagcgat cacgtacatg tggacggaag cgatcaaaat gcgcttcata tgcgtataga
  3361981 ttccctattc tatcctcttc taataatttc tttatcgtta agaaatcatt atcaaaacgg
  3362041 cgattatgat atacacttaa taccacatta tgtttctttg ctaatgaaat aagctcttcc
  3362101 ccttcttcaa ttgaaacaac aaatggtttt tctacaacaa catgcttacc gtttaatatt
  3362161 gcttctttta catatggaaa atgagttgta tttggtgaag taatgaccac taagtcaata
  3362221 tcagctcgct ttaccaattc atcaattgta ctcacgacgg taacattcgg taatgtttct
  3362281 tttactacct cttcttttga agataataca gcacgaatat cgtattcttc tattgtttgt
  3362341 aataatggga tgtgaaatgt tgtactagaa aatccaaacc ctacaatccc tacacctatt
  3362401 tttttcatgt tgcccctcca tttatcccgc tatttgtggg cagtaagacc cccactgatt
  3362461 aaagttccac ttcatgagaa cgatttcatt cagttattat aacaagatta ttatttttta
  3362521 cataataaat tgcttagaaa aaagcatctt gccattattc atggcaagat gcttttttta
  3362581 ttccggtcgt tttttcgtcc acgtttcaat aacttcacca gtatcgttaa catctagcac
  3362641 taaactaccg ttactatacc tgtccttatt tcgatacgct ttcggatcaa tttcttctac
  3362701 gatatgtttc tctgtcttca tgtaaactag ttcatcgtct cgaacgattt caataccgac
  3362761 aatgcggtat ggattacgtt ttaattcttt gaaaataaca agacctcgct tcgccctcgt
  3362821 tgatttctca atttctgatg cttttaggcg ctttacagca ccgcgctgcg ttacgagaat
  3362881 aagttgatct ttatcagcat ttaatggttt accagaagca acatagtcat cttcttttaa
  3362941 attaattgct ttcacaccag cggctcttac accgactgga cttacttcat cttcatggaa
  3363001 aataagtgca tatgcaccgt gtgtagcaag aacgatatca ctcgttccat ctgtcgcaaa
  3363061 tatatcaaca acttcatcat cttttttcaa gtttacagca acaaatgctc ttgagtaacg
  3363121 ctgtacttta tattggttta attctgtttt cttaatcata ccgttctttg ttacaaatac
  3363181 gataaatcgc ttttcttcct caaagttcgg tacgacagtt gcccaaatga tggtttcatc
  3363241 ccgatcgagt gaaacgatat tagcaacgtg ctgtcctaaa tctttccaac gaatatctgg
  3363301 catttcgtat actggcagat atatatagtt tcctttattc gtaaataaga ggactgtctc
  3363361 tgtcgtattc gtatcgaatc gttcaagtaa gatgtcaccc tctttcatac cgaagtcttt
  3363421 gccatttgag gcattatgtg agcgccatcc agtacgtttc acatatcctt ctttcgttac
  3363481 agtaacgatg acatcttctt gtgggatcat cacttctaca tcgattttaa tttcctcgat
  3363541 ttgatcttca ataatcgcgc gtcgatcatc actatatgtt ttcttaactc tctttaaatc
  3363601 tgttttaatg acttgaagta atcttttttc actttgtaaa attgcctgta gctcaataat
  3363661 tttcttatta agctcatctg cctcttgttg tagcgctgta atatctgtat tcgttaaacg
  3363721 atataattgc aaggatacaa ttgcttccgc ttgcgcttct gtaaaaccaa atttcgcact
  3363781 taaattatct tttgcattac gcttatcttt tgaagcacga atcgtttcaa taacttggtc
  3363841 taaaatcgat aatgctttct ttaaaccttc tacaatatgt tgacgatttt ctgcctttcg
  3363901 taattcatat tgtgaacgtc tcgtaacaac ttctttttga tggccaatat atgcatctaa
  3363961 aattttcggt aatgtcataa gcgttggacg acgattatta atcgctacca tattaaagtt
  3364021 atatggaatt tgtaaatctg tatttttata taaataattt aaaatacctt cagaatttgc
  3364081 ttcttttttt aattctacga caatgcgaag acctgtacga tctgtctcat cacgtacttc
  3364141 agcaatgcca tctaattttt tatctagacg taactcatcc attttcttaa caaggtttgc
  3364201 tttatttact tcgtatggaa tttcagtaat tacgatttgc tgtttcccgc cacgaaccgt
  3364261 ttcaacctct gctttcccgc gaataataat tttaccttta cctgtttcat acgccttttt
  3364321 aataccatca atcccttgaa taataccacc tgttgggaaa tctggtcctt tcataactgt
  3364381 taataaatca tcaacagtac tattcggttt atcaatacgc atcattgtag cgtcaataac
  3364441 ttctccaaga tgatgcggag gaatttctgt tgcataaccc gcggaaattc ctgtagatcc
  3364501 gttcactaat aagttcggga acgctgctgg taaaacaacc ggttcttcac tcgtatcatc
  3364561 aaaattagat acgaattcta ctgtttcttt atcaagatca cgtaataact cagatgcaat
  3364621 tggtgataat cgggcttccg tataacgcat tgctgctgcc ggatccccgt caacactacc
  3364681 attattacca tgcatctcaa ctaaaacatt acgtactttc caagtttgac ttaaacgtac
  3364741 catcgcttca tatacagagg aatcaccgtg cgggtgatag ttaccaataa cgttaccgac
  3364801 tgttttagcc gacttacgga acgctttatc atgtacgttt ccttctacat acatagaata
  3364861 taaaatacgt ctttgtactg gttttaagcc gtcacgcgca tctggaagtg cgcgatcttg
  3364921 aataatatat ttactataac gtgcaaagcg gtcacctaac acgtcttcaa gcgggaggtc
  3364981 atgaaacttc tctgcttgca tgttattcca cctccgtctc cataatcatt tcattttcta
  3365041 aaatatttcc ttcttcttgc ataccgaact gtacattacg ctcaatccat ttacggcgcg
  3365101 gttctacttt atcgcccatt aatgttgtta cgcggcgctc tgctcttgct gcatcatcaa
  3365161 ttttcacgcg aattaatgta cgtgtttcag gattcatcgt tgtttcccat aattgatccg
  3365221 cattcatttc gccaagtcct ttgtaacgct gtaacatgta accttttcca acttttttcg
  3365281 ttacactatc taactcttca tctgaccatg catattcaat tacttcactt ttcccttttc
  3365341 ctttacttac tttgtataaa ggtggaagtg cgataaacac tttaccagct tcgataagtg
  3365401 gtttcatata tctgtagaag aatgttaata acaatacttg aatatgcgct ccgtctgtat
  3365461 cggcatcggt catgattaca actttatcgt agttaatgtc ttccacatca aattcattgc
  3365521 ctacgccgcc gccaattgca taaatgattg tattaatctc ttcatttttg aaaatatcag
  3365581 caagctttgc tttttctgta ttaattactt taccacgtaa cggtaatacc gcttggaaac
  3365641 gtcgatctcg cccttgtttc gcagaaccac cggcagagtc accctctact aggtacagtt
  3365701 catttttctg cgggttacgt gattgtgcgg gtgttaactt accacttaat gtaccttctg
  3365761 atttcttttt ctttttacca gtacgcgctt cctctctcgc tttacgagcg gcttcacgtg
  3365821 cttgcgctgc tttaattgct tttctcacaa gaagtgtagc tacgtccggg ttttcttcta
  3365881 aaaagtaagc taaatgctct gatacaatgg catcaattga agaacgagct tcacttgtac
  3365941 ctagtttccc cttcgtttgt ccttcaaact gaagtacttc ttctggtaca cgtacagaaa
  3366001 cgatagctgc tacaccttca cgaatatctg taccttctaa gtttttatct ttttctttta
  3366061 atagtgctac tttgcgagca tactcattaa acacacgtgt catcgccgtt ttaaatccag
  3366121 cttcatgtgt tccaccatct tttgtacgta cattatttac aaacgaaaga atattttctg
  3366181 agtagccatc gttaaattga aatgctaatt ctgcttcaat cccattttgt tcaccagtga
  3366241 agtatacaac tgggtgaatt gaatcttttt cttcgtttaa ataggaaacg aaagcttcaa
  3366301 ttcctgtttc ataatgaaag acatcttcta aatcatttct ttcatctttt attgagattt
  3366361 tcatcccttt taataagaat gcagattcgc gtaatctctc acataatgtt tcataattgt
  3366421 aatttgttgt actgaaaatc gttgtatctg gtttgaaatg cattgttgta ccagattctt
  3366481 tcgtctttcc gattttctca agcgtcgtta caggaacacc gccattttca aagcgttgtt
  3366541 cataaatatt tccgtcacgc ttaatcgtta cgactaacca ttcagataag gcgtttacaa
  3366601 ctgatgcccc aacaccgtgt aaaccaccac tcgttttgta accaccttga ccaaacttac
  3366661 caccggcatg aagtacagtt aaaataactt ctggtgtagg ttttccaagc ttatgcattc
  3366721 ccgtaggcat tcctcgccct ttatctataa cgctaatact attatcttta tgtattacga
  3366781 cagaaatttc gtcgccaaat cccgctaacg cttcatcaac ggagttatct actatttcgt
  3366841 atactaaatg atgcaatcca cggctgtccg tgctcccgat atacataccc gggcgttttc
  3366901 gaacggcttc aagtccttct aacacttgaa tcgcatcttc attatattgg aactgatgct
  3366961 tcgccaaact ccttgcccct ttcctaatcc aaaatcagaa catatgtttc tattatagaa
  3367021 taacgcctcg actatagttt tggcaagtta tcttatctct tttatatacc attttcaata
  3367081 gaaaaatcct tgttttttca caaggattcc tctaggctac tatttcagaa aaataatcgt
  3367141 ttgtcaacga gaaatggata tgtattccaa gattacacat tccaaacctt tattatgatc
  3367201 caaatgatca atatccaaaa cgggattaca agtaacaatc cccaaaaaca gcctttaaaa
  3367261 aatctcatga tgaacacctc gttcatcggc cctacttatt atcatgaggg ctgaagcaat
  3367321 ctttctaact ttacagtcta cactattttg tcatcgcatg ttctactttt atacaacgat
  3367381 ccattattac agtatagtct ttttctttta aaagtttgta tgtatcttca tcttgtactc
  3367441 ctaattgtgc ccaaaaaaca tctgcatcaa tctctacaaa ttcttttgca acatccatta
  3367501 aaaattctga acggcggaat acatttacaa tgtcaacatg ttccttaata tcctttagtg
  3367561 aagcaattgc cttttctcca agcacctcat ctactgttgg gttaactgga ataatgcggt
  3367621 atccagcatc ttgcattgct tttgaaacca tatacgatgt acgttctggc ttatctgata
  3367681 atccaacaac tgcaattgtt ttgcttttct ttaacacttc accaatttcc gtacgagttg
  3367741 ggttttcaat tgtcataatt aatccctcct attcctttag tatagccgat aaagaaagtc
  3367801 tctttcaata tgaaagagac tttcttttat tccgattatt gattctttgt agctgagtta
  3367861 tctgctaaag tagctgtttt cgtcattttt tgaccgttac ggtagaatgt aacttccact
  3367921 ttctcgccta cttttttctt ctcatataaa tatttacgga attgaagtga gttttctact
  3367981 ttttgattat ctaatgctac tacaatatca tattgctcta aaccagcttt ttctgcaggt
  3368041 gatattgggt aaattttacc taatacaaca ccgtttgtta cttcttttgg cactttcaat
  3368101 tgatttactg cataagcttg cacatcttct aatgaaacga cacctactcc aagagctgga
  3368161 cgtttcacta ctccgtcttt ttcaagtgat tcaataactg gttttgcgat attaattgga
  3368221 atagcaaatc caattccttc aacttcttgt tgtgcaattt tacttgaatt aatcccaatt
  3368281 atttctccgt tttggttaaa taacgcacca ccactgttcc cagggttaat tgctgcatct
  3368341 gtttgaataa cttgagcatt ccaatctgca cgcttatcgc catcgatatc tactggaatt
  3368401 tcacgttctt tactactaat aataccttcc gttacacttc cgtcaaatcc taatgggtta
  3368461 ccgattgcaa ttgctttttc acccgcacgg attttactag aatcacctaa agtggcaact
  3368521 ttattaacat tagcaccatc aatttcaaca acagctaaat ctaaccaagg gtctttccct
  3368581 acaagctttg catctacctt cttgccatca ctcagtttta cagcaagttt atttgcacca
  3368641 tctactacat gattgttcgt tacaatatat gctttatttc ctgccttttt ataaataaca
  3368701 cctgatcctg aaccagcttg ttgctcttga cctgtcggtt gcattgcaaa tggatcaatg
  3368761 ctttgttgca tgttaataac acctacaaca acatctttcg cgccttcaat cataccaggt
  3368821 aaatccgttt cattttttgc tttattgaca acaggaacta cagtaccttc aacttttgaa
  3368881 tctgaactaa aagatgatac agtcgctcca ttattttgag cccatggcat atatggtgcc
  3368941 gcaaaactaa ttgaaacagc cccaactaca gctccgacta aacctgtgaa aaaatagcct
  3369001 tttttactgc ccgattttct cacttctctc gtttcactat gctcttcatt taaatttggt
  3369061 ccgtcgtaat atcccatgtt tacttcccct ctctggtgaa ttcgtatttt cagtatagtc
  3369121 acgttttgtg tccttcttgt gaactcatcg tgaaatccaa ttaaaaaaat acgcttattt
  3369181 aacattgtag acaaaaaaag cattttttgt acattctacc tgcaaaagag gatataaaat
  3369241 tgttattttc ctagagtgaa gcacacaata cgttccgagt tattcttcaa atttataacc
  3369301 aacacgaata acagtaccga tatgctttgc tttatctcct agcttatttc gtagtttttt
  3369361 aatatgagta tcaaccgttc gatcatcgcc gtaatagtca tatccccata actgatctaa
  3369421 taaatgttga cgtgacaaca caattccttt gttctccatt aaataaacga gaagttcaaa
  3369481 ttctttatgt gtcaatataa tttcttctcc atctactaaa acagttctag atagacgatt
  3369541 cacttctatt ccagctaaag acatagcatt ttcttctgct actcctacca cgccatccgc
  3369601 acgtttcaat aacgtcttcg cgcgagctac taacactttc gggctgaaag gtttcgttac
  3369661 atattcatct gcacctaatt caaatcctaa taatgtatca tcctcatccg aacgtgctgt
  3369721 tagcataata attggtactg ctgattcttt tctaattcgt ctacaaacag accatccatc
  3369781 tatttccggt aacataatat ctaacataat taaatcaatt tcatgctctg caaataattc
  3369841 tagcgctttt tttccgtctt ctgcttcgat tacttcaaag ccttcattac gaaaataatc
  3369901 actaacaatt tcacgtaatc ttctttcatc ttcaacaagt aatactgttt tattcataat
  3369961 aatctatccc gcctttttac tctttcaatc gaataatacg ttgattggag cttccgcgaa
  3370021 atggaagtgt taaatctttt ttcccgattt caaatcttcc atcgactaaa acatccccat
  3370081 aatgtaacaa ctctatcata tcattatttt gagaactctg tatctcttct aacgtataac
  3370141 ctgtatacat ccataaattt ttttcaaatc ttttacagct tttgctactt ttttcacttc
  3370201 agcagcttgg aaaaatggat ctccacctga aaatgttaca tcagttaatg gattacttgc
  3370261 aatctctttc acaatttctt ctactgtcat ttcagttcca ttacaaatat tccacgattt
  3370321 cggattatgg caaccgaaac aacgatgcgg acagcccgca aaaaacacga ctgtccgcaa
  3370381 cccttctcca tctactacac tatcatgaat aatgttcatc actttcattt atgtttcacc
  3370441 cgatccatct cttcactacg tttcgcacta ttccacttcg acatatctcc tacaagataa
  3370501 cctgttatac ggcgaattct ttctatatta gcctcatctt catttccgca gctcggacat
  3370561 tcatttccaa taaccccgtg ataactacag cacttacaac ggtcaacagg atgattaatt
  3370621 gaaccgtatc caacgccatg ttctgccatc gcttgcacaa tttgttttaa tgcctttttg
  3370681 ttatgcattg ctgctccatc tagttcaata tacgtaatat gtcccccgtt acatagagcg
  3370741 tggaacgggc cttctaaacg aattttattt atcgcttgca tgttataata aactggaata
  3370801 tggaatgaat tcgtatagta attatgattt gttataccgc taatcacgcc aaattcttct
  3370861 ctatcttttt tcacaaactt ccctgataat ccttctgctg gagttgcaat taccgagaaa
  3370921 ttcagttcat gttcttctgt cgctttatcc attctatccc tcataaagga aataatttca
  3370981 tacccgagtt tccatgattc ttcatcttct ccatgatgct ttcctgttaa agctactaaa
  3371041 cactccgcaa ggccgataaa accaagactt aacgtccctt gctttaaaat ggatgctaca
  3371101 gaatcttcag gctgtaactt ttctccaccg cgccatacac cttgtgaata taaaaatcgg
  3371161 aaatctcttg ctcgcttcgt acattgatac tcaaatcgct ctaataattg cttaattcct
  3371221 aaatctaaat aataatttaa cgcttcataa aacgcttctt ttgaaccact aattaatgct
  3371281 aatttgacta aattaataga tgtaaatgat aaattccctc ttccaatcgc cgtttcttct
  3371341 ccatgtatgt tcgacataac acgagtacga catcccatgt aacatacttc actttccggt
  3371401 cgtccatcat aatgcacagc attaaatggc gcatctaaaa atgaaaagtt agggaataat
  3371461 cgttcagccg ttgtctctaa cgctaattca aataaatcat agttcggatc acttccttca
  3371521 aagttcacac cttttttcat tttaaaaatt tgaataggaa aaattggtgt ttccccttta
  3371581 ccaagaccag cttgtgttgc ttttaaaagt tgtttaatta aaagtcttcc ttctttcgat
  3371641 gtgtctgttc cataattaat agaaataaac ggtacttgtc ctccgccccg actatgcata
  3371701 ctatttgaat tatgaatgaa agcttcacaa gcctgatacg tatcattttc tgtttctttc
  3371761 cacgcaaatt cttctatttg ttctttcgta agcggatatg actgtaatcg tttcttatgt
  3371821 ctctctactg tttttctcac atatggagct aaatcaacat caaagagtgc aaacgattga
  3371881 ccaccgtgct gcatattttg attcgcttga aaaataatag atgaaagagc taatgcactt
  3371941 ttaatgtctt gcggttgtct catatgtcca tgtccggtat gaaaaccgtt cgcaagcatt
  3372001 tgcgctaacg gaatttgtga acaagtcgtc gttcctgtcg cataaaaatc taaatcatgt
  3372061 ggatataata tattttcatt tatcgctttt ttcacttgat ctgacaataa tttttccaca
  3372121 gcataatatt tcgcactctc agatgcgaac gttcccatta cgcccatcgg agagcggcca
  3372181 tctacatttg cattttcttg cattaaatct tgttcattgc cgtggacaat cgtctcaaac
  3372241 actctcatta atccttctcc acgtgtattt ttttgtaaca tttataaccc tccaccaata
  3372301 tgttgttgtc ttttgattaa aatgttacta catatagtct tattgtttct gtgagaaatg
  3372361 taacattcct gtgaaatttt ttgcacgaaa taatgaattt ttcatttaca aaaaagaaat
  3372421 gtgctcttta caaatgtatg gtacaatata cgggaaaaac tctttttacc ctttatcaac
  3372481 acatttgaat aaaggagact gaacttatgg ttactacata tcttttattt atcgttgcct
  3372541 acttacttgg ctccattcca tttgcactag tcgttggaaa gattggttat ggaattgaca
  3372601 ttcgtgagca tggaagcggt aatttaggcg gaacaaatac attccgcaca ttagggaaaa
  3372661 aagcaggttt taccgttaca attgctgaca ttttaaaagg gacattagca acaagtctac
  3372721 caatggtttt cggattagat attcacccac tatggttcgg gttagcggct gttcttggac
  3372781 atgtctatcc aatcttcgcg aaattccgtg gtggtaaagc agttgcaact tctgctgggg
  3372841 tgctattatg ctattcacca gttgtttttg caatattagc tgttgtattt ttcacccttt
  3372901 tatttacaac aagatacgta tcactttctt ctatggtaac agcagttgtt gctgttattg
  3372961 catccattgt taccggggat aaaatcttca ttattgcgat gtgtttatta gcaggtatgg
  3373021 ttatttataa acaccgtgca aatattggac gaattataaa taaaactgaa ccaaaagcga
  3373081 acttttcaaa aaagcaaaaa taagatcgta acccacataa cgcaaaaaga aaacgtgaag
  3373141 catattaata gcgtcttttt gcgttatttt ttatactaaa gaaaaagcaa cataatttgg
  3373201 aggaactata catgaatctt tccgtaacaa aagaagcagc acaatggtat aaaaacgaat
  3373261 taaacttaca atcaggtgaa acactacgct ttttcgtaca atacggtggt tgcagtactg
  3373321 tgcaaaaagg actttcttta ggtattcgta aagatgatcc tgcacaccct actgttcaaa
  3373381 ttcaagaaga agatattaac ttctttattg aaagcgatga tgagtggttc ttcgatggac
  3373441 ataatttagt tgttacattt aacgatggtg atgatttccc gcaatttaat tatgaaaaat
  3373501 aaaaaaacgt ggcttctgcc acgctttttt attttttctt gatttcctca tatttcgcat
  3373561 accactctgg atagaacttt ttaaatgata cagggcggaa tccttctttt tttgcacaaa
  3373621 tattcgttgt acttgcagta atacaaagtt cgccatcacc attataaatt tcatatccat
  3373681 atacaacgcg aagcgggctc actgtatcaa cccacgtctt tacaattgct ttttccccgt
  3373741 aacgcatcgc tttacgataa gaaatttgca aatctaaaac aggagaaata attccttcct
  3373801 tctccatttc aacatatgaa aaccctaaat cttgtataag tttcgtgcga cctaattcaa
  3373861 gccacactaa atagtttgaa tggtaaacaa cacccatttg atctgtttcc gcatagcgga
  3373921 tttcaacttc atgttctgct acaaacatat gtattcgcct tctttcactt ctgctacctt
  3373981 gcatacattt aatcataata cagcggaatc aaaaataaaa taaaaacagt gaatctttta
  3374041 ccgaaaggag caagcatatg attcaaattg taacggttcg tagcggtgat agcgtatata
  3374101 gcttggcatc aaaatatgga tcaacacctg acgagatagt aaaagacaac ggactaaatc
  3374161 cagctgaaac actcgttgtt ggtcaggcac taattgtgaa tacgaaagga aataattact
  3374221 atgtacagcc tggcgatagc ttatatcgaa tctctcaaac atacaacgtt cctctcgcta
  3374281 gtttagctaa agtgaataac ttatctttaa aatccattct ccatgttgga cagcaattat
  3374341 atataccgaa agggacgaaa cgagcagtag aatccatcgc ttatttacaa ccttcaacta
  3374401 tccccattaa agaaagttta gttaatgcta cacgtgctat taatccattt ttaacatatt
  3374461 tagcctactt cagtttcgag gcaaaaagag atggtacgtt aaaagaacca actgaaacag
  3374521 ctaaaattgc taatattgca acgcaaggca acaccattcc tatgctcgtt attacgaaca
  3374581 tcgaaaatgg aaatttcagt gccgatctga catcagttat tttacgggac gcaacaattc
  3374641 aaaacaaatt tattacaaac attttgcaaa cagctgagaa gtacggtatg cgagacattc
  3374701 attttgattt tgagagcgtg gcacctgaag atcgcgaagc gtataatcgt tttttacgaa
  3374761 atgtgaaaac acgcttacct agcgggtaca cattaagtac aacacttgta ccgaaaacaa
  3374821 gttcaaatca aaagggaaaa tttttcgaaa ctcacgatta taaagcacaa ggtcaaattg
  3374881 ttgatttcgt cgtcattatg acatacgact ggggttggca gggcggcccg ccgatggcta
  3374941 tttctcctat cggtcctgta aaagaagtac ttcaatacgc aaaatctcaa atgcctccgc
  3375001 aaaaaattat gatgggacaa aatttatacg gattcgattg gaaacttcca ttcaaagaag
  3375061 gaaatccgcc tgcaaaagca attagctctg tcgcagctgt tgcactagct cgtaaataca
  3375121 atgttccgat ccgctatgat ttcacagcac aggctcctca ttttaattat ttcgatgaaa
  3375181 atggtgtaca acacgaagtt tggtttgaag attcacggtc tgttcaaagt aagtttaatt
  3375241 taatgaaaga acaaggtata ggtggtatta gttattggaa gattggttta ccattcccgc
  3375301 aaaattggcg tttacttgtt gaaaacttta cgattacgaa aaagggctga caaaagtcag
  3375361 ccctttttgt acattctgtt aagattcatc tttgatttca ctttttaatg agtcaatact
  3375421 ttctaaacgt ctttgatttt ttgcttcaat agcagaacgg tctttttcat tagaaagctc
  3375481 cgctgtttct tttgcttcat taaagttatc aattgtattt tgcaccattt cttgtaactt
  3375541 ttcagcgtta tcacttcgat tatctggatt tggcatgtac tttcctccta atattgtata
  3375601 tacacaccat cttaaattac ctatcttccc tcaaatttat acataaaaaa ggagaataca
  3375661 atattctcct tttctttaac cgttatcaac aatcggttgt ttacccgttt ggtcttgcat
  3375721 ttgcttccct ttattgccac cagctttttt tgattgtgtt ccaatatgat tcggtgcaaa
  3375781 gtcttttgaa ttctttttcg gattacccat tactatcgcc tccttaacac tagtatcgta
  3375841 ctagtgttaa gaattattca gcttgcttaa aaagtttcat ttcataacgt ttttcaatac
  3375901 gctcttcaat acgatcgatt gcatcacgat cgcttaataa ttgttgttta ttttctttca
  3375961 caagttcgtc aaatgatttg cgacgacttc ttctcatgct gttcaccctc tctccttctc
  3376021 attcttacta tacatagtat gagcaaagga aaaactcttt aatcagattt gcaagaaaat
  3376081 tttatgtttt aatactccta aaaaaactcc gtgtacaata aaacgtacac ggagtttttc
  3376141 ataccataat atttaaatac tcttttaact tttcatctgc attcatttca ctttgtttat
  3376201 aatcatgcag cgcttgcagt acgaaatcat actgttctaa aatataactt tctaatttca
  3376261 ggacgtcctc taagcaatta agcataattc tcgtgttacc aacttcactt tttaacgccg
  3376321 gttcacaggc taaactcgta catatttctt tcacatcatc ttctaatatg tctgttaata
  3376381 cgtatttctt tcgccctttt acctttaatc tcataactgg ataaaaagct tttatatcta
  3376441 aatagcttcc tacattcatg caacgaatcc attcaatatc acgtttattt cgtacaagta
  3376501 tctcttttac cgcttcatat actgctgtct catcaagtac ttctgtattc gatttccttt
  3376561 tcgcctcttc ttcaatagag gcacattttt gataaactgc tgcacacgta atacaatcat
  3376621 caaatgcatt atgagaactc aaacgaattc caagcattcg ctttaacgtt tcaagtttat
  3376681 gattaggagc gtgcttcata tatttcttcg ctaaaaatac agtatcaatc actttatttt
  3376741 tcggttccgg taaaccaagc atattcacat tacttttcaa aaagcgcata tcaaaagatg
  3376801 cattatgagc gacaattaca tttgtatgta aaaatgctaa aaataaaggt aacacttctt
  3376861 caatcgtcgg tgcatccgaa acacgataat ttgtaatacc tgttaaactc attattcggt
  3376921 ccgggattgg acgcttcgga ttcacatagg aaacaaattg atctactagt tcatgattac
  3376981 gatatttcac tgccgccact tgaatgattt tatcattata agggttaaat cctgttgttt
  3377041 caaagtcaat tacaacataa tctaacggta aggatatatt ccccacttga acccctcctt
  3377101 tatctctaaa cgtttatatt tcttttatca taacatgctg ctatcactac gtgaaaaaga
  3377161 aaaggcagaa atggctactt tccacctcta ccttttcgcc tttattttaa tttagcaatt
  3377221 cgtttctcca tctctttttg cgtcatcggt ccaatgaact tatcttgaat aacacctttc
  3377281 gtatctataa aatacgaagt tgggatcgta atgactttat aggctgttgt tacatcaatg
  3377341 ttcttgtcca ataagatagg aaatgtaatt cctttttcct tcgcaaaatt acttaccttt
  3377401 tctactcctc cacctttttc ggaaggcgta taatttattg ctaaaatttc tacgttatct
  3377461 ttatgttttt tatagaaagc ttccatatcc ggcatttctt gctggcaagg tccacaccac
  3377521 gttgcccaaa agtttaaaat cacctttttt cctttcaaat ccgataactt tatattcgtt
  3377581 ccatctaact tcgttaattc aaagtctggc gcactctttc ctatttcaat accgttactt
  3377641 gcaatcattt ctttcatagc agcttcactt ttttcttgct ctccttgggc cgcctgatcg
  3377701 cttttaccaa actgttcata agctgcatat cccgctaaac aaagtaacac tacaataatc
  3377761 gtaagcttcc gccacatttt atatcaccct aacgtgtttg tcttgtaaca tattcaccaa
  3377821 aatgctatat accttatttt agcttatacg gacaagcttg gaaatattca cagtcgaaat
  3377881 aattagaata ttctcatttg aagtgtggtt ttttcctttt catcatataa ttagaaaaac
  3377941 aaatgaagta ttgtttttct aattatgggc ccattcacct ttttactttc gtagttatac
  3378001 aaacttcaac aaaaggggga ttttttatga attcattcga aaaaataaca ttatatattc
  3378061 ttagttttct tttataccca atcggtatta ttacatggat catttcactc tttagtaacg
  3378121 atcttgagaa aaagaaagta gggcgtattt gtctctatgt ttctctagtc tcattcgtcc
  3378181 ttttcttaat tcttggaatt acaactttcc ttatgactgc tacctttaac gttgatctga
  3378241 atcattcaga atctatcgag tatcaaataa atgacgctga ataaagataa gagcaatgct
  3378301 cttatcttta ttcacatctc ttaaaaaatg aatgactatt tattaatttt tcaggacttc
  3378361 cacatgctac aatacttcct tctttcatga taacaacgcg atctgctagt attactttct
  3378421 ctacatcatg tgttgccaca attctcgtga cctcacttcc tagttcttct atcatattcc
  3378481 aaacaaattc ttgattgttc ggatctaatc ccgcggtcgg ttcatctaaa ataataagat
  3378541 gaggatttga aacaattgct cgcaataacg caaggcgttt tctttctccc cctgaaaact
  3378601 cttcaccgct tttatgtagt acagtttgaa gaccttcagg taacccccta ataatcggcg
  3378661 ttacattgac aagttcagca tttttttcta actcgttttc tagcctctct tccccaaaat
  3378721 acatattctc ttttactgtc acccgaaaga aacgaggttc ttgccacact gtagtcaatt
  3378781 gagcctcatt tccataataa gtaatgctac cgttagatgg tttatacaaa cctgtcatta
  3378841 attttaaaag cgttgttttt cctacaccac tttcccccac gattataatg agttcaccag
  3378901 gttgaatttg caaatcaata ttataaattc tgcatttctc ttcatcattt tcctgaaatg
  3378961 agacatttgt tattgtcatc cccatcgctc tttctacatt actatttgct actcgtttat
  3379021 ctaaaaagga aaacactcta cttgccgaag caactgcaac ttgtgacatc attaataaat
  3379081 ctcccacata acggacaggg aaaaagagca tctctattgt cgctaaaact gcaacaagtg
  3379141 aaccaacttc catttcgccc tgcattattt tttgcgcacc gataataaga acaacgatat
  3379201 atgctcctgt ttcaatcact gttccaacta ccccaatgca gtgctgcatc atcgtcttct
  3379261 ttacttccga tttataagat tgtgccgtta ctcccttaaa taagcgaatg gcccactttt
  3379321 ctttttgtaa actacgtaaa tcttgtgctc cttttacaaa ctgtgacatc atctctacaa
  3379381 cagttgattg atttttttga gcaatactgg caatatttct tacctttttc cctaaaagca
  3379441 ttggaaccat tgcacttaaa aataaaaatg gagttaccca caatataaac tgtatatcta
  3379501 tatgttgtag tgctatgatc gcaccgataa attgcgcaat ggcgtgtata tattctatta
  3379561 atatagaatc atataacctg acccagttcg gaatatcaga tacgactaac gtttctagct
  3379621 ctccttgttt gattttctca ctctcttcaa acggtaatag gaaaaaatgg cgcaatacat
  3379681 ctatacgctt ctctcgtaat attcgctggc tcgcttttga gcttacataa tcaaatgaaa
  3379741 gattgttcac ccacatcaat aagcgggtaa ctgtaaacaa agtaatgtaa aaatacgctt
  3379801 ccttcagctc tcgttgaatt aggttatcta caattagtcc catgaatagt ggacgggata
  3379861 gatttaaaat agctgcaaaa atcccactgc atacagctgc tattactaat attttttctt
  3379921 tctgtaacgg taacaaaatt cttttatatt ctttcatagt attccctcca tttttatagt
  3379981 aaaaagaaag ggatgaaacc atttggtttc atccctttcc ataaaataag gaagctaaca
  3380041 gttgttagct tccttatcat tcatttcaat tgtttagttc gacactttag actcttcaat
  3380101 tttctcacga agaaccattt gcagaatacc accgtgacgg tagtagtcaa tttcaacttc
  3380161 actatcgaaa cgagctacta cttcaaattg tttttcgttg ccatctagat cagttgcaac
  3380221 tacttttaca agatcgcgcg gtctaactgt tttgtcaatt tgaatttcaa atgactcgtt
  3380281 accaacgaga cctaatgttt cagcgctttc gccatcttta aattgaagtg gtaatacgcc
  3380341 cattaacact aagttactgc ggtgaatacg ctcgaagctt tctgcgatta ctgctttaat
  3380401 acctaataag tttgtacctt ttgcagccca gtcacgagaa cttcccatac cgtaatcttt
  3380461 accagcaaca actaaaaggc ctgtgccatc ttctttatat ttcatagcag catcatagat
  3380521 agatgttact tcaccagttg gccagtatgt tgtatatccg ccttctgttc ctggtgcgat
  3380581 ttggttttta atacggatgt tcgcgaatgt accacgcatc ataacttcat ggttaccacg
  3380641 acgagaaccg taagagttaa agtcaactgg ttgtacgccg ttttctaata agtagcgtcc
  3380701 agctggtgtg tgcttaccga ttgaacctgc tggtgaaatg tggtctgtcg ttacagagtc
  3380761 accaaattta ccaactacgc gtaagcccga taacgtttca acttcacctg gctctttaga
  3380821 taaaccttca aagaatggtg ggttttgaat gtatgttgaa tcattatccc aagtatataa
  3380881 agcttcgttt gaagtttgga tttcattcca acgctcattg ctgttaaata cttgtgcata
  3380941 ttctttcttg aacagttcag atgtaacaac actttggact acatcttcaa tttctttagc
  3381001 tgatggccaa atgtcattga agtaaacagc attgccattt gcatctttac cgatttcatc
  3381061 atttttcagg tcaatatcaa cagtacctgc aagtgcataa gccacaacaa gtggtggtga
  3381121 tgctaagtag ttcgctttta caagcgggtg aatacgacct tcaaagttac ggttaccaga
  3381181 taaaacagat gttactaata aatcgtttgc tgcgattgct tcttctaatt ccggtgctaa
  3381241 tggaccagag ttaccgatac aagtcgtaca gccgtaacca actgtttgga aacctaattg
  3381301 gtctaaatat gttgttaaac ctgatttatc taagtattca gtaacaactt tagatcctgg
  3381361 tgctaatgat gtttttacgt actcaggtac tttaagtcct ttttcaattg ctttcttcgc
  3381421 aactaaacct gccccaatta atacgtatgg gtttgatgta tttgtacagc ttgtaattgc
  3381481 agcgattgca attgcacctg ttttcatcgt tacttcttta tcttctaatg taaccttcac
  3381541 ttctttatcg aactcttgct cattaaatcc aagtccttgt gttccaactg gtgctacaac
  3381601 agctttgtgg aacgcatctt tcatatctga aagtggaatt aaatcttgtg ggcgtttcgg
  3381661 tccagaaagg ttagattcga ttgtatttaa atcaatttca acaagatcag tgtaaattgg
  3381721 atctttgctg tctgctgtat agaataggcc gttcgcttta cagtattctt caacaacgcg
  3381781 aatttgttct tcatctctac ctgttaaacg caagtattct aatgaaattt cgtcgattgg
  3381841 gaagaatcca caagttgcgc cgtattctgg cgccatattt gaaattgtcg cacggtcagc
  3381901 taaaggcatg ctctttaagc cattaccgaa gaactcaacg aatttaccaa ccacaccttt
  3381961 ttgacgtaat acttgtgtta cttttaatgc aacgtcagtt gctgtagtac cgcttggaag
  3382021 tgtacccgtt aatttcacac cgattacttc aggtactggg aagtatgaag gctgtccaag
  3382081 cattcctgct tctgcttcaa taccaccaac gccccatcca agaacgccga taccgttaat
  3382141 cattgttgta tgtgagtctg ttccaactaa tgaatctggg tatgcaacta agtcaccttc
  3382201 agcatttttc acagcgtgaa caactggtgc taaatattca aggtttactt ggtgtacaat
  3382261 acctgtagct ggtggaactg cacggtagtt atcaaatgat ttttgtgccc agcttaaaaa
  3382321 tttataacgt tcttcattac gtttaaactc taagtccatg ttgaaggcaa gcgcgtctgc
  3382381 cgtacccgct ctatcaacct gtacagagtg atcaattaca aggtctacag taatttccgg
  3382441 attaatttta tcaggatccc cacccatgtc tgccattgct ttacgaagcg aagccaaatc
  3382501 aacaacagct ggaacaccag tgaaatcttg taaaattaca cgagatggtt taaatggaac
  3382561 atcgatatct tgcacatctt tcgttcccca tttcgctaaa tttgtaacat gctcttctgt
  3382621 gattacacgt ccgtctactt gacgaagtac tgattcaagt aaaactttca cggaatatgg
  3382681 taattgagat acgttgccaa cccctgcatt ttcaagcgct ttcaaatcat aataatgata
  3382741 cgtttttcca tctacttcaa aagttgcacg tgattgaaat ggattatgtt tgaccattat
  3382801 gtttcccccc tgttaaacgt gactaagttg tctgaatata aaatgtagac aaacttttca
  3382861 ataccttacg ataatatctt attacaactt tctaaataag taaataataa gaaacttata
  3382921 gattatcata agttttcttt atgtttctaa atttgaatag ctttcatgct ccttatgaat
  3382981 actattacca taaagtaaag tgctctatta acgctttact tacagttcat acatactatg
  3383041 aactgctcat cattcaactt acaaaaaaag ttatagaggt gaaataaaat gggtaaaaga
  3383101 aaagcaaatc atactatttc aggaatgaat gcggcatctg cacaaggaca aggtgctggt
  3383161 tataacgaag agtttgcaaa tgaaaactta actcctgcag aacgacaaaa taataagaaa
  3383221 cgcaaaaaga accagtaacg aaaaatccca aaaggagcat tcaccttttg ggattttttc
  3383281 taatgtttat aacgtaataa ttccgaaacc gttacaaatc gatagccctg ctttttcagt
  3383341 tcaggtaaaa tttttgctag cgctgctact gtttgactac gattatttcc tccatcatgt
  3383401 aacaatacaa tatcgccact tttagcattt ttcaatacat gatttacaat ggattcaacc
  3383461 cctggatttg cccaatcacg tggatcttga tgccacgacc atagaacagt ttgataacca
  3383521 gcttctttcg ctgttttaaa tacagcatcg ttaatatatc cgccaggtgg acggaatagt
  3383581 aaaggttctt tcacccattt tttgaaaaat ttctttccat ctaaaatatc gttttctaat
  3383641 ttttcatctg aagaattact cgcatacaaa tggttcatcg tatgatttcc aatttcatgt
  3383701 ccttctttta acacttgttt cactaaatat ggattacgct gaactcgaaa tccgatcata
  3383761 aaaaatgtcg cttctgcttt atattgacgt aataaattta aaatttgtgg tgtataagtt
  3383821 ggatctggtc catcatcaaa tgtaatggca ataatctttt cattattagg tacttcccat
  3383881 gttacatagc cagttggttc tagctctttt ctgagcaaca ttttcgcttc cactttttca
  3383941 acttgaaata tatgtactgc gcataataaa gaaaaaacga atagaaaaat tttctgtctt
  3384001 aacataacat ttattaaagt aataaggttg tcgaatacac aacaacctca tttacttttc
  3384061 taattgatct acatgttgca taatattttg aagattattt tcgtattgct caagttgtgg
  3384121 gcgttgtgtt tccgaagcta cttctagtgc attttgaatc tgttcatacg cttcctgaac
  3384181 ctcttggcgt aattctttta aatcatgacc gtagtttgga tcgtttttca caatgttgtt
  3384241 aaatgcattt tctgcttgtg taactccttg ctgagctgct tgaaacgctt gttgtttatc
  3384301 tttatgatat ggcattatac aatccccttt ccataatagt tagtcccatt tatctttacc
  3384361 tttttttcta aaaacattct cgtataaatt cgcaaacttc tctcattcta aagagaaaga
  3384421 ggaggtgtca catacaatgg gaaaaaacaa tcgtgaagcg aaagaaaaaa aggacaacct
  3384481 gaaccattaa gcggatctca taaagtaaaa aaccgtaacc attcacgcca aaagaatcat
  3384541 gcgcatcatg atatgtaaaa caaaaagtgc acactagcta ctttttccac atacaatgtt
  3384601 tatatttttc catttattct tcacccctac ttcattcatg cataacatag tatgaattga
  3384661 gattttacgg agggtgtctt acatgggcaa gaaaaagaag gattgtcttt ttcatgttga
  3384721 tggttttgaa gaatggatgg atcaattttg ttctgattct tgtagtaact ttagtttccc
  3384781 aaatcaaatt catattgatc tttgtgaaac tgaacaagaa tacattttgg aaacagatgt
  3384841 accaaatgta actgaacaaa atgtagttat taaaaagatg gagacaggcc taaacatttg
  3384901 catacttcat aaaaatattt ctttgcagcg gaacattcct ttacccacta ctattattta
  3384961 taagaagatg ctagcctgct tagagaatgg atttttagcc attcatattt ccaaaaacga
  3385021 agtagctaat aaacatgaag agaaagttct ttttcaaatt gagaattaaa ataaatacaa
  3385081 agataagccc cagtcgtcta ctggggctta ttttatttcg catgtacttc catattagaa
  3385141 ttcccatcat atcttttttt caataaacct ttcgtaacta acagcactgg aaacgctaca
  3385201 gttgaaaata tagctagcgc tgaaaatact acaaatccat tttggtaccc gtaataatcg
  3385261 agaagtacgc ccccaaacca tggaccaatt aatgctccaa ttcctgaaaa gcccattgct
  3385321 ccaaagtatg ttccttttag atgcgcaaca gctatatcat caataaatac atccgtcatt
  3385381 gaaaacatta atacttctcc gattgtaaaa ataattgtgc aaaaggatct gctttctttc
  3385441 cctttttata cttgagatgt tgttacccga gcagttctcg ttatatccat atctatgcca
  3385501 tatgtaaact gtaattcttt acaaacatct ttaattaaaa ttgcaacatt atacttctca
  3385561 ttaaattgta aaacgatgtt ttctacttct tcatatgtat acttatattc ccctgtaatg
  3385621 acacttttta aatcaaagca ttcatttata caaagttgca caagtagctg gtcatatttt
  3385681 tctattacat cttctttctt ccacagtacc tcttttacat ataaccgatc aaacttcacg
  3385741 ctttctcgat tacaatccgt taaaatccgg gtcatttcat ttaattctcg atacaattca
  3385801 gaaatatttt tgcttaaact aagcagttta tctacgccgt tttcatataa catattcatt
  3385861 ccacccccgc attttcttcc tcttattata gcaagaaaat tctaaaaata gtttctttct
  3385921 tctgaaatat taggaaacga atttcgattg ctttacaatg aaactagcga acacgaaagg
  3385981 ggaaagaaaa ttggagcaaa aattatatta cactgacgct tataagcaag actttactac
  3386041 aaaagttata aagcaagatt atgataaaga cggtaactta tacgttattt taaacgaaac
  3386101 ggtattttac ccaacaggtg gcgggcaacc ccatgatact ggaactttaa atggcattgc
  3386161 tgtacttggt gttgaagaag tcgacgaaga aatccgccac ttcattgcag aacaattaca
  3386221 tacagaagaa gtagaaggta aaattaattg ggagcgccgt tttgatcata tgcaacaaca
  3386281 tgcggctcag cacattttat ctgctgcttt ttgggattac tttaacatac ctacgattgg
  3386341 attccatctt ggtaaagaaa cggtaacaat tgatttagaa acagaaaatt tacatgcaga
  3386401 aacggttgaa aaagcagtac aaattgcgaa caaaattgtt tttgaaaatc atccaattct
  3386461 tattaaatgg atgaacttag aagaagcgaa aacattacca cttcgcaaag aaccgactat
  3386521 gacagaaaat atacgcgttg ttatgatcga aaactttgat tataacggct gtggcggaac
  3386581 acacccgaaa cgtacaggtg aagtagggcc tattcaagta ctaggatggg aacgtaataa
  3386641 aggcggcata cgattaacat ttatcgctgg ttggcgcaca cttaaattaa tgggacaaca
  3386701 gcaacaaatt atgaaggatg tttctaaaca attaaacagt agcgaagctg atattccagc
  3386761 aaaagtagca caacttctta cttctcaaaa agaaaataaa aaagcaatgc aaacaatgac
  3386821 tgaaaaatta ttatatacag aggcaaacga actacttcaa caacctacca aaatacatgc
  3386881 tggcatactt atttctaaag tgtttacaaa tcgttctatg caagaaatcg caaagctatc
  3386941 cgctattatt acagaacaac aagagcatgc cattacatat ttcgttattg aaaacgagga
  3387001 caaattacaa tgcatcctcg cttgtggaaa aacagtcaca ctcgatatga atgctctttt
  3387061 aaaagaggca cttcctacaa ttgaaggaaa aggtggcgga aataaaaaga gtgctcgcgg
  3387121 cggtgggaaa gcgatgatga gcggggatga gtttttaaat caacttattt cttctttaca
  3387181 gtcagcagtc taaaacctgt ttatgaagga tagctaacgg ctatccttcc actatattta
  3387241 taggcctata tttcgtttta acccttgata actccctgca tttagaaaac cttcacttat
  3387301 aagagagata aaagtttccg aaaaaccata ctgacttaaa tctttaatcg gtatcatttg
  3387361 cacatcataa atcggattat aatcaaactc gttagaaggt agcgtaattt caccttcaat
  3387421 cctttcaagc aaaaacgtta tatgtaataa agacgggcgt gcatctggtt tatcacaaac
  3387481 atagagtagc ttctgaatat taacttctaa ccctgtctct tctctcattt ctcgaatcat
  3387541 tgcttcctct aacgtttcgc cattctctac tcttcctcca ggtaaagacc aattccgatt
  3387601 agcaactttt tgctttacta gcaatacttt ttcatcttca attaaaattc cagtaacacg
  3387661 aacttgcatt acattttcca tatacaatct cctctttcta ttaaatttac aaataaatcc
  3387721 ttccacaaaa ggaacgtatg ttttataatt aaagaaaatt atggaagaaa gaagttgtta
  3387781 cattcatgcg tccatcttta acaaagtcta tatcacttga agatttccaa aactattatt
  3387841 ggttaaaagc agaacttcaa acattttgtc gtaagaatgg tttaccagct agtggctcta
  3387901 agattgaaat aaccgagcgt atctcacatt atttacatac tggtaaaata ttaaaaaaca
  3387961 gctctggtcc aaaagcgagt aaaacttctc tctcttataa agacctttct cttcaaactg
  3388021 ttatcactga aaatcaccgc tgtagcgaag aggttcgggc ctttttcaaa gaaaaaattg
  3388081 gagcaaactt ccgctttaca gtagctcttc aaaaattttt caaagagaat attggaaaaa
  3388141 catatgaaga cgcggtagct ttttggcatg aagaaaacga acgaaaaaaa gaccctacat
  3388201 acaaaacaac gatcagtgca caatttgaat acaatcgctt tactcgtgac tttttcgaag
  3388261 atccaaataa taaaggaaaa tcaaaagctg atgctatcgc tgcttggaat gaaataaaag
  3388321 caaaacctgg tagcaatgct tatgttcctc agaaagtaga aaactagttc ctttctagtc
  3388381 ttctactttc tcaaataata gtgcaagacc taccccgccc cctattccta acgttgcgat
  3388441 tccatatttc atacgctctc gtttcgcctg ataaaacaag cgcgttacaa gcatagcccc
  3388501 agatgcaccg tacggatgac caagcgcaat tgccccacca tttacattta attttccgaa
  3388561 aggaatttgt aactcctttg cacaagctac aacttttgag gcaaatgctt catttatttc
  3388621 aaaataatcg atgtcctcta ctttcatatt cctttcgttt aataatttgt tcaccgcaaa
  3388681 tatcggacca gtccccggaa ggttaggatc cactccaact acagcactac gaacgaaacg
  3388741 aagtacaggc ttgtatccta attttcgggc ttgtccctct tccattacaa gaacggcaca
  3388801 tgctccatca tttacaccgc acgaattacc tgccgttact gtaccattgt gtaaaaatgc
  3388861 aggttttgtt cttttaatga ttcgttcata attcatttct ggcttaatgg attcatctag
  3388921 caatccatta aaagacaata tttcctcatg tatatatcct tttgctaatg cttgcagtgt
  3388981 tcgtttataa ctgaggcatg catactcgtc ttgcatttct ctcgtgatgt tataactttc
  3389041 tgcaacatac tcagccgcta ctcccatatt aggatcgcca attgtttctg gtgaaaatcg
  3389101 cgccctattt tgaaaaggtg acgtacttgt actctctact cctccggcga tataacactt
  3389161 accgcccccg ccttgaatga aatgacatgc ggtgcgaatc gcttccaatc cggcaccaca
  3389221 ttgtcggtca atcgttacac ccggaatatg atgaccaagc cctgcttcta aagcagataa
  3389281 tctcgcaaca ttccctcctg gcccaacaac attccctaat atgacatcgt ctatcgctct
  3389341 ctccattcct ttacttaaaa atgtaagaag cggtgctgct aattgctgaa cttcatagtc
  3389401 ttttaacatc ccattcttct taccaatagg tgtccttttc gcttctacaa taactgctct
  3389461 attcatatat tttctcctga ttttcaatga tactctttgc ttccatacga gcgattttcc
  3389521 cgctatttgt atacggtatt tcatctacaa aataccattc tttcggtatt ttaaaagagg
  3389581 ataatctttg taagcaaaaa cgctttaatt gttgcctcgt agcacttcct tttacaatcg
  3389641 cgacaggttt ttcaccccag taactatctt ccacaccaat tacaactatt tcatcaacag
  3389701 ctggatgttc atgtaatacg ctttctattt cttctgggaa aatattaatt cctccaaata
  3389761 aaatcatatt cttctctcta ccgataatat aaataaatcc ttcttcatct tcataaccta
  3389821 catctcgcac tgtcatccag ccatctgcat tcaactcccg tgctaaaaca ccatctatta
  3389881 tgtatcccat aaaaaactga tcacttttca cataaacagt tcctatctca cctttctgta
  3389941 cttcttttcc tgcctcatta catactcgaa cttgcacatt gtgacaaggt ttccctactg
  3390001 aatttggcct tctttcgctc tcttcatcaa ctaatgctgt tacaaaactc agttccgatg
  3390061 caccataaaa ttcatatctt ttcgcataag gaaagatatt ctttattttt tctttcgctc
  3390121 cagcttccca tttcgcccct gacgaaataa ttttcatttt attttctatc actctatttt
  3390181 ctttatatgg agattcaagc attgtcggaa ctgtatacat aactgatata ttttcagttt
  3390241 ctaactgatc taatacttga tttggaatga actttctcat aatgtgaacc gtttgtccta
  3390301 catataatgc gcttattgcc ccgtataaga aaagagaatg aacaagcgtc ccagctatta
  3390361 aaatcgaatc ctctcttttc atatgaaaat catgtacatt acaatcaaaa ctatgaagcc
  3390421 acgattgttg cgcacgtaaa aacgcttttg cttttccagt cgatcctgat gtgaatccca
  3390481 tataaaaagg agcattttgt acattttcta tagggaaata tgtaggaaga tatttctcaa
  3390541 tcatcctttt ccactcatca atttcaatta ctcttccttc ttcattcggt aaatcattta
  3390601 acttatatct ctctgtcaca atcatatccg gattactaat tgcaattctt tctttgagct
  3390661 catcttgttt ccactttata tctagtggca cacaaaccca tccggccata gcagcacccg
  3390721 cgaatagttg taaaaactct atacgatttt ctaatacaat cgctatcgtt ttattcttcg
  3390781 attctttttc attcaaccat tttgctactt tatacactga ctcaaaccac tctttatatg
  3390841 ttaaaactcg atcattttcc tttattgcta ttttattcgg ttgtaaagag gcatgttttt
  3390901 tatattcttt tgttattccc atatgagatg tcctttcttt acaaaatact aaaaagaaac
  3390961 acgcaataaa cgtgtttctt ctctttctta tcccgcattt gtatatttcc cattctttag
  3391021 agcaggcgta ataatatgtt tcaatgaacg atgtaatttc gttacaagaa tcgctgcaat
  3391081 aatagctttt atgcaatctc ctggtaaaaa cacagcactc actttcatcg tctcccacac
  3391141 ggaaacaccc attaagaaag cttgtacagt aataccaaat acataaacta cgaaaatacc
  3391201 accaattata ttaatgcata atacttttat aatagaaact tcacgtagat gctcaattaa
  3391261 gtaaccaatg acaaatgctc caacgatata accaagtaaa tatcctgcac ttggcccaac
  3391321 aaatacgcca aagccaccac gtccaccagc aagtaatggc gctccaactc ctacaataag
  3391381 taaaaaaata agctggctta atgcaccaag acgtgatcct aacaatccac cagcaagcat
  3391441 aacaccaagt gattgtaatg taattggaac tggtgtaata gaaagagcaa ttggaggtat
  3391501 taaccctaac actcccataa tagaactaaa taaagcgacg aaaactaagt tttttgtatt
  3391561 catatttact tctcctattt gtaaacttaa aatggttttt aggtaacata ttataggaga
  3391621 tatattatct ttctatttag cttttgtcaa ctcgttttct ttattagttt acaaatataa
  3391681 attcaattat ttttctttat gcaaatgctc gagttctttc cgaagcgcct gctttaaaaa
  3391741 cttcccaaca gatgttttcg gtatttcttc cataaataca atatcgtctg gtaaccacca
  3391801 ctttgcaaac tgtggtttta aaaactcata tatctcttct tttgttactg tactattttt
  3391861 cttttgaacg acacacgcaa ctggtcgctc ttgccactgc ggatgaggaa cggcaacgac
  3391921 agccgcttca aatatagcat catgtgccat taacgcattt tcaaggtcaa cagaggaaat
  3391981 ccactcgcct ccgcttttaa tcacatcttt cgtgcggtcg acaattttta cgcaaccttc
  3392041 ctcatcgact gtgacaacat ctcctgtata taaccatcca tcgcgaaagc cttcaacagt
  3392101 acgatcatcg ttataatagc tttcagcgat ccatggcgct cgtaaacata gttctcccat
  3392161 ctccgtacta tcccacttca cttcaccatt tgtaccgact actttcatct ctacaccagg
  3392221 aacaagatac ccttgttttg atcgaatttc taattgctct tcatacgata attctgtttc
  3392281 ataacttttt aaacgtgcaa gtgttacgag tgggcttgtt tcggtcatac catatgcatg
  3392341 gatgaacgga acattatgtt tctgttcaaa tgctttaata acactcttcg gtgcagctgc
  3392401 accaccgcat agtattctcg tcatactaga taaatcgtaa ctattatttt ctaactcttg
  3392461 taatacacca agccaaattg tcggcacacc agcagctaac gtcacttttt cagcttgaat
  3392521 catttctaat aaaattttcg gcgtaaacat cggtcctgga agcacttgtt ttgatccaaa
  3392581 ccaagtagct gcgaaaggta gtccccaagc attcacatgg aacatcggta caatagccat
  3392641 tgccgcatca ctttccgata aagcagctgt atctgctaaa ccgagtgcca tacaatgcag
  3392701 tacagtacta cgatgcgtat atacaacacc ttttggattt cctgtagtcg ctgacgtata
  3392761 acacatacca gcaggtgtat tttcatcaat atcttttacg aattggaaat ttggatcgcc
  3392821 ttcttctaat agtttttcat aatgatatat aggttctagc gtagtatttg gaatttcatc
  3392881 tttatcagtc ataataatgt aagcttgtac agttgataat tgtgattgaa tattttcaat
  3392941 gagtggtacg agatcttcat caataagtag aattcgatct tctgcatgct gaataatgta
  3393001 tgaaatatgt tgaggagata aacgaatatt aattgtgtgc aaaacggaag caataccagg
  3393061 aatagcaaaa tacgcttcca catgtcgatg atgattccac gctaacgttc ctatacgctc
  3393121 gccttcttta attcctaatt tttttaacgc actggaaagc cttctcgttc tttcacctaa
  3393181 ctgcttatac gttaatgtcg taactgtgtc atgtgtccgt gaaacaattt ctttcttcga
  3393241 aaacagtttt tctgctcttt ccatcataga actaattgtt agcggtacat tcatcatcat
  3393301 attggttata tcccccttta aaacgttttc atttttcgtt tattataaca gacttctaca
  3393361 aataattacg acatttttct gtattttctg aattatttct ttggaaataa ttcagaaaat
  3393421 actaagagaa gatctactaa aattccttct tacgatatat aaataatgaa ataacaaaag
  3393481 aaaagatata tatgataacg ccaaatatcg tatatagaat ggaaacgtat aaagatgaat
  3393541 ttaaatttga tattggaaat tgttctatta gatagccaat tacactttgt aatccaaaat
  3393601 aagtaacaag tcccccgcat gcgcctccta ttataacaat taaaggtaat tattgttata
  3393661 aaaaacaaaa actcccttat ttatttaaag gagttttcga tatgaaatat tccaagaagg
  3393721 gctaattttt ctttctcgta ctcattcaca atttcttcta tacatttttg tacgttgtgc
  3393781 aacgattaat aagcatccca cacagtatat gttgtcatct ctttatataa ggcatattca
  3393841 tatatatgta aaatattact cctattaact tccttaataa aaacactttt caataatcat
  3393901 aacggcttct gcttaaactt ttcatagtgt cgtactttta ataaaaggac attcccgcaa
  3393961 tttgtacaaa tataggcatc tactggtgaa gatgtgaaca tcgtctcctt tttccgtatt
  3394021 tgtgcataac cgacaaactc accttctcct atgttatgag aaccacaatt agagcatgtc
  3394081 tgcacatttt tctgtttcat gagagcacca cctttaatct gtttctactc ccttcgacaa
  3394141 tccacttcca tttcccttcc aaaaaacttc taattctctt acatttcaac aggaatctta
  3394201 gaacataaag cgtatatgta ctatgaaata tatttaatga cgggggaatt ttatgagtaa
  3394261 tattgtaaca cttaatacag caagtgaaat tgaaaacgca gaaatacata tgttttcttc
  3394321 tagattagtg ctactacaag caataagtgg aaatccaatg caagtacaaa tgaaaaagtt
  3394381 cgggagtgcc actgcctttt catcaaaaat aattgctggt cctgctttta atacagtaaa
  3394441 aggcgttacc tttacaaata cagatgagat agatgcgatt atctcttatt atcaatcact
  3394501 acaaattcct tgccgttttg aaattacacc agcgcaaggt acagctgaat tatttcaata
  3394561 cttatctgaa aaaggatttt accaatctag cttccatacc gctttatata gtaaaccaaa
  3394621 agaagatcca tctcttcttc cttctaacat ttcagtacgc aaactaaaag aaaatgagtt
  3394681 tgatattttt gctgacatat atgtacgtgg ttttaacatg ccatccttta caaaagatgg
  3394741 cgtgcgccaa aataacgaaa ttctttacaa taaaccagga tggcattttt tcatagctga
  3394801 aattcaaaac actcctgcta gtataggagt tctctatata aataaaggtg tcgcttcatt
  3394861 agctgcttct gctactttgt cagaatttca gcgtaaaggc tgtcatactg cattaattca
  3394921 aaagcgaatt gagacagcta ttgaatccaa ttgtcattta atagtcggac aagcaaggtt
  3394981 cggtagcggc agtcaaaata atatggaacg tgcccatatg aaaatcgctt atacgaaatc
  3395041 aatatggact gcaaaagaca tgtaattaac atttttctct tctcattaca attttatcta
  3395101 ttttatgaca atctcttttt caacctattc atccatttga atattcaaac taaatttgtt
  3395161 acgctattac tagatacatc attcaacttg caatatgaaa agcgaattct aatcaaacta
  3395221 caaggaggag aaatgtatga ctaaacatga tcatggttta aaagaaaaag tagaaggtgc
  3395281 aattgataaa gtaaaaggtg aagtaaaaga agttgtcggg aaagtaactg acaataaaaa
  3395341 attacaagct gaaggaaaat gggataaagt aaaaggcact gctaaagata ctgtcggtaa
  3395401 tgtaaaagaa aaagttcatg aatataaaga acataaagag aataaataaa agaacgaaaa
  3395461 tgtatggttg tgcaagtagt aagtgactag gtctgaaaaa agagaatttg ccccataaaa
  3395521 tcattttaaa acgacaaata gatgcctcaa ggcatctatt tgtctataaa caactatttt
  3395581 aattatataa tcactctgat ctttccttac taaccttttc taacataatg cctttgctac
  3395641 atacagtaaa ggcttacttt gtgaaatttg gttttaggtc acctgtattc ggttcatgct
  3395701 caacaaagat ttttatatct tttccattcg catctttccc cattcttgta tacgtaaatt
  3395761 tctctttatt taattctgta agttcaagaa ctgcaccgta tttattattt cctaacgaaa
  3395821 cgtgggctct tattttatta tcatgtacaa catcaaagaa accatagtct ccacgacttt
  3395881 ctcctgtatt cacattaaaa aactcatatt tatttgtatt tttatcatat tttgctagac
  3395941 tgattaagtt tgaattgtat tttgttacat tattaccttg ttcatctaat accaccgttc
  3396001 cattccatag tgtactagat aatattttat ctccatcaac atccgtaact attttacccg
  3396061 tcgagctctc taaattttta tcaggtcgcg tgaaagatag ctctttttct tgataaggaa
  3396121 tatgttcaac aaatacttct acatcgttcc tttttgcatc tttccccatt cttttatatg
  3396181 taaatttctc tttatctaat tgcgttaatt caacaactgc ttggtaattt tgcgtctcag
  3396241 aaattagtac tcttttcttt ccatcattag ttataaaaaa ggtaccgcta tcattacgac
  3396301 tctctcctgt acttgcatta aaaaattcat accttgccgt tttagcatca tactttgcaa
  3396361 gcccgatgaa attctgattt tctttcgtta catcattatg atctttgtca tagacttttg
  3396421 tcccttgcca atttgtttca ccaagtatgc tagctaatag ttgccctttc gtttcttgag
  3396481 ttttctcagt ttcttgtatt gcattgtata aaaattgtgc atactgttca cgcgtcacat
  3396541 ccatatttgg agcaaaattc cctccgccta ctccttttgc aatattattt gtttgaacag
  3396601 cactaatggc attgcttgcc catgagttcg ttgaaacgtc attaaaagta tgattactct
  3396661 ttgcctttaa atgaaaagca tttgtaagaa cttgtgccat ttctgcacgt gttaaggatg
  3396721 ccttcggtct aaagttcccg tgctcgtcac ccttaaaaac gcccatttct gttaaagaca
  3396781 agatttcctt tatatagctt gtcgactctt cacttacgtc cccatatgga ttctcataat
  3396841 ttttctcttc tgccaaatta aaataacgat acagtaaagc tgcaacttgt tcgcgtgtca
  3396901 cattatctcc aaaaccaaat ctcccatcat catatccgaa aacgattttc tcatctgtta
  3396961 attgctgaat cgcctcatat gcccagtgcc cctttggaac atctttaaat acaccagtat
  3397021 gattcgtttg tggtgtaatc tcttctgctt ttacttctcc atttttttca gttaatagaa
  3397081 ctccacctag aactgctgat atgatacatg tttttaaaat tgttttattc atagttttcc
  3397141 aatcccttcc ttcatttaac aaataattac accacttttc ttccaaaaga agactctatg
  3397201 tgagcaattc atgttttaaa ttttcattac agctaattgg atacaaagtg ttacacctcc
  3397261 aaagtttttt cgtagtatcc atagctgcta tatataggaa ttataaataa caactataaa
  3397321 ttgcccataa acaaattatt aaaaaaagat aaaattaaga taatatattt ttaatctcaa
  3397381 tctttttata aaaaaacgtt ccttttggca aaaagatggt ttgaaattaa atgttcattc
  3397441 catttttttg tttatgttat tatgataaaa gaaagaatat ttcgaaataa caaacctgaa
  3397501 tttggacaga aatgaggaaa aaaattgaat attgagcaac aattatatga tgtggtgaaa
  3397561 cagttaattg aacaaagata tccaaacgat tggggtgggg ccgcagcgat tcgtgtagaa
  3397621 gatggaacaa tttatacaag tgttgctccg gacgtaataa atgcttcaac agaactttgt
  3397681 atggaaacag gtgcaatttt agaagctcat aaatttcaaa agaaagttac acattctatt
  3397741 tgtcttgcaa gagaaaatga gcattctgaa ttaaaggtac tctcgccttg tggtgtatgc
  3397801 caagaacgtt tattttattg gggaccagaa gtacagtgtg cgattacaaa tgctaaacaa
  3397861 gatattattt ttaaaccttt aaaagagttg caaccatatc attggacaga agcatatcat
  3397921 gatgaaatgg taaaagaatg gagtacgaga tagggaaata agttctatta ttttcctgat
  3397981 gacaataaaa aaatgtcacg gcctttttca aataaaacat cggaaaaggc ggtgacataa
  3398041 cacttatttt ataattgacg gaagtttact tcccttcact tttttctaac acatacaaat
  3398101 cttcttcaat attagatagt ttctcggtta caagctttct agcatctcca attgcttgat
  3398161 tgtatgcaaa aggtcctact aatttaatca tttcttctat taaacgttct gcttgaaaac
  3398221 gcccaatttc atctaaatct tcttcaacga aaaattgctg aatttgtgct acaagctctt
  3398281 cttttttatc atttggtatt tttatattca tcatcattta ttactcctct atatttaaga
  3398341 tagtaagttt cttaactcta ccatagaaaa acgattgcca ggacaagttt ttgtaacacc
  3398401 ttctagctcc ctatgaccaa gtacatttcc tttctctata gaaaactgct tcataaacat
  3398461 tttacataaa gaatatactg cattcatttg cgggggagtt ggatcatatt tatcaaaatt
  3398521 acccgtcata catattccaa ttgtatctct attatattct ttcgcatgtg ctccaatatg
  3398581 taaacctcgc ccttcgacta cagttccatc ttcttcaata aaataattgt aaccaatccc
  3398641 gctccaccct cttacttttt gatgaaattc atgtgtttga tacacatccc gtacatcttc
  3398701 agatgtatgg tggataatca gtttatttac tttttctaaa ggaactaatt cgtcttgaaa
  3398761 tgctaaattt acacatttaa tttccatatg aattgcctcc ccttaaaaat caatcattat
  3398821 aattgtctta tcatctggtc ttattctctt ttccccttct aactcttcga taattgctac
  3398881 atattcactt atactattct ttcttatata tgcaacagtt tgttcgagtg gccaatctgg
  3398941 gtgaaataat ccatctgaac aaataaaaat tccgctcact tcatctatat gtaattcacc
  3399001 atgttgtaaa tagtgtatcg cttctttcat tccatttgca acggaatacc caccctgcat
  3399061 agttgcaaga taacgattat attttaactg ttctcgcaca tcttgaaaaa catattcttc
  3399121 tggtacagat aacccttttt tacgatcttc ttctctcttc ttttttgctc gtttactaat
  3399181 tccttcaacc gtgtctttcg ttaatacttg cattgttcca ttttgaagta ttgcgacaat
  3399241 catacagtcc cctaactgtg cgtattcaat tttctcacca tttatttgaa ctgccgcaat
  3399301 acatgtgcac cacaaatgtt ctttttttct cgtatctact ttatatgcta acattttact
  3399361 ttgcaatgct tcgtttgctt tcgcaacagc aacttgtaaa ctatgatttt cacgtaaaga
  3399421 agcaaaataa cttgcaaata aatgtgaagc gatatatgct ccattatgtc ccttttcatc
  3399481 acgaaacggg acgagcggtg ttgcaccatc acatacacca taaatcttat tttcctcatt
  3399541 acaaaaataa gaatcctcac attcttgctt caacgggctt ttctgttgat atgtttttac
  3399601 cttcacaact gtatcccctt tcaaatgata aaatactcaa attcttttga ttaatctaat
  3399661 tttccgaaat aaactgtttt tacccaaaac tttcaatatc atatataatc ttgaaataat
  3399721 atgaattttt tagtgaagga cgggaaagag atggtcagat ttcttggtgt tattattggt
  3399781 tctattatta ttgcgattgc ctttaatctt ttccttatcc cccacaaaat tttaagtagt
  3399841 ggaattggcg gaattgctat tattttaggg attgtaactc ctgtaaacac aggtattatt
  3399901 aactttgtat taaacttacc tatccttatt ttaggataca taggtcttgg aaaaaaagtc
  3399961 atttttaaca cgattgtctc tgttattgta ttatctgttg cattatacta cgttccagtg
  3400021 aaagtcgtcg caacagatcc acttttatca tctatctttg gtggtgtcat tgccggagcc
  3400081 ggtatcggtc ttgtttttaa ctgtaatgga tcaactggtg gtttcgatat tatcggtatg
  3400141 cttttatccc gcaagcgaga cattaaactt ggcggattcc ttattatttt aaatgcggtc
  3400201 gttgtaataa ttgcaggatt cttcttcact tgggatgttg ctcttacaag cttactttcc
  3400261 atttatgtaa ctggtaaagt tatcgatgct attcatacga aacatcgaaa agttacactt
  3400321 atgattgtaa caaatgaagc agaaaaaatg aaaaaacaac ttctttcaac tgttgtacgt
  3400381 ggaattacat tacttgatgg cgaaggtgct tattctagcg aaaagaaacg tgtacttatg
  3400441 acagtcgttt ctcgtgaaga attagcaagc atgaaattaa caatttctga aattgaccct
  3400501 catgcattcg ttaacattac cgaaacggtt gaagtattag gattgtttag aaaaggttaa
  3400561 aaaactaggt ggatttccac ctagttttta ttttccataa attcaattcg atttccgaac
  3400621 ggatctgata cgtaaaatct aattacatct ggacgtgcat ggtcatctat tacttcaata
  3400681 ccttgcttta ttaattcttg tttaaattca tcaattttta aaacataaaa agccggatgc
  3400741 gcccttttag ctggattgaa gttttgctca actccaatat gaatctcttg atttccacac
  3400801 ttaaaccaac atccaccacg cttctttaat tcctctggct tcgggatttc ctccatacct
  3400861 attgtttcac cataaaacgc tcgtgcttct tcttcacacc ctacaggtgc agctacttgt
  3400921 acatgatcga tcccttgaat ataatttctc attttctctc cccctcttct accctaatgt
  3400981 tatacaaaaa acccactttt gtaacttaca aagggtttat aaaacaatat aagctcccct
  3401041 tattaccacc tggcactcac tttgcaaaaa ataaagaaaa caaaatttat tatataactt
  3401101 ccatttttta tagaaataca cgttacatct atattatagt tatgaataga caaatctttt
  3401161 tagatgctat ttgtacggag gaactattat gagtcgtaaa aaatattcat caactcaaaa
  3401221 aaaacgtcat ccgaacattt ctagacgttt gcgaaaccat atacaagatc gttcattaac
  3401281 agaaatgtac gcatccctgt tcgaacacaa tcctgatagt attatttcat taaatttaga
  3401341 aggagttatt ctacatataa atccttctgc cgaaaaaata ttaggttaca cttctttaga
  3401401 attagaacag aaaaatatta cctctatttt agaagcccat atttctgagc aagtattaca
  3401461 aaatataaag aatacggaaa cggataatca acaagagtat attttatcta tttgtcataa
  3401521 aaatggattc ttattagacg tcgtgacaaa actagttcct atttttgtcc aaaatcgtct
  3401581 tactggcgta tatgccatta tgaagccgct tgaaaaatca gaaagaattg agaatatgct
  3401641 aaaagaaagt gagaagagat tacgtacatt agtgaactct atgcctgcgt ttgttatatt
  3401701 taaagatcat gaaggacgct ggcttgaggc aaatgactac gcactttctt gtttcaattt
  3401761 ccatcatgta ccttaccgtg ggaaaaaaga tagtgaactc attcaatata atgaagcgta
  3401821 ccgagaagct tttttacatt gcgaagaagt cgatgaacta gcatggcaac aaagacaaat
  3401881 tcttcatggt gaggaattta ttattcatag agatgattcc gatctaatct taagtatgtc
  3401941 gaaagttcct ctctatcatc ctgacggctc ccgtaaaggt cttatcgtaa tgggaagaga
  3402001 cgttactgag ttaaaagaaa cagaaaagtt attacgaaaa tcagaaaaac tcgcagtagt
  3402061 cggacaactg acagctggaa ttgcccatga aattcgaaat ccactcactt ctctaaaagg
  3402121 ttttctaaca ttgctactcc ctgaaataaa tgaggagcat aaatggtata tcgatgttat
  3402181 gttaagtgaa atttcacaaa tggaatctat tacaagtcaa tttatggcga tgtctaagcc
  3402241 acaagtatta tcaatcaaaa cttgtaacat acaaactttg attgaagagg tagttacatt
  3402301 tattttacca actgctatta tgcatagtgt tcacatcatt atggatcatt ttgattacgc
  3402361 acatgatatt caatgtgacg gtaaccaatt aaaacaggtt tttataaata tattaaaaaa
  3402421 tgcgattgaa gcgatgccaa atggcggaaa tattttcatc caaacaaaac cattagaaga
  3402481 tacctttatt ttaatacgga ttatcgatga aggttgcggt atcccagaag atcgtatctc
  3402541 tcgtctaggc gaaccatttt atagtttaaa agaaaaggga actggactag ggctaatgat
  3402601 gtgttacaaa ataattgaag aacaccatgg taaattacac atttcaagcg aattaaataa
  3402661 aggtacgatc gttgacattc aattaccact ttcttcatca catcttacaa ttcagtctta
  3402721 aataaaaaag aagcatctgc taatgattgc aaatgcttct ttctttattt acttttatag
  3402781 tactgtattt tcataccatt cttttgcttt ttctacttca cccattgtta attgatgacc
  3402841 tctattttcc caatgcattg ttacattagc gtttgcattt tctaatagta ccttcaattc
  3402901 ctctgactct gctgatgaac aaatcgggtc atttgtccca gcagcgataa acacggattt
  3402961 tcctgctaaa ttaggcaatt gtgttcctct tctaggcacc attgggtgat gaagcacagc
  3403021 gccttttaat gcattatcgt aatggaataa taaacttgca gcaatgtttg ctccatttga
  3403081 ataaccgata gctacaatgt tatttctatc aaattcatat gtttttgcag ctccatctaa
  3403141 aaattcattt aattccttcg tacggaaaat caaatcttct tcatcaaaaa tgccttctgc
  3403201 caatcggcgg aaaaaacgtg gcatgccatt ttctaataca tttcccctaa cacttaatac
  3403261 agatgcttct gggtccatta tttctgcaag tggtaataaa tctaattcat tacctcctgt
  3403321 accatgaagc aataacaaca ctggttttga cgtatctttt cctttttgaa aaacatgttt
  3403381 catcataatc cttttcccct ttcaatcact ttaatctaaa tttctcactt caaatggtaa
  3403441 aagcgtttgt tccatctgtt ttctatgttg ttcatattgt tccggtaact ttaattcctc
  3403501 acccatcgtc tctaacgatt catcatgagc gaaaccagga gggtctgttg caatttcaaa
  3403561 taaaatttca ccgtgttctc taaaataaat tgcgttaaaa taatttcggt cttgtacagg
  3403621 agttacgtgg tatccaaaac gggacacgtg ctctttccag tctaactgat cagcatcatc
  3403681 actcgctctc caagcaatat gatggactgt accaacaccc atctggccac gtccaattgt
  3403741 cgataatttc aaatcaataa tatttccaat atcagcagaa gaacggaatc gaacaaattc
  3403801 gccctcttcc ccaattttct caagacccat aacgtgctct aacaattcag cagttttttg
  3403861 aggatgcgct gataaaagaa cagcaccacc aaatccttta attgctactt ctggcgtaac
  3403921 ttccccaaag ctccaattat ttaattcgcc ttcttctctt tctactaatt ctatatgcaa
  3403981 accatgcgga tcatcaaatt ctaagtactg ttctccaaat cgagtcattt ttgtatacga
  3404041 aatatcgaat ttttctaatc tattttccca aaatttcatt gccccttttg gtacaacata
  3404101 agaagtgatt cctacttgac cgtcaccaat aattccttga cgagcacctg cccatgggaa
  3404161 aaacgtaatg attgttccag gctttcctcc ttcattaccg aaataaagat ggtacgtacc
  3404221 tggatcatca aaattcactg tttgtttcac taaacgtaac cctaatacac cggcataaaa
  3404281 atctacattt tcttgtggat gtcctacgat tgctgtaatg tgatgaattc ccattgtttt
  3404341 cttttccatt ttctccactc cttttttaat tcattatgaa aaaatttttt acattaaaat
  3404401 tcattattca ttttgtccat accataaagt aaaatcctta attataattt atctcgggat
  3404461 tgagatatta actgtaaaat tacacacaaa taactaacct aacaaaatta tctcgaattc
  3404521 gagataattc acaaaaaaat atttgttcaa tctgtaaaca taacaaatat ttatttacct
  3404581 cgaacttatt atttattata agttacttac ttttctttgt caataagtta cggatttcat
  3404641 ttaaaatgaa aagaaggtaa acgctattca gcgtttaccc tcttcactaa ttattttgtt
  3404701 tcctcttcca atactgcttc catctcatta aattcacgat gtattgcttt aactggttct
  3404761 ttcgttacta aacttacgat aataacagct aataagctac agaagaatcc aggtaccatc
  3404821 tcatacatac tcgcttttaa acttggaatt tgtacccaag tgataacaac taatgcaccg
  3404881 acaatcatcc cagcaagaac gccccatttg ttcgttctct tccaatataa acttaataaa
  3404941 attgctggtc cgaatgctga tccaaatcct gcccaagcat atccaacaag cgttaaaatt
  3405001 gtatcactcg gatgatacgc taaaacaact gcaatcatcg ctactactaa tactgacagc
  3405061 ctaccgataa atacaagttc tttatcactt gctttacgac ggaaaaatgt tttatagaaa
  3405121 tcttccgtta cagcacttga aataacaagt aattgcgagg aaatactact cataatcgaa
  3405181 gccaaaatag ctgataataa aaatccagta atgtacggat ggaataaaat atttgagaat
  3405241 gttacaaaga ccatttccgg atcttgtaat gtcgcattat ttttagcgta ataagcaata
  3405301 ccaactagac cagtaagcat tgcacctata attgaaatcg tcatccaacc gataccaatt
  3405361 ctacgagaag tttttaaatc tttaatagag gtaattgcca taaagcggac aataatatgt
  3405421 ggttgaccaa aatacccaag gccccatgct aaaaatgaaa taataccaag tattgtagtc
  3405481 cctttaaaca tatctaaatg cgatgcatca acttgcttaa ttgtattgaa tgtttctgtt
  3405541 acaccaccga catctgtaaa agctacaatt ggaactaata caagagcaat aaacataata
  3405601 caaccttgca caaagtcggt ccaacttact gctaaaaaac caccgaatag tgtataagca
  3405661 acaacgacac caacagttac aaataaacct attttataat caaggttaaa agaattttca
  3405721 aacaaacgtc cacctgaaac taaaccagct gacgcataaa atgtgaaaaa tactaaaatg
  3405781 acgatagcgg agacaaaacg aagtattttc gtacgatctt taaaccgatt ctctaaaaaa
  3405841 tctggaatcg taattgaatc atttgctact tccgtatatg ttcgtaaacg cggcgcaaga
  3405901 attaaatagt ttgcataagc gcctattaat aaacctatcg cgatccatac actggacaac
  3405961 cctgtcgcat acatcgcacc cggtaatccc ataagcatcc aaccgctcat gtcagaagca
  3406021 ccggctgata aagctgtaac tgctggaccg agtcctcttc cgcctaacat ataatctgat
  3406081 aaatcggatg tcttcttata agaccaatac ccgatataca acatacctgc catataaata
  3406141 gcaagcgaaa ccataatctc aatcttcacc aaatctctcc cttagttaca taagccattc
  3406201 aaaatttcga aaaatgactt tttctatttt cttgttttcg cttatggttc cctaccttac
  3406261 caaacatttt ttgttctttc aagtgaacaa gcactttttc ctatatgtga aaacctttat
  3406321 aaatgccttt atcccagtgg attaccctgt tttcaaaagg aattaaagta aaaatattca
  3406381 gaaaataaaa tacctatttt tttaataaaa ataagccata caaatgtatg acttttaatc
  3406441 tattaaacat agcttactat ttactagtag gaaacaattc tgagagaggg actacccgcc
  3406501 ccatctcatc tttaaataca atatgatctc tctttaaatg acgcgggctc ttcactcccg
  3406561 ccgccgctgc taacgaaaat aaactatatc tcatactaac aatataattc atgactcgcc
  3406621 acttcttctc atacggatct aacgcttttt gataatgtgg attcgtcgtg gccacaccag
  3406681 atggacattg gccagaatta cattgaagcg ccattataca gccgcttgcc atcataaaac
  3406741 cacgcgctga atttacagcg tctgcaccaa ttgctaaagc aattgccact ttatctggtg
  3406801 taattaattt cccagcagca aacactttga atttatcccg aatatcataa tgatttgctg
  3406861 tatcaataaa cgtcaataat gctggaataa gcggcattcc catgctatct gccatcgatt
  3406921 tatacgttgc tcctgatcca ccttctgaac catcaattgt aatgaaatcc ggatagatgt
  3406981 ttaactcttt catcgttttg aataaatttt ccaacggctc ctgttgtcca atcacaattt
  3407041 tcatcccaac tggtttaccg ccgttttctt gcaactgttg aataaaataa agtgtctctg
  3407101 ctgcattatt taaaaatgaa aatcgattcg gtgaattaat tgtctctccc tctcgtacat
  3407161 tccgaacaaa agcaattttc tcgtttactt tttgcccctc taaatgacca ccacgtattt
  3407221 tcgcaccttg cccaaatttc aattcaaatg ctttaatatt actctctttc gctttcccca
  3407281 taaatttctc catcgaaaaa ttaccgtcct catcacgata tccaaataac cctgggccaa
  3407341 tttgtgcaac gatatttgcc cctgtatgta aatgttctgg aataacgcca ccttcgccag
  3407401 tattaatcca cgaaccgcca gccattttcg ctccaaaccc actcgctaaa atataatttt
  3407461 caccaatcga accgtaagaa gttgctgatg ctccaaacat gccatacagt ttccatggat
  3407521 atttacgatt ttcaccgatg ataattgcat cgtcttcttc gtataaccaa agattcgttg
  3407581 tatccgctgt caatttttct ctccgtgaaa ataatccttc tttatgaatt acatactttt
  3407641 tcccttcacg ttctggcgtt acattcacac ttaattcttc tgttaatacc ggaaacaacg
  3407701 tattagcaat ataataaccc gatgcttcaa aatctcgttt cgatccaaaa ccaagtattt
  3407761 cagagcgata cttcgctaaa aacataacac tttgaaagtc gtaacgtgaa aaaggttttc
  3407821 catctgtatc gtgatcaaac caatattgtc ggaattccgg ccctatcttt tccagtaagt
  3407881 agcgcattct tcctaagtat ggatgtagtt ttaaaataga atgatgcgtc cgttttttta
  3407941 taaaaaatgt aataataaaa aagacgatta aaagcaacag taataatagt aatatactaa
  3408001 taataacgag tagcgtttca ctcatctcgc ttccccctat gaaatcccat aataaaagga
  3408061 gaacactccg tgtgttctcc ttttatcttt attcaaatca atgtagcaag atgctctttc
  3408121 gcgtcatatt caactaaact ttcagcactt ttaattcgat gaacaaaatc cggattagca
  3408181 attaaaggtc ttccgaatgc agctacatca attgttcctt cttgcaacgc ttcttcagcc
  3408241 tctttcggat tcaaattacc aaccccaaca atcgcaccat cccaatattt tcttactaat
  3408301 tgatgaaaat tctttccgtc agcaatcact tgcgtataac tcatcgttga agggtgaatc
  3408361 atcgttaatc caacttcttt aaacatattt acgaatgttt caattgccag ttcagggttt
  3408421 tcccacatat aagtaggatt atcaccttta aaagcagaga aacgaagaag tgttttatca
  3408481 gctccaatcg cttctattac agcctcagtt acttctttca taaacgttaa cctttgcttt
  3408541 aagtcgccac catatttatc tgtacgcttg tttacaaact cataagtaaa ttgatcaatt
  3408601 aaatatccgt gtgcaccgtg aatttctact ccatcaaacc cagcttcgat cgcatttttt
  3408661 gcagcttgtg cgtattgacc gataacttct tgtatttctt ctaacgtcat tgcttctggt
  3408721 gtatcgaatg gcttacgaaa acgtggaaca tttccctctg cagcgattgc agacggcgct
  3408781 tgcggcattt gcccaccaat tatttcatga tgactcatac gaccaacatg ccatatttga
  3408841 gcaataattg tcccgccttc tttatgtact gcctctgtaa caggtttcca cgaatcaatt
  3408901 tgttcttgtg tataaatccc cggtactccc ggattccctt ttgctcttgg gctaatgacg
  3408961 attccctctg taataatcaa tccaactcca tcagctgcac gttttctata gtattccact
  3409021 acatcagcac ccactgctcc agtttcattg tctgcaaagc atcttgtcat tggtgccatt
  3409081 gctatacggt tacgaagagg ccaagatcca atttgaatcg aattaaacaa cttcgtttct
  3409141 gcaacgtttt caaaagaccc ccaagcgttt acatttgttc cttcataaat acttgccgat
  3409201 ttcttgtttg aacttgtcat gtttcttccc cctaaaaaaa ttcttactac aatcgcacca
  3409261 tacttacttt tagatagtaa cgtcaattta tacgctttaa ccagaggtta ttcgaatatt
  3409321 aaacaaatgg gatgctataa ataaaaaagg tttcctgagt aggaaacctt ttttatttac
  3409381 catatgtgaa tgtcaattta tttatctctt ttatataaag gatatacaca tataagaaaa
  3409441 tcccttaaca atagaagtga gagcggttca atattcttat gaaaataata acttatatac
  3409501 ctaaaacaat gaaagcccta cctctctttc atccttacgg ctcctcgtcc gtgccagtgt
  3409561 gaatcaggat tgcaaaaatc aagtaattat tttatcgaag tatttaatta aacttcgaac
  3409621 attcgtaaaa gaaatttaaa aaataaaaag cggatttgat tgtagtaata acaaaagagg
  3409681 ttaatgctct aaaagtggtt tgaaagagtt gaatgtcttt gaaatgatta attctctata
  3409741 attatactcc caaaaaattc aagatctttt ttgggatgcc atatattatt tgtaatgaac
  3409801 cttaacaaaa gctttttatt tgattttctg tgataccttc aattaatccc agttcactaa
  3409861 tcaaaaattc atgtgcgtta tctaacattt tcttttcgct tgcattaagt gccttttctt
  3409921 tctgtatacg cattaaatca cgcacaacct cagcaccttc ttgcatttta cccgttttta
  3409981 ttttatcagt gttcactttg tacctttgtt tccatgtaag taatctatct gattctccat
  3410041 gctgaaaaat atctattatg tgtattaatg ccttgatatc tgtaactggt cgtatatttg
  3410101 aattcaatat tttcccttca ggaatcatta tttccatatt actagccgac atttttataa
  3410161 cataatactg ttgtttttcc cctgcgattt ccttctcttc tatggcttta attatacctg
  3410221 ctccttgcat tggataaaca atgttatcgc caatttgaaa caaataatcc acctccatat
  3410281 atggtaacct tctcaagctt aacacaactt taatttttta gcaaaatttt tactttatca
  3410341 taaaattatt ttacacgtca atacttcaaa agcaagaaat taaattcaca caatacacta
  3410401 taaaaaaccg caattttatt aacggttcca cacacattca ttctctttta acataaaaac
  3410461 acatcactac atttgagtag taatgtgttt ttgataaggc ataaataaaa atctactttt
  3410521 ccgtctatat actaacctgc ttactaactg tttccctcgc taaaagaaaa ctcataatca
  3410581 cttgcgctgc tactctactc gtcatatccc taaaatcaag agttggatca atctctacta
  3410641 tatccatccc ttgaacgagc ggttctttac caaggaattc aatcgcatct agtaaagtcg
  3410701 tactatccat tccaccaggc ccaattgctg gacaacctgg cgcaaacgct tggtctagta
  3410761 catccatatc aagagaaatg taaatagaag tcacgccttg ccttcttaat acttcaatac
  3410821 tttccgtcat aatatctttt atttctcgct ctcgtacatc cttcattgta tacactgtca
  3410881 cgccatgttc ttttgcatat tcatggtacg cacgcgcgtt tgaaaaatta cgaataccga
  3410941 tttgaacaag ttgttttcct gtaatgacac cattttctaa taaactacgg aacggcgtac
  3411001 catttgacgg accaccatca tctaaattac gtaaatcatg atgggcatca aattgaataa
  3411061 taccgacctt ccctttactg tttgcaaagc ccgttatact cggaaaacta atcgagtggt
  3411121 caccaccaag aacgattggt atcatgtttg gatttacttt cgttacatga cctactgttt
  3411181 tagcaattcg gttatgactt tcttttatat ctgttacatg cattgtaata tcaccgcaat
  3411241 catatagaac actttctttc atatcgtgtt cttctgtaat tgcgtatgtg ctatatgcat
  3411301 ctaacatcga acgaattgtt tttggtgcaa aacttgctcc tgaatgacta atagacggtt
  3411361 tagaaagggg tgctccaatt aaggcagcac cgaatatttc cacgccttcc tcccaatcct
  3411421 taatcatctc actccatttc gtcacttcac gatcaataaa ctttgcattt ttctttaaat
  3411481 agtggccgtg ctccacgatt gttcacctct tgtatatgcg atattaccat tcttccacac
  3411541 tgtatttaca tgacttacac cgtaatgata cggtacgtaa gcataattgt aagcatccca
  3411601 taaaactaaa tctgccttac gacccactct aattttccca gctacatcgc ctcgattaat
  3411661 agcataagaa gagttaactg ttacagcatt ccaaacttcc tctggtgtca ttttcaattt
  3411721 cagcattgcg atgctcataa taagctgaat gttttcagtt gggcagctgc ctgggttaaa
  3411781 gtctgtggct aaagctaccg caacaccttc atcaatcatt ttacgaccgc gagcaaagct
  3411841 ttctttattt aaatagaagg ttgttcctgg taataaagtg gctactgtat tagagtttgc
  3411901 aagcatttca attcctttat cagaagcacc aactaaatgg tccgctgatg ctgcaccaat
  3411961 ttcagctgct gcttccgcac caccaagagg atcaatttca tccgcatgaa ttttcacatc
  3412021 aaagccaagc tctttcgctt ttaataaaaa ctcttttgat tcttcgacag agaacacacc
  3412081 tgtttcgcag aaaatatcaa cgaattctgc taattgcttc tctttcattt ctggtagtag
  3412141 gtctaacatc cattgtaaaa attcttttga tctacctttg tactccttcg gaactgcatg
  3412201 agcacctaaa aacgttgaca ctaaatcgat tggatgttct ttttgtaatt gtgcagttgc
  3412261 ctctaattgt ttccattccg tctcatcatc taatccataa ccactcttcg cttctacagt
  3412321 tgtaactccg aaagatagca tacggtctaa atggaatttc gctttttgaa caagctcttc
  3412381 tttcgacgct tgtttcgttg catttacagt tgaaagaata cctccgcctt gttctaaaat
  3412441 ttctaagtac ggaactcctt gtaattttag tgcgatttca ttttcgcgag atccaccaaa
  3412501 tacaagatga gtatgcgggt caacaaggcc aggagaaacc atttttccgc cgcaatcaat
  3412561 aacctctttc gcttgtaatc ctttcgcttc ttccgctgtt ccaacgaaag tgattacacc
  3412621 attttcaatt ccaaccgcac cattttcgat aacaggaagc gtgttcatcg cttcccgtct
  3412681 taacaagcca tcttcttgat ccattgttag taattgaccg atattgatta gtaaagtgtc
  3412741 cagcatgttt tctcctcctt atttcatcat tggaatgtta acgccttttt ctttcgcagt
  3412801 ttccacagct aagtcatatc ctgcatcaac gtgacgaaca acacccatac cagggtcaga
  3412861 agttaatacg cgctcaatac gttttgctgc tgcttctgtt ccatctgcaa cgataaccat
  3412921 tcctgcatga agtgaataac ccataccaac gccaccaccg tggtgaacag atacccagct
  3412981 tgcaccgttt acactattaa ttaatgcatt taagattggc cagtcagcta ctgaatcact
  3413041 accgtctttc atcgcttctg tttcacggtt tggagatgct actgatccgc aatctaaatg
  3413101 gtcacgaccg ataacgattg gtgctgataa ttcaccattt gcaaccattt cattaatgat
  3413161 gcggccaaat ttcgcacgct caccgtaacc aagccaacaa atacgtgatg gaaggccttg
  3413221 gaattcaact tgctgacgag ccatacgaat ccagttacat aaatgctcat tatccgcgaa
  3413281 ctcacgtaaa attacttcgt ctgttttata aatatcttct gggtcaccag aaagtgctac
  3413341 ccagcggaat ggtccttttc cttcgcagaa taatggacgg ataaatgctg gaacgaatcc
  3413401 tgggaaatcg aatgcatttt tcaaaccttc atcaaaagca acttggcgaa tgttatttcc
  3413461 gtaatcaaat gtaattgcgc ctttttcttg catagcaagc attgcttcca catgttttgt
  3413521 catgctttct tttgataatt gtacgtagcg ttctggatct tcttcacgaa gttttgctgc
  3413581 ttcttctaac gtgtagccta ctggaatata accgtttaat ggatcatgag cagatgtttg
  3413641 atctgtaacc aagtctggcg taatattgcg cttcactagt tctggtaaaa tttctgccgc
  3413701 atttcctaat aaaccaatag aaatcggttc tttcttctct ttatactcgt tcgcaaccgc
  3413761 taacgcttct tctaatgatt ctgtatacat atcacagtat ctcttttcaa tacgacgatc
  3413821 gatgctgcgc ttatcaacat caatagcaat aacaacaccg ccgttcatcg ttacagcaag
  3413881 aggttgtgca ccacccatac cacctaaacc agcagtaagt gttaatgtgc cttttaatga
  3413941 accaccgaaa tgttgacgcg ccgcttcacc aaacgtttca taagttcctt gtaaaatacc
  3414001 ttgtgttccg atgtaaatcc agctacctgc cgtcatttgt ccgtacatca taagaccttt
  3414061 tttctctagt tcacggaagt gatcccagtt cgcccacttc ggtactaagt ttgagttcgc
  3414121 taaaagaacg cgaggcgcat cttcatgtga tttaaaaata gcaactggtt ttcctgattg
  3414181 aacaagtaaa gtttcatcgc tttctaacgt ttttaatgaa tctacaatcg cctgatagct
  3414241 ttcccagtta cgagctgcac ggccaattcc gccatataca actaattctt ctggtttttc
  3414301 agcaacttca ggatctaaat tgttcattaa catacgaagt gcagcttctt gcacccaccc
  3414361 tttcgtttgt aactcagtac ctcttggcgc gcgaattgtt tgtttaactt tttccatttc
  3414421 aatctctccc ttttctcatt ttataatgct gcgtttacat ctaatctttc ttttatcgaa
  3414481 taattcgttt ttaaccaatg cgtaatattt tcaatatctg ttgagaatat acgatcattt
  3414541 gtaatagaag gtacttgctg acgaccttga tggtagaagc ttttcgtcac tgtactcatg
  3414601 ttttcaattc cgcgatattc tgctgcttgc atcgcacaaa tcatctcaat tgaaagaacg
  3414661 cgtcttacat tttgaataat ttgatgtgca tggcgtgaag caattgttcc catacttacg
  3414721 tgatcttctt ggttagctga tgacgggatt gaatcaacac tcgccggatg cgctaacgtt
  3414781 ttattttcag aaactagtga cgctgcagca tattgcataa tcattgcacc agactgaagt
  3414841 cctggttctg gacttaaaaa tggtggtaaa tcatttaact gcggatttac taaacgctca
  3414901 atacgacgct ctgaaatatt tgcaagttct gccatcccta cttttaagaa gtccatcgca
  3414961 aatgcaatcg gttgaccgtg gaaattacca cctgaaatta ccttttcccc gccatcaaaa
  3415021 ataagtggat tatctgtcgc ggcattcatt tcaatttcta atttttcttt tacataattt
  3415081 aaaacttgcc aagaagcacc gtgtacttgc ggaatacagc gaagtgaata cgcatcctgt
  3415141 acacgcagtt ctccttgttt tgttgttaat ttactatcat gaaggatgtc acgaattctg
  3415201 ctcgctactt ccacttgctc tttataacca cgtgctttat gaacattttc atcaaatgca
  3415261 tcaataatgc cttgtaaccc ttcaattgtc atagatgcaa ttaattcagc ttgataagcc
  3415321 gttgcttctg cttctatata agaaagaact ccttgcgctg tcatcgcctg cgtaccatta
  3415381 attaacgcca gaccttcttt tgcttcaagt tcaattggct caagaccttc ttctgtaaga
  3415441 gcaaccatcg catgaacacg tttcccttta tagaacactt caccttcgcc taataatatg
  3415501 agcgcaagat gagataaagg cgctaaatca ccactcgcac caagtgaacc ttgttgcgga
  3415561 acaactgggt gaattttacg atttacaaac tcaagaagca tatttacaac gagcggtcta
  3415621 acaccagata ctcctttaag catcgtgttc gctcgtaaaa ttaacatacc gcgtgatact
  3415681 tcttcaggaa atggatcgcc tatcccacat gcatgtgact gaattaaatt gtgctgaagt
  3415741 gcctttacat catctttttg aattagcacg tcactgaact ttccaaatcc agttgtaata
  3415801 ccgtaaacga cttttccgtt ctctacaatt ttctcaacta cttcgcggca ctccgccacc
  3415861 ttttgcatac tagttggaca agcggttaca ccttcccctt caagtaacaa cctcttcatt
  3415921 tcttcaattg tcaatgtatg tcctgttaat gtaatcattc tttttcctcc ttaaaaaggc
  3415981 aaaagggggc cttatctttt taagacagac ttctgtccta aaaaaagtaa ggcccccttc
  3416041 taactaatag actatgggca aatcatatgt gattaattcc taaaccaatc gcctcatgct
  3416101 cagatccttt tacaggtgca ccaatcgttc catataatgc aacagcaacc cattcgcctt
  3416161 ctttttttcc gtcgtatggt gtaccgcgca caatcgcaaa gcgaagtcct actgtacgaa
  3416221 gaacgtctgc taactgaatt tgacctctcg tcactccgta caaagcttcc attattgcat
  3416281 gataaagtgc atgtgtttct ctgtaaacgt ctgtttcaat aacttggttg cttttagccg
  3416341 ctgtttccat tgctgcgaca accttttgcg aattcatcga acccactttc cccgtacaat
  3416401 atttccaacc ttttgggata gataatacag ggctttcatt ctcatccgca agtgccaaca
  3416461 gcatggccat acgaccaatt cgatgtgttc cttgaagaag catgtgactc tctcatttct
  3416521 tttaattatt tgaatatttc ttaatttaag aatatatgaa aacggttaaa tcgtcaatag
  3416581 tttaaactca cattcaaaca ttttttcatc ttctccattt gtgtacacaa atgatttaca
  3416641 caaatttttc aggcatgcta tagtctcact aacagatgca aaggggagag atttcaatga
  3416701 aaaagcgaaa agatattcat tttcgaattg aagaaaaatt acttgaaagg tttgaatccg
  3416761 cacttcatta cgaaggttta aagaaaaccg atgtattaac acatgcgatt caacaatttt
  3416821 gtatgaaagt ggaatatgaa aaaatgaatg atgtaaaacg gcaatatagc gtcagtaaca
  3416881 atttacaaac acgtatcgat acacataaac attacgaaga aaaacaagtg aacttagatg
  3416941 aaatcgttat tgaacattta caacttcaag ggagagaaag aatattagag gttggatgcg
  3417001 ctaacggaaa attcctttcc cttttgcaag cgaatggcca taaaggtcaa ttaaccggtt
  3417061 ttgatcaatc agaagccatg ctttctgaag ccactaaaac gaataattta attgaatgga
  3417121 gactaggtga cgctggaaaa cttccttttg aagctaatta ctacgacttg attgtcgcaa
  3417181 gacatatgtt atatcacatg aaagatgtcg aaaaaacaat tcaaggattc cataaagtaa
  3417241 ttcatcctgg tggctcactt ttagctacaa caaattctaa cgttacacta cctcgtatag
  3417301 ttgaaatgtg taaccgcatg ctagacacat ttgatttgcc gaaaacaaca tcatcagtca
  3417361 ctccattttg tttagaaaat ggtaaagaga tattacagtc tgtttttcca actgttgaag
  3417421 tatcagttat tcataatgct ctcatttttc atcatgctac tccgattgta aactatattt
  3417481 ctagcatgtt tccgtcgcta aatataccgg ataacacact tcttcacgcc gaaatgaagg
  3417541 actggctaaa agaagaagta gaaaatgaat tgttacttca taacggtata tggcgcgatc
  3417601 cgaaaacgtt agccatttat cgatgtcaaa aagaaaaaag ctagcattag ctagctttta
  3417661 tacattctca ggcaaaaact tctccatcat cacattcccc ttaccactgt aaaaatttat
  3417721 attatgttca tttgttactc caaaataaga ggcaattgct attccaaata gcacaaatgc
  3417781 atgcccctgt gctgtaataa tatttgaatg ttgcacaact tcttcataca caaaattttc
  3417841 tactggaaaa caatctaatt ttctataatc catagttact gtatacgagt tttctttgaa
  3417901 taagcctgct tttgctagcg catacggtcc agcacaaata gcagctacta atttttcttg
  3417961 ttcgtgaaat tgacgaatga ccgaaaagag tacttctgca tcctccatat gtatcgcatc
  3418021 tccgcctgga ataataatcc cctcatattc ttctacacgc acttcaccta attctatatg
  3418081 tggttgtact tgcaaacctg tttcacttat aatcatttct tttgttaaac ctgctgtaat
  3418141 gatttcatat ttatttctca acaatgccgt tgctaccgta atttcaaact ccgcaaatgt
  3418201 tggatatacg aataatagta tttttttcat agccctctcc cctttaacca cttcataaaa
  3418261 tataccccta atgtgtctgc tgataatcta ttcgtgtcca cataaaattg ctcctcaaat
  3418321 gtacttctgt ttcttgttct atcattattt tttctatcat ataaattact ttccgataca
  3418381 tccaaataaa aaatagcatc tgaacgacat tctcttaatt tatataattc atcttttaat
  3418441 tcagtttcta tatcccactc ttttcctata gttgtaggat aaaagattgt atagaactca
  3418501 atatcttctg gtccacgatc aaaaattacg actgaaccct tcgcattttg aaactctttt
  3418561 attttagctt ctataaacat tttttgattt gctataaacc cttcttttga attcatatcc
  3418621 aaatttaatt gttttcgctt ttctacaatt gggtatggat tttcatatat caccgataac
  3418681 ccatgtagct ctaacttttt agctaaagtg gtttttccac ttgccatcgg tccttggagt
  3418741 gaaattacat atgccattcc tctcattccc ttgcgcttta gtaaaactat aatatacaga
  3418801 atcttgaaaa ctatcaacaa aatatatatc atcttgtttc ttattcttat ctaacttata
  3418861 ataaaaaata gagattatga cggacgcatc aataatgtaa gcttggaaat ccaagcttac
  3418921 attatttttt gctttccctt ttctaataaa aagagtatac taaattagaa cgtatgttcc
  3418981 taatgattac atacagtaag gagatagaac aatggtatac gacacaaaag caatttcttg
  3419041 gaatgagtct ttaaaacaac ttcaacgccg ctatacaaac aaacaagttg atcgaaaaga
  3419101 atttgaggat attgaactaa tggaattctt ccgcgataac gactacattt ctttacctac
  3419161 acatataagc ggcctatcaa cagcacgttt tacttcttac tctattttca caactgaaga
  3419221 taaagatcgt aaagttggca cattaatcat tgaatatgta gaagatgata ataataattt
  3419281 atgtgttgaa caactatact ttgtttaaat gataacgctt ggtcaaaatg accaagcgtt
  3419341 cttgctttct atgaatctca ctgtttataa tatgaataaa agaaaaccgc aatcattaag
  3419401 gggggatacg cttgctcgaa ggatggttca gttggtttat tgtgctatgg actgttattt
  3419461 tattaggact tatgtctatc ggtggatact ttatgttcag aaaattttta aaacgattac
  3419521 caaaagaaga tggtatgtcc attttagatt gggaagagca ctatattaat aaaacgaggc
  3419581 atttatggga tgacgaacaa aaacaattgt tagaagagct cgtcagtcct gttccagaac
  3419641 tatttcgcga tgttgctaaa tcaaaaattg ctggcaaaat cggtgaacta gcattacaag
  3419701 agaaagcctc tcaaattaca caagatttaa ttattaaagg gtatattatt gctacaccga
  3419761 agcgtgatca taaattttta gtaaaaaaac tacaagaaaa aaagattgat tattctcatt
  3419821 atcaatcttt actaacaaaa tctacctcat aaaaaagatt gctagcttat agcaatcttt
  3419881 tttaacttac agttactgat tttgtagcag ttaaacgtgc ctccgctaaa tctatttgta
  3419941 aaccgacagc accagcgtaa atataatcaa atgtatttgg gatattcacg gtagtagaag
  3420001 tagatccagc tgttaacacg ccatttgcag gaacatttgt cacatcaaat tccgcacgac
  3420061 ggttagtcgc agaagtacca attggcatat ttctatcccc aaaacttccg actgtattta
  3420121 aatttcctaa ataattattt acctgtgaag caaaaaagtt atttattaaa ttattaggtc
  3420181 ctgaaagtcc cgtaccgttt aaattaaatc tatcacctgt cgcatcagta tcaccattaa
  3420241 ttgccattgt aaatacacga gcattaaccg gcgctacagc tggagtgata aaatttgaaa
  3420301 tcgttgctgt ctcacccaat gtagaaatga gtaaaccagt atataaacta acattcctaa
  3420361 taggatatga attatcgcga tatacaacaa ccaatgccca tcctacacct gtcccttgcg
  3420421 tcggaggatt tgccgtggga accctttcta caaaataatc ccccgttgct cgatttgaaa
  3420481 gcccttgtag aatatttgtt acatttgcag cacgtgtata aatggtacct tgaaatgttc
  3420541 cgcttgatct cgtctctccc catgcaggaa cactcgtaat tgtatgagtg accccatccg
  3420601 gtgtttgtaa agtaggtata ttgttattta ccaccgtttc tgtcacagtt gcactcaatg
  3420661 ttccttgcca tactagcatt gcaaagtcta cagttgctgt tgctggtaca tctgttactg
  3420721 aaggattaag ccttgcccaa gaaccattta atgtccaatc atttgtcgtt cccgcaaaag
  3420781 ttaacggatc taccgaagaa ggaactcctg caaaacttaa atttgtatct cttgttatta
  3420841 atgcattgta ttgatacgcc gtcgctgttg taataccacg catgccaact gtattccctg
  3420901 tgtgtaccat aaataaagag tccgttttcg tatatgtttg tacaaaagcc aacaattcca
  3420961 ctccccttcc atataagata aatatttatt cgctatttca tttaatgcaa acgagtaaaa
  3421021 aaagttccat ttgtatatgc acagactaat ttgggcaaaa aaaagccttt gcctattcct
  3421081 attcatttaa atttgaatag gatgcaatga cgagctcatt ttataccaat atttataaat
  3421141 catattattt ccaaatcatt atataatact agttgtaaat atttaatccc ttgaccggat
  3421201 ttaaatttat acagaaagga cgaatctaat ggcaatagca acaataggaa gtcgtttaac
  3421261 ctatacaatc gttgtccaaa ataccggaac acttcctgcc caaaacgtta catttacaga
  3421321 ccccctaccc gctggcacta ctttcgttcc aaacagcgtt acagttgatg gcgttgcaac
  3421381 agcaggaata ttgctactgg tattcccatt agcaatattc ctgctggcgg ctctgttaca
  3421441 attacctttc aagtagatgt tacaagtgtc cctaccccac cagttgcaag taacgtagca
  3421501 tcctttggat acacatttca accagcacct aatgcaccca ctattagtcg aacaacaaca
  3421561 agcaatatag ttaatacaga tattttcaca gctaatgttg cattagtaaa aacggttgac
  3421621 aaaacaattg ctaccatcgg tgatacgatt acgtatacca ttaccgcaac gaaccaagca
  3421681 ccattagctg caaataatgt tatcattaca gatatacctc ctgctggcac tacttttgta
  3421741 ccaggtagtg ttacagttaa tggtacgcct actacaaaca atcctgctac tggtataaac
  3421801 attggaacga ttgcagctaa tggaaatgca accattactt ttcaagttca agttactagt
  3421861 ttacctgcac aaaatccaat tcgaaatagc gcttcatcaa gctttcaata taatccacct
  3421921 ggtcaacctc ctattaatag aacgtcaact agtaatattg tagaaacatt aattaatgcc
  3421981 gctatcatta atccatcaaa aacggcaaac caacaaattg taaatattgg tgacattatt
  3422041 acttacacga tcacaatccc aaataacggt aacacttcag caacgaatgt ttcaattact
  3422101 gatccgattc ctacaggtac tacttttatt cctaacagcg ttacagttaa tggcactata
  3422161 caaactggca taaccccgac aaatattcca atcggtactg ttgcagctgg tcaaacgacg
  3422221 accgttactt ttcaagttca agtcacttcc cttccagcca acggaacgat tacgaacgaa
  3422281 gcaaacgtaa cctatacgtc acaaccgaac ccgactgaac ctccaacaac tactacaact
  3422341 accccacctc caactaacac ttctgtacga actgcaattg taaatcctac aaaaactgtt
  3422401 agcccacaag ttgctgacat cggtgatatt attacgtata cgattacatt gccaaacacg
  3422461 ggaaatatct ctgctacaaa cgtcattgtg accgatccaa tccctgctgg tactactttc
  3422521 attccaaata gcgtaacaat taatggtgtt tcacagccta atattaatcc tgctggcggg
  3422581 atacaagttg gaacgattaa tgccggttca acaacaaccg ttacgttcca agtccaggta
  3422641 acttcccttc cacaaaatgg ggtaattcga aatataggaa atacaacatt tacttatcag
  3422701 cctgatccaa ctaaacctac gattacaaca acaaatccta caccacctac taccgttcct
  3422761 attaataccg ctattattaa tcctataaaa acagctgata aaaccgctgt tgatattggt
  3422821 gacattatta cgtatacgat tacatttaat aatgacggaa ctgttcctgc tactaacgta
  3422881 atatttactg attcaatccc tgctggtact actttcatcc caaatagtgt agttttaaat
  3422941 aataatcctg ttccaaattc gaaccctgca ttagggatta ctgttggtac attgaatcca
  3423001 ggcgaaacaa aaacactatc attccaagtt cgtgttacac aaattcctgc tggcggtact
  3423061 attacaaatg aggcttcaac aacttatacg taccaaccag atcctacctt gccaccagta
  3423121 acaacgactg aaccaacgcc acctacaagt gtaactgtca atacagcaac agtgaaccca
  3423181 acgaaatctg ccgatcgagc ttttgctgat attggtgata ttattacgta taccattagt
  3423241 ttacaaaata acggaactgt tcctgctact aatatcatcc tgacagaccc tattccaaat
  3423301 ggaactactt tcattccaaa tagcgtgact attaacggga tttcacagcc aaatacaaac
  3423361 ccttccacag gtataacagt aggcacattg gatcccactg aagcagcaac tatatctttt
  3423421 caagttcaag ttattagtgt tccgccacat ggtttagttg aaaaccaagg tactgtttca
  3423481 tttactcata ttgtaaatcc taatgagccg cctgtgacaa aaacaagtcc tacccccaaa
  3423541 acagaaacag ccgttaatac tattatttca actccaacta aaactgccga caaacaactt
  3423601 gctgatatag gtgataccat tacgtacaca attacatttc gaaatggagg aactgttcct
  3423661 gccactaacg tgacacttat agattctacc cctagcggaa ccaccttcat tccagatagt
  3423721 gtgaccatta atggtgttac ctctccggga tcaaacccag cacttggtat tcaattgggt
  3423781 actgtagctg ttggagaaac aaaaacaatc acctaccaag tcctcgttac aaattttcca
  3423841 ccaaatggaa taattgaaaa tcaagcatcg ttcacttatc aatatcaacc aaatccaaat
  3423901 gaaccccctg tcacttcaac tacaccaaca cctaatgtga acgtatctat taataatcca
  3423961 aatccaacaa ctacaaaatc cgcggacctt caaatagctg atataggcga tatagttact
  3424021 tttactgtta ctttccaaaa taaaggaacc gttcctgcaa cgaatgttac tgtgcaagat
  3424081 tcgcttccgc aaggtgtttc attcgttcca ggtagcgttg ttattaatgg aatatctcag
  3424141 cttggcgaaa atcccgaaat tggcataccg attggaactg tcaatcctgg tcaaagtatt
  3424201 acagttacgt ttcaaggtat cgtaaacagt atcccacctg gtggagtcat tagaaataaa
  3424261 gcaaatatca cattcacata tgaaccaagt cctaacgagc ctcctgtcac aactaccatt
  3424321 acaactcctg aaacggaaac aactgtcaat acagctacat tagaaccaca aaaaacagta
  3424381 aatcgttcct tcgttacatt aaatgacatt attacctata ctctttcttt ccaaaatgtt
  3424441 ggaactgtat cagctacgaa cgtaactata acagactcga ttccagctgg tactacattt
  3424501 attccagata gcgtaactat taacggtgtt cctcaagcag gaataaatcc agcatcagga
  3424561 attccaatcg gtacgctaac accaactgaa agagttacta tcacttttca agttcaagtc
  3424621 attaacattc caccgagcgg aaccataaat aaccaaggaa gcgctacatt taattatcaa
  3424681 acggatccga ctttacctcc tgtgacaaaa acagaaacaa caccagaaac gaatactccg
  3424741 attcaaaccg cagtaatcag cccaacaaaa actgctaatt taacatttgc agaaatagga
  3424801 aacactgtaa cttatactat tacatttaca aaccaaggta caatccctgc tacaaatgta
  3424861 acaattacag acgctttacc tccgggtact tcttttgtta cgaatagcgt tactgtaaac
  3424921 aatgttactc aacctggcgc cagtccagtg acaggtattc ttgtcggtac agttaaccca
  3424981 ggcgaaacag ttacagttac attccaaatt caaataaatg ctattcctcc tagtggaaaa
  3425041 atagaaaaca cagcaagtgt tacctatact tctcaaccta atccgaatga acctcctatc
  3425101 acaacaacag aaacgactcc gacggtaaca atacctgttc gtaccgctaa cctgaatcca
  3425161 caaaaaacag tagatcgtga gtttgcaagt attggtgata cgctcactta tacgatcacc
  3425221 cttcaaaata ctggtaatat acctgcaact aatgtcatta ttacagattc tatccctact
  3425281 ggaactacat ttattcttgg tagcgttacg gttaatggca ttccacaacc taatttgaac
  3425341 cttgaaacag gaatcccggt tggcacatta aatcctagac aaatagtaac tgttactttc
  3425401 gaagtacaag taacagcttt accaccaaat ggaattatct caaatgaagc aaatgtcact
  3425461 tacacatccc aaccagaccc tactcttccg cctattacaa caacaacacc tactccaatc
  3425521 gcagaaacaa ttgtacaaaa tgcagagtta gagtcagcta aaatagtaga tttaccagtc
  3425581 gctaacattg gagatgcact cacgtatacg attactcttg aaaacatcgg aaatattcct
  3425641 atgacaaatg tatctgtcat tgatccacca ccattaggta cacaatttat tgtggattcc
  3425701 gttacagtaa atggtatttc acaaccaggt attgatccaa gtattggaat acctatcggt
  3425761 acaatacaac cgaatcaaat agtaaccatc acattccaag taacgattac gaatataccg
  3425821 cctaacgggg ttgttacaaa tgttggttca gtcaacttta catctcagcc taatccaaat
  3425881 gaacctcctg ttacagaaac agagacaaca ccaccagtta atactgaaat cattaatagc
  3425941 attattaatc catcgaaaac agctgatcga aacaacgttg atatagacga tatcattacg
  3426001 tacaccgtta cattccaaaa cttacaaact gtcgaactaa caaatatcat tttcacagat
  3426061 ccaattcctg ttggtacgac tttcattcca aatagtgtaa caattaatgg tatcccaact
  3426121 agcgatgttg atccagctct tgggattcct cttggaacat taaaccctag tcaatcagtt
  3426181 gttgtaactt tccaagttcg tgttgtttcc ataccaccta acggaattat tgtaaatgaa
  3426241 gctactatca cctacacctt ccaacccaat cctggagaac ctccagtaac agtgactact
  3426301 ccaacgcctc ctactactac caatgtcaac acggcaacaa caaaccctac aaaatccgct
  3426361 gataaagtat ttgctttatt aggtgacaca atcacctata caatctcctt acaaaataca
  3426421 ggaactgtcc ctgcaacaaa tgtacttgta accgacccta ttccagctgg cactactttc
  3426481 attccgaata gtgttacgat aaacgacgtt acacagccag gtattgttcc tagttctgga
  3426541 attcttatcg gtacattaga acctaacact tccgccgtcg taactttcca agttcaagta
  3426601 acatcgatac caccaacagg ctttatcgaa aatcaaggga cagtttcatt ccaataccag
  3426661 ccagatccta ctagaccacc tgtatctgtt actacgccta cacctactac aaagacgcaa
  3426721 gtaagtgaag tcactattaa tcctaacaaa caaggtaacc ctcaaactat taatcttggt
  3426781 gatactgtca catatacaat tacgttccaa aatgtcggga atattaatgc gacagatgtt
  3426841 attattacag accctactcc agctggtact actttcattc cgaatagtgt tacgattaat
  3426901 ggcgtttctt cgcctggagc aaatccaaat agtggtgtaa acgttgggac tgttactcca
  3426961 ggacaaattg ttacgttaac ttatcaagtt actgtaaccg cactaccgcc agatggtatt
  3427021 attaaaaaca ctgcaactgt cacttacaca ttccagccaa accctggcga accccctatt
  3427081 accattacag atcctactcc aactgttgaa gtatccgtta ttacgcctac acctaaccca
  3427141 aataaactag cagacaaaca aattgtagat ataaatgaaa ttataacgta tactgtaacc
  3427201 ttccaaaatc gcgggtcagt ccctgcaact tccgttatcg ttactgatcc gttagcaaat
  3427261 gggctaacat ttgttccagg taccgttata ttaaatggta ttcctgatct tggagcaaat
  3427321 cctgtagaag gtatacctgt aggtacagtc aatccgaacg atacaattac tgttcaattc
  3427381 caagcgagag taacaagtgt accacctggt ggtatcattc gaaatcaagc aactgttact
  3427441 ttcacatatg aaccaattcc tggtgaacca cctgttacta ttacagaccc tactccaatt
  3427501 aacacgacgg acgtaaatac agctatatta aatccacaaa aaacagctac gccggaaaca
  3427561 gttacattag gtgatattat tacgtataca atttctctcc aaaatacagg taccattcct
  3427621 gccaacaata tactcgtaag cgatcctata ccaaccggta cttcatttat ccaaaatagc
  3427681 gttacgatta ataatgtatc tcagccaact gcaaatccag aaacaggtat tcaaattcca
  3427741 acactttctc cttctgaatc agcaacgatt tctttccatg tcctagttac ttcaattcca
  3427801 ccaagtggag agatccaaaa ccaaggtaac gtttcattcc aataccaacc agatgctact
  3427861 aaaccaccgg tatccgttac tacgcctaca cctactacaa ttactcctgt aaatgtcggg
  3427921 actattaatc cgataaaaac cgctgataaa tccatcgttt cagtaggtga tacaattacg
  3427981 tttactatca cattccaaaa cgaaggtacc attcctgtca ctgacatttc tgttactgat
  3428041 tcacttcctg caggtacatc attcattcca aacagtgtca caattaacaa cattccagtt
  3428101 ccaaatgcaa atccatctac aggaattcta gttggaactc ttaatccatt agactcagta
  3428161 acaatttcat tccaagtaca ggttattacc cttccaccta atagaatgat tataaatatc
  3428221 gcattcatta cgtctacttc tcaaccagat cctactagac cacccgtcac aacaacgatt
  3428281 acaacaccac caattacagt agaagtaaac cctaatgagc caaacacatt tattaagact
  3428341 gcaaatgtaa atagcgccca tcttggtgat ttcatcacat atacacttac ctttactaac
  3428401 aatggtgcta tcccagcaaa taatgtactc attaccgacc cacttccacc tgaagttact
  3428461 ttctatccga attcagtaac agtaaatgga gtagcacgtc ctggaactaa cccaactatt
  3428521 ggtattctta tcgacactgt taatccaggt gaatccgttg ttatccgttt tatcgtccaa
  3428581 gtaacagcag agccacgagg cggtctaatt cgcaatactg ctcgcattcg ctatacacta
  3428641 agacctgatc ctactcaacc accgatttct gttgacgaaa cttcagagcc aaacattatt
  3428701 ccgtttatcg gtccattcgt atcaccaaat ttaacttgct tttttgatgg tacacgtttt
  3428761 atacgtcgtg gctgggatag aaggtgttaa caatataaat aaaaagacag cgtcaaaaaa
  3428821 cgctgtcttt ttattttata catatacagt ttttaagtta gtttcatatc tttttcatta
  3428881 taaaaaccgt cttctttttc catttccttc tgtaatttcg taaaggaacg gtacatcgcg
  3428941 attctccatg acactatcat tgcgaatgca agtaagaaga acataccact aagttgtcct
  3429001 aagtcaagag attgacttaa atatgtttta aatacaatac gcactacaag taatccaatt
  3429061 aaaataaaaa caaatgcttt cgaacgcttt aaataaatct cttgtcctct aatttcaaat
  3429121 ttagatgttt taataagaaa aatagagaaa aacaaaccaa caccaattgc ttctaacatt
  3429181 tctgctggag ttaatcgaaa ttcaggaaaa acatacatca atgcccccgt gctcataaag
  3429241 aatggcggaa gtataatttt tttcaatgtt gcaggtttct tagctgcttt taaacgaata
  3429301 aacatcgcac caacagccat acaaacagca acgatactgg ataaaacaac tatgttcata
  3429361 ttttctcatc cttttttgtg gctatatgca aaatatactt tcattatatg cttttccgtt
  3429421 agtatttcca acattttcac agaataatac taaaaaccag taaatccacc aaataaactt
  3429481 gagaaatata cgataatttt cgtcatccag ttaaaatata ggaagatacc catgacaatc
  3429541 ataacgtatc ccccgatttt catgaacttc atactatttc ttttaatcca agacattttc
  3429601 gtaataaaga atgatagcac gaagaacgga atagcgaatc caagtatata tgcgatcata
  3429661 taaatcattg ctgattctgg atttgttgct gctaatccga ttacagacac taaaataggt
  3429721 cctgtacaag gcgtccaccc tgcagcaaat gccaacccaa ttaaaacaga tccaaaataa
  3429781 ccactcggac gatttttaaa cgtaaattta cgatcttgca ttaaaaactt cggcttaaac
  3429841 acaccgacaa taataagacc gaacacgatg ataaatatac cacctaactg tctaattaaa
  3429901 tctttataat ttgtaaagat gcctccaata aaacttgtac caaatccaat tgcaataaat
  3429961 ataattgaaa atccaagtaa gaaaaacgct gtatgtatca tacttctttt gcgaagcatt
  3430021 gcattttctt ctttcagctc agaaaccgac atacctgtta tatatgatag aaatgccgga
  3430081 taaagcggca agcaacatgg ggaaataaat gataaaaacc cggcgccaaa cgctaaaaaa
  3430141 atactaatat cttgcattgt tccactcctc tccttacata ttgtagcaaa aacacgtaaa
  3430201 aatactatga acaattcgtg aaatcacttt tccaacgtga taataagaaa aactaccctt
  3430261 tcacgctttt tcaaaaaaaa cgttttcagt tccttctatg tcaggtcttt acactgtaac
  3430321 atgattactt ttatgtgtaa aatggaaaaa ggcatgattt ctcatgcctt ttctttaaac
  3430381 tgaaatgaat tttcatcttg taaactttga acaaatcgaa tacattgcac catcgataat
  3430441 agaaggataa caatcataat tatactaaca acaactattg catatattgt aatcggtgca
  3430501 ctatttacac cttgtattcc tgctattttc ataaagataa tcgtaaataa cttcaaaaat
  3430561 aacatcccat taactaatcc aaaaacaaac gctgctccat aaataaataa ttgctcctga
  3430621 cataataaac atagtacatc atttctcttc ccattctctg ctacataaga tttaatttct
  3430681 tctttcctca cttgcagaaa agaatacgtc attttatatg taataaacat acatatgaaa
  3430741 atgactacga taaacaacgt gtaaaaacac atttgaaata aaagtgtagt ccctaattcc
  3430801 ccaacaacta tttcattaaa ttgtagcgat atcataaaaa acaaaatcat agtactcata
  3430861 gcaatccaca taaattgctt catccttttg gtagcaaatg ttcttatatt ttttctcgct
  3430921 aaccgacata aagacataaa attcttcccc taccttatta catacgcatt ctatactact
  3430981 agtgtataaa aatatgacat tttaaacatc gcactacaat cggaatttcc tctaagtctt
  3431041 tagtcctaga aaacaaaatg aacatgttta tctctttcgt atagaactaa aaaaagaaca
  3431101 ctaaagcgga aatgcaatat aattacattt ccgctttagt gtttaatgag gtgtactttt
  3431161 taataactta attaatctca tcctcaactt ctattctttt cttctctctt gcaattttta
  3431221 aaaactctaa aagctctgga ttgctattca tttttttgta agcgactgac atttctgcaa
  3431281 caaaattaga atcatatagc tctttatata caacttctgt tttatataat ttatttgccg
  3431341 ataccggtat tactgtaatt ccaatccctg ctgctacaag tcccataact gtttgatatt
  3431401 ccgttgcttc ttgcacaata cgcgggctaa atccaacttc tctacaaagg gataaaatcg
  3431461 tatcatacaa agctggccat actggtctcg taataaatac aaacggttca tcccgtaaat
  3431521 cttctatatg tatttcatct ttctctgcaa gtggatgagc cttcggtaaa cataaagtac
  3431581 aagatagttt ttgaattggc tctaattcta ataattgtgt tgggattggt ggacgcaaaa
  3431641 atccaatatc aatacgatta tcatgaagtg catgcacttg atctggagta gataattcat
  3431701 gtaacgcaac agataccctc ggaaatttct ttctatactc tcttacgata gatggtaaaa
  3431761 tatcatatat cgccgcacct acaaaaccaa ttgaaagtga gcccacttct cccctttggg
  3431821 cactttgtgc aatctctaca gctttttcaa tttgttcaaa cgcttttttt acttctttca
  3431881 aaaacatttc tccagcttct gttaattcaa cctttctctt cgttcttgaa aataacataa
  3431941 ctcccatttc tttttctaat tgctgaattt gttgactaag cggtggttgt gtcatttgta
  3432001 aacgagcagc tgctcgtcca aagtgtaact cctctgccac tacaacaaaa tattgcaaat
  3432061 gccgtaattc cattttggac acccttttcc atttcaatta atacgtctaa tatattaata
  3432121 acatataatt tatatattag acaaattttt cgaatgaacg tatagtagaa attgttaatt
  3432181 cttttttaca atttttatgt aaaaaaagaa agaggtggtt actgtatgaa atggtggaaa
  3432241 ttaagcggac aaattttact attattttgt ttcgcttgga caggtgaatg gattgcaaaa
  3432301 caggcacacc tcccaattcc aggaagtatt atcggtattt ttttattatt aatttcatta
  3432361 aaatttaacc tagtgaaaaa agagtggata caggatggtg cagacttttt attaaaagaa
  3432421 cttattttat ttttcattcc ttctgcagtc gctgtcatac gctacaaaga tacactatca
  3432481 caatatggaa tcgatctcat cttaattatt atgattagta cactttgtgt cactctcgtt
  3432541 acaggactct taacagaatt gctactaaag cggaaaggat ccgtgcaatg atcggctttc
  3432601 tttgtttact attaacacta ttcacatatt ggatatcgaa gaaaatgtat caacgctgga
  3432661 attggagcct actttctcct cttctcgtct gtcctattat tttaatcgct ttattactcg
  3432721 gactagacac atcttatgaa acatatgaaa ctggaggcca atggttaaca gaattattaa
  3432781 aacctgcaac agttgctttc gcatggccca tctataaata ctttgattta ctcaagaaac
  3432841 atggaatggc tattttactt aatgtcattg tcggttcgtt tctatcagtt attacttcag
  3432901 cactactagc aaattatttt caaattgatt cgtcgttaga acatagttta gcacctcata
  3432961 ttgtaacgac accaattgca atggctattt cagaaatgat tggtggtatg tcacaattaa
  3433021 cagcagtatt tgttgtttta actgcgttaa caggagcatt gctcggacct tctctcattc
  3433081 gtatatgccg tattaaaaca gcaattgcaa aaggtattat gttaggaacg agcgcaaatg
  3433141 gaaccggtac atcgaaagca ttcgaaatcg gtcctgtaga gggaacaatc gcaagtttat
  3433201 ctatgctttt aacagcagga gctagcttag ttatcgttcc gcttttctta tcgtggatac
  3433261 attaaaaaag caagtgttta aacactcgct tttttattta tgtattcgtt taaaatctca
  3433321 taatcctctg ggaatgatag tgttatttgc tttatttcct ctatcccctt ccaagcaatt
  3433381 tcatgtatta actcatcagg atcttggatt ttcatactac cacccatttt ttttacgaca
  3433441 taataatgaa cattaacagg caccccgtat gtaatccctt ctttttcgta tattttactt
  3433501 acaacttcca cattgtaacc tgtttcttcc caaacctctc gaatacaaca ttcctctagt
  3433561 gtttctcctt tttcaagccc tccacttggg acggaccacc ttttttcttc acccttttgt
  3433621 ccttgcaata ccattaaaac ttcatttctt tcatttacac atactgctgc acaacctatc
  3433681 catctttcca tatacatccc tcccctacta ctattcgtct ccttttttat tttctccttg
  3433741 aaaaaagagg aaaaaaggaa aacaatgacg aaaatttaca tcaacttcat aggcagttcc
  3433801 ttcttagaaa ttataaacgg aaggatgaaa gcatgatttc taaatatgtt gtggaatgtg
  3433861 tcttttgtga agaaaatcga aaacctcgcc aagctatcgt cacagttcct gctactactc
  3433921 agctattagc tattgaaaaa gtgcgtgcag aatgtaaacg tcgtttcgga aaagctttat
  3433981 tattacaaac agaaattaaa gaagacatag tttttgaaca aaaagaaagc tgaccataaa
  3434041 ttggtcagct ttcatatccg atcatatttt cacatgaaga ttaggggcat cctctttaag
  3434101 gatcgggatt ttcccattat gtacgttcca taatggtcat cgaacaatat atttctatac
  3434161 aattaaatat tgaatagaat agggcaaaac ttgttcgcat ttttagaaaa gggataggga
  3434221 tataattcaa gtagtacttc gaatactcga actttacact cattatatta aaacaaatcc
  3434281 ttttatatgg gaaatatgaa ttacttacat aattcattcg taaaacatat tagtttgcta
  3434341 tattattttc attccattaa taacatacat ccagcgaaaa ctggtgtcat aatcattgaa
  3434401 aacttcaaaa gcatacgtgg tgcataattt gtaaacttcg caccgatata agctcctaac
  3434461 atcgtcccaa ttaatacttg caataatata atatataatc tagataccct tctgaactat
  3434521 atcctaaccc acccccaatc gcaatcggca atataacaag cattgttgtt cctacagatt
  3434581 gctgaatcgt caatcctaat agaaccatta atccaagttg aataaatggt gcagaaccaa
  3434641 tcccgaatga accagtcatc attccagtga ctaacccaag acatatacat ttcattatgt
  3434701 tttctttcga aatatctttg atttttacta aacgtacttc ttcctcattt tgaaatttaa
  3434761 ttaatttaat acacataaaa atcgcagata aaaataacat cccagctgta aaccaatgaa
  3434821 gaagatacgg tggtataagc gagccaattt tggaaccgat ataagaacca aatgccccac
  3434881 atccaccaac aatcccgcct atagtaagta ctacatttcc ttcacgataa tgacttataa
  3434941 ccccagataa tgtcgtaaat gccatagcag ttaaagacgt tgcaagtgca acgtgaatag
  3435001 gaatatggaa tactaacgtg agtatcgcga taataaaccc agctccccca gctccaacaa
  3435061 atcctaataa aactcccatt actaacatcg ttataataat tgccacatac tctccctcca
  3435121 gtaatccaat tatccaccat cttcttcctt gcatacaaat aaaaagcacc ctggaaggat
  3435181 gcttttcgta cttttctaaa ttgatactat gtacttaatc ttgattaatc aaaataaccg
  3435241 cggggccagc aactactact ccagctactt ctatcttttc aaattccttt actgtaatag
  3435301 atataacgcc ttccctttcc atcaattctt tactcaggac atcagtcggt atagctttca
  3435361 ccgtcttacc tccttttcat ttatacaata tacaaaaaac aacttaacgc atctatatat
  3435421 attcatcacc tccactttca ttccttattc cactcaaaaa cctccactcc cttccgtaac
  3435481 atattgaaaa ataaaaaagc actcgcaaaa gcgaatgctt ttttattaat tactttctat
  3435541 tacttctaac attctattaa taaatgctgc tgattctcca cgcgttgctg aacctttcgg
  3435601 cataaattca ttattttcat ttccttttac aatgcctaat ccataaacac gttgtacagc
  3435661 ttgtttatca tatgctaaat cttgatccga gaatggcagt ggaactaagt tacctttaat
  3435721 ttttttatat tgcagtgcac ggtcaatcat gataacaact tcatctcgtt taatcgtatc
  3435781 atttggagca aatatcccat ttcctctacc acttattatc ccggcacttg ctgcacgatt
  3435841 aataccatct attagcgatg gatgtgctgc atttaagtca ctaaaattcg atgatccttc
  3435901 aggtaactgc aatgatcttg aaatgaagtt cgcaaattca ccacgtgtca caagacgctc
  3435961 tggccaataa gaacctttcc catctccaac cataatgccg cgcttatcta attcacgaat
  3436021 ggctgcttcg taccaaccac ccgttatatc atctttatgg ttcgcatcat aatacatttt
  3436081 tgttccttgt aagaatggtt cccagccatt atttttaatc ataatggctg gacaaatctt
  3436141 cccactccaa aattgatgtt tttttacatt ctctaaagga atatttaatt cccccattaa
  3436201 ataagctgct agtttacgag cattttcaac ggctttatta taatcaccat cttcgtttac
  3436261 agcaatttca atcgcaattg attctctatt tccagttcct tctgccccat ctcctgcatg
  3436321 ccaagcattt tcgtttaatg gcaggtgttg ataaatctct ttatcatcta ctgtaaaatg
  3436381 ccacgacgct gaacgatctt ccgttcccgt tgcttggtta tataaatata tcgcatggtt
  3436441 tctagcattt gcccccacac tgtaattatc tgtctcatga atcgtaatat acttcgggtt
  3436501 catcgcataa cccggacgaa tattttcatt tcctttcggt acaatcattt cttttaaagg
  3436561 tacaccataa atatccgttg tcttctcttc tattggtgca gcatacatag ctgctgcata
  3436621 ttttgtacgt attggtgctg cgccttgtat aagcgaagct tttgttcctt caaattttgc
  3436681 tgaaggtgaa tgaatccatt tcatctcatt atttattttt acttggaacc attctccagc
  3436741 ctgtccaatt gcttgaatag tttgtggctc cagtacattt tcttctttgt atgaagcaaa
  3436801 tggttcagag tatgtagagg tttcttcatt tacaattaac ttctcactta ataacgggtg
  3436861 aatttcttta acttctacat tcccatcgct attttgtatc caaccagttc ccgatgaagt
  3436921 ttgaacatag taagcgtttc cttttctctt ctcagctttt acgacttgat tcgaaatacg
  3436981 aacccctgtc tctttttgaa aattactaga atcgtataaa ggtacctctt tcactatatg
  3437041 tacaagaaat tcaccttgca cttcatttct tactccttta tcttctcctc taccatcttc
  3437101 atctttcata tggttttcaa tactttttaa agcttgttca tcaggtgaaa ctgtaaccgt
  3437161 tttgtcaagt tcgttagcat aggaataatt tggaatcgtt accatactaa atacaattga
  3437221 tgcagctaaa acattataaa atcctttttt catcatacta cttaacacgc atatcattaa
  3437281 acccgtgtta aaattcccct cctcagccaa aatataggtt atctactaaa ctattaaaca
  3437341 acataaccat ttacaatata acagactcat tccaattcgt atagatagga atgactacta
  3437401 ttttcctaca tttactatat tggaatataa aaaagaagct ataatatata gcttctctct
  3437461 acggttcttt aatcggtatg caccttatat tccagaactt taccatctct atcaaattgt
  3437521 aaaacaagct gttcactatc tatggaaata aaaccacgtt cattcccaag atagtacaca
  3437581 acgctaaccc caccttcctc atttctcgtt tcagtaggag ctcctaacaa ttttgtaata
  3437641 tcttcatttg atttccctat taatttatat ttttgcaata gatcatctac catatgtaca
  3437701 cgcttatctg catgatttag ccatctattt tgattaaact ttgacgtata tccattcacc
  3437761 cctagttgta ccgtgcacac tattaatgga atgagtgcta ctattaatac cttagacatt
  3437821 tgcttctttt cttcattacg atttttagaa acatataaga tagacttttg aatcacgact
  3437881 aataaaacaa atggcatgac tactacaaaa atactcgtta cacttaatga cgtatgagcc
  3437941 atatcaataa tgaaaacaaa tcccaaatac attagtacat acaaacaaat ataaacatac
  3438001 aaaatacccc ttaatattgc actcagaaag gccacccctt tttaattcat tatataattc
  3438061 attcggttaa tgatttctcg aagtttttct aattcttgac ttgtatatat tactttctcc
  3438121 gttaacattt catttctgaa gaacgttaca atttgctctc tatcttttaa tctcggcgtt
  3438181 ttttcttcag aaagatcttg cacttctttc ccatcctcat tataaaaata tacaatcggt
  3438241 tttatgtttt cctttacaat atcaacttgc atttctttca aacaattgta tagaatatga
  3438301 gatagtttct tcgctctata tactgggttc ccgtcatttt tcacttgtat cgttaatgaa
  3438361 tcttcacctg taatatattc aaacgtctct tctttctcta tctcttgttg atacttgcca
  3438421 atttcatcaa tcataaatga atatgtacta gcattttctt tcgttaagcc atgaattaat
  3438481 ttccctgtcc attctttcgt ttcaagtaca tacatacccg ttttacttaa aacaagatga
  3438541 tgaattcgaa aatcatttcc tccatgctga tttctcataa aaacatttgg cataatatga
  3438601 aattcattat ctagtattat accttgctct acgaaaccac gcttcatata atgtaatgtt
  3438661 tcgtgcgtat tcacctcagc tccatttttc gtatacgctc gcaaatctgc aattaacttt
  3438721 tgaaacatat gtatttcgtt actatgtttt tcttgcattt cactgcgttc tttactatgt
  3438781 tgcacagcta attgattttt catcatacgc atattttcaa gttctctagc tgcacttatt
  3438841 tgtaaatcct tgtacttctt ttgctccata tttttcaata tattttgttg ttctttatgc
  3438901 tctgtaaccg tggctgcaat ttcattttca tacgtttcaa ttgcttgttt cttttcaaat
  3438961 tctacttgct gactctctga ttctaactgt ttatttttat aaaacagcac gaatactgca
  3439021 gctaataata ataaaattac acctattagc acataatcca tattttttct ccttcatttc
  3439081 atttcctact attttccata catatttcta ctacattata ctatgttatt cgtatgtttt
  3439141 tcgtaaaaat ttcacacgca gccaaaagac cttgtaattc tacaaggcct tttgtaaact
  3439201 tcctttattt tgtagtaaat acatattata atacaaccct tgttcactca gtaattcttg
  3439261 gtgtgttcct ctttctacta tctctccatc atgcataacg aaaatttggt ctgcatcttg
  3439321 aattgtagat aaccggtgcg caatggctat agtcgttctc ccttttcgca tttgctgtaa
  3439381 cgctgtttgg atcgcatctt cagtttctgt atcaatatta gctgttgctt catctaatac
  3439441 taatactttc ggattcgttg ctatcgttct agcaaaagca attaattgtc gttgaccact
  3439501 agaaaatgca gctcctcttt ctactacttc tgtttcatac tgctctggta atttttcaat
  3439561 aaacgtattc gcttgcacaa attgtgccgc ttcttttact tcttcatccg taatttcttc
  3439621 attatacata cgaatatttt gtttcacatt tcccgcaaat aaaaatgcat cttgcagtac
  3439681 aagtcctatt ttctttctaa tttcttgttc ttcaaatttt tctaaatcta caccatctat
  3439741 tacaatattt ccagacttaa tattataaaa tcgcattaat aaattcataa tggtactttt
  3439801 tccgctaccc gtgtgcccaa cgaaagcaac cgtttgccct tgtttcacgt gaaaagatac
  3439861 attttttaaa acatcacgtt ttccatcata agaaaaagta acatttttaa attcaatatc
  3439921 tccattaatg acttgaggat ttccatcccc tttttgaact ggtgctaaat ctttctcatc
  3439981 cattaaatga aatacacgtg atgatgaaac aagtgcctgc tggaaaaatg ataatttcat
  3440041 catcatctca tttaccggct ggaagaaacg atgtatatag ttaacaaacg catataaaac
  3440101 gcctacttca acaggacttt tcaaagcatc aattccaaat aaaccaagta ctaatgcaat
  3440161 cgctacaata tgtactaaat ctgtagctgg acgtaaaagc aatgcatcta actttaacgt
  3440221 acgtcgccct gcactataat gtttattgtt cacttcttca aactcttttc tcatacgctt
  3440281 ttcttgtcta aacacttgaa caatattcat cccttgaatg gattcgttta actttgcatt
  3440341 taacacgctt aattgattac gcacttctaa ataaaaagct gcacttttcc ggcgatatag
  3440401 caccataatc gcaaacatta ttggaattaa tacgagagaa aatagcgcta attttacgtt
  3440461 taataaaaac atcgctacta aaatacctat taaaaatacg atatttttaa caaatgttga
  3440521 taatacactc acataaaagt ctttaattgc ttccgtatca ttcgttatgc gtgatacaag
  3440581 cgtaccaatc ggcgtacgat caaagaaact taatgataac ttttgaacat gctcatatac
  3440641 ttcaacacgc atatcttgaa caattttaaa agcgatattt tgaaaatata acaagtctaa
  3440701 ataagtaaat aatactttta ataagtgagc aacaatatac actacaaata gtgtaacaag
  3440761 tgctgattga tcaaagttac gtggtactaa atgttcatca agaaattgtt taattaaaaa
  3440821 aggtcccatc atttcagtta cagttgcacc aactagaaat aaaaatgcta atgctaatag
  3440881 tcctttatat ggcttcatat aagaaagcaa tcttcttaaa tcgctctgtt ttttctcagt
  3440941 catcatacgc ctcctttctc gactaatgct tctagctgct ggctctcata catttcttta
  3441001 taccaaccat gttctttcat taattgctca tgtgtacctc tttgtacaat tctgccttca
  3441061 tccacaacaa gaataagatt ggcatgttga attgcactta aacgatgggc agtaataatc
  3441121 gttgttttcc ctgctctttc cctctttaaa gcatttaaaa ttgtttcttc tgtttttgca
  3441181 tctactgctg ataaacaatc atctaaaatt aatatttcag catccgttaa taaagcacgc
  3441241 gcaatagaaa ttctctgttt ttgacctcca gataaagaaa cgcctctttc cccaactact
  3441301 gtttcatacc cttctgaaaa ttgaaggatg tcattgtgaa tacaagcaat ctctgcagca
  3441361 cgggtaattt cattatatgt agcatccgcc tttccaaagg caatattctc cccaatactc
  3441421 gctgaaaata aaaaatgatc ttgcggcaca tatgaaatgg cagaacggac accgtaaagt
  3441481 gttacatctc taatatcccg ctctccaact tttaattcac cattaaaatg atcatactca
  3441541 cgaattaaac attttaataa agtcgttttc cctgcacctg tacgtcccac gacccctaac
  3441601 gtttccccct tcttcaaatc aaagtgaata tctgttaaat gtaacagttc atttttctta
  3441661 tacgaaaacg aatcgaccgc aaatgaaaca tcaccgctcg ctattgtatg cacagcattt
  3441721 tctctattta ctacatctga tttttgcgag aggatttttt ctacacgatc atacgaagca
  3441781 cgcccacgct ccataatatt aaacaaccat ccaaacgcta acattggcca aacaagagta
  3441841 cctaaatacg tcgtaaatgt aacgagatca cctactgtta attcacctct cacaactaat
  3441901 actgacccgt aacatactgc gattaaaaaa gaaaatccta cgataagagc gattgttgga
  3441961 tcaaataacg aatcaatacg tgcgactaac atatttttat gtacaacatc ttctgatttt
  3442021 tttcgaaacg cttgtaaatc ttctttctcc tgtccaagcg atcgaattac cttcatccca
  3442081 ctcatactct cttgcacttt atcattgatt tccgaaaacg attgctgcgc tttatgaaac
  3442141 cttttatgta ataaagatcc gtaataattt gtcgatattg ctacaatcgg cattggaatt
  3442201 aagcttaaca atgttaactt ccaactaatt gtaaagccca tcgctacgag tacacatccc
  3442261 ccaacagcta aagaatcaac aagtgttaaa acacctgctc cagcagtttg ctgaatggct
  3442321 tgaatgtcat tagtcgcatg tgccattaaa tcccccgtgc gatttgactg gtagaaagat
  3442381 ggactcatct ttgtaaaatg ttcgtacaaa tttttccgta attggcgagc taactttaat
  3442441 gaagacccga aaatcataat acgccatacg taacgtaata cgtacatcgt aatacctaca
  3442501 attactaaga gtacaaccca ttttagtaac ttatcagtcg ttaatgttcc atcattaatt
  3442561 tcatctacaa caatcccaat cacttttggt gctacaagtt ctaaaagtgc aacgccaaat
  3442621 aataaaacaa ttccggttat gtacgctcgt ttttcttgtt taaaaaacca agctaaattc
  3442681 ataaacactt tcatattttt cctcctccct taaaatgagc gatgttttca gtttatcaaa
  3442741 aatacagaat ttttaaaagt tttaaacact gtaactaaca aaaagaaaag acactcttag
  3442801 cgagtgtctt ttagcgctta tttcatttgt tgcttgttca tcgcgctcat catttgattg
  3442861 attttctttt gggaaggttt ttgtcccatt tgcatcatca tcatttttaa catttgttcg
  3442921 ttaattggtg gatttttttg taagtaattc atcatgtatt tgcgggcaat gaaaaatcct
  3442981 aacgccacgc ctgctactag tgctactacg cccactagaa tacctaacca aattggcata
  3443041 tattttcctc cttcatgttg tctaccttac agtgtactaa aaccttttca ataagacaag
  3443101 atacaattcg acatttttta cacatatgtt cgtacttgtt ttagaggatt cagccatccg
  3443161 tactttgtat tttcataatc catagctaaa aatgttaatt cacacttccg tagcacctca
  3443221 aaaaaagtcg tttccataga aacatttcca gaggtattca tgcgaatata gtgtggtttc
  3443281 accattattt cgccgtattc cgctcctgta taaagtgtat gtgtatgatg tgttcgatca
  3443341 tatttaccaa gaacgcgcaa agcttgttct aatttatgat gaattttcat tacttgtaat
  3443401 ggcatcgtta tatacatcat ttgtttatat aacacttttt tctccgaaag ggacccagat
  3443461 tctgaaaatc gagcaaataa atcaaaaaac aaatattcac gaccaaagta agctttcgca
  3443521 atatcctctt gaattaaata caattcatac gttttcatct ttcgcctccc aatctggaca
  3443581 accttttctc ttcattatat agaagaaatt ttgcaatgat tgtctgactg cggagagaga
  3443641 aaaaactttt tctgtcgaaa aaactcattt acatagaaaa acctctccat gccggagaga
  3443701 tttttctaaa atcattaaag catttctttt actttacgaa caacgttctc tacagtaaat
  3443761 ccatactctt ccataatctt ctcaccagga gcagaagcac cgaatgtatc gatacctaac
  3443821 acatctcctt caagacctac gtaacggtgc catccgaatg tagcacccat ttcgattgcg
  3443881 aaacgttttg ttactgcttt tggtaataca gattctttgt actcagctgt ttgagcttca
  3443941 aagcgatcca tagatggcat gctgacaaca gatgcatcaa cgccgtctac tgctaatgct
  3444001 ttttgagctt caacagctag acttacttca gatccagttg caagtaagat tacatcagct
  3444061 gtttctttct tgcttgcaga aactacatac gcaccttttg ctactttttc atacgtatcg
  3444121 tcttttgcac cttctaatgt tggaagatct tgacgagtta atactaaagc agttggtttg
  3444181 tttgtagatt ctagagctag tctccaagct gcaacagatt cgttaccgtc agctggacga
  3444241 ataacagata catttggcat tgcacgtagc gctgctaatt gctcgattgg ttcatgtgtt
  3444301 ggaccatctt caccaacagc gatactgtcg tgtgtgaata catacgttac cggcaattgc
  3444361 attaatgctg caagacgaat tgctgggcgt aagtagtcag agaatacgaa gaacgtacca
  3444421 ccgtaagttt ttaaaccacc atgtagtgca ataccgttca ttgctgcacc cattgcgaac
  3444481 tcacgtacac cgtaccaaat gtttttaccg ctgtaatcat ctcttgtaaa gtctttttcg
  3444541 ttattcatgt atgttttgtt agaaccagca aggtcagcag atccaccgaa gaatgatggt
  3444601 acagactctg caattgcatt aattacagca cctgaagaat tacgagttgc tgcttttgat
  3444661 cctaattcat aagttggtaa gttttgctcc caaccttctg gaagaagacc gttcattgct
  3444721 gcttgcagtt cgtttgctaa ttctggatat gcttgtgcat attcacctag catagtattc
  3444781 cactcagctt gtgcagtttc accaacatct tgtactgttt tacggaagtt ttcatatact
  3444841 tcttctgcta catggaagtc ttgttcagca gtccaagcgt atgcttcttt cgttaacttt
  3444901 gtttcttcta caccaagtgg agaaccatgt gaagctgatt ttcctgattt gtttggagaa
  3444961 ccgaaaccaa ttgtcgttct tacttcaatt agcgttgggc gtttttcgtc agctttcgct
  3445021 tcttcgattg ctttcgcgat agcttcaata tcgtttccat cctcaacacg gattacttgc
  3445081 catccgtatg ctttgtaacg atcttctaca ctttcagaga atgaacgatt taaatcgcca
  3445141 tctaatgaaa tatcgtttga atcataaagc acaacaagac gacctaattg taaatgagca
  3445201 gctaatgaag atgcttcagc agaaacgcct tccattaaat ctccatcacc acaaatagcg
  3445261 tatgtataat gatctactat attatacgca tcacggttat atttagcagc taaatgtctt
  3445321 tctgccattg ccatacctac agcagttgca ataccttgtc caagtggacc agtagttgca
  3445381 tctacaccag ctgtatgacc gtactcagga tgccctggag ttttgcttcc ccattgacgg
  3445441 aagttcttta agtcatccat tgttacatca taaccagata ggtgaagtag gctgtataat
  3445501 aacattgaac catgacctgc agataatacg aaacgatcac ggttaaacca cgttgggtta
  3445561 tttggattgt gtttcataaa ttgagtccat aatgtataag ccattggtgc tgcacccatt
  3445621 ggcattcctg ggtgaccaga gtttgctttt tcaatcgcat cgatggataa tgtgcgaatc
  3445681 gtgttgatag aaagttgttc gattgaatgt gacatgctat tcttcccttc gcttatatta
  3445741 gtaaacgttt tatacattta tatgatagct tcccacgcaa gattatacaa catgtatcga
  3445801 caaatatgtt gatgtttttt tgatttttta taaaaaaatc aatgattccg ggaatgtatg
  3445861 ggcattcaat atgacatact ttttcattat ttttatttta aaaagaaaga gaattatctg
  3445921 tatatttata cagatataca aaattcttct atacttactt tttaacccgg ttgtgaacta
  3445981 cccccactta gtatctctta cgagcttacc ccgagtgggg ggcttctcgg ttcatcgcta
  3446041 cttttgatag ctaacgaatt tgtcctatga cagccgagct aactcccctg ttccaaaggt
  3446101 tattttgtta ctatttatgc cagcgctaat aagcgtatgg cttctttttt gatattgatc
  3446161 gctgcgttat aatcacggcc gattgtgagt ccacacgaac acgcatacgt gcgttcacat
  3446221 aatggcattt cttttttatt tccacaacga ctacacatct ttgtagaagg aaaccattta
  3446281 tctatcttta caagttgttt tccttgttct tgtagcttat atgctaaaaa tgccgtgaac
  3446341 atccgccaac cgttgtccgc tacactctta ccaaatctaa gtgctcttga cattcctttc
  3446401 atatgtaagt cttcgattgc tacaacgtca aaactcgtag ctaattcttt agacttgtga
  3446461 tgaagaaaat ttttacgttg attggcgacc ttttcatgca atttcgctac acgaatgcgt
  3446521 tgtttattcc agcgctctga acctttcaca cgtcttgcta atactcgttg tgccttcgct
  3446581 aatttctcta acatctgacg ataaaagcga ggataattgg ctttctcatc ttcgctactc
  3446641 acgtacaatt caaccattgc gaagtctaat ccaactacac gttctacttc ttttggagtg
  3446701 atttcttttt catattcggt caaaatagac acgtaatact taccagtagg tgtcatcgaa
  3446761 atcgtacacg atttgatgat atgttttggc gggatttctc tatgttgctt cagtttcacc
  3446821 attttcaatt ttggtaattt gatataacca tgaaataaca taatatttcc gtttactcga
  3446881 ttcgttgtat aggattttct actcttttta cttttgaatg taggaaaatc actttgacca
  3446941 ctaaaaaaat tcttataagc agtttgcaag tttaattgag cgttggccaa tgccaatgaa
  3447001 tcaacttctt tcaaccattc atactccact ttgtattttg caggtgtaga aaatttttgc
  3447061 tccttcagtt cttccttatt cgctttgtgt ttttcatata cttcctttcg ttcagccagc
  3447121 attttattat atacaaagcg tacacacccg aacgttttac gtatgagatg tgcttgttct
  3447181 tctgttggat acagacgaaa cttgtacgcc ttattctgct ttgtcatatc cattcacctc
  3447241 acttttcgct tcatttccca taagctatga cggtgattcc acggacctga acactacatg
  3447301 attattatct actttcattg ttataccaaa ctttacctct tataagactg attatagcag
  3447361 gggcgaaata aatgggaaaa ccaaatgttt ggttacgcca aaccgaaatc catctcccac
  3447421 ctaccgctag gctatcgtct ttcacacgcc ccaggaagga gatttctttc ggataatgcg
  3447481 ttaaaaatac caaaaaatat ctacattcga tgcttctcaa atcagttaaa caatccgttt
  3447541 ccgaatcgaa cttgaaataa aatcaatgat aatgaccatt aaaatgatgc ccaataaaat
  3447601 tattcccacg cgagaccaat tacgtgaact cagcgcaaaa attaggggcg taccaatacc
  3447661 acctgctcca ataacaccta aaatggcagc ggatcgtaca ttaatttcga acctgtataa
  3447721 tgtatacgat agaaaatctg gtaatacttg tggcaatact gcataccaaa gtatttggaa
  3447781 ccggtttgcg cctgtagcta ttaacgcctc tgtcggcccc ttatctatat tttcaattcc
  3447841 ttctgaatat aatttcccta acattccaat agagtgtaat cctaaagcta gaacgccggc
  3447901 aaaagagcct ggtccaacag cctttataaa taaaagagcc ataactaatt caggaaatgt
  3447961 acgaacaaaa ctaagtacaa atttcccagt tcctgaagtt agttttccac tgctcatatt
  3448021 cgtcgccgcc caaaaagcaa atggaacaga taaaaaggca gaaataaatg tacctaatat
  3448081 cgcaattgcc aacgtatcaa ttaaaccatg taataaatct tcaccatctg gcaaagatac
  3448141 atacgcccaa tctggattca atacacctgt cataattgct tttgtaattt ctcctgccgt
  3448201 atccttgatc ccttctagcg gtactcctga aaaagcccat acgtaaacaa atgtaagtgc
  3448261 tataaaaata aacgagcgat acacactcgg cttcttaggt ttttgtacga ttatcgtcgt
  3448321 tttactcatt ataatttctc ccgcaacaat gtacttacat aatcaattaa caatacaaca
  3448381 acaagggtat aaataataat agatgcagtt tgctgatatt gtaaaaatcc aagtgtacga
  3448441 tcatagtata atccaatacc acctgctcct actaaaccta aaacagctgc tgcacgtacg
  3448501 ttcacctcaa atgtatacag aacataagag acaaaatgcg ctttcacttg cggaattact
  3448561 ccataaacaa tccattgcac tttatttgct cctactgctg tcatcgcctc taacggacct
  3448621 ggatcaattg attcgattga ctcataaaac aatttcgcca cgagcccaat tgagaaaaaa
  3448681 gtaagagcca gaatacctgg aagtggcccg attccaaaaa tcgctacgaa aattgccgct
  3448741 aataataaat ctggtatcgt tcggataaaa tttaatatca ttcgagctgg gatgtataaa
  3448801 aatgtactag taaatacatt acttgccgca cacaatgcca gcggaatagc taaaatcgct
  3448861 cctaaagtcg tcccaataat cgccatacgt attgtatcta acatcgctgt tgtaataact
  3448921 tgaaaataac tccaatctgg cggcaccatc tcttttaaca aatccatcat attaggaaaa
  3448981 ccaactacta gttttgacaa tgatgcatcg acctgtacac tacttcccca caacagtaaa
  3449041 atgactagaa cagccgttaa catatgtttc aacttactcg gtggcttcgg tatcgatttc
  3449101 gagtatatcg tcacgtcatt catttaactg ccacctctaa caattcactt ttctgtacta
  3449161 cgtcaccata aatttcagca aacttttcat ccgttgcctc ttctactaag ccatcaaaaa
  3449221 caatttctcc tgcatgtaat ccaataatgc gcgtcgcata ttgcctagct aaatcaatag
  3449281 aatgtaagtt tacaattgtt gtaattccaa aatcttcatt aattttcttc aaatcttcta
  3449341 atacttgctt tgttgttagc ggatctaacg atgcaacagg ttcatctgcc aatatgattt
  3449401 ttgcttcttg cgccaacgct ctagcaatcg atacacgttg ctgttgtcct cctgataatt
  3449461 catcagcacg cgcatatgct ttttctaaaa tatttactct ttttaacgat tgaaaagcaa
  3449521 gctccaaatc ttctttcgga aatagaccta acgttgtacg caacgtcgaa tgatacccaa
  3449581 cacggccagc taatacgttc tttaatactg ttgatcgctt tacaaggtta aaactttgaa
  3449641 aaatcatacc aatatcccgg cgcatgcggc gtaatccttt tcctttcgca gccgtaatag
  3449701 attcaccttc aatcatgatt tctccttctg taatctcatg aagacgattt accgatctta
  3449761 gaagtgtaga ctttccagct ccggaaagcc ctaccattac aacaaactca cctttttgaa
  3449821 ttttcaagtt tatattattc aatccttttg taccatttgg atacactttg gaaacatttc
  3449881 gaaactctat cacacatctt acctaccttc tatgaattca aaacggcaaa ctaactgaaa
  3449941 acataccttt ccagctagct gccatttcca tatgtattat tgcgttttta ctttcttccc
  3450001 atattcacga acgatatcaa atttactatc atcagattta acatatcctt catgtgaata
  3450061 tacttcttta atgattttgt gcccttcctc attctttcca atttcaatga aagcatcctg
  3450121 taatttcttg ctccactctt catctaaatc agaacgtacc gaaatcgtat cgtttggaat
  3450181 tttctccgta aatttcacta ttttcgtttg atcgaatata ttcggataat ctttttttac
  3450241 aatattacga gcatcttgga atacaacagc tgcatctaca tcaccattta aaagagcaat
  3450301 aagcgactga tcgtgacctt ttaatgtaac aggtttcaca tcttttaacg gatcaacgcc
  3450361 ctcttttaat aatacagccg caggccacac atatcccgct gatgacgtta catcttgata
  3450421 gccaattttt ttacctttta aatcttttac actattaata tttgaatctt tcttaacaac
  3450481 aaactcagat ttataaaagt ctactaagtc ctttttagga gctcccgttt catcatctac
  3450541 gccaaaacgt tgcgcttgta aaattacgtt tgcagccttt ttctcatgtg ctagcacata
  3450601 cgctgttgga ggtaaaaacc ctacatctac ttgcttagat gccatcgctt ctacaattgt
  3450661 attgtaattc gttgaaatac taacttttac tggaatattt aacttatcac ttaatagctt
  3450721 ctcaagtggt tttgccttcg cctctaacgt atctgcattt tgagaaggaa caaattgaac
  3450781 atttaaagtc ttcggtacat accctttttt cgtatctgca tttttatttg cacttgattc
  3450841 cttcgttcca cagccactta ataaccccgc tgctagtaca actgttgtgc tcattgcaaa
  3450901 aaattttttc aacatattag tgcctccatt tttcattgtt ataaaataac ctttcataaa
  3450961 catgaagaaa tatatcacac atttttacaa aaatttgatt atttacagaa tctttacaca
  3451021 ttctatacac tcacattaaa attcccttca tatatttgat atgcttaatt agtagataac
  3451081 aatagaaaag gtgaataata ttgaatccaa atcaaattgt gactttaaac atcttattaa
  3451141 caagtgatat acatggtact gtttatccaa ttcactacca agataactcc aaagctgaaa
  3451201 ttggtttagc taaaatttct actcttataa aaaaagaacg ttccaaaaat agaaacgttc
  3451261 ttttaattga taacggtgac ttcatacaag gaacaccatt tacttatcat tacgctactt
  3451321 atgaaaaaga taagaaaaat ccaatgtctt tattggcgaa ctatttacgt tatgatgctg
  3451381 cagtgattgg gaatcatgaa tttaattacg gaatggacgt attaaacaat gttatttcta
  3451441 ctgcaaactt cccgtattta tcagcaaata ttttagataa aaacagtaaa aaaccttatt
  3451501 tcgggaaacc atatgtaata aaacatattg aatcaaatat aaaaattgct attttagggg
  3451561 tgacaacgca ttatattcca aattgggaac aacccgatca cattaaagac ttacaattta
  3451621 aagatgcatt agaaacaaca caaaattggg tttcttacat acgtgaacac gagaaaccag
  3451681 atttactagt cgtagcgtat catgggggat ttgaacggaa tttacaaacc ggagtaccga
  3451741 ctgaagtttt aacaggagaa aaccaaggtt atgcaatgtg ccatgaaatt gaaggcatag
  3451801 atattttgct aacaggccac caacaccggg aaattgctca caccgtaata aacggtgtaa
  3451861 cagtattaca aaccggatgc aatggacact ttgttggaaa agtaacaata acattcgaaa
  3451921 aaacagaaca aagttggata aaaaagagag ctattcacaa ttattgcccg tgcaaggaat
  3451981 tgctacggac caagatattc tttctttggt tactgattat gaagagaaaa cacagaattg
  3452041 gctcgatcaa cctattgggc taatctatgg ggacatgcaa atttcagatg ctatgcaaac
  3452101 tcgtttgcaa gaccatcctt ttattgaatt tataaataaa atacagatgg atattgctaa
  3452161 tgtttctatt tcttgtacaa gcttattcca taatacatct ccaggttttc cgacatatgt
  3452221 aacaatgcgt gacatcgttt ccaattatat ttatccaaat acattaaaag taattagaat
  3452281 aactggagca gatataaaag atgctcttga actctctgct tcttatttca cattaaaaga
  3452341 agatggaacc atcatcgtaa accctagcta catagaacca aaaccgcaac actataatta
  3452401 cgatatgtgg gaagggattt catacgtatt aaatatttcc aaaccaattg gcgaaagagt
  3452461 agaatcttta cagtataaag gcactcctct taatatgaat gaagaatatg aagtcgttat
  3452521 gaataattat cgcgcgagcg gcggggggaa cttctttatg ttccaaaata aacctgtaat
  3452581 aaaagacata ccaacagata tgtctgaact tatcgctaac tatatattga agcacaaaaa
  3452641 gatagaagca acggttaata acaactggaa agttattaac taacgattat aataaataaa
  3452701 aaagatgggc ttcgcccatc ttttagttta attttgcatt atcttgcttt tttaaagctt
  3452761 ttaatttcgc cggtgtaaca tcagtacctt gttcgttaac gactttaatt ccttttagtt
  3452821 cgtttaacat attttgacga aatcctttta aatattgttc acgtagcgat tgacgctcac
  3452881 gttgttcttc ttcagttaaa ccttcagctt ttgctttttt cgctaagaag ttaatgcgtt
  3452941 caacgagttc gtgactaagc atctcgaatc ccccttctaa tcaaaactga ttattatcat
  3453001 acaatagtta ctcttcttta tcaagcaatt gcttcgtata ctctacatat ctacgatgca
  3453061 cagttgcctt tgaaacatta tgaccaaagc cgcgaagcgt tgctgcaatt tcttcaaacg
  3453121 tgagttcact tttgcgcaaa cgtacgattt cctcaattgg cacttctttt ttctctcttc
  3453181 ctacgcttaa atgacgattt tttaaattat tttctggacg atagcctttt tctactgctc
  3453241 gttgcatacc tcgtttaatt tttaaattat gaatctttct ttgatattct tcaacaatac
  3453301 caataatatc taataccatt gaatcagaat ccgacaattg caattcacca ttatgtgtat
  3453361 acgtatatac ttttattcct tctttatgta aacagtgcat taacgcaatc tttgcattcc
  3453421 ctctaccaag gcgcgtttca tcttgtataa gtagcacatc aatttgttcg tctcgaattg
  3453481 tatcgagcac ttctaatata ccgtcacgtt caattgtata tccactagcc tgctcttcaa
  3453541 tcaccttaat aacattcatt tgatagcgct ctgctaaatg caataattca tctttttgac
  3453601 gtaataatga tgtttcttgc gcttctttcg ttgtactcac acgtgcataa ataattgcat
  3453661 tcattatgaa cccctctttc ttactattat ttcccttcag tgtaacataa attcgccttt
  3453721 tgttcgaact tatgtttgta gaatgttttt tcacatgtta tacttattaa taagaaaaat
  3453781 gaaagaaaac gaggtgttag aaaacatgga aaagttaacg aaacgccagc aagacattct
  3453841 cgactttatt aagctaaaag tacaagaaaa aggatatcca ccctccgtac gtgaaatcgg
  3453901 tcaagcagtc ggcctcgctt ctagttctac agtgcacgga catttatcaa gattagaaga
  3453961 aaaaggatac attcgacgcg atccaacaaa accacgtgca attgaaattt taggtgaaga
  3454021 ccgaatggat acagaaacac aatctgttat tcaagttcca attgtcggaa aagttactgc
  3454081 cggtttacca attacagcgg tcgaaagcgt agaggagcac ttccctcttc cagctagcat
  3454141 tgtcgcagga gcagatcaag tgtttatgtt acgtatttcc ggggatagta tgattgaggc
  3454201 tggcattttc gatggagatt tagttgttgt tcgccaacaa cagtctgcat ataatggtga
  3454261 aattgtagtc gctttaacag aagataatga agcaactgtt aaacgtttct ataaagaaaa
  3454321 agaccatttc cgtctacaac cggaaaactc ttcattagaa cctatcattt taaagcaagt
  3454381 gtcagttatc ggtaaagtaa ttggcgtata tcgtgattta cattaagaat ataaaagaag
  3454441 ataattacct tatttatata cggtaattat cttctttttt tgtattttga tagattttca
  3454501 cacattctat ttcttatgaa cgcgtttcaa tcgtcacatc gcccgcagtt gttttaccgc
  3454561 taatcttttt actaccattt ccaattatta cgttgttatt ttcttcatta aaaattgtta
  3454621 catctccagc agcactttgc ccagtaatta tcgcatcttg tggtttttcc gataaagtaa
  3454681 tatctatatc tcccgcagtt gaacttgctt ctagattgta cttagaatca tgatctagaa
  3454741 tatttatttc cccactggtc gtttttgcag tcactttccc tattactttt ttaaagttta
  3454801 cttcaccagc ttttgtagat ccctccacat tcttagccgt tacatgtttc aaatccactt
  3454861 ctccagtaag tgttctagca cttacacggt cacttttcac atcacttatt tcaatttgtc
  3454921 cagcagatga atttactttt acatcttggt aagagcgttc aggcacaagg agagtcaatg
  3454981 tagacgtttg aaacctaaaa tcgtaaaaag aaaaatcaaa tgaaacatct ttttctcttt
  3455041 ccccaatgat ttttaatgtg tcaccatctt cagtaatacg aatctcttgt ttacgcgcat
  3455101 ctcctgattg ctttacataa aaagaagagt caggagattt ttggatagca atatccccgg
  3455161 catctaactt aacttctata ttttttagtg tttcattttt aattatatct tctttgtttc
  3455221 ctttttctgc ggtttgcact gctttttcat atgtttgtga aatccctatt actccaataa
  3455281 tgatacaagc aatcgctact aacaatattt ttttcatcat ctactcccct tttatcattt
  3455341 tgaagttcca tattacataa cgtacgcata accttttaaa ccacttcgta ctataataag
  3455401 caataataca tagcaacaaa cctactccaa taaacgttat actaacgaat aaatccaacc
  3455461 atataaaagt acccataaat acttttccaa ttacgaaaaa tggtgtcact acactagcaa
  3455521 tcccaccgac ccaaaaagaa aatataaaag cgataattgc aaataacggg cctaacacaa
  3455581 taatgaaatt aaacaaacta agtccaatca ctgccatgac agctcttgtc acatttgaag
  3455641 ttgatgggtc ttttttcatt tcatcgaagc gatacatcgc aagtaattct tttgcaatta
  3455701 ctttcggaga gccaagaccc tttattatat ccgattcatt tttcccctct tctatcccaa
  3455761 actgaaagtg ctcttcataa tcaaataaaa tatctttcct ctcttcgtct ggtaactttc
  3455821 taagatgact tgataattcc ttaagaaact gttctttact catcccattg caccccttca
  3455881 ataatttctt gtacgccttt cgcaaaatca cgccactctg ttactaacaa attcagttgc
  3455941 gcttcccctt gctcagttag ttgataatat ttacgaggcg gtccctccgt agattctttt
  3456001 aaatacgttt gaaaatatcc ttctttcgtt aaacgacgta ataaaggata taccgatcct
  3456061 tccgatatta aaaatttatt tgagatttgc tgaacaagtt catagccgta acaatcctta
  3456121 cgtttcacaa gtgccagtac acatagttct aacacacctt ttttaaactg aacgttcaag
  3456181 gacaatcccc ctttctcatt tcagtactgt tcaatacacg gtaccttcct tatccataat
  3456241 ataccactta gtattgttta ttgcaaggta ctgtattttt caacactcaa ttttctcatt
  3456301 acatccatcc gcgccacgaa gcaatgagca caacacatat ttcaatctct acattttcat
  3456361 tcatagctag cacgtatttt aaataatcct catggttttt ttcgaacgtt ttacgggcac
  3456421 ccatccgatt catttcacaa accactatat tatccacaaa taaaaaaacc ttgataccgt
  3456481 agtatcaagg cttcctcacc tctcagtaaa gagacatata ttgatcgcgt tcccattggt
  3456541 gaacttgtgt gcggaatata tcctctggat tcatcaagtt ttaaattgcg ccaaaaacgt
  3456601 tgatttatca aggttttata aaagtgatgt ttcatagtga ttcatcactt tttttatttt
  3456661 tgtgggtgaa ttgtgggtga gattgtgggt gcccccacaa aatgaaacaa acctaaatag
  3456721 cttaggcttg tttcattttt ttatctgttc tttcctattt aaaataacct ctaaaaaaat
  3456781 ccgttaaagt tcaatatttt ttcacaattg aacaaagcaa gatgttgtca acatcttgct
  3456841 ttgtttattt ttctatttta ctgcttagta attatttatt tctttaataa ctaatggggg
  3456901 taattttctt atttattaaa ttcctgtacc atgctctgaa tatgaaataa tattttcttg
  3456961 tttcagtgta ggtgctgcac ttttttcaat actaggacta tttaaaccaa acgataatac
  3457021 tgcaataccg attaaaccca ttaatgtaat tttaatcttt ttcattttaa acgccccttt
  3457081 tcttttaata aagttctcgc ttcatgacct aaacgataat actcacacgc cttttccttt
  3457141 gcacccacat tataccattt ccctgctagt agttcggtat aaatttgaat gtctttccac
  3457201 aattcttgtt cttgaaaata cgaaagtgat tcatttacaa tttcctctaa cttctctata
  3457261 gattcattat tatttataca ctccaaaata tttaagtgat aactatattc ttgattacaa
  3457321 tccttcaagc cctctttaat ataaaaagtt gcatcattat gctgttttaa tttaatatgt
  3457381 tctcgagcta ataggaataa tacccttctt tgataatgca attttgtatg ttgacacgct
  3457441 ttatatactt cttctaaatg acgtatagct gaatctgata aattttgttc ggcatacagt
  3457501 actcctaaat tactacgaac ttttaaaact agcgattgtt catcaagttt ttgaaacata
  3457561 tttaaagcag aaattagata ttcctcagct aattcaaatt gttctaaagt aatacaagcc
  3457621 atacctaatg tattttcaca cgctcctttt ttagtctcat agccttcatg gcttgaaaaa
  3457681 taatcgagag cctttgtagc ataattaata gctaaagtag gttgtgaaat ataatattta
  3457741 tatagcgcaa cacgataatt gtactctgct ttttcttttt catcggacat catatctaat
  3457801 aaatcacttg cagattcaag atgtttttct gcactattgt agtttccaac ttctgttgca
  3457861 taaataaatt taaagaagtg atagtaatat tttagtaaac catctggcat accttttatg
  3457921 tattctagcc ctttttcaaa attccccttt aacatttgat acctgaatct taacagagag
  3457981 taataaataa aagagtctgt attttcttta accttattaa atatattatc tgcttcaatt
  3458041 tttaaaatac ttgccttctc tatatgctga gcaagcattt catgatacca ttcttctaat
  3458101 agttcataac ccttactagt aatagaaatt tttgtctcca tataaatccc ccttttcgaa
  3458161 gagtattatc taaatattat aacaaatcat catatggaag cgtagattat agcaattact
  3458221 atttattgat aaaaatatat ctgattattc agtctacggt gtttaaaaac accctcattc
  3458281 gctttgaaaa agaagcttct ttttcattta aatttatgaa attacaatgt ttacatcttt
  3458341 agtatgaagt tgatatgatt tatttagttt agagggacga taatatgaag gttataaaat
  3458401 ctatatttaa cggatttcgt ttattaagta aaatcataaa tcctatctta agagcattgt
  3458461 ctaaaaataa attctaaaca tcttaacaat aaaaaagccg agtctttaat tagaatcggc
  3458521 ttttcttctc atttgctttt tgttttccag aatatcttct ttaaaatata atcgatctcg
  3458581 tgccatctct ttgattggct tcactttttc tttctgtacc attacattta aattttgacg
  3458641 tgaacaacct aaaatttcta gagcctctga agtgtttaaa acttcctctt gaataaagtg
  3458701 tattaattct tctttagttt caaatttata cattcttttt ctccttgata tacaaaataa
  3458761 tcatattaat taccattaag attatcgcta gtatggtacc aacgatacag atataacccc
  3458821 aagcgtttag attatcatag tcaagaattg ataaaatgaa ccctaaaaca atgactatag
  3458881 gtagattcga ccagataaat tttttcataa taatatggaa tgtgatataa tcttaaatgc
  3458941 aagggaggtt tccctcccct gtgtgcttat tctgagtcgt ttccttggtc ggggcgactc
  3459001 ttttgttttt cctctttcac cttgtagaag gaataagata tgtcctttat tttttggggt
  3459061 tcatcttatg aagttagtac gctctatatt taacgcattt cgtttactga gtaaaatcat
  3459121 aaatccaatc aatattaaag gcattatcta aaagtaaatt ctaaatatct taataataaa
  3459181 aaacgccgaa tccttaattg gaatcggcgt ttttatttta tggtacctct acaaatgttc
  3459241 aactagcttt aatatagaag acactaattt ttgagttttt cactttatat tggagtgaac
  3459301 catccactaa tactttatca ataattgact tatgaaatct atgtggaggg aaaatatgca
  3459361 ttcgaactga atattgataa ataataccaa tatctcaaat gtttgatata atgattttat
  3459421 tattacttat cgggaggtta tgtcatgagt tatgatacag ttgcatcctt acaacgtatg
  3459481 caacaattac aacagtctga agccgctgct ggggatagat taattttaaa aagagctgat
  3459541 tcaaaagcag aacttataat aactgtttct gcaatagtat taactccttt cacattagga
  3459601 atatcccttg tattatttgc aatttggttc ttaataaaag aacttacagc taaaacgtat
  3459661 ttagtaaaaa atgtagctac tggtgagaag tttagggttg accggaatga ctttaaacaa
  3459721 tataaaaagg actttaaagc caaagaaaaa gaagtaaaga aaatctcaga cttataaggt
  3459781 atgagaatga gggggcgtta atcttatgaa agttattcgt tcaatcttta acgcatttcg
  3459841 tttattgagt aaaatcataa accctatttt aaaggcatta tctaaaagta aattttagct
  3459901 acataacaac aaaaaagccg actcataaaa gagttggctt tcaaattatt catatggtcg
  3459961 atatttttct cttaattgcc ctaattcttc agccagtttt tctacatctt cacgaaagta
  3460021 caacgaaacc ctatcaacta ctttaatagg aacaattcgt ccttgtttta caagtacatg
  3460081 taatctttgg gttgtgacac ctaataaatt tacagtttca tttgctgtta aaactacttg
  3460141 gttaactaac ttttctattt cttcacgact cattttatag tccatactca cttttcgtcc
  3460201 ctgccttttt tccataaaga aattaaatta ataacaagcg ctatagctaa aattattgtg
  3460261 gaagcaattc ctaagtagtc acttacttca ggcttcttat agtttgttac tgtaaccact
  3460321 aatataaaaa acaatactaa taccaaagtg tttcgatcta acttcatttt tacatggatt
  3460381 ggattttgtg taattttgta attatgttat aatattttta aggttggggg aatttcttcc
  3460441 cccgttgtgt tatttgcgtc tagtcttgcg ggctaggcgt ttttctattt cttcttcctt
  3460501 tttcttctcc tttctatctt ttatgtcgtt tagagctttc tttgcgttta tgattcctac
  3460561 aaccatcgct actatgtaag ctagatttct aagaaccttt tctgttaagt cccaatccat
  3460621 gtttctcacc tcccttacat atataattat atcatacctg tttattcgaa tcaacaggta
  3460681 tggttaaata attgctataa aataaaaaaa gccgtcatta tgacggctct tactttaatc
  3460741 ttcaaacttc acatattcac ctgaaaccca ttggtctcca cccacattat accaaccatc
  3460801 tctatatccc cacgactgat actgttctcc ttggtacaca ttttttacaa tgtcataatt
  3460861 agttcccgga cctttacgaa cacgcaatac atctgctgta atagtaacta ttcctacacc
  3460921 attattgact gattgtgaac ttgttggtgt gctttctcct gtataacgaa tgtatgatga
  3460981 atcattataa atccactgat tgccaccaag gtttaaccat ccatttgatt gtccccatac
  3461041 ttcgtaggac tcacctttac ctaattgacg aataacccca tatccagtac ctagaccttt
  3461101 acgaaggttg atgccattcc cctcaatata cgcaatacct gtcccgttag ttgacggtgg
  3461161 gataagtgta ggagttactt taccatctcc attgtatgca ttttgaactc tttcaataaa
  3461221 attattccaa cgtccttctg ccaacatacg atgaggacag tacttcccac tccatgattg
  3461281 atgtgtacgg actttcttaa ttggaatatt gtactgtttc attagttgag ctacaacgat
  3461341 agctgcattg tcttccgctt tatagtatct atctccaccg cttaaagagt agcaaatttc
  3461401 aactccgata gatttacgat taccgttccc gtttccgtcg ccagtatgcc aggcgttacg
  3461461 ctccaaaggg attccttgta ctgcttcttt atcatctact gcaatatgaa atgaaacctg
  3461521 attatcatta cgaatcatat aagctacttc attttctgct gtagcatcgt tgtaagtatt
  3461581 gtgaactgta atgaattccg gattcattgt ataaggacac tttatacaat atttacttgg
  3461641 gtcaactaat ttttttctaa tttccattat agaacatctc cctttttctc ttcttgtttt
  3461701 tgtttaccac ctaaaatttc aactgcattt gttaaagctt gcggtaacgg gatgcccatt
  3461761 cgaccagcat tttctaaaag tgaaagtaat tcattaccca tgaagaagaa aatagtcgct
  3461821 tcacgaattg cactgttact tccaagcgct gaatctagtt gtgcagccgc tccgaccaaa
  3461881 agaaaaagca ccaccttttt ggcgatgcct ttgaaaccaa ctttactttt taattctccg
  3461941 ttataccctg ctgcaatcat gccagttaaa taatcaataa ctgccatcgt cactaagatt
  3462001 ttcaatgttg catcccatcc tcccaagaaa tacccacaga agtcaccgaa agtggcaata
  3462061 aagattttta ataacacatc aatacgatcc atcttttcct ctcctttttt agataataaa
  3462121 aaaagaccag cttatggctg ctctggtttc ctatttatta atttttatag tcataatcct
  3462181 atcagttgcg atttgctact gctctattca gaaggtacat tctgtttttc ctgtgaagct
  3462241 tgtgtaattc tgtctaagca atctttacaa atttcctgat taccgattct tgttgtattt
  3462301 gtatttacac cacaaatatc acaaaacctt tctgcagttc taacgaacag attagaagta
  3462361 tcagagaata gttccacttt tgtatttggt ttaatacctg ctgtttccag catatccaat
  3462421 gggattttaa ttgtcccatc ttcaccaact gttcctaaaa cacctaaaaa ttgactcatt
  3462481 ttattttctc ctttcatcat tgtgagctac ttataaagtt ccatgctttt ccatcatggt
  3462541 agtaagctcc aaatcctcta taaccattcc ccatccatag aaccccttgt tgagacaaag
  3462601 gaatctttcc aaatgagttg aataatatac ccgatgttga aattggtgac gtgaagttaa
  3462661 ctctcttggc tgtaaaccaa atcccatctt gagctgttat accaatatta cctgcattcg
  3462721 ttagacgaat attactttca gcgccattat aatctacata gcgatagtaa acgccatttc
  3462781 catctttgta gatacttcca atattcctac cagtcccatc accttcacca aggattatat
  3462841 atgggttacg tgttgtactt tttctctcat cttcaaatcc catcacaatt ttggcagagc
  3462901 cttggtttac aaaacgaata acctgatttt ccatatggag gtattctttt gtagcacttg
  3462961 ttttgatagt cataccttgg agtaatccag cttttaacca agatgcttct actctaccta
  3463021 ccaaatcaat tagattggct gaaattttaa tcttttctgc cgtttgattg atagatgaaa
  3463081 tgatttcacc tttttttacg gtactaagaa tattcttctc agtaacttga atacgtcctt
  3463141 ccatgttcct tacataagca ttcgtagcga atttatcatt agattgagtt tgtgtataaa
  3463201 cctctgtctt ttttgctact aaatcaatac ctttctcatt aacactaaaa cggttatcaa
  3463261 tttgagtcat cttttgattg tattgctcag ttgctactct attagctata tcttctagca
  3463321 ttttatcagc atcaacttga tctttagggt gtaaccaaaa ctctgtagct actttaccgc
  3463381 gttgcagcat cggcagacca gctcttaaac gtccgtttct ttgtacatag taacgccatc
  3463441 taacccattc ttcattagcc gcaaccgttg aaagcatcgt cattttaacc caatcgcctt
  3463501 gcttaatcca ttttatttct acacgttgcg ttctcattct tgtgcttttt gtcccattgt
  3463561 agaattctat ttccatccac gctttttgat caagcgaagc tatattatcg gtagcaaacc
  3463621 aacctgtcga aacaagactt tctccagttg taactgatat gaaatcagaa atagctcctg
  3463681 accaatgatc actagtcttt cctgaatagt cactccaaaa tgtaggataa cccttgtata
  3463741 tagaattggg ttgaagtaca gtccctgcgc ttaaattcca aaacttagtg gtgttaagac
  3463801 ctgcatttct aacctcattt atagaaccta atcctcctac ataatcctcc atatccttct
  3463861 tttttatagt taaatcaatt tgatcagaat gctgtttaat tatagattgc gcttcagaaa
  3463921 tttttttact ttgttccgtt tgcatttcct gtatcttact aacattttgc gtaatacctt
  3463981 cagcattttt ttctactgct gttacacgtt tatcaaatcc actttgatta ttttctactt
  3464041 ttgttattgt ttctctaatg ccattcacac tttgctccag ctcatatgtt gatttactga
  3464101 agtctgttgg tactgacccc ttttctagtt taggacgttt aaagcggaat ctcttacctt
  3464161 ttgacatttc taatctagcg aaccttaaac gcatacccca acctgtggca cgtccgtcta
  3464221 tctggaatgt aaatgaacgc cttgaccaat caccagcagg gaattcagtt tgtagatttt
  3464281 ctgtccatga tccgttgata aattggaata caagaaaagt aacgtaaaca tcattttgaa
  3464341 gatcgacact gaatgtcatg tctttacctt tttcaaaatt acccatctta gtattatcta
  3464401 aatggaattg atagaaggag tcggtatgat ccgtacattc tacgattaca taatcctcag
  3464461 agaatgcttg accagccttg ttgatttgtg cgcctccaga cattccaatc gtttgtggtt
  3464521 tttgattttt cccagtattg attagccagt tttcaccgcc tactgtacga gcttcgacct
  3464581 attctaattt cgtagaaatt ttcccagctt cttctttaat ttcagttgtt gttttagtta
  3464641 gttcacttgt tgtttgctgt acattggaaa ttgtcttttt tgtgccttct acagtggatt
  3464701 caaccgtatt taatttatta ctaatgtcag tatctttttt agttaacgat tcgatggatt
  3464761 gtttaaaacc gtttgctgtt tgttcagatt tcgttacacg ttctgtaagc tttccctgtt
  3464821 cgttttgtac atttgatacc gaagtattta ttcctttaat agtagtctcg atttctactg
  3464881 tttttttagt gaaatcagct gtggatactt ggtcttctgg tgctggtgtc catgccgttg
  3464941 atattgtgcc aatttctaat ttaagctttt caattaacac gtcccccgta aaatcacgtg
  3465001 ctaaagcgta aactgaaacc tccttaatag gcttatccat tactactgca cttgctgtaa
  3465061 acctttcctg gttatattgt tttcctagag ttaaatggtt ttctactcgg caacttggat
  3465121 aatgaaatgt attgtctgtg aaagtaatct tcacttcgaa accagcccat ttattcgttg
  3465181 taccccatgc agtaacttta cctgtaaata ggaaactcat agcaagattc ttaccctgca
  3465241 ttaaggtagc tatgtccttt gctacatcaa agtaggtatg cggcttattt tccccagtct
  3465301 tcactgaatg tgatttagta gctgtttcta gtaatagatt tcgcccacca acttgaatat
  3465361 tatcaacttg agttttcaga ttagaaagtg tctgcttcgt tccatctgcc gttgatataa
  3465421 tctcatttgt tttactttca agttgagaca aaccatcatt agttttcgtt aactccgact
  3465481 tctctgcttt ttgtgtaaga gcttcgtttg tttgactaat ataagtatta acgtccttga
  3465541 acttttgaac attaccctgt ttatcagttt cataggtttg tttaccaata aaaccatcct
  3465601 taatttcatc tttcgtataa acaccagatt tatcagcctt atcttttaat tgattattaa
  3465661 tccacgtttg atcaactttg tcattaactt gcttttgaac accgactaat tgtccagcta
  3465721 tttcttgcgc tttaccttcc acactttgaa cttttagatt taattctgtt tttgtggatt
  3465781 caatatcttt gctgatttgc tctattgttt cttttttaac cgattccaca tcaggaacaa
  3465841 ccgggtccca aataccatct ttccagagtt ttaaaatgcc aggcttaccg ttagaaatat
  3465901 ctaaccagag tgtttttcta tctttaagtc ctgttgttgg tgggtactta gattcaatga
  3465961 tttcgacggt attgttttta atattctcct gtactttttc agcaagcgtt ttcgctgctt
  3466021 cggattcttt ctttgcatta ctagccgttt cattagcttc tttcactaat ttatctagct
  3466081 gatcaatcat ttcttgttta ttgcctagcg aactaaggat acgattgtaa atctttctta
  3466141 attcttcatt cggatcaata atttcatgat aatccccaaa tacatattta tcttgtaatg
  3466201 gatttttaaa cgattcatca ccagcgattg ctctagcttc taaataaagt ttaggtgtga
  3466261 atccagtgtc ttttattcga atcgtatcgc cctcgttaat taattcgtga gccaatccaa
  3466321 atacacgacc aattgattgt gcttctactt cataagaaac agatgtattt acacgttttt
  3466381 ttaactctgt attcataagg gtcattaaac gttttgcatc catatcttcg ttttctgttt
  3466441 ctggactata aaaaccaaat ttatgttgcc ctttttcgtt ccatctttgg aaggcatcat
  3466501 tgtccacaag ataaggaacg cctttattta tttctgtaat ggtaatgaat tctccgcctt
  3466561 ctttttttac gaaacctaat aaggctgtac aaatattttg agagttttca atccgtttaa
  3466621 ttcccagtaa gtctttacca atggttattt ctttccctgt ttcttgaccg cgcttcttaa
  3466681 ccatatccac ataacgccca acaacttgag agcctacaac tccagcacga tattgaattt
  3466741 ctaattcaaa caaagaagca atctttttaa gaaaagacaa cggatcaata aattcatcga
  3466801 ttgtcataga acggaaacta gcatattcta aattcccctt ttgccacttt gtacccgcaa
  3466861 gagcgatatc aaccatttca attacggttt taccttctaa tttttgtggc gggataattc
  3466921 cagctttagc aagttgaatc cattctcctg atgcataagc aattactgat ctatcatccg
  3466981 aattcttttc aatttcagta attacataag gaacaatacg tccatcgcgc acttctttta
  3467041 acactaagtt ttgctgcata agtgtggacg aatgccttgt attatcaaat actcgaaact
  3467101 ctaatgtatc aatgttgttt ttgatttccc aatgtcgttt atcatcccaa taatctgctg
  3467161 gctgaatgct tgatacaatc tgtccagttt taaaatcaca aacatgtaat tcaccacttg
  3467221 gcgttctcat ctatatctct ccctataact gattgtagct gtaacatccg gcggcattat
  3467281 atcaatacga ttatctccac gaatgacctt aggaaactca ctaaatatat ctttaatatt
  3467341 aatggcgtct ttcccgttaa tcgtaacaag acttctttct gtatcaataa ttactttatc
  3467401 tcctgcatcg aaaatataag gctttgtatt tgaagggact ttgtttacct tccaaatctt
  3467461 taaatcatca atttgcattt cgttaatagg ctggtgatta tcccacttac aaatcgcgat
  3467521 cataacttgt gcaattttac gttctgtcat cggatttcct gtttcatcta tccaacgttc
  3467581 cacaagtgaa gcaccatctg tctctgtacc ttctataaat ttagcgacat aaacagacca
  3467641 ttgttttcct cttctagcaa tacgtaaacg ccctcggaat tggttaaatg tattcgaata
  3467701 atatccactt gtatcaacta atttccgaaa actattgggg gttccgctat ttccaatttt
  3467761 catatgagcc tttgtaattt cagcagtcac atatagatca ttcatattga tgcgggctac
  3467821 cacattgctc gcttcatcta acagaagaac ttcaacacgc cccatctcat caatgttttt
  3467881 ggactttaaa gtcatccatg cctccatttc aaaatcttgt aatggaccac ctggaatact
  3467941 tttcttagct attgcaccgt aaaatccttt gccttctccg tattcttcac aatataatgc
  3468001 ataaccgtct cttgatttaa aactacctgt ccctttcatt tcctcaactt gcccagtaac
  3468061 aggagtccat cctattggtg aagccatttc atcccatagc acacgctcac gttcttggac
  3468121 agtggattct tccacagtta atggatatcc aatacggaag tagtttcgtt ctaaaggata
  3468181 tttaccaaac catacatcta aaaaagtgct tggtttttta cagtcatttc aattaatgct
  3468241 ggagcttcta cgcttccttt attcgtgaaa taagaagtag tctcggtaga ccaattttga
  3468301 gtgaatgtgt aagtttgtac ttgccctaac ttataaggta tcggacaaac aaatttaatt
  3468361 gtaccgattc caagtgttac aaattcatct ggattaaagc tatcatccac taccgctaaa
  3468421 tatgttctat ttggttctac atcgaaaata agctctgctg cttgatctgt aattagccaa
  3468481 tctgcaattt cttcttttat gatttctaaa tcagaaccat caggaacgat aattcctaca
  3468541 ggaatagata aaacgcgcat ttccgtttgt gtgtttaata gtcttgcacc tggatatcca
  3468601 ggaacactta aaaaattcct ttttaacggt gcccaagcgg gtcttttcca tccttttgcg
  3468661 atttgaataa agtcttttcg ttcgttatta aatgtaaaag aactcatatt gacacctcat
  3468721 ttctttataa aatgaaagaa acccaaacct aaaagtctga gtttcttttc tcttctcttt
  3468781 cttggtattc ttttgtatac cgaaaagtac cgcgtgctaa gtctctacca tctaaaataa
  3468841 ctggtacttc aattaccaaa tcgccacctt gtgctggaat taattcatta ccaccagttt
  3468901 gccctgatga ataattgaat acttgatttg cgatattacc agccatggct tgtctactat
  3468961 ttgacatact tccatataca ccactcataa cagactttaa tccagctaat tgactcatag
  3469021 aactagccat catccgactc atatcaccca ttaattgatt catagtccca gtaataccga
  3469081 gtgatttttc ttttgatgat aaaggtgtaa ctgtaattga attacccttt ttcgtaaata
  3469141 attccggtcc agcttcacct gtaataaatg aaccatcacc tacaggtttt ccacctttag
  3469201 caagcattgg tacatgtgga atagttggag cacttactcc tggtatatta tttaacaatt
  3469261 ctgctggtgt attaaagcca tctatgaact tattaataat acgaatgatt ccgttgatag
  3469321 ctgtacgaat accactctta attccatccc acacgcctaa tactgctgac ttcattccct
  3469381 cgaatgctcc actcacagca tttgttaccc atctaacagg agtcataatg gcatctttta
  3469441 atccattcca tacagaagat gcggttgatt taataccttc ccaaatattt gaaagagtag
  3469501 atttaatacc attccatata ctactgcttg tgctactaat catattccat acagttgaaa
  3469561 tagcttcttt gatgttattg aatacggaac ttgctgtgga aacaattgag ttccataagc
  3469621 cagaaaggaa gcttttaatc gtattccata cagcacttgt tgtggaacta atcgtgttcc
  3469681 aagtatttat aatccaatct tttattgaat tgaatattgg cgttacaaaa gctactaacc
  3469741 cgttccagca tgactgtaag aaattcttaa cagcattcca tactgtcatt gtcgctgaac
  3469801 tgattgtatc ccatacacta atgatccaag acttgatttg ttcaaaaatc ggcataacaa
  3469861 atgctacaag tccattccaa caggaaacta agaaattctt aatcgtttcc catacaaaac
  3469921 ttgtagtaga actaattgta ttccaacatt cagaaatgaa attcttgata ctttcaaata
  3469981 atggagtagc aaagtataaa atagccgtcc aaatcgcttg taagtattga gtaatgaaat
  3470041 tccatacagt ttggatcact gtagaaatac cattccaaat catagagaag aaatcagcaa
  3470101 tcccttgtaa aataggagtt ataaaagcca ctaatccatt ccaagtctct tgaaagaatg
  3470161 tagaaataga agtccatatt tctgtaaaga acgtggctat cccctgcaaa actgaagtta
  3470221 aatattcaac tatcccattc cagatttcca tacagaaatt aaaaatagat gtccaaatac
  3470281 caacgtatgc ttctagaata gcggttcccc aggttacaac aaactctaca atgccattcc
  3470341 atatccctat taaaaactcc ttaattgagt tccaaactgc tgatgtagat tcactaatgc
  3470401 tattccacgc ttcacttgcc cattgcacaa tcccatccca tattcctact aagaattctc
  3470461 caattgcatt ccaggcatca atggtccatt gttttatgga atcccaattt tgataaattg
  3470521 caatacctaa agccacaact gcggctacaa ctatagcaat taacgctacc caccccatca
  3470581 ttgctgcccc tacacccgat atgacaacaa ctattggtgc taaagccata aatgctcctg
  3470641 ctattactcc tgccgctact gcaatggctg ccaatgtagc tgccaattta ggattattag
  3470701 aaatccaatc agctatttta gcaacaacat ctgctattac tccaagtacc ggttggagag
  3470761 ccatttgtaa atcttgcatt gccttttgga atttcactgc tggacttgca tctattttag
  3470821 aagtagcacc atgtaagtcc tctactcctt ttttcaaatc aacttgttta ccttctgctt
  3470881 tcaagatggt gtctataatt ttctttcctt ggtcttccca aagagtaccg aacatcttcg
  3470941 tgccaagtgc atttctgtct gttgcatttt caacaccagc taaggccttt gttgcttcaa
  3471001 gcatagcttt ttgtccattt tcaccgccac cagcaattgc ctgaccccat ttttcaaact
  3471061 gatctgccga aatctttgtt ttatctaaaa cctcttgcat agatttatct acaccggccc
  3471121 caaactcagc cattttgata cgcccttctt taacacccga tatgttcaac aggactcgca
  3471181 acatcctgcc agttctctta tgaacttctg tatatcacta tacagaccag actatatcat
  3471241 catcttttat ataagatgct ccccatttcg gatgtcatta gcttacaccc tacgcttttc
  3471301 agctagtcgt tgcacgttcc tttgttaaag gcttcgctca gtattgtctc atttgagagt
  3471361 ttcactgaat taaaggagtt ttctatgaat gtcaccactc atagggacaa tttttcatcc
  3471421 aaaaggttat cgatattcca acttttagtg tcgactcctg cagacaggat tccttggact
  3471481 tctttcgctg aaaatccagc ttgaaccatc tgatccccat attcagcgat aatatccaat
  3471541 tgttctggtg gaaatcctgt ttttaataat gtattaacta accccaatgc ttcctcgtta
  3471601 gtaataccta acgttgcacc aatctcattg gtttcttgta taagttcatt aaaatcaatt
  3471661 ccagcgtaag atgctgcaat agtcgctgcc cctttaacca cagcggcatt tgtttcatca
  3471721 gaagcatcct tatttaaagc ccattgtctg cgaacacctt ctaatgcttc ttcagcgtca
  3471781 ataccataag tactaacgcc cctaatagct tcttccactg attttttcga agactcagga
  3471841 acatcaaatg tgatatcaat ttttgtttgt agacttgaca tatccatcgc tttttcaata
  3471901 gcggttgcaa taccgccacc agctgccaat ccacctataa cattttctaa tcctattttt
  3471961 aatccttcaa actttttctc tgttttgcca gcttcctgtt gtaagtctct taattcgttt
  3472021 tgtacttgtt gaatcgtatt accagcatct acagatcgaa gtgcacgttg taacttttca
  3472081 atatcggctt ctgttcctaa tgcttctcgt ccgataattc caattgcttg atctaactgc
  3472141 ttactggtag ccgttccact tcgaattgca ttcacaagac gatttcctaa tgcccccgcg
  3472201 aaatcatcaa cactttttcc agtagcgcta aacaatgttt ctaattgtct tgttgaactt
  3472261 gctacactat cttgttcagc cttcatgttt ccaagcttat tcttcaggcc attaagcgat
  3472321 ccttctgtaa attcaatttc acgcctgaat gcgcggtatt gttcttcgga aatttttccg
  3472381 ttttggaatt gtgcttggac ttgttgctca gctgccttta atttatctaa cttttgtgtg
  3472441 gtgttttcaa tttgctgagt cagtaactgt tgcttttggg ctaaagcttc aatattacct
  3472501 ggatcaaatt ttaataatcg ctcaacatct ttaagctctt tggttaaatc attactacgc
  3472561 ttattaacat cttttaatgc attttgaagt cccgtggttt caccatcaat tgaaatacta
  3472621 attcctttaa ttcttcctcc tgccatcatc tcaccccttt cttagaatga atcgaagtct
  3472681 ttttgatttg ctttacgggt tttctctttg tctgggttct ccatttctgc aaattcagca
  3472741 atataatcaa agcaatcacc gattgtcatt acttctaaat cccaactcgt taatttcgct
  3472801 ttataacaaa gagcaaggaa caaatcagtg gtgaattctc cgtcactgaa agtcccttgc
  3472861 tctccattac ttttctttag ttttttttgc tcccattgta ctttgaatca tatcgttaat
  3472921 ctctggaatg atttcataaa taggaaattc ttcaaatccg tctaaccatg taattggatc
  3472981 cggaagattt ggatcagcag ttttagcata taaccaaact aaatcataaa taacttcaaa
  3473041 atctattttc tttaaatcta catttgagag gtcaatagaa ggctgagaac catcttgtgg
  3473101 tgtaaatgta ccaatagccc ctaaagccat catatcagca aacaaatcac gtctgaattg
  3473161 cgctttgtaa cgcttaacag ttgctactgt acttttcagt cgaacttgct taccatctat
  3473221 tacaattgtt ttttccatct aattacgctc cttttggtgc tgttggtgtt ttcacataga
  3473281 cctttttgta ccaattatca tggattgccg gtgtagtttt agaagttgtc ttagtcttaa
  3473341 ccatcggtct accaccagtt gctagaataa ttgggcttgc gacgaattta agctcgtttg
  3473401 tattcggttc agctgaattc gtttttgatt ttgatgaaat attagggcga ctcgctgaac
  3473461 agttatacat aacatgacgg gttgctttca catcaccatc aaactcaaat aacagtgcga
  3473521 atggttttcc ttttgcatca gctaactcat ttaatacacc atctgtctca tctaattgtt
  3473581 cacctaatgc atcaattgca aattgctctg gaaggagtgc aatatttaaa gttccttcat
  3473641 aaccttggtt attatctgct gagtaataaa gcatgtcatc ggcatagaat tcaattaaat
  3473701 caccgcgtgg ttcatttgtt agttcaaccg caccaggcaa tggaatcggt gttccaaatg
  3473761 taactacccc atcttttgtt tcatatgttg cataatggac atttttcaat ccaaaactta
  3473821 ctttgttctc actcatttat atcaacctcg tttcataatt tttttgaaat aggttttcag
  3473881 tttcaataaa aacctcataa gattcataag gaagctcata attgtctaag attttttcaa
  3473941 gatttgcttc agcaattaaa tcttttttat ttgtataaag ctcgatactt aagttattta
  3474001 tcttgtgata taccttgtta tcagccatta aattcgctga tccgtccaca agaaaacaaa
  3474061 tataaggtgg cactggaact ggattagttg gcgttgctgt gaaatgtgaa taagccacag
  3474121 gataacctgt agcatcaagg attttcttta attcacctaa tgtcattgtt gaatcgccct
  3474181 ttcgacacgt tcaattagtt catttattgc tttttcttct gccggagcaa tgtgaacctt
  3474241 agctgctaca cggccaccat ttgctttagc atgtcccttt tccaataaat gtgtaagttg
  3474301 tggtttcaat gcattataaa caatgattgc actgccatcc ttctttttcc gccagccttt
  3474361 accatacttc cctgttttct taggactttt ttgtttcaat tcattcacaa gattggtcgc
  3474421 aaccttttct ttagcatctt ctatatcttc ttctactagg ttagcgtatc tttgcaattc
  3474481 cctagcaata tcacttgcaa gagtatcaat attagacacc ggctttcacc tcacaataaa
  3474541 gttcgatctt ttcatcgtct ctttcatacg tgcggtaaat gctatattct ttatctcgat
  3474601 acttcacttt tcgttcatct tggtaatccc agacatgaac aattaatata tgactagcct
  3474661 tgatattact ttgtccagct tgaaagaatt ctgattgagg aactgatttt ctcttgcaaa
  3474721 atacctgtct actaaatact tcatcttcct caacttgtcc tagttcatct ttagtaattg
  3474781 ttattactgg gaatagtaaa atatcattca tttatagtca cccgctaaag ttagatgatt
  3474841 cttaagcatg ttatacgatg ctaaaaaacg ttctgcctct tttgcgtctg aaataaaatt
  3474901 agcttttaca tacgtaataa ttgctctttt aattagagga tcagtgtcat catttgcctt
  3474961 gagatgagaa acaccagata acttcaaatc atatcgagat gcttcaatta aatcttcaag
  3475021 ttcatcatca agagcactat gtgagatccg taccgctttc ttcacaacat caagcatcat
  3475081 attcattcac caacttgctc tagctgtttt aaagcttcca gagcggcatc tttaccctta
  3475141 atcttttcac catttggaag ttcgtaatac cctcctccaa catggactgg tccttttgag
  3475201 ccttcttgtt tttctataat tctttcttta ttcaagaaac cttcatcttg tagatacatt
  3475261 acacgttctg cgtcatttga ttcatatgaa tctgcaacac tataatgaac gaaagtaaat
  3475321 ttatctcgaa aagctctttt tacaacatat ttattcaacg gtttcccact cactgttaaa
  3475381 cctccttata ccataaagaa aagcgactat tatacagtag ccgctttctt cactcgtaag
  3475441 aatccatttt tagaaattac gttaccacct gcaaaaacag aacctctatg agcaatcata
  3475501 ccttgcttga atttaaagtc tgtagatcgt tgaacgtcca tatctgagaa aatagtaagt
  3475561 tgatagtttg ataaaggacc atatgccatg ctatattgtc cagctgttgt tttagcatca
  3475621 gaaacagcct tacaagcact attaataatg aatggtaccc catcaattgt tccagaatta
  3475681 ccttgtgata ctacgttata taccttttta ccatcagaag tacgaagctt agcaaatgat
  3475741 tttaaatcta gtttatttaa aatcaatact gccgcatctt ctacatcttc atctccacca
  3475801 tagctataga taatctcatc caatgtagat gcatcaattg ctgaaatttc taaatctgtt
  3475861 tctgaatcaa ttgccgtagc tgctgctgag aaaataccaa caagtcgatt tgtagcacct
  3475921 gtcccaatta aaatttcacg agttaacttt ttacgagtag ctaccgtaat ccccttcatt
  3475981 acttcagcat cgtaatcagc tgctggtaat ttttgaagct cttctgtgtc ctctgaataa
  3476041 gctgtaactt ttgcttttgt gatatctgca tatccaaacg ttgtttctga tgtattgtag
  3476101 tcattacctt cagtggtata atcaccttct ccataacttt taatgtacgg ctgttggtaa
  3476161 ctctctccac cttttaaagt tttagaagaa acacgatcaa tcagtgtaga cacttcattg
  3476221 aaagtcggac gaatatctgt tgcactatgc ttaggtaaaa ctacattacc gcttccaact
  3476281 gtaacagcac ggttttccat tagagcttgt ccacgctttt cagaagtctc taattctaca
  3476341 tcttgtttct gaggttcatt gttaaatgtt tcaactgtac gaatttcagg catttgatta
  3476401 ttattaatct cctctgcttc ttttaataat ctttgtcgag tttcaatttg tttttgtgtt
  3476461 tcttcaagat ctcgtaattc tgtttctaat gctgctaaat ctacttcctt atcgctttgt
  3476521 aacattgaac gaatttctga ttttctagtt aaaatttctt gtaatgtttt caaatgaatc
  3476581 tctcccttat aaatatgttt ttaaaattag ttttttacgt aattcttttt gattgcgttc
  3476641 ctttacaaat tgtttatatg ggtcatgact tctagctgaa acttgcgaat caggataagc
  3476701 tggaaaagct actggactaa tctctagtaa cttagctttt gttacactac gaactacatt
  3476761 gtccggatct gattcatccc attcttcttt gaccatttgg aagccaaaag aaacaccgtc
  3476821 tacatcacca cgtttaattg tctcgtatgt gtcatttccg agtgttgtat tggctaagtc
  3476881 tagttcaaac cttagtccaa tctcatcttc aaataaacga agagtaccat ttttagttct
  3476941 tcctaacact tgtgatgtgt cgtggctcca taaagctaat tgatcatctt gagtcaagga
  3477001 ctctgtgaaa gctccttttt taaactgctc tttaaatcgt tgccaatagc ccattgttac
  3477061 agatttcatt tcccatttaa ctgcataacc agaaattgtt cgaaggccat tttctaattc
  3477121 cctaatttca agagcactac tcagtagctc cctcttttcc gtcttgttca ttgtcatcac
  3477181 ctccttcatc agtgacattc ccttccttaa ccagtgctgt atctaacctt ctaattggct
  3477241 tatctccacc ttcaattgga ccaagtgaaa gaattgctcg ccattcattt ggtgtcaaag
  3477301 agcctctatc taccatctga acaagattca ttttggtccc catagaagcg tattgaagtg
  3477361 aagaagattc aaagataatt ctgttaccaa accctctttc ccgacgcgaa aaaagcttcc
  3477421 tggtaaattc tccagcaagc tgcattgcaa atggctctat ttctgattca taataagcat
  3477481 tccattcatc ttcgttatat ttactttgga taatcttttc gtttgtatta aagaaattat
  3477541 aaatacgttg tactgtttct tgcatctgct tggaatctgg tacaaacgct tcaggtttca
  3477601 cttgttctaa atcatacctc ggatccgaag aagctgctcc gccatcattc gagatattca
  3477661 aatagttgtt cacaaagttt tttacctgac tatcaatatc ctcttgtttt aatactgact
  3477721 taaacttaag aatccacttt actactgcac tatttttaat agctttaaca ataccttgat
  3477781 cagtagttgt tacaatctcc attaactgag ctaatgcatt accaggatgt tctccgaaaa
  3477841 agtcattatc attaaagtct ttacgtaaat gaatgatatc tgtatacgga atcgtcatct
  3477901 gcttaccatt tttaaaataa aactttaaaa agatgtctcc ctgtgcacct tctacaactt
  3477961 caactgttgt acatggaata ggataaatct cagtaggata accaaaatca tcacgcttaa
  3478021 tataagcgaa tgcattatga ttcaactcta attgaacagc cattttctct tgaaacattt
  3478081 gtcctgtcat caatggatta ggctcttcca gtaaaaatct catataagaa tctggattca
  3478141 ccttaaattc agtagagtta tctcgtatat gcttggctat cagcttaccg actgcttttg
  3478201 ctttaggacg tatacaagcc cgtataatgt cactttgata gatatcccca ttccacgcaa
  3478261 aaaaacctcc accattatcg tttatcattt caaaacgagt tgtagtagga gcctgtttct
  3478321 taccaaagat cttatcaaat aaccccaaat tctcacctcc ttcttaaatc atgttgaggt
  3478381 agtcatttcg tttttcttga agaactacat atgcatttaa aagcgctgct gtaccatcaa
  3478441 tacgacgtcg ttggttcttt gttttatttg gttgtatatt taaattttta tcaacgtcta
  3478501 tggctgtgtt ggaaagacac cacttgtcaa ttgtgtggtt attatagttt attaacttag
  3478561 attccaaatc agctcctaaa agtttcatcg ggctagaaag agtttgttta ccttgtgcga
  3478621 taggaatcat agattcttta ccaaaataac cttccatttc ctcaacccag tacttagctg
  3478681 accacttatc ataaccaatc caaggtagat aaatgccata ttcatctcgt atttctaaaa
  3478741 accatttcgt aacaaattta taatgaacgg aatttcccgg tgttgttctt aatattcctt
  3478801 gctcgtgcca taaattatat ggaattttat cttctttact tcgctgctcc aataaatctt
  3478861 ctggaagcca atacatctgc ttcacataaa tatgtgggtc ctctggaacc ataaaaataa
  3478921 ccttcgctgc tgttaaatcg gtagttgaag ataaatcgca accaccaatt ccataggaag
  3478981 gctttagctt ttctatatca aaagtttcag gattatttag ttgttcaaaa gtcagccatg
  3479041 cttctgttga agtttctctt atattaaaat ctttcgttag taagtttttt accaacaaag
  3479101 aatttgcttt tgccttgttt acttttgttt caagttggtc tatctttttt atcgatccaa
  3479161 gcccaggatt tgctttcttc cactttgatg ggtcagtcca ttcctctcgt ttatccaact
  3479221 catagattat aggtaaaaaa cgatcatcct tatatccatc cggatcatcg agtccattta
  3479281 acaacatttc tgcttcttca tatttcatat catacactga ctctcggaca gttccggctg
  3479341 ttgtaatcat aaatatcatt ggctgttctc gtgaagaagt accatctaca ataacgtcat
  3479401 ataagttttt atctttccaa gcatggattt catccatcat agcaccatgt acgttaagtc
  3479461 catctaaagt ttcactatca gagccaagtg gtttaaatgt actatcattc cattcagaaa
  3479521 ccatttcaga tactaaaggt ttaatacgct ttaatagtgc tggtgacttc tttaccattc
  3479581 gctttgattc taaccaaact aatttcgctt ggtctttctt agttgctacc gcataaactt
  3479641 ctgaacctgg ttccccatct gctatttgca aatacaatcc aatacctgag ccaacagtag
  3479701 attttccatt tttacgagca actacaagta atacttctct gtattttctt gtgccatcta
  3479761 ttccatgtac aaatccaaat gctgctgcaa taaatgcctt ttgccatact tctaaaacaa
  3479821 ttggttttcc gccccatttt ccctttgagt gcttacaaaa gttttcgatg aactcaatgg
  3479881 catggtttgc tttctttgag tcgtattcat atatactttc tttatcatca atatcactta
  3479941 ctaatttctt atatattcta cgaacttttt cactaacaat ttcttttccc gattcaataa
  3480001 ggctgtaata ttcaatgatt gggttataag acaaaagata ttgtatcctc atttattcat
  3480061 cacaaagtca tcaaacccat catccttctc cttactttca actgtttttt taggtatgta
  3480121 atcacccaac tgcttcatta tcgtttgata acttttattc atagctatat atcttcttgc
  3480181 tgctggtctt tctctttcat aaggctcttg attctctgat tgcgagaaca tttcatcgta
  3480241 accattttca tctagatctt tacgaacatc ttctaatctt acacgcaaat ctgccgcttc
  3480301 aacaattaga ccctctacta ccaagagggt atcttttggc atttctttat atatacgtct
  3480361 aagtctggtt atctctttat taacccgttc ttcttttgtt agttctttct ttatcgccat
  3480421 aaataacacc tcatctcttc tgcattttgg gtaggggggt cacgtgaaat gaccaattta
  3480481 ttttttgaag gtacctcatc ggtccttcga gaactcgaaa aagattttga aatggggggc
  3480541 ttttatttct ttgaaaatat cagcgttcat tttttatttt gatttttatt ctttttgtat
  3480601 taaatcccca ttctcatcaa acattactcc ttcaacaact ggactattct tctcatgatg
  3480661 ttcacggttg tggcaatcct gacataaaag ttccaagtta tgaaagctca atgtaatctc
  3480721 tgggttattt atattctctg gtgttatgta atccttgtga tgaacaatct tccctgtccc
  3480781 cttacacctc tcacataatc catatctaaa tttaaaatat gaatccctac acttcttcca
  3480841 tgctgtggac ttataaaact tctttgcata ttcctttgcc atgcatccac ctcaaaacaa
  3480901 ataaccgctc aatgttgaac ggttatcctt tatataaagt tatacgaaac ccaatacggt
  3480961 aaatgaagtt ttatataaca taattgtcat taatccctat ctactattag gtggcttttg
  3481021 tacgacaaaa ataaagcttt tatctcttat tgaacaaact tatattgaat gcaaatacta
  3481081 tcaatagctt tcctctcaac atttaatatc cttatattat tttataaaaa aatagattaa
  3481141 ttaaccgaat tacctttaca cgtattataa tacgtgttat aataagagta tagaaaggag
  3481201 ggaataaggg agatggacat tctagatatt ttagacaaag taagcgggat ttcttctttc
  3481261 atcttagcga tatacatact tctcaaagaa agcaaagaag aaaaaaataa gcgtcctcaa
  3481321 cgcaaaggtt ccagccgacc aagcagaaaa cctaagcgaa gaaaacgcaa gtaacccatt
  3481381 gggaaactca accaactggt tgggtttctc aaaaaaatat tatcatctcc catatctata
  3481441 tgtcaaaaac ttcattgatt ttaaatacta tttgtttgtt tttaacaatt cgtttcttta
  3481501 ttgttaccga cttttctaat ttacaaatgt tagacactat ctacttaata gtgattattt
  3481561 tatggattct ggtcttcacc atttcgatta tcaagaaatt taagaagtaa atccattaca
  3481621 ctatatttag caggaggaga agcaaatgag cacttaccaa gatcgctaca tctacccatc
  3481681 tatttttgat ttttctaatg agcaggttac tgttacattt cctgacttaa cagattgtca
  3481741 tgctaatgga aataactatg aggatgcttt tgaaatggct aaaaagacat tagcaactca
  3481801 tctatatgaa atagaagaaa ataaaggcac tattccgccc gcatctaatc caacttctat
  3481861 ccaaactaaa gacaatcaag ttattggctt aatggaagta tggatgccac cattccgtag
  3481921 tgaaattgaa aataaagcag taaagaaaac attaactatt cctcattggc ttgataaaat
  3481981 gggaaaagct aataatgtaa actactcaca agtgttacaa gatgcattaa aaaaacattt
  3482041 aggtgttact gaaaataaga acgtataaaa gagatgatgt atcttcatct cttttttcta
  3482101 tctccataat aaaagaaata acccgttata ttaggattat ttcttcaatt aattttactc
  3482161 gaatgccttt ttaataattt tatgagtccc aattaaagaa agacctaaca aaactgtccc
  3482221 aaaaagaaaa taaactataa aaataaaata atacatatac ttgttagaat ctatcggtaa
  3482281 atatgggaac caaaaaatag ttagtaaaaa gagtagtgca ataagcatta acgtcaaata
  3482341 attcatataa aagtttttat tctcttttct agcttctaga ctttgaaaag ctatacaagc
  3482401 aattgcaatc ccaattaaac ctattattat cgttatccct aacttagaag tctcctgaat
  3482461 catccctact aacatttcca tatttcctat agcattaaat actacagcga ttaatgtaaa
  3482521 aaccgccaaa aatataacca attgtgcaat tactttaatg tctttacgca attttctcat
  3482581 acaaatcaac ctcctctata caagaataaa aggaggttga aacaaaatca ataaaactta
  3482641 atataaagtt aaaatacttc aacataatac ttatcttaat taagctttcg acaaaaataa
  3482701 ctattcctct tcatatggtc tatatttact acgcaggact tctaattcct tcttcttctc
  3482761 ttcaatgtct tcacgtagaa acaaacttac tcgttccatt ttcttaaatg gcacaagttt
  3482821 accatcttta atcattttac taattcgtgc tttactaatc cctaaaacat ccattacctc
  3482881 tggtgtcgtt aatacctcat catgtaaaaa agaaagcagt tgctctttat cttcaaactt
  3482941 gtacacttta ttcacctctt ttttctttaa aaatcccata gagtctcaat gacgtattta
  3483001 ttatataaag gactaaaaga ataattaaca cgatatccaa aacagtttta aaaatactcg
  3483061 cttcgactga atctcgaaaa tacgcaaagt aaaacagtgt aacgaaaata attaagaagt
  3483121 tcgatgaatt acttgttttc ttcatattgt ttacaaattg gcaagttgtt ataatgtgta
  3483181 tagaagagag aaggtgcgct tctctcttcc gctcaaaatc attttcgttt acgtctggct
  3483241 gggcgttttc gtttggtttt gagctttttt actttttcgt ggatgactag gactttttcg
  3483301 atgattgtta gtgctgtaag tatcattcct agtatcagtg ctaactttgc caatttgttt
  3483361 cccccctttc gttctttcta tatttattat accatatcta tttacctaag taaacagata
  3483421 tggtgcgatt tctctttaat tttattatta atataaaacc aaacttttaa cattaaataa
  3483481 tctacatata aatatccatc actcaaaatc caaataaaaa acacctttat aataaaggtg
  3483541 caaagattta ttctcctctt tgtgcaaatt tcgtatattg aatatcatgc cgaagaattg
  3483601 ttatttcctt atcaccgact acataatgtc ctctttcact ttctatttca gattgataaa
  3483661 acctcatttt ctcccctcct agggtctcat acaacgcttg aatttccttc acaaaagggg
  3483721 ttctacgaaa atcttcttgt tcttcttttg ttccctgttg atctttctta aattttgtag
  3483781 aacataatgg tatgagtatt tcttcatctt tttcaaaaaa atcgacccac actgttatcg
  3483841 tatcagttgt ttcaaaatta ctactgtccc caacaactat attaaattca caattcatta
  3483901 tgatatctgg tccatcatat cttattatag agtaataagt agtttcaaat tctgttccaa
  3483961 ttaaacgttc ataggcttcc gttaacacaa tacgaccttt ctttttccta ccaacatttt
  3484021 tagtttccga aagattcata tctactttag ctgctgataa aaacgaccgt tgactttctt
  3484081 tatttttctt tctttcattt attaattgag tactcgcaat aattaatgcc actatacctc
  3484141 caataatgcc accagtgtag ctaccataaa aacttaccca tgcattttca tctccaattg
  3484201 ttaaattacc cccaggtata ttaagtagcc cccctataat gtttggcgta gctaccgcta
  3484261 ttactaatat accaataacc tttttccaat ttgattgtat ccactctttc aaattaatcc
  3484321 ccatcttcct acttatttgt ctaaagtaaa agcacccaat cttgatatct ttcaaaagta
  3484381 aaacttacaa aactattttc tattctttaa agataactac atacataata gttatacatt
  3484441 attttttatg gtaatttaga tgccattcaa aatactcagc attatcttta ttccacttta
  3484501 aacactcttt tccttggaga ctctcaatat actcccttac tgaatctggt aaattatctt
  3484561 tattaaccaa gctaataatt tctccattca agacagtaat atatcctttt tcaaataaat
  3484621 catcacaacc aaacttacac ataggtatgg ctatattttc aatatctaac ctttcttcta
  3484681 tgctacaaaa tgctcttttc ttaatatgtg cagctacaag taaatctata ggatactctt
  3484741 tcccacaaat tccacagtta cacgttttct tatcattaaa cagatagcca cgtaatatcc
  3484801 cttgctcttt tctcgcctta ccttttattt cactatctaa tgaagcactt tgttctaaat
  3484861 cacctataat gtctttgata tttttctttg tttcttcctt tgtactaatt ggtgcataag
  3484921 aagaactata caaatcaaaa gcactcatta ttatgttact tttctcttgg tctaatactc
  3484981 taaagccttg tattagattt ccttcttcat aatctaataa tctattaaag acacttaaac
  3485041 taatggcttg atgctttatt tcatctaaga agtaaatata ctcccagctt tcaccactat
  3485101 ctgtttctcc ccacagatgt tttgctaatt ctaaattatg taccttatat gcgatggtag
  3485161 cagatgcaaa aatttgctta ttcgctgaaa agagagttat atctcctctt tgaatctttt
  3485221 cccattgctt tatcttttgt ggacttggag ttatccccca aacacggatt aagtttccct
  3485281 tataaattgc agataaatta ttagcatcct cttgttgtaa gaaaggctta attttctcaa
  3485341 attcaatgcc attacgcatt gtagattgaa aattaaattt agctacttta ttccctgtag
  3485401 gttgcagtat tacgttgtac atacacttac acctcttcta ttttatttag ttttctatag
  3485461 ttcgttatat tttttattcg atccaaatga cttttcaact ggatatttcc tttgattttt
  3485521 ttctatttta ttttgaatca attcttctat atccacattc atttggtcag ccaataagat
  3485581 agaataaatt aatacatcag ctagttcatc tttgatgttt tcaagatttt gttctattgc
  3485641 atcttcacta cttttccact gaaaattctc caataactca ctagcctcta aagaaagaga
  3485701 aattgctaaa tccttcgagt tatgaaattg cttccagtct ctatcatctc gaaacttaag
  3485761 aatttccttt attgtatttt gattcatttt tgaatcctcc cgctattatc cattgataaa
  3485821 tccttctaca attatataaa accaattgct tccattgcaa aaatttagat atattaattt
  3485881 taaaaagata gactgataat aaatataatt tactcggagg aatacctatg gcaaataaca
  3485941 atccttggtt aagcgaaatc atagaaatat taacggaatt aggtggagct ggaacactaa
  3486001 gtcaaattaa aaccaaagtt atggagcgta ataaaataga cctgagtaaa tatcagcatg
  3486061 aacaatcaat aggtgcacaa attagaaaga ccatctatta tcattctagt gaatgcgata
  3486121 tttataaggg tgaacaggac ttattttacg ctgtaaatgg taaaggaaat ggatgctggg
  3486181 gattaagaga tttcgataac aatactgatt gggaattaat cgatcttgag gaggaatttt
  3486241 ctgaagggaa acaaatactt agaactcatt tatcctatga acgtaataat aaggtgatta
  3486301 aacgagcaaa agaacatttt aagcaaaagc atggcgggaa aatcttctgt gaaatttgtg
  3486361 gttttgactt tcataaaata tacggtgaat taggaaaaga ttttattgag ggacatcata
  3486421 caatccctgt atctcaatta aaagaaggag aaaagactag aattgaggat attatcatgg
  3486481 tttgctctaa ttgtcacaga atgttacaca ggacaaaatt cgttttaact aaagaagatc
  3486541 tttactcaat aatacagaaa taagagccct aaactcctgg gctcttattt caaaaaccta
  3486601 attattcttc aacaaaatct attatttctc ttatgtcttt aatttctaaa gctttagcaa
  3486661 tgtgttctat atgctgtata tttattacag ttctagctcc tcttacaata tcacttattg
  3486721 ttgcctctct catgtgtgtc atttcagcaa gctgtttttg tgtaagattc ttttcattta
  3486781 atatttcttt gagttttatc ttaagtttta acatttttat tcacctcata taaatataaa
  3486841 aatgtgtagc aatgaagtag aaaattgcta cactttttta ttttatttta cataacgttc
  3486901 aactgtcata tacatcatat cccaggcgtt tgtatctttc cctacggcat taggattgtt
  3486961 accaatggac tctgtaaatt tcataatttt acttgccaat tgcactctta tctcttcata
  3487021 tacatcaaaa ggatctttaa cccatcgata catattagtt ttttcatcta aagttactaa
  3487081 agctctaaaa gcacttaaaa taggatacac taaaccatcc ggtactttat attctaaagg
  3487141 ctcgtcccca aacttcaact tggctactac attcccctct ttatagccag aaaatttctt
  3487201 cgccccatat tttccacctg ttgcattata tgcaacagga aaatccattt caatcttgct
  3487261 atataaatca aacatgtctg gagcaatatt atgcattttt tcaaactcag attggtcctt
  3487321 taaatactct gagagtactt ttgctttact agaatacgaa gcagttggat gagtatctgg
  3487381 tccataactg tctatattaa acatagtcat aattgctaca atctcacgtg catctattac
  3487441 ctttactcct cttcgatctg aatgctgatt ttgtttaaat gccaccctat tatagaaagg
  3487501 catacctcca atagaatctt tgataggtgc aaatttccct tctaactcag ctatagattt
  3487561 ttcatctact tgtgtagatg tatttctagc agctgctaat ggttcaatta tatcttctac
  3487621 acctaccatg atttcaaatt gaacatattg ttgaagccct tttccttgat gcttcaaaat
  3487681 tactttataa gtatgtccac catcaatgtt tccatgctca tagaaatcat caaaaagtaa
  3487741 tgtcattttc tttgtttgag tattatattc tactttttta gcagaaatta caatcccacg
  3487801 atttttcaaa tgaaactcac catcatcaga tagtaatgaa tcttcaattt gctttgggac
  3487861 acttttagtt aatttttgct ctcgtggatt tgttgccatt ggaatatcct tcggtacatc
  3487921 atttacattt acatagcaaa tatacttctt ttttgtactt ctccctaatg gatcttccat
  3487981 ctttttaaac tgaatagctg ttacttccat ttttgatttc atttattttc ctcctcaatt
  3488041 tatgagctta accatctacg aatgagattg gtaagtcttg cttctgttac tatattacga
  3488101 aataacgcaa ttaccgtcaa gcgtaatttc gtaatttaat aattaaaaat ctactaaaac
  3488161 aaaaaaagcc tcatccacaa ttgcagaaga ggctctcatt tacctgtctt gctattttct
  3488221 tttcagcacg ttctatcata gattgtaccg tactacatgt aatgtctagg tatctagcaa
  3488281 tctctctgta tgttaaacaa tatcctcgag acatgaggta tacttctttc tcccgctctg
  3488341 ttagcaatga caacgcatcc tctagcctta ccttatccca ttcaccaatt gaatgctctt
  3488401 gctgatgatt atcccactca tataagttat catccatgct acgaaaatac ctttgcatta
  3488461 acaacggatc gcacgctctt tctctctgat acgcagctaa cctttcaacc cctctacgat
  3488521 ttcccggtct tctcgccttt ttcatccatt ctaaggaata agtaatgtca ctaatcatat
  3488581 cagtgagaac ctttacatct tcctctttag catccttctg cgcttctctc aattgcctta
  3488641 aagtcgtgtt atattgctta atcaaatcct gcatacctat cccctcctta taaacaaaaa
  3488701 agaacaccgt atatagactg tacttctcta cataacagtg ttcttttatt actttcatat
  3488761 ttaatttcta cgcttctctc actacacaag cgaattccac ttatatagtc agagaaacgg
  3488821 aaaaccgttc ctcatagaca caaatcagta agtgtagctg atgcttcaaa ttagtttggt
  3488881 aaagttcaag agagaaataa agtgttgagg tgccccacgc ctctttgaac cgaggaaagt
  3488941 atgattagca attggacatt cggaaggaac atcctcggct caaagagaag tgtaaccctc
  3489001 tcccccgttg gtcgtcggac ccttacttac gtttattcgt gagtaaacta taattaattg
  3489061 ccctaacccg agaaatttag ataaatcaag aaacaacata cagtaccatt tccgtggcag
  3489121 ttcttatgac acttttaata atacacgtat atatccaata tattttatca aatttttatc
  3489181 ttttttctca tacgaaaacc cacctataca ggtgggtttt ctttaatatt cttgagttaa
  3489241 attcataaca aatctacttt tttttgcata tcctgattaa cattgatata tatttccgtt
  3489301 ccaatatccg gtatttcatc ccttagaata ttattcaatt tctttactag aaaatcttta
  3489361 ttatactgaa catcttctaa attgattata actttaaaaa catatttatt atttctttta
  3489421 ttatctaact tcacaataaa aatgtcttct tcatcatttt caattgataa ttcactaaaa
  3489481 aaactgttaa ttactaaacg aagttgcgga gtataattct catataattc atcatctctt
  3489541 ttttgttctt tttcttcaag aaatattttc acaataggga tcgaaatata aaatactgga
  3489601 attaagtagc tccaaatgga taaatcattc tttataatcc atactatatt taaaattgat
  3489661 aaaattattg gagccactac tattgctaac ataaaaaagg atgttaggtt aaaaaatagg
  3489721 tttctgcttg cgaaactcca caacacaaaa taaataatta gaaagattac tatcagggac
  3489781 aaattgaaac caattattgt taacactttg ccccctcctt tctttattac ctaatagtta
  3489841 taggttgaac tctaagtaat ttatttttcc ctttaacaat ttcttcaatt attaaatcaa
  3489901 ttttgcttaa agcatcctta ctccaaaatt gattaaggtg tttctttaaa tcctttacat
  3489961 ttaacaatac atgatagtta tcatctttcg tatcaaaatg gttaactaac ggtatggtaa
  3490021 ctttctcacc atttttaaag atcatattaa tttcagattg tatggtaaga tttttaattt
  3490081 ctacattctc atctagcact ttaaatttaa agacatgttg atctatttca tctatcttta
  3490141 tatcctcaga gagattttgg aaagatactg cgtgactgga atcccttact atttctataa
  3490201 agaaaatttc atgattaatt ataatttctt tggcttttct aatatattta gtttgtatag
  3490261 tcttcggagt tcctttttcg tctttttttg ttattctaac atcaaatggc tctcttatac
  3490321 caatatcatt taatatttta tttaaatctt cttctgttcc ttgagctcct aaaattgata
  3490381 acataagctt ttcatcaatt ttactttcca agatttcttt gtcattaaag atatttgcat
  3490441 attctatctt aatatttctc tctatttccc gataagaaac catttgtaaa gattcagtca
  3490501 taccatcctt aggttctaca gaaaatgaaa cttttggagg gttcagtttt aaatctttat
  3490561 acatctcttg atttatttgc tcatattcta atttatatga cttaggatag aacctcatca
  3490621 caatctttgg aattacattt ttcacgtagt ataaggtata agttttagta gcttctgcat
  3490681 ttccagcact atccgttgaa aatacattca atacattttt accttcattc aattttagtt
  3490741 ttaccaaatc atttgtaaat attaaattaa atttcccgtc atttattgaa taatatgtat
  3490801 ccgttacggg atatgtacct tcaagtatgt tattaacgga taatagtacc tctccaccaa
  3490861 ctacataagt atacatttta tcattaattt ttctttgctt attactttga atagaaattt
  3490921 ttgtttctgg tagctttaac tcatcaacat tgactttctt tacatttttt ggttttctaa
  3490981 tatctacagt ttcattttct tttataacta atctactttc acttgaatca actggtatcg
  3491041 tgaactccgc ggttttattt tggtcaataa tgaacgagtc aaaagaattt atttctgtaa
  3491101 tttttccatc tttatattcc tcaattgtaa ttgaagttgc cccttcatca tatgcctcaa
  3491161 tttggatttt atctaacttt ttctgtttta attcttgatc attcttatat ggcaacaata
  3491221 tatacatcgt gtcatctaaa tatgtgatat caatatcttc tctctctaaa tgctctccaa
  3491281 ttaaatcctc ttcatttaag aaacgctctg tacttccata taaaatgtcg ttattctcat
  3491341 cagataacgt aacaagaact gggcatgcaa ctttaataac cttcgcatta aaatcactag
  3491401 tataatcatc taaaaacttc ttatacacta agaaatcatc agtttgtttt ggatcttctc
  3491461 catgaacaat acacttaact atatctaata caacgctatc attaggtaaa aactgatgcc
  3491521 ctcggtcaac ataatacttg atactcgact ctgattttgc gctagttaaa ggaactgtgc
  3491581 catctccatc tccaaaaata gcttttgtct tctctttttt atctctctta aatgaacaat
  3491641 atgtcccttt accataacca ataatttcat gatgctctac attcatatca ccttttatca
  3491701 aattttggaa atgattgaat ccctctacaa aatcaaagtc tttatccttc aaaagtggtt
  3491761 tatatatatc actatatata tcttcccaac tctttatact cttaccatta tattcagtaa
  3491821 acgccaattt acactcttca tcatattcct ggtaataatt tatattaggg agtaattggt
  3491881 atacactttc aaatgtacga gcgagatctt ttgttttctc tgcagacatc ataactggaa
  3491941 accaatcttt aggaattcca gcaccatgtt ttaaagcttt atatgctgta ggagctccag
  3492001 cccatggcgt tcccatagtt atgacttttg agattttttg attgagcccc tcactagcaa
  3492061 attcatttaa acacgctttt gcaattaatc cccccatact atgagcaaca attatcactt
  3492121 catctacatc agtttttatt aactttttta atctttcaag gtgatattga tttcctaatc
  3492181 tccaatcata aaaaaactcg tctacatgtt tagcataatc ttgtagaacc gattttaatc
  3492241 ttccatagaa cggtcctaaa atcccggtag aagcgtcaaa atggttcttt ttctgcttta
  3492301 actttagctt ttcatgcaag ttaaattccc tactaaatgt acttttaata tgtggaatcc
  3492361 aaatagttaa ctgctgttcc ttcaatttac ttcccattat tccaggtata attattattt
  3492421 gcttatttgg tttaacatgt tcattttctt ggggcatctt tcttctcctt tattcctctt
  3492481 ttaatctatt ttaccaaaaa atagattaat attctcctta atttcaccat ctataattaa
  3492541 aacatgaaaa tattataata taaacggagt aaagaaatac aatttaatcg agaaccctat
  3492601 agatagataa atcacctatt taactagata gtttattcat cttaagggtg atatttattc
  3492661 ctcaatatcc atacttaaaa acacacaaac attcctaagt ttttcaataa gtactaactt
  3492721 acatatctta tcagcacact catatacgac cttgatacac ttaaattctc tctaacctta
  3492781 gaagtaataa aaacttcacc tctattgaat ttaatctttt aaaacatttg tattaatttt
  3492841 ctctctcgaa caccccttca gctgttcaat tgctatcttt cgtgcatgct cttcattatc
  3492901 tatcaaagaa aacccttgat tgatagaact ccaaaactca tatccacaat cctccatcca
  3492961 cctataaact tctgttgtat ataaaccatc ttttcgtttt attatttcaa ctttatattg
  3493021 ctcacttgga gaatatagtt ctctcaccac ttgtcccatg atttcattct ctccttaaaa
  3493081 atattcctgc attcaattta caaaaagaag ccacctaaac tggtagctca ttaattgaat
  3493141 tgattatttt ttgttctcat caatatatca attgtctctt gaataattct tattttagtt
  3493201 ctatcagtaa aactaataag aaataaaatc ataataagaa ttaatatcta cgatgaacaa
  3493261 tcctgatatc aattaagtta cctaattcat tgcctaaaca gcttattaat gtatattgta
  3493321 taattggtga tattgctgaa attgttgctg ctggacttaa ataccatgta acaactatag
  3493381 atgctgccgc tgcacttatg gcttgttgta cacacctctc caaattacgt tctatttggt
  3493441 attgtacatt tgcggggtat tttacaacca acactagttt atgatgataa gcggcaacta
  3493501 tttgaaattc tttcattacg tctggtggag gaggagagat tggacaacca aaatcattat
  3493561 aatattttgg taaattcaag tcttttgcta atacatctcg gacctcagcg tttcctgttt
  3493621 taaagagaac aaccccatac actaacaccc catcttctct tcttctttga tggaagttag
  3493681 gaaaagcagc tgcataacta cttaccgctc ggaatagccc accaacatca ccaggattcc
  3493741 ctaattcatc tgctgtaata tctacagttt ctgctgttcc aggcttaaat aatataattc
  3493801 cataaacatt tgggcctata tgaaaagttg gtattccagc cgcatatcct tgtttagtag
  3493861 cataactact ggctgccctc atcatagctc caacatctct ccgatcgata tcaccaaatt
  3493921 ctgatttaag tacatcttta taatcaaccg cttctctttt aaatataata gttccataga
  3493981 ctagctctcc atctcccctt ttagcttggt ggaaattcgg aactcctcct gcgaaccctt
  3494041 gatttcccat agtatgaccc acatagtcca tactagcatt aattcgggat gcttcttcac
  3494101 aactaatttg tcgaaaacct ttatctacta tttcataaga agggtagaaa gagttaaagg
  3494161 aattcggata atatccatca ttataaaaat tggggtaata acaatttata cgagcatcaa
  3494221 tacacatagg attatatgca taaaatggat aatatgaagg ataattgtaa taattcaatt
  3494281 ctctacatcc tttcggctca aacaagagct caataatttt ttataaacta ttcataaaat
  3494341 ctttccatct atatctatgc tatatgcttt tccaagggtc ttatttttca cagaaaaaat
  3494401 aaaacccact aaagtaccgt tccctctctt tcttgcatat tgattcaata aaatatttaa
  3494461 aataaaaaaa ccacctgttt acacagatga ttcatttatc atatactttt tattttctct
  3494521 catttacgta attatcatca attgtaaata actgagttgt tctttcaaat gaacgtttac
  3494581 acaaagcctc ttccatatca actctagtta atatttctat ctcattaagc ttatcttcaa
  3494641 tataatctaa acactcttct atgttattta ttttttctgg aagtttctct cttctacttt
  3494701 cctctctagt aaatttaata gttagtaata ctcctacaaa tgtgatcaac cccgatacaa
  3494761 ttgaaccaat ataactccca aaaaaccaat ccagctattg gtatcaccat atactttagc
  3494821 gatattaaaa ctcattaatt gattgactac tattggaatt aaaaataata aaataatata
  3494881 tttttgtatt tttcggaact aattacaact ccttccaatt gccatatcta aatacagcct
  3494941 cacaattatc acatattgtt tattcttttt ctacagctat tccaaaaaca taagcaaaat
  3495001 tataaaacgc tttatttcta attctataat aacttccttc tgatatatta agttctctta
  3495061 taacacgaaa cctgtttacc ttttctctta acatatactc ttgtataatc ttcttatctt
  3495121 ctttattgac taacttttgt aacgcaacat tcatatcgtt aatataatca attcgatcct
  3495181 tagttttgtt cttatttttt ataaaactcc tatatattgc aaatgcaatc aggactttct
  3495241 ttttagtagc attttcattc aattgtggta tttttatttc tctcataatt tttcacttcc
  3495301 ttagtttaaa ttcaaactta cttcaccatt ttcaaaaatg tatccaacgg cataactacc
  3495361 aaccatggtt ttctatcagc cttaatcgct aatgcatctg gctgttcacg ttcatcctcc
  3495421 aaccagttat ataacgtctt gaatccttct ttcctcgcct ttacttccca ctcaagacct
  3495481 aaacccttca catcatttga atacccgtcc atcgcaccag agagcggtac acgagcaccg
  3495541 cctattaaac tagcaaattc tctttcacgt ctcattcctt tatttctttg actttttccc
  3495601 atttataaat ctccatttct ttaataggat tattttatta agtttctata aaatggtaat
  3495661 taatatataa ttaaattatt aaaatattag gtggtgatac aaatgactga tacaatccga
  3495721 attattctgt tcactcttgt aggaataagt gcagtatttt ctgtaattaa agagtttcaa
  3495781 aaaccagaaa aaaataaatt ttggattaca tttgaatctt taattctgat tggagcagcc
  3495841 tggatgttaa tagggcttat catgtaacct acataattag taaatccacc ctgaataaaa
  3495901 ctcaatattc cgtcaatact atagatacag cagtctccaa ttcccctgga gatgagcagt
  3495961 tagcttttgc tagctgctct tttatttgta atctttctag acttctgtta ctttccactt
  3496021 ccaaaaaaac tcgtctaccc acttttcaac ttttacaact tcttgcctta attgctctgc
  3496081 caactccgca atttcagctt gagcaccttt cccttttcga cgcttattat agaaatctaa
  3496141 aagcccacgt aaattgactg ttaagactag gttagttgcg gctgcgtttg gaagtacgct
  3496201 acgagcatcc tcagcaggaa ttcctaatgt tctaagtaga tcataaccac tttggagttt
  3496261 gtacatcatt tcgttgtaag cattaactac ttgttctcct ttagccttaa ctgtttcagg
  3496321 cactacataa tcaaaaccgc ctatcttatc attacttccc atgcgtacat atctttggga
  3496381 ttggactgag taactgaatc ctacacggtg acgtgttaac tgagcgagta atgctctgct
  3496441 aactccttct actgcaaagg tatatgttag atgctccaga gttgaggcat gccccgaacc
  3496501 tacaatatgt ctaataagtc gatctacttc ttttccaccc tttccatcag ttgctttgcc
  3496561 cttgaagtac ttctctccct ctaaagacac aatcctacta ggcttatttg gcgagtaaca
  3496621 cgtacggatt gccgataaag ctactacttg cccatgggta gggtcaaagc cttcatctcc
  3496681 aataccaaat acaacagata aataattaac aaattcctca gataattgcg tatgtgctag
  3496741 tagctttaca tccatattta aattctccat ttcttaatga atttgtaacc ttgttagaca
  3496801 agtttttata tactgtaatt agtcctttct tataaattaa gctcgtcact tgaattataa
  3496861 aaatggattt acatcctata accttttcag gaatcatcca tattttattt ctgaaaaagt
  3496921 gcttttgttt tactgaaagg tggttgcgga aacaaccgcc tttttattta tgacacaatg
  3496981 aaatttttat aataaacctt caatctttgc tatcgcttca aatatcggat aaatctgctg
  3497041 aggtacaacc gcgtttccta agaatctcaa tctatcttcg tccaatcttg tggcagtccc
  3497101 atcatccatt ccacaaattg cgggtttatt ttcttcccaa tatgttccgg aaagtgttcc
  3497161 ccgattgatc ccggtagtgt tttcccatgt ttcccatttg cttctgaagg gcacaactct
  3497221 cggatcggtt tgtaattttg acttgtcgtt ggagtggcca acaataaatg tccggtatct
  3497281 ttgatgcggc gcgccgacac tgacagccgg aaatacaaac gtccttgtcg agtagttttc
  3497341 ttcttccaag tcggagagca cggtgtccaa gcccatcgtg acgtgtccag caacattttc
  3497401 tccaacaaac caagtgggcc ggagttcttt aataagtcgg aagacttctg gccataacca
  3497461 tctttcgtct tctgcacctc ttcgcttccc aacaagactt tctccctgac agggatatcc
  3497521 tgctgaaata actccaattg aatcaacgtc aacacctcca tctattaatg attgtttcat
  3497581 aagtttatat aaatccggga aaataggaat gttaggatag ttctttctaa gtactttttg
  3497641 attgaactcc tctatttcac aaaaggctgc tgtatcaatt ccagcccaat ccgctgccat
  3497701 acttattcct gcaattcccg aacacaaatc taacattttc agtccagatt ccttacttct
  3497761 gtacataaac ccaactcatc ctaatatcca ttttcttgtc tctcgaagtt ttcggcattc
  3497821 ttctccttat aagaatcaat aacatcctca taggtaaatc catacaaata gcaaatacgg
  3497881 aagaagatgc caaacgctcg tcttaaatgt cccattgttg tggttaaatc tctgtactga
  3497941 caccatgccc tttttgcagt caacacatct tgcatatacc attcgaacaa catatttaca
  3498001 ttgcttgtat cttttctcat aattgattgc atactgaacg atggaataag ttcatgtctc
  3498061 catgtacatt tatctaattc aattacaatg ttcatgagaa agtggagacc atcaattaac
  3498121 tcttctaata gtccattctt aggaactcca aatcctgtac tccacatctt aaatgctcga
  3498181 gtttcattcc atgcttcact gatctccact agtaatgcac gaaacaacat atccattttg
  3498241 tcatttcctt tatatccaat tcgtttatcc agttcttttt gcatttcaaa tagttccgta
  3498301 atatcaaagt tttgtttctt ctcttcagat gtaattgtgt gtaactgaat cattataagt
  3498361 tcactccaag tttgtatttt agtaagaata tagtcacacc gattaaaagc cagctgacta
  3498421 agataattgc catttccttt ttaaagctca ctcttctccc tccaacattt ccactaactc
  3498481 ctcaaacgag cattcgaaca aatctcgaag cccgtccttg gatttataaa tacctctatc
  3498541 aatcagttga tctatgatgt gttgatgcaa aactacccca ccatgtcctc gacacaaaat
  3498601 tgtaattcca tactttttac tggaaagtat tttactggag tatctttttc attaattgct
  3498661 acacaaccta aaacaccctc aaatttgtta tcctcagtct gaacaactac cttatatagg
  3498721 acatcttcac gttcacaaat gtcacctaat ttaaactcgt ccattttacg atccttctta
  3498781 tagaacacca tgaaacgctc aaattcttct aactcttcat ctgttgcctt tcggaatgta
  3498841 cgtccctgat atcttttgaa agaacatcca ttttcataga aacgatattc tcctactttt
  3498901 aaccccatga ttaagtaata cttagtttga gtctcttctt ttaaaattcc gtaccatttc
  3498961 ccatttgagc tttccattac aaacatttcg ccgtactcta aattcaatgg cttctcataa
  3499021 tctacaaact cgttttcaaa aaagaagttc ataccgattg cagatggtac aatacgctga
  3499081 ctactaattc caaaaacttc atgcttccct ttttttaatg tgtgtgcaaa aaaatcattc
  3499141 ttttctttaa tccaattcgt tttcattctt tcaatcgctt caaatcctgt atatgttttc
  3499201 attgtttccc cttcgctttc tttaacattt cttcaatccg ttttcccgta gtatttttat
  3499261 agtcctcaca tgaccattca gcgttgtttg tcggagatgg tgtaaataac attccccaac
  3499321 taccaacgct tgaaatatgg acatcaagac gaattacagt aatggtcata ttagttcgtc
  3499381 tcccatttaa aaaggtaact ttcttttccg cttatctctt gtatacttaa actcaatatg
  3499441 tctgtatgta ttgaacatac gtgacgtaat acgttcgtcg taagctttca tcacagcttc
  3499501 acctgttagg tttgttgtaa tgatcgtttt ctttccctgt cttccatcaa agactttaaa
  3499561 cagtacacga ttcacaaatg cagtcgcctt cggatcagca gcatccatat cacctaactc
  3499621 agcacccaaa tcatcaatga ctaataaatc tgcactaatt agtaaattaa caatgctatg
  3499681 ctcagattcc tcagattgac cattgaacgt agaacttatg tagtcaaata gttctgatac
  3499741 agaaacataa agaaccgttc ctgcgctatt ctcattcatt tcatgagcaa ttgaataagc
  3499801 aagatgactt ttaccagcac ccacttttcc tactagaatt aaattaaacc tcacatcatc
  3499861 caagtaatct tcaagtgctc gttttgctaa ggtgtaattc ttttcatcct cttcacaatc
  3499921 agatttaaaa gttgagaatc tagcaagttt aattgtttca tctttaatca agctcttatc
  3499981 gtaaaacata cttttacgtt ttctctgttc cttctcatct cgaaatacat tcatttcagc
  3500041 ttctaactta tgattgtctt ccgccaactt acataccgga caaactactt caccatttat
  3500101 cttcatgaat cgaacagtac gttttcgttc ttttttacaa acctcacaag tatcagaaag
  3500161 gaagatcatc ttcttcgaaa gggtctttgc tatatctgtt acctttacta gagccatgtt
  3500221 ttccttccac ctttccttgt tgtaaatagc cttcaaactt tgtgccaaat aatgtttctg
  3500281 gtcttagata ctttgcttgt tctgttctta gccattcttt agcttttgta tcaatcacag
  3500341 ttttgaagtt atccacagtg aatccttcta ctaatctagt tttaatcaat gtttgtgttt
  3500401 tcttagatgt taaacggtaa ctactaccac acacgtcgtt gagatagttt actatctcga
  3500461 ctatatattc tttaatctct gatgtagtct ctgtgttagt ctctggtatt ggtttaccca
  3500521 aattgggtac atccatttgc ccattttggg tagaccgtct acccaagttg ggtacatcgt
  3500581 ttgtggattc taacaaacgg agtttttcat aattaatgga ataccatttc gtcttatcaa
  3500641 acttagctcg attataatta cctataacaa gtagctgttc atcttctaaa ttctttacaa
  3500701 tacgtctaat ggtattctca ctccaaaacg gaaattgttt aacccattct gccacactgt
  3500761 tatataccca gtttctttca tcataaaaat gcttagatct atttagccaa taatgtatct
  3500821 gttgtagaaa tatcgcctca tttaaaccaa ttctgcttgc cagtcctgga agaacaagta
  3500881 atggttcttc atgaattaat aaattactca tctcttcacc ttcctcataa caacttcata
  3500941 ataaaatcca cggtcacgat ccattacaag gcaaccttta aacagatgag gattttcatc
  3501001 atttctatgt ttaattgttt ctaacacctt tcgaataggg aataaataat caaacccttc
  3501061 attctctaaa cgacgacagc gcttaagtaa ttcagataac cttttatcac gtaaataccg
  3501121 agtacctaag ctcctattca aagctattgg cattgaacca tctcttacta tcgttttcat
  3501181 ttcggtcacc cacctattgt gcttgctgtt gcttttcttt cgcttcgttt aaccacgatg
  3501241 ttattgtttt ttgtaactga gatgcttgtt gcactgtcat tcctttgaaa gtttgaattc
  3501301 ctaatgactg ttttacagta ttttttgttt cttcaaatgg catgttatac acttctgata
  3501361 actctctaat ttgcacatga attgctttta ttctttgttc atttgcaatt tctgtctgtc
  3501421 tagcttgctc ctgttgtgga acgttatcta gttgcttagc tgcttgtttt ggttcatcat
  3501481 cttgtggaat atcttcaccc gaatagatgt ataaacctaa tccgtgtagt gcaatggctt
  3501541 ttgctagaca cctttgaatc gaggtgttta tttgaaatga cgtaggtttt gcgattggct
  3501601 tattatagtt atccaataca ggatgaattt gcgaacgtgt gatgttattt accgttactt
  3501661 caacttctac aaagtaccca acttctgttt tcatataagg taatccatca aatctaacaa
  3501721 cttgccatgt agcatcagga tgttttttca atagttggtc tacagcccat gaccaactca
  3501781 gataactaaa acggcccttc ttctctacat gcttactaac gtcaatagat gctaattctg
  3501841 caaagtaatt tttaatctca ttcatcggat tctcacactc tcaccttgtt ttaatgaaat
  3501901 accatcccac ttcatgccat tcttaatcgc taataataac gcttttttat ctaccttcgg
  3501961 attctgcgga atcatgtatt ctggtggaat aattgcatcc tctgcaatat ctaaacttgc
  3502021 tggattcttt tgaatgccta ctgttatcaa tgcaccttta atccgctttt tattcacagc
  3502081 aaccatctga tgatataaat agtccttaat atttttacag ctgttctcaa aagacttacg
  3502141 acgttcagcc aagcgatttt cttctccttt aatcacttca acttgtgctt ctatattacg
  3502201 aatcaataac gctgcacctt gtactttatc tttaattgct tcactgattg attgaagtgt
  3502261 atcgttaatt acctctggat ctaccccgtc ttcaatcatt tgctgtaatt gattgaagtt
  3502321 acttgttaat tcgtagagtt tcatagtttt atagcctcct aaaatggcat actgccatac
  3502381 ggtttattcg ttaatacggt aatcacataa tctatatcta actttctaca gatatctgct
  3502441 tcctttgcgg atataagttt caagctactt acagcttttt caacctgctt ttgtagtaat
  3502501 tgattttcta ttgtctcttc cacgtaatca ccccatgtga tatactgact ttggatttgt
  3502561 tttttaatgg aacccactgc catgggtttc tttttattta tacaaaacct tttgaataac
  3502621 atcctcttta atgccaacct ctcgcatacg ctctacaacg tgctgaactc tatcattttc
  3502681 tttcttttta aatatcaatt cctttaattg cttatcacac tcttttgcct tttctccaca
  3502741 tgcctcatac tctttacaag cctcatagaa ttctttcgtt ttaccctcta cgtttttctt
  3502801 acttgcaata cgagttaaca aaaattgatt ctttatgtag ttctccttct tattacgtaa
  3502861 agatttcgct aactccgcat cctctggtaa cactaaattt tcaattccca ctagattcac
  3502921 cagccttttt aaaaagagca tttagacata caaacctatt ctctattaat cgacgctgct
  3502981 ttttatttgg caatttatat tgtgctagta gtctaagata atcagatact tttacattgt
  3503041 tgtaatcaat tgtaaacatc attaatccat cctttcctct gcccattcca ctaaaaatgc
  3503101 ttgtacttgt tttgctggga aataccattt cttacccact ttaaattttg ggaaccgtgg
  3503161 gtcaaagaag aactgatcct gaattgtatt ccatgacata catacacgtt tttttagctc
  3503221 cttagtatcc caaaaggcta actcagcatc gtattcttta accttctttt gaatttcttc
  3503281 cacacataat tccttcacaa cattttcatc aacttgaaca ttaaacataa ttattccctc
  3503341 cttatttttt aaccattgat tctgagacgt ttataaagtg caattatttt ctacaaagaa
  3503401 atcctgagaa cgcaattttg cgttttctaa aagcttttaa atcatcggcc tccaaccatt
  3503461 tataaaattc aatgcttcct caaaatcctt cttcaaaatg tcgcggtaac tattcacatt
  3503521 gaatgcatct ttcaaattac gccctagtaa tccgaatagc ttgcgagtag aatcatgtac
  3503581 ttcactatct acatgaccgt tctcccataa aaaatagatt cgttttgctt tcgttttttc
  3503641 aattactctt tgttgtccgt agtctacagt taattgcttt tcaactacct gctctaaaga
  3503701 agaaactctt ttatttaagt tactagttcc tgtagctagt agttcgattt gactaaatgt
  3503761 atcagtaggg agaattgact gattctcaat gaatgctctc attcttttaa attcttcaat
  3503821 aaacctcact ttaattttca tcgtttcaat cgtgttataa gaaaacatta atattgtgaa
  3503881 agcatcttct gtcatgtcga ttttttgtaa agttcgtcct gtaacatctt tataaaagct
  3503941 aagcccaaag ttggactcag taaattcccc ttctcctgca ctttccaact tttccatctg
  3504001 aaccttaatg tctcttaaga catgtttatg ttgttttttt aacacttcag ctacggttaa
  3504061 gctatccgta acgactttat tatctttaat aaaaaccaga ctttcttgat caccttttac
  3504121 aaatgattct tctttttcat ctactaccat tatttgttct atcactttaa atcctcctca
  3504181 cacatgtcta gtcctaataa ttcaacaatc gctttctttt gttttttccc ttttctagac
  3504241 ccttttaaaa tgtcggataa atatgaaact gatattttta gctcagaagc taatacagtt
  3504301 agtgttaaat ctctttctaa caatactttt ctaacctcaa ttccaaaact cgaatacttc
  3504361 atctagatgt tcacaccttt caaaatgcga atatttccgc tgatttattg accacaatta
  3504421 gtctgtgtgc taaattataa ttataaaaag gtatacaaat acaaaactaa acagtttcct
  3504481 cagtattagt ttttaaaact caaatcaatt tttatactct ttttagctaa caaattagct
  3504541 tacaacctaa taacaatagt ctacaaacta attgtcaatc gttattttta gtctacagac
  3504601 tattttgttt cgtctgtaag tacggaaggt gattagaatg agcttagtga acacaattaa
  3504661 aaatctttgt aaaaaccatg atacatccat atccgcatta gaaaaggact tagaattcgg
  3504721 caatgggacc ataagaaaat gggataaagc atatccctca gccgatagac tccaaaaagt
  3504781 agctgatcac tttaatgtaa ctactgattt cttacttgga agaacaaatc aaatgcattt
  3504841 aaccactaaa gatgaaaaag atattgaaaa aagaatggaa gaaataaaaa gagatcttca
  3504901 aggtgaagac ggattaatgt tctctggtga gcctatgagt gaagaagctg tggaatcttt
  3504961 attagatgca atggagtaca tcgtgaaaca aactaaagta atcaataaaa aatacgttcc
  3505021 taagaaatat cgtagtactg acgataactg atgcgagctt aggagggaaa acattgaaat
  3505081 tcgtcataag agatctagtc caacaacttt gcacaaaata caacacgaca aacccctatg
  3505141 agcttgcaga ttacttaaaa ataaatgtac taacttggga tttacacgaa gaaataaacg
  3505201 gattttataa atatgaaaaa agaaatcgtt tcattgttat taataatcat ttgtctccat
  3505261 ccatgcaaag aactgtttgt gcacatgaat taggacatgc aatcctacac actcacgcaa
  3505321 acacaccttt tcttcgtaag aatacattct tttcagttga taaattagag atagaagcaa
  3505381 atacgtttgc tgcgcttttg ttaattgata aaaagaccat tcaacctggt gatacaaaag
  3505441 catgtatagc atacaaaaat gacattccag ttgaactgtt agaattttat aagccttact
  3505501 aaaggaggta agatattttg attattgatt taaatgctga acgagaaaaa cgaaagaaac
  3505561 gcaccatcaa acaagaagaa tttaaaaaga ttcctatcgt tgagaaaatc catattgttg
  3505621 atggtgaaat aaaatatgaa gtttcgggtt ataaagagac tcctgtgaag tggttggatg
  3505681 agtaatctag ccactttaca attataagga aagagggaat gttataatgg ctagcttcag
  3505741 aaaattcgga gatgtttggg aattccgagt aagatttaaa gacccttata ctcaaaaata
  3505801 caaagagaaa tcaaaacgtg gattcaagac aaaaaaagaa gcacaacttg cggctgctga
  3505861 agaagagaaa aaattattaa acggtttaga agttgagatt actcctactt cgttaaaaca
  3505921 ttaccttaga gactggttaa aattatttaa gcaagacaat gtaaggaaaa acacttttat
  3505981 cttgcatgaa cgtaacatcg aaaagcatat catcccctac tttcaaaaca tgaacctaaa
  3506041 agaactcaaa ccaatgatgt atcaaaaatt tattaattcc ttaactgatc agggttacag
  3506101 taagcgaact gttcaaatta tccacggtac aatgaacaat gctatgaaaa aggctgttag
  3506161 cttaaaaaaa tcgaaaacaa tccttgtgaa gaagtagtta tttcaaataa gaacaataaa
  3506221 gaaagagaag ggctaaaata catgcgaagt gaagacattc cccttttctt aaagacttct
  3506281 tatcaataca actatattta ttacatcttt ttcaaagcac tactgaatac aggtatgcgc
  3506341 aaaggtgaag ctgctgcttt acaatggaaa gacataaatt taaaagaaca tactattatt
  3506401 atttctaaaa cattggattt tacagctaaa acaaaagaag aattatttgg agatacaaaa
  3506461 acatttactt ctaaacgtac tatcatgatt cctaaatcat tagtcgatga actgctggca
  3506521 cataaaaagt ggcaaaatgc caataagctt gttttacaag atgcgtatga gcatgaatta
  3506581 gatttagtct tttcaagagt cgatggaaag ttcttaccga agtcaacatt gttcaatgca
  3506641 ttctcacgca tacttaagaa agcaaattta cctagattag aaatacattc attacgacac
  3506701 acccacgcgg ttcttttatt agagtctggt gcaagtatga aatacattca agatcgacta
  3506761 ggacataaga gtatagaaat aacttctaac gtttactctc atattagcga caaaattaat
  3506821 aaagattcta tttcagggtt tgaagcttat atgaataatg tattggggta actttgattt
  3506881 ttttgtgggt gttttgtggg tggattactc ttctttcaaa taaaagtgtt ttacccacaa
  3506941 aataaaaaaa ccctcaacac gttgtgtgtc aagggtttga gcctcttagt aaagagacat
  3507001 atattgatcg cgttcccatt ggtgaacttg tgtgcggaag atatcccact caatttcctt
  3507061 cgcttcaatg aagtgctcaa gtaagtgatc tcctaatgcg ttactaatta cttcgttaga
  3507121 ttgtaatgta actaaagctt gcgctaatgt tgctggtaag tcaacgatac ctgcttcttc
  3507181 gcgctcttct tttgtcatta cgtagatgtt acggtctact gcagctggtg gagttaattt
  3507241 gtttttaatt ccatcaagac ctgcagctaa taatgtagcc attactaaat atgggtttgc
  3507301 agctgggtca acactacgta cttctacgcg tgtactaata ccacgagatg cagggatacg
  3507361 tactaatgga ctacggtttt gtgcagacca tgctacgtaa caaggagctt cgtatccagg
  3507421 tactaaacgc ttgtaagagt ttacagttgg gtttgctacc gctgtaaatg ctggcgcgtg
  3507481 ttttaagata cctgcgatga agtgacgagc atcatcactt aattgtaagt caccgttttg
  3507541 atcgaagaat acgttctcgc catttttgaa taatgataag ttacagtgca tacctgaacc
  3507601 gttcacaccg tataatggtt ttggcataaa tgttgcgtgt aaaccgtgtt tacgagcaat
  3507661 tgtttttaca acaagtttaa atgtttgaat gtcatcacat gaacgaattg catttgcata
  3507721 tttaaagtca atttcgtgtt gccctggagc aacctcatgg tgagacgctt caatttcaaa
  3507781 gcccatttct tcaagttcaa gaacgatatc acgacgacag ttttccccta gatccatcgg
  3507841 cgcaaggtcg aagtatccac cgttatcgtt taattctaat gtcggatttc ctttttcatc
  3507901 tactttgaat aggaagaatt ctggctctgg tccaagattg aaatctgaga atcctaaagc
  3507961 ttccatttct tttaatacac gttttaaatt gttacgtgga tctccttcaa atggagtgcc
  3508021 atctgcattg taaatatcac agattaatcg agctacttta cctttttcag ctgtccaagg
  3508081 gaaaattacc caagtatcta aatctggata taagtacata tcagattctt caatacgtac
  3508141 gaaaccttca atagaagatc catcaaacat cattttgtta tcaagagctt ttgttaattg
  3508201 gctcactgga atttctacgt ttttaattac tcctaaaagg tccgtaaatt gtaatcggat
  3508261 atactttaca ttctcttctt tcgccaaacg gaaaatatct tcttttgtgt acctagccat
  3508321 tataaattcc tccttagtcc ctctaaacac cttcagaatc agttctcttt agtgaaaaaa
  3508381 ccttgaaata tcaccttgtc gcaatgaagt tcgattaaat ctacctgtat gttgtagttc
  3508441 gtctcgaagt attttgcgaa gctcagtttt tgaaatttct tttgtttctt cttttacttt
  3508501 cactgcttct gtttgatttt ctttcatcag taacacttgt ttaataccag ccatattcaa
  3508561 gccttgatct aataaatctt taatctctaa caacttatct acatcgttaa atgaaaataa
  3508621 tctacgattc ccctttgtac gggttggaga aacaagatta tgctcttcat agtagcgaat
  3508681 ttgacgtgca gataattgtg ttaaatccat aacaatacca ataggaaaca gcggggcaga
  3508741 acgtctatct tctttcattg tttcagttcc tccttcgcct taactgcttc tcattttata
  3508801 ccatgttatg tttagtgtca atagatgtca gcttttctta catgattttt ttaaaaattt
  3508861 tttcattctt ttttctaatg aaataaatcc ttactttcac gcgaaaaaag ctgtcgaaat
  3508921 cgacagcttc cctttaagaa attgttaata attctttttc aattaatgca tcaattgcag
  3508981 aacaaattgc aatcttcaca tgcgaataag ttaatccacc ttgtacgtaa gcaacataag
  3509041 gcggacgaat cggaccatca gctgataatt caatactcgc accttgaata aacgttcccg
  3509101 cggccataat gacatcatct tcataacctg gcatatagtt cgcatacgga gtgaagtggg
  3509161 aattaatcgg agatgcatat tgaatcgctt ggcagaacgc tatcatacga tctttatcat
  3509221 caaattgaac agactgaatt aaatctgttc ttggtgcatt ccatgctggt gatgtattca
  3509281 ttcctaactt ctctaaaaat gcagctgtaa aaatcgcacc ttttagcgct tgtcccgcta
  3509341 cgtgcggtgc taagaagaaa ccttgataca tttcttgcag actatataaa gatgctcctg
  3509401 cttccgcacc gattcctgga gatgttaaac gataggcaca cgcttcaaca tactgttctt
  3509461 taccaacaat ataaccacca gttttaacaa ttcccccgcc cgggttttta ataagcgaac
  3509521 ccgccattaa atctgcacca acatggcatg gctcttgttc ttcaataaac tcgccataac
  3509581 agttatctac aaacacgaca acatccggtt taatttcttt aacaaacgct atcatttctt
  3509641 taatttgaga aatagtaaaa gacggacgag tagcataacc ttttgagcgc tgaataccga
  3509701 tcattttcgt attactatga atggcagccg caacagcccc taaatcaaca agcccctctt
  3509761 cagtaagcgg aactgcatta taaccaatat tatattcttt aaatgaacct acaccttttc
  3509821 cgcgtacacc aacgatttct tctaacgtat catacggctt gccagtgatg tacaataact
  3509881 catctcctgg acgtaaaata ccaaataacg ctgtagaaat agcgtgagta cctgaaatga
  3509941 tttgcggacg aactaggcca gcttccgctc caaatacatc tgcatacact ttttctagcg
  3510001 tatcacgacc aatatcgtca taaccgtaac cggtcgtcgg aataaaatgt gaatcactaa
  3510061 ttttatgttt acgaaaactt tctaatacac gaaactgatt actttcaatt acttcatccg
  3510121 cacgtttatg tacttctgta atttggctct ctacttcttt tacaatcgga gcaatctttt
  3510181 ctccattttt caaacgatca aacattttta ttttctcctt cttccactaa aaatctcttt
  3510241 aattgcacat taagtgatga atgagcaaaa atataccctg cgcaatcata tacaaattta
  3510301 tcttccaaaa actccatctt cgttaatagc gtctccgtct ttagtaacgt taacaactta
  3510361 ccttcactcg gaggaatctc cacttgataa cgattcattt cttccttcat tttcgtttcg
  3510421 cttcttttat atgtaataga tccttttctt caaaagcact agtcattaag aagtcatttt
  3510481 tcggaaacgg aataaagttt tgatgtaatt catctttttt attatataac gtaataatag
  3510541 gaatatgatt aatttcgagt tctgacaata attgttttac tgttttctca tgccctacat
  3510601 aattaggatc tgcagaatcc acaacatgta aaataacatc cgcttcacca gcttcttcta
  3510661 acgtcgaacg gaatgcagca attaatgacg taggtaaatc ttgtataaaa ccaactgtat
  3510721 cagttagtaa tactgtataa ccagaaggta gcggcatctt ccttgttgtc gggtctagtg
  3510781 ttgcaaacaa caagttttct tcaaatgtat cggcttccgt taatctatta aacagtgtag
  3510841 attttcccgc attcgtatat cctattaacg aaacttgaaa tactttatta tcttttcttc
  3510901 tctcacgata tctttttcga tgttccacaa caaccgcaag ttgtttcttt atttcatcaa
  3510961 tgcgtgatcg aatatgacga cggtccgtct caagcttcgt ttcacccggc cctctcgttc
  3511021 caataccacc accaagacgt gataaagaca atccttgtcc cataagacgc ggcattgtat
  3511081 attgcaactg agctaattct acttgaagct tcccttctct cgatttcgca cgttgcgcaa
  3511141 aaatatctaa tatgagttgc gttcgatcaa ttaccctcgc atctaatact gaggataaat
  3511201 tccgaatttg actcggtgtt aattcgttat taaatacgat aacatccggt tctaattctt
  3511261 cagttaacat ggtaagctct tctaatttac ctttaccgat ataagtcgcc ggatgaaact
  3511321 tcggtcgttt ttgcgttgta gacactaaca attctgctcg tgcagtcttc gctagcgatg
  3511381 caagctcttt catggaatgc ataaactttt catcatcatc ttgcggcaat tgacagccca
  3511441 ctaatatgac tttttctttt tcttccatca aatatgttca ctcatccttt tcgaaattta
  3511501 aaccttctaa tataatagca gaggaagcac atttcatcta gttagcgggg gagaaaattc
  3511561 atggcatggg agatttttag catcataggc acaattgcct tcgcactaag cggagccatt
  3511621 gttgcaatgg aagaggatta tgatattttc ggggtgtata ttttaggaat ggcaaccgca
  3511681 tttgggggag gtgcccttcg taatttatta attggttatc cgattgtcgc gttttggcaa
  3511741 caagacatgt tatttcaaat cgcactttta tcaatgacga ttatttttct ttttccaaat
  3511801 aaattaatta gacactggaa aaagtgggaa aatatcactg atgctatcgg cttatcagca
  3511861 tttgccgtgc aaggagcatt atacgctcaa aaactaaatt tacctattag cgctacgatc
  3511921 gtagcagctg ttctaactgg cattggcggc ggtatcatcc gcgatctttt agcccgtaga
  3511981 aagcctctcg ttcttcgagc tgaagtatat gctttttgga cgattctagc cggtttctta
  3512041 atcggcgctc aaattattgt tagcgattgg gctctataca ccttattcat tttaattgtt
  3512101 tgcttccgca tggtttctat tcattacaaa tggcatttac cgcatagacg catcgacaca
  3512161 aacgaacgtt caatgcataa atagcaatcc aacctcttta caaatcgtaa agaggttttt
  3512221 cttttctaat gagtttttct ttacataatg tttatactaa tcctcaaagc gaggtgaata
  3512281 caaatgaaaa accacgttaa taaaggggct caaaaaagct cagtaggcca atttggacac
  3512341 gaccttcatt ccgcacacga aaaaagcgct aaaatggaac gcttccataa atcttatcaa
  3512401 ggaaaagaaa aaaataataa aagcacttat atagaaaaaa cagacgcaca gcttacgtac
  3512461 tgtgcgtctc ctcttcaagc atcaaatcac tacttgatat tccaaccaaa tcatatttat
  3512521 catacgcatc ctcttgcaac aaccgcatag cttgtgtacg aatcgatttt tcaacaatat
  3512581 tccggacata ccgcccatta ctaaaggatg taatttgcga tgagtacttt acagcatgta
  3512641 aatgatctct aaatttccat tcagcctctt tcgataactg atattcacgt tcttcataca
  3512701 tccgcttccc tatttctaac agctgattta ctgagtaatc cgcgaattca attataaacg
  3512761 gaaaacggga ttgcaatcct ggattcaatg aaagaaagtg attcatctct cttgaatatc
  3512821 cggctaaaat caatacaaaa ccgtgttgtt tatcttccat atgttttaca agcgtgtcaa
  3512881 ttgcctcttt cccgaaatct ttttctcccc ctcgtgctaa tgaatatgcc tcatcaataa
  3512941 acaaaattcc ccccattgct ttttttatta aatctcttgt tttttgagct gtatgaccga
  3513001 tgtactctcc tacaagatcc gcacgttccg cttcaactaa atgccctttt gatagaatat
  3513061 tcatctcaaa caataatttc cctatcattc tagcaacagt tgtcttccct gtacctggat
  3513121 ttcctttaaa caacatatga agcacttgct tctcagactt caatcctatt tcttgtcgtt
  3513181 ttttatttac ataaatccaa gcatatattt cttttattat cttttttata tcatccatcc
  3513241 caacgagctt tcccatctct tcttctattc tttgcaacat ctcatgtttc gtagtagttt
  3513301 cacttgaaat tactgtttta ttttctgcgg ccggtaaaga aattttcttt cgatgattta
  3513361 acacaatgtt aatttgatta ttatttttct ttcgcatcga ttgttccatt caatcacctc
  3513421 attttatcca ctcaccaaat attattattc ttgtctccct tgcaaatgac tattttcaga
  3513481 aaagtttgct ataatataag aaataatgaa ggtggtggga ctatggagac aacggaattc
  3513541 catgatacaa tacaagcctt ttctattttt ttattgaata aaggccgaaa accttcaacc
  3513601 attaaacgtt acgtttatga cattgaagat ttcggacatt ggttagaaaa aaacaaaaag
  3513661 ctcccttcca gtaatatatg ggctacactt tgtacaaaag actacgaaga ttacttttcc
  3513721 gatttaaaaa agaatcgaca ttactcagag aaaacgatgc accgtgtatt tattgtatta
  3513781 aatagaatgc atcactttct aaacatccct aatccattaa agaacatgga aatttctatt
  3513841 caaccagatc gcacacttcg caatgaagat ttcatttcat ctgatgaaga aaaaagatta
  3513901 aaacatatag ttacttcatt agaaggactt tcagaaaaac agcgtcctgt acgcccttta
  3513961 ttgatggatc gtaatatcgc tattttaaat ttactaattg actatggatt atccttacag
  3514021 gaacttacag cattaactat gcatcacgtc cactttgaaa cgaacacatt atctatccca
  3514081 gcaaccgcag gggtagaaag aacaatttca ttaaccagcg aagacaaaaa acaactatat
  3514141 acctattaca aaagcatccc tgaacccgtt cgtccaaaat accatagtaa tgatccatta
  3514201 tttgtcgcat tcgattttaa tcgaggaact tacagatggg tatacgaaaa tgatgcacca
  3514261 aaaggattaa cagaaatcgc tatccaaaaa atgattcgcc ttgaagtatc tagagctaat
  3514321 ttacgcaaag gaatctcagg acaacacttt cgcaacacct atattttaaa tttaataaaa
  3514381 aaagagactc cggagtcaga aattataaag ctagctgggt tcaaatcaaa aatttcacta
  3514441 aaacgatatt atcaatacgc agaaaatgga aaaaacgcct tatcataagg cgttttttcc
  3514501 attttttctt caaacaaacg attttactat gaccatttaa ctaatttttg catctactat
  3514561 gatgagtttc attcacattc tcattagaaa ggagagattt aatgtctcgt tatgacgaca
  3514621 gtcaaaacaa attctccaaa ccatgctttc caagtagcgc tggacgaatc ccgaatactc
  3514681 catcaatccc agttactaag gcacaactta gaacatttcg cgcaatcatt attgatttaa
  3514741 caaaaataat cccaaaactt ttcgcaaatc catctcccca aaatattgaa gatctaatcg
  3514801 atacattgaa cctactaagt aaatttattt gttcactaga cgctgcttcc tccctgaaag
  3514861 cacaaggatt agctattatt aaaaacttaa taactatatt aaaaaaccca actttcgtag
  3514921 caagtgctgt atttatcgag cttcaaaatc taattaatta tttactatcc attacaaaac
  3514981 tattccgaat tgacccttgc acacttcaag agcttcttaa attaatagca gcattacaaa
  3515041 ccgctttagt taattctgct tcattcattc aaggacctac tggacctact ggacctactg
  3515101 ggccagctgg tgctaccggt gctactggac ctcaaggtgt tcaaggacca gcaggcgcta
  3515161 ccggtgccac tggacctcaa ggtgttcaag gaccagcagg tgctactggc gctactggac
  3515221 ctcaaggtgc tcaaggacca gcaggtgcta ccggtgctac tggacctcaa ggtgctcaag
  3515281 gaccagcagg tgctactggt gccactggac ctcaaggtat tcaaggacca gcaggtgcta
  3515341 ccggtgctac tggacctcaa ggcgttcaag ggccaacggg tgctactggt ataggagtta
  3515401 ccggacctac tgggccttct ggtgggcctg ctggtgctac tggacctcag ggacctcaag
  3515461 gtaatacagg tgctactgga cctcaaggta ttcaagggcc tgctggtgct actggtgcca
  3515521 ctggacctca aggtgctcaa ggaccggctg gtgctaccgg cgctactgga cctcaaggtg
  3515581 ttcaagggcc aacgggtgct actggtatag gagttaccgg acctactggg ccttctggac
  3515641 ctagcttccc tgtagcaaca attgttgtaa caaacaacat tcaacaaaca gtactccaat
  3515701 ttaacaactt catttttaat actgcaatta acgtaaacaa cattatcttc aacggcacag
  3515761 atacagttac tgttatcaac gctggtattt atgtcattag cgtatccatc tctacaactg
  3515821 caccaggatg tgcaccactc ggagtaggaa tttcaataaa tggagcagtc gcaactgaca
  3515881 acttctcttc aaatctaata ggcgactcac tttcattcac tacgatcgaa acgttaactg
  3515941 ccggcgcgaa catttctgtc caatccactc ttaatgagat tacgatccct gcaacaggaa
  3516001 acactaatat tcgtctaact gtatttagaa tcgcttaaat ttcactattt attttttata
  3516061 acaaataaaa aaagagcgag aaactcgctc tttttttgtt atgtacaata attcattact
  3516121 actctaattc aattgaaaca tttttttgtg gtacgaatgt agaaattgca tgtttataaa
  3516181 taagctgttg cttaccttct gtttccagta ggactgtaaa attatcaaat cctttaatta
  3516241 atccacgaag ctggaaacca tttaataagt acagcgtaac aaacgtattc tctttacgga
  3516301 gttgatttaa aaactgatct tgaatattga ttgattgctt catgtcgaat cctcctcttt
  3516361 ttctctactt actattattc gactttagtt gtagctttcc ttctatgtat cgtaaaattt
  3516421 ctgacgtttt ttcaccgtct gtaacatcaa accatgtgac atccatctta ttacggaacc
  3516481 acgttaattg acgttttgca taacgacgtg aattcgtctt taattgtgat accgcttctt
  3516541 ctaaagagac acgatcctca aaataatcat atatctcttt atacccaatc gcttgaatag
  3516601 attgacaatc tcgtatccct ctattataca acccttctac ttcttctaat aaaccttggt
  3516661 ccatcattat atcaactcgt aagttaatgc gatcgtatag catttcacga tccattgtca
  3516721 agccaattaa ggaaacatcg tataataact cgttttcttg tttttcaagt tgatcactca
  3516781 ttttttcacc cgacgtgtga aaaatttcta acgctctaat gacacgacgc acattatttg
  3516841 catgaatacg ctcagcgctt tctgggtcta cttcttgtaa tttcttatgt acatattcca
  3516901 caccacgttc taatgctaac ttttccattt gttctcggta tatagcatca ccagcatcat
  3516961 ccgtaaactg ataatcgaat aaaacagact gtatatacag accagttcca ccaacgataa
  3517021 ttggtaattt accacgctct gtaatctctc gaatatgctt acgaacacgt tcttgaaact
  3517081 cggcaactga aaatgattct tccggatttt ttatatcgac catataatgt ggaattccat
  3517141 ccatctcttc tttcgtcacc tttgcagttc caatatccat cgtacgataa atctgcatgg
  3517201 aatctccact tataatttca ccgttcaacg ctttagcaag atcaatactt aacttcgtct
  3517261 tcccaacagc agttggtcca atgatgacag caactttttc acgttgcact tctcccatat
  3517321 cattcaactc tctttatgta atgtactcca tctattgatt atatccaatc ttaccaattt
  3517381 taacggcatg tttgcaagtt ctttcattac ggtacatgaa attacaaata aaaaagaaca
  3517441 tagtttgtcc aattccgcat atacatgatt aaaaatacct tcgagaggat gagttaacta
  3517501 tgaaacaatc cactatcaat ttttcatctt tgacaaaaga cctcatttta gctactgcta
  3517561 caaaagaaca aaattgttca caagaagaat tgtacttcgc cttaaattgt ttgctacgtt
  3517621 cttttcattc tactctccaa gaaacaacat tacatacaga aaataaaaat acagagtata
  3517681 tacaaaatca attttgcagc gcatataaaa ttattacagg taaaacgatt tatccttttc
  3517741 aataatccat aaaaggcggt tgcttacata ctttcaagca accgcctttt atattaatac
  3517801 atatatacta ctctataact ttcactttta cagatttgcg cccccagcta ttagcactac
  3517861 catctgagcc aactaaaaca tcaatacgat ttcctttaat cgcaccacca gtatctccag
  3517921 caatcgcttc tccatatcct tctacccata cttttgatcc aagcggcatt actttaggat
  3517981 caacagcaat tactttcata tttggattag ctgtcaaatc atgccccatt gcagttaata
  3518041 cacgaccacc atacgtacca ttctcacttg gatgcgctgt atacgctgtc gcttccactg
  3518101 ttatttcacg tccaccagca ggtgcacttg ttcccttaga ttttgcaacc tgttgcacag
  3518161 ctggctttgc ttttgccaca ggtttacttg attccacatt cttaacagac tctttgttct
  3518221 taactacttt attattttta accggtgcat tcactcttac cggcgcttct tcttgcgtta
  3518281 caacttcttt cttttcaacc acaggtgccg tccctgttaa aaatggcacg tgaacatatc
  3518341 caacttttcc attgtagtca aattgtaacc actcattttg aacttgattg gtcgtttcaa
  3518401 ttacatcatc tttatttagt ttaccaagga tttcagagtc agtattcgct ccggcacgaa
  3518461 catttaacac gcccgccgtt acataatatg tactttttgt aaattcagca cttacaaacg
  3518521 cttctttacc atttacttta atttttgtcc atccattttc tgtatttata acatctaatt
  3518581 tatttccact taacatttta cctacaagct ttgactctac agttgggttt tctctaacat
  3518641 ttaatacgtc tgttgttaca atcgtttccg ctttcgcaga acctgcaaaa atcccaagac
  3518701 caaaaactgc cgccgttgct atacctaata attttttcat gaatagcctc catttgcttt
  3518761 gttttcgtat tttcattata gcaacggatt tttaagattt ttagaaaaca cacaattaca
  3518821 aaccattcgt aatatacgat taatgagttg taacataaat ttccatatta atgaattaca
  3518881 tttccaatag aattcccaat agttttcata tattttccac atacaagcac cagaattttt
  3518941 ttccaaaaaa attacagtat tacttttttg ttacaaaaaa accatatttc attacatctt
  3519001 ttaccaaaat tcatcattct ccaattatta acctcctttt ttgtaataaa aaggagcagc
  3519061 ttataaaagc tactcccttt acacgtatta tttaactttc tttttccaaa tccccatcat
  3519121 aagtgcagaa acaactgccc ctatcaatat cgagaaaata tataacactg gtttatttac
  3519181 taatgctata acaaacaatc caccatgcgg tgccggtaat gtaatttgga ataacataga
  3519241 taatgcaccc gcaatacttg aaccgacaac acaactgaca attactcgaa ccggatctgc
  3519301 agctgcaaat ggaatcgcac cttctgtaat aaacgatgct cccataatat aatttgttaa
  3519361 accagactta cgttccgctt ctgtaaactt cgatttaaag aatgtagttg cgaatgcaat
  3519421 tgcaagcggc ggtaccatac caccagccat aaccgctgag tgcaccccaa agttctgtgc
  3519481 ttctattgca gcaataccaa atgtaaatgc tgctttatta attggaccac ccatatcaat
  3519541 tgccatcatc gcacctaaaa taagacctag taatatagca tttgtaccgt tcaaaccatt
  3519601 taaccatcct gttaacattt cattcaatgc tactacaggc ggaattacta ctttttgcat
  3519661 aacaactcct gtaatcaata atccaaagac tggatataac aaaacaggtt taataccttc
  3519721 taactgtact ggtaatcctg aaaatagtct ttttagccct aagacaacat atccagctaa
  3519781 gaaaccagca attaatccac ctaaaaagcc agcattcgca tgtgccgcta aaaatccccc
  3519841 gacaacacca ggcataaaac caggacgatc agcaatagaa ctcgcaataa atcctgctaa
  3519901 aattggtaca aggaataaaa atgcccctgt tccccctcct ccaatagaca tgaacaattc
  3519961 agctaaaggg ccttctgctt ttataccacc aaacgaaaac gctagcgcaa ttaaaatccc
  3520021 accaccaaca acgaatggaa gcatattact tacgccgttc attaaatgct tataaattcc
  3520081 taatcctttt tctttctctg tactttctgt ctttccatct tcttttattc ctttaaagat
  3520141 cggtgcatcc tgttttacag cacgattaag aagtttttca gtttttctaa tcccgtcagc
  3520201 gactggcact tgaatgacat gtttaccagc aaaacgattc atttctactt gtttatctgc
  3520261 cgcaacaatt atagctgttg cgcgttcaat atcctctttc gttaaaccgt tttttatacc
  3520321 tgttgatcca ttcgtttcaa ctttaattgc aatccctagc tctgctgctt ttgctttcaa
  3520381 actatccgca gccatatatg tgtgagcgat tccagttgga caagctgtaa cagctaatac
  3520441 gtatggttca ttcccttctg gttgtgcaac ttctacctct tcttcttttt cattttcttt
  3520501 ttcattttct ttttcatttt ctttttcatc aaatagacga agaagttcct cttcatcctt
  3520561 tgcttctaac aattgcttac gaaatccttc atccattaat agtgtagata agcgtgataa
  3520621 cgtttctaaa tgcgtattat tcgccccttc actcgcagca atcataaaga ataaatgcgc
  3520681 aggctgtccg tcaagcgatt catagttgat accgcttaca cttctaccaa aacaaatcgc
  3520741 tggttgctta acagcttttg ttttcgcatg aggtatagca atcccttcac caatgccagt
  3520801 tgtactttgt gactcccgct ttaaaatagc ttctttaaat tcagctttac tatttaaacg
  3520861 atttgccccg tttaatttct caactaattc atctatgaca gcttctttat ttgaagctgt
  3520921 caaattcata ataactgtat ccctttttaa tagttctgta attttcatat gctgcttccc
  3520981 cctatcgctt agttacaatt acttgcgaca ataattcttc tactttttcc ttttcacata
  3521041 aatcagctga aaatgctgtt gcactccccg ttgcaacgcc atattgaaat gccttttcaa
  3521101 tatcttttgt ctgttcatat ttacctacaa atccagcaac gagagaatct ccagccccaa
  3521161 ccgaattaat tacaacacct tttggaactg ttgcttcata tataccttct gccgtaaaca
  3521221 ataaagctcc atctccggcc attgatacga taacgtgctc tacaccttgt tcaattaatt
  3521281 ttcttccata cggtaaaata tcttctgctg ttgaaatttc tactccaaat aactcaccaa
  3521341 gttcatgatg atttggcttt attaaaaatg gtttattttt aactacatgc tgcaaagcac
  3521401 taccacttgc atctactact acacgaatac ctttttcagc tccgaacgct gcgattgatt
  3521461 cataaaaagt agttggaata gacgccggta cacttccagc tagtacaaca taatctccct
  3521521 tttgcatact ttcaatttgt ttcattaatt gttcaaattg ttcatttgtc acactaggtc
  3521581 cttgcccatt taattctgtt tcttcttgcc cttttatttt cacattaatt cgagaatctc
  3521641 catctacttg gacgaagttt gttattaccc cttccgtctg taatacatct ttaataaatc
  3521701 gaccggtaaa tccaccagta aatccaagtg ctacattttc aacacctaag cgatgaagaa
  3521761 cacgagaaac attaatccct ttccccccag gaaacttcat atctttctcc gctcgattta
  3521821 ctgcgcctaa atctaaggaa ttaacttgta ctacataatc aatagatggg tttaaagtta
  3521881 ctgtatagat cattgtttat cagcctcaat tacattggtt tgtcttttat atttttctaa
  3521941 atcaatttct aaatggtttg taataatatt tgcctcttca acattggcaa ttttcgcaaa
  3522001 cgcaacttcc gaaaacttac tttcatcaat taagaaatat ccttcatttg ctaatgttaa
  3522061 tgccatttgc tttaaaagcg cctcttccgg atctggtgtt gtaaaaccaa gctgttcatg
  3522121 tacaccattc gctcctaaaa aacatttatc aaaacgatac ttctgcatac tttcctgtgc
  3522181 catagcaccg attaaagctt tcgtcctact cttcatcatt ccgcctagta aataggcacg
  3522241 aatattattt tcaactaaag cttcaatatg cataagtcca ttcgtaacga cagtaacatc
  3522301 tttatttatt aaaaatggaa tcatttcaaa tgttgtactt cctgcatcta aataaatgaa
  3522361 atcaccttgt tccacaacgc tagccgcata cttcgcaatt tgttgtttta tctgaatgtt
  3522421 tttggatgat ttttcaacca tcgtcggctc ctgtcctttt cctgttaaaa cagccgcacc
  3522481 accgtgaact ctttttaata accgttgttt ttccaattgc gctaaatcac gacgaattgt
  3522541 tgattcagag ctcgctgttc tttccactaa ttgctgtaat ttaacaacct tctgctcttt
  3522601 tacaagttgc aatatcattt gatgacgttc aggagttaac attttattca cctcttcttt
  3522661 gattacagta taatgaaaac gatcacaaaa atcaaccata aacattcaca aataaccaaa
  3522721 aaacaatcac gaacagttat aaacaacaaa aaagaaaccc atttgattgt gatatcaaat
  3522781 gggtttcttt actccattca cttataagga agctttatat atgcttaaaa catcgtcttt
  3522841 atttaatttt ttaaagttac caaattcgcc attagccatc gctttatccg ccattacatc
  3522901 aatttcattt tctccaatag tgtaatcaga tagtgttact ggtgcctcaa ttgaagtcca
  3522961 aaattgacgt aacgcctcaa ttccttctaa cgcaatttct cgatcagtct ttccatctgt
  3523021 ttttacatcg aatacacgaa tagcaaactg tttaaaacga cttacatttt catctacaac
  3523081 atgcttcatc cagttcggga atagaatagc taagccgcct ccatgcggta tgtcatgaac
  3523141 cgcagaaact gcatgctcaa tattatgagt tgcccagtcc ccttttaccc ccatcgctaa
  3523201 aataccgttt aacgccatag taccgcaata taaaatcgtc tctctatgct cataattttc
  3523261 tagatcactt aaaagcttag gagctgtctc aattactgtt tttaaaacag attcacaata
  3523321 acgatcttgt aattctgtat ttgttccatg atggaaatat tgttctaata cgtgcgacat
  3523381 aatatctacc ataccgtaaa ttgtttgatc tttcggtaca gacgcagtat gggccggatc
  3523441 taaaattgaa aactgcggga aagtaacagg gctaccccag ccatattttt cattcgtttc
  3523501 ccaatttgta atgacagaac cagcattcat ttcagatcct gttgccgcaa gagtaagcac
  3523561 agtaccaaat ggtaatgcct cactggcaaa tgttttttcg ttacaatatc ccacacatct
  3523621 ccatcgtact tactaccagc tgcaattgcc ttcgtacagt cgattacact acctccacca
  3523681 actgctaaaa taaattcaac accattatct ttacaaattt gaatcccttt cttcacagtt
  3523741 gatacacgtg gattcggttc aacacctgtc aattcaaata cttctgcatt tatttccttt
  3523801 aaaatagaaa ttacattatc ataaataccg tttcttttaa tgctgcctcc cccgtatacg
  3523861 agaagaactt ttttaccgaa ctgtggaatt tcagttttta actgttctaa ttgaccttta
  3523921 ccaaaaataa gtttcgttgg attacgaaat acaaaatttt gcatatccct ttaccatccc
  3523981 ttctatatga aaagcaacta tacttttgta taccatattt ttttcatttc acaaaaatat
  3524041 ttgcctaaca aaaaaatccc agcctacagg ctgagatttt ttattgataa taaggtgaga
  3524101 tcattaaata aacaataaca ccagataaac ttacatataa ccaaatcggc atcgtccaac
  3524161 gtacaatttt acgatgacgt gttaattgat ttgtaaaacc aaatacaagt gcaaacaatg
  3524221 caagtggtac gataattgct gctaggataa tatgtgtaat taaaatgatg aaatacacat
  3524281 atttaatgaa tccttcgcca ccaaaatgtg ttgctggcgc caagtaatga tacgataaat
  3524341 aagaaacaca aaatagcaac gtcgtcgtaa atgctgctag gataaaacca cggtgcattt
  3524401 tcacgttctt cttaataata gagtataaag ctgctaataa gaatacgaac gtaaagctat
  3524461 taaaaattgc gtttaacatt ggtaaaatgg ttacatcaaa atgtacttct ccttcataac
  3524521 caacaggtcc gaagaacaaa aataaaataa tcgcatttac aattacagaa agcgttatca
  3524581 caataggagc atagcttttc tgatttgttg attgatccac caaaatggtc actccctctt
  3524641 ccttcaaata tgtatacgta acctcactat tttaacatac tattcacagt gtaaatgtga
  3524701 caatagtttg acacagcaag ataagaaaaa gaaaaatcct tcttaataaa acttcttaag
  3524761 aaggatttta tcgctttatt attcaaatag caatgcgatt agtttttgtt aaaaaatgta
  3524821 tcgctatatg cttgaaaaat ttcagacact tgatatccca ttaaagaaat tgctgttaat
  3524881 gaaaagaaac caatcataag aaatcgaaac cacatataaa tctcctcctt gtatttagct
  3524941 aaaaacattc gctacattac aagttgagtg gcactcttca tcgtcacttt cctttttctt
  3525001 tacaattgct gtaataaatc gaatcataaa gaaaactaca aaaggaaatt gttcgtaatt
  3525061 taccttggca tagtttagca acggctcgcg ctgcatatcg aacggggatg agaaggaata
  3525121 gaacatacct tgctcttcca tatatacaat tacaattttc atgcaaaata cgattcctag
  3525181 aaacgaaaca atatcttgcc attctgtcgt atataacagg ttatatagct ctaatacgta
  3525241 ctcttccatc gtcatccccc cttccttttt tatcattttg ctcgccttcg tataaaaagt
  3525301 caagaaaaaa gtttatattc actatgacaa tagtaattac tcttttctac caatggttgg
  3525361 atgtagcatt tcttagaaaa caagaaatta aaatcggaca gattcctcat tcttactttt
  3525421 agtattcaac actgtactat ttttatttct attaaaaata aaataagaaa tgattataag
  3525481 aacagtgaca agcatcgtca aaagtgcttg tgaacgtaaa gattcaatgg caagcatcgc
  3525541 aattaaaact gctataatag ctgcaattgt aacatacgtc acatacggga aaaaccacat
  3525601 tttcactttc aaattttgtt gttctaccct tcccattttt ttacgaatct ttaaatgcga
  3525661 aatagctata acgagataaa cgagtaacgc aatcccacca gaggcattca ctaaaaataa
  3525721 aaagacttta tctggagata tgtaactaaa aacaactcca atataagcga agaacgttcc
  3525781 gaataaaacg gcccgaactg gaacaccact actgttcaat ttcaagaacg cctttggagc
  3525841 atctcctctt tccgccatcg aaaaaagcat tcttgagttc gtatataaac cagaatttaa
  3525901 acaagaaagt acagctgtta aaacgataaa attcataatt tgcgctgccg ctggtatccc
  3525961 tatatgttct agcaccgcta caaacggact ttttagtatg tttgctgaat tccacggaag
  3526021 aagtgtaaca actacagcga tagatccaat gaaaaatacg agaatacgcc aaattacact
  3526081 atttgttgct gtttttactg cttttacagg ttctgcagac tcaccagctg ctaccgctac
  3526141 aatctctgat cccataaatg aaaatataac gacagtaatt ccaagtagca ccgaacttat
  3526201 accgtttggc ataaatcctc cttgccccac taagttcgaa gtgccaggtg cttccgttcc
  3526261 tggtacaaat cctaaaataa cagctagtcc aagacaaagg aacaaaacaa tacttattac
  3526321 tttaataaaa gaaaaccaat attcaaactc tccaaatgat ttcactgaaa aaacattcgt
  3526381 caatgttaat aaaatcgtta atattaagct taataaccaa agcgggattt ctggaatcca
  3526441 gtactgaata ataccagcac ccgctgtggc ttctatcgca ataacaatta cccagaaaaa
  3526501 ccaatatagc cacccaattg tataaccggc ccacggacca attgcttctc ttgcatatgt
  3526561 tgcaaatgat ccacttgtcg ggttaatagc tgccatttcc ccaagcattc tcataacgaa
  3526621 aacgactaaa agtcctgcta atgcatatga aacgatagaa cctggtcctg ctgaatgcac
  3526681 aactgcccca cttccaacaa acaaaccagc tcctattacg ccgccaattg agatcattgt
  3526741 aatgtggcgt attttgaggt ctttcttaag atttttatcc aactcttata catccccttc
  3526801 caaacgtaat tttgaaattt atcccgcatt tacgggcagt aagaccccca cctcaaaatt
  3526861 cagccgaaac aaagaagtta ggcgggaacc tactgcccgt aaatgcccga ttggttcaac
  3526921 tttatgtaag agtattatat gaaaaacctt ggcctacact ttaaaatata tcaaaatatt
  3526981 ctgaatttaa caattgtaat gcaagctcct atgaaaatta ttacattagg tttaataatt
  3527041 ttccatatac aattgttgag aaaattatag ccaccttaca aaagaacgaa ttttcagata
  3527101 tcattaaata aacaagatta tacatctaga caactttttg tataggagtg ttgatatgtt
  3527161 aaacaagttc aaattcattt gttgtacgtt agtcattttt ttactgctac cactagcccc
  3527221 ctttcaagca caagcagcaa acaatttagg atcaaaacta ctcgttggat actggcataa
  3527281 ctttgataac ggtactggca ttattaaatt aagagacgtt tcaccaaaat gggatgtaat
  3527341 caatgtatct ttcggtgaaa ctggcggtga tcgttccact gttgaatttt ctcctgtgta
  3527401 tggtacagat gcagagttca aatcagatat ttcttattta aagagtaaag gaaaaaaagt
  3527461 agttctttca atcggtggac aaaatggggt cgttttactt cctgacaatg ccgctaagca
  3527521 acgctttatt aattccatac aatctctaat cgataaatac ggttttgatg gaatagatat
  3527581 tgaccttgaa tcaggtattt acttaaacgg aaatgacact aatttcaaaa acccaactac
  3527641 tcctcaaatc gtaaatctta tttcggctat tcgaacaatc tcagatcatt atggtccaga
  3527701 ttttctatta agcatggctc ctgaaacagc ttatgttcaa ggcggttata gcgcatacag
  3527761 aagcatctgg ggggcatatt taccgattat ttacggagtg aaagacaaac taacatacat
  3527821 tcacgttcaa cactacaacg ctggcagtgg tattggaatg gacggtaata actacaatca
  3527881 aggtacagca gactacgaag tcgcaatggc agatatgctc ttacacggtt ttcctatagg
  3527941 tggtaatgca aataacatgt tcccagctct tcgttcggat caagtcatga ttggacttcc
  3528001 tgcaacacca gcggctgctc caagtggtgg gtatatttct ccaactgaaa tgaaaaaagc
  3528061 tttagattat atcattaagg gaattccttt cggaggaaag tataaacttt caaatgagag
  3528121 tggctatcct gcattccgcg gtctaatgtc ttggtctatt aattgggatg caaaaaacaa
  3528181 ctttgaattc tctagtaact atagaacata tttcgatgcg attcccttgc aaaaataata
  3528241 aaaacaacaa taggttttat atgacctatt gttgtttttt atttatacaa attacttttt
  3528301 cacttctaca tgatgaagag attcttttcc atctcttaca taactatcta tacggcttaa
  3528361 aagtaattta ccaccaatta acatcgctcg ttcatcaaaa tcaaattgag aatgatgatg
  3528421 tggaattgaa tacattagtt actattttgc ttcaatacaa atactgaaag ttcaggtaca
  3528481 ctccaaaatc taacaggcat tcgggttgtc ccaatccctc gatttacata taaatataat
  3528541 ggcttgttct tcccttctaa ttcatacata ccttcaacat gactctcagc tagttttgtc
  3528601 gtaattaacg gacctataaa aggaatttga acttgtcctc cgtgactatg tcctgacagt
  3528661 tgcacatcaa ccgggtaacg agttacttta tctacaacat ccggctcatg tactaatagc
  3528721 atattgaaat cttcttgtct tacatgtttt aaagtcgaat ctatttgtgg ctcccctaat
  3528781 aaaaaatcat ctaaacctga tattgtaata tacttgccgt tttccgcttt aattttctgc
  3528841 acttcattta ctaacacagt gaaaccagct tcctccatat attttttata aaataaacta
  3528901 cctcccccgc ctctatcatg attcccaaac actgcatatt tccctaaggg cgcatgtatt
  3528961 ttttgtaaaa tacctttcgc ttcttctctt tcggctttat acgatccaaa cttatctatt
  3529021 aaatcccctg tgaaaactac tacatctgga cgtaacgcat tcatcttctc caccaaattt
  3529081 tctagttgtt tcagtgtgaa ttctggccct aaatgcacat ctgaaaactg caatattttt
  3529141 ttattatgaa actctttagg aattgtagaa gcttctattt cattccacgt aactgttact
  3529201 agttttcgtt ctatttctgt cgcataaaaa tacaaactta tagaaatcat tactatactt
  3529261 atgaaactga ttatagatat gttgacaatt gattttttct gttcttcttt tacatgattc
  3529321 gtattcatgt tctcacctct agacgtactt taaagcctta ttgttacatg aatgtgacaa
  3529381 cacgaacaat gttagttata tcctatttca tccctgctca ctttgacaaa tttatacaga
  3529441 agtcataaca tatttttata atacatagat tcttaaaaat gttccatcta tttatttcat
  3529501 cattttatta aggagagatt attcatgtct gtatttacac cagaagaaat tacggaactt
  3529561 gctgctaatt ctggaagaaa aaaagctcat ttatcactac tccctatgct aattctcggt
  3529621 ttttttggcg gtgctttcat agcattaggg tatttactcg atattcatgt tattggaaca
  3529681 atgccaaagg cttggggatc atttactagt tttctaggcg ctgctgtatt ccctatcggt
  3529741 cttatactcg ttattcttgc aggcggtgag ttagtaactg gcaatatgat gaccgtttca
  3529801 atggcgtggc ttcataaaaa aatcgactta tttcacttca ttcgaaattt agtcattgtt
  3529861 acatttagca acttcatagg tgctgtattc gttgcttatt ttttcggtca tatcgtcgga
  3529921 ttagcagagg gcgctttttt agcgaaaaca gtttctgttg cgcaagctaa actacaagat
  3529981 acaccactac aagctttcat ttctgcaatc ggatgtaatt ggcttgtttg tttagctgtt
  3530041 tggctcagta tgggaagtaa agaatttatc ggaaagatta tcggtatttg gttcccagtt
  3530101 atgacttttg ttgcaattgg atttcaacac gttgtagcca atatgtttgt catcccagct
  3530161 gcaatttttg ccggtcattt aacttggatt gaatattttc caaactttat ttttgttttc
  3530221 tttggaaact tagtaggcgg tatgttattt gtggcattac cttattttat atcttataaa
  3530281 aagaaactgc cttccaaaga agaacaaacc gcattaaaga agaaatctgt atccgcttaa
  3530341 atggaacgac tatacagcaa tcctgaaaaa tattacaaat tctatttttt tttgcgaata
  3530401 tatgtacgta cacttgttct cgaatgtttt atacgttata ataacaactt aaatagcaat
  3530461 atttacatat gaggtgaaaa acatgaacaa aacagaatta attaaaaacg tagcacaaaa
  3530521 tgctgagatt tctcaaaaag aagctactgt agttgtacaa actgtagtag aatcaatcac
  3530581 taacacttta gctgctggtg aaaaagtaca acttatcgga ttcggtacat tcgaagttcg
  3530641 cgaaagagct gctcgtacag gccgtaaccc acaaactggt gaagaaatgc aaatcgcggc
  3530701 ttctaaagta cctgctttca aagctggtaa agaactaaaa gaagctgtaa aataatgaaa
  3530761 aaatagcctt ctcgtaaacg agaaggctat tttttcatta cataattagt aaaaacctga
  3530821 ccattatgct atttcttttg ttcctttatg caaataaagc ttttacttat tttaacttca
  3530881 ctctttgcaa tcgtaatgca tttaatacga ccgatacaga actaaatgcc atcgccgctc
  3530941 ctgcaaccca aggtgctaag aaaccgaacg ctgcaatcgg gattcctaag ccgttataag
  3531001 ctagtgccca gaataaattt tgcttaatat ttcttatcgt cattttactc ataaagattg
  3531061 catcagcaat actatttaaa tcaccacgga ttaacgtaat atctgccgct tccatcgcta
  3531121 catccgttcc tgttccaatt gccataccga tatccgccgt agcaagtgct ggagcatcat
  3531181 ttattccatc tccaaccatt gctactttct taccttgcgc ttgaagtttt ttcacttctt
  3531241 ctgcttttcc ttctggtaat acttctgcaa ttacgtgttc aataccaact tgccccgcaa
  3531301 ttgcctgagc agtttgcgta ttatctcctg taatcataac aacgtctaga cccattttct
  3531361 taagccttgt aatagctgct tttgaagtat cttttacagt atctgcaaca gccactatac
  3531421 cagcatattc tttattaatt gcaataagca ttgctgtttt accttctcgt tctaactctt
  3531481 ccatcgattt agaaacttct tcaatatcaa tattgaattt cttcattaat cggcgtgtac
  3531541 caattaataa ttgtttccct tctacgactg attcaatacc gaatccagga atcgcttcaa
  3531601 acgtttctga acttggaata tcaattttct tttctttaat tccttctaca atcgcttctg
  3531661 caagtgggtg ttcagatttt ttttctgccg cacctactaa acgtaatatt tcttcttcat
  3531721 tgaatccatc tgcgacaatt acatccgtta acactggctt cccatttgtc acagtacctg
  3531781 ttttatctag aataactgta tctaatcgat gcgttgcttc taaatgctcc ccgcctttaa
  3531841 ataaaatgcc atactcagct gatcttcctg atccagccat aatagatgta ggtgtcgcaa
  3531901 gacctaatgc acatggacaa gcgataacaa gtactgctat cattttctca agtgctccgc
  3531961 caaaatcacc tggtgtaaca aatatcatcc acactgcaaa tgtaataata gcaatcacaa
  3532021 ctacaaccgg tacgaaaata cctgaaattt gatctgctac cctttgaata ggagcttttg
  3532081 aaccttgagc ctcttctact actttaataa tttgagctaa cgcagtatct cttcctacct
  3532141 tagttgcttt cacttttaaa aatccatttt tattcattgt agaaccgatt actacatccc
  3532201 caattgtttt atcaactgga atactttcac ctgttaacat tgattcatct attgctgact
  3532261 ttccttctac aatctcacca tctaccggaa ttttttcacc aggttttaca taaacgatat
  3532321 caccagctac tacttcttca attaaaattt tcatttctgt tccatctcgc ataactgtag
  3532381 ctgtctttgc ttgtaaaccc atcaactttt taattgcttc tgatgaacgt ccctttgctt
  3532441 ttgcttcaaa tagtttatct aaaataatta gtgtaataag taccgcgctc gtttcaaaat
  3532501 ataaatctgt catatgttcc gaagaaccga tagattgaat gcttaaatac acactataaa
  3532561 aataagcggc cgacgttcca agtgccacga gaacatccat attagcactt ttattacgta
  3532621 acgctttata agccccaaca taaaactgtc caccaatgat aaattgaact ggcgttgcaa
  3532681 gagctagctg tacccaaggg ttcataagca tatcaggtaa ataaataaac gatgtaaatg
  3532741 agaagtgact taccattgcc catagtaacg ggaatgataa aataaacgaa atgataaact
  3532801 tcttcttttg ccgctcaatt tcttgtaagc ggtgatcagt tgattcatct tgctcatctg
  3532861 attttacttc caatttatat cctaatttcg taattgcact cttcatttca tttacattaa
  3532921 tttcatcagg attaaaatct actgtagctg attccaaagc gaaatttact gtcgccccgt
  3532981 tcacaccttc taacttattt aaacgctttt ctactctatt ggcacatgct gcgcatgtca
  3533041 ttcctgaaac agtaaattca gctttatcac ttacaattcc atatcctaat gattcaactt
  3533101 tttccttaaa ttgttgcgga tttgtttttt ggggatcata cattattttg gttttttcaa
  3533161 gtgcaaaatt tacatttgca tcatgaacac cttctacttt tttcagacct ttttcaattc
  3533221 tatttgcaca tgccgcacat gtcattcctg atatttgcag attggcctct ttttgttcat
  3533281 tcatgtctct cacctctata tacccttatg aggtataatt attagcaaaa taaatcgtac
  3533341 ttcctataaa gtacgattta tttccatatc taaaaataat tattgaacat cgtatccttg
  3533401 atcttcgatt acagcaacga tatcttttaa tgttacaact gacgagtcaa tagtaacttc
  3533461 aacagttcct tctgctaatt gaactttcac ttgttcaaca ccgtttagct ctttcacact
  3533521 gctttcgata gcatttacac aatgtccaca agacatacct tcaacttgta atgttaactg
  3533581 ttccatttaa aatcctcctc ttgtttcttc attgtttgtt aatcacaacc tcatcttacc
  3533641 atacccccct aaggtaatca atggttttgt gtcatgattt ttcaattttt tctaaaagtt
  3533701 tattttacac acactttttc acacccatac aagaataaag aaaaaaacaa gccagttaca
  3533761 tactagcttg tttttacgct tttgaaaaac gttcaaatac tgtcattaat tcttcaattg
  3533821 cttcgtcacc attaccatct ttaattgcac ctgaaacaca atgactcgta tggtttttta
  3533881 atacacccat tcctactttt ttcatcgctg cattaatcgc tgaaatttgc actaaaatat
  3533941 ccacgcaata acgatcattt tcaatcatat tttgaatacc gcggacttgt ccttcaattc
  3534001 tctttaatct atttataatt tgttcttttt ctttttctga tctatgtgtt actgcttcat
  3534061 gctctttatg atccatatta tcaccttctt aaagtttctc ttcatccaat aaaacaactg
  3534121 tttttatgag tataccaatt atagcattaa atatctatgc atgatacccc atatgagtat
  3534181 atttccgctt tatgattatt cttaacacat tgttagcttc tcagtctcaa ttttcattat
  3534241 accctttcct tttttcaaaa aacaataata agcggggatt gtccatcccc gcttattatt
  3534301 catcccaaaa tataaaaatc tcaatcttca cacttgtaaa ttgagacttt tttctcccta
  3534361 tatataatta ttgctgatca cagacttttg tatcattcac tactgaagtt ccttcaacag
  3534421 ttaccgtatg aaaacaatca tttactcgaa ctgtaataac attatcttgc cgatcaataa
  3534481 tatgatattc attaaaattt ttatttagag cactgcgaat ttgttctcct tcataaattg
  3534541 ggataccatg cgataaaatc caaataagtc cagcgatagc gagaatagtt ttcatacgat
  3534601 ctacctcctt gagaatatag tgaacttttc atccatcctt ttcagctcta cgaatcatga
  3534661 tgaaaataaa ctaagccttt ttggaaataa gttcatttcg tctattttat gtttatgcta
  3534721 attgtgaccg aattgtgaca actttttgtc tctttagacg aaaagttgaa acaaaacttt
  3534781 caaaaaggac aattctactt ctcaaagcaa aaggctatgg agaatttctc catagccttt
  3534841 tgtttgcatt ttattaaaca ctcgttttat tatctaacct actacagatc atagaaaaat
  3534901 gtggattcac tcaaatcact aaccatttaa tcgatggata cgtgactaat gaatcttaat
  3534961 cctttactta aagaactcgg cacaactgat gcatgattct ccccttcagc ctcataaaac
  3535021 gtaaaacgaa actgatcgtg ttttacttgg agaaggcgct ctgacaattc attagcacct
  3535081 acaaccatat gctctcgttc tagtgaacta actgtaagaa atactcttgt tttaaccttt
  3535141 gcattgttta attcatttat aagattttct tctttttcaa gcacagattg gttattccac
  3535201 caaatagatg gactacttat aaaataattt tgaaaggcat ttacgtttgt aaataatata
  3535261 tgtaaagcaa atagaccacc tagtgaatgc ccaaataatg tttgttttcc tttatcaatt
  3535321 tcaaaattct tttcaatttg cggctttaat tcttcgtcaa taaaagtaaa gaaatgatgt
  3535381 gctcctcctg ttttaggcca aggtttacca tctggtttta aagccgcatc ttttgaaatt
  3535441 acgctaggcg taaaatcata gcatctttct tcacctgaaa atgccccttc gattggataa
  3535501 ccaataccta ctataatggc tggtgaaaca cctgtttttt ctgctctaac tgattgtatt
  3535561 ttaaccgctt catggaatgt ttgaaaaaag gcattaccat ctaatacgta aatgacagga
  3535621 tatcctgact ctggtgctgg ttgcctcggc tttgaaatat gaatttgata ttccttacca
  3535681 tctaattttg aatacatgtt ccactgttca gtattagatg ttacaatctg ctgtttttca
  3535741 atagtagtgt tcattttata ttcccccctt ttaacttgtt acatatattt ctactttttc
  3535801 ttcttgagat acaacgctat cataaccgaa gcaaacagga gacccattat acggatcaat
  3535861 catgacacgc gcatcaatat gaaatacttc ttttaacact tcatttgtaa tgatttcttc
  3535921 tgggctacca gttgtaacga tttccccttc cttcattgca ataatttcat ctgaaaacct
  3535981 tgctgcatgg ttaatatcat gtaataccat aacgaccgta caattatggt ctttatttaa
  3536041 tttctccaca atttgtaata catctaattg atgagacata tcaagatatg tagttggctc
  3536101 atctaataac aacacttctg tctcttgtgc caaagccacc gctagccata ccttttgtcg
  3536161 ttgaccacct gataaatttg caatttgtct cgttcgaaat tcagaagttt tcgttatatc
  3536221 taatgcccag tcaatcatct ctttatcttt tgaagttaac ttatttacat tatttcgatg
  3536281 tggataacgt ccataagaaa ttaattcttc tactttaagc tctcctggtg caattggagt
  3536341 ttgcgggagt agggctaact gcttcgcaat ttgtttcgtt ggaattgtat gtaaatcctg
  3536401 tccttgtaaa tatactttac cactcttttg ctttaaaatt cttcccattg tttttaacag
  3536461 tgttgattta ccgcacccgt ttggtcctat aattgtcgtt acttttcctt cttgtatttc
  3536521 cacatttaaa tcgcgaaaca ctgtaagctt ttcataactt gtttctaaat ttttcgcact
  3536581 taaaatactc acttttattc ctcctcttac gctttcgcct tataaagtaa atataagaaa
  3536641 taaggtacac cgacaataga aataacgatt ccaactggta actctacagg tgtgaaaact
  3536701 gtttttgcaa taaagtctga agtaattaca agaaacattc caattactcc gcacgtagga
  3536761 atgatatgct tatgctgaat accgacaagt cttttcgcta tatgcggtgc cattaatccg
  3536821 atgaaaccaa tacttcctga aactgcaaca catgcgctta caagtccgat actacttagt
  3536881 agtaaaattg atttctctct ttctactgaa acacctaaac ttgtaatact cgtttcttcc
  3536941 aattgaaata aatctaataa ataagctttc ttttgtatca gtggaattag tatgataagc
  3537001 cacggtaaca ttgcaataat atacttccag tttgcactat atatactgcc tgacacccaa
  3537061 actgcagcca tctcgaaatc ggttgacttc attttgagtg ataaatacat agaaaatgct
  3537121 ccaaatcctg atccaattgc aatccctgtt aataaaagac gctgcgaatc taacttacca
  3537181 tttttccaag aaaacagata aatgataata gctgcaccta atccgcctac taaaccaaac
  3537241 attggcatca tcataataga aacccagtct gtgctcttta attgcccttg aaagaaaaac
  3537301 ataaaaataa cgatagctgt tcctgctccg gcattaactc ctaaaatacc tgggtctgcc
  3537361 aatccatttc tcgtaatacc ttgaataaca gcaccggcaa cgccgagacc taatcctact
  3537421 aatccagcaa ttatgatgcg cggaagacga aactcaaaaa taactaaatc atggtctggt
  3537481 actggatcta ttctaaggag tgttttacat acatctgtaa tcgtaatatc aaacgtacca
  3537541 ttcgttaaac taatataaat agcacatagt attaaaaata tactaatccc catcgtcatt
  3537601 ccaaaacgtt gacttgaact tttaagcatg tctctctcct cctcttgtac ggattaaata
  3537661 aaggaagaaa ggaattccaa ttaaggaggt aacgactcca attggtgttt caaatggata
  3537721 gtttacaaac ctacttaaaa tatcacataa cgctagaaaa acaccgccaa taacgcctgc
  3537781 gcatggcaaa atccacttat aatctactcc aattataaag cgagtaatgt gcggaataat
  3537841 taaacctaca aaaccaactt tccccactaa agcaactgcc gttcctgtta aaaagataac
  3537901 tgataaaata gccatcgctt taactagttt tgtacgctgc cctaggttaa tagaaacttc
  3537961 ttctcctaaa gaaagaatcg taatagattt tgatattaac agcactaaaa ctattccaat
  3538021 tatcccaaac ggtatcgtaa ttttaatgat attcgggtct acttggtcta attttgcatt
  3538081 aaaccaaaaa ctaacatttt gagaaatttg gaaatatgaa gccattgcag cagacacact
  3538141 gcttaaaaat gttccaataa ctgtcacaat aatcgctaac cgaactggcg ataaaccatt
  3538201 ttgaaggagc gaaccaaaac caaacacgat acctgctcct agtgcagaac caatcattga
  3538261 acatacaacc ataccaattg atgacattcc cggaagaaaa atcatacaaa gtgtaataac
  3538321 aaaggctgcc ccatccgtca cacccataat agaaggggat gcaagatagt ttcttgtcat
  3538381 cccctgcata agtgctcctg atatggctag aaatgctccg actaaaagag ctgcaactac
  3538441 ccttggcaaa cgtgaagtaa taataatatt atgatttaca tcgcttgaat caaaatgaaa
  3538501 taatgcattc cacactgttt gagcatcgat gtttttcgca ccatataata cagaaagtat
  3538561 aactgtaaat aaaatcaata cgggtgctat acataaaatg gttactggta ccgcattcgt
  3538621 tttctgcata tcattcaacg caccttactt attgtattat ttagataaat ttttcactgc
  3538681 ttcttttaag aatgctgttt tactccaagc tgtaccacct tgtgccattg gatccacaac
  3538741 gtttacaaat actttctttt ctttcgcagc attcatactt tgccaaattg gattactttc
  3538801 aatttcttct agcactttcg ggtttttatt ttcagttgtt tcatattgta agaaaatata
  3538861 atctgggttt agttcagcaa gtttttcaaa tgaaattttc tcttgtgctt ttacagtttt
  3538921 caattgttct ggaacagtta atccaagatc tttataaatt acagggttga agtatactcc
  3538981 ttctgggtat aggaataatt cgtttgctct tagtctgatt acaaggactt ttttgtcttt
  3539041 taacttatct cctagttttg cttttgcttt ttcagcgtcc gcattgtaat ctttaataat
  3539101 tttttctgct ttatcttttt tgccagttaa ttctcccatt aactttaagt tatcctccca
  3539161 atttgttgaa acatgtgata ccgggaatgt aggagctact ttcgtaaact tttcagctgt
  3539221 ttctgctgga aatttcgtac tagatgtaat aacgtctggt tttaattgaa gtaatgtttc
  3539281 gaaatttggt tgcattttct caccaacaga tttcgcacct tctaaatctt tctccagata
  3539341 ctttggtaat ttaccaccaa ccgtaatcgc accaactggt ttaattccaa gtactgctgc
  3539401 atcttccatt gactctaaac tagctgttgc aattttatct acttttgctg gcactgtata
  3539461 ttctttacct aaatatgtaa tttttcgttt tttttcgtct cactagcttt tgtctgttga
  3539521 gttttttctc ctgaagtttt atccgcacta ttacatgctg ctagtcctac acttaaaact
  3539581 gttaccatac ctaatgtaaa taacttctta ttcatcttta aatatctcct ctcgaatttc
  3539641 caaactatat tctcaataaa atttaactat atgaaacttg tcctacatat atattttatt
  3539701 agattaataa ttctatccag aactcattct cgttcacttc ccctaagcta taattctttt
  3539761 atacctcacc cattgataat ctttttcatt gataatgatt atcgttacta agtatatatt
  3539821 taatatgcaa ttatttcaag aaagatttga aaaattttaa caaactgaat taaaaaagaa
  3539881 gtgtccacct gatgttaggt agatacttct ttttttagaa atttatatgt aattcaactg
  3539941 ggcaatggtc tgaccccatt acttcactat taattttcgc cgctgttatt tggtctttca
  3540001 ttctttcaga aacaacaaaa taatctaaac gccatccaat attttttgct cttgctccca
  3540061 ttcgatacga ccaccacgaa tatgcgcctt cctgatcagg atatagataa cgatacgtat
  3540121 caataaatcc ttcttctaaa atacatgtaa acttctctcg ttcctcatca gagaatccag
  3540181 ggtttttacg attacttttt ggatttttca aatcgatttc tttatgggca acgtttaagt
  3540241 cgccgcaaaa aacaactgat ttcttctcat ccaatcgttt aatataggcc ctgaaatcat
  3540301 cttcccattt cattctgtac tctaaacgct ctaatcctcg tttggagttt ggtgtatata
  3540361 acgtaatgat gtaaaaatct tcgaactcta aagtaataac tcgtccttct tgatcatgct
  3540421 cttcaatgcc taaaccataa gtaacagaaa gcggttcttt tttcgaaaaa atagccgtcc
  3540481 ctgaatatcc ttttttcaca gcataattcc agtatgtata atatccctct acatttaaat
  3540541 caatttgccc ctcttgtaat ttaatctctt gtaaacaaaa tatatcagca tttgattcct
  3540601 ctagatattc taaaaatcca ccttttgcga taactgcacg taaaccattt acattccacg
  3540661 aaatgaactt cacttatagt cctcctcttg atgtttcttt ccaaatttca tgctatcaca
  3540721 aaatagaaaa acaatcatat tttcaccttt gtaatcttgc tcttacattt ataaatacat
  3540781 acatacgcac tttattcagg ttatactaat ttcagaggtg atgttctttg cacaatgaag
  3540841 gagttacgtt aacaaatgag cattggcaag caattattca taatgattct tcctatgata
  3540901 gcaaattctt ttatgccgtg aaatcaaccg gagttttttg ccgaccgtca tgcaaatcaa
  3540961 gaataccgaa taaaaataat gtacgaattt ttcatcatgc agagcaagca ttaagtgaaa
  3541021 actttcgccc gtgcaaacgt tgtaaaccaa atgggctcac tttacctaat gaagagtggg
  3541081 tagaacaaat taaagagtat atcgaaaaac actttgatga agcattaact ttagacatac
  3541141 ttgcggaaat gtgccatggt agcccctttc atttacaacg cactttcaaa aaaatgacag
  3541201 caataagtcc gatagaatat atacagcagt tcagaattgt taaagcagca gaacaccttt
  3541261 tacacacaaa tcaacccatt aaagaaatta gtactgccgt cgggatagaa aacccagaat
  3541321 atttcgcaac tttatttaaa aagaaaactg ggtttacccc tactgaatat cgaaaaaaga
  3541381 atgaaatgaa agagagatac aataatgaat tcctacaaaa ataaatttat atattggacg
  3541441 ctacttacac atgcaaattg gaagtttcat attgctgcaa ctgaaagtgg actatgtttc
  3541501 attggatcac aagacgaaca atttgaggaa ttaaatatat gggctagaaa aaaactgcca
  3541561 caatatatat tgattcatag tccagattac ttgcaagtat atacaaaaga aattatcgag
  3541621 tatttaaaaa acaagagaga aacttttaca ttccctatcg atgcttacgg aactgcattt
  3541681 caattatctg tttggaatac ggtacgtgaa attccttatg ggaaaacata ttcttataca
  3541741 gaaattgcag atagaattca aaaacctaca gcggtacgtg ccgttgcttc tgctattgct
  3541801 gccaacccaa ttctcattac gattccttgc catcgtgtta ttggaaagaa tggcaaacta
  3541861 actggtttta gagggggatt agaaatgaag aaagaattgc ttgtattaga aaaattacag
  3541921 gtggaattca tatgacagcc gaatatagta acgcattaat tttaacagtt ccaacagaat
  3541981 ttagttttca agaaaattta cgctatctat cccgttctaa caatgaatgt atgttccaca
  3542041 ttgaagataa caaaatttat aaagttatcc ctgttcacga tgtaaagcct ttagtcgaaa
  3542101 ttagtatgaa tgcggatgat actattcaaa tacgtttttt aggagaagcc tatatctctg
  3542161 caaaaccgat acgcgatgct gtagctaact atgtaactga atggtttgat ttaactattg
  3542221 atttagctcc cttttataca ttagctaaac atgatgtact ccttcaaaga ccaattgaac
  3542281 aatattatgg ccttcgtact ttaggtattc cagacttatt tgaggcactt tcctggggaa
  3542341 ttatcgggca acaaattaac ctcacatatg cttatacact aaaaagaaga ttagtcgaga
  3542401 catttggaag ttatgtagaa tggaacgata gaaagcattg gatattccct tctcctgaaa
  3542461 caattgccaa tttacacgta gaggatctca aaaatttaaa aatgacgact agaaaatgtg
  3542521 aatatttaat cggtattgca aagcttatta ctgaaggaaa tttatcaaaa gaatctttac
  3542581 tgcaaataca agacgtgaaa caagctgaaa aaagattaac tgctatacat ggtataggac
  3542641 cgtggacggc caactatgtt ttaatgcgtt gtttacgatt tccttctgct tttccaattg
  3542701 acgatgttgg tttgcataat gcaattaaat atttaacagg ttctgaaagt aaaccgacta
  3542761 aacatgaaat aaaagatttt gcggtaaact ggaaaaattg ggagtcttat gcgacttttt
  3542821 acctatggcg agtattatac taaaaaaaac caagtagcac atctgcacta cttggttctt
  3542881 ttttaagctt gctcttcaaa tcgtcttgca atctctataa taacttgaac agctttttcc
  3542941 ataacatcta ccgaaacata ctcaaattta ccgtgatagt tttcaccacc tgtgaaaatg
  3543001 ttcggcgttg gtaatcccat atacgataat tgtgatccat ctgttccacc gcgaatcgga
  3543061 tgaatgtttg gttcgatatt taaacttttc attgcctcat atgcaatatc aacaatttct
  3543121 cttactggtt caatcttttc aagcatgtta tagtattgat cattcatttc taaaacgact
  3543181 gcatcttgtc catatttctc ttgcatttgt ttcacaatat tttcaatggt atttttacgc
  3543241 gcttcaaagt ttttacgatc aaaatctcga ataatataat atgctttact ttgttcaaca
  3543301 tcaccattta aagaaagtaa atggtagaat ccctcgtatc cttccgtata ctctggtgct
  3543361 tcttctactg gtaaatgccc attaaactcc atagctagtt tcgtcgcgtt acgcatttta
  3543421 tttttcgctg tcccaggatg tgtattcgtt ccgttaaacg ttaactttgc acctgcagca
  3543481 ttaaagcttt catattctaa accacctaat ggacctccat ccatcatata agcgaatgat
  3543541 gcaccaaacg cttctacatc aaaatgtgct gggccacggc caatttcttc atccggcgta
  3543601 aacgcaactc taattttccc atgtttaatt tgcggattat gtattaaata attcattgca
  3543661 accataattt ctgtaagacc agctttatca tctgctccta acagtgttgt accgtccgtt
  3543721 gtaataatcg tatgtccttt ataagacggt aattctggga actgttctgg cgttaataca
  3543781 atattaagct cttcatttaa cgtaattgcg ttcccgtcaa agttttcatg aatttgtggt
  3543841 tttacatttt tccccgtaaa gtctgttgct gtatctaaat gtgctaaaaa gccgattaca
  3543901 ggaacatcct tatccgtatt agctggaagt gttgccatta catatccatt atcatccatc
  3543961 gttacttctg ttaatccaac ttctttcaac tcttcaacta ataacttacc aaactcaatt
  3544021 tgtcctggtg ttgttggcac tgtatgacta tcttcatttg attgcgtatc aatctttaca
  3544081 tatctcgtaa atctttcaat aagttcttct ttcaagctcg ttcactccct tttatatttc
  3544141 tttctccatt ataagcctta aaacgaaata ttttaacttt tttgactgta aaggtatata
  3544201 ttccatttgc attttaatga tttccaacaa attaagaaag gcgataatat ttgcacactt
  3544261 aaagcttcac atgtaacata cataataata aatatgggag gtataaaaat gaggctaact
  3544321 ctctttcgct attttctttt tttcttagga ttaattttct ttggccttgg gaatgctctt
  3544381 gcagtcaaag tgaaatttct cggtttgcat ccttgggaag ttttaaatat ggccctctac
  3544441 caaagatttg gatggaccat tggtacgtgg agtgtcatat gtggattatg tctcgttctc
  3544501 atttctttac tagtagatcg aaaatatata aatgtaggta catttttaaa tgcactactt
  3544561 atcggtccca ttatggactt tttcttacaa tcaaatatcc ttccaaacgc tagtgattat
  3544621 ttatggataa acttactcat tttatttgct ggtattgcca ttacaggtat tgggggaggg
  3544681 atgtacgttg cggctgggat tggtgctgga cctcgcgatg gattcatgct tactatttcc
  3544741 gacaaaacag gtttatctat tagccgtgct cgaatcattg tagaatgcgt tgtactagtt
  3544801 attggattta tgctcggtgg tcctgttttt atcgtaactt ttctatacac ttttattcaa
  3544861 agtcccatct ttcagcaatc atttaaggtg tttcaaacac ttttacatac tttacaaaac
  3544921 aaagataaag ttagtgagca tatttaaatt acaacttaat acaaatcaaa caccctattt
  3544981 acgattctca ccgcagatag ggtgtttctt cttcatctga caatttaaga atatatgcta
  3545041 ctcattcaca ataaaagtat atacatcgtt ataaatacaa ccatttaccc taataacgta
  3545101 cttcccgggt ttactaaaac gaattgtgta tttatttagc tgaattgctt ctttatctcc
  3545161 agaaagaaca tcaatgcttc tgccacttaa tacatataat tcatttatat tcatcgatac
  3545221 atcaattgca ttgaaattct cctctttcac ttgctgtgat tccgcagcgc ttacacttgg
  3545281 ttctaaaaac agtagtccac ttaatccaat cgttcccgct aaagctactc ccgcaaactt
  3545341 tttaatcttt ttcattacaa tggcctcctt atagattttt cgtaaaggta atatcccccc
  3545401 ttacacctca aagcctatat gtaataaaat gaaaagtaaa cggagaccgt aagacaaaat
  3545461 tctacatctt tttctccaat tgaatataaa tccatcgttt ggaattttgt catatttaaa
  3545521 attgtttccc taaaccaaat ttcacataac ttattcaaat actgaataat tacttattga
  3545581 tttaacattc taaaaataat tgataaaaat gcattctatt caaataagaa gatttcacca
  3545641 taaaaataac ttttacaaca aaatccatgc aaccaatttt attccgcttt ccataatctc
  3545701 tctacattca ttaattgttt ttctttaaac tccatcttat atatatctgg ttttgacgta
  3545761 ttcattaaaa attcaaaacc atattgttta tcgaaatagt tcatcattaa tgtcatgaca
  3545821 agaccatgtg taccaattac aattttttgt ccttgaaaat ccattaatat ttcttttaac
  3545881 actttcacta ctcttctctg gcaatccgca tatgactctc cttccgctag tgcatagcca
  3545941 ggattagaga acattttctg tacaagcgga tacacttctt tatctgatat aacttgatcc
  3546001 ccactggaaa acatacactc tttaaggttt tcatatatta atatttctct ttcatagaga
  3546061 ttagctgttt tttctatcgt taatacagcc ctcttatacg gacttgaaat gaaagtatcg
  3546121 attccctctg tttttaatat atctgttact ttatgaacgt ctaaacttcc cttttcagtt
  3546181 aaaccacgtg ttctttcacc cccatctaat tttggtgatt caccgtgtct aaccatataa
  3546241 atatatgtat tcatacttcc tccttgaaaa tattcattcg ttttttataa attttgttgt
  3546301 ttcgttcgtg taatccattc tcctactaaa ctctcgaaca attcaggctg ttcaatctgc
  3546361 aaattatgcc ctgccatatc taacaccgct aatgtcgctc ttgggtaacc atcaataatt
  3546421 tctataatat cttgataacc taccgatata tcttgtcttc cggctaataa cagaacaggt
  3546481 ttctcatatt tcttacggtg aaaatctata gtaagagagt aatttttttg caacctttca
  3546541 ataaactcat aattagcaac atctaacccc ggcttaattt cctcttgaaa tcgcttatat
  3546601 gtatattcat ttgctactac tgctaactcg ctaaattctt ctctttcggt agaagttaac
  3546661 gtatttaaaa actccttatc ttgtacaatt atctgtttat ccggtaaacg tctttctttt
  3546721 tgcatcgcaa caaccacagg acatattaac aataatccat tgactctctc aaacattttt
  3546781 gaaagtatcc ctctagctaa atatccgccg aaagactctc ctactagtaa aaaatctttc
  3546841 tttggaatga tttcttcaat aaacatagtt aacacttcta atatatgatc tgaactattt
  3546901 atccaatctg gagcgttcga ctttcccatt ccaggtaaat caatatatat tcgcttataa
  3546961 ccttcagctt tttgaaatac tgattccata catttcatca ttaacctatg atcgggcgca
  3547021 cagccatgta taataaggac cggtttcccc tctccaacaa cttcatagta tatttccgca
  3547081 tctttaattc gccataacat aaaaagccct ccctatttat acatcccttt tgaatagaaa
  3547141 cactagcaaa cttataagaa tacatgctct caatttacat ctccctttaa ttgattgtca
  3547201 aatatgaatt ttcagtttac aaaaaaaacc aaaaaacttc ctcctattct tatttcatag
  3547261 aaggaagcta atttaatttt accctatcat aatttgaagc cttgttcttc tattttcatc
  3547321 aacacaattc tccaaccatc tgggtcctca atcgttatcc ccttatcttt ccaatatgga
  3547381 ttttctggtt ccacttcatc gtatcccaat gtatgtagcc ttttactcat ctttttcatt
  3547441 tcactatctt cactcatata aaatacaagt aaattatctt ttgtcggagc tggacaagga
  3547501 ctcccatcaa tatgtcttgt aaattctaaa tgatactctt catctgggag cccaaacatg
  3547561 accccatcat aaccttcatg atcgtaaaat tcacctatac gttttaagcc taatcctttt
  3547621 tcatagaatg ctataacctc ttcaaactta ttcgtcggac gtgcgattcg aaacttcacc
  3547681 caatttttca tgattttcct cccatactaa aaatttcata catgattacg tattattgta
  3547741 catacgtaac acatttttga aatcactcat tagtataaga ataaatacat acaaaggtct
  3547801 tacttaaaat aacctctatc agcccaaaat taaaatccaa aaaagccttt atcattttat
  3547861 atgcaatttt gcatctttac attcaaatca ctaaaaaacc tttacaattc aaaagatgac
  3547921 taaataaaca atttctattt aaaatcttta tgcagtatat actatcaaat gcaatatttt
  3547981 tcatttttta gagcaattat acttttcaaa acttccttat aaacatgatt tttataagga
  3548041 aatctgatac aattcttaaa taatattatt atgtatagat attacgaata tagtgcataa
  3548101 ttaaagaagg tgattttatt gaaattgaat aaaaatttac aactatgtat attaattgga
  3548161 acattaatat gttattcaat ctattttatg tttttttatc tgttccccac tcatttttca
  3548221 aattcggatg tacgcttcgc ttcacttatt gttgaagcca ttacatttgt atcactcatt
  3548281 tattctatat attctaaaaa agttagttca aatccatttt ggatatgtat cacgatagca
  3548341 attggtagtt ttttattagg aaaaatagta tatacatatc aagatagctt cttcaaaatt
  3548401 ccaatacatc gttttactat ttctgatgtg ttttatatgc tttttctact cttctgtctt
  3548461 attgctttct gctataaaat cctaaaagaa tgcgataaat gggaaaaagc attctttatt
  3548521 tgtgatatat gcatagtact tacttccata ttcacattag agtggtattt atttaatcaa
  3548581 ccaaatttaa atatattctc tctttcacta ggagatgttt ttctttcatt tctatatcca
  3548641 attgcagatt tattattcct tctactaggt gttagtctct ttttccgtcc aacaattttt
  3548701 aattctaaac ggaaaattta tatctttatt tttgtattaa taagttctgc aacttttaac
  3548761 tatatttatt tttacttaaa taaccattta tcaactgaaa cgataacatt attacgtctt
  3548821 ttatatagaa tacctatatt acttattgca atagctggat ctatttcaga agatcgtaat
  3548881 agtcataaaa attatttcat tgtaaaccct ataataggaa aaaaggcttt agttgtattt
  3548941 ccctatcttg ctgttgcaat actaattggg tttacattaa aagaacaaac atcatcttca
  3549001 actctcatta cgggaaattg tattactttt attttcgtac tcattcgtca ttctattgta
  3549061 cgtatgcaaa acaattccct aactaaacgt ttacaggcat ttaatgctca actagaagaa
  3549121 aaggttactt tacggacttc agatttagtt cataaatctg aggctctatc tcaaaagcaa
  3549181 caaaaattca aatcattata tgaatatcat cctgacccta tttttacaat tgatttaaat
  3549241 ggcgtattct taaatgtaaa taaagctgga agcatactac ttggtgcacc aacggatgag
  3549301 ttacttggtg aaacttgttt ttcgattatt ttagatgaag acaaatataa actagcatct
  3549361 gcattagaaa aagtgaaaca acaagaatcg gcatccttac aacttagttc tcaatataaa
  3549421 gatggattta cttattcttt atacgttacc atcgtcccta ttatgataga cgggcaaatt
  3549481 tcaggaagct atattatgat gaaagatatt actgcactaa aaaaacagca agaagaaata
  3549541 aaatatttag cattccatga tactgtaacg aaaattggga accgtgcctt tttccataag
  3549601 aaattaaaaa aaattataaa aaatgctaaa acgacagaaa gcgagtttgc attattatat
  3549661 ttggacttag atcgctttaa agcaattaac gatacacttg gacattcggc aggagactac
  3549721 atattagaag aagtagcgaa gcgattccaa tcatgtcttc catcacatac tcatctatca
  3549781 agaatcggtg gcgatgaatt tacaatctta attgaaaact atactgacga agattcctta
  3549841 ttcgagttat gcaaccagtt atttgaatgc atggaaaaat cgtttgtcat atatgaacat
  3549901 acattaactt tatcactaag tatcggcatc gctatttatc cacattctgg aatcgatacc
  3549961 gctacacttc tgaaaaacgc taatgttgca atgtatgatg cgaaagcaaa agaacttaat
  3550021 tctgtctcta tttatgatga tgtaattgca aaaaaaattg aaagacgatt acgattagaa
  3550081 aaagatttac caaatgcaat tcaaaatgaa gaattgttcc ttttatatca acctcaagtt
  3550141 gatagcaaat ctaacaaaat tatcggtgct gaagctttaa ttaggtggaa tcatcctgaa
  3550201 ttaggtgtta tttctccata cgagtttatt ccgattgcag aagaaacgct acaaatcatt
  3550261 ccaataggaa agtggacact acaacaagct tgtgagcaaa tgaaacgttg gcacacaagc
  3550321 ggatattcac atttgaaaat aggtgtgaat ttatctgcta aagaatttga acaagaagat
  3550381 tttgtaaagt ctatttctgc tacattaaca aatacaggtt taccagcaag ttctcttgat
  3550441 cttgaattaa cagaacgaat tgcaatgatg gatgagcgag aaacattaat aaaactgcgt
  3550501 acactaaaga gtttaggcgt tcacatttca attgacgact ttggtactgg ttattcttcg
  3550561 ctagcctatt tacctttata tccaatcgat acgttaaaaa tcccgagaga atttattaca
  3550621 atgtctgaaa catgtgacga tggaatggaa attattaaaa cgatcatcac attagcaaat
  3550681 acattaggaa tgtcagttat cgctgaaggt gtagaaacga aagaacacgt gagtttcctt
  3550741 caaaaaaata attgtaaatt tattcaaggc tactactaca gcaagcctat tcatgctgat
  3550801 tcattttcta ctcttctcaa aaaaggtgtt cgttataacc attagcgcaa atacatacaa
  3550861 gaaaaaggaa gaagagcccg tctcctcttt ctttttttgt gctttgcaac ttttcatttc
  3550921 cttcacatat catttatgta agtagttact aatacattta tgataacaga cttgaatagg
  3550981 agggaattac atgcaccacg acaatccaaa tcataaactt tacaaaaaca ttcctctatc
  3551041 cctcttctca ataaaaaatg agctaaaaca aaaatgcacc aacgcaaata actttcttta
  3551101 tcccttttcg aaagaagaag aaatattaat acatacaatt aaagaaagaa caaaattatt
  3551161 aaatcaaaat aatgtgacaa gaactcgcgc ttactatcaa ttttacaaaa ggtatcctga
  3551221 aatacattgg gcattacttg gacatatggt ttcgcgtaac ggcggttgga acatgacaga
  3551281 tttaaagggg gatttatata caaagttgtt atctgagaaa gatcaattta ctttcttttc
  3551341 ttttttagaa cggggaaatt ggcttatctt tcaagatgtg tatccacaat ttttgttata
  3551401 tgaacagagt gtaaaaaaat ccaaaaatct tttttatctc cttcctcatc tcaatgtgtc
  3551461 aacatttatg gaaacgatgt ggaacttttt ttggaaaacc ggaaacaaac aaatattagc
  3551521 tatttccact attattaatg aacaaaacta cttagaaaaa agagtaattc aaaataaaca
  3551581 cttcaaaaaa aagatactaa atagtattgg attcaaactt tttgatttct ttcaatttaa
  3551641 tcatatcctc ttccctttct gcgaagaaaa gcctatacag aaaacaatat taattggtga
  3551701 tacaatgaaa cacttcactt ccttacacga acgaattttg ctcggaaaaa gattatatgc
  3551761 actattattt catgatgagc atgttttagc tcgtatacta caatgggctg acactcatcc
  3551821 acacactgga tcacgaaaag attattggcc acatttattt tcaagcgtaa atgaatcttt
  3551881 ttcaagagag ttttataaac gaagaataaa gaaatgccaa ttgaaaagtg atgcctaccg
  3551941 tatatatagc cctgcactta tgtatgcatg gaaaaatatg aaacatgaag aagcagaata
  3552001 tgaagattgg tttaacgact ggcaaatcat acattattta actgataagg aggaaaggat
  3552061 acatggacaa attacagaag actactgtaa aacactcgaa aagattgaac tggccattct
  3552121 tgcaaagaaa aatgttctcc ttcgagaaga agaatagcct tttcgcatta gtcgttacaa
  3552181 tcttactctc ttctattatc ggcacttgct tagatgcttt ctttgttgcg aaacaaatat
  3552241 attcctttcc ggttagacca ttctcatcca tattttcagt taacataggc tttactttgt
  3552301 ttgtactacc gattttaaca acaattttca tacaaatttc aaaaaaccta tctgtatttt
  3552361 ctaggattct atttattctt acaataggta tttgtgctag catttttgaa cagattgctg
  3552421 aaagattagg tttctttact catagtgtag attggaatca tacatactct ttatttggct
  3552481 atatgatatt ctttttttta tttggaaagt atatcattgc ataaaaaaat aaagagatca
  3552541 ttatagatct cttcttaagc ataatcttta gttattgcta atggtgcacg ggtttgaagg
  3552601 cttttagatc gtaaacgata ggcaacgact ttcttcttat attgctttat tacgtcaacg
  3552661 tgttcctcat agctgtatag agaaaatcta atctctttat tccctttttt cgtatcaatg
  3552721 acgattggtg ttccttctcc gtgtggcgga aaataatgtt tatctaaaaa taaagcttca
  3552781 ttaaattcat gaataacttg tagtttcatt tccccctcta tattttttcc atctatcgat
  3552841 atagaggtat tctcctcatc aagtttttga tgtaattcaa atctactaat aatagattct
  3552901 acaactgaag ttggcatact agaaacaagt actttaaggg caccaaaaat aaataatgta
  3552961 actataaacc atgttgtcac tttcatcatc tccattacaa tttaaaatat aaatttcgtt
  3553021 ccatatggta taaatatact gatgagtatt cctgttacaa tcatagtcac cgaaccgatt
  3553081 gttgcttctt tctctccttc tttcataaga cggctcacac caataatatg tgatgcgcag
  3553141 cccattccca ctccttttcc gatcgtactt gttatacgga aaaacttaag tactgttggt
  3553201 ccgatcatag cacctgttat tcctgcaaca acgacaaaac tagaagtcat agatggaata
  3553261 ccgccaattt gatccgctaa tgaaatagca ataggtatcg ttgctaattg tggtagagtg
  3553321 gttagtataa gttccttatc tatatttaaa attccaccaa tcactacatt catagtcgtt
  3553381 aaaaccacta tacctgccac tacgccgatt agcatcgata aaaaattttg cataagtatc
  3553441 tttcgctctt taaatagtgg tatggctaac gctacaattg caggactcaa tagccctgta
  3553501 agaatgtctc ctccattttc cttatactca tgatgagaga ttccaaaagt aaggaataga
  3553561 caaatcataa tcgctgtaac tgttaacacc ggtaacgtaa attttttata taactttgtc
  3553621 gccaataaat aaactactac agtaataata atgaagacca tttgcatcgt gcaccttgtc
  3553681 gattttattt ttttgatgtt actaacaatt gacttatata ccctgaaaca atcaaagtta
  3553741 ctaccgtgct tataactact aaaaggaata taatactccc cttactgaaa agaaaagact
  3553801 cgtattccat caagcctgtt gtcgaaggaa taagaaataa cggtaaaaat acgagtaact
  3553861 tttccgcacc ttcttcaaac cactttaatg gtaaaatacg agtggaaagg agcagaaaca
  3553921 gcattaacat tcctattaaa cttcctggca ttgataaatg gaatactcct tgaatccacg
  3553981 taccaactaa actaaataca tacagcacgc ctacttgaag taaaagcatc acgtacttca
  3554041 tttctttccc tcatttcaat attacgtatc actattatga aatctcattt aacgtttcag
  3554101 caaacctcgt cattcccagc tgaatttgtt cggcatttac tctcccaaaa gtaaaacgaa
  3554161 tatattcact tttagtacct aaaacactac ccgggacaaa cgctacacca tttcgtatag
  3554221 attcacctaa taaatgatac tcatcaaacg ttccttgcac tttgcaccat aaatgtattc
  3554281 caccctctgg aacaaaaaat tcaacctggt ctcctaatat ttcttcaagc tttctaatta
  3554341 atacatctct tctttctttc aattgtctac gaagcattgt aatatgcgca tgaaaatcgt
  3554401 ctgattctaa aaattgattt gccacccact gcgtaaatac actatgccca aaatcaactt
  3554461 gctgcttcgc atccgctaaa cgttctatta cacgcgtagg accaattacc cagccaatac
  3554521 gtaatcccga tgcgacaatt tttgataatg aacttacata aagaacattc ccgttttgat
  3554581 ccattgattt taatgttgga ttcacttctc cattaaagga cgttaaacta tacggatcat
  3554641 cttctacaat cggtatacca aattcagaag acagttctaa aatcttttta cgtcttgcta
  3554701 atgacagcac agttcccgtt ggattttgat aatctggatt taaaaatacc atgcgaatac
  3554761 gatgcttttt atgcaaatca attaggtcat ctggattcat tccatgctga tcaacaggta
  3554821 aatgaaatat ttttaaacca gcagatttaa acatcggcaa tgagaaacaa tacgaagggt
  3554881 cctcaattgc aatcgcatca ccaggtttta ataagcactg aacgataaga ttaagagctt
  3554941 gttgtgctcc agatgtaata agaatagagt tcgaatctgc ttcaatttgt ttatattgct
  3555001 gaacatgtgc tgcaattgtt tttctcaaca tttcatttcc aagtggatgg tcataaccga
  3555061 ggttttccat aaatgttttc tccgacaaaa tcgttcggaa tctatcactc ggaattaatt
  3555121 ctggtgataa ttcaccactc gctaaattaa ttaagtcatc tttttgtgtt tccgttcgaa
  3555181 tttgttgaac gagtggtaca ttaggtaaga acgatccatc ctcaacgtac ctaccccagt
  3555241 tcggtattcg tttatgtgac acaccccata tgtctgtatt cacccgtgtt ccgctccctt
  3555301 tttgccgttc tactactcca agtgatttta attcttcata tgcagctact atcgtactcc
  3555361 ggtttacttg taattctttt gctaacatac gctcagaagg taacttgcta tcagaaggaa
  3555421 actcgcccga agaaataccc ctttcaatat aatctgcgat ttgtttatat acaggcgtct
  3555481 tatctgcacg atttggtttc cattccatat agtttcctcc tctcaaaact aactttattt
  3555541 tactcgctaa taacagtatt gactgtaata atagtattaa ttaattacat gattcaaaaa
  3555601 tttttctacg gtcatattaa agctgctcgg ctgttctaaa taaggtaagt gtccactatt
  3555661 tttaaactca ataaaagttg tatttttcaa acgtctttca aactctctta catatttctc
  3555721 aggaacaaaa tcatcatttt ctcctcttat aattaaagtg gaacatgaaa tatttaaaag
  3555781 aagtggtctt tgatcataat ctactaattc agcaaataat ctttgaatat gcaccggatt
  3555841 aatagactgt aaagattgat aaaatcccct gacaattact tcattactgg ctactcccat
  3555901 ctcctccaac aacgtatccg cccatttttt cccgttatca tgtaagctaa gtaaatcata
  3555961 tacttcaagc cgtttctttc gatcttcagg ctccaagtag ggaaatgcat ttacaataat
  3556021 taagctagaa acaaagtctg gatattgaat agcaaaatca atacctaccc tagccccttt
  3556081 tgaaagtcca caaatgacta ctttttgtaa ctttaaatac ttacataact catacaaaac
  3556141 atttacatat tctttaaagt taatttctag cccttcagat tttccatgcc ccggtaaatc
  3556201 cagagagatc actgtccatt ttttcttaaa atattgcctt tgatataacc aattatttgc
  3556261 gtttcctcca aggccgtgta aaaataatat gacaggaccc gacccttcta tattgtaaaa
  3556321 aacctttcga ttcttatatt caaaatacat actcatcacc ttcagctgta gcatcactta
  3556381 tttttatctt tgaatggata tatccaaaac ggttctcttt ctagccattc gactgtttcc
  3556441 gttacaccat cttcatactc tctttttagt tccgttactt tagtcgcaaa ttgtgatgca
  3556501 tgtgcttgca atgcttccaa cttttttgga acatattctt tcacttcatt tttaacatgt
  3556561 ggaggtccta tttccgcttc atgattattt gcaaaagcta ccgcataaaa tgttggcctt
  3556621 ttattttccg gaatagtagc taacgcttca gccaccgctt ctcctgttgc atcatgatct
  3556681 ggatgaactg catatccagg ataaaaagaa atgaccaatg aaggattcaa ttcttccaca
  3556741 catttttgta ttacacgtct taactctcca ggagtttcaa attcaagagt tttatcacga
  3556801 tatcccatca tacgtaaatc tttaatgcct aaaatatttg tagccctctt tagttctttc
  3556861 tctcttatag catataacga ttcacgagtt gcaaaaggcg gatttcccat cgctctcccc
  3556921 atttcaccta acgttaagca aacatacgta agaggaacat ttcgctgcgt ataagctaaa
  3556981 attgtacctg ccacgcaata tgattcatca tctggatgcg gaaaaacaat taaaacgtgg
  3557041 cgttcatttt tcatcaaaac tatactcctc cattactttc aacattagtc ttttctatca
  3557101 aatcactacc gcataccacg ttactccaac aaatagtacg aaaagaagga taatataaat
  3557161 agttgataag tttttcacat ttctctttgt agactttccg taattctcct ccacatttcg
  3557221 tgcaactagt acggttccaa acagcgatac aattacaata ataacgacta gtgaaatcgc
  3557281 aaaactcatt gtatattcac ctctctaagg ccagtctatt tttattaaga acttcctctt
  3557341 taaaacgtta ataacatact acctttcttc tcttatcata atagatgttt acaaaaaacg
  3557401 gaccaaccac ttttatgttt tttactcatc cactttaaaa ataaaaagca actgaacacg
  3557461 tatgatcagt tgcttttttg caggattatt tatgctaatt ttcatttgaa attaatttga
  3557521 tttaaaagtt tagtcttttc ataatgaaac atcgattgag ataactcgaa aattgttcca
  3557581 tttacaagat acactgtatt tttaataaga agcgacgtat tttatcgctt cttactctca
  3557641 tcatctttaa tctcttatta atgacttatt cgctcttata acttcttgat acagcaatgg
  3557701 tgaccacttt tcatttatgt agtcttgaat gatccaacct acccttgtag gactcttttg
  3557761 ttttatatag tttgcaattt caggatttat ataagaggca tagtaatatg gactattcca
  3557821 tgctgtacca ccagaagaca agcttgcaaa attaatatat agatgatgta aatcctcact
  3557881 attgttcatc gtttcattga tcgtatcttt aatagatttt actttctcat cataactcac
  3557941 tttatattta tcttgtaccg ttacatttac attttgattt acagttgtcg taaacgtctc
  3558001 attatctggc caataaaaat tattatatcc tccagattca ttactaccac tatatctttt
  3558061 tagtagtaca attttcccac gagcatctcc caattttata tttccttctg tttttaaaaa
  3558121 gataggatca acaaaataac ttttttcaaa cgtactacta aatgaacctt ctgcaccttt
  3558181 catatcctca tactcttttt ttaaagacat aataatcgtt tcacttgggt tatcttttag
  3558241 aaattgtttc gcttcgttta tgaattcgtg cagtgttaca taaagatata atggtccatg
  3558301 atgaagaact atcgtattat catctgttaa acggcctctt atatcaaaaa ttctagctcc
  3558361 atgttccatt tgataacgaa aatcatgttc ttgcgtcatt ccccatactt gcttaatcgg
  3558421 attttgcaac ttgaacgtcc cactatcatg tgttcctgga attgaaattc gtgctaacgg
  3558481 gatattatca ggtataggtt gcatccatct tgaccagttt tcaagctcat taacagagct
  3558541 agctgcaaca actctcttat catgtaaagc aaatacaaat gtgataaata tcgtactaca
  3558601 tatgaataat ttcaaaataa atttcttact gctcattatt attcctcctt tttctgtttt
  3558661 acatcaaact tattgaatat aatataatct ggtgagtaaa aaataaatat aattccatga
  3558721 gtatgaaata ttgcatagaa gtaaagttaa aaaatcattc acatatcctg agttagaaaa
  3558781 atttaaagga acttcatctg aagttccttt cgtttacttt atattcaata catatgaacc
  3558841 atctttattc tcatacttat agacgtataa ataatattta cctggctttg catgataagt
  3558901 acctttcact acatttcctt cattttcacc atatgctaca tagttattta aatctgattc
  3558961 atgatgaagc acccatgtca tcccaatgtt ttgttcattt agtagagaaa tagtaatatt
  3559021 ttctggtgag tccatttgga aagtaaatac atctactcta tcactattat gtagtgtccc
  3559081 tttcatcggt gtatgaaagt taactttatt tgcctgtata cgttcattat ttggttcatt
  3559141 ttctgttact tgtaactcat tcccaccgtt tggttttctt tgtccatacc ctaagtttac
  3559201 tagtatagac ttcaaatctg gtaaaacacc aatttgatct gcatatggat ctttagattt
  3559261 tgttcctgtg ttctcgttac ttaatattgc tcttagttca ctcggtctat atggttgtcc
  3559321 taaattttct ttcgcaatgc tttgtactaa agtcgctgct ccggcaataa taggcgacgc
  3559381 actcgacgtg ccactaaagc tagatgtata aagatttaca gcacttcgac tttgctctgc
  3559441 tgtagttgta tctacgtttt ctccccatcc atacacatca atacggctgc cataattcga
  3559501 aaaccacata cgcccatgag ggaaagatga agagcccgct cctaccataa ttgcacctga
  3559561 atctttaaaa tctttactat tacgatttaa aatttgttta ccatttctat ctttaaattg
  3559621 gtctaaatca ttccaaccat ttgctccagc ttctataatg acaacacctt tatctgtacc
  3559681 ggcacgaatt gcatcaaaga tatctggttg tacctcaaca ggtaaatatt tatcaccata
  3559741 tccatcaaag gaagcttgtg cctctaataa taaaacatcc ccagcttcta actgattcac
  3559801 agcacttaat attgcatcag ctgtattata ctgtccgtta tctcttattt gagaaatcac
  3559861 ctttgctttc gcttttggcg caatcccaat attcccaact tcattgtcct cagaggatac
  3559921 aattcctagt acagacgtcc catgaccgac atgttgatct atatttattc cagacattaa
  3559981 ttcaatattt tgatgtacta aatcctcatg atttaataac catccatatt ccatatcaac
  3560041 aaaagttata ccacttcctt taccgccttg aacttcccag gcgaaaggcg cattaatacc
  3560101 gtatggtgct gcttctaaat aaccttgttg tttaaatcta ggattgttat taggactaag
  3560161 agatacactt gatggttgca cttctggtgg cgttattttt tcttgtttct tcatatacac
  3560221 atcttctatt aaacaagatt tctttaacct atctactagt tcttctttct gctcaccatt
  3560281 ttgagtttga agaatatagt agtttaataa acttgtagat acattattgg gtgctttcac
  3560341 ttcaaggtct tctatttcct ctggacttac agatgtgaat aagcgcgtga atgttacatc
  3560401 tggatattct accaaaagat cttctagtac tttgtcgttc gtttgagatt gtatttgttt
  3560461 ttcaatacca tcttcatatg gaaatttcaa atccgcttta aattttacaa tgatttgctt
  3560521 atctgtttct tggtctattc ctaatttact ctgctgttct atagaatcag catgtacact
  3560581 attgacagta cctcctattc ctaaaagtgt tgtaatgatt acagttgacg cacacatttt
  3560641 ttgaaacatt ttcattacat caatcctcct attaacaaca attaatcgat atattaattt
  3560701 ataatgattt tatttatata acatattccc tttctactaa atagattata gtaatcagca
  3560761 atatgaactt caatgtattt tcatatgcaa tatttcatat tagaactcta caatacatga
  3560821 ataagaaact tataatgact atttatttta tatgtgctaa tatacttaca ttaatatatt
  3560881 aagcatataa acatccaaaa ctacattact gaacagcttc accttaattt tttcttagga
  3560941 ggatttacaa tgaaattatt aaaaataaaa catataatcc ctttatctgc ggctgcaatt
  3561001 acattcgtat gtagtcaaag tacagctgag gcttctacca ttcatacagt acaaaagaat
  3561061 gatacacttt ggggcattag taaacaatac ggcgtttcaa tacaatccat taaacaggca
  3561121 aatcataaag gaaacgatca aactttcatt ggcgaacagt tacatattcc aggtgccacg
  3561181 aactcaaata aaattaccgt tcgtcaaaac gtcaaacctg caaacattag tgaccaaatt
  3561241 atatatcaag ttcaatcggg agactcatta gaaacgatag caaagcgtta caatgttacc
  3561301 gttcaatcta taaaacaaat taacaataca gtcggaaaca agctttatac aggacaacat
  3561361 ttgaaaatca actcaagcat ttcagaaaaa gaaaaagact taatggcacg cttagttact
  3561421 gctgaagcag gtggcgaatc atataaaggg aaagtggctg tagcaaaagt tatcctaaac
  3561481 cgtgtaaatg caaaagggtt tccaaataca ataacaggcg ttatttatga acctattaca
  3561541 tacggctatg catttactcc tgttacagat ggaagaatta atcatcctgc aagcccagaa
  3561601 gcaaaaatgg cagtagaaga ggctatctcc acaaatggaa tacattctga ttggctttat
  3561661 ttctacaatc caaaaacatc aacagacaaa tggattacga cacgtcaaac agtagcagta
  3561721 attggtaacc acgtcttcgc taaataacat ttaaaatcat taacagacct cttcacttaa
  3561781 aaggtctgtt ttttatatgt aagattttat taatcatatg acatagtgat cttttaaaac
  3561841 tatctcttct ttcaaataaa aaatttgcat ttactccacc actctgaaaa attaaaaagc
  3561901 atcaagttca aagactccct ctttattcat aaaagctatt tcttaacttc ataaaattgt
  3561961 tatacactag aaaaataaaa aacaaactat tcgttagcag gtgaaagaat atgtatgatg
  3562021 ttacaattat aggcgctgga gtaagtagca tttttatggc ttatttacta gctaacagta
  3562081 acaaaaaggt tttaattctg gataaaggga aagcgctaga agatcgccat tgtcctttag
  3562141 acgaaggaaa agtgtgtact tgtactacat gtgataaata ttttgggttt ggcgggctag
  3562201 gaaaatctga agggaaattt aattatacaa acggatttgg cggagaactt gagcaaaaag
  3562261 tcggcaaaga aggctttaaa caacttatgg ctgaagtaga tgaaattcta tgtcagttcg
  3562321 gaggaagctc tgtttcaaaa tattctacag aaaatccaac tctcaataag agagctgaag
  3562381 cttgtggttt gcaaatgcta acaacagaag tacggcatct tggtactaca ctttcaagtg
  3562441 acatttttca gcaactctat gaatttttac ttacgaaaat aaatatacaa tttcatatag
  3562501 atgtgcaaca tattatgaaa cagaaagatc attttacaat agagacaaat gaagaaacag
  3562561 ttcaatctaa acaactagta tttgcaactg ggcgttccgg agcagactgg ttaaaagaaa
  3562621 tgtgtacttc tctaaatatt tctcaagaac aaactcgtgt agatttaggt attcgagtag
  3562681 agatgaaaga acaccaatta cgttctatat taaaagatac atttgagacg aaactttctt
  3562741 atgagcatga agatttcaca gcaactacgt actgtatgaa tccaaaagga cgcattatta
  3562801 gaaagtacga agaaggttta gttatgcctg acggtcaaaa ttttcgagag aaaggaactg
  3562861 gcacacctaa cttaaatttc actttgttta tcccgcgcta ttttccaact ctcaaagaag
  3562921 caaatctgta tgcaagctca attattaaaa acattaacca aggacaagat cgaattgtta
  3562981 tacagcgctt agaggactta ctaaaaaaag aacctacaac agcgaacaac atgaaacata
  3563041 accgtataca gcctacacta caaggagatt atggagattt gaatacagaa attcctccct
  3563101 tatatattga aggacttaaa gaatttttgt tacgcttaga acaatttatc caagaaccga
  3563161 tcgatacaaa tactttatta tatggaattg acggaaagtt ttatactcct acgataaaac
  3563221 tcaataacca ttttgaaaca agtatacatg ggctattttt agtcggagat tgttcaggcg
  3563281 tcactcattc cttatctcaa gctgctgcaa gtgggttgta tgttggaaaa tatttatcta
  3563341 tgatttaaat tctttcatta agacaccaat taaatatttt aaatttcaca acgctttatt
  3563401 tatgtacctt atccttcccc cgctaacgac taccccgtaa aaaatcggga ttttacaagc
  3563461 ctctattcat ttcacctttc atttgttcga tattttgtaa catcatcata gtgtttaata
  3563521 tgttaggatg tctataagta ttttttacta caactatgac tttttctgct ctgttctaaa
  3563581 aaatagattt atgctttaaa atttcccatt gtacgtatat gaatacttca tattattatc
  3563641 tttagaaacc attggctaaa tgttttatta cactctaata gttataaaaa tataatatat
  3563701 aacacaagtt aaataaattg tataaagaag gtgtaaaaat gaaaaataaa atcaatttac
  3563761 aaatgcaaaa tataagcttt gttttaataa ttgctttagc actatggtta aaaacatatc
  3563821 ttattacaag attcagtttt gatttaaaaa ttgaatcttc tacacaagag cttattttgt
  3563881 ttattagccc gctcgctgca tcattagctt ttgtcggatt agcattattt gcaaccggtg
  3563941 aaaaaagaaa ttatatcgcg ctatgtatta attttttatt aacaatcata cttgttggaa
  3564001 atgtaatgtt ctatgatttt tatagtgatt tcgttacgtt accagtactt ggacaaacat
  3564061 caaactttgg ccaactaggc ggtagtatta tagaaatatt gaactacaaa attatactcg
  3564121 cattcgtaga cattattttt ttctttattt tattaaagaa gaaagcacta gtctttcaaa
  3564181 caggacgtgt aacgcatccg gcacgcttcg tatatttcct cttaacggtt ggtgtatttt
  3564241 ttgcaaatct acaccttgca gaaaaagaac gacctgaact attaacgaga tcgttcgacc
  3564301 gggtcatgct tgttaaaaat ttaggactat acacgcatca agtttatgat ttaacactgc
  3564361 aagtaaaagc aggatcacaa aaggcacttg ctgatagtag caaattacaa gaaacagaaa
  3564421 actacgtaaa ggcaaaccaa agtgaaccga atcctaatat gtttggtgca gcgaaaggaa
  3564481 aaaacgtaat tgtcgttact cttgaatcct tgcaaacctt tttaataggc gcaaaagtta
  3564541 acggagaaga agttacacca tttttgaatg aattcataaa tgaaagctat tactttgata
  3564601 actttttcca ccaaactggg caaggaaaaa catccgattc tgaatttcta atcgatacgt
  3564661 cgttatatcc attaaatcga ggagctgtat ttttcacaca cggtaacaat gattatactg
  3564721 cgacgccaga aattttacgt cagcaaggtt atttcacttc tgtattccat gcgaataatg
  3564781 caacattttg gaatcgtaac attatgtact ctgctctcgg ttatgatcgt tactataatg
  3564841 aacttgatta caaaattacg cctgaaacaa atttaaattg gggcttaaaa gatatcgagt
  3564901 actttgatca atcagtagat atattaaaaa ctgttgatca accattttac gctcgtttcc
  3564961 ttactttaac aaaccattat ccatttacgt atgatgaaga tactaaattc attgaaccat
  3565021 atgactctgg taatggcgtg tttgatcgtt atatcgtaac agcacgttac ttagacgaat
  3565081 ccattaaaaa atttattgag cgtttaaaag ctgagggaat gtatgatgat tctattattg
  3565141 ttttatatgg tgatcattat ggcatttctg aaaaacataa tcgtgcaatg gcacagtttt
  3565201 tagaaaaaga tcaaataacc gaatttgata ctctgaattt acaacgcaca cctttatata
  3565261 ttcatatgcc tggccaaaca gaaggtgaaa cgatttcaaa gcctacagga caaattgata
  3565321 taaaacctac tattctaaat ttacttggga ttgatactac gaacgatatt cgttttggtc
  3565381 atgatatgtt ttcaaatgaa tatactggtt ttgttgtttt acgtgatggt agctttatta
  3565441 cagacaagta tgcatacaaa aacaatattt tctatgaccg cataacaggt gaaattgtag
  3565501 atttaccaaa aaatgaagca caagcactca ttaagcgtgc gcaaaatgaa ttacgaatgt
  3565561 ctgacaaaat tattgaaggc gatttattac gtttctcaga aagtaataag attaaaactg
  3565621 gtgaagtaca aactaaaatt aaagaaactg aaaaataatg taaatatgaa aagggagcaa
  3565681 ctgtaatgag ttgctccctt ttattctctt ctaatacatg atgcagtttc atatatttca
  3565741 cttttattct acgcttgtct ctaaacttac atctgtataa gtatgatcat cacctatatg
  3565801 taaaatcact tcacattgac gtaatctcaa ttcaaagagc atgatagaat catgatagac
  3565861 ttcaggattt gatttcatct tatgtaacag ctcttgtttt tcttgtattt ctaattgcat
  3565921 attttctaca gtttgtttca aacagttaaa tggattccta aagaatatat gaatatctcg
  3565981 ctcttgtgtg ttttcaaata gctcaaattg caagaaaaat ttcttcataa tagaatccgt
  3566041 tacctcggta taatcttcat tttctacatg ctgtttgtat ttgttataca gcatagtttt
  3566101 attctttgga agaactccaa ataatttacc ggcacttttc agtaaaaatt gcgctggcgt
  3566161 aaatcgacgt aaaacattta cttcacccat ttgtatgcta gtcgtcattc tgtcagtatc
  3566221 tctgcgccaa tcgtcaagta ctttaaagtc acattctaac tggattcgat tttctccaaa
  3566281 taaagaatta agtccttcac taagttcttc taagtaagac tgactttgaa ggagctcatt
  3566341 atgagaagtt gcaatccaat tttgcataga aagagcaaga tgaggtaata cagtttgttc
  3566401 taaatattta tgcactcttt cattcattgc tttatttagt tccgtatcca tatgaccgaa
  3566461 atcactttct tcactcatta agtcagaaca actctgtaat atcttcggta tattttcagt
  3566521 aagatcattc gtaatttccg ttttcattgt acgatatgac tgtgtaatga aatgaatttt
  3566581 ctccctctca aatgcagtaa gattattaat actaccgttt agtttcacta gcatatcttc
  3566641 attccactta atagcatcca cgagattgtt ttctttttca acacgtttat ctaaaagata
  3566701 tgtaattgtt tttcggatga agaacaatag cttttcagta cgttctgtat caatattttt
  3566761 atgattaaag ttaaaatgaa taaactcagt taactcattt aattgttgac tacttgtata
  3566821 taacgaagaa taaggaagaa ttctcgattg cgggaaatat gtgtttattc tcgctgccgt
  3566881 atcttgtaat actcttttca cttctgcttc actgtaaatg ttatcgattt tatttaataa
  3566941 gaaatgaatt tgtaaatttg gtgtatgttc ttgaatgctt aataaaatat cacgctcttt
  3567001 atcagtaaac ggtgaatccg cattcagtac aaacaataat tcatccacag aatttagata
  3567061 ttcaaatacc tcatccctag tgtcattatt cctattaaat ccaggtgtaa ctacaaatgt
  3567121 aagtttattt tcatttaaaa atctacatgg taatttaaat tcaacacatg ctctatctct
  3567181 atacgtttga tggtgctgag acatcatatt atgataatca gagatatctt ccgttgttgt
  3567241 aattgcagca tctgttatgg cgttaatttc tgtgtgagca tcatttttta aaactactac
  3567301 atttgaaatt gatttttcta atatattttc tcctaatata gagttgataa atgtagtttt
  3567361 tccgttccct gaagttcctg ttactaaaat acgatttgtt cttaaatctg caagttcgtc
  3567421 aactaaccat ctaaatcgtt gacctatttc tatattatgc ttttgtgccc aatctgtaat
  3567481 agattcaaaa agatgtaaac tgtactctaa accattcaca tgattaatag aatatgacag
  3567541 taagttttcc gcatttttta catttgctga atctattttg gaaggaaaaa tctcatccca
  3567601 cgccaataca gctgctgatg gaaatgcagc ataagacgga ttgactacct ttaaccaatt
  3567661 tgctaacaga tttggaatga tatcgtgtaa ttgtctaagc atatattgcc cttgaattaa
  3567721 tgcaaagtac gtttcttcgt aaagagaaga aattttgttc catatatcgg acgaatgtat
  3567781 ttcaatatgt aagaaaaatt catttattgt gttaagccat aataagtaat tttgttcatt
  3567841 tctataactg ttccaaagtg atgaaaccat ttgcgtaaat tgtacttgat ctacattatt
  3567901 taatgtaact aatgcatcat aaaaataatc tggtgaaata tgtttagtaa atcctttatc
  3567961 gatatatcct tttaacacct caaaccacgg ataggattct gttcgaatta actcattcac
  3568021 agcaagctct actgcactat caaaatcttg ttgttcctca taaaaggaac gggcaatttt
  3568081 tgtgacattc ggataatccg gatttaaaga aaccgcttct ttaataacag cgaaagctga
  3568141 gtcaaaatta ttttgctcta tgtaaagaga aagtagttgt aatctaattt cagtcatcaa
  3568201 tattttatta tcagtcgtaa tggaagtata aacattttca gcaactgata attgattcag
  3568261 ttcgaaataa gcatctgcaa tatttttttg tgcccatggt gctaattcat tactaacctt
  3568321 ctcccattta aaaatagctg cttcaaaatc ttgatggcga taataaaatt caccttgcgc
  3568381 aaaacgaata taagatccat cagaaatctc atttttttct tcgtttacat aagcttgtcc
  3568441 aagcacgtca agagttggtt ttgtttcatt ctccattagg aatgtttcat aatacatctt
  3568501 ttttattaat tgtttttcta atctcatctt ttcccccact atatcttgaa aatacatttt
  3568561 taagatatgt caacacttta tttatgtatg ctttttatct taacaaagaa tatcttttgg
  3568621 aaaatttcat tttcctttca tttttcaagt aagattgaat ttttatgaga aaagtttcag
  3568681 ttttttttca attccctttc agttatgaaa cagcattaaa tattcctaat aacataataa
  3568741 cactataata tcccgcatta tattatcagg aaaaccctat atgaaacata ttataaaaac
  3568801 aatttatatc gaatatatat gcaaaattca cttcactaat aaatgaaaga aatcattatc
  3568861 atatattttt cacattcttt tcctttgaaa tatttcagta agtacgcaat taaattccat
  3568921 taacctatat aaataactag tccaaaaaaa atctatatgc atatcatgtt atagtaaaga
  3568981 attcaggaaa tcgtaaaagg aggcattttc atgtttgaag ataaatctaa aataaactac
  3569041 ccgtatgaat ttactgaaac tacaacaatc cctctaaaaa accccatcaa taaaaatttc
  3569101 aaaaacggct ctggtacaca tactttccca attaagaagc actataaaga acaggtgtta
  3569161 tatacggaaa aaattaataa taataaaaat aaataagcgt atagttatgt ttttagtaat
  3569221 gtataaatat ttttatacaa ttcatgtact tttaaaaagt gctgatatac agcgcttttt
  3569281 tatacataga taatagaaga acaaaaaagt atggatattt tccacacttt tttgttcttt
  3569341 actatttata aatggagtac gtccatgttt atttcaccta atagtacttt aatgggcctt
  3569401 ctagaagtca ttggattgaa tttatatccc ttccaatccc tactttttat aggcattatt
  3569461 gctctattat atatatttta aaatttacca aaggttgttt caaggctact tagttctcat
  3569521 aaaatatttt ttgtttccgt tggaacggat aggctttaat ctcatctgta tctaaatttt
  3569581 catgaaataa atgaacagct ataatttgtc tacaatcgta agtatgataa taatatgttc
  3569641 cggattccat acacattacg cttgtatata tggtattatc taatgcacct tcttctgtta
  3569701 ttactccacc tttaggaacc tcacaatttg ataagatatg aaaaagggct gatactccct
  3569761 cttcttcgct atctatacct tgaatgtttt gtttgccata tgctgcccgc acaaacctcg
  3569821 atggcggggt gaaatcccct ggaagtccca ttgagcccga gccttggcca aaagcactta
  3569881 atggtaaatt actccactct gttggcgcga atggctgcga tttaaggcct atatattgtc
  3569941 ttaaattttg taaatgccaa ttaaactccg gactattcgt catcactcct agtgggttat
  3570001 catacaattt taatccttca cttgtcggat ccagtacaat gcaatctccc catttatccg
  3570061 ctaaaatcca atgtagtggt ggcgtaagtc ctaaatccgg taatggtata tccaaaaagg
  3570121 taatgctatc tacagatttc tttaactctt tgacagaatt gaattgtgtc agactccaag
  3570181 ttacaaaatc aaatggagcc aaattcgttg tgttgtcatc tatgctttga ctataagtag
  3570241 cgaatcctgg aaaatagagt gttgcacatg tcatacctgc ttcatttact ccgtccgcca
  3570301 taatgatcct tccttgatga ttaataccca ttccgaccgt agcatgtttc gtattaatga
  3570361 tttcacccgt tatattattc cactggtaat gtcgaggaat gattattact tcttgattca
  3570421 tatctaatgt gaagtccatc gttcttgcaa aaagatgctg accgtttttt gtctctaatg
  3570481 tcaaactagt acacataaag aacaccccat tttatggttt tatctacact ttatataatt
  3570541 ctgataagtc tgtaaattaa aaacctcttt ccttacaaac aaattgagaa cgtacatata
  3570601 aattacaaat aggttgaggt tatctctagt ttataaatga atttttaaca tatagttgta
  3570661 aaagaattat attaaaaagg agcgaattgt tataatctgc cccctctcta ctacgctgat
  3570721 atttccaaaa caacttttgc accatgcagc ttttccgaat tacttaagta aaggtttcca
  3570781 ccgtgttgct ttgcaaagct tttagcaatg tataacccca ttccatgatg atctttggcg
  3570841 tttctacttt tatctcccct ataaaactgc tctgtagctg aatgcatttc ctcttctgta
  3570901 aaccctcttc ccgagtcctc tacaataaat tgcagttttt cactaatcat ttccactgag
  3570961 aacatcaagt caccctttgt tggagaatat tcaattgcat tcatcattat attcataatt
  3571021 gctcttttca aagcggtctc gtcaatagga ataaaatttg gtatgtcctg aacattttca
  3571081 attagattta actgtttgcc taaaacacaa attgcacttt cttctataat attatgaata
  3571141 aagtctcgga gatctgtttg catgaattga agtggagcgc cttcctcaca tttcgtaata
  3571201 tcgagtaaag atttcatata tatttccatc tcatcaatac ttttcaaaat atgctcatta
  3571261 catttcttct gatttgaatc tagcattgat tcatttaata gctctgcatt ccctctcaat
  3571321 atcgttaacg gtgttttaat gtcatgtgcc aaagcagcaa tctgctctct tctatttgtt
  3571381 tccatattcc actgtgtacg taacgaatga tttaattcat ctttcatttt tactaaagaa
  3571441 gttaatactt cattcacttc ttttatttta gattgttcca cttgaaaatc taaatcttcc
  3571501 ttttgaattt tatctgttac ctttctcaaa atcatcattt cctttgacaa tgatttacca
  3571561 aaagagcgag atagaaatat cacttcggca acaaatagta gaataaaaag aacaatttca
  3571621 caaacttccg gactcggtac atacttctgc aaaataggat ttttaaaagt agcgtgtaac
  3571681 gtatatagaa tgacacaaat atctttatcg cgttctataa ttgcatagta gtacttactg
  3571741 tcaccttttt catcattatg tatgttattc catatttgtc ctgcataatc tttattaata
  3571801 ctcccttgta taacgtttcc tgaaaaatca tacagagcat atttatattg ttttaaaatt
  3571861 tgatcatctt cctgttccgc tttaactata gcatctcttt gcgactcaat ctgtttttca
  3571921 taataatttg ctggtaggat tatctctgcg ttaactccaa cttggaatag aatcataaaa
  3571981 aaagtaacta atgcaatcgt ccctattgaa aatgcaaaaa tatactgtat taaaatctta
  3572041 ctaagattga cttgcttttt cactttctcc atttataacc aattccccat acagtctcta
  3572101 ttggattcat gccatactta gataatttat gacggatatt tttaatatgt tctacaatta
  3572161 cttggttatc actttctccc tcatatccaa aaacattttc gtaaatcttt tctcttgaaa
  3572221 atacttgtcc atgatttaaa gctaaatatt cacaaattcc atactcactt ttcgtaaatg
  3572281 caatagatgt atcgtcatac catatttctt tacatgacag atgaaatgta agacctgaca
  3572341 ggaaaaatgc attttgcttt tctctatgct cacgccttac atgcgcggat accctcgcac
  3572401 gcagttctcc aattccaaaa ggttttgtaa tatagtcatc tccaccgaga ctaagccctg
  3572461 tgattagatc cttctccatt gttttggctg ttagaaatac aattggacta tcaacgaaat
  3572521 cacgtatttc cttacaaagt gtaaaaccat ctatttctgg catcatgaca tctaatagaa
  3572581 ttaaatcata atgacaaaat ttctcctttg gtatagtaag aggattacta acagctgtta
  3572641 cctcatgacc ttctttctct agagcacttt ttataatgta aaggatgccg tcttcatcat
  3572701 caattgctaa tattcttgcc atatagaatc cctccccact cttccattat aatacaatta
  3572761 cacttacatt tctttgcgtc cttcataaaa ggaaaaccac ataagagaaa taacgaatgc
  3572821 aatgatcgtg aaacaaacgc aaatcactgc tccagttgct gcctctactg gtaaggcacg
  3572881 aatagaacta ggacttaatt tatattccaa aaaataattg cataatctca tactccacgc
  3572941 acatggcgtg tatttccaaa tcacatcccc catccctgta agcattaaag ctgccagcaa
  3573001 gctttctata attccaatcc caatggaagc acctttacta aagcgaaaat ttaagaacag
  3573061 atgccatata tacataaaga tttgacaact aaaaagaatg aaggaaattt caacatacaa
  3573121 agcaaatgga atttcatttt gtcctaacag aaaatgaaaa cctgtcgcaa acccaacgac
  3573181 tgccaacata gtggaacaaa acccacatat taaaagtaaa catactttac taattaacgc
  3573241 tttacgtctt ccgtattccg ttgataaaag ttctttaaaa tttcctgcca aagcttcctg
  3573301 ttccacgaca gaagaacaca ctatgctaat tagcaacgga aaagatattg ataatacttg
  3573361 tatatagcct aaaactttat ttatagaatc caattttgaa aaggaataat aacttaaaaa
  3573421 aagagcaata ccgatgattg gcatcgctac atgtatccag aaaaaaatcg tgtgtttcat
  3573481 ttttataaaa tcagctctta ataccctcga caaaaccgcc atattatttt gcctcctgct
  3573541 tttcaaacca ctttgccgtc acataagtga ataacaggaa caacacaaca gaaattacta
  3573601 tgcctggcaa aattgcatcg taggaaagta gttctggttt aaacgttaca cttccggttt
  3573661 ctgcatacaa accatttggt agtattttca aaatagggat catcagtcta cttggatatg
  3573721 tgtatggact aatcatccaa atattttttg ttgctaatac aactccaaaa attccatttg
  3573781 cccctacatt caacaaaagc gtcggaaata gacctatttt gttacctaaa aacaagcaga
  3573841 ttggaatttg ccacataaaa gtaacgatta aaagaacgct tcctaatagt gcatttaccg
  3573901 taggaatgat tcggaaattc tctttattta ctagtaaact agataactcg attccacaga
  3573961 aaaacagtat gcatgaaaaa ctcaaaatcc ctaaaattag taatacttta gaaatccata
  3574021 ctcgtttcaa tgaagctggt aacgataaga tggaacgatt attcattttt ttatctttct
  3574081 ccgcaagaag tacacaactt aaagaaacca ttcccggaag catcgtaatg taccaccagt
  3574141 tgtaactaga taattgaaaa taatccgccg ataataaaaa ggcaattagc attgtagcaa
  3574201 atggaactag ccatgtaagt ttattcaaaa aagtatgtct aattttaatc ttttcagatg
  3574261 caatatatag attcatttct tatgcctccc ttctatactt tccagccact tgtacaaata
  3574321 aatcttccaa gtcatcattc ttattcaatt tcccctgata ccccaataca ccacctgata
  3574381 taatcccaac atgatctgca atttgactta cttcgcttaa aatatgactc gataaaatga
  3574441 ccgtaattcc ttttccagga aaggatagaa tgagttttct taattcctga attccaaaag
  3574501 gatccagtcc attcatcggc tcgtctaata ttaaaaactt cggatggttc agcaatgcaa
  3574561 tcgcaattcc caatcgttgc ttcatcccca tagaaaaatc cttcgctttt ttcttctctg
  3574621 tattctctag ctccacaaca tgcaatactt catcaatcct tgatttaggc aaacctaaaa
  3574681 cagtcgtacg aacctgcaga ttttctcttg ctgttaaatt ttcatacagc ggaggggaat
  3574741 caattaaagc accaatagaa tgtaaatcat gccgcgtcca tttatgacca tcaaagtaaa
  3574801 tctcaccaga agtaggtata agcatgcctg ttatcatttt taaagtagtc gatttccccg
  3574861 ctccattagg acctaacaat ccatagattg catatttcgg tacagaaagt gaaatatttt
  3574921 gtacgacact ttgctgtcta aatgttttac aaagattttt tgtttctaac ataatctcat
  3574981 tcatcctaaa cttcctcctc gtatattgta attctagaat aaatgataat tataaggatt
  3575041 ctataaggaa aagaaaaaac attgagagaa aaagaagttt ttacatgcaa cctgtatcaa
  3575101 aactatggat tcatataatt tttctataat tggttacaga tgaagaattt ataaaaaaag
  3575161 aatatctaaa caaaaaagaa gcgatttatt tcatcgcttc tttttattaa atcatattat
  3575221 ccctacataa ccctcttaaa catcttctcc aactcataag tagaatgatg cacaagaatt
  3575281 ggtcttccgt gcgggcatgt gtatgggttt gttgttgtac gaagttcttc cagtaaagca
  3575341 aatatttgat cgttcgttaa atattgattt gctttaattg aagctttaca gctcatcatg
  3575401 atggctgctt cttcacgtaa ttttttaata tcaacttttt ttagtttaac gacctgctcc
  3575461 atcatttcat cgataatttc tgtttcttgc cctttcggga accacgttgg atgcgagcga
  3575521 acgataaagg attgatggcc gaattgctcc aagaatagac cgactttctt tagttcttct
  3575581 agttgctctt caacacgtaa aaattcagta agagataaat caatacgata tggtacgagt
  3575641 agttcttgta cttcttgcgc tacccttcct actttatcac ggaagtattc ataattaata
  3575701 cgttcctgcg cggcatgctg gtcaatcata tataagcctt tatcattttg agcgaaaata
  3575761 tatgttccat gcatttgtcc aattggataa agcggtggta agtcattccc gttcatttca
  3575821 atctctttta tttcccgaac ttcttctaat tcctctagtt caaagccctc ttcgttactg
  3575881 tcccacgatt tctcttcttg aattggctct tcaattatcg gtttagtgga tggttgccac
  3575941 agttgtgttg gctgtttcac agcctgcggt tcttcttgtt tttcatccat gcccgtcggt
  3576001 aaaacgatct ccggcataga tggttctttc ggcttcgcat gctcaaactg aaactgttct
  3576061 tgcacacttt catctttttc ttttttcttc gttgttacac ctgcatctgg aatgagctgt
  3576121 atttttttga atgctgcttg caatgtttct tcaatcagct ttagtaattc ttgttcttta
  3576181 ctaaaacgaa cttctaattt cgctggatgt acgttaacgt caacaagcat tggatccatt
  3576241 tcaattgata agaaaccgat tggatatcgt ccgactggca gtaatgtatg gtatccttgc
  3576301 tgaatagctt tcattaatac aaaatttcga acgtaacggc catttacgat tgttgacata
  3576361 taattacgag atgctctcgt tacttctggt aatgttacat aacctttaat tgtgaaatct
  3576421 aaagattcag cttcaattgg aacaagcttc tttgcaactt gaatgctata aatcgatgca
  3576481 agtacttgtc ttacatcacc atttcctgat gtatgaagca atttcttttc attatgaaat
  3576541 agctttaatg atacttctgg atgcgacatt gcaatacgat acacaatatc tgtaatattc
  3576601 ccaagctctg tatgaatggt tttcatatat ttaagacgcg ctggtgtatt aaagaataag
  3576661 ttttgtactg taatatctgt tccttttcgg ctcgctgttt tttcctgctt tataatgtct
  3576721 ccacctttaa taataaggtg tgtaccagga gcatcaccgg tgctagtgat taattctaat
  3576781 tcactaactg aggcaatact tggcaatgcc tcaccgcgga aaccgagtgt tcttatgcga
  3576841 aacagatcgt tttcatcttt aattttgctc gtcgcatgtc gttcaaaagc aacgatacaa
  3576901 tcttcttctg caatgccatc tccgttatca atgatgcgaa ttttcgataa accggcttct
  3576961 tctaagtgga tttcaataga tgtactattc gcatcgatag aattttccac aagttctttt
  3577021 acgactgagg cagggcgctc tactacttcc cctgccgcaa ttaagttaga gagttggtca
  3577081 tcgagtttgc gaattttccc catctactta ctcatccttt ctttaacttt ttttgtaagc
  3577141 gatacagttc gttcatcgct tctaaaggtg tcatatcaag taaatcaatt tttttaattt
  3577201 gcgtcagcac tgccgtttct tttgcatcta gagctggctt gtcttgtttt ttcgaagact
  3577261 gctctgcgcc aaagaatgat agttgtgatt cttcttcatt gtctaccttc gtttcttcta
  3577321 tttctatcgg ttcctctttt acaactatag gttctggaat tacttcttgc tcttgcgctt
  3577381 tcacttctac acgctttgga ataacaattt cttcctgtcc ttctaattgc gctaacactt
  3577441 ctttcgctcg agcgattaag ctatctggaa gctccgcaag ttgcgcaacg tgaattccgt
  3577501 aacttttatc tgctgccccg tcttgaattt tatgaaggaa tactactttt ccgttctctt
  3577561 caatagctga aacgtgtaca tttttcagtt gatctaaact gtcttctagc acagtcaatt
  3577621 catgataatg cgtagagaat aacgttttcg caccaatttg gtcatgaata tgttcaatga
  3577681 ttgcttgtgc aagtgccata ccatcatacg tagatgtacc gcgtccaatt tcatcgaata
  3577741 aaattaaact tctttctgat gcgtttgcaa ttgcgttttt tgcttctaac atttcaacca
  3577801 taaatgtact ttgacctgaa attaaatcat ccgctgcacc aattctcgta aagatttggt
  3577861 caaatacagg taatactgct tctgttgctg gtacgaaaca accgatttgc gacataactg
  3577921 ttacaagtgc taattgtctc atatacgtac ttttaccaga catgttcggt cctgtaatta
  3577981 aaaagacatc catattctct ggcataatac aatcatttgg tacatacaat ttcccgttca
  3578041 atactttttc aacgacagga tgacgaccat ctttaataaa gatttcgcgc ttcgttgtta
  3578101 gtacaggttt tacaaactgt tcttcttcac taactgtcgc aaaactttgc agtacgtcta
  3578161 attcactaat tactttcgct aaatgctgta atttcggaat gaatactttt acttcttcac
  3578221 gaagcgctgt aaataaatcg tattctagtt gtacaatttt ttcttctgct tctaagatta
  3578281 atgtttcttt ttcttttagt tcatctgtaa tgaaacgttc cgcattagca agcgtttgtt
  3578341 tacgctcata gcgtccttct ggtaatgctc caaggttcgc tttcgttact tcaatgtagt
  3578401 aaccgaaaat acggttgtat ccaattttca acgatttaat tcctgtaata tcacgctctc
  3578461 gtttttcaag ctcagcgatc cacgtttttc cgtttttact cacatagcga tattgatcaa
  3578521 gcttgtcatt ataaccatct ttaataatat ctccatcttt aatcgaaagc ggtggatttt
  3578581 cttgaatact tcttcctagt aattctgtta gactctcaca cggatctgca ccttgaatta
  3578641 atctcgctgc atacgcatta tctaacaaac taatcgcttc taaaatagct ggtacttgca
  3578701 gtaaagatcg tcttaactgt aataagtccc ttgcattgac attaccaaat gcaactttcc
  3578761 ctgctaaacg ttccaaatca tatacttctt ttaacttttc ttttaaatct tcacgtagga
  3578821 agtaatcatt tacaaacgtt tcaaccattt ctaaacgctc ttcaattcgt tctttctgta
  3578881 taagtggacg ttccatccac tgttttaaca tacgaccacc catagccgtt ttcgtcttat
  3578941 ctaatagcca tagtaaagat cctgtttttt ctttcgttcg aagtgtttct gttagctcta
  3579001 aatttcgctt tgaatgcaca tcaattttca taaattgatt cgtataataa atttccacag
  3579061 gctgtaaatg atctaatgaa cgtttttgcg ttcttattac atagttaaat aagcgcccaa
  3579121 ctgctttaat tagctttgct tgtgaaacgt ttttcacaag atgttctaac ccttctggga
  3579181 ttgccgttgc atcttcatat gaaatcgtca tctttaacgt ttccgttaac ttgtttaatt
  3579241 catcttttga aaaggaagaa tctacaacaa tttctttcga accagttgca tacacttcta
  3579301 ataaaatatc ttctactgaa ccagtcaata acgttactgt attttgtcca gtcgttaaat
  3579361 cgttacaagc taacgcatat gacccatctt caaaatgtgt taatgcggct aagaagttat
  3579421 tttctttctc atcaatcgta cgcccttcca tcatcgttcc tggcgtaatt aattgtacga
  3579481 cttcacggcg cactacacct ttagctgttt ttggatcttc tacttgctca caaaccgcta
  3579541 ctttatatcc tttttcaaca agttgttcaa tatagttttt agccgcatga tacggtacac
  3579601 cgcacatcgg tatacgttca ctactaccac cgtctcggct cgttaatgta atttcaagtt
  3579661 cgtgggctgc tttaacagca tcctcaaaga acatttcata aaaatcacct aagcggaaaa
  3579721 ataaaaaggc atcttgatag tctgccttaa cttttaaata ttgctgtatc ataggggtat
  3579781 attgcgtcat acttctcctc cataattctt acataataat ctatattcat atatgtcaca
  3579841 tttcacggac atccatatct cctatttcag gagtctttct tcattatagc acatttcatt
  3579901 aggattcatg ttcatccaag catcacttat gtaaagtaaa aagctaggaa gaacttctcc
  3579961 ctagctttct attactcttc ttctgcatca acgataaagt ttggatctaa ctcttcaaac
  3580021 tcatcatcat cgatttggaa atcttcgtct gattctacac aaccttccgg atttacactt
  3580081 acacaaattt tcgtttcacc aactacttct gttacaaatt cacgttctac cgttacaaca
  3580141 attttattac catttggtga tacaagagct tctaaacaat ttggtggctg aatgacacga
  3580201 gcaataattt ctaaatcatc acctgaaaag tttttatcac gatagccaat acttacttca
  3580261 tccgtgtagt tcacacgttc tgttacaact tctgtctttg tattgccatc aaatgaatac
  3580321 caagtgttca catcatagaa accttcaatt tccacatgtt ttccattctt tcttgcttcg
  3580381 tacgagtggt taattaccca gcaccctaaa atacttgttg gctcattatt cgattcacat
  3580441 gtatgcgttg actttgtata cttacgtcct tttccaacca ctgcttttgt aataatctct
  3580501 ctaaattcgg acattcgtaa ccctcctcaa tcactattca cttaatcata tgcgtgacaa
  3580561 tagcggaatg tgtcattctt tttttgagaa gaacttacgt ttaatccact aaaaaaagag
  3580621 atgtcatttc gacatctctt taacaaccac aatttccttt tttactttct accgctgcgc
  3580681 ccgtttcacc cttcaataca tcgccattag ttgaaattaa tatttcatct gttacgttgt
  3580741 tagaaatcgt acttgcaact agctgtagta agtcatttac atatgtttgt gaagatttaa
  3580801 attcttgtac aactgggata ctatctaact tatcttgcaa ggcatcaatt tcagcttcta
  3580861 cttttttcaa agcttcccat ttcccgtaat gttgcaagtt tactgcttgt ttttgcagtg
  3580921 ctttaatttc atcaattgcg cgctttacgt tttcattttt atgaatttgc gcctctgctt
  3580981 tcttaaagaa atcaacttct tctgtttcag aaatcatttt tgctaattct ttcgcttgct
  3581041 caacaatttc atctttcgaa tatactttca tctattattc cacctcaatc ggctcttcaa
  3581101 ctaattctcc gttaagagac caagtttttg catccgttac ttttattttc acaagctgac
  3581161 caattaaaga ctttggagca acgaagttta caagtttatt cgtacgagta taacctgcaa
  3581221 gtacttctgg attattttta ctttccccat caactaacac ttctacaatt tgacctttat
  3581281 aacgatcatt cttttcaatt gccaatttat ttactaatgc atttaagcgt tgaagacgtt
  3581341 ctttctttac ttccatcggt acattgtctt tcatttttgc agctggtgta ccttcacgcg
  3581401 gagaataaat aaaggtaaag gcagtatcaa atcctacttc acgatacaac gacatcgttt
  3581461 cttcaaattg ctcatctgtt tcattcggga aaccgacgat aatatcagtt gttaataccg
  3581521 cgtttggaat tgcttcttta atttttctta caagctctaa ataatgctca cgtgaatatt
  3581581 tacgcgccat aatttttaac atttctgtgc ttccagattg aactggtaag tgaatatgtt
  3581641 ctactaagtt tccgcctttt ccaagcactt caattaagtg atcatcgaaa tcgcgtggat
  3581701 ggctcgttgt aaaacgaata cgggcaatat caactttacg gagttcgtcc attaaatcgc
  3581761 caagaccgta ttctatatct tcaaagtctt taccatatgc atttacgttc tgtccaagta
  3581821 acgtaatttc tttataacca ttcgcagcta aatgacgaat ctcttggata atgtcttctg
  3581881 gacgtctgct tcgctctttt ccgcgtgtat acggtacgat acaatatgta cagaacttat
  3581941 cacagccata cataatattt acccaagctt taatatcacc acggcgtact ttcggaaggt
  3582001 tttcaattac gtctccttct ttggaccaaa cttcaactac cgtctccttc gagaacattg
  3582061 catcttttag aatgtacggt aatctatgaa tattatgcgt tccaaacacc atatctacat
  3582121 gctgattttt ttgcataatt ttatttacaa cagattcctc ttgagacata caaccacata
  3582181 caccaattaa aaggtccgaa tttcttcgtt ttagtgactt taaatgacct agttcaccga
  3582241 acactttatt ttcagcattt tcacgaatgg cacaagtatt taataatact acatctgcgt
  3582301 cttcagttga aaaggttggt tcatatccca gtgcagtgaa aatacccgcc attacttctg
  3582361 tatcatgctc attcatttga caaccgtatg tacgaatata aaactttctt cctgtaccaa
  3582421 aattgcgaaa ctcttcaggc aagccaaaat cccgttcaat tttaacttct tctttccctc
  3582481 gttttttcgc gtcttttaag gaaggtggtt ggtatacact ttcaaagtat ttgctataat
  3582541 ctttctcttc ttttttcgta gaggaattca cttgttgact tgctaatcgt tgttgctcgt
  3582601 tcatcggtaa tctcctttca cccttaacta tacacactct atagtccatt ttaatgcgct
  3582661 tagacccacc tcaaaaatgg ttagatagct tgagagatac ttgtcctttg aaacttgagt
  3582721 aatcaatcta atcatctata agaatgaagt cttccccaca caaatagaca ttcccttttt
  3582781 gtatttcttt tgtcctactc aaaagcatat tgctttatcc ctataaacat taccatagta
  3582841 tgaagcgttt cgccaatttt tacaaagaag aaggcttatc ctattattac atttcctagt
  3582901 taatgaacat gcaattttca tacaacgatt tatatattat tttaccattc tgaattttct
  3582961 aagtaaataa aactacctta tatttttact tattaaaaaa ggttgccaaa tggcaacctc
  3583021 ctcttcttac attacataaa ttcagcaaca agctcatcaa acattttctg atccatattt
  3583081 aaatcagatt gcactaaagg cttctcacta tagcctttta ctagttcttg gtatgaaggt
  3583141 tgcgctgtat tttgataaat taaacctgtt actaatccgt tattttccat taatgtttgc
  3583201 atagccatca tgcgattaga cggatcatat ccttctactg tacttagttt tgttaaattc
  3583261 tctttaaacc aatcgtaagt atttacttta ttgtaagtaa cacatgggct gaacacgtta
  3583321 attaatgaaa atcctttatg attaatacca gcttcaataa tttgtgttaa ttcttttaaa
  3583381 tcacttgaaa agctttgtgc cacaaatgtt gcaccagctg ttaaagccat ttccataaca
  3583441 tttaatgacg gttcaataga accttgtggt gtacttttcg ttttaaatcc agcttcacta
  3583501 cgtggtgaag tttgcccttt tgttaatccg taaatttggt tatccattac gatgtacgta
  3583561 atgtcaatgt tacgacgaat agaatggatt gtatgtccca taccaatcgc aaatccatca
  3583621 ccgtcaccac ctgatgcgat aactgttaaa tcacggtttg ccattttcac accttgtgca
  3583681 attggaaggg cacgaccatg aatactatgc acaccatatg aattaatata acctgaaata
  3583741 cgacctgaac agccgatacc agaaataaca gcaagttcat ctggatttaa gccaacgtta
  3583801 gctgccgcac gttgaattgc agcttgcacc gagaagtctc cgcaacctgg gcaccagttt
  3583861 ggttttacac tgttacgaaa gtccttaaat gttgccattt aatacaaccc cttttttgca
  3583921 ttcgttgtaa atctctttcg gcaagaatgg gtttccatca tattttaaaa gactagaaat
  3583981 tttctcaccg tttccaagat tcattttcat aatgttagca agttgacctg ttgcattgtt
  3584041 ttctaccact acaacacgct tcgctttttt cacaagtgga tcgatttcag ctgttgggaa
  3584101 cgggtgaatt aaacgcacat gagcatggtt tactttcata ccctcttgtt ctaagcgctc
  3584161 catcgcttct tcgatcgcac cacgagttga gttaaatcca acaagcaata cgtctgcttc
  3584221 ttcatgctta acatttttat aaacaggggt attaaacttc aagttctcca ttttacggaa
  3584281 acgtttgtcc atttgatctt tacggtttaa tgctgattca gatggtttac cagtttcatc
  3584341 atgttctaca cctgtaacat ggtgaacacc atttttcata ccaggtaaaa cacgtggtga
  3584401 aacgccatct tctgttactt cataacgctt gaagtatgct ttattttcac gttctggtaa
  3584461 ttccgcttct aaatcaagct taccacgacg aatttccact ttatctaact taagtggttc
  3584521 tactgtctgt ttccctaaag aaagctgtaa atctgttaag aaaataacag gtacttgata
  3584581 ttcttcagat aagttaaacg cttctacaat atcatagaat gcttcttcaa ctgtacttgg
  3584641 cgccattacg atttttggaa tttcaccgtg cgtaccgtaa atcattgcca ttaaatcaga
  3584701 ctgctcttgt ttcgttggta atcctgtact tggaccacca cgttgtgtat caacaattac
  3584761 taatggcgtt tctgtaatac ctgctaaacc aatcgcttcc atcattaaag atagacctgg
  3584821 accagcagat gcagttaatg tacgaacacc agcatagttt gcaccgattg ccattgtaca
  3584881 agctgcaatt tcatcctcag tttggattac tgttccgccg acttttggca attttttaat
  3584941 taagtattcc ataatttcag atgcaggtgt aattggatat gcagacataa agcgagcacc
  3585001 accagctact gcaccaaatg cgatcgcatc gttcccaatc ataaacatgc gcttctgacc
  3585061 atcagctttt tcaagctgca tcatgtttac tttctcacct agtaactctt tcatatattg
  3585121 agagccgcgc ttaattgcgt ccatattctt ttgaacaact tgctctcctt tacgaccaaa
  3585181 gatctcttca acaacatcta aataagctgt ttcatctaat cctaataccg cacttgatgc
  3585241 tccaacagca accatgtttt tcattaacga tgtgcctaat tctgaagcaa tatctgtaaa
  3585301 cggtatcaca tatagattta catctgtatt gtcaggtatt gtcggattaa atttcgcatc
  3585361 tgcaactaca atcccgcccg gacgtagttc gtggaagtta aaatcaattg tttcttgatc
  3585421 aaaagcaatt aaaatatcta aatcatctga gatcgcgcgt acttctgttg tacttacacg
  3585481 aattttatta tttgtatggc cgcctttaat acgtgatgag aagtggcggt aaccgtatag
  3585541 gtaatatcct aatcggttta atgcaataca gaagatttct cctgtacttt caattccttc
  3585601 accttgttgg cctccaactt tccatgaaag ttgactaatc atctcctaca ccccttttgg
  3585661 ctgcattcat tgtagtgtat ttttttacag taatagttta gcatttttta tgcaaataaa
  3585721 ctacaatgga cgcaaattat gcctcttctg atttccctga atctttagta taaagctatt
  3585781 ttgtttttca ttctagtatt aggtcttaaa aaaagcaata atataaaatg aattaattct
  3585841 aatttttctg gatttttaaa acaaaaatct taaaagctta tatgttcaac aaaattatca
  3585901 tataaaaatc gctctacagt agatgcagca tagtgtttac aaagctcatt cactacattt
  3585961 tcataatctc gatacgctga tacatttaca actgtttcta atatcccatc aaaatctgaa
  3586021 ccaaacccta tattattctc tccacctaat gaacaaatat attcgatatg tcttattata
  3586081 tctgctacat tcgcttgttt ttcatttgtt agaaactgtg gtacaaaagt gacaccgatc
  3586141 atgccatttc gctttataag agctttaagt tgttcatcgt ttaaattacg tgggtgctgg
  3586201 caaagtttca tacaatttga gtgggaagca atcggatttt ttgcaatttc tatcacatcc
  3586261 caaaaacttc tttcattcag atgagacaca tcagtccata catgtaacgc attcagttct
  3586321 tgtacaacat gtttaccaga agtcgttaaa cccgccccac gtgtctctaa cgcaccatca
  3586381 gctaatagat tagcataatt ccatgttagt ccaaaagaac gtactcctag acgatacaac
  3586441 aaccgtaatt tcattgcatc ttttccaatt gcttcgcatc cttctagtgt caatatcgcc
  3586501 ccaatctcgt cctgttttaa catgttaata tcatcttttg tctgaataaa cttcacaccc
  3586561 gggagggata aaatttcatt ataaaaaata tctaccattt gcaatgatac ttcaaatcgg
  3586621 ttttcatatg ccactgtttc tggcacatat atagcaaaac attgtatact ttcttttctt
  3586681 ctctttaact gttcaaatgt aatatgtaat tgcggatcat gtttaaaatc ctttttccct
  3586741 tgtgcactcc ataactgaag aagcacatca caatgagcat caaaaatttt cattttcatt
  3586801 cctccattat aaaaacaacc tgtttgcata ctgcaaacag gttgtttaaa acttaacgag
  3586861 gttctacaat taattttatt gctgtacgtt cttccccatc aatcataata tccgtaaacg
  3586921 ctgggataca aatcaggtcc aaaccactag gcgctacaaa tcctcttgca attgctactg
  3586981 cctttaccgc ttggttcaat gcacctgcac caatggcttg aatttctgct gttccgcgtt
  3587041 cgcgaataac acctgcaagt gcaccagcta cagaattagg gaccgacgtt gctttaactt
  3587101 ttaatatttc cattccgcgt ttcctcctcg tttctataaa aagtattagc aattatttca
  3587161 ctttaactta tattcacgag gaatgacacg tattcctgct aaatttctgt aatttttcta
  3587221 aaaaaattaa aaaataataa cttatctaaa ttttaatagg gattactcaa aaaatggctg
  3587281 atcatcatta attaagatac gctcaatttt cttagctttt cctgtattag gatccacatc
  3587341 aattagcact gcacttaatt gtgttctacc atttgtcact tcaaatcgca ctggtaagtt
  3587401 tgttaaaaac ttcttcaata ctgcttctcg gtccatacct aaaattccat cgtacggtcc
  3587461 tgtcatacca acatctgtga tatatgccgt tccgctcggt aaaatgcgat tatctgctgt
  3587521 aggaacatgc gtatgtgtac ctactaccgc tgtagcacga ccatctacat accaacctaa
  3587581 cgcttgtttt tcacttgtcg tttccgcatg gaaatcaaca aagataatat tcgtacgttt
  3587641 tttcgcaatg tcaattaatt catccacttt acggaatgga caatcaattg gaggaaggaa
  3587701 tgtacgtcct tgtaagttaa taactgcaac ttctgttcca ttacagttca caaaaataag
  3587761 cccttttcct agagttcctt ctgggaagtt agctggtctt gcaagatatt ttgcatcatc
  3587821 aataaattca aatacttcac ggttatccca agcgtgattt cctagtgtaa ccgcttgtgc
  3587881 tccgcattct aaaaagtttc ggtatatttt ttccgtaatt ccacgtccac ctgctgcatt
  3587941 ttctccatta ataatggtta ctgtaggtgt atattttttc tttagtgccg gtacgtattg
  3588001 ttgaatcata cctctaccag gagatcctac tacatctcca acaaataata ttctcatatg
  3588061 tcttaccctt cctatgtact acattttttt attactatag cttcaagtga tttccttaca
  3588121 atatatttat tataagtttg tttcacttgt atgctaggta taactaattt cctttatttt
  3588181 aacccattcc aacacaaaaa aataaagtgg tgtttcacca ctttattttg cgtattccac
  3588241 tgcacgtgtt tcacgaataa cagttacttt aatatgtcct gggtaatcca gttcattttc
  3588301 aatacgtttt cgaatatcac gagctaaacg atgagcttct aaatcatcaa ttgtatctgg
  3588361 ttttaccaaa atacgaactt ctcgtcctgc ttgaattgcg aaagattttt ctacgccttc
  3588421 ataagactct gaaatctctt ctaacttttc aagacgacga atatagttct caagtgtttc
  3588481 actacgagct ccaggtcttg cagctgataa tgcatctgct gctgcaacta aaactgcaat
  3588541 gatagaagtt ggttctgtgt ccccatggtg agatgcaata ctgtttataa ctacaggatg
  3588601 ctctttatat ttcgttgcga gttcaacacc aatttcaacg tggctacctt ctacttcatg
  3588661 gtcaatcgct ttaccgatat catgtaatag accagcacgt cttgctagtt tttcatcctc
  3588721 accaagctct gctgccataa gtccagttaa atatgcaact tccatagagt gttttaagac
  3588781 gttttgtccg taacttgtac ggtattttaa acgacctaaa atcttaatta aatctggatg
  3588841 taaaccgtga acacccactt caaacgttgt ttgctctccg acttcacgaa tatactcgtc
  3588901 cacttcacgt cttgattttt cgaccatctc ttcaatacgc gctgggtgaa tacgtccgtc
  3588961 ctgtactagt ttatcaagag cgatacgagc tgtttcacga cgaattgggt cgaatccaga
  3589021 aaggataacc gcttctggtg tatcatcgat aattaggtca atacctgtta acgtttctaa
  3589081 cgtacgaata tttcgacctt cacgtccgat aatacgtccc ttcatttcgt catttggaag
  3589141 atttacaacc gaaacggttg tttcagcaac atgatcagct gcacatctct gcattgcaag
  3589201 agataaaatc tcttttgctt tcttatctgc ttcttctttc gcacgaactt cactttcttt
  3589261 taccattacg gcaatttcat gagaaacttc actttctact ttaccaagaa taattgcttt
  3589321 cgcttgttcg cgtgtcagat tggaaatgcg ctctaattct gtttgttgct tttgaactaa
  3589381 ctctcccact ttgctttcca actcttcaat ctgttgttgt ctcgctacaa gagaatcctc
  3589441 tttcttttct aactgtagct cgcgtttatc gagcgtttcg tctttacgat caaggttctc
  3589501 ttctttttgc attaaacgat tttcttgttt ttgtaattcg cttctacggt cacgaatttc
  3589561 taattcagct tctgtacgaa gtgtatgaat ttcatccttt gcttctaata gcgcttcttt
  3589621 cttaagtgct tcagcctcac gattcgcttc gtctagaata cgtttcgctt cattagctgc
  3589681 accattaatc ttcgcttcag caatagactt tcgaacaaaa aagccaacaa ctgcaccgac
  3589741 tgttgcaagc aaaatggaga tgagtatcca aactgtacta ctcatgattt cacctcccct
  3589801 tgctatgaat gaaaaaagac tgtcggcatg tacattgaat accaacatac agcaaagacc
  3589861 gtcgtcccac ttttttcaag ggactttctt catttcacaa ttaaaatgtc atattattat
  3589921 ttcggcaaga tttaagtctt actccgaata ttacttctct tcttgagaag agtgtttcgt
  3589981 atataagaaa aaatatacat tctcattgta tctatcgcaa ttttcattgt caagcgttgt
  3590041 ctacttttac tttctttacc ttcagcccta attcatatat gaatttaaaa agctgacagc
  3590101 atattatcct ggaaaacctt agtaaattcc agtttattca tgtgaaacgt gtatatcccc
  3590161 ctctttatac ataatctttt aggtagatta aatattttat ctccaacgat atagaacgct
  3590221 ttcataatga tacaaaaata aaagacacga agccgtgtct tttattttta atcaagaaga
  3590281 tttggatctt ccataccttc agcaccagaa tcttcgctaa ttccgtgatg ctcacgaata
  3590341 aagaaggcaa tttcttctct taaatccgta ttttctttta agaactgctt cgaattttca
  3590401 cgaccttgtc ctaagcgttc ttcattataa gagtaccaag caccgctctt ttgaacgata
  3590461 tcaagttcag aggccatatc taagatttca ccttctcttg aaataccttc tccgtacata
  3590521 atatcaactt ccgcaacacg gaatggtggt gccactttat ttttaactac ttttactttt
  3590581 gttttattac caacgatgtc gttaccttgt tttaattgct ccgcacgacg cacttcaaga
  3590641 cgaacagttg aatagaattt caacgcacga ccacctggag ttgtttctgg cactatctat
  3590701 agattttcca tctctatagt ccggactatc tcttcatctc tttacagaga gccttgcact
  3590761 tccagcagta gcctatcatc tgccgtaccc tactcagtta actaaaagtc cttttcggta
  3590821 gtctctacac cttccccata tcactatgga gcttggcacg gtattaccct gaataatggt
  3590881 gggcttcacc gttagcaact atatgaatag ttacaccctt aggcaataag gttcacaagg
  3590941 ttttttaaca tgctatcact agcaagggaa acccatggta aactccttaa tctttacgat
  3591001 taagcaactt gtagttgatt tccgaacata accccaactt tttcacgaat ttggttaata
  3591061 aagattgcga ttgtttttga tttattgatt gcacctgaaa gtttacgaag tgcttgagac
  3591121 attagacgag cttgtaaacc tacgtgtgag tcacccatgt ctccttcaat ttcagctttc
  3591181 ggtacaagag ctgctacaga gtcaattacg ataatatcaa ccgcaccact tcgtacaagt
  3591241 gcttctgcga tttctaaacc ttgctcccct gtatcaggtt gtgataatag taattcatcg
  3591301 atgttaacac ctagtttttg tgcatataca ggatccattg catgctcagc atcaatgaac
  3591361 gctgcttgtc caccttgacg ctgtacttct gcaattgcgt gtaatgaaac tgttgtttta
  3591421 cctgaacttt caggtccgta aatttcgata atacggccgc gtgggtatcc gcctacccct
  3591481 aatgccacat caagtgctaa agaaccacta gaaaccgtag aaactttgcg ctctgcttgt
  3591541 tctcctaatt tcataattga acctttaccg aattgcttct ctatttgttt taacgccata
  3591601 tctaacgctg cttgacgatc actcattcaa aattcctcct taactgaatt gctaatctta
  3591661 ttatacctat tttcaattca atttgccaac aaaaatcgaa catttattcg atttttttat
  3591721 tttccattaa atagaactgc atttaaccat taaaaaaagc tagaagaaac ttatatttct
  3591781 tctagctttt tatataaatg ataaaatcca tattttgctg agcgttctct aatttgttgg
  3591841 cgacttccac ttaaattaag aggaaagact acagttggtt catctttaat cgccaatcca
  3591901 acaaatactg ttcccggttc tttatgttct gaagcatccg gtcctgctac cccagtgaaa
  3591961 ctaatcccga tatccgcttc taataattct ttaacatttt cagcaagata acgagcacat
  3592021 tctttactaa ctgcaccgtc agtaaacaac acttcctcag gtacatgtaa aacatgctgc
  3592081 ttcacgtcat tatgataaca aatgacacca cctttaaata cggaagacac accagcactt
  3592141 tctgttactt gattaccgaa gagaccacct gttaaacttt ccgcacacgc taaagttaat
  3592201 ccttttttct tcaataacac tatcgcctta tcatgcagaa actcttggtc atacccgtag
  3592261 aaaaatcctc ctactctttc taaaatcaaa tcttccacat gctgaatgag tttctctgct
  3592321 tcatcaacat tttgatgttt agcagttaaa cgtaatgtca cttctccatc attcgcaagc
  3592381 ggggcaattg tcggattcgt ttgtccatca attaaatctt gaactttcac ctctaattga
  3592441 gattccccaa ttccgaaaaa gcgaagcacg cgagaataaa tgttttctcc tgttgtaaag
  3592501 ttacgtaaaa aaggctccac ataacttaca tacattggct tcatttcttt cggtggtcct
  3592561 ggtaataaaa tataaacttt tccgttctta tttaatccca taccaggtgc cataccgtga
  3592621 tcatttgcaa atacagttgc tccatccaaa acgagcgcct gctttttatt attctccgtg
  3592681 aactctcgac ctgttcgctt aaagtaatcg cttattgatg ctaatgcctt ttcatcatat
  3592741 acaagctctt ccgctaagct agacgctatt gtttccttcg ttaaatcatc tttcgtcggt
  3592801 cctaatccac ctgtgaaaat gagcatatcc gcacgttcct ctgcaacttc aatcgcctgc
  3592861 tgcagtcgct tgttattatc cccaactaca gtatggtagt acacgttaat tccaattgaa
  3592921 gctaactttt cagataaaaa ctgggcattt gtatttgcaa tttgtccaag taataattcc
  3592981 gttccaaccg caataatctc cgcattcatc ccaattcccc cataaacttc tattttgagt
  3593041 ttacaaaagc agctctattt ttccagaaat aatcccatcc tgaaataaca gtaaaaatta
  3593101 atgcaatcca tataaagatg tcagctaccg gaatatggat taagtttaaa ggtacatcgt
  3593161 gtaataaata tgctgcaatc gcgataattt gtgtccatgt cttaattttt cctagctgat
  3593221 ttgccgcaac tacctctcct gttccagcga gtacaagacg taaaccagtt accgcaaact
  3593281 cacggcttat aatgataata acgatccaag ctggtacgta ttgcatctcc actaacgtga
  3593341 taagtgcagc tgaaacaagt aatttatcag ctaatggatc aagaaacttc cctaaattcg
  3593401 ttacaagatt atactttctt gcgtaatgtc catcaatcca atctgtagcc gaagcaacaa
  3593461 taaagataag tgctcctact aaatgttgaa ttggtaaatc aacatcacca attgtgtatg
  3593521 aaccccaatc aaagggtgct aacataatta ccataaaaat tggaattaag aagattctag
  3593581 atattgtaat tttatttggt aaattcacag ctattcctcc atcatatcaa aaacatttgt
  3593641 tcattgaaaa aagtcatcga agcgatgact gttattgtgc aggttgctct atcccttggt
  3593701 tttttatcac caatctttgg tgaagttctt tttctggatc caatggataa gcgaccactt
  3593761 ggccattcag tttaacttca acattcgttg catttccaat attaagtcgc acttcttttg
  3593821 ctgttgataa atctcgtttt tctgtttgac catcttgtat tgtagtgttt aaaacttcgt
  3593881 tacccgcatc atctttaaca tctacataac tcgcaccctt acccgatatt tccagttcta
  3593941 atgttttatt attatgaatt tccaaagtag atactttacc agttgtccca actactttca
  3594001 cttcttgttg tccagttggc tgtgctggtt gttcctcttt cttcggttct tctttctttg
  3594061 gttcctcttt tttcggctct tccgctttca cttcatcttt cttcgtatct aacggagagt
  3594121 tttccgcttt tttaacttca attttctcac tttgagtatt cggaactttc tcatcatctt
  3594181 ttccagttaa cgcttgaaaa acaaaccaaa ttaccactcc aactgcgatt actaacagcg
  3594241 caactaaaat tttcggcatg tgatctgcaa ttggccatga tgaagatttt tgcattgttt
  3594301 cttgcgtttt ttgtcctgtt gatacttgtg gaacgtcacg tttttcagat tgtggtatcg
  3594361 tactctgata ttctacaagt agttcctctc catttaatcc aaccgcatct gcgtattgtt
  3594421 taatgaatgc acgcgcataa aaagctcctg gcaatacatc ataattgcct tcttcaatcg
  3594481 ctactaaatg gcgtttttga atttttgtaa tctcatgcag ctgatcaata gacaagcctt
  3594541 tcgttcctct tgcttctttc agcttttgtc ctaattctgt cactactaac acctcaatat
  3594601 ttctttaaaa gtcaaacata gagaaattat tttgcgtacc ttgctcaatt tcatctacta
  3594661 aattatattg aatttcttca tcataatcgt tacgcaactc gataatataa tcaaaatcat
  3594721 ccaatgtgta ttctgactga ctcacaaata cgtcaggatg ttccacaact ttcgttgcag
  3594781 gcaacctcat aatttcacga acaagctgcc aatgcctttc gttagcacgc tttgttgaca
  3594841 cgattccatc taagatgaaa atattgtcgt cgctatactc gtcttcaatc aattgactac
  3594901 gaacagtttg cttaataaga gtagatgata caaataacca tcttttattt gcgcaaacac
  3594961 ttgcagcaac aatggattct gtttttccaa cacgaggcat ccctcgtatc ccgattagtt
  3595021 tatgaccttc ttttttcatt atttcagcca taaagtctac aagtaatcct aattcatcac
  3595081 gcacaaaacg aaatgtcttc ttatcatctg catctcgttg tatgtaccta ccatgtctaa
  3595141 ccgctagctt atctcttagc tttggcggac gatatttcgt taccgttata ttatccatcg
  3595201 tatttaaaat tgattcaagt ctagagattt gctcttgatt atcacacata aggagtaatc
  3595261 cacgtcgtgc attatctaca ccattaattg tgacaatatt aatgccgagc ataccgatta
  3595321 acgaagaaac gtcaccaagc aagccaggtc ggtttttatg tatttcatat tcaaaatacc
  3595381 attcaatcat ccaagatcac tccccttgct tactttacac ctacgtacta tattatatga
  3595441 tttcacctta atagggaagc taaatgtata atctatccct ttcaattatt atacaaaaaa
  3595501 aatagagagg agaatcccct ctctattttt tacttatgtt gtacaaactt taccattaag
  3595561 tttgcgattg tatgttgctc ttgttcgtca gcaactttcc aaagttcagc taataatttc
  3595621 tcttgatcgt tgcgtgcttc tacttcattt gctaaataat caccaacacg aaatgccata
  3595681 tctgatacag caccaccatc aagacctttt ccttgcgctt gttctaaacg ttctcctaaa
  3595741 aagctcttcc attgatcaaa attatctaaa actgacatgt gtaagcacct cactacttag
  3595801 taatagaatc atgcttaatt tgtacagttt ttcatttttt atgtaagaaa tttttagcaa
  3595861 tgccacccgc catttactcc gataatttgt ccagttatat aagatgcacc tggtgatacg
  3595921 agaaatgaca cagtttttgc tacttcttcc ggtaatccta atcgtcctaa cggaatctct
  3595981 tccgcaattt cattcttatc ctcttctgaa aatacgttta acatttccgt ttcaattgca
  3596041 cctggcgcca ccgcgtttac tcttattcca cttaatgaaa cctcttttgc taaagctttc
  3596101 acatatgaat tttgcgcacc ttttaccatc gagtaaagca cttcacatga cgcgccaatt
  3596161 tgtccccata tagacgaaac aagtacaata ttaccgcttc tccgttgaat catagatggc
  3596221 aatgccatcg ataataattt atagatactc ttcacttgaa gttctaccat atcattcaat
  3596281 tcatcgttcg ttacatctgt tacgagtcca aagatactct tcccagctgc atatatgata
  3596341 gcatcaagag gatgttcaat ttgttcccac aattgctctg ctccatcact agaagctaaa
  3596401 ttcgcttgaa caggaatcac ttcaccccat tctttctgca actcattcac tttctcttca
  3596461 ctgttattat aatgaacata tactgtatat ccatcttgaa ttaattgttt cgaaatagca
  3596521 gagccaatcc ctccgctccc tccagttact aatgcatact ttttcataca attcctctct
  3596581 tatctcaaaa aaatcgtttc cctacaaata aataataccc tcatcttaca atttatcaat
  3596641 gataagatga gggtattatt ataaaacctt ttattttttc ggtaaaactt ggcaaacact
  3596701 cattttctct tctgataata gtaattgagc tacttcttgt aaatcttgaa ccgttagact
  3596761 ttctaataca gtcaatgcat caaacagact cgattcatta aacgcatatc gtgtaaattg
  3596821 atttgcaata tattccggtg aattcaagga acgtaaaaag ccacctattt tctttttctt
  3596881 tactcgttct aatgccgcct catctaattg attataattt gtgtttaata aaatactttt
  3596941 caaacgctct tccagctcat caggttgctt cgtatcgccg ccaaccattg caaaaccgaa
  3597001 gttattctct tctgtataat catacgagaa cgtatcatcg atgagccctt cattatataa
  3597061 agattcgtaa tgaacggagc ttttcccaaa taaataatct aaaagtaacg taagcgcaat
  3597121 ttcttgtttt aaaagggctt ctcccttttc ttttaagttt gtcgctttaa taccaactaa
  3597181 acatttcgga gtttgtacag gcatggaaat aattttcttc ttttcattta cctcatctgg
  3597241 ttcttcttca aatgaacgta caatttccgg ctggttttta taatcttttt tcgcttgatt
  3597301 ttcatgtact aaatccattg ttttctctgg atcaattgca cccacaacaa acattaacat
  3597361 attgcttgga tgataaaacg tttcataaca ttcatatagt aggtctttcg taattttact
  3597421 aatagactcg atcgtccctg caatatcaat tttaatcggg tgctttacaa acaaactatc
  3597481 aattaatcca aagtacaagc gccaatctgg attatcttga tacatttgaa tttcttgtcc
  3597541 gataatcccc ttctcttttt cgactgtttt ttcagaaaag taaggctctt gtacgaagtt
  3597601 taacaatgta tttaaatttt gttctacatt tgatgtacac gaaaaaagat aagctgttct
  3597661 tgtgaaagac gtgaaagcat tcgcggaagc cccttgttta ctaaacaatt ggaaagcgtc
  3597721 atgatcttct ttttcaaata atttatgctc aagaaaatga gcaatcccat caggtacacg
  3597781 aatcatttct tctttaccta gtggtacgaa tgtattatcc acagaaccat attttgtcgt
  3597841 agacgttgca aatgttttat taaatccttg cttcggtaaa atatatacat ctaatccatt
  3597901 aggaagtttt tcataataga gtgtctcttt taattgctca taaacaattt tctccattta
  3597961 ttctccctcc gttccttgta aaaagtaaat tgtatctagt tcaatatttt tagcaacttt
  3598021 cacaatctct tctttcgtca cactttcaat gcctgtaagc cattcttcaa ccggacgcgt
  3598081 acgatctgaa ataataccat gatacagcat ttctacaaat ccgcgtggtg tatcaattgc
  3598141 ctctaatatt tgattttgaa tgacgctttt cgtttgatgt atttcttctt cagaaaaatc
  3598201 accattttgc attgcaagca tttgttcttt aataatctca acagcctttt cataattttt
  3598261 cgcttcgatt ccagacataa caaacaataa gcctttatga ctttcaaagc gagaagctgc
  3598321 atagtacgct aaactatttt tttcacgaac attaacgaat aactttgaat gagaaaatcc
  3598381 tccaaacaat ccattgaaca attgcagtgc aaaataatct tcgtctttat acgtaataaa
  3598441 cgtacgataa ccgatgtgta atttactttg ttttaattct tgcttttcaa caacttcttt
  3598501 ttcttcatta tttctcttgt gaagaagtac atttctttct cttacgggac gtgctgaaat
  3598561 agaaaagtac ttacttacaa gatcaactgc gttttccgaa atatcaccga taatgtatag
  3598621 atccatttca tcttccgcta acactttttg ataatattga tacaaacttt catttgtaat
  3598681 agatgcaaca ctctcttttt ttccatttgc acttaatcga tatggttcta ctttgcacat
  3598741 ctcttcaatt aaacgctcat ttgcatagcg cattttatca tcatacgtag cttcaattcg
  3598801 ttgcaagagc gctctctttt cactttctac aatagaaggc agaaaaccat tcccctctgt
  3598861 tgctggatgt aaaacgatat ctgataacat agaaagcgct ttttcaaata acggcggtgc
  3598921 atcatgtaaa tatacttcat ttgcaatgtc tacataaata gagatgatat ggtcttctcc
  3598981 ttttttactt acatctactg ccaaagaaga cccatataat tcttctaaat attgacgaag
  3599041 acgaattaca gaaggaagct tttctgtcgc actttgcaat acgtatggca atagggcacg
  3599101 ctctgtcacc gtctcctcat ttaaaggtgc tttcaaacga aatacaaaag tatttgtttt
  3599161 atatttatca gttggaataa tatgtactcg caaaccacct aactcatgta actgttgttc
  3599221 catcagtttc atttatagcc ctcctttacg tatataggaa tattcctctt caatatacag
  3599281 tttttagaaa tgaaaaatca acttttctcc ctcactatac ttacattagg ccctttctaa
  3599341 aaactgtaat atgtaaggaa catagtaaaa ttccgtatta aatatagtct atgtaaaaaa
  3599401 gcccgcacta atgtgcgagc ttttttatac ttatcgtttt cctttttcat aaggagttcc
  3599461 taatgctttc ggagcttcag aacgacctac aaaaccaaca agtgctaata ttgtgaatac
  3599521 atatggtaat attgttaaga atacacttgg aatttctttt agtacaggga ttgtaccacc
  3599581 tgttattcct agtgattgag caaacccgaa gaacagagcg gctccaagag caccaagtgg
  3599641 attccattta ccaaaaatca tagctgctag tgctaagaaa ccttgtcccg taattgtagc
  3599701 acccgagaaa ttaccagaaa tcgacatagc gaagactgct ccaccaactc cggcaaacat
  3599761 tccagatata gcaactgcaa tataacgcat tttatataca ttgatcccca tcgtatctgc
  3599821 tgccattgga tgttctccaa ccgcacgaag acgaaggcca aacggcgttt tataaatgac
  3599881 ataccaaacg acaaacgcta aaataatagc aatatacgat gttaacggta catttgagaa
  3599941 aaagattttt ccgattactg gaatatccga aagacccgga acatcgattt tttcaatacg
  3600001 gtattgaatg aaatcagttt gtcctttgcc aaagattttc ttaatcgcaa atactgttaa
  3600061 accaagagct aagaagttaa tcgctacccc gctcactact tgatctgcgc ggaatgtaat
  3600121 agatgctact gcgtgaagaa gtgcaaataa gccactacca atcgctgcaa ataatagcgc
  3600181 aatccaagga gtcatcgatc cccgcgtatc acccattaat aacgttgtaa caataccaat
  3600241 aaatgcacca aataacatta aaccttctaa cgctatattt acaactccag aacgttcact
  3600301 gaacactcca cctaacgccg taaaataagt ggcgctgccg tatataacgt acccgtcaca
  3600361 agaatggcta aaatatctaa aaagctcatt tattttccct ccttgctcat gcgtgtaagt
  3600421 gcccagcgta aaacataact gcacgcaaca aagaaaataa tacatgcaat aataacgtta
  3600481 attaactcag aaggtacatc tgcttcaaaa ttcatttgtg gagctgcact tttcaaacca
  3600541 ccgaacagta aagctgctaa taatatacca aatggattat ttcctcctag aagcgctacc
  3600601 gcaatcccat caaatccgat accagtaaac gacgacatcg ccgtcatact ttggaatgcc
  3600661 cctaatcctt ccatagctcc accaattcca gcaaaagcac cagcaattgt cattgataat
  3600721 acaacattac gcgatacttt catccctgca tattgagagg cattttggtt aaaaccaacc
  3600781 gactttaatt cataccctaa cgttgttcta tctaataaga accacattac aattgcaacg
  3600841 ataatagcta caacaatccc ccagtgcaaa cgcgatccat ctgtcaatga agataaccac
  3600901 tcagaagcta acgaagcact tgcttgtaca tcataagact tctcattacc ttcatgaata
  3600961 aaacgtttaa taaggtcata cgtaacataa agtgcaatgt agttcatcat aattgtaaca
  3601021 attacttcat ttactttaag ctttcctttt aaatatccgg gtataaaccc ccataaaccg
  3601081 ccggcaattg ccgccactaa aatagatagc ggaatatgca aaattgctgg taacgacact
  3601141 gcatatccaa accaaacagc agcgagctac ccaactaata actgtccttc caccccaata
  3601201 ttgaaaagac ctgtacgaaa tgcaaatgct actgagagac cagctaatac aagcggaatc
  3601261 atcgtacgca acgtctcacc gatagcttgt ggatttccaa ccattccttc ccaaagcgca
  3601321 gcatatccaa caatcggatc atatccacta actaacatta caatggcacc aacaagtaaa
  3601381 ccgaaaacta cggataacac aggtactaaa atattaattg ttcgctctgt taaaaacttt
  3601441 ttagccattt gtgttcacct tctctttccc tgtcccgccg gccattaata atccaagctg
  3601501 ttgttcgttt gtctcttttg catccacaat tgctacaatt ttcccttcat atataacagc
  3601561 aactcgatca cttacattta aaatttcatc tagctctaaa gataaaagca atactgcctt
  3601621 accattatct ctctgctcaa tcaatttttt atgaataaat tcaatggcac ctacatctaa
  3601681 accacgggtt ggctgcgctg caattaataa atctggatta cgatctactt cacgtgcaat
  3601741 aattgccttt tgttggtttc caccagatag agcgcgagct aacgtttgtt cactaggtgt
  3601801 acgtacatca aactgttcaa taagcgcttt tgctttttgt gtgattttac taaaatttaa
  3601861 aatccctttc tttgaaaatg gatttttata gtatgtttgt aaaacaatat tgtcccgaac
  3601921 agaaaaatcg agaacaagtc cgtgtttatg acggtcttca ggaatatgac caatcccctc
  3601981 ttctgttatt cttcgaacag gccaatttgt tatttctttt cctttaattg caatagaacc
  3602041 tgactcaact tttcgtaaac cagtaatcgc ctctattaat tcactttgac catttccatc
  3602101 aatccctgca atcccaacga tttctcctgc acgaacagtt aagtcaaggc cttttacagc
  3602161 aggtaacttg cgcgtatcat gaacaattag gtttgcaata gatagtactt cttcctttgg
  3602221 tttagcttct attttttctg ttttaaaatt cacttgacgt ccgaccatta actctgcaag
  3602281 tttatgctca tcagtttccg ctacattaac agtaccaatc cccttacctt tacgaataat
  3602341 tgtacaacga tcgcaaactt ccataatttc ttttaactta tgtgtaataa gaatgataga
  3602401 tttcccctct tgcacaagct ttttcataat ttgaatcaac tcatgaattt cttgaggagt
  3602461 taacaccgca gttggttcat caaatattaa aatctccgca ccacgataaa gagtctttaa
  3602521 tatttcaacc ctttgctgca tcccaacaga aatatcttca attttcgcat gtggatcaac
  3602581 agctaaaccg tactgttcag ataattgctt aatttctttt gcagcctctt caacagcaat
  3602641 tttcccgttt ttcttcggtt catttcccag aataatattc tctgtaactg taaaattatg
  3602701 aacaagcata aaatgctgat ggaccatccc aataccaagg tcatttgcta tattcggatt
  3602761 tgtaatttta acaggatttc ctttaatttt aatctctccc tgttctggtt gatacaaacc
  3602821 gaacaacaca ttcatcagcg ttgatttccc tgcaccattt tctccaagta aagcatgtat
  3602881 ctctccctgt tttacttgca gcgtaatatc gtcattcgct acaatgcctg ggaatacttt
  3602941 tgtaatattg ttcatctcaa ttacgtattc cattttgttc ctccttttag cagggaacac
  3603001 tccccaatta cactctatta aagatatttt tatatatgca aaggttagtt ctatgaacta
  3603061 acctttgcta tttctctatt attatttctt tagagaagct tcatatgctt tatattcttc
  3603121 gtcagttgca ggtactttaa tttcaccgtc agtgattttc ttttcgaact cttctacttt
  3603181 tgttaaaatt tctggattta cttttttcac attgtcagta gttttcgcga taccaacacc
  3603241 atcatctttt aaaccgaatt cttctacttt accgcctttt aatttaccat ctttcgcttc
  3603301 ttgtgctact tttgctactg caacatcaac acgttttacc atagaagtta aagttacgtt
  3603361 ttcaggcata ccttcttgat tttggtcacg gtcaacaccg attacccaaa cattttcacc
  3603421 ttttttctta cggtttttcg cttctgtgaa tacaccgtta ccagttgcac cagatgcatg
  3603481 ataaattacg tcaacgcctc caccgtacat tgctgaagct aatactgatc ctttttccgg
  3603541 cttatcaaat gcatcagcat attgtgatac gatttcaata tttgggttta ctgcttttgc
  3603601 accagctttg aaacctgatt caaattttgt aattaatgga ctcttcacgc caccaacaaa
  3603661 accaacttta tttgattttg tcgtcattgc tgctacagca ccaactagga atgaaccttc
  3603721 atggtcttta aatgtaatac ttgttacgtt tggcttttct acaactgtat ctacaatcgc
  3603781 aaattgctct tttggatact gctcagccac tttttcgatt gatttttcca ttaagtaacc
  3603841 aataccaaat gttgtgttat aatgatcttt cgcaaacttc gttaagttcg ggatataatc
  3603901 agcatcttta cttgattgaa gataacgata tccttcattt ttctttaaat tattgtcttt
  3603961 accgaatttc gttaaacctt cccaagctga ttggttaaat gatttgtcat caacgccacc
  3604021 aacatctgta accataccaa ctttaaactc ttttttgtcg ctgctcgcct tatccgagtt
  3604081 accacatgca cctaacaccg cgcttgctgc taatgttaat gataataaaa gacctgtttt
  3604141 tttcttcata ctagaaaccc ctcctgaaat gatttgtcta ttttttatac gctgctgtcc
  3604201 ctaacttctt gctgtcacct ccctaaaaag gaacttacct acatacgttt tcttagtacg
  3604261 tggaagctaa acttatcagc tctaaagtaa ttgatagaat ataagattgg ctcatcattt
  3604321 tgatcatagt gcatttgttt taatactagc agtgccgttt ccggttcaca ttctaaaatc
  3604381 ggtgagattt tcggatgata gccaattggc tcaatatgag caactgcgta tgtgatacgt
  3604441 ttgtgcgtat tgttatgtat cactgtaagc aatgattctt cgttgtatcc cgataaatct
  3604501 ggcaagattt cttttgcaag tttatcgata caatatacaa caggttcccc atctgctgta
  3604561 cgcacacgct caatcatcac tgcattaaaa ccatcttcac tattaaactt ctctttttct
  3604621 tcttctgtta aacttgttgt agatgatgat aaaaagatag ttcctggtgt tttccccaca
  3604681 ctagaaatca tatctgtaat actagaaagt tgttcaatcc cagaagaaaa tagcggtttt
  3604741 gcatttacaa atgttcctac accatgtcta cgaatgacaa cattttcttc ttctaaaata
  3604801 cgcagcgctt cccttaaagt cgctctactt acgccaagtt ctttcgctaa atcaaactct
  3604861 gatggcaact tttgcctttc tttgtaagcc ccatctttaa tcttttcttt gatgtgatca
  3604921 atcacccgta aatataggtg acgactatcg gattttactg acataaaact cccccgcatt
  3604981 tcaattattc gacctctgat gtaagacttc ttttctcttt tttcaactta caacataata
  3605041 aaaattgcta cacactaaaa ataaacataa ttgtcgaata aatattaata attttttaag
  3605101 ataaaatttt cactctttac tgcataaaaa aactttgcac cataaacatt cctcatagcg
  3605161 agaaaaagtt cggcacaaag atctcttaca tcctttgtta cacacttttc ccctcatagt
  3605221 ctagcaattc atggttgcca ggtagaaact tatggacctt atctccaaga ttatatgagg
  3605281 cagtgattct tttcgaagta atcttaccac ttgctcccat acgtgtcaac aaaatttaac
  3605341 atttttctac attaaatatc gaacgtttac aaaaaaccac acaaaagtat tcgtattcta
  3605401 aagaatcacc ttaaatgtaa gccctttctt tatcgctgaa tatagtatat aacaaaacca
  3605461 gcatataaaa aagcctaatt gtaaaaacaa ttaggctttt tttatgaact tttttcttgt
  3605521 acatcattaa tgagcacttc tcgtggttta ctaccttcgt acggtcctac tacaccattc
  3605581 atttccattg catcaattaa tcgggcagca cgggtataac caactctaaa cctacgttgc
  3605641 aacatagaaa cagaggctgt ttgcatttcc actacgagct gaactgcttc atcatataat
  3605701 tcatcttcta cttcctgctt cgtatcagga acatcttgcg gaatcatatc ttcttgatat
  3605761 tgcgcttttt gctgaccaat aacatattct acaactctct caacttcatc atctgataaa
  3605821 aacgcacctt gtacacgtac aggcttcgat gcaccaattg gtataaatag catatcccca
  3605881 cgacctagca gtttctctgc accaccgccg tcaagaattg tacgagaatc tgtttgagat
  3605941 gatacagcga atgcaatacg tgacggaata ttcgctttaa taactcctgt aattacatca
  3606001 actgatggac gttgcgttgc aataattaaa tgaataccgg cagcacgagc catttgcgct
  3606061 agacgcataa tcgcatcctc tacatccgac gaagcaacca tcattaaatc tgctaactcg
  3606121 tccacaatta cgacaatata aggtaattcc ggttgtttcg cttccgattg attattatgc
  3606181 tcttttatat aatcattata tccttcaata tttcgcgtgc cactatgagc aaataactca
  3606241 taacgacgct ccatttcact tacaactttt ttcaacgctt gtgatgcttt tttcggatca
  3606301 gttacaactg gtgttaacaa atgaggcaca ccgttatata catttaactc taccattttc
  3606361 ggatcaatca tcattaattt tacttcatgc ggctttgcac gcattaaaat actaacaata
  3606421 ataccgttaa tacatacact cttcccgcta cctgtagcac ctgccactag taaatggggc
  3606481 attttattta agcgtgctaa tacagcttca cctgtaatat ctcgtccaag accaatcagc
  3606541 aacttctctt ctgggtgatt attagcctta gaatcaagaa cttctctaag cgttaccata
  3606601 gaaacttctg agttcggaac ttcaatccct acagctgatt tcccgggaat tggagcttca
  3606661 atacgaatgt cctttgcagc taaagcaagc gctagatcgt cacttaaacc gacgattttg
  3606721 cttaccttta ctcccatatc aggatatact tcatattttg taactgcagg acctctatgt
  3606781 acttttgtta ctttcgcttt cactccaaag ctttggaaag tgcgttctaa tttacgagca
  3606841 ttctcataaa tttccgcatt ttcatttgta acttgcttat tctttggaaa cttcaatata
  3606901 tcaagtgcag gaagcttata atctttattt tctacatttg aaaattgcat aggaggtgct
  3606961 tgtgtttcac cctctagtga ttcaacgatt ttttctccac gctttttctt cggctcttca
  3607021 actggtggag cctcttcaat aaacggtgaa gtgattaact cttcttgctc tacttcaatt
  3607081 cgtttatctt cttgttcatt tactggataa ttctcagtga aatttgaaat aatcggaggg
  3607141 tcaattgaaa tttcttccat cggctcaata atttcctctt gttctgtagc acgtttgctc
  3607201 cttgtgcttc ttgttgtctt tttcttttct gtttgttcag ccgttctttt ggctctccaa
  3607261 tctttatagt ccccttgcat cacttgaaat tgacttctaa gaattctacc aactggagct
  3607321 aacacttctc caatatgctt atttgttata caaagtatac cgagaataac taaaataata
  3607381 ccaataatat aagctcctac ttcgtcaaat aagaagtaac atgtcgcaaa cataagcgca
  3607441 ccaaacatgc caccacctaa atgaacgcta tctgggcctt ttttcatttc aagaaagaaa
  3607501 ttatctttcg tactcacaat aacagaagta ttttgcactg ctccatcttt cgtaagaagg
  3607561 ttaaataatg taatatgact aaacattaat atcgccaata ctattaaata aaaaccgatt
  3607621 aaccgtttat ttaaaaggtt cggccatcca cgttttataa cgaatgaaac tgataaagct
  3607681 attacaccta acacaccaat tatgtaccac tcaccaaaga agaagcgaaa aaataacaca
  3607741 aacgatttcc ctacaacgcc tagctgtaaa atcgtaatga ttgaaagtgc aaaaagagtt
  3607801 aaaccgacga tttcataata caaagttggc tttatcgtac gtcttgcctt tgccttcgtc
  3607861 cctctttgct tttgttttgc catttcttca cctcgtgttc tacatataag taaaacttcc
  3607921 taaaaaactc tgcttatatg tttgttttct ctattttttc aggtctttat atcttctatt
  3607981 tttacacttc ctgtaaaatg ttaaataaac agaagaaagc agccctctca tggctgctca
  3608041 accgtcttgt tttttatatt ataccatagc ttctaaacaa aatccttctt tttgctaaaa
  3608101 ggttattttc tgtcccggct caaattctaa gtagtgaaac ggatcggtac ttaacacacg
  3608161 tacaatagaa taactcccat gttcttcttc tgaaaccatt aattcaacac catttatatt
  3608221 tacgactttt tgactttcac attgcgaata atcggctgga tacacgagtt gctctggcat
  3608281 aattgtatat aaaatcattg taacattgtc ccttctgcat gatcatccgc gcgattatct
  3608341 attaattcgt ttaattttcg aatcgcattt ccgataccac cgacatcatc tataagacca
  3608401 tacttcactg catctccacc aattacattc gtaccaatat ctcgcgttaa attccctttc
  3608461 gcaaacataa gctctttaaa acgatcttcc gttacttttg aatgcttcgt cacaaatcga
  3608521 atgactcttt cttgcatttt atctaaatac tcaaatgttt gcggcacacc tataacaaga
  3608581 cctgttagac gaatcggatg aattgtcatc gtcgcagttt ccgcaataaa tgaatagtct
  3608641 gtagaaacgg caatcggtac accgatagaa tgccctccac ctaaaactaa agatactgtc
  3608701 ggttttgaaa gtgaagcgac catctcagaa attgctagcc cagcttcaac gtcacctcca
  3608761 actgtattta acactataag caagccttca attttcggat tttgttcaat cgcaacaatt
  3608821 tgaggaataa tatgctcata tttcgttgtt ttattttgcg gtggcaactg aacatgacct
  3608881 tccacctgtc caacaattgt taaacaatga atacgtgatt cattcatttg tggtacattc
  3608941 gtttgtccaa gctgttgaat tttttccact attgaagctt cttttccagt ttctttcggt
  3609001 tcagcctctt tctcttcatt tgtataacga tcacgttctg tcatatcgca tcccctttca
  3609061 ctcgtatatc actattattt cttaagttat aaatttcatt cgatagagtt taaaaagaaa
  3609121 aaagatcacc cgtaaaggtg atcttttttt atacttccat aataatcggt aaaatcatag
  3609181 gttttctctt tgtctcttcg tacaagaact gtcctaataa ttcacgaata ttttgtttta
  3609241 acatagacca ttcaattgaa tattctttaa ttgattgctc aacaatcata cgtacaatct
  3609301 ctgtagaacg gtcaattaac gcttctgatt cacgaacata tacaaatcca cgcgaaatga
  3609361 tttctggacc agagataatt ttcttttcat ctttaccaag tgttacaaca actactaata
  3609421 tcccatcttg agataacatt tttctatctc gaagaacgat attaccaacg tcacctacac
  3609481 ctaatccatc aattaataca ttgcccgctt gcactttacc aactaaattt gcttcatcgt
  3609541 caccaaaacc aattacatcg cctttttcta cgataaagat attttctctt gcaataccta
  3609601 catcttcagc taagtatgca tgtgcttttt gcatacgaaa ctcaccatgt acgggtacaa
  3609661 aatatttcgg tttcattaag tttaacatta gttttaattc ttcttggcta ccatgacctg
  3609721 aaacgtgaac ttttctttca ccataataaa caacttcagc tccagctcta aataacaaat
  3609781 caataatttt cgatacagat atttcattac ccggaattgg agaagccgca ataataaccg
  3609841 tatcaccttt acgaattgaa atttgtttat gagcttgctt cgccattcta gaaagggctg
  3609901 ccatcggttc gccttggcta cctgtcgtta aaatagctac ctttttctct gggaaattgt
  3609961 ctacttcttg tagtgaaata accatacctt ctggaacatc taaataacca aggcgtcttg
  3610021 cgatatctac tactttcacc atactacgtc ctacaaccgc gacttttcgt cctgtttcag
  3610081 cagctgcatc aaatacttgt tgaatacgat gtacattcga tgcaaatgaa gcaacgataa
  3610141 tacgtccttc tgcgccgtag aatactttag aaatttctac accaacttct ttttcagaac
  3610201 ctgtatagcc tggacgctca gcatttgtac tatcagataa taggcatagt acaccttcat
  3610261 ttccgatttg agccattttc ccaagatctg ctccactatt tccaattgga gtttgatcga
  3610321 atttaaagtc tcccgtatat acgatcgcac cttttgatgt atggaaacaa acaccaacag
  3610381 aatctggaat actatgtgtc gttccaaaga atgacaccgt tgtagtatta aactctactg
  3610441 ttgaatttga atcgattgtt tttaagtcta cacggcctaa catacctgct tcgccaagtt
  3610501 tttcttgtat aagtcctact gttaatttcg ttgcatacac tggaatagat aatttacgaa
  3610561 gtacgtaaac aataccacca atatgatctt catgaccgtg agtaataaat aaacctttta
  3610621 ctcgctcttg gttttccact aaatatgtaa tatcaggaat aacgatatca attccaaaca
  3610681 tttcatctcc cgggaacatt aaccctgcat ctacaataaa gatttcagaa tcaatttcaa
  3610741 cacagtacat gtttttcccg atttcaccta ctccaccaag agcaaatact ttaacagact
  3610801 cattctcttt tctcttcatg ttgttgcctg gtttaaaaat ctttcaaaca ctgatttcac
  3610861 taaaatcgca gagacaccag gggaaactct acaaccacca tatattcacc gtccaagacg
  3610921 aatgtcctta ccgttatgcg atatcatgtc cttgtttatt ttttaaacca ggtttcacct
  3610981 ctctttcatt atataaatca aatatcttat tcgatatgat atgaaaatgt aatcaaatta
  3611041 taatttttac caattttgct aagcataccc gtactaagct acttagccat attatacctg
  3611101 atacaagaaa tagaacacaa gttaaatcgt gcgaaagaaa aaggaaaaga acggatttcc
  3611161 aacaaacata tcgaacacat gtcctttata tttactccga ctttgtactc catatttttt
  3611221 tgaagaaata gctataaata ctctaaatta atttcataat acggattttc aagacttatt
  3611281 tttctagaat tgaacaaaaa tacttataaa atgaagtttt tttatgaatt acgtcatatt
  3611341 tgaagcaatt actccgaaaa atagagttgg tattttatta cgtttatata agtgttcatt
  3611401 ctataataac tatgactttt taattccttt aaaggattac aattattttc ttttacatgt
  3611461 tgcaatatat aatgaagaac tggttaatga tcttataaaa acacatatag gtaagataag
  3611521 aaaagagagg aaaaaatttt catacaaata aaaaatgacc tagttctaca ctaggtcatt
  3611581 tttattaacg agggatagat tgcataacag attgtaacgt tactctttct tcttctgtta
  3611641 atggaagaag tggtaaacgt acagaaccta catctaatcc aaccatttgt aacgctgttt
  3611701 ttactggagt tgggcttggc gccataaata atgaatccgt tactcttaca agtaattgat
  3611761 gtaatttttg cgccttctta aattctcctg cttggaatgc tgcaatcatt tcttgcattt
  3611821 catttccaat aacatgagat gctacagaaa cgataccttt cgctccaact gccatagctg
  3611881 gtagcgttaa accgtcatca ccgctgtata ctgcaaagtc gtccgctgtt ttttcaatga
  3611941 tttctgtcat tgttaacaca tcgccgcctg catctttaat cgcaacaatg ttttctattt
  3612001 ctgataaacg aacaactgta tcaacggaga tttgtacaat agatcgtcct ggaacattat
  3612061 atagcataac cggaagcggc gtgctttcag caattgcttt aaagtgctga tacattcctt
  3612121 cttgactcgg tttgttataa tacggtgcta ctagcattac tgcatcaaca ccaacctctg
  3612181 ttgccttttt agttaagtca atagaagcat gcgtattatt actacctgtt ccagcgatta
  3612241 cgggcaccct tttatcgaca acagatacga catggcgata taacgctact ttttcttctg
  3612301 aagttaatgt aggagattca cctgtcgttc ctcctaccac gattgctgtt gtaccgttat
  3612361 caattaaata atttaccaat ttcgttgtct ttgcaaaatc gatattaccg tttatatcaa
  3612421 acggtgttac catcgcggtt gcaattgtcc caaaatctat catggtctca ctccttattg
  3612481 ttccagttgc ttttcttttg aaagctcaaa cgcactatgt aatgcattta cagcctccac
  3612541 taaatcagtt tcttttacaa gaacccaaat tgtcgtatga ctatctgctg attgcagaat
  3612601 ttgaatacct ttttcagcta aagctgtaac gattttcgca gtaacccctg ggatgcctgc
  3612661 cattccagct ccaacgatag atactttcgc gcaatgttct gtcacaattg gctcatatcc
  3612721 aagttgtttt agcacttcaa cagcacgagc tgatacatta tcgtttactg tgtaagctac
  3612781 accagtagga gaaatgttaa ttaaatcaac actaatgcct tcgtttgcca tttctttaaa
  3612841 tacatgttgc tgtatatcgt atgccgtttc ttttgcaagc actttaattt gcgttacgtt
  3612901 tgatacgtgg gcaatacctg taaccggacg ttcttctaca tcctgccctt tcgtagcacc
  3612961 atcgtatgct gcaataagcg taccctcact atcagaatac gtagaacgta cacgaagcgg
  3613021 cacttttgca tgcatcgcaa tttcaaccgc acgtggatga acgacttttg caccttggta
  3613081 agccatgtta caaatttcgt tatacgttac agtttgaaga tgacgtgcat cttttacgat
  3613141 acgaggatct gcagtcatca caccttctac atctgtgaag atatcgatat attcagcatg
  3613201 aagcgcaaca cctaacgctg aagctgaagt atcactacct ccgcgtccaa gtgttgtcgt
  3613261 atcacctttt ttcgtttgcc cttggaatcc tgtaacgacg attacatcta cattttctaa
  3613321 ctcttcatgt atacgatcgc aattcatttc aataatctta gcattcgtaa aatcatcatt
  3613381 tgttacaaaa ccagcttgtg caccatttaa cgctgctgct tttataccgt tctcatttaa
  3613441 catattagag aagacgattg ctgagattaa ttctccgcat gataataata aatcttgctc
  3613501 acgattagaa atatgagatt cctcttgatt tacaagactt aacaacgtat ccgttgcata
  3613561 tggttcacct ttacggccca tagcagatac aacagtaact actttataac ccgcatctag
  3613621 cgattttttt atatgatgaa gcgcatgctt acgtccattt tcatcacgta cagatgtacc
  3613681 accaaatttt tgaacaataa ttttcatatt ttgcaccttc tcttagccgc ttacactaat
  3613741 tgtaatttta ctaagcgctc tgcaatttga acagaattcc atgctgcgcc ttttaataag
  3613801 ttatcagata cgacccaaag atggaatcct ttatcgttat ttaaatcttt acgaattctt
  3613861 cccacgaata cttcgttttt acctactgca gtagctggca ttggatatag ctgctcttct
  3613921 ggattatctt gtagaacgat accttccgca tttgcaagta agctctttaa ttcttctact
  3613981 gttacgcctt ctttttctac ttcaatgtaa acagactcag agtgacctga tacaactggt
  3614041 aaacgtacac atgttgccgc tacttctaat tcaggcatat gcataatttt tttcgtttca
  3614101 ttaatcattt tcatttcttc aaacgtaaat ccattatctt ggaacttatc aatctgtgga
  3614161 atcgcgttga aagcaattgg aaaatgtttc ttatcacctg atacaggtaa aacattcgcc
  3614221 ttcacttctt cgccatttaa gattgcttgt gattgttcat gaagttcttc aatcgctgcc
  3614281 gcaccagcac ctgatacagc ttgatatgtg gaaacgatta ctcgttttaa accatattgc
  3614341 tgacgaactg gctcaagagc tactaccatt tgaattgtag aacagtttgg atttgcaata
  3614401 ataccattat gttcttttaa gtcgttttca tttacttcag gtacaacaag tggcacgttt
  3614461 tctgtcatac ggaatgcact tgtattatca acaacaatcg caccgcgctt tgctgcttct
  3614521 ggcgctaatt gttttgatac agatccacct gcactaaata gtgcgatatc tactccttca
  3614581 aaactttcag gagttgcctc ttgaactgta aattcttcgc ctttaaatac aagtttctta
  3614641 cctgcagatc gtttagatga aagtaacgtt aacttcccga ttggaaattc tcgtttctct
  3614701 aaagtattta acatttgttc accaactgcg ccggttgctc caactacagc gacatgaaaa
  3614761 gttttttgct tttccatcac tatgcccctt tctagatacc aatccttcta taacttagaa
  3614821 tcagaaggag tatacaatac cccttctaat cttaataacg ttaattttat catattctac
  3614881 agtaagaatg atggtttcat caaaaattgt ccgttttttt tcgtttttta attcatatat
  3614941 ctgaattttt ctacgacaac cggttgcaat tgcttccctt gtagcgcttc taatactgta
  3615001 tcttccagta actccatgcg agctaccatt gagtttggtt ttttctctgg tgcatcttga
  3615061 ccgaatggga cgaagtagat gttttttgtg gccattaggc gcatgaggtt taccccattt
  3615121 aatcctaaag catcattcgt cgaaacagcc aatacgacag gcttgccatt tcttagcgtc
  3615181 gctttcgctg ccattaatac tggagagtct gtcattgcat ttgcaaattt actcatagaa
  3615241 tttcctgtta gcggtgcaat taccatacaa tctagtggaa ttttaggtcc taatggttct
  3615301 gcgccaacga ttgaattaat cgctttaaaa cctgttactt cttcaatctt tttaatccac
  3615361 tctgtccctt ctccaaatct cgtatttgtt gattgaacag tgtaagaaac aacaggacgt
  3615421 acttctgctc cctcagcgat taatttttct aaatgaggca ttacttcttc gtacgtacaa
  3615481 tgtgaaccag taaaaccaaa ccctattctt ttccctttta aattcattcc ccattctcct
  3615541 ttcttgcgat tacgtcttct gccagtaact gagaaagaac attcgctaaa atttgcccgg
  3615601 ctgtttttgg agcaacaata cctggtaatc caggtgctaa cagcgctttg actcctcttt
  3615661 tttccgcata tctaaagtcg gtaccacctg gtttagaagc caaatcaatt actaacgtat
  3615721 gagccggcat ttttgaaata acatttgccg tcacaacgag atgcggaatt gtattaatga
  3615781 caatatcgat attccctact tctttctcaa tgttctgcat atgaaaagga gaaaacatca
  3615841 tttctgtaat acgtgcaata tgttccgatc gtcttgctcc aaccttgaca tgggctccta
  3615901 atgattgaaa tgctctggca acactcatcc ctgttctacc aaatcctaaa accattacat
  3615961 tagaaccatg aatcgtatag tcggtatgtt gaattaccat cattaatgta ccttctacag
  3616021 ttggaataga attgtagatt gccacatcat cacgatcaaa taatttaata agtttgcggt
  3616081 ttgtagtaga tacgagattt tccaagtaag gcgtaccaat acctgaatat atagtaaaat
  3616141 gctctggtgt attttcaatt tgttctttcg ttatagaaac tttttcgttt gaaaaaatag
  3616201 tatctacttc tcccttagca tttgtacctg caactggcaa aataattgca tctaaagaag
  3616261 tgaaatctaa attttgtata ctttcttttg ctgcccctgt gaagccatga tctaactgat
  3616321 caaaccctat caatgaaagt ttcgcatcca attcaacgag cttgcgaatt acttctagct
  3616381 gtcttgcatc tcctcctatg acagcaatat gcatctcagt caacattccc taattcacct
  3616441 tctttttctg tcatttataa gaaaagtgcc tactttttct ttttcctcca catcatatgt
  3616501 aatgtacgag ttttaggtga ttgaaaaaca aaaagcacgt atgatttatc ccactcgttg
  3616561 tatgcaggaa gatccccacc tcaaaattcc gcatgtgaga ggacatgata cgggcaattg
  3616621 attgctgggt aaagctcaat tcatttgagt ttttactcag aaaagaatga acaaaaaaag
  3616681 atgaccaaaa tggccatctt ttacttcaaa tttgaacgat ccataatatc acaaaggatc
  3616741 atatcatgcc cgactttctt tatttgattc cacgctactc ttatttcttg tggttccttt
  3616801 ttaaaccctc cccatttccc agcaggtata ataagagtct gtattcggcc atccttctca
  3616861 tcaatctcta aatccacata acctaaaact cccatttttt ctgctctttc taaatttaca
  3616921 atctctttac cacttaattc acttaatcgc atatactctc cccctaccaa aattattcat
  3616981 ttaagttatc cataattagt acctattcta tatatccaca aaaaataacc gtatctcgtt
  3617041 taaaagagat acggttattt ttaaatcata tatagcaatt atagttttat tccttttgga
  3617101 agttttccat ctggactaat taatgctgca gagaattcat ctgtaaacat gttacgaatt
  3617161 aattcatcta cattttcttt tgttacagtg tttacacttt caataatctc atcaagtgaa
  3617221 cgatgcttac gaagtagcaa ttcattttta ccattacggc tcatacggct attcgtactt
  3617281 tctaaactta acattaagtt tccttttaat tgctctttac tattaataag ctctttttct
  3617341 gtaatacctg tatttttcaa tgtttctaat gtttcttgca ttgtttcata cagtgtatct
  3617401 aattgttggc tacctgttcc accatacagc gttaacatac ctgtatcttc ataagaagaa
  3617461 tggtaagaaa acactgagta agctaacccg cgttgctcac gtacttcttg gaataaacgg
  3617521 ctactcatac taccgcctaa aacgttattt aatacaatta agttataaat atcttcgtgt
  3617581 cccatttgta agcctttata tcctaaacat aaatgagctt gttctgtttc ctttttacgt
  3617641 gctaccttat taaagtggaa aattgggcta tgtacttgtt cacggtttgt cgttccttca
  3617701 taactaccga aatattgctc taccgtttgt aaaaaggctt catcaatatt tcctgcaatt
  3617761 gatacaacta cattttcagg tgtgtaatga tctttaatat attggcgtag cgtatcacct
  3617821 gtaaacgtat taagcgtttc ttctgttcct aaaataggat atccaagcgg atgcgtttca
  3617881 tatgttgctt tcgttaacat atcatgcaca atatcatctg gagcatcttc gtacatttta
  3617941 atttcttcac atacgacatt cttctctttt ttcaattctt cttcatcaaa tgttgaatta
  3618001 aagaacatat ctgctaatac atctaaagca tatttagcat gctcatctaa cacttttgca
  3618061 tagtaacaag tgtattcttt tgaagtaaaa gcattcactt gtccaccaat gctatcaaat
  3618121 gattctgcaa tttcgcgtgc actacgagtt tccgttccct taaagaacat atgctctaaa
  3618181 aagtgagaaa ttccgttgtt tttttcattt tcatttcttg atcctgcatg gatccaaata
  3618241 ccaatcgcaa ctgatcttac agttggtata ttctccataa ctattcttac accattttta
  3618301 caagtatatt ttttaatcaa aaactttcct cctactgcca gtttctctaa ataaatgcta
  3618361 ttatttaatg ataacaagtt taaggatgaa tgtcatgcaa atgtatttaa tccacacgtt
  3618421 tttcatccag taattctgtt atattcccta ctttatatcc ttgttccttc aattttgtaa
  3618481 tcattgtgtc taaagcttct gttgttgacg aagtagggtg cattaatacg atagcacctg
  3618541 gatgtatttt tctcattact ctctgcaata gtacatctgg ctcaggtcgc ttccaatcaa
  3618601 ttgtatcaac agtccacata atcgttccca tttgaaaatc atctgcaatt ttcacgactt
  3618661 catctcgaaa acttccactc ggcggtgcaa accatcttac cttttgattc gtagctgctt
  3618721 caatcattcg atttgttttt tgcaactgat ctcgtatttc atcagacgat agcgttttca
  3618781 tattcggatg tgtgtaagaa tgatttccga cttcttgatt tgcatcgaca atcatttttg
  3618841 caaatcgtaa attttctttc acccaacgtc cttctaaaaa gaaagttgcc ttcacatcat
  3618901 gttttttcaa tatctctaat atacgaggca gatattcatt tccccatgcc acatttattg
  3618961 ttaatcccac catcttttta tttggatgcc ctctataaat tggcgctggt gataaatctt
  3619021 ctaagtggac actcggcgat acttccttga attcaagatg tttttgatca aatttcttta
  3619081 acttcttcat attgttatag gatgcttcca tatcaacttg tcttccatta tatcctggtg
  3619141 ttgctttcca tatcttatca atcatcgcat tttgtggtgc aatctcatat tgttttgcat
  3619201 gcttttgaat ttcttcatat aagttatcct gtgcaaaaac ggaataagag cctacactga
  3619261 catataaaaa gaatatacat atgtatgcca atatacgagc tttcatataa accctcccat
  3619321 taactatata aaaaccattt ttcttcttat ctttgttaat ttgagcgtta taatgaaaac
  3619381 tatacctata ctgacataaa aatatatgta aatcatattt ttacataaca aaaaaagcca
  3619441 gttaaactgg cttttgctta ttgctgctct tgtttgtttt cttctttagc agcttctttt
  3619501 tcttgctctt cttttagcaa tacttttcta gatagattca cgcgaccttg cttgtcaatc
  3619561 tcgataactt taactgtaat tacatcaccg attttcacaa cgtcttctac tttacctaca
  3619621 cgctcaagtg caagttcaga aatgtgcact aatccatctt taccgctgaa taattcaacg
  3619681 aaagcaccga atttctcaac acgtttcact tttccttcgt agatttcacc tacttgtact
  3619741 tcgcgaacga tatcttcaat aattttctta gctttgtcgt tcatttcttg atttattgaa
  3619801 gaaatgaata ctgtaccatc ttgctcgatg tcaattttaa cgccagtttc ttcaataatt
  3619861 ttattgattt gtttaccgct tggtccgata acgtcacgga ttttatctgg gttaattgtc
  3619921 attgtaataa tctttggagc gtacgctgat aattcagtgc gtggctctgc aataacagat
  3619981 aacatatgat ttagaatgtg cacacgacca actttcgctt gttgtaatgc ctcttctaaa
  3620041 atttcacgag atagaccatc gattttaatg tccatttgta atgcagttac accatgtgct
  3620101 gtacctgcta ctttaaagtc catatcacct aaatgatctt ccataccttg aatatcagat
  3620161 aaaattgtgt aatgctcacc agttttaact agccccattg caatacctgc aactggagct
  3620221 ttaagtggaa caccagcatc catcatcgct aaagtactac cacaaatact tgcttgtgac
  3620281 gtagaaccat ttgattctaa tacttcagac acaagacgta ctgtgtatgg gaagtctttt
  3620341 tcagatggaa ttacaggttc aagagcacgt tctcctagtg caccgtgacc gatttcacga
  3620401 cgacctggtc cacgcatcgg tcttgtttca ccaacactaa atgatgggaa attgtaatgg
  3620461 tgcataaagc gttttgattc ttctacacca agaccgtcta aaatttgcac atcgcctaat
  3620521 gcacctaatg tacaaatact taatgcttgt gtttgtccac gagtgaacaa accagaaccg
  3620581 tgtgtacgag ataaaatgcc aacctctgat gctaatggac ggatttcgtc acctttacgg
  3620641 ccatctgggc ggattttttc aactgtaata agacgacgta cttcttcttt tacaatttta
  3620701 tataaaatct catttacttg tcctaaagta tcagcgtcag cttcctgcgc ttcgtaatgc
  3620761 tcaattacac gctttttcac ttcgttaatc gcatcttcac gtgcatgttt ctcatgtact
  3620821 tgaattgcag aatgcatatc cttctcagcc atttcacgta cagcttggtt aagatcagcg
  3620881 tcaacttcat aaagttttac ttctgatttc tctttaccta cagcttgtac aatctcttct
  3620941 tggaatgcaa ttagacgttt aatttcgtca tgaccaaaca taattgcttc taacattgtt
  3621001 tcctcaggca cttgatctgc tcctgcttca accatgttaa ttgcatcttt cgtaccagct
  3621061 acaacaaggt gaatatcact ttgttcttgc tgttctactg ttgggttgat aacgaattcg
  3621121 ccgttaatac gaccaactgt tgcacccgca attggacctt caaatggaat atctgaaatc
  3621181 gataacgcta atgaagaacc aagcatagct gccatttcag aagaacaatc ttgatcaaca
  3621241 ctcattacga tgttgacaac ttgtacttcg ttacggaaac catcagcgaa aagcggacga
  3621301 attggacggt cgattaaacg acttgccaaa attgcttttt cacttggacg accttcacgt
  3621361 ttaatgaaac cgccaggaat ttttccgact gcatataaac gctcttcata gtttactgta
  3621421 agtgggaaga aatctacatt ttttgcttct tttgatgcag ttgctgtaga tagaaccgct
  3621481 gtatcgccat atcttactaa tactgctccg ttcgcttgct ttgcaagctg acctgtttca
  3621541 actgttagct ggcgaccagc taaatctatc gagaagactt gcttttcttg actcatttaa
  3621601 gtacccctct caatttaaag tattcaattc ttctatgtaa atggatagta tatcgcaata
  3621661 ttctacctct agtattaccg aaaatgaagt aagctataaa gagtagaaga tatattttta
  3621721 cctaacaaaa aagcgggaat attcccgctt ctttgactat cgacgtaagc caagctttgt
  3621781 gattaattca cggtaacgtg tgatatcgct attacgaagg taagttagta agttacgacg
  3621841 tttaccaacc atctttaata gaccacgacg tgaatgatga tctttcttgt gagtacgtaa
  3621901 gtgctcgttt agagtgttaa tttgctccgt taggacagca atttgaacct ctggagaacc
  3621961 agtatcagtc tcatgagttc taaattgtgc aatgatttca tttttacgct cttgtgttaa
  3622021 agccatccta tttcacctcc cattaattaa acccccgatt acctagcaag cgtcggtgag
  3622081 tcgcaatgcc aagcaatggt tgtcataaag tacataacat agaatactac ttttcatttg
  3622141 aaaaagcaag tatattcttt tcgttcgcaa aatattcttg tgctgttttc ttatcttttg
  3622201 cgatttgttc aactaactca tcaatgccat tgaatttctt ctcttctctt atacgcatat
  3622261 gccactctac cgtaacattt tgatcatata tgtcgttgtt aaattcaaat aaatgcactt
  3622321 caatagatag ttgacgctca tcttctttaa aagttggttt atatccaata ttacatacac
  3622381 cgtcgtacca ttcaccgtga acttgtaatc tcactgcata aacacctaca ggtggtaata
  3622441 gatactcatc acttaaacct acattagctg ttgggaaacc aatttgacgt ccacgtttat
  3622501 caccgtgtac aaccgttcct cctaccgtat atgctctacc taaaatagat ggaatttgct
  3622561 ccatttcgcc atttcgaatt aactttcgta atgctgtaga acttactttc tcttcttgaa
  3622621 attcaacttt ttcaatcaca gtctgtgtaa actcccctct tgcatgaaat ggtaaagtct
  3622681 ccatctttcc ttttcctaaa cgtccatatg aataatcaaa ccctgctact acatgcttta
  3622741 catttaaacc aataatataa tcatctacaa attgctgcgg caataagcct gcaaatgatt
  3622801 catcaaattt aacaacatat aatatatcga ttcctaaact ctcgactatt ttttctttat
  3622861 cacacattgg tgtaatatac tcggcatgcg cttctttttt acctaaaaca acagatggat
  3622921 gcggataaaa tgtcatcact gcacttttat atcccttttc atccgctatt tgtttcgcag
  3622981 ttcgaatcac acattgatgt cctaaatgaa tgccatcaaa aaatcctaat gccattacag
  3623041 taggtggtaa ttctaattta ttttgttcat gtggatgagt taaatgaata agtttcacgc
  3623101 ttgaattcac ctttttctgt aataatcctt ccaataattc attatagctt tagttcttga
  3623161 ttattcacaa gtactttcat cggctttagc ataccagggt gctttggatg gtgctcataa
  3623221 attgcaaggc aacgatcgtt tttatcaaac actgttataa atggcgccgt tatttgcaat
  3623281 tcatttttta agaacatacc attctttatt ttttctgctt gcttttcatc tacaaccatt
  3623341 tttgggaatt tacttaatgc ttcatcaatt gaaatgaaga tagactctac tgttccattt
  3623401 tgcacgtttt cctcaatttc ttcaaatgat atgcaatcct ctaataaaaa ttcaccagaa
  3623461 gccgttctta caaggtgaga catatgtgat ggaaaaccaa gtttttcacc aatcattacc
  3623521 gctaatgttc ttacatatgt tcctttacta cacgttacac ggaaacggaa tgaaatattt
  3623581 tctccttcaa acacttcacg gtcatctagt aatacaaatt catgaattgt aattgtacga
  3623641 actggacgtt caacctcttg tcctgctctt gcatattcat ataatttttt tccgttaact
  3623701 tttacagccg aaaacatcgg aggcatttgc tcaatcgtac ctgttaatgt cgcaagagcc
  3623761 tcttccactt ctttacgagt aataacacga tctacatatt tcgtttccac aacttcacca
  3623821 gaagcatctt cagttgttgt tgaaaaccct aatgtcactt caccttcata tgttttcgtc
  3623881 tcactcgtta aaaattgcgc aatctttgtt gctcgcccaa cacaaatcgg caatactcct
  3623941 gttacatctg gatctaatgt tcctgtatga ccaattcgtt tttcacgcaa tatctttctt
  3624001 aatttaaata cacaatcatg tgatgtcatg ccttttggct tatgtaataa tactacacct
  3624061 tccatatatg ctcacctcat cgtaattctt tcataatact tattcaaaac ttattttaca
  3624121 ttgaaaaaat ggatagacaa atgtctatcc attattcttc acgtttacct tctttattaa
  3624181 tttcatgtaa aagtgtatca attcgatgac catatccaat agattcatca aattcaaagg
  3624241 aaatttcagg cgttttacga agacgaatac gttggccaat ttctgaacga atgaagcctt
  3624301 ttgccttcgc taaacctttt agtgtatttt ctttctgttc ttcatcacct aaaacagaaa
  3624361 tatacactgt agcaatttgt aaatctctac tcacttgtac atctgttaca gtaacaaatc
  3624421 cgacacgtgg atctttaatt ttacgactga tgatgtcgcc taattctttt ttcatttgct
  3624481 cgcctacacg gtttgcacgt aatttcataa ctcttcacct cattcaatac cattccaatt
  3624541 gtgttatcgt acgttctatt tcaggaaatg aatcgatgta ctcaagtaca cgattcattt
  3624601 ctttttcaca aataacacga ttagaggata cagaaacaat tgcaatttcc gtacgttgcc
  3624661 atacatcttg atgccctact tctgaaacag ctacgttata acgctgtttc acacgagtta
  3624721 gcacccgttg caaaattgct cgtttctctt ttaaagaatg cacatcgtaa atcatacact
  3624781 cgaatgagag tgaagcgatt atcatcgctt cacttcttcc ataatgtatg cttcaataat
  3624841 gtccccttct ttaagatcat tatatctctc aattgtaata ccacactcat agttttgtgc
  3624901 aacttctttt acgtcgtctt tgaaacgttt taacgtatca agttgtcctt cgaaaattac
  3624961 tacgccatca cggataatac gcacgccact atcacgtgta attttaccgt ctgttacgta
  3625021 acaacctgcg attgttccaa cttttgttac tttaaacgtt tgacgtactt ctgcttgacc
  3625081 gattactttt tcttcgaatt ctggatctaa cataccttgc atcgctgctt cgatctcttc
  3625141 gattacttta taaataatac ggtgtaaacg aatatcaacg ttctctaatt cagctgtacg
  3625201 cttcgcattc acatctgggc gtacgttaaa tccaattaca attgcattag atgcagaagc
  3625261 taaaatgata tcagattctg taatcgcacc tacgcctgta tggataattt taactttaac
  3625321 accttcaaca tcaattttac gaagtgatgc tgccattgct tctacagaac cttgtacgtc
  3625381 tgctttcaca attaagttaa tttcttttac atcgccctct tggatttgtt ggaataaatc
  3625441 ttcaaggctt aatttagatt tttcaccacg ttgagcaagt aacgcttctt gcgcacgtga
  3625501 ttcaccgatt tgacgagctt tcttctcatc agcgaatgcc atgaaacgat ctcccgcttg
  3625561 tggtacttcg tttaaacctg taatttcaac aggagttgat ggaccagcaa cttttacacg
  3625621 gcgaccaata tcacttacca ttgcacgaac acgtccgaat gaagtaccaa caacgattgg
  3625681 gtctccaact cgaagcgtac cgttttgaac aagtaatgtc gcgatagttc ctttaccttt
  3625741 atcaagctgt gcttcaatta cagtaccagt tgcatagcgg tttggatttg ctttatattc
  3625801 ttctacttca cttataagaa gaatcatttc tagtaagttg tcaattcctt cgccttgaat
  3625861 tgcagaaatt ggtacgaaaa ttgtgtctcc gccccatgct tctggaacta attcatattc
  3625921 tgttaattct tgcattacgc gatcaggatt tgctgctggt ttatccattt tattcacagc
  3625981 aacaataatt ggtactcctg ctgctttcgc atggttaatc gcttcaactg tttgtggcat
  3626041 tacgccgtca tcagctgcaa caacaatgat tgtaatatcc gttacttgtg caccacgagc
  3626101 acgcatagtt gtaaacgccg cgtgaccagg tgtgtctaag aatgtaatct tcttgtcatt
  3626161 taattcaact tggtatgcac cgatatgctg agtaattcca cctgcttcgc cagcagttac
  3626221 tttagagtta cggatagagt caagtaatgt tgttttacca tggtcaacgt gtcccatgat
  3626281 tgtaactaca gctggacgct cttttaagtt ctcttcatca tcttgctcat cgatgaatgt
  3626341 ttcaaactca gtctcgctaa caattacttc ttcttctact tcaataccgt agtcgttagc
  3626401 aattaactca attgtatctt tatctaagtc ttggttaatt gttgccataa ttccaagcat
  3626461 gaagagcttt ttaataattt cagatggctc tttgcttaat ttcttagcaa ggtcacctac
  3626521 tgtaaggctt ccagagaaag taattttatc tggtgtttct acagtttgtg tttgttgtct
  3626581 tccagcaaag ttctcttgac gcttgtcttc gtttcctttg ccttttttct ttttcttatt
  3626641 gctgttcttt ttactacgaa caactttttc ttctacttca aactcatctg caacagaagg
  3626701 tttttcagct tgatactcat tatctaattt gtttactact tcatcgtcta acattgtcat
  3626761 atgattcgaa acctcgatat tcatttcttt tagttttgtc ataagatctt tacttgagat
  3626821 attatgtttt ttcgcatatt catgcactcg aattttactc ataccttcac ccccggtaat
  3626881 ttgtatcgag catgctacgc agctttttcg caaagccttc atctaacaca gctacaacga
  3626941 ctcgctcatc tctcccaatc gcatgcccta attgttgtcg attttcgacc tttctcattg
  3627001 gtacgttgta gtacgtcgtt ttatccgtga tacgcttcgt agtatttact gacgcatcct
  3627061 cagagagcaa cacaagtttt gccttgccac ttcgtacttc ctttaaaacg agttcttcac
  3627121 ccgaaataat ttttcgagcc cggtttgcta gtcctaaaaa cgatttccaa tcggacactt
  3627181 atttcgactc cttctcaaca agctcaagaa gctcttcata aagagaactg tcgattttcg
  3627241 cttttagatg atgttccaaa acatttttct tttgagcttg aagaatgctt tctttatctt
  3627301 ttgataaata agcacctcgt cctgatttct ttccagttaa atcaatagac acttctccct
  3627361 ctttggaacg aacaatgcga acgagctctc gttttgattt catttcttgc gttgcaacac
  3627421 attttcgtaa cggaactttt cgattgctca tactcatcac ctctattcga tttcgtcttc
  3627481 aactgaatcg aatccgaatg cgactacgct atcttcttct gttacaatac caagttgttt
  3627541 cgcatcagac tcactcttaa tatcaatttt ccaacctgtt aatttagctg caagacgtgc
  3627601 attttgtcca cgtttaccga tagctaatga cagttggtgg tctggaacaa caacagttgt
  3627661 tgctttttct tcttcatcta caagtacttt cacaacttgt gatgggctta aagcattggc
  3627721 aacatattct actggatcat ttgaccagcg aacgatgtca atcttttcac cttttagttc
  3627781 gtctacaatg cgttgtacac gttgtccttt cggtcctaca caagaaccta ctggatcaac
  3627841 atcaatgttc tctgcatgta cagagatttt agaccgatct cctgcttcac gtgctacaga
  3627901 acgaatttca accgttccat catagatttc aggaacttcc atttcgaata aacgttttaa
  3627961 aagaccagga tgtgtacgtg atacgtaaat ttgtggtcct tttgttgttt tttctacttt
  3628021 cgtaatgaat acgcgaatac gatcatgtgg tttgtattgt tcgtttggca tttgctcact
  3628081 tacaggtaat aaagcttcta ctttccctaa gcttacatag atgaaacgag catcttgacg
  3628141 ttgtacgata ccaaccatga tatcttcttc acggtcacta aactcagagt aaataacacc
  3628201 acgctcagct tcacgcactc gttgtgttac aacttgtttt gcagtttgtg ctgcaatacg
  3628261 accgaaatct tttggtgtta cttcaatttc tagtacgtca ccatcttgat agtttggatt
  3628321 aatttgtctt gcttcttcaa cagaaatttc aagacgtgga tcaaacacat tatcaacaac
  3628381 gtctttacgt gctaaaacct ggattgttcc cacttgtggg ttaaagctca cacgaacgtt
  3628441 ttgtgcttgg ttaaaattgc gtttataagc agagattaac gctgcttcaa tcgcatcaat
  3628501 aataatatct ttgctaattc ctttttctga ctctaatacg agcaaggcat ctaacaactc
  3628561 agtgctcatg aagatccccc ttctaactaa aacgtaacag caagtcgcgc atttgcaact
  3628621 ttgtccattg gaatttggat ttctttttta cgtgttttaa ttgttaataa tagtgtaatt
  3628681 gtagtaccat cgtaggaaag catttttcct tcaaacatct tttcaccatc aatcggctca
  3628741 tatgttttaa ttgccacttg ttttcctacc gcttgctgga agtctttctc tttctttaat
  3628801 ggacgttctg ctccaggaga tgacacatcc aaaaagtaaa gatgaggaat tggatcctct
  3628861 ttatctaaag cttcgcttaa acgttcactc accgcaccgc attcttcaat gtcgactccc
  3628921 ttttcagaat cgatgaatac gcgtaagaac cagtcttgtc cttctttcac atactctaca
  3628981 tctacaagtt caagatttaa ctcttcaacg attggctgcg caaatgcttc tacaacttct
  3629041 gtgactttct tatccataaa cagcctcctt cctgccgcca tgtaccattc ataagaaaag
  3629101 accccgtcca tagaacggtc tatcttattc tttctcgtta gctaacaaaa gcccctgccg
  3629161 ttaagcaggg aatatctgtc ttagtattac caaatttaag aagtaaaact tgtaacaaaa
  3629221 tatgtatata cgacagaaat ttcttacctc tccacatcaa taaaatgtag atagtaacac
  3629281 gaaagagtgg gtttccccac tcttcttttc acacaatata catgacatgg ttatctcggt
  3629341 taatagtata ccataccaaa tgttgatttg caaagacttt tcctacctat cagaacagcg
  3629401 ataactggtt ttgatccggc aaatcaccta aacaaccttg actatctaaa tactcaataa
  3629461 ttgttttcga aaccttacta cgctgctgca agtcttcttt tgataagaat tctccatttt
  3629521 tacgtgcttc cacaatactt aaagctgcgt ttgtaccaag accaggcacc gcattaaatg
  3629581 gagggattaa tgagtctcca tcaataataa agtctgttgc atgtgagcga tataaatcca
  3629641 ccttttggaa tgagtatcca cgctcacaca tttcaagtgt catttctagt accgtcaata
  3629701 aactcttctc tttcggtgct gcatctaaac ctttttgcgc aatttcatca attcttgcac
  3629761 gtatagatgc tgaacctttt gccatcgctt ctacgtcaaa gtcatctgca cgaaccgtaa
  3629821 agtatgccgc atagaataaa agcgcgaaat gcactttaaa gtatgcgata cgcacggcca
  3629881 taagtacgta agcagccgca tgggctttcg ggaacatgta cttaatcttc ttacatgaat
  3629941 caatatacca acctggtaca ttattacttt tcatgtcctc ttcccattct tctggtacac
  3630001 ctttaccttt acgtactgac tccatgattt tgaaggctaa tgatgggtct aaaccttgat
  3630061 agattaaata taccatgatg tcatcacgac aaccgataac ttcactcagc gtacatgtac
  3630121 cgttataaat taactcgttt gcattaccaa gccatacgtc cgtaccatgt gataatccag
  3630181 aaatttggac taactctgag aatgtcgtcg gtttcgtctc ttctaacatc tgtcttacga
  3630241 atttcgtacc aaactctggt ataccaagtg tacctgtttt acagttaatt tgttcttccg
  3630301 ttacgcctaa cgattctggc cctgagaaaa ttttcattac ttctggatca tccgttggaa
  3630361 ttgtttttgg atcaatacca cttaaatctt gtaacatacg aataactgtc ggatcatcgt
  3630421 gtcctagtat atcaagcttc aataaattat catgaataga gtggaagtca aagtgtgtcg
  3630481 ttctccactc agcacctatt gaatctgctg gatactgtat tggtgagaaa tcaaaaatgt
  3630541 ccatataatc tggcacaacg ataataccac ctggatgctg tcctgttgta cgttttacac
  3630601 cggtacatcc tgctactaag cggtcaattt ctgcatttcg aatcgttaag ttatgatcat
  3630661 ttgcataacc ctttacatat ccataagcag ttttttccgc aactgtacca atcgttcctg
  3630721 cacgatatac ataatcttca ccgaatagta ctttcgtata gttatgggca cgtggttggt
  3630781 attccccgga gaaattcaaa tcgatatcgg gtaccttatc tcctttaaac ccaaggaacg
  3630841 tttcgaacgg aatgtcatgt ccatctttta catatggaat attacaagtt ggacattctt
  3630901 tatccggtaa gtcaaaacca gaacctacag aaccatcatt aaagaattct gattgcttac
  3630961 acttcggaca tacatagtgt ggtggtaatg ggtttacttc tgtaatttcc atcatcgttg
  3631021 caacgaatga tgaacctacc gatccacgcg aacctactag atatccgtct actaacgatt
  3631081 ttttcacaag cttatgtgaa attaaataaa ttacggcgaa tccatgcccg atgatacttt
  3631141 ttaattcttt ttctaaacgc gcttctacaa tttcaggtaa ctcttcacca taaatgctac
  3631201 gcgccatttt ataactcata tcacgcgttt catcatctgc accttcaatt ttcggtgtgt
  3631261 atagatcatc ttttactgga tgaacatcgc caattaatga tgcaatcttt tgtgtattcg
  3631321 ttacgacaat ttctttcgct acatcttcac ctaagaatga gaaacactct aacatttcat
  3631381 cggttgtacg gaaatgtaca ggtggtaatg aatgccggtt taacggattg gctccgccct
  3631441 gcgaactaac taaaattttg cgatacattg catcttctgg atctaagtaa tgcacgtttc
  3631501 cggtagcgac aactggttta tctaacgtct cacctagttt tactaagttt gaaataattg
  3631561 tttttaattg tccctcatcc cgaacaagtt cacgctctac taaatgacgt aacacttctg
  3631621 gtggcattac ttcaatgtaa tcgtagaact gcgcaatttc ttctacctct tcaggagctt
  3631681 tttgcatcat tgcctcaaac acttcacctt tatcacaagc cgttcctact aaaatacctt
  3631741 cacgatattt ttttaatagt gatcttggta ctcgcggtac acggtaaaag taatttagat
  3631801 gagaatatga aacaagttta tataaatttt tcaatccaac atccgatgta gcaagtaatg
  3631861 tcatatgact tggacgcccg cgcttatatg catccccttg tcccatacta tcgtttaatt
  3631921 gatcgtgata ttcaaaacct ttttcaatta catcttttaa cattttcact agtaagtatc
  3631981 ccgttgcttc tgtatcataa atcgcacggt gatgctgagt taattcaatg tccatctttt
  3632041 tacataacgt atttaaacga tgatttttca tttctgggaa taagaatctt gcaagctcta
  3632101 acgtatctat taccggattt ttcgtttttt ctaaaccagc ttttttgaat cctacattaa
  3632161 taaagcccat atcgaagctt gcgttatgag caacaagtgt atggtcaccc atccattcct
  3632221 caaacttttt aaacacttca tctacttctg gtgcgtcggt taacatatca tctgtaatac
  3632281 ctgttaactc aatgattgtt gccgataatg gttgatgtgg atttgcaaaa gattcaaagc
  3632341 ggtcaataat ttcgccacct tttactttta cagcagctaa ctcaataact gtatcataca
  3632401 cagctgataa acctgtcgtc tcaacgtcga aaacaacata tgtttcatca gccagtaaac
  3632461 gatgttcttc attataagca attggtactc cgtcattcac taagtttgct tccacaccat
  3632521 atataacttt aactccagcc tttttccccg cagaatatgc ttccgggaac gactgagcca
  3632581 cagcatggtc tgtaaccgca atagcctcat gtccccattt accagcttga gcaacaagct
  3632641 tagaaactgg agtaacagca tccatttgac tcattggagt atgaagatga agctctactc
  3632701 ttttttcacc ttctggtgct ttatctttac gagacggtcc tgttatttca ttaatatcat
  3632761 ttgcaatcat tactaaatct cgaacaaatg tatcattttg gacagaacca cgagccttca
  3632821 cccacattcc tttttttaag gattgtagca ttggaatatc ttctttatca cgtgagaaca
  3632881 ttttgatcat aatagaatct gtataatccg ttatttttaa agttaataac gtacgtccac
  3632941 tacgaagttc ttttgtttcc acatggaaga catatccttg aactgttttt cttctttctt
  3633001 catcttgaat ttctcgcatc ggtgtaatct cttcatccgg cttaataaga tacccaagtg
  3633061 taatcggtcc ttcatgcaca acgctgcttt cttcagcttg cttctttgcc atttcttcca
  3633121 tagcttgtat aacacgctcg cggtcttctt gttgcgtttg ctcacgaaac ttttgcattt
  3633181 cttctgtatt ttgctgtata tgtgtgtcta actgaaaacg cgggaatccg aaagcctcgt
  3633241 attgatcccc tactggtttt gcaacgtttt tctttaaagc agtagattcc agctcattat
  3633301 tcacatttat aagtaacttc actccattca cctgcggaag ctgcttcttt aaataagcaa
  3633361 acataggtga aaatgtaatt cgttccgtac aaagtggcca atacgccctc acttcttctt
  3633421 cagtaaattg tttattctct gtttctaatg caaatgttgt tcttgcaata tgagaaaatg
  3633481 attgcttaag ctttgtttct agcaattcat ataattctgt aggcaaaata cgtggcactt
  3633541 gtaaattaaa atgccaactt ttattcgctt tatcgataac gagtctttca ataccaccgc
  3633601 cttgtaaata ttgatttata aggtcgtctg gtatttgcaa ctgctggagc aaaatttgaa
  3633661 atcgctcttt ttgttcattt gttaaagaca taagcactct ccttccattt gctattataa
  3633721 attgaaacgt gctacaaaga aagatttctc ccttcttctt ttacaaaata cgtttacaaa
  3633781 gaaagagaag gtacctcatt acgaggtacc tcttcctatt ttaaaatatt agcaatatat
  3633841 gtttgaagtt cttctacttt tacttcttca gactcacctg tagcacgtac tttcacttct
  3633901 acaatacctt cgtctgcttt tttaccaact gtcacgcgaa ctggaaggcc gaataaatca
  3633961 gcatcagcaa atttaacacc tgcacgttct gcacgatcat ctagtaatac ttcataacct
  3634021 tgctcttgta atgagttgta gatgttttca cccatttcac gttgtgcatc agatttcata
  3634081 ttcactggaa ttacatgcac atggaacggt gctacagctt ttggccaaac taaaccgttc
  3634141 tcatcattaa actgctctgc aattgctgcc actgtacgag acacaccaat gccgtaacaa
  3634201 cccataataa gtggttgtgt ttttccgttt tcatctagga atgttgcgtt cattgcttca
  3634261 ctataacgag ttcctaattt gaatacatga ccaacttcaa ttccgcgtgc gaaaagaatt
  3634321 gtcccgtttc cgtctggaga ttggtctcct tcttgaatga agcgtaaatc cgtatattga
  3634381 cttactttaa agtcacgttc tggatttaca tttacataat ggaatccttc ttcgttcgct
  3634441 cctgaacatc cgttgacaat tgatgctaca gcgtgatcag cgataatttc gatatcacca
  3634501 tttacaccaa tcggtcctaa tgaaccaact tcacaattta ataattcttt tacttcttca
  3634561 tgagaggcaa gctcaacaac tgaagcaccg tatacatttt tcacttttac atcgtttact
  3634621 tcatgatcac cacgaacaag taccactact aatttctcat ctactttaaa taccatagac
  3634681 ttaatgcact tgtcagcttc gatgtttaag aatgcagata cttcttcaat tgctttttgg
  3634741 tctggtgttg ctactttttc aagctctttt tctgcttcgt cactcttcgt atacgtagct
  3634801 acaacaggag ccatttcgat gttcgctgcg taatcagatg tatcagagta tgcaattgta
  3634861 tcttcaccaa catcagataa taccataaat tcatgtgtat cttttccacc cattgctcca
  3634921 gaatcagcaa taaccgcacg gaaattcaag ccacaacgag caaagatgtt agagtatgct
  3634981 ttgtataagc gatcgtacac ttcatctaag ctctcttgcg tagcatggaa agagtatgca
  3635041 tctttcatta gaaactctct tccacgtaat aaaccgaaac gaggtctttg ttcatcacgg
  3635101 aattttgttt gaatttgata taatgttaac ggtaattttt tatacgattt cacttcatca
  3635161 cgtacaagat ctgtaattac ttcttcatgt gtcgctccta atgcaaattc acgagcgtta
  3635221 cgatctttca tacgcattaa ttcagatccg taagaatacc aacgacctga ctcttgccat
  3635281 aattctgcag cttgcatcgc tggcattaat aattctacgg cacctgcgcg ctccatctct
  3635341 tctcgaacga tacgttctac tttgtgtagt acttttaatc caaatggtag aaaactataa
  3635401 ataccagaag cattttgacg cataaaacct gcacgaagta ataactgatg actcttaatc
  3635461 tccgcatcag ctggaacttc acgtaatgta ggactgaata ccatactttg tttcatttat
  3635521 tcgcacctct tcattttact cttacacgca ggaaaacccc tcacctcgag ttaggtgagg
  3635581 gattttattc tacgagctct atttcattat aagtttcact ttattttaca agaaaaactt
  3635641 acgaatgtca ttccaagtta caactaacat aagtaacatt aataatgcaa aaccaataaa
  3635701 gtgaaccatt ccttctttct ggcgatcaat tggtttccca cgcaatgcct caattaagaa
  3635761 gaagaacaaa cgtccaccgt ctaaagcagg aactggtagt aaattaaata aaccaaggtt
  3635821 aatacttaaa acggctgcta aacttaaaac acgcgtaaat ccataatcta caacttgatc
  3635881 tgttagatta taaattccta ctggacctga caactcatta atagagaatt gaccagttac
  3635941 taatttcaca aaagactcaa aaattagttt cgtccattgg tatgtttgtt caaaacctga
  3636001 tttaatagaa cccatcactg ttttctctac aggagagtaa acaccaattc taccaacttc
  3636061 ttctttacct tctttatcaa gcgttggcgt tactttcaca ttaaactgtt cactatcacg
  3636121 ctttacttgt aacgtaattt ctttatttgg attttcacgt acaatggtaa caacatcttt
  3636181 ccatgtactt gtgtttttcc catcaatagc ttgaattgta tcattttctt ttaatccagc
  3636241 ttgctctgct gcactattct ccatcacttt tccgaccatt ggtttgtcaa caggaacacc
  3636301 ttgtacaaat ccaagaatca caaaaataac aaatgctaaa atgaagttca ttgcagggcc
  3636361 cgcaaagatt gttaacgcac gttgtcctaa tttcttagag ccaaactgcc tattatacgg
  3636421 agcaatttga atttcttcac cggcagtaat aatacgagcc ttctcgttca ctcggaatgt
  3636481 ttgaagctct tcctcgtact cttcataacc cgaaattgtt aaattatgct ctaaatcagc
  3636541 ttgttcgact tcgataacgc gaacattggg atacttttca tatccatcaa aaactaattt
  3636601 tgcaacttcg tcttttgcat ttaatacaag gccaaccttt ttcccaggct ttaactcaac
  3636661 tgtgtctgca tcctcgccag ccattcttac atagccacca aggggcagta atcgaatcgt
  3636721 atacaccgtt tcattctttt caaatgagaa tattttcgga ccaaaaccaa tcgcaaactc
  3636781 gcggcataaa atacctgctc tttttgcgaa atatagatgc cctagctcat ggaaaaatac
  3636841 gagtgcaccg aaaattaata taaaggcaat cgctgtattc aattccatac cacctttgct
  3636901 aaatttgttc catcacaaac cgtcttgtgg ctgcatcaat ttccagaatt tcctctaagc
  3636961 tcggacgtgc aatgacattg tgatggttca ttgctttttc aatgaggtct tccactgtta
  3637021 agaaaccaat tctcttttgt aaaaaagctt caacagctac ttcattcgct gcattcatta
  3637081 cagctggcat acttccacct gcttttccag cttcatacgc aaaacgtagg caacggaaac
  3637141 gttcttggtt catcttctca aaatgcaacg ttcctatttc ccataagttt aactgctttg
  3637201 tgtctgaaag aggtaatcga tcaggatatg taagcgcgta ttgaattggt actcgcatat
  3637261 caggtgagcc aagctgtgcc atcacactac gatcttcaaa ttcaaccata gaatgaataa
  3637321 tactttcttt atgtaaaaca acatcgattt gctcataagg gataccaaaa agccaatgtg
  3637381 cttcaattac ttctagcccc ttattcatca ttgtagcaga atcaattgta attttcgaac
  3637441 ccattgacca gtttggatgt cgaagcgcat cttctacggt cacatgatgc aattcatctc
  3637501 tcgttttatc acggaaactt ccaccagaag ccgttataat tagtcgagaa attctttttt
  3637561 cattttcacc attcaagcat tgaaaaatag ctgaatgttc actgtctact ggaagtaacg
  3637621 aaacattatg ttttcgcgct gcttccatta caagatgccc tgcagttact aacgtttctt
  3637681 tgtttgcaat tccaattgtt tttttcgcct caattgcacg aagtgttggt aacaacccta
  3637741 cgctacctac aacagcgttt actacaatct ccgcatctgg atgtaatgct acttctaaaa
  3637801 gcccttcact accatataca atttttgtat taccagaaac agcttgtaat tttaaaacat
  3637861 cttcctctct ttgcacagag acaatttgtg gagaaaattc ttgaatgacc tttactgcgt
  3637921 agtcaatatt tttccctaca gaaaaagcaa cgagacggaa ttggtctggg tgcgagcgta
  3637981 atacatctaa agtttgtgta ccaattgatc cgcttgcacc taataaacta atgtttttca
  3638041 tgattccaac ccctcgttca ttcattaatt atattgtaat aagaagtaga gaattggtaa
  3638101 aacgaataac caactatctg ttcgatctaa tataccacca tgcccaggta aaattgtacc
  3638161 tgaatctttt acgccataat gacgcttaaa agcagattgt actaaatcgc caatttgtcc
  3638221 aaaaatagaa atgataattg tcagcgcaat taaaatcaat acattcgatt caactgggaa
  3638281 gaacatgttg taaacaagtg ccacaataat tccacaaacg ataccaccta atgaaccttc
  3638341 aatcgttttg tttggactaa tttctggcca taattttctt tttcctaatg cttttcctac
  3638401 gaaatatgcg cctgaatcag tagcccatat aacaaataat gcacaaaata cgtatttaat
  3638461 tcctaatatc ctcgtttcat tcagatataa gaatcccatt gcaacatatg ttgttgccat
  3638521 tagtaaaaat gaagcattgt caaaagtaaa tgtattctta gaaaggactg tatatgataa
  3638581 aagtaataaa acaatcacaa atgtgatttc taatttacct aatccaatcc aagtaaacag
  3638641 ttccgatgca ctacttggaa ttaaaataat ccataataat aatgcagcta aaactgttgg
  3638701 tactgaaata agcgtaagct tattcatacg aattaattca tataaaccta tagaagcaag
  3638761 tgcatacact aaaaccgtaa aaggcacgcc accgtaaatt acgatgggaa tgaatagcgc
  3638821 ggcagcaacc actccagtaa taattctctg tttcactacc aaaccctctc tttctacacg
  3638881 cctccgaatc tgcgccctct atgttgaaag tctgtaatcg catttagcaa atgttcctcg
  3638941 gtaaaatctg gccaatacac atctgtaaac caaaattccg aatatgcaat ttgccataac
  3639001 atgaaattac taatacgtag ctctccgctc gtacggatta acaactctgg gtcaggtaaa
  3639061 gaactcgtca ttaagtagga agaaagcatt tcttcactta catcttcaac acgaactttt
  3639121 ccttcctcac tatctttcat catatgttgc acagcagaaa cgatttcatc tcgacttcca
  3639181 tagtttaacg cgaaattaag aattaatccc gtattctctt tcgtttcttc catggccttc
  3639241 tccatcgctc tgcgtgtatg cgtaggaaga cgatcttgtt gccctattac tcggacttgt
  3639301 acgttttctt caatcaattc tggtaaaaat gtacctaaaa attcttctgg aagctgcatt
  3639361 aaataatcaa cttccttttt cggtcttttc cagttctcag tcgaaaaagc atagagagtt
  3639421 aacactttca cattaagttt acttgcaaat tttgtaattt tctttacaac ttgcatacct
  3639481 tcatgatgtc ccgcaatacg aggcattgct ctcctcttcg cccatcttcc attaccatcc
  3639541 ataatgatcg caatatgttc tgggatatat ccttttttta cttcttcaac gagatgatca
  3639601 aacgatgtgt cctttttacc tttaaaaaaa ggaaagtttt taaacatcat tcataccctc
  3639661 cagcaagcag acgtatgcct aaaagtgtaa aaagaccccc ttaagaagag ggtcatattt
  3639721 gcgaaggtat cgctattaca cttccatgat ttctttttct ttgttttttg cgatttcgtc
  3639781 aacttttgca atatatttat ctgtttcttt ttggatatct tcagtatatc ctcttaaatc
  3639841 atcttctgta atctcgccag ctttttcaag ctttttaaga tcgtcgttac cgtcacgacg
  3639901 tacgttacga acagcaactt ttgcttcttc agcatatttt ttcacaactt ttacaagatc
  3639961 acgacgacgc tcttctgtta atgcagggaa tgcaatacga attacagttc cgtcattaga
  3640021 agggtttaag cctaaatctg cttttaaaat tgctttttcg atatcaccga tagaagtttt
  3640081 atcataaggt tgaattacaa gtaaacgtgc ttctggaact gtaatgttcg ctaattgcac
  3640141 aactggtgtt ggtgcaccat agtaatcaac ttgtacttta tctaatacag acgcgcttgc
  3640201 acggccagca cgaactgttg ctaattcacg agaataagca gcaactgctt tttccatttt
  3640261 ttcatttgaa aactttaata cttgttgtcc catatttatt tcccccttac aactgttccg
  3640321 atattttcac ctaaaacggc acgtttaata ttaccttttt ccataactga gaatacaatt
  3640381 aatggaatat cattatccat acatagagaa gaagctgtag aatccattac acctaaacct
  3640441 tcttttaata catctaagta agtaagcgtt tcgtatttcg tagctgttgg gtcaatagat
  3640501 ggatccgcat tatatacgcc atctacattg tttttcgcca ttaaaattac gtctgcttca
  3640561 atttctgctg cacgtaatgc tgctgttgta tctgtagaga agtatggatt acctgtacct
  3640621 gctgcaaaga taacaacacg tttcttctct aagtgacgaa ctgctttacg acgaatgtaa
  3640681 ggctctgcca cttgacgcat ctcaattgaa gtttgtacgc gagtttgaat tccgatattc
  3640741 tccaagctat cttgaagagc taatgaattc ataactgtcg ctaacatgcc catgtaatct
  3640801 gctcctgcac gatccatgcc catctcactt ccaattttcc cacgccaaat gttaccgcca
  3640861 ccaacaacaa cagcaacctc tacatcaagt tctgcaattt ctttcacttg ttccgcaact
  3640921 gatttaataa cagctgggtt aattccaaat ccttgctcgc cagctaaagc ttctccactc
  3640981 agctttaaaa cgacacgatt atatttcggt ttactcataa tgaacctcca attgcttaca
  3641041 tctttatttt aaaaaaggga acacaatgtg ttccctaatc tgtattagtt actacctttt
  3641101 acttggttca ttacttcttc agcaaagttg tcttcgcgtt tttcgatacc ttcaccaaca
  3641161 gcgtagcgaa cgaatccttt taatgttccg cctttagact caacgaactg acgaactttc
  3641221 atatcagggt ttttaacgaa tgcttggtca agtaagcaaa tttcttcgaa gaatttgcca
  3641281 agacggcctt caaccatttt tgcaacgatt ttttcaggct tgccttcgtt taatgcttgt
  3641341 tgtgttaata cttgacgctc atgctcaact tcttcagctg ttacagcatc gcggtcgatg
  3641401 tatttagggt taactgcagc gatgtgcatt gcaacatctt tagcagccgc ttcatcagta
  3641461 gatccttcaa gaactgttaa tacaccaatg cgtccaccca tgtgtaggta agcgccgaat
  3641521 gcatctgcat cagtttttga tacgatttcg aaacgacgaa gtgtaagttt ttcaccaatt
  3641581 ttagcgattg cttcgttgat gtgctcttct acttttttgc cgttttccat tgtttgagcc
  3641641 atagcttctt caacgttagc tggtttgtta gctaataagt gagcagctaa ttctttaatt
  3641701 aatgtttgga aaccttcgtt tttcgcaacg aaatcagttt cagagtttaa ttctaagatt
  3641761 aaaccgtcgt taccgtttgt ttcgatgaaa gttaaacctt cagcagcgat gcggtctgct
  3641821 tttttagcag ctttcgcgat acctttttca cgtaagaagt caattgcctt ctccatgtcg
  3641881 ccgttagttt ctgttaaagc ttttttgcag tccatcatac ctgcgccagt tttttcacgt
  3641941 aattctttta ccatttgtgc agtgattgcc atacttttca tcctcctaaa atatgtattt
  3642001 atacctttta taaaggtgtt tataccttaa aaaaggtgat aaaaggccga accccttatc
  3642061 acctttccaa ctttgttacg cagtaacagt ttcttcacct tgttttgctt caaggatcgc
  3642121 gtctgccatt ttagatgtaa gaagttttac agcacgaatt gcatcatcgt ttgctgggat
  3642181 aacgtgatcg atttcgtctg gatcacagtt tgtatcaacg ataccgatga ttggaatgtg
  3642241 taatttgcgt gcttcagcaa ctgcaatacg ctctttacga gggtctacta cgaataatgc
  3642301 acttggaaga cctttcatat ctttaatacc gcctaagaat ttctcaagac gctctaactc
  3642361 ttttttaagt tgaacaactt ctttcttagg tagtacttcg aaagtaccat cttcttgcat
  3642421 tctttcgatg tctttaagac gcttgatacg cttttggatt gtttggaagt tagttaaagt
  3642481 tccacctaac caacgttggt taacgaagta cataccagca cgagttgctt cttctttaat
  3642541 agcttcttgt gcttgttttt tagtacctac gaataagatg tctccgcctt cagcagcgat
  3642601 gtcacgcata actttgaaag cttcctcaac ttttttcaca gttttttgta agtcgatgat
  3642661 gtagataccg ttacgctctg tgaaaatgta acgcttcatt tttgggttcc aacgacgagt
  3642721 ttgatgtccg aaatgaacac cagcttcaag caattgcttc atagaaatta ctgacataat
  3642781 atagttcctc ctaaatggtt tttgatatcc tccgtttact tcatctctaa gcgaaactac
  3642841 aaacgtagca ccaacactta aatcagcaaa cgtgtgtact ttgtactgac accactgctt
  3642901 actatatcat actgaaatat tacaatcaag tcgaaaatgc gaacaatgta aaactttctt
  3642961 tgttcatact cgaattctag tattaccaac ctgcatttct tttaagcaaa aagtgaaatg
  3643021 caattcatag ttttttacaa aaatgggatt atgacgctat ttgctaacaa catcaatctg
  3643081 ttatacacaa aaaactcccc tcaaagaatg aggagagttt tataaattag tttgttttta
  3643141 atttagcaag ttcatgtaag aatttgtcgt ttaatacttt aatgtatgtt cctttcatac
  3643201 ctaaagaacg cgactcaatt acaccagcac tttctaattt acgaagtgca tttacgatta
  3643261 ccgaacgagt gattcctacg cggtcagcaa ttttacttgc aacaagtaaa ccttctgttc
  3643321 cgtttaattc ttcgaagatg tgctcgattg cttctaattc actgtaagat aatgagctga
  3643381 tcgccatttg aacaacagct ttgctacgtg cttcttcttc gatttcttct gctttttcac
  3643441 gtaaaatttc catacctaca acagttgagc tgtactcagc aagaattaaa tcatcatcta
  3643501 agaactcttg accaagacga gctaaaacta atgtacctag acgctcaccg ccaccaacga
  3643561 tcggtacgat tgtagttaaa ccttgaccaa ataattcttt attttctact gggaatgctg
  3643621 tgtaagcact gtttacatct aagtttgaag atgtttctgt aatgttgaat aagctttgtg
  3643681 tatactcttc tgggaattga cgttctgcaa gcatttgttt catacgctca ttctcgattt
  3643741 gttggtgaat tgcataacct agtaatttac cacgacgact tactacgaat acgttcgctt
  3643801 cgattacttc acacattgtg tcagacattt ctctaaagtt tacaggcttt cctgctgcgc
  3643861 tctgtaataa cgcatttaat tttcttgttt ttgctaataa ttccatttca aaagttcctc
  3643921 ctacatgtta ctcacatatt ttttcatcac ttggaaacta gggcgagtca cctgatgaca
  3643981 ctattacaaa ataaactggc tcacatcttt atttttagca atcgttgcta atttctcctc
  3644041 aacgtattga ggtgttatcg ttattttctc taacgtaatt tcagatgctt caaacgataa
  3644101 atcttcaagg agcttctcca taatcgtatg aagtcttctt gctccaatat tatctgtatc
  3644161 ctgattaact tgataagcaa tctcagcaat cttacgaata gcttcgtctg aaaattcaat
  3644221 ttctatacct tcagtcgcta ataaagccat atattgttta atcaacgcat tgtcaggctc
  3644281 gattaatatt ttaacaaaat catcagttga taattttgtt aattctactc gaatcggaaa
  3644341 tctcccttgt aattccggaa ttaaatctga cggtttagac atatgaaacg ctccagctgc
  3644401 aacgaataaa atataatccg tttttactga tccgtatttt gtcgcaacat ttgacccttc
  3644461 tacaattggt aaaatgtcac gttgcacacc ttcacgtgat acgtctacgc tattcgactg
  3644521 cttaccagca attttgtcaa tttcatcgat aaaaataatc ccgagctgtt cagcacgata
  3644581 aacagcctct tgtgtaactt catccatatc aattaagcgc tgtgcttcct catttgtcaa
  3644641 gacttttctt gcttctttta cagaaagttt acgttttttt gtttttttcg gcataaaact
  3644701 tcctaacgca tcttggaaat tcatccccat ttgttccatg ccagttcctt gcaacatatc
  3644761 gaacatagaa gactgttgtt ccgtcacttc aatcgataca atttcatctt caagaagccc
  3644821 cgcagcaagc tttctttcca catcttgacg tttcttttcg atttcaacat cttcctgtga
  3644881 atctgttgtt tgattcgaat tttgagtgcc accaaatagc atttctaatg ggtttttaaa
  3644941 tccagattgc ttctccggac tcggcactaa aatttcaaca agacgttggt tcgcttgttc
  3645001 ttctgctttg tcttgtactt taactaccat ttcttctttc acgatacgaa cggacgtttc
  3645061 cacaaggtca cgtaccatcg attctacatc tctacccaca tatccaactt ctgtaaattt
  3645121 cgtagcttca accttaataa aaggtgctcc aacgagtttc gccattcgtc gtgctacctc
  3645181 tgttttacca acacctgtcg gtccaatcat taaaatattt ttaggtgcaa tttcatcacg
  3645241 tagattttca gctaatttac ttcggcggta tcgatttctt aaagctacag caaccgcttt
  3645301 cttcgcatct ttttgaccga taatgtattg atctaatttt tccacaattt gacgcggagt
  3645361 aaaatgtaaa tgcatataaa atgcctccct tacgattcta caattcttcc acaattatgt
  3645421 tgtggtttgt ataaacacaa atatcgccag caatttctaa actcgctttc gcaatttgct
  3645481 tcgctgttaa atgttcactt gcatattgtt ttaaagcacg acctgctgaa agcgcataat
  3645541 tcccgccaga tccaattgct aaaataccat catccggttc aatcacttct cccgtacctg
  3645601 aaacaaggag catcgttgtt ttatccatga caatgagcat cgcttctagc tgacgtaaca
  3645661 ttttgtcgcc gcgccattgt tttgccatct caacagcagc acgctgcaag tttccattgt
  3645721 actcttctaa tttcccttca aacatttcaa aaagagtaaa tgcatcagca accgaacctg
  3645781 caaaaccagc taaaactttc ccttggaaaa gtttacgaac tttacgagct gtatgtttca
  3645841 ttacaacagc atttcccatc gtcacctggc catctccagc cattgcacat tctccattat
  3645901 gatgaactgc aaatatcgtt gtagcgtgga aatttcccat agaaaaaact cctttatatg
  3645961 tttttatagc tttaaaagca atttatgccc gtgggtgatg cttcatgtag acagaacgca
  3646021 atctttcttt agagacatgc gtataaattt gtgtcgtaga caaattttca tgaccgagta
  3646081 gctcctgtac agtacgtaaa tctgcccctt catctaacat atgtgtagca aatgtatgcc
  3646141 ttaatatatg gggacttatc cgcattgtca gagaagcttt cttaatgagt tcatttaata
  3646201 catagcgtac ccctcgactt gtcagcggcg tacctttcgc atttaaaaat accatatgag
  3646261 attgttcttc agttttctcg gctaactgtt ttctcccgtt ctctatataa gtaattaaag
  3646321 catcttgtgc atagctcccg aacggaatat atctttgttt ttttcctttt cccattacta
  3646381 aaattgttcc cactgcaaag tcaatatcgg tcagttgtaa attgacacat tcactcacac
  3646441 ggatcccagt cgcatacatc aattctaata aagcttgatt cctttgacct aacggggttt
  3646501 ccgtatcaga aacttcaaac aattcctcta attcttcagc atataaaaac tttgggattg
  3646561 acaattcttt tttggggagt gacgcaagtg caaacggatt atctttccga taaccttcac
  3646621 gcatcaaaaa gcgatataaa cttcgtaagc ttgatacttt tcttgcgaca gatttacggg
  3646681 ctaacttttc atcgtgcaac gtcgttaagt acaaacgaac atccgcgtat gtaatatcta
  3646741 aaaaagagga tataccttct cgctccataa attgcacaaa atgttctaaa tcattttgat
  3646801 aacttgcaat tgtatatttt gaataatttc tttcaatttg taaatatcca acgaataatt
  3646861 gtaacaattt cttcacattc acacaattca cctcaataaa ggctactaaa tcgtatcaca
  3646921 acttagtagc ctttgcaaga aatttaacta aatatttaca aaatttcgaa tcatttctaa
  3646981 agcgcgtgtt gcataggctt cattacgttc tgctttcttc ttaattttct tctctaacgg
  3647041 tgcaaacaga ccgaagttcg cattcattgg ttggaagttt ttcgcgtttg tcgcagtaat
  3647101 ataattcgcc atacttccca ttgcagttac aggtggtaat acaaccggct cttcaccttt
  3647161 tacaagtcga gcagcgttga tacccgctaa caatcctgaa gctgccgatt caacatatcc
  3647221 ctctactcca gtcatttgac cagcgaagaa taaatcatca cgttgtttat attggtatgt
  3647281 tggacgaagc aagttaggtg aattaataaa cgtattacga tgcattacac cataacgtac
  3647341 aatctctgcg ttttccagtc ctggaatcaa ctgtaacact tctttttgtg gtccccattt
  3647401 taaatgcgtt tggaaaccta cgatattata taacgttccc gctgcatcat cttgacgtaa
  3647461 ctgaacaaca gcatatggcg ttttccctgt tttcggatct tctaatccaa caggtttcat
  3647521 cggtccaaat actagtgttt gtcttcctct acttgccata acttctactg gcatacaacc
  3647581 ttcaaagaaa atttcttttt caaattcttt taaaggtact gtttcagcag cgattaaagc
  3647641 ctcgtaaaaa cggtcaaatt cctcttccgt cattgggcag tttaaatatg ccgcttcacc
  3647701 tttatcgtaa cgagatttta aatacacctt attcatatca atgctgtctt tctcaacaat
  3647761 cggtgctgca gcatcataga aataaaagta gtcttcaccc gttaattctt ttaattgtgc
  3647821 agaaagatcc ggtgacgtaa gtggacctgt cgcgataata gtaggacctt ctggaatttc
  3647881 agtgatttct tcattcatca cagttacgtt cggatggttt tttacatatt ccgttacttt
  3647941 cgccgcaaat tcatgacgat ctaccgctaa agcccctcct gctggtacag agcactcatc
  3648001 agctgcacga ataataacag aatccattaa acgcatttct tctttaataa caccaaccgc
  3648061 atttgttaat gtgtttgcgc gaagtgagtt actacatact aattctgcaa atttatctgt
  3648121 gtgatgagct ggcgtttgcc ttaccggtct catttcgtat aatcttactt ggacaccacg
  3648181 ttttgcaatt tggtaagctg cttcacttcc tgcaagacct gcgccaatga cgtttactac
  3648241 ttgtgttgtc atatatttat cacctttcct tttcttcccg aaaaaaatgt gagcagttac
  3648301 gctcacattt gttgttcttc ttcataatca cacgaaatac attgtacttg tacgcctttt
  3648361 ttcaacttct tctctactag cataccttca cacttcggac atttacggcc aatcggctta
  3648421 tcccaagata caaagtcaca ctctggatac gtaccgcatc catagaaaag gcgtttcttt
  3648481 ttattactac gacgttcaat aatttgacct ttatcgcatt tcggacaagt aacaccgatt
  3648541 tctttcacaa tcggttttgt attacgacaa tctgggaaat tcgagcaagc cataaatttc
  3648601 ccgtatttac ccattttaaa gaccattggg tgattacata attcacagtc ttccccagct
  3648661 ggttcatctt taatttctac ttcacgcatt tctttttccg ctttttctaa acgcggttca
  3648721 aaccctacgt agaaatcatc aacaattttt acccaatttg catttccttc ttctacttca
  3648781 tcgaggcttt gctccatgtt agcagtaaat tcaatgttaa taatttctgg gaaaaactct
  3648841 aaaataagtt caattactat ttcaccaagt tcagttggaa cgaagcgttt attatccaaa
  3648901 ccgacatatc cacgtttttg aatcgtttca agtgtcggta cgtaagtcga cggtcttcca
  3648961 attccaagct cttcaagcgt tcttactaga cgagcctcag tatagcgcgg cggaggttgt
  3649021 gtaaagtgct gcttcggttc taaatccttc gaaaatacgg tttcccctac ttctaaaggt
  3649081 ggcaacatct tatccttttc ttcagccccg tcatctttcg actctacata cactttcata
  3649141 aatcctggga actttacaac cgatccactt gcacggaact gaacattgtt attaatgagt
  3649201 ctcgctgtca cagtatccat tatagcagac gccatttgac ttgcaacaaa tcgctcccaa
  3649261 atcaatttat acaatcgaag ttgatcacga cttaagaaac tctttaattc ctctggcttt
  3649321 ctcattaccg aagtaggacg aattgcctca tgcgcatctt gtgcgttcga cttcttcgtt
  3649381 tctttcttct tttctgctcc tatgtattcc gtaccatacg cctcagtaat ataagtacgt
  3649441 gcctctgttt gagctgtttc tgagatacgt gttgaatcag ttctcatata cgtaataaga
  3649501 cctacagttc cttgttttcc aagatcgatc ccttcataca attgctgcgc aagcatcatc
  3649561 gttttctttg ctcgcatgtt taacttacgc gctgcctctt gttgcaagga agatgttgta
  3649621 aatggtaatg caggattacg ttttcgctct tttcgcgtta cattttcaac tgagaacgca
  3649681 ttatctttca gctgttcaat tatttcattc acttgtgttt cattcgttaa ttgaactttt
  3649741 tcaccatcta caccgtaaaa acttgcttca aatgtgtctt tccctttcac aaattctgtt
  3649801 ttaattgtcc agaattcttc aggctcgaaa ctttgaattt ctctttcacg ttcgataatt
  3649861 aaacgaactg ctaccgattg tacgcgccct gcacttaatc ctttttttac tttcttccat
  3649921 aataaaggac taatattgta accaacaaga cgatctagta tacgtcttgc ttgttgtgca
  3649981 tctactaaat ccatgttaat cgcacgagga tgtttgaatg attcttttat tgcatctttt
  3650041 gtaatctcat taaacacaac tcggcaatct gattcaacgt ccacatttaa cgtattggct
  3650101 aaatgccaag caatagcttc tccttcgcgg tctggatcgg ccgcgagata gactttcttt
  3650161 gctttttttg ccgctgattt taagtctttt aagacgggac ctttaccacg aatggtaata
  3650221 tacttcgggg tgaagttgtt ctttacttct atccccattt ggcttttagg taaatcgcga
  3650281 acgtgtccca tagacgcgac aactttgtat tttttcccta aatatttctc aatggtcttc
  3650341 gccttagaag gcgactccac gattacgagg taatctgaca tgctagtgcc tccttaagag
  3650401 gtggattcaa gtcttcatta atcttattga tttctcttgt ttttgtcaat caagaatgaa
  3650461 tataccatac agtgcctatc taccatttgt caataattgt ttaataaaaa cataaaaata
  3650521 taagattaat ttaaaatctc ttctagtata tcttctgcat ttcttactag tttcgctcct
  3650581 tgttgaataa gatgatttgt tcctgatgca ctatctgtaa atataggtcc aggaagtgca
  3650641 aatacctctc tattttgctc tagagcaagg tctgcagtaa taagtgttcc gcttctcgat
  3650701 ttcgcttcta caactaaaac acctttactt ataccactaa taattcgatt cctttttgga
  3650761 aaataccatt ttttggtgca tagtgcggag gatactctgt taataacaat atatattcat
  3650821 tccacgcttc atataaatat cgattctctt ttggatatat atacgataat ccatgtccta
  3650881 gtatcgcaat tgttggacaa taccgtctta ctgtaatttc atgagacatc gtatctatcc
  3650941 ctcttgcaaa tccactgaca ataagccatt ccttttctaa taatggatgt aaaataaatt
  3651001 ttaaactctc atgtccatat aaagttggtt ctctcgttcc aacaaccgct aatttattcg
  3651061 ctttattgag aaaatccttc tctccttttc catataatac gaagggcgga tcttgtattt
  3651121 cacgtaataa ttttggataa tctttatccc atattgtcat ataaaaaatt cgatttttct
  3651181 ttaaataaga tatatattgc gggagatttg aactttgaag aaaatttact aattctgaag
  3651241 attttttcga ggatattcca gtgtaacatt ccatttgttt tgcattaaaa gtgtatattc
  3651301 ccttcaattc tggatcgaca tgtaatagcc tctctatcgc cttccaatgg tctgctaaca
  3651361 aataatgaag atgtaataat cgttctcttt tcatctcaat tctccttacc cataattttt
  3651421 attatgtaaa caggaagttt gtaaaaagac accttcaagc aagaaggtgt ctttcaacag
  3651481 attagtagtt tttacaagtc tcaaatagac ctttttcttt taagacagag attagcgttt
  3651541 ctcccataac tgctggagtt tccgctactt taataccaca agcttccatc gttttaatct
  3651601 tttctgcagc agttccttta ccgccagaaa tgattgcacc agcatggccc atacgtttgc
  3651661 cagcaggcgc tgtttggcca ccaatgaagc ctacaacagg ttttgtcata ttagctttca
  3651721 cccattcagc tgcctcttct tccgctgtac caccgatttc accaatcata attacagcat
  3651781 gtgtttcttc atcttcatta aatgctttta atgcatcaat aaagtctgta ccgttaactg
  3651841 ggtctccgcc gatacctaca gcagtagatt ggccaatacc ttcttgtgtt aactgatgta
  3651901 cagcctcata cgttaatgta ccagagcgag atacgatacc tacatgacct tttttatgaa
  3651961 tgtatcctgg cataataccg attttacatt catcaggcgt aataacacct gggcagtttg
  3652021 gtccaagtaa acgtgtatgt ttaccagcca tatatctctt tacgtttacc atatctaata
  3652081 caggaattcc ttcggtaata catactacta aatcaatttc tgcatcaact gcttccataa
  3652141 ttgcatcagc cgcaaaagcg ggtggaacgt atacaactga agcgtttgcg cctgttgctt
  3652201 tcactgcatc ttctacagta tcaaatactg gtacaccttc aatgtcagtg ccacctttac
  3652261 ctggcgttac accaccgaca attttcgtac cgtattcaat catttgtttt gtgtggaata
  3652321 atccttgaga acctgtaata ccttgaacaa taacttttgt atctttatta actaatacgc
  3652381 tcattttttc tcccccgctt tctattagcc cactagtgaa acaatttttt gtgcaccgtc
  3652441 tgtcatagat tctgctgcaa caatatttaa gccagactca tttaaaattt tcttacctaa
  3652501 ctcaacgttt gtaccttcaa gacgtacaac taaaggcaat tcaagaccta cttgtttcgt
  3652561 tgcttcaata acaccttctg caataacatc acacttcata atgccaccaa aaatgttaac
  3652621 gaagatacct tttacatttt tgtcagaaag gataatttta aatgcttctg taactttttc
  3652681 agctgtcgca ccgccaccaa catctaagaa gttagctgga tcgccatggt aatgtttaat
  3652741 gatatccatc gtagccatcg ctaaacctgc accattaacc atacaaccga tatttccatc
  3652801 taaaggaatg tagtttaagt catatttaga agcttcgatt tcttttgcat cttcttcatc
  3652861 aagatcacga agttctaaaa tgtctttatg gcgatataaa gcgttagaat caaagtttaa
  3652921 tttcgcatct aatgccataa ctttaccgtc acctgttgta acaagtggat taatctctgc
  3652981 gatagaacaa tctttttcga taaacgcacg gtataagccc atcataaact tcacagcttg
  3653041 tcctacaagc tcttttggaa tattgatgtt aaatgcaatc cggcgtgctt ggaagccttg
  3653101 taaacctact gctggatcaa tatattcttt aaagattttt tctggtgttt tttctgctac
  3653161 ttcttcaatt tctgttccgc cttcttcaga cgccattaaa acaacttgag aagttgcacg
  3653221 atctaaaaca agacctacat aatattcttt tttaatatcg caaccttctt cgataagtaa
  3653281 gcgttttact tccttacctt caggacctgt ttgatgtgtc acaagtgtag ttcctaaaat
  3653341 gctctctgca tatgtacgaa cttcatctaa attttttgca acttttactc cgccagcttt
  3653401 gccgcgtcca ccagcgtgaa tttgtgcttt tactacacat acatccgttc ctaattcttt
  3653461 cgctgcttct acagcttctt ctactgtaaa tgcaaccttc ccgttcggaa cgctaacccc
  3653521 ataacttcta aggactgcct taccttggta ctcatggata ttcatggtcc catcctcccc
  3653581 tgttttcctg ttttactcga aaagtttttt aatgtttaaa aaacattaca ttgccattgt
  3653641 ataagatgat tggcacgctg tctacaataa agtgtcagaa aactgaaatc gctttattct
  3653701 tttttgaaaa tagtaatgtt tatatgtgaa aataaaaaat aagctgcgtt ttcgcagctt
  3653761 attttttaat catatcttta attggcgcaa acgatttccg atgttcttct aatactccat
  3653821 gtgcttcaat cgcttctaaa tgttgtttcg taccatatcc catatgttgt tcaaatccat
  3653881 atgctggata cttttctcca agctctttca tcatacgatc tctcgttact ttcgcaataa
  3653941 tggatgcagc tgaaatggaa atacttttcg catcaccttt aatgatggat gtttgcggaa
  3654001 ttggtgcagg aagtttcatc gcatcaatta ataaatattc tggtgtacaa gataaattcg
  3654061 caatagcatc taacatcgct tgtttcgtcg cttgataaat atttatctca tcaataactt
  3654121 gcggtgatac aatcccaact ccaatcgcga ttgcttttgc tttaatttca ccataaaaac
  3654181 gctctcgctt cgcctcactc agctttttcg aatcatttaa ccctggaata taaaaatctt
  3654241 ctggaaggat aacagctgcc gtcacaacag gtccagctag cggtccacgc cctacttcat
  3654301 ctatacctgc gatatatgta aggccttttt cacgtaacgc attttcatac ttagacattt
  3654361 ctagaaattt ttctttttcc ttttgtgcta actctttttg tttataccac ttcgaaatga
  3654421 gtttttgtac cccttttcgt tcatctttta ttaatatttg aaagcgatcg tcctcttcac
  3654481 ttataatttc ttgcagtaaa tgttccgctt cttgaatcgt cactttttgc attcatgcca
  3654541 ctccctttat atacaaaaaa gaaaagacgt acaaacgcac gtcttatact tcttctactt
  3654601 tttctgcatc ttctgtctgc tctgcaaact cttctggtgt ttcaaatgtc atttttccaa
  3654661 gtttgccacc acgaagctca cgaagtacaa gttcagatgt tttatcataa tcaatcattc
  3654721 cgccgcccat taaacagcct ctattttttc caatcgcatc aaataactct acgatatctt
  3654781 ctggaatgtc attcaaatta taacgctctt ttaatcgctc tgggtaatgt ttctccataa
  3654841 aacgtagtgc ataaacagct acatcttgta gatttaaaat agaatcttta attgcaccag
  3654901 tcgtagctag acgcaatcca actaattcgt cttcaaattt aggccatagt atacctggtg
  3654961 tatcaagtaa ttccatttcc ttcccaactt taatccattg ctgagctgtt gtcacaccag
  3655021 gacgatctcc tgttttagca atatttttct tcgctaactt attaatcaac gtagatttac
  3655081 caacattcgg tatacctaca attaatgcac gaatcactct cggtctaata cctttcgcaa
  3655141 ccattttatc aaatttctct ttcactaaca ctttacaagc cgctgcaatt tccttcatac
  3655201 cttgtccagc ttgtgcgtta attgaaattg ccatatggcc tttttcttta aaatatgcga
  3655261 tccattgttt tgttaaacga tcatctgcca tatcggcttt atttaaaaca acaagcctcg
  3655321 gtttatgtgt aataatctca tcgatcatcg gatttcgaga agataaaggt aatcgagcat
  3655381 ctacaagctc aattacaaca tcaattaact ttaatttttc tgttacttgg cgtctagcct
  3655441 ttgccatatg tcccgggaac cattgaatta ccatgttgcc accttctttt tcttttattt
  3655501 cacaatacga gcatctttta atggccaata tagtatattt gcttttccaa tcacttggtc
  3655561 cattgaaatt gtaccaattg aacggctgtc tttactaaaa cgacgattat cgcctaaaac
  3655621 aaataattga ccttctggaa cagttttctt ccctgtcatt tcttcaagag taaaatcata
  3655681 tgtaagcggt ccgtcagcaa tttgtttctt ctgcttgtct aaatacggct cctcataagc
  3655741 ctttccgtta acatatagtt tatcattacg atactctatt tcatcgcctg gtaggccgat
  3655801 aatacgctta atataatctt tatcttccgt tgctcggaat acaataatat caaatcgttt
  3655861 cggatctcct atgtgataac caattttatt aacaatcatt cgatcgcgat catgtaaagt
  3655921 agatgccatc gatactccat ctacgagaat tggtgcaaag aaaaactgtc taataacacc
  3655981 tgctaataca acagctatca aaattgcctt gatccattcc caaagtgaac tcttttcttt
  3656041 cttcatgctt ttcccctcca cgattatgta agctgctcgt attatatcaa aattttatat
  3656101 agattggaaa aagggagctt gtgcatttac aagctcccat acatgtctta tcgaatttct
  3656161 ttaatacgtg cttttttacc gcgaaggtta cgtaagtagt ataacttagc acgacgtact
  3656221 ttaccacggc gaagtacttc gattttcgcg attcttggcg tgtgaactgg gaatgtacgc
  3656281 tctacaccta caccgtaaga aatcttacga actgtgaatg tttcactaat tccgccacca
  3656341 cgacgtttaa ttacaacacc ttcgaaaagc tgaattcttt cacgagttcc ctcaactact
  3656401 tttacgtgta cacgtaaagt gtctccagga cggaatgaag gaaggtcagt ttttaattgg
  3656461 ccttttgtaa tttctgcgat taattgttgc atattaaatt ctctccttta aacagatgct
  3656521 cttataaagt ctaaataaat tacagcggaa catcgttaat acggccactg atttcagtaa
  3656581 cacaagtgtt ataatagcat attgctaggg ctgttgcaat agaaaatata tcaagccctt
  3656641 atttgccttc tttaatctgt tctaaccatt tcttttcttg cttagacaat tctcgttctt
  3656701 ccaataaatc cggtctacgt gtatatgtac gacgtagtga ttctttatgt cgccattcat
  3656761 caatattttt atgatttcct gacattaata catccggcac tttcatacca cgaaaatcag
  3656821 ctggacgtgt atagtgaggg tgctctaata aaccagtact aaacgaatcc tcgacttgtg
  3656881 aagcatgatt tcctagtact cctggtagga gacgtacaac actatcggta ataaccatag
  3656941 aggctaactc tccaccagtt aatacgtagt caccaataga aatctcatcc gttacgaggt
  3657001 gttcacgaat tctttcgtca tatccttcat aatgcccaca tacaaagatt aaatgctctt
  3657061 cctctgcaag ctcttccgct ttcttctgag taaatctttc accctgcgga cacattaaga
  3657121 caactctcgg cttacgctct gtctctttcg ttaaatcttc tacagcatca aaaataggct
  3657181 gaggagttaa taccatccca gcaccaccac catacggata atcatccacg ctattatgct
  3657241 tactcgttgt ataatcgcgg aaattgacaa cacgaagctc taccgcttct ttttcttgtg
  3657301 ctttctttaa aattgaagat ccaaacacac ctgtaaacat atctggaaac aatgttaaaa
  3657361 tgtcaatttt cattatagta gcccttccgt tacatgaatg gttactaatt tattctcaat
  3657421 gttaacttga agcacaacat catcaatata aggaattaac aaatcttgac cttttggacg
  3657481 tttaattacc caaacatcat ttgcaccagg agataaaact tcttttattg tccctaacgc
  3657541 ttctccttct tccgttacaa cattgcaacc aataatttca tgatagtaat attcaccttc
  3657601 agctagttca cctaattgat cttcaggcac ttttaaaaga gaacctttaa actgttctac
  3657661 ttcatttaca ttcccgtatc cttcaaatgt caataaatca aatgttttat gttgacgatg
  3657721 agaagtaatc tttactggga aaggctctcc acctttttca ttcgatatgt ataacgtatt
  3657781 ccctacttta tatcgctctt ctggaaagtc agtacgagaa accacacgaa tttctccttt
  3657841 tacgccatga gtatttacaa tttttcctac gttaaaccat tttgtcataa acagtatgtc
  3657901 acccctggtt tctatataaa ttaagcatcc ccatttctca tatggaacat gcaacttctc
  3657961 tttaaatgtt aaaaaaggga gaggaataac tcctcgccct ttttacgttt attgaatttc
  3658021 cagtgttact ttttcactat tgtgatgtcc cactgaatac aagagcattc gaattgcttt
  3658081 cgcaactttc ccttgctttc caatgacttt tccaacatcc tcaggatgta cagttaatcg
  3658141 atactttatc tctccgttgt aaagttcctg tgtaactttt acatcttcag gatgatcgac
  3658201 aagaggcttg acaatcgtct cgactaactt cttcatagtc attgcctcaa ttacttacct
  3658261 tgtttagata agtggaattt ctccatgata ccttggttag agaataagtt acgaactgta
  3658321 tcagatggtt tagcaccatt tcctaaccat tttaatgctg cttcttcgtt gatcttaact
  3658381 tcagctggtt gagcaaccgg attgtaagta ccgatttcct caatgaaacg tccgtcacga
  3658441 ggagaacgag aatctgcaac aactacacga tagaaaggag tttttttagc tcccatacgt
  3658501 tttaaacgaa ttttaactgc catttataaa gcacctccga atttatttca cacagataat
  3658561 tatattagca aaaagactat tgctttgtaa agtatttttt cttaacagag ccatcttttt
  3658621 tccttacatg aatggaaact tcaatccacc tagtcctttt ttcttacctt tttgcattcc
  3658681 agtcatcgtt ttcatcatct ttttcatatc atcaaattgc ttgattaaac gattgatttc
  3658741 ttgtaccgtt gtaccgctac ctttggcaat gcgttttttg cgactagcat tgattatttc
  3658801 cggttgttct cgctctaatt tagtcataga acgaataatt gcctcaatat gcccaatttg
  3658861 tttttcatca acttgtgcat ttttcagccc tttaatttta tttgcaccag gaagcattcc
  3658921 taacaattca tctagcggtc caagttgacg cacttgtcca agttgttcta ggaaatcgtc
  3658981 aagcgtaaac gaaagcgtac gcattttttg ctcaagttct tttgctttct cttcatcaac
  3659041 tgtagcttgc gctttttcaa ttaatgttaa gacgtctccc atccctaaaa tacgggatgc
  3659101 catacgttct ggatggaacg cttcaagtgc atctagtttt tcacccatac cagcaaattt
  3659161 aattggcgta tttgtaacag ctttaataga taatgcagca ccaccgcgcg tatcaccatc
  3659221 taatttcgtt aatacaaccc ctgttaaacc taactgttca tggaaacttt gtgcaacatt
  3659281 taccgcgtct tgtcctgtca tcgcatcgac aacaaggaaa atttcatccg gtttcgcaac
  3659341 ttctttcact ttcgctaatt catccattag ttcttcatca atatgcaggt gacctgctgt
  3659401 atcaattaaa acataatcat gatgatcttc tttcgctttt gcaatcgctt gtttcgcaat
  3659461 ttcaacagga cttacttgat ctcctaaaga gaatacaggc atgtccaatt gcttccctaa
  3659521 tgtttcaagc tgtttaatcg ctgcaggacg gtaaatatcc gctgcaacaa gcatcggttt
  3659581 acgattatgc tttttacgaa gcaaattcgc cagtttacct gtcgtcgttg ttttacctgc
  3659641 accttgcaga ccaaccatca taataacagt cggtggctta ttagcaatag caattttgct
  3659701 ttgctctccg cccataagtt ctgtaagttc ttcctgtaca actttaatta cttgttgtcc
  3659761 aggtgtcaaa cttttcatta catcttgtcc gacagcacgt tcagacacac gctttacaaa
  3659821 atcttttact actttaaagt taacgtccgc ttctaaaaga gctagacgaa cttctctcat
  3659881 catttctttc acatcggctt cagaaacttt tcctttgccg cggatttttt gcatcgtctg
  3659941 ttgaagtcgg tcggctaatc cttcaaatgc catattgccg ccctcctaat ctaatttttc
  3660001 gatagcttca acaacttgtt tcatttcttc attcacatgc tcttcttcgc tgattagctg
  3660061 ttttagcttt gcaacaagtc gctgtcgctc ttgaaacttt tgaagtaata ctaatttttc
  3660121 ttcatattct tcaagcatcg cttcagtccg tttaatgtta tcatacacgg cttggcgact
  3660181 tacatcaaat tcttccgcaa tttcaccaag agataaatca tctagataat aaagcgacat
  3660241 ataacttctt tgtttttgcg ttaacaacga ttgataaaaa tcaaataaat agttcattct
  3660301 cgttgttttt tcgagcatgt tggatcatcc tttgttaagt gatttccctt tacatgaatt
  3660361 agtttacatg gagtacaaaa gagtgtcaag ttttttctta acatctcata tttttataga
  3660421 aaaagaagcg gaaaataccg cttctttcac ttatacttct tctgtttcta ctaagttcgc
  3660481 aaataaacca tatacatatt gttctggatc gaactgttgc agatcatcca tttgttctcc
  3660541 taatccaacg aatttcaccg gtacatccat ttcgttacga atcgctaata caataccacc
  3660601 tttagcagtt ccatctaact tcgttaaaac aataccagta acattcgttg cttcacggaa
  3660661 tgttttcgct tgacttaaac cgttttgtcc cgttgtagca tcaataacaa gtaatacttc
  3660721 atgaggagct cctggtactt cacgctcaat tacgcgcttt actttctcta actctttcat
  3660781 taagttcact ttattttgta aacgtcctgc tgtatcacat agtaatacgt ctacgttacg
  3660841 tgcttttgca gcttgtaccg catcatacat aaccgctgct ggatcagatc ctgatccttg
  3660901 tttaatcact tctaccccaa cgcgatcgcc ccaaacttct aattgttcaa tcgctccagc
  3660961 acggaatgta tctcctgccg ctaataagac agacttacct tctgatttaa acttatgagc
  3661021 catcttacca attgttgtcg ttttacctac accattaaca ccaacaaata aaacaactgt
  3661081 caagccatcc ttttgcatat taacttcatt agtaaaatcg ctgtcacctt tataaatttc
  3661141 tattaatttt tccgaaataa cagcttgtac ttctcttggg tcttgaatgt tacggcgttg
  3661201 cacttcttct ttcaactgat cgattaattc catcactgtt gaaacgccca catctgcacc
  3661261 gattaagatt tcttctaatt cctcgaagaa atcttcatct actttacggt aacgaaagac
  3661321 taaatcattt actttatccg caaacgaatt tctcgttttt tctaatcctt gtttaaactt
  3661381 ctctgttacc gtatccgttt gttttgaaat tttttctttt agttttttaa aaaagctcat
  3661441 actgtcccat ccttcctatt tgcttgcgac tagttcttct ccatcatcta aacgaaccga
  3661501 gacaagttta gatacccctg actcttgcat tgttacaccg tacaatacgt cagactcttc
  3661561 cattgtacct tttctatgtg taattacaat aaactgtgtc tcatcactaa atttctttaa
  3661621 atactgggca aaacgggcaa cgtttgcctc atcaagagcg gcctcgacct catctaatac
  3661681 acagaatggg actgggcgca cttttaaaat accaaataat agcgcaattg ccgttaaagc
  3661741 acgctctcca cctgaaagta aacctaagtt ttgcagtttc ttccctggcg gttgcgctac
  3661801 aatatcaata cccgtattta ataaatcctc tggattcgtc atgactaaat ccgctctacc
  3661861 gcctccaaac aattcagaga acaccgattg aaactccatt cgaatccctt caaacgtagt
  3661921 agaaaagcgt tttttcattt cttcatccat ttcagtaata agttggtgca atgtcgtttt
  3661981 tgcttcttct agatcatctt tttgctcaag taagaatgta tgacgctccg ctacacgctc
  3662041 atactcatca attgccccta agtttactgt gcctagctct tcgatggata gtttaattag
  3662101 tttcactttt ttacgtgcat cctcagcagg catcatcatt gtatacttca gttttgccgc
  3662161 ttcaaatgaa atcgtatatg tttcacgtaa atgttgtaat ctattttcta actctacatc
  3662221 aagtcggttt atttttactt cttgatcttt caacatctca agaatgtatt tatgtttacc
  3662281 cgttgtttct ttcagattac gctctaactg ttctactctc tcttgtaacg atacacgttg
  3662341 ttctcgacga gagcgaatta actccgaagt ttgattacga tcatacgctt tcttctcaat
  3662401 catattcgta atttgctctt ctccacttga attcgatgtc atttcttgtt ttaagaatgc
  3662461 taaatcctct tttgttttga caagcgttgc atccgtttct tctttttcct tcgtcaatcg
  3662521 ttcaactttt tctttttgat tagataagcg ttgttgcttt tcagccgcca acacttttaa
  3662581 ctcagtcatt tctttttgaa ctttttcttt cgacgtatgt tgctcacttt tttgttgtgt
  3662641 taaagcgaca attttgctat ctaatcccgt aatctccgct tgaagggtcg ctaaaatctt
  3662701 ttctagctct tctttacgcc cttgtatctt cacttgatct tgtaagaatc cttcaatctc
  3662761 taaatcgtaa atagataaac gatcattgat acgatgttct tctaattcta aacgattaat
  3662821 ttcttctctt aatttctgtt catctacacg ctctgcttct acacttttcc ttagttcgcg
  3662881 tatttgcact tctttttctt gaatctcttg ttttactgct ttaacaaagt tttctaactt
  3662941 cgtcgttttt tcttccatat cagttaactt gttcgtccac tcttctagct cacgttgacg
  3663001 tcctaataaa gaagatttcg cctgttttac tgcgccacct gtcatagaac cgccagggtt
  3663061 cactacatca ccttcgattg ttacaatgcg atagcggtat tgcaattgtt tcgccaactc
  3663121 attcgccccg cgtaaatctt ttgcaacaat aacagtacct aataaattgg aaactacatt
  3663181 ttcatattta ttgttatatt gcacaagttc tgctgccaca cctacaaacg atggatgttg
  3663241 atttacaata cgtaattgct caaatgataa cgatctacct ttcataacag cctgcggtaa
  3663301 aaacgttgct cgtccatgtt tattttgttt taaaaacgca attgcattac gagcatgttc
  3663361 ttctttttgt acaacgatat gctgcatcgc tgcacctaga gcaatttcca ttgcaatttc
  3663421 atattctttc ggtaccgtta gcaattctgc aacagccccc tcgatacctt gcaacctatt
  3663481 ttctctagct tttaatactt cacgtacccc ttgatagaaa ccagagtaat cttcttgcat
  3663541 ctcttctagc atttcttttc gagaacgtgc ctgttgtaca aattgatacg cttggtatag
  3663601 ttttgtttca ttttcactat actgcgcctt gcatttccca agtgccgctt ctgtcttttg
  3663661 tatattcgaa aggattccag ctactttttc ttttacttgt tcataacttt ccacaagttt
  3663721 tgtctttttc gctgtaattt ccatacgcat ttctacatat ttcgcatttt cttcatcaag
  3663781 gcgttcattt tttgaatttt gttgtttaga ttgttcttca atcatagata actcattacg
  3663841 atgactagct tgttgattta aaagttcaat ataatcacct tttaaattct caatttgttc
  3663901 ctctaaatta tcagcaaacg ttgcaagcaa ttgctcatta tcatgcaatt tcatctccaa
  3663961 ctcttttaca tgatttacaa attgcatcaa cacttctgta ctcgattcga tttcaccatc
  3664021 ataacttgta gctttctctg ttaattcaac aattaactgt tcaagttgcg cacaatgcgt
  3664081 cgttgcattt tgctttctct cttttaatag ctcacgctgc ccttctaact tttctagctc
  3664141 tttactagaa agtaaaagta cttcttgcag ggaatctacc gactcatcta ccgcttgtaa
  3664201 ttggcctcgt aattcctcta actcttcttc acctttttgt aaatgcgttg acattttagc
  3664261 ttcttcgttt ttattatgcc caaactgatt tcgaagcgct tcccatttct catgcaattc
  3664321 ttcaatttca tgtacaataa gcgctgcttc tactttctct aattcttctt ttttctcaag
  3664381 ataatccttt gcaatagaag cttgtctttc taaaggttct acttgactac ttaattcgtg
  3664441 aattatatct tgtacacgat ttaagttttc ttgtgtgtct gctaatttac tttcagcttt
  3664501 ctttttacga agtttgtatt tcagcactcc cgccgcttct tcaaatacac cacgacgttc
  3664561 ttctgattta ctacttaaaa tctcttcaac tttcccctgg ctaataatcg aaaaagcttc
  3664621 tcttcccata ccagagtcca taaataaatc gataatatct ttcaacctgc atgattgttt
  3664681 attaatataa aaatcactat caccagaacg agatacacga cgcgttacac acacctcatt
  3664741 atattcaatt ggtaaacgtt gatcttcatt atttaaagtt attgttactt cagcaacatt
  3664801 aaccgctctt ctcgtatcac tacctgcaaa aataatatct tccatctttg caccacgtaa
  3664861 tgattttgcc gattgttcac caagtaccca gcgaatggca tccgtaatat tacttttccc
  3664921 gcttccatta ggtcctacta cagacgttac acctgggacg aaatcgacag atacacgttc
  3664981 agcaaaagac ttaaatcctg ctatttctaa tctttttaaa aacacgaaag gccttcctcc
  3665041 tattctccgt tgctataaat gttatttata caaaaacaac ttttatacgg atttcctttc
  3665101 ctttcattta caaacgaaaa gaaagtttca ttctatgcac aaggaatccc cctcattcaa
  3665161 agggggattc cttatagttg ttcttttaac tttttcaacg cttctgcagc agcttgttgt
  3665221 tctgcttctt ttttcgactt gccactacca agtcctaaag ccacgttatt taacgtaaca
  3665281 cgtgacacaa attctcgatt gtgggctggg cctttttctt gcaaaatttg atactcaata
  3665341 ttgccactac catcacgctg aatcaactct tgtaattgac tcttataatc catcacatga
  3665401 gaaaaagcac cttcattaat tttagggtat acaatttctt ttaaaaagcc ccatactgtt
  3665461 tctagccctt gatcaagata aagggcacca ataaacgctt caaagacatc cgctaataaa
  3665521 gctggtcgtt cacgtccacc tgtcatttcc tcacctttgc ctaataaaac aaggctacca
  3665581 aatgacaact cgtttgcaaa acgaacaaga gatggttcac atacaattgc tgcacgtagt
  3665641 tttgttaact ctccttcgct cattgtcgga tatttttgaa acagatactg cgatacagta
  3665701 agttccaata ctgcatctcc aagaaattcg agacgctcat tgtcttcatg tggttttttt
  3665761 cgatgctcat tcacatacga tgaatgcgta aatgcttgaa tcaataattt ttcatctgta
  3665821 aacgtaatac ctatcttttc ttgaaataat ttaaacgctt cacgatattt tgtttcgtat
  3665881 tttttttctc tatatttacg gtacggcata ggtccctcca gatataagcc gagaagcccc
  3665941 gctaaaaaac gggacttcat tcaagcatta tagatgactc tctatgtaag tcacagcatc
  3666001 gccaacagta gcaatctttt cagcatcttc atcagaaatt tccatttcga attcgtcttc
  3666061 taattgcatt acaagttcta ctacatctag ggagtctgct cctaaatctt ccttgaagct
  3666121 cgcagctggt actacttctg tttcttctac tcctaaacga tcaacgataa tttttgttac
  3666181 acgctctaaa acatctgcca ttccattcac ctcccctcaa atattatatt aaatattgtc
  3666241 caaaaaaact agttgaaatc gattctttta ttacattacc ataccgccat caacatttaa
  3666301 cgtttgacct gtaatatatt tgctttgatc agaagcaaaa aacgttacag catttgcgat
  3666361 atcttgcgct tcaccaaact gagctgcagg aattaatttt aacatttcag cttttatatt
  3666421 ttcatctaat acgtctgtca tatccgtcgc aataaatcca ggagcaattg catttacagt
  3666481 aatattgcgg ctcgctaact cttttgctga tgtttttgtt aatccaatta cacctgcttt
  3666541 agcagcaaca tagtttgctt gtcctggatt acccgttact ccaacaacag aggcgatatt
  3666601 aacaatacgc ccatgacgtt gacgcatcat aaaacgagat actgccttcg tacataagaa
  3666661 tacacctttt aagtttgtat taataactgt atcccattct tcttctttca tacgcattaa
  3666721 taaattatct tttgttacac ctgcattatt aacaagaata tcaacttgtc caaatacatc
  3666781 tacagtttgt ttcaccatat ttgtaacgtc ttcagcattt gcaacatctg ctcttactgc
  3666841 aatggcatcc gaacctaatt tctttatttc atcaactact tcatttgcct tttgctcatt
  3666901 accagcataa tttactacca catttgcccc ttgtttcgct aaatcaatcg caatcgcacg
  3666961 accaattcca cgtgaagcgc ccgttactaa tgctactttc ccttttaaca tcagttttct
  3667021 cctctcaaat ttgaaatggt atcttttaat gtctcttcat cgtatatcgc gtatgctttc
  3667081 actgatgaat caattgactt cataagtcca gcaagtactt tcccaggtcc aatttcaata
  3667141 aatgtatcga ccccttgatt caccatatat tcaatggatg ggtaccataa gacaggcgag
  3667201 tagagctgtt cgattagctt ttcttgaata tgcgcaccac ttgtaataac gtctgctgtt
  3667261 acatttgcga ttaccggaat atttgtatct tgaattgtaa tttcatttaa gacactttgg
  3667321 aatttctccg ctgctggctt cataagcgca gagtggaacg gtccacttac tttaagcgga
  3667381 atcgctctct ttgcaccatt ttctttcgct ctttgagaag caatctcgac cccttgcttt
  3667441 gttccagaaa ttacaatttg cttcgtacta ttcatattag cgatttgtac tgcataccct
  3667501 tcacctgtta cctcttctgt aactcgtttc agcatatgtg gatcagcacc taaaatagcc
  3667561 gccattgcac cttctccgcc aggaacagct tcttccatat attccccacg tttccttaca
  3667621 gcatatactg catcctcaaa agttaatgca cccgctgcta caagagcgct atactcacct
  3667681 aaactatgcc ctgcgacaaa gtctggtgta atatcatact cttttaaagc tgtcaaaata
  3667741 gcaaaactcg ttgttaataa agccggttgc gcatttgtcg ttaacgtaag cttttcctgc
  3667801 gacccttcaa aaatcacttc tgaaagtgaa tcttgcaaca cttcatctgc ttttgcaaat
  3667861 acatttgcaa cctctttatt attctctgct aactgtttac ccattccaac tgcctgtgaa
  3667921 ccttggcccg gaaaaagaaa tgctagtttt cccatttcaa atcctcctct tattggagtg
  3667981 gctctttctc cattacgctt gaaatagtag gaataacttc tttcgctacc atttctctcg
  3668041 tttgacgaat cgcactaaat atcgattgat cattagaaga accgtgagcc ttaatgacag
  3668101 gagctttcaa tccaaataat gccgctcctc catactccga ataatccatt ttatctttta
  3668161 ataccataag ttttggtttt aataccgcgg ctgctaattt gctcgtaaac gaactcatta
  3668221 actgctcttt taacatagag aataatgcaa gtgctgttcc ttctaaagat tttagcgcta
  3668281 cattacctgt aaaaccatca catacaacaa catctgctac accttgtaac aagtctcttg
  3668341 attcaacgtt tccaacaaaa ttaattggcg catctttaag cattgcaaag acttgttttg
  3668401 aaagctcgtt tcctttgcca ccctctgtcc caacatttaa aagtccgacg cgaggatttt
  3668461 taattcctct tactttctca gcgtatacag atcccattac tgcatattga tataagtgaa
  3668521 ttggttttgc atcaacgttc gctccaacat ctaacataac aaaaccttct ccatcaacag
  3668581 ttggcattgt aggggataaa gctggtcgct caattccttc catacgacct acaacaaaca
  3668641 atccggccgc cattaaagca cctgtactac cagctgatat acaagcatcc gctacaccat
  3668701 cttttacttg ctgtgccgca agtaccattg aagcttgttt ttttcgacga accgctctta
  3668761 ctggttcatc tgtcgattcg attttttcgt ctgtatgaag tatagtaatt cgctcttcac
  3668821 tcgttaagta ttgacgaatt tcctcttctt tccctactaa cgtaatatgt aaatcagaat
  3668881 attccttaat agctttcatt gctcctagta cgacagcctt tggagcatga tcgccgccca
  3668941 ttgcatctat tgcgattttc ataagttgtt accttcctca ctataattac tagatcgata
  3669001 catttcaaaa gtgcctgtaa aaacaagttc ttctccaacg aagctacgca ctttgacaac
  3669061 cgtccgccct ttgtcattct ctacatcttc cacgcgcgct tttgcaacaa cacgctctcc
  3669121 taattttaca ggacgaatgt atcgaatggt agactttgca gttaaagcta attcttcatc
  3669181 aataaccgca acagctagtg agtttgcttg tgcaaacaaa tgatgcccac gggcaatttg
  3669241 atttctttta aatacgtgtt ctaccttcac ttcaaagata gaaatcgcat gtctatctaa
  3669301 ttctatatca ataatttctc cgacaacctc ttctaacggt aaagatttca catcttcttc
  3669361 atgttgcttt gtagctacat gtttaattct ttctcttagt tcaggaatag ataattccat
  3669421 acgatcgaga cgtacagttt gtatactcac ttgaaatttc tctgctaaat cttcatccgt
  3669481 aataaaagga ttcgtttcta tagtttgttg taataattct tgtctttctt ttttacttct
  3669541 tctttttttc ataccgcacc atccattttt atgactaggt actaacagta gtatataatc
  3669601 attaaaagta gaatgcaaca aaaacttttg tcgcctccct ttaatcgagc ttctctccct
  3669661 ggaacacacc tgtcccgtca agatacgtac gcaacgacgc atattgatca ttatgccaaa
  3669721 atgcttctga atctactagt aacgccgcat cttgtctagc tgtttctaac gcccgataat
  3669781 catgtaccat atcagcaacc ttgaattctg gtaaaccact ttgcttactc ccaaagaaat
  3669841 ctccaggacc tcttaactct aaatcttttt ccgacaatac aaatccatca ttcgtttcgg
  3669901 tcataatacg cattcgttct tttcccgttt ccgattttgg atccgcgatt aataaacaat
  3669961 acgattgttc actaccacgc ccaacacgtc ctcttagctg atgaagctgc gataaaccga
  3670021 aacgctctgc atcataaata accattacag tcgcattcgg tacgttcaca cctacttcaa
  3670081 caactgttgt cgatacaaga atttgcactt tattttcact aaattgtccc attatctctt
  3670141 ctttttcttg agatgataat cttccatgca ttaatccaac ttgacattta ccctgataat
  3670201 gatgagtcag catactatgt aagtcgattg cattttgtac atccagtttc tcagattctt
  3670261 caataagggg acaaataaca tatgcttgtc ttcctttgtt tatctctttc tctacaaaac
  3670321 cgagaacacg atctaacatg tcatgttttg cccagtatgt ttcaattacc tttctaccag
  3670381 ctggcatctc atcgattata gaaacatcca tctctccaaa tgcagtaatt gctaacgtac
  3670441 gtggaatcgg agtcgctgtc ataaataata cgtctggact ttcacctttc tcacgtaaaa
  3670501 ctcgtcgctg cgctacacca aatcgatgtt gttcatcagt aataacgaga cctaacctat
  3670561 gaaagatcac ttcatcttga attaaagcat gtgttccaac aaggatatct atttctcctt
  3670621 gttctaattt tgccaaaatc tctcggcgtc tcacaccttt cactgaactt gttaacaatt
  3670681 caaccttcat accaaagtgc gagaacgtct ctgcgagcga ttgataatgt tgttctgcta
  3670741 aaatttctgt tggaaccatt aaagcacctt gataatgtgc taattttgct gcataaagac
  3670801 caattgcagc aaccaccgtt ttaccagaac ctacatcacc ttgcaacaga cgattcattc
  3670861 gataaggaga tgtcatatct ttcataattt catctacaac tcggcgttgc gcaccagtta
  3670921 acggaaacgg aagagcatcg ataaactctt gcaattcttc tgaaggaatt tcttttttcg
  3670981 tccctttcga attttccctc tccattttcc gtaacgtttg catttttaac tgaaataaga
  3671041 aaaactcctc atatacaaaa cggcgacgcg cttgcttcaa atcttcctga cctgttggaa
  3671101 aatgcaacgc ccgaagcgct tcataacgtg gcaataattt atatcgactt agcaatccat
  3671161 caggtaacac ttcaactata gaatctccat actcttttaa cgcttgtgca ataaaacggc
  3671221 gcatctgttt tactgtaagt ttccctttca ctgagtacac aggctctact tcttgttgac
  3671281 gtacaaccgg tccaaaatga agttctgata ccgcaatcgt ttgacgatgc tgatcccatt
  3671341 taccagtaat cgttaccgtt tcatctaaat ttaacttttg cttatagtac ggcctattaa
  3671401 aacatacagc tgtaattaaa taacgaccta cgaggactcg aaccgtaaga cgcgacttct
  3671461 tcttcccata atattgcagt aaaggagcac tatgaacttt cccctctact gttacacgtt
  3671521 catcatgctt tacttcagca agatctttca tcgcatagtc ttcataacgg tacggaaaat
  3671581 gttctaatag atgagaaact gtataaattc ccatctcgtg tagtaattca gatgtttctc
  3671641 ctccgattcc ctttacatcc gtaacaggaa cttgtacaac ttcattcaag attctcacgc
  3671701 tccgtcacat tatttttttg attcattatc cattaagatg attgacatct gtaatcgctc
  3671761 tctttcaccc tatatattct atcataggca ttctaagaga aactactcaa atccctcata
  3671821 aacaacacga aagaaaagag cctcactatt agcagcaagg ctctttttta tcttcaatat
  3671881 gctagccttt tgaataaaaa ctagtaataa acttcatatt actacttatt atccattagc
  3671941 aagtaagtaa tccatttatt ttcaaaacga attttttctt attctacaga gaagatgaaa
  3672001 gaatacaccg gttggtttcc agcatgtact tctacttctg catcttcaaa attctcttct
  3672061 acaaatgcaa ctaattcagc tacttcttcg tcagttgcat cttcaccttg tagaatcgtt
  3672121 acgatttcag aatcttcatc aataagtgct cctagtaatt gcttcgcagc tcctactttt
  3672181 tcagcatttg ttgatacgat ttttccatct gcgatacaca tgaaatcatc tttttgaatt
  3672241 gccacaccat caatttccgt atcacgtaca gcatacgtaa tttgacctgt tttcacatga
  3672301 gataaagctt ctttcatgtt ttcttcattc tcttctagcg ttccaactgg attaaatgct
  3672361 aacatcgcag ccataccttg aggaactgtt tttgaacgaa ctacaatcac ttcttgatct
  3672421 acaactgacg ctgcttgttc tgctgccatt acgatattcc cgttgttcgg taaaataatg
  3672481 attttttcag cgtttgcttc ttcaattgcc ttcacgatat cctccgtact tggattcatc
  3672541 gtttggccac cttcgataac tttcgtcgcg ccaatgcttt caaataaagt tttaatgcca
  3672601 gatcccatag ctacagttac aataccgtac ggttgtttct ctttagactg gctagttggt
  3672661 tcaggcatca tagcaggctc atctaataaa gcagtatgct gttctcgcat attctctact
  3672721 ttaatcttga ttaaactacc gtaacgttgt ccgtagttca tagcgtctcc aggatgctct
  3672781 gcatggatat gaacttttac aatttcatca tcagatacaa ctagtagtga atcaccatac
  3672841 acactaatat cttcacggaa tttttgttca gagaaattat gttctttcac tttttcagct
  3672901 tctaatttca ccatgaactc cgtacaatat ccatacttaa tatcttctgt actcaattgg
  3672961 ctttgtacac tacggtgatg ttctgcgcgc accatttcat tcatagatgg ttgcgtcggc
  3673021 gcatcagaag aaattgtttc tccttttaag tcagctaaaa atccttcgta tacaacaaca
  3673081 agacctttac caccgctatc tacaacgcca acttgtttta atacaggtaa taaatctggc
  3673141 gtacgattta acgatgcatt tgcttctttc acaacgtctt ccataaacaa aacaaagtcg
  3673201 cgctgttttt tcgcaactgt tactgcatat ttacccgttt ctctagcaac cgttaaaatc
  3673261 gttccttcaa tcggtttcat aaccgctttg taagccgctt ctactccagc ttctaaagct
  3673321 tcagcaaaat caactgttgt taattcttct ttttgctcaa tggatttcga gaaaccacgg
  3673381 aacaactgag ataaaataac tccagagtta ccacgagctc ccattaataa tcctttggct
  3673441 aaacttacgc cgactttacc agcatgttgt gaagggtttg ctttcacttc acgtgcgcct
  3673501 gaagtcatag ataagttcat gtttgtaccg gtatcgccat ctggaactgg aaatacgttt
  3673561 aatgcatcaa caagctgaac attatttgtt aaattattcg ctccttgcat gatcatttgt
  3673621 gataaacgtt ttccatcaat tttttgaatt gacacagatt ttcctcctta atgcacatta
  3673681 caagtttatt actttaactc cttgtacgta gatgtttaca gaatctactg ctagtcctac
  3673741 agtttgatct aatgtatatt tcactttcgt ctgcacgtta tgtgctactt ctgaaatttt
  3673801 cgtaccatag ctcacaataa tatacatatc aatatgtact tcgtcttcat ccttacgaac
  3673861 aataacacct ctagtgaagt tttcttttcg taaaatgtct gttaatccat cttttaactg
  3673921 attctttgat gccataccta cgataccgta gcaatctacc gcggcacctc cagcaattgt
  3673981 tgcaattaca tctgtactaa tatcaatttg accgtacttc gttttaattt caattgacat
  3674041 ctcgttttcc cccttcataa atggtgaaag tgagttagac tactttagtt actatcatat
  3674101 aatcttttta aagaaaattc catcgttctt tctttttcac tctcatattt tatgttgaaa
  3674161 actacactgt tttatgatga gcaaaatagt ccattgttat tatacaacat gtatcactat
  3674221 aatatgtcaa gcaatttttc ttgatttcaa cttttcttca ttgacatata gtgtcaagta
  3674281 atttttcttg atttcttttt tctacggtgt tgcattctct atttagttgt gttaaattat
  3674341 agtagtgttt ttagcatcgc ataaaagact aacattgaaa aattacgtat ggtaaggtat
  3674401 caagggaggg aaatataaat ggctcgtgtt tgtactatta ctggaagaaa agctcgttct
  3674461 ggtaactctc gttctcacgc aatgaacgct acaaaacgta agtggggcgc taaccttcaa
  3674521 aaagttcgcg tacgcatcga cggaaaagtt caacgtgttt acgtttctgc tagagcatta
  3674581 aaatctggca aaatcgaacg tgtttaataa taaaaaaaga gccgctaggc tcttttttta
  3674641 ctatgaaaat ggaaaaagca ccggtaatag gtgctttttt taatcttttt tgaaggtatt
  3674701 taacatggca cgaacaattc caccaagaaa tttaggtaac ttaattgtat aaaatctcat
  3674761 agtttccctc ctaatcccca ttactccact tgttcactat atgatgtaag gagcaaaatt
  3674821 gtttctttaa tcagtgcttc ttatcaccat taatatgcca gaagtaaatg aaaaagtacc
  3674881 tttttcatca atgagttcat tactaataca aagtgttgat ccccattcta ttgttttatt
  3674941 agttagggga tacttaaaac caagtaatgt aatcccttcc actatttcag taaccggtac
  3675001 aaaagataca taagggaaat tttcattttc ttcaattata tgtgtaccta cttttttcac
  3675061 gcttatttca tttttattgt ctacaataca catttctatt cctacttcta acccttttaa
  3675121 aagcatctgt atattcgcta aaccgtgatc aagccttccg ccggtagcac caaaaatacg
  3675181 aattaatgct ggcttctgtt ctaacgccca gttgatcgca atttctaaat ccgtttgatc
  3675241 tttttcacga gggacaatat gtaaatcatt cgtttgttgc cccatccata ctaattcctc
  3675301 ttcagtaacc gagtcataat ctccaaacgc aacagctgga gtaatcccgc cttttaataa
  3675361 acggtatact cccctatcaa ctgccgccca cactactttc tcattttcat atcgagaaaa
  3675421 atctgcacaa tattccgcag gtcctcccgc taaaatatga ataatcatgt ttccttcccc
  3675481 ttctattgta aaaaggcaat ctgccagtcg gtagattgcc tttttacata ttttttctct
  3675541 atcctttata aatagtgaaa acttactaca ctagaagatt cactgggata aagactcgtt
  3675601 cattcattat ccacgaatga cacgaattgc ttcaccgcgg tctttttgat tgtatactgc
  3675661 tgacccagct acaagtacat ttgctcctgc ttccacacaa agtcttgctg tttcagcgtt
  3675721 tacaccacca tcaacttcaa tttccacttc tagattgcgc tctttaacca tttctgcaac
  3675781 ttgtttaatt ttcggtaata cagaatggat aaatttctgt ccaccaaatc cagggtttac
  3675841 tgtcataagt aataccatat caatatcttc taacacatgc tcaatcactg aaactggcgt
  3675901 atgtggattt aatacaactc ctgctttaat gccatgagat ttaattaact gaattgtacg
  3675961 atgtaaatgc gggcacgcct ctacatgaac agtaataata tccgctcccg cttttgcgaa
  3676021 agttggaata tagttatctg gattttcaat cattaaatgt acatctaacg gtaacgatgt
  3676081 aatcggacga atcgcttcta caattaatgg tccaatcgta atatttggta cgaaatgtcc
  3676141 atccattaca tcgacatgaa tgtaatccgc tccgcccttt tctacatctt taatctcttc
  3676201 ccctaatttt gaaaaatctg ctgataagat cgatggtgca attttaatca taactaatac
  3676261 ctcggctttc tctctctaat ttcttctacg aattgtttat aattcttata acgatattct
  3676321 gtaattttcc cctcttcaac cgcagccttc acagcacatt tcggttcaga aagatgtgta
  3676381 caccctctaa atttacagta ttggctcgct tctttcaact ctggaaagca atatgtaaga
  3676441 tcttctacct ctatatctat gaaatcgagt gaactaaaac caggtgtatc tgcaactagt
  3676501 ccgcttccaa tcgcaattaa ttctacgtgt cttgtcgtat gttttccgcg tcctaaatgt
  3676561 gaggaaatat cattcgtttt cagttctaat tctggacgta agacgttaag catagaagat
  3676621 ttcccaacac cagattgtcc cgcaacgacg gaaacacaac cttctaagaa tggttttaaa
  3676681 atatcaatac tttccgatgt atttatagaa gtaaataata catcatatcc catctcacga
  3676741 tagtcatttg cataagcttc aacagtctct ctcatttttt catccactaa atccatctta
  3676801 ctaatgcaaa taatcggctt aatgttatga tattcaatta gcaccaaaaa tcgatctaac
  3676861 agtcccggat taaaatctgg ttctactgca gaaaaaacga gaattgcctg atcaacatta
  3676921 gcaataggag gcctaacaag ttcatttttt cgatcaaata cttcaagcac gtatccttca
  3676981 cttggattat cagcctgaaa gacaacttgg tctcctacca gtggtgtaat tttatttttt
  3677041 ctaaacacac cacgtccgcg acattgtgta atcccttctt catgctgcac ataataaaat
  3677101 ccacttagag cttttacaat ttttccttct ggcatataat tctcctttat tctgtataaa
  3677161 gtgaagctgt aattcatatt gaatggatta ttattcttta aataaagatt tcaaaacccg
  3677221 tcatatatat aagttaatat atttaatcta ccatcaaatt taaaatatta tttataacag
  3677281 tatcactttt ataacttttt gaatcatata tttttgcctg ttatacagtc cactatgtgt
  3677341 agacagcata acaggcagga gtaatacatt ccattctctc tagaaagaaa gtggaatgta
  3677401 ttattattgt gttggatatg gtacttcttt gtcaataatc gttacaccat ctcttacaat
  3677461 tttatagcgt ccttttgtat cttcttgaat tacaaattct aatgaaatag ttgccgactc
  3677521 tgaaattgtt ctagtttcaa ttggtctatc cattttttgt tgcatatctt ctttataaat
  3677581 ttctattgtt tgcggttttt tctcacctat tatagaagac tcatacggaa tagaaatatt
  3677641 atccactttc acggttttcg ttactttcgg cttagggccc tctgagatga taatcgtcac
  3677701 tttatcccct tcttttaacg gcgttcccgg ttttggagat tgcgaaatta caagtccttt
  3677761 atcaacagta tcggaatact ctcgttttat atctggagtt agttttctct cattcaaata
  3677821 accagttaca ctattttcag tccaccttga aaaatcaccc ggtctaattt gataagggcc
  3677881 tttacttacc cagattttca gttcttgctc ggcctctacc accatttggt cagacgtcgg
  3677941 aatttgctct acaattgcac ctttcggcct atcatcttca atataatata ctgtaacttg
  3678001 tttatatttc tcttctaact ctgttcttat actctctaaa tcttttcctg tgaaatcaat
  3678061 catcttactt ttctttttcc cacctgattg atagatagta attttagagt tttctttcac
  3678121 gactctacct gctacaggat ctgtttttat aacgtcaccg gtttcaacat catctgtata
  3678181 tacaatatta ggttccgtaa cttcaaaacc cttttcaact aatgtattta ctgctgtcgt
  3678241 atatttcata ccagccacat caggtacttt tacatctttt ggaataaaga atcctggaat
  3678301 aacagtaagc gctaacgtta ttccaatcgc taacagtaaa aatgttgtaa ttaaaatttt
  3678361 gagccattta ttacttcgtt ttttcttctt acttaaatcc gtttcttctt ttcttatctg
  3678421 ttcatccact ttacttcctt ttaaaacaat tgtttcatca gtaacatttt cgaataattg
  3678481 ttcttgttga ataatcggaa tcgcttttgt cgcttccata tcttccggta tgtaaaatgg
  3678541 ctgctcattt atcctctctg gatatagcgc agtttcaata tctcgtttca tcgcattggc
  3678601 agattgatat cgatgaaatg gatctttcgc agttgccttt aatataatat tttcgacact
  3678661 ttgaggaata ttttcattcc atctttttgg agatggaatt tcactttgta aatgttttaa
  3678721 agctatagca acagcagatt cgccagaaaa cggttgtctt cctgttaaca actcaaacat
  3678781 aacgatccct agggaataaa tatctgattg tttatttgct atcccaccgc gtgcttgttc
  3678841 tggtgataaa taatgcaccg aaccgagtac tgaatttgta tgtgtaattg ttgttgcact
  3678901 tgtagctgtc gcaattccaa aatctgttac ttttattact ccatcagctc gaattaaaat
  3678961 attgtgcggt ttaatatcac ggtgcacaat ttcaaaatga tgggcatgtg ccatggcgga
  3679021 tgttaactgc tccattatgt caagagcttc tccaataggt aacatccctc gctcaattat
  3679081 gtattgcttc aatgtttgtc ctggtacata ctccattaca agataatata taccatcctc
  3679141 ttctccgaca tcatacatat tcacaatatt tggatgcgac aacgttgtaa cagactgcgc
  3679201 ttctcgatgg aaacgtttaa taaactcttc gttatttgaa tagtcgagtc ttaatatttt
  3679261 caccgctaca tcccggccca gtatatcatc atgagctaaa tacacattgg ccattccacc
  3679321 gccaccaatc attttcagca gcttataacg gtcatttaag cgttttccaa tcagcacgtt
  3679381 gcacttcacc tactttcgtt tgtcgaaccc gcataatcaa tcagaacaag ggtgatatta
  3679441 tcttccccgc cacgatcatt cgccaattga atgagacgtt gtcccttagt ttctagctgt
  3679501 tcatttaact gtaaaatttg ttgcatatca gcaatagaaa ctttgttaga taatccatca
  3679561 gagcaaagaa gtagctgatc atcttcctct agcaccaatg ttttaacatc taatccaact
  3679621 ctctcttctg ttcctaatgc ccttaataaa acattctttt tcgggtgata ttctgcgtct
  3679681 tcttttgaaa tttcaccatg tctcacaagt tcatttacaa gtgagtgatc ttccgttaca
  3679741 agcgagattt ctccctctga taccatataa caacgactat cccctatatg acctattgtc
  3679801 acaaagctcg gcgtacaaat tgctattata agtgttgttc ccataccatt acattctaca
  3679861 tgttgcttag agtactcata tatacgctca ttaattatcc caacactagt atgtaaccac
  3679921 tcttctactt tttttggctc attcatatta tgcgtttgct tccaataatc atggaataat
  3679981 tgaatggtca tcgagctcgc tacatcacca gctcgatgac ctcccattcc atctgctact
  3680041 accgctaaaa tatttccatc taaattgtga aaaactcctg cactatcttc attatgttga
  3680101 cgaacttttc ctttatctga tagaaacacg gctttcatct cgtcacctcg tctcttcttt
  3680161 gcgctccttc gcacgcaact gaccgcaggc tgcatcaata tcatgacctt gttcacggcg
  3680221 aatcgttaca tttactccac gatctttcaa cgttttttca aataggaaaa tttgttcacg
  3680281 tggcgtacgt acataatcac gttcaggtac gtagtttacc ggaattaagt tcacatgaca
  3680341 ttttacacct tttaagagcg cagcaagttc ttcagcgtgc tcaacttggt cattttctcc
  3680401 tccaaatagt ccatattcaa aagtaatacg acgccctgtt ctatttacat agtatttaat
  3680461 agcttccatt aaatcaggta gcttataagc acggttaatc ggcattaatt ttgaacgtaa
  3680521 ttctgagttt ggagcatgca gtgaaatcgc aaaattaatt tgtaagtctt cttcagcgaa
  3680581 cttataaatt tttggaatga ttccacttgt cgaaactgtc atatgtctcg cgccaatatg
  3680641 aagtcctttt tcatggttaa tgatgcgtaa gaatcccatt aaattatcgt agttatcaaa
  3680701 tggttctcca attcccataa cgacaagaga acttacacgt tcttctgatt catcaagtgc
  3680761 acgttgcact tctactactt gcgctacaat ttctccagct tctaagtttc gctttaaacc
  3680821 accaagcgtt gaagcacaga acgtacaccc aatacgacaa cctacttgtg ttgttacaca
  3680881 aatggaattt ccatattcat gtcgcattaa taccgtttca atagaatatc catcatataa
  3680941 ttggaataag aatttaattg ttccatccga agacgtttgt tttactaacg tatttaaagt
  3681001 agtaatatca aaggaattcg acaatttttc acgcaatcct ttagaaaggt ttgacatatc
  3681061 ctcataattt tttacacgtt ttttatataa ccaatcaaaa atttgtccag cacggaactt
  3681121 tggttctcct tgctccttta accaatcttg catttcatga agttgtaaag aataaattga
  3681181 tggttttttc gtttctaagt ttttcttttg ttttctcaca gtcgtttcca cgatgctaca
  3681241 ccttcttcct taaacaagca atataaaagc catctgttgc aaaataatgc ggtaaaattt
  3681301 gtacttgacc ttcatccata tacggactta gcttttctgg catacgctct tttatcgtag
  3681361 tatcccactc aaactccgga tgctcttgta aaaatcgttc tattacttgt tcattttcta
  3681421 ttttctcaat tgtgcacgta ctataaacaa ggcgaccacc ttgttttaat aacggtgcga
  3681481 ttttttctag tattgcaaat tggatcatcg ataatctttc actatcgcct ttatctttac
  3681541 ctaacttaat atcaggctta cgtctaatta caccaaatcc agaacatggg gcatctacta
  3681601 atattttatc aaatgtttca tttgcaaagt gttcttgcac ttttctagca tctaatgcct
  3681661 tagtttcgac attttctaga ccaagtcgct ctgcttgttg tttaattaag cgtactttgt
  3681721 gtgcatgtaa atcaagggac atgacttgac cagttccttt taatcgctct gcaatatgcg
  3681781 ttgtttttcc gcctggagca gcacaactat caagaattac atctccctca tctggttcta
  3681841 gagcgcgtgc taccagcata gaactttcat cttgaataga aagaaaacct tttttaaacg
  3681901 catctgtgtg cgctacattt cctttttcaa tttgaattgc atcatctgat aaatcgccac
  3681961 gcttcgcttc tataccttca ctagccaata atgtaattgc ttcttctact gttattttat
  3682021 caacatttac acgcgctgtt ggtacaggcg gtaacatgtt cacttcacac attttctcag
  3682081 cagtttctaa accatattca gcagtccact cttgaacaag ccaaactgga tgacttgttg
  3682141 caattgccaa acgttctact ggatctttga tttcatctac agaaggtaca ccttctcttt
  3682201 gaatcgaacg taatacaccg tttaccatac cagcaatgcc tttatgtccg cgacgctttg
  3682261 caatctcaac cgcttcatga atagccgctc tttcgggcac tcggtctaaa taaatcattt
  3682321 gatataaaga taagcgaagt aatactctta cccatgcttc aactttcttt tttaaaaaag
  3682381 gctgtaaata ataatctaat gtgtcacgac gttggattgt tccatataca atttcagtta
  3682441 ataaaccaat atcttttcta tcaattgtac ttttttcaat tagattattt aaaagtaagt
  3682501 tactgtatgc accacttttt tctacttgaa ttaaaccatc aagagctaat tcacgaacat
  3682561 tttgtctcat gcattttctc ctaacttcgt tccaatttca ggttttgtgc cacgtaaaaa
  3682621 ttgcgaacaa ctcatacgct ttttaccaga aggttgcaat tcagtaattt taacacccgt
  3682681 ttcattacca gttgctacaa cgaaaccatc ttcttcaatc gcaacaatcg tacccgcttc
  3682741 agctgatttc gttacaggta ctttttctcc ccaccatact ttaacaactt gtcctgctaa
  3682801 agttgtataa gcaactggcc atggattcaa tccgcgaatg tgattgtata cttcttcacc
  3682861 tgtttttgtc caatcaattt tctcttgttc acgttttata ttatatgcaa acgttacttc
  3682921 ttcctcgttt tgtttaattg gttctaactt accttgaatt agtaaaggta ctgttttaga
  3682981 tagaagatgt gcccctgctt cacttaactt atcaaataac gaacctgtcg tttcacgctc
  3683041 ttcaatttcc acttctactt gcgttaaaat atcaccagca tccaattttt ctaccatata
  3683101 cataattgta atacctgttt tttctttccc ttccataatt gcataatgga ttggtgcgcc
  3683161 accacgaagt tcaggaagta aagaagcgtg gacgttaata caaccatact tcggtgcttc
  3683221 taaaatttca tttggtacaa tttgaccgaa cgcagctgtt acaattaaat ctggctctaa
  3683281 tgccaatact ttttcatatt cgtctttttc acgaattctt aacggctgta agaccgggat
  3683341 accatgcttt tctgcttcca ctttgacagg tgtaggtgtt aatacttttt ttctacctac
  3683401 cggacgatct ggttgcgtca caacacctat tacatcatag ccatcttcaa taagacgacg
  3683461 aagcaccggc actgaaaagt ccggtgttcc cataaatact acttttatca tttaaaaacc
  3683521 gctcctttta atacctattc taattcgttt tcctcataat atcttgtcac tttcgatgta
  3683581 aataacacac cgtgtaaatg atcgatttca tgttgaattg cacgcgctaa aagcccttct
  3683641 gcttctagta aaaatacttt acctctgcga ttttgtgcac gtactttaat ataatccgca
  3683701 cgttctactt caccataaag tcccgggaag cttaaacagc cctcgggacc tacttgttca
  3683761 ccacgttttt ctagtatcga tggattgatt aactcgattt tccccgtatc atcaccgata
  3683821 tcaactaccg ccacttgcaa gcttacccct acttgaggcg cagctaaacc gactccgtcc
  3683881 gcaattaaca ttgtttcatg catatctttc aacaatttca ctaacttttt atcaaagtta
  3683941 attactcttt cacaaggtgt ttctaacact tcatttggat gctttactat ttctaaaact
  3684001 gccatatttc cctccgctac attaacattg ttggattaaa atcaattgag atttgtagct
  3684061 ctttttgcat ttctgcttga taatgttcat ttaccatttt gagcacgttc tttaagtttg
  3684121 gttcccgttt gtattttatc atgcattgat aacgatatct atcttttatc cttggaattg
  3684181 ctgaagcaac cggtcctaac accattgttt gctgcgagca gtgcgatcgt aaatgaccga
  3684241 caattttttc cgtcacttgt actgccttca ataattccgg gtgagatacc gtcacaagta
  3684301 caacatagta ataaggtgga tattgtctcg ttcgtctcat ttgcatttct tggtcaaaaa
  3684361 acacatcgta ttgttggttc tttgctaact ctatactgta atgttctggt gtatacgttt
  3684421 gaattataac ttcccctggc aattcatgtc ggcctgctcg tccacttact tgcgtcaata
  3684481 actgataagt cttttcactc gccctaaaat caggtaaatg aagcatcgta tcagcagtta
  3684541 aaaccccaac aagcgttact ttcggaaaat ctaacccctt cgcaatcatt tgtgttccaa
  3684601 gtaatatatc tgctttttct tccccgaacg cctttaataa tttctcatgc atccctttac
  3684661 gactcgtcgt atctacatcc attcgaatga ctcgtgcctc tggaaatagt tttgtaattt
  3684721 cttcttctac cttttgcgta cccgtaccaa agaaacgaat gtatgtactt tgacaagcag
  3684781 gacacgcagt cggcatattt tcttcgtaac tgcaataatg gcattttaaa cgatggttca
  3684841 ttttatgata tgttagtgag atatcacaat gcggacattg tacaacgtac ccgcaatcac
  3684901 ggcacataac aaatgtagaa tgcccccttc tatttaaaaa gagcaccatt tgttctttct
  3684961 tttctaatcg atctgctatt ttttcatgca atgcctttga aaacatggag cgattcccgt
  3685021 cacgaagttc ctcacgcata tcaacaatct ctactgtcgg taaagcttgt tcgttcatac
  3685081 gtttttccat cgtcagtaat tcatacacac cttttttcgc tcttgcaaat gattcaagcg
  3685141 tcggtgttgc actaccaaga acgataggac atttatgata ttgtcctctc cacacagcta
  3685201 catcccttgc atgatacctc ggattatctt cttgcttata actcgattca tgttcctcat
  3685261 caataataat aatccctaaa ttttcaaaag gagcaaatac agctgaacgt gcaccaacta
  3685321 caaccttcac ttcttttctt aaaatcttac gccattcatc atatttttct ccaacagaca
  3685381 acgcactatg aagaaccgca acttgtgagc caaatctacc tttaaaacga tctaccatct
  3685441 gaggcgttag tgcaatttca ggaacaagta caatagcttc ttttcctttc tcgagcaccg
  3685501 ctgctataga ttgtaaatat acttctgttt ttccgcttcc tgtaacacca tatagtaaaa
  3685561 atggattgta agtttcattt gtaattgatg ataaaatcgg tgtaataact tgcttttgtt
  3685621 cctcagtaag tgggaatggt ttcgtttgtt caaaatcttc atcgtcatac ggatttcgat
  3685681 atacttccac atacttttct gagattagcc cctttttaac aagtgcttta atcggagcat
  3685741 ctgttatttg caactcttct gttattacct tcaacggcac acttttataa ttttccacaa
  3685801 aataatagag gacatcttgt tgttttttac ttttcagttc aaatgctgcc aattctaatt
  3685861 tatcttctgg caactccggt tgaacgactc tttgtttctt cttttgcact ttatctttta
  3685921 cttgataaac gacttcaatc gtgccatgtt taatttcttg ttgaatcgtg cggtatagat
  3685981 gtggttgcgt ctcaatcgct tcccaatcta tcgcttcttt ttcctgaaat aaaaacagta
  3686041 gttcaggtgc tacttcttct tgtttacgaa gctgtagacg ttttttatat gttgctttta
  3686101 tcgccgtcgg aagcataact tgaaaagctg aaatcatata acataacgtt tcacttgtaa
  3686161 gccaataccc aagctttaac aactcttcat ttaaaaccgg tgttacatct aaaatttcgt
  3686221 ggattgtctt taacttttta ctttctactt caaccgaatt tttaattcca ataataaaac
  3686281 cttgcaattt ccttgggcca aacggaacta ctacacgcat gcctgtctgg acaatatctt
  3686341 cccatttttt agggataata taatcaaatg gtcgatctgt ctgacgtgca ggtacatcaa
  3686401 caattacact tgcaaatttc atagacgatc atcttctaac atcatttcaa tttgctttaa
  3686461 tatttcacga gcaacctctt tcttcgttaa aagtggcaac tctataactt ctccatcttt
  3686521 tctatacatt gttacaatgt tcgtgtctgt accaaatcca gctccttgcg cctttacgtc
  3686581 gtttgcaaca atcatattcg catttttctc acgtaatttt ttcgttgcat attcctctac
  3686641 gtttgtcgtt tcagccgcaa aaccgataag taactgtttg tccttcatct cacctaacgt
  3686701 ttttaaaata tctactgttc tctcgagttc aattacagca tcgccatttt tctttttcat
  3686761 tttattatca tgtacatatt tcggacgata atctgcaact gctgctgttt taatgacaac
  3686821 atctacgttt tgataatgtt gaatgactgc ctctaacata tcttgtgcag attccacttg
  3686881 cactgtagtt acatgtaatg gtggatttaa tgctgtcggt ccagaaacga gtatgacttc
  3686941 agcgcctaag ttcactgcca cttccgcaat cgcatatccc atttttccag aagaaaaatt
  3687001 agtcataaaa cggactgggt caatcttttc acgagttgga ccagcagtta ttaatatcct
  3687061 ttttccttgc aatggttttt gttctgaaaa agcctcttct aaccgtgcaa taatcgcttc
  3687121 aggttcttct aatcttccct tcgctacata accacacgct aaaaaacctt ctccaggctc
  3687181 aataaatgta tatcctaacg tttttaacgt catcatattt ttttgaacaa ttttattttc
  3687241 atacatatgc acattcatag caggtgcaat ccacactggg gctgtagtag ctaacaaagt
  3687301 agttgtaatc atatcatctg caatgccgtt agctagcttt ccaatacaat tggctgtagc
  3687361 aggtgcaaca agtacaacat ctgcccaatc tgctaaatcg atatgagcaa taacagctga
  3687421 atctttctca tcgaatgtat ccgtatatac atcatgacga gaaagtgcct ggaatgtaag
  3687481 aggtgtaaca aacttcactg ctgactcact catcattact tttacaatag caccagcttg
  3687541 tgtcaattta ctcgttaacg cagccgcttt aaagaccgca atgcctcctg ttacacataa
  3687601 aagtatcttt ttccctttta gcatatggct cgtcctcttt ctttttcaaa cttataatac
  3687661 tgaaacaaaa ttatcagctc atcagtatca atatttcttc cctatcgtaa aaaaataaca
  3687721 acctacttgt aaataggttg ttaccgttac atagaaaatt ataaagtcta tgttttaaat
  3687781 tgtcgaagac aaagtcttat tcagttactt tatcttcact tggtacgtag cttaacgctt
  3687841 ccatatcgat ttcttctaat gctttaccta cacatttatg agaaactggt ttttctacaa
  3687901 cacagttatt agcaagttgc atttcgcgcg cacgttttgc agccactgtt acaagcgtat
  3687961 atttagaatc gatttttgtt aataatgaat caattgatgg atttaacata attatagacc
  3688021 ctccgtcatt tctttataat attttgctac tctttcgcgg cggcaatgtt caccaaccac
  3688081 aattgcttta attctttcac aagctagttc aacttggtcg ttttctacaa cgtagtcgta
  3688141 agcgtccatc atatcaattt cttctttcgc taccgttaaa cgattttcaa taacatcttc
  3688201 agtttctgta ccacgaccga caattcggtt ctttagttca gataaacttg gaggtgctaa
  3688261 gaaaataaat acaccttctg ggaaagcttt cttaacttga attgctcctt gcacttcaat
  3688321 ttctaagaat acatcttttc cttcttgcaa tgttttttca acatagtcaa ttggtgttcc
  3688381 gtaataatta cctacgaact cagcccactc aagtaatttt tcattacgaa tcatttcctc
  3688441 aaattcttct ctctctttaa agaaataatc cacaccatcc acttcacctt cacgtggctt
  3688501 acgtgtcgtt actgaaatgg agtactgaaa acgtgtatcc tcatgactaa acagctcttt
  3688561 tcgaaccgtt cctttcccaa caccagaagg tcctgaaaga acgatgagca atcctcttct
  3688621 acttctcata aatatgtaaa acctaccctt cctcacttaa atcttcttta ttattcaaac
  3688681 gatgtgcaat cgtctctggc tgaattggac ttaatacaac atgcccatca tccataacaa
  3688741 taaccgccct tgtttttctc ccatacgtag catcaagcaa agcattatgt tcacgtgctt
  3688801 cctgtactgt tcgtttaata ggagctgact ccggacttac aatagcaata attcgatgag
  3688861 cagatacaat atttccgtat ccaatattta aaaaccgcat ggccatagtt tgcgcctcct
  3688921 agtaagtcta tccgatttct ccaccacgta taactttata tattttttga aagctactca
  3688981 atattttgta cttgttcacg aattttttca aggttatttt tcatttctac aacatatttt
  3689041 gaaattgtta agtcatttgc cttagaacca atcgtattaa tttctctatg catctcttgc
  3689101 acgatgaaat ccattttcct tccaacaggt tcttcaatct gcagtgtttc acggaattgt
  3689161 tctaaatgac tttgcaaacg aactaactct tcgtgaatat cacaacgttc agcaaagatt
  3689221 gcaacttctg ttagcaatct ttgttcatct agatcttgat tatgtaattc ttttaagcga
  3689281 ttttctaatc gttcacgata tttttttgta acaattggtg catgcggaat aatcgcattt
  3689341 acacaattgt gaatctcttg taaacgatac gctatatctt tatgtaatcg ttctccttcg
  3689401 ccatctctca tcgtttttaa catatgagca gcttggcgaa cagcctcata taaactgttc
  3689461 tcaaattgtt catttacgtt ttctacctct tcaatcgctg ttacttctgg cattgccatt
  3689521 aattgctcga gtgtaataga atcttgtaat tgaaattttc cttttatatc ttccataatt
  3689581 gattggtact gctcaagaag cgaccaattc acacttaatt ttctttcaac aagcccttca
  3689641 cccgctatac taatagacac ttcaatgcgt ccacggcgaa cttgctgtgc aattatttta
  3689701 cgaattttgt cttcaaatac catcatctgc ttcggtagtc gaatactcat ctctagaaaa
  3689761 cggtggttca ctgatttcat ttctactgta atttgaaaag tatcactttc tactttcgac
  3689821 cttccaaatc ctgtcatact acaaatcatt ttttatcaca tccaagccat gaaataactc
  3689881 aatgaaaaag gtaatagaga caaggctcta ctaccttctg taaattatat cacattttca
  3689941 tatcattgac tatttcaagt ttaatccctt cttatataat attggctttt tcttcccctt
  3690001 tttccctgtt aataaagagc ctactaataa gaaagtcgga attgatgata aacctccaat
  3690061 taacaaccaa tctctcgctt gtattggcat cgtgctaaaa atcggttgta acggtgggta
  3690121 atatataacg acgagcatga gtagtaatga aatgataacc gctcctacta aatacacatt
  3690181 tccaaacgga ttgcgatgga aaacagaatg ctcactccgg caatcaaata catgaataag
  3690241 ctgagcaagt accaacgtcg cgaatgctac agtttgtgca tatttcagtt catttggatg
  3690301 ttgattatat gcaataataa acgctactaa cgtcactgct cctattagaa agccacggct
  3690361 tataatcttc caggcaagcc ctctagcaaa taccccttct ttcggatgac gtggagttct
  3690421 cttcatcacg tctccttcag ctttatccaa acctagtgcc atcgccggta aaccgtcagt
  3690481 aactaagttc acccataaaa tttgaattgg aaccatcggc agtggtaatg caagcaacat
  3690541 cgcaaataac atgactaaaa tttcccctac gttcgatgct aataaataac gaataaactt
  3690601 acgtatattt tcgtatatat ttctaccttc tttaattgct gatttaatcg tagcgaaatt
  3690661 atcgtccagc aagacaagag aagaagcttc tttcgcaacg tctgtccctg taattcccat
  3690721 cgctatccca atatccgctg tttttatagc aggagcatcg tttactccat cacctgtcat
  3690781 cgctactata tgtcctttat tttgcaacgc cttaacaatt ttcaatttat gttctggtga
  3690841 tacgcgagca aatacatacg tatcttctac aacattttct aattcttcta catccatact
  3690901 tgcgagttct accccttcaa caacgcgtcc accttgtggt aaaatgctca attgttccgc
  3690961 aatcgccatt gcagtcactt tatggtcacc ggtaatcatc accgttcgaa tgccagcttc
  3691021 tctgcactct tttactgcct gctttacctc tggtcttggc ggatcaatca ttccttgtat
  3691081 cccaactaac ataaaatctt tttcaacgtc tctttcatgt tcgatagaat ctgttacttt
  3691141 taaaggctta aatgcaactg caattgttcg aagtgcttga ctacctaagc tatgaatagc
  3691201 cgcctgtact tcttttctat acaactcact taaaggttgt tgcttatctc cccataaaat
  3691261 cgtttgactc atttgcagaa ggacatctgg cgctcccttc gtaacaacaa attttttccc
  3691321 ttctcgatct cgtacaataa cactcatcat ttttcgagtt gaatcaaagg gaagttcacg
  3691381 aataatttca aatttccctt tcagtgcctc acgtgttatc cccgctttca ttgctgcagc
  3691441 tacaagcgcc ccctcagttg gatctccatc taatacatac gcctttttct tttgaataat
  3691501 atttgcgtta ttacatagcg aaccaaatgt aagtagttga taaagtgctt tcgtcttagc
  3691561 tgcattaatt tctttttcac ctttcataaa agagccatta ggttcatacc cttggcctgt
  3691621 cactttccac aactctccac ctgaccacat atgtgttacc atcattttgt tttgcgtcat
  3691681 tgttcctgtt ttatcagagc atatgacaga agcgcagcct aacgtttcta ctgctggtaa
  3691741 cttccttaca attgctctct tttttatcat acgctgtaca ccaagcgata aagctactgt
  3691801 aacgattgct ggtaaccctt ctggaatagc agcaacagct agcgacacgc cggctaaaaa
  3691861 catatgatat acttcattcc cttgatacac accagctaac acgacaagag ctgtcaaaac
  3691921 aagagccaca ataattaata tttttccgag ttgttctaat cttctttgca gtggtgtttc
  3691981 catctgctct gcattttgta acatatttgc aatttggccc atcgctgtat tcataccagt
  3692041 tgctacaacg acccctgtgc cagatcctcg tgtaatcatc gtacccataa aagccatatt
  3692101 tttttgatca ccaattgaaa catcttgccc ttgcaacgct tctactttct tctgcactgg
  3692161 aactgactct cctgttaaag ctgattcttc gatatataaa ctcgacgcct caacaagacg
  3692221 tacatcagct ccaatacgat cgccactaga aaatttaata acgtcaccta aaacgagtgc
  3692281 tttagacggt gcctttaccc actttccatt ccgcaataca gttacttgcg gggcggctag
  3692341 ctcttttaaa gcttccaatg acttttcagc ctttctttct tgaaaaaagc ctagaatacc
  3692401 attgataata acaattgcca caatcgcaat agaatcaatg tattccccta aaaaagcaga
  3692461 gactattgtt gcaccaaata aaacaagtac cataaaatct ttaaattgcg ctaaaaatac
  3692521 cattagtgca gaaggccttt tcgcttcctc taattcattt gtaccaaatt tttttattcg
  3692581 tccttctgct tctttctctg taagtccaac cttcacattc gtattcgtac tttcttccac
  3692641 ttcatgtgcg cgcattccat accagttcat cctgctatcg acctcctgat tccagacata
  3692701 ctctattgaa agcttattca gcctcgtcca aaaaaatgct ataattaact tttagttaga
  3692761 aaggagtgtt catttatggc attcgatgga ttatttacaa gagcgattac acatgaaatt
  3692821 gcaaattctc tttacacggg aagaatttca aaaatatatc aaccttcaaa atacgagatt
  3692881 ttattacata ttcgagcaaa cggaaaaaat caaaaactca ttctttccgc tcatccgaca
  3692941 tatgcacgtt tacacttaac aaatcaaaat tacgattcac ctgcacttcc accaatgttc
  3693001 tgtatgcttc ttcgtaagca tttagaaggt ggattcattg aaaaaattga acaaattgat
  3693061 ttagaacgta ttattcaaat taccgttcgt agcagaaatg aaattggtga tgaatcgcta
  3693121 aaaacattag taattgaaat tatgggacga catagtaaca ttattttagt agacacgaaa
  3693181 acaaacaata ttttagatag cttaaaacac gtttctttag cagtaaaccg acatcgaact
  3693241 gtatacgctg gagctgaata tattgcacca ccagtacaac ataaaattaa cccacttcag
  3693301 atcgaaacaa atgatgaatt tattagaccg ctagactttc tatctggaaa catggataaa
  3693361 caacttgtcg gcacctttac aggaatatca ccgttattcg caaaagaagt cgtgaaaaaa
  3693421 gctggtatgg taaatgaaaa agcattagct gatgcatttt tctccataca aaaaccatta
  3693481 ttaactcata catattcgcc aacaatgact acttcaaatg ggaaagaatt cttttatctt
  3693541 ttccctcttg cgcacttagc aggagagaac aagacattct catctgttag tgaattgcta
  3693601 gaccgtttct ttttcggaaa agcagagcgt gaccgtgtaa aacaacaagc tcacgattta
  3693661 gagcgcttta tgcaaaacga aaaaaataaa aatgagaaaa aactcattaa actagaaaaa
  3693721 acattacaag atgctggaaa agcagataaa tatcaactat ttggagaact acttacagcc
  3693781 aatatgtacg ctttgaaaaa aggcgataaa gacattgaag tcgttaacta ttacgatgaa
  3693841 aatggtggaa ctgtaaagat tgcattagat cctttaaaaa cgccatctga aaatgcacaa
  3693901 cgctatttcc aaaagtacca aaaagcgaaa aattcaattg ttgttgttga agaacaaatc
  3693961 gaaaaaacaa aggaagaaat tctttatttc gatagcttac ttcaacaaat ggaagctgct
  3694021 tcttcaaaag atattgaaga aattcgtgag gaattagctg aagaaggtta tatgcgcaat
  3694081 cgtaaaacga aaaacgcaaa gaaaaagcct actaaaccag tattagataa atatgtagca
  3694141 agtgatggta cagaaatttt cgtcggtaaa aataataaac aaaatgatta tttaacaacg
  3694201 aaatttgccc gtcgtgatga aatttggtta catacgaaag acatacctgg ttctcacgtt
  3694261 gtcattcgtt ctttagaacc tgctgaagaa actttactag aagctgccaa aattgctgct
  3694321 tattatagta aagcaaaaga gtctagttct gtacctgttg atttcacaaa aatacgccat
  3694381 gtgaaaaaac cgagtggtgc aaaacttggt tttgttactt atgacaatca acaaactgta
  3694441 tatgtaacac cagatgcaga tactgtaatg aaattaaaag cttaaataca aaaatgcgtt
  3694501 gcttataagc agcgcatttt ttattctttc ccattagttc gtaatatctt tcttttgtca
  3694561 ttttatatat tgtcaaaaag attgacagtg ttattccata tctgtataaa tttttttaca
  3694621 gtatgtatat aaagcacgac tcaaatcaat gtttcttcat ccctgccaat tatttataaa
  3694681 tgacctgtct cctacaagtg gctagctatt ttttcacttc aacttaaata tatgtagttc
  3694741 ttatcctttc ttcaaatata cactttggca cactatttgc tttattcaat actgtgaata
  3694801 gggggaatta atatgacttt aaaaattaat aaaatccaaa atcaactaca gaactatgaa
  3694861 attgacgggt tactcattac aaaaaaagaa aatcgccaat atgcgacagg ctttacaggt
  3694921 agtgctggtg ttgtcttaat cactgcggat gcagctgttt ttataactga ttttcgctat
  3694981 gtagaccaag cgaattcaca aataaaaaat gctgaaatta ttatgcataa aggaaattta
  3695041 gaaaaagaaa ttgcaaatca agtatcaaaa ttaaacattc aaaaacttgg aattgaagaa
  3695101 aataatatga cattgcaaca atataaaaac ttacaaaaat atgtacatac agaaatggtt
  3695161 caagtgtgtg aaatcattga aaacattcgt cttattaaag acactcatga aatagaaaca
  3695221 atgaaaatcg cagctcatat tgcggacgaa gcatttcacc acatcattac gtttctaaaa
  3695281 ccaggaataa gtgaaaatga tgtacgagat gagttagaat ttttcatgcg aaaaaaaggg
  3695341 gctacgtcct cttcattcca aatcattgta gcttctggcg ttcgttcttc acttcctcat
  3695401 ggagttgcat caaataaaat aattgaacga ggcgacatcg ttacattaga tttcggtgca
  3695461 ctttacgacg gatattgttc cgatataaca cgtactgtag caattgggga accatcagaa
  3695521 gagttcaaaa aaatatacaa tgttgtacgc gaagcattaa aacgcgggac tgaagcaatt
  3695581 aagcctggag aaactgcaaa aagtatcgat gatgtaacaa gaaactacat tacagattgt
  3695641 ggatatggtc aatattttgg tcactctaca gggcacggtc ttggcttaga aatacatgaa
  3695701 cctcttcgcc tatcccaaga aagtaaagct acattagaag aaggtatggt tgttaccgtt
  3695761 gaacccggta tttacatacc aaactggggc ggttgtagaa ttgaagatga tatcgtcatt
  3695821 acaaaagacg gatatgaagt tattacaaaa tcaaatagag atctaattat aatcccttgt
  3695881 taatattttg aaattcccaa caggattttt tctctgcaca tagaattcct tctctggagt
  3695941 attccgttta aagagaggta ttgaaaatga gaaaatgcca ccgaataaga tggcattttc
  3696001 tttcattcat taacgaatag cttttcattt actgttttag cgactaccgc taccaacatt
  3696061 aaaatgcaaa ttaaatatag caatttcgca ataaataacc acccttgaaa cattacaatt
  3696121 ccatctatta tctcatttcc cttcagtaac aaaaacggaa tcgtactaat tatcatgaca
  3696181 aactcaatac tgaatacaat tttctttttt cggctatatg ctttccactc atcccaacga
  3696241 tacataggag caaaaatcaa tactcctata cataatataa ctggtaccca ttcactttta
  3696301 aaaaattgcc ctgaaataac tgataatagt aaacaaacga gcacaccata ataacctatt
  3696361 ttctctctca ttcgtactcc cccattctac ttctccttta atatgtaact tgctatgctt
  3696421 ataacaattc ttagaaaaat aactactaca attacaatat aaagactttt tgcagacgac
  3696481 atccattctt gaaaaataga cattttctcc atttgtttct gaccttctat taaaataaac
  3696541 catacgaaaa acgagcaaat aacaatggta cctatcataa ttccaatact tttcttacta
  3696601 tattgtttca tatcatccca gttatatagc aatacaaaaa taaatccgaa aacaggtatg
  3696661 atactgatcc actcattgct tgtaaataga tttaaaatga ttaatagact acaagagaag
  3696721 atgaatcccc aaaatccaat ttttttgcgc ataagccctc cttgaattcc atttttagga
  3696781 ttaattgtat tgtaacatcc atttttcaat cttgccatta cggtacatga aattttgatt
  3696841 ttttcggttt cctatactca catactttca ctgctttcat acaataaact acacgaatgc
  3696901 ctaaaggatg tgactgttat gggagttgaa ttaacgctat tacacgctct ctatgttctt
  3696961 tgtttactta ctattattac tttttttatt ctccggaaag atacgacaat tatttgtatc
  3697021 atttttatct ttttattagc attaaccgca acaggttcta tccctcttgc cattagcggg
  3697081 atctttcaaa gtttcattta ctccattact gaattattac caactatatt aatcatttcc
  3697141 attatcgtat caatgagcaa tttactcgtt caaaccggta taaatgatac gatgatttca
  3697201 ccatttacaa agatgattcg tacccctaca ctcgcctact ggattatcgg ccttttaatg
  3697261 atgacaattt ctttcttctt ttggccttct ccagctgtcg ccttaatggg agctatttta
  3697321 ttaccggttg ctgtacgcgt cggtcttcct ccaattggag tcgcgattgc tatgaacttg
  3697381 ttcggtcatg ggattgcttt atccggcgac ttcgttatac aaggcgctcc aaaattaacc
  3697441 gcagacgctg ctggtctccc tgtttccagc gtcgtatctg caagtgttcc actcgttatc
  3697501 gttatgggcg tcgttacaac ttctttcgct tttttcttct tacgaaaaga gtttcataca
  3697561 ggaatatcgt tacaagactc tatttcatca acgaaaccat ctaaaactac tattttatta
  3697621 tctcctcgca taaagaaatg gcttgctata tgtatcccga tcatatatat cattgatatc
  3697681 ctctgcatga ttcaatttaa actacaagga agcgatgcaa cggcacttat cggcgggacg
  3697741 actgttatta tgattatcat catttctctc atcgcctata aaggcaatgg actgaataaa
  3697801 acgaccgatt attttataga aggtctccaa tttggattta aaattttcgg accagttatt
  3697861 ccaatcgctg cactctttta tttagaagat agcggctttg tgaaaattat cggggactat
  3697921 ttaccgaaag gttcacacgg aatcattaac gacctaggga tcgccttatc tcaaactgtt
  3697981 cctttaaatc aatatgtatc agctggaact ttaactatcg ttggtgttat aacaggatta
  3698041 gatggatctg gtttttccgg tatatcgctt gctggttcca ttgcaaatct tttcggcaca
  3698101 gcacttggtc atggaacagc tacattaaca gctctcggac aaattgcagc tatatggacc
  3698161 gggggtggga cgttaattcc ttgggcactt attcctgccg ctgcgatttg taaagtcgat
  3698221 ccatttgaac ttgcacgccg aaatttttta ccagttatga ttggcttaat tgtcaccaca
  3698281 atcgttgcga tgtttatttt ataacgtaag caagtgttct cttgcttacg ttttttattg
  3698341 taaaattcat catgaattac tgactttcaa aaggtattca ttattactta gcgaaattat
  3698401 attaagagag tatttagttt aaaacgttta cgagaaacag attactgcaa ttagaaaagg
  3698461 ggacatacct atgaatgaat tgattttcgt cttattaatt tgtccattat ttatctttat
  3698521 cgtatctgtt attggaacac gcaaaacgaa aacgtattac gtaatgccga ttgtaacgtt
  3698581 tgctagtttt ttaataatag gtgttatcgc ctttactcca aaatttttct tttgggttgg
  3698641 catgtatagc atcttctcat ttatcgtttc ttatatgacg ctattgtttg tgagaggata
  3698701 tgaggttgtg gaaaacgtta aatagttatt agcaaggaga ttgccatatg attttctttg
  3698761 atattgatgg aactttactt gattatgagg ctgctgaaag aaatggtatt atagattttt
  3698821 ttcaaatata taatactatt ttttcaggca atgaattaga ggcaacgaaa gtctggcatg
  3698881 aattatcaga agaatatttc aacaaatttt tatccaggga attatctttt caagaacaac
  3698941 aagtaatgcg aatgtatcat ttatttaaaa catatggagt aaacctatca cccgaagaat
  3699001 ctcagaatag attcaatcaa tatatagaac tatataagaa aagctggacc ctgttttaag
  3699061 atgtactcta tacattacaa agtttacagc aaaaaggaca ctcattaggt atcattagta
  3699121 atggtgaata tgaacaacaa atcgaaaaat taacagcctt aaacattcta cagtatttca
  3699181 aatatatttt tacttctagt gaaattgggg tatcaaaacc agaccctgaa atttttcaca
  3699241 gaactgtatt acaattgaat cttgaaatga aagattgcta ttatattggt gatcgattag
  3699301 aaacagatgc aattagtagt acaacggctg gaatgcatgg gatatggtta aaccgaaaca
  3699361 gctcgcagct aacacacgat gtaaccacta tacactcttt gcatgaagtt ttaacaatga
  3699421 tataaaaaag acgaccgcgt tcccccgcag tcgtcttttt ttcgtgttac gctgtgatcc
  3699481 aagcttcgtc agctggattt ttacgccact cttgtaattt tttcgtttca gcttgtccga
  3699541 ttataccttt ttctgccgca acttcagtta atgcactgta atcacttaaa gaatatgatg
  3699601 ctacgttagc tgcttctagc ttttcttttc ctgcttctag ctcgtatgtg aagattgata
  3699661 cgattcctaa tacttcacag ccagcttcgc gaagtgcttc tacacatgta atagcactac
  3699721 caccagttga aattaagtct tctactacta ctactttttg acctttttca gcttttcctt
  3699781 cgatttggtt ccctttacca tgaccttttg ctttactacg tacgtagcac attggtaaat
  3699841 ccatacgatc gcttacccat gcagcgtgcg caataccagc agttgctgtt cctgcaataa
  3699901 cttctacagt tgggaagtgc tctttaatta actcttctaa tccagctgca attgtttggc
  3699961 gtactttcgg ataagataaa gttaaacggt tatcacaata aattggtgat ttcatacctg
  3700021 aagaccatgt gaatggatca tttggttgta aaaatactgc tccaatttct aataaatgcg
  3700081 atgcgatttc ttttttcata ctgttacacc ttcccactgt tgttttactg ttttatacgc
  3700141 ttcaagcgga ttttctgctt ttgtaatact acgtccaact acgatatagc ttgagccaag
  3700201 ttccctcgca cgtttcggtg ttgctacgcg cacctggtca tttacatcat cgcttgcaag
  3700261 acgaatcccc ggtgttactg ttacaaattc acttccgcat acttcacgta attttggaac
  3700321 ttcaagtgtt gagcaaacaa cgccatcaag tccactttct ttcgttagtt ttgcataatg
  3700381 agcaaccgct tcttctaacg ttttctcaat gccaatctct tttttcatca tagtttccga
  3700441 agtgcttgtt agttgtgtaa ctgcaataca aatcggtctc tcttttcctt cttgcttacc
  3700501 ttcctctaat ccctcaatcg cagctttcat catactgctt cccccaccag catgaacatt
  3700561 taccatatct acatctagac tagctaggct acgcatagcg ctttttactg tattcggaat
  3700621 atcatgaagt tttaaatcta gaaagatttt atgtcctttt tcttttaagt acgtaataat
  3700681 cgcagggcct tctttgtaaa ataactccat accaactttg acaaataact cttccccttc
  3700741 aaagtggcgc aagaattgtt ctacatcttg tttccctggg aaatctagtg caacgattaa
  3700801 cgactgtgac atgtttgctt ccagctcctt ccttgacatt ccgaaatgtg atcaaatcct
  3700861 aattcatcta gtaatgctgg taactcctca ataattgtcg gacatacgaa cggatcgata
  3700921 aaattcgctg tacctactgc aactgcgctt gcaccagcgt agaagaattc aattacatct
  3700981 tccgctgttt caataccacc cattccgata attggaatgt taaccgcttg gcttacttca
  3701041 tgtaccatac gaattgctac tggcttaatt gcaggacctg ataatccgcc tgtacggttt
  3701101 gctaaaattg gtttagctgt ttttaaatct agacgcatac caagcaatgt attaatcatc
  3701161 gttaaaccat ctgcacctgc attttcaatc gcttttgcaa tttccacaat gtttgccacg
  3701221 ttcggtgaca atttcacgta tacaggtact tcagaaacct cttttactcg cttcgttaaa
  3701281 tcagcagcaa tttcaggatt tgtaccaaag gcgataccac ctgtttttac gtttggacaa
  3701341 gaaatgttta attctagtgc atgaacatta ggcgctttag aaatttcctt tgcaaccgct
  3701401 acgtaatctt cagcttgtga gcctgcaacg ttcgcaatga ttggaagatc aaattgttct
  3701461 aaccatggta attcagaatt cattactttt tctaatcctg ggttttgaag tccgattgca
  3701521 tttaacatgc cgcccggtgt ttcagcaaca cgaggcgtag gatttccata gcgtggttgt
  3701581 tctgtcgtcg ctttaatcat gattgatcct agtacactta aatcgtaaaa ctgtgcatat
  3701641 tcacgaccaa atccaaagca tccagatgcc ggtataattg gattttttaa tgacaatcct
  3701701 ggtaattcaa cttgcaatct gttcatagta caacctcccc gattggaaat actggtccgt
  3701761 cgctacacac cttcttgtaa gaatgtccac ttggatcttc ttgtaagtgg catacacatg
  3701821 cgaaacaagc tccaatacca cagcccatac gttcttctaa tgaaatatag gcttttttct
  3701881 ctttgtaacg tccttctaat gcacgaagca tcgctaacgg accacatgaa taaagaatat
  3701941 caaagtcaat tccgtaatga tcaattacat ctgtgacaaa tccttttgta ccgtgtgtac
  3702001 cgtctactgt cgcaacgtac gtatcaccaa gttctgcaaa tttttcttca tagaaaacta
  3702061 catctttcgt ttgaaaacct aagatgtgaa tcacacgtac accttttgca acgaggcgct
  3702121 gtgataattc ataaagtggt ggcacaccaa ttcccccgcc tactagtaaa gctgtttgac
  3702181 cagcttctgc ttcttctaca ggaaaaccgt gtcctagtgg tcctagtacg tctaccattt
  3702241 caccttgttt tctagttgct aatgtttttg tcccttgtcc ttccgcacga tatagcattg
  3702301 taaattcgtt cttctcttga tctacattac aaatactaat tgggcggcgc agaaggggcg
  3702361 caatgccctc tgctacctta atgtgtacaa actgccctgg ttcgttcatt tgctgtacta
  3702421 acgttccttg aagcactaat tcgtaaatgt tctttgcgat ttctttttga ttaacgacga
  3702481 tcatattttg cttttgcatc atgcatgtac cacctcgtga cgctttgttt gcgtaatttc
  3702541 tttcattgaa tgagctgaga atgtcataga ttctaatact cgtaagattg ctctcgttgt
  3702601 atcaagtgat gttaagcaag ctacaccatt ttctactgat tcacggcgaa tgcggaaacc
  3702661 atcacgcgct ggttgtttac cttttgttaa tgtattgatt acaaactgtg cttttccttg
  3702721 acggataata tctagtaagt tgtagtcttc agaatcaatt ttgtttacaa cttgtactgg
  3702781 gatattttgc tctgttaacg attgtgctgt tccagctgtt gctaataagt tatagccgat
  3702841 ttcgtggaaa cgttttgcaa tttccatcgc ctcttcttta tctttatccg ctacagtaat
  3702901 gattactgag ccgtgcgttg ggatgttaat tccagaagca actaaccctt tgtataatgc
  3702961 tttttcaagc gttaagtctt tacccattac ttcccctgtt gatttcattt caggtcctaa
  3703021 tgttgtatca actgagcgta gtttcgcgaa tgagaatacc ggagctttta catatacttc
  3703081 tttctcttct gggtgatagc cagttccgta tccttgctct actaggtctt gccctaaaat
  3703141 aactttcgtt gcaacattcg ccatcggtac gcctgtaatt ttacttaaga acggtactgt
  3703201 acggcttgca cgtggattta cttcaattac gtacacttga tctttgaata ctacaaactg
  3703261 gatatttagt aatccaacaa tgtttaatcc ttttccaagt gcaattgtat gttcaatgat
  3703321 ttgttctttt agtttttcag ataaactttg tggtggatat actccaattg agtcaccaga
  3703381 gtgaactcca gcgcgttcaa tatgttccat aatacctgga atgaatacat tctcaccatc
  3703441 cgaaattgca tctacttcaa tttctttacc aaccatgtaa cggtcgatta atactgggtg
  3703501 atctgcgtga actttaactg catttttcat gtagtgcagt agttcttctt gacgatatac
  3703561 gatttccatc gcacgtccac ctagtacgta agatggtctt actaatactg ggtaaccaat
  3703621 ttcttctgcg attgctaccg cttgttctac agtcgttgct gttttaccaa ctggttgtgg
  3703681 gataccaagc tttgttaaag cagcttcgaa tttatcacga tcttctgcac ggtctaagtc
  3703741 ttcaagtgat gttcctaaaa tcttcacacc atgttcttct aatttcgccg ctaggttaat
  3703801 tgccgtttgt ccaccgaact gaacgataac accttctggt ttttctaaat cgatgatgtg
  3703861 cattacatct tcgattgtta atggttcaaa gtataatttg tcagaaatac tgaagtctgt
  3703921 tgaaacagtt tctgggttat tgttaatgat aattgcttca tatccagctt ctttaattgc
  3703981 ccatactgag tgaactgttg cgtagtcaaa ctcaacacct tgaccaatgc ggattggtcc
  3704041 agatcctaga actactacac tcttacgatc tgttacaatt aattcgttct catcagcgta
  3704101 tgtgctgtag taatacggtg ttgcagattc aaactctgct gcacaagtat ctaccatttt
  3704161 gaatactggc gtcatattat tttctttacg catatcgtaa atttcgcgct ccgttttgtt
  3704221 ccaagctgct gcaatatagt gatcgctgaa gcccatttct ttcgcagttt gtagtacttc
  3704281 catatttcct acattcgctt ttacttcgcg ttccatattt acgatgtttt caactttttg
  3704341 taagaagaag aagtccattt cacaccattc gttaatctct tctttcgtta caccttgacg
  3704401 aatcgcttct gctacgataa acagtcgctc atcatctgct ttaataatgc gttttttcat
  3704461 tgtttcttta tcaagttctt ttaagtggtc taattctaag tgataaatgc caagctctaa
  3704521 agaacgaact gcttttaata atgattcttc taagttacgt ccgattgaca taacttcacc
  3704581 agttgctttc atttgcgttc caagtgttct gttcgctgat tcaaacttat caaatggcca
  3704641 gcgtggaatt tttgaaacaa catagtctag tgctggctcg aagcaagcgt aagttttttg
  3704701 tgttactggg tttacaattt catctaatgt taagccgact gcaattttcg ctgctaattt
  3704761 cgcaattgga tatccagttg ctttagatgc tagtgcagat gaacgactta cacgtggatt
  3704821 tacttcgatt acatagtatt ggaagctata tggatctaat gcaagctgaa cgttacatcc
  3704881 accttcaatt cctagtgcac gaataattcg taatgaagtg ttacgcaaca tttggtattc
  3704941 acgatcgctt agcgtttggc ttggtgctac aacgatagaa tcacccgtat gaacaccaac
  3705001 tggatcgatg ttttccatgt tacatactac aatcgcgtta tcatttgaat cacgcattac
  3705061 ttcatattca atttctttac agccagcaat acttttctct aataaacatt gcgttactgg
  3705121 actatgtttt aaaccacttg ttacaatttc aattagctct tcttcgttat gacaaattcc
  3705181 gccgcccgtt ccgcctaatg taaatgctgg acgaacgatt actggataac caatttcgtt
  3705241 tacaaatcca tatgcttcat caaggttatg aataatttca cttggtggtg ttggttcatt
  3705301 taactcttgc attaatgtac ggaataaatc acgatcttcc gcttgctcga ttgctgataa
  3705361 tttcgttcct aaaatttcaa ctccgcactc ttcaagtacg cctgattttg caagttcaac
  3705421 agccatgttt aaacctgttt gaccacctaa tgttggtaag attgcatctg gacgttcttt
  3705481 acgaataatg cggctgacga attctaatgt taaaggctca atatatactt tatctgctgt
  3705541 tgcagtatca gtcataattg ttgctgggtt agagttaaca aggattactt tgtaaccttc
  3705601 ctctttaaga gattgacaag cttgtgtacc agagtagtca aactccgctg cttgcccaat
  3705661 tacaattggt cctgatccga ttactaaaat tgtgttaatg tctaggcgtt ttggcataac
  3705721 tcttcccctt ctttcttgaa gttttcaatc attgttaaga aatcttcgaa taaatcattt
  3705781 gcatcttctg gtcctgctga agcttctgga tggtattgaa ctgtaaatgc tggaaacttc
  3705841 ttatgacgaa gaccttctac tgttccatca tttaaagcaa catgtgtaat ttcaagctct
  3705901 gtattttcaa ctgattcttc ttctactgcg taaccatggt tttgagatgt aattgctact
  3705961 tttccagttg caatattttt tactggatgg tttaaaccac ggtgaccgaa ttttaactta
  3706021 cttgtattcg caccagatgc tagagcgaac aattgatgtc ctaggcaaat tccgaataaa
  3706081 ggaactttac cgataatgtc ttttaacatt tcaattgctt ctggtacatc ttttggatcc
  3706141 ccaggtccgt tacttaacat aattccatct ggactaaggc gtaaaatttc ttcggctgtt
  3706201 gtgttgtaag gaactacaat tacatcacaa tcacgtttat ttaattctcg taaaatacca
  3706261 tgtttcatac cgaagtctac tagtacgacg cgatgtccgc ggcctgggct tggatatgga
  3706321 tctttcgttg atacgcgttt tacatgatct gtaaatactg tcgcttttaa ttgactcacg
  3706381 atgtactcta catctgcatc catgttacat aggcgtccgc gtaatgtacc gtattgacga
  3706441 atttttctcg ttaattttct cgtatcaatc cctgctaatc ctgggatgtt tctttctttt
  3706501 aagtagtcat ttaacgaaat ttcgttacgg aaatttgatg ggtgatcaca aatttcattt
  3706561 acgattaaac catttacaga tgggtgaatc gattcaaaat catcacggtt gatgccgtag
  3706621 tttccgatta gtgggtacgt gaatgttaca atttgaccgc aatatgatgg atcagataat
  3706681 gtttcttgat atccagtcat tcctgttgta aatacaacct cacctgactt ttcgatttct
  3706741 cctccgaaac ctgttccaat taatactgtt ccatcttcta agataagttg tcttttcata
  3706801 ctaatgcact ctccttttgc catgcgatct taccaccaac gattgtcatt accggccatc
  3706861 cttggcattt ccaacctgcg aatggtgtat tttttccttt tgataagaat gttgttgggt
  3706921 caatctcttc ttcttgttct aaatcaatga ttgtaatatc agctgttcta ccttctttca
  3706981 ggcgacctgc ttctaagccg aatgtatcag ctggcttttc tgttaagaat tgaattaact
  3707041 gctctagtgt aataattcct tttttcacaa ggtttgtgta tagaagtggg aatgcagttt
  3707101 caaaaccagt aatcccgaat ggtgctcttt caattccttg cgctttctct tctgctgtat
  3707161 gcggtgcatg gtcagttgcg atcatatcga ttgttccatc taataaacct tcaattaatg
  3707221 cttcgtggtc ttcttttcca cgaagcggtg ggttcatttt aaaattagga tcagctgatg
  3707281 ggatatcatc ttcacataac actaagtgat gaggcgttac ctctgctgtt actttaattc
  3707341 cagcgcgctt tgcatcacga attacgcgta cagagccttt cgtacttacg tgacatacgt
  3707401 gatagtgaca atctgctgct tcagcaagca gtatatccct tgcaatatgt acagattcac
  3707461 atactgatgg gataccgttt aatccgtgtt tctcagaaaa cttcccttca tgtacacaac
  3707521 ctttattaat aagagtattc tcttcacagt gcgcaactac tgccatattt aatttcgctg
  3707581 cacgcttcat agcagctaac atcatgctag catcttgtac gcctacaccg tcatcagtga
  3707641 aagcaaatgc tccaagctct tttaatgttt cgaaatctgt catttcagaa ccggcttgac
  3707701 gtactgtaat tgctccatat ggtagtacgt taacatgtgc tttttcttta atacgatttt
  3707761 gcaagtcttc catatgttct ctgcaatctg gtactgggcg tgtatttggc attgcgcaaa
  3707821 ttgtagtgaa tccacctttt gccgctgcta atgtacctgt ttcaattgtt tctttatgtt
  3707881 caccacctgg ttcacgaagg tgtacgtgta catctactaa tccaggtgcg attaactttc
  3707941 cgttcacatc gatcacttca gcattatctg ccgtaatatt ttctgctact ttagcgattt
  3708001 taccgtcttg tactagaaga tccgttgcta cgatttttcc ttcttcattc atataacgac
  3708061 catttttaaa caaataattc atgtttcatt cctcctaata catttggtaa ggcgcgtttt
  3708121 agtacagcca ttcttacgta aactccattt tccatttgtt taaatatgcg tgaacgctca
  3708181 cactcaacaa gttcacttgc aatttcaaca tctcggttta caggagctgg atgcataata
  3708241 atgcttcctt ctttcatacg cttttctctt tccactgtta atccgtgttt ctcatgatac
  3708301 tctttcataa tgtctgtttc ataatgatca tgacgctcat gttgtacacg aagtaacatc
  3708361 attacgtcca cttccggaac aagttcatct aatggtttgt atgttccaaa tgtgttgtct
  3708421 tcatctttcc actcttctgg acttgcaaaa taaattgttg cacccagctt cgttaatgct
  3708481 tctgcattag aacgtgctac tcggctatga cgaacatctc ctactatcgc aatcttcaaa
  3708541 ccttcaaatc ttccaaactc ttgtttaatg gtaagaagat cgagcaggca ctgtgttgga
  3708601 tgatttccac atccatctcc agcgtttaag attggaatat tcacctgatc ttttagttca
  3708661 tcgaagtagc gatcttgctc atggcggatg accactgctt ttgttccgat tgattctagt
  3708721 gttcttatcg tatcgtataa agtttctcct ttttgtacgc tagatgcatc agctgaaaag
  3708781 tttaaaacat caagtcctaa tctcttctca gcaacttcaa agctaaatct cgttctcgta
  3708841 ctattctcaa agaacaagtt tgcaacaaaa gtttgctctg tcgttttgct ctctttccca
  3708901 ttcgcaaaat cttctgcgtc ttttaggatt tctgaaattt ctacttccga taattcactc
  3708961 atcgttaaca aatggctcat cgtcatccct catctttctg atttttatgt taccactttt
  3709021 gtatttttat aacaaccttc gcataaaaat accctagtca tgtgagacta gggtgcaaga
  3709081 aagaagccac cctttccggt ctcacaggac tgaattaaaa ggttattatt atgaagcaat
  3709141 ctgcttagat tgttttattt gtttcgtttc cggtagtagt agatttaaca gtacacctac
  3709201 aattgctgct agtgccattc cttctacttg gaatgattct cctacgtgaa gtaccgctcc
  3709261 accaataccg attactagta ttactgatgc aatcattaag tttcgtttgt cacttaaatc
  3709321 tgttttatcg tctaccatca tgcgtaatcc gcttgatgcg attacaccga atagtaagat
  3709381 tgatacacca cccataactg gtgttgggat cgaatgaatc agtgcagaaa tcttaccaat
  3709441 aaatccgaac atgattgcga ataccgctga accgatgaat aagtatacac tgtacgctct
  3709501 tgtaattgcg agcacgccga tgttttcacc atacgttgta ttcggtggtc caccgattag
  3709561 tgatgcgatt aatgttgcta ctccatcacc gaagatcgaa cggtgtaaac ctggtttttc
  3709621 aattaaatct cttttaataa cattccctaa tacaatttga tgtccgatat gttctgaaat
  3709681 tgttactagt gcaactggta ccatcaagag tacaatcttc catgaaaact ctggtgtgta
  3709741 tgttacaaat ggtactgtga aatctggtac aacaaaccat tttgcctcag ctaccggctt
  3709801 taagtctact agcccttgga agtaagcgaa gatgtaacct ccgatgattc caagtaaaac
  3709861 tggtatgata ctgaagaacc ctctcccgaa tatggagcaa atgattgtaa ttgctaatgt
  3709921 tactaatgct actgaaaagt gtgtaaagct atatttgcca tccgcaccat tcatcgccat
  3709981 gttaactgct gtatgtgcta aagctagccc gattaccatt actactggac caactacgat
  3710041 tggtggtagt aatttcataa tccactttga tcctgatttc ttaattccga gtgagattaa
  3710101 gatgtataca agtcctgcta gcaaaccacc aagcattgct gctccgggtc cccctgccgt
  3710161 tttcgctgtt ataatcggtg cgataaaggc gaatgatgat ccaagatagg caggtacttg
  3710221 acctttcgtt ataagaagaa acgctaacgt tcctaatcca cttgatatta atgctactga
  3710281 cggattcaat cctgttaaaa acggaacaag cactgttgat ccaaacatcg cgaacaaatg
  3710341 ttgtatactt aaaaataacc attttcccgg tttcggtact tcattaacgt ctaacactgg
  3710401 cttttgttcc attgttacat cctccttcag tttaaatctt tgcaataaaa aaactctttg
  3710461 tgcctgtgca caaagagtcc tacactttcg tatgccaaat ttgacatatg aaagccaaga
  3710521 ccctttggca gcctcacagg actacattta aaagggcttt acttatcgta tatgcttact
  3710581 cgatcttgtt gatctgtctc ttgcaaatca acttcgatac gctcttcact tgatgttgga
  3710641 atgttctttc ctacataatc agcgcgaatt ggtagttcac gatgacctct atcaacaaga
  3710701 accgctagtt ggatttgtga tggtctccct aaatccataa gagcatccat tgctgctcga
  3710761 acagttctgc ctgtatataa tacatcatcc acaaggataa cttttttctt cgtaatatct
  3710821 acagggatat cagaaccttt tacaagtggt tctttatttt tcgattgtag tgttaaatca
  3710881 tctcgatata acgtaatgtc taactctcca acttccattt cttttccttc aatttgacca
  3710941 attcgttctg ccaaacgttg tgcaataaaa attccacgag ttttaattcc gacaagaaca
  3711001 caattatcga cacctttatt tcgttccacg atttcatgac taattcgtgt taaagcgcgg
  3711061 cgaatcattt ggtcatctaa aacgacagct ttctcttgca tgctctacac ctccaagctt
  3711121 ttttcttgcg tgagagtaat ggtataaaaa aagtcctctc agcgtgtgcg agaggacttt
  3711181 tgaaaaaggg tacagcatac cctatgtatt tcaaaccgtt accttctcaa cctcacgggg
  3711241 ctgtgttaaa ggatcattat ttaactgttg tcagtatctc agttttctta tgatttgtca
  3711301 atactatttt cgtaaaatat ttaatgcgtc ttcaaacact tctggaatcg gtgcctcaaa
  3711361 ctgaatatat tcaccagtac gaggatggtc aaatcctaaa atgcctgcgt gaagtgcttg
  3711421 tccattcata tctaatgttt tctttggtcc atactttgga tctcctgcaa gtggatagcc
  3711481 aatatatttc atatgaacac gaatttggtg tgtacgccct gtttctaagc gacattctac
  3711541 aagtgtgaaa tctttgaatc gctctaacac ttggaaatgc gtaacagcat gcttaccatt
  3711601 ttcatcaacc gtcatacttt gacgttcttt cttatcacga gcaatcggag catcaattgt
  3711661 tcccttatca tgcggaataa caccgtgtac aatcgctttg taacgtcttg ttactgtttt
  3711721 tgctacaagt tgatttacaa gtgattcgtg tgccatatca tttttagcaa ccattaatag
  3711781 gcctgatgta tccttatcaa tacgatgcac gatacctgga cgcattacac cgttaatacc
  3711841 cgataagtct gtacaatggt gcataagacc gttcacaagc gttccacttg tatgacctgg
  3711901 tgctggatgt acaaccatac tacgcggctt attaacaacg agtacatctg catcttcata
  3711961 ataaatctct aaattcatat cttctggttg aatatctaac tcttctggct caggaatcgt
  3712021 cactgtaatt tcatcatttt ctctaacttt ataattccct tttaccgctt ttccattaac
  3712081 tgttacaacg tcatctttaa tccattgctg tacttgtgta cgtgaccatt cattatttat
  3712141 tcctgcaacg aatttatcaa ttcgctcatt tttttgttct tctgcaactg ttacttgtac
  3712201 tacttcactc attcaattac tccttcgttt tcttgccttc taataatgtt tgaataataa
  3712261 ttaatacaac accaatacat aatgctgaat cagctatatt gaatactgga tagttgtacg
  3712321 agaaaatata cacgtgaatg aaatccacta cttcttgtct aaatacacga tcaataaaat
  3712381 tgccaattgc tccgcctaaa attagaccta atgaaattcc tagaagcttg tctgttttcg
  3712441 catatttttt catataaaat acgataaata ctacaaaaac gactgtaata atgtagaaga
  3712501 accacatttt attttctaaa atgccccagg cagctcctct atttcgatgt gatgttatgt
  3712561 ataatacatt atcgataatc ggaatgctcg tacccaattc catgttcttt acaattagcc
  3712621 atttcgatat ttgatcgatg gcaatgacaa ataacgctat tacataatat atcattttca
  3712681 tttcccccac aaagacagtg tacctcaaaa ttttagcata gctgcaacct tttcacaatg
  3712741 aacctttata gaagaataaa ataaattaaa aaaaggtaat ataatatcgt tgtgcacatt
  3712801 catacattta ctttttcata gaaaaattca tgaatggtac gggcagtcgg catcgttttc
  3712861 atttgtttta ccgaaattac tctccctgtg tcttcacaaa taccatacat atctatttcc
  3712921 attttaaata atgcacgttc tacatctttt aaatcctctt ttatatcatg taacaaaagt
  3712981 tttttcttta tctcttcctc catttcatat ccaagctctt cgctaaactc tgtatcatat
  3713041 ttgtgcatga cctctttagc tagcctctct tgtaactctt ttcgcatcaa ttgcaattct
  3713101 tctttgattt ccatatacat ttcattcacg tgtacattcc tcccagttgc aatgtacgat
  3713161 tagtgtgtcc gaaatttata tgcttacctc tcacacattt ttccttcata ggaaagagag
  3713221 tgaaagttat ttcaatatac tgttaacaaa aaaatgactg cactttacgt gcagtcatcc
  3713281 cttattattt tacataattt tctttaacaa ccgttgcaca acgctcacat aatgtttcat
  3713341 gctcagcgtc tttaccaatt gtttctgaaa ctacccaaca acgttcacat gtttcaccag
  3713401 ttgcttgagc aacaacaacc gctgtatgtt catacttcgg tgcatctgct ggcgcttctt
  3713461 ccatcatgcc accaagtttg tactcagaaa cgatgaataa ttgctttaag tcttcgttaa
  3713521 tagactctaa catagctttc atttctgcag ttggatatag cgtaatgctt gcatttaatg
  3713581 acttaccgat taccttctca ttacgggcta cttctaacgc ttttaatacg tcatcacgca
  3713641 atgtcataaa tgcatcccat tttgttttta atgcttccgc atcatctaat tgtacagctt
  3713701 ctggcatatc agttaattgt acactttctt ctgttacgcc tggaatgtat ggccatactt
  3713761 catcagctgt atgcggtaag attggtgtta caagtttcgt caatgcaaca agaacatcat
  3713821 ataatactgt ttggattgca cgacgatctt catggttcgc accttcaatg tataaaatgt
  3713881 cttttgcaaa gtctaagtag aatgaactta aatcaattgt acagaagtta tgaattgcat
  3713941 gatatacagc agcgaagtcg tatgtctcat atgcttcttt tacttttgta attaagtcat
  3714001 ttaatttcac taacatgtaa cgatctactt cacgaagttc agctacagct actgtatttt
  3714061 cacttggctt aaagtcgtct aagtttccta ataagaaacg gaatgtgtta cggattttac
  3714121 gatatacttc tgcaacttgt tttaaaatat catctgaaat acgtacgtca gattgatagt
  3714181 caacagaaga tacccataag cgtaaaatat ctccgcctaa ttgatccata attttcttcg
  3714241 gtacgacgat atttccaatc gacttactca ttttacgtcc ttcaccatct aatacgaagc
  3714301 catggcttag tacaccttta tatggagctt tgcctgttac agcaactgct gttgataatg
  3714361 aagagttaaa ccaaccacga tattggtcag atccttctaa atataaatca gctggacgtt
  3714421 gtaagtcatc gcgctcttct aataccgctt ggtgagaaga acctgagtcg aaccatacat
  3714481 ccatgatgtc tgtttcttta cggaattcac cattcgggct acctggatgt gtgaatcctt
  3714541 ctggtaatag atctttcgct tcacgctcga accatacgtt agaaccgtgc tcacggaata
  3714601 aatctgctac atggttaatt gtttcatctg taataattgg atcaccattc tcagcataga
  3714661 atacaggaat tggcacaccc catgcacgct gacgagaaat acaccagtca ccacggtcac
  3714721 gaaccatgtt atgaagacga gtttctcccc atgctggtac ccattttgtt tccgcaacag
  3714781 cttctaataa ctctttacgg aatgcttcaa tagatgcaaa ccactgtgct gtcgcacgga
  3714841 aaataattgg ttttttcgtt ctccaatcat gtggatatga atgggtaatg aatgttagtt
  3714901 tcagtaacgc gcctacttct tctaattttt ctgtaattgg cttgttagct ttatcataga
  3714961 ataagccttc aaatccaggt gcttcctctg ttaatacacc tttatcatca actgggcaaa
  3715021 gtacttctaa tccatacttt ttaccaacaa tgaagtcatc ttccccgtgt cctggtgctg
  3715081 tatgaacaca acctgtacct gcatctgttg ttacgtgatc tcctagcata actaatgaat
  3715141 cacgatcata gaatggatgt tttgcaactg tatactcaag ttcgctacct tttaccgttt
  3715201 tcacaacttc agcattttcc cactctaacg tttttgcaac tgtctcaaat agttcagaag
  3715261 caataatata tttttcatca tttactttta caatagcgta ttcaagttct ggatgaacag
  3715321 aaatacctaa gtttgcaggt aacgtccaag gtgttgttgt ccagataatg tatttctcat
  3715381 caccttctaa tacgttcttt ccatctttaa cagagaatgc tacgtaaata gatgctgatt
  3715441 tcttatcttg gtattcaatt tcagcttccg ctaaagctga ttcactcgtt ggtgaccagt
  3715501 aaactggttt ttgtccttta tagatataac cttttttcgc catatcacca aacactttaa
  3715561 tttgttgtgc ttcataagct ggctctaaag taatgtacgg gttatcccaa tcagcacgta
  3715621 cacctaaacg cttaaattgt tcacgttgac gttctacttg ttcatatgca tactctgcac
  3715681 ataacttacg gaactcagca actgtcattt ctttacgctt tacaccttta tttgttaaag
  3715741 cttgttcaat tggtaaaccg tgcgtatccc aacctgggac atatggtgca cagaaaccag
  3715801 tcattgattt ataacgaacg ataaagtctt ttaatacttt atttaatgca tgtcccatat
  3715861 gaatgtcgcc attcgcatat ggaggtccat catgcagtac aaataaagga cgacctttcg
  3715921 tatgttcttg taccgtttca taaatattca tttccgccca cttttcttgc attgcaggct
  3715981 cacgttttgg taaattccca cgcattggga actctgtttt tggcattagt aatgtatttt
  3716041 tgtactccat gctcaattcc tccttacatg tataaaagaa agacctaaaa aacggaataa
  3716101 aaaagagact ttctcatccc aaaaagggac gagaaagtct cccgcggtac caccctagta
  3716161 gatcctatac gtatgtatac aaccctcttt atattcttaa cgcgaatata cgcctacgct
  3716221 tactctattt gttcagcgcg gaactccagg gtgatattcc cattatctcc ttatcctgag
  3716281 cttacaccat cctcagttcg ctatataagg tatgaaaaag gtacttatcc ctatcttcgt
  3716341 ttttcttaat aaatatgttg tttaaaatta tatgtaataa tgagaaaaac gtcaagctta
  3716401 cactgtttct tcttttttca acagctcatc tacttcgtct tctaactcaa ttagtttatc
  3716461 ccaatcatcg ttgtttaaca tttcaagctg tgtttctaat aacatacgga aacgagtgcg
  3716521 gaatactttc gcttgtttct ttagctcttc aatatcgaaa gcaacttttc ttgattttac
  3716581 taacgcttca ttaataatac ggtctgcatt cttttcagct tcacgtacga ttaattttgc
  3716641 ttctttttgc gcattacgtt ttacttcttc cgctgcttct tgtgcaacaa cgatagattt
  3716701 gtttaacgta tcttcaatat tagagaaatg atctaatttc ccttctaatt gcgcaacttt
  3716761 ttcttctaaa gcttttttct cacgaatgac taattcataa tctttgataa tttgatcaag
  3716821 aaactcattt acttgatcct catcatagcc acggaatccg cgaccaaatt ctttgttatg
  3716881 aatatctaat ggtgttaacg gcacaacgcc acctccaagt agttatctaa atttcctctt
  3716941 tcaattatat cttttcttcg acaaaatagg aggatttcct tctaaaaaac caatcatttt
  3717001 agtataccat acaaaattct ccatttgtcg cgctttgttc taccttctac agaaaacaat
  3717061 ttacttcttc cataccctct cactgaaaaa acatctcctg gataacattc ataagaggtt
  3717121 tgctccactg ttttccaatt gacttttact aaaccatttt ttatgaaagg ttgtactttt
  3717181 tgtctagata tatgtaacat ttcagctaac ataacatcta aacgaagtga agaaaccgtt
  3717241 ccagatttct ctccccatgt ttcttgtatc tgtagaattt tttctccttt cactggtgat
  3717301 aaggagactt tcactttccc tatagattgt aagttcatct caatataaga tacaacttct
  3717361 tttgcgacta caatttgggc acgatcttct tgaagcaaaa tatcaccaca tttttctctc
  3717421 gttaaaccga gagacataaa tgtacctaat atttgcctat gctctagcgt ataaaacttg
  3717481 gaaggatagt caatttccaa tccttctact tgaaattcct cttcatttac tactagataa
  3717541 tccggataaa tgagtgctct tttacgctct gcacgagacg ttgcaccatc aaactgtaca
  3717601 gcaatatccc cttgtcctat taccatagtg acaatttgtt gttgtcttgg atcaagaaag
  3717661 tctgttaact tcacttgatg gtactcagcc gcctgtttcc actctaatac tttatccaca
  3717721 aagactactt catcaggtct aaaatgctcg tagatgctca ttcatctaac ctcttactat
  3717781 aagaaatagc caaataaagt tactaaacca cttgtagcaa gtttcaacgc aaaaatcgca
  3717841 acgagtggtg agatgtcaat cataccaagc ggcgggataa atctgcgaaa tggttctaaa
  3717901 tacggttcac aaatacgcgc aagaaaatct ccgaaagttg attcctttgc acctgggaac
  3717961 catgatagga gaatgtaaat aataagtgcc cacgagtata tctcgatagc agtaactaaa
  3718021 agccttaaaa ctgtttccat ggcgtattac cacctcttta tatttgtgtc gtcttcttca
  3718081 ccgaataact ctgaaattgc accaacaata tctacatttt caggcgtaca cataaatgtt
  3718141 ttcggtccta ttttttgaat gtccccgcct atagcgtata cagtaccact taaaaagtca
  3718201 acgatacgta cagcttgatc agtagacatt cgttgtaaat taattacaac agctcgtcta
  3718261 ccttttaaat ggtccgcaat tccttgcgct tctgaatatg tgcgtggttc taataaaaca
  3718321 acttttgaag attgctttgc tgtttcaatg ctcacaacat tttgtttcgg ttgcgctttt
  3718381 ggaaacgtaa catcttgttg ttctggcgga tcttgctgct tcttcatgtc tgtttgctcc
  3718441 ttttcataac tatattgagc tgcttctttt tcttcaggtg tatcaaaaaa gaagtatttt
  3718501 acttttgacc aactcataat aagattctcc ttccttttac gcttttccta ctaaaatcgt
  3718561 ccccaaacga atatatgtag caccttcttc aattgcaatc gtgtaatcat tagacattcc
  3718621 cattgataat tctttgcatg gtgcatgtaa taattctagc ccctgcacct ctttttgtag
  3718681 catacgtaac tccttaaaac agcgtctaat ttcttcctct tcttctgtaa acggagccat
  3718741 tgtcattaat cctaccactt caatcttatc caattcttgc aaactttgaa taaaagaaac
  3718801 tgtttcttct attgccaatc cttgcttgga ttcttcagat gatgttttca cttgaataaa
  3718861 acatttcacc ttcttattcg cacgtttttg aatttctttt gcaagtgaaa gacgatctaa
  3718921 tgaatgtaaa taatcgattt cattaataat ttcttttact tttctcgttt gtaatgatcc
  3718981 aataaaatgc caattcactt ttgaaccgaa atgttcgtac ttctgtaaga aaccttcatt
  3719041 tctattttca cctaaatcga taattccagc ttcaattact tcgtttgttt tttcaattcc
  3719101 taccgttttt gtaaccgcaa cgagtttaat atcttgcaaa gaacgtcccg ctcgcgcgca
  3719161 agattgttta attgcttcgt ttacagttgt taaatttgtt tgtactgtca cttgctttca
  3719221 tcctccttaa aacctatgaa actcaacatt ctccctgtct taccttgatc acgacgatga
  3719281 gagaaaaaca gttgttcttc acagcttgta caaagagatg acattacaat attctcttct
  3719341 tttatgcctg tttgtacaca taatatacga ttaatttctt ttaaatcaat tgcgtactgt
  3719401 ccgtcagaaa cttttttata aggaacagaa ccgtttacta cttgctctgc tgctgttaac
  3719461 actcgatcat caacaacgta acaacaagat ccaattgctg gtccaattgc aacatgaatt
  3719521 tcatcacttg aaatcccttc tgcattccat ttttgaatca tttcctttgc aatctctttt
  3719581 acagtccctt tccatccagc atgcgcaagt cctatcatat catgtgatgg cgcataaaaa
  3719641 tagagtggaa cacaatccgc gtaacaagat gttaaaagaa catcattatt agtcgtataa
  3719701 atgccatctg tttttgaaat gccgtcttca tatgaataaa cgccacttcc tttttcctgt
  3719761 tgtcctactt tttcaacatg atgatcatga acttgttcag agcaaatcca attttctaat
  3719821 ggtttttgta acttatttgc taaaatgcgt ctattttcat gaacgttctc ggcaatatca
  3719881 ttcacatgta atcctaaatt catcgcatga aaggagcccg tacttacccc accatctttc
  3719941 gtcgtaaatc cagcagtaat gtttccaagt tctttccacg cttgtaaata cagtataccg
  3720001 tccacatatt taaatggttc tctcataagg ctgctccttt taattaaaat aacataaaaa
  3720061 agcatggtac ttcctgtcta ttttaccata cttttatttt ttcataatcc taacagaaaa
  3720121 aaagaggaat ttgtaatatt ctttatgaaa ttgtcggtgt ttgtattgat tctgttacag
  3720181 aattaacagg atttactcta acaagtatga catcttcccc aattttcaca attcccttcc
  3720241 aaggaattac aatttctatg tcttttccaa aaatccctaa cgtacgtgtc tgtttagaaa
  3720301 taataataga ctcaattttc cctgtgttca tatcgatttc gatatctcca atatttccaa
  3720361 gcctttttcc atctgaaaca tttattatat ctttcatctg taactccgaa attcgtatca
  3720421 ctttcatcct ctcccttata tatgacgaat tttaaaaaat actatttctt aaattaacag
  3720481 gaagcaccct cttgccaatc ccatattgtt ttcattatat gaacacagct actctactat
  3720541 gagcgtaaac aaactatatg acatataaaa aggtttcacc ataaatggtg aaaccttatc
  3720601 cttgaattgt cttattcatt tgtttaatag ctgatttctc taaacgtgac acttgtgctt
  3720661 gagaaatccc aatttcttct gcaacttcca tttgtgtttt cccttggaag aaacgtttgc
  3720721 gaataatcat tttctcacga tcatttaaac gcttcattcc ttcttttagt gctagctctt
  3720781 caacccactg ctcgtccttt tgtttttcat cacttaactg atccataaca aagataggat
  3720841 ctcccccatc gttataaatc ggttcaaata atgaaactgg atcttgaatt gcatctaaag
  3720901 caaaaacgat ttcttcatga gtcacttcaa gcacttttgc aatatccatt gctgttggtt
  3720961 cttttgaatt ttctgcaatc aacttttctc tcacttgtaa cgctttatac gcaatatctc
  3721021 gtaatgagcg agatacgcga atcggattgt tatcacgcaa atatctgcgt atttccccaa
  3721081 taatcatcgg cacagcatac gttgaaaatt ttacattttg gcctaaatca aaattatcaa
  3721141 tggatttcat aagtccgata caaccaactt gaaataaatc gtcaacatat tctcctctgt
  3721201 tattaaatct ttggatgacg ctcagtacaa gacgtaagtt tccattcact aatttctctc
  3721261 ttgcgcttat ctctccactt tgcatttcac gaaataattt acgcatttca tcatttttta
  3721321 gtacgggaag tttagctgta tcaacaccgc aaatttctac tttgtttctc gtcaaagtgt
  3721381 tccctcctat cgggagttgc tgtacagtgt aaagtatttc ctttgaaggg gattttatac
  3721441 atgcggtttt ctcttcattc ttcattttcg ttgtctctcc tcatacaacg aaagagaata
  3721501 agaccagcct acataacggc tggtcttatt ctttacacca ttttattaaa ttcttttcgt
  3721561 aatcttttta tgattctttt ttccaaacgc gaaatgtatg actgtgaaat cccaagcata
  3721621 tccgccacat ctttttgcgt cttttcctct cctccagcga gcccaaaccg aagttccata
  3721681 atttgttttt cacgatcatt caattgatgt aatgctttca ttagaagatg acgatcaaca
  3721741 gtagcttcta aatcttttgt aataatatca tcgtctgtcc ctaatacatc tgataataaa
  3721801 agttcattcc cgtcccaatc gatgttaagt ggttcatcaa aagaaacttc tgaacgattt
  3721861 ttattattgc ggcgtaaatg cattaagatt tcattttcga tacaacgtga ggcatatgtt
  3721921 gctaatttta ttttcttttc tggattaaat gtatttaccg ctttaataag cccgattgtt
  3721981 ccaatgctaa tcaaatcttc aatatttatc cctgtatttt caaactttct tgctatatat
  3722041 acgactagcc gtaaattgcg ttcaattaat aacgaccttg ccgcctgatc tccttttggc
  3722101 aatttattta ataaaacttc ctcttcttct ttcgttaacg gcggtggtaa cgcttcactt
  3722161 ccaccaatgt aataaatttc atcggtctta attcctaatt tcaacaatac tttataccaa
  3722221 aggtatacta aataaaattt taatttcatc atattatccc gcctcccatt attaagcaat
  3722281 taccattttt tgcgaaatca acatttttgg atgcacaata cattgatact ctccattggt
  3722341 tgacaactgt tgtgtattta atccaatcaa tactttattc acgacaatag aactaccttc
  3722401 atgataaatt tgtacacttt ctggcttaat tgcccataaa aattgattct ctactcctac
  3722461 tgctcgaaaa ggaattaagc gtaattttgt cgcccaccca gaatcatttt ctggtatttg
  3722521 aggaatctct gttttggaat aaatttgttc tgttaaccaa gctggcaaac aatgttctaa
  3722581 tgatgaaata tgcataatca taacaggtgt tttcgttaac gggtcgtaaa gttgattccc
  3722641 actatcaatt aaacctgcga gttctagctc ctcttcagct aattgaattt tcaatttcac
  3722701 aatttgatca tagtgtattt ttgtaacctc tacgctttca atacgctttt tagaaaaata
  3722761 ataaatgact ggaaaaccaa aaataacgaa caaccaacta attgggtcac cgtaagaaat
  3722821 tgattgagat tgaaccaacc catttaccat ttcattcgtt tgcaaaaaga aatgagtgcc
  3722881 cattaatcct ccgccaacca taaaggttac aaagtaaaaa gtaaaaacag tttgtgtata
  3722941 atttctaaat gttgtaaacc caaatgctgt atacacgata agtaacgagt acagtagttt
  3723001 cataatcgga tgtgtcatca tagaagcaaa aggagtaaag gcaaaaataa caatggttga
  3723061 acctataaat gcccctaaca caagcctcca tcttttgatc ttctttttta acacggtagc
  3723121 tgttaataaa agtaaaagaa aatcaatgca ggcgtttaac aaccaaacaa cgtcggcgta
  3723181 aacaaccaaa caattcacct ctttttttaa gttgagacta gtataatgca tatccaatag
  3723241 gaaagtgtgt caatttgcgg aggtgttttt ttgttatttt gtgctttcta gacataatct
  3723301 gtcggtaaaa aataaaagta tatgtttcat agaatgctat atttttttac ttacatataa
  3723361 agtgacactt taatcaccac gtaccaatcg ggctgtccgg caaagagcgg gatagattga
  3723421 aatatataaa ataaaaaaga cctgcttagc agatcttttc cttgtataaa acaaaaaagg
  3723481 agcatgaatg ctccttttct tttatcgtct acggcgatta cgtaagaatg ctggaatatc
  3723541 gatatcatct gaatctgaat ctgaatgacg ctcatgtaca accggctctt cacgcttcat
  3723601 ttcacgtttt acttcacgtt gttttggtgg ttgcgctact ggctgttgct gttgttgcgt
  3723661 gtgattcaca ttcggacgga taattggttt tggtggttga gttgcaatgc tatcatcaaa
  3723721 accagttgca attacagtta caacgatatc atcttttaat ccttcattaa taacagaacc
  3723781 gaagatcata tttacttctg gatctgaagc tgaagctaca atgtctgctg cttcttgtac
  3723841 ttcgtataag cttaaattag ctccacccgt aatgttcatg ataacacctt gagctccatc
  3723901 aatagatgtt tctaataatg gactagaaat cgcttttttc gcagcttcag cagcacgatt
  3723961 ttctccatta ccagaaccga tacccattaa agcagaacct ctattagaca taattgtttt
  3724021 tacgtctgcg aagtctaagt taattaaacc tggtgttgca attaaatcag aaataccttg
  3724081 aacaccttga cgtaatacgt tatccgcttc acggaatgcc tctaacattg gcgtgttttt
  3724141 atcaacaatc tctaataagc gatcgtttgg aattacaata agtgtatcta cattttcttt
  3724201 aaatgccgca ataccagatg ccgcttgtgt tgcacgctta cgtccttcaa atgtaaatgg
  3724261 acgtgttaca acaccaactg ttaatgcacc tagttctttt gccacttgag caacaactgg
  3724321 agctgcacca gttccagttc cgccgcccat accagcagtt acgaagacca tatctgcacc
  3724381 acgaagtgct tcttggatct gttctttact ttcttccgca gcttttttcc ctacttcagg
  3724441 gtttgcacct gcaccaagtc cacgtgttaa ttttccacca atttgcattt tcgtttcagc
  3724501 ttttgataga tttaatgctt gtgcatcagt attcacagcg ataaagtcta caccttgtac
  3724561 accgtgttca atcatacggt ttacagcatt gtttccgcca ccgccgacac cgataacttt
  3724621 tatattcgct aattgatctt gagtagtatc aaactctaac atgtcgaaat ccccctagaa
  3724681 cctcattttt cgtgtccaat tttaatccca taaataacgg aatacacgtt ttacttttga
  3724741 catcatacgg tcatcatttt gattattatt gttttgatta cgagtttttt gtttcgcagg
  3724801 ttgctgttgt accggcgctg gagctggtac tggttcaaaa tgctcttgct tttcctgcac
  3724861 atttttccca cgtaatttag ctttttgata agaatgttta attaatccta ctccacttgt
  3724921 atattgtggc tcacgcacgc caatataatc aggagtcgct atacgaacat tttcatgtaa
  3724981 aatatcatat gcaagatcaa ggacacctgg catagaagca attccaccag ttagtacata
  3725041 accagaagct acttgcttta ctcctaactt acgcacttca tcttgaacaa acattaaaat
  3725101 ttcctctaca cgagcctcta ttatatccga taattccaac tgagaatatt gttctgtttg
  3725161 gtcgcttccc ataataggaa ccgtaaacat ctcttcttca gatgctgtat cataaaaagc
  3725221 atgtccatat ttcaacttaa tttgatctgc attttctgtt gaagttttca acccaattgc
  3725281 aatatccttc gttatatggt ctccacctaa tggtaatacg ctcgtcgctt gtaactctcc
  3725341 atctttaaaa atagataaag ttgtagatcc tccgcccata tcaacaaggg ctactcctct
  3725401 atttttttca tccgaagata tagcaactgt tgcagccgct aaaggttgaa gacaaatatc
  3725461 aacaatttca agacctgctt tttctacaca acgaagtagg ttatgtagta aagttctcga
  3725521 gcctgtaata agtgtacctt ccatttctaa tcttacaccg atcatcccgc gtggatcgtt
  3725581 aatctcgtca agaccgtcta caatgaactg tcgaggtacc acatcaataa actcacgttc
  3725641 tggagcaatt gacacaactt gtgctgcatc tagaacgcgt aagacatctt cattcccgat
  3725701 ttcacgatct tcatttgaaa cagcgactac tccgtgacaa ggaagtagct gtacctggtt
  3725761 tgcattgaca cctactacaa cttgctcaat gtggattccc accatacgct cagcttgttc
  3725821 aattgctttt ttaattgatc gaacagtctc gtctatatca actatcgatc ccttctttaa
  3725881 accatttgat ttcacatttc caacaccaat aatgtttaag ctgtcattaa ccatttcacc
  3725941 aatgatgact ttaacattgg atgtaccgat gtcaagacta acatatattt cattgctgtt
  3726001 cattctttgg cacctccttc tttatttata ccatacaact caatatatgg aacaacaatc
  3726061 gcaactttac tatttataag aaaaatattc aacgtcttta tacgtttccc ttttttaacc
  3726121 ctatattttt cttattttta tttaacattc atttaagaat atcgcagtaa actatgaata
  3726181 actacttatc ttgaaataat tctatttcaa gtgtaaagat taccgccaag tataagtcta
  3726241 cactaagatg tactcataga aaagtgaaac ttgtaccaat cctagtatga atctaagaat
  3726301 ttttacatat ttttcatcaa atgaaccatt cttgtaaatt cctatgcatc aagcagaaca
  3726361 ttcgtttcgt tttttctacg ataacgtatt gaaaactatc attctattct ttttttcttc
  3726421 cgctcctaat tcttttgtat atgcccctac ttctaagtca attaatacct ttttacccgg
  3726481 ctcaattgtt tttaagataa gtggataggt ttccatacgc tttgcgaaat tttgaatcgt
  3726541 tgtacttact tcataccctt cattcatata taaagtaaga tggtcttcat tcgcattcgt
  3726601 cggtgaataa cgaatttcag aaatagacct taaaatagtt ggtgttaatt tttcaagctc
  3726661 agcaattaac tccttcatct tctcctcttt aaaaggttca aaaattggcg ctgcaacagg
  3726721 aagctttccg ttcgggagta catcaagtgt tttcccattc tctaataacg gttgtaattt
  3726781 cccatctttg tttatataac caatcgttaa atattcctca atatgaacgt caattttatt
  3726841 tggaaaacgt ttctttacat ttactgcttt aatttctttt cgtttcgtta agttttcttc
  3726901 tgctttatgt gctgtcaccc ggaaataact tgtatcatac gtcacacctg attccttcat
  3726961 cacttgttca tctgtcatat aatgatttcc aaacacactt atctttttta tattgctaag
  3727021 cggagatcga aaataaatta aaaagagcac taataaaaat aaaattgata tgtataaaat
  3727081 caaccgatga ttaacatttt tcttcttttt cttctgttga ttttttaact ttggtacacg
  3727141 atcctgtagt ttaatcactt tactattttt catgtacgat ccccctacgt aacataaaga
  3727201 acggcatgtt cctcatgccg ttcttatctt cttattataa cataaatgat aatgagcgga
  3727261 acgaataacc gttatcttcc aatgatttct acttctgtat gcatttctac gccaaattta
  3727321 tccttaattg tttgttttat taatgcaatt aaagataaga catcttgcgc gctggctccc
  3727381 ccagtattaa taataaaatt tccatgcatt tcagaaattt gagccccacc tatttgataa
  3727441 ccacgaagcc ctgccttttc tattaaatct cctgcaaagt atggagttgg attccgaaac
  3727501 acacttcctg cacacggatg attccatggc tgtgtttcac gacggtaatc tttattcttt
  3727561 tgcataacac ttacaattct ctcacgctca cctatctgta attgaaactc agcctccaaa
  3727621 acaataccag gacgtttcgt ttgcaataca gatgtacgat aggaaaactc catttctcca
  3727681 tgcgttaacc agtcaattgt tccgtcttca aacaaaataa gagcttttga taatatgttt
  3727741 gatatatccg atttatgtgc tcctgcattc atatacactg caccgccaac acttcctgga
  3727801 ataccacttg cgaactccag accggctaac ccttgacgac taagtaaagt tgataattta
  3727861 attaggggat acccaccacc aactcttact ctatgttttt cgacttctaa gtggtctaat
  3727921 ccttctccta aacgaataac gacaccttct atacctagat cagatacaag aaggttcgaa
  3727981 ccacgaccaa ttacagtcca ctttgtttta tatttcttta ctaactgtaa cgttttttca
  3728041 ataccagcaa cacgctttgg cacaattaaa atatcagctg gcccacctat tttcatagtg
  3728101 gtataacgtg ctaacggttc atccactaac acgcgaccaa catttgcttg tataagctca
  3728161 tttactaatt gctccataaa caatctcccc catactcagc atccttatta cagtagtatg
  3728221 cagggcgttc acctaacgtt atttttttac aagcttattc atgacttcat acagcttatt
  3728281 tgctgcatct ggaataccta attgcccagc agcaagcttc atattttgta atgtttgtgc
  3728341 atctaataaa atctcatcaa tatcacgaat aagtgtttca gctgttaaat ctttttcaag
  3728401 caacattttt gctgctcctt tatcgacaac agaacgtgca tttttttcct gatggttatt
  3728461 tgttacatac ggactcggaa ttaacacact cggcttacct aacgctgtta attctgcaag
  3728521 tgttgttgcc ccagctcttg aaacaacaag atctacacct gtaagtactt ctggcatatt
  3728581 atgaatgaaa ggtttaataa taacattatt cggattccct ttttgcttca ctgcttccat
  3728641 cactttgtca taatgaactt cacctgttac atacaatatt tcgtaacttt tatttccaaa
  3728701 ctgttcaatc gcctctacga aagcatcgtt aattggtcta gccccacggc ttccaccaaa
  3728761 aataagcacg gattttttag gaagggataa acctactgaa cgttttcctt tcattccatt
  3728821 ttgatccatt acttctgacg ctcgtggatt tcctgtcatg accacttttg actgtggaaa
  3728881 atgttctgca gccgcttcaa aacaaactgc aactttatca acatagcggc ttaaaaattt
  3728941 attcgttaca ccaggtacac tattttgttc atgtacaatc gttggaatac ctaattttgc
  3729001 cgcagcatat acaacaggtc cacatacata tccacccgtt ccaattacaa tatctggatt
  3729061 gaaacgacga atatatcgct tactgtcttg tacacctttt aggaaacgca tcaccgtttt
  3729121 cacgttatct aacgatattt tacgcttaaa tccacttata acaatagatt gaaacggtat
  3729181 acctgctttt ggaacgattg tactctctaa tccattttcc gtaccaatat ataaaaacct
  3729241 tgcttccgga tttaattttt ttatttctct tattaaagca agagccggat aaatatgacc
  3729301 tccagtgccc ccaccactta ctaatacacg cactactaac tcctccgctt ctctttttct
  3729361 tatttcagtc gtatttattt ctatatacat attgtttctt cacgcacata cgaaaaaccc
  3729421 tgtcttataa aacagggttt agtagcgaga atggcgactt atatttaata atacacctac
  3729481 tgccattaac attaatgtca aacttgatcc accataactt aaaaacggta aagtaatacc
  3729541 cgtaacaggc atcaatcctg ttacaacacc aacattaatc attacttgaa tcgcaatcat
  3729601 cgccacaata cctactgcta aaaacgtacc atataaatct ggcgctccta aagctatacg
  3729661 aatcccacgc cataataata gactaaataa taataacaca aatgaaccac caataaaacc
  3729721 taattcctcg gataagattg caaatataaa gtctgtttgg ggttcaggta aataaagaaa
  3729781 cttttgtcga ctttgtccaa gtccaagccc gaataatcca cccggtccaa ttgcgagtaa
  3729841 cgattgaata atttgaaatc cacttccaag cggatctgac cacggatcta aatatgatgt
  3729901 aatacgtttc atccgatacg gtgctgatgc aattagccct acaaatcctg ctacaccaag
  3729961 caaaccaaac attgcaaagt gaaagaccct tgctcccgag ataaatatca taatgataca
  3730021 tgtcccgacc attaccgttc ctgtaccaag atctggctgt aacataatca ttccgaaagc
  3730081 aagaaataca aaacctagag ctggtagtaa accacgttta aaagaggtaa ttaatttttg
  3730141 tcgttccgct aaaaatttcg ctaagaaaat aatcatcgca aacttcataa attcggacgg
  3730201 ttgaatggaa aatgccccga ttccaatcca acttcgcgct cctcctcgaa caagacctac
  3730261 tccaggaata agaacgagaa taagaagaat gaagcaaact agcaaaatta cttttgaata
  3730321 cgtacgccac acccaataat caattttcat aataaaaaac atagccacta caccaagacc
  3730381 tgcgaatagc aattgccttt ttgcaaaaaa gaatgagtcc cccattttat aagaggccca
  3730441 aaccgcactc gcactataaa ccataatcat tccgattgtt aacaacgcaa gtgtaacgat
  3730501 gatgagaata aaatcaggcg ttttcttcat tacccataaa caccacctct ttaggcagaa
  3730561 acttttgccc tatgtaacaa aacatcagta ggtgttagcc tactgatgtt ttgatttact
  3730621 ttatataagt ttatgcacag cttgtataaa aatgtctcct ctttcttcaa atgttttaaa
  3730681 ttgatcccag cttgcacatg ctggagaaag aagaattaca tcgccatctg tagaatgagc
  3730741 ataagctttc actaccgctt catctaaagt atcgacactt tcaattgtat ctagtcccgc
  3730801 tttttctgcg gctcttacta attttggagc ggtttgtcca aatgttacaa tcgctttaac
  3730861 atttttgaaa tacggaatta aatcatcgaa ctcattccca cgatcaagtc cacctgctaa
  3730921 taacacagtc ggttgtgtaa acgcagataa agctttctct gtcgctaaca tattcgttgc
  3730981 ttttgagtca ttataaaact tacggttgtt tatagttgtt acatattcta aacgatgttt
  3731041 tacacctgta aaacgtttta acaccgccgt aatcgcttcg ttagaaacac ccaataattt
  3731101 tgcgatactc atcgctgcta aaatattttc taaattatgt tgtccaggta aaacgatatc
  3731161 gtctacttca acaacttttt cagctttaaa ataaagagca ttatctttta tacacgcacc
  3731221 atcttcaatt tctttcgttg ttgagaatag tactttttga cctttactat aagcagataa
  3731281 agccatcaca tctgcatcat ctgcatttat tacactataa tcattttctg tttggttttt
  3731341 aaaaatattt gcttttgcta aaccatattc tttcttcgtc ccatgataat ctaagtgggc
  3731401 ctcaaataaa tttaaaaacg cagcaatttt aggttggaac aattctactc ccatcaattg
  3731461 gaacgatgaa agttctgtaa ctacaacttc attttctttt gcatcctgtg caacttcaca
  3731521 cgctacagtt ccaatgttcc ctgcaattac cggatgcttc tgtccttctt ttagcatttc
  3731581 aaatgtaagc attgtcgtcg tcgttttacc gttagatccc gtaatcccaa caaatggtgc
  3731641 ttctgaaata cgatatgcta attcaacttc tgtaacaatt ggaatttgct tttctttcgc
  3731701 agcaactaat attggattag aatacgggat tcctggattt tttactacaa gagaaatatt
  3731761 tctctctaat aattctaaag gatgaccacc gcatacaacg tccattcctt ttgcttgtaa
  3731821 ttctgcagcg agtacatttt ctgctaacgg ctttccgtca tttacaataa catttgcccc
  3731881 taacttttgt agcaatgtag ctgctgcata accacttttt gcaatgccta atacaagaat
  3731941 atttttattt tgaaattcag ttacagtttt caattacatc cacaccccga tataaattcc
  3732001 taacacagct aataaaaatc ctacagacca aaacgttaca acaacacgcc actctgacca
  3732061 accacataat tcataatgat ggtgtaatgg gctcatttta aagacacgtt ttcctgttgt
  3732121 tttaaatgaa atgacctgaa taataaccga taaagtttcc attacgaata ctccgcctat
  3732181 gattacaagt agcaattctt gttttaataa aattgctacg gctgcaatag ctccacctaa
  3732241 agctaaagaa cctgtatctc ccataaacac ttccgctgga ttcgcattga atactaaaaa
  3732301 tccaagtaca gctcctacaa ccgccataca gaatatcgct acgccaaatt gctcttgtgc
  3732361 aacagcaata atactaaaag ctccaaatgc aatagcagct gttcctgata ataaaccatc
  3732421 taaaccgtca gttaagttaa ctgcatttga tccaccaata agcataaata gtacaagtac
  3732481 aaaatacgcc caacctaatt caaacttaac atccgttcct ggaatcataa tgtatgtgtg
  3732541 gaacgcttgc ccttttccaa taaaaaagaa cgcaattgca ataacaagct gacctactaa
  3732601 tttttgtttt gatgtcaaac caagatttct cttcttaact acctttatgt agtcatctaa
  3732661 aaacccaatc aatccgtaac caaatgttac taatagtaat aacgaaactt ctgcacctaa
  3732721 atgattaaac ttaatcgcca taataagtga agttaccatc atagatacat atatgacaat
  3732781 accacccatt gtcggtgttc ctgatttttt ttgatgtgac tttggtccct catcacgaat
  3732841 actctgtccg aactttaatt ttcttaaaaa tggaataaac aatggcgaaa gggcaacaga
  3732901 aattaagaat gctaccccag ccgttactaa taaaccttgc tcaagcacat gtagtcctcc
  3732961 tctcacgttg ttactcttcg ttgtttaaac gctctgtaat tgcttcttta gcgacttcac
  3733021 gatcgtcaaa atgatgaaca tctttaccaa taatttgata tgtttcatga cccttaccag
  3733081 caataataat gatatcatct gctttcgctt tagtgatcgc atggtgtatt gcttcttttc
  3733141 tatcaataat cacttcataa ttatttccat ttgcaccatg taccatatca tctaaaatag
  3733201 ccgctggatc ttcacttctt ggattatctg aagtgtaaat tgcgtgagtt gcatattgtg
  3733261 tggcaacact tgccatgatt ggtctcttcg ttcgatctct atcaccacca caaccgacga
  3733321 tgcaatatac gtcacctttt gcaaactgct ttgctgtttt caatacattt tctaagctat
  3733381 ctggtgtatg tgcataatca acaataactg tataattttg gccaccatca actacttcga
  3733441 aacgtccagg aactccagct agttccttta ttacatcaat gattgtttcc aaacttacac
  3733501 cagaaacaag tcctgccgct gttgcagcta gtacattata tacattaaat ttcccaatta
  3733561 atttcatcgt aacatttaca ctttcatacg gtgttacaag cgtaaatgta gttccaccac
  3733621 ttgtcatagc gatatctttg gccataacat cacttgttgt atcaattcca tacgttacaa
  3733681 cagttgctgc agtacttctc atatattcca ctgttacagc atcatcgtta ttcagtaccg
  3733741 cgtatttttc gcgattatga ttataactat tgccaagttg tgcaaatagc aacccttttg
  3733801 catgtttata ttcttccatc gttttatggt agtctaaatg atcttgtgtt aaatttgtaa
  3733861 acaccgctac atcgtaatca catccgtgta cacgaccaag atctaaagca tgtgatgaaa
  3733921 cttccattac tgtgctatcc acaccgtgtt caaccatttt tgcaaacgtc tgttgaagtg
  3733981 ttagtgcatc tggcgttgta tttttcacct caaatgtttc atcaccgatt ttcatattaa
  3734041 tcgttccaat tagccccgtt ttatgaccat gtgcgcgcat aatctcatcc ataatatgcg
  3734101 atgttgttgt ctttccattt gtacctgtaa taccgattaa atgtaacttg tgtgttggtt
  3734161 gaccataaaa ataatcagct aaaaccgcta acgaacgaaa agtgtttttc acaagtacaa
  3734221 ctggaacgtc aacatcaatt ggtctttccg caacaatagc agccgctcct tgtgccgctg
  3734281 cttgcttagc aaaatcatgg ctatcaaccg tatacccttt catacataca aataagcttc
  3734341 cctctttcac tttacgtgaa tcagcttcta tagatgtgat ttctggattt tcttttggaa
  3734401 caactggaaa atcatgcaaa catgatacaa gtgtatgcaa cttcatttca ctaaaccctc
  3734461 tctacattgt gtatttatct cttttattaa taagcaacac gctacctcct aattatgtaa
  3734521 aataggaggt aagcgctact gtgtctaata aatagactta tttataactg agactcttac
  3734581 ggcctcaaat taagtaactc ttctataaag aactcacttc caccaattgt accataaaac
  3734641 gtactaggtt acctttaatt cccgaagtaa attctaattt ttgagccttc tttcacttta
  3734701 gctcctgctt ctggggactg tttaatgact ttctctccgt ctccacttat atcaagcttc
  3734761 aaatcgacga gttgcgtctg taaatctttc tttttcatac caattaaatt tggaacttcc
  3734821 acagttggta tatcgcccca tttatattct ctctcaacct gttcttttct cggtttcact
  3734881 cccataacag gaagtgcatc ccgaagaata tttccaacaa ttggagctgc tactactcca
  3734941 ccaaattgcg ttacaccttt cggattatca acagctacat aaacaacaat ttctggatca
  3735001 tctgctggag caaaaccgat aaaagatacg atataattat tctctaaata tttaccatct
  3735061 ttcacttttt gggccgtacc tgtttttcca cctacacgat acccatcaat gaaagcacct
  3735121 ttaccagatc cctttgctac aacattctct aatgcatacc gaactttttc tgaagtttcc
  3735181 ttggaaataa cttttctttt gtccacaggt gtctttttac ttacaacttg attatttttc
  3735241 ggatctataa attctttagc tatatacggt tgatacaatg tcccaccatt tacagccgct
  3735301 gctaccgccg ccacttgttg gattggcgta acagaaacac cttgaccgaa tgaagttgtc
  3735361 gcttgctcga ctggaccgac tttatctaaa ttaaataaaa tcccactacc ttcaccttgc
  3735421 aggtcaattc cagttttctg tccaaagccg aaattacgaa tgtatttaaa caaccgttct
  3735481 ttaccaagac gatcacccag ttcaataaat cctgggttac aagagttttg aactacttct
  3735541 aaaaacgtct ggctaccgtg acctcctgct ttccagcatt tcaatctagc tccaccaact
  3735601 tcagctgctc catcatcata aaacgtatct ttctctaagt ctactaaatt ttcattcaaa
  3735661 gctgcggcta acgtaatgat tttaaatgtt gaacccggct catacgtact ccatactggt
  3735721 aaatttctat tgtacacttc tggagaaaca ctttgaaaat ctgctggatc aaagctcggc
  3735781 cgactcgaca tacctaaaat ttcaccattt ttcggattca tcgcaatcgc aatcatacca
  3735841 tctggattgt atgtcgattc tgcaatattc atttctcttt ccataattct attaatacgt
  3735901 gcatcaattg ttaagcctaa attcaaacca gcttctggtt ttttgaaatc atcaccaaca
  3735961 ttaggcatcc tttgtccttt tgcatctgca aaaaaacgca catgaccttc atcaccattt
  3736021 agttctttat cataatattt ttctagcccc ataagacctt ggttatcact acctgcaaac
  3736081 cctaatacgt gtgataaaaa gttgccaaat ggatagtacc ggatagagtc ctctgcgata
  3736141 taaacacctt tcaaacttaa tcctcttacc tctttcgctt tatcatgtga tattttcctt
  3736201 ccgcctttat ctaaccttac aattgattct ttttttgtaa ttctcttata aatctcatct
  3736261 ttttccacac ctaatactgc agctaacttc tctgcagtct ctgctggttt ttcaatttgc
  3736321 ctcggtacaa caaagacagt tggagcactt ttattcgtag caagttccac accatttcgg
  3736381 tctaaaatct tcccacgctc aggttcaaaa gtaatattac gactccatga atctttcgca
  3736441 cgatccgtta acatatttcc aagaaaaaat tgcacatatc caagacgaat atcgatgata
  3736501 gtgaaaataa gtatacctga tatgagtata aaaataagtc gttttctaac tgttacattt
  3736561 gatacacgca tattggaaca agcctccctt acgcctagct tgttccaata tatgcttgta
  3736621 cttatttaat tagaacatct tctcttttac cattacggtt tttctgcttc ttgttgtggt
  3736681 tcaagtggcg gtacaagtgt tacacctaac tctgtaccag gttgcaacaa tgttccttct
  3736741 ggcacacttt gttcagtaac gtatccggta ccagtaggtt ttaggttaag ctttaatgtt
  3736801 tttgctaaat tcataacatc acgcagtgcc cagccttgta tattcggcat tgtaggttta
  3736861 tctcccacta agaagactcg gtcacccttc aatgtttgtt cagttgcttt cggcacttgt
  3736921 tgctgtactt tcccttcacc taatacgatt ggacgtagtt ttgctttatc aatggctttt
  3736981 ttcgcttctt ccatcgtttt ttcggttaca tctggaacag cggtttgttg ctctttcaca
  3737041 tatttcttcg gatctttcac ttcattaggc ttaatcttta aatactctaa actattcttc
  3737101 gttacatatt taaaaatatc agctaaaggt tgtgcaccgc tctcatcatc tttcaatttc
  3737161 ggctttttaa cagctacata cacaacaagt tgcggatcgt ccataggtgc catacctaag
  3737221 aacgagaata tataattctc tcttcccgtc atatagccac cttttccatc cggaatttgt
  3737281 gctgttcctg ttttaccacc aactgaatat ccatcgactt tataagcagt tcctgttcct
  3737341 ttcggtgatg taacaacacg ctctaataac tgtcttactt gcgctgctgt ctcttttgta
  3737401 acaggttttc ccacttcttc tggtttatgt tctaatttta cttcctctgt tatcggatct
  3737461 acaattttat caattgtata aggtttcatc attttcccat cgttcgcaat agcagttgca
  3737521 gcttggacaa gctgaattgg tgttacagta gaaccttgtc caaaagctgt tgttacttgc
  3737581 tgtatttgct gatcgaatac aatggtattt gaaccttcac caggtaaatc aatctttgtt
  3737641 ttttcatcta atccaaagct atgaatatat tttcgaaaac gttctggacc aagtttttga
  3737701 tcccctaaaa ttgcaaatgc tacgtttgaa gagcgctcta ctccttcatc aaatgtgata
  3737761 gatccccatc cagcgccgcc attatgatct tttattttgc ggttcccaac tggatatgta
  3737821 ccagactgat aataatcttg tcccttatac acaccttcat taatagctgc tgctagtgtg
  3737881 aaaattttca ttgttgatcc aggttcaaat gcatttgcga ttgcatcatt ataaaaatac
  3737941 tgattatttt cctggttcgg atcataacta ggcttactag acattcctaa tattttccct
  3738001 gtttttggat ccgcaacaat tcctattaag ctttctggtt cataatgttt actcgcttct
  3738061 ttcattgcat cttctaaata actttgaata cgttggtcaa gcgttaaata tacattatct
  3738121 ccatttttag gtgcttttac gtttactttt ccaccgtcaa gagatacgcc tctacgatcg
  3738181 cctgtataag ctacttcccc atgagaagct cctaaatact tatccaaact cttttctaaa
  3738241 ccaaattgcc ctatagcaat ccccttatca tcaggtctcg catgacctac gacataagat
  3738301 gcgaaatcac cgttcggata tactcttgca ttttcagtaa taaaagatat acctggcaat
  3738361 tttaatgctt caatttgttc cttttgttct ttcgtcaagc ccttacctaa tttcccaaat
  3738421 tccacttgac ttctatcttc tttatttaac gtagctaaaa tcttctcttc atcttttccg
  3738481 agtacgcccg caattttctt ggcggtatcc tccttatcct caaccggctt cgcacctttt
  3738541 aattccgcta caagtttata agagtttgca tcttgcgcta atacatgacc attttgatca
  3738601 tagatcgtcc cgcgatttgc ttctagaact cctgttttac tatgtttttg cttagcaagt
  3738661 tcattcaaat cttgattatg aactgatcct gttgcttgta tgtaaaaaaa tcgggctaat
  3738721 aacagcaaaa agagcaggag gaataaaatc ataaaatacc ctgctccctt attggtatga
  3738781 aatttagtca tatttctctt cattttccct tcacacctat tgccttattt gaggcctttc
  3738841 acattatttg cattaatttc tagcccgtgt ttttttgcaa cttcagcgat tcgttcataa
  3738901 cgacttaact tctctacttc agcctgtaac tcttgatttt ctttttgctg ctgtacaatt
  3738961 ttttgttcta tcgtcgcagc ttctacatta acttgataaa ggcctgcttt atttccaata
  3739021 aacgctacac aggcatacaa taaaaagcca ataaacgcta catacaacag tttttcgatt
  3739081 cttgtaatct tcgctttagc ttttggctga accatttgct gtgggggcgt ttgaatctga
  3739141 acctcttctt gcgcttgttg tttgtacttt acagctaagt tactcatacc tctctcccct
  3739201 ttttatcgtt tttcagcgat tctcaatttc gcagaacgcg ctcgattatt ttcttctaac
  3739261 tctatatcag aaggtaaaat cggttttctt gtaataagct ttaacttcgg cttaaattca
  3739321 tcaggaataa ttggtaatcc tggcggcaat tgcggcgttg tactatttcg tttaaacgtc
  3739381 gttttgcaaa tacggtcttc taaagaatgg aatgttataa cactaactct tccgcctggc
  3739441 ttgaccatct caattgcaga ttccaacgct tcttcaaaca ctttcaattc atcatttacc
  3739501 gcaatacgga ttgcctggaa cactcgcttc gcaggatgtc cacccgttct acgagcagga
  3739561 gctggaatac cctctttaat tagttctact aattcccctg tcgtttcaat agctttattt
  3739621 tcacgatacg cttcaatttt tcttgctatt tgttttgaaa atttctcttc gccatactgg
  3739681 aagaaaattc ttacaagttg ttcatatgac cagctattta caacatcata ggctgttaat
  3739741 ggggcatctt gatccattcg catatctaac ggtgcatcat gatggtaact aaagccgcgc
  3739801 tctggtgtat ctaattgcgg ggatgaaaca cctaaatcaa ataaaatacc gtctacttct
  3739861 gttataccta attcctgtag tttttcagat aggtaacgga aattactttt tactgttatg
  3739921 aactgctcac cgtatgaaga gaatttttct ttcgcatttt gaattgctat ctcatcttga
  3739981 tcaaacgcga ttaatcttcc gccttcagtt aattgggata ataaataaga actatgtcct
  3740041 cctcccccca gtgtacaatc tacatatgta ccatctggct ttatatctaa gccatctact
  3740101 gtttccttca aaagcactgt tacgtgatta aacattgttg cacctactct tttttcaatt
  3740161 aattatgttg aatgtatctc ctcctctaaa cgcatatttc acgactagag aacgaaatac
  3740221 tatgaaagaa cgactcattt aacttgccta caaaggcagc atactataca aatcgctatt
  3740281 ttcttttatt atatactaaa ttttatcatc ttttgcggga atttaaataa aaaactgtcg
  3740341 aaaaagataa taatacgttt acattttgtg ctattttgtc atatatttaa gtatcctgca
  3740401 taattacgat attcatcatt ttttaaaatt gataattcag aagaatttca cttcacagta
  3740461 aattcaacgg gataaaaata aaatcctgct cctaagagca aaattctata gttttataac
  3740521 gtgatgtttt ccattccaag aaaacggctt ttccattaca cgatcaacga aatccaaacc
  3740581 aaattgattt aaatagtaac atacattcca cacacgctct tgcggcgccc ccaatggacg
  3740641 gagcgcaaat tgtatgcgac ggaatttatt taattccact tcatgttttt tctcaacatt
  3740701 tctttttaac attctttcca acagttcaat ttgttcatta attttgaact catttttccc
  3740761 tgcaaacgca cttaatccag gatctatttt cttcacaaac tgttgtaatg acttatgaat
  3740821 atcaattatt tcttttttcg cctctacaaa tcgttcatct atcggttcct ctatttgatt
  3740881 agataaccag ttttcacgca acttatctac gttattaaaa aacggatcac tctcttgcaa
  3740941 ttgtaaatcg tgtaaatctg tcgctatatc cctctcaata taagttattg taatacgagg
  3741001 aacgacaggc ggcattcgga aaccgatagt atggaagact tgttgtaatt cactccagta
  3741061 agctaattcc cctggacctc caataaacgc caacgtagga aatacatact cttgcataag
  3741121 agggcgcgtt acaacgttat tactaaagcg ctctgggctt ctttccatct cttcaatcaa
  3741181 ttctttatat gaaaaggaat acgtcccatc cttcccaaca aacttccctt gattgtcttc
  3741241 aagcaacact cgctcattat caatttccat aaatatatgt actgcattag actttgtttc
  3741301 aataattggt ttatatccta attctttaat tactctctgt tggttatgaa gcccttcttg
  3741361 cacttcttta tacttactta caatttgttt gaaaaacggc acttctaatt ttcttaattc
  3741421 aggatgatgc gaatcgacaa gaattaaacc agaattcacg aacattttca taataaggtg
  3741481 accaaagaaa tctacatacg tattcgattt ccgtaaagaa tcatcaataa attgcagtac
  3741541 atcctttgta aaattcgttt cagggtatgt tttaaaaatt tcttcaatcc attttctaca
  3741601 gtcttccaaa gaaagctcgg actctgaagc actcgccttt ttcggattac gatcatgaaa
  3741661 aatagtcttt tttatttttt tattcttcgt tacaaaagta tgattaattt catccatatc
  3741721 atggtcttca ccagcaatcc agaaaacagg aacaacttta acacctaaac tttcttcctt
  3741781 ttccttcgca agctgtaaaa ctgaaataat tttatgaatc gtataaagcg gtccagttaa
  3741841 taacccagct tgttgtccag ctataacaac atatgtattt tcatctccaa gcgcttttac
  3741901 attttggatt gtagcttctc ccgcttgtaa ttttgtatta tattctaata aatgcgttac
  3741961 taaatcttgg cggaaaaact ccctctcacg caaatcttgt acacgctgtt taaaagcatc
  3742021 ttctgttaac atataatcaa aacacgactg tatctctttt ttaccgttca tatagtccgc
  3742081 tacaacacct tgttgcggaa cagagatttc ttttatctcc atataattct tcctttcgta
  3742141 tcctgttctc tcaccaatcc acattgtagt caatgtttca cgtaaaagca aagaattaca
  3742201 cttatacttt tacttctaat ccttttattg catcaaacaa aaattgaagt gtcggaacgg
  3742261 atcgttgctg tttcttagct tcttctaata catatccaac aattgcacca atttctgttt
  3742321 gtctattcgc ccttacatct gccagcatag atgatgtatt atgagacgtt ctttcacata
  3742381 catgacgtac catttcccat accatttctt tttcttcttt aacgagaaaa acgacttcgt
  3742441 ggaatacttg ctccatcatc tgataaaaaa acggattcgt aatcaaatct ccgttcttta
  3742501 cttgtaataa tgccgtcaat ggattgatgc atacattaac tactaatttt ttgtgcataa
  3742561 catccttcca attatcttct attcgaatcg gaaaatgagg gaagggaaag caattcaata
  3742621 ttttttcaaa atgtatagac cgaccgtgca cgattccaaa cttcgttacg cctatccctg
  3742681 tatgataaac ggtatgtctt tcttcttttt ttgcaccatg ctccacaatt ccaactgcaa
  3742741 cattttcatt ctctattttc tgcatagtat gaaggtgtga catgccgttt tgcaaaaaga
  3742801 ttaatgagga tttccctcgc acaaaaggta gtatgtcaac tatatgatat tgcttaacag
  3742861 caataaatat atagtctagc tgctggtctg gcatactttc tattgggaat acctgcggga
  3742921 ataccgtttc acgtttcccc tccctaatac aagttacacc cgttatattt aattcgtcag
  3742981 cctgcttagc tgtccttgta aacaacgtaa catcttgatt acttttttgt aaataaaatg
  3743041 tatacaatag accgatagct cctggtccca caactccaat tttcattttc atacaaggaa
  3743101 ctcatttgca tactatacat aagtcccttt ttcccctccc taatacaagt tacacccgtt
  3743161 atatttaatt cgtcagcctg cttagctgtc cttgtaaaca acgtaacatc ttgattactt
  3743221 ttttgtaaat aaaatgtata caatagaccg atagctcctg gtcccacaac tccaattttc
  3743281 attttcatac aaggaactca tttgcatact atacataagt ccctttttcc cctccccttt
  3743341 tattccgcga acactcgatt cgtgtggaat cataattaat taaagatgaa caaacgccac
  3743401 aattacagct tcactttatc cccctcaatt acattaacac agtttctaat ttcattgctt
  3743461 tttgacaaat aaatgccacc tcttcttcca atatgtatat actacttatt actatgcttc
  3743521 tactcttagt ttagcaaatc ctcaaaaaaa taataaaaga aatatactat catcttcata
  3743581 aaaataaaaa aatgagttat aatattatta taaatatttt tacttttctg cattcaacaa
  3743641 gataagaaaa ggatgtgatg ttatgggatt cccaaaagtt gagcgcttgc tcatcaatta
  3743701 taaaacatta gacgagttta aaaaatttaa aggttgcgga gctcaagaac tatccatgtt
  3743761 agaagaatta caagcaaaca ttattgaaaa cgatagtgaa tctccatttt acggtattta
  3743821 ttacggtgga tcactaattg cacgtatgag tctatacatg aaaaggaacg gcggggaacc
  3743881 attcgaaatt acaggtactt acctagaact ctataaactt gaagtattac caaatttcca
  3743941 aaaacaagga ttcggagaaa tgcttgtaaa ttatgctaag ggactgcagt tcccaattaa
  3744001 aacgatcgca cgtatccatt cagctggttt ttgggataaa ttaaatttcc aacctgtatc
  3744061 agtacctgat ggtgattttt acgtttggca cccagaaaca aatttgaatg cggttacaaa
  3744121 cgaagagtct gcataagaaa taaaaaaaca gctacatagc agctgttttt ttatttcttt
  3744181 aatttctcta atttcccatt cgaacgagca ctatttcttt ccgctaccat tacacttctt
  3744241 ttttgatcga tataatcaag caatgttcta tattcttcct cataaactga taatcgttcc
  3744301 agaagacttt ctttttctgt ttgtaacgat tcaatttgct gttgcaacac cattaaagag
  3744361 ttttcatctt tataattttg taagaaatca ataacatcat tcaatgtaat tgacttaggc
  3744421 tctaatacct tcgtctcttt cacttcataa tgttccactt tacgcagttg cttcgcttct
  3744481 tcaatacgtt ctttgtattg ctttctaacg taagaattcc atctaaagcc gcatgctgct
  3744541 ggtgtacgag atagatgtct tcccacttct ttaaaggcag ataattgcgt tccaccttct
  3744601 cgaatatgcc ggagtactac ttctgccaga agcaaatctt catcatcagt ccaagcatct
  3744661 tgtcttgttg tcgccatctc tctagtcctc cctatgcatt ttttattaaa catatgcagt
  3744721 tactagaaaa gatagaatac aacaaatgaa gaataagaca aaaaaataaa cgtagaagat
  3744781 atcttctacg tttatttccc cgcaattact tgctgattac ttctttacct ttgtaagtac
  3744841 cgcatgcttt acatacacgg tgagctaatt tcgcttcacc acagcttggg cactctacca
  3744901 taccaggtac tgataatttg aaatgcgtac gacgctttct ttttactgtt ttagaagttc
  3744961 ttctaaaagg tacagccatt cttcccacct ccttaaaaga aatagttatt ttcatatgaa
  3745021 ggcctgaacc agtcttccga ttatttgtca aaaaactttg caagtcctgc caatcttgga
  3745081 tcaacaggct tttctttgtc ttcttccgaa atcacttgcc agtcttgacc ttgcgtcggt
  3745141 gctccaccag aaacatcatc actgaaaatt tgcattggaa tctccaaaag tatattttcc
  3745201 ttgattacgg gcagtaagtc aagtacttct ccttctaaac aatgaatttc agcttcggtt
  3745261 tcaaattctt cttgtgaagt ttggaacacc tcagttgttt taatgtcaaa tggtaatgtc
  3745321 acatctacta aagagcgaga acatggtaaa accatgcttc cagttatatg tagatggaac
  3745381 gtaaacttac cggagccaaa atcaactctt cctgttacat gaacaggatt aatttcacga
  3745441 atatctttct cgacctcttt tagctcactt acatctacca tctcatccaa tgtcaatcct
  3745501 ttatttctca atttattcaa ttgatggatg gaccatttca tatcatatca cctcaaggca
  3745561 acaaacaaaa ttatagctag ccattttata tttgtcaatg ttttttcttt acacccctaa
  3745621 agatgcattg tgtccattat gtgataaaac gtgtattctt gtccagctat attttctatt
  3745681 ttagacaaaa tggacataaa gtaaataata aatgtggtac aagttgtggt cagcgtggtc
  3745741 aacgtggtca aaagagagtg gtcgttttat tcgccactct cttcttatat atatgattat
  3745801 taacttttct tgatctattt tcccgaccaa cccacactcc ttttaatatc cactcttttt
  3745861 tctattttat ttatccccga caaaatacga cacctctaat ttattaacat ctgttattct
  3745921 tgatttagta attgtacatt ttaacaggag gaaaaatatg tttaaaaaaa ttctaatact
  3745981 catctttacc gccttatgca cccttacttt atcagcctgt tcttccgata gttcttcagc
  3746041 atcaaaaaac actactaaga atgaagcgaa agaaatcccg acagaagtaa gaagtttcgt
  3746101 tacaaatttt aatggtattt tagatgaaaa cggtagctct acaaacacag aaaaactctc
  3746161 taaagattta aaggttgtaa aagaaaaagg atatcaagat aagactttac atgttgtttc
  3746221 attaattgaa aaccaaaata taaaagatga tggaactgtt gaattaggta atatgaaaaa
  3746281 tttccgagtt attttagacg acaaacaaaa ggtaatacaa aaaatcactt atgtaggtga
  3746341 cgacccaaat gtatttttat tttcacttga atcgttaaaa attgatgcaa ctaaagaagt
  3746401 aaaagacatg ttagaggaca ttcgtattaa aattaatcga aaggacccaa aagtagaatc
  3746461 tgtggcatat acctcaagct ataaaatctc tttcacttat gatcctaata gtccaacagc
  3746521 attattaaat ttctcgtttg agaaaaataa ttaaacaaaa aagagctgag tacatattca
  3746581 gctcttttat tgaaattctg gtacaacata gacttttata aatacatcat gattcattgc
  3746641 gaatttttct aatgtttttt gtctgtgttc tgtcactgta aaaaaatgaa tgatgggtac
  3746701 tttcccattg tatttatttt tgtaatacgt tgtaaattca ccatatctct tcattttctc
  3746761 actgttaata ttcatcattt gagtccgatc tatttcaact gcatttaata ttccttcttc
  3746821 atctcggaat tttacatctg gaataatcgt cttcttttta tcatctattt tataacgtat
  3746881 aggtgtttct atctgccagt catccggaca aaacagatag agccacgctt catttctcat
  3746941 aaggctgtgt gctaatcgaa ttgttggtac tattttttct gtatcatcga atagcgcgcg
  3747001 ccctttttta tttaagtaat atacatattc ttttttataa actgtactgt taacaaacgt
  3747061 gcttaaatcc tttaatatac ggtttgcatt tcttatacca cctaaatcat ggatagccat
  3747121 taaatgccta cgtgtagcaa atttaagctt tctaatcgag gtcagaatca tcatctgacg
  3747181 attcaatttg atgtgtgttt gtatgttcat gtttctccac ctcgtattgt tttagtacat
  3747241 tccacatcgt ttcattagaa ataaaaggta cttgaatttc tgttaaccga tccgttttaa
  3747301 acaaagcgcg tccaggtata cttttaatcg attccaaacc acattcatct ataaccactt
  3747361 gagaagccgt ttgtgttggt aatctaaacc caagctttgc atctgaattt tgcttaactt
  3747421 gtcgcggcaa tgtatctcct gttggatact gcgtacaaaa aattagtctg aacccaagcg
  3747481 ccccgccaat cctagctata taagaaagca ttctttgaca agcaactaat aacttttgct
  3747541 gctctttacc catgctttta tcaggacaaa gttcagcccc ttcatcaact ataatgaaat
  3747601 gacgctcttt tatatttgtt tctacaacgt ttgtataatg tctttccttc atatagaaca
  3747661 ttttctcttc cattttctca agaatggtat ttaaaacttg aaatgcttga attggctttt
  3747721 ctgctatcga ctcaacttgt tttaaatttt gatacggtcc aaattctaaa ccgcctttta
  3747781 aatcgacgat atataaatac gtatgatctg gttgtgctgt aataagagat gtcattacat
  3747841 tctttaaaaa tacggttttc cccatacgtg ttaaaccacc taaagtcatg tgtggtgttt
  3747901 tatcaaaatt atgataaatt gtttcttcta ggcttttccc tataggtaca agccattttc
  3747961 cttgttcaac taatgttttt gaccatcccc acttgttagg tatgtcttta tgaaatactc
  3748021 gaatacttaa tttatagtta tcataatgaa tccgaacagg tttatttaac ccctcactta
  3748081 caacatcctc gaccttctga ataattttac tcggcatacc tacaggtaat gtgtatacat
  3748141 atgttgtgct acgatcatca tcaacttgat tttgaaactt gggataatgt agcttatctt
  3748201 ctcttttaat tgcgattcca ctcacctcaa aaaagacttg aattttcttt ttatcatcat
  3748261 cttttcgttt gaacttatca cttactaatg cgtatgttaa tgctgctgta ggaactatta
  3748321 gtaactctaa cataaacatt tcccccttaa atatcctata aggatatcat tgcactcttt
  3748381 tagaatataa cgggacgggc cttttcttat ccccttcctg ttgtcctgac cttccacatt
  3748441 gtattccttt atagaaatgc aactagaaca taacgtagaa ggtatagaaa cgagcctgta
  3748501 attgttgtgt acaaggttac acgtggaagc caatatggaa cacttctccc cattttttct
  3748561 gctgccttca tagcaattac tgacaaccct gttgctgtcc aaataattac cgcttcccct
  3748621 gcaagtgtca taattactcc tcctcttcct tttcacgaaa ggcaatacct tttcttgtaa
  3748681 ggaccacatc ataacaatcc attaaaattt cccagtttaa aacatcttct tcctcaccat
  3748741 ataaatcttc ttctaacacc tgcgacaaac tgaaatatcc cttatattct tttcggtcat
  3748801 aaacttcatg gtttttcatg tgatttaaaa ttgattccgt ctctgctctt gatcttgatt
  3748861 cattgtacat tgaccgtaat tcctttgatg ggtgaagata tgaagttgtg ttcaggtgat
  3748921 tatactgcca acgcatataa acctctcccc tcttgatgtc cttagttcca cttggtattc
  3748981 ctcgtggtct tgatataggt atatgaacta gaaggaagcg ttttgcctgt cctgttaaat
  3749041 tttttttcta aataaactta aattgaacag gaatgaaaaa ttttgtgtgg aaagatatat
  3749101 attttaagga ggaggtaata tggagtttaa atgtaggtta cggattattt ttgccgaaaa
  3749161 agaaataaga caaaaagatt tttcaaagac aaccggaatc agccaatcaa cattaagtgc
  3749221 acttgtaaac aatacaaaac tcccaacttt ccctactgca tataaaattg ctaaagcatt
  3749281 aaatatgtac atggaggaga tttggattaa agaggaggtg gaatgagttg tgtctaaaag
  3749341 aaagaaaacc aacctaagaa ttgtaaaaga aatttatggt gatcgaaaaa tagaagaggt
  3749401 gtttgaagaa ctttacgaaa agatttatgg tttaaaagtt aaagttcgaa ggaaaacatc
  3749461 tgtagaatta gtcgctgaaa aacaacaaga gaaaaaatat actcaggagt aattacaatg
  3749521 tcaaaacaac caccattcaa aacattgaat cgcattatcg aaaactatta tgatcctaaa
  3749581 aatggattaa ttgaagtaga gcaatttatc ataggatgcg aagaggaatc actatttgta
  3749641 ttagattaca agggaattat gtatcaaaaa acatctgctc aaaaatatga ccagggttat
  3749701 gaaatcttat tacttcctta tacagaacta cattcaaatt ctaaacaaga tttattgcaa
  3749761 ctattaaagc gtaaaataat tgtttatttc acgtatacag aaaatgatca acaacaagaa
  3749821 gatttcgtcc cagatatggg aaaacaaatc ttttcattta tgagtcatat gttaaaagga
  3749881 gcacagcaaa ataaaagagc aattccagta cgatttattt tgatggatat tgaagcggtt
  3749941 ggatttattc ctaaacttcc aaaatttatg tctggatgta gagggtttaa tgtgggtacc
  3750001 tgcttatttg tagatgataa attaacactt acatatggtt ataataaaga acaagtagac
  3750061 aaaatgtata ataatagcgt gattgtatcc attccataat gaaataaaaa agggtctgct
  3750121 caagtatgag tagacccttt tttacaaaac tattcttttg ttttatttat catcatacca
  3750181 ccaatctttt ctttcgagat actctttaaa agcttgtaac tgtacatctg acgtcgggtc
  3750241 tgtaacgata taagtcaatc cttccgggtt tataatcgcc ttacctgtca tgttcagtga
  3750301 tttcaaagca cctaccgcat caggtagttc gtacggtgag aacgcccctg tttggatgat
  3750361 gttttgttta ggggttaccg ttgcacttgc tacgtttccg ctcttaacct tctgaataaa
  3750421 cgctccccat ctgccttcag ctagcattct atgtgggcaa tattttcctg accatgattg
  3750481 gtgagttcga acattttcaa tcgggatatt atacatagac atgagttgac gtacaacatc
  3750541 aacagcgttg ttctcagcct tatagtatct atctcctcct gattttgaat aacagatttc
  3750601 tacagaaatg gactcccgat tccctggacc attaccgtca ccacaagccc acgcattacg
  3750661 ttcccacgga ataccttgaa ttgcttgctt gtcatctact gccacatgaa acgatacttc
  3750721 attattgtta gtaatcatgt aattcacttc attttcagcg ggagcgtcat tatatgtgtt
  3750781 atgaacagtg atatatttag gtttcattgt atatggacac tttgtaccgt atttacttgg
  3750841 gacaactaat ttttttctga tttccattat tcaacatctc cttttttctc ttcttgtttt
  3750901 tgtttaccac ctaaaatttc aactgcattt gttaaagcct gtgggagtgg aatacccatt
  3750961 cgcccggcat tttctaagag cgacagtaat tcattaccca tgaagaagaa aattgttgct
  3751021 tcacgaatag cactgttact cccaagcgcc gagtctagtt gagcggccgc tccgaccaaa
  3751081 agaaaaagca ccaccttttt ggcgatgcct ttgaaaccca ctttactttt taactctccg
  3751141 ttataccctg ctgcaatcat gccagttaaa taatcaataa ctgccattgt cactaagatt
  3751201 ttcaatgttg catcccatcc tcccaagaaa tacccacaga agccaccgaa agtggcaata
  3751261 aaagctttta ataatacatc aatacgatcc atcttttcac tcctttttag ctgcaaaaca
  3751321 acttggatcc attccaaaga tgtctgcaat atcttcttca cttctatcct ttaaataaga
  3751381 ttgtgttgtt gatatatccg aatgattcgc aagcgatttt aatttttcta gtggtacacc
  3751441 ttgcactttt aaattatcta atctgctatg acggaaacag tgcggattga ttttaaattc
  3751501 tttaccttct ttttcgtaca gcatcttagc gaatatcttg caccagtaat taaatacgct
  3751561 tttatttaaa agttttcgac caccattctt ataaacacgc acaaacaaat ctggaatagt
  3751621 atctttacct cgttgattta tatataaacg aatacatttc tgcactcggg gattgtaata
  3751681 taatctaaat ttcttaccac gtttccctcg aacaatattt gtgtaatatc gttctgtcaa
  3751741 ctcttctttt tgaacctgat aaacctcatt ttttctagcg gcactgtaat aagaaagtgc
  3751801 taaataagtt gctaacatat atttttcttg tactattagc tcatcgatta accactcaat
  3751861 ttgttcttct gttataaaag taatttctct aactggattc ttaggtaaac cacgaacccg
  3751921 tgaacctaca ttaaattcat attcatagtc gtcatcatcc gcacaaaatt ctaatgcgga
  3751981 ccttaatgca ctcatcaatc catttacacg cgcattagac attcccagct cttgaaaaat
  3752041 aatagataag tttcgaatgt ctttacgtgt tagttcaata agacttttat tttcgaagtg
  3752101 ttgatgtatt agaaacaaaa taattcgcaa atcccaacca tattgtttta aagtgcttgc
  3752161 cgcttttcct tgtgctttct tttcaataag aaaatctttg actaggcttt tattttcctg
  3752221 gctaacatac ttctcataaa ttgcttggtc tactattcgt ttcacactaa tcatctcctc
  3752281 aaaataaaaa gagaagcgaa ctcactcctc ttgatctatg aattgaattt actcaaagcc
  3752341 atattttgtg caaaataaaa aagaccagct tatggctgct ctatctgttt taactgatta
  3752401 tttcctactt agatttctct ctattctgag ggtacttgtt gactttcttt tgatgctttt
  3752461 gcaattctgt ctaagcaatc tttgcaaatt tcttgattac cgattcttgt tgtatttgta
  3752521 ttcacaccac aaatatcaca gaatttctct gcggttctaa tgaataagtt agaattgtcg
  3752581 ctgaatattt ctacctttga atttggctta atacctgccg tttgtaactt gtctaatggt
  3752641 acttgtatcg taccatcttc cccaaccact actaaaacac ctaaaaaatt actcatatta
  3752701 ttcctccata tttttcctta ttaagatcct tgtacgaact tccaataatt atcgtagtaa
  3752761 tatactccaa atcctttata tccattgcca atccaaaaat ttccctgctg cgaacctgga
  3752821 gtagtaccga gtgagttgaa tctaatggct ggtacttcaa ttacagagct gaaatttgtt
  3752881 cttttagaat ttatccaaag accatcttgg gctgtgacac caatattacc tgcattcgtt
  3752941 aaacgaatat tactttctgc tccattcaaa tccacgtatc gataataaac tccattacca
  3753001 tctttataaa tacttccaaa gtttttaccg gatccgtcac cttcacctag tatgatgtat
  3753061 ggatttcgag ttttactttt cctttcgttt tcaaatccta ttaccatctt atctgaccct
  3753121 tggtttacaa aacgcatcac ctggttttcc atatgcaaat gttcatttgt attgcttgtt
  3753181 tttatcgtca tacccatgag taatcctgct cttaaccaag atgcttctac tttaccaatt
  3753241 agatctatta aatctgctga gattttaatt ttttctgccg tttgatttat ggatgaaata
  3753301 acactccctt tggacacctt agagcttatt tcatcagctt gaactttaaa ctgagcattc
  3753361 atagtttcta ctaccgcatc gtctctacta tcaacttcat tttttgtata aacatttttc
  3753421 gcttctgctt ttaattccaa tgctttagaa gtttggataa actgagtgtt catttcagtc
  3753481 attttcttat cgtaatcctc tgttaaaaca cgacgcgcta tttcatcaac taacttgtca
  3753541 tagtcagtgt aatctttagg gtgtaatgtg aagtaactcg ctacctcacc gcgttgtaac
  3753601 atcggcttag agaaccacaa ttctccattt cttgttacgt atacacgtaa ttccattctt
  3753661 acagcggttt ccggcactgt tactgtataa gatgttttcg tccaagtatt atctgctacc
  3753721 ttagtattcc accccatcgc tgttagttgt tgattattac catcccaaca aacaacagca
  3753781 cacgttagat aaggattgat atgttcactt aatttatttg taaatagggc taaagaagct
  3753841 gtgatttttt ctcctggcgt aacaggtatc ttagtagtag atgtcacatt tgtgttaacg
  3753901 ttcgccgtct gattaatccc ttttaaacgc attgatggac taccattata tagattagtt
  3753961 gtatctactt cagcggtgaa atttgcgtta ttagatttat accaatactt gaatccgtca
  3754021 acgaattcag catcccttat cagctgagtg ctacctaatc cacctgtata ctcctcgaca
  3754081 aattgactat caaccttcgt ttgaatagct ttcgcattag catctatttt agagctatgt
  3754141 tgttgtaact cagttgtatg cccttgttgg atctttgaga tatctgatat attcactttt
  3754201 aatccatcta ctgtttgtga tacgtcagaa accttcttat tcgttgtagt tatttgttca
  3754261 ttagctatat cagctttctt ttcaactgct actacttgtt tatttgtctc cgttagagtt
  3754321 gaactaacct tatcaacact tgtaataatt tcagcagtct ttttagtaaa ctctgtatta
  3754381 taagtcatat cttcaggagc gatagtccag ttatccaata cagtaccatt cgcaaatttc
  3754441 actccggtta ttcttgtttt agcacctttt acatttcccg tcttcaacat cccaaagtaa
  3754501 acacgcactt tcccatccac aacttttaat ttgccgtgga agtaatgcca tttaccatcc
  3754561 aacattgttt gaggagcatc aaataaaaag tatttaaccc ctggatcacc ggaagctcca
  3754621 ggtgcattat ctttaactcc aatagctgga atactattcc atgtactttg aatccatgca
  3754681 gaaataatat aatcacctgg aacaaccgta aaatctttat aaatccaagt atcttgatta
  3754741 tcttgagtta tttctacttc tacatagttt tcaaactctg gtaaaccacc tgcgggcatt
  3754801 tttatgactt tggcttcacc gttcattttt tccaagtatt aagattgtca ttaaaattag
  3754861 aattagttat tatgtttcta gctgtagata attgattttt tagctcagtc tgaatagaag
  3754921 tgatcgtttg ctttgtccca ttagcatctt gaacaatttc atttgttttc ttttgaactt
  3754981 catcaatcgt atttccttgc gaatcaactt ttttattcgt aacactcaat tcttcaattt
  3755041 gtgttttgat atctttttct gtttgagtaa tcttagattc attttcagta aaacgtttga
  3755101 tatagttctt gtcatttgta ttaattatgt ttgcattatt tgctatacct tcctgcaaag
  3755161 cctttttatc aatctcatac gactgtactt taacatgacc ctctaaagct ttatcgattt
  3755221 cagttttctt gtaaacatct ttgatatcag ccttattttg gatgtcagtt tgaatttggt
  3755281 ccttaaccca ttgttgatta actttagagc caacttcagt ttggagtttc tcaacctcat
  3755341 cctcaatacc ttttatatca gcgtctatga tagaagtatc aggagttaat ctatcccact
  3755401 tcgttccatt ccacagataa aggattggct tttccgggtt acttatgtct aaccatagtg
  3755461 tcaaatcctt agtaggatta gagggtggtg tagcactttt tataattttc gtttggaaat
  3755521 ctttttgttt tattaaaaca gcatctgcga tatcctttgc tatttgcgct gctgcggacg
  3755581 catcgtcagc tgtctgttta gaattgttag ctgtttcttt tgcttctttt gctagttttt
  3755641 caagttgttc aagggtttct ttacttgctt tactacctaa tgagccgaga attttattgt
  3755701 ataattttcg taattcctca cttggatcaa taatctcacg ataatcccca aacatatact
  3755761 tatcttgtgt aggatcagta aaagattcat caccagcaat aacccgagct tctaaatata
  3755821 atttaggtgt aaagcctgtg tctttaattc gaattatatc cccttcatca atcaattcat
  3755881 gagccaaacc aaacaccctg ccaagtgatt gtgcttcaac ttcataagat acaaatgtat
  3755941 ttacacgctt tgctagttcc aatttcataa gcgtcataag acgttgtgga gtcatgtctt
  3756001 cctgatctgt ctcaggcgta tagaaaccaa atttatgctg cccatgttga ttccatcttt
  3756061 gaaacgcatc tgcatctacg atataaggta gacctttatt tatgctttcg atagtgatta
  3756121 ctttgtctcc ctcaccttta acaaatccaa ttaaagctgt acaaatctct cgtgaatgtt
  3756181 caatacgctt tacgccaacc aaatctttac ctaattctat ttcttttcct gtttcacgcc
  3756241 cacgtttttg gatcatatct acataccaac cgataattcg tgatccttta acctcaacac
  3756301 gatattggat ttctaattta aacaacgctg caatgttctt taagaaagta agaggatcaa
  3756361 taaactcatc tatcgtcatt gtatggaatc ctgcatactc agtaatacca cgtttccatt
  3756421 tcatccctac gagtgccaag tctataaatt cgttaaccgt tttgctctct atacgttgcg
  3756481 gactgataaa accctctttt gctatttgga cccaagctcc agaagcatga accgtaacag
  3756541 atttatcatt agaatctctt tcaacctcat tattaattac atatggtaca atgcgtccat
  3756601 cacgcacttc ttttaaaatc aaattttgct gttgtaatgt aatagcttca ggtgttccat
  3756661 caaaaacttt aaattctagc atgtctacat tgtttttaag ttcccattga cgtctatcat
  3756721 cccaataatc ttttggttga ataacggata taatttgatc tgttttaaag tcaacaacat
  3756781 gaagaattcc gcttggtgtt ctcatctgta tctctcccta taactgattg ttgcatttac
  3756841 atcaggtggc attatatcga tacgattttc acctcgtatt acgataggaa aattactaaa
  3756901 gatttctttt atattgattg cattcttccc attgattgtg accagacttt tttcagtatc
  3756961 gataacaatt ttatctccag tatcaaagat gtatggttgt gcattagatg gaactttgtt
  3757021 taccttccaa aattttaaat catcaatttg tatctcgtta acaggctcgt gattatccca
  3757081 tttgcaaatc gcaatcatta cttgtgcaat tttacgttct gtcatcggat ttcctgtttc
  3757141 gtcaatccaa cgttctacaa gcgaagcacc atctttttct gtaccatcta taaacttagc
  3757201 cacatataca gaccacacct tcccccgcct agcgatacgc aaacgccctc ggaattggtt
  3757261 aaatgtagtc gaataatatc cacttgtatc aactaatttt cgaaaactat tgggtgttcc
  3757321 gctattgcca attttcatat gtgcccttgt aatttcagca gtcgcatata gatcattcat
  3757381 attaatgcgg gctaccacat tactagcctc atctaaaaga agaacttcaa cacgacccat
  3757441 ttcacctata tttttggact ttaaagtcat ccatgcctcc atttcaaagt cttgtaatgg
  3757501 accgcccgga atgtttttct tggctatggc accgtagaat cctacctctt ttccgtaatc
  3757561 ttcgcaatat agtgcataac cacccctcga tttaaaacta cctgtccctt tcatatcatc
  3757621 gaattgtccg gtaacaggtg tccatcctat aggagtagcc atttcatccc acatgactct
  3757681 ttctcgttct tgtaccgtgg tttcttccac ggtcagaggg tagcctattc tgaaataatc
  3757741 acgattatgc ggatactctc caaaccatac atctaaaaag gtacttggtt ttttcactgt
  3757801 catttcaatt aatgctggag cttctacact tcctttatta gtaaaaaaag aagttgtttc
  3757861 tgtagaccac tcttgcgtaa atttgtgagt atttattttc cctaatttat atggcattgg
  3757921 acaaatgaat tttaaatttc cttgtccaat ctctacaaat tcatcagcat cgaactcctc
  3757981 atctacgaca gctaaataag ttctgtcagg ttctgtatcg aaaataagtt ctttgggttg
  3758041 atctgtaatt aaccaactcg ctatatcttc actaagtatt ttcatatcaa ctccagatgg
  3758101 agcaataata ccaacaggaa cagaaaatac acgcatttca gtctgtgtat ttaataatct
  3758161 tgctcctgga taactcggaa cactgaggaa attccttctt aacggtgccc atattggtct
  3758221 tttccatcct ctttcgatgt gaatataact cttccgttcc ccattaaatg aaaaagaact
  3758281 catcatatca ctccttttgt ttaaaaaaga aacccaaatc taaaagactg agtttcttgc
  3758341 ttgtgctcta ttttgatatt cagttatata ttgatgactt actcttgcta tctcccgtcc
  3758401 ttccaatata actggaatct caatgtaaac aggttttggt tttgtatatg gttgcttgtc
  3758461 tggattatca ttgtcaggtc tatattgaac aacattagga ttatccgata atacttctct
  3758521 ccatctagaa aggttcccaa catcataaac agaaagtcct tcaaatcttt ccatttgacg
  3758581 accaatctcc ctgaccatat cacgcatact ttcagggaga tgtgtaatcc aatcgttttg
  3758641 ccaatcccca tctacaaaaa tagcattaaa atatttagtc aacggatcat caccttgaaa
  3758701 actaaatatt tcatcgggtt ttaaagaacg tatactatta acagctcctg atacggtttc
  3758761 ttgtaatgca tctcgtacaa cagaatattg tgttttaatt ccttctgcaa ttccatttgc
  3758821 catttgaaca cctgtaaatt gcattttgtt tgaagtactc cctaatgcta actcgtttat
  3758881 taaagcctta tttgcctttg aaccaagtgt acgactctct cgttcagcca tataagaacc
  3758941 cttttgaata cctacagcaa acccttcact aaaaggttta cccccttgat ctcttgttag
  3759001 ctttggggtg agtttacatt aagggtagct tttaaagcct caaatgcacc gcgtgctaaa
  3759061 ctagctgcta cgtttcttac attccaatct ccatttgaaa tacctctagc aaatccacta
  3759121 gaaaatgctt cgcctgggct aatcgaacta acacttttta gaccagaatt accactttcc
  3759181 gctacattag aaccactcga cctcgcttgt ccttttgtat tttccatacc ttgtgcaaac
  3759241 tgactaccac ctttttgacc ttgtggagta ccattgattg tattaaaacc agtatgagcc
  3759301 ggagtaacag cttcaagagc acttcctctg atataacctt tttgatttac aataccactt
  3759361 ccgaagcctt gtccaccttg attacctgct gggcttccat taatagtgct aaaagcgtta
  3759421 tgagcactac caactacttg caatgcgctc cctttaatat agccatcttg acttattatc
  3759481 ccttgcccta gttcgctacc actcttactt ccgccaccgc catcagttgt actacccata
  3759541 attccttcta cagcttgttt ttttcctgtc gctgcattct ctggagccat attaccagaa
  3759601 attccattag cctgtgtttg acttatatca aatccgacct gagttagatc taacttagct
  3759661 ccattttcaa ctaacagtgc aatcgccttt gctgctagct cagcattaat agagccattt
  3759721 tgcatccctt gaacaagcgt ctgcacatta aattgaccag cttctccaag atcaacttga
  3759781 acattacttt taatatctaa ccccatagtt tgtgctactt gtggtaaaga taaagctcca
  3759841 atttgcatcc cgttaattaa agtttgaata ttattctgac cttcttgagt agcatctact
  3759901 ttcacgccat ttttcacttg ctgttggaaa aactgaaata cagtatcaaa agataaagta
  3759961 cctgtttgaa gtcctgtaat ccatgagtcc attgtcattt tcccgtagat tcctaaatca
  3760021 attgtggtat taccctgcat atttttactt aggaattccc tcacttcacc agtatctttg
  3760081 gttttaatac catcaatcca tttttgcatg gattcaatac cactttgtga taggtccact
  3760141 ttataaactt ctttcagttt attagcattt gctgttgcta cagctgaaga atctaattct
  3760201 cccttttgaa gcttctgtaa gaatgtatca attgtgaatt gcccagctgg tcctaaatca
  3760261 attttcattt tcccatcaat ttcttttgcc attgattcag ctaacaatct agatgactct
  3760321 gtaccctttt gtaattcaga aagatacatt cctatgcttt caattttaga tttaccatat
  3760381 tgcaactcat actgaagtaa tttatcttga taatcttttt ctgccttttc ttgatcactt
  3760441 ctaaatcttc gctctagatc agctgatttt tctcgaaatc catatgcggc tttaaagcgt
  3760501 gcccccagcc tttatcttct gcttcaatcc ttttagcttg tgacgctaag acctcagcat
  3760561 cttcttcctt catatgctgt tgcaatactt taaatccatc atttctaata gattgcaaat
  3760621 cattcacatg ctttgattca taaagtgcaa tagcatctaa agttgctttt ctttcttccg
  3760681 gcttaatttc acctaattta aacgcttttt ctacattttc acgccaacct ttagtttgct
  3760741 tatctaaaga cttaacaccg tcttcatata cttttatgat gctttcaaac cgtttttttc
  3760801 cagcatctaa agataacatt ccgccagctt caatctcttt cgaaatagat gtgatctctt
  3760861 ttgctttcgt atagaattgt tgaacatttt tgtcagcgac ctgtaatgct tgttcgaatt
  3760921 tttgagcgaa gtctttcggc attttcaagg tatctccttg atacctttta ataccctctt
  3760981 ccaaaatctt ttctgcttgt gtagcaactt caatctcttt attaatggat tcaatgacat
  3761041 tattcttaac ttgttctaag gtttgtttgg cactctccgg gacagctccc attaactgac
  3761101 taaacatctt attgaattcg cttttctttc cttctaactc tttaatgact tcatttgtca
  3761161 ttctttgaaa agctttaatg gtttcgtcag ctgctttatt cgcttcttca cctgttttaa
  3761221 gctttaaatc catcatgtta ttgatagcct tatcttttaa atccatatag gcaccagctg
  3761281 ctttactcgt tgcttcactt actctttgtc caaacttatc catatcattt tgtgcctgtt
  3761341 tggatttttc gttcagatca acaattgcta tacctagcgc tcctacagca agaacagctc
  3761401 cagtaattgc taaagcaact ggatttgcta ataaagcacc gatacccatc gctaaaaatc
  3761461 ctacagctgt tgttactccc gctatcccga aagctaataa cgaactttta gcaatcattt
  3761521 gttgtgtaga tgcatctaaa ttattaaacc aatccactac accttgaaca ccctctacca
  3761581 cgtcaactaa tatcggtaac aaagcatctc caaaggactt tttaagagtg tctacagcac
  3761641 cgcttagctg ttcaatttta cctttagttg tattcatctt cgtctcagca acttctaatg
  3761701 ctgttacctt cgacatttct ccatacatct tattaacgcc gtctgcgccc tctttataaa
  3761761 ggattgttgc accacgtact gcatcagaac caaataatgt ttctaacgcc atacttcttt
  3761821 gttgatccgt taaatctttc atagattcgt ttaataatcc agaaatttta tccaaccctt
  3761881 gaatatgtcc ttgctgatca tagaattttg aagatagaaa agcggaactg gttgctaatt
  3761941 cacggaatgt tgcatcacat ttatcattcc atttcgtaac gccttctgtt ttcattacat
  3762001 atttttctaa agctacttct atatccccta catttctgga agctggttga ataccgtttt
  3762061 taaccaagaa atcaaaacca gcttgtgcat tgtacgtaat tagacccaaa tcacgcattt
  3762121 tgttatatgc ttcttttgta gatgggttta accgcattag catggttttt aaagatgtac
  3762181 ctgcatcgga gccctttaat ccgttttgcg caaatactgc caaagctgta gctgtatctt
  3762241 taaacgtcat ccctgctcct gccgctactg ctgatgatgc cgataaacca tatttaagct
  3762301 ctcttacatc agtagctgat gcgtttgctg cacccgataa aatattggct gcatctgcta
  3762361 ctgaaaggtg atcagcttta aacgcattta aagctgtcga tgcaatttca gctgcttctc
  3762421 ctaattctag ttctccagct gttgctaagt ttaaggcgcc ttccaaaccg ccattaataa
  3762481 tctcagtgag gcttaccccc gctttaatta attcctctat cccttgacct gcttctacag
  3762541 aagagtattt tgttttttca cccatagtga ctgctaggtc accaatttgt ttcatctctt
  3762601 ctccagtcgc accagaaact gcttgaatat cagccatttt ctgttcgaag ttcatagatt
  3762661 ctttaacagc catcgcaagc ccagcaccaa taactcctgt catggctgca aaggtagtac
  3762721 caacctgtcc gcctacatct tgcattttat tccctgtatc acgcattcgt tctccagtac
  3762781 ggtgaagacg attttgttgt tcagctaatt cacgatttgt ctctcttatc tcattttgaa
  3762841 ttcttgcctg agctgtttca gcacgattca tagcaattgt attattgtca atttgtgtat
  3762901 ttaatctttg taacgcctgc ccatttgctg tatattcagc ctgcaattgt tttaattctt
  3762961 gcttcaattg ttttgcttct tgcgaattac gtccaaagtt ctgaacagcc tggttatact
  3763021 gtgtctcaag acgttccatt gatgctgcca aggttagatt tgaagcttgt aattgctctt
  3763081 gtttttgtct tgcttgttca attttttggc ggtaatgttc taccttttga ccttgtaagg
  3763141 tgaatttttc attcaaatga gctaacttat tttgtaactg ttcaacagaa ttaccaagta
  3763201 atctagctct ttcacttgtt aaattgaact ctgaatctaa taaacgtaaa ccacgattaa
  3763261 ttcctgctac tccattttca aaacgttggg tatcaagcgt gactcgggca ccaatctcca
  3763321 tatctccagc catttacctc acctaccttt acaaccaatc tggtgcttgg tttgctgttc
  3763381 tgactacatt cttatcttct tgctttttct tataagctaa tgttttaaag aaaagtacta
  3763441 aatccatctg attaatatcc gtttgggaca taccagaatc ttgtaacatg ctatatatcc
  3763501 ctaacatcat ttctgttgga ttgaacggtt ctttctgttt ctctgtctct tttttttgct
  3763561 gaatttgcct tcgaatcaat tgcattaata attgctacag cttcagcaat gctacctaca
  3763621 atcgctaaac aaatagaata gatcgtggat gtcagaaacc aggcatgtac tccttctaag
  3763681 aactcttcta cagtgaatcg gttaccaaaa accttaacaa caaattgagt cgcttctttt
  3763741 aacaagtcaa aatgcaccct atcagcactc aatttttctg tccattccga agctataaaa
  3763801 gcatcagtag ctggaataaa atgaggtaaa aagaatattt ttttaccaga agataagttt
  3763861 aaaactaatt taaatgactc tgctttttga ttttcttgca taattaaatc tcctttcata
  3763921 aataaaaggc acagcattaa gctgtacctt ttttataatt ttatttgcta agtgacggcg
  3763981 ctgtttctgt tggtggtgct ggaactgttt taaaccagtt cgctgcaacg gttgcatcat
  3764041 atcctgtttc ttcttcatct aaacgatgtc tccagtttcc atctgaacgt tggattgctt
  3764101 tgcatttaat tttagccgat tggaaagttg gtttatcttc agctgtcttg tgctcatctt
  3764161 caggaatttc aaatttcgtt ttgtagtagc aataaaaacg gtttttccca ttgtcttttg
  3764221 gtaaacggta taataacgct acatatggag caacatcatt aacattatca attacctggc
  3764281 atttaattag ttttttccct aatagttcag cgtacgtaga taatgaaata tccgctgttt
  3764341 ctagttcaat ttctacaccg ccaaaggcac ttgctgttgc tagtggacct ccttctgcat
  3764401 agaacgttac ggattcattt ttaggcgaag ccttaccact tactgcatct ccaattttct
  3764461 taggtgctgc atacgtaaac ttgccatctg gtgtttctgt caaaatcgca taatgtaaat
  3764521 ctctaaaatc gactgcaatt gccatatctg ttttcctcct aaatttttaa ttcagtacga
  3764581 aatctcatgc cataatgata gattttcgta tctggttcat ataaatttgc tgttgtaata
  3764641 cgctgaaatc ctatattttt catacaagtg tttaccgctt cttttaaatc ccccttcacg
  3764701 ggactaaagg accaaatatc tacttgaaat aaaataatgc tggtagattc cacaccctct
  3764761 gcgtatctcc cagcaccatt atctagctca gaataagtaa tccatgtttt tccgttatca
  3764821 tcaccacgaa ccatattgta gatatattct ccaccaattt tctctacaat aaaaggattt
  3764881 gtaagagcac gtaacacatc tttttctaaa aatctcatac gatatgcagt gccgctgcaa
  3764941 agacatttcg catctcatga actgccttta cttccgtgtg ggttactgtc ttttctataa
  3765001 accctttatg tggtggatgg ggcattttac tggttcccca gttttggaat ttcatataaa
  3765061 agtgtgggga attatcatct ttttcccacc ccacactaat tgatttgact ccatttcggg
  3765121 tttttatttt tccgacaagc acctcatcct ttgcatgttt acctgttctc catgattctt
  3765181 ttggtgaagg tggtttcgga tatgcactta ctggactttc tgcctctaaa gcatccctta
  3765241 ctaccccagc acctttcttt aatgctgagt tttcaattgt ttttacactt ctccctaaag
  3765301 cttcaaaacg ctgaattgct tcttgtattc caaaggtcgt tacttctgcc atatagatcg
  3765361 ctcctcacac accaagcatg tttctttatg ttgctcatca acatctacaa cagcttttat
  3765421 ttcaaagagt cgatcatcat acaagactcg cattttcgaa tcaattcccc tacgaaatcg
  3765481 cataaaaaaa ttcactgtac gtaccgcatt ctcggtattt ccagcgaata tttcataatt
  3765541 aaatcccttt ccaaatggtg tttttgctct tgcccaaaca gtgacaacat cttcccattc
  3765601 ggacggaatt ggattccctt cttcatcttt tttatttgta atttcttgtt gaattgttat
  3765661 tcgtttattt aatttacttg gattcatgat tatcaccgtt attatagtcc cttaattgca
  3765721 atatggtaat ttccaatgac tgttttaatg cagggacatt taatgactta tcttgatttt
  3765781 catagtttaa taagacatgt gtaattactg ctattttgta aagcgccttt tcactttcag
  3765841 gaacaccaga tcctaataaa gcttcttttg ctccatcaat tagaagttga ataactgtat
  3765901 cctcttcatt cccatcaatt tttaatttcc cttttataag ctccagcatg ctatcaccta
  3765961 cgatcctgaa gcgcttgttt tcgttgataa ttcaacgctt aatattgaac ttaatccgtt
  3766021 attcccaaca gctttcactt gataagaata tgttgtatca cctgttaatc ctgtatcttt
  3766081 atatgttgtt gctactgacg ttcctacttg tttgccatta cgtaatattt gatattctct
  3766141 aatgccccca tcatacacaa caggagacca actaatgttg gccgtagtta ctgttataga
  3766201 atcaactttt aatcctgttg gttcttgggg aggattaggg tgtagtctgt acttcagcga
  3766261 tacggaatgc tgatttcagt ttaattttat gatcaaccca agctgttaaa acaaataatt
  3766321 caatgcctgt tttcacatct ttgtcacgat cataaatcat atttggatcg tagttgaagt
  3766381 gagaatacct gaaatcaccc acaatagggt tcactgctga atcacagaac ttaactggtt
  3766441 tccctaaaac ttgttctggt tgagcattat ataaagtagc actaccatta gccagtgttt
  3766501 caattatttc taaataatcc gcgtaacgca tttcaatagt tgcatttgca cggaaatctt
  3766561 catgtaaatc tgcaactgcc gacttaatag ctttatacaa agtagcacct ttaacacttt
  3766621 taatgccagc tttatagaat gacatggatt cttctccagc tttaggggtt gttgtaaatg
  3766681 ccactttctt ttcttttgct gctaaaccac tttctaacgc ctgatctaca acttgtacta
  3766741 agtttgtatc tgttgacgct aaaatagttt ctgagatagg tacaaaaacc ttgaatttat
  3766801 gacgtccgaa tattacaaca tcaccttctg cttttagttc cttcgctgta tctgtatcag
  3766861 caataaaatc atcatcatct aatgtaaatg taactttagg aatttcaaga ttcgttacac
  3766921 ttgtaaatgt agatacttcc cttaatggat ttttaacgaa tggttcatgt aataattcat
  3766981 tcgtcattgt gcttgggaga attttttctc cacctgttga gttcttatca ccaagagctg
  3767041 ctcgtgcttc ttgtgataaa gtaccaccgc gaattgtagc gcgaactaac tctgctttcg
  3767101 ctgcaattac cttttgcttt ggatcttcaa tagattgtaa accagtttga gtttgaaatt
  3767161 gcgctttttg ttcagcttcc atcgtgtcat gttgttcttt aattacattg aagcgcattt
  3767221 gaagatcttt cttggattgt tgtaacgttt gtagactttc catggttgcg gatggatcaa
  3767281 ttgccttctg agaaagttca ttctctactt tttggagctg ttgaccaata gtagataaat
  3767341 tttgttttaa ttcaaataat gtattttttg aaaagtattg aaagttacca agagataatc
  3767401 gaaatttatt tttcattttc atgaatgaat tcgtcctaaa attgttttta tatagtccgc
  3767461 gttagctttc gcttcttcgg caattttttg tcgttctaac atttcgtttg atgatatgtt
  3767521 agcttgtgca ttaactaatt gttgtggaat atttttatat tccttcatcc acttttcatc
  3767581 tagacatgct gttgcattat ttgctggaat aatttcatca caaagtccat accccattgc
  3767641 ttcttcagct gataaccatg tctctgcatc tagtaattgt tttaatgtat cttcatctaa
  3767701 cttgtcacca gcacgggtta gatagtgttg taccatcgat tggttaatac gttcaatatc
  3767761 atccgctgct ttacgtagct gatcggcatt tcctgatgca tatgtccatg cattgtgaat
  3767821 catcatcatt gaattagcat acataataat tttgtctgaa atcattggta atactgacgc
  3767881 acatgaagcg cctattccat caatataaga gataatcttc gcatgatgcc tttgtaacat
  3767941 tgcaataata gccatcgttt caaagacaga tccacctgga ctattgatgt aaaggttaat
  3768001 cgttttaata tcgtcaccta gttcatcaag ttcatttttg aacgtaatag aagatacttc
  3768061 tccatactct tcccatgcat actttgtaat ttctccataa ataaaaacat cagccgtttt
  3768121 accgttggcg gatgctttca tttgaaaaaa cttattctgt ttgttctttc ccactacttt
  3768181 tcaccccctt tcgttgagat gggtccatat caattgggta taaatcacca gaaatccaca
  3768241 attgagatgc tgaacctccc tttggtggtt tatcttctaa ttcacgcacc tcatctggtg
  3768301 ttagtccgcc acttcgaagc atcatttgat aaaactgtgt tcttgctgct gtatcgccac
  3768361 gtagtaaacc actcatatta aatttaaaat aatatccagc ttgtctctca gctttattta
  3768421 gcaattttcg gttcatttct tgttcatact gccgagcaat aggagttaaa gtcatttgaa
  3768481 caaactgaat cattagttgc tcattgctac tataactctg accttccgta tcatttaaaa
  3768541 aagaaacagg aacattaaaa acgttagcaa ctcgcgaacg agtaattcgt tctgatgcta
  3768601 acgtatctga agcgaagtat ttccgctcca tttcttctat attcacacct ggttccctga
  3768661 ataaaatacc accgttctct tgataaaatc ttctaaaatc atcaatgatt ttttgtctct
  3768721 tatcattatc tacctgtgtt gcataatcca aaataaaact atctttcttc tgcatttctg
  3768781 acaaactaaa ttcttgtact gccttatcat attcaagagt atttctcaaa acatcaattg
  3768841 gacaaatacc tttccatctt gaaatacctg tgatgtgctt gacatgaaac atgttcatat
  3768901 tgtggatgta atatgtacct tcaatcccac gtacctcata ccacaaatta ttatcatccg
  3768961 tgtttaaaaa aggcgttaca taagcggatt caatagggat taatgattcc acttgaaatc
  3769021 gaatgtcacg gatgatagct gcatagccat tcccagtctc atttcttgaa acttcaattt
  3769081 tatttatcca ttcaaatccg gtcatgtttg gattaggttc attcatcaca acatcagaca
  3769141 cttggttaaa aaccgtgtca taatctttat aaagctttaa tggcaaagat gctaccgtat
  3769201 tagataatct actaatcaca ctgaaaatcg tctcatttgt agctaacttt gcattatcaa
  3769261 tcccccaaaa cttccttcca aaccaagaag tgaagttata cccagcacct ttccatccca
  3769321 atgaagctcc tttaatggct cccttaaaac gattaatcag cttcaatttc tcaccgcctt
  3769381 tctatttaaa aagatcgtta actgatataa attcaatatt tccatcacct tgtaattgag
  3769441 ataacatagg gattacttct gtgtgagcat ttaaaaacgc tgcaaagcca tcaatttttc
  3769501 gatatttact ctgtttagat ggtaaaaagt tcccgttcct gtcttccaca agctttacat
  3769561 tgttcatata ccaacggaaa agacggtttt tattactaat tatttttcca tccaacaaca
  3769621 attcttttac atcctttaat gctgggctta aagttaaatg accttgtcga actggttcag
  3769681 ttttaaatcc atacgctttc aaatcttcat ttaaacgata agcatttgct ggatcataag
  3769741 taattttctt tatgaaatag tgttcagatt gctcaacaaa ccaatcatac acatactcat
  3769801 atttcacata ctcaccaggg ataatggtga gccaaccttt ttctttaaac tctttaaagc
  3769861 taatattttc gttatcacga tcaactttag cctgcggaac ccaactatga gataatacaa
  3769921 aaacatttcc atcatctaaa ggaaactcta aacaagcact tgtaaaatct tctgttgcag
  3769981 ataaatcata acctgcaaca cattctttac cagctaatcc ctttatatca ataacttctt
  3770041 cattcctttt taatatctca ataccaacaa aggacatttc atcattatca acaaagatgt
  3770101 taaattgctt tgtaatccag tcattttttt cagcatctgt atgcttgtct gtattccaat
  3770161 catcaataag cgatggaagg tctagcgaaa ctcccatatt agggtttgct ttaatccata
  3770221 gttcaggatt ctcaatttca tctacactat ccatttcagc catgaaataa aactttctat
  3770281 cttggtcgat aactccttcc aaaacatccg ttgcaatttc atagtattga acaagcggtc
  3770341 cttcaagctg atatcctgct gtagtgatat aaacaatcat tggttgttta cgtgcaccac
  3770401 gtgatttttt aataacattg attagcttaa aattcttaaa ttcatgtatt tcatcaaaaa
  3770461 taccaagatg tgtatttaat ccgtctagct tcttactgtc agatgcacga ggttcaattt
  3770521 tagaatgcgt tttatcatgg aaaatgcctt tctgattttc acgtaaatgc ttccgaagaa
  3770581 ggggggattt ttgaaccatt gcacgacttt catcaaacaa ttctccagct tgttgttttg
  3770641 tatttgccaa aacataaaca cgagcacctg gctcattatc tttagcaaca gcataattag
  3770701 acaaaccaga aatcattgtc gttttcccat ttttacgtcc aataaaaata aggccctcac
  3770761 gaaagcgcct ataaccagta tccttatgaa tccatccata taaagaacct ataacaaagt
  3770821 gttgccacgg ttgaagaact aaccttttat agtcaccttt tgatggacga caaaattttt
  3770881 cgatatatcg tattggtcta tgagcctttt cttcatcaaa tatccaagga aactcctcag
  3770941 tcccctgtct ctttaaatca tttagatgac gttgacaaga caagatgttt ttcttactag
  3771001 ctattatgtt tcctttcaca acttgtccag cataccatgt tgttcttagt tcaggagatg
  3771061 gatcgatcaa aatattaaaa tgctgtatct gttcatttcg ccaattttta taccacttag
  3771121 ctatttcaga tggcttagaa gttgtcgtaa tcatcatcag aatctccagt taactcttcc
  3771181 tgaagctttt tccggcttgc cccagtcaac cctagctccc ctaaatattg acgaatctgc
  3771241 tgtaaatact taggtatctc tggaattaaa gtatgcttag ttagatttgt agcgcctgct
  3771301 ttatttgtat actccattgt caggccttct tttttaacat tggctgccat ttccctaaac
  3771361 atttgataac tgaaagcaat cgcttcaact acaattggat cattgatatc agccttacct
  3771421 tctccttcta aaacagacca aatacgaatc caagtgtctt ttcctacctt ctttaaatga
  3771481 gtaggcggtt tcctttcatt caatccttta tccacgatat caccccactt acattttatg
  3771541 gataaaaagt atcaatttaa aattaaaaag ctcttatttt tagggtttac ccccctttag
  3771601 aaaaaccact tgcgctgcac acgaaggagg cagccggtct gagcggaaac ggctctcaac
  3771661 aataaaagga ggggggctat ataaattctt tgttcgcttt tacttttacg aactgaatct
  3771721 ttcttttatc tttctttttc cctccaccct tttcaggatg ttctttgtta tgacatgcat
  3771781 tacataaact aattaagtta tctaatgtta atgcaagttc aggatattca cttctttctt
  3771841 tgatatgatg gaccatatca gctggtactg gtatcaatgg atcatgcttc atgcactctt
  3771901 ggcaacgata gttatctcgt atcagcgcta actctctaca ccttcgccaa gctgtgctgt
  3771961 catagaactt cttcgcttct ttatcccgat tgtatttatc atagaacttt cgttgttgtt
  3772021 ttgttttgta tttactcatt atctttaact gtatttcgat ctatgacttc accatcacaa
  3772081 taaaattcaa cggtttcaac tcctactgta tacttgctca taaccttttc taactgttcg
  3772141 aatgcactta cacattcatt gatagctaat gtaagttctt caatattcgc tttcgcttct
  3772201 gtcgtatcaa tatcaataag agctgaaact atattttgtt ttgtcattat tcaacactcc
  3772261 ttgtcttttt tctttatata ataaaaagca tccgaatgga tgcttttcta tcaattatta
  3772321 atttatgttt taatttcggt acatgaagtt ttattctttt tccaattacc taatgttgtt
  3772381 acaatcatct gtgccaacat tattaagtga ctggaagaag agcaaaagct cctccttatt
  3772441 aacggtaaca ttcaatcaat accatctgct ggtttcggat tttatgtgcc gtcattacga
  3772501 accgtttaga attttagaaa caacatagtg agttgtgttt tccgccactt ctcacaatac
  3772561 aaatatatca tgttaaaaac caaatcgtgt ccgtaaatag ttcacaaata gtccgcaaac
  3772621 agttcgcgat tttattaata cgtaactttt aatccagctg cccttaattc tttcataata
  3772681 tgatatccaa catcttcaat attatcattt actttttgat aaaccagacc tgatatatca
  3772741 ttcggtaatt ccacaccgtc tttataaaga gtacaaacct tagctcttcc taattttcca
  3772801 ataaagaatc ccaattcaaa aattacattt tggcgagctc taaagctata ttcttctacg
  3772861 gattttgctc tttcctttac actacaccct atatcatcag gagttaatag aacaaacgca
  3772921 tattgaacat ctgaatgttt ctcaaacttc tcaagaactg ttaacccttc attagcttcc
  3772981 ctatgtaata ctacaggctt tataccaata ctattcaaga atatttctaa ttgctgtttt
  3773041 aaattatcat catgtccatg tacgatgaat actttagtgt tatcaacttc cacgctagct
  3773101 gcaacctctg cttcttttaa catataacct ggaggtcctt caagaagctc gtcacttaca
  3773161 tctttcaatc ttcctgccgc tctccatttt cttgaagggc cacctactct aacgatagag
  3773221 ctcttttgat cttcatattc gattctatct accagaatat ccaattcatt ttcattctca
  3773281 gatacattta tactcatttt ttgaatatca tttattttta ttacccttcc gtttaatgta
  3773341 aaatcttcgc cttttctata ccttgaaagg taacgttctt caagttcttc aaatgtaata
  3773401 ttaaactttg actcttgaac tctagttgtt aaattaattc taatatgata atacataata
  3773461 tccctcgact ttccttaata gtaataattt acatcactta atattttaaa cgatttatat
  3773521 attttaagta agaaataacc ctaaatttca tacatatttt tactttacaa tcgaaaatac
  3773581 ttaaaaatga attagctata aactagattg tgttaagtta gcctatctcg ttttttctta
  3773641 gagatatcaa gctttacagc attccatcaa aatgaatttg acactttcag tttaaagcta
  3773701 attcaataaa tgataaaaaa ataaaggaat cagattttga atttcctttg ataatcattt
  3773761 aatgtatctt gttggattcc tatatacctt aaagtctctt tctggtctgt atgatttaac
  3773821 atttgctgta aagcaactac atctttaaac tgtttataat gatgataccc atatgtcttt
  3773881 ctaagtgaat gagtaccaat acgttctaat ccaaactcct gcgctgcttg attcaatatg
  3773941 acgtatgcca tcgatctcgt aattggcttg ttcttaccat tcctactttt gatgagaaat
  3774001 tcattctttg gttttccttt ggtataatct cttaatgctt tttttaaatc agatggcatc
  3774061 tttacatctt taatcttatt cgttttcttt tcacgaataa aaatattcca tccttcaacg
  3774121 tcacgtactc gcaagcgtaa aatatctgaa atacgtaatc ctgtattaat accaagaagg
  3774181 aacagaatgt aattacgttc attctgttcc ttgaaatatt cttttagttc tttaatcatt
  3774241 tctttgtctc ttatcggctg tacaatgttc atactacttc tacctcttca gtttgtgcct
  3774301 tctgtttata tacttctttt cgcaaactga aagctaaacg taataaagct ttccctttca
  3774361 ctttataata cgtagttcta cctaatctca ctgcatccat tatgtccgga tcatacccct
  3774421 tctcttcttc catataatac atatgaatga tctgtctttc tctttttggc aatctgttta
  3774481 cagctctatg aacccaattc ataaatttat ctctagccat ttcatattgt agcctttcaa
  3774541 tcgctatgtt ttctgtagaa ctgttgaatt catttgttac ggatggagga acaattgaat
  3774601 acgatgcagt tacttttggt aagatgtcac ttggcatttg agataaatac atacgatact
  3774661 cctcaaatac tttttcaact tcattttttg tctcttcttc atctaaaaca ggcattttaa
  3774721 atgataattg tttattcata ttaaattcct ccattgttat tatttttgtc ttactgcccc
  3774781 acgtctgcgt tcataacgtg gtccacgaac tcccattaac tcttcaattt cacgagtgct
  3774841 aaatttttct tttctttttt tcttattttt cttctttgct tgttttgatt gctttttcca
  3774901 ctcgcgtagc tggtccttta acaccttcat ttccccatct cccttttcaa aataaaaagg
  3774961 atacctattc ctaaaacagc tttaattgct gctttaatga attggtgtcc tctagttttc
  3775021 tagccggact gtattctgtt gcatttactt taaaatacca gcttgtacaa aaatgtttct
  3775081 ccaagcttta ttaacctgat acttctccac atcttttgca cgacgagcaa tcgcttttct
  3775141 gatttttctt ttcttcaaag ctgtcattct cctaacctca ctttctattc ttcaacataa
  3775201 tactgcctca tccaatacac acacagtatt atggcagcta tatcccaaag tgaatctaaa
  3775261 taattttgta ataaaaactg atttgcaacc tctaatccat tctcgatagc tgttatcgtg
  3775321 aacagcattg ctgaccattt attaacttga ccattttcaa ttacaagtac aatagctatc
  3775381 aaaagtgtcg ctccacctaa cgtgtccgct acatcccacc atttctgctg tatcgctgct
  3775441 ataattgcta atcccacatt aagtgcgatc agtaacgaga ataaatgttt ataaatcttg
  3775501 ttatttggta acatgttttc tcactttcta ttcaaaggat tattttgtta agaattgatg
  3775561 atttctttaa ttctattaag cttgtctaag tgattatcat ttagagtttc tcgatcaata
  3775621 ccaatacttg ctcgtctacg tgtattcatc gtttcgatat aacaagaatg tttattttcc
  3775681 ttatccttag cgaccatctg aattccttcg aaagaagcat cacatacata cctagtatct
  3775741 tcgaataact ctttccaatt ttcttttaaa tacaatccca tgtaatattc gatatcctcg
  3775801 ccacacgaaa cgcttatctc aacttcaaac tgatcatcca ttgttgctac aagaaaaacc
  3775861 atccaagcac ttatttcagt taatttgcca attccttctt tcattcccct ctacctcctt
  3775921 attaatatcg aaaagaaata taactcggat ttaccacact agttacaaat gattcgctat
  3775981 aaaaatactt tggtttaacg tgaaacctct tgcaaagtat ttgtatttga ttaaacgatg
  3776041 gaatgattct tgatcgctct atctcaatca acttattaat atcaacctcc aacaattcag
  3776101 cagcttgtcc ttgagtcatt ccgaataaat gccgaagttc cgttagcttc tctccattaa
  3776161 agttactcac aacatttctt cctcccctga ataaaactca atattccgtc catactataa
  3776221 atgcacttga gttctgaact tccttctaaa cgcttttctg gagagcagtt agcttttgtt
  3776281 agctgctctt taatttgatt cacaatacac ttctttaggc tcttccgcca tgaattgatc
  3776341 gccattaaac cattctgcat attcccaaca aaacagcgta atatcaaaca attctccttt
  3776401 atcatctaaa ccttcgttga aatttacacc ttcaggtaac aaactttcaa ttaccttttt
  3776461 gctatcttca tttagcttaa ctaaggcgta atacaatatt tccccatcag cgtcataatc
  3776521 gtatatttca agactattta ataagtcaat tgctttttgc ttatccatat ccattcccct
  3776581 ttgctacaaa atgaaatttt tatattaatc ttcatcaagt tccgtaacag ttaaacaatt
  3776641 tctaggattc tttctctttg ctagtctccg ttgatatgcc tgtgtcgtat aaaagtatat
  3776701 tgtttcagga agtacgccca tatgttgagc gcattccatc atggtcccaa tacatatgag
  3776761 cgattcgcct ttataaacga cgtattcctt tgaactcgtt atgacactca ttactcaact
  3776821 ccccttttct actaaaatag cgtttttgtt tggttttttt cttcacataa tccgtcctat
  3776881 ttgattttta cataccacct aatgaaatta acgtaactta ccttgttata ctttctgtgc
  3776941 cacttgaatg acttatctaa tgaattttct atagaattcc aatgattcat ttcaaaatta
  3777001 ataaatacaa catttctttt cttttggaaa ttatataatt gacgtttacg tgtatgtctc
  3777061 attacgtcac ttctttctat tcaaataacg attttatttt attcttgcta accgctccgc
  3777121 ccttgtataa gcgtactttt tttacacatc ctattaaaaa tctcttttag ggtggtgcta
  3777181 atttgaagaa gttatttaaa tatattttaa tctttttgtg tgtagtgttt tatattacat
  3777241 ttataagcgg tataatttat caaaactttg tccgtgaaca ttttattcct ccagccgaga
  3777301 aatctaagct ggaacatgat gctccatgat tgttataaat acttccctcc ctatatgagc
  3777361 tcattatttt cattatgatt aggtatcagg ggtgctttac aaggcactct ttagtttaaa
  3777421 aaataaagat tttattaaaa caacttaccc cctgaaaaaa aacacatata ttatcatgta
  3777481 ctcttttaca ataagagtct tggtctaaag agcgcttttt aaggcgctct ttttatttaa
  3777541 aataaggatt ttgcattaat tccctctaac tgcatttacg gctgctgcac aaacagcaat
  3777601 tccaaacttt tcttcaataa tgtaatcatt gtcatctatg ttaacttgcc aatcaccaga
  3777661 ttcgttttta atactcacgt cacgaccgtc ttcatgcaac tgatccaaga taattgccgc
  3777721 gtaattgatt gcatcgaatt tttctattgg catatcatga aacgcctttc catctttccc
  3777781 ccaatgagtt tctacctttt cccatctaag cacttcatga gcaattacat catttaattt
  3777841 ttcaacctca ttcaaatcct caaatgagat ccaactctct tcaaaatgag ctacaaagtt
  3777901 ttcatcaata acgctatacg taatgcaacc aattctccat tcacaaccat catgtgctat
  3777961 tacagaatca tattgtttta aagcttcttc attcttatca actgcattta tttcaattgc
  3778021 accttttttc cacatttctt ttgctttctc aatattagac atctttcatt ctccccttcg
  3778081 tttttaaata agaattttgt taaaaaaatt aatttaattc tccatccttg tgcactctat
  3778141 acctaaaagg agtaatcatg aaaattttaa aatacatagc ccttacaatt ggatggctta
  3778201 cattactatc tctttggtat gtagcattct ttcattaatc tctgttatag ttctcggcct
  3778261 aagagcaccg cactctccaa tggtgctctt tttaattcaa ataactattt tgtagtaatc
  3778321 ctttataaat cgcgcataaa cttttataat ctttatataa aaatattgaa aatcatttaa
  3778381 ttataggggg cgttttttat gctacagggc attaaccata tttgtttttc tgtatcaaac
  3778441 ttggaaaaat ctattgaatt ctatcaaaaa atacttcaag caaaattatt agtaaaaggt
  3778501 agaaaattag cgtattttga tttaaatgga ttatggattg ctttaaatgt tgaagaagat
  3778561 ataccaagaa atgaaattaa gcaatcttat acacatatgg ctttcactgt aactaatgaa
  3778621 gcattagacc atttaaaaga agtattaatt caaaatgatg ttaatatttt acctggccga
  3778681 gaaagagatg agagagacca aagatctctt tactttacag atccagatgg ccataagttt
  3778741 gagttccaca ctggcacttt gcaaaaccgg ttagagtact ataaagaaga taaaaaacat
  3778801 atgacttttt acatataata agaaagctag ggctttctta ttttttatca aataacgctt
  3778861 ttgtttagtt ttctttatat tcaattttgc tagcatctat cgtttcaata ttttcaattg
  3778921 aaccaaagct aggatgctca tttattcctt ttagccattc tgtaactacc ttattaattt
  3778981 gttcttgaag cttttcccct tcgtccatcg gcacacctga aagccaatat tccgcaacct
  3779041 ctccacattc atcggttgct cgttcataca attcatccaa caatacatct gcattgatcc
  3779101 atggagaata ctgtttgaat tgtccaattt ggaattcatt atcgactgcc gctctatccg
  3779161 ctaccatttt atctgtccaa tcttttaaag ctgcttgaat agcttcttct ttcatttcaa
  3779221 atttatcgct tgtccaaatc tcattattgc tatcaaggtt gtacatccat ttcatatctt
  3779281 tcattcccct tttttgctta tttatcttta catttacaat cgtgcaacca ctcatcacac
  3779341 ttattacaac agcaatcgca attctctatt tttctatcac actgactgca ataatctgta
  3779401 acttcataaa tcatttattc tccctccctg aaataatact tctattcagt tttctgcttt
  3779461 cttttccact tatgaatcgc tttagatatc tcttgtacaa tgcttcttat cattaatgga
  3779521 agccatccca aaacaatgac taccgcaaaa acaggatata agaataacga accccaacta
  3779581 tccgttgcga ttatccatat aagtaatgca actccaatca atagatataa accgatcgct
  3779641 attgcccacc aacttatttc aatcaccctc atttcttaac aaaattcaaa ttttgtttta
  3779701 cttaacccct gtactcccga aaccacctga gcccctttct gaatccgata gctcgtccac
  3779761 ttcttcaaaa tgtgctgtta ttactggcac tataacgcct tgagcgatgc gtgtaccctt
  3779821 ttcaattaca tgtgcttgca tattggtcgc tttagggatt tcagtattat caaccagcac
  3779881 cccaacttct ccacggtagc cactatccac cgttccaaga acaactctca actttgtatt
  3779941 acgcgtcata ccactacgcg gcctcacctg caattcatat cctggtggaa tctcaaatgc
  3780001 caatccagtc ggcacaacct ttgtttctcc tggccatata accgtgtctt ctgctgctac
  3780061 aagatcaaaa cccgaatccc ctgtcttggc atacttaggc aattccacat ctcttactcg
  3780121 cttaatctta gttcttaatt tcattctctt cagtctcctt cgcttctgct aataattgag
  3780181 ttacttcgta agtaccatgc tctgtatatt tcattgttct tcctccttgt atttagataa
  3780241 gattgttgtt aatgcaatcg ctgttccttc gttagcaatc cattgaccac gatagtaacc
  3780301 agataaacct aaatctccat tgtcatacgc tttgtctgat tcctttctgc tttctgctgc
  3780361 cgattgttgc aaatggttta tatacccctt aatcgcttcc ttcactctct ccatctcctt
  3780421 ttattagctc cttcagttcc tcgatcgatc cctcgaatag atcacgcccg tctggaagct
  3780481 tgtatatacg attatcgatt aatttattaa tcaaaatgtt ttgcttatcc atgttgcctc
  3780541 ctaaataact tgcttattct tccttgtccc ttgactgcct aatggttgtg tggctgccat
  3780601 ctcgtaagac cacccttcac gcaatctata ccaaaacgct cctctactta ctccattact
  3780661 ttcagctata tccaaccaat tcccatggct actttgtctc acgtgatttt caattgtttt
  3780721 ttcaaacctt gtcttgccta tatcacgtaa gctatgttta tttccatact cttcagcttt
  3780781 cttataaatc ccttttaaaa tcctacttat ttgtgtctgc gttacaccta accgtttgcc
  3780841 aattgcagct tgtgtcatat ttttagcatg tagttcccat acaaacttct ctttactaca
  3780901 taaggttgat aagaacgctg tgattatcat tttcttaata acatcatcga gtgtcattga
  3780961 tgttttttta tctattagcg tattttctag agtgactttc tccttgttta cctctttatt
  3781021 taatggtgtt tgaagtgaaa tcgttctagg attaaattct tttgctgtct tcacatctct
  3781081 cacgctaact tctagtaatt tagcaatact ttccacttct tcatcatgaa gtttcattct
  3781141 agaaatcttt cctttgattt catacacttc gttcgtaatc ctaatttttt gcgagtccct
  3781201 aacagccttt cttatatatc caagtattct tggaacagcg aatgtcgtaa atttaaaccc
  3781261 aagttctgtt ttaaaatctc ttctcgctgt gaccaacccc aacattccag actgaattaa
  3781321 atcatccata tttaaatttg tttcttgttc aattgcttta gcgatattgg aaaaatattt
  3781381 gtttacatag taataaacta gcctgctata ctttttcata aaatcatcat cagtcatcat
  3781441 tagaacatct tcttgttcaa tcaaatcctt ttgttcatcc cccaccgttt tctcctccta
  3781501 atttaatttc ataactcctt ttttcatgct cctaggccca ttgggcgtga tttgatttta
  3781561 tttttatcag cttgatccat aatcaaggct gctatttcta attgatgtcg tcctaactct
  3781621 ttagcaatat caatgaaagt ttttccttcc tcccacatct cttggaatcg gattacttcg
  3781681 ctttcatcaa aaactaaatc caattcctca agtgctacgt acaagttacg gcgtgatttt
  3781741 ttcatatact tccgttgttg cgctttgatt gtatattgtt ctaattgcat tgctgttttg
  3781801 actctagcca tcaatttccc ctcctaatcc agcgctagaa attcagctct ggtacgtttc
  3781861 gaatgagtta tcctaatctt ctgaatacct ttcccatgct cttctattgt tgcattccaa
  3781921 gcgtcggttt cagttttagc atcaaaacaa tccatttttt gtcgttcctc tttatcgtag
  3781981 aaatgcactt catagcttgg attcaaaaac ttttcactgg tacttattgc gtcatagttg
  3782041 aaactaccca taacatcatc aatagttaat tgcttcataa tcgcatcccc agttatttta
  3782101 ttttttctgt gatggtagtt gatacacgat caactttccc accttgccaa gtgattactt
  3782161 gttccccaaa ccctgttact ggaggattca gtggagtaac ctcaccattt ttaaccacat
  3782221 aaattttatt atcagtaaca tcaatttcaa ttttcgtagg cttcatacga ctaaaatcct
  3782281 cctttttctt gttagctaat tttttgttga tgattacgtt gtaagtcttg tttcattgac
  3782341 tcaaatttta ttaaccacac ttgccaacgc ttatcatttt ctacttgttg ctgaattgct
  3782401 acttcacaat tacagccgtt cgtttcaatt acacccggat atgtttcttt acgaataatc
  3782461 cctgtatcat gacataatgc gcacatcttt atttcctcct tttatacttc aataaacctt
  3782521 tgtaaacgtt gtttcgctat ctctcttcta taactagccg cttcattttt tacagttaga
  3782581 cttgtttcaa ccattcggtc atatgaacgt ttgccaactt gattttttaa ttctttgggt
  3782641 tctaaattac tcgtatacag agtaggaagt tcttttctat accgaccatc aatgatattg
  3782701 aacaattttt cttctaccca ttccgtagtt ttttccgctc caatatcatc taatataagt
  3782761 aagtcgcatt ctaaaagtgc tctcataatt tgtgtttcat tttctttgtt ttcgctgtta
  3782821 aacgtacttc gaatacgttg taataattct ggaacacttt gaaatactac gatgtatcct
  3782881 tttttagaaa gttcatttac aatcgcggct gctaggtgtg ttttaccatt accaggttct
  3782941 ccccaaagca ttaacgattc cccgttccat tctttaaacg tctttacgta tttcactgca
  3783001 actttataag ctgtctctga tccatttcta tctagaaacg attcaaatgt acttttggag
  3783061 aacctttctc ctaagttact aatgctgaac aacttttcta tttctctctt cttagcaaag
  3783121 ttttgagctt cacgtatttt tgcttcttca cgttctacaa cacactcaca tgtaggaagt
  3783181 attttgtttt taatacgtaa ctgcggaacc tctacagtga ttgcggcgat atatttatta
  3783241 cagtgttcgc atgtataccc ttccgtttct tcactacaag ccgatgtatt cactatccga
  3783301 gtcatcactc ttccgattga ttccgacacg ctttttcact cctttattgc gttgatattc
  3783361 agtttctaaa gcatcaacat cttttaaagt tttcacgtta ttgttaaccc actgttttaa
  3783421 aataccctca gcataattcc atttcttctg ctgtttcaaa gcacgttcca tagctgcttg
  3783481 tacaagttct tcgcttgtat cgtttaccca ttgtgaaata ttttcggcta tgaacgaatt
  3783541 taaaatcccg aaattatttt cgtagaaaga gaagatgcta ctactacttt gtatatcagt
  3783601 acttagttct ttagtattta gttctttagt acttagtagc tcgggatttt ccaccggtgg
  3783661 tttttccact ggtggctttt ccgccactgg gtcattttgt ggaacttcat atatgattgt
  3783721 ttcccactta ataattttgt tgttatcatc tctcactgga aatcttttaa gatacccata
  3783781 ttcctttagt tctttcattc cagctcttaa gctatctagc ccatcctttg catgcctaga
  3783841 taattcttct ctataaaaaa accaatcatc aggaagtgta agaatatacg ctaaaatccc
  3783901 ttttgctttc caacttaatc ttttatcttt aagacctgta ttatttattg tcgtgtagtt
  3783961 cttatcttta ttaactcgaa aagtagccat ccatttacct ccttgtacaa accgctacat
  3784021 atgcatttcc acttttaaga atgcgttgaa tttcataatg cggataacca acattgaaat
  3784081 actgttcaat catttgtttt aattcatctt tgttttttgc taacccccaa aacttattgg
  3784141 gtaatagcac ttgatattca attaaatcca tgtactattc ccctactttc cgtgatatac
  3784201 ttataacaac ttgttttttc taaaggaccc attgccgtgg gtctttttat tttgttttac
  3784261 gtcactccaa gcccatcttt ttatcggttc ataagtaatg tagagtagca acacactaaa
  3784321 tgcgataaac attgcgaatg ctactaatga tgttgtatct tccactagat cacctcctta
  3784381 tttatcaaac ggtaattttg ttaaacacct gaaattctgt tttaactagc atttgctcct
  3784441 accttttggg cttctaccca tttaagaaag tcttccgctt taacacgctt gctttttcca
  3784501 attacgattg ttgggaagtc ctttctcttc ataagtgcat atgcggctga tcgagaaata
  3784561 tttaagaatt cttgtacgtc ctctgctttc agtgaaaatg gtaattgttt tatttggtac
  3784621 atgtttttag ccccttttca tttttcattt aattcatcct acaattgaac tttttaaaat
  3784681 aaagtttgat tttcttgaac ttccacacct aaaaaaagat tatatatatc ttcttctaat
  3784741 atttgcgcta tttgcattgc atcatctaat gttggagttg cgtagccagt ttcccaatta
  3784801 ctgattaccg ttttctgttt atttatcaat gcccctagtt gttcctgggt aaaattttta
  3784861 cgtttgcgag ctttaattaa attatgtcgt ttctttccca tgatgacacc tcctaaaatc
  3784921 caactttctt gaacttgtta cactcattat atatccaagt tttttgtact gccaataata
  3784981 atatttgagt ttttttggat ttttaaacaa agttttaaaa aactaatgca aaacttttac
  3785041 aaacaaagta caatttagtt gtactttcaa attagaaaaa cagtttacag ttttggatat
  3785101 aatatatatg gggtgaattt atgactattt tagggcaaag gataaaactt tctagaaaaa
  3785161 aacgtggatt aacacaagat gcattagcgt taaagataaa agaaaagatg gatacagaga
  3785221 ctaaagtaac aaaaactaca atttctaatt atgaaacagg ctatagttcg ccatctaatg
  3785281 aaactttagt tatcatttca gatgtattaa acgtatctgt cgattattta ttaggtcgat
  3785341 ctgatgatcc agaattaaat gcagttcagt tcactgaatt aagaaaagaa tttaacgagc
  3785401 taattgacat gttagaaaaa atgccaaaag aaaagcaaga tatgttactg gatatgatga
  3785461 aggctgctgt aggccataac aaaaaatgat tgtcagcaat tgggctaaca atcatttttt
  3785521 tcttttttaa ctctattttt tatattctct accacttttt tcattctcat ctgtagttaa
  3785581 tactcctaat tttaacattt cccataatgt gctctctagt acattttcca tcgtcggttc
  3785641 ccccatcatc cttaattatt caaaaatatc aaaatgtaga aaatgaataa ccccttaaac
  3785701 gtacgaaatg ccattgcacc cttagatgca atggcatttt catttattta ttatcctaaa
  3785761 gtacctggat ccattttcat tagttgtact tcttttactt ttcctgccgc ttgatcatct
  3785821 ttagctggta ccgaactaat cgataacact gataatgcga gcgcacatat aataactaca
  3785881 ctagcaatta tttttttcat tctcactgtc cctcacttta aaatatcaaa aatttttatg
  3785941 tagaataagt ttccgtcctt taagaatcga tgatatgcct ttcttctcaa ttcttcatca
  3786001 ttcgtcgcaa tcgataaata aaaatcttga gttgcagttc gattgctgat ttgatttaat
  3786061 attttgcaag cttcactgtt cttgttttga cgaatgcact gtaacgcaat ttcagcgtcg
  3786121 tcatgtatat actctaattt tacaggaata ttatgaataa tacaacaaaa agccgttgta
  3786181 ttttccacta attttctttt tagtaatgat ttgttattct taatctttct taattctgaa
  3786241 agcgataatt caaaaaaata caatgcttta tcaggattac tgaaaatata actctcagca
  3786301 aaaatactaa gtgctgtagc tttcaataaa cgtggaatct cttgtttatc tagtacatgc
  3786361 agtaataatt cccttgctgt ttttacttcg tcttgcatta aacttgcata tgcacagatt
  3786421 atatttaatt ccacttcgtt caatgtcttt tctaagcctt ttggcatttc atcaattttc
  3786481 tcttgaataa ttccttggag aacagttaat acattatatg cccctaaatc aaaataacca
  3786541 tatacgctta aggtattcac aagaatattc acacctgttt tatttaaatt cacttttgta
  3786601 cgtactgttt cgatttcttt aagaaacgct cccgatctca atgattgagt ttgtctatct
  3786661 aaacaaactc ggaatatatc tctgtaatta ttagttacag attgtttata attcttctca
  3786721 acaagttcat gaagtaattc cgtataacct gactgatata aataatacat tgcagttctt
  3786781 atatccgcct ctttatctgt atactttaaa aactctttta ttatttccat cttctgttct
  3786841 tcagattcaa gaccacttaa tatcttaact aactttgcaa aagtcatagg tacttttccg
  3786901 ttcagtgttt tccataaatt tgattgcgat aaattcgtga tttttgaaag ctttactgaa
  3786961 tttaattcat catctaaaac aataccacct aaaccagata ctttattcat aacgaagcct
  3787021 cctttgaacg cgagacacct tccctgaatt ttctcaatag aaaaactata ccatttaaat
  3787081 ttttttaaat ttaatatgtt atacttgtgc tgactcatgg caagcgtttt ccctaccgta
  3787141 ttaggggaac agcataagag tggctgcaca ctacttttgc tgcgctatgg gtcttttttg
  3787201 ttcttatttt tatatttaaa atcagtttat cacaagattt agaatcttca ttccttttat
  3787261 aatcaaatca tgttgagaaa gtttttttct aaaattcttt tttcactaag aatattttac
  3787321 catcaaaaga acacatgttc tagtttattt ttaagttaag tccaaaaaac caagcaaata
  3787381 taatatttaa gacaaattac ttggtatata tagtctaaaa ataatgcctt atttataata
  3787441 aagacatgaa tacatttgga gaaaatttaa aaaaatttag gaactctcgt gctttaacgc
  3787501 aagctgaatt cggcgataaa gtccaattaa gccgtagcca aattagtaat ttggaaacta
  3787561 attttaatga gccggatttg gattcattgg accgtatcgc gtcattcttt aatatctctg
  3787621 tcgatacact aatgggtcgg aaattcacga caagtgaaaa acacttagag gatgttctcg
  3787681 atgaaattca aacggttttc gcaggcctgg atgaatccca acgagaacag ttctgtaaac
  3787741 aactcaagtt ttacacgcaa ttcttaaatg agaaaaaaga gttgttatga gtcgattgta
  3787801 gtagaaaaca tttccaatcg caacggtaaa aattaacaaa ttttcatcaa caaaaaagag
  3787861 agcgcttagc tctctttttt tatattcctg tgcctggatc ttttgtatat cccccgcctg
  3787921 gtcctggatc gaaaataata cccattcctg ttcccggatc gtataacttc catcctgtac
  3787981 caggttcctg tgattcttta gagggtaata acataattac catcctcctg gatcagtatt
  3788041 attctttaaa ccgccaccac ctggctcatt cattctatgt ccacctggtt ctatttttaa
  3788101 tcccgcgccc ccattacctg gatcaagtat taatggaccc ccacctgttc ctcctggatc
  3788161 agaaattacc tttgaacctc ccgggtcttt tatgtaactt ttcataatct cactctcccc
  3788221 tttcttttat atacctgtcc ccggaccata aattggtttc catcctgttc ctggatcttc
  3788281 gtcgtatttc caaccaccac cgcctggctc gttatgccaa cctacaccag gatcagctac
  3788341 tctgtgacca ccagggtcct ttgtcaattc ctccatattt tcccctcctt tatttaatat
  3788401 acaaatattg tagctcactt cttttatatc tgtaaatttc cttttacaga aattaggctt
  3788461 acatgctatc atttcttata ccactaccac atatcacagc ttgtatctag aaaacgacta
  3788521 tgacgaagtg aaaaatcatg gcatactttc gtaaacgtgg tgagaagtgg tcttttacta
  3788581 tggatgtcgg caaagaccct atcacaggta aacggaaaca aatcactaaa ggtggtttta
  3788641 aaacaaagaa agctgctcaa gaagaagtgg ctagggtaac aaatgattta gcaaatggag
  3788701 attatgagaa tagtgatatt cgcttttctc agctcgtaga aatctggacg caagagaaag
  3788761 aatcatcatg tagaccatca acattgtatc aatacaaacg tattctacgc tcacgtgtaa
  3788821 tgcctgaatt cggggagaag aggttatcag atataaaacc tctgagcgtg cataattttc
  3788881 atcagaagct acttaaagag ggtctaacaa cgaaatacat ttcatccgtt gatgttatgt
  3788941 taaaacaaat cctcgataaa ggcgtagagt tagaaatgat taactctaat cctgctaaga
  3789001 aagcaaagcg gccaaaagtt aaaaagaaag cgcaggctag ttggacagtt gaagaagcga
  3789061 tgaagtttat ggagtatgca aaaatacaag gaagctatta tattgcattc gttttagctt
  3789121 tgcatacagg tatgcgcatc ggcgaggtat tagctttaca gtggaaggat attaatttcg
  3789181 aaagcaaggt cattcatgta caaagaacat taacgcttgt ggatggtaag tatgaactag
  3789241 gtgaaacaaa aaccgaagca tctaatcgaa tgattccaat gactcaagaa ttaatgagag
  3789301 agctgttaga atatcaaagt cataaaaaag ataattcttt cgacctatta atttgtacaa
  3789361 gaaataaaaa aatcgtgcat ccatatacga tacgctacca aatgaaagct ttgtgcgaag
  3789421 caattgacgt accgtatatt agattccacg atatccgaag aacgtttaca actattttaa
  3789481 tcgattctgg tgcaaatgca aaggttgttt caaaattact tggtcacaca aatgtttcta
  3789541 caactttaaa tatttatact gatgtttatg aagaacgtca aattgaggta actgaaatgc
  3789601 taggaaatgt actgaaaagt ggtcgaagtg gtcaaaaagt ggtcagtgaa gaaaaacaag
  3789661 aggattaaac cccgcaatat aggtggtata atgcatttat agtgtaagtt ttttttacac
  3789721 tataatgaag tcatcatagt aaataatata tagagtatca tgtttttcaa aaagatgcta
  3789781 catcgaaagg agagattacc ataaaagcca gtggtattgt tgttgaatat aacccttttc
  3789841 ataacggtca tgattatcat gtgcaacaaa caaaaaagtt aacacactct gatattacaa
  3789901 tcgctgttat gagtgggcct tttttacaac gtggtgagcc agcactcgta tccaaatggt
  3789961 atcgtaccaa aatggcctta gcatgcggtg tagacctcgt tgtagagctt ccatatgcct
  3790021 tttcaacgca aaaggctgaa acctttgcaa atggggctat ttctatttta aacgccctac
  3790081 acgtttctga aatttgtttc ggcagtgaag atggacaaat cgaaaatttt tacaacacca
  3790141 tctctgtgca aaaaaatgaa gaagagactt ttaatcgtct tgtaaagcaa tttatgaacg
  3790201 caggtaatag ttacgcaaaa gctacatctg aagctttcct acacatttta tcttctgaaa
  3790261 aaaatataga tatgtcacaa ccaaataaca ttttaggctt ccaatacata aaagcaatac
  3790321 tgatgcaaaa tagttctatg caagcacaaa cgataaaaag attcgcgtct cattatcatg
  3790381 atgaaacatt taacgaccaa catattgcaa gcgcaacaag tatccgcaaa caacttttta
  3790441 gcgaaaatag ttcttttaca gaaattgagt cttttatccc aaaagcgact gcttctcttt
  3790501 tagcgagtta taaacaaaac tacgggacat tacataattg ggaacaatac ttttcatttt
  3790561 tcaaatacaa acttatgacg atgtctccag aaaacttacg acatatatat gaaattgagg
  3790621 aaggcttaga gcatcgtatt ttatcaaaaa tacaaaccag ttcctccttc cattcattca
  3790681 tggaatcatt aaaaacgaag cgttatacgt ggactagatt acaaagagct tgtacacata
  3790741 ttttaacaaa tacaacaaaa gaagaaatat attgcgcaaa tatagagcaa catgcaccat
  3790801 atattcgtct attaggcatg tcacaaaaag gacaaactta cctttcaaaa aacaagaaaa
  3790861 aaatagagct tccaatcctt acccatacaa aaacatttga ccatcctact ttacacatag
  3790921 agcgaaaagc caattctgta tacttctcta tcatgaaaga accattacga acgcaactac
  3790981 taaaacgaga tgccacacat cacccaattc gttatgatga aacaactgca aaattcctat
  3791041 aaaaaaacct ctctttttca gagagatttt tttatttatt ccccattttt tccagataca
  3791101 ttaatgcatc atccaacgta tcaactggca caactttcat tttcgtttta atatctttcg
  3791161 cagcctcaag tgcatcttta taattcgatt tctccgcacc tttttcattt ggcgcaaaga
  3791221 acacttcagc accagcatca cttgcagcga ccactttttg ctgaataccg ccaatcgggc
  3791281 caatttctcc cttttcatta atcgtacctg ttccagctat ttcatgtcct cttgttaaat
  3791341 cctcgtccac cagttgatta tatatttcta atgtaaacat gagacctgcc gatggtccac
  3791401 ctatttcatg agagtcaatt ttcacttttg gatctaccac taattctctt tccgtaacga
  3791461 tagaaacacc tataccaacg cgtccatttc cattcggaat agtctttaca tttaaatttt
  3791521 cttttaactg tttcccatcc ctcttgtact caatatttac tgtatcccct tctttttccc
  3791581 ctgtcatata ttcaataaat tgttccgtct tttcaaatgt ttttccgtcg acagcaatga
  3791641 tgacatctcc aagtttaagc tttccttctg acggcatccc tttcgctaca ccagcaacca
  3791701 acacaccttt attttcaaaa gaaacagtac gatttgcacg tttataagca ttatagatcg
  3791761 ctgcattttg cgaatctttc atcgcataat tttggcgaaa ttgatattct tcatcacttt
  3791821 cacctttttg caatatttct tccgcttttg aaatatgtgt atatttatta aactgtgccg
  3791881 ctattaaatt cactacattt gctggtccca tcgaaaccgt aacaagcata aaatcaccag
  3791941 actcttttgt ccccccctcc acttgaacgt aaggctctaa tttggcagcc attcctggtt
  3792001 tcgttatata atacggcagg cgtacgtaaa caagtaacat tgccaatata acccctatta
  3792061 aaattgcata tataaaccga aaacgcttaa acattatgtt tctccttcca ctgctcaatt
  3792121 aataaatgaa tatttgcaac atgcttttct gcttctacct ctccaactcg aataatgtct
  3792181 tcaatgtttg taaaagcacg ggaactaaat tgttctacag ctgggcgcat cattaaatcc
  3792241 gatgcaattt gccgattcat cacaagctca tgttgcataa tttcaatact ctgcataatt
  3792301 acatcataaa tagacgtaac ctctccattt actttaatcg gggatacatc aacagcaata
  3792361 acaatatcgg cacctaactc tttcacaacc gatactggga tgcgatcaat tactccgcca
  3792421 tctaccaata atcgtccatc tattttctct ggcacaaaca ctccaggtac agaaatacta
  3792481 gctctcaccg cctctgcaac tggaccactt gtaaaaacta ctttttcccc cttcaagata
  3792541 tcagtagcca caacagccgt cgggatatct aactcttcta aatttttatt atatgtaaac
  3792601 attttaatca tatctttgac acgttttcca gcaataaatc ccattttggg aaccgtaaaa
  3792661 tctaaataat atttcctctt aaaaacattt gccagtttat acagtctttc aacgtttgaa
  3792721 ctagctgcat aaaatgtacc taccaaagcc cccatactac ttcctgcaat caaatgaatc
  3792781 ggtatatcat tttcccttaa aacctttata acaccaatat gagcaaaacc ttttgcgccc
  3792841 ccagatccaa gagctaatcc aattttcggt tctttcattt ttctcaccct ttaatttttt
  3792901 tcattccttt ttcatactta tggtctaaat tcactacgta tccacgtata ctgaaatgaa
  3792961 cgttttttgg gacaaagggg gatttactta catgtatgaa aaatggaaaa cggctttcct
  3793021 taccatatca acactttttt taaccttttc tcttgtactc cacccccaag ctgctttaca
  3793081 agcttccatt cgagggttaa atatatggtg ggaagttgta ttcccttcac ttttaccgtt
  3793141 tttcatcatt gccgaacttc tcattagtat tggtgttgta aaatttatag gcgttatatt
  3793201 agaaccactt atgcgaccac ttttccgtgt tccagggata ggcggatttg tttgggcaat
  3793261 gggaatggct tcaggatttc ccgctggcgc caaattaagc gctagactgc gcaaaagcaa
  3793321 tcagctaaca caaattgaag cagaacgcct cgtatctttt acaaactcat ccaatccact
  3793381 ttttattttc ggggctgttt ctatcggttt tttcaataat ccgaaattag gaatcgtatt
  3793441 agctgctgca cattatgtaa gtaattttgc cgtcgggtta ctgatgcgtt tttacggcaa
  3793501 taacaacagt tccacgcatg ataaacatgc tactaaaaaa cgcccttttc aaaacccttt
  3793561 ttcaattcta cacgagacac gtatgcaaga aaaaagacca ataggaaaat tacttgggga
  3793621 cgctatcgtt tcttctatcc aaacattact tatgattggt ggattcatta ttttattctc
  3793681 tgttttaaat aaaatgatta ctgtatttca tattacagca gccctctctt ttattatgca
  3793741 acatatttta tcattcttcc aactaactac cgaatttagt atcccaatat tatctggcat
  3793801 ttttgaaatg acactcggaa gccaaatgat tagtcaaata actgaaacac ccctcctgca
  3793861 gcaagctatg gtaacaagct ttattttagc atttagcggc ctttctattc aggcgcaagt
  3793921 cgctagcata ttagctgaaa cagacattcg atttaagccc tattttttcg cacgaattat
  3793981 ccaaagtatt cttgctccta tttttacttt tatattttgg aaaccgtttt atgaaaaagt
  3794041 aagctctttt tcacctatgc aaaaagatat ccctgtcttt ttatcgaatc attcttctat
  3794101 actgcatgaa atttggacat cttttgtaca ctacggacca atatttacat tattttgttt
  3794161 atatgtatat gtcatcttat tattttttcg gagcaacaaa gaaaaacccc gttcacttta
  3794221 acggggtttg aaacttttct tttaaagcac gttctacaac aggagggaca agatctacta
  3794281 cacttcctcc atatctcgca acttctttca caatgctcga gcttaaaaat gaatattgat
  3794341 tgtttgtcat aataaaaaag gtttcaatat tttcatctaa ttttcgattc atagaagtaa
  3794401 tttgcatctc atattcaaaa tcagaaaccg ctcttaaccc acgtaaaatc gcattcgcat
  3794461 tgcgcatttt cgcatactca actagtagtc cactatgtga atctactttt acattaggga
  3794521 tatcctttgt ggcttctcga attaaatcta agcgctcttc cactgaaaag aacggttttt
  3794581 ttgacgagtt gtttaaaact actacgtata cctcgtcaaa tacttttgct ccccttttaa
  3794641 taatatccag atgcccaagg gtaattggat caaaacttcc cgaagaaata gctatacttg
  3794701 tcattccgtc ccctcacctt catacttata aatcgatatt gctgtaatgc catatttttc
  3794761 agctcgcact tttacaagtc ttcctataga ctctggtaaa actacatcat taccatgttc
  3794821 cgccataatt aaaccagcgt tatgtagcaa tccatgttga tccattacac taattaaaga
  3794881 tacaattttt tgatctttat atggaggatc aattagtata agatcgaatg acatttcacg
  3794941 ttttataagc gcttttatcg cacgttctgc atcatttcga tatacttcag cttgttcctg
  3795001 tattctacaa ctttctaaat tttgatggat tgtctttatc gctttattat ctcgatcaac
  3795061 aaaaattgct ttatcaatcc ctctacttat cgcttcaatt ccaagaccac cactaccgcc
  3795121 aaataaatca agagcgatac cgccatcaaa ataaggacct atcatattaa atattgattc
  3795181 ttttacttta tctgttgttg gacgtgttgt attacctggt accgctttaa gtgggtgccc
  3795241 tttacatttt cctgaaacta ctctcatctg ctgtcactac ctttatttca atctaacgag
  3795301 caattataga aaactcttct ccattcagta accgctacca aaccgtacta gtccgttcat
  3795361 ctttcaacga acactaggag aacttagctt aaaataatca ctctgcattt ttatgtattc
  3795421 atctcactat tcgctaacac gaacccatta tgtatattcg tttcacttta ccttttttat
  3795481 cctatcataa aataaaaaaa agaaaaataa aaagcccaac ataaaattta atttcatcat
  3795541 gtatatcttc atttagattg gacataaata actataacaa catcaccttc gatgttgttg
  3795601 ccaaccgcgg agaagactta cgtttcccca taagttcttc ctccggtttc tcctctccct
  3795661 ttgccttctt actagtacat gctagtataa gaagggccct gctttgcagg gtttttttct
  3795721 ttgtctactt ttcatttaaa aattgagatg gtacagtaaa agaaagagga ggaaaaaata
  3795781 tgattcaacg ctttatagaa ctcggagagg gctactctga tttatatgaa ttacttgaaa
  3795841 ttgccaaagc aaatcaagaa cgtataacac atatgttaca atttgaaacg attaaaaatg
  3795901 aaaaaaagtg tgctcacttg ttgtaatatt aaaaccaact actactggtg atttccaacc
  3795961 attatacata tgtcgtgaag gcattcctgt acttgaaaat aaaaaaagta aacgcatcat
  3796021 tttatttgaa gaaacggcag aacaacttgg aaaaaaagtg actaccttta cggtaaaacc
  3796081 atctacaact ttcccagaaa aagaactgtt tttcaatcat ttaattggta ttttacgaat
  3796141 gaataatttt attcccccaa tgaaataatt tgttatttca aataaaaatc ccctgctaaa
  3796201 attagcaggg gatttttata ttagctataa tcgtattctt ttgcccgatc aggacgcgaa
  3796261 ttttcaaatt ccgtttttaa atacgggcgg tacgattgtt ctatcttttt cacaaaagga
  3796321 agtttgttca acttttgcat catatgctca atttgttcca tatcacaata tactactgcg
  3796381 tattttaagc gttttgatat gtaatgtatg ttaccatatt tccttaaaat cttggcatgt
  3796441 ttcaatgaat gtaaataaac aatcatactt tgtcgttgcc cgaacataat cttctccatc
  3796501 ttctcctttt aaaaacattt attttatatt ttatgaaaac caatcagaaa tttatgacat
  3796561 tacaggacaa actctgtata cgttttcttc tatcttccaa aaaacggggt gatttacccc
  3796621 gtttttttac aaccacaacc tccgccagta ccacaaccgc caccacagcc accagcatca
  3796681 aaaaatggat ttcctgttgg aactttgatg gaagaggaca cctcagaacc gattgctaca
  3796741 ctaacttcat ctagcaactt ttgcaaagcc gtttctactc gtttaaaagc tgcaatctta
  3796801 tcatgtaagt ctacagaacg ctttaactcc ctcatcttcg tcgaaacgaa agtatagtca
  3796861 ggatgatatt taccgaaacg ttgtacttcc tcatatcgtt ctttcatcgc tgtaaattgc
  3796921 tgaattaacg tctgaacttc catatcttct tgcaattctt tataacattt acggtaatct
  3796981 tctgctatat ctgaacagat gatcgctttt gcaagctgct ctgccttatc taatattaat
  3797041 acgctttcta gcgtcgctac aatcatgaga gacacctccg agtattcatc ataccacatt
  3797101 tagaatagaa ctactaattg aagcgtctca ctaaatagaa agatatcctt ctaactattt
  3797161 tgcacattat gtcaacacac acttatacat gaatatgttc cgcaatgtta tatttaagaa
  3797221 catcccactt cccactattc tcgttcacat aactaataca tgcgtttttt aacggtgttt
  3797281 taaatgtaat atcttctggc gcaattgcat gtaaaattgc ttttatcgca tgcgaatggg
  3797341 ctacaatgat aatacgttta cctgaatgag tttctgcaac atcttttacc gcagcaaaac
  3797401 aacgagctac aatttcttca tcttgctcca taccttctac tttaccttct gcaattaatt
  3797461 ccctaacagt cgcaaccggc ttcccagaag cttcaccgaa attacgttca acaaatcgct
  3797521 catctaataa aatggattgt aatccagtgg cttctgcaat ttccttagct gtttcttgtg
  3797581 ctctaattaa tgggctactt ataattacat cccatgcctc cgcttgcaaa gcagctgcac
  3797641 tttgactcgc ttgcttcttc cctacttcat taagcggaat atcttcacgt ccctgaataa
  3797701 tctcttgaaa attccaatca gtttgtccat gtcgtactaa acaaatttcc gtcatgctca
  3797761 tgctgcaact cctttttaaa taatccgctt ctattgtatc aaaagttgtg catgacggac
  3797821 atagttttcc cttccaatta tgttgtattt tgctgcttca tatactgaaa catatcaatc
  3797881 ataatggaag caactgctaa ttgattttga aatttctcaa ctttatctgg tatcgttttt
  3797941 ttgaaatgtt gcatagccgc taactcaaat gcctcttttt cttcagggtt tcgcgttagt
  3798001 tttctatacc agtacggttg ctccctaatg tagcgagata aatcctcatc agcctttata
  3798061 aactccataa tttctgctct catccgcttt ccccctaatc cttctgaaag aaaaatggat
  3798121 tattttcgga agtactctcc tcttgctgcg tgcgttttcc ttgaaattgt tgaaaaactt
  3798181 gttgcacact accaatagca ctcgtcacat tagctaaatg atgttgcatt tgttccacat
  3798241 ctagcttttt aaagaaagaa agcatttgtc ccatcacatc tgcagttttt tcctcttcgg
  3798301 ttcgattatc tttttctttt ttattttctt ttaccgaaga ataagcaggc gctccatcag
  3798361 gtctaaaagt tgcccatatc ggatcttctt cgccaagtaa gtaccattcc tcataaaact
  3798421 gttgccaagt tttatgacca cttcgaactt catgaaccat tttagggtga tggtttacaa
  3798481 actctttaaa ctgttgaact gatggatgta acggtccttt tgttgttggc ataatcctca
  3798541 cctcttcata tatatctacc tactatatag taagaaaaaa aaggcgcatg gttcgcctat
  3798601 tttcagacga ttcatgcacc tttttttctt actatttaca tagggtaaga ttcccctcga
  3798661 caatttacag tttcatttta ttttcgaata aaattttgtg tataaaactt atcgtatact
  3798721 ccaacaccca atcctgtaaa ttgttcattc aataaattct ttcgatgtcc ctcactattt
  3798781 aaccaacctt gcaatgccgc aactccatca ctatgttgcg ccgctatgtt ctcacccgca
  3798841 agttgaaatc ctactttccc acgctgcaaa cgatctccta acgtacctaa tgtaggtgag
  3798901 tcgtgtgaaa agtaattatt atccttcata tctttactat gaccgattgc tacatctgct
  3798961 gtttgttgat cccaagctaa taacggtaaa ttatgacgac ttcgaataat atttgttaag
  3799021 tcaaaaattt gttgcatatt cccattctct atttgtttca ttttatctgg agttaatggt
  3799081 tgttctgcta ataattcacc cgaataaacg agctgatacg gtctttggcg taataacgtt
  3799141 tcgtcatcca tataacgaac accgacaagc tcatgcgtaa aatgatcaaa atataattgt
  3799201 gcccagccat cttctactgg tactaatggt tgttccatca cttcggtatc agataactca
  3799261 aattgataac tattcttccc tctttttaat gaaatctcat gcgagagtgg attcttttta
  3799321 tacacatctt catacttttc atttatataa taaggtggca ccttaacttg ctcacctgca
  3799381 acatacgccg ttacaacttt acgttcagca accccaaatt gaacatactg agctaaatct
  3799441 tgattgtata cccaccattc atatccataa gcagatggtt ctattcgaga aggttcgccc
  3799501 cattttgcta ataaattttc agagtcccca ccaatcatat ttaaaacagt atcggaagaa
  3799561 tcttcattta cttgtttttt cttttttaca attttatttt cttgctttga ttgagatggg
  3799621 gttaatatat attgtgaaac gagcaatttc ccatataaat caacagctaa aattaaaatt
  3799681 gtgatcatta cgatacgcaa taatttcttc aatcgatata cctcctgcac aaaacataaa
  3799741 attgagatat acacaaatcc ttttctttcc ttttttgtgt gtaccgtact cttttcacta
  3799801 tatcatattt tcgcaaaaaa agtctggatt atcccttttc tctcaatatg aattgcactt
  3799861 tcttattatt catactatta taaaaataat ggcgtaacat gaaaagagga ggtattatat
  3799921 gcaatttaca aacacgaaat ttaatggggt aattgttgat ttaacactat taacagagat
  3799981 tatggaaaag aaccattttg tactcgctgg acagtgggat tatgaacgag ttacatacga
  3800041 ttataaattc gaaatattaa acgatgttta ttatttacgt gtacaaggtt tagctgttga
  3800101 aggtgacatt ggtagtagac acgctgaaat aaagctactt cctcccttat taggtaaaca
  3800161 ctattatcct catggtgttg aatatgggga tggtgaaatc tttccaacga atgtacttca
  3800221 aaaaagcgaa caactcctac aaaatatcga aaaagagtta aaagaattcc aaatcattga
  3800281 gtaaatagaa caagcgcatc aatatgatgc gcttgttcta tttatcttat ttaagaatga
  3800341 atcgtctttt tgactggata cccataaata gttccatcct ttactttaat ctcatcttcc
  3800401 caaggaacct tatatttacc ttcagctaaa tcttttacaa acgtatacgg gttttctttc
  3800461 accccaccag gagttgctac atatcccctt gaacctaaat tatatatatt attttcgaga
  3800521 ccccatccta atctagcttg atctgctagc tctggatata cttcagcagt aacaatctcc
  3800581 caaggatttc ggtgcccctg cactaaagta gtcccatcaa aattacatac ttgtccttca
  3800641 ccaaaataat aaaatacacc atcataaccc gctaagttca ccgacaatgt atacattaaa
  3800701 ttttgccatg cattcgaacg attagttaac atccattgtt cactaacttg tgtgctatat
  3800761 ccagaaatac gaatcaagac atttgcacct ttataagctg cttcacgagc tacttcagga
  3800821 aacataccat catgacaaat acaaacagct aatttacttc ctcccggtcc atcacaaaca
  3800881 ggtaaaccta aatctccagc cttccaaggt tcaactggca cccaaggatt tagcttacga
  3800941 tacttcaaaa tcatttcacc ttgtggatca ataattattg ctgtattata cggttctcca
  3801001 ccatcaggat ttctttccat tatagaaaaa acaccatata cttcagactc tttacatgcc
  3801061 tcagcaaaca agtctgtttc tggcccaggg actgtacata aaaactcttc tgtagtccat
  3801121 ttttttgtat taagcccttg cgtactatat tctggaaata ctatcaattc caatccagga
  3801181 taccctgctt tagttgaatg aattgttttt atgatctgtt taatttgttt atcaatgtct
  3801241 gcacgtgact ctactaccgg tactggatat tgtattaatg ctgttaaaaa cccactaatt
  3801301 ggctttacca tacttccact actacccatt taaattcccc cttaaaatag tccttgtttt
  3801361 attaaagata acaatataaa tttgtaactc tctaaaaaac ttgtactaca catggaatta
  3801421 ttatgtatta aagctagtag taaatcttat atccactttt agtacatgcc tacactaact
  3801481 taacataaat aattagaaaa ttcaatttat taaagtttag taaaactaaa aagtgtatgg
  3801541 aaacccatac actttttact ttatctgtaa atatggcggt aattgttgca actgttcttt
  3801601 atctttttca cgctctcgac gggcccatcg gaaaaataca taaccgataa ttgtaccata
  3801661 cactatttcc tggacaattt tcataatgat gccgccagtt tgttgatctt gtacgaccgg
  3801721 catccaatgc aaaaattccg gtccagttat atttaaatct gataaagttc ccgctggcac
  3801781 acatagttcc atcgctttca tccaagcagc agaatccgta tacgttgcaa ataacggtgc
  3801841 agtcgcaaaa atgattaacg cgcaagctgg cgttaataat ataccattcg caaacatata
  3801901 accaagtttc tttatatcac ttaacgtttg atattctggt aatggattta gcatcggcca
  3801961 ccacatcatg attgctgtaa agaacaatat agcgagacaa ataggatgag caatttgact
  3802021 ttgttttact gtatcaaaaa caactggtaa atgataaaaa gaaaacaggc cattaaatac
  3802081 aaacaatgcg ataagtggcc tagcaaatac ctttaatata atttgaacga acttaaaaga
  3802141 agtaatataa cgatataacc aaactggtat accaagtaac aataacggcg gaactgcaat
  3802201 atacatgact gccatttcaa acatatgtgc actaaatata atatgaccaa ttaaatcaat
  3802261 aggacctccc tttacaaaat acaaaagaac aattccagtc gtaaaataaa aaacttgctt
  3802321 tttacttacc ttcgtcgcat gttcaaatcg cattctatat ggcccaataa ttaaaaagta
  3802381 cccaataagg atcgaaagca taaataataa aaagattgga ctccatagag cttgaaaacc
  3802441 aaatatccac aagttactca ttgtcacacc taccttctta aggttatcct ttcacataat
  3802501 atgaagaggg agctgtgaca acacaagctc ccttattctt cacttttcaa atccacacaa
  3802561 ttgtcataaa agctaaaatt gtaatcaacc cgattaacag accagaataa agaaagaaac
  3802621 ttgcggcttc atgtccttta tgactcatat gcataaaata gtacaattga aaaattactt
  3802681 gtaccacagc taatagtaaa ataaatggta ctgagaaagt cggactgaaa gttttcggat
  3802741 atgctactgc tacaaatgca actaatgtta aaaatatcat taatgcaaat gtaataactt
  3802801 gatgcttcat ttcctccgca ctttttctct tccggtaaat aagatcaact ttaggattat
  3802861 tcgtttgctt tatcgccatt gtttatccca ccattcccat taaatatact acagtgaaaa
  3802921 taaacaccca aactacgtca ataaagtgcc aataaatcga cgcaacataa aacttcggtg
  3802981 cattgtataa atttagacct ctcttcgcat ttctaaagat taatgttaaa atccaacata
  3803041 acccaaacaa tacgtggagt ccatgtgtac caacaagagc ataaaacgcg gaaccaaacg
  3803101 cactacttct catagtatgc ttaaattcat gcgcataatg ataaaactca tatatctcaa
  3803161 accctaaaaa ccctaaacct agcaatactg ttaccagtag ccaaagttgc attttcttaa
  3803221 aattaaagtt tttcatatga tacatcgcat atacgctcgt taaactactc gttaataaaa
  3803281 gcatcgtcat aataaaaacg agtggcattt ggaacatctc ttgagaagtt ggtccaccat
  3803341 ttgtagaatt ctttaacgct aaatatgtgc caaataagga agcgaacaat actgtttcgc
  3803401 ctccaagaaa taaccaaaaa ccgacaaact tatttttccc ctcaagggtt gctttttcag
  3803461 gctctgctgg aaatgtttca ttcgttaatt tttcatctac atgcattacg ccttgccccc
  3803521 cttatcttct aaatcttcct tatgaatatg atatccatga tcatcgatta ctgaacgcag
  3803581 gaacattgcg ccaaacgtaa tgattaaacc aataattgct actaataacc aaaacttatc
  3803641 ttttccacct tgcatataca ttgcaccaaa tgccgctata aacaatccta aagaaatgat
  3803701 aaatggtgaa aatgatgcat ttggcatatg aatatcacca actggttctg ccgctgtcat
  3803761 ctctttattc ccttcgcgtt tttcaatcca aaacggatcc aacccgcgaa caaatggcaa
  3803821 ttgtttaaag ttatattccg gtgtaggcgc tggcattgtc cattctaatg tacgaccatc
  3803881 ccatggatca cgccctgcct tttcttttga aactgtcgtt ttaatgacat tgaataaaag
  3803941 aacaatcgtt ccaagagcca taaataccgc tccaatagaa ctaatcatat tccccatctc
  3804001 taatccttgt ccctcaaggt atgtgtagta acgacgcggc ataccaatta aaccaagaaa
  3804061 atgctgaatg aagaacgtta aatggaaacc gataaagaat aaccaaaatg ttatctttcc
  3804121 taatgtctca ttcaatattt tattaaacat cagtggccaa taataatgcg ctcctgcaag
  3804181 tagaccaaat acaacaccgc cgacgattac ataatgaaaa tgagctacta cgaaatagtt
  3804241 atcatgaaat tgataatcag ctggtgcaga tgctagcata acacctgtaa ctcctcccat
  3804301 tacgaatgat ggaatgaagg ctactgccca catcataggt gtcgtaaagc gaatacttcc
  3804361 gccccacatt gtaaagagcc agttgaatat tttaataccg gtcggaaccg caatagccat
  3804421 tgttgcaact gagaaaatag cattggcaac tggaccaagt ccaacagtaa acatatgatg
  3804481 cgcccatacc ataaatccta aaaatccaat taatactgtc gcaaacacca tcgacgaata
  3804541 accaaataat cgttttttcg aaaatgtagc gaagatttct gagaatattc cgaaagctgg
  3804601 gagtataaga atgtatactt ctggatgacc aaaaatccag aataaatgct cccatataat
  3804661 tgtattcccg cccagcgctg gattaaagaa acttgttcca aataagcgat ctaacattaa
  3804721 aagtcctaat ccgacagtta acggcggaaa agcaaataat attaacgaag atgttacaaa
  3804781 tgtcgtccat gtaaacatcg gcatacgcat atacgtcatt cctggcgcac gcatattaat
  3804841 aatggttaca aggaagttga tgcctccaat taatgtacct ataccggaga tttgcaagcc
  3804901 gagtacataa aaatcaacac catggccttt agaggctaaa gctaaagatg cataagatgt
  3804961 ccatcctgca tcaggtgctc cacctaaaaa ccaacttaaa tttaaaaata ctccaccaaa
  3805021 gaaaaataac caaaatccga gtgaattcaa aaacgggaac gctacatcac gtgcaccaat
  3805081 ttgaagtggt acagcggcgt tcataaatgc aaacacgagt ggcatggctg cgaggaaaat
  3805141 cattgttgta ccgtgcatgg ttaatacttg attataagca tccccaacaa gaaaagcgtt
  3805201 gttaggaatc gctaattgaa ggcgaataaa tagagcttct attccgccta ttacaaaaaa
  3805261 caatccacct gcaattaaat agagaatggc aatcttttta tggtctactg tcgttaaata
  3805321 atcccatatg acagcaccca tcccctgttt ttttgctaca gaactcacgt tttcaacctc
  3805381 cccttcgcga ataatccctc tttacttttc aacttttaac gtttgtaagt atgcatttaa
  3805441 tgcatcaatt tgatcgtctg ttaagttgcc atatttacca ttcattttat ttcctggttt
  3805501 catattttca ggatctttca gccatttttt taagttttct tcattgtttt cggcgatgcc
  3805561 ggcaactgta tcgcgatccg caaagtttgc taagtttggt gcgatacgag cggaaggtgg
  3805621 tctactatca ttagatccaa ctgcgtgaca accaatacag cttttattaa atatttcctg
  3805681 gccctcttgc gcctttgttg aagctacttc tttcttccca tcaattttct tcatatcagc
  3805741 aagccatttt ttgtactcgc tttcatctaa agctttcact ttgaattgca ttaaagaatg
  3805801 tgatgggccg caaaattctg tacaaaaacc attataagtg cccgatttat ctgcctttaa
  3805861 ccacattttg ttcacattat ctgtatttgt atccattttc ccagctaaag atggaaccca
  3805921 aaacgaatgt ttaatatcgg cacccttcaa attcaaatac actttcttac ctgtggggat
  3805981 aactaaatct tgagaagtta ctatcttttc tgatttataa gaaaattccc accaataaag
  3806041 attcgctgtt acatcaacaa cgatagtatc tttatcaata ttctttttct ccatcgcact
  3806101 tacatcagca agtttgaatg tatatgtaac cgtcggaaca gctaagatta acaaaagaat
  3806161 aatcggaata actgtccata taatttctag tttgtgattt ccttcaactt gctctggaat
  3806221 ataatcttcc tgacctttct tttgtcggaa acgcacaatt acatataaga aaataatagt
  3806281 aactactagt actactccta ccatgattgc acttgctagt aagagcagat catattgcat
  3806341 ttttgctact tctccttgcg gaattaaagt agattgaaag gctttaccgc atccccctaa
  3806401 cagtaaagcc agcagtgaaa cgaacgaaag cagtcgccac tgtttcttca tacaaacaac
  3806461 ccccactttc cttgtgaatt agattgtact ttatagttaa gtaaagtaaa tctcaacgta
  3806521 aagaaatcca attatgtcgt tgtcttagaa gaatgtaact acaatcattg atacaaataa
  3806581 gattgttaaa taatttaggg aataaacaaa catctgtacg gaccatttga tgtcatcttt
  3806641 cttacggaag ccataaaatc ctaaaacgat ccatccgatg ttaagcagtg ttgcaattac
  3806701 cataaatgtt atccctagtc cactcatata aaatggtagt ggtaataaac atactgtcca
  3806761 aatcataatt tggcgtttcg taatttcaaa tccatgaact acaggaagca ttggaattcc
  3806821 tgcatttcga tattcatcaa cacgtttcat tgctaatgca aggaaatgtg ggatttgcca
  3806881 aataaacata atcaaaaata gcatccaagc aattggatga cctaaagatg gatcgattgc
  3806941 tgcccatcca attaaaggtg gaactgcacc agagatacta cctacaacag tatttagtgt
  3807001 atactttctc tttgtccata aactatatag aacaacatat gtgaaagcac caataaaccc
  3807061 cattaaaact gccattggtg ttgttaataa taaaaataca aacccaagaa gtaatataac
  3807121 taatccaaat gtaagtgcaa atcctggttt atactttcca gtaaccgttg gacgggtctt
  3807181 tgttctttcc attaatggat cgatgtctcg atcaatgtag ttgtttaaac aacatacccc
  3807241 tgccataact aatccagaac caacgattgt aaagaataac ttatccagat tgtccatcac
  3807301 acttaatcca ttaaagtgta atgccaacca aaatcctgta aatacagtaa gtgtatttga
  3807361 gtttacaatc cccattttaa cgagtgcttt taaatcttgt aaccgagttg tttccggtat
  3807421 acttgtaaca gcagactcat catgcagctc acttgttgca tggttcatca ctttaacccc
  3807481 ctcttaaaac tttcatcttt ctttttgcgc ctatttcaaa gtgaaatatt tcgcctctat
  3807541 atagcaatat tattacagta gaaacattgt taacccattc tactactaat ctacgcccat
  3807601 actccaatat attaaatcat atttcccgaa cattttgtga agaaaacatg aactttttgt
  3807661 gtcgaatata aaaaacgtaa ttgtcactta tccatatcat aacatgatgt taccttctat
  3807721 aataaacttt tttgtcatat ttaacacgta ttctccccat ttcttttcaa aacagcctat
  3807781 ttttcaccta aaaatttcct tatatattct atttctacac ccattttctc tcccctgtcc
  3807841 tccccctcca tttctttgct attttattat tttttatata tcataggaat tagcgcgttt
  3807901 tattctatac ataatggaat gaaaatattt cgcaataact tcatagcaga aagatggtga
  3807961 acgagattgc aacgctttat taaatggtta gcagtcatta caagccttga tttattaata
  3808021 gttttattag gaggcgcttt agttacaaaa acaggttctg gtcaagggtg cggtaaatca
  3808081 tggccacttt gtaacggtga atttgttcca tctaatttat caatggaaac tattattgaa
  3808141 ctgagtcatc gccttacatc aggatccgca ggaattcttg tcactcttct ttgtattttg
  3808201 tcctggaaat attataaaca tgtgcgcgaa acaaaaacgt tagcaatttt atccttcgta
  3808261 tttttagttg cacaagcatt aatgggggct gcagcagttg tttggggaca aatgccagct
  3808321 gtacttgcta tccatttcgg catttcctta atttcatttg cttctgtcat tttattaacg
  3808381 tgtcttatct ttgaaattga ccaaaagttt gatgcacgtt cacttattat ggacaaaaaa
  3808441 atgaaattcc atatctatgg tgtaacaatt tactgttatc tcgttgtcta cacaggagct
  3808501 ttagtacgtc acgaacgagc tagcctagct tgtccagact tccctttatg tagcaaaaat
  3808561 agacctatgc cgactcaact acatgagtgg gttcaaatgg gacatagatt ggcagccatg
  3808621 ttaattttcg tttggatact atatgcgatg attctcgcta ttcgccatta taagcaacag
  3808681 cctgtcgtat actggggatg gattatttca tttatccttg ttacacttca agctatagta
  3808741 ggaattttag ttgtatttac aaatgctagt ttagcaatgg cattattaca ttccctattc
  3808801 atttcttgtt tgtttgctgt actgtgctat ttagttatgt taggaacaag aagtaaagtg
  3808861 aatgcaaaag aagctgcatc aacttctaaa caaacaaaat aaatgaaaat accttgccga
  3808921 attggcaagg tattttttcg caataaaaaa gagctgtgtt tccacaactc ttttttattt
  3808981 tagtgatcta attcaatgag taagtcaccc gtttgaattg catctccatc attaacatat
  3809041 acttttttca ctttaccatt gaacggcgct tgaactgtcg tttccatttt catcgcttct
  3809101 gtaattgcca tagaatcgcc ttttttcact tcatcgcctt cttttacaac tactttaata
  3809161 accgttcctg gcattgttgc gctaatgtgg tttggatttt cacggtttcc tttcacgcgt
  3809221 tgtgcaactg ttgctttcac actttcgtct ttcacaacaa tctcacgtgg ttgaccgtta
  3809281 aattccagat aaagaacacg atttccatct ggctgaagct ctccgattga tactagttta
  3809341 accatcaatg ttttaccttg ttcaatttcc acatcgattt cttcaccaag tctcatacca
  3809401 tagaagaatg tcggtgtatc aagcacagat acatttccat aaagctcagc aactttttcg
  3809461 taatccataa atacttttgg atataatgca tatgcaacta catcaaacat cgtcacttcg
  3809521 cgtccaagct tatggaatag ctcttctttt aacgcgtcga aatctactgg ctctaataat
  3809581 tcacccggtc ttactgttaa tggttctttc ccttttaaaa taatttcttg taactttttc
  3809641 gggaaaccac catatggttg tcctaagtct ccagagaaca tttcaacaac agatcctggg
  3809701 aagtccatag aatgtccacg ctctaaaaca tcttgttctg ttaagtgatt ttgaaccatg
  3809761 aataatgcca tatcaccgac aactttagat gatggcgtta ctttaacaat atcaccaaac
  3809821 atatcattca cacggcgata cattactttc acttcatcga agcgatcgcc taagccaacc
  3809881 actttcgctt gttgttgtaa attactgtac tgtccgcctg gcatttcgtg catatatacc
  3809941 tctgtatgag gagcgttcat accactttca aacggtgcgt agtatttacg tacatcttcc
  3810001 cagtaatgag atagtttttc taatgaatct atattaacat ctggctgtct ttcgtttccg
  3810061 cctaacgcat agtatagcgt gttcgcactt ggttgtgacg tttgaccagc catagaactt
  3810121 actgctacat cgacaatgtc aacacctgct tcaattgctt tcgtatacgt taaaatacca
  3810181 tttccactcg tgtcgtgtgt gtgcaggtga atcggaatcg ataccgtctc ttttaatgct
  3810241 gaaactaaat catatgctgc gtttggtttt agtaagcccg ccatatcttt aatacctaaa
  3810301 atgtgagctc ctgatacttc taattctttt gctaagtttt tatagtaatt caaatcgtat
  3810361 ttactacgca ttggatcgtg aatatcccct gtgtagcaca tcgttgcttc tgcaatttta
  3810421 ccagtatctc gtacagcatc aatcgcaact ctcatacctt ccacccagtt taagctatca
  3810481 aaaatacgga acacatcaat tccagcttga gcagaacact ccacaaactt ttgaattaaa
  3810541 ttatccggat agtttttgta gccaactgcg tttgaagaac gaagtaacat ttggaataaa
  3810601 acatttggca ttttttcacg aagatctagt aatcgttccc atggatcttc ttttaagaaa
  3810661 cgatatgcaa catcaaaagt tgcaccgccc cacatttccg ctgagaataa gtttggtagc
  3810721 attctcgctg tcggctctgc aatttgatgt aaatcttttg tacgaatacg cgttgcaagt
  3810781 aatgactgat gcgcatcacg gaacgttgta tccgttaaaa ggacacgttt ttgatcttgt
  3810841 acccatttta ctaatccgtc tgctccacgc tcatccaaaa tttgtttcgt tccattttgg
  3810901 atcggctctg agtgtaatac attcggtata cgagcatccg ggaaaattgg tttctctttt
  3810961 ttccctactc ctgggaaacc atttactgtt actgtcccga tgtaatttaa cattttcgtt
  3811021 ccgcggtctt tacgtttcgg gaacaagaat agttcaggtg acgcatcaat aaatgaagtg
  3811081 tcatattccc ctgataagaa gtttttatgt tttactacat tctctagaaa tggaatatta
  3811141 gttttaatac cacgaatacg gaattctttt aagttacgtt ccatttttgc agcagcctgt
  3811201 tcaaaagtaa gcgcccatgt tgtaactttt acaagtaaag aatcatagta cggtgcaatt
  3811261 actgcacctt ggaaactatt acctgtatca agacgaaccc caaagccacc acctgatcgg
  3811321 tatgccataa ttttccctgt atccggcatg aaattattta gtgggtcctc agtcgttaca
  3811381 cgagattgga ttgcaaaacc gtgcacaacc acttcctctt gctttggaac acctaccatt
  3811441 ttactatgta atgcatgtcc atcagctatt aaaatttgcg attgaacgat gtcaactcct
  3811501 gtaatcattt ctgtaattgt atgttctact tgaacacgtg gatttacttc aatgaaatag
  3811561 aaattatcat ctttaacaag gaattcaact gttcctgcgt ttaaataatt tacatttttc
  3811621 gttaacttta cagcagcttc acaaatacgc tgacgcaaat catctgaaag cgacacacta
  3811681 ggtgcaattt ctactacttt ttggtgacga cgttgtacag aacagtctcg ctcgtataaa
  3811741 tgaacaacat tgccctcttc atctgctaaa atttgaactt ctatatgttt aggtttttca
  3811801 acgaattttt caacgtatac ttcatcatta ccaaaggctg cctttgcttc tgacttcgct
  3811861 cgattatacg attctcttaa ttcttcacta gtacgtacaa tacgcatacc acgaccgcca
  3811921 ccgccaaggg aagctttgat tataatcggg taatcatact tttcagcaaa ttctttaact
  3811981 tcttctaacg aatctaccgg tccatcacta ccaggaataa ctggaatttg tgctagctgc
  3812041 gcttgtgttc ttgctttcac tttatctcca aacatatcta aatgcttact ttttggacca
  3812101 ataaagataa ttccttcttc ttcacaacgt tttgcgaatt gaatattttc tgacaagaaa
  3812161 ccatatccag ggtggattgc atctacatga ttacttttcg caatctcaat aatgccctca
  3812221 atatctagat aagcatcaat tggctttttt ccttccccaa ctaaatagga ctcatcggct
  3812281 ttataacgat gataagaacc actatcctct ttggaataga ttgcaactgt ttttaatccc
  3812341 agttccgaac aagctcgaaa cacacgaatt gcaatctctc cacggttagc taccaatact
  3812401 ttttgaatac gttgcagctt tgtcatgatt ttccccctct actttcctac cactctagag
  3812461 ataaaatata tacacaccct aaagagcgtg aagttcttca ctttctacat tatattatac
  3812521 ttagaaagct tcactttatt tttatccatc ataccttatt ttttaacaaa tgataagttt
  3812581 tctgagcaat ttgtctcaca aaaatagtat agcatacctc ttccttatgt aacaacctaa
  3812641 ttgtatatca cattaattca aatgtgatat atcttttcat taaaaaaaca aaatggtata
  3812701 tcctatttaa aaacaaaaaa cacatcgtgc tctaaagcac aatgtgtttt tattttacaa
  3812761 ctacaagacg tggtccatct tgttctcttt ctttcattat ctcattttgc tctttctctt
  3812821 gtcgttttac attgctggct atatttaaca atatacccat cgcaattaaa ttagccaata
  3812881 aagaactacc accataacta ataaacggta aaggtacccc tgtaagcggt attaatccag
  3812941 acataccacc gacattaaca aaagtttgta ttccaattaa acttgcaatt ccgattgcaa
  3813001 ttaaacttcc aaatggatct ttacattttt gtgctactct aaacgaacga ataataataa
  3813061 taagtaataa acagattaaa ataatagcta cccctataaa acctagttct tcagatataa
  3813121 ttgccataat aaaatctgtt tgcggctctg gtaagtagcc atacttttgt atactattcc
  3813181 ctaatcctct accatttaac ccacctgagg caattccaat aaatgaatta actaattgga
  3813241 atccatcatt ttgaggatcg ttaaacgggt caagaaaaac tgaaaatcgg gctttttggt
  3813301 aattattcaa tttataattc ccaataaaat acaatacagg aacccatacg atagatgtta
  3813361 atataaacct ttttatccac aggttaacat taactcctga acagaagaac ataattaaca
  3813421 ctgttccacc tattaatatg tcagtcccta agtcattttg taataaaatt aataccatcg
  3813481 atccacccac cacaaatagg ggggggatta tcccttgtaa aaaaggggtt tgcctctctt
  3813541 gtttcttagc aaaaaaactt gctaacgtaa taattactgc tatttttaca aactcagctg
  3813601 gttgtatacc tagtatccat ccttttgcac cattgattac cttaccgaaa aggaaggctg
  3813661 ctgttagtaa gccaataccc cctaacccca tagctgcaag aactattttc ttcctccaaa
  3813721 atttgtaagg tactatagcg acaatcacta gcattaccgt tccaatagca agagaaacta
  3813781 attgtttttt aaaaaagtga tctgccggcc agttatattt cgatgaaatc gcaacaatgg
  3813841 aactagaact atataccatt ataactccca gcacacataa gataacaaga ggaagtaata
  3813901 atgaataatc cattgatttc catactcttt tcatttcatt tcctctctct gtttcaattt
  3813961 aattattgtt gtattccata tgtacattgg ttcttcctgc tttattatac aaataaaaag
  3814021 cccaaacttt ttcagtttga gcccccttat ttgaacccgt tattgttgtt tgtttgtaaa
  3814081 tgcttcatga agtgcagata actcacgttc aagctctcct aacattactt tcccttgttc
  3814141 ttctgcaata agaccaaggc gaactgcaaa atcgacttcg cgggatagtc caaacatttg
  3814201 tgtgtctaac acttcttcat ataatggaca ttgcggcatt gtaagatggt ccatttgcac
  3814261 cttaataagt cttaaaatct tctccgcatc cgcttgtaga agggctagtg ccttttcctg
  3814321 atgatttgat actgtctcag acgccaaatt gattccctcc gtttccgtcc tactctctcc
  3814381 tatctattaa tattagcgat agttttaata aattgcaata gaaacatttt ttgtgacaat
  3814441 agtgtctatt actattatac tgaaaagtgg gagtataaca caaatggggg aacaacaatg
  3814501 agcgaaattt tatttattaa tggaaaagtt cgttttccaa tcactatcga tccaaccgtt
  3814561 tggatttttg atgatcgaaa agtagatttg acaacttact ttgatgaaac gagagaaaac
  3814621 acttcagaac tagaagctta tttaaaaaac acttcagaac attgggatcg cgaaatccgt
  3814681 gatggcgctg ccttcccgcc gatacaacaa agtgtaaaga aatataaaaa agaacagcta
  3814741 attactggaa cgttcggtat accatttcat ccttttcttg ctaatgctga aatttcagat
  3814801 gatgctacac aagtcgagat tgaaacagta gatgatacaa taacgcttcc tttagacacc
  3814861 gtcaaaaatg ctattcttgg tttttcgaaa gaaggaaaac cattaaaaga agatggacct
  3814921 gttcatttat attataatga tggatctaat agacgaaacc caatccgtaa catccgtaaa
  3814981 tttacaatta tttaaagaaa aggagtgagc ttttgctcac tcctttttat agtaaatctg
  3815041 cggctagttg agctaaatta gatcgctcac ctttaacaaa cttcacatga ccactaatac
  3815101 gttgctcttt aaacttttct acaacatatg ttaaaccgtt attatattca tccaaatatg
  3815161 gatgatcaat ttgctgagga tctcccatta atacgatttt acttttttct cctacccttg
  3815221 ttagtatcgt tttcacttca tgcttcgtta gattttgtgc ctcatcaatt ataatgaact
  3815281 gatctggaat acttcttccg cgtatatacg taagagcttc tacttctatc gaacccattc
  3815341 cagctaaaat agcatctaac tctcctggct ttttcgtatt aaataaatac tctagattat
  3815401 caaaaattgg ttgcatccac ggtcttaact tttcttcttt ttctcccggt aaataaccga
  3815461 tatctttccc gactggaaca attggccgtg caacgagtag ttttttgtat agtcctaaat
  3815521 cttccgtttg catgagcccc gaagctaacg ctagtaatgt ttttcctgta ccagctttcc
  3815581 ccgttaacgt tactaatgga ctatcttcac gaagcaacaa ttctaacccc ataatttgct
  3815641 gcacatttcg tggtcgtatc ccccatactt gttcattatg aaaaataagt ttctttacct
  3815701 tcttacctaa gtgatctaca atgcccagtg ccgaactaga tccccctaat gcgtctttca
  3815761 ttactacaaa ttgattggga taaaaaggat gatttgcaat ttcagataaa ggcaactcac
  3815821 ctttttcata aaaataatcc aattgctcct ttgatatata cccttctaaa aatccggaat
  3815881 atatattttc tacttcaatg acgcgatcac ttaaataatc ttccgccttt aaacctattg
  3815941 catctgcttt tacccttacg agcacatctt tacttactaa aataacagac ttcccgttct
  3816001 ctttttcttg ttcttctaaa gatagatttt ttgctacagc taaaattcga ttatcatttg
  3816061 ttttttctac aaaaatatct tgtagttgaa caaatgaacg atgatttaat tcaatacgaa
  3816121 atgtaccgcc gttttctagc ggaatacttt catgcagctt tcctatttca cgaaatttgt
  3816181 ctattaactt agatacataa cgagcgtttc gtcctacttc atccatataa cgttttttcg
  3816241 aatcaacctc ttctaataca actgctggaa tcactacttc attggtttca aatgaaaaaa
  3816301 tagataaagg atcctgcaaa agtacattcg tatctaacac ataaatttta tccaacctgt
  3816361 tacccccctg actccacttt taaatttgta gaacaagggt ttcatccata acaatatgga
  3816421 cgaaccattg ttataattat atgtaccgta taaacgaggt agaatcgaaa tttatagcca
  3816481 ttaaaccttt tatttatttt ttattcattt ctattcaata tattactttt aattataatt
  3816541 attaacataa aatcacaata actgattaca aaagttacta actgactttc ttatttatta
  3816601 aatttataat tctttcattc ctactaacac ttggttatcg agcttttttg ctgcccgaag
  3816661 atcatatgtt ttttcatatg ttggttcagt tgcaagtttc gcaccataaa acataacatc
  3816721 acgtacttct ttcacattta cttctattac agttaacttt agaggaatgc tttccattct
  3816781 atcagtcaaa atttcacctg caccacttat ggaaaatacg gattcatttg ccattatagt
  3816841 caataccact ccagtactat gccgtatatt ttccacaata cgtgaacgtt gatctactgc
  3816901 aaatcgaata ctagttttac tcactgcata cacccaagaa atagcactta cgttaggaac
  3816961 ttgtttttca aaatctgttg ttgctaccat aacaatacaa tctttacgca acgtttgtac
  3817021 taaatcatct gttaatgtag gctctactac attcgccata tctccacccc caaatatact
  3817081 tgatgtatcc ttatcataac ctattttttg aattgcgaaa atattatttt ttcccactat
  3817141 tattcaaaaa cattatactt ccatgatata cttatactga tagaattcgt attgaggtga
  3817201 cgaaatgaga gtcaaatgta tgatttgtga taaaaaagat atgttagatg atgaaaatcc
  3817261 tatggcaaaa aaactgcgta atcgccctat tcatacatat atgtgcatgg aatgttcgga
  3817321 acgaattgca gaacgtacga tggaacgtca tgcaagtggt aatttccgat tatatcgtga
  3817381 taaaaaagtc gaagacgatt ggtaaaatgt aaataagtcc ttaatcatat agataaggac
  3817441 ttatttatat ttttcgggtt cacgattcat ctgatccaag aaacaatcaa tagcttctaa
  3817501 tggaaacctt gcagattttc tttccccatc gatttcatat gtaactaaat acatttcctc
  3817561 gttcttttta acttccacat tcttcaattt gtgttcttca tatatcatat tgtgaaataa
  3817621 caaatacgtt tcttttgcag cactatcatc cggacgtgct tcggcaactg ttttaattgt
  3817681 taaccaatta tataatgcat cttgtactga acgcataaaa cttcgccccc tcaccctgct
  3817741 ttttgttgtc tcgcttgtcg taatcgtaat ctatacatcc caagtacaat cgccgctaca
  3817801 acaagcccct ctccaacagg taaaaaaact gcaaagaaag ttaacactgt acacccaatc
  3817861 gctaacgata tatatatcac tatatttttt attatggata attttcttgc aaaacctaaa
  3817921 ttatacacaa ttgcacttaa tataataatg atgccataca gtaaccacat ccctagttct
  3817981 ggattttcat caactttaca taatttcgca aaaaacgaca ttctttctaa cattatttat
  3818041 ccccccttct cataaaaaat aaaatttctt tatgcactta atacaagagt aacccgcaaa
  3818101 aaaaatactg tccactaaaa agagtaaata ttctaaaaaa taaacataaa aaaacagcta
  3818161 ccttaaatta agatagctgt tctatttttt acgcttctac agatttcttt ttcttagcag
  3818221 ctctttcacg ttcgctctta tcaagaatct ttttacgtaa acgaattgat tctggagtta
  3818281 cttcacagaa ctcgtcatcg tttaagtact ctaatgactc ttctaaagtc attaagcgtg
  3818341 gttttttcat tgttgaagtt tgatcttttg tcgcagaacg aatgttagtt tgttgtttca
  3818401 ttttcacaac gttaactgtt aagtcattct cacgagtgtg ttctccaaca atcataccag
  3818461 catatacttc tgtacctggt tcaacgaaga ttacaccacg gtcttcaact tgcataatac
  3818521 cgtattgtga tgcttttcct gtttcaagtg aaactagaac accttgacga cgtccaccaa
  3818581 cttgtccagc gtgtactggt tggtagcaat cgaatgtatg gtttaaaata ccgtaaccac
  3818641 gagttaatgt taagaattct gttgtgtaac caattaaacc acgtgctgga accatgaaag
  3818701 taaggcgaac ttgaccgttt ccgttattca ccatatctaa catttcacct ttacgtgcac
  3818761 ccatagattc cataatagaa ccagtgtatt cttcaggtac atcaatttgc acacgctcta
  3818821 caggctcaca tcttacgcca tcaacttctt taatgattac ttctggttta gatacttgta
  3818881 gttcataacc ttcacgacgc atgttttcga ttaagataga taaatgtagt tccccacgtc
  3818941 cagatacgat ccacgcatca ggagattctg tattatctac gcgtaaactt acatctgttt
  3819001 ctaattgtga acgaagacgc tcttcaattt tacgagatgt aatgtattta ccttcacgac
  3819061 ctgcaaatgg gctgttattt acaaggaatg tcatttgtag tgttggctca tcaatacgta
  3819121 ataatggtaa cgcatcttga tgttcaactg gacatactgt ttcacctacg ttaatgtctt
  3819181 ccataccaga aacagctact aagtctccag cttttgcttc ttcaatttct tgacgtttta
  3819241 atcccatata accaaatagt ttcgttacgc ggaattgttt tacacttccg tctactttca
  3819301 ttaaagcaac ttgttgtcca accttcattg taccgcggaa tacgcgtcca accccgatac
  3819361 gtccaacata gtcgttgtaa tcaagaagtg ctacttggaa ttgaagtggc tcttcgctgt
  3819421 tatcaattgg tgcaggaata tgttcaataa ttgtatcaaa taatgatttc atattctctt
  3819481 cttgatttgc tgggtttgaa tctaagcttg ctgttccgtt cattgctgat gcaaatacaa
  3819541 ctgggaactc taattgatct tcgtttgcac caagttcgat gaataagtcg attacttcat
  3819601 caactacttc atcaggacga gcgaagtcac ggtcaatttt atttacaact acgattggag
  3819661 ttaagttttg ctcaagagct ttctttaaaa caaatcgtgt ttgtggcata caaccttcat
  3819721 atgcatcaac aacaagtaat acaccatcaa ccattttcat aatacgttct acttctccac
  3819781 cgaagtcagc gtgacctggt gtatctaaaa tgttaattct tttatcttca tagtgaatcg
  3819841 cagtattttt cgctaaaatt gtaataccgc gttctctttc tagatcattt gaatccattg
  3819901 cgcgttcttc aacgtgttcg ttcgcacgga aagtccccgc ttgacgtaat aactggtcaa
  3819961 caagtgttgt tttaccatgg tcaacgtggg caataattgc tatattacgt aaatcttgtc
  3820021 gttttttcaa catgtccaac tcctaatgtc tttttaatcc ttctctatta taagagcgaa
  3820081 ggggatacaa tagcaattaa aataaaatca agaatgaaaa tatagttgta ttcttacttt
  3820141 tgtgaaagta aaatgagatt ggagggtgaa gaaatggaac acattcaata tcgcttttta
  3820201 ttaactgcaa ttatcggtgt tattttctta attggtatcg gcattatgat tgctgaaaat
  3820261 agtcccatcg gtattattat ttgcattatc ggcacatttg ttacagttgg atacggtttt
  3820321 gtaacaaaaa gaaaaatgcg taaatcgcaa taacgtcaaa aagtaagaag cctatttaca
  3820381 gcctcttact ttttttgtta cttcgatata aacgataaca cttcttcata cacccctggc
  3820441 ttcgcaacta acacgctact cttctctact atagaaagtg gcgttccgga gaatgttgtt
  3820501 accttacctc caacttcttc tacaattatc tgtcccccgc caaaatccca tggtgataat
  3820561 cttggcgtta catatgcatc gattcttccg gttgcaacgt ataccatctc taatgctgca
  3820621 cagccgtatg atctcgtacc tcttgctttc ttaacaagtg ccatcatact ttccatatta
  3820681 agcaatggat tgtcggtaag ccatatcgca tttaaagcta caataccttg ctctacaata
  3820741 cctctttgta ataaaggtat tggtacttca ttacaaaatg ctccagcccc ttttaacgca
  3820801 tgatataatt catcatgaac tggatcataa ataagtccaa tctttccgat accgttctca
  3820861 taaatcccaa ttgaaatcgc aaaatttctt ttttggtgaa caaagttcat cgtgccgtca
  3820921 attggatcaa ttaaccaaac aaccccgtca gaagaagtta cctcgtctcc atagccctct
  3820981 tcacctaaaa tattatgatg tgggaatgtt tctttaattt tcccaattaa aaactgttct
  3821041 atttctcggt ccatatttgt tactaaatca gctgcatttg attttgtttc tataataagt
  3821101 gcttttttca ttgatgccat taaatgctct cctgcatccc gaatccactg tttggcgtgt
  3821161 gcatcgatgt ctttccatac ttcttgcatg tttaaacact ccgatctata ctgttcacag
  3821221 aaaaaacgaa ccctttataa ggttcgcacc aactaatttt ttatacatat actattatta
  3821281 cgcttctaaa cgaatcattt caagtcttaa cacttctaac ttttgtacac actcttcttt
  3821341 tttctgttta tcattttcca tcatcgcatc atataaagtt gctaattcat aatctagctc
  3821401 caaacgtagc accggtattc tcttttcagc atctgttctc tttaacgcat taatcacctg
  3821461 tctcatatta tttgcctcct cccaatattc gtctgccctc ggactagaat tgattcaatt
  3821521 ttctgatttt ttgttttata ctatactatg ttggataaat catctatgca acaaaattat
  3821581 atttttttat ttaaattttt ttgtgctgtt tttttatgaa tagtacaagc tatgctaaaa
  3821641 taaaagcaaa ataggagttg gaggaacaat catgacacta caaacattca aatcaactga
  3821701 ttttgaggtc tttacagttg atggtctcga agaacgaatg agtgcaatta aaacgaacat
  3821761 tcatcctaag ctagaagctt taggggaaca gtttgcagca tatttatcca aacaaactga
  3821821 tgagaacttt ttttatcatg tagcaaaaca cgcacgtcgc aaagtcaatc caccaaacga
  3821881 tacttgggtt gctttttcaa caaataaacg cggatataaa atgctaccac atttccaaat
  3821941 tggattatgg ggtactcatg ccttcatata ctttggttta atctatgagt gtccacaaaa
  3822001 agtggagacg gctcacgcct tcttagaaca tttaaatgat ttaaaaacaa atattccaaa
  3822061 tgacttcgtt tggtccattg accatactaa accaagtgta aaattacata aaacacttga
  3822121 aacagaagac ttacaaaaga tgattgaacg tctagccact gtgaaaaaag cagaattatt
  3822181 agttggtatt catatatcac cagaggagtt ttcagcaatg accaacgaac aattccttgc
  3822241 taagattgaa tctacgatgc aatcactcct tcctttatat gcactttgta atcgatagta
  3822301 gaaaacggac aatttatatt gtccgttttt agttgttatc acattatatc acttcagttt
  3822361 ttatttttca aaatattttt tacattttca caagcttttg ttcttcaatt tctttagccc
  3822421 tttgaatcgc acggtatata gaatacccac ttacttcttg aaactcttta tcaattttct
  3822481 tttcttccgc tttggacgga acaatctctt taaaacgacg atataatccc attaactctt
  3822541 ctcttataat tcctttttca tatgctttct caatcgcttc ataaaacttc accattgtaa
  3822601 ccatttcctc atttgaccaa tcataatcta acggatattg atattccatt ttgcacctca
  3822661 tttatcattt cttcttattt caactcgcta ttttaaagaa tttttttctt cttcagtata
  3822721 gccactttgc attatacact atttatttat tttaatggca ttgtcttcct ctagaagtta
  3822781 gtagggaaca actatttaac atactcaccg taaaaatatt ttttgctata catctataat
  3822841 tattggtgat ataatgcttt tgttttatag gaaataaagt gaagctccca tctcaaaaaa
  3822901 gcttttgtga atggcagaaa aacaagtctc attctaaaaa agaacttaac ttttttagaa
  3822961 caagattata taaaacaaac tctaataaat attaaaaaaa gaaggggtgt atagattgtc
  3823021 ccaatacgaa acaccattgt ttaccgcttt agttgagcac agtaagcgaa atccaattca
  3823081 attccatatt ccaggtcata aaaaagggca aggcatggat cctgaatttc gcgaatttat
  3823141 tgggcataat gcattagcaa ttgatttaat taacattgcg ccgctcgatg atttacatca
  3823201 tccaaaaggt atgattaaag aagcacaaga tttagcagcc gctgcatttg gtgcggatca
  3823261 tactttcttt tctattcaag gtacaagtgg cgcaataatg acaatggtga tgagcgtttg
  3823321 cggtcctggt gacaaaatac tagtgccacg aaacgtgcat aaatcagtaa tgtcagctat
  3823381 tattttctca ggtgcaaaac ctattttcat gcatcctgaa atcgatccaa aacttggtat
  3823441 ttcacatgga atcacaatcc aatctgtcaa aaaagcactt gaagagcact cagatgcgaa
  3823501 aggcttactt gttattaatc caacatactt tggctttgct gcggacttag aacagattgt
  3823561 acaattagca cattcttacg atatccctgt actcgttgat gaggctcatg gtgttcatat
  3823621 tcattttcac gatgaactgc cgatgtcagc gatgcaagcc ggtgcagata tggcagcaac
  3823681 gagtgttcac aaattaggtg gatctttaac gcaaagctct attcttaatg taaaagaagg
  3823741 ccttgtgaac gtaaaacatg ttcaatctat tattagcatg cttacgacta catcaacgtc
  3823801 ttacatcttg ttagcctccc tagatgttgc tagaaaacgt cttgctacag aaggaaaggc
  3823861 gctcatagaa caaacaatac aattagcgga acaagttcgt aatgctataa atgatattga
  3823921 acatctttac tgtccaggga aagaaatgct aggtacggat gctactttta actatgatcc
  3823981 tacaaagata attgtatctg taaaagattt aggtattaca ggccatcagg ctgaagtatg
  3824041 gcttagagag caatataaca ttgaagtaga actctcagat ttatacaaca tactatgtct
  3824101 tgtcactttt ggagatacag aaagtgagac gaatacactt attgcagcat tacaagattt
  3824161 atcagcaata tttaaaaata aagctgataa aggtgttcga atacaagtag aaattccaga
  3824221 aatacctgtg ttagcacttt ctcctcgaga tgctttttat tcggaaacag aagtcatccc
  3824281 atttgaaaat gcagcaggtc gtattatagc tgatttcgtt atggtttatc cgccagggat
  3824341 tccaatcttt actccggggg aaattattac acaagacaac ttagagtata ttcgtaaaaa
  3824401 cttagaagca ggtttacctg tacaaggtcc tgaagatatg acattacaaa cattacgcgt
  3824461 gatcaaagag tacaagccta tcagttgata ggcttttttt cacccttttt cccttttctc
  3824521 atacgatatt atgtaatgta acgtataggt ggggatacta ctatgattgt aataggccgt
  3824581 tctattgtac atccttatat cacaaatgaa tatgagccat ttgcagctga gaaacaacaa
  3824641 attttatcta taatggcagg aaatcaagaa atctattcct ttcgaacatc cgatgaactc
  3824701 agctttgatc taaatttgcg cgttaatatt attacttctg cattagaact ttttcaaagt
  3824761 ggttttcagt ttcgcacatt tcaacaatct ttttgcaacc ctcaatattg gaaaagaacg
  3824821 tctcttggag gattcgagct ccttccaaac ataccccctt ccattgccat acaagatatt
  3824881 ttcaaaaacg gaaaactata tggaactgaa tgtgccaccg ctatgatcat tattttttac
  3824941 aaagctttac tatcattgta tgagaaagaa actttcaacc gtctctttgc aaacctttta
  3825001 ctttatacgt gggactacga tcaagattta aagctcataa caaagacagg tggcgatctt
  3825061 gtcccaggtg atctcgttta ctttaaaaat ccacaagtga atccagctac aatcgagtgg
  3825121 caaggagaaa atacaatcta tctaggaaat ttcttttttt atgggcatgg cgtaggtgta
  3825181 aaaacaaaag aagaaattat atacgcatta aatgagcgac gagtccctta cgcttttatt
  3825241 tctgctttct taaccgatac tattacccgt attgatagcc gtctcatgag ctaccacgct
  3825301 tctcctagta caccacagac atccatagga tttattccga ttagagatga tgcaatcgtt
  3825361 gcaacagttg gcaacacaac tacagtttat taaaaaagca cctacatatg taggcgcttt
  3825421 ttttatttaa gcttttgaat gttctttatg gtcacagtcg caatgagatc cacattttcc
  3825481 gtaaagtact gttgattttt catcttcaaa atgtccgatt gttccttcac atacttggca
  3825541 tacgattgtt cccatttttc atttccccct gagttttaat agtaatctac ttatttatca
  3825601 ttaagctttc gcattatctt tactagcaca gtcacaattt gttccgcatt ttccgtaaag
  3825661 tactgtcgtt ttttcatctt caaaatgtcc gattgttcct tcacatactt ggcatacgat
  3825721 tgttcccatt ttttatttcc ccctaagttt atggtcctaa aaactttcag ctgtccattt
  3825781 cctatcaatt attgggcttt tgtatgctct gtgtgatcac atccgcaaga tccacatttc
  3825841 ccgtaaagta ctgttacttt ctcatcctcg aagtgtgcaa ttgtaccttc acaatcttga
  3825901 catacgattg ttcccatttt tcatttcccc ctaagtttat aatcccaaaa actttttgta
  3825961 accgcttaac tttctgtctt tattttaata tgttatactt tttgcgtcaa taggttttta
  3826021 gtataacaca ttaaatattt taaatttaaa ttagtatgcg atattcaaac aaaaaaacag
  3826081 ccgtatttat acgtacgact gttttacatt atttattctt cgtattccgc atgcaaagat
  3826141 gtagatggaa ctagaaatga gaaaaactga gataactcag ttgcttcctc ttctgagcct
  3826201 aatttgaaaa cttcctgtaa atattgaata ttctccacat catctcgtcc aagtaaagtt
  3826261 gacttccctg tttgcatgca aacaataagt ggctttccaa agaacatatt tgtataaata
  3826321 acaccaaaat cataacgagt atcatgtgtc ataaacccca aaaatcgtac cttcacactt
  3826381 tcatgctcat catacaattt ttcaaacatc ggtttccacc tttccacatc acctttcatt
  3826441 aatatattaa acaaaaaaag gaatactcct tttaattgtc aaaaaattca gtaggatgta
  3826501 gaatggtagt attctactta gttaggggga acttatatgc aacatgcctt tattacgctt
  3826561 gtacctaaat ccaatcaaca atctgtttca atagatgata taaaacaact ttttcattat
  3826621 tataaaacag ttacttccaa aactgatgtt caaattaatt acgcctatac aaatacggct
  3826681 tttccttatg acattttaga tacttcaaca acaacattaa aactacaatc tactcacgat
  3826741 cgatatgact ccatctatgt tggtgtcggt atagaaaagg aacaatctta tattcagatt
  3826801 tctttgccac caaatgcaac atttggtgat aaaggaaaag caaatgaatt ttgccgtttt
  3826861 ctagcgaaga aattagaagg agagttacaa ttatttaatg gaagaacaat gtatttctat
  3826921 aaacgttaat ttaaaaaata gaaaatataa ttaagaaaag tatgcaattt gaacatgtaa
  3826981 ggaataatgc ctgctttcta atttgcaata caaagtatgc gatcacatat gccaaataca
  3827041 gaaatacaaa aaatagaatg actttataat gcaacttatc accattggac aatgataaga
  3827101 caatcgaaaa accactccat aataaaaaat gataaaatat aacatgtaat attctcatgg
  3827161 aaccttctcc tttgacatgc tctattttat taatatatgg gattaagttt gaatcaatta
  3827221 catattatac gaaagcatat atatggcttt aggtttcata tatgttctaa cgattcaatt
  3827281 aaagtattat atattcattc gacaagtaca aataaagacc ttgcaagcca tttttattat
  3827341 aaaataaaaa atagcccctc tcttttaaag agaggggcta ttttcattac ttaaattatt
  3827401 ttacaatgtg aattggcatt ccaagagcaa cttcagctgc ttccattgtg atttcaccta
  3827461 atgttgggtg agcgtggatt gtttgagcga tatcttctgc tgtcattcca gcttcgatag
  3827521 ctaaaccaat ctcagaaata atatcagaag cgcctgcacc tgcaacttga gcacctacaa
  3827581 gaagaccatc ttctttacgt gttacaagtt gtaagaaacc gtcagtgctg tttaatgata
  3827641 atgcacgacc gttagcagcg aatgggaact tagatacagt tacagtcatt ccagcttctt
  3827701 cagcttgttt cttagtgtaa ccaacagatg ctaattctgg atcagtgaag catactgcag
  3827761 gaattccgat gtaatcgata gctgatgcat ggccactaat tgcttctaca gctactttac
  3827821 cttcgtaaga agctttgtga gctaatggtg gtccaggaac gatatcaccg attgcataga
  3827881 tgtttggtac gtttgtacga cattgctcat cgatttcgat gatgccgcgg tcagtcattt
  3827941 taactccaac ttgctcaaga ccgatttctt gagtgtttgg acgacgacct acagttacta
  3828001 atacgtaatc tgcttctaca gtttggattt cacctttaac ttcaaagcta acttttacgc
  3828061 cagtttctgt ttcttcaacg cctttagcca tagcttttgt atggatattt acgttacctt
  3828121 ttttctgtag agcacgttta acaacagagc tcatagcttt ttcgaaacca gctaagattt
  3828181 cgtcgccagc ttctactaca gtaacttctg taccgaagtt agcatatgca gtacctaatt
  3828241 ccataccgat gtaaccgccg ccgattacaa caagtttttt aggaatttca ggtaagctta
  3828301 aagcgcctgt agagttgata acacgtttag agtatttgaa tcctggaatt tcgattggtg
  3828361 tagaaccagt tgcaagaaca gcatttttaa acgtataagt ttgagctgcc tcttcagtca
  3828421 taacgcgtaa tgtattagca tctacgaagt aagcttcacc gcgaatgatt tcaactttgt
  3828481 tacctttaag aaggccttca acaccgccag ttaatttctt aactacgccg tttttccatt
  3828541 cttgaacttt tgtaaagtca acttttacgt tctctgcagt gatacccatg tcatcagaat
  3828601 gcattgcatt ctcataacga tgacctgcat tgattaacgc ttttgaagga atacatccaa
  3828661 cgtttaagca tacgccacca aggttagctt tttcaataat tgctaccttt tgacctaatt
  3828721 gtgctgcacg aattgccgca acgtatccac caggacctgc accaacaacg actgtatcta
  3828781 attcaattgg gaaatctcct actaccattg ttattacgcc tccattacta ataattgtgg
  3828841 gtcattcaat agacgtttaa tttggtttaa tgctttttga gcagttgcgc cgtcaattaa
  3828901 acgatggtca aagcttagag ataatgctaa tactggagct gcaacgatct caccgttttt
  3828961 cacaactggt ttctcagcga tacggccgat accaaggatt gctacttctg ggtggttgat
  3829021 aactggagtg aaccattgtc cacctgcaga accaatgttt gtaattgtgc aagaagcgcc
  3829081 tttcatttca gcaggagcta aacgaccttc acgtgcttta ccagcaagat cattgatctc
  3829141 gttagaaatt gtgaagatag acttgcgatc tgtatcttta acaactggta ctaatagacc
  3829201 tttgtctgta tcagctgcga taccgatgtt gaagtaatgt ttatgaacta cttcttgaga
  3829261 agcatcatct aaagaagtgt ttaacattgg gtattcacgt aatgcagatg ttaaagcttt
  3829321 aacaacgtat ggaaggtaag ttaatttaat acctttgtca gctgccacag ctttgaactt
  3829381 cttacggtga gcaacaagtt cagttacatc tacttcatcc attaatgtta cgtgaggagc
  3829441 tgtatgttta gagttaacca ttgctttcgc aattgcttta cggataccac tcattttctc
  3829501 acgagtttct ggatattcac cagctgggat tggttgtgct tttggtgctt cttctttcgc
  3829561 tgctgctgga gtagcttcta ctgctgctgg agcctcagtt gctgctactg cttgtccacc
  3829621 atttgcaaat gcatcgatgt cagcttttac gatacgaccg ttcttaccag aaccagctac
  3829681 tttatgaatg tctacgccgt tttcacgagc atatttacga acagatggca tagcgattac
  3829741 gcgctcattt actacttctg cagttgctgc tggagtagct tcagctttag gagcttcgtc
  3829801 atgatcgtcg cctttaaatt taaggttttc gtatcctgga gcatcaaatt taattaatgt
  3829861 atctccaact actgcaaccg taccttcttc tacaagtact tcaagtactt tacctttaac
  3829921 aggagaagga atttctacta ctgctttatc attttgtact tcaagaagta cgtcgtcttc
  3829981 gtttacttcg tcgcctggtt taataaacca ttttacgatt tcaccttcgt ggataccttc
  3830041 accgatatct ggtagtttaa attcaaatgc cacggaattc agccccctga ttcatttctt
  3830101 tattatggaa tatggcaaaa gaaatcagca tgtgctgatt tcttttgcac atgaataagt
  3830161 aaaaattaga agttcattac tttgttaaca gcttcaacaa tatctttgtg gttcggtaac
  3830221 catacgctct cagcttgaga gaatgggaat actgtatcag cagctgcaac acgtacaact
  3830281 ggagcttcta agtttaagat tgcacggtcg ttaatttccg ctacaacgtt agctgcaata
  3830341 ccagcttgtt tttgagcttc ttgaactaca actacgcggc ctgttttttc aacagaagcg
  3830401 atgattgttt cgatatctaa tggttgaact gtacgtaagt caacaacctc taaagagata
  3830461 ccttcttttt caagttcttc agcagctttt aatgcagcgt gaaccatagc accgtaagcg
  3830521 ataacagata catctgtacc ttcacgtttg atatcagctt tgcctaaatc aattgtgtat
  3830581 tcgccttctg gtacatcttg acggaatgaa cggtacaatt tcatatgctc taagtagata
  3830641 actggatcgt tgtcacgaat cgcagagatt aaaagacctt ttgcatcgta tggagtagat
  3830701 ggaataacaa cttttagacc aggttgttga gccactaaac cttctaagct atcagcatgt
  3830761 agttcaggag tatgaacacc accaccgaat ggagaacgaa ctgttactgg agcagtccaa
  3830821 cgtccaccag aacggtaacg catacgagct aattgaccag aaattgaatc cattacttca
  3830881 taaacgaaac cgaagaattg gatttctgga actggacgga atccttcaag tgcaagtcca
  3830941 actgcaagtc caccaatacc agactctgca agtggagtat ccattacacg gtcttcaccg
  3831001 aattcagctt gtaaaccttc agtagcacgg aatacaccgc cgtttacacc aacgtcttca
  3831061 ccaaacacaa gtacgttagg gtcatttttc atttcaacgc gtaaagcatc agtgattgct
  3831121 tgaatcattg tcatttgagc catggcttac ttcgactcct tttctttgta aatttcatat
  3831181 tgttcagcta agttgtaagg cattttttcg tacatgattt ccattaaatc agtaactttt
  3831241 tgttttggag cttggtcagc cttagcaatt gcttgtttga tatcttcttt tgcttcttcg
  3831301 attactttct cttcaacttc ttgagaccat aggcctttgt tttctaagaa tgcacggaag
  3831361 cgtacgattg gatctttttg ttcccattcg ttctcgatat cttttgtacg gtaacgagtt
  3831421 gggtcatcac cagccattgt atgtggaccg taacggaatg ttaaagtctc gattaaagta
  3831481 ggaccttcac catttactgc acgctcacga gcgaaagcag ttgctgcgta tacagctaat
  3831541 ggatccatac cgtctacttg aattccgtaa atacctgctg ctactgcttt ttgtgctaca
  3831601 gttttagctg cagattgctt ttctactgga gtagagatcg cataacggtt gttttgtaca
  3831661 acgaagattg ctggagcttt gaatgcaccc gcaaagttca taccttcgta gaagtcacct
  3831721 tgtgaagcac caccgtcacc agtgtaagta attgcaacag attttttgcc acgtaatttc
  3831781 atacctaacg caacaccagc agtttggatg atttgcgcac cgatgatgat ttgtggagca
  3831841 agtgcattta cgttctcagg catttggtta cccatgaaat gtccacgaga gaataagaat
  3831901 gcttggtata atggtaaacc gtgccatact aattgtggca catcacgata tcctggtaag
  3831961 atgaaatctt ctgcttcaag tgcgaaatga cttgctaatt gagaagcctc ttgtccagct
  3832021 gttggtgcgt agaaacctaa acgtccttga cggtttaaag aaatagaacg ttgatctagt
  3832081 acgcgagtat acaccatacg gcgcattaat tcttttaatt gatcatcaga taattcaggc
  3832141 atagctgctt cattcacaac ttcgcctttt tcatttaaaa tttgtaatgt ttcaaattga
  3832201 gctgcgatag ctttcatttg ctcatcaaca ttaaataggg tcttttttgt tttagtaccc
  3832261 attccgttca cctcttcctc tcttgaacca tattctgaaa cgctttcact atctattagc
  3832321 taggtggaaa acgcaacaat gtaaaccaac aaatttattt gtcggttgag aataattttg
  3832381 tgtacctaac aatctgtact aatgtttttt cagaaacata ttaatacaat cttgatcacg
  3832441 ttttttagtt tacaactatt ctaattacga tgtcaattac tttgaatacg tttttttata
  3832501 aataatctgc aggtttcttc tacacaaacg tgtttttatt tttcacatct gtattagtaa
  3832561 gcattaacct actgttatat tattcccttt ttaacttgtt ttttctctta gaataatatg
  3832621 taaacgattt aattctcttt agtttttctc tcttattagc aaaaatatac aaactcttct
  3832681 tccttttata ggtaattacc catacatttc tactcttccc tccatacatt atagtaaccg
  3832741 cagtattagc gggaaatgat aaaggaggtc atctcatgta cggatactca tattgctatc
  3832801 caacttgttc atatccttcc tacggttatg gcggttcttg tggcgggtct ggacgcggct
  3832861 tcgccttaat cgttgtgttg tttattcttt taattatcgt tggtgctgct tgcattcgct
  3832921 aatgtaaaac gaaacaacta tggaaagaaa cagacggctc tgccgtctgt ttctttttat
  3832981 tcctacataa ccgacctatc tttcccttac ttgtcgatga ctttttccat ctcctttggt
  3833041 agactaaagg agaaaggaga gattacatat gcttacaatg aaagatgtaa ttcgcgaagg
  3833101 agatcctatt ttgcgaaacg ttgcagaaga ggtagtaata ccagcgagcg aagaagatac
  3833161 aaataccctt aaagaaatga ttgaatttgt aataaatagc caagatcctg aaatggctga
  3833221 aaaatatagt ttacgccctg gaatcggatt agcggctccg caaatcggta tttcaaagaa
  3833281 aatgattgca gttcacgtaa cagatacgga cggtacgtta tatagtcatg cattattcaa
  3833341 tccaaaaatc attagccatt ctgttgaacg tacatattta caaagtggtg aaggctgtct
  3833401 atcagtagac cgtgaagtac ctggttatgt acctcgttat acaagaatta cagtgaaagc
  3833461 aacttctatc aacggcgaag aagtaaaatt acgtttaaaa ggtttaccag caattgtatt
  3833521 ccaacatgaa attgaccatt taaatggtgt tatgttctat gaccatatta ataaagaaaa
  3833581 tccatttgct gctcctgacg gttcaaaacc tctggagcga taataaaaaa aggcggaaga
  3833641 tgattctccg cctttttact attatgaaat gggttccata tccacttata acaatccagc
  3833701 ccattttaat ccatgatata tgccgtcttc actaacatcc tttgtcacat aatttgcaag
  3833761 ttttttcaag tcttcatgac cattccccat cacaatacct gccccaactg cttcaatcat
  3833821 ttctaaatca tttaagccat ctccaaatgc atacacttgt tcacggttaa atcctaatct
  3833881 ttcaatgaat ttctcaatcc cttttgcctt agaaccgcca tttggaataa tatccattga
  3833941 atacgcatgc cagcgaataa aatgaaagtc tgggtactga ttaataaact tttcctcttc
  3834001 attcacttca cagaaaagaa gcgtttgata aatattacgt ttctcataaa aattaggttc
  3834061 atatgctgga tgctcaaagt ttaagctacc aaagccttcc ttcacataat catgatattc
  3834121 cactgatgct ctcatgtctt gatgatcaag atatacaagt ggatatcctt cttctttggc
  3834181 aaactgagta aatttatgaa gagcatctgg atgtaacgga ttattaaata ttacctcatc
  3834241 ctcaaataca acgtattgcc cattaaaact aacataatta tgtatattaa gttccttccg
  3834301 aatatcttca aacataaatg gcgcacgccc tgtcgcaatt gctacatgta cacccttttc
  3834361 ttgtaactgt tttactgcat ctcgtgtaga ttgcggaatt tttttatcat gatctaataa
  3834421 tgttccatca atatcaaaaa agacaatttt atcattcatt tgtcaaaatc ctttctgtta
  3834481 ctgtatattc ctattttgat tatcgctttt caaatgctaa aaaaaagtat aacatattaa
  3834541 acatctgtga agaaagcgtt cactttctga ccttatttat gaaacctgca tatatattag
  3834601 taaaaaaatg tggatacttg ttcgtatgaa ttttcttttc tattctttct catactatat
  3834661 ctataactaa cggctactaa tcgttactat aagaataact ttccctgtat gagaaaagac
  3834721 aagattcaac attcactttt gtcttctttc ttatatcaga gacggcgttt tcactagtaa
  3834781 tatgcatgtt taaaataagg aaaggaagga gtaatcatgc tgaagaagct gaagaaaaag
  3834841 cttaagcgtt atttaaaaga tctagtccgt aaaaagacga tcgcttaaat tgtgcccatt
  3834901 tcgggctttt tcttcattct cattcgaaaa aacatgaaaa tcgtgactgt ttgctttata
  3834961 ataagtaaca gataatgcaa aacatagaca aggagaggtt ttccaaatga tttttaaagt
  3835021 attttatcaa gaaaaaatga ctgaggttcc agtacgtgaa aatacaaaag ttttatattt
  3835081 agaggctacg tctgagaagg atgttcgtac aaaattaaat aagttcgcat ataatatcga
  3835141 attcgttcag tctgtgactg gcaatcatct tgaatatgaa aaagcaaacg ctgatttaac
  3835201 attagcggaa atcgtatagt catatgaaat ttctaaagaa tgatcaagca gccgtttttg
  3835261 ctttaggtgg ccttggtgaa atcggtaaaa atacatatgc tgttcaattt caagatgaaa
  3835321 ttattataat tgacgctgga attaaatttc cagaagacga actcctcgga atcgattatg
  3835381 taataccaga ttacacttat tttgtgcgaa acgaagataa aattaaagga ttattcatta
  3835441 cacatggtca cgaagatcat atcggtggaa ttccttactt attacgtcaa gtgaacattc
  3835501 caatttatgg cggaaaatta gcaattgcac taatcaaaaa caaattagaa gagcacggat
  3835561 tacttcgtaa agcaaaactt tatgaaattc aagaagatga tgttattaaa tttaaaaaga
  3835621 catctgtttc cttcttccgt acaactcaca gtatcccaga ttcatacgga gttgttgtga
  3835681 aaacacctca aggacaagtg gttcatactg gagatttcaa atttgatttc acaccagttg
  3835741 gtgaaccagc ggacttaaca aaaatggctg aaatcggaaa agacggtgta ctttgtctct
  3835801 tatctgacag tacaaacagt gaagttccaa actttacaat gtctgagcgc cgtgttggtg
  3835861 atagtattca agatattttc cgcaaagtag aaggtcgtat tatcttcgca acctttgcat
  3835921 caaatatcca tcgtttgcaa caagttgttg aagcggctgt tgaaaataat cgtaaagtgg
  3835981 ctgtatttgg ccgaagtatg gaagcagcga ttgaaatcgg acaaaacctc ggttatattc
  3836041 gctgtccgaa agatacattc atagatgcat ctcaattaaa tcgcctacca gctaataaag
  3836101 ttgttatttt atgtacaggt agtcaagggg agccaatggc agcactttca cgtattgcta
  3836161 atggtactca tcgtcaaatt caaatcattc ctggcgacac ggttgttttc tcttcttcac
  3836221 caatccctgg taatacaatt agtgtaagcc gtacaattaa tatgttgtac cgtgcgggtg
  3836281 ctgatgtaat ccacggaaaa ctgtcaaaca ttcatacgag tggacacggt ggacaagaag
  3836341 aacaaaaact aatgcttcgt ctaattaaac cgaagtattt catgccaatt catggtgaat
  3836401 atcgtatgca acgtatgcat atgaagttag caaatgattg tggtattcca gaagaaaatt
  3836461 gtttcattat ggataatggt gatgttcttg ccttacgttc agatgaagca agtgtagctg
  3836521 gtaaaatacc atctggatct gtctatattg acggaaatgg tattggagat atcggtaata
  3836581 tcgtattacg cgatcgtcgt atcctttctg aagaaggact tgttattgta gttgtaagca
  3836641 ttgatatgaa agaatttaaa gttgcagcag ggcctgatat tatctcacgt ggtttcgttt
  3836701 atatgcgcga aagtagtgat ttaattaatg atgctcaaac attaattaca actcatttag
  3836761 aaaaagtaat ggaacgtaaa acaacacaat ggtctgaaat taaaaatgaa attacagaca
  3836821 cattagcacc attcctatat gagaaaacga aacgtcgccc aatgatttta ccaatcatta
  3836881 tggaaatata agagaaaagg acaatacctt tatggtattg tccttttctc ttatcttaaa
  3836941 aagtgcttga aacgatctac ttcatcgtca tgaccaatta caattaatat atctcccgct
  3837001 tgaatatttt ccgtagctcg aggagataca ataacttctt ttccacgttt aattgctaca
  3837061 atattcaatc caaacttcgc acgaatatct aattcaatta aagaatgccc atcaattttt
  3837121 ttatttgcaa taatctctac aatactatgc tcatctgaaa gctcaaggta gtctaacaca
  3837181 ttacttgatg caatattatt agcaatcctt tttcccatat cacgctctgg atgcacaatg
  3837241 tgatctgccc ctattttact taatactttt tcatggtaat cattttgagc ttttacagta
  3837301 atatttttta cacctaactc tttcagaatt aatgttgtta aaatacttga atttaagtta
  3837361 tctccaatag caacaactac atgatcaaaa ttacgaatac caagactttt taataccatc
  3837421 tcatctgttg aatctgcaat tacagcatgc gaagctatat ttgcaaactc attaatttta
  3837481 tcctcatcag agtcaattgc cattacttcc atacctaatt gagcaagttc ccggcaaata
  3837541 cttccaccaa aacgcccaag cccaatgaca gcaaattctt tctctttttc acccacagga
  3837601 attcctccaa taacatcgaa tactatgtat ttttattgta acatacttta gatttgctac
  3837661 aaaaacctct atatcattct tatttttgtt tttgcatata gaaatactgt tgtaaataaa
  3837721 atgcgatact gaaaattaac ataccaaata caaatatgtt cccaaatgaa ctaaacgttt
  3837781 caaaaacgaa taataacgtt tcttgtccga agaaagcaaa taatagttgt gtaaatgcga
  3837841 atagcaatgc caatatataa tggtgttgat ggaataaata atgcgttgca cctaaaaaag
  3837901 cgataaacga aagaatgaaa atccaccaat tttctaaaaa tagttgccaa ttcgtaaatt
  3837961 gatacccatt tactaatatc gcaataatcc ctataacagc catcgttggt acgctccata
  3838021 acaatgcacg ccctctaaag aagtgcgtac cttttacatc tcccttttca tttgcaatgt
  3838081 atgttagcac aaccgtactt atatataaaa cagagagaat tgttaaaaca attatgagcc
  3838141 aaaaatgcaa ctgataatat tcatgttcta tattcgtgac gatagcagct agcatacacg
  3838201 ggattaacat tcccgtccaa ccatctactt ttctctcatt ccaaaatact gtattaccaa
  3838261 tccgtattcc taacagcata aaaataatga tacctagtac aaataatgta gttttatttc
  3838321 ctactaagct cgttgaaaaa gcaattaatc caataaataa aaaaagaaca aacccattca
  3838381 taatttctag tacaggtgat aaataccttt tcacccagtt gtatgtctct tcatattcat
  3838441 tattattcgc taaacgatag gcgtaaaaac ttatcccaaa ataaaccgcc gcaataataa
  3838501 catatgcata taagacaaaa cataaaattg cactgctaat ttgcacgtaa ttccccaccc
  3838561 ttttttctat gtttcacctt gattttacac actttccaca caaaatgtaa acatatataa
  3838621 gctagttaac taatcatctt ctcaataagc gataatgaat aatgagcagc ggctcaaaac
  3838681 cactgctcat tattttatcc atttgtatgc cgatgtgtat ccaaaacaaa tatgaaagat
  3838741 gttttcacct tgaaactaac aaataccaac tttaaattgt tacatagttg gcgagcaagt
  3838801 ttactttcta gttcccttcc acttcacata ttgatctaaa aatacgatag ctttctcaat
  3838861 agcctcttca tctggtctta attttgcgtg atgtaaacca tattctgaat ttaccccaag
  3838921 ccaaaacata aatccaggaa tctcttgaag catataacca aaatcttcac ctgtcattgc
  3838981 ctcagtacat gtaattactt tcatatcagt ttgttcactt acaaattgca taaactctct
  3839041 cgttaatgct tcatggttgt atacttgatg atacatcgct ccgtagtcaa taacggcctc
  3839101 acattggaag gaagcttcta tacctgcaac aattgcctca atcctacttt taacacggct
  3839161 cattgattcc actgataacg ttcggattgt tccctctaat cgagactttt ctgctatgat
  3839221 attttgaact gtaccgcctg ttattttccc aatcgtaatt actgcactat caagtgggtt
  3839281 tacattacga ctaataacgg actgaagctg tgtaacaagg tgactagctg cgacaatcat
  3839341 atcatttgca gtatgagggt aagctgcatg tccacctttc ccctttaaat caacatataa
  3839401 ttctgatgta tttgcaaata atagcccctc ttttgtagca attgttccta cagggtattc
  3839461 aggtgcaata tgaagaccga gaattatatt cggcttccat tcttttaact cttcgctctc
  3839521 taacatagga agagcccctc caggcccttc ttcagctggt tggaatagaa atacaaggtc
  3839581 atcatctatt ctttctgtta cagctgctgt tagaaggcct aaaccaattg ttgtatgtaa
  3839641 gtcgtgtccg catgcatgca tcattccttc atgaacagaa gcgaactcat atccagtttc
  3839701 ctctgtaatt ggtaaaccgt ctatatctgc gcgataccct ataacttttt ctggattttt
  3839761 cccctttact ttaacaatga cacccgttct ccataccttc acttccacat gttcgttcga
  3839821 aagcgttcct atgtaatcta aaatatactg ttgtgttttc cactctttaa atccaatttc
  3839881 cggtattttg tgtaagtctc tacgaatttg aacgaatttg cttactgcca tttttgcacc
  3839941 tctatctata aaaagcgtaa gagcctgttt atgctcttac gcttttatgt ttttatttct
  3840001 ctgggtttaa ttgacgaagc tcttgtttaa tttcagtttt tgcttttgtc ttctcatcaa
  3840061 tttctttaat tacacgtgct ggagtacctg caacaactgt atatggaggt acatcttctg
  3840121 ttacaacagc tcctgctgct acaactgcac ctttacctac tgtaactccc tctaacacaa
  3840181 ctacgttagc accaattaca acatcgtctt caacgataac tggttttgct gaaggtggct
  3840241 caataacgcc tgcaagtact gcacctgcac ctacgtgaca gttcttacca acagttgcac
  3840301 gtccaccaag taccgcgttc atgtcgatca tagaaccttc accaattaca gcaccgatgt
  3840361 taattgttgc attcatcata ataacagcgt tgtcgccgat ttcaacgtgg tcacgaataa
  3840421 tcgcacctgg ctcaatacga gctttaatac cttttaaatc aagcattgga attgcagaat
  3840481 tacgacggtc attttcaaca acgtaatcaa caatgtattt gctattttca tctagaattg
  3840541 tcttaatttc agaccattct ccaaataata caccagactt tttatttaca aatgcttgta
  3840601 ctgtttcagg gaatgttact tcttttaaat ccccttttat gtataccttt acaggagttt
  3840661 tcttttcact tttttgaata aacgaaataa tttcgttagc gtccatcatt ttcattcttg
  3840721 ttgcctccta aatccattta taatgttact ctaccaaacg atagagcgag tagcaagata
  3840781 ataatcctat ttttccattt gaatttcttc tataatttct aaaaatgctt gtacttgctt
  3840841 caattgtcta gctgattcac tcgtcaataa ccatgtttct ctcgttaatt gaacaggtgt
  3840901 tttatacata ttttcttgta cttcttttaa aacagtagaa ggtaaaagcg cgtagcctat
  3840961 gccatttaaa acgagttgtt tacaagtctc aatttgatca acgacaattg ttctcttagg
  3841021 tggattagaa aataaaccat accaccaatt ttgtatttgt ccataataag tcgagtcact
  3841081 tttaaattga ataaatggtc tatttgtttc ttttaacatc gaaatatctt ttatttcttt
  3841141 atccactaaa taaagttcat cttcaaataa ttgttgcttc tggcctttat attcttgtgt
  3841201 tcctctcaat atagcaacat gaacgtctcc ttcataaaat tgcttttgca cttcactact
  3841261 ccagccagta aacaacgata ttttcacaga cggatattta tgcacaaact tcttcaaaac
  3841321 aggaggaagc caatattggc caataactga tgcgacagct atttttaacg tcccgtgagt
  3841381 ttctgttcta aaaacagcta gctcactttt aatatcctct tccctttgta gcatttcttt
  3841441 tgcgtaattt gcaacttttt ccccttcagg tgtaattgtc aatccttttt gcgagcgaat
  3841501 aaaaaacttc attccccatt gtttctctat agattgtaat cgttgactaa gcgcaggttg
  3841561 tgaaacaaat aaacgttccg ccgcttttct catatttgat tcctgtgcta acacaaccat
  3841621 catttgaaaa tcatcaattt gcaactttct ccctctttcc ttagcttcca tacaccttat
  3841681 ctcaataagc ttttcatcct taatttaact acatactctt atatttttta tctttttaaa
  3841741 tataatacat acacaactga tatgcacgaa aaaaagtgac ttctccgttt ctatgaagtc
  3841801 acttttctca cattatcgat tatgttgcct tactttttta ttcaataatt ttaaaatagc
  3841861 tcgacgtgtt aaaatcccct caaaataccc atcttcattg acagcgcaaa taaatggatg
  3841921 atcaatagtc atttctaaag cttttgcaaa tgagtcttct aacttaagaa ccggaatatc
  3841981 ttgcttcatc acctgctcta ctttcatctc ttcaagtctt tcaaactcaa tgcgttctaa
  3842041 ccctaatata ccgtctaaaa tcatagcagt actaattaac ccgtgcaatt tgtacatcgg
  3842101 gtccaaaaca ggtatcgccg aatatccaga tttcacaagt acgagtaaag catgctctaa
  3842161 accattccct atttgaacgt gtgctacttt ttctgatgaa atcattaaat cttttacaaa
  3842221 aatttgttga aactcgtctt ttggaatact aatcatatta catcccccat tttccctttt
  3842281 tcctgcttat aatcaccggc tctattcaca ttttatgaca gcgttttcat attattattt
  3842341 tgtccttaca ttctttcagt aaaaaacaaa attacacagt tattttagca tacaacataa
  3842401 aaaaagacta ccattccggt agcgcttaat accctttatt ttttaatctg taaaataacc
  3842461 ttgtgatttt tttatattgc atcacatctg tcttttttaa accattctca atatctgtaa
  3842521 gttccacagc taaaatttca ctcgcataat tttgttgaaa taaaatatct agtaacaaac
  3842581 tttcctcttc ttccgttaac acaaattccc ttttcatata cccctctcct tatactcgca
  3842641 tcgttactcc tattatataa aattttttgc ctatttaata gatgtaatat tcagttttta
  3842701 atgaaagata tataaaaatg tttttttatt tcgtatgacg atttgcataa ctaaacgcag
  3842761 cataagcatc cggcttaatc tttgcagtta accccatcgc tcgaattttc gctgtcatat
  3842821 ctagaataaa ttcttttgtt aaaccatcat ttccgatatc taagtgaatt tccattataa
  3842881 aaccagcccc atcttgagca tacggatgta ataaatccca tatcgtttgt atatgatttg
  3842941 gagtaaatag gcatgcaatt tcttgactaa attgtgtctc taaatatatt ttctcacgta
  3843001 aagttgctgg tttatctttt actgattgat ggtgtaaaca cccccaggct ccttttccaa
  3843061 cacgatgaat atgaattgcc gtaataaacc tcgtgtcctt ttgatgtgct tgtgagtctg
  3843121 tcccaataga taagcgatat aaattccgtg gatccctttc aatgaaatta caaatacggg
  3843181 taaagaccat atcaaaattt aaatgtctct ctgaaacatt ataaaattta tgttcaccgg
  3843241 tcacatagtc acgtcctttc aattagacag acttttcgta ttttcattgt atgggacaaa
  3843301 aacaaaaatt ataacttcct accctttatt cgtttcaata ttccgaatta catattgaca
  3843361 aacttggcac gtataaatta cattttgatt agattgagcc gttaatacat gaataatctc
  3843421 agcagaattg tgacagttag gacaaatcac aactggtaaa cgttccatat aacacacctc
  3843481 ctcactattt tcatcctgct atttactatg cgtcctcaat tggcgatagc taataagcag
  3843541 tataagacgc agaaatacga ctgattacaa tttcacttta ttaccattgt aggaaaaata
  3843601 aaaaatccct atacatatat gttaaaagta ataaaactaa aaaaggtgtt gccatatggc
  3843661 aacacctttt ttatatgtat caagaaatga tatcgtaaat ctcaattgca accatgtcga
  3843721 tattatcgaa ttgatacact tgaggttttt caccttgttg atacacttct aactcataca
  3843781 tttcactttt atcgaaaaat ttcacgctac atttgcgttc accgttcact tcaaaatagc
  3843841 gttgtgctac ttcaccgctt tcagcttgtt cttgtagact aacaagtcga gttaaaattc
  3843901 cttggagtag agacatgaaa tctctccttt ctctgatctt cctaccaata ggttttacag
  3843961 ctatactcat tctatccgtc ataacagaaa aaatgttcca cactctagga taaaggttat
  3844021 tggccagaaa ctcaactaaa aatttgtcga aatacgaagg aaaaaacaga aagaacatct
  3844081 tttcccttct ttattgcgat ttttatactg gaagaatata ataaaaaaca gtaaaaagga
  3844141 ggaattgcaa tgaaaaaaat tgaggtttac acacaacctg attgtccgcc atgtgtcatt
  3844201 gtgaaagaat ttttaaagca taataacgtt gtatatgaag aatttgacgt aaaaaaagac
  3844261 gccgctgcac gcaatcgtct tttatatgac tatgactctt attcaactcc aacagttgta
  3844321 attaatggtg aagtcgttgc tggttttcaa attgaaaaat tacaacaact acttaatata
  3844381 gaataggaat aggtaaagac ctattcctat tcttatcccg ctatattttg gaagtataca
  3844441 tccgattgtg gcgagttaat gttcaacggg atatgtccct ctattgatta aagtttcact
  3844501 ttataattgt tgtaaccttt ttatttcagt taaaagttct tgactttcat gatatccggc
  3844561 caatttccat ttcccttgat ctctttgcaa tgttacaatt tgatattgcc cacttttcgc
  3844621 ccgctcataa acatataaaa ttttatgctc ttcatcatat gacattttcg tttctgaatt
  3844681 aaaagagaat ggtgcttctt ttgctggaag taaatattca ccactttgtt tatcacttct
  3844741 actattttca tctgtaaata cttgaaggaa attctctgta aaatatggtg ataacgtttc
  3844801 tatcatctta ttcatcggca aatgcttccc gcgaattaaa aattgggttt cataaccctt
  3844861 ttgtatcgtt gtaaacactt ctttccgatc aattttcact tcctcttttc ctaaaaccgt
  3844921 tgtaacacta tacccaacta gaaaggcaac gcacacaaat agaactaacc atattccata
  3844981 tttcctcatt ttttcacctt ccttttaaga aaacttgtct ttgtagtatt cattgtaaca
  3845041 atgattatgc acagaaaggg ggcgtttcgt tcgtaaaatc tttacaacga tagacagcat
  3845101 tttcagcacc attttcacta ttaccaattt atgataaaaa caaacaaaaa atgcacgaat
  3845161 ctcttcgtgc attaaaataa aacatcttcc tcatataaat attcatacga taaatctata
  3845221 aataaaaagt tttcatcatc aattgggaaa gaaaatgttc gtaccatctc accagtttca
  3845281 atatcagcat ataaatctga aagtcttgcc ttattctcaa aacgcatttt cataatattt
  3845341 tctagaaaat acgggcgcca actccagttc ttcatgtaat actcaggcat cacaatccat
  3845401 tccccatctt ttttcataac gtttcctgat tgttggaaac catcttcgtt acaaataaat
  3845461 atgcgaaaac tacactgtga tacactttgg ctaaattgta ataaccaatc atttatatct
  3845521 tcattctttt tctgtttcgc tagaacatca ccaattcgat cgcgtaacat ttctgttaaa
  3845581 ttataaattt tttgtaactt cttcttctca tgttgaataa attgatgaca ctcattacca
  3845641 agtcgctctt tcaaaacgtt cgtttcaata aaatcaggta aacattcttt taaataattt
  3845701 ccttgatagt atctaccacc gtttttccaa gcatattgta attgataaaa agcatctatt
  3845761 tcttcatata acaatgtcgc accaattctt ctagcaagta atgataaaga atataaaata
  3845821 tcttgataag attgtaaaag tgcagtttgc cttaaatttg ttaaatctac ttttaaaata
  3845881 tcaggtgcta acacgctaat acgctctaaa ttacttgtac ctgttccgac tttattaatc
  3845941 gaaatttgaa taccatatgt acgataatac ataagcaaat gattaaattg ctctatatct
  3846001 tctttacatt catgttctgt aatttctaaa acaatgtttt tcaaatttaa accttgtttt
  3846061 tcatacatta ataaaagttg aagtaaactt tcatcatcat cgttcattaa tacgttagca
  3846121 ttccgatgta taaataataa tagtttttga tcactttcta aataacgatt taaagctttt
  3846181 tctactataa tgttatccgc ttctagttga aactcacttg gaatagagtc atcatgaaag
  3846241 aaagaagcta aactttgtat gccctcttct gtttgaatac gccctactac ttcatatcca
  3846301 attacagtat gttcatcagc actaaaaatt gcttgataat aaggaaggac tttatccaag
  3846361 ttactcatta catctaatgc atctatcaac gtgcttccct ccctttactt ttcaaaaatt
  3846421 ataacatgat atttacggaa aaataataaa aaatcccttc agttttcctg aagggattag
  3846481 aggggtaaaa tgctaagggg aattagcaat tctactatga agaaaaaaga ggtcttaaat
  3846541 ataacgtata tatgacctct tgtaaacact tttctttcat atgtcacaat tccgtcacat
  3846601 ttaaccgtaa aaaaatgaat gaaacattca tttttttatc ccttttaaaa tggatattga
  3846661 tgtaaatgtt gtcctccatc cattgtcata caagttccat ttatgtacgc agcttcatct
  3846721 gaacataaat aataagctag acctgcaatt tcttctggcg tacctagcct tccaagcgga
  3846781 acactttgta tcgtgcgctt ggccatttct tctgaaatcc ataatttatc agcaccgccc
  3846841 gtacgttcaa ttggtcctgg cgcgatcgcg ttaactcgga ttccatattt gcgtccccac
  3846901 tcaacagcga gtgtctttgt cattgctaat actccagcct tcgctgcagc cgaatgaatc
  3846961 actcctggac ctgcatccca tgcatatgtt gctaccatgt taatgatatt cccttttata
  3847021 cctttttcaa tccaatattt tccgatagcc tgactacagt aaaatgtacc gtttaacaca
  3847081 atattaatga ccgaattcca cccgttcacg gataaatctt ctgctggaca aataaaattc
  3847141 ccagctgcat tatttattaa aatatcaatt cgtccaaact tctcatcaat ctgttcaatc
  3847201 attttctgaa tgtcatccgt atttctcaca tccatttgta cagttaatat ttgccctgga
  3847261 aattgttcaa tttctaactt ggcttcctct aatttttcct ttgtacgtcc tgtaataaca
  3847321 actcgtgccc cttcttttgc aaaacgagtt gccattcctt ttcccattcc gctcgatcca
  3847381 cctgttataa taactacctt ttctttcaca tacatcccct ccaaaaaatg aatacatatt
  3847441 cattttatca ttttatttaa tagaaatctt tatattttta aatttttctg atattttaac
  3847501 gtaaagaggt ttcttttcat tcgttttttc gtaattcata ctactttttt attatttaaa
  3847561 atatatttcc aataaactga aaggaggctt gagtaacctg taaatagaac gaacatatgt
  3847621 gatataagtc aaataggtat actcatattt ttatgaagaa aattacaaga agagattttt
  3847681 taaaaactgg aatgcgaact tgtctatatt catttataac gactagcatc ggatactatt
  3847741 acgctaaata tattgagcct catctactct cttttacaga acatacactt aaatcacaac
  3847801 ttataccaaa aagttttcat ggtatgaaga ttcttcaatt tagcgattta catctcgggt
  3847861 actatttctc tctccagcat ttatctaaaa tcgtttctaa aattaatgct gtaaaacccg
  3847921 acattgttct ttttactggc gatctcattg ataattatca aacgtatact gacactcctt
  3847981 tcgtttcatc cattttaaaa aatatacaag cacccttcgg taaattttct atttatggta
  3848041 accatgatca cggcggatat ggaacggagt actacgaaca catcatgcgt gaatctggat
  3848101 ttgaactatt actaaatagc gaaaagagaa tccgtctact ggataatagt gaaatttcca
  3848161 ttttcggtct tgatgatata ctgctaggca aacctaaaat agaaaagaca ctgcaacgcg
  3848221 ctcggcaaac cacttataat attgttcttg ttcacgagcc agatattgca ccacaaattg
  3848281 ctaactatcc agttaactta caactttctg gtcatagcca tggcggacaa gtacaaattc
  3848341 cttttttagg cgctgttgtt actccatcac ttgctcaaaa ctatgttgaa ggattctata
  3848401 caattgggga tttagcgctc tatgtcaatc gaggtctcgg aagaactcgt gtccccttcc
  3848461 gatttatgtc aaaacctgaa attacgattt tcacgctcca acattcgtaa taattcgcct
  3848521 attttcttac atatcctttc ttgtacgcgc tcatccatgt ttcgtttacc atatgataaa
  3848581 agtgagtcca ataaaggagg tttgttcatg tatccatatt atcaaccaat cccagtccgt
  3848641 tcagcaccta ttggtccagt aagcgactca cgcttctttc cgttttttgg tgttccattt
  3848701 ctagctggca ttgctggtgg actgctcggc ggggcattag ctttcggtcc tagaccatat
  3848761 tacccaccat atccaccacc tttcccaccg ccagcacctt acccttgtta tggtggacct
  3848821 tgtcaacaac catactatta ttaatgtacc gcaacaattc tactaatgtt attccctctc
  3848881 ttaaccgatc catactccat taacatgctt acaataaaaa ctattctctc tactcttgct
  3848941 tctattttga gaacatacaa taagtagaga acaaagtaaa aacctctttt taaaaagagg
  3849001 tttttacttt gttctcatta ttcagcatct gtgttttgat acgccatctt aaacaacttc
  3849061 acttgactat caatctcttc tgcaccgcta ttaataacat aataatagtc accgtcttta
  3849121 ttttgttcgc gcgttttcac attatcagct aaagtaagct gtaaaatcgc cttaattctc
  3849181 gccttcattt caatatctaa tatcgggaaa gatatttcta ctcgcttctc catattccgc
  3849241 gtcatccagt cagctgaaga taagtatatt ttctcttccc cattatgatg gaaataataa
  3849301 attcgactat gttctaaata tctcccaaca acactaacta cccgaatatt ttcacttaca
  3849361 tttggaatac caggtcgtag gcaacatgtt cctcgaacga tgagttccac ctttactcca
  3849421 gcttgtgatg cttcatacat ttttttaatg agtggtttat cagttaatga attcatctta
  3849481 gcgataatat aaccatttcc atattgtcta tgataacgga tttcctcatc tattaaatcc
  3849541 ataaattgct ctcttatatc aaatggcgca accgataaat gatgaaaatg cggttttgtt
  3849601 gtataaccac tcaaataatt aaagaaattt gttgcatcga caccaaagtc ttttcgtgat
  3849661 gtaatatagc caaaatcagt atatagcttt gcagttgcat cattataatt tccggttcca
  3849721 agatgtacga acctttcaat ttttccgttt tttcttctta caactagtgt aattttacta
  3849781 tgtgttttta aatgacttac accgtaaata acatgacatc cagcctgttc taattcttta
  3849841 gcccaatgca cattattttc ctcatcaaac cttgccttta attcaactaa tactgtcact
  3849901 tgctttcctt tttcagccgc tatctttagc gcctgaatga tcggcgaatc cccacttact
  3849961 cgatataatg tttgtttaat tgcaagtaca ttcggatcgt ctgccgcatc acggacaaaa
  3850021 tcaactactg gctgaaacga ttcaaaagga tgatgtaata aaatatcatg ctcaatcgct
  3850081 ttttcaaata catcttctgc atcccctaag tcttgaggcc gttgcggaat aagagccgga
  3850141 tatactagat gttcatataa aggagctagt tttttatata aagaaaatag acatgttaaa
  3850201 tctaatggtc catccattat atatacatct tcatccttta cttccaacac ctcatataac
  3850261 aatgctaata ctctttcatc aatatgctct ttgccaactt ctaaacgtac agcagctccc
  3850321 cacttacgtt tttttaattc tttttcaatt acctttaata aatctctcgc accttcttcg
  3850381 tgaattgtta aatccgcgtt gcgtgtaata cggaaacgag taacagatga tactttatat
  3850441 cctgtaaata atttatgagt aaaactacta attacgtctt ctaataaaat aaatttatgc
  3850501 ttttgccctt cactcggtaa aaatatgaaa cgttcaagta gtgaaggaac ttgtacaatt
  3850561 cctaacttcg tgcgattttc ttcttctact tgtttctcat catataaaag agtagctaaa
  3850621 tttaaacttt tatttaataa catcggaaat ggacgatatg catcgatagc cacaggtgtt
  3850681 aagactggga aaatttgttc atcaaaatac tcttctataa attctctctg ttctttcgtc
  3850741 aaatcatgaa atgttaaacg ctcaatccct tctaactcaa gcgctggcaa cacataattt
  3850801 ttaaacgtac catattgtac tgtcattaat tcatgtgctt ttatcgcaat tttatttaat
  3850861 tgcttttttg gtgttaaacc ggccttattt tctggttggt taaaaccagc acttacttga
  3850921 tccttcaatc ctgccacgcg taccataaag aattcatcta aatttgagct aaaaatgcta
  3850981 ataaacttca atctttctaa gagtggattc gtttcatctt gtgcctcttg tagtacacgt
  3851041 tcattaaatg ccaaccaact taactctcga ttgttgtaat aagctgtatc atttaaattt
  3851101 actatattcc ccttcgataa ttccattctc ttcacacttc cccttgaaac ttttttacta
  3851161 taatttagtt actttcattt tagcaaatta caatattata aagtataaat ttttcgcaaa
  3851221 gacatccgta caactcaatt ctttaattta aataacaaga taatatttgt tttcaatact
  3851281 ctttctagct gtttcttctg cttttcagct tgcacttttt ccgctaacgc cgattgttca
  3851341 catacaattt caaatgttaa tccttcttta ctttctgtta tagatatgga ttcaacaagc
  3851401 gatctttgtc ttatatttag agctgctgaa aattgtaaaa cagcccctaa taggcggatt
  3851461 tttttttgtt cgtttttatc aaaccagcct tcaaatggag acaaatgttg tttgaataac
  3851521 atttttgatt tataagacgc aataagcgct aatctaactc gctctttatg catcatacca
  3851581 tcaattgttt tattcgctaa taaataaaat gtatgtaagc ggctcgcttc ttcgtctata
  3851641 tatttgccta tattaaatac tttcgctgct tgatggaata cttcccagtc ttctactgac
  3851701 atagaaatca gcccggtttc ttcaagctgt tgacaaatca atctcccatg tttaataagc
  3851761 tgcattacaa attccatatc catttcatat tcatgtgata ataaatacaa actttcttcg
  3851821 actacgttcg gataatatga aatccccaaa tcttttgtca actcttcata gaaaacacct
  3851881 tctcgtaatc cttttctact taatacaaat gctggcgcct ctataacatt aacaagcgta
  3851941 tgaaatactt cgactgctgg aacaattgta tctgctcgat cttttgccaa tccttctaat
  3852001 ttttgaagtt ctatgaacga caatgcttcc aattcttctt tcacattttt aatatcttct
  3852061 tctttcatct tgtataaatg tactcctgct ataggataac aaattaaatt ttgatgaatt
  3852121 ttcactaagt tcctcgcact accaccaatt gcaataagag gcaatttctt atcaattaac
  3852181 catggtaatg ttcgaaattg atattctaga tacgtttgaa gcttttccaa ctcttcttct
  3852241 gtaggtatat cgtctttaat aaattgttgc tttaaagaaa gtgctccaaa aggaaagcta
  3852301 tgatactcta gaatctctct atttcgaaag tatgtaacct ccgtactccc cccaccaata
  3852361 tctactgtaa tcccttcaga gaacgaagtt gaattcataa ctgctaaata gccgtaacgt
  3852421 gcttcttcat attctgataa tactctaaga gtaaagtctg tttgtccttc aacaagtttt
  3852481 ttaatttcct cttgattctt agcctgtcta attgttgctg ttgcaacaca aagtacatgg
  3852541 tgcaactgat ggaatcgtgt actttcttga aattgaaata atgtttgtaa caatacctct
  3852601 attccttctt caatcaacac gccatcgact aagtaattcc ttaaccttgc aaccactttc
  3852661 gtattttcaa tctctttata aaaacccccg ttttgttttt cataaataac taaacgcatt
  3852721 gtattagatc caatatctat aatggcatat tgctgtttta atatttcttt caaacttctc
  3852781 actctttcat tatcaaattt ctaaaacaca ttctattact attatacaaa atagttgttt
  3852841 tttgtaacaa tattgcttta atattgaaaa tatatacaat cactttttgc atataataaa
  3852901 aatcgctttt acttatggta taataatgga aaattgaaag gagattcaat atgaaacctt
  3852961 cacaaccaca atctcaatta caaaaccaac attctattaa tcgactagct caatctattt
  3853021 tcgttgtgaa tcgtcatgct aaagctgcaa ctaatccgaa gtatttatac tggttaaaaa
  3853081 aaacagcttt agaacgctta attactgaaa aaaaagctat taaagaagga ttacatttct
  3853141 caagaaatcc acgttttagc caacaacaat ctgatgttct tatacgttta ggtgattact
  3853201 ttttccatat tcctcctaca aaagaagatt ttcgaatcct accacatctc ggtcatcttg
  3853261 aatcctccta tcgaaatccg aaaacaacct tatctttaac agtagcaaaa aaaacacttc
  3853321 aagattatat tggtcctgaa gcgctaaaac aagaaaaaaa attaagtgaa cctgttccat
  3853381 ggtatagtcg tacttataca aaaaaataaa acagtttggc caattgtagg ccaaactgtt
  3853441 ttattttttc tcttctttaa ttttaatatt tgcttgttta taaaaagcta ttttttctgt
  3853501 attataagat ttcgtgaatt cattaaactt atctttttct gaatcaatat ccttataaga
  3853561 ttgatttact acttttactt tttcactaat atcttttaat tttgtacctt tatcttgtaa
  3853621 cattgtatat aattcttttt cttgttttaa cgatttatta tagctgtcat acattttatt
  3853681 aaatgaatca tgtcgtttct catatgtact ttttacttta tccgcttgat ctttcaattt
  3853741 cttatcttca attttcttca catatttatc tgctgatttc acttcttctt gcgccttatt
  3853801 taaagattct ttttcttttt taagcacttt ttctcgttca tctgtatttt tcactgcttg
  3853861 gttcagtttt tccttaacag tttgattatt atcttttcct tcttgaacaa tctggttata
  3853921 taactcttgt ccctctttct ctaaagtttc aagttttttt gcatcttcaa acattgtttt
  3853981 ttcttgcttt gcagcatttt caaacgcaac atataattcc tcttctggtt ttggtccgaa
  3854041 acaaccggct agtaaagtca ttgataatgc agttacaatt gctaatttac tatatttcaa
  3854101 catctttttc ctcctactta tatacgatca tcgtgtaaaa agctatgaaa ttatatatcc
  3854161 ttctataaac aaaactccac actcgcacct tttttacgaa aatcattcat attgtttata
  3854221 atacttgtac aaattgtatt acttgaaatt acattttccg ttttcaaact aaatagcagt
  3854281 ttcatatcca tctgttactt ggcacttttt aaaacctatt catactatgt attacataaa
  3854341 agtacaacgg aattcatcac aaccataata atttgaagaa caacagtaat catttacctg
  3854401 ataaaagatg ttcgttgttc tctcacgtct atcattctat cattcccttt cccgctttct
  3854461 atcaaataat ctcttttttc attttacaca gtataaatgc tatcttgcaa caacttacaa
  3854521 ttattcttgc cattccctaa aaaggaaaag tgtagagtat gctttcctct acacttttaa
  3854581 aatgaaacac attgtgcaaa atgcattgac acatccatca taattatatg cctatttcat
  3854641 atatttttaa agacttttat tacaaaaaaa gttctttttg taataaaagt caaaaaaatg
  3854701 ttacaatcaa aacttcttca tatcatattt cttcaaatca aagttttact tatttcctta
  3854761 caaatttcta ttctgataca attgattttg tgcttttctt aacaattctt caaaagcttt
  3854821 tccttctatt ggataactag cagctccaaa taatagcgtc atacttaaca agccattctc
  3854881 tatttcactt tcaatatttt tcattaaccg gtttgttatt gtcgactttt catgtccgtt
  3854941 atcaatcgcc acaatcacat acttattttc atcccaccta gtaacaacat cccctttgcg
  3855001 aattgtcttt acaattgtac tctccatttt cttttcttgc actgtttctt ttagttcttt
  3855061 ccattctttc acagaaagaa tatacactgt aatattatga gaatcccgtt ctgttaaagc
  3855121 agctactttc ttaaaaaaat caactacaaa atcattactt gccattcctc ctacttccat
  3855181 atccacctgc tcactcgctt ttttatcata ccaatgtcca aaataatagc tgagtatcat
  3855241 ttgcaatata taaataataa agacggtata aaatgatcgt gaatccagtt ttgtaattac
  3855301 atcctgaagc gcaatccatt ctgtaactgc cactgtattc ccaagtagta atccactaat
  3855361 tttcccttta tgtttcatac ttttcctccc ttctatacca atatatgttt ctataacaat
  3855421 tatgtttttc tacaaaataa aaaatgtaca tattaggtgt acatttccgc ttaaacttgt
  3855481 ctaccttttc tacttcattt catatatata ctatatatcg tttttagaaa ggagcgacct
  3855541 atatgctaca aaaagaaaat ctatcagata ttatacgttt actagcgggc tttctattat
  3855601 ccttaaaatt actattcaat tctttcggaa taaactttat tacaaacgat caaatcgatg
  3855661 ctattgtgaa tgttgcttca tttttattta ttctatactt tggcttcaaa aataactatg
  3855721 taggaaaaaa aggaatagaa caaaagaaag tactcaaaaa gcacaatctt cactaaaaaa
  3855781 ggaaccttcc atacaggttc ctttttatca ttgtcgcacc acaacttcat ttgtttgcag
  3855841 tggaccatat gatactccgt tatattgaaa tgtatatgta gcttgaaata atgcgttttt
  3855901 gagtgcttta tctttatttg cttttatttt acaaattaat tctaccttct catccggtaa
  3855961 taaattatcg attctccacc ttacaagctg aaacaaaaac tcgctcatcc ccttatcagc
  3856021 ctttaatgaa tttggaatat aggcaaaata atctcgaatc atatggctta ctacaactcg
  3856081 tgaaatcatt tccattcctt tattttcaac ttcaattcga ataataagta tgtcgtttac
  3856141 atcatagatc agttcatatg aaaatttttc tttatacata ctacggattt gtaatgtaac
  3856201 tgctatgtta ggacattcgt tttccttttt tgagccatca atccataata ctggttgtag
  3856261 aggtattgaa tgccttcctt gatccgaaat tcgtttccat attttcataa taatattcac
  3856321 cccatttcag atgcatcata tccatacgac cttattctgc ctctctacac aatattaata
  3856381 aagcttgttg caaaacgatg tatagttact acccttcctt ttatcctatt cgacaatata
  3856441 aagaaaaaac catttttcat ttgttaacag acgtattctt actgaaatat ttttttacaa
  3856501 tttcctttat tgactttata tcaatactaa gtattactta ctctttcgct gtccatacaa
  3856561 cagaatattt tgacggaaga aaaagtttgc cttttagtca aatttgacta taatattctt
  3856621 tatggcttgt cagtgcactt gtataaattg ataaaaaaac tatactttta atttttatgc
  3856681 gctgcactca aaacttaata tagtttactt attattaaag gagggttatc tttggaatct
  3856741 caattattaa aaaaagactc caacaagaca aaatttgttg ttgctggttt actacttggt
  3856801 attttaatgg cggcaatgga taatacaatt gttgcaacag caatggcaac aatcgttgga
  3856861 gatctaggag gatttgacaa gttcgtttgg gtcacgtctg catatatggt agcaacaatg
  3856921 gcagggatgc ctatcttcgg aaaactttct gatatgtatg gacggaaacg cttttatatt
  3856981 ggtggcctta ttcttttctt gttcggctct gcactttgcg gaacagcatc tagtattgag
  3857041 caactaagta tttatagagc aattcaagga attggtggcg gcgctcttat gcctatcgcc
  3857101 ttcacaatta tgtacgatat attcccacca gaaaagcgtg gaaaaatgac agggctattc
  3857161 ggtgctgttt tcgggacatc tagtgtattc ggtcctttat taggtgcgta tattacagac
  3857221 tatataagtt ggcactgggt cttctatatt aatatcccat taggacttat ctccttcttc
  3857281 ttcattacga aatactacag tgaatctcta gaatttagaa aacaaaaaat tgattgggct
  3857341 ggcgctatta cacttgttat tagtatcgtt tgcttaatgt tcgccttaga acttggtggt
  3857401 aaagaatacg catggaattc cactgtaatt atcggcttat ttacaaccgt tgttattatg
  3857461 cttattattt tcttcttcgt agaacgaaaa gcaaccgagc ctatcatttc tttccatcta
  3857521 tttaaaaaac ctttattcgc agctagccaa ggtgttgcct ttttctatgg tgccgctttt
  3857581 atcatctgta cagtttatat cccaatcttc gttcaaggtg ttctcggtgg ttcagcctca
  3857641 aatgctggat tgatattaac acctatgatg gttggctctg taattggaag tcaaacaggt
  3857701 ggacagttag cttctcgaac aagttatcgt aacattatga tggtatctgg agttttcttc
  3857761 gttcttggta tttatttact aagcacttta acaatggaca cacctcgcct actcgtaaca
  3857821 ctatttatgg ttctcgctgg gcttggagtt ggcttctcat tctcagtttt aagtatgtct
  3857881 tctatccaca aattagaaat gagagaccgt ggttctgcta catcaacaaa ttcattcttc
  3857941 cgttcactcg gtatgactct tggtgtaacg atttttggta caattcaaaa tcatattttt
  3858001 acagataaac taaatacttt gttccctcct gaactagcta aattagctcc aaagggcgaa
  3858061 gacacaagtt tcttattatc accaggtgct accgataaaa taccagctga aatattaact
  3858121 ggtattaaag aagctctcgc tacatctatt gccagtacat tcttctgggc acttatcccg
  3858181 gctgtactaa gcattatttg cattttactt atgggaaatg agcgtctttt tacaggacca
  3858241 aaaacgaaac aaaaacagaa gcaggtaagt taatatatag aaaagaaacg gcatatccct
  3858301 ttatgaaaac ggatatgccg tttataatat gtataaagtt tttatatata ggagttgaaa
  3858361 cagcatgagt atgaaattag tcattctcgg cttgctactc gaaggagata aacatccata
  3858421 tgaagtgcag cacatcatga aagaacgaca aatggactgt tatattaaat atgcaaaagg
  3858481 atcactttac tatgccttcg agcaattaga aaaacaaagg gcaattcgtg ttacaactat
  3858541 tgttcgagat acgaatagac cagataaaac aatctttcat ataacagaag aaggtaaacg
  3858601 attatttcac acgttactat taaaacaatt cgaggcaaaa aatcaaatat ataaaccaat
  3858661 ttattcggca ctctctttcg ctcattttgg taatgatcaa gagttagttc ctattttaga
  3858721 aaagaagaaa aatgacacca ttcaatattt acataatatg caaactattt atgattgtag
  3858781 caaaggaaaa attccacgtg cccaactata tattttgcaa agcgttattg aacatattac
  3858841 agttgaattg caatggttaa acaccctcct tacagatgca gttgaagggc gactttcaga
  3858901 aattgatata gatgaggatt aaacttacaa aatagaaaat gtaaaatgat aatatagtta
  3858961 tttcatttca aagcctaaaa caaatataac ctcattctaa tttaggatgg ggttatgctt
  3859021 gtttaatttt cgatataaga tgaaccaatt attaaataac ataactggcg tcttatctat
  3859081 gtaagggtgc tcatctcttt gtaaaagtca gaataataat aattaaaata aaaaaacttt
  3859141 agaattttct tatttcaaaa cagtagacaa aattcaaaaa attgtgttag aatttgtttc
  3859201 aatatcatat cgcttgttaa attcctttca aaaggaaaat aggtacacga acatttcgtt
  3859261 tcgtgtttaa aagggaagct tggtgaaact ccaacacggt cccgccactg taaatgctga
  3859321 gatttctttt tgataccact gtgaaaacgg gaaggtaaaa gaaattatat gaagcataag
  3859381 tcaggagacc tgcctgtttt aacaacactg atagattcac ggatgatgat gaggtgttaa
  3859441 aacaaaaagg aaggcttatt ttctatgcct ttatgctttt tgttataggt atttcctagt
  3859501 aaacggaagt gcttactttt aattagggag gaatttgaaa tggcaattca aacaagtaac
  3859561 ttaggttatc cacgtatcgg attacaacga gagtggaaaa aaacattgga agctttttgg
  3859621 tccaataaaa tcaatgaaga acaattttta acaacaatga aagaaattcg ccttcaacac
  3859681 gtaaaagtac agcaagaaaa agggattgaa ctcattccaa ttggcgactt tacatattac
  3859741 gatcacgttt tggatactgc ttatatgcta ggatttatcc catcacgttt ttctgagttt
  3859801 acatcttacc tagatgtata ttttgcaatg gcgcgtggct ctaaagatca cgtagcttcc
  3859861 gaaatgacaa aatggtttaa cacaaactat cattatatcg ttcctgaata tgaagaggga
  3859921 ttacaaatct ctttaaaaga taatcgtcca cttcgcttat acgaagaggc aaaacaagaa
  3859981 ttgggtgtag atggaaaacc tgttatttta ggaccatata ctttcttgaa attagctaaa
  3860041 ggctatacac aagagcaatt tgctactatt ttaaaacagt tagttgcacc ttacgtacaa
  3860101 ctgctttcag aactacatgc agctggtgca caaatcattc aagttgatga accgattttc
  3860161 gcttctttaa cgaaagaaga agttcaacaa gcaaaagaaa tttatgaagc tattcgtaaa
  3860221 gaggttccaa atgcgactct tcttttacaa acatactttg atagtgtaga agaaaactat
  3860281 gaagaaatta ttacattccc agtatcaagt attggattag atttcgttca tggtaaagaa
  3860341 ggtaatttaa atgctatttc aaaatatgga ttcccagctg ataaaacttt agctgttggt
  3860401 tgtatagatg gccgtaacat ttggagagct gaccttgatg aagttcttac gttatttaca
  3860461 acgttacaaa aacaagtcca aacgaaagat ctcatcgttc aaccttcttg tagcttattg
  3860521 catacaccaa tcgataaaac agaagaaact cacttatcaa ctgagctatt tgatgcgttg
  3860581 gcatttgcaa atcaaaaatt agaagagtta gttcttattc attccgctct gactcaaggt
  3860641 acagaaagca ttagtaatga actggaaaca tatcgaaacg tacatcatac aattcgttca
  3860701 tctgctgcac gtaaccgaga agatgtcaaa gcagcacgaa cagcactaaa agaagaagat
  3860761 ttttcacgtc ctcttccatt tgaaaaacga tacgaattac aacaagttgc cctaaagtta
  3860821 ccgttgttac caacaacgac tatcggtagc ttccctcaaa caactgaagt tcgccaaacg
  3860881 cgaaaagaat ggcgtaatgg tattatttca aatgaacaat atgaacaatt tattgaaaaa
  3860941 gagacagaaa aatggattcg ttaccaagaa gaaattggtc ttgatgttct tgttcatggc
  3861001 gagtttgaaa gaactgacat ggtcgaatat tttggtgagc gccttgctgg cttctcattc
  3861061 actaaaaacg gttgggtaca atcatacggt tctcgttgcg taaaaccacc tgttatttat
  3861121 ggtgatgtag cctttattaa cggcatgact attaaggaaa cggtttatgc acaaagctta
  3861181 acagagaaag ttgtaaaagg aatgttaact ggacctgtta cgattttaaa ttggtccttc
  3861241 gttcgaaatg acattccaag aaaagaagtt tcgtatcaaa ttgcattagc tcttcgtcat
  3861301 gaaattgaac tacttgaatc ttctggaatt cgagtgatcc aagtcgatga gccagcactt
  3861361 cgtgaaggaa tgccactgaa agaaaaagat tgggacgctt atattacatg ggcagtacaa
  3861421 tccttccttt tagcaacttc ttctgtagca aatgaaacac aaattcatac gcatatgtgt
  3861481 tacagtaact tcgaagatat tgttgacgcg attcgcgcat tagatgcaga tgtgatttct
  3861541 atcgaaacat caagaagtca cggagaattt attgatacat taaaacatac aacatacgaa
  3861601 aagggcatcg gtctaggtgt atatgatatt catagcccac gtgtaccaag taaagatgaa
  3861661 atgtataaaa tcgtagaaca atctttacaa gtatgcgatc ctaaatattt ctggattaat
  3861721 cctgattgtg gtttaaaaac gcgaagaaca gaagaagtta ttccagctct agaacatatg
  3861781 gtgcaagcag caaaagatgc tcgttcccta ctaaaaacaa acgcataata aaaatgggtt
  3861841 atcctccaaa aggataaccc atttttattc tttactttca aaaaagaatt cgtattgtat
  3861901 tttatataat tcatcatccg ttggttcttc aagaggagtt gcttgtaaga caactgtata
  3861961 ctcaccattt ggaataggga tttgaaattt atttgaaaga atacttgtta caacgataca
  3862021 ttcattttca actgtaaaag gaactgcaac cgttctaacc acttcttctt tctcaatatg
  3862081 tttccctggg gtcactttta cttcacaagt ataatcagaa agtgcttcaa aaataacagt
  3862141 tccatctgcc ttcgcataac ctctttcaaa atcttcatcc gtccagtcaa cgtaaggctg
  3862201 ctcaccatca tagttcatta acattaattg cgaataagaa attgttaact ccatcgttcc
  3862261 cctcctcctt cattatgaaa tatgcaacta ctactttacg tcaaatttca cacgcgtacc
  3862321 atctgggtat ttatctaact tatttcctac ccaagaccct gctccgcggt tatctgctgg
  3862381 acttatatat tcgatatgtg ctccttttcc gccttcttta cacatcgcca ttggccattc
  3862441 atcacgatca tacccttttt ttgatgggta tggagctaac gataactttc ttctatccgc
  3862501 agcgccacca cggtcgattg tacaaacttc tgaatgtcct tcctttatcg catccgtaat
  3862561 atgtttccct gtttctggat atctctcttt cggaaattct agaacttgat catacgcatt
  3862621 tgtttttttt gtacttgttt cctctggaac aagtacttca taaaccgcta ctaaaataga
  3862681 aagaattgca ataattgaaa tgataatacc ttttaattgc ttcatgtata cctccgtgac
  3862741 tctaccagtt tcttttcctc agttattata acaaacttat cctgtctatg ttttcagaca
  3862801 ttattttagt tcttcttcgc cattccgcca aaaactctca tttttcttca tcttttcact
  3862861 aatgctgtag aaaactaata accttccgac attctttttc aaaggaagtc ctcataaaag
  3862921 attgaaatga tatatacgat actttttggg gaggaaatat gatggaagct acctataaaa
  3862981 cgaaagatgt cacgaataaa acaggcatcc caaaacatat agttcgcaaa tatagtcaac
  3863041 tgttagagga acatggttat atgatttcca aaacagctga tgcccgtatt tataaacttg
  3863101 atgatttaaa actattgaaa tctatacatg aaagagctgc tacattacaa gaagatattt
  3863161 cagaaacgat accaattatt ttaaaagaaa aagaagctcc tcctgtacca gttatacaag
  3863221 ataagcaaga gatacaaccg aaagaaaaag aagatgggcg taactttgag gagtttatgt
  3863281 taaaacttga aatgctcgct cagttaaatg aagcaattat tcatcaaaac tctaccctaa
  3863341 ttacccaaaa tcgtttaaaa gatgaaaagc tagatgaatt gatgcaacaa gtttatgtaa
  3863401 aagaaggctc tcaagaaaag atgctacagg agttagtaga tcatgccgct caaacagatg
  3863461 ccttgcaaaa agaaaagatg gacttattaa tgaatcatat gtataaacga gaatctaagc
  3863521 aagaagaaaa aatgaataaa ctcgtaaatc aaatttataa taaagacagc aatcgtgatg
  3863581 cacaacttat gcaagtcatt cgtgaaattc aagaaacaaa aagattagtt gctgcttcaa
  3863641 aagaacaaag ctttttccaa tcatttagaa gtttatttag ccgaacaaaa caagaaaaaa
  3863701 caactgaata aaataatata ttttttccta tataaaataa aaagttacct tccatcggta
  3863761 acttttattc cttatttctt acagctggta atataataat tgcttccgtg cctttcccac
  3863821 tttcgctttt atattccagc gtaccattat gtgcttgtaa aatactaaat gttaccataa
  3863881 gacctaatcc tgttcctttt tcttttaaag aataatacgg ttgtccgagc ctggctaact
  3863941 gttctttcgt cataccaaca ccactatctt taactcttat tacaatcgtt tcatcttttt
  3864001 gcatagccgt tacctttaaa tatcctttat ttccttgaat tgcttcaata ccatttttaa
  3864061 caacattcat aatagcttgt tttaatttcg tcttatcacc aatcgtataa aggctttcag
  3864121 aaatctcaac ttgcaaatat acaccttgca tcgctgcaaa tgatgacata agggttgtca
  3864181 tttctattaa ttgggctgat aagcaaatat gttctttctt ctcaatttgt ggccttgcta
  3864241 aattcaaata atctgaaata atttgttctg cccggtctaa ttcggctaat acgagacgca
  3864301 tataatcctt attcttcaca tcttccgtac tttcaagcaa ttgaataaaa ccacgaacaa
  3864361 cagtgagcgg atttcgaacc tcatgtgcaa cacttgcagc taactcactt actatattaa
  3864421 gtttctctga cttttgcatc tctgtacgta gtattgcatt ttcatttaaa tattctgtta
  3864481 agtacacctg aaataccatt gtcataacca taataagcga agcgaatatg tatccgctat
  3864541 ataagtgcga aacatatggt gtaaaccccg tttctagcag aacattaatc atgccaatca
  3864601 ctaaagaaac gagtacgtac aatgatgaaa tcataaaggc caaaattagc ttcttatccc
  3864661 ttgaaaatag agaccatttc tttgataaaa ataatggaac tatcgatagg aatattactt
  3864721 ctataactgg aagaaggttt attcccttta gcacccattc atatgcaaca aaaatagcag
  3864781 ccgggactaa accaacaatc ccaccatata gaaaaccact aacaatcggg attgggtgaa
  3864841 agttataccc acaaacgtcc ccaaaacaaa tagagtatgt catagagaga acgagtgtaa
  3864901 tgctagataa aaacataata aagtagcggt tcggcttcgg aggcatttct tgataacgat
  3864961 ttaaacgaat cgcttcgtat aaaaatagtg gcaaaataat gatggcaatt tggatcatta
  3865021 aatcacggat aagctccata gcctctcatc ccctatatgt attttgatat gattatatca
  3865081 ttttatagac gtatttgttg taagattttg atttttctta atatatttgt taattctttg
  3865141 ttaacaacac ataataattg ttacagattt tcgaaatgaa tgtaaaccct gtaccaaatt
  3865201 tctgtccggc agtatacaat gaatacggat tacaaagaaa ataaaaaaat acttcatgag
  3865261 acggacaact atagcaaaat acagcatata atccatacta tctatgttta caaataagtg
  3865321 atcattattt tagtaggagg aagataaata tggcgggtac tacgcttgtt ttaaaagaag
  3865381 agaatttagt cgttctagaa aatgttgaaa aatcagtata tgaagagtta cagcataaaa
  3865441 caggagaggc aaattgcaca tgtgctgtga atgaatcggt tgttcacctt ggcaaagtat
  3865501 catctgtact ttggaatgag gatgaaatag attgggagta cggatattaa aagtcgctta
  3865561 cagcggcttt ttttctatta tccctctctt tctacgtaac atatacgcaa gcgaaatgat
  3865621 agaaaatatg ttaaaatgaa cttaattttc aaacggaaga aagggagata caatggaaca
  3865681 attcattaat cctagagtga aggacatcca aatttctggg atccgtcaat tctctaacat
  3865741 gattcaaaac tacgataacc ttatctcttt aacaattgga caatccgatt ttcctacacc
  3865801 ttctctcgta aaagaagcgg caaaacgggc tattacagaa aattatacaa gctacacaca
  3865861 taacgctggt ttactagaat tacgcaaggc agcttgtaac tttgtaaaag ataactacga
  3865921 tttacattat tcacctgaaa ccgaaaccat cgttacaatt ggtgccagtg aagcaattga
  3865981 tgttgcattt cgaacgattt tagagccagg aacagaagtc attttacctg ctcctattta
  3866041 tcccggatac gagccgatta ttcgattatg cggtgcaaca cctattttta tcgatgttcg
  3866101 tgaaactggc ttccgtttaa cagccgaagc actggaaaat gctattacag aaaaaacaag
  3866161 atgcgtcgta ctgccgtatc cttctaatcc aactggtgtc actttatcta aaaaagaact
  3866221 acaagatatt gcagatgttt taaaagataa aaatattttc gtcctttctg atgaaattta
  3866281 tagtgaactt gtatatgaac aaacacatac atcgattgct catttcccag aaatgcgcga
  3866341 aaagactatc gtcattaacg gcttatcaaa atcgcattct atgactggct ggcgtatcgg
  3866401 tctattattt gcaccaagct atttagctgg gcatatatta aaagttcatc aatacaacgt
  3866461 aacgtgcgct acttcaatcg ctcaatatgc tgcaattgaa gcattaacag ctgctaaaga
  3866521 tgcaccaaaa atgatgcgcc atcaatacaa aaaacgccgt gattacgtat ataatagact
  3866581 tattcaaatg ggcttaacag ttgaaaagcc aacaggtgca ttttacttat tcccatatgt
  3866641 tggccattta acatcttcat catttgattt tgcacttgac cttgtcaaag aagctggact
  3866701 tgccgtcgtt cctggaacag cattctctga atatggtgaa ggctaccttc gcttgtctta
  3866761 tgcatatagt attgaaactt taaaagaagg ctgtgaccgt ttagaagcct ttctacaaca
  3866821 aaaagctaag agttaaactc ttagcttttt gttgcataat gatcgcaagt ttgacgcttc
  3866881 agtaatttat gcggaataat aatacacttt gcagtagact ccgcattctc tactttatca
  3866941 actaaagctt ttgcagcttc atatcctagc tggtatatat tcacatcaac tgtcgagagt
  3867001 ggcggactcg caatttctga taataaagca ttgttgaaac ttacaattga aacatccttg
  3867061 ggtacaacaa atcctttttt agaaagtgca cttaacacac caagaccaat caagtcatcc
  3867121 gttgccataa ttgctgtcgg tggttgcttt agccccatta attcctcaac ggcttgttga
  3867181 ccactttctc ttgaaaaatc aaaatgtaaa atatattctt ttggcaatac aatgtctgct
  3867241 aattttaaag catcactcat accagccaaa cgatctctcg ttacaagtaa atctgatcca
  3867301 ccgccgatga atgcgatttg tttatgacct aatgaaatca aatattctgc cacttctctt
  3867361 gcagctgtat aattgtcatt atctacatat gtaatttctt ctttacgatc atatggtttc
  3867421 ccaattaata cgaacggaaa attttgttta tgtaaatatt gaataatccg atcattctct
  3867481 cttgaatata aaagaataat gccaccaatt tggcgcccct gcaccatctt tacaacaccg
  3867541 ttaaaaattt catcttccgt ttcacctgtc gacatataaa gcgcataccc ttccacatgt
  3867601 gcaaatgaac taattcctct tataacttct gggaaaaaag gattttgaaa agctttactt
  3867661 gcagaacttg gcataacaag gccaagtgtt tttgttgttt ggttagctag gtttcttgcg
  3867721 tttaaatttg gatgataccc tagttcactc atcactttcc gaacacgacg ctttgttttt
  3867781 tcacttatac ttggattatc agcaattaca cgagaaacgg tagatggtgc tacattcgcc
  3867841 ttcttcgcca catctttaat tgtaactgtc ataaaaatcc ccctcctttc acttctctgc
  3867901 cattttatat attttcatct tgcacccgtt gcaagtaata ggggaagtca taaactttca
  3867961 ttgattctat cttgcaaaac ctatcatatt ctccctctcc atgtattgta agggatagag
  3868021 ctcttttttc ctatactata atatactatt tatttcactt cttttcatat atgatgtcaa
  3868081 atctcttttc atctccctat aaaatgtttt atagggagat gaaaagaaaa atgggacata
  3868141 atgtcccatt tttcatcctt ttgtacctcc agcagttaaa ccagagataa agtatttttg
  3868201 tagtgatagg aataaaattg aaatcgggat tgcaatcaac acggaacccg ctgcgaacgt
  3868261 tgtaaattca ttaccaaatt tcttcgctac catttcatat aatccaactg ctaacgtata
  3868321 attttctggt gtgcgcaaaa taatacttgc taaaatgaaa tctgtaaatg gacctatgaa
  3868381 agtgaataat gctacaactg ctacgattgg ctttgcaagc ggcataatga tttgccaaaa
  3868441 aatacggaaa tgtcctgctc catccatacg agctgattca tccaattctt tcggaatcgt
  3868501 atcaaaatac cctttcataa gccatgtatt cattggaatt gccccgccta cataaattaa
  3868561 aattaatgca aggtgcgtat caattaatcc tgttaactgc gctaatacgt atagagcgat
  3868621 taacgctgca aagtttggaa tcatttgcaa aattaaaaat gttaataaac cattttttct
  3868681 tccaacaaaa cggtatctcg aaaatgcata agcagtaaaa ctaattgcta acactgagaa
  3868741 aatcatcgtt aaaacactta cttttaatgt gtttttatac catagtaaat aattactatt
  3868801 ctctaaatct aataacttac gataatgatc taacgttgca ttttgtggaa taatacttga
  3868861 tccagataaa ctatcacccg gattaaacga tgagccaata atccataata atggatagaa
  3868921 aatgatggca cacattacga aaataacgag ataacttaat gagagacgta acatcttttg
  3868981 tcttttaata ttcatttaca tcatatcctc ttcttggaat gattttgttt tcttaaattg
  3869041 ccataacgca actgtaataa cgattaacga taggatcatt gtaagagctg ctgccttccc
  3869101 gtactgcgcc gaagtcatcg ttaacttata aatccatgaa attaaaatat ctgttccacc
  3869161 tgcgtcttgt ccagctacag caggacctcc gccgttaaat agatagatga tactaaagtt
  3869221 attaaagtta aacgtatatt gcgtaattaa tattggtgct gttgcatata gaacaagtgg
  3869281 caatgtaatt ttacgaaact gttgccaagc tgtagctcca tctactgtag ccgcttcgta
  3869341 taattctccc ggaatcgatt gcagtatacc tgttgtcatt gcaaagacga acgggaatcc
  3869401 aagccacgtt tgaatcataa ttaaagcaat cttcgcccaa aatggatctg tcatccaagc
  3869461 aatcttttca attccgaata aagctaatac ttgattgtta attgctccaa atgtttcatt
  3869521 aaacatacca gagaagacaa gaatggatac gaatgctggc actgcccacg gtaaaatgaa
  3869581 gattgttcga ataatcgcct tccctttaat accaggctga tttacgataa tcgctaagaa
  3869641 aataccaagc gcaacttgta atgtcgttgc aacgaatgtc caaatgacaa tccaagagaa
  3869701 cacacttaaa aatgtctctc tccacatcgg taaagtaaag atatcgataa agtttttaaa
  3869761 tccgacccaa tctactaatt tagctggagg ggaatgatat aaatcatagt tcgtaaatcc
  3869821 aattaaaatt acaaagatga ttgggaatac aactacaaag ataagtaata gaaaacctgg
  3869881 tgaaaccatt aaatatggaa aaccttggtc tagtaaatta cgatattgct ctttgacaga
  3869941 gtttaacggt gttcctatat cacgtttctt cccattttgg tatgcatcat ataaattaaa
  3870001 tgcatatatt ccgagtccaa acacgatgac gataagtgcc aagatccctt ctactaatag
  3870061 aaagacagaa tgatcacgtg gaacttctgt accaagcgtt acaattcccc ataatcccat
  3870121 atttaataaa tcagcaaagg ctacaataaa tgagcctgtt aatactagaa aaataagacc
  3870181 ttttacaaat tgtttattat acatttggcc cacgcctgga atgattgata gcatggttgc
  3870241 cattttccta tgttttgaac cgtttaagcc gtttgctggt tccatagatg tttgcatgtt
  3870301 ccttccccct tttttctggg agagaattcg tgcctctcat agtagaggca cgaatttcac
  3870361 cttatttttg cttgctatga tttgcctcaa tattaccttt aatttgtttc actgcactat
  3870421 caagcgccgc ctttggtgcc tctttatctg taacaactaa ttgaagcgca tctccagctg
  3870481 gtttccaaac ttcttgcatt tctggaatat ttggcattgg aattccattt tcagattgtg
  3870541 ttgcaactgc ttttgcagct tcattatctt taataattgg atcttccatt actgctttta
  3870601 ctggagggat ttcttttgtt ttctcaaatc gaatttttgc gttttcttcg ttcgttaccc
  3870661 attcagtgaa cttagtagct aaatcatttt gtttagagaa gcttgttaca tgccatcctt
  3870721 taaccccgac aaacgttttc aatggttgac catttggtaa tttcggcatt ggagcaacgc
  3870781 cataatcaat tccgttcttt tccatggctt ggaacgccca agggccgttc atgatagatg
  3870841 ctgcttttcc ttcgttaaat agtccatcag cagcaggtcc accagattca ccgataatac
  3870901 ctttcgggaa taatttttct ttgtaccatt tttgaagata ctcagcacct tgtactgctc
  3870961 cgctattatt taatccaaca tcacttgcat ttggttttcc atctttttca ccaaacacat
  3871021 agccacccat acctgccata aatgcattag caaagtagaa gttatctcct aatgctaaaa
  3871081 atccgtactt gccatctttc gtaaattctt ttgagaagtt aaacagctcg tccatcgttt
  3871141 ctggcgcttt tggcattagc tttttattgt aaataaagac tggtgtctca attgcttttg
  3871201 gtaaaccata taattttccg ttatacgttt gtgcttctat tgatgaatca gtaaatttac
  3871261 tctttacagc atcatcagct ttcacttcag aaagtaaacc ttctgttact gcgtttccga
  3871321 tttgatcatg tggtaatgtt acaacatctg gtcccgtccc cgctggtcca tcaagacgta
  3871381 acttcttcac ttgatctgtc atttgcattt caacaacttt tacttttact ttatattttt
  3871441 cctcaaagct tttcactgct ggttctagac caacaccttt tttatcatct tcccaaacga
  3871501 gtagatcgta atctttcttt gctttacttt cttctttttt ccctgaatct ttcggtccgc
  3871561 atgcagataa cataccaatt gataatgctg aaacagttaa taatgataat gctttcttca
  3871621 tcccaaaaac ctccctaaat tgtatatgta ccttactaat tgaaaacgtt tgcatttaat
  3871681 gttttaatag tagcgcaaac aatatatcaa tctatgaaaa cgtttgcgct atttgtctat
  3871741 cattatacat tcttttattc attttgcaaa tattaatttt taaaaattta tttactacac
  3871801 tctttataca ttgactttat atgaaatgaa tactactctt ataaacaata ttaaagctat
  3871861 gcaaaaagca atcgtttgca acatatgctt tattattata cgtaagggaa caatatgcat
  3871921 gaagatagta aagggggatt ttctatatgc ttaaagaagc catttatcat aggccaaaag
  3871981 ataattacgc atacgcttac gatgaaaaaa cgattcacat ccgaatacgt acgaaaagag
  3872041 acgatgttca aagcaccact cttatttatg gtgatcctta tgaatggaaa gacgggaagt
  3872101 ggatttcttc aagtacaccg atgaaaaaaa ctggttctac tgcattgttt gattattggt
  3872161 tcatttccat cgagccgaaa tttaagcgct tacgttatgg atttgaatta aaaaacgata
  3872221 cagacactct tatttatgca gagcgaggat ttttttctac cactccaaat gatgacgttg
  3872281 gtaacttttt ctgttttcca tttattcatg caaatgatgt attcaaagca ccttcttgga
  3872341 ttaaagatac tgtttggtat caaattttcc cagaacggtt cgctaatgga gatcatacgc
  3872401 tgaatccaga aaacaccctt ccttggggca gcgctgagcc aactccaact aattttttcg
  3872461 gtggagattt tgctggtatt attcaaaacc ttgattacct tgttaagctt ggaatttcag
  3872521 gaatatattt cacacctatt ttcaaagcac attcaaacca taaatatgac acaattgact
  3872581 acatggaaat cgatccacaa tttggtacaa aagaaacatt caaagaactc gttcaggcat
  3872641 gtcatacaca cggtataaaa gtaatgctcg atgctgtatt caatcacagt ggatactttt
  3872701 tcgataaatt tcaagacgta ctacaaaatg gtgagcagtc agcatataaa gaatggttcc
  3872761 atattcatga gttcccaatt agaactgagc cactcccgaa ttatgatact ttcgcgttta
  3872821 caccgtatat gccgaaatta aacacagcgc acccggatgt aaaagaatac ttacttgaag
  3872881 tagggcgtta ttgggtgaga gaattcaata tagacggttg gcgccttgat gtagcaaatg
  3872941 aagtcgacca taacttttgg agagaatttc gaagtgagat aaaagcatta aattctgaag
  3873001 tatatatttt aggagaaatt tggcacgatg cacttccatg gctacaagga gatcaattcg
  3873061 atgctgtcat gagctatcct gttacaaacg ccctactgtc ttactttgct aacgattcca
  3873121 ttaaggcaaa tgaatttatg aaacaaatta cagaatctct acattcctac tctatgaatg
  3873181 taaatgaagc agcatttcat ttattagata gccatgatac accaagaatt ttgacaacat
  3873241 gtaacggaga taaaaataag ttaaaattac tttatgtatt ccatctttct ttcatcggct
  3873301 ctccttgtat ttattatgga gacgaaattg gtatggacgg cggtatggac ccagattgtc
  3873361 gcaaatgtat ggtttgggat acggaagaac aagatcatac attatttaca catgtacaaa
  3873421 cattaatttc attacgaaag caatataaag catttggagg acatggtact ttccaattca
  3873481 ttgaagcaaa tgatgaatat aattatattt cttatacgaa aacatatgaa gatgaaacga
  3873541 tctttttcgt tttaaatccg actaatagtg atattacagc ttcactccct ctccatgtta
  3873601 ctggaaagaa aatcattaat atttatacaa acgaagaatt ttcagcggaa gcaagtgtat
  3873661 tacaagttac acttcctcca tatggattct ccatattaaa atggtaacca aaaaaatcct
  3873721 tataccaaag tggtataagg atttttctta tttcaatttg aataccattg cttcatacgg
  3873781 acgtaatggt atgttttcta tcggtccatt ctctacgtcg taattgtgta tgagtaactc
  3873841 tacttcacta taactaatgt cctcaggcaa ttcaaatata cattcttccg cagtaaagtt
  3873901 tgcaataaca agaagttttt caactccata tgtccttacg tatgcaaaga tagatggatt
  3873961 attctccaat attaaatcat atgatccata cacaactatt tcattatttt tgcgtaactc
  3874021 aattaatttt ttatagtaat aaaaaattga atctttattt tggatcgctt gtttcacatt
  3874081 aatctcttta tagttaggat ttaccgtaat ccaaggttca cctgttgtaa atccagcgtg
  3874141 attttgatca tcccactgca tcggtgttct agcattatct cggcctttta tatagataga
  3874201 ctgcatcacc ttctctatat cttcaccgcg ctccataact ttttccttat acatatttaa
  3874261 cgtttcaata tctcgatatt catcaatcga ctcaaatcgg acgttcgtca ttccaatttc
  3874321 ttctccttga taaatatacg gtgtcccttt catcatatga agtaccgtcg ctaacatttt
  3874381 cgcagattca atgcgataca tgccatcatt accaaaacga gatacaacgc gaggctgatc
  3874441 atggttattc caatacagac tattccaacc tgtatgttct aacgcttttt gccacttcgt
  3874501 taaattctct tttaaagtaa ggagtgaaca tggttttaca tcccatttcc caccttctcc
  3874561 tgaatctaaa tccatatgtt caaattggaa taccatctgc agttcttttc gttcttcccc
  3874621 agtatacaat ttcgcttctt ctgtcgttac accaggcatt tcaccaaccg tcataatatc
  3874681 ataatgagac aatacttctt cattcatttc atgtaaatat ttatgaatgt ttggaccgtt
  3874741 cataaaatgc ttatgacctg aaacataccc ctcttcttct gtttcaacag ttggtaatcc
  3874801 ctcttcttta gaaataaaat taataacatc catgcggaag ccatcaattc ctttttctaa
  3874861 ccaaaacttc atcattccat aaacatcttg tcttaccttt tcattatccc aatttaaatc
  3874921 tggctgtttt ttagaaaaca gatgtaaata atattcatct gtcatttcat catactgcca
  3874981 tgctgatcca ctaaaagctg ctccccagtt attcggctct tttccttctt ttccaggacg
  3875041 ccatatatag taatctctat atttattatc ttttgattta cgtgattcaa taaaccaatt
  3875101 atgttcatca gaagtatgat taacaactaa gtccatcatc agtttcatat tacgttcatg
  3875161 catttcatgt aatagctcat cccaatcttc cattgttccg aactcattca taattttaca
  3875221 ataatcactt atatcataac cattatcatc atttggagat tcataaactg gcgataacca
  3875281 aatcacatca atccctaatt cttttaagta atctaacttt gaaataatac cgcgaagatc
  3875341 cccgatacca tcaccattgc tatccataaa gctacgagga taaatttgat atactacact
  3875401 ttctttccac cactgttttt ccattatgct accccatttc attcatcatt agattttctc
  3875461 tttttaaggc gcaaacgttt tcattaataa atgataacag attctatctg aatttaaaat
  3875521 agcgcttaca acttttattc ttatttttct aagaaaacag atgaaactta ataatattct
  3875581 tctaatgtat gaaaacgttt tatttttttg tttatttttt gaatctattc gtttataatg
  3875641 aactcaaaga aaacgtttgc ataattattt ctagggggaa ataccatggc agaactgaaa
  3875701 ttagaaaaca tttataaaat atatgataat aacgtaacag ctgtaacaga cttcaattta
  3875761 cacattcaag ataaagaatt catcgtattt gtcggtcctt ctggctgcgg aaaatctaca
  3875821 acattacgaa tggtggctgg acttgaagat atttcaaaag gagagttttc aattgatggt
  3875881 aagctaatga atgatgtccc tccaaaagat cgcgatatcg caatggtctt ccaaaactat
  3875941 gctctatatc cacatatgag tgtgtatgat aatatggcat ttggattaaa acttagaaaa
  3876001 ataccaaaag aggaaattga tcgtcgtgtg aaagatgcag caaaaatttt aggactagaa
  3876061 caatatttag atagaaaacc gaaagcttta tcaggtggac aacgtcaacg tgttgcgtta
  3876121 ggtagagcaa tcgttcggga cgcgaaagta ttcttaatgg acgagccttt atctaactta
  3876181 gatgctaaat tacgtgttgc aatgcgctca gaaatttcta agctacacca ccgccttgga
  3876241 acgacaacaa tttatgtaac gcatgatcaa actgaagcaa tgacaatggc ttcccgtctt
  3876301 gttgttatga aagacggaaa gattcaacaa atcggaactc caaaagaagt atatgaaaca
  3876361 cctgaaaaca ttttcgttgg tggatttatc ggctctccag cgatgaattt cttccgcggt
  3876421 aaattaactg aaaccgattt cgttatagac aatgtaacaa aaattaaagt aactgaagga
  3876481 aaaatgaaga tattacgtga acaaggctat gtaaataagg atattgtttt aggtattcgt
  3876541 cctgaggata ttcatgatga gctactattt ttagaagctt cacaatccac tgccttcaca
  3876601 acaaaaattg aagttgctga gttattaggt gctgaatcta ttttatatat gaaacttgga
  3876661 aatcaagatt ttgcagcacg tgttgatgca agacatactt tctcacctgg tgaccaaatt
  3876721 aaactagcat ttgatatgaa taaagcacat ttctttgata gccaaaccga acaacgcatt
  3876781 cgttaaaaaa taattttcta caatatagca tacaaaaaaa ccgtccacat atattgaggg
  3876841 cggttttcat tattatccga gggcttctac tgtatgaaat gattgtcctt tcgtgccaat
  3876901 aataccgaaa atcggtaagt cactcagcac cacttcttct tgctgtttca taaaagatga
  3876961 cgttaattgt tttatctcta tccatacgtc agtaatacaa agtacattgg aatcgttctc
  3877021 ttgttggcgt gaaaatatag aatctatttt atataaacca gcattttgaa aaagcatatc
  3877081 aatgcgactg aatgcattca aagtaatact gataacgcgt tgccaatctc tttgtttttc
  3877141 catatcatag gatacaaaaa gtgcttctcc gcctagattc gtaatttcct ccactgttgc
  3877201 ttgtccactt tcttgatcaa tgtccgtcac aattactttt gcgccttgtt tagccaacaa
  3877261 aagagctgta ttacgtccaa taccgatgcc accgccagtt acgatagcaa cttttcctgc
  3877321 aagcttcatt ttcattaccc cttctataag tcttaccgtc attcagtata ctcctttatg
  3877381 agattagtct gcaagcaaga aaagttgctt atttatttgt aagcggttac ttttttactc
  3877441 cttctttttt cttactatta cgttgatcga acactaaacc gatgaaaatt aaaatccccc
  3877501 aaaagattac gctacctcca gtcattttaa attccccctt attatataaa gatattattt
  3877561 taattattat aacattttct taattttcaa tctattaaat tcaaaaatga tatagattaa
  3877621 cttttcctta ttatatatcc attaaaatat atgtgtataa caaaaaagag acctttttat
  3877681 atataaaaag gtctcttttt tgttatacaa gacttatcac tttcgttttt gtaattaaat
  3877741 cctgaaaacc acaattatct ttgcggaata acatcatata tacgttacat aatatcggaa
  3877801 ttccaagtag taatatgttc ggtaataaca atacaaaaaa tcgaatcgtt aatgtttgta
  3877861 gtgttaactt ttcactcttc aatgaaatta attttattct cgttaccttt ttaccaagtg
  3877921 taacaccgtt ccaaataaag ggtagcaaaa taaaatatat cgccattaat ataaaaacta
  3877981 ctgcgagatc atatctataa tcgccaaaac taatattaaa acgattaaaa atagcactat
  3878041 aatttccagt cataacagct actactgcac catacataac cgagattaaa aacatgtcaa
  3878101 ttagggaagc acctatgcga ttcattacaa gcgctggacg atgcatcttt aacttcattt
  3878161 tatgtcgact ccttcatatc cttctttacc cgtctcatcg taccacttct aaaaaacatt
  3878221 gtaaactagc gtttcttgta cttttcttgt acaatgtgtt acaacagcat tgtaaaggag
  3878281 gttcccatat tgaaaaaatg gataatccta ttcgtcgcat tcctattagc cggttgtgcc
  3878341 ggaaatacaa atcatataac ttatacgatt aacgatgaat acgaactcat acgtacttct
  3878401 ggaaatgcct ttgaactttt ccccacgcaa gatgctgtgt acgccacaca atacattcct
  3878461 gcaaaaatta cagacatagc ttgggatgat aaatacatta ttgcaaaaca aaccgaggaa
  3878521 aagtcagatc cgaataatcc tgacgcagca attgcaaata aaaaaagtga gcattattgg
  3878581 attattgacg taaaacataa taaacgtttt ggtccctata atgaaaagca atttcatgaa
  3878641 caaaaagatg cttttaaaat taaagttcct ttccaaagta tagatgcata cataaaagaa
  3878701 caaaaaaaaa cagtcagcat aatattgtaa gtgctgactg tttttttctt acatgttttt
  3878761 aaaaacatct tactcagaaa gtgaaatatt aaaagtttgt ggctctttta caacatcttg
  3878821 cgcttctgca tctcctgcca ctgcgttatc tgttgtaaac ttaatatcct ttactttctc
  3878881 ttttccatca tcaagtatta atccgataat accctctctt gtttcaccag gcttatagtc
  3878941 ttctcttgat acattttttg taccaacgag tgtatcttca tcatataaaa agttttgcgt
  3879001 tgctacttta aaatgttgct tatcattaat caccacatca ttcatagaga aaaattgcat
  3879061 atttttattc ccgctatttt ccaccttata tgtaatttca acataacgaa tcgtatcact
  3879121 aatctctgtt ccacttagcg atgcatataa ctccgcatct tcttgactta ctttatctcc
  3879181 taatctacgc ttcacttctt caggagttaa tgccgtatat acttttaatg tattttttgc
  3879241 atctttactc atctgtgata aagagattac tttcacatct tgtacgtgaa ttttcattgg
  3879301 tgctacttca aatgtttgat ttactgaatg aatctgctct aacttaaaag taccccatcc
  3879361 agtttctttc actttttgcc ctactttttt tagctcacgc ccaccgtatt cttttgtttc
  3879421 aggaatagat tctttctttt ttggttcaac tttcttttct tcttgatgga agcaaccact
  3879481 taacataaga agaaaactac ataaaacaaa aatacttttc catgctttca tcatataatt
  3879541 ctcctaacac tatcattcat taatatcaat tagtcctttg ctttgtaaac tatagaaaca
  3879601 atgaatagcc cacaaaacga acttgtcagt ccagatacta ttataccccc tatttggaaa
  3879661 atatgaaaat agggatctac gaacgcatgc acgataaata taatagctgc cacaacaagt
  3879721 accgaaatcc aatattttat tttttccgaa gctataatca tatcttttcc tgtttcatct
  3879781 ttatacttcc ataatacgta tagtagcaat aatagaccaa cacatgtact cccatgttgc
  3879841 atatatttat acaatggaat actgcgtaat tcaatttgta acaatggtat tttcataacg
  3879901 aaatagcctg tattatgagt aaacgcgtcc caaacgacat gcgtgagcat accaaataat
  3879961 gcagaataac aaaatacaaa gaattccttc cctgtatgta gcccccacct ctcatctacc
  3880021 gcatatgtat agtagccagc aaatggttta ggtaaatgag ttataaaagg cttttttaaa
  3880081 atgtaatgat atatgtatgc taacaagaag acaagtggta aatttaaata taagaaccca
  3880141 agccacgtat gcccaattac accatacggt ctaaagtgca agaaatattc aaagtcaggc
  3880201 gccatactac ctaatataag agccgttact gaaatatgtt tagaatgctt tttcgcaaaa
  3880261 ggaagaactg ctgctggatg tgcaaatgta aacggcatgt tttaactcct tttataatta
  3880321 caatagatta catactatca taacgacatg aataatctcc atgcaatatt tattttcaca
  3880381 ttggaatatg atagtttaaa tgatataatc cacataatta ttcagaaaac aagaagggat
  3880441 tcaggtgtca ttaacacttg tatttgctgc tttttagaat caaaatccgt tatgaattga
  3880501 ggtttctata ttgattgacg tacccttttt acaaaatgtc acattaaaaa aagaaaatat
  3880561 ccctagtttt tccgcatatc cttattgctt acccgctatc cgaacattac aatcactagc
  3880621 tttccaccca aatgtaacat tcattattgg agaaaatgga acgggtaaat caacattact
  3880681 cgaaggaatt gcaattgcgt taggttttaa tgcagaaggt ggaacgaaga atttccgctt
  3880741 tagcacaaac gattcccatt catctttaca tgaatacctt cgaatttcca aaagtttcaa
  3880801 tacaccaaat gacggtttct ttcttcgcgc tgaatcattt tataacgttg cttcttatat
  3880861 tgatgaaata gatgctataa aatcttatgg cggtgtttcg ctgcacgagc aatcccatgg
  3880921 tgagtcattc ttctccttat ttatgaatcg tttttcagga caaggtttat atattttaga
  3880981 tgagcccgag gccgctctat caccaatgag acaactttct atgctcattc gaatgcatga
  3881041 actagcggaa caaggttcac aatttgttat cgcaacgcat tctcctattt taatggctta
  3881101 tcctgaatcc actatatatt ctttaacaca agaaagaatt cacgaatcca cattagaaga
  3881161 aacagagcat tatcaaacaa cgaaactttt ctttgaaaat cgcgatcgat tatttcatca
  3881221 tttatttgat tcttaaaaaa aagaagcagc gattgctgct tcttttttat agtgcttcta
  3881281 taaataatgc tactccaata ccgccgccga cgcatagaga ggcaattcct ttttctaacc
  3881341 cgcgtctttt taattcatga attaaactta cagtaatacg agctcctgta caaccaattg
  3881401 gatgtccaag tcctacacca ctaccattta cattcacttt ttcacgatct aaacctaatt
  3881461 ctttctctac agctaagtat tgtgcagcga aagcttcatt aatttccagt aaatctgcat
  3881521 cttctaatga ccaatctact ttttctaatc ctttacgaat tgctggtgct ggtccaatcc
  3881581 ccataatttt tggatctact ccagctactg aatatccaac aattctagct aacggttgta
  3881641 agcctttttc tttcgctttt tcttcgctca ttaatactag aaccgcgctt ccgtcattca
  3881701 ggccagatgc attccctgcc gttacagatc catctttacg gaaagctggt tttaacccag
  3881761 ctaatttttc tgctgtaata tcagcacgtg gatgttcatc cttcgaaaat actacttctt
  3881821 ttctacgttc ttttattgta ataggaacaa tttgatcgtc aaagtatcca gactcgattg
  3881881 ccttcagtgc caatgtatga ctgcgaagcg caacttcatc ttgttcctct cttgtaattt
  3881941 catattgttc aactaaattt tccgctgttt cccccatcat aatatgatga atcggatctt
  3882001 ctaacacttc ccacaccgta tcacgaattt ctccgtgttg taggcgttgt ccccagcggt
  3882061 gttgtttcaa tgcatagggg cttgaactca ttgcttctac tccacctgca acaacaactt
  3882121 cacttacacc taattgaatt tgcattgcag ccgacataat tgcttgcata cctgaagaac
  3882181 attggcgttg gattgtatag cccgtaactg tgtcaggaaa tcctgccgct aatgcagccg
  3882241 ttctcgccgt atttgcttca tcagttcttt gaatacaatg acctaaaatc acttcatcca
  3882301 cttcgtgtgg ttctaccccg cctcgtttta cagcttcctg aagtacagga acagctaatt
  3882361 ctactggcgt tacatttttt agcgctcccc caaaagttcc aattggcgaa cgaactgcag
  3882421 ctgtaataac aacattatgc attttgcact tgcccctctc ttatgtaccc tagtcagttt
  3882481 ttaggtgaaa ttccataaga tgtatgtcta cacctatcat actataaaca tactaaaaaa
  3882541 tcaaaatatt taatataata aaaatagaag gaattgacct tctattctgt taatgcatgt
  3882601 agaaattttt gtaaaatttt ctctgttgtt ttattcaaat tcggtaactt atctaccgga
  3882661 aaatattgaa gctgtaatcc ttcatggtca agccttaatt ccccgctcac atgatgtccc
  3882721 tgatacagat gaatgacatt aaaaatttca tctccatttg gatattggaa gtacacttct
  3882781 tttcccgaaa gaaccccgat aaattgcata attttcgcat ttagtcccgt ctcttcaaat
  3882841 agttctctac gagcagtttc ttctgtcgtt tctcctagct ccatcgctcc accaggtaca
  3882901 ccccaatcat atgtatctga acgatattga agcaatactt cttgattatc atttaagata
  3882961 ataattgctg atcctactag aataagcggc cttgtcccaa cgactttgcg taactcttca
  3883021 atatacccca atatgtaaac tctcctttcc tcaccctccc ttatcataac aaaatttttc
  3883081 tccttttgtt gatgtaattt taaagaaaaa aaggaagctt tcgcctcctt ttttcacctt
  3883141 tatttcttaa aactttcata ttttacagct tcaaaagctt cttctatttc atcattacga
  3883201 taatggacat atgtaaaacg ccctaattct actaatcttg ctatttcttg taacgcttta
  3883261 tgttgctcat atgtttcctc aagcttaata tgtacataaa atttcattaa tggatgttcg
  3883321 tataaaggtt ctcccacctc tacatataca tcttccactc cttgtacaac tcttacataa
  3883381 cttgcaaatt gataaagagc ttctctgtct gaaacgattt ttaatgtata catatattct
  3883441 ccccctttcc tttactatat caaaaagacg gccaaaccat gttatagaac tatgaaattt
  3883501 tttcgacttg taataaacaa ggcgtttatc catacatagg atcttttccc aacatatatt
  3883561 ataggaagaa ttttttcagt tgaggtgttc cttatggatc catacgtcaa tatatgtatt
  3883621 tgcattactc caggcgccga tatttctgat gaccgtgttg caaaggattt agcagttgca
  3883681 gagtcaattt ggcacccgat tacatttcaa attcaagaag taattgtttt aaatgaactt
  3883741 ttccgctttt ctgaccgtga aattagttat aaagattcta ttcaaagtca ggaaaaatta
  3883801 gcatcctttt ttcaaacttg tgtaaatgaa gctcctgaat gcgaccttta catttgttat
  3883861 attggcagtg attatttcaa agaaacagca gtaattgcct gtgcctactc tttagcaaaa
  3883921 caacagcaac ttacagggta tatcgtttta acaaactcgg ctgctcctat gaaaaatata
  3883981 tatacgctcg ctcatgaaat tggtcatatt ttatttacaa gacgtgttca cggaaaactt
  3884041 actcacgcag atcctcattc cccaactggc tcggagcacc atccttctcc aacaaatctt
  3884101 atgtatccga tcgtccctcg ccctgaaaat gtccatattc agtctctatt aacgagcgaa
  3884161 caaaaagcac tctctttaca aagctcttta ttgcaaagaa aaaaacagta acgattttgt
  3884221 tactgtttaa aataatatat tccaatcaat aaaccaaatt ccggctgcaa cggatgcaaa
  3884281 tatacaacta aacataaata caattactct aaaaatctct atataatatt tcttcggaaa
  3884341 taattttttg catatccaga gcagcccttt acctattaaa ccgaagaaca aaacatatca
  3884401 taatatttat aatacgcagt ataaatatga tttacatata tgattatcct ttttatttct
  3884461 agagcttctt cttagaaata tactcttact atttgttcaa ccataaatat cataaaaatt
  3884521 gggattccta aaacaagtaa accaatccag ccaagagacc gaacattcac aatcgttgtt
  3884581 atcaatagca taactcctcc aattaaatat cttcctaatt gatggagttc atataaagga
  3884641 aaactgtacc aaccctttaa gaacattatt aatattggta aataagtgag tattactgct
  3884701 ccaaatagca gtaagccttt tttcaacata ctcctttgaa aactagcacc tcttaaaaat
  3884761 aaaatccctc ccataatcat taacagtaag ataaccggat atccgattaa tcctattaaa
  3884821 gaaatggtat aaggttcatt taaatttcga aataaaagat ctggaatagt ccaatagcat
  3884881 aatatactca taacagctgt agctagccat cctaaattcc gtttataatc aacttgcatt
  3884941 tcttttacaa gttgatttgc atattccttt ggtgaatcac caaatatatc ctctacattc
  3885001 ttgcctcttt tttcaccttc agttaaatgc aattctgcat cttctaaaaa ggattcaata
  3885061 tctttttcac ttatcccctt tgccgttaaa taagtacctg tatttgcaag gaaatctcgt
  3885121 gactcttgag aaagcatcgc attccctcct tccaaattac tagtttacac tttttctctc
  3885181 ttcaattttt aaagaccatc tcattaatcc atatatactt ccatacagaa gtaagatctt
  3885241 tgcaattccc caaaatacat ttctttcttc caagtcttta aataagaaca taatcgcaag
  3885301 aggaacaatt agtaccaaaa cacccatcca accaagaaca tatacttcac caataagaag
  3885361 taataaaaat atagttactg ctaatatata tgtctgcatt gtcgacaatt gtaaaattgg
  3885421 cgtcccatac catttattca taaacattaa taacaccaat aataaaatag gtatcatcac
  3885481 tattacataa ataattccaa actctactaa tttactttta aaagaagaca ttctaaacgc
  3885541 aacaatcgtt ccaataatcg taataattaa aacgatagga taaccaatta actgtacatt
  3885601 tgttaacgta aattgttgat tcggatttcc aaataaaata tttgtaagta accaatatcc
  3885661 acctatccca attatcattc ctaagatact ttttatactc ccgcctttat ccttctccat
  3885721 ctctttcgct aattcttccg catactcttt tggcgaatta ccaaatatat cacttaccgt
  3885781 ctttccctct ttctcacctt caattaaatg aagctctgca tcttctagaa aggcatccac
  3885841 atcttcttct ttcattcctt ttgttattaa atacactttc gtatcgatta aaaacttttc
  3885901 tccttcttta gaaatcttca tgatcatccc tcccttatta aaccgtttct cttctattcg
  3885961 tcttcatcat aatttcaagg aaaattaaaa taaataaact tccgtataaa catataattt
  3886021 gaaataacat tggaacaagg tcttctgatg taaatgtttt aaacactaac ataatagaaa
  3886081 gcgggatgat taaatataag tttttaaacc atccattaaa atatatattt attgctactg
  3886141 taatgatgaa aataccacca gctaatatat aactttgcat ttgggtgaat ataaacattt
  3886201 ttgtgggata aatcacatct aatatcgtta cagcccctat tagaaacatt ggtgcgatta
  3886261 tgactaacga ccacatagca aaccatgttt ttgtaaaact tgttacgaaa gtcattttgc
  3886321 gaagtagaaa attaggacct atcgcaacta aaattaatga caaactatat ccaacgcact
  3886381 gaataagtga catctgtaat agtccgttat tcactattag aatagaagca ataatccaaa
  3886441 acgatacgat attcattact gtaaaaccaa tttgcttcca cgtttcctgt ctatctcttt
  3886501 ccatcacttt tacaagttca tttgcgtatt ctttcggtga gcttccgaaa atttcttcta
  3886561 cgcttttccc atcactctca ccttctatta aatgaagttc tgcgtcttca ataaagcttt
  3886621 caatatcgct ttctttcaca ctctttgcag tcaaaaacaa cctcatatct aataaaaact
  3886681 ttcgtgcttc atttgatagc attatcttct tttccccttc ccttcaagta gacgctccac
  3886741 actactttgc atcgcttccc agcgatccat aaattcatcc agtgcatctt cgccatcttc
  3886801 tgttaacgtg taatacttcc gttttggacc agatggggat tccttcatta cacttgttat
  3886861 gaatccttcc ttttgcattc gtattaataa cggataaata cttccctcac tcgccattgt
  3886921 aaagccatac tttgctagct tctcactcat ttcataaccg tatatttcac cttcagaaat
  3886981 aatagcaagt aagcatccct ctaaaatccc tttcagcatt tgacttgtcg acataattca
  3887041 aatcctccta ctatcttgtt ttacaagata gataagcgta agtatcttgc tttgcaaaat
  3887101 agtatagcaa agactatttt gcaaaacaag atagctaaca atatttttcc aaatctttgc
  3887161 aggatttttc ttatccactc tctaaataga gcaatatgag aactttatta cgaagggatg
  3887221 tttttcatca tggttacaaa tcgagttgtt tttttaacag gtgctgcaag tggtattgga
  3887281 tatgaaatgg gaaacacttt tgcaaaagaa ggtgcaaaag ttgttattac cgatcgtctt
  3887341 gaagaacgtg caaaagaagc tgctgaacaa ctacaaaaag agggctttca agctatcggc
  3887401 ttaaaatgtg atgttacatc cgaagaagaa atagaagcat ccatttccca aactgttaat
  3887461 catttcggtt cattagacat attaattaat aacgcaggaa tgcaacacgt ttcaccaatt
  3887521 gaagatttcc caaccgaaaa attcgagcta ctaattaaaa ttatgcaaat cgctcctttt
  3887581 atcgccatta agcatgcctt tcccattatg aaaaagcaaa aatatggccg aattattaat
  3887641 gtagcttcca ttaatggcct cgttggattc gctggaaaag ctgcttataa tagcgcaaaa
  3887701 catggcgtaa ttggattaac aaaagttgcc gctttagaag gggctactca cggaattact
  3887761 gttaatgcac tttgtcccgg ttatgtcgat acccctctcg tacggaatca attacaagac
  3887821 ttggccacca cacgaaatgt accacttgaa aatgttttag aggatgtcat ttatccactt
  3887881 gtcccacaaa aacgcttatt acaagtacaa gagattgctg attatgcgat gtttttagcg
  3887941 agcgaaaaag cgaaaggtat aactggacaa gctgtcgtta tcgatggtgg ttataccgct
  3888001 caataaaaaa taaagtttgc tcacgaagag caaactttat tttttatcgc gaggatcatc
  3888061 gtactttagt aattgccttg gcaacttctc tattgcaaca attaccccat ctaatttact
  3888121 ttcaattcga tgaagtaaat ataatgttac aacaattgga aaccctacat tacctatcat
  3888181 cttgatccac tcttccatct ttttctcctc ctttcattat ataaataaga aaaaagaaca
  3888241 catttaggca taaaaaaaca agctattatg tattagcttg tttttttaaa caatgatgca
  3888301 atttctcgct tataatctcc acgtataata cctttctcag taataatacc tgtaattaat
  3888361 tcattcggtg ttacatcaaa tgcaggatta taaacagtag ttccaactgg tgccacttgt
  3888421 ttcccaaaaa ttttcgtaac ttctgtttca tctctttctt caataacaat ttctgcacct
  3888481 gtttgtttcg taatatcaaa tgtcgatagt ggagctgcaa cgtaaaacgg aatatcaaaa
  3888541 tactttgcta atatagctaa attcattgtt ccaattttat ttgcggtgtc tccatttgca
  3888601 acaattcggt ccgctcctac aataatcgcg cttatttctt tcgtttgaat agcatgagct
  3888661 gccgtattat ctgtaataag tgttacatca atacctgcct gttttaattc ccaggtcgtt
  3888721 aaacgtccgc cttgtaaaac cggtctcgtt tcacacgcat acgcatgtaa ccgtacccct
  3888781 ttttctttcc caatataaaa cggtgctaat gcagtaccat atctagcagt tgcaatactg
  3888841 ccagcgttac aaattgttaa aatgttatca ccgtctttaa agcatgttaa tgcatgttct
  3888901 ccaatactcc ggcataccgc ttcatcttct tgctgaatac gaagtgcttc ttcttctaat
  3888961 attttttgcg cttcttttat tgtagtaatt tcttgaatag attctctcat acgatcgatt
  3889021 gcccaaaata aattgactgc tgtcgggcgt gacgtcccta aataattaca atctctatta
  3889081 aacttctttt gaaattcttc aatatgtaaa gtagtatatt tttttgatgc aagcgccaag
  3889141 ccaaatgcag ctacaattcc aattgcaggt gctcctctta cttctagcat gacaatactt
  3889201 ttccatacct cttcaatcgt cgttaatgtt ttgtattctg tgctatgcgg caactttgtt
  3889261 tgatttaata ctgcaatggc atcacctttc caactgacag acctcggaat cctaacaact
  3889321 gtactcatgc ttttatccct ccagaaactg tctgttgaaa taatgttcgg aacagttgaa
  3889381 tatcggcgtt cttagactca tattttatta gttctttccc taaggataac gcttgtttct
  3889441 tggcttgaat tctcgtttct ttatttgtta tttcatctaa atcagctaca tgtgctaagc
  3889501 caattgttct acggataagc tcacatcctg caaacccgac ggcatccgta aaaatgtttt
  3889561 gcaaaataat tggtagccat tgcttttctt tcgtatatgc ttctacacct tctccaatcc
  3889621 ataacttcgt aaaagtttct acaaaataac tccatgtctt ctctatatga aaaaataata
  3889681 cacctctctg ttcttcttct ctagatagag catttaataa tagatttgca ataaattgcc
  3889741 cgatgtcaaa tccaaatgga ccgtacgttg caaattctgg gtcaatcact ttcgtttcag
  3889801 aaggtgatga aaaaatactt ccagtatgta aatctccatg aatgagtgcc tcttttctcg
  3889861 ttaaaaattt atacttatac tgtgcaactt ttaactttaa agttttgtca ctccacagtt
  3889921 catcaatcgt taattgtaac tccggttcat aatcattcgt atcgtaatga ccaaacgggt
  3889981 ctgtaaatac taaatcttct gttattttac aaagatctgg gtttacaaat gtaccttcta
  3890041 gtaccctttt ttcttctgac tgtaaaccaa aatctgaagt ataaaataaa acattcgcta
  3890101 gaaaacgacc gatatgctgg gatagaagtg gatactcttc tccatctatt aatccttttc
  3890161 ttgtaatagt taatcttgat aagtcttcta tgactgttac tgctaactct tcatcatgac
  3890221 tgtacactac cggcacatat tcaggtacat acttcgcgaa aatttgtaat gctttacttt
  3890281 caatcgttgc tctttttata gacaatggcc agctctcacc aactactttc gcatatggca
  3890341 gtgcctgttt tattataata gacttctctc catcatctaa tttgaacaca taatttaaat
  3890401 ttccatctcc aatttcatga caaactacat ttgctttctt ttcaaaataa ccatgttctt
  3890461 tcgcatattg tacagcggtt acttctgtta atgaataata tcccatcgtc ttctccccct
  3890521 tttttcattc agaggttttt ctgacgtaga aaaacctctt tccactaaga aagaggtttg
  3890581 aagtttatct tctcccctct tatctgccag aaagttttac tttctgctgg aattagcacc
  3890641 gtgccttttg gcgtcataaa cgccccattt cacaatggta ttacggtcgg ttgctgggct
  3890701 tcatcgggcc aaatccctcc acctgctctt gataagagtt gtataatttt ttagaatttt
  3890761 taactttatg ttgaagacta taccaagaat aaaaatcact tgtcaacatt ttatttgtat
  3890821 aattctggac gacgatctgc aaaaactgga attcctttac gtacttcttc aattttctcg
  3890881 aatgtaagct ctccaaataa aattgattct tcttcattcg cttctacaac aacttcgccc
  3890941 caagggtcga caattaaaga atgaccagca aactcattat ttggatcttt tcctgcccta
  3891001 ttacatgcaa caacataaca ctgattttca accgctcttg cttgtaatag caaacgccaa
  3891061 tgtgctaaac gaactaatgg ccattcagct acaacaaata aaacttttgc acctttagca
  3891121 gtatgaacac gcatccactc tggaaaacga atgtcataac aaattgtgcc ggcacactct
  3891181 acatcatcta acttaaattc acctgtacta tttccagcga ttaaatattt atgttcatcc
  3891241 ataagctgaa ataaatgtac tttactgtat tcattaacta gttctccttt attcgttaca
  3891301 acatacattg tatttgtaac accttgttct gtttgctttg ctatagaacc accaacaata
  3891361 tgtacaccat attgtttcga ccattctatc aacttttctt tcgtttccaa tccatcccta
  3891421 tctgcaattt cagaaagtct cgttaaatca taacctgttg tccatagttc tggtaagacg
  3891481 ataacatctg gtctttcctt cattgcttcg cttattttat ttttagcatt ctcaatattt
  3891541 ttttctacat ctccaaagaa aatatccatt tgaatacatg cgactttcat tttttcagcc
  3891601 ccattctcat tttttcttta caaaatactg gaaagattat attatttgtc actagaattg
  3891661 taacaacttt caaaagaggt ggaaagtatg aaattatttc aaccttctga gatagtaaca
  3891721 tcattgccaa cacaattttt tgcttcactt gttgcaaaag ttaataaagt cgttgcagct
  3891781 ggtcacgatg ttattaatct aggtcaaggt aatccagatc aaccaacgcc gcagcatatc
  3891841 gtaaaagctt tacaagatgc tgcagaaaag accattcatc ataaatatcc gccatttcgc
  3891901 ggacatgaaa gtttaaaaga agccgtggca acattctatc aacgtgaata tgatgtagta
  3891961 gtaaatccaa aaactgaagt tgctattttg tttggtggaa aggctggatt agtagaatta
  3892021 ccagtttgtt ttacaaaccc tggtgatacg attctcgttc ccgatccagg ctatccagat
  3892081 tatttatcag gagttgcttt agcaaaagca caatttgaaa caatgccgct tattgcagaa
  3892141 aataattttt taccagatta tacaaaaatc gatgactcta ttgccgagcg tgcaaaatta
  3892201 atgtttttaa actatccaaa taatccgacc ggtgctactg catcaaaaga tttctttgat
  3892261 gaaaccattc attttgctaa taaacataat atattagtcg ttcatgattt tgcttacggt
  3892321 gcgattggat tcgatggtca aaaacctgtt agtttcttac aagcagatgg tgccaaagat
  3892381 acaggaatcg aaatttacac cttatcgaaa actttcaata tggctggctg gcgcatcgct
  3892441 tttgcggtag ggaatgaaag tgtgattgaa acaattaact tattacaaga tcatatgtat
  3892501 gttagtattt ttggtgccat tcaagatgct gcccgcgaag cactattaag ttcacagtct
  3892561 tgcgtcatag accttgtaaa tagttacgaa tctcgaagaa acgctcttat ttcagcttgt
  3892621 cactcaattg gttggaatgt agacattcca acaggatcat tctttgcatg gcttcctgtt
  3892681 ccagaaggtt atacatctga gcaattttct gatattttac tagaaaaagc acacgttgcg
  3892741 gttgctcctg gtgttggatt tggtgaacat ggcgaagggt acgtccgtgt tggtctcttg
  3892801 catacagaag atagattacg agaagccatt aatcgaattg ataaattaaa tttttttaaa
  3892861 aagtaattga caacatgaaa aatatctgac aaaattcagt tatcttaaaa atttaaacat
  3892921 ttctaaatac ttcttatcaa gagcaggtgg agggacgagc ccgacgaaac ccggcaaccg
  3892981 atctacataa ttgtagacac ggtgctaatt ctcgcagcat tacgctgaca gataaggagc
  3893041 tggttgtaaa aaaacctctc cttagctgag aggttttttt atttaactag gaggttataa
  3893101 caatgagcgg aattatagcg acgtatttaa tccatgatga ttcacataac ttagaaaaaa
  3893161 aagctgagca aattgcactc ggtttaacaa ttggctcttg gactcatttg ccacacttat
  3893221 tgcaagaaca gttaaagcag cataaaggca acgtccttca tgttgaggag ttagctgaac
  3893281 atgaacatac caattcgtat ttacgtaaaa aagtaaaacg cggaattatt aaaatcgaat
  3893341 atccgttatt aaacttcagt ccagatttac cagcaatttt aacgactaca tttgggaagc
  3893401 tatcacttga tggcgaagta aaattgattg acttaacttt ttcagacgag ttgaaaaaac
  3893461 attttcctgg tccaaaattc gggatagatg gtattcgaaa tcttttacaa gtgcatgatc
  3893521 gtcccctttt aatgagtatt tttaaaggaa tgattggacg aaatattggg tatttaaaaa
  3893581 cgcaattacg cgatcaagca attggtggtg tagatatagt aaaagatgat gaaatattat
  3893641 ttgaaaatgc attaacacca cttacgaacc gcattgtatc tggaaaagaa gttttacaat
  3893701 ccgtatatga aacgtacgga cataaaacgt tatatgccgt aaatgtaaca ggacgaactt
  3893761 ttgatttaaa agaaaatgca aaacgtgctg tgcaagctgg agctgatatt ttattattta
  3893821 acgtatttgc ttacggacta gatgtactac aatcacttgc agaagatgat gaaatcccag
  3893881 ttcctattat ggcacaccct gctgtaagtg gcgcttattc agcatccaag ttatatggaa
  3893941 tttcatctcc attattactc ggaaagctgc tacgttatgc tggggctgat ttttcattat
  3894001 tcccatctcc atacggaagt gttgcgctag aaaaagagga agctcttgct atctcaaaat
  3894061 atttaactga agacgatgtg tttttcaaga agagcttttc cgttccgtct gctggtattc
  3894121 accctggctt cgttcccttt attatacgag atttcggtaa agatgttgtt attaatgctg
  3894181 gcggtgggat acatggacat ccaaatggag cgcaaggcgg cggtaaagct ttccgtactg
  3894241 ccattgatgc tactttgcaa aataaaccac tccatgaagt agatgatata aatttgcata
  3894301 gtgcactaca aatatgggga aatccctctc atgaggtgaa attatgagta ttcaagtatt
  3894361 ttgtgatttc gatggcacga ttacaaataa tgataacatt atgtccatta tggagaaatt
  3894421 cgcaccacca gaagctgaag aagtaaagaa tagaatttta tcacaagagc tatctattca
  3894481 agaaggtgtt tctcaattat ttcaattaat acctactaat ctgcacgatg aaattattca
  3894541 atttttaata gagactgctg aaattcgtaa tggttttcat gaatttatac aatttgtaaa
  3894601 tgaaaacaat atttcctttt atgttatatc aggtggaatg gatttcttcg tctatccact
  3894661 cttacaagga ctcattccaa aagagcaaat ttactgtaat gaaacagatt tttcaaatga
  3894721 atacattacg gtgaattggc ctcatccttg tgatcgtctt tgtcaaaatc attgcggatt
  3894781 atgtaaatca tcactcatcc gtaaattgag tgatacgaat gacttccata ttgtaattgg
  3894841 agattcaatt accgatttac aagctgcaaa acaagcggat aaagtgttcg ctcgtgattt
  3894901 ccttattaca aaatgcgaag aaaatcatat ttcttataca ccatttgaaa cgtttcacga
  3894961 tgttaaaact gaattaaaac atttgttgga ggtgaaatta tgaaacaact ttttcgtcaa
  3895021 tggtatgact taagcgagat aaaaaaagaa ttaacaacac gaaattggtt tccagcaacg
  3895081 agtggtaata tttctataaa ggttagtcat gaaccactca cttttctcat tacagcaagt
  3895141 ggtaaagata aaaccaaaac gactccagat gactttctac tagtagatca tctaggggtt
  3895201 cccgtattag agactgaatt acgtccctca gcagaaacaa tcttgcatac acatatttat
  3895261 aacaatacga atgctgggtg cgtccttcat gttcatacaa ctgataacaa tgtgatcaca
  3895321 aatttatata gtgatgccgt cacacttcaa aatcaagaaa ttattaaagc tctcgatatt
  3895381 tgggaagaag gtgcaacaat tcacattcct attatcgaaa accatgctca tatcccaacg
  3895441 cttggagaaa acttccgcaa gcatatacag ggagattcgg gggcagtatt aatccgtaac
  3895501 catggtatta ccgtatgggg ccgagatagc tttgatgcaa agaaaagatt agaagcttat
  3895561 gagtttttat tccaatttca tataaaacta ctatcaattc aaggaggcgt ttctaatggc
  3895621 gcaaattcgt attcatgaag taaatactcg cattgaaaat gaagtgaaag tatctaaatt
  3895681 tctacaagag gaaggtgttt tatatgagaa atggaatatt tctaaacttc ctcctcattt
  3895741 aaatgaaaat tattcgttaa cagatgaaaa caaggctgaa atattagctg tgttttcaaa
  3895801 agaaattgct gatgtttcag cgcgccgagg ttataaagca catgatgtaa tttcactttc
  3895861 aaatagcaca cctaatcttg acgaactatt aattaatttc caaaaagaac accatcatac
  3895921 tgatgatgaa gttcgcttta ttgttagtgg tcatggcatc tttgccattg aaggaaaaga
  3895981 tgggacattc tttgacgttg aacttgagcc aggcgatctc atatctgttc ctgaaaatgc
  3896041 aagacattat tttaccttgc aagatgatcg tcaagttgta gctattcgta tttttgttac
  3896101 aactgaaggt tgggttccaa tctattaagg tagttagttg aataaaaggt cttggacccc
  3896161 cttttccaac cttttattca ctctacatat atacatcctc ctatggagca ggcttatttc
  3896221 aaaatatgaa ataagcctga ttttttattt tctcaaacgt atgcgtcctt cctttcaaaa
  3896281 acgatcttat ccttctattt ttcaagtgta tttcttaaca ttttttgaac atttattgaa
  3896341 ctttttttgg attttttctg aaaattctgt tttgtatatg atatactaca attaactaag
  3896401 aaggaaaaaa tattgcaaac agagggggat aatcatgagt ttacttatcg cacttatact
  3896461 gggggttacg tgtggagcac ttcctattat tctaggagct attatggaag aattagaagt
  3896521 tggtgtgtta ggttttgttg catcttgtgt aagcgcttta ttttttggtt tgttcggtgc
  3896581 tattcctatt tcaattctgt gtgcatttta tataatacgc catgctcgta caaaacaatt
  3896641 tggtcctaat cacatcgcgc aagttattcc attcccaatt gaacgatgcc gccgtgcttc
  3896701 tagcttataa ttataaaatt aaatatactt aaataaataa aagtcctcat ttgaggactt
  3896761 ttatttattt tcttctagaa attgaaacaa ttcttgtaaa tgcaaggcgt cttcactata
  3896821 actaagagat acgtggcata taccgtcaat ctctgcttgc atataaaggt caactccatc
  3896881 tcgatcatat tttaatgcca aataaaactc catttcttct aacatctttt ttgaagttcg
  3896941 aataacgtaa tgcccttttt catctcttcc atattcgaat tttggttcaa aatcatattt
  3897001 ttgtttaaaa gcttctattt gtttttcatt aatttgtaca caagttgctc gttgtacagc
  3897061 atcaatcatc tcatcaaatt tttgaagatc catctcactt accccctatg tattttttgt
  3897121 ataacacttg tgttccgcta ttctcttctc catcttttat tagctcttca tacaattcct
  3897181 tcgccaaact taaacctggt actggtaatt gtaatttttc agcctcatct aaagcaatct
  3897241 tcatatcttt cataaaatgc tttacataaa accccggttc aaaatctccc tttaacatgc
  3897301 gaggagctaa attactcaat gaccagctac ctgctgcccc cgttgaaata ctctctaata
  3897361 ctttatctgg atctagtcca gcttttttcg cataagcaac cgcttcacat actccaatca
  3897421 tattagaagc aattgcaatt tgattgcaca tttttgtatg ttgtccactt ccagctggtc
  3897481 cttgcaactg aatatttgtt cctagttttt caaataacgg taaacatttt tcatatattt
  3897541 ctttctcgcc accgaccata attgcgagtc ttgcctcttt cgcaccgacg tctcctccag
  3897601 atacaggcgc atctaacgat atatattctt acttttaccc gcttcattaa tacgttttgc
  3897661 caatgttggt gtagatgtcg tgaaatcaat tgtaattgta ccttcatttg cattctccaa
  3897721 aatcccatct atcccaaaat acacttcttc tacatcatgt ggatatccta ccatagtcat
  3897781 tacaacatcc acttgcttta ctaagtcttt cggtgtatca caccaatttg caccatcttg
  3897841 cactaaagaa tctgttttcg ctttcgttct attatataca tataccttat gaccttcttg
  3897901 cattaaatga tgaaccatac tttttcccat tacaccaata ccgatgaaac ctattgataa
  3897961 agttttatgt tccattttct catccccttt gttctaataa ctctcttact atatttcaga
  3898021 actctttatt caatataaca cgttctttat ctccaaccaa aacttctcat tacattactt
  3898081 tcatactaaa gatcgatcta ctttttttat gatactaacc tttttatctt cctctatatt
  3898141 ctctaatatt atcagtccaa taacaggcat tactattatt ctttccctta attcccaata
  3898201 aaataaaaag agattgtcct cctaattagc ccagacatta ggcttttacg gctaagtaat
  3898261 gcggaattaa ataataggtt acaccataaa ctctacaaat aatataacga tcttcattat
  3898321 atttattgtg tactttcata catatatttt tctcattcta taattagaca aaaaaaatcg
  3898381 caacaatttg ttgcgaaaaa tcactttttt tcttttctat atacacacac ttgattttta
  3898441 ccattttttt tcgcttcata taatgcaata tccgcccgtt gcattaattc ttctcttgta
  3898501 atcccttttt catataatgc aactccaaaa ctcgctgtta atttcgaaat tcccgagaat
  3898561 tgctttgttt ctataaaaaa tcgtaatgat tccgcaactt gaaatgcttc tttttccact
  3898621 gtattcgtta ctaaaataat aaattcttct cctccccacc ttgcaaacac atgttgctgc
  3898681 tccactttag atttcataag ctctgcaagc tcaattaatg ctaagtcacc aaaatcatgg
  3898741 ccatacgtgt catttactgc tttaaaatta tctatatcaa ataaaataag tgctatgttt
  3898801 tcattattac gcatcgcatt atcccattct gcctctagta tttgttggaa tttcaaacga
  3898861 ttataaatct ctgttaacga atctatcata gcaagccttt cttgttcttg atagatttca
  3898921 tctaattctg taatctctgt acacttcaca ataaatcttg ataaatcttc tggcaatggt
  3898981 gttgcacgca ataaaaaagt tgacacttcc ccttcatagt tggacatctt aattcttcta
  3899041 tcatatgata atgtatcatc taaccatgtt atatcatgag ttgttgaata gtatccattt
  3899101 tctctaataa gatgttcagc aaatactaaa tgttgttcac gataagcaaa caaattttca
  3899161 tatccgaaaa actctaaaaa atttgtatta caatcaacaa tttcatcgtc ttctactata
  3899221 aataatagat catttcgaaa atcaaacatc gtttgaagta gttcttgttg caaacttact
  3899281 tgtcgcacta aagaaagctg atataagctt ttattcactt cctctaacac catttgcgga
  3899341 gtcacagggg ctatcacaat attacgtatt cctaacgtaa gcacctctgc aaactcgctt
  3899401 gttatttgtt gatcccaaat gacaataaat gtactctgtg gattatacat attctttata
  3899461 tattttattt gagaaaaatc tgttacatac ataattacaa tatgtggttt agtcctctga
  3899521 aacaatactt ctccttcttc aaaactattt gctataaaca tacattttgg atggatattt
  3899581 tctatcgttt gttgatgtgt gcatccattt tctatataaa ggacatttaa ctgaagatct
  3899641 tgtaatacat tttggaaaac cgtattctct aataaaaaat gtagtatgtt catcactagt
  3899701 cttcactcac ttcatatatc ttgttctact gaattcctca caaacctttt ataaaaaaaa
  3899761 ctgttctctc aaaactttaa tgagtgaggg atacatgtta acaagctaat tgagaatgtt
  3899821 ctcttcgttt ttcattctat aaattccttt tttagtgtat gattattgga attgtatcgt
  3899881 ttgtatgaat gccctagctt ctgctttaaa acttgacaat taaaataaag atattatatt
  3899941 cttaaattcg acaacttaca aaatgtaagt agaatgtatt acatgtattt tttcataatt
  3900001 tgatatgtaa tttggaggat atataatgac aaacgacaac ttttttaatg ttctatatga
  3900061 acgcacatct acacgtgcat tcaacccaga aaaagaaatt tcatctgcag agttacacga
  3900121 gattttaaag ggcgctgctc aagcaccttc tgcttggaac ttgcagcact ggaaattcct
  3900181 cgtattccaa ggtgaagatg tacagaaacg attacaccca attgcttata accaacaaca
  3900241 aattcttgat gcttctgctg tagtcgctat tttaggtgat ttagaagctt ataaaaacgt
  3900301 tgaaccagta tatggtccaa ttgtagaaca aggatttatg aaagaagaag caaaagagcg
  3900361 cttagctaaa aatattgaat ctgcatatgc tcgtgagcaa tttccaaggg atacagcctt
  3900421 ttcaaatgca tctttagcag ctatgcaact tatgcttgca gctaaagcaa ctggctggga
  3900481 tacttgtgct attggtggtt tcaatccaca agcactttca gaggaattca atgtttcatc
  3900541 tcgttacgta ccaattatgc ttattacaat tggtgaatca actttaaaag ggcatcctgc
  3900601 accacgaatg agcgtagaac aagttagtga atgggcgaaa taataaagtg taacttaaat
  3900661 cagtttgagt tcttactgca cattaatatc aggtagaaaa gaagcgaagg tagaaattac
  3900721 cttcgtttct ttttgttctg tcacacatcc gtaatattac aatgtataat tcgacatcta
  3900781 tacaaaaaaa gcgtaaattc catgctattt ctatacatac aaatgacgtt tcatgtcgaa
  3900841 ttttgttaaa ctattgaaat ataaccgtgt atttttatta caattatgat acaatgataa
  3900901 caaatagata acaagagagg gattttcatt gagttcatac ggaagcttta tcgcactttt
  3900961 atgttacata gtaactgtac tgcttctata ttttattggc gatgctgcaa acatttcagt
  3901021 tttacaattt ccaaaagaag aagcgttcca attagaatca gaaaaacata ctgtacgatc
  3901081 catcgtaccg ctactcttag ctcttcctgt atatatcatc gttttatata aaagcaaaaa
  3901141 agtgtaaagg ctacccgttt catttatttc ggtggtcttt acactttttt gtgatatcta
  3901201 tcctatttta aacatcatcc tgtaataaac acccagctag tcttttaaaa tgagaaattc
  3901261 ccctagaaaa aattccactc tctgtccagt cactcactac cgaacttaca tagattataa
  3901321 gtgtgaaggg ggtgatgagg attatgtttg gatcatttgg atgctgtgat aactttagag
  3901381 actgtcatca tcatgaaaga gagcgcgacc atcgtgagaa agagagagag gttaaaccac
  3901441 aacaaccagc tgtatgtaac gtacttgcta gcatttcagt tggaacagag ctttctctat
  3901501 taagcgttaa aggtgttgga tctttcaaca atgtaatttt tgaaggtttc tgtaacggtg
  3901561 ttgctctttt ctctgcttta gctcgtaata acaatgacaa agataacaaa gataacaaca
  3901621 aagatgataa gcacaatcaa aaccgaaata cttttactgg tattttacgt gtatgcccaa
  3901681 ctgatattgt tgcgatcgct atctaattct gttccttatc ttcaagagta agaaaataag
  3901741 ttttactttt ctcatagaaa aaacctgaga ccgatttcaa atcgactcag gtttttttat
  3901801 taattatatg cttttaacta gttcaacaac ttcttcagca gttgacatca ttaatgcttt
  3901861 ttctgctaat gtttccattt ctgcttttga caacttgctt agttgtgttc ttgcaggaag
  3901921 aatagatgtt gcactcatac tgaactcatc taaacctaat cctaataata atgggatagc
  3901981 aagtgaatcg cccgccatct caccacacat accagcccat ttgccttctt tatgagcagc
  3902041 atcgataacc atttttacaa gacgtaaaat agataggtta tatggttggt ataagtaaga
  3902101 tacttgttcg ttcatacggt ctgcagccat tgtgtattga attaagtcat ttgttccgat
  3902161 agagaagaaa tcaacttctt ttgcgaattg atctgctaat actgctgaag ctgggatttc
  3902221 aaccatcata ccaacttcaa tagaatcaga aacagttgta cccacttcta caagtttcgc
  3902281 tttttcttct aataagatcg cttttgcttg acggaactca tcaagagttg caatcattgg
  3902341 gaacataatt tttaagttac cgtatacgct agcacgaagt aatgcacgaa gttgtgtacg
  3902401 gaacacatct tgctcatcaa gacataagcg aattgcacgg tagcctaaga atgggttcat
  3902461 ttcttttggt aaatgtaagt atggaagctc tttatctcca ccgatgtcaa gtgtacgaac
  3902521 aacaacaggt tgaccttctt ttacaccttc aagaactgct ttatacgctt cgaactgctc
  3902581 ttcttctgtt ggaagattgt cacggcccat gtataagaat tctgtacggt ataaaccaac
  3902641 gccttctccg ccattatcga taataccttg tacatcattt agtgttccga tatttgcaac
  3902701 aagctcaacg tgatgtccat cacttgttac agtagcttgg tcttttaatt ttgcccattc
  3902761 agctttttgc tcttcaaatt tcgctttctt ttcttcaaac gagcgaagag tttcttctga
  3902821 tggattaaca attacttccc catctaaacc atcgatgatt acgatatcgc cgttttggat
  3902881 tttctccata acaacttttg taccaacaac agctggaatt tccatagagc gagccataat
  3902941 tgcagagtga gatgtacgtc cgccgatatc ggtagtaaaa ccttttgcat acttacggtt
  3903001 taactgagct gtatcagatg gtgttaaatc ttcagcaata atgattactt cttcagaatt
  3903061 tgtaccagga tttgagaagt taatgcctag taaatgcgca agaacacgtt ttgttacgtc
  3903121 acgaatgtcc gcagcacgtt ctttcatata ttcgttatcc atgttttcaa acatagagat
  3903181 aaacattgat gcaacttcat ccattgcaaa ttcagcattt actttttcgc tatttacttt
  3903241 atcttttact gggtttacta gttctggatc atttaacact aataaatgtg cttcaaagat
  3903301 cgcagctttg tcagcaccta gctcagcaaa agcgtggtcc ttaatagctt ctaattcagt
  3903361 ttttgctttc tcaagcgcag cttctaagcg tgcaatttct gcagcttcgt ttgtaattga
  3903421 tttctgttcg atgttaaatt caggattttc aagtctgaaa gcctttgcaa tagcaatccc
  3903481 acttgatgca gcgatccctt gaatgttaag agtcattatt ctcctaatcc ttcgtttttc
  3903541 atagtttctt cgatagctgc tagtgcttga gctgcatcat caccatttgc agtgatttta
  3903601 atttctgcgt tttgttgaat gcctaaagac ataacgccca tgattgattt taagttaacg
  3903661 ttctttccgt tatactctaa gttaatgtca gaaccaaatt tgcttgcagt gtttacaagt
  3903721 agagttgctg gacgagcatg aattcctgag tcgctagtta ctttaaagat tttttccatg
  3903781 ataatttatc tcctttaaat tacagttttt ttagttgtat agacgtgagt actacatcat
  3903841 ctattgtata taataggcga tgttcggtca accacatcgc ctattataat tataaacatt
  3903901 ttgcgtcaaa ttcctactga atgtcaataa ttgcgttttc gcccttctta acatttccat
  3903961 cttttttcaa ttcgacttgt tgcccttgtt gtaaatttgt aaagacaatt ggtgtaatga
  3904021 tagatggtgc attttctttt acaaatgcaa gatctacttt taataatggt tgtccttgtt
  3904081 tcactttatc accttgtgct acaagtgctt caaaaccttc accatttaat tttacagtat
  3904141 caataccgaa gtggattaaa atttcttttc cgccttcaga ttgaatacca attgcatgtt
  3904201 ttgtagggaa tacgttgaca atttcaccgt taactggaga aactactgtt ccttctgtcg
  3904261 gctcaattgc aaatccgtct cccatcattt ttcctgagaa tacttgatca ggtacttctg
  3904321 taattggtag gattttccct tcaattggtg aaacgattgt ttcgtttgca tcaacttttt
  3904381 gaagagcttc ttctactttt acaggctctt ctttttcaac atgaggtgta cgacctgaca
  3904441 taatatcgtg aatttgtgat tttaatgtgt cagatttcgg tccaaaaata gcttgaatgt
  3904501 tatttccaac ttcaagtaca ccagctgctc caagctcttt taaacgatct ttgtttacat
  3904561 tcttttgttc gttaacttga acacgtaaac gagtaataca agcgtctaaa gaagcaatgt
  3904621 tttctttacc accaagtgct actagtactt cacgaggaag ttcaccagct tctgctttcc
  3904681 ctgcgccgtc attcgcattt gctacttcac gaccaggtgt ttttagattc catttacgga
  3904741 ttgcaaagcg gaatccgaag tagtaaataa ctgctagtac aagaccaaca acaattaccc
  3904801 accaccatgc tgtacggcct ggtaatacac cgaataacat aaagtcaatt aaaccaccag
  3904861 agaatgtcat accaatttta acacctaaaa tttgcattgt cataaatgat agaccagcga
  3904921 atacggcatg aattccgaat agtactggtg ctacgaataa gaatgaaaat tcaagtggtt
  3904981 ctgtaatacc tgttaagaaa gatgttaatg cagcagaacc taaaatacca gctgctaatt
  3905041 ttttattttc tggacgtgct tcatggtaca tcgctaaagc tgctgctgga agaccgaaca
  3905101 tcatgaacgg atacttacca gttgtaaatg tacctgctgt taattctaca ccgtctttta
  3905161 actgtgccat aaagattttt tggtcaccac ggattaattc gccagctgca tttgtatact
  3905221 gaccgaattc gaaccagaac ggtgaataga aaatgtgatg taatccaaat ggaatcaatg
  3905281 aacgttcaat taaaccgaat atgaatgctg ctaatgttct atttgcatca atcatttgat
  3905341 gtgagaacgt atttaagcca ccttgaatgt atggccaaac gaagcacatg ataataccta
  3905401 ctactaaaga gaatgttgca gttgcgatcg gtacgaaacg cttacctgcg aagaaaccta
  3905461 agtatgatgg taattcaatg ttgaagtatt tattatagca atatgccgct actataccga
  3905521 cgataatacc accaaatact cctgtttgta atgttggaat tcctaatacg tttgcgtatg
  3905581 ctggatccgt aaatccaatt ttcactggat ctgctccaga acttgttact ttcactagct
  3905641 tatctacttc taagaacaca ctcatcgttt tgttcataat taagtagccg acgaacgctg
  3905701 ctaaaccagc tactccatct ccaccagcta aaccaatcgc taccccaact gcgaataata
  3905761 atgcaaggtt agcgaaaata atatcaccag attgttccat aatttttgct accattacga
  3905821 accaatctgc ttttaatgca ggaataacat ttgttaactg tggattttga aatgcattac
  3905881 caaatccaag taaaatacct gctgccggta aaatcgcaac tggaagcatt aacgcttttc
  3905941 cgactttttg aagaacacca aagatcttct taaacatgga agcccttcct ctcttatcta
  3906001 tattgatacc ttccgacaaa cgccaaaaag acatgaggaa aaaaagatag aacgatagct
  3906061 atacaaaggg tagtatatcc ctttctctag cttacattcc ttacttttct ccactcatgc
  3906121 ctgatcgaat cagtaacacg tgtcaaaaat aggtttacgt ataagttcac tataattaag
  3906181 gcaaacgttt tctttatttc ccttaatgtg tttgtcgaaa tttgtataac tttgcaatag
  3906241 ttattataca taactattgt aagcgattca atgatttttt taacgttttc attttagaca
  3906301 aaaatatatg tctttttaca catgctctgc tttcactaag cgctgcaggt gcattgttaa
  3906361 atatatactt tctgcttcat acacaggaag ttgcaattct ttttgcatga ccttaactag
  3906421 cttccaagct aaattataac agacaggata ttccgccctt aataactcag caaaactttg
  3906481 tgattcctct actttctccc cttttttcac ccgttcaata gcatattgca aatgacggat
  3906541 aaggcgtaaa tagtggatac tttcttggtc caatgtaatt tgtaagtttg tctcaattaa
  3906601 agatacaagt tgtgcaatga gacgggagtt ttgattcact gaagatagat ctgaatttgt
  3906661 aagcgaactg taaatatgaa gtgcaataaa accaatttct ccctctggca atgtaatttg
  3906721 caaacgagaa tttaaaagat ctacaacacc ttcagcaatt tcatattctt ctggatagag
  3906781 cattttcgtt tcaactaaaa aaggattatc aattgtaagt ccttgtttta atcgtttaat
  3906841 tgcaaaagaa atatgatctg ttaaagcgat atgaatatgt tcatttaatg gtgattttgc
  3906901 tttttcttga atatagaaca taatatcatt cattaattca attaattttt cactcacatg
  3906961 cggcactaac agtttgtatt gttcacgatc acgttcattt tttaaaacaa acattttttc
  3907021 aatttgttct tgtcctagta catctttcgc tttttttcca aatccaattc ctttaccaat
  3907081 cactactact tcctcgtgtt caggatggct agcaatgatg acattattat ttaaaacttt
  3907141 tttaatttct agataattac tcatataaca ccaccctcgt ccttaaatag cctgctttta
  3907201 tgttacagaa catccttctt tgtcgtcaat gtaaaacatc taccatttca taaaaattca
  3907261 ttttttagac atgtttatat atgatgcgta taatgtaaga gcaactgtac atagaaagga
  3907321 gataacaata tgattaaaat gtttgtaagt gatatcgatg gtacaatgat gcaacacggg
  3907381 ggtattattg atgagcaaga tgttgcggca cttcgcagtc ttgctgagca aaatgttatt
  3907441 ctttgcttcg cctctggacg acttgataat gaaattgcag acttaatgaa agctgtaaat
  3907501 acaaatttcc atcgtattag tgtgaatggt gttttcgtat atacagatga aaataagcaa
  3907561 ctcttatctg caacttttga ttccagcatt cttcctgagt tgttagacat gacaaatgaa
  3907621 gatccttatt tccgttatgt tagtgatgaa cataattact atattgaaga gaagacaccg
  3907681 ttcattcatg aacttgaaaa acaagtaacg atgacttctg ttgaagaacc aaatttatta
  3907741 cagaaaatag atgatacaat ttttccaaat aaaatttctg tgggtggaac aaaggagagt
  3907801 ttgcaactcc ttcagaaaaa aattgatgaa aaattccacg gaaaagtgag taccttcatt
  3907861 tcagcagaac aatgtttaga tgtaatgcca ccgaatatta gtaaaggctc cgctatttca
  3907921 gttttattaa aagagtttca attacaacca gaggaagttg cttgcatagg ggattcttat
  3907981 aatgatattc caatgttttc tttaactcct cacagttttg ctatggctca ggcagatgac
  3908041 gcagtaaaag aacacgctca ctatgtagta aatacagtta aagatgctgt taaccacgta
  3908101 attgctcata ataaaaatac gactcactcc ttgtaaggat gagtcgtatt ttttctttac
  3908161 atgttaaaca atttgacatt tactgtactt cacaaactga aatatattat ttgttacgtg
  3908221 cgatgttcgt aataaactta taacgatccc cgcgataaat acatttcaca tactctaacg
  3908281 gtacttcacc ttctgaatat gaccattgac gcattacaag cactggcgcc tttttaggaa
  3908341 tatgcagatg ttccgcttca ttatccgttg caattgaagc ttcaattgat tgagtagcgc
  3908401 taacaagttt aaagcccagt tttttctcta gatgttcata taaagattgt tgcaatattt
  3908461 cttcgttaat atcttttaca agagctggcg acaaatatgt cgtctcaaaa gcaatcggtt
  3908521 catcatccgc taaacgaata cgtctcactt cataaaccga ttctccctcc tgtattctca
  3908581 gccggtctgc tattttcgca gtagctggaa ctaggcggaa acttagcaat tgactacttg
  3908641 ggttcattcc acgagaaatc atatcttctg tgaatcctgt cattccttgc aatttttgtt
  3908701 ccactttcgg aagttggaca aacgtaccga ttccacgttt ccgatataaa taaccttgtt
  3908761 ccactaaatt attaatcgcc tgtctgattg tcatacgact cacttcgaac ttatcgcaaa
  3908821 gttcattctc agatgggatt ttatctcccg gcttccattc gccgtcctca attagctgtt
  3908881 tcacccactc ttgaatctga taatagatcg gaaatggtga atacttgtcg atgttcatca
  3908941 gcaatcgcct cactgcataa agatagagct tcttgatcag cgattacggt tacattcgga
  3909001 tgacgttgta aaactgtagc aggacacgct tcactatatg caccttgcaa taattcttta
  3909061 acagcttctg cctttttaga acccatagca acaagtagaa tttgtttcgc tttcataatg
  3909121 cttccaattc ccattgtaat tgcatgagtt ggcacatctt cttctttttc gaagaagcga
  3909181 aggtttgctt ggcgtgtaga ttctgttaat tcaacaatgt tggttggaga attaaacggt
  3909241 gttcctggct cgttaaatcc gatgtgaccg ttttcaccga ttccaagaat ctgtaggtca
  3909301 actgggttag cagctagaat gccctcgtaa cgtttgcact cttcctctaa atcacttgcc
  3909361 atcccgtttg gtacataagt ttgtttaaat ggaagatgat caaacaactg ttcttgcatg
  3909421 aaataatgat agctgttttt atcttcatgt ggtaaattta cgtactcatc taagtttaca
  3909481 gtggttacac ggcttgtatc aagtttattt tttcgcattt ctgcataaat acctaatgga
  3909541 gagcttcctg tagccattcc taatgttgga ttttcttttg tttttacaac ttcttcaatt
  3909601 aatttataac ctgcttctgc tagttcttct ggagttttta caacaagaat attcatttaa
  3909661 ttacttccct tccttcatat gaattcctaa acgaaccgta tcatatacat gtaaatcttc
  3909721 attcatcaca acaaagtctg catcttttcc taccgctaat gcacctttat tatttaatcc
  3909781 aaactcttct gcttggttaa ctgatgtcat cagtactgca tcttcgattg aacaacctgt
  3909841 aaattcaatt acatttcgga aagcttgatc catttttaga atactaccag ctagcgttcc
  3909901 atcttctaat cgagcactac catcttttac atgtactggc tgtccgccaa gctcatataa
  3909961 tccatcttca agaccttttg cacgcattgc gtcagtaata acacttactt ttttcggtcc
  3910021 ttttaattta tatgctaatt tcaccatatc agggtgaatg tgaataccat ctgtaattac
  3910081 ttcaaccatt acatctggat ttaataacac atgaccaaca actcctggtt cacggtgatg
  3910141 taatccacgc atttgattgt ataaatgcgt tgcatgtgta atgtttctgt tttttaattg
  3910201 cgcatcaatt gcatctgtat gccccattgt gccgacaaca ccagtttcag caagatactg
  3910261 ctcaaactct aatgctcctt cttcttcagg tgcgtatgtt actaatttaa ttagatttcc
  3910321 gcttgcttcc tgccattgtt taaattgttc aatattagca ggaacaatat gttcaagtgg
  3910381 ttgtgcacct gcacgttttt ttgaaacata cggtccttct aagtgaatat attcgaaatg
  3910441 tgctcctttt tctttcgctt ccttcgcagc atgtagtgct gcttcgattg cttctggagc
  3910501 ttgtgtcatt gttgttggga agtaagttgt aactccttct tttaacattt ctttccctag
  3910561 agttactaac ccatcgctat ttgcatccat cgcatcaata tcgtatccac catgaatatg
  3910621 aacatcaatc atacctggaa tcacaatctt ccctgctgca tctaaaacag tttcattttc
  3910681 ttgtgataca tattgagcca tcaaaccaat ttctttaatt gtttctgcgt aacgaataaa
  3910741 tccgttttct actacttctt gacctgtata aattttggca ttgatgacaa cttgcgtttt
  3910801 cattttcatc gatcctttcc catgaaatac ctacttgtta ttattacctt attcgcctaa
  3910861 ttccatctta atatatgcgc gagtagttgt ctatacattc taatgaaatt tcctctttgt
  3910921 ttaacaaaaa ggaaacttag tacgtctgtt gtaattataa tatatgttat tcacttttcc
  3910981 aaaaagggag aatatcccct tatcagatta ctcacttcaa taatggcatt aacccgctag
  3911041 accctattat aatatgttcg ccgtctgttt ccatttctac cgtacgtcta tttgttccat
  3911101 acatcattat accacgccgt tttaatcgtc tcactacact ttgatgcgga tgcccatacg
  3911161 gatttctgct accataagaa agaatcgcga actgtggttc taccttcttt ataaaccttt
  3911221 cacttgttga agtatacgag ccatggtgcc ccacctttaa cacatctgca tgtacatcaa
  3911281 attgctttaa tatttccgtt tccgtccgca catcagcatc acccattagt aaaaaatctg
  3911341 ccttaccata ccgaaccttt aatacaattg aagattcatt attttcatct ttagacttcc
  3911401 cattgtttaa tacttgtatg gaaacatgcg gatctagcgg tatgtattgg ccctctttta
  3911461 ctgaaatgaa agggattccc cttttcttta tattatttcg atacgtatga taagtaagag
  3911521 aactatatgt ttttccacta tctaatataa gtgatactgg catttgctct acaattggaa
  3911581 tgagtccccc aatgtgatcc atatcaggat gagtactgac gatagcatct aaatggttaa
  3911641 ttcctttttc aattagcttt tggataataa cctcaccagc ttcataaggc cctccatcaa
  3911701 ttaacatcgt ttgtccattt ggcaatgtaa taagtgttgc atcaccttgt ccaactttta
  3911761 agaaactcac tttcatttta ccaaaatgtt gccgctgcat atgtaaagga gacgcagtat
  3911821 gaatagacat catatacctt tttgccgatg cactatttaa agaaaagcat aacaaaacag
  3911881 aaactaataa taaaatactt cgtatacctc tcataactcg tctccttttt tcaattagta
  3911941 tggcacggta tataattgat atacaaaaaa agcttagcaa aatgctaagc ttttatttcg
  3912001 atatctcttg taaagaaccg aagaataaat ccgcttcatt catttgttcg ttttcttcag
  3912061 aaagcggagg taaatcatct aatgttttta atccaaacgt gtccaaaaat tctttcgtcg
  3912121 ttccatataa aataggacgc ccaggtcctt ctgctcttcc catttctttt ataagtaagt
  3912181 gtgatactaa cgtttgtaac gccttatcag tttttactcc tctaatctct tccatttcag
  3912241 ttcttgtaat cggttggcga tatgcaacaa tcgctaacgt ttctagagca gcctgagaga
  3912301 gtgaagcagc tgttgggatc tctattagtt tttgatagta agacgcatgt tctttctttg
  3912361 tagcaaaacg atatactttt gcatactgta caatttgcaa accgcggtgt gcaccttcac
  3912421 attctttttg catttcttct aaaatatcga ttacttcgtt tccttcaatt tcaaggactt
  3912481 ttgctatttg ttcaggataa atcccttcat caccagaaac aaataaaagc ccttcaataa
  3912541 ttgatttttg ttctgttcta tccattttac gaactccttc ctcctatttt ctccataaaa
  3912601 atacacatca aaaaaccgaa tcacaatcaa tgcgttcggt tcaatatttt tctcttgttc
  3912661 caaacgatac attcaaacct agcatgagat atactatttc tatcccattt tctatactaa
  3912721 ctctatgcag atttagtata gcttgatacg aaaatttcat caaaattatg ttcttgttca
  3912781 attatgattt gttgattttt cataagctca agaaccgcta aaaatgttac aaccattatt
  3912841 tcccgttcat catcaacaaa taaatcataa aaactttgac gaccaccttg tatttctaac
  3912901 tgcttcaaaa tatccgtcat gcgctgttca attggtattt cttgacgagt aatacgtgtt
  3912961 gtcacaggtt tctctgcttt tttacggcgc attaattttt gaaatgccgc tagcatatca
  3913021 tataacgtaa catcaagagg caagtttgtc tcttcttctt gttgcaacga tgtaaaatca
  3913081 attggcggac gtgtatatag ctgtgctctt tcttgttctc tttcttttag ctcagtagca
  3913141 acttgcttat atttcttata ttcaattaac ctctccatca attcttgacg aggatcatct
  3913201 ataaagtcat caccgttatc aagtacatct tcttcatgtt tcggcaacaa cattttactt
  3913261 ttaatttgta ataacgttgc agccattact aaatactcac ttgcaacatc taattgtagt
  3913321 tctttcatcg tatgaacata agataaatat tgctctgtaa tttccgctac agggatatta
  3913381 tatatgtcaa tttcataacg atgtattaaa tgtaacaata aatctaaagg cccttcaaaa
  3913441 gcctctactt taaaattata ctgcacaaag catcccacca cattttttct ataacaacat
  3913501 aagtatagag catactcatg ttctatccaa cctttttaag aaatttaatt aaaaatagac
  3913561 cgatgcctat gtcatcatgc ccaccacttc atatgataac agtgtagtaa gaacaatgta
  3913621 ggaggtcaaa aaactatggg tcacgttgat tgcggtttta gcggtgggtt cgcattactt
  3913681 gttgtgttgt ttattttact aattattgta ggagcagctt gcttctgcta atatgaacaa
  3913741 taacgactag ggagaaattc cctagtcgtt tattgttcat acttctatga taaacttata
  3913801 tttataaacg ttagatagga gcgaagaaaa tgtatcctac cgaatacata cagtttttaa
  3913861 ttcattttca cggagattat gattattttg aatgtcacga aatactggaa ggatattgga
  3913921 aaacaaaacc aagagggaat cgtgataatt atttagtcgg cctcattcaa attgcagttt
  3913981 ctttatacca tcacagacgc tctaactgga atggcgcaga gaaaatgatg aaaagcgcca
  3914041 taacaatttt agaaaaaaac agcgcacatt tacttcgttt aggaataaat gaggcacagc
  3914101 ttctattctt actcaaagat aaattgcaat ctatccagaa aaaagaaggt tttacaccat
  3914161 tatttttacc attatcggat atagcattag aaaagcagtg catagaatta tgtgagaaac
  3914221 aaaaccttcc ttggaaagac gtgaatgcta tttctaatga atatatagta cataaacaca
  3914281 cattacgtga tcgaacagaa gtcatcgctg aacgaaacga acaattacaa aaaagaaagc
  3914341 agagataata aactacttat ctctgctttc acgaatgtat attttgttca agccctgtac
  3914401 actttttgca aaaacttgct gtttgctcat ttccgcaaat tgtaaattca agaaatttac
  3914461 tctttaactc ttgaaccatc ttcgtcccaa tacccatatg acggtgagat gggttcacac
  3914521 tcaaatgctg aatttccaaa acttgattct ctttttttac aatccccatt attccaacaa
  3914581 aatcttcgtt ttgtttccac aaatacaatt gccaatcatc ctttgcttca taatctttca
  3914641 tagtcaattg taatgttttc acatcttttt cagttggcat aaatgaaaga agccccattg
  3914701 caatcttttc ataacttttt ttaaaacgaa ttaacataac ccttatccct tcttacaaaa
  3914761 gttacaaact attaaatccc ctcaatcact ctttccatat cacattcatt ttacaatatt
  3914821 ttcaacagag tgagaagagc ttaaaacaac ttgataatca tacaaagtga aaagaagaaa
  3914881 gtcaaatata cgtttcatta ctagtttttc taagtaaata caagaagaaa cgctgttata
  3914941 tgaaagtaaa aaaaagcatc caccgctcat gatcacttca ctattcatca cattagagca
  3915001 gatgaattct agcaaattca tgtaataaaa aatctttatt gaaacatgta atttaatgta
  3915061 ttctatgtaa tttgttaaaa ttttgttctc ataagcgaca tattctcact acaatcacat
  3915121 tactacttgt atcatgtacc gtaaacgcaa tacccattcc tattaaaaat aaaaaagaga
  3915181 gcaatagctc tcttttctca ttaaattatt cttcccaaac tttaacttct ttcattacat
  3915241 caccttgacg catgtttaat accgtttcaa taccgcttgt tgctttacca aatacagtat
  3915301 gtacaccatc taagtgtggc tgcggctcat gaacgataaa gaattggcta ccgcctgtgt
  3915361 tacggccagc atgagccata gaaagtgatc ctacaaggtg tctatgagga tttccatcag
  3915421 tttcacatgg gatagagtaa cctgggccac ctgcacctgt tcctgttgga tctccacctt
  3915481 ggcttacgaa gccaggaata acgcggtgga atgtcacacc atcataaaat ccttgctctg
  3915541 ctagtttttt aaagttttct acagtttttg gtgcctcttc tgggaaaaat tctaaatcga
  3915601 ttttttcacc attttccatt aatatgtatc ctaaagtttt catacgtata tgtctccttt
  3915661 caactatctc agcactatat taccacattc atgactagaa acaaaaagaa tccgacaatc
  3915721 tacatacttc ttttttgaaa tgtggaaaaa gctaggtgac aaataagaaa tatatactat
  3915781 aataactgtg ttgcccgaaa attttagaaa gagaaaggga gcgatttttc gtgaaaacga
  3915841 aattactagc tctgctatta gctgtagcag tatttatgat gccaacagct tcgtttgcag
  3915901 acatcatcga aggagaatca attgttacac taggagaaaa cttgtctgaa caacaaaaac
  3915961 aagatctgtt aaaagaaatg aaagcaccaa aagatgctac aatcattact gtgtctaatg
  3916021 cggaagaaca taaatttcta gaagggattg ttccaaaagc acaaattggt acgagagcaa
  3916081 tttcctcttc tatgatcaca tacacaaagc caggttctgg tctcattgta cgttcaaaaa
  3916141 acattaattc aataacagat gcaatgtaca caaacgccct tattacagcg ggtgtgaaag
  3916201 atgcagaaat ccaaattact gccccattta aagtttctgg aactgctgct ttaactggtt
  3916261 taatgaaagc ctatgaaaca acatcaaaca aagcaattcc tgaggaagta aaaaaagtag
  3916321 ccaatgaaga aatggtgcaa acatcccagc tcggcgataa aattggtgaa gaaaaagcag
  3916381 tacaacttgt tgcaaaaatt aaagaagaaa ttgcgaaaga gcaaccacaa acgactgaag
  3916441 atttacgttc attaattaaa aaaatcgcgg atcaacttgg tattacatta acggatgaac
  3916501 agttagataa cttagttgcg ctattcgata aaatgaaaaa ccttaacatc gattggaatc
  3916561 aagttggcag tcagttaaat aaagcaaaag aacacgtttc tgccttttta ggatctgaag
  3916621 aagggcaaag tttcctagat aaagttaaag atttcttctc aagtatcatt gattttgtta
  3916681 aatcgttatt caagtaaaaa gaagctcgtc actgacgagc ttctttctta tgcaagtaat
  3916741 ggcaatttca taatagcttc ttcgaccgaa cgaactatat gatttgcctt ctccttcaca
  3916801 tatgggtgag catgatgcaa agtgaatgaa tgcagggtta cttcaaacat ggaaatatca
  3916861 ttgaaagaat ctccaatgca tgcaacctca tttgcttcaa tttgcaaatg ttccattagt
  3916921 ctccttaaag cacttccttt acttactccc cttggcataa tgtcaacata gcgtttacca
  3916981 gacatgaaaa cttccgcttc gctctgaaat gtatatcgta attcttgatc taacgcttca
  3917041 attgtctctt cttccccaaa aacaaacaat ttcgcagggt gtacagtttt accaaattcc
  3917101 tcttccaaag cttctatctc agcaatatgc acacccatat acgtttcaaa agtatgatga
  3917161 tgttcattct ttctttttgt ataccgttgc tcatttgcac aaacaatatc tgctagtccc
  3917221 tttttatgga tatatcgata tatttcctgg gcaactccat cttcaaaact tgattcatga
  3917281 aatattttcc catctggtag taacatcgtc gctccattta aactagttgt gtagtacggg
  3917341 aatgcaaacc tatttacgac ttcatcaatt cgatgagtaa agcggcccga ggcaaaacaa
  3917401 atatttgtcc ctttttcagc taaccaacaa attgcacgtt catcttcttt ttgcatatca
  3917461 ttcacattgt aaacgagcgt gtcatctaaa tcacttacaa ataatttaat catgtcctct
  3917521 tccccttcca tacacaatat ctactctaag tgtacacaaa aaatgtttga tttttgttaa
  3917581 aaaacaataa atttttgcta aaaaaataaa cgggtgtata atcccgttta tttttgtctt
  3917641 tttacatttt gaggtcttac aatacttggt cgtactttta aactagacat cgtcggacgg
  3917701 agtaaaattt ttgttaatgc gccccaatca aatggtaaaa atggccatag gtaaggtgtt
  3917761 tgcaaacttt ttatagacgt taaaaataaa atcaatatcg tcataccaat tacaaatccc
  3917821 atctcatgga agaggcctgt caaaataata acaaacaatt ttccaacctt atttccgagt
  3917881 cccaattcat aactcggtgt tgcatatgcc ccgatcatag aaactgctac atacaaaata
  3917941 acttctggta caaacaaacc tacatcaatt gctatttgac caattaatat ggcagaaatt
  3918001 aatcctgctg cagacgataa cggcgttgga gtatgaatgg ctgccatcct taaaaattca
  3918061 agtcctactt ctgccattat tacctgtaat agaatgggta aatgtgtcat cttagtcggt
  3918121 ccaataaaag caagattttc tggtaaaaga gttggatcaa atacaaacac taaccaaaac
  3918181 ggtagtaaaa acaaggagaa taagacacct aaaaagcgta cccaacgtaa aaatgttccg
  3918241 acagctggat tttgtctaaa ctcttctgca tgctgtaaat gatgaaaata tgttgttggc
  3918301 gtaatcatag cacttggtga tgtatcaact agtactagaa catgtccttc taataaatga
  3918361 tttgctgcta catccggtct ttctgtatat cgaataagcg ggaatggatt atagctttgc
  3918421 tttacaacaa attcttccac tgttttatcc gccatcgtaa tgccatcgac atcgatgtta
  3918481 tttaattctt gttttataat ctttactaaa tctggatttg caacatcttg tacatatgta
  3918541 atacaaatat ccgtttgcga tctatcccct actcgaataa tttcatttcg aagacgtgga
  3918601 tctcgaattc ttctacgaat taacgctgta tttacaacga tattttcaac aaatccatcc
  3918661 ctcgcaccgc gtactacttt ttcggtatct ggctctgtcg gtgttcgtcc tggatagcta
  3918721 cgaacatcta tcgcgaacgc ttctgtttcg ccctccacaa atataacaat aagtcctgat
  3918781 aacgcttgaa ccattacttc atccatcgtt ttcactttac ttacttgctg atgaattaaa
  3918841 cgattctcta aaagctttac agtatcttct tcaacatccc ttatttcatt cgtatccaca
  3918901 gcttcttcta aaataggaat aatataattt gtatcacaaa gtccatttac aaataacact
  3918961 gcaatttctt tattcaaaat ttgaaattta cgaatcccaa catcaaatgt aacgcctaat
  3919021 ccagccgttt gttttaaata attttcattg tcacttatga aagttgaaat agggatatct
  3919081 atttttttag gcttcgtcat aaaatccact cctttccaaa attaactgaa ttgctttttt
  3919141 cgtaattggt gagcctctct cccattcatc gtttccacac atcttaccaa tatcaccaac
  3919201 gccaacaatg acgggaacat tcaaatcatc taaacaataa attgtatctc cgctaattct
  3919261 gccaatttca ccatctggaa gtccaaattt atcaacaccg tattccgtta aattcccgtt
  3919321 ccgatctaca cttacatcta cacgtgccca ttcccaatgg tgtgtattag acgctactgc
  3919381 caaaatccca agtacatcaa tttgtttatg cgtggctaca tattttaaag ctttttcacc
  3919441 agatccttct ccaataaatc cactgtcatc aaacatgaca aatacagggt catatggcgt
  3919501 ttgcataata agctcaacaa ctttcttccc tgtcaatttg gttggattac tttgtgatgc
  3919561 tgaaatacac cttcccccaa attccttcgt taaaagctca attgttcgct ttgcatattc
  3919621 atctccatct gtaaccaaaa caacccttcg tctcatttga tttatccttt cggtttacat
  3919681 ataagtgcta caaaaaatga aaataatatt gctgcagaaa tacctgcaga cgttaaacta
  3919741 aacataccca taccaatccc tatatatccg tgtttttctg ccgcatgcat ggccccgtgt
  3919801 aatagggaat gtccaaaact tgtaatagga actgtcgcac cagcaccagc aaactttata
  3919861 agcttatcgt acaatccgaa tccatctaaa actgctccta taactacaaa ggtagccatt
  3919921 aaatgggctg gtgttaactt tgcgaaatct aacaatactt gtccaactac acaaatagcg
  3919981 cctcctacaa gaaatgcata aatataatcc acaattcact ctcccttcac tctctcaaat
  3920041 acgacaccat gtgcaattgt tggaattgtt tctttctgct gcatcatcat cgggcttaat
  3920101 aaagcaccag tggcaacgac aaaaattcgt tgtaaattcc ctttttgcat ctcgcttaat
  3920161 aaatgaccat atgtgacaac agctgaacaa gcacaaccac taccaccagc aaatacttct
  3920221 tcttgaccgg aatcataaat cattaatccg caatcgttat atatatgccc aatatcataa
  3920281 ccttcttcca gtaacagttg tttcgcgatt ggtgtcccaa tagctgataa atcaccggta
  3920341 acaatcaaat cgtaatcatt ggcacttctc ttcaaatcct caaaatgttg ctgaattgta
  3920401 tgagccgcag caggtgccat cgccgatccc atatctagcg gattcgcaat tcctaaatct
  3920461 tgcactttcc caatcgtagc cgctgtaatt ttaatggcgc ttttttcttt actaattaat
  3920521 atggatcccg cacctgtaac agtggaattg gctgttcctg gtttttgtcc cccatactct
  3920581 gttggataac gaaactgtct ttcagctgtt gcattatgac tgcttactgt cgctaaaaca
  3920641 cggtttgcga atccgccgtc tataaaggcc gagccaactg ctaacgtctc catcgaagtc
  3920701 gcacaagcac taaacatccc taaaaaagga attccccact tacgcgcaac gtaatttgct
  3920761 gttactgttt gatttaataa atcacccgct aaaaagaaat caatttgtga tgtttctaca
  3920821 tttgcttttt gcatgacttg ttgaatagaa tctgacatta accttcgttc agcaagctcc
  3920881 caatttctct ctccgcaatg taaatcatca tatgaaatat caaattcctt tccaagaggg
  3920941 ccttcagctt cttttggacc gacggcagta ccggttgcat tcacataaat atcattttga
  3921001 aatacccacg tttgttttcc tgtcaacctc atactagccc ctcctttaag acataaaaat
  3921061 tttaaaagta tatcttatta aaccaataat gtatgcgcca acgaccccaa aaacgataac
  3921121 acttcccgct agcttaaaca tgtttgtagc aacgccaagc acaattcctt cactcttatg
  3921181 ctctagcgca gcactcgcca tagaattcgc aaatcccgta acaggtacgg ccgaccctgc
  3921241 tccagcaaat tgaccgattt tatcatatac accacaacct gttaaaatcg ccgataatag
  3921301 tacaagagtt gcaactgttg gattccctgc ctcttgttca ctgaaatgaa aataatgtat
  3921361 ataaaatttc atcaatactt ctccgattgt acaaatgagt ccacctacaa aaaatgcctt
  3921421 aacacaattt ataaaataat ttggtttcgg atggtattcc tttactttat ttacgtaatc
  3921481 atcctttagt tttcgccctg tcatttatat gttgcctcct actttacgaa ataaatccag
  3921541 tgaaacaacg agcctattac ttttccaagt acaagagcaa tgagtaaaac aacaatcttc
  3921601 ccctctaccc ctactcgttt cgctaaaata ggtaaaacat ttaacacttc tgttaatgcc
  3921661 gcagcgagca ttccaatgaa tgtgccacaa aatattccta atataacaag ccaatattgc
  3921721 gacgtttgaa atgtaatgtt tttcaaacta caccaagctc ctgttaacgt acctgcaata
  3921781 actgcccatt caaaatattg aatgtgcttt ccacttctcg ttaattgagc tagacggggg
  3921841 attataccaa gtacagctaa aaatgcaaca tatccgctac ctacagcaat tcctcctgct
  3921901 aaagcaatta aaataacgaa tccagactca atcatcggta agttgtttca tattatcctt
  3921961 gttttcatga acaattacat attggtcaag tgactgctgg tattggaaca tttccacttc
  3922021 taacggactc ggttcttcat taattcgctt ttgaaataca tgattaaaaa ataagaccat
  3922081 acctaaccca agacctaatg aataaggaat ttgaaataaa agtggttgcg ccttaaattc
  3922141 tcccgtaatc atgtagtata accgttgatg cacttgttgc atgcttacat cttcatggaa
  3922201 atatatgatg gcaagagccg ctccaatgaa aagtaacaac catacaagtc cgaaaaaaat
  3922261 cggatgtact ttcttttttt catatataat ttcaacaaga gtttgtccag aaccaagtaa
  3922321 attaatttgt atatgagcgg ctttttgcct aataatctca attattttca taacatcaat
  3922381 gacaacatgc gttttatcac gcgctgtaat tttataaatt acctcatcct gtaacgactc
  3922441 aactactaca gcatctccgg caagttgagc aacatcacca agctttactt catacgtagg
  3922501 agaaactttt aatcgattac gcattttaat ataaattgtt tgttccaatt ccattcacct
  3922561 cttcactctt cctcgtagtt gtagtatggt tattcaattt tttctaatac aattttttca
  3922621 caaaaaaaca tctgtaccat ttcggtacag atgttttttt gcttatgcct ttttcttaaa
  3922681 taaatttgca atacttaatg cgagccctcc ccaaatgact actattccaa taaccatcat
  3922741 cataatcgct gatccactca ttatgaaaca cctcgatctt tccattcttt ttcaagctta
  3922801 gcagaatccg aatgtatttg tgcattccat tttttcagac taataattag cgcaacgata
  3922861 aggaacgctg ctgcaattga ccaaccatat gttacgacaa actccgttgg gtaacctcca
  3922921 tagttctttt taatattttg gattgtacca tcaattaaca tataccctaa cataagcgga
  3922981 gtaataacga gtaaactcac tctccaaaac gtccctaact taatatcaga tacgaagttt
  3923041 gcgtgatttt gataaactgg taaacggcgt agaatgagcc ctatcgtaac tacttccact
  3923101 agtgcaattg tgattaatcc aaagttatta gcgaaataat cgacaacatc taggaacata
  3923161 agcccgcctc gtgttgcaaa aactagagaa actagtacga gaagcgtccc cataattcca
  3923221 attgtttttt ggcgacttaa gctgaacttt tcagatacag cagcaaaaca tacttccgca
  3923281 agcgaaatga gggacgtaat tccagcaacc gttaatgata agaaaaataa tacaccaaat
  3923341 aacggtgaca tcggtaattc attaataatt tgcgggaata ctacgaacgc aagccctaca
  3923401 cccgcacttg ctactttatc aaccggtact cccatattgt ttgccataaa tccaagagcc
  3923461 gcaaagaccc caatccctgc taataattca aatcctgagt ttgcaaatcc agtaataaag
  3923521 gcattatttg ttgtatctga gtttttcggt aaataactag aatacgtaat cataattcca
  3923581 aatgctaaag ataaactaaa gaagatttga ccgtaagcag caagccatac tttcccatca
  3923641 aaaatgcgac tccaatctgg tttaaagaat gcatctaatc cttgcatcgc accttccatt
  3923701 gtcactgcac gaactacgat aataaggaac ataacaacta gtaaagggat gaaaatacgg
  3923761 ttaacaactt cgattccttt tttaactcct ttaaatgcaa caccaagcac aataatccaa
  3923821 acgagagcta gtggaattaa tacttccggt acgagccctc caaactgtcc aggcttatct
  3923881 gcaacatgca aatactcttt aaataaaaat gattccgtgt ctttccccca tgcgccagta
  3923941 attgcaaaat acgtatacga aatagaccaa gcaataatta ctgcataata tgttgaaacg
  3924001 ataaatgtta cacacatttg ccaccaaccg ataaattcag cacgcggatg aatacggaag
  3924061 aacgtaagtg gtgctgaacc acggtgacgg tgcccaagag caaattcgaa tgctaacaat
  3924121 gaaataccag tcgttaataa tgcgaataag tacggtaaaa agaatgcgcc tcctccattt
  3924181 tcatacgctg tataaggaaa acgccatatg tttcctaatc caacggcaga gccgaccgct
  3924241 gcgaaaataa attcagccct cgttccccat tgttgcctcg tttccatact tccttccccc
  3924301 tttgtgacaa gttcataatt ggattatatt ttaaatttac taaattatca ataaattctg
  3924361 ttaattttta cgaaagttta taatcccctc ctattacatt cataaaaaaa gatcgaatag
  3924421 ataactattc atctattcga tctttcatct gttttaatat tttcttttca agtcttgaaa
  3924481 cttgcacttg agaaatacct attcgttccg ctacttctga ttgcgtttga tctttatagt
  3924541 agcgtaaata tacaattaaa cgttctcgct catctaattc tctaattgct tcttttaaag
  3924601 caattttatc aaaccatttc gtttcagatt gatctgcaat ttgatctaaa atagtaattg
  3924661 gatctccgtc gttttcatac accgtttcat gtatggatga aggagcacga ctcgcttctt
  3924721 gcgccagaac cacttcctct ggcgttagtt ctaacgcttc agctacttca ttaatcgttg
  3924781 gagcccttcc aaattctttc gaaagctcgt ctctcatctt tcgaattttg tttcctgttt
  3924841 cctttaaaga cctacttact ttcactgatc catcatcacg taaaaatcgc tgtatttcgc
  3924901 caataatcat tggaactgca tatgttgaaa atttcacgtc gaaagataaa tcaaatttat
  3924961 ctaccgattt taagagccca atacatccaa tttgaaataa atcgtctggt tcgtatccgc
  3925021 ggttaagaaa acgctgtaca accgaccata cgagacgcat attactttga acgattgtat
  3925081 ctctcgcttg ttgatctcca tcttgacttt tttgaattaa cgcttttagc tcgtggtcct
  3925141 ttaactgagg tttcttcttc tcatttttga cctctatgtc cataggctat tctccttaat
  3925201 tgcatagagc gttactattt gataagtatt ttgtcaaatg gattgttgtc ccgaaagatt
  3925261 cgtttgaaat aacttctact tcatccataa aattttccat gatagtaaat cccattccgg
  3925321 aacgctctaa ttcaggttta gttgtaaaaa ggggttgtct cgcttcatct aaattaaaga
  3925381 tgccaatccc ttcatctcga atcgtgagtt tcaccattgc ttcttccaaa attacagaaa
  3925441 tataaacaac accttctgca tttccttcgt acccatgaat aattgcattt gtaactgctt
  3925501 ctgacacaac tgttttaatc tccgtaagtt cttccatcgt tgggtccagt tgtgcaatga
  3925561 aagcagctac tgtaacgcga gcaaacgatt cattttgact taatgccgaa aattgaaggt
  3925621 tcatttcatt tctcatttat gccaccccca acgtcgcgag cgcatgcgct tcactttctt
  3925681 ctagacgaac aattttaaat aagcccgaca tttcaaataa acgtttaaca ggaggtgaaa
  3925741 ttgcacaaac aaccatttct ccacctaatc cctttacatg cttatatcgg cctaatataa
  3925801 cacctaaacc agaactatcc ataaacgata agttctctag gctcaaaaca atatgatgaa
  3925861 caccatgtgt ctcaatcata tctgttactt tcgttcgcaa ctcttcagca gtatgatgat
  3925921 ctaattcacc cgctagtctc acacatagga cgtcacgttt tacttctaat tgcatggaaa
  3925981 gactcacacg atttcctcct tatgctcaaa ctttactaat ttacatacat aaagattttc
  3926041 gtgatacaac ataagaatcc ttcctactga caaaagaaga actatttcgc cataaagtga
  3926101 aaccattcag caattattta cttacatacg aatagaaaag cggcaaaata tttgccgcta
  3926161 ttttgatgtt gaaaacatcc caaaacttct tttaaataac tcccaccagc tcgctgcagc
  3926221 aacatcttct tttgctacaa ttgtttgttt taataaaaca tctttatctt ttttaataac
  3926281 aagcgtacca agtgcatcac cttttttaat cggcgctttc actttctttt cagcaattac
  3926341 ttcttgcttt accttgtcca tattttcgcc cttcttcata agaagagata cattgtctga
  3926401 cgcaactaaa tctacttttt cttttttccc ttttcctact tggacagttt taattttttc
  3926461 gcctcgtgta tacaattttt ttgtcatata ttgaccaaat gcgtagtcaa gaagcttcgt
  3926521 tacttgattg ttccgttctt ttgatgtagg tgctcccata acaactgaaa taacacgcat
  3926581 cccattcttc tcagccgatg ctgttaaaca atattttgct tctgtcgtaa agcccgtttt
  3926641 tacaccatct actccaggat aaaaacgtac taacttattc gtattaacga gccaaaactt
  3926701 cttatccgta tcttcacgta aatagtcttc gtatttacct gtgtatttgc gaataagtgg
  3926761 gtacttcatc aattctttcg ccatgatagc catatcattt gctgtagaat aatggtcttt
  3926821 agccggaaga cctgttggat tttgaaaatg agtatttttt agccctaaat ctttcgcttt
  3926881 tttgttcatc atatttacaa aaccttcttc tgaaccagcg atatgctccg ctactgcaac
  3926941 agacgcatca tttccagatg caattgcaat accctttagc atttcattta cagtcatctc
  3927001 ttctccaggc tctaaaaaga tttgtgatcc acccattgaa gctgcatgct cactcgctct
  3927061 aactttatcg gtcagtttta attttccttt ttcaacttgt tccataatta atagcattgt
  3927121 cataatcttc gtcatactag caggcggtaa tttctcattt ggatttttat caaacaaaac
  3927181 tttacctgta tcttgttcaa ttacaattgc tgacgacgct tgttctgcta acttcggcgt
  3927241 tgtttcttct gttttatcct gcttcgtttt ctcagattgt gcgaaactaa ctgaagtacc
  3927301 cgaaagcaat aacatgaaac aaacaagtat tccaaaaact cgcttcatga ccaaccctcc
  3927361 attctatatc aaacctattt tttccaattt attatttttt aataccatat ttttctaaca
  3927421 ttttcagttg acaaacacat ttatcaccta tatcgtatta agtgtactac acacattagt
  3927481 acaattaata catgtcagga aggagacatt gctcttgcac attcaacttg atccaagaag
  3927541 caacactccg atatgggaac aaattgttca aaatataaaa aaactcgtat tgaaaaacat
  3927601 gttagctcca agtgataaac ttccttctgt acgtgaactc gcttctttac tcgttattaa
  3927661 tccaaataca gtgagtaaag cgtaccaaga gttagagcga caagggatta ttgaaacatt
  3927721 acgaggaaaa ggaacatttg tatcccaatc gattacccca acattagacg aaaggaaaat
  3927781 cgggatggtt gaaaagcaat ttcatcaatt actattagaa gcctcttatc ttggtgttac
  3927841 gaaagataaa attcatgatt ggatagattc atactacaaa gagattggag gaaatgcgga
  3927901 tgttgaaagt gacaagcttg aagaaaacga ttgatagtca aacgatttta gacgatgttt
  3927961 ctttcacatt acagagagga agtatcatcg gattactcgg aagaaacggt gcggggaaaa
  3928021 caactttatt acgaacgatg gtcggtattt tagaccctga tgaaggatct gttacatatg
  3928081 gggatactga cattcataag aatcctgaaa cgaaacaaaa aatcgtatat gttccggatt
  3928141 ctactaacat attgaacgga tatacagtaa aagaaattgt aaggttttat aaaaccgttt
  3928201 ataccgcgtt tgatgaagta tatttctatg aactgttaga acgttttaac ttaccaaaca
  3928261 aacgaattcg tagttattca aaaggaatga aagcactgct tgccatcatt ttagctattt
  3928321 ctacaaaagc agaatatatc attctagacg aaccgacaaa cggacttgac cctatcgtga
  3928381 aaaggcaaat tttacagttt ctcgtaggag aagtggcaga aaaagagatt acgattttcg
  3928441 tctcaactca tcatttagat gaagtagaac aaattgcaga tacaatcatt atattaaaag
  3928501 gccatactat atcttctatt acatcactag acgatgcaaa atcacgattt gctaaaatcc
  3928561 aagtagctta tgaacgttca ctacctcaaa aactagaaaa cttaagcaat attaaaatat
  3928621 taaatcaaac aggaaaagta tatacaatct taattgaggg aaatgtggct acaacactgg
  3928681 agaagtttta taaagaacaa cctatactca ttgaagaatt aacaatgtca cttgaagata
  3928741 tttttatcac tacatttgag gaggattcac atgtttcata aagctttatg gatgaggcaa
  3928801 tggaagcaag gaaaatatat aattctatta ttttggttaa ctagtttata tcaactacct
  3928861 tataaatatt atcaagaagc gcaaatgcaa ctaaaactat caaaaatgaa gtttggtgac
  3928921 tatacatatt actactccta ctattttcag acatctgatg gtaccgtctt ctttcaagga
  3928981 gctactctaa ttgcactcgc ttgtctttta attggatggg aacgtaataa tcaatcaaat
  3929041 gattttctat tctcgatgcc ttttaaacga aaggatattt ttttaacaaa atggtggctt
  3929101 ggtgttttca atattattac agtacaaatt gtttgctgga ttagtatgta cggaataaag
  3929161 aacatgtcgt ttcacaatga gtatcaaacc tttgctccgt tctatagtta ctttctatat
  3929221 gctaccgttg tacttatcgc tatttataca ttcgccttat ttatcgggac tattactgga
  3929281 catatatttt ctcaaagtat tttaactatc attctattat ttttaccata cggttttgga
  3929341 ttgttaattt ccggattcat ttattcacac acacaatggt ctgtagatgc aatgggagaa
  3929401 atagagtacc atactcatga atacttacaa catataggta tcatttcacc attagaatat
  3929461 ttttctatta cttatgatta ccacccgata gaaacatttg atgactatgg caataaactt
  3929521 cccagtgcat cacaggacaa tcctacggag cgtatttctg taccttctcc ttggacacta
  3929581 ttaacaccat tttcttacat cattaccttt ttatcaatag caacctttct atacacacgt
  3929641 acaccgaacg aacaaagtgg aaaaatacta ttgtttccta acttgcaaaa atggttcata
  3929701 atttgcactg ttctatgctt cggactactt ggtggtagaa tattaggcgg acgagatgca
  3929761 cttctgtctt attatgttgg atttttccta ttcgctacca taagttactt catttttaca
  3929821 cgtctattaa aattgaagtt tgcttttgca aggaaataaa tatgccatga attatttaac
  3929881 tgttatatga accaaataaa aaaagcattg cacaagagca atgctttttt tatatatccc
  3929941 gatccaaata aagaggttat ttcacattct ctcttctttt cccatattct ttttcttgct
  3930001 tcgttccaaa cccgtcacca tttgctacga tttgatctgt tggagcaact atactttcag
  3930061 caattctcca ttctccccct tgttgaataa acacttgcat aaaataattc attccattta
  3930121 attgatacgg attttctttt ttcacttcat aacgagctgc aacatagtac acttgcacat
  3930181 tctcagcctc aaacttagaa atatattgtg ataatctcgg gatgtactgt gatgctttct
  3930241 gaagtggcag ttgttttact tttacaagag aagactttgt tacattgctt atcgtatctt
  3930301 catgccgaat gttatcactg tgatgaaata aaatagcatt ctgcattgag cgaatccata
  3930361 gttttgagta taaaacaggt tgcttatttg aaatgtgttg taattctttc tgaacgactt
  3930421 gaagaggcgt tgctgcatct acgaattgat gaaagcagaa aaaacttcca atcataatga
  3930481 aaagcgtaca aatacgtttc ataatttttc actccgattc tttttaatta aagtattgga
  3930541 gtttcaaaat gtttttattc aaaagaaaaa ggataggaaa gcttttgctt cctatcctca
  3930601 tttattataa tacgcggcca aatagctcta acaccatttc tatttcttgg tcgctccaac
  3930661 ctttaaatct ctctttataa tattctttac gcacagcttc aagtttttca gttacttctc
  3930721 ttccgtgttc tgtaatttct aagtacacga tacgacggtc tgaatttgaa cgctttcttt
  3930781 ctacaaaccc ttttcgtacg agacgatcag taacagctgt aatatgactg gaggttacgt
  3930841 ttacttcact cgcaatttgc gaagccatct gtggactgtt taaaaataac gcgcgtaata
  3930901 cagaaaattc attatatggc atatgttctg caaaacgtgt attaatatca ttttgtaata
  3930961 aacgtatcat cttccgaaat gatccggata actctaaaat caatgtttct cttttttcgt
  3931021 tcactagcct cgtccctttt ttatcatatt tacacatatt ataatctata aatacctatg
  3931081 ttgtatatgc tttcttccct caacattctc atttatgtaa cttttttcat ataaatttct
  3931141 tttttgttca cacatataca tataaaaagg atggcgatgg aaaatgcagg gtggaatgaa
  3931201 tccttattta cacaacgtac gcacagctaa tactggtaaa gaagcgacta ttactgtaca
  3931261 aggtgaaggt attgtcaaag caaaaccaaa tgtcgttata ctaacaattg gcattcgaac
  3931321 tgatagtaaa aatgtgaaac aagcacaaga agaaaatgca gtgcaatcaa aacaattgct
  3931381 ggatgcactt aaacagcttg gtattgctga taaagatata gaaacgattt cttatacgat
  3931441 tactcctcaa tacgagtatg taaatgataa agcgttacta caaggatacc gtgtggaaca
  3931501 tttgtatgaa attaccgttt taaatgtaca aaaagcaggg gaagtatatg atatagccgt
  3931561 ttcaaatgga gcaaacgtag caaaaggatt acgttttcga atatctcacc caaataaata
  3931621 ttatgagcaa gctctcattc aagctctgca acaagcggta gaaaaagctc gtgctattgc
  3931681 gagtacatac aatttaaata ttaatcctgt tccactctca ttcgttgaag aatctgccca
  3931741 attgccacgg gaagtgacgt cctatgctac tttacatgca caagcagctc ctcccattca
  3931801 atcgggagaa ttagagatca tttctacaat acgggcgatt tttacgtatt tataaataat
  3931861 tccatttata agtaaacgtt atcattttcc ttgttgtaaa aacatgatgt tctgatataa
  3931921 taaaggacgg tgagctctta caaaagagat atcacgggtg ggagagggat atgaaaaaga
  3931981 aggtttaaca tgaaaggaat acttgaaaga acatttaaat taggtttaca cgaaacatca
  3932041 ccaaaacaag aagttttagc tggagttacg tcatttttca caatcgtata cattatgatt
  3932101 gtaaatgcat ccattttatc cgatgctggc attcctcttg aagctggaat tttagcaact
  3932161 gttttcagtt catttgttgg atgtctgctc atggcatttt gggcaaatgc acctgctatt
  3932221 cttgtccctg gtatgggtgt aaatgcattc ttcacgtaca ctgctgtgca tacgctcgga
  3932281 ttaacttggc aggaagcatt agcagctgtc ttcatctctg gtattatttt tgcaattgct
  3932341 gcgtttacac caatcgctcg cgtgctttcc gtatcgattc caaagtcatt aaaggaagct
  3932401 attactgtcg gtatcggatt gtttttagcg tttatcggat tgcaaaaagg tggtttagtc
  3932461 gtttcgaatc caaatactgc tgttgcaatg gggaaattaa gtaaccctgt cgttcttgcg
  3932521 accgtgctta ctcttatcgt tgcactcgta ttatttattc gtaacgtacg tggaaatttt
  3932581 ttatggacga ttgcaatagg aactggtatc gcatggctat ttggtcttgt tgatacaagt
  3932641 caagttggaa atagttcatt ctcattcgct aattacggcg atgtgtttgg agctatgtca
  3932701 tttggcaaac tctcttcctt accgttttgg attgcaacat tctctttaag catggtgctt
  3932761 atttttgaga acatgggact tctgcacggt ttattagaag atgaccgtaa attcccacgt
  3932821 gcttaccaag ccaatgcaat ttcagcaatg acatgtggtc tatttggcac aagccctacc
  3932881 gtatcaacag tagagagtgc cgcaggtatt actgcaggcg gaaagacagg tctgacgtct
  3932941 atcgttacag ggctgttatt ctttgcatca ctgtttgcac ttccgtttgt caaattaatt
  3933001 cctgatagtg ccattgcacc aatcttaatt attattggcg gcctgatgat tacaagcatt
  3933061 caacaaattc ctctgaacga tttttcagaa ggatttccag cgtttttaat tatcatcatg
  3933121 attccgctca catatagtat cgctgatggc attgcgttcg gatttattgc ttatcctatt
  3933181 ttaaaagttg ctcttggaaa gcgtaaagaa gtcgcaccgt ctatgtatat cattacatgc
  3933241 ttattcttag ccatgttcgt attacatgct attggttaag taaaaacacc gaggaaaatt
  3933301 cctcggtgtt tttttactta aaccatcctt ttttataaaa ccaaaccatc atgccaccgc
  3933361 caattaaagc catgataagt aaacaaataa aataactata ttgtccacca agctctggca
  3933421 tatgctcaaa gttcattccg tatactcccg caataaatgt taatggcatg aaaatagtcg
  3933481 agaataccgt taatgttttc ataatgttat tcatatgatg cgagtttaat gaaaaatagc
  3933541 tatctcgaat atctgctgtt aactcccggc ttgcttcaat catttctgtc agtttaagca
  3933601 aatgatcatg tatatcttta aagtaaattt catgatcact tataccgtaa aaacgggttg
  3933661 aatttaaaat acgatacaat aaatcacgca tcggaatgat tgtacgcctt agctttgata
  3933721 aatctgcacg tatatcaaat acttcttcta gtacacttcc tgccgtctca cccgttaaat
  3933781 tatcatcaat tgcatttaaa tgatcctcaa tgtaatatac aggtgcaaaa tagtcatcta
  3933841 caatttgatc gataattgta tgcgctacgt gtaaaggact gtttttaata cgcttctttt
  3933901 ctccaagtgt tttccatact ctttcaattg cattgttatg agaaaaatgg aaagaaacaa
  3933961 tataacgatc acttataaat aaatcaatct cgtgcggttc taatccatcc tcaccaaatg
  3934021 catgaagaac taaaaagtta tatccatcat aaaaatcaac ttttggcctc tgtacatatt
  3934081 ctatacagtc ttcaattgca aggggatgga acttaaaatg gtcttgcaaa atgtatgtat
  3934141 actcttcttt cgttggctta tataaatcta gccaatacca tacaatatgg tctttctttg
  3934201 tttcttctaa cgaaacatca tataatactt catctgcttt tgttattgca caaattctaa
  3934261 tcataatttc acccattatt attataaaca aaaaatagca aaaaaagcca aggagaaata
  3934321 ctccctggcc cttctttatt attcagtaac gatgccatgc actaatgtcg gtgcatctac
  3934381 atgctcttta gagatcttca tgttctcata aatttttgct tttacatctt ctacattttc
  3934441 acggtttgcg taaatggtaa caagggattc accttttttc acgctgtccc ctactttttt
  3934501 gcgaagcatt aagccaactg ctaaatcaat ttcagattcc ttcgtcgcac gtcctgctcc
  3934561 taaaagcatt gctgctgttc caatttcatc tgcaacgatt tctgatacat aaccgtcttc
  3934621 cttcgcttcc acttcaattt taaattgtgc ttgtggtaat ttagaaggat catcaacaac
  3934681 agatgcatcg ccgccttgcg ctgataagaa tgttttaaat gattctagcg ctttaccgtt
  3934741 gttcattact tcaattaatt tctcacgcgc atcttctaaa gatgaagctt gtccagcaag
  3934801 gtataccatt tgacttccaa gtgttaaaca taactcttct aaatctttcg gtcctttacc
  3934861 ttgtaatgta tcaattgctt cttgtacttc aagtgcgtta ccaatagcct caccaagtgg
  3934921 ttgactcata tcagaaataa cagccatcgt attacgacca acgttattac caatgcgtac
  3934981 cattgcttct gctaaacgtt ttgcatcttc atccgttttc ataaatgcac ctgctccagt
  3935041 ttttacatca agaacaattg catctgcacc agcagcaatt tttttactca taatcgagct
  3935101 tgcaataagc ggaattgagt ttactgttgc cgttacatca cggagtgcat ataacttttt
  3935161 atccgcaggt gttaagtttc cactctgacc aataactgcg attttatttt catttacaag
  3935221 acgcatgaat tcatcatttt cgatttcaac atggaaccct ggaactgctt ctaatttatc
  3935281 aattgtaccg ccagtatgtc ctagaccacg tccagacatt tttgcaaccg gtacacctaa
  3935341 agcggctact aatggaccta atacaagtgt cgttatatca ccaacgccac ctgttgagtg
  3935401 cttatctact tttacacctt caatagctga taagtcgatt gtatcaccac tatttaccat
  3935461 tgccatcgtt aaatctgcac gttcttgatc gttcatatct tggaagaaaa ttgccattgc
  3935521 aagtgaactt acttgataat caggaatatc accatttgta tatccttcaa caataaagtt
  3935581 aatttcttct gtcgttaatg catgtccgtc acgttttttt gcaattaggt ccaccattct
  3935641 cattgtgagg tcaccccttc atttgtttta cgattgcttt tactaatgct aagaaattag
  3935701 ctttaacacg ttctgtcgtt tcgattactt catcgtggtg aagtggctga tctaaaatac
  3935761 cagctgccat atttgaaata caagaaatac caagtacttt cataccagcg tgacgcgcta
  3935821 caattacttc aggtactgtt gacataccaa ctgcatctcc gccaagtgta cgaagcatac
  3935881 gaatttctgc aggtgtttca tatacaggac ctgtcattcc aacgtatacc ccttcttgta
  3935941 ctttaatatt taagtctgct gcaacttgtt tcgccatttc gcgtagttct actgtatatg
  3936001 atgtagacat atcagggaaa cgtacaccca tttcagaatc atttggtccg attaatggat
  3936061 ttgtacccat gaagttaatg tgatctgaaa ttaacataag atcgcctggt tcgaatgatg
  3936121 tatttacacc accagctgca tttgttacaa caactgtttc tacacctagt tctttcataa
  3936181 cacgaactgg gaatgttact ttttgcatat cgtatccttc atagaagtgg aaacgtcctt
  3936241 gcattgctac tactgttaca ccttgaagtg taccgaatac tagttggcct gcatgacctt
  3936301 ctacagttga tactgggaat tcagggattt cactgtaagg tactgttact gcgttctcga
  3936361 tttcatctgc taatacacct agtccagatc caaggattag tcctacttgt ggtgtctctt
  3936421 gaaatttctc ttttaagtat gaagctgatt ttgtaataag ttcacgattc atttgtttat
  3936481 ccccctattt ctttagctcg tttaagaagc ttgttccgta ttctggcatt ttcacaccga
  3936541 agttttctgc tacagttgca ccaatatcag caaatgtttg acgaagtggt aactcttgtc
  3936601 cgccttcttt catgcttggg ctatatgcta ataacggtac atattcacgt gtatggtcag
  3936661 taccgtggtg aactgggtca ttaccgtggt ctgctgtaat taataataga tcatcttctt
  3936721 ttagtttttc gaatacttct ggaagacgtg catcatattc ttgcagagct tctccatatc
  3936781 cttgtgggtc acgacggtga ccaaatagtg catcaaagtc aactaagttt aagaagctaa
  3936841 gacctgtaaa gtccatattt aatgtatcta caaccttatc cattccatcc atgttagact
  3936901 tcgtacgaag tgattcagtt acgccttcac catcatagat gtcagagatt ttaccgatag
  3936961 caatcacatc ataatcacta tcttttaatt cattcattac tgtacggccg aatggtttta
  3937021 atgcatagtc atgacggttc ggtgtacgtg taaagtttcc aggctcacca acgaatggac
  3937081 gagcaataac gcgacctacc atgtacttct catctaacgt taattcacgt gcaattttac
  3937141 aaattttata caactcatca agcggtacta cttcttcgtg tgctgcgatt tgcagaacgc
  3937201 tatcagcaga agtgtaaaca attaaagagc ctgtttccat ttgttcttga ccaagttcat
  3937261 caagaatttc agttccagaa gctggtttat taccgatgat tttacgacct gttttttctt
  3937321 ctaattcatc aagtaattct ttcgggaatc cttcagggaa cacttggaat ggtgtatcaa
  3937381 tgtaaagacc cataatttcc cagtgtcctg tcattgtatc tttaccagta gatttctctt
  3937441 gcatttttgt ataatatcca agtggttttt ctactttaga gatgcctttc atttcacgaa
  3937501 tgttaccaag acctaatttc accatgttag gcatgtgtaa tccattcata tgttcagcaa
  3937561 tgtgaccaat tgtatcagat cctaaatcac caaattgttc agcatctggt gcttcaccga
  3937621 ttccaacaga gtccattacg actaggaata tacgtttata tttattcata actgcgacct
  3937681 cctataagtt cagttctact tcttgtagta tgttcaaaac gctataaagt gaaactgttc
  3937741 tccataagaa ttatctttcg ttctcattat caaacagtac ttctttaaat cattctctaa
  3937801 cctatttcgt ttaccttgaa acgacgcaaa aacatttcta gttttttcta agtcagatgt
  3937861 cagacatctg atactgatat cataacatgt ttacgctttc tttttaatac attttcgtag
  3937921 aatttctcat tttcttcaca cttctattgt aatccattat gcacagaagt gctaatcatt
  3937981 ttatgattta tttcttcata ctaaagtgaa attttacccc actgatcatt tttcaagata
  3938041 aaaataaaaa agcagctcta aagagctacc ttttttattt tacctctact gtttcttctt
  3938101 tatgttcatg caattcgcct tttttaacat gaactttcac tttgtaagaa ccgttttctt
  3938161 tgaaagtatg ttttgtttca tactcccctt tattcccttc ttttgctgga atgaattcgt
  3938221 gtttttccac accatctttc caaatttcaa gttgtacttc agcaccagtt aacgcttctt
  3938281 ctttttgttt taaatgaact ttcattgttg attcagcatt tgcttttatg tcaccagcca
  3938341 taaggtgaat cattgtatcg cttttatgat caccatgccc tgcaccatga tcactatttt
  3938401 cttttttcgc atcttctact ttcgcatttc ctacagccac ttttacttct ggcataacat
  3938461 gcatttcacg cgcatttgtg tgagcaataa tatggtatac tccatccgtt tcaaacgttt
  3938521 tctctacagc ataaacacct tttcctttat gcttaccttc tagcatctcg tgcttttcgt
  3938581 caccagcttt ccaaacttca aactttacat catcagcatc tgttactttt tcttttcctt
  3938641 gtgtaacaag tgcttgtact tctgtttttt cacctggttt aatttctttc ggatttgttt
  3938701 gaactgctac ttttacagct tccagtttct gttctttttt cggttcttct ttgtttgtat
  3938761 tacagccagc caatgctagc atcgcgataa ataaagtcat aataagtttt ttcatcatca
  3938821 tttcctcctt catactttat ttagtataga ggaaaaacat tgtaatattc tagtcttctg
  3938881 ctgaaaacaa tgtacgaaat gtttgtgaag tttctgtgaa gtattatagc cttttgaatc
  3938941 tatgaaaaaa gagcatagta actatgctct cggatgaaac tgtttatata catcttttaa
  3939001 tctagttttt gaaacatgcg tataaatttg tgtcgttgaa atatctgcat gcccaagcat
  3939061 ttcttgcaca gcacgcaagt ctgctccatt ttctaataaa tgcgttgcaa aagaatggcg
  3939121 caacgtatga ggtgtaagct ctttttcaat atttgcttct ttcgctaatc gttttaaaat
  3939181 cttccaaaat ccttgtcttg ataatcgatt tccatgatgg tttaaaaaga gtgcatctac
  3939241 tacttttttt cccatcaatt ctcttcttcc cttttcaata tacttttgaa tcgcttccgt
  3939301 cgctaagctt cctagtggaa taattctttc tttattccct ttccctacgc aacgaacaaa
  3939361 tcccatcgtt aaatgtacat cttctaaatt taaggcaatt aattctgaaa cacgaagtcc
  3939421 tgttgcatac agtaactcta gcatcgcttt atcacgaacc ccaaaagcac tcgtcatttt
  3939481 tggtgtctga agtaacgcct ctacttcatc aactgacaat actttcggta atttccgttc
  3939541 tccttgcggc gtttcaatat gtacggatgg atcgtgctct actgctcgtt cacgaagtaa
  3939601 aaattgatga aacgaacgaa tcgatgcaat atgacgtgct aatgttttcg aagattttcc
  3939661 gttttctttt aagtgctgca gaaaattaac aatgtgcaag cgtgtcactt cgtgaaagct
  3939721 tttcgcttgt tctacctttt gcaaatactt tacataactt ttcaaatcac gttcataaga
  3939781 tactactgta tttttcgcta gccctttttc cacaaccata taatgaataa aatcttttaa
  3939841 ttgatcttcc aatctacact actccccatt ttcatagaaa aacatcattc tatttacgaa
  3939901 agcatccttt gccggctctt cattccctga tactttttct acagtctctt cttttggctt
  3939961 ttcataacga tgatagcttt catattcttc atttatccat agtatagcga aataaaacaa
  3940021 aatcgtacaa cttgtaaata ataaaaatac ttttatccca tcaaaagtta attttaaaac
  3940081 tcggcacatt gtaaattcct ccaaaatata agttattaca acatatgcca agctttcacc
  3940141 aatttatacc ttattcaaat aaaaaacctc ttcctagtta aataggaaaa ggttattttt
  3940201 catccgtttc attttcttga caatttttac aaatcccatg gaatgttaaa cgatgatcct
  3940261 tcaccttaaa gctccagtca tgttctactt tcctttccac ttcaccaagt aaatcttctt
  3940321 gtatttcttg tacagcacca cattgtgtac aaatcaaatg atggtggaaa cgctgcgcac
  3940381 cttcttggcg taagtcatag cgtgaaacac cgtctccgaa gttaatctta tcgacaactt
  3940441 ttaactcaga taatagttct aaagttcgat agacggttgc taatccgatc tctggcgact
  3940501 tttcttttac aaggaggtaa acatcttctg cgcttaaatg atcttcttca ttttctagca
  3940561 gcacacgaac tgttgcttca cgttgcggtg ttaatttgta gctcgctgca tgtaattgct
  3940621 tcttaattcg ttcaattctt tcttccattc ggtactactc cctcctcgcc actcttacac
  3940681 cattatatca gaagaagggc ttctgtcaaa agaaaaacaa taaaaacaaa ttgataatta
  3940741 ttctcataaa gtatttattg tttattaata gcctcaacga cttctttcat taaaactggt
  3940801 gatgcataag cttctacact agaagcaaga gctaacaccg ctccaattac aagaaagaag
  3940861 catgtataac ggatcaataa tggtaatagt ggctcagtta ttttccggat aaattgatgc
  3940921 ctaatcatgc gtaaagaaaa gcttgcggca attgttgtca taacgagaaa tactgggata
  3940981 ataatgaggt tttgtggcaa tacagaaacg aatgctaata ataatccatt ccatccatgc
  3941041 tggcttacta aaaaacctac tgtaaatccg acaactactc cttttgcaaa taataaaata
  3941101 aaaataagtg gcaatccaat aattgaaatt cctaaaatcc atataaatcc aatgtatttt
  3941161 aattgtgaaa agtaactttc tcgaaacatt tcgcctgcaa tagcaaattc tcctttagaa
  3941221 acttgtccaa aaaaacgttg taaataaaat gatagatctt gtttttgatt taattgtaaa
  3941281 ctatttacaa gaatcgctcc aaatattact cccatcaata acaaaacagc gttaaatata
  3941341 tataatgaag agttttcctg tatgtgagac attacacggt cttgccaagt ttttctccac
  3941401 atttttcttc cctccgttca cactcttact aaaaatgtat gaaagaaaga aaaaaagtat
  3941461 gacgaattaa cattgaaatt ccgctctact ttgctaaact aaaaagtaga gaataggagg
  3941521 gatttctctt gaaaccatta ttattagatt ttccaacatt atttcaaact gaacgcttac
  3941581 aagtacgtaa gccatttcca ggtgatggtg cagaagtgta tgaagcaatc caagcttctc
  3941641 tagaagactt agtaccgtgg atgccaatta acgctgaaac agaagaaagt gctgaagaaa
  3941701 tcgttcgtaa tgctcacgga cagtttttac ttcgtgaaac acttgatttt cacttatacg
  3941761 ataaagtatc tggtacattc atcggagcta taacgctcaa gcctgagaac tgggatattc
  3941821 caaagttttc acttcacttc tggctacata gcgcttatac aaaacaaggc tatatgaccg
  3941881 aagctgttaa aggtgccatt caatttgcct tcgataagct aagtgctaga agaattgaaa
  3941941 ttcgtattga tgcaacaaat acaaatgcat gtaaactagc agaacgttta gaatttattc
  3942001 tagaaggtac aatggaaaat gatttcatag caccagatgg tagcttacgt gatgcacgcg
  3942061 tatatgcaaa aatcaattaa aaaacactcg cctttggcga gtgtttattt ttgtagttgt
  3942121 aaatattgta ctgcaaacat cgtcttcgca tcatgaatac gaagatcttt cataagagta
  3942181 gttgcttctt ctaatgatac ttccatcaat tccacaaact catcttcatc taacgcagct
  3942241 ttattttctt ttttcgtcaa acctgtcgct ttatatacat ataaaatttc atctgcaaat
  3942301 cctggagatg tatagaaaga agtaataagc tccatatttt cacatacata acctgtttcc
  3942361 tcttctaatt cacgaactgc tgtcacctca ggtttttcac cgggttctaa cttgccagcc
  3942421 ggaatttcta taatcgcctt ttcaagcgct ttacgatact gctcaacaag cacaattttc
  3942481 ccctcatccg taatagcaat aatagcaact gcaccagggt gatttacaat ttcacgttta
  3942541 ctcattgctc catttggtaa tactacatca tcaacacgaa cttttataac tctaccatca
  3942601 aaaatcggct cagtttttac tgttctctct gcaagattac tcatactact tcatctccct
  3942661 gttctatttc ctattctttc ctcatacatt ttaccacatt gaaaggagcg tgatagaaat
  3942721 gaaagtttat attttaccaa atcgcgtcac tttagtcgga aaagcatggc aaattcgcca
  3942781 taagctaaaa caatatggca aagagtatac aactgtacaa gagtggatta cagctagtaa
  3942841 aaagtaaaag tttgtcaacc tcttttccct ttcgtacaat aagagtaagg aggttgactt
  3942901 atgaaaaaac gtcaattagg aaactcagat ttatttgtga cagaaatggg acttggctgt
  3942961 atgtctctcg gtacatctga agcagaagct atgcgtatta tcgacgaagc aatcgattta
  3943021 ggaatcaatt tttttgatac agcagattta tatgattatg gattaaacga agaatttgtt
  3943081 ggaaaagcat taaaagggaa acgagatcaa attgttctta caacgaaggt tggaaatcga
  3943141 tggacagaag aaaaaaacgg ctggtcttgg gatccttcta aaaattacat aaaagctgaa
  3943201 gtgaaagaaa gtttacgtag acttcaaacc gattatattg atttatatca acttcatggc
  3943261 gggacgattg aagatcctat agatgaaaca attgaagcct ttgaagaatt aaaaaaagaa
  3943321 ggtatcattc gccattacgg tatttcttct atacgtccaa atgtcatccg tgagtatgca
  3943381 aaacgttcaa atatcgtcag tgtactaatg gaatatagcc ttttaaatcg tcgccctgaa
  3943441 gaatggttcc cgcttcttaa tgaacatcaa attagcgtca ttgcccgcgg accgcttgca
  3943501 aaaggaattc taactgacaa caatgcaaga aagatagaaa gagtaaaaga aaaggattac
  3943561 ctttcttatt cttacgatga attatatggg acactcgcga atgtaaaaga attaatcgtg
  3943621 gaaagttctt taacaggaac agctattcaa tattgcttac ataacgacac tgtagcagct
  3943681 gtaatacctg gtgcaagctc tattcaacaa ttacgagaaa atgtacaagc ctgtaagcaa
  3943741 acacagttaa caacagaaga atatatacag cttcagcaaa tcgctaaatg tgatacgtac
  3943801 gctttacatc gttaaaaaga cgctaccata ctggtagcgt ctttttataa cgtatcatat
  3943861 ttatcaggat tcgttcctac atgtaaatta cgatttaacg tattaatttc agtcatctct
  3943921 tcttctgtta gtgaaaagtc aaagatagaa aaattctcct gaatgcgaga tggtgtaaca
  3943981 gacttaggaa tcgtcacaat cccgctttga atatcccacc ttaatataac ttgcgcaggt
  3944041 gttttttcat atttagtagc aatggcctga ataatcgggt gctgaaatac ttctccacct
  3944101 ctcattaatg gactccatgc ttccatttga atttgctcac cttgacaaaa attacgcaat
  3944161 tcaaattgtg ttaacatggg atgaagttcc acttggttta ccatcggctt tattttgcaa
  3944221 tttggtaata gcagttctaa atgatgttta tggaaattcg aaacaccaat cgcgcgcact
  3944281 ttaccttctt catacagttt ttctaatgct cggtacgtat caacatactt ccctcttatt
  3944341 ggccaatgta ttaaatataa atctacatag tccatttgta atttttttaa gcttttctca
  3944401 aacgcctcaa gtgtttcctc gtatccttga tcgtcgttcc aaacttttgt tgtaataaag
  3944461 atgtcttctc tcggaattcc tgattcacga accgcttctc cgacaccgct ttcattttca
  3944521 tatacagttg ctgtatcaat cgaacggtat ccaacttcta gcgctgtttt tactgcttgt
  3944581 tttacttcgt cgccttcttt cgctttataa acgcctaaac caatcatcgg catttttacg
  3944641 ccattatgaa gtgtagttgt tggaatgtgc acagtcgtct ccctttcatc attacatttt
  3944701 ttataagcca ccactttatt tgaacaagat tcaaccaaaa agtcaaaaca tatgtacagt
  3944761 ttacataata aatttataca tattcaaaaa taatgcgaac tcattcattc gcgctatttt
  3944821 ctatccattt cttcgctttt tcatcaatat tacgtacaaa ctcagttttt ccttccgaat
  3944881 ataacgcacc atcatatgta tacttttcag ctaattcttt ctttaaagtt gcatatgcct
  3944941 cagcttcttc acaatgagcc atcatataat cacgaaatgc taaatgcctt actatctcag
  3945001 gatctccttt ttcaaacacg tgtaagtgat acgaacgttt ttcctccgtt ccatgaataa
  3945061 aatagcggcg tcttggaata ccattttctc cttttgcgat gtaaccaagc tctataaatc
  3945121 gttcattcca cctatctact ctatcaatat tctctacttc cataatcata tctataattg
  3945181 gtttagctgc cagtcctggc actgacgtac ttccaatatg atgaattttc accgtttctg
  3945241 gcatcgcaaa ttttaatctt tcagcctcta tttgaaattt ttcaccccaa tgattttcat
  3945301 gcggaacaac tacaattttt ctcattctaa ctcccctttt cttacaagct cgtcaaaaaa
  3945361 atgatcagcg ttatttcact gatcattttc gttattattt aaagtctttc caagtaaggt
  3945421 tactttcact taacagttct tcaaatgatt tattcttttc acgttctttt tgttcttgac
  3945481 gctttctttc caattctgct gcctcttttt tctcttctct cacttgcaac tctttcttct
  3945541 tatcctttaa ttgttgcata agtgaatcgt ttaattgatc acctaatgta agagactctt
  3945601 tctttggttg attcacttgc gattgtcttt gcatttgtct ttgtttcttt ttcttcatgc
  3945661 tgctcacctt ttactttttt ctccattata gtagatacac catgaaatcg acaacaaaaa
  3945721 aggaacgtta ctctattatt caccttttgt aaatatgtta atttttcgaa aaaactaaat
  3945781 ttttatatag atataatcct atgaatctat taaaattatg tcgtatgatg tcagattata
  3945841 aaaaaaggag aattatatta tgtggaaaaa aatcattcct gctgttgccg ttttaagtac
  3945901 cattactttt tcaagcgtat ttgccgctcc cccatctcag actccagctg aacaaaaccg
  3945961 ctacatagac gtacaaatac ttggtattaa tgatttccat ggacaactag atactgttaa
  3946021 aaaaattaat aacaaagaag ctggtggcgc tgattactta gctacttatt taaaagaacg
  3946081 taaaaaacaa aaccctaata cacttcttgt acatgctggt gatattgtag gtgctagtcc
  3946141 accagtttca gcattattac aagatgagcc tacaattgaa ttcttaaatg atttaaaatt
  3946201 tgatgttggt acaatcggaa accacgaatt tgatgaaggt attgaggaaa tgcgccgcct
  3946261 catttatggc ggttaccatg agaaaactgg caattttaaa ggcgcagact tcccttatgt
  3946321 cgctgcaaac ttctataata aatccactgg ccgcttattt ttaccgccat ttactatcaa
  3946381 aatggtaaat ggtgtgcctg taggattcat tggcgttgtt acaactgata caccaaatgt
  3946441 cgtgatgcct actatgctta aaaatgtaga aatcactgac gaagtagaag ctatcaataa
  3946501 atcagcacaa caattaaaac gtcttggcgt taaatccatg gtcgtccttg ctcatgttgg
  3946561 cggaacaaca gatgaatctg gtgtgacaaa tggagacctt actcgaattg caaatgaaac
  3946621 agatccggaa gttgatgtta tttttggtgg gcatagtcat acgtatgtaa atggtactgt
  3946681 aaataataaa ctaatcgtcc aagcgaactc ttacggaaca gctttctcag acgtagatgt
  3946741 aacaattgat cgtaaaacaa aagatattgt aaagaaaaaa gctgaagttg ttacaacata
  3946801 ccatgaaggt gtagaacctg ataaacaagt aaagaaaaaa ttagatcagt ataaagaaaa
  3946861 aatcgcacca cttgtaaatg aagttgtcgg aaaatctaca gcgcctatcg accgtaaaca
  3946921 aaatgatgct ggtgagtcca ctcttggaaa tttagttgcc gatgcccagc gccaaacgat
  3946981 gcaaactcaa atcgcactta tgaatccagg tggcattcgt aatgacttag atgctggtga
  3947041 tattacatgg ggcgaattat acggcattca gccttttgga aaccaattaa ttaaagtaga
  3947101 tttaacaggc caagatattc gtgacatttt aaatcaacaa tggcaaaaag gaacgacgag
  3947161 aatgcttcaa atttcaggta ttcaatatac gtgggatgca aataaaccaa acggtgaaaa
  3947221 agttacaaat atacgtttaa caagcggaga agaattatct ccatctaaaa cgtatagcgt
  3947281 agttgcgaat gctttcttag cttctggcgg tgatggattt gtatcattta aaaatggtaa
  3947341 aaatacagaa actggtccaa acgactttga agcgctagtc gattacgtaa aacaattaaa
  3947401 agaacctatt cagccaatca tcgatggtag aattcaaaaa ataaattaag tacactcata
  3947461 ataaacagtc ttaatttttt atcgtaaaaa atacacatgg accttttatt ttatccgtca
  3947521 tatatgtgaa acctaaaaag gatacttaca atgaacatag tatccttttc tttagttatc
  3947581 aaaatgtgat gtgttgttaa aatcatattg ttgtaaaaat tgttgtaacg cctcttctac
  3947641 aagtttagat ttttgaattc cttttgattc tgatataacg tctagttttg ctaatatttc
  3947701 tttattaata gaaaaggtac gtttcttttt ttctgtactt atattcataa tgggtacaat
  3947761 tacttcttct ctctttctta atagctcata aatactttgt aattgctcat aaattaatag
  3947821 ttgataatcc gttttcgcat attgaagggc tgtcgcttct tggagttgta agtgacgcgg
  3947881 ttcttctcca tctcctacaa aaatacgctt tttctgttct ccatcatatt catatccaat
  3947941 caatcttaat ttcttcgata atgtatacgg gcttatttca agacgttttg ctataatagc
  3948001 gatggattca cgtctattta aacaatcgat aatttctcca atcgtcacat tttccctcct
  3948061 cccgtgttga aatgacacta gtatggtatg ttacaatgat tttctaacag tatatgcaac
  3948121 acgtagagcc tgtgcgattc atacgatttt agaaaaggag gttttcaata tgctttttcg
  3948181 tagctatacc ccgcagttct ataatgaaaa taaacaaccc attccaaata gtatcgctac
  3948241 gatggaaagc gttatgatta acaaccgaaa acaaactctc cttattcgcg ggcaaaacgt
  3948301 agagcagcct attttattat gctgtcacgg tggacccggt atggcacaaa tcggatttat
  3948361 tcgtcatttt caaaaagaat tggagaaaca ctttatcgta attaattggg atcagcgcgg
  3948421 ggcaggtaaa tccttttcaa cgaaagattt tggagcaaat tttacaatcg aacaattcat
  3948481 ttccgatgca aaagaagtga ttcaatatgt actgaaaaag ttcagtaaac agaaactatt
  3948541 tctcgctggt cattcttggg gcagcattat cggacttaac atagcacacc aatatccaca
  3948601 atatatcgag gcttatatcg gtattgggca aattgtacat atgaaacaaa acgaagaatt
  3948661 actatatcag catttaattc gttctgcgaa aaaacatgat cataaaaaag cattagcctc
  3948721 ccttttaaaa ttaggtaaac cgccattttt agatacgaga cgtcttatta ttcaaagaaa
  3948781 gtggcttggc acattcggag gtgcaatcca aaacggatct tccttttcgt tcatacgaaa
  3948841 aggtttcttt tctcctgaat atacgctatt agattggttc aagtttctag caggaaattt
  3948901 aaaatctggc gttttatggg aagaaatgtt gacaatcgat ttcttttctt ctattacgag
  3948961 tttatctatt cctgtttatt tttgttctgg tcgctatgat tatcaaactc cttatgcact
  3949021 tgttcaggaa tattgtgatg tgatagaagc acccataaaa aagatgattt ggttcccaaa
  3949081 ttcagcacat tctcctgatt tagaagaacc agagttattc gctcattctt tacaatcaat
  3949141 taaacaagag ctagcttttc agcattaata acaaaaggct cttttacatt tcatagaaaa
  3949201 caatttataa taatatgtcg caactatgta taaatatagc aaggtgcttc atatttactt
  3949261 gccttaacac aataaaattt tggggagatt acatttatta tgaatgctgt actcgtcgca
  3949321 gtagcagtta tgctattgct tagtttgtta cgtgtccagg tcattgttgc cattattgtt
  3949381 ggagctttaa caggcggaat gatcggtgga ctcggtattt cagaaactat taacactttt
  3949441 acaactggtc ttggaaacag tgctccaatc gctttaagtt atgcaatgct tggcggtttc
  3949501 gctatttctc tttccaaaac aggacttcca gatgctatga ttcaaactgc attaaaatgg
  3949561 attgacaatg aacaagacac gaaaaaacaa gtttattcta aaatacttat cctatttatc
  3949621 attttaacga tggcttgttt ctcacaaaat gtgattcctg ttcatatcgc tttcatcccc
  3949681 atcttaattc cagcactttt aaaagtatta aatgagctga aagtggatcg cagacttgtt
  3949741 acatgtatta ttacattcgg attgattact ccttatatgt ggattccagc aggattcgga
  3949801 aaaatttatc atgacgtatt gcaaacaaat gctgcgcaaa gcggtcttac atttgatgtc
  3949861 gcgcttattc caaaagcaat gactattcca gcaatcggta tgattatcgg attatgtgtg
  3949921 gccgtattta ttacgtaccg aaaacctcgt acgtatgaaa cagaacaaat tcatactacc
  3949981 gaaaatgaaa tcgttcccta tacaaaacga agcattactt tcgggctagt atctatctta
  3950041 gctacattga ctgttcaatt agcaacagaa tcaatgattt tcggcgctct agcggggatt
  3950101 atcgttttat cagttagtgg tagtctacct cttaaagaag ctgatgcaat tttaacaagc
  3950161 ggaatgcgta tgatgtcctt tatcggattt gttatgattt ctgccgctgg gttcggggct
  3950221 gttcttcgaa aaacaggaca tgttgaatct cttgtacaaa cgagtgcaca tataattggg
  3950281 aataacaaac cactcgctgc atttcttatg cttgtgattg gacttctcgt tacgatgggg
  3950341 attggttcat ccttttcaac catccctatt ttaacaacca tttttgtacc tctttgcatt
  3950401 cagcttggat ttagcccaat ggctacaatt gcaattatcg gtacggcagg agcgctaggc
  3950461 gatgcaggat ccccagcatc agatagcaca cttggaccaa catccggttt aaatgctgac
  3950521 gatcaacacc atcatatatg ggatacatgt gtaccaactt ttctacatta caatatacct
  3950581 ttacttatat ttggctttat tgccgcgatt acattataaa aggtgcgttt tatacgcacc
  3950641 ttttactttt ttattttttc ttttaattgt tgcaacgcta tttccccatt ttcttcgata
  3950701 caactttcaa ttttcataaa tgacgaccct atccactcac tgtctatact cccgttcagt
  3950761 ccaataattt ttaatttatc cggtatacgg atatttaaat tttttgctgc ttgaattaac
  3950821 tcaaaagtaa ccttatcact ttcagttaca attccatcta tatacggatt gtttcgcaat
  3950881 aatgtaataa actgtttatt cgtatatcct tgtacacata cttctcgata agagattcct
  3950941 ccctcccaaa cagcatctaa aaatcctgat atgcgatttt ccatttcttc actatcttct
  3951001 ccctcaccga aataagcaag gaagtgacag cctttttctt ttaataaaga aaccgctctt
  3951061 tgtccacttt cataatagtt tacatgcgat tttttttcat caatcacaac aaacggaagt
  3951121 ggaatttctc ctatactttt aaaaaccgat cttgtcaaaa taacacctgc aacgttattt
  3951181 tccttcaaca tatgtatgca tctatcttta ttctctatat tacaaacaat gatttgatat
  3951241 ccttctttat atgctatttc ctcaatacaa tgtagcaaag tgatgtttga tggattatat
  3951301 aaattatcta caagtaatgc aattattgtt gaattctctt taaataatgg ctttgctgca
  3951361 ctatttggcc tataacgtaa ctcctcaatt gcttccttta cttgttttac tgtgtcctca
  3951421 tgaacgtatc ctttttcatt cataactcgt gaaacggttg cgactgaaac acctgccaat
  3951481 tttgcaacat cacgtatagt tgccacatcg tcacccctta atatggtaat agattacaat
  3951541 tttacggtaa cctaaattac aatattcgtc aaggctaatg acttatattt ctgaaaattg
  3951601 ttacatcatt tcattaaacg atactctaac tgaatctcat gtaaaattgg gatattatca
  3951661 tacccaatac gtggaatttc tttctttatt tttcgtgcct tttccactgc attcacatat
  3951721 aaatgagtca tcacaaaatt acgtttttgg taaaaacgta acgcattcat attatcattt
  3951781 gttgttataa gccaaatctg cctgcactgt tcttcttctg caacttttaa tacacaatcc
  3951841 acaagttttg tccctattcc ttttctttct tcaaagctat ctaacgatac aatttcgcac
  3951901 atatttccga tcacttcata cgttataatt ccgattattc tgtcttctaa gagcgcaaca
  3951961 aatcctggca actcttctaa ctgatgcccc tttccacgtg aaaccatcaa tgagctcccc
  3952021 cagttctcac acatgaacat tcggattgtt tctttcatcg ctggcgtaat ttcttgtata
  3952081 tgcaccattt cctatttctc cccttttcta tcattgtgat acaatataag tgtatcacat
  3952141 gtaacggtat ttggaggatg aggtaaagta tgaaacgttt ttttgcagca ttgtttacta
  3952201 tactaggtgc gataactgcc cttggaattt tctttacaaa taaagtgatg tacttaaaga
  3952261 aaaaaacaga agaagaagta ctcgaaagag aaacgaaaaa acattttcgt atagaagatt
  3952321 ttgatgctct tcataaagaa gaaattcata ttccttcgca attcggatat gatctccacg
  3952381 gatattacat tcctgccgat cattccaaca aatttatgat tttttgtcac ggcgtaactg
  3952441 taaataaaat gaactctgta aaatatgcaa ggttattttt aaacagagga tataatgtcg
  3952501 ttatttacga tcatcgtcgt catggtaaaa ctggtgggaa aacaacaagc tatggatact
  3952561 atgaaaagca tgatttaaaa tccgtagttg actggctaaa aagtcgtttt ggaacaaata
  3952621 taacactcgg tattcatggt gaatcgatgg gagctgcaac acttcttcaa tacgcaggac
  3952681 ttgtagaaga tggcgctgat ttctatattg cagattgtcc tttctctgat ttttacggac
  3952741 aattacagca ccgtttaaag gttgaattcc atttaccgaa atggccttta ttacctttag
  3952801 caaatgcttt cttaaaagtg cgtgacggtt atacgattcg tgaagtttca ccaatcgatt
  3952861 gtatcaagaa cattaacaat cccgttctct ttattcatag taaagatgac gattatattt
  3952921 tagctgatat gacaaaagcg ttatatgaag caaaagagaa taataaacaa ctttatattg
  3952981 cagaacacgg tgctcacgct tgctcttata acgaaaataa agaagagtat gaagcggcag
  3953041 tcgatcaatt tttaaactca tatgtaaaag aaacaaaaaa caggcttgca taagcctgtt
  3953101 tttttattgc gctaaaacgt ctgtaacttg ttccatattt tcagaaatcc attgcattgc
  3953161 atcatctaac gttggaaatt ctgtcgtttg aaatgttacc tcatcttgca gtaaccaaac
  3953221 atccttcgac tcttgtccta caccagcaat ggaccaatgt aacaaactat atggatgatt
  3953281 atcattcaaa aatgaagccc acgtgcgctc atttgcaata tttcgtaatg tacgtaattg
  3953341 tttatccatc tttcgtcacc ttactctagt cagttataaa aaacattata acactctctt
  3953401 ctctcccaaa gaaagtgctc tttttatatt gtcaagtact tctcttgatt atatgatgaa
  3953461 attaagcgtt tgggaaggag ggatagcgtt ggctaaagta caaattaaag taaatgataa
  3953521 tggctctttt cgcgttacag gggacgtgga attagttgat tcacaaggga atgtattccc
  3953581 ggcaaaaccg gcattttctt tatgtcgttg tggtttatca aaaaatatgc cttattgcga
  3953641 tgcttcgcat aaaggtaaat tcgaatctgt tgttagagca ccagaggcag aataatttta
  3953701 catgtgacat gcacattttt ttgtgcatgt tttttctttt taacaactcc tttatatccc
  3953761 ttctccttac aacatttcta atacttttgt ctccattcca gcctacatat attttcacac
  3953821 aattcttcac attcgaatac tttttgctag ccttttattt tttttgtgct ataatttgag
  3953881 caaacagcat ccttcggggt cgggtgaaat tcccaaccgg cggtgatgaa gtgcaaactt
  3953941 ctaagtccgt gacccgtttt caactcgaaa acggtggatc tagtgaaact ctagggccga
  3954001 cagtatagtc tggatgggag aaggatatgt tttctagtaa ttttatatag cgaatacact
  3954061 tttatttcag tatgcatatt tttatagatt caattcaaat ctatatatat gttttatttt
  3954121 gtatacttat ctttctatgc tgaaataaaa agatacgact agcgtttgaa aaatttgata
  3954181 tttttgctag gtttcttcct tatgccaaaa tatcaatcat cgttaggttt ctttcctata
  3954241 ctttcgtatt cgaactatat ttctagaaat cacgtctccc aaaccccaag gatattaaaa
  3954301 tccttggggt tttttgtttt ttttaggaga ggtgaagaaa atgacagatc aagaatatat
  3954361 gaggattgcc ctgcaattag cagaaggaac atgtgggcaa acaagtccaa atcctatggt
  3954421 tggtgctgtt gttgtaaaag acggaaacat cgtcggtatg ggggctcatt tacgtgctgg
  3954481 tgaagaacac gcagaagttc atgctcttca tatggctggt gacaaagcaa aaggagccac
  3954541 cgtgtatgta acccttgaac catgtagcca ttttggaaaa acaccacctt gctgtgaatt
  3954601 gctcatcaaa aaagaagtca aacgggttgt aattgctact cttgattgca atccgctcgt
  3954661 ttctggtaat ggaaaaagaa aattagagga agctggcatc gaagtaacta ccggtgttct
  3954721 ggaagcagaa gcagttttat taaatcgcta cttttttcac tacatgaaaa cgaaacgtcc
  3954781 atttgtaaca ataaaaacag cgatgagctt agacggaaaa acagcaactg ttactggtga
  3954841 aagcaagtgg attacaggtg aaaaagcacg agctgatgtt caccaatacc gccatacaca
  3954901 tgatgcgatt ctcgttggag tgaatacagt tatagctgat aatccgcatt taacaacaag
  3954961 aattcctaac ggggggcaaa atcctatacg agttatttta gatacccatt tacgaacgcc
  3955021 accatcttct catgtcataa cagattcttt agcaccgaca tggattatag ttggtacgga
  3955081 tgtaaatcaa gagaaaatag cttcttatga atctaaaaat atagctatat tccaaatgaa
  3955141 aacgaagcag attgaaatac aggatgtttt acacttactc ggcgaaaaac aaattctttc
  3955201 tcttttcgtc gaaggggggc aaacagttca tgcaagcttc ttacaaacaa agtatttcaa
  3955261 tgaaattgta acttatataa gcccaaaatt aattggtggc agtaaggccc ctactttatt
  3955321 tggcggaaat ggtttttcaa cattacaaga tgcgctttcc ttggaaattc aagagatgaa
  3955381 acaaattggt gatgatataa aaatcgttgc gcatgcccga aacgaggtga cgaaatgttt
  3955441 acaggaattg tagaagaatt aggaacgata acaaatatgc aacaaagcgg agaagcaatg
  3955501 aagttaacga tacatgccaa taaaatttta tcagatgttc acttaggtga tagcatcgcg
  3955561 gttaacggta tttgcttaac tgtaacgagt ttcacaacaa cttcattcac agtggatgca
  3955621 atgcccgaaa caatgaaatc aacatcactt cgcctactca aatcacactc taaagtaaat
  3955681 ttagagcgag caatggctgc aaatggacga ttcggtggac atttcgtttc aggacatatt
  3955741 gatggcatcg ggacgatatt aaacaaaaaa caacactata atgccatcta ttacaaaata
  3955801 gctatttctg atgaactgct gcgctattgt ttgcataaag gatccattgc tgttgatgga
  3955861 acgagcttaa caatatttga tatagacgaa tcttccatta caatttcact catcccgcac
  3955921 acagtaagtg aatctgttat cggagaaaag aatgccggtg acatcgtaaa cattgagtgt
  3955981 gacatgattg gtaaatatat cgaacgcttt attactaagc ctgtaaaacg aacaggttca
  3956041 atgaccgaaa actttttaca agaaaacgga tttctataag ggggaagcat tatgtttcat
  3956101 cgtattgaag aagctctaga agatttaaaa caaggaaaag tcgttatcgt atgtgatgat
  3956161 gaaaaccgtg aaaacgaagg cgattttatc gctttagcag agtatattac gcccgaaaca
  3956221 attaacttta tgattacaca tggacgcggt ctcgtttgtg taccgattac ggaaggatac
  3956281 gcagaacgtc tacaattaga accaatggta tctcataata cagattcgca tcatactgca
  3956341 tttacagtga gcattgacca tgtttctaca acaacaggca ttagcgctca cgaacgtgca
  3956401 actacaatac aacaattgtt aaatcctgca tcaaaaggtg ctgatttcaa tcgacctgga
  3956461 catatctttc cattaatcgc gaaagaaggc ggtgtcctgc gtcgtgctgg tcatacagaa
  3956521 gctgctgtcg atttagcaca gctttgcgga gcagaaccag ctggagtcat ttgcgagatt
  3956581 atcaatgagg acggtacgat ggcacgcgtc cctgatttac tacagtgtgc aaaacaattt
  3956641 gatataaaaa tgattacaat agaagattta attgcttatc gccgccatca tgaaacactt
  3956701 gtgacgagag aagtggaaat tacattacct acagatttcg gtacttttca agcaattggc
  3956761 tattctaact cattagatac gaaagaacat attgcactcg taaaaggtga tatttcaaca
  3956821 ggtgagcctg tacttgtacg cgttcattca gagtgcttaa caggagatgt atttggctcg
  3956881 tgccgctgtg attgcggacc acaactccat gctgcacttg ctcaaattga acgtgaagga
  3956941 aaaggcgttc ttctttatat gagacaagaa ggacgaggca ttggccttct taataagctt
  3957001 cgcgcttata agttacaaga agaaggcttc gatactgtag aagcaaacga aaaacttggg
  3957061 tttcccgctg accttcgtga ttacggtatc ggcgctcaaa tattaaaaga tttaggttta
  3957121 caacatttac gattattaac gaataatcca agaaaaatcg ctggcttaca aggttacgat
  3957181 ttaaccgtta cggagcgcgt accgttgcaa atgccagcaa aagaagagaa taaaacgtat
  3957241 ttacaaacga aagtaaacaa attaggacat ttattaaact tataattaaa ggagagattt
  3957301 attatggtat tcgaaggtca tttagttggt acaggattaa aagttggggt tgttgttgga
  3957361 cgttttaatg aatttattac aagtaagtta ctaggcggag ctttagatgg gttaaagcgt
  3957421 cacggtgtag aagaaaacga tattgatgtt gcttgggttc ctggcgcatt cgaaattcct
  3957481 ttaatcgcta aaaagatggc aaatagcggg aagtatgatg ctgttattac gttaggtaca
  3957541 gtaattcgag gtgctacaac acattacgat tatgtttgta atgaagtagc aaaaggtgtt
  3957601 gcatctttat cacttcaaac agacatccca gttattttcg gtgtattaac gacagaaacg
  3957661 attgagcaag cgattgaacg cgcgggcacg aaagctggta ataaaggcta tgaatctgca
  3957721 gttgctgcaa ttgaaatggc tcacttatca aaacactggg cataaaaaat aaaaagaggc
  3957781 tgcggcctct ttttattttt tacttttttc cgtacatctt ttattaattc attcattgtt
  3957841 tttccttctg tttgtatacg aagtgtttgt gctgttctcc atacattctc tcttttcttc
  3957901 gcttcttcta taatagtaat ttcttttcgt acttccttta aatctttccc ttctgttttc
  3957961 aatccaaaat gttcagcttt cgttcgaaaa tgttgttcaa ttcgttgttg catctctttt
  3958021 tgttcaggat tttcggcggc cttaactgga tcagcactta ttgcttttag taaaatgaga
  3958081 caagtcataa tcgctaatat atatttgtgc atgtaaaatc ctccaaccca atataaatta
  3958141 catatttact atgtacaatt ggtgcttgga aaattcgtcc accaaaattc tttttttcgc
  3958201 tcaaaagcca ctagtatcaa gcgttcacaa ctatttatta cattttattt acaaaaaaag
  3958261 caaactcttt tacaagttta ctttttcctc tatcttataa cgcacattct tcaatctcaa
  3958321 atcctaaatc ttcaatcata ccccagtctg cagtcggttc ttgtccagct gtcgttaagt
  3958381 agtctccaac aaaaatagag tttgctgcaa ataaaccgat tggctgtaca gaacgtaaat
  3958441 tgatttcacg ccctcctgaa atacgaattt cttttgttgg gtttacaaaa cgcatcattg
  3958501 ccaacacttt taaacattct actggcgtta actccttttg tccttcaagc ggcgtaccct
  3958561 ttacagcaac aaggaaatta catggaattg aatctgcatc tatacgttgt aattcgaatg
  3958621 caatttcagc gcgctcttct attgtctctc ccattccaaa gattgcccca gaacatggtg
  3958681 aaatacccgc ttgtttcgct ttttgaactg tatcaacacg atcatcatac gtatgagtgg
  3958741 agcaaatgct ttcgtaatta ttcgcatgtg tatttaagtt gtggttataa cgatgtacac
  3958801 cagcttcagc taaacgtcct gcttgatctt cgtttaagaa acctaaacaa caacaaatct
  3958861 tcaaatctgt cgtttcacga atctccttaa ctgctccaat tacgtgattc acctctttat
  3958921 ccgtcgggcg acgaccagat gctacaatac aatatgtacc agctttacgg cgtattgctt
  3958981 cgtgtgctcc ttctacaatc ttttcctgcg ttagccatgc atatttatcg attggtgctt
  3959041 ctgaaataat cgactgtgaa caatatccgc aatcttcagg acataatcca gatttcgtat
  3959101 taataatcat atttaatttt actttcttac caaagtaatg atggcgaata atgtaagcag
  3959161 cattcataat ctctaaaact tctgtatcat cagcttctaa tatcgctatt gcatcctctt
  3959221 tcgtaatcat tttttcttct actacgtcat atgcaagttt tttccaatcc ctttttgttt
  3959281 gtacttgttt catttcatct cttcccctct tttgttatat gcataaataa agcatgatac
  3959341 gtcgccatta tcccttcatt tcccgtgaag tctctttcat atatgcgaag catcgcacga
  3959401 aagagtgagg gactttgaca atatgattct tcattactat tggtcgctcc tacttttcga
  3959461 atagaatgta aaaactccct aacttctgta aatctctcta tgtaacatgt ttcagaaaca
  3959521 tgcacatccc ctgtttctac ctcacatata tggcgtaatt gatttttcga ataaaaacgt
  3959581 tgcccaatcg atgtttcatt ttgtatattt ttttcttctt tcgcccgctg gaacgaagta
  3959641 tgcaattctt gaaatgtttc ctgtccaaac gttgaaaaga gtaatatccc atctatagac
  3959701 aaatgatgaa ataaatttct tatcacttgt tttaaatcat ttagccattg aaatgtggca
  3959761 ttcgaaataa tgacatcata tgtttcttct agttgtaacc tttcgatatc ctcacagtaa
  3959821 aacattacat ttttcacatt ttgtctagtt ttggcaactg cgatcatact ttcagcaaaa
  3959881 tcaatagctg taatatgtgc tttcggaaat aagtttgata attgctctgt aacatatcct
  3959941 gtcccgcatc caagttctaa aatacgtatc gatgaatttg cactatatcg ccgatctaat
  3960001 gtagaaagta atgaatgtgc catctttttt tgtacatttg catattgatc gtaggataca
  3960061 gctgccacgt taaaccgttt ttgtagtaac gttttgttga tcatgtcgta tcccctctac
  3960121 aaattgaatt atctcattta cacaatattc aaaattcgtt acacataatg cgtgtccagc
  3960181 ctcacttact accttaagct tggccgtctc attctcagcc atactacatg ctgcagacaa
  3960241 tgggcatatt acatcccgct ctccgtgaat aagtagtata gggacgttaa tttcttttaa
  3960301 tgcttctctc atatctgttt ctattaaata atccaaaccg aattgtaaag actggataga
  3960361 atcaccttta aaatgtttta cgatgtcttc aaaactttta ttttctttca actcatcttt
  3960421 cgtaaacata ttttcataga accgcttgag cgtatcttct ttccttctcg ccaaatttct
  3960481 tttcagccgt tctacatgca aagtattcca accattacta tagtcacttg catttgtaaa
  3960541 tttggcagta ccaccaataa gtacgatacc ctttgcctta atttttttat aagcttgaat
  3960601 tgccgctaac gctcctagtg accatccaac taaaattaca ttttcatcct ttgctacatc
  3960661 tatgattcgc ccagcaaatt cactttgttc tttcacgtta cgccaatcaa tgcattgaac
  3960721 agaatatcct ttaaaatgtg gaagtactaa atcccaaata ttttcttcca ttccccatcc
  3960781 agggataaaa atgattttca gctctttcat acgaaaagct cctcttcttt cgcaatgtgg
  3960841 gtaattcggt caatagccca ttttaaatca gctattgtat gttgagatgt aactgcaaag
  3960901 cgaattcgag aactatggac cggtacagtg ggcggacgaa ttgcaatagc tgcaatacct
  3960961 gcctcttgta accttttgct aaaccgtaaa gtattttcat ttgaaccaac tacaatcggt
  3961021 acaatatgag ttgaactatt ccctatatta aatccagctt ctcgtaattt actcctgaag
  3961081 tattctccat ttgctataag gttctctctt ctcttatgat cttcttgtac aatttcaatt
  3961141 gctttttgca ctgctcctaa cgtacttggc ggtaaagctg tagtaaaaat aaagcttctc
  3961201 atcatatttt gcaaatactc tatataaatt gcatcacctg tcaaatacgc accatagcac
  3961261 cctaaagcct tgctaaacgt ccccatatgt atatctattt tttgagcaag atctttttct
  3961321 atatgagata accctgctcc accaattcca tatattccac tcgcatgtgc ttcatcaact
  3961381 ataatgattg ccccgtattt ctctttcagc tgcactaact ccctcaaatg cgcagtatca
  3961441 ccatccatac taaaaacagt atctgttacg attaatttcc gcttttcagg agatgctgtt
  3961501 ttcaacaacg cctccagatg atttaaatca ttatgtcgat atcttttatg ctctgccccg
  3961561 cttaatataa ttccatcaac aatgctcgca tgatttaatt tatcgctaaa aacaatatcg
  3961621 tgacgacagg ctaatgaaga aatcgctcca acatttgcgg taaatccact atttacaact
  3961681 aaggcttttt cagtgccttt ccaattgcat atacttctct caacctcttc atacagtgaa
  3961741 tagtttccta ccacaagcct tgatgctgtc gccccagttc catattttct tgtgcatacg
  3961801 atagcagctt cttttaacct ttcatctcca gctaatccta aataattatt tgacgctaaa
  3961861 tttagcatcc ttttctcatc tcgaataagc catgtctctt ctgcttgttc tgttacgtgc
  3961921 aaattgcgat actgcccttg ctcatgtaat tgttttaact tagtttgaag atgtgtgcgc
  3961981 cacggttgat tcatttcgga tgaactcctc taattttgaa atcattatat attctttagc
  3962041 agattccaat acttcttctt ttgtaaactc accttcaaag aatggtaata agcctaaaac
  3962101 cggtaccccg cttagctctt caatcattac tttattttct tgtacccttt ccatttcgca
  3962161 ttctttacag ccagataaaa tgacacctgc tactgttaag ccatgtgcct ttgcataagc
  3962221 aatcgttaaa actgtatgat ttactgttcc taatgtagga cgtgctacta caataagtgg
  3962281 aagctgtaat tcttttgcga aatcaattac taaagcgtct tctgtatatg gaacagctag
  3962341 tccacctgca ccttctacaa ataggctatt aaactctttc aatcgctcat tatagtggtg
  3962401 aataatgtct tttaacgtta ctgcccttcc agctcttttc atggcaagtc tcggagcaag
  3962461 cggttcttca atagaataag gacaaatttc atcttctttt atcggtacac ctgataatac
  3962521 ttttagcctt gctgcatctc cctctggatt tgatgcaaca tgtccacttt gcaacgcttt
  3962581 atagaccccg atgttatatc ccaattctct aaatacacct gctaatgcac ctgcaactac
  3962641 agtttttccc acttcagtat ccgttgctgt tataaaaaaa ccgctcatta ttctccctcc
  3962701 gtaatatccg agattgcttt atataaaata cgtaacatct catcaatctc atcaattgta
  3962761 gaagcaaggg gaggcataaa tacaatcgtg ttaccgagcg ggcgcaaaat catacccagc
  3962821 tctcttgagc gtttacatac ttgaacaccg actctctctg tccattcaaa cgcttctttc
  3962881 gtttctttat tcttcacaag ttcaattcca accattaacc cacactgacg aatatcccct
  3962941 acatgtttac atgcaaagag ctcttctaat tgtgtcgcca catattctgt tttacgtgcc
  3963001 acttcttcta ttaaatttgt tttctcgtat agttctagat tcgcaattgc taccgcacaa
  3963061 cctaacggat tccctgtata actatgaccg tggaaaaacg ttttttgttc ttcatagctc
  3963121 cctaaaaagg cattataaat ttcatctgtc gttacagtga ttgcaactgg taaatatccg
  3963181 cccgttaaac cttttccggc tgtcaaaata tccggcgtta cattttcatg ttcacatgca
  3963241 aacattttcc cagtacgccc aaacccagtc gctacctcat ctgtaataaa taaaacgtta
  3963301 tattttgtac ataaattacg tagccctctt aagtatcctt ttggcattgt aatcataccg
  3963361 ccagcacctt gcattaaagg ttctacaata atcgccgcaa tttcttcatg tttatctttc
  3963421 agtagctctt ccatttcttc taaatgtttt tttacaattt ccgccttatc atttccataa
  3963481 ggtgaacgat atgtatatgg ataaggcatt ttaattgcct caaataaaag tgaactatac
  3963541 acttggtaaa acaagtctat tgctcctact gaaacagctc caattgtatc accgtgatac
  3963601 gcttctttta atgtaacaaa tctttgtttt ttcggttttc ctttatgctg ccaatattga
  3963661 aaggccatct taattgcaat ttcaacagcg ctagaaccgg agtccgaata gaatactttt
  3963721 ttcaagcctt ctggtacaac ttcaattatt ttttctgcta ataaaataga cggaacgtta
  3963781 gcaagcccta acatagtaga atgggcaatt ttatttaatt gctcacgaat tgcctcatct
  3963841 aattctggca cttggtgccc atgaacattt aaccaaatag acgaaacacc gtcccaatat
  3963901 tcatttccat ttacatcata tagctttctt ccctctccac gttcaataat gacaggatct
  3963961 tcttctaaat aatccttcat ttgtgtaaat gggtgccata cataggcttt attttttacc
  3964021 gataactctt catatgtata agatggtttg tcagtcgtac tcttactaaa agtcacaatt
  3964081 gtcaccccta atgttaacta gtttataaat atagttaaca ttaaatctaa atgactgtca
  3964141 attcttttta aatcaagtag ttcttaaaaa agaacaactt atcatacgat aagttgttct
  3964201 actttccatg ttgtatcttt ccaatttcta aaataatctc ttcatctttt tttccttctg
  3964261 tatcaattcc aagttgcttc gcatgctcaa ttaataaatc atggcgttgc tcaaatcttg
  3964321 ctgtatttac ttctttcgta atctcttctt ttgtttttcc ctcagtagaa actcctagtt
  3964381 tcgtagctgc tttttccatc gacttcttct cttcagcttc tttcgctttc ttcacttctg
  3964441 actgctgtat ttgcttttgc ttcgcctgct ctaattcaac tgcaaaagct ttgtaaactc
  3964501 cagcacttcc gccaatgact agtaaggtgg taaaaagaat tatttttttc ttcactcttt
  3964561 cctccccttt caaattcatt ataacgcaca tttttcagtg ttaaaaccta tctcctttat
  3964621 ttccctaaaa aaatatcata catttttatt gacatgtata atgaatatat gataaaaatt
  3964681 taactaacat catatgaatc ggcgttgata ggatttagta gtatttcgat ttctgatttc
  3964741 agagagctgg cggtcggtgc gaaccagtac agaacgaatt atgaattacc ccctggagct
  3964801 tcttttgcga aacgtaagaa gtagtgaaag acggttatag accgttatgt ctaaagagtg
  3964861 gtgaaacgaa actgtttcac aatttagggt ggtaccgcga aattttcgtc cctgcatata
  3964921 ttgcaggggc gtttttattt tattaacgca tatcatacga ccctttattt tgtgatacat
  3964981 tcatttcaca agctagggtg gtaccgcgat ttcttcgtcc ctgcataatt atatgcaggg
  3965041 acgttttttt atccaatcat ttccgcatca tattgagata tggacaatta ccggtaattt
  3965101 gtcacaaaat tctaaaattt agaaggaaat aaacaatatt ggcgaatttt atataaaaaa
  3965161 gagctatttt agattactta ggaggggaaa acaatggttt caaaaattga atctgttctt
  3965221 ttaacaattt ttatcttttt ctgtattggc tttagtgtta tcaaattaga agtttcacca
  3965281 cacatcccga ttttatttgg tatcgttctt ttattagcat ttggatttat gaaaaaaatt
  3965341 gattggtcta ctatggaaaa aggaatgata agtagtattt cagctggtat tccgtctatt
  3965401 tttattttct tacttgtagg cgtattaatt agtgtttgga tcgccgctgg aacaattcca
  3965461 actttaatgg tatacggctt ccagcttgta tctcctaaaa ttttcattcc aactgttttt
  3965521 gttgtttgtg caattgttgg aacaagtatc ggtagtgcct ttacaactgc tgctactgta
  3965581 ggacttgcct ttatgggtat gggtagtgct ctcggatacg atccagctct aatcgctggt
  3965641 gcaattattt ctggtgcatt ctttggagat aaaatgtctc ctttatctga tacaacaaac
  3965701 ttagcgccag ctgtaacagg tgtagattta tttgagcaca ttcgcaacat gctttggaca
  3965761 acagttccag ctttcattat tgcttttatc gcatttttca ttttaggaag cggtactagt
  3965821 ggagatgttg acttcacaaa cttcattagc acattagaga aaaatgcaac gatttctatc
  3965881 tttacactta ttccaatttt attactgttc ctattcgcat ttaagaaggt acccgcagtt
  3965941 ccaacattac ttgctggaat tatagtaggg atcattatcc tctttatatt taaacctagt
  3966001 acttctttaa ctgatttaat gaaaattatg caagacggtt acgtttctaa aactggtata
  3966061 aaagatattg atagcttatt atctcgcggt ggcctgcaaa gtatgatgat gtcaatcgct
  3966121 cttattttcc tagctctttg tatgggagga ttattacaag gaatgggtat tatcacgcag
  3966181 ctaatgaata tcatctctag cttcgtaaaa actagcacac gcttaatcat ctctactgcc
  3966241 tcaactgcaa tcggtgtaaa cttcttactt ggtgagcagt acttatctat cgtcttaaca
  3966301 ggacaagcat ttgctaataa atacgatgaa gtcggtttag aacgtcgtaa tttatcacgt
  3966361 gtattagaag acgcaggtac agttattaac cccctcgtac cgtggggagt aagtggtgta
  3966421 ttcttatcga acgtccttgg tgttccgaca tttgattacg ttccattcgc aatcttctgc
  3966481 ttagcttgtc caatcgtaac aattattgtt ggtttcactg gatttggcct ttcatggaag
  3966541 aaagaaaagg cagtaacaat ttcataatat acgaaaaagg attaccgatt aaggtaatcc
  3966601 tttttatatt tctcgattat ctatttgctt tctttcttct aaataacaga aggaatccag
  3966661 ctccgataaa cgccaaacct gctccaattg tagacgcaac atttgtacct gttttcggta
  3966721 aatcacgttc ttctttgttc tcacttacag ttgttgtttc ttttgagttt tgattatccg
  3966781 ttgtagtttg tccagatcca gcattattac cttcatctgt tgatggtgtg gttggatttc
  3966841 ctccattgtt tccttcacct gttggtggtg tcgtcgggtt ctctccatta tttccttcac
  3966901 cagttggcgg tgttgtcggg ttctctccat tatctccttc accggttggc ggtattgtcg
  3966961 ggttctctcc accagtttcc ttatcatcat cgttcttctt cgttatatca attgcatatt
  3967021 tagcgaattc attttcagat ggtccaacat acgatatgtt cccatctttc tttatatact
  3967081 tttgtgcatt cggtgaagaa tcaaatgttg tatttaattt atctgcaaca atcggtttaa
  3967141 atgcccaatt tttatctgct gccggatcaa taactggtgt ttcttgcata tacttcacaa
  3967201 tgatttgacg tgtttcatct tgtgattggt atacaacttc ccctttactt acacctggga
  3967261 acgtttggct acttccacga tagttatttg tagcgacgat aaactcttga ttgtcagcta
  3967321 ctggcttacc ttcatatgtc atatttataa tacgattcgt attagcattt acaacttttc
  3967381 catctttatc gtatttcgct ggttgtgtta catcaatttc gtattttaag ccatctaaaa
  3967441 tatcaaagtt atatgtaggg tatccgatat ttactaatgg ctgttcttct gttttctttg
  3967501 gatcaatttg attaaactga cctgcagaca tttcaagcca ttcttttact tgtgccccat
  3967561 ttacttttac agcatataac gtatttggat atacatataa atctgcaacg tttttaatcg
  3967621 ctaacgttcc agctggaata tccgtataat atgtagcacc gtttcggcca cctgctttaa
  3967681 atggtgcacc tgcagataaa actggaattc ctttatattt actatactgt ccattttcag
  3967741 caaataactt ttctacatac catttctgtg catttgtcac aagttgtaca gaaggatcat
  3967801 cttgtactaa tgagaaataa ctattaattg gcgctgtcgt ttttcctaca gctgtattca
  3967861 cataatcaat tgtcgcttga tgatcatctt taatttcatt aactaaattt tgatcagatt
  3967921 gtacgagtgg gtttccttta ctatcagcaa tcggacgaag ttgcggcttc gattgctctt
  3967981 tttgtacttc ccattttcca tttacttttt tcaattgcat atcaataata cctaagttac
  3968041 ttccaaagac accaggcatt acaactggaa caccattaaa tacatccttc acttcagtat
  3968101 gtgaatgtcc cattaatact gcatctacac caggaacctc tgttaaataa tacgacgcgt
  3968161 tttccatacc gacgttgtat ccactcttat caacaccgga atgcgctagt gcaacgataa
  3968221 catctgcacc ttctgctttc atttttggca ccattttctt tgctgtttca actatatctt
  3968281 ttgctttcac ttttccttct aaatttgctt tatcccagtt cataacttga ggtggaacaa
  3968341 atcccattac gccaattttc actttttgtt tttgccctga ttcatcttct acttcttttt
  3968401 caaaaacatg atatggttta aagtaatttt ggtcgttctc ttcattatta tctttatcat
  3968461 ctttatagac gtttgagtta ataaccggga actctgtttt actaatcact ttgtttaaat
  3968521 aatctaaacc gtagttaaat tcatgattcc caagagagat gacgtcatac ttcattaaat
  3968581 tcattaaacg atataatgga tgtgtataac taggatccac aggcttcttc ggatcattta
  3968641 ttttattcgc tacataatct ccaagcggtg tcccttgtaa tgcatcccca tcatcaaata
  3968701 ggacagagtt cttcgcttct tcacgagctt tattaacaag tgttgcagtt tgcacaagac
  3968761 ctactttatt atctgttttc gtttggtaat aatcgtaatt cattaagtta acgtgaatat
  3968821 ctgatgtttc tagaattcgt aagttaactg tactctcccc agttttctca tccgcatgag
  3968881 ctgttgctgg caatacttgc ggcgccatta caccaatagc aagagttgct ccagccagca
  3968941 ttttttttga ctttttcaca aaaaatcccc cttatacaat taccaaagaa taatgaaatg
  3969001 aatttctatc agtctctaac cacatacctt ttttcttcta ttagatacac gattttcatt
  3969061 tcaccctacg ctaacgggta gtccccttaa acgatcaatt gatgaagact agcaattaac
  3969121 gggagataaa gctcccacta tgtagaattt taccttatct gacattatca tatataatgt
  3969181 cctttcatat cgtcaatatt ttttgacata cttctacaaa ttttctgtaa agttattgta
  3969241 aacttttcat aaacatataa tatgccctta cattgttaat actgctgaat atgatacaat
  3969301 taccaattac agggaggatg aatttatgaa aaaagtcatc ttaacaattg tttgtctcct
  3969361 ccttctaatc atttcttatt cttattttga aaagaacgat gagacaaaac aaaatgaacc
  3969421 cgcagaaaaa atagaaaaaa catctactcc cagttggatt gataagcaaa caaacgattc
  3969481 cttttatcat ctcgtactag gtgattcgct cgccaaagga tatggatcga cacaaggtgg
  3969541 atttgctgaa ttagcctcta cacaaataga agcacaaatt cataaaccaa ttactgtaga
  3969601 aaaccttgga ataaacggtc ttacaacaga tcgtctcgct aaaaaagttc aatcagaaga
  3969661 tgtaaaacaa aaaattagag cagcaaatat cattacaatt aatattggag gaaataattt
  3969721 atttcgctta aatcgtgatg tcggtgttat agacggtatt aaaatgttaa ataaggaaaa
  3969781 agctcatttt gaagcggatg taaaaaatat tgtaaagaca gtccgagatc aaaatccgga
  3969841 tgctttactc attctttctg aactctataa cccgttacaa ctcgatgact ccatcgcaag
  3969901 ttatgcagat atgtttttag atggctggaa tgaatccgtt tattccattt caaaagcaaa
  3969961 tcaaccatct atcgttttgc caattcgtaa attaatatcg aatgataaaa aagaattact
  3970021 ctttgaccaa gtacacccaa atgataaagg ctatacgatt attgccgatt catttacaaa
  3970081 aaaagtgttg gcctacaaat attaaaattc ctatgaaaca attctatttt tataacatgt
  3970141 cttttttgtt acaatgagag tggaaggggg cctttatatg gaatcacgcg agtgggaacg
  3970201 tattgttgat catcttcttt cgctagtgcc tcttttttat cgcaaattta tgcttcctgg
  3970261 agaattttct tctcaaagac atatgccgcc atcacataca caagtattac tgcttctgca
  3970321 tgaaaatggc acattagcag tttccgaaat cggcaagcgg ctagcgattt cacggcctaa
  3970381 catgacacct ctattaaaca aactgattca agaagaacta atagagcgtc attatagcga
  3970441 aaaagatcga cgggtcattt taatttccct aacagctgaa gggaaattgt tagtaaatca
  3970501 gtatcaacaa ttcattttag acaaattaaa agaaagtttt caaacattat ctgaggaaga
  3970561 gcgtgaaaag ctcatccact ctcttcaaac tattcaaaat ttaattttga aaacaaatgt
  3970621 ataaagctgc ttctaaatag aagcagcttt atgattcgta ataattacca taatatacat
  3970681 ttgaatatgg tttttgatct tgcgtaggtt gttgtgatgg tatttgcagt agttgcggta
  3970741 cttgttgttg tcgatataat tcatattgcc tactcgtatc ataaaccgga taataattta
  3970801 catatggata tacttgcggt acgtaataat aatacattca ttctctcccc ctttttctta
  3970861 aacatattca aaggagaaaa tgagtgtgac actctttata tttgcacgag tggttctctc
  3970921 actcgtttct ttctattctt caggcgtaac ttacggttct tttcatataa ataatgcaca
  3970981 acaaaatatg aaactacacc aaacacaact ccgaaaatcg tcattccaat taatacatac
  3971041 acttcactct gtaataagct ctttaatatc gtaaaaatgt gacttgaaaa caagtctgat
  3971101 atcgtaaatg gttcatgata tattttttgt acatgaaatg gataaatcat ttttccaagc
  3971161 gcatacgcaa gtggaaataa aactactggg agaaacgata tttttccaat aatattgcca
  3971221 ataaccgcag caggaaaaga tccctttact aacctgacga ttggataaaa tattacatat
  3971281 acgagcgatg ccgtatatat aaccaacatt tctaaaccaa aaccaattgc aaaacctaac
  3971341 gatactttct ttgctccttc tggtgatcga agtaacttat aatattgaaa ctttaacatt
  3971401 ctccacatcc gctgaaaaaa cgaatatgtt ttcttagttg ttttcactct catcatctct
  3971461 ttaactatat ttttatacct agtatgccct tacacactcc gaaaaacaaa tttcattttc
  3971521 tcttttatta tagatgatat cgaaatggtt aactaaatat acatatgaca tttcaatata
  3971581 aaaaaataca ccccagttgt tattcgtatc tagcaactgg ggtgtacatc ctttaggaaa
  3971641 gctcttctac atttttaaat aaacttacta ataatgcttt ttgcgcatgc aatcgattac
  3971701 cagcttgctc aaaaacgata gactgtggtc catctataat ctcgcctgtt acttcctctt
  3971761 cacgatgggc aggtaaacag tgtaagaaat gatatgtttg tttcgcatgc ttaacaagtt
  3971821 ctttattaat ttgatatggt tggaataaag tatatttctc ttcttctccc tcttgcccca
  3971881 tgctcatcca aacgtcagta taaatgaaat ctgcttcatt caccgctaat tcagggttat
  3971941 gcaaaatctc aatttcagct cctgtttcct tggcaatcgc taacgctttt tttacaatct
  3972001 cttcattcgg tttataccct acaggcgttg caacagtcat atgcattccg actttcgcac
  3972061 tcgctaacaa caatgaatga catacattat ttccgtcacc tacgtaagcc aattttattc
  3972121 ctttgaatgt atttgtttct tcatatattg tcattaagtc tgccaatgct tgacaaggat
  3972181 gatggtcatc tgttagtcca ttaataacag gaatgctcga ttcttttgca agctcttcta
  3972241 catccgcgtg cgagaatgtg cgtatcatga tcccgtcaat ataatgagac aatacttttg
  3972301 cagtatctga aacggtctcc cctcttccca tttgcatctc ctttccattt aaaaacattc
  3972361 catgtccccc aagctgtacc attcctgctt caaaagatac gcgagtacga gttgaatgtt
  3972421 tatcaaagat aagccctaat atctttcctt gtaataaagg ctcctgctta ttctttttta
  3972481 aatatatagc gaactcaatt aaagaaatga tttcttcttg cgttaattct tctagtgtta
  3972541 aaagatcttt cgtatttaac ttcggtactt gtacagttga catgaaattt cccccttata
  3972601 taattgatac attttttgta caaactactt tttttatcat atatactgcc tgttctaact
  3972661 cttcattcgt tacaatgagc ggcggtaata gtcttatcac attaggccct gcttgtaata
  3972721 cgagtagtcc ctctttttct agttgctcta taaaacttgc aacttcatgc gtacattcaa
  3972781 ttccaaccat aaggccctta ccacgtatat tttgaataca ttcgacatgt tgtaattcct
  3972841 cttgcaactt ctgtaatacg tactcgccct tttcttgtac ttcttttaaa aacgatagtc
  3972901 ttttacttac ttgtaatact tctttcgctg cagccattgc aacataattt ccgccaaacg
  3972961 ttgaaccgtg cgatcctgca gtgaacgacg ttccgagttc tttccggcca atcattgctc
  3973021 cgacaggaat cccatttcca agcgccttag cggtagtaac gatatgagga tctattccca
  3973081 tttgttcgta agcaaataat gtacctgttc ttccgatccc tgtttgtact tcgtctataa
  3973141 taaataagga accaaacttc ttacataatg tttcaatctc tttcaaaaag gatagatcag
  3973201 caggtatgac tcctccctct ccttgaacaa cttctaccat tactgccgca acttcttcat
  3973261 tcattacttc cttgagcgcc tttatatcgt taaatggagt atgtaaaaaa gacggaagga
  3973321 gcggaccaaa cccttctttc actttatttt gtcccgtcgc actcatcgtt ccgaatgttc
  3973381 taccgtgaaa agactgctca cacgttacga cgagagattt tccagtatgc ttacgggcta
  3973441 gcttcaaagc tgcttcattc gcctctgccc cgctattaca gaagaacaca taatctaatg
  3973501 ctatattttc tgttaataat gacgcgactt cttcttgtaa gctatttgta aacaaattag
  3973561 atatatgcca tatatcatta agttgctctt gtaccgcttt cataacagta ggatggcaat
  3973621 gccctaaatt acatacacca atccctgatg tgaaatctaa atattgttta ccgttgttat
  3973681 caatgacttt cgttccattc ccctttacaa actcaacagt tcttctccca tacgtttgaa
  3973741 aaagatgact tatcatacga tactcactcc cctcgttacc gtcattccaa tacattctcc
  3973801 tgtatcttca gtaaaatctt ttgtaccatt tacgatactt atcttttgca ctcccatttt
  3973861 taatgacgct agtgctgcct gtactttcgg aatcatcccg cctgtaataa ctcctttttc
  3973921 tataagagtt gcaatttcag actcatctgt tttctttacc agtttccctt catgtaatat
  3973981 cccatctaca tccgtaatca aaatgagttc ttttgcggat agtgcggccg caatcccagc
  3974041 tgcggcggta tccgcattta tgttataaat ctcattatca tggatcccga ttggagcaat
  3974101 aacaggaata taattcatat ttattaatcc ttttagtagg gctgtttcta cataacttac
  3974161 ttctcccaca tatccaatct cctcgctgac aggttgaact tgaagtaatt tgccgtcaca
  3974221 ccctgaacaa cctaccgcaa gtaaattatg cttttgtaaa ttcattacga attttttatt
  3974281 cgtacttcca catagcacca tttgaacaac atccataact tcttttggtg ttacccgtaa
  3974341 tccatctctt ttttctacgt tgatgttaca atcttttaat ttagcatcaa tttctgggcc
  3974401 gccaccatga acgatcacta ctttatactg ctgttgcaat ttctttatac aatcaaaaaa
  3974461 cacgtcattt aattgctcta acatactacc gccgcatttc actacaatat aatcgttcat
  3974521 cttccctctc cttatgtacg ataacaagcg tttattttca catattcata gcttaagtca
  3974581 cagccccaag ctgatcctgt ctctttacct aaatgtaaat acacattaat gactatttca
  3974641 tcttcttgta atctctcttt catttcttct tcagaaaatg tttgaggctc actatttttt
  3974701 aataccgata tagattgaag agtaatgtca attgtattcg gattaattgc tacttcactt
  3974761 tgtccaatac tgctaataat tcgcccccaa tttgggtctt caccatgtat tgctgttttc
  3974821 acaagacttg aaccgactat ttgctttgcg attttctttg cctcttcatt tgtttgaact
  3974881 cctagcacat ttacttctat taacttcgta gcaccttcac catcttgtgc aatttttttg
  3974941 gctaaatctt cacatacctt ctgtaaagca aatacgaaag tttcccaatc tgcatgttcc
  3975001 atatcgattg gtttcgtttc tgataatcca cttgccatag cgatgaccat atcattcgta
  3975061 gaagtatctc catctactgt aatttgatta aatgtatgat tcgttatttg tgataatgct
  3975121 gtttgcaata cgtcatgctc tatacgagcg tctgtcgtaa taaaacttag catcgttgcc
  3975181 atatttggat gaatcatccc tgaacctttc gcaacaccag caatcatcac tttcttccca
  3975241 tcaataatca tttcatagca agtttctttc gttataagat ccgtcgttaa aattgcttca
  3975301 gaaaaagaat gagctccatt ttcttccttc gccggtataa gagttacaat tccctttcgg
  3975361 attatatcca tcggcagcgg aacaccaatt acacctgttg aagctactgc aacatacttt
  3975421 tctttcaatc caaaatgttc cgcccctaat gcacgcatct cgtaagcatc ttgcaaccct
  3975481 ttcattcctg tacaagcatt tgcatttcca ctattaacga taatagcttg tagtttcccc
  3975541 tcagtcgtta tactatcctt cgtcacttgc aacggggctg cttgtatttg atttgttgta
  3975601 taaacagcag cacatgatgc cggtacatca caaacgattg cccctaaatc ctttttcccc
  3975661 tttttcagac caattgcagt gccaatggcc gagaaacctt ttggcgttac aatcgaacca
  3975721 tcttctactt ttgtaataga cgctacttta atcatcatgt ccccccttat agataaagcg
  3975781 gcatatgttg taaacctgtc gtttcttcta gtcccgctac tatatttgca ttttgaatcg
  3975841 cttgaccagc cgcacctttc atcatattgt ctataacaga aacaattgtc actcttcctg
  3975901 ttctttcatc gtaagctatc cccatatcac aataatttga gcctctcact tctttcggac
  3975961 ttggaaactc tccttgcatg cgaattcgaa taaaagccga ttgttcatac gcttcttcat
  3976021 ataattgttg aagttgttct atttccattt ctcgctttac tttcgcatac agtgtaacca
  3976081 taatcccacg tgatatcggt attaaatgtg tactaaacgt gattggcttc gtttctctat
  3976141 tccactccgc gagcatttgc tcaatctcag gaatgtgttg atgctcattt actttataaa
  3976201 tacgcaagtt atcatataac tcaggaaagt gagtcatcgt tgttggcgtt ttgcctgctc
  3976261 cagatactcc tgatttcgca tcaataataa ttgagtcttc ctcaattatg ccgctacgaa
  3976321 ctaacggtaa tatcgctaat aatgcagctg tagcaaaaca tcccgggttt gcaattaaat
  3976381 ttgccttttg aatttcggac cttttccatt cacttaaccc atatacagct tccctaagga
  3976441 ctccttcttt tgcagctgcc cttttatacc actgttcata tatgaaagga tctttcatac
  3976501 gaaagtctcc agataggtca attactttta agcctactgc taataatttg ggagttaact
  3976561 ctgctgatac tcctgctggg gttgctaaaa atacaatttc tgcttccttc tctatttcct
  3976621 ccacatcaat ttcttgtaac gtatgaacaa gaacattttg aaaatgcgga tatacatttg
  3976681 ttatacactc gccaacttgt gaaaaagaat ggagagatgc tatcgaaaaa tatggatgtt
  3976741 gttctaataa ccgaattaac tcaatacctc catacccagt tgctccaata atcgcgacct
  3976801 tcatatgctc ctcctcatat tgattcttta aattaagtat gattataata ttgtatattt
  3976861 atagagtcaa ttaaatattt ataaatttta caaacttaaa aaacttaatt ttattagaaa
  3976921 aacaatatac acaaccgaat ttttatacat aaatagtgta tagtagtttt tttattccac
  3976981 ttcaagtaca ataaaacaat acatacgtac atacaggcag ggaaaacatg aatgaaaaat
  3977041 taattgagaa aatgattata aaaagttttc agcaatatca atgtagtcct atgtcaaatg
  3977101 aggatcagga aatgcttgtt aaacatattc aagcaataat tcattcaaat actaaaattg
  3977161 atgtatacga ggcagttgag gatatcgttt acgattatgt gactggaaaa taaaaaaata
  3977221 ggagatttcc atatggaaat ctcctatttt ttacttaatg atttacctgc aacacgctca
  3977281 aataaacctg ggaataatgc ataaagtttc ggaccaatgc ccatccattt cggtaaattt
  3977341 acttcacgct ttttcgtttg cattgatttt acaatttgct ctgctacata tgttggtttt
  3977401 aacatgtatc gtcccatatt tttcacatat gtaccggatt gatcagctat ttcaaaaaag
  3977461 tttgtatcta tcggacctgg attaatcgct gttacgaaaa cattcgtact ggataactcc
  3977521 atgcgtaaac tattggtaaa tcctaatact gcatgtttcg tcgctgcata cgcacttgat
  3977581 ttcggcgttg caattttccc agcaagtgaa gcaatattaa taatatgccc ttcgtttctt
  3977641 ttcaccatat aaggtagaac tgctttcgta caagctacta atccaaatac atttacttgg
  3977701 aacatatctt tcacttcatc cattgacgca tcttcaaacg ttttaaaaat accaaatccc
  3977761 gcattgttta ctaatatatc aatacgtccc acttcttgta atacctttga aaaaacagat
  3977821 tgtacttccg tctcttcact tacatctaat acataataat agcaaggcgt attataagtt
  3977881 tctttaattt tgtctgctag cgcttttaat ttctcttctg ttctagccat taatactgga
  3977941 gtcgccccct gctctgcaac ttgcattgca acttgctctc caattccact agaagcacct
  3978001 gtaatgacga ttactttatt ttgtaaacgt cccgtcattg ctgtcaccta ctttgcataa
  3978061 taaatcaatt gttgcgaaga ttcatcaatc atcacttgtt gattatatgc taaaaagtct
  3978121 aattgtccaa ccgtttctga aatagtaagt ggcaattgtt ccttatataa taccggaaat
  3978181 agttttacac atacttcaaa tgctgtcatt ggtttttcct ttaataactc aagcacttta
  3978241 aatgcacgtg tttcttgctt ttgtaatctc gtttcaataa gttgcttcac atggagaaca
  3978301 tcttctccat gtcctgataa aatgcgcgaa atattcattt cacttaaacg ctttaacgtt
  3978361 tgattgtatt gtaataatgg gcgtgccctt tctgtttgtc cttcatatgg tggttctaat
  3978421 attggattcg aagaaatatg actaatgaga gcatccccgc caattaatat tccatcagat
  3978481 tctctatata atgaaatatg agtggaagca tgacctggtg tttcaattac tgtaaaccca
  3978541 ggtaaagaat caatacgatc tccctctctc acagtatgcg ttaacgatct attacaagaa
  3978601 tatttcaatg tccttgtcgt caataacgcc tcgtctttca aaaatgctac tggaacacca
  3978661 aattgcaaag ctgtctctct aaaaaactca tgataccgct ttaaaaattc tggattttgc
  3978721 gtaatccaag gctcattcca agggtgtcca ataatgttcg ttttctcaga aaatatattt
  3978781 aaaagccaca atgatccgca tgatgatgcg taatgactac tgttttaata tcttctatcg
  3978841 tatatcctaa tgcacctaat tgactttcta acgcatttct tgcctcttct gtattcgtcc
  3978901 ctgtatcaat taatgttaac gtctccccct caactaaaaa cacatttaca gtttcaactg
  3978961 caaatggcac aggaatctcc attcggtgaa tcgccgtcat gcttagcccc cctgtctctt
  3979021 tccggttcaa aaatgaatac ttcttcagtt tacaacttat acatatattt gtcattattt
  3979081 tcagataaaa agaggtgttt cctattaaaa aacgaatgta tgtacattta taagaatttc
  3979141 taccaaattt aaaggaggaa catcatgtct attcaaaaca tttcctttct cggtgcaggc
  3979201 tctattgctg aagctattat tggtggcttg ttacatgcaa atgttgtgaa aggcgaacaa
  3979261 attaccgtaa gtaatcgttc taacgagaca aggttacagg agctacatca aaaatatgga
  3979321 gtcaaaggta cgcataataa aaaagaacta cttactgata caaatattct ttttctagct
  3979381 atgaaaccta aggatattgc agaagcgctt atccctttta aagaatatat acatcataac
  3979441 gtacttatta tttcgttatt agcgggtgtt tctactcact cgattaaaaa cttacttcaa
  3979501 aaagacgttc cgattattcg agcaatgcca aatacatctg cagctatttt aaaatcagct
  3979561 actgctatct cgccttcaaa gcatgcaaca gcggaacata ttcagactgc catagcttta
  3979621 tttaaaacga tcggcctcgt ctctgttgta gaggaagaag atatgcatgc tgtcactgca
  3979681 ttatctggaa gtgggcctgc ttatatttat tacgtagtag aagcgatgga agcagccgca
  3979741 aaaaaaatcg gtttaaaaga agatgttgca aagtcactta ttcttcagac gatgattggt
  3979801 gctgctgaaa tgctaaaagc aagtgaaaaa cacccttcta ttttgcgaaa ggaaattact
  3979861 tctcctggtg gaacgaccga agcgggcatt gaagtattac aagaacataa atttcaacaa
  3979921 gcacttattt cttgtattac acaagcagcg caacgatcgc ataacctcgg gaaaacatta
  3979981 gaacaactaa caaaagaaaa ataagaaatg gagctcaatc ttacttgagc tccatttctt
  3980041 ataaacatat atttttagtt attcgtcttc ccaaaaatct cttcttgcag acgacgacca
  3980101 gtcggtgttg ctgcaagtcc accttctgct gtttcacgaa gtgctactgg catcgtttgt
  3980161 ccgattctaa acattgcctc aattacttca tcacatggaa tggtactcgt tacaccagct
  3980221 aatgctaaat cagctgaaat catcgcattt gcagctcctg ctgcattacg ttttacgcaa
  3980281 ggtacttcta caagtcctgc caccggatcg catactaaac caagcatgtt ctttaatgaa
  3980341 attgccatcg ctgtagctgc ttggtcttgt gttccaccag ccatttcaac tgcagccgcg
  3980401 gccgccattc cacttgctga accaacttca gcttggcatc ctcctgctgc accagaaata
  3980461 caagcattat ttgcaacaac cataccgaaa gctcctgctg taaataaaaa ttcaatcatt
  3980521 tcttcacgtg taggctgcaa cttttctctt agtgcaaata gtacacctgg cactgttcca
  3980581 gcagaccctg ctgttggtgt tgcacaaata attcccatcg ctgcgtttac ttcatttgtt
  3980641 gcaacagctt tactcaccgc gtccaaaatc gtatctccag ataagccttt tccgctcttc
  3980701 atatacgcct gaacttttac agcatctccg ccagttaaac cagttggtga tttcactccg
  3980761 cgaataccac gttctactgc ttgctccatc acgactaagt tcttttccat accagcgatt
  3980821 acttcttcac gtgaaatact tcttgtttcc atttcacatt gaatcataat ttctgcgatt
  3980881 tttacatttt gttctttagc ttgcgccact agttccgctg cgttccgaaa catggtgtgt
  3980941 cccccctgca attattccat aatagttact tgacaaatat tttgttgcgc ttttatttct
  3981001 tcaattactt catctgctaa tatttcatct gtttcgatga ccattagtgc tcttcttcct
  3981061 ttttctttac gagaaacact cattgtacta atgttaatct cttgtttcgc aaggattgag
  3981121 gctactgctg caatagcacc gaagcgatcg ttatttacaa taagtagtgc tggactcgtg
  3981181 cctgataatt gaagatcgaa tccgtttaat tctacaactt caattttacc gccaccaatt
  3981241 gagcaagcaa caacttcaat ttcttcttca cctttataca aacgaattct cgctgtattt
  3981301 gggtgaggtg catttgcatc ttcttcaatg aattctactt cgatgttgcg ctcttttgct
  3981361 atctctagcg cctctggaat acgtaagtca tctgtttcaa atcctaatat cccacctatt
  3981421 agcgctacat ctgtaccatg cccacgatac gtctttgcaa atgatccata taatgaaatg
  3981481 cttactcttt ctggttcatg acgaaacagc tgacaagcaa cttgccccat tcttgctgca
  3981541 cctgctgtat gtgaacttga tggaccaatc ataactggac caataatatc aaatactgag
  3981601 cgatacttca ttataactcc ccctaaacct ctatgaaaaa attttttact attctattaa
  3981661 gctaccggat tggttgcttt ttccagttgt actacgaatt tgtcccgctg tacgaattgg
  3981721 atcgtttttg aataacagtg aagcgatata tcctgaaata ataccagtta tcatatgaaa
  3981781 taagaaactt agcattacct tcatttacac ataatataag ataatctaca gtaaagtctt
  3981841 gtagcaatcc aaagtttaac acagaacccc ttacaagcat agcacaaaca agtgaaacgc
  3981901 ccattgcttt catacctttt gatgccttaa agctaaaaag tgaaaaagac ttcatacgaa
  3981961 taatagtaat gtccttccta ttataatttc catattgctc tctcacaatt tattcaactt
  3982021 cacttgttat gataaacgtc tcaaacacat gtagcctaca gtaaattata atctgtcctc
  3982081 attatagctt gtttttaata aaacgcttac ttttaatgaa ttttaaaagt tctgaataac
  3982141 aatccgtttt tgctatttgt actactcgta tgtcgtctga cttatataac agtttttcta
  3982201 aatactcgat actatgtagt tttatcttat atctttacat cattaaaatt ttctgtttca
  3982261 tcctatataa gcataaaatg ataacagttt tatttttatt ttttttagaa ataaaaaaat
  3982321 ggcaaccttt cgtcaccatt ttttcacaac attattatct gtccactgga aatgatttta
  3982381 aatctgtagc tatttctgta ttagaaaata gctctcttgc ctctttcaat aattccttat
  3982441 atgtatctcc ttgataacga gaactaatat gagtcaatat taatcgtttt gcatttgcct
  3982501 gaagtgcaat acttgcagct tgcttagatg tggaatgaaa ataatcatat gcttgttgtt
  3982561 catcttctgc cgcaaaagtt gcttcatgaa caagtacgtc agcgtcttgt gctagctctc
  3982621 tactcgcttc acaatatctc gtatcaccta aaatggtaat aactcttccc ttttgaggtg
  3982681 ggccgataaa atcgtttccg tttaatatcg taccattttc caattcaacc acttctccat
  3982741 cttttaaacg tttaaagagt gggcctggtt tcacaccgat ctccagcaat ttatcgacta
  3982801 aaagggcgcc ttgtatatct ttctctataa tacgataccc aaaacattca ataccgtgtg
  3982861 acaatctttt cgtttccaca tgaaattcat tatcttcaaa cacagtacct tcttctgtta
  3982921 tctcaacaat ttcaagcggg tattttacat gtgtcgtgct tactgataat gcaacttcaa
  3982981 taaactgttt aattcctttt ggtccataca ctgttaaagg tgtagtccct ccttggaacg
  3983041 aacggcttcc taataaacca ggcaaaccaa aaatatgatc accatgtaaa tgcgtaataa
  3983101 atattttttc aatgcggcgt ggacgtactg atgtatgtaa tatttgatgt tgcgtcgcct
  3983161 caccacaatc aaataaccaa gtctgtcctc gttcttctaa caattgcaaa gcaattgccg
  3983221 aaacattcct tccttttgaa ggaacacctg caccagttcc taaaaataca aattccactt
  3983281 tctttcctcc agctctttat ataatctatc tttcatctta cggaatgtta tttcaaatgg
  3983341 caaatcgaat ttacataacc aatcatctag acaactatat atcacgaacg ttatacttaa
  3983401 aaaacttagc aatcgttcgt gttttatgtt aaaatgatta tactacattt taagggagcg
  3983461 ttttattatg aaagaagcat ttcgtttaca aactgatttt tcatcttcat ttgatcgctg
  3983521 ggtaagttct ttcgtgtctg atcacccagc acaattagaa tggacgactt tgaaagaatt
  3983581 aatccatgaa tatacaacaa cacatacaaa tgattcgtta ccaacatata tttcttcagc
  3983641 tttcacatat tacgcacaac gcgtttcaac agcaaataac tcagagattg ttatttttga
  3983701 aaatcataca atctcttaat ctatcgtaaa aagcactggt tacagtgctt tttatttata
  3983761 cttatttagc aaatcggcat attccgtcaa aaaatttgta tacatactta aatcaaattc
  3983821 atctaaaatt atctttttac ttgagttatt acataattgt tttgcttgta gtgcaaaaac
  3983881 gacaatttgt tttttataaa aataaaaagt gtcatgatat gtacagcttc atgacacctt
  3983941 ctacataaac ttactttcta atttttgctg aaaagacttt tcttgcttac gtaataattg
  3984001 actacctcgt tgtaaaagcg gcattccata cttatcatta atttgatcaa tgacagcaag
  3984061 tagcggctct tctttcgcat cttcttcaaa tgaaaacaaa tctaattgtt tcaccgattc
  3984121 agtcttccac tctatttcag tagctgtaac acctaataaa cgaacggaat caccgtccca
  3984181 atgttgcttc cataaacgag aggctgcttg aaaaatatct cgttcttccc aaatggcatt
  3984241 tttcaattgc ttactcctcg ttactgtccg cctatcatga tatttaatca taatttgaat
  3984301 attatagctg acaagagttc gcttttgtaa tcttttactc actgattttg atagcctttg
  3984361 taacatatca agtaattctt tctcttcatc catatccttt gaaaaagtca tcgagttacc
  3984421 aacactttta tgttgaccca tttgactcgg atcaacttcc ctatcatcca taccttttgc
  3984481 ccgcctttgt aaatcaacac catgctttcc aattttagcg cgaatgatat gttcgtttcc
  3984541 ttttgctaac tgctcaatgg tttgtatatg aatatcattc aatttctcag ctgttttttc
  3984601 tccaattcca tgcatcgctc caaccggaag tggccaaatc atttctggaa tatctcgttt
  3984661 tcggagcacg gtaataccga gaggcttttt catatcagaa gctgtttttg ctaggaaaag
  3984721 gttcggagca atcccgatgc tacacggaag ctgcaattct gttaataacg cctgctgaat
  3984781 catctttgct atttcaagag gtgaaccaag tgcgtaacag tctgtaatat ctaaataccc
  3984841 ctcatctata gagactggtt gtattttttc cgtaaaacgg gaaagaattt gaaacatttg
  3984901 aaatgaagct tcgcgatata atgtaaaatt agggcgcctt acaattaatt gcggacataa
  3984961 ccttttcgct tcccaaagtg gcatcgttgt acgtattcca tattctctcg cctcataact
  3985021 acatgttatg ataattcctt ttctttcttt ttcatttcca gcaaccgcta acggcttccc
  3985081 ttgtaatgat gagtcatgag caatttcaac agatgcgaaa aaacaattca tatctacatg
  3985141 taaaataaca cgaccttttt ttggatacat ttctcgcata gtactcaccc cctaatcaga
  3985201 acgttcgttc ttttattata gcaaattttg cacaataatt ataattatta cttgttcttt
  3985261 tccatcatat ttattgctat aatttaaatg aagtggatat ttttgtaatt aggggtgatt
  3985321 attatgaaac caactgataa actcaattat acgtttctcg taattatact aatcgtcgca
  3985381 atcaattatt tacttcttcc tatatttgat ataaacatag ctggtttctt tcctcgtcta
  3985441 gtccatgtag taacaactta catactgcca tggattttct tgtattggct tatccgcctt
  3985501 gtaaaagcaa tcgaatcaaa gtaaaaagcg tgtaaatcac aattgattta cacgcttttt
  3985561 tgttatatta tttcgctact tcctctatga ttgcaacaac taattctgct gttttcgcta
  3985621 attcttcaac aggaatcttt tcgtttgttg tatgaatttc ttcataacca actgctaagt
  3985681 taactgttgg aattccgtgt ccagcaatta cgtttgcatc acttccgcca ccactttggt
  3985741 gaagagaagg tgtacgacca attttttcag ctgcgcgttt tgcaacttct acaacgtgat
  3985801 ccccatcagc aaatttaaat cctgggtaca taacctttac ttcaacatct gcttggccgc
  3985861 ccatttcttt tgcagttgtt tcaaatgctt ctttcatttt cgcaacttgt acttccattt
  3985921 tttcattgat taaagaacgc gcttctgcaa agatttgtac atgatcgcaa acgatattcg
  3985981 tttgtgtacc accttcaaaa cgtccaatat ttgcagttgt ttcagaatca atacgaccaa
  3986041 gtggcatctt cgcaattgct ttcgctgcga tcgtaattgc agatacgcct ttttccggtg
  3986101 ctacacctgc atgagctgtt ttcccgcgaa taatcgcgtt cactttcgct tgtgttggag
  3986161 ctgcaacaac gatttcgcca actttcccat cgctatctaa cgcgtaacca tatttcgctg
  3986221 taatgcgctc acgatctaat gcttttgcac caacaagacc agattcttct ccaactgtaa
  3986281 taataaattc aattgtgccg tgagggatat ttttctcttt taaaacacgg attgcttcaa
  3986341 acattgatgc taatcccgct ttatcatccg cacctaaaat cgtagtacca tctgatacga
  3986401 tatatccatc tttaatagaa ggcttaattc cattaccagg aactactgta tccatatgag
  3986461 aagtaaagta aattgtatca acaccatctt ttgttgctgg taatgtacaa attaagttac
  3986521 ctgcaccatg cccagtaaca gccattgtgt catcttcaaa tacttctaca cctaaatctg
  3986581 taaatttctt tgttaatact ttgcaaattt ctgcttcaaa tttcgtttca gaatctactt
  3986641 gtactaattc catgaattca tttactaaac gttcttgatt aatcataaga ctgcgcctcc
  3986701 tgcactacca ttatgtatgt aacactatta attataacag aatttcgcaa aagtttcgaa
  3986761 atacaagaca aaaaacagac ggtttatatg tctagataac catctgcttt ctattactca
  3986821 ttcaacaata cccagcgcat atgatcttcc cacactccat taaccattaa cattttccta
  3986881 gacacgccct catactgaaa acctatcttc gtcactactt gtatagatgc taaatttcgt
  3986941 ggcataatcg gtgcttctat acgatgtaat tgaaattcct caaaagcaac ttgaatagct
  3987001 tttctaagcg cttctgtcgt ataacctttg tttaactctt ccttatctaa tttataactg
  3987061 agtacacaag attggtaaat tccgcgaacg attaaattaa aggaaataca tccaattatt
  3987121 ttcgtatcat cacccttttt aaaaatccat aatctaatga ttttaccttc tgcgaactct
  3987181 tttctatcct tttgtaactt tttcttttga taatctaacg taaaaaaatc ctctggtcta
  3987241 tactcttccc aagcttttaa aaattcacga tttctgtcgt agtattgaag aactttttca
  3987301 gcatacaact catcaatttc ccttaaatgt aaacgatctg tttcatatat tttcatcatc
  3987361 gtatctccat tcttcagctt gcataaaaaa aacttacaat ctatccttct aatatattct
  3987421 ctacgtacat acaaatttcc tgttatactt tacacatact tctcgaattt tgtcatttct
  3987481 ctccccttgt ccacaatatc atttctcgtt acaatgatat tgtactgatt tgcaaggagg
  3987541 tttaacgatg cataaaaaag cccaaaaagt tatgatttat gtaatgctaa tttctatgct
  3987601 tgtaacaaca ttacttgctg gcgcaagtat gttttggtaa aaaggacgat gtattcgtcc
  3987661 tttttttact ttttacacat aataaaataa accatctcga aatcgagatg gtttatttta
  3987721 tgtaaagcac aatcgctaca atactaaaag aaaatgacat tacaagtgct attacaaaac
  3987781 ttgtatattg tttctgctgg aatgctccaa taacaaaagt aagattgagt aatgccatac
  3987841 atacaattgc tacaagatac gaacatatat taaaagttgc caatatgaat gtaataataa
  3987901 atagaaatcc cataaaaaac tgcatatacg aaagctttgg attcaagtac atatgagcaa
  3987961 cccctttatc taattttatc tttctatact ctcattaacg catggttatg tacacatgtc
  3988021 aagacaactt attccatatg aaaaagccaa ccttttcgtt ggctttttca tatgcaacgg
  3988081 ctcctttttc ttttgccaat tgctgaaatg attttttcga ttttacaatc catactttcg
  3988141 ttccaattgg aatgcgatca aataaatact ccacatcgtt tttcttcatt cttatacatc
  3988201 cttgtgaaat atactttcca attgaactcg gttggttcgt tccatgtatt ccatatttac
  3988261 ttccatccgt tcctcttgca ttaaacccca tccacctaga tccaagtgga tttttcggtg
  3988321 atcccccagg aatattcttc gcaatataat atgggtcctt tgctttcatt acaatatcaa
  3988381 aagttccctc tggggttaat tcatttgttt tccctgtagc gactggaaaa accttttgaa
  3988441 tctttccatc gtcaatataa gctagtttat tcgtcgcttt atttacaata atgaaaggat
  3988501 caccggcacg cggattatca ccaagaggcc aaataggcga taaagaaaga cataatatga
  3988561 aagagagaag atacggcata aacaattcct accttctata taagttcttt tatattatcc
  3988621 tttcccttaa aacgactttt aatgagtaaa tattgctcca tttcatacac aagttgaaca
  3988681 agtttcgcac gtatttcaaa ttcttcacgt gtagccggca atggcatatc tctaaataat
  3988741 tctctcattt cttgaagctg tcttaaagaa ataactccgg tactctgagg gctaatagca
  3988801 tttccaatgt tttcaaccac atccgcaatc atatcagctt gttcatatgt ccacgataaa
  3988861 gaagctgcta acggaatcat tcgctctaaa atttcgaatt gttgcatgcg catattgaaa
  3988921 tagcgatagt aatagtcatc ttctcgcata aatgcattct caagtttctt aaatgataaa
  3988981 tctctagcct catttagcat ctgttcagtt tcaataagtt ctgccccgct ccaactactt
  3989041 tctcggtttc gtaaatacac aaccatttca aacaaaatcg ttttaaaatt attttctatt
  3989101 ttctcttgat actcttttag cttattttca ctacttggca tatacatatt tactaataga
  3989161 gccacgctaa tccctatcgt taatatagca atttcattcc caacaataag ccatgtaatt
  3989221 tgtttcaatg aatataggtg catcacaata actgaactcg tgacaatacc ttcttgaatt
  3989281 ttgagcataa ctgcagtcgg aataaatgta agtaatagta cgctaattgc tagtggtgta
  3989341 tatccaattg tttcaaaaat acaaaacgcg aacaccattg ataatacaca agctaaaaaa
  3989401 cgatgtaatg atacttgaag tgatttacgt ttcgtatttt gtacacataa tataactaaa
  3989461 atacccgctg aactataaaa ttctaaccct aataactggg caataaaaac ggctgcgcct
  3989521 gtccctattg ctgtttttac tgtacggtat ccaattttga acatagcatt gctcctatat
  3989581 gtataaacgt atttatagta taaaaaaagg atgacacaat gtcatccttt tctacttatt
  3989641 attcacgtaa cctttacata ttacaatatt ttttgtaaaa attgttgcgc acgctcactt
  3989701 ttcggtgctg caaaaaattc tgctggcgca ctatcttcta caagctttcc accatctaaa
  3989761 aagagaacac gatctgctac ttcttttgca aatcccattt catgtgtaac aatcgccatt
  3989821 gtcattcctg tcgtaactaa tgatttcata acttctaaca cttcttttac catctctgga
  3989881 tctagtgctg atgtcggttc atcaaataac attacttctg gttccattgc taacgctctt
  3989941 gcaattgcta cacgttgctt ttgtcctccc gaaagacgat tcggatacgt atctttttta
  3990001 tctaataagc cgaccttttc taacagtttt tcggctttct tttcggcttc ttgtttcgtt
  3990061 actcctttta cattgatagg agcatacgta atattttcta atacagtcat atgaggaaat
  3990121 aggtgaaaat gctgaaatac cattccgaca ttttcacgaa cgtgcataat attcgttttt
  3990181 ggattcgtta cttcttccgt tccaatccaa atgtgaccat ttgtcggtgc ttctaacaca
  3990241 ttcatacaac gtaaaaatgt tgatttccct gatccagacg gtccaataat tgctactact
  3990301 tccccttttt caatcgttgt tgtaattcct tttaatactt cgttttttcc aaatgattta
  3990361 tgaaggtttt caattttaat cacttttctt cattctccct tcaattgctt tcccgactaa
  3990421 tgtaagaata atgactagca tataataaat gagtccaaca aaaagtaatg gttcaaggta
  3990481 tttaaaagtc tccccgccta cgatgtaagc acggcgcatt aaatccgtcg cgcctattac
  3990541 tgttactaca gccgattctt tcgtaagtgt cgcaaactcg ttcacaagtg ccggtaatat
  3990601 attttttaaa gcttgaggaa aaatgatatt tcgcatcatt tttccgtatg gaattcctaa
  3990661 agccatcgct gcttctgttt gtcctttatc aaccgcttga atgccagcac ggattacttc
  3990721 tgacatatat gcacctgaat ttaagctaaa tgcaagtaca gctgctaaaa atgccggtat
  3990781 ttcataacca attatttgcg ggacaccgaa ataaataatc attaattgca atacaagtgg
  3990841 tgtaccacgg aaaattgatg tataaagatc tgccgctata tttaatgctc gtattctagc
  3990901 aattttgcaa agtgctaata gcgttcctaa aataaaccct gctaaagctg atactgctac
  3990961 aattttcaaa gtaacttcta gaccttttaa tatatacggt atcgaaggcg taatcgccga
  3991021 aaaatctaag ttcattcttt tcattcccct cacagaaaag tgaaaggcag cttatttttc
  3991081 gctgccaaac catttcttca ctaatttatc catttctcca ttttcttgca tttttttaat
  3991141 tactttatta aattcagctg ttttatcact gtttttcgga agggcaattg ctgctccaac
  3991201 ttcttctgga gcttctttaa tttcaattcc ttgtaaatct ttcattttct ctaaataatt
  3991261 tttagcaact gtgtcttcta taattgcagc atcaaaacga ccagctttaa tttcttgtac
  3991321 gatttctggt atacggtcac gtccctcaac tttgaaatct acttgttttt taaattctgc
  3991381 tgctttctct tcttgaatag atcctgtttg tactcctact tttttccctt ttaaatcctc
  3991441 tacagattta atgttagagt cctttttaga aacaaccatg ttttttgcaa caaaataaat
  3991501 atctgtgaaa tcaacattat ttttacgctc tgcagttggc gtcatacctg ccattacgaa
  3991561 atcaactttt cctgagctaa gagatgctaa taaaccacca aaatccatat ctttcacttt
  3991621 cacttcataa ccaagttctt ttccgatata tttagcaaca tcaacatcaa agccgataat
  3991681 ttcatcactt tttgaagctt ctacgtattc atatggttta taatctgctg aagtccccat
  3991741 aacgagtact tttttatttt ttccagtagc cttttcttcc ccattactac aagcactgaa
  3991801 catacttaca attaaaataa gtgcaaacga tattgataat aacttcttca tatttcttcc
  3991861 ccctaatgat gtatatttaa aagtttaata gaatatttat tcgatgtttg tattgtatca
  3991921 gcacttttat ttttatgcaa tatataaaat aaaaataaat aaaaaatcat taaaatcact
  3991981 gttaataatg cataaaatga tgcataaaac aaccgactac tgtatatcct atcattttga
  3992041 ataacaaata aaaaaggcgc tacacccact taattgtgag cgtagcgcct tttcaatttt
  3992101 ttatagttct tcgcaattct cttcgaaata cgattgtagt tttgcaataa cttgcatcgg
  3992161 ttcatgacct tcaatttcat gacgttctac catcgttaca atttttccat cttttaataa
  3992221 agcaaatgat ggagaagaag gtgggtaccc ttcgaaatat tcacgagctc ttgctgttgc
  3992281 ttctttatct tgacctgcaa acaccgttac aagatggtta ggacgtttat cataatgtac
  3992341 agaatgtgca gcagcaggac gagcaatacc acctgcacaa ccacatacag agtttaccat
  3992401 tacaagtgtt gttccatttc ttttaaacgc ttcgtctact gcttctggcg tcgttaattc
  3992461 tgtatatcca gcagaaacaa tctcttcacg cgcttggcgg acaacatcat tcataaaaaa
  3992521 gttaaaatta atcaatcttt tccctcctct aaaactacct atttgtatct taccagttaa
  3992581 tgtttatgaa atacaagtaa gtttacttgt atttgagcat agaaaaggtg ttagagccct
  3992641 gctctaacac cttttcttaa tgaccacgat gtttttgctt tgctttttgt actttgatta
  3992701 aacgtcttct ttgtttttca gcctctcgct tctccttaga ttgcactttc ttttcttgtt
  3992761 tatgcagttc ataagataag ctaattgcct cttgcgcctt agtaaagcgg cttacattta
  3992821 cttcttttac tgcttgtcgt atgatccgct ttatattttt gggacgctgt ttttctttca
  3992881 cttccacgcc acattttgca aattgctgaa aatacgctaa cattgaaccg ttcacaaata
  3992941 taagcacttc ttcgtctgaa ggttccgctc caaaaatata cctcgctcca tacaacttcc
  3993001 ctttttcttt acatgtaatg attccaacaa aaaattggcc atcgtgatat actgtcaaat
  3993061 ccattgacag cccctccttt aaaaaattag aaatacggga catcccggag gggaaggtta
  3993121 ctgacatgaa atcatgcgtc tggactacca accagtactg tgtttttgta tttctttcac
  3993181 tattattata tcttttttcc ataatcttca tatattcagc aatcattttt tatgcgatcc
  3993241 tacaatatag tcaggtagtt ctgttagtgg gaagaatgta agctgaaccg cttcttcttt
  3993301 gttcataaca aaatctccat cgtattcatc tgtataataa gcagtcgtta cagattgaaa
  3993361 ttcatcaccg tttgctaatt ttgtaaaata attcgctcca gaaaacacat tgattaattg
  3993421 taggttcttc acttctattc ccgtctcttc gtatacttca cggcaagctg tttcttctgg
  3993481 tgattcacca agctccatga gcccgcctgg cagcccccat tttccgtacg gctctgttct
  3993541 ttgctgtaat aaaacatatc catgttcatt tataacgagt acaacagcac caactaaaat
  3993601 taaagggcga tgaccaacaa ttttccgtaa ttcttctaca tatcccatcg tatccctcct
  3993661 ttttcgttgt ccacactatt gtatcatatg tatgaaacga caaaatgcgt atatttttca
  3993721 tttttttaac aaaatattta ttttatgtgc ttcatctact gtagctaaca tatatgtaaa
  3993781 aaagctgatt cgtttagaaa cgaatcagct ttttttactt aacggaaaac atatactttt
  3993841 tatacgtttt tcgtaccgat aatatgagac ccatcataat catattcgag agcaaggaac
  3993901 ttcccccata tgataagaaa ggtaatgcaa taccttttac aggcattaat ccaacgatca
  3993961 taccgatgtt ttggaatatt tgaaccgtta atatcccaat tgacccagca cataataatg
  3994021 taccgaataa attatcagca gaataaccga taataattgt tctatatagt agtaatagga
  3994081 acaagaagac aactaacgct gctacgataa atccaccttc ttcggcaatt gtagcgaaaa
  3994141 taaagtcagt atgcttctca gggatataga cgttgccttc tccaaatcct ttcccttcca
  3994201 taccgccact acctacagct aaaatcgatt gctgtgtttg ataaccttga tctgtatgtt
  3994261 caaatggatc taaccaacct aaaatacgtg attgttggtg aggttttagt aacgtaacta
  3994321 acttattaaa gaagaaatcc tcatacctta cgtaaataaa tattaacgta gatagtatgg
  3994381 tgactggaat aactgtacat aacgctatca atttcttctg aatacctgac ataaataaaa
  3994441 tacatgcaat tgcagcagca tataagaaca ccatccctgt atccggttgg ctatatacaa
  3994501 cagccatagg cgggagggat actaacacaa ttttacctac taattttaag tccgtttgga
  3994561 atgtccttgc catatactgc gcattatgtt tcactgctat acttgctact acgagaagca
  3994621 atgaaatttt gaaaaactca gatggttgaa tttgtccaac taacggaaat acaaaccatc
  3994681 tttttgcacc taatttttca ggtgtgaaag tggaaaccgg tagtattttt aaaagaataa
  3994741 gtgaagcaaa tccagcgata taaagtggcc aagacaattt ttgtaattga tctaagtcaa
  3994801 tgcttgcaac aagcaataac aatacaaccc caattatgta gttcaaaccc tgtttcatcg
  3994861 caaagtttgc ctctccatat tggccagttt gctgactgct atatatagca gctatactcg
  3994921 tgacacataa tgcaaacaaa attaatatta attttacatc taaacttttt agaaactcgg
  3994981 tacttctttt catgacatcc tcctgaaaca ttgttacagc aaaataaaaa accaggagtc
  3995041 aacattcttc atgttttgac gactgattac acattatcta taaaacactt atatagaata
  3995101 actctctttt tcatacaata caatatatta tactacagtt tcgtcagtaa gatttgccaa
  3995161 aaaaattatt cttttcttat tttatatcca cataccatat atcagcaatg tattttcata
  3995221 aattcctaat acataatcgt tcattgtaag attactggga aaggtattat acatatagta
  3995281 ggatgtagtt gaagaaataa gatgataaaa agctcgcata agcgagcttt ttatttaata
  3995341 tacagatgta ttattttctg acgtattttc taaaatttct tttacacgtc ctaagaactt
  3995401 accacaaatt aaaccatcta gtacacggtg atcgagtgat aaacataagt taaccatgtc
  3995461 gcgagcaccg aacataccat tttccataat tactggacgt tttacaattg attcaacttg
  3995521 taaaatagcc gcttgtgggt aattaataat acccatagat tgaacagaac cgaatgatcc
  3995581 tgtgttatta attgtaaatg ttccgccttg catttcgtcc gcttttaacg atttcgtacg
  3995641 tacttttcct gcaagttctg taatttcacg agcgatacct ttaattgtct tctcgtccgc
  3995701 gtgtttaatt actggtacaa atagttcgtc ctctgtcgca acggcgatag aaaggttaat
  3995761 atctttcttc tgaacgattt tatcgccagc ccacattgaa ttaatttgag ggtactcttt
  3995821 taacgcttgt gctactgctt ttacgaagaa agcaaagaac gttaagttaa agccttcgcg
  3995881 ttttttgaaa tcacctttaa ttgaattacg gtatgacaca aggtttgtca catctacttc
  3995941 aatcatcatc caagcgtgtg gcgcttcgtg tttactacgt aacatgttcg ctgcgattgc
  3996001 tttacgcaca cctgttactg gaatttcgat atcgccaggc attgttggta cagaaactgg
  3996061 tttcgcagct tctacttttt gtgctactgg cgctgctttt ggtgcttctg gacgcgcttc
  3996121 tactactgcc gctaccgctt cctctttctt caccgcacct gcttgcggaa tatttcctga
  3996181 ttccactagc tttaaaatat ctttacgagt gatacggccg tttgctcccg taccttctac
  3996241 tagatctaaa tcaacgttat gttcacctgc aagttttaac acagctggtg aaaaacgagg
  3996301 ttttccatca gttggttgtt ttgctttcgg tgctttttca ggcgtattta cttctgcttt
  3996361 tggttcttct tttgtttttt cctcaacagc tgttgctgct acttcatctg cgccttctac
  3996421 ttgaatcaca caaactactt cacctacagc taacgtatca ccttcaccag cgatcaactc
  3996481 tttcacaata ccagtgaaag aagatggtac ttcagcattt actttatcag tcattacttc
  3996541 tgcaagcgga tcatatttgt ttacgtgatc gccaacatta acgagccatt tactaattgt
  3996601 accctctgta acgctctccc cgagctgagg cattgtaata ttttctacag ccatgtatag
  3996661 tccccccgat taaaattccg caagttcacg cattgctttt tcaactttat ctggatttac
  3996721 cataaagaat ttttccattg ttggtgcata tggcattgct ggaacgtctg gacccgcaag
  3996781 acgtgcgatt ggtgcatcta aatcaaacag acagttttca gcaataattg ctgccacttc
  3996841 actcataata cttccttctt tattgtcttc tgttacaaga agaactttac ctgttttaga
  3996901 agctgcttca atgattgctt ctttatctaa tggatataca gtacgtaaat caagaatgtg
  3996961 tgcagagatg ccatcttgtg ctaacttttc agctgcttga agagcaaaat gaacacataa
  3997021 tccgtatgtg ataacagtaa tatcatcacc ttcacgtttt acatccgctt ttccgattgg
  3997081 taatacgtaa tcatcttctg gcacttcacc tttaattaag cgatatgcac gtttatgctc
  3997141 aaagaataat actggatctt catcacgaat tgcagctttt agtaagcctt ttgcatcata
  3997201 tggtgtagaa gggataacga tttttaaacc aggttggttt gcaaacatcg cttctacaga
  3997261 ttgtgaatga tacaacgctc cgtgaacacc gccgccaaat ggcgcacgaa ctgtaattgg
  3997321 acaagtccaa tcattattag aacggtaacg aatttttgct gcctcagaaa caatttggtt
  3997381 tactgctggc atgatgaaat ccgcaaactg catttcagcg attggacgca ttccatacat
  3997441 tgctgcacca attgcgaccc cagcgattgc agattctgca agtggtgtat ctagcgcacg
  3997501 atcttcacca aattgatcat ataatccgtg tgtcgcttta aatacgccac cttttttacc
  3997561 aacatcttca cctaaaacga atactttctc atcgcgttcc atttcctcgc gcattgctaa
  3997621 tgtaatagca tcaatataag acattacagc catgaaacgt tcccccctat tctgcgtata
  3997681 cgtgcttcaa tgcatcttca ggtgctgcat acggagcatt ttctgcatat tctgttgctt
  3997741 cgtttacgat atgcataatt tcgtctaaca tttgtttttc agactcctca gttaacacgc
  3997801 caacctcttt taaataagca gcaaatgtta caattgaatc atttttcttc gcttcttcta
  3997861 cttcttcttt atcacgataa acacgatcat catcgtcact tgaatgtgct gttaaacgat
  3997921 atgatactgt ttcaattaaa gttggtcctt caccacggcg gccacggtct gctgcttctt
  3997981 ttacagcttt atataccgca agcggatcgt ttccgtctac tgtatatcca ggcataccgt
  3998041 atccaattgc acggtctgat acatttttac atgctaattg tttttcaact ggaatagaga
  3998101 ttgcgtattt attattttca cacatgaaaa taacaggtaa cttgtgtacg ccagcaaagt
  3998161 ttgcaccttc atggaaatca ccttggttag aagaaccttc accgaatgta acaaacgtta
  3998221 ctaaatcttt cttttccatt tttccagcta atgcaatacc aactgcatgt ggtacttgcg
  3998281 ttgttactgg agatgaacct gtcacaatac gatttttctt ttgaccgaag tgaccaggca
  3998341 tttgacgacc accagagttt ggatctccag ctttcgcgaa accagatagc atcagttctt
  3998401 tcgctgtcat accaaacgct agtacaacac ccatatcacg gtagtatggt aatgcataat
  3998461 ctttctctct atcaagagca aatgctgctc caacttgtgc tgcctcttgt ccttgacaag
  3998521 aaattacgaa tggaatttta ccagcacggt ttaataacca catacgttcg tcgattttac
  3998581 gtgcaagtaa catcgtacgg aacatttcta acacttgctc atcacttaag ccaagctctt
  3998641 catggcgctt ttcttttact tctgccattt ttcataacct cctaaatcca catttttatg
  3998701 cgtgtaacgc ttttccatct acagctaatg ctgcttcacc aatcgcctca gataatgatg
  3998761 gatgcggatg aattgtatgt gctacttccc aaggtgttgc atcaagtact cttgcaagac
  3998821 ctgcttcaga aatcatatct gttacatgtg gtccaatcat atgaacaccg agaatgtcat
  3998881 ttgtttcttc atcaactaca agttttacga aaccatctga ttcgccgtat acaagtgctt
  3998941 tcccgattgc acggaatgag aacttaccta cttttaactt atagcctttt tctttcgctt
  3999001 cttgttctgt taaaccgaca gaagcaactt ccggactgct atatacgcat tttgatacca
  3999061 tagaataatc aattggtgta acttctttac cagcaatatg ttctactgca acaattcctt
  3999121 catgagaagc aacgtgagca agctgtaagc caccgattac atcaccgatt gcgtaaatat
  3999181 gagattcttt cgtttgataa aactcatttg tttgaatgta tcctttttcc acaacgatat
  3999241 ccgtattctc taaaccaata ttttgcgtat tggcttgtcg tcctacagat acaagcattt
  3999301 tttctgcttt aaattcttta ttctcaccgt tatgttcagc ttgaattgtt actccattat
  3999361 cttttaccaa tgtttctggt aatacttttg caccagttac cactttaata ccttttttct
  3999421 tgaatagacg ttgcatttct tttgaaacgt cttgatcttc taatggtagt atcgttttcg
  3999481 catactctaa tactgtaact tctacaccga agtcagcaag catagatgcc cactcgatac
  3999541 caattacacc gccaccaacg ataataatcg agctgggaag cgtttccatt tttagggcat
  3999601 gatcggaaga cattacatac tctccgtcta attctaaacc tggtaatgaa ttcggacgag
  3999661 aacctgttgc aataagtaca ttttttggaa ttaacatttc attctcttct ccacttgcaa
  3999721 gttcaactga aattgtccct ggcatcggag agaaaataga tgggccaaga atacggccaa
  3999781 taccttcaaa cacatcaatt ttaccttgtt tcattaagtg ctgaacacct ttatgaagtt
  3999841 gcgttacaat cttctcttta cgctcttgta ctttcgcaaa gtttagttct acattacttg
  3999901 caataacccc gaactcttcg ctttttttag cagttgcgta tacttccgca ctacgtaaaa
  3999961 gggctttact aggaatacat cctttgtgta aacaagtacc accaagattt tctttttcaa
  4000021 caagtgcagt ttttaaacct agttgtgatg cacgaattgc agcaacatat ccgccagtac
  4000081 cgccgccaac gatgactaaa tcatattctt ttgccattat ctcaacccct agctaccgtt
  4000141 tctttttcac gtacaatata ttcttttgga gcttcttctt cacgtagtac acgaagtgcc
  4000201 ccttctgcta atgcttgtaa ttcatcttct cctggatgta cgataacatc tgcaatccag
  4000261 tctactcgtt cttttatttc atcaacaaga attttactat aagcaagtcc accagttaat
  4000321 acgattgcat cgattttccc gtgaagtaca gcgctagctc cgccaatctc ttttgcaact
  4000381 tgatatgcca ttgccttata aataagagtt gcttcaggat cacctttttc aaccatttgt
  4000441 tctactttaa tcgcatcatt tgtaccgata agacttacaa gtccaccttg tccgacaagt
  4000501 tttttaacca tttcatctcg gtaatactca ccagagaaac acatttcaac tagttgtcct
  4000561 actggtactg taccagcacg ctctgggcta aatggtcctt ctccgtttaa gccattattc
  4000621 acatcgataa cttttccttt tttatgagca ccaactgtaa taccgccgcc catatgtgta
  4000681 actaataaat ttaaatcctc atatttgtgg tttaattctt cagctacttt acgagcaact
  4000741 gctttttgat ttaatgcatg gaaaatactt ttacgttcca taccagcaat accacttata
  4000801 cgagcaatcg gctccatttc atctacaacg acaggatcta caatgaatgc cggaatattt
  4000861 aatccagaag ctatttcata tgctaaaatg cccccaaggt ttgaagcgtg atgaccacta
  4000921 aaaccatttt ttaaatcttc taacatcgca tcgtttactg tgtatgttcc gccttcgatt
  4000981 ggacgaagta atcccccgcg tccacaaact gcgtttaatt ttgaaatgtt aataccgtga
  4001041 gaatgtagaa cttctaagat cgtttcttta cgaaactcat attggtcgat aattcgctta
  4001101 tattttccaa tctgttcttc atcatgacga atagtttctt ctaaaacggg tctttcatta
  4001161 tcaaaaacac caatttttgt ggatgtacta cccggattaa taacaagaat tcgatttaca
  4001221 gacactgttg ctacctccac taataaattc aaaaggaggt ggaaacctca taagaggtaa
  4001281 ccacaccttt tgtaaaagta atatatgaat gattagcgac ggctaataat gtcgtgaccg
  4001341 ttgcgtaagt atgtgctacg agagtttttc aagcttgcaa tgcgctcttc agctagacga
  4001401 tcagctgcta cataagttgc aatgccatcg cgttttgaaa tttcgattac ctttgcaatt
  4001461 gtgtcataaa ttgattctac gcgttttaat gcacgttctc tattgtatcc atataactcg
  4001521 tctgctacgt taattacgcc acctgcatta attacatagt ctggtgcgta tacaataccc
  4001581 atttcatgaa tgatgtcacc gtgacgatct tcttttaatt ggttatttgc agaacctgca
  4001641 attacttttg ctttaagttg tggaatagtt tcgtcattaa ctgttgcgcc taatgcacat
  4001701 ggtgcgtaaa tatcacattc aacaccgtaa atttcatttg gctcaactgc tgttgcaccg
  4001761 aattcttcta ctgcacgttg tacagcttct ttattaatat cagtaacaat tagttttgct
  4001821 ccttcggcgt gtaaatgttt gcataggtgg tatgctacgt taccaacgcc ttgaacagca
  4001881 attacttttc cttctaagtt atcagtaccg aaagcttctt tcgcagcagc tttcatacca
  4001941 cgataaacac cgtatgcagt tactggagat gggttaccag aagaaccgaa tgatggtgaa
  4002001 atacctgtta caaagtcagt ttcttcgtgg ataatatcca tatcatctac tgttgtacca
  4002061 acatcttcag ctgtaatgta acgtccgttt agtccttgaa tataacgacc taatgcacgg
  4002121 aacatcgctt cgctcttatc tttacgtgga tcaccgataa ttactgtttt cgcaccacct
  4002181 aagtttaaac cagctgctgc gtttttgtat gtcatccctt ttgcaagacg caatgcatct
  4002241 tcaatcgccg cttcttcaga atcatatgtc cacattcttg ttccaccaag agcaggtcca
  4002301 agtgttgtat catgaattgc aatgattgct tttaaacctg attctttatc ttgacaaaat
  4002361 actacttgct cataatcata tttttctaag tattcgaaga tttctaatgc cattgtcgtt
  4002421 tccccctaat gttttaccct atttggttta ttttgaagca gtggcaactg ccaatgctaa
  4002481 tgaatatact tttgtttctg ctgaatcagc acgagatgtt aaaacaatcg gtgcttttgc
  4002541 gccagcaatc attgctccta cttttgcatc cgcaaagtat acgagtgatt tatatagcac
  4002601 atttccagct tcaattgttg ggacgagtaa aatgtctgcc ttacctgcta catcacttac
  4002661 tatgccttta tgttctgctg caatttgtga tactgcatta tctaaagcaa gtggtccatc
  4002721 aacgacacaa tttttaattt gtccgcggcg attcatttga gttaacatcg ctgcatcaat
  4002781 tgtcgcttgc atcgcaggat tcacaacctc taccgctgca attggtgcta cctttggcaa
  4002841 atcaattcct attgcccggg caacttctac agtattttgt ataatagcag ctttttgtgt
  4002901 tacatcaggt gcaatgttca tcgctgcatc tgtaacaaaa atgagacgat tgtagtttgg
  4002961 aacttcaaat gttgcaacgt gtgaaagtac gctaccttta cgaagtcccc actctttatt
  4003021 taatacagct ttcaaaatat ttgctgttgg gatgttcccc ttcataagca catctgcttc
  4003081 gccatttctt acagctttaa cagaaagttc tgcagcctca gcacttgact gtgctgcaat
  4003141 cacttcaata tgttctgaag tttgtaaact atgttcttgt agcatcccca ttattttttc
  4003201 ttgatttcca tatagacgaa attgagctag ctgtaatgta attgctttcg ctacagcttc
  4003261 aattacttca tgatcttcag ctactgctac agccacagtt tttttaggct gtcctgccgc
  4003321 ttgatcaatt aagtgttcta acttcatatt ttgtaatcac ccctttccgt cgtccctcgt
  4003381 ctttttatta agcaaatacc gtgccaactt tttaaagtgg tcttaccaat aatgaaaacg
  4003441 cattcaaaac acagtaaaat caatactttg gaaaataaca aaagattctg tcttattttg
  4003501 tcagtttttg tataccatgc aataaattgc acggtacgca atttattgca tgcttttttt
  4003561 tgcacactca tatttttcta gcttgtaata taaatttcga accgaaattc ctaacgctct
  4003621 ggctgttttt gttttatttc caccaaacct ctctaaatat tcatgaatga tattcccttc
  4003681 aaactccgtc actaaatgct caagtggctt ttcttctaac tcaggtaata aatgagcttg
  4003741 ctttgactcc acctgctctt cgttatgtaa tggcggtaaa tgttgtacat caatataggt
  4003801 ctcgttataa ttcataaaga taatagctct ccctaaaata ttttcaagtt ccctcacatt
  4003861 ccctggccat tcatatgatt gtaaatatga aatagccgaa tcggtgagcc cctctatatt
  4003921 tcgaccataa tcctgattaa ttttttgaat taatctgtct gcgattgccg gtatatcccc
  4003981 ttttcgctga cgaagagatg gaatttgaat tggaatttta tttaatcgat aatataaatc
  4004041 ctccctaaac tctccttcta aaatggcttt ttctaaattt acgtgcgtcg ctgcaattac
  4004101 tctaacatta atagggattg ctttcgttcc accaactttt acaatttctt tctcttgcaa
  4004161 aacgcgaagg agtttcgctt gcgtattggc agatagttcc cctatttcat ctaaaaagat
  4004221 actgccgtta ttcgcttctt caaagaatcc acgttttccg cctcttttcg cgccagaaaa
  4004281 tgcaccttcc tcataaccga acaattcact ttctaacaac gtctctgaaa tagccgcaca
  4004341 gtttacacga acaaacttat tatactttcg attacttcca ttatggatag catgcgcaaa
  4004401 caattcttta cctgtcccag actccccgcg taacaacact gttgctggtg tattcgcccc
  4004461 aagtttcgcc tgttcaatag cagccgttgt ttcatctgaa tttccgacaa tgtcatcaaa
  4004521 tgaatatttt gcttctaacg ttcgaataat ttgccttgct ctattcaatt catttgttaa
  4004581 tttttgaatt tctgatacgt cgcgaattac accgacgctc cctttcaata ttccatccac
  4004641 aatgactggt gctacgttta caattacatc tcgctttttt tgtccaattt tcatatgtat
  4004701 acctcgtacc gctctacgtg ttcgaagtac tttcatatgc atactttcac cttctacaat
  4004761 atcagttgta gccggcttcc caataatgtc ctcttctgtt aagcctgtta atttcgtata
  4004821 cgcagggtta attactaatc ctcttccttt ttcatccacg accgaaatcg cttcctcaga
  4004881 cgagttaata attgcctcaa gtaacgtttg aatctccttt aaatctgtaa cttcttccgc
  4004941 aagatctaca acttctgtta tatctttaaa aattgcaaat gccccttgta cctctcctcc
  4005001 ctcttttaat atcggaatac gggttgtaat aattttcttt tcattctcca gcgtcagttc
  4005061 ataattcact tctatttgtt tcgtacgtat aatacgaagc aacttactag tcggaataac
  4005121 ttctaaaata tatttcccta tcgcatcttc ttttttatac ccgataatac gctctgcact
  4005181 tttattaaat agacgaactt gtccctctcg atcaatgaca atcataccgt catgcgtaga
  4005241 atttaaaatt aaatcccctt gctgcgtctg ttcttctaac cttccaatta aatcttcctt
  4005301 ttcatgcgct aatctcgtaa caatttttgc aatatcaccc ggtataagaa gagtatcttt
  4005361 atgctttttc tttagtaact ctttatgtaa attatcatca cctgtcatat caaacattac
  4005421 atcaatatgc atagaaagaa acggcgttac actctctcca atcgtaattc catattcctt
  4005481 agccatttgc aatccttttg ctaccggatt tatatcaata gtccctataa tttgaaatat
  4005541 attcgaactt tgcaacagat tcagcagtgt actgccacct tcacctgcac caacaattaa
  4005601 aactttttgt ttcatatatt acacttcctc tcgaagtatc cctgcaaaat ttttcacacc
  4005661 cttatcttac tcgttcagcc ccctcttgac aaaccccctt ttcatataac atcattaaaa
  4005721 taaacaaaat aatctgaaaa ggagcattta tatgcagcgt taccttgctc tattattagc
  4005781 actcatcccc atttcattag ctgtgtttgg tattaaatta atgagagata ctgtattcgg
  4005841 gattctattt cctccactct ccatactttg gttacaattt ttaattggcg ctctttgctt
  4005901 cgcgctcggg ttttatattt ttggcggttt cgtcttacac cgagaccgta aacgaaataa
  4005961 agtacaagct cgctttagaa gataggaaag tcctactatt tataaataaa aaatgagacc
  4006021 gcttgtaacg gtctcatttt tttattgaca ataacgttct tgccatttca ggataatcag
  4006081 taataatcgc cgatatattc atatcaaaat atttacgcat aagtgtttct tcattaattg
  4006141 tatagggccg aacttctaca tcactttcca tcgttaattc agcaatggca tcttgaagat
  4006201 aacgataatt cggatgcact gcagtagctc ccatcttttt tgcatatgcc catgggctat
  4006261 gcaggccttc acgatataaa atcgctgttt gaatatcagg agccatcata tgacaccttt
  4006321 tcatactgta atgattaaat gaagaaaata taacacgatc ctctagatta aatttccgta
  4006381 caagcgttat aacttcttcc tctaaacctc tgtatggaat tttattattt ttaagttcaa
  4006441 tattaagtag caactctgtt ttttcaatcc attttaacac ctcttctaaa agaggtattt
  4006501 tacaaaatcc tactttatca ccaaatttat aactcgcatc taatttacat aaatcctcat
  4006561 atacataatt tcgaaccgca ccttttccat tcgttgtccg attcactgtt tcatcatgaa
  4006621 tgacgacaac ctttccgtct ttcgttaatt gaacatccag ctcaattcca tctgccttaa
  4006681 aagattcagc tgcttcaaat gaaatcatcg tattttctgg gtacgttccc gctgcaccac
  4006741 gatgtgcaaa tataagagtc atcctcactc ccccaatctt atgctatact atacgaaaaa
  4006801 ggaggtactt ctatgagacc attacaaatt tctccagaca ctgcagtccg cctatcaaaa
  4006861 gcattaggtg ttccacttga acaacttatg catatgccgc agcacatttt aattcaaaag
  4006921 ttagttgaat tagaaaaaca aaataaagac gaagaataat acagtcctgt ttcgcaggac
  4006981 tttttatatt ttctattata tcacggatga cttccttgct aaaatccctc atcggatata
  4007041 cggtgattca atttaaccct cgcttcaaaa cctgtatagt caattaaaag atcccctctt
  4007101 ttaataaaag aaggggatca ctcaaattat acattttgct tttctttgtt aaaaatcata
  4007161 aacaatttat acaaacctaa agaagctgga atattcataa atgcaaatgc ctcatacgta
  4007221 taatgaggag ctgtttccca tagtaacaag aaagcaaata cccctaatgt acttattatc
  4007281 gtaattcgta taacttccga ttcattttca tctttctttt tataaagaat aatagccgcc
  4007341 aggacagcta tatatacgaa taacttgata acatacgaat atatagtaat gattttataa
  4007401 tttgttgtac tatagttcga tacgtaatgc gttaccgtgt catttttctg ctcaaaccat
  4007461 tctccaatac gatacataga gaactgactt gaaacccatt ctctagttat tttttcattt
  4007521 aaatgttgca cataacccat tataccaagt tcattaaaac gctgaactat aactttttta
  4007581 ttatgttcat ccaaatcctt tgtattcttc atgttttcat catcaatata aactgaatct
  4007641 gcctgattcc atacaccata cgtatctttg ttcagaccca ttttcaccca atgagtaaat
  4007701 ggaatttttt caatttcatt gtcggtacta agatttagct ttgtcgttat acctttaaaa
  4007761 cttacaataa gaattaaaca aaataaaaca ctacttaaca cctttacaga atattcctta
  4007821 cgaaacttaa aaatattttc aattaaaatt gctaacgcca cggctaatgc tgtcggtctt
  4007881 ataatataag tacaagctgc aaaaatccct aataaaatcc ataaagtaac cttcattctt
  4007941 tttgtttccg ccgtttttaa gcacaaatat gtatacatcg ttgctgaaat aaaaaatatt
  4008001 actaatgtat gcgtataaaa aactggtgcc tgccaatata taaaaatatt tagcacagat
  4008061 aacacgatcg atatgtgagc aactttaaag ttcgtaattt ttcttacaat taatacattt
  4008121 aaaataatac tacctgttat acacgctatt ggtaatattt ttatcgctac atctacgctt
  4008181 cctatcaatt tagcaaaata ccctcctaat aatacaatat gtgtattata tggatagaat
  4008241 agaagctgtc ccatttctaa aaattgatta tctccattaa atacagagac aattccttgt
  4008301 ttaaggatgg cataatcccc cacaacaggg ttaaatgcta tagaagtaat cattatttcc
  4008361 atcgtcaaaa tgatgatgat acctaagata atcataatat ttgtgtacgt tcttttcatt
  4008421 gtattaataa cccatttgta atacataaag aagagcgcaa ataaaagcaa cgtcgcggct
  4008481 ataacaatac caacttttct tgtagtatac tcctcagtcg gataaggaaa ttcaccactc
  4008541 atcaaaatta ttttcgggat aaaaaattta cttactatca ttgaaaatat acataaaaac
  4008601 aataccttaa caatgattgg gtaagctcga ttcactattt ttcttacagt cattcttcca
  4008661 ttctcctatt tctctctcta tttctctatt tttccaaatc aatgatacgt tatagatatt
  4008721 atgatgtcaa accttcgtat tttctgtaca tatccttatg ttcactgcat ttttctatat
  4008781 acatatgtgt tccttcacat ccttaaatcg aagtaaataa aaagaccaac gaattctaaa
  4008841 attcattggt cattacataa aaagttcttt agttttaaat gtactatcaa gtataaattt
  4008901 caagaatgat taagctttat gaaaacttaa atctcttact tcttctattc tcagctagcc
  4008961 ttatgttcaa gtctaagctt atccgcaacc attgcaataa actcggagtt cgtaggtttt
  4009021 gcttttgaca tggatactgt ataaccgaat aaggacgaaa tagaatcaat attcccacga
  4009081 ctccatgcta cttcaattgc gtgacggatt gcacgctcaa cgcggcttgc tgttgtatta
  4009141 tatttcttcg cgatatctgg atacaatact ttcgtaatag atccaagtaa ttcgatgtca
  4009201 ttgtacacca tagaaattgc ttcccttaag tacatgtacc ctttaatatg agcaggcaca
  4009261 ccaatttcat gaatgatact cgtaatgctc gcgtctaaat ttttcggttt tccatctact
  4009321 gttgttgctg atcggaaaga tggcagtgga cgtttaatag tagcgtttgc cttaccgctc
  4009381 acttgacgaa tatgactcgt taaattttcc atatcaaatg gttttaatat gaaatatgaa
  4009441 gcacctaagt caactgcttt tttcgtcaca tcttcttgtc caaatgctgt caacataatt
  4009501 acgctaggct gtcttaacct ttcaatatgt cgcattttct ctagtacagc taaaccatct
  4009561 aaatgtggca taataatatc caatacgagt acatccggct gcttatcttt taataaattt
  4009621 aaacactctt gaccattata agcagtaccg attacttcca tatcatcttg agcagctaca
  4009681 taactctcta gcattgatac taattcttta ttatcatcca caagacatac tttaattttc
  4009741 tccacagctt ttcctccctt accgaatcga ttctccgaca tgtgtatcct tctaggctac
  4009801 atgaattgtt cgacaattgt gtgaaaattc ccttttaaag tttgttactt tccgataaaa
  4009861 tcacaaaaaa atatgtttat cgttcattta ttccctttcg caacacattc catcatagaa
  4009921 atacaacgaa acgttcaacc ctttcctttt attttacaac aaaaaacacc tcttgcggag
  4009981 cttttacaaa atttcaacga atttttcaat agaaaagcga gctaattatt aattagctcg
  4010041 cttttctttc ttgatcataa atgttaattc cagcttcatg taacatccat tcaatatgaa
  4010101 caccatatcc tgatgtcgga tcatttacaa atacatgtgt aacagcacca attactttcc
  4010161 cgttttgtac aattggactt ccgctcatcc cttgtacgat accacccgtt ttcgctaata
  4010221 aacgtttgtc tgttactttt attaccatgc cttttgttgc cggaaacttt tgcggtactg
  4010281 tactaacaac ttcaatatca aacgcttcca ctttatcttg atcaataacc gttaatattt
  4010341 ttgccggccc ctcttttact tgatgagata gtgcaatagg cattgcttta tccattacgc
  4010401 catttgtcat atttgtattc aatttgccaa aaataccaaa tggactattt attgtaatat
  4010461 tgccaatcac ttcacgatct ggtgagaacc tcgctaattt ctctcctgga tttccgtgac
  4010521 tacctctttc aattgatgta actgtcgaac gcataatttg tccatcttcg acttgaatcg
  4010581 gttttttcgt atcgttatca gaaatgacat gaccaagcgc accatatttc atagaatcag
  4010641 gatgaacaaa tgtcattgtt ccgattccag ctgccgaatc acgaatatat aaaccaatgc
  4010701 gataagaaga ttctccattg tctttttgtg gtgttaactt agtgcgaata tgctttccat
  4010761 ctcttaacaa aacgagatta agcggttcgc ctgtttcccc actattatga ataaatggtg
  4010821 ctacatcact cattctttca attgttttac cattaatttc agtaatcata tctccaattt
  4010881 gcacacccgc tgtttcacca ggagatactt tccctttttc agtttgaatt aaatgatggc
  4010941 ctacaacaag tacccctttt gtgtttaact ttacaccgat tgattgtcca cctggaataa
  4011001 ctttgaaatc ttttaatact ctcacattta cttttttcac cggaaaacca gcaagctgaa
  4011061 acaccatatc tgcttcacca ttttgatgag aatttaccat aagtccttgt ttttgttcat
  4011121 ttgaacttac tgtaaacaca tgacgatctg tagatgaagc tttaaacact ggtaatgaag
  4011181 ctatttctga ttgttgtcct tcaaaaacaa caagttgttt cggggatgaa ataaacgtcc
  4011241 gaagcggttt aaaacaccca ataaaaacta aagaaacaag gagacaaata cctattatct
  4011301 tgcgaaatct ttctaatttc aatttgttca ctctcctcgc tcctacccca cattcagcct
  4011361 cttggcttca ctttttaatc tctccttgca atgctttatt tataaccgga agaattaaga
  4011421 aatcatcatt tgagaaaaaa agctatccat tactggatag cctctgctgt ctgtttaaaa
  4011481 tgatgcgctt gcgtaagtaa ttctttcgca tgttctgtcg ttaaatctgt aatttccaca
  4011541 ccagaaatca ttcgagctat ttctgttact ttatcctcca tagttaaaac ggtaacggat
  4011601 gtaattgttc gatcattcgc tacttgtttt cggataaata aatgcgaatc cgccattgaa
  4011661 gctacttgag gtaagtgcgt aatacaaagt acttgtgagt ttactgatac tcggtaaatt
  4011721 ttttccgcaa tagcctgtgc gacccggcca cttacaccag tatccacttc atcaaaaata
  4011781 acagatgcaa caccttgatg cttagaaaaa atacttttta aagctaaaat aatacggaac
  4011841 aactctccgc cagaagcgac ctttgaaagt ggttttagcg gctcacctgg attggttgaa
  4011901 atataaaatt ccacatgatc ataaccgtcc gctgtaagcc ttaccggtgc cccctccacg
  4011961 agaggctctt ccgcatttcc ttctcgcttt atgattctca cttcaaattt tgttttttcc
  4012021 atatacaatt cttttaattc ctgatgaatg gcatttgtaa gatgctctgc aagttcatga
  4012081 cgcatattac ttaacaacgt tgcttctttc agaataacac tttctaattc cttcaactgt
  4012141 ttcttcgtcg tttcaatatg aacgtcttta ttttcaatcg taaaaatctc ttgttcaatt
  4012201 ttatcagcat acgctaatat ctcttctaca gtatttccat attttctctt tagcatacga
  4012261 atttcattta aacgcgtttc aatttcgtct aaacgatttg ggtcatattc catcatatcg
  4012321 agtttttctc ttagttgata tgcaacttct tctaataggt aatagctatt tgcaattgaa
  4012381 tcatgatttt cttggtacac ttcgtctaaa tgtgtaatac tctccatttg tcccattgca
  4012441 cttcttacat tatctaaccc ttgtccatca gcacttaacg agcgatatgc gtcacctaat
  4012501 gctttataaa tcttttcgaa attagaaatt tgcaatcgtt cttcagttaa gttattttct
  4012561 tcatccatct ttaaatccgc cttacggatt tcttcatgct ggaattgaat taaatctaag
  4012621 cgatgcgcca tttgttgttc attttcactt aacgatttca attgtttttt taacttctca
  4012681 tagtcagcgt atacgttttg gtatatatcc aattgtttta cgatacgctc cccatcaaaa
  4012741 tgatcgagca taaatagatg acgttcttca ttcattaaat cttgcgtttc gtgttgccca
  4012801 tgaatatcaa caagtgtttt tccaatttct tttaatacac taagggtaac tagttttcca
  4012861 tttacacgac atacgctttt tccgtttgca gcgatatcac gcttcaaaat aatcatgccg
  4012921 tcttctattt ctatatccaa ttcttctgcc ttttcaatac atggatgctt atcatcttcc
  4012981 acataaaata gcccctctat ctcagctttt tctgttccgt atcgaacaaa ttctgccgaa
  4013041 ccgcggccac ctacaagtaa actaatcgca tcaataataa tcgattttcc ggcccctgtt
  4013101 tcaccactta aaaccgttaa tcctttttga aaagaaatat ttaatgcctc aataatagca
  4013161 aagtttctaa tcgataattc cgataacaat gccccattca cctcgttata aactaatccc
  4013221 ctattaaggg cttttctcag ttctttattc aaatagtcat actatatgtt tgtatgtata
  4013281 aattactttt ctaaccgctc cattgtacca aacatttgtt ttacgggtca atccacctat
  4013341 tttctaattt ttttcaaaga aaatattata ttacaattaa gaattcacgt ttttaaccca
  4013401 taaaaatatc ctgttcactt tccactttac agaggaaagc aaacaagatt tttttgttac
  4013461 agcatattta agaaacgatc agagacaaca cctgtatctt caggtgtacg gcaaataatt
  4013521 aagcaagtgt catcaccaca aatggttccg atgatctcat cccactctaa atgatcaata
  4013581 agtgctccaa gtgaatgagc gttaccaggc aatgttttta gcacaagcat atgtcctgcc
  4013641 gtgtctaatt ttacaaatga atccactaga ttacgtttta atttttgtaa cgggttaaat
  4013701 cgttgatctg ctggcaaact atatttatag cgaccatcat gtaatggcac tttcactaag
  4013761 tgcaattctt taatatcgcg cgatactgtt gcttgcgtta cattaaatcc ctcattacgt
  4013821 aaaatatcaa ctaattcatc ttgtgtttca atttctttgt tcgcaataat ttccctgatt
  4013881 ttaatatggc gctgaccttt attcatacat ttgcacctca cactatctct taccatagtt
  4013941 taaacattgg tatacttcac ttatttatgt taacttataa ttcgttactt gtacacaatt
  4014001 gtttttacaa tcattataca attacaacaa aaagaggaac aacatatgtt attccccttt
  4014061 ccctttttgt tttaggacat catgggcctc tgtgactact tgctcaacag aaactggaga
  4014121 atgattttcg ccattctcac gttcaccatg ccatttcaga tgaattaaaa attcaatgtt
  4014181 accatccccg cccgtaattg gtgagaatgt taaaccttct acatcgtatc cttcttttat
  4014241 agcaaagtcg acaatcattt ctacgacagc ctcatgtact tttcgatcac gaacgatacc
  4014301 ctttttacca acttgctctc ttccagcttc aaactgcggt ttaattaacg ctgctacatc
  4014361 cccattcggc ataagcattg tttttaacac tggtaatata agctttaatg atataaatga
  4014421 aacatcgata ctagcaaatt gtggtaaacc acgttctaag tctgctggtg ttacgtaacg
  4014481 gaagtttgtt cgttccatta cgacaacacg ctcatcttga cgcaatttcc acgcaagttg
  4014541 attataccct acatctaatg cataagataa tttcgctcca ttttgaagcg cacaatcggt
  4014601 aaagccacca gttgatgaac caatatctat cataacttta tcttgtaaat caagatgaaa
  4014661 tgtctctaat gccttttcaa gtttataacc accacggctt acatagggca taacttgccc
  4014721 cttcaccgta atctctgtat cttgtgggat tttctctcct ggcttatcca gtctcatctc
  4014781 attcgcatat acaagtcccg ccataatggc gcgttttgct ttctcacgtg tttctataag
  4014841 tcctcgctct actaatagta catctactct ttcttttttt gcactcattt gttacgccct
  4014901 tttttgtttt gatggaatca ttgtatgaat acggtctaca acagcatctg tcgttaaacc
  4014961 aatttcttct aataattttg ttacactacc gtgctctatg aaacgatctg gaatacccat
  4015021 tcgttcaact aacgcactat ggtacccgtt ctcagacgca aattcaacta ctcctgttcc
  4015081 aaaaccaccg attaaacaag cttcttcaat cgttaaaatc ggtatattct ttcctaagag
  4015141 atcatgtaaa tatgcttcat ccatcggttt aataaaacga gcgttcacta ctttcactga
  4015201 aactccagcc ttttcaagac gctcagccgc ttccattgcc attggtattg tcgtaccaaa
  4015261 tgttaaaata gctgcttgtg taccttcttt taacgtttcc catgaaccaa ttggaatcgc
  4015321 ctttaattct tcatccatat gaacgccaag tccattaccg cgcgcatatc gtaatgcgat
  4015381 tggtccatct tcatattgca tcgccgtata tactaaatgt tgcccttcat tttcatcttt
  4015441 tggcatcata attaccatat tcggcaagtg gcgtaagaat gagatgtcaa atacaccttg
  4015501 atgtgtttca ccatctgctc ctactaaacc agagcgatcg atcccaatga aaacatttaa
  4015561 attttggcgg catatatcat gaacaacttg gtcatatgct ctttgtaaaa atgttgaata
  4015621 aattgctaag aatggcttca taccttgcgt tgccataccc gctgccattg ttgtagcatg
  4015681 ctgttctgca atacctacat caatcatacg atctgggaat tctttttgga atttctcaag
  4015741 ttttgatcca acaggcattg caggtgtaat tgctacgata cgctcgtccg ttcttgctag
  4015801 cttaagtact gtttcactaa cgacagcact ccatgctggt gcaacttctt tcggtttaac
  4015861 gaagtcacct gattcaattt tataaggtcc tgtcccatgc caagtgccaa taacatcact
  4015921 ctcggctggt ttgtaacctt ttcctttttt cgtaataaca tgaacaagca ctgggccttt
  4015981 tgttttcttt gcatattgca acgtttcgaa taacttttca tagtcatgcc catcaactgg
  4016041 acctaaatat gtaaagccta actcttcgaa aaagacaccg gatactaata aatatttaag
  4016101 actatctttt attttctctg ctgtcgcagc aactttcccg ccaactgctg ggattttctt
  4016161 caatatatac tctagttcgt cttttaccca atggtatttt cctgcggtac gtagacgccc
  4016221 aagcacatta tgaagcgcac caacgtttgg cgcaattgac atttcattat cattcaaaat
  4016281 aacaatcatg tctgtttttt catgtccaat atggttcaat gcctctaaag ccattccgcc
  4016341 tgttaaagca ccatcaccaa tgattggtat aacatattct ttcgttttct ttaaatcacg
  4016401 tgctagagcc attcccattg cagcagataa tgatgtcgag ctatggccag tttcccatac
  4016461 atcgtgctca ctctcgcaac gttttgggaa accacataga ccttgatatt gccttaatgt
  4016521 gccgaattct tttgcacgtc cagttaaaat tttatgtaca taggattgat gtcctacgtc
  4016581 ccataaaaat ttatctttcg gactatcaaa taatttatgc agagcaattg tgagttctac
  4016641 tacacctaaa ttaggtgcaa tatgtccacc tgtttgagag agctcttcaa ttaaaaactt
  4016701 acgaatatcc tcactcaatc cctctagttc actgatagac atatctttca aaaaactagg
  4016761 gttttgaatt tgcgttagat ccacatggat cactcacttt catttcataa tctgtcaaca
  4016821 tgtcaaatat tataaaaaac atttacacaa aacaagaaat tctctttttt atttttcacc
  4016881 ttgtcctgct attaaccagt ctattgcgcc ttaatcctat tataaaccat atttctttag
  4016941 gcgatgaaaa aaatagccgc taacacgaag tgataacggc aatgtaatct acatatattt
  4017001 ttgccaataa caagaaaaga aaaacctttt cctacattta tatcataaaa tgatgaatga
  4017061 ctcaacaaat gaaaacgctg ttatattagt tattacgttt tgcaatcaaa tcgcaaatag
  4017121 atagtaaata ttcatcttgt aattgcaagg aaccaatagc atcttttgct tttgcaatag
  4017181 tttcatctaa aatatccttt gctctatcta cagtaaacaa cgttgtatat gtgctctttt
  4017241 cgttggaaac atcactacca atcggttttc caatctcttc ttcggttcct tccacatcta
  4017301 aaatatcatc tcgaatttgg aaagctaagc cgatatattt tgcaaactca agtaattttt
  4017361 cttcttgttc ttctgtggca tcagaaagta tcgatcctgc aagtacagcg aattcaagta
  4017421 gtttcccagt cttatgctta tgaatatact ctagctcatc gatcgtaagc tgtttccctt
  4017481 ccgcttccat atctgccact tgtccgccaa ccattccctc tggccctgcc gcttttgcaa
  4017541 gctcaagtac aagtcttact tttttctcag cagagatttc cttttgtcca tatgccataa
  4017601 taacttgaaa agcatacgtt aataaaccat cacctgctaa aactgccatc gcttcaccaa
  4017661 atactttatg atttgtgggc tttcctcttc ttaaatcatc atcatccata caaggtaaat
  4017721 catcatgaac taacgagtat gtatgtatca tttcaagagc acaagctgca cctactccaa
  4017781 gatttctttc tttatcaaac gcttgtaatg ttgcaaataa aagtaacggg cggagacgct
  4017841 ttccacccgc ttccaaagaa tatgccatcg cttcacgaag tacatttgga cattgtaatt
  4017901 catttgcata gcttacaagc ttctcttcta caaaagtttt actttctttt aaaaaagtat
  4017961 caaaagcaat tgtcactatg cttcatctcc taaagcagta aacggttcaa gctctccatc
  4018021 ttccccaaga ataactgcca tttgttcttg tacgttcttc aacttctcat cacaaagctt
  4018081 agataattcc ataccctctt taaaataaga aattgcttct tctaaaggta cgtcaccttg
  4018141 ctctagctta gaaacgagat gctcaagttg cgaaattgcc tcttcaaagc ttaatttatt
  4018201 ttccattatt caattcacgc tcctctatgc ctgatacgct acaatctagt attccatctt
  4018261 gtaattgaac tgaaacagca tctccaaggc tgacatcttt cacacttttt aacacttgct
  4018321 tctcttcatc atatacaagc ccgtaccctc tcatcattac tttaagcgga cttagcgctt
  4018381 caagtttttg agcagctctt acaaaggcaa attctttcgc ttggagtaat gtttgcattt
  4018441 cacgttgcaa ttgcttttgt aatgtttcaa ctgctacctt cgtttgcata attttttgag
  4018501 atgggtggtg cttctctaaa taaaatgaaa gctgttttaa ctgatttacc tttttatcaa
  4018561 tatagcgctc tttcgctaaa acaagctgtt ctaacgctct atccaattgc tcttcttttt
  4018621 gctcatatac ttgtcttgga taacggaacg cataagattt ttgcaatact tgtagttttt
  4018681 cttctttttt atgtactaac tctctcattg ctctttgcaa tcttaaagtt ctttgtaata
  4018741 ccttttcttg taactctata atattaggcg ctgccagctc agccgctgca gttggcgttg
  4018801 gcgctcttaa atcggcaaca aaatccgcaa ttgtaaagtc tgtttcatgg cctactgctg
  4018861 aaataatagg gatttcactc ttgaaaatag ctcttgcaac catttcttcg ttaaacgccc
  4018921 acaattcttc aatagaacct ccaccacgcc caacgattag gacatctatt tcttccattt
  4018981 cattcgctgt acgaatcgct tgtacaattg agggagctgc tgactccccc tgtacaagta
  4019041 ctggaaacac aataacattt ccaattggat aacgacgttt aatcgttgtt ataatatcac
  4019101 gaatcgctgc tcctgttggt gacgtaatca cacctattgt tttcgcataa ggagggattg
  4019161 tttttttata aacttgagaa aacaatcctt cttcctctaa acgaaccttt aattgttcgt
  4019221 aagctaaatg taggtttcca attccgtcag gttgcatgtc ttgaatataa atttgataag
  4019281 aaccactcgc ctcgtaaaca gagattttcc ccttcacgag taccttcatc ccattttcag
  4019341 gtctgaattt aatattacga ttatgccccg caaacataac cgctgcgatt cttgcatttt
  4019401 catctttcaa tgtaaaatac atgtggccac ggctatgatt tttaaagttg gaaatttcac
  4019461 cttttaacca aacagactgt aaatgcggat catattctat ttttgttttt atatagcgtg
  4019521 ttaacgctgt aacggttaaa tattgtttct ccatttctct ctcctcatag ccgactcaaa
  4019581 ttatttacaa acgacacctg cacgcttagc cgattcaaca gtattatgaa gaagcatcgt
  4019641 gattgtcatt ggaccaacac cctttggtac aggtgtaatg taacttgcaa catctaacac
  4019701 gttgtcaaag tcaacatcac cacaaagttt tcctgtttct aaacggttta caccaacgtc
  4019761 gattacaact gctccttctt tgatataatc agctgttacc attttaggtc gtcctactgc
  4019821 tacgattaaa atatcagcta acttcgttaa ctctttcatg ttttgcgtct tagaatgaca
  4019881 gtatgtgaca gttgcatttt catttaagaa caattgtccc actggcttgc cgacaatatt
  4019941 acttcttcca attactacaa catgttttcc tgagatatca agatttgttt cttttactaa
  4020001 ctctacaata ccatgcggtg tacatggaag gaatgtatct tgtcccgtca tcatacgtcc
  4020061 cacgctgatt gggtgaaatc catctacatc tttttctggt gaaattcttt caatgatagc
  4020121 tttttcttca atatgttttg gtaaaggtaa ttgcactaat atgccattaa tacggtcatc
  4020181 gccatttaag cgatcgattt cagcaagcaa acgctcctcc gtaattgttt caggaaattc
  4020241 aattagctct gaatagattc ctacttgttc acagcccttt tcttttcctt ttacataaga
  4020301 acgagatgct ggatcttctc caactaaaat aactgctaat cctggtacaa tcccttgctc
  4020361 tttcaacttc acaacttctt cttttaattg tgctcgtttt ttctccgcaa cttcatttcc
  4020421 tttgatgatt actgctacca ttttaagatt cccccttaaa gaaattacag tgtatctttt
  4020481 atattagata aaacgccgtt aataaaacga cgagattcct catccccaaa tgttttagca
  4020541 atttcaattg cctcgttaat tgttacgttg tgtggaattt cttccatgta tttcatttca
  4020601 tacacagcta cacgtaaaat actgcgatca acaatactaa tacgctcaag cttccatttt
  4020661 tttaagtttt gacgaatcgc ttcatcaatt acttctttat tttctacaaa acctactaca
  4020721 agtgattcta gaaactcatt tgtttcttca ccttcatcta gcgtgttttc caccgctact
  4020781 ttcggttcta actcacctgt aatatccatt tggtataatg cttgcatcgc tctttctcta
  4020841 gccgtcctac gtttcattgt aactctcctt tatgcttcaa gtctttcctt ataatttgtt
  4020901 atattattat aatttataag ccgtcaattc acttactctt acagttttca ttgattttcc
  4020961 aaccttataa tacaatgata ataacacaat ttatcgtttc acacacgggt tacaaggctg
  4021021 aaaaataata aaaagattaa cttcaagttc catatcttat cacaatgtac gttttttggt
  4021081 aaaacgaaac attttctttc caatttcttt tttttgaaat agtataacaa ttagaggttt
  4021141 ttaatttgtg aagaaatgaa acgataaaaa agatgcctat gttactaggc atctttttca
  4021201 ttcttacact ggttcgattt ctgttttttg tgtttcgaat gttacgccaa cgatgtgaac
  4021261 attcacttct tttggctcaa gccctgtcat tgtaaagagc gcttggcgaa tgttgtcttg
  4021321 aatcttttgt gcaacaactg gaattgctac gccaaaatac atcacaacat aaaggtcaac
  4021381 gataatatct tcgtttgcta attcaacctt tacaccttta ccatgatttt tcttacctaa
  4021441 cttctcaaca acatctgtag caaaattacc acgcattgcc gctacacctt ctacctcagc
  4021501 agctgcaata cctgcgatta cttcaattac ttctggtgca atttctactt taccaagagt
  4021561 tgtatcttga cccatatcta acatatgttc agccatgaaa aaaacctcct ttaatgtatc
  4021621 actgcgtcac aagttcatgc tcttccaaaa atttcgtatt aaactcacct tttacaaaat
  4021681 caggatgatc taacaattgc aaatggaacg ggattgttgt atgtacgcct tcaacgacaa
  4021741 actcactgag tgcacgcttc atttttgcaa ttgcctcttc acgtgttttt ccgtgaacaa
  4021801 ttaatttagc aaccatcgaa tcatagaaag gtgggattga atatcccgga tatacagctg
  4021861 aatcgacgcg aataccaaat ccgcctggtg gcaagtacat ttctacttta cctggagatg
  4021921 gcataaattt tttggcaggg ttttccgcat taattcggca ttcaattgcc caaccattaa
  4021981 attgtacttc ttcttgctgt aacgataact tttctccaga agcaacaaga atttgttctt
  4022041 taattaagtc cacccctgtt accatttcag taactggatg ctcaacttga attctcgtat
  4022101 tcatctccat gaaataaaag cttttcgttt tatattcata aataaactca accgtaccag
  4022161 cacctgtata atcaaccgct accgccgctt taactgccgc ctcacccatc tgtttacgca
  4022221 cattttcatc aagtgctggt gatggacttt cttctagtag tttttgcaag cggcgttgaa
  4022281 ttgtacaatc acgctctcct aaatgaatgg catttccgtg tgtatctgcc attatttgaa
  4022341 tctcaacatg gcggaaatct tcaacgtact tttctaagta tacaccaggg ttcccaaaag
  4022401 cggtactagc ttcttgctgt gtaatttgaa ttccttttac aagctcttct tcatggcgcg
  4022461 caacacgaat accttttccg ccgccacctg cagtcgcttt aataataact ggatatccaa
  4022521 tttgattagc aagttcaatc gcttcttcgg tatttttaat aattccttgt gaacctggta
  4022581 caatcggaac ccctgcttct ttcattgtat cacgagcaac gtcttttgtg cccatctttg
  4022641 aaatagcttc tggacttgga ccgataaaaa ttaagttaca ttcacggcat aactctgcaa
  4022701 aatctgcatt ctcagctaaa aatccatatc ctggatgaat agcatcgcag cctgttaact
  4022761 tcgcaacact aataatgttc gtcaaattta aatagctttc tttcgagatc gttggtccta
  4022821 cacaatacgc ctcatcagca atttgtacgt gaagtgactc tttatctgct tctgaataaa
  4022881 ttgcgactgt ttcaatatcc atttctttac aagcacgaat aattcgtaca gcaatttccc
  4022941 cacgattggc tattaatact ttttttatca tcacaaagac tcccttatta cgcttttaca
  4023001 agaaatagcg gttgtccata ctctacaagt tgtccgttat taacaagaat ctcaacaatt
  4023061 tcgccatcta catctgcatc gatttcgtta aataacttca tagcctcgac aatacatacg
  4023121 atagaatctt tcgatactct atctcctaca cttacatatg gaggtgtatc aggagaagaa
  4023181 gaagaagaag aatagaatgt acctaccatt ggtgatgtaa ttttatgtag gttttcattc
  4023241 tgaacagctt ttttctcttc ttgttttggt acttccactt gcgctgccgc tactgtcgtt
  4023301 tcaacttcaa caggtgctac tggttgcacg gcttgtttcg ctacaggtgc ttgcaccgca
  4023361 acaacttcat taccacgctt tttcattttg attgtcgtac catctttttt gtattcaaat
  4023421 tcatcaatat tagagctatc aattaattta attaattcac gaacttcttg aattttaaac
  4023481 atgtaaaatc cactcccata ctcttgtttg tcccgttttt acagatttct cttcactaaa
  4023541 actagattga ctgtaaaaat acgatgtact ctattagaaa atgtatttca tttactaata
  4023601 gaaatagtta ctatttccat cttacgataa attttttaaa cattccaatt tatatttctt
  4023661 tataataaat cgaaactcct gtaaaaatat tatcccaata aaaatttatt acctagtaat
  4023721 aataccaagt ttcacatgaa attggcaaga ccacttccta aaaaacatcc actacttatt
  4023781 caaaactata caaagtaaac acgctactac ctctctattc ttcgccacat ctatagtcaa
  4023841 taacatattt ttaccaaata ttattttttt gtttacacgt cgttcatcat tccttcatat
  4023901 aagaatagta tgttcaaagt gtagaaaata tatcgtatcg aggtgtggac atatgatatg
  4023961 gctcattctc ttcttacctg ccgtaatggt ctgggcattc gttctcttca tccacgtcaa
  4024021 atccggaaaa agtaatcatc actaccatga accgctaatc ttttactcac aacgtatttc
  4024081 tccgttccga gttgaacata gtaaaaacaa agacgaaaca gaaaaaagct atcgaaaatg
  4024141 atagcttttt tctattatta tttttatcta actattttca aacaatccga ttactaaaaa
  4024201 cgaataatcc gcggaggatt tccccgcgga ttattcgttt tattttgttg gtggatcaaa
  4024261 ttttacacct acatcttttg atccgccttc acttcttaca agttgtataa ttttattcgc
  4024321 ttctttttgt gaatgttttg ctgcttttac agttacttta atgtcagttc catcggctct
  4024381 tacaagggca tctttatatc caccttgaga tttaattacc gtctcaagta attcttgttt
  4024441 cgtttccatt gtagtaattg catcaaaatt atcttttgct ttactctttt ctgttgctga
  4024501 agattttgct gaattcatca cttcttgtaa tcttgctttt tgttcacttc gctgatcttc
  4024561 catttgcata cgtaatgctg tgaaattttc atcacttgat tgaactgtta cgttagcctc
  4024621 ttttttactt gtttcttttg tagcactctc ttttttatct gtttctttgt ttgtttcttt
  4024681 attaggtgtt tccttgcttg tattttcttt gtttgaagat tcttttgttg tttctttaat
  4024741 cggcgtttca tttgttactg ctttatcagt accttgtttt tcttgtccaa tcttttcacc
  4024801 tgttgccggc gatgctgtat tcattttgtc tggagttgtt acgtaataca cagatagtac
  4024861 aacaactaaa cttaacatcg ttaatagcca aaccgtttgt ttttttaaca ctttatttcc
  4024921 tccctatcaa tttttcggtg aaactgaaac gcgatgggct ggtacatcta gcagccgtat
  4024981 gacagcttct tttaccatcg ctttaacttg tatattatcc actccctttg ctacgacaag
  4025041 aacacctcgc actttcggtt tctctgttcg taaaacaacg ggagtttctt tatccccttc
  4025101 acgtataatg actgtctttt catcaagaga ctcgtcttct actttcctct tgccgcctgt
  4025161 tttatctgtt tcacctgttg tttgtgaacg tttcactgta tttttttcta atattttttc
  4025221 ctctgatgag tctaaattta cattaatcgt tacatctttt actcctgcta tttcttctaa
  4025281 ggctgctttt aattcttgtt catacgcttt ttcgtatttt tctacatttg acatattatc
  4025341 attatttttt tgtccaaaag ttggtacgtc tttttcttgg ttttgagttt tttgttcttt
  4025401 aaatacaggt acttcttctt ttttacttga aaagaaacta ctagaaaaca taagcaacat
  4025461 tccaagtatg agtaggacaa gtaagaactt aggtgttacc ttttttccct tctcattact
  4025521 ttctttttca tctccattca ataagtttcg aaaaaatgag aacttcgaat ttttatcttt
  4025581 attgtccatt tactctacct gtcctccctt ccatttgaac ttggatttgt ttattctcta
  4025641 gttgccacct gcttgaaaag aagtctttca tttctacatt cgtttcctct acttttttcg
  4025701 gtggttcttt cgtattaatt tcaactggtt ttactgtttc gattgcatca tttttactac
  4025761 gctctttttc tttcaacgtc acaacaacag attgaatatc tttcgctgac tttacttccg
  4025821 ctgtgctttc cgctgcgact atttgtattt cagagactga cataccatac tgtttctcaa
  4025881 actcttttcc tacttctttt ttcattttgg tagccatctc ttctaaacta tatgcacgtg
  4025941 ttagagcttg tatttctttt ttcttcgaat ctattgaatt ttttacagac ccttctgcta
  4026001 cgtacttctc ttcattaaaa tttgcgatta cttcatttac atctgtttgc aatagtttaa
  4026061 aaaggggcgt taaaattaaa acaactaata atagacttac aacgaattta acgtactttt
  4026121 gcaaattgga atttggaaga ataagatgaa gcattgtcgc taagagtaaa aaaacgataa
  4026181 tatttctaat ccactctgta acaaattgca tacccttcac ctcctaccgc atcataagtg
  4026241 taatgttccc cgcagcaata ataattgtga tacttaaaaa gaacataaac gatacgatag
  4026301 ctaagcaagc aaatacataa atgatgctcc gtccaatgat atctaaacat tgaataattg
  4026361 ctccgccgcc aactggttgc aatactgctg ctgcgaactt ataaataaat gcaatgcaaa
  4026421 aaatttgaat cgctggaaaa gcgacaatta aacataaaat gacgagcccg ataattccga
  4026481 ctgtgttttt taataatccc gatgcactaa taactgtatc cgccgcctct gtaaacattc
  4026541 ttcctactac gggaataaag ttccctgtta caaatttagc agttttcacc gcgattccat
  4026601 ccgcaacagc tgtcgctgtt ccttgtacgg ataatacccc taaaaaaatc gttaaaaaga
  4026661 taccgataat cccaacgcta acgttttgca aaagcttgga caatttcgtt actttatatt
  4026721 gatcactcat cgtacttaca atacttaata tcgttgcaag taataaaagt ggtagaacaa
  4026781 tataattcat tagaagccca cttgtgttca ttaagaagat gataatcgga tgaaaaaatg
  4026841 cgacagatac aacccctccc ccggttgcta taagtgcaag caagattggc agtagtgcta
  4026901 atatgaaatc taccattgtt tgtatcgttt ctcttgcata tgtcatgacg acataaaaac
  4026961 tatttaaagc gaaaataata agtaccatat atacaaccgc atcagcaatt ttacttacgc
  4027021 tactctttga aaatgcagat tgcagtgatt gcaacaatgc actaaaaatt gtaagcataa
  4027081 tgagcgttcc aagtagtttc ccatttgcaa caagttcgtg aaataagtac tttaataaac
  4027141 ctagcatcca ctcttttata gagatttctt tttctccttt tacaaactcc ataaagctac
  4027201 ctttttgact ctctggtaag taacctccat attttgtaac aagcccgtcc caaaattgct
  4027261 tcacatcttc aattccgagc ttatccaatt gttgatcaac gacgtttgtt tctacaggag
  4027321 aagcttgtac aacaaccggt aaagaaaaga aaaggaagca agcaaatagc agcttagctc
  4027381 caaaccccct caacattcac tcccccttat cccgtcggca aaaatccgag aatagtttca
  4027441 attacaaccg tcaaaatagg aatcgccata acgagaatta aaatctttcc agctaattca
  4027501 attttcgaag cgattgcccc ttgccctgca tcctttgtaa tttgcgctcc aaactcagcg
  4027561 atataagcaa tcccaataat ttttagcaac gtttctacgt atacgttgct aactttcgct
  4027621 tcactcgcta ctctctcaat catttgtaaa atagcgtgaa tttgatcgat taaaagaagg
  4027681 aacattacgc tacctacgaa cacaataaat aatgacgtaa tgctagattt atgctgattt
  4027741 aatacagctg ctaaaaatgt agcaacgagg cctaatccga caatttgtat aatttcgatt
  4027801 cgaaccgccc cctttactgg aagagaaaga cacttttaat cttgtcgaat agcgtattaa
  4027861 ttaaaaatgc gacatgaaat aaaataacga caaaaccgac aaggataacc caatttgcaa
  4027921 tatcctcacg ctttaattct tttagtacgg tatgaatgaa agctaaaaca atgccgattc
  4027981 cggcgatttg aaatattaat ccaacatcaa tggacatcgc ctttctcccc cctatagcag
  4028041 taaaattacg ataagtagcc ccgctagtac tcctaagctc ttaatcatct tttcatattg
  4028101 catttgtaat actttcgctt cttcttcttc tctctctaaa tgtgtaatac ataagcgaat
  4028161 atgtttttgt tgcgattcac gatcatgttg tccgagcgtt tcaccaaatt gctgcaaaat
  4028221 ctcgtactca gtttgctgaa atgctgttaa cttccaattt tctttcaaac tatctatcca
  4028281 agcttctctt actgtttgtt ctccgctttc tagcctgtta gcgaaacttt gaaatatcca
  4028341 atttaacggc ttcggcattt gttttactaa tcgctcagcg gcttcagaca aaggggtatg
  4028401 cccatacata atttctgcct ctaatgattg aagtgccgct tttaataatc taagttgtct
  4028461 tggcctctca ctgtatcttt tagcgtatga aaacccgaaa aaggtgctga cagcaacgat
  4028521 taacactgca ccaaatattt ttaccatacg ccctcagcct ttctatgagg taataccgat
  4028581 tttccattct tatctttcac ttgcataact gtccctggcc ctcttgcttt tgacaattcc
  4028641 acaaacctat caaaaatgcc gagctctagc actgccttta gtgatgggcg tttcacaaca
  4028701 tcatcataag aaaatccatg tgcgcttata aaaagctgaa cccctgcatg tactgcctcc
  4028761 ataattgctt cactatcttc tttacgacca atttcatcca caattaatat atctgggctc
  4028821 atagaacgaa tcatcatcat cattccttca gcttttggac atgcgtctaa cacatctact
  4028881 cgtgtgccaa agtcatactg cgggatgcct ttcacgcagc cagcaatttc tgaccgttca
  4028941 tcaacgatcc ctactttaca cgaaggaatt tccgaagcac ttacaccttg gctcatacaa
  4029001 cgtgctacat ctcttaaaag tgttgttttc cccgtttgcg gcgggccaat taccatcgtg
  4029061 tttaaccatc gtgattcata caaatagggt aacagcggtt cagcaattcc tattttttga
  4029121 cgagcaatac gaatattaaa ggaagagaca tctcgaatca ttttcactgc gcttttttcg
  4029181 gtaatgactt ttcctgctaa gccgattcta tgcccccctc ggagcgtcac atatccacgc
  4029241 tttaattcct cttccatcgt ataaattgag aattgactta atttattcaa taagtgaata
  4029301 gcgtcctctg ctgtaacgat atagtcataa aaaaacactt caccatgagc aatacactct
  4029361 agcggtcttc caattcgaac acggatttcc tctagagcat cgtactgctt acaactttcc
  4029421 actaactgct tcatcgtttt cggtaaaact tctaatactt ctttcatcag cttctcccca
  4029481 ctatacctgg cttacttatt tcaacaacgc gataaaaatg cagccaattc caagcgctag
  4029541 aaaaaagagt ttcaaaaaag aaatctcact tgccacactc gctataccta ttgtcattgt
  4029601 taaaattaat acggtcggtc caacaaacgc caacatacca tttataaaca atgctttctt
  4029661 cgcatcattc acataaagca tgagcaaagc ggcgaatatt tccgcgctac ctgaaaacaa
  4029721 ccgaagcaac cccattacaa gcacggacgt ttccattgcc gctagccact gtttcattct
  4029781 cccaccttct cccataacgg ttactagtgc tgcactccaa aaagaatata tttgtacaac
  4029841 catatgcaga ggttgtctat ttcagaagta aaaacataat ttttctctat cgtctttatc
  4029901 taatctgaat attcttattt ttaatggtat attatggtat atttaattta aaaggggtat
  4029961 agacgatgca acacgttacc ttagtaccac tcgacttacg ctatgcaaat gtgattttta
  4030021 agctatccag tgattcacat gtaaaaaacg ctttaggaat aaaggtagaa aaaatcgaag
  4030081 atacgaaagc attccttctt ttcgcaatag aagaagagcg ccaaaagagg tctttatcga
  4030141 gaatgattgt aaatgaagaa aacgaaataa tcggtctcac cacacttaaa catattaatt
  4030201 atgagaagaa acaatctcac attggtagtt ggctcggcta tccgtactgg ggaaaaggat
  4030261 acaatgaggc tgcaaaaaaa gaaattttta aaattgcttt tttagaatta caacttacat
  4030321 acgtatttgc tggtgctaaa acgaataata tccgctcatt aaaagcacaa gagaaactac
  4030381 cttatatttc gttacatgtg gaaaataagt ttccagacga acacgccgca ttagagaagg
  4030441 aagtaaaatc actttgctct ctgcatgtcg tatcacgtga aaaattttta aactggttgg
  4030501 aattacagag tgaggaggaa aaatatgaag gctttaaaaa ttagtttaac gattgtagta
  4030561 gaattggctc ttatttatct tttttcatta ttggtgggct ggtcatttat ggaggccttt
  4030621 tttcttggta gtttagggat attcggggcg atttggctca ttgctttaca tataagacaa
  4030681 aataacaaca ttgatcacac tatatataaa acaggtgcag taaaaccttt tcaaatgaca
  4030741 tggggtcctt gcacaacagg tgcagctagt cttacagctt tcagttttat aataaccact
  4030801 atttattatc tgccctattt cctataaaaa aagcactcgt gatgatcacg agtgcttttt
  4030861 tactatgcac gagaaacgta tttaccttca ccagtgttga tgataagcat ttcgccttcg
  4030921 ttaataaaga ttggtacttg tacaacaaga ccagtttcta atgtagctgg ttttgttacg
  4030981 ttagaagcag tatcaccttt aatacctggc tctgtttctg taacttgtaa ttcaactgtg
  4031041 tttggaagtt caacaccaag tacttcgcct tggtaagtca taatagatac ttccatgttt
  4031101 tcttttagga atttaagctc gcgctcgatt tgtttttcac caagttcgat ttgctcataa
  4031161 gttccgttat ccataaatac atgagcctca ccgcttgcgt ataagtattg catacgacgg
  4031221 ttttcgatgt gtgctttttc tactttctca ccagcacgga atgttttctc ttgaacagaa
  4031281 cctgtgcgaa ggttacgtag tttagaacga acgaatgcag cacctttacc tggctttacg
  4031341 tgttggaaat caagtacttg ccaaaggcca ttatccactg caattgttaa acctgtacga
  4031401 aaatcgttta ctgaaatcat gtaaaaaaat cctcctgtgt attacaaaat aataagttct
  4031461 tttggtgatt tcgtaattac ttcattacct tcacttgtca caatgatatc atcttcaata
  4031521 cgtacgccgc caatacctgg aatataaata cctggctcta ctgttacagc catacctggt
  4031581 tcaagtactg tatcagaacg gaatgctaaa cctggtgctt catggatttc aagaccgatt
  4031641 ccatgaccag tagaatgtcc gaagtattca ccgtatcctt tttccgttat gtaatcacgc
  4031701 gttaacgcat ccgcttcacg gccagttaaa ccagctttaa taccgttcac accacgtaat
  4031761 tgtgcttcta aaacgatatt ataaatttct ttcaatttat cagatggttc accaactgca
  4031821 atcgtacgag taatatcaga gcaatatcct ttgtaataag cgccgaagtc taatgtaacg
  4031881 aaatctcctg tttctatcac tttttcagat gccacgccgt gcggtaatgc cgaacgaaga
  4031941 cctgaagcaa cgataatatc aaacgaagaa gatgttgctc cttgttttct catgaaaaat
  4032001 tcaagttcat ttgacacttc aatttcagat actcccgggc gaatgaatga tagaatatgt
  4032061 tcaaaggcag catctgcaat ctgtgcagct tcctttaata tcttaatctc tgaatcagtc
  4032121 tttatcaagc gtaacttttc tacaagccca gaagttggga taaattcagc atcgatcgct
  4032181 tctttatgag ctgaataaga actatatgta agagtatctt gctcaaagcc aagcttttga
  4032241 attcctagtt ctttcacttg ctttgcaact tcatcgataa ttaatcctgc atgctgtaca
  4032301 atctcgtatc caaccgcttg tttactagcc tgctctacgt aacggaaatc tgtaataaat
  4032361 tgggcgcgtt ttttcgaaat caggacaaca ccagctgttc ctgtgaagtt agccatatat
  4032421 ctacgactat gttcatttgt taacaaaata ccgtcaatac cagcctcatc aaatgcactt
  4032481 cttaatcttt cgattttctc cattacttta tgcctccctc aatttctcca ttaatgcaaa
  4032541 taacgctaac ttatagccat aaaaaccaaa tccaacaatc tgtcccgcac aaacagctgc
  4032601 cgtcacagat tcgtgacgga acgactcacg ctgatgaatg ttagaaatat gtacttcaat
  4032661 aacaggaatc gaaatgcttg caattgcatc tcgaatcgca tagctataat gcgtaaatgc
  4032721 tccaggattt aaaatgatcc cttcatatat atcttccgcc tcatgaatac gatcgataat
  4032781 cgcaccttca tgattcgatt ggaaacattc taactccact cccattgctt ctgcttcttg
  4032841 cttcatatct gcttcaagtg tcgctagcgt gccctttcca tatacattta cctccctgac
  4032901 accgaggcga tttaggttag gaccgtttac gaggagtacc tttttcatat gcttaaaact
  4032961 ccttaatatt aaagatctat ataccatttt aacataggag ttacttattt gaatagtttg
  4033021 tcttctcttc tccttctcgc tcagctttat ttgtatttac tgcgtaggaa acagagtatg
  4033081 ctataaacac accatataat ataaagatgc atattgtcgt cacaattgtt tctttcggta
  4033141 aatggagtgc acttttaata gcaggtgcta ttaaccctac tccgaaaaat agtaacgccc
  4033201 accaaaatag accataaatc atccctggaa gaatcccttc aaattttgcc aaaaacgctt
  4033261 tatacaaaaa ggcaattaaa attgaaagta gtgccataca aacaattcct aacacattac
  4033321 cccatacccc ttctttccag cttccaaagg caaatggtaa tagtaaataa ttcggtcccg
  4033381 cttctgtaaa tgaaaatata tgaaggaaat accatatccc tccccaaaaa agtccaccaa
  4033441 ataaaccaat ttgcacaaaa ttccttgttc ctaattgttc ttgactcaca tcgacacctc
  4033501 cgctcaatag tatgcccgaa actattttga accatgttta aatactgcga aatttgtcta
  4033561 taaaaagaat aagaaatgtc cgactctcgt aacattttcc cttgtcatct acttgtattt
  4033621 gtcgataaaa taaaggaaac tcggtgattg tcttatttca aaatgacaga acccagtatg
  4033681 acaattgcct ctttttctac ataagagaga aacaaataca ggttggtgtt aacatggcag
  4033741 aagagtcaaa acaaatatat ggcgggcaag cagtcataga aggagttatg tttggcggta
  4033801 gagaatatac tgttacagcg gttcgtcgta aagataaatc gattgaattt tatcgattac
  4033861 cacgcgttcg taataaagca ttatctatcc taaaaaaaat tccattttta cgagggattg
  4033921 ccgctattgt ggatgcaagc gcgaacgggg caaaacattt aaactttgct tcagaacgat
  4033981 ttgatgtcca cccagaagaa gacgaacaaa ttgcaaataa aaaagaagaa caatcgaagt
  4034041 taacgatggt attaggagtt gcagcagttg gcgttttatc tttcatattc ggtaaaatca
  4034101 ttttcacagc agttcctgca ctactagctg aattaacgag accgattttc ccatctcata
  4034161 cagggcaaat cattgtcgaa agtgtcatta agctcatgct attattgagc tatatatact
  4034221 ttatttcttt aaccccactt attaagcggg tatttcagta ccatggtgcg gagcataaag
  4034281 taattaatgc ctatgagaat aacctttcac tgactgtaga aaatgttcaa aaacaaactc
  4034341 gccttcatta tcgttgtggc agtagcttca ttatatttac agtcattatt ggaatgtttg
  4034401 tttatttcct tgtccctaca gatccacttt gggccagagt ggtaaaccga attttattaa
  4034461 ttccagtcgt gctcggcatt tcttttgaag tgttacaatt tacgaatcga ttacgcgata
  4034521 ttccagtatt acgcatactt ggatatcccg gattatggct acaactatta acaacgaaag
  4034581 aaccaacaga tgatcaagtg gaagtagcca ttgcatcgtt tgaagaatta ttacgtttag
  4034641 aaaacaaaca ataattattt aaaaatggtg ttcaactcct ttcctcatcg ttaatatact
  4034701 aattttaata tatgttttta ggaggtgttc cttatgaacg gtcgttcgtt tactttcgct
  4034761 atatttgtgc ttattatcgg attagcaata ttcggccttg tttcatctgt cattacaaac
  4034821 ccaatgggtg tgttaagaaa tattggtatc atgttggctg tcgttggtat cttttattta
  4034881 ctctacaaaa tgtttacaaa ctctagtggt tctgcaaatt cgcaaagctc atataagcgc
  4034941 gctgcaaaac aatcgagccg caaacatggg aaacaaaatg tagcacccct aagcaattct
  4035001 ttctttaaat caaatacttc taatgacaaa ggaaaaaaag ggaatccttc ttctttgaag
  4035061 cgaaaaagaa aacaatctca tttaactgtc attgaaggta aaaaaaacaa aaagaaagac
  4035121 cgtgcttcct tttagtagat acggtctttc tttatatttt gcattacttc tttcaaactt
  4035181 ttatctttca tactttcaat tcgaaggtga tgattttcaa atggtaaatt acgtgtcaca
  4035241 tcattcggta caacaacgca cgttaatccc gctgcaatcg ctgctttcaa tccatttaac
  4035301 gagtcttcaa atgcaacggc ttcagacgaa tctattccta aatcttctat tgctactcgg
  4035361 taaagtgctg gatctggttt taccttctca acatcttctc tcgttttaat gacttcaaaa
  4035421 taatctcgaa tttgtagttc ttccaaaaaa ggaataaccc attctctaga ggaactggaa
  4035481 gctaatgcga tttttaatcc catttctttc gcttcttcta agtattcttt taccccgtca
  4035541 cgagcttctg gtattttcat tttctcttta tgtaaatttt tcactttttc ttttaatgca
  4035601 tacttatcaa acttctcttt taactgctca tttaaatatt catacagtac atcgtctgtc
  4035661 gttccaatac attttgcaaa ttcctctaaa ggtaaatctc caccgtactc acgaacggcg
  4035721 tctctgaaag agtgaaacca tattgtttct gtatccacaa ttaatccatc aaaatcaaaa
  4035781 ataattgctt tcatcattct cccatccttt tcgattgaaa taaaaaagga aacgacgtac
  4035841 gttcccctta attacttttc tcttcatttg ctttttgaac gccacgaagt gtttccactc
  4035901 gaacctcatc ttgttcaaag tattgcacta agtcaccaat acgatcaatt gcttcccagc
  4035961 ttaaatgatg ttcaattcct tctacatcat tgtaaatctt actttcatcc acaccgataa
  4036021 tacgcataaa ttgctctaac aattcatgac gatatacgag acgttctcca atttttttac
  4036081 cttttgatgt taatacaagc cctctatatt tttcataaat tagatattca tctttgtcta
  4036141 atttttgcac catttttgtt acagaggatg gatgtacact aagcgcttca gcaatatcag
  4036201 atacgcgggc ataacccttt tcatcaatca acaaataaat ttgttcaata taatcttcca
  4036261 tactaggggt aggcatcggt ttcctccatc caatttcatt ttgctcattc cgtacgaagc
  4036321 aatcaataaa atgatacacc agaaagaata acgtgacaag ttgaaaacaa gcctaaatat
  4036381 ataaaacaaa aaagaatctg tatttgcata cagactcctc ttaagtaaag tattgtattt
  4036441 ctgcatcagg aaaaaactca tatatataac ctcttatcgt ttcttccaat acttccgcat
  4036501 catctttttt atatacgtat ttcccaatgc catatcgtcc ccatttatat ttacgcttct
  4036561 cttcatccat ttcaagcttc gtattcggat aacgctcttg aataaccttt tttgctggct
  4036621 ttgtaaagcg atgttgaatt aattcaaatg ttaaattcgg tatcgacaaa tcgtttaatg
  4036681 cattgtacaa tcgctcaaat agttcacgat atccttcttc ccatccttca tgcatataaa
  4036741 gcggcgccac tataaatcca agtggataac ccgcgcctgc tactttacga gccgcttcaa
  4036801 ttctttcttc aaacggtgat gtccctggtt caaaattttt aattacataa cgtgaattaa
  4036861 tactaaacct gaaacgagtt ttcccgttat gttttgcatc taataaatga tcaacgtgcg
  4036921 aatatttcgt aacgaaacgt aaacgcccat gctcactttc tccaatgaat tcgatcgcgc
  4036981 gctttaatgc atgtgttaaa tgatcaatcc caacgatatc tgatgtacaa gcagcttcaa
  4037041 accttgttat ttcaggtgct ctttcatcca tatattgctg tgccttctca aatatttcat
  4037101 caagattcac atacacgcga acgtaaggct tactcccaag tgtcgtttgc aagtaacaat
  4037161 aatgacaatg tcccatacat cctgttgcaa gcggaattgc atattcagct gacggttttg
  4037221 acgtatcaaa ctttaatgtc ttcctcaccc caacgacaag cgttgctttt gcattacgat
  4037281 acttttgcaa atcattttca cccggcaaat ttcgaatttg attatggaat gtcgtttcac
  4037341 gaatctctag tcccatcttc gtaaacttct catacagctc ttttccgagt ggatattcaa
  4037401 gtgccttcgg ttcaaagtaa acgagttttg gcataaatgg tttcatacgc ttccctcctc
  4037461 tcgttagtac gggaaacgat gaaaaattaa cacgcattaa agttttccac gttttaacag
  4037521 cccttcaaca ggctgttttt cttctgtcta attttacaaa ttgaaaaatt tcataaagaa
  4037581 aataagaaaa atgcaaaata attaaagtta attgttgacg tgatgctttt attatcggta
  4037641 tcataaatct tcgtgagcaa ttatttttcg ttatacgatt tttttattat tactgaattt
  4037701 ttgagaggag aaattagatg tcagttaaga agaaaacgca agtacgcacc ggcaaaatgg
  4037761 tacgtgaact aatgttagca gacgaagatg taaatgcttc gctaattatg gtatatagtg
  4037821 aaaacggtgt aaacgcagaa attaaaatcg agggcttaac gccgaaatgt aacgaagaat
  4037881 tatttttgag cggaaacgtg gattggaaca agagtgttat ttataaaatt gttgatttca
  4037941 ctggaaacgc tgaagttggt aaagttacat taacagcgat gaacaaaaat aatgtttctc
  4038001 tagaaataga acgcgttatg tggagtaaag aaaataaaga gactgctgaa caagaagaaa
  4038061 cagttgtaga agctactccg aaaaaagaag tagttgtaga agttccaaaa gcagttacac
  4038121 ctgctccaaa gcctgttaca cgtgtggaaa cacctgccat agcatcaaca cctaaaccta
  4038181 ctccggcacc gacacctaag ccagtaagtg tagaagcagc tgtggaatta tctactccag
  4038241 cacctgtgaa aaaagcagta ccaactccag ttacaaagca agagacaaca ccggtcgcgc
  4038301 ctgtaaaacc gaagcaatct gctttaactg aaacaaattc aaaactacaa gaaaattatg
  4038361 tgaaactcgt gaaaaagaca attgaagttt gtcaagatta cgagcttggc atcgacatag
  4038421 atgattctat tgaaggctta aaagaagaac tacaaagcca aggtattagc gttacatttg
  4038481 acaaagaaat tatggacgtt gtcaatcgcc ttcgttcttt acaagataaa ggaatcagag
  4038541 tagaaaaagt acttaattta ctataaaaaa ataagaggcg gcaattgcca cctcttattt
  4038601 tttataattc cattctttac tttcatactt ttcttttgct aatgtttgca cttcatgtaa
  4038661 ttgttcttct gttaattcat acggaacaag ctctacatct aatccttttt caaacccaac
  4038721 ctcaaacgct ttaattaact gctcgattgt aaacgtacgg tctgttaatt cattaattgc
  4038781 taccgcttta gaagcgaaca tactcttcat acgttctttt acacgctcat tcgggaataa
  4038841 aaacagatca tataactcat ctaaatctat ttctaacgga atcgatccat gctgcaaaat
  4038901 aacacctttt tgacgtgttt gcgcactacc tgcgattttt cttccttcta ctacaatttc
  4038961 ataccaagac ggtgcatcaa aacatacgcc tgagcgtgga ttttttaaat tttcacgatc
  4039021 tgcttctgtt tttggaactg cataatacgc ttctaaccct aatgctttaa aaccatctag
  4039081 taaaccttgc gaaataacac gatacgcttc tgtaactgtt tttggcatat tcggatgatc
  4039141 ttcagacaca ataacactat acgttaattc tttatcatgt aatacacccc tgccgcctgt
  4039201 ttgacgacga acgaatccat atttcttttc gttaactaca tccatattaa tatctttttc
  4039261 aacacgctgg aaatacccga ctgttaatgt tggtacttcc cattcgtaaa aacgaatagt
  4039321 tggtggcatt ttcttttcac tttgccaatt taataaacat tcatctaacg ccatattaaa
  4039381 tgccggtgaa cattgaccag agttaatata acaccatttt tcttttccca tcctgcacct
  4039441 catataacca attatttttc acattctcta gtctaccaaa ttcgacaaaa tttgtgaaag
  4039501 aatacgaaat ttcttcttat atacaaatga atctgttgca taaatacata cgggcattat
  4039561 aatattgaaa gtaggataag aaaaaaggga gcgatagaat cgtgtcaaca acttggatta
  4039621 ttttattagc cgtaatcgta gcgttcatcg gttacactgt atggatgtat ttctatcaga
  4039681 aaaaattaat tacaacactt tcagaagaag aatttcgcgc tggctaccgt aaagcacagc
  4039741 ttatcgatat tcgcgaagca gacgaatata ctgcagggca tattttaggc gcacgtaaca
  4039801 ttccgttatc acaaattcgc cttcgtcata aagaacttcg taaagatcaa ccagtttact
  4039861 tatactgtca aagtggattc cgtactggtc gtgcggctca atacttaaag aaacaaggct
  4039921 acaaagattt ctaccaatta caaggtggat tcaaaacgtg gactggaaaa attaaaaaga
  4039981 aataacaaca tacaaaaact agctgaacga ttcagctagt tttttcattt gaaaactttc
  4040041 cacgttattc tcacacattt tgacaaaact tttttgcaaa caaaaaagac ccctatcatt
  4040101 cttacgccca agtgaaaagg ttacgcgaat aaaaagaagt cttattcata ccatagtttg
  4040161 tgaaaagctt ttcaggtcaa gattttttct ttcttattat tttcccttta taataagagg
  4040221 aagaagtgat acatatggcc aatataaaac aaattgcaaa aaccgctggt gtatccatat
  4040281 caactgtttc tcgtgtcctg aataatcacc cttacgtaaa agaagaaaaa cgtaagcgtg
  4040341 ttctagatgc tgttgaagaa ttgaactatg ccaaaaatat aaatgctatt catttaataa
  4040401 agggcaaaac atatacgatc ggtgttatgc tccctttcat taaccttcca tacttcagta
  4040461 ccattattga aggaatcggt aacgaagcgt tagcagctgg ctatcacatt aatttatgtc
  4040521 aaacgaatta cgatagtatt gaagaaattc gtgttctgga aatgatgaaa atgaaacaat
  4040581 tcgacgggat gattatttgc tctcgaacaa gttcatggga acaaattgaa cctttcgcaa
  4040641 aatttgctcc tattatttca tgcgaaaaaa tgaaccaccc tctcatttca tccgtctacg
  4040701 tagatcatta tgaaggattc cgtctcggca ccgcctattt actcaagaaa ggccatgaaa
  4040761 aaatcggaat ttgtttagca agaaaaacga gcgcaaattc tatggagcgc gaaaaggcgt
  4040821 ttgctgatac acttcgtaag gagggcaaaa cgttacatcc cgaatggatt tttcatcaat
  4040881 gctatacaat gcaagacggt gcacaattac tccatcgtat tgtaaatatg aaaaatcgtc
  4040941 caaccgctat ttttacagca aacgatcaag ttgcagcagg tttagtaaca gaagctcgaa
  4041001 aacaaggcct tcgagtaccc gaagaccttg ctatcctcgg atttgataat catgaaattt
  4041061 caaaggcgtt agaaatttca acaattgaac atcccggtct cgcaatgggc tcacatgcgt
  4041121 tttctttatt ccataaacaa atgcaaagtg agcaaattat cgggaacgca aaagaacttt
  4041181 cattccattt aattgagcga gatactgtct aaaaggagcg ttacctatag cgctcttttt
  4041241 cagttcttca cctattgact ttatattttt actcgcatat aatgaaccta acgaacggta
  4041301 ggtaggggat gaaaatgaca gcaaaccgca ttaaagctgt agcactttct catttcgcac
  4041361 gctacggcta cgaaggaact tcattagcaa atattgctca agaagttggg attaaaaaac
  4041421 catcgattta cgcacacttt aaaggaaaag aagagctata ttttatatgc ttagaatccg
  4041481 ctcttcaaaa agatttacaa agcttcacag acgatatcga aaatttttca aattcgtcta
  4041541 ctgaagaatt gctcttacag ttactaaagg gctacgcaaa acgatttggt gaaagtgaag
  4041601 aatcaatgtt ttggttacga acttcttatt ttccacctga tgcatttcgc gaacaaatta
  4041661 tcgaaaaagc aaatgcacac attgaaaacg ttggaaaact tttattccct atatttaaac
  4041721 aggcaaacga gaaaagtgaa ctgcataaca ttgaagtaaa agacgctcta gaagctttcc
  4041781 tatgcttact agacggactt atggttgagc tactattcgc aggtttaaat cgctttgaga
  4041841 ctcgtttaaa cgcctcttgg caagtatttt ggcgaggcct ttcaaactga cggattgctc
  4041901 ctttgcaatg cgtcgttttt aagcccttca cctaacgact ggtaggaagg agaaatgaca
  4041961 tatggcatgg atttatgtaa tcttagctgg tattattgaa atcttttggg taattggatt
  4042021 aaaacacgcg gaggctccac ttgaatgggc tggtgttgca ttattaatta caattagttt
  4042081 cgtcttatta tttagagctt ataaagattt acctgttggt actgtatacg cagtcttcac
  4042141 tggaattgga gctggtggaa tcgttcttac agaaattttc attttcggag agccattctc
  4042201 tatcgtaaaa gtattattaa ttggtttaat cttcttcggc gtaattggtt taaaacgagt
  4042261 aacagaagaa aaagaagcga aggaggccgc ataaaatggc ttgggtattt ttaattctag
  4042321 ctggtatttg tgaaattatt ggtgtactct ttatgaaagt agccactgaa aagaaaagct
  4042381 gggcaccaaa agttatttta atcgctaact tcggcgtaag cttcttcttc ttatcccttg
  4042441 cgatgaacac attaccgatg ggaactgctt acgcgatttg gactggaatc ggaactgccg
  4042501 gaagtgcact tctaggcatc cttattttcc gcgaatcagc ggattggcgt cgtcttgctt
  4042561 tcttaagctg cattctatgc ggcgctgttg gcttaaaact attaagctaa cgtgaggtga
  4042621 atgtcatgtg gaaagaaaaa gggaagcaac tgttagcatg gatcacgctt ggtatcgtca
  4042681 ttctactgca aattagtttt catataatag aatggttgtt tcataaagta gtatccattc
  4042741 tcacattcct tcctaacatg acacttgaaa tgatatcaat cgttcggtcc attattgcct
  4042801 ccattgcaat cgtcattata tggagtatcg ccaagctatg gaataagtta tttaaaaagg
  4042861 acagttcttc tgaacaagag taactgtcct tttttatatt cattcagact ttctgtagaa
  4042921 gtttgatgtg ataagacaaa gaagaccaac tatgacaata cttataccaa tcactttatg
  4042981 caaactagga aataacggtg atatatctga ataagcattt gctaatatga gaccaattga
  4043041 aaataaaaat acccctattc tatataacca ttttctttta ttcatcattc tcccctccta
  4043101 acatttttca tacactcctt tcttttggac atactaccta aaaaaggagt gaataatatg
  4043161 caaaattcta tacataagca aatcctattt ttatttttcc tctttcttat tctcgttatc
  4043221 gttttcagct ttatattaca tactccaaaa gatgttgtac cgagtaacct ctctgtttat
  4043281 aagcttttac tttcctattg tcgttattga agaaggtgcc ttttataggg cgccttttaa
  4043341 aattctctct tctcatacaa tttcactgaa acaaagacag atgctatgaa catgcatatt
  4043401 gaactaatga ataacaagct gttgtatagt tgaatttgtt ctaggttgat tccaaagaaa
  4043461 atagaagaaa cggccatagg tgctattagt ataaaaatcg caataaaaat agttttttta
  4043521 taggccaacc aaaacgatat cggtaaaaca aagcttaaat aaactaaaat aaagctaata
  4043581 ctagcaacca ttgtcgtttc aataaattca aataggttaa ccccattctt cattcccatc
  4043641 gtaaaacaac cgaccgttac acttataaaa agaataataa ttgctactat atattttgca
  4043701 aatacaatat gttttttcaa tattggtaaa ctatttacta taacttcact ctcattttta
  4043761 ctatctgctt caaatgtttt taccgttgct ccaactgtaa taattacgga cataattatg
  4043821 aacagatttt ccgtatctgt taaggccata taaaagaaaa caggatacag tatgtaccaa
  4043881 attaaaaact tccattgaat gatgaaatct tttaaaatta gttgcttcac aatcgctccc
  4043941 tccttataaa tcacgctcat tgtacaaatg aattgagaaa aacatagaca taacatataa
  4044001 aagaagcaat cctgctataa aacaaacatt tacgactaga ctcgtgttcc aagcattttc
  4044061 tacatctaac caaacgttac ttacaatcaa tccactcaaa tatcccaatg caagtccggc
  4044121 gaacggagca atttgtttgg cactgctata tcctactgag aattcaatcg gaagtacaat
  4044181 tatgctacaa acaaacccac ctgttatacc tccgagaatt tctccccaca gcataaatcc
  4044241 agtcatatgc tcattttgca actgtattaa accaatcact agtgagaaac atccacctag
  4044301 agcaactaaa atacttacaa atatgtattt ccctatgaca agatctttac ggtcaaacgg
  4044361 taaactattt actatcagtt cacttttatt tttcccctca taactcattg acagtatcat
  4044421 gccaagagca ggtacaaaca tactaaatgt catcaaaaaa ctatcactac taaaatcaac
  4044481 aatgaacagg aacaaaaaac atataagata aacaaaccct aactttcttt gcatcatcat
  4044541 atcttttaaa actaattgct tgatcatgtt ttgcacctcc taatatgaaa atgtcccatc
  4044601 tataactctg cctgctgaaa cattttcatt gagaggaaca ttgatatgaa tatactcact
  4044661 aatactccaa taccaagaac acccattgct tgtgtagcct cttgagagtg aagtactttt
  4044721 aacataattg ttttatcacc aaaaatattg cacataagac caatcatacc tattaaagga
  4044781 aacagcataa tcaaattcaa gactgtaata actttatatc ccccaatgta attagtcggt
  4044841 atcgttacta cacaataaat caaagttgct actatcgctg aaaacactgc atatccaggc
  4044901 atgactatat ccctgtccaa taaaatattt cctaatatta cgactataaa agttacactt
  4044961 aaaccagcca taataagtaa tgtgcttgaa atatatttag ctataattat ctcttttctc
  4045021 gttataggta aactcactaa tactttttcc gctttacttt tctcgtcata ataaaaagaa
  4045081 atatatataa tcgtactaca tgttataaat aatcctattg caatccccat tggttcgacg
  4045141 gaattcttaa aaatagataa aatagggatt aaaaaataaa aaggaaacat cttcttctgt
  4045201 aaaaaaaact ccttcaaaat caactgttgc atatgaattc tcctctctat aaatcacgcg
  4045261 tttcataaat tttaattgta agaagcatag aaacgatata gacactagct aatataattc
  4045321 ctccaattat aaatacacca atatgcagcg gattcataat ccactcaatg aatgaaggtg
  4045381 ctgtttcatt cagcccatca ctaataaaca tccaaaaaat tacacctact cccattgatg
  4045441 ctgctgatac tatacttctt actatcttcg attttgtacc gtaataacta gggaaaagta
  4045501 tcacaacaaa aaacaaggcg taaatagctc catttattac ttcataccat ggaatttcaa
  4045561 tgtatagatt aggatgatag gcacaatatc accaatgacc acaatacctc ttataagaaa
  4045621 aacaactaac atcgtagaaa gcatgccacc tacaataaat attgcacagg aaatatatct
  4045681 agcaatgacg atatcctttc gacttaccgg taaactattt ataacaatgt cacttttatt
  4045741 cctttcatcc ataaagatta acgtcataac cgaggaaagt gttataaata gacaactcat
  4045801 cggaaataac tcttcaccac ttggatctaa cataaataac aaaagtggca taacaaaatt
  4045861 cactaaccac gttacccgaa aaaagaacaa atctttatat acgagctgac gcataggcac
  4045921 ctcttccttt cgcggtgtaa acgatgatct cgtccaatgt aggcttttct agtacaacct
  4045981 catttccaaa ccagtcgata attgtttgtt tatccttcgc taaaccttca aaaccaaatt
  4046041 tattttttcg taatccaaca aatagttctt ttccttctcg gtctaataaa tcattacttc
  4046101 cttttacgat tacgtagttc tccattaagt cgtctttttc accagtaaat ataatttctc
  4046161 catcattgat gaacgtaata taatctgcga tgcgctctaa gtctgttgta atatgagttg
  4046221 agaataatac agatacttca tcttccatta caatctcttg caacatatca agcaattcac
  4046281 ttcgaacaac tggatctaat cctgctgttg gttcatccat gatgataaac tctgcgtggt
  4046341 gcgagagcgc gatggcaatc gcaaatttca ttttcatccc ttttgatagt tctttaattt
  4046401 ttttatactt tggaacttgc aatctatgca tatacgattg atactgctct tcatcccact
  4046461 ttttatataa cggtgcaata atacgtttca tttgttcgca cgttaaatct tcgtaataat
  4046521 gattttcatc gtatacaaag ccgatatttt gttttatttc cttttcggct ttcttattgt
  4046581 ccttgccaaa aatttttatt tcgccgctat cttttttaat taaattcata atcattttga
  4046641 ttgtcgtact tttcccggcc ccattcggtc cgacaaatcc cataatatat ccgcgtggta
  4046701 acgtaaaact tatatttttc actgcaaaat cttcataact tttacaaacg ttttttagct
  4046761 ctaacatcct ttattccccc tcatataaac acgctatcat ctgctgtaaa tcttcaagtg
  4046821 aaagctgcaa cgctttactt tcattcacaa tctcttccgc tttactttcc aataggcgaa
  4046881 gccgctgttc ttttaatagt tcattatttt tacgtgaaac ataagtcccc ttcccagcga
  4046941 cagtttctat atatccttct ttttcaagct cctcgtacgc acgcttcgtt gtaattacac
  4047001 taatttgcaa ttccttcgct aaattgcgaa tagacggtaa ttggtctcca ccctttaaac
  4047061 caccatttaa aataagctgg cttaattgtt ttcttatttg cacataaata gggtcttggg
  4047121 aagaattcga aataataata ttcatgtttt cctccagtgt gtatatactg tgtatacctt
  4047181 atatatacag tatatacaca acatcctatt tttggcaaga aaaaaagacc aacattttcc
  4047241 tgttggtctt tcgtatatgt atcacttttc aaagcgatct aacatctcgt ctctcattcc
  4047301 gaaacttact actgcaattc ctatatacat aaacagaagg aatgccggat gaaccgtgtt
  4047361 gtaccagctg ctgtcaacaa ttaaataaat cgttaatgcc acaacaagaa caaacgctaa
  4047421 gataaacata taaaagtgtc ttgtactacc catgataaac tcctctcttc tcacttcacc
  4047481 attcaacagt atattttatc gaataattcg atatgactca aggttaactt tctgttatgt
  4047541 aatcaagttc cacctttaca atgtcctcac atgctattga aatgatcgtt ccttgcttat
  4047601 caattgccgt cacttctcta ttatccatta cacgactcgc tactctttct agtacttttc
  4047661 cttgatctcg gtaacaaaat tcttttacat ctttaattgt ttctccattt tctaaatggt
  4047721 ataccatcct ataacatcga tatcccacac tttcaccccc gtcttgctcg ttttttcaca
  4047781 tatacataaa aatgagtaat ctttgcctca tcacatcttc ttaatttcaa taaaattcta
  4047841 acaaaaataa atacttttat caaaccgact ttttcaacaa aactacctat aaaactacac
  4047901 ctttacacca ttaggaaaca aaaaatataa ttttttaaca ttttcttcac tatttctgca
  4047961 ctaattctcc atacaaaaaa agaacccgca tatagcgagt tcttcttttg ttattctaat
  4048021 caaacttgta caggagctgg ctttgcataa cgtaaaactg gtttacgtgc agccatcgtt
  4048081 tcatctaaac gtttaatgac tgttgtatgc ggtgcttctt gtacaacttc tggattttct
  4048141 tctacttctt tagcgatttg aatcatctta tcaatgaaac cgtctaaagt ttcttttgat
  4048201 tctgtttctg tcggctcaat cataatacat tcttccacat ttaacgggaa gtaaatcgtt
  4048261 ggtggatggt aaccgaaatc aagcaggcgt tttgcgatat ctaatgtacg tacaccaagt
  4048321 ttcttttgac gacgacctga taatacaaac tcatgcttac aatgtctatc gaatggaaga
  4048381 tcatagaatg gtgctaatct tctcatcata tagttcgcat ttaataccgc atactccgtt
  4048441 actgcacgca agccatctgg acccatagaa cgaatgtatg tgtatgcacg aacattaatt
  4048501 ccgaagttac catagaatgg ttttacgcgc ccaattgctt ctggacgatc atagttaaag
  4048561 tgatagccat tttccgtttt ctctaaaatt ggttttggta agtacggaat taaatcagct
  4048621 ttcacaccta ctggaccaga acctgggcca ccgccgccgt gaggacctgt aaatgtttta
  4048681 tgaaggttta aatgcacaac gtcaaatccc atatctcctg ggcgcgcttg gcttaatact
  4048741 gcatttaagt ttgcaccatc atagtataat ttaccgcctg cattatggac gatttctgcc
  4048801 atttctaaaa tgttttcttc aaataaacct aatgtattag gatttgttaa cataagtgct
  4048861 gctgtttctt catttacaac acgttttaaa tcttctaagt caacaagacc atgttcattt
  4048921 gattttactg taattgtttc aaaaccagct acagttgcag atgctggatt cgttccgtga
  4048981 gcagagtcag gaacaattac tttcgtacgg ttaaagtcac catttgcttc atggtatgca
  4049041 cgaattaaca ttaagcctgt ccattctccg tgtgcaccag ctgctggttg taatgtaaca
  4049101 gtatccatac ctgtaatttc aattaaatgc tcttgtaaat cgtacattaa ttccattgca
  4049161 ccttgtactg tcttctcgtc ttgcaacgga tgaatatttg caaatcctgc gaaacgagct
  4049221 acactctcat taattttcgg attatatttc atcgtacaag atccaagtgg atagaaccca
  4049281 gaatcaacgc cgtggttacg gtttgaaagt gctgtatagt ggcgcataat atcaagttca
  4049341 gatacttctg gtagctctgc atcttctact cgaatataat cgctctcaaa cacatcttct
  4049401 agtttcactt cttctacatc taattttggt aagctatatc ctatgcgtcc ttctttactc
  4049461 acttcaaaga taagtgcttg gtcttggttc ttcattggat agcccccatt tcgtttacaa
  4049521 gtgtgtcaat ttcctctttt gtacgaagct cagttactgc tacaagcata tggttctcat
  4049581 gctctttata atcacggcct agatcgtaac cgccgataat attcttttgt aataatgcat
  4049641 cgtttacttc tttcactgga cgcttacaat ctacaacgaa ctcattgaag aatggaccag
  4049701 caaatgttac agtgaagcct ttcgcttcga attgacgttt tgcgtattgc gctttagaaa
  4049761 tgttttgacg tgccatttct ttcacacctt gtttaccaag tgccgtcatt gcaacagaag
  4049821 ctgctaatgc atttaacgct tggtttgaac aaatgttaga tgtcgcttta tcacggcgga
  4049881 tatgctgttc acgtgcctgt aacgttaata caaacccacg tttcccatct gaatctacag
  4049941 tttgtccaac aagacgtcct ggaattttac gcataaatgc tttcgttgtt gcaaagtaac
  4050001 cacagtgcgg tccaccaaac tgcgttggaa taccaaatgg ctgtgcatca ccgattacaa
  4050061 tatcagcacc aaattttcct ggtggtgtta atgcgcctaa tgataatgga tttgaagaaa
  4050121 cgataaataa tgatttttgt tgatgaacga ttttttcaat atcagctaat ttttcaactt
  4050181 gtccgaagaa gtttggatat tgaacgatta cacaagcaac agtatcatct acttcacttt
  4050241 gtaatacgtc taaatctgta acaccatctt tatgattaat ttcaacaact tcaagatgtt
  4050301 gaccttttgc atatgtttca agtactgctc ttgattctgg gtgcactgca ctagatacaa
  4050361 gaattttctt tttacgagta tggccagccg ctagcattgc cgcttcagct aaagctgtac
  4050421 caccgtcgta catagaagag tttgctacat ccattcctgt taattcacaa atcatcgttt
  4050481 ggaattcaaa gattgcttgt aattcccctt gtgaaatttc tggttggtat ggcgtgtaag
  4050541 ctgtataaaa ttctgagcga gagataacat gatctacaat tactggagcg taatgatcgt
  4050601 atacaccagc tcctaagaaa gaagcgtatt cttttaagtt cgcattttta ctagccattt
  4050661 gagataactc ttttaaaagc tctggctctg attttgcttc tttaattttt aaatcccctt
  4050721 taaaacgaac actctctgga atatcagaga ataactcatc gatcgtttga acgccgatcg
  4050781 tttgtaacat ttcttttttg tcttcttctg tcattggaag ataacgatgc aacatgaaat
  4050841 ctacccctct ccccgttact ttgaacgttt ataaaatggt gttggaacaa ctactgcttt
  4050901 gacgcgttta ttacgaattt caatttctac ttctgtatca actgctgcgt attttacatc
  4050961 aattagtgct aaaccaatgc ttttctttaa cgttggagat tgtgtaccac ttgttacttc
  4051021 cccgatcttt tcttctccaa taaatacagg gtaatgcgta cgaggaattc cacgttcaat
  4051081 tacttcgatg ccgactaatt tgcgaggcgc accgttttct ttttgctctt ttaacgttgc
  4051141 ttttccaaag aagtctgctt ctttatttgt ttttaccgca aagccaattc cagcttcaat
  4051201 cggtgtaata tcttttgata attcttgacc ataaagtggt aatgttgctt cgaagcgaag
  4051261 tgtatcacga gcacctaaac cacatgcttt taagccttct tctgctccaa cttcaagaag
  4051321 tttctcccaa agttttgctg catcttcact cttacagtaa atttcaaatc catcttcacc
  4051381 tgtgtaacct gtacgagata caagtgctgg aattccatct acaagaatat cgtttttaaa
  4051441 tttaaagaac ttaatttctt ttaaatcttc tgacacaact ttttgtaaaa tgccttctgc
  4051501 ttttggtcct tgaattgcaa gctgtgcaac ttcgctagaa acattgacta ctgtcgcatc
  4051561 gccaattaca tggctagcta accattcgta atctttctcg atatttgatg cgttgataac
  4051621 taataaatag tcttcttcac cacgtttgta gattaataaa tcatctactg taccaccatt
  4051681 ttcgtagcac attgctgtat attgtgcgcc tcctaccttt aaggtagata cgtcatttgt
  4051741 aacaacacgt tgtaaaaatg ctaaactatc tacacctttt acctcaactt ctcccatatg
  4051801 agacacatcg aacaaacccg ccgctgtacg tacagcttca tgttcttctt taatgcttga
  4051861 aaattgaact ggtaactccc aaccaccgaa gtcgattgtt ttcccaccat acttcgcgta
  4051921 tacatcaaat aacggtgtac gttgtaatgt aatcatgatc tctccccctt atgctctgac
  4051981 aaatcaataa aagttgttac tcttttctaa acattttcat tctaaaaaga taggatatac
  4052041 ggaatctcat tatatttttt atgaaagcgt aaataaaaaa tcactttctt ggataaaata
  4052101 cgaaagattc cacacatttc acaccattat cctaacatta ttcgctatat ttcatcaata
  4052161 ttctagcata aaaaataatt tagaattttt catgcttaat cttattacat acaactttta
  4052221 agatttagtc ctttatcttt gcttattctt taactttcag taagtgtaat aacgccttat
  4052281 tacaaggctt atatagtaaa gattttttca tatattactt taatttataa aaggtgggag
  4052341 agtcgtaatg aatgtcgata tttccataga tcgaacgtgg caaaacaatt ttttaaatag
  4052401 aattgacgaa gatggccctt ggacaaactg ggatttatat catttagctt atgaaacaga
  4052461 gaaatcgtta cttgttccta cttttgatgg attacaagca ccgaaacatt tatcccattt
  4052521 cacaccgctt cctcatcaat tagaagtcgc tcaaaatgtt attgaacaaa tgaatggtaa
  4052581 agcgattcta gcggatgaag tgggacttgg aaaaacgatt gaagctggac ttattttaaa
  4052641 agaatatatg gtccgcggcc ttgtgaaaaa agtacttata ctcgtcccag cctctctcgt
  4052701 atcacaatgg gcatacgaat taaatacaaa gtttttcatt ccagctgtag cccaaaagaa
  4052761 aagctactcg tgggaacaag ccgatgtgat tgtatcatcg attgatactg caaaacgttc
  4052821 accacatcgt gatatcgttt tgaatttaga atatgacctt attattatcg atgaagcaca
  4052881 taaacttaaa aataataaaa caaaaaacta tgaatttgca cagcgattaa aaaagaaatt
  4052941 ttgtttatta ttaaccgcta ctcctgttca aaataagatt gatgaaattt ttaacctcgt
  4053001 ttctttatta aaaccaggac atttaggcaa tcagtccaac tttgaagaat attacgcttc
  4053061 aaaaaatcgt tcagctgaat cagatgaaga tttaaaagct cttattaaca aagtgatggt
  4053121 ccgaaatcga cgtcacaata ccggaattga ttggcccaag agacatgtac gtacaatttt
  4053181 tgttgagttt aatgaagaag agcaagattt gtataataat attgaaaatt ggcgaggaca
  4053241 agatgccttc acatccgctt tctcatcctt aactttaaaa cgagaagcgt gcagtagtcg
  4053301 tgaggctgtt tactattcat taaaaaaaca tgtagaaaaa cgacagaagg aaaatgagca
  4053361 ttacgtaaaa gatccgcata tcgatatact aatggacaaa attaatcata ttccttttaa
  4053421 ctcaaaagca aataaagctc tagagcttat aaaagaaatt gacgataaag tcgtcatctt
  4053481 cacagaatac cgagcgtcac aaatgtactt acaatggttt ttacaacaac atggtatttc
  4053541 ttccgtccca ttccgcggcg gatttaaacg cgggaagaaa gattggatga aggaactttt
  4053601 ccaaaatcat gctcaagtgc taatcgcaac ggaagctggt ggtgaaggaa ttaacttaca
  4053661 gttttgcagc catatgatca attatgattt accatggaat ccaatgcgtc tggaacaaag
  4053721 aatcggacgt attcaccgtc ttggtcaaaa gaatgatgtt catatttata acttagctac
  4053781 aaaacacaca gttgaagaac atattttgaa actgttatat gaaaaaatca atttatttga
  4053841 gcgtgtgatc ggtgagctgg atgaaatttt aacgagaatt aatatgaaaa atatcgatgc
  4053901 acacattcaa gaaatatttg cgcaatcaaa aagcgaagga gaaatccgaa ttaagatgga
  4053961 aaacttaaca tctattatcg actttgcgaa acgaaacgaa gctgaggtgc aaggctatgc
  4054021 agcaacatga aattcataat tacttataca atttttttga ggcgaataac tgtgaaattt
  4054081 tagagcgttc ccctcactta ttagacgtac aattaacaat tgagatggat aaattattaa
  4054141 tgaaccgtcc tttttattgg cactatcttg agaaaacagg aggcgtaccg aatccgatgc
  4054201 gccttactct tattacagat ccagaaaatg aagaaaatga tggcgagctt attcactacg
  4054261 gttcaccgcg tctacatcaa attttccaga caacaaaaga actaggatct tacatacgtt
  4054321 tatatgagga cgtacggcat aatggagcaa cacatacccc actccacccg tggctcggta
  4054381 taaatataaa agtttcctac caatgtgatc gaaaaaaaga tattcttcac tccattggta
  4054441 ttcatctcat ttctggaaca atgatggcaa actttcatga cacattaact aaaattaagc
  4054501 ttacaccaaa aatacctgac ttttgtttta cgctctcacc tatcattaaa cctcaaagtg
  4054561 gtttacaacg tatagaggat gctttaaaaa atataattgc agaagatgac catacgtggg
  4054621 cgaaagaagc aagagtacgc tggaatcacg atttagatct tttaaatcgt ttttatgaag
  4054681 aaagtgatga acttcccgaa agctatgaaa ttgaaaagca agcactgcaa gaacaatatg
  4054741 aaccccgtat tacagtgcaa attattaatg gtggactctt ttatgttacc gcgaatcatt
  4054801 ttctatctta aaaagcccct tctgttttag aaggagcttt tttgagttat cctctatcgc
  4054861 cattacgctc ttgttgtttt tgctttgcca tgcgtttttg atacgcacga tcctttgcac
  4054921 tcacatgatt agcatcagtt ggaagatttt cttttgaacg accaattcca ttgctcatct
  4054981 tttcccctcc tttttacaca ctttaaaata catccttatt ttcagctaga agcaccatcc
  4055041 ttatgcaaaa aaataagagc agccatcggc tactcttact cactcacata tttttgaaac
  4055101 atatcatgga tgcctttatt tactaggttc gagatctgtt cgtcagattt attcggataa
  4055161 cgatcacgca atctgataga tgccttcacc attaaatttt ctaatacaga acggccacct
  4055221 tctccataaa taatttcagc atatttaaca agccttccat cctctactgt tgctggatta
  4055281 tgattgaaga aaaatttact cattgtctcc acctctctct tttgataacg tttacattta
  4055341 tatagattat ttatgttatt tatttcacaa tattgtatgc atgtatattt aattagtttc
  4055401 attataaagc aacatatcga tagtaaatat gtgattttcc gtccattttg tgaacaaatt
  4055461 aaaaatgaaa gcgtttcctt tattatatac taaaaaaact tactacgcta ggggcaattt
  4055521 ttttcaatct actaatcata tactttttct tttttcacta aaccttatac aattttcaga
  4055581 aattatatta taaaatatat gtatgactta aggaggctct gtatgaatca aaataaaaaa
  4055641 gctatattag atcttgtctt ttatctcgta attccattcc tcatttggaa atttgcaaaa
  4055701 ccttatatcg atccttatta cgcgatgtta ctttcctctg ttccggggat tatttataca
  4055761 ctgtatacct ttaaaaaaga aaaacagttt aacgtaacag ggttctttat tttaattaca
  4055821 ctcatttcta atacgacagt agatttatta tctggatcag ctgaacgaat gttgtggaac
  4055881 gatgcatatt atcacatcgt actcggcatt atcgttatat gtacaatttt tataaaaaaa
  4055941 ccacttatgt tatatttcgc agcagatatt gcagcactgc aagggcatga ccgtgataaa
  4056001 agtcgtgaac tgtatcgtga tagtcgtatc tatccagcac tacaatattt aacactattt
  4056061 ttcgggcttc aattcatatt aaaaagcttc ttaaaaattt atttcatctc tgttttcggt
  4056121 gtagatggct atggtgaaat gagagcaatt atgaccgctg ttgggtgggg catttccatt
  4056181 tgtatcggaa taggatttgt ctgggtcaac aataaaatac atgccgttaa agaagagaaa
  4056241 gagtccatac aataaatgaa aatcccctag tagtatgatg ctactagggg attttcattt
  4056301 tgctacacat attacgaaag aattaacttg atttttttct tttatttttt acgtttcgat
  4056361 aaagcaaagt agcacttagc ggcataacac caaaccactt attcataaat ggctcttttt
  4056421 cagcacggcg ttgttctttc ttttgttttc gatcttcttt tggagcatcc atatacgaca
  4056481 caaactgttg tgtcacaaag cgaacataat cattagtaga catattatca tcacctctac
  4056541 ttgattagta tgtccacttt cttattcatt aatcttttct tttaattcat tcataatttg
  4056601 ctttacagac ttattcgtcg tatcgatatg aatatgagcc tcttcataat aagctcggcg
  4056661 cgattcgaat ttcgttacaa atgcatctat atctttcttc tgaaatagtg gacgtgtcgt
  4056721 atcttcacga agcctttctg caattacatg tggatcacaa tataaataca cgacagttcc
  4056781 attttccttc atccattttc ggttttcctc tcgctcaacg attccgccgc cagttgtaat
  4056841 gattacatta tcaacaggta gtgaacataa catttcactt tcatattccc gaaaagccat
  4056901 ttcaccttct tcggcaaaaa tatcacgaat tacttttccc tgcttctctt caattttttg
  4056961 atctgtatct acaacatcca tatgaagttc tttacttaat gcttttccaa ttgttgtttt
  4057021 cccagctccc atataaccgg ttatgtatat agatttcatg ttctttcctc tcaatcgtca
  4057081 tgtattactt gttattataa cgaaagatgc tcctttattt aataaaaaaa cgttttgttc
  4057141 tccttatgca ttgaagaaca aaacgtcaca tacacacttt tacttataag tacctcttct
  4057201 cacccactgc gttgcgatcc atttctcacc tttcgttaca ggtgcccctc cgtgtaacgt
  4057261 aagctcgttt aatgattggt cttgatagaa atactcaaag tatactgcca ttccctttct
  4057321 agggtgcaca gaaagattta atttcggaaa gaacgtttct ccgccttctt cgacatcatt
  4057381 taagtacata acaagcgtac taatacgatt attagcagcg gatctactat gttccgcaaa
  4057441 ataatcataa tgcgctttat attgttgatc cacttcataa tttaaaatgt gtaatccttc
  4057501 tccatgcgac gcaggaacat tcatgataga tgaaatccgt ttttcaatct tcgccgtaag
  4057561 ttcattatcg tccaaaaatg caccactact cgttcgaata tcatttacat cacgtgatga
  4057621 accaactttt gaacgtgcta atttactttt agacaattca attaattcat cacactcttc
  4057681 atcacttaat acatttccta acacgacaat aagaggttct tcgaattttg aaataatttg
  4057741 tatttctcta tcctctgtct taattacatt tcctttatga tcaaaaatag tttgttcctt
  4057801 attttcacct atttgattgt tgtttgtcat ttccctattc tccctaaaaa taatgattgg
  4057861 atagcatgaa tatatcatat tctttctacc tttctctttt ttaagaaaat ttaaactttt
  4057921 aattgtttta tttatccatt tccttttaaa aaacagccta ttttcaaatg agaaatcatg
  4057981 gttttttatc catatatttt acatactatc cttctatcca atcgaatatt ttctcatcct
  4058041 tttttctata tcgaaagctt actttataga aaacttcctg cttgatttta cactgtaatg
  4058101 aaacgagaat aacatcgttt tcaaaaacgt aatttcctct cgcttccccc ttttcatatg
  4058161 gaaagaaaaa agtatcttcc ttttcttttt ttttaagtct ttttttatat ttgtaataga
  4058221 tcgctttagt agttcctcca gtacaaactt ttgctctatt tcagtataaa actttttatc
  4058281 tataagtaac atattcgttt cgtatacaaa gaacgaagtt aataatacaa gaaaaatgat
  4058341 tgttcctggc atcgtaaatc catcttgttt tctcatatat ttatttccat ttcgctatac
  4058401 cttatagcta caccttcata tattatcccg ctcctatctt tcacatttat aaagagcaaa
  4058461 tgaggcgtta cttcatacga aactctttca acattttgta atataacttc tcttccacgc
  4058521 atgttcactt ttcttataag atgattattc aatttttcat acgtcacttc atctccagtg
  4058581 cgaagacgga agcgcaacat actctctcta ttttcaggaa ctattttttc tacaaatgat
  4058641 acttcacgaa actctaattg tacttgccct aaaaacacat cccactccca atcatttaat
  4058701 cctttcaatt gtttattttc cattccgata aaatgcaaac gtgggaagag tacaaagaac
  4058761 agtgataaca gaaaaaaaca aacgatcatt tctattaatg taaacccagc ttctaattta
  4058821 ttttttctcc tgcataaaag cattgttcca tcattctgcc tttcacatct ttccacatca
  4058881 cacaaacttc atttcctccc caatatgtgt aatatacatt tccgtttata actttttctt
  4058941 tctgctgttt tgcctcattc tcatacatat ataaagctgc ttcttttttt aataatacaa
  4059001 atgccttata acgaagttgt atgttttttc gttcttgcat aaccaatact gtttgtggaa
  4059061 gtagtaaaga taccaccatc attactatac ttaatgctac aatcatttca gccatcactg
  4059121 accctttttg acatttcacg atacgtaaat ctccctcttc caagctggaa tacaatctca
  4059181 tatttataac ttcgatacga aagtaaaatc gtgccacctc tattaatatt tccactcgga
  4059241 ttatatgtca tcggatttgg aaaagtattc aaatccaatt gtatatcgct atcatattct
  4059301 cttttaatga tagaaagatc cgtactcgat tcccctatat aatacatatg tctatcttta
  4059361 tgccatcgta atgtatagtg tttttgacgg tttatcgcta attgttgcat atacaaaata
  4059421 tcatttgaaa actgtcttaa aaattgttcg attttttgtt tttcatataa tgaatgtaca
  4059481 ttaaaatacg tgaccatact tagtacagaa attgcaaata aaacgagtag catttctaaa
  4059541 agggtaaaac ctttttgctt cacagtttcc cacttgttac tgttccatca tttgaaatat
  4059601 gaatagattc accattcgga cacttatcag ctgtaatata tttttcatca cttaactctt
  4059661 ttagtgtagg aattttatta tgttgtagtt ggtatacttg tacttgcgct tctatagatt
  4059721 tcacataggc tttacatcct tttccttcga cggatgaacg ctgcgtaact acatcaggaa
  4059781 taattaatag taataataca gttatgacga ccataactaa taacatttct aaaagggtaa
  4059841 acccttcctc attctgcatg taaatgcctc ctatatagaa ttcatcattt gaaacattgg
  4059901 cataatcatg gctaaataca taagaacaac tattcctcca atacacgtaa ataaaatcgg
  4059961 ttgaataatc accaacatac gttttatttt tcgctccatc ttttccataa taagatcgct
  4060021 atagtcacct aattcaatcg ccaaattacc gtttgcttgt ccatgtgtaa taatataaga
  4060081 aagttcttcc tcataatatt cgcttttagc aataatagat tgcaacggtt ctcccgcaat
  4060141 taattggcgt tcaattcgac ccgcttcata ttgaaagaac ggatgatatt tttgctccat
  4060201 cattattgtt agagcctcaa gtactgataa tccaccgtgt aataaaccgc tcaattgagt
  4060261 ggcgaaataa tgcgaatgct ttaaaataag aaatgttttt acgaggggga tacgaagtat
  4060321 aattttcacc tgcttcatat gtgggagttt ccgaaagtaa actatatata caccaaatac
  4060381 aatcataatg ataaaaaggg tactaataat aaggtagggg agtaacttaa ttgtacttaa
  4060441 tatttgttct gtgaataacg gtgctgtaga accaaatgaa ctatatacca tatcaacctg
  4060501 tggtaataaa atacggttaa aaatcaaaat catgattatt aaaaaaatcg ctaaaaacat
  4060561 aggatactgc attattttta tcatatcttt cctatactta tcctttttat aaagaagtgc
  4060621 actcccttgt tgcaaggcaa aagaaatatc accatgctgt tcagcataaa ataaatagct
  4060681 taacatctcc tgatggaact ttaattgatg aaaagagtcg tgtaaacttt ttccatcttt
  4060741 caacccatca atcatgcgct gcaattgtac tttcttttct aaaggtaatt gaaaccgtaa
  4060801 aaattctaat gcctgcaaaa gggagtatcc tttttctaat agttctccta atcgtttcag
  4060861 taatatgact tgatcactta aactccatat ttccttaaac ataaacatct tcttctaaaa
  4060921 accctaaagc gtatcctttt cgtatcgaag attgtaatgt ttcgtgcttg tatgtgacac
  4060981 attccccgtt tgcttcttta atcgcttgtt ttaactcata tccatataac aactcataaa
  4061041 tactcgcttg ccttacttgc ctcattgatt tgcataaagt tgagcacttt cttttgcaaa
  4061101 acggacactt taattcgaca agtcgctgtg cagctatagc taataaagat tgttcgattt
  4061161 cttgcctcgt tatgccaaaa cccatgaacc gaagtatcgc ccctctcgca tcattcgtat
  4061221 gcaatgtcgt cattactaaa tggccagtca aacttgctct tatagcaatt ttcgctgttt
  4061281 cttcatcacg aatttcaccg actaaaataa catctggatc atgacgcaaa atagccttta
  4061341 gtccagcctc atatgtgata cctgcttttt catttatttg aatttgtaat acatcgtcat
  4061401 ttcttttttc aactggatct tccagtgtaa cgatgcgacg tgttttcttt tttctaatta
  4061461 cctctaataa tgcatacatt gttgttgtct tccccgaacc agtcggtcca gtaaatacga
  4061521 gtaatccatg agaataacgt aaaaaagaaa gtagtttctt cgctgtactt ggaaataacg
  4061581 aaagatgaga taacggctga atagatgctt gtaaatgaag acgaataacg agactttctt
  4061641 ggtatacggt tggaagcgtg gaaagacgca aatacacttc ttgtccatcc atttgtaaat
  4061701 acagtgaacc attttgtggc ttccgcctct cccctatatc catagatgct aaaaatttaa
  4061761 agtgtgaaac aagtttttct ccaaattcct tttcaataca atatttcgtc attaaatctt
  4061821 ttcctatacg cagctgaacc actacatcct tctgccgggg cacaatatgt aagtccgacg
  4061881 cttgtaccct gcacgcttct ttcaaaatca tattcgcaaa gctttcaatt ccattcatca
  4061941 tttttccctc cccactatgt atatagcatg aaaaaattca taagaaaaat cagcgttttt
  4062001 gcattttcac cagattaaaa aggaaaaata tgtttgtgaa attatgaaca atttctgaat
  4062061 tattgtctga aattacctat actcatgttt atctgtatta taatgttatt atcttggata
  4062121 aagtgataaa ggtggagatc ctcatggaac aagctttaaa aattacaggt gtattatctg
  4062181 atccaactcg ttattacatt tataaatata tttctcaaaa acatagttac gtaactgtac
  4062241 aagaaattgc agatgagttt gacattcatc caaacgtagc acgtttacat ttatctaaat
  4062301 tagaagatgt tcatatgctg aaatcagaaa caaagaaaac aggaaaaggc ggaagaccaa
  4062361 gcagattata tgtattatct gatgatgtta tccaattaca atttccattc cgtgactatc
  4062421 aattgttagc aagaatagcg tttaattctt tacttagcct tggtgctgct ggtgaaaaag
  4062481 cgctatacga aacagggaaa caattcgggg ccgaattaat gcaacaacat atgcagcgct
  4062541 taaatgtgag tgaagatgct ttaacagtgg agcaaaaagt tcaaattgca aaggaagcct
  4062601 tttcaactgc tggcttatca cctgcatttg aattaagtac agatggaaca aaaattttct
  4062661 atgatgtaca caattgtcca tttaaagaag ttgctgttca tcacccaatt gaaatttgta
  4062721 acatgcacgg agatatgatg aaagggattt ttgaaatcct attccctaac acggaattaa
  4062781 cacgaaatga tagtctacta gatggatgta aatcttgtaa ttataaacta acaatttaat
  4062841 tattcatata aaaagaagcc aatgataatt ggcttctttt tatatgaacg aatatttaca
  4062901 atagtaagaa aaataaacta taatgaagtg aggtttactt tttttagaaa aggagggaga
  4062961 tggcatggag cgcatgtttc gcgttctcgg cttttggact ggaattttct cggttatgtt
  4063021 ttacgtaggg gatatggatt cgactgcact actattttta ggacaaacag gattcttcgt
  4063081 acttttaagc tatttaaaat taacagagcg tatgtatata tacgtattcg gggcatattt
  4063141 gactgttttc ttcataggat ttacatacta cacgacgttc ttacatgtcc caggggctgg
  4063201 acattaaaag gtggcatttt gccatctttt ttttaattcc ggaattccct agttgactta
  4063261 taggttttat tgatttatat tctatataac agattggaat tagggggaat catcatgaat
  4063321 acactgcttg tcggaattaa cgttgcagtc atgctcattt tagttggcgt attatattat
  4063381 atgcaacgta agcatgtatc ttttaataaa cgtgtattta ctgctttagg aatcggaatt
  4063441 atcttcggtc ttatattaca atttatttat gaacctactt ctaaagtcat tattgaatca
  4063501 aatacttggt ttggcttaat tggtagcggt tatgtgaaat tacttcaaat gatcgttatg
  4063561 ccacttattt tagtatctat catttcagca tttacaaaat tacagttaac gaaaaatctt
  4063621 ggtaaaatta gtggtcttat tatcggaatt ttaattctta ctacaggaat tgctgcagct
  4063681 gtcggtatcg ctgcaagtgc aggatttgat gtatctgcaa caggcctgca acaaggtgat
  4063741 gcagaatctg ctcgtctgaa gctagttgaa gaaagattta cttctattga aaaaacaaca
  4063801 attccagata aattattaga actattgcct acaaatccat ttcttgattt aacaggcgct
  4063861 cgtccaacat caacaatttc tgttgtaata tttgcagcat ttatcggtat cgcctttata
  4063921 ggtgtaaaac gaaaatatcc agaacaagca gagctattta agaaaatgct tgatgctgta
  4063981 tatgcaattg taatgcgtat ggtaacatta attttacgtc ttactccata tggtgtatta
  4064041 gctcttatgg caaaaacagt tgctggtagc gacataaatg ctattttaaa acttggtaac
  4064101 ttcgtgttag cgtcttacgt agcacttatc gtaatgttcg ttatccactt attattaatt
  4064161 gctctatctg gtttaaatcc aattcaatat ttaaaaaagg tattccctgt attaacattc
  4064221 gcattcacat ctcgctctag tgccggtgca atgccattaa atattgaagc acaaaaagaa
  4064281 aaacttggta tttctgaagg aatcgctaac ttcgcagcat catttggagt atctatcgga
  4064341 caaaatggtt gcgcaggtat ttacccagca atgcttgcaa tgatggtcgc tccaactgtt
  4064401 ggaattgatc cattacaacc acaatttatt ttaactttaa tcgctgtcgt tgctattagc
  4064461 tcattcggtg ttgccggcgt tggtggcggt gcaacattcg cagcattaat cgtactatct
  4064521 acaatgaact taccaatcgg tattgtcgct cttgttatct cagttgaacc attaatcgat
  4064581 atgggtcgta cagctcttaa cgtaagtggt tctatgacag caggtcttat ttctagtaaa
  4064641 tggcttggtg aattagatca agatacgtac aatcaagatg atacaaaaac tggtgagatt
  4064701 gcttcataat aaaaaggacg ctaacaaaaa tgttagcgtc cttttttagt tcttttcatc
  4064761 ttcctcttta tcttttatac ataaggcata acatattgtt tcaaacacta tgtatagata
  4064821 taaagaaatt acaccgtttt tcattttttt aataactatt aattataaac tacagattaa
  4064881 ctattattcc tcacctgaaa actgtaaaaa ttcttccaac cgctccttta actcctcctc
  4064941 tatctcacaa taagattcat caaccagttc accacttaac ttacttcccc aaaaccttat
  4065001 ttgaagcggt actcctaaaa aataactaca acattcccag ataggaactg tataaaattc
  4065061 aatcatcttt ccttcttcat ctaatacagc tatcgaaatt gatgaagaat atcctgtttc
  4065121 aaaaggattt tctttatctc tgatgagttc tataaataat tccatgtttt tttctatgta
  4065181 caaatgtgaa taacctttaa aaagtttaaa tgccattctc tctatttcct tctccatgca
  4065241 ttgaatcttc tcttttaact ccaatgtaaa atctctttct gtatacttca tctccgtctc
  4065301 cttacacata gaaaaagaga atacaataac atattctctt ttctcaaata tatttcatta
  4065361 tctcacagcc cgtccttttc acaaataacc attttgttcg caccatttat gaaattgtcc
  4065421 tacatctact ccaactaaca cgatatcctt gagctctaca tcaatacttt gttctccaat
  4065481 tacaatagca aactgcgatt ctaatttcgt ctcgtttttc tttacaattc caattcggtt
  4065541 ccgatgcgct ccatctttta tatatgcttt ttgtcctaca atatcaaagt tcaagatttt
  4065601 cacctctttt actgcgctca aattggaaat acaatctcca cctcggaaaa tttcctttca
  4065661 ttgcactatt tctctatata tatgacgaaa caataaaaga gtccttcctt ctttacaatt
  4065721 attttttctt tgtttcattt ttgtgattga aacgtaaagt ttataataaa atacacttgg
  4065781 aagcgctttc tatgtaattt tttatgttat aatatataag tagaacttcg taaagagggt
  4065841 taaaaaatga atacaaaaat gataaaaaaa gtaattgaag cattaaaagt atatggcttt
  4065901 cagaatgtat cattctgtga caaaacgaaa caatttttat ttcataacga aaccgatatt
  4065961 atgagcggct atgcagaaat aacatatagt agtcaatttg aaaaattcaa cgtacaaatt
  4066021 catcctattg aaacgcatta tcaagcagag ttacaagagg ttgaaagaca tatacaagcc
  4066081 tgcataagaa aagtggaata tttaaacgca cttcttagcg gacaaacaaa actagatgat
  4066141 aaaattatta taatgtaaaa aaagaacgtg aggtgatcac gttctttttt tacattatat
  4066201 gttcatcttt tcctttagtt gtaatcctgt aatggactct aatacatcca ttgcttctcc
  4066261 aaatgccata ttaaaaattg tcttatcttc tatgtatgga aattgtctaa agcgcttttc
  4066321 taacattttt acggcgtccg acgtaaagtg ggcactatca atgccaaatt ctgtttcaag
  4066381 aagaacgatc caatctaaca catgaaaacc taatccattt acgaatgaaa taagtttttc
  4066441 ttctggctgt gaagataaga atacgtgtcg ttccatctca ctaaaaagtt cttctcctaa
  4066501 aatatcagct aattcctcat catgttcgcg gtcaataatt tcttcataac cataatcatc
  4066561 aacaagctct tctacttctt cactatctgc aaaaagtaat tggctaagct gcgcatcttt
  4066621 cttaaattca cttttttgta cgacttctaa aaagctcgtt tcccatccat tttctaattt
  4066681 catattatgt actcctttat atacgtttct tatcatcact gtacccaaaa gatcactttt
  4066741 ataacctttt aggtagttat tattatttca catgattcat aacagaagat gcaaattctg
  4066801 ctgcatctcc ttcaaaaata tttatttctg gcaaatgata gaacgttgtt tggagcggat
  4066861 ttccttcatg atatacatat atctttttct ctagtgcaat cgccattcca aactctgtat
  4066921 ggctcccatt tccaccatct aatataagta aaaatacatc cgcttcttta atagcattct
  4066981 tttctgcctg accaatttct cttaattgtt cttgattcac tgctctttcg tttttggtcc
  4067041 aatcatatgt atggtgccat cctgcatgtt tcagttcatt cgctatagag cgtacaattt
  4067101 gtttattttg gaatcctgaa gcaatgtaaa aattcattta tatacactcc ttcattatgt
  4067161 atggggaaac tcctttttag cgttacttgt tatagctatg ataaaaaacg acttcaaaaa
  4067221 aatccccacc tttaaaactt atttgcgttt aaatgatggg atgcttcatg atcttctttt
  4067281 attttttgct ttttataact ttcatcagct aacatttcta gttcagctgt tatctctgat
  4067341 ttttcaagct ctctttcttg cgaaaatttc cttgaaatat aaacaataac actaccaacg
  4067401 tacaacacaa agcatataat aagtgcagta ttttcataga gacttagctc caacacagtc
  4067461 actcctaatc cattcgtatt ttcacgcttc attaattgga atttccctac taaccatttg
  4067521 ctattgtaac ataaaaacac cgtttcttgg aatctttcat cctactaaaa gaggcatgat
  4067581 tgtttcatca tgcctctgaa atatggtgaa tgattgtttg aatcgcttct tttccattat
  4067641 atttttttaa tgcggtttta tatgcctcat tattatgaga taactcttca acatgcttta
  4067701 taagagaatt gacagtcaca tcttcttcat acagtacaga ggcatatcct tgcctttcaa
  4067761 atgattctgc atttaatatt tggtctccac gacttgcaaa tttcgatagc ggaattagaa
  4067821 gcatcggctt ttgcaatgtt aaaaactcaa aaatagcgtt ggaccccgca cgtgaaataa
  4067881 caaaatctgt tatcgctaat atatccggca gttccccgtg tacatattca aattgtctat
  4067941 atccttcttt attttgtaaa ctatcatcaa gattaccttt tccacaaagg tgaacaattt
  4068001 gatattttct cagaagttct ggtaacgctt ctcgaaccgt ttcgttaatt ttttttgcgc
  4068061 ccaaacttcc tcccataatt gtaataactg gctttttacg tgaaaaacct aaaaacgcta
  4068121 aagctttttc acgatctccc tttagtactt cttcacgtac aggagaccct gtataaatta
  4068181 ctttttcttt cggtaaatgt ttcgcagctt cttcaaatgt aacaaatatt tttgaagcga
  4068241 aacggagcgc aattttattt gctagtcctg gcgtcatatc agactcatgt aataaaactg
  4068301 gtactctatt tagccatcct ccaattacga ctggtacaga tacgaaacca ccttttgaaa
  4068361 aaatcacatc tggttttagt tttcgaatcc ttacatacgc gtccataaca cccttcatca
  4068421 caagaaaagg atcttttata ttttttaaat caaaataacg gcgtagcttt ccactcgcaa
  4068481 tactatagta cggaatatct tccttttcta taatcgtctt ctcaattcct tgatgagaac
  4068541 caatataaga aatgtcccag ttgtcttcct ttaaatatgg aataatggct aaattaggtg
  4068601 ttacatgccc tgccgaaccg ccacctgtaa agactatttt tttcatacgt ctcccccttc
  4068661 tagactataa tacactaaaa tatcttgcct cggggtgaga aaataccata gccgttacag
  4068721 atgcttctgg ttccatcata aacccttccg ttaatgaaat acctatttct tctggatgaa
  4068781 taagtcgaaa taacttttct tgatccgcaa gttctggaca tgctggataa ccgaaggaca
  4068841 cgcgtatccc tctatatttc gtacggaaac gttcttccat cgtcaattct ggtgaatctg
  4068901 gaatacccca gcgatcacga ataagcatat gtgttttttc agcaagtcct tctgctagtt
  4068961 caagcgctaa cgattgaatg gcatgactgc gtaaataatc acctttcgcc ttccactctt
  4069021 cagcaatgcc ccgaacgcct tctccaaccg taacagatag gaaagcaaca tagtccatct
  4069081 catctccaat tggtcgtaaa taatcaccta aagtacgata tggagccctt ccttgccttg
  4069141 ggaatgtgaa acgctctata acacgcgtat gatcttctgg atcatatatt acaatgtttt
  4069201 gtccgtcact ttgcgctggg aaaaattgat acaccgcttt cggttttaac caagattgtc
  4069261 cttcctgcaa taattcatct attaaatcat ttaattcatg tgctctttta tctccctctt
  4069321 tcaaaagctt cttcacgctt ccttttaatc caagatgatg tccaagtagc atttgtctat
  4069381 tcagaaatgg tgcgagatga agggcgggaa catctcgtaa tacaattcgc ttcgttgaat
  4069441 caggtaccat aacctctgat tttggtaatg gctcaattac tgctggaatt tctattttct
  4069501 tttcttcttt tgttacgata tgaagatgac gttctttttt atcctgcttc atcttctcac
  4069561 gctcttcttc tttttgaagc ttattaataa tatccagccc cgtcatcgca tcacttgcat
  4069621 aacatacgag ccctttataa gatggcgaaa tgcgattatc tgtaaacttt ctcgttagcg
  4069681 ctgccccgcc tacaacaatt ggaatatcaa tatccgcagc ttttaaatct tctgcagtcg
  4069741 ttaccatttg ttgagccgat tttactaata aaccagaaag acctataata tcaggcttct
  4069801 tttcttgtac ttcttgaaca attcgatccg agcgaacatt gattcctaaa ttaataatct
  4069861 catatccgtt attcgctaaa ataatttcaa cgaggttttt cccaatatca tgtacgtcac
  4069921 ctttaacagt tgctaataat actttccctt tttttgcact atcgctagat tccatatgtg
  4069981 gctctaaata acttacagca gctttcatac tttcagcact ttgcaatact tcagcaacga
  4070041 ttagctcatt attattaaat aatcgtccta cctcatccat ccctgtcata agtgggccat
  4070101 taataatatc caaaggtttt cttccttctg taagcgcgag gcttaaatct tcgtgtaacc
  4070161 cttgttttgt cccttctaca atgtaattag ctaacctttc atcaagagtt aatgtttctt
  4070221 ggacaacaac atctttcttt tttgccacgc gataaaagtt tgtaaattct tctagcgtct
  4070281 cttgcgtcgt ttcaaaaagt aatgcatctg caagccgttt ttcttcatca ggaattgatg
  4070341 catagcgctc taatttttcc gtattcacaa tcgcgtagtc taatcctgct ttcgttgcat
  4070401 ggtataagaa gaccgaattt aatacttcgc ggccagctgg tggtaaacca aatgatatgt
  4070461 tacttacacc taaaatcgtt aaacattctg gcaatgcttc tttaataaga cgaatccctt
  4070521 ctattgtcgc tgccgccgag ccaatatatt cttcatcccc tgtccctaca ggaaacacga
  4070581 gtgcatcaaa aataatatct gacgggcgta taccatattt cgtggtcaat aactcataac
  4070641 ttcttttcgc aatttcgagt tttctttctg cacttactgc cataccgtct tcatcaattg
  4070701 ttcctacaac aatagcggca ccatatttct gaagaagcgg cgtcactttt ataaatcgtt
  4070761 cttctccatc ttctaagtta attgaattaa taacagcttt cccttgaata taagtaagag
  4070821 ctcgctccat cacatgttca tctgttgagt caatcataat cggtactttt aacactttcg
  4070881 taacttctgc caagaagttt tccatatctt ctatttcatc ccggtccggg tctgccatac
  4070941 aaatatcaat aatatgagca tttttcttca cttgcgctct tgcgacttca gcagcctctt
  4071001 caaatttccc ttctgctact aatcgtttaa atttacgtga tccaataacg tttgttcttt
  4071061 caccaacaaa taatggtctc atagagtcat catattgcag tgcctctaat ccactaactc
  4071121 catgaccttc tcgttcatga tgttcacgag gctttaggga tgctagtgct tctttcattg
  4071181 cttttatatg ttctggtgtt gtgccacaac aaccaccgat aatattaacc catccttctt
  4071241 cagcaaatcg cttcactttt tcagcgagag aagatggaga ttcatgataa tgtccatctt
  4071301 catcaggaag acctgcattt ggataacaag aaatgtaaca ctccgacaaa tcagatagtg
  4071361 aacgaatatg atctctcata aactccggac cagtcgcaca gtttaatcca acagataatg
  4071421 gcttcatatg ttctaccgat aagtaaaaag cctcaattgt ttgcccagcc agagtcgttc
  4071481 ccatcggttc aatcgttccc gaaatcatga taggtacaat tttttttagt tcgtcaaagg
  4071541 ctgcttgaat tccaatataa gcagccttca tgttacgcat atcttgactc gtctcaacta
  4071601 gtaatacatc aacttctcct ttcaacaatc ctcttgcttg ccgtgtataa gcttcaatta
  4071661 attcttcaaa cgttacacca ccagtaacac taatcgcttt cgttgtcggt cccattgctc
  4071721 cggcaacata tacttccttc ccactttctt tgactgcttg cttcgctaaa cgcgctgcct
  4071781 tctcatttag ctcttcgtct aaatgagata actcataatc acttagtaca atatttgttg
  4071841 ccccaaatgt attcgtttca ataatatccg ctccagcttc aatgtaagct ttatgaatct
  4071901 ttaaaataac atctggtctt gtttctacta aatactcatt acaaccttca tactcttccc
  4071961 ctccgaaatc ttccgcagtt aagtcctctt gctggatcat cgttcccatt gcaccatcta
  4072021 atagtaagat gttattttgt aatttttctt ctatacaata catttcatca attaatacct
  4072081 tctttcactt cttgcttttc tctcacatat ttaacaagat gttctgtaat ttcatatttt
  4072141 agaaatggcg taataagata aataccgtta aaatatttca tcgtctcatc aatcaactct
  4072201 tgtgaaatac gaattccttc ctcaattgcc gcctctttcg tttcatgacc atccatcctc
  4072261 tcccttacgg cttccggtag cgtaatacct ggcacctcaa aatgaagaaa atctgcattc
  4072321 cgtttactta ttaatggcat aatgccaata aaaataggtt gttccaaatg cttcgtcgct
  4072381 tcgtacactt cttcgattaa cgcgatatca taaatcggct gcgttaagaa atattccgct
  4072441 ccagcatcta ttttccgttc cattcgctta accgctgctt ttaaatgtct tacatgcgga
  4072501 ttaaacgcgc cgcctactga aaaccttgtt gctggaccta tcgatttccc taaaatagaa
  4072561 cgcccatcgt tcatttcttt aatcatttta atgagctcaa tagaggataa atcatataca
  4072621 gaagtggcac ctggaaaatc accaacgcgt gctggatcac cagttaaagc taatacttct
  4072681 tccataccta acgctgacaa gcctagcaag tgagattgta gtccgatgac gttatggtct
  4072741 ctacacgtta aatgcgtcaa taccggaata tcgtgcttcg ttaataatgc tcccattgcc
  4072801 atatttgaga tacgaggcga tgctaatgaa ttatctgcta gagtaatagc atctgctcca
  4072861 gcccttttca atgctcttgc gccttcaaaa aatcgctgcg tatctaacgt tttcggtgga
  4072921 tctaattcta ctactactgt cgtttgtttt tttgctttct ctgctaaagt gacatgagct
  4072981 tttgaacgtt tctcgtgtgt atgaactact ttcggtcttt gaatcgtatc tttttctatt
  4073041 acaggtgtaa catttagagt cgcacgtttc atactttcaa tatgttctgg agtcgtgcca
  4073101 caacaaccac ccaataaccg aataccttgc tcaataaatt tcggtgtcat cgcttcgaaa
  4073161 taagctggac tcccctcgta tacataacgt ccctccacat aatttgggag acctgcattt
  4073221 ggatacgctg acaagtaacc atttttcgga atcgatatca ttttaaaagc ttccgtcata
  4073281 tgaagtggcc ctagttggca gttcaatcca acaacatttg caccgtaatc taaaagctgt
  4073341 tttaatattt catttacatc atttccattt tgagtcgtac ctgcctcatg taacgctaat
  4073401 tgcgctacaa ttggaatatt cgtttctttt cgtaacacct gaacagcatg gagtaattca
  4073461 aactcatcat aaaaagtctc taatagcagt ccatcaacct gttcttctaa taatgcactt
  4073521 gcttgttcca gtaacataaa ttctcgctcc atatcagttg tcgtaaccgc tccaatatgt
  4073581 ttcataccac ctattgttcc taaaattgca tttctgtctg taacagatgc tttcgccagt
  4073641 tttactgcgg ctctattaat ttcagtaact tgattttcta aaccatacat acgcaatttc
  4073701 gcttcatttg ctccgtacgt atttgtttga attacatctg ccccagcagc tacatattgc
  4073761 ttatgaatcg atataattaa atctggatca gatatattca attcttcaaa actactttgc
  4073821 aaaccgtgtg aatgtaataa tgttccaacc gcaccatcac ctattacaat tccttttgac
  4073881 aataaatcta gtaatttcac aaatctccct catttctatc aatataaaaa ccccctcttc
  4073941 actttgaaga ggggaacata attgttcctc ctcttattat gcaaaacatt cgttttgcag
  4074001 gtattagcac cgtttcaaac atttcgtttg aaggttgccg ggtttcacag ggcctttccc
  4074061 tccaccgctc tcaataagag ttgtctttat tattttattt atgtagctaa aaggaaatgc
  4074121 gttccccttt taacaatgtt tgttaatttt ttaataaatt tagcacgcac aaatgcaaaa
  4074181 gtcaatgaca cttgcgtaaa aataaaaatt atttaaaata aagttgcaat tcaattatct
  4074241 tttgttgtaa agttaaaacc ataataaaat ttcatacgaa cattcttatc tagagaggta
  4074301 gagggactgg ccctatgacg cctcagcaac cattaacatt tgttaataag gtgctaattc
  4074361 cagcaaattg cgaaaaattt gacagatgag aagaagactc tattcaaacc gaaagccttc
  4074421 ttcttagaag gcttttttta ttttatattc aactactggt tcaatttaaa aaggaggaat
  4074481 ttttacatgt caactatcga aacaaaacta gcgcaaatcg gaaaccggag tgaaactaca
  4074541 acaggaactg ttaatccgcc tgtttacttt tcaactgctt atcgtcacga aggaattggt
  4074601 aaatctactg gatttgacta ttcacgaact ggaaatccaa ctcgcggcct attagaacag
  4074661 gcaatcgcag acttagaata cggcgaacaa ggttatgcct gtagttccgg tatggcagct
  4074721 gtgctccttg tcctttccct attccgctct ggagacgaac ttattgtatc cgaagattta
  4074781 tacgggggca cttatcgatt attttctgag cacgaaaaaa agtggaatgt tcgatgtaga
  4074841 tacgtaaata cacaatctat taaacaaatt gagcaagcta tcacaactga aacgaaagct
  4074901 attttcatag aaaccccgac aaatccatta atgcaagtta ctgatattgc cgctgtcgca
  4074961 actgtagcaa aaagacacgg actacttctt attgtagaca acacattcta cacgccttat
  4075021 atacagcagc cattaacaga aggtgctgac attgtacttc atagcgcaac aaaatattta
  4075081 ggaggacata acgatgtact aagcggactt gtcgttgcaa aaggaaagga actttgtgag
  4075141 gaaatcgccc attatcataa tgcatcaggt gcggtcttaa gtccatttga ctcatggcta
  4075201 ttaatccgtg gtatgaaaac gttagcgctt cgcatgagac aacatgaaaa aaatgcaaaa
  4075261 gcagttgttg cttatttaaa tgatgaggac ggggtgacag atgtatttta tcctggaaga
  4075321 ggcggcatga tctcatttcg tcttaaagat gaaacatgga ttaatccatt cttacaatct
  4075381 ttatccttaa ttacattcgc cgaaagtctt ggtggtgttg aaagtttaat gacatatcca
  4075441 gcaacacaaa cacacgctga tattcctgaa gaaatcagaa cagcaaacgg tgtatgtaat
  4075501 cgtcttcttc gattttctgt tggcattgaa aatagtaacg atttaattca agacttacag
  4075561 caagccatta aacttgtaaa agaaggtgta agaatatgag ttattctata gatacactct
  4075621 tactacacaa ccaatataaa catgatccac aaacaggagc tgttaacgtt cccatctata
  4075681 acacatcaac attccaccag ttcgatgtag atacgttcgg gaaatatgac tatagcaggt
  4075741 caggaaatcc aactcgtgaa gctcttgaag acatcattgc tttattagaa ggcggaacga
  4075801 aaggatttgc cttcgcatca ggaattgcag cgatttctac tgcattcctc cttctttcac
  4075861 aaggtgatca cgtactcatt tcagaagacg tatacggagg gacttatcga ataataactg
  4075921 aagttctctc ccgttatggt gtttcacata catttgttga tatgaccaat ctagaagaaa
  4075981 tcaagcaaaa tataaaacaa aatacaaagc tcttttatgt agaaacacct tctaacccgc
  4076041 ttttaaaagt aacagatatt cgtgctgttt ctacacttgc aaaatctatt ggcgctctta
  4076101 cttttgttga taatacattt ttgacaccac tattccagaa accacttgat ctcggcgcag
  4076161 atgtcgttct tcatagcgct acaaagttca ttgctggtca cagtgatgtt actgctggat
  4076221 tagcggtcgt aaaagatgcc gaacttgctc aaaaacttgg atttttacaa aatgcattcg
  4076281 gcgccatttt aggacctcaa gattgctctc tcgtacttcg cggtctaaaa acattacatg
  4076341 tacgtcttga gcattcagct gcgaatgcca ataaaattgc acagtattta caagagcaca
  4076401 gtaaaattca aaatgtctat tatcctggct tacaaacaca tcttggattt gatattcaac
  4076461 aatctcaagc aacatcggcc ggagctgtcc tatccttcac tttacaatca gaagatgcac
  4076521 tccgccaatt tttatcaaaa gtaaaattac ctgtctttgc agttagttta ggagctgtcg
  4076581 aatcgattct ttcctatccg gctaaaatgt cacatgcagc actgtcacaa gaagctcgtg
  4076641 atgaaagagg tatttccaat tcattacttc gtttatccgt cggccttgaa aatgttgatg
  4076701 atttaatatc cgactttgaa aatgcccttt cttatgtaga agaacctgta aatgcataga
  4076761 atgaacagaa gatatgaaat taagttttca tatcttctgt ttacatagtt cacaaaaaat
  4076821 aaatccatta ccttctattt caaggtaatt gatttattga tatattaagg gataaaaaaa
  4076881 gggggtaatg aatacttgtg atattttaat cgttattgat ttacaaaatg gagtatgtta
  4076941 tagcgaagaa catttattcg atttaaaaaa cttacttaca aaagtaaata aaagaatttc
  4077001 ttcatacaga aaattaaata aaccaatcat ttttgttcaa cattgtgacg atgatttagt
  4077061 acccgaaaaa gaactttggg ctattcattc tgatctagat gttcaagagc aagatttttt
  4077121 tataagaaaa acacatgcaa attcgttttt taaaactaac ttaatagaaa ttttagacca
  4077181 attatctgta cagcgtattg aattttgtgg tgcccaaact gagtactgca tggatgctac
  4077241 gattaaattt gcccatggac tagggtacga aaacttcatg gtacagaaag caacgtctac
  4077301 gttaaataat ccatttatgt ccgcaaaaga gacaattgat tttttatgaa aatatatgga
  4077361 acaacagatt tttaaaattg ataaaagatg aaatctagaa tacataacta atatcttggt
  4077421 aattctaaga tttatcagct atattcaaac atttcatttt caccataaag aagctgatta
  4077481 cattcagctt cttttctttt aacctgtttt atattctata tataacatta taattccttt
  4077541 ttcatattat tttaaaaatt ttgtatattc atttgaaaga ataagaaaat catgataaaa
  4077601 ttgtgttaca aatatatcta tatctttcaa tttttaaaac acatcgaaat tttcacccaa
  4077661 aaatgtcatt ttacaaaacc gtgctaaatc atctacttta tttacatcag ggtctctttt
  4077721 cttacaattt ctttacttta ggaatgtttt tctgcaacaa ctgttttctt ttctttaatt
  4077781 ttttggtatg tatagtatgg tataacagct cacacggagg tggaaaaaac atgttagaaa
  4077841 cctttcaaaa agaaatagaa ctatatgaaa gcaatgcaga attattgaaa gtacttgctc
  4077901 atcctgttcg cttatgtatt gtaaaaggat taattgaacg tggtccaagc aacgtttcta
  4077961 caatgtacac tggcttaaac atgccacaat ctacaatttc acagcattta gcaaaattaa
  4078021 aaagtgctaa aatcgtttca agcgaaagaa aaggtttgga aatttattac aaagtagaaa
  4078081 acgagacaat tattcaactc gttcgcgtat tattgggtta gggactcata aacagagaaa
  4078141 aaggacgtat tttatatttt ttatctcata tctttaatat aaatatatat catgagagga
  4078201 aatatatgat gctacataag tcgtattaaa aaacaagaca cagaactatg ctgtgtcttg
  4078261 tttttttata ttttcaaata ccgatccaag tgtaactgtt gcatatgttt cgtatgtata
  4078321 acaacatcaa atgcattccc taatcctcca ttcaaaatca tagaacgaac tgcacgattt
  4078381 tgtttttgag tttcagaaaa aggattccta tcttggtgat ttgtaagctg atctagtatc
  4078441 cctgctgcta acaaaaactc agattgtttc ttatgccata ccgtattcat accttgcaga
  4078501 ctaaacatct ctttcaattc gtcccaatga atatgagtag taagatccat ctcacctgga
  4078561 tgcgctaaag gattacgaat taacttatgc tcgtaatatc ctcgtaaact tccttcttga
  4078621 tgtgcaggat gcatccattc ttcttttgta tatccataat caactgtaat acatacacct
  4078681 cgttgaaacc atttcgcaat ttcttttata aattcttcca tcgcaatcgg tacttcaaaa
  4078741 cgctggcctt cagcaagatg aatattatat ttcaataagt atcgaccaat tcttttatgt
  4078801 aacggcctac atacttctgc aagtttccct tcctctgtgt acgtaacacg tacttcatac
  4078861 aatattccat ttctcttctc aattacttca acaggaaatg catcaaataa ctcatttgaa
  4078921 aaaagaatcc cttcgaatga ttctcccatt tcactatgcg acgtatagta tgacacgtta
  4078981 gaaaacgaac aaagactttt ctgctgtaat tttctatgaa aagggctcat ttcaatcatc
  4079041 gaatagttta aattaataaa agtttccggt gataattgct tccattcttg taaaacatca
  4079101 taggcaaacc ttcctgttcc cccaccaatc tcacaaatat tcggagcaac ttcaccattt
  4079161 tcaacaagac gaacaaaaaa cttagcaaag gtttttgcaa aagcagaaga tacgttgcta
  4079221 cttgtaaaaa aatccccttg tcttcctatt ttttcacgtt ctttcatata gtatccatgt
  4079281 tcctctgcgt ataatgcgag tttcatatat gtactgtatg aaattgaata atccttttct
  4079341 ttttccatcc attcttttaa aatgagctcc atccccatac tagctcctta ctgtaaaaat
  4079401 ggattatttt ctttttcaaa accaatgctt gtttctggac catgtccaca tagcaccgct
  4079461 gtttcatcag gtaatacaaa taatttctct tcaatacttc caatcaattc agcaaaactt
  4079521 ccaccaggta aatctgttct tccgatgctc atttggaaca atacatctcc agaaaataca
  4079581 gcactcgcct ctttacaata ataagaaata ctacctggag aatgtcctgg cgtctcaaaa
  4079641 atttcaaaat taaatgaacc aattgctaat gtaccttctg catcaataat atgatctgct
  4079701 ggttttgctg taatactgcg attcatcata aaaatttgag aaccatttac agttgcatcc
  4079761 cctaaccaat cttcttcttt atgtacgtac acaggaatat gaaaagcgtc tcttaccgca
  4079821 tcaacagcgc caatatgatc aaagtgagca tgtgttaata aaacagccag tggctttaat
  4079881 tgctcttctt gtaaatatgt aacgagcttc tctccttcat gaccaggatc aaagataaca
  4079941 cactcatttt tatcattctt taaaatataa gcatttgttt gtaatgggcc taacggcatt
  4080001 tgtatccatt tcatatgaaa atctcctcca attattaaac ttactttcaa tgatacaaca
  4080061 tttttttctc ttaggaaaag aaaggatgct atctcgacaa tcatttttaa aacatgtaca
  4080121 atataaaaga gtaaattttc taaaaactca tattaaggaa tgggtagaca gaggaggata
  4080181 ttgtatgggc cttgttatta tttttacgct tgtcactctg ttagctgtat ttgctacgct
  4080241 tagaacactt cgggaaaaga attttctcgc gggtggcttt gccattgcaa ctgtactcgt
  4080301 tttcggatgg tttacaatca tgactgttct atataacggg tacccaccag cagcttaatt
  4080361 catttacaga ttattcttca tccagatttc gcacaaaaag aggaagggtt tcccttcctc
  4080421 ttttcatagt tcacaactta tatcatcttc gcttcgtatt tgtgcttttt tacaagccaa
  4080481 gctcctccga taacacctgc atcattacca agtgttgcaa tagctaactt cgtgctcttt
  4080541 acagcacgtg agaaagcgta ttgctcgaaa taacgttgaa ttggttctaa tagtgcatct
  4080601 ccagctttag aaacgcctcc accaataaca attttctctg gattcaacgt gctcgaaagg
  4080661 ttcgctacag ctaatcctaa ataagaagct accttttcta ctacttcgcc tgctagttca
  4080721 tcaccttgtc catgtgcttc aaatacgtct tttgatgtaa tacgcccttc ttctgctaac
  4080781 atagaacgta gaatactttc tttatcagtc tcttgtattt tctgcatagc aacacgtaca
  4080841 atacctgttg cagatgctac agtttctagg caaccagact tcccgcaatt acatgggaaa
  4080901 gcattctctg taacgactgt aatgtgtcca atctcaccag cagcaccgct tacgccatgt
  4080961 acaatctcac cattggcaat tacaccgccg ccaacaccag tgccaagtgt catacaaatt
  4081021 aaatcttttg ctccttcacc agcacccttc cacatttcac caagtgccgc taaatttgca
  4081081 tcattatcaa taacaacagg taatcctgtt tctacttcta ataaatcttt taacggatag
  4081141 tttttccatc ctaagttaac cgcttcataa atcattccag acgccacgtg tacaggacca
  4081201 ggagctccca taccaatacc gattaactta ctttttaatt cacctaactc ttctaacttt
  4081261 ttatcaatag ctttcgctac atcaagtgta atatgttttc cttgctcatt tgtattcgta
  4081321 gggatttccc acttatgtaa aatttcaccg tacacattaa taaatgctaa tttaatcgtt
  4081381 gtaccaccaa ggtcaacacc aactaaccat ttctcttcca tgttgcttac ctacctttat
  4081441 ctaattctta tttagctctt tttgaatttc ttgcttcaat aaaaataaag ctgtttgata
  4081501 gtcttgtgga tcgattagct gtgattgatt taattcacgc aattcatctt gcattaattg
  4081561 taaatctgca attcgatctc ccgtataaat aatcgtacca aatttcttta gcaattgctg
  4081621 aatatcatat atagatacca tttcatcacc ctctatgctc acttactata aaaaattata
  4081681 ataagaaaac gttcacatgt tttattataa tcaagaagaa aaagtctcgt caatttttat
  4081741 ttgtctatac aagcccattt ttaaccattg ttcctttttc tgtaataatt ttttctacat
  4081801 ttttatcaaa cggctctact ggaatatgtt ctaccatttg aaaactataa gctaatgata
  4081861 gcgttttccc tttataatgc acgagataac gatcataata gccaccgcca tatccaatcc
  4081921 gttctcctcg ctctgtataa gctacgcctg gtacgatttg aaggtcaatt tcatctgcat
  4081981 tcacttcttc cgtaagtgct ggaattggct cacgtaaatt catatacact gtttctaatt
  4082041 gatcaaaatt actaatttgc ctaaaggaca tcgttcttgt ttctttatta cacttcggaa
  4082101 caacaactct ctttccttct ttccaagctt tttcgataat aggatatgta ttcacttcat
  4082161 tttccatcga gagagtgatt ccaattgttt tagcttcagc ccactctttt tgctcataca
  4082221 acgaaaatac tatttgctct gataaagttg tataccgttc ttttgataaa gaattcatgt
  4082281 gctctattat ttgtttacgt aaacgtagct tctcttctct cacacatttt ccccctcaca
  4082341 gtgatacttt tctctacgat gatagtgtat catttttaag agaggaatcg aataaaaaaa
  4082401 gaaacagtag gaaaatattc ctactgctta ctttgtttca cggtgtaacg tagacttctt
  4082461 gtcacgcttg caatactttt taagctcgat acgctcagcg ttgttacgtt tgtttttctt
  4082521 tgagatatag ttacgatctc cgcattctgt acatgctaga gtaatattca cacgcattct
  4082581 tatttccctc cagtactaat aacttaaatc agactatact ataataccac ttttaaaata
  4082641 aaaattctac accttttgat attgtctaat tttttctata agatttttca tgttttccct
  4082701 tgctatgact gggtttctag catgtgaata cactaaaaat ttcggttgtt ttgtgtcaga
  4082761 aacgatataa gaccactctt tttcggtata tttgaactgt actccttcaa atataccttc
  4082821 ttcctttctt tccatatcag ccaataattt cctcatcact ttcccttttt cattccatga
  4082881 acatacaact tcatcacaaa gtaaatagag cggaggtgat tgctctacta tgctgagaaa
  4082941 tgtttttccc tgcaatgcta ttagctcaaa taattttcca attcgatata ggatatctcg
  4083001 cttccatctc gcttgaaacg actttttttc atcctgcgta taaaatagaa ggtaacattc
  4083061 tcctaatttc aaagacatta ggtaaatatt tcctgtcgat tcaagtaata aatctggaat
  4083121 atctacctct tcaaaatctg tcccctggta aatgttacta tgattatcat ataactcaaa
  4083181 ataatttcct tgctctgaaa acatgagtgc catattcgct ttacttgatt tcatcaaggc
  4083241 cttcacatga tccttctgtt cacctgcata aatccacgta actgtgcatc caagcctttg
  4083301 caaaaaaagc ataagtaaat gttgtaacat atcatttctc ttattaataa gaaggtggaa
  4083361 cttctgtttt tgtattttct caatatcaat gcgctctaac acagcctcta tataatcatg
  4083421 taaagaaaca tggaccagct tatttcgtcc catttctttc tcacatacgt aataaaaaga
  4083481 ctcagacata tatacttgtt ctatcgcttt ttgctgctta tacgttaatt gtgccccatc
  4083541 ctgagcatac aactttataa taacttcttt ttcattttcc acttgaatga aaactccacc
  4083601 tgcacattgt aaatcttgaa tgctatactg aaaaagcgat tcgttcattt ctttgcattc
  4083661 catcgtatga atcccaatac catgaatcgc atgaagaaaa agatttttat aagaagtcgt
  4083721 ttctatatgt tcttggctcc cgattaatat actttcccct ttggtaaaaa gggatccgta
  4083781 cgccatcgct acctttacta taaattgagg ggtgatttca acgttccctc ttcctacaat
  4083841 gcgacttttt tgcagccatc cggcgctctt ttcactttct tgaacaccag ccgatcctac
  4083901 taccgaatag ctatcaatcg ccttatatgg ccatagtttt cccttttgct taattaccgt
  4083961 acttttccct atatgacaat gatctgctac aatgcttttt tgaaacaatg taacgtcatc
  4084021 ttccaccatt gtatgctctc ctattgtcgt ttctaataac tcgcaatatt gtccaatgtg
  4084081 cgcatttgca aaaacaatac ttttttgaag atgagaataa ctcgaaacaa tactattttt
  4084141 cccgataata gagtacggct caattacagc cccggcacca atttttgctc cctctccaat
  4084201 aaaagaaggg ccgtgaattt ttgtgccttt tccaatcgtc acaccttccc ccatccatac
  4084261 catcggcaat acttcagtat aaggaatagg tacttgcaat ttttttgtta acaaatcaaa
  4084321 ttgggcttgt cggtattgat caaatgtacc gatatctaac caataacctt ctgataaata
  4084381 tgcaaataac gcgtttttat ttgccaataa tggaaacaca tcttgactga aatcaaaaaa
  4084441 ttctcggggc ggtatgtaag aaaaaatttc tggctccata atatatatac ctgtattcac
  4084501 aatattagag actacttcat tccaactcgg tttttctata tatcgtgtaa cctcttgttc
  4084561 tttgttcatt acaactagac cgaatgagag tggattttct acttccttta caaacatagt
  4084621 taccattctt ttctgttgtt catgaaacgt aattcctttt gataattgaa aatcagttaa
  4084681 cgcatcccca cttatgacca caaacgtttc atccaaaaat ttttccgctt gtttaatact
  4084741 ccctgcagtt ccaagcggtg gagagtcttc aaagtagtac aagttaacgc cccatttgct
  4084801 accgtcacca aaatattgct taatggccgt actcatatac tgaacagtaa ttgcaatctc
  4084861 acgtatacca tgctgacgca ataattcaat attgtattcc aaaactggct tttctaataa
  4084921 tggcaacatc ggctttggag tattacatgt taatggtcta aggcgtcgtc cttttcctcc
  4084981 agctaaaata acccccttca tatacttcag cctccactta tataatgttc agtaacttca
  4085041 tatacgatat gtatattatc tacccagcat taactagcag tataaaataa aaatttcatt
  4085101 aataaagatt ttgttcatct cctactggtt gttagccttg accaatcggg ccgataagta
  4085161 gtaaagcttc tcctatatac atgcaccttt taaacgtcta aagaaagcgc ttactattaa
  4085221 ctttgtaaaa tattacttaa taagtgaaca acatatctgt cctatttttt ccattatatt
  4085281 atgatacatc ttaccatcat acactaatgg aaacaacgag ctttttttgt catgttttga
  4085341 ctaaaaaaag caggtgatgt ttcacctgct ttttccttat tcatttaata agtaatgctt
  4085401 tccttttact aaataaaaaa cattttcagc aatatttgta atatggtctg ctacacgctc
  4085461 aatatatctc gctacaaacg ataattgtgt aatttgtgta attgcttctg gttgttctgg
  4085521 aactgaagaa ataaattcac gaatcgcttt cccatatatt tcatcaactg aatcattcat
  4085581 ttcggcaatt tgcttcgcaa acgttaaatt ttcttgctca tatgcatcta acgctaactg
  4085641 taacatgtta tttgcaattg caaacatctc atcaagattg tgcaaactaa cagacacttc
  4085701 tttttccccg agacgaattg ttgattttgc aatattaaca gcatgatctg caatacgttc
  4085761 taaatctgtc gctgttttaa ttgaaatgaa aatccttctt aaatcacttg ctacaggttg
  4085821 ctgcttcgta ataagcataa gcgcaagatc atttatttcc tcttctaaat tatccatacg
  4085881 ataatcccca tctattacct ctaacgcttt ctctacatcc cttttatgaa gaccttccat
  4085941 agcaagcaat aaagcttccc tcgctagttc gccaagctca atcacttttt gctgtaacgt
  4086001 ttttaaatca cattgaaact gttctcttac cattgtttct tccccctcaa tattatatat
  4086061 atctcctacc tagcccactt ataataagcc ttaagatagg agaagtatta cttctctaat
  4086121 ttacatgagg taaaaataag aaataccctc tgttaagagg gtatttgctc ttatccttgc
  4086181 tagcgacatc aaccgaatcg gcctgtaata taatcttctg tacgcttatc tgaaggtgtc
  4086241 gtaaataatt tatttgtatc tgtatactcc acaacttctc cacttaagaa gaaagcagtt
  4086301 ttatctgaaa tacgtgctgc ctgttgcatg ttatgtgtta caataacgat gctaaagtct
  4086361 ttctttaatt cttgaattaa ttcttctact tttaatgttg aaattggatc tagtgccgat
  4086421 gttggctcat ccattaaaat aacgtctggt tcaatcgcta aacaacgtgc gatacataga
  4086481 cgctgttgct gtccaccaga taaaccatat gcattatcat gcaaacgatc ttttaactca
  4086541 tcccaaattg ctgctccacg taaacttttt tcaacaattt catctaatgt ttttttatcg
  4086601 ctaataccat gaatttttgg accgtatgct acattttcat aaatagattt tggaaatgga
  4086661 tttggttttt ggaacaccat tcctacatgt gttcgtaatt cttcaactgg gtatgattta
  4086721 tcaaatatat tgcgctctct atattcaatt acgcctgtag ttcgcacgat tggtactaac
  4086781 tctaccatac gatttaatgt ttttaagtaa gttgatttac cacaaccact tggcccgata
  4086841 attgccgtaa cttcattctc atgaatgctt aagttaatat cttttaaagc atgatcttct
  4086901 ccgtaccata gatttaagtt tttcgtatca aatactactt tctttggcgc agtctcaatt
  4086961 ttctcctcgt ttttcacctg tacatttact actgttgcca ccatttgaat tcccctttca
  4087021 tccatttcca acttattttc gatttcgtaa ccataggaca aatatattaa tcaagagcaa
  4087081 taaacctaac aaaacaatca tcccagcagc tgctacatac tgaaattctt cttgtggtct
  4087141 actcatccaa ttaaaaactt gaattggtaa aactgtaaat ctatcaaaca tactaaacgg
  4087201 aacataattt gcaaatgcaa gtgccccaat aactaataac ggtgccgctt ctccaatcgc
  4087261 tcttgatatc gctaacgtac aacccgttat aattcccgga aaagcatatg gcaatacaat
  4087321 tcgatacatc gtttgccact tcgtagcacc taatccgtaa gaagcttcta ataatgaatt
  4087381 tggtactgat cgtatcgctt cctgacttgc tacaacaact gtaggtaaga cgagtaaact
  4087441 catcgtcagt gccgccgcaa taatactctc acctaaatga agagcatata caaaaagagt
  4087501 taagccgagt aatccaaata caacggaagg tactcctgct aacgtttgat tattaatttc
  4087561 tattaccttt ttaaatatag attccttcgc atattgttct aaataaagag cagtcccgac
  4087621 cccaaatata aaggagactg gtataacaat actcataaat aatattgttc ctgacaatgc
  4087681 tgcagcaatc ccagcttctt ttggattacg cgaagcgaag tttgtaaaaa actctaacga
  4087741 aaggtaactg ataccttttt caaaaatttg aaaaagcaaa ataagcagta ttactattga
  4087801 aaacaaaatt gccatataaa ataacaattt gtaaattcga tcttttaaaa aacgtgatgc
  4087861 catattttct tgtatttttt tatgattcaa cattcgcata ttatgtcacc ctcctaaagc
  4087921 ggcgcataat aaactgcgaa atgatgttca ttataaaagt aaataagaat aacgtcgcgc
  4087981 ctacagcgta catgctgtaa taagtaattg ttccatgcgg agcatcacct aaactcactt
  4088041 gcacaatata agctgttaac gtttgaatag attctgtcgg atccagcgat acgttcggcg
  4088101 tagatcccgc tgcaattaca acgatcatcg tttcaccgat tgccctggaa gcagctaata
  4088161 taatcgctgc cataatccct gtaaaagccg aaggaaacac gacttgtttt accatctcta
  4088221 accgagttgc tcccagtgct aatgaagctt ctttcgttcc ttttgctaca gatctcattg
  4088281 catcttcaga cagggaggca attgtaggta tcatcataaa tccaataaca atacctggac
  4088341 taatcgcatt aaaaaactgt aaatcaggta taatccgttg caaaagcggt gtaacaactg
  4088401 ttaatgcaaa aaaaccatat acaattgtcg gtatacctgc taatagttct aacatcggtt
  4088461 ttaatacttt tcttgcaccg tttgaagcat attcgcttaa aaatacggca cacgctaaac
  4088521 cgataggaat tgctacgaac atagcaatcg ctgttacaag gaccgttcca catataagtg
  4088581 gtaatatacc gaacttagga tcttcaaaaa aaggtaacca ttccttttcc gtcaaaaagg
  4088641 attgtaatgg tattttttga aaaaacatta ttgtttcatt ggaaagcgta aaaataattc
  4088701 caagtgtcgt cataatagac acgctagcaa ttacttttag taataatgga acgattcgat
  4088761 tgattcgctg cgtttttttt ctctgttttg tatttctttc aatcaaatgt tgtacagaaa
  4088821 atgtaatttg acttttgtca ttataagcca aagatgaaaa cccctttcca ccctgacatt
  4088881 acctttttat ttctgttaac atccgcagct gttcattgta tttttctttt ggtaatttta
  4088941 catatccaac ctcttcagcg agattaccga catgctgaat cataaactca atataatttg
  4089001 ctacattcat tttatttcgg atagatgcat gattcacata agcaaatagc gacctagata
  4089061 acggcttata ctcacctgat tggatggtat ctttcgtcgg aagtacacca ttcactttta
  4089121 ttgctctcac cttatctcga ttggccatat aataagcata tcctacaaaa gcaatggcat
  4089181 ttttatcatt cattacccct tgcataataa cttgatcatc ttcagacaaa gagacttttt
  4089241 ttacaatgcg acttttttgt aagatgacat tttgaaaata atcatacgta ccagagtcta
  4089301 cacctggcgc ataaaacttt acctgttcac gtggccatga tgaatgaatt tgtgaccatc
  4089361 gcttttcact ttcatcttca ctccataata gacgtaactc gtctaccgtc atgttgtcta
  4089421 cccaagtatt ttgacgattc acaacgattg taagaccatc ataagcgact tcaaacggtg
  4089481 taaactgaat ggagtttctc ttcatttcat tttcttccac ttgtttcatt actctcgaag
  4089541 cattatttat atctacttct cctttactga aacgattaaa tcctcctcct gtcccagaaa
  4089601 cactgatgga gattttcacg ttcggatgca cctttgtata ttcctccgct actgcttcta
  4089661 taataggaaa aaccgttgag gatccatcaa ctctcacttc tcccatttca ttcacagcaa
  4089721 atgcagtaga cgtgccaaca taaaagaaac atgtcgacag tatgaaaact ttaattgatg
  4089781 cacttatcca tttcacgtgt tcttcctcct agaagtaacc ggaaataaca ggattacaga
  4089841 tataagaata ctgctaaact attaattcgg ttttaattgt ttgtaaaagt tttgtaaagt
  4089901 tccacaagaa tcaacataag gtaaacttga atccatatcc accgttcctc ttcacagata
  4089961 atttcccccg taaaatcggt attctctagg tgcttgtgta agtatcattt gtgagatttc
  4090021 ttattttttt tcgatataat atacttgtcc accttattaa aacgtatgca tgaaccataa
  4090081 aaaaaagcac actatctttt cagatagtgt gcttttttta caacttttta ttcatcatct
  4090141 tgttctttat ttttcttatc tatttcatct ttagtagctt cgccattttc tacttttttc
  4090201 aaatcaaagt acgcgtccat aatgtcacgg ctaatatatc cgttaatacc tgatttatca
  4090261 tctacccaag gtacaacaac agaaaatgct acttcagggt cttcaagtgg cgcataacct
  4090321 actaatgtta aattatatgt ttctttacgc tcaccgtttg cctttttacc aatctcttta
  4090381 tctccgccat acacagtttg agctgtacct gttttaccag cagctttata tggtgcacct
  4090441 gtaaaatatt tcgcagctgt accaccagaa tcgttaaata cttgtctaaa tccttcctga
  4090501 acacgtttaa tttgtgattc aggcatatca atacgattta gtactttcgg ctccattgaa
  4090561 tgaacaactt ttccaacttc gtcttgtttc gctgacggtt gacgaatttc ctttacaact
  4090621 tgcggctgca tacgatatcc accatttgca attgttgaaa catattgtgc taattgaagt
  4090681 ggcgtatacg tatcatactg tccaattgat aaatctagta ggaaacctgg ctgatttcct
  4090741 ctacctgttt ggcccgcaga ttcatttggt aaatcaatac ctgtttttac gccaagtcca
  4090801 aactgtccga aataataacg catcgtatca aatgcttttt gtggtatatc taacgtacca
  4090861 cctcttacat attgaacgcc tgcgatattc atcgctgttt taaacatata tacgttagaa
  4090921 gacattttta atgctgttaa atcattaata tatcccatcg tcttccacga agattttggt
  4090981 ggcgttccct ttaatctgat tggttcatca agttgaactg aacctggttg aattgcacct
  4091041 gtttgatatc ctgtaagtac tgtcgcacct tttacagttg atcccatcgg ataagagctt
  4091101 gtcatcgttc ctaatgcgaa atcttgtact ttcgtttcgc cattttcttc cactaactgt
  4091161 ttccctgcca tagataaaac ttcaccattt tttggattca tcattacaac gaatgcacga
  4091221 tctaaatagg gttgcccacc tttatatctc aataaatttt tcgtgataat ttcttctaca
  4091281 cgcttttgta attccatatc aattgttaaa tttagattat taccactttg cccttttgat
  4091341 acgttaatcg tttctaaaat attaccgttt ttatctgtaa catttctcac ttccgcttta
  4091401 ttaccgtgca aactatcttc atattgctgc tcaagataac ttttccctac gcggtcattt
  4091461 cgattataat cacgaacaag atagtaatct aatctttctc taggtaagcc ttcatcagac
  4091521 gttgaaaccc cgccaagtac acttcggaat aaatcgtcat aaatatactt tcgatcccaa
  4091581 tcaacattcg tatctacacc cggtaatgtt gctagatttt cactaataat cgcatattct
  4091641 tgttctgtag catccttttt aatgacttgt ggcgtcatcg catatccgcc gtccattttg
  4091701 cttttaatcg ctagtacttc taaatctttt gcggataatt gattcacttc ttcttctgtc
  4091761 acgcgatttc gttgacgctc atctaattct ttatcgtcaa tttttttatc tttaaactct
  4091821 tgacgatctt tattcgtaat tttttcttta gcttcctctt tatgaatagc aagccaataa
  4091881 tctttcttat cgcgatctgt taatttattt gtcggtactt caatcaaatc tgctagcttt
  4091941 ttcgctgttt ctaagcgagc ctctgcagtt gatcctttca tttttgtaaa tgtaatcgta
  4092001 cgtacagctg cattatctac tacaggtcgc ccataacggt caaatatttt cccacgtggt
  4092061 acaggattac taatcgtcga gttctctttc ctctccactt catttttata ttcctcaccg
  4092121 cgaacaattt gtacatatcc aagccttaca ataaccgcgg agaacattaa aaacacgcag
  4092181 aaaaacagca cgtttaaccg aaaaggaacg tgagtctttt tcttttgttg tttctgcttc
  4092241 ttgctcatac aaaccccctc taccaacagc tatgtaatgt gaaagggaca ccttcataca
  4092301 ggtgtcctca ctgctgtctt acatcttttt ctattctagc ataaaacaaa agagaagtta
  4092361 accttctggt tcagtttgat tctgcgtggt cccttgcgct acaacacttg ttttccccgc
  4092421 atttccccca tcatatttga catttttaac tgcaaaataa ataagaaaat gtccagcacc
  4092481 taaaatacat agtaagaaag gtaagctctt ttcaggcgga aagaataata cagcacataa
  4092541 aaaacttaaa actgaacaaa ttctcccagc atttaaccat aattctcgga caactacata
  4092601 ctctacacgc cactctctcg catttttcgc tctaccaatt acatcatatg tcatcgatcc
  4092661 atacggaacg agtaaaatag ggtatgcaat ggcaatgcat gctgcataaa taagtaattt
  4092721 tgtgtatgta acattgaata taactaaaaa tacgaccgca tataaaataa tgcctccaag
  4092781 taaaattgct ttttttcgcc actctttctt taacatacga gcgactaagt agtaacatac
  4092841 aaatgataca gcagaattta ctaagctata tttccctaat gcgagctcac tatcggttgc
  4092901 taagtacaca tatactgaaa taacaaaaat aaatgttccc tctctcaatc cctggaaaaa
  4092961 atgagcacgt gtaattcttc cccaattttt atcaatccgt cgctctttca aaacttgcgt
  4093021 aatctcataa cgcccttcac attctctctt ggataaaaaa aagcttaaca caacagcaat
  4093081 tgcaaacagc actaatgaaa gaaagaatat gaccgtatag ccactccatt tttccatacg
  4093141 cgaaattgtg tatccagctg ctatcggtcc aatcatgcca gagaaagatg taagaagtcc
  4093201 aagaaacccg ttaaagaaat ctcttgtttc tggttctgta atctcaaatg ttaataagtt
  4093261 aaacgcgagc cagtaaaaac catatccaac tcctaaaaga gcccccatca ataaaatata
  4093321 gtgagaagca ctttttcccg ctactaaaac aacgataaaa aaagtagcta acgtgcctac
  4093381 gcctattcgc aacaagattg agcgatcaat acgcttcgct aatttcccac ctataagaaa
  4093441 tgtgagaggc tgtaatacaa cgctggccaa attatacaag ccaagattca cataattttg
  4093501 tgtttgtttc cataaataaa tgttcacaaa cgtattcgat aaagaaattg cgagcgtgta
  4093561 taaacctcca ataaggagca ataacactaa atcccgattc acttcaacgt caccaattat
  4093621 atgtttccac ttcatacaca actctccttt acttcatgtt ctagtcttcc aaagacaagc
  4093681 ccaattatgt aaaaggaaag catagaaaaa agctaggagc attctcctag cttttttatc
  4093741 gttattacaa ttattttgct tcttggtaac gtttttcagc agcgttccaa tctacaacat
  4093801 tccagaatgc accgatgtaa tctggacgac ggttttggta atttaagtag taagcatgtt
  4093861 cccaaacatc taaaccgata actggagttt taccttcagt tagaggagaa tcttggtttg
  4093921 gcgtgcttgt tacttctaac tcaccattat ttactactaa ccaagcccaa ccagaaccga
  4093981 agcgagttgc gccagctttt gcgaattctt ctttgaacgc atcgaagcta ccgaatttcg
  4094041 cttcaattgc agttgcaagt tcacctactg gttgtccgcc gccgtttgga gataagattg
  4094101 tccagaagaa tgtgtggtta gcatgtccgc caccattgtt acgtactgct gtacggattg
  4094161 cttctggtac ttcgtttaag tttgcaacta attcttctac gcttttgtca gctaattctg
  4094221 catgaccttc taaagcagcg tttaagtttg tgatgtacgt gttatggtgt tttgtatgat
  4094281 ggatgttcat tgtttctttg tcaaagtgag gctctaaagc atcatacgca taaggtaaat
  4094341 ttggtaattc gtgttttgcc attgttatat tcctcccagt ttatgtattg ccacttaagt
  4094401 gacatacaac ttcattctac cctaattgcc atagggtgca aacaaataaa tcacattgtc
  4094461 ttgctatcat taaagtagca aaattcccac ttcatttcaa ttaaaatgct catatatttc
  4094521 ataaaaaaag ctcccttcta caaggaagct tcctgccgac ataataaaca tgtgaaatgg
  4094581 atatggaccc tgtaggactc gaacctacga ccggacggtt atgagccgtc tgctctaacc
  4094641 agctgagcta agggtccaca attatatatg taacaataca tcaaataaag gaattcctat
  4094701 cggatatatt ctttaagaaa tgtaagataa atttaccata tagaaaagaa aagtgtcaat
  4094761 tgtatttttc tcatttaaaa gaagaaaatt aataaaaaga aatttagtta tctctactat
  4094821 atgtaaatat aatatatctt gagattccct agattcctac gttacaatga ttttatacat
  4094881 acataaagga agtgaatcta tgtccatatt tacccaatta gtcaaaagcg tatattcgcc
  4094941 taaagatatg gcgctattcc gttttcaaaa aatcggaaaa accattttgt atattatgct
  4095001 actttgtcta atcactacta ttccaagaac attcttttac ggtagcttta ttcaagatag
  4095061 tgttactatg gtaaatcaag caattgaaaa agatttacct gattttaaaa tcgaaaacgg
  4095121 tgaactaaaa gctgatattg aagaacctat tcaaaaagaa gagggagatg ctcttttcgt
  4095181 atttgaccca aatacaacag atattgaaaa ataccaaaat aaaacgggtt tatttatttt
  4095241 aaaagataaa gtagtttcta taggaaatgg ccaaacgcaa acatactcct acaatgattt
  4095301 actagggaca tctcttgaga agaaagattt acaagatttc atttctgtat tcgatagtat
  4095361 ctatccaatt ttattagctg ttatcggcgt attagtatat ctattccaat tgttcattac
  4095421 tttcttagga attactttac ttgcgtttat aggttctgct atgagtggtc aacgtaaatt
  4095481 atcttataag caagtatgga cgttaactgc ttacagctac acaattccaa caattttctt
  4095541 tatgattatg gatctattca aaatcgttgt gcctggttca acattcattt atatcgcagt
  4095601 tgttttaatt gttctatact taacaattaa agaagttcca aaaccgaatg aaaaataaga
  4095661 acaaaaaaat gcctaaatag gcattttttt tttggacaag catatattcc tagcaaagga
  4095721 gtgaagaata tgaagagatt aggtatattc ttattcgtgc ttgttcttgg ttatatattt
  4095781 tattacgata taaaaatcgg cactttaccg atgttaagtt catataaaaa aacaaatgca
  4095841 gcccaaacaa taaaacaaga aagtacaaat acaaaacaaa ataaagagaa caaagcagaa
  4095901 aaagaaacag atgtaactta taaaacaatt gaagtcaaaa caggtgagac agttctttct
  4095961 attactgaac aaattaataa gaaaaagatc ccttccattg aaaaggtaat tgatgacttt
  4096021 aaacaactaa acaaaagtac ttctgctaca aaaatacaaa ttggaaagtc ttataaattc
  4096081 ccgttatatc aataagcaat cacttaatcc ttgtcaatta cataaaggcg ctgatacaat
  4096141 agtaaaagtg aaaccgagca cttcggtttc tatagccctg tatcacgtat actatcattg
  4096201 atataaggga ctaaataaga aacttctttt ataaggagag cgatctattc gtgaatgaaa
  4096261 tgactcatcg tacaaaaaca cgtccagtta aagtcggtaa tttaacaatt ggcggtaata
  4096321 atgaattaat tatacaaagt atgacaacaa caaaaacaca tgatgttgaa gcaacagttg
  4096381 ctgaaattaa acgtttagaa gaagctggct gtcaagtcgt gcgtgttgct gttccagacg
  4096441 aacgcgcagc aaatgccatt gctgatatta aaaaacaaat caacattcca cttgttgctg
  4096501 atattcattt tgattatcgc cttgctttaa aagcaattga aggtggcatt gataaagtac
  4096561 gtatcaatcc aggtaacatt ggtcgtcgcc ataaagtaga agctgttgta aatgcagcaa
  4096621 aagaacgcgg tattccaatc cgtatcggtg taaacgcagg ttcattagaa cgtcacattt
  4096681 tagaaaagta cggataccca actgcagatg gtatggtgga gagcgccttg catcatatta
  4096741 aaattttaga ggacttagat ttccacgata ttatcgtatc tatgaaagcc tctgatgtta
  4096801 acttagcaat tgaagcatac gaaaaagctg cacgtgcttt tgattaccca ttacatttag
  4096861 gtatcacaga atctggaaca ttatttgccg gaactgtaaa aagtgctgct ggtcttggag
  4096921 caatcttaaa taaaggtatc ggaaatacac tacgtatttc acttagtgct gacccagttg
  4096981 aagaagtaaa agttgcgcgt gaactattaa agtcattcgg ccttgcatct aatgcagcaa
  4097041 cacttatttc ttgtccaact tgtggtcgta ttgaaattga tttaattagc atcgctaacg
  4097101 aggtggaaga gtacatctct acactgcaag taccaattaa agttgccgta cttggttgtg
  4097161 ctgtaaatgg tcctggtgaa gctcgtgaag ctgatatcgg tattgccggt gcacgcggag
  4097221 aaggattatt attccgtaaa gggcaagttg ttcgtaaagt accagaagaa ataatggtag
  4097281 aagaactaaa aaaagaaatt gacgtaattg ctgctgaaat ggctgctgaa cgagaaaaag
  4097341 aaaaagaaac acaagaacaa taaaaagaag gttgcccaca atatttgtga gcaaccttct
  4097401 tttatacaca aaaaagctcg tcagttctat aactgacgag cttttacttt gcacattttg
  4097461 gacaacgtcc gtatatttca aacttatgac ctgttacttc ataaccgtta aaatctttat
  4097521 tcataaaatc cattgggcag gaagtaatct ctttcgtccc cccgcaatct aaacaaataa
  4097581 aatgatgatg atgttccata atagaacatg taaaacgaaa atgtttttca ccgtttaatt
  4097641 ctgtttgttc taaaacaccg atttcagcaa acaccgttaa gttacgataa atcgtatcaa
  4097701 agctaagacc tggataatca tccttcatat gctctaaaac gtctttcgcc gttaaataac
  4097761 gattgtgagc tgcaaataat ctcagcattt cttctctttt cccagtatgt ttgtatcctt
  4097821 tatctttcat taggcgtaaa gcttctgtta gattcatatc tatccctact ttatgcagtt
  4097881 tttttcttct tccataaaat cgcaccaatt aaaataagaa ctgctatcat aacaattgta
  4097941 ccacctggtg ctagatcaag ttgatacgaa gcaaacattc caccaattac tgcaatttca
  4098001 ccaaataaaa tggagaagaa aattgtttgt ttaaatccat ttgcaatacg aatacttgcc
  4098061 gcaactggta atgtcattaa tgatgatacg agaagaaccc ctactacacg cattgatact
  4098121 gcaatgacaa gagcaaccaa tataatgaaa ataaaatgaa tccactttgc actcaaaccg
  4098181 gttgatacag cgtattcctc atcaaacgat agtaaaaata actctttgta taataaagta
  4098241 atcgttataa taacaacaat tgctacaatg ccgataatga ttaaatccgt acttgttaca
  4098301 gcacttacac taccaaataa ataactaaat aaatctgtgt taaatccatt tgcaagtgaa
  4098361 ataaaaatga caccaatacc cattcctgct gatagaataa tcggaattgc taattcttga
  4098421 taatgtttat atacagtacg tagtttttca ataagtaacg ccccaccaat agaaaaaatc
  4098481 atccccatat ataagggatt taaaaatccc cctgtgaaaa ttgttttttc tagtagtaaa
  4098541 cttgcagcaa tacccgataa tgtcacgtga cttaacgcat ccgcaataag cgacatgcgg
  4098601 cgaatgacaa caaatacacc gataagcggc gcaacaagtc ctattaaaat ccctgcatat
  4098661 aaagagttac gtaaaaagtc atattgtaaa aaatcttgta tcattatatc ctcccgtgat
  4098721 gctcatgctc gtgttctaaa cgatgaacat gatgtccata taagacggac atttctgcat
  4098781 cttctaactc tcggaacttt tctacatttc catggaaatg taaatgttga tttaagcatg
  4098841 caacatgtgt tactttctcg gtaacagctc ccatatcatg cgtaacgaga attaatgtga
  4098901 ttcctagcct tttgtttaaa tcctctaata tctcataaaa actttctaca ttcttcacat
  4098961 cgattccaac agtgggctcg tctaaaataa gtaattcagg atcactaacg agcgcacgag
  4099021 caataaatac gcgctgttgt tgtccgccag aaagttctcc gatattacgt ccttgaaact
  4099081 cactcatccc tacatcagca atcgcttttt ctaccttttc cttatcgttt ttcgtgaaaa
  4099141 agcgaaacaa tccttttttc gaaacgagtc ccattgacac aacttcaaac acagttgccg
  4099201 gaaaaccaga attaaagcta tttgcctttt gcgacacata accaactttg ttccattctt
  4099261 taaacttctt actatcaaca ccaaacaaac gaatgcttcc ctgttttggc tttaaaacgc
  4099321 ctaataaaca ttttagcaaa gttgatttcc cagaaccatt cgggccaact aaacctaaaa
  4099381 aagctccctt cggaacttgc aaattaatat cttctaacac atttcgatct tcatatcgaa
  4099441 atgacaatcc ttctatttct aatatattat tcatagcatc tcacctattt taattcagaa
  4099501 tgattccgat ttatatctat ttgaattata gtacagctta ttatagttgt aaaccaatct
  4099561 gcctaaaata tatctacttt ttcaagaaac cttactatta taacaaaaag cagagaaaaa
  4099621 ttctctgctt tcgaaaaata ttcctataaa atgaaacctt aatgagatga ggccatcccc
  4099681 taccgattgg taaaggcttt tactggataa tttttttagt gaatagccga tttaaactta
  4099741 ccaccatttg tctcttgtgt actcataatc gtaacaaatg cattcgcatc aatttcatac
  4099801 acaattgatt tcagctttgt cacttccaaa cgcgttacaa ctgcatatat tacttctttt
  4099861 tctttatccg tgtaaccgcc tttcgctaca agctttgtag ttccacgacc aagacgatgt
  4099921 aaaatcgcat ttgatacttc ctcatattga tctgatacaa ttaaaactgc tttcgtttca
  4099981 tctaaacctt gaatgactgt atcaattgtt ttgaacgcaa tatagtacgt cataacagaa
  4100041 tacatagctt gttcaacacc aaatacaaat gctgcccacg caaaaatgaa taagttcaca
  4100101 aacattacaa attcgccaac ggagaaaggt aattttttcg ttaataaaat acccataatt
  4100161 tctgttccgt ccattgatcc accatgacga ataacgagcc ctacaccaag ccctaaaata
  4100221 agaccaccaa acactgtcgc taaaattggc tctgttgtaa atggcggaac agcatgtaac
  4100281 gttgattcaa taaacgctaa agctacaata ccgaacgccg aagatagcat gaacgttttt
  4100341 cctatttgct tataacctga atacataaat gggatgttga gaataacgac taaagtagag
  4100401 aagcttaacc accaaatatt aggagtaaga taatctagta taagagaaat accaataatt
  4100461 ccaccgtcaa taattttatt cggcattaaa aataattcaa tcgctaccgc tgcacatgct
  4100521 gccccaaaaa taatcataac taaacgataa ataagatgga taacactttc ttttcgatgt
  4100581 tgcttttgct ccataaatcc tccccatact ctttttctat agttttgtct ctttattata
  4100641 acatacgctt ctttttgtca tgaaaaaaga aactctatac gaatatgtac aagctacgta
  4100701 ctcatatatt tcgatagaag aacgtgtgaa ggaggataaa acgatgaacc tcattaaaca
  4100761 acttgtaaat aaaaaattaa atcatatttc tacaaaagat ttattgaaat atagtaaaga
  4100821 atatgaagtt ccaattacga ctgcacaagc tgatcaaatt gttgtactta tgaaaggaaa
  4100881 gaatattaac atttatgata atgacgaacg actagagctc ttaaaacaaa tagcaaaagt
  4100941 aacctcccct gctactgccc aacaagtaaa tactttattt cagcaactac taaaataagg
  4101001 aggggatatc ccctccttat tgcgctttaa ttttttcaag aagtccttca tcaaaagtac
  4101061 catttttcag catttcgatt tctaatttat atggcggctt cttatctttt ttatcttcac
  4101121 ctacatatgg cgtttcaaga atttttggta cgtgcgttaa ctgtggatga tgtacaatat
  4101181 gatgcaatgc tttataaccg atatgaccga aaccaatatt ttcatgacgg tcttttcctg
  4101241 cgccgcgtac atttttacta tcattaatat gaagtacttg taaacgatcg ataccaacaa
  4101301 tcttatcaaa ttcgtttaat acaccgtcaa agttatttac aatgtcatat cctgcatcgt
  4101361 gcgtatgaca tgtatcaaag catactgata gtttttcatt atattttacg ccatcaataa
  4101421 tttttgcaat ttcctcgaaa ctacggccgc attctgttcc ttttcctgcc atcgtttcta
  4101481 acgcaatgtt aacagtctga tctggcgtta acacttcatt aagtccttta ataatctgtt
  4101541 gaataccagc atccgctcct gcaccaacgt gcgcacctgg gtgaagaacg atttgtttcg
  4101601 ccacacctaa tgctgatgtt ctctcaattt ccatacgaag gaaatctaca cctaattgga
  4101661 atgtttctgg cttcgtcgta tttccgacat taataatata tggcgcatgt acgataatct
  4101721 cttcaatacc gttttgttcc atatgttttc ttcctgcttc tatgttcaat tcttcaattg
  4101781 gttttcttct tgtattttgc ggtgcacctg tataaatcat aaacgttgtt gcaccgtatg
  4101841 aaacagcctc ttcacttgct gctaataaca ttttcttccc gctcatggaa acatgagatc
  4101901 caatctttaa catacaatca cctcttcaat atacaataga tataatgata gcataatttg
  4101961 tagaaatatg tagtgaattg tttgttcaca aaaaacgcac tacataaatt tatacgacta
  4102021 tttaaacaga ctacactctt catttacatt atctagatga agcaaaactt taatcaatat
  4102081 tttctatcca tattgattaa agctctcaca aatagctgaa taaaaaaaga taagggaaat
  4102141 cccttatctt tttttattgc tatattttct cttcactttg tcacgttcag ttgcaagttt
  4102201 gcgtttatag tttggtttta cttttttcgg ctttttaata actttcgttg ccataacgtc
  4102261 aagttcatca tttggttttt tacggctctt acgacgacgg cgttcaccta aatccgccca
  4102321 ctcatctcct cgtaaatcta catgtttgaa ctcaatatga cgttgttttt ctaaactatc
  4102381 tagcgcttct tcgtttgctg gatcataaat cgtcactgca atacctgaat gccctgcacg
  4102441 tgctgttctt ccaacgcggt gaacgaagaa atctaaatct gatggaagct catagttaat
  4102501 aacatgacta attccttcaa tatcgatacc acgtgccgct aaatcagttg caacaatata
  4102561 ttggaattct aggtcacgaa tttgtttcat cattttttta cgatcacgcg gtgataaatc
  4102621 tccgtgaatt cgtccaactt ttaagccgcg ctccattaat ccgtcagcaa cctgatccgc
  4102681 catcttcttc gtattcgtga aaacaactgc taaatacggt ttaaattgta gcaacatttt
  4102741 attcactaaa tcgattttgt tacgatgttt agacggaact aaataatgct caatatttcc
  4102801 agccgcaact tgttttggat tgatatgaat atgctctgga ttctccatat atttcttcag
  4102861 aaacggtttt agtttttgag gaattgttgc agagaaaact agcatttgca agtttttagg
  4102921 catgcgtgct gcaattttgt ctacatcatg aatgaatccc atatcaagca ttaagtctgc
  4102981 ttcatcgaca ataatcgtat ttgctttatg aacaaataat gcttgttctt ccactaagtc
  4103041 tttaatacgt cctggtgttc caactacaat atgaggttgt tttttcaact tttcaattga
  4103101 tcgttgttta tcagttccac caattaaaca acgtgctgta atcatttgat cttccgcaca
  4103161 gaactttgtt aatttcacga tttcttcgta aatttgttgt gctaactcac gagtaggcgc
  4103221 tgtaataaca agttgtactt cttcacgacc tgggttaatt ctgttcaatg taggaagtaa
  4103281 gtatgcatgt gttttcccag aacctgtttg ggattgtcca attacactta cacctttttt
  4103341 tacgactggg aaaattttct gttgaattcc tgtcggctct gtaaagcgta gttcacgaac
  4103401 tgcatctatt aaaaatggtt taaaatcata ctgtgtaaaa gtttgttgtg tcataagtta
  4103461 caccttcttt ctaaatttct actgcgcgca caaatcagtc aagtctacat tatatcgaaa
  4103521 tctacaagta aaatccatct ttagtttagg tttttacttc aaaaactaac cttcttccct
  4103581 cttattgcat attgtatgtg tatataccta actgaagaaa ggaggatttc tcacatgttt
  4103641 ccaaaatcac ccaacaggca aatgtatccg cagccagggc agcaacctta tacaccatat
  4103701 ccaattccac aactaccacc gatggcacaa aaaaagaaag ggttccttgc taaactcttt
  4103761 aaaaaacacg atccaaccga acctttcatg caaatggttc cgccttatcg acaaatggaa
  4103821 ggaccaccgc caatgatgca ccaacaacag caaccgccac cccaatatcg acagcaatat
  4103881 caacaacaat atcaacaaca atatcaacaa caatatcaac aacaataccc gcaacaatac
  4103941 tcacagcaat accaaccata catgcagcat catcccgagc aaatgatccc tcctcaaatg
  4104001 tatgaatcaa acgaaacgcg cggcggtgca gcaactacag cagcatcaag tagcggcatc
  4104061 ggtagttttt tttcgaattt aatttcgaat ccaactaata tgataaataa tatcgaaaaa
  4104121 gtatcacaag tcgttcaatc tgtaagccct gtcgtcgaac agtacggtcc cattatgcgt
  4104181 aacctaccaa gcatcgttaa aatcctcacc tctggaaaaa gtacggaaga aaatccaacc
  4104241 gaagatcaaa ctgaagacct aacagaaaag gttgaagtag caactccacc tcctccacaa
  4104301 aaaaaaagaa aaagaaaaaa atggtgattg agccagttat agaaaaagaa gtgcgcgagg
  4104361 agcctgttca aaaaatagca acaaaaccaa aactatatgt gtaacaatcc tttgttttct
  4104421 atccactcct cctttataat gtaaaagact atgcacaaaa gtatcccttg tttagaagga
  4104481 gaggattact catatgaaaa ttgttaaaat ttcccctcgt ggttattgct acggtgttgt
  4104541 ggacgcgatg gttattgcac gtaacgccgc attagataca tcattaccaa gacctattta
  4104601 tattttaggt atgattgttc acaacaaaca tgtaacagat gcattcgaag aagatggtat
  4104661 cattacatta gacggtccaa gtcgattaga cattttagat aaaatcgatt ctggtactgt
  4104721 tattttcact gcacacggtg tttctccaga agttaaacag cgtgcaaaag aaaaaggttt
  4104781 aacaaccatc gatgccactt gcccagatgt tacaaaaaca catgacctta ttgaagcaaa
  4104841 gaaagctgaa ggttaccatg tcatttatat cggcaaaaaa aatcatccag aaccggaagg
  4104901 cgcagttggg atcgcacctg atatcgttca tcttatcgaa agagccgatg atttaaaaac
  4104961 attagaaatt ccaacggata aaattttagt tacaaatcaa acaacgatga gtcaatggga
  4105021 tgtgcaacat ttaatggagg acattcagaa aaaattccca acagcagagt tccataagga
  4105081 aatttgttta gcaactcaag ttcgccaaga agctgttgcc aaacaagctg atgttgccga
  4105141 cttaacaatt gttgttggtg atccgaaaag taacaactca aaccgtttag cacaagtatc
  4105201 acaagaaatc gctggtacga aggcataccg cgttgcagac gtaagtgaga ttaaattaga
  4105261 atggctacag ggtgtagaaa acgtagctgt tacagcaggt gcttctactc caacaccaat
  4105321 tacaaaagag gttatcgctt tcttagagca atatgaccca atgaatcccg ctacatggga
  4105381 gagagttcga aaagtaccgt tacaaaaaat attacctcgt gtaaaagtga aaaaagaaca
  4105441 ataataaaaa ccgttgccta tatgagcaac ggtttttatt tttcttatac aaatgtaaat
  4105501 ggatctgtat gtaactgcga agcatgaatg tttacattaa gtttctttgc atccactttt
  4105561 tcttgtaatt gcttttgtac accttgcttc attacctttt caacgttatg tcctgggtca
  4105621 actatattta aaccgagcat catcgcatca tgagcaacat gataatacat gtcccccgtt
  4105681 acatatacat ctgctccttt aaatttagct tgattgatgt atttgttacc atcgccacca
  4105741 agtacagcta ctttgcgcac tttatcatct aatttcccaa caactcgcgc accctttaca
  4105801 tctaatgact tctttacatg ttccgcaaat tgtccaagtg tcatttcttc ttgtaaatat
  4105861 cctatttttc caagccctaa tgtttcacct ttgttatcaa gtggatacac atcatatgct
  4105921 acttcttcat atggatgtgc cgttaccatt gctttaatta cttttcgctg taatgaagct
  4105981 ggaataatcg tttcgattcg cacttcttcc acgcgttcta actgcccagt ttccccgata
  4106041 taaggatttg ttccctcttg aggtataaac gcgcctgtac cctcgctact aaacgtacag
  4106101 tggctataat tgccgatatg accagcgcct gcgtctccta atgcttttct tacttcttct
  4106161 gcatgagttt caggcacaaa cacaacaatt tttttcattt cttctgcata tgtcggtgcc
  4106221 aaaacttctg tattttgcaa tcctaacgcc tcagcaagta aatcatttac cccgccctta
  4106281 gcaacatcca catttgtatg tgctgcatag attgcaatat catttttaat acacttttca
  4106341 ataattttcc catacgcctt atctgtatga atcgctttta gcggtttaaa aattaaagga
  4106401 tgatgcgcaa taatgacatt cgctcctaat tgaattgctt catccacaac ttcttccgtt
  4106461 acatctaacg caattaatac gtgctgcacg ggtttattaa gcgctccaat ctgcaggcca
  4106521 atcttatctc cttccatcgc caaatgcttc ggatacatac tttcaaataa agaaataatt
  4106581 tcatggccat ttggaatttt actcatgata aaacctcccc tatcattttc attttcgctt
  4106641 ctacttccgc gcgcttcgct tttgtttcct cagaatcagc cgcacgttct aactgcttta
  4106701 aaatattttg gaagtttttt aattcgcctt cccacttttc aacgaaagct tcactttttt
  4106761 cttttattaa aaatggtccc atgaacaatt cagtttgttt gtttcccgaa taaggaacct
  4106821 caatatttcc tcgttcccct actaaaatct cgtaaatttt cccatcttct tttacgattt
  4106881 tttcatggat aagctcccat ccattctcaa taaaccattc acgaatatga tgcgctgcaa
  4106941 tattcggctg taaaattaaa cgtgttacac cttctaattt ttctttacca ctttctaaaa
  4107001 tgtcacgaat taacgctccg cccattccag caactgtaat tacatccact tctcctggcg
  4107061 tgataacagc tagtccattc cctttacgca catctacttt atcttgtaag ccactttcag
  4107121 ctacagttgc ttgcgcagaa cgaaatggtc catctacaac ttctcctgca actgcttttg
  4107181 tagcaatatt atttataatt gtataacacg gtaaatacgc atgatccgat ccaatatcag
  4107241 caactgtaga tcctactggt atttcacgca caacttcttc taatcgtttt gaaagcttta
  4107301 cttcattcat gtatttccat tactccttct cttgtcagtc tgtctccatg ataatgaatt
  4107361 tatagtagtt gttgcaagtc cataacaaca attccattct ctataactca tcgtatttta
  4107421 gaaaatacag aaaaacaagc cctttgcata agcaaaaggc ttgtaacaca aaactttatt
  4107481 ttttcttcga tagccaatca gctactttag cggcttgatc agctggaact aaatttggtg
  4107541 gcatgtttcc ttttcctttc gaaataactt cttgaatctc ttctttcgaa agctttccac
  4107601 caattttttg taaattaggt cctaccgctc cttgtaactg atcaccgtgg cagctcgtac
  4107661 agctttgctt cacaatatcc tctggctttg atgctgtttg tgctggcttc ccaccatttt
  4107721 ttgcatcagc taactcttta gatttattta gcccctgaaa tgaaaataca aacataacga
  4107781 taatacctaa tgctgcaata agagcgaacg gaatcagcgg attacgtttc atatctcttc
  4107841 tcccccctct atacccctaa atagttagat gattcagtca tttccattgt acttgaaaac
  4107901 gctctatcag aaaagagtaa actactaatc gttaaaaata tttcataaat tcagtttatt
  4107961 gttttttatt gttatatcgc ttattatttc gataattatt aacttttctc atcatatttt
  4108021 tcacttttct acatatattt ttgtatagaa taaacaaaat taatcgaaaa atcgaaaaat
  4108081 gagcatttgc aaatcaaaag acaattctgt aaaataaatt acaagaaatt gtaatcgttg
  4108141 ctgacagcta aagtttaaca aaaattaaca aaataaaaaa gtttacttca caaaggtgaa
  4108201 gtaaacttaa aggtagccta ttctaagaaa tccttaagac gcttactacg gctaggatgt
  4108261 ctcaatttac gaagtgcttt tgcttcaatt tgacgaatac gttctctcgt tacgccgaat
  4108321 actttcccaa cttcttcaag cgtacgagtt cgtccatcat ctaaaccaaa acgaagacgt
  4108381 agaacatttt cttcacgatc tgttagtgta tctaacacat cttctaattg ttcttttagc
  4108441 aattcatacg ctgcatggtc cgcaggcgat gttgcttctt ggtcttcaat aaaatcacct
  4108501 aaatgggagt catcttcttc accaatcggt gtttcaagag agactggctc ctgagcaatt
  4108561 tttaagattt cgcgcacttt ttctggagca agatccattt cttcaccaat ctcttcagga
  4108621 gatggttcac gtcctaaatc ttgtaataat tgacgttgta cacgaattaa cttattaatc
  4108681 gtttcaacca tatgaactgg gatacgaatt gttcttgctt ggtctgcaat cgcacgtgta
  4108741 attgcttggc gaatccacca agttgcatac gtactaaatt tgaaaccttt acgataatcg
  4108801 aacttttcaa ccgctttaat tagacccata ttcccttctt ggattaagtc taagaaaagc
  4108861 ataccgcgac ctacgtagcg ctttgcaata cttactacaa gacgtaagtt tgcttctgca
  4108921 agacgacgtt ttgcttcttc atcgccttct tcaatacgcg ttgcaagtcg aatttcttct
  4108981 tctgcagata gtaaatctac acgaccaatt tcttttaaat acatacgaac aggatcgttg
  4109041 attttaaccc ctggtggtac acttaagtca tttaggtcaa actcttcttc tgttttcgta
  4109101 atttggtgat tattagggcc ttcatcgttg tcgccaacta agtcaatccc ttgttcacct
  4109161 aaatattcat agtattcatc catttgatcg gattcaattt caaatccatt catgcgttct
  4109221 gcaatctctt catatgtaag aacgccacgt ttttttccga gctcagtgag ttgttctttc
  4109281 acttgctcaa gggtcatttc agtttcaatt tgtttagaac gagctggttt gtcagccatc
  4109341 tgttcccctc cttacgcgag atacaaacat tcattatact aaaaatttat caaaaaagct
  4109401 attttctcgc tttttgattt tgtaaatatg ctacataata tttagcagcc tctacaggat
  4109461 ctgttttttc catttgtttt atcttgaaga tgatttccat cttttcaagt ttttcttgat
  4109521 gacgtctaag cgtctccaaa tggctttgta acacttcttc tgtgtattct ggattaataa
  4109581 attcatccgt cgaaatatcg gtaataatat ttttcaactt ttcatcagag agccaactta
  4109641 aaaatgttcc gactgaaggt tcatttccct tttcataata tgcgtatagt tcatataaaa
  4109701 tccctttatg ttcttctgta tgaaaatctt ctatgtggga ttccatacga acggccactt
  4109761 ctggactttg caacatatgg taaataattt ctctttctgc cctttcaaaa cctgttaatt
  4109821 tcggttttgt ttgaacaatt tgagacggct tagaaacctg ctttacttgt ttttgctgta
  4109881 ccttttgttc tttgcgatat tggtgcaatt ggttcaaaag tgtttccatt gaatacgaaa
  4109941 attcttgcga taatgacttc aaatatgatt ctgcctgcat cgcatcttgt aacaacgata
  4110001 actcttttaa aacacttttc acatactctt ctttgcccga ctcatcttgc aaatttttcc
  4110061 ctaaacgcaa ataatttatt ttaaaaccaa caaaacttat acttgatttc acaagatttt
  4110121 caaaagcagt tgtcccatat tgttgcacat attcatcagg atcaagctta tctggcaagg
  4110181 atgtaacttt tacttggcaa ccaacttgca acaataattg ccctgctttc atcgtcgctt
  4110241 ctcgccctgc tttatcacca tcatagcaaa gaacaacagt ttcaacgtta cgtcgcagaa
  4110301 gttttgcttg ttcttcagtt aaagctgttc ccattgtcgc aacagcttct tccacaccac
  4110361 tttttaccgc agctagtacg tcggcatatc cttcaaaaag gaccacttgc ccacgttttc
  4110421 taataaacgg cctcgcttgg tggaagttat acaacaattt acttttgtga aaaatcggtg
  4110481 tttctgggct atttaaatat ttcggagtat catctcctaa tgcccttcca ctaaacgcta
  4110541 tcactttacc ttgtaacgta tagattggaa acataactcg tccacggaag cgatcataat
  4110601 ggctcccatc cttctcactt cttatgagaa gaccagcttg ttccatacta gacagcgata
  4110661 aacctctttt ttgtaaaatt ttcgttgctg catcccaagc aggtgacgca taaccaattt
  4110721 caaacttctc aatcatttct tttgtaatac cacgttttaa caaatacgaa agtgcttcat
  4110781 ttccttcttc tgtatttact aataaatgat gataatactt tttcaaaagt tcatgagcct
  4110841 gttgcatgat gacagtgtca tcagatatgt cttcttgttg tccttgccct gatgtatact
  4110901 ctgcaaccgc aattccattt ctttcaccta gcttttgaac agcctcggta aaagccagtc
  4110961 cttccatttt cattagaaag gaaaagacat ttccaccttc tccacatccg aagcaatgaa
  4111021 aaatttgctt atcagatgaa acagagaatg aaggagaatt ctcaccatga aacggacaaa
  4111081 ggccgaaata gttacgtccc tgttttctaa gttgaacgta ttcaccaatc acttcgacaa
  4111141 tatcggatga cgtccgaatc tgttcaacaa cttcttcagg aattctgttc cccataactc
  4111201 catctccgtg tcgtattttg tattcgatat aaattaaaaa attcctttat aattcgacaa
  4111261 tattttttct aaacttatta gaaaatgtta tcgatcacgt tatcaagcga ttttgcagac
  4111321 tcttttctgc gtaacttcgc agatacgtac ctactatata aaattgtatc catttgctca
  4111381 tctattacaa atgtacctca tggagacaat acatatgcac tttttcataa gaagattaac
  4111441 aagcactata tcctatgtga tcacgagatc tgtttctatt gcttgttgat acatataaaa
  4111501 aaatcaacat tcgcttattc agcatctaca tagatccaaa ttcccttacc gcttccttaa
  4111561 acgatgagca tacgatgtga caaacaaaat tttgacatga aatttcgttc caacttgcac
  4111621 aattttcagc cttcacagta tatgcatctg catcaactaa taccatattg atgttttgca
  4111681 tatttctgta ttctacatcc cttctgcgaa tccttccata atgtgcgttt tcttgtatag
  4111741 attttgtcga tttaacgtaa ttacatgtct tttcttaaat cctatcccta gtttattctg
  4111801 aaaaattaaa gtctaaacgt aaaatatagg tttttatcac aattttttat tataatatat
  4111861 tttcttcaac tacgctacat atccctttat tttttcatct tctatttcag gatagcgaaa
  4111921 ccctatcttt aacataataa aaagacagaa gaatataagt ataaccactt cgctatcatc
  4111981 tattacgaaa ttagcaggca ctgtgtttct cacgagcgaa aaaagcacat tcacctttgg
  4112041 taaatgtgct aaaacatttt ttggttttgc actgcattca caataatgtt agctgtttct
  4112101 tcaatcgctt tgttcgatac atcaattact tgacaattta ttttactaac tacattctca
  4112161 aagtgatcaa tctcttcttt aatacgatta atattggcat atgttgctcc gtcacttagt
  4112221 ccaagtgatt tcaatcgctc ttttcggata tgattcaact tttctggcgt aattttcaaa
  4112281 ccgaagcatt tttctttagc cacttgatat aattcttcag gcggatctac ttctggtaca
  4112341 agtggtacgt tagcaacttt cagacgtttg ttatgagcta aatattgaga aagtggtgtt
  4112401 tttgatgtgc gcgaaatccc aattaacacg atatctgctt ttaaaatacc acgtgcatct
  4112461 ctaccatcat catacttcac agcaaactca atcgcttcaa tctttttaaa gtattcttca
  4112521 tctaatctac gaacaacacc aggctcatat ctcggcactt gccctgtaat ttcttcaatt
  4112581 tgatcgatta gaggcccgat aatatcatat gcctctacac cttcttttgc agcctctgtc
  4112641 actaaatatt ggcgcatgtc aggctttact aacgtaaaac aaataagtgc ttgattgctc
  4112701 ttagcaatcg aaatcacttc ttttaatgtc cctgtatctt ctacatacgg tacacgtcta
  4112761 atatcaggag caaatgggaa ttggcccatt gctgctcgaa caaccaaatc agccgtttct
  4112821 cctacagagt cagatacgac atatacgatt ttattatcca ttacattacc tcactttaaa
  4112881 caaattacac ttattcgtta tttactaagt ttacaaacgc acgtgtaata tttgtttttg
  4112941 taattcgtcc aatcacttct aaaccttgtt tcgtatcttt tacaactggc atcgcatcaa
  4113001 tctgtctttc tattaattcc atcgcaatat catataaaga atcttctcta cgacacatcg
  4113061 caatgtttgg catccttgtc atgataatat taaccggaag tgaggttaaa tcctgctttc
  4113121 ctaagctagc tcgtaataaa tctttacgag atacaacgcc tactaataga gtcgattgat
  4113181 ctacaacgaa taatgtacct acatcctcta aaaacatagt acaaatcgca tcgtatactg
  4113241 atacattttt atcaattacg actggtctag attgataatc ttgtacttta attttcttaa
  4113301 cagcttcaga taataactgc cccccagttt tacccgtata aaaataacct acgcgtggac
  4113361 gtgcttctaa ataaccagcc atcgttaaaa ttgctaagtc tggccttagc gttgcacgtg
  4113421 ttaatcccaa ttgcgcagca attgactccc ctgtaatagg accgtgatct tttacaatct
  4113481 gaatgatatg ttcttgtctt ttattcagct ctatgataat caccaccttt aatgcacaac
  4113541 gaaaaaagtt atactatctc ttaaatatta tatactaaat atgctattcg aaaaagaaag
  4113601 gatgtaaaaa ggaccgtata cggccccaaa ttatatttga aacttatcaa gttgttctaa
  4113661 gaaacgtctt gatttcaaat aaatcccgca atattcatca taatatgtat tcaatactaa
  4113721 acgcatttgt ttttttgtgc tatccttcac tgatacattg ccaagtctat gtaaatcgaa
  4113781 gtggtagaaa agacgcaata atttatgaac ggcttccccc actggtatac gatactgatc
  4113841 ttgctcagca tgacgtgagc acagaaaacc gccctctcta acagagaagg cgacaaaatc
  4113901 tgtttcttga tgacaaatcg cacatgtgtc aaagtacggg cgcatcccta ataccggaag
  4113961 cattttcgtt tgataaatta atgataatac ttctggatca acaccctcac acatataatg
  4114021 caacgtttga tataacattt caaataaata tggattatgt tttttatctt ctgttgcttt
  4114081 atcagttaat tcaacaataa atgatgcata agcagttaaa aatatatcct cgcgaatttc
  4114141 tttcatagtt gaaataatct cgccttgttg caaagttcca agtccagatc ccatttgaat
  4114201 aagaaaatga ccatgtgtca taagttgcga aacagatgct aaccgacttt tcggtttttt
  4114261 cgctcctctt gccattgcac ttaccttacc caattctctt gaaaatattg taacaatctt
  4114321 gttcgtttct ccgtaatctg tcgtacggat aacgatgccc tcaacttttt gaaacatgtt
  4114381 cgtcaccatc caaggtttga acaaaacggg tcaagaaatt ggagagtcta gatgcgctag
  4114441 ctcctcttca tgttgatcca tctcatcgtt tacgtctttt tccatttctt tcaaaagcaa
  4114501 atacgtctca atgcttcctg ttttggagaa aaacttccag gtaaaatcta gcataagaat
  4114561 ccacctttct caataagcgt agcctataaa ccaatttcct ttgttgttat taaattgacc
  4114621 cattttgtcc attttcatgt gagaaaaatt tttcctaatt tatcaaaact cataaaaacc
  4114681 aataatcagc ggatgaacaa aacatccgct gattacagct ttactctatt ttaatactcg
  4114741 tcttcgcgga aaccaaggtc acgaagctga gacattttat tacgccaatc tttttgcact
  4114801 tttacccata cttctaaaaa tactttagaa ccaagtaatg cttcaatatc aaaacgagct
  4114861 cgcttaccga cttcttttaa catcttccct tgttttccga taataatccc tttttgcgac
  4114921 ggacgttcaa caacaatcgt tgcattgata taaaccgctc cgccctcgcg tttttgaatt
  4114981 gcatcgataa caacagctac agaatgcggc acttcttcac gtgttaaatg tagtactttc
  4115041 tcacgaataa gctctgcaat aataaatctc tccggatgat ccgttacttg attatctggg
  4115101 tagtattgtg gtccttccgg taaatacttt ttaattgttc caattagagc ttccgcatta
  4115161 ttaccgtcta atgcagaaat tggtacgatt tctgcaaagt catgtaattt gcgatattga
  4115221 tcaattaact ctaataattg ttctgggtga acttggtcaa ttttattaat aactagaaat
  4115281 actggttgtt tcgtttcttt taacttctca atgatgaatt cttcaccacg accaaagcct
  4115341 tcgacagcat taaccataaa cagaacgata tcaacttctt ttaatgtcgt ttgcgccatc
  4115401 ttcaccatga agtcgcctag tttatgttta ggtttatgta ttcctggtgt atcaatgaaa
  4115461 attacttgtg aatcattttc tgtatatacg ccttgaattt tattacgagt tgtttgtggc
  4115521 ttgtcactca taatagcaat tttttgacca ataatacgat ttaaaaatgt agatttccca
  4115581 acattcggtc tgccaataat agagacaaaa cctgatttat aaccttttct attcatgtaa
  4115641 atcctccgct aaaaatgctc ctggtaacaa ttctccgact gttgtctctt gaacgtcacc
  4115701 atgtaaattt gataggtata ctttcgtatc ctgtttacat aattctacca taacttgtcg
  4115761 acatgctcca caaggaggta ctggacgctt tgtatccgct acaatcgcga tagctacaaa
  4115821 ctctttatct ccttcagaaa ccgccttaaa taaagctgtt ctttctgcac agttacataa
  4115881 accatatgat gcattctcaa cattacatcc acgatatact tttccatcct gtgttaataa
  4115941 tgctgcacct acttgaaatt tagaatatgg tacgtacgct tgtttacgcg cttcgattgc
  4116001 ttcttgaatt aattgtttac tattcatatt cccgcatcct tcctgttcac agctgtgaat
  4116061 agatacactc tcttattaaa ggcctttaca gcaccttcaa agcttaataa aagctttgga
  4116121 atgcaactat accacatacg gtaagaagat aatagcacca attataacgg ctattatcgc
  4116181 aaacaataaa accgctcccg ctgcaacatc ctttgcaact ttcgcaaatg gatgtatatc
  4116241 agtagtcgct aaatctactg ttttttccac agccgtattt accatctcta aactcattac
  4116301 aattcctatt acaataagta atatcatcca ctctactttc gtaatatgga aataaaagcc
  4116361 gcagcataaa acaatgactg cggctaaata atgaattttc atatttcgtt catgacgaag
  4116421 acaaaagaat ataccaacta tagcatatcc aaaactatct ataagttttc cttttttcat
  4116481 cgccctaatc caaatgcttc taaaatttct ttttgtcttc caaacatttc tttttcatcc
  4116541 tcttctgtca tgtggtcata accaagtaaa tgtaaaaagc catgtaacgc tagaaagcca
  4116601 agttcacgat caaaagaatg tccatactct tcagcttgtt ctttcgctct cggaatagaa
  4116661 ataataaggt cacctaacat acgtggcatc tctacaccta caatttccat ttctccttct
  4116721 cccatttctt ccatagcaaa agaaatgaca tcagtaggct gatccttatc tcggtaatca
  4116781 cgattaatct cgcgaatgcg ttcgttatct acaaatgtca ctgataactc cgcaccatcc
  4116841 tctatttttt ccatttgagc tgcttttcct aatatttcac gaattaaatt cacatattct
  4116901 tctttcactt cttctgtttc atcaataaaa tcaattaata aactcattct ttctccttct
  4116961 cttccggtgg ctccggatat gtaatacgcg aatggaaaat accatttaac gtttcacata
  4117021 acgtttttcc aacgatttgt agttccttaa atgtcaaatc acattcacta aattgcccat
  4117081 cttgcaaacg atctttaata atactttgca ctaaattatt aatttgatct ggcgttgggt
  4117141 gattcataga acgtaccgcc gcctcaacac tatccgcgat accaacgatt gccgattctt
  4117201 tagaagttgc ttttgatccc ggataacgga acatctcttc tgtatatttt tctttatctt
  4117261 ctttaatcgc cttataataa aaatatttaa ggagcgttgt accatggtgt tgtccagcga
  4117321 tatcgataat ttcttgtgga atatggtatt cttcgagcat ttttactcca tcggttacat
  4117381 gagcaataat aatatcttta ctcgtcacag gatctaattt atcatgtgga ttttcaattc
  4117441 ccatctggtt ttcaataaag aattgcggtt gtactgtttt tcctacatca tgataatacg
  4117501 cccctacacg cgctaataca ccatttgctc caaccgcttc acaagctgcc tcagaaagat
  4117561 tagctaccat tacactatgg tgatatgttc ctggcgcttc taacaaaatt ctacgcaaaa
  4117621 gcggatgatt tggacttgat aattccataa gcttcatact tgatacaatt ccaagtccac
  4117681 tttctaaata tggtaatatt cccatagcca aaacggatga gataatgcct gaaagggaag
  4117741 ccattaataa ttgcgtacca atttcaagag gtgaaaaatt cccattgcgt aataataata
  4117801 acgccgccaa gacgactaca tttaagatag aaacgagtat accagcttgt aagatcatcg
  4117861 tacgacgatt tttttctctt aagaaaatac tcactgataa tgaacttaat aacacataaa
  4117921 tacctacact ataatttagt gtacttgtta ctccttcatt aaacataata cttccgcaca
  4117981 cagaaaaaat catacttgtt aaaaatacaa atcgatcgcc aatcattagt tttacaagta
  4118041 ttgttcccat cgcaactggg acaacatacg caattcctgc atattcaagc ttttgaaaca
  4118101 aactaataat tttcattaaa acaatcgtga tagacaaaat tgtgatatac gctaaaatgt
  4118161 acggtctatc ttctcttttc cgctgtaaaa atacttcaaa ctgcttatgc ataaagtata
  4118221 gtaacacacc aataagcaca gctaatccaa cataaggctg aaaactatta cctttctcta
  4118281 ataaaccgac caatttcaac tgattataca tatcacttga aattgtttca ccttctctaa
  4118341 caataacttg tccttgaaga atataaacag gtggaactaa atcttcttcc gctttcttct
  4118401 tctctttcgt tacagctgga tcataaaaat aatttgctgt aatcgcatat gatcctaacg
  4118461 cattaacagc ttccttcaat ccgctattca cattaagggt tttcatttca ttaacaaatc
  4118521 gctctttcgc tgccatttct tcggacattt taatatttcc acccataata acactaacag
  4118581 acgttaaagc cgcattcttt gctaattcta attgatctgg ttctgcatta ataaagtaca
  4118641 ataaattttc atcagataat tcctttgtta aattagatgg caacttcttc ttcaactttt
  4118701 ctaatttatt agcatcggtc atcttttttt gctcttcagg tccagcagct ttcatctcct
  4118761 gaattacttc atttacctta gcaaaaacat catttacaat atctactcta ttttgtttat
  4118821 attcacttct atatgtatat tgatccccaa ctttttgagc ggcctcttgt tttttccttt
  4118881 ccgttataac cttatcttca attttaatag gagaatgaat tgtttttttc gcaatagaat
  4118941 acatatcaac atctaattgc tctggtttca cattattcat aagtgcaaaa aacagcactg
  4119001 ctcctaataa aacgtaagaa atccaactta gttttttcga atgttgtaaa ttacgaaacc
  4119061 acttagaaat ttcttgagat cttaacatga tttcaatacc ttctcctctc cagaaataaa
  4119121 gtgaaactat ttatagcttt catttcttct agccaacgat acttttaggt aacattttta
  4119181 tacaccggta cctatagttt atttctctta tcttttatga tagtaaaaaa tatgccgttc
  4119241 gccaacctta atacaaaaag aaatgctcct gacaaatagg atcattccat tttatcatat
  4119301 gcctcaataa tacgttgcac cagtggatgc cttacaacgt ccgtttgttc taatgtaatg
  4119361 aacgaaagac ctgatacacc agataaaatg ttagaagcta gcgtaagccc tgattttacc
  4119421 ccttttggta agtctacttg tgaaggatcc cccgtaataa ccattttaga actaaaacct
  4119481 aatctagtta aaaacatttt tatttgtgcg cctgttgtat tttgtgcttc atctaaaata
  4119541 acaaacgaat catcgagcgt acgccctctc atataagcaa gaggcgcgat ttcaattaca
  4119601 cctctctcca tcatacgctg cgtatattct tgtccaagaa tatcgtgcag agcatcatac
  4119661 aatggacgca agtacggatc taccttctct ttcaaatcac ccggtaaaaa ccctaaactt
  4119721 tctccagctt ctacagctgg cctcgttaaa atgattttct ttacataccc ttgctttaaa
  4119781 gctcttacag ccattactac agctaaatat gttttcccag tccccgcagg tcctattcca
  4119841 aatacaatat catttttctt cattgcatga atatatcttc tctgtcccat tgtttttaca
  4119901 cgaatggatt taccttttgc cgttttaaag atttcttctt catataactc ttcaaattga
  4119961 gcaattttcc cttgttgtgc gagctgaatt gcatacgcaa catctctttc tgtaattgat
  4120021 acaccttttc gaataacaac aagtaattgc tgtaagattt tttctacgag tgtcacagtt
  4120081 tcaactgctc cagatacatg aacagtttca cctctagtta taatcgatac attcagttcc
  4120141 cgttcaatta ctttcaaatg agcatcattg actccaaaaa gagcgattgc ttcgttagta
  4120201 ttttccaatt gttggttcat ttctactaat tgttctgcca ttactcagtc tccttgaata
  4120261 tcggattcgg atattggttg tggttctgca atattttcaa tcacagtata atgcaatgtg
  4120321 acttttaatt gatccgcctc aacctcttta ctcaaaatct tatcacttac aatcatagca
  4120381 tgttcatcca attttttctt tagttctttt tcggccatct cttttgctac tttcattgcc
  4120441 tgtttttctg tatattcccg gtttgcttct tcctcttctc gcactatatc tttttcgtat
  4120501 gcaatcggta gtgtaaaatc aaataatttc acatcatgct ttacattttc cgtacgagag
  4120561 cgtttatact tatcatgttg aaatccccat atttttattt tcgcactccc aaatttaagg
  4120621 tagtgctcat tataagtatt accagtatat acttgaaatt gcgtcttgag tggtacattc
  4120681 acctcagatg tgtaccacgt ttctccatat acaatacctt tcgccgaaac aatcgtcgga
  4120741 ctttcctcat taccatatat ccctgatacg agaagctgcc ctttttctac atgatcattt
  4120801 tttagcacta ctggttttcc tacttcaaca aatgtttttg taacaatcgc ttcttttttt
  4120861 gctactaaat tttgcggctt ttgttccttt tcttttttcg gctcgttttt ttcaacaatt
  4120921 ttaaaatgat atgtcgttcc tcttatttct agtcccgccc aagtaattgc attaatatta
  4120981 tctgtcaaat gacgttgtac atcctctaca ctaggcattt gaaattgtaa tttccccttt
  4121041 ttaataccca ttttgtccaa ttctttcatc aatatatatt ctgtttcagg ttttgcacct
  4121101 gtaatttcaa ttttccaaac catatttgat aatgcaatca taccaaagaa gaaaattaaa
  4121161 aatccaatta agaatccact gttcttaatt aagcgcttat tccaaaaagg aaaaccgtaa
  4121221 cgcccaataa aatatagttt acactcattt tttctataaa tcggctttat ttttttcaca
  4121281 tctcgtaata gcatacaaaa aactaacgtt tcatcagcaa ttttcttaac gtcccaaact
  4121341 aataatttcc tacgcacaca ttcgttaacg aaccgttccg ctcctctacc ttcaattcgt
  4121401 acctttacat atccaagcca ctttataaac catttatttt tcatctacta ccttcactac
  4121461 ctttccaaaa gtagacacac tacttttcac tttaattagc aaaatagctc gtacgaaaat
  4121521 gaaataaaga gttttatttt ccataaatag cgggataaac taaatagtag gggcaaatca
  4121581 ttagaataaa gaagaaaaac ttcacatacg gaagtttccc ttacttctct ttctgttcgt
  4121641 cttctaaaaa cgtcacttgc tcaattatcc cttcaagcaa aagttcttcc ggaaggattg
  4121701 ttttaataac aaaggactgc cccttaatta atagctgacc atgctttaac aacaatctta
  4121761 cttctttatc tgaaaacact aataaacctc gatgattttc tatatagata tgcacttgcc
  4121821 caacaagcgt gatccgaggt agatccatta gcacatccac tggcaggtct atttgcttcg
  4121881 ttaaccaatt cttcatttgt tctaattttt tcatcccaaa agaccccctc tcatcccata
  4121941 tgtatgaaaa aagagcttgt aatatcacgt ccaaactgaa aaaaagcata aaaaaacgtc
  4122001 tcatacgaaa tgagacgttt ttttatgcta atagctggat aaccagctta ttcacaagtg
  4122061 atccgtctgt tttacctttt actttcggca taacagcagt catcacctta cccatatctg
  4122121 ctttagaagt cgcaccaact tcagaaataa cttgcttgat tatatcaact agctcttctt
  4122181 ctgttaattg ctccggcaaa tatgcgctta aaatctgaat ttcactttgc agtttattaa
  4122241 caaggtcttc acgaccagct tttttaaatt caaggaggga gtccttatgc tgttttactt
  4122301 cacgagctaa aactgttagt tcctcttctt cagtaagagt atgctgtagt ttaatacctt
  4122361 cattttgtaa agcagcctta accatacgaa tgacggttaa tttttctttt tgtttattct
  4122421 tcatcgcttg tttcatatca tcgtttaaac gaccgagaag actcataact tacaccctct
  4122481 cttagaattt acgctttctt gccgcttcag atttcttctt acgttttaca cttggttttt
  4122541 cataaaactc gcgctttctt gcttcagcaa gtgtaccagt tttagaaacc gatcttttaa
  4122601 aacggcgaag tgcatcctcc aaagactcgt ttttacgaac gactgttttt gacattctct
  4122661 ttccctccct ccgaaacatc acacttacat actaactcca gcatgcaaaa agaaacactt
  4122721 cttcagcatg tcttttacga ttataataca ttttatcact tcaggtcaac tatttggcag
  4122781 aataaaagag gaatagatgc tcttcctttt tcaaaaacta tgcagatagc tgttattctt
  4122841 tcccttgaag agaactatat ttttgtcatt acaccttttt tcatgcagga acgtacgaaa
  4122901 caactacgca tttcgtacat tttcagtact taacttctcc acaaaaaaag aaagcatgca
  4122961 aatcgtttcc gtttgcatgc tttttttatg cgcttgctga ttcctttttc acatcatctt
  4123021 caagaacacg aacaaattgc gcttcgttat atggataacc agctttcatg attttcactt
  4123081 tcactagttt accaattaat tcttctgatc cttcaaatac aattttcaag tagttatctg
  4123141 tataacctac atataagcct tcacggtcgc cctctttaaa ttgttcttct ggaataattt
  4123201 caagtacttc tccttcaaac tgtgacgcgt actctttcgc taattgatta gataattcaa
  4123261 ttaaacggtg aacacgatcg ttctttacat cttcaggaac ttggtcttcc atgcgtgctg
  4123321 caggtgttcc tgtacgtttc gagtaaggga acacgtgtaa ctcagagaag cggttctctt
  4123381 taatgaaatt gtatgtttcc ataaattctt cttctgtttc acctgggaaa ccaacgatta
  4123441 cgtctgatgt aatcgcaaga cctggtaacg cttctttcaa acgatctaaa cgctcttgga
  4123501 agaattccat cgtatactta cgacgcatac gctttaatac agtattagat ccagattgca
  4123561 acggaatgtg taagtgacgt acaactactt cagacttatc taacacttca attacttcat
  4123621 ctgaaatctg actcgcttca atagaagaaa tacgaagacg ttttaatccg cctacttctg
  4123681 cttccatatc acgaagtaat ccagctaagt tataatcttt aatatcttca ccgtacccac
  4123741 ctgtatgaat acctgttaat acaatttctt tataacctgc atctactaat tgctgcgctt
  4123801 gtttaataac ttctttccca tcgcgagaac gcattaaacc acgcgcccaa ggaataatac
  4123861 agaatgtaca gaagttatta caaccttctt gtatttttaa agatgcacgt gtacgatccg
  4123921 tgaaataagg tacatccagt tcttcgtata cacgtgtttt cataatgttg cggacagcat
  4123981 taatcggttg acgctcttta cggaattctt cgatgtatcc tagcatcttt tcacgatctt
  4124041 gtgtaccaac tacaatatct acacctggaa tcgccataat ttccgctgga gatgtttgtg
  4124101 cataacatcc tgttacacaa ataactgcat ctgggttttg acgaacagca cgtctaataa
  4124161 cttgacgact tttcttatct cccgtatttg ttactgtaca tgtattaata acatatacat
  4124221 cagctttctt ttcatattcc gttctttcat atccaccttg tttaaacaat tgccaaatgg
  4124281 cttctgtttc atagtggttt actttacaac ctaacgtatg gaacgcaaca gttgacattg
  4124341 atcatcaccc catcaattca aaatgatacg aagcagcact taacgcgtat aacggcgccg
  4124401 tttctgttct taaaattctt ggtcctaaac tacatggtac aaaattatgt tcacgaagca
  4124461 ctgtaatctc ttcctctgct aaaccgccct ctgggccaaa tacaatcaat aacttttgac
  4124521 ctggtttcat catcgttaaa gctttcgcaa aattagattt ctcgccttgt tttgcttcct
  4124581 cttcgtaagc aacaagacaa acatcatact caccactcat tgaaagcaat tgtttaaatg
  4124641 atgccggagc atgtacttct ggaatttcac ttctatgtga ttgttccgca gcttctttca
  4124701 caatttttct taaacgctca acttttttat cagctttttt cgcatcccat tttacaatag
  4124761 agcgagatgc ctgaaatggt aagaatgcag ctgccccaag ctcagttcct ttttggaaaa
  4124821 ttaactctag cttgtctcct ttcggcagtc cacttgcaat cgtcacgaaa acaggaagtt
  4124881 cacttgacgc ctctacccat tctacaatag ccgtattaat aaattcactg gtaatttcat
  4124941 caattgaaca tactgccgtc cttccattta cacagcaata aatatgatca ccagctgaca
  4125001 tacgcatcac tcttgcgata tgatgtacgt catcacctac aatgcgaata cttgtctcat
  4125061 ttacatattt ctcttctaca aaataacgtt gcatataatc accttagtag agtttcgttc
  4125121 ctttcgtaag tcaacactta cgaaaagaac gaaacgttat catttttcat ataacaaacg
  4125181 gcaagtccct caccttatag tgagagactc ccccttttca ttatagacta aaatctatat
  4125241 tacgcatttc gtgcaataat tgctacccaa tcttccattc gtaacacttc ttcaattgta
  4125301 aatccagctt tttctagtgc ctcagaaatt accttttcct tcgcagcaat aatgcccgat
  4125361 gtaataaata atccgcctga tttcacaact cttgctgcat cttcagggaa taataaaata
  4125421 atttctgcta ataaattagc tacgattaaa tcaacaggac cttcaatacc ttctaaaaga
  4125481 ctattttgtc caacagacac gacgtcatct gttttattta aacgtacatt catttctgca
  4125541 ctttcaactg caaccggatc taaatcatag gcttgaacag aagacgcacc taattttgcc
  4125601 gctgcaatac tcagtacacc agaacccgtc cctacatcaa tgatcgtatc acctggctgt
  4125661 actgtttttt ctaaagcacg gatacacatc gtcgttgttg gatgagttcc tgtcccaaac
  4125721 gccatacctg gatctaattc aataattttt tcttccggag aagatggtgt atattcttcc
  4125781 caagtcggta caattgtgaa tgtatcagaa atttgtactg gatggtaata ttttttccaa
  4125841 gcagtagccc aatcttcttc attgacttcg ttaacggtaa tatttccagt accaatttcg
  4125901 atgtcgtaag atggaagcac atcaatagat gattttacac ctgcaatcgt ttcatgtaaa
  4125961 gaatccgttt gcgggaagta tgcttttatt aatacacctt ccgccggata ttcatctggg
  4126021 ttcaatgcat aaatttcacc gtattgttgc tcgcgctctt tcgttaactc cgctggatcc
  4126081 tcaatcgcaa ctccactagc acccgcttca tgtaaaatat gagagacagc ttctactgct
  4126141 tcttctgttg tatgaatact aatttctgac catttcacaa tttaccaact ccatttttta
  4126201 tttccattat tcccctttga aagcacgttt aagctttccg aataaactat catcctgctc
  4126261 ttcttgccct gcaaattcac gtaataaatc tttttgatgt gaagttaatt tcgtcggtac
  4126321 aacaacacga acgactacat attgatctcc ttgaccatat ccacgtacat tcggagcacc
  4126381 ttttcctttt aatcggaatt ccgttccagt ttgtgttcct gctggaattt tcaacttcac
  4126441 tttaccatga acagtaggaa cttctacttc agcaccaagt gccatttgcg caaacgttaa
  4126501 tggcatttcg caaataatgt gatctccttc acgctcaaag aattcatgac ttcttacatg
  4126561 aacaacaaca tataaatctc ctgctggtcc gccgtttacg cccgcttcac cttttccaga
  4126621 tacacggatt tgttgaccat tatcaatacc tgctgggatt ttaacgttga tttttttacg
  4126681 tttacgtact ttaccagaac cgtgacatgt cgtacatttt tctttaatca tttgaccagt
  4126741 tcctgaacaa tgactacaag cttgacggtt tacgatacga ccaaacggtg tattttgttc
  4126801 tacacttact tgacctgacc ctgaacaatg tttacatgtt tcttttgaag ttcctggttt
  4126861 tgctccgcta cctttacaag tatcacatgg atcttctact ggaatttcga catttaactc
  4126921 tttaccaaaa atcgcttctt caaactctaa agtgacttga tattgtaagt cagcaccttg
  4126981 acgcggagca tttggatcac gacgtctgcc gccaccgccg ccaaagaatg aactaaagat
  4127041 atcttcaaaa ccgaagccac cgccgaagtc tcctccgccg ccaaagccac caaaaccttg
  4127101 atttgcacca gcatgaccaa attgatcata ttgcgcacgc ttttgatcgt cgcttaatac
  4127161 ttcatatgct tcttgtactt ctttaaactt ttcaattgca ttttcttctt tacttacgtc
  4127221 tggatggtat tttttagcca aacgacgata cgcttttttt atttcatctt ttgaagcacc
  4127281 cttgctaagc ccaaggacct cataatagtc tcgtttactc ataattttac aacccccgaa
  4127341 tctttcacat aaacgtaatt ttaacaccga aagaaagtgc tttgcaacaa agtttcctca
  4127401 cttacagtat gcaaaataaa aaacttaaga tcctgacaca ttccttctca ttcgtgaaaa
  4127461 aagccaaagc caaggcacgc ttgactttga ctttttgtca tcttacttat tatgtttata
  4127521 gttaaattac ttgtcttctt ttacttcttc aaactcagcg tctactacat tgtctttctt
  4127581 cgcgccagca tcttgtgctc cttctgcacc ttctgcttgc cctgcagctg cttgagcttg
  4127641 ctcgtataat ttaacagtta attgttgtac aatttcttgt aaagcatctt ttttcgcacg
  4127701 gatttcctca agctcgttct tctcaatcgc agcttgtaat gcttctttcg cttctgttgc
  4127761 ttttgcaact tcagcagcat ccactttacc ttctaaatct tttacaactt tatctgtctg
  4127821 gaatacaagt tggtcagctt cgttacgaag ttcaacttct tccttacgtt tttggtcagc
  4127881 gtcagcattt gcctctgctt cttgtaccat acgttctact tcttcatcag aaagacctga
  4127941 agaagattgg attgtaatag cttgctcttt gcttgttcct aaatctttcg cacgtacgtt
  4128001 aacgataccg ttcgcatcaa tatcgaatgt tacttcgatt tgtggaatac cacgtggtgc
  4128061 tggtggaagg tctgttaatt ggaaacgacc taatgttttg ttgtcagctg acattggacg
  4128121 ctcaccttgt aatacgtgaa tgtctactgc tggttggtta tcagcagctg ttgagaatac
  4128181 ttgtgactta cttgttggaa ttgtagtgtt acgctcgatt aatttcgtga acacgccacc
  4128241 catagtttca atacctaaag aaagtggagt tacgtctaat aatagtacgc cttctacatc
  4128301 accagtaagt acgccacctt gaactgcagc acctaacgct acaacttcat cagggtttac
  4128361 acctttatat ggttctttac cagtttcacg tttaatagct tcttgtacag ctgggatacg
  4128421 agtagatcca ccaacaagga taactttatc taattcactt ggagcaaaac cagcgtcttt
  4128481 taatgcacgg cgagttggct ctaacgttct ttcaacaaga cctgctgaaa gctcttcgaa
  4128541 tttcgctctt gttaatgtta attctaaatg taatggacca gcagctccag cactaatgaa
  4128601 tggtaatgaa atttgtgttt gtgttacgcc agaaagatct tttttcgctt tttcagctgc
  4128661 atctttcaaa cgttgaagcg ccattttatc ttggcttaaa tcaatgttat tttctttttt
  4128721 gaactcagcc actaaatggt caataataac ttggtcaaag tcatctccac caagacggtt
  4128781 gtcaccagca gttgaaataa cttcgaatgt tccatctgct aactcaagga tagatacgtc
  4128841 aaatgtaccg ccacctaagt catatactaa gattttttgc tcttcatctt gtttttctag
  4128901 accgtaagca agcgctgctg ctgttggttc gttaatgata cgctcaactt ctaaaccagc
  4128961 gatacgacca gcatcttttg ttgcttgacg ttctgcatcg ttgaagtatg caggtactgt
  4129021 aataacagct ttcgttactg tttcacctaa gtatgcttca gcagaagctt ttaagttttg
  4129081 taaaatgatt gcagaaattt cttgaggtgt ataatcttta ccttcaactt ctactttgta
  4129141 gtctgtaccc atatgacgtt taacagacat gattgtattt gggtttgtaa ttgcttgacg
  4129201 ctttgcaact tccccaactt gacgctcttc atttttgaaa gctacaacag aaggtgttgt
  4129261 acggtttcct tctggatttg ggataacctt tggttctcca ccttccataa cagctacaca
  4129321 agagtttgtt gtacctaagt caataccgat aattttactc atggcgaatc ctcctacttt
  4129381 tatgtaaatt attgatttac ttttaccatt gatgggcgaa tcacacggtc ttttagttta
  4129441 taaccttttt ggaattcttc aactaccgca tttgattcaa attcactgtc ttccacttgc
  4129501 ataatagctt ggtgttcatt aggatcaaac tgtttaccaa cagcttcaat cacttcaaca
  4129561 ccttctttat ttaatgcttc tagcaattga cgatgcacca tttccatacc ttgtaacagg
  4129621 gatttcgttt gctcatcagt tgcttccact tgcattgctc tttcaaaatt atcaagagct
  4129681 ggcaaaatat ctgaaactag actttgtgct ctatattttt cagcagcctg tttatccatt
  4129741 tggacacggc gcttataatt ttcaaaatca gcttgtagac gtaatgtgcg accttccgtt
  4129801 tccgttagtt tcgcttgtag ctcatctact ttttcttgta aaagagcagc ctcacttttt
  4129861 tcttctacag tttcttcact gttttctggc gtgacagctt cttcaacttg cgcttctttt
  4129921 acttcttcta ccacttgttc gttacgctct tccacaatat tcacctcctt aaaaggtatt
  4129981 aggtaccatg ttaaacacaa ttacctaagc attatatatt acacacagca atgaaaagtt
  4130041 catcacttga gcgaatgtat tactctcatt tactttttaa gtccatctgt aaattgtctc
  4130101 gtaaataact gtaacaaact aattacccga gagtattgca ttcttgtcgg acctaaaata
  4130161 gcaattgttc caagctgttc ttctccaatc gaatatgttg cagaaatcaa actacaatct
  4130221 tccatggccg tcgcagagtt ttccctacca attttcactt gaatacctac ttgtttatga
  4130281 cgcaaaatat cataaaactc agcttcgtta tcaatcatcg tcagtaagga ccttactttg
  4130341 tgaatgtcat ggaactctgg ctgagaaagc atatttgctt ttcctccaaa gtatatcttt
  4130401 tccgataaag gaacttgaaa tgtaccatct aacattttta ttgcactatc gtaattatga
  4130461 acatacccac gcagtaccgt aacaatttcc ttaaagatct tattatggag ttctgacatt
  4130521 ggtacgcccg atagcttttc atttaaaata ttaaccattt tttctaaatc tgataaatca
  4130581 acagattccg gaacggtaat cgttttgctt tgtacatgcc ctgtatccgt tacaataata
  4130641 gcgactgcag tttgacgatc aagcggtaca atttgtacgt ttttaagttt atttgtgctt
  4130701 aacttcggtc caagaacaat ggccgtataa ttcgtaagct ctgataaaat ttgagccgat
  4130761 tgctgtgcaa tcttttccgc ttcaaaaatt ctttcaacaa acaaatcttt aatttgtaca
  4130821 atttcatcgt tcggtaaatt ttgcggcgct aacagatggt ctacataaaa acgatatcct
  4130881 ttctcagaag gaacacgtcc tgaagaacta tgcgttttct caataaatcc tagttcctct
  4130941 aaatcagcca tttcatttcg aatagtagct gaactatacg tgatttcatc tttcttcgcc
  4131001 aacgtcctcg acccaacagg ttgcgctgat ccaataaagt catcaataat tgtttgtaaa
  4131061 attaagagct gacgttccgt aagcatctca tcatcacctc tgttagcact ctttgtcttc
  4131121 gagtgctaaa tctattaata acttaccaaa attgacattc aattgtcaac ggaaacgtca
  4131181 cgaaataatg aaactttttc acgttcatgg aacatgtaat tagtcaatca aaaatgattg
  4131241 gaatacttca ttccctaata atttcccttt tcgcgttaaa cgaacatatc catcgctctc
  4131301 ttcaagcaat ccttgttctt ggttgttttg taactgcttc gcgaaaactt gattcatttc
  4131361 cacattaaat ttattgcgga acgccatttt tgacacacct tttgttttac gaagacctaa
  4131421 gaacaactct tcttccattt tttctttctc cgtcaccaca tgaacatcta aatacggaaa
  4131481 cccggtttca tcgattttat tgaaatattg tttgagcggt cctacatttt ggatacgttc
  4131541 tccatttaca taactatgcg ctccagctcc aaacccataa tactcttcat tattccagta
  4131601 tgtgagatta tgcctacttt cattatcacc ttttgaaaaa ttactaattt catactgggt
  4131661 atagccgtgt ctctccattt catccattac catttcatac attttcgctt catggtcttc
  4131721 ccctggaagt cttaatttcc ctttattcat taagttataa aacacagttt tcggttccac
  4131781 aattaatgaa tatgccgaga aatgttgtac accaagcgta aaagcaatat ctaacgtttc
  4131841 tttcacatct tctatcgtct gccctggcag agcgtaaata atatctacat ttatattttt
  4131901 gaagcccact tcctgcgctt ctctaattgc tacaaacgca tcttctctcg tatgcttacg
  4131961 cccaattttc tcaagcagtt catctcgaaa tgtttgcaca ccaaaactaa ttcggttcac
  4132021 tccaccctct agcaatacat ttaatttctc tttcggcaaa tcacctggat tcgcttcaaa
  4132081 tgttaattca caattcgggg caaacggacg taaacgacga tttattatat ctaataattt
  4132141 ctttgtctgc tccatattta atgctgtcgg agttcccccg ccaacaaaaa tcgttttcat
  4132201 actatcaaac ggtacctttt gaactgtatt tattatttct ttctctaaat actctaaata
  4132261 ttgatccacc ggctggcgtt caataaacac tttattaaaa tcacaatagt gacaaatatg
  4132321 ctgacaaaac ggaatatgaa tatatgcagc ttgcaccaaa aataactcct acctttctaa
  4132381 aaagaaaacc tccgcgctcg ggaggcttct tttacttctc taacgtatta cgaatttgtt
  4132441 ccattcgcat ttttccccaa tcatacatca tttcaacgat tggtaaaagc gacatgccta
  4132501 attccgtcat ataatattcc actcgcggag gaatttctgg gtatacggtc cgatcaacaa
  4132561 tcccatcttc cattaactct tttaattggt ttgacaaaac tttatgagaa atgcttggaa
  4132621 ataaccgttg taattcacta aaacgatgag gcccttctac accgagatgc cataatatta
  4132681 caactttcca cttcccacta ataatggaca gcgtcaattc cttttcacaa ttaaaattgc
  4132741 cattttgtat tttttcttga atatcttttc gaatattttc ggacattaac aaactcctaa
  4132801 ctctatatga actaaaaagc tctctcacta ttgtaaatga gagccactca gatgtctaaa
  4132861 aagtaattat acataaaaaa gaagccgcat aaacgacttc ttttttcatt ctaaatatta
  4132921 gttgtcatcc attttcagta cagccatgaa tgcttcttgc ggtacttcta cagaaccaac
  4132981 agacttcata cgttttttac cttctttttg cttgtcaaga agtttacgct tacgagaaat
  4133041 gtcaccaccg taacatttcg caagtacgtt tttacgcatc gccttaattg tagaacgcgc
  4133101 tacaactttg tttccgatag tcgcttgaat tggcacttcg aactgctgtc ttggaattaa
  4133161 ttcttttaat ttttctacga ttactttacc acggtcatac gctgaatcac ggtgtacgat
  4133221 aaatgataga gcatcgactt gctcagaatt taaaagaata tccattttta caagtttaga
  4133281 tggtttgtaa ccaattaact cataatcaaa tgatgcatat cctttcgtat ttgatttcaa
  4133341 ctgatcgaag aagtcatata cgatttctga taacgggatt tcatatgtca atgtaacacg
  4133401 cgtttcatct aaatattgca tatcaataaa tgttccgcgt ttaccttggc aaatttccat
  4133461 tacagctcca acatagtcgt tcggaaccat aattgcagct ttaacaaatg gctcttcaac
  4133521 acgatcaatt gtttgtggat ccggcatatt agacgggtta tcgacaatca tgtcttcacc
  4133581 atttgttaag aatactttat aaataacgct tggcgctgtt gtaattaaat caatcttaaa
  4133641 ttcacgttca atacgttctt gaaggatttc catatgaaga agtcctaaga atccacaacg
  4133701 gaaaccaaat cctagcgctt gagatgtttc tggttcaaac tcaagtgcag aatcgtttaa
  4133761 ttctaatttt tctaacgcat cacgtaagtc gttataacgt gcagaatcaa tcggatataa
  4133821 accacagaat accattggat ttaatttacg ataacctgct aacggctcag ctgccggacg
  4133881 tttcgcgtgt gtaatcgtat caccaacgcg tgtatcacca acatttttaa tcgatgccgc
  4133941 taagaaacct acatcaccta ctgttaactc gtcacgttgc gtagttttcg gtgtaaatac
  4134001 acctacttct gttacttcaa attcttttcc agttgccatc atacgtactt tatcgccaac
  4134061 ttttaccgtt ccatttacaa cacggatata cgcaattaca ccgcggtatg gatcatataa
  4134121 agagtcaaag atcatacatt gtaacggttc ttctgaatca cctgttggtg ctggtacttt
  4134181 ttcaacgatt tgttctaaaa tctcttcaat accaatccca gcttttgcag aagcaagtac
  4134241 agcttctgat gcatctaatc caattacatc ttctacttct tggcgtacac gctctgggtc
  4134301 tgcacttggt aagtcgattt tattaataac cggtaaaatt tctaaattgt tatcaagcgc
  4134361 taagtatacg tttgctaacg tttgcgcttc aataccttgc gctgcatcta ctacaagaat
  4134421 cgcaccttca caagccgcta aactacgaga tacttcgtac gtaaagtcga cgtgtcctgg
  4134481 tgtatcaatt aagtgaagaa tatattcttc gccgtctttt gctttatagt ttaattgtat
  4134541 tgcgtttaat ttaattgtaa taccacgctc acgctctaaa tccatagagt caagcaactg
  4134601 agctttcatt tcacgttgtg ttaacgcgtt tgttttctct aaaatacggt ctgctaacgt
  4134661 tgactttccg tggtcaatat gagcaatgat agagaaatta cgaattttgg actgtctttt
  4134721 tgctctttct tctttgttca tctatgttct caactcctaa tagtctcgcc aatatacact
  4134781 agcactgatt atatcaatag agcagcaaag attcaatgaa aactcgtgct gcttacaata
  4134841 caaatcattc tatctatatc ttatgcgaac aaaccataag agacaaacct ttttcaaatt
  4134901 aaaaaacggt cgtcttacaa atctgtaaaa caaccgtcct ccgtttgact cttaactaaa
  4134961 aatccctttt actttcccga caactatatc tgttccaaac ttcgttattt cgtaggcaac
  4135021 acttgctatc gccataccca ctccttctat aacattaaaa ctttttaagc tttctaattg
  4135081 tttttgtttt tcagtagcgg aaaacgaact ctccaaaatt tctgattcaa cgacctcacc
  4135141 ttttgttcct gtcatatgag cgatttgttc atacgacatt tgctgataac ctttcatact
  4135201 tttcaaccca tgatttgcaa gtgccacccc tgctaccacc ataagcaagc atatgatcgc
  4135261 actacatata cataaaaggg aaaagcggct taaatgatta tcgtctcttt ccatcaatgt
  4135321 gtatacgctc ctgtattatc ttggtcaatt tgatgatgca gcgctgcatt taaaccactt
  4135381 gcgattacat ttgccatatc ttctatgaaa gcatccactt ctttcggagt caccattaaa
  4135441 ttatgaccta gaggagataa cacttcataa attaattttc tcttctcttc atcttccagt
  4135501 gtacctacag cacctaaaaa catatttcgg ctcttttcat ccggcatatc ctcttctgtt
  4135561 aattttttct tttctccaaa tgtaaaacca gctggtaaca aagagcgaga aggtttgttt
  4135621 ccttctttca tctcccggcc aaaatgtttc aaaataaaat caattgtatc gcttgtaatt
  4135681 gaaacggcat ccaccacagt cggaacacca attgcgataa caggaatacc taatgtttct
  4135741 ttactcagtt ccttacgttt attcccaaca cccgatccag gatgaattcc tgtatcagaa
  4135801 atttgtatcg tactatttac cctttcaata gaacgagcag ctaatgcatc aattgcaatg
  4135861 acaaagtctg gttttgtctt ctcaatgatt ccataaatga catcgctcgt ttcaattcct
  4135921 gtaatcccca ttacccccgg ccgaattgca ctaacaggcc taaagccttc ttctacactt
  4135981 tcaggctgca attgaaacaa atgtctcgtt accaatacat tttctaccac tatcggtcca
  4136041 agcgcatcag gggttacatt ccaatttcca agaccaacaa ttaaacaact cgcttctttc
  4136101 gtaacgccaa cctcttctaa gaaataagaa aattcttttg caaaaatgcg ctctactttt
  4136161 tgttgcaatt ccgtatcttg ttgacgtata ccttgtactt caagtgttaa ataatttcca
  4136221 ggttttttac ccatcgattc agaggcaact tcatcaatcg ttactttcgt aatgataata
  4136281 ccttcttctt ccctctcttt tacaataact ccttgtatcc cttgttgttg ctcttcttga
  4136341 cgctcttgca acatttgatg tgcctctaca gcaaggtcag ttctaacgct atatttactt
  4136401 aaatctaatg gttctttcat cgtatctcct ccgtaattca tagtaaatat cgttagattt
  4136461 cccaaagtta tataaggtca ttctttcctt tacgtgaaat ttcatagata tactattgca
  4136521 attctcttca ccgtttgata gaatgtcact tgttctatgt taagaatcga gtcattcgat
  4136581 tgcaccaggg aggtgaaaag tatggcaaac atcaaatctg ctatcaaacg cgctaaactt
  4136641 agcgaagagc gtcgtgcaca taacgcttct atcaagtctg acatgcgttc tgctgttaaa
  4136701 actgtagaag ctttagttac taataacgat cttgaaaatg ctaaagaagc tttcaaaact
  4136761 gcttctaaaa aacttgacaa agcagctcgt aaaggtctta tccaccaaaa cgctgcagct
  4136821 cgtcaaaaat ctcgcttagc gaaacaagta aacgcgtaag gcgtttaaaa aacgatccat
  4136881 ttggatcgtt tttttatatc caaaaaagtt cacgtgctaa gcacgtgaac tttttgtatc
  4136941 atcacatatg atttaatcgc attaagaaaa actcaagcac aagtttctta tccatttttc
  4137001 cagtcttcat actataatca gcttccgcca attctataat cacttttttt agttcttcaa
  4137061 aagagaaaaa cttcgtttga ttcatcgcta actttacacg atatggatgt acaccaatat
  4137121 gagaagcaat ttgattttgt ccataaccac gctgctgtaa ctcttttact tgatgcagca
  4137181 agcggaattg acttactaac aacgcaagca atttaatcgg ttcctcctgc tgcgtaaata
  4137241 atccatccaa aatttgcatc gcacctgcga tatctttttt taccactttt tctgttaaag
  4137301 caaatacatt ttgttcaact gattttggca caagctctgc aacaagtttc ggcgtaatct
  4137361 ctccgcccat accgacgtat aacgttaact tgtccatttc cttcgccaac atcgtcacat
  4137421 tacttcccac aagctctaac aataaactaa cagctgcatt atcaatatgt acatgccctt
  4137481 cctctgcacg agctacaatc cacttttgaa catcctgcac ttgcatcgca ttcgcttcta
  4137541 ctatatctgc tgttttcttt aatagttttg taattttttt tcgttcatca agcttttcgt
  4137601 aaggcgcaac aaaaacaaga atagaaaatg gagaaggttc cccgatatat tcttctaaaa
  4137661 tttttatatt ttgttctaac ttttcttttt gtgacgttaa aaataatggt gattttatta
  4137721 ataacacttt acgttctccg aaaaaaggaa gtgtacgtgc atcctcaacc acatcttcta
  4137781 aatacgcttc ttctaaatca tatgtcacaa cattaaactc gcgatcttcc tcttcaagcg
  4137841 cttctgttgt aataagcttt atcgtttcat ttataaaaaa cgcttccgtt ccatacagta
  4137901 aatacaacgg agcaaactgc ttttttttaa tctttttatg tatatcactc atactttttc
  4137961 ctactcccta acttggcaat atatatttta tactaatgcc ctagcttttg ttttacaagt
  4138021 acaaaggaac aggctgtata acccgtccct ttatttatat taaacgccac gcaataagcc
  4138081 ccgggtttct tattggtgtg cggtaatcac cttcccttta ttattcacaa taaaaattcg
  4138141 agtataagtg ccaactgtta acatgcttgg aaacaaaaac tcacgtgact gcatgatcta
  4138201 aaagtagtca aaacgctcga tttctcttca tatggaaatt gtagattttt ttctgacaat
  4138261 attttatact aaagtggaat gttggggagg gattctaaat gaatgatttt gaacaaaacg
  4138321 ttcaaagtaa acgcaatgac gctattgatt caggggtagg atttatcgtc tcatttggtt
  4138381 ttttcgcaac acttttcatc attgcaactg ttattaaatt tatcggttct taaagactgc
  4138441 tgcttactag cagtcttttt tatctattcc gtgtttcatc atatgtgatt ttgctacgaa
  4138501 acgttccgcg ttcctcttta aaaacatagg aaatagcacc ttgcttatcc gtgcgccata
  4138561 tttcaatcgc catcttctca aaacgctcta taccttcctt atgagggtgc ccatacctat
  4138621 tccgttcacc gacagaaata atcgctatat taggctgtac ggcgctcaaa aaaggcgtta
  4138681 tagatgacgt attacttcca tgatgagcaa cctttaaaac atccgcccgt aaatctggat
  4138741 atgtagctac taaacccttc tctccttctt ctaaatcacc tgtaaacagc cacgttatcc
  4138801 ctcctaattt tgcccacagt acaattgaag cgttattttc acttctttct ttccctgttg
  4138861 gtgctagcac aaaaaattcc gcttcattta cgcgccaact ctctccttcc cccacttcac
  4138921 ttattttcac ttccttttct aacgcctgtt tctttactgc tttttctaat attgcctctt
  4138981 gttcctttcg accaaataca acttctttta cggttatatt tgataataat tcttgtgcag
  4139041 caccgatatg atctgcatct ccatgcgtta caattaattt atcaattttt ttaatacctt
  4139101 ccttttgtaa ataagggatc aaaacatcat ttccaacaga aaattcatgt tttttccgtt
  4139161 gccattcttc cttgtttaaa cgaattgttc caccagtgtc aataaggtaa atctcttgat
  4139221 catacgggag gcgaattaat attgcatccc cctggccaac atcaagaaat gtaacactcc
  4139281 cactttctcg aaaatacgga tatacataat gacctgtact aataaaaaga aatatgcccg
  4139341 caaatataaa caccattccc ttagatattc gcctttccca aaccatcaat acactaataa
  4139401 tactcacgca atataaggct acaagaagta taggtgtttg cccgaaatta agacgggtaa
  4139461 atggtaaact ttcacaataa cttaaaaaat cattagaaag attcaaacct attgatagta
  4139521 cattcgcaaa gctttttgca agaaacggga tgatcggcaa acatatcaaa ataataatac
  4139581 tacacggcaa tacaatgaga gataaaaacg gaacgtaaag gatatttaga aaaatactat
  4139641 atggagaata ataaccgaag tgatataaca aaatcggagt actaacgagc tgtgaaataa
  4139701 gagaaatata aatagaattt ctaattactc cattaccact ctctagtaag agcggggcag
  4139761 ataaaagtaa agcaaaactc ccaacaaaag aaaactgaaa gccaatatta aacacgagat
  4139821 atggatcaaa tataagcata catatagctg ttatacttaa agcatctaag ctagataaac
  4139881 gaatagaaca cataaaagca attaacatta aaactcctgt tatagaagct cttataacag
  4139941 acggtgacgc tcctgctaaa atcatatata taggaatgaa gaagataaga catactgttg
  4140001 ctatctccct tgtcacacca cttcttagca aaataaaata cacaatcacc attaacaata
  4140061 cgatatgcga tcctgaaatc gccaacaaat gcacaagacc gaattgttga tattgccctt
  4140121 caacttcaaa tgtcatttgt tgtctatcac caaatagtaa cgcgttcata aaagcgcctg
  4140181 attgctctgg aaacatttct gtaactccta agattgcttg ctgcctcaaa agaagaatcc
  4140241 attgcacaag tgacaacgat gttttacggc attcagaaat atatgtagct tccaatatga
  4140301 aatgaatatt ttgcttatat aaataatcac gataattaaa cccatgaaaa ttccgagcta
  4140361 tttgtggttc tttcctctca ccatcaaata tacatgacac tcctgcatgt aattgtcgca
  4140421 tttgtttctt ttccgaggct gatttcattt tgtaacttaa ctgcactata tttttattct
  4140481 gatcttcaac ttgaaatgat aggcgatccc cgttaataag aggtgtatta taaatcactc
  4140541 ctcttgtagc ttcgtaggac tctcccagag gcttattttg tccttgaaca tacgtggtgt
  4140601 acatagcgcc actaaaacac actatcatac aatataggaa ggttttacgc gaagtacgat
  4140661 acaaacaaaa gaaaacatat agaccgagac aacaagtcag caatacaact gaagaggaga
  4140721 aggcgattgc aatccctatt ataaatgaga ttgcaacgta gccccattgt ccttgcaact
  4140781 catactcact ccttatagca tcatttttgc tttcgtgaat acatgctgta attcttccat
  4140841 tgataagttc tctttttcta aagatgcaaa tagttctttc aactccatat gacgcttttg
  4140901 atcctctaat gctgcaatat catattctaa cggaacgtgt tttaccgtta cattcgcttt
  4140961 ttcaaataac tctacggcat acggatgatt tttataatcc tgtgcataat aaaccgctgt
  4141021 aataccactt tgtataatcg ccttacaaca ttgtaaacac ggaaaatgcg taacataaat
  4141081 ttccgcttcc tccgttttca cgccaaattt tgcacattgt aacaaagcat tcatttctgc
  4141141 gtgaattgta cgaacacaat gattatcaat aacgtagcat ccatcatcta tacaatgtac
  4141201 gccaccttta attgaaccat tatatccacc agcaataatt cgtttatcac gaacgattgt
  4141261 tgctcctact gcaagccttg tacatgtact acgtaaagat agcaaatggc tttgcgtcat
  4141321 aaaatattga tcccatgaaa ttcgttccat attcttcacc tactttttgt ctacttgtag
  4141381 tgtagcgaat gaagaaaaac ttcgtcaatc ttttacggaa taataatttg atcttttatt
  4141441 ttttccagag acttcacacc aatcccatca atctctaaca aatcttctat tttctgaaac
  4141501 ggaccatgtt cctcacgata tttcaaaata ctttctgctt tcctagaacc gatacctgta
  4141561 attttttcaa gttgttcttt agaagctgca tttattcgaa ctttctcctc cccctttgaa
  4141621 acagcagccc cttcctgcac ttgttcattt ttatccggca cataaaggac catttggtct
  4141681 tgtaccactt gcgctaaatt tacctttttc ctatctgcct cgggtaaaaa accacctgcc
  4141741 ttctcaatgg catccttgac ccggtctcct tctttcattt catacactcc ctctttaaca
  4141801 acagcccctt tcatatcaat tacaattatt tttttctgca gctttgtatc cgatattttc
  4141861 ggtttacttt ttttctctat ttctttcgct tgaacatccg ttgtaatgac cgagcgctct
  4141921 gtatgctcgt tcgttttcca aaaaagaaga aaaagtacaa tcccaataat agctactagt
  4141981 cctaaccatt tctttggaaa atcccacatc attttacacc tctaatcata aatttataac
  4142041 atcattcata ttgtttagga gaaagctgtt acgaaggagg gatgaaacat tgaacatagg
  4142101 aattataggg acaggaaaca tggggaatat attaatcgat gcatttttag aaacccgtgc
  4142161 tgtcaaacct tcgtgcctta caatcattaa tcgaacgcca gccaaagcat atcatataaa
  4142221 ggaaaaatac ccttctgttc atatagccaa aactattgat aaggtaatcg aacgatcaca
  4142281 tcttattttt atttgcgtaa agccgataga tatatatccg atcctacaaa aatatgctga
  4142341 acatttttct gatgaaaagt gcctagtttc tatcacaagt ccaatatctc catcacaatt
  4142401 agagacactt gtaccttgcc atgttgcccg tattattccg agcattacaa accgcgccct
  4142461 gtctggcgca tcactattta catttggaaa taactgctct gaagaatggc aacaaaaact
  4142521 atttcgtcta ttcaaaaata tttctactcc ccttgtaata aaagaagata taacacgcgt
  4142581 ttcatctgat atagcaagct gcggccctgc attctttagt tatttattac aatgtttcat
  4142641 taacgctgct gtagataaaa caaatatcac acatgaagaa gccactactt tagtaagtga
  4142701 aatggtcgtc ggaatggggg aactacttga aaaagggatt ttcacattac ctactttaca
  4142761 agaaaaagta tgcgttaaag gcggcgttac aggagaaggt attcgtgttt tagaagaaca
  4142821 tgttggggat atgtttcata aattaatcga gcggacacac gagaagtttg atgaagattt
  4142881 aaaatgcgtt gatcagcaat tcaataagca cacataataa atacgtcatc gttattccaa
  4142941 atccttttta taaatactta ctttttcaca ttatattttc acttaaacta gcattttcac
  4143001 acttcacaca tatcattttc ttattattct agaactaaaa ttacagctcc tttacaaaac
  4143061 aaaagcaacc ttctcggttg cttttgtttt atccgttttt cttcgccatg aagaaaatac
  4143121 gctctgtttg ttctgtaact tcaagtcgct caaagtcacc agttacacga agtactgtaa
  4143181 aaccagcctc ttcaagccat ttcgttaact cttcaaccgg atatgcacgt tgcacgtgac
  4143241 attcatcaaa acgatgatac acatcttctt ctgggtcttg aacaaagaat gttaaatcat
  4143301 gttctacact atttgattct tcaccaggga agcaattcca aataagagat atttcttccc
  4143361 cattcactgt gtatgtttca ttttgaaata catgatgtat tttatataaa gaatgtacat
  4143421 caaataaaaa caaaccatct tgacgtaaat gatgaaacac tcttcgaaat gtttcttgta
  4143481 cgccatcttc ttgcaataca taatttaatg aatcacaaaa gattgttaca caatcaaact
  4143541 cacccggaac atcaagttcg cgcatatctt gttggtaaaa aggaataaaa tgcccttctc
  4143601 cgcctagttt ttgctgagcg actgctaaca tttcttctga aagatcgaca ccgactacat
  4143661 cgtaaccctt ttgtacaagc ggaagcgtta cattaccagt accgcatgct acatccagaa
  4143721 tctttgcctc tttcatatcc gcttgttgta agctttcctc tgtgaattcc acccatttat
  4143781 cataagggac gtcattcatt agttcgtcgt acaacaatgc aaattgttcg tagttcattg
  4143841 gcctaactct tctgtaatat cttcacgtgg cacatcgccc catagacgct ctaaattata
  4143901 gtgattacgc tcatctttat agaatacatg agcaactaca tctccaaggt caactaacac
  4143961 ccagcgtgct tcgtcaaaac cttccatacg ttgtacatcg atttggaact cgtgtgcttt
  4144021 cgctttaatt tcacgcgcaa tggcttgtac ttgcttatct gagttaccgt gacaaataat
  4144081 gaaataatct gcaattggtg aaataccttg catatttagg acaaccatat cttctgctct
  4144141 cttatcatca gctgcttttg ctgctaatac taataaatct ttatctttca tttacttatt
  4144201 tcctccttga taactgcgtt gtatgtttgg aatgttaatg gataaatcgt ttgatttttt
  4144261 tccattaaaa attgaattgt tctctttaac gcaaataata aagcttgatt tatatccgca
  4144321 tatgcgagtt tacgagcttc ctctaccccc ggaaactttc gcccaggttc aatgtaatca
  4144381 gctacataaa ttactttatc taacatcgtc attttctcat gaccacttgt atgatatgta
  4144441 atagcttgca gaatttcagg atccgtaatg cctacttctt tttctactaa gtatgcccca
  4144501 acaggtgcat gccataactc tttgttataa caaagtaaat ctttcggcaa atcttcactt
  4144561 ttaatgatct cttccatctc tgaaatcgct ctacacttcg cataatcatg gaatatagct
  4144621 gcaacttcag cctttttttc atccacaccg tataatttag caagttcaat tgccgtctcc
  4144681 attacaccaa ttgtgtgtat ataacgtttt tcatgcattt gttgtttcac aatatgaagt
  4144741 gcttcctcac gattcataca acccattcct ctcgatatat acctgtactt tttcaggaag
  4144801 taaatattta catgttttct tctctttata tctctcacgt aataaagatg aagaaactgc
  4144861 aaactccgga atttccacag tcgtgatagg ataaggtgta cgcaatttat aaccaggtct
  4144921 tgcaactcca acaaacgtta caagatcaag taacgcttca atgttatacc actttggtaa
  4144981 atactcaacc atatctccac caataataaa gtgaaactgc acatccggat acttcttcgt
  4145041 caattgtagc atagtgtcat acgtatagga tgggcccttc ctgcttagct cttctaaaca
  4145101 aatagaaaaa tgttcctctg cctcagtcgc aagttctaac atttgtaagc gactttctac
  4145161 acttgtaata tcccgccctt gtttatgcgg cggaatttgg ttcggtaaga accatacttc
  4145221 ttctaaattc aaagcgtgat atacttcatt tgcaattagc aaatgcccat aatgtggcgg
  4145281 atcgaatgta ccgccaatga tgccaatttt tctcaaaaga aacgcccctt ccttttacat
  4145341 acagcaactc tcttcatttc catccgaaga gagtttactg ttaataaaag ttcaattggt
  4145401 ttcgatctct acaccattac tagtgataaa aatagcgtat gctattttta tcgaggaagt
  4145461 ttaatttgct tgttttctct tgattctttg tataaaacaa ttgtacttcc aattacttga
  4145521 acgatttcag cacgtgcacc ttttgcaagt tcttctgcaa cttcacggcg atcgaattca
  4145581 cagttttgta gcacacttac tttaaataac tcacgagctt ctaaagtatc tgcaatttgt
  4145641 ttaatcatat tttcatttac tccgcctttt cctacttgaa aaattggtgt taaatgatgt
  4145701 gcttgtgcac gtaaaaatct tttttgtttt cctgttaaca tatatgttag cctccaagtt
  4145761 tcttataact aattgtttca ttcgttcgat attcggtacg caacctgtcc acatttcaaa
  4145821 tgcaagcgct ccttgataaa caaacatatc aataccattt tgaatgattg caccttgctc
  4145881 tttcgcctca cataaaattt tcgtttcaaa tggattataa attatatctg atacaattgt
  4145941 tccctttttc aacgaagaaa tttgtaacgg cgtatgttcg acgcgtggat gcatacctat
  4146001 cgttgtcgtc tgaatgataa tatcataatt cccttgttct tttgttgctt tttctaatga
  4146061 taaagcaaca gaatgaacag tagctgtaca tgcagcaata agttctttcg ccttatctac
  4146121 tgtacgatta gctacatcaa tctctttcac ccctgcatca gcaagtgaaa aataaatagc
  4146181 tcgactagca ccgcctgcgc caagtaataa aatacgtttc tcttgaagtg gttcactact
  4146241 aatggattgc agtgctcgga caaaaccaat tccatctgta ttgtagccaa tcaattttcc
  4146301 atccttatga accaccgtat ttactgcacc aatttgtttt gctagcgggt caatctcatc
  4146361 caaataatcc ataatcgcaa ccttgtgcgg agttgttaca ttaaatcctg aaatacctaa
  4146421 cgcttttaaa cctcttactg cttcccctaa cacttcctct ttaacaagaa aggcatggta
  4146481 atgggcatcc atcttcaagt gttcaaatgc atcgttatgc ataacgggtg ataatgaatg
  4146541 tccaattgga tttccgatta caccatataa ttgtttcata aatccctctc catattaaat
  4146601 taaagattta cgtaatgaaa cacttactcc ttttggtacg tgtgcaacaa tttttgctcc
  4146661 tggttcgttc acagtaaccc atcctaatcc agagaataca acatccgttt tcggttcacg
  4146721 aatattaaac tcgtatttca ctagctctgg catattttct aattcttctg gtgttggcgg
  4146781 gcttagtaaa tccccagcat gatttttata caattcatct gctttctcaa gctttgtacg
  4146841 atggattgtt aagcgatttg agaagtgaca agtaaatgca cgacgaccgc cacttacata
  4146901 atcaaaacgt gccagtccac taaagaacaa tgtttgttct tcatttaatt ggaacaccat
  4146961 cggcttaatt tcttttgttg gtgtaataag ctttaagctt tgttttccaa cgtaatgagc
  4147021 catttgatgg tggttaataa tacctggtgt atcatataaa gaagattctt cgtctaacgg
  4147081 gatatcaatt aaatcaagcg ttgttcctgg aaaatgagat gttgtaatta cattttcagt
  4147141 ctcatcacta aattctttaa tcatacgatt aataaatgtt gatttcccta catttgtaca
  4147201 tccaacaacg taaacatctt ttccgccgcg gtaatactca atcgcatccg ctagctcagc
  4147261 aatcccttgt cccttcgctg cactaattaa aaagacatct tctggcttta atcctagctg
  4147321 ctttgcacta tagcgcatcc agtgctttac tttatcatgt tttactgact taggaattaa
  4147381 atccgcttta ttcccaacaa gtaatacttt attatttccc acgaaacgat gtaagccagg
  4147441 taaccagcta ccattaaagt caaaaatatc tacaatttta actactaacg catccgattt
  4147501 tccaataccg tttagaatac gtaggaaatc atcatctgtt aatgagacat cttgaatttc
  4147561 gttataatgt ttcaatcgaa aacagcgttg acaaattact tgttcttttt ctaaagatga
  4147621 ggcaggagca tatcccactt catttttatc ttctgtttga atttctacac cgcaaccaat
  4147681 acatttaatt gtttcagtca aactttattc ctcccagtta attaaacctt ttttcttcat
  4147741 gtttctcata attcttcgtt caatttttcg attaaagcgc gttactaatc cgtctgtttg
  4147801 tgctactggt acaactaaaa ttgtatgcag tccaactcgg tttccaccta gcacatctgt
  4147861 cagtaactga tccccaatta ctacaacttc atctggttgc aactgcatct ctcgtatcgc
  4147921 acgcttaaac gcacgaacaa atggcttacg cgcactatga ataaatggaa tgcctaatgg
  4147981 atcagcaaag tctttcactc gttgctcatt attatttgaa acgaccgtta cttgaatgcc
  4148041 ttgctctttc attttcaaaa accattcttc aagttgtggc gttgcattcg gacgatccca
  4148101 ttcaattaaa gtgttatcta aatcagtaat aacaccttta attccacgtt tcttcaaatc
  4148161 ttctggttga acgtgatata catttttcac atattcattt ggtaaaaata gtttcaattt
  4148221 ctttcacctc tttgaggagt tttcataaaa atttttcgac aacatatttc gatatatggc
  4148281 ctgtggataa aattgtacac attttccaca ttaatatttc agttgatttg gaatttacta
  4148341 acaatctata cacattttat ccacctaggt ttgtggataa ccactcgttt gtgactgtca
  4148401 tatttttttg gtacattaaa tgcaacaacg aatcaatcct tatattatta ggaggtgact
  4148461 caccttgaaa acaaaacata tggaacagtt atctactgag tcttattata aagcaaaaga
  4148521 actaaaatta aatcccgact tcattttact tataaaacaa gaaattatta gacgctcatt
  4148581 agaggacaag cttgtcaaat cgtcttgatt acatataaag aggaatttta attaactaac
  4148641 ttgtaaaaag agccatcctg cgatggctct cgaataaaca aatactccca tctagggaat
  4148701 ttcatcatta cgcatctttg tccataaatc ttgcttacag ttataaaatc ttttttactt
  4148761 atgagccaat cgagtagcaa ttttttcacc aaggcgaagc tcttgtccac tcttcaattc
  4148821 ttgcactact tctatcatat ctttttcaaa caataacaca actgttgaac cgaatgtaaa
  4148881 gtatgccatt tcttcacctt tttgaacagt gtctctttca tgcagcagct caatactatt
  4148941 tacaaacata gctcctactt ttacaagcgc catatgttca ccgtcactat tcacttctgt
  4149001 aacggagcga tagttttttg acaatggttc tttcccgtat tccataccag ctgcatttac
  4149061 cggatatgat tttctaccga gtacaaatct ttcagtcaca gaaccagaaa gcggactatg
  4149121 aatacgatga taatgacttg ggcttaaata aataaccata tatgtaccac ctgcatatcg
  4149181 ctgtgcacgt tcttcattac ctagcatatc cacaatcgaa taacgctttc ctttaatatc
  4149241 aaatgttttt gtgtcctcaa taggaccgtg atcagcaaaa acaccatcaa caggactaac
  4149301 gatactcgat gcatctgtat caatactacg ctttccttct tttagcttac gtgtaaataa
  4149361 ttcatgcaat gttctatatt ccttcaaacc cttttccatc tcatcttgat taatttgaaa
  4149421 cactttcgca tacgatggaa taatgataga gctcaaacga gattgtgcaa atttacgtaa
  4149481 tgtataagaa gtaaaacgac catttgtaag ttcgatcata agtcgatata atgtacgtcg
  4149541 caaattgcgg aacctcctaa tcagtcttat aactttagct tccccttctt ttccttctat
  4149601 atcatatgta aaattagttc ttattcccac atatcatata gaatcgccat attatacatg
  4149661 cagaaaacta agtatggtat tattcttaaa ttgtttagca ccttctaata ttacagatag
  4149721 aatccgtcat tttcaacagt gaacatggat ttcttctgaa cacaactctt tttctttcct
  4149781 tatttccaaa aagaaaagca gcccatttta aaatacggct gcttgtaatg tacattattc
  4149841 ttttgctttt ttctctttct ctgctcttac aaattcatgg aacattttca ttaaagcgcg
  4149901 cttttcaatt cttgatacat agcttctgga aataccaagt gccttcgcaa tctctcgttg
  4149961 cgtcttctcc ttatcaagcc ccagtccaaa acgcttcacg attacttctt tctctcgttc
  4150021 gtctaaaata tcgatatact ctttaatctt ttctaactcc atactaagct ggatcatgtc
  4150081 aattacatct tcagactctg attttaatat atcaataagc gatatttcat tcccctcttt
  4150141 atcttgcccg attggatcat gaagtgaaac gtcctttttc gttttcttta atacacgtaa
  4150201 atgcatcaaa atttcatttt caatacagcg tgctgcgtac gtcgcaagtt ttgtaccttt
  4150261 tcctgccgaa tagctctcga ttgctttaat gagcccgatt gtaccaattg aaattaaatc
  4150321 ttctgcatct tcccctgtat tttcaaattt tttaacgata tgagctacaa gccgtaaatt
  4150381 atgttcaatt aacagattcc tcgcttgagc atcaccttgc tccattaact ctaagtactt
  4150441 tctctcatcg tctgatgata atggctgcgg aaacgcattg ttcttcacat aagaaacaaa
  4150501 aacaaacact tctcgaacca tatatccaat tgcggcgaat agactcaaac ctttcacctc
  4150561 cgccaaaata gtggtcttta ctaagtgtat gtgggcgtga ggttgtttgt gtctgtacag
  4150621 tttatttata aaactcaaca cttccaatat ttaaaatatt ttattgttat attataatta
  4150681 tataaaattg ttatttatat atgaatatgc tattaaaggg gacactattc atgctcacat
  4150741 tagatcgatt attaaatgta acaatttatt taggggtatt tttacttttc atttcattca
  4150801 ttacttttgt tattaagaga gggcctgatt tattattttt tcaatttgga atttccttat
  4150861 tttttggagc tcaaattata attggaatga aattttttca taactatggt ttctcctttc
  4150921 actcaaaact agaactactt atctttattt tctatgtaat tggatttatt acatgtatac
  4150981 tattgttctt tcactttcaa aatccctatc gaatttttta ttaatttgta gttttttatt
  4151041 tttaactgga tccaattatt actttaaaga aacattaaag tttagtgaaa aaattccaaa
  4151101 gcaacataaa acttttttaa gtacacaaga agaagactct ttcccaaaag aagtgcgtaa
  4151161 attttcggag gattacaaca acataataag aaatgatttt tatgaaatac cgatgattcc
  4151221 tactgaatta cagattacaa gcaaaaaaga ttcttcccat agtacatctt tcttagttga
  4151281 acttcataat atagaggatg aaattactga tgactctgta caattaactc catcagaccg
  4151341 tttttatata ctgttaaata cacaaaaaac aaaaatatca aaaatagtat atgaagggcg
  4151401 agattttttc acattaacag tcacactaaa ggctcttaat ttacagcagg aaccagaaat
  4151461 tcataatatg tttttagaaa tagataaacg tagagcaatg aatcttcttg atttcgaaat
  4151521 taaagcccat tctaaagaat ggaaagtaac atttaaaagt gatagttctc cttccaacct
  4151581 tcctatcaca tttacatttg aaaaacgaac aggcaaatta taaaaataaa aagagttatt
  4151641 ttctttgaaa aataactctt tttattttac ttgctccaaa ttttctcacc agtatgcgca
  4151701 tcaatataac gaacttctcg actaccgtcg aagaattctt tataattttc acacgttgtt
  4151761 tgtttataca gcaattgata taccgtttcc tctacatcat gatctataga ccattctaat
  4151821 ttaactcgga tagcatctct gtatatttct aacgcttctt ctttcgttac ttttggtgtt
  4151881 gtttcgtatg taagtaattt ttttataagg ttgctagact ctccagagta gtgcatcaca
  4151941 gcaccgtttt ccgcattgat gttaattata aattggttat actctgccgg aatatcattt
  4152001 atatatagag aaaaaataaa tctttcaatc ccatcttcag cttcttcacg ttccccccaa
  4152061 agacgcagat attgtgtgat atctggaata acttgttcca aaaattgaag tgctttttgt
  4152121 aaacattcct ctctaggcag tatttgcttt acttctttat catctgtcaa ttttataaaa
  4152181 ccagttaatt cattggttaa tttatcaatt gtaacgctaa ctaaattatt atatttcagc
  4152241 atcggtaaat gctttttaaa gaattcattc attaaatatg gattcttttc ttctttctgt
  4152301 ttttgtaatt cctccttcaa aacaaatttc atccttattt cattatcatt ttccgtctca
  4152361 tctacttttg caaaactttc tttatcccag tcaaataatt cgaatatgtc atcttgccgg
  4152421 ttaccttctt ctattttttc aacaactact gttggcggta atttataatg ttctggccca
  4152481 tataaatctt tacctgtact tgcatcaata catgcatgac taggctctgg ttcatataca
  4152541 agatggtacc cttttacttc ttccctgttt tcatacccac atgaagagta tgttaaatct
  4152601 acaaatacaa gtctcatatc ttgtctagct ttcaaatttt ctaaaacgac gttctcctca
  4152661 acaatttcat ttggccatga tggttttttc tctatcgctt tttgtccatt gtaatggaaa
  4152721 tccacaacat ttcctgaagg atgaacttgc acaacacacc ctgtattcgg caatggatag
  4152781 ccattcactt cttgcatata atttacttct ttccaaccgt gcttgtcacc cttaacaatt
  4152841 acatatgtat aaaattcaga gccttctttt gtatattttt ttaagaatgt atttgcaatc
  4152901 tctcttgctt gattgtcctc tatcgctttc tcactgctcg aaaaagcttt ttcatcctct
  4152961 atcctaaagt caattaaact accagtatgt ctattcaacg taatctgtat tgttctctcc
  4153021 tcatccgctt tatgctccca ccataataga tgatatgggt catccacacc ttcttgatca
  4153081 tctacaacaa gcctataatc atctggaatg ttaataatat gaaccacttg ctcttttctt
  4153141 tctttatctt tttgattcat cataccgctc ccttttatta caaatttaag gtaattataa
  4153201 caaaaaaaga ctagagatat ctctagtctt ctacttcgtt tcacgatgta acgttactcg
  4153261 ctttaatcgt ggacaatatt tttttagttc gatgcgctct ggattgtttc gtttattttt
  4153321 tttagaaata taattacgat caccgcactc cgtacaagct agtgtaatat ttacacgcat
  4153381 atgtaattct cctttctttt aaagatcgca aactaaatcg taatgattac gatttatata
  4153441 ttatataact tcattctatt tgtcaattgc aaaataaaag ggatctaaat agaacccttt
  4153501 tatttaagta atctatacct tgtattaaaa tgtttcatat gtaacaaact cactaatcgg
  4153561 ttttcgatat cctcgtgggc gagttttagt agtatcactt tttcctatcg taatcattaa
  4153621 aacaggtact acatgctccg gcatatttaa ttcactttgt actgcttttt catcaaaacc
  4153681 gatcattgga cacgtatcat agccataata tttagctgcg tacataaaag tcatcgcact
  4153741 tagcgaagca tttctaatcg cttcctcttc catgaagcgt tctccttttc cttcatataa
  4153801 ccctttcgtt tgcttaattg tatcttcata ctcacattca tcaatcatct ttaaaacctt
  4153861 cataccgaaa taaatatttt cgacattttg atatgctctc ttatcaccac aaacaagtat
  4153921 taccgcagat gcactcgata ctttatattg cccgaaagct aactctttta atctttcttt
  4153981 gcgctcttga tcacgaatta caacataatg cgtatgttgc aaattgtaac aagatggaga
  4154041 gagttttgtt agctcaaata ttttcttaaa atcctcatct gggatttcta ttccttgtac
  4154101 aaatttcatt gcagaacgtc tagcaattgc taattcttca aaattcaccg tataacctcc
  4154161 ttaataaccg taaatttaaa tatacattaa tccaaacaaa taaataaatc aaatgaaaac
  4154221 actttacatt atgaataata atgatgattt acaaaaaaaa gacaaaaagc tgaaacaatt
  4154281 agttcatacg aaattcacac gaatctatta ctatagaaat tgtacatagt gaatttatta
  4154341 acaatcacgt ttattcatat agaattttta atcgaaagga gttgaaagta tgaaaactaa
  4154401 atatcgcttt atgatctcat catttgctgc ttgcgcttat atgctttggt atttagtata
  4154461 ataacaacct cacttgtaaa taggaaaagg tgtgtatata aatggaatat aatcaatcaa
  4154521 cagttaacta ctggaaagct tttgtactac catatacatt tgctttagaa gagttaaaaa
  4154581 ctaaatttga aattatgaac cgggaagccc aatttttaga ggattacaac ccgtttgaac
  4154641 atataaaaac aagattaaaa caacctgaaa gtattattaa aaaacttgag cgtaaaaatt
  4154701 tattaccgac agttgaaaat gcgcaaacgc atttacaaga catcatcggc attcgtatta
  4154761 catgttgctt cgtagaagat atctatcatt taaaaaatgt cattcaaaaa cgtgaagata
  4154821 tggaaatcat agaagtaaaa gattatatcg ctaatccaaa aaaaaatggc tataaaagtt
  4154881 tacacatgat tatcaaatac cctttatcac taaattctgg tacaaaagaa gtctttgcag
  4154941 aaattcaatt acgtacgctt gcaatggact tttgggcaag tttagaacat aaactttatt
  4155001 ataaatatga aggaaaaata cctgagtatt taaaagatga actacatgat gcagcaatga
  4155061 aagctgaaga tctcgataat aaaatggcaa ccattcgcca agatattgat gatatcgaag
  4155121 catgctcaaa tcaaattatg ttaccactat aaaaaaaggt tctcgccaat gagaaccttt
  4155181 tttgctattt acgaaaagtt ctactttatt tcttctctat cgtgcgaacc tcttcaattt
  4155241 tccaaccatc ctcttctttt ccaattgcat actgtacttt tttctgaaga gtgatttctc
  4155301 catctatttc cttttctttt gtttcaacaa caacataccc tgctttacta gcttttatgt
  4155361 ctatatgttc caattcaatt ttcttatttc ccttttgaaa agctgcttct ttttgcgttt
  4155421 ttaagtcttc ggcactaggc atcttctttg aaaataattc tatatgttca gcaagatttt
  4155481 tttcatttgt tgtccttaca aatttatcca taacatcttg aatcgatttc tcttcttctt
  4155541 tcgttatttg taccttttcc tcagcttttg tagtagtagc tttttgttct atcttattct
  4155601 cttcggattg acatccaact agcaataata caactattag aaaggggcct atccccctga
  4155661 aaaaagctct catcttccca tctcctaaaa agaaaagtga ggcatttcgc ctcactctca
  4155721 tttataatta gcgtcttcct ttattcggat caccaccgcc aacaatatca aagacacgtt
  4155781 tagcgagatt tgtattctct tgaacgccag agaacaagta tttaccaggg ccaaatgcat
  4155841 atacgtttac atcttctcct gtatgtccac ctgttgtcca tcctgtaacc gaacgcttat
  4155901 tgaaaatatc ttcaatcgca ttatcaatct ttgttacatc ttttgaagga gcgatatcat
  4155961 ttaccgcttt aatttcttca ggtgttaatt gtaaatcaat atattttttc aatgtttctt
  4156021 ctacatttgc accttttaca atttcatttg ccatgaagtc cggtgtgcgt tttgcagctt
  4156081 taattggatc tactttaaag ttgtactcac cattcgcacc taaagataac ccgccagtag
  4156141 cgtgatctgc cgttgcaatg actaacgtat ttttatcttt tttcgcaaac tcaatcgcag
  4156201 ctttaaatgc tttttcaaag tcttccatct cactcattgc accaacgata tcattatcgt
  4156261 gtcctgccca gtcaatttgg cttccttcaa ccattaagaa gaaacctttt ttatttttgt
  4156321 tcaaacgctc aattgctgca tttgtcattt cttctaatga aggtgtcttc tcattgcggt
  4156381 caatcatttt atctaaaccg cctggtgcaa ataaaccaag aatttgatca tttttatcat
  4156441 ttaacaattg atctcgatct gttacgtaac tataaccaga tttcttaaat tcttctgtaa
  4156501 gattgcgatc ttttctaaca aagtttttta cgccgccgcc aagcataaca tctactttat
  4156561 gcttcccttt aattttctca tcaaaataat catttgcaat tgcgtccata cttttacgac
  4156621 taatgtcatg cgcaccgaaa gcagctggtg ttgcatgtgt aatttcagaa gtagcaacta
  4156681 atcctgttga tttccctttc tctttcgctt gctcaagaac agttttcact tctgctttat
  4156741 cattatcaac tgcaattgcc gcattatatg ttttaattcc tgctgacata gctgttgctg
  4156801 ctgatgctga gtctgtgata ttttcatgtt catcttccgg atatgttttt tgtgttccta
  4156861 caagatgttt atcaaactct gtagattcca tctcgaatgt ttttggatta tctttcatat
  4156921 aacggtgagc tgtcatatat gaagggccca taccatctcc aattaacaca ataacatttt
  4156981 taatctttgc attgcttccg ttctcatctg cgctcacttc actagaacgt gtaaaattcc
  4157041 atgttgctac cgaagtaact gctaatgatg ccacaactgc aaatggccat gcttttttca
  4157101 caaacttttt cactgtcttg tccccctaat taggttattc atttcccact atcaaattta
  4157161 atagaagact gttaagggaa aattagttat atgtaaattt tttgttaact tatgtaaata
  4157221 tcagttataa tttgtataac tttgtctttt catatcaacc atcttcgcct ttacaatcaa
  4157281 aatataaaca agttggattt catttaacgt aaatctctta tttaacattt tccatctact
  4157341 tttataaaaa ttaatagaaa tgtggtgaat atttatgaaa ataataaagc tagacaaaac
  4157401 ttatattttt gatttattgg acctttgcaa agctattgga tggttacaag ataaagcatt
  4157461 tatgaaaaaa caattcgaaa tgtatctttc tctcggtaca cttgtcggtt atatgcatga
  4157521 aaataaactg attgcagctg gaggagtatt cccttttaaa gataggtttt ctactattgg
  4157581 catgttaatc gtccatccta attttcaagg ccaaggcatc gggcggactt tgcttaatca
  4157641 ctgcttagaa cacactcatc caaaacagcc aattgcactt attgcaacaa aagctggcga
  4157701 gcctctgtat acatcatgcg gatttcaaac agtaacgacg attcatcgtt ttgaaaaaca
  4157761 aactactaag acacatatca ctcctacaaa acaagtaaaa gaaaaagatc ttatatctct
  4157821 tatttctctc gatcaaatta caactggtgc cgatcgttct ttactttatt cattactatt
  4157881 accaaaaacg aaccactctt ttaaaattga gagacataac tgtatagaag ctttttcctt
  4157941 atgcatacaa aaaggtaata tattatgtat caatccactt atcgccaaac gagaagaaga
  4158001 tgctattcaa ttactacaaa acatatgtga atgttggaat ggcacagtac gaattgatgt
  4158061 cccacattca caatttgtat ttcgcaaatt ccttcaaaca gaaaattttc aagaaacgct
  4158121 cctttcacct cttatgataa aaaatggtag ccaacttcct ggaaatcgta atatgctatt
  4158181 tgctatgata gatacagcgt tatgttagaa aggggacacc taattgaagc gatttagcta
  4158241 ttttatggta ggttgtctta ctcttacact attagtagga tgtagtgcag cagaaaagcc
  4158301 agtagaacaa gtaaaacaag ttaaaaatac acttacagca aaactagcta ccgaggaaaa
  4158361 aatgatagaa atagatggtc aaaccattta cttcaaaaag attggtaatg aaaaaccacc
  4158421 tttacttatg atccatggat ttggaggatc ttcagatggt tttcgaaaga tttattcaga
  4158481 tttagcaaaa gatcatacaa ttatttctgt agatgcttta ggattcgggc gctcatctaa
  4158541 accgatggat ttttactatt ctttcccgac tcatgcaaat ttgtattata aattaatgaa
  4158601 aaaactaggt tacgattcgt ttgcaatact gggacactca atgggtggag aaatttctct
  4158661 taatttaaca tatttatatc ctgaagccgt tacccacctt attttaactg acgctacagg
  4158721 cggtgctcat acactagtga ataaacaagg ttcaccaaaa ccccagttgt cgactgattt
  4158781 acatactgtc tctgctattg cagattatga tgaaagcaaa gtgaaattta aacgtaatga
  4158841 cgaagaacat tacaataaaa tgaaattatg gcctagacgt cttcaaatca atgcaaatga
  4158901 aatacaacaa ccaactttaa ttatatgggg aagaaatgat agtagcgttt catggaaaga
  4158961 aggagaaacg tatcatcaat tcttaaagaa tagtactttc catattatcg aaaagggtta
  4159021 tcatgcaccg tttcgtcaag agccacaaga atttgtaggt tatgtaaaag aattctttaa
  4159081 aaacaatccg atacaagctg aaaaataaca taaacgggta tctcattttg agatacccgt
  4159141 tttcatatat taagcagctt gcttttggcg tttttgagtt tttgatccta atacttttgg
  4159201 gataacgaaa ccgtcaatcc caaatttacc agcattcata ccagaaacta gaaggaacat
  4159261 agataagata accatttccg gattcactcc aattgaccca ctaaacatat aggaaaagtt
  4159321 cattacaagg ccgaaaaaga ccgctgtttt tgttaaacag cctacaatta aaccaattcc
  4159381 gactaaaatc tctccccatg ttacaagtgt attaaataga tcaacgtttg gaattgcgaa
  4159441 atcttgtaaa aatgatgccc accaagattg aacagccggt tgtgcacctt tagatttttc
  4159501 aattgcacct tgtaaataac cagttgcatc gaaacctttt ccttgtagtt taccgattcc
  4159561 agccattaac catgtgtaac caagatacac tcggattacc gctaacacaa aagaaactgc
  4159621 tttgttttct cttaaaaatt gaataaccat atcttcctcc taaagttgta attaatttag
  4159681 ttacaggtaa tataataaca ttagttactt attttacaaa tgttaattat gaataatttg
  4159741 tgacatgtgt atgaaacatt aaaaactaac gtttgtatag taacttttat tacttgtaaa
  4159801 aacttgaaca tatcatacca taagtgataa tggttttcat tgaagaaaat gtaaaaaaaa
  4159861 tgtgagttaa atgtgaaaca cgtttattcg aatatagaat aaatgtgttt cacactactt
  4159921 atataatcga aatgtatgtg tctctttatc aattaaccgt gcttcttcaa aagcctctcc
  4159981 taacgttttt tcatggttaa taatcccgta aaataagcgt attgtaaaca taagtgctgc
  4160041 atttccatcc acataatcta tcgatccaat atacgatttc gctccactgc gtaaaaaaga
  4160101 ttctgctagt tttttctccc ctaacgtaca cccactattt acaatatgtg tattatgcaa
  4160161 ttttgcatat ttataaattt ctgctgcacc aaagtacccc cgcggttcat cttgttcgta
  4160221 tatatcttca cccaactctt ccatgacaaa ctttccttcc tcaccatgaa agcaaaagac
  4160281 gacataatta atatcgctat ataaaccctt tccagaaaga atgtcgatga attctttcgg
  4160341 tctaccaatc cagtacgtta taactttcgc cccaaagtat tcaagtgatg ctcggattga
  4160401 ttgtgcctct aaatcagaat taaagccaac tactagtgca acattcaaca tacacccacc
  4160461 atcctataat tagatctcct caatcaaact tttaagggat acatccattt catatatacc
  4160521 cgtttcttgc aaaaaatcag ctctagttaa aacgactttt tgtaaatatt gccgatacgc
  4160581 agtaattgtc ccgtcgtgag atacaatgca aattctttca gcgcccagtt cataacacca
  4160641 aagaagaaat ttctctacta ttcgctgaaa gctattttct gaaatagtat ttatgccttc
  4160701 cgtccatagc tgtttatttg tacttttctc tatcgaaaaa ttcgaaaata atttttttat
  4160761 tctcccctga tctactatgt gatcacatgg taatgttgtc gctccttctc gataaggaaa
  4160821 aatacgtggg gatacatatg gatggacaat tttttgacaa gctactttcg cactccatat
  4160881 tgttgctgtt tgtaaagttc taattgtagg actagcaatt aatatatccg tttcttgcaa
  4160941 gggtacattg cattgaagta atttagcctg attccttccc tcatccgtta acggtggatg
  4161001 aggcacttgt aaacttgatg gcgaatcttt tgtatgttct ccttcaccgt gccgaacaaa
  4161061 gatgagtttc atccccatcc tcctctcact ataaaatcct cttacatatt tcttccctat
  4161121 tccatccttt attcctgcta tatgaaaaat cgatatgtaa aaaacatttg acacaacaag
  4161181 ttggaaaata ttacaattat atgtgtaaaa tactttttac aagagagagg agaaacatgc
  4161241 atatgaaatg gctaaccatc ttaattggca tgattatatg gggatatata aacggatttt
  4161301 ttagcagtga taaaactgct aacccttgga ttacagatga tgaacgcgaa acaaaaatta
  4161361 agcaaaaggc aatcattgca agctggtccg gtgtttttat gttttgtacc attaatctct
  4161421 taaacaaatg gttaggtata gaaacgagta atacatcacc atacttacca acttctgtcg
  4161481 caactatttt aaaagaaaat gtagagttac aaattttatt tatgctattt attacgtatg
  4161541 gcatatttta cgtatactat cgaagaaaac taagcgctta attttttatc tcatgattat
  4161601 cctcctaaat ggttatagta attaggacaa gatgaaagga gcgatagaaa aatgagtaac
  4161661 tcgaatgact ttttagatac actgcatgaa aaacaagcaa aagatgaaca aaatagaaaa
  4161721 cgtcagggaa acggaaaccc agcgaaaaag aagccaaata aaacacataa ataagaataa
  4161781 aaaacttgcc taaaattatc ttttaggcaa gttttttatt cttatttcac cgagataaca
  4161841 tgttcccaat tccatttctc gtaataccac tctggtacat ctatattttc aatccacttc
  4161901 atttcatgct ttccatcctt atgagcaagc catacatccg ctttcttacg gtctgaacgt
  4161961 atccatatta attgattact cttattcatg aagagcggat gataatctcc ttgcctatga
  4162021 ggtggctttg tgattcgatg ttgttcgtcg cttgtactat cgatctcata taaagatggt
  4162081 agtggccttt tttctggtgg agtttctatc cccgcttctt ttgctcgtga aacgataatt
  4162141 acgttatcgt tcttccatgt aaaatcccaa tcgacatatc ctttcggtgt aaatgtgttc
  4162201 tgctgaagtg ctggcaattc ttttactttt aaatgtttat tctctaacgc aactctcccg
  4162261 cttccttcaa tataggccaa tatattgttg gctggcgccc atttgaacca ttgtgtgttt
  4162321 aataacattt gatctacctt ttcaaaacga ctaccatctg cacgaactaa gcaaagcgta
  4162381 ttgctatcag ctgaccatga agctgtcggt actgctaaaa atgaaatcca cttttgatct
  4162441 ggtgaccact gaaagccact tgcaactaac gctaggaaat catcatgttc atttggcaat
  4162501 gcatacaaat gcttcatttt gtgaggattc atatgcgcat ctttttgtac ttcatatagc
  4162561 tgagctcctg tccatccagt tggaagtaag tgtgcttcag aagatacaag aaacttcttt
  4162621 ccattcgggt accatgcata atcacctaca ccagccgata cattttcaaa atctgcattc
  4162681 tttttttcta ccttgaaggt atgtaatgta cctgtaaata taaatgcaat tatattttct
  4162741 gttggtgacc attgataatt tgatacttct gagtgaaacg gcgtaacttt ctttccatct
  4162801 tttagccgat ataactcaag agtattttgt ttctctcctt ttacatatgc tagccactcc
  4162861 ccatcatatg accacttcgg tcctgttatg tattctcctt ttgtaagttg tttttctttt
  4162921 ccatcaactt taatccagag gtcatgatga cgaataaaag caatttttac tccactattt
  4162981 tctgctttcg taatagtaat tgaacttaaa aatatgaata ataatgcgat gacacttgct
  4163041 atagcctttt tcataacact cctccatttc cctcatagca ttcctcaatg tccacctaca
  4163101 atatgtgaaa aatacctatt cgacataatc agaaaaaatt tcccaagaaa ctttcaattc
  4163161 atagaggatt ggtatgaatt atgtcgaaaa tatagtttag ccaacattcg tttttatatt
  4163221 tcataataaa aatgtaagat aactttttgg aatattggca ctttttatta gggggagttt
  4163281 caatgaaaaa aactacatct atacttttaa gtatggcact cgtcttttct agttttggag
  4163341 ctttaagcgc ccatgctgaa tcactgcaaa aggagaagca atttagtcca caactaaaaa
  4163401 caacgattga acaatgggga gaaagtaaaa ttgctcaaca cgttgaaaca aaaacaacaa
  4163461 aagaaatatc tgtaattgta gaattgcaac atgcacctct tgctgcgcaa agtaacattc
  4163521 agcatgctcc agatttacaa aatagtcatg cacagtctta tcataccgag ctaaaaaaag
  4163581 cacaagaaga gacgactaag aaaataaaag aaaaagcacc tggtgcaaaa attaaagaag
  4163641 tttataatac gttattttct ggtttctcta tttcagttcc aggagatcaa attactgctc
  4163701 ttgcttcttt acctgaagta aagacagtct atccgaactt aacatataaa ttgcatgaaa
  4163761 caacgaaaag cgctactagc gaagaagcac ctaatattgg tggaccgaca attggtgctc
  4163821 ctgaagcatg gaatttaaaa gacccatctg gtaaatctct tgatggaaaa ggtatgaaag
  4163881 tagcgattat cgattctggc gtagactata cacatcctga cttaaaggca aattatattg
  4163941 gtggatacga cacagtggat gaagatgctg atccaatgga tggtaacgta cacggtactc
  4164001 atgtagctgg aattattgct ggtaatggaa aaattaaagg cgttgctcca aatgcttcta
  4164061 ttttagctta tcgtgtcatg aatgacggtg gtactggtac aacagatgat attattcaag
  4164121 gtattgaacg agcaattcaa gatggtgctg atgtgttaaa tctatccctt ggacaagatt
  4164181 taaatgtacc tgatcagcct gtaactttaa cgttagaacg tgcagcaaag cttgggatta
  4164241 ctgcagtcgt ttccaatgga aatgatggtc caaaaccttg gtctgttgat gcacctggaa
  4164301 atgcaagtag cgttatatca gttggagcat ctacagtttc tattccgttt ccaacattcc
  4164361 aagtagctgg ttccagcaaa acataccaag gattatcgtt atcaaaatca gatttcccaa
  4164421 taggaaatga ttctccactt gtatatgttg gctatggtaa tccaagcgat tatgcaaaac
  4164481 aagatgtgaa aggaaaattt gcacttgttt tacaaggtac ttctagcacg ttagtaaaag
  4164541 ctgaacaagc gaagcaagct ggtgcaattg gtgtactatt catttctaca gaaaaagaaa
  4164601 tgaatagtat gcctgaatac tttacacgtg aaaacctagc ccttccagtt atgcaactat
  4164661 ccaatgtaaa cggtgaagag ttgaaaaatt taattacaaa gcgtaagaaa aatataaaga
  4164721 tcggacaacc ggttccgact gaattaattg gaaactttag ttccagaggt ccatcacaag
  4164781 gaagctggct tataaaacca gatatcgttg cacctggcgt acaaattact agtaccgtac
  4164841 cacgaggtgg ctatgaatct cataacggaa caagtatggc tgctccgcaa gtagctggag
  4164901 cggttgccct cctgcgtcaa atgcaccctg attggacgac gcaacaatta aaagcatcac
  4164961 ttgccaatac cgcaaaaact ttaaaagatg tgaatgaaaa tacatatcct attatgacac
  4165021 aaggatctgg tttaattaac atcccgaaag cagctcaaac agatgtatta gtcaaaccta
  4165081 acaatgtgag cttcggtctt attaagccaa acagtggtaa agtaaaactg acgcaaaata
  4165141 ttacgttaca aaatctatct agtaaaaaga aaagtttttc aactcgtgtg gaattgctag
  4165201 atacaaacac aaaaacaaaa gtaaaaactt ctgtaccttc atcgattagc atacagccga
  4165261 atagtagtac cgaaaaacca tttactatca ctgtcgatag ctcactacca caaggtgtgt
  4165321 atactgggaa tgtatatgta aaagagcagg gagcgaaaga agaaactcgc attccattta
  4165381 catttagtat cgatcctaaa gattacaaac gtatagatgg actcgaaatt attaattcta
  4165441 catttagtcc aaatggtgac caaatattag acgataatct catcaactac tatttagttg
  4165501 cacctgtgga tgatgtaaca ttgcatgcaa atttagttac aaaagaacgt gtaacgtacc
  4165561 aagggattat ccatcaagct aaaaatgaaa cagctggata caaacctttc aaatgggatg
  4165621 gtacaaaagc agatggtact ccgttagctg acggtctata ccaaatcgaa gcagttgcct
  4165681 ctaattctgg tggggaaaca aaacaaacag ctgctgtatt tcttgataga actgcaccta
  4165741 agttaacata cgaaattgac caagaaaacc ttgtaatcac aggaaaagtg gatgatatct
  4165801 tactagattg gatgacagaa tctggttggg tagcacctgg aattccagtg agactacagt
  4165861 atgaaatcaa cggaaatggt gtatgggaaa gtgcattcct aaatccttgg gagaaaaatt
  4165921 acggcattta tttagatcgt actcaattac aagaaggtaa aaatacaatt cacattgtag
  4165981 caacagatgc agctggaaat acatctaatt taaatgttga tttagatgtg aaataaaaaa
  4166041 ttattgttga caatttttta aatatagttt tataatacaa aacatagttt agttgaacga
  4166101 attatatatc ggctttgaag gaataccagt agcgacttat atccctgtct cagagaactg
  4166161 atggttggtg caaatcagta catatacaag cgtgaattac aattctggag cttctttccc
  4166221 gtaatgcttt ttatgcatga agagaaagac ggatctttcc gttatcttaa agtgagtggt
  4166281 aaacaattac ttgtttacaa atagggtggt accgcgattt ttatcgtccc tatcggattt
  4166341 tccgataggg acttttttgc gtctgtcctt ttacataatt tcatatatac gcgttgaaag
  4166401 aatcgcagta gtatcttata tccctgttac agagagctaa tggtcggtgg aaattggcac
  4166461 atatataagt atgaattaca attctggagc ttttttttcg tagtgctttt atgcatgaag
  4166521 gaaaagacgg agtttttccg ttatcattaa ttgagatgta agtatctttt cacttacaaa
  4166581 tagggtggta ccgcgattct ttcgccccta tcggattttc cgataggggc tttttctatt
  4166641 tctcacagaa acaaatgtta aataattccg aatcttatga taaaatttta taagcgctta
  4166701 caattttgaa gggtggtggt acaagctata cgaaaccgat atttaatttt acagaaaaaa
  4166761 ggaggatgtc taaatgacaa agaaaacaga aattccatcg catttaaaac cattcgtatc
  4166821 cacacagcat tatgatcaat acacaccggt gaaccacgct gtatggcgtt acattatgag
  4166881 acaaaatcat agtttcttaa aagacgttgc ccatccagcc tatgtgaatg gactacaatc
  4166941 atctggtatt aatatagagg caatcccaaa ggtagaagaa atgaatgaat gtttggcgtc
  4167001 aagcggctgg ggcgctgtaa cgattgacgg acttattcct ggcgtcgcat ttttcgattt
  4167061 tcaagggcac ggattgctac caatcgcaac agatattcgc aaagtagaaa acatcgagta
  4167121 tacacctgct ccagatattg tacacgaagc agcaggacac gcacctattt tacttgatcc
  4167181 tacatatgca aaatatgtaa aacgatttgg gcaaattggt gcaaaagctt tttctacaaa
  4167241 agaagaacat gatgcattcg aggctgttcg tacattaacg attgtaaaag aaagccctac
  4167301 ttctactcct gatgaagtta cagctgctga aaataatgta attgaaaaac aaaacttagt
  4167361 ttctggctta tcagaagcgg aacaaatttc acgtcttttc tggtggacag tggaatacgg
  4167421 attgattgga gatatagaca atccaaaaat atatggtgct ggtctccttt cttctgttgg
  4167481 cgaaagcaaa cattgcttaa cagacgctgt agaaaaggtt ccattctcta tagaggcatg
  4167541 tacaagtaca acttatgacg taacaaaaat gcaaccacaa ctatttgttt gtaaatcatt
  4167601 tgaagaatta acagaagcac ttgagaaatt tgctgaaacg atggccttta aaacaggtgg
  4167661 taaagaaggc ttagaaaaag caattcgctc tgaaaaccat gcaactgctg aattaaatag
  4167721 cggattacaa attacaggta cattcaccga gacaattgaa aacgatgcgg gtgaattgat
  4167781 ttatatgcga acaagttcgc caacagcatt agccattcac aataaagagc tagcgaatca
  4167841 ttctacggct gtacacagtg acggctttgg aacaccgatt ggattactca ctgaaaatat
  4167901 tgcattagaa aattgtacag atgaacaact acaagcatta ggaattacaa ttggaaatat
  4167961 tgctgagttt acttttgaaa gtgatattca tgtaaaagga acagtaacag atattgtaaa
  4168021 aaacgataat aaaatcgctc ttatttcctt tatcaattgt acagttactt ataacgaccg
  4168081 cgttttattt gatgcttcat ggggcgcatt tgatatggct gttggttcaa caatcacttc
  4168141 cgtattccca ggtgccgcag atgctgcagc atttttccca atggatgaag aaattcaaga
  4168201 aattcctgct ccacttgtac tgaatgaact tgaacgtatg tatcaaacag ttcgtgatat
  4168261 ccgaaatgaa ggtattttac acgacgcaca tatcgagcaa ttagtagcaa ttcaagaggt
  4168321 attaaataaa ttctatacga aagaatggtt gcttcgcctt gaaatattag aattgctttt
  4168381 agaacataac aaagggcacg aaacatcagc agcattatta caacaacttt ctactttcac
  4168441 aactgatgaa gctgtaacac gccttattaa caatggtctt acgctacttc cagtaaaggg
  4168501 tgtgaaaaat gatgctacga ttaactgaag aagaagttca agaggaatta ttaaagttag
  4168561 ataaatgggt agtaaaagat gaaaaatgga ttgaaagaaa atatatgttt tccgactact
  4168621 taaaaggagt cgaatttgtc tctgaagccg ccaaactatc agaagaacat aatcaccacc
  4168681 catttatcct tatccagtat aaagcagtca ttattacttt gtcatcttgg aatgcaaaag
  4168741 gtttaacgaa actcgatttt gagcttgcga agcaatttga tgaactattt gtccaaaatg
  4168801 aaaaagccgt tataagaaag taaaaaagag aagcctttat ttaggcttct ccttttattt
  4168861 tgaaatggat acaatgtcca aatggatcct cgacttgtaa tattccatct ttgtacgtag
  4168921 caatcttgcc aatatttttt aagctttcac atacttgctc tttttgtttt tcatctgcta
  4168981 gtacaattgt gaaatatttc aaaccaacgg aatttggcat ttgcggtagt attccttcac
  4169041 cttgccacgt atttaaaccg atatggtgat ggtagccacc tgctgataca aagagcgccc
  4169101 cattacgagc tgggatcgtt acttcaaaac caagaccatc cacatagaaa cgtttcgctt
  4169161 cttccaaatc agctacatgg aaatgaatat gtcccatcac agtaccagat ggaaaaccat
  4169221 tccatgtact tccttgctgc aataattctt ccccagctaa cgggttacta acaaatggta
  4169281 gctctccatt ctcatcacgc caaacttttt ttggcgatca tgataaattt caatcccgtt
  4169341 tccatctgga tcagctaaat aaagagcctc actaaagtaa tggtcagctc cgccgtgcag
  4169401 tggatatacc atttctacaa aatgacgaag gatattcgct aaatcctgtc tgctcggtaa
  4169461 taaaattgcg taatgatata aacctgttct ccctctttgc tttggtaaag cttctttctt
  4169521 ttcttcaatg ataaggagtg gttcgttatc ttcattccca aatgtaacga ccatttcatc
  4169581 ttcttttagc actttcatac gtagtacttc tgtataaaac tctagtgatt tctttatatt
  4169641 tgatacatat aaatgaacaa catcaagtgt tgtatcggga tgaagttgaa aactcatctt
  4169701 gttagcctcc catttaaatt agttcttctt tgacattttc tcttttaaga aattatctac
  4169761 aaaaccatcc gctttcgcaa caaataagta cgcccccatt gctagtaatg caagctctaa
  4169821 ttcgaagcca ggattttttc catctcctaa taaaccagct gaccatttta cttttacaat
  4169881 tgctccaacc ataactagtg caaataataa tccaatatat cttacaccta aacctagaat
  4169941 taataataga ccgccaacta attcaactgt tgctacaccg tatgcaagtc ctcctggtaa
  4170001 accaatgctt gtgaaccacc ctgcaatatt gtcaattccc gattggaatt ttgttaaacc
  4170061 gtgcataaag aatgttaccc ctaacacgat acgaataatt aagttaccaa tatgttgatt
  4170121 catttccttc tctcctttat agttttctta tacaaaactt ttatttacat tacaaaacat
  4170181 acactaattt ttttattcgt caattcattt tcactgggaa aatatatatt ttttttgcta
  4170241 tgatacaaat agttgtctat aaaaaggagc ttgattttat gaatattggt tctgcaatac
  4170301 gtgaaattcg tcaacgtaga ggcataacaa ttgcacaaat ttgtgaggga acaggtcttt
  4170361 ctaaagggtt tatgagtcag gttgaaaata ataaaacatc accatctatc tcaactttag
  4170421 aaacgatctc caatttttta aacgttcctc ttccctattt attgttagaa caaaaagatc
  4170481 gattgaaagt tgtcaaaaag gtagagcgta aatatagtgt atacggaaaa gatgaacaaa
  4170541 gaattgaaca tgttgcagag caaggtggtc ttcgcctcaa tctcgtagaa attcctgctg
  4170601 ggtttccgaa agaaaacaca ccaaatgccc atgaaggaga agaatgtcac cttgtattac
  4170661 gcggaaaact agaagttcaa cacggagaag atgttgcaat tgtagaagaa ggggattctt
  4170721 tctcctggaa tgcatgtgtt cctcatatcg ttcgtaatat aggagaagaa actgcattat
  4170781 tactcatctc tagtcatgct gaaaatcgaa aacgtgttta ttaaacaaaa aagaagcctg
  4170841 taaatcaggc ttctttttat cctcttataa ctccatagct tgtcccaact agtacagttt
  4170901 tttcgttttg attacgataa actgactcga ttgaaacctt tttataacct tccatttgtt
  4170961 caatatttgt taaagttaat tcacaagtga tcgtatctcc tgcaaaaact ggtctaataa
  4171021 actcacttac taattctctt gctatgtaat gtaattcttc tcctactttc gttccaatac
  4171081 tagcagtcaa taaaccatga accattaaac gtccattttc atcatattcc atatgatgcc
  4171141 tacctttatc ccctgtaata tttgcaaatt caaaaacctc ttcctcagta aatcttcttt
  4171201 cgtatttaaa tacatcccca acttttatac tcatttttat ccccctaaca ataaacagaa
  4171261 ttttctttca ttttatcata aaatgaatct tagttgagtt tatattatta aaatagtaag
  4171321 cctttttctg ttctactttt tctccttatc ggtgcccctc ttttttggct atttgatatc
  4171381 catagtacgc acatgttcca tttctcgata actctctcac ctcaaaacca caacttctat
  4171441 aaaaatcaaa attattcgca gaagtatgtg caaaccagtc accatgtggc aatttttgca
  4171501 aacaaagagc gacaagtttc ttacctaatc ccttccctct atattcacat ttcacaacta
  4171561 aatttactat gttcgcgacc atgattccat cagaaatgac tctaaccatt gcaatcatct
  4171621 cttcttcatc ccaaattgtg aatgcccatg ttgaattttc aaatgctatc gtaaattttt
  4171681 caatttgcca agaagggata ttctcattgc tccaaccggc atcttcaaat aaagtcttaa
  4171741 ttgcatatgc aggtacacca ttcgttccct cacgaataat aagtccatta tgataaatgt
  4171801 acatgtaatc ccccctttat ttttatatac cattcttcaa aagatgcaat ttaccttttt
  4171861 tcatccaaca cgcctaatag aataaacgag aacatcgatc ccatgaaatg aagttgtttt
  4171921 ctcataacta agccctgttt ttctggcaac aaagattgag gcggggtggt ccggattaat
  4171981 aagagagatt aatttattca ttcgtaacgc ttggaagcca taatctcgaa atgctgctgc
  4172041 tgcttctttc gcataccctt ttccccaata ctgaggtaat aaccaataac caatttcaat
  4172101 ttcctctttt ccatctattt gttgcttcac taatcctgca tgaccaattc gtattcccgt
  4172161 tttcttttca attaatacaa ataaaccgag accgttttta tagctaggaa tcacccactc
  4172221 ctccaaactt tttttacact gcatatatgt ttttaacgtc ccatttccaa tataacgcat
  4172281 taccttctca tttccccata gtgaagcgta gaactgtaaa tcatccattg tatatttgcg
  4172341 aatttgtaaa cgatctgtat gaaacatttc tgtactcctt cccacgaatt tttatttaat
  4172401 tacacgctca cgtcttgtat ccatactaaa tgttactatc tattataaat gaactaacgt
  4172461 tcaaatacag aatattcaat ctcaaaagaa tttaaaaaag gcagtagaca aatattgtct
  4172521 actgcatcca tatcataact agcataaaga aaactacaat tgaggggggg taggattttc
  4172581 aaatacacta gatacttatc ccgttccaac gggcggtaaa ctttccaatt atataaaagt
  4172641 gaaaagttta ccgcacataa gaactttggc ggtcagtaag aaagcaccgt taagtagtca
  4172701 aatacacgct gtgctttttc tccacccatt cgtgcatgtt gaagaagaga aataccatgt
  4172761 ggaccagatg cacgtaatgc ttctggttgt gctactaaaa tagcttgtac aacttctatt
  4172821 tctcccagca tagcggccgc gaaaatatcc attcgagcac ccttttctaa taagtaaaga
  4172881 gcaatatctt tacgccctac atgtgccgct gctcctaacg cactttccca atctgaccca
  4172941 ccccaattgt aagaggcatg aagtaaactt ggcgattcag ccaacagttc ttgtactttt
  4173001 tctaaatctc cgtgagctgc cataacaaat tcccttacta actcagtggt aacacgttct
  4173061 tctgttcgca ttttgctcct ccttttttag aaattcgttt cggtgtaaaa aatggctttt
  4173121 cgcttccttg aaaaatatct acctctatgc caaatatatg ttgaaacatt tcatgacata
  4173181 acacttcttc tggtacacca tcatactgaa gcttccctcg ctttaatacg agtaaacgat
  4173241 cactatattg agccgcttgg ttaatatcat gtaaaaccat tataattgtc ataccaaatt
  4173301 cctcgtttag tcgtttcaca agttccatta cttccaactg atgaacgata tctaaaaaag
  4173361 ttgttggctc atccaataat aagacgttcg tacgttgtgc tagcgtcatt gcaatccaag
  4173421 cgcgttgtct ttcccctcct gataaagatt gtaaaagacg atattcatac ccttcaagat
  4173481 ttgtaacaga caatgcccaa tcaacaattt cttcatcttc tttatttaag cgacctctcc
  4173541 atgatttatg agggcctctt ccaaattcga ttaattcttt cactgttaaa tctaattgat
  4173601 gatcatgcat ttgtggtaac atcgctaatt gcttcgctac atcggcactt ttcatcgtat
  4173661 gaatactttt tccatctaaa acgatatctc cttcgctctg tttaagtagt cttgccatta
  4173721 aacgaagcaa agtagatttc cctgacccat tcggtccaat taaactaacg acctctccag
  4173781 ctttaatatg tacattcata ttttgcattt gaaatctttc agaatgtgcg taaaacactt
  4173841 tgttaacgga aatcacgttg cttgcctccc ctatgaatta aatataagaa gaacggaccg
  4173901 cctaagaagg ataataaaat accgacaggt aattcaattg gatcgaacca acttcgagct
  4173961 atcgcatctg cgaaaacaag taatattcct ccgccaaggc atgataatgg cagtaaatat
  4174021 ttatagtcat tcccaactaa taaacgtaac atatgtggta cgacgagacc gacaaatcca
  4174081 ataagaccag aaacactcac cgcaattcca gctaataatg tacttactac tattaaataa
  4174141 aaccggcttc tctccacgtt atgccccaat aatttcgcca tttcatctcc aagcattaat
  4174201 actcgaatat gcttgatacc aaagaaagcc aatataatag cgaatattgc ataataaata
  4174261 atcatgttta aatgtgccca gctcacacca ccaatgccac ctgctaacca cggtaacacg
  4174321 gactgtactt tgtcactatg caataacatt aatgctgatg ttgctgcacc aattaatgca
  4174381 ttgattgaca cgcctactaa gacaattctt gaaggtggcg cccctttttg ccatgataaa
  4174441 gcataaatga tcatcgccgt tatgaaagct cctaaaaacg ccccgagcgg taaaaaagcc
  4174501 atatgctgag ggaataaaat cataattacg attgctacaa ggcctgctcc agatgaaacc
  4174561 ccaataatac cggggtctgc aagagggttt ctcataactc cttgtaataa tgcacctgat
  4174621 gcagctaaac atgttcctac tataaatcca acgagcactc ttggtatacg aaggtcccat
  4174681 acaattcgat gaactgtcga cccttcatct tgtatccctg ttagaatatc tcgtaaagaa
  4174741 aaggataagc ttcctgcgaa aaggccgtaa aaaagaccta aaatcgttaa tataactaaa
  4174801 ctaactgcta tgatccatct ttttttcgca aaaggatgtt cctcttccct tactacttca
  4174861 ctactttcca tacttatcat ttccttacat cttgtatact tttatacata aagtccatcg
  4174921 cttctgtaac ttttgttcca ggatttgatc caaataagtc aggtggcaaa ataactacac
  4174981 gattttgttt tactgcatct aaatttttcc atgcttcatt tttcatcatt tcaccttcaa
  4175041 atgctttttt aacactattt ggatctccat gtgtaattaa ataaatcaca tctggatttg
  4175101 cctcaataat gcgttctacg cttagctgcg catattgcgg atattccttc atttctggaa
  4175161 aatcagcagc gatatttttt ccgcctgtct tttctaaaat atcacctgat aaagaggttg
  4175221 gtaatgcggc taaatatgta cctggtgctc catacactag cagtgctttc acatcgctct
  4175281 ttttctcata tttcttcatt tgaacattaa ttttttgatt aagttcgttt gctttatctt
  4175341 ctttcttcat tatcgttcca tatagctcaa tattcttttg aatatcttgt acagaattcg
  4175401 cagaagaaat cattactttc gttccttgtc cttccaccgt tggaatgttc ttttgaaatc
  4175461 cattgttagc aataagtaca tcaggcttta agctagcaat ttgctcaaaa tttggctgat
  4175521 gtgcattccc gattacttgt attttcttta tatcctctgg aagagttatt tttgcatccg
  4175581 gacgacctac tatttttccg cctaaagcat gaataatatt catgtctccc atacttaatg
  4175641 tcgcaaaact ctctggcact ttatcgaatg tcacctttct tcctgacagg tcggtaactt
  4175701 ctattttctc ttttcctttt tctgtttttg ttgccgatgc tttttcgtct ccttttgcac
  4175761 tgcaacctat taataagaaa aaaatagata aaatcgctgt gaatagcgta atagattttt
  4175821 tcattctttc acctctaatt gataataata atcattaact actattctac tttaattgat
  4175881 aaggattatc attgtcaata taaaacgcat acattttcta gaaaaacaaa aagcgttaca
  4175941 aaaaagattc cttctttttg taacactcta tttatcaata ttattcacat tcgtttccct
  4176001 ctaactcgtc tcgcatcact ttcacacgct gaaagaaaaa gaaggataaa cttaaaaata
  4176061 taacaatgct ccccatcata acaaaaggtt gtgatgtttc ttttgctcca cttggaatca
  4176121 ataagccaac cattaacaat gtacttacag cgagaagaat ttgtccgaac cgagtataat
  4176181 cttctatttt ctcttgtaat tctttcatta tattctcact cctccatttc actgtatcat
  4176241 attctactaa acttaaagac aagtaaatac agccattctg ggagatgttt tccaaaagaa
  4176301 aaagagccgc tttactgcga ctctttcata accattactc acctttatat gctttcatat
  4176361 aaatttcttt cagctctgaa atgagaggta atttcggatt agctgttgta cattgatctt
  4176421 caaaagctct ttctgctaat aatccaacaa cctcttcaaa ttggtcttta gcaactcctt
  4176481 gtcccgcaat actcatattt atatttaaac tttttccgag atcaataatt gctttgtcga
  4176541 gtgattctac accttctgcc accgaacttg ctggtagccc gagcattctc gcaatatgtg
  4176601 catagcgttc atcagccaca aagtgctcat attttgggaa caatgcatgt tttcttggct
  4176661 taatagcatt ataacgaatt acgtgcggca taagaattgc attcgcacgt ccatgcggaa
  4176721 tatggaattc tggtccaatt ttatgcgcta aactgtgatt aatacctagg aatgcatttg
  4176781 caaatgccat ccctgcaatt gcagaagcat tatgcatttt ttctcgtgct tcttcatcat
  4176841 gtccatcttt aaatgctctt ggtaaatatt taaatacgag atcaatggcc tttaatgcta
  4176901 atccatctgt ataatcattt gctaaaacag acacatatgc ctcgattgca tgcgttaata
  4176961 cgtccatccc agtatctgct gttacatgtg gtggtactgt cattacaaat tgcggatcaa
  4177021 caattgctac atctggcgtt aattcataat cggcaagtgg atactttata ttatttttct
  4177081 tatctgtaat aaccgcaaat ggtgtcactt ctgatcctgt tccagatgtt gttggaatgg
  4177141 caacaaactg cgccttactt cctaattccg gatatttaca tgtacgtttt cttatatcta
  4177201 aaaacttctg tttaattcca tagaatgttg tttctgggta ctcatagaaa agccacatcc
  4177261 ctttcgctgc atccatcgct gaaccaccac caagtgcgat gatgacatca ggctgaaaac
  4177321 ttctcatcat ttccgcacct ttaaaaacag tttcatctga tggatctggc tcaacctcaa
  4177381 agaaaacttc tactttcaca tcatttgcat gtttacgtaa ataatgcgcg accgtatcta
  4177441 catatccatg ctcaaccatt cctggatccg ttacaataaa cgcacgtgaa atgttaggca
  4177501 tatttgctaa atatgctgtc gcatgttttt caaaataaat ttttggtggt aatttgaacc
  4177561 actgcatatt cttttttcta tttgccaacc tttttatatt taataagtgc gtcgctgtta
  4177621 cgttttgaga aaccgagttt ttcccgtagg aaccgcagcc aagcgtaagt gatggaataa
  4177681 atccattata tatgtcaccg attccacctt gtgatgaagg agcatttaca ataaggcggc
  4177741 aagctttcat acgtaatcca aattgctttt gcacttcttt atttacagaa tggataactg
  4177801 ctgaatgccc taagccaccg aggtttaaca tttcttcaca atatgtaaat ccttcttcta
  4177861 atgaatttgc ttttacacaa gctaatactg gacttaactt ctcacgagat agtggatatg
  4177921 cggctccgat gccttgtatt tcagctacaa gcatttttgt atttttaggt acagtaattc
  4177981 caactaattc ggcaatatac tgtgcagatt tccctacaat atcactattt actgcacatg
  4178041 tattttcatt aataacaagc ttttctaatt ttcttctctc ttcctctgtt acaaagtaac
  4178101 aatcatttgt aatcatttct gttttcacat catcataaat ttccttgtct acaatgattg
  4178161 cttgttctga tgcacaaatc atcccgttat caaacgtttt tgataaaatc aaatcattaa
  4178221 ccgctcgttt tatatgcgct gatttctcta tataacatgg tacattacca ggacctacac
  4178281 ctagcgctgg ttttccagta gaataagctg atttcaccat accagcccct ccagttgcta
  4178341 aaacaagcgc aacaccttca tggttcatta attgtttcgt tgcttcgaca gaaggctttt
  4178401 caatccactg aatacaatgt tttggtgccc ccgccttcac cgctgcatcg tatactgttt
  4178461 tcgcggctgc aacagaacag ttttgtgctg aaggatgaaa tgcgaaaata attggatttc
  4178521 tcgtttttat cgctattaat gctttaaaca ttgttgtcga tgttggattc gttactggtg
  4178581 ttaccccagc tactacaccg acgggctccg caatttctat tatttcttca tgagggtctt
  4178641 cgtgaataat ccctactgtt ttatctttct ttatgctatg ccaaatatat tcagtagcaa
  4178701 aaatattttt aatgcattta tcttcgtata caccacgacc tgtttcttca acagccaact
  4178761 tcgcaagagg catatgttga tcaacacctg ctaatgccat ttcatgaaca atgttgtcaa
  4178821 tttgctcttg tgtaaaactt tctaatgctt gtaaagcctt ccgaccgtta ttcactaacg
  4178881 tatcaatcat ctcttttact tcctgcattt catttacaac tttctctttg actaccatgt
  4178941 aaattcctcc tattctgcta tcttggacta aataagaccc tataggtcat aatcagtccc
  4179001 gattagcgca aaaaaaatag aattgctttc ctacatgaac ctcattgttt gtgaaatatt
  4179061 tcacaagttt attcgtgagt aacacttcat gaacttaata tacatgaatt tatttcattt
  4179121 gtgtttgtct attttgtgaa ttgtttcaca aaataatgta ataaaaatgc actgcctata
  4179181 ctagcagtgc atttttacta tgctaacgct tgtgctaaat cttcaattaa atcttctccg
  4179241 tcttcaatac cgacagaaat tcgaattaat gtatctgtaa ttcctagttc tttgcgacga
  4179301 tctgctggga ttgatgcatg tgtcatttga gatgggatag aaattaaact ttctactgct
  4179361 cctaaacttt ccgctagtgt aaagtattgt aatctctcaa gtactttatt taatgtttct
  4179421 tcgctatcta catcaaatga gataatagca ccaaatccat ttgcttgttc tgttgctaat
  4179481 tcatggtttt gatgtgatgc aagacctggg taatatactt tatttacttt tggatgatta
  4179541 tttaaaaact cagcaattgc gcgtgaattc gtttcatgct cttccattcg aattcctaat
  4179601 gtttttaaac cacgaagtag taagaagcta tcttgcgggc caagaatacc tcctgttgag
  4179661 ttttgtacaa agtgaaggtc ttctgctaat tgcgggctat ttacaactac taaacctgca
  4179721 actacgtcac tatgacctcc taaatatttc gttgcactat gaagtacaat atctgctcct
  4179781 aaagagatcg gcgactgcca atatggcgtc atgaatgtgt tatcaataat tgttaataaa
  4179841 cctttctctt tagcaagagt agatattttt ttaatatcag taatttttag taatggattc
  4179901 gttggtgttt ctacataaat tgctttcgta tttggacgaa tcgcttcttc gacttcctct
  4179961 aagtttgttg tatctacaaa tgtatgctca ataccgaagc ggtttaatac tttcgtaatc
  4180021 acgcggtacg ttccaccata cacatcatct gttaaaataa cgtggtcacc ttttgagaac
  4180081 aacataatcg tagctgtaat agccgccatt cctgagccaa atgcaaaacc agcatgaccg
  4180141 ttttctaata cagcaatcat ttcttctaaa gctgcacgtg ttgggtttcc tgtacgtgaa
  4180201 tattcatatc cttgatgctt accaactgct tcttgtttgt acgtactcgt ttgataaatc
  4180261 ggtacattta cagatccagt tgaaggttct cctatgcgaa taccatgaat taactttgtc
  4180321 tttgctctca ttttttattc ccatcctttg tatatgtctt tacttaaata gcgctcacta
  4180381 ctatcaggaa aaatcgttac aatatttgta cctggcgccg ctttctctgc ttcaagtaaa
  4180441 cttgcatgaa acgctgctcc tgaagagctc ccaacgagca atccttcttt ttgtgctaat
  4180501 tctttcactc gtaaaaatgc atttcgatca gaaattgtat gaatctcatc aaaataagat
  4180561 gttttcaaaa atggcgggat gaattcaagg ccaatccctt ctgtttcatg tgagccagct
  4180621 ttaccaccat ttaaaatgga tccttctggt tccacaataa ctgtttttat atctatattt
  4180681 ttttctttca aataagatgc agtccccata aatgttccgc cagttcctgc tcctgcaaca
  4180741 aatatgttaa tctctccgtt aagtgccgac caaagttcag gacctagtgt tttgaaataa
  4180801 gcacgagggt ttgcttcatt cgcaaactga cttggagagt atgaattcgg tatttcattt
  4180861 actaactctt tcgcttttgc aattgcaccg gtcatccctt gctcagtcgg tgtatgcacg
  4180921 accgttgcac ctagtgcttt cattaattct tgtttttcaa tactaaattt ctctggtaca
  4180981 caaacaataa cgcgtaaatc atgttgtaac gctgcaagtg ccagtccaat accagtattt
  4181041 ccagcagtcg gttcaataat tgttccgccc tctgtaacaa gccctttttc tagcgcatct
  4181101 tctattaatt ctcttcctag ccggtcctta acgcttccgc ctggattata aaattcaagc
  4181161 tttgcaaata aacggacccc ttctggaagt gaaaaacgag taatttccac aattggtgta
  4181221 tgaccaatta actcatgaac tccacgatat acattcatcg tgttctcccc cttatttgcc
  4181281 aataaagaaa aggcaactgt atgtattttc tttatatgag acagttgcct tttggttaca
  4181341 ttactttaac tcttctaata cttttacaat aaagtttgta gaatgaagag ctgcttgatc
  4181401 taaaaattga tcaaatgaaa catttgattc tttaccagca atatcagaaa gtgcgcgaat
  4181461 gataacaaac ggaacttcat attggtggca tacttgtgca acagctgctg cttccatttc
  4181521 tactgcataa agattttcga atttatcacg aatggctgca acgcgattcg gatcactcat
  4181581 aaatgaatca cctgttgcaa tcataccttt tacaacttga atattttctt ctgcctgcat
  4181641 acatttctca gctaatgcaa ctaatgcttc atcagccttg aatccaggcg gcattcctgg
  4181701 tacttgacca tattcatagt taaatgctgt tacatctacg tcatggtgac gaacttctgt
  4181761 tgaaataacg acatctccaa catttagaga atgatggaat ccaccagctg aaccagtatt
  4181821 gattactttt tcaggcttat atctttctaa taaaattgtc gttgacatcg ctgcatttac
  4181881 tttaccaata ccagacttta acaagattac ttcatgtcct gctaattgcc ctttcgtaaa
  4181941 ttcacaaccc gcaaccgttt ctgtttctgc ttgttctaat ttgtcacgta aaatacgtac
  4182001 ttcttcttcc attgctccaa ttacagcaat tctcaatcta atccctcttt ctattgctta
  4182061 gttgcctcca ttacccacac gaaatgattt aatctcgtaa acgttacatg gaagccattg
  4182121 ttttcaaaaa tagtctgcat aactggaata cgtgtatagt attccgtttg cagatcgttt
  4182181 gctaactgat gaaaacctct ttgttttgct gcttcaacag ttttatcata tgcatcttga
  4182241 tctgcaaata tcgtatcagc aaagactatt ttaccacctt tgtttagcaa ttgactatac
  4182301 ttcgcaatcg ctacattttt ttcatcatct gttaaatgat gaaatgcata ggtgcttact
  4182361 atggtatcaa ttgaatttgg gacttcaaac gaaagaaaat caccttctgt aatggaaaac
  4182421 tcttttggca atttctcttt tgcaatcatg cgcatttcac gtgacggttc tataccgtaa
  4182481 actgtgcggc cagcaagtaa taatttattt gttaaattac cagtaccaac accaaattct
  4182541 aatacattac caaatgactt gttaactaca tcctctagaa tgtcctcata atgggcgaaa
  4182601 acttctttat attgtatatc ttcaccttgt acaaatgagt cgtacgtatg agcccactca
  4182661 tcaaataaac cattaaattc tgtacccata aaaattcccc tttttcttat cggttttatc
  4182721 agtatgatat tccctctttc tataaatgtc aattgaaatg tacatggtat ttccttcttt
  4182781 tctttgttac actatagttg attacatagg agaggggccg tcttcatgtc atttaccttt
  4182841 gaaatgttag aagataaagt agaatttttt gaagcgggag acttagcttc tttagaacga
  4182901 aaaattagtg aacaaatcga taataataaa gcacttatgc ttgaagttca tcacatctca
  4182961 catcaaatgg ttatggatcc tgaaagcaaa agaccatatt atagcgcagt tgttcatttt
  4183021 aaattaaaga aattacgcta actaaaaaag agaagctcct aaggagcttc tcttttttag
  4183081 tttagagttt gaacaagtac tggtttccag ccctcattct ctacccaatc aatatttaca
  4183141 taatatcttt tacctgattg tttatcttgt acgttaccgt aagctttatt cttaccgtta
  4183201 tttccgattc gatgaataat taattgctct accggaacgt caattgcagc tgaaatcgct
  4183261 tgattcatct cattccaatc tgctgtacct tttttaaacg tcatcgcagg tgttgcacct
  4183321 tgctctgttc ctactggctt ccaagaagat ttcgtataag cgtcagttgc ctttggctgt
  4183381 gttttttcag ctggtacttt ctcgttagct ttcgcttctt cttcagcttt tttctgttct
  4183441 tcttcagcct ttagcttttc ttcttctttc ttcttagcct ctgttttctc ttgttcattc
  4183501 ttcttcgtct cttctttgcc tttagctttc tcagacttat tctctttcgt tgtttgctga
  4183561 gacacctttt tatcgctaga agacgcttgc tctttcgtat caggaacaaa caattgatat
  4183621 gctacaatag ctactgctac tagtacaata gcgattgcaa tatttaaaac accgttttga
  4183681 cgacgttttt gttgtttctg ttggaatcta gatcctcctg ccattcttca aacctccatg
  4183741 cagtttttca tacttgctat tgtaacatta aatctagaaa ggttgaacat ctacaataat
  4183801 attttcacga aatgaaaaca tttcactatg aattgcaaga ttacttttca ttctctaatc
  4183861 gatagattga ttctacaatc gctttaaaaa taggtgtaac tgcatttaca ttgctactcg
  4183921 tttctacatc cacaacaact aaagcatatc ttggattttc atatggaaaa taacctgcaa
  4183981 accaacgatt ctctttcgtt ccttttcctg tttgcgctgt cccagatttt cccgcgacac
  4184041 ttaatggtaa tgaactgaat gctgctcctg tgcctttctc cgttgtcaca acgctcctta
  4184101 ataactgttg taatgttttc actgtttcat atgaaagctg tttcccacct aatgtatggt
  4184161 cttcaaatgt ataaaagtcc gttccgtttt tatacattat tttttcaaca gctttcactt
  4184221 ccatcttttc tccacctcta gcaatcgtcg ccatcatatt tgcaattgct agaggtgaca
  4184281 tgcgtacatc tttctgtcca attgcggttt gcgctaccgc ctttttacta ttcttatctc
  4184341 cttcactccg ccaaatcgta atactcttct cctctggcat ttgttcaaaa tgagttgtat
  4184401 gaaatacaga acctctccat ccaaccttat cagcgcctcc taaagccgct acataagttt
  4184461 ctaacaccat cctatccttt tgtattaact cgttgcctaa ctctgaaaat gtcctgttac
  4184521 agcttctagc aaaactctct ttaaaactaa gtgtacccat cataactttt gggtggtctt
  4184581 caccatataa atctttatta caattaaatg tgcgattaaa aacattttca ttttgatcaa
  4184641 gcgctgccgc tgcaactatt gttttaaaaa cagaaccggg aaaatgtggt gttaacattt
  4184701 gattttcaag tgtattttta tataaactct catctttcac ctgtacagat ggtttgctga
  4184761 ccatcgctaa aatttcattt ttctttacat caagtagcac taatcctccc ttctttattt
  4184821 cacttgcttc aactacttct tctgctttct tctgtaactc gttatgtaaa gtagtttgaa
  4184881 tcgtcactgg ataaaatgga tttccaggtg atgtatattt cgcttgtttt ccaaaaatcg
  4184941 gttctccttg ccggtccact tgatacaata cttttgcctc tccatcagtc aaaagaaatt
  4185001 catcaaatgc ttgctgtaat cctgaaatgc caatcggcgt ttgttttgaa atttttctta
  4185061 cttctccgta ccgtttttga aattctcgtt cattctcacc cacattgcca attaaatgat
  4185121 tcatcacgct agtttgccgc aaacgaactt cagctgctac aatgcctaat acatttaatt
  4185181 gattcacctt ctccatctgc tctcgtgcca agcgaaatgg tccatttcct ctttgcataa
  4185241 taaatgcact tttcttatct ttcatttgac tttcaatctc ttgtctcgac ataccaatga
  4185301 tatgcgcaat cttctctaac atgtcatttt ttatttgtag aaagggaaaa ataattaaaa
  4185361 caggatactt tttctcacct atttcctgac cattacgatc tataaaatgg cctcgtccat
  4185421 catctaacgt aatggattgc gtccgctgtg taacactttt ttcaattaaa ttaatcttac
  4185481 gatccgtaaa tgattccgta tcgataattt gtatttgaat taaacgacaa agtaatataa
  4185541 acatgacaca tataaaacaa attaaaacaa ttgtaattct ccgttttatt ttcataaaaa
  4185601 aacacctcgt ctattatagt ttggacggag tgtttcatct tttatacaaa taaaaaaatc
  4185661 actcgctttt acacgagtga tttttaatta ttttacagag ataatctcta cttgcatttc
  4185721 tccacctggt gtttggattg ctaccttctc accaatttgc ttacctaata agcttttcgc
  4185781 gattggagaa tcgttagaaa ttcttccttc aaatgggtct gcttccgcac tacctacgat
  4185841 tgtgtaagct tcttcatctc catttggtaa ttctttaaat gttactgtct tacctaatgt
  4185901 aacaacagta gattcttcgc cattatctgt gatgataact gcgttacgga tcatgttttc
  4185961 taattgtgta atacgtcctt ctacgaacgc ttgctcatct ttcgctgcat catactcaga
  4186021 gttctcagaa agatctccga agctacgtgc aatcttaatg cgctctacaa cttctttacg
  4186081 ttttaccgtt tttaaatcct caagttcgtt ctctagtttt tgcttaccct cttgcgtcat
  4186141 agggtatgtt ttttctgttg ccatattttc cactcctttt atataccaat cccccgaaaa
  4186201 aaagaggagt tccatatgaa aactcccccg cttatataga gagcggaggt ttctagcacg
  4186261 cctgtactag cggagttgtc acatacaacc ccgtatttcc aattcttctt tatataaaga
  4186321 agatatgtat ggaaagttga tataaatatg ccctcaccta tatatagatg aggttgcatg
  4186381 tttcattgta ttcgatagga agggaaaaaa tcccttccta tcgtatatct tttactatgc
  4186441 tattacaaat ttactttttg ttcaagaatt gttgcaattt ttgtaaccat actatcaatt
  4186501 gcaacgtggt tttgtccacc ttcagggata ataatatccg caaacttctt agaaggctca
  4186561 ataaattgat tgtgcattgg acgtacaaca tttacatatt gatcaataac tgaatccatc
  4186621 gtacgaccgc gttctttaat atcacgctgc atgcggcgca ggatacgaag gtccgcatct
  4186681 gtatcaacga atagcttaat gtccattaac tcacaaagac gtgggtcttc taaaataaga
  4186741 attccttcta aaatgattac atctttcggc tcaactggaa taatttcttc tgaacgcgta
  4186801 tgcaatgtat agtcatatac aggtttatct acttgtttat atgcaagcaa ctgctgcaaa
  4186861 tgttcaatta acaaatcatt atcaaacgct aatggatgat cataatttgt ttttaaacgt
  4186921 tcttccattg gtaaatggct ttgatctttg taataataat cttgctctaa gattaaaatg
  4186981 gaatgacctt taaaatggtc aaaaatcgct ttcgttacac ttgtcttacc tgaccctgaa
  4187041 ccaccagcaa ttccaattac aacaggctta ttcgtcccca ttcgactatc actctttctt
  4187101 attgaagtat gcttttgcgc atcatattat tcacatacac tggttgatcc actttgaatt
  4187161 tcacgatctg caacggatgt ctcgctgcat ctaattcgtt tccatcctca tcccaaattt
  4187221 tctccaccgt ctgcgtaaag ttttctattt ctggtccaaa gaactccact tcatgtcctg
  4187281 gtttgaaatg attacgttgc tcaatcgtta cgatgcccgt ttcttcatta taatctaaca
  4187341 ctaaaccagc gaaatcatac gttgttttct tactatgatt tccaaacatt tgctcttgat
  4187401 gtcctggaac cccttcaaag aatgcaggag ctgtatcacg atttgcacat ttatcaagct
  4187461 catctaacca ttcttgctta aactcaaagt tatcaggatc cgcacaatat gcatcaatta
  4187521 ctttacggta tactgtcgct acagtcgcta cgtaatggat tgatttcata cgtccttcaa
  4187581 cttttaagct atcaattcca atttcaatca ttttcggaat tgataaaatt aaatttaagt
  4187641 cttttggact catcgcgaag tgagcatctt cttcttggaa tagaggaagc tcttttgcat
  4187701 ctttatgttg tgatactgtt tgaactaaat catagtccca gcggcaagat tgacaacaac
  4187761 caccacggtt agaatcacgc gctgtcatat ggttacttaa cgtacatctt cctgaatatg
  4187821 cgatacacat tgcaccatgg acgaatgctt caatctcaat atccactttt tctttaattt
  4187881 ctttcatttc ttcatagctt gcttcacgag ctaatacaag acgatgtaaa ccttcttctt
  4187941 tccaatactg tgctgctttc cagttggata gtgattgttg tgtacttaaa tgcacctcaa
  4188001 cagaaggtgc tacacgttta caagtctcaa taataagcgg atcagcaacg ataattcccg
  4188061 ttacgccagc tttttcaatc ccttttaaat attcctctag cccgtccata ttttcattat
  4188121 gcgcaaagat atttgttgtt acatatattt tcgctccata tttctttgcg aattccacac
  4188181 cttctgccat ttcttccagt gtaaagttac ctgcattcga acgaagacca aattcttgtc
  4188241 cacctaaata tacagcatct gccccgtaat ggatagctac ttttaatttt tctaagttac
  4188301 ccgcagggat taacagttca ggtttcttca caataacgcg tttgccatcg attactcgtg
  4188361 aaatttcttg tacagtcatt tcctacaccc tcctcgttta gtaaaccgtc tctttaaaga
  4188421 agaatcctgt atctaacgga cgatttaccg gttgcatttc ttctatctct ttatataaat
  4188481 cgtctttcac gtcataatac gcatcacgat cttctacaca taaatcaatt gctttacgat
  4188541 atttcttcgt tacctcaata atgtattcag agctttttag tacaccatca atttttaagc
  4188601 tgtcgatttc agcatcaatt agctcttcta actcatcgat gaaacaaata tcgtttggac
  4188661 tcataatgtg agtaccattt tcatcttcat aaattggata tttattgtta cgctctgggt
  4188721 catataagaa catattctct tcatattttt tcttttcaat gtcaagatga cgtccttgat
  4188781 actcaaagta gtttcctact aatgaacgct tcgattggaa catacaagtc ataccgtgaa
  4188841 tttgtacttc aagttccact tcagcatttt cttttaactc aacaatttca tctaagctaa
  4188901 gctcacgagc taatacagca cgttttgctc ctctttttcc ccagtagtta caagtaaacc
  4188961 aatttgttgc tgttgtttct gcattccagt gcaattgcat atttggcgct acttcgcgga
  4189021 ccgccattaa tactgctggg tctccaaaaa caattgcatc tacatgtact tcgtttaaaa
  4189081 atgcaacata gtctgttaat tcttctactt tatcgttgtg gaacatagcg ttcattgcta
  4189141 cgtatacttt cacaccattt tcatgtgcaa ttttcacagc ttgtttcaca tcttcacgtg
  4189201 aaaactcacc tgctaaacgt aaaccaaact tttgctcgcc gatcattacc gcatctactc
  4189261 ctgctttcgc aagaggttcg atatccgcca ctgcttttgg cgttactaac aattcaggtt
  4189321 tcttcatacc tcggtcaccc tctcttttta ctaacagcta ctccatcacc aattgggaaa
  4189381 atcgttgtat catatccttc atggttcata agccattcat tgtacgtctt aatacgacgg
  4189441 attaaaccac gtgtacgtct gttttcgatt ttctctttcg tcgttacaag gccatggtac
  4189501 ataacattat ctgaaataat tacgccacca ggatttaata acggttcata taagtcaaaa
  4189561 aagcgacgat attgtccttt tgctgcgtca ataaaaataa catcaaatgt tccatgttct
  4189621 tctacttgct cgcctgtttc taacgcatca ccgtaaataa cggaaatacg ctctttaact
  4189681 ggtgaacgtt ctatatattc aagtgctttt tcatatcgat cgcgattacg ctcaactgtc
  4189741 acaatgcgag aatttggaat agcttgcatc atacgaatgc tagaatagcc aattgctgta
  4189801 ccaagctcta aaatactctt cggtccaatt aaacgtaaaa attgcaacat aaattccatt
  4189861 ccaagtcgat ccataattgg cacatgattt tctttcgcat agtcttccat ttcaagaatt
  4189921 aatttatctt tcggatcaat aaatgataat aggtactcgt taactgcatc ctccataatg
  4189981 gtcctcctta tttacatgga gaagtgcctc tatgacgtct tttcacacat agaatgcaat
  4190041 aaaaatacaa gccagcttta cccttagctt gtacgtcccg ttttgatatt aaaaacgatt
  4190101 cttctgccag tttttaaccc gatatatttt accacaaaaa agagggatgt gcgacctttt
  4190161 tcgctatccc tccccatttc actgcttttt cgtaatatat ttttgcttta atgcattatg
  4190221 ctcttccaat gttttcgcat aatacacttc accagttggt gcagctaaga aataataata
  4190281 atctgtttgc gcgggttcta acgccgcttc cactgaatgt ttgccagagt ttgcaatcgg
  4190341 accgacaggc aatcctttca ccacatacgt attgtatggt gagttaacct ttaaatcttc
  4190401 gtataacaca agttgtttat gctttccaag tgcatataat accgtcggat cagtttgcag
  4190461 tggcatgcct tttgctaaac gattataaaa gacactagag atcttttgac gatctgtaaa
  4190521 gcctgttgcc tcttcttcaa taagtgaaga caatgttaaa agctggtgaa catcccagtt
  4190581 tttcgctttc atttttgcct cgttttgaac aatgattgca ttcgtttttt caagcattgg
  4190641 aattacaact tcttctaacg tcgtatcttt tttatagaaa gagtacgtcg caggatataa
  4190701 ataaccttct aacggatatt taatattgct atcaaagatt ttatcggtta acaacttcgg
  4190761 atacttttgc tgcatttttt gaataaatgc tttatcgttt aattgacgta cgacatcatc
  4190821 tttattccac tttaattcgt ttgcaaccgt ttctgcaatt tcagttactt gtgctccttc
  4190881 ttttatcgtc actttataaa gagctggacg atgtacatta ccagatgaca tttgctccat
  4190941 aacatctttc gcactcattg aaggatttaa taaatatgta cccgcttgta aatttttaga
  4191001 tttagccttt gtataaaaac taaaaactgt accgtttttc acagcacctt tttcttctaa
  4191061 aatctcacca attttactag tagatgatcc ctttggaatt tctacttcaa tctctttttt
  4191121 attcccggta tcaactggtc ctaatgcgga tgaaatatac gcatagactg aaccacaaac
  4191181 taaaagcagt gcaataatcg aaaataaaaa aatgcgtcta cgcttctttt tcacttgatt
  4191241 ctctaccaaa actcttcctc cttattcaat tgtaggccat atgtacatct ttctatacaa
  4191301 catgatgaaa aatcacaata aacttaccta tcatttttga cagatacttt atttttctac
  4191361 aatccgtctc attatactac aaaggattac gcagtttcga caaaaaatct ttcattttac
  4191421 atataaaaaa agatggacga tatatcgtcc accttttcag tacttattat tcagcttctt
  4191481 gctcatcagc tagagtgttg aacatttctt gtaccatttc ccactcttct tcagattcga
  4191541 ttggaagtaa agttccgccc tcttcttcat tttgctcata ggccattgca tcataaattt
  4191601 ggtctccatc ttcgtctact tcaccgattg gagagaagac tacgtatgat tttttgccaa
  4191661 atttttcagc gtcaaaagtg aaaataattt cacataaatg ttcgttacct ttttcgtcta
  4191721 caattgtaat ttgattttct tccattttgg tcacctctta tttactatct aaaaatcctt
  4191781 gtaagattac gactgcagcc atcttatcaa ttacttgctt tcgcttctta cggcttacat
  4191841 ccgctgaaat gagtagacgt tccgctgcca tcgttgacaa acgctcgtcc cacattacaa
  4191901 cgtctaattg taacagctct cgtaggtttt ctgcaaattg ttggcatgct tcaccacgcg
  4191961 ggccaattgt accattcata tttttaggta aacctactac tatcttgtcc acatcatact
  4192021 gttttactaa ctcagaaatg cgatcaaatc caaattgacc tcgttcttcg ttaatcttga
  4192081 ttgtttcaag cccttgcgct gtccagccca tttcgtcact aattgcaact ccgactgttt
  4192141 ttgtacctac atctaaacct aatatccgca taaattactc ctcacgatga tgtttcaagt
  4192201 aagacttcac aagctcttca attaattcat cacgttcaag cttgcgaatg atgcttcgtg
  4192261 catctttatg gcgaggtatg tatgctgggt ctccacttaa taaataaccg acgatttggt
  4192321 taatcggatt atagcctttt tcttgaagtg catcatacac agttaaaagt acatcattta
  4192381 catggacact ctgtttttca tcttgaatgc taaacttcat tgttttatca aaaccgtcca
  4192441 tttcaagcac ctcacttata tagtaagtat agggagaaga acttctcctc tccctaccat
  4192501 tgtacactac tatctcttta ttttgaaaca gatttaacgt actcttgtac aaatgctaaa
  4192561 gcttcctcaa cttgcgctgg gtttttaccg cccgcttgtg ccatatcagg acggccacca
  4192621 ccgccaccgc cacaacgaga agctacttct ttcacaagtt taccagcatg gtatccttgg
  4192681 ctaattaaat ctttcgttac gccagctaag atgtttactt tatcatcatt tacagatgct
  4192741 aatacgacaa ctgcagattc taatttattt tttaggtcat ccatcatcgt acgtaagttg
  4192801 ttcatatctg caacatttac ttttgccgct aatacgttta cgccatcaac tgtcattact
  4192861 gaatcagtta agtttccagc ttcaatattg cttaattttg ctgcaagaga ttcgttttcc
  4192921 ttttgaagtt gttttacttc agcaaacaaa ccatctactc ttgttaaaat atcttttgga
  4192981 tttgttttca tttttccagc tgcttctttt aataaaccta cttgatcgtt cattaattca
  4193041 taagcagact taccagttac tgcttcaata cgacgaattc ctgcaccgat accagactca
  4193101 gcaacgattt tgaaaatacc gatagaagct gtgttatcaa cgtgacaacc accgcaaagc
  4193161 tctaagctat aatcgccaac ttgtacaacg cgtacaacat caccatattt ttcaccgaat
  4193221 aatgccattg cgcccatttc tttcgcttct tcgattgctt tttgagaaat ctcaacatca
  4193281 atactttccc aaattttctc gtttacaata cgctcaattt tttctaattc gtcagcttgt
  4193341 acttgaccga agtgagagaa gtcaaagcgt aaacgttcag aagttacaag agaacccgct
  4193401 tggttaacgt gcgttccaag tacatctttt aatgcttggt gtagtaagtg agttgctgta
  4193461 tggtttttca caacactact acggtttttc gtatcgataa tagcttttac agctgcatct
  4193521 ttcgttaacg taccttcttc cacaacaact tggtgcaagt tttggccgtt tggtgctttt
  4193581 tgtacgtctt ttacaagaac tttcacgcca tcagcaagaa gacagccacg gtctgcaatt
  4193641 tgtccaccgc tctcagcata gaatggtgtt acatcaagca ttaattgtcc ttcttctcca
  4193701 acttgtaagc tgtctgtgta ttcgccgttt ttcacaagtg caacaacgtt actttctgtt
  4193761 gcaactgtac cgtaaccaac gaactcgctc gctactttca cttctccaag gacaccgcct
  4193821 tgaacttgca tagaatcaac gtcttgacga gcagcacgtg cgcgctcacg ttgtttttcc
  4193881 atttcatttt caaagccttc atgatcaact gtcataccag cttcttctgc atattcttct
  4193941 gttaattcaa ttgggaaacc gtatgtgtca tatagacgga acgcatctac tccagaaata
  4194001 acagttgttt tttcttcttt agcttttgcg ataacttcag ataaaatcgc ttctccatca
  4194061 tgaagtgttt catggaaacg ctcttcttca tttttcacaa cttttgcgat gaaatctttc
  4194121 ttttcaagta cttctggata gaagtctttc attacttcac caacaaccgg cactaattca
  4194181 aacatgaatg gacggttgat gtttaatttc ttcgaataac gaaccgcacg gcgtaataaa
  4194241 cgacgtaata cataaccacg gccttcgtta gatggaagag caccgtcacc aacagcgaat
  4194301 gttactgtac ggatatggtc agcaattact ttaaacgcca tatctttttc taagtcacca
  4194361 ttacgatatt tctcaccaga gattgtttct gttgcaccaa tcattggcat gaataagtct
  4194421 gtatcaaagt tcgtaggtac atcttgaacg atagatgtca tacgctctag acccatccct
  4194481 gtatcgatgt ttttcttagg aagtggtgta tatgaaccgt ctggattatg gttaaattga
  4194541 gagaatacaa ggttccatac ttctaagtaa cgctcgtttt ctccgcctgg atataattct
  4194601 gggtcactaa agtcattacc gtaagcttct ccgcggtcat agaaaatctc tgtattcggt
  4194661 ccacttggtc cttcaccgat atcccagaag ttttcttcta agcggatgat gcgctctttt
  4194721 ggaacgccca ttttctcatt ccaaattgtg aatgcttctt catcttctgg atggattgta
  4194781 acggatagta attctttatc gaatccgatc catttgtcgc tcgttaagaa ttcccaagcc
  4194841 caagtaattg cttcttcttt gaagtaatca ccgattgaga agtttcctaa catttcaaag
  4194901 aatgtatggt gacgagctgt tttccctacg ttttcaatat cgtttgtacg aattgatttt
  4194961 tgagcatttg taatacgtgg attttgcggg attacacgtc catcaaaata tttttttaat
  4195021 gttgctacac cactgttaat ccacagaaga gatggatctt catgtggaac tagtgatgca
  4195081 ctaggttcta ctgcgtgtcc tttttcttgg aaaaagtcta aaaacatttg acgaatttgt
  4195141 gcgcctgtta gttgtttcat tgtattttcc tccttaaata taaaaaactc ccgcccctat
  4195201 aaaagggacg agagttaact cgcgatacca ccctaattat gaattgattg ctatacgaat
  4195261 caattcatca cctcatggtg ccgtaacgtg gcaagacggc agtgattagc tgctctcagg
  4195321 attagctttc tgttaccctt catttaaagc ttctttcagc catatggaag cttctctcta
  4195381 taaatggact gtaacgtact tgttccgtca ttgatttaat gtattatatg actaaatata
  4195441 atagaattct cttaagtttg tcaatgtaga taatcattta tattatatca attgcatatt
  4195501 aatcatagct attctactat tcattcttaa cagccttttc atatattatg catgtattaa
  4195561 taaattgtac tacttctacg aacttttctg aatattgttt ttttgttata attaaattat
  4195621 caataataaa ggagcgatta taatgacaac cttattgaac gaagctaaaa atatgttaac
  4195681 aaatgatgaa acaatattat tttacacagc atgttcacta gaaatattta tttatcgttc
  4195741 cgtcgcaaga ccaggcctat taattttaac aaacaaaagg ctcttctttt atggtccaga
  4195801 tgtaagcaag aatccattac ttgaggagta ctctttcgca aaaatttcaa atttaaaaga
  4195861 acaaaagcgt cttttcagca atcaaattgt atttatgtat gataatgaat gaaaaaataa
  4195921 aaaatattca aacaaatgat gtaagctctc tcgttcaaaa aataaacgag caactctcta
  4195981 aataacgaag gccctctact taaaaaagta gagggccttc ctattacaca tcttcttttt
  4196041 tccaaagagg ccttacatga acgatcactg tacgaatgac cgctaaaaca ggaactgata
  4196101 ttaataaccc tacaattcct gccacttctc ctccaactag tagtgcaagc ataataatga
  4196161 caggatgcat gcgaagcgac ttaccaacga tgtaagggga taaaatatta ctttctacaa
  4196221 attgcaaaat agcaatcgta atccccgctt taatgagtaa acttgttgat accgttgctg
  4196281 caatcatcaa cgctggaatc gcccctaaaa tagggccgaa gtatgggatt atatccgtta
  4196341 ccccaataat aatgccaagc aataatggat atttcatacc aataaaccaa aaagaaagaa
  4196401 cggatactcc tcctaatact aaacaaacaa ataattgtcc tcgaatataa cttccaagtg
  4196461 acttatcaat ttctttcgcc agcatttgcc ccgtactacg ccacttactc gggactagtt
  4196521 tccaaaagat atgataaaac tcgccgtaat cttttaatat gtaaaataca atgaacggaa
  4196581 ttaagaaaat aatgagtaac gaatctagta caccacgagc tgtgctcatc actttattta
  4196641 aaagtgcttg tatcttcgtt tctacaccaa caaaaatttg tttcaccttt tcatgaataa
  4196701 atgatgggaa attcgctgtt tgttctgtaa caccatccat ccacgaatca tacatctttg
  4196761 taaactgcgg aaattgctca ttgatttctt gtaattgctt aatgacaatt ggcgttcctt
  4196821 tataaattcc ataaccaatt ccaccaaaga aaaggatgta aataagcaaa atggcgagtg
  4196881 tacgcggcat cccttcctta tgaatttttt caattaaagg atgcaataaa tacgcaatga
  4196941 aacatgcaat aagaaacggt gtaatggcca ctttacatac aaagataatc ggtgcccata
  4197001 acggcttaat ttttaaaaag acgagcaaac aaagaaagac aagtaacaat aaccctaaac
  4197061 gatatatcca aatgatttta agattcttca cacgaaaaac ctcctccacc cttattttga
  4197121 aaataaatag ggtaggttat gtgcaaaagt tttaaaatct tttcgtgcag accatactgt
  4197181 tttgtaaaga cgtacatata cataacgtaa caaggacaac cacccctgag aatgcagcat
  4197241 gaaacaatat aatcaggagg gctcataatg gttttattta tgctcatatt atctgcactt
  4197301 tttatgattc ttgaatggat ttgtatcggg tttggtattt ggaaaggttt ttttgttcgt
  4197361 tcctcacgaa aagaaaaagc gaagcaatta tttcattacg gaatgcttgg cgttggatgt
  4197421 tacggcctat cttatctctt ctctgaaatt ggacttttat atttgcatac aagcacataa
  4197481 aaaaactccc ttatcatgaa gggagttttt tacgcttata aataagattt aatcatctta
  4197541 cgtgcttttt tcatattgcg ttttgaaaat acatcttgtt tgcgagcata ttgatatgct
  4197601 gccgctccaa cacctaatgc gattaatgaa ttgcgtagat tcaaagtaaa tccccctttt
  4197661 cgttatccga tcgttctttc attctcatca aataaatcat caagagagct tagtgaacca
  4197721 tcttcttcta cttgatgcgt atggattttc ccctttgaaa ccgataattc gatataacaa
  4197781 ttccagcaat aaaattggtt gacacctatt tttccaatgt ctttcccttt gcaatttgga
  4197841 caaataaaca tatggcattc atctccttac agtctcccga attctattcg ccattatgtc
  4197901 caaactgcat tcatttatac attgctggag cctttcaacg ttatacgttt gaaagtttca
  4197961 ctatataatt tcaccttgtt acatgaaatc atacggtgaa atgttttcca cgtccatctc
  4198021 ttcgccatta accgttacca tctgtacttc tccttgtgat tcttgcaagc ggctagctaa
  4198081 agtcgtttga cgcattgcat catcaaggcg atttacacca gactgaaaag cagcttcctc
  4198141 cccgcaaata ataaggaact tcttacttct tgtaatacca gtataaatta aattacgacg
  4198201 taacatacga ttataacttt tcactatcgg cataatcaca atgggaaact cactaccttg
  4198261 cgatttatga atggaacagc aataagcatg tgtaatttga tttaaatctg gttttgtata
  4198321 tgttacctca attccatcaa atgaaacgat aatcatatct tgttgctcaa cgttttcttt
  4198381 cgcataaaac accgaaacaa tttcgccgat atcaccatta aatacttggc tctctggctg
  4198441 attaacgagt tgcaaaactt tatcgcctct tcggtataca acatcaccgt aagcaatttc
  4198501 tttactcttt tctcttttcg gattaaacac ttcttgcaac gcttcattta gtacattaat
  4198561 accagccggt ccacgataca tcggggccaa tacttgtaca tctcttgcgc taaacccttt
  4198621 tgtcttagcg ttttcgcaaa ccttcttaac aacttcaaca atttgagctc ctgtgcagcc
  4198681 gataaatgaa cgatcttttt gattttgcgc taaatctggt gggagcgttc cattttttat
  4198741 cgcatgggca agttgaatca ctgatgaacc ttccgcttga cgataaattt cagtaagctt
  4198801 tactgttgga actgcacctg catttaataa atctttcaat acttgcccag gtcctacaga
  4198861 tggtaattga tcttcatcgc ctacaacgat aacttgaatg ttagtcggca atgacttaaa
  4198921 cagctgattt gcaagccaaa tatcaaccat tgaaaattca tcaataatga gtaatttccc
  4198981 ttgtaccgga tctgtttcat tacgctggaa agacccttct ggcgtccatc caagtaaacg
  4199041 gtgaattgtg caagctggaa gccctgttga ttcactcatt cgcttcgctg ctcttcctgt
  4199101 tggagctgtt aatagtatcg gaaatggatt atcatcacta tattcattcg gatttaacga
  4199161 tagcccgtga agtgacgcat acatttcaac aattccttta ataactgttg tttttcctgt
  4199221 tcctggtcca cctgtcaata acatcatcgg tttatgaagt gccgtttgaa ttgcttcttg
  4199281 ctgaagcggc gcatactgta cgttcaattg ttcttcaatt tcacctaacg tctttaacac
  4199341 ttctgcttca ggaaatgaag gtgtttcttc ctgattcatg agcctgcgaa tagacttcac
  4199401 aacacctttt tcagaataga ataacgatgc caaatatact cgctcttctt cgatgatgac
  4199461 tttcccttca ctttgcatca tttcaataca gcttataatg tcttcctctg tcactcttcc
  4199521 ttcttgatta tttaaaagtg acatcgtttc tcttacaagt tgatcttttc tcatataaac
  4199581 gtgaccaagt tgtaatgaca cattctctaa cgtataaaaa catcccgcac gtacacgatc
  4199641 atcatgatta cccgatatcc ctaacgcacg tccgatatca tccgctcttc caaatccaat
  4199701 cccatccact tcttcaataa gctgatatgg gttattacga attacttcta atgtcatctc
  4199761 tttatattgc tgataaatct taatagaaag cttcgttcca aaaccgtaac catttaaaaa
  4199821 actcattact ttctctaatc cttgatgttc aacaattgtc tcatatattt cttgcgcttt
  4199881 ttgtttgtta acaacaccgt ttaaagcctc aggatcatcc atgattttag aaatagcatg
  4199941 ttcccctaga tgggccacaa ttttttcagc tgtgcgtttt cctatccctt taaatagatc
  4200001 actcgctaaa tattgcgcca tacctgcttt tgtttgcggc aattctttct taaacgtttc
  4200061 aactaaatat tgtttcccat acttcggatg gtctttaaaa tgtcctgtca acgtaaacac
  4200121 ttcatcttca tgcatgcggg gaaaatgacc gtttatcatc actttttttt cgtcgtacgt
  4200181 ttcattcgtt tcaatgactt tcatactgac aacggaatag aggttttctt cgttgtggaa
  4200241 aatggtatga agaacttgcg cttttataaa ctttttttct tcctcaaaca aatccattgc
  4200301 atgttgattt cccatctttc ctctcctttc cggtttcgtt tcactttaat gagcagtaca
  4200361 tcccccacct ctttagatga gggataacta cccattaaac tatatttttc ttattcagct
  4200421 tcttgctcta ataaacgaac accattacca gctaaaaagt gatctggctg aatttcagtt
  4200481 gctttcttaa ataaagcaag agccttctcg ttattttctt caaacacgta cgcaacacct
  4200541 aaattataat acgcatccgc atgctcttca tccatttcta ataccttttc aaaataaggt
  4200601 ttcgcctctt gaatatgttc taatcgtgca aaacaaagtc cgcactggaa cacagcttct
  4200661 acatcgtttt catctaattc tgttgctctt tgtaaaaacg gcagtgcaag acgatcattt
  4200721 ccaagttgca catgcgtaat acctaacata aatgttacat cagctgattg taatccagct
  4200781 tgcatcgctt gttcaaatac agctttcgcc tctgcaaatt gctcttgacc gtaatatacg
  4200841 ttccctaatc cataataagc agccgcagat ttatcatcta actctaatgc acgtttataa
  4200901 aataaaattg ctctctcact gtcacctaat acatctaata agtttgcaaa attaatatat
  4200961 ccaagcgcat ctttcggatt ttcttcaatt gcttctgtga aatttttagc agcttcttcc
  4201021 cagtttcctt cttgcatata ttgaatacct gtttcaagtt tgtttgacat gtccttcacc
  4201081 tctacaacaa attataacaa agaatgtatt ttccaagcga acgaaaattc gccttatgta
  4201141 aaagaaacct ctaaccgcga atcggtagag gcttctcgtt ttatcctaaa caatccaatt
  4201201 tcttaccgct acggtacact tcatcaattg tagcaccgcc taagcactca tctccatcat
  4201261 agaaaacaac tgcttgtcct ggtgtaattg cacgaattgg ctcgtcacaa agaatacgaa
  4201321 ctgtattttc atcaacgatt tgaaccgtta ctttattgtc ttcttgacga taacggaatt
  4201381 tcgctgtgca cttaaattct ttttctttcg cttcattact tacccagcca acattggtag
  4201441 caataacttc gtcgccatat agaagttcgt tatggaatcc ttgatcaaca tataaaatgt
  4201501 tttctttcaa gtttttccca acagcaaacc acggatcacc gttaccgcca ataccaagac
  4201561 catgacgttg tccaattgta tagtacatta aaccgtcatg cttccctttc acttcgccag
  4201621 ataatgtttg catcacacct ggttgtgctg gtaaatagtt acttaagaaa tctttaaagt
  4201681 tacgctcacc aatgaagcaa ataccagtac tatctttctt cgccgctgtc gctaaaccag
  4201741 cttctttcgc catttcacga atttgtggtt tcttcagttc acccagcggg aacattgttt
  4201801 ttgataattg ctcttgactt aattgattta agaaatacgt ttggtcttta ttgtcgtcaa
  4201861 cgccgcgaag cattttatat tcgccgtcca tataagcaac gcgtgcataa tgacctgtcg
  4201921 ctacataatc agcaccaagt gcaattgcat gctctaaaaa tgctttaaat ttaatttctt
  4201981 tgttacacat tacatctggg tttggtgtac gaccagctcg gtactcatct aagaagtacg
  4202041 taaatacttt atcccagtat tgtttttcaa agtttactgc ataatacgga ataccaattt
  4202101 ggttacacac ttcaattaca tcattgtaat cttctgttgc tgtgcagaca ccattctcat
  4202161 ctgtatcatc ccagtttttc ataaaaattc cgattacatc ataaccttgc tcttttaata
  4202221 aaagagccgc tacagatgaa tcgacgccac cggacatccc gatgacaacg cgtgtttcgt
  4202281 gaggtagttt gttcatcatg tcacctccca tgctaatttt gtgttaatcg cttcacgatt
  4202341 ttcactgttt cgtacgccgc tttctcaatt tgctctttcg tatttccaag tccgaaacta
  4202401 aagcgtacgg atgaacgtat ttgatcggag tcttttccga acatcgccac taatacatgt
  4202461 gatggatcaa tagaaccagc tgtacacgcc gaaccacttg atacagcaat gccagctaag
  4202521 tctaagttca caagaaacgg ttcaatgttc attcctgtaa aactaatatt aagcacatgt
  4202581 ggtaagcgat attctaagtt tccgtttacc tcgaaagtaa tgtcttcatt ttggaagaca
  4202641 gataccatta tatctttaaa ctcttcatat tgggcatttt tttgctcacg agttttttca
  4202701 gctagcaaaa ttgcatgttg taaaccaaca atacttggca cattttcagt accagcacgg
  4202761 cgttttcttt cctgctctcc gcctattaat aacggttcaa atttcacatt tgtaccagcg
  4202821 tataagaacc ctacaccttt tggtccgtta attttatgag ctgaaatcga taataaatca
  4202881 ataccaaact ctttcacatt aatttctact aaaccgtaag cttgtaccgc atctgtatgg
  4202941 aaataagctt gatgctcttt tagcagctta cctatttctg caattggttg catcgtccca
  4203001 acttcattat tcccaaacat aacagataca agaatcgtct cttctgtcaa tgccttttgt
  4203061 atgtcagaaa cttgaacgcg tcctgtttca tcaacaggta aatatgtcac ttcaaaccct
  4203121 tcacgctcta acaattcaca cgtatgcaaa attgcatgat gttcaatttg cgtcgttata
  4203181 atatggttac ctttatgacg gttcgcacgc gctacaccga taagtgctaa attatcagct
  4203241 tctgtaccac cgctcgtaaa tataatttca ttcggattcg catgaatgct acgtgcacac
  4203301 gcgcgtctcg cctcatctac cgcatggcgc gtttgacgtc cataaaagtg aatactagac
  4203361 gggtttccga atgtttctgt catatatgga atcatctttt cgaccacttc taggtgagtc
  4203421 ggagatgtcg cagcatgatc taagtaaatg cgttccatta aatctccttc tttccaaatc
  4203481 gtttcacaag gaattaaatg taaaacatat agcccccgtg attttcttcc tcataacgta
  4203541 ctaaatcttc taacgttgta ctatctaaca cttcttgcac cgcatcacga acacgcatcc
  4203601 ataattggcg ttgtgctggc tcttcttctt ctatcatttc tacaacacta atcggaccct
  4203661 ctaacacacg gattacatcc ccagctgtaa tgttagccgg ctgatctgat aatacatatc
  4203721 cgccatatgc cccgcgcgta ctctttacta gacgcgcgtt acgaagtggt gaaattaatt
  4203781 gctctaagta atgttccgat aagtcatgtg cctgcgcaat tgattttaat gaaatcggac
  4203841 cttcaccaaa cttttttgca agatcgatca taattgttaa gccgtagcgg cctttcgttg
  4203901 aaatcttcat ctattttgca cctcttttca aattttcact tctattggtt atatcttatt
  4203961 tataaaagaa cacaatttaa aatcctatga aattatagca taatatagta ttataagaaa
  4204021 tttcaacttg tgtatcaaaa tgataacata aaatcacatt gaaaaactcg gaaattatta
  4204081 caattgaaag aaaaatgaaa atattcatat tcatttttcc cacaaaacag catcctattt
  4204141 caaattccac taaaaaaaat gatacgatag aaagagatta tacattaagg gagacggtaa
  4204201 aaatgaaaca accactcgca catcgaatgc gccctacaaa tattcaagaa gttatcggac
  4204261 aacaacattt agttggcgaa ggaaaaattt tatggcgaat ggtccaagcg aatcattttc
  4204321 aatctatgat tttatatggc cctccaggca ctggaaaaac atctatcgcg agcgcaattg
  4204381 ccggaagtac cggaacccct tttcgcctat taaacgctgt tactcataat aaaaaagata
  4204441 tggaagttgt cgtacaagaa gcaaagatgc atcgacacct cgttttaatt ttagatgaag
  4204501 tacaccgtct agataaagca aagcaggatt ttctattacc tcatttagaa agcggacttc
  4204561 ttaccttaat tggtgcaacg acgagtaatc ccttccatgc gataaactcc gctattcgaa
  4204621 gtcgttgtca aatcttcgaa ttacacgcat taacagaaga ggatctttta attggcttaa
  4204681 aacgagcact tgaagataaa gaaaaaggtc ttggggaata tgatgtaact gttacgcctg
  4204741 aagcattaca tcactttgca aatgcatcag gcggagatat gcgttccgct tataatgcac
  4204801 ttgaactagc tgttttatct agctttacaa ctgatgacaa agctgcggaa atcacgctag
  4204861 aaatcgcaga agaatgctta caaaaaaaga gcttcgttca tgataaaggt ggagatgctc
  4204921 attatgacgt attatcggca tttcaaaaat cggtgcgcgg aagcgatgta aatgcagcac
  4204981 ttcattattt agcacgtctt attgaagctg gtgatttaca aagcatcggt agacgtcttc
  4205041 ttattatggc atatgaagat attggacttg ctagcccgca agctggaccg cgtacactag
  4205101 cagctataga atcagcggaa cgagttggat tcccagaagc acgcatacca cttgcaaatg
  4205161 ctgttatcga gctttgctta tcacctaaat cgaactcagc ttataaagca cttgatgctg
  4205221 cattacacga tttacgtaac ggtcaaacag gcgatatccc aagtcattta aaagatagtc
  4205281 attataaagg cgcagaggca cttggaagag gcattggata cttataccca cacgaccaac
  4205341 caaatggctg ggtacaacaa caatacttac ctgataaaat aaaaaacaaa caatattata
  4205401 aaccaaaaac gacaggaaaa tttgagcaag cactttctac tgtatatgaa agattacaaa
  4205461 gttcgaataa aacaaaaaat aaagggtaac ataagcgaaa acgtcaccat tatggaggct
  4205521 tcacttatga aaacacgtca agatgcatgg acaaaagaag acgatctcct tttagccgaa
  4205581 actgttttac ggcatattcg cagcggcagt acacaaataa aagcattcga tgaagtcggc
  4205641 gatgctttaa accggacttc cgcagcttgc ggatttagat ggaatgctga agtgagaccg
  4205701 aactacgaag atgcggtgca acttgcaaaa aaacaacgga aagaattaaa gcgctctgaa
  4205761 gctaaaatag aaaaagagca tttcacgaaa acgaaacaac tcgtaatcga tgctgagttt
  4205821 tctgaagata ttgcgccaag taaacaagaa cttacaatgc aaaatgtcat ctcgtttttg
  4205881 caaaacttag agcataccaa cccttcgctc gcaaagttac aaactgaaaa tgatgtacta
  4205941 caagctcagc tcacttcctt gcaaaaaacg aatgatgagc ttgaaactaa attagccgta
  4206001 ctcacaaaaa aacaacaagc aatcgaagaa gattacgcaa tgcttgttag aattatggac
  4206061 cgtgctcgaa aacttgtttc agtcgaagaa caagaagagc aaattgctcc gattttcaaa
  4206121 acagatcaaa atggaaattt agatattata tattctgcag agaattaaaa acaggggtgc
  4206181 cacttttttg attaagtgac acccctgttt attttttctg tgaataatgt attggtaaat
  4206241 gaaattatat caacgatttt tcaaatatat ctatcgtaac ttacaatata tcaacgattt
  4206301 tttaattata tcgacgattc gacaaggaat atcgatttac tgataaatat ttacaaaata
  4206361 agtaaacctg ctatataaag aagtattagc attgcaaata tcagcagttc tttaaaatat
  4206421 aatagaaaaa gcatataccc tagacggata tatgctttct ttttattctt gccctacacg
  4206481 tttcacttct acgtttttaa tgcgttcacg tacaacgtga cttgccataa ttaagcctgc
  4206541 cacagatggt acgaatgcat ttgatgaagg cggtaatttc gctttacgaa tttttgcatt
  4206601 ttcgtctggt acaatttctt tacgtacttc ttcacgaatt acgattggat tttcgtcaga
  4206661 gaaaacaact ttcacacctt ttttaatgcc ctctttacga agcttcgtac ggattacttt
  4206721 cgcaattgga tctgtatgtg ttttagagat gtccgcaata cgaaaacgag ttggatccat
  4206781 tttatttgct gcacccatac ttgagataat tttaatttta cgacgtaaac attgtttaat
  4206841 taaatgaatt ttgaacgtaa tcgtatcaga tgcatccact acgaagtcta aaccatgctt
  4206901 aaagaactct tcatatgttt catctgtata aaacatttct agtccaatta cttcacactc
  4206961 tgggttaatg tctgcgatac gctctttcat taattctact tttgaacgcc ctacagtaga
  4207021 tactaaagca tgaatttgac ggttcacgtt tgtaatatct acaacgtctt tgtcaactaa
  4207081 tacgagacgc cctacgccag aacgcgctaa cgcttcagct gcaaaagaac ctacgccgcc
  4207141 aattcctaaa ataccaactg tactattttt taatatttca agtccttctt taccgaaggc
  4207201 taattcatta cgtgaaaatt gatgtaacat tcagctctac actcctatta caaaaatggt
  4207261 ctaccatgta ttctagcgtt tttccgacta tttgtataga aaaagttata gaattcctaa
  4207321 aaatacatat ttcgaaaatg aaaacatagt gtaaaccgga ctttttaaac ttccttccaa
  4207381 tacacgttta aaaaggagga ttcagagggc cgagcagatc gaggcacgta tgctaggagg
  4207441 agcgcagtgt agcgttacta ctcgagcacc ggactagcat acgtaacgac gagatgcgac
  4207501 agccatctga accggacttt ttaaacaacc tctcaaaaaa agtctagacg gctatagtat
  4207561 aaccatctag acttttttct tacttctctt ctttcacgtt caacttcaag ttcagctctt
  4207621 caagctgtgc ttctgcaact gggcttggag cttctgttaa taagcagctt gcgcttgctg
  4207681 ttttcgggaa tgcaattgta tcacgaaggt tcgtacggcc tgcaagtaac ataacaagac
  4207741 ggtctaaacc taatgcgata ccaccgtgtg gtggcgtacc gtattcgaat gcttctaata
  4207801 agaatccgaa ttgctcttgt gcttcttctt gtgagaatcc aagtgctttg aacatttttt
  4207861 cttgtacgtc acgctcgtaa atacgaagtg atccaccgcc aagctcataa ccgtttaata
  4207921 caaggtcata tgcttgtgca cgtgcttttt ctggtgctgt ttctaatagc tcaacatctt
  4207981 cacggaatgg cattgtgaat gggtggtgag ctgcgaagta acgatctgca tcttcgtcgt
  4208041 actcaagaag tggccaatcc gttacccata ggaagttaaa tttactttcg tcaattaact
  4208101 caagctcttt acctagacgc aaacgaagtg cgcctaagct atctgcaaca acgctcttct
  4208161 tatctgctac gaatagtaat aagtcaccag cagtagcttc taatgtattc attaacacgc
  4208221 tcgcatcttc ttcaccgaag aatttcgcga ttggtccttt taagccgtct tcttccactt
  4208281 taagccaagc taaacctttt gcaccgtata cttttacgaa ttcagttaat gcatcgatat
  4208341 ctttgcgaga gtatttgctc gcagcacctt ttgcattaat tgcttttact tgtccgccgc
  4208401 tttctacagc acttgtaaat actttaaagc cacaacctgc tgcaaactca gataagtctg
  4208461 ttagttccat ttcaaagcgt gtatctggct tatcagagcc gtagcgagcc attgcatcag
  4208521 catatttcat acgagggaat ggtgcgctaa cttctacacc ttttgcatcc ttcataactt
  4208581 tcgtcatcat gcgctccatc atatctaaaa tttcatcttg tgttaagaat gaagcctcga
  4208641 tatcgatttg cgtgaattct ggttgacgat ccgcacgtaa atcttcgtca cggaaacaac
  4208701 gtgctacttg atagtaacgc tcaaatccac cgaccataag aagctgttta aatagctgtg
  4208761 gagactgtgg taatgcatag aattcaccgt catgtacacg acttggtact aaatagtcac
  4208821 gagcgccttc tggtgtgctc ttcgttaaaa ttggtgtttc cacttctaag aactcttctg
  4208881 tatctaagaa gttacgaatt gttttcgtta cgtcgtgacg cattttgaat gtgttaaaca
  4208941 ttacaggacg acgtaagtct aaataacgat atttcaaacg tacatcttct gatgcatctg
  4209001 tatcatcagc aataatgatt ggcgttgttt tcgctgcatt taatacgctt actttcgttg
  4209061 cttgtacttc aatacgacct gttgccatat tgtcattaat tgcgccttca ccacgctcaa
  4209121 caactgtacc ttctacgtgt aatacgtatt cgctacgaat tgtttctgct acctctagcg
  4209181 cttcttttga tgtttctggg ttaaatacaa cttgtacgat acctgtacga tcacgtaagt
  4209241 cgataaagat taatccacct aaatcacggc gtttttgtac ccaacctttt aattgaactg
  4209301 tttgtccaac tgcttctact gttacttttc cacatgcatg tgttctttca gccactgtaa
  4209361 gttcccccta tattaatttc tctgctacgt atgaagcaaa cacatctaat gctacttctt
  4209421 cttgttcgcc tgttgccata tcttttaagt taatgatgcc tttatctaac tcatcttccc
  4209481 ctagtacagc tacgaatttc gcttttagac gatctgctga tttaaattgt gctttcattt
  4209541 tgcgatctaa ataatctttt tcaactgcta atccagcttt acgaagatca aacgcaactt
  4209601 ttgcagcatg gtctttcgct ttttcaccaa gcgctacaac gtaacaatcg atactatgtt
  4209661 caattggtaa ttcgatgttt tcagctttta gcgccataat taaacgttca atactcatcg
  4209721 caaaaccgat acctggcatt tctggtccac cgatttcttg tacaagtccg ttataacggc
  4209781 caccaccgct tagtgtagtg atcgcaccga aaccttctgc ttcactcata atttcaaaaa
  4209841 cagtgtgctg gtagtagtct aaaccacgta ctaagttcgg atctttttca aatggaacat
  4209901 ccatcatcgt taatagttct tgaactttgt cgtagtatac tgctgaatct tcgtttaagt
  4209961 attctgtaat agatggtgct gttcccatta attcatggtt acggtccttc ttacaatcta
  4210021 aaatacgaag agggttcttt tctaaacgag attgacagtc agaacagaac tcaccgatac
  4210081 gtggctcaaa gtgtgcaatt aacgcatcac ggtgcgcttg acggctcgcc gcatcaccta
  4210141 agctgtttaa tacaacttta atatttttta agcccatgcc gcggtaaaac tctacagcaa
  4210201 gtgcaattac ttccgcatca attgcaggat cgttactacc gattgcttca ataccgaatt
  4210261 gtacgaattg acgatagcga cctgcttgtg gtctttcata acggaacatt tgaccgatat
  4210321 aatataattt cgttggttgt gttgcgtcac cgaacatttt gttttcaacg taagaacgta
  4210381 caacaggtgc agtgccttct ggacgtaatg ttaaactacg ctctccacga tcttggaatg
  4210441 agtacatttc tttttgcacg atatctgtcg tatcaccaac accacgtaaa aataactcag
  4210501 tgtgttcaaa gatcggtgta cgaatttctt tataattgta acgacggcaa atttcgcgtg
  4210561 cttgcccttc gatatactgc cataactcaa cagtgcctgg aagaatatct tgcgttccgc
  4210621 gtgggatttg aatagacata ttcagttcct cctcaaattg ttttaatctt aataaaaata
  4210681 aaaaaactcc cgcctctact gtttgaacag tagggacgag agtattatac ccgtggtgcc
  4210741 accctaattg aagcacgtat gcttccactt ttttaataac gcttaaatgt gcgttcatcc
  4210801 ctactaagcg tatatgccgt tcaagttgaa acctctagag tgtcattcaa tcagtcacca
  4210861 tgtagaaatg ttttcagcct aagacatttc ttctctttcc atgtgtatct catttactct
  4210921 tctctatcaa cggttatatt catatgtaaa tataaaatta ctatacgttt gttcagtagg
  4210981 attgtcaagt gctctaagag cgttcaatct gcttctttag acgctttaca tcttgaagag
  4211041 aaatgccaaa ctcagaagca agctccattg aagtattgtt ttgctctttt gaaataaaat
  4211101 catgaaaatt tacgttaaac agttgatttg caccatttgt aacagaatgc cctttttcat
  4211161 tcatacgcat acgtatatcc ctcacattca atatggatgt tttacttttt attgttccat
  4211221 attgattaga gagttataca taactgaaac agctattaat cctaaaaata agaatccaaa
  4211281 tagcgggata aatgaacaaa acatacaaca atgtataaaa aagagaggat gatatcatcc
  4211341 tctcttcttg caacattatt tactttccac aattaaggta accggaccat cattgattaa
  4211401 agaaacatcc atcattgctc cgaacttccc tgtttctaca tgcaatcctt gcttacgaac
  4211461 ttcttcatta aagaaatcat ataaatgctc tgcatagtca ggtttggcag catccataaa
  4211521 gtttggacgt cttcccttgc ggcaatctcc gtataatgtg aattgcgaga tggatagaac
  4211581 ttgtccttct acatcgagta cagaatggtt catctttccg ctctcatctt caaaaatacg
  4211641 taagttcgca attttttctg caatgtaagt tgcatctttt tctgtatctt catgcgtaat
  4211701 gccaactagt aatgttaaac cgaacggaat ttgtcctacg atctcaccgt ctactgtgac
  4211761 agacgcttct tttgatcgtt gtaaaacaac tctcatcttt tctacactcc ctattaatgc
  4211821 atcatgcgtc gtactgcata aatttctgga acacgtttaa tgcgttctac tacttttttc
  4211881 aagtgctgta agttacgaat agagattgac atattaattg tcgccatctt attacggtca
  4211941 cttctaccag aaactgctga aatgtacgtt ttcgtctctg taacagcttg taatacttcg
  4212001 tttaataaac cacggcgatc gtaacctgaa atttcaatat caacgttata ctcaatttct
  4212061 ttttcaggac taccttccca ctctacttct aataaacgtt ctatcgcttc ttctgtatga
  4212121 acatttacac aatcacggcg gtgaattgat acgcctcggc ctttcgtaat atatccaacg
  4212181 atatcatcac caggtactgg gttacagcat tttgataaac gaattaataa attatccgca
  4212241 ccgctcactt taacgccaga atcccatttt cgaattttca tcggtttacg aacttcttta
  4212301 acttcaacaa tctcttcttc ttcacgttgc ttacggaact tgtccgttag tcgcgtaaca
  4212361 atttgtgatg cagtgatgcc attatatcca actgctgcaa acatatcttc ttcatttgca
  4212421 aagttgaatt tttcagcaac acgttttaaa ttgtcaggag ctaacacttc tttcatctca
  4212481 tactctaggc tccgcacttc tttctcaaca agttcacggc ctttttcaat attttcatct
  4212541 ctacgttgct tcttaaagaa ttgacgtatt ttgttttttg catgagatgt ttgagctagt
  4212601 ttcacccaat cttgacttgg tccatacgaa tgtttcgatg ttaaaatttc aatgatgtca
  4212661 cctgttttta atttatagtc aagtgtcacc attttcccgt ttacttttgc accaattgtt
  4212721 ttattcccaa tctctgaata cacacgatat gcaaagtcaa ttggaacaga tccaagtggc
  4212781 aattccatta catcgccttt cggtgtaaag acgaatacca tgtcagagaa taaatcaatt
  4212841 tttaacgact ccataaactc ttctgcatta gaagcttcat tttgccattc taatatttga
  4212901 cggaaccatg taagtttctt ctctaatgta cctgttgttt ctgctgtttt tccttcttta
  4212961 tacgcccagt gtgccgcgat cccgaattct gcaatctcat gcatttcttt cgtacgaatt
  4213021 tgcacttcaa gcggatcacc tttcggtcca attacagtcg tatgaagaga ttgatataga
  4213081 tttgctttcg gcattgcaat ataatcctta aaacgacctg gcatcggctt ccagcacgta
  4213141 tgaataattc caagtactgc ataacaatct ttaatactat ttacaacgac acgtacagct
  4213201 aataaatcgt aaatttcatt gaactgttta ttttgcagtg ccattttacg ataaatactg
  4213261 taaatatgtt ttggtcttcc agaaatctct ggttgaattg caacttcgtc taatttctca
  4213321 cgaataccag tcattacttc gtctaaatac tcttcacgtt ctgcacgttt acgcttcatt
  4213381 aaatttacaa tacgataata ttgctgtgga tttaaatagc gaagtgacgt atcctctagc
  4213441 tcccatttaa tagtactaat tccgagtcta tgtgccaaag gtgcaaagat ttctaacgtt
  4213501 tcattcgcaa tgcgacgctg cttctcttga ggcaaatgtt tcaatgtacg catgttatga
  4213561 agacgatcag ctagtttaat taaaataact cgaatatctt gagccattgc aataaacatt
  4213621 ttgcgatggt tttctgcttg ttgttgctca tgagatttat atttaatctt tccgagcttt
  4213681 gtcacaccat cgacaagcat agcaatttct ttattaaatt cccgttcaat atcttctaat
  4213741 gtaatctctg tatcttctac tacatcatgt aagaaacctg ctgatactgt agctggatcc
  4213801 atgtgtaaat caactaaaac acctgcaact tgaattggat gaataatgta cggttcaccc
  4213861 gattttctgt attgttcgct atgtgcatcg cgtgcatatt cataggcacg tgctactagc
  4213921 tcaatatctt catccactaa atattgactt gctttctcga gtacctgttc agctgttagt
  4213981 acctgctcat ttgccatcga atcacctttt attgaaaatt gactttatct ttattaaata
  4214041 gaataaatta tattctatca ttataaccca atgattgtga attgtgaaaa ggaaaagatt
  4214101 ttactgacat ttcaccataa ttttttgttc aattatacaa aagtacccgc tcctctccaa
  4214161 gagattcacg ggtacttctt atcaccgtag ttttacctat atagcgatta gtatttttct
  4214221 aatactaata catcgtaacc atctaacatt ttacgaccat ctaagtaagt aagttctact
  4214281 aagaatgcaa ttcctgctac aactccgcct agctcttcaa ctagcttaat tgtcgcttcg
  4214341 attgttccac ctgtagctaa tagatcatct gtaattaata cgcgttggcc tggtttaatt
  4214401 gcatctttat ggattgttaa aacatcttta ccatattctt taccgtagtc aactgtaatt
  4214461 acttcacgtg gtaattttcc taatttacga actggcgcaa atcctacttc taatgcgtaa
  4214521 gaaactgggc aaccaataat aaaaccacga gcttctggac ctactacaag gtcgatgtct
  4214581 ctctcttttg catactcaac gattgcatct gttgctgctt tgtatgcttt accgtcgttc
  4214641 attaacggtg taatgtcttt aaacacgata ccttcttttg gatagtccgg tacaattgcg
  4214701 atatgttgct tgaaatccat atttctgaat cctcctcaga tctaaaaggt ttgtaaatac
  4214761 aaatccttta ccctagctgt tctacttctt tatgattacg aatcgtttca aaccatgtat
  4214821 atagttgctg atatgtgcta taaaccaact ctttttctaa ttgtaagtgg ttcattttct
  4214881 cacgatatgt gttcgattca attaaatcac gcttttgttt tttgtctgcc ataaaaatga
  4214941 cgccatcttt tattgtaaca aattctaact caaaaaacac ctgtgtcatg aaatttactg
  4215001 tatcttttga ccaaccttta tgttgacata gttgttctcc atattgtctt aaagaaaatg
  4215061 gtgatttttg gctcaagaat gaatagtacc atttaaagtg atccctcgtt ggaacagtac
  4215121 taaataaatg attattctct tgataaaata gcgtataaat tcgcgacggg aacccaactt
  4215181 taaatagatc tcgtaattca tctgttcctt ttggtaaatc aagtaacacg atgtattgct
  4215241 catctaactc ggttacttct gatgcatgca tcatatgctc tttatagtct tctaaagaaa
  4215301 atttatgcaa tacctcttta gaaaaataca ccatcgttat tttttctttc ggaagttctg
  4215361 ctacatttgc ttctacgtta cgcatactac gccaatcaaa taattgccat gcctctacag
  4215421 caatatcttt caccattaat tgcggcttct taaaattatt ccattcatta atagacgctt
  4215481 ccccgattac agatactttt gcaactggag aaatttcttt cgcatacgct ccaaatccaa
  4215541 acccgattgt atccagtgtt gcctgtccat cacgaagagc catttttaaa tgagaaccgt
  4215601 ctgatccgat tgcacgaata ctttctaact ctgcatcctt caccgcaata cgtggctttg
  4215661 gatttccaac accaaatggt gccaactttt gcatatcctc gattgctgca agtgttacgt
  4215721 cctccacttt acaaaaagca tcgacagctg taattgggat aaaatcttct tccgttaaaa
  4215781 tttcctctgc ttgctcattt aaacggcggc gtaattcatc tacatcattc atatgtagcg
  4215841 tcattcccgc tgccatcgga tgtcccccga agtgtggcaa taactctcta caatctgaca
  4215901 agtttgcaaa caaatcgaat cctgcaatac tacgcgctga accttttgca gtttctttta
  4215961 caggatcaat gcataataca atcgttggac gataaaaacg ttcaactaat ttagaagcga
  4216021 caattccaat tacacctgga ttccagcctt cttttgcaag cactaatact ttattttctt
  4216081 caggcgggaa attattttcc acctcagcga tagcttcttc tgtaatttgc tttacaatat
  4216141 cttttcgcag tttgttcagt tcatcaattt cttcagccag ctctttcgct tcttccggat
  4216201 cctctgataa taaaagatgt acagccagcg tagcatcttc taaacgtcca actgcattaa
  4216261 tacgaggtgc gattgagaag ccaatactct cttctgtaat ttcactttgc gaaacattag
  4216321 ctactttaaa tagcgccttt agtccaatat ttttcgtcat gcgcatatgt tttaaaccgc
  4216381 gcttcactag caatctattt tcaccgtgaa gtgatactaa atcggctact gtaccaatta
  4216441 ctgcaatttc taataaatgt tctggtacac ggcccagtag tgcatgcgca actttaaacg
  4216501 caacaccaac gcccgctaaa tagtgaaacg gatacacacc gccatctaat ttcggatgaa
  4216561 taatcgcaag tgcttctggc aattctggtg gcggctcatg gtgatctgta ataattagat
  4216621 ctatcccaag ttccttcgct actttcgctt catgtacagc tgcgatacca gtatcgacag
  4216681 taataattaa tgagaatcct gcgctatgcg cccaacgaaa tgcttcttcg tttggtccat
  4216741 aaccttctgt aaaacggttt gggatataaa attctacgtc tgcacctaat tcttgcaagg
  4216801 caagatataa cacagtcgta ctacttactc cgtccgcatc gtagtcacca aatattaata
  4216861 tttgctctcc attttgaatc gccttattta cacgttctac cgttctatcc attccttcta
  4216921 ataaaaatgg atcatgaaat tcttgatttt ctgtatttaa aaaatctaaa atcttatctt
  4216981 ctgtatctaa tcctctaccg aggaataacg aaacgacaag tggtgataat tgtaatttac
  4217041 ttgctaattc actcactcgc tcgccattat attctttttc tttccaacgc gtcttcggtt
  4217101 gtaacacgaa atcacccctt aacctgttca ttatacaaga cagattaagg ggtgacaata
  4217161 taatgcaaac tacgatgcaa tatctatata ctaaaatgtt aataatgttt aatttggaga
  4217221 atacggattt atatgtacaa acacattttg tacgttatct tgtttcataa gcgtttcttt
  4217281 cacatgcttt ccaatgcgat gcccttcttc tacagtaatg tatggatcta cagaaacttt
  4217341 aatatcaaca ataacgtaat gaccatgttc ccttgcgtat aaagaaccaa ttttttttac
  4217401 accgtctatt tgaagtactg cttctctaag cggaataaca tcttcctcat gaagaacatg
  4217461 atcaagcgtt gcatgaattg cttctgcccc aatactccat gccatttttg caacaagaag
  4217521 tgaaacaaat aatcctgcaa ttggatcggc atacacaagc caatctaacc cgaacttacc
  4217581 accaataatc gctgcacaaa taccgattaa agctgcaatt gaagaaaaca catctgaacg
  4217641 gtgctcatat gcatttgcaa taattgcatc actatttacc cttttcccta atcggaattt
  4217701 atattgaaac attccttctt tcacaacaat cgaaagaacg acagcaaaaa ttgtaatccc
  4217761 tttcggtggt tctagttcct gcgaaaaagc ttttatggac gaaatcgcta tctcgattcc
  4217821 cacaataaat aataatactg caacaataat tgctgaaatc gattccgctt taccatgacc
  4217881 atacggatga tcttcatcgg gcggctgctt tgctgctcgt aacccaaaca gtacagctag
  4217941 cgaaccaatt acatccgatg cagaatgcac ggcatccgct aatagcgctt tactgttccc
  4218001 aatataacca attaccgcct ttataatcgc taatataata ttaccaacga tcccgacaat
  4218061 agcaccaaac tcggcctgtt taaaacgttc atctttttcc atcattaaaa tcccttcttt
  4218121 tcttaaccta tctttttatt gtaacaaaaa cagcgataac atcaccactt tcttccattt
  4218181 caccatttca aagtaactat cttattgtat ccacaaacga aaaaagagat gcctcataaa
  4218241 gagacatcat cttttttata cttgcggttc agattctact ttctcaacct ttttcttgtt
  4218301 tttgcccttt ttcaaacgac ggttttcaag cattaaccaa atttgagaag caacgaaaac
  4218361 agaagaatac gtacctacaa ctagtccaac aagtaacgca aacgagaagt tacgtagtga
  4218421 ctcactaccg aagataagca gtgcaattac tgggaataac actgttaata cggtgttaat
  4218481 cgaacgacca agcgtttggc gaatacttgc atttacgatt tcttctaagt cttttatatc
  4218541 gcgaactcgt tttttctgtt tgtataattc acggtttcta tcaaacgtaa caattgagtc
  4218601 attaatagaa taaccgatga ttgttaacac ggcagcgata aacgttaagt ctacctccaa
  4218661 ttggaaaata ctaaatataa caatcataac gaatgcatca tgtaataatg caagcactgc
  4218721 agataatgcg tacgtaaatc ggaatcgaat acttacgtat aaaatgataa ctgcagaagc
  4218781 aattaatact gcgataaatg catttcgtgc aatttcttta ccgattgtcg gtgaaactgt
  4218841 acttacgttt ggatctgtac catatttatc gtggaagaat gtttttgttt tcgcaatttc
  4218901 atcttttgat aaaacaccta atgtacgaac tgcgaatcct ttattgtcat ctccagtcgg
  4218961 tacaatgttt tcttccttca catcaatgtt caattcttta aaatctttat gaacatcaga
  4219021 tacagtaact gattgttttg actgtaagtc gatacgtgta ccacttgcaa agtcaatacc
  4219081 aagattcaat ttgaaaattg gtaaaataat tgcacctgca attacaacta caatcgagaa
  4219141 gataaggaat ttatgaccga catttacaaa gttaatacga tcaaatttcg ttggtggatg
  4219201 tactacacct tttgttaacg gaataatatc cttttgtttc acaccaaagt atcctggttt
  4219261 tttatcgaag taacggctct ttacaagtaa acttagtaag aaacgtgtac cgaatacgtt
  4219321 cgtaataaaa ccaactaaaa tacttacaat taaacttgtt gcgaatcctt ttacagagct
  4219381 attaccgtaa acgaataata caccagctgc tgcaagtgtt gtaatgttcg catctaaaat
  4219441 tgttgctaat gaacgatggt taccagcacg gaatgctgac atcattgact taccaatttt
  4219501 tagctcttct tttagtctct cgtacgtaat aatattcgca tcaactgcga tacctacccc
  4219561 gagcactaac gccgcaatac ctggcaacgt cagaactgca tgcatccagt taaagacaag
  4219621 taatgtaacg aaaatgtata gacctaacat aataaccgct acaagtcctg gtaaacggta
  4219681 gaatacaagc ataaataaga aaataagagc gataccaatc gcactagcga aaattgtttg
  4219741 ctctaacgct tgttgaccaa atttcgctcc aacagatgtt gaatacattt cttttaaatc
  4219801 aaccggaagt gcaccagcat ttaataaaga tgaaagttgt tttgcacttt caactgtgaa
  4219861 gtttccacct acgatagata cttcagcttg gttaaacact tggtttactg ttgctgctga
  4219921 taagaatttc ggattcggtt ttgcagattc tgctttatac gaatcttttc cttcttcaaa
  4219981 atcaagccaa attaccatta aatttgttgg tggtggcatt tttgaaattt tttcagttac
  4220041 ttcacggaat ttttcagcgc tctttagtgt aagacctacg ctcgcacggc cttgctcatc
  4220101 aaatgtttgc ttcgctccgc cgccttttaa atccgttcca tccataagaa ggttgtcatc
  4220161 tacatcgcgg aatgttaatt tcgcttgtgt tgataacatt tcacgtgctt tttgctgatc
  4220221 ttgtacacca gcaagctgta cacgaattcg atcttgccct tcgatttgaa tgttcggctc
  4220281 acttacaccg agaacattga cacgattttc aagagcacct actgtactta caagtacgtc
  4220341 tcgatcgatt ttatcacctt ttttggctgg ttttacttca tatagaattt caaaaccacc
  4220401 gcgaaggtct agtcctagac taatcccttt tgctatgtct tttcctgccg caccaattac
  4220461 tccaccgatt aataaaacga tgaggaaaaa ggcggcaatt cttgtaccac gctttgccat
  4220521 atgtaccctc tttccgctac taacacttca aataaatctc ttacgattca cttttacacg
  4220581 tgtgcatacg cctagttagt agacttcctt tctataattt tgctagttcc tcactagctg
  4220641 tgtcggtaag tttttcacaa tacctacact tccattattt attttctctc ttcactaccc
  4220701 cctttttata taatcttaga cataattatt tcctctttat caatacctat cattatactg
  4220761 caaaaggaag aacaaaccaa ttgcagtcag ttatttattt tcatattcat caaatgacca
  4220821 aagtggcgct tgatatgctt caacagttaa atacgtcata tattcattag cacttactgt
  4220881 taatacgtca ttaactaatt catacaatct aacatcgctg tctatcttct tccacttttt
  4220941 cactttaaga aacttccaaa tgtcatcatc tgtcactcgg tcgtaaccga acatttggaa
  4221001 ctcttctact ttactttcta aaacgacttg taactgtccg cggtatgatt ctaccaagac
  4221061 ctctctatct aacatatata acatctcctt cttatttcag cacgaaaagt cgcttttaat
  4221121 cccgctctaa tggacagcaa taactacttt caagagcata ctctcttaaa tgcttgtcat
  4221181 tcttgtctcg tacgcgcata taaattattg taaatcattc cactgatttt gagaaggtag
  4221241 gagaagacca tgacgagaca aagcttttta aaaggcgcat ttattttaat gatcgccggc
  4221301 tttattacca aaattctggg atttattaac cgtattgtaa tggcacgtat tttaggagaa
  4221361 gaaggcgttg gcctttatat gatggccgtc cctacattta ttctagcaat tacattaaca
  4221421 caaatcggtc ttcctgtcgc aatcgcaaaa tttgtagcag aagcggaagc tgtgaacgat
  4221481 aaacaaaaag ttaaaaaaat attaacagta tcattagctg ttacatccgt tattagtatc
  4221541 gttttaacaa ttggaattat gctcctcaca cctattttag caaaaacatt attaactgat
  4221601 gaacgaacgt attatccatt aatggctatt ttacctgtcg ttcctgttat tgctgtttct
  4221661 tctgttttac gtggttattt tcaggggaaa caaaatatga aacctagcgc ttatgcccaa
  4221721 gttattgaac aaattgtccg tattacaatt atcgctatat gtattcaatt atttttacct
  4221781 tacggcgtag aatatgctgc agctggcgct atgttatcag ccgttctcgg tgaagtggca
  4221841 tcattattat ttttacttac tttattccag cgcgaaaaac atttatctat acgctctgga
  4221901 tttttcacta ctgtaaagga gagcaaagga acattttatt ctcttatgga tattgcactt
  4221961 ccaactacag gaagtcgttt aatcggttcc gtttcctatt tttttgaacc tatcgtcgtt
  4222021 atgcaaagct tagcgattgc cggcgttgct gcctccgtcg caacccagca atacggtata
  4222081 ttaaacgggt atgcattccc gctcctttca ctgccagcct ttattacata cgctctctct
  4222141 acagcactcg ttccatctat tagcgaggca atggcaaaga ggcagcataa attagtagaa
  4222201 caccgcttac aacaagctct tcgaatctca ttgattactg gtggatggtc agtcgttata
  4222261 ttatatgtat ttgcttctcc tgttttaact cttatgtatg gatcggatag tgcaacagca
  4222321 ttcatccagc ttcttgcacc ttgcttttta tttcactatt ttcaaagtcc acttacctct
  4222381 gttttacaag ctttaaactt agcacgtgcg gccatgatga atacatttat tggtgcaatc
  4222441 gtgaaattaa tcgttatttt tgtactagct tcaaggccag agtttcaaat gatgggggtt
  4222501 gcccttgcaa ttgcagcaaa tatcgtaaca gtaacatttc ttcattacgc tactgtttta
  4222561 aagaaaatta catttaccat ttacgcaaaa gactatattt ttggcggact tgccatcggt
  4222621 atcgcaggct ctttcggttt ttaccttcat aagtatataa ttttctctca ttcacttggc
  4222681 atacaaacat tatgggaaat cactttaaca acactcgttt atattgtgct cctcttcagt
  4222741 ttcaaactca ttcgaaaaga agagttaagt cgtctcccta tcattcgaaa actttcattt
  4222801 ttgaagtaaa caggcttact acgtcgtata gtaagcctct agttttcttt taaatcaaca
  4222861 aaaaattgtc cattttgaaa gctacagtat aaaatttgcg cgatatcgtt ataacctaag
  4222921 ttttttaatt tcccaataag ccattcatct gtatgttcaa tcatttgcaa atggctagat
  4222981 tgaatttctc catcgataat aaggggaaga gtaaactgca atgcgtcctg cccgcctttt
  4223041 tgtttttgaa agacagataa cttcccagat ggttctaaaa tagcgtattc tacatcccta
  4223101 atatctccga ctccctgctc tcttaattgc atcattaaat catctatatt atatcgctgg
  4223161 tttctcatct ttttttcatc aatttttcca gcattaataa tgattgctgg ttcaccttct
  4223221 attaaatgcc gaaatcgttg aaactttaaa gaaatgacag acaaaatgat ctgtatacac
  4223281 ataagaaaga ccatcgggac taattgatgc caaagtgatt tatccgtatt ttcaattgcg
  4223341 actacagcca tttcaccaag cataatgaat acgactaaat ctaatacact taattctcct
  4223401 atttcacgtt tacccataag acgaaagata attaagatga taatatacaa cagcatcgtc
  4223461 cggccaatta ctgatagcca ttccatttct acatctcctt tttacatata gactccccta
  4223521 taaaaaagaa actagtctaa cttaagcaaa aggaaaatat gcttgtatta aaaaggagga
  4223581 atgtataaat ggatggaacg aaaaagttat caactgcaat cggcttcggt atcattacct
  4223641 tattaattct cgcatcaatt actagcatgg ttatggctct tttattaaag tttactgata
  4223701 tgactgaagg gacgttagcc gttactattt ttatactagc tcttttatca atgcttatat
  4223761 ccgggtttac tgccggtaaa aaagcacaag ggaaaggttg gctagtaggc ttcacaacag
  4223821 gacttacatt caccatactt gtttttctag ttaattattt aggcttctct caaactttat
  4223881 cgaactccca gttactttat caattagcat taatgggtgc gagtacactc ggtggtattt
  4223941 tcggtgtaaa tatgtccaaa caaaataatt aaaaaaggcc ctgcacattt catgcagggc
  4224001 cttcctcatt agtttttcac aacttcacga atcgcattac gatcgaaagt taagtgtgag
  4224061 ccaccagatt taataacgat tttcgtctca tctactgatt cgattgtacc gtgtaaacca
  4224121 ccgattgtta cgatagcatc accttttttt aactcacttt gcatttgagc aactgctttt
  4224181 tgacgctttt gttgcgggcg aattaataag aaatagaaaa tcgcaaacat cgcaacgatc
  4224241 ataacgatat tcatcatacc tgcattcatc ttttgttcct ccttttaaat tatgtattag
  4224301 aagtttttag cattcggttt attaaagcca tactgttcaa agaattcttc gcggaaatcg
  4224361 ccaagacggt cttcacgaat agcttgtctc acctgctcca ttaagtttaa cagaaaatga
  4224421 aggttgtgat aagacgttaa acgaattccg aacgtttcat cacatttcat taagtgacga
  4224481 atatacgcac gagaataatt tttacatgtg tagcaatcac aatttggatc aagcggaccg
  4224541 aagtctcttg cgaatttcgc atttttaaca acaaggcggc cttcacttgt catacatgta
  4224601 ccatttcgag cgatacgagt tggcagtacg cagtcaaaca tatcaatacc acgaattgca
  4224661 ccatcgatta atgaatcagg agaacctact cccattaagt aacgtggctt attatctgga
  4224721 agaagtggcg ttgtaaactc aagtacacgg ttcataatat ctttcggctc acctacagat
  4224781 aaaccaccta ccgcgtaacc agggaagtcc attgaaacaa ggtcttttgc actttgacgg
  4224841 cgaagttctt caaattctcc gccctgtaca ataccgaata aaccttgatc ttgtggacgt
  4224901 tcatgcgctt ttaagcaacg ctctgcccag cgacttgtac gctctacaga cttcttcata
  4224961 tattcaaaag tagctgggaa tggtggacac tcatcaaatg ccatcataat atctgaacct
  4225021 aatgcatttt gaatttccat cgctttttct ggtgataaaa ataatttatc tccgtttaag
  4225081 tggttacgga agtgaacgcc ttcctcttca atgcgacgga agtcacttaa actgaatact
  4225141 tggaaaccac cagagtccgt taagattgca cgatcccagt tcataaattt atgcaaacca
  4225201 cctgcttcac gaatgatttc gtgacctgga cgtaaccata aatgatacgt attacttaaa
  4225261 ataatgccag aatccattgc ttttaattct tctggtgaca ttgtcttaac tgttgcaagt
  4225321 gtaccaactg gcataaatgt tggtgtatca aatgaaccgt gcggcgtatg tacacgtcct
  4225381 aaacgagcac ctgtttgttt acaagttttt ataaattcat aacgaattgc tgtcataatt
  4225441 tactcctttt atttgtttcc cattttagcg tgagatgcaa cgaacattgc atcaccgaag
  4225501 ctaaagaaac gatatttttc ttttactgct tcattataag catgaagtac attatctctg
  4225561 tttgcaaatg cacttacaag cataattaat gttgatttcg gtaaatggaa gtttgtaatt
  4225621 aaaccatcaa ttgctttaaa ttcataacct gggtacataa aaatgtctgt ccagccagaa
  4225681 gcagcacaaa gcttgccgtc atgatctgtc gcaattgttt ctaacgtacg agttgaagtc
  4225741 gtacctaccg taataatacg tccaccattc tcttttacac ggtttaataa tgccgctgtc
  4225801 tcttcagaca tatggtaata ttctgcatgc atatggtgct cttcaatcgt atcagcagaa
  4225861 actggtctaa atgttccaag ccctacgtga agtgtaataa atgctaactc aacgcctttt
  4225921 tgttttaact tctccagtaa ctcttctgta aagtgaagtc ctgcagttgg cgctgctgct
  4225981 gaaccgattt ctttcgcata tactgtttga tagcgatcgc gatcttctag cgtctcttta
  4226041 atatatggag gaagtggcat ttctccaagt tcatctaaaa tttcatagaa gatgccgtca
  4226101 tatgaaaatt caagctgacg tccaccttga tctgcagttc ctgtgcaagt tgcttttaat
  4226161 ttcccttcgc caaaagagat aacagttcct tcttttacac gtttcgctgg cttaacaagc
  4226221 gtctcccact tatcgccttc ttcctgtttt aaaagaagta cttcaatgtg tgcgcctgta
  4226281 tcttctttca caccgtgcaa acgagctggc attactttcg tttcatttaa aactaagcaa
  4226341 tccccctcat gtaagtaaga aagaatgtcc gtaaaatgtt tatgctcaat atcccctgtt
  4226401 tcgcggtcta acaccattaa tcttgatgtt tcacgctctt ctaatgggac ttgtgcaata
  4226461 agttcttctg gtaaatgaaa atcaaacaga ttaatatcca taactatatc cacctatttc
  4226521 ttatttgaat cgatttatta tatacataat aaaagataat acaatactta acacaataca
  4226581 tgtaatgata ggaaaataaa aggtaacgtt tccttttttc acaaaaatat cgcctggaag
  4226641 ccttccaatg aacttccaag ctaatccaac aacgataagt aagatacctg ctgtaataag
  4226701 caatttcggc atctccgtca tacttttggc atctccattc cgaaatgctc atatgcaagc
  4226761 ggcgttacaa tccggcccct tggcgttcgt tgtaaaaagc caatttgtaa taaatatggc
  4226821 tcatacacat cttcaatcgt atgagattct tctccaatcg ttgccgaaac cgtttctagt
  4226881 ccaactgggc caccgtggaa tttttcaata ataccaagca ataatttatg gtcaatatga
  4226941 tctagaccta atttatctac ttgcagcaat tctaatgcca tttgcgtaat ttccatcgta
  4227001 actgttccgt taccacgaac ttgtgcgaaa tctcgtacac gtcgtaataa acgattcgca
  4227061 atacgaggtg taccacgagc acgtcttgca atttctagtg cagctaacga atcaatttca
  4227121 acttcaaata cttctgctgt acgttccaca atcgcagaaa gctgatctac tgtgtaatac
  4227181 tctaatcttg aaagtacacc gaaacggtca cgtaatggcg ctgataatgc tcccgcacgc
  4227241 gtcgttgctc caactaatgt aaatggcggt aaatctaaac gtacagatcg cgctgacggt
  4227301 ccttttccaa tgacaatatc aaggcaaaaa tcttccatcg caggatatag tacttcttca
  4227361 attgatctat gcaaacgatg aatttcatca ataaataata catcccctgg ttgaagcgat
  4227421 gttaatacag ctgctaaatc tcctggcctt tcgattgctg gacctgaagt tgttctaaca
  4227481 tttacgccca tttcattggc aataatattc gcaagcgtcg ttttaccaag tcctggtggt
  4227541 ccatataaaa gcacgtgatc taacgtttct tcacgcattt tcgccgcttc aataaacact
  4227601 tctaaattat gtttcgcttt atcttggcca atatactgac ggagcgtctg tggccgtaat
  4227661 gaatattcta aatccgcatc ttcatatgca gattcccctg aaaggagacg ttcgtccatt
  4227721 atactcacct cttaccattt agtaaaagac taagtgcctt tttaatatac tgatccgtcg
  4227781 ttaatgattc ttttaataac tctggtacaa cgcgagaaac ttctcgttct gcgtatccaa
  4227841 gtgcgcgcag agcttccagc gcctcatcaa gctcagctga cgaacctttc ttctcatcaa
  4227901 aacgttcttc gtctgagaat aaatcaacaa atgcatctgg tacaacgtct gctagttttc
  4227961 cttttaaatc taaaatcatt tggcgtgctg ttttctttcc gacgcccggg aacttcacta
  4228021 aaaacttctc gtcttcatgt tcaatcgctt gaacgacctg tcctgtttga ccagaagcta
  4228081 aaattgcaag agcacctttt ggtccaatac cagacacccc taacaacttt gtaaataata
  4228141 aacgctcttc acgtgtttta aacccgtaaa gtgccataat atcttctctc acataatgat
  4228201 atgtatagac acggatttct tgcttacttc tttgaaatac atacggattc ggtgtgaaaa
  4228261 tttgataacc aattccatta tgatcaatta cgacatattc cggtcctaca tactccacgt
  4228321 aacctgtaac atattcaaac aaaatacaat ctctccctct taaatcatgt attccatttt
  4228381 aacatattta atgatagaaa agcgagacta ccccaacaaa tgttctccat ttaaaacttc
  4228441 tgttattttc cattgacaga aaagttaaag cacattaata tacagaagtc gataatgatt
  4228501 atcaatacta attaaagggg ttacatcagg atgaaacgta agctatttat tttatttact
  4228561 attatgctag ttgttctttc tatcgttggc tgttcttctc aaaaagaaga atcaaaagca
  4228621 aaagaacaac cgaaaacaaa agttgtaaaa cacgctaaag gggaagctac aattccagta
  4228681 aatccaaaga gaattgttga cttatctgga tcaacagaag aattattact tcttggacac
  4228741 aaacctgttg gtacagcaaa tacatacaaa gataaaatcc aaaagcattt gacagaaaag
  4228801 ctagatggag taaaggcagt aggttggtac tgggcaccta aagttgattt agaagctgtt
  4228861 actgctttga aaccagactt aattattttg aacaatcgtc aattaaaaat ttatgatcaa
  4228921 ctagaaaagg ttgcaccgac agttgttcta gaaacaaact tagaagactg gcgcggtaag
  4228981 tttaaagaag taggtaaact atttgacgaa gagaaaaagg cagacaaatg gattgcagac
  4229041 tacgataaaa aagccgactc tttatctaaa aagattaaag agaaaacaaa agatgacagc
  4229101 tttatgttcg tcgcagttac accacaaaac ttccgtgtat acggtagctt cgggtacggt
  4229161 gacatcatct ttaacgactt aaaacttcca gcaacaaaag gtacagattt aaaacaaacg
  4229221 atggcgcaag tatcgctaga aggtcttgtt gcattccaac ctgaccaaat gtttattgta
  4229281 aactttggcg gcgaagctga taaagtttac gaagactaca aaaatagtgc tgtttggaaa
  4229341 gacaataaag cagtaaaaaa taatcacgta tatgaagtat cgaatgaagt cttcaatacg
  4229401 aaagctttca atccaatcgg aaaagatatg ctaattgatg aaatcgcaaa agaaatttta
  4229461 gctaagaata aataagaaaa aagcagctca ccatgagctg ctttttttct tattttgcac
  4229521 tgcgtattgt ttcatttttt caatcgtctt cacaaaacct tcttttgatt taatccgaat
  4229581 accgcgcttc aatttcgcac gctcataact ctcaagcttt ttcatatcaa tttgaaagaa
  4229641 ggaatgaatc gcattatcac ttttcggtac acctttgaaa atttgtaata tcccttcctc
  4229701 tgatactcca aaataaccgc tcgttttcaa taacggagaa atatcatcaa ctttcttttg
  4229761 taatacaatt tgcacatcat cacgatcaac gagttgccat tctttatact gctgtaaaat
  4229821 gttttctaaa tccgccactt tttctgtaaa gatttcctca cttacttcgc catcaacata
  4229881 cattcgctct aataaaattg taacttccgg ttctttttct gttacttttg gtactggccc
  4229941 ttccgccttc gcattcgttt cataaacgag acaaaacatc ataacgaaag cttgcatcgc
  4230001 aatcagtatc catttcattt ccgttcacct cttttaggca agatcaaact ttcattagta
  4230061 gtttctccgg aaatgggggt tttatcccta attcatagat tactctcatt aagacttata
  4230121 gagtccaatg atttctacct atttcgaaac atattgatta cttgaaagct tctttatatc
  4230181 tttattggat tgtaccgttg ctatataaac accgattaac acaattatca ttccagctat
  4230241 ttgtttccac gtaacagctg ctccatataa gacaactgat atgcaagtag ctacaatagg
  4230301 cgttagattt aaatacatac tcgctttgct tgcacctagc tcttctactc ctttattaaa
  4230361 cacgatatat ccaattaacg tcccgcatat gaccatatac aacatttcta tccatcctgt
  4230421 agagaaaacg ccccaacctt tccccatcca tcttcatata gagaaaggcc tgctaaaaac
  4230481 acagtaccca ataccgtcat actcattgta gttaacaaag gggagacacc tctcataact
  4230541 tttttgcctg ttaagctata taacacccca cagattaaag cagctataaa taaaagatct
  4230601 cccttattaa atgacaaaga cataagtgta tccattgaac cactcgtaat cacaactatt
  4230661 acaccgataa gggacaaaat taaactcatt ccgacttttg tactccaaga ctctttaaaa
  4230721 aataatattg ctcccaatgt tacaaaaacg ggcattgtag caataataag cgagccattc
  4230781 agagtagaag tatagttaag tcccataaag aaaaaaacat tatagccaaa aatacctgtt
  4230841 aatgatacaa ataacagccc tttccaattc tttaataaca aacttgtatt ccattcagat
  4230901 ttcataaaaa ctatgcctat taaaatacaa cctgctaaac caaaacgaat tgttgccgca
  4230961 gtaatcggtg gaatttcagt aaggacatgc tctgctgttg caaaagaccc accccaaaac
  4231021 aaaggaacaa ataacatcat tacatacata cgatttattc tgttcatttt cattacccct
  4231081 tttacgtaaa caggtttaaa agtttaaacc tgtttacgtg ttagttaaaa aaattaataa
  4231141 tttgactcta ttgcttgtag taaatccttc acctgtttta aaaattctcc agctattata
  4231201 gaataaaaaa tttcttttcc atgccgatcc gctacaatta gttctgcttg tcttaaaatt
  4231261 ttcaaatgat gcgaaacagc tggtctagaa atccccattt tatctgttat ttgcgttaca
  4231321 ttcatctgtt tgttttctaa cagcagcata ataatttgct gacgattctc atctcccaac
  4231381 gcctgaaata taggtgttac aacctgaaat ttctctaata caacttctgt atttctacat
  4231441 tcaaaattct ccatatccta ttcatcccaa ccttttatac ctaaaaaata tgtaatatat
  4231501 taccattaaa taataactct ttcatataca cttgtaaata actttatttt ccgactttta
  4231561 ttcaaataaa aaagggaaga ttggattcct ccattcttcc cattacattc atataaaatg
  4231621 aaagacgcct gcaaagcagg cgtcttgatg cgtttacggc gagagaccag gcgaccacat
  4231681 tcgcgtgttt agcacttaag catatctctc gtcttacgta aattagctca tcgctttgct
  4231741 aatataacat taataaagta taagtgcaac atgtttataa aaatatttta tttcctcttt
  4231801 catccaaatg aattgtatgt aaattataaa ttgataattg taatatatat gttacaatta
  4231861 atacaacaac gaaatcatca taaaacagga ggtggatatt gtgaaaaaaa taaaggatga
  4231921 acgtctcatt ctgcaaacat tgaaaaatat acgtattgtc tttctttttc aatacattgg
  4231981 cgtagttgga attttaggct atattggatt gactgaagga atggatcaaa ttacgaaatc
  4232041 tccattgtgg ctattattta tgcttacgag tattttactt gcttatttac agttaagtgt
  4232101 ttcaatcgat gtagaagaag gcgaaaagga aataaagtta actccttatt acaaacttgt
  4232161 tttacgctct cttattgtag gaatcgttat ggctattatt tatatcattt tcagtccaga
  4232221 aagacctcta tttgaagcta ttttaacagg tagtattctc ttcatatgct ttttagtttc
  4232281 ttattccatt agttatttta ttaaaaagcg tcgtttacaa gacgacgatg aataaagagg
  4232341 aagggctcac ccttcctctt ttgttttgtt atcgcactgt accagttaaa ccgtaacgaa
  4232401 tgtctcggaa catattcact atgtcacgat taaaatcgtt tgtaactgta ccgttacgta
  4232461 agcgtgtact cattgcatcg acacgagtaa acatgtcatt tcttacagaa acatatacat
  4232521 ttctgtttcc aacttcattt gcaacagctt gacgaatttc gttcgccatt gccgtttcat
  4232581 ttgtaactgt gttacgtggt tttaccgcaa tcgctacatc atttccatat acaactgtag
  4232641 acacacggtc tacgttattc atacgtttca cacgatttgt aattttttct gcagttttgc
  4232701 catcattgtt gatgtatgaa ttgttcattg taatattacg tgttggatgc ggattagcaa
  4232761 tttgaccgtt gtaatttaca tcacggtaat agttgtatcc tgtatcatta cgaccatttc
  4232821 tatatgttac atagtctgta taacgatcgt tacgcgttac attatcacga tactggtgtg
  4232881 tatcattata agatgtacgc tcgtaattgt agttacgtcc atccattgca ttgttatctt
  4232941 ttggtgtacc acatgcagct aatgcactgg taactaacaa agaagcagca atcactttta
  4233001 ctttcgtatt caatacaaaa accccctctg ttagaatgag cttcttttct aaaaagctcc
  4233061 ctcttatgat gagtaacaga gaaggttttt acactgttaa tatttcactg gggattttct
  4233121 aacatttggt gtaaatcttc cgtttccaga acgaatctac atacaaaaaa ggtgggaatc
  4233181 atcccacctt tttaaacttc ttcttcatcc tcttcttctg aaactggctc cccaaataca
  4233241 tttggcggat caggttgata gtacatcgtt cctggctgtg gcgcatatgc tgattgagtt
  4233301 ggttgataat ataaaggatt cgcgtattgt ggccctccag gttgcggact atatagccta
  4233361 ctctctcctc cgcatccaca atcttcctct ccttgcacga gcggtggcat attattatcc
  4233421 atcggcatca tatttggatt tggcatagac gtatattgcg gtccaaacgg tgctccttgc
  4233481 tgatatggca tttgatatgg atgttgttgt tgataatacg gattcggcgg catcataggc
  4233541 tgttgatacg gcatttgata tggcaccata ttcggtggtt gattgttatc cataattggc
  4233601 atcatattcg gcatttggtt gttatccata atcggcatca tatttggcat ttgattatta
  4233661 tccataatcg gcatcatatt tggcatttga ttattatcca taattggcat gatgtttggt
  4233721 ggttgattat tatccatgat tggcataatg tttggtggtt gattgttatc catgattggc
  4233781 ataatgtttg gtggttgatt gttatccatg attggcataa tgtttggtgg ttgattgtta
  4233841 tccatgattg gcataatgtt tggtggttga ttattgtcca tgattggcat aatgtttggc
  4233901 acttgaatat ttggcggtat tacttgcgga atcactacat tttctttcga tacatttggc
  4233961 gacactatat ttcctacatt ttctttcttc acttgcggtg atactatatt ccctacattt
  4234021 tctttcttta cttgcggtga tactatattt cctacgtttt ctttctttac ttgcggtgat
  4234081 actatatttc ctacgttttc tttcttcact tgcggtgata ctatatttcc tacgttttct
  4234141 ttcttcactt gcggtgatac tatgtttcct acattttctt tcttcacttg tggtgatact
  4234201 atattcccta cattttcttt ctttacttgc ggtgatacta tattatcttt tttcgtttgc
  4234261 ggagaaatga tgttattagg tttcatttta gtaatttgag gagcaattaa ttcgcttcct
  4234321 tttttaatta catctgaaat tttatattct tttttcgctt ttattggtgg ttgcggtggc
  4234381 tgtggtaaca catttaccga aaacttcgtg ttttctttct ctgctggttt ttgcttttct
  4234441 ataacaggtg gtttttggat aacagacggt ttttcaactg gtttttcaac tggtttttct
  4234501 atttgaatta gcttttcttt ttgcacttct ttttgcggtt tcacctgcat ttccttctgc
  4234561 ggttttacct gtacttcttt ttgtggtttc acttgcattt ccttctgtgg ttttacttgc
  4234621 acttcttttt gtgtttgttg catagcaggc tgctgtgtaa ttggcgctga ttgatacgta
  4234681 acttcttctt catcttctat tccaagtgga gttggagttg ctgcaaattc tttttgttgc
  4234741 acttctttta cgtattgttt tggaggtgct gagcctgcac cagcatgttg tttcacctga
  4234801 acgccgtttg atggtacttt aattttcata cctggcatga tgagatccgg attactaagt
  4234861 tgtgtatttg tttgtttcag cgtatcaaaa tccactccgt actttttcgc aattttccaa
  4234921 agggtatccc ctttttgcac gatatgaatt ttcaaatttt ccccctcctg tataacttat
  4234981 ctataagtaa caaatctcat gaagtaactc tttctacata acgttaactt cttttcactt
  4235041 tcatcacttc ttcgattttc aatatcattt gaagtggaat aagcataaag tgaaacttta
  4235101 atcagtgggg agattcatcc cccactgatt attagttgaa ccaatcggac gtttacgggc
  4235161 agttgatctc cgcctaactt ctttgttcca atccaacttt gaagtatgag atttactgcc
  4235221 cgttaacgcg ggataaaaaa atcacaatga tttcttcaaa acaatgtatg cccatttcgt
  4235281 tctcgttatg attacatgta tgaaaaaaag caacgggaat cccgctgctt cacacacgct
  4235341 ctaacatacg atttaatgca agaaccgctt cttcagttac ttgtttatct acgctaataa
  4235401 cgttaatttc ttctcctctt tctatcgttt caagtgccca taataagtgc ggcaaatcaa
  4235461 ttcggttcat cgttaaacat ggacacataa acggattaag tgaaacaatt tctttatctg
  4235521 ggtgttgttg aataattcgg ttcactaaat tcatttctgt accaatcgcc catttacttc
  4235581 cggatggagc cgattcaatc atatcaataa tgtatttcgt tgaacctgca taatccgaag
  4235641 cagctacaac ttcatagcaa cattccggat gtacaataat attcatatct ggatgatttt
  4235701 tccgtacatt ctctatattt ttcactgtaa agttttggtg aactgaacaa tgccctttcc
  4235761 ataaaatcac ttgaatttct tctatatctc catcgtactc taatgaatca gtatgtggat
  4235821 cccatactgc cattttatct aacgggatac ctaagtcgta cgctgtattt ctccctaaat
  4235881 gttgatccgg taaaaagacg agacgctctt tttgcgtaaa cgcccaagat accatttgtt
  4235941 tagcattaga agacgttact gttgctccgc cattacgacc acaaaacgct ttaatggcag
  4236001 ccgtagagtt tacatacgtt aacggaatca tcgtatctcc aaataatttc gtgagctctt
  4236061 cccatgctct ttctgtttgt tcaatatctg ccatatctgc catcgaacaa cctgcacgca
  4236121 tatctggtaa gatgacaact tgttcatctg ttgttaacat atctgctgtt tctgccataa
  4236181 agtgtacacc gcaaaataca atatatttcg cttctttatt gctcgctgca acttgcgcaa
  4236241 gctgaagtga atctcctgcc gcatcagaaa attgtaccac ttcatctttt tggtaatgat
  4236301 gtcctggaat aaatagcgtt tcccccattt tttctttaat ttcacgaacc cgcttttcca
  4236361 tatcttctgt tgacatcgtg taataacgct ctggtaacat cgtttcaatc ggttgtactt
  4236421 tttctaaaat actcatattt ctttctcccc ctctaagcca ctttccttac gcctcaatat
  4236481 taaaactaat atcaagtgct ttcactgaat gtgttaacgc tccaagtgaa atataatcta
  4236541 cccctgtttt tccgtatttc gataaatctt caattgtaat gcctcctgaa gcttctgtaa
  4236601 cgatggcact tgggacaatc tttgaaaact ctcgaatctc atctggcgta cggttatcga
  4236661 acataataat atccgcacca gcagctacgg cctctctcac ttgttcctcc gtttctgttt
  4236721 ccacttctac tttcaccata tgccctaatt tttcttttac cgatgtaaca gctttcgtaa
  4236781 tagagccagc aaaagcaata tgattgtctt taatcatgac accgtcatat aaaccgaaac
  4236841 ggtgattaaa tccgcctccg catacaactg catacttatc aaacatacgt agccctggca
  4236901 tcgtttttcg cgtatcacaa atgcgtgtat ggctgctatc taaagcgaga accgctttac
  4236961 gcgtcatcgt cgctattccg ctcatacgct ggataacgtt taatataacg cgctctgccg
  4237021 ttaataacga tgcgattggc ccttggacag ttgcgattat ttcgcctttt tctacaagat
  4237081 ctccatcttt tttatgaagc tccactttaa ttctctcatc gattaaatta aacccctctt
  4237141 caatgactaa acgtcccgta aagacccctg tatctttcgc aagaaacgtt ccttttgaaa
  4237201 gtaaattgtc tggaaaaata agctgagatg ttacatctct ttctcctata tcttctagaa
  4237261 aaaatcgatt taatgcttct ttcactttta tcctattcat aaagcccctc ttcccctcat
  4237321 tacacaagtt gtagttttct tttcactcga atgatctctt tttgtgcgct atttctatgt
  4237381 ggataatcac ttcgataatg accaccaata ctctcttctc tttgtaaagc tgatacaacg
  4237441 ataagctcac aaactgttaa catattaata agcgttatct cttcatttgt aagagcatca
  4237501 tgttgtaata tcatatttcg aacaccgtat ttactaagcc atctcttcgc ataagataaa
  4237561 ctttgctctg ttcgtacaat cccaacatat ttcatcatgc attcttgtat ttcttctttc
  4237621 gtcggcaaat gatttagaac gataaatttc ttttccttct cagcgaagtc gttcaatttg
  4237681 tcttttgtcg ctttcgttaa aatatgttgt cctattcttt ttccaaacac aagaccttct
  4237741 aataacgaat tactcgctaa tctatttgct ccatgaacac cattacaagc tacttcaccg
  4237801 actgcatata aatttggaat agacgtctcc ccatcaatgt ttgttttcac accgcccata
  4237861 tgaaaatgag ctccgggtac gaccggaatg cgttttttag taatatcaac accattcttt
  4237921 ttacacaatg ctgatacagt tggaaaacgt tcttggaaat tttggataga cccaatattc
  4237981 aaatacactt tttcacccga caaaagctgt tcatgaatcg ctcttgccac cacatcacgc
  4238041 ggtgcgagat cgtaatcatc gtgtatatcc atcataaaac gctgcccttt tccatttata
  4238101 aggacagctc cttcaccacg gacagcttca gaaacgaggc cacagcattg cccgcctgca
  4238161 tataacattg ttggatgaaa ttgtacaaac tctaaatcta cgagctcgcc gcctgcgcgg
  4238221 tataccatcg caagtccatc acccgtaatt gttttatcat tagaagtaaa ggcgtataaa
  4238281 ccaccaaccc cgcctgaggc tagcacagta taatctgcat cataacgctt caacttccct
  4238341 tcactatttc gcgttaaaac tccaacacat ttttcacttt ctataataaa atcaagcacc
  4238401 atttcctgtt ccactaccgt aacatgcgga actacttctt gaatgaaatg ctctaataaa
  4238461 ttctttcctg ttgcatcgcc acctgcatgt aaaatgcgac gctttcgatg tgcgccttct
  4238521 tttccaagat ggggacccgt ttcatctcca tcaaattgca ttccattttc aatgagattc
  4238581 ttcatttctt tcggtccttc ttcaactaaa taacggacca catcttcatt gttataacga
  4238641 catcctgcta ctaacgtatc ttcaaaatga tcattcggat tgtcatatgt agcaaccgct
  4238701 gcggcaattc caccttgcgc taaatgtgta ttattattac gattcgtttc ctttgtgata
  4238761 ataatcacat tcttttcgtg gcaaatctct tttgcaacac gaagtgccgc aataccactt
  4238821 ccaataatta agacatctgc acttggcata attgttgcct cctactttac acttttcaac
  4238881 tgtcttgaca cctatattta catagtttta aaataatgac aagagttttt ttataattct
  4238941 tattttcact atcatttaaa aataaaagaa atgtaactct tactagagag aggaacttac
  4239001 atgatgatat atcttgacta tgcagctact acacctatga gtgtggaagc attacaaaca
  4239061 tatacgaaag cagcatcgca atacttcgga aacgaacaaa gtttacacga tattggagga
  4239121 acagcctctt ctttattaca agtttgcaga aaaacatttg ctgacatgat cggtggaaag
  4239181 gaacaagggg tattcttcac gagcggcggg tcagaatcga actatcttgc gattcaatcc
  4239241 cttctcaatg cccaaaataa gaagcatatt attacgacac ctatggaaca tgcatccatt
  4239301 cgaagttatt ttcaatctct aaaatcacaa ggctatacga ttactgaaat tcctgttgat
  4239361 aaaagtggac tcattcgttt agtagattta gaaacagcta ttacagaaga tactgttcta
  4239421 gcaagtatac agcacggaaa ctctgaaatc ggaaccgttc aaaatatcgc agagatcggg
  4239481 gcacttttaa aaaaatataa cgttttattt cattcagatt gtgtgcaaac atttggtaaa
  4239541 cttcctatac atgtttttga gatggggatt gatagtcttt ctgtttcagc acataaaata
  4239601 tacggaccaa agggtgttgg cgcttgctat ataaatccgc aagttcgctg gacacaagta
  4239661 tttccggaaa cttctcacga aaaaggtttt cgccctggca cagtaaacgt ccctggcatc
  4239721 gcatcttttt taacagctgc tgagaatata ttaaaaaatc aacaagaaga aagtttacgt
  4239781 tttaaagagt tacgatccta ctttttagag caaatacaaa cacttccgct agaaattgaa
  4239841 gtagaaggtc attctacttc ttgtttacca catattattg gggttacaat aaaaggaata
  4239901 gaaggtcagt atacaatgct agaatgtaat cgccgcggta ttgccatttc cacgggaagt
  4239961 gcttgccaag tcggtaaaca agaaccttcg aaaacaatgc ttgcaattgg aaaaacgtat
  4240021 gaagaggcaa aacaatatgt ccgtttctct ttcggacaac aaacaacgaa agatcaaatt
  4240081 gatactacta ttcatgcact acacacaatt ggaaatcaat tttatagagg tgttaaatga
  4240141 taatgaaaca aaatgaacaa aaaaagattt taggtgaaga aagacgacaa cttatccttc
  4240201 agtggcttct agctgcaaat gaaccgttat ctgggaatga actatcgaaa aaaacgaacg
  4240261 taagtagaca agttatcgtg caagatattt ccctacttaa agcaagaaac gaaccaatta
  4240321 tcgcaactgc ccaaggatat ttatatttaa aaccacaaga gaaacaacaa gctttcgaac
  4240381 gcgtaattgt atgccaacat aaaccagcag aagtacgtca agaacttaca atgcttgttg
  4240441 accacggcgt tacgattaaa gatgtaaaag ttgagcatcc tgtatacggt gacttaacag
  4240501 catccatcat ggtaagtaat cgctttgatg tagagcaata tttacaaaaa atcgaaaata
  4240561 caaacgcttc ctatctatcg caactaacag atggtattca cttacataca attgaagcgg
  4240621 attctaaaga aaaattagac gctgcttgcg aggctttaga taaagcagga tttctcgttt
  4240681 attaatgtaa agcacagagt ttttttatca ttctctgtgc ttttttaatg atataatatt
  4240741 gtaatcaatt gtaaaggaga tcaaagatgg gaattgaact cgttcacttt agcattggca
  4240801 aaccgaaaca aatgaaatat agcgaagata aagaaatgat tactggtata tgtaaagaaa
  4240861 ttacagaaga agctttcctc tcaaaagatg gattcctcgg tgatgacgta gcagatttga
  4240921 aacatcatgg tggacctgat cgcgccgttt gcgtgtatcc acacgagcat tactcactat
  4240981 gggaagagga atttcaaaca acactcccag cttctgcatt tggcgaaaac attaccgtaa
  4241041 caaatatgtt agagagtgat gtttgcatcg gagatacata tcaactaggc gaagcaatca
  4241101 ttcaagtaac acaagcaaga gtaccttgta gcacaatttc aaaacgtctt ggcatccctg
  4241161 gcattttgcc gcgcattgta gcaactggct ttactggcta tctatgccgc gttcttcaag
  4241221 aaggtactgt acgtaaagat tctaaaatta ctttactaga acgtccatca aacaacgtat
  4241281 ctgttttatt ctctaacgaa atttattttc acaatagaaa agataaagat gctattgaaa
  4241341 agattctttc tgttccagaa ctaactgatg tttggcgtgg tcagttagag gatcgtcttg
  4241401 cgaagttaaa ataaaaaatc ccaccattta taggtgggat tttatttata tactagcgac
  4241461 tgaatttata tcaacttaat tacaaatact cctctttaca accaataaga agaataactc
  4241521 cccagcaccg taacagaaaa accgagtgct tcaagttcca tcgttacgcc tggcaataat
  4241581 acctcatcgt acgctttatc gacatcgatt aagaaaaagt aatttccaag tcctgttttc
  4241641 atcggacgag attcgatttt tgataaattt aatttcctcc atgcgaaagc tgataacact
  4241701 tgatatagtg cccctgcata atcagcaggt aacgttatca taagcgtcgt tttctcaccg
  4241761 cgattttctc cgttatttgg gagtattgct ttctttttct tatggagcac gaggaagcgt
  4241821 gtatgattat ttttatgtgt atggatgcca cgtcttacaa tcgttaatcc gtatttttct
  4241881 gcagctgctt catttgcaat ggcagcgatt ttttcttcag gatgttcttt cacatattgt
  4241941 gcagcagcac ttgttgatgt catatctcgg gcagttaccc cctttaattc ttcatttaaa
  4242001 aatttatgac attgggcaat agcgtgtgga tgagaatgta ctgcatatac ttcttcccac
  4242061 acgtctgcat actgcggatg tacaagtaaa tgttgctgaa ttggtactgt aatttctcct
  4242121 acaatagaaa gcggctgctc atgcacgagg taatcaactg ttatattcac tgaaccttct
  4242181 atggcgtttt ctagtggtac cactgcataa tctacatttc catttgcagc tgcatccata
  4242241 caatctggaa tcgttcgata cggtacatgc tctgcttccg gaaaaaaacg actcaccgcc
  4242301 atatttgtaa atgttgcttc tggtcctaaa tatcctactc gaatcatcgt cttttcccct
  4242361 ctttttcgtt ttcttactgt tataccatac ttttttatat tcttctatgt aaattttgaa
  4242421 tatttaaaaa agactagcat tcgctagtct aaatgttccc tatattctct ttgagcgaaa
  4242481 aagaaataca tgatgcatgc agcgatataa aatagaataa acaagcctac ttttcttaat
  4242541 gaaccatcca taaacatcat attatgaaac gtatataacg caactgcact atgcatactc
  4242601 cctactataa ttggcgcaaa aaatagcata cataattgcc agcgggaaat cttccatact
  4242661 tcttcctttg tcattcccag tttagagagc accccgtact gctttcggtc cgatgcaata
  4242721 ttatggaacc atttaaaata tacgatgcta catgatgtaa ggaaaaataa tatactaatg
  4242781 aatgagccta gaaatagagt aatatcaccg aacgatttca tattcacata taactccata
  4242841 ttacttcgaa atgcatgatc tttatcttgt ttcatatgtt tccgtaaatc ttcatttaat
  4242901 tctttcgtat tttcgatatt tggtaatgta tagcctctat atatcatttt ttcagaatca
  4242961 ggaacctgat ttgctatact gtcaaagtct tcatcattca tgacgaagaa cagcccgtta
  4243021 atatacgaag gatgatagtt aaattgaatc ccttctttct ggccgttaaa tacgaattga
  4243081 tatggttgat tcattacttg caattgaatc tctttttgat tatatacatt cgaattattg
  4243141 tatttattat aataaacgag tgtcactgta ccttttttag gataatacgt tttctgtttt
  4243201 tgtttcctcg cttcttggtt atattcactt ccttttataa gcggtactat tgtcgtttct
  4243261 cccttattgg actgaaaaga tgcatacact ccaacaaaac tcctatattg aaaatcatca
  4243321 tacccatatt ggtgcaataa ttgttcaacc gttccttccg caaagacttc atgagaagaa
  4243381 gtaccttttt ctatgtaaga aaatgagtgc actcctccgc cccgccacat atcttgcata
  4243441 ccagaaaaat ataagaacac cgtacctgtt gccgtaacta caaacatcgt tgccattgac
  4243501 attaaaaaga aaaaacgacc attttccttc attcgatgtg acaattgatt cactataaat
  4243561 aaatacggat atgtatacat aatcttttta tttcgtttta tcatttctaa tatttgagca
  4243621 gtaccatgtg taaatgaaaa atacgttccg aaaaagacaa gtatagacac aggcaaaaag
  4243681 aagtataacg ctatcgttgg catcgtagct tgtaacgcta acgcatatcc tatccctaaa
  4243741 caaataaagc cgaatataca aagccacatt gacgttttct tctctttttt atctgttcga
  4243801 aattctttca ataaccgaat gatttttatg ttccatatac gtaaagcact tataaaagat
  4243861 aacagaataa aaacaaccat atatgtaata aacgttaccc caatcgcttt caagtcaaat
  4243921 atgacaggga gttctttcgg aagccccagc aacatactaa acaccataaa gaagagcttt
  4243981 aaaaagatca tgccaagcac aatgccaaaa atattagcaa ataccccgac caacatttgc
  4244041 tcggtcataa ttacgccaat tacgttagat ttcgtcgctc ccattaacat atataatcct
  4244101 aattctttct tacgtgcttc tatgaaaata gaagtagagt acaaaataaa tatgacgaaa
  4244161 aaagaaatga taataacatt acatatgatc aatccccagc gtacgttttg ataccacatc
  4244221 gtatcctgca tatacggatg tacaatgaca gacatgtatg caaaagacgc aaatattgca
  4244281 aaacaactac ttaagaaaaa cactttgtaa ttacgccaat ttccttttat attttgcagc
  4244341 gctagttgcc gaatgttcat ctatcgtccc cctataactt actacatagg caaaaagcta
  4244401 gagatttctc tagcttttca cgtgtttcaa atatcctctt tgcgcgatta taaagtaaat
  4244461 cgcagaagct acaatgtacg atccaattac aatcgcacct gatttccata aatcgagata
  4244521 aagcattttt cctaacgtat gaagagcaaa tccactatga atggcaccaa ttacaattgg
  4244581 gataaagaag ataacgccca tttgtcgaat tgcaatttta cgaatttctt tatctgtcat
  4244641 accgattctc tttaacgatt taaattgaat acgatcttgt tctttatcat taaaccattt
  4244701 aaagtatgtc atactacaag cgaagaagaa gaatagtact gctacgaaga aaccgataaa
  4244761 cattgtaatt gcccctgatt cccttatatt tttataaaca agcactgagt tgtttagttc
  4244821 cacttgttta tctggtacaa tttccttttt caaatctaac acaagatctt ccgtactttt
  4244881 ccagtcttct atataataac cgtaatattt cgtcttttct tcatccggta cgagctttgc
  4244941 gtatttctca aaatcttgat catttacaat gagatattca ctatcattaa aaacagaaaa
  4245001 taaagttggc ttattcagtt gaacagactg cgtttgtccg ttaattttaa tttcatgcgg
  4245061 tttcgtacga tctatcttca tcatatcgtt cgccatatcc gttatgacca tcgttgcact
  4245121 acctggggca ttatgaactt ctctaacttg ctctcttttt tgtttacgta cttcagcgtt
  4245181 atattctttt tctgaaacaa tcgccattgg catctcatgt tcactgttaa acatcgtgat
  4245241 tttttgagtt ccaggaagtt ttacgtacgt tacttctcgc gcatcttcaa acccgtgttt
  4245301 ttttagtaat tcttttgttt ttccttcttt gatgacatta tgcgtatgaa tgcctttttc
  4245361 ttcatacgaa atagcatgcg gggtactagt tactgcctta taactcatat cctcaaaaaa
  4245421 tacgtacagc gtaccaactg ctgaagatac aacggccgta atgatagaaa ttacaaatag
  4245481 aaaacgagca ttatctttca ttttataaat aagattgcta agtacgaaca tatttggata
  4245541 tgtataaaaa gatttttttc gtttttgtaa cgcttttaat acgactgtac taccttgtgt
  4245601 aaacagcaaa tatgtcccgc ctatcgtcag ccctacaatc ggtaaaaaga gaatgataaa
  4245661 attcataaat gttacttgga agctaagtac atatgccaca ataatacatc ctataccaac
  4245721 tacacataac catgtaaatg caaaaggttc tactttttgt tttcttgctt ctcttaataa
  4245781 atcaataatt tgcaagcgtc ctactgtcca aacgctaaac aatgataaga ttaaaaatag
  4245841 aataaagtat acacctgctg taatcaaaac tgctttacta ttccatacga gtggtagtgt
  4245901 tttatctatt ttcaatatta cgcttaatgc ttggaaaaat aattttgaac aaagcatgcc
  4245961 aagtccaata cctactacaa ttgcaatgct acctaacata agctgttcta atataatcat
  4246021 tcggccaagt tgagatttcg ttccgcctat taatgttaat aaaccaaact cttttttcct
  4246081 tgctcgtaaa aatgttgaat ttgcatataa aataaagagt gctgagaaga tgactacaat
  4246141 ataattcatc gattctaacc cttttgaaat catctccctc atactaatat taccgcctac
  4246201 aacatctgga tgataaatga aggaagcata catgaaaaat acgactatcg ataaacaact
  4246261 gctaataaga aacgctttat aattacgcca atttcctttt acattattaa gcgcgagctg
  4246321 gcgaaagttc atgatattct cctcctagca tcgcaagtac gtccagaatt tcttggaaaa
  4246381 aggcttgctt cgttcttcct ttatgaattt ctgaaaaaat ctctccatcg cgaatgaaaa
  4246441 gaatgcgttc gcaataactc gccgctactg gatcatgcgt caccattgca attgtcactc
  4246501 tcttttgttc atgtaagtct tgcaacgcgc tcattaacga ttttgctgac ttagaatcta
  4246561 agtttccagt aggctcatcc gctaaaatta aagtcggttc atgaatgatc gctctcgcag
  4246621 ctgctgcacg ttgttgttgc ccgcctgata cttcataaac ctttttattt aaaatttctt
  4246681 cgatatttaa aaacttcgca atttccagta ctttcgcatc gatttcattt acagatttct
  4246741 tcgccattac aagcggtaaa ataatatttt ctttaatcga taatgtatca agtaagttaa
  4246801 aatcttggaa aatgaaacct aaatgtgtac ggcgaaattc cgctaatttt gcagcacgca
  4246861 tttgattaat ttcttctcca tttacaagca catgacctga agtttgctta tcaattgttg
  4246921 ctaataaatt taaaagcgtt gttttcccgc tccctgaagg acccataatt cctacaaatt
  4246981 cgccttcttc tattttaaaa tttatatcat ttaaagcagt cgtcgctact gaacctttcg
  4247041 attgatacac cttcgttaat ccctttactt caagaacact catttctaat ccccctatgc
  4247101 gttttcttct tacatttact ataagaaaaa taaaaaaaag aaacgagtga tttcccttac
  4247161 aaaacgtttt gttatcttac agttttgtca tttttctcat taatgtatga tattcttcat
  4247221 cttttgcaaa ctggaacgtg aacgttgtcc cttccccttc agccgattgt acatagatac
  4247281 cgtgatgtaa attatcgcaa atttccttcg taatatataa acccattcca gtcgcttctc
  4247341 tcgttttgcg gccatttatc cccgtaaaga atggatcaaa tatacgcttt acatcttgct
  4247401 ctggaatacc gattccattg tccttaacat gcaataacac cttttggttt ttctcttcaa
  4247461 tttgaaattg aatttccttt ttctctgctt ctgaaatttt cgtatactta attgcattca
  4247521 caacaatttg tcctatagca atactgagcc attttctatc agatgcaacc atacaagtct
  4247581 cttcttcaaa catcactttc ggaaataccg atgattggat gaaagacttt ctattttcat
  4247641 taataatatc tctaatgata tgtatcgcat ttactacttc tactttatag tctttcgcaa
  4247701 actgctctaa ccttgccatg tgtaacgcta aatctaaacc atttaatata cggttatttt
  4247761 cttcacgaat actttcaact gttactctcg cttcacgata ctctttacca aacttctgta
  4247821 atagtaattc aataacagat actggtgttt tcatttgatg aatccattgg ttcataaata
  4247881 tcatttgctg ttgttctttt gcatgttgtt tatgaacttc attcatatat tgctgtctta
  4247941 ataacgtaaa cgattcaacg atcatctctt gctctgccgt ataagaagta tcaataagta
  4248001 aggagtcatg taatgtattt ccgctagtaa catacttttc gatcctcttt aaaaacacac
  4248061 ttcgttttcg gtaatcgtaa atgaggtata cacagtaaat acaactgtcc ctaataaaag
  4248121 tccgtataac catgtattcc aatcaatgga tcgcttttct aaaagacttt gcaactgtaa
  4248181 aacgagccca aataaacaaa ggctaacaat ataagaaaga attaaagaaa agcggtccat
  4248241 gaggtaattt ttaaccttca tgcccttctc cccactctgt aagaagcgca taaccgtatc
  4248301 cacgtttcgt tacaattgca tttttaatgc ctagctcctc tagtttcttc cttacacgtt
  4248361 tcacattcac ggttaatgta ttgtcatcaa cgaaagctac ctcatcccag agggcttcta
  4248421 acaattcttc acgcgttaca tattgatttg cttgtttcat taaacactct aataagtaaa
  4248481 attcattttt tgtcagttct gtttgttgtc cttgccactc aacaacgtgc tgagacggga
  4248541 ataacaacaa tccatttact cctaagcaat cgctttctgc cgcagaagcg tactcaccat
  4248601 acccacgtcg aagtgcactt tttaccttag ccattacaac gtctaaatga aatggcttcg
  4248661 taatgtaatc atctccgcca ttttcaattg ccattacttg atccatttcc cccgttcttg
  4248721 cagaaacaaa aataattggt gcattcgata cagtgcgaat ttgacgacac caatagaacc
  4248781 catcaaaata cggtaaatta atatcaagta acacgagatg tggatttact tttacaaact
  4248841 catcttttat atgtcgtaaa tcacttgctc taaatgactg atagccatac ctttctaaat
  4248901 gctcctctaa tatccccgca attttctcat catcttctac aattaatatt ttatacatac
  4248961 tcgctttctc cccataaaaa attcttataa aaccacttct ttttctatta taaattgaaa
  4249021 atttaattag tggggatttt ttcctgtata aatcagactt ttacgatata aaaaaagact
  4249081 gccgtatttc ggcagtctta gtcgataaat tcaaattcat attcaagaat ttttacaata
  4249141 tctccgtctt ttgcaccacg tgcacgaagc gcttcatcaa tacccattcc gcgcatttgg
  4249201 cgagcgaaac gacgtacaga ttcatcacgt gagaagtctg tcatcttgaa tgttttctcg
  4249261 atatcgtaac cagagataac aaacgtacca tcactttcac gtgtaatatc aaatttaaca
  4249321 ccttcagtct caaatttgta cattacactt gtgtcagact catccacaac ttcatgtatt
  4249381 gggaattcag gtgttgtttc tattaagttc gctacttcaa acagtaagtc acgaacacct
  4249441 tgtttcgtta cagctgagat tgggaagatt tttacttcgt ctcccacttt ctctttaaat
  4249501 gcttgtaagt tttcttctgc atctggcata tccattttgt ttgcaacaac aacttgtgga
  4249561 cgctccgtta agcgaagatt gtattctttt aattcattat taattgttac gtaatcttca
  4249621 tatggatcac ggccttctaa accagacata tcaataacat gcacgattac acgtgtacgc
  4249681 tcaatatgac gtaagaattg gtgtccaagt ccgacgccag catgtgcgcc ttcaattagt
  4249741 ccaggaaggt cagccataac gaagctgcgg ttatcaccag tttcaacaac accaaggttt
  4249801 ggaacgattg ttgtgaagtg atactctgca attttcggac gtgctgatga tacgacagat
  4249861 aataatgtag atttacctac acttgggaat ccaacaagtc caacgtctgc cagtactttc
  4249921 agttctagaa tgacatcacg ctcttgacct ggttccccgt tttcagcgat ttctggcgct
  4249981 gggttcgtag ctgttgcgaa acgtgagtta ccacgaccac cgcggccacc ttttgcaatt
  4250041 acagccgttt gtccatgcgt tactaaatcc gcaagaattt gaccagtttt ttcatctttt
  4250101 actactgttc ctggcggaac ctttacaagt aaatcttcag atttacgtcc gtgctgacct
  4250161 ttactcattc cgtgctgacc gcgatcagct ttgaaatgac gttggtagcg gaagtccatt
  4250221 aatgtacgta agccttcctc aacaataaaa acaacatctg cacctttacc accgtcgcca
  4250281 cctgctgggc caccttttgg tacatacttc tcacgacgat acgcaaccat tccgttacca
  4250341 ccgtcgccgc cttttacata tatcttgacc tgatctataa acattatttc accacacttt
  4250401 tttcaattgg ttgtaatata actgagactt cctcgtctcg tactgtataa gaaatggaat
  4250461 accatttatt gttttggttc gcaagccaat tctgtagttc ttctacactc gttagcttac
  4250521 cacgaaaatc aaaaaagaaa cgagcattct ccgcgtcaca ttcaattgtg atacaaacat
  4250581 aattttcaac atatacgtct aaactatgct gaagcattga gaaaaattga ttcgtccatg
  4250641 tacatacagt ctcatctaag tgagataagt tatgtaaatt ccctaatact tcatactcca
  4250701 ataagcacgg ctgctgtttc caattatatg ttaaaatcca ctctgaaaat aaaggcatag
  4250761 atagccccat cagattggat tcttgtctcg cttcttggac aaaacgatcg atgagactat
  4250821 gaatttcttc cacttttcca agggaaaggt ttcctttcac catctgcata cgattgagcc
  4250881 aatcatgtct tgaatggcgc aatgcatcta taattgtcca ttttttattc atttagatac
  4250941 tccttaatat agaaaaactc taacctgcac tcaggttaga gttttccgtg agttcttatg
  4251001 cttcttgagc aacaggatat acgctcactt gtttgcggtc acggccaaga cgctcgaagc
  4251061 gtactacgcc gtcaactttc gcgtataaag tgtcatcgcc accacgacca acgttaacac
  4251121 ctggataaat ttttgtaccg cgttgacggt aaagaattga accacctgaa accgtttgac
  4251181 catctgcgcg tttagcacca agacgttttg actgagagtc acgaccgttc tttgtactac
  4251241 ctacaccttt cttagatgcg aaaaactgaa gatctaatct taacatacgt tacacctcct
  4251301 gcactttttc tattaaacgg atatactttc cgtaatcaag ttcgatcgtc ttaagcgaaa
  4251361 caaccaatcc ttctaaaagc gtttgtgctt tttctgctgc atgaacgtct aaatcattag
  4251421 gcaattcata cgttaagaat ccgccatcac ttccgagttc aatagttgcc tgcacattac
  4251481 aaagttcttc cactgcattt atagaaccaa acacaaccgc tgtagttcca gcacagacaa
  4251541 gatcttgtcc atgcggcgca taatcggcat gtccagtcat tttaaatgat tggatacttc
  4251601 ctaatttcgt gcgacttatc gtaattttaa tcatgttaac ctggattaag cgttgatagc
  4251661 ttcaacaact agcttagtgt aaggttgacg atgaccttgt ttcttacgat tgttcttttt
  4251721 cgctttgtat ttgaaaacga taattttctt agcgcgacct tgtttttcaa ctttcgcagt
  4251781 aactgttgca ccttctacaa ctgggctacc aactttaacg ttttcgccac caacgaaaag
  4251841 aactttgtca aaagtaacag tttcaccagc ttcaacatct aatttttcaa tgtagattgc
  4251901 ttgaccagct tcaactttaa tttgttttcc acctgtttcg ataattgcgt acatacttgc
  4251961 acctcctctt aattactaag actcgccaaa aacgaggtag acatacatgc ctttagggaa
  4252021 cctgtcttgt gcggttgtag catatagccg tttaggtgct ataaactata acataaagat
  4252081 gttatcatga atcatagacg gttgtcaatg aaagttctac taactatttt tccgttctac
  4252141 aatttctttt ttacttccaa aacggataat tgcatacttt tcgatcatat catctttgaa
  4252201 ataaatttca aatggaatat ttttttgtaa ttctttttgc aaaaattgtt tttgcagttc
  4252261 tttaggtgca gagattaata ccgcctcatc ttctatattg ccatatgtaa gtagctctct
  4252321 ctctagctca tacgcaattg tttcatatga cattacatac cccgtcgctt tgcacggtgc
  4252381 acactcttct agtaatacgt cgcgtaaaga atgtttctta cgtttacgtg tcatctctaa
  4252441 aatccctaac tctgtaaacc cgagtaccct tgtatatgta cgatcatttt gcatagcagc
  4252501 cacgagacat tctcttacct tttctttatc ttctcttctt ttcatattaa taaaatcaat
  4252561 taatatcata ccaccgatat cacgcagtct taattgacgc gctatctctt cagccgccaa
  4252621 ttcatttgta cgaagaactg tatcttgtaa attctgtttt ccagtaaact tgcccgtatt
  4252681 cacatcaatt acagtcatcg tctccatttg ttccacaatt aaataagcac catttggaag
  4252741 ccacacaatt ttttgaagtg ctttctcaat ttcacgctct attccaaaat ggttaaacat
  4252801 tgaagatttt tcgttataaa aagatacttt ctctttaccg accttttctt ctaattcttt
  4252861 tactatactc cttgtatcta caactacttt ttcaatcgtt tcaattggat tttcttgaaa
  4252921 tacacgatct aaaaaagttg ccggtcgatg aagtagtaac ggtgcctttc cttgttcctc
  4252981 ttttcttttt aactcttcat ataactgctg tagcctttgc atttcagctt gtatttcttc
  4253041 aatttctcct ttttcagaag cagagcggaa aatataacct cctgtccctt ctacttcaat
  4253101 ttggagtagt tgttgccttc ttttattgtt ttttattttc cgagaaaccg cacgcatttc
  4253161 atcatacggc atataaacga catatttccc ggtaaattct atatttgctg tcaatttcgg
  4253221 ccctttcgta tcaattgcct cttttacaac ttgtacgagt accgcttgcc cttcatgtat
  4253281 acgataagca gacggtacat catcatacga aagatacgca tgtttttcta aaccgatgtt
  4253341 tacaaaagct gcgttcattc cagcaatcgt tcttacaata cgtccaatat aaatatgtcc
  4253401 aacaatctct tgttcttcat ttcgtttcca taaaaactca acaattttct tcttctcttc
  4253461 aattgcaacg cgtttttccg atccagcgta gttcatatat aacgttttca aaattctttc
  4253521 ctcactttat aatcttcttt gcttttacaa taataaaagg ttagtgctaa cgtcaacact
  4253581 aaccgattaa ttcttcaaca gatgaagttg ttcgtttttc agtaaaatac gcataaagca
  4253641 attcattttc atccaatgtg taatgttctt tatattttcc atggacaata atagagtgct
  4253701 tatatcctct acgaaatttt gtgaagattg tatataagcg atcttctgtt ttcacctcaa
  4253761 tcggcgcaat cttttcaatt cctcttttgt tcccataata acgttctaat aaaaaacgca
  4253821 taaaggcata tcgtctttgt ttccattctt gatataacga caccgctaaa aatatgagca
  4253881 gtacccacat cataatatta ttactattcc aaagtaactg ccaccctagt ataacactaa
  4253941 aaaaaacaca tgataatttc atcatctttt catgtgcttg taaataagga aaacgatatg
  4254001 ataatacgtt aaacaatact ttcccgccat caagtggcca aataggtagt aaattaaatg
  4254061 ctaaaataat tatattattc cacataaaga aataatataa ttccgcatga agccaaccag
  4254121 cttcaaacaa catatagcct atcgccatca tccaaatatg ttgaataggt cctgcaatta
  4254181 cgacaacaaa ctcctctttc aatgacttat tcccatgttc ctcaagctca gctacaccac
  4254241 caaacggtaa aagttgaatt tttttgatgc gccaattata gtgtgccgct gcaaaagcat
  4254301 gcccaagttc atggataaga acgatacaaa ataacagtag taactcttta aaacgtgctg
  4254361 taaaaatacc aatgacaata ataacccaaa acaacggatg aactgaaatc ttcgttaaaa
  4254421 cctctctata tttaatcaaa tgaaatcacc tgaatgggat caataaattt ttcatccttt
  4254481 tttattgcga aataaaactt accattttta tcgtttgtat cattactcac cgttccaatt
  4254541 ttttgtttct ttgaaacgta atcatataat ttcactgaca tatcatttaa atttgcatac
  4254601 catgactccg tgccatctgc atgctgaatt tgaactgtat taccaagttc ctctttcttt
  4254661 cctgcaaaaa caactagccc ttcattcact gactcaacag ttgcatttgt agctgtttga
  4254721 acaaatacac cttggccatt tttttgaaac ccttgcatca cctttccgga agcaggaatt
  4254781 gcataatctt tttgctgaat gttcccttct tttttctcat taggcgaata gaacacgaga
  4254841 ggttttccaa actgtttttc gtaccatttc gctacagtag caaattgaaa ttcttctttc
  4254901 atcacttttt ctgtaacagc tttcgcaccg tcaaaagaag aaggtgcatt cttatataaa
  4254961 atagcgacag aaagaactaa tattgctgat aacaatactt tgaagaaaaa cacttctttt
  4255021 cgaaataaag gatgaatttc cttttctcca tcttcaataa atactgtttc actatcaaaa
  4255081 ttctctccag caaaatactg ctcttcctcc atcctttctt gctctgcctt cctcttcgca
  4255141 atccgttttt taatttcttc tacacgtcta ttcttcatac tgtctccttt ctttcgttca
  4255201 gctaatttac atagaaacag ttgtatacag tttgtacata tgtatgagct aggaaaggaa
  4255261 gatattcgtg tgaagaaaaa agaaagcact ccgcaaatat gcgaagtgct tttaacggat
  4255321 tccaaagaag tttttcatct ttgtaaatac cgataccttt tcttgttcaa atgcttgtaa
  4255381 tgggacattc tcacccaaca agcgtcttgc aatattacga taagctaacg ctgcttttcc
  4255441 gctcggttgc aacgctacag gttcacctgt atttgtagca cgaataactt catcatcatc
  4255501 ttcgacaaca ccaagaagct cgattgacaa tgtacgtacg atttcatcaa catctaacat
  4255561 atcctgttca tgaagcatat gactacgcac acgattaata acaagtttcg gtggttcaat
  4255621 atcctctttt tctaaaagcc cgataatacg atccgcatcg cgcattgagg atacttctgg
  4255681 cgtcgtaacg acaattgctt tatccgcacc agctaccgcg tttttaaatc cctgctcaat
  4255741 ccccgcagga caatcaatta atatgtaatc ataatcttga cgtaatactt gtattaattc
  4255801 atccatttgt tcaggtgtta ccgctgattt atcactcgtt tgtgctgcag gtaataaata
  4255861 aagatcgtca aaacgtttat ctttaataag agcctgaggt aaacggcaac gcccttcaac
  4255921 gacatcaaca agatcaaata caatacgatt ttccagcccc attactacgt ctaagtttcg
  4255981 aagaccgata tctgtgtcaa ttaaacacac tttctttcca gataacgcta aggctgtccc
  4256041 aatgttcgca gacgttgtag ttttacctac accgcctttt ccagatgtaa ttactattgc
  4256101 ctctcccaca gctatacaat tcccctttct aactttgtta aattaggtct aagatgagtg
  4256161 agaagttgca gtcgatcgac aacaatgtga ttgttctcat taatatacgc acattctgcc
  4256221 gcctccgctc cgtcttcttt ctcttccgga gcccgcattg ccacatcact aattcgaagt
  4256281 tgcatcggat tcataacaga tgcagcgatt acagcatctg aatccccata atacccagca
  4256341 tgcgcaattc ctcttaatga tcctacgaca aaaatattcc ccccagcgat aaccgttccg
  4256401 cctggattaa catcaccaat taacaataaa tttcctttta catgtaaaac ttgtccagag
  4256461 cgaacaattt tggaaatagg gacgatttct gtttcttctt tccaagctat tgcttcctct
  4256521 ttcgtgataa catcactttc aatcgaatcc acaacgagat tctttttatt acgaattaac
  4256581 gtacgaatct cttcttgttg gacttctgtt aaataacgat tccccacttt cacatgcact
  4256641 tcaattaaag agcgtccatc accatcatag taatgtgtag aaagcttttc atccaattcc
  4256701 ttcaataatt cagagaatga acaacaatca tctaaatgaa gcgttattcc gtcttttgtc
  4256761 ccttttattg ttacattttg ttgctttttt tcttccacta aagttcaccc caccgattca
  4256821 attcgacata aaattagaaa atcctttttt ctttttcttc catcgctttt gaaagacgca
  4256881 ctaaatatcg tctcagtggg aaacaaacta tgaataagaa aattgcattt agcaataaag
  4256941 tagaaaggag acgatctgtg aaaaagacat acgccgacat atgagtacgt cctaacaaag
  4257001 ttaaaaatcc atacacataa tactctagtg ctgcaatgct agctagtacg atagagacaa
  4257061 caataaataa attcaattgt aatatcttca tcacactata tactaaataa gctacaatcg
  4257121 gatatgcgaa aatatatata ccgacaagtt ctgtgtatac ggtatcaaat aagaaaccaa
  4257181 ataatagtcc gtaataaatc ccttggaccg gactatagta cacagtaaca aaacataaca
  4257241 caatgataaa gaaatgaggt gctgctatac tgtctttcca aaaaactgct gttggaacaa
  4257301 tagtagcaaa catattttca aataaaaaaa caaaaaggag caaaagagga agagctgctc
  4257361 tttttaaaat cttcatcatc tcttctcccc ctcctattct aatggcgctg aaggcgtttc
  4257421 acgtttcgca accataatat gctctacgtc atttaaatca gcggcaggtt ttacataagc
  4257481 tgtttttgtt aaaccgtatg gatccggctg aacatcaacg atttttccaa ttacaagacc
  4257541 tttcgggaaa atatcaccaa gtccagatgt tacaactagt tgatcaggct ctacttttgc
  4257601 atcagaacca atctttgtga aaagaagtaa gtgcttttct ttgtcataac cttcaatcaa
  4257661 tccaaagatt ttctcattac cttgtacgat agcagaaaca cgatttgttc ggctcataga
  4257721 gcttaacaat tctactgatg atgtaaactg agatacactt ttcactcgtc caactaaacc
  4257781 ttgtgaagtt actacagcca tatctttttt aattccttgc tgcgcccctt tatcaattcc
  4257841 aactagatcg taccatttat ccgggttacg agaaacgaca gtagctggaa tttcagtata
  4257901 gtcgctaggc aactcttttt tacccgttaa ctcttgtaat ttccttttat catcttctaa
  4257961 ttgttttact tgacctgata actttccgta attatctaat tttgctttta attctttatt
  4258021 ctcttcatac gtgcgcttta catcctctac attttcgaag aatccagcta cgtatttcgc
  4258081 tggcttttgg aatacacgtt ctacaacacc gacagtgtct ttaacaaact gctctggcca
  4258141 tgttaaactg ttccgttctt tcaatgagat tccaatcaat gccacgagaa gaataatact
  4258201 aactaacaaa acaattaatc ttttgtttaa gaaaaactgt ggcacgttca caccctctta
  4258261 atttcattga tttttatttt gcgatattat cgagcagcag ttttgaaaag atcgatattg
  4258321 tctaatgctt tacccgttcc aattgctacg caatctaatg ggtcttctgc aacaagcact
  4258381 ggcatatttg tttcttcact aatcacttta tctaagttac gtagtaatgc tccgccacct
  4258441 gttaatacga taccacggtc cataatgtct gccgctaatt caggtggagt tttctctaac
  4258501 gtatttttaa cagattctac aattgcatct actgtatctt ttaatgcatc tgcaatttct
  4258561 tctggttgaa ttagcactgt ttttggtaaa ccacttacta aatcacgacc gcgaatttcc
  4258621 ataggttcga taccttctgg ctcgcctgca gaaccaattt ctaattttaa tgcttcagct
  4258681 gttctttcac cgatcattaa gttgtagctt ttcttaatgt actgaatgat tgaatcgtcc
  4258741 atatcatcac cagcaacacg aactgattga cttgttacaa taccacctaa agaaatgatt
  4258801 gcaacttctg ttgtaccgcc accgatatca acaaccatac taccagttgg ttcccaaaca
  4258861 ggtaagttcg caccaattgc tgctgcaaat ggctcttcga taggataagc atcacgagca
  4258921 ccagcttgac gagtcgcatc gattactgca cgtctttcta cagctgtaat accagatggt
  4258981 acacatacca ttacgtatgg tttacgtgag aagaatccat ttgatttttg agcttgttga
  4259041 atgtaatatt tcatcattgt tgctgtcgtt tcgtaatcag caattacacc gtctttcatc
  4259101 gggcgaagtg ccacaacgtt tcctggtgta cgaccaatca tttgttttgc atcgctacct
  4259161 acagcaacga tttgtttcgt atcagtttgt aacgctacta ctgaaggttc acgtaacact
  4259221 acaccttttc cttttacata tacaagcgtg ttcgcagttc ctaagtctat tccaagatcg
  4259281 cgagtaaagc caccaaatcc aaacatatta tttatcttcc tttcttgttt tcacggactc
  4259341 atttttttct tactttatat tataaaaaca gtacgttttt tatatcttta tcctttttgt
  4259401 agataatttt ctacaaaaaa ctcataaatc acattataaa acaaaataag taaaaagcat
  4259461 agtcttaaat atgacctttt tcctttaaac tcacgaattt atggtcacct attataatat
  4259521 ggtcaagcac ttcaattccg ataattcgac cgcattctac taagcgtttc gttacttcaa
  4259581 tatcttctcg gctcggcgcg gggtctcctg agggatggtt atgaagacat atgatagagg
  4259641 ctgctgcacg gcgaaacgct tctttaaaaa cttcccttgg atgtacaatt gatgaattta
  4259701 aacttccaat gaaaatcgtt tgcctatgta tgacttgatt ctttgtgttc aaatataaac
  4259761 atacaaaatg ctcctgctgc aagaagcgca tttcttccat catgtatgtg gcgcaatctt
  4259821 ccgggcttcg aatgctgtat ctattttgat attctaaacg caccattctt ctaccgagtt
  4259881 caaaagcggc tataagctga gttgcctttg caaccccgac accatgtata ctgacaagct
  4259941 cttctaacgt tgcatctttc agcatacgta aaccatcaaa gtgatgtaaa attttatctg
  4260001 ataacttcaa aactgattct tccttagaac ctgttctcag taacactgca agaagctccc
  4260061 gatttgataa acttccagct ccctctaaca ataaacgctc ccgtggctgt tcttctttga
  4260121 caacatcacg aataccgttc atttctccac ccctttattt gttctctcaa agaaaatccc
  4260181 atgcaatttt acgcatgggt tacatcaata ttaaattgtt ttaattcccg aacaagacgt
  4260241 gaaattggta atccaactac actatagtag tccccttgaa tatgttgaac aaaaatagat
  4260301 cctttacctt gaattccata acttccggct ttatccaaag gctcttttga tgcaacgtat
  4260361 gcgtcaattt cctcttctgt taattcccaa aacgtaactt ctgtacgctc ataaaaagtg
  4260421 actgttttgt cttttgctat aattgccaca ccagtataca cttcatgtgt tttccctgat
  4260481 aataattgca acatttcttt cgcctcagcc ttattagatg gctttccaag aatacgcgat
  4260541 tcatatgtaa caattgtatc tgcacctaac acaatatgat cactgttatt ttctgctacc
  4260601 gcagatgctt tttgcagggc gagggacata acaatatcag aaggtgatga atacgcacca
  4260661 atcgtttctt ctacttcact tacaataatt tcaaatggca cacccgctaa ctcaagcaat
  4260721 tccttcctgc gaggtgatcc tgaagctaaa ataatttttc tcatattttc tccttccttt
  4260781 ctcacatgaa gcagaatcat ttacaacaat cgtatcaaag gaatagtttg tccacaaatg
  4260841 aaaggaatat tattttctct aaacaaaata atattcctta ctaaaacacg attatatttc
  4260901 tgtcatagag aaagcacttt actctaaaca caaaagaaaa gaaagaagta cctatacttc
  4260961 ttccttcgtc atttcattat cctattattt caccttttgt gaaacaattt tttcatatga
  4261021 aagtatacca tcaatgataa cttgatttaa tttcgccaaa gattccttat cactttttcc
  4261081 gtccttcact gtttgcacag ctactgacgt gtacatatac aatttcttcg cttcttcctg
  4261141 cttcatactt ttcccttctt tttcaatcgc tttccacact ttttcgattg tacctatatc
  4261201 ttttgcatta ctttttccac tagcttgtac gctagaagca tattttgcta aatgagtata
  4261261 taatggctgt acttttgtta aaaacgcccc gacttcttta tcatctttca gtaacgcttt
  4261321 atctgttata tcccagtcct ttttcaatac ggagacatta tcatttttat actgcgtcat
  4261381 taattggttt attccttgtt catcgctagc aatgccaaca actaatgcat acttatcacc
  4261441 gctcggtttt aaagctgcta cgcctccatt acctttccac tcttcaagag cagcctgtcc
  4261501 cttttcttca gaagaataca ttcctccttg aacaaaaaag aatttcattg gatttaatga
  4261561 tgttcctgtc tgtgcttttg ttttttcctc ttttggtgct tgtgtttgtt ctgccgttcc
  4261621 acccaccttt gattcttcat tttgcatctg cttcgaaact gttacttcgc ttccacctgt
  4261681 cgcaccttgt cctgtaagta actgcagcat tcccatccca aacgccgtac caataacaat
  4261741 cgcagttgca acaattgcaa ttaacgtatt gctccacttc tttcgttttt tttccgtaga
  4261801 cgccactttc gctttttgaa acggaacaac gtttttcggt ctttcacttt ctattaccat
  4261861 ccagtcaaat tcatctttct tcttctcctc atacttcgct tctgttccat tcactttcac
  4261921 tgagatcgtt cgtgattgct tgtccataca ctcacacctc acctcttatc gttgtccgca
  4261981 tcatatcata ttcttttcac aaaaaaacga gatatttgtc agagaaattc gccaaataac
  4262041 cctatatatt tatcttatat gtatgcattt gacttcattt gtagaacaaa aaaactagat
  4262101 agcaaagact atctagtttt tctcgcgaat atattttcga acttccgaaa tgaaataaag
  4262161 agaacctgtt atgataaaaa catcattttc tccaatcatt tcaaccttcg tatcaattgc
  4262221 ctctttccaa ttttcaaaaa ctaattttga ctctttcttt gcatacgacg caagctcgcc
  4262281 tgctgaaata gcacgatcaa aggcgaatgt tgtaaaaata atttcatcgg caatggtttc
  4262341 taattgacct accatattat gcaattgttt atcaccaaga gcagtaaata aaactattac
  4262401 gtttttatct ttgtaatgtg attctaccgt tttcacaagg ctttcaatac cttctgggtt
  4262461 atgagcacca tctataataa tatctggatt actttgcaat ttttcaaagc gccctaccca
  4262521 atacgcttcc tgtaatccag ttcttatttc ttcttcctca attaaaaatg ataagtatgt
  4262581 ttttacatac atgactgcca taagtgcaag tgctgcgttt cctacttgat ggctgccttt
  4262641 cattgcgatc cgcacatctt caaaagaggc gaaaggacaa gtgaaatcaa actgttcgcc
  4262701 attttcacta gactgtttat gtaacgctgt aaaatggttg cccatctcat ataagtttgc
  4262761 acgattttcc tttgcaactt tttgaatgac ttgcaacgct tcctcatctt gcacaccagt
  4262821 aataaccgga acaccagact taataatccc cgccttttca tatgcaattt ctcctagtgt
  4262881 attacctaaa atgtgcatat gatcgtggcc gatattcgta ataatcgtga gaacaggatg
  4262941 aatcacattt gtagagtcaa aacgccctcc aagtcctgtt tcaaataaaa caacatcaca
  4263001 gaaattaact ttaccgaaat aacaaattgc cataacagta ataatttcaa actcagtcgc
  4263061 ttcccctaaa tccgtctcgt ctagtttttc aacgactggc tttaccatct ttacaagttc
  4263121 agtaatctct tcatctgcaa ttggtgttcc gttcacacta atacgctcgt taaatgtttc
  4263181 aatataaggt gaggtaaatg ttcctacctt atattttgcg tcttctaaca tgtagcgcat
  4263241 atatgttaac gttgaacctt ttccatttgt accagcaaga tgaacacatt ttatgtggcg
  4263301 ctctggattt ccgagctctt ctagcatcca tctcattctt tctaatcccg gtttaatacc
  4263361 aaatttcaat cggctatgaa tccaccctat cgcttcttcg tatgtatgta tcacgtatgc
  4263421 tttccccttt caaaagacaa ccttcatctt tctattatac gcaaagaaaa gagactcacc
  4263481 aatatagtga gtctctaaaa aacattttta tttctcaaga tccgctagac gttggcgaac
  4263541 tgcttcgcgt ttttctaggt aatcttgctc tttcgcacgc tctccttcaa taactgctgc
  4263601 aggagctttc gctacgaaac cttggtttga aagtttcttc tgtacacgtt ctacttcttt
  4263661 atcgaacttc tcaagctctt tctcaagacg cgctctctct tcatcaagat tgataagatc
  4263721 agctaacggt aagaataact ctgcacctgt tacgattgca gtcatcgctt tttctggcgc
  4263781 ttgtaaatcc gtttgaattg ttaattcact tgggttacag aaacgctcaa tgtaagaact
  4263841 gtttttcgta agttgagcaa gtacagcctc atcttttgct ttaatttgca tttgaacttt
  4263901 tttgctcatt ggcgtattaa cttctgcacg gatgttacga acagagcgaa tgatatcaac
  4263961 tagaaggtgc atttctgccg cagcttctgt atcttgtaaa tcttcgcgaa ctgttggcca
  4264021 cgctgctact gtaatagatt cgccttcgtg cggtaaatgt tgccaaattt tctctgttac
  4264081 gaatggcatg aatgggtgta atagacgcat tgtttggtct aatacgtaag ctaaaataga
  4264141 acgagttgtt ttcttagctg cttcgtcttc accgtataga ggaagtttcg ccatttcaat
  4264201 gtaccagtca cagaaatcgt cccaaatgaa gttgtataat gaacgaccag cttcaccgaa
  4264261 ctcatattta tccatgttac gtgttacgct ttcgattgtt tcatttaaac gagttaaaat
  4264321 ccacttatcc gcaactgatt tttcaccagt taaatcgatt tcttcatact tcatgtcatc
  4264381 catattcatt aatacgaaac gtgatgcatt ccaaatttta ttaatgaagt tccaagtaga
  4264441 ttctactttc tccatgctga aacgtaaatc ttgacctggt gcacttcctg ttgataagaa
  4264501 gaaacgcatt gcatctgcac cgtacttctc gataacgtcc attggatcaa taccgttacc
  4264561 aagagattta ctcatcttac gtccttgctc atcacgaact aaaccgtgaa ttaatacatc
  4264621 tttaaatgga cgctcgcctg taaactctaa accttggaaa atcatacgag atacccagaa
  4264681 gaagataatg tcataaccag ttactaacgc atctgttgaa tagtaacgtt taaagtctgc
  4264741 tgcatcttca tttggccaac caagtgttga gaatggccat aacgctgaac tgaaccatgt
  4264801 atcaagtacg tcgttatctt gattccagtt ttcaatatct gctggtgctt ctgtacctac
  4264861 gtatacttca ccagtttctt tatgatacca agctggaatg cggtgtcccc accataattg
  4264921 acgagaaata caccagtcgt ggatattttc catccagcgt aagtatgtgt tttcaaaacg
  4264981 atctggtacg aacgttactt tctcttcttc tttttgttga agctcaattg ctttttctgc
  4265041 aagtggagcc atttttacga accattgtgt tgacaagtaa ggttccacaa ctgcaccact
  4265101 acgctcacta tgacctactg aatgcatatg aggctcgatt tctactaata cgcccgcttc
  4265161 ttgtaagtct tttactaacg ctttacggca ttcgaaacga tccatgccgt tatacttacc
  4265221 agctttttcg ttcatcgatc catcttcgtt cattactaag atgcgtggta agtcgtgacg
  4265281 gttacctact tcaaagtcat tcgggtcatg tgctggtgta atttttacaa cacctgttcc
  4265341 aaagtctttt tctacgtact catcagcaat aatcggaatc tcacgaccta cgattggaag
  4265401 tgtaactgtt tttccaatta aatgtttgta acgatcgtct tctggatgaa ccgctactgc
  4265461 tgtatcacca agcatcgttt ctggacgagt tgttgcaaga cgaatgtgtc cagaaccatc
  4265521 tgttaacgga tagttcatat ggtagaatgc accttgaact tctttatgaa ttacttcgat
  4265581 atcagaaaga gctgtgcgtg ttgctggatc ccagttgata atatattcac cgcggtaaat
  4265641 taagcctttt tcgtataatt gaacgaatac tttattaacc gcatcagata aacctttgtc
  4265701 taatgtgaag cgttcgcgag aatagtctag tcctaaacca actttccccc attgttgacg
  4265761 aatatgagaa gcgtattctt ctttccattc ccaagccttt tcaaggaatt tctcacggcc
  4265821 aagatcgtaa cgtgaaatac cttcttcacg aagtttccct tctactttcg cttgtgttgc
  4265881 gatacccgca tggtccattc ctggaagcca taatacatcg taaccttgca tacgcttcgt
  4265941 acgagttaaa atatcttgaa gagttgtatc ccaagcatga cctaagtgta acttaccagt
  4266001 tacgttcgga ggtgggatta caattgtata cggttgtttc ttctcgtctc ctgttgcttc
  4266061 aaaatatttg ccttctagcc accactgata aaggccttct tcaacggaca tatgatcata
  4266121 tttagttggt aaattctttt ccgtgtttga cattattttc cctccttaaa ataaaaaatg
  4266181 tccctcatcc aaaaaaggac gagggacatc gcggtaccac ctttatttac aaacaaatcc
  4266241 aggaatttgc ttatactctt aacttgataa cggacaaatc cgtcttttcc taatgagaac
  4266301 tattccgttc agaaaagatg ctccagggct accttctaac ataactatct agagaatctc
  4266361 ccagctaatg attctcctct ctgaagacgt ttcttgttat actcttcccc ttcaaggcat
  4266421 ttatatgatt gttaattatt atatacaata gtgtaaaaaa cgaaacctta ttcgtcaaga
  4266481 taaatttaag actaccacat ttcgagctaa taaaaaagaa gataagtagc atcctctact
  4266541 tatctccttt atccgttccc ttgctgggca gcttgtaatt gcgaaaggaa atattctata
  4266601 ttactaacga gccaatgcgc ttgttgcaag ctctttactc cgagaagttc attttcctca
  4266661 ttacgacgct ctcttctttt cttataagac tggatttgcc ggataaattg cgatggatac
  4266721 gtcatatacg caaacatgag tagttgctct tctttcgtaa aagggaaatt tttttgatac
  4266781 atttgatacc attcaaaccg atcacttcgc gcaattggat atgtgtttaa cgaccgagaa
  4266841 taaaacccta caatatcttg cacaggtgtt gcaaacttcg atttttccaa actaataaaa
  4266901 tagccgttcc gttcataatc aaataaaaag tggttaagtg atacgttacc atgcacaaaa
  4266961 gtaatgcgtg ttgtctcttt ttctttcatc gcatcgttcc actcatttaa ttgcttcgtt
  4267021 gcaaactcac gcgccctcat tacatgatga tagtacgtac aatattgcag ttcaaatgga
  4267081 gacatatacc acttcgcttc cgattctaca agaaactctt ctaacatctc tccatcactt
  4267141 tcccagcgat cggatatatt tgtataatgt ttttctaaat cctcttctgt atacgtttct
  4267201 tcttttaccg ttttttgatg caacgttccg agagtctgaa acattttatg gtattgatca
  4267261 ttatcttcgc cgttcccttc cgcacgttct aaccaaggca ttaaataata attatacgta
  4267321 ccgtcactta aaatataatt tccgtccgtc gcgtggtata taggtacata atttgaaaaa
  4267381 cctttctcct tcaaatattg aatatgatgc agaaagttat tccgctctaa cttcccgcct
  4267441 tctattttct tgagcgcata tggaccttga ttcgtataaa ttttcgttac gcttccgtgc
  4267501 tcttccatat gctgcgtatc caatctatat tgccttacaa tgggttcata gcgatttcgt
  4267561 aattccatat ccatacgaat aaccctttct attcaaaaca tagcctttag aaaaataagt
  4267621 gagtgaaaac actcacttat ttcgcttttg ctcttgaaac aggaatataa ataatttgtc
  4267681 ctgtagttaa atatatatct tctgtttgat tgacacggta taagttttgt acagatgttt
  4267741 cataacgttc tgcaaccgat tcgatcgtat ctccttcttg cacgaaatac attcttaact
  4267801 ttgtaaattc ttcttccggt tctttcgtaa ataatttcgt taaatacagc gcattttcat
  4267861 ctcgctgtga atacgtttcc tcttcttgtt cttcttgttt tttcgcttgt tctttcttga
  4267921 aatcttttcg tccgaacaat tcaaattgcg gcgttgtttc tttctcctct tcacgctcta
  4267981 caaattcatg ttcttctatt tcctcttcct ctacttcctg ctcttttctt tcttctagtt
  4268041 ggaacggttc aaatgcataa tcttcccact catctgattc cttataaact ggttcttcta
  4268101 cgtgcggcgt tggtctattt tcctcctctt gtgctgagtc aacttccaac tcagcatacg
  4268161 ccgtttcttc ctcttcctct tcatcctcga tgcgttcttc atcacataaa cctgtaatag
  4268221 atatatccgc taataattgt aagcaaccat tttcctttag ttcataatca aattcctcga
  4268281 tggatacata tagttcttca attactttca cacggtttct tgggattgat atttcaagcg
  4268341 gaaaggaatg aacaagttca ttaaccccat cttctcttgt ttctacataa tctattgact
  4268401 tcgctggcga tagatctctt aatgaataag ctgaatcatc ttgccttgca acatactctc
  4268461 ccgttaaatc taattgccct ctcacaataa cctcatgatc aagctcttct atctcaacgt
  4268521 ctggatctaa cgaaattgac aaaagttctt cgacttcctg tcctttttgg aaccaaacag
  4268581 attcttttaa tgaaaaacgt aatgaatgat ctgttgccac ttcttttccc cctcccaaac
  4268641 tatatgtcat tacagattta tgtacggaaa gctgacttta tgaataaaaa aaatcgctcc
  4268701 ccttatggag agcgattttc tttattcaat taagctttta attttgacat tgcaatttcg
  4268761 gccgctgcaa tcgtcgcttc aatatcagca tcactatgta ctgtcgataa gaataaacct
  4268821 tcgaattgag atggcggtaa aaatacccct tgttctacca tttcacgata gtaagccgca
  4268881 aagaattgta agtttgaaga ttttgctgca tcgtaattaa taactggttc atctgtaaag
  4268941 aagataccaa tcatagaacc agcacggtta atatgatgcg gaataccatg tttttcagcc
  4269001 gctttacgta agccagcttc taacatttca gctttacgct cgaattctac atatgattct
  4269061 ggcgttaact gtactaacgt ttcataacct gctgccattg caagtgggtt acctgataaa
  4269121 gtacctgcct ggtaaatcgg tccgctcggt gcaacttggc gcataatttc tgctttacca
  4269181 ccgtatgctc ctaccggtaa tccaccaccg attactttac ctaaacaagt taaatcaggt
  4269241 gttacaccgt aataaccttg tccacaatta taagcaactc ggaatcctgt cattacttca
  4269301 tcaaaaataa gcaatgcacc attttgttct gttacttcac gaagaccttc taaaaatcct
  4269361 ggttgcggag gaacaacacc catgttccct gctactggtt ctacaatgac acaagcaata
  4269421 tcatcgccga attgctcgaa agcgtatttc acactttcta aatcgttata cgctactgta
  4269481 atcgtatttt tcgctacacc ttctggtaca ccagggctat ctggtaaacc tagcgttgct
  4269541 acaccagaac ccgctttaat taataacgag tcaccatgac cgtgataaca accgataaat
  4269601 ttcaaaattt tgttacggcc tgtataacca cgagctaaac gtagcgcact cattgttgct
  4269661 tctgttccag agttaaccat acgcacaatt tcaattgacg gtacacgctc aataacaagt
  4269721 ttcgctaatt tattttcaat ttccgttggg gcaccgaagc ttgtacctct ttccgcaaca
  4269781 gcttttaaag cctcaacaac acgatcattt gcatgtccat gaattaaagg accccatgat
  4269841 aatacgtaat cgatgtattc attcccatcg atatcatata ctttagagcc ttttccacgc
  4269901 tccataaaca acgggttcat accgacagac ttaaatgcac gaactgggct atttacgcca
  4269961 ccaggcatta aatcttgagc ctcttcaaac gctgcaatcg acttatcaaa ttttctcatt
  4270021 atttagcgcc tccttcttgt aaccatcttg ctgcatcttt tgcatgatac gtaataatta
  4270081 aatctgctcc tgcacgtttc atactaatta atttttcaag tacaacttct ttttcattaa
  4270141 tccaaccatt ttgcgctgcc gctttaatca ttgaatattc accgcttacg ttataagcaa
  4270201 cgactggtaa attaaagtta tttttcacat cacgaacgat atctaaataa gaaagagctg
  4270261 gttttacaat taagaaatct gccccttcca ttacatctga ttctgcttca cggaatgctt
  4270321 ccatgcggtt cgctgggtcc atttgatatg ttttacgatc accaaattgc ggtgcaccgt
  4270381 gtgccgcatc acggaatggt ccataaaatg ctgatgaata tttcacagcg tacgacataa
  4270441 ctggtacatg tccaaaacca ttttcatcta atgcgtggcg aattgctgtt acgaatccgt
  4270501 ccatcatgtt tgatggcgca ataatgtccg ctcctgcttt cgcttggctt acagctgttt
  4270561 ttgcaagaac tgcaagagac tcgtcattta aaataatacc atcttcaatt acaccgcaat
  4270621 gaccatggct tgtaaattga cataaacatg tatccgcaac tactactaga tcggggaatt
  4270681 cacctttaat ttgctgaatc gcgcgttgca caattccatg atcacaatat gctgatgatc
  4270741 caacttcatc tttttcagca ggtaaaccaa atacaataac agaacgaata cctaaatcaa
  4270801 caacttcttg catttcagct tgcaataaat ctaaagacat ttgatatacg cctggcatag
  4270861 aaggtacttc attacgaaca ttttcacctt ctaatacaaa aatagggtaa ataaaatctt
  4270921 ccgtatgtaa aaacgtttca cgcacaagcg cacgcatgcc cccgctttgt cttaagcgac
  4270981 gatgacgatt aaattgtaaa gagttcatag atttctatcc ccattctttt attttataga
  4271041 ttcacaaacg cattgtagta atgcttctac agtgtactct ttcggcataa taacatgcgg
  4271101 aaaataaagg ctcgcctctt tttccgtaat aggccctata caagcaattg tacatttttt
  4271161 tgtccattct ctccagtttg taccctcaag taaacgaaca aaactagtaa cagttgaagg
  4271221 gctcgtaaat gtaataatgt ctactttccc taacttcaat gctgctataa gctcttgctt
  4271281 tttttctata ttcactttcg taccgtatac gattagctca tctagagaaa caccaatttc
  4271341 ccgaagtgca accggaatta cctctcttgc taaattccct ttcggaaata aaatacgttc
  4271401 gtttccactt aatcttttta caaactcttc tgcaaatgct tctgcaacaa atgaagttgg
  4271461 aacaaagtct acatgatagc ctcgcttttc taactctaac tttgttttca cgcctactgc
  4271521 agcaatttta gtcgttacgg gtagcttctt tcctaaacaa tctagaaaaa aagctacccc
  4271581 atttttactc gtaaaaataa cccaatcata cgaatgtaac tgccctgcta tatgttgaat
  4271641 ttgcctatga aacatacctt ccatacgcaa aagcggaatt tccaatggaa ttccgctctt
  4271701 ttctttcacc gctacactca tttgttttgc ttggtgctga gcacgtgtaa tcaataccgt
  4271761 tttgccagcg agagcgttca tattattgtt gccccttatt tgcagcaaga atgagttctt
  4271821 ttgcgccttg cttaattaaa cggtccgcag cctctaatcc tactttctct ggatcagttc
  4271881 ctactactgt ctctttcaat aaaacagaac catccataga cccgacaaga gctgttaatt
  4271941 cgattgcatc gttttctgta atagttgcat atccagcgat cggaacttgg catccacctt
  4272001 caagtttatg aagaaatact cgttctgctg ccactgtttt ctctgttact gcatcattta
  4272061 tatgcgctaa caactgtagt aaatccttat catcctcacg acactcaatc gctaatgcgc
  4272121 cttgtcctac agcaggtaca cataacgtct catctaaatg ttctgtaata acttcattat
  4272181 cccagcccat tctttgtaat cccgccgtcg ctaaaataat tgcatcgtaa tcttcttctt
  4272241 ttaatttgcg taaacgtgta tcgatatttc cgcgaatcca cttcacttgt aaatctggtc
  4272301 ttgcagcgag cagctgtgca ctacgtctta aactactcgt acctaaaata gcgccttctg
  4272361 ctaactcttt atacgacgct ccactttttg agataaaagc atcacgaggg tcaacacgct
  4272421 ttggtgtaca accgatcatt aatccttctg gaagtacggc cggcatatct ttcatactat
  4272481 gtacagccat atcaatttct ttcgtaagta acgcatgttc aatctctttc acaaacaaac
  4272541 cttttccgcc tacttttgaa agagtaacat ctaaaataac atcacctttt gtgacgattt
  4272601 ctttcacttc aaattcatat ggtaaaccta gcgcttttaa ctgatcaata aaccagtttg
  4272661 tttgcgttaa tgctaattta ctctttcgtg accctacaat aattttgcgc ataattttct
  4272721 ctcctcatta taaataccaa aagtggaagt tggataaact gcttaataga aaaatattaa
  4272781 ttagcattac gagaaatgcc ccaatgttcc actgcacgat tttcttccct tgcaacacgt
  4272841 ctgcagctcg taaatatagg cccgcacaat atacaaatag aacgacaaaa gacccgatta
  4272901 ctttcgtatc ataccaatgg aaattgtcca attttgtata tccccatatg catcctaata
  4272961 aaatagctag taagaaaaat ggaacagaaa ataaatttaa tccgtaagac atcgattcta
  4273021 gcttcggtaa atttcctaac cttcttaatc tcgcattcca ttttttcttt tttaataggc
  4273081 gatattgcaa taaatacata atagaaaaaa tgaacgatac agtaaaagtt gcataagaaa
  4273141 taatagccat accgacatgt acgtatacaa gctccgaaac taattgctct gcaagtaccg
  4273201 gcgacatctt tccgagcggt gtaaaaatag aaaaagcgct tacgccaaat gcgacaacat
  4273261 ttgtaaaaaa gactaaaaag tcaatcctca taaatcgatt aatgactaaa gacatcgtaa
  4273321 tcaatagcca aacataaaaa taaatccctg ataataaggt taaaagaggg ttcgtttctg
  4273381 aatctgtagc tctaagcaac ataaaaatag aatgcagaac ccatacaatc gaaagtaacc
  4273441 aaaaagcaaa tcggttcgcc tttcggttac tttggaaata atctataaaa tataaactaa
  4273501 tgctacaagc atataaaata attgcaatat gataaataat actgttattt aaaaaactca
  4273561 tccgatcatc cttccaaatt ataaagatgg aacggatggt gtccacactc ttttatgttc
  4273621 tacttcttcc gcacgactct ctacgtcttc catttctaaa tcgaaaatct ttgcaaataa
  4273681 cgctaatttt tcgtctgctc cctcttcagc agctatttct ttcgctacta aaattgggtc
  4273741 ttttaataat tgattaataa tacttttcgt atgcttacta attacttttc tctcacgatc
  4273801 actaagattc ggtatttttc gttccagact ttccatcgtt tcactttgga tagcaagtgc
  4273861 cttatcacga agagctgata ttaacggaac gacaccaagt gtacttaacc acgttttaaa
  4273921 taaaacaatt tcctcttcaa tcataaattg aattttctct gcttctttca aacgttcagc
  4273981 acggtttgct tccactactc cttgcaaatc atcaatgtca tataagaaag aaccttctag
  4274041 ctcatcaatc gctggatcaa tatcacgcgg cactgcaata tcaaccataa ataatggacg
  4274101 gccagagcgc attttctcta cctttgtcat catctctttc gtaataacat aatccgatgc
  4274161 acccgttgaa ctaattaaaa tatcagcttc taataatgca cattgtaatt cacttaaagg
  4274221 ttttgcatgt cccatatatt tctcagccat tatttctgct tttgaaagcg tcctattcat
  4274281 aactgttact ttacgagcac cgcttccata taagttctgc agtgcaagtt cacccatttt
  4274341 accagcaccg agaataagca cgtgacaatc tgttaactcg ccgaatattt tcttccctaa
  4274401 ctcaacagca gcataactaa cagacatcgc actttcacca attgtcgttt ctgagtgcgc
  4274461 gcgttttgct aatgtaatga cttgcttaaa caattcatta aaaattgttc ctgttgcttt
  4274521 tacttgttgt gcttctaaaa agctatcttt tatttgacct aaaatttgcg tctctccaac
  4274581 taccatagaa tctaaaccgc acgttacgcg gaataaatga tctattgcac catcttgttc
  4274641 aaaaatagtt aaatatggtg cgacttcttc tatttcaagc tgaaaccaat cagctaaaaa
  4274701 tttcttaata taataccgtc ccgtgtgtaa ttgatcgaca acagcgtaaa tctcagtacg
  4274761 attacaagtt gatacaatga cattctctaa cacgctcttt tgattttgta atgtcgtcat
  4274821 tgctcgctct agctctgctg cctgaaatgt gagtttctca cgaaattcta caggggctgt
  4274881 tcgataattt acactaacaa caagaatatg cacgcagcat gtcccccttc acccgtttta
  4274941 tcactttatc tactatcata atacaacttt cctcttatga atctgacaat cgtgtgaaca
  4275001 actgattatt ttttatttat tctccgtatg taataaagga gatttagtaa aatgaataaa
  4275061 aacttcctac tttataatga ttataaatta ataactctat ttgtacgtta ccaaaaaaag
  4275121 ccctcataat caagtgatgg aaactattcc atataaatta taacatcatc tttcctatct
  4275181 tctttcatca tgaaggaaaa tatgtacgat tgttccaatt tgtagcacaa actttctcaa
  4275241 tacaatgtat ttgacattgt atttattttt cgttatatcg attttacaaa attaaattgt
  4275301 gcacaactta attagaaagg agccattcat gacagaagat tctttgcatc tagataatca
  4275361 actttgtttt tctatttatg cttgttctag agaggttaca cgcttttacc gaccgtattt
  4275421 agaagaaatg ggcattacgt atccacagta cattacttta ctcgtactat gggagcaaga
  4275481 tgggctaaca gtaaaagaaa ttggagaacg tctattttta gattccggta cgttaacacc
  4275541 tatgttaaaa cgaatggaat cattaaacct tgtaaaacgc gttcgttcca aagaagatga
  4275601 gcgaaaagtg tgtattgaat taacagaaca aggaaaagat ttacaagata aggcttgttc
  4275661 attgccgaca acgatggcaa caaatttagg aattacagaa caagaatatc gttctttatt
  4275721 aattcaatta aataaactaa ttgaaacaat gaaaacaatt aatgatagaa aaggggaata
  4275781 aacatggata aattatatac tgcttcagta actgctacag gtggaagaaa tggaaaagta
  4275841 gtatcagatg atggcatatt aaatcttgat gtaaaaatgc cgaaagcact aggtggtgca
  4275901 ggcggagagg caacaaatcc agaacaacta tttgctgctg gttatgctgc ttgttttgat
  4275961 agtgcattac aacttgtcat tcgtacgaaa cgtgtgaaag tagaaagtac agaagtaact
  4276021 gctcacgttt ctatcggaaa agatacagat ggtggtttcg gcctatctgc tgtacttgat
  4276081 gtacatgtcg ctggcgtttc acatagcgaa gcacaagaac ttgtagaagc cgctcatggc
  4276141 gtatgtcctt actcgaaagc aacacgagga aatattgagg ttacattaaa tgtacgctaa
  4276201 aagtgtataa agaaaaaaac gcgcgacatt cgtcacgcgt tttttgtttt tgtaaattta
  4276261 tgaattgctt tccatgcttc ttcttttcca agtcctgttt cagaagagaa tagaacgact
  4276321 tcatcgccac tttcaatatc aagcgtttct tttacaactt ttaaatgctt ttgccatttc
  4276381 cctttcggaa ttttatcggc tttcgttgca ataataatgg ttggaatgtc ataatgcttt
  4276441 aagaaatcat acatcattac atcatcattt gttggtttgt gacgtaaatc aactactaat
  4276501 acagctgcat ctaattgctc acgtgttgta aaatacgttt caatcatttt accccaagct
  4276561 gcgcgctccg ttttagatac tttcgcatat ccgtaacctg gaacgtccac aaaatgcatc
  4276621 atctcattaa ttaagaagaa gtttaatgtt tgtgtttttc ctggtttaga agaaatacgt
  4276681 actaactttt tacgatttaa aattttatta ataaaggaag acttcccgac atttgaacga
  4276741 cctgctaatg cgatttctgg taagtcaccg tctggatatt gttctggttt aacagcacta
  4276801 attacaatgt ctgcttttgt tactttcatt gtttcactcc tactaatgcg tgctccaata
  4276861 cttcatctaa atgagatgca agcacaaacg taaggttttc ttttacgctc tctggaatat
  4276921 catctaaatc tttctcattt tccgccggta aaataatttt tgttaaacct gcgcggtgag
  4276981 cacttaatgt tttttctttt aaaccaccaa tcggtaatac acgaccacga agtgtaattt
  4277041 cacctgtcat ccccacttct ttacttacag gaatacctgt taacgcagaa ataagtgccg
  4277101 ttgccatcgt aatacctgct gacggtccat cttttggaac tgctccttct ggaacatgaa
  4277161 tatgaatatc atttttctca tggaaattcg gatcaatctg aagctcttct gcacgagaac
  4277221 gaatatagct aaacgctgct tgtgcggatt ctttcataac atccccaagt ttccctgtta
  4277281 aaattaattt ccctttacct ggcgctacgg acacttcaat cgccagtgta tcgccgcctg
  4277341 ctgccgtata cgctaaaccc gtcgccatac caacttggtc tgttttttca gcttgcccat
  4277401 aacggaatat gtgcttacca agtaaatcaa caacgttttt ctctgttact acaatacgct
  4277461 tacgttctgc tgtaacgata atttttgcta ctttacgaca aacctttgca atttggcgct
  4277521 ctagtgtacg aacaccagcc tcacgtgtat aatagcgaat aatttcaaga agcgcttcat
  4277581 cacgtacttg taaattacct tttcgtaagc catgctcttg taattgtttc ggcaataaat
  4277641 gttcacgagc aatatgaact ttttcaagtt ctgtatagcc agcaatcgaa ataatttcca
  4277701 tacggtcaag taatggacct ggaatacttg aaagtgtatt cgcagttgct acaaacataa
  4277761 ctttcgatag atcatatggt tcttcaatat aatgatcact gaagttatgg ttttgttctg
  4277821 gatctaacac ttcaagtaat gctgctgaag gatctccacg gaaatcgtta gacattttat
  4277881 caatctcatc taataagaag actggattaa ctgattttgc ctttttcata ccttgaataa
  4277941 tgcgtcctgg cattgctcca acgtacgtac gacggtgacc acgaatttca gattcatcac
  4278001 gcacaccacc aagggataca cggacaaaat tacgatttaa tgatgtcgca atagaacgcg
  4278061 ctaacgaagt ttttccgacc ccaggtggcc ctactaaaca aaggataggc ccttttaatg
  4278121 aattcgttaa cttctgtacc gctaaatatt ccagtacgcg ctctttcact ttctcaagac
  4278181 cgtaatgatc tttgtttaaa atctcttccg aatgagcaag atcaatcata tcttccgttg
  4278241 cgtctgtcca cggaagtgct aataaccaat ccatataatt gcgaataaca ccgctctccg
  4278301 cagaacttgc tggtaacttt tcataacgat ctaattcttt cagcgcagcc ttcattgttt
  4278361 cttcaggcat tcctgactgt tcaattttct cacgaagttc ttcaacttcc ccgcccttgc
  4278421 cttctttatc gccaagttca gtttgaatcg ccttcatttg ctcacgcaag aaatattctt
  4278481 tttgcgtgcg ctccattgaa cgtttcactt tttgtccaat tttcttttct aaactaagta
  4278541 attcttgttc atcttgaata attgaaataa gtgtatgtaa tcgttctttc acagatatga
  4278601 tttctaaaat ctcttgtttc tgcttcgttt taattggcaa gtgagaagca attaaatcca
  4278661 ctaatcttcc tggctcttct acatcagcta ccgttgcaaa tgtttcattt gaaacttttt
  4278721 tcgaaacttt aatatattgt tcgaaatgct ccagtaatgt acgcataagt gctttctctt
  4278781 ctaaatcagc ttccacttct tcagttaccg ttttaataga aacttgcact acattttctt
  4278841 cttcgataaa ctctactact tctgctctat gtaaaccttc tacaaggaca cgaagcgtac
  4278901 cgttcggcaa ttttaacatt tgcttcactt tcgccactgt acctacacta tatatgtcat
  4278961 cttctttcgg atcatcgata ttcatttctt tttgcattgc taaaaagatg atattttcat
  4279021 ccattgccgc ctgctctagt gcttgtatcg atttatcacg tcctacatca agatgcagaa
  4279081 ccatcgttgg atatacgaga acgcctctta atggtaggag gggtacgatt ctttcattcg
  4279141 tattcatact agacatagca cctccataat aaattaaact cctgttcaac cattttatat
  4279201 tacaatacat ctagatgcaa ttgccgagat tctccgcaac tgtaaatccc gctttttttc
  4279261 tctcttacga aaagaaaaaa gactccgctt aagcatacaa acttaaacga agtctggcaa
  4279321 atactattat cattcattct cacattgatt gtgcatctgt ttcgtctatt gtagtatgta
  4279381 tatcaagctc tcgatgcata ttttcttgca taaatgttag ctcaaatact tcttttaact
  4279441 tacgaacagg gataatttca attcctttta ttgtgtacaa aaacggttgc atgttttcag
  4279501 caggaataat aactttctta gctcccgcct ttttcgcagc ttttattttt gcgtacacac
  4279561 caccgatagg tttcacttct ccatgtatac ttatctcacc agtcatcgcc acttcattat
  4279621 tcacatacgt atgatgcact gctgaataca cacctgttgc cattgcaatt cctgctgaag
  4279681 gcccatcaat cgggatacca cctggaaaat taatatgtat atcgtatcct tctggcaaca
  4279741 catctagaga tcgaagtact gttaatacat tatctacaga acctttcgcc atacttttac
  4279801 ggcgaattga tttcgtttga ctaccaatac tttcctcttc aacaattccg gtaacattta
  4279861 ccgatccttt atctttcgcc ttaattgctg ttacttcaat ttctaataac gcgcctgtat
  4279921 ttggtccgta tacagcaagt ccatttacaa gaccgattct tggaatagga taaatgtgtt
  4279981 tttcatactt cggtgtaagc tgactagagt gaacaaccca ctcaatatct tcatctttaa
  4280041 tgaaagaacg ttcttcattt attgccattc cagcagaaat ttgtacaaga ttaatcgctt
  4280101 ctcttccatt tcttgcatac atgccaatca tttcaatacc attttcaccg atttgcattt
  4280161 ctactttgtc agctgcattc ttcgccactt tttgaatttc ttctgtatct aactcacgga
  4280221 agaagacttc taaacagcgc gaccgaatag caggaggaat ctcctctggc gaacgtgtcg
  4280281 ttgccccaac taagcgaaaa tcggctggta aacctttttg aaagatatca tgtatatacg
  4280341 ttggaatcat cgtattctct tcactgtagt atgcactttc caaaaacact tttcgatctt
  4280401 ctagcacctt taacattttg ttcatttgaa tcggatgtag ctcaccaatc tcatcaataa
  4280461 acaaaatacc accgtgtgca tctgttaccg cacctttttt tggttgcgga atacccgctt
  4280521 gccccatcgc accagcacct tgataaattg gatcatgcac cgaaccgatt aaagggtctg
  4280581 caataccacg ttcatcaaac cgagctgtcg tcgcatccag ttcaataaat gttgcatttg
  4280641 tgcgaaatgg agattttgga tttcgtttcg cttcttctaa tacaagacgt gctgccgctg
  4280701 tctttccgac acctggtggg ccatatataa ttacatgttg cgggttcggg ccacaaagag
  4280761 ccgcttttaa cgacttaatc ccgtcctctt gccctacaat atctaaaaag gatgtaggac
  4280821 gcaccttttc cgcaagcggc tctgttaaag aaatctcacg cattttacga agctgctcta
  4280881 attctttttt cgattctcga tcaattgaaa ctttttgtgt tcgctgattt cgaagtaaat
  4280941 gccaaaaata caatccgaca attacaccaa aaacaagttg aacaagtaaa aatatatttg
  4281001 tccagctcat catttatttc ctcccgcaat gttttatctc ttagtatttc cgcggaggaa
  4281061 catagctaaa cataaagaaa aacagcaatt ataaaaattg ctgtttctcc ttcgcattat
  4281121 gcagatgttt ttgtatcaag tacagtaccg tcttgtaaca ccaattttgg tgctgcatta
  4281181 tcagctactg tttcttttgt aagaatacac ttctcgatat ctttgcgaga tggtagctcg
  4281241 aacattacct caagcattaa gccttcaata atagaacgaa gtccacgagc acctgtttta
  4281301 cgttcaattg cttttttcgc aatttcaatt agtgcacctt cttcaaactc taactcaaca
  4281361 tcgtcaagct ccaatagttt ttggaattgc ttaacaagtg catttttcgg tttcgttaaa
  4281421 atatcaacaa gagcatcttc atcaagtggc tctaggttcg caataactgg aagacgaccg
  4281481 ataaactctg gaattaaacc aaatcttaaa aggtcttctg gtaatacgtg agataaaaca
  4281541 tgcttctcat ttacatcagc atttttcttc tcagaaccaa atccaattac cttttcacca
  4281601 agacggcgtt taataattgg ctcgatgcca tcaaacgctc caccacagat gaataagata
  4281661 ttcgttgtat caatttgaat aaactcttgg tgcggatgct tacgaccacc ttgaggtgga
  4281721 acgcttgcta cagtaccttc taaaattttc agaagtgcct gctgcacacc ttcaccagat
  4281781 acatcacgtg taattgatgg attttcggac ttacgtgcca ctttatcaat ctcatcaata
  4281841 taaatgattc ctttttccgc tttttctaca tcataatccg ctgcttggat taatttaagt
  4281901 aagatgtttt ctacatcttc cccaacgtat ccagcttcag ttaaagatgt tgcgtccgcg
  4281961 attgcaaatg gaacatttaa aatacgcgct aacgtttgtg ccagtaatgt tttaccacta
  4282021 cctgttggcc cgataagtgc gatattactc ttcgctaatt ctacatcatc aattttgctg
  4282081 ttagaattaa tgcgtttgta atggttatat accgctaccg ctagtgcttt tttcgcgtta
  4282141 tcttgtccga tgacatactc atctaaaatt tcacgaattt ctaccggttt cggtacatct
  4282201 ttgaattcta cttcttcgtc tttcgcaagc tcctcttgta caatttcagt acaaagttcg
  4282261 atacactcgt cacaaatgta aacacctgga cctgcaacta actttcggac ttgtgtttgt
  4282321 gttttaccac agaaagaaca ttttaattgc cctttttcat cattaaattt aaacatattt
  4282381 tcacacccct tacaaagtgc taacctcttg ccttcgtatg tacacgataa atgtatcgta
  4282441 tgtaaataca tattatgtca ctacgtggcg agaaatacaa ataatatgac tagttatgta
  4282501 caaataaaaa gtttttaaaa cttttgaaat atgtatattc gacttattaa ggaagttttc
  4282561 cttcttcatc gaaaagtttt ataaatatat ttctatattt ataaaacaag gcacgattaa
  4282621 aatcgcgcct tgttatttta ttatgcagcg ttttctacta agaagtctac agctttacga
  4282681 actttaagat cttcagctaa agcgtctacg cttccaagag cttgcttgat agcgtctact
  4282741 ggcataccgt acatttcagc cattttttca acttctgcag ttacttcttc ttcagtaact
  4282801 tcgatgtttt cagcttcaat gatagcttca agaacaaggt tgattcttac gcgtttttga
  4282861 gcgtcttctt tcatttgctc ttttaacttg tcagcatcag tacctgtgaa ttggtagtaa
  4282921 agctcaaggt tcataccttg ttggcttaaa cgttgctcga attcacgaac catacgatct
  4282981 aactcagtgt cgatcatagc ttctggaatg tcgatttcag cgttagcagc agctaattct
  4283041 actacttcat cacgtacttt gtgctcagct tcgtgctttt tgccttcttc taagtttgtg
  4283101 cgaagttttg cttttaattc atcaagagtt gcaaccgctt cgtcagcttc tttagcgaac
  4283161 tcgtcgttta actcaggaag ttcttttgtt ttgatttcgt gaactgttac tttgaatgtt
  4283221 gctggtttgc cagctaattc agcagcatgg tactcttctg ggaatgatac ttcaacgtct
  4283281 ttagactcac cagatttaag accaattact tgctcttcga aacctgggat gaatgtacca
  4283341 gaaccgattg ctagagagta gttttcgcct tttccgcctt caaatgcttc gccatcaacg
  4283401 aaaccttcga agtcgattac agctgtatca ccgttttcaa cagttccttc ttctttaaca
  4283461 actagttcag cttgacgctc ttgtaaagat tttaattcgt tctctacatc ttcgtcagtt
  4283521 acagttgttt caactttttc tactgctaaa cctttgtact cacctaattt aacttcaggt
  4283581 ttcactgtaa cttttgcagt gaagataagg ttagcatttt tttcgaactt ctcgatgtcg
  4283641 atttcaggat gagcaactgg gaagatacca gcttcatcga tcgcttcacc gtatgctttt
  4283701 ggtaagatga tatctaaagc atcttggtat aaagattcga taccaaagcg ttgttcgaat
  4283761 aacggacgag gcatttttcc tttacggaaa cctggtacgt tgattgtttt tactactttt
  4283821 ttgaacgcag cgtcgataga gttgtttact tctttagcat caacttcgat tgttaaaacg
  4283881 cctacgttac cttctaattt ttcccatttt gcagccattt attctttccc tccaactata
  4283941 ataatgtatg cacatacctc tatagattaa gatcttcatt atctcttttt ttgaaataac
  4284001 aaaagtacaa ataatcctct agcaaaagct ttcagatata atgttccaat ctactaattg
  4284061 cctaaaagac aactacggta tattttgttc gagaataata tgaaacatat taagtaagag
  4284121 aattacactt ctcttctctt acaaacaggc agatttctgc cttttgcaac ccttacatta
  4284181 taacatagaa tatgctcgtt tcaagaactg aacgattctt tttcataatt atacgggcaa
  4284241 atatccttct ctttcaatac gtaataacca ttgataggca atatgaaact cttctaattc
  4284301 aatattatac gcagtcataa gctcttcttc atcaatagtc aacccgaaac gctttctacc
  4284361 aattctctct aaaacagcag cccaaatctc cactttatcc attaatagag cgaatgggaa
  4284421 aacgctaatt tgcaactctt tccaatatgt aaccatcgca tcaaatatat caggataatt
  4284481 ttgttctaat cgacttgata atgtatgtat aatgttatcg gattgctcct cattatgacc
  4284541 tgtaaatgcc ggaattacct tgatcgtatt tccaaacttt tctacctcta tctcttcttc
  4284601 tatttgattt tctatcattt tatataaaat agaagttttc aaataagggt gctgtttttc
  4284661 gtctactaaa aatttcttta aaacaggtaa tgcaagatct aagtctttta acgaaagttg
  4284721 ctgaatcgct cttagctttt gcccaaagtt ttctccaaac atttcattag taaattcatc
  4284781 taattcaaaa ttcgaatcga ctagtgacgt atctacttca tttaacatac cttctgcaaa
  4284841 taaagcgagc tgtgctaatt tttccttttg ttccggcatt atatctttcg tttgcaaaac
  4284901 tttttcaacg gtttcaatta cgccttcata atcatttgtt tgaactaaaa ttgtcacata
  4284961 cgtttcaaga atatcaccaa atagtacagc tcctgtctcc agcaactgtt cacatttctc
  4285021 tttcgcttct tccatatgct ttaattctaa caaacaaata accgaagcta gttctgtttg
  4285081 ttccgtttct gcattatact gacgtaatat ttcaaagcag cgcaatgcat cttcgaattt
  4285141 ccgctctttc agtgctaaaa aaccttcatc aatatagcgc gctgatagct gcggaaacaa
  4285201 tacgaccgta ttttcttttt tatccatacg tccgcctctt tttctagatt ttaattatct
  4285261 ttaaagtaaa tatatcaaat gagtaatgag aacacaacat ctcaaaaccc tttgtttgaa
  4285321 atatgaaaat atttaatttt tatatttcaa tataaacaaa tccttactta aaatttaaaa
  4285381 tgcacaaaca aaaaccctca gcgatgaaag cagaggattt atcattaatg gaaagctttt
  4285441 ataatagtgg ggtatataac aagggtaata atttggagaa caataattgc cataacaatc
  4285501 atgctaaaat agaagattgg tttacttcgc ttcattaaaa acataatgat aagcatcgta
  4285561 caagcaaaca aacttaagaa gaacaaactc gttgtcgaac taagtatacc gctcgggaca
  4285621 aagaacaata acactacact acaagtacct ataattccaa atagccattc cattcattca
  4285681 ctcattccct ttccctctca tggtagtttt tactaagcga ttaaatgttt tacaacatca
  4285741 actacatacg ttaatttctc atacgctaca aaaccaaaag ctactgttaa acccgttacg
  4285801 attaatcctt tcatcacttc ttcctcctcg ttttatcgtt gttaccttca ttatagagga
  4285861 ttagaaatct gttaccatcg aactacctta cagttacctt acagaattgt aagatttcaa
  4285921 aaagggattg aaaaagcacc tcatatcgct tgaggtactt tcacggaatt tctctataat
  4285981 cacttgcaaa attgactttt ttctcttgtt tatttttcgg agaatccact cttaaactaa
  4286041 tagatttact aaatagttgg ggattgaaat aatcattcgt tacttttctt gacttacctt
  4286101 taaatatttt caatcataag aaaacacttt gttaaaatcg tgttaatata tttttataca
  4286161 attaagaatt taatttacaa gggggactat atatgttcaa aaaagtagct gctgatgttt
  4286221 taggattaag cgatgtaggt tctgtcatta caccgaaaga ttacgataaa gttgatgctg
  4286281 atgattacgt aatgcatgaa gatggagaga aaatttattt tctaattaaa tcaaaatcag
  4286341 atgaatattg tttcacaaac aaagggttac tccacctaga cggtacaagt gcgacaagta
  4286401 aaaaacgcac actacgccgc tttagctata gtaaatatca aattaaaaac gtagcacttg
  4286461 aaactgctgg aacaattgat ttagatgtag aaattaagtt tcaaatggga aatcagcatt
  4286521 attcaattga tgttcataaa aaacatatcg aggaattaaa agatttatat aaagctttac
  4286581 ttaaaatcga agaaatttca tacgacaacg acattacatt gcagtatgca cataaaagtt
  4286641 tagatatggc atctaatgct ttcagccgta tttcaaatgc acaagtaaat ttggcagaac
  4286701 aatttaaaga aatgaacgag attgccttta actggcttgt tgatacgaaa aagcaatata
  4286761 acgtgaaaga ttatggtttt gtcttcgaaa agtttattaa taactaaaca agaaaccctt
  4286821 gttatcaaaa gataacaagg gtttttcagc gtcctagaag atgttcaaac tctcggcctg
  4286881 ctcatttccg tactatttta tatattttga tcgcagtctt aatatatctt ctccttcacg
  4286941 aatgcctgcc gatcccttcc tcacattttt tacgacagtc cagttcggat tagtttcatc
  4287001 accgatgttc tgtactgtaa agtttccatc accatatttc cggtgacctt ccgccaattt
  4287061 ctccgttaaa tcattctcat ttgatctcgc catctttgcg ccatctccct tttttataca
  4287121 accttcttaa accttctaac caatcacagg tctagtcaat tggagattct cgttttccgc
  4287181 ttctattcat tgtaacacac taacagggat aagtttcgat aacggttgct caatcgtact
  4287241 agaatggtaa agagttttat aacattctaa gtaaaaaatt aagttaatac ggatatggat
  4287301 ttgagttcca tcataaacct attgattctt taaattaaat aagaggaata gggcgcataa
  4287361 atggcgctct tttcttaatg tacttccatc cataataaat aataattatc atatattgcg
  4287421 ttatatttta cacttcttgc acatacatca atttgtagac aaacaaaaaa ccttgttatc
  4287481 aaaagataac aaggtttttt tagcgtccca ggagagattc gaactcccga ccgtacgctt
  4287541 agaaggcgta tgctctatcc ggctgagcta ctgggacatg gagcgggtga agagaatcga
  4287601 actctcgacc agagcttgga aggctcttgt tttaccacta aactacaccc gcatatgtta
  4287661 ttttattttc attcgttagc gctgttgccc tatcgacaat atttattata tgtataacca
  4287721 tacataaagt caacaccttt tttaaaagag gataattttt cttatcctct tttaaaaact
  4287781 gcttgttcaa ctagctgtcc gtctagtgtt tcaaaacgaa cttccatttg attttcatcc
  4287841 atttctaata tagcaaatgt cttttctaca cgctgacgcg gtaataaaat actacctgga
  4287901 ttaataaata aaacgccgtc gattaattcc gcacctaata cgtgagagtg tccgaagcat
  4287961 gcaacttgtg ctcctacctc ttcagcacgg tacgctaatg tttgtaacgt cattttcacg
  4288021 ttatgacgat gtccgtgcac aactacgaaa cgaagaccat ctacatccgt tacaatttcg
  4288081 tcttgaaagt tagcataatc acaattccct tttacaacat ggaaaccttg caattcttca
  4288141 tgagcaggcg ttagctctga atcaccgcaa tgaatcatga tatctacttt tccttcatac
  4288201 ttctctttta actgctgtaa ttccttcaca gagctatgac tatcgcttac gattaaagct
  4288261 ttcatcaatc tctctccctt attctcctaa aaaccattca gggatttttt cttctagctt
  4288321 acgtagagca cgtccgcggt ggctaatggc atttttctca tctgaactta gttccgccat
  4288381 cgctttttta tattcttcca cataaaagat tggatcatat ccaaagccgt tttccccgcg
  4288441 gcgttgttct aaaataaatc cttcacatgt cccgtttaca atgacaggct ttttatcccc
  4288501 ttcagggaaa gccactgcta atgcacagta gaaacgagct ttacgctttt caaacgctac
  4288561 ttcatttaat tcttgtaaaa ctttatcgat attcgcttga tcatctttcg gctctccagc
  4288621 aaaacgagct gaatacacac ctggttttcc gtttaaagca tctacaataa gacctgaatc
  4288681 atccgcaatt acgattgcat tcaactgtct actcaaacta tccgctttta aaatcgcatt
  4288741 ttcttcaaat gtttcaccag tttcttcgac ttcttcaata tgagggaaat cgtgtaatga
  4288801 ttttacttct aaatcaaatc gctcaaataa ctcagcaaat tcacgtactt tccccatatt
  4288861 ttttgtcgct acaacaactt gtttcatatt ttccacctct actctatatg agatacgatg
  4288921 tcacctaacg cttctttttg aatatcaatc agttggaaaa tgccttgttc cgcagcatca
  4288981 agtaattcat ttaactgtgc tctgctaaac gtcgcttctt ctccagttcc ttgcacttca
  4289041 acaaactggc cttttccagt cataatcacg ttcatatcaa cgtctgcttt agaatcttct
  4289101 gcgtagttta aatctaaaac aacgccttgc tcttcaacaa ttcctactga cgttgctgct
  4289161 aaataatctt ttactggaat tttagatact ttttctgctt gtaataattt ctcgaaagct
  4289221 aataccatcg ctacatatgc acctgtaata gaagccgttc gcgttccacc atccgcttga
  4289281 ataacatcac aatcaatcca aaccgttctc tcgccaagcg cttctaagtc aactaccgca
  4289341 cgtaatgctc gtccaattaa gcgctggatt tccattgtac gtcctgttac ttttccttta
  4289401 cttgactctc taattgtacg ttgttctgtc gcacgtggaa tcatcgcata ttcagctgtt
  4289461 acccatccct ttccttctcc acgcataaat ggcgggacgc gctcttcaat tgtcgctgag
  4289521 caaattacct ttgtatcccc aacctcaatt aatactgatc cttctggatg ttttaaataa
  4289581 ttcgtatgaa tatgtatatg gcgtaactct gttttctctc taccatctac tcgcataaaa
  4289641 ataacctcct cataactact tgttagtata gccaaattta aatgtatgat atgtatacaa
  4289701 taaaagaaga ggaacccaaa aagcaattcc tctttcttac ttaagtatat caaattatta
  4289761 gcgattaaaa actacctgta ttcacgtttt ctggacgatc tacaggtttt attaactttc
  4289821 cgcccttttc atctataaga tttgctttgc catttacttc aatagaaaca cttttcacac
  4289881 ctttcttttc tgttaaagat aaaactaacg acttcaatac gtaatttgaa atcatatttt
  4289941 tatctgggtt gataaatata ttttcattaa agtttaatgt aagatttccg tcttgtaatt
  4290001 tcggattcgt aatcagctta actcctggat taaaatcatt taagagcgat tgatgaatcg
  4290061 gtccttttac aagttcatct acaatggctg cataatcatt ttctttccct tctacaacgc
  4290121 ggcgtgttac tggtacgtaa tattgctgtt tattattatt ttgcgccata aaatacagcg
  4290181 ttaccggttt tgtattcgtt acatccgcta cttgttcatc atcgaaattg ataccgttcg
  4290241 cacggctcac accgtcaccg agcggtgtac caccaacagg catcttcgct aatttttcac
  4290301 catttatttg gaactgcact tgttttactt ctttaaattg cgtcaacgtc catgctatcg
  4290361 actcaacaat ttgacgctct tcttcttttg catagttttt catttctttt gagaaatcaa
  4290421 tgactgccgt cccatctttt tttaaatcta gtgtcatcga tgtattggct ggaatgaccg
  4290481 cacggaaacc attgggtaat aaattcgtta ccggcccatc tttcacaaga tactctaacg
  4290541 tttgctgaat aacctcattt gctttcggag taggtatagc taacgtttgt ggtacaacat
  4290601 aaccattttt atcaacaagg tataattctc tattcaccgt ttgtgcttgc ttatctttct
  4290661 taaatacttc tttctttcca ccttccgtgt acgtaacttg ttttggcgga tcaatttgtt
  4290721 ccgttgcttt ctcttgattt ataaagccac accctgttag taaaacagcg ctcacagtag
  4290781 caccaacaac ccatttaaaa gtggatttag gcatgccatc cccccctaaa atctaagttt
  4290841 gtactattat gtatacgagc tgtttctctt tttagaacaa gctgtgctcc ctataaacaa
  4290901 aaaacccctg atttctcagg agttcactta tatggattct actattattc tttttctaaa
  4290961 tgaatatgtt tcacattttc aatcggttga ccgaaccatt ttgatgcaat ttctttaaat
  4291021 aagcctattt tccctgttgt taagaagaga tggtcgcttt gctcctctcc ctcattcaac
  4291081 attttactat ggtataaaat tgtacttact tcacgcgctg tttcatcacc tgaactaatg
  4291141 agttgtactt tatctcccat tacttgttta atgacaggac ctaaaatcgg ataatgtgta
  4291201 caacctaaaa taagtgtatc aatatcagta tttttcagcg gttgcaacgt ttctcttaca
  4291261 acttcatatg ccatttcact ttcaaaattg ccactctcta caagttcaac gaaaggcgga
  4291321 cacgctaaac tttctaccat aacacggtta ttaatagact ttaacgcctc ttcgtatgca
  4291381 ccacttttca ccgttccaat cgttccaata atcccaacat ggtatgtgtt tgtcactttt
  4291441 aaagctgtac gtgatcctgg gtgaataact cctaccactg gaattggtaa ttgtttctgc
  4291501 atctcttcta atacaactgc agttgctgta ttgcatgcaa taactaacat tttgatattt
  4291561 aaatctagta aatgctccgt catttcccac gtgaattggc gcacttcttc tcgagaacgt
  4291621 ggaccataag ggcaacgtgc tgtatcccct aaatatataa tgcgctcttt cggcaactga
  4291681 cgaattaatt ccttcgctac tgttaagccg ccaactcctg aatcgataac accgattgct
  4291741 ctattcaact tcatcacccg ttttctcatt catcatctta ttttatcatt atattttaca
  4291801 cactttaagt tcgcgcactt aaactgcttc tgtatgaaaa ttttcatttg tacctgtata
  4291861 gactaggacc ttttttattt tgctcctttt tttcataatt tgcaagacag aaaaataacc
  4291921 gaccttctat aggaaagtcg gtttcttcta tataaagtac atatttaatg ctccatcttt
  4291981 tttcggaaag aagacattcc tattaataag aagaaatgag cagaaattaa catgacgatt
  4292041 aaaataaaat taaaacgata actatttgta gattccataa ttcggcttgc tacagctggt
  4292101 ccaaatgcca taccgaaaaa gttaattaaa ttatataaac caagaccgac tccaacttta
  4292161 gctacatgta atgttttcgg tataaatgtg ttcaatgata cttgaatggc agaataactc
  4292221 ataaacgtta aaataatcgc caatacaata acgactatac ttccattcgg aataaacccc
  4292281 aaaattaaaa agccaacaat cataatgaca gacgctacat aaatcatatt cacatttcca
  4292341 aacgaaggga taatctttcc agtaataaaa ctagacacaa taccgaaaag tgatgcaaca
  4292401 aataatacaa ttccgataat aaacggcgac aatccgtgta ctcttcctaa cagtaatggc
  4292461 aataataata aattagcaca taacgccaca ttaattataa atccgactgt tattaaacga
  4292521 agaaatgctt tgttcgaaaa taactcaata tcgataaatg ggtgctccgc tttcttcata
  4292581 cgaaccgtga ataaaaataa ggaaattatc gataacacaa atagccaact attcatatta
  4292641 acacctacca aaacagtcgt aataaataca aatagtaacg ccgctccaat gtaatcaaaa
  4292701 taaaacactt catccgtatg atgcgcttct cctggcataa attttataag caagaaaatc
  4292761 cccaatactg agataatcat aaataaaaat aaatatggcc accctagtgt atttgtaata
  4292821 gccccaccaa ctaaaggacc aataccaacc gctaacgcaa tagaagaact aatcatcgct
  4292881 aaagcaccag gcttcttagc aggagcaact aattttgcta ccgcaatcat actaagcgca
  4292941 ataaacgccg cgcccccact cgcctgcact aatcttgcaa aaatgacaat cgcatatgat
  4293001 tgatttacaa atccaataat agaacccgct acaaatatga tgattgaaat aattaatagt
  4293061 tttttcacac tataacgatc agccagtttc ccatatatca tcgaaccaat accgacaact
  4293121 aaggagtaac ctactacaac ccaacttact ttcgattgac taatggataa atcatgagcc
  4293181 atatcctcta acgcaacatt aaataaaacc gcattcaccg gtcctaataa aacgataaaa
  4293241 cataatgtga aaacaaacca ttttgaatgg ttacttatat ctttccccat gtgtaacacc
  4293301 tctcctgatt gtagtaactg taaatgaaaa taaagttgtt tagcgcttct atcgctgcta
  4293361 aacaacttca tcaaatgtat atatttatcg cgcgacaaat tgaattcgaa acgaaacatg
  4293421 tacgttgttc gatattcatg gaactatcat agtttcagca ttccagtttg tcaacgaaaa
  4293481 atatacaaag taaactaatt aagtgttttt agtttacttt gtttaaaaat tgttatacac
  4293541 taatttcgaa tccgatataa ggagggctga catggttatt caaatttgca atttctaact
  4293601 taataaaata ataaactttt atatagaaga aacattacag gaggattatg atgaagaaaa
  4293661 aaatgttagt cgtattaacg agcgtagaaa aatatccaaa tttaaatcga gctactggcc
  4293721 tttggcttgg cgaagctgtc catttcgtta aaaaagttga agaagctggt tacgaagtag
  4293781 attatgttag cccacaaggt ggttatacac cgattgatcc gcatagttta gcaatggcgg
  4293841 agagcatcga ttgggaatgg tatcaaaaga aagaatttat gaatcgtctc ggttctacaa
  4293901 tgaaaccgag tgaggtgaat ccggaagact atgctgttat ttattacgca ggtggtcacg
  4293961 gtgtgatttg ggacttccca gaaaataaag aactacaaat gattagccgt aacatttatg
  4294021 aaaatggcgg aatcgtttcc tctgtttgtc acggagctgc tggtttattt catatcacat
  4294081 taagcaatgg ggatcgttta attagtggta aaaaagtaac gggattctcg aatgaagaag
  4294141 aaaaactagc tgaattagat caatttgttc catttttaac agaagatgaa ctcatgaaaa
  4294201 atggaggact ttacgaaaaa gctgcagagc cttgggaagc tttcgctgta gaagataatc
  4294261 gtgttatcac tggtcaaaac ccagcttcag gtggtgcagt agctgaatta gtattacaac
  4294321 acgcaaaaaa ataacatgta ataaaaaagc aggttttcca ttacaatagg aaaacctgct
  4294381 tttttacgaa atcatttgca aaatagcaat aacttctttt tcaatttccg aatcatcaat
  4294441 tgcttctata tactctggtt taaaaagttg atacttcttt agttgataaa aatcaagtat
  4294501 cgctttcttt aacgtaatat cgtactgaat acaaaaagaa tgatctataa tacgtcttaa
  4294561 catcacatca tcttgcacca taaataattg tgcgttcatt ttattaaagt agccttgttc
  4294621 cataccagct tcaaaaaaga tttgcaaatt atgattacga ttttgttgtg cagcgactaa
  4294681 ctgatcagat aagtgcggat atgcctcttt caaatcttgt aaaaagacat ctgaaatata
  4294741 cgtcacacat tttaaagagt gaataaacgt cttttggaaa cgttctgcaa aagacatact
  4294801 ttcatcttga ttatacgcat ctccttcaag aaggtagttc ataaaatctt ctaccaccgc
  4294861 ttcgataatc tcatcttttg aagaaaaacg tttatataaa gtagctttac taatatccat
  4294921 atatttcgca atttcatcta tttttaattg gctaaaactc gtttttctaa taacgggctt
  4294981 gattttatta atataagtat ttgcacaagc aacttttctc attaaaagag cctccccttt
  4295041 tgtccataca aaatagtata gcaaattcac gattaattat aaatgaagtc actatactca
  4295101 atatatattt ttagtttaag gcgcttttca tttatactac agaaaaaatg cccgctacct
  4295161 ttatgagtaa cgagcacttt ttctatactt tatttacagc tcttcttata gctttcccta
  4295221 tttccatact agactgtggg ttttgccctg taattaaacg cccatctact acgacgtgcg
  4295281 gcgtgaaatt tggagccaca taaaacaaag ccccttcttc tttcaattta ctttctaata
  4295341 aaaacggcac tcgtttttct aaatgtacag ctttttcctc atcatttgta taacctgtta
  4295401 tacgcttacc tgcactaaaa aacgagccgt ccttattttt cacaccgact aaagaactta
  4295461 ctccgtgaca aacagcggct acaatccggt tattgttgta catattcaca attaaatttg
  4295521 caacatatgg attacctgga aaatctacaa tcgccccgtg tccaccacca aataaaaccg
  4295581 catcataatc cgaaaaatga accgttgaga tcgacttcgt attttgcaat aaagaagcga
  4295641 catgcttaaa ttcacgaggt atcccgttcg gaatagaaac tctatcaatc ggcactctac
  4295701 cgccctgtat cgacacaata tcaacatcga acttagcttt tttaaacaag ttataaggag
  4295761 ctgcgagctc ttccagccac aaaccagtcg ggtgtccatt catatcatga gcgcttgttg
  4295821 aaactaacaa tatccttttc aacatatccc ctccttacta cctatttatg tatggagtgt
  4295881 tcttatcatt catatagcaa gcgaaaaaac gataacaata agctgacctt ttgtaaaaag
  4295941 tgagcttatt gttatcgttt gaattctttc atacaaagat gttcacaact gtatagcttt
  4296001 tatctccaac gccacgcaat tgttgtatcc tccatatgaa tagcaggtat atcaatccct
  4296061 aaataccgct gagcatcctc atcaaaaata gaccaatttt cttcatataa aaattcaggg
  4296121 tctatgcttt caaaatcaaa tatactatct tcgtctacca tctcacgaaa atatttttgg
  4296181 aaaggtttac tattctcgaa taaacgaatt gttccataca tccatggcat gtctccaaaa
  4296241 acatctttaa tttcacctat ctccatatcc ttaaaataca acttcatatt tgcaccttct
  4296301 tatccataaa tgacaaggat acctcatcat attttaaaat agttattttt aacatttctt
  4296361 tcttaaacat atcttccccc tcacagtctg agatactttt tttaagctca aaatataaac
  4296421 agaaaaatag ccgactcttt tacaaaagtc ggctttcttt ttataactcg agctctccca
  4296481 tacgaagaag ctcaacaact gcttgtgaac gtcctttaac ccctagcttt tgcattgcgt
  4296541 ttgagatgtg gttgcgaact gtcttttcac tgataaaaag ttcacctgca atttccttcg
  4296601 ttgttttatc ttgaaccagt aattcaaata cttctctctc tctctttgtg agtaaaggtt
  4296661 tagattgata cgctttttcc ttcaactggt ataaccctcc ttgcttaagc cagagctgtg
  4296721 tatgtgtaag ttgggtgttt atttagtcaa gatattgtat gaacgaaatg tgcgggtggt
  4296781 gaatgaaaat gggctttatt tcacatgtta ttttagactt ttatacagtg cgtacactct
  4296841 ttgtatccac ttatttcccg atacgccata tttgttctag caatatactt acaacagtac
  4296901 ctacaaataa accattcccg aatatatatt gcataacaga cggcaaggac tggagcgctc
  4296961 cagacggtaa aaacataacg ccgctgccaa ataatactgc aacgcctaaa attgttacat
  4297021 tcctttcatt aagctccact tgttttatat tatttaaccc aattccaatt aactgtacga
  4297081 aagaagccat taaaaccgca gatgcaacag cggatggtaa agatgctaaa taacgaataa
  4297141 tacttggaaa cagcgacatt acgactagta acatacatgc tagtaagaac gatcgtatat
  4297201 atttttgttt cgttaaacgt ataaatcctg ccgttgccgg taacggcacg acacctacag
  4297261 ttgaaaatac agaagaaatg atatgcgaaa tgcctccaac ccacgtacca tccttcaact
  4297321 gtttctgctc aatagtccct ttttgaatag tagcttgatt aattgcaata atagctgcca
  4297381 ctgtatttga aactaaaata cataccataa cgaaacttga taccgccata cctgtattcc
  4297441 attttggaag tccccaagca aatatttgcg gaagttgcac aaaatgagtt acttgagatg
  4297501 aaatcgtcac ttttcctgca attagaaaaa gaatccaccc actaattaat cctattaaaa
  4297561 ccgcataact tttgacaaaa ccttttccaa aattagatag tataataacg aaaagaaata
  4297621 tactaaacgc aattatcgct gtaaatccat caatttgaga agcagtagca gtaattccta
  4297681 acatcccttt taggaataca ccgcttaatt gtaaacataa taaaagtaaa aacgtccctg
  4297741 tcacaatcgg cgtaaataaa aataaaatac gtccgataaa acctgttacg cctaatccta
  4297801 ttaaaataac accggaaatt atcattccta attctaaaat ttgcaacgta ctatgtaatt
  4297861 gatcttgtcc ggccgttgcg taagcaagta cagtaaatac gccaacccaa gatccagctg
  4297921 gtccgtccgc aattgggagt ctatgtccaa gccatccttg taaaaaagaa gatataccaa
  4297981 ctacaaaaaa tgtacgctgc attaaataaa atatttcttc cgtcgtaaga tgaaataatc
  4298041 cgccaacgac aattggtaat gcgattgaat tcgctaataa aaatataaac cattgcaaag
  4298101 ttcccataat atgattttgg ttatgttgat tgtccaaatt tttcatccct tccatatatt
  4298161 tcacacagaa atacacgcta tactattacg tagcttttcg aaacaactct ttttgtcctt
  4298221 tcgatttctt cccgtatcca aatgttgcag tgtaaactcc acaaacgata aaaacagctc
  4298281 caattatttg aatggctgtt acactttttt gcaatataat ataccctacc accatcgtaa
  4298341 cgaatggttc taaatttaaa aacatagctg ctgttgatgc ttgtgctttt ctcaattgat
  4298401 tattccaaac taatgtgcaa attccatgca taagtattgc cgtcacaatg agaagcgacc
  4298461 aactctctat agagtatttc aacgttatgt gagaaaaggt aaaagcaaga aacggtagca
  4298521 taattaaaaa accaaaaatt gaagaaaaga atgtaataaa aaacatatca tctctattcc
  4298581 ccaatttccg aattaaaacg atagataagg aaaaagatag catcgttata aaaatccata
  4298641 ttaacccttc tgaaaagacg aacctctgcc caacaccaat tacaaaaaac actccaaaag
  4298701 tagcaatccc tccccctatt actaacttag ctgttaacgg ttcgtttaaa ataaatactg
  4298761 ctagaataga agtcataaca ggagtaagtg ctaatattag cgcagctgtt gttggatctg
  4298821 cggtttgtaa cccttcataa aaagaccatt gattaatcgc gacacctatg attccaatta
  4298881 ataatacact tttcatttca ctcttttcta tatataagtc tttcttacac ataatagcgt
  4298941 atgctagaaa aaacaaatta ataaatagta agcgaagtgt tgttaacaac accggatgaa
  4299001 atgtatttac taaaatcgca ccaaatataa aattactccc ccaaactact acacatataa
  4299061 acagtaatat atatgtacgt gtcacctatt cccctccttt tctcgtaaaa aagaaggatt
  4299121 cctattcttt cattaggaac ccttgaaaaa aaatatataa attagggaga tacgtaaatt
  4299181 aaatcaatac tccttgaaca tgttgcaagg aacctgctac tatttttccg tctctcatta
  4299241 cagctggtcg ctttgctcgt ctagcaatcg cttctgctga acaagtagct tgtaagaaga
  4299301 cgaaatcagc tttatctcct actttaggcc aaacttgatt tccttcttga tccaatggcg
  4299361 tttttccacc tgtaatatac gctaaagaag aagctaaaga cttctcatcc atccagcgat
  4299421 acttttctgc taaacgccct actctttcaa aaatatcagc atttccaaat ggcccccatg
  4299481 aatcaaacat actatcgcaa cctaaagaaa tgggaacacc cttttctgtc agtaatggta
  4299541 ctggcggcat atttctgtta attggtactg tcgtaataat agacattcct ctttcagcta
  4299601 ataagtctgc catatctgct ccttcttctt tagatacatc ccctaggcta aacgcatgac
  4299661 tgactgcaac acgtccgtcc caactagcct cctctgtata ctgagctaac tttttaattg
  4299721 tataaatacc taaatgccct gcatcatgta aatgcaaatc aacatcagca tttgcctcta
  4299781 cagcgatttc catcatatca aaaagtgatt tttcaatatt attatctaca gtagctggat
  4299841 ctacaccacc tactaaagtt gcgcccattt tcatcgcttc tctcataaga gaatgcgctt
  4299901 ctgtacgaag taaaccatgc tgcgggaatg ctacgatttc atatgtaaac gcatctttca
  4299961 tattctctaa agtttgacgt acagattcta agtttttaag accgatatac ggatcaatat
  4300021 ttacatgcgt tcgaatatga gtcgaaccag catttaaaat gtttcttagt aataactctg
  4300081 ctctctctcc agttgtttga gctaaaatcg gtaactcctg ctgttctaac tctaatctct
  4300141 caataatatt ttttactggt gtacatgctt cccatggacc accaagtttt gtcttatcca
  4300201 agtgaaaatg attttccaca aacgacggaa gcacaagcaa ttctttcgca tctttcgttt
  4300261 catattctgt ttgaagcggt acatccgcaa gtacaatctt ttcaatcttt ccatcttgta
  4300321 taagtaaatg atgcaaagct gtttctgtac ctgtaactac ttcattatta aacttgtaac
  4300381 ctgtttctaa tcgtacattc gttaaccaat acgcattttg catttccatc atcctctcaa
  4300441 acaagattat ttatagccgt tttttccaaa ctaccagcaa caacatttcc tttatataaa
  4300501 accgcacagc gctctgtttg tcttgctact acctcggctg aacatgatgc ttctgtaaag
  4300561 acgatatttg cttcatcccc aatttttggc cattgacgat ttccttgatc atctaatata
  4300621 gatttcccac ccgtaataaa ctgaagtgct ttccctaaag agcgctcatc aatccatcta
  4300681 aatctctccg ctagacaatt tgccttttgc aacatatctc ctgtcccaaa cggagaccaa
  4300741 tgatcagtta tactatcgtt tcctagcgaa acttttacac ctttacgatt taataacgga
  4300801 actggaatta catgtctact aactggaact gttgacgtta tatcaatacc taatgccgca
  4300861 agtcgttcag ccatttcccc cgcttcttct acagatacat ctccaagtcc aagagcatga
  4300921 ctaatcgtaa ctcttccttg ccaccctgct tcttctgtta atgcagctaa tctcttcatt
  4300981 gtaaatgttc cgagttgatc cgcgtcatgt aaatgaatat caatgtctga atcaaactct
  4301041 actgcaatat ccataattgt attcaatgat ttttcaatat taccatctac tgtagctggg
  4301101 tctactccac ctactaaatg agctcccata cgcatagcgt cttttacaag ccctacggaa
  4301161 ttacttcgta acaaaccgtg ttgcgggaat gctacaattt ttgctgataa cttatcttta
  4301221 tatgtttcca gtgccgcaat cgttgcttct aaattcccaa gaccaattac aggatcaata
  4301281 ttgcaatgtg ttcgaatatt tgtcgctcca ttttcaagaa gtaattgcaa cattttctcc
  4301341 gctctactct ttgcagtttc taattgcttc ggaagaatag tttgctcctc atgaatacga
  4301401 gtgaatatac tctttactgg tgtacacgct ttccatggtc caccataata cgtcttatca
  4301461 atatggatat gcatttcttc aaatgctggt aatgccagta aaccatttgc atttactact
  4301521 tcaccatctt gctctgatac aattccaggt aatatgttcg taatctttcc atcttcaata
  4301581 aataaactac aaatttccgt ttctgtactt gtaattcgtg attcctcata tacgtaccca
  4301641 cattcaagtt ttacattcgt taaccaatat tgtgatttca cactcacttt gtcaatctcc
  4301701 cttcgcaata tgatttttct acttacaaac gaaacaaaaa cagataaaaa tttctatcag
  4301761 tgtaaaatca tttttacact gatagaattt tctattttac tgtagctcta caccttccag
  4301821 tcgcaaatac ccagatggat caatccaaaa tccttttata tttttcgtag ttgccgcaat
  4301881 atgattaatc cctcgaattg gtactagtaa agcatctttt aattcaatct cttgtaactg
  4301941 tttgtataat tcttttctct tcgtctcatc tttttctttt ctagcttctt ctattaattt
  4302001 atctacttcc ggattactat agaaaaattg gttaccagtt gctccgtgtg aactagaatg
  4302061 gaataaatta tattgattat agtcaccatc acctgttgcg tttccccatc ctccaacaaa
  4302121 catcgcatgt tctgatttat tcgttgcagc taaaaacgca ccatattcca taactttaat
  4302181 ttctacatca acgccaatcc cttttaattg agattgaatt acttccacta acgccattct
  4302241 aactttgctg tcattcgtcc aaattgttgt tttaaatcca tttggataac cagcatctgc
  4302301 taataatttt ttcgcagtat taatgtcata cttatatcct tttacgtctt tcgtataacc
  4302361 gaacacttta ggtgtcatta cggagtttat ttcagtccca acattgttat ataccccttt
  4302421 taaaatccct ttcgtttcaa ttgcatgtgc aatcgcttga cgaacgagcg gattgtcaaa
  4302481 tggctttttc tctacattaa atccaatata ttctacacct aaaccttcat tttcaattaa
  4302541 ctccatggat ggtgaatttt tcactcgctc tacttcagtt acaggtaaat tctctgcaat
  4302601 gtgagcttca ctagtttcga tcattccaat acgtgttgca tcttctggta ctactttgaa
  4302661 tacaacttca tcaacctttg ctttctcacc ccaataattt ttattttttt caagtcgaat
  4302721 ttcttcacct ggtttccatg acttaaaggt atatggacct gtcccaactg gatgctgcgc
  4302781 taagcccttc cctttttcat caattgcttt cggacttaaa atacttcctt cattacttgc
  4302841 gaaaatagat aaaagaggtg agtatgggta tttcaatatg aactgtactg tgtattcatc
  4302901 aattactttt atttcttgaa tcatagaata aacagttgct cgatttgaac ctactttcgg
  4302961 gtctaataca cgttcaaagt ttttctttac tgcctcagca ttaaatggtg caccatcttg
  4303021 gaatgttacg ccttgttgca acttaaattc ccaatttaaa tcatcaattt gtttccattc
  4303081 ctttgctaac atcggcttaa aatccatgtt tttatctcgt tgtacaaggt tttcatacac
  4303141 tttatgatac acaacacttg cggaagggat gtttgtaata aaatgtggat ctaaattatc
  4303201 agcatctgac agtctagcaa ttgttaaaac gccgccttcc tttgtccctt tgcttcctga
  4303261 tccttcattt cctgttttcg cattagatga acaccccgct agaaaaactg aaagacataa
  4303321 aattgcgata aaacaactca caagtcccct tttgaatctc atcgcccttc cccctccact
  4303381 ttcttttatc tctacattct aaagtgaaac tttaagtcta gctttctatc cccctacttt
  4303441 ctaatagcag atcacttcac caccctctct ttttcaagtt tgtctatgta tttgtaatta
  4303501 taaataactt tgtggaaaaa gtttttaaac atctttactt ctatttgcat tttctttact
  4303561 tattgtttta aactcgttga ctcgttttaa ttttctgata atttattcat aaagaaaggg
  4303621 aggtatgaaa aatggaagtt cgtctttcta aagaagaaaa cacttcttta caaacgattc
  4303681 aaacgaagaa cacatcgaaa tggattatga gctatcgaaa actgaaaaga aataaaatgg
  4303741 catttatcgg aggtattatc gttcttttct atattgttat agctatattt gccccattgt
  4303801 tagcacccta taatccattt gacattcagt tagtcaacaa attacaacca ccatctatgg
  4303861 aacattggat ggggacagat gataaaggta gagatatttt aagccgcctt ttacacggga
  4303921 cacgactttc attacttgtt ggattttctt ctgtatttat aggagcattg ttcggcatta
  4303981 ttctcggtat catttctggt tattacggtg gatggtttga cacggttatt atgcgaatca
  4304041 tcgatatcat gctagctttc cctggtattt tacttgctct tgctattgta ggcgcactag
  4304101 gaccaagtct tgtgaacgta attatcgcta ttggcttttt ctcaatccct atgttcgctc
  4304161 gtatcgttag agcttctaca ttaacagtaa aaaaattaga gtatatcgat gctataagag
  4304221 cactaggggc aaatgacttt actattatta tgaaacacat attccctaac atcttatcac
  4304281 ctattattgt ccaagccact ttacgcttag ctacagcaat tttatctgca gctggattat
  4304341 catttttagg acttggagcg caaccacctt cacctgaatg gggtgccatg ttaagtaatg
  4304401 gacgcgactt tttatttacc gcaccacata ttgcaatgtt tcctggaatt gcaatgtcta
  4304461 cactcgtaat cggtttaaac atgtttggtg atggattacg tgatgcacta gatccgagac
  4304521 ttaaaaaata gaaaggggca ttatatatgc taatgtttat atttcgtaga atactacaat
  4304581 taattcccgt tcttttcggc gttgtattcg ttgttttctt aattaggcaa atggtaccgg
  4304641 gtgacccagc tcttcttatc gctggtgaag gagcatctaa agaaactgtc gagcaaatac
  4304701 gtcaccaatt agggttggac aaacctttta tcatgcaata tttctcttat atcggaaata
  4304761 tattgcaagg tgatttcgga gtttcgattc gttctaatcg cccagtgtta gacgaagtat
  4304821 taatccgcct tccaatcact attgaactcg cactatgtag tatcgtcatt acagttgtaa
  4304881 tcgggatgat cgctggcatc atctctgcta caaaacaata ttcttggaca gatgtttcta
  4304941 ttatgattat cgctttatta ggtgtctcat taccaagctt ttggtttgga cttatgctca
  4305001 ttttctactt ctctgtccaa attcaaatat tccccgtttc tggttgggga acttggatgc
  4305061 acatggtttt accagcactt acactaggtg catctggcgc agcaattgta gcacgtatga
  4305121 ctcgctcaag tatgcttgat gtcatacgcc aagattatat acgaacagca agagcaaaag
  4305181 gggtaaaaga aagagtcgtt atatataaac atgctttgag gaacgcacta attcccgtta
  4305241 ttactgttgt tggattgcaa tttggtgcac ttttaggcgg tacagtttta gtagaatcag
  4305301 tttttgctat aaatggactt ggaagattga ttgtagacgc tatccgaatg agagacttac
  4305361 cgatgttaca aggaggcgta ttaattgcct cagtcatctt cgttctagtc aatcttattg
  4305421 ttgatatttt ataccgttat ttcaataaac gtattgagct taattaaggg ggtgcacaaa
  4305481 catgaataaa aaggaagagg tattacaagt taaagattta aaaacacatt tctttacaga
  4305541 cgaaggtgta agtaaagcgg ttgatggttt aaatttctct atctctaaag gagaaacact
  4305601 cggcatcgta ggtgaatctg ggtgcggaaa gagcatcact tccctatcta ttatgaggtt
  4305661 aattgaccgc gaaagcggca gtaaagttga aggtaacatt ttatttaaag gaaaagattt
  4305721 attacaacaa aacgaatctg aaatgcgtgc aattcgcgga aatcaaatct caatgatttt
  4305781 ccaagaacca atgacatctt tgaatccagt atattctgtt ggggaacaga tcgcagaagc
  4305841 aattcgtatc catcaaaaat taagtaaaaa agaagcctgg aataaagccg tcgatatgtt
  4305901 gaaactagtt gggattcctt cacctgaaaa acgcgcaaaa caagagccgc atgaactaag
  4305961 cggaggaatg cgacaacgca ttatgattgc aatggcactt gcttgcaatc cagatttact
  4306021 cattgcagac gaaccaacaa ctgctcttga tgtaacaatt caagctcaaa tattatcact
  4306081 tatgaaatca cttcaaaagc aactcggtat ggggattatt atgatcaccc atgatttagg
  4306141 cgtcgtgtca gaaacatgcg atagagtcgc cgttatgtat gctggaaaaa tcgtcgaata
  4306201 tgcagatatc gagcatatat ttactagtcc aaaacaccct tatacaatcg gacttcttca
  4306261 atctcttcca agtctcgata cagaccaaga agaattacaa acgattcctg gatccgtacc
  4306321 gagtccatac catatgccga gtggatgtcg cttcgctgat agatacacac atgcaaaaga
  4306381 actatgtcac aatactcttc cagaacttca actcacgcaa gatggaagtg aagttcgatg
  4306441 ctggatgttc actgaccttt gggataaatc atcttcagaa aaattggagg tattataaaa
  4306501 tgtctactac tacgcaaata aataaacgag atttattaca agtgcaaaat ttaaaacaat
  4306561 acttccctat aaaaaaagga attctaggac gctctattag ctatattaaa gcggttgacg
  4306621 atattagttt tacagtttat gaaaaggaga ctgttagtat tgttggtgaa tctgggtgcg
  4306681 gaaagtccac cactgggcgt gcaatattgc gccttgatga agcgacaagt ggaaaaatta
  4306741 tatttcaaga taaagattta ctagcattaa ataactcagc aatgcgaaag gttcgaaaag
  4306801 atttacaagt tatttttcaa gatcccttcg cttctttaaa ccctcggcaa actgtaggaa
  4306861 gcattttaga agaagctatg tccattcaaa acgtatgtcc aaaaggggaa agaaaagcaa
  4306921 aagtaattga gttactcggg aaagttggtc ttccacctga tgcagtgaag cgctatccac
  4306981 atgaatttag tggtggtcaa cggcaaagaa ttggaatcgc gcgcgcttta gctgtgaatc
  4307041 caaaactcat catttgtgac gaagccgtct ccgccttaga tgtttcagtg caagcacaag
  4307101 ttttaaattt attaaagcag ttgcaacaac aatatggttt aacgtactta ttcatctctc
  4307161 atgacttagc tgtcgttcgt cacatatcag atcgcatcat tgtaatgtac cttggtacca
  4307221 tcgtggagat tgccgataaa cattctcttt ttaacaatcc gcaacaccct tacacaaaag
  4307281 cgcttctctc agcaattcct accattagtg caggaacgaa aaaagagcgt attgaactta
  4307341 aaggagacct cccctctcct ttaaatccgc caacaggctg tcgctttcat actcgttgtc
  4307401 cgtatgctat tgaaaaatgc gctacgcaac aaccaagttt tcaatctata agtaaagatc
  4307461 ataaagtagc ctgtcatatt atttaatgcg agtctgaata atagaaatat ttacaacgct
  4307521 ttagtataat aataaaaaac aagattgagg tatgtatgtt aacttatgaa gcatttgctg
  4307581 tattaataac tatacttgtc ttagctccaa tttttggagc tattatttta ttatgtttat
  4307641 ttatttttga aaaacgaatc gacttactag aaagtgagaa gaaaaaaata gcactagaaa
  4307701 gagagttgca acagtcttta tatcatcaac tcactcaaca aattcagcct cattttttat
  4307761 tcaatacatt aaatacaatt ttaagcttag cccgtttgca aagaacagat gaagttgtcc
  4307821 gatcgctcga gatcttttct ctatttttaa aaggaaaata taaaacaaca gatttgttaa
  4307881 ttcctatttc tgaagaacta gcgtatacaa attattatat tgagattcaa aaaatgcggt
  4307941 ttcgctcgag gctttcagta agcattaatt cttctgaaga tttacacaat gcccatattc
  4308001 cccctttcgt tattcaaacg ttagtggaga attcctttaa acatggtctt gaaaaaaagc
  4308061 tggtcaagca attttaaata ttcatttata caatacaaat aaccgaatta cacttctagt
  4308121 atccgacaac ggtactcaaa atgaaccatt tacttcccat acagaagaaa gcggatacgg
  4308181 acttgagaat ataaaacaac gatttcaact attctttcaa gaacaaacta cgttctcttt
  4308241 cctctctaca aaagagaacg gcacaacagt agaaataaca tggcctttca tcacagaaaa
  4308301 aaacacagag gaggtaatac aaaaatgaat gtgctattag tagatgacga gccgctagaa
  4308361 ctggagcaat tagagtttct cattcaccgc cagtttccta attggacatt acatctagct
  4308421 ttagatgcag ctgaagcttt aagtataaat gaaaaattct caattcattt agcactttta
  4308481 gatattcacc ttccaggcat atccggccta caactaggtg aaaaatttaa aaataataac
  4308541 gctaacctcg acatcattat cgtaaccgca tatcaaaatt tcgactatgc aaaacaatct
  4308601 attcgtctag gcgttattga ctacataaca aaaccaatta tagaaaaaga actcatcgat
  4308661 gtattgcaaa aatacaaagg agattccaat attatttctt actcacgtat tattcaagat
  4308721 acattagaca tcattcatga gactttttct gacaaactac acttagcaga catcgcggct
  4308781 aaagtacata caaacccaac ttacttaagc cgaagattcc atgaagaagt aggggtttca
  4308841 ttttccgggt atatcatgca atatcgtatt gaaatgtcac agaaatattt aacggaacac
  4308901 ccacattggt gcatctctca aatttctgaa cgatctggtt ttaatagcca gcattatttc
  4308961 agtactgttt ttcgtaaaat gactggaatg actccgaaag aatatagagg cgagggataa
  4309021 attgtgacaa aaaacaacac agttttcaca tctttacaat taggtatcgg aactggcact
  4309081 gttcttttat tatctaaatg ggtcgcaagt atatcaacac tcgctttacc tgaatctatc
  4309141 attaattatg ggttacttgc tggaattctt tatgctatga ttggtccttt cactcttatt
  4309201 ttattaggaa ttttaataaa aaaaatacgt tctaccttcc caaaaggaga atccattcac
  4309261 gattacttat cttataaact ttctcacaaa ggatatataa ttgtatgctc tttcctcgtt
  4309321 ctattaagta tagaaagtat gttcattcaa acgaaagttg ctagtatttt acttaatgtt
  4309381 tttttccata ttccatatac attgggttct ttccttttca ttaccctttg tacaatattc
  4309441 gtaatgttaa gtaacgccaa gctatttact aaaatggcta ttatgcaaac tgtattaatg
  4309501 ttttctacca tgatcattat tccaatttat ttttttgtac aagatggaat tactcatgta
  4309561 tacgatggga ttcgcttata tcacccttat ttgctatttt atgaaaatat aaacggaata
  4309621 tattttcttt ctgccggcat cctaatcgaa acgggaagag tattaatcag ccctgcatct
  4309681 tgggataaag ctttccgtat tcaccctaaa aaatcattcc aactttttta ctatcagggt
  4309741 ttatatggat taccatccct ttggcgttcg cttctctaat tatgatagtt atctttagtg
  4309801 ggagtttaga tcatttatat gatctcctag ctcaacttcc aaaaaaaata gaatttacta
  4309861 ttttatttta cttactcgtt atcggctctt taagtgcaat agcttctagc tttatttctt
  4309921 ggatgcatgg atttacaaaa ctcattcaag acgttatacc gatgatacgt acaaaaatga
  4309981 atccaaaatt acatgcaact cattttattg ctatagctat cggtttttta gcttttttca
  4310041 ttacaatcac tacaaactat acaattttag aaattatttt tttctttggt attttttata
  4310101 cctctcttat catcacaata ttattcatca ttttcagcaa acaaaaaatc agcatcatta
  4310161 taccgctcat ctcgattatt ggtgccctta ctggttatgc agtttacttc ttaatcgacc
  4310221 ctttaacaag catttggtct agtataactg ttactctttc actaagtatt ttttatacgt
  4310281 tttcacattg gatacaccaa caatccaaat ataaaatgaa actatagtat gtggcccttt
  4310341 tggtagttta aattttgcta cctaaggcct ttttactttt atcgcaaact attgtactgc
  4310401 gctataaatt aaattcatta tttatgtagc ctcacattta cattgtaaaa tacggttcac
  4310461 tttataaaaa aatgtcatac aacctcatag tcttctcata aatttccata tagaatagaa
  4310521 gtatatagtt tgctataaaa aggagttgat cgtaatatgt caaaaaaatt atataaatcc
  4310581 gaaactgata aaatgttatt tggtgtatgt ggtggtttag gagaatattt tgatattagc
  4310641 tctactctta ttcgcatact ttgggttatt gctattttat gttttgggac tggtttttta
  4310701 gtttatttca tttgtttatt acttatgccg cgttcgtact agtgacatta tgcatatact
  4310761 taatggaaat ataaaaaatc acctatagca ttctataggt gattttttca cgaagaatat
  4310821 ttcatcgtta aatgtaatac tgccacttca tcttcttcat tcttataact atgtttctta
  4310881 ttcgcttcaa attgaatgga gtcaaactca tttaattcgt atacatcgct ttctacttga
  4310941 atcgatactt ttcctttcat taccgttaca agctcaatag caccttcatg atgagcttct
  4311001 ggttcatata tactattcgc ccttaaacaa gcacggtgca tttccatccc cgtttctttc
  4311061 gtataacgga acatcgtttc tagatgccat gcttgtccta catctactgc aaatccttct
  4311121 ccgcagcgcg caaccgctac aggttctcca acaaccatca atctcgataa gggaatcgat
  4311181 aaccctttcg ttattttcca aatgacagct aacgtcggat tcgtttcgcc tctttcaatc
  4311241 tttcctaatg ttaatttact aacccctgtt ttttgagcta attcttctaa acttaatttt
  4311301 tgttcatttc gaatttgtct taataactga cctacttgct gaatgacttc tttcgtttgc
  4311361 atatcttcat attctttcat ctataacacc accttaaaat ataaaatagt ttactttttt
  4311421 aaacttaaag tatattatac tatacataat cattgaattt cgaaaggagt gctatacttc
  4311481 atgcgcgcaa ttttattagg ccttttatca tcagcctttt tttctgcaac ttttattata
  4311541 aatcgagcga tgaatgtatc tggaacgagc tgggcttgga cagcttcctt ccgtttttta
  4311601 tttgctctcc ctattttatt ccttatcgtt ttatttcgca aaaacttaag ggagttatgg
  4311661 gaagaattaa agaaacatcc attggcttgg atcgggtggg gttctgttgc tggtattggt
  4311721 ttctattctt tattaagttt tgcagctgtc ttttctccag cttggctcgt tgctggaact
  4311781 tggcaagtta cgatattagc aggtttacta ctatcaccac tatttttcgt taaaatagaa
  4311841 acaaaatcag gtacgaaact tgtacgcgga aaaattccac ttcgtagttt atatgtcgcc
  4311901 ttatttattt tacttggtgt aatttgtatg caagcaactg ctgcaggtca cattacaata
  4311961 actcagttca tttcagggtt tttacctgtc gtgttagctg ctttcttata tccgttcggt
  4312021 aatcgaaaaa tgatggaact tgttggcggg cgtcttgata cattccaacg cgtattagga
  4312081 atggcaatag gtagtcttcc tattaccatt ttacttggca tatatggatt ttctactacg
  4312141 ggtattccaa catcgagcca aatgctgcaa ggatttttgt tagcattatg ttccggcgtt
  4312201 atagcgacaa tgacattttt ctttgctact gacttagcaa aagataatct cgctctgctt
  4312261 ggagctgttg aagcaacgca agctggaaca atggtcttta ccatgcttgg cgaaattgtt
  4312321 ttcttgaatg gttcatttcc tggcggactt tccctacttg gaatgattat tattatgtta
  4312381 ggaatggttg caaatagcat tttaaaccgt tctgttccag tcgttaaaca gaaaaaaaca
  4312441 gcataaaaaa gagtatggtt ctataacaaa gaaccatact ctttttttat tgtcccccta
  4312501 tttcgcctta tcagaatagt atttcattgg ctgtttatac taaaacctat gttataatac
  4312561 gtttcatgcg caataatagg aggtaaatta tgttaaaaaa agcaatcgct gaatttattg
  4312621 gtacatttgt actggtatta ttcggaactg gagtagctgt cattggcggc ggaattgaag
  4312681 gaattgggac attaggaatc gctatggctt tcggtctatc tattgtggct atggcatata
  4312741 gcatcggaac aatttctgga tgtcacatta acccagcagt atcagtagct atgttcatca
  4312801 ataaaagaat gaacgctatg gaactttgtt attatgtatt agctcaaatt ttaggtggtt
  4312861 tattaggagc tgcaacattg gtaacaattt tacaatccgc taaaacacct ttagataatt
  4312921 taggacaaaa tggttttgga actcttggtt tatctggagc atttctagtt gaatttattt
  4312981 taactttcgt attcatttta gtaatcgtcg ctgtaacagg taaaaaaggc agttcttctc
  4313041 tagcaggatt agtaattggt ttcacattag ttttagtcca cttattaggt attccgttaa
  4313101 ctgggacttc tgttaaccca gctcgtagta tcgcaccagc tttattcgtt ggcggagaag
  4313161 cactttctca actatgggta ttcatcgttg caccaattct tggcggtatc gtagcagcta
  4313221 tcgtaggcaa atttatttta aatactgaaa aataaaattt tcaatatttc tgaataaaaa
  4313281 aggcgagccc tcattatgag gatgctcgct tttttactct ttcattttag actttaaatt
  4313341 tgtaactaat tgatctaccg ttacatttgc aagtacgttt tccatcgctt cttgcgcttg
  4313401 cattaaaata atttctaata ctgattgaat attagctcct actggacatt caatgttggg
  4313461 attttcatgg aaggaaaata gctgtccttc ttctacaact tccactgctt tatatacatc
  4313521 aagtaatgta atttcttcta aatcacgagc aagtgtcgta ccacctttac cagcttgtac
  4313581 atcaacaagt cctgctctct tcaacattcc tgtaatgcga cgaatcacaa ctggatttgt
  4313641 attcacacta ccggcaatcc attcagaggt acagcgagag tttcgatcta tcgcaagtaa
  4313701 tgtcagcata tgaacaccta ctgtaaaacg actactaatc cccatctgca caccctcctt
  4313761 tttattcatt ctattaaaag acgactctta ttattatata ctatttttaa tttatacata
  4313821 aagaaaaagc atgatttcaa tagaaaacca tgcttttctc tcgttattga cgctttatga
  4313881 attttgctaa atctttaaat ttcactttgt ctgagtaatt cattacaccg tttacgtaaa
  4313941 tgcggcttgt aagcatattg acgataacaa tagtcaccaa taaaatgact aacgtcacaa
  4314001 taatttctac agtgcccgct tcaccagata caagccttga aaaagtaacc ataggtgtaa
  4314061 agaatggaat atatgaacta actatagcta atgtactatt tggatcaaat aatgatttaa
  4314121 gactaataaa aaatgctgcc atacctaaca ttgtaattgg gaacgaaaga gattgtacat
  4314181 cctcaatttt tgacacaaca gcaccaaccg ctgcatatag cattgcgtat agtaagtaac
  4314241 ccgtaacaaa atacacaaag aacatactaa ttactatagc atccaattta gaaaaatcta
  4314301 gtgtgagtcc tattaaagat gcattttcta aatctaccca tcctaataaa tttggtacaa
  4314361 caaaaccgaa agaagcaata acaagtaata gtaaagcact agaaacaatt gctaaaattt
  4314421 tggcatgtag cattgttaat ggttttactt tcggaagcat taactccata acacgggatg
  4314481 atttttcaga tgctacagtt gttccaattg cagcaccaaa gataacaata aacatatata
  4314541 aagcaaacga gaaaacatag ccaatcccaa aggaagatgc gtgatccttt accgcctctt
  4314601 gctttaacgg aatttccatc tgtaactgct ttgctacttc tgcagatacg ttattttttt
  4314661 caatcattac cgctgtatac tgttccttca aataactcgc cataagtgta gcagttgatt
  4314721 gacttggaaa accactatac atatacgtca cttctggaat accattcttt tctgtaatac
  4314781 ggaataaacc gtctaaatcc ccatcttcta cttgcttacg caactcatta aacttatcct
  4314841 tattttctac cgttacttta gcagacggaa gtaactttgt tacatcactt tcttgcactt
  4314901 tatacgtatc gctttctgtt actacagcaa atttatcttt tcctttatcg ttatcagctg
  4314961 tgaaatgatt aaaagcaaaa agcccaaaca caattaaaaa taaaatcgca ctcgtaatta
  4315021 atgatttttt agataaaaac gcttctctaa aataaaatga aaatacatgt gaaaatttac
  4315081 gcatcgttat ttcgccctct ctacaaagat ttcgtttaac gtcggctcta acattttaaa
  4315141 ttgtcgtaaa gtaacacctt gctcttgcaa ttgttgtaaa atgttgagag cttctgcatc
  4315201 atcttgtact tttacataaa gaaggccttg ttgtttttca tacgatacat gtatagcttg
  4315261 taaccccttc tcattctctt ctgtatcttc aatcgttaaa ttacggaaac catattcttt
  4315321 ttttatatca cttaactggc cttttacgac tgcttctcct tttttcaaaa tacatacatg
  4315381 ttggcaaaaa gcttctactt gttccatacg atgactagat aaaataattg tctttccgct
  4315441 ctgtacttgt tcttcaataa tgctagctaa catcccagcg ttaactggat ccagtccgct
  4315501 aaatggctca tctaaaatga gaagttctgg attatgaaga agagcagcaa ttaattgaat
  4315561 tttttgctgg ttcccttttg aaagctctcc tgctgtttta aatttatatt ctggtatcgc
  4315621 taatcgatct aaccaatgat caatagcaag atctacttct tttttcgcca ttccttctaa
  4315681 tctaccaaaa tatcgcaact ggtctattac tctacttttt gtatataaac ctctttcttc
  4315741 tggtaagtat cctatcgtta ccccactagt cccaaatgtt tttccatccc atgtaataga
  4315801 gccttcatta ggcgttaata atccgagaag cattttgatt gtcgttgttt ttcctgcacc
  4315861 atttcgtcca agtaatccta acacttcacc ttttggtaat gaaatttgca agctgttaac
  4315921 agcttttgat tccccaaatt gtttcgttaa gttttgaatt tgtaaactca aagtataaag
  4315981 cctccccttt agtatcattc atactctctt tcaaagacta tgtttattca ggataaaata
  4316041 tagcactaca ctccatcctc ttattatgta gcatctctct aatccatcat ttgtttcatt
  4316101 tagttaaaat tgcaaataaa atcacatgat ttgtcaatta taattgtcat ttcgacaatt
  4316161 aaacttgtca aaacaattct catcattttg ttcatctttc taatatagga catactacta
  4316221 tatatacaaa agacaatatg caaatgttca tacaaaaaat attatttttc gatatataat
  4316281 attaactgat tttctaacat caaggagggt acatatgaag atgaagaggg gcattaccac
  4316341 tttattatct gtagcagttc tatctacatc acttgtagca tgttcaggaa caacagagaa
  4316401 aacagtggcg aaagaagaga aagtaaaatt aacagaccag caattaatgg ctgatttatg
  4316461 gtatcaaaca gccggtgaaa tgaaagcact gtactaccaa ggatacaata ccggtcaatt
  4316521 gaaacttgat gcagctcttg caaaagggac agagaaaaaa cctgctatcg tacttgattt
  4316581 agatgaaact gttttagata atagtcctca tcaagcaatg agcgtaaaaa caggcaaagg
  4316641 ctatccatat aaatgggatg actggattaa taaagctgaa gctgaggccc ttccaggttc
  4316701 aattgatttc ttaaaatata cagagtctaa aggagtagac atttactaca tctcaaatcg
  4316761 taaaacgaac caattagatg caacaattaa aaatcttgag cgtgtaggcg ctcctcaagc
  4316821 aacgaaagaa catatattac tacaagatcc gaaagaaaaa ggaaaagaaa aacgacgtga
  4316881 actcgtttct caaacacatg atatcgtctt attcttcggt gataacttat ctgacttcac
  4316941 tggttttgat ggaaagtctg taaaagatcg caatcaagca gtaacagatt caaaagcaca
  4317001 atttggtgag aaatttatta ttttcccaaa tccgatgtat ggtgattggg aaggcgcttt
  4317061 atatgattat aatttcaaaa aatcagatgc agaaaaagat aaaatccgtc atgacaactt
  4317121 aaaatcattt gatgcaaaat aaagaggatg gcattcgcca ccctctttat tttactttct
  4317181 ctgttaaagg caagataaac acttctacac gtctattttt cgcctttcct tcttgtgtat
  4317241 catttggagc aattgaacgg tattcgccgt aaccaatcgc actaaatttt tctggttgta
  4317301 attctttatt ttggagcaat acttgcataa aattaactgc ccgctgcgta cttaattccc
  4317361 aattcgatgc aaactgtgcg ttggcaatag ggacattatc cgtatgacca gatactgtga
  4317421 tttcacgagg tgacgctgaa acaagtaagc tagacatttc tttcgcaata cctagtgatt
  4317481 ctaatttcac gtcggctttc ccagaatcaa atagtacatt ttctaatatc gttaccatta
  4317541 atcccttttc agttaattta gtttgaaaag aagaggataa ttgcttttca ttaatatatt
  4317601 gatcaatctt tttttgtaat gctttcaatt catccatttc tttttttctt tttctctagc
  4317661 ttcttcttgt ttttttgctt gttctgtctc aaggctactt gctgataatt ccttttcatc
  4317721 atttggcttc tgatcactta aaaactcttt atttcctgtt ccacctgcta gttcgcttcg
  4317781 gaacgctact gccatctgtt taaacttcgc tgcatctata ctactcattg cgaataaaac
  4317841 gataaacagt gcaaataaca acgttaacat gtcagaatat ggaattaacc acgtttcatc
  4317901 aatatgttcc tcatgttttt tctttttgcc tcttctattt ttcttactcc gcattttttt
  4317961 ctgctccttt ttctagcttt ttacgctcag tcgcagatag tgaacctaaa atgcggttct
  4318021 tcataataaa cggatatgta ccttcttgta acattaataa acaatcaatg attaaacgct
  4318081 ttttttcgat ttcagctgca gatttttgtt ttaacttatt agcaaatgga tgccataata
  4318141 cataacctga aaaaatacca aaaatcgtcg caataaacgc acctgaaata gcatgtccta
  4318201 acttttcaat atcagttaaa ttaccaagtg cagctacaag accgataaca gcacctaaaa
  4318261 cccctagtgt tggtgcatat gtaccagctt gagaaaaaat tgcagctccc tttgcatgcc
  4318321 tttcttcaat tgcttctaat tcagcttcta aaatctgttc taaatcttct gcagatacgc
  4318381 catcaattac aaatttcata ccacgtaaaa gaaattcatc ttgaattttg tctaattgtt
  4318441 gctctaaaga caaaataccg tattttctac tttctgatgt ccaatgaaca aataattcta
  4318501 gcaactgttc ataacttaaa tcctttttat ttgaaccaaa aagaacttta aataattttg
  4318561 gaactctttt tagttgattc atcggaaagg ctatacatac tgcagctaat gtaccgataa
  4318621 aaataattaa tgccgcggca ggattcaata aggatgttac gtcagcgccc ttgacaacca
  4318681 tccctactac cactgctaca aatcctaaaa taagtccaat aattgttgca aaatccattc
  4318741 ccattcactc ctagtctata caagaagttc cttattctcg ataatcgcta catcttctta
  4318801 tgtatatata ttacataaaa aattcatttc atgaaagata agaaatgaat taaatgaaaa
  4318861 aatactacaa tttcacacat tttctgacat tttctttgca tttctattac gttacgactc
  4318921 ttatatttct ttttcaacaa actagactta taataaaaac aatacatatt ctattaagaa
  4318981 aggattgtga ttacaaggca tcatgaaaaa aataattatt atttctgccg ctactattgt
  4319041 aatcggtatc acatctttcg cttatttcgg ttccaaatca ccactacaaa acgaggcgag
  4319101 agctgtcgaa agtcaacaac atagtaatca ccaaaaagaa gagattcctg cttttccaaa
  4319161 agctgatcat aacgccaaga agctagacaa tgatttttcc gttgtaacaa atccagattc
  4319221 taaccttgta ttagttaata aacatcgaaa actaccagat ggatacacac ctgaagactt
  4319281 aacaagacca aatgtaccat ttactagtcc gaaagataaa gaaaaaacat tgctacgcaa
  4319341 agatgctgca gatgcgcttg aaaatatgtt tgaagcagca aagaaagaag gacttgaact
  4319401 tacagctgta tctggttatc gttcatacaa acgccaaaaa tcattacatg atacatacgt
  4319461 tagacgtcaa ggaaaagccg aggcagattc agtaagcgct attcctggta cgagtgaaca
  4319521 tcaaactggt ttagcaatgg atattagttc aaaatctgct aaattccaat tagagcctat
  4319581 ttttggagag acagccgaag gtaaatgggt tgcaaaacat gctcatgaat ttggctttgt
  4319641 cattcgttat ttagaagata aaacagaaac aaccgaatat tcatatgaac cgtggcattt
  4319701 gcgctacgtt ggaaatccat acgctacata catatataaa catcatttaa cattagaaga
  4319761 agcgatggaa gacaaaaaat aagagagcgt tttgctctct tatttttctt tcactctatt
  4319821 attgtagtaa ttttttcttc cactcttcag gccacggttc gcctcttccc gtttttttcg
  4319881 atgcttgaac catcattcca cgaccaacta agcaaacttc tccttctgca ttcttcacca
  4319941 tataatgcaa atctaatgaa gaattcccaa ctgatcccgc ctttacatac accttcaact
  4320001 gttcatcaaa atatatttgc ttaataaaat tacattgtaa atccgcaaca acaatcatcg
  4320061 tttctgaaga ttcatgcgtc cattcttgca taaatccaag ttctttaaac aatgcgatac
  4320121 gtgcttcttc aaaataggta aaggcaacga cattatttac atgtccaaac atatctactt
  4320181 caccaaaacg aacctttaca gagttgtaaa acgaaaaacc actttcccat tgctcaaagt
  4320241 cttcaatata agaaatcctc ttcattgttc cctctccttt tcaccttcga ataaaaagaa
  4320301 taaacagaat aaacagaaaa ataaagttat aaatattgcc tcttcgatat gaagaggcaa
  4320361 tatttattaa tagttattgt cgctaccaaa gaaatctttg aacgattgaa ttgttgtatc
  4320421 acggtttaac gccgcaattg aagttgttaa tggaataccc tttggacatg attgcacaca
  4320481 gttttgagag ttaccacagt ttgcaagtcc tccatcaccc ataattgcac gtaagcgatc
  4320541 tgctttatgc atttcacccg ttggatgtga gttgaataaa cgagcttgtg ataacggtgc
  4320601 tggtccaata aagtcagatt tactatttac gtttggacat gattctaagc aaacaccaca
  4320661 tgtcatacat tttgaaagct cataagccca ttgacgtttc ttctctggca ttcttggccc
  4320721 tggtcctaag tcatacgtac catcaattgg aatccaagct ttaacacgtt ttagagcatt
  4320781 aaacatgcga ctacggtcaa cttgtaagtc acgaacaacc gggaatgtct tcatcggttt
  4320841 taagcgaatt ggttgctcta attgatcgat aagtgctgta catgattgac gtggttttcc
  4320901 gttaatcacc atcgaacatg caccacacac ttcctctaaa cagttcatat cccacgcaat
  4320961 cggagtcgtt tggtttcctt ttgaatcaac aggattacgg cgaatttcca taagcgccga
  4321021 aataatattc atattcggac gataaggaat ttcaaactct tgatcaaacg cttgcgcgtc
  4321081 tggtccgtct tgtctcgtaa tgatgaggcg gattgttttc tcagacatgt tgtttatccc
  4321141 ccttctcttc acccttagca gctacatcgt gttttgaaga ataatcacgt ttacgtggtt
  4321201 taattaatga aatatccaca tcttcataat ggaatgctgg tgcatttcct tctccttcaa
  4321261 attttgccat cgtagttttt aagaagtttg catcatcacg atttgggaat tcaggtttgt
  4321321 aatgcgcccc acggctctca ttacggttat atgcaccaat tgtaataaca cgtgctagct
  4321381 caaacatatt tgcaagttgg cgtgtaaatg aagcaccttg gttactccat cttgctgtat
  4321441 cgttaatgtt aatacgttta taacgagcca ttaactcttc aatttttgca tctgtttcta
  4321501 ataatttttt attttcacga actactgtaa cgttatctgt catccattct ccaagctctt
  4321561 tatgaagaac atacgcattt tcgttaccat cgagcgttaa aatattgtta aatttctctg
  4321621 tttcgattaa ttcattttgt tcatacacag tagatgaaac agcatctgat gatttagaaa
  4321681 gacctttcat atattcaatt gcattcggtc ctgctaccat accaccgtaa attgctgata
  4321741 atagtgagtt cgcaccaaga cggttaccac cgtgcataga ataatcacac tcacctgctg
  4321801 caaataaacc tggaatattt gtcatctgtt tataatcaac ccatagtccg cccattgaat
  4321861 agtgaacagc tgggaagatt ttcattggta gtttacgagg atcatcacct gtaaatttct
  4321921 catagatttc aataattcca ccaagtttaa tatctagttc tttcggatct ttatgagaaa
  4321981 gatctaagta aaccatattt tcaccgttaa tacctagttt ttgctctacg caaacatcaa
  4322041 agatttcacg cgttgcgata tcacgaggta caagatttcc gtaagccgga tatttttctt
  4322101 ctaagaagta ccatggttta ccatctttat atgtccaaac acgtccacct tcaccacgtg
  4322161 cagattcact cataagacgt aatttatcgt ctccaggaat tgccgttggg tgaatttgaa
  4322221 tgaactcacc gtttgcataa tatgcgcctt gttgatatac agcagaagct gctgtacctg
  4322281 tattaataat agagttagtt gattttccga agatgatacc agggccccct gttgccataa
  4322341 tcacggcatc agctccgaaa cttttaatct ccattgtttg taagtcttgt gcaacgattc
  4322401 ctcggcacac accttcgtca tcaacaacag ctcgtaagaa atcccaacct tcatatttcg
  4322461 ttacaagtcc tgctacttca tgacgacgta cttgctcatc taatgcgtat agtaattgct
  4322521 gtccagttgt tgcaccagca aatgctgtac ggtgatgttg cgttccacca aaacgacgga
  4322581 aatcaagaag tccttcttcc gtacggttga acataacacc catacggtcc attaaatgaa
  4322641 tgataccagg tgctgcttca cacattgctt taactggtgg ttggttcgct aagaagtccc
  4322701 caccataaat tgtatcgtca aagtggatcc atggagaatc cccttcacct ttcgtattca
  4322761 cggcaccgtt aattccacct tgggcacata cagaatgcga acgttttact ggtactaaag
  4322821 agaacagttc aacatttact cctgcttccg ccgctttaat cgttgccatt aagccagcca
  4322881 agccaccgcc gactactata agtttccctt tcatgctctc ccactcctta ctggtttgct
  4322941 agctgtggat cgatgaacgc taataatgca ctcacaccta cataagatag acctaagaaa
  4323001 atagctaatg ttacataagt agagattctt tgtgaacgtg gtgatactgt aattccccag
  4323061 ctaatgcaga atgtccatag tccatttgca aagtggaaaa ttgttgaaac aacaccaact
  4323121 aagtagaatg cgaacatagc tggattgttt aaaatatcag ccatcatatc atagtttacc
  4323181 tctttaccta acattgcttg aatacgagtt tcccagacgt gccaagcaat gaaaatcagc
  4323241 gtaacgatac ctgaaattct ttggaagacg aacatccaat tacggaaata accgtaagaa
  4323301 accgcattgt tcttagctgt aaatgcaata tataagccat atatagcatg gtacagtatt
  4323361 ggtaaaaaga taatgaaaat ttctagcgca taccggaatg gaaggagctc cataaagcct
  4323421 gcagctttgt taaaagcctc tgctcctcgt gttgcaaagt tgtttacaat taaatgttgc
  4323481 gtcaaaaaga caccaaccgg gatgaccccc attaatgagt gccacttacg aaacgtatac
  4323541 tcgcggcctt tcatgtcccc attacccccc cttgagtgat tgactgctgt tttcagatta
  4323601 gtttatggca ataatgtttt ttcactattg gcataagaaa aactgaaaaa attattcgaa
  4323661 atatttcagc ataatttgat accaagttca ttttactcct atttttgtcg aagcgtcaag
  4323721 aaaacgtata cataatttgc atataatttg ccatttcttt ttttcttctt atatattcag
  4323781 attttcctaa agaaaaatct gtttttataa atgagaaatg ttatataata atccctatag
  4323841 aaagagggga atattgtgag taaaaataca atcgatacaa catctttaga agatgtttca
  4323901 ttgaacgcct tcgcttatga attgctacgt gaagaattac tacctgattt aatcggtaac
  4323961 gatttagatg gtattttata ctggtccggt agaaaccttg caagaaaata tccactagaa
  4324021 acaattgaag aagtcattca gttctttgaa aaagctggct ggggcacttt aagcattatt
  4324081 gaacataagc gtcgtgaaat gcagttccaa cttaaaggca cgctcattgc tgaacgtcaa
  4324141 aaacaaaaaa gacattcttc ttatcaatta gaagctggat tcatcgctga acaaattcaa
  4324201 aagcaacgaa acgtcgttgc agagtcctac gaagaaaaga aaaaacgttc agactctatt
  4324261 acatttcttg tgaaatggga tataaaagat cttattgaag tgtagcatta cccgcggtca
  4324321 actagacata taagtttagt tgactttttc gtattttcat tcatttggat ttattttaaa
  4324381 tcttcagaaa ttataccaaa aaatagaaga cattgtaaac tacaacgtct tcttatctgt
  4324441 taaataagta taaatcgtct ctgcgacatt tttcggcata cctgcttcga caaattcctc
  4324501 tatagaagct tctttcatct tctttaatga accaaaatgt tttaacaata cctttttccg
  4324561 tttatcaccg attccaggaa tatcatccag tgctgattga atgacagatt tcccgtgtaa
  4324621 ttgacgatga aatgtaattg caaatcgatg cacttcatct tgaacacgct gcaataaata
  4324681 aaattcttgg ctatttctct ccagcatcac aggttcaggt ggatctccaa taattaaatg
  4324741 agatgtttta tgtttgtcat cttttacaag acctgccatc ggaatatata aaccgagctc
  4324801 attttctaga acatcacttg cagccgccag atgacctttt ccgccatcaa taatgattaa
  4324861 atctggtaaa ggtaaaccct ctttcagcgc ccttgtataa cggcgtctca caacttctct
  4324921 catagactca taatcatctg gtccttgaac tgttttaatt ttatatttcc tgtattcttt
  4324981 cttagctggt ttcccatcaa taaaagcaat cattgcagaa acaggatttg tcccttgaat
  4325041 atttgagtta tcaaatgctt caatacgata aggcgtttca attccgagct gcttccctaa
  4325101 attctctaca gctttaatcg ttcgctcttc atcacgttca attaaataga atttctcttc
  4325161 cagggcaatc ttcgcatttt tatttgccag ttctacaaga tcttttttct taccgcgttt
  4325221 cggctgtgtc gcttccactt ctaaaaagcg ttctactaat tctgagtcta tacttcctgg
  4325281 aacaactatt tctttcggct taaaatgact gctgttttca taaaattgac cgataaacgt
  4325341 taagaatccc tcttctggtt catcatatat tggaaacata gaaacatcac gttcaattaa
  4325401 ctttcctttc cgaacgaaga aaacttgaac acacatccac cctttatcaa ctgcatagcc
  4325461 aaacacatca cggtccacta aatcactcat aatcatcttt tgtttttcca taatcgcatc
  4325521 gatatgagcg atttgatcac gtaactcttt tgcacgttca aactctagtt tctctgaagc
  4325581 ttcatacatt tttgtttcta attctgaacg aacttcttta tgcccaccat ttaaaaactt
  4325641 aataatctca tctacaattt ctttattttg ttcttccgtc acttctttca cacaaggtgc
  4325701 taaacattga cccatatgat aatataaaca aactttatcc ggcatatttg agcacttacg
  4325761 aagcggatac atacgatcca gcagtttttt cgtttcatga gctgattgtg cattcggata
  4325821 agggccaaaa tactttcctt tatccttttt tacatttcgc gtaataagta agcgcggttg
  4325881 tttctcagct gtaattttaa taaaaggata tgttttatca tcttttaatt gaatattata
  4325941 ttttgggtca tgttttttta ttaagtttaa ctccaaaatg agcgcctcta gatttgagga
  4326001 ggttacaata tattcaaaat ctacaatttc tcctactaac cgaagtgttt tcccgtcatg
  4326061 cgaaccagta aagtacgagc gcacacgatt tttaagcact tttgcctttc cgacatatat
  4326121 aaccgttcct tgcctatctt tcattaaata acaaccaggt tgatctggta aaatagccaa
  4326181 tttttctttt aaatgttcgt gcactcgtta ccctccattt ctacatgctt agcattttta
  4326241 ttttcacatg aaaacatact atgccaaaac acccaacata cgttctttta ttgtaacgga
  4326301 aaggtgtaaa aaaggaaaat aaaaaaagct accaaatggt agctccttta ttttagaagt
  4326361 gtttagaaac taattctact aacgcttctt tcggtttgta acccaacgct tgatcaacta
  4326421 ctttaccgtc ttttaatacg aaaagagctg gaatgctcat tacttcgaat tgacgagcag
  4326481 tttcttggtt ttcatccacg tctactttta ctacttttac tttttcgcct agttctgcat
  4326541 caatttcctc taatacagga gcgatcattt tacaaggtcc acaccaaggt gcccagaaat
  4326601 ctaataatac aacaccttcg ctagtttctg ctgcgaagct ttggtcattt gcgtttacaa
  4326661 ttgccatttt atttcctcct tcaagtatat tctaccaaga gtatatcatt aacttatata
  4326721 cgtggcgaat aatatgtatc gttatgtatt gtaacaaaaa agtgttcctt tatactatat
  4326781 aaaaatacgg attaaatact aaaaagatga gagacagggg atctctcacc tttttctata
  4326841 tataggggta cttcacttgg aactcaaggg tactcaaatc atgaatgtac ttttaacttt
  4326901 ttaaactctt ctgttaaaag tggtacgact tcaaataaat cgccaacaat accgtagtca
  4326961 gctactttga agatacttgc ttctgggtct ttgttaatcg caacgattat ttttgagtta
  4327021 gacataccag ctaaatgctg aatcgcacca gaaataccgc acgcaatgta taggtctggt
  4327081 gtaacaactt taccagtttg accaatttgt aatgaataat cgcaatactc agcgtcacaa
  4327141 gcaccacgag atgctcccac agcgccgcct agtacgtcag ctaactcttt taatggttta
  4327201 aatccgtctt cactcttcac accgcgtccg ccagcgataa tcactttcgc ttctgaaagg
  4327261 tcaacgcctt ctgccgtctt acggacgaca tcttgtatga ttgtacgcaa gtctttcaca
  4327321 tctactgtaa tagaagacac gtcaccactg cgagactcat ctttttcaag cgttgcgatg
  4327381 ttatttggac gcactgtcgc aaataaaatg ccgtctgtta caatcttctt ctcaaatgct
  4327441 ttaccagagt agattggacg agtgaagata acatttccac cttcaacttc taaagcagtt
  4327501 acgtcagaaa ctagaccagc ttcaagcttc gctgctaatt ttggtgataa atctttccca
  4327561 agtgctgtat gtccaaatac aataccttct ggattttctt cagcatatac agctaaaaat
  4327621 gcttgtgcat agccatcaga tgtatatgat tttaatttat cattttcaac tgtcacaacg
  4327681 cgatctgcac cgtaatgaat caattcattt gcaaaagaag caacgctgtc tccaactaga
  4327741 agacctacta cttcaccgcc ttctgcaatt gtttttgctg ctgctaccgc ttcaaacgaa
  4327801 acgttacgta gcgatccatc acgaacttca cccattacta atactttacg agccatagat
  4327861 tttccctcct gcatatataa tttcgtattt tattagatta ctttcgcttc tgtatggagc
  4327921 aacgatacaa gttcttttac ttgatcttgc agctcgcctt gtaacacttt tcctgcatct
  4327981 ttcttaggag gcaaatagat ttcaattgtt tttgtctttg cttccacatc atcttcttct
  4328041 aaatctaaat catctaattc taattcttct agtggctttt tcttcgcttt cataatacct
  4328101 ggaagcgatg gataacgcgg ttcatttaaa ccttgctgtg ctgttactaa aactggtaat
  4328161 gaagtttcaa ccacttctgt atcaccttca acatcgcgct caatcttcac gtttgtaccg
  4328221 tcaatttcaa gttttgtaat tgtcgttacg tacggaatat ttaatgcttc agctacacgc
  4328281 ggaccaactt gtccagatgc accatcaatt gcaacgtttc cgcctaaaat taaatctgca
  4328341 tctttatctt ttaaatattc agcaagcact tttgctgttg taaactggtc accattttct
  4328401 acatcatctt caatattaat taataccgct ttatcacagc ccatcgctaa cgccgtacga
  4328461 agttctttct cactatcttc gccaccgact gttacaacag taacttctcc accttgtgcg
  4328521 tctcttactt gaattgcttc ttcaatcgca tattcatcgt aagggttgat gatgaattcc
  4328581 gcttcgccat cgtaaattgc accgttttta attacgattt tttcttctgt atcaaatgtt
  4328641 cgtttcatga gtacgtagat gttcattcca tttaccccct tgtttttcag aaagattcta
  4328701 tcaattttaa ttttctgtta atttatatta aaaaaataat tgaactacct gccactaaat
  4328761 gaaggcttac gcttttctaa aaatgctgct acaccttctc ttccatcttc actcgtaaat
  4328821 acttcaccaa agatttgagc ttcgcgttgt acaccctcat aataatgaga cgatttcgtc
  4328881 gtttgcaata actctagtac agcacgggcc gtcgctgggc tttttccagc aatctgtttt
  4328941 gcaactttaa gcgtatcatc taaaaatgtt tcttcagcaa aaactccgtt aactagtccc
  4329001 cattttaatg cttctgcacc agtaatcggt gtacttgtta acatcatttc acaagctttc
  4329061 gctttcccaa cataacgtgg taatcgctgt gtacctgcaa atccaggaat taatccaagt
  4329121 gttaattcag gtaaaccaag ttttgcgctt tcagttgcaa agcgcatgtg gcaagacata
  4329181 gcaaactcaa ggccgccgcc aagtgccgct ccatgaattg ccgcgataac tggttttgaa
  4329241 catttttcaa cgcgctcaaa cgtaacttgt ccaagctgcg ctaattcagt cgcttgcttc
  4329301 gcttcagtaa cagatgtaaa ttctttaata tctgctcccg ccgagaagaa gcgcccttca
  4329361 ccatgaataa caacaacacg aatattatca tccttctcca cttgatcaat taattcagta
  4329421 acgtcatgca taacttgcga agacatcgcg ttagctggcg catgatttaa cgtagccacc
  4329481 gcgatatgat cttcaactct tacagatagg aatttcaaca tgatccctcc cattattgac
  4329541 gataaccaca agctgcaata agtagcccgt gtaccgtttt tgaaagtgcg accagatcat
  4329601 acttatgatc gctcattacc caattggtca caacttcatc tactgttcca aagatcattt
  4329661 gtcttgccac gcgaacattt aaatcagctt ggaattcacc ttgctttata cctgtctcta
  4329721 aaatctcatc aatgacttgt aagtagcctt ttaatacttc atttattttc aggcgtaagt
  4329781 cttgattgga ctgtcttagc tctaattgcg taacgatagc aagaggatca ttttgcgaca
  4329841 acagcaagaa gtgcgtttct accaacatga ataacttcga tacagcgctt tcaattcctg
  4329901 ctgttttttg acgaattgtt tcgacaaatt ctcccatctt ctcttggaat aaggatatta
  4329961 atatatcttc tttattttta aaatataaat aaatcgtgcc atcagctacc ccagcttgct
  4330021 ttgctatttt agaaacttgc gcttggtggt acccattctc cgcaatcaca atgactgccg
  4330081 catcaataat ttgattgtat ttcggtctat ttttcttcac tttactgtcc ccttcaagaa
  4330141 gaatatgaat gaatagtcat tcatattctt ataatactga ctatttagaa aagtgtcaat
  4330201 cccatttttt caaaaagaaa gggccttagc ccgtttgctc atcctcattc tttcttttct
  4330261 cttcctcaat taggacacgg cgcaaaattt ttccaactgt cgttttcggc agttcatctc
  4330321 taaactcata tactttcggc actttatagg ccgctaaata tttacgagca aactgattta
  4330381 attcttcctc agaacactcc gtaccttctt ttaacacaac aaacgcttta actgtctctc
  4330441 ccctatacgg atcaggaact ccaatcgtca ctacttcttg caccttttca tgctcatata
  4330501 atacctcttc tacttcacga ggatacacat taaatccgct cgcaacaatc atatctttct
  4330561 tacgatcttt cacatagaaa aagccatctt catccatgta gccaacatcc cctgtatgga
  4330621 gccatccatc ttgcagtacg gctgctgttt cttctggctt attccaatac cctttcataa
  4330681 tctgaggacc ttttactaca atttcaccga tttctcccgg tcgtaatgcc tcaccagttt
  4330741 caagcgacat aatcattgct tctgtatctg gccacggaac tccaatgcta cctggtactc
  4330801 gcttttccca taaaaaatta ctatgtgtaa ctggagatga ttctgttaaa ccatatccct
  4330861 ctactaattt accacctgta actgtttcga acttttcctg tacttctacc ggcagtgggg
  4330921 ctgatccact aatacaagca cgaatagaag aaatatcgta ttcttttaaa agcgggctat
  4330981 ttaaaagagc gatataaata gttggtgctc ctggaaacaa tgtcacttta tgcttcttaa
  4331041 tcgcttcaaa aaccattttc atatcaaatt ttggaataag aaccattttg tatccttgca
  4331101 taatacttaa attcataaca gccgtcatgc cgtacacgtg gaaaaatgga agaaccccaa
  4331161 gaacgacttc ttctccttct ttgcaattat ataaccattg aactcccatc aaagtgttag
  4331221 aaacgaggtt tttatgcgtt aacataacgc ctttgggaaa tccagttgtt cctcctgtgt
  4331281 actgtaaaag agctagatca ttttcaggat cacaaggcac ctcaacacct gtattcactt
  4331341 ctttttctac tgagttccaa aggtgaatcg tttcactctc tgatactttt acaactaaat
  4331401 tcgactgttt tttctgcaca aatggataca atagattttt agggaagggc aaaaagtctg
  4331461 caatacgagt tacgataaca tgctcaattt ttgtagcaga ttgaacattc gttactcttg
  4331521 gaaacactaa atcaaggcaa agaattactt ttgctcccga gtcatgaagt tgatattcta
  4331581 attctctttc tgtatataat ggatttgttt ggactacgat acctcccgca agtaatgtac
  4331641 cgtaataacc aattacagct tgcggacaat ttggcaacat aatagcaact cgatcacctt
  4331701 ttcccacacc gagcttttga agataatttg caaatctctt caccttatca tggaagaccg
  4331761 aaaatgtaat atccttacct aaaaagtgaa gcgctttctt ttctggatag cgagaagcca
  4331821 tctgttctac atatttatga agcggctgaa tatcataaga aatcgtactc ggaatttcct
  4331881 ctggataact tttcaaccat ggtttttcca ccttcattcc cccttcaaat acataaaaaa
  4331941 taaatgaatg ttcattcatg atggttgttt tcattatatt atagtcacca taacgttaca
  4332001 atcataatat tctgactttt atataactat gctttacttc attaacttct tattatatgt
  4332061 agaaactctc ctaatcttaa aagagtaaga gagttattat tcaacttaac cttattatcg
  4332121 ttaacacagc tcctggtgta gttgttgata atgttgcaac agctaacaag ccaaatagtt
  4332181 gcaaactaat agcacttcca gccgcaagag tagtaataat tgttgcacta aatgatgtag
  4332241 ttgctaccgc aggagaatta atcgtcccag caagtggcgc tccattaatt gtaatccgcg
  4332301 aactgactaa taacgaagcc gttatattaa ttgtatatga aatataatag ttcccagcat
  4332361 ttgcaaccgt aaatactgta tttcccccag atacagtaat ccccggaccg atattttgat
  4332421 tatttggaag cgggacattt gttccaccaa gaagtaccga tatcgctgtc cctgacgtat
  4332481 tatttgcaaa tgcatacgtc gccgtaatac ttgtacctgt gactcccgtt ggacctgtcg
  4332541 ctcccgttat tcctgtcgct cccgttggac ccgttgctcc tgttattcct gtcgctcccg
  4332601 ttggacccgt tactcccgtt attcctgttg ctcctgttat tcctgtcgct cccgttattc
  4332661 ctgtcgctcc tgttactccc gttactcccg ttactcctgt tgctcctgtt gctcccgttg
  4332721 ctcccgtcgg acctgttgga cccagcttag gaactgttcc atcgcaacta aaacagcatg
  4332781 aatcaacatg tacaccattt tgattattac aactacaata tccatttata ttatttctcc
  4332841 atgaagacat gttgatcact tcctttactt cgatctttta agtacaatca tctagttaga
  4332901 aaacacctat ctaactaaca aagaaataat ttacttaata ggataaacac agatacattc
  4332961 catagattct agtaattatt acatgcaatt tgctctcctt ttgcttgtac tttcgcctca
  4333021 cctccacaga ttattaacct tacatattcc gtttttcgta cacagccaat ttcccattga
  4333081 aacttcccat attcgctatt tttcgtcaaa attttagaaa aatattgaca cttaaaatat
  4333141 cctcatagta taatttgggt gttgtaattg ataactattt tcatttatgg tgctagttac
  4333201 aaaaatactt aatttggggg cagaagatga agaaaattct cagtattttc atagtagttt
  4333261 ttctattcgc tgttggatgc ggacagcaaa aagaggagaa aaaagaaaca aaagcggaca
  4333321 ataaaaatca agctataaca attaaacacg ctgaagggga aacgaagtta gataaaccag
  4333381 cgaaaaaagt agttgtactt gaatgggtat attcagaaga cttattagca cttggtgttc
  4333441 agccagtagg gatggcagac attaagaatt ataataaatg ggtaaataca aaaacaaaac
  4333501 cgagtaaaga tgttgtagat gtcgggacac gtcaacaacc aaacttagaa gaaattagcc
  4333561 gtttaaaacc agatttaatt atcacagctt cattccgtgg taaagcaatt aaaaatgaat
  4333621 tagaacaaat tgcaccaaca gttatgtttg atccatcaac aagcaataac gatcactttg
  4333681 ctgaaatgac agaaacattt aaacaaattg caaaagcagt tggaaaagaa gaagaaggta
  4333741 aaaaagtatt agctgatatg gataaagcat tcgctgatgc aaaagcaaaa attgaaaaag
  4333801 cagacttaaa agataaaaac atcgcaatgg cacaagcatt tactgctaaa aatgtgccaa
  4333861 cattccgtat cttaactgac aattctttag ctttacaagt tacaaaaaaa ttaggtttaa
  4333921 caaatacttt tgaagcagga aaatctgagc ctgatggttt caaacaaaca actgtggaat
  4333981 cattacaaag tgtacaagat tcaaacttca tttacattgt agcggatgaa gataacattt
  4334041 ttgacacgca actaaaaggc aaccctgctt gggaagaatt aaagtttaaa aaagaaaaca
  4334101 aaatgtataa attaaaaggc gacacttgga ttttcggtgg tcctgagtct gcaacatctt
  4334161 tagcaacaca agtagcagat gtaatgacag cgaagaagtg attacacgat gaataactta
  4334221 caacatacac ttcgagcaag tcttgtattc ggaggaggag gagctctctt gctcctcctt
  4334281 ttctttattc atatcggaca aggtcaagca aacatttcct atagtatgat tattgatgct
  4334341 cttatctcac cgaaccaatc gctagaacac caaactttaa ttatgcttcg attacctaga
  4334401 gctgtaatcg ccattttagc tggcggtgct cttgctgcat ctggggtcat tttacaaacg
  4334461 ttaacaaaaa atccacttgc tgaatccagt acaatgggta ttcactctgg tgcatatttc
  4334521 tttctagtag cggctacaat tttcttaccg aaaggtctgc aaattaactc acttcttttc
  4334581 acatttatcg gtggtgctat tactgcttta tttgtatacc gtatttctgg tgaaaaaaag
  4334641 ggaaccccac ttagaatggc actagctggt atggtcgtta cattaatgct ttctgccttt
  4334701 actggaacga tgcaactttt ctatgaaaat gaaacagctg gtttattttt atggggagct
  4334761 ggctctctta ttcaaaataa ctgggatggc gttcaatttt cttttccatt tatcattatt
  4334821 tctttcctag ttttacttgg catatctcgc aaactcaaca ttctcttact tggtgatgat
  4334881 gttgcggttt ctcttggcga aaaaacagca gtaacacgtc ttatcgcctt cattgctgca
  4334941 atctttttaa cagcagtcat tgttactgtc gttggaccaa ttggttttgt cggcttagtt
  4335001 gcacctcatt taatgcgcct gataggatac cgtcaacact ttactcttct tctctcttct
  4335061 ttcttatggg gagcagtatt attacttgga gcagatgttg ctggtagact aatagatcca
  4335121 accggtgccg aacttcctgt tggggcagtc acggcaatga ttggatcgcc ttggcttatt
  4335181 tacttagtgt atcggatgat gaagtcaaaa caatatatga atgataacgg tgcgaataca
  4335241 gctggagcta gttcccgcta ttactcttat aaaaaggtaa tcattatatc tatcacactc
  4335301 tgtattgtga caattgctct tggtgttaca atcggtagta acgcttatat cgaaagcatt
  4335361 acaaatgtta tatcaggcca attaacacaa tttgataaaa acatgatgat gaaccttcgt
  4335421 ttaccaagaa tgctcgttgc tgctatcgct ggtgcatgcc ttgcaataag cgggcttgtt
  4335481 ttccaaggta tattacgaaa cccactcgca gatccttcta ttatcgggat ttcatcagga
  4335541 gctggtgttg gtgctttaac tattatgtat gtctttccta cacttcctgg tttcttccta
  4335601 cctattggtg catttatcgg gggactactt gcagttggaa ttgtcctctt cttctcatgg
  4335661 aaatcaggat tcagcccaac agctcttgct ttaataggaa tcggtatttc agctcttggc
  4335721 tcagcgatta ttcaaatctt tatcgttaaa gcaaatttga acgttgctgc tgctttaaca
  4335781 tggctatcag gtagtacgta tgcaagagga tggaatcact tagaaaatat cattctatat
  4335841 ccatcgctaa ttcttgtatt gattatcttt ttcttaataa aacaacttga cgttctcgta
  4335901 cttggagatg atttagcaac aggactcggg caaccagtaa ataaaacgcg ccttgccctc
  4335961 attgtgttag caacactact tgcatctgta aatatcgcag ctgtcggtac aattgccttt
  4336021 ctaggccttg tcgcaccaca cttagcgcga attgttgttg gaatgaatca ccaaagacta
  4336081 ttcgtttgtt ctgcactgtt tggagcaatc cttctttcca tcgctgactt actcggacga
  4336141 acaattgcat acccgaaaga aatcccttca ggtcttgtag ttgctgtact tggcgcacct
  4336201 tatttcttat ggctaatgag aaagagtggg aagaaggtta attaaaaaag aggcttctta
  4336261 tgtgagaagc ctcttttttc attcattctc ataagcccga aggaaactat ctttttttca
  4336321 cgaatttaac ctatgaacat aactaggagg gataacaatg taccaaacta ttgaaggctt
  4336381 cttacaatcg tggacatacg aggctgaatc tactcaaaag atgctcgatg tactaacaga
  4336441 tgaatctttg tcacaagaaa ttgcacctgg acattggatg ttaggaagag tcgcttggca
  4336501 tatcgtgacg gcaattcctg ttatactatc tggcacaggg ctaaagtttg aaggagaaac
  4336561 gaaagattat cctgttccaa cttctgcaaa aacaattgca gctgaatacc gtaaagtaaa
  4336621 cgcggctttt gttgaaacac ttcaaagtaa atggactgat aaagacttag ctactattaa
  4336681 tgacttcttt ggtcgcccta tgccgaattc tatattttta atgacactca tcaatcatca
  4336741 aaatcatcac cgcgggcaaa tgacggtttt aatgcgacaa gccggcttaa cagttcctgg
  4336801 tgtgtacggc cccgcaaaag aagagtgggc tgcggctgga atggaagctc ctaaaatgta
  4336861 acgacaaaaa agacaaggtg tttacacatc ttgtcttttt ctgtaacttg tttcatgtga
  4336921 aactattttt tctaaatggt tgttttatgg aaaagatagg ttaaaatgaa tacatactat
  4336981 gaagaggagt aaccaaattg aatacaaaga ataaaaaaat agctctagga actattttat
  4337041 taacttctat tattggagtt attagtgtat ctctttattt cacctattat ggtacccctt
  4337101 ggggaaaaca agcagcaatt acggaatcaa aagagtatat tacaaaatat tttaatctag
  4337161 atgcagaagt caaaaacact tcttacgatg ctaaaatgaa tagctatgca atcgcctttg
  4337221 acacaaataa agacggagag tttactatcg aatataaaag tcctaataac tttaatattt
  4337281 ctccagaagt acaagcgtat ttaagtaaac actctaaatt tacagagtag taatgaagca
  4337341 tacatataca aaaaagagtt ggtgtaacgc caactctttt ttacgtattc ttatcataca
  4337401 gttatatctt ccttctctat attttttatt ccgtaatatg caatcacaac tccaattgct
  4337461 gcgagtgcta gttgaagggg aagaaaagtt gctgcgggaa actctgggtt gctattcatt
  4337521 gcaattgaga caacgataag agatgaaaca attgtagttg gcactgaacg tttacgcatt
  4337581 ccgaaatata gagggattaa actcattccc gcagttgcaa tggctaaagg aactagtttt
  4337641 attccttctt gcaccaattg atctactgtg aatgaattag gaagaattga aaaatagcta
  4337701 tctatcccaa agaaaattcc tactactaaa atgttagata caataactgt tataaatgtt
  4337761 actattgctg caatagccaa cttactagcc atcattttct tccgattaat aggataagaa
  4337821 aacataagta gtattgtttt atttttatat tcaccaatta ttagccttgc gattaataca
  4337881 ctaccaaaaa caataaacgt tgctcttact attgtgctag ccattaacaa tatcgtctct
  4337941 ggattcctta tttctgcatc accttctact tgagcgatga tgctcacaaa gatcattaat
  4338001 gccagtataa caatatttgc aataattgct ctcttcacgt accaaccaag cttaaacttt
  4338061 ttcaattcta gctttattaa atgtagcatg atagtgtcct ccttcctcct aagatttaat
  4338121 caatataaat gactcctgtt tcacttaaaa tcttcgcttc attttttgca tcaccaatcg
  4338181 ttcctacttt tattttttct gtacttttat ctttcttaaa tccttttaaa tccactatta
  4338241 cgtcagctaa attacttttg gccataagct tcaatgatgc cgggacacct ttataccgta
  4338301 cgccaatatc ccctgatttt gtttctataa ataatgattt tccttctgtc atatctttca
  4338361 gtaatacttc cccagatgtt gaagtgatgt tcatattttc tttttttaca ttttttacat
  4338421 aattatcacc agtagtggaa gttatattta catcttgtaa taaactatct tttaacatta
  4338481 aatctccact ttcggatgtg aattcaccct tctctgccga taatcctgta atcatttcat
  4338541 ctccatattt gccctttgtc acgatacttt ttactactat atctcttatt ttcacatcac
  4338601 ctgatttatt atttaataca attttatcta tttctttctt cggaatagct atacatatac
  4338661 tatttttctt cctaaacgtg aaaccattaa aaaatctgtt catcttttgt ttttgcttaa
  4338721 tcacaatttt attttcgtca ttttctattt tgacgggatc tatctcttta tctacttgtt
  4338781 caccttgagc ggaaattact attttattag catctgtact tttaaattca atatcccagt
  4338841 tttcattgtc tacttctatt tcttttatat tatttatctc aaaagacttt tctttcttaa
  4338901 aatctttccc ctgaaatacc ttaataccaa aaactacact agcaattgta atgaataata
  4338961 ttgcaattac tatcattttt ttcattattc ataccccagt tcgtttttgt tttaagctta
  4339021 cttcacgcca catcgatctt gtcaatttta cggaacgata gatagctaat gaaaattcct
  4339081 aataaacaga gcacgattgg gatagctata aaatcaaaca tacttacttg atcgtttcca
  4339141 gcaccaacgt taccactaat cagcatacca attattactg ccgaagtaat cgttgtcggt
  4339201 gtcgatttct ttctcattcc aaaaaataaa ggaattaaac ttataccaga tatcataaat
  4339261 gcacttataa tagtacctgg aacggtagct attatttcgc ctatcgtagc aggtgtttca
  4339321 atcagtccca tcattggact cacaaaatat acgagcaagc taataatgaa agtagcgata
  4339381 atcgtgctca caaaacaaaa acagaaaaca attgttaatt tcgcactcat tagcattttc
  4339441 ctttgtagcg gatacataaa tgctagttgt atcgttttgt tcttatactc atcaattact
  4339501 aaacgtgata aaatgaccga actaaaaata atgaatgtta ttctaataaa aatatttgct
  4339561 aaatccatgt tctgtttgaa gtcagagaag agcacgtctc cctcagcttt cattcccaat
  4339621 gccataaggc ttactacagc gaaaattgct ataatacaaa ttgctacact tttaaagcaa
  4339681 ctagataatt gatgcttttt ccactcgagc ttcattaatc taagcataca aaccacgcct
  4339741 ccattcttta tataactgtc tctacactgc taacattcta attccagcag taactacgct
  4339801 taacattcct atcattagta gaattaacaa ccatttccgc tctggtttcc tataatataa
  4339861 aatcccactt atgaacatta cgattaatcc acttaccagg ttcagccata attcattaag
  4339921 catgaatgcc ctctccatcc attacattta agaaatattc ctctaaggaa ctatgtttct
  4339981 tattaatact ttcaatttcc acatcattca taataagtgc ttttgaaatg gcttgctgag
  4340041 acactgccgt atcatacaca cgaatcatat ttccgctcat gattttataa ttttttatac
  4340101 caagtttatc ttctagaata taagctgcac gcttcacatc aggaacagta atttcaatgt
  4340161 actctgtttg ttttccgtta atactcttca ttgaaacttc ttttattagt tttccatttt
  4340221 gaatgacacc aattgtatcc gccattaatt ccatctcacc taaaatatga ctagaaacta
  4340281 ataatgtaat accatattct ttgcagagca ttttaaataa gtctcttaat tctttaatac
  4340341 caattggatc taaaccgtta atgggttcat ctaaaatgag caattctggc tttgttacga
  4340401 ttgcccttgc aataccgagt cgttgtttca ttcctaatga aaaatctttt acttttttat
  4340461 tatctatacc ttgcagcttc actaaatgta aagcatggtc aatttcattt ttatcgtaat
  4340521 agcccatata ttcacaatgt aattctaagt tttctttcgc cgttaattta tcataaaaga
  4340581 ttggatattc aataatcgtc cccattcttt ttaatacttc ataagatgta tctgttaact
  4340641 tctcaccgaa aatttcaatc tcaccgctcg tcggttttat taaatttgta atcattttca
  4340701 taatcgttgt tttaccagca ccattcggtc ctaagaaacc gtatatctct ccttttttca
  4340761 catgcatgtt aacgctagaa ataacttctt tccctttaaa cactttcgtt aactgattcg
  4340821 tttttaatat ataggtcatg tcactttccc ctttcgcact actttatatt tttataatag
  4340881 acaacggaaa tctctttttt cttacccgtt tcttacaaat ttcttacgct gaaaaaaagc
  4340941 ttgtagaatc tacttctcta caagctaaaa ctgcatcttt tttaatgcaa ctgtaaaaat
  4341001 tgttttttca tacggcttac tagaaagatg aatttttcca tccatcgctt ccacaagtct
  4341061 ttttgtaatc gttaacccta aaccgctccc ttggtacaat ctatttcttg aatcttcaag
  4341121 tgtgtacata cgctcgaaca ctttatcaat atgcgattca tcaattcctt ttcctgtatc
  4341181 ccatacgtct atatacacat tcgtttcatc atctcttaac gtcataccaa gtgtctttcc
  4341241 atcgtctcca tatgtaatcg catttgatat aaaattgttc aataccctac ctaatacttc
  4341301 tacatttcca agtgcatata tatttctttc tggtatatca atatgaacat gaaaaccttt
  4341361 cgacgtcact aaatcataaa aagataaaat cttctcacga caaacttcat tcatattcac
  4341421 ttttgtcatc tcgattgctt tgtcaccaga ttctaatttt gctaaatcaa aaaacttatg
  4341481 aattagttcc attacttcta gtgttttcac atgcaccttt tcaagtaata tttgttgttc
  4341541 ttctttactc atcgttttat ccttatttaa catttctgta tatccaagaa taactgttag
  4341601 cggtgttttc aagtcatgtg aaatatttga aagcattttt ctcatcgaaa tttctacttt
  4341661 cgcatgatct gcatttgttt tctgttttgc atctaataat tgattaattg ccactaataa
  4341721 tttttgcaat tctagatcat ctgtcataac gagtaacttc tcgcctgttt tttcatttac
  4341781 aatactttct aacttttcat atgtgtatct taaattttca ctactatttt ttctcatttt
  4341841 atattgtatg taaatgacac ataacaatat aaaaataata cttattaaca aattgaccat
  4341901 attacatcac ttccaactta taaccgatgc cccataacgt tttaatgtat tctggattag
  4341961 atggatcact ttcgattttc tcacgcaatc ttctcatatg aacattaata acgttatcgt
  4342021 caccgtaata ctcttcgttc caaattagtg tatatatttg tgcttttgta aatacacgat
  4342081 tttgattctt tacaaacagt tttaaaatct caaattcttt taaagtaagt ttgagaggct
  4342141 tcccgttttt ttccacagta aaattaattg gatcaatcgt taaatcacca atttgaatca
  4342201 tcttttctgt tgtttctgta gccgaatatt tcgtagacct gcgaatacct gcttttacac
  4342261 gcgcggctaa ttcaatcata gaaaatggct tacaaatgta atcatctgct ccaagtccta
  4342321 atccaacagc tttatcaaca tctgtatctt ttgctgacat cattaaaatc ggaacggcac
  4342381 ttttttcacg aataatacgt acaacctcta agccatctag ctttggcatc ataatgtcga
  4342441 ggataatcaa atcaaaggaa ccttttaaat atgtgtctac cccttcttct ccgtcagatg
  4342501 caattgtaac ttgaaagcct tccttcacta aatacttttc caccatctct tgaattgaga
  4342561 gatcatcttc aactaataaa atatgatgtg acatatgtct atcccctttt tacaaacgtt
  4342621 aacaattcaa ttgtatcgta actactacag acttgaaaca aatatatgaa ttttcaaacc
  4342681 aacttccctt ccttccttaa caatgatatg atgaaattca ctacgattgt tcataattaa
  4342741 ctttatataa aggagactta tcatgtcaga aaacaaaaaa gtaagcttag ctgatttaat
  4342801 gcgcgaacaa cttgcaaaga aaaagcaagg taacggtaat ggtcaaaatg ccaaaaacca
  4342861 aagccaagaa acaaaaaaat tacaaaacca acaaacgaaa aagacaaaca accaacgtag
  4342921 acgtacaggt gtataaatga acggacaaaa acgttctaat atcgcacctg gccttgaagt
  4342981 tgatattgta ttaaaacaag atcaacgcac cggcaaatta acacgtggaa ttgtaaaaga
  4343041 tattttaacg aactcccctt ctcatccgca tggcattaaa gttcgattgc aggatgggca
  4343101 agtcggtaga gtacaaaata tcgttcaata agaaaaggag ctcaagtaaa ctcgagctcc
  4343161 tttttcttta ttacccttta attttctcga tgaaaactac ttttaaatag tctccttctt
  4343221 taaattgatc gattgtacgg aaatcttctg gtaaagaatg ttcttctaat actttatatt
  4343281 taccattcat ttctttaaat gctgtatcaa taaagccttt aaactttttc atatcgaatg
  4343341 cactacaatt tgtagaagca acgataatac cgttattttc tgtaatggca attgtttctt
  4343401 ttaataaatt tttataatct tttgctgcac taaatgtata ttttttcgag cgtgcaaagc
  4343461 ttggagggtc taatacaacc atatcaaact tcatcttttt cttcgctgca tatttaaagt
  4343521 aaaggaatac atcttctacg ataatatctt gtgcttcata atcaatttca tttacactaa
  4343581 actgctcaat tgttttactt aaactacgat ttgcaaggtc gacactcgtc gttttactcg
  4343641 ccccaccaag cgctgcaaat acagaaaaag cacctgtata agagaacata tttaacacgg
  4343701 ttcttccctt cgcatattta tcacgaattt gttttcgcac gttacgttga tctaaaaaga
  4343761 caccaaccat cgctccgtca tttaaataaa cagcgaagtt cacaccattc tcttttacga
  4343821 taagcgggaa ctcaccgcgc tctcctgcta cgaaatcatc gccttcaatg tatttccctt
  4343881 tcgtatcaaa acgcttcttc tcataaatac ctttaaagtt tgctactttt tggagagcag
  4343941 ctataatctc atctctgaaa gtataaatcc cttcgctata ccagctcact acataataac
  4344001 cgtcataata atcgatgatt aagccaccaa gaccatcacc ttcaccgttt agggcgcgga
  4344061 atgctgtcgt atcacttgat ttgtaaaatt gctttcgttt atgtaaggca gattttattt
  4344121 tactttcaaa gaaagattga ttaatttgtt cactctcttt tctcgttaaa atccaaccgt
  4344181 atcctttatt ttgttttcca taataacctt ttccgacaaa gtggttcttc tcatctacca
  4344241 ctttaatgat tgttccttct tcctgaacat catttaaatt ttgaatcgca tcttttaaaa
  4344301 taagcggata tccactttta atttctttta taaatttcgg ttttattttt acagttactt
  4344361 ctgatcgcat ataaaaactt cctttccatt tgcatgcttt ctttatagga agcacttaaa
  4344421 aaacgagact gaaaaacagc ctcgtttcac tataccatat tattgctttg ctagtacaac
  4344481 tagctcatcc cctggcataa cagctatata tttatacaat gttgaaaaag taagactacc
  4344541 atctctatgg cgaataaata atattaaatc ctctgaattg atttcttctt tattaatctt
  4344601 ttgttcttct gcaacttgta tcgttttaaa cgtataacca tcttcaattt ttctatttaa
  4344661 ttcttcataa atttcatttt gaccaaacag taaatgagct tttttcgaaa gggaaatgcg
  4344721 ttcttgttca atcttttcta catcatggat tggaagtaaa aatgtattat gatgtccaaa
  4344781 ctgcggtacg tatgtatttg cgactaatac attataagaa tccgtatctg taactgcaat
  4344841 taagtattca tactgattca tatcaacttc aaattgtaac tgttcagaga gtacttgacc
  4344901 attatatgta ttaagccctt ttacctttgc acattgcaaa tgctcttctg atacatctac
  4344961 aattaagctc ggaacaccca tctctttaca gtgcaatgca aaagcagatg agaatgtact
  4345021 cgcacctgaa attaaaattc ctggtggctc cgtattcgcc aatcctaatc ttttcgctaa
  4345081 aaatccaatt gaaaatccat gagcacaaac ggtcgtaata acgagtgcaa atgtaagcgc
  4345141 cgttaatata gaagcatctt tataaccttc ttgtaataac tccgtcgcaa agtaacttga
  4345201 aaccgttaat gcaacaatac ctcgcggcgc aatccagcca actagcgccc gttctgcttt
  4345261 tgttaactct gtgccgattg tcgatatcca aatcgataaa gggcgtacaa caaatagcat
  4345321 cataagtacg aagcttataa taggccagct gaaaatctcc ataatagttg ttcttggaag
  4345381 cgatgctgtt aatataataa aaacagtcga cgttagtagt acagaaatat tttcgttaaa
  4345441 atgacgaata tcaccgatag aagaaatata ttttttcatc cgcgcaagcg taatccccat
  4345501 tacagttaca gctagcatac ctgtttcatg catcacctca tccgcaatgc caaagcataa
  4345561 cagtaccgta actaacaaaa ttggtgcttt taaatattct ggtactttcc cctttaaaat
  4345621 catatagctc ataaaaatac taaatatata accgagcacc attgcaaata atgaacctgc
  4345681 aaagaaatac agcaacgtat gtaattgtac attttctttc gttaagaaat ttacaatttg
  4345741 aaaggcgaat acagcaagca aagcgccaaa tggatcaacg ataatccctt cccattttaa
  4345801 aattgctgct gttcttggtt ttaatcgcgc ttggcgtaac aacggaataa ttaccgttgg
  4345861 acctgtcaca ataaaaagtc ctccaataat aaatgcaacc gcccaatcta atccagcgac
  4345921 gtaatgagct gcaagtgagc cagcaatcca cgcgataaac gctccaaacg taacgatacg
  4345981 aaatactggt ttcgatagcc ccctcagttc acgtatatct aagcttaaac taccctcaaa
  4346041 caatataatc gcaacagaga gtgatacgag tggactaaaa acatctccaa gcacctcttt
  4346101 tggattaata ataccgaaaa ccggaccaat taataatcca gcaactgcca taacaacaat
  4346161 cgcagggagc tggaagcgcc atgcagtcca ttgtgaagca atacctaacg taataataat
  4346221 aacgatacta agtaaaagtg attcaaccat aatgccctcc ttgttcatag tattgcgaca
  4346281 gcaaagtata aaccatactt tacttctata tattttcaat tgattctatt tacataatat
  4346341 ataatcaagt taaatatata gtcaacagga ggacactata cttacataaa gtgaaacttt
  4346401 aatcaaccct caccaatcgg ggtcttactg cccggcaaat agcaggatta aaaatattat
  4346461 cataatttaa gattaccgtt gacaatgata atgattttca ttatcattta atgtatatga
  4346521 attctcgaaa ataaaggcta cacttatagg aggaataaac atgattattg ttacaaatac
  4346581 agctaaaatt acaaagggta atggacataa attaattgat cgttttaata aagtaggtca
  4346641 agtggaaaca atgccaggct ttttaggatt agaagttctt ctaacgcaaa atacagttga
  4346701 ttatgatgaa gtaacaatta gtacacgctg gaatgcaaaa gaagatttcc aaggttggac
  4346761 gaagagccca gcatttaaag ctgctcactc ccatcaaggc ggaatgccag attatattct
  4346821 tgataataaa atctcttact atgatgtaaa agttgtacgt atgccaatgg ctgcagcaca
  4346881 gtaaacatat ttctttttta aagtatagaa taggagaaac gttaccactt ctcctattct
  4346941 atactttttt tactgtcttt ttactagttt cgcatgtacg actaaccttc ctgcttccgg
  4347001 atcgagtgca tagtcacacg tcgaaagtgt tacaatttga tcacctgctg ttactgttgt
  4347061 atccgtttta tacaacgatt tttcttgaat tttctccaaa aatgatgtgt attccgtatc
  4347121 actgctaaaa tccgtttcaa tgtaataaaa atcagttgtt gttgtataca ccgagaacac
  4347181 ttcaagatca tatccttcaa ataatgtatc gtaatataat ttacgatgcg acatgaagaa
  4347241 ctcttcatct aacattttct ttaaacttcc aaacatagaa ccatctttca tacggtgacc
  4347301 atataaaata gtatttcgat tttgagattt cacatcatta cggtagtcca taaagatgct
  4347361 tcctgctctc atatcttcac ctttataatt acgaaataaa tagtaatcat tgtctttcgc
  4347421 ttgaacgatt ggataattaa tttgtgtatc atccatcgta atccatccaa ctatttcttg
  4347481 gttaatttgc tgcagcgctt tgaactgttt acgcacttcc ccgtcttgtg attgctcttc
  4347541 catcggactt ttttcataaa tgttttgtgc ttcggccatt actttacgat tttcatagta
  4347601 atccataaaa atatcaccta attcatacac tgaatagaaa aaggtaccta aaaaaacaac
  4347661 tgtaagtatt cgttgaaaaa aaattttttt cttccgttct ttttcactac tcaaattatc
  4347721 acctcaaaac ggattgttcg catatttaaa tacccattgg gaccatatac aatcctgtat
  4347781 cttcatcttg ctttacaacg acatctacac cgtatatcgc ctttatcata ttttctgtca
  4347841 caacgtcatc cggcttacct ttcgtaacaa tctcgccatc tttcataacg atgatgtgat
  4347901 cactatagcg aattgcctga ttaatatcgt gtaataccat gacgatcgtc aatccatgta
  4347961 cttcatttaa ctcttttact aactctaata tttcaagttg ataataaata tctaaatagg
  4348021 ttgtcggttc atctaaaaag agcattggtg ttttctgagc taacgtcatg gcaatccaaa
  4348081 cacgttgtct ttctccacca gataaagcat gaatctcctt atcacgttta cttagcaaat
  4348141 tcgtacatgc taaagccctt tcgatcgctt ctctatcttc atccgtttgc gaggaaaaaa
  4348201 tatttttatg aggcatacga ccaaaacttg ttaatttctc taccgtcata tctgctggtg
  4348261 cttcattttg ttgatggaca acggctaact ttctagcaaa ctctttcggt ttatattggc
  4348321 taattgcttt cccatctagt atgacctctc cgctacgagg atcatgattt cttgacatca
  4348381 cgccaagtaa tgtcgatttc ccacaaccat ttggaccaat aattgttgta actttaccaa
  4348441 tttctatttc actactaacc gactttaatc gatccgttac attatcatac gagaaggtta
  4348501 catttttaat ttccatgaac tttatcactc tttctaagca agaatattaa gaatgggcca
  4348561 ccaataactg ccataatcgt cgccgctgga atttcgttag gtggtacaat taaccttcca
  4348621 atcgtatccg ccgtcaaaat taataacgct cctgcaagag cagaaaaagg aattaatact
  4348681 ttatgatctg aaccgactaa ttgtcttgaa atgtgaggaa caagtaatcc tacaaaagca
  4348741 ataacacctg caatcgctgt tgatactgca gctaagagta ctgcaataac agaaataata
  4348801 agacgaactc tcgtcacgtg caaacctaag tttttcgcag tcttatcttg tagtgataat
  4348861 aaattacacc aagctcctac aaacagagca agaaccaaac caattgttcc atacgtaacc
  4348921 attatttcta catcgcccca cgtcttcatc gttatattag aagtcgtcgt ttgcttaata
  4348981 ctcttaatga aatatccaca aatcgtaatg aacgattcat ttaatccagt aaacatcgca
  4349041 ttaatagcta taccaactaa aataatacga agtggactta accctgactt ccatgaaaat
  4349101 gcataaacga gataacacgc aaacgcacca cctaaaaagg caaatactgg tgtccagaaa
  4349161 aagaattgcg ggaacaacgt tataataaca agtgtcataa aacttgctcc tgaagatatc
  4349221 ccaatcactc cagcatcagc gagtggattt ttcataacag cttgaaaaag cacaccagaa
  4349281 acagcaagag ccgctccagt gaataacgca ataataatac gcggaaaacg taaatcttta
  4349341 atcacttcaa catcttcatt tccacctgta aatatccctt gtacaagttc aacaatacct
  4349401 acttctaaac tccctttcat cgctgacaat gatgtcataa cgataagtaa tgcagtaaca
  4349461 atgaggaaac tccaagtttt tttattcatt ctactcttcc tttatattaa aatgcatcac
  4349521 ggatacatca tttttttcaa ttcatctaac gcttcaattg ctgctaaatt tcctgtcgtt
  4349581 ccaaataaac gctcttctaa atcgtaaaca cgattatttt taactgcagc gaagtgcttc
  4349641 caaatgtcat tcgttttaaa ttctttatca aacattttta caacttcatc aggcatacca
  4349701 tgagctgctc gtaaaataat atctggatca gctttcttta agtactctgt attagaagct
  4349761 aaatattcta ctttttcacc ttgcacaata tttttaccac ctagttgttt cactaaatcc
  4349821 ccaatataag aatgctctgt tgctactaaa taacttcccg gcacacctaa taaaataagt
  4349881 actgtcggtt ctctctttcc ttttacttct tttcgaatgc tagcgacttt tttatctaac
  4349941 ttcgttacaa ctgcttcagc ttgtttttca cgcccatatt gcttacctaa attactaatg
  4350001 gcattttgca tattttttaa actagttaag tctacaaagt ttgctttcat acctacacca
  4350061 tcaaaaactg gctttaattc atattcaagt gttgtaacag ataatacttc tgacggcttt
  4350121 aatgatttta ccttttccat atcaggactc atcggattcc cgacttcagg taacccttta
  4350181 tatctctttg gtaaatcttt cgtactcgtt ggaacaccaa ctaaatctac ttctaacgca
  4350241 tccataattt cagtaacagc aactgtcgta gcaacaactc tctctttact ctcactcttc
  4350301 acctgttttg ctgcttcttt tttaggcgcc gagcatccag ctatacttac taataaaatg
  4350361 atagccatta gtacacttgc aattttcttc actctcaatc accactcctt tccaaacaat
  4350421 atgaaacaag tcttgatgca cgcgaacatg catcaagact ccaaaaatta caatctacct
  4350481 gctctatatt tacgaactag taaagcaagt gaacctagca gtaacaccat gtataaacca
  4350541 agttgtgctg tatctgctgt ttttgagttt ttttcttttt tcgcatcatt atttgtagct
  4350601 tcatttttct tcttaccatc tgcatttcgg ttaaaatcag gcgtagcaat tgtttttaca
  4350661 ttatctactt tcggcgtaat taccggattt ttcggttcat tcttcggctc ttcttttacc
  4350721 gttcctacag caccaatctt cgtcggatca aattgaattt gtacgtcgta gaaatgatgg
  4350781 tagttcattg aatcgatatc tacttttacc tttgcattta attttgcaaa taaatcatta
  4350841 gcttcaaatt ctacgactct tgtatttgcg gccttatctt cacttactac ttttgcatct
  4350901 gcaaatccac cattcttttc cgtttggaat tttgtaatcc attcactatt ttttagtgtc
  4350961 attgcaatat acttcttacc atctttcacc gttaaccttg ctggacttac aacatattga
  4351021 ttcatcattg aaatttcttc agtcttatct tttaacactt taaaagcaat atcgtactga
  4351081 ccatccttta aatttttcgg atcaactgtt ggattttcat ttagattatt cgttccatct
  4351141 tggttattgt tatcatcttg gttgttactt ccaccttggt tgtcgtttcc gccttgatta
  4351201 ccattaccat cttggttagt atctccacct tggttaccta aagatttaat acttccttta
  4351261 tcaaatgcaa attgaatatc atagaaatgg tgataattca ttgaatcaat atccactttc
  4351321 acttttgcat ttaacttttt cgataaatca gctacttcca cttctactac tcttgtatct
  4351381 tgctctttat ttgtacctaa tactttcgca tcgacgaacg caccattctt ctcaaactca
  4351441 aacttcgtaa tccatgagct atttgttaat gtaaaggata catacttctt accatctttc
  4351501 acttttaaca cacctggatt ttttgtatat gtgttcatca ttgaaatttc ttcagtctta
  4351561 tcctttaaca ctttaaaacc gatactgtat tcaccgtctt taagagcatt gggatcaatt
  4351621 gttttgttat cgtcatggtt gttgtttcca ccttggttat tgtttccgcc ttggttgtcg
  4351681 tttccgcctt ggttgtctaa cggtttaatg ctacctttat caaatgcaaa ttgaatgtca
  4351741 tagaaatggt gataattcat tgaatcgata tctactttta cttttgcatt taactttttc
  4351801 gataaatcgt ctactgctac ttccactaca cgtgtatcag cttttttatc ttcacttatt
  4351861 acatttgcat caacaaacga accatttttc tcaaattcaa attttgtaat ccaagaactg
  4351921 ttcgttaacg taaatgatac atacttctta ccatctttta cttttagcaa acctggactt
  4351981 tttgtatatg tgttcatcat tgaaatttcg tctgtttgat cttttaacgc tttaaaattg
  4352041 atgctgtatt caccatcttt aattgtttca gcatctgttt ttttattttc atctggtttt
  4352101 tctacttctg gtttttctac ttctggtttt tctacttccg gtttttctac ctctggttgt
  4352161 ttctcttcat ttttaatttg ttcaagttta tcttgttcaa ataaaagttg tacatcatgc
  4352221 gtttgtttat aatttcttga tgccatctca ataaatactt ttgtatttag tttttttgat
  4352281 agatcagcta cttcgaactc tactactctt gtatcttttt ctttattttc actcactact
  4352341 tttgcgtcaa caaatgcacc atctttttcc gtttggaaat ttttaattaa tgagctactt
  4352401 tttaatgtta caattgcttt tttcttaccg ttttctattt ttaatactcc tggatttacc
  4352461 atgtaagtat tcatcttaga ttcttcatct gtttgatttt ttaacacttt aaatggaatg
  4352521 ctgtactctc catctttaat tgtgttagaa tttggttgtt gatctgggtc aggcttttgg
  4352581 tcgggcttct gacttggatc cggtttttca tttggatctg gcttattagc tgggtcctct
  4352641 ttttcatttg gttgttccac atgaatcggt gtaatactat tttgatcaaa tgcaatacga
  4352701 acgtcgtact catgatgata atttaaaaaa tcaatatcta cttttacttt tgcatttaat
  4352761 accttctcta catcttctac atcaaattct actactcttg tatctttttc tttatcttca
  4352821 ctaattacat ttgtcgcaac tagcttacct gctttttctg tttcaaactt cgtaatccat
  4352881 gaactattcg ttaatgtaaa ggatactttc tttttcccat ccttcacttt taaagtcccg
  4352941 gggcttactg aatattgatt catcatcgat tcttcatctg atgtatcttt taaaactttg
  4353001 aacccaattg aatattcacc gtcagccaac ttggtagctg cttgaactgc aagtggttgt
  4353061 aatgttgata cgaatgtaaa tatcattaaa aacatagcaa caatgatttt tgtatacctg
  4353121 ttcaatggaa cgactctccc ttttgaaaat tatttaatac tgttcccatc aaatacaaag
  4353181 cgaatatcat atgaagcatt ataattaata attggaatat taattttcac cttgccattt
  4353241 agtttttttg acaagtcagc aacttcaaat tctactactc tagtattatc ttttttgttt
  4353301 tcacttaaca cggttgtttc tacaaattga ccatcttttt ctacttggaa acttttaata
  4353361 gaagtactat ctttcacttt aaatgaaaca tattgttttc catttttaac tgttaatgtt
  4353421 gctgggcttt caaaatacct attcattcta gacgattcat ctttatcgcc tttccataca
  4353481 gtaaaagcaa tattatattt tccatcagct agttttgtag cagcctttgc atcttgtaaa
  4353541 cctagtgttg caataaacgt aaataaaaca gcaaatacgg caataatcat tttaaattgt
  4353601 ttaaacatat attcatcacc cttcaaaaga tttatttact caatttcact ttacgaatta
  4353661 agaaaacacc tgaaataaga attaacgctg caaacaatcc aatacgtgct tcatcgcctg
  4353721 tttttggatt atctgttttt tcagcttttc cattttcatt ttttgtttct ttgttcactt
  4353781 ctttagctgt ttccttactc tctacttttg ttttctcttc ttttacttgt gtatctgttt
  4353841 tcgcttgatc attatttttt gttgtagcag ctacgccgtt atcgccacct acagctttta
  4353901 catttgcatc aaaagcaaaa cgaattgtgt agtggtggtc atagtttgca tttggtacaa
  4353961 caacatgaat ttttacagct gccggtttgg ataaatcatc tactttaaac tctactgttc
  4354021 ttttatctgc cgattcatct ttactaacaa ctttcgcatc aacaaaattc ccgttctctg
  4354081 gtgctttaaa ttctgtaatc caagcactat gattcatcgg aacttgtact ctcatctcac
  4354141 cgtttttcac tattaatttt gctggctttt caaaatagtc atttgccatt gaagctgaat
  4354201 cattttccgc tttttgaatt acgtaattaa tatcgtaagt accatcagct agttttgctg
  4354261 aagcattccc gtatggcatt acaagaaaag ctagcataca tacgaacgtt ataataaaag
  4354321 cgggtaatac agaaaccttt ttcatttttc ttgtttcctc cttggttatc tttcatttca
  4354381 tttttgaaaa tgataattat tctcatttta taagaaaaaa ataatctctt ctacccatta
  4354441 tttaattagc attcttttat gtaacataag cattattgat tatcattctc atttaatgtt
  4354501 aaaaataata tctcacccta ttccttatac aaaggcatag aaactgagaa aatttataaa
  4354561 acacatttat tgattatcat tctcaatgaa aatcaaaaaa ataaactatc tcttctcctc
  4354621 ttctttcacc tctttccata acaacactat agttataaaa atcccttttc cctcacttcc
  4354681 cttccaaaat ttccataact aagtcaatct tagcctactc ataaattttt tgtcaactat
  4354741 attacgtata aaatttttaa tatctaaatt tctctatata cggctttttt tacaaaaaaa
  4354801 gagactttct attatagaaa gcctcttttc tctatttttc tacagcaact tcttgctttt
  4354861 gaaacttaga aactatataa ccaaatccta taccgattat gcctggaact aaccaaccaa
  4354921 ttcctacact atataatgga atcttatcta aaataggtgc tagcgctgca atttgaaggt
  4354981 ttgcattgtg taacccatca aagaaactta ttgcaaatgc tcctacaatc ccgcccacat
  4355041 acatcgctaa tggaagacga acgtagtttt caacaagtga taatacgata agtacgattc
  4355101 caattggata aattgcgatt aagattggta atgctaatgc atttaactga gttaacccaa
  4355161 ggtttgctac cataaatgct aatacacaga aaatgaaaac aactttttga taagaaagct
  4355221 ttggtaataa agaagagaag taatcaccac aagctgcaac aatacctaca gaagttgtta
  4355281 aacatgctgc tgtaattgcg atccctagta ataaagttcc gtagctacca aataaatgat
  4355341 tcacgacatt tgttaaaata attcctccgt ttgcgcccat tccaagtgac acactagaag
  4355401 ctccaagata agcaagtgct aaatacacaa gtagtagacc aagcgctgca ataaatcctg
  4355461 caaagattgt tacttttgca atgctgtttt tatttgtaat gcctttttct tttaacgcat
  4355521 gaattacaac atttccgaat accagtgctg caagtccatc taaagttaaa tatccatcaa
  4355581 taaatccttt aaaaagaggg gcactatacg cttctgtcgg tgcaccaaat tctccgattg
  4355641 gtgtaataag tgctttacct acaataattg caataacagc taataatatt ggagttagca
  4355701 ctttaccaat acgacccact aatttcgatg ggtttaaagc taaatagaaa gtgacagcaa
  4355761 agaaaatgaa tgtaaagata acaagtgaat acgattgacc agctatctca cttggtaaaa
  4355821 acggtgcgac actcatttca taagcaacag ttcctgtacg tggcacactt acaaatacgc
  4355881 ctaaacataa ataaattgca gtgataaaaa caagtgcgaa tataggatgt acacgtcctg
  4355941 ctagctcatt aatatctccc tttaaagcta taacaattac tcctaataaa ggtagtccaa
  4356001 cgcctgttac gataaaacca aataacgcaa tccatacatc tgttccagcg ccttgtccta
  4356061 acgctggtgg gaaaatcata ttacctgcac cgaaaaatag tgcaaataac attaaactta
  4356121 ttgcaaacat ctcagaaaac tttaaagatg atttcatttc tactaacctc ctaatttaat
  4356181 ttaacaaaat attctgaatt aaaatccgtc atatatcctc tttcaagcat acttccccgt
  4356241 aaaagaacgc aaaaaacacc cgtccctaac aaagggacga gtgttgaaat cgtggttcca
  4356301 cccttattct aataaaatga atttataacg aaataagctc attttatagc tcgtgtaaat
  4356361 tgataacggt tttatccgcc aagaattaca atgcattatg catgcagttc actcttgaag
  4356421 tttagaggtg gtaagttcgt ctttccgtat taggaagctc acagcctaag gcttccctct
  4356481 ctgagaatcg taaaaaacaa ctcatgtcct catcattact tttataaaat atcttgtcga
  4356541 aacttgttgt tttttattat atgggctatt ttttaaaaaa tcaatagttt tattttttct
  4356601 gacaaaaaaa tatagggaga aaatttttcc tccctataac tgtcctatta ataattctaa
  4356661 ttcttcagct gtaatgtctc gccactttcc tacttcaaga tcatttagct ctatattcat
  4356721 aatgcgttct cgctttaact ttgttacagt aaacccgaaa gctcggctca ttctacgaat
  4356781 ttgtctgttc attccttgcg ttaaaacgat gcgacacgta gacttatcca ctctcgtcac
  4356841 tttacatggc ttagttattc catctttaat ctttacaccg ctggacatct cattaataaa
  4356901 ccaatctgta aaaggtttat caactgtaac aacatattct ttctcgtgct catgatcacc
  4356961 gtgtaaaatt tgattggcaa tcccgccgtc attcgttaat aaaataagtc cttctgatgc
  4357021 tttatctaat cgtccaacag gaaagatacg ctctgggtaa ttaatataat caataatatt
  4357081 accttcaata tgctcagctg ctgtgcaggt aatcccaact ggtttatgaa aggcaatata
  4357141 caccttttct ttctcttctt ttgcaataac ctgtccatca atcgttacaa catcaccttc
  4357201 attaacaagt gcaccgtgcg tacatatttc gccgttaatc gctacgcgcc cggctttaat
  4357261 aaggcgatct gtttcgcgtc ttgagcaaga atttgcttcg cttatatatt ggttgatttt
  4357321 cataacttat tccttttcat atatattaaa agcgtcaatc tatggcaata ttactctgcc
  4357381 acgattgacg ctcgtttact tcgcaaaaac aactaaataa ataaccccaa tcaccaaaaa
  4357441 tattccacaa caagctaaca atacttttgc aagtttgtcc ataaacatat aatggtttcc
  4357501 cctttgtttc gttgttttct attttaattc gacaactgtt acgcctaggc ctccctcgcc
  4357561 catgtcaccg taacggaatg tttttacacc gcggtgcttc ttcaagtaat cttgaacacc
  4357621 ttggcgaagt gctcctgttc ctttaccgtg aatgattgat acacgaggat agcttgcaag
  4357681 ctgggcatcg tctaagtatt tctcaacgcg cgccattgca ttttcaaatc gttcaccacg
  4357741 aagatcaagc tctagcgaaa catgatagtc tctacctttt actgttgcaa ctgctttttt
  4357801 ctctgtttgt ttcggtgtat taatgtattc catattagat tcttttactt tcatcttcag
  4357861 aataccaatt tgtacgctcc actctgtatc gcttactttt tcaagcaatt gacctttttg
  4357921 accgaacgtt aatactttta cttcatcacc tgcacgtaac tgttgtttcg gcgcagtatt
  4357981 tttcacgttt actttttgtt tcttcacaag ctctggtgct gcgccttcta gacggctctt
  4358041 cgcttcaatt agctcgtgat ctttcacgtt tgcaagctgt gctttacgca attgacgaag
  4358101 ttcttgaata atgccttctg cttctttctt tgcagcttcg actttttctt ccccttcttt
  4358161 ttgcgctttt aataatcgtt catcacgctc ttcgttaaat tcaataattt gacgttgtaa
  4358221 ttcgcgatgc agtttttcag attgcttgcg aagtgcttct gcttcgttcc agtcacgctc
  4358281 tgcgttcttt tgactttctt ctaacttcgc aatcatattt tcaattttat ttgtatcggt
  4358341 actaatgtgg ttacgagctt gatcaatgac gcgattagat aatccaagac gtttcgaaat
  4358401 ttcaaaggca ttactacgtc ctggtacacc gattaataat ttatgcgttg ggcttaatgt
  4358461 atttacatcg aactcaacac tcgcattaat aacttgctca cggttatatc cgtatgcttt
  4358521 taattctggg taatgcgtcg tagcaacaac gcgagcaccg cgattacata cttcatctaa
  4358581 aatcgaaatg gcaagtgcag ccccttcttg tggatctgtt ccagcaccta attcatcgaa
  4358641 taaaactaag ctttcaaaat cagctttttc taaaatatca acaatgttca ccatatgtga
  4358701 ggagaacgta cttaaacttt gttcaatcga ttgctcatca ccgatatcag caaatatatt
  4358761 tttaaataca caaatctctg actcatccat tactggaata tgaaggccag attgcgccat
  4358821 taacacacaa ataccaactg ttttcagcgt aactgtttta ccacctgtat tcggtcctgt
  4358881 aataacaatt gtcgtgaaat ctttacctag cataatgtta tttggcacga taacttctgg
  4358941 atcaataagc ggatgacgtg cctgtcttaa atccatataa cgctcgttat ttacgattgg
  4359001 cttcgttgct ttaatacgct tcgcataaaa agctttcgca aatatgaagt caagatttgc
  4359061 aactacttct acgtttgata aaacgatatc cgcttctact gccacttctt ctgttaacat
  4359121 taataagatg cgttcgattt cttgtttttc tttcacacgt gcttcttgga gtgcgttatt
  4359181 taattctaca atgacttgcg gttcaataaa taacgtttgt ccagaagctg attgatcatg
  4359241 aacaataccg ccatatacgc cgcggtattc ttgttttact gggattacgt aacgttcatt
  4359301 acgaatcgtt acaatcgagt cagacagcat cttttgcgcg tttgaagaac gcgtcatgtt
  4359361 ttctaacttt tcacgaatac ggctttctgc agtacgaatt tgagtacgaa taccgcgcag
  4359421 tttatcactt gcgctatcga ctacttcccc accatcacca atacaatttg taattttctt
  4359481 ttctaaatca tataaagata caatttgagc gacatgagtt tctaaaatgg gaagctcaac
  4359541 accattatca accatatctt caatgaaacg tttcatattg cgactaccat acatcgtatt
  4359601 ggcaatatca agtagttcat ttggacttaa catacttcca atctttgcac gcttcacatt
  4359661 agagcgaata tccgtaatac cacctaatgg tgcactaccc tttagacgaa taactttcgc
  4359721 tgcttcatcc gttgtatctt gcatttctac aatttcttca aaatcagtgc tcggcactaa
  4359781 atgcttcact ttgtcacgac caagtgaaga tgctgtatgt tcaagtaatt gttcttttac
  4359841 tttattatat tctaatacac gcaacgttct ttctaacatg ttgcaggtcc cccttgtgtt
  4359901 acttattacg tttaatatag tctaataaac gttcaatatc ccacgtgtta attacgttat
  4359961 ctttttgaat ccaaccttta cgtgctgccg ctacacctgt ttccatatct tctaacattt
  4360021 caagtgtatg agcatccgtg ttaatcgcta cttttacacc agcatcttgt gcttgtttta
  4360081 ataatttcgc acttaaatct agacggtttg gattcgcatt taattctaaa actgtatttg
  4360141 tttcttttgc gagttcgatt aataagtctg tatctacatc gtagccctca cgacgtccaa
  4360201 gaagacgtcc tgtcggatgg gcaatcattg tgacatgttt attctctagc gcagcacgaa
  4360261 gacgtttcat aatcgtttca cagtcttgtg agaagctaga gtgaattgct ccaatgacat
  4360321 aatctagttc tgctaatact tcatcatcaa aatcaagcga ggcatccggt aaaatgtcca
  4360381 tttcaattcc gcgtaaaatt gtaatgtctg gatacttttc gttcatacgt tcaatttctt
  4360441 tcgcttgttc acgaaggcgc tctttcgtta aaccgttcgc tactttcaag tattgtgagt
  4360501 gatccgtaat cgccataaac ttatatccac gagcacggca cgcttgtacc atctcttcaa
  4360561 tagaaaaagc accatcactc catgttgtat gcatatgtaa atcaccttgt atatcagaga
  4360621 actgaattaa gtttggatac tctttaatta attcaatttc ttttccatct tcacgaactt
  4360681 ctggcgggat aaatggaaga ccgaaatgag caaagaattc ttcttccttc tcaaatgttt
  4360741 tcacttcccc tgtttccaag ttctctacac cgtactcact aattttctcg cctttatctt
  4360801 ttgcgatttg acgcattttt acgttatggt cttttgatcc tgtgaaatgg tgaagagttg
  4360861 taataaactc ttctggtttt actaagcgga aatcaatcga aatatcatat tcatattgaa
  4360921 gacggaccga aactttcgta tctccgctcg cgattacttc aatcatatta tcaaattgta
  4360981 gtaaatgctc acgtactgca gctggttctg tcgttgcaat gataaagtct aaatctttta
  4361041 ctgtttcacg aacacggcgc aaactaccag cgcgagagaa acgaattacc tcagcaatat
  4361101 tcgacaattt ctcctctatt tccccggcaa taggcaatac cattgcgatt ggtaaacgct
  4361161 ccggacggga tcctacttga tcgattgctt ctaatatttt ctcttctgtt tttttgccga
  4361221 aaccagctaa agcttgtact ttattttcct cacaaaccgc ttttagcgac tccatatcaa
  4361281 caacaccaag ttctttatat aacttagcta cctttttacc acctaggcct ggcaatttta
  4361341 ataacggtaa taagctactt ggaacctctt tttcaagctc ttgtaacact tcagatgttc
  4361401 ccgattctat atattcttga ataactgctg ctgttccttt tccaatgccc ggaatcttcg
  4361461 tgaaatcttc aatctcagaa agactacgat cgtcactttc tagcgctgct gccgctttac
  4361521 gaaatgcaga tattttaaat ggattcgcgc cctttagttc cataaaaagc ccgattgtct
  4361581 ctaataattt aattacttgt tttttattta ctttcatcat tgtcccgcct ttctttcata
  4361641 gaaaaaaact tctctttccg aaaaaagaga agttatactc tgctacctgt ctgccatagt
  4361701 tccttcacct tttcagagag aatcggtgta tcgtctacaa ttattttgct aattgatgat
  4361761 tgttgtaatg gtgtttgtaa ttgttcaatc ggaagaatgt tcccaatgat aattaagaca
  4361821 aacaaaataa tatatacttc taaaaatccg aggattgccc ccgcaaacgc atttacttgc
  4361881 tttaaaaccg gtatttctgc aaacatattt aacaaattac caagtaatga aagtgcaatt
  4361941 tttgtaataa taaacaatat aataaacgca agcgcttgat aaaatactgt ttcaatatta
  4362001 tttgcatcaa tccattctgg aacagataca tttttatcaa atggatacgg aataaatttt
  4362061 gcaagtgctg gcgctaaatc tttacagtac cagtatgcaa caaggtatgc gataataaag
  4362121 cttgttaact ttacaagttg cagaataaac cctctgcgta agccgaggaa aaatcccata
  4362181 acaagcagta aaatgataat aatatcaatc atgttattcc attccttttt ttgtcatact
  4362241 ttctttcaat ttctcatgtt cttcttttaa ttttatgtaa tcgtgtatga cgtttaccgc
  4362301 cgtcaatacc gctagtctac tcgtgtcaag cgaaggattc ttggcattga gttcgcgcat
  4362361 tttatcatcc acaatcgctg ctaccatgcg gatatgactt gtactttcat cgccaacaac
  4362421 tgaatattgc tgaccataga tttctacatt aattcgactt ttctttccct tttgttgtga
  4362481 caactcaccg gcctccaatc acgtacagaa tcctaaagtt tatcatacca tgaaccttca
  4362541 taatatggaa acagaaagaa caatccgata tgataaaaat aacaatataa aaaaaggggc
  4362601 gaccattatg tcaaattcta tcgtaattca aacaaattct acagtaattg aagacatgaa
  4362661 acaacaatat aaacattcgc ttagcccgaa aactccgcaa ggcgggatct tcatggcaaa
  4362721 ggtgccatct tgcacaatta cagcatataa atctggaaaa gtaatgttcc aaggtggacg
  4362781 tgctgaagcg gaagctgccc gttggcaaac tgtcccccaa acgccgaaaa tagctgtaaa
  4362841 aaaatctgtc gattcacacc gttatgcacc acctgcttcc atcggtacaa tgtctatcgt
  4362901 ggggtcagat gaagtgggta ctggtgattt cttcggaccg atgacagtcg ttgctgtata
  4362961 tgtagatgcg aagcaaattc cattgctaaa agagcttggt gtaaaagact ctaaaaactt
  4363021 aaatgacgaa caaattactg ccattgcaaa acaacttcta cacgttgttc cttacagctc
  4363081 tctcgttctt cataatgaaa aatataacga gctatttgat aaaggaaaca accaaggtaa
  4363141 actaaaagct ttactacata ataaagctat tacaaactta ttagcaaaaa tcgcacctac
  4363201 aaaacctgaa ggcgtcttaa tcgatcaatt tacacaacct gatacatact acaaatattt
  4363261 agcaaaacaa aagcaagtac agcgtgaaaa tgtttatttc gcgacgaaag gcgaaagcgt
  4363321 ccatttagca gtagctgctg cctccatttt agcccgttac tcattcgtaa aacaatttaa
  4363381 cgaactaagc aaaaaagctg gtatgccgct tccaaaaggt gcaggtaaac aagttgatat
  4363441 cgccgccgct aaattaattc aaaagcttgg caaagaacga ttgcctgagt ttgtgaaact
  4363501 gcattttgct aatacagaga aggcgtttcg cttactaaaa tagtatcgac aaaaacagga
  4363561 gcctacaaac tcctgttttt tgtttcaccc tactattgtc cttatagttt tgttataatt
  4363621 aaaatataca gattattcta acataggagg agattcccat tgctacttct acaaatgatt
  4363681 ctaaatattt tactaggcaa tccacacgaa agacagtttg aaattagaga aaacattcag
  4363741 ctactaagtg aacaaccagc attcaacgat ttaatagagc gttatggccg atctttctta
  4363801 ttaaactttc ggattcgaag atttatcggg aaacacgatg cccgcttgtt aatacataat
  4363861 ccagcaaaac tacaacactt ctgtgaggaa cttgaatgta tgattagaaa aaggaggttt
  4363921 ttcatatgaa cactgtaaaa gtaaaaaagg tattatatgc tttcgtacac ctcgtaggtc
  4363981 cactttctta cctcactatt tctaccattt ggggcgcttt tttcactact aaatctacat
  4364041 ttgaaaatat atctgataat cttggcgtta tggccatcta ttacgtgttc atgagtttac
  4364101 tgtggttttt ctatttcgat cgattagaca aagatgtaga taacattaca aaagagattc
  4364161 atgataaaaa gatgtaacac ataaaaaagg agagtcgcca agactctcct ttttatgtta
  4364221 gctttgtttt tgcttcttat tagatgaaga tactttatga gaacctgttt catgtgttgt
  4364281 cgttccttgt ccttctactt ctggagaacc taggcccgat cttgaatgat ctttttttac
  4364341 ttttttactc atttatattc accccttcgc gttacttttt tgctacgagg tagtaaacta
  4364401 tacaaaataa aaaagcgaga gaaaaccctc tcgctttttc atattttaga attcagaaga
  4364461 acctggagtt cttgggaatg gaattacgtc acggatgtta gccatgccag tgatatacat
  4364521 taggaagcgc tcgaaaccta gaccgaatcc agcgtgtttt gtaccgccgt attttctaag
  4364581 ttctaagtac caccagtagt cctcttcgtt catgcctagt tctttaattc tgtctactaa
  4364641 aacgtccatt ctttcttcac gttggcttcc gccgattaat tcgccgatgc caggaactag
  4364701 aaggtcagta gcagctactg ttttaccgtc gtcatttaag cgcatgtaga atgctttaat
  4364761 gtctttcgga tagtcagtta cgaatacagg gcgtttgaag atttcttctg ataagtatct
  4364821 ttcgtgctct gtttgtaagt caatacccca ttctactggg tatttgaagt cagcacctga
  4364881 ctcttgaagt actttaattg cttctgtata agtgatgcga ccgaagtcag agttgattac
  4364941 gttgttcatg cgctctagaa ctgttttatc aacgaagctg ttgaagaatt ccatttcttc
  4365001 tggtgcatgc tctaatacgt atttcattgc atatttcagc atatcttctg taaggttcat
  4365061 tacgtcacct agttcagcaa atgcaatctc aggctcaacc atccagaact cagctgcgtg
  4365121 gcgagttgtg tttgagtttt ctgcacggaa tgtaggtccg aatgtgtata catcacggaa
  4365181 tgctaatgca taagcttcag cgttcagctg tccacttact gttaagtttg tttctttgcc
  4365241 gaagaagtct tttgattcat caacttgtcc gtcttcgcct tttggtacgt tgtttaaatc
  4365301 ttgcgttgtt acgcggaaca tttcgcccgc accttctgta tcactaccag tgatgattgg
  4365361 tgtgtgaaca tgtacgaatc cacgctcttg gaagaattgg tgaatcgcaa atgctgcgat
  4365421 agaacgtacg cggaacgttg cagagaatgc atttgttctt ggacgtaagt gagcgattgt
  4365481 acgtaagtat tcaaacgtat gacgtttctt ttgaagtggg taatcagaat ctgataagcc
  4365541 ctcgatatca attttttctg ctttaatttc aaatggttgc ttcgctccag gcgttgcaat
  4365601 tactttacct tctactttaa ctgaagagct aagtggaagt tttgcaattt ctttgaagtt
  4365661 atctaattct gtatcgaaaa cgatttgaac gcttttgaag aagctaccgt cgtttaattc
  4365721 gatgaaacca aatgcttttg aatcacgtaa gttacgaatc caccctgata cttgtactgt
  4365781 ttgacctgcg tatttatctg tatctctata cagacttttt actaatgtgt tttccatagt
  4365841 gaagttctcc tttgctgata tatttaaata caaaaaaacc tttcatccat aaagggacga
  4365901 aaggttaaac ttcgcggtac cacccaattt gtcataaaga ccaactttaa ctcgtatgta
  4365961 atacatactt cccggtttgt aacaggccgg attcccgtct aagtctactc ttgaatacaa
  4366021 gattcaattt cggttagcaa ctccaaggtg ttcttcacat ataccgcctc atcaggctct
  4366081 caccgtccct gactcgcttt ggattatagt atatactact tttccttatc atcgtctttc
  4366141 attttgttaa actaaaatta atgtactaca ttcgtgagaa agatgcaagg tgccagaaaa
  4366201 tatatcagcg atttttgcaa tatatcgacc gtaactccaa atatatcggc gatttttgta
  4366261 atatatcgac ttaccgacat tttccgacaa ccaatccact aaaaaaattg ccggaataaa
  4366321 tccggcaatt tcttattact tacgtaactc cgcaccaaat ttctcttcta ccgctgttaa
  4366381 tacgcggtta tgtgcttctg ttacttcttc gtctgttaac gtacgctctg gatcgaagta
  4366441 gttcatagag aatgcaagtg atttcttgcc ttcttccatt ttttcacctt cgtataagtc
  4366501 aaacagcgtt acgtctttca gcagttctcc accagcttca gcaataactt gcttcatttc
  4366561 gccagctttt gtttctttcg ttacgacaac agccatatca cgtgtcatag atgggaaacg
  4366621 tggaattgct gagtagtaag tttcttctgc gtctgtaccg aatactttta caagagatag
  4366681 ttcgaatacg aatgtatttt tcacatctaa ttgtttttct gcttctgggt gcaattgacc
  4366741 gatgaaacca attacttcgc catctaatac gatatcagct gtacgacctg ggtgcatacc
  4366801 ttcacgtttt gctggtgcat atgtgatttg gtttgaaaca ccaagcacgt caaatagtcc
  4366861 ttctagtaca cctttcacaa cgaagaagtc tactactttt ttctcacctt gccatgcatg
  4366921 gtgaagagca agacctgtca taacacctgc aagatgttgt tcttctttcg gaagttctcc
  4366981 tgcttctgtc ggtaagaaga tagaacctac ttcgtataaa gcaacgctgt cgtttttacg
  4367041 agcgacattg tatgaaactg cttctagtag ttgcggtact aagcttaaac gaagttggct
  4367101 acgttcttca ctcattggaa gtgcaaggtt tacaggcgct ttttcatttg gctcaaccat
  4367161 atattgtttc gctttatcag cgcttgttaa tgaatatgtg atcgcttcat ataagccagc
  4367221 accttctaag aagcgacgta ctttacgacg tttcgtttgt gctgctgtta atttaccacg
  4367281 agtcatcgtt ccagaaggta atgtaactgg aatgtggtca taaccgtata gacggcccac
  4367341 ttcttctact aagtcttctg aaattgtaat gtcaggacgg cgtgctggta cattcacgtg
  4367401 gaatgttcct tctacttctg taaatgggaa ctttaagttt gtgaacattg tacccatttc
  4367461 acttgcagaa atatttgtac ctaatacacg gtttactttc tcagcagtaa ccgatactgt
  4367521 acgctcttgt acttgtaagt tgtcagcttc tacgacacct tcaagtgctt caccgccagc
  4367581 gtatttcgcc attaacgcag ctgcatgttg aattgcttcg aaagtacgcg ttgggtcgat
  4367641 tcctttttcg aaacgtgcac ttgattcact gcgaagacct aagtcttttg atgtacggcg
  4367701 cacagtttga cctgcaaagt atgcagactc aattagaacg tttactgtct catttgtaac
  4367761 ttctgaatcc gctccgccca ttacaccagc aacagctaac gcttttgtgc cgtttgtaat
  4367821 aacaaggtgg tggctttgta acgtacgttc ttgatcatct aacgtttcaa ttttttcgcc
  4367881 ttcttttgca agacgaacaa cgatttcttt tgaacctaat ttatcgtaat caaatgcatg
  4367941 taacggttga ccgtattcca ttaaaatgta gtttgtaata tcaactacgt tgctaatcgg
  4368001 acgaatgcca gctgccatta ggcgagtttg catccacatt ggtgatggac caatttttac
  4368061 gttcttcacc atttttgcaa tgtataatgg gttttcttct ttcgcttcta cacttacaga
  4368121 aatgtaatca gaagtttttt ctgctgtttc ttgtaagtcg atagctggaa gttttacttc
  4368181 gcggccgtaa atagcagcta cttcatatgc aacacctaac atatttaagc aatctgcacg
  4368241 gtttggtgtt aaaccaagct caagtacttc atcatgtaag tttaaaattt caagtgcatc
  4368301 cgcaccaact tcagcgtcac ttgggaagat gaagatacca tctgcgtatt cttttgaaac
  4368361 taactttcca tcaataccaa gctcttgaag agcacaaacc ataccgtgag aagcttcacc
  4368421 acgtagtttt gcttttttaa ttttgaagtt gccaggaagt acagcaccaa cttttgcaac
  4368481 tggtactttt aaaccttttg caatgttagc agcaccacaa ataatctgaa ctggctcttc
  4368541 ttcaccgata tcgattaagc atttgcttaa tttatcagct tctgggtgtt tttcacattc
  4368601 taatacgtga ccaactacaa caccttttac acctttattt aatacttcaa caccttctac
  4368661 ttcaatacca ctcttcgtga ttttgtctgc tagttcttgt gctgttacat ctttaatatc
  4368721 tacatactct tgtaaccaac gatatgatac gaacatactt atcctctcct tcccttacgc
  4368781 tcgtttgaat tgttgtaaga aacgtacatc atttgtatag aaatgacgaa tgtcatctac
  4368841 gccgtatttc aacattgcga tacgctctgc gcccataccg aatgcgaaac cttgatattc
  4368901 ttttgaatca taaccagcca tttcaagtac gttcgggtga accatacctg cgcctaaaat
  4368961 ttcaatccaa ccagttcctt tacaagtgcc gcaacctttg ccgtgacaca tcatacaaga
  4369021 aatatccatc tctacagatg gctctgtgaa tgggaagaaa cttggacgaa gacggatttc
  4369081 acgatcttca ccgaacatct ttttcacgaa tacttgcagt gtacctttta agtcactcat
  4369141 gcgaatgttt ttatcgatta caagaccttc aatttgcatg aactggtgtg aatgcgtcgc
  4369201 atcatcgtca tcacggcgat acactttacc aggacaaata attttaattg ggcctttttc
  4369261 tttattattt tccatcgtac gtgcttgcac agaagatgta tgtgtacgta gtaacgtttc
  4369321 ttctgtaatg tagaatgtat cttgcatatc acgcgctggg tgatctttcg gtaagtttaa
  4369381 tgcttcgaag ttgtagtagt ctttttctac ttctgttcct tcagctactt cataacccat
  4369441 accgatgaat acatcttcaa tttgttcaac aacagctgtt aacggatggt gacaacctgt
  4369501 ttcaacagga cgacctggca atgtaacatc aattgtttca gtagctaatt tcgcttcaat
  4369561 tactgctttt tctaagttac tgattttgtc atctagacgc gtttgaatcg cttcacgtac
  4369621 ttcatttact aatgctccca tacgtggacg ctcttctgct gataattttc ccatgccgcg
  4369681 taatacttct gtaattgggc ctttttttcc taaatacgct acgcgtacgt cgtttaagcc
  4369741 ttttagctct ttcgcttctt caataagctc taacgctttt tgctttagct cttttaaacg
  4369801 tgcttccatt tggaaccctc ctaattttaa aaataaaaaa acctcgctcc caaaaaggga
  4369861 cgaggtaaat tcgcggtacc accctaaatt gacagaacat gtctgcccac tcattagtta
  4369921 taacgatcaa ttctgaccgg aacgccttta catatacatg gtcctggcgt caactccaga
  4369981 ggtgaattca cttccgtcta ccataagaat gctttcagtc taaggcattc tctccctata
  4370041 tggcgatttt gtaagctact cttctctatc aacgtttttc gttatttaac ttttaatata
  4370101 atatacttca acttattata agaagttttt tatttgttcg caactgggct ttgtaaataa
  4370161 tacgttaaaa tccctgctgc aactgcaaca tttaatgatt ctgccccgcc ataaatcgga
  4370221 atatacaagt tttgatctgt ttttgcaaga atttcttggc gtacgccgtt tccttcattt
  4370281 cctacaatta atgcaaaact tcctgctggt gttacttcac cgtaaggaac tccattttca
  4370341 agagctgttc catatacagg aacgttattt tcttttagtt tgtctaccca ttcttttaag
  4370401 tttcctttta caattggtaa gtggaaaata gagccttgtg tagagcggag tactttacta
  4370461 ttatatgcat caacacaacc ttctccaagc acaacggcat gaataccagc tgcatcagct
  4370521 gtgcgaataa ttgtccctaa gttacctggg tcttgcaagc catctaataa aagaaacttc
  4370581 ccatcagtaa gagctacttc actctcgtgt ttctcacaaa cagcaaatac accttgcgtc
  4370641 gtttctgttt cacgaagtac ttttacgatt gcttccggta cgatatacat ttctacatca
  4370701 ttaactgtcc aatctttcgg aaggtctgtc tgatctgaaa cgataagttc tgttacaact
  4370761 cctgctttta aagcttcctc cactaaatgg aatccttcta caaaaaataa acctttttta
  4370821 tcgcgttctt ttttcgtttg cagctttttc cactgcttca cacgcggatt ttgtactgaa
  4370881 tcaatgtttt tcataatatg tatttccctc tcttcttgtc ttatcattat agcctatttt
  4370941 tcatacatat ttacataaaa aagaacaaaa actaacgtca gtttcaattc tgaagaagag
  4371001 gtgaaaacaa tgagttttaa tttacgcggt gctgtattag caaatgtatc tggtaataca
  4371061 caagatcaat tacaagaaac aattgttgat gcaattcaaa gcggcgaaga aaaaatgctt
  4371121 ccaggtcttg gtgttttatt tgaagtcatt tggaaaaatg ctgatgaaaa tgaaaaacac
  4371181 gaaatgttag aaacattaga gcaaggatta aaaaaataag caatttaaaa atcaccttta
  4371241 cataagctaa ggtgattttt ttcttctcct aaacatttct actttactaa cgctactcga
  4371301 tggagtacaa tgttcaaaat acatttaaac cgatcgattt ttcttcatat acaccattag
  4371361 ataaaaggag tgaatgtttt atgcaccgta ttacgcttga acaaattttt aaacaccata
  4371421 ttacacaaaa atacgtaaat cgttctggga tggtccacgc gatcgctgtc gcttaccatg
  4371481 cgtttcactt agctaaaaag catcacgcct cagtcgatgc tgcgacaaaa gctggtttcc
  4371541 ttcatgatat cggacatcat acgtggtaca caggcggcga atgggactat gacttatata
  4371601 aaaagaatga tatacacgca attaaaggag cagaaagagc tcataaattg cttattagat
  4371661 taggagagca ccctaaatta gcaaaagaaa tttctatcgc aattcttctt catacagatt
  4371721 ctttcttagt ggaacaagaa attgaaagaa catctctaca aaatattatt aaatgggcag
  4371781 acgaagcaga tgaagaaccg ggcggagcgc atcattatcg aacgatttct tatgaaaaag
  4371841 cactaaaagc aattcaacag ttagaccgtt tagtagagcg tgaattgcaa atagagcaat
  4371901 cgaaatcgaa taacaaagca gaacatagtt atcaatgaga aagaggcatc actatagggt
  4371961 gatacctctt ttattatttt atggaaaata aacctttata tgtaatattt aaatgttaca
  4372021 ttcaaaaaac aaatacttta caattaaata tacaaatata aagaggtgat tttacatatg
  4372081 caatctgcta cacaactttc taatgaacag aaatactcta tgtcatgggg acaatttatt
  4372141 agctccgttt tattcgcttt tttcggaacc ggacttatta ctgtgttcct cgcaatgcca
  4372201 ttaacaattt atacagcagg gcttacagat aaaaaacaaa ttgccctgta tgaatctatt
  4372261 gtaaataccg caagtatcgt attacaacta gccttgttgt tattcttcat tttcaaattc
  4372321 gaacccgcaa aaaaattact actaaaatct tttaacttta cagcacttaa agaatggcgc
  4372381 acatatgtat acttactcct gttcttcatg ataaatatcg tactcaatta catactgtta
  4372441 aattatgtgt tccaagacgc aacgaagcag caatcttccg cactaaactt agatgtcttt
  4372501 aagcagtatc aaatattatt acttctcggc ttcgccatat tcacacccat ttttgaagag
  4372561 cttattttcc gtggttttat acttcgcttc ttctcagaac gctttccatt ttggattgca
  4372621 gccatcataa caagcttctt cttcggtatc gctcatacat actcatttgg agtcatggtc
  4372681 attactttct tcatgggatt attaatggcg attttatgca aaaaaacaaa atctattatt
  4372741 ccagctatgt tatttcatat aataaataat accttatctt tcttataagc tagcccttta
  4372801 acctatatga taaaaaggag gattcttttg caattacaca caaatttaga ttaccgtact
  4372861 aacacatcat ggttacaatt cattggagtt ttattctttc ttttactatg cctccccata
  4372921 ataattggga tttttctagc attgcctttt tggttatacg aacaagctaa tccaaataca
  4372981 aataaacttt tactcgagtc tataagcaat agtagttatg acttagtatc cttactacta
  4373041 ttaatcttat atattatgaa atacaaacca atgagagcac tagtattacc tgctattaat
  4373101 tttcaagttt taaaatcttt tcgaatgtac atatatgttc tcatttatta tgcaattagc
  4373161 cttttggcag atatgtttat attagatgaa ttattccctt tagccgtaca agaacaatct
  4373221 gatgcattag aactttcaac actagagcac tatcctctcc tcttgattct atctggcgga
  4373281 atttttgcac ctatttttga agagcttata tgcagaggaa ttttccttcg tttttttgaa
  4373341 gaaaagttta ctttttggcc agctgcaatt ctctccagtt tacttttcgg tattgctcat
  4373401 acgtattctt taggaattat ggttagtgca tttgtaactg gaattttcgc ttgtttattg
  4373461 tataaacaaa cgaaatccat tgttccagct atactattac atattttgac caatgtaatt
  4373521 gctttttcaa tgtaaaaaag aggtatcacg atgatacctc tttttctatt cacactttcc
  4373581 gattacttat agcattacta tccatttcta gaaatttata tatacttatt aataatatcc
  4373641 aaaataaacc tcatgtagta aaatataact gattacacag aaggagatta catatgttga
  4373701 gcttactttg ggttgtttat atgccacttc ttgttttatg cggatttttc ggtggtattt
  4373761 ttttaattgt tactagcgtg aaacaccgta aattatttgt cggtttaatg gggctactta
  4373821 gcttttcctt tgtcacacta ccttttgttt tttggggcat gggaatggag ggcaatacaa
  4373881 tccttcctat ttcaactact ttatattgga tactgttttc tttaactgga ttattggcag
  4373941 gattaagtgg attacaagca aaaattaaaa gtatacgtaa tatgggattc attattttta
  4374001 tcgctggtat attaggggtt atcttctggt tactcatgac tgtgggtgat tcatactata
  4374061 tataatattt tttgaaactc acaaatcgga ggtagtacag aagtgttcgg aatattaact
  4374121 tggatgattt tagctcttac tttcatgtta tgtgaattca tcgtcggtat ttttttaatt
  4374181 attggtggca tgaaacatcg gaaatcactt accactatag ctggtttcat tagcatattc
  4374241 cttatcgttg ttcctatcat ttgtataggt tctggaatag atttagaggg gatggttcca
  4374301 atttcgggaa ctttatattg gtgcttcttc tctttagctg gactattagc tattataagc
  4374361 ggaagacaaa tatcgagtat tcgttctatg gggacgattt tgtttatagc agggctttgc
  4374421 tccgtaactg gttatcatct tttatatgta actgcataaa aagcacaaaa aagcagggaa
  4374481 attaattccc tgcttttcta tttgctttat tgcctgatgg taagaagaac gataacaccc
  4374541 aagcaatccc tgcgagtatc gtcgcaatta agaaagcatc gttaataccg ttaattgcag
  4374601 ataacttcga aatttgtcca aataatagct gcgtgctcat cgcatctcct gcttgcgctg
  4374661 agccagctaa ggcggctaag ctttgcccca tgccatgcac tttatcaact aaaatcggat
  4374721 ttgacgttgt taacatgttt ccataatctg ctacgtgagc agtcgtttgt tgcgtcataa
  4374781 gcgtgattaa tatcgctgtt ccaattgaac cagctacttg tcttgacgta ttttgcgttg
  4374841 ctgtaccgtg agaaattaat ttcatcggta gcgcgttcat accagctgtc ataattggca
  4374901 tcataatgaa tgacatacca attgagcgta taatataatc cgtcataata acgctatacg
  4374961 gtgtatccat cgataatttt gtaaattcat atgtcgcata cgtcgtaatt gccaatccaa
  4375021 ttatagctaa tggacgaatg ccatatttat cgaataattt acccgctact ggtcccatga
  4375081 tccccataat taatgatcct ggaagaagta gtaaaccaga ttcaattggc gtgaagccac
  4375141 gaatgttttg caggtatacc ggaagcaata acatacctcc gaataatgcc atcgtaacga
  4375201 ttgcgttaat tactaaagta aatgtaaata ccgggtattt aaacacttgt aaatctagca
  4375261 ttttattgtc cgttgttaac tctctccaaa taaataacgc taaaccaatt acaccgatca
  4375321 caagtgaaat aatgacttct gcactagtcc aactattgtt tccagcctca ctaaatccat
  4375381 acaataagct tcctagtcca atacttgaac taaccacacc gaatatatct aatttcgtgt
  4375441 tagacactgg ctgagctagt gtaaagaatt ttaaagacag gaacgtaata attaaaccaa
  4375501 taataaacat cgcatagaac attaagttcc agctatagtt ttcaatcacc caacctgtta
  4375561 cagttggtcc gatagctgga gctaaaatca tcgctacacc taataatccc atcgctgctc
  4375621 cgcgtttatg aggcgggaac aacgtcatga agatattcat accaaccggc attaaaatac
  4375681 ccgcaccaac cgcttgaatt acgcggcctg tcatcatcat tgtaaagttt cctgaagtag
  4375741 cacaaatgat agatcctacc gtaaagaata acattgcggc tacgaataat ttacgatacg
  4375801 taaaccgtga aactaaaaag gcactaatcg gtactaaaat accatttaca agcatgaaac
  4375861 ctgtaattaa ccattgtgct gttgaagttg atacgttaaa ttcattcatt aacggaggta
  4375921 atgcaacgtt aatgattgtt tggtttaaaa tagaaacgaa catgccgaga attaatacag
  4375981 ctacaactgc ttttacgttc acattctcta caggcgtaga catttgtttt ttcggcactt
  4376041 ctttttcttg ttttacttct tcttgctttc ctgtttctaa cctaactaca ttagaaattt
  4376101 ccggttcttg cttgtgttca atgtctttct cttctgtttc aactttactt acttctattt
  4376161 tacttacggc tgggacttgt tcttctccca ttttcgtttt tttctttcgt aaaagacgat
  4376221 ttacaaggaa gaagacgatt atacaaaata gtgcatatcc tgcaattacg attgaggaca
  4376281 tctcatctcc cccttactta tgaatacgaa ctgtcacatt catgccagga acaatattta
  4376341 ctgatttgct atgatctaaa gaaattttaa ctggtactac ttgtgttact ttcgtatagt
  4376401 tcgctgttgc gttgcttgat ggcaacatag agaatgtgtt cgctgttgtt aagcctactt
  4376461 gctctacttt tcctgttaac gttgtatctg ggtatgcatc tacatacaca tctacatctt
  4376521 gacctttttg aacatcatca acatctgttt cttcaatatt tgctgttacc cataaattgt
  4376581 tcatatcaaa tgcataagca atcgggctac ctgctccaac gaaagcattt gttgttgcgt
  4376641 ttgattgtac aactgttgca ttttgtggaa ttgttacatc tactgtttgt tctccattcg
  4376701 ctgctgctac agtgacagca cctaatttat cattctcatt gtagttctta cctacttcag
  4376761 ctttccagtc agttaattta cctgctactg gtgatgcaat cggaattacc tttccatcaa
  4376821 tttttgcatt gtctgttttt aagtaatttt ccgcttgatt gtaatagtaa taaccgccaa
  4376881 taccgccgcc aactagtaca attaatgtga taatgttgat aatcaccatt cttcgaaact
  4376941 gattcattgc attcctctcc ttatatcgca tataattttt ttctaaacta tttacgtcct
  4377001 tattgtttag actatttaat tgttaattat attaactttt aaacaaaaaa atcacaccat
  4377061 ctgcggtgta aatcgaaatt tatctacctg cgagcggtgc tgatttctga aggactatcg
  4377121 tttataatta taaataatta ttttaaatct acaaccgaca atttacgtat gaaatgtcgc
  4377181 ttaaacaaca atataatacc aatatgttgc ttaagtatag aaaattaaac gaggggaaat
  4377241 aaaaatgtct attaaaaata caaatgatcc acgtgtaaag cggacgagac aactcataca
  4377301 ggatgctttt gtcgctttag taggcgaaaa agggtttgaa aatgtaactg ttcaacatat
  4377361 tgcagaacgt gctcctgtaa atcgtgctac gttttatagc cattaccacg ataaatatga
  4377421 cttattagac aaaagcattg aagaaatgtt agagaagcta acagaagtta ttaaaccgaa
  4377481 aaatagaaat aaagaagatt ttcaacttgc ctttgattca ccacacccaa atttcttagc
  4377541 actgtttgaa catatcgcag aaaatgcgaa tttctataac gtcatgcttg gtgataaagc
  4377601 tgccggaaac tatacgtata agatgatgaa agcaattcaa acacatttaa cattaagcct
  4377661 ctctatttca caacctaacg atgaaaaact aatggttccg cgtgatattc tcattagtta
  4377721 tgttaccggt gcccacctcg gcatgattat gtcatggcta aagagaggaa tgatatatac
  4377781 cccgcatttt atggccatgc aattaactcg tttaatcatt ttaggagctc atactgcagc
  4377841 gggattagaa cgaccttttt aaaacataaa aagcgaagga gaggctcctt cgctttttct
  4377901 attaattaaa tgtaatgtta tgtacagcct ctttatcaag acgtttaata acttctacaa
  4377961 ttaacttcac tgcattttca tagtcatcac ggtgtaacat tgccgcatga gaatgaatgt
  4378021 aacgcgttgc aatggtaatt gccatagacg gaataccatt tacagcaata tgaattgcac
  4378081 ctgcatccgt tccaccgccc gctactgaat catattgata cggaatttgt aattcatcag
  4378141 caacatcaac tacaaagtca cgtaaaccgg tatgaccgat aacagaagca tcatataaaa
  4378201 tgatctgtgg tccatcaccc attttacttt gcgcttcttt tgacgttacc cccggtgtgt
  4378261 caccagcgat accaacatct actgcgaatg cgatatctgg tttaatatag tttgcagatg
  4378321 ttttcgcacc acgaagaccg acttcttctt gtacagtccc tacgccgtat acaacgtttg
  4378381 gatgcttttc attttttaat tgttttaata cgtcaattgc aattgcacaa ccaattcggt
  4378441 tatcccatgc ttttgcaagt aacatttttt cattcttcat cacttggaat tcaaagtaag
  4378501 gtacaacttg atctcctggt cgtatgcccc actccattgc ttcttcttgg ctagaagcac
  4378561 caatatcgat gaacatgtct ttaatttcaa ctggcttttt acgcgcttct ggaggtaaga
  4378621 tatgcggtgg ttttgaaccg attacacctg ttacatctcc tttacgcgtt acaattgtca
  4378681 cgcgctgcgc aagcataact tgtgaccacc agccaccaac tgtttggaaa cgaaggaaac
  4378741 ctttgtcatc aatttgcgta atcataaagc caacttcatc taaatgacct gcaaccataa
  4378801 ttttcgggcc gttttcttcc cctacttttt tcgcaactaa acttcctaaa ttatcagtag
  4378861 aaagttcgtc cgcaaacggc tcaatatatt tcttcattac ttcacgtggt tcacgctcgt
  4378921 tacccgcaat accgcgtgca tctgttaatt cttttagcat tgtcaatgtc tcgtctaatt
  4378981 ttgtcattgc caacaccctc ctttttcttc agtcacttca ttatacaaaa ggaaattgaa
  4379041 atattcaaaa attaaattag tatccttgtg tttgacgctg atgatttact tcgtttttat
  4379101 ctaaatatgc cttttcaatc tcttcttgct caaactcaag tgcttgtcca agtcgaagat
  4379161 agcttgtaaa taattcaata tagttcgtaa tagatggttg atctgtaaaa cgaatcacct
  4379221 tcgcatatgt gtctaagaaa atttctactt gtgttttatt cgtctgtgca cacttataga
  4379281 ataagaagtt tttatcaatt cctaaatcaa ttccgattga taaaataaaa tgcaaaccat
  4379341 ctacgtattc ttctaatatt actttacgtt ctgatgctgg tttgttgctc caatatttaa
  4379401 aacaacgtgt ttcatttgca agttctccaa tttcaacaag aagagctaac attttttctt
  4379461 ttaacaattt tttcggttgt aagtcatgct ccttcgcaat acggtcatct aattcttttt
  4379521 gtaatttaaa tagttgtagt aagtccattc tattgtcctc ctccaacatc gtatgttacg
  4379581 caacaatgtt gtttcatctc aaagttcatt attatttttc gtttcttatt aataagtcag
  4379641 ccatttacct ctttacaaaa tagcttgtcc ttaatttaca aatacgtttc aatcatcacg
  4379701 attagattgt tcactccgat tggtgatagt taatacttat ccaggaatta cccactaata
  4379761 aaaatgttat tttatctgat gaaagttcca tatcatcttt ccattatagc agtgtcgttt
  4379821 caggtaggaa agatactctt ctttccaaag agtgataatt aaaagaagcc aggaggattc
  4379881 tcctggcttc atatatatat tcttctatat tactataact tttatattga ttttgtcata
  4379941 tcgataacga catacttctc tttgcaaaca aataaaaaaa ccttagaaga aaaatcttct
  4380001 aaggtttcaa ctaattaatt agttaatgtt gttttttgca actgttgcta attcagcgaa
  4380061 agctttttcg tcatgaacag ctaagtcagc aagcatcttg cggttaactt cgatgccagc
  4380121 atttttaaga ccgtgcatta agcggctgta agaaagacca ttcatacgag ctgctgcgtt
  4380181 gatacgtgta atccataatt tacggaagtc acgtttcttt tgacggcggt cacggaatgc
  4380241 atacattaga gatttcataa cctgttggtt agcaaccttg aataatgtat tttttgaacc
  4380301 gtagtaacct tttgctaatt taattacttt tttacgacgt tgacgagtaa ctgtaccacc
  4380361 ttttactctt ggcataatat tacctcctaa ttgttctata tatcagccga acttatttta
  4380421 agttgtcaag catttgacga atgcgtttga agtcaccagc gcttactaca ccagctttac
  4380481 gtagtttacg tttagctttt gtagatttgt tagcgaataa atggcttgtg taagcgtgag
  4380541 aacgtttcag tttacctgat ccagtctttt tgaaacgctt tgcagcgccg cgatgagttt
  4380601 tttgtttagg cataggtatt tcctcctcta tctattactt atcgtttttc ggtgctaaaa
  4380661 ctaagaacat actgcgtcct tccattttag gcttagattc gattgtacta acttcagcac
  4380721 aagcttctga gaagcgatct aaaacacgtt gaccgatttc tttatgagta atggcacgtc
  4380781 ctttaaagcg aattgacgct ttaaccttgt cgcctttctc taaaaacttg atagcattac
  4380841 gaagttttgt gttaaagtcg tgttcatcaa ttgttggact taaacgaact tctttcatgc
  4380901 taattacttt ttgatttttg cgctgttctt tttctttctt ctgttgctca aagcggaatt
  4380961 taccgtagtc cataatgcgg catactggcg gtttcgcatt tggagcaact aatactaaat
  4381021 caagattaag atttgcagct aagtctaaag cgtcattacg agacttgatt ccaagttgat
  4381081 cgccatttgc gccaactaaa cgtacttcac gtgcacgaat ttgctcgtta atcatcatat
  4381141 ccttgctaat agtaagccac ctccaaggtt ttctcagaac atagtttgta gtcatagaac
  4381201 ccgacaaaaa aagtgcgggc atacgacacc cacacttgta aaatcttaag taagaaatac
  4381261 atttacctgt aaactgcgaa tgcgtccatc aggtgagaag cgggtgcttc tacttgttcc
  4381321 acaaaacaat attctattat ccttgatgag tttatcatag gacatgacgt ctgtcaagaa
  4381381 gacgctatgt gttttactaa caacaagaaa tattgtaaca aacaactaac atacttgcaa
  4381441 tactttttta cgataagtgt tacatggttt ttttttctaa tttttcttac tcatattaca
  4381501 cagaaaagcc gcggtatacc gcggcttttt cttatcgttt tccttctact ttaatcatat
  4381561 caacaaaagc atctaatgcg attgtttctg atttttgttc accgtattta cgtacgttta
  4381621 cgccgttttc agttacttca ttgtcaccta ctacaagcat gtacggaatt ttttgcattt
  4381681 gtgcttcacg gattttgtaa ccaattttct cttcacgagt atctaattca acacggatac
  4381741 cagcacggcg caattcgtct tgtactttct tcgcatagtc taaatgtact tgcggagaaa
  4381801 ctggaattac ttgtacttga actggagcta accaagttgg gaatgcacct ttgtattctt
  4381861 caattaagaa tgctacgaaa cgttccatag ttgatacaac accacggtga attacaactg
  4381921 gacggtgttg tttaccgtct tcaccaacgt aagatagttc aaagcgttct ggaagtaaga
  4381981 agtctaattg tacagttgaa agtgtttcgt cttttccaag agcagtacga acttgaacgt
  4382041 caagttttgg accgtagaat gccgcttcac cttcagcttc gtagtaatca agacccattt
  4382101 catccatagc ttcttttaac ataccttgtg ctttttccca catctcatca tcagcatagt
  4382161 actttttagt atcttctggg tcacgataag atagacggaa tgagtagttc tctaaaccga
  4382221 aatctttgta cacttctaga gttaagttta caacacgttt taactcttct ttaatttgat
  4382281 ctgggcgaac gaaaatgtgc gcatcgttta aagtcattcc gcgtacacgt tgtaacccag
  4382341 ataacgcacc tgacatttca tagcggtgca ttgttccaag ttccgcaata cggattggta
  4382401 attcacggta gctgtgaata tcgtttttat aaaccatcat gtggtgaggg cagttcattg
  4382461 gacgaagaac taactcttca ttatccattt ccattgatgg gaacatacca tcacggtagt
  4382521 gattccagtg accagaagtt tcataaagct ctctgcttcc tagtactgga gtatatacgt
  4382581 gatcatagcc taagcttgct tctttatcaa cgatgtaacg ctcgataatg cggcggattg
  4382641 ttgcaccttt tggtaaccaa agtggtaaac cttgtcctac tttttggcta ttagtaaata
  4382701 gttttaattc tttacctaat ttacggtgat cgcgctcttt cgcttcttca agcatacgta
  4382761 agtgctcatc taattctgct ttcttaacaa atgcagtacc gtaaatacgt tgtagcattt
  4382821 tattattgct atcgccacgc cagtaagcac ccgcaacgct taataattta aatactttaa
  4382881 tttttcctgt agatggaagg tgaacaccac ggcaaaggtc gaagaattcg ccttgctcat
  4382941 aaattgaaat aactgcatct tctggaagat cattaattaa atctaatttt aactcatcgc
  4383001 cgatttcttc aaagcgacga attgcttctg cacgtggtac ttcatgacga acgatttcta
  4383061 agttctcgtt cacaatcttt tgcatttctt tttcgatttt cttgaagtct tcaactgtaa
  4383121 ttgcttcttc catatcaata tcgtagtaga agccattttc aattactgga ccaataccaa
  4383181 gctcaacctt aacatcttta tataaacgtt ttaacgcttg cgctaaaagg tgagctgttg
  4383241 agtggcgtaa aatatataag ccatcttcag aatctaatgt aatgatagaa actgcaccat
  4383301 cttcttcgat tggtgtaaca agatcaatca tctcatcatt taattttcca gccacagctt
  4383361 ttttctttaa gcctgggcta atagaagctg cgatttcttc agttgttacg ccttttggaa
  4383421 actccttcac agctccatca gggaaagtaa ttttaactac atctgccatc actggtcact
  4383481 cctctttttc tcaaaataaa aaacactcat cccgtaaaaa gggacgagtg ttgaattcgt
  4383541 ggttccaccc ttgttccaat taaccttatt gttaattgct caagttcaac ataacggtgt
  4383601 tgtccgttag caattactag aaaaccgttc actgctaaag tttagaggtg gtaagtaata
  4383661 atcccgtact aggaagctca caccctaagg cttccctctc tgaaaatcgt agaaaactac
  4383721 tcatgtcctc atcatgacat ttcaatatat ttcatttatg taggtaatta tatgctcaaa
  4383781 aacttagaaa atcaagggcg ttacctttat tttttaaatt tttcacattg cgctcaaact
  4383841 catgtaatcc atgtaattgt acccgttctt gaaatacatt tcgcaaagta ataatcatat
  4383901 tatggtcttg ttctttcgta tataaataaa tttttttcgg cgaaatagaa agaagtggtg
  4383961 caattacttt cgtatcaata tatacatcct tttgttttaa taagtcttca tccatatatc
  4384021 gaaccaattt ctcttgtttt aaacgtctac ctttatcatc atagaaaata aaactttcat
  4384081 caaaaataag atgcacacat gacaaacgtg atttccggct acggacttgt tgccggagcg
  4384141 tctcaataaa catttgatat tcttgttcta acttatactc atcaatcgca acttcagcaa
  4384201 gcttagctac catttcccta tatgtacgaa gacgaaaacg aacatatgat gaaaacgaga
  4384261 atgaaagcgg atcacaaagc cagttattta aagaggattt aatatatgat tcaaatgtgt
  4384321 gacgtgttaa ttcacgagca atcccttttc ttcttccttt taaaatctct tgtgccatat
  4384381 gcaatatttg atgacactct tcctcttctt cataaaaaaa cttctctttt aagattgtat
  4384441 atatccactc attttgtttc acattcacaa tgaaatatac catgactggt aataaaatct
  4384501 tttcaatata atttgattca catactggta tgtgaatcac cactttttgg tcctgtaaat
  4384561 acacactcgt ttccttatat aacagttccg ctcttttcag tagttgtcta tatacgtgca
  4384621 tagcatcatt tttttcttcg aagcaaattt caatcacttt tgtcccccct tttatccctg
  4384681 ctctaaagga ctgtatctat acgttacaaa tcctataaga gtccgtcccg cgtgaaagtt
  4384741 cactcttagt agaattacat ttcttatcgt tagaaaatcc actcgatatg gcttgctaat
  4384801 tttatatata ttaagggagg gagaaaaaaa tgatacaagc tactcggaat tttcaataag
  4384861 aacttttcat tttataattc ggctacttta aaaagctttc aactacgaaa aaaagagcaa
  4384921 gcttttcagc ttgctcttta cttatgacga cggtttttcc cgccaatagg aattggtttc
  4384981 gccaaatatt taatgcgttc cataatacga gctgctttca tttcttccgc ttcaccacgc
  4385041 tgcgtatatg ttaaatgatg ttctagttgt ttaaaatcaa agttagacgt aaagaacgtc
  4385101 ggtaagtttt ctaacatacg gaattgcaaa atcgcaccaa gtacatcatc acgcacaaag
  4385161 cttgacatcg cttctgctcc aatatcatct agcattaaaa cttgtacgcg tttcaccgca
  4385221 tcaatctttt ccccaatcga attatcttga attgaacttt taatttcacg taaaaattca
  4385281 gggaaatata cgagcatcga acttattttc tttcgagcaa gctcattcgc aattgctcct
  4385341 aataaatacg ttttccctac accaaattta ccgtacaaat ataaaccttg tactttttta
  4385401 ccaggttcat atgcacttaa aaattcatta gctgcaccaa ttgcatcaat acgcgcatct
  4385461 aaatctgacg gatctaagtt ttccatcgtt gcctgtaaaa tatcggttgg catatataca
  4385521 ctctgaacga gcttttcata tttctttctt tcgtcatagg ctacttttct cacgcaacga
  4385581 tcgtattgaa tatcaatcat cttcccttgg ataacgagct ttggctcata cccttgcagc
  4385641 atgtttttac acgaacctag atccggacaa tccgcgcaac ctacactttg tccaatatat
  4385701 tcgtataatt tcacaagact gcgctcgatc atagaagttg ttacttcccc tcgatgttcg
  4385761 tctataaatt ctttcacacg cggatgtgcc attacttccg cctttaatac ttcatatcta
  4385821 tttttaaaat tttcattttc cattaatttt gcaaatgaat tttgaatatg ctccatttcc
  4385881 tcacctcaaa gagcgttcat tctcttctat taatcacgct tatatttttt taacacttct
  4385941 tctagtcgtt tccgttcatc ctctaacgta cttgcacctt tttcagcact tgcatctttt
  4386001 ttcacagttt ctttctcttg ttctttcggc tcttctttca gccaatctgg taccatttct
  4386061 tttcgtaccg ttttcttcga tgtacggcct ttcttcttcg tctcagccca ttcttgatat
  4386121 tgacggtttt cttctttcgc taacgccatt gcttcagcta ctgtaccgac ctttttacgt
  4386181 gcccaatgtc cagcaatctt ctccacatac gttttcgcaa gtttcatatc tgagcgtagc
  4386241 ataacgtaat aaataagtac attcacaaca cctggcgtta atttttgatt gatcattaca
  4386301 tcttcaacga tttgcaagtc agccttcgtc gcctctgcac caccagagat ttctttcaat
  4386361 agttgctttg gtgagatttc ctctagctgt ttgattaaca tctcttcttg cgtagaaggc
  4386421 tctttttctt tcatcatacg tgcagcgtga ggctgtactc tttcacttaa tacaggtaac
  4386481 gcttgaccgt tttcgaactg ataccaatca cgtgctcctt ttctaagcct ttccatatca
  4386541 attgtctgca tctctgtcac cgcaccaaga acgatatttt gcatcgataa cacatctaca
  4386601 tcatacacgt aagcaagtgt aatgacacat tctcgcactt gatctgtaat cgccttttta
  4386661 gggacaagag cggacaagcc gtctacaaat aaggagaaat caaagaaatc attccaaact
  4386721 tttggagcgt cccccttttc attacttggc atagctgtcg tttttggaat acgaaggtct
  4386781 tcttgcgcat gctcaagctg ccctggatta aacgaaccaa acacatcgtt aaaagaacgc
  4386841 gtaacatttt cataagatgc aaaatcaaat tcttcttcta agaaataatg ctttacttga
  4386901 ttatattttg tccgactcaa tcgattgtat aaaaagatac ttaaaacaat atcatcaaaa
  4386961 aactgcttcg gagataaagg tggttgcagc tcatatataa acattcgaat atctttttct
  4387021 ttcttaatat atactttcaa aagtccaatt gcctctaact ttactcgttc ctcatatact
  4387081 tcgggaagct gcatttgcat agtcaccata agggaatgat gcgtattctc ttttccaaat
  4387141 acacgatctt gctctaactc tccccatagc gtcatgtaca agctaaaagc tctactacct
  4387201 attaacggct gatataacat cgttaatact tttcggtcgt aattatgcaa taaccctttc
  4387261 gcacttactt tataacgatc aatcggcaat agctccatcc atgactgttt ttccattctt
  4387321 gcttttcctt tctctcatcc aatcttcact atataatttc ttagcgaaaa agagctatta
  4387381 gctttcgctt ctagctctct tatctcatta cttacggtat gtaaagagaa tacaatacag
  4387441 atgctactct ctttcttttt gcagtatatc ttttaattct tcaataaata catttaaatc
  4387501 tttaaattgg cgatatacag aagcaaaacg cacgtaagca acatcatcga tatcacgtag
  4387561 ttcttccata acaatttcac caatcatatc acttttcact tctgatatac ctaaattacg
  4387621 aagttcacgt tccacgcttt gagttacttc ttctaattgt cttaaagata ctggcctttt
  4387681 ttcgcacgct ttaattaagc cacgtaaaat cttttcttta ttaaactctt ctcgtgttcc
  4387741 ttcttttttt acaacgataa gaggtgactc ttccactctt tcaaatgtcg taaagcggct
  4387801 taaacagctt tcacactctc tccttcttcg aatagagcgc ccctcgtcta ccggacgcga
  4387861 atctaacact cttgtaccat tatgagaaca ggatggacaa cgcaatatat tcactccttt
  4387921 acactatact ctttattttt tctctactta cttcatctga caatatatat acattattat
  4387981 ataactcatt ttaactctct taccacttta agtttaagcg cattatttta tcatctcgtt
  4388041 tttaaaaata cgatgataga tgcgttgtta acttattcgt aagagctcca tttattcaac
  4388101 taacgagtac gttatatttt ccctttttta taaactaaaa aagaggtgca ttatacacct
  4388161 ctttacattt taaatcaatt atgttctttt ttaaagagct tttgtttctc tctgcttaat
  4388221 ttcgaagcta ccagtgcctc gaggaagctc gatgctctca cgcgttttcg cgtttaaacc
  4388281 ttctgcaata tattctgcag caacatttgg atcaatacga tccccacaag tataaacatc
  4388341 aatacttgcg taaccgtgct ccggaaagct atgaattgtt aaatgtgatt ccgagataat
  4388401 tactactcca cttacacctt gtggtgcaaa tttatggaaa gcaacctcac gcacttcagc
  4388461 accagctctt agtgctgcat ccacaaataa ttgttcaata tacggcatgt cattaagctt
  4388521 gtcgaaatcg caatcccaaa gttcagcgat cacgtgacga cccatcgtat ccatagtatc
  4388581 cattctacag ttcccccttg taaatttatt ctaactgttc gaattgaaaa ctaatttgca
  4388641 atttggcttg ctccactacc acgggggaaa gttagtccag agaggtccta accctttaag
  4388701 tagtgactac gtacctcagc tcttaagttt acgagtgtta gtatactttg tttattttca
  4388761 ttttgcaaca acagtttttt cgattttctg tcatattttc ctctttactt ttccctaaaa
  4388821 aaaataaatg attcacaaat acagtaaccc caacgtttcg tggtatgtcc actttcaaaa
  4388881 atatactcct ataatttttt tccttttcag aaaaaaataa aaaaaagagg gcaaatattc
  4388941 cacttgccct ctcccttatt cacttaaata tgttgcacat tttcttgctt cgctaattcg
  4389001 tcaacaacta acgttacaag atctacaaca cgacgagagt agccccactc gttatcatac
  4389061 caagcaagca ctttcacttt acgatcaccc attaccattg tagataaacc atcaatgata
  4389121 gctgagtgtg tatttgtatt aaagtcaata gatactaaag gctcttcgct gaattctaca
  4389181 atgcctttta acgcaccgtt tgcaacagtt ttgaatgcat cattaatagc ttcaactgtc
  4389241 acatcacgtt ttacatctac tactaagtca acaagagaca cgtttggtgt tggtacacga
  4389301 agtgccatac cgtgaagttt tccatttaaa tgcggaagaa cttttgctag cgctttcgca
  4389361 gcacctgtcg ttgtcggaat aattgattgt ccgcaagcac gtgctcttct taaatcttta
  4389421 tgtgggttat caatattttt ttggtcattt gtataagcgt gaactgtcgt cattaaaccg
  4389481 ttttcaattc caaactgctc atctaacacc ttcacaacag gcgctaaaca gtttgttgta
  4389541 caagatgcat ttgaaataac agtatgtttt gtaatatcta attggtcttc gttcacacca
  4389601 actacaattg ttacatcttc atttttacca ggcgctgtta aaataacttt tttcgctcca
  4389661 gcttcaacgt gaagaattgc tttttctttt gaattaaatt taccagttgc ttcaattaca
  4389721 acttcaacac ctaaatctgt ccaaggcaat tcctttggat cgcggttgtt taaaaggcga
  4389781 atcattttcc catcaactaa taagtgatct tcaaatgctt ctactgttcc gtcaaactta
  4389841 ccgtgaactg tatcatattt aattaaatgt gctaacgttt cagatggata gcttgcattg
  4389901 attgctacaa tttcgaatgc gctttctttt attgcctgac gaaataccat tctcccaata
  4389961 cgtccaaatc cattaattgc cacacgagtc ataatatgtt atcccccttg aatgcgttat
  4390021 actatttatc tccaatccca ataatagtat aacacaaaaa ggggatatgt cactaagcat
  4390081 tttcattaat ttcacaattt tttagtcaat aatgttccat ttctttaaaa tcgcctgtaa
  4390141 ttgtgttttc gttcccataa ttgtgccatc attatttatc acttcatctg catttttcac
  4390201 tttttcttct aacggcattt gagattgaat acgagctgtt gcttcttctt ctgaaaaatt
  4390261 atttcgcttc attaaacgtt ctaattgcgt atgtggctta actgctacaa ctaaaacgcg
  4390321 gtcaacgaga cttgttaatt tactttcaaa taagagagga atatctaaca caaccgcttg
  4390381 cataccttct tttatgtaca tttccttttg cctattcatt tcctcacgca ctgcaggatg
  4390441 aacaattttg tttaactgca atcgtttctc ttcattatag aaaacgacac ttcctaattt
  4390501 cggtcgatcc agttctccat cttcttgtaa tacttccgtt ccaaacactt ctacaatttt
  4390561 gttatatgct ggttttcctt tttctacaac ttctcttgca ataatatctg catcaataac
  4390621 tggtatactg agctcgcgaa acatttgaga tactgtactt tttccgcttg caatacctcc
  4390681 cgttaatcca attactaccg tcatcataac cctcctcata ataaaaggcg cgaaactaat
  4390741 gttccacgcc cgtacttaca ttttccaaat tccaataata atgagtaata ccccaggcag
  4390801 gaatgtaaat ttttgcaacc atttcatatt tgataaaacc gttccaagtt tcattccaat
  4390861 aaataaaaac aaagaactca tcactgcaac taatatcgcc atcatagcag gtgcataccc
  4390921 taataaagac gcaccaattc cagcaccgaa tgaatctaca gaaagagcga taccaagaag
  4390981 caatgcttct cctgcagaaa tggtgcctga tttatcgaaa tctgctacag tcggtttccg
  4391041 taaaatttga attactaacc caagcgaggc aatctctaat ttccagacct tctcctcttg
  4391101 cttcggttct tcttttttct cacttcgaaa aaattgatat aatacccaaa tccctattcc
  4391161 aataagaaca agcccaccga tacgcgttgc gataacaggt gaaaatattt tcgcgatcat
  4391221 atgtccaatt cccattgaaa caagcataac agcggctgaa cacattccga taattataat
  4391281 tgatcttagt ggaattctta cgcttcttaa accatatgtt agccctacac tacagctatc
  4391341 taagcttaat gtaaaagcta ataaaataag agataaataa aggtacatcg gtaagctcct
  4391401 cccttataca tagctctgct gtatgtatat gacaaatgcc tatccgatgt tatctctttt
  4391461 ctatattcta ggctgacaaa tcgggcagta atgcgttcct cttccgccaa caactgtttt
  4391521 ttctaatatc gtaccgcaag tcacacacgg ttctcctttt tttccatata catttagaag
  4391581 ttcttggaat gagccaattt gcccttgtga gttgatatac gttcgaatcg tacttccgcc
  4391641 acgtttcacg gcttcgccta acgttgtaac agtcgcctca taaatccgct caatttcttc
  4391701 cgctgttaaa gaagacgctt ctcgttctgg gtgaatttga gaacggaata aaacttcatc
  4391761 tacatatata tttccaagtc ctactaaaag acgctggtct aacaatacaa cttttatttt
  4391821 ccgatttgtc ttttgcaatc tctcatgtaa atactgtggt gtcaattcag catcaaatgg
  4391881 ctctggacct aagtcagcta gaggcatttg attcatttcc tcaccttttt taaagagatg
  4391941 catcgtaccg aactttctca catctttata atgtaattca gttccatctg taaacaagaa
  4392001 acggacgtgc gtatgcttat caattggttc atcctcttga tgcagtaaaa acttaccttc
  4392061 catacgcaaa tgtgaaacaa taacataatt cgttacatat aaaagcaaaa actttcctct
  4392121 tcgctttata ttttcaatcg tctcgccttt tagcatttct ttaaagattt ctgcatcatc
  4392181 tgggcgtttt actattttgg gataggtaac aatgacgtct tcaattgttt ttcctgttac
  4392241 aagattttca agtgtccgtc tgacgttttc aacctctggt aattcaggca tttcatcact
  4392301 tccttatttt gcgtcgtacc aagttggacc gtaagaataa tcaactttca gtggaactgc
  4392361 cagttcaatt gcatgctcca ttacttctgg tacaagcttc tctaattttt caacttcttc
  4392421 ttttggtgcc tcaaatatta attcatcgtg tacttgcaga agaagacgcg cttgtaatcc
  4392481 ttcttcttct aaacgatctg ccataataat catcgctttt ttaataatat ctgctgcagt
  4392541 accttgaatt ggtgtattca tagctgtacg ctcagcaaag ctacgcaagt tgaaattacg
  4392601 actcgtaatt tccggaatgt aacggcgacg atttaataat gtagccacat atcctttttg
  4392661 cttcgcatct tttacgatgt catccatata ttcttgtaca ccagggaaac tttctaaata
  4392721 cttttcaata aattccgctg ctgcttttct tgtaattcct aagttttgtg aaagaccata
  4392781 atcactaata ccatacacaa ttccgaagtt aacagctttc gcttgtcgtc tcatatttga
  4392841 agttacttca tctttttcaa cgccaaatac atccatcgct gtttttgtat gaatatccat
  4392901 gtcatgttgg aacgcttcaa ctagcccttt atcattggca atatgagcta atacacgaag
  4392961 ttcaatttgt gaataatcgg ccgcgtacat aatccatcct tcttctgatg gaacgaatgc
  4393021 ctgacgaatc tttcttcctt cttctaatcg aatcgggata ttttgcaagt ttggatccgt
  4393081 tgaacttaat cgacctgttt gcgttaatac ttgattgaag cgagtatgaa ttttagatga
  4393141 atcttcatgt acaactttta ataaaccttc aatataagtt gaattgagtt tccctaattg
  4393201 acggtaatgt aaaatgtttg gaataatttc atggtgatcc atcagcttgt ctaatacatc
  4393261 tgctgatgta gaataacctg ttttcgtctt cttaataacc ggtaagttta aattctcaaa
  4393321 cagaatcaca ccaagctgct tcggtgaatt aatattaaat tctgttcccg ccagcttata
  4393381 aatttcctgt tccatttcct ttaatctacc tgcaagttct tctcccatat tacgaagacg
  4393441 ttctgtatca acttttacac cttttacttc catatcagct aatacacgtg caagtggtaa
  4393501 ttccaactct gtaaacagtt catattgctc attcttttct aactcttcaa caaatgtttg
  4393561 ctttacatca tataatacat gcactttacg agctacatgc tccgctacta tctctaactc
  4393621 tggaacagca cgcttcgcac cttttccgta aacttcttca tcagatttca cagcatgcgt
  4393681 ttctttcatt ttcgctacag tacggaaatc tttatctgta tcagccggat caagtaagta
  4393741 agcagcgatt aatagatcaa agtcaatccc ttgcatatct ataccgttcc atttcagcgc
  4393801 aacgatcgca cgcttcgcat caaatgtata ctttctcatt tctccatctg caagccactc
  4393861 tttaaaagca tctgatttaa gtgcaatgtc tgtctgaata aagtaacatc cattttcatt
  4393921 ttgaataccg aaaccttgaa tgtctgcttt atgatagtta tcttcttgta cttcaacgat
  4393981 aagcgcacta tcttgctgaa gcatttcttc tgtaacttct tctacaatat caaatgtaat
  4394041 atcatctaat tcagccggag ctgtttcttc tggcgtaaca cctaatttgt ttaaaagaga
  4394101 tgtaaatcct aaattctcga acattggaat gacatcactt gcttcatatc ctttatactc
  4394161 catatcatcc acattcacag taatcggtgc gtctgtaata atggttgcaa gatctttact
  4394221 cataagagct tggtctttat ttgcttccag cttttctttt aatttcttcc cgcttacttg
  4394281 atctatattt tcatacactt cttcaaccgt tccaaactgt gttaacaatt taatcgcagt
  4394341 tttttcacca actcctggta cacctggaat attatctgat tggtctccca ttaaaccttt
  4394401 catatcgata atttgctttg gtgataagct gtatttttca aataaagctt ctttcgtata
  4394461 ttcgtctact tccgtaatcc cttttcgagg aatacataca agcgtgttat cagaaacaag
  4394521 ttgaagtaag tctttatctc ctgaaataac ttttacactt gcgccttgtt cactcgcttc
  4394581 tttcgctagc gttcccataa tgtcatccgc ttcataattt tctaattcat aacgtggtac
  4394641 attgaatgca tcaagcatct cacgaataaa cgggaattgc tctgataact caggcggagt
  4394701 cttttgacgt ccccctttat actcactata tgttttatga cggaatgtcg ttttccccgc
  4394761 atcaaatgct actaacatat gcgtcggttt ttcttcctct aatattctca ttaacatcat
  4394821 tgtaaaaccg taaattgcgt tcgtatgtat acctttgtcg ttatttaaaa gcggtagtgc
  4394881 aaagaaagca cgatacgcga tattattacc atctactaat acgacctttt tttccaaatc
  4394941 agaaacctcc ccatacaaat ttgaaatgat ttttttcaca gaaaaaaaac cgtttctttc
  4395001 ctctctctat attaacatga ctaatagaga gaagaaaaat aacggttatt ttctttcata
  4395061 tataaaacag acttatattg gcataaaggg aagtgacgag aacagcttaa ctattctcgt
  4395121 ccaaaattac tccttggatg aaggggtttt catgtattat attaacagag ctttattaat
  4395181 atttaattaa gccattgtta atatattgta aacatccttc atcctatttt tcagttgctg
  4395241 attttggtaa aacaactgta aacgttgtcc cttccccaac ttcactatcc actgtaatcg
  4395301 taccgtgatg cgcctcaact aaatgcttta caatcgataa cccaaggcct gtaccaccag
  4395361 tatttctact tctcgcttta tctactcggt aaaagcgttc aaaaatacgc ggaatttcat
  4395421 ctttactaat accaattcca gtatccgata cttttatata agcattatat ttatcttccg
  4395481 ctaattctac agaaacaacg cctccagccg gcgtatatac aattgcgtta ttcattaaat
  4395541 taataaagat ttgttgcaag cgacttggat ctccaatgac agagacacgt tttagcgtat
  4395601 ttacttgtaa agagatttct ttttctcccg ctttattatc aagcaccata tgaatatctt
  4395661 caagaagccc cttcatatca acggttccca tactcaattt aaacccttgt tgctcaatct
  4395721 ttgataaatc taataaatct tcaattaacc cttgcatacg ttcactttct tttaaaataa
  4395781 tgtgtaagaa atgttcgcag aattttttat tatccatagc accgtctaag agcgtttctg
  4395841 aaaaaccttt aatagaagta atcggcgttt ttagttcatg agaaacattc gctaaaaagt
  4395901 cttttctcat ttgttctaac tttttcagct cagtaatgtc atggaataca aggacaatcc
  4395961 ccttccattc atggttcgtc ccgataatcg gtgctccata tacttcgaaa tgctttcgct
  4396021 caattccaag tggcaataac atttgtttgc gcactttcac ttctgtcata aagatttctt
  4396081 ccacaagctc tataatttcc gtatgatgaa acgattcata atataagcga tctaaatatt
  4396141 cttcatctgt gacgtggaaa gtttccttat acgaacggtt tacaaggttt atataaccgc
  4396201 ggctatcaat taaaatcatt ccacttccca tattttcaat taacgtatgc agacgatctt
  4396261 gttgcatttc ttgttcaagc gtcatctctt gtaaattacg agctaaaata ttaatcgctt
  4396321 tacttaacat tcccgtttca tccgaatgac tttcataagc gcgcgcttta taattacctt
  4396381 tcgctaattc gatggcaact ttcgtaacgg attcaattgg cctaatatat tgccctgtaa
  4396441 ttttcatacc taaaaatacg acgacgagac atgcaataac gaatccgata attaataatc
  4396501 cccacgtttt ttgatgaacg tctttcaaag gctcaattgt gcttttcacc aaaatgtatc
  4396561 cttgtttccc tgttacatct tgcacgaaca ccgcatggta aaattcgtta ttttgatctg
  4396621 cttctttcgt aatgacttta tttctttgtt tctttgtttc agaggaaagt tctttcatta
  4396681 tcccttggct aaacgcagac tgttctcccc cgctatattg aactttcttt ttctcatcta
  4396741 caaaggcaat agaagcctgt attttttctt ctaacttttc aaatacatat ggatttttta
  4396801 aaacatcatc aaaaccttgt tcttctgcta atactgcaac atactctgtc tcttttacca
  4396861 ttctctcttt tgcatgatct atatagtagt tttcaaacac ggtttctagc aataaaccga
  4396921 gtcccactaa aataaacaca ataagagaaa caaatgtaaa aagaagcctg gaacgaaatt
  4396981 tattcatccc cttttggctc ctctaattta tatcctaaac cacgtatcgt tttaatgtac
  4397041 gtcggttttt tcgtattttg ttcaatttta tcgcgcaaat ggctaatatg aacgtcaaca
  4397101 attcgtgtat caccagcaaa atcatagttc catacagcac ttaataattg atcacgtgtc
  4397161 aacacgcgac ttttattttt cgcaagataa acaagtagtt caaattcttt tggtgttaat
  4397221 tcaagctttc ttccttggaa ataagcttca taaaattccg gcaaaatttt aagttcagca
  4397281 attgtgatgc tctcttcatc tgacgtttct gtaacttgct cttcttgttg taatttcgta
  4397341 cggcgtaaaa ttgccttcac acgtgcaaca acttcccttg ggctaaatgg cttcgtcata
  4397401 taatcatccg ccccaagttc aagacctagc accttatcaa actcatcatc ttttgctgtt
  4397461 aacattaaaa ttggcgtcat aacgcgctgc aatcgtaatt ctttacatac ttccatacca
  4397521 tccatttttg gaagcattaa atctaatata attaaatctg gacgttctgt tgtcgctttt
  4397581 tgcagcgcca tctcaccatc catcgctgtt attacttcaa aaccagcttg ttgtaaatta
  4397641 aattcgatta aagttaagat aaactcctca tcatcaacta ctaaaatacg attgttcatt
  4397701 cttttcctcc aagttataga cttgaaacct tcttcatcct agtattttcc ccgttattct
  4397761 catcatacta gaaaacaagg tccctctcaa tataattgtc tattcatgga gctcgtttat
  4397821 actactgttt cgtaatatag aagcatttat aaattcattc cttctaccac cgttacccaa
  4397881 actttataga tgaccccatc tattccaaag tgttcttcct tatgaactat ccacactctc
  4397941 tcctgcgcta agaaaaaaga tagagcgtac gctactttat aatccagctt ttcatatcca
  4398001 tcaaacactc ttccatacat ttcattcgca accccgtccg ctcatacttc agcttctctt
  4398061 atcgtttcaa aaataacgcc ttctcttttc catctcactt taaaaatcac tcctttcatt
  4398121 gacttacact aataatttgt atattatatt tttaaatata tagatataaa taatatggag
  4398181 gttctattat gcgactatta ctacctattc taactttagt agtaacatgt attcttactt
  4398241 tcaacgctcc aagctgggat acaattaaaa caggttgttc agatttcgct gaagggttca
  4398301 aagagggatt cttcaactaa aaatagcgct agctccctta tgaaaggtat gctagcacta
  4398361 ttcacatttt catgttttaa aaattatcta atgctttttc cataatagag actgatttat
  4398421 aaggtggcgt tactgttaat gagcctttca caacagtatc ccctttttca tcatgagcag
  4398481 atacaagcat atcaattgta tgttcctcct cagaaacagc cacaacttca aattggattt
  4398541 gtaacgtttc ataatggtga acatgcttca cgaacgtaag gtccttccta gtaatatgac
  4398601 tacctggacc tggtaaatat ttcgtaactg ccgttgtaat cattccagtt agcataatgc
  4398661 ttggtacaat cggcttttca tacggagttt gggatgcgta atcatgctga atatataatg
  4398721 gattggcatc attcgttaac cctaagtaca ataacaaatc tttatcctca attttttcag
  4398781 tgatagataa tttctctcct actgtaattt catccatttt acgaccaatt tgaacttttt
  4398841 tctttaacat gttacaaccc cctccgattt tttcacctta ttatcctact aaaagcgata
  4398901 cttgatccga tatttactat gatgagggca atgtatagta taaatctaca gtttcattat
  4398961 aggatattac aaatgataac gttttcatgt tatttcaaaa aaacatttgt ataaatagta
  4399021 gaaaaagatt cggggccccg aatctttttc tacttatatt taatgattaa acaagaacct
  4399081 tcataacatt acgtacagat tctacagagc gatctaacgc ttctttttca tctgcaagaa
  4399141 gttctaattc aataattttt tcaattccgt taccacctag aattactggt acccctaagt
  4399201 aaaggtcact ataaccgtat tcaccttcaa ggtacgcaat agccggtaat acacggcgtt
  4399261 gatcttttaa gattgcttct gtcatttcaa ctaaagaagc agctggtgcg taatatgcac
  4399321 taccgtttcc taataagcct acaatctcgc cgccaccttt acgggtacgt tctacgattg
  4399381 cttctaaacg ctctttcgga attaacgttt ctaacggaat gccacctgca tatgaataac
  4399441 gtacaagagg taccatatcg tcaccgtgtc caccaagaac aaatcctgta atgtctttca
  4399501 cagaaagatt taattcttgt gcgatgaatg tacggaaacg agctgtatct aatacgcccg
  4399561 attgaccgat aacacgctct ttcgggaatc ctgcttcttt aaatacagaa tatgtcattg
  4399621 catcaactgg atttgttaat acaacaataa tcgcatttgg tgaatgtttt gcaatgtcgc
  4399681 gcgtaatact tttcataatt ttggagtttg ttgctactaa atcatcacgg ctcataccag
  4399741 gcttacgcgc aatacctgct gtaatcacaa caacgtcaga atcagcagta tctgcgtaat
  4399801 cagatgttcc aataatgtta gcatcaaaac cttgtactgg gctcgcttct aacatatcta
  4399861 acgctttccc ttttgttgga ttttccagct gcggaatgtc cactaataca acatctgcaa
  4399921 gttctttttg tgctaataag aatgctgttg ttgctcctgt aaatcctgca ccgatgactg
  4399981 aaactttctt gcgtttgatt gtcataattt accccccgct ttaattatgc gtttttgatt
  4400041 atcgctacat ccatgttttt aataagttca ttagcgaact cagaacattt cacttctgtt
  4400101 gcaccttcca ttaagcgtgc gaaatcataa gttactactt ttgaagcaat tgttttctca
  4400161 actgaagcag ttactaattt cgcagcttcg ttccatccta agtgctctaa taataataca
  4400221 ccagaaagaa gaactgaaga tgggtttact ttatctaaac ctgcatattt tggagctgta
  4400281 ccgtgcgtag cttcaaagat agcatgtcca gtcacatagt taatgtttgc accaggtgca
  4400341 ataccaattc cacctacttg tgcagcaagt gcatcagaga tgtagtctcc gtttaagttc
  4400401 attgttgcaa caacatcgaa ctcacgtgga cgagttaaaa tttgttgtaa gaagatgtct
  4400461 gcaatagaat cttttacgat gatttttcca gccacttcag cgtctgccat cgctttattc
  4400521 gctgcatctt taccatcttt ctcaacgata cgatcatatt cagcccaagt aaatactttg
  4400581 tcgccgaatt cttgttccgc tacttcgtaa ccccagtttt tgaaagcacc ttctgtgaat
  4400641 ttcataatgt ttcctttatg aactaatgta acagaagagc gtttttcgtt aattgcatat
  4400701 tgaattgcag cacgaacaag acgctttgtc ccttcttctg agattggttt aataccaata
  4400761 ccagatgttt ctgggaagcg gattttatta acacccattg cttcttttaa gaaagcaaga
  4400821 actttttctg cttctggaga tccttgcgca tattcaattc cagcataaat gtcttctgta
  4400881 ttttcacgga aaataaccat atcagtatct tccggacgtt ttacaggtga aggaacacct
  4400941 tcaaaataac gaactggacg tagacataca tataaatcta attcttgacg aagtgctacg
  4401001 tttagagaac gaataccacc gccaactgga gttgtaagtg gacctttaat cgcgattaaa
  4401061 tattcacgaa ttaaatttaa agtttcttct ggtaaccact cgcctgtttg gttgaatgct
  4401121 ttttcccctg caagcacttc tttccaaacg attttcttct caccatcata agctttttca
  4401181 actgctgctt ctagtacacg agatgcagct gcccaaatat caggaccaat tccatctcct
  4401241 tcgataaatg gaataatcgg attgtttggt acattcataa caccattagt tacagtaatt
  4401301 ttttcacctg tcgtcaatgt gataaccccc atgtttgaaa tttcatatgt atgaaactga
  4401361 gggaataacc cctcagttca aaccgttagt caaattaaaa tattctaatc attacatctt
  4401421 tccgaaaaaa tcagactttt gaaagcgtat tttcactatc aaaatagtgt tattcgctta
  4401481 tcgttgtgca attggaacat acacttgatg tgttggtcca ttataatcag cacgcggacg
  4401541 gattaaacgg ttattttcat attgttctag aatatgagct aaccagcctg acatacggct
  4401601 aattgcaaaa ataggtgtaa ataagtcatg gtcaattcct aaacaatggt atacagaagc
  4401661 tgaatagaaa tcaacatttg gtggaagacc tttttctttt gttacaatgt cttcaatttt
  4401721 gatagacata ttataccatt tctcttctcc taaaagcacg cataatctct tagacatttc
  4401781 gcgtaaatgt tttgcacgcg gatcaccctg ctcatataca cggtggccaa agcccatgat
  4401841 tttcacttta ttttgaagag cattatgaat atatgattct acattttctt cttcgccaat
  4401901 ttcagttagc atcttcatta cattttcatt tgccccgccg tgaagaggac cttttaacgc
  4401961 accgattgct gctgtaatac cagaatatac atctgaaagt gtagctacac aaacgcgtgc
  4402021 agtaaatgta gaagcgttta actcatgatc tgcgtgaagt acaagcgcct tatcaaaagc
  4402081 ttcaatttca acttcatttg gctcgcgatc atttaacatg tacaagaagt ttgcagctaa
  4402141 tgataaatca tttctaggct caacaacatc taaaccttta cggattcttg cataagcagc
  4402201 aactaaagta cccacttgag cctgtaattt aaccgctttc aaataattgg acttttcatc
  4402261 cataatttca gcgctctcat cgtataatga tagcatggaa attgcagttc gtaaaacaga
  4402321 catcggatgt gcgattttta aatctacttg tttcaaatat gctaaaatct cacctggaac
  4402381 tttatagtat tccgatacaa tctcattaaa tttcgctagt tcttgctcgt taggaagctt
  4402441 gcgatgccat aataagtaca ctacttcttc aaatgtagca ttctcagcta aatcatcaat
  4402501 attataccca gcataagtta atgtatcatc aataatagag ctcacagatg atgttgttgc
  4402561 tactacccct tctaaacctc gaataacagt catgacattc tctccttttc ctgaaaattc
  4402621 tcccaacctt gctccttata tctatttgct ccccttttga attatgaacg cccgttcact
  4402681 ctttaggcaa gcaaaatgca cgatcatgca aatttgttgc gatgttcccc tcttattgtc
  4402741 cattgtctac atggaaagca tgagcgtgaa tgtctccccg aatcctcacg ctcaaaacaa
  4402801 caagttagtg aggaaaatta attccgaaga gttttatgat aaaaacaaca taaaacaata
  4402861 tcattataaa attgttttat gttgttttta ttttatctgg tgtaaagtct ctgctgttat
  4402921 gtaacttttc aaagtttcta atcctattat aaacaattat ctgacttttg tgaacagaaa
  4402981 gaattcaaaa attttatatt actataaaat tccttattta aacatctgta taatactcat
  4403041 tactgcatag gcaattccag ccccaattaa tggacctaca gcgaccccat taaataaagc
  4403101 aactgctata attgtcccga aaacgagcgc agttgtaata tgaggatctg tcgttaataa
  4403161 ttgcacgccg ccttttgcta acaaagcaac tgctacccct gaagctaaag caatccatgc
  4403221 ataatacgat ttcgctgctt ctccaagttg cttaaaccct atttcccccg tcgcaatcgg
  4403281 tacgagtact gctattgtaa taaccgttac accgaggtta atccctttcg tttgtagata
  4403341 aggaaagact ttatccccta gaaatgtaaa tttcaataga aataacacac caatagctac
  4403401 agtaagcgat tggtttttcg caataagtcc tataataagt agtatgaata aaaataacgt
  4403461 tgactgacta atcatgtttg cacttccttt ctgaaaataa tgaactcatt tccaaacaaa
  4403521 aataccttta aacctatcgt tatacatgct atatcgatgc ctattcaaca tgaatcactt
  4403581 catttttttg cgtattttaa aatgacaaac tgagactttc accatccaaa tgtaagcatg
  4403641 tatacatttt aaaaaacggg cgtctctcct ttcttttcta attagaaaca ggtaaaataa
  4403701 aaagaagaga aaatgaagtt tttaccatat agtagaagca tcaacaccaa gctttcacag
  4403761 tcactcacgt actgaaaaag caggaaaatt ccatcattcc actataacat aaagtgaaac
  4403821 tttaatcagt ggggcacact cgttataagt tgaacgaatt aggataatcc aaattggaat
  4403881 gggaggtata catctttgaa tcgaaactta ctatatatga tattgcgact cgtatttgtc
  4403941 attgtagcga cggtagcagg gttctatgca ttactatatg tgtcagggct tatctatcct
  4404001 tttattatcg ctttcgcatt tgcttatttg attaatcctg tcgtcaattt cctgaatcaa
  4404061 aaactacaat ttcctcgcgc actcgcagta ctcgttagct taattctcgt atttggagct
  4404121 atcgtcggac tcgtgacata tcttgtaaca gaagcgatat ctgccacaac atacttacta
  4404181 caacttgtta cagtaaaatt tccggatatc gttacattcg ctcagcagtt tgcacttaat
  4404241 catattatgc ctctctatga tgatttaatt tctaaattta atcatcttgg ggaaccacag
  4404301 cgctatacga ttacacaaaa cattcaaaac ttaggaaccg aagcaacgac gcaaatgaaa
  4404361 gaacttttaa ccgctattat aagcgggtta acaaatttca ttagtgcact accaactact
  4404421 ttaactgtac ttgttttcgt tttattagcc actttcttca ttagtaacga ttggcatcgt
  4404481 cttgctcaga aagtaagaaa gtttttgcct aaccgtgttc atggctatgg aaaaactatt
  4404541 tttgtggatt tgagaaaagc tttattcggt tttgttaaag cgcaacttac actcgtatct
  4404601 atgacaactg ttattgtact aatcggactt ttaatattac gcgtaccata cgccattact
  4404661 atcgcgatta ttacaggggt tgtagattta ctcccatatt taggaacagg agctgtcttc
  4404721 gttccttggg ttatatacgt atttttcact ggcgacactg ctttcgccat cggtcttctc
  4404781 attttataca tcgtcgtgat tgtccaaaga caaattatgg agccaaaggt actttcatct
  4404841 aatatcggcc ttgatccatt agcaacactt attgctctat ttgtcggatt taagctcttt
  4404901 ggcttcttag gattaatcat cggtccagtc accttagtac tacttaatac attgcacaaa
  4404961 gctcgtgtat tccatgattt gtggaaatat attaaaggct caccttcaaa ataatagttt
  4405021 ctaattcata cacaacaaaa aacttacatg taatcagtgg gaaattccca ctgattattc
  4405081 cttgtactta tttttcatac tcattacata aaacaagaga attgcactca aaaaagataa
  4405141 ttctcttgtt tttttgcata aaaaacgcat atttcttggt gattatacat atttattcta
  4405201 tttgttttat ttttattact tacatttatt actttttatg taaatgaata aatatacaaa
  4405261 atgatataaa attagactta cattaagctt ttcactgctt tcatttcatt ttttcgtgcc
  4405321 aattcattct tttatacaca aaaacaagta tcccccctaa aacacactta ttcagaacta
  4405381 ctaacttctc aaaccacata tccaattgaa aagtacacag caaatataac aaagtaaaac
  4405441 tttaacccgt atagattttg ccccctattg attattaacc tttacatttg ccacatgtta
  4405501 aggcagcata aagcacatct tgaattaact aagctttaac catcctctca tcctattaca
  4405561 agcaaaaaaa atagtgctta gatcgctata atctaagcac tatttctgca caataatagt
  4405621 tgagttcttt ctaaacttcc attccatcca cttcataata aacggtttta ataaagccct
  4405681 cgtcatcgga ataacaaaga taaaacctat tatatccgtt acatatccag ggagtactaa
  4405741 aagaatacct cctacaaaga taaaaatacc atctagtact gccgctcctg gcatttctcc
  4405801 tctattcaac ttagattgaa tctctccaag cactttaaac ccttgtcttt tcgccaaata
  4405861 tacacctaca acacctgtaa atacgatcat agcgaacgta gaccataaac ctattacatg
  4405921 actcgatcca attaagactg taatctcaat cgccggtatt aatattaaca agaatagtaa
  4405981 ccacttcaca gttctacacc tctctcatat atcatcgctt ttaacgccct caaaacgctc
  4406041 atatacaccc tatgaaatcc aaatgcatat ttccatcaaa attcatacta gacagctttt
  4406101 agaagcaatt tcaggaacct caagctagtt ctatctcttt ttttgtgtaa aaaaaagaga
  4406161 aggactccga tccttctctc cgtattactt atagcacttc cgcatgtcca ttataaacaa
  4406221 ttccgcgtgc tgcatcaact gttacttctt ggccattttt taaagttgct gttacgccgt
  4406281 ttacaccaac gataacagga ataccgattg atacacctac aacagccgca tggcttgtta
  4406341 ggccgccttc ttctacaact aaagcagcag ctttttcgat tgcaggaatc atatctttat
  4406401 cagtgcttgt tgtaacaagg atatcacctt cgtttacgtt cgctacagct tcagcagctg
  4406461 ttttcgctac aactacttta ccttttgcag ctttacgacc gattccttgt cctttagcaa
  4406521 cttcttcacc aacaacgtgg attttcatta agtttgttgt accagtttca gcaactggaa
  4406581 caccagcagt gattactaca gtgtctccaa gtccgattag acctgcatcc atacctgttt
  4406641 gaatcgctgt atctaacatt tcgtcagtag aagccgcacg cttctcagcc ataaatgctt
  4406701 gtacacccca aacaagtgca agacgacgtc ctacttgctc atcagatgtt acagctacga
  4406761 ttggagattt tggacggtat ttagagatca ttttcgcagt atatccactt tctgttggag
  4406821 ctacgattgc agctacatca agagcaagtg ctgtatgcgc aacagattgg ctaattgcat
  4406881 ctgtaattgt tggagtgaac tctttaatac gttttttgaa catatcttca tattgtaatg
  4406941 atttttcaac acgtactgca atgttagcca tcattgttac tgcttctact gggtattgtc
  4407001 cagcagccgt ttcacctgaa agcatgattg catctgtacc atcgaagatt gcgttagcta
  4407061 cgtcacttgc ttccgcacga gttggacgtg ggttacgttg catagaatct aacatttgtg
  4407121 ttgcagtaat aactggttta cctaacacgt tacatttttt gattagacgt ttttgtacta
  4407181 atggtacttc ttctggtgga atttctacac ccatgtcacc acgagctacc attaagccgt
  4407241 cagaaacttc taagattgaa tcgatgttgt cgataccctc ttggttttca atttttggta
  4407301 cgatttggat gtattgagcg ttatgctctt ctaataattc acggatttct aatacgtcag
  4407361 ctgctttacg tacgaatgaa gctgcgatga aatcaacttt ttgctcgata ccgaagatga
  4407421 tatcttttac gtctttttca gtgataccag gaagcttaat gcttacgttt ggtacgttaa
  4407481 cacctttttt attttttaca gttccgctgt taagaacttt tgtacggatg tttccgtcag
  4407541 ctttttcgat tacttctagc tcgataagac cgtcatcgat tagaatgcga gaacctggat
  4407601 ctacatcgtc ataaagacca gcataagata cagagaactt ctctgcagta cctaatactt
  4407661 gctcagtaga aagaactact tctgcacctg ttacaagctc agcttgtccg tctacgaagt
  4407721 catgagtacg gatttctgga ccttttgtat caagtaagat accaactgtt ttaccagttt
  4407781 tctttgaagc ttcacgaatg tttttaatac gagcaccgtg ctcttcatgg ctaccatgag
  4407841 agaagtttaa acgagcaacg ttcatacctg cttcgattaa ttgctctaat ttttcaatac
  4407901 tttcactagc aggacctata gtacatacaa ttttagtttt acgcatattg cacctccgaa
  4407961 aattatgaaa ccgttcccaa atatccgaca ttacgccgat tagatggata attctttaga
  4408021 taattgatac atatctttat cgattgtatg cttttgagct aacgcttcga taatgtcatg
  4408081 atcaacaagt ttgttatctt gaatacctac acaacgtcca cctttaccag caattaataa
  4408141 ttcaactgct cttgcgccaa gacggcttgc taatacacgg tcttgtgcac ttggtgatcc
  4408201 accacgttgt acgtgaccta atacagttac gcgagtatca aagtttgttg cttcttcaat
  4408261 gtgcttaccg atgtcaattg cacttccaac accttcagct acaacgataa tactgtgttt
  4408321 tttaccacgt tcactaccgc gcttcagacg agcgataaca tcttccatgt catactcttc
  4408381 ttctggaatt aagattgttt ctgcaccatc agctaaacca gcccataatg cgatatcacc
  4408441 agcgtgacgt cccattactt cgataacata tgtacgttca tgagatgtag ctgtgtcacg
  4408501 aattttatca attgcatcaa taacagtgtt taaagctgta tcgaaaccaa ttgtgaagtc
  4408561 tgttccaggg atatcattgt caattgtacc tggtacacca acacaaggga atccttgttc
  4408621 agttaatttt ttagcgcctt ggtaagaacc atctccacca ataacaacaa gtccttcgat
  4408681 accgtgtttc tttaattgct cgataccttt tagtcgtact tctgggtctt taaactcagg
  4408741 acatcttgct gtatataatt tcgtaccacc gcggtggata atatcgccaa cagaacctag
  4408801 ttctaatttt tcaatgtgac cagaaattaa tccagcgtat ccatggtaaa taccatatac
  4408861 ttcaatatca tggaaaatcg ctttacgaac aactgcacga atggcagcat tcataccagg
  4408921 tgaatctcca ccacttgtta atacaccaat acgtttcatt tgtactcacc tcataaagat
  4408981 tatttgcctt ataataaaat aacacgaaaa aatataaaaa tacaatggag aagatgtgtc
  4409041 ttttcataat aaaaacgtgc attcgcgaag tggaacgcac gcttttctta ttttatccaa
  4409101 atggaagcgt ttgaaaacga aacttgccca attttcatat atttttcata acgtttttcg
  4409161 attaattcat ctttcgaaat tccgtttaat tgttcaaaag tttttctaag cattaaatct
  4409221 atattttctg actgtttcaa aacattacgg tgtgctccac cttttgcctc tggaataatt
  4409281 tcgtcaatta cacctaattc tttcaaatct gccgctgtaa ttctcatcgc ctctgcagct
  4409341 tcctttgctt ttcctgcatc tttccaaaga attgccgctg caccctctgg tgtaataaca
  4409401 gaataagtgg aattttctag catatgaatg taatctccta ctccaagacc tagcgcacca
  4409461 ccgctaccac cttcgccgat aacgatacaa ataacaggta ccgttaagcc tgccatttca
  4409521 aataaattgc gggcgatcgc ttcactttga ccacgttctt cagcagcttt accaggataa
  4409581 gctcctttcg tatcaataaa acaaataatt ggacgattga acttttccgc ctgcttcatt
  4409641 aaacgcaatg cttttcgata tccttctgga tgaggcatcc caaaattacg gcgaatattt
  4409701 tctttcgtat cttttccgcg ttggtgccca attacagtta caggcatccc tttatatttc
  4409761 gcaatgccgc cgacaatcgc tgcatcatcg ccaaatagac gatctccatg acattcaaaa
  4409821 aaatcagtaa ataagtgctc aatataatcg agcgttgtcg gtcgttctgc atgacgagca
  4409881 atttgaacac ggtcccatac tttcatattg ccgtatatat cttcctctaa attttctagc
  4409941 ttgtcttcca aaatacgaat ctcctcactg aagtccatct ggctgttttt cgtatagtct
  4410001 ttcagttcac gaatcttatt tcttagctca acaactggtt tctcaaattc tagctctgcc
  4410061 atacagccat ttcccctcct tgatgaactt ctaaaatctt gcgaagcgat tctctcatat
  4410121 catcacgatg tactaccgca tctaattgac catgttctag taagaattct gccgtttgga
  4410181 aatcttccgg tagtttctca cgcacggttt gttcaattac acgtctacca gcaaatccga
  4410241 tcagtgcccc cggttctgca agattataat caccaagtga agcgaaactt gctgaaaccc
  4410301 cgcccgtcgt tgggtgagtc ataacagaaa taaataatcc tcctgcatta ctatgctttt
  4410361 tcaaagctac gcttgttttt gccatttgca ttaaacttaa tatcccttct tgcatacggg
  4410421 caccacccga agcagtaaag ataataaatg gaacttgtaa gtcgtatgcc ttttcaaccg
  4410481 cacgggcaat tttttctcct acaacagagc ccatgctccc cattcgaaaa cgagaatcca
  4410541 ttactgcaac aacaacaagc atgtcatcaa ttgttccttc accagttaca accgcttcgt
  4410601 tcaattcagt cttcttacga tcgctctcta gtttctcttc ataatttgga aactcgagtg
  4410661 gatttaatga aaccatttct ttgtcatact cacggaatga cccttcgtcc aatatactat
  4410721 caagacgttc ccacgcattc ataggatgat gataaccaca attcacacat acttttaaat
  4410781 tttttagaac ttctttcgta tacatgattt ttttacattt cggacatttt gtcataacgc
  4410841 catctggtac atcttttcgt acttgttctg aaggtattgc agcgtacttt ttctttttca
  4410901 cgaataaatc tcttagcaca atttgacccc cttcgttgag agctaaggtt agcgtaagaa
  4410961 gaaaattggg ctaacaccaa agtttgatgt tagccttatc ttctcaatct gtctaataac
  4411021 ctcactcttt acgtttaact ttaaccgcta cgcgatagaa tgtttgtcat aacgtgtcat
  4411081 ggtcatttcg acaaatttta tacattacga gtgaaactgt atattctcta ctaattcatc
  4411141 gtaaattttt agtgcatcat tttcttgttt ttcttccaaa gtagcataaa gctttctata
  4411201 catatcgata gaatctcctg aaactttaca agaaagagtt gatacataat catttacgat
  4411261 catccaaatg cgatatagta aataattatc gacttgttca ataagtgttt taaagaacgt
  4411321 ttggtgaagc attggaattg agttttcatt tccctcaagc acttgatgta atttacttag
  4411381 cactttagaa aacgtttctt tcggtaaatt acatacaatt cgaatcatat ctttctcaag
  4411441 caatcgtttt gtttgtaata aatcacgaat tgttttctca tcttgcagca agaacggagc
  4411501 aatcaattgt acaagaccgt tatcgtaaaa gtttcgaata aacgtccctt caccacgtct
  4411561 cgtttcaatt aaccctacaa gttctaaagc acgcaacgct tctcttacag aggaacgtcc
  4411621 tacgtttaaa cgtgaactta actcacgctc agacggtaaa cgatcccctg ctaccaatcc
  4411681 atcctcttcc ataatggaac ggattttttt tacaatttcg agatatactt ttgtatttga
  4411741 tgatgtcaat ggaaattcct cgcttattct ttaccaatca gcgctaattg ttttgttttc
  4411801 tcagcaactt catttggatc cacttgacgg cgagctactc ctgtctccat tgcagctttc
  4411861 gcaacgtaag ctgctacttg aggcgctaca cgcgcatcaa acggtgctgg aatgatatag
  4411921 tctgcattca actcatcttc tgctacaagc tcagcaatgg cttgtacagc tgccatcttc
  4411981 atttcttcgt taatttgtgt cgcatgtacg tcaagtgcac cgcggaaaat accagggaac
  4412041 gctagtacat tatttacttg gtttgcaaag tcagaacgac ctgttccaac aacagctgcg
  4412101 cccgctgctt ttgccaattc tggcataatt tctggaactg gattcgccat tgcaaaaata
  4412161 attgcatcgt cattcattgt acgaaccatc tcttctgtta atgcaccttc tgcagataca
  4412221 ccaatgaata cgtccgcacc ttgtacaaca tcagctaaag aaccttcgat acgattctta
  4412281 tttgtatatt ttgcaacttc atccttcacc ggattcatac ctgtaggacg accttcatag
  4412341 atcgcgcctt tacggtcaca cataataatg tcgcgtacgc catagcgata taaaagttta
  4412401 ataattgcaa tacctgctgc acctgcgcca tttgcgacaa ctttaatgtc agacattttc
  4412461 tttccaacta gttttagcgc gttcacaaga cctgctactg ttacgatagc tgttccgtgt
  4412521 tgatcatcat ggaagatagg aatatttgtt tcttttttca aacgttcttc aataatgaag
  4412581 cagtttggtg ctgcgatatc ttctaagtta acgccgccaa aagttggctc cattaatttt
  4412641 acagtttcaa caattttatc tacatcgttt gtatttaagg caattgggaa tgcatctaca
  4412701 ccagcaaagc tcttgaataa tacagcttta ccttccatta ctggaagaga tgcttcaggt
  4412761 ccaatgttac caagaccaag tacagccgtt ccatctgtca caactgctac catatttccc
  4412821 ttcattgtat attcatatac cttactttta tcgtcataaa tttccttaca aggttctgca
  4412881 acccctggag aatatgcaag acttaaatct tttgcatttt ctacttttac ttttgataca
  4412941 gtttctaatt ttccttgatg cactttatgc atgtgaagtg cttcttcacg aagtgttgac
  4413001 aaactatcca ctctcctcaa attattcttg ctgatatcaa tttctccaag tggtctgacc
  4413061 acgaacacta ctactataat aatcgaagtg tagggaaatt gtccattata ttttcacaac
  4413121 cacattttct tccccgacaa tttcacgaag tgctcctaaa cattcttcac ttgggtgaat
  4413181 cgataaactt cgagataatt gtaccatttt atgttccttt tcataataaa ttagtacttt
  4413241 cgcaaaaccc gaatagtcaa acaatatttt agtaacctga tttaaaagct ttttctcata
  4413301 ctgagacggc aatttcacgt aaacagacgc atctttcttt tcctcatacg catccatttc
  4413361 ttctaacgga tatagtccat ttacaatcca ttgtaactta tgatttctaa gctcaatcgt
  4413421 gccgtcaact aaaacaattg ctccttcttg taacttatct gagaaatgta tatacgtttc
  4413481 ggggaaaaga accgcttcca tttcatcatt ttgatcacaa aatgtaataa acgccatctt
  4413541 ttgcaacttt ttcgtacgaa tcactctcac gcttgttata tacacaatag ctctttgtac
  4413601 ttttttctta tgtcgcatcg cctgagcgag agatggaatt tctaattctt tcgctaactt
  4413661 cacatactgc gctgtcggat agcttgataa ataaaaacct agtacttcct tctctttatt
  4413721 taactgttca ataaaggaga gctcttctcc ttgtacgtat tttgatttcg gaacagcatc
  4413781 tcctaaatca cgcgcaagat ttgcatactc taacgctcct ttaagacttt tccataaatt
  4413841 tgttctcgaa acaccaaaat cgtcaaaaca tccagaccag acgaacgcct ctaaatttcg
  4413901 ctctgttaca aactttgatg gcatgcgcaa acaaaattca aataaatctt caaacatttt
  4413961 tttctctcgt tcttcaagta atgctgtcac ggtagccatt ccaatgtttc gaatggaaag
  4414021 taaactgtaa cgtattgcat ttccttctat ttggaaattg taaccacttc tctgaagaga
  4414081 tggcggcaaa acatgaaaac cttttcgctt cgtttcccgt atatattgca caatcttatc
  4414141 ttcatttcca attgcactcg ataatagtgc cgtcataaat tccaacgtat aattcgcttt
  4414201 taaataggca agctgatacc caatcatact gtaggctaca gcgtgacttc ggttaaaacc
  4414261 gtaatttgcg aatcttacaa ttaaatcgta aattttctct gcagatgtct cgtcataacc
  4414321 attttgtaaa cacccttgca caaaatgctt acgttcctga tctaaaatat cacgattttt
  4414381 tttactcact gcacggcgta ataaatcggc ttctccgagc gagaagcccg ccaacttcga
  4414441 cgcaatttgc ataatttgtt cttggtatac aattacaccg tatgttcttt ctaaaatcgg
  4414501 ctttaagtcc ggatgtaaat attcaatttt tctttttcca tgttttgatt caataaaggt
  4414561 tggaatttgt tccatcggtc ctggtctata taacgagtta acagcaacaa tatcttcaaa
  4414621 ttcattcggc tttaacccgc gaagtacatt tcgcatacca cttgattcga gctggaatac
  4414681 acctgttgta tcccctctac ctaataattg gaatgtcttt gcatcttgaa gtggtaaatt
  4414741 tcttatatca atttctttcc ctgttttttg cacgataaac tttataatat tttcaagtaa
  4414801 cgttaaatta cgtaatccta aaaagtccat cttgagcaac ccaagttctt ctaacgcatc
  4414861 agctgggtat tgcgtaacat acacatcgtt atgcccttct tgaatcgcta cacttcccgt
  4414921 taacggttct tgactcataa taacgccagc tgcgtgaata gacgtatgac gcggcaagcc
  4414981 ttctacacgt tttgcaatct caaatacacg ctcatgtaaa agatttcctt gaataaactc
  4415041 acgaagcgat tgcgactctt cataagcatc ttttaacgtt atcccaagct ttgatggaat
  4415101 aagttttgag aatatatcaa tatctctcgg cggaagcccc attacacgcg caatatctct
  4415161 aattgccgct ttcgctgcaa gcgtcccaaa cgttacaatt tgcgcaacac gaagctgacc
  4415221 atatttatct ttcacatatc gaatcatctc atcacgtctt atatccggaa aatcgatatc
  4415281 aatatctgga agtgtcacac gttcggggtt taaaaacctt tcaaataata gatcgtattc
  4415341 aatcggatca atatctgtaa tttctaatac gtaagaaacg agtgagccag ccgccgatcc
  4415401 acggcctggt cctgttaata tatgattttc atgcgcatac ttcataaaat cccatacgat
  4415461 gaggaaataa tcactaaacc ccatactaga aataacgttt aattcatgat tcaaacggtt
  4415521 tatatgtact tctttcggcg taccataacg tttctgtaat ccttcttcac aaacgcggcg
  4415581 caaatacata tcattcgtct cgttagatgg aacagggaat ttcggtaatt gatttacatg
  4415641 aaacggtatt tctactctgc aacgttctgc aatttctact gtgttataaa tcgcttcttc
  4415701 tacgtgagaa aatagggctt ccatttcatc tgatgatttt aaataatatt gatctgtttt
  4415761 cagcctcggc ctatcgggat ctgtcatttt cgttccactt tcaacagata ataaacattc
  4415821 atgaacaagt gcatcacttt gattgatgta gcgtacatcg ttcgtcgcta caaccggaat
  4415881 atttacccta ttcataaatg caggtaattt ttcttgcaga agcagttcat cttgaatcgc
  4415941 atgatgctgt aaactcatat aaaaattgcc gaacatattt tgatatgcac gagctacttc
  4416001 ttcagcctga ctttctttgt cttctaataa taattgttca atttctccat ctttccctgg
  4416061 tgaaattgca attagccctt tcgcataatg cgcaagccat ttcttcggaa taccttcttt
  4416121 tgacttcgtc ataatgctac tagaaatctt taataaattt tgataaccta tttcattttc
  4416181 agcaagtaag acaagcggat aagacttttc ttcttcttca ctaaaaatag aggctgttaa
  4416241 accgataata ggatgtatac catgtttctt acatgcttta taaaacggga taacgccata
  4416301 cataacattt tcatctgtaa tagccagcga tgaataaccg agctctttcg ccctgactac
  4416361 aagctcatca attttacaag cactttttaa taaactaaaa acggtttgac attgtaaatg
  4416421 cacaaacttc actgttgtac cctctcttta cctatttgac tacttttatt ataggtgaag
  4416481 aggaaagcgg aaatcaaaac atacttctta tactttgtcc atatatatga agaagaaagg
  4416541 ggaatgacga tggatgtaag agaacatact tttttctctc tgcttattat tagttatttt
  4416601 attgcctttg gggttatact tggtggttca ttaattggtg gatttggtgc atttcttatc
  4416661 ggaaaaccaa ctctaactta cattaatcaa ttcgcccaaa atttaagaat ttgggcactc
  4416721 gttgcagcga ttggcggaac atttgatact ttttatagtt ttgaaagaag tttctttggc
  4416781 ggagatatga aagatatcgt aaaacaaatt ctccttattt ttttcgcaac gggtggtatg
  4416841 caaaccggtc ttattattat taaatggcta acgcaggaac atgcatgaga gtaccaagtg
  4416901 ccaatacagc aaaaagatgg tatttagttt tagctggagc tgctgttgga ggtgtattga
  4416961 gctggtttat ttttttgtac atatacggtg tttttcaaga agaacaagct attaaaatag
  4417021 cagaacaaag agaaattatc gaaaaacaag aagcaaagct ccacgtcctt ctagaagatc
  4417081 aagaaaaatt gaacacagaa aataaacgtc tcttaaccat tcaagagatt aaaataaaac
  4417141 ttataaatca agaaaaatac gatttagaca accttacaat tgaaaatatg actacttcta
  4417201 tccataatga cctccagcat cttttaacga aaaacataca aagtatcgca aaaaataaag
  4417261 acctactcaa aaaggtaatc gaaaacaaga cgtacaaaca ttacgatcgg ctataccgtt
  4417321 ttaaagtcga tacaatatct tttgatacag tgcttgaaat tagcattacg atagagaaag
  4417381 aaaaataaag aaggagggct ttagcgccac tccttctttt cgttctaaca tataatttct
  4417441 tatttacaaa tctcacgtaa atcagcaaat agacgatccg cttcttccca agaagatgct
  4417501 tttgcaccag aagccatcgg atgtcctccg ccgttatatt gcattgctaa tttatttata
  4417561 actggtcctt ttgaacgaag acgaacacga atcacatcgt cttcctctaa aaatagaacc
  4417621 cacgccttta atccatcaat gttaccaagt gctccaacaa caccggatgc ctcagaagga
  4417681 agtacatcaa atttttctaa tacttctttc gttaatttaa tgtaagctgc tccttcttct
  4417741 accatcgtaa agttttgtaa aatatagccg tttaaacgag cgattttttc tttcgtctta
  4417801 tacatttcat tgtataaatc cgtgaatttc acatccatat caacaagctc acttacgtaa
  4417861 cgaagtgttt ttgctgttgt attcgggaat aagaaacgac ctgtatcccc aacaatcccc
  4417921 gctaaaataa gacgagctgc ttcttttgtt atttgtaacc ctttatcttt tccataatta
  4417981 taaaactcat aaatcatttc acttgtagaa cttgctgtcg tatctaccca cgtaatgtct
  4418041 ccgtatggat cttcatttgg atggtgatca attttgatta acatcttccc ttttgtatag
  4418101 cgttgatcat caacacgttc ttggtttgct gtatcacaaa cgataacaag cgcattttcg
  4418161 tatacactat cttcaatatc atccattact cgtaaatatg ctaatgacgg ttcattgtac
  4418221 ccaaccgtat aaatattttt ctctggaaac gattcttgta gaatggtact aagaccaccc
  4418281 tgtgaaccta acgcatctgg atccggacgc acatgacgat gaataataat tgtatcaaac
  4418341 tctttaattg ctcctaaaat ttgctcatgc atatgtataa tctccttttt attcaacttc
  4418401 ttcactttaa cgtgcagtaa cagccccatg aatgggggct aaccattagc gcgtggaaat
  4418461 atcctcacac taatgaaagt ttcactttat cctccattat aacggaaagt atttcataca
  4418521 tgcgaacaat tgctttataa taaaagttag aaagtttaga tatttctttt ttctccacta
  4418581 ttattttcat aaagcgatgg gagtgtgcat tatgccagta ttagtcttct gtattatcgt
  4418641 ctcatttatg ttgtacctct tctacaaaac aaaatacttt cgtacaaacc gcccaatgga
  4418701 gaaaggttgg ctctcaggaa aatccgcaat ggcactcggt tcattcgtct tattctttgg
  4418761 aataaaccaa ttctttttag aactttcaac cgctcgtatt atcgttggtg tcttattcgt
  4418821 tctatttggt agtgcaagtg tatttaatgg atttcgccaa tacaaacatt tcttaccatt
  4418881 agcagttaaa gaagcagaag tctatgaaac aacgtaaaaa agcatcaaca ctatgatgct
  4418941 tttttacgtc ctctaacttt taaaatcata tatgcgacaa acgcagatgg tatattaaat
  4419001 gggttgcctt gcacatgaag atgtaattgt tcttctccaa aagacattct ttcgtatagt
  4419061 tctcgctgag ataatcctgt ttttttcttt ttttcatgta aaccttgtaa gtataaatat
  4419121 tgaatcggta tcattataag aaagtaaaat agtgcgatac taccaaaaaa gagtactgtt
  4419181 gatgacataa tgcataccac cttcccgcaa tccattttct tacaattcaa tcataacata
  4419241 atctaacatc taattaaatt aatattatgt tttttaatcg aacaattgtc tcaccgcata
  4419301 attcctcttc gacatactgc atatatcgcc gaatgaaatt acctggattc tttttaattg
  4419361 gttcaatatc aagtcttacg cagcttaagc aataacttca acatccaata aaacaatata
  4419421 aagttaaaga aaaaacctaa tggatgaaac gaaaattccc agccgccata ataaacaaat
  4419481 gtttcaactg gtataccaaa gtaaagaaaa tcactcttat tttctccagt tgtagggata
  4419541 aaagaacaaa taatagcgaa aatcaaactt attacataca atttcttttt atttaaatcc
  4419601 attattctat gagttatcac atgaacagta attacaagta ttaaacctaa aaagaaaagt
  4419661 actactccca ttcgacacct ccacaattat tgctccagca tcttcaaatt atcgcatgcc
  4419721 ctatttatga atatgaaaca aaacgtaatt taacattctc ttttgcaatt caaaatataa
  4419781 tacattcgat aactaaattt taaaaccctc taatgtagcg ttctaaaaaa aatggaacaa
  4419841 accaaagcgg tctgctccat ctttttattt atcaattaac tgcaccataa gtaatgcttt
  4419901 tccaacaaca ttaccttcat gatgcacctc tacatcaacc ttaccaaatt tacgtccaat
  4419961 ttctaatact ttcggatgaa ccgatacaac attgtcaatt tgaactggtt ttacgaaata
  4420021 aattgttaag ttctcaacaa ttaaatcact cttcttttgc gcacgaataa cgcgattcgt
  4420081 tgcttctgtc acaatcgttg cgaatacacc gtaagatagc gttccgattg aattcgtcat
  4420141 ttgcggcgtc actgaaaatt gatataaatg ctcatttttc gcttctttcg gcgtcataaa
  4420201 ttgattcgtt acaatatcat cgattgtttc gcctacttgc ggttgacgct gaatcatttg
  4420261 caacgcctga agtacatctt gacggctaat aataccttgc aacttatttc cttcatcaac
  4420321 aacaggaagt aactcaatac cttcccacac catcatacgt gccgcagctg cgacagacat
  4420381 tttgccattt accgtaattg gatgccttgt cattacctta tcaattggtg tttcttttgc
  4420441 aacaccaatc atatccttag aagtcacaat acctaatacc tttttatttt catcaacaat
  4420501 tggatacctt ccgtgcatcg tctcttcgtt atatgcatgc cattgctgca ctgtatcatt
  4420561 tggttttaaa tataacgtct cttcaattgg cgttaaaata tcttcaacga gtacaatttc
  4420621 tttcttaata agctgatcgt aaatcgcacg gttaattaac gttgcaactg taaatgtatc
  4420681 gtaactactt gaaataatcg gcagttttaa ttcatctgct aatttcttca catgatcttc
  4420741 cgtatcaaat ccgcccgtaa ttaacaccgc agctccggtt tctaacgcta attgatgtgc
  4420801 gttcgtacga ttaccgacaa taagtaagtt tccagcttct gtatagcgca tcatcgcttc
  4420861 taatttcatt gcgccgatta cgaatttatt taacgtttta tgtagtcctt ctctgcctcc
  4420921 aagtacttga ccatcaacaa tgttaacgac ttctgcatat gtcagctttt caatattttc
  4420981 tttcttcttt tgttcaattc gaattgttcc gacacgttca atcgtactaa catacccttt
  4421041 attttctgca tctttaattg cacgataagc tgtcccttca cttacactca aatcttttgc
  4421101 aatttgcctt acagaaattt tatgccctac tggcaggcta ttaatatgtt ctaaaatttg
  4421161 gttatgcttg gtagccaaat ggtttcacca tactttcttt tccctaaatt cttcatgtgt
  4421221 tgtattttta gtatactata ttttcaaaac tgttacactc tctctttgta tatctgtact
  4421281 atttttttta taacaaaata cgccttacat tacaccactt cttctattac aacaatgtaa
  4421341 tggtattgtc atctcgttcg atagtttgtt cagccgcttc catatacaat gaagacaaga
  4421401 aatgaaacaa aggagcggat acatgatgaa aaaattatta gaagttgtag gtgctgtatt
  4421461 gttagctttc gtagacggga aaaaagttgc aatggaattg aatgaaacac ctgagcagcc
  4421521 acttccaaaa agagaagaat catcaaaaca aatacaacct ttaaaagcta tcctacacac
  4421581 gtaaaaaacc cttcacttgt cttttcaaat gaagggtttc ttttctatag tgtaatactt
  4421641 tctccagctt ctaatacttt tcctgtacaa ttttgtagct tttctacaaa ttgatatgga
  4421701 tcttgttcaa ttactgggaa cgtattgtaa tgcatcggta caacagtttt agcctgaacc
  4421761 cattttgctg ctaaaacagc atcttctggt cccattgtga aattatcacc aattggtaaa
  4421821 aatgctacat caatgttatt tagttctcca attaatttca tatcagagaa tagagcagta
  4421881 tcccctgcat ggtacaaagt tttctcttct gctgtaaata aaatacccgc tggcatacca
  4421941 gtatatgtaa tcgtcttatt ttcttcatca atataactag aaccgtggaa tgcttgtgta
  4422001 aacttcactt ttccgaaatc aaattcatgc gaaccaccta tatgcatcgg atgtgtattt
  4422061 acaccttgcc aacttaaaaa tgtcgctagt tcaaatggtg ctacaacaac cgcattattt
  4422121 ttcttcgcaa gttctactgt atctccaaca tgatcaccat gaccatgcga taaaagaatc
  4422181 gcatctactt ttacatcttc agcctttaaa tctgttttcg gatttcctgt taaaaacgga
  4422241 tcaattaaaa taacttttcc attcgtttca atctttacaa ctgaatgtcc atgataagat
  4422301 actttcatta ttacattcct cccctattca cattctcact ttttattcta catgattttt
  4422361 caattccctg tcttttctaa catctattta cttgtcataa cgctttcttc cgagttaaag
  4422421 ttatatttgt aattaaatat ctcgggggtg ccaatcgatg aatgctagat tagaaaattt
  4422481 aatgcaatgg ctaaaagaaa aaaacgtaga agctgcgttc ttaacttcta caccaaacgt
  4422541 cttctacatg acaaacttcc actgtgaacc acacgaaaga cttcttggta tgtttgtatt
  4422601 ccaagaaaaa gagcctattt taatttgccc taaaatggaa gaaggccaag cacgtaacgc
  4422661 cggctgggca catgaaatta tcggatttac tgatactgac agaccatggg atatgattgc
  4422721 aaaagcaatt aaagaccgcg gcatcaatgc aaacgcagtt gcaattgaaa aagaactttt
  4422781 aaacgtagag cgctacgaag aattaacaaa actattccca aatgcagctt tcacatcagc
  4422841 tgaggaaaaa gttcgtgaac ttcgtttaat taaagatgaa aaagaacttt ctattttacg
  4422901 cgaagcagct aaaatggcag actatgctgt tgaagttggt gtaaatgcaa ttaaagaaga
  4422961 tcgtagcgaa ctagaagtat tagcaattat tgaacatgaa ttaaaaacaa aaggcataca
  4423021 taaaatgtca tttgatacga tggtattagc tggtgcaaac tctgctcttc cacacggtat
  4423081 tccaggtgca aacaaaatga aacgcggcga tttcgtacta tttgatttag gcgtaatcat
  4423141 tgacggttat tgctctgaca ttacacgtac agtggcattt ggcgagattt ctgaagaaca
  4423201 aactcgcatt tacaacactg tacttgctgg acaactacaa gcagttgaag catgtaaacc
  4423261 aggtgttaca cttggcgcaa tcgacaacgc tgctcgttct gttatcgcag atgcaggtta
  4423321 tggtgacttc ttcccgcacc gccttggtca cggacttgga attagcgtgc acgaatatcc
  4423381 agatgtaaaa gctggtaacg aatctccatt aaaagaaggt atggtcttca caattgagcc
  4423441 aggtatttac gtaccaaacg taggtggcgt tcgtattgaa gatgatattt atatcacaaa
  4423501 agacgggtca gaaattttaa cgaagttccc gaaagaatta caatttgtaa aataataaaa
  4423561 aaggcagctt aattgctgcc tttttatttc tctgctattt caaatttctc tactatcatt
  4423621 ttcactggat aactctcaaa cgtttgagaa gaccatactt ttattttatc ccctgttttt
  4423681 aattgatcat atgcatcttt atccttaaaa attaggacta tatctgatgg ataatcttga
  4423741 ttcatttgtt gttctatata attttgtaac tctatttttg tctcaaacgt tttatcatcg
  4423801 gccaaaaaca ctgtttcatt tcttaatatg atataccctt ctttaggtac ttcttttact
  4423861 gctacttgct ctactgattt tgtagtacac gctgctaata tgattagaac cacacctaaa
  4423921 aacatgaaca tagaaaattt catatgccta tccatccgca actccttacc ctacactatt
  4423981 tccgctttaa aaccattttc tcctcatact tatcatccca tttaatcaca atctctatcg
  4424041 gttcatcttt agatagaggc gcacaactta cacaagaaga cttcatttca atctttgctc
  4424101 ctttatgatt ttctgacgtt tgtgtcattg tgctaaaggc tccattaata gcaatctcta
  4424161 aatttttaaa ttctgtattt ccatctccgc ccttataccg aaatgtaaac attccatctt
  4424221 cactgtcatc cttaatatgg cctttatatt gtcccgtcca acttttgctc tcgctagaaa
  4424281 aagtaacata ccaaatcgag cagcttccta aaaagaaaat actaatgaaa aagaataatg
  4424341 ctctcttcat catgcccctc cattcaaatg cacttattta ttgtctattt cttccttcta
  4424401 ttatactatt aaaatacaga attttctaaa ataggaggtt tatatgttac aacaacagtt
  4424461 agaagaaatt cgtaataata attacatact ggataacaaa gttaacattg attctttaag
  4424521 ttccaatatg cttgaacata tcggtgttac tgatagctat ttaagagaca aacttattta
  4424581 ctctactttt tatcatctca tcaaaaagga atacatttca cacacgcaat cgcagaaact
  4424641 actattagaa agcatcagtg aaaaatattt actgtataag attcattcaa gtgacgaaga
  4424701 tgcggtattt acccgagcat ttacaacatt attaattgcg ctcattattg atgctgatac
  4424761 aaatcataat ttcttatcac agactgatat ttcaaatgta aaagatcaac taattctata
  4424821 tatgaacaac gaacatgatt tccggggata tgtgcaaaac cacggctggg cacatagtat
  4424881 cgctcatgct tccgatacat ttgaagcgct tgttcgtagt cctaaactgg aaactttaca
  4424941 ttacgaagaa atattacaaa ctttattaaa caaagtctgt gtccattcta tttactacaa
  4425001 atatgaagaa gacgagcgtc tcgtttatcc gattgtcgca atgctacaaa atggcttaaa
  4425061 ggaagaagca ctcatattag cccttcatga cttagtagct caattacccg caaaaaaaca
  4425121 aacattacat attgaatcgt acgagtttct atatgggaac ataaaatctt tcttacgcag
  4425181 cttatttttc agactgcgca agctttctat atgtgaagaa actgaatgtg aagttgaaaa
  4425241 attgctacaa gagcttccaa aatattatta aaaaaagaag gccacttaga aagtgccttc
  4425301 ttctatttca ctaatattta attgaaattt cacgatccaa actgagaaaa ggtggacaag
  4425361 aagcgcaaac gccatacatg ctccgcttaa aaaagttagt ataggatgcg aatacacgtg
  4425421 ccctaatcca taagatatcg ccacgaaaaa cattgttatg taaatataaa ttgctccatg
  4425481 tatttgcctc atatgaacct ccttttcata tagtataaca taaattttct gattattcac
  4425541 attaatagac tgtaattaat atttctcaac tgttacacct ctaacagccg ctttaatata
  4425601 tggtcctcct tgtaaatttt gtaaatcctc tgttttgcct gttacaacta caccttatat
  4425661 tggtaggtct tttggttttc tgttttttat ttctttatag tttgtcctaa aagattctta
  4425721 atatcctact tttattttca cttaaagata tccaaataca gcttttctac atttttatca
  4425781 taataaaaag cacatctatt ttgatgcgcc cttcacatat actttagtaa catataaatc
  4425841 attttttgaa acaaaaactc tcactcatct ctctccatac tatctatgac ttagttgcca
  4425901 taataattga acgaggataa aaccccagct tttcataaaa cgatatagct tcatttccgt
  4425961 acaccactgt taattcaatt tcatctatct tcttcgcttt aaaccattcc actgcactat
  4426021 tcattaattt taaaccaaat ccgtttcctc ggtgtttttc atcaacgaat aaaacttcaa
  4426081 tctttccgct tatacttttg ctatatgcta tataacatcc taatatatta tctgtttccg
  4426141 tctcaactaa taattcaatt ctatactctc cgtactttga attttgttta taattttcaa
  4426201 tacgttcctc aaatgacatt cttggatagt caccagaaaa atgttttgat gtattattat
  4426261 gatattcatg caatttattt aaaggttctc ttattacttc tatttcatcg agagtgatat
  4426321 atttattact aattctcatc ctacagcatc tccaataata tatattccaa ccaaaaagat
  4426381 gaccatgtta cggttataaa ataccaatct attatttcat cgcgtccttc acaacatctt
  4426441 gaatcataac gacttctgtt ttcatatcaa cagagggtgc ttcttcatcg atacattcat
  4426501 accaaaattc caagtgcttt ttatcaattt catgatgaga attttcgaca agagccccgc
  4426561 cttctccttg cacagaatac caatataagt actcttctcc atctcttatt tcccggaaaa
  4426621 ttgtctcaac gtacatcttt tcgtcgttta atgtcaaaag tacttctttc atattgtcat
  4426681 tcagaagctg catccattca tctacacgat gacttttatc ttgtttcact ttaaatctcg
  4426741 ttaactccac attcattttt attcccccgt tttcttacgt acaaataaac tatattctat
  4426801 aggattatga aaacttaatt tgttagctaa tttttgcgaa ggaatattgt ctacataaca
  4426861 atcccagcac ggtataatat cattttgtat gcaatgttca ataaaccttg ctgcaacagc
  4426921 ttgggctaat cctttccctt gatatgcttt atgcgtcaca atatcaatct ccgcaaaccc
  4426981 gttcccacta aatattgaaa cacattccgc tacaatcatt cccccttgtt ctatacaaaa
  4427041 tccaaaacca ccgtttaaaa acgtttcttt tgacccccaa tattctttgt agtactcctc
  4427101 tgtaaattca ctgcttcgtt ctatatctct tctatcaata cgcttcactt catatgtatt
  4427161 tttgttacaa tctcgttttc tctcttcaaa ggttgcactt tgaaatttca ttcgtggaat
  4427221 gttccgaagc acattactaa aacgctcttc aatcatcatt tcccactctt cactcgaagt
  4427281 gaacaatgta aatctcttct ctgttttttc aatagccttt tttataaaca aaaataaatc
  4427341 ttcgttataa ttttgatcat ccgtatgacc aaatacataa taaataccat tcgctgtacg
  4427401 aattagtcct gctgttaact tctcgtttac aaaaacctca ccatctatca cttgatcaca
  4427461 taccgcataa gcaaacgtcg tcgtttttgt atgactttct aaaatcggaa ggatttttct
  4427521 atactcggct acagataatt ttttcataat tgctccactt taatcgtatc agcctctata
  4427581 ttttcaaaac aaagatttac cgttctcttt aatgctctcg ttctatgaat cgtacacgct
  4427641 ggaattaaaa tagaatcatt tggctttaat accactgttt ctccatcttc aaaatcgata
  4427701 agtaattctc cctctagtac aataaataat tcatccgaat tagaatgata gtgccaatca
  4427761 tattcaccag taaatacagc gattcgtaag caatgactat ttacatttga aacaacgaag
  4427821 tttttatgtt gctcttgaat gtcctttgtt aattctatta agttcacagt ttccatcttt
  4427881 cgtcccaccc tttcattagt cgttcttctg aaaaaacaac ttagtctcca ccacctccgc
  4427941 aatctcctcc actatcactt gagctactac aatcactgct actatagtca ccaaatccgc
  4428001 ttgatgaact tgaagcggat gaagattttt tattcctttt tcttttctta tctttcttac
  4428061 tttcatgact aggccatact gtatcaaata atataaaaaa taagactaat tgtattgcaa
  4428121 caaggagaaa ttctaaaata ctctcaataa tattaggagt tatctccaaa ctgtaaaaca
  4428181 ctccaaatga atacatacac aaaattacat acagagccat acaaatatac cgaaatgttt
  4428241 tttctatcat aaggactact ttttttgaaa gaggtatgtt ctgttcctgc tttttcttta
  4428301 tatatttttg tcttttagct tgcttttgct tcctcttttt gctccccatc caatcccctc
  4428361 ttcgacttat atttttcatt taattccaaa ttatcacaaa aaacaacatt gtaacaagct
  4428421 atatttcacg taaagctttg tttacttttt gtaaagtttt atttacttat tacctaaaaa
  4428481 tggatataat aaatgtaaca aatttacaaa aaggagactt tgtatatttg attaaaaata
  4428541 aggtaaaaca attccgcgtc gttagagaca tcacccaaga acaattagct tcctctgttc
  4428601 aaatcactag acaatccctc atcgctatcg agaagaataa atacaacccg agtttagaat
  4428661 tagcattgaa attatgtgag tttttcaact gtaaagtaga ggatttattt caattagata
  4428721 aaactgggga ggaaaaagaa tgaaaaatac ttttaatcaa aagttcattt cacatcttac
  4428781 ttttttagtg ttaggatcat cttttcttta tttcagtagt aatgacgaag aaaagattag
  4428841 ttctgtcctt ctattcgctg gcgtatacat actcttgacc ttgatactat tagtagtgaa
  4428901 acgaatattc tttaagaaaa aaaagaacga tgcagagaaa tatccattac ctgagatgga
  4428961 tgaaagaatc gagaagatga gtttaaaact tatggcacaa atttttggtc tctctcattt
  4429021 aatcggctct gcgatactat ttattttata tatcactgac aaaaactcgg tgatacgagt
  4429081 tgagtatgcc ttatattatt tgttcggcat tcttttcttt acaatgatgt tcggattgaa
  4429141 aattgtaaag aaactagaca attagcctaa ataaaaagcc cttccttaca aaaggagggg
  4429201 ctttcatgta tttctattat gataaagcag gagctttttc aagaagctct tttgcatcag
  4429261 cgtattgtaa accgtgagct tctgcaaccg cttcgaatgt tacatatcca tctaatgtgt
  4429321 taataccttt taataatgca gtgttgccta ggcaagcatc tttatagcct ttgttcgcaa
  4429381 tttgcactgc atatggtact gttacgtttg ttaatgcaag agttgatgta cgtggaaccg
  4429441 cacctggcat attcgcaact gcataatgaa caacgccatg tttttcgtaa gttgggttgt
  4429501 cgtgagttgt aatacggtca gttgtttcga aaataccacc ttggtcaatc gcgatatcta
  4429561 caacgacaga acctggttcc attgattgaa tcatttcttc tgttacaagt tttggcgctt
  4429621 ttgcacctgg aattaatacc gcaccaataa caaggtcaga ttcttttaca gcttctgcaa
  4429681 tattgtatgg attagacatt aacgttttta cttggttacc gaaaatgtca tctaattgac
  4429741 gaagacgttc tgcacttaag tcgatgattg ttacatctgc acctaaacct actgcaatct
  4429801 tcgctgcgtt tgtaccagct tgaccaccgc cgataattgt tactttgccg cgttttaccc
  4429861 ctggaacgcc tgcaagtaaa atacctttac cgcctttgtt tttctcaagg aattgtgcac
  4429921 cgatttgtgc agacatacga cctgctactt cactcatagg tgcaagtaat ggtaatgaac
  4429981 gattgtctaa ttgtactgtt tcatatgcaa ttgatacaac tttgttatca attaatgctt
  4430041 tcgttaattc tggttctgga gctaaatgta agtatgtgaa taaaattaaa ccttcacgga
  4430101 aatagccgta ttcacttgca actggctctt ttaccttcat aaccatatct tgattccatg
  4430161 cttcttcagc agtttcaaca agtttcgcac cagcttgtac gtattcttca tccgtaaagc
  4430221 cagatcctaa acctgctcct ttttgaacaa aaacttcatg accattttgt actaaatgta
  4430281 ctgctcccgc tggcgtcatt gccacgcggt tttcattgtt tttaatttct gttggaatac
  4430341 cgatacgcat tattagttcc cccttgagtt atgaaatgac ccctgaatca ttttttaaag
  4430401 cgctttctac gctcttatat tttaacataa tatctcaata tttgacaaaa aataatacaa
  4430461 gttttccgat agatttaatt ttatattaaa ggacagtatt atccgcacct atcagcataa
  4430521 aggataaact gtccaatcat tcgaaacttc actttatttt tctctatcga tgtctatgaa
  4430581 taacatctac tgcaccagtt acttcaataa ttgtaccggt aatcatatcg gaatcttcct
  4430641 cgcataaaaa cgaaatcgtt cttgcgatat cttcacctgt tccagatcta ccaattggtg
  4430701 tgttacgttc tttcaactga cgtgcttctt gaattgtcgc ttctttcatt tcaccaataa
  4430761 tatcaccagg acataccata tttgcagtaa ttccatattc cgcttcttcg taagcaacag
  4430821 ttttcgttaa tgaaacaagt cctactttcg ctgctgcaaa agctgaacga taaatccatc
  4430881 ccggtgcact atctgcccct tggaatccgt aattaataat acggccaaag ttctgttttc
  4430941 tcataatcgg aacgacaagc ttcaacaaat gaaatacagc tgttaaatta ccctgaatca
  4431001 tttcattcca ttcatcttct tcataatcga ctaacttttt tcgttcaaat acatatggac
  4431061 cagcattatt aattaagaaa tcaattttgc caaaacggct tatcgcttct tctactattt
  4431121 tatgtaaatc ttcctttttc gtgacatccg cttgcacgaa ttgtagacgc tcttccatat
  4431181 ttttatatgt ttctttcatc tttttcatag ccgtgatatc gctatgatac gttactgtta
  4431241 ctgaataccc tttagccaat aacttctctg ttacttgctt tcctaaacct ttcgtaccgg
  4431301 ctgtaatgag cgcgtgtctc acaaaacggc ccccttttaa attgctatag ttcatatgta
  4431361 acaagttctc gcaccaatta caactaaaat gaatcaaaac agagttttcg aaattctgta
  4431421 acgtttctgg caagcacatt accaaaattt gttttataat aaagttgtaa acggtaataa
  4431481 aaatgattgg gaggaattta ctatgaataa tacatataca aatattttaa tcgcggtgga
  4431541 tggttctaaa gaagcagaaa aagcctttaa aaaagcaatt caagtcgcaa aacgcaacaa
  4431601 tgcaacatta actattgctc atatcgttga tgtaaaagca tactcagcag tagaagctta
  4431661 tagccgtgca attgctgaac gtgcaaatct atttgcagaa gacttattag aagactacaa
  4431721 aaaaactgcg cttgaagctg gccttgaaaa aattgaaact gtattagaat ttggtaatcc
  4431781 taaatcaaaa atctcaaaag aaatcgctcc aaaccataaa gtagatttaa ttatgtgtgg
  4431841 tgcaactggt ttaaatgctg ttgagcgttt cctaattggt agcgtctctg aacatattat
  4431901 tcgctatgcg aaatgcgatg tccttgttgt tcgtggtgat gaagagcaag gtgagcttta
  4431961 atttataaat aaaacaccaa gtccacatgg gcttggtgtt tttcatttca catattttac
  4432021 taaaaataca agacaagcta taacagcaac ggtaattgcc aatatataag gcggaagaaa
  4432081 cttcaaagac cacaatgcca tcataatcgt agctactgtt aaataagatt gtcttgcatc
  4432141 ttctgtcatt tttttacgaa ggcagaatac atacaaataa ccaattggcg gcgtaataaa
  4432201 gcaaagaaca tatataattt ttgatttcaa ataccatttt tgttctccga gtttctttat
  4432261 atcttcttct attctcttat gctcttgttc tctcgcttct tctacaagcg gatcttcctc
  4432321 ttctcctcgc ttttctttca tataaggaag aaaatgcatg aaaaaatagt atgcaaatac
  4432381 gaacgctcca aatccaatat ttactctttc taatggaata ttctcactaa aaaaagcagc
  4432441 ggtaatcact aaagaaaaac aatacgttgt tatccaaaat gaacgttttc tctttttccg
  4432501 ttccatttct tttttatttt gtacatgttt tctgttcgaa agccatatcg aaatacagca
  4432561 gtctactgca aatagaataa agataaagat cccaacgtgt actatttcta cattctcaaa
  4432621 tgaaaagata tttgggaatg caacgtgtaa tacaattagc gtgtacaaca ttagccctat
  4432681 aaaataaata cgtctcattt tccatccctt tcttatttcc taacattaca ttaacataca
  4432741 ttttttagaa atagacagac aaaatatata tgtttaaaaa aggagggtgc cacatggatg
  4432801 attctgaacg tattatttta gatgtgaatg ggaaagaaat cgaaatgtta gatacgattc
  4432861 gcgcacattt tagagaaaca catggaattg agctaagtaa tggtgcatta ctgcgagatt
  4432921 taatggatat tgagtatatt cgaattacgg aaggtcgaca taagtatgat taaaagaaaa
  4432981 acgactgcag gcgaatgcca tcagtcgttt ttctttcttt atttaagctc ttaatgcttc
  4433041 ccgcccatac cacctggctc attgctatct tggtgtacag ttactttatt tgttttcgca
  4433101 tctttcaaaa ctctatatgt atatgattcg tttggttcat ctttaaactg tacattcata
  4433161 ccgtaagaac tcattttact ataaaaggcc ggttttatat acgaaatatc actttcttta
  4433221 tatccttttt cttgcaagtg ccacatcgtt gcgataatcg cttcctctcg ttttacttgt
  4433281 tcaccagcaa agatatattt gtccaagaga aatactttaa catttgcact taagctaatt
  4433341 aacagtaaaa cgataaatat tacttttttc atagacttcc cctaaattgt tatttttcac
  4433401 tatatcataa cttaaatact agtaaaaaag aaagtacgcc agactttaac agactggcgt
  4433461 acttttcaac tcaattctta atagcttctt tcgttaatcc tttcgccttc tccaaagctt
  4433521 tttcaatttg ctcaaaccca gtcccgccag cactgttacg acgctttaca gctgcatatg
  4433581 gtgacagcac ttcatacaaa tcttcttcaa atagcgcgct catttcttta tatgttgcaa
  4433641 gtggtacatc tattaaataa attccttttt gtgtgcagtg tagcactagc tttccaacaa
  4433701 tttcatgagc ttgacggaat ggtagtcctt tgtttgctaa gtagtcagca atttctgttg
  4433761 cgttagagaa atcttgcgtt acagcttgcc ccattttttc tttgtttaca gtcattgtct
  4433821 ctaacatgcc tgccataata tgaaggcagc cttctactgt tttcactgta tcaaacattc
  4433881 cttctttatc ttcttgcaaa tctttattgt aagcgagcgg taatcctttc atgactgtaa
  4433941 gtaaactaaa taaattaccg tacactctgc ctgttttacc acgaataagt tccgccatat
  4434001 ctggattttt cttttgcggc ataatgctgc ttccagttgc gtattgatcg ctcatttcaa
  4434061 taaattgaaa ctcttggcta ctccataaaa taagttcttc gcaaaagcgt gataagtgca
  4434121 tcataagcat agatgagtta ctgaggaact ccagtatgaa atcacgatcg cttactgcat
  4434181 ctaaactatt ttcatagatt ccattaaatc caaggagctc cgcactatat tctcggtcaa
  4434241 ttgggaatgt cgttccagct aacgcacctg ctcctaatgg cgaaatgtta atacgcttta
  4434301 atgaatcttc ataacgattt acatcacgct ctaacatcca aaagtaagcg agaatatgat
  4434361 gagcaaatga aattggctgg gcacgctgta agtgcgtata gccaggcata atggtttcaa
  4434421 tattattttc tgcttgatga acaagaacag tttgcaattg ttttatagct tttataatat
  4434481 gctctacttt ttcttttaaa tataagtgca tatctgtcgc tacttgatca ttacgacttc
  4434541 ggccagtatg aagtttccct cctacttcac cgattttttc cattaacatc ttttcgatat
  4434601 ttaaatgaat gtcttccgct tcaacggaaa aatgcaattt attttgtttc gcttcttcta
  4434661 ataaatattg aagacctatc tttattttct ctgcttcttc tttcgtaacg atgccttgct
  4434721 ttgctagcat cgttacgtgc gcaatactcc cgtttatatc ttgatttact aattgttgat
  4434781 cgaaggagat ggatgccccg aactcttcaa cccacgcttc cgcttcttcc gtaaaacgtc
  4434841 cgccccaaag tttactcacg cttccacctt cttttgattc acttggctat atactttcgt
  4434901 cggtaaaccg aataatgaaa tgaatccaac tgctgcatca tgattaaatt catcctgagc
  4434961 agtatacgtt gctaattttt catcgtataa agagtactca gatttacgcc cttctacaat
  4435021 tgcatgacct ttaaataatt tcacacgcac cgtgcctgtt acattctttt gcgtttcttg
  4435081 taagaaagca tgaagcgctt gttttaaagg cgagaaccat aaaccgttat aaataagctc
  4435141 tgttattttt tgctcaatca tcggtttaaa atgtgctact tcttttacaa gtgttaaatc
  4435201 ttcaagttct ttatgcgccg taattaatgt cattgctgct gggcattcgt atacttcacg
  4435261 tgatttaata ccaacaagac gattttctac gtgatcgata cgtccaacgc catgttttcc
  4435321 agcaagtgca tttaacgttt taataagttc tgaaagtgga tatgcagtgc catttaaagt
  4435381 agtcggtacg cctgcttcaa agccaatttc tacaaattct ggtttattcg gtgtgtcttc
  4435441 taatgccaat gtcatctcat atgcatcttc tggcggcgct gcccatggat cttctaaaat
  4435501 gccgcattca ttgctgcgtc cccataaatt ttgatcgatt gaaaacgggc tatctaaatt
  4435561 aattggaatc ggtacattat tttcttttgc ataggcaatt tcttcttcac gtgaccattt
  4435621 ccattcacgt acaggtgcaa ttacttctaa gtaaggattt aatgcttgaa tagaaacttc
  4435681 aaaacgaact tgatcattcc ctttccctgt acatccgtgt gcaactgcag tcgctccttc
  4435741 ttgttctgca atttctacta atttctttgc gataagtgga cgagataacg ccgaaacgag
  4435801 aggatatttc ccttcgtata acgtgtgtgc ttgcatcgcc atcaatgcat attcgtttgc
  4435861 aaattcttct tgaacatcaa tcatatatga tttaattgca cctactgaaa gtgccttttc
  4435921 ttttacaaat gctaagtctt taccttcccc taagtctaaa caaagcgcga taatatcata
  4435981 attcttctct tgtaaccatt taattgcaac ggaagtatca agacctccgg aatatgctaa
  4436041 tacaactttt ttcttctcca ttttgcatcc ccctaaagaa taaatattca ttttctttta
  4436101 taataattca cactttaaca ccttttacaa aatgtatcaa gagccatttt caaatttttt
  4436161 caaacaattt cgtcgaactt ctttctgttt ttttgtacaa tataagcagg aaaacggggg
  4436221 tgaacttatg aaaaagtatt tcttatacga tgaacatcta ggaattgaaa ttccgcattt
  4436281 acaagaagac tggtaggata tccccgaaaa aatgcagcat gcaattttat taaaatggga
  4436341 acaagttcgc ggaaagattc ctgatcgtat aaaagaaatc gaacattata ttaatgcaaa
  4436401 acagcatcat ttaaataacg aggaagactt tgaaatttct tgcaaactga attcagaaat
  4436461 tgccgatctc gcctccatca ttaatgatct ttggctttgg tatcgactca ctcaaaacgt
  4436521 atctgaggga aaagcacacc aatgaaaaaa gcatgcccct caattatttt gggtcatgct
  4436581 ttttttgtcg taacacgatt tacaatatat ctcttgggct gttttcgcta aacatacatc
  4436641 aaacgggcca actaatatac ttctttcttt cggtaacttt acaaaagcaa ctagctcctc
  4436701 ttcatattca atctttttct gacatataaa acatgttaat tcttttcttt tgaacatgtc
  4436761 ttttagcata tcttcacttc ccctttcatc tatctatatt aatatactct cataatagtt
  4436821 aagacttgta aaaaaatgac acattccgaa ttgaatcatt catatactat gtacaaaagg
  4436881 aggccttaaa aacttatgcg cgctttcgtt attatcgctt taactttttt aagtgtgatt
  4436941 agctgggatg cgttttttaa agatactagt gatgaaaaag atacaactga ataaagccca
  4437001 ttttttctta cttattggac aaaccgttaa aaactgtcca attctccaaa ataacttagg
  4437061 cttttctaca aaaatattta aacataacaa tttttgtaga tttcctccgg ttattgtcgg
  4437121 tttccatccg catacatttt ttgaaagtat gatataataa tataaatctt gaaggaaggg
  4437181 attttgatat catgatcgct cgaaggagca tgtggcatcg tattgacgaa tcatacacgt
  4437241 agcgtatttt ccagctcaga tactttagtc tagcgaaaaa aatacgagag tggggaaatt
  4437301 atgattgccc gaaggataat ttggcaaaaa aaagactctt cttacacgta gcgttttgtt
  4437361 taggacttaa ttgttactag ctaaacaaaa caaagaagag caggattgct aaatgaagaa
  4437421 tcctactcca cgttttgttt agtcgtttta agacttaaac taaaacgaag gtagggagaa
  4437481 ttgatggacg agaggattat tcgttatttc ttcagcgaca tatagcgtag ttagtttttt
  4437541 cgtaaactaa ctgaaagcta catgtgagct cgtagttagt ttacaacaca aaaaggacta
  4437601 ctaactacgg aaagaaggaa taacgatgag gaacatccaa agtcgacaaa ttattaaaga
  4437661 aatttttatg gttttaatcg gttcatttat tttagcagca gcgctatatc acattcactt
  4437721 ccaaaaccac ttaacagaag gtggctttgt aggtattgca ctattcatcc aaaattttta
  4437781 tgatatttca ccatctattt caactgtaat tatggatatc ccaattattt tactgtgtgc
  4437841 ttcattttta ggtagaaaaa tggttggcta ttcattctta ggttcaattt cattcggagt
  4437901 attttattct cttatggaaa attattctcc atttacgatt gatttatcaa acaatttatt
  4437961 tatagctgca gtagttggcg gtgcgttagc tggtattgga ctcggtttta tattgcgatt
  4438021 tggcggtgca accggcggag acgatatttt aacaattgta ttaagtaaaa aaacacgttt
  4438081 tacaattggg caaattttct tcgtctttga cgcgattgtt cttgcgcttt cattatatta
  4438141 tttaaattgg acagaaattg cttttactat tctttcgatt gccgtacagg caaaaacatt
  4438201 ggatttaatt tattatccaa aaacagaaaa agcagaagaa aagcaaccag tatctattcc
  4438261 aatgtccaaa aagcatgcaa caaattaaaa aagcgaaagg cctcggcctc tcgctttttt
  4438321 tatgctcttt tttccttctc aactatgtgg cgtacttgat aaaatctatt tgcaaattca
  4438381 gtaacgtttc ttgttaaacg ataattcact gtagacccga tcgccattcc aatgaccgga
  4438441 ataccttgga ataatttacg acgaagagca taaatcgaga atgttttcaa aatttgtttt
  4438501 aagatgattt cagtagaagc tggttgtaac accgcttcgt ctccttcgta gaagaaggaa
  4438561 tcttcttgtt ctagctcttg cagtaaattg taccaagcgt attgctgaag tcttcctggt
  4438621 agtaatgacg catgaaatac ctttaacgca agcatcattt cataaggctt gttcacatca
  4438681 tgtccaaatg atgttgcaat aagttggaca gccttcacat ttaacgcgat cataaccgga
  4438741 aaatcagccg ttaataataa taaacctcca gcccccgttg ctccgccttg tacgaatgaa
  4438801 tatagccgat gacgagctgt ttgctgctct gctatgtatg ttaattgatc gatagataat
  4438861 gcttttaaat cttctagttg ctcaatcgat tcattaaata atctcgatgt tcctaagata
  4438921 cgattacgcg cctctaactg tgattgtgaa ctttgaatca atgcatgcaa atgaaagagc
  4438981 catccatctg ctttcgtaaa gaaatctttt cgttttttct caggtaattt cgcaattgta
  4439041 gtatgtaccc atttatcaaa cattctttga aaatcggtcg cttcttgctc aactaattgc
  4439101 gattcccatt cttttatact gtctaaaatg gcttgttctc gcttcgatcg catcgtaaca
  4439161 accacctcgt tcgatttttt tctattgtaa catacttccg cttattcttt gcaaatatgc
  4439221 ttgtctatct ttattcacat accattttcg agtagcataa aatagtaaca aaaaggatga
  4439281 gatgaatcac atgaatctat ccgatataaa aaaagagtat catgcagtat ttagcttagg
  4439341 acaaaactgc tggcctgctt gggcgttata tcaattcgaa ttatcaccct tttttggcgt
  4439401 tattgatttt atgctaagcc cctcactaga aaaagtgaat gtattattac aaaatcgatt
  4439461 tgaccgtttt ttacagttcg aaaatttatc cttcatctca ttttgggatg atgatgcgaa
  4439521 attaagacta agggacaatc tttatgaaat cgactcctgt catgacttta aaacagatgt
  4439581 aaacacacca acttcttggc cttcttatac agaaatcaag ctaaattatg agcaccgaat
  4439641 taatcgtttt ctaacaacaa ttgagacggc agaatccata ttgtttattc gaactggagg
  4439701 gacatacgaa gaagcacgtt ccttggaaca cattttatct caaatagtca aacataaatt
  4439761 ctccgttctg ttactgattc ctgcggatgt acctaatgtt gtggaagaag attggggatt
  4439821 acagcatatt tgcgttataa aatgccctat tatggatgta tatcagtaca atgaagtatt
  4439881 ttggaatgac ttatttgatg ggatcacaat tcgaccacat tcttaaatat acgacacctt
  4439941 ttattacaaa acacattata atcatcctta tacaaaataa ataaggagtg gttgtatatg
  4440001 tatccacgtg caaaagcttt cggtcttgct atacatcatg atcaccttct cgtacaagaa
  4440061 tatcatacaa gtgacgaaac atattcccga cctcttggcg gttcaattga acttggtgaa
  4440121 aaatcagcac atactgttat tcgtgaattt aaagaagagc ttcatacaga agtggaaatc
  4440181 accaattatt taggttgctt agaaaacatc tttcatcttg atggagaaat tgctcatgaa
  4440241 atcattcagc tatattcttt acgcttatta gacacatcac tatataaaat ggaaaaagtg
  4440301 aagatacaag atgagcaaac cgtatcgtat gcgaaatgga ttcctctgac agcattcatt
  4440361 caggagaaaa aagtactata tccagatgga attttaacat acatcaaaaa gaaaaaagac
  4440421 gaaatcctat aggacttcgt ctttcttttc atatattaac cgatgtttcc aagacgtagt
  4440481 acgtcacgag cgatcataac ttcttcgtca gttggaatta caataatttt tactggagaa
  4440541 tgtgggaagt tgatgaatgc ttcctcaccg aatacgttat tgcgttttgc atcgaagtat
  4440601 acgcccatgt actcaaggcc ttctaatacg cgttcacgaa taatcgcact gttttcacct
  4440661 acaccagctg tgaagatgat tgcgtctaca cctttcatac gagcagtgta agaaccgatg
  4440721 tatttgtgga tacggcttac gaatacatca agtgctactt tcgcacggtg gtcgccttct
  4440781 tcttctttcg caatgatgtc acgtaggtca ctagagtaac cagtaagacc taacatacca
  4440841 ctcttcttgt ttaatacgct aactacttct tctactgttt ggcctgtttt ttccatgatg
  4440901 tatggaatta acgcagggtc aatgttacca gaacgtgtac ccattgttac accagcaagt
  4440961 ggagtgaagc ccatagaagt atcgatagat ttaccgcctt ctactgctgc gatacttgca
  4441021 ccgttaccta agtgacaaga aagtaagctt aagctctcaa gtggacgacc taatagttca
  4441081 gccgcacgct cagttacata tttatgagaa gttccgtgga aaccgtactt acggataccg
  4441141 aacttttcgt agtactcata cggtaagctg tataggaatg cagattccgg cattgtttgg
  4441201 tggaatgctg tatcgaacac tgctactgct ggtacgtttg gtaatacttc ttggaatgct
  4441261 ttaataccaa caacgtttgc tgggttatga agtggtgcta aatcgcttaa ttcttcgata
  4441321 tcagctaata cttcatcagt aattagaaca gagtcagcaa atttttcgcc gccgtgaaca
  4441381 acacggtgac cgataccgcc aatctcatct agagatttaa cgattccgtt ttcagttaat
  4441441 tttttaagaa gcatattaac tgctactgcg tgatctggaa tgtttgtaat ttctttttgt
  4441501 ttttcgccat ctacagtaat agtgaagata ctatcttcta aaccgatacg ttctactaaa
  4441561 ccttttgtta atactgtttc acttggcatt tcaaataatt ggaattttaa ggaagagctt
  4441621 cctgcgttaa tcgcgatgat ttttgacatc tagtctttcg cccctttttc tcttggtagt
  4441681 tgtgtggatg tttccacaaa ccgctcgatt ttatctgatc aaatttacta aatatgaaaa
  4441741 cgtttcatca ttagcaaatt ttatactcac gattttaatt taaacatcgt acgacatata
  4441801 tttcaagtga aaaaattgta acaccaagaa aaaaatatat tacagatttc aaaaaaattc
  4441861 agttaaatct tgtatatatt taaaaatatg acatatcata taaaactgta ctacatgaat
  4441921 tactaaccct gttacatata cctaacctta tttatgcgtt gcaaaccaag tatttaattg
  4441981 gtccataatg tcctccatcg ccttcatgtt ggagaattta ggtaactcca ctaataacgc
  4442041 ctgtttttgc atcgttacac tagggccttt cttttggaga acaaatatac tttttgcatt
  4442101 tttctcgttt ttaaacatgg aaacaggtag ctgtaataaa ccttggataa aacatgtttc
  4442161 tttaataaat gcatgtaatt ttggtgcttg atcactttca aaaatgaagt ttggtactag
  4442221 gaagaataag tatccgcctt ctttcgtatg tttcacactt tgttcaataa ataggtggtg
  4442281 ggcatacgac attccttcat ctgcttttaa cttatattca cttgcaccga tttcatttgg
  4442341 atagtaacca atcggtaagt ctgaaataac tgcatcaact ggatcgatat aaagcggtgc
  4442401 tagtccatct tgatggaaga attcgattgc gtgcttttgt aaattcgcat ttactaaagc
  4442461 aagtttaatt agcacttcat ccacttctac accaaatcca ctcattgtta gtccttcttt
  4442521 agcgctgtta aacactgtag tcattaagtt tcctgttcca atagcagggt ctaacacagt
  4442581 aatttcattt tgaccttgca taaatttatg gaataagtag ctcatgaaca taccaactgc
  4442641 atcaggcgtc atttcgtgat tcgcttgtac gccttctttc attcctttta agatggctaa
  4442701 ctgaaatgct ttacgaattt cttcaccttt atatgtttct tcattaaacg tactatattc
  4442761 acgattcagc ctttcaattg ctgcttcgga taattcctct tgtaaaatcg ctccttcaaa
  4442821 caagttatca cctgtttcta caagcgcctc taaatatgtt acatctaatt ctttacgtaa
  4442881 aactaccgca gaagaatcaa aaatagaaaa taatgtttct actgtctgac tcacgtacat
  4442941 tcctccttct ctcttttaca cataacttat atcataccat aatctaattt tttcccaaaa
  4443001 gaaaaagcga cctcttttta agagctccct tttaagtgat atatgatgta gcatcttctc
  4443061 tcatatatcg gttccatagc aatacatgag agaagatgac ctctttctta caaagaggtc
  4443121 atcttccttc acattacttt gcagctttag ctgcttctaa tgctgcttca tagtttggat
  4443181 ggcttgtacc ttcgcttacg tattctacgt aaactacttt gtcattgcta tctactacga
  4443241 atactgcacg agcaagtaaa cgaagctctt tcattactaa gccgtaagct tcaccgaatg
  4443301 aaaggtcacg gtggtcagaa agtgtaacaa cattttctaa accgtttgct gcacaccagc
  4443361 gtttttgagc gaatggtaag tcagcgctaa ttgttaatac tttcgcgttt tcaatacctg
  4443421 ctgcatcttg gttaaaacga cgtgtttgtg catcacatac acctgtgtcg attgaaggta
  4443481 caacactaat taattttact tcgcctttgt atgtttctaa acttactgga gataagtcat
  4443541 ttgctaacac ttggaagttt ggcgcttgat cgccaacttt aacttctgtt ccaactaaag
  4443601 tcattgggtt acctttaaaa gttacgtttg ccacttgaaa atcctccctt atttaaacaa
  4443661 aatatgtaca atgtaaatga tagtttgtcc ctatcgataa tgcaaataaa atcgctttat
  4443721 ttacaaaaaa attaaagaag ctaatccatt gatcagcttc tttattcgtt aaatttgaaa
  4443781 ttcaggatca tcttcttttc gtttatccat catttctttc actttatcaa cagcttgtgg
  4443841 cgctaattca attattttat cgatgacgtg tgtttgctta tctaagtgca acacttttac
  4443901 gccttctcca tttataacaa gaaaagcaac aggattaata gaaactcctc caccgcttcc
  4443961 cccgccaaat ggatggcggc ctgaatgttc tactttacca aattcacttc caccagcagc
  4444021 aaatccgaag ctaactttcg atacggtaag aattacactt ccatctgccg ctttaattgg
  4444081 atcgcccaca attgtattta catcagtcat ttgttttaaa tgctgcattg cagttgtcat
  4444141 taaaccttga attggatggt ccattctata tcccccctat gcttgaacag atttttctgt
  4444201 cgtaccagat ctttgtcttc tcataaacac gagtaatttc actgctgttt ttatagtacg
  4444261 gaatatacga aaagatgctg ttaactcaca tcttgatgca aatcctttcc cttgaaaaac
  4444321 aggagtaatt tcaaattctg gtacgtcaac aatatgcata tattgtccta caactccagc
  4444381 agccattcct tttgtccccc atgcatatcc ggtgacaatt ccagtactag ctgcatctcc
  4444441 tgcaccaatt tgcgtgtgcc atttccaacc attgattttc actcttttga gaaaatcttt
  4444501 aacaatagta tgaacctctt gaagcctttt tatcagttcc cctatactat caagttgtgc
  4444561 cataatttta ttatcaagtc cgccgtcctc ttcagctttt tcgatttttt gccctgtttt
  4444621 cttttgctgt ttctcaattc tttccaacac atcaaatgta tatcgaatca tccatatttt
  4444681 cacttgaagc aaacattgct tttccatttc tgaatataaa aatgtcactt taagctttat
  4444741 tttcgacaat agtataaaca aaataaaaag gagaagaatt attattccaa ttacgagcca
  4444801 cttcatacgt atcatccttt cactccgtac ccattatcga caactttatt catcattaaa
  4444861 cagcgttcca taagattgaa tataaaaatt tttctaaaaa taaaaaggta ttttgacaat
  4444921 ttatatcgaa atatattatt tgaacatatc gtcagagaac ggactctaat gatatgtagc
  4444981 acgaagcata gaaaatttaa ctgcagtgga gggatacata atggcagatc gtcgcaattt
  4445041 atttttcttt tatggtgatg acaaagcaaa gcttgttgaa aaaatgaaac caatctatcg
  4445101 tattttagaa gagaatggat tcaccatatt agatcatcca aaaaatgcaa acgctatcgt
  4445161 cagtgttgga gatgatgcaa ctttcttaca agccgttcgt aaaactggtt ttagggaaga
  4445221 ttgcttatac gcagggattt ctacgaaaga tgaaatttca ttctactgcg atttccatat
  4445281 tgatcacgtt gatacagccc ttcaagaaat tacaaaaaat gaaattgaag tgcgaaaata
  4445341 tccaacaatt gaggtagatg tagatggtag cacatctttc cattgtttaa atgagttctc
  4445401 gttacgttct agcattatta aaacgttcgt tgtagatgtt cacgttgatg atttatattt
  4445461 cgaaactttt agaggtgacg gtttagttgt ttctacccca acaggaagta cagcttacaa
  4445521 taaatcgtta cgtggtgcag ttgttgaccc gcttatccct tgcttccaag taagtgaatt
  4445581 ggcatcttta aataacaaca catatcgtac acttggttca ccgttcattt taaatcacga
  4445641 acgtacatta actttaaaac taagaccaga cggtaacgat tatcctgtta tcggtatgga
  4445701 taacgaagcg cttagcatta aacaagtgga aaaagctgtt gtacgcttaa gcgataaaca
  4445761 aattaaaaca gttaaattaa aaaacaactc tttctgggaa aaagtacaga gaacgttttt
  4445821 atagtattaa aataaccgta gaattatggt ggcccataat tctacggtta tttatttacc
  4445881 ccgattggcg cgaacaacaa cctctcgcta tccggccaat attcttgtca atttttatcg
  4445941 gtaagtcgat atattccgat aatcgctcat atatttttat gaatcttttc tatagacgac
  4446001 ttggccatct attacggtca tttctgcctg tacttctttt atttcttctg cctctatttc
  4446061 aaaaatatcg cggtctaata ttgtaaagtc tgcctcatat ccttttgtaa tttgccctcg
  4446121 cttcgcttct tttccaattg cataggcact tcctgttgta aataaagaaa cagcctcata
  4446181 taccgttaat ctttcttctg gcatataaca taaaccgtca ataaaacttc tacgtgtaac
  4446241 agcgctatat atgcctagaa acggattcac ttgctcaatc ggagcatctg atcccccgtt
  4446301 acagtgtaat cctgcctcca gtaacgtctt ccaagcgtag gcataacgaa gacgttgctc
  4446361 gcccagtttt tcaatgactg atggaaaatc cgatgaaaca aagactggtt gtatatcaat
  4446421 aatggcttgt aagtttttca ttctttcaat caactcttca cgagctagct gacaatgaat
  4446481 aatgcggtca cgtaatcctt ctgctggcgg atacaattca agtacatcaa tgacatattc
  4446541 aagcgataag tcaccgatag tatgaatcgc aactggcata tgtaagtctc gtgctttttt
  4446601 cactaactcc gcaagttctt cacgtgagaa aatcgcaacc ccattcgttt ccttcgcatc
  4446661 ttcatacggt tcacttaata aagctgttct tccgccaaaa gaaccgtcag aaaaaatttt
  4446721 cattgcccca aactcaatat aatgctcatt ttcatattct tttcgttcat gtgctacttc
  4446781 atggtgaacg agtaaatgtg ctttaaatgg catttctttt ataacatgag aaaacgcatt
  4446841 atgcgttttt ctaaatccac cgtaataatt taaatcttcc gtatgcccgc caacgagtcc
  4446901 atattgccag cagtctttaa ttgctgtttg caaagctctt tgtaagtagg attcatcaat
  4446961 ttcaggctgg acatgtttga ttaactcttg gccttgttca tataaaagtc ctgttaattt
  4447021 attgaatgag tcccgtccaa ctttcccgcc ttttggatct tttgcctttt ctgttatgtt
  4447081 cgcttcttgc agtatgtatg agttcaccca tgtaacatgg cgacaaacgc gctttaataa
  4447141 aatgggatgt tctcttgaaa ttgcatctaa atcttttgcg tgaacatctt tcgtatcctt
  4447201 aaagttattt tcattccagc cctctccgat aatccaagaa cctttcggcg cttcttctac
  4447261 tcgcctccga acgagagtca gcacttcgct ataagatgtg caatttgata aatctaaacg
  4447321 aagtaatctc tccccgtgac caataagatg catatggcta tcaacgaggc ctggaatcat
  4447381 cgttttgcct tttaaatcgt gcaatttagc cacagcatat cggttttcta actcttcttt
  4447441 ccttccatta tcaacgatcc tgccattttc aacataaata gcttctactt tttcattttc
  4447501 ttccctcatc gtgtaaatgt tgccgccata ccaaatttcc cccatatatt tcatctcctt
  4447561 tgttttattg tataaaaaaa agcaccattt caaaacatgg tgcttttcta aacattactt
  4447621 ttgttcagta gtagacgttg taacttgcca ttcaatatta aatttatctt ttacttgtcc
  4447681 gtatgctggg ctccagaacg tttcttgaag gggcataata acttcgccac cttcttgtaa
  4447741 cttatcgaat acttctttcg ctttttccgc gttactaatt tgaattgcga ttgttacttg
  4447801 agaaccaatt gcatgccctt gacctgggaa tgtatcagaa atcataagat ccgtattacc
  4447861 aacttttaaa gtagcgtgta aaacgcgctc tttcgcttca gctggaaccg ggtattctgg
  4447921 attttcaggc atatcaccaa aagtttgcat gacttctact tttgcatcta acgcctcttt
  4447981 ataaaactgt acagcttctt gcccactacc atctaaaact aagtacggat taatacctaa
  4448041 aatcatacgg acacctcttt tttcaattta taaaatcgaa cttgtgttcg tttttatatt
  4448101 atcattgttt gccatttcat tcaactattt ccttcactgt tttcaaattt attttgacgg
  4448161 aatctccatc tcttgttttc taagttcaat acggcggatt tttccagaaa tcgtttttgg
  4448221 tagttcatct acaaattcaa ttttgcgagg gtatttatat ggtgcagtaa gttccttgac
  4448281 gtgttgttgg agtattggaa ttaatgtttc ttcgttcttt tctatattct ctcttaatac
  4448341 gataaatgcc ttcacgacac ttccgcgaat ttcatcagga cttgcgacaa ccgcacattc
  4448401 tcttacataa gggtgcttta cgagcgcatc ttctacttca aacggcccga ttgtataacc
  4448461 agagctaata ataatatcat caccgcgccc ttcaaaccag aaatagccgt cttcatcttt
  4448521 ctttgcttta tcaccggtaa tataataatc accgcggaat tgcatcgctg tgcgctcatc
  4448581 gtctttatag tattgtttaa agagggctgg tgtttcaata tgaaccgcaa tatcaccaac
  4448641 ttcgcctacc cttactggca tcccttcctc atctacaata tcaacgtggt tgcctggcgt
  4448701 cggtttcccc attgatcctg gtctaatatc catccctttc attacaccaa caagcaatgt
  4448761 attttccgtt tgcccatagc cgtctctcac tgtaatatga aagtgctttt ggaacgtttc
  4448821 aatgacttct ctatttaacg gctcacctgc ggatacagcg ctatgtaacg cttctaaatt
  4448881 gtactcgctt aaattttcta cttttgccat taatctatac tcagttggcg tacaacaaag
  4448941 tacattcacc ttattatcgt ctaataaatt taaatacgtt tttggttcaa acttaccgtg
  4449001 gtatacaaat cctgttgccc ccgagcctag agttgctaaa aacgggctcc aaatccactt
  4449061 ctgccagcct ggactagctg ttgcccatac aacatcattc tcttcaattc cgagccaatt
  4449121 cggagcgctt gtacgtaaat gagcgtatgc ccacgcatgc gtatgaacaa caccttttgg
  4449181 atttcctgtc gttcctgacg tgtaagataa aaagaccata tcttctttat ctgtcttcgc
  4449241 catttctaac atgtcacttt ctgtttctaa cgctgttttt aaattgatcc atccatctac
  4449301 tgaccgctcg ctcagaacga acttttgaag ggattccatc gcttctatat catcaaactg
  4449361 tccaatgtaa ggctcataac ttacgattgc ttttacttcc ccgtgtccaa tgcgatattc
  4449421 gatatccttt ttgcgtaaca tttccgaact cggaattacg acaaatcctg ctttaatcgc
  4449481 tgcgatatac gtcatgtacg cttcaattaa acgcggcatc ataatgagga gcttgtcccc
  4449541 tttttgcaga ccactcttta taaaagcgtt tccaatttta tttgcacctt tcattagctc
  4449601 agcgtatgta acttctcgtc gattcccttt atcatcttgc caaattaaag caagcttctc
  4449661 tttatcacct gtatatttct ctatttcaga aactaaatta taagacggtg gtgccaacaa
  4449721 ttcctctctc ttcataaaca tcctcctttt tctttatgcc tcccttatat aataaagaat
  4449781 tttctgtcaa ttttgaaccc tcatcttttg acaaattttt cagttctgtc gaattggtaa
  4449841 atgaaattat atgaacgatt tttcaaatat atcgaacaca acttagaata tatcaacgaa
  4449901 aaattaacta tatcgacgtt tcgacaaagg atatcgtctt gccgacaaat agtgacacaa
  4449961 cacaaaaaag aaagagcggg agaacccgct ctttctaagc catcatatgg gattattttt
  4450021 ggaaaccgcc taattgttgc tcagctagtg aaactagacg tttagtgatt tcgccaccaa
  4450081 cagaaccgtt agcgcgagct gttgcatcag ctccaagttg aacaccaaac tcttgagcga
  4450141 tttcgtattt catttggtct aatgctgatt cagcaccagg aaccgctaat ttatttgtgc
  4450201 tacgtgccat gttatatcac ctccttgtga gtatagagtg tgataaataa catgacttca
  4450261 tacacgcttt atatatggta atttatggtt ttagaaaagt tcttcgaatt tttcttcttc
  4450321 cgctactact tctaccgttt gtaataccat tgtttctttg ttcgctacag cttcatcgat
  4450381 taatggtgtg aaatcatatt tcgcttcaaa acgattcgct ttttcacgct tcggcttcgt
  4450441 cgctgggctt gctggtgtga atactgtaca gcaatcttcg tacggacgaa ttgaaatatc
  4450501 atatgtgccg atctcttcag cgattttaat aatctctaat ttatccatcg taataagcgg
  4450561 acgaataact gggtagtttg ttacttcgtt aattgtatgc atactatcta acgtttgact
  4450621 tgctacttgt ccaagacttt caccagtcgt gattgctagt gcgttacgct cctctgcgat
  4450681 acgctctgta atacgcatca tcatacggcg cataactgtc attgaatagc tagatgggat
  4450741 ttctttatta atcgtttttt gcacttctgt aaatggaaca aggtgaagtg ttacacgttt
  4450801 acagtatttc gttaattctt gtgctaaatc gattactttt tgtttcgcgc gctcacttgt
  4450861 gaaaggcggg ctatggaagt gaactgcttc cacagatacg ccccgtttca tcgttaagta
  4450921 cgctgctact gggctatcaa taccgccaga aagaagtacc attacttttc cgccaacgcc
  4450981 aactggtaaa ccgccagctc ccatacgctc atcacacata atgtagctat aaccgctacg
  4451041 gatttctacg cgtacattta catctggatt atgaacatcc acagtaatat cttctgtatt
  4451101 ttctagaata tgtccaccaa tctcaggtaa taattccatc gttctcattg ggaaatgctt
  4451161 ataagaacgg tgtacagtaa ttttaaatgt tttcacatca ccttttactt gtaagaaagc
  4451221 tgctaatgca ccttttttaa tgtcttctaa ttctgatggt actttcatcg ctaagttaaa
  4451281 cttatgaata ccaaatacat ctttcaatct ttcagatacc gcttcatgat cttcgccatt
  4451341 taattggatg tacatacgat catgtgttgc atcgatttta atatttggga attttttcag
  4451401 tttgaacttt acgttatctt ttaatgtgct tacaaattta gaacggttct tacctttagt
  4451461 cgtcatctct ccataacgaa ctaaaatata ttcatatgtc atcatattcc tttacctcat
  4451521 cacttcatat aattttggca tcgtctcttt cacaatacct tcaaattgct ttacttcttc
  4451581 catcgtgttt tctggcgcca aactaatgcg aatagcactt gcagcagcgg catgcggtac
  4451641 tcccattgac actaacactc tgctcacttc atttgctttt gaagaacaag cagatttcgt
  4451701 tgatacatat acaccgtgct cttctaaagc atgaacgacc acttctggtt ttaaaccaac
  4451761 aaatgataca tttaaaatgt gcggtgctgc atatgcaagc gacgtattga ttgttacatc
  4451821 ctccatttct ttaaagaaac ggacaagctc tgcttgtaaa ctttgcaaat gagctacctt
  4451881 ttctttcact tgttccattg tcatgcgaag tgctttcacc atcgctacaa tgccaggtaa
  4451941 gttctctgta ccagagcgat acttcagttc ttgttggcca cctgataaaa ttggatctaa
  4452001 ccttacgcca tcacgtacgt aaagaagacc tgttcctttt acactgtgga atttatgtcc
  4452061 agatattgag caaagatcaa tatgagaagc gtataaatta agcggtactt ttcctatccc
  4452121 ttgtacatgg tccacatgga atcttatttt cggataattc gataataacg ttccaatttc
  4452181 agcaacgggc tgaattgctc cagtctcgtt gttcacgtga ataattgaca caagaatcgt
  4452241 atcttcacga agcgctcgct ttacatcctc taccgataca acaccatgct cattaaccgg
  4452301 taaatatgtt acatcaaaac cgagatcttc taattgttta tatgcttcaa acacagacgc
  4452361 gtgttcaata ttcgttgtaa tgatatgttt accgcgcgaa cgattcctca tcgctattcc
  4452421 tttaatcgca aggttattcc cttccgttcc acctgatgtg aaaataattt cagaaggttt
  4452481 aacgtgaaga agctgcgctg caattgttct tgattgtgtt aatagacgct ctgcctctcc
  4452541 tccaagcgaa tgaatagaag aaggattccc aaaatatttc cccgcaaccg ttacgtatga
  4452601 ttgaagagct tctggatatg gctttgtcgt cgcactatta tcaaaataga tcatcgttct
  4452661 tcccctttca gcgctgtcac atcatataat catatcacaa atacgtgtca ttacgctaag
  4452721 actactcaaa ggttccgtta tattttgaaa cgaataacct tactgtattc cgctattcat
  4452781 tatagcaaca tcgcctgcaa aattacacaa aaaaacaaac ccttatgaaa gggtttgttc
  4452841 attgtctaca tattcagcta ttttttgaac aacgccaggc tcaagttgct ctagtacaga
  4452901 agccgcttgt tctaaagccg catcgtattg atattcacgg aataatttct ccgcataatt
  4452961 taagctctct gcaaggttct catcatgact gcggtaacga ttaccgtatt gaattaattt
  4453021 ttcaactaaa tacgcctgtc caattaactc ttctgtcatt tcagctacac cattaacagt
  4453081 tgtgtaagct tcttctaaac tgctatttac agcattcata tttaacggct tcacttctaa
  4453141 ttgttcatat acagcttgca ttgccatttg tcctcttttt aaatcttcca taatactctc
  4453201 tggaagacct ggcaaattcg acttttgcat aaagcgtttc gtttcaaaaa tagtatttcg
  4453261 catttcttgt aacttctcac gcgcttcaaa ttcttcttta cgcatcgttt gcagcatttc
  4453321 tttatattct gcatgaagta cttttaatgt ttcacattgc tcataaatct cttctagttc
  4453381 ctcacgaata atagagaagg caatatcttg ttccgcaacg cgtaattgca acatttcaaa
  4453441 acgtttcgtt aaaatgtgca tttgcttttc aattactttt tgagactcaa tgtccttatc
  4453501 ttgtaactga taactttgtt tcacaagttg tgtttctgct tttgtttcaa tcgtttccgt
  4453561 gcgaatttct tctaagtctt cataaacaga aagtgttttt tgctccacat aatgtctcgc
  4453621 atgtacttct tgttccagtt gatcgtagaa gccatctaaa cgtgttttca agttttctac
  4453681 tttttcagcc gcttccgtta tgtgaagctc ttgtatatct attaaacatg tttgtagttg
  4453741 tttcgtcata tcgcgaactt ctttagggac ttccaaataa tctaatacat agccttgtct
  4453801 taccatatca ttatgtccgt gtaataaatc ttccagctga actggtaacg tcgcttgaca
  4453861 ctctaccaat aaatctggaa tttggtgaat aatgatttct aaatctgcta aaccttcttc
  4453921 caaactaata acaatttctc tcgcttttaa atagtcgcca ttgtttgttg cttcttcaaa
  4453981 ggttttaaat ttctcagatt cagcgtctag catctcttcg attttctgct ctgctgctcc
  4454041 atacatatgt ctatgagcaa gaacactctt cttcatacta cgatatgtat cacgtaaccc
  4454101 ttcaatttct gagctatttt tttcatggct ttctaacaat tgctgtaatt catttaaaat
  4454161 gtctgtaata cgattatcag cgtcatctaa accacttatg gattcattca tcgcatgctt
  4454221 tgcttttcgg aaggagaatt gcgaggcgaa ttttcgcgct tgcgctaaat ctttgtcagc
  4454281 tttcggaatc gttgttgata caatttcatc ccattcttca cgccatttac caaacagttc
  4454341 ttctgtttgg cccgtcatat ttaaatcttt cacccgtttt agctcatctg ccacaggttt
  4454401 atcttttatc tcttgtttcc actgctcaag tgcttcaata tctttatatg aacgatttct
  4454461 tatcacaagc tctatcatga gcagcactag aatagagctt actacaatga taacgatcgt
  4454521 caggatagaa tccatgcaaa aaagcctcct agttatatct ctttttttgt ccgttccgtt
  4454581 tatgaaatgg aaggcattat gtataaaaag ggaattcccc tatatttaac aactaacaat
  4454641 gtactaatca taccatgtaa tggcttgttt ttgacctagt tttttttaaa atttcatgtt
  4454701 tctttcaatg caattgtaat ctttctcaat attccgtttg gattacctct catcatcaaa
  4454761 tgaatgcaac aaagggcctt cttccatatg agatacgaaa taaattttgc gcacaagtgg
  4454821 cggttcaata gaaatcgcat gcacattccc ttgctttacc gcttgctcta ctgacatttc
  4454881 tggaagtaac gtgataccaa gtccagcacc aaccattgca agcatcggtt ctgcataaga
  4454941 agtttcaaat gcaatgatcg gtttcgcacc tatcccttga aacatatgcg taatcatttt
  4455001 cctaacatca cagatttctg ggtatacgat taacttttca ttttgcaaat cttccattcg
  4455061 gattactgtt ttctctttat aaagatgatc atttgaaacg acacaaacaa ttttttcttc
  4455121 tcgtatttct tttatacacg tagcgccttc tactactgaa tcgatgaaga tcgcttcaat
  4455181 cttccgttct ttaaacagtc ccatcagtac ttttgtatgc tcaattttcc attctacttc
  4455241 aaacccgtca cctaatatat ctttacattt tgatatgtaa tgtgctgcta aacttggcaa
  4455301 tatgcctatc gaaatgttcc tcttctcttg aaacttcttc atttcagctt tcacttcatg
  4455361 tatgtgttcc aaaaccggta acattctttt tataaataac tctccagcac ttgttaattc
  4455421 tactccttgc gcggaacgct tcaataaagt aacctctaaa tccgcttcta acctttgaat
  4455481 ttgtttacta agcgccggct gagaaatatg taaaatctta ctcgcctttg ataaacttcg
  4455541 cgtattcttc acttcaataa acgatcgtac tgcctccaaa tccatcgtac acacctctaa
  4455601 caaaaagtta taactgtcat aaaaaatcag tatttccttc tataaacaat tactctttat
  4455661 acttatttca tcaacttact ataacgaaat gtaaagggga aagatactct tgaacaaaaa
  4455721 acaaatgcta ctcggatctc ttctatgctt acttgccgta acggcttggg gatttatgtt
  4455781 ttctgtaatg gcaaacgcct tacagtttat cgatccgttt ttcttcacaa cgattcgcta
  4455841 tggatcagca gctattattt ttcttatttt gttattaatg accgaaggga caaagtcact
  4455901 ccacttagaa aagaaaactc tttcattact cttttacgga acagtcggtt tcgcaggata
  4455961 tggttttctc gttttctacg gacaacaact tgccggacct tccggagcca tccatgccgc
  4456021 gatgattcag tctcttatgc cactcatcgc tttattattg cagtggataa caaaaaataa
  4456081 acgcccacaa aactacacat tcctttgtat gttcgttgca ctaattggtg ttatgcttgt
  4456141 catttcaaaa ggaaatattc acttattatt tggagctgcc agtcacctct caacaaatat
  4456201 acttatgcta tgcggcgtta cttgctgggt catttataca aacggtggtg ctagttttca
  4456261 atcttggtca ccactcagat atacgacgtt aacttgttta tttggctcaa tttcactcat
  4456321 cgttatcgtc acctttttaa cttatacaaa cgtcgttact gtaccttcac tatctacaat
  4456381 tatgaacgtt cgttttgaac tcttatatat gtctattatt gcaggcgtta tcgcagtatt
  4456441 ttgctggaac gcaggaaatc gctatatttc atctattaac ggcatattat ttatgaattt
  4456501 agttcctgtg cttgcactta tcggttccat ctttcgaggt tatacagtcg acaaaattga
  4456561 aattgtagga gcctcattaa caattatcgc gctattatgc aacaatttat ggcaaagaaa
  4456621 agaaagcaca aaaatcccca cctccgttcg ttaggtgggg attttttaca tatgaacagc
  4456681 tcttggccat tcatagtaca tattcgttat acataatgtt tgttccatcc attgttcaat
  4456741 ctctttcgtg tacatttcta agaaaaaagt ctcagatgga aaagaatgca acacttctga
  4456801 tatatattgc ggatataaaa acggcatatt catcatgcct tttaattgcg tcataaacat
  4456861 tgtaaaagat acctttttaa attcttgttt catttgtccc tgtctaatca tttgctctat
  4456921 ataatatctt tctttagaaa aataaacggt catcacttcg cgaattaatg tcgtatcaag
  4456981 cgaaagctct cggtaaaaaa acgtgtcagt tccctatttt caaattgata tcgtaaaatc
  4457041 ccgcgtacca tttgcaccat cacatcttta gccgacaaat attctctctg ttcaaacgac
  4457101 gtttcaatca catgaatata cccttccaaa aaatcagtaa taagctgctc taataaacct
  4457161 tgctttccag caaaataata tgaaatattc gctacattca catccgctcg ctttgcaatg
  4457221 tctcgcaccg acgttccatc ataacctttc gtgttaaaca acgatattgc cgcatcaatt
  4457281 actttttgtt tcgtctgttt catgcgctca cttcctctca ctgaacagct atagtttaaa
  4457341 tttcttgact tttaagacaa attcctttaa ttttctatcg acaaagtcat gtgaaataca
  4457401 tcgtattttg ctaatatttt acacatctcg ataaaaaagg agctgtttcc atgtttacta
  4457461 aagaaagtta tgcaggatct cgcgtgcagc aatatgagac agtaataaaa caactggatg
  4457521 cattattaac tggcgaatca aacatagtcg caaacttatc aaatgcatcc gcattattaa
  4457581 accaatttct agatcgcgtt aattgggttg gcttttacgt aacagaagga aatcagcttg
  4457641 ttcttggacc attccaagga atgcctgctt gcgtgcgcat tccatttgga cgtggcgttt
  4457701 gcggcgttgc agctgaaacg aaaacaacgc agcttgtagc agacgttcac caattcccag
  4457761 gacacatcgc ttgcgacagt gcttcaaatt cagaaatcgt cgtaccgatc ataaaagatg
  4457821 ggaatgtcat cggtgtactt gatattgata gtcctgaaaa aaatcgtttc gacgaagtag
  4457881 atcagcgcta tttagaaaaa tttgtggaaa cactcctaaa acatatgtaa caaaaaagag
  4457941 ctagttatcg attgagtaca ttacgtacaa aaccgatagc tagctctttt tttattgatt
  4458001 actaacagta gatattttct ttaatgcttg ctctaaatca gaaacgatat cctcccacga
  4458061 ttctaaaccg acagataaac gtattaaatt atcataaata cccatttctt gtcttaactc
  4458121 agctggaatc gcagcgtgcg tcatcgttgc cgggtgctga attaacgttt ctgtatctcc
  4458181 caaactgact gcaattgtaa taaagtagag gtcattaata aacgcttgcg tctcttcttt
  4458241 cccgccttta attgaaaaag atataacgcc gccccgtttc atttggcgag atgctaactc
  4458301 cccttctgga taccaaacac cttctaccgc atcatgattt tttaggaacg atacaatttt
  4458361 ttctgcatta tcacaatggc ggtccattct taccgctagt gtctttaatc cgcgtaacaa
  4458421 taaccatgca tcaaacggtg ccataatacc gccgatatct tttcgcatcg ggcggatttt
  4458481 ttcagctaac gctctcgttt tacaaattgt tacacccgcc acaacatcac cgtggccacc
  4458541 aatatatttt gtcgcactat gaacaacggc gtcacagcca agttcaagcg gtctttgtaa
  4458601 ataaggtgaa caaaacgtat tgtcaacaat gacaagtaaa ccatttcgct tcgcaacccg
  4458661 aatcacttgt tttaaatcaa ttaatttcat tgtcggatta atcggtgttt caacgaaaat
  4458721 aagctttgta tttgggcgaa ttttattttc aatatcagcc tctgtctcca tatcacaaaa
  4458781 cgaatgcgta atcataaatt tttcttccaa cacttccaaa aagccgtacg tgcatccgta
  4458841 taatccattt gaacaaataa tatgatctcc agcttttaga aaaccaatta acgttgcgga
  4458901 aatagctgcc ataccggacc cgaaagcaag cgcttcttct cctccttcta acaccgccat
  4458961 acgttcttca aataatttca cagtcggatt tccaagtctt gagtaaatat aagatggatc
  4459021 cactcccgca aaactcgcct ctccttgctg cgcagtctca aatgtaaatg tagacgtttg
  4459081 aaataaaggc ggtgttaaac ttcctttatg ttcctctgat gtataaccgt gatgaattaa
  4459141 cgctgtctcc atatgcttct ttttcataaa aacatcccct tttatgtttt tattgccgca
  4459201 tattcatcat taaaaatttg atgaacgttt tacttcattt tatgtaagcg ttttatttgt
  4459261 gtttctatct cttcttttat atcgttttaa attccttctt gttcatttcc aaaatttata
  4459321 tgcataaaac aaaaacgtac tcgcttgacg aaactctggg taaaagatat aatagcgttt
  4459381 gtgtaaaata aaaaggcagc cttgtaatgt gagtttatcg tttgtatttt gttcctctac
  4459441 ggaggtgtat ctcgtaactc cctgctgctg gagcgaaggt acatgaaaac aaaatgcccg
  4459501 taaatatcga ttacgtctgt ttttatttta cgtaaataaa aacattttaa aggaggagtc
  4459561 aactatggct cgttatacag gtccagcttg gaaactgtct cgtcgtcttg gaatctctct
  4459621 aagcggcaca ggaaaagaat tagaaaaacg cccttacgca ccaggtcctc acggtcctaa
  4459681 ccaacgtaag aaactttcag aatacggttt acaattacaa gagaaacaaa aacttcgtca
  4459741 catgtacggc atgactgagc gtcaattccg tcgcacattt gaccaagcag gtaaaatgcc
  4459801 tggtaagcac ggcgaaaact tcatgatcct tcttgaagct cgtcttgaca acttagttta
  4459861 ccgtatgggc ttagctcgca ctcgtcgtgc agctcgccaa ttagtaaacc acggtcacat
  4459921 catggttgat ggtgctcgcg tagatatccc atcttaccgt gtaaaacctg gtcaaactat
  4459981 cagcgttcgc gaaaaatcta acaaccttgt tgttgttaaa gaagcgatcg aagttaacaa
  4460041 cttcgtacca gaatacttaa ctttcgatgc tgacaaatta gaagctactt acactcgtca
  4460101 tgctgagcgc gctgagttac cagctgaaat caacgaagca ttaatcgtag agttctactc
  4460161 tcgttaatga caaaaagcca atcctgtgga ttggcttttt tcgtttatat ataaaataaa
  4460221 gttatttatt ttcctctttc tgaacatata cataagcatc tttctgctct ttatgtacat
  4460281 ccaccttcga attctctgca agctgacccg catttagcaa agaaaaaata atgagcgctt
  4460341 ctagtgacat tttgttttac cactcctttc tagttgttat acatttatca taccgcttac
  4460401 atgtgatttc cgtatgaact cgaaaaggag attacaacaa aaaggttaca ggcatataaa
  4460461 tacacgatat aataaccata aaataggagg tggattcttt ttgacaataa accaaatggt
  4460521 tcaactcgga agttcattta tgctatttat tacttccgca ctgatgagtt ggtatcaggg
  4460581 aagtaattta atagataatc ctgatgaatg gaaatatagc gctaaattta cgaattactt
  4460641 taaaggcacc gtttcaaatt acgaagatat ttatcaaatc gattttttta tatatgcagc
  4460701 aaaattttat ccaacagcat ttatcgttat gctcattagc ttactttata tgcttatatt
  4460761 aattctttat actctattta aaagaaaaga tccggcgatt taaatccata cataaaaacc
  4460821 ccgaatcata aacttttcag cctacaattc ggggtactat ttgtttatat tcgtttctaa
  4460881 ttagtaacga attaagaaat atttcttctt accgcggcga atgattgtga atttaccttc
  4460941 gatgcggtct ttttctgtta caacgtagtc taatgcttgt gtacgctcac cgtttacgta
  4461001 gattgcgccg ttcgttacat cttcacgtgc ttgacgtttt gatggagaga ttttgctttc
  4461061 tacaagtaag tcgattaata ctgtatcttc tgcagtacgt tctacagatg gtacgtcttt
  4461121 gaatccttgc tcgatttcgc ttgcagtcag ttctgctaca gaaccgctga ataatgcagc
  4461181 tgaaatttta atcgcttgct ctaatgcttc ttcgccgtga acaagttttg tcatttctgc
  4461241 acctaatgct ttttgtgctg cacgtttttc tggcgcttca gctacttgct tttcaagctc
  4461301 aagaatttct tcatgagata agaatgtgaa gtattttaag tatttaacaa catcacggtc
  4461361 atctgtgtta atccagaatt ggtagaactc gtaaggagtt gttttctctg ggtctaacca
  4461421 aattgcgccg ccttctgttt taccaaactt cgtaccgtca gattttgtaa caagtggaat
  4461481 tgttaaaccg aatgctttcg catcttcttc tgatttacgg attaattcaa gaccagctgt
  4461541 aatgttaccc cattggtcac taccaccgat ttgtaggcgg caattatggt gttggtataa
  4461601 gtttaagaag tcgtatgatt gtaaaatcat gtaactaaac tcagtaaatg aaataccagt
  4461661 ttctaaacga gatgctactg tatcttttgc tagcatatag tttaaaccga agtttttacc
  4461721 gatatcgcgt aagaatgaaa tgacatctaa gttaccaagc cagtcatagt tgttagccat
  4461781 cgttgctggg ttttccacgt tttcgaactc taagaagttt gaaagttggt ttttaatgct
  4461841 ttctgtgtag taagcaactg tatctttcgt atttaatgta cgctctgctt ttttaccact
  4461901 tggatcaccg atcataccag taccaccgcc aacaagtgcg attggttggt gaccagctaa
  4461961 ttggaaacga cgtaacatta atactggtaa catatgaccg atgtgtaagc tatccgctgt
  4462021 cgggtcgaaa ccacagtata atttaacgct ttctttttct aataattgct caaggccctc
  4462081 agcgtctgtt tgctgattaa ttagaccgcg aaattcaaga tcttgtaaaa tacccatatc
  4462141 ctacatactc tcctttaagt tcattactgg cgtgaaggtt aaaaacataa aaaaatcgcc
  4462201 ccttcaaata agggacgatt ttgattatcg cgttaccacc ctagttgcag accaaaaaaa
  4462261 gcctaccacc ttatttacat aacggcttag caccgtctct tcccttttga atacaattca
  4462321 atcgaaaaaa gatgctctag gggcgtaatt cgcgatcatc tatgtgctga ttttcaccgg
  4462381 ccatcagctc tctaaaacag ggaaatgatc actacttctc cctttccacg ctcaattatt
  4462441 catatacttt tctttatacc atcatttata taggcgtgtc aaataaggtc gggtttctct
  4462501 tcttgccaat cctttacaac gtcataaaga gtatcgtaat aagagaaaga attggaaccc
  4462561 caactaataa cgataggtga aacacaactg ataaatcatt cccaatcgta gcctccacag
  4462621 gatctttcgc cggggaacca agaaacccga ttaatcgatc gaatcgactt accgtttttg
  4462681 gaaagtccgg tacttctaca tggtcactat ctaaatgctg ttttaattta tattcactct
  4462741 taaagggatt ttcgctcaat ttcgtccacc tccagcaatt gtttcaattt ctttatcccg
  4462801 ttatgaagtc tcaacttcac cgttccgact ggaatatcta atacctctgc aatttctttt
  4462861 tgctgcatgt catgataata agaaaggatt aggactgctc tttgctcttc tggaactttc
  4462921 aaaattgctt ctcttactgt gagccgatct tcgtgagaaa attctttttc ctgaatcggc
  4462981 actaaaaacg gcaaaagcgt acgccacttt tttctcctat ttaatttatt aatcataaga
  4463041 cgataaccaa tttgaaataa atacgttttt atttttccct tttcaggttc atacatatgt
  4463101 ttcttacgct ctagcgtcaa aaacgtatct tggacaaggt cgatactcaa ttgttcatct
  4463161 cggttaaatc gatataaaaa tgtgtatagc gctggtttga ttaaaacata tagtttttcc
  4463221 ccagcctgct tatctccact ttgatacgca agcatgagct cctcctcaat cccaatctgc
  4463281 gccatgattt ttgatctcct tgataccttt taacgttaac gaaatgcggg aaattaaata
  4463341 gcaacttgcg acaataatcc atacttgtga ttgattcgta aaaaattgaa cgtacggatt
  4463401 ttgaattgtc tggccggttg aaactaaaat atttaatgct tgcacacata tgcatgcata
  4463461 cactgccagg caagccgaaa tcgtatcaaa tacattccag cgaaaatata cttttgtttt
  4463521 tgtaaaatca attttatatc cttttttccg tactatatgt tttctatcaa acggaataat
  4463581 gatggaaaac ataacaatca tcataactcc agctgtgatc attgaaactt taaatccaat
  4463641 cggcatcggt aataacagac cacaagaaaa tacggctata attccaatta aagcaaaagt
  4463701 aagaagtaat ttattagaca tagaaaagcc tccctcatct attctttcat aaatgtatac
  4463761 agacgaggaa ggcacttcgt tcaaatatta ttttattttt ttataatctt tgcaggattt
  4463821 ccgccaacta ctacatgatc tggcacacct tttgatacaa ctggatcagt cgttatctac
  4463881 atttctccta gtatcatttt tttctgtttt cattttattc cctctttaac ttctatgtaa
  4463941 gttaaagagg gaataaaaaa gaaaggtctg aacgctattt cgttcagacc tttctctctt
  4464001 aatcttccat cgttgataag tcacctgttg gtaagtttaa ctcccacgct tttaatacgc
  4464061 ggcgcataat tttaccgctt ctcgttttcg gtaatttatc tctaaattca atttgtcttg
  4464121 gcgctgcatg agctgctaga cctttcttta caaattgacg aatttcttct tttaattctt
  4464181 cagatggttc gtaccctgca cgaagcgcga taaatgcttt aataatttcg ccgcgcaccg
  4464241 gatcaggaat accaattaca ccagcttctg caacagcagc atgctcgatt aatttgcttt
  4464301 ccacttcaaa cggaccaacg cgctcacctg acgtcataat tacatcgtca atacgccctt
  4464361 ggaaccagaa gtatccatcc tcgtccatgt atgcagagtc acctgatacg taccaatcgc
  4464421 ctggcatgaa gtaagactca tacttttgct tgttattcca aattccgcgc atcatagctg
  4464481 gccaaccttt gccaattgct aagttaccca ttgtgtatgg tggcacttca tttccttcat
  4464541 tatcaacaat cgctgctttt acacctggaa ttggcttacc cattgaacct ggacggattt
  4464601 ccatacaagg gtagttacaa ataacttgtc cacctgtttc tgtcatccac cacgtatcat
  4464661 gaatacgaag tccaaaggcg ttcatacccc agcgaattac ttctggattt aacggttcac
  4464721 caacgcttaa tacgtgacgc acttgtgata aatcgtattt tttaattgca tcttgtccag
  4464781 cacccattaa catacggaac gctgttggtg cactatacca aactgttaca ccgtaatctt
  4464841 gcagtgcttc ataccacgct tctggactaa agcgtccgcc taaaataaca tttgatgccc
  4464901 cgactaacca cggtgcaaaa ataccgtaag cagttcccgt tacccagcct gggtcagctg
  4464961 tgcaccaata tacatcgtct tcttttaaat ctaataccca cttcgccgtt tgatagtgct
  4465021 gaaccattgc gttttgcgca tgaagcacac cttttggctt accagtagaa ccagacgtgt
  4465081 aatgtagaat caaaccgtct tcacggccta accattcaat atgtaattct tttgaagctt
  4465141 gttcaaataa aggattgaac gctaccgttt taccgccttc ttctacatga tccccaacaa
  4465201 ggaagactgt ttttaaagca ggtaaatcat ttaatggtac acgctctaac aattcaggtg
  4465261 ttgtaattaa cacttttgct tcgctatctt ctaaacgatc gcgaactgcg ccttccataa
  4465321 atgcttcaaa tagcggacca acaattgctc ccaatttcac tgcaccaaga agggcgaaat
  4465381 ataactctgg ggaacgcggc ataaaaataa aaacgcgatc gcctttttct acatcgccat
  4465441 aatttttcag gacatttcct gctttattag aaaaatcctt catttcctta aatgtatact
  4465501 tctcttttcg agatccatct tgataataaa gggctacttt attctttcga tcggatttcg
  4465561 catgcttatc aattgcttca tacgccatat ttactcggcc tgcttcattc caagtaaagt
  4465621 ttttattaac ctcttcccag ttaaaattcg cgtatgcctc atcataattc ggcaaattat
  4465681 tttctccttt aatgacagga agcgtttcta ctttcatact ttacatcccc ctcctatgta
  4465741 ttctattatc tattataata acattattta aaattttcag tatatttgtt gatttttaga
  4465801 caaattttta atgacaaatt tcgattcaca tcgcatatat tataaagtac gatatgaata
  4465861 gattcacaaa ccctcaaggt ggtgagcaat acattgattc ataaaaaaat atataatgct
  4465921 agaaacttaa aaacagcgaa aggcacttta attattgaag ggcctgtctc tacacataac
  4465981 ttagaaatgt atgaatttca tacagattta gttgcgtttc gtcctgccga gcagcaatat
  4466041 aaagcaattg tcgaaatttc taaattgcca gaagctcgtc tcattattgc tagacatgac
  4466101 caaacgattg ttggatatgt tacatacttg tatcctgatc cacttgaacg atggtcagaa
  4466161 ggaaagatgg aaaacttaat tgaactcggg gcgattgaag ttgtccctgc cttccgtggt
  4466221 tgcgctgtcg gaaagaactt attagaagtt tccatgatgg acgattatat ggaagattac
  4466281 attatattga cgactgaata ttattggcac tgggatttaa aacaaacagg tttaaatgtt
  4466341 tgggagtacc gaaaagtaat ggaaaagatg atgaatgctg gcgggttaca atggatggct
  4466401 acagatgatc ctgaaatttg ttcacatcct gctaactgtt taatggtccg catcggtaaa
  4466461 cgcgttgata cggattctat tcaagcattt gatcgtctac gttttcacaa tcgttttatg
  4466521 tattaataaa gggggcaact ggaatgattg tagaagaaat tatgaatcaa gatgtggtga
  4466581 cactacgtcc aaacgataca atcgaaacag caatccgaac gatacgcacg aaaggcattc
  4466641 ggcacattcc aattgtcgat caaaataatc atgtcgtagg cattatttct gatcgggatg
  4466701 taagagatgc aagtccgtct attttagatg aacaagtttc actcgatatg ctgaagcaac
  4466761 cacttgaact tattatgaaa caccctgtta tgacttgcca tcctctcgat ttcgttgagg
  4466821 aaattgctac tttatttttt gaaaataaaa ttggctgtct ccctgttaca aaggcaggaa
  4466881 agttagttgg aattatttct gaatctactg tactgcacac gttagtgaaa ttaacaggag
  4466941 cacatcaacc gagttcacaa attgaaattc aagtaaaaaa tgaacctggc attctcggaa
  4467001 aagtcgttgc tatttttagt gagttacaaa ttaatatcgt gagcgttctc gtctacccag
  4467061 caaaagatga gaatgataaa gtactcgttt tccgcattca aacgatgaat ccactaaaag
  4467121 tgattgatgc acttgaagca gaaggctacc gcgtattatg gccaaacatt atggggatgc
  4467181 aagcatgagt agcgcgttta tttattcgga tgactttcgg ggctattcat ttagccctga
  4467241 tcatcccttt aaccaactgc gcgtcacact tacgtatgat ttattacaaa agggcggttt
  4467301 catctctcct tcccaaatca tctcaccacg gatggctaca gatgaagaga ttgcctacat
  4467361 tcatacagag gagtacataa atgcggtaaa acgtgctgga gaaggtaagt tagaaaaatc
  4467421 aattgcgatg acatatggac tcggaacaga agatacacca atgtttccaa atatgcacga
  4467481 agcaagcgca ttactcgttg gcggtacgtt aaccgctgtc gatgctgttc tttctgggaa
  4467541 agtaaaacac gctctcaatt taggtggtgg cttacatcat ggcttccgtg gcaaagcatc
  4467601 tggcttttgc atttataacg atagttccat cgcaatgaaa tatattcaaa agaagtacgg
  4467661 tttacgcgtt ttatatattg atacggatgc tcatcacggt gatggtgtac agtggtcctt
  4467721 ttatgacgat cctaacgtat gcaccatttc actacatgaa actggtcgat atttattccc
  4467781 tggaactggc gctgtaaacg aacgcggaca aggtaatggc tatagttatt cttttaacgt
  4467841 tccactcgat gcttttacag aagacgaatc gtttttagat tcctatcgaa ctgttgtaaa
  4467901 agaagtggcc gcatacttta aaccggatat tattttaacg caaaatggtg ctgacgcaca
  4467961 ttactacgac ccacttacac acctttgcgc aacgatgaat atttaccgcg agataccaaa
  4468021 gctcgctcgc gaaatcgcta acgaatattg cgaaggtcgc tggattgctg tcggcggcgg
  4468081 tggctatgac cactggcgtg tcgtcccaag agcttgggca ctcatttggc tcgaaatgaa
  4468141 caacatccaa aacatctcag gttatctccc tccagaatgg attgacgctt ggaaaggaca
  4468201 agctgaaaca gaacttcctc tcacatggga agatccaaac aacatgtata aacctatccc
  4468261 ccgcaaacca gaaattgaag aaaagaacgc attaactgta gcaaaatccc ttgaaattat
  4468321 tcggaataat atgaaaaaat ctttgtacta aacgaaaagg aggctcgttt ttgaatagcc
  4468381 tccttttatt taaaacttgc tattattgtc gatttctgtc ggtaagtcga tatattttaa
  4468441 taatcgctga tatatttcaa gttgcgccga tatattttga taatcgctga tatattttga
  4468501 gttgcgccga tatattttga taatcgctga tatattttat ttaataatta actgcttcaa
  4468561 cttttataag actatgagat tttttcaaaa gaaatatttc atactaaaaa caacaagcag
  4468621 aacaaaacaa tcattaaacc tacatcaagg aatactgcct ttttatctcc ttcttttata
  4468681 ctcattataa aagaagaaat gattttaatt ccaaaaaaga ccatcataaa taacccaccg
  4468741 aaatgatcat tcgtataatc gtcatcataa aacatttgta ttgcacctat tagtaataaa
  4468801 acaagtatga tattagttcc aacctttaaa atcttgtttg atttattatc ttttaatata
  4468861 tcccccaaaa tgtagcacgc cctctcacac tctcctatgt ttttatctct ctttatagtt
  4468921 taacataaat tacctatcct ccccttttga tcacatacaa aaaaaacctg ccaaaacttt
  4468981 gacaggttcc ctacacatta aaacgataac cagcccccca cactgtttca atatattgcg
  4469041 ggtgagcagg atctctttca attttttcac gtaactttct aatatgaacg acaacagttg
  4469101 ctaaatcacc agcggagtct aatccccaaa tgcgttcaaa taactgttct ttatttaata
  4469161 cttggtttgg gtttgtgaca aagaatgtta ataaatcaaa ttctttcgtt gtaaaggcga
  4469221 tttcttcatt gtttataaaa actttcctcg ccctttgatc aatagagatt ccgtgaatat
  4469281 atagcgtatc gcgttgctta cttacatttc ctaataatct ttcataacga gaaatatggg
  4469341 cttttactct tgctactagc tcactcgggc taaacggttt cgttatataa tcatccgctc
  4469401 ctaatccgag cccgcgaatt ttatctatat cttctttttt tgctgaaaca agtagaatcg
  4469461 gaatatcttt tatagctcga atttgcttac aaatttcaaa tccattcatt ttcggaagca
  4469521 taatatctaa aataattaaa tcgtagtctt cttgcagggc catttgtaaa cctgtttctc
  4469581 ctgaatgttc tacatcaact tgaaaatcat taatttctaa ataatctcgc tgtaattctg
  4469641 caatgcttac ttcatcttct attagtaaaa ttcttttcaa tttactcacc acatttctct
  4469701 actttttcca atgagaagaa aatgcttgtg ccttccccaa gctcgctttc cgcccaaata
  4469761 tttccgccat gttcttcaat aatttgcttc gctatcgcta agccaagtcc acttccacct
  4469821 gtactagaat ttcgcgattg ctctgcacga tagaaacgtt caaaaatata aggaagtgta
  4469881 tcagattcta tacctgatcc gttgtccatt actttcacaa tcactttatt gttatcactc
  4469941 gatactgtta cagtaatttt cttttcttct ttatccatgt atttcacact attatgaatt
  4470001 aaatttgata tcactctatt tatcttttcg caatcagccg ttacataaag tggggatgca
  4470061 tgtaattgta agttaacttc tataccttct ttacttaaat ccatctgcat ctcttctatt
  4470121 aattcttgca taaacatatt taattcaacc gtttcaaact gaaagggaac tcgattcaaa
  4470181 tcgagctttg agaataaaaa taattcatca atgagtgtat ccatatgtct tgctttcgta
  4470241 tggatagtcg ttaagtactt atccattttt tctggcgtat ttgctactcc gtcttttatt
  4470301 ccttctacat atccaataat agatgtaatc ggtgttttta aatcgtgaga gatgtttgaa
  4470361 atgagctctt ttcgattttc ttcatactgc gtttgcatct ctatcgattc ttttaatttc
  4470421 ttcctcattt cctcaaatcc ttgattcaat tgcccaattt catcgtgcga tgtaactggt
  4470481 atgtgaaaat ctaaatttcc ttctttaatt tttccagtcg catctttcaa tacaaagatt
  4470541 ggttttatga cacttcttga gacgaggtaa cttaataatc caataagtaa aatagctaac
  4470601 agtaaaagtg atacgaacaa aatcggaaat aacttttgtg taagatctac aaatgaactt
  4470661 tgcttcttta atacaaatat actcccctct tcttcctgag gaaaataaaa atcaaacttt
  4470721 acatatcgat aaaatgtatc gcctaattcc gttgtaccac gactattaat atttgctgat
  4470781 tcaaatttcg gaagggcttc ctttaaagcc acactttcaa atacttttgt agcataagaa
  4470841 atggtttctc cctttcttac aactattttc accccttctt tttcaagtga tgaaacgaac
  4470901 gattcatcta atagttgcga ttgatgtttc tttgctgccg tctttaactc aatatacgca
  4470961 ttctcttctt ctgacgtaag cggcttttga atataggagc ttttatagaa atttttcact
  4471021 gcttccaaat cacctgttat cgaaaaaacg attaaaaatc ccgcgattaa tataagcgta
  4471081 atggaaacaa gaatgacagc gatataagaa aataaaaacc ttgttttaat agacatatgt
  4471141 tacatcctca ctttatcaaa ccttattact cataagcata aaaatatatg ttcaaatact
  4471201 caagcgattt tatagtaatt ttagcgtcag tttataaaaa tttaatgttc ttcttttaca
  4471261 gttgaaatga ggaggttgaa attccatgtt caaaaaaaca ttaagcatga tatgttgcgt
  4471321 aattttttta caaggttgct cacaagaaca agaagttaaa aaggagatga caaacatgga
  4471381 gacagcgcta ctaacagcta ctgagaaaca agaaacgaat actgttatat cgttactcaa
  4471441 aaaaggggct gacataaata taacagacaa taaaggacgt acccctctta tgattgctac
  4471501 atacaaaaat gatgtaaaaa ccgcaaaagc gcttatcgat gctggtgctg acgtaaatat
  4471561 ccaagatgat atgaaaaaca atcccttttt atacgctggg gcagaaggtt acttagatat
  4471621 tttaaaacta acaattgatg ctggcgcaga tccatcgctt acgaatcgat atggcggtac
  4471681 agctcttatc ccagcctcag aacatggcta tgttgatgtt ataaaagaac tcctcacgcg
  4471741 aacaaatatc gatgtaaacc atgtaaataa cctcggatgg acagctttaa tggaagccat
  4471801 cgtactaagt aacggaaatg aaacacaaca acaagtcatc cgcctgctca ttgagcacgg
  4471861 tgcagatata aacattccag ataatgatgg tgttactccg ctagagcatg ctcgtgctca
  4471921 tcactttgaa gagatagaga agattttgct agaaggacat aagtaaaacg ctaatttttg
  4471981 ccttcctttc ccgccctatg ctacatttaa ctcgttataa caatatgaat agggtgggaa
  4472041 tacaaatgaa caaacctaaa attggaatga ttggacttgg aagtatcgca caaaaagcct
  4472101 atcttccaac acttacaaaa gaaacaaatt ggaattttgt aggggcattt acacctaacg
  4472161 cggagaaaag aaaacaaatt tgccagcaat accgcattca agacttccat tctattgaaa
  4472221 cgttagcttc ggaatgcgat gcaatcttcg ttcatagttc aactgcatcg cattatgaaa
  4472281 tcgtttctga acttctgaaa aaaggaatcg atgtttacgt tgataagccg ctagctgcta
  4472341 cagtagaaca agctgagaag ctagtcgagt tgagcgaaaa atataaccga aagttaatgg
  4472401 tcggatttaa tcgccgcttc gttcctatgt atgttgcggc aaaagagcaa gctcatcata
  4472461 tttcatggat tcgaattgaa aagcatcgta caaataaaat cgggccctat acgtacgact
  4472521 ttacgatgtt agatgattac ttacatattg tagatactgc tcgctggtta gctaacgatg
  4472581 agcttaacgt cgttcataat atgatgcaaa tcaatgaaaa gaatgaactt ctttacggac
  4472641 atcatacata tacaactgca aatggactgt tactttctac cgcaatgcac cgccatgccg
  4472701 gtacaaattt agaacaaatt gaacttgtaa cggcgggaaa aatcattcgt gtaaaaaaca
  4472761 tgaacacatt tgaagttgaa caggaaaact ctgtttcaca aagtggttcc ccctcatggg
  4472821 aaacgacgtt aaaacaacgc ggttttgaag atgctgttca tcattttatt gactgtgtac
  4472881 acggagacac aaagccgtta gtagatggat tagaaggatt aaaaacgcag caaatgctcc
  4472941 aatctctact gaatgatata aacaaaaatt aaaacggata catttttcag aatttacttt
  4473001 cattcccatt tcccctttat ttctcacgca aatttctata gaatatgttg ataggaatta
  4473061 taaatttcat aatgaatcgt ggaaagggtg ggattaacac atgtggaacg agtttaagaa
  4473121 attcgcgttc aaagggaatg taatcgattt agctgtcggg gttgtaatcg gtgctgcatt
  4473181 cggtaaaatc gttagttctt tagtaaaaga tattattaca ccattacttg gtatggtatt
  4473241 aggtggcgtt gactttacag atttaaaaat tacattcggt aaatcatcta ttatgtatgg
  4473301 taacttcatc caaactattt ttgatttctt aattatcgca gctgctatct ttatgtttgt
  4473361 taaagtgttc aacaaactaa catctaaaag agaagaagaa aaagaggaag aaattccaga
  4473421 accaacaaaa gaagaagaac ttcttggcga aattcgcgac ttattaaaac aacaaaactc
  4473481 ttctaaagat agagcataat tgaacggata aaaaggcatg ttcctctcgg gacatgcctt
  4473541 ttttatatgc tataacgttt ccgaattcat atgaataaat aaaataatac cagcaactat
  4473601 aagtaccata atactacttg caaatagtgt aatccccata aacattaaac ttgtgctcat
  4473661 atccactgat acactttcaa taaaaataga agttacatac gtgataaggg caattcctgc
  4473721 aagaatactt cctggaacaa atcgctttaa accattttgt tttaacgtca tatatgcaaa
  4473781 aatagcagtc atacaaagcg taattatcca aagaacgatc atctcttttc ccccctcaca
  4473841 agccttttct ttctattata catgacattg ccctataata gttattttta cacttatgtg
  4473901 acatataaca aggaatcata caatctatat agaagtcttc cagataagct atagtacttg
  4473961 ggagggtttc aattggaaga tgatattgca ggatacttta aacaagtaga gcgatatgat
  4474021 tatattataa ttgacttaga caaaaagttt ttttacatgg aagttgtaca actaaaaaca
  4474081 aatataactt cgctaaaaat atcacttaac ttagataaag atgaaactat tattgctggc
  4474141 aatgtgaaac aatatgatcc ttctaggtta gaacaattca tacaaaactt taaacatact
  4474201 gcacaaacat gtcttgaaca taatttacga agtcctgaag aactttttgc attttggaaa
  4474261 ggaaattgac caccagaaaa aaatggatat ttttcatata tattgatata attaccatat
  4474321 ataaatattc tttataaggg agtgttcata atgatttgga tttcactaat cgtattagcc
  4474381 tatttcatca ttctcgtccc aatacagtat aactacatta aaataatcaa agaaaaacag
  4474441 aagaaaatga atatgtcaca aaacgaacta tatgacaaca tgtcttatga agaatcccaa
  4474501 atacattacc attaccaaag taacgtattt acaatacctg cttcacttgt cgcaagtatt
  4474561 atttatagag tgaaacatgc agcataatat gtacgctgta aaattattgt ttgaatctgt
  4474621 tcattctggt gagcctgatc ctacgaaaat ggatgagcat tatgaagaaa atcacgatac
  4474681 actttttgaa gaaagtatta ttcttgttaa agcaagcggt ttggaagaag ctcatgcact
  4474741 aggtgaacag attgctatac agtctgagca tacgtacgat aatatgtacg gtgagcaaat
  4474801 aacatggacg tttcgaaaag tattgcatgt gtttgaatta gacaatgccc catttgaaac
  4474861 cggaaaagaa ttatacgcaa gatttttaca cgttaagaaa aatgaaacgg tggatactat
  4474921 agttcaaaca tactatcctg aatataaata aaagctcaca gcaatcgctg tgagcttttt
  4474981 tatacttact tcgttgaatc tctaaattgg atacggtgag gtaagataac agtgtgatct
  4475041 tccacttttt ctttgttcat atactttgtt aatagacgca ttgctactgc accgatatca
  4475101 tacatcggtt gtacaactgt tgaaagttgc ggacgaacca ttaatgcaag gcgtgtatta
  4475161 tcgaatccaa gtacttctac atcagttggt acgtttaatc cagcgtcttg tgctgcgtgg
  4475221 attacaccta gtgccatttc gtcagaagat acgaagattg ctgacggctt ctcatcaagg
  4475281 ccccaaagct tttcgaatgc ttcgatacct gaatcatatg tgtaatctcc atctattaca
  4475341 agattttcat catatgaaat acctgcttct tctagagctt ttttataacc ttgtaatttc
  4475401 ttcgcgcttc ccgctttatc aatgaaagga ccagagacga aaccgatacg cttatgtcct
  4475461 tgttcaataa agtgcttcat tgcgtcgtaa gctgcttgtg tataatcaat gtttactgat
  4475521 ggcgtttcat tttgctcatc aaatgacgct gctaatacga ttggtactgg agacttttta
  4475581 aattcttcaa tgtgaatgtc tgtaatatct tcacccatga aaacaattcc gtccacttgt
  4475641 tttccaagca tcgtatttaa taaatggaac tctttctctt tgttttggtc agagttactt
  4475701 aaaatgatgt tatatttgta cattgttgcg atatcttcaa ttccacgagc aagttctgca
  4475761 taaaacgtat ttgagatatc aggaataata acacctactg tagtcgtctt cttacttgct
  4475821 aatccacgtg ctaccgcatt tggacggtat cctaaacgat caattgcttc taatactttc
  4475881 tttcttgttg taggctttac atttgggtta ccgttcacaa cacgagatac ggtagccatt
  4475941 gaaacgttcg cttcgcgcgc tacatcatat attgttacgt tcatctcatc gcacactcct
  4476001 tctatttttg ctatctattt ttatgtatcg gttacttgaa tgaaaaaaag acatcaactc
  4476061 tatttgcaga tgccaccaat cgtcccgagt tcttcctttt actaatgata cgataaaaac
  4476121 gcagggtcat acaatatttt cccgcaaaag tttcgaaaaa attcgcttct tttctcgtat
  4476181 tttcgtattt ttcatgaaaa aaagggcatt ttttgtaaaa atatagatgt ttcataagta
  4476241 gaaatcttat tttaagcagt acgctagata gtaattgaaa tttatatcag cgattttttg
  4476301 aatatatcga cttaccaaca aaaattgaca atgatggcca cttgatgcgc tggatctaga
  4476361 agtactcggc aatttgcgaa gatcacaatg cgttacatcg ccaatgcaag ggcaggaagg
  4476421 tacagcggaa atatggagcg tattacgcag cgctctgtcc tatcttacac ttttatttac
  4476481 aataaaaaaa gacagtttaa atactgtctt ttttataaga aggaaacaaa cggtttatcg
  4476541 ctgtttttct cttttataac aattgcctcg attttattct cggactttat ctgcaattgt
  4476601 acttttgcat ctttcggtaa ttgttctaac ataatttgag cagccaattg agtaagagcc
  4476661 attaattctg ttttaccgtt atatttaata acaatattca tatttaatgt atccatttga
  4476721 tttttcttat aagaaacttt agcatttact ggaataaagt ctccaggaga aaaacctttc
  4476781 atttccttag caaagtcatc tatttttgta ttatcttctc catgtgcttg tgtaaattca
  4476841 tcagaaggat atgaatacgc tttttcttca atcgcattcc aatttccaat gttcgtatca
  4476901 ttcttttgaa cagtagcact agcaatatac gtaccatttt ttaaagaact tgtactttct
  4476961 tgcttaaaga tagcaaacgt aattggggat ttattatact tgtcattttt atgaatagct
  4477021 tcaatcagtt gattggcaac ttcagtcccc ttagacattg cttcttcatt cgatacactt
  4477081 gaagacatag ctaaaccgat cataacacca gataaactta gttcgtttga attctgcttt
  4477141 ccgaaatagt cttgttctat aatatttgtc aaaacgggcg cttttacttt tgcgactagt
  4477201 tcatcaacta acttctcagg aatatactga tttaattgaa gcacatgatt ctctgtatca
  4477261 aattgctctt tcgcaatatt cattaaacca ttttcatact ctgctaaatc taatttagaa
  4477321 tttgttgtta tattagctgt atttataacc ttttgttctt ttaaagggat tacagttcta
  4477381 taataatctt tagaaacagc agttcttgga atcatacttt tttctttcgt atctttctgt
  4477441 ataacttcat ccttcttact aatcgtatca ttactacaag ctcctagtaa tagacttacg
  4477501 accgcgaaag ataatgccat tttcttcatt acttaaaacc tactttcaac aatctagtta
  4477561 tttaatttga actaataaca gtgtaccatt aaatatattt caacaaaaac aaaaaaaaga
  4477621 agcaagcacc tttcgcttgc ttctttttac ttaatattct cttctaaagc gtcttttttt
  4477681 atgttccaat gagacgtatt ccatactacc atcccatctt ttatgtataa cacttgcgga
  4477741 gattcatgtt taatgctgta ctgttctgca acacgattcg aaacatctct cgcatcttgt
  4477801 acgtataagc aatacgctgg cactgccctt tcttcactac aataagcttg aaattctgta
  4477861 taggcaccat gactaatcgg gcatgtcgta ctatgtttaa aaagaacata aggttcgttt
  4477921 ttttctacta atacttcaag ctcttcaatt gtttcaactt ttgtcatatt catcacgatt
  4477981 cacctctcat acgaagtcta gagcgcttct ctttcttttc agcttttttc tcaagtcttt
  4478041 ctaatttacg ctcttctttt tcaacctttt tctcttgtct tgtcgcacga taatgattgt
  4478101 atacttcaat tgctgcgcta ctccactgta caacttgcgc tactttatct gcattatttt
  4478161 caatttcgtc cgtaacagac tctgatacat tacgaagttt cgtatttaaa gaatggattg
  4478221 tcgttccaat tccatctaca cccgacacta ctttatttaa tgattgtgac ttctgttgaa
  4478281 tgtcatcagc taacgcattt gtcttatgta ataattgctc cgtctctacg ctaatccctt
  4478341 gcatttgctt ttctaaacct tctaacgtgc ttgcaacgtt ttctaacgtc ttctgaaccg
  4478401 ataacaacgt tctgcataca tacactacta atacagcgaa agcaaccgcg ataatagctg
  4478461 cacttacata taaaagaact tgcatttcat cacttccttt atctttttca tactttcccc
  4478521 tattatacaa tcattttccg tttcgttcta atccctatct tttcattaga attttcatac
  4478581 ttattcgtta actttaacat aaatcattca acaaattcca ctaagtaggt tacaatagga
  4478641 gaggatacat aattagtagg gaggctttac atatgaaaga tccacgcatt gaaaagttag
  4478701 catacaattt aattaactac tctattcgct tacaaaaagg cgaaaaagta ttaattgaaa
  4478761 actttggctt acaaaaagaa cttgtaactg cacttgtaaa agaagcatat gcagctggtg
  4478821 gtttcccatt cgtttcttta aaagatcatc aagtagatcg ctctttatta atgggtgcta
  4478881 ctgaagaaca tttcgaacaa atcgcagcgt atgaagcaag cgtaatgaaa gatatggacg
  4478941 cttatatcgg tcttcgctct ggtgataaca ttaacgaaca agctgacgta ccaagtgaga
  4479001 gaatgcaaat tcacggtcaa acagttggta agaaagttca tagagacatc cgcgttccaa
  4479061 aaacacgctg ggttgttctt cgctacccaa atgcttctat ggcacagctt gcgaaaatga
  4479121 gcacagaagc tttcgaagac ttctacttcg aagtatgtaa cttagactac ggtaaaatgg
  4479181 ataaggcgat ggatagcctt gttacattaa tgaataaaac agataaagtg cgcctaactg
  4479241 gacctggaac tgacttaaca ttctctatta aagacattcc agcaattaaa tgctcaggtc
  4479301 atttaaacat tccagacggt gaagtatact ctgcacccgt tcgtgattct gttaacggta
  4479361 cagtttctta caacacgcca tctccttaca acggttatac atttgaaaat gtacaactta
  4479421 agttcgagaa cggccaaatc gttgaagcaa ctgcaaacga tacagaacgc attaacaaaa
  4479481 tcttcgatat agacgaaggc gcacgctacg ttggtgagtt cgcaatcggc gtaaacccat
  4479541 acatcttgca tccaatggga gatatcctat tcgatgaaaa aatcgatggc agcttccact
  4479601 tcactcctgg acaagcttac gacgatgcat ggaacggtaa caactcgaac attcactggg
  4479661 atttagtatg catccaacgc cctgaatacg gcggcggtga aatttacttc gacgacgtac
  4479721 taatccgtaa agacggacgc ttcgttgtac ctgaattaga agctttaaat ccagagaact
  4479781 taaaataata ataaaaacgc tcggagtttt ctctgagcgt ttttttaata ttttaataag
  4479841 tctttcgcca catcttctgg cactttaaaa ctcattttct tatttttcat ttcaacttca
  4479901 acataaggga catctttata tactgtcatc gtaccaattt catgtaactc ctttttatct
  4479961 ttactcgact ccgataattt tgttgtatcc tcttggtaca ttttaaatgt tttcccttgc
  4480021 ggagtatcta aaggagctga ctgcatttcc cacttatcca ttttcatgac ttcaaacagc
  4480081 ttttcaattt ctttcttatc ggtaattact ttcttctcac ttgaatcagt aagtgattca
  4480141 atttcaactt tttgtgcctt ttctaagttc atacctgcct tttccttctt cgtactacat
  4480201 cctattaaaa gaatcgatgc ggttagcaga agtacaaata acataaggac ttttttcatt
  4480261 tctaatcctc ctaactacat agacctactt ttctcgcttt ttgtttgctg aaagtgaaaa
  4480321 taatacaaaa gtgccactgc aatagtacca attactatcg gaacatataa aggcagattc
  4480381 catttcgtat atactctagt gcagccaaca attacaaaca aaatttccaa acaaaataaa
  4480441 ggttttacat atttcatttc ttacccacca tttctatttt cacatgtgga ttctcttttt
  4480501 ctacaagtga taaaaactgc ttcatatgtt gcggcatcgc aagcaggtgt actttatatg
  4480561 aattcgtcgt aatttcaagt gatctcccaa cttgacgaat gattcttatc tctttcaata
  4480621 cgatatcgtc atttaaaata ccgtacttta atacaccatt ttctacttta tgctttttaa
  4480681 taaatacttc ccaaacgagc gggacattta caatgaaaca taatcccatc ccaattaacg
  4480741 ctgacatcca atgatcttta tttgcgacaa tcatgacgag tggatacaca aacataaaag
  4480801 ctaacgtgag acaaacgaaa aatactactg atttacttct ttgaatcgga aaattcatac
  4480861 atacacctcc cgacctaaat tataccatta attccatttt aattcataaa aaaaggctat
  4480921 ttctaaatga cctccttaaa ccatataccc tacttatctt gaatctcttt ccattctgaa
  4480981 gctagtaaac tgtatacagc gatatcgtga aaatgatcat acagccattc ttcatctctt
  4481041 aaaataccat ctaacttaaa ctctaaacgc tctggaatag cacggctttt cacattttca
  4481101 acaccgcatc taatttccat tttatttaat tttaaattct caaatgcata gtgaagtaca
  4481161 gcctttacgc tacgcgtcat aatacctttc ccgccagcat cttctgcaag ataatatcca
  4481221 aggctcgccg ctttcttccc ccagcttacc ggatgaatgc ctaccatccc aacgagcttt
  4481281 cctttataac gtataccact ttcaaaaccg tctccctctg caaacttctt taaccacatc
  4481341 ggacaaatct cattataagc atcagcagat ttcatcccat ctacccaagg aagccatctt
  4481401 cttaaatgat tacggttttg atttattaat tgatatagtt cctctttatg atgcttctct
  4481461 aataactgta attcaatttc gtcgtctact cggagtgtga acattttttt agctcctctt
  4481521 cttatttttc ttattattct aacacttcca aatggaaaat acccctctaa catatcaacg
  4481581 atttttaaaa tacatcgacg attcgtcaaa ggatatcgac ttaccgacta aattcgacaa
  4481641 cattactaca ccctacaaca caacaaaaaa agacgcacag ctaagctatg cgtcttttta
  4481701 ttacttctct gcaacttgaa cttcttttac gtaagctgct tcgaattttt ggatgtctcc
  4481761 tgcgcccatg aaaatgagaa cgccgttttt atgtttcttt aatacatccg ttgttgtatc
  4481821 tgtaattagt tctgcaccgt caatacgctt ttgcagatct tcgattgtta attcaccttt
  4481881 gttttcgcgc gctgatccga aaatatcaca taagtatact tggtcagctt tgcttaggct
  4481941 ttcagcgaac tcatctaaga acttttctgt acgtgagaat gtgtgcggct ggaatacagc
  4482001 gacaatttca cgctctggat gtttttgacg agctgcttca atcgttgcat taatttctgt
  4482061 cggatggtgt gcgtagtcat caataataac ttgctctccc attggctttt cattaaagcg
  4482121 acgttttacg ccttcaaaag ttgttaactg atgcttaact gcttctacat caacgttttc
  4482181 ataatggcaa agtgcgatta ctgctaatgc atttaatacg ctgtggttgc cgtagcctgt
  4482241 aattttgaac gtgtcatagt acgtattacg aacgaataca tcgaaaatag taccgtcagt
  4482301 tctcttttga atgttacgtg cttggaaatc attatcttct ccaaatccat agaaaataac
  4482361 aggtactttc gcttgaattt tttgaagttc ttcatcatct ccacatgcaa taatgccttt
  4482421 tttcacttgc aatgccatct cttggaatgc actgaataca tcattgatat ctgtgaaata
  4482481 atctggatga tcaaaatcaa tgtttgtcat aattgcatag tctggattgt aagacaagaa
  4482541 atgacgacga tactcacaag cttcaaatac aaaatactta ctattttcta ccccatgccc
  4482601 tgttccatct ccaataaggt aagatgtagg gtgtgcacct tgcattacat gggctaacaa
  4482661 accagttgtt gatgtttttc catgcgcacc agttacagca acacttgtgt attggttcat
  4482721 aagatcacct aagaagtgat ggtaacgatg tactgggatg tttaattctt ttgctgctac
  4482781 gatttcttca tgcgtatcag gaaatgcatt tcctgcaata atcacttgtc cttcttttac
  4482841 attactttta tcaaaaggaa gaatcgagat attacgcttt tccaacgctg tttgtgtaaa
  4482901 gaaacgcttt tcataatcag acccttgaac agtatgcttc atgtcatgaa gaatttgcgc
  4482961 taatgaactc attcctgttc ctttaattcc tacaaaatgg taaactgtca tcttaaagaa
  4483021 cctccaacat ttcgaactaa tacaacggcc tatctataag acagtatatg aatcttttct
  4483081 tattttggta atcatcatac atttttgatg tagtgaagtt attcttccct tcacttatca
  4483141 ggataaactc gtacgtactt cttttttatg ttcataacaa atccattata gcaaaaaaga
  4483201 agccgctata ctatgataac agaaaaactg atagggtcaa tcacctatca gtttttctct
  4483261 cttttacata tcttctcttt tttctaattg aacacgctct aaacgtgggt ttggacgata
  4483321 tttacgacca gcttttgctt ctggttttcc atttaattct acgttatcac cagtaaagcc
  4483381 aatattcatt tttaataagc tacttcctac tccgtatata tcaacaggta cgttttgagc
  4483441 ttcaaattca cgaatacgct tctcatcaaa tccaccagtt acaacgatgt ctacatgctg
  4483501 gaatccttcc tcatcaagtg ctttacgaag tgcgaataca agcgatgggt ttacaccacg
  4483561 tggatcgaat gttccaagta cttctgggtg gcgaatgaag tattgatcaa tcatcgtgcg
  4483621 agacgtatct acacgtacac cttttaatgt tgatccaaat tcgcgtgcta cgcgaagtgc
  4483681 atctgtaatg acatcattgt tgtaatctat taatacaact aattcatctt ctgggaattt
  4483741 cttatgatat gcttttgccg cttccacaac atcaccatta aacatttgaa ttaatgcgtg
  4483801 aggcattgtc cccataccac ttttgcccca ccattcattc atcgcatgcg tcgcttgtgc
  4483861 gctcatacct ccgatgtatg ctgcataacc gtcaccggct tgttgtgtat aatgatcatc
  4483921 acggtctccc atgaaaataa ctggtttttc tttatctacg ctacgcgcag cttggacaac
  4483981 gttatatacg tttgtcgcaa ccgatgtacg acgagctaaa atcccatcga taacaccttc
  4484041 taaaaatccg aaattttcat aaggaccatc aattgttaac actgtttcaa atggactaat
  4484101 tttatcgcca tcttttaaag agttaatctc aagttcctct ggatttttag cgaatgtttg
  4484161 tagcaatgca atgacttcat ccgttccgca aagaactgca ttttcctttt ggaaaaattg
  4484221 catcgttaca acacttttcg ggcgaaattc ttcgatgatt tctctagtct ttaaaaagta
  4484281 aacggcagag aaccaacctt ctccaacgcg ttcgtcaaat ttaaatgttt tatttgttag
  4484341 tctatttatt tcacctttta attttaattc aatttctttc atgtcgcttt actccctact
  4484401 ttactatcca acattttctc ttagtataca gcaaaaccgt ttactataca tttgtttcct
  4484461 gcatagcggc aaattcatcc tcggaaataa ggacatctct cggtttcgtt cctctacctt
  4484521 cagaaataat tccttgcgat tccatctctt caatgagacg tgccgcgcga ttataaccga
  4484581 tgcggaattt tcgctgtaca gaagatgtgg acgctccccc ttgttctaca acaaattgac
  4484641 atgcatcaag gaacaattcg tcttccgact cggcttgttc tgttttcgct aataaatcct
  4484701 cttgcttaaa taagtaattt ggcttcattt gctttttcac atgatcaact gtcttttcaa
  4484761 tctcatcatc cgatacatat acaccttgta cacgaactgg cttagatgta ccgttcccta
  4484821 agaataacat atcaccacgg ccaagtaatt tctctgcgcc cccaatatca ataatcgtac
  4484881 gcgaatcaac ttgagatgat acagtaaacg caatacgcgt tggaatgttt gacttaatta
  4484941 aacctgtaat aacatctaca gatggacgct gcgtcgctac taataaatga ataccacaag
  4485001 cacgtgcttt ttgcgcaata cgacaaattg cttcctcaac atcaccaggt gctaccatca
  4485061 ttaagtcggc taactcgtca atgacaataa cgatataagg taatgtctct cccggaattt
  4485121 ctcgcccact tacaatcgta ttgtagcgag ttaaatcacg agcacctgcg tgcgcaaaca
  4485181 attcataacg gcgctccatt tcttcaactg cccattttaa tgcagctgtc gctgctttta
  4485241 catccgtaat aacaggtgct acaagatgcg gaacagaatt gtatggtgca agctcaacca
  4485301 tcttcggatc aattaacatt aacttcactt catgtggttt cgctttatat aaaatgcttg
  4485361 ttaaaatggc gttaatacac acacttttac cagaacccgt tgcacccgca ataagtccgt
  4485421 gtggcatttt tcgaatatcc gttacaattg gatcgcctga aatatcaagt ccaagtgcaa
  4485481 ctgtaagcgg tgattcactc tttgtaaaca caggacttct taaaatttca cgaagaaata
  4485541 ctggcttact ttctttattt ggaacttcaa ttccaatcgc actctttcct ggaatcggcg
  4485601 cttcaatacg aatatctttc gcagctaaac ttagcttaat atcatcactt aagtttgtaa
  4485661 ttttatttac ttttacacct gggtctggct gtacttcaaa acgagttact gctggacctt
  4485721 gcgatacatt aataacatgt gcgccaacgt ggaaattatt aaacgttgta tctaataatt
  4485781 ctttctgttc ttccaaccat tccgtattat ctaacgctgc ttgctgtgga atcgatagta
  4485841 atgttaatga tggaatcgta tacgtcggtg gcgtttgcaa tacattgcgc acatcattct
  4485901 ctctttgatt tacaacatat gctttctctt ctacttccgt acttgaaatt ggcttttgta
  4485961 cttgctctgc cactacttgt tgtactggct gcacttcttc cacttgtggc tctactactt
  4486021 gctgcactgg tttttcttcc acttgcggtt ctaccactac ttgctgcatt ggtttttctt
  4486081 ccacttgcgg ttctaccact acttgctgca ttggtttttc ttccacttgt ggctccacta
  4486141 ctacttgttg cattggtttt tcttccactt gcggttctac cactacttgc tgcattggtt
  4486201 tttcttccac ttgtggctcc actactactt gttgcattgg tttttcttcc acttgtggtt
  4486261 ccactactac ttgttgcatt ggtttttctt ccacttgtgg ctccactact tgctgcattt
  4486321 gtttctcttc cacttgtggc tccactacta cttgttgcat tggcttttct tccacttgtg
  4486381 gttgttcttc tacttgatgt acaggcttat tctctactct ttcactcata gaagattgca
  4486441 ttccattcgt tctagacgca tgtctttcca ttaatcgcgc tctatcttgt ttcaacataa
  4486501 caacattaaa tggtacgtga cgctttttct cacgttttgg ttcttctttt tgtacaactg
  4486561 gttgttcttc tacgactggt gcttcctctg caactggttg ttcttctacg atcgatgttt
  4486621 cctctgcaac tggttgttct tctacgaccg atgtttcctc tgcaactggt tgttcttctg
  4486681 caatcggtgc ttcttctaca actgattgtc cttctacgac cggtgcttct tctacaatcg
  4486741 gtgtttcttc tacaactgat tgttcttcta cgaccggtgc ttcttctgca actggttgtt
  4486801 cttctacaat cggtgtttct tctacaactg attgttcctc cgcaattaaa acatccgcaa
  4486861 agctttgaac atcttttttc gtttgttcat cagccacagc aacatgtatg aattcattct
  4486921 tttgttcaat tgcttcattt aacaccattt cttgttgcat ttcctcaagt gctacaggtt
  4486981 ccacttcttc tggtgcttct gtttctgcaa ttacttctac ttcttctgac tcttctgttt
  4487041 ctgcaattac ttccacttct tctaattctt ctaatttttc tgtttctgca attacttcca
  4487101 cttcttctaa ctcttctgtt tctgcaacta cttccacttc ttctaattct tctgtttctg
  4487161 cagttacttc cacttcttct aactcttctg tttctgcaat tacttctact tcttctgact
  4487221 cttctgtttc cgcaattact tctacttctt ctgactcttc tgtttccgca attacttcta
  4487281 cttcttctgg ttcttccgct tctgcaatta cttccacttc ttctggtatt tctacaacaa
  4487341 ttgtttcttc aagtttttct tctgctttga caatcactga ttcttctggt gcttgttttt
  4487401 ctacttcaat agtaggttgt tctatttctg tactacgttt aatttcttct gataatattg
  4487461 tatcctcgtg ctctacttta gaatctacta attcctcttg tagaatgttt ttgtccacta
  4487521 catcactttc ttgcttcgca ccttccatgc gctcagcaat tgtttcatga agtaattcag
  4487581 ccgctggaac ttcctgcggt gcactcattt cttgaaccac ttctttttct tctactatag
  4487641 gctcttggcg ttcgatttca taaccgtttt tctctagcca ttgatcgaca actgactttt
  4487701 cttccttttt actctcttca tattgtcgct ctccttgctc gttagcagct ctatgactag
  4487761 aagaagtcgg tgcttgtcct tctgagaaat cagataatgt atatcccttt ttctctaacc
  4487821 atgcatcaac gactgatttg ccctctacag atatttcaag gtcttctctt tcctttactt
  4487881 cctcctgctt ttcttccttt ttctctactg aaggacgatt atatccgtaa attggcgaaa
  4487941 tcatttctgt tggacgaaat ggtctacggt tactttcttg tgctggtgta gatgctttct
  4488001 ttacgacagg ttctcgctcc ggttcatatt gcatttccgg ttcttcatat gtagaaacta
  4488061 ccttctccac atactgtcgt ctacttcttt ccactttgat tcctctttga ataggctcat
  4488121 tttcatatgt tacagcttga acaggttgtt cttcaaaatg ccctgtttct ataacatcct
  4488181 cttcatcgaa cccattatcc ggtactaatg gaaaacggca tttacctgca ttcctacttg
  4488241 ccatttgtgc ttctcttgct tcagtgtggt ggtttacacg aggaattttc ggctgacttt
  4488301 caacttgctt tggtacttct ttattcatcg ctgtttgttc ttcctctttg ttaaacagct
  4488361 ttttcatcca atctaacatg cttaccactc tttctactaa atagtaacat cctttattgt
  4488421 atcagcattc ggcaaaaagt gcaggtaaaa ttaagcatgt catatttatc cataatattc
  4488481 taatttacga gtgttttcat atagaaaaac gcagccttac acgtaagact gcgtttaagc
  4488541 tttactcttc caatattcat ctacactatc cgttacactt tgcaccggtc tcaaagtttt
  4488601 ttataattgt tttataatct catctatatt tccaatatga acgggttgcc acacttctgt
  4488661 accacgctct gccgtataca ctggatacgc atcatcatcg atattcacga aaactgggtc
  4488721 tcccatatct gtttcatatc caataacaat ccattcatct ttccattttc cgtgttcttt
  4488781 acttattaat gaatttttat gtttatcata tcgataacca atttgtcctt tttctaattc
  4488841 attttgacta aacaaatata tctcataagt acctaactcg atatcttgct gttttgaagt
  4488901 ttcaattcgt ttcagaagtt ctgcgatttt ttgttgttgt ttcatacgtc tatccccttc
  4488961 tatttttcta aattttaact agattgttta taaaatacaa tatagatttt gtgaaaaaag
  4489021 gtgacatcct tataatatga atgatttttt gaatatatct gtcacaactc gcaatatatc
  4489081 aacgattttt caaatatatc tatcgtaact ctcaatatat caacgatttt tcaaatatat
  4489141 ctatcgtaac tctcaatata tcaacgattt ttcaaatata tctaccgtaa ctctcaatat
  4489201 atcaacgatt tttcaaatat atctatcgta actctcaata tatcaacgat ttttcaaata
  4489261 tatctaccgt aactctcaat atatcaacga ttcgacaatg aatatcgact taccgacaaa
  4489321 agatgacaaa ataaaaagag aggctgtcca aaaggacacc ctctcttttc ttatatcaat
  4489381 taaaatttaa actcttgtcc aacttcaaag ctatcttcta atacaagaat acctttttct
  4489441 tgtggagcat ctggaagctc taattcacgt gctgaacaaa tcattccagc agaaggaact
  4489501 ccgcgaagct cagctggctt gattaacata ccgcttggca ttacagcgcc gatttttgca
  4489561 acgacaactt tttgtcctgc atcaacgttt ggtgcgccac atacgatttg taatgtttct
  4489621 gtaccgattt ctactttaca gatgtttagc ttatcagcat ttggatgttt ttctttttca
  4489681 gctacatagc ctacaacaaa ttttggagaa agatctgctt ctactgtttc ttcaaagccg
  4489741 ttcttcgcta aaatttcgtt aattttttct acaagttctt tcgttaacgt aaggttacct
  4489801 gtttctttta cttctaaata agaagatgca ttaaagatgt tgaatcctgc tgtttcgttg
  4489861 ctttcacgat cgtatacgcg agcaacatct cctttgcgat caaaagtacg gttctctaaa
  4489921 gtaatatctt gtaaggcaac aattagagtg tcaccaattc cttcaaggtt gtaaaaaacg
  4489981 ttcacttcgt tcatcctttc tcttttccat ctgtcttctt ccgattcttc gctaaaataa
  4490041 agattggttc aaagtcccca tcttcatata cgaatgaaag tgatgtaatc ggaacatgcc
  4490101 cttcggcaaa aaatttcatt gtcatttgtg caataatatc ataaccgatt tcgttgacga
  4490161 tatcagcaat aattaataca tcttggtgag gaacagcaac aaccatgtca ccagaaatct
  4490221 tttcacgcat cgattgtagt aacgattcgt ttaaaatacg agtcgcatca tatccatcat
  4490281 ttgtgtttaa aaagtagaat gtattacctg ccactgtgtc ttgtttaaat tcataaccta
  4490341 atgagcgagc gttgaataat gccatttcac gcacttgttt ctctgtaagc cctaattttt
  4490401 gtaataaacg ctcatcaata agacgatatg ttttattcga atctagcgca tagtaaatac
  4490461 gtgtttccgc cgtatgatcc gtcataatga acggatttcc ttcttctgct tgtttcggga
  4490521 aagaagtaga gcgaataaca ggtaaaattt tcgccgcgct attttcttcc ttatgcatcg
  4490581 caattaacgc ttcttgtacg taataggcaa cctcttcgat tgctttttct ttattcactt
  4490641 cccattttgc cacaacgcct ggaagcgata cgttaatacc ttttttcgag tctttctgtt
  4490701 ctatacgtag aacctctttc tcgctatcat agtgaaagtc ccattccgga cgagataatt
  4490761 tcttcattaa ctcatctttc atctttttac ttgtcatctt catctctttt ttcctccctt
  4490821 ccaaaaaaat aacctccccc gcgaaggtag aggttgtttt acaattcaat tggcaaattg
  4490881 ccttatttta aaccttcaat gaactcttcg atttgttctt gtgttttacg atctttgttt
  4490941 acatagcgac ctgtttcttc acctttattg tacgctacaa agctcggaat gccaaatacg
  4491001 tctaatttta cgcatagatc aataaactca tcacgatcta catagtaaaa tgagaaatca
  4491061 ctatatttct cttctacttc cggcataaat ggatctacaa agcggcagtc tggacaccat
  4491121 tctgctgaga acataaagac tacattctct tcatttttta attgttggaa ttgctccatg
  4491181 ctttctaatg atttcatcta tatttcctcc tctaacgagt gcattttttc atgttataat
  4491241 ctttctttta tactaccata catcgcgcac ggtgcaaggt ttatgcttgc ttttcgtcat
  4491301 acttatattg cccaacaagt aacttaacaa cgtgtacaaa taattccgtg cgatcgacat
  4491361 aatcatctgt aaaaataccg attgcacctt cgtgactacg aatatctttt ctctgtacaa
  4491421 actcttccat cacttcactt aactccttgc cctcttcaag aggtgctaaa aaatcatccg
  4491481 gtaacgtaat acgtgccccg ccggcaacaa atattttacc atcacttgtt gctagcgccc
  4491541 cccagttaca cataaataaa ccgtgctccg ttttcattac accgccttct agtccaatac
  4491601 caatttgagc atctccttcc tctagcgctc gcttcgctct attgattgct ccttgcatcg
  4491661 tctcttcatc tgaaaacggt tgtgctgcta ctcccgaagg aacagaaaga gatgtaattt
  4491721 cggcatcttt ccaaaccttc tccacagctc caaccttcgt tttattcttt gatccaacta
  4491781 ctactttcat ttcgttcacc tctataaaaa ttcatcatct tactttaatc aagttattct
  4491841 ttatacatgg gagcaccgcc accatgacca attactcgat tacctcttca ctctaaaaag
  4491901 aagaggtgat cgagtaacat tgcggacctc tacaccaaaa cagcctacct ctctcttcat
  4491961 actcgggatc ttaatacatc gttcgagcat ctattcaacc taaaaaaaga agggtttttc
  4492021 gcccttcctt cttacgcgtt attcttaatt gtctctaacg tcgttttatc tgttgctctt
  4492081 acaagcttcg taattagctc tttcgctgct gcataatcat caacatgtaa aatagaagca
  4492141 tgtgtatgaa tgtaacgtgc gcaaacacca attactgctg atgggatacc tgagttactt
  4492201 gtatgtacac ggcccgcatc tgtaccacct tgtgaaataa agtattggta cggaatgttg
  4492261 tttgtttctg ctgtatctaa aatgaattca cgcattcctc tatgtgttac catcgtacga
  4492321 tcgtaaatac gaagaagagc accttttcct aattgaccga actgtgtttt gtcaccagat
  4492381 gcatcgtttg ctggacttgc atcaagcgca tagaaaatgt ctggttggat catatttgca
  4492441 gcagtttgtg caccgcgaag accaacttct tcttgtacag tcgcaccaga gtataatgtg
  4492501 tttggtaatg tttcgtcttt taattctttt agtaattcga ttgcaagacc acatccgtaa
  4492561 cggttgtccc aagctttcgc cataattttc ttttcgtttg ccatcggcgt aaacgggcag
  4492621 attggtacga tttgttgtcc tggttttaca ccaatttcaa tcgcatcttc atagctatct
  4492681 gcacctatat caattaacat gttttttata tccatcggtt ttgcacgttg cgcgtcactt
  4492741 aataaatgag gagggataga accaacaacc ccaataacag gaccattctt cgtcatcact
  4492801 tgtacgcgtt gcgctaatag tacttggctc caccagccgc ctaacggttg aaaacgaagc
  4492861 attccgtttt tcgtaatttg cgtaatcatg aaacctactt catccatatg acctgctaca
  4492921 agaacacgcg ggccagtttc gtcccctttt ttcagaccaa atacgctacc taaaccgtct
  4492981 tgtacaattt catctgcata tttgcttaat tcttgcttca taaaacggcg cacatcatgt
  4493041 tcaaaacctg atgcaccttg taattctgtt aacgtacgaa ataattgtaa tgtctcttta
  4493101 ttcacgaagt ccccttcttt caaaccttag tagaatacct cttttattgt aacgaaattt
  4493161 tcgaaatgtt tctagtttct tcttttttag ctgtatttgc tttataatta ttatcggtac
  4493221 actattttta ttttatagaa ttgaggtgaa tgtatgagct ggaaaggttt agtagcaggt
  4493281 cttggcgttg ggtttgcagc tggttatttc gttgcaaaca aagtacaaga acaatcccat
  4493341 atttcttcag aaaaagcatt gaaaatggtg aaacaagcat taagtcataa aggtgaaatt
  4493401 actggctctt gggtacatat ggttccagag acatttgaaa aatatgatgt cgcatatgaa
  4493461 gtttatcgcg gcggtcttac aacgatgtta aatgctatac aagaacgatt tgaattttta
  4493521 gttgatgcta aaacaggtac tgttttagag gttatagcag cataaacagg agggttccca
  4493581 ttaggtgaac ctcttatttt ttaattgtgg gtagtgattg aaattatatc ggcgattttt
  4493641 cgaatatatc ggcgcatctc gatttatatc agcgattcct catttatatc ggcgcaactc
  4493701 cgtttatatc ggcgatttcc caattatatc gacttaccga caaaagccga caataaaaaa
  4493761 gaggtcgctc cagcaaatat tctggaacaa cctgctcttt ttatgcttct atactcgttt
  4493821 ttctctctat cttttctaca atatgccctt cctcattcca ctttactgca cggtaatatg
  4493881 cgtcatgata aaatgtaaac caagcatcct tttcagctcc atacttcatc cacttttgct
  4493941 tattttcaat cgatgtcatc ggataatcat cataagccat gacccataat acattttgat
  4494001 gggcgtgcgt cggcaatagg tctgctaaat gcagcatcgt ttcccctttg ctttctaaag
  4494061 cgatcactgc gtgtccgtca ctatggccgc ctgtatgcgc catttttatt tcatccgtaa
  4494121 tttctatttc ttgctgaaac gtaacaactt gatctacaat cggctcccaa ttttccttcc
  4494181 aatatgtatt acgtgatcta atatttgggt tcctcatttc attccactct gtttcgctta
  4494241 cataaatttt tgcatttgga aaagctggca caaggtgatt actttcccct tttgttaaac
  4494301 cagatgcatg atcaaaatga agatgcgtca ttaaaacgta gtggatatct tcaggcttta
  4494361 atcctagttt ttctaatgat tcataaaccg atgattcttc tgttacacct tgatttcgct
  4494421 tcatcttctc attcaattta ccgtttccta ttccggaatc aatgagcata ttaccgtctt
  4494481 tcgtttgcaa aagtaacgga tctgttcgta aataaatatg atttgtatca ttatgtttat
  4494541 atttacgtga ccaaagtact ttcggtacaa cgccaaacat tgctcctcca tctaaatgtg
  4494601 tgttcccacc ttttagccac gtcactttta tatctccaat ttgtaactgt tccatttttc
  4494661 atcccccttt ccttacaata ctaacataaa attccgatta ttttagatac aaaaaaccta
  4494721 tgcattactg cataggctct gtacgatatt ttgcttctac tcggtaaatg cgatgacctt
  4494781 tactagagaa tttctcttcg tactcagtca taatattacc ttcaaagtcg ctgttatgaa
  4494841 gatctaagct taagtaagtt agtaacatac catactcagc catactcata agagaatatt
  4494901 caaataaacc ttggttatct gttttgaaat gaatttctcc gccttctact aacacttctt
  4494961 cataattgcg taaaaacgtt ttatacgtta aacgacgctt cgtatgacgt ttctttggcc
  4495021 atggatctga gaagtttaaa taaacgcgat caatctcacc ttttgcaaag aacactgtta
  4495081 aatcttcagc atctttatta attaatttca agttcggtaa ttcttcttca attaatttat
  4495141 caagtgcatc tacaacaaca cttgtgaatt tttcaattcc aatataatta atatgaggat
  4495201 ttgcttttgc catatcatac ataaaacggc cacgacctgt acctacttca atgtgaattg
  4495261 gctgttcatt tccaaatact tctttccagt taccagcgcg ctcctctggg tttccgatta
  4495321 cgatatgtga atactcatta attcgatcca ttgcatatgg tttatgtctt aaacgcatag
  4495381 atgtttccct ctctttacat agctatttta aaggaataat tccttctttc tgttttaatc
  4495441 aatctaccaa acaaaaaacc aagtacgtac gagcactcgg tccgtttctt tcaagtataa
  4495501 gatgtaccat tttgataaaa actacataca gcattaaaca ttccatgacg aaacagcttt
  4495561 ttctcttact tttctaagaa gagaaaaaca atcgaaagga tgatccgttc atgccaatta
  4495621 atcaacaaca tcaattagaa gtgctgaaag atattttagt caatcaccaa agtgattgtt
  4495681 gcgggacagt ttctgaatgc gagcaattag agcgtctcat tcaatcgtta ctcgcaaacg
  4495741 ataatataag tagtgacgct aaagcaatgc taaacgatgt atattcttat agtcaatcgg
  4495801 gtaaatcttc ctctaatttg gacaaccaca tttccaataa tcaagaacaa cttactcagt
  4495861 ggattgctgg aatggacaat ttttcttaag tattactctg aagcaagtag ttgctgtaaa
  4495921 tattgatgcc aatattcagc ttctgcttgc tgcttttttg ttgtatgcca ttgaatagat
  4495981 aaaatcgttt gcgctatcac ataccatctc atacgtttaa gcagtgattc atccatttca
  4496041 atatcataat aaccgagcca ctcactccat tcttggcgcg gaatgtacca atataataac
  4496101 ataccgaggt ctaaagctgg gtcagcaatt acagctccat cccaatcaat taaaaacaac
  4496161 tcatcttcat ccgacaatag ccaattgtta tggtttacat cacaatggca tacaacgaat
  4496221 tcgttgtatt caatatcttt taatgaatcc attaaatatt gaagaccttg ctgaattgtt
  4496281 tcctcatccc ttatatctcc ccttaaaaca agttgcagtt gttgtaataa ctcttgtgcg
  4496341 tgaagcggct gcttcccaag tctctgaatc atctgcacaa gtgctttaga ggagtgtatt
  4496401 ttcttcaaaa gtttcgcaac acgttctagt ttcatatcct ctggctctaa cttctgtccc
  4496461 ggaagccatt tttgagcaga aattacatca ccgttcgtta cccttcttgt ccaaagtaat
  4496521 tttggaacaa ttccttctgc tgacaatacc gctaaaaagg gcgatgtatt ccgctttaaa
  4496581 aataacttct gttgtccgtt ttgcgcaata tatgcatcgc ccgttactcc accagccggt
  4496641 acaagactcc actcttttcc taataattgt tccaaccatt ccatattcat tacccgttaa
  4496701 caaatcctta tcttttatag ttatgaaaag aaaaaccgca acatttctac acatgttgtg
  4496761 gattcatata tattttactg taaatgaaaa gaaaatttgg cataagccaa aaactctcta
  4496821 ttttatttta caaaaccagc catagaatga caacttatca aaatcgtcac ctttgtcaat
  4496881 tctacattta ttacattctc accgtcaagt agcgatttgt cacattatcg tcaatatata
  4496941 cgtgctaatt ggagagagcc taagttcctt tcctctaaat gaagaaattg gctctatttt
  4497001 cgcttgcttt tcgtttacta acacatgcca cgtttcttct ttcggaagtt gcaccgtttt
  4497061 cgcttctaaa ctgctattaa ataaaacgac aatctctttc cacggtccaa acgattctac
  4497121 gtgctctaag tgatatgcaa gtacttctgg agatgtttgc aaaaaagtca tgtgcttttt
  4497181 tattaagtct gcgttttgta atcggaatgc tccgtgctct ttacgaatcg caattaaacc
  4497241 ttttatatag ttaacggtct ctatttcttt ctcttttcga tcccaatcta attgattaat
  4497301 ttcatcattt gcattataac tattttcatt cccttgcttc gtacgataaa actcttgccc
  4497361 cgcatgtaag aaagggatgc cttgcgacag aatcaccatt gcagttgcta gcacgtgacg
  4497421 ttttttcaaa atctcttccg actcttcatt actgcgcatt agtttatccc acatcgtcat
  4497481 attgtcatga cattctacat agttaatgct ttgcacaggc tctagaaaca aacctgtttc
  4497541 tttcatactc aaaaggcttc ctgatgctat ataccgcaaa tgattacggt ctacatgccc
  4497601 accaaatgca aaaccacgtt tatttatatg aaaggtactc ccttttatcc catcacgaaa
  4497661 ttgatcatta aattgcgcaa tatgcggcat tttgtttgca ttatttaacg ttgctttttc
  4497721 ctctagagga agtggtgttt gcagatccca cccttctcct aatagcaatg catctcgctt
  4497781 tatgtttcgc acttcttttt ctattatatt gattgtatcg acatctaaaa tccccattaa
  4497841 gtcgaaccgg aatccatcaa cattgtattc cgtaagccaa tataaaatag actctacaat
  4497901 gaatttcctc atcattttcc gttcagatgc tatatcattt ccgactcccg tcccattaga
  4497961 aggcatacca ttttcaccat gacgaaaata atatcctggg acaagctttt caaatgatga
  4498021 tagctctctt tcatacacat gattatatac aacatctata atcaccctaa tgccgtgttc
  4498081 atgaaatgtt tcaatcagtt gcttacactc taagatcctg ttatacgggt cagatgggtt
  4498141 tgtagcataa aaccccgttg gcgcgttgta atataatgga ttgtaacccc aattatatgc
  4498201 agaagaagga ttcgcctcat ctacaccacc gaaacaatat aaaggcaata attcaacatg
  4498261 tgtaacacct aaatctttta tatgagacaa acctgttaac gtcccatttc gccctgttgt
  4498321 tccttcttcc attagccctt tatacgttcc ttttttactc actccactgc cctcatgaat
  4498381 agtagcatca cgaatatgca gttcatacaa tatagcatct gtcattgctt gtaatggtgg
  4498441 taattgctct tgctttgtta catttgtttt ttccaaatcg ataacaacgc cgtacttccc
  4498501 atttacagtc actgattttg cataaggatc cacagcttca ttccatatta aattaataca
  4498561 aacaagaaat gtatactttt ccccggctaa atcgccttgt aatgtatgag cccatacccc
  4498621 attttcttct ctgtgcattt cgtgatcggt atattcttta tcacttttat aaattcttac
  4498681 tttcgcaagc ctcgcagttg gagcccatac tttaaatgta gttgcttctt tttgatatac
  4498741 agcccctaaa tctgtacctt cgtaataata cttttcatcg aaaatctctg ttcttatgac
  4498801 agcacctatt tgtaaatctg tttcttcatt ccgttcatct cgtactgtat aatacttccc
  4498861 cacatctagc ggctcttcta taaagcactc atacttcgtt gcatccggaa gcgcaattgt
  4498921 atgagcaatc ggtaaatctt tcacgttact tccttcttgc aaacgaaatg tccgacttgt
  4498981 tccatacgca tgtgggagca aaattgtaat tttattcatt tcatctaaat aggcatcaaa
  4499041 tggacgtttt actttcaaca taaaaaatca ccatcattct taaagttaaa atgaaacgag
  4499101 ctgcaaatga taaggctttt cttatcagcg aagccctata cagtaacaca ttattcttta
  4499161 tagtatattc acctgtataa aaaacgtttt catccattct atttttgtaa ttttatttca
  4499221 gcaatcgctt tatacttcgg cgtttctttc acgtgagatt cgtataaagt aatcgtatcc
  4499281 gcttgaaatg atatttcagg cacttccttt atatgttcta aattaaactt ttcttcccct
  4499341 acccatttac gagcaacagt aatatgcgga tgatacgggc gcgtttctaa agaaaatcca
  4499401 ttcccttcac aaatagcgtg tacttgcttt tgtaatggaa acaaatcttg attctcgctt
  4499461 acctttgccc aaaaaatacg cggtctgtct tccataccaa acgttgaaaa cccttgtaat
  4499521 gtgaacgata gttctttcgt ttctataagt gtttgtaatc cattctgtat tccttctaat
  4499581 tgttcctctg tcgcactacc taaaaatgaa agggtaatat gatagtcttc tttatgtacc
  4499641 cacgaacgaa atggtaattc ctcctgcatt tcctctctat agttagacag cacttctttt
  4499701 atatgatttg gtaacgtaat cgcgacaaaa taatgtggct ccatgtacat cttctccttc
  4499761 tttctattgt tgcttttctt tcttatctca ttcaggtaaa aagaagccgc cctccaaaat
  4499821 agagagcggt cattatttat atatccatta tttcgctaat tcatgaattg cttgcgcata
  4499881 aattgctgtt gcttttaata agtcttcaat ttcaatatac tcgtcttttt gatgtgcaag
  4499941 ttcttctttt ccagggaaca atgggcaaaa tgcaacacca gcttttaatg aacgagcgta
  4500001 agtaccgccg ccgattgcta atagttctgc tttttcacct gtttgctctt cgtatacacg
  4500061 ctgcaacgta cgaattaata cgtgatcttt atcaacgtga tgcgggcgag agttcgaata
  4500121 atccgctact gcaaatccat gagtacctac atattctttt aactttgcaa tcatttcttc
  4500181 aaagttagtc gtaactggat aacgtacgtt taatcctaaa ttgccaccat tcttttcgta
  4500241 taagaaaggc gtccaacatt cactgtcaat ggaccgctaa cttcatcttt ataagcaatc
  4500301 gtagcctttt ctccaaaaat atcaccagta aatgtttctg ttgcaaacgt tgcaaatgca
  4500361 tttgctttcc catcaagagc aactgtcgtt aagaagtttg ccagtaataa acctgcattt
  4500421 tctccttttt caggagtaga tccgtgagct gaaatccctt taatttgcaa tgtcaccgta
  4500481 ttaccttcta caattgcttc acctattttt ttagcagttt gtaaatactc ttcatatgct
  4500541 actgtaagtg catttacatc ttctcctgta acaaccgctt ctgcaaaatc aggaaccata
  4500601 tttaaacggc gacctgactc aaatgaaaca agttcatatg cacctttctt ctcttcacta
  4500661 ccattttgca caacttgtat atcagaaatt cctttttctg cattaataat tgggaagtcc
  4500721 gcgtctggtg caaaaccgat tgttggcatt tcttcatttt taaagtagtg atctacacat
  4500781 ttccaattgc tttcctcatc tgttcctaaa atcatacgaa cgcgttttga aagaggtaaa
  4500841 cctaattctt tcacaatttt catcgcataa taagctgcca tcgttgggcc tttatcgtca
  4500901 attgcaccac gtgcaaaaat ctttccatcg cgaatatctg cactatatgc aggagtcgtc
  4500961 caaccatctc cttctggtac aacgtcaacg tgacaaagaa tacctactaa ttcttctcct
  4501021 tgtcccattt caagatgacc tgcataccct tctaaatttt tagaagtaaa accttccgtt
  4501081 tctcctttat gtaacatgaa agatagcgct ttttctacac cttcaccgaa cggtgcgccc
  4501141 tcttttgccg actcttcttc ccatacactt ttaatttgta aaaattgttg tgtatcacga
  4501201 attaaatcat cttttcgttt tgcaacttct tctgtccaat taattgctga catcacgcat
  4501261 ccatccttta ctatattgtt tctttcatca taacaaaccg aaatctctta tgccatacac
  4501321 gaaaaccaaa taccgaacaa ttgtaatatt tcagatattt ctcattagtt tttcttttat
  4501381 tttttcaaaa aaatttgcag gaatttggcg ttttacgtag aattttatgt gttagttgac
  4501441 tgaccatata taaaatgtca actaccaata tttttctata tgaatatttg ttaaatttct
  4501501 gtaaaattta agtagattaa agcatgaatt ttatcatgta gagtacaatg gtagtaacga
  4501561 ccttctttcc tgaatggggt caaaaaaact agtagaggag tggttttctc ttgaaaccta
  4501621 caactactcg tatgctaaca cgcattaaat caatttatat gtacatcaat gaaaacggaa
  4501681 cggtaacgac gaaagacctt gtagatgagt tcgggatcac accgcgaacg atacaacgtg
  4501741 atctaaatgt gttgcagttt aatgaactcg tgtatagccc ttgccgcggt aagtggacaa
  4501801 caacaggaaa gaaagtgaga atgacctcat aacgaaaaat aattgtatgt aaataaatac
  4501861 ataccccttt ctaactcatt agaaaggggt cttttctgcg cctaaaaata gcactatttc
  4501921 tcattgtcta cttgatatgt ttttaacatc tctacttctt catctgttaa ctctcggtat
  4501981 tgtccaagtt ctagctcttc atctaacact aacggtccca tctctgttct ctttaagtag
  4502041 actacttttt tccctaccgc ttcaaacata cgcttcactt gatggaactt tccttctgta
  4502101 atgacaagct cgatttcaga aatatcatcg ctttttaata ttgtaagtgc acctggcttt
  4502161 gtttcatagc catcatctaa aataacacct ttagcaaact cttttacatc ctcttctgtt
  4502221 actactcctg caacgtgtgc ataatatttt ttcggcacat gctttttcgg agataacaat
  4502281 tgatgtgata acttcccgtc atttgttatt aataagaaac cttctgtatc aatatcaagt
  4502341 cttccaactg ggaacggatt aaaaattgca tcctctaact ctaataaatc tattaccgtt
  4502401 tcatgattat catcttctgt cgctgaaata acgccttgtg gtttatgcat cattaagtaa
  4502461 acaaactctt tatattccac aacttcaccg tgaatcataa cttcttgttc ttctacattt
  4502521 acatgaacct ttgcatcttt caccgatatt ccatcaattt tcacaacgcc gtctttcaat
  4502581 aatttcttta cttcttttct actaccatat cccatatttg ctaataattt atctaatctc
  4502641 acgtttttca ccttctttat ttatcataga aaaggggacg taattacgcc ccttttgatt
  4502701 tcaactttat tttgaatcta ttgccaagtt tacgttggat cttctctaac gcttctccgc
  4502761 caaatactct ttcaagtact cctgtgcgaa tcgctaacaa tccgtaaaca aggccgccaa
  4502821 gacctgcaca aatcgcaact gtaataagag caccaattcg gctatcaggc gaaatcatga
  4502881 aggacagaat ccattgtgat aatttcaccg taacgaccat tacaagtgtt aatactgcaa
  4502941 tttggaatgt tctcttatat acaacaccga atgaatagtg tgcgtatttt ttaatttgtt
  4503001 gatttgtgta ccaaacagaa gctaagaaac caacagctgt tgctagaatt gcccctactg
  4503061 taccgaaata acgaataaag attacgttac atacaaattt caaaataaca cccattataa
  4503121 gtgcgataat cgcatgcttt tgttggttaa taccttgcaa gattgccgct gttaccgtaa
  4503181 ataaagcaaa taacaacgca accggtgcat accacattaa tacttgtcca cctaatgggt
  4503241 ctgaatcgta aaacgcagta taaatcggat atgcaagtga tgaaataccg acaactgctg
  4503301 gcaatgttaa gaacatattt gcctggaatg tttgtgtaat ttgtaacttt aaataacggt
  4503361 attgcttttc agtaaatgat tttgtaatcg ctggtacgag cgtcaaacta aacgctgtcg
  4503421 caagtgatac aggaatcata attaatttat gcgtccacat tgtgaaaata ccgagcgctc
  4503481 gctctgcaat atcaccttgg ccaatcgctt gcataattga gttaaatgtc aatgtatcaa
  4503541 tttgttgata taaaggaatt gttagcccaa ttacaacgta aggaatcgca tatgcaaata
  4503601 attctttaaa taattgaaca gtactcactg tcgattctgg tacagtttgt tcaattaaat
  4503661 attgatccaa atgtttttta cgttttagcc agtaccaaat gagtacaccg agcgctccaa
  4503721 ctgctgaaac gaatgcagca aatgtcgcta ccccaactgc tgttgcaact gtaccgccaa
  4503781 gtactttaat aacgataaaa ctacccgcta ataaaaagac gatacgaata atttgttcaa
  4503841 taatttgcga aacagtagtt ggtcccatcg attggtgacc ttggaaataa ccacgaatta
  4503901 aacttgctgc cggcacaaca ataagcgcaa aacttacaag acgaataatc gtcgtaactt
  4503961 ctcctatatt actgtgtaca ctttgtttac caagcattgc ttctgcaaac aacggcgccg
  4504021 tcatgtacag tactaggaat gaaagaactc ctgttactat catcataacc attcccgagc
  4504081 ggaacattct ccggctcgtt ttataatcgc caagcgcatt atatttggaa acgaattttg
  4504141 aaacagcaag cggcacccct gccgttgcaa tacttaaaaa gatcgtatat ggaatgtatc
  4504201 catatgtata gagcgttccg ccttctgtcc ctactaatgc atgaaacgga aagacgtaaa
  4504261 tcatgcctaa gaacttcact aaaaatgtcc ctaacgtaac gatgagcgtt ccgcgcagaa
  4504321 atttcgaatc ggacatacaa aaatcctcct acatctacat aaagtgaaac tataataaat
  4504381 tgaactattc gagcattcga gaactattag acttccccta actcttaagg ttttagtcct
  4504441 atggtccaca aatagcagga tagtgctgaa ctctaacttt tgtattgtac cacaattctc
  4504501 tccttaagca gtacttcact ctatttttct tttaagggaa aacatgctat tcttttaggc
  4504561 aggaaatgta gaaaatgagg tcgatatatt atgcattatg atgttattgt catcggcggc
  4504621 gggccttctg ggctaatggc tgcaatcggt gctgcagaag aaggcgcaag cgtcttactt
  4504681 cttgataaag gaaataaact agggcgtaaa cttgctattt caggtggtgg ccgttgtaac
  4504741 gtaacgaacc gtctaccact tgatgaaatc gttaaacata taccaggaaa tggccgcttc
  4504801 ttatacagcg ctttttctat ttttaataat gaagatatta ttacattctt cgaaaatctt
  4504861 ggtgtaaaac tgaaagaaga ggatcatggc cgcatgttcc ctgtttcaaa taaagcgcaa
  4504921 tcggtagtag acgcactttt aacacgatta aaagatttag gtgtaaagat ccgcacgaat
  4504981 acacctgttg aaacgattga atatgaaaat ggtcaaacga aagcagtcgt actaaagact
  4505041 ggcgaagtgc tagaaacaaa tcacgtcgtt atcgctgttg gcggaaaatc tgttcctcaa
  4505101 actggttcta ctggcgacgg atatgcctgg gctaaaaaag ctggacatac aattacagaa
  4505161 ttattcccaa cagaagtacc aatcctttca aacgaaccat ttattcaaga tcgttcatta
  4505221 caaggacttg ctttacgaga cgtaaactta agtgtattaa acccgaaagg aaaggctatc
  4505281 atttctcaca aaatggacat gctcttcact cacttcggtt tatctggtcc tgctgccctt
  4505341 cgctgtagtc aattcgttgt aaaagcactg aagaagttca aaacgaatac agtgcaaatg
  4505401 agcatcgatg cattgccaga agaaaatagt gaacaactat tccagcgcat gctgaaacaa
  4505461 atgaaagaag atccgaaaaa aggaattaaa aacgtgttaa aaggttatgt acctgaacgt
  4505521 tacttcctat tcttattaga aagaaatgaa attgacggta gcgaacaagc tggacaagtt
  4505581 tctcacgaaa aaattcgtgc acttgtgaaa gactttaaag aatttactgt aaacgtaaat
  4505641 ggtacgcagt caattgaaaa agcattcgtt actggcggcg gtgtatctgt taaagaaatt
  4505701 aacccaaaag aaatgtcttc taaattcacg aacggcttat atttctgcgg ggaagttctt
  4505761 gatattcacg gttatactgg tggctataac attacatctg ctctcgttac tggtagaatt
  4505821 gccggaacaa cagctggaga aaatgcaaaa atgcaatatt aaactgagaa acagggattc
  4505881 ctgtttcttt ttttataggt acatgaaatt attatcgacg attacgcaaa tatatcagcg
  4505941 attctgtaat tttatcggcg attttccaaa tttatcagcg attctacaac ttatatcggc
  4506001 gatttctcaa atatatcgac ttaccgacaa gaagcgacaa atatccgctc catgtaactt
  4506061 cccattgctt ttttgttgct ttatatacct tagtaccttt atattttata ttgttgaata
  4506121 tttgaaaaag ggtaagggga aaacatatga gaaaaaaagt catgatgtct ttaatgctaa
  4506181 tgacgtttct ttctgcggta gaaggaacga ttgttagtac agcaatccct cgtataacga
  4506241 gtgatttgtc aggcgttgaa cttgttagct gggtttacgc aatttacatg cttgccacag
  4506301 cggtttcaac tccaatatac ggaaagctag ctgatttatt tggccgtaaa aaagttttac
  4506361 ttattggagc tacaatcttt ttagtcggct ctgcactttg cggtgtcgtt acatcaatgg
  4506421 aacaattaat cttcttccgc gcacttcaag gtatcggtgc tggtgctgtt atgccgatca
  4506481 caatgacgat tattggagac ttatatagcg aagcgaaaga ccgcgcgaaa gcacaaggct
  4506541 ggatgagtgc tgtttggggc gtctcaggtg ttatcggacc attagtcggc ggatttttag
  4506601 ttgattctct ttcttggcgt tatattttct tcttaaacgt tccatttgga attatcgctt
  4506661 gcttaatgat tgcaatttat tacaaagaat ctattaagcc tgctaagcac catatcgact
  4506721 atcttggtgc aacagtattc tcactaagta tgattgctct actatacgca ttattaacag
  4506781 gtagcagtaa gcaaaactgg ggagatgtaa caattatcgg cctattaatc ttcgccgtcg
  4506841 tttcattcat tattttctta ttcatcgaga aaaaatctcc ggaaccatta attccgctag
  4506901 cacttttctc taaccgtaca ttatctacga taaatatatt aacgcttatc gctggcgcaa
  4506961 tgattattag tattacaatg taccttccaa tttggagcca aggtgtatta gggaaaaatg
  4507021 cgacagaagc cggacttatt ttaatgccaa tccctgttat gtggacattt ggtgctattt
  4507081 tctccggtaa cttagtcggc aaattaaaaa cgaaacaaat cattttactt ggagctagca
  4507141 ttttatcagt tgctacgttc ttattattta cattatcaac aaattcacca tcgttcctta
  4507201 tttatgtagc agtcggatta tttggcttag gaatgggact tgtgacaccg atttatatgg
  4507261 taacaattca agcagccgta ccagctcata cacgcggaac agccgttggt ttaaacacat
  4507321 ttattaatac atttagccaa acattaggtg cggcagtatt cggtacaatc tttaatacga
  4507381 tgattcacgc acgtggcatt aaaaaccttg atcttgtatc tggcggacac ggcggagcta
  4507441 cagcaaacgt agtaactgaa tcacaatctg cattagcatc aagtgtacac gttatttata
  4507501 tgagcacttt cgtattagca gtatgtacat taattatcgc ttggctttta ttaaagcccg
  4507561 ctacacaaac aagtgagcaa taataaagag gatgaccatt tcggtcatcc tcttttactc
  4507621 ttcattctcc acaatatgtt tcagcatgga caatttatta tcccaaaaac gttcataata
  4507681 cgagagccac tgttgtaatt cctctaatgg ttctggatgc aaacgatata tcttctctct
  4507741 tccgcttttt cttccgctta ctaaattcgc ttccgaaaga atatgaaggt gctttacaac
  4507801 cgcggtacga ctcatcggaa aatgatccgt tattttggaa atcggtaact cttgatcact
  4507861 taataaccgt attacttctc ggcgggttgg atcagcaatt gcttgaaata catcatattt
  4507921 cgctgctgat gaggacactt agccttcgac aacctttttc agtttttcat ttacaattgc
  4507981 tacccagcct ccgctcattc tgtcgcgaat aatagagctc ttcgcattcg ctttcggaag
  4508041 aatttcatca ggatgtttcc agccgccgtg aattaacgta aattctgttt tattatcccc
  4508101 taagtctttc aaatgaaatg aaacaaccca gccatctgta tcccatgaga aagataaatg
  4508161 atttggctca tcgatttcta acactttaca tggtgatggt ccaaatggtg attgcacatg
  4508221 aaattcatgt cctacctcta atacaaaatc atttggcata aaccatgagg caatcccttc
  4508281 tgcagtggat actacattcc acaccttttg aatagacgcg ttaaaaacga tcgtttgttt
  4508341 aatatcagtt aatgtatgtt gttgttccat tttcattctc ctttattcgg tctcaaatat
  4508401 aacacctttt ggtttcattt agataatata acacctttta gtttcatgtc aacgctaact
  4508461 cttttttact gttgagaaat tctcaacatt ttttcaacag gacaaacacc ctctgcgcat
  4508521 ttcctcataa tatactcaca aaggcaacaa aaaataaaaa cttctctcaa catgaaactc
  4508581 catcattcat cttgaaagaa gcgccttacg tatatcatgc gtatttcgtc tctcctcctt
  4508641 ccctcaggga cactacgcga gatataaaaa atcagaagga atatgcccac catttgagtc
  4508701 ggtagttatt tctcttctcc tcaacatttc cttaggagcg aaatgactgc cgactcactt
  4508761 ttttcaaaca aaaataaaaa ggggatgaaa gctatgttct attgcattaa ctgctctgat
  4508821 attcaccatg aaaaacatcc gaatgataaa gtattcaaaa acggttttta tattgatcca
  4508881 tttttaggtg atcgttatca ccttggtatg tgtaaagatg cccaaaatca tgagacaggg
  4508941 gatcctcttt taacgacaaa gaaattaggc gcaacccaat ctattatgaa cgtattaccg
  4509001 acacatgttg tcccaacata aagcataaaa aagagctggc tcatccagct cttttttatg
  4509061 ctttataaac gatcattgct gaaaaacaat aaatttgatt ttcgtcatcg ttaatagaaa
  4509121 caccgacttg gtacttaatg tctacaaagt tactatcatc aatctttttc aaaaaaacat
  4509181 ttacagcgtc ttctaagtct ttttcgtgac tttcatcaaa tacttttaca cgaatcatgt
  4509241 taacaccatc ctagatcgca gccctccgcc gcttgattat tgccacggtg cgtatctatg
  4509301 atgcgataaa actttccgtc ttcatatata tatccgtctt ctaacacata ttgtttacct
  4509361 tcagtataga cataaaactt acctatcata aatttactcg tatacaattc caaataatct
  4509421 ggtctaaatt tagctaccac tttatttgta atatcaattt ttattgtgcg ccccaccttc
  4509481 tctccctcct ttgcaaagaa cggatttagg tatattgtat tagcgatttt acattttatg
  4509541 cttaaaaata agtggatatg cctcctttct ccacctgtac tatttttcta aaaaaatcat
  4509601 ccataaataa aagcaaaaaa tatatatata aaaagagttt ttacttattg actcaaatat
  4509661 aattattatg gtattatata aaatttgaca ttttcattca cttatgctat cattaaagat
  4509721 ggttaccaca tatggaggtg gatgatttgt ttcaaattgg tgataaaatc gtttatccaa
  4509781 tgaacggcgc aggagtcatc gaagccattg aagagaaaga aatattagga acaatacgtc
  4509841 aatattgtgt aatacgtatc attagtaaag atatgcaagt aatgcttccg atggatcaat
  4509901 tacaaaaatc aggtattcgt tatatcgtag ataaaggtac gttagatgat atacttcttg
  4509961 aatttcaaaa cggggaatca gatacatcac tttcctggaa acaaagatat acaatgaata
  4510021 tggaaaaaat gaaaaacggc aatctacaag atagtgcaga agttgttcgg gatttacttc
  4510081 gccgcaataa agagagagct ttaaatgcga gcgaaaaaca aatgctagat aacgcccgaa
  4510141 aaatgatgtt cagaatatct tcaagataca atgaatcact aaatttaaaa tagctggccg
  4510201 ctattttttt tgtaaaaaaa gacgaagagt tttatctctt cgtccttttc tattacccac
  4510261 gtccagcttg aaacgatgga tataacgtca ttccgccatc tgcaaatagc gtaattccag
  4510321 ttacataact agcctctgac gaagcgagcc aagttgctac tgctgcaatt tcttctggtt
  4510381 ttccaatgta gcccatcggt atcatacttt ctacgtcagc acgtttttta ggatcagcaa
  4510441 acttttctgc atttatcggc gtattaattg cacctggtcc aatattattt actcgaatac
  4510501 cttttggtgc atattccatc gctaacgttt ctgtcattag tttcacaccg cccttgctgg
  4510561 ctgcataatg cacgaatagc ggccacggaa ttttctcatg aacactcgac atgttaatga
  4510621 tagatccttt aatatcgtgt tctacaaaat atttaatcgc ttcacggctt cctaaaaaag
  4510681 cacctgttaa atttgtatta attactttat tccaatcttc aagcggcatt tcatgcgacg
  4510741 gtaccgcatt ttctatccct gcattattaa tcataacgtc aagcgtacca aactctttca
  4510801 cagcagattg aatgaggttc acaacatcag attcaaccgt cacatcacct tttacagcaa
  4510861 tcgcttctcc gcctactttt ttaatttctt ctaatacatc atgcgcttct gactcccgtg
  4510921 agcgatagtt aataaccact ttcgctttct ccttggcaaa ccttactccc atcgctcttc
  4510981 caagaccagt tgctgatcct gtaataacga caacctttcc tgctaaatcg ctatacattt
  4511041 ccatacctcc tttaactttt tgctatacct agcataattc cagctgcaat aataaaaacg
  4511101 ataccgacaa cgatacccgt taattggcgt ttcgtttttc tttcacctaa tataagaatc
  4511161 ccgccaagtg tcgaaataat aattcccatt tgcgataacg agaaacttgt tgccactcca
  4511221 acacgcggct gtgaaatgaa taaaaacata tttccagctg cccaaattaa tcctggaata
  4511281 atatttcgta ttgcatattt attaaatgga tgatgtttaa aagtaagcaa aatccctcct
  4511341 aacaccatac caactgcttg tggtaacaaa gctgaccaac catctacgtt aaatagtcta
  4511401 atcactacta cataaactaa ataaccgact gttgaaatta ataaaatgat aatgcccctt
  4511461 ttaaaattcc ccgcttgctc tgcattcttt tcttcttcac tttgaagcga tgttaaaata
  4511521 acaccgataa taatacacac aagcgccaat acaccaagga cgactgatat tattgtggac
  4511581 cactcatgaa atacgatgac tccaaataaa gtcgtcgaaa ctaattgaag tcccgttgaa
  4511641 atcggcatcg ttctcgaaac gcccattaaa tcaatacttt ttaattgatt cgcctgacca
  4511701 agcgcccaaa ataagcctga cacaattcca actccgataa cagttggggt caacactggt
  4511761 ttcataaaaa tataaacaac aatcgagaaa ataagtgcgc caaacgttgt accgagcgtt
  4511821 tgactataag gccccccgcc cagttttacg ttaaatagca caatacttcc ccaaaatata
  4511881 gctggtaaaa tcgctaaaaa tatatccatc gctcattacc tttctttact aaatgtcata
  4511941 ggttatcact ctgaatcagt agagtgagct tttatttttt ctttttccct ttcacaaatc
  4512001 ttttctgcaa tagcaccaga aacattcttt tctcgctcca ctttctttat ccttacgtga
  4512061 tctaaataat cttccaaagt aagcgtaact ttatcattcg gtggattatg tgctccttga
  4512121 aatgtaagaa attgtagcgt cacttcatat ctaggaacga actcaccatt cttgccgaga
  4512181 cgctttatat tgataactga agcacattca tattggtctt ccgtcacttg tcttatcaca
  4512241 gaataatatc gatttaatag cgcactttct aaaagttgtt cattcgattc ttttgccaaa
  4512301 gaataacttg gcaaaaagga aaagatagag catatcattg ttagcattac acataatttt
  4512361 ttcataacgc cctccttgtt ctatacgtta gtgttctcaa aaacgccata aaaaaacgac
  4512421 tttccctaca taggaaagtc gttttaataa atccaatatt aaccaccgct cactggtggg
  4512481 attagtgcaa caacatcacc agattgaatc gtatcttctt catttgcata ttcttcatta
  4512541 atcgcaacca taattggttc tgtgactggt acattatatt ctcttgcaac aatatctttt
  4512601 aactctgcaa ccgtaatact ttctttctct atttgtaatt cacttcttcc tgcttcttct
  4512661 tgtaagttcg caaataacaa tactcgaatc atacttatag ctccttccca ggctctcccg
  4512721 ccggatatgg cgttttttct aattgatcgc caatccaaga gtctccatct tcccaaaact
  4512781 cctttttcca aatcggaaca atttgtttta tgcgttccat aatatattca tttgcttcat
  4512841 aagccgcttt acgatgcggc gttgaaacag ccacaacaac cgctatatca gaaatttgta
  4512901 gtgtaccgac gcggtgtgta atcgcaacgt gtgtacctgg ccatttctct ttcacttctg
  4512961 atccgatttt ctctagcatc ttttctgcca tcgttttata agcgacatat tctaagtata
  4513021 atgtacgacg ccctttcgta aactctctaa ccgttccaat aaatgttgta acagcaccac
  4513081 attcgcggcg aattactctc ttcgctacct cttcaattga gatttctgta tcaattactt
  4513141 cataatacgt atttgtcatt tcgcactcct taccgtttgt aaaaaccagt ctatgtacaa
  4513201 tttttcttct attatatgaa atactttata ttcttctcgt aagtttgcag gagcatcata
  4513261 ccacgtaata actgctacta tattctctac tttctgtaaa agttcaacgt cttccgcaga
  4513321 acgaagtaac actactttgg gatagctctc ttttttatag ccctcaatta aaattgtatc
  4513381 tacttcaaaa aactcatata agcgaataat ttcttgcaaa gaccattcct ctcttagtga
  4513441 agaaagcgaa agtaatccag caccttctac actacttacg atagcaccgg cctttcggtg
  4513501 cctttcacta tctttttgcg ctacttctgg aaaacctccg tgtccgtgat gtttaatggt
  4513561 agcaactttc atttcgcttt cagttaatac atgtacaatt ttctcaacaa gtgttgtttt
  4513621 cccgctattt tgatacccta ctatttgtaa gattgaaggg gctttgccca cggccaatca
  4513681 catccctcag cgtgctctaa caataataca gacactttca tccctgtctc aaagcctctc
  4513741 gttcctccag gcaacacaat aaaagcattc gcatctgcaa gtgaagatac cgcactcgat
  4513801 ttatctaaac cgaccggcat cgcgtgtaat gccccgtcca cgattgtcac ctttgctctt
  4513861 acaaaacgag taaacggatt tggttttgga aaatcttttt gtaaaatagc atctgctcta
  4513921 tatacgtgtg gttccttcgc atacaaataa gtttttataa ccggatgcac aaataactca
  4513981 aatcctacat aacaagctga cggattccct gataaaccga aaagtaactt tccatccact
  4514041 tcagctactg tcgttacact gcccggtctc atcgctattt tattaaagag tacattcgcc
  4514101 tgtaaccttt cataaatagc cggtaagtag tcataatctc ctaccgacac accgcctgtc
  4514161 gtaattaaaa tatccacctc ttctatcgcc gattgaacgg ctgtaaaaca tgcatctaac
  4514221 tcgtcggcaa gttgaccata ataacggact ttacccccag ctttcataat ttgggcggca
  4514281 atcatataag agttactatt tctaattttc cccggctgta atgactcatg tacttctaac
  4514341 aattcacttc ctgtcgtcac aataccaaca actggctgtt ttacaacctt cacattactg
  4514401 tatccaaacg tcgctaataa ggccgcaaca cctggattga ttacagcacc tttcttaacg
  4514461 agaacttgat tttgttttat atcttctcct ttaaatgaca cattgtcgcc actatgaaaa
  4514521 ggacgcttta acttcatata tgtttttccg ttcttctcaa aaccttccgt caattctagc
  4514581 attacgactg cattacaatc tgctggaata gctgctcctg tcataatacg aaccgcctga
  4514641 aaagatccta cttcttctgt aaaaacagat ccagccccga tttcccctat tacttcaaac
  4514701 tcaattgcat tctcttgatt tgcttctttc gtatcttctg ctcgaattgc gaaaccatcg
  4514761 taaggagaac gatcaaaatg aggaacgtca tgatcagaga caacatcctc cccaagaatt
  4514821 ctcccgtaac tttccgtaat agaaacctct tctacttcac caattttcgc atattccatt
  4514881 actctctcta ctgcctcagc aacttgaatc ggaattcgtt tttctaccat cgtttctcac
  4514941 cccatatttg caattttttt tatctcgatt aaactttata tattgaataa aaattacttc
  4515001 aaggaggaat tccatgtctt cattcacaca ctttaatgac caaggacgcg cgaagatggt
  4515061 tgatataagc gacaaaaaag caaccgttcg aacagcaatt gcgtgctcta gcattgtcgt
  4515121 tacgaaagaa atttacgata aaatctctca taatgaaatc gggaaaggtg acgtattagc
  4515181 agttgcacaa atcgctggta ttatggctgc gaaacgcact tctgatatta tcccaatgtg
  4515241 tcatccttta ttattaaaag gtgttgacgt ttctttcgat tggaaacaat ccgatgaaca
  4515301 atatcgatta cttattgaag taaaagttaa aacagaaggt agtaccggtg ttgaaatgga
  4515361 agctttaaca gctgcttccg ctactgccct tactgtgtat gatatgtgta aagctgttga
  4515421 taaaggtatg attattggcg aaacgtactt acttgaaaaa acaggtggaa aaagtggaga
  4515481 ttatacgaga aagtcttgat cttctctctg ttgaacctaa agggtttctc tttaggttca
  4515541 acctatgtat cttgtatata aacgttttgc tacatttata tcattcgtcc catgaataaa
  4515601 cgccctacca tctgtaaata aaacaaaacg aaattcctct accagaaacg atactaaata
  4515661 cggagtagct tttacatcca cacttctttg taagcgcttt ttaatttctt ctaaattaaa
  4515721 ttcatttcgc acacctggac ggatttgtac tgtattccgg ccacataaca cttctgtttt
  4515781 cgtttgtgct tcaaaagtta aactcggata tgtacgtaac cttccgcaag ataaacacgt
  4515841 gtcttttttc tgtctattca ctttaaatgc catctgttga ttattccaaa gatcaaacga
  4515901 taacatcgtt tcacgaagtg cctcaaagtc ttctactaat attttcaacg cttctgttat
  4515961 ttgatgcgca actactaatt gcaccgccgg ctgtataata ccagccgtat cacatgttgc
  4516021 tccgcttgct ggatgctcca ttaaacagcg gaaacacggt gttttccctg gtacaattgt
  4516081 atacgttact ccgtagcttc cgacacaacc accatatatc cacggaatat tatacttttg
  4516141 tgaaatatca ttaataagaa gacgcgtttc aaaattatct gtcgcatcta atattaaatc
  4516201 tacatccttc actagctctt ccatttcctg cactgttaca tcagtcacaa ccggatttat
  4516261 ttccacctca gaattaattg cttttaaata ctctgccgct gctaccgcct tcggtttata
  4516321 ctgctttgcg tcttcttctg tatataattg ttgcctttgt aaattactcc actctacata
  4516381 atcacgatcc gcaattgtta tttttccaac acctgctcta acaatcgctt ctgcatttgc
  4516441 tgcaccaaga gctccagcac caataataag cacatgcttc tctctaattt ttctctgtcc
  4516501 ttcttctcca acaccagaaa ataatatttg ccttgaatat cgctcctgca tacgatagcc
  4516561 tcccttctta tcctcctata taagacattt caattttcgg acgatttttc gcactttctt
  4516621 ctgtccgttc atccgaatac ctatcttttc tattcatcca tacatcttgt ataacgctta
  4516681 atagctcatc atctgaaagc tttgctctaa gaagttccct tatgtcgaga ccttctgtcg
  4516741 caaacaaaca agtataaaac tttccatctg ccgaaattct cgctctcgta caagaagaac
  4516801 aaaatgactc agacacagaa gtaataaaac cgacttcaac atttgttcca acgtaacgat
  4516861 atcacttcgc aacttcacca aaataatgcg cttcagctgg ctcaagcgga tacacgcgat
  4516921 gaatcatctc aattaactct cgcttcgtaa caacttgatc aaagttccat ccatttgtac
  4516981 taccaacatc cataaactca atgaacctaa gtgggattcc ttgctcttta aaatacgcag
  4517041 ccatcggaag tacttgatga tcgttcatcc cttttttcac aaccatgttt acctttacat
  4517101 caagtccggc ttcttttgca gccataatcc cctttataac aggtttcgta ttaatattcc
  4517161 ggccattaat agccttaaat acatcatcat ctattgcatc caagctaaca tttactctat
  4517221 gtaatccagc ttcttttaat actttcgctt gctttgttaa atgaattgca ttggtcgtta
  4517281 accctatatc taatagcccg tcaattttca cgagacgtgc aataagtttt gctaaatctt
  4517341 tacgaagtag tggctcgcca ccagtaagtc taatttttcg tacaccgatg ctaacaaata
  4517401 gttttgctac acgctcaatt tcatcaaacg tcagtaaaaa ctcatctttc aaaaaagcat
  4517461 aatctggccc aaacacttcc gctggcatac aatatgtaca tctaaaattg caacgatcaa
  4517521 tgacagatat gcgtaaatct tgaagtgggc gtccaaaaaa aatctgtaac catctcctgc
  4517581 atcgccaccc tccctttctg ccaaatttct ctcttttcat tctattataa tatattttcg
  4517641 aactgcgatg tttttactca tgtgaataaa gtaaaacttt cctaatcaat gagactacat
  4517701 acaaataagg agataaaaaa accttgaagc ataaaagccc caaggttttc ttcttattaa
  4517761 ctcaatctaa taatcgttaa agtagctcct ggcgttgccg tagataatgt agccaacgca
  4517821 actactccaa atagttgtaa gctaacggca gctccagcag gcaagctagc aattattgtt
  4517881 gcactaaatg aaccagtagc cactgtcggg gagtttatcg ttcccgcaag cggactgcca
  4517941 tttacagtta tacgggaact tacaagtaag cctgctgtta aattaattgt ataggctata
  4518001 taataattcc ctgcattcgc aactgtaaat acagtattcc caccactaac agttattccc
  4518061 ggtccaatat tttgattgtt tggtaacgga atattcgtgc cacctaacaa aacagaaata
  4518121 acacttcctg atgtattatt cgcaaacgcg tacgttgcag ttgtactaac cccggtcgct
  4518181 cctgttggac cggtatctcc tgttactccc gtatttcctg ttgttccggt gctgccggtc
  4518241 ggacctgtgc ttcctgttgc tcccgttgct ccggtgcttc cggttggacc tgtgtttccc
  4518301 gtcactcccg ttgctccggt gcttcctgtt ggacccgtac ttcccgttgg acctgtttct
  4518361 cctgttgaac ccgtgtttcc tgttacccca gtacttcctg ttgctcccgt ttctcctgtt
  4518421 gctcccgtgt ttcctgttgg acccgtactt cctgtcactc ccgtttctcc tgttggaccc
  4518481 gtacttcctg tcactcccgt ttctcctgtt ggaccggtat ttcccgtcgc tcccgtattt
  4518541 cctgttggac ctgtttctcc tgttgctccc gtatttccgg ttaccccggt gcttcctgtt
  4518601 ggacccgtat ttcctgttac cccagtgctt cctgttgccc ctgtacttcc tgttcctccc
  4518661 gtttctcctg ttggacccgt gtttcccgtt gctcccgtac ttcccgttgg acctgtttct
  4518721 cctgttactc ccgtacttcc tgttaccccg gtgcttcctg ttgcccctgt acttcctgtt
  4518781 accccagtac ttcctgttcc tcccgtttct cctgttggac ccgtacttcc tgttacccca
  4518841 gtacttcctg ttactcccgt acttcctgtt accccggtgc ttcctgttac cccagtactt
  4518901 cctgttgctc ccgtgtttcc cgttgaacct gtgcttcctg ttcctcccgt gtttcccgtt
  4518961 ggacccgtac ttcctgttat cccggcgctt cccgttgctc ccgtttctcc cgttggaccc
  4519021 gtgtttcccg ttgctcccgt acttcccgtt atccctgtca ttccagttgg aactggagga
  4519081 aaagtagggc caactagatc tgacaatatc ttgaaattag aatttaatgg actttttatt
  4519141 ttggatttac caccatttcc ttccactact ttcaccacct tgaaaggtaa agtacagcta
  4519201 taaaatatat ttcatataaa aacgcacctt ctacttaaat tgtattttct aacaacgtca
  4519261 ccaatactac ttttaaaaca attactcctg tttttatgta acatacgctc tttttccaaa
  4519321 taaagactcc cctaatttct taagggagtc ccgccgttga atccatatta tctgtattcg
  4519381 ggacagcttg tgctataccc gatgtattta cactttgccc catatttgtt cctgttacag
  4519441 taccagcagg agtgcctctt gtatatgttg tcgtcaccga atctccaggc tgtaaacaaa
  4519501 gttttgtctc cgtccctatt actgtaacaa cgtcgatcca agtgcatccc atcgaaccac
  4519561 tatacgattt cgtagcagta aatgaagtat cactcaaatt atcaccggta aatatattcc
  4519621 cagtgttatt cacaataaca aactctttta tatgagcagg cataatcaca ctctaccttt
  4519681 cctctatgaa cctaatgtac gtgtactcgt tgctaatggt ggaagaaata ctgatgttct
  4519741 aatcaccgct tctggctgtc tttttccatt taaaaagata gccgcactcg atcccccagc
  4519801 acctgcatat acttttgcta cagctaaagg tgagatatca taacaatcgc cgacattaac
  4519861 agcccctgta ttatttataa tttttacttt ccgcaagtta atccccattt acctatcccc
  4519921 cttttgtaca ctgtatgcaa aagaaaaaaa cttgaaacaa acacgtttca agttttttaa
  4519981 actacttatt taatttctcc ttcatattga agcataccgc caaccatgtt cactgtttta
  4520041 aagccttgct catttaaata atggcataca ttttcactgc gcattcccga gcgacaaata
  4520101 aagatatatt cattctcttt atcaaagaaa tctactttat ttgggatatc ccccatttta
  4520161 atatgtacag cttctggaat tttccctgtt gctacttctt catcttctct tacgtctact
  4520221 aaaaataacg tttctccgtt ttctaaacgc tcttgcactt cttctgtagt aattgttttc
  4520281 acttctgtca tatttcgttc ctccttatat acaataaaaa cctttagttt cttccttgaa
  4520341 taatcattcc tcatcaattt tagcatgcga aagaaagaac gcaaagaacg gagaatttat
  4520401 ttctcaattt tctcgcaaaa cttattcttt acaaacataa ctcgtgcatt gtatcctcaa
  4520461 tatacttgtt ttatgaaggg agtcgattaa aatgacactt tttcttttca ttatgagcat
  4520521 tgtgttctta ctcgctgcaa ttattgcact tagtatgaaa aataataaaa agataaaatc
  4520581 accacaagaa atgtcattct tatttctatt acttagtatt gcattcttcg gtatagcaat
  4520641 tgccacatat attttccgcc tacaaatcat gtaaaaaaag gtgcctacta catacattgc
  4520701 acctttttca catcatttat tttctacaca aagctagata ctttccgatt taaaaactca
  4520761 tacactttct tttcaaataa atgaatatca aatactcccg ccatatgccc atttatactt
  4520821 tctatctcat atacttctgc atacttccct tgtttttgca ataggtctac cattttataa
  4520881 ttataacgtg acggctgaag caaatcttgt ttacacggaa tcataagtac atttgcttct
  4520941 acattagaca gcgcctcttc taaagacgaa aatccatgcg caatgtcatg taataaaact
  4521001 gctttcgcag tgtacatcca cgaatttgca tctactaact ctatacttct atatgtcaat
  4521061 ttgtttatct ctttctcaaa tgatgttaat gaagaaacct tttcatacgg ttccacttct
  4521121 atactattac gagggtaggt tgtttcataa aaatgctcat caaacgcgtt cataaacatc
  4521181 attctatttg ctaactgaag ccccttcatt ggctgctctt ctccatattt cccgcccttc
  4521241 caactcggat ccagccggat agcctcaatt gcattttgcg ctacatttac cgacgtaata
  4521301 attggatttt gtgggttcgt aataacacca atcatccgct ctaccatatg agggtaatga
  4521361 acagcccatt gctgcgcaat catcccgcca gctgatggtc ccattacagc gtgtaacctt
  4521421 gcgattccca tatcttttat taactcgcat tgcatacgag ctacatcaag aaatgtaaaa
  4521481 accggaaaat ccatcgcata ttcatctcca gttttcggat taattgattt cggccccgtt
  4521541 gtaattacat gagggttctt cacctgcaca ttacaaagat tatcagtgca tataacaaag
  4521601 tattgatttg tatcaattgc ttttcccggt ccaattaaac catcccacca gccagactcc
  4521661 tcatcatgcg ctgtatattt tcctgccgcg tgactagttg cactaaaata atgacaaatc
  4521721 aaaatcacat tggatctctc tctatttaaa gtaccatacg tctcataccc catttgaaca
  4521781 ggaattgtcc taccattttc aaatgtatac tcctttaaaa taaacttctc cttttttaca
  4521841 atttgcacag actcgccctc ttctcgtcat agtatgaact gcttactaaa agattttttc
  4521901 tatgcaaacc aatctcctcc ttcttttcat aaataaatga ataatataca aaattagcca
  4521961 caaaatagca ctatattaca caatcaaaga gggcatacat atgatttgga attggctacg
  4522021 taagaaaaaa aaattaaata caacagagaa aaacgaaaca gataattcgg agcaaaaacc
  4522081 taacaatcaa gaggatgaca acaaagaaca gactagaagt acgaaacata ataaaagtaa
  4522141 caatagcgag caaaaaaaag aggaacacaa ggaatcttct caagataagc agcaaaatca
  4522201 atcgaatcaa aatcagcaac aaagtgctaa acaagatgaa tcttctcagg ggcaacagaa
  4522261 tcattctaag caagacgact ccgatcaggg gcaacagcaa cactctaagc aaggcaactc
  4522321 cgatcagggg caacagcaac actctaagca aggcgactcg aatcaagggc aacagaatca
  4522381 ttctaagcag aacgactccg atcaggggca acagcaacac tctaaacaag atgaatcttc
  4522441 tcaagagcaa cagaatcatt ctaagcaaga cgactccgat caggggcaac agcaacactc
  4522501 taaacaagat gaatcttctc aagagcaaca gaatcattct aagcaagacg actccgatca
  4522561 ggggcaacag caacactcta aacaagatga atcttctcaa gagcaacaga atcattctaa
  4522621 gcaagacgac tccgatcagg atgattcatt ccaggatacg cagcaaagct ccaagcaaga
  4522681 tgatttagca caagataaac agcaacactc taaacaagac aactcagatc aggataagca
  4522741 acaaaattct aaaggtaata gtatttatga tttttcgaaa ccagaaaaag atcgtattca
  4522801 ttctttacaa gatttaatag agaaactgaa aaagtctagt gattttgtga attatcatac
  4522861 atctgacgat gaaacgatgc cttattggat ttcttactat cgtccttcac ttgatggtga
  4522921 gaaattgcaa aagtatttaa tgcctactct tttagaacga cctaacgcat cactagaaga
  4522981 gctgaaggaa catattccaa tgagcggcat tacaattaca aacgatttac aaaaaattga
  4523041 ggacatggtt ttaaagggac atgcgattgt tcaagtaaat caacaagatc aaaaatgtat
  4523101 gctcgcaaat attgcaattg ataattatcg tgcaccaact ccacctttaa acgaatcgac
  4523161 tgttattggt ccgcaagaag gttttgtaga ggacattgac acaaatatta atttagttcg
  4523221 aaaacgtctt cctgttttag atttacaaac aaaagaaatg attgtcggtg agttttccaa
  4523281 aacaaaagtt gtcatgatgt atttagacaa tctcgctgaa aaagataatg tagattttct
  4523341 cgaggaatca ttacgtgctc ttgaatatga tcaaattaat gatagtgctt atatacaaga
  4523401 attgatggga gaaaagtcga tttttcctct ttatatcaat acagaacgca ctgatagagt
  4523461 tacaaaagca ttaatcgatg gaaaaatcgc tatttttgtg gacggttctc caagtgtttt
  4523521 attaacacct gtatcctatt tcgatttttt catttcacca gaagactaca acgtctcttg
  4523581 gctatacgct acattttcaa ggattttacg ccttatcgcc gttctattct cgatatgcgc
  4523641 tacaccgtta tacgttgcag ttttaaatta tcattatgaa ctcattccaa gtgatttact
  4523701 tgaaacttta attttatcaa gggcacaagt accattccca cctttaattg aagctctctt
  4523761 tttagaactc gcaatcgact tattgagaga agctggggcg aggttaccga tgaaagttgg
  4523821 tcaaacgctc ggtattgtag gcggtatcgt aatcggacaa gcatctgtac aagctggttt
  4523881 aacgagtaat attttattaa ttatcgtcgc cttatcagca ctcgcttcct ttattacacc
  4523941 tatttataaa atggggaatg cggttcgatt actacgcttc ccgtttctca tatttgcaga
  4524001 aataggagga cttttcggga tttctcttgg gtttatcttt ttatttactc atctatttag
  4524061 acttacttcc ttacgtaaac catacgcttt gttttatcca acaagacaac aatctgttaa
  4524121 agattcttgg attcgttttc ctttaacaat gattgataca agagatgtac aagcaaggcc
  4524181 acagcatgta aaaaaatcag caaaaggaat ttcaacaaaa catagatcgg actttgatga
  4524241 ttaagaaatg aggtgcattc gatgagtaaa gttcaagaaa aatatcaaat atctcctatc
  4524301 ttcgttttct tcttaattca cggtgcacag tttggagctg gcgttctcgg cttcgctaga
  4524361 atcatcgcaa aggccgctgg atacgacgga tggatgggcg ttctaatcac aggactctgt
  4524421 atccatctcc ttatatggat gatgtatttt ttattaaaag aaacaaatgg aaatttaatt
  4524481 gatttacaaa ggcaaacgtt tggaaagtgg atagggaatg tctttaatat catttttgca
  4524541 gcttattttt taatcgttag tatttccgtt attcgaacgt atgtcgaaat tattcaagta
  4524601 tggatgtttc ctaccgcttc cacctttatg ttaacactct ttttgtgctt agttagctat
  4524661 tacattatct cttctggatt tcgtgtcatt actggcattt gtgtcatctc tgtcggtggt
  4524721 acaattgggt atttgtttct gagcctattt gttttgaaat actcacattg ggacaactta
  4524781 ctccctatat ttacacattc tttttcagac attttaaaat ccgctcaact gtcaatctac
  4524841 agtatgaccg gttttgagat ttacctcatg gtgtatccat ttgttaaaaa gcctatgcaa
  4524901 tctcataaat acgctcagct tggagcacta ttttcaaatc ttctatatct atttagcacc
  4524961 cttttagcct ttgcattttt tagtgaaaaa caattgttaa aaacgatatg ggcccaactt
  4525021 tctatgaccc aagtcattca attaccattt atagaaagac tcgaatatat cgcaatttca
  4525081 ggctatgcac tcgttattat ttcaagtttt atcctccctt tatgggcgtc aatgagagca
  4525141 acgcatgaaa tattccgtgt aaaacaaaga ggtattttga tcgcttttat cattatcact
  4525201 ctcattattt cgcaactttt aacaaacaga caagatatta ataactttat tagtaatgca
  4525261 tcgaaagtta gtttttggct catttacgta tacatcccaa tcctatttat tattgtgtgg
  4525321 gtgaaaagaa aatggaaaaa atcaaaagca aattaatact tatttcttgt atagctcttt
  4525381 ttagtttaac tggatgttta caaaaaaata ttatcgatga tgtacaactg attcaaggaa
  4525441 ccgtttttga tacagcaaag gataataaag taaaagtaac attcgtttgt cccattcaga
  4525501 aaaaaggaaa taaagttcaa gtttttgaag gaactgcaaa tgcggtaaaa caagtaaaag
  4525561 cagacacatc gttagaatct tctcaacctt ttgctagtgg gcaaatgcgt gtcgctttat
  4525621 atacgataag acttgcaaaa aaaggaatgt ctacttcatt cgatacatta cttcgagatg
  4525681 tgaatatagg gaacgcttta tatgcagctt tattagatgg gaatggtact gaacttttaa
  4525741 aaggcaaata ttcgacttca tacaacgttg caatttatat aaaaaaattg ctagaacata
  4525801 atatggagac cggaccttta ccagcggata atctacatat aggagcattt cgctattatc
  4525861 aagaggggca agactactat attccaattt taaaaaaaca tggggataaa ataaaaatta
  4525921 ccggtattgg tctttttaaa aaggacaaat atatcggtaa aattgcggaa aaagatatgt
  4525981 tcatctttaa aggactatta gagaaacata aattagattc acatgaattt aaaacagatt
  4526041 ctgcgtacgt aatgattaat aatattcgtt ctgttccaac ttacgatata aaaattaaaa
  4526101 acgggaagcc ttcctttttc attcacgtcc gtcttgatgc acgtattcaa gaactatcaa
  4526161 aacaaattaa cttagaaaat aacaagaaca caaaaaacat tgaaaaagat gtccaaaaac
  4526221 aattagataa acaagctgct aagttaatta agcaccttaa atctttaggc gtcgatcctc
  4526281 ttgggctagg agctaaatat aaacaacatt atcgcccatt caaattagaa gaatggagac
  4526341 aattgtacaa agatgttcca gttactataa aatacaccgt aaatattaca aattctggtg
  4526401 tgattgaatg agaaatgatt gaactcctct ccccggcatg atacaacgga aagaggagtt
  4526461 tttattttag atagagagag aagatattta tgggggagct tatgtctaaa aaattagtaa
  4526521 agcctatttt aaatggtatt ttatttctcg gcgtcttttt atttgctcat acatatttaa
  4526581 aaaatgtttc cttcacacgt tatttacttg tcgttatacc aatgttgctc gttggtatgt
  4526641 ttggcatcga tcttatttta tctattttaa taaaaaaaga agaatagcga acagggctgt
  4526701 cccaaaagta ttccgggatg gctttctttt attaatggat tatgttttgt cgtttaatcg
  4526761 atataatatt tccctacctt aaccaaaaga tgaaactttt aaacagtccc ttttcatttc
  4526821 ataatcagct tatgttacaa tgagattcgg cacaaagcga gaaaggatga atcaacatga
  4526881 caaacgaaaa aggtttagat aaagggtacg aacttgttgc aaaaatgcat gaagtattcg
  4526941 gacatcctgt gacaaatact ccaacaaaat taacagaaga acgtgcaaaa atccgtgcga
  4527001 gttttatgca agaagagcta gaagaatttc tagaagcaac gactgttgaa gatcaatacg
  4527061 atgcactaat tgatcttatt tactttgcat tcggcacgtt tgccgaaatg ggcgtacgtc
  4527121 ctgataaagg attcgaaatt gtaaataatg caaacatggc aaaactattc ccagacggga
  4527181 aacctcgatt ccgcgaaggt gacgggaaaa ttctaaaacc tgaaggctgg caagcaccag
  4527241 aaccacaact tcgtgctgaa atcgaacgtc aacgccaaga agctgaaaaa aactgctagg
  4527301 aactcctagc agttttttat tatgtctttt ttcctgtggt gtattaatga cccacgtgtc
  4527361 cagcgtgccc tgctgctcca ctaatactag ccgctcctgc cgctgccccc gctgcccctg
  4527421 ctccaattcc acctgcccaa ggtgaagatt gttgttgata ttgttgatat tgttggtgct
  4527481 gttggtgctg ttgactgtgt tgaccgtggt ggccttgatg accgtggtga ccgtgatgat
  4527541 catggtggcc ttggtgacct tgatgagttt gataaagaat agcctgtgga tgtatatgat
  4527601 gatggccgtg gtgatgtact tgttgttgat gatgcccatg atgaccgtgg tgaccttggt
  4527661 gatgatgatg cccatgatga ccgtggtgac cttggtgatg atggtggcct tgatgaccat
  4527721 ggtgaccttg gtgaccttga tggtggtgat gtccatgatg accatgaata acttgcggaa
  4527781 aaccacctat tcctccagct acaactccta ctcctggtac tggaaatcct gtctgtacgc
  4527841 cagctactga cgttggaaag cctcctgtta ctgtaggcat tccagcccct gatgtcgaaa
  4527901 agccccccat tgatgtaggc attcctgttt gtacgccagc tactgatgtt gaaaaccctc
  4527961 caggtgatcc acccatccag ctcggaattc cgccatatcc ttgttgacca gctccaccca
  4528021 ttaacatcat ttgttcataa ctatccgatc cacctccgaa aaaaccgtgt ggtgcattat
  4528081 tgtccatccc tttcattcct ttcacctctt ctactcaatt tagcctacct tttttatcat
  4528141 atttcatata aaaaaatagg tgtttgtctg tattggaatt ccgcttcttt tcttcaacga
  4528201 atgaatcgaa tgaaagtatg cagaaagtat ttaacgcgaa cggttttata cgtagtggaa
  4528261 tagttgaaaa tttagatgaa gctgatccag aaattatttt ctacacaaaa aagctcagag
  4528321 cataaatact ctgagctttt atttagaatg aattagtttg caacaacgtt aacaagtttt
  4528381 ccaggaacta caattacttt acgaactgtt tttccttcga tttggtcttg aattgcttca
  4528441 agtgcaagtt tttccatttc gtcttttgat gcgtctttac tcattgttag ttttgcgcga
  4528501 actttaccca taacttgaac aacgatttca acttcatctt ctacaagttt agactcatca
  4528561 aatgttggcc agcttgcata tgtgattgtt tcattgtatc caagtttgct ccatagctct
  4528621 tccccgatgt gaggtgcaac tggtgcaatc atttttacga aaccttctac atattctttc
  4528681 ggaagtgttt cagctttgta tgcatcgttg atgaacacca tcatttgaga aatcgctgtg
  4528741 ttgaagcgaa gctctgcata gtcttctgtt actttcttga ctgtttggtg gtaagctttt
  4528801 tcaagatctt tatttggtgc atcagtaatt ttctcactta attcaccgtt atcttgaacg
  4528861 aataggcgcc atacgcgatc taggaaacga cgtgctccat caagaccatt ttcagaccaa
  4528921 gcgattgaag catctaatgg tcccatgaac atttcgtata gacgaagtgt atctgcaccg
  4528981 tggcttgcta cgatatcatc agggtttaca acgttacctt ttgatttact cattttctcg
  4529041 ttgttttcac ctagaatcat accttggttg aataattgtt ggaacggctc tttcgttgga
  4529101 actacaccga tatcgtataa tactttatgc cagaaacgag catatagtaa gtgaagtaca
  4529161 gcgtgttctg caccaccgat ataaatatca actggaagcc attgttttac tttttcagga
  4529221 tctacaagtg cttcgctgtt gtttggatcg atgtaacgta ggtaatacca gcagctacca
  4529281 gcccattgcg gcattgtatt tgtttcacga cgaccttttt taccagtctc aggatcaaca
  4529341 acatttaccc actcgtcaat gttagcaagt ggtgattcac ctgtacctga aggacggatg
  4529401 ttttctgttt tcggaagaac taatggtaat tcttcttctt tcacagctgt cattgtgcca
  4529461 tcttcccagt gaattactgg aattggctca ccccagtaac gttgacggct gaataaccag
  4529521 tcacgtagac ggtatgttac tttttgattt cctgcgctcg ttacttcaag ccattcaatc
  4529581 atttttgcga ttgcttcttc tttatttaaa ccatcaagga atgctgagtt tacgtgagca
  4529641 ccatcacctg tgtatgcttc tttcgtaata tctccacctt ttacaacttc cttcattgga
  4529701 agattgaacg ttgatgcaaa ttcatagtca cgctcatcgt gagctggaac cgccattaca
  4529761 gcacctgttc cgtaagttgc aagaacgtaa tcagcgatcc agattggtaa tttctcacca
  4529821 tttactgggt taactgcata agcaccagtg aatacaccag ttttctcttt cgcaagttct
  4529881 gtacgctcta gatcactctt catttttaca gaattaatgt aagcttctac agcttctttt
  4529941 tgatcagcag ttgtaatgtc agcaacaagc gcatgttccg gagcaagtac acagtagctt
  4530001 gcaccaaata gtgtatcagg gcgcgttgtg aaaactgtga acttctcatc tgtaccgtcg
  4530061 atgttgaagt gtacttctgc accttcagaa cgaccgatcc agttacgttg catatctttt
  4530121 aagctttctg gccaatcaag ctcgtctaga tcttctaata gacgatctcc gtaagctgta
  4530181 atttttaaca tccactgtct catcggacga cgctcaactg gatgtccacc gcgctcactc
  4530241 ttaccgtcaa tgatttcttc gtttgcaagt actgtaccaa gtgctgggca ccagtttaca
  4530301 ggtacttcat caacgtaagc taagcctttt tcaaatagtt ttaggaagat ccattgtgtc
  4530361 cacttgtagt agtttggatc tgttgtattt acttcacggt cccaatcgta agagaaacct
  4530421 aatgatttaa tttggttacg gaacgtatta atattatgct ctgtaaattc agccgggctg
  4530481 tttccagtat caagtgcata ttgctctgct ggaagaccga atgcatccca tcccattgga
  4530541 tgaagaacgt tatacccttg catacgcttc atacgagata aaatatccgt tgctgtataa
  4530601 ccttctggat gtcctacgtg taggcctgca cctgatggat atgggaacat atctagtgca
  4530661 taaaattttg gtttttctgt ctcatctggc gtacggaatg ttttattctc ttcccagtac
  4530721 ccttgccact tcttctcaat ttcttgatga ttaaagctca tgagataccc tccttaaaat
  4530781 tctatttatt ttcaccgccc aaaatacaaa aaacctctca tccctagaaa gggacgagag
  4530841 gttatagatt cccgcggtac caccctaaat taatgtacaa aaaatataca ttcgcttaga
  4530901 tccgtaacgt ggattaacgg caattgctac tattagtttc acaactgcaa ctcaaaggcg
  4530961 agttcataac gaaacgtgga ttgacttgca ccgaccgtca actctctaaa ccagcttcta
  4531021 ttactactac tccttctcac tgttattaca aatatgagtt aagtgaacta cctccgcctc
  4531081 gtatctcata agagcttact taaagcaggg cttctcggtt aatcgttact cttattaact
  4531141 aacgaattcg tcttaagaca cccgagctat ctcccttgtt ccaaaggttg ttttatttaa
  4531201 atatattcta aaacatgtta acatgttccg tcaaactaaa ctgcaatttt ttcttcaact
  4531261 gtttcttcta cttttactcg tttatcataa atgctcgttg cgataagcgc tactacaagc
  4531321 attaccatga ttgttataaa caatacttcc atattatata aatcaacaat tgctccgcca
  4531381 acgaccggcc cgaacatttt tcctacagtc gccgcactat ttacaacacc ttgataaaac
  4531441 cctaacttat cttttggcgc aagtatattt gcaatcgttg gaactgccgg ccatacaaat
  4531501 aattcaccaa ttgttaatgt taccatcgca acgaggaaca tcgtaaattg ctgcgcttga
  4531561 cttaatacaa tgaatgacac tgcaaaaata agaataccaa tcataatttg ttgttttaaa
  4531621 gaacgcttca tccagcgaat taacatacta actagcggct gggcacaaac aatcatcgct
  4531681 ccgtttatcg tccataataa actatagtga cgaagactaa tatttaactc ttgcatatgt
  4531741 gttgcaatcg ccccttgcca ctgtacgtat gtaacccagc ataaagcata tgctacacat
  4531801 acgataagaa gtgctttgaa tccaggtgta agcgaccaac cttttttcgc ttcaacttct
  4531861 ttttgcactc ctggctcttt cttgtcttcc ataccacgga atccaataaa agcaattaag
  4531921 aagaatacaa agtataaaat aaagtttgct aaaaaaatat aatcaaaacg atacgatgca
  4531981 actaatccac cacacgctgt tccaatcgca ataccaacgt tttgtccaac atacatcgca
  4532041 ttaaatgctc gtcttccgcc ctctggccaa accgtaccta ccatcgcata catcgatggg
  4532101 aagaccattc cagaaccaaa gccgattaac gctagccaaa caacatataa cggccaaccg
  4532161 tggaagaaca caagacctaa aatcgataca agtgtaatca caatccctac taaagttgat
  4532221 ttataaccgc cccatttatc aaataaaaca ccgccgagca agtttccgat tacaccagta
  4532281 agcgagttga tcattaatac cattccggcc acagataaag attttcctag gtgatcatgc
  4532341 aaataaattg tattaaaagg ccataaaaaa gaagcacccg tgacattaat aatcatccca
  4532401 gctaccaata gccatacttt ccttggcata gtctcccctc ctattctatt ttttcgttca
  4532461 tctataacag taaaattgta gtcgttttta aataggaagg caactgatta atagttgatg
  4532521 aaattcagat aatggttttg cggtaaatga aattatattg attgccactt gaaaatatat
  4532581 cagcgatttt ggaaatatat cggcgcaact cgaaatatat cagctattat caaattatat
  4532641 cggcgcaact tgcaatatat cagcgattat tagaatatat cgacttaccg acaaaaaacg
  4532701 acaacaataa caatatataa agaggctgca tgaacttcat gcagcctctt tatatattac
  4532761 ccaacttctt tttctcgctt tgcacgttct ttagcacttc atttaaacaa cttatctagt
  4532821 agagagtata ttctcccaga ctctttcgtt aataacggtc ctaacgatgc taatattaaa
  4532881 acgtacagtg cagagaacgg tttaatcgct gccattaagc cacccgcaat cccgatattt
  4532941 gctacaataa tggagaactc tccgcgtgat acgagtgtta agcctatatt cgtagaagcc
  4533001 ttatgggata acccggcttt actccccgca atcattccag cagtaaaatt accgatgata
  4533061 gtaatgaaaa ctgctcctaa tgccaaccat actgcgcctc caagcgaaaa cggatctata
  4533121 cttaaaccga agctgaaaaa gaatatggct ccaaagaaat cacggaatgg gacgacgagc
  4533181 ttttcaattc gatcgctatg ctccgtttca gaaaagacga gtcctaataa taaagctcca
  4533241 atcgcttccg caacatgaat tgtttcggaa aatcctgcta cgaaaaataa aatagcaaat
  4533301 attacgatta tgaaaatttc gttagacgaa atatctaata ctttatttaa aaacggcgta
  4533361 gcttttctag cgattacaaa aaataggagc atatacccta ctgcaattaa caccgacgta
  4533421 agagcacctg caaatgacgt tgcccctccg agtactaatc ctgaaacgac tgataaatat
  4533481 accgctaaaa agatatcatc aaacataatg attcctaaaa tcagctccgt ctctttatta
  4533541 ccagatcttc ttaaatcaac aatgactttt gcaacaattg cacttgatga aattgtaatg
  4533601 attccagcaa taattaacgt ctctaataag gggaagccca tcacatatcc ataaagcaaa
  4533661 cctaatagga aattaagtga tatgtggaca gtccccccaa aagcaattga ttttcctgat
  4533721 ttaattaatt tttttattga gaattctaaa cctaagtaga ataggaggaa tatgacgcca
  4533781 acgcggccga ggaaggaaat aacttctccg ctttcaataa accttaaatc gataagtcct
  4533841 aaatcagggg catgcggccc cactaacata ccaagaataa tgagaaacgg aataatcgaa
  4533901 aactttaact ttgcagcgag gatagctgca aaagctacta atactaacgc agttccaact
  4533961 tcaaagatta aagtatccat cgattatgaa tcacctcctg ctgaaagcaa ttcattaata
  4534021 attcttttca cttcatgtct cgcgcccgat aacacaagca tatcgccagc ttcaataata
  4534081 gagtctggtc ctggattaaa gaatttcttc atattctttt ttaaaatagc aataatcgtt
  4534141 acgttatatg tttttctgac atgtaagcta ccaattgttt tttgtacgac tggtgcatga
  4534201 ttttccacct taaaccattc aattgataat ccttcaaaag ccatttcaat cgtatctaat
  4534261 gcttgtggtc tatataccat tccgcccaat atagctgcaa tttgtctcgc ttccgaatca
  4534321 cgaagagaaa tacttgaaat actttcatca tgatctgcat caaaatgata catttctctt
  4534381 cggccatcat cgtgaataac aataaccagc ttttcattgc cttttgtaat tacttcaaat
  4534441 ttacatccaa tgcccggtaa ttcactctct cgaatattca tattcccgcc tcctaaagtt
  4534501 ttttagttac ggcttttaca aatcaacatc aatctctgtt ttaaattctt catcttttga
  4534561 gattcctaaa tacttgagcg tctctgatgg cgttgcgtga tgaaaatgct tttgcaatag
  4534621 tgcaatcgct atccctcttt tgtatgcatg aaatccaaac gtttttctca ttgagtttgt
  4534681 tccgatttta ccaacaatcc caaccgcttc agcagcatta tgaattacac gatacgcttg
  4534741 ttgacgcgta attgaatttg tcgttttatt agattgaaat acgtagtttt ctcttttcac
  4534801 atcaatagat tgtacatact ctaaaagtgc ttcttttact tttgtattta aataaatatc
  4534861 ttgtttaaac ttttcatcct tcacaggaag agaataaaac tctttaacag ttccatcttc
  4534921 atgtaataca tcttcaaatt tcatactaag tagctcagta atttttaatc ctgtgttaat
  4534981 tccaataaca aataaaagat aatctcgctg cgagtgctct tttaaatact ttttcatcgc
  4535041 ctcaatttgg cttatatctt ttaatgcctc tacaacttcc atacatgtat tctcctcatc
  4535101 ttatgaacgg taattttctc atcatgttgt ccattttacc ttatcacgct atgagatttc
  4535161 catgtattat ccattatttt cacaatatac ttctgtggtt tcagcaattt ttaatgtgga
  4535221 aacttacgat tatacaaatg cggtgtggtt agaaaaaaat gtggggataa aggttcaatc
  4535281 tctttttact gatcggattc ctcctttcct tatccagctg cttctacttt tatattatgt
  4535341 tacttattta cattatatta tatatttcag taacatcaaa gcgttttttt ctgaaaataa
  4535401 caaaaaccga gcagtttcgc tcggtttttt atcaatcttc tttcggaaga acaattcctt
  4535461 tatataattg aacggtaatg aagtaataaa tcgtgtaaat aactacgaaa attacaattg
  4535521 gtacccaaat acggaagtac ggatcgatta aaataaatcc aaaaatattc ataccaacta
  4535581 atacgtgagc aatacctaca attgctggga ataagaatac taagaataac tctttataaa
  4535641 tggatttcgt taataattca cggcgcacac cgattttacg aagcatttga taacgcgtaa
  4535701 tatcttttga tgcaccagaa agaattttaa acatgagaca gcttgccatc attgctaaga
  4535761 aagcaattcc aaggaagaat cccataaaca ctgttccgct tgcaacgccg tataacatgt
  4535821 cgtaagtttg atatttacta tctaatcttt cagcttttac atttttatat ttatctagct
  4535881 gcaactcgtc aagttttttc cattcttttg tatatgctaa gaaatcatct gcttttccga
  4535941 taaatgctat accttcttta ccatttacag tatcgtataa tttttgatct acaattttaa
  4536001 ttgcatgatc ttcatgtacg tagaatggct ggattgttct aaaagcctcg ttccattctt
  4536061 ctggcatttc tttagcgttc gcatcttttt cattcatttc tctagaaact gcgcctactg
  4536121 gtagttcttg tgaaaccttc tttgtattca ctaaatcctt catcgacttc atatttgtca
  4536181 tatcttttac gaaaggacga tttttttcta gatcttcttt tacataataa acgtatttat
  4536241 catcaacttt gtagcgatat tcattttttt ctttaaatgt aataccgtct aaaattttct
  4536301 tttcttcagc tgtaggatta tgaacaactg aatcataaat tactaaacca tcagacagtt
  4536361 tgatagcgtt atttttaaac gccataccac ctgaaattgc acctgctcca agcgcaacta
  4536421 acattgctac cgttgcaagc actttcgtta aactattaat acggaagttt aattgtgcaa
  4536481 atgtaaaagc gttaagtcct ttttcactac gctttttatt accttttaac tttttaataa
  4536541 taacgggaag aagtgatcca aatagcatgt aagtaccagc tgttgttgta attaatgcaa
  4536601 taaggattcc catttctctt agttttgcca tgtaaatcat tgatgcatag ccaatgccta
  4536661 ataaaataac cgcaaggaat gctattaaac ctgtcatttt tccttttacc gcaacacgtt
  4536721 ctgtttgtgc gtctgcatgt acaagttgca gtacagaaat acgtgataat ttaatactgt
  4536781 tcataattgc tgataataca aatagtgcaa agaagaagat gcacgtaaca gtcatagatg
  4536841 gcaggtaaaa tgctttatag cctttaccag caaattctaa ttgtttcatt aatagctgtc
  4536901 cgataccttc tgcaagtcct acaccaacta taataccgat cgcaagagac gcagcgccta
  4536961 atacgattgt ttcaataaac ataagtaatg taactttatg ttttttcgct cctaacatca
  4537021 tatacatacc aaactctttt tgacgaagag atagtaagaa agagttcgca tatagaatat
  4537081 agaagaacgt tataatagcc agtaaaaatg aacctgcttg gaatacaaat ccaatttggc
  4537141 caatcgtaga attttcctta aggaaggctt cgtttaacgc taacgtttgg aacatataaa
  4537201 aaattgaaat cgacatgaca agaccaacaa gtaagacgat ataatctttc agcttacttt
  4537261 ttaatcctga catggaaagt ttaaataaca tgccttagaa cctcctttct tacgcttttt
  4537321 gtgtgcctaa gtctgctagc acatctaaaa tttctttata aaactcttca cgtgtaccac
  4537381 ctcggtgaat ttctttatat agctcaccat cttgaatgaa taaaatacgc tgacagtaac
  4537441 ttgcactaaa cggatcatgt gtaaccatca taatagatac gccttgctct tgatttaagt
  4537501 ttgtcatcgc atcaagtaaa ctcgtcgcgt ttttagaatc aagcgctcct gttggctcgt
  4537561 cccctaaaat aatagctggc tcatgtacta aagcgcgcgc tgctgctgaa cgttgctttt
  4537621 gtccaccaga tacttcagat ggatactttt gaagaattgc tgaaatgcct aacatatctg
  4537681 ctactttttc tactttcggc ccaatattac gtgatggaac accttgaagt gaaagtggca
  4537741 atgcgatgtt ttcgtaaata gataagttct ctaataagtt aaagtcttgg aagatgaatc
  4537801 ctaatttttg cgagcggaaa tcagaaagct caccttgctt cattttcgta atgtccgtac
  4537861 ccgcaatttc aacaacgccg cctgttgctt tatcaagcgt tgaaattaca tttaataatg
  4537921 tcgttttacc agaaccagat ggtcccataa tgccaacaaa ctcaccctct tgaattgaga
  4537981 atgatacacc ttttaatgcg tgtgattgat tctcaccttt tttaccgtac actttttgaa
  4538041 catttttcac gtctacaact ggtttcgtca tatatatcct cctacgcttg tttttccatt
  4538101 acctattttg cgccttttgg agctgaactg ctatttgtta acattacaat taccttacac
  4538161 ttttgtaaga taaaaaaggt gtgtttgtaa gcttgacttt tactactagt gacatagtaa
  4538221 attggtaaat gaaattatat cggcgatttt tcaaatatat cgacgattct tccactttta
  4538281 tcagcgattt tcaaaatata tcggcgattc cctcactttt atcggcgatt ttcaaaatat
  4538341 atcgacttat cgacaaaagc tgacaataca aataggctgt tccacaaaag gaacagccta
  4538401 cttctctctt tatttcttta aaggtgttac cgtccagtac gtaataacac gccaaatcca
  4538461 ttctaatgga cccattttaa agattttcat ccaaattaca ctaaacacaa tttgaattgc
  4538521 ataaattgta atacacacat ataacgtctg catgtaagtt aaatttcctg caaagttaca
  4538581 tacactgcct gcaattaaaa tcattgcagt ttgtccgata taatttgtta atgccatacg
  4538641 gccataatat ttcagtggtg ctaacaatgt ttgaactagt tttaattgta gtaataaaat
  4538701 taatgctcca acatagaaag ctgaaataat aggtcccact gtaacaccaa tttttaaaaa
  4538761 ttggcttgca gcatccattg ttccgtcttc attcattagt atcatattta caaatggatc
  4538821 agcaggcacg tgtccgtatt gataccatac agctacaaca cttaaaacaa acataatacc
  4538881 tgtaaaaata gcgactttct ttatgttctg cgtgagattt tcaaatacac gatattgccc
  4538941 tgcagcaagc cctaataaaa ttaagccgag tggtaatagt tctttagcac ccattacgct
  4539001 aaaagcaatt gttaaaataa gaccaataac taagttcact tcttttttcg ctttataaaa
  4539061 cggtaaaacg attaatccgc aaattgcata taacgttaat gcttctccag gctgaaacat
  4539121 gtaatgaatc aaaccgaaaa taaatagtgc aactaagcgg cgtagaaata gaacgtatcc
  4539181 attcttccct tttgcaattg ctctagaaat aaagatatag aatcctactc caaataagaa
  4539241 tgagaaaatt gagaagaaac gaccctctac aaataagtat agaaaccttt gatagctggc
  4539301 atctactgta ttaggatttg gaattttaat gttaagtagt gcaagaatat ttactaaaat
  4539361 aattcccagt agtgcaaagc cacgaatgta atctaactca tcaattcgtt tatttgtaat
  4539421 atcatttccc ataaagcagc tccttgtata aaatttaatc ctcccttact ctactggaaa
  4539481 tgtgatttta caactatcgg taaaccttac agtaatctta cattattgtc atatagcaaa
  4539541 ataaaaccag gtcatattgc gacctggtct actctgattg tttcgatttc tgcggttgtc
  4539601 cttttttact gttacgctgt ttcacttgaa caattggatc aaattcattt gaaaactctg
  4539661 cgttatgtcc attttgcgtt ttttgctctg ggttattttg atctgaacgt ttcgccatta
  4539721 cattcactcc ttattagcgc ggtgtaataa tcatttgatg ttgcagttgg cgaattgcca
  4539781 tgcgtgctct atttaattgc tcacgttgct catcattcgc atgttgttgc atcgtttgta
  4539841 aatcgttata cgcttgttct aattgtaact gcgcatccga atactccatc gtattgtaat
  4539901 gctcttgtct catgccttgg tctaattgtt ctttcgcata ttccaccgct tgttccgctt
  4539961 gtgtaatata cgattcaagt gattgacgct ctgccataat tgtccctcct tgcttcaatt
  4540021 cccctttagt gtgtcccttc catatgaacc ttatgagtat gttataatgg attttgtttc
  4540081 attttgactc ggcttaggag ggaaagtaat gaaggttcaa aacccttttc catatacgaa
  4540141 cgacaataaa cgttatcata catggaatta ccatttacga aatgaatttg gtgaaaaaat
  4540201 ctttaaagtt tcattagatg ctggcttcga ctgcccgaac cgtgacggta cagttgctta
  4540261 tggcggttgt acattttgca gtgctgctgg atctggtgac ttcgctggcg atcgccgcga
  4540321 tgatgttata acgcaatatc atgaaatgaa agaaaaaatg cgctcaaagt ggaaagacgg
  4540381 aaaatgtatc gcttatttcc aggcgtacac aaatacacat gcaccacttg aagtgttaaa
  4540441 agaaaaattc gaaccgcttc tagctgaaaa agacgttgtt ggtctttcta tcgcgactcg
  4540501 cccagattgt ttaccggacg atgtcgttgc atatttagcg gacttaaata aacgcacata
  4540561 cctttgggtt gaactcggac tacaaactgt tcatgaacgt actgcaaacc ttattaaccg
  4540621 cgctcacgat tatccgtctt atgtggaagg tgtaaataaa ttacgcaaac atggcattcg
  4540681 agtttgctct catattatta acggtcttcc ccttgaaaat tacgacatga tgatggaaac
  4540741 agctcgcgaa gtagcgaagc ttgacataca aggaattaaa attcatttac ttcatttatt
  4540801 aaaaggaacg ccaatggtga aacaatatga aaaaggacaa ctcgagttcc tttctcttga
  4540861 ggattacgta agtcttgttg ttgatcaact tgaaattatt ccagaagacg taattgtgca
  4540921 ccgcatcaca ggtgacggtc cacctgattt aatgatcggt ccaatgtgga gcttaaataa
  4540981 atgggaagta ttaaattcca tcgatgcaga atttgtgcgc cgcggaagct ggcaaggaaa
  4541041 atatgcaaat gaggagaaac aaaaatgaaa ttagaacgtg tattaccgtt tgctcgctcg
  4541101 cttctgcaaa cggctgttaa agaaggcgat tatgctgtag atgcaacttt aggaaacggt
  4541161 catgacactt gcttcctagc tgaaatcgtt ggagatagcg gaaaagtatt tggatttgat
  4541221 attcaaaaag aagcaattga aagctcgacg acccgtttaa aagaaaaaga acttttcgaa
  4541281 cgtactgttt tagttcacga tagtcacgat acactgctat ccgtattacc agaagatgca
  4541341 aagggaaaag taacaggcgc aatcttcaac ttaggttacc ttccaggcgg agacaagcat
  4541401 atcgttacaa aaccgaactc aacaatttca gcgatcgaac aattactaga agtaatggca
  4541461 cctgaaggta tcatcgtcct tgtcatttac cacggacacc cagaaggaca agtagaacgc
  4541521 gacgctgttc tcaaatttgc cgaagaacta gaccaaaaac aagcacacgt actgcgatac
  4541581 ggcttcatta accagcaaaa taacccgcca tttattgtgg cgattgagaa acgataatat
  4541641 atcaacgatt tcttaattat atctatcgta actcgggata tatcaacgat tttttcgata
  4541701 tatcgacgat tcgacacaac atatcgactt atcgacaaaa gataacaaaa aaagacgtgc
  4541761 gctcattgca cgtctttttg ttattctcct atataatgga tatatacaat attcgaagaa
  4541821 agaaggatag aactttgcta gtagaactaa ggggaattca aaagaaatat ggcaaatcac
  4541881 ttatactaga caacattgat ttatccattc cagaaggaga agcactggct attatcggcg
  4541941 ggaacgggac tggaaaaagt actctactca aaataattgc aggttttatt tcacctacgg
  4542001 cagggacaat tcaaagaaaa gaacatatac aaatcggtta tgtacctgaa cattttcctg
  4542061 aagggattcg ttttacatta gaggattatc tataccatct cggccacatt cacggtttat
  4542121 caacaaaata tgtaaaagat aaaattccga tgcttctgga atcttttcat ttacatcatg
  4542181 caagacattc tgttgtacga aacttttcaa agggcatgaa acaaaaaaca ggtattatgc
  4542241 aagcattact tacggacgta catttattaa ttttggacga acccctttct ggactcgatc
  4542301 ctaactctca gcaagaatta gaacatattt tactctcatt aaaacaacaa ggtatatccg
  4542361 tgttatttac atgtcacgaa aaacaactat tagaaaactt cgctgataga attgtgacgt
  4542421 tagcaaatca tacaatcaca gaaaatatct ctgcacaaaa aggagcagag cgggtctata
  4542481 ttgaagcaat cgttcacgaa acattttcag cgatagaact acaaaaacaa tccggtttta
  4542541 tacacgttgc acacaattca aatcaaaacc ttattcaatt gcacatcgaa aaagaacata
  4542601 caaatgacat acttcagttt ttattacata aaaaagcatc tatcacactg ctacaaccta
  4542661 acttttaaat cgaaagaagg tttattatgt ttgctcttat tcgttatcac tttctcgact
  4542721 atacaaaatc gtataagtac gtccctccta ttgcgatgta cttcatgagc ttactttttg
  4542781 tatatgcgta taaaccgact cctattgtac cgacatattt agaaacagct ctcgcgcttt
  4542841 atttattatc tgcctggatt acagttacaa tttttcatac cgaagaccct gtacaagagc
  4542901 aaatcactat ttcacataca aataacattt ccgcattata cgttggtaaa tatattacgg
  4542961 ctcttctcat ttgtactgta ttatctttta tatccgtaat ctatcccatt attttgcaaa
  4543021 tgtttaatga gaaaatgaca gtttctttat ttctagtcgg atttctctct cacatgtctt
  4543081 tctctatact aggaatttca atcacaacat tatttactag aaatacgatt caaaaagcag
  4543141 gcactgcttg gcttagcctt acatttatat tgcttataac gattgcatct atccggttta
  4543201 aaaaagagtt cttatggttt ttaccacctg tcgaaagctt tctaatgctt ggacaataca
  4543261 aatataatat actgcctcac acgctatggc tcacagcatg ggctatcgta tattcatttt
  4543321 tattatttac cttatttctt tttatcgttc gcaaaaaacg tttttaatta catattaaag
  4543381 gagacgaaac aatgattgga atactagcag gaatggggcc aaaatcaact ggaccattcg
  4543441 tcgatacagt tgtagcagag tgccaaacaa tatacggagc aaagcatgac atggactttc
  4543501 ctcatatgat gatctattcg tgcccaacac cgttttacat ggatcgccct attgatcatg
  4543561 aagcgatgaa aaaagcgatt attgaaggag cacaaaaact cgagagtact ggcgcaggct
  4543621 ttatcgctat gtcgtgcaat acagcgcatc tttattttga agaattacag caatctcttt
  4543681 ctattcctat tttgaatata gttgatgaaa cgttaaaagc gattcctgaa actgcaaaaa
  4543741 gagtcgctct tcttgaaacc gaagcaactg ttcaagctgg tatttaccaa gatgggattg
  4543801 caaagcgtaa tatagagtac attcattacg aacaatggca ggaaagcatt aatcaaatta
  4543861 ttacttatat taaatctgga gaggttgaag aagctcgcga attgtggagt gccctcgttt
  4543921 tacaattgaa agatgaagtt gatactgcaa ttatcgcatg tactgatttg aatgtagtgg
  4543981 cgagtgagga ttttgttgat tctgctcaat gtcttgcgaa agcggttgtt aggatgtatc
  4544041 tatcaaatac aaagagatct tcataaacat agaaaacatc actcttgaaa tgtgtttttt
  4544101 gtttgataaa aatccccaaa acttttaact ttcttcacaa ttctttcaaa gtaatcacac
  4544161 ttaatctcgc tatattaaat aagtagttat tcatataggg aaggttaggg gaactgaaag
  4544221 tatgaaagta aatcgttcgc ttcattacat tttttggcgt tggcattttt atgctgggct
  4544281 ttttattacg ccgcttctta ttacgttgtc actgagcgga attgggtatt tatttcggga
  4544341 agaggttgag gatttcatct ataaagattt atattttggg aagagtgctc aaacagaatc
  4544401 tatttcgatg gctgattcta tttccttaac agagaaaaaa tatccacatt atagtgtggc
  4544461 gaaaattagt gagtttgatg gggattataa tacgagactt acgattgcaa atgagtatac
  4544521 ggggcaacaa aaatatgtgt atttagataa taataatcaa attgttgggg atcaaaacgc
  4544581 aagtgaaacg tttgccaata ttatgaggga attacatagt tctcttttag ttggtggcac
  4544641 tgtcattaac tatactgtag aacttgcggc atgttggaca atcttcttaa ttgtaactgg
  4544701 gttgtacatg agtatacgcc aattcaaaaa cacaccatca tccaataagc gagaaaaagc
  4544761 aaaacgacgt cattctatta tcggtattat atttacactt cctctcgttc tgctagttgc
  4544821 atctggattg ccgtggtcag gttttatggg taaccaaatt tataaaattg catcgtcaaa
  4544881 tgaatcgctc gggtatccga aattgtatat ggcaccgcct gaatcgaagg taaaagaatt
  4544941 gccgtgggca actagaaaag aagctcctcc tgaatcgaat tcaaatgaac cgaaagcaat
  4545001 ttcagttgat atattacaaa aagggattga aataaagaaa ccgtatgtta tttcactacc
  4545061 agctgatccg aaaggtgtgt tcactgtttc gaaatcaagc ggttccggta ttacaggtat
  4545121 gcatgttgca ccaaatgaag aaataacagc ttattttgat caatatagcg gcgaactcat
  4545181 ttccaaaacg gactatcgtg attatggatt acttgcgcaa tggttcactt acggtatccc
  4545241 gcttcatgaa ggacatttat tcggatggcc aaataaaata ttatgcttac taacgacatt
  4545301 atctttattg cttctcattt attacggaat aaaaatgtgg ttagcaagaa agccgaaagg
  4545361 aaaattagca gcaccatcaa aacaaagaga taagaaaagc ataatcgttt tctttatcct
  4545421 gatggttata ctaggcgctg tcatgccttt attcggactg tctgttttag ttatttttgc
  4545481 gattgaactt cttatatatg tattttccaa aatacgatca taatgaaaaa gcatttgtac
  4545541 tcccatgtac aaatgctttt tatttactat tttctttttt tctactactt attaaaaaga
  4545601 caatatctac tataataatc aatgctatga taacttgagc tacataatcc attgttgtag
  4545661 gaccgccggc tttattcatc atcatataca ttccagttac aaatgaaatg gtaagtagca
  4545721 cgagtaacgt tacttcaata ttgtcatata gcttttgaaa caatcgcttc attttcacca
  4545781 ccacctttac catattataa caaaaaacca ctctacatga gtggttttct tcatcactgc
  4545841 gccgttttct ttcggtacat cttcccgttc caatagaaga atcgtgaagt gaggcctcca
  4545901 tattttacaa tgcgccgtgc cattttgtgc atattctttt gtgctgatac tttttgatct
  4545961 gataaataaa taccaagtaa tcctcggctt atgagacgat gaaacttcgc gtgaggcaaa
  4546021 tcaccaatgc tcttctctgc ttcttctaca aaatgtttca tacgatctaa tatcacttgc
  4546081 tcgttttcat aataactaca gaaattcaaa tccccgccga tgcggtcttc ttcttgatca
  4546141 atgaaataat caagtaagat atgaagtcct tgtacgtaag gaaaatatcc ttgtctaatt
  4546201 ttcgcaatat cttcatcatg taattcatca tgaaaagcat atgctacaag acagaagatt
  4546261 ccaagcgtag aaccggcaca tgctgaaaat tcaaaccaac tcatctcagg taagttttct
  4546321 ttatgtgctt caaaccatgt ttgtaatcgt ggttctcttt cttctaattt cacatgttta
  4546381 tgaatttgca aatcacaata ataacaagca agttcatgaa gaataggagc aattttgtca
  4546441 tagtgcttcg ttttctttaa aacatcttgg catgtttcaa caagttcatc taaataacca
  4546501 ccatcatctt gatcatcacg atagcgataa taattaccgc caccttctac ttcaggtgat
  4546561 aatgccatta acatagattc atgcagtgcg gcaaaatcat tcggatcaag tgatgtactg
  4546621 cgatcacata aattatctaa atagtcgctg atcgtttgat atgcgacgat aaaacgaata
  4546681 cattcctcac ggtgttcatt tgctaatagc gctaaaatgc caccgccttc gcaatgaaac
  4546741 gttttatgct caatacttgc gattgcctga ctatgaagct catcattcgg aatatggtag
  4546801 gcacgctctt tccacatcgc tagctcatgg tgtacaaccg gaaacacatc acggtatact
  4546861 ttcgccatga gcgttatggg attactcggt acgttcactt cttccttcat ctcctctatt
  4546921 caatgtacaa ataatttact tatttgtttc tattatgtta ttgatgcgta tttcagtaaa
  4546981 tgactgaata taattcaaaa tttcatcacg ctcatactca tttaataact catgataaca
  4547041 attcggccat tctttaaaag ccttatcact tattttaaca ttattaaacc aagtgcggac
  4547101 acgtgtttta tctacaagtt tatcctcaca tgcttgcatt agcaagagcg gaacatctgg
  4547161 aaaatcatct atttttttat gagcgatttc aatagactta atcaattcac tataccaacg
  4547221 tactgatact ttgcgcaaga acaatgaatc gttctccatc gcatctctca cttcatgatt
  4547281 acgcgttgac atttccactg taagattcgt tgcaaattgt aacttcggag cgataatatt
  4547341 taatattttt gaggcagctt gaagcggtgc agaaggtcca gctaatacac ctaaacatgg
  4547401 cgaacttaaa ataatgccgt ctacatcttc tctcttcgtt tcttgcatca tacgaatgac
  4547461 aataagacca cccatactat gaccaaatag aaaaataggt aaccgatact ttcttgcctc
  4547521 tttcacccat aatttaactt cctctatgta ttcatcaaac gaatcaatat gtcctctatt
  4547581 tcttgaagtc gttccatgtg acggaaggtc ccccatcacg acatggtagc cgatatgatt
  4547641 ccacatttcc gcaacggctt catagcgtcc gtgatattcc attgcgccgt gcacgataac
  4547701 gattacagcc tttgcttctt cagcttcata attccacata cggctctcct ccatttcact
  4547761 ctttttcata atttggtaca ctgaaactag tctctaggaa aggaaggctt tacatgatat
  4547821 atccttacaa agaaaaaaat ccgaaaattg cgagtagtgc ttttatcgct gactatgtta
  4547881 ccattacagg cgatgtctca attggcgagg aatcaagtat ttggtttaat acagtcatcc
  4547941 gcggtgatgt gtcaccaaca attattggag accgcgtaaa tgtacaagat caatgtacac
  4548001 tccaccaaag cccacagtat cctcttattt tagaagatga cgtaacaatt gggcatcaag
  4548061 tcattttaca tagctgccat attaagaaag atgctttaat tggaatggga tctattatat
  4548121 tagatggtgc tgaaattggc gaaggagcct ttatcggtgc tggaagcctc gtttcacaag
  4548181 gaaagaaaat cccgccgaat acattagctt tcggtcgtcc agcgaaagtc gttcgtgagt
  4548241 taacagaaga agaccgtaaa gacatggagc gaattcgcac gcaatacgtt gaaaaaggcc
  4548301 aatattataa atcactacaa aaatgatttt actgctacca taatactggc agcttttttt
  4548361 atataaaatc taactttttc tttacaaaac attattactc cctcaacaaa atcttattaa
  4548421 aataaaagct aatatctcca tatatatgta gatgagggag gagaattttc atgaaggtca
  4548481 gtggattata taaaatagaa tgttacattt tcagaggaat taaccgctac tttgatcaaa
  4548541 aaacgttaaa tctctttttc agcaatatta ctcatatcgg tggcgcgact ttctctatcg
  4548601 cactcacact attcttttta attttcgcaa gtggaacttt acatcaagct gcaattgcaa
  4548661 ctgctatttc gctagcaatt agccatattc ctgtgcaaat attaaaaaga tggtatccac
  4548721 gaaaacgtcc ttatttaaca attcaggatg caaaatatcc agtccatcca ttacaagacc
  4548781 actctttccc gtctggtcat acaacagccg ttttctctgt ctttattcca tttatttgct
  4548841 ataatccaaa cttacttatt ttcctattac cgttagcatt atgcgtcggt atttcgcgca
  4548901 tttatttagg gcttcactat ccgtctgatg tattcgtcgg tatgtgccta ggcacttgct
  4548961 ctggcatcat ctctttttat caattcatcc cacttttcac ataaaggagt gatatgatga
  4549021 gagtcgccat ttttaccgat acttttacgc cacaagtgaa cggggttgcg aaaacgttag
  4549081 agcggttaac acgatatttt cagaaagaaa aaatcgccta ttctgttttc gcccctcagc
  4549141 atacagctga agataatttc gtagcgaatg tgaacaagat gagaagtatc ccattaacaa
  4549201 tattatatcc agaatgtcgc ttttcttttc ctactccgcg cattagacga gaacttcttt
  4549261 cctttaagcc tgacatgatt cacattgcca cacctttcaa catgggactt tgtggattgt
  4549321 attatgcaaa aaagttaaac atcccagttg tcggttctta tcatactgat ttcgatgcct
  4549381 atttacgtta ttacaaaatc gaattcctct ctaatatgct ttggaattat ttaaagtggt
  4549441 ttcatagtca tatgcaaaaa aattttgtcc cctctcctga aacattacat caattaaaac
  4549501 ataaaggctt tcaggctctc tctatttggg gacggggtgt agattgcaat ctttttcatc
  4549561 ccgcttacaa tacagaaata ttccggaaaa aatataatat tacagcgaag tatgtccttt
  4549621 cctatgttgg acggattacc cccgaaaaag atatcgatac gttgcaaaat cttatcgtta
  4549681 aatccgcgca tactcgaaac gatattcatt ggcttatagc aggggacggt cctctagcaa
  4549741 caagtcttcg tgaagctgtt ccgaaaacaa atgtcacgtt tactggctat ttacaaggcg
  4549801 tggatttagc tgaagcatat gcttgttcta acatgatggt atttccatca gctactgaaa
  4549861 catttggaaa tgttgtactt gaatcgcttg catgcggtac acctgtcatc ggtgcaaata
  4549921 gtggcggggt taaaaatatt attacagatg gaaaaacggg agttctttgt ccgcccaaaa
  4549981 atgaggacgt atttctatca tccatttatt ctttattaca aaatgaagaa aaactggagc
  4550041 agatgggaat agcagcttca tcttatgcga aatcaaaaag ctgggatgag atctttcgtg
  4550101 gcttgcttag ccactatgaa gaagtccttc agcataacgc atcagagttg cttgcttaaa
  4550161 tagaaaaact cccttcaaaa aacgaaggga gtttattaca catttataaa attcacttaa
  4550221 ataattaata cacaaggtta aatatcgatt tattcctata ttcattataa caaaaataaa
  4550281 cataactaaa cagacttgta ataaaaaccc ataaaaatta atatatggtt atacagtatt
  4550341 tttactctgt atagtgattt taagaattcc ccttaaaatc aacttactca cataccttta
  4550401 tacagtaatt gttccccaat ttctgtatac caaaaaacct ttcatttatt tgaaaggtct
  4550461 ttttgagcct gcacatattc ttctttcgta tttacattga taaaccaatc cgcatttgct
  4550521 tgtacatctt caccagagac atacttcaca ttacattgtg ataaaagctg acccatactt
  4550581 cttttttcat cctgtagcaa agcataaatc ttttctttca cacggttatg atacgctgca
  4550641 agtaacggtt gttttcttcc attaataata ggtacaactg catcatattc attactcgtt
  4550701 tgctctaata aaatagtaaa ccactcatgc gaaacatttg gcgcatcgca aggcataata
  4550761 gcataccaat ctgcttctat atattccata cctgatacaa ttccagcaag tggcccgttc
  4550821 cctttatagt gcggaatatc ttctataaca ggaacttgta cgagtttctc tactcgctct
  4550881 tttatatcag aatgactaat gactacaact tcttggagcg tacttgtcat cactttcaaa
  4550941 atatgctcaa taaacgtact accttgccag ctcgctaacg ctttcggctc accgaatcga
  4551001 ctcgacatac ctcctgccaa tacaattcca gcatacttac tcattggcga tgcagctcaa
  4551061 atgtaatatg acctaattcc ggtaaaatca atttattcat tgcaagacga actgcgccgc
  4551121 tagatcctgg catcgagaag acaactttgc gcccaattgt accaccaatc gctctactta
  4551181 gcattgcgct gcttccgata tcttctaaat aactaatcat gcggaacaac tcaccaaatc
  4551241 caacaatttc tttatgtaat aacgctgata ctgcttcaat tgtgacatca cgcttcgtaa
  4551301 taccagttcc gccatttgtt aatacaacat cgacatcttc cctatgataa ccagctaaca
  4551361 ctgcttgctg aatactttct ttatcatctt tcacaatttc ataagaggtc actgtatggc
  4551421 ctgcttcttt taacaattca tgtaatagtt gtccactctt atccgtctct tctgtacgtg
  4551481 tatcggaaat tgttacgatc ttgcagcgca cttcttttgg cgcttgtttt ttatgttcgg
  4551541 ttacgctcat ttttttatct ttcctttcct aaaggctttt cttcatttta tcatacatac
  4551601 ctttacacaa ttatgtatga agccgataat acgccatgat acaatataag tatactaacc
  4551661 cacaaaaagg aaaatgcatt ttcttctact cctagactac acatctttag ctacccttta
  4551721 tattttcttt ctaatggaat tcaattttaa aacttgtact aaaaaataaa tcggaggtct
  4551781 acctattatg gaactataca aaaaattaac aacaacattc atcctcttat ttgttgcttc
  4551841 catcactgtc ggcttttctc taaaaggagc aattccatac gctacattag taagtattat
  4551901 attcgcaacg ctttttttac taagcagtgc attttgcgcg ggtaaagcac gtcaaatgaa
  4551961 aggataatca tctatgttcc gtaagaaacc caccctttgt aaatcatgtg aaaaagaaat
  4552021 acaaacgtat gaaaaggctt ggattcatat gccacttccg gcaaatggca tgacgaatat
  4552081 aaaaaagtat attgaactag aaggcgaagt gtattgcagt tcatgcattc aaattgtaag
  4552141 taaaacgaaa taaaaaagct ttgcgctcac tgcgcaaagc tttttttcat atattataga
  4552201 ccagcttgct cttttaaagc tgcagctttg tctgtacgtt cccatgatag atctacatca
  4552261 gtacgtccga agtgaccgta agctgctgtt tgtttgtaaa ttgggcgacg taagtctagc
  4552321 attttaataa taccagctgg gcgaagatcg aagttgttac gaactagttc tactaatacg
  4552381 tcttcagata ctttaccagt gccgaatgta tcaactgaaa ttgatactgg ttgtgctaca
  4552441 ccgattgcgt atgcaagttg tacttctgct ttttcagcaa gaccagctgc tacgatgttt
  4552501 ttcgcaacat aacgagctgc atatgctgca gaacggtcaa ctttcgttgc atctttacca
  4552561 gagaatgcac cgccaccgtg gcgagcgtat ccaccgtaag tatcaacgat gattttacgt
  4552621 cctgttaaac cagcatcacc ttgtggtcca ccaattacga agcggccagt tgggttaatg
  4552681 aagaatttcg tttctccatc gattaattct gctggtacta cagctttaat tacgtgctct
  4552741 tttaagtcgc gatcgatttc ttcccatgta acatctgggt gatgttgtgt agaaattacg
  4552801 atagtatcaa cacgtactgg tttaccattt tcatcatact caactgtaac ttgcgttttt
  4552861 ccatccggac gtaggtatga taatgtatca tttttacgta cttcagttaa acggcgagct
  4552921 aatttgtgag caagcgagat tggaagtggc attaactctt gtgtttcatt acatgcgaaa
  4552981 ccaaacatta aaccttggtc tcctgcacca attgcctcaa tctcagcgtc agtcatttga
  4553041 ccttcgcgtg cttctagcgc ttggtcaaca cccatagcga tgtcagcaga ttgctcatcg
  4553101 atagatgtta aaactgcaca agtttctgca tcgaatccgt attttgcgcg tgtgtaacca
  4553161 atgccttgaa ttgtttcacg aacgattttt ggaatatcta cgtaagtaga agtcgtaatt
  4553221 tcccccgcta ccaatactaa accagttgtt acagttgttt cacaagctac acgtgcattt
  4553281 gcgtcttttg ataagatcgc atctaaaatt gaatcagaaa tttggtcaca aattttatct
  4553341 ggatgtcctt cagttacaga ctcagatgtg aacagatgac gtttttttgt catgtggtaa
  4553401 acctccctac agtaattgta tatattgtac ggaactcatc cttaatttgc cacagattgc
  4553461 gacatacatt tattctccca cacaagcata cagaaaaacc tttcctactt tatatagagg
  4553521 aaaggtttaa tttgctactt gcatactgct ttttgccctt cgctcttatc gttcgagacc
  4553581 tgtagcctcg cacaggtttt agcacctatt cacctgtatt taccactaca agtgaggttg
  4553641 ctgggcttca tcgggcctgt ccctccgcca gctcgggata agagagtatc cgtcccaacc
  4553701 tatactaaag aaatgatatt catttgtcaa ttaatattca cattttcgtg aaagtttttc
  4553761 tcaatgcgcc taaaatgaaa tattaataag gaaataatgt attcacacaa acaaaaagaa
  4553821 ataaatagta tacattattt atataattgt gttatactat tgttggggat tacgagaaat
  4553881 atttcattaa atgaaaagga tggtatataa atatgagtac tgtgaatgtc caaattggtt
  4553941 tacacgaatt attgaacgga agcaatgcac agattcaact aagtgttccg caattagtgg
  4554001 aaaaagtatt aatgcgaaat gaagggaaat taacttcgac tggtgccgtt tctgcttcaa
  4554061 ctggaaaata tacaggacgt tctcctaaag ataaatttat tgtgaaagaa gcatcggttg
  4554121 ctgacaaaat tgcttgggga gctgtgaatc aaccgatttc tgaagaacat tttaataaat
  4554181 tatatactaa agttttagaa tacttaaaag aaaaagaaga gttattcgtc ttcaaaggat
  4554241 ttgcaggcgc ggaccgcaat taccgtctac caatccaagt tattaatgaa tatgcatggc
  4554301 acaatttatt tgtacatcaa ttattcattc gtccaactga agaagaatta acgactcatg
  4554361 aatcagaatt cacaattgtt tctgcaccaa atttcaaagc tgatccagct gttgacggta
  4554421 caaactctga agcattcatt atggtttcat tcgaaaaacg tatcgtacta attggtggta
  4554481 cagaatacgc tggagaaatg aaaaaatcaa tcttctctat tatgaacttc ttactacctg
  4554541 aacaagatat tctttctatg cattgctctg caaacgtagg tgaagaaggc gacgtagcac
  4554601 tattcttcgg tttatctgga acaggtaaaa caacattatc tgctgatcca aaccgtaaat
  4554661 taatcggtga tgatgagcat ggttggtctg ataacggtgt attcaatatt gaaggcggtt
  4554721 gctacgcaaa atgtgtaaac ctttctcacg agaaagaacc acaaattttc gatgcaatca
  4554781 catttggatc tgttttagaa aacgttatca ttaatgacca aacgcgtatc gcagactata
  4554841 acgatactac tttaacagaa aatactcgtg ctgcataccc tatgcatgcg atcgacaata
  4554901 tcatactgcc aagtgttgct ggacacccaa atacaattat tttcttaact gctgatgcat
  4554961 ctggcgtatt gcctccaatc agcaagttat caaaagaaca agctatgtac catttcttaa
  4555021 gtggttacac tagtaaacta gcaggaacag agcgcggcgt tacatcaccg caagcaacat
  4555081 tctcaacttg cttcggttca ccattcttac cacttgatgc atctcgctat gctgaaatgc
  4555141 ttggtgagaa aatcgagaaa cacgatgcaa aagtattctt agtaaacact ggctggactg
  4555201 gtggcgaata cggcgttggt aaacgtatga acttaggtta cactcgtgca atgattcaag
  4555261 cagcattaaa cggtgaactt gcgaaaactg aaacagctaa acatgacatc ttcggtcttg
  4555321 aagttccact tcacgtacca ggtgtacctg acgaagtgtt aatgcctgaa caaacttggg
  4555381 ctgataaagc tgcttacaaa gcaaaagcaa tcgaacttgc aaatgaattc aaagcgaact
  4555441 tcaaaaagtt cgacagcgta tctgaagaca ttattaactt aggcggtcca atcgcttaag
  4555501 tgcaaacttt ctgttggaat aaccctttac tcatatgaat aagtgtcgtg taaccgtaaa
  4555561 gtttcgcgta ctcaccgaca aaacccaatg cggcttaacg gttacacaca cttacataaa
  4555621 aaagaagctt acgtttttgc gtaagcttct ttctatatct tatataaagt gaaacgttaa
  4555681 tctcttcatc tgtgacttcg tttgttaact tacagaaatt tcactttata gttatttatt
  4555741 tttagtttcc tatgatataa tttacatata taggaaggag tggaacctat gaaaaacttt
  4555801 tctcgtacag gaaaaatttt attcagttat ggagcgatcc aaatgttttg gggacttgta
  4555861 atgcttaacg ttagtttatt tgagcataca agtgaaacga taaaatatat tattctaatt
  4555921 accggaatag ttttttgtat tatatccaac ttttttaaag aacctaaaag tcatactaat
  4555981 acgtaatttc atgttaactt attggaagca aaaaccttta ttttatgcaa cgtttcgctt
  4556041 cctgttgtac tatcatccct tactaggcta aatccatttt cacacataca acttacggat
  4556101 acatccctct agtttcacaa cgtatggagc taaaaaaaga tttggcggct tctattcctc
  4556161 tctggagcct ctattccatc taaaaagagg ctttttatct ttttgttagt tccttctcat
  4556221 ctttcatact atagtatcct aaattcacaa caattaagaa ataaccgccc ataatcccta
  4556281 ctgcaaatgc ccacattacc atatggtgct caatttcgta cataataata gcgcctaaaa
  4556341 tagcagcggc aaaacgatta aacataccga gcgtcggcgc tttcgttttc tttacgatac
  4556401 tatctccaag cttctcaatt cgtctcccta aaagccaaac gcaatacata cttacgataa
  4556461 gtccgattcc tgcacctaaa aaatgtgctg aaaacggtgt taacatccag cctagtaaaa
  4556521 gaatacctag tatataatac gattgaattt taaacgacct taatgacata ctaatcatgc
  4556581 tgttctcctc ttcagtaatt tttatctatc caacaagaaa tttttttcaa gtttatactg
  4556641 cttacattca tttcactcaa attaaaaaca acataaacgg tatgtttatg ttgtttaaat
  4556701 atttttagaa aataatatta tacaagattt caaagatcat accctcataa tttgtgacgt
  4556761 tttttcaaac atttttcgtc catttatgaa aaaaatgata tcaatctatg aacatacgga
  4556821 tatgatgtaa taagcacaca aataaaaggg gcgtctaatg atttattttt taatggctct
  4556881 cattcacctc attatccctg cacttattgg gctttcattg tattggtaca cgaagaacca
  4556941 tagtattttc tacgctgtcc tcggtgtcct tcttccaggt attattctga tcactctctt
  4557001 ccgtattcca tttttaaact taattccact tattactgcg atcttatttc tcgtcttctt
  4557061 accaaaaata aaaaaatagg aaagcagatc ataggtgatc tgttttccta ttttgatata
  4557121 ggttctcctg cagtagaatg aatgtttact ttctccgatt tcacaaacca tagaccgaag
  4557181 aaaataataa ttccaccgat tatttgttga aacgatacat attcatctgc ccatacagct
  4557241 gcaaataaaa cggcaacacg cggcgttata tacatatata ccatcgtatg tgacgcccca
  4557301 attttttgaa cgcctacata ccacatcact aaaccaaata ctgttacaaa gaaaatagaa
  4557361 tatagtaaag caaatagggt cattccatgt gtaatgtgaa atggcattgt aaatacatgt
  4557421 ggtccactta ataataagag cggaatcgcg ccaactaatg ctgaccatgc ggtaacacgt
  4557481 aatgctgaat attttttaat taatggacca gctaaaacag gataaagccc ccagcatatt
  4557541 gatgtaatga gtccaatccc attcccgtaa aaagaactag ccagtgaatg ccctgctact
  4557601 aaaactaaag ctgccccacc aaaagcaatg atagaaccga tgagctttcg agaagaaaac
  4557661 ttttcttgtt ttaagaaaat cgcaaataca gttgtaaaaa taggtgaaat agaaatgagt
  4557721 aaagaggcat ttgtagcgga tgtatatttg acagtttcca taaataacgt ttgatacagt
  4557781 acaataccta caacgctaac gataattaat ctaggtatat cctttcgctc catataaacc
  4557841 gacttctcaa taaaaaatgt aaggagtaac ataagcggtg ccgccgatat catccgaagt
  4557901 gcagtaaact caattgctgt aaattctaaa agtccatatt tcgcaatcgt aaaattaatc
  4557961 ccccaaatga taacgactgc taaaattaat aactcaattc cccatcttct catgcgtatc
  4558021 ccctccgcaa ataaaattat acagaaaatt caatcatatg tacatttcat tatgtgaaaa
  4558081 aatctttgta ttgtatgaaa cgttttgggg catgaaatta tatcagcgat tttctgaata
  4558141 tatcagcgca actctgatta tatcggcgat tttcaaaata tatcggcgca actcgaatta
  4558201 tatcagcgat tttttaaata tatcgactta tcaacaaaaa acgacaataa tagcgactta
  4558261 tacaataaaa aaggtggctc caaaatacgt tttggaacca ccttttcttt actacactcg
  4558321 aacgtgtaac ttcatatttg gattataaaa ttggctcggg ctcttcaact gaaaagtccc
  4558381 tccaccttca tgccaatcaa ctgttaattt atcatccata aatacaagct ttgtgcgatc
  4558441 tgcgataaaa ttcattgcgc tagattcgat atccacatcg cgctcatctt tttctgctac
  4558501 agctactaaa tcgataatgc cgctcattac acaaccgcaa ccttcattat cgtaaaataa
  4558561 ctttatatat ttcgcctcat ttggaatcgt atccataatt tttttatatg ctgcttctgt
  4558621 tacagtaacg tacatattct aaacttcatc ctctcttctc gtatccttca tatattgtac
  4558681 caccattttt ctttaaaaat atatacagaa aattacgaac aatatacaat gtatgtagta
  4558741 acggaggttg tatcactcat gctcaaatta ctgcgatacc ctatcttctt aagtctactc
  4558801 ggtagctttt ctatttctag cggaatgcta ttacaatata tacttcctta ttctccttct
  4558861 attggttgga ttttagcatt tatttgtttc ctatctgctt cctattttgc tgtgaagaac
  4558921 aaaaacatct aattagttca aggaggttaa cataacatgc cagctttaaa agaaatagaa
  4558981 caatcactca atcacttgtt ccaaatcgaa aaatatggaa aagatagtgc ctttagtcga
  4559041 tttatcccat ctgtatatga tcctatccac tttccgtggc aacaattttt cgaaaccaat
  4559101 tttgtagagc tatttaacgg tcttatgata cgaggagctg aaactgtaaa taaagtattt
  4559161 ttagccgttt ttcctacaaa tgacgttctt gaaacattca tttcacagtc cacacctggt
  4559221 gatttacttt ttatgcacca cccacttgta atggaatgcg gtgatccgct tggaaaatca
  4559281 ggtcgtggtt ttattccaat acctgaaaaa tatttgcaag cgataaaaga aaaacaactt
  4559341 tctatatata catgtcacag accaatggat gttcatcaaa cgcatggaac gagcatttca
  4559401 attgcaaaat ctttacatgc tcatgtaatt gacggctttg catatgaagg cccagaacaa
  4559461 gagccagttg gccttatttg tgaaatagat gaaacatcaa cagaagcact ccaaaagcgt
  4559521 ctcaaaaatc tcttccatat tccttacaca gacttcgaag gtaaacaaca tgattctatc
  4559581 aaaaaaattg caattattgc gggatgtggt gatgtcgttt ctcttatgaa agaagcagaa
  4559641 gcaaaaggtg ctgaagcata tattactggg gaaatccatt gccatatcga caataactac
  4559701 ggcaaacata aatactcgct cattatggat tacgtaaacg aaacggatat gtcactcatc
  4559761 ggtgtatcac actctgcctc tgaatattta gtgaaagaga cattgatgta tgagtggttt
  4559821 aaagagaatt ttgaagtgga tgttactttg gttccacagg aaaaatggtg gttatagtat
  4559881 ataaaagata tatccatttc aattctaaaa aaatcaataa cagacaaact cactatatat
  4559941 tatcattata aaaataccca tatcttggat tcgtaattat atataatgca ccaatagtgt
  4560001 aaacacttcc ggatttttat tcacaaaaaa gggaaatcac tctcaagtaa gtgatttccc
  4560061 tttttaaaat atatttttta ttgtatcggc aacataacct tcaccgtcgt tccaacccca
  4560121 acttcacttt caaaactcat tttaccattg tgatctttaa taattttttc tgtaactact
  4560181 aaacctaaac ctgttcccgt ttctttcgtt gtgtaaaagg cttcgtttaa cttaggaatt
  4560241 ttttcttttg gaatgccgca accctcatcc ttcacttgaa taatgattgc atcttctaca
  4560301 gtcactttaa ttgtaatcgt tccgccaact gacattgctt caatcgcatt tttaattaaa
  4560361 ttaaaaaata cttgttttaa tcgtttttca tcgcatgtaa tcgatggtat gtctttacta
  4560421 taaatacctt gtatgtgcac gccttgattt aatgcaggct tccccataac tcgaataaca
  4560481 taagcgataa tttcttctat attatgaact tctgattcta ttgatttaga tttctcaaat
  4560541 ccactaagtt ctgtagctat tatatgaatt cgttctactt cttgtttcat aatatcacta
  4560601 tatattttgt cctctggata tttaatcgct tgcttattaa caaatttatc taaattagct
  4560661 aaaggtcttt taattttgta accaataact gtagccattt tcccaacagt tgctagcttt
  4560721 tctgtttgtt gtatttcttt atccatcatc tcaagcgtgc gaacgtaaga gtgaaatctt
  4560781 aaaaacataa tccaacatat gatagtaaat acgccatata atgccatcgg gattaaaacg
  4560841 agtgacgagt gaatgatgat tccagtaaga gcgtattttc caataagtat gctcggaact
  4560901 aaccaaaaat atcttttatt cacaaagagt ggggcaaata aaataaaaaa tccttctact
  4560961 atattcccac catcaaactc agcatcacta ccatagtaaa tcataaaatt atggataaaa
  4561021 tctaatagat tatatccaat tagtataata tatttcactg caaatggatt cttccatttc
  4561081 ataaagtata ttccagtgca aaataggacc accatcagaa aataaagcca taaacctaaa
  4561141 ccatcttcaa attgtcctac tccttcttgc tctcctccta ttaaaggtac aataaattcg
  4561201 taggcaagat cgtatacaaa aaatataatg aaaaataaac ttaaaaatat ttttagcgcc
  4561261 ttcatttctt catttttaaa tataccgtct ttattcatat ggtaactcct agcttttctc
  4561321 ccacttggat ttcactattt ccacgttgtt tcgggagaat gatatctatt ctagttccaa
  4561381 tatctctttc acttgaaata tgtaatttac caagatgctg ctccgtaaca agtcgattcg
  4561441 ctaccgtaag tcccaaacca atcttatctt gtttcgttgt ataaaaggct tctgtaacac
  4561501 gagccaaatt ttctttctta ataccgtaac cattatcgat tacacttagc attacataat
  4561561 cttgtccttt attttctaac cgtaactcta atgtgccacc ttgctccatt gcctccagag
  4561621 cattttttat gacatataga aaaactcctc gcattttccg ctcatcacat tcaacttcta
  4561681 ttatgctttc ttcaacatta gaaataagct ggacactaca ttcattcatt ttttcgcgaa
  4561741 gaattgctac tgcttgtaat acaatttcac ctatattatg tttcttataa atagagggtt
  4561801 tacatgtagc aacttccatc aattcactta tcatattatt catattttct atttcaaaaa
  4561861 tcatctgttt gtaaataggg tcctccccat gcttctctcg ttgtaattgc gtaaaccctt
  4561921 ttaatgaagc aagtggattt ttaatttcgt gtcccactgt cgctgccatt tttccgatta
  4561981 ctgctaattt ttgtgattca ctagcaacct taatgctttc ctttactgct gaaaggtatt
  4562041 gtataaatcg atttaaaatg atgtatgctg ctattaatac gagtgtatac ataatgaggt
  4562101 acataaatcc ttttacttcc tttaatacaa ataagtaaat aacatatttc actacaatag
  4562161 ttgaaagtat aaacacaaaa tattttttat ttaaaaatat aggcacaaag aagatgagaa
  4562221 taatttctat tatatttacc ccatcaaatg ccgcctcatt ataaagcata tacgaaaata
  4562281 tattagcaat ctctattcct aagtatgcaa atacacatgc atatttaacg aaattcgctt
  4562341 tctctttttt tattaaatat atattcacac caagtattgc agttccacaa ataacttgcc
  4562401 atagtacgct atatccctta tctgttagtg atttattctc taatacaatt gcatagaaaa
  4562461 tttggtatga aacaacaatg acatatagca cccacaaaag gatttttgca ttcctttctt
  4562521 cttctttata tgatagaaaa ctgtctttca cttcaacacc ccttcaaaaa aaatctcgaa
  4562581 gtaataccat ttattataat aaatgatttt cttagacaaa caaagagaaa tcgaacattt
  4562641 gaggtaaatc attccaacgg cacaatgttt tcaagctata tgcaatcata aaaatgataa
  4562701 acaataatac gtatattatg tgggagagat tttatataag cggcaaagaa tgaaggaaat
  4562761 cctgttgtct taatagaaca aaaccctacg ctccgggtga ataaatgtat gaaagctatg
  4562821 acgaaacaaa gctttttgga aagagcgtat gaataggagg atcattcatg tttgttaccg
  4562881 tcgagaaaga tgtgcatatt tttgtgcaag atattaatcc cggccccagt agtaaaactg
  4562941 cgttcttcgt ccatggctgg cctttaaatc atcaaatgta ccagtatcaa cttaatgtat
  4563001 taccacagca cggtttccgc tgtattgcta tggatatacg cggaaacggg caatctgata
  4563061 aaccttggac tggttacaca tatgatcgtt tagcagacga tatagccatc gttttagaag
  4563121 cacttcaagt cgaaaatgct acattagttg gtttctcagt aggtggtgct ctttctattc
  4563181 ggtacatgtc tcgctataat ggtcatcgca tttctaaact tgtattagtc gatgccgttt
  4563241 ccccttcttt cgttaaaaat ccagaatctc cctatggtgt cccaaaagaa caagcagata
  4563301 ctctcattaa tcaaatgtat gccaatatgc ctaaattttt aaatgatgta tctttatcat
  4563361 tttttaatag aaacttagga tctgctacgt tagaatggtt ttcttatctc ggcatgcagt
  4563421 ctgcttccta tgctctcatc aaaatattgc aagcagccgc aaatgaagat gtaacgaaag
  4563481 atttaagtaa aattaacgta ccaacaaaaa tattccacgg tattcacgat caacttatcc
  4563541 catacaaaag cgctgaactt acgcaaaaac gaattaaaaa ttctcagtta catcctctta
  4563601 caaatagtgg tcacggctcc ccaatcgatc aagcggatga attaaacgaa gaacttataa
  4563661 agtttttgca ttcataaaag acgtactaca agtttttaca aagataaaat tcacatattt
  4563721 ctcacaaatc aattaataaa acgattacat tttcatttat actaaatgta caggtaatac
  4563781 tccctaaacc cagcttgtct ggttaccccg ttaaatacta taaaaaagaa cttgtatcgt
  4563841 tatacaagtt ctttttgttt ttctatttaa aaagtatctc tttactatac tgctttccag
  4563901 caagtaaatc atattgaagc attttatatt gctctaacat ttctttttgt tctttcgtta
  4563961 aatctgttat ctcttcccca tctttattaa cctttaactc atctctaaga acgggtattt
  4564021 ctttatgcat ttttgataaa aattgataaa atggtgattg gtttaatcct gcataatcaa
  4564081 aaacaagact agagaaataa attgggctta ctaaacctaa attgtcattt ggcaaattga
  4564141 aattcgcata cattagcaat ggtgtttctg acataattaa tctttctctt accgtctctt
  4564201 cattttctat atatcctgct tctttataaa tagatttatt agttcctaac ataggtaaat
  4564261 gatctccaaa gaagactaat aaagtaggcc tgtctaactc atcaagctgc tctactaaat
  4564321 attggagagc ttcatcagac aaccttacac cttctgtata tgcttctaat tctgccttcg
  4564381 attcctcttc tgttaatcca ctaatttcta ttttgttttc cccaaacata tttggtttat
  4564441 atggaaaatg attttgcatc gtcaccgcat gaataaatgt aggttgtttt ctctttttta
  4564501 attcatctat tatttcttta ctcatagata aatcaccgat attatctcca actacttctt
  4564561 tgtttttcat cgtatcttct gcattaaaat tatcgaatcc taatgtttta tatacatctt
  4564621 cccgtttata aaacgatcgg ttaaaagcat ggattgcact tgcataatat ccttgtttct
  4564681 ttaattcact tgcaactgat gggatttctt tctgacttgg aatagcttgc tgatacggta
  4564741 tagaacctgg cattaaaaga ctcattgagt aactcgttaa tgcttcaaat tctgtgtttg
  4564801 ctgtattccc tccaaatgta ggagctatcg tttgtccccc tgggaaattc tctgtataac
  4564861 gatgtaaatt cggcactgga tcttcgctaa atgaaagatt cgttagtttt gtcggatccc
  4564921 aaaaagcttc actcataata aatataatat ttggcttctc tacttttgtt tgtgccttta
  4564981 ctttaccgct atattgtttt tctatatcct ttgcaatttg ctgcatattt tcttttgaat
  4565041 atccctctgg ctctttaata actgtcgtat ctaagttact taaaaatcca ataataaaac
  4565101 cattcgcttt ataatttgca gcttgattcc atgcacgaat atctactcca ccttttataa
  4565161 ataaatcatt cataaaggta gtaggatagt tactatatcc atacaacata aacccagatc
  4565221 cacatattaa aataatcctc ataataatat gtgattttat aactggaata tactttcgta
  4565281 tatacgtaac tacaagcaca atcaaaacaa tgccaacgat tgtcaggaac atattccaaa
  4565341 aactgaaata atccataacc atcggtataa cggaatccat atgaccaacc tgtgtgaaat
  4565401 cagacggata gaatggttct cctctaaaaa taagcttaaa atggttcacc atcataaaaa
  4565461 taattaaaac taagctagtt atcgttgtac ttaagaaaac tcttccaaac aaattatatg
  4565521 caaaaacgta taccatataa ataaataaat aacagactta atatatactg cccatattgt
  4565581 aaatacaccc atgtatttac tactataaga ttcatatcct cctgcacgat gatatacatc
  4565641 caattcattg tatgagcgat taaaaataat acgacataca ctcgaatagc cggcctaagc
  4565701 ttatggctga tacctttatt caaatgaatg atgtatagta gtgcactcca caaaacaata
  4565761 atgagtatac ttagcggtat tttctcatta aaaaaatctt tcgttttctc aaattcgaaa
  4565821 gaccttaata taacaaagaa tagcgtttct aaacagatcg accacattcc actaagaatg
  4565881 atagaaatta atagattctt tctcggttgc tgagtagaga aactaaaatg aaattcatct
  4565941 cttcttcgtt gctgtgtaaa aacattaaaa cgcaatttat tccctctttc ctttacccct
  4566001 tcgtctcgca tcaacaaaca tattgtcata tacaaaataa catatttgta tacagttagt
  4566061 ctccctatgt gtttgtatta tacacatatc cccttaattt tcccttaaaa aatacaactt
  4566121 cttcatctct tctatattct agtagcataa taaatgaact attcttcata aaaatattac
  4566181 cataagaaaa gaacctacca acaatgacag gttctccttc attttaacag acatggacat
  4566241 atttatcata taagagaata catccatgct ttccatataa tacatacaag tacgataaat
  4566301 acaaaatcaa aaaaatctaa tctcggaccc tttttcatat tcatctcgag ccacatatga
  4566361 atccatttta tttttgtata tttttgaatg tttttctttg caaatcggta aacgagtact
  4566421 tgcataataa aaaatccgac tacaaaaatg aacaagaaaa tgagaaaatc gaccacaaaa
  4566481 ttcctcccta tttttgcagt gatttttcta ctatatgatt tctcaaaacc cactcttcaa
  4566541 attgggcact tccaaattcc cagctaagat catgagcatg tacagaaaaa acgtaatggc
  4566601 cagcatattc gtccataaat ctacccgtct caatttcatc tttctgaaca ccatatgctc
  4566661 caaaattaaa atacacatcc caaacgtctt cattcttcct tttataagca atcgattcca
  4566721 tatcacattc tgttccgaaa taatcaagat gtaaatgtac gctatcatca tattcgtact
  4566781 ccattttatc accccttata tttgtacttc tttatccccc aaaaaattcc tgctatctac
  4566841 actcacatat gggcacttac ctacatatca tgcttgtaga gtgacttcta ggaggtgtta
  4566901 tacagtgaaa aagtaatagc tgttttttgc atcatgttat tagctgtttt tacatttgct
  4566961 gcttgcagta gtaaaaaaga aggtacgaaa gaacaaactc aaaacattcg catcggcgaa
  4567021 gttacccact ctctcttcta tgccccgtta tatgtcggga ttgaaaaagg attttttaaa
  4567081 gatgaaggat taaatgttga cctacaaaca acagctggcg gagataaaac gatgacggcc
  4567141 ctattatctg gcggtattga tatcgccctc gtcggttctg aaacgtccat ttacgttcat
  4567201 caacaaggag caaaagatcc tatcattaac ttcgcacaac ttacacaaac agatggaaca
  4567261 tttttagttt cgcgtaaaaa attagattct tttaattgga atgacgtaaa aggtgttacg
  4567321 tttttaggac agcgtaaagg cggtatgccg caaatggttg gagaatacgt tttaaagaaa
  4567381 aatggcattg atcctcacaa agatacaaac ttaattcaaa acattgaatt tgctaacatt
  4567441 gcaaatgcct acgcatctgg tacgggggaa tttgtccagc tctttgaacc gactgcaagt
  4567501 atattcgaaa aagaaggaaa aggttatatc gtcgcttcgt tcggaaatga atctggtacc
  4567561 gttccttata cctctttcat ggcaaaagaa agttttctga aaaaggataa agctgctgct
  4567621 gaaaaattca cacgagcact ctataaagca caacaatggg ttgatactca cagtccagaa
  4567681 gagattgctg atgccgtttc tccgttattt aaagacactt caaaagacat tacagaaaaa
  4567741 gtaattgaac ggtataaaaa gcaacattct tatgcgacaa atccgctatt agatgctgaa
  4567801 gaatggaaac agctccaaac gattatgaaa gaagctggcg aattacaaaa agaagttcca
  4567861 catgaagcgc tcgtcaatac aaaaattgcc gagagcgtta ttaagaaata gaggcgaagt
  4567921 gtatgagctt tttacaaata cgtaacgttt ctcactgctt tttcgcaaaa gagaatgcca
  4567981 agctgattct cgaaaatatg agtttacaag tggaagaagg cgaattcatt tctatacttg
  4568041 gtccaagtgg ttgcggcaaa acgacactcc tctccattat tgccgggctg cttgatccaa
  4568101 ttgaaggtat cgtcttttta gatggtgagc ccattacaac gaaaacttca tctatggggt
  4568161 atatgttgca gcaagactac ttgtttcctt ggaagacaat tgaagaaaat attatgctcg
  4568221 gacttcatat ccgaaaaatt tacgatgaac agacgaaaga acatacttta cagcttttaa
  4568281 agcaagtcgg tctacatgat gtagagcagc aataccctcg tgaattatcc ggtggtatgc
  4568341 gtcaacgtgc cgccctcgtt cgaacgttag cgaccgaccc aaaaatttta ttgctagatg
  4568401 aaccattctc ggcgctcgat tatcaaacga aattgaaact agaagatctc gttttcagct
  4568461 tactacgcaa atataagaaa acttcactac tcgtaacaca tgatattgaa gaagcaattg
  4568521 cgatgagtga tcgtatttat ttactacaag cgaaccctgg gaaaattgcc aaaacattta
  4568581 tcgtcccaga aagcattcgt tccttatcac cgttagaatc acgccaccat catgacttcc
  4568641 catccctctt ccaaaatata tggaaggagc tggagcgcct tggataatat aaagcaacta
  4568701 catgaacagt ttcggaaaaa agaacgcagg cgcgcatggt tagcacgctc tttgcagctt
  4568761 ttactgctca ttcttttctt tgcactatgg gaaatagcta gcaaaaaaga atggattgat
  4568821 cctttactct ttagctctcc ttcaagcatt tgggatctct tccttaataa atggatggac
  4568881 ggttcgcttt ggatccacat atggacgaca ttacttgaaa cgggagtagg cttcattctt
  4568941 ggaacagtgc tcggggccat tattgctact ttcctttggt ggatacccct tctcgcccgc
  4569001 gtacttgatc catatctcgt cgtcctaaac gccatgccaa aagtggcact tgggccgatt
  4569061 atcattgtca tcttcggtcc aaatatttct tcgtcaattg caatgggagt aatcatttcc
  4569121 atcatcatta ccattctcgt tatttacagc gcattccaag aagttgattc taactatata
  4569181 aaagtgatgg acacatttgg cgcaaataaa tggcaatgtt ataagcaagt agttctccct
  4569241 gcatctttcc cagccattat ttcaacgtta aaagtgaacg ttggattatc gtgggtcggt
  4569301 gttatattcg gcgaacttct cgtctctaaa caaggtcttg gctacttaat tagctacggg
  4569361 ttccaagtat ttaattttac tctcgtctta ctgagcgtac tactcacctg tgtcctcgca
  4569421 acacttatgt atgtgtttgt tgaggcattt gaaaaacttc taattggtaa acgaaaaaaa
  4569481 agctgactta gggcgataga ctatagtcag cttctttctt ttacttttta tcacacatct
  4569541 ttgtttcatt tttaacgttt ccatccgcaa ccgtaactgt atggaaacaa tctttcacac
  4569601 gtactgtaac gacattatct tttcgatcta ttacatgata atcattaaac tttttatcca
  4569661 atgcactacg aatttgctcc ccttcaaaaa tcggaaaacc gtgagacatt acccaaatga
  4569721 gaccagcaac agcaagaatc gttttcatac gtttcattac ctcctctaga gtaaacttat
  4569781 agcccctata acacgcgcat tataattgtg tctaaattgt gacattttat actaattcta
  4569841 ttttatagtg atagttcctt cttcttttta ataaaaagac agaattttca attttatcaa
  4569901 caacaaaaaa aaaaaaaaaa cgcaaagaac taaaattctt tacgttttct taactaacat
  4569961 atataactca cattagtttc cactttgttg ttctaccgtt ttcgaaatat catataatcc
  4570021 cgacaacact tccgctctca tttttacaag ctcagggaat tgatagaaaa aggcaatttt
  4570081 tttatatttt aactccgttc cttctttcac cttttttgag tcttgtaaaa taaacgctgt
  4570141 aaatgtatct gcaatatctt ccgctacatt tgtcgttcca tactgtgaga caaactcatc
  4570201 atgcttttct ttaaaaaatt caatttgcgt ttcttcactt tcttctactt tcttttctgt
  4570261 ccactcctgc tcaatagact tccagaaaga attataaaat tgatgaatat aagagttttc
  4570321 cttcgcacat ccctcttgta agaaaagatt tccacattta tttcggtacg ttgaaatatc
  4570381 tttatcctct tcaaaatcct ttatatagtt ttcatctact ggtatttgct tatgcccgag
  4570441 cgtcaacacg tgagccgtct catgaattaa tgttttcatc acttcatcga tatttaccgc
  4570501 agaatcaagc gtatctaagc taagagtcca gtctttcgga ttctctatac taagcataac
  4570561 gtgagcaaca acgccgtcat aaccatccgt tattaaatca aattctgtta tattgccgcg
  4570621 atatttagct ggaatgagcg tgcgatacat atcccataag tcttcatgat accctctatc
  4570681 ttgacgttgt tgcagtactt cttctttcac ttctttatct tcagcaaata ctttatttaa
  4570741 acgtttccgt tctatttttt caaaataagg atctacaatt tcatcaccat caatataata
  4570801 agaagctaaa aagaaataac tttcatcatc atcttctttt ttctgctctg cctctttcat
  4570861 atccgcactt tcatgctctt ctatatcata atctcctact gcttcaagct cagataatcc
  4570921 atctattttt tcatatactt tttgaagttt cttatctcct atttctacgc attcttcttc
  4570981 tgttttacaa attccttttt ctttcacact cttcatagaa ctatcgcacc ctgccattaa
  4571041 acccattgcg acgataaccc ctactaactt accatacagt ctcttcatac agtcctccat
  4571101 caatacattc tacaaaaata tcataatcat tttttaacaa atatgcgata atgaattata
  4571161 aaaaatgtaa ggaggtttcc tatgattcgg gcagtcttat tcgacttaga tggaacacta
  4571221 ttagatcggc gccaatcttt agaacaattt atttatgatc aatataatcg ctttgcctcg
  4571281 tacttaatga acatagaaaa atcagagtat tgttctcgat ttcttgcact cgataataat
  4571341 ggctatacgt ggaaagacaa agtatatgct actctccttt ccgaatacaa cattactact
  4571401 ttaacttcag agcaactgtt gcacgactac attactaact ttcaacatta ttgtattcct
  4571461 ttctaaaaca tgcacgaatt acttcaacgt ttaacacaac aaaatattaa aattggtatt
  4571521 atcacaaacg gctttactga ctttcaaatg aacaatcttc gtgcactaaa catacatacg
  4571581 tatacaaata tgattctcgt ttcagaagcg gaaggaatta aaaaaccgca tcctgaaatt
  4571641 ttcgaacgag ctttaaaaaa gctagatgtg aaggcagaag aatgtcttta cgttggggat
  4571701 catcctgaaa atgatgtact tggttctgaa caagtaggga ttcttggtgt atggaagaga
  4571761 gattcatttt ggggtgattt tgagcattcg cgtgtggtgg atgatttgtt ggaggtgctt
  4571821 tcgtttttag aggtagagat gaaaacaaaa aaatagtaaa aggaggcttc gtttcccgaa
  4571881 cgcctccgct tcctttatga ttcatatact gtaaactgcg gtttactcgg atgatcttga
  4571941 actagcgcat catctggaaa ctttgaaact ttttgatata aggcaatgtc ccccatgcaa
  4572001 cctgctgtta gtagaattcc taaaaatgag attgatggca tattcgtagc taacccaatt
  4572061 acaattggca aaattccagt cggtaaaaac ggaagcatta acaccttctt catttgcttt
  4572121 actgtaatcg cctgtttaga atgagcatat gcaacaccta atttccaatt gacaccccat
  4572181 tttagctcac tccacggaac gcctcctata taacgaaatc ctattaaatg tatcgcttca
  4572241 tgaatacaaa cgagaacaag cagcgtgata ataaaaagaa gcataattgg taatgtaatt
  4572301 tccaattgaa cctcacctga aagaaatgca tgtaaaaaac taattccaat cgctagagcg
  4572361 aatattataa gaaatgcata gatatttaat ttaaccatcg aaagagtaac agttgtttct
  4572421 tttcttttct ccatcttctc cctcccgaaa tgtaaatata tctttacaaa aattgtataa
  4572481 tatatccaaa atcacgtaaa gatatattta catttattct tatacaaaaa aagaaaccgg
  4572541 ccactttact tcgtaaagca gccgatttct tctatatgtt tcatcgtacg cgccaataca
  4572601 tcgtcgcgca ttataaagct aaattttcta tccgttttaa tgttgtcagg aatgtctgtt
  4572661 aataaaacag atcctttcgt ttcttcgtaa tgcgtatgtt gttctaccgc actaattgtt
  4572721 gcaaaataaa tgtttttaat gattattttg tcttttccag atactttata ttgtcctaag
  4572781 taagttaaat cagaaactat gccgccggtt tcttcatgaa cctctcgaac tgccgcttct
  4572841 tccggtgttt cccctagttc tacttttcca cctggaaatt caagaccgcg acgtaaatga
  4572901 tgcgttaata accattgatc cccgtaccgg catacaaccc aaacatgctt tggctcagga
  4572961 gaaaatggat aacgttcaaa cgataattgt acagtgttgt ggtaataatc tttaaatttg
  4573021 tacatgccat tactccccta ttgatggtta caagtttttc ctaccacaaa ttgtagcata
  4573081 ttctcgcttt tctgcataat attatccaat tataatccat tgattattcc catttgcgcg
  4573141 actaattctt tcgtctcatg atttcctaaa tcgtaaatca ttttatatgc tttttgtagt
  4573201 tgttcatcat atcggtcatt atttgaatcg tgatgatact caacaaatgg aacgtgggag
  4573261 cgtacaaatg aacctaaatc ctctacatat gcttgatcga agtactctct taattccgta
  4573321 atttcctcat catttgcgga aatctcaaaa ttatacgtat ccgctgtctt cacttgtgaa
  4573381 atttgaccgt ttcctattga tatataatat gtttttttct gctccatgta acacccttct
  4573441 ttcatccttt taatttctat tgttttcatc aattacaaaa ttatgtaaaa taaagaaaag
  4573501 gagggatttt atgctcaaaa tattaattat cggtattatc atcgtcctag tcatattagt
  4573561 actctctgtc atgacgatta ataaagggta tgcttataaa cattccgtcg ataaaccaga
  4573621 agataacccg tatacaaaaa acagcaagaa gaattcataa tacgcttcgt atactactac
  4573681 ttattttagg ccacatcata tccagtattc gtttactagc aggtcaacat aactttctat
  4573741 cactttcaca atttctatta ggagctttac tcctcttaaa caaataaaga aaaagattca
  4573801 ggaaccggat ttatttggat tttcctcatt attagctata taaaataaca gggggaatat
  4573861 atatgctaaa aggattacag attacttttg cactcattgc attatgtata acaatatacg
  4573921 gatattttac tggtaataga gaaatgatgc cttatatgtt cattttctta ggattaatgg
  4573981 ctttcactat aggactagga gaaataaaac aagacagaaa atctagtggc atacttgctt
  4574041 ttctcgctgg atctggtgct ttatttctta gcttctcaga actattccga taaatagtct
  4574101 atttaaaagg aggttatata atgctaaccg gattacggat tgttttagga cttcttacgc
  4574161 ttctcatagt ctcgctttgc acttatatcc agattaccga tcatttctca cttctcccat
  4574221 acgtacaatt tattctcagt tgcttcttta ttcttgtcgg aattaacgaa attatatccg
  4574281 gacaaaaatc aatgagcatt ccgttttttt cgtctctatt cttacactct tcgctctcat
  4574341 atcaaactac cttcgctacg tatagaatga aatcttgagc aatttcgcat ttacaagcac
  4574401 gtaataaaat agggatgatt ttttgtcaac ttttgtcggt aagtcgatat ccagtgtcga
  4574461 aacgtcgata tattaaaaaa atcgttgata tatttcaagt tacagtcgat atattcgaaa
  4574521 aatcgttgat ataatttcat ttattatcat gccacaaaaa aactgccctt tcacaggcag
  4574581 tctcacttta tccaaatact ttctcaagtt catctttatc ttggcttaac cagaagttca
  4574641 ttaagcgttt tgctccttct aaatcgtgaa gcttcgcttg accacattgt gtttcatttg
  4574701 cagctggaat ttctgtaatt tgaaccgcat cttttaatgt taattctaat aaatcaatga
  4574761 tttctcgaac tgtcggtgtt ccgcttacta caaggtagta tcctgtttgg cagcccattg
  4574821 gtgaaatatc gataatatca aaatgtggat aacgatcaat atatttacgt aaattaaatg
  4574881 ctaataaatg ttctaacgta tgaataacat ctggtttcat tgcttgttta ttcggttggc
  4574941 aaaaacgaat atcgaattta tttacaatac cgtcactacc tacattgtga actccgcaat
  4575001 gtcttacata aggtgccttt acaatcgtat gatctaattc aaagctttct actgatggca
  4575061 tacaacatct ctcccgcttt taatttaatt ccgttatatc caatatgata taacggaaat
  4575121 gcacattagt aaagtattat gtacagtcgt gctataatac tttaagaata tgccgaaaag
  4575181 gagaccatta tgaaacagat ttttattggg attatacgct tttatcaaaa gttcatttct
  4575241 ccgatgacac cgccaacttg ccgtttctat ccgacttgtt ctcattacgg attagaggcg
  4575301 tttcaaaagc atggcgcatt caaaggcttt tggcttactt gtaagcgtat attaaaatgt
  4575361 caccctttcc acccaggagg atttgatcct gtcccagata aaaaggatga caaagtaaat
  4575421 tcttaattgt cgtaaccatt cacaactaaa tctaattttc ccgtatcagg atcgataaca
  4575481 agaccgtgaa caggtacttc ttccggaagt aatgggtggt tgcgaagtac tgatacgcta
  4575541 tgttctacac tctcttccac actagagaaa ccgcgcaaga attgttctaa atcgattcca
  4575601 gaataacgaa gcatatctaa tttttcttct gttataccgc gctctttcat tttctcaatt
  4575661 gtactgctcg cttgaatttt tgccatgcca caatcgtggt gaccaactac acatacttca
  4575721 tcagcgccaa gttcatatac agcgactaaa atactacgca taatacttcc aaacggatgt
  4575781 gaaataacag cacctgctac tttaataatt ttcacatcgc cgttacgcat attcatcgct
  4575841 ttcggcaata gttcaacaag tcttgtatcc atacaagaaa taattaccat ctttttgttt
  4575901 ggaaatttcc ccgctacaaa ctcttcatac tttttctctt ccacaaattt ctcattgtat
  4575961 tgcaaaatct cttctaatga cttcatagta aggaaccctc ttttctctcg tttacactac
  4576021 atgaatagtg taccaaaata tgaaaaactc aaaaaggata tcgctttata gtaaaaataa
  4576081 gatattttca gataatcgac ataattcttt caaaatatac acacagcttt gtaacaagtc
  4576141 tcacatacta taatcctatt ttcactataa actaattgta gataatgtaa aaaaggagtg
  4576201 aatatttatt atgtccgacg ttctgttact gagtcgtttt caatttgcaa ttactatttt
  4576261 ttatcacttt ttatttgtac ctttgacaat cggacttgtc attttagtag catgtatgga
  4576321 aactcaatac gcccgcacat tgaatccaac ataccgcaaa atggcaaatt tctggggtaa
  4576381 attatttaca attaacttcg taatggggat tataaccggg attacgatgg aattccaatt
  4576441 tggaacaaac tggtctgagt actccaaata tatgggagat attttcggat cccctctcgc
  4576501 aatcgaagca ctcgttgcct tcttcttaga atctactttc atgggaatat ggttattcgg
  4576561 taaagacaaa atttcaccaa agttccgtgc cttctgtatg tggatggttg cacttggaac
  4576621 aaatatttcc gccctttgga ttattacagc aaacggcttt atgcaaaacc ctgttggcta
  4576681 cgtcgtacgt aacggccgcg ctgaattaaa tgatttctgg gcactcgtta cgaatccata
  4576741 cgcttggaac atgttcttcc atactgtaat tggttgttat attgttggtg ctttcttcgt
  4576801 tatggcaatt agtgcctatc acttattacg aaaaaatgaa gttgaattct tcaaaaagtc
  4576861 atttaagttt ggtttaatgt taggcttatt cgccgcaaca attacaccgt ttataggaca
  4576921 tcaatctggt gtatcagcag ctaaatatca accagctaaa ggtgctgcga tggaagctgt
  4576981 ttgggaaact ggaaaaggac aaggcttctc gattgttcaa attcctgatg taaaaaacga
  4577041 aaagaacttt gaattcctta cgattccaaa gttaggaagt ttcttctata caaattcatt
  4577101 tgatggcgaa attgttggtt taaaagatat tccgaaagaa gatcgtccaa atgttaacct
  4577161 tgtgtactat agcttccgct taatggttgc acttggtatg ttctttatgg cattaacttg
  4577221 gtacggtttc tacttaaacc gaaaaggaaa actggaaaac tcaaaacgtt acttaaaaat
  4577281 tacaatatgg tctgttttac taccatatat cgcaattaac gctggttgga ttgttgccga
  4577341 agtaggtcgt caaccatgga cagtttataa actaatgcgt acagcagaat ctgtatcacc
  4577401 tatatctgtc ccgcaaattt ggttctcttt aattagttta atcttgttct atactttact
  4577461 tttaatcgca gacgtatatt taatgctgaa gttcgcgaaa aaaggaccag cagcattaga
  4577521 agaacctgct actaagggag gcgtggctca tgtctcatga tatgcttgca atcatctggt
  4577581 ttggtctatg gggcgtgatt tggacagttt acttcattct tgatgggtat gcacttggta
  4577641 acggaatgat ttttcctttc gttacgaaag atcgacaaga acaaaatcaa ttacaagaag
  4577701 caattggccc gttctggggc ggtaatgaag tgtggttaat tacagctggt ggtgcaacat
  4577761 ttgctgcctt cccagtcact tatgcaaata tgtttagtta tttatataca ccgttattct
  4577821 tagtattact tgcactattt gctcgggctg ctggactgga attcatgcat aaagatgatt
  4577881 caccaatttg gcaaaaaact tgtaaatggg catttgcaat tggtagtttc ttaattgctt
  4577941 tcctattcgg tgttacattt gctaatcttt attacggact gcaaatcgga aaaaatggct
  4578001 atgaaggaaa tttacttagc ttactaaatc attacggtat tttaggaggg ttgttcttca
  4578061 ctgctatatt cgtcgtatcc ggtgcccttt gggttatgat taaaacgact ggtgaagtat
  4578121 ccgaccgtgc ttataaaatc gcaagaccat tttcaatggc agctgctatc attttagcta
  4578181 ttttctatgt agcaactgca aatcgtacaa atttattcca aaacttcaca gagtacccgg
  4578241 tactattcat tcttccagta cttgcaatgt taatgagtgt actcgcgctt attatggtgt
  4578301 acaaacataa aatcggtctt gcattcacat tcgtttgctt aacaatcgca atgtttatga
  4578361 caactggctt tgcgggtatg ttcccaagaa tgttaccatc tcgtattaat gatgcttata
  4578421 gtacaacgtt atacaacgca gctggtagtc aattaaactt aaaaattatg ttcttcgttg
  4578481 caatggttat ggtaccaatt gttattggat atcaactttg gagttacagt atctttaaaa
  4578541 ataaaattca taaagactct gctaaagggt atcactaaaa tgaaaaaaga cacttcgttt
  4578601 gaagtgtctt ttttctacgt atgattttcg ataggatgtt atatttctaa tctaacaact
  4578661 ataatacaga agaatcatta acagctcaca gttagattgt agcacagggc aagttcatca
  4578721 ttttatgcaa ctttgcatat ttctctataa agtaaattgt attccttggt cattcgcatc
  4578781 actatcccct acatctgctg tactaatccc gctaaatgtt tgtactttaa tccctgtatt
  4578841 cgatgatccc gatccattat aagcttgcgt tttttcaatc ggctgcacat tatatttatc
  4578901 tcctaaatta atcgttccgt tacagttttc aataataaca ccttccacaa ctgatggcat
  4578961 tttgtcaccc actttcattt ccttactttc attctatgaa aagcgcctaa caaaatagca
  4579021 tgtttccata agaaaaaagc actccaactg agtgcttttt tcttatttac cttttttctt
  4579081 tttctcacaa gcaatcccat cgccatcacg gtctaaatgc ttaccataat atgggctatc
  4579141 tcttgtaata tcataatatc ccgcatcgtt tgcttcttta cagttagcaa aacgtttcgg
  4579201 atctggtttt acttctggtt tcggttgtgg ctgtggttgt tttgctcctg gtctttcttc
  4579261 aaatggtaac gttgcattat ataagaactg aacgtattgc tcacgactta catgcatttt
  4579321 aggtgcgaat ttaccatcac cagttccagc cgtaatataa tttgatttaa ttgcagtaat
  4579381 cgcaggattc gcccatccat ttctatcgac atccgggaaa ttatgatccc ctctaatttg
  4579441 caattggaat cctcttgtca aaatttgtgc catttcttca cgagttaacg aatctttcgg
  4579501 tctaaatttt cctgtgttat ctccaacgaa tacacccatc tctgttaaag caagaatctc
  4579561 ttttttaaac atagttgaac gatccgtaat atctttatat ggattgttat actgttcttt
  4579621 tactgtcggt tttaaatgac ggaacataag agcggcaact tgctcacgcg ttacatcatc
  4579681 cccaaatcca aaaagtccat ttccgtatcc agcaacaacg tttttatttg ctaaatccat
  4579741 aattgcttta taagaccaat gattgtttgg aacatcttta aaacctgcgc ttgcctgcgc
  4579801 tgttccaatt gaagtaaatg ctgtagttgc aacaattgca cctgttacaa ttaatttttt
  4579861 taatcccata cttaattctc cttctcttta ccataataac catttaacaa tataacaaat
  4579921 tatttaaatg tatattgtca tattttgtcg aacacaaaaa agaatccaaa aggattcttt
  4579981 tttgctaagc atgaatggca agtctggaga cagttgactt cttcaaaaat ttattagggg
  4580041 taatattttg aaaaagaaag cctttcatat gtaggttaac accactggaa tatatagtaa
  4580101 attgataata tttatacgga agattgctaa tgtttagtat agatagtttc cactatgcaa
  4580161 acagtaaaaa ctgtctatac taaacaataa aaaggcgcct tcagagaagg cgcctttcat
  4580221 aaacaaacac tataaaacag aattatttat tgttatacga ttgttagata caaaaagtag
  4580281 agggaaatgt ttgtattaaa ttctgcttta tatagtctgc ctaccactta tattttaatc
  4580341 ctcttcactt gaaaataaat ctaatatgca taattacata caaaaaagaa aagacactcc
  4580401 atagagtgcc ccctcaacca ttttactttt aatatatcgc tttgaatata ttgtaacata
  4580461 cgtatccata tattttattg agaaaattca aaatcctttt tctttcattt tcaattataa
  4580521 aatcatgtaa tataaaaggt atgtcaaatt cttatacaag ttgaggtgta ctatatttat
  4580581 gctgtatttc ggaattatcc ctcttatact gtttattatt tttcttatct cctatttaaa
  4580641 agatccacga aaaataataa acggcttttt atttaatacc tttatctgtt ttttccttct
  4580701 tttttgtgta attatatctg tgaattctag tagtgatatc ttacgctata gtatcatttt
  4580761 acctatttta gcacttatca ttatgattcc ttttggtatt gttgctttaa tgtttgggtt
  4580821 atttcttaat gctagaattt taatgaagcg agaaggacga cgttttacta actgtttaac
  4580881 gctccttgca gctttaggga ttttattctt tatgttactt cctattataa gtccagcaag
  4580941 tttgttctct tcacatttag agcctatttt cgctggtatt tctcttataa cagtatattt
  4581001 ctttatacac ttatctaatt tcttaactgc ttattttcta taccaattca acagaccaag
  4581061 acgtaatcaa gatttcatca tcgttcttgg tagcggctta attaatgata aagtaccacc
  4581121 tttacttgca agtcgtattc ataaagcaat cgacttttac tggaaacaag cagctgtgaa
  4581181 tacaccacca acaattatat tctctggtgg ccaaggtcca gatgaagggc ttcctgaagc
  4581241 agaagcgatg caaaagtatg ctgttgaaaa aggaattccg cttgaacata cagtacaaga
  4581301 aaatcgttct gtcaacacat atcaaaatat gttgttctct aaagaaatta tggattcttt
  4581361 aaaacctgaa ggtaagtata gaagtatctt tacaacaaac aacttccatc ttttccgcgc
  4581421 tggtatatac gcaaggcaag ccggtcttaa tagccaagga attggatcaa aaactgcctt
  4581481 ttattactgg ccgaacgcga tgattcgtga atatgttgcg attgtcgtaa tgggacgtaa
  4581541 acgtcatatg aagttttgcg gagttatttt aggattcgct ttatttgtat cagtacttag
  4581601 ttttatattc tcttaattgc attgcatccc atcctttgaa aggatgggat ttcttatact
  4581661 tatttcaaaa aatattttaa agataatatg gtgataatat tccctgcata catcctttaa
  4581721 agagaatttt ttcaaattaa atgttaaaat ggaaattagg tgtgaattac gtaacaaata
  4581781 agaaactagt ttgaaacgag gaaattatat ggagaaaatt atcaaaaaca agcccaataa
  4581841 gctaaaaatc gcttcaaaag ctttgatgat tattattggg gcatttatca cagcgtacgg
  4581901 attagaagca gtattaattc caaataacgt atcagacggt ggtgtaactg gtttgagtat
  4581961 cgttagttca agattatttg gattgccatt aggagctcta atcgcaatta ttaacattcc
  4582021 tttcgtttgg ttaggatata agcaaatcgg taaaagcttt gcaatttatt ctattattgg
  4582081 gattgcttca ttagcaatag gtaccgttgt catgcacgga ataccagcta ttattgaagg
  4582141 cgatacatta ttagttacag ttgttggtgg tatcattatc ggttttggta tgggactagc
  4582201 attacgtaac ggcggggcat tagatggaat cgatatgcta gctgtattac tttctcgcaa
  4582261 gttaccattt ggaacgagtg accttatttt attcttaaac atgttcgtat ttattttcgt
  4582321 atcaacagta ttcggtcttc aaggagctat cctttcggca attgcttact ttattgcttc
  4582381 gaaagtgatt catatcgttg aagttggttt aagtggttcg aaagcattta aaattattac
  4582441 aaaagaacct gaattaatgg tagaaacaat tcgtgatcgt ttaggccgaa gtgcaacata
  4582501 taacgaagtg tacggtggtt attcaagaga gaaattcaaa gaaatttctt gtgtaattaa
  4582561 ccgtttagaa gaaagtaaaa tgaaagaact tattaatgaa atcgatccac acgcctttat
  4582621 tacagtttat gacgtagcag aagtaaaagg cggtaacttt aagaaacgtg atattcatta
  4582681 atcgttatga aaaacgaggg tgtgccaaca tattggcaca ccttcttctt ttaccattgt
  4582741 cagtttttgt cggtaagtcg atatattgca ataatcgctg atatattttt actcgcccca
  4582801 tcttcccccg cttttaatcc acgctacata cttttgaaag gctggcactt cttgttgaaa
  4582861 acgtagcgga acatatagaa agagcataca tgtacatagt atccatagaa tacttactac
  4582921 aaagtgaaat ttcatcgttg tactaatgaa caaacttaag aataatacga ggaacataat
  4582981 tacactaaat cttttataca tagtcatact atcccctcct tataacttaa ttgtaccagt
  4583041 tacaaggaat taattcccag gataaaaaag accgaaaagc caattccact tttcggtctc
  4583101 tacactatct tctcttcgta atctttcctg aaccaccgac cctcgttttc gggggagatg
  4583161 tattccttgg cggcgtttta atagatgatt tcggcttcac atctgatccg cttgaaccac
  4583221 ctggattttt cgtaattttc cctttgcttc cagtagaagg cggaggcgtg ttgcttcctt
  4583281 ttttcgtaat acttcctgta tctcctacag aagatttcga atctacatta tcgcctcgct
  4583341 taatgataga tcctttccct tccttcgtaa ttggaggcgg ggttttcttt tcttctttcg
  4583401 taggtggtct ctctggaata accggtttat gaatttgtct gtcattatat ccgcgataat
  4583461 caccgtacga tgattttcgt gaaccgaata tatcgtttaa aatacttccc ataatatatc
  4583521 cttgcaggaa ggacggttga taattttgac ggacaaactc tttattactt atttcaatta
  4583581 acgtatcaga tggcttctct ttatcctttt gcaagttata aatcttatca gaataaacga
  4583641 ggaacatttg attttcgtct tctttagatg cttgcttcgg ttctctttca ttaatgagtt
  4583701 ccttcgctac tgcaggaact gaccgattgg cggccctata cacgtaagat tcttgtttac
  4583761 cttcttttgc gacagattca agtggataac ggtcttgaat cgactttgtc tgtccgcctt
  4583821 ggcaacctga taaggcatat ccagcaacaa caagtaatat aacgatagca agtataggga
  4583881 tcacgaacga tttaatcatg gtaaacaatc ggtttgacat gattacgccc ccttacgttg
  4583941 ctcttataat ttgtacatca gcaggaataa ttgcttctcc ctcatacatc attgtgcgac
  4584001 cattttgcca ttcaatacgc aataattttc ggttatctga ttgaaattcc catacatact
  4584061 gttcttctga agcagagaat ggcgttttcc ccatcacaac aacacgtccg ttatattgct
  4584121 cttccatatg atactctgta tcatccattt caattgtcgt cggaatttca tcaattgaat
  4584181 ctagacgacc atcgattggt gtatataatt tgtaatacgt attctcacgg tcttcaattt
  4584241 ttaaataacg aatatctttc ccgtcttgca gtgttaaaac aatttcttta cgagaatgca
  4584301 tactcgtttt tccagttaat tcgtacatga ctaatgaaac ttcaaccata tcgccaggag
  4584361 ctaacgttaa taaacttttc tctggtttcg gtggttctgg gcttttcatt atatttttaa
  4584421 ttcgtttaaa taaactcatg atctacccct ccttctctct ttataaacaa gcacctaaaa
  4584481 taagtgcacc aacaatatgt aatgatccgg ccaacatcgc gtgtgcaaca ctgccttctt
  4584541 ttgtaccttc ttctaaatct aagccagcca ttttctttaa tacaaattcg ataaacattt
  4584601 ctaccactaa taaaataacg aaagaaactg ctgatgcaag tagcgcttgc cataagtcat
  4584661 ttgctttcgt aatcgattga gataaaatgt acccttgcgc aaataatttc ataacgaaac
  4584721 gagttgttac agctgtattc ccatttttaa tttcttttaa atcattgtat ttcgtaaaaa
  4584781 ttgaatcaac ccacataatt gcaaataaaa gtactgcact cgctccagtc catacaagca
  4584841 tggcaactac attcatccat gtcattgcaa aacctcctct aaaaagtaat agaaaaccga
  4584901 catgaatttg tttagacatg tcggttcatt tgtctctatt ttatattatt tctcatactg
  4584961 cttcataata cgagctaatt catcatcaac agcagaattt ttgtttaagc ttgcgaattc
  4585021 atcatctaat gacttttctt ttttgtacac ttcaccgctt gcttctgctt cagcctctaa
  4585081 ttgaagagct ttctcttcca tacggcttaa accagctttc gctgagtttg aatcaaatcc
  4585141 agacatcgcc tgattaatat tcttttgtgc tttcgccgca tttacacgtg ctacaagtgt
  4585201 ctcacgttta tttttcagct cagttaattg cttacgcatt tcttctagct tcaggcgaag
  4585261 attatcagca gcggctttgt tttgctcata gcttgcttta tactcattca tcttttgctc
  4585321 tgcattttgc ttttcttcaa gagcacgacg cgcaaggtca agattgcttg cttgaacagc
  4585381 catatgagct tgctcttcac gttttttcac aagtgcttct tgctcttcaa ataagatttt
  4585441 gaatttcttc tcaagtgcaa tttgagccgc tacacttttc tctgcttctt gtacatccgc
  4585501 ttgcatatcg cgtaaatatt gatccgtcat cttaactgga tcttccgctt tttcaattaa
  4585561 tgaatacaca ttcgacattg ttaaatctcg taatcgttta aatacagaca tctaaattcc
  4585621 tcctatgata tacctcatat tttaaattca ctatttggaa aaataaaaat cttccttaac
  4585681 agtaaagaat agtcattttt acagctatgt gtttattata acaaaatgaa gatgtactta
  4585741 catgttattt ccaaaataca tccattataa tatgacattc tagatgcaat attgtatttc
  4585801 taatatattc tcattatctc cctttaaaat taacttactt ttttgcgatt tcactaaatt
  4585861 acataagtgt aatattactg taagctaact cgatagttac gtttccatat ttcttataca
  4585921 ctaatactag aagcagcaaa caagcttctc atcatttcag aactaataca aaaatgtatt
  4585981 tactataaaa cagataaaag gagaaatcat catgaaaaaa ttagtaggaa tcggattagc
  4586041 agcagcaatt tcattcggag cattatcagg ttgttcttta ttaggagaaa aagcaaacgg
  4586101 atttgtactg tacggaacag aagagcaagt aacacaaatt gcagataaaa ataaaaaaga
  4586161 agtgaaagaa aaagacttct ataaaatgaa aatgacaaca ttagacggta aaaaagttct
  4586221 tgtcatggat aagaaaactg gtgaagaact tgtgaagaaa gagttactta gcaaagtgga
  4586281 tgcaaaagac gacacgaagc cacttgataa attaccagct gtaacaacag aacaaggtgt
  4586341 attattcgca aaagagaaag tagaaaatgc tacacttgat cgggcaaaat taaaatacga
  4586401 aggcaataca attatcggaa gtggccgtac atatacagat atgtatgcca ttgttgatga
  4586461 cgcaacttac agcaatgtaa aaggtgatga aaaatctgtt ggggtattaa aatttgataa
  4586521 agacccaagt aaagaatttc ctggaaagaa tgatgtagaa tcatcacaac ttgtaaaaat
  4586581 taagaagtaa aacaaaaaag cttcgcgaat gaagtgcacc ccaattgtta gacacataat
  4586641 taacaattgg aggtgcattt tttatggtta aattttcttc aaaagataaa atacaagcag
  4586701 taaaacgata tctagaaggt actaaaggtg gaaaaaacat tgctaattct ataggagttc
  4586761 aatccttagt tagtagttgc ttaatatatt tttctaactt tttgggttca attcaaattc
  4586821 gcaaagcttt cttctattta tgagcaattt tctccatatc cggactacaa gtattcgact
  4586881 ggcatgattt atttaaagaa catgccgcgc attttccttt tttacttttc tttacaaagt
  4586941 taactaacgt gtatgctgca taaccaaaaa tgatagctcc aattataata ttgaccatca
  4587001 ccctaataca tctcctttta gactccgagt aaagatccaa cttggtatat aataaacgtt
  4587061 aatacataag caactacgag cggataaacg actgagaaaa tcgtccattt cgctgaaccc
  4587121 gtttcacgtt taataacggc tactgtcgct aaacatggaa catataataa aataaagaac
  4587181 ataaatgcat aagctgataa tgctgtataa tgtgctccca ttacattgcc aagcacatct
  4587241 tctttcaccg cataaataat tgccattgta gaaacgacaa cttccttcgc taaaaatcct
  4587301 gttaaaaggg atgctgcagc ttgccacgtt ccaaaaccga gcggtgcaaa tagtggtgcg
  4587361 ataaatccac caatcatcgc taagtaactg tctcccatat caacaccaaa tcctgatgga
  4587421 cctgcatagt ttaataacca aatgacaacc gaaccaccga agataaatgt acctgcttta
  4587481 cgaacaaatc cttttccttt ctcccacgta cttaaccata acgttttcgc ttgtggtacg
  4587541 cggtaaggag gtagctcaat aacgaaaata gatttttccg cttttaaaat ggtaagagac
  4587601 ataatttttg taacgagtaa cgctagagca atacctgcaa catataaaga aaatacaaca
  4587661 gttgcctgac tttttgggaa gaatactccc gcaaacagtg catatacagg taaacgtgct
  4587721 gaacaagaca taaatggtgt tacaagaact gtaagtaaac gttctttttc ttgttcaatc
  4587781 gttctcgctg ccataatacc tggaacatta cagccaaaac cgataatcat cggaatgaac
  4587841 gcttttccgt ttaaaccgaa gaactccata attctatcca taacaactgc aattcgcgcc
  4587901 atatatcctg agtcttctaa taatgaaatg aaaaagaata gtgcaaagat ttgtggaacg
  4587961 aatactaata cagcaccaac accggcaata ataccttctg taacgagtgc ttgaataaaa
  4588021 tcagaagctc cgatacttgt aagtccagct gtcacccaat ccgtaagctg cccagcaaaa
  4588081 aactcatcta acatatctga cagtggtgtc ccaatccacg taaacgtaac ctgaaaaata
  4588141 aaaaacataa ctgctaaaaa gattggaagt cctaaaattt tatgtgtaat taatctatca
  4588201 attttttctg aaaaaggaat tttcccttct ttctcatgct tcataacatt tgtttttaac
  4588261 ttttcaatat acgcttcacg agttttataa atatgctctt ccaacgtaca atcaagtttt
  4588321 tcttctaagc gagatcgaat ggctataagt tccttataaa ttggtaatgc tttcatttct
  4588381 ttttctacta cttcgttatt gcttaaaaat tgaagcgcta accatctcgg atgctcataa
  4588441 ttcgctttct ctaaaagaga aattacttct ccaattcctc catccatttg tacaccatat
  4588501 gaaataatga atggttgttt ctcttttttg tcattttctt taagagtcgc aagtaattct
  4588561 tcacagcctt ttccacttct tgcaacgaca ggaacgactg ttacacctaa tagttctgat
  4588621 aatcgtttta catcaatgac aattcctctt tgcttcgcca catcaatcat atttaaacca
  4588681 attgaaactg gcttaccaaa ttcaagtaat tgcaacgtta aatgcatatt ccgttcaaat
  4588741 tgcgaagaat ccacaatatt taacatatgc tgaaattctt ctgttagtag aaagtttgtt
  4588801 acaacacctt catcacgtga aactggattc aaatcataca cacctggtaa atcaattaat
  4588861 gttccttgct tatcttttaa tttaccaacc ttcttttcta ctgttacacc gctccagttt
  4588921 cctacgtatt cataagagcc agtaagtgca ttaaataatg atgttttccc tgtattcgga
  4588981 ttccctagca aagctacctt attcacgcta attccacctt tatcattttc gcgtcacaat
  4589041 gacgaatact aattaactgt ccacgacact ccaatgtaca aggacctttg aacatcgctt
  4589101 tctgcttcat acgaagttcg cttccttcag aaagaccaaa agcagctagc cttctcttta
  4589161 ataaataatc taaagaccgc atacttttta ctaacacttt ctcaccgatt ttaatatcta
  4589221 ctaagctcat aaccttcccc ctccgaagag aatgataatt attttcaaaa gaattatagc
  4589281 atactctatt tctcttgtac tatacccttt tgcttcatat ttattaacat ttcgctacaa
  4589341 ttctatttca attattgtca tactgtattt gtttgccatt ctcacccatt tcgcttacaa
  4589401 taaacaataa caaataaaga atttcgttat cacaggggga gccatgccgc tgagagggaa
  4589461 cacttcgttc cgacccttcg aacctgttag ttaatgctaa cgcagggatt gtgcaaacgt
  4589521 ccgaaataca tacctctttt ttatttacgt atttcgtatc ctcctatgat atctattctt
  4589581 ttttgtacaa cttggattta gggggagaca acatgcgtaa caccaattta caagcgatga
  4589641 tcgaatctgc tattcttgca gccttcgcca tggttatcga cattttacca ttatcaatta
  4589701 aacttccaac aggcggttcc atctcatttg ctatgattcc tatttttatt attgcatacc
  4589761 gctggggctt taaatcagct ttcttaggtg gtttagtttg gggactatta caaattgtcg
  4589821 tgggagatgc ttacatttta acacctgttc aagcattcat tgagtacttc attgcctttg
  4589881 cttttattgg atttgctggc ttattctatc gtccaattca aaaagcactt ttaacgtcta
  4589941 atgaaaataa cttagaacaa tcaaatttag atagccgtaa agacaaagct tcttcaaaac
  4590001 aaaacgaagg taagaaagtt cttggttata ttatccttgc tacatttatc ggtagctttg
  4590061 ctcgctattt ctgtcacttt attgctggta tcattttctg gggacaatat gcaccgaaag
  4590121 ggcaatcagc tgtgctatat tcattaatcg taaatggtag tacaatgatt ggttcctata
  4590181 ttctatgtac cgttttactt atatttttat tccttacttc accacgctta ttcaagagca
  4590241 tcaatgctta tcaaataaat gcaaacaaaa agggcgctta ataagcgctc ttttttcata
  4590301 tcgtaatatc aattaaaaaa acaataaatg cgcaaaagaa aataaatacc attatactta
  4590361 gccaattgct atgcacggtt catcgactcc ttacataacc tcattttcta aacaaattat
  4590421 actgattaaa aataaagatt aggtaaagat aatatgaaaa aaataaaaaa aaagcgtaga
  4590481 tcatattgtc tacgcttttt tcggtaaata gaaataaaat aacacaccat cttctgtatt
  4590541 ttctgcccca tattcagcat catgtagttc taaaatattc tttgaaatgg caagcccaag
  4590601 acctgttcct ccttgcgaac gctggcgagc tgcatccacg cgataaaaac gatcccaaat
  4590661 tttatctaat tgctcttctt caatgtgagt acctttattt tcaatacata cttttatatg
  4590721 atccttctca tctattgtag aaataataat atcttcttta tttggtgtat aacgtatcgc
  4590781 attcgtaatg aagttcacga tgacttgttc aatccggcct tgatttgcga ctacttcaaa
  4590841 tggacctata tgtttatgaa cacgaagttc ttttttctct atttctacag aaaggtgttc
  4590901 acatatagct tccattactg tatcgatata aaatgggtcc tttttcattt tatatgtgcc
  4590961 tgactcaaat ttagctaact ccagcatatc caaaattaaa gtatccattt tgtctacttc
  4591021 ccgttccatc gcttgaaaat agtactcttt tttatgctca gctactccat cttttaaaat
  4591081 agaaatacag cttttcataa tactcagcgg tgtttttagt tcatgcgaaa caccagaaat
  4591141 gaattctttc cgcgtctttt ctaactttct ttccttttca atatcttgtt ctagctgtcc
  4591201 aatatgggaa tttaatttgt tagagagtgt attaatattt ttcgataaat caccaatttc
  4591261 atcttttgaa gtaatcggta tttgttctgt gaaatctaaa tgcgctattt tcttcgttgt
  4591321 atcatttatt tttaataacg gctttgcgat ttgcttagag taatagaacg aagctagaaa
  4591381 aataagaaca actacaaatg caatgatgta aatgtagtaa tcttgcacca tttgtacagc
  4591441 ttcatctaca ggctgtaaag aagccatcgc atatatatat gtgacggatt cgtctttttc
  4591501 ttttattggt ttgattaata atttatattt aatatcattt ttttcatagt ccattgtttg
  4591561 tgttgcatat tgtatgtgct tgctctcttt caataataaa tccgtttgaa attcttttat
  4591621 gttatctaaa aagatgctat ttttataaat tggatttata ggacctgtta catccggaag
  4591681 ctgaactttc gtaacacgcc ctcttatgtg aacatctggt tcttgggcag cttgctcctg
  4591741 aactaccggc ttcttttcct taccgaattg ttcctcagct gctttctttt tctcctgatc
  4591801 taatttactc attttctcat taaatgcttt ttctaacggt ttattagatc cattcaaatt
  4591861 ttgcttacct aacgaaaaag agaatggaat aaaactttct tcttttttca ctccagaaaa
  4591921 ataaatttct tggcctaaaa acggatttga tgatttatta tcaatctctt ctatattgat
  4591981 gagattatat aaaggaattc tgaatatttg ttgtccaaaa ctcttctgtt gcttgcgatc
  4592041 tatcgtaacc tcaaaataaa aatcatccgc atgctttaaa ttcccgttct gatctaatgt
  4592101 cgtaatccac gtattatttt ctcttaaaaa gtcttgctcc agtcgcttaa tttcttctgt
  4592161 atttcctgca tagtttaaat aattcttctc aaaggaattt aaatttactt taatatcttc
  4592221 tacttttcga ttcgcataat attgtttaaa aaatatcgtt tgtccaataa aaatcgtcgc
  4592281 taaaattaac atacatagcg ctgttgtgag ggtaaataac tttagtacaa tccctttttt
  4592341 catacattcc cctcaaattt ataacccgtt cgtactacag ttgtaatgta ctttgctttc
  4592401 tctcctaatt tatttcttaa attacgaata tgactattaa ctgttcggtc gtcaccagca
  4592461 aattcatatc cccaaattct tgaaattaat tgttctcgcg ttaagacaat tcctggattt
  4592521 ttcataaaat acgctaatat ttcaaattct gtatgtgtta aattaatgtc tgttttattt
  4592581 accgtaacag tacgcgatgg aaaatgaaca tgaataccat ggattgataa tatatcatct
  4592641 tcattctcta aaagttgctt tgtcactttt ctactctcta acaaccgttt cgctcttgct
  4592701 aataaaattg gtgggctata tggcttcgtc acatagtcat ccgccccaag ttcaaatcca
  4592761 agtaacgtat catcttcatc tacacgtgcc gtcaacataa taataggaac ttcggatgtt
  4592821 ttacggattc ttcggcaaac agaccatcca tcgagttccg gcaacataat atcaagaata
  4592881 actaaatcaa cctcttcttc ttcaaataca actaaagcct ctttcccgtc cctcgcttca
  4592941 aacactacat attgctcact taaaaaatag tcttttaata tttcacgtaa tatatcttca
  4593001 tcttccacaa ttaaaatgtt ttttgccata acttatgtat ccccctcccg cttttcgaaa
  4593061 ctacaatttc attttgaata actaccagtt aacttcgcct caataatata tctatctggc
  4593121 gcatccccta tataatcaaa tgggtaacaa gtcgtcagtg ttagtatcgg ttcttctttt
  4593181 tttataataa cagtacgatc atccgcatgg gtaatccata ttttttgaat ttcatatgtg
  4593241 tacgttttat tatcatactc taaaacaaga gtgtcttttt ctttcaactg tcctaaatct
  4593301 gtaaagacag tatccctatg cccacttagt acagtatgtc ctcctccaga tggcgttgtc
  4593361 gttacatcac taacgaacat cccaactcct tttttcaaag ttgcatcatc cgctccccaa
  4593421 tatatagaaa acttcttctt taatttcggt atatttaaca tcgctacctt ttctccttct
  4593481 ttatgttctg tttgagaaga aggcacttga gaagttacca gtgtttcata aggaagttga
  4593541 ttatgttgta tatttttaaa gctctttatt tcctcattcg ttaattcttg cgcagaactt
  4593601 tttcctttat accattccac agcgtaatag gatcccataa gtagtccgat ggccattaat
  4593661 atcattccga tataattaag taacttcaca tttcatccct ccatgccaaa aatggtagga
  4593721 ataacctacc atttttaata tatgaaatta tcccattctt tatagggcaa tattgtaatt
  4593781 acgccttaac tttattgcga cgtttcaaac cgaataacgt ccctatccct acaaggcacg
  4593841 cgcttagtgc catcattgct acattatttg atgcagtgtt tggtaatttt tcaccttgta
  4593901 cagctggctt tgctacttct tttttagttg cagcattttt tggttgtact tgtgctgctt
  4593961 cctttttccc ttcctcactc ttttgctgag cctttattgc ttcttctttt tttgccatat
  4594021 cattttttag ctgttcttgc gctattctct ttttctcttc ttcaattttt tgctgttcct
  4594081 taatcgcggc ttcttttttc gctttatctt gttgcagttg cgttgcttct tcctttgtta
  4594141 ctgttccagt atccgcactt gctactgaag aatatcctac tgttaaaagt gctattgcac
  4594201 agatcggtaa tagtttcttt ttcattttat ttctctcctt ttatacgttt tacatcactt
  4594261 cgcatcggat gtatcactag aataaacaag agatataaat ataagatgca gatgaaatat
  4594321 atttcattta aagatttcat tgtaaaaaat aaaaaaacat cgcaatatat acgatgtttt
  4594381 ttcgggtgtg tgtctcaata tttacatgtt actttcgcgt gatttagaag tagaacgggc
  4594441 cggagcgata actaattgtc tcggctcagt tttctttaag tgatttttga cgttacactt
  4594501 acgacgttga acaacccacg ctttaatagg gtttgtcaaa ataatctttt gctcttcgtt
  4594561 aggggtctct tcttcaaacc tacaactatc gctccactta ctccatttca ttgtaaattt
  4594621 agaagaagaa tgatcgtctt ctcgatcaaa caagtgcaaa aaatccattt cgccagctag
  4594681 cattacggtg ttgctagttg ctaaaaaaga aaaggtcgtc caacgtttct ccatgccctc
  4594741 ctactccttt ttcacatata gagtgcctaa aacttaattt acctaaaata tgcttgcctt
  4594801 ttaccttaca cccatagttt atccaaaaca ctactatgca actatcgatt tcccttacaa
  4594861 ctaccttaca tttttgtaag aaacaaaaaa ccttcactat gcctatgtga aggtctctta
  4594921 tttcttatct atatggtctt tcatatcatc aagtccagct tcttgcagtt gtgacatcat
  4594981 accatgggaa attgcgccta atactaaagt cattccaatt agtgaaatcc gaatcgctgg
  4595041 tacatcaatt atataagcca acaatccaag aacaattgtt aatagtaatg cttttataaa
  4595101 tgttacagtt gtgtactgtt tcttcttcat tataatcacc ctttatggaa gcgttttctt
  4595161 aatataatta gtatatcata tcatcagatg attttgttcg tattttgtaa aaaattacta
  4595221 tctcctttga ctttttcctt tctatccttt acagtcgaaa tgttcacaag ttttacactg
  4595281 taggaggact ccaatgaata ttgaaataaa agacacttta atttctgaag aacaattaca
  4595341 agaaaaagta aaagaactag cacttcaaat cgaacgtgat tttgaaggag aagaaatcgt
  4595401 agtcatcgct gtactaaaag gatctttcgt atttgctgct gatttaattc gtcacattaa
  4595461 aaacgatgta acaatcgact ttatttctgc atctagctac ggaaatcaaa cagaaacaac
  4595521 tggaaaagtg aaactattaa aagatatcga tgtaaacatt actggaaaaa acgtaattgt
  4595581 cgtagaagac attatcgatt ctggtttaac acttcacttc ttaaaagatc acttctttat
  4595641 gcataaacca aaggcactca aattctgtac gttacttgat aaacctgagc gccgcaaagt
  4595701 ggatttaaca gctgaatatg ttggcttcca aattccagac gaatttatcg ttggctacgg
  4595761 catcgactgc gcagaaaaat atcgtaactt accatttatc gcttcagttg taacggaaga
  4595821 atcgtataac ttaaaaagtc gatagtacat aaaatttata tcggcgattt tcaaaatata
  4595881 tcgaccgtat cttaaattat atcggcgatt tttcaaatat atcgaccgta actcaaatta
  4595941 tatcggcgat tttttaaata tatcgactta ccgacaataa ctgacaatct tagcgcccta
  4596001 ttaataggaa gaagctgttc tgcaatacat cggaacagct cctttctttc cattacaaaa
  4596061 aaacagggag agatgaaaaa tgacaaagac aaaatttgaa aaagtactcc tcatcgtaaa
  4596121 tccaaaagct ggacaaggcg acttacatac aaatttaacg aaaatcgtac cacctcttgc
  4596181 cgcggctttt cctgacttac atatccttca tacgaaagaa caaggtgatg caacaaaata
  4596241 ttgccaagag tttgctagta aagtagattt aattatcgtc tttggtggtg acggcacagt
  4596301 atttgaatgc acaaacggct tagcacctct tgaaattaga cctacacttg caattattcc
  4596361 aggcggaact tgcaatgact tctctcgcac actaggcgtt ccgcaaaaca ttgcagaagc
  4596421 agcaaaactt atcactaagg aacacgtaaa accagttgac gttgcaaaag caaatggaca
  4596481 acatttctta aacttctggg gcattggact cgtatctgaa gtatcaaaca atatcgatgc
  4596541 agaagaaaaa gcaaagcttg gaaaaatcgg ctactactta agcacaattc gaactgtcaa
  4596601 aaatgctgaa acattcccag ttaaaatcac ttatgacgga caagtatatg aagacgaagc
  4596661 tgttcttgtt atggttggca acggtgaata tcttggtggt attccttcct ttattccgaa
  4596721 cgtaaaatgt gatgacggaa cacttgatat tttcgtagtc aaatcaacag gtattcaagc
  4596781 atttaaagat tacatcggaa agaaactatt tgaagactca aatgaaaatg acatcttcca
  4596841 tgtaaaagcg aaatccattc atatcgaaac agaggaagaa aaagaagtag atacagatgg
  4596901 agaaagttcc cttcacacac cttgtcaaat tgaattgttg caaggacact ttacgatgat
  4596961 ttataatcct gcggttgtat aatacaaaaa gacgagctaa agttttaaca ttttagctcg
  4597021 tcttttttat tagaacgata ttttaatatg aattttcgta atcaaactcc acccaatttt
  4597081 tccagtgcgt attagcatcc ttcttcacaa caatacttgg atctttcttc tctattgcag
  4597141 cggctactga ttggaagaat tcattttcac ttactttttc atcttcaaca tgtttccatt
  4597201 cttccgtttc atacgctact tcccagttgc cttctaaatc aaactcttct aaaatctctt
  4597261 ctttactcca ccataataaa tttcgtgctt cattattagt agcaagcata cgcatgaagt
  4597321 atgttggata agaatctgtc gtttttactt ctattccatt attcacataa tcctcttctg
  4597381 taaattcata ctcaaaatga tgatcacgaa ttttcacact gtcattataa atatttggca
  4597441 taaattcacc ttcatcatca aacaactcat actctccatc atttaattgt aaaataccat
  4597501 catcaccaat tgaatgattt attctatcac cgtatacttg aatatcatta catacaccta
  4597561 atgatcctac accgacaacc tgaaacacca ttaaccaatc cttattctct ttaaagaaaa
  4597621 gagagaattt cacttgtgaa atatccatat aatcattatc aaaagcagga aattcatact
  4597681 tactttgctt tttatctaat agtttcaaaa tatctttttg catctgtagc atcttcacct
  4597741 ctatataaac tttttaattt tactagagta taacatagct atacttacct ctgacattat
  4597801 aataatccta cttaaaaata gcagaatggt ctatttgcat actctagtta tttttagata
  4597861 aaatgaagaa aagaagcacc ttcatataag ggagaggaca tactttgttc aaccaacaat
  4597921 tagtgaattt acgcattgat tttgcattta aacaattgtt tggtacgaat ggtagtgaag
  4597981 atattctcat tgccttttta aacgcgatgt tacaagagtc tttagagtca cctattgctt
  4598041 ctctacaatt agaagatcca catttacacc gagaacacgc aaatgataaa ttatcaattc
  4598101 tagacatttc agcaacatta ggcacaggga caaaagtaaa tgtagaaata cagcttaata
  4598161 ataatcacga tatgatgaaa cgcagtttat attattgggg aaaattatat acatctcagt
  4598221 tacaaaaatg gatgccctac agtgcacttc gtaaaaccat caccattaat ttattgaact
  4598281 tcataatgtt tttagatcac aaagaatttc atacaaaggg cacattgtgg aatacacaac
  4598341 aacagaaact cttgagtgat gacatagaaa ttcacattgt agaaattcca aagttaacag
  4598401 aacagtggca tgaagaaaaa gtaaatccgt ggaaagaccc atttgctcgt tggcttttat
  4598461 tgctttcagc aaatgaggat gagcacttaa ctaaactatt ggaggatatt gctatgaacc
  4598521 aagaccctat tttacaaaaa gcaataaaca agtgggaacg tatgagtcaa gattcctctt
  4598581 tccgacaagc ctatgacgca agggagaaag ttttaatgga tgaagcagca aaattcgccc
  4598641 atgcagagac agaaggtatg aaaagaggca tggaaaaggg cttagaaaaa ggtatagaac
  4598701 aaggtataga gcaaggtata gagcaaggta tagaacaagg tatagaacaa ggtatagaac
  4598761 aagggcgaaa agaaggagtt caacagggaa aaatccaaat gattaaaagt atgtatgatc
  4598821 ttggcatacc acttgaaacg attgctaagg caagtaaatt gagtttgcag gagattgagc
  4598881 atattttaga aaataaataa tgataaaaag acgaaagaga acataatttt cactatgttc
  4598941 tctttaagca acagaattca gtataaataa attttcttaa aaagaaatga aataatcata
  4599001 aaaaagcctg cagttgttac actgcaggct ttcaaatgtt taataaatgg attaagctaa
  4599061 atatgcttgt tgtaacgcct ctaaaccatc tttataaatg ccatggaata gattaattgc
  4599121 ctcttcatca gtaacctcta caggagtgaa gctaccagac cattcaacta atgatgtgtt
  4599181 agcatcttta ccttctttaa cacgaattgt agataaataa ttcgtcacag ggaatggtgc
  4599241 ttgcataatt gaatatgtgt agtaacgttc tttctcatta aatacttcta aacgctctac
  4599301 gatcgcatcg ccatcaggat tagctaaatg acgtacacgt ccgccttctg ttactttact
  4599361 gctagggata tatggtaacc aatctggaag tgcatcaaaa cctccaatta attgccatac
  4599421 ttgcttaggt gaagctggaa tttcaataga tgtaatagta tttgccattt tcattactct
  4599481 cctttttatt taacgttaat tggtagtggc gcattaactg caactaattt ttgttcacgc
  4599541 atttcttccc agaatgctgc tggaatcact gttttcaatg cagcttggtc ttctgcaatt
  4599601 cgttccggtt tacttgcacc aggaataaca gctgcaactg ctggattagc caatgcaaat
  4599661 tgtaaagcag cagctttaat actgattcca tgacgatctg caaggttttt cattttatta
  4599721 acttttgcaa taatttctgg tgatgctttt tggtattcga agtgagtacc tccagcaaga
  4599781 acacctgagc tatatggtcc accaacaaca atgtccatat tgttttttac agccgcaggc
  4599841 attacgcgtt ctaacgcacg ctcgtggtct aataatgaat agcgaccagc tagtaaagaa
  4599901 acatttggtt ttgcttcttc taagtccagc ataagttcaa tagcctctac tttatttact
  4599961 ccaaggcccc agcctttaat tacaccttca tcacgcaatt gagtaagtgc acggaatgct
  4600021 cctgttcgag caatctcaaa ttgtgaaatc cactcatctc cataaaaatc ttgtgctacg
  4600081 tcatgaatat aaacaaaatc tagacgatct gtttttaaac attttaaact atcttcaata
  4600141 gaacggagag ttgcgtccgc actgtagtca ttgataattt tatttttacg accaaattcg
  4600201 aaaagtccgc ctttttcacc taaatcacgt gtagatggat cttccaattc atctgaaata
  4600261 attcgaccta cttttgtact taagaagtac tcatcacgat ttcttttcga taatgcttca
  4600321 ccaagacgaa tctctgctaa accagatcca taaagtggag ctgtatcaaa gtaacgcaca
  4600381 ccattatccc aagcagcatc cactgttgcg attgcttctt cttctggaat attacggtac
  4600441 atattaccta gtggtgccgt accaaaacca agtgtacctt ttaataaatc tttcatttaa
  4600501 aatctcctcc taaaatgtat ttaaaaatga tgaatggata tcaattaatg tgaaaagaac
  4600561 tgccctaaag aattcgagca gtcaaagcag tacgcacttt aaagcgcgac agttattaaa
  4600621 aataacgtag atgcttttta atactgtatt tctcaattgc cccttacaca agctattatg
  4600681 atgtgtattt gacataatga aaagtacgta ctttaaagtg ttatagatac taaaaagtat
  4600741 catatatact ttttgttttc atactgctca tttccctctc acgtatgtaa ttatgtctta
  4600801 tctacaacac aataaaaagt acgcacttta aagtgttata gatactttta agtaacaatt
  4600861 ttatggttaa gcgtctgtag cttcaaaaaa atgattttat ataaaaaaac cactattctt
  4600921 gcggagataa ctgtagaaat tatgagtgga atatagaaag ttgttactat tcttcattaa
  4600981 aaaaggcaac aacgaactga aatatgttcg ttgttgcctt ttgaccttct ttaaaatatt
  4601041 acattacatt tcgaacaaaa aggagcagaa ttcccttttc taattttcgc atcacatttt
  4601101 ggacaatata cgtatcgttc ttctatcttt tgtcgttcta tcatatgtaa agatactacc
  4601161 ctcatactgc acataatccc aattaatata agactaacaa cgagtagcat acctctcact
  4601221 cctcctattt aattttacca taaaataaca aacccgattc tctcatcgag aatcgggttt
  4601281 atatttacaa tcctaacttt gcctttgcac cgtcaggaat tttatctatc gttacttgca
  4601341 ctttgtcatg taaaaccttt cctgttgtaa gcccatgcca atacgaccct ttttgtaatt
  4601401 cacctactcc atcaatcgtt acttcttttt ctttcccatc cttatcataa gctttcaccg
  4601461 tatattcacg gcctttattt ccgcctaact cttttccatc attatcaata attgcgtaat
  4601521 gattctctat atcaagaaat gggttcatct gatctaatag cttactcccg cttaataagt
  4601581 atgccgcccc tgcgacgata acaatcattg ctccaaaaat aaatcttttc atctatattc
  4601641 cgcctttcat tatgttttct tgagaacatt tctaagtata gagcgcattc cttaataaaa
  4601701 actcgtacag tttcttaact ttttcttaat gtagaagaaa tgtggtatca catctaggta
  4601761 catgaaatta tatcgacgat ttttcaaata tatcgaacac aactcaaaat atatcaacga
  4601821 tttttcgaat atatcgacgt ttcgacaagg aatatcgact taccgacaaa aactgacagt
  4601881 agaaacaaca aaaaaggctg tccaaaatgt attttggaac agcctccgct acttactcac
  4601941 tactgaactt ctttttacat aaaacaaact gccaattaaa acgacaatta cgccaaaata
  4602001 tacgccatac tctatcgcaa ctgctacaat tctttcaata tgttgtccga ataaagaacc
  4602061 gagcacgaaa taaatgagtg tccaaacaaa tcctgtcgta taggaataca aagcatatat
  4602121 ccgaaatgac atgttattca ttccaactaa atacggtacg atatgtctta caactggtat
  4602181 gaagtaactt gtaactaacg cataatgacc atatttctct accatttgtt gagatttcaa
  4602241 aagatatttt gcctttttct ttttcattag tttatgaagt acttttgtac caaatatttt
  4602301 ccctagtata taacctaaag aaagcccgga tacaactcct aaatacgtta ataaaaatgc
  4602361 agtaatgata cttaatatcc ctagtgaaga gacaaatcct ccgctcataa caatcatttc
  4602421 gtctggaatt ggcataccga taatacctaa ccataaacag aaaaataacg cccaataacc
  4602481 atactgctca atataggata ataattcatg caattccatt atgcatatac tctccttagc
  4602541 tcttttttac agctaaagac gtacgctggc ggaaaattga gccacacttt ttctaatgta
  4602601 atttgaggaa agaaatgctg tataaatcct tttttcacaa gtgaatattg aaatgttatg
  4602661 aattccccat tctcatgtat tgcttccatt gcattattta aaatgcgttt tgaaacttct
  4602721 tctggtaaag aagtaaaagg caatccagat aagacgtaat caacacattc tatatggaac
  4602781 tcttccatat acttctttat attttcagct gaaccgtgca caacaatgac gttctgttca
  4602841 tctttaaact ttctctttag ctctttgcaa aacacttcat ttatttcaat aagaagaaat
  4602901 attgtttcct gcttctttct cttcataatt tctttcgtaa agactcctgt accaggccct
  4602961 aactctacaa tgcatttcgc tttattaaaa tcaattacat ctaccatttt ctttgctaat
  4603021 atttttgaac ttggcgcaac tgcaccagta tgtttcggat gtttaataaa ttcgtgtaag
  4603081 aatgttatga gctgcatgta aacttctccc cattcgttca atagtttgta acttgtttct
  4603141 aagtataact atcgtttctt aacaaaaatt gaggagattt cttaagattt tatgaagaat
  4603201 aaaaaacagc tatcgcctat agcgatagct gcccctttat tacttcgcac tcacaatctt
  4603261 ataataagag cgaactgtta agaagtaata tccaatataa atgacaccgt atactccgat
  4603321 actaattaga agtgggatca tgatttcata cggtaatatg ttccctaaac cttttagtgc
  4603381 aaacaagctg tgcaaaattc cgattactaa cgggattgca aagataaagc ttacttgttt
  4603441 tgcaatagct ttcttcatct cttgcttcgt tacaccgact ttatgaagaa cgacgtaacg
  4603501 atcacgatca gcacttgctt ctgtaagctg cttgaagtaa atgattgagc ctgtcgctaa
  4603561 taggaatact aatcctaaaa acagtccgat gaacatcatt aaacccgtcg tttcaagtcc
  4603621 cgtttggaat cctgtataga aatcatgaaa tggttttaaa atttctgatt caccagctgg
  4603681 cataacgctt gctaatttcg ctgttaactc tttactattt cgctcacctt ttacatcaat
  4603741 attttttaca atgcgcgttt cgtttacttg tttcgcctgc tcatatgttt gatctggaac
  4603801 gattacaaat agttcattta agtttgtaac acttctacta tttacacctt taatctttaa
  4603861 ctctttcgat tcatttccaa cagggaatac agctgtattt cctgtgtaaa gaggaccaaa
  4603921 atcaagtgtt tcaatatata agctatcata tacaaaagct tcattcgcac ttaaatttac
  4603981 aggttctata tctaaatgtt tcgcgattgt attaaagttt gattgagaaa taagctggta
  4604041 ctgcttcgta acattatagt gtgtgttcag aacttgatcc gctctttcac ctttaaatgt
  4604101 tcctttcaca ggaatcattt caaattctga ttcatatgtc actggatgat tattcttttc
  4604161 tccagcaagt atttcattta cttttttatc taatgcttca tcttttttct cataagaata
  4604221 actatacggt gcagccactt ttgattgcgt aaatgtattg taatacatcg taactgacgt
  4604281 accaaccgcc gttaatgtta ctgcacttaa aatcgcaatt gtcgcaagtg atttcgcatt
  4604341 tcctttaata cgatatagta attgtgatgt cgttaccata ttcataccgt tataaaacgc
  4604401 tgacttatta tttcttgcac gtttcaatat aaatactgtg aagaacatga acaataaata
  4604461 cgttcctgct actgtcgcta ataaaatgta taatgcaacg accataaagt ctgcatacat
  4604521 aactgctttc atgtacatta acgctaagaa ataacctgaa ccgattaaga aaactgaaat
  4604581 taatgccata ataacagagc ccttcggcat tgcttctcct tcacgttctg cacgaaaaag
  4604641 ttcaattagc ttgaatcgat aaattagacg atatccttga agtgatgtat ataaaataat
  4604701 cacaaagaaa ataattgctg tatcaacaat tgcagccatt ggtacttcaa aatgtacatt
  4604761 taattttaat cccatcatgc ttactagcag ctcaaggaat agttttgaaa ggacactacc
  4604821 aatcgcaatc ccgataatta aagacattaa tcccattaac atattttcat aaaagagcat
  4604881 tttaccaatc tgtcttttac gaatacctaa taaagaatat aacccaactt cttttttacg
  4604941 ttttcttgta aagaaaccgt tcgaatatat aataaacacc gctacgaaaa taataagcat
  4605001 cacactggaa acttggaatg ccccgctaat ttttttagaa gcttccgctg ctttttccat
  4605061 ttgtgaatta tattgcagtg ctttaaatgt aaagtaaata acgatactaa aaatcataga
  4605121 tgcaaaatat acaaagtagt ctttaaagtt ccgctgtatg ttgcggaggg caatgctaga
  4605181 taaggtcatc agccatacct ccggaaatag aagacattac gtcaacgact tgttggaaga
  4605241 actgtttacg cgttaactcg ccgcggtgca attctttata taactcacca tctttaatga
  4605301 aaataactcg cttacagtaa cttgctgcaa atgcatcgtg cgtcaccatt aaaattgtag
  4605361 agttatcata ctcatttaac gacttcatac tttcaagtaa atctgttgct gatttagaat
  4605421 ccagtgctcc ggttggctca tccccgaaaa tcatacttgg atttgtaacg attgcacgtg
  4605481 atgccgcgca tctttgcttc tgtccaccag atacttgata tgggaactga cttaaaatat
  4605541 gatcaatacc gaactttttc gagatttcaa gaacgcggcg atcaatttca tttgccttta
  4605601 ctttcgataa cgcaagaggt aacgcaatgt tctcttttac cgttaacgta tctaataagt
  4605661 tataatcttg gaaaatgaaa cctaaatgat cgcggcggaa taacgctaac ttatcatcat
  4605721 tcattttcac gatatctttt ccatcaatta aaatctcacc gttcgtcgca ttatcaattg
  4605781 tagaaagaac gtttagtaaa gtcgtcttac ccgaaccaga aggtcccata attccaacga
  4605841 actcaccttc ttttacttgt aggttaatcc cttttaacgc tgcaaattta ttaccacccg
  4605901 tgtcatacac tttttcaata ttttttgctt ctaatactgt tttcatctcg acatccctca
  4605961 tttcatctat tctctatttt cactatatac attctctact cttgccacta tcgatatttc
  4606021 ttacacaaac atgacagtta tgtaagtctg gtgagcaaag aaatcaaaat ttaacctaat
  4606081 gaatcaaagt actttgttac tataacattg ggatatcatg ccatccattc attctcctta
  4606141 caggaacatt acaattttgt aaggttaaaa atatacccta caaagttgtg catgaaatgt
  4606201 cggatggagc tatttttttc ctgctattct atttaacaag gaggttatgg ttatggattc
  4606261 acttaaaaac atgaatgcag caatgcagta tattgaagaa aaccttacac atgaaattga
  4606321 ttttaaggaa gtcgcaaaaa tagcttactg ctccgagtat catttcaaaa gaatgttttc
  4606381 tttcctagct ggcatatcac tatcagaata tattcgctgc agacgtctta ctctggctgc
  4606441 ttttgaacta aaaaatagcg atgcaaaagt tattgatgtc gctataaaat atggctacaa
  4606501 ttcacccgat tcattctctc gtgcgtttca gaacttgcac ggcataacac cttcagaggc
  4606561 ccgaagtagt agtcattctt taaaagctta ttcacccatg accttccaat tatccattca
  4606621 aggaggacat gaaatgaact atcgaattga agaaaaagaa ccatttcaaa ttataggtat
  4606681 tacaaaacga gtaccaatcg tttttaacgg tgtaaatgaa gaaattgctt ctatgtggaa
  4606741 aagtttaaat ccagaggcta ttcaaacatt aaagtccctt tcaaacatgg aacctactgg
  4606801 aatcattagt gcttctacta acttttctga aggacgaatg gaggaaaaag gagaacttga
  4606861 tcactacatt ggagtagcca caacgaaaga ttgtccagag caattcgcgc aacttgaagt
  4606921 cgcagcttca acatgggcta tatttgaagc tgtcggtcca tttcctgaaa cattacaaaa
  4606981 tgtatgggga cgtatttatt ccgaatggtt tccttcctca aactatgaat tagcggaagg
  4607041 accggaaata ttgtggaatg aacagaaaga tatatcttct ccaaacttta aaagtgaaat
  4607101 ttggataccg gttttgaaga aataaaaata aagctgcttt tcctttttag gaagggcagc
  4607161 tttgttttac attttagttc tttttaattg tcaattatat atacgccctt tttacttttt
  4607221 acgcttttgc cctatactgt ttattagctt atctttcaac ataatgaaaa gacttgaaac
  4607281 acatgataca ctatatctac aattgttttt taggaggaat atacatatgt acaaaatttt
  4607341 aatcgttgaa gacgatccaa atatttcatc attactacaa tctcacattc aaaaatacgg
  4607401 ctatgaagct gttgttgcag agaatttcga tgatattatg gaatcgttta acgcagtgaa
  4607461 accacatctt gttttacttg atgtaaactt accgaaattc gatgggttct actggtgccg
  4607521 ccaaattcgt catgaatcta cttgtcctat tattttcatt tcagctcgtg ctggtgagat
  4607581 ggaacaaatt atggcgattg aaagcggtgc ggatgattat attacaaaac cgttccacta
  4607641 cgacgttgta atggcaaaaa ttaaaggtca attacgccgt atttacggtg attatgcgcc
  4607701 aaatatttct gaacgtatcg ttgaagtaga aggtttaaaa ctattcccag aacgccctga
  4607761 aattcacttc ggatctgagc aagttctttt aacgaagaaa gaagctattt tagcagaaat
  4607821 gttattatct aaatttcctc gtacagcgag ccgtgaagat ttattagctg ccctttggga
  4607881 tgacgagagc tttgttgaag aaaacacatt aaacgtaaac attacgcgtc ttcgtaaaaa
  4607941 gttcaatgag cttggtattg aaaatgctat tgaaacagtg cgcggacttg ggtatcgttt
  4608001 taacgcaact tggagtgaat aagcatgaag ctatttttac gtgatcattt tgcatttttt
  4608061 ctactgtaca tattaaactt cggtatcatc ttcgttcttt atgatgcagt agatggattt
  4608121 caaaataata aattttactt cgtcgtttta agtttatact tatttatttg tttcctcgct
  4608181 tatcgttacg ttcgcaatcg tagaatgtac catagattaa gtgagcaacc agaaaaaatg
  4608241 gaagatgcgt ttattgaaag agcaactgct ccgatgcctc acggtgtaaa tgaactcgtg
  4608301 cgtacgcagt atcgtctctt ccaaaaagaa ctacaatcgt acgaagtaaa acaacaagaa
  4608361 catcaattat tcattaacca ctgggtgcat caaatgaaaa cgcccgtttc tgttatgcaa
  4608421 cttatggtgc ttgaaatgga agatgaacat ttaattccga aattcaaaaa agaattagaa
  4608481 cgtctaaacc aagggcttga tatggcttta tacatggcaa ggttaaataa cttccatgaa
  4608541 gacttccatg ttgagacgat ttcattaaaa gatacggtaa cgaaaaatat taatggatta
  4608601 aaagaactat ttatccgaaa cggagtcttt cctgttttag aagttcattc tgatttaaag
  4608661 gttgcttctg atgcgaaatg gctaaaattt atcatctatc agttaatgac aaatgccgtt
  4608721 cgttactctg gtgagcgcgg aaagaaagta ttcttatccg cttatcgaaa cggaaaagat
  4608781 attattttag aagttcgtga tgaaggtgtt ggtattccgc aagaagatat tcgacgagta
  4608841 ttcgaaccgt tttacactgg gaaaaatggt cgtacattcg gagaatctac tggtatggga
  4608901 ctttatatcg taagtaaaat ttgtgattat ttaggtcact ctgtcaaact agattctgaa
  4608961 gttggtaaag gaacgacgat taaaatcatc ttccacaacg ctgcaaataa tcaatcagaa
  4609021 caaacggaga aggtgaccga agcatgatcg taacatatgc aagcaaaatg tatgagaact
  4609081 cactctcata cattttttgc aataaaacta cttctatatc ttctaaccgg aggtataatt
  4609141 tatgaccttt tggcaatttg catttaaaaa cgtcacgcgc aactcgagag cttattttgc
  4609201 ttactttgta agtagttctt tttcgattgc cgttttcttt tcatttgctg tttacttatt
  4609261 ccatccgaaa ttacaaaatt ttggcattgt ctctgaaatt tcaggattaa tgatattttc
  4609321 ggaagtagta attgtatttt ttctttcttc tttttactat attccattgg gactttttta
  4609381 aaagttagaa aaaaaacaat ttggcgtttt gaccgttttg ggaatatcta gaaaacaatt
  4609441 acatcgtctc gtttttatgg agaatatgtt aatcggtatt ttatctatct ttttcggcat
  4609501 gcagtttgga cttgtcttct cgcaattttt cttattagtg acagcaaaaa ttacgcgcgt
  4609561 accaggcata tatttatact tgcctattaa cgcgtttatt ttaacgacaa tcgtcttcct
  4609621 tagtcttttt atcgttgtat ctacattgac accgatgctc attcgtacaa aaaaaagcgg
  4609681 tacacctttt aaaaataaat agtaaaaaac gaaaagaaag aaaaccgtcc atacttattt
  4609741 ctttatttgg tgcaatttgt ttatttggtg gctatgcgtt agctggaaat cctaaatatt
  4609801 tcgtatcagt aagcccacaa ataggtgtta tatatatggt ttcaagtatt ttcgtcattc
  4609861 caacgctcgt tacaatcggt acatatttct ttttttcaca aattagtttc ttacttattt
  4609921 atattttaaa gaaaagaaga aagttttata tgaaacagat taatatgctt tggatttctg
  4609981 atttagcaaa ccgtattcga acgaatatta atatgctttt tattgtagca atgctatcta
  4610041 ctatcgcttt cacaatgatt acgtttctat atgggttcgg aaagtttatt aagctagacg
  4610101 ttaatcgaac ttctcctttc ccaatttctt atttttctta tgatgcgaat ccttttgtta
  4610161 cagagcattt aaattggctt gagcaacaat tacaaaaaga gcattttcct tatgagaaaa
  4610221 taacagctga tatatatgaa acaccgctag aagaagataa aggtatagct atttataatg
  4610281 acgtatacgc aattaagcaa agtgactata acaaacttgc gaattcttta cgaatgaaac
  4610341 aactatttat gaatgataac gaggcatatg ttttaacggg gacgtcttat attactatat
  4610401 ttaatgaatt tgagcaaagc tacaaaagag attacattac actctctagt acaaatacga
  4610461 aattaaaagt taaaggctat gaacatatca atgcaattcc atctgatttt tcatatcaaa
  4610521 cgatagtttt gcctgatatt atcgtgaaca acttacctaa cacagtaaag catatatcgg
  4610581 cgtacaatta caaaattcaa aactgggaac agacgtataa aatcgctaat acttttatag
  4610641 aaaaagtgca aaaagatcga aataaatctc agtatgaagg acctcttatt cgatcctttg
  4610701 aatcagcagg atcgttatac agaataacat ctggtagtgc tgcatacttc ctaatcggaa
  4610761 catttttagg agttattttc ttcattggag ctggtagcgt tctttacttt agaatgtata
  4610821 ccgatttgac gaacgaacaa gagaaatata taacgatttc taaaatcggt gtaacaggtg
  4610881 cagagatgaa acgatctgca accattcaac ttagtatttt atttttcgtt ccgtacatta
  4610941 tggcatccat tcatacaatg ttcgcaacga aaatgctaca agatgtaatt ggcttatcgt
  4611001 tgttcaaaga agtttcagcc gttcttatta tttttggatt cgttgaaatc gtatttttct
  4611061 tattcattcg ttcactttat atgcaaaagc tatcacaata tactaataca cattaaaaag
  4611121 gttattacat gaaaaaggcg ggatctcttc cctccttttt catgctcatt atattaggag
  4611181 gtttaggtga atgacatttt ggcagtttgc atttaaaaac gtctcgcgga acgccagagc
  4611241 ttatttcgcc tattttgtaa gcagcgcgtt ttctattgca atttttttct catttgcagt
  4611301 ttacttattt catcctaaat tgcatatgac cgacgtaaat tatgctctga acatattaat
  4611361 gacaatttca gaagttgtca tcgtattctt ttcatttttc tttttactat attcaatcgg
  4611421 tactttccta aaagtgcgaa aaaagcaatt tgggatttta acagtacttg gcatctctca
  4611481 aaaacaatta aaacgactca tatttataga aaacatgtta attggtgttc tttctatatt
  4611541 ttttggcatt caacttggac ttgtcttttc acagttcttt ttattagtta ccgccaaaat
  4611601 tacacatgta cctggtttat atttatattg gcctacaagc gccattattt taactatcat
  4611661 catctttctc ggactcttta ttctcgtatc atcttttaca ccgatgctca ttcgtacgag
  4611721 aaaagctgta cgtcttttaa aagaaggaac aaaacaaaaa gaaagaaaag catctgtgct
  4611781 catctctcta tttggtgcga tatgtttaat atcaggatat gcgttagccg caaatccatt
  4611841 atactttcta tcgctaggtg acatcattgg gcttttatat gccatctcta gtatatttgt
  4611901 catcccatcg cttattgcag ctggaacata ttttttcttc tcacaaatta gctttttact
  4611961 cattcgtata ttaaaagcgc gaagaacgtt ttatatgaaa cgcattaata tgctttggat
  4612021 ttctgattta gcatcacgca ttcgaacgaa tattaatatg ctttttattg tagcgatgct
  4612081 atcaacactc gcttttacaa tgattacatt cttatacggt tttgggaaat ttacaaagtt
  4612141 tgatgcgata agggaaaacc cttttccttt tacatattta tcacatactg aaaatacgtt
  4612201 agcggatgaa catttaaact ggttagagca gaagttgaat gaagaacact ttacttatac
  4612261 aaaatttaaa acggatatat atgaagtatc ttcagctgaa aataatacgc aactctatta
  4612321 cgcaattaaa caaagtgact ataatgtact tgctaaggct ttaaattggg aaacactcac
  4612381 ggtaaataaa aatgaatctt atattcttat gaaagactta gatgaccaag ttattggaac
  4612441 acttcacaat aaagaacaga aaaatactct tacacttact caaaacaatt tacaactaca
  4612501 agtgaaagaa tataaaagtt atagcccatt cccaaacagc ttaatatatc aattactcat
  4612561 actatctgat gaaaatgtag aagccttatc gaccgtttcc aagcaaatga gtgtatataa
  4612621 cttcaaagtt acagattggg aaaaagcaca taatatcggt tcatcgttta taacaaaaat
  4612681 ccataacgac aatgcagcaa ttcaagcaga gcaccctcct ttccatgcaa gtgaagcgag
  4612741 cgattctcta tataaaacaa aactaaatgt cgcttcattt ttcttaattg gtactttctt
  4612801 aggtgttatt ttctttatcg gagctggcag tgttctttac ttccggatgt atacagattt
  4612861 aacaaacgag caagaaaaat atataacgat tacgaaaatt ggcttaacgg aaactgaaat
  4612921 gaaacgttca gcgacaattc agcttgcgat tcttttcttc gtgccttaca ttatggcatc
  4612981 catccatacg atgttcgcga caaagatgtt acaagaagtt ttacatctct cgttcttcgc
  4613041 tgagattaca gtcgttctta tgatttttgg aacagttgaa attttatttt tccttttaat
  4613101 tcgttccttt tatatgcaaa aattatcaca acacattaag ttttaaaaaa tagaaaggtg
  4613161 attatgatgg aagaagtatt acacataaaa aacgtctcga aagtgtatga aggaaaagtc
  4613221 cctcatactg ctttaaaaaa tataaattta catgtagata aaggagaatt cgttgccatt
  4613281 atgggtccat ctggcagtgg aaaatctaca tttttaaacg ttatctctac aattgattcg
  4613341 cccacttctg gggaagtcgt tattaacggc aaaaagccac acacatttcg tagagaaaaa
  4613401 ttagctgttt tccgtcgtca agagttaggg tttgttttcc aaaactttaa cttactcgat
  4613461 acattaacga tcggagaaaa tatcgtatta cctttaacat tagacaatgt tcctttaaaa
  4613521 gagatggaca aaaagctcga tagcatctca acaaaactag gaatcgatca tattttaaac
  4613581 aaacgtattt ttgaagtttc aggaggacaa gcacagcgta ctgcagtagc acgcgccgtt
  4613641 attcatcatc cgtcccttct ccttgctgat gaaccgacag gaaacctaga ctcgaaagca
  4613701 gctattgatg taatggagtt atttacgaaa ttaaataaag aagaagatgc aacgatttta
  4613761 atggttaccc acgatccgtt tgcagcaagt tattgtaatc gcgttatttt tattaaagat
  4613821 ggggagcttt acaacgaact gcaccgagga ttgtatcgtg agaagtttta tcaagaaata
  4613881 ttagatgttt tagcattact aggaggaaga cgtggatgac attttggcaa tttgcattta
  4613941 aaaatgtctc gcgtaattcc aaagcatatt tcgcttattt tgtgagtagc gcgttttcga
  4614001 tcatggtttt cttttcattt actgtatacg cgtatcatcc acgcttacaa attatgaata
  4614061 aattacagga acaagatcca ttgatgaact tagccggcat ggcacagttt gttatcgttt
  4614121 tgttctcgtt cttctttctc ttatattcta ttgggacgtt tttaaatgta cggaagcaac
  4614181 aatttggcgt tttaactgtt ctcggtatat ctcaaaaaca attaaaacgt cttttgttta
  4614241 ctgaaaatat gattattgga atgcttgcta tctttgcagg tattcaaggc ggtctcgtgt
  4614301 tctctaactt tttcttactc gttacttcta aattaacaaa tgcaaaaggc ctctatttat
  4614361 attggccaac agaagctatt atcgttacaa caataacttt tattatttta tttttcatcg
  4614421 tctctacatt tacaccaatg ttcattcgta ctcggaaaac aactcgatta cttaaaaata
  4614481 ataaaaaaga aaaaagcgaa aaaagaccgt ctatactcat ttcattattt gctttaattt
  4614541 gtttagggct atgctattat atcgctggtt atccgcaagg ctatataaca gaaaaaatgt
  4614601 acaaaatgga tctgtattct taattatgct atctatttta ccgctcgtag tggtgggaac
  4614661 atatttattc ttttcacaaa cgtttcttct ctttatcttt attttgaaaa agcggagaaa
  4614721 gttttatatg aagcaaataa atatgttatg gatttcagat ttagctaacc gcactcgtag
  4614781 taatattaat gtactcttta tcgtttctat gctatctgca cttgcattta caattattat
  4614841 cgcgctattt gctatcaata ataatacgaa agcaatgata ttagaacgtt ttcctatccc
  4614901 cttcacatat acatctaaag gggaaaattc acttgaacaa aaacatattg ctacaattga
  4614961 aatggagctt acaaatgcta attttcaata cagcaagcat cagtctacat tgttaaaaga
  4615021 taccgcttta aaagaagaca ttactcttat gaaaatgagt gattataaca cgcttgcaaa
  4615081 acaattaagg agaccagaaa taaatcttga ttctacacaa gtttatatta tttctcgtta
  4615141 ctcaccagag ctcttaaatc ttgtatcaaa tccattcgca aaacaaaata caattacaat
  4615201 cggatctaat aaaaaagaat ttcacattaa aggatttatt aataaatcca ttgaacccgc
  4615261 cttcgcattc ccttatttaa tggttgtaca agatgatgta ttcaataata tgattcctca
  4615321 tattgaaaca accatagtgt ataattactt cgttgaaaac tgggaaaatg cgattgctcc
  4615381 tacgaaaaat atattaaagc atattagaaa tgatacagat aacttctatg aggcacacaa
  4615441 agatgcggaa ggtaattttc aacccccatt taatatttat acagctgccg atgacctgaa
  4615501 atacagcaaa ggaaattcaa ttgctacgtt ctttatttgg gcatttctcg gttttatttt
  4615561 ctttatcggt gcggctagtg ttttatactt ccgtatgtat aacgacttaa caaatgaaaa
  4615621 gcaaaaatat attacgatta caaaacttgg tttaacagaa tcagaaatgt ttcgctctgc
  4615681 aacgattcaa ttaggaattt tatttttcgt tccttatatc gttgctggta ttcacacatt
  4615741 atttgcggtt aagtttttac aaagcatact cgctttttct ttactaaaag agttattaat
  4615801 tgtactcact ttctttggga ttatcgagat tattttcttc ttcttaatcc gatctctgta
  4615861 cattaataaa ttatcacagc acataaaaat atgaataaaa tggccttgtg caatacgcac
  4615921 aaggccattt tcaatagttt ttaattagca gcaatatcca ccgtagccgc cagcataacc
  4615981 gccgtaacca ccataaccac aaccgccgcc tccgccgaag cagctagcac cgatgatgat
  4616041 taataaaata aacaatacga ttagaagcgc aaaaccgccg ccgcacccat gtctgcggtt
  4616101 acaatcatca tgtctgtgtt cacacttttc gctcattact ctattcctcc tttagtatca
  4616161 ttcataacaa gttcaccttg ctctaaatga ggggattcca tttatattat gttttcaggg
  4616221 cgaatcggaa gcttggctta cttaaaaacg ggcttgtttt ggcaattggg cttcatcaaa
  4616281 aaaagatacc tattcaggta tcttttaaag aaacatattc aatacaaggg caaaaccgaa
  4616341 tgcaataaat gataacaatg tctctagcac tgtccacgtt ttaaacgttt cttttactgt
  4616401 caaacctaaa tattctttta caagccagaa acctgcatca tttacgtgag aaaacattaa
  4616461 tgagcctgca ccggttgcta taacgagcaa ttctaaattc acaccagaca tgtgctgaat
  4616521 aactggtgaa acaattcctg ctgctgtcgt taatgctact gttgctgaac ctgttgcaat
  4616581 tcgaattaat ccagctacca tgaaagctaa tacgattggt gataacgata tatgttctgc
  4616641 catttgcgca atcgccgttc caacaccgct ttcaattaat atttgtttaa atccaccgcc
  4616701 tgcaccaatt attaaaataa tggaaccgac cggtaataaa ctttcatccg ttaatttttt
  4616761 aatcatcttt ttattaatac cttgtctcat gccaagtaaa tagaatgctg caaaacatga
  4616821 aattaataaa gcgattactg gacttccgat aaatacaaaa aattcagtca tctttttcgg
  4616881 taatgaaata tatggtgcaa caactgataa aatcatcaat acaactggta ataaaataat
  4616941 aaagaatgaa actttacgac tcggtaaatc agttgataca gtcgtaactc gaataagctc
  4617001 tggttcattt tcaggtataa cccttttatg tacccacttt gcaaatatcg gtcctgcgat
  4617061 aatggctgtt ggtaacgcga taagtaatga atataaaagt acctttccta aattcgcgtt
  4617121 ataaataccg attgctgtca tcgcacctgg atgtggtggc acgagcccat gaacaataga
  4617181 taatccagca atgacaggta acgcaattaa taatatattt tgcttcgtcg tttttcgaat
  4617241 ggaaataacg agtggtaata aaatgacgat ccccacttca aaaaacactg gaattcctat
  4617301 aacaaatcct gcaaataaca tagcccaagg taatttcttc acaccgaaaa atcgaataaa
  4617361 gaagtctgcc acttgcatgc cggctcctga atcagacatc atttttccta aaattgttcc
  4617421 gagagctaaa ataccaacta aatgccctag tacactacca acgccagatt cataggcagt
  4617481 cactatcttc gttaaattca gtccagacat aatagctaaa aataaactag caactgttaa
  4617541 actaataaat gcatgccatt tccaccatga tacacctaaa atgacaattg caattgcaag
  4617601 taatgtgacg attaataagt atatatccat ctcccattcc ccttacttta taaaaaaaga
  4617661 gggaaaatcc cctctttttt atacgtcata attcactaca taatgctgca tttctgtatt
  4617721 gtagtagcct tcgctgtatt caattacttc gccaacttca tcgtaagaat aacgcatacg
  4617781 ttttaatagc gctgtcccct ctttttcacc taacgcttct gcaacgaaac taggcgcaag
  4617841 tccaacagca aattcatctc tgaagttttc taaatgaatg cctcggtcct cgactaaatc
  4617901 gtaaagcgat tgcaagtcaa agtccgataa atctgtactt gccattttcg ctgaaaaata
  4617961 gtgcgtataa tgaatatacg gtgcatcatt taacgtatat aaacgttcaa tacgaaaact
  4618021 ctctttaccg aataatcgaa atagcactgt tccttcttca ttctgaacga tttctgcttt
  4618081 taacaatttc ttctgtactt tatagccttc ttccactaac acttcagtaa atttctttcc
  4618141 ctttgacagt tttgtcgcag aagtattgcg gatgactttc gttcctttac cgcttttctt
  4618201 ttctaaatat ccttcttgag cgagttcttt aatcgcattt cgtactgtaa ttttactcac
  4618261 tttgaactct tcttctaact gcggttcgga aggaatattc gtatgaattg catatacacc
  4618321 atgcaatatt cgatcacgaa taatgttttt tatttgtaaa tataatggtc cttttttcct
  4618381 cgttacgttc accgttacac ccactacctt tctacatcac ctactgatgc cgtcattgcc
  4618441 cgaagtatat ccttctctga tgacattggc gtatcaccga cgattgtatg tgcaagcatt
  4618501 ccagctgctg acgcaaatga aacagctttc tctggtgcaa actcttctat ctcgccatga
  4618561 ataatcccgc tcgtataagc atctccagca cctattctat catatacaga aaacgtaagt
  4618621 gtttttgcaa aagtgaacgc accatcttta catataaatc cgcgaagcga gtgtgtatta
  4618681 tcgctattaa tagagcgatg tgtaccagca attgtagcga tatgatacgt ttcagcaact
  4618741 tgtggaataa ggtccacaag ttgctcctct cgctctgtct cttctgtttt catcccaaga
  4618801 acgaacatcg catctttttc gttcatcata acgatatcag caagatccag catttcttca
  4618861 taatgcggtt tcgcctgttc atatccgtct tctccccaaa gagatggacg atagttacaa
  4618921 tcaaaaacga cagtacctcc gttttcttta acagctttcg ctaaagattt catatgatgg
  4618981 cgcaccgtgt cattcatcgc aagtgtaatc ccacaaaaat gaacgatatc aatttccttt
  4619041 gcgatttctt caaattgata catttcttca catgccgtat taaagctact ttctaatcga
  4619101 ttcgaatatg taacgcggct tgcacgtgcg ccaaatccat tttctaaaaa gtacatgccg
  4619161 acatatttac cgcctcttga aacaagcgag gtttgcacgc ctaatttttg aatgtaagat
  4619221 aatgcagcat ctccaaccga attttctggt aaagtagaaa taagaaaccc ttcatgcccg
  4619281 agatgagaaa gtgctgctgc cacgttcaca cctgtaccag aaaatgagta ttttaatgtg
  4619341 ttagcttgcg acaacaattc atatcctggt acttgcaggc gcatcattac ttcgccgaat
  4619401 gctgcgattt ttttacgcat attgatcaac taacttcttc acgactgcta ataattcacg
  4619461 aacatcttct gttttcgtat tgccagtttc tttatcaata atagaagagt acacgtgcgg
  4619521 aatcacttgc tctacatttg cttcaagcgc gatacgtaaa attgtttcaa agttttcttt
  4619581 atcaattccg cctgttggct ccaatgcgaa tccttcttcc gcacaagctt tcgcaactgc
  4619641 gcgatattct tcttcgtgag ctagcccttt cattgggaag tacttcaatg aatttccgcc
  4619701 catatcacgt acaagtgcga tcgctgtttt aattggaacg attgcttttt cttccccagc
  4619761 tgcactaatt ggaccagtag aaatatttac gtaccctact tttcctgttg gtgatactaa
  4619821 actattaatc cagctatctt ttccgccaag atttgcacgt gtcgctccaa ctgaagggaa
  4619881 cacttggtta atatggctac cagaataatg tttcgcaatt tcagctacaa ctgctgcttg
  4619941 gcgattatct cctgctccta gtccgatcga tacagcgtca tcaatttctt ttccgtatgc
  4620001 tttcatcgct gtaactgctt cttctactgt tggataatct tttgataata cgcctactac
  4620061 tacataacct tctgctgctt caaaaatatc ttttgcattt tcgatattgt tcgctaatac
  4620121 atttaatgct acgcggcctt tataaaaacg tttttgaatg tttgtcattt tagtttcccc
  4620181 ctacaatttc tctcaatttt tcttcaatca catgtatgtc atcaccttga agtggacgtg
  4620241 gatcaatatc aaagaatcct tgtcttactc cgtaatcacg tgtgtaaatt gcgatttccc
  4620301 cttcgcgtaa tgcagtcaca acgtcttttg ccgatttatt taattcattc tcgttaatat
  4620361 gaatacgtgc tctaaagatt gctcttcccg cttcatcttg aacgatcgtt acatttacac
  4620421 cgtttaattc ttttagcggc ataagtactt gtaacaactc tttttcttgc tcactcttat
  4620481 cttcttttac tccgtactca tcaagcgctt gaagtaagcc aaatgttgtt tctttcccaa
  4620541 ccttcatact tcttccgatg caatgtaatt gcactttcag ccactcaata tattttcgtt
  4620601 tcccgccaac aatgccagaa gtaggtcctt caatcgcctt tgaaccacta taaatggcaa
  4620661 ggtctgcata cttcacatat ttttgaatgt cttcttcagc tgccgcatct acgataagcg
  4620721 gtacgttatt tcgctgcgct acttcccatg cttcttcaac agaaatcata tttttttgca
  4620781 cggcatgatg ggatttcaca taaagaatcg ctgctgtatt ttcaccaatc gcatcttcaa
  4620841 tatgttctgc tttcccttca tttgcgtagc caacttctac aagttttcct ccgcctaagt
  4620901 aaatcatcgt ttcaacagga gcaccgtatt gaacattatg accttttaac ataattactt
  4620961 catttttcgc gatgacctct tgatggagtc tttcactttt acggcgattt ccttctgtca
  4621021 caattgctgc gatagaaagc gcaattccgc tcgatgctga attcacaaca accgctgcct
  4621081 ctgaatctag aattctcgca atatggtctc ctgctttatc tactaaatca gcaatttcca
  4621141 cataattttg tcccccatgt ttcattgcat ccataactgt atctgtcgga gcggatacac
  4621201 ctaaaatact cattctacca ctcgcattaa tcactctttt taatccgtac ttagcattca
  4621261 atgaatgacc cattgactac aacccctttc gtatcaattc ttctttcagc aatgcgctga
  4621321 tccccttctg aatctattaa cttaaccttc tcatctttca ccgtaaataa agttaagttt
  4621381 gcaatatctc cttcttgaat gcggccaagc tcaggtttct taagccattc tgccgcatgt
  4621441 ttcgtaaccg catcaatcac ttcttctagc ggataaccta agtaaaggaa tttcgaaaga
  4621501 acgtgagcca tactatacac tggaccgtgc acgcgattct tccggtaaat atctgtacta
  4621561 attgtatgaa aggcaatatc gtgacgcttt gctgcctctg ctactttaaa agaaaaacta
  4621621 gcattaccat gcccaacatc taaatgcaca ccgcgattca ctgcatctag taacacaggt
  4621681 agcggtttgc cttcttcatc aaataaatta ttttctttcc cgtttaagta atgtgtaata
  4621741 acatcatctt tttctaaaag aggtacaact tcctcaatgc gagggggcgc tgaaccgata
  4621801 tgtaccataa tcggtaatga tgtttcacgg gataaatcac gcgctatatg aagcggttca
  4621861 attccactat cacaaacgac acttttactc attctcgcct ttaacccaac gattacatct
  4621921 ttatactttt ctactgcttg tattactttc tctttatcga tccattccat attggataat
  4621981 tcatcaattc gtttcaaacc gatgcgagaa atatttaaaa aagcaaataa attcgtcttt
  4622041 gcctgttctc tactttttac taaatctgca atgcgatcag caccgcagct acctgcatca
  4622101 acaattgtcg ttaccccttg cttaacgcca atttcgtcca cctcatcgcc atacggatca
  4622161 aactctggaa aagcatgaac gtgcaaatca atccaaccac tcgatacgta agtacctgag
  4622221 taatcaagaa cctttccacc ctcgccagca ccagctttcg tcacctgtgc gattttatta
  4622281 ttttcaatta caatgtcaat ctcttccccg ttcacacgtt tcacattacg tagtacgaat
  4622341 cgttctgtca ttgtacttcc acccttttct ataagaagcc ataagaatac gcttacatta
  4622401 aagtttcatt ttttatatct ctttcacacg tttagcgtaa cacaaaaaaa gagagaagta
  4622461 aatataacgt tataatgttt aagttccaat aatggagact atttgcattt cgtaaatttt
  4622521 atatgttaag acatttctct gtcataaata aaaaaccaaa aagcacttaa attgataggc
  4622581 tttttggtga tagataaatt tataaaatga aactttaatc agtgtggatt agccttcacc
  4622641 aacttttgag gtggaagcct tactgcccgc caatagcggg ctagaactaa acaattgaat
  4622701 tattaattaa ccaatcagta aataatttat ttccttcaca ctcatctaga tcttttgtac
  4622761 gaacatggag aatttcatat ccatacttat catagaatgg atacttagaa aattgatgat
  4622821 ttgataaatc atcatagtaa gaaatatcaa aatacactac ccataaattt tcattacata
  4622881 ctttataagc tatagcctca tatgtaaaaa cctcttcaat atccctgtaa taaaataaat
  4622941 gcatatgaat caaatcgtca aagttatatt ttttcataga tataagctcc ttagacatta
  4623001 tctaaaatat ttgtgtgcac cgacattagg aggactatga taatgtaaga taggaccttt
  4623061 tccatcaata taatgataat ctatggcaaa aactcggtta ccagtagctt tagaacgtac
  4623121 ttgtattatc attccaccct tagctgcttc taaaatatat tgcttcggag aattgagtgc
  4623181 cttttgtaca tatggacgcg caaccgccca ggctttatcc gcagcagttc tacctacttt
  4623241 tgaaactaat actcttaatg caccaagaac aatagcaggc aagatttcct gcttaacaac
  4623301 caattcgcca gtaaaaggat ttttttcaac aacagattca acccttagtt tacttacttc
  4623361 ttcctctagt tgtaaaaaaa cagggtcatt tactaaaaaa tcatactctt ttccgaaatt
  4623421 ttcaaaatcg aagtcggaag tatcaacctt tgataaatca atgcctagat tgatttcagg
  4623481 gatatactcc gttacaatac catcatcttc cgtttcaata cttgcatcag caattgatgg
  4623541 taaagtaaag ctcagcaata atgcagcaga aatcattccc gtgataaatt tctttttcat
  4623601 ctaccattct ccctcctaaa tatgtaacag cagaaaacaa taaaaataca cttttattat
  4623661 ctcgcaatcc aaacgataaa acattctgaa aaattaaact agtctattaa taactttcaa
  4623721 tatttgttac tattaatttg tataaaacaa ttatttaatg atatttaaaa taaatctcat
  4623781 aactaattca ctcgatgcaa atatagagca atttatataa ttaataattc cttttcgttc
  4623841 ctatttcaaa caatcgcctt tatcaactga ttaaaaagaa tgatcttaac tctcatcgat
  4623901 ataagtagtt aaacattttt tataatccga tattgtgtat aaaacaacga taaagcatag
  4623961 acaagtacct aataaaaaaa tcgcacttta ataagctttt ttagcactcc tccttttact
  4624021 tgctagttta aaaacaatca tatttcgtat ccattgattt atttcgctag cttgataagt
  4624081 atgtgacggg agccaaccag aaaaaaagct atctacttca gatagctttt tttctattcc
  4624141 tgaaccgtca caataacccc gtccacattg ttccccgaaa tttcatactg cttattcaac
  4624201 ggaacattca ctttcatatt acccgacact ttataataag aaaccgtata tttcttacct
  4624261 tccacatcgg ttgtgatttc ttttttttct tttaagaagt ctaagtattc ttctaatgta
  4624321 attttctttt tttgcataat tgcgctatga ggcaagccga cataacgaat gtgccacggt
  4624381 tcatattgaa tgcctgtaat atgactttta tttttcggat aacgtaatac aaatccgtgc
  4624441 ttccatacat tctcttcaat ccattttcct tcaggcgctt tctccatttt cttttgcgtt
  4624501 gaaccaacgt ccagtgataa tcctaaatta tgttcactat atcctgctgg aagtgcataa
  4624561 tctgatccca tttctttata taatttactt tgctctttaa aatctcgata cccgctattc
  4624621 attaagaaat gttgtacacc atcttttcca gccgcatcga ccacgttcaa aaactttttt
  4624681 acaacatcct ttgataaacg aaggtttcta tcaaatatta catagcccct tactaattca
  4624741 ctattatgat ttacatttat aatgtcagac ctaatactat ctttttttac tggataatct
  4624801 ttgttaacta ataatagatc ccctttataa atttgttctt ttgtaacctc tatcttttct
  4624861 atatttgcat tctttactgc accattttcc ccgccgattt tcacatcaat ttccttttga
  4624921 aataacggtg atatataaac gcctacacag attgtgcatg cgataaaaaa agaaataaat
  4624981 acccactttt tcatttctag ttcctcctta acgtaactta cgtctagaat agaaaaaact
  4625041 attaaaataa aaagtggggg aaagtttaaa tttttattaa attgtcaact tcttgtcttt
  4625101 tggcaatcgt acttcaaata tcgttctaac tacattactt tcagcagaaa tcgtaccgtt
  4625161 atgttgctcg acaatatttt tcgcaataaa tagtccaagg cctgtcccgc cacggttctc
  4625221 agttctcgat ttatcacctg tataaaacat atcaaaaaga tacggtaaat cttcttctgg
  4625281 aatgctatct ccgtaattca taacttgtac gacaacttct tcattatcga tatacccatt
  4625341 cagatcaaca aattgcccat catatccgta gcgaacggca tttgttaaca agttttcaaa
  4625401 tactctagct aacaattttc catcaccgtt aatcggcaaa tgcggatcaa cattcaatct
  4625461 agcttctaaa tgatgttttt ctaataacgg atacaattcc tcatctagct gtataagcag
  4625521 ctcacttata tcaatcggct ttttatttag ttgtaacata ccataattca tacgtgtaat
  4625581 ttcaaataat tcatcaatta agctttcaag cctttgcgat ttcgtatatg caatcgtgga
  4625641 aaaatgttta atttgttctt ttgttaaatt ctcatcttta agaattaaat ctaaataccc
  4625701 taacacggat gttaatggtg tccttaaatc atgggctaaa ttcacaacaa gctggtcttt
  4625761 actactttca gcaaagtccc ctctttccac agcttctttt aacttttcac tcgcaacatt
  4625821 tatttcacgc gcgatgtctc caaactcatc atttgatgaa acttgaactc tattcgtaaa
  4625881 gttaccgttc gcaagatgat gaatcccgtt agaaatctca ctaaaatact ttaaatacgg
  4625941 ttttgtcaaa aagaagaaaa agataataga taacgggata aagaaaatta aaaagaagtt
  4626001 aatgtctcca aattccctta cgattgacct aaattgtgcc aaaggctctt catagcgaac
  4626061 catcgtttta taatacaact gcaatccttt ataaattata taagttacag ttgcagcgag
  4626121 caccatactt aacgcaaata aggcaatcat tttaaatcga aagcttttca tcatgttatc
  4626181 cattgaaagt ataccctact ccccacactg tttttattag cttatctttt cttttatctt
  4626241 ccccaagctt tttccgcaac gtacgaatat gtaccataac tgtatttcca ccttcataat
  4626301 aatcatctgc ccatacttgc tgaaaaatat tttccacatt gtacactttc ttcggatgac
  4626361 tcgctaataa atataaaata tcaaactctt tcggtgttaa ctcaatttgc tctccgtaca
  4626421 cgttcactgt tcttcgctca ggatcaatag taactccgcc tacctgtaaa gcagatttat
  4626481 tctcagctac tttcggctga tttaatgtaa gaaatcggcg taattgtgca tttacacgcg
  4626541 caactaattc aatcggcgta aaaggtttcg tcatataatc atctgcacct aatacaagac
  4626601 ctgtcacctt atcaaagtcc gaagttttcg cactcaagaa aataattggc atatgatgct
  4626661 tcgctcgaat ttggcgcgtc acctcatacc catccatttt tggcatcata atatctaaaa
  4626721 ccactaagtc gattggctgc gtttcaataa tatgaattgc ttcttccccg tctgctgcct
  4626781 tcacgacgtg gtacccttct ttttctaaat gtatctcaat taaatcagca atttctgcct
  4626841 catcatccgc tattaaaatt gaaatgcgct tcattttact ccccctttta tacgctcgat
  4626901 tgtaaactag tctatccaat ttgtacaata cgaaaaggtt acccgttaga gtaacctttg
  4626961 taaataaaat tatatcagcg attttccaaa tatatcgacc ataactggaa ttatatcggc
  4627021 gatttttcaa ttatatcgat cgtaactcga attatatcgg cgattattaa aatatatcga
  4627081 cttaccaaca attaacgaca aaatcctctc gctattttaa agactccact taccgctcaa
  4627141 aaacaatccg ttgcttcgta atttccgcca gccttccgcg gtccacttta tactcagtat
  4627201 caacactttg cggcaccatc actttcccgc cctcaagcgt cacttccggc gaaataatat
  4627261 ccttctccca atgtctacta gaagcggata tatcgccagg aatcgtaaag ttcggcaatg
  4627321 aggcgagggc aacattttgc gctcgtgaaa tccccatctc taccataccg ccgcaccaaa
  4627381 ctggtatgtt atgctccata caatagttat ggatttggat tgattctgtt aatccgccta
  4627441 ctcgtcctgg tttaatgtta acgatttggc aactaccaag tgtaatcgca acacgcgcat
  4627501 cttctaaact atggatactt tcgtccaaac aaattggcgt ttcaatcttc ttctgtagct
  4627561 gtgcatgatc gagaaaatcg taatctgcta gcggttgctc aatcatcatc aattggaatt
  4627621 catctagtcg tttcagactc tccgtatccg ctaatgtata cgctgaattt gcatcagcca
  4627681 ttaacgggat atgcggaaac tctttacgaa tttctttcaa taactcataa tcatgccccg
  4627741 gttttatttt caccttaaaa cgctcgtatc cttcttccgc atacttctca atttgtttta
  4627801 acataactgg aatcgtattg atcccgatca caacaccaac ttcaatttca gacttcgttc
  4627861 cgccaagcaa tgtcgctaac gatttctttt gacgcttcgc atataaatcc caaacagccc
  4627921 cttcaattcc ggcctttgcc attcggtttc tttttatatg ctggaacaaa ctcggcactt
  4627981 cattcggatg agaaatttca gcctttaata aatccggtaa taaaaagtct tgcagtacgt
  4628041 gcagcgctgt cttcactgtt tcttccgtat accacggttc agaaaatgca acgacttcgc
  4628101 caaatccaat gtacccgtcc tcatcttcta attcaatgac gatactctca cgtttttcat
  4628161 acgttccgta gcttgcagca aacgggatga cgagtggcat ttccgttata tgaagtgtcg
  4628221 ctttttttat ttccacttac atctcctcca ctaattgtct taactctcgt cttaacaatt
  4628281 ttttcgaagc atttcgtggt aattcttcta agaagcacgc ttttttcggc actttatatt
  4628341 tcgctaattt ctcctcgcaa aaatgaagaa tttcttcttc tgttatctct ccacttttta
  4628401 caacaaaagc agcgggtact tgtccccatt tatcgtcagt cataccgaca acaccagctt
  4628461 ccgctaccat cggatgagaa agcaacactt cttcaatttg agccggatat atattctctc
  4628521 cgccagaaat aattaaatca ctgcggcgat ctaatacgta taaaaatcct tcttcatcta
  4628581 aataaccgag gtcgccagta tgaagccatc cgttttgaat agtctcgcgc gttgcatctt
  4628641 cacggttaaa gtaaccgcct gttacgtttg gtccttttac gacaatctcg ccttctgcaa
  4628701 acggcggcac tactacgccg tctttttcaa tacgaagttg gcattgaaat agtggtttgc
  4628761 cggctgatcc tactttcgtt aacatgtaat ccgcggataa cgtacaaatt tgcgaagacg
  4628821 tttctgtcat accgtacgtt tgatatacag gaatcccttt atctacacac gtttctaata
  4628881 acggtttcgg cgctggtcct ccgccaagta acatacatcg gaaagaagat ggatatgttc
  4628941 cttctccaag tcgctctaat aaatcagtta acattttaga aacgacagaa ataatcgtaa
  4629001 cgcctctcgt ttgaagtgct ttatgaataa aatcagcatc atatttcgga acgagtaaaa
  4629061 tgcgcatgcc gtacataata tttttcatta aaagagatag cccgccaacg tggaacatcg
  4629121 gcatacaagc taaccagcaa tcatcatcac gaagtcctaa attaagcgaa gaaccaaccg
  4629181 cgcttgccca gtgattcccg tacgttaaaa taacgccttt cggttttcca gtcgtacctg
  4629241 acgtataaat aattgtcatc gcttctctta aagagaattc ttcttgtata gaggcttcct
  4629301 cttttggtcc attcatcact tcggcgaatg aatagacagg aatatcttta gcctcaaaat
  4629361 cttgatctgt cactaaacaa atcacttcag catcatccat ttgccaaagt agctcttctc
  4629421 ttgaaagacg cgtatttaaa agcacagcta ctgcacctac gtaagatagg gcgtgaataa
  4629481 ctgtaatcat ctccatacca tttttcatca gaacagccac cttttgccca cgattcactc
  4629541 ctacatgcgt gaggtgttca caaacagata ctactttttc atgcagctgc ataaaagtaa
  4629601 ctttctcttc ctctatttca attgcagtgc gatctggtgt taaaaatgca cgttgcttta
  4629661 accaatttgg catcgtctcc atcattcatt ctcctttcat gaaagaaaga gacttgatat
  4629721 gacatcaagt ctcttagttg ttttgtttcc atctcacact ctggacgaac cgcttccgct
  4629781 tttaatctca tccagctgcg cctcctagcc ccttccgtct aagaaccttc cgcacaagaa
  4629841 agaaccttag ccaacggggc taaacagtcg gctccgcttt tggtttgatc acgggaaacg
  4629901 agggaattga ccgaagtccg gactgcgttt ttctttgaac gcgtcgcgac cttcttttgc
  4629961 ttcgtcagtt gtgtagtaca ataacgttgc atctccagct agttgttgaa taccagctag
  4630021 tccgtctgtg tctgcgttga atgcagcttt taggaagcga agtgccattg ggctgtttgc
  4630081 taagatttct tgtgcccatt gtactgtttc tgcttcaagt tcttctaatg gtactactgt
  4630141 gtttactaag cccatatcaa gcgcttcttg agcgttgtat tgacggcata ggtaccaaat
  4630201 ttcgcgagct ttcttgtggc ctaccatacg agctaggtaa ccagctccgt atccaccgtc
  4630261 aaagcttcct actttaggac ctgtttgtcc gaatacagcg ttgtctgcag cgattgttaa
  4630321 gtcacatacg atatgaagta cgtgtcctcc accaattgca taacctgcta ccattgcgat
  4630381 aactggttta ggaattgcgc gaattagacg ttgtaggtct aatacgttta gacgtgggat
  4630441 ttggtcgtca cctacatatc caccatgacc gcgaactttt tggtcgccgc cagaacagaa
  4630501 tgcacgtcca ccttcacctg ttaaaatgat aacgccaaca tttgcatcat cacgagcgtg
  4630561 tgcaaaagca tcgattaact ccattaccgt tttaggacgg aatgcgttat gtacttcagg
  4630621 gcggttaatc gaaatcttcg cgataccatt gtatgttgaa taaataatat cttcgtaatt
  4630681 gccttctttt acccattcaa tagccattac aactacctcc ttgtatattt ctgatctcct
  4630741 ctataagtgt aacttcattc ttaactgaaa aaagcatcac tgcatagttt ttagaaatcc
  4630801 ctttactatt gtatcaaact tttccggttg ttccacatga attgcatggc cagcaccatc
  4630861 aattttgaca aatttcgcgt cagagacgca tttttcgata ttttttaata tgcgaaagaa
  4630921 cttttcatca tactctccgt tcattaaaag aacagacatc tttaagtttt gcagctcatt
  4630981 ccaccatgaa ggctgagccc ctgttcccat gccgcgcaag ctatttgcaa gtccgtttga
  4631041 attgttagca agtcgttctt ttcgcactgc ttcttgtacg ttttgcgcta aacttttttg
  4631101 cgtttcaaac agcggaatat tttcccacat tgttacaaaa ctttcgatgc cttctcgctc
  4631161 gattttatcg gcaagtcgct catctttttc acagcgttct tttcgctcat cttccctttc
  4631221 aagcccagct gtacaatttt ctaataaaag agaacgtaca tattccggat atagacatgc
  4631281 catcgtaatc gctagtctac cgcccattga atagccaagt atgtgcgctt tttcaatatg
  4631341 aaggtaatct agcagctctt tcatttgcaa tgccgcattt cgaatatcat aatgcgtcac
  4631401 atcttcaggg ctttctgttt ttccgtgccc aacaatgtct actaaaataa cttgaaattg
  4631461 ctcgctccaa gaaggaacga atgaacgcca cgtttccatg cttcccgtaa aaccatgaag
  4631521 aagtagaagt ggctctccgc ttccgactac ttcatattca tacgatacac cttgcagcgt
  4631581 tacgttcatt ttgattcacc ttgcaacgat gtagtaatta cgtcctgtgt ttttgcccat
  4631641 aacgtacggt gcaatgttaa gttttcatca cggttcgtac aaatttccac aacgtgtaaa
  4631701 ccttctgtcg ttactccctt ttgtacttct tcacggaatt gctcccaacc atttacacgg
  4631761 ctaaatgaac cgccatacat tgtaacaaca tgctcataat caagcccaat cggtgttcca
  4631821 aataacgatt cgaaatgttc ctttttctca tattgcggta agaatgagaa aataccacca
  4631881 ccgtcattat ttacaacgac aattgttata tttaattcat gtaattttgc ggctaataat
  4631941 ccatttaaat cgtgataaaa tgataaatca ccgattacta atacgagcgg atcgcaaatc
  4632001 atgctcgctc ctaaagctgt cgaaatgatt ccatcaatcc catttacacc acggttagcc
  4632061 atcacttgaa tatttttatc cgatgtgaaa aagaatgaat ctgtatcacg aattggcata
  4632121 ctattactcg caaataaagt tgccccttct ggtaatacgc ggacaatatc cgtaatgacc
  4632181 cttccttcaa acgccgtatc atatgtttcc atttcacgaa gcgtttcctt cgttttttcg
  4632241 tttatatgtt gccacattcg gaaccaatca ttctttttca taactggcat tttttctatt
  4632301 agtgcactgc aaaatgcaat atcacttgct tgaacaactt ctgttgcaac gagagctgga
  4632361 tctctccatt gtcctgattc gtcaactacg atatgaacag ctttcgtttg ttttttaatg
  4632421 aactgcgtta atgcttttga aacaggcata ccaccgaagc gaattaaaac gtccggcttc
  4632481 cacgtttcct ttaacagctc atttcgtaaa aatgtatcgt aacagtcgat taccatcgtt
  4632541 ttatcgtggt gtccgctacg aatgttagaa agtggatccg ctaatattgg atatcccgtt
  4632601 ttttcagcta gttgcgttgc aaacgctgcg atttctgaat gactatcatc tccacaaata
  4632661 ataagcccct tttccatatg tgaaaggcgc cctacaagag aatctacata ttcactcggc
  4632721 atcaccgcgt tcccttgctg aactactcct gtatattctc cgcgtccttt atcccataaa
  4632781 ctttctaatg agaagtccgg gataagcggt tcacgaactg gaaaattaag atgaacaggt
  4632841 ccttgcggcg ctaaacaagc acttgctatc atgcgctgcg ttgtcaagcg agcgtaatga
  4632901 tacatcgctt cactcgcttc tggaagtgcc atctctgtaa attgcttcac aaacgtaccg
  4632961 tataaattaa tttgattcat cgcttgtggt gcaccgacat ctcttaattc atgcggtcta
  4633021 tctgccgtta agacgataag tggcactcgt gaatgaaaag cttcacatac agctgggtaa
  4633081 tagttcgctg ctgccgttcc tgacgtacat aataatgcaa ccggacgttt tttcgctttt
  4633141 gcgataccga gcgcaaaaaa tcctgcagat ctttcatcta catgtaaata tgtgttcatt
  4633201 ccttcatgtt gttccattag tagagcaatc ggcgttgacc gtgagcctgg actaatgaca
  4633261 acatcacata catttagaag cgtcagttca tccacgaacg cgcctaaata atatgataat
  4633321 gcttctatat ggttgttcat ttcattaatt cctccaaagc accaagcatc ggtctaaact
  4633381 tcaaacttgt ttcttcatat tcaagttgtg gtactgaatc aattacaatt ccgcaaccgg
  4633441 caaataaaga tgctttctct ccatttaata atccacagcg aagtgcaacc gcaaattcac
  4633501 catttccttc atcatctatc cagccaatcg gtgcaccata taatcctctg tctaacaatt
  4633561 caacatcacg aattagtttc atcgcttcta aacgaggtgt cccgccaaga gctggtgttg
  4633621 gatgtaattc ttctaccatc gttaaaagac tcgcgtcacc ttttgcctct acaggcgtat
  4633681 ataaatgaat taagtttttc gttgttaata gacctggact ttccggaata ttaacgaatt
  4633741 cgcagtgctc atttaatacc gacctgatca tgttcacaac ataaccatgt tcagctaaat
  4633801 tcttttcatc atgaagaagc gcattactat ttcgcttact ttcttctata gattgaccat
  4633861 gactagttga acccgcaaga cacatcgaag taaacttctc atcttctttg cgaattaacc
  4633921 tctctggcgt cgctcctaag aagcatgccc ctttataatc aaaagaaaat acgtaacaat
  4633981 ccggttgccc aatgcggagt gcttctaaaa caagagcaga atcaatatga tgatccatct
  4634041 ctacttttag ctccctcgct aatacaacct tctgcacgtt cccctgcttc atctcatctt
  4634101 gcactttctc aatggccttc atccagcctt tcggatccac ttctacttta gaagtaactg
  4634161 ttaattttga tccttctagt gcacatttac tctcctcaaa aattttctct tctaaagaaa
  4634221 caatttcgtt ataaagagtt tctgcacaat ctgttgctga aacgaatgta ttcattgtta
  4634281 accatgcttt ttcatttttt acagttaata aaaatgttgg tagtgaaaat gtcgtatcat
  4634341 caaattcttt ccataaatct gttttctctt tttcttggtc aaatgaaaat ccaccaaata
  4634401 aaagaggacc tgttccaaac tcgtattttt ccctttgtac aaatgctttc tcttttactt
  4634461 tatcccactc gtcacgagca gtttgaaagc gtttgcgaga agcagttgct atagtgaaaa
  4634521 cagagccaat tccagcaaat attacatgct gcgctgggtc tgcaaaataa catctatttt
  4634581 cgaatgagat cctttttcct gctgcataaa acagaagcgg atccatccag tctatttgtt
  4634641 ttacgaagct caccaatatt ttttcatcag ttgcacgctt aatggccgca cttagaactt
  4634701 cttgcaagcc tatttgtttc gtttgaatca caattgtctc ccccctatgg gcgaaaaata
  4634761 gtcataatta cgcttgattt taagatacac ctcaaacgaa aggcctgtca acgtttagca
  4634821 tttctgagaa attcaccttc tcttcctaga aaataaacgt tgacactaaa tgatgctttt
  4634881 tctacactta gttgtgtaca atatgtgacc aaaggaggat tcaacatgga aatgaacgtc
  4634941 gaaacgaatt cctctcctac ggcgccaaag ccaagtaagc aaacaggctg gcgcatttgg
  4635001 tggagtttac tacgtcccca tacattaaca gcagctttcg ttcctgtttt catcggaaca
  4635061 gcctatgcaa tgcaggtcgg aggtataaat caaatacatc tccctctttt ccttataatg
  4635121 cttcttgctt gtcttctcat tcaggcagca acaaacatgt ttaatgaata ctttgattat
  4635181 aaaagaggac ttgatcacga aggttcagtc ggtatcggcg gcgctatcgt tcgcgatggc
  4635241 attcagccaa aaacagtgct taacttagca tttggatttt tcggcatcgc aatactatta
  4635301 ggtgtttata tttgtatgaa ttctagctgg tggcttgctg caatcggtct tgtttgtatg
  4635361 gccgttgctt acctttatac aggcggtcca cttccaattg catatacacc atttggagag
  4635421 ttaacagccg gattatttat gggtgtcatt attatcggga tttcattctt tattcaaact
  4635481 ggaactgtaa catcagaagt cgtgttacta tctattccaa gttccatttt aattggtgcc
  4635541 attttactag ctaataacat ccgtgactta gatggcgata aagaaaatgg tcgtaaaacg
  4635601 ttagccattc tcgttggacg tgaaagagcc gttggtgtac ttgcttctat gttcatcgtt
  4635661 tcctacattt ggacaattgc tttaattatc gtgggcatcg tatcaccatg gatgcttatc
  4635721 gtatttttaa gtgcaccgaa agcatttaaa gcgacgaaag gctttatcgg caaaagcatt
  4635781 ccaatggaaa tggtacctgc gatgatagca acagcaaaaa caaatacaat cttcggtctc
  4635841 cttatgggaa tcggattatt acttggatat ttcctttaaa aggagctgct aatgcggctc
  4635901 ctttttcata taccaaattc agctcataat tcctactcgc aacgctcata ctatgtaaag
  4635961 aaactgaatt gtaggaaggt ggacgactat gttaactcca caacaaataa atcaatttaa
  4636021 atccgtttta gaaaaacaaa aacaagaact agagcaaacg atacaaacac atgaaaatga
  4636081 agatcgtgca tctgaacgcg aatctgttgg agaattgtct agctatgaca atcaccccgc
  4636141 tgatatggct actgaattat atgagcgtca aaaggacttc ggacttattg agctttggca
  4636201 taaacagcta gaagatacga aacatgccct gcaaaaaata gaagcgggta cgtacggcat
  4636261 ttgcgaagtg tctggcgaag aaattccatt tgaaagatta gaagcaatgc cgactgctac
  4636321 aacatgcata cagcacacga caaacaaatt aaatatggaa acgcgaccag ttgaggaaga
  4636381 agtattatcc ccttcttttc ataagcacga tgaagatcat tctgttgagt acgatgcaga
  4636441 agttgcgtgg caagatgttg ccaattatgg aacgtctgaa acgccgtctg atttagaaag
  4636501 acaagattca aaaaactaca atggcatgta cgtaaatagc gaagagaatg taggctacgt
  4636561 agaggatttt gaaaacttta tcggtacaga tatgtatggg aaaaatccgc aagttttcgc
  4636621 tacggaagag catgaagaat atgaacaaat gcttgatgac tttgaagagc gtacgtttaa
  4636681 gggcgaatta tcttcaaatg agtcgagttc caaagaataa aaaaaagcat tccgaaaatc
  4636741 ggaatgcttt ttatcgctag ctaattagtt ttttgtaacg ttagcagctt gtggtccacg
  4636801 gttaccttca acgatttcga aagaaacttc ttgaccttct tctaaagttt tgaatccgtc
  4636861 accttggata gctgagaagt gaacgaatac atcgtctcca ccttcaactt cgatgaaacc
  4636921 gaaacctttt tcgctgttaa accatttaac tttacctgtt tgcatgtcat gtacctccta
  4636981 aataaaaatg aaactatgaa tccacatgaa aaggtggata taaaggacat gaatgtataa
  4637041 caagcttaca gcctttaatt caacgtgctt tatttccgta ccacattatg tagctcaata
  4637101 gtgacttcac tatatcacgc tatatcaaaa acgtcaaatg agaacacttt cattccatca
  4637161 tttttttata attttaatat aatgttgaat ttccatattc atattttatt ggaaaattaa
  4637221 caaaactata gtgttctaat tctaataatt tctgtacaat ataattacta catatttatg
  4637281 aggtgaaaag aatgcaagca catgaaatcg agtataaatt atacggcgat gatatgcagt
  4637341 ttgttgaaat tgagttagac ccagaagaaa gcgttatcgc agaagctggc gcaatgatga
  4637401 tgatggaaga ttacatcgaa atggaaacaa tcttcgggga tggttctgga ccatctggag
  4637461 gtttattcgg aaagttaatg ggcgctggta aacgtctcgt tacaggtgaa agcatgttta
  4637521 tgactgtatt cacaaataca ggtcacggca aacgtcacgt atcctttgct gctccttatc
  4637581 caggtaaaat tattcctgta gatttaacag aatatcaagg gaaagtagtt tgtcaaaaag
  4637641 atgcgtttct ttgtgccgca aaaggcgttt ctatcggcat tgagtttacg aaaaaaatag
  4637701 gaactggttt cttcggtggt gaaggtttca tcatgcaaaa acttgaaggt gatggacttg
  4637761 ctttcatgca cgcaggcgga actgtataca aacgtgaatt aaagcctggc gaaaaacttc
  4637821 gcattgatac aggttgtctc gttgccatga caaaagacgt taattacgat gtcgagttcg
  4637881 ttggaaaagt aaaaacagct ctatttggcg gcgaaggttt attcttcgca acgttagaag
  4637941 gccctggaac agtttggatc cagtccttaa cacttagccg cttatcagca cgcctgacaa
  4638001 gcccagctgc tcaaggcagt ggtgaaggta gcgttttagg tggacttggt cgtttattag
  4638061 atgggaaaga gtaaaaaggg cccttatggg gcgcttttta ttttggtaaa ctatactttt
  4638121 actcttttcc ctcacgtaac taaatgtata cgcctcattt tcaaaactct ccaaaagaat
  4638181 gaatcaagtc cctcactgca tatattgaac tatacctttt cttaaggagg ctcccttaat
  4638241 gcgtactcct ttatcctttg ataaagatac tgccatactg ttagcttctt gttgtgagtt
  4638301 aacatatgaa caatataaac aaaatgggat ttttgaaata ccaaatggtt ttcaatatgt
  4638361 acaaggcttt caaggaaaaa ccattcaaac gacagaatgg ttcggattca tattagaatc
  4638421 tgaggatacg attattgtag cttttcgcgg gacacaaaca gatacagact ggattatcga
  4638481 ttcactcgtt aaccaaaaac catacccata tgctttaaat agcggaaatg tccataacgg
  4638541 ctttctttcc atttatgagt cttgccggga ttctattatg gatatgctcg tatcactacc
  4638601 agcccataaa aaacttcttg caacaggtca tagcttaggc ggcgcgcttg ccacactaca
  4638661 tatacttgat gcgcgtatca acaccgcctt cgcacagtac ggtctttata catttgcctc
  4638721 cccaaaagtg ggcgatattg catttcgtaa ttattataaa ctacaagtag ctagtagctt
  4638781 tcgctttgtt aatttatttg atgtcgttcc tcttctccct ccgcgcaatg tccattttaa
  4638841 tgaacaagac tgggaatatg cacacgttca tcacaacatg acttttacaa aaaacacaaa
  4638901 atctattgca aataatcatg ccatgacaac atacaaaaca tgtctgactt ctcattttta
  4638961 accagtaaac aattggaaat taaatatcct tatactataa taatatatga agttattttt
  4639021 ggatgagggg accttacatg ctaaaattta tctttgcact ttttctcatt gtaatttttt
  4639081 cgtttacggg tttctttaca ttttcatact ttgcgacagg agaatatgat ggaacaggta
  4639141 tcatatatac tgctatccca tttctttctt aagcaaaaaa agaaaaccga gcttaatgag
  4639201 attaagctcg gtttatttat taatttcaat ttttttcggt aaatcgatat atcttaaaaa
  4639261 tcaccgatat aaatttcata tagccttttc cggcctagca atctctttaa atttgtgtaa
  4639321 ctgtattacc aataccccaa atctcattac tatactgtaa aatcgttcga tcgctcgcaa
  4639381 aatgaccaga ttgtgcaatg tttaaaatcg acatttctag ccacttcgtt cggttttcat
  4639441 aagctctacc aacagcttct tgcctttctg catatggacc aaaatctcgc agaacgaaat
  4639501 actcatcatt ttgaataacg agagaatcgt aaattgcttc aaattcagct cccgactgtg
  4639561 caaagaaacc attcgttaac tgatctacta cctttttaat gtgcccattg tggtgataat
  4639621 aatcacttgc acgatatcca ccattttgat agtaatgaag aacttcttcg gccgttaaac
  4639681 cgaaaatgaa acagttatca tcaccgactc tatcttttat ttcaatattc gctccgtcta
  4639741 acgtgccgag cgtaatcgca ccattcatca taaatttcat attccctgtt ccggatgctt
  4639801 ctttactcgc tgttgaaatt tgttcactga catcggccgc tgggaatata tcttccgcta
  4639861 aagacactcg atagttttct agaaagataa ctttcatata ctggcttaca tacggatcat
  4639921 tattcacttt ccttgcgagt tcattaatta atttaataat ctttttcgca tagtaatagc
  4639981 caggtgatgc tttcgctcca aagataaaag tacgcggata aaatgtaaaa ctagcatcct
  4640041 ctttcaaacg gttatacaaa tataaaatat gaagaacgtt taacaattgt cgtttgtaag
  4640101 catgtagtct ttttacttgc acatcaaaaa tagaattagg atcaattgta atccccattg
  4640161 tattatgaat acgctccgct aaaatctctt tacgctcttg ttttacctct gcaaatttct
  4640221 cttggaaact cgcatcgtat tgaactaatt gtaactcttg aagcttaatc ggttctttct
  4640281 tccactctgt tccaatcgcc tctgaaataa ggtttgtcag ctgcggattc gccttcatta
  4640341 accagcgtct atgagcgatt ccattcgttt tattattaaa cttatctgga taaaactcat
  4640401 aaaacaatcg catttcacgt tgcttcaaaa tttccgtatg aatttttgct acaccgttta
  4640461 cgctatggct accgacaatt gccaaatgag ccattttcac aagatcatgc gcaataatcg
  4640521 ccatctcttc aatacgatgc cattcatacg gataacgttc ccaaagctca tgacagaaac
  4640581 gttcattaat ctcttcaata atcatataaa ttctcggtaa taacggttta aaaatgtgaa
  4640641 ttggccactt ctcaagtgct tctgataacg tcgtatgatt cgtataagaa atcgtttgcg
  4640701 ttgttatatg ccaagcctct tcccatgcta gcttttcttc atctaataaa atacgcatta
  4640761 gttctggaat cgccaaaact ggatgtgtat cattaatatg aatcgcaatt ttttcatgta
  4640821 attgacgaag gtcaccatat ctttctctat gcaaacgaac aatattttgc aagcttgctg
  4640881 atacgaggaa atactgttgt ttcaaacgaa gtattttccc ctcatcatgc gtatcatctg
  4640941 gatataaaaa ctccgatacc gcctctgttt cacgcttata tttcaaaata tctttgcaat
  4641001 tttgcgggaa aggaactggt tccgcattcc aaagtctaag tgtatttaca gtactcgtct
  4641061 cataacctac tactggaaca tcatatggta ctgccataat tacttctgca ttcgtatgcc
  4641121 tgaattctaa acgcccatca atgtagagcg gttcaacatt accaaaataa cttacctcta
  4641181 cagcttgatc atgtcttctt acttcccata cgttttcatg aagaagccac tgttctggaa
  4641241 actcaacttg ataaccatcc acaatttttt gatcaaataa gccgtgtttg taacgaattc
  4641301 cacagccatg acctggtaaa tctaaagatg caagtgaatc aaggaaacag gctgctaatc
  4641361 gtccaagtcc accatttcca agacccgcat ctgcttccac ctcttctaac tgttgcaaag
  4641421 aaatgccaag ctcagaaagt ccttgctcac atacatccct gatacctaaa tttaatatgt
  4641481 tacttccaag caaacgccca agtaaaaact caatggataa gtaatacatt tgctttcgct
  4641541 ctccagatcg ataactttcg ttcgttgcaa tccattgact attcatatac tcacgtacca
  4641601 tgtacccaag cgtgttatat tgatcacgag ttgtagagtc tttgaaactt ttaccataca
  4641661 tcgtttctaa cttttctaga aaagctgatt tgaaactttc aacatgagta aacatttctt
  4641721 caccacctac atgttattcc atgagacttt tatacaattt cttataagca agagctgatt
  4641781 tctcccagct ataatcttca gtcatcgctt gttttacaag ctgctcccat accgatttat
  4641841 catgataaaa ttcaattgca cgaagaaccg tgtgcaacat atcatgtgca ttaaagttcg
  4641901 tgaaactgaa accatttcct tctccagttt cttcatcata agattgtacc gtatcattta
  4641961 atccgcctgt ttcccttaca attggaatcg taccatacgc taatgcgata agttgtccaa
  4642021 ggccacacgg ctcaaacagt gatggcatta agaataaatc acttcccgca tacacttggt
  4642081 gagctaactc ctcattaaag ccgatataca cttttacctt ctcaggatac tcatatgcca
  4642141 tccactcaaa gaattgttca tattccgaat cacctgatcc taaaataata cattgtacat
  4642201 cttcttccat tatttctcgg aatacagtac gtactaaatc aagacctttt tgcttcgtta
  4642261 atctcgttac cattgaaata attggtgtat cttctttttc tggcaaacca aaataacgct
  4642321 gcaacgcgcg tttattttca ttcttttcat ataatgaatc tgcatcatac tgcgcagtaa
  4642381 tatacgaatc cgtttctgga ttgtacacgc tcgtatcaat tccatttaca atgccgctaa
  4642441 gcttatcatt atattttcgc agtaatccat ctaacttctc accgaaaaat tcatattgaa
  4642501 tttcttcttt gtacgtcggg ctaaccgctg taatttgatc agaagcgata atgcccccct
  4642561 tcataaagtt cacatttcca taaaactcta actgctcact atgaaaatat tcatcaccaa
  4642621 gttctaacaa gtcgtacatc acttcaggag gaaatacacc ttggaactgc aagttatgaa
  4642681 tcgtatatac cgttttaata tgctcatata acgggttatc ttgatacttt tcacgcagta
  4642741 aaaaattcac catggctgta tgccaatcat ggctatgaag aacatccact tcgaaatcaa
  4642801 gatgcggaat acactctaat actgctttcg agaaataaga aaaacgctct ccatcatcat
  4642861 aatgaccata cagagaatcc ctcttaaaat aatattcatt atctattaag taatacgtaa
  4642921 tcccgtcttg ctcacctttt aaaattccac aatattgatt tctccagcca agcgggacgt
  4642981 taattacttt atgtagcgta catccatccc ttaatttttg cggaataaga ctataattcg
  4643041 gaagtataat gcgaacttcc acacctaatt tttttagctc ttttgggagc gcacctgcta
  4643101 catcagctaa tcctccagat ttcacaaatg gcacacattc tgatactgca aataaaatat
  4643161 tcacttgttg tcccactgca cgaaaagctt ctactacttc ccttgcagct tcctcccttc
  4643221 gagttttcat ttaaattaaa actttaatca gtggaggaaa gacccccact gatttcttaa
  4643281 gaataactat taatcgtact gttttgaacg cttccttttt ctacaacgta tggctcatcg
  4643341 gcgtttcctt ttaagacaac accgtcacca attttcacgt ctttatcaat aataacaccg
  4643401 tctattatac agttatctcc aatttggctc ttttgcataa taatgctatt acgaacaatt
  4643461 gaacctttcc caattttaac agaacgggag acaacactat tttctacttc accttcaata
  4643521 atactgccgt ttgcaatcat tgtatttttc acagctgcac cctttacata acgagttggt
  4643581 ggttcatctt ttactttcgt aaagattggt gcttctttct taaatacttg cttccaaata
  4643641 gcaggttgca aaatttctaa gctatgttta tagtagcttt caatcgaatc aataatagct
  4643701 acatattctg tatgctcata cgtagcaata tgcagtgatt tcccccgctt ttctctcact
  4643761 acatcgaata agctatattg ctccatatct ttatatgcct caaataagtc taacaataat
  4643821 tgtttcttta acacgtatgt ttgaagcgaa accccttcat ggcaaacttc cgtaatatca
  4643881 gctgccgtat gtatatgtcg ctctaacact gcttgaaaat ttaatgctgt tacgagatgg
  4643941 ctattcgtaa taacgacgta ctcttctctg cttcttagaa aataatcaat atgtcttcta
  4644001 aaatgtgcaa aagatccaaa ttcatcttga tcacattggc aatttggcgg gaataaaaac
  4644061 agtccgtctc gttttctatc taaatcccac tgtttgcctg aaccaacgtg atccattagt
  4644121 gaacggtttt tatggcttgt aaaaactgcc acactatgaa tattagaatt caccatattt
  4644181 gaaagcatga aatcaatgag tcgataacgg cccccaaacg gtaacgccgc tagtgaacga
  4644241 tgccctgtta ctttctttaa ggaaggaaaa cttcccgttg cattaataat tcctaacatt
  4644301 ttttctccca ttcatttcat cccccttttc tatttccctt cagcaataag tactacatcg
  4644361 tcaacattct tttctggacg aataattgtt ccatcttcaa taaccatttc cgatccaaca
  4644421 atcgctcttt caattacaac attttttcca atcttcgccc ctggcataac gacagaatca
  4644481 ataaccatac taccttcttc taccgtcacc ccttggaata ataccgaatg cttcacatcc
  4644541 ccttcaatga cgcatccttc gttaataagt gattcttcta cttttgcctt ttccgcaata
  4644601 tattgaggtg gttcgtttgg attaacagaa taaatacgcc agtcacggtc gtttaaattc
  4644661 agcgatgttt catcgcgcag taaatccata ttcgcttccc ataagctctt cactgtacca
  4644721 acatctttcc aatatccttc aaacggatac gccattagct tcttcccttc atctaataaa
  4644781 agcggaagta catcttttcc gaaatcatta ctagattcag ggtttcttgc atccatttct
  4644841 aaatactctt tcaaaattgc ccagttaaaa atataaattc ccattgatgc aagattactt
  4644901 cttggaaatt gcggtttctc ctcaaattca acaatctcca tctcttcgtt cgtattcata
  4644961 atgccaaagc gactcgcctc atcccaaggc acttcaataa cagaaatcga aacatccgct
  4645021 tctttctcaa tatggtaatc tagcatttta ctgtaatcca ttttataaat atggtcgcct
  4645081 gataaaatga gaacatactc tggctcatat tgacttaaat agtttaagtt ttgataaatg
  4645141 gcacttgccg tacctgtgta ccacttcaca cctgaagact ccgcataagg aggtaatact
  4645201 gtgactccac cgcttactcg gtctaaatcc cacgcattgc caattccgat ataattatga
  4645261 agttctagcg gttgatattg cgttaaaatc ccaaccgttt caataccaga attcgcgcag
  4645321 ttacttagcg taaaatcaat aatgcgatat ttaccaccaa atggaacagc tggcttggct
  4645381 aaattttttg ttaatgcact taatcgacta ccttttcccc ctgctagtaa cattgctacg
  4645441 cacttttgtt tttgagccat cttgtttttt gctccccttt ctcgtcttca ctggtcgtaa
  4645501 tatggatacg ccaaatggtg gaattgtaat ttctacatgt gctgtttgat tatgatacgg
  4645561 ttcttgaaac gtcttaagac gtttcttatt tacttgccct gatccgccat attgctcagc
  4645621 atcactgttt aaaacctcgt tataatactc gaaatctggt acacctactt tatagttttc
  4645681 atatgtagct ttcgtaaaat tacatacgac aactaacgca tcttcttgtt tatccccttg
  4645741 gcggataaaa gagaaaatac tttgctcatt attattagca tcaatccact gaaatccttc
  4645801 acgcgaatga tcaagctgcc aaagtggttt agagcgctta tacaatgcta tgagctcttt
  4645861 aaagtaatca tgcatataac gatgcatttc aaaatcatgt aaattccaat ctaaatcttc
  4645921 aaggtctttc cactcatcaa actgcccgaa ttctcctccc atgaaaagta atttctttcc
  4645981 tgggtgagta aagaaatatc catataataa acgaagttga gcaaacttat cccagtagtc
  4646041 tcctggcatt ttatttaata acgacttttt cccatgaacg acttcatcat gagaaagcgg
  4646101 taatatgaaa ttttcagagt aagcatatag taaagagaac gtcattttat catgaatata
  4646161 ttttctgtac tctggcgcac attccatata tttcagcacg tcattcatcc agcccatatt
  4646221 ccatttgtaa ttgaatccaa gcccaccttc atacgttgga gctgttacaa gtggccaagc
  4646281 tgttgaatcc tctgctgtca taagaaaatc ttcatcctct gcaaacaccg cttcatttaa
  4646341 ctctcgtaaa aaggaaacag cgtgctcatt actttgctct tgtccttctt tattccagta
  4646401 cagcatgttc gcaactgcat ccaccctgaa accatcaata tggaaatatc gcatccaaaa
  4646461 taacgcattt gaaattaaga aattacgtac ttccctcttt cctaaatcaa agttaacagt
  4646521 tccccatact ggattttctt gcacatcttt atctttatat tcataagtcg gtgtcccatc
  4646581 aaacaaatat aaaccgtgag catctttaca aaaatgcccc ggcacccaat ctaaaatgac
  4646641 accgattcca tatttatgac attcatcgac aaaatgcatc aaatcatgtg gcgtgccgaa
  4646701 tctactcgtt gctgcataat atcccgtccc ttgatatccc caagaacgat catatggatg
  4646761 ctcaacaagc ggcataattt caatatgtgt aaattgatgt tccaccacat aaggaatgag
  4646821 ttcttctgcc atttctctgt aagaatacag tgttccatct tctttctttt tccaagaacc
  4646881 gaaatgtaat tcataaactg tcatcgcttc tttataaacc gattttttct ttttcttacg
  4646941 gctccagttt ttatcattcc attcatatcc ctttatatca aaaactacag atgccgtatt
  4647001 cggtcttact tctgcataca cagcatacgg atctgcctta aaaatgacat caccagccat
  4647061 cgtttcaatc gcatatttat atatttctct ttcttctata tgcggtataa atagggacca
  4647121 aattccctct tctgtcactt gcagcatctt atgttgctca taatcccatt cattaaaatc
  4647181 tccaacaaca ctcattgctt tcgcatgagg agcccatact gtaaatcgta cacctcgcat
  4647241 ctcatcttcc gtcacaatat gtgcgccaaa gatgttataa ctttcatagt acttttcggt
  4647301 atgaaactca tctcgtttca cttcttcaca atttattaca ctcaatatgc tcacctcact
  4647361 aagatgacag aattttttat actttaccaa ttctgcgaaa aactgaaata tccttgttaa
  4647421 tttataaaaa atatacgttt ttttcttaaa aatgtttaat ttttttcaca tttctatata
  4647481 aaatatcgaa ttttgacgaa tattcattga aaacgcttta ttttctatta gtccttcacc
  4647541 ttactattta tttctcaacc tctattttat tcactttatt ttctttttca cgttatttac
  4647601 tacttaaaat cgtaacaaaa taatctttca taaaaaatat ttctcaacat ttctcaccac
  4647661 aattttattg aaatgcgaaa ttcttaagta gatattttag ttctcaataa agaatgttaa
  4647721 attttcgtaa atataactca tactaaaata ctgtgtttac tctatctata tccaaaacga
  4647781 aaattagata aaaaattaaa ttaaggttct tatgccagta aaacaaaaaa ttagagaagg
  4647841 aaattggcac ggcaacggct cagcttatca cttacattcg gtggtttatt cgcttatttc
  4647901 agtgattcca aaacatcgag taactcattt caagctgtct aacaacaaaa ttagatactg
  4647961 aaagctactt ggtcactatt attatgtaag acctgacgaa aaccttgcag gtaatgtaaa
  4648021 tggtgataca gatattcgct tcgttaaaaa gaacttcttg aaaaaaggtc cagatgcatc
  4648081 taaatcacaa acagctgctg aaaaatcaaa aagcggtaca ctggcagata ttttaaagaa
  4648141 attgggatta acgcctaaaa aataataata aagagcactc tatataaagt agagtgctct
  4648201 tttctataaa cgaccctgat ccagcaaaag gggtatattg gggatataca agggaaaccg
  4648261 gaaaaggaat ttatatgaaa ttatataaat tcagaggtag gaagcagttt cccgcctctg
  4648321 aactatttag caattattat agtactggtg ccattgtttc ttttaatact tttacagaat
  4648381 gagcgaattt cgctttttct tcttcattta actcaagctc tacgatttca cgtacacctt
  4648441 cacggttaat gacagctgga acacctacgt aagcatcttt ctcaccgtat tgaccttcaa
  4648501 ggtatgcaga tacagttaat acgctgttct cgttgtttaa gattgcttta gttacacgaa
  4648561 gtagtgacat accgattccg tagtaagttg cacctttacg ctcgataata tggtaagctg
  4648621 catcacgtac gttttcgaaa attttatcta agtcttcttg tttgtactgt tcgttgttag
  4648681 ctaaaattgt ttctagtttt tgtacaccga tagtagcgtg gctccatact ggaagttcag
  4648741 tgtcaccgtg ttcaccaacg atgtaagcat gaacgttacg tggatctaca tctaagtagt
  4648801 cacctaacat ataacggaaa cgagcagagt ctaaagtagt accagaaccg attacgcgct
  4648861 cttttggtag accagattct ttccaagtta cgtaagttaa aatatcaact gggttagttg
  4648921 cgattaagaa gattccatca aatccgctat ccataatacc gcgaacgatt tgtttaaaga
  4648981 tctttgtatt tttctcaact aagtctaagc gagtctcacc tggcttttgt ggtaatccag
  4649041 cagtgataac tactaaatct gcatctttac aatctgcata gctaccgctc caaacttttg
  4649101 ttggtgatgg agagaatggt accgcatggc ttaagtccat tgcttcccct tctgcttttg
  4649161 cttcattaac atctactaat acgaattctt cagctacacc ttggttgatc attgagtaag
  4649221 cgtaactaca acctacagct cctgttccta ctaatactac acgattgata ccttttttca
  4649281 tggtaatttc ccctctctat tgttcacata tattttttat gattgtttaa gtaattaatt
  4649341 aaaatactaa tttaatgttg tttaacttct ttacactcat attgtagcac gtattattgt
  4649401 gaattacttc acaaattatg acctatttgt gaactttttc acatagagtg taaagttatt
  4649461 ggatcaggtg tggaatccat ttcaatggag gcgttttctt tagattgtga aagggttttt
  4649521 ctaaggtttt tgtcggtaag tgaaattata tcggcgatta tttaaatata tcaacgattt
  4649581 ttataatata tcggcgattc gacaaggaat atcgacttac cgacaaaact cgacaataat
  4649641 gacaacataa aaaagctgcc ttcagtagat cacctactga gagacagctt cttctatata
  4649701 ttatttattt gccgccgtag cgcttaatac agcatgcttt gtttgaacaa cccgtatttc
  4649761 gatttttatt attcaacggt atctaataac tctacaacta attccttagg atcttcccag
  4649821 ctatgatata tttctaagtg ccatttcgtt aataaccttg agtatccctt tttatctatt
  4649881 caaagtccac ttttacacaa caaaaaagag atagcagatt atgctatctc ttttagtatg
  4649941 acccgtacgg gattcgaacc cgtgttaccg ccgtgaaagg gcggtgtctt aaccacttga
  4650001 ccaacgggcc aattactggc agagaagaag ggattcgaac cctcgcaccg cgttcgcgat
  4650061 ctactccctt agcaggggag ccccttgagc cacttgggta cttctctata aatatggctc
  4650121 cgcaggtagg actcgaacct acgaccgatc ggttaacagc cgatagctct accactgagc
  4650181 tactgcggaa caattatggt gggcctaaat ggactcgaac catcgacctc acgcttatca
  4650241 ggcgtgcgct ctaaccagct gagctatagg cccataattg aaaagcgggt gaagagaatc
  4650301 gaactctcga ccagagcttg gaaggctctt gttttaccac taaactacac ccgcattaaa
  4650361 ttgtaaatgg tgagccatga aggactcgaa ccttcgaccc tctgattaaa agtcagatgc
  4650421 tctaccaact gagctaatgg ctcattttga aagtggtgcc ggctagagga cttgaacccc
  4650481 caacctactg attacaagtc agttgctcta ccaattgagc taagccggct tgcgacttca
  4650541 aaatggtgga tcgggacgga atcgaaccgc cgacacgagg attttcagtc ctctgctcta
  4650601 ccgactgagc taccgagcct ttatgtaaaa atggcggtcc cgaccggggt cgaaccggcg
  4650661 atctcctgcg tgacaggcag gcatgttaac cactacacca cgggaccttg gttgcgggga
  4650721 caggatttga acctgcgacc ttcgggttat gagcccgacg agctaccaga ctgctccacc
  4650781 ccgcgacgat aaaatattta attaagaaaa aatggaggag gtagagggat tcgaaccccc
  4650841 gcgcgactct cgccgcctgt cggttttcaa gaccgatccc ttcagccgaa cttgggtata
  4650901 cctccgagat ataaacttct aatggtggac cttgtaggac tcgaacctac gaccggacgg
  4650961 ttatgagccg tctgctctaa ccagctgagc taaaggtcct ttatggtagc ggcggagggg
  4651021 atcgaacccc cgacctcacg ggtatgaacc atacgctcta gcctagctga gctacaccgc
  4651081 cataaatgat attgaaataa gtggagccta gcgggatcga accgctgacc tcctgcgtgc
  4651141 aaggcaggcg ctctcccagc tgagctaagg ccccatgttt ttgggaatat cgggaagaca
  4651201 ggatttgaac ctgcgacccc ctggtcccaa accaggtgct ctaccaagct gagccacttc
  4651261 ccgttaataa aagcgcgccc gagaggagtc gaacccctaa cctcttgatc cgtagtcaaa
  4651321 cgctctatcc aattgagcta cgggcgcata tggtgccgag ggcgggggtc gaacccgcac
  4651381 ggtggtcacc caccgcagga ttttaagtcc tgtgcgtctg cctgttccgc caccccggca
  4651441 tgtcatattg aaaattggag cggaagacgg gattcgaacc cgcgacccca accttggcaa
  4651501 ggttgtattc taccactgaa ctacttccgc aagacatgta tgagttattt aattaaaagt
  4651561 gcgggtgaag ggagtcgaac ccccacgcca aaggcgccag atcctaagtc tggtgcgtct
  4651621 gccaattccg ccacacccgc atattaattt atttaagaaa aatggggcga ctgatgggaa
  4651681 tcgaacccac gaatgccgga gccacaatcc ggtgcgttaa ccacttcgcc acaaccgcca
  4651741 tgatttctgg tgccgactag aggacttgaa cccccaacct actgattaca agtcagttgc
  4651801 tctcccaatt gagctaagtc ggctaaatgg tggaggatga cgggatcgaa ccgccgaccc
  4651861 cctgcttgta aggcaggtgc tctcccagct gagctaatcc tccatttgcc tggcaacgtc
  4651921 ctactctcac agggacaagg tcccaactac catcggcgct agagagctta acttccgtgt
  4651981 tcggtatggg aacgggtgtg gcctctctgc catcattacc agactgtatt catttaagac
  4652041 aagaattatt gtaacttatt taactctgaa agtcaacaag ttttttatat tctttcaaaa
  4652101 ctagataaca ttgcttcata ttatatggtt aagtcctcga tctattagta ttcgtcagct
  4652161 ccacatgtca ccatgcttcc acctcgaacc tatcaacctg atcatctttc agggatctta
  4652221 ctagcttacg ctatgggaaa tctcatcttg aggggggctt catgcttaga tgctttcagc
  4652281 acttatccct tccgcacata gctacccagc tatgcccttg gcagaacaac tggtacacca
  4652341 gcggtgcgtc catcccggtc ctctcgtact aaggacagct cctctcaaat ttcctacgcc
  4652401 cacgacggat agggaccgaa ctgtctcacg acgttctgaa cccagctcgc gtaccgcttt
  4652461 aatgggcgaa cagcccaacc cttgggaccg actacagccc caggatgcga tgagccgaca
  4652521 tcgaggtgcc aaacctcccc gtcgatgtgg actcttgggg gagataagcc tgttatcccc
  4652581 ggggtagctt ttatccgttg agcgatggcc cttccatgcg gaaccaccgg atcactaagc
  4652641 ccgactttcg tccctgctcg acttgtaggt ctcgcagtca agctccctta tgcctttgca
  4652701 ctctacgaat gatttccaac cattctgagg gaacctttgg gcgcctccgt tacactttag
  4652761 gaggcgaccg ccccagtcaa actgcccacc tgacactgtc tcccgggtcg ataagacccg
  4652821 taggttagaa tttcaataca gtcagggcgg tatcccacca gcgcctccac cgaagctagc
  4652881 gctccggttt caaaggctcc cgcctatcct gtacaaactg taccaaaatt caatatcagg
  4652941 ctacagtaaa gctccacggg gtctttccgt cctgtcgcgg gtaacctgca tcttcacagg
  4653001 tactataatt tcaccgagtc tctggttgag acagtgccca aatcgttaca cctttcgtgc
  4653061 gggtcggaac ttacccgaca aggaatttcg ctaccttagg accgttatag ttacggccgc
  4653121 cgtttactgg ggcttcagtt cagagcttcg cttacgctaa cccctctcct taaccttcca
  4653181 gcaccgggca ggtgtcaccc cctatacttc gccttacggc ttcgcagaga gctgtgtttt
  4653241 tgctaaacag tcgcttgggc ctattcactg cggctttccg ttaagaaagc accccttctc
  4653301 ccgaagttac ggggtcattt tgccgagttc cttaaccaga gttctctcgc acaccttagg
  4653361 attctctcct cgcctacctg tgtcgggttg cggtacaggc accttttatc tcgctagaag
  4653421 cttttcttgg cagcggggaa tcaaagactt cgctccataa ggagcttccc catcacagct
  4653481 cagccttcac gataagcgga tttgcctact tatcagccta actgcttgga cgtgcacaac
  4653541 caatcgcacg cttcttctat ccttctgcgt ccctccattg ctcaaacgat aaagaggtgg
  4653601 tacaggaata tcaacctgtt gtccatcgcc tacgcctgtc ggcctcggct taggtcctga
  4653661 ctaaccctga gcggacgagc cttcctcagg aaaccttagg cattcggtgg acgggattct
  4653721 cacccgtctt tcgctactca taccggcatt ctcacttcta agcactccac cagtccttcc
  4653781 ggtctgactt cactgtcctt agaacgctcc cctaccactg ataccattgg tatcaatccg
  4653841 cagcttcggt ggtgtattta gccccggtac attttcggcg cagagtcact cgactagtga
  4653901 gctattacgc actctttaaa tggtggctgc ttctaagcca acatcctagt tgtctaagca
  4653961 actccacatc cttttccact taatacacac tttgggacct tagctggcgg tctgggctgt
  4654021 ttcccttttg actacggatc ttatcactcg cagtctgact cctaaggata agtcattggc
  4654081 attcggagtt tgactgaatt cggtaatccg atgaggaccc ctagtccaat cagtgctcta
  4654141 cctccaagac tcttacactt aaggctagcc ctaaagctat ttcggggaga accagctatc
  4654201 tccaggttcg attggaattt ctccgctacc cacacctcat ccccgcactt ttcaacgtgc
  4654261 gtgggttcgg gcctccattc agtgttacct gaacttcacc ctggacatgg gtagatcacc
  4654321 tggtttcggg tctacgacca cgtactaaac gccctattca gactcgcttt cgctgcggct
  4654381 ccgcctcttc agcttaacct cgcacgggat cgtaactcgc cggttcattc tacaaaaggc
  4654441 acgccatcac ccgttaacgg gctctgacta tttgtaggca cacggtttca ggatctcttt
  4654501 cactcccctt ccggggtgct tttcaccttt ccctcacggt actggttcac tatcgatcac
  4654561 tagggagtat ttagccttgg gagatggtcc tcccagattc cgacggaatt tcacgtgttc
  4654621 cgccgtactc aggatacatt caagagagaa cgaagtttcg actacggggt tgttaccctc
  4654681 tacgacggac ctttccaggt cgcttcgtct acctcgttcc tttgtaactc cgtatagaat
  4654741 gtcctacaac cccaagaggc aagcctcttg gtttgggcta tgttccgttt cgctcgccgc
  4654801 tactcaggaa atcgcatttg ctttctcttc ctccaggtac ttagatgttt cagttccctg
  4654861 ggtctgtctt ccttacccta tgtattcaga taaggatacc ataccattac gtatggtggg
  4654921 tttccccatt cggaaatctt cggatcaaag cttacttaca gctccccgaa gcatatcggc
  4654981 gttagtcccg tccttcatcg actcctagtg tcaaggcatc caccgtgcgc cctttctaac
  4655041 ttaaccaaac taaaaattaa aaaatatgag ctacactgtt atctagtttt caaagaacat
  4655101 acatttatat atgagagata gttctctcaa aactgaacaa aacgaaacac ggaaacttat
  4655161 attgataagc agcgcttatc aattctccat agaaaggagg tgatccagcc gcaccttccg
  4655221 atacggctac cttgttacga cttcacccca atcatctgtc ccaccttagg cggctggctc
  4655281 caaaaaggtt accccaccga cttcgggtgt tacaaactct cgtggtgtga cgggcggtgt
  4655341 gtacaaggcc cgggaacgta ttcaccgcgg catgctgatc cgcgattact agcgattcca
  4655401 gcttcatgta ggcgagttgc agcctacaat ccgaactgag aacggtttta tgagattagc
  4655461 tccacctcgc ggtcttgcag ctctttgtac cgtccattgt agcacgtgtg tagcccaggt
  4655521 cataaggggc atgatgattt gacgtcatcc ccaccttcct ccggtttgtc accggcagtc
  4655581 accttagagt gcccaactaa atgatggcaa ctaagatcaa gggttgcgct cgttgcggga
  4655641 cttaacccaa catctcacga cacgagctga cgacaaccat gcaccacctg tcactctgct
  4655701 cccgaaggag aagccctatc tctagggttg tcagaggatg tcaagacctg gtaaggttct
  4655761 tcgcgttgct tcgaattaaa ccacatgctc caccgcttgt gcgggccccc gtcaattcct
  4655821 ttgagtttca gccttgcggc cgtactcccc aggcggagtg cttaatgcgt taacttcagc
  4655881 actaaagggc ggaaaccctc taacacttag cactcatcgt ttacggcgtg gactaccagg
  4655941 gtatctaatc ctgtttgctc cccacgcttt cgcgcctcag tgtcagttac agaccagaaa
  4656001 gtcgccttcg ccactggcgt tcctccatat ctctacgcat ttcaccgcta cacatggaat
  4656061 tccactttcc tcttctgcac tcaagtctcc cagtttccaa tgaccctcca cggttgagcc
  4656121 gtgggctttc acatcagact taagaaacca cctgcgcgcg ctttacgccc aataattccg
  4656181 gataacgctt gccacctacg tattaccgcg gctgctggca cgtagttagc cgtggctttc
  4656241 tggttaggta ccgtcaaggt gccagcttat tcaactagca cttgttcttc cctaacaaca
  4656301 gagttttacg acccgaaagc cttcatcact cacgcggcgt tgctccgtca gactttcgtc
  4656361 cattgcggaa gattccctac tgctgcctcc cgtaggagtc tgggccgtgt ctcagtccca
  4656421 gtgtggccga tcaccctctc aggtcggcta cgcatcgttg ccttggtgag ccgttacctc
  4656481 accaactagc taatgcgacg cgggtccatc cataagtgac agccgaagcc gcctttcaat
  4656541 ttcgaaccat gcggttcaaa atgttatccg gtattagccc cggtttcccg gagttatccc
  4656601 agtcttatgg gcaggttacc cacgtgttac tcacccgtcc gccgctaact tcataagagc
  4656661 aagctcttaa tccattcgct cgacttgcat gtattaggca cgccgccagc gttcatcctg
  4656721 agccaggatc aaactctcaa ataaagttag tttgtctagc atcataaaat aaaaattgac
  4656781 gtttcacgtt gtttgtttcg ttcagttttc aaagaactac ttggtcgctc atttgcgact
  4656841 cccttgtgtt aacatcttcg tttttcgatg tcaactaagt tttttaattt cttttttgtc
  4656901 gttttctgcg tttctgcatc agcgacggtt attaatatat catgcagtaa aatgaaatgc
  4656961 aacacctttt ataaactttt tttaaattaa ctacatttct tttttattat catatactta
  4657021 aacgaaatat ctctttcatt tctaaaagat tgctacatat attctatata aagtcactct
  4657081 acccaaaaac gtttctttct ataataaacg ttttatttat atacgatatc atacaaggag
  4657141 gaatatatat ggactatacc gatttattaa tcaaactagg tctttcggct attttaggat
  4657201 tcgccatcgg tttagagcgc gaattaaaac gtaaaccact tggtttaaaa acgtgtttag
  4657261 ttatttctat tattagttgc ctcctgacga ttgtttctat taaagcagct tataacttac
  4657321 cacataccga tcatatgaat atggatcccc ttcgacttgc cgcccaaatt gtatcaggaa
  4657381 ttggtttttt aggtgctggt gttattttaa gaagaggaaa cgatagtatt gcaggactaa
  4657441 cgactgccgc tatgatctgg ggcgcatctg gtattggtat tgctgttgga gccggattct
  4657501 atatcgaagc aattttcggg atgtgtttcc ttatgattag cgttgaactt ataccgttaa
  4657561 caatgaaatt cgtaggacct agatcatttc gtcaacgtga tatcgtagtc aaactcgttg
  4657621 tgcgaaagat ggacaatatc ccggttgtaa ttgaggaaat aaaagaaatg gatataaaag
  4657681 tgaagaatat gaagcttaaa acattagaaa atggttctca ttatttacat cttaaattat
  4657741 gtatcgatca aaaaagacat actgccgatg tttactattc tctccagcat cttgaaagtg
  4657801 ttcaacaaac tgaggtggaa agtatgtaac gcaaaacaaa ctctctttta aaattagaga
  4657861 gtttttcttt tttctataat ggcaacaatg aatgtagtcc tgtaaagtaa ggaggaattg
  4657921 gcaattgaaa tcccgtccaa aattagtaga tgcatttcgt gattcgatta tttttcgttt
  4657981 aatttgtttt attgttgtac ttactgcttt ttccggcttt cttatacata tattagaacc
  4658041 gtcgcacttt accacatggt ttgatggaat ttggtggtca atcgttacga ttttcactgt
  4658101 tggctatggt gactttgccc cgcatacact aatcggcaaa cttatcggta tgggtattat
  4658161 tttatttgga actggttttt gttcttatta tatggttcta ttcgccactg atatgattaa
  4658221 taaacaatat atgaaagtta aaggagaaga agctgcgact tctaacggtc atatgattat
  4658281 tgtcggctgg aacgaacggg caaaacatgt tgtaaaacaa atgcacatct tacaaccgaa
  4658341 cctggatatc gttttaattg atgaaacact ttctttactg ccaaaaccat ttcatcattt
  4658401 agaatttata aaaggatgcc cccatcacga tcaaacatta ttaaaagcta atattacaac
  4658461 ggctcacact atattaataa ctgctgataa agaaaaaaac gaaagcttag ctgatacaca
  4658521 gtccatttta aatattttaa ccgcaaaagg gctcaaccca aacattcact gcatcgctga
  4658581 acttcttact tctgaacaaa tacaaaatgc aacgagagct ggcgcatcag aaattataga
  4658641 aggaaataaa ttaacgagct atgtatttac cgcttctctt ttattccctt ccatttcagg
  4658701 tgtactattt tcactttaca atgaaatctc tgataataaa ttacaactga tggagcttcc
  4658761 atcgtcctgc accggacaaa cttttgcaaa ttgtagctat actcttttaa agcaaaacat
  4658821 tctcttacta ggtataaagc gcgacgaaca atatatgatt aatccagttc attcctttgt
  4658881 tctcattcaa agcgacatac tcattgttat tcaccattag taaaatgttt ttctagttct
  4658941 tgtatgagta ctttcccaat attgacatat tttcttttta catctccatc tggatctttc
  4659001 ggctcagcaa attgatccat tccactcgtt ccggctgtta aagtattaac atgatcatct
  4659061 agttcgtctt gatatacgtg cgaaagaata tacggcgttc caagacgaac tactacacca
  4659121 ggtacatcta gttctccatc aaccgctgta aatggcactc gtaaaaattg atagccatct
  4659181 tcttcatcaa ttttataatc aaagcatcct ttctcataat cccaattgcc gccaatgcta
  4659241 tacccaagtg gctttattat ttcttctaac ttatataacg catatgtacg tccctctaaa
  4659301 tttgattgaa tcggaatcaa gcccatccct cctagacttt ttctttagca tacccactct
  4659361 agtttgaata tactaatgga cttttcgacg aaataataaa aagcggccgg attccggccg
  4659421 ctttttatta ttttaaacgc tcttctaatt ctgcttttaa ttcttcaaat cctggtttac
  4659481 caagtaaagc aaacatgttt ttcttgtatg cttctactcc tggttggtca aatggattta
  4659541 cacctaataa gtagccgctc atcgcacatg ctttttcgaa gaagtataca aggtaaccga
  4659601 atgtgtactc atttaattca ggaatattta cgattaagtt tggtactccg ccatcgctat
  4659661 gtgcaagtaa tgtaccttcg tatgctttcg tgtttacgaa gtctacagtt tcaccagcaa
  4659721 ggtagtttaa tccatctaaa tcgttttctt ctgattcgat tgttagttca tgtgtagatt
  4659781 tacctacttt cagaactgtt tcaaataaat cacgacgacc ttcttgaacg tattgaccta
  4659841 atgagtgtaa gtcagttgag aagtttgctg aagatgggaa aatacctttt tgatcttttc
  4659901 cttcactttc accaaataac tgtttccacc actcagcgaa gtattgaagt gctggctcat
  4659961 agttaataag catttcaatt gtttttcctt tattgtataa agcgttacga actactgcat
  4660021 attggtaagc tgggttttct tctagttctg atgttccgaa gtcatcacga ccagcagctg
  4660081 cacctttcat catctcttca atatttaagc cacttactgc gattggtaat aaaccaactg
  4660141 gcgtcaatac agagaaacgt cctccaacat catctggaat aacgaatgtt tcgtaacctt
  4660201 cattatcagc taatgttttt aatgcaccac gtgctttatc tgtcgttgca taaatacgtt
  4660261 tgcgagcttc ttcttttccg tacttttctt ctaataactt acggaaaata cggaatgcta
  4660321 gtgcaggctc tgtcgttgta cctgatttgg aaataacgtt aatagagaag tctttacctt
  4660381 ctaatacatc cattaaatct ttcatgtaag tggagctaat gttttgtcca acaaatagca
  4660441 cttgtggagt tttacgttgt tctttagata gcgtattgta gaaagaatgg tttaacattt
  4660501 caattgctgc acgtgctcct aggtaagaac caccgatacc tacaacaagt aaaatgtcag
  4660561 agtcattttt aattttttct gcgcattttt gaatgcgagc gaattcttct ttgtcatatt
  4660621 gaagcggaag gtctacccac ccaaggaaat cgttcccagc tccagttttt tcgtggattg
  4660681 cgtgatgtgt tactttcact gcatcacgta aataagtgat ttcatgttca ccgatgaagg
  4660741 ataacgcttt agaatagtcg aacgttacat gtgtactcat ctttttccct ccaattatgg
  4660801 atatgtattt ctgtattcac tttagcgaaa ctgaagttgt aaatcaagcg attaggcaat
  4660861 tgtaaacgta accaatatat attttttaga aaaagttcat tttttgcata aaaattcgca
  4660921 tttttcggta tagatgtata tacatcctgt ttcaaacatt ttttatgtat aaaaacaaca
  4660981 taactacccc attctataaa agagttaatt aactcatcgc ttgctcatgc ttcacaatta
  4661041 aggggggctt tttcatgagt actttgcaac gtatcgcatt agtctttact gtaattggcg
  4661101 ctgtgaactg gggattaatc gggttcttcc agtttgactt agtagcagcc attttcggtg
  4661161 gacaaaactc agctctttca cgtattattt acggcatcgt cggtatttct gggcttatca
  4661221 atcttggttt actctttaaa ccatcagaaa atcttggcac tcacccagaa acgaacgaga
  4661281 ttcgctagtc agtatgtctt tacttcacct ccgacatacg aatatgattg catgcaatca
  4661341 tatttgcaaa tatatatcat aagataaagt aaaagaggaa cgctcatatg cgttcctctt
  4661401 ttactttgtt aactcggact cttcaatcca ttctgttagc ttttctcgca gcgtattaaa
  4661461 tccattctca gatggattcg gtataagaat ccgtccttgt tttcttttcg ccgcttttaa
  4661521 cgataaactc atttttctgt gttcttcatc aattgaaagt acttttactt ctactgtatc
  4661581 gccgactttt aaaaagtcat gaatatcctt tacatatcca tttgtaattt cagatatatg
  4661641 cacaagtcct tgtgtttctg catctaacgc tacaaatgca ccgtaatctt gaatcccagt
  4661701 cactttccct gttacaacca ctcctgttgt atattgttct gacatatgaa acactcccat
  4661761 acgtttacca ttttctctac aattgtagat agcaaagcag atgatttatt gttaaatatc
  4661821 cgattagtta gtacgtaccc taagtaaaac tactccgaat acgtatacct tatattagta
  4661881 aattatacca ctatgacagg acgcattcaa aattcatgaa aaatttcctt aagtaagtat
  4661941 aattctccaa tattagggta gaatactaac acatggcttt ctagtattcc ccccctttta
  4662001 tggacaaaac gtattgtgtt ttgtcctttt tttattctct acgaaccgtt ccattctctt
  4662061 cattgcttcc ataagttgtt caagcgatgt tgcatacgaa caacgaataa atccttcacc
  4662121 actttcgcca aatacacttc caggtacaac agccactttt tcttctaata ataactgttc
  4662181 tgcaaattcc gccgaagata gtccagttga agaaatagaa ggaaagacat aaaatgctcc
  4662241 gcccggcaca tgacatgtta atcccatttc attgaaagat gtcgtcataa aattacggcg
  4662301 tttcttataa ctatctctca tccgaattac ttcatcattc cccgcgcgta acgcttcaag
  4662361 tgctgcaaac tgagacatcg tcggtgcaca catcatggaa tattggtgaa ttttgagcat
  4662421 taattccgaa aaataaacgg gagctgcaat cataccaagg cgccaccctg tcatcgcaaa
  4662481 tccttttgaa aatcctgaaa ttaaaatcgt atgctcacgc atatttttaa tactcgcgaa
  4662541 acttgtatat gcttcgtcgt atacaagctc tgcgtaaatt tcatcagata atacgattaa
  4662601 attgtacttc tcaacaatca ctgctatttc ttcaagctcg gacttattca acattgcacc
  4662661 tgttgggtta tttggtgaac aaagtaaaat tgccttcgtt ttcgctgtaa tagctgcttc
  4662721 aatttgttct ggttgtactt taaactcatt ttctaaagta gtcgccacag gaactggaac
  4662781 ccctccagct aaagttacga gcggtgcata agaaacaaag cttggttcaa taataagtac
  4662841 ttcatcatca ggatttataa tggcgcgcat cgctacatct aacgcctgac tcgctccaac
  4662901 tgtaacaatg atttcatcgt ttggatcata agatactgca aattgttttt ttagatactt
  4662961 tgctatttct tgacggagct ccaataatcc tgcatttgct gtatatgacg tatatccttg
  4663021 ttctatagaa cgaatacatg cttgcctcac attccaaggt gtaacaaaat caggctctcc
  4663081 taccccaaga gaaataacac ctttcatatt tgctgctaaa tcgaaaaact ttcgaatacc
  4663141 agatggttgt agagattctg ctgctctaga tagttcaaat tgcttcatgg tgtcaccaca
  4663201 attcgcttat catcatcgtt tttttcataa ataattccct catgtttata cttcttcaaa
  4663261 atgaaatgcg ttgtcgtaga aacgacagat tcaattgttg ctaatttctc agaaacaaac
  4663321 atcgctactt ctcccattgt ctttccttct aatgtaatag aaagatcata tgtccctgac
  4663381 attaaataca cagactttac ttctgaataa cgataaattt gttcggcaac tgcatcgaac
  4663441 ccaacgccgt gctttggtgt aactttcaca tcgatcattg ccgttaaacc tgtatgttct
  4663501 ttcaccttcg tccaatcgat atgtgtgaca taatccacga taatcttttc cgcttctaat
  4663561 ttttcaacca ttttctttac ttcttctact tctatattta acagcttcgc taatgtatct
  4663621 acagataatc gactactttt ttcaagacaa gctaataatt ctaactcctt ttctgtcacc
  4663681 acataaatca tccttccttt tcgtttgtgt ctaaattata caaatacact ttccagtttg
  4663741 aaaagaagat ttttttagtg aattatgtca aaataaggtg aaacttaatc agtggaaaaa
  4663801 tgcgtgataa agcgaaaggg gatggaaccg tgaaaccaaa agtttatatt gctgaaccag
  4663861 ttccaacatt tgtagaaaac tatttatcag aacactgtga ttatgaaaaa tgggagcaaa
  4663921 atgagaaggt acctcgtgat gttctactag agaaaataca agataaagat ggtttattaa
  4663981 attttggatc tgctattaat gaagaattat tggaggcggc tcctaactta aaagtagtaa
  4664041 gcaacatttc tgtcggttac gataactttg atttacaagc gatggcaaag cacaatgtca
  4664101 tcggaacaaa tacaccgtac gtactagatg atacagtagc tgacctcgtt ttcgctctta
  4664161 tgttatctgc tggtcgtcgt gtttgtgaac tcgactccta cgtaaaaaat ggtgaatgga
  4664221 atgccgaaat tggaaaagaa cactttggtc tagatgtaca tcatagtaca atcggcatta
  4664281 tcggtatggg ccgaattgga gaagctgttg caaaacgagc gaaattcgga tttgatatgg
  4664341 atgttcttta ttataaccgt cgccgaaaag aagaagctga acaaaaattc gacgctacat
  4664401 attgtgattt acagacacta ctcaaacagt ctgactttat tgttcttctt actccattaa
  4664461 cagatgaaac gtatcacctt atcggagaaa aggaattttc attcatgaaa gaaacagcta
  4664521 tcttcattaa tgcttctcgc gggaaaacag tcgatgaaga agcgttaatc gatgcgttaa
  4664581 ctgaaaagaa aatctttgca gcaggcatcg atacgtttac acaagagccg attcaaaaag
  4664641 acaatccgct cttatcatta caaaacgttg tgactttacc acacatcgga tctgcaacat
  4664701 taaaaactag gcagcaaatg gctatgaccg ccgctgaaaa tttagttgca gggttacaag
  4664761 gaaaaacacc accgaatatt gttcgcgggt aatatggaat aaacgaaagg caagatgaca
  4664821 tcgtcatctt gccttttttt gttaacatat tttcttttct cttggagatg atatgaacaa
  4664881 aaatcaatgg agtgacaaaa aatgaatcac gaatatactt gtccttattt cactttttcc
  4664941 actcgcggca ctacgattca ttacgaattg tatgaacatg ataataaaac ggaacgccct
  4665001 acttttgtgc tcgttcacgg ctttttatct tcctcattca gttaccgccg tctcattcct
  4665061 ttactatcga aagaaggaac cgtcattgct cttgatttac caccgttcgg aaaaagtgat
  4665121 aagtctcatc tatttaagta ttcttatcac aatttagcaa cgattataat cgatttaatt
  4665181 gaacacttat ctctctcaaa tattgtgtta gttggacatt ctatgggtgg acaaatttct
  4665241 ctttatgtaa accgtatacg tcctgaatta atttcaaaga caattttact atgtagctcg
  4665301 agttatttag cacgcgcaaa cttaccttta atgtattctt cttatttacc gttctttcat
  4665361 ttatacgtaa agaactggat tatacggcgc ggcatcgttc ataacttaat gaatgtcgtt
  4665421 catgatcatt cattaattga cgatgaaatg aaggaaggtt actctgctcc tttttatgac
  4665481 aaccgtatat tccccgcttt aactcgtatg atacgagatc gtgaaggtga cttatcttca
  4665541 actgaattac aaaaaatcga aacacctacg ctactcattt ggggtgaaaa agatcgcgtc
  4665601 gttcctgtac atgtaggcca tcgtctgcac aaagatttac cgaattcgaa atttatttct
  4665661 tacgaaaaca caggacattt actacctgaa gaaaaaccgg aacatgttta tgaagaaatt
  4665721 atcgcgtttt ctgcgcagta atgtaaaagg ctgtcggaaa ttccgacagc ctacaatgaa
  4665781 caacttccgc cttcttttat tacgagtaat tccacagcta acttctcaca tttttcaagc
  4665841 gcaggtactt cttcaaaaga cataaagtat atatgttgaa tcttctttgc gatgtatttc
  4665901 ggatcatcaa acacacttgc gacgttcaca acatcgctcg cttctgtttc ataaaactcc
  4665961 ggtcccattt gaaacggatc ccaattcttc acaacctcta tcatcttttc atatgtaccc
  4666021 attcgcttcc cgccttttca ctttttaata cttttcttta tcctatcaca tcagctattc
  4666081 tataagaaga gagagaactt ttataactta acggttttac agaagaaggg ggcaaactta
  4666141 tgcaactatt tcataaaaca gtcaatcgac gtggaactca tagtataaaa tgggatacat
  4666201 ataaaaacga agaacttatc catgcttgga ttgcggatat ggattttgaa gtaccacaac
  4666261 caattcaaac tgctttaaag aaacgtatcg agcatcctat tttcggctat acacttcctc
  4666321 ccgaaaatat tggcgatatt atttgtaact ggacaaaaaa acagtacaac tgggatattc
  4666381 aaaaagaatg gattgtcttt agcgccggaa tcgttccagc ccttagtacg agcatacagg
  4666441 ccttcacaaa ggaaaacgaa tccgttctcg tacaaccacc tatttatccc ccatttttcg
  4666501 aaatggtcac aacaaataac agacaattat gcgtaagtcc attacagaaa caaaatgata
  4666561 catatgcgat agacttcgag catttagaaa agcaatttca acaaggcgtc aaactcatgc
  4666621 ttctttgcag tcctcacaat ccgatagggc gtgtttggaa gaaagaggaa ctaacaaagc
  4666681 ttggatcttt atgtaccaaa tataatgtaa tcgttgtcgc agatgaaatt cattccgata
  4666741 ttatttacgc agatcataca catacaccgt tcgcttcttt atctgaagaa ttagccgcgc
  4666801 gcacgattac ttgtatggct ccgagtaaaa catttaatat cgcgggatta caagcatcga
  4666861 ttattatcat tccgaatgaa aaactccgtc aagcctttac atccatccaa tatagacaag
  4666921 gcttccacgg attaaatata ttcgcctata cagcgatgca aagtgcctat acagaatgta
  4666981 acgattggct aaatgaaatt cgattctata tagaagataa cgctaaattc gcttgtgaat
  4667041 atattaaaga tcacatacct actctttccg taatgaagcc agaaggtagc tttttattgt
  4667101 ggatcgattg ttctgcccta aatctttctc aagacgagcg tactaaattg cttgaggaaa
  4667161 aagggaaaat tatcgttgaa cctggtgaga aatacggatt aggcggcgaa gaacatattg
  4667221 gaattaacat tggctgtcca agatctgttt tagaagaaat tttaaataga ctgcgccata
  4667281 cgttttcata ataaaaagga ggctatttgg gacagcttcc tttgtcaact tttgtcggta
  4667341 agtcgatata ttttaaaaat cgctgatata ttttgagtta cggtcgatat attccaataa
  4667401 tcgccgatat atctcaataa tcgctgatat cttttcactt acactacaca aaaaagctac
  4667461 catgcacggt agcttttact ttttcttcat atccgacgct ttttttacaa tgacaccaca
  4667521 agcaattcga tcacctgatt tacctgtcgg ttgtgtcata ccatcatcag cgttttccgt
  4667581 aataataata gacgctccat cttttctatg aatcgtcgtt tttccttctt caagcgttat
  4667641 atgcggtgca tcaatttctg ctttaatttt cccagaaccg tctgcaatta cgttcggtaa
  4667701 atcaccgttt tctgcaccct tcggattaag tagtccatgc tttttatcat ctggattaaa
  4667761 atgatttcca gctgattcaa aacgaggtgc tttacactct ccaatttcgt gtacatgtag
  4667821 tccgtgcggg cctggcgcga aaccttcccc tttaatcgta attttcactc cgcttgtttg
  4667881 ctgagttact ttcgcagtcc ccacttcatc acctgaagca ttatgtaatt tcacgtcaat
  4667941 ttctttcggc tttccttggt cacaacctgc catcagaaat agtaaacaac aactgaaaaa
  4668001 aagccgtttt ttcatttcat tccctccaaa atacattctg cccttagatt gtccgagcat
  4668061 agagggaaac atacaaaaat gagttactgt ttcttttcag ctaacagctt ttcttcaact
  4668121 ttctgtaatc gctctgcttc tcgttttgat acacgaatga acatacgcca cgtagcaatc
  4668181 gcaccgatga taaatagaac acaaacaatc cctggaataa tatattctgt tttatcttcc
  4668241 ggaaaatata aaggcatcat acggaacact ccttattata ggatttgaaa aaacatcaga
  4668301 attttctgtt atattaattt aaattatagt tgaactgatt catattctca agggtcgttc
  4668361 cgaaagcgaa tgatttcttt gactccttcc cgtactttcc ttactataaa cttgaggtga
  4668421 aaaatatgag agaaacattt gaaattggcg aaatcgttac tggtatttat aaaacaggaa
  4668481 aatacattgg cgaagttaca aatagccgac ctggcagtta cgtcgtaaaa gtattagctg
  4668541 ttttaaaaca tccggtgcaa ggtgacttac ataacgtgaa acaagctgac gtaccatttt
  4668601 tccacgaaag acgtgcttta gctttccgtg aacagacgaa cattccagaa caaatggtga
  4668661 agaaatatga aggagaaatt ccagattata cagattcact caaattagca ttagaaactc
  4668721 aaatgaattc atttgctgaa gatgattcac cttttgcggt tcgtagtcta gaaacattag
  4668781 agcagttaaa aaaagactac aaactttaaa aaaacaaaac gaccaaatta catactgtgc
  4668841 aatttggtcg ttactgtgtg ctcactttct ttaacacttt tgaaaaatca acgagttcgc
  4668901 ctaatgttgg aggtgctggt ttcactaaat actctttatc tttttctact aatttaaaaa
  4668961 tattatacgt cgtcatcgca tcatctagcg cacaatgatg cttacccgtc cctacttttc
  4669021 catacgcttc aattgctttc cacaatcctg tttgatttct ctcaccaaaa aacttcttat
  4669081 actcaagcga taaatcacgg cactgtccta ggaacggaaa atctacccct gctttttcac
  4669141 aattatgctt caacactttc atatccatat ttccccacgt aacaatggtc ggtttacatc
  4669201 tcttttcata ttctgcgagt ttttcaacga gttctgaaaa tgaaatccct ttatctacga
  4669261 cttcttgttt aatccctaaa aatttcttac atcgatccgt taaagaagga aaagtcttcg
  4669321 gcctaacatg agctgaatac gtatcttcta ccttacagcc aacaaccgaa acgagtccta
  4669381 cctcaataat ctccgggaaa aatccttttg gtttttttct gtgctggggc atcgtaaact
  4669441 caaaatccaa aaataaaaat cgttgttcat ccatacgatc ccttccttat catctttgtc
  4669501 attcctttct atttgacact cctatacgaa caagctcgaa tgctaattcc attttaaata
  4669561 ttcagattgg atgtatctta tatatatgtc aaatacccgc aaatattttt aaaaatacga
  4669621 aaaagtaaca gttgcagaaa atataacaaa ataagccctt tcatttacat ccgacaattt
  4669681 tctaatttat aatgacgtta tgtgtgtttc atctagttaa tttttgacac actaagaaaa
  4669741 gtgaatgaaa ggagatgaga gttttgcacg aaacaacgca agagctcgta aattggcagt
  4669801 attattttgc tatcgcagtc tttttaatta catatgccat tattatttct gaaaaaatca
  4669861 atcgcgctgt catcgcactt ctcggtgcag cactcatggt aattatgggg gtcgttgatt
  4669921 tacacaacgc ctttacgaaa catattgaat gggggacgat tacactactc atcggtatga
  4669981 tgattttggt gaacattacg agtaaatcgg gcgtcttcca atacgttgcc attaaagcag
  4670041 caaaaggagc gcaaggaaat ccaattaaaa ttttaatttc actttcctta cttactgcgc
  4670101 ttggttccgc atttttagat aacgttacaa ctgtacttct tgttgttcca gttactttat
  4670161 ctattacgcg catactgcaa gtaaatcctg ttccttattt actttctgaa attatttttt
  4670221 caaacattgg gggaacagca acattaattg gtgatccacc taatattatg attggttctg
  4670281 caaataagca tttagacttc aatgcattct tgataaactt agcgccaatc gtaattatta
  4670341 ttattgcagt gacagcagtc atactttact tcatgtaccg taaacaatta attgctgatc
  4670401 ctgtacaagt taagaaatta atgagcctag atgaaaaaca atacattaaa gatccagtat
  4670461 taatgaaaaa atctttaaca gtacttggac ttacaattgt aggtttcatg actcattcga
  4670521 ttttccacat tgatgcagct atcatcgctt taactggtgc tactgtactt atgctaattg
  4670581 ctgtgaaaga acatgaattt gaagaggtat ttgcaagtgt agaatgggta acaatcttct
  4670641 tcttcgcagg actattcgta ctcgttggag gacttatcga tatcggcctt attaaaatgc
  4670701 tagctcaaaa agtaattggc ataacaggcg gagatatttc ttacgcatct atccttattt
  4670761 tatgggtgtc tggtatcgcc tctgcaacaa ttgataacat cccattcgtt gcaacaatga
  4670821 tcccacttat taacgatatg gcagttgggc taggtttatc accttctgac gcacaaatcg
  4670881 acgtattatg gtgggcatta gcattaggtg cttgtctggg cggaaacgga acattaatcg
  4670941 gagcttcagc taacgtaatt gtcgcaggta tcgcaagccg cgaaggacat aaatttagct
  4671001 acatggactt cctaaaagtc ggtttcccaa ttatgatcgt ttcattaatc atttctcata
  4671061 tttatattta tttacgctac cttatgtagt agaaaaagcg ctctgataat cagggcgctt
  4671121 ttttcattac acatatttaa aatagaccta ctcgttatac ctcaccggct catttcgaat
  4671181 aatgaacaag tgaatcggca agaacaccga aaatgtgatg acatgaataa tcgtaaataa
  4671241 tatagagttc gttccatatc tgtctaagat agcgtagatg agataaatgg acaacacaat
  4671301 cgatacagct gttgctatta aatataaaat tggtacgaaa ttaaaaatga aacatgcgac
  4671361 atatataccg aatactttcc atcctgcttc ttctttcaag aaatctggta atttatcttt
  4671421 cgctaaatca ccccatattt tactatttaa aaaaggaata aatgcaagaa cgccatccgt
  4671481 tgcaccgtca tttttcgcca tcgtatacag tgcaaaagcc gttaacaaat acgcaataac
  4671541 tgcccaaatc aatataacaa gaataaacgc aaaactaaga gcaaagaaac ctgctagtaa
  4671601 accttgatct tccatcttat cctctcctct ctactctcaa catatttcgt tgcattgcaa
  4671661 gttatgtttt aaaattcaac caaactctct gtataataat aggagtaaga taataagaga
  4671721 ggagaacgaa cctatgcatc catttgtaaa agcattacaa gagcacttca cagcaaatca
  4671781 aaatccggaa aaagcagaac cgatggcacg ttatatgaaa aatcacttcc catttctcgg
  4671841 tattcaaacg cctgaaagaa gacaattatt gaaagacgtc atccaaatac atactctccc
  4671901 agatccaaaa gacttccaaa ttatcgtacg tgagctgtgg gatttaccag aacgagaatt
  4671961 tcaggcagcc gcactcgata tgatgcaaaa atataaaaag catataaacg aaacgcatat
  4672021 ccccttctta gaagaactca ttgtaacaaa atcttggtgg gacaccgttg atagcatcgt
  4672081 ccctacattt ttaggcaata tctttttaaa acatccggaa ttaatttctg cctatattcc
  4672141 aaaatggatc gcatcagata acatatggtt acaacgcgcc gctattttat tccagctgaa
  4672201 atataaacaa aagatggatg aagaacttct tttttgggtc atcggacaac tgcattcttc
  4672261 aaaagaattt ttcattcaaa aagcgattgg atgggtcctt cgcgaatatg caaaaacaaa
  4672321 gcccgatgtc gtttgggaat acgtgcaaaa taacgagctt gctccgctca gtaaacgtga
  4672381 agcaattaag cacattaaag aaaattacgg aataactaac gagaaaatag gtgagactct
  4672441 atcatagata gacgcgttcc tctattgaga tttaaaaaag aacgtgttag aatatgttca
  4672501 ttattattaa tataagtagc gatgacggac ttataagtac ttgcacaaaa agcgattcag
  4672561 ggatagtgaa agcctgaagc cgcaaggaaa cggcagtctc gagcaatacg tgataaagtg
  4672621 gatgcacctt ttgtgtatca actagggtgg aaccgcgggc aaacgctcgt ccctaggcaa
  4672681 ttaagccttg ggatgagcgt ttttttatgt ttttcaaagc atatactgct cgtttcacaa
  4672741 gttacctgag cacgtcatcg ccaatacgtt aactttcaaa aggaggattt tattatgtat
  4672801 tcaatggaac aagtagtaaa cttagcgaaa catcgcggtt ttgttttccc tggttctgaa
  4672861 atttacggtg gtcttgcaaa cacttgggat tacggtccac ttggaatcga attaaaaaat
  4672921 aacgttaaaa aagcttggtg gaaaaaattc attcaagaat ctccatacaa cgttggttta
  4672981 gacgcagcta ttttaatgaa cccaaaaact tggatcgctt ctggtcacgt tggtaacttc
  4673041 aacgatccaa tgatcgactg taaaaaatgt aaagcgcgtc accgtgctga caaattaatt
  4673101 gaagatgcat tagatgcaaa aggcatcgaa atggttgttg atggtcttac tttcgaccaa
  4673161 atggctgact taatgaaaga acatgaagta aaatgtcctg attgcggtag tgaagaattc
  4673221 actgaaatcc gtcagttcaa cttaatgttc aaaacattcc aaggtgttac agagtctagc
  4673281 acaaacgaaa tcttccttcg tccagaaaca gcacaaggta ttttcgtaaa cttcaaaaac
  4673341 gtacaacgct ctatgcgtaa aaaacttcca tttggtattg gccaaatcgg taagagcttc
  4673401 cgtaacgaaa tcacgcctgg taacttcaca ttccgtacac gtgaattcga acaaatggaa
  4673461 cttgaattct tctgtaagcc tggtgaagat ttagagtggt tcgcattctg gcgtgaaact
  4673521 tgtaagaact ggttactttc acttggtatg acggaagaaa gcatgcgtct tcgtgaccac
  4673581 ggtgaagagg agttatctca ctacagtaac gcaacaactg atattgaatt caaattccca
  4673641 ttcggttggg gcgaactatg gggcgttgca tctcgtacag acttcgattt aaaacgtcac
  4673701 atggaacact ctaacgaaga ctttaactat atcgatccac aaacgaatga gcgttacgta
  4673761 ccgtactgca tcgagccatc tttaggtgct gaccgcgtaa cattagcatt cttatgtgat
  4673821 gcatatgaag aagagcaatt agaaaacgat tctcgtacag ttcttcgttt ccaccctgct
  4673881 ttagcaccat acaaagcagc tatcttacca ttatctaaaa agctatctga aggtgctact
  4673941 gaagtattcg cagaattagc gaaagacttc atggtagact ttgacgaaac tggttctatc
  4674001 ggtaaacgtt accgtcgtca agacgaaatc ggtacaccat tctgtatcac ttacgacttc
  4674061 gactcagttg aagacaaagc tgttacagta cgtgaccgtg acacaatgga acaagttcgt
  4674121 atgccaatta gcgaactaaa aggtttctta gagaagaaaa tccagttcta attacaaaaa
  4674181 agaggcgctc tattgagccg cctctttttt acttttcacg tttttcttta attgctactg
  4674241 tacatcttga aatacataat aaatcgtcat tctcatcaat gatgcgcaca tcccaaacca
  4674301 tcgttgaatg tcctctatgt atcggtgttc cgattgctgt taccattcca tctttctttg
  4674361 atcgaatgtg atttgcatta atctctaaac cgaaacaaat acatttctct tgatcaatta
  4674421 aattgtatga accgacgctt gctactgttt ccgctaacgc aagagatgca ccaccgtgta
  4674481 aaaaaccaaa cggctgatgt gtacgttcat caacaggcat cgtagcaact accttatctt
  4674541 ctgtcatctc taacaactca attccaagtg aatccattaa agtttttgcc atatcgtttc
  4674601 ccccttctct cactttaatt aaatgtataa ttttacctat ttactttcaa actacgtata
  4674661 acacttatat aaggaggttt cacctaaatg aaacagaaat tttttatact atcgcttatg
  4674721 ttctccttgc tgactattgt accaaattgt gcactagcag ccaaagcatc caacctgaca
  4674781 atcgatgttc agactgtcac gcaaaaaggt aagaaacctt atatagaata tcaaatcaat
  4674841 aggccttcgt ttcataactt ttccgattct aagtttcaaa ataagctaaa tttctattac
  4674901 aaaaaatcta ctgacaaatt taaaacaaga ttagaaaaag acgcaaaaaa atattataaa
  4674961 gaaacagaag gatctagtac accatttcat ccgtacgtgg cgaatgttga ttataaagtc
  4675021 tccttaaata aaccaccttt gctcagccta tatttgaatt actatcaata tacaggcgga
  4675081 gcacacggtc tttatacgtg gaaggctaac acatttgatt taaaagaaaa aaagttacta
  4675141 cacttagacg atttatttca acaagaagat aaatataaag aagtaattcg tgctgagatt
  4675201 gtaagaaaaa ttaaacaaaa tgaaggtatt tattttcctg atgcaactga aaaagtcatg
  4675261 agcacgaaaa agtttcattt ctttttagaa ccgaacaatc tcgtcattta tttcccttta
  4675321 tatgaaattg cgccttattc aagcggcatt ccacaatttc gtattccata tacgttgcta
  4675381 agagagtatt tgaagccttc ttatcaaaat attttaattg acaacaagta aatagtttcg
  4675441 ctacgataat gttaacctaa aaacaacagg aggttaacat tatgagaaga tttcatgttt
  4675501 tagatttagc attagccgcc atgttcgtcg ctcttatggc cattggtgca aatattgtat
  4675561 cttgggcacc attcctgcaa gtagcgggca tcccattatc tatgcaacca tttttcgcaa
  4675621 ttttagcagg gcttcttctt ggaagtagac ttggtgcatt atcaatgact gtttacatgc
  4675681 tcgttggagt agcaggtgca ccaatcttcg ctaacttcaa agctggattt ggagcacttt
  4675741 tagatcctac tggtggcttt attattgcat ttattatcgt tgcttacgta tcaggaaaac
  4675801 tagtagaaca aaaggaaaaa ccgacattca gtacatttgc aattgcttcg ttcacaggaa
  4675861 tcattttaac gtatattatc ggtactactt atatgtacgg ggcagtcaac ctcttcatgg
  4675921 gtggcaatat gagttataaa gctgcatgga tgattatgat gtggtttgca gtaaaagata
  4675981 ttgtgtttac aataatcggt gctattatcg cacctcgcat atactatgct gtacgtcgtt
  4676041 ctgcttatca gcattctcat tcgacgattt cataataaaa aggagttatc ttactatgtt
  4676101 aagataactc ttttttcatt ttcgacaata tacgacacat attagaaatg atttttgtta
  4676161 tgctaattca gcaaatctta tatttcaaca tctaattaga acaatatttt ggaggaaaat
  4676221 cagtgaatct atcaaaaaat acacttatta aagtaagtgt cggagtacta tctttatttt
  4676281 tcatactagg tatgagtatc ggttacaaat tatatggaaa tagcgagtta ggaatgtcat
  4676341 atacctttgg aaacggccta gcatttttct ttttaattct tactatagtt agtttatgcg
  4676401 cggctttaat ctttattgtt attgggttaa ttaaaaaagt gaaaaaatta ccagcaaaaa
  4676461 aatctgtagc aacatctata atattatttg ttacatcaat tatatccatt atcgttcttc
  4676521 tctttacgat aacaaaagtg acaaatatgg aggaggaata tcaagttctt caagcacaaa
  4676581 agaaaaaaga agctagttac ttagttgccg cagcatcttt ttataataat ataaatacct
  4676641 ttaattatgc agcgtcgtac gtattatccg agtattcaac tacatggtca aatgcaatag
  4676701 ataaaagaca agacttcaat aatgcactaa gttctaagag aacagaaatt gacggaatga
  4676761 ttacaaccgt tgatacgttt tatagcacaa tgggaaatga tttaaagtta gtttctgaag
  4676821 ccgcaaaaga acagcctaat aagtataaag aaacctatga agaatataaa aaaatatacg
  4676881 ggattatcac ggcgcttaac gaacaagccc aatctccaag tggcagctta atttcattta
  4676941 atcaaaatgt taatgcattg attcaggaat acaaaaaagc agctggaaat attaatattg
  4677001 ctattactga tgaaattaaa tccaaagcta atgagctaaa gcccactgat aaaaattaaa
  4677061 gacactctct ccagagtgtc tttttttatc aaaaaatccc cttttagatt aagcagtaaa
  4677121 tacgttcctt taccgcccat ccaacagggg attatatcac tatattaaga ctcttgattc
  4677181 gtttgttctt ctaaaatttt cttcatcatc gtaaccatgt catcacgtaa ttctgggtgt
  4677241 tgcagtgcca tttcgattgt cgtttgaacg aatcctagct tttcacctac gtcgtagcgc
  4677301 tttccttcga aatcgtaagc gaatacacgt tgaatttcgt ttaagctttg aatagcatct
  4677361 gttaactgga tttcaccacc agcaccaaca tgttgttgtt ctaagaacat gaagatttca
  4677421 ggtgttaaaa cgtaacgtcc cataattgct aagtttgaag gtgctgtacc tgctgctggt
  4677481 ttctcaacga aattgcgaac ttggtaacga cgtccttctt gctctaacgg atcaataatt
  4677541 ccgtagcggt gtgtttcgtc ttctggaacc gtttgtacac caataacaga agaaagcgtt
  4677601 ttatcatatt cttcaattaa ttgacgtaaa catggttttt cagcttgaac gatatcatca
  4677661 cctaataaaa cagcaaatgg ctcatcaccg atgaatttac gtgcacacca aacagcgtga
  4677721 cctaatcctt ttggttcttt ttgacggata tagtgaatgt ctaccatttt tgaagaagcc
  4677781 tgtacttttt caagtaactc atactttttc ttttctaata agttttgctc taactcaaat
  4677841 gcattatcaa aatgatcttc aatagaacgc ttcgttttac cagtaacgat aataatatct
  4677901 tcgattcctg attttactgc ttcttctaca atgtattgga tagttggttt atcaacaatc
  4677961 ggtaacattt cttttggcat tgcttttgta gctggtaaaa aacgtgttcc taatccagct
  4678021 gctgggatta tcgcttttct tactcttttc atcacaaaat accctctctt ctgtcagaat
  4678081 caataacgat tatttcctta catagaacaa aagggaggtt tcgctccctt ttgtttccta
  4678141 ctacttaaaa ttactttata ttataaacga ttcataatat cttctttaat agtaagtaac
  4678201 ttttgttcac tattttgtaa agaattatct tgaacaccga agtagaactt gatcttcggt
  4678261 tcagttccag atggacgtag gcagaaccaa gaaccatctt ctaattgata ttttaacaca
  4678321 tttgatttcg gtaagtgaat ctcttcttta tgtccatctt gtaaagatgt aatgatgctc
  4678381 gctttatagt cttcaactgc tacaactgtt aagccagcta cttctttcgg aggattttca
  4678441 cggaatgttg ccatcatttc ttgaatttgt tccgctccat cttttccttt tagcgttaac
  4678501 gatacaagat cttcacggaa gaaaccgtac ttctcaaata cttctaatag accatcgtat
  4678561 aacgttttac cttgtgattt gtagtatgca gctacttcac atgcaaatag aacagattgt
  4678621 actgcatctt tatcacggca gaatggacgg attaaataac catagctttc ctcataaccg
  4678681 aattggaatt cgtattgtcc gctttcttca tactgtttaa ttttctcacc gataaattta
  4678741 aatccagtta acgtatcaac tgtatctaaa ccgtatgctt tcgcgattgt acggccaatc
  4678801 tcagatgtta cgattgtttt taatacaaca ccgttctctg gaagcgttcc gttttctttc
  4678861 ttttgagata ataagtaatc aagcattaat gcacctgttt ggttaccagt taatacttgg
  4678921 aactcaccat catgattacg aactgctaca ccaaggcggt ctgcgtcagg atctgttgcg
  4678981 attaacacat ctgcgcctac cttctcaccg tcacgaattg catattcaaa cgctgcatgc
  4679041 tcttctgggt tcggtgattt cactgtagag aaattcggat ctggtaactc ttgctctttt
  4679101 acaactgtta catctgtaaa tccaacttct gctaaaccac ggcgtacaga aagatttgat
  4679161 gttccgtgta gtggtgtgaa gacgattttt aagtctttcc caaccttttg taccatttct
  4679221 ttattaataa tgacattgtt caattctgca gcatatgcat catctacttc ttgtccaatc
  4679281 atatgtaata aaccgtcagc ttttaattgc tctacatcag caacttcaac tgttaattca
  4679341 tcttctactg cgtttacata gctaattaat tcatcagctt ctttcggagg caactgccca
  4679401 ccatcttcac catatacttt ataaccgtta tattcaggcg gattatggct tgccgtaaga
  4679461 acgattccac tcactgtatg taaatgacga actgcgaaag aaagcactgg cgttgggcgt
  4679521 aagctttcaa acacatatgt tgtaatgccg tgtgcaccaa gtgtagctgc tacttccatt
  4679581 gcgaactcag gtgatttatg gcgagaatca tacgctacaa caacaccgcg cttcttcgct
  4679641 tcttcaccta acttttcaat aaacttcgct aatccttgtg ttgctttacg aactgtatat
  4679701 acgttcaaac ggttcgtacc agcaccaagt tcaccacgca taccacctgt gccaaattct
  4679761 agatttttat aaaagctgtc ctcgattttt ttctcatctt gcttcatgtt ttctaactgt
  4679821 tcttttagtt ctgcgtctaa ctctgcatat gaaagccagc gactaaattc ttgtttccag
  4679881 ttcatacttc tatctcctct cgcttgtcat acctttatta tatgaaaaaa acaacctgta
  4679941 tctcaatatt ttttacaatc taacaggatt ttactaggaa tatttgtata cactatgatt
  4680001 aaatactcca ctaaagggaa tgaggattat gcaagaatgg ggcttgtcag aagagctcaa
  4680061 aatacaaaca aagcaaatga ttgaaattgc tgaaaaagaa ttatcaatta tgaggcaagc
  4680121 aattgataaa gaagatgaat gtattttgtg caagatggaa gatattcatc atatgttagc
  4680181 aaatgtacaa acactggcag ctacatacta tattcaagcg tatttatcac cttatacgga
  4680241 aagctcacag ttcattacaa cagctgtcca acatttaagc gcccgaaaac acggtgctct
  4680301 tattgttgtg gaacgaaacg agacacttga atcttgtatt caaactggaa caacgttaaa
  4680361 cgctcattta accgcaccac tgctcgagtc gattttttat ccaggtaacc ctcttcatga
  4680421 cggagccgtt ctcgttaaaa ataatcatat tgtttcagct gctaatatcc ttccattaac
  4680481 aagaagcaca gaagttgatc ccgagctagg aacacgtcac agagctgcaa ttggcttatc
  4680541 agaaaaaagc gatgcactta ttttagttgt ctctgaagaa acgggccgca cttcatttgc
  4680601 tttaaacggg acgttatata caatttcttt ataaagtgaa attacatcag ccgtaacacc
  4680661 acatatatca ataaaaaggc tgttccaaaa tgtaggaaca gccttctctt ataatcttat
  4680721 tcttcgccga aacgttcaac aagtgttgca agtgtacgta ccattgcacc tgttgctcca
  4680781 gctggtccta aatcatgcgc tcctgatgat tcagatgttc cagcgatgtc taagtgtacc
  4680841 caaggtgtat cttcagcgaa ttcacctatg aatgtacctg ccataaccgc atgtccttcg
  4680901 cggcctggcg agttatttaa atcagcaaac ttactgtttc tcacgcgctc tttatcacga
  4680961 tcaaaaatcg gtaattgcca aatagattca tctgtttcca tagatgcctc tagtacttgc
  4681021 tcaaacaact cttcattgtt tgtcatcgca cctgtcgtat gatttccaag tgcaacaatt
  4681081 acaccacctg ttaatgtcgc aacatcaatc aaatagtttg cacctaattt tttcgcatac
  4681141 gtaataccgt cagctaatgc taagcgacct tctgcatctg tatttaatac ttcaattgtt
  4681201 tttccgctca tagatgtgat tacatcgtct ggcttaaatg ctgtaccact tacaacgtta
  4681261 tctgttgatg gaataacagc gatcacattt tgctctgggc gaagttcacc gataatttcc
  4681321 atcgcaccta atacagcagc tgcaccgccc atatcacctt tcataccgac cataccttca
  4681381 cgtggtttta aagaataacc acctgtatca tatgtgattc cttttccaac gaatccaata
  4681441 acatctgtcc actcttcttt tcctttataa ataagagcga tcatttttgg tggctctaca
  4681501 ctaccttggt ttactgcaag taatgcaccc ataccaagct cttccatctc ttctttctca
  4681561 agaactttat aatccatatc atacttttcc gctaactcaa cagcatactc agcaagcttt
  4681621 gttgctgtta atacgtttgg cggcatattt acaagtgtac gagctgaatt tgttgcacgt
  4681681 ccatgtacgt agccaactgt taatgccgct tcaatttcct gtgcatcttc cgctgtaata
  4681741 gccgtaaact tctctaactc tacacgatcc tttttatctg atttatacgt ttgtaactca
  4681801 tatgtaccaa ggccttgtac ttctgccgca atatgagcga catcaatcgc gtctaatttc
  4681861 tctgttacga aagaatcaag taagattgct gcatcttgta cttttgctgc ttgcagtgtt
  4681921 ttaaacgtct taccaagagc cgaacgtaat gtttctgtcg tataagattc tttcttacct
  4681981 aaaccaacga aataataacg tttcacatct gtttttccta aactatgtac ttttgaaata
  4682041 gctttcttct tcgtagaaag ttctttctct tctaataaaa cttgtaattg tccttcaaac
  4682101 gctttgtcca gttcttgtac aaagctactc gttttctctt cctcaaataa ggcaacaacc
  4682161 accgcttcat ggcttgctaa ttctttttgt acttggaaca tgttcagacc ccctaaattt
  4682221 ctctactcta cctttattat aactttattt tcgataaaat gcgacaattc taacttctgt
  4682281 tacattctat ctagtcccta tttcctccaa tataaaataa aaaaagtcta gcgcaattac
  4682341 cactagacta tctttgtttt aaatattgtc cgcgaaacac ttgcatcgtc tcatcttggt
  4682401 ttaacatcgt taactcttct tctgaaaact taccatttcc tatcttaact acatatacat
  4682461 ttactttttt cttaccccat tggctataaa catctttcac cgtatcatag tacaaatcaa
  4682521 gacggtttcc ttttattgca ccgcccttat cagctactac accataccca taacctggta
  4682581 cgaataagat tgttccaatt gggaatacgc gtaagtccgc tgcgattgtg gaatataaat
  4682641 cccttttcgc cttaacacct gaatatgtaa taccatactc cggatgtccc ggcctcttac
  4682701 cagttgactc aattcccgac gtataacctg ttgctgtcat ttcaattgaa cgatatttag
  4682761 accagtcgtt tgcctgctct aaagcattta tcacttcttt actcggagca acatttctct
  4682821 taacttctgc tgcatgtact tcttttgcac tcgttccctc atacttctgt acaatctcta
  4682881 ataaagaaac tcctgtgaaa gcattccatg ttacgcataa tgcaattgca agtaaacaag
  4682941 tcatcataat gcgaatacaa tatcgtttta acatttttat attccacact ccttcatcgt
  4683001 taatcattcc ctatacgatg aaggaatatg caaaaaaata atctccaatt gcattggaga
  4683061 ttaaaacatt tgatatccgc ttttccgaag tttcttaatt acgattcccg ctaaagcagc
  4683121 acctaccaat ccagtagata aaataaacac atctgcttgt cctaaatgcg atacacttgt
  4683181 cccaaatgaa gaaaatgttt cttttggctt tgaaaaataa tcccacacac ttgccttatt
  4683241 aataataagt atacaaacaa ttggatacac aataaccatt acccatgtcg ctcgcaatat
  4683301 catattgagt aaaaatccaa ttccaaaaaa caaaataaaa aataacatca ttgaaataag
  4683361 tagtaccggt atactcactc tttctccctc tccttcgtat gcgctgtaaa tacgtgatag
  4683421 gccgtataac caaactgctc tcctggattt aatgttttgt ccatttcaag atgtaattct
  4683481 gactttcttt ctaacaaata tgtaataagc acagacgtat ttggatcgtc cgcaatcgta
  4683541 tctggatgta gaaatgctac ttcagacaat tccttctcct gtacaataat gttttcccct
  4683601 tcaggttcca aaaggaaaat aatcatatta tcactaatct cattgtgaat tacgcccgat
  4683661 cgaacaccaa tgatcccctt cacatgagcg acaatacctg tctcttctaa cacttcgcgt
  4683721 ttcacagctt catcaatcgt ctcaccttca tttacaaaac cagccggtaa agaccatttc
  4683781 ccctttaatc cactgtattt tttcttaacg aacagccacc ttccatcttt tgtagctact
  4683841 aggccactga cagctaacca cactttccct cgtttctcca tgatgtcata ccctcctcca
  4683901 ctagaacgga cagaatattc tttcttttat atatattata ctatattttt gaaatgaaaa
  4683961 aagcagaaac agctcttagc cgtttctgct ttttctacta tatattaaaa gaactttaat
  4684021 ttaccttttt taagaactaa taaaggtcca cctaataaga ataggtaacg gttatcgata
  4684081 actttcttca tgaaagaagc tttccaacct gttaactttt tacccataac aacgcccatt
  4684141 gcatcgtcat gacctaaaga acatacagag cctttattat caaatacgaa tttcttcatt
  4684201 tcgcctttac cacgaactaa cacagttaag ttgtgtgcaa tgttgtaacc ttgttgaatt
  4684261 gcgatttgtg ctgttggtgg gtatggacgg ttaatttctt cgttaatgat taacgctgcg
  4684321 tcaccaacca tgaatacatc ttcgtatcct ggagcgtgca tgtactcatc aacttttaca
  4684381 cgtccgcgca ttgcttcaaa gccagactct tccacaatac cattaccacg aacacctgca
  4684441 gcccaaacta ctgtttcaga cttaattaat tcagtatcat caccgtttgc aacgataatg
  4684501 ccttcttcag ttgcttcttt aattgctgta ccgatgcgga attctacacc ttttttctca
  4684561 agttgtttta cagcatattc cactaacgct ggatcgaaac ctggaagtgc tgttggagca
  4684621 gcttctacac agatgatacg tgctttttca cgtggtacat tgtactcttt gcaaagttca
  4684681 ggaacacggt ttgcaagctc acctacgtac tcgataccag taaatccagc accaccaaca
  4684741 acgattgtta ctaactcatc gcgcttttca gttgcatatt tagcgaaact agcttccata
  4684801 tgctcacgaa tttgacgagt tgcattaatg ttagcgattg agaatgcatg ctcttttagt
  4684861 cctgtaattc cgaacgtttc tgattcgaaa ccaagaccga ttactaagta gtcatactct
  4684921 aactcgccat cttttaagat aatacgtttt tcagcagctt taatttctac tactgtgtct
  4684981 tgtacaaagt tcactttatt tgtatcaata acgtcttgaa tatctagaca gattttttca
  4685041 tcttgtaatg taccagctgc gctctcatgt aaccaagtcg cttggtagtg atagctgttg
  4685101 ttgtttacta acgtaatttc agcttcattt acagataatg ctttttgcag acgaacagtc
  4685161 gtaatcatcc cgccataacc tgcacctaaa actacgattt ttggagtctt caccaaatca
  4685221 caaccctttt ctttatataa tagtaataaa aaataacacc aagtacaaaa aaactctatt
  4685281 tgtcaagaat gtggaattta tcacattcta tatcataaca aaatgcagtc aaaaaatcgt
  4685341 acgaattttg tcatagaaat ttaacataat acttccctat attagtcggt tttattccag
  4685401 aattcaagcg tctggagaat tatcaatatt ttaaaataac atagcgtttt caagggtttt
  4685461 tcagcctttt tttcatgtat tttcctttct ccatatttta tacaattaaa aagtgtctat
  4685521 gcgaaaactt acacacaatt cagtcgtttt cagaagtatt atgaactgaa atatgctatc
  4685581 atttatttga aagtattatc atttgcagga ttttcgtgta catatgaaca atatatgaaa
  4685641 tcaatatcaa aattccatct atagggggaa tgaaagtggc agaaaatcaa aaagtttacg
  4685701 acataacgat tattggtggt ggtccaacag gactattcac agcattttat ggcggtatga
  4685761 gacaagcaag tgtaaaaatt attgaaagct tacctcagct tggaggacaa ttatccgcac
  4685821 tctaccctga aaaatacatt tatgatgtag ctggattccc gaaagtgcgt gcacaagagt
  4685881 tagttgataa cttaaaagag caaatgaaga aatttgatcc aaccgtttgc ttagaagaag
  4685941 ctgttgatac gcttgagaaa caagctgacg gtatatttaa acttgttaca aataagcaaa
  4686001 ctcactattc taaatcagtc attattactg ctggtaacgg tgctttccaa ccacgccgct
  4686061 tagaattaga agggacagca aagtacgaaa agaaaaattt acattatttc gttgatgata
  4686121 tgaataaatt tgctggtaag cgcgtcgtag tatttggcgg cggcgattca gctgttgatt
  4686181 ggacaatgat gttagagcca atcgctgaca aggttacaat cgttcatcgc cgtgataaat
  4686241 tccgtgcgca tgaacatagc gtagaaagct taatgaactc tcgtgcagaa gtaagcacac
  4686301 cgtacgtccc agtagaactc attggtgatg acaaaattga acaagtcgtt cttcagcatg
  4686361 taaaaacgga agaaaaaatt atcatcgatg ttgatgacgt aatcgtaaac tacggcttcg
  4686421 tttcttccct tggcccaatt aaaaactggg gcttagatat acaaaaaaac agcattctcg
  4686481 tgaactcgaa aatggaaaca aatattcctg gcatttacgc tgctggtgac atttgtacat
  4686541 atgaaggaaa agtaaaactc attgcttgcg gctttggtga agcaccaacc gcagtaaaca
  4686601 atgcgaaagc ttacttcgat ccaaacgcaa aacttcaacc gatgcacagc tctagtatgt
  4686661 tttaatatac aaaaataaag ctccttccac gcatggaagg agcttttcct tttatatcag
  4686721 aaaacgaaag cacaatgaat ccgatacaaa atcgaactca ttgtgctttt catctaaaaa
  4686781 gaattattgt tttcttcttc tacctaatac aaataatact ccgccaacta agaatgaaat
  4686841 tcccgcacca actgagacca tccacggaga cgctgcccct gttttcggta attctctctc
  4686901 tacttttact tgcggctctt taattaattt ttccaatctt acttccggtt tctccagctt
  4686961 tacttctggt tcttttggat cttccggttt cacttctggt tctttcggat cttccggttt
  4687021 cacttctggc tctttcggct taattgagac tgttggttca agcggttgat ttattccgtc
  4687081 atcaacaatt gctctattta caatttcttc accggctttt tcttttactt tcactttaaa
  4687141 agtaatgttt ctttcttttg tatctataat attttcgtac ttcgcagtta actttccatt
  4687201 ctctactttt acttctattg cccctttggc tttgacacta tctttcacat actctaagcc
  4687261 atctggtaat tgatcttcaa ttttaacctc tgctagcttt ccgttttcta ccgtattttt
  4687321 aaagctaatt cggtattcta ctacttctcc tagctttggt tctttattac ttacttcttt
  4687381 ttccgcttta agcatgccat ctttatactg cggtgtgatt gaaacaaccg gttcttctgg
  4687441 ttgatttatt gtatctccca caatcgcttt attcacgatt ttctcaccag tttcaactgt
  4687501 ttcttttacc tttgctttaa aaataatact acgttctttt ctatccgaaa tgtctaggta
  4687561 tttcgcgatt acttttccaa actccacttt taactctact ggatttggct cagcaccttc
  4687621 aaatctaaga ctatcttgca cgtattctaa accagctgga atttcatctt ccacctttac
  4687681 ctcagctact tttccgtttt ctaccgtatt tttaaagcta attcggtatt ctacttcttc
  4687741 ttctaacttc ggtaatagat tatttactac ttttttcgct tcaagttttc cgtctttatg
  4687801 ctgcggagta atttctgctt tcggtgtctc tggcggatgt ttcgtatcgc tcacgttacc
  4687861 ttttactttc actttaaaag tgatacttct ctcttttgta tccgtaatct ctggatactt
  4687921 cgccagtacc ttaccgtttt caaacttcaa ttccaccgga tttggcttag aaccttccgc
  4687981 ttgtaaacta cctttcacat actctaatcc atttggtaaa tcatcttcta ttattacctc
  4688041 tgctagcttt ccatgttcta ccgtattctt aaagctaatt cggtattcta cttcttcttc
  4688101 taacttcggt gatggattat ttacaacctt ttccgcttca attttcccat ctttatactg
  4688161 aggagtaatt tctgcttttg ggttaattgg atcatgtttc gtatcatcaa caattgcttt
  4688221 attgacgatt ttttcaccga cttttacttc ttcttttact tttactttaa aagtaatact
  4688281 tctttcttct atatccgtaa tctctggata cttcgccagt accttcccat tttccatttt
  4688341 caactctact ggatttggtc cggcaccttc tgctttcaaa ctattttcta catactctac
  4688401 accttctggt aaagtatctt ctattttcac ctctgctagt tttccgttct ctaccgtatt
  4688461 tttaaagcta attcggtatt ctacttcttc tcctaacttc ggtgtttcat tatttacgct
  4688521 tttctttgct ttaatttttc cgtccttgtg taatggcgta atttttgctt ctggcttttt
  4688581 cgaatctttc gtatcatcaa caattgcctg attgacgatt tccttgccta tttccgcttc
  4688641 ttctttcacc tttactttaa agacgatact tctttctttc gtatctgtaa tattttcata
  4688701 ttcagcgata acttttccat ctttcacatg taactttact ggagctggtt tatcgccttc
  4688761 cgccttttca ctacctttta catactctaa accgttaggg attgtatcct ctatttttac
  4688821 cttttctagt tttccgtttt ctaccgtatt cttaaagcta attcggtatt ccacttcttc
  4688881 tcctagtttt ggtgatggat tatctactat cttagccgca ttaattatcc catctttatg
  4688941 ttgtggggta attctttctt ccggctcaat tggttgatgt ttcgtatcat caacaattgc
  4689001 tttattcaca atttctttac ctacttctac ttcttctttc acctttactt taaagacgat
  4689061 acttctttct ttcgtatccg taatatcgat atacttagct ttaattaccc cagcttcaac
  4689121 tgttaattct actggactcg gcgcttcccc ttcagcctta atactatttt ctacatattc
  4689181 aagacctttt ggaattgtat cttctactcg tacctctgct agttttccgt tctctaccat
  4689241 attatgaaaa ctaatgcggt actcaatttc ttctcctagc tttggcttct tattattaac
  4689301 tacctttgta gcagcaattt cccctttttt actttgcggt gtaataacaa catccgattc
  4689361 aacaggctca tttttcggat cttttgcaat tgctttattt acaattgcct cccctacttt
  4689421 tgccgaatct tttactttta ctttaaaaac aatacttctt ttttccatat ccgtaatttc
  4689481 tggatatttt gcaatgattt ttccattttc catttttagt tctactggct ctggtttgat
  4689541 gccttcagct ttcaaactat ctttcacgta ttcaacacct gcaggcaatg tatcttctac
  4689601 caataccttt tctagctttc cgttttctac cgtattatga aatgtaatgc ggtactccac
  4689661 ttcttctcct agttttggtg tttgattcgt tacactttta tctacatcta ctttaccgtc
  4689721 tttataatct ggcgtaacct tttcttctgg atgctcagac tgaccattcg gatcactcac
  4689781 aactgcttta ttaacaattg tttctcctgc ttttgcttct tcttttactt tcactttaaa
  4689841 aatgatgctt cgctcttttg tatccgtaat tgctggatat tttgcgatta ccttaccatt
  4689901 ttctactttt aactctactg gacttggtcc agcaccttca gctctctcac tgccttgaac
  4689961 aaattccaag ttagctggaa tttcatcttc tattgtaacg gcctctagtt ttccgttttc
  4690021 caccgtattg ttgaagctaa tttgatactc aaattcttct cctagcttcg gcttcttatt
  4690081 tgtcgctttt ttctttgcat caatcttgcc agccttatgc tgcggtgtaa tcttttcttc
  4690141 tatattcttt gtagaagttg tcttatcact tacagtcgct ttgttagtaa tttctttacc
  4690201 aatttccgca ttttctttta cctttgtttt aaagacgata cttctttctt ccatatccgt
  4690261 aattgctgga tactttgcaa tgatttttcc attttcaaat ttcagttcta ctggctctgg
  4690321 ctgtacacct tcagctttca aactgtcttt cacaaactca agactactcg gtaattggtc
  4690381 ttcaatcgtc aatacatcta gacgtccatc tttgacttta tttttaaatg taatacgata
  4690441 ctctacctca tcacctaact tcggtgattt attagaagct atttttctcg cttctatttc
  4690501 tccaggaacc tcttttggaa tcgtaaccgt aacatttgca tcatcttcac tctcatactt
  4690561 tatctcggca ctatcttgtc cctttacagc aacgacgttt tttactgttg tatttgattt
  4690621 tatagattct ttcactttca ccttaaatgt aagaacggca ctttcaccag gctttaaaac
  4690681 gccaccgtct ttagcatctg ccccttcacc aatacggaaa tcaatttgat tatttacaaa
  4690741 ctctgcttca tcatcgcttg cgtcatctgt tttttgtcct gcattgctac cagtaacata
  4690801 ttgaattgat cccgggacat actctaatcg atcatctaat ttatcaaagc cttttacatt
  4690861 agataccggc gcttgattgt tcttcgtatc atttttcact tcaattttgt acgtaatctc
  4690921 ttcgccagct ttaacttcct taatttcttt tccagcacta tctaacgcct ttttatcaac
  4690981 ctgtaagttt ggcgcattat gttctgtaac gaatgtggcg ttgtttaata cgtaaatatc
  4691041 accagtagca ccatttgctc taaaacgcat ttttgcttct tttaaatcat tttttacttg
  4691101 gtttggtcct tcaaggtgat atgtatgaat gtctgtacta aaggaatttg tccaatccgg
  4691161 gttatatcct ggatattttt tgtaacaaac tcgttagtac cgtctacttg tacttctgtc
  4691221 atagacgagt cattcacatc attttcttta ctattaatat tttttaactt ttgatatcct
  4691281 aatccaaaat catactctcc ataatcataa gcatatatgt cattttcagc aggatctcct
  4691341 tgtgacgaaa aataactaaa tttcgcctta aaagcccctt ctttcggtgt atttatttta
  4691401 ttaacactaa tatttgccca agctgtactt ttttgagaaa ctaaaccttc ccaaattttc
  4691461 atatctttta cggtttcttt atagttttca tacactaata taagattcca gttaccccag
  4691521 taatagccac tgctatagtg atttgcaata tacggtaaat aatccgcttt ccgtatacta
  4691581 tcagcactta cttcagcgta ttgcttattt cccatcttca ttttaatggg ctgtcttaca
  4691641 tcttcatcgc taactctata gtcgatcctt gcatcacttg gagcccccat agctgctgtc
  4691701 caaaataaat acgctttttt cactttactt ccagcaggga tgttaggaaa agctcctgtt
  4691761 gatgaattaa atgtagtatc gtcattatca acatctacag cctttttatt tgttttccca
  4691821 ccaacacttt gcctagtata atgattatct gtcaaaccaa gcgtcacatt acccgtttgc
  4691881 actaaatcac cagcagtaat tgtagaatac aacggatctc caaacccttg cttatctcct
  4691941 acctgaattt gaacctttga agcattctct gacgcagctt gtacttctgc attactctgc
  4692001 tttgctgcct ctttttctgg ctgtttctca gcttcagtta ctggttgctt taccagttct
  4692061 gtgttggatg taggattatt tgtatcttct acagatactt ttagcttttc agtaattttt
  4692121 ttaggtgtac tatcaggtga tgggcctact tcttccttac tactgtcagc ctcatcatca
  4692181 gcattagctt ctaccttgtc ttcagaagga atcccttcca cattaaagga catgctccct
  4692241 atttgtactt gatctttttg tacactaatc ttttgtttgt attctttatt aaaatgctgc
  4692301 gtgcgactag cttttattaa cacagtcatt ttttcgtgtg attttaaatc tcgaatttta
  4692361 agattagaag aaagaagctt tcctccctta tctttttcct ctacatagaa atccgctact
  4692421 ttattttcag gtaacttctc tccgtttact ttcatagatt gcgagaggaa cgtaatttca
  4692481 ttttcattat tttgtttaag taccaattct tgaattggtg tatctcccgt attttcaatc
  4692541 gtatattgaa atacgtgctc cctctcagct acttctcccc tatatatttc agcatttact
  4692601 tgctctgcct taattctcac atcatttcct tgtaactcat cccagctctt cttatgtatc
  4692661 tctgcaaaag cactaggtga aggcaaggtg atggatagga gaagtgcgat tattgttacg
  4692721 acattaaaac acttcaacga tttcttcata ttttttacct ttctccttcc tatatatttg
  4692781 ctatccgtct acttatagat gaaaacataa caatatatat ccactcgcaa caatccgtcc
  4692841 tatgaaaatc tatcattgaa atctttattt caacaataca aatctcatag aatattacta
  4692901 ttttaattta tcaaaaatag tatatatatc ggatactcat ataaacccct accacttttt
  4692961 acttatagta aaaatcccct atgatatagg tttatataac agttaaagga tacataaaaa
  4693021 tcttaacata ctccataatc tatttataca tacaatgata aatttaccat tttttactta
  4693081 tttcagtttg ttatttatca ttaaaatttt cgaaaaatag taaccgttat atgtaaaaat
  4693141 atgttacatt ataacaagaa caaacgttct tattataaag gaggaatttt tcatgataaa
  4693201 cgaacctatc atcgtaaaaa aagaagcttt ccaagcaatc ggcatttcga ttacgacaac
  4693261 aaatgaaaaa gaggcatcta cagaaggaaa aattcccggg ctttggaacc ggtacttcca
  4693321 agaacaaatc atgcaccaca ttccaaatca acaaacgaaa gaaacattcg ctttttactc
  4693381 aaactatgaa tcagatgaaa cgggtacata tacctttacg attggcatgc ccgtttcttc
  4693441 attagaagac gttcctgaaa ctatgacaac tttaataata cctgccgcta cgtatgcggt
  4693501 atttacaacg agaaagggac cagttgctga agtcgtttgc gaggcttggg aatatatttg
  4693561 gaaatggtca aaagaaaata aacgtgcttt cacaatagac tttgagcttt atgatgaaag
  4693621 agcgttagat ccaactaacg tacaattgga tatttatatt gcattagcct aaacgacaaa
  4693681 aaagaagata ccatttggta tcttcttttt tgtcgttaaa tagccactgt gcaaattcaa
  4693741 cataattgtc tacaatgaga aagtgcagta tagaaatatt agaaactgta taaattgatt
  4693801 gttaacaagt tttttagttt aaatttgtca catagaaagg aagcaatatg gaggaactac
  4693861 aacaaaataa atctgcttta gaaggaagcg gaaaaccgtt attaaaaaat acgaatttcc
  4693921 tttttctttg ggcagctact cttttttcaa gtttcgcttt agcctttttt actttttcac
  4693981 aaacgtggta catagcaaaa acattaaacc ttgaggcatc actcggtgtt gttttcgtag
  4694041 ctcttagtgt tccaaggctt atttttatga ttatcggcgg cgctgtagct gataaattcc
  4694101 cgaaaaaaaa cattatgttt tattctaata ttattcgtgc tattcttgtc gcaaccatcc
  4694161 ttacatggtt cattgtaggt gacgtaacac tatatacatt tgctttattc gctttattct
  4694221 ttgggcttgc tgatgctttt ttctggtcag ctgatggatc tatcttgcct gaacttgtag
  4694281 aaaaaagccg tttaacacaa gcaaactcac ttacacaaat gacaaaccaa gcatcggtca
  4694341 tattaggccc tgtacttggc ggcattctta tcaaatttac gaactatgaa acgattttct
  4694401 cgattacaat tttattactc attgtcgcag ccatactcgt tcaaaaaata caatttacga
  4694461 tgccagagca gcaaaataca gacaagggca tgtttacttc tattaaagaa gggatcttat
  4694521 atgtaaagga atctccattc ctttcaactt tccttatttg tagtgcattt ttaaacttat
  4694581 ttttaatcgg tccgatgcaa gtcggtttcc cgcttttcgt taaaaatgtt ctacacggtg
  4694641 actcgcttca attcagttac ttagaagcgt ctgtcggcgg cggaatggca ataggcgctg
  4694701 tcattgtcgg tttaaaaaat attaatcgta gacgcggtct attttgcatt atcatgatgc
  4694761 tgctatctgg tgtattcttc ttatctatca actttagcac tgtactatgg caagcgttat
  4694821 tagccggcat gttttacggt attacaattg caatggctat cgttccgctt atggcgatga
  4694881 ttcaatcgac agtaaaagaa gaaatgatgg ggcgagtaat gagtttactt atgctatcat
  4694941 caatgggctt tatcccgctc tcttatgcat tcacatcaat cgcgcttgca ataggaattc
  4695001 caattgtaac cgttatgaaa agtggtgcaa tcgccgttat cgtctttgta ctatttgtag
  4695061 cgattcgcgt tccagttgta agaaagtttg attaactact tggagtcatg catttacgca
  4695121 tggctccttt ttaaacggat caaataacga tatcccctta cttcttctca gtgctgctcc
  4695181 ccattctaat ccaacctcta aaaataaatc ccgcactgtg ctatataaaa gtgcctttac
  4695241 atttttacgg atttctccgt atttatacgc tctcacaaca ctctttactc gccaaatgaa
  4695301 atttccacac acttcttcat cagctaatat ttgctccagt aaaacacctt gctctagtaa
  4695361 cccactcttt ttatacgcaa gttccacctt gctccaaaat atattaatct tcttcggatt
  4695421 actcgtcatc ggcagaagtg cgtatataaa aggcttcggt atatcgtgac gacaatacgt
  4695481 ctcatcaagc tcgtacgttc cttttctttt ctcttttatt tgtggaatgt ttttagaaag
  4695541 aattgtttcc ccctcatatt tttgcttatt tttactacaa ccagctgcat aattctcact
  4695601 ttcacatacg gacaatttga tacggtcatc catgcggtca attgcagata caagaaaaac
  4695661 atataagttc gcactatacc cgccgcgttt atgtctttct ttcgttgcaa cacgctttat
  4695721 aattcctaat tcctctaact ttgcaataga gcggcgtact gtacgaatac tttttccaac
  4695781 attcgtcgca atcgtctcca ttaacggaca agcaaccccc actgttttct gtttctcatt
  4695841 cactgcatac tttcctaaaa aatgaataat agtagcatcc gttttattta attgaaatcg
  4695901 gtagcacttc aaaacttgtt tttgatatgt attaaactct tctttacttc gaaattcact
  4695961 atatggtttc attaaattat ataagcttcc catttttatc acctcactta taaataagga
  4696021 gtcggaaggg aatttggcgt ggtaattaat attttttatt ggagatgaaa atatgatcgt
  4696081 aattagcgct tgtttaggtg gtattgcttg tcgttatgat ggaaacgaca atctcatttc
  4696141 aaaaatagag gagctcctgc aaaaagaaga tacagtcctc atttgtcctg aagtattagg
  4696201 tggattgcca acgcctcgtc cctcagctga aattattggc gggaatggcg atgacgtttt
  4696261 ggatggaaaa gcaaaagtga tgacaaaaga tggtgaagat gtcacggaat ctttcgtggg
  4696321 cggtgcttat aaagcgctag aacaaatcaa aaatttacac ccagaatata ttattttgaa
  4696381 agaacgtagt ccctcttgtg gtagttctac catttacacg ggagaattta acgggaataa
  4696441 acaaactggt tacggggtaa caactgcttt atttaaaaga cacggattta cagtcatttc
  4696501 agaagaggat tttgaaaatc aaaaaaggaa ttgaccctgt ttgtcaattc cttttttcta
  4696561 tcttattttg cacctaattt ttctttcact tttgcaggaa gctcgtcttt ctttacttct
  4696621 tcccaagctg ttacaccttt tttatctgaa ttgtatacgc gtaagaatgc ttctttacga
  4696681 agattttttt gagcattaaa ttctaattct ttttcttttc cgtctttatc aaaccctttt
  4696741 aatttatact caaaatgttt gtatggctct ccattatcag acttaccatt atactctttt
  4696801 ccatctactg taatttgaac gtagtactca tctttaccca tacgatttaa atcacagcca
  4696861 actaaaagac tcgcaaatac aactaaaata ctaaaaagtg caatatatct tttcatttcc
  4696921 ttcacctcat atgttttttc ttatattgtt atcttaaagc ccaaagctta aagaagaaat
  4696981 tcaaaaacat gacatgaaca ttacactttt gtaagataat aattattgct tcactttaga
  4697041 aaccgtcatg ccgtcaccaa ttggcatgag tacagattct aaatttagat gagttgctac
  4697101 cacttcatta aagctcttca tacacataaa ccaacttcta attatgcaaa agacaaaaat
  4697161 caaaaaataa tcattcctta ttcaactagc ggtttaattt caatatgtaa aaagggattt
  4697221 ctaattgatg aagtgaatat atatttattg ttttctaact tttgagcgaa agttttttac
  4697281 ataattttca ttctatccta atttaaagtt tcaaggggag aaataatatg aatcctattt
  4697341 tcttagatgt tccgttacaa atagaaacag atagactcat tcttcgagca ccactgcaag
  4697401 ctggtgaagg gaatgtagta cacgaagcta ttaaagattc cattcgtgaa ttaaagcaat
  4697461 ggttgtcttt attccagtcc attcctactg ttgaagaaac ggaaattctt ctgagaaatg
  4697521 cgcatataga ttttttgaaa agagaaagct ttcgctatct tatctaccat aaggagacga
  4697581 acgattttgt tggaacggct agccttcacc gaattgattg gaatgtttct aaatgtgaaa
  4697641 ttggctactg ggttaacacg caatttagtg gcaatggata tatgacagaa acagtaagtg
  4697701 cattaacaaa ccttggattt cagttattca catttaaaag gattgaaata cgatgtgaag
  4697761 ctaataacac gaaaagtcgt gcgatccctg aaaagctagg ctttgaactt gaaggagtat
  4697821 tacgtaatga agatgtttca gctgatggca aacacctaac tgatacttac atctatgcaa
  4697881 agatcaagta aaactttcat gagcccttac caattaaaat ttcacgccaa aagaaaagac
  4697941 ctctttaacg attttattcc atcgctaaaa aggtctttct ctatttcacc taaaaactta
  4698001 gcactcttct ggcttaccag cattcgtcgc tgtacggaaa gatgatccac atccgcatga
  4698061 tgcgattgca tttggattat cgattgtaaa tccgccgcca agcatagatt gtttataatc
  4698121 aatttttact cctttaacaa tgggagcact ttctttatcg ataacaaatt cgacaccgaa
  4698181 aaactcaaga actgtgtcgt cttcttttgg ttctacttca aatcctaggc cgtaagaaag
  4698241 accactacat ccgccgccgt gtacagcaag gcgcacgtac ttctctccat cttcagcatc
  4698301 ttttaacata tctttaattt gaaaagctgc ttgttctgtt acttcaatca tgaaatacac
  4698361 catcctttct gttctcgttc tattatacat ctttacgctt ctatcttgta ctcatacact
  4698421 ccgcggcaaa ttacttctgc tggtcctttc attaacacgt tgccttcttc tgtccatgca
  4698481 atcattaaat cgccaccagc taaatgaact gtaatttcct taccacgttc catctttcca
  4698541 tttaaaatag aggctacaac tgcagcacac gcccctgttc cgcaagcttg tgttacgcca
  4698601 gatccacgtt cccaaacgcg gaagttcatc tcttcctcat tcaaaatctc aatgaattca
  4698661 acatttactc gttctgggaa catttcatgt gtctcaagaa ctggtccaag tgttgtaaga
  4698721 ggtgcttgtt ctacatcatc cacaaaaata accgcatgcg gatttcccat tgaaacagct
  4698781 gtaaatgcat aacgatgatt attgtataag aagttttcac gaataaatgg tgtttcacct
  4698841 tcaccaagca tcggtatttc tgcacgtgtt aaacgaggtg ctcccatatc gattttcgct
  4698901 aacgtaactt tcccttcttc taccgttact tccgccgtta caatgccagc taacgtttca
  4698961 attgtgaaaa ctgtatcttc tactagttta tgctcatacg catatttcgc tacgcagcgt
  4699021 agaccgttac cacagctctt tccttctgat ccatcattat taaacatgcg cattttcaca
  4699081 ggtgctacgt cagatggaca aattaaaatc attccatcgg ctccaatacc agtattaata
  4699141 tttgaaacct tttccgccac aagagctaaa tcttcttcag gaatttgttc ttcaaacata
  4699201 tttacatata tataactatt gccaagacca tgcatttttg taaaagaaaa ttggctcatt
  4699261 tgtattcact ccaaaaataa tttgttatgt taagtataaa atgcacgctt ttagaacaca
  4699321 atatgaatgt cccccgtttc tcatatttga caacatttgg cgatgagcca ttcttgcgca
  4699381 aattgtgtaa gaaaaaagcc cttctaaaaa gggccttttt tatttatata caatattatc
  4699441 ctcccctgcg aaataaaatt ttatctaata gaaaagaaaa aggtgctgcc gattgcaaca
  4699501 ccttaaaaca ttggattttc atccaaatac tcatatacat tgtttacaag ttcttctact
  4699561 gtagcacctt gtacaacttc accattcaca agtgcaaacg gtccttcaaa acaaatacca
  4699621 caatagccta aacaaccata ctccattaca tctaaattcg gatctttttc taatttctct
  4699681 aaagcggctt gtgaaccact cgcaaggtta cctacacaaa attcaattaa tggtttaatc
  4699741 aaaattctcc cccctgtact acaaaacaaa ttactttctg actctatcta tacgaagaaa
  4699801 actaagctgt ttcttgttgt tttcattaca cattctaaac tattcagtta cttcattatt
  4699861 tcacttcaaa atagatgatt tattttatat tacatgctat ttgcgatgaa atggtaacta
  4699921 aataagaaaa acagtttact ctacttttct tcttattgta caacagagta ttcattcatg
  4699981 cattgttatt tgttcacaaa ttcgatataa tttgattgag taaagtcaaa atattttatt
  4700041 aatataaaat tttatgatta ggggatattt caacagaaaa ggggtaatcc atcatgaaac
  4700101 acctcgtaat actaggtggc ggctacggtg gaatgagaat tctgcaacgg ctacttccaa
  4700161 gcaaccaact tccggatgat gtacaagtga cattaatcga caaagtacca tatcattgct
  4700221 tcaaaactga atattatgca ttagttgcgg gtactatttc agaaacgcat attcgtatac
  4700281 cgttccctga acacccacgc ctcaatattc aatacggcac agtaacaaat attgatctcg
  4700341 aagaaaaagc tgttcatctc gatggcggcg aagcaatcca atatgatgat ttaattattg
  4700401 gacttggctg tgaggataag tatcataacg ttcctggggc gaaggaatat acacatagcc
  4700461 tacaatcgat tgaacaaaca cgtaagacat atgaacaatt aaatagtcta gaaccaaatg
  4700521 caacagtagc tgtcgttggt gctggattaa gtggcgttga agtcgcaagt gaacttcgcg
  4700581 aaagtcgttc tgatttaaaa atctacttat ttgatcgaaa agatagaatc ctattcccat
  4700641 atccagagaa attaagtaga tatgtagaag aatggttcgt aaaacataaa gttactatta
  4700701 tacgaaactc taacattaca aaagtagagc caaatattgt gtacaaccac gatgaaccac
  4700761 ttgaatgtga tgcaatcgtc tggacagctg gtattcaagc aaatgaagtt gttcgaaacc
  4700821 ttccagttga acaagatggt agcggccggg ttgttttaac aaaatatcac aatattccaa
  4700881 ataatgagca cgtgtatgtt gtaggagatt gcgcagcact tccacacgca ccatctgcac
  4700941 aactggctga aggtcaagga gaacaaattg tccaaatatt attaaaacgt tggcataatg
  4701001 aaccactgcc tgacgaacta cctgtcatta aattaaaagg tgttctcggc tctcttggta
  4701061 agaagcacgg cttcggttta ctagcaaacc aaccattaat gggacgtgta ccgaggttat
  4701121 taaaatccgg tatcctctgg atgtacaaat atcataacgg ttaatactta aaaggctgtc
  4701181 tactaattag acagtctctt ttatgagtta aaatataatt atcagacaca tttttctcaa
  4701241 tatggataat gatttatttt tcatttttat attaaaaact attgatgaac agtgtatgct
  4701301 atttataagt tgttttattt cctttaagac cgaattcatt cggtcttatt ttttgtgttg
  4701361 taaatacttt tataggaggc atttcatttc acttatgaac gtaacgaaac taaatgatcg
  4701421 catagaagcg aagaagaaag aattgatcta tctcgttgaa aagtacggat tcactcatca
  4701481 taaagtaatt tctttcagcc aagaattaga tcgtttactt aatttattaa tagaactcaa
  4701541 gacgaagaaa aaacgttact ctttataacc attatcttct cttttttgat acgatataac
  4701601 tagattcaga aaggagccat ctatgtttat attaaaagac gttacatata aagatatact
  4701661 gcacattcct tatttacaga ttcaaaaaga aaaaatcaca tgtattatcg gtgagagtgg
  4701721 gagcggaaaa agcacattgc tccgtatgtt aaatgatttg caatctccaa catctggaat
  4701781 aattgaatat aacggaaagc taatttctga ttatccccct attcaattac gacgtgacgt
  4701841 agtcatgctt gggcaaacac cacctatttt tgatggaacc attaaagaca atctattaat
  4701901 gggacttcgt ctttctgaaa aaccatttcc aaatgatgat attttgcgaa gcgcattaaa
  4701961 gactattagc ttagaaaaaa atttagaaga taacgctgat tccttatcag gcggggaaaa
  4702021 acaacgactt gcttttgcac gtatcgtact tatggatcca cctgtttatt tattagacga
  4702081 accaacttcg gcgttagata gcgatacaga acgacgcgtt atgaagcagt tcactacgct
  4702141 agcaagagaa aagaaaaaaa cagttatctt catcacacac tcacaacaac ttccagaaga
  4702201 aattgcggac gatattattg agattagtaa agcaaacggt gcaactagaa aggaagtgct
  4702261 ctcagttgaa gggcgttatt gaactccaaa tttggcaact tgccgctgca tatattttca
  4702321 ttcttatttt aattgggctt gtgaagttaa aaggaatacc tcgcgaaaaa caaatcgcgc
  4702381 tcgcaacatt ccgtatgacg attcagctcg tactcgttgc ctatgtcctt acatacgtat
  4702441 ttgaaaacag taaccctttt tatacaattg ctctcattac ttctattact acctttgcaa
  4702501 tttttaatat ttataaacga gttaacatcc ctatgtccaa agaattaaaa caagtagccg
  4702561 ctctttctat ggtagccgga tccattgggc cacttctact atttatcttt gttattatcg
  4702621 gacatgaccc ttggtatgca ccgcaatata tcgttccgat taccggaatg ttagttggaa
  4702681 atgctatgac tggtgtttct ctcggtgcaa atacgttctt aaacaatatg aaatcacaaa
  4702741 gaggtcaaat tgaaggagca cttatgctcg gcgcaacgcc gaaagaagca actgctccgc
  4702801 tcatacgcga cgcttttgac tctgccattt taccaacgat caattctatg gtcggaatgg
  4702861 gaattataag cttaccaggc atgatgacag gacaaatctt atctggtgta tcaccattta
  4702921 cagccattca atatcaaatc gcaattatac ttggtatttc aggaagtacc gcttttgcgg
  4702981 ttattatctt tttacagctt ggctataaaa cattctttaa taagcgttgt cagttgaaag
  4703041 aagtagacta tggcgggcgt taaattgtgc actgttcatg gtagatgaaa ttatatcgac
  4703101 gatttttcga atatatctat cataactcaa aatatatcaa cgatttttga aatatatcgg
  4703161 cgattcgaca aggaatatcg acttaccgac aaaaaatgac ataataaaaa gaggaggcct
  4703221 atacgcctcc tctttttatt tacttacgcc ttcttaacga attgtgattt taacttcata
  4703281 gctccgaaac cgtcgatttt gcaatcaata tcgtgatcgc catcaactag acggatactc
  4703341 tttactttcg taccgatctt cacaactgaa gaagttcctt ttacttttaa atctttaatg
  4703401 acagtaacag catcgccgtc ttgaagaacg tttccgttcg catcttttac aacttttgca
  4703461 ccatcattat tttcagcttc tgcttcttgg ccccactcat gagcacattc cggacatacg
  4703521 aaaagaacgc catcctcata cgtatattct gaattacatt ttggacaatt tggtaaagta
  4703581 gccataaatt catttcctcc gttcattatt tatacgtaaa aatcaaaatt gatgtttaca
  4703641 tctcgataaa taaaatttgt acagcatttc tatatagtgc catagtctca cgttattgac
  4703701 aagcctacct caaattctca ttttttattg tattttacaa aatttcaatt cgtatggtgt
  4703761 ttccaagtaa aaaagaagaa ccttcacaag attctccttt tcaaaatgaa cgagttctga
  4703821 ctagaatccc caaccatttt cttcaatgta aaattgatac tcttctagct catcttcact
  4703881 taatttctta ttattctcat atacttcttg ccattcaaaa tagtcttcac taaaataaac
  4703941 agcaaattta attttcacgt ttttcttctc tgtataatca taaccagtaa attctattac
  4704001 atcataatct tgttctttct tcacaaactt ccaagttgga ttatccgtca taatctctaa
  4704061 agtcacacct tcactacttg aacgaacaac atttttaata ttcggctcag ttggtaaaag
  4704121 tgagagtccg aacatagccc caccaaacac gattccaact ataacctgga aaccaaccat
  4704181 accagcaaaa ctagcgttac cctttgattg taaataatat gccttctcat gatctggcat
  4704241 atcttctccc ttatgtaata cacgaacagc atgcttataa tataaacgat ttccttgcca
  4704301 tccagtaaat atcatcgttc ctaactgaag gactaaacta catgttaaat aaatcccatc
  4704361 tggaatatct ataaaaggag ttacaacgat actaggtacc gccaataacg taagtataat
  4704421 aaacaactta tacattttac gataagctaa ccaaaaagtt gggaagaaaa aggctaccca
  4704481 attccacgta ttcctttgcg ctggattttc tactttgccc cacttaaagt cataataagc
  4704541 tgtattcttt tgaacaactt tatgtaactc ttgcggagaa attgtttctt gtaaaacagt
  4704601 gtccttcacg tacatcatcc ttttcttctt tctacatacg tgtattttat agaaagaaaa
  4704661 agaaggaatc taacaaaaag tacatatatt tcataaaaat gaacggaaat cgaatatatt
  4704721 ccgacaattt ctcgtttatt attccatttt actttttaat atattagaat acttatgaat
  4704781 gatagattta atacactaag ttaattattt tatatattca ctaaaaagga tgcatcaaaa
  4704841 tcattttata catctttttt agtgaatata tactactatt ttaaaacaaa catctcgact
  4704901 taagagaact cacaaattag ctttctacta tttcaaacat atttccactt acgcaactaa
  4704961 tgaataatgc atcattaact tcctcaattg atacaataaa atctattgca acaacatttt
  4705021 taggcagttt aattatatct tttacctccc cacatgtagc atcaagtatt atcaattcta
  4705081 aatttgaagt tgcaatgtaa atttctccac ctttatataa caaaacctct gtaatatcat
  4705141 gtagagtatt attgttccaa agcactttac ctgtttgaat attaatacca caaattctgc
  4705201 cttctcctaa ggacaatacc atcatctctc cgataagaaa tggaggcaat tcaatttcag
  4705261 acggcatatt tacttcatat aatttttgac tattcttatg atcataacat tgtatttgcc
  4705321 tacttatatc ttcatatcca tactctgttc ttgttaatag tatttttgat tcatctgatg
  4705381 caatgtgaga ataccaggcc tcatcaagag ctttttcaaa aattgagtta cacccctctt
  4705441 ttccgtattc ccacttttgt aatacctcca ttgctacaca tataaaatgt tcattagtta
  4705501 aagcaacttg ttcatttgga ttacattctt caattgtttg tttccatcgt gtagaagcgt
  4705561 ctaataattg aatggcaatt gtagcgttac tatatacatc catttcccca tcttcatcag
  4705621 aaggattccc tgctaataca tagtaatctg ggccaagatg gcactgcaat ttttcccctc
  4705681 cgactcgaac attcttttcc catactttta ctccactttc aagatctaat aaaacattgt
  4705741 agccttcctg tgtaataact aataaacgtg gtaattcttc cctcgtagtt tttacatctt
  4705801 gtataatatg tccttctatt tctaaattcc atagaaactc cccagaactt gatgaaatag
  4705861 cgtacaattt cgcaatattt tctccaaatc tattcgcatg ccaaataact gtgacaccat
  4705921 tcacagttat gcaattacaa tcttctacta gtggaatatg acactgccaa atctcttctt
  4705981 tcgtttcact atcgagttta cgaattttgt ggttattttc ctctacataa aagatactct
  4706041 tctcatcatg agatagtacc ggagtaaata tcggttcaac ctctatcccc tttaaataat
  4706101 tccagtttaa ttcatactta ccacttgtag aatgatatgt tcggtacata attgcgttat
  4706161 ttccatttat aagttcagaa agaaatggct caatttctaa aattctatga tacgcatctt
  4706221 ttattcggaa agaatcaact ccactcatgt aaatctgccc tatctccttt ttaagaaacg
  4706281 aaaagagtac tcgtaaaaat tgctcgctat taacactagc taacttcttg cctctctgat
  4706341 taataatgag aaactcccca tctttcttct taaactctac ctttttttca tatccatcta
  4706401 aaaaaatcac agcaccatca tctttaaaac attcacccca tgcgtcaaac aactgacaaa
  4706461 tcggggcgat tatgtctgtt ttttcttgca acacaatact ctcatctata ctaattacta
  4706521 tttctccggt attttctgtc ggcagtttat ttagttcgat ttgaaacttt ttcattattt
  4706581 cctccctcta ttgctcgtta ttcaaactaa ctataatata tgacataaga ttcttaaaac
  4706641 tattatttga ggtgatccaa tatgaagact acaatttgga cagaagatga ttatttaaaa
  4706701 ctagcaccta ttaacgacga actaatcaaa aaagcagaag aagtactgaa cgtaaagctt
  4706761 ccagaatcgt acataaacct tctaaaagaa caaaatggag gaacacttcg ccttgatgct
  4706821 catcctactt cagagccgaa ttcttgggca gacgatcacg ttaatatttc tggcttatat
  4706881 ggcatttctt ttgatgaaaa tgaatctagt attttagaga gccgttattt aattcaagaa
  4706941 tgggaaatgc ctgagaatct cgtactctta tctggggacg gacatacatg gattgcatta
  4707001 gactatcgaa atgttgctga aaatcctccc gttatattta tcgataatga ggttgagcaa
  4707061 attattgaat tagcacctaa ttttgaaagc ttcttacaaa acttaactac gtacaattat
  4707121 gacgaagagt aattctctct aaaggagtac gcaatagtgc aagatttcat tattagttta
  4707181 cacactgctt taaaaccact tggatttaag aaaaaaagaa acacattttc caaagctgaa
  4707241 aacggatttt ataagctcat taacatacaa aaaagccagt ttggagatgc tttctatata
  4707301 aatataggag ttcatcctat cggtctcccg cagcttataa cgaaccaatt acaaataaaa
  4707361 gaaaatatct caatattcga ttgcattcta cgaacgagaa tagagcctat acatatgaat
  4707421 cagaaccagt tattgcataa tgtttcacat gaaactatcg acattcctaa ttacctttct
  4707481 actattttcg actggtttca aacgtgggcg tcttatgaaa atttagcaaa aacaaatata
  4707541 cactctatct ccccgttatt agctgtcgtt ccaatattac aagaaaaagc ctttctgctt
  4707601 cttacttgtt tttctttcta caacttaaaa cagtacgaac aagctaaccg ctacttacag
  4707661 caatatttgc attgtgctgt acatcttaat accgaagaaa aagagcccgt attcttttat
  4707721 gaaattgata tgtatataaa aaaactagta gaaagtgcaa tgtgatttca cattgtgctc
  4707781 cctactagtg ctttatcaca cttttatata cttcccctac aacacccaag taatattcat
  4707841 ttcttcaaac gactctttac taactttcaa tccttcgcta tcacccgttc caatcattgc
  4707901 tacttcttct ttagacaaca taatttcctc atttggattt ttgatttttc tctcatatac
  4707961 aagttgtaca agctctattt gttcctctgt caactcatat tcttcttcca atctttccat
  4708021 cgccgattcc gtatcaagta atgggatttc taataaaaat ccgccatgtt cttccacctc
  4708081 ttcaaatgaa tcgattgaat acgcaccgct ctcctcaatc caaaatgctg ctgtaatgaa
  4708141 aggaactgct tcctcttcta cttcttctaa tacgtattga agtgcttcct ctttcgcaat
  4708201 ttctaatact tccgaaggtg ccccttcaaa atagtttgct gcatcaatcc actcatccat
  4708261 tctctcacta ttcacatctt gaagacatac aatcgtgtaa ttcggatgaa acgtaattgt
  4708321 cccgcttccg ccttgactat cttgcatact atagttcaat ccatcccatg aactttcatg
  4708381 taaaaagtcc ggagcatgcg ctacattaat agcatgggca atcgaattta aaacgcaccc
  4708441 tttccataat tgttctctat ctatatgtaa tttatattta ctcatcgtct tcctccacac
  4708501 acatattttt tctattatct ttcctgtaca caatacttgt aaagcctttt ctatccacta
  4708561 caaaatagga aagacgccct tttcaaaagg acgtcttttt acagttgaaa atttactaat
  4708621 aaataaaagg aattgtttaa tacatgaatc ccccatggga cgagtaaatt gtttgttttc
  4708681 ttataggtgt aagctaaaca tataccgcca cccaaaatat ataaaacact ccctaaagta
  4708741 agtggatgtc ctaaagtaaa tataaaagca cttataacaa tgctactgaa cgtagaaaag
  4708801 tgctgagata atttcgtgaa aaacatcccc cggaatagaa gttcttccca aactggtgca
  4708861 aaaactgtga gcaccactac gtatataagg atttcacttt tagtaggctc gattactcta
  4708921 ttaggttcat ccaaactgac tcccgttggt agaattaaat ttaataccgc aagatatata
  4708981 agcagtacga tcatcgtcat tactatcgtt acataatgtt taaagtgatt gaactgtatt
  4709041 gattttaata actgcaaaca gtaatttctt gctggcgcat atattaaaat aatagtaata
  4709101 aatgttaaag gcggaataag atgatctaca taccacggat ataatgagga gtcatataaa
  4709161 aagttcaaat aaccaattcc atacatgatc ccaaaaataa ttactatcat gatgattact
  4709221 tctaacatac tcatttgtac attcttttct ttatatgtaa ctaattccgt gtccactata
  4709281 tcccctccag tataattaaa ccttttcaac cattatatac caaattaaac gtaaaaaaag
  4709341 acaatacatt caactgtatt gtccattttc ttccctacca tttctctctg catgtttcaa
  4709401 ttaaatgcag caagtacctc ttcgtcatat ctgcccttct ccaccttgag agcattcgct
  4709461 tttcttttgg gttctgccgt attctcacta cttcttttaa taaaagctcc cattcttccg
  4709521 ttgaatgttc taataagtat tgcaatcctc tatcttttga aacgattgtt ttatgatcca
  4709581 atgtatataa aatgcgcccc atcgtaacaa ccgctgattc tacccattct tctataaaga
  4709641 ataaatatgg ctgcttcgcc ttcccactcc agtactgttc tacattgtat ttcatcgtat
  4709701 tgactacatc attccacctt atttggaacg aaaggtcttc tgcttctttc ccgataactg
  4709761 taataccttg atttttcaat gtccaccatg tgaccgcatt aatatcccaa tgacctacat
  4709821 tcgctttacc atctgcacaa tacacgtact cattcagttc atcattgtat ttccctaaat
  4709881 cagcaagcgg aatatacata ccatccattc ttttccctaa cgtactacca ctaagtttct
  4709941 tatgaagttc tacaagttgc tgtttttcag ctttattcac ggaatcactt attaccgtaa
  4710001 caaaatcaac atcgctcgtt tctgcatgaa atgcaccgag tgcgatggat ccgtaaatgt
  4710061 ataccccgac tattttttca tctaaaaaaa tttcttttaa ttctactgtg tatcgttcca
  4710121 ttaactgttg tacttctgtt ggtaacgcat gcttcactcc atttttcaca actatccctc
  4710181 caataaaaaa agcctttgca aattcgcaaa gacttcctgc tttataaata tttctcgatt
  4710241 tcttcgtaaa catccttcaa acggggattt ccttctccaa caatttctcc atttacaaga
  4710301 acgaccggat aaaataaatc ttcctccact acgcgctctg cgaatgcttt tttctcttca
  4710361 tcttcttgtt cttcttggaa atcaatatac tcgaaattaa atttattttc ttgtccttca
  4710421 tatttacgac caatcgccgc ttgtaaccac tcaaacgttt ctgttgaaga tggcattcca
  4710481 acgcagctcg cacaaattac tttcgtccca tacacttgca cattaaccat ttcttctccc
  4710541 ccacttcttg ttctaacagt atattcagat gtcttattac ataagcacat cattttacaa
  4710601 acttattcca tacccctata ctgaaaaaac acgttgtaaa catgataaaa aatttcgaca
  4710661 ataaaacaag aacagaaaaa atagattttc ccctctatct tgattataat aaaactgatg
  4710721 aaaggagtcg ataaaaatgg aaaacccaca tatgcaagaa caagtactag aagtattaga
  4710781 taaattacgt ccattcttac ttcgcgatgg cggagacgtt gagttagtag acattgaaga
  4710841 aggtatcgta aaattacgcc ttatgggtgc atgcggaagc tgcccaagtt ctacaatcac
  4710901 actaaaagct ggtatcgaac gcgcattact tgaagaagta ccaggcgtta tcgaagtaga
  4710961 acaagtattt taatctaaaa gcggaagcgg ctcgttcaga acaggaggtc attggagctc
  4711021 ctgacgaaga ggcgcttttt gcctcacagg aaggcgcgaa atggccgact gttctagccg
  4711081 ctggagctgg atattaatta aaagcgaaag cggctcgttc aaaatgtgag ggggatggag
  4711141 cttctgacat agaggcgctt tttgcctcgg cggaagaagc gaagccaccg aacattttag
  4711201 ccgctggagc tagatattat ctagcggctc gttcaaagtc acttgctaaa aggagaccaa
  4711261 atttggtctc ctttttttat ttaaataaca atcatccgtt aacatcataa aacaaaattg
  4711321 gaaatccttc tcaaaaaatg cgataattga tactatatag tgaatcgttc acacatatac
  4711381 aatcaaaaaa acataggggg acgacacatg ccaaaaatgg ggaacacttt tttaacaatg
  4711441 caagaactag aaaagaaaaa agagtattta ttagaccttt catccgttat accgacatgg
  4711501 aatgcgagct accaattttt atttaaagaa atccagcaag aattattggg taaagtaaat
  4711561 gaaaaaattg aaaaacatca attcatttta aatatatgtg cagagcaaca agtaggggca
  4711621 taatgtatta catacagttg tggtatataa aaaagagacc tcactcggtc tcttttttat
  4711681 atttttaaga taaccaatct aattttctaa tcccgagctt atcaactggt aaacgaagtg
  4711741 agctataaaa atgcttcata aattgctctg agcggttcac atcgtgtaaa atggcttcta
  4711801 agcgatctct atatatgctt ttttgttctt cgtttcctgt ttggtagtac cgttcaactg
  4711861 tttcaaaata gtgaagcggg aacaagagcc ttgcaaataa taggcgccaa ccaaatgagg
  4711921 atagcgaata atttcgttcg taatctgtaa caaattgaac gattgttttc tcccagtctt
  4711981 tctttttttc aatcatcata taacggatta attctgctat atctcgagtt gggtgatcat
  4712041 acacccaatc aaaagggagt ttgagacgct tcgtttgatg ccataataaa ggtgtgaatc
  4712101 gttcttggca aattgttgct gcatcagtta gttgcggcgt atcatccatt tctgtatcaa
  4712161 caacatattg aatggcattt tctgcaaccc ctaagtaata cgggaaggat tcaataaaca
  4712221 attgatcgaa tacgtctgta gggtggttca tcacttgtga ttgccaaaac ttttctaatt
  4712281 gatcgagcct tttttcccat aatgctttcc attcaccaat gcggcttagt tgctcaattt
  4712341 cttctggaaa gaatgcacct cgtttatgga atatagaaag ctcactacct aatgatatag
  4712401 catgtcgttc taacgctcgc atacctttta ataagcagta attttgttct tctatctcac
  4712461 ttacatagta gccatgtata gttggaacga aagtcgctac agttatatcc ccttgctggt
  4712521 tcatatagtc actgagcttt ttcatctcta caagtacttc ttcctccatt tctccaattg
  4712581 gaacaagtac ataaattttg ttgcgaatcc aaaagctttt ataggggcca agggggatta
  4712641 attctttaac atgcatgtga taatgctcat aaatatgatg aatcatcgca gtcgccacct
  4712701 atggtttttc tttatatata tgagcttgtg ctcgcctttc attcctatgc acatgataaa
  4712761 gcaacgaaac gtatacaaat actaaaaaga aaaaaaggtg ataaacatga aagactcaaa
  4712821 tcaactacaa gaaaaagcat tacaactatt acaagaacgc ggtgtaacaa ttgacgatat
  4712881 tgctgaactt gttcattttc ttcaaaaaaa atatcatcca aatttagaga tgtcagaatg
  4712941 ccgttataac gttgagcgtg tattatcaaa acgtgaagta caaaacgcac tgattactgg
  4713001 tatcgagctc gatgtccttg ctgaaaaagg aatgttaagt gagccgttac aagatatcgt
  4713061 aaaacgtgat gaaggcttat acggaattga tgaagtgatc gcactttcta tcgttaatgt
  4713121 gtacggctct atcggtttca cgaactttgg atatatcgat aaattaaaac ctggtatttt
  4713181 agaatactta aatgataaat caactggaaa ggtgcataca ttccttgatg atatcgttgg
  4713241 cggaatcgct gccgctgctt caagccgttt agcgcataga gctgagcatt cggagtgaaa
  4713301 tatgaaagac cgtcagtgtc atactgacgg tcttttgtat tccatgagca taaattctct
  4713361 tcctcggccc aaaaaaatag gcccttgctg aaaacctatg tttttatata gcgtaatcgc
  4713421 tcttatatta aatgtcgcta cactaaggcg aaacgtttgc gggttaaatt ctttaacagc
  4713481 aaacgctatg ccagcttgaa aaaattcttg ccccattcgc ttccccgtta acactggcct
  4713541 catgccaagt ccgatatcaa ttacatcttc tccaccatat aaatgagcat ctcttccccc
  4713601 tggcacttgt gcattttccc caaaacaaaa ataaccgata aactccccac tatcgtcaca
  4713661 gcagccataa tacgtcccat ctaataattc ttctattact tcttcctcgc ttgaaaaact
  4713721 atacaaatga taagtttctt cgtacgtcca cgtatttatc tcatttgctt cttctatcgt
  4713781 taacttatgt atatccatcc ttctctcccc taatcaaata tgctatatat actcattcat
  4713841 ttttcgttcc tcatttccct ctaattgaaa tatgcacaat tgcatacgca cgcccactga
  4713901 acaaatggta caatttattt gaatcgctgt tgctacactt cttgatcaaa gaaaaggcgt
  4713961 taaaacggat attagcgcct tatcaaactc aagcaattgg cacattttgt catcttgaaa
  4714021 gacactcgaa agagtgtctt tttttctata ccttacaagg acttactcat ttcaaaatat
  4714081 aaacacataa aataaggtaa ctctttacat gcacgaatcc ttttctcaaa gttttgaagt
  4714141 agactcaaaa taaaaaagca ctcttggcta gagtgctttt tactttcaaa caaggaggtt
  4714201 acataatatg gatagtactc tcgtatttaa cttcggcatt ggtattgtca tcattttatt
  4714261 tgttttcttt gttctttgta tgagcggggt gtagaaagac gatttgaggc gtctttttat
  4714321 acatatgtat tacttgactt tcgtaaaaga agtaacaata atggttacag agaaaccatt
  4714381 cacatatcca caaataggag gaagaacaat gaaacatgta atcgtttatg cacacccaaa
  4714441 tacagaaagc ttcaaccatg cgattttaga aacggtaaaa agtgaattag aagaaaaagg
  4714501 tcatgaagta cgggttcgcg atctatatga attaaacttc aatccagtat taggcgcttc
  4714561 caatttcatc tcattttctc aaggaaacac accagcagat attaaagaag agcaagagca
  4714621 tatctcttgg gctgatacca ttacattcat ttacccagtt tggtgggcgg gacttcctgc
  4714681 tattttaaaa ggatacgttg accgtgtatt tagccacggc ttcgcttatg cttacggtga
  4714741 gaatggtatt gaaaagttat taagcggtaa aaaaggctta ttattatcta caatgggaaa
  4714801 tacgaaagag gcatacacag caggcggtat gtttgacgca atgaagaaaa ccgcggatgt
  4714861 tggtattttt gaatttacag gcattgaaac aattgagcat acattctata cgagtgttcc
  4714921 ttctgtggat gacagtgtgc gtaaacaata tcttgaagag gttaaagatg ttgtgaatcg
  4714981 tgcattttaa ataaaattat atcagcgatt ttttcaatat atcagcgcaa ctcagattat
  4715041 atcggcgatt ttctaaatat atcagcgcaa cttaaattat atcggcgatc ttctaaatat
  4715101 atcgacttac cgacaaaaat cgacactagt caaaactaat ttttagccca caccaatcgg
  4715161 gctgcccgca aatatcagaa aaaaagctgc tccaaggttt ggaacagctt tcttcattac
  4715221 atcttctcaa tccactccgt caagttatgt acaacttgcg tcggttgaac ttcgtattct
  4715281 gttaacttct ccacagttgt gactccagtg tggacaagaa gcgtatgcat accggcattt
  4715341 attcctgcta aaatgtctgt atcgtagtta tccccaacta ttaaggcttc attcttttct
  4715401 atgccaagca cttttaaagc ttgttccata atgattgatt ctggttttcc gataaagatt
  4715461 ggatccacgc ctgttgatac tgctacaact gatgttaatg aaccgttacc tggtaataat
  4715521 ccgcgctcag tcggaatggc aatgtctcca tttgtagaaa taaacgttgc gccgttacgc
  4715581 acagcaagac aagcttttgc taatttttca tatgtgatgt cacgatctaa accgacaaca
  4715641 acgaaatcag gattttcatc cacaagttca aatccttttt ccacaagtgc atcatgtaag
  4715701 ccttcttcac caatcatata tacagttgcg tcttgtttac gttcataaat aaagtttgct
  4715761 gttgccatac tcgttgtgaa tacttgctct gctttcgctg gaatatcgaa acgaacaagt
  4715821 ttttctgcta cctgttctgg tttacgagtt gagttattcg taacgaataa atatggaatg
  4715881 ccgcgctctc ctaatgcttt tacaaagtcg ctcgcttctt caatttgttc ttctccgcga
  4715941 tacattgtac cgtctaagtc aattaagtaa cctttataca tcgattatgt ctctccttct
  4716001 atcctaacgt tctcacctta tcataccact cttatattac ccgcttttta caaagaaaaa
  4716061 aacgctttac cttaaagcgc cccataacgt tcattttttc tcttttactt gataagaaca
  4716121 actacaatcg ccctcgcaca tgtttgctag cgtctttaca tctgctcctg caaataaacg
  4716181 attatacatc tctttttcat cttcacatac ttgcgggaat ctctctgcaa tttcctttaa
  4716241 cggacagttt tgtttttcaa ttacgaaaga gttctctccg tctctcttaa tttgaaccat
  4716301 ataaccattt ttctcttgca tcgccgctat ctcttgcact ttatatgcta aattcttttg
  4716361 attactcact cgcttttgca gctgttcttc cattcgcttc gttctctctt ttaaaacgta
  4716421 acgaagtatt tgttcatcgc ccattcgagc taaatcttct agcatatcaa tcgcaaattg
  4716481 cttatactct ttcgggaatg tatcttctcc cttttcgctt aatccataca aataagttgg
  4716541 tcttccgaca tgttgcctta ccatcttaga atagatgaaa ccatctttct caagattact
  4716601 taaatgtctt cgaatcgcca tttctgtaat ctctaaaatt tcagctagtt ccgctaccgt
  4716661 gtgctctccc tttactttca acaattggat aatttcatct ttcgtcgtcc gtgcttcccc
  4716721 catgcttcac ccttctccct cacatacaat ataagacccc caaaaggctt tctctgggga
  4716781 tcttataagc ataattattc tggtacaaat gcagatacag gtcctaattc cttttctaaa
  4716841 taactgcgaa tatttgctgg gtatttctct accactgcaa tatgtttttg aatcgtctta
  4716901 tataattcat catgattcat ttgaatataa tcttgcgtaa gcatttttcg aagaaggata
  4716961 atttctttca tcccttgtcc atcttctgca cttatcactc gctcgtccat taaaatatca
  4717021 ataatatctt catagcttcc tggatcgcgc ataataaatc catcaatcat cgcattccct
  4717081 acatctaata cagaatcaat cattagatgc gctatgcgtt ctaatgcgta aaattcaaac
  4717141 tcggtttcat atatcttttt ctcttgaaat gtacttgttg ctcgttctaa acatactagc
  4717201 atttgttcta ttttctttct gtctacaaaa tacatgaatg tcacctacct ggaaattaaa
  4717261 gcatttacat tttaattgta acgctttctt ctgaaaaaat cgacaatttt tcgaattcac
  4717321 cttttccccg taatttgtta tagttatatt tgtatgattt ttgaaattgg aggaatggaa
  4717381 tcttggaacg tgaactcgca ctagaaattg tccgtgtaac agaagcagca gcattagcat
  4717441 ccgcacagtg gatgggccgc ggaaagaaaa atgaagcaga tgatgcagca actacagcaa
  4717501 tgcgtgatat gttcgattca gtaaacatgg caggtacagt tgtaattggt gaaggagaac
  4717561 ttgatgaagc accgatgtta tatattggtg aagaactagg aacaggtaac ggtcccgaag
  4717621 tagacatcgc cgttgaccca ttagaaggta caaacatcgt tgcaaaaggt cttgcaaacg
  4717681 caatggcagt tatcgcaatc gcagataaag gaaaccttct tcatgctcct gatatgtaca
  4717741 tggaaaaaat cgcggttggt ccaaaagcag ctggtaaaat tagcttagat gatccaattg
  4717801 aaaaaacaat tgaaattgta gcagaagcta acaataaaaa gattcgcgat ctaacagtta
  4717861 tcgttcaaga acgtgaacgt catcaagata ttattgatcg tgttcgtgct aaaggtgcac
  4717921 gtgtaaaatt atttggtgac ggtgatgtcg gtgcgtcaat cgcaacagca ctacctggaa
  4717981 ctggtatcga cttattcgta ggtattggcg gagctccaga aggcgttatt tctgcagcag
  4718041 cattaaagtg tcttgaaggt gaaatgcaag ctcgtttagt tccaatgaac gaagaagaag
  4718101 aagctcgttg tcgtgaaatg ggattagaag accctcgtca acttcttatg ttagatgact
  4718161 tagtatctgg ggatgatgca atcttctcag caactggtgt atctgctggt gagttattag
  4718221 acggcgtaaa attcctaggc ggagatttag ctgaaacata ctctatcgta atgcgttaca
  4718281 aaacaagaac agtacgattc attaaaacgc atcaccattt agatcataaa ccacacttaa
  4718341 acttagatat ttaataaaag gagccatgtg tatggaagaa cgtttctttc tgtacgacga
  4718401 cactgtcgct acaaaaactc gtttcgttag ctttatggga gaaaatgagc gtcatgattt
  4718461 agcgctatta tactccgatc gtcattacgg taaaacgatt gtccttgata tgcagcgcaa
  4718521 taaatttgca atcatcggtg ctgacgattt aaacgaacca ggctacttag agcacgcatt
  4718581 ttctatgact gaagaaattg ctgaagaact acgctcattt ttatttgaac ttatataatt
  4718641 tatcttaggc accagctttt tagctggtgt tttttcactt taagtatttt gaattttcaa
  4718701 ttatatgtgt tataatgaag aataaatcta tttggataga aaggacgtta tctacgtatg
  4718761 ccaacattta ctttgtaatg gatcagcaat tggatagcat tactctcaaa aaagcaccac
  4718821 gctttttcaa gggagtagtc tgcccattcc cattacaaag gaacgtattg catctgtagt
  4718881 atgatgttta cggaggttcc tctttgggga acctcctttt atttttgtct ttttctcatg
  4718941 tcttcatact ataagacatc caaatagctg tattacgttc ctttaccact actataagag
  4719001 gtgaaggaaa atgcagaaag tacaactttc ttggagttta tatgaaaatc agcaaaatac
  4719061 aattgaaaag tattgtaaaa attgcagacg cactacccta tttaccgaca caaatattcg
  4719121 taggcataac gccaacggaa aaaacatata tcgctttgct atttataaat gtccgaaaga
  4719181 tcatacgtgg aatcaaaaac ttcgtattta taaatcattt actgatcacg ttgaaacagt
  4719241 cgatatgacg caacaggatc aaacggaaac aactactacc atttccatta cacagcataa
  4719301 agaaagtggc atagatgaaa ttacgattgt attagatctc gttttcggtt cccaccggat
  4719361 ggataaagct ttatccacat atatttccga ttggagccgt acactcattg tggataaaat
  4719421 aaaaaacggg gatattcaat tgaactgaca acaaatgaaa ccaaatacaa tactttctga
  4719481 aggcgattat atatcaattt gtttataagc gagaatatgc aaaaaatcct cttacaatcg
  4719541 taagaggatt tttttacttc ttcacttttc gtaatacgaa gtgtgcacaa ccgaagttac
  4719601 aatactcgta taaatactcc gataacgtac taatttttgt atcatatgtc gcacgttggt
  4719661 tactatcatc aaagaaaccg cgcaatctaa gttgctcata tccccagtct ccaacgatgt
  4719721 aatcatattt atttaaaatt tctgcatagc gctctttaaa tgcttcttca ctaaaaccgt
  4719781 cacgaaagtt tttaattact tcgtactgca cattattaat gctcaccgta gcatgaatct
  4719841 cttgcttttg ctccatcatt aacttcctct ctaagcattc ttctttttat cgtatcacaa
  4719901 agcataccaa ccaacaattt caaatacaaa aatttgcaaa ttagtgcatg ctatggagaa
  4719961 ggaggtgata catcgtgaaa aaacaaatta tactttctct ccttacgctt tccttatttg
  4720021 caggctgcca aacaaataaa gccgaaatgg aacgtgaaga aggaagtcgt gttcttgttt
  4720081 ccaataaaaa cgacatgtat catacggaaa atacaaatac acgattaacg agagtcggtt
  4720141 attcatctaa acaaaagcat gaagtatcta ataaacaagt aggagccatt aaccgtgaga
  4720201 aagttgctga aatgattaca agcatgacag tcaaacttcc tgacgttaca aacgctgcta
  4720261 cgctcgttac cgatgatgaa gtatttgttg tataccgtgc aaacacaacg gattcgaaac
  4720321 ttgtagcaga tcaagtatat agaactgctt tatccatcgt ccctcgctat tataaagcat
  4720381 atgtatcaac agaccaaaag ttgatttctc aaattcaagg acttcaatct ggcgcattaa
  4720441 atgatacaga atatacgcaa agcctcgata tgttaaagcg tgaaatgagt aaaaatcctc
  4720501 atttgaacaa tacaggggat cagactttaa atgatatgat aaaaaaataa agaaggcgga
  4720561 gacaacctcc accttcttta ttttttacta tttattacga tccgcataaa cttccatcgc
  4720621 atcgcacata aactgcgcta aaccttcgcc aaacttatcg atatttttcg taaagcgctc
  4720681 atcagcgacg tacatttgac cgagcccctt aaaagcatct aatgaatagt gactgaagtt
  4720741 ttgcaagtaa tcgtaccata ctttgatagc ttcttgcgcc tctttggaat ctggagcacc
  4720801 gtgtctaagc gccgctaaat ttctgtaaat agcattaaac tcttcttgct tctcttttga
  4720861 catacctttt gcatattcat tcgctttatc tacagctgcg tctccccatc tttcacgtgc
  4720921 ttcttcttca tatgggttat ggctgaaatc gaatccttta aatttctctt tgttcgtcat
  4720981 ttcaatctct ccttttgtat gctgaattgt tttatcaatc gtcgcaatca ctttatctaa
  4721041 cctagcacgc ttttcaagaa gcattttctt atgaagctgt aatgcctctt tccggtcaaa
  4721101 tgatggactc atgataattt ctttaatttt cttcaaaggg aagcctagtt ctttaaaaaa
  4721161 taaaatttgc tgcaacattt ctaaattttc attggaatac agacgatatc cagactctgt
  4721221 cgtctcgtct ggggttaaca acccgatttc atcataatga tgcagtgtgc gcacactaat
  4721281 tccaactaaa ttagctactt cttttacctt cattgccatg tgtatctccc ccttaataca
  4721341 tacgataaag tatgacgcaa cgttagagtc aataagtaaa ttcattttct ttataaaata
  4721401 tttcatgcat aatagatatg tacatatatt agaaagcggt gaaaatatgg tttcaaatac
  4721461 tgtaattgcc agcatcatct ttcaactcat tgtctcgatt ctggtcccaa ttattgtact
  4721521 cgtttatttc cgtaaaaaat ataatataaa ttggaaagta gtcggcgttg gtgttcttat
  4721581 ctttatcgga tttactcaaa ttctcgaaac accattccac ctatttatgc gcggtaatcc
  4721641 agcaatcgct ccaattttag aaaatccatt tgtcttcgca ctgtatggcg gactcactgc
  4721701 tggtattttt gaagaattag gacgcttcgt tgccttcttc ttcttactaa aaaaatatca
  4721761 agaatataaa gatggcttcg cttacggaat tggtcacggt ggcattgaat ccattttagt
  4721821 tggcggattc tctgcattcc aagcacttat atttgcgaat tcaattaaca acggtagctt
  4721881 cgctcagatg gtagaaaaaa tgccagagct aagccgtcta caggacatgt taattcagca
  4721941 acctgcctac ttatacttcc ttggtagctt agaaagaatt atggcactcg tgctgcaaat
  4722001 tgcctttaca atgcttgtct tatacgcagt gaagcagaag aaatatatct tccttgtgta
  4722061 cgctatacta ttccatgcat tcgtagattt cttcgcagca ctttaccaaa cgaaaacaat
  4722121 caacatcttt gttgcagaag gaattaccct tctctttacc attggtgctg ttgttcttat
  4722181 tcgtaaaatg aaagagaaat taatgagtgt gccagaataa aaataacccg ccaattggtg
  4722241 ggttattttt tatacgaatt atcatagtga tgatagcttt tcccgctttg cagctccctc
  4722301 tttgtttctg catctataac aatgtactta tgtaactctt ctatttcatt ttgagtaaag
  4722361 gaagcaaaaa agtatacttg gcgatcaggg tgaacgaaaa aatcttgaag caccacttca
  4722421 ctccggcaac ctgcggctgt tttttctagg aaagaaaatt cttcatcggg cacttcttta
  4722481 aatgagattt tttttcgaac gctatatgct gcattgttgt attctttata aattttctta
  4722541 tctaattgtt cgtaaaacac atcctcactc acaaatgact tatttcgatt gcttggataa
  4722601 tctacctttt gattggattg tgcatatgtt gtggacattt gcgagagaaa acaaatcatg
  4722661 aatacaatac atatcatttt ttcatcattg cacctcgatt ttctattatc cacattactt
  4722721 ttccacatga tcggatcatt atgttctttc caataaaaag gaatattttc cacatttgtc
  4722781 gaagtatata gcgtcaactt gaaagatggg gatgaattat gaaaaaaatt attgtcatac
  4722841 gacattgttc agcaactggc caagaacgtg atgccgaatt aacgaccgat ggaaaaaaac
  4722901 aagcaaacac ccttgctaca ttcctcttag agcaccatcc acaaatagac catattattt
  4722961 caagcccatt tgtgcgagct atcgattcta ttcggcccta tgcacgccaa gccaatttgt
  4723021 ctatccaaga agatgaacga ttagctgaac gcatattaag cgacgttcca atggacgatt
  4723081 ggatgcaaaa actagaatct acttttacaa atatagatat tgccttttca ggcggggagt
  4723141 caacgaaaca agcaacggat cgtgctatat cgcttatcca acacgtttta aaattaaact
  4723201 atactacaac actacttgtt acacatggca atttacttac actcatttta aagtactttg
  4723261 atcatacgat tggctttcat gaatggaaag ctttaacgaa tcctgatgtt tacgaaattg
  4723321 taattgatga acaatgtact ataaaacgat tatgggaagc atcatccaag taatatctct
  4723381 ttccaacaca ttcagttgac gccacgagaa gaaactgtac taataataga aaggggtatc
  4723441 actccatatg tacgaagatg tacttgcatt actacataaa acaaatgctt cttatgaaaa
  4723501 atttgagcac gaaccagtac tcgattatga aacagatcgg atcgtgcggg agaggcttgg
  4723561 cttacaaggc actccaagta aaagcttatt tttaaaatca aagtctggag attattacgt
  4723621 atttttcacg ttagagggca caaggctcaa tagaggggag atgaaagaac taacaggaga
  4723681 acgcttatct ctctgttctc ctgatgaact gcgagacaaa actggttgca cgccgggatg
  4723741 tgtcgctcct ttcgggtatt cacacgatgt aacaattatt gtggatagcg ctatttatac
  4723801 gtacgataaa attttaatta cacctggtgt acctgaattt acaattgaat tatccacaga
  4723861 ggaattaaaa aagattttat taacatgttc aaatgctgtt ttggagtata aacaaaaaga
  4723921 gagctaatcg ttagctccct tttttcatta ttttgcttct gctgtttttt cttttgcaga
  4723981 acgaacttgc tcgtccgcat ggtaagaaga acgcacaagt gggccagctt cacagtggct
  4724041 aaatcctttg ctaagtgcaa tttctttaag ctctgcaaat tctgctggtg gataatattt
  4724101 aagaactggt aaatgcttct tagatggttg taggtattgt ccaagagtta aaatatccac
  4724161 attgtttgca cgtaagtcat ccattgcttc aattaaatct tctctcgttt cccctaagcc
  4724221 gaccataatg ctcgatttag ttggaatatc aggctgcatt tctttcgctc gacgtaaaaa
  4724281 ctctaatgaa cggtcatatt ttgctctagc gcgaactcgg ttagataatc gacgtactgt
  4724341 ttcaatgtta tggtttaaaa tatctggttt tgcatccatt aacattttta agttttcttc
  4724401 tactccaccc atatcagatg gtaatacttc gattgacgta aatggatttt tacgacgtac
  4724461 agcgcgtact gtttcagcaa aaacagctgc tcccccgtct tttaaatcat cacgtgcaac
  4724521 cgctgttata acaacgtgct ttaagcccat ttgtactaca gaatctgcta cgcgttctgg
  4724581 ctcttgtaaa tcaagctctg ttggtaagcc tgttttaacc gcacagaaac gacaagcacg
  4724641 tgtacatact gctcctaaaa tcataaatgt tgctgttttt cttacagccc agcattcatg
  4724701 aatattcgga catttcgctt cttcacaaac tgtatgaaga ttcttagaac gcatcatttt
  4724761 ctttaagcct gtatagtttt cattcgtgtt taacttaatt ttcaaccatt cgggcttgcg
  4724821 cttatattct gtttgttttg tcatggttat caactccgca caatatgaaa tagtttaccg
  4724881 tgttcgcttc tttcaatgta acatatctat tctaacgtat gaaagcgatt tgctcaaatg
  4724941 aagattctaa gattttttcc aatcgttccc tataatgaaa tactccgtat atcccacact
  4725001 aaaaagagtg atgttgtgaa aggagtctat ttcatgcttc gaaaaatttc tcttttgctt
  4725061 tcgatttgct ttcttctcca ccaaaacatc gcttacggtg aagataatca gcaaagcata
  4725121 tacgaaaagc gcatggcact atataaagaa accgagcaat cttcaggcat tccgtggtat
  4725181 tacttagctg caatggatca atatgaaaga aatatacgga gcgtaagaaa agatattccg
  4725241 aaaaaaccag atgccatcat ttccctttat ttcaaaccag aaatatgggc tggacctgtt
  4725301 aacggtaacg acactctccc ccatacaatt gctctatttg gcgggttagg tttagatggt
  4725361 gacaaagatg gatttgcaaa tgcaaataac gaccgtgacc ttctgcatac agcagcaaca
  4725421 attttaaaga aacaaggaac gtcagaagaa cgtatcaaaa tcatgctctg ggaatattat
  4725481 agacgtgcaa aaacagttga tttaattacc gaatacgccc aaatttataa acattatgga
  4725541 cgtattaatt tagaaggaaa tgcgtttccc cttcctattc gcagtgacca tagctaccgt
  4725601 agtactttcg gcgctgggag aagttttggc ggaagaaggg ttcatgaagg aaccgatata
  4725661 ttcgcaggct atggcgtacc agtaagatcc acttgctatg gcattattga aacaaagggc
  4725721 tggaatcgcc ttggcggatg gcgcatcggt attcgcgacc ttcataataa ttatcattat
  4725781 tacgctcact taggcgggtt ctcaaaagaa atacagcttg gacaaattgt cgagcccgga
  4725841 aaagtaatcg gatttgttgg tagcaccggt tacggtcctc ccggcacagc tggaaaattc
  4725901 ccgcctcact tacatttcgg catgtataaa gacaacggtt atacagaatg ggctttcgat
  4725961 ccatacatgc atttaagtct ttgggagcga aaagaacgcg caaatacaaa acgataaccg
  4726021 tagcacattg ctacggttat ttttcattta caactaacta tccgttttct ttttattagg
  4726081 tacaacaaca cttccgcttc cataataagt aggcacttct ccttgaacaa tgcgcgtcgc
  4726141 aattggaaca ttttgtttca cttttatttc tttcgtatga aatggaataa ccacttgcaa
  4726201 cgtgacttcc atctccataa taatttgaat cgctgtcgta ttgatcccgt gtggttcaat
  4726261 tttttgttta atatccgtat ttacatgacc aatcgtcgtg aaatcaattg gaatatcggg
  4726321 tcctatattt ccaagaagcg cattatttgt tacacggcca aaaggaactg ccatcgttgc
  4726381 cccgtttttt tcagaaatac ctagcccatt taaattccct tgttctactt gctgtaaata
  4726441 tttttctatg tacgtggtcg ttgacgttac aatttcattt acttgcttcg tatttaaatt
  4726501 aattgtggat acttttccgt ttttatcatt ttgtactttc attaatgaat cgacatcgaa
  4726561 cccttcatca attctatctt ttaccgcctt cgtcataacc gctgtcgcca ttttatgtgt
  4726621 ctctacttct ccatatttca ttagtgtcgg ctgaatgctg ctattcacaa tccataatcc
  4726681 ttgcacgagt aatatgacaa aaagaataaa cgacataagc agtatgtgcc gaaaggaaat
  4726741 aggtcccctt cgaaaccgcg aatttttcga acgaaatata ctcataaaaa aacctccttc
  4726801 ttatatcatt tctatgcaag aaggagggac gatatatgct tatctcattt ttaataatgc
  4726861 ttcttttccg attgtgccag ccgtaatacc taaagcttcg gcttcaatcg ttactgattc
  4726921 tagcggcgct tcaagaagtt gttcaatcgt tcttacacca accgcgcggc cagcaataat
  4726981 accacgatct cctaacttct catttaaaag acctacatct aatgcaccgc acataatata
  4727041 tcctttatcg ctcattacag ctagcaaatt tgtctttgga agtttgacgc taaccgcaat
  4727101 aaacgtataa ttatcgatta taattggctc cacattaacc atagttcaca ctcctctctt
  4727161 tcttatctgt atgacaagag aaaaatgagt gttacaagtt aactagccta tagtttgaca
  4727221 gaagatgtat gagttattaa cacgtccgtt aacacatctc taagtagttc tggcatataa
  4727281 tattgtttgt tagaaagtgt ggatagctct gggtataagt agccaaatgt aaacatatca
  4727341 atcgttccta ctgtatatat acgatctaat tccagcgatt ctccgttaat taatacatct
  4727401 tcgagtaaaa ttttattccc gggaatcgta tctggaatga cttctacacc agcgtaaatc
  4727461 attttcccca tcactttccc gcgaaatccg aatcctttta cctcaaggtt ctccatattc
  4727521 gggcgacgtg cctttaaaat aacttctctt agcgttttcc ccggcacctt taataaacat
  4727581 ggattaattg gatgtggaca aattctgtga atatctccgc gcgtcacaac accttcatct
  4727641 aatccttcaa gaagtacacc agcgttcacc atgccaatct ctgcaccgca ccacgttttc
  4727701 agcgcatttg ctaacatgtg cgaaaatgct gtctcatgaa accaatcaac cggtaatgat
  4727761 tccttcaaat gaacgacagg ttcttccata atatgtgtac tttcttcctg cagcgcttca
  4727821 attgtggata acggtttact ataagcacct aaacggtctg tcttaatcgc tctaccgtcc
  4727881 tttttcaaca gcttcttcgt ctttttatcc acagtaagct ggacgtgccc aacataacgt
  4727941 ccccactttt cacaacaaca aagtaacgta ttattcataa gaacaccgcg ctcaaataaa
  4728001 tgatgcgtat gtgcccctaa aatcacatct atatcataat gctccgccat atgctcatcc
  4728061 atactttttc caagatgaga aaggacaacc gttatatgag cctcatctct cacttcttct
  4728121 aaaatagact ctaaatgctc gattggatct tcaatatgcc aatctaacat ttgataaaac
  4728181 tctggatacg caactgttaa tccgataaaa gcaatcgtaa tcccatctgt cgttgtatgt
  4728241 aatttataag gcttcgccca ctctggacgt accccttctt tttcaaataa attcgcaacg
  4728301 agcacctcaa attcagcatc atcatataga tgattcaaat gctccttcgc taacgtaatt
  4728361 ccttcattat ttccgatcgt tacataatca tataacgcct catttaaaag cttcgtattg
  4728421 ccaagtccat tcgtcgcttc cgaaatacta tgaaaacgat ccacatgatc gccaatatct
  4728481 acagttaaaa cggtctctcc tgcttcctgt cttcgctttt tctctccttg tacaaaccga
  4728541 gaaatttgcg gccaattttc aaaatgacta tgtatatcgt ttgtatgata aaggtggatg
  4728601 attgtttctt tatttatatt cagagaaaaa acctcctctc agttccttac tgccatttac
  4728661 gctatgcgta cgcaataatc ctgtaaatac ttttcgtctt ttcttgctat tttacattgt
  4728721 actcgcattg tgagaaaaag caaaagattg cccttttcat atgaattttt ctgcattatc
  4728781 atctatatag gaggtgttct tattaaactt tatagcttac tctcactcgt gttttcatta
  4728841 ataggaagta ttttatttat cgcttccgta ctttacttac ctaatctata tctatttatt
  4728901 agcttccctc tcgttattct cggcttcatg tttagcatgg ttgcaatatc taaaaacgaa
  4728961 gctagcaaat tgagatttgc cggtattttt atcttacttc tattaattct ctttgtatta
  4729021 ataggtattc cttttatatt tgtaggattc ggattttaga gctagttatt gctagctcta
  4729081 tttttatgtt gcgggggtat atgaagaatt tcttttgtct tactttgtcg ataagtcgat
  4729141 atcccttgtc gaatcgtcga tatattgaaa taatcgccga tatattccga gttgtgattg
  4729201 atatatttga aaaatcgctg atatattcca atgtatactg gatggggtat caccatacat
  4729261 ttataccttg taacacgaca tatgtcgtgt tacaatttca tcataaggtg gtgaaccata
  4729321 aaatggataa agagatatta aaaggaagta ttgatatttt acttctctcc atcattaaac
  4729381 agcatgatac gtacggatat gaaattattc aaaagctaaa agaaaacagc aatgatctat
  4729441 acacgatgag ccaaggtaca ctctatccag cactcaaacg gctggaacaa aaggatttaa
  4729501 tccattccta ctggggtgaa tctgaaactg gtatgaaacg aaagttttat cgcattacta
  4729561 cgagcggaaa gaaaatgtta gaagaaaaac taacagcgtg ggattcagtt acagctctta
  4729621 ttaaaacttg tcagaaagga gctttaaatt aatgacgatt gaaaaataca taaagagtat
  4729681 cgttcaaaaa acaaacctat cccaatctga taaagacgaa ctatacttcg aaattcacga
  4729741 tcatctcaca agcttaaaac aagaatttct cgatcaagga aaatccgaag aagaagctac
  4729801 tacattagcc attcaaaatt ttggagaagc ctctacttta ggaactgaaa ttgaaaaagc
  4729861 gatgcaatct tctacgcaaa aatatgtaga gtggattggc tggggattgt ttttaccgta
  4729921 ttcgtttgtt ttgttattta aactattgct cgggagatca gccttttact ttggtaatct
  4729981 gacgtacttc tttgaaacag gtgactggca ttctatacac ggtgggttaa taaacttagt
  4730041 tccgcttaaa agtacaatca actatttaag tggattcgat actacccatt tactagatcc
  4730101 ttataatata gatatcgtac ttatgaatac attaggaaac gtcatcatat tcatcccatt
  4730161 cggcttcctg ctacctttat tatttaaaca aataaacaat gtaaaaatgg catcaaaaat
  4730221 tttcattaag tttattttat taattgaatc gttacaactc cttactttta ctggtgtttt
  4730281 cgacattgat gacatcatgc tgaatatgtt aggtgcttta attgggtatg gttctttcgt
  4730341 tgggataaag tatattttgg agcgtgttag gtctgtggat aaggtggata cgatttaggt
  4730401 tcggggtata ttcgcccttc tgctatgtcg taatttgttg ataagtcgat atctcttgtc
  4730461 gaatcgtcga tatattgaaa taatcgccga tatattccga gttgtgttcg atatatttga
  4730521 aaaatcgctg atatatttag ttggaaaccc accccggtat ccaggtccca ctcaatttca
  4730581 gataaacaaa acaaaaaagc gccctgcaca gcagggcgct tcctttatat attatccagt
  4730641 tccagcggct agaatgttcg gtggcttcac ttcttcctat gaggcaaaaa gcgcctctac
  4730701 gtcagaagct ccatccccct cacattctga acgagccgcc tccactttaa atattaacca
  4730761 atagaacctt ccatctcaaa cttgattagg cggttcattt caactgcgta ttccattgga
  4730821 agttcgcgag tgaatggctc gatgaagccc attacgatca tttctgtagc ttcttgctca
  4730881 gaaataccgc ggctcattag gtagaataat tgttcttctg atacttttga tactttcgct
  4730941 tcgtgctcaa gtgaaacgta atcgtttttg atttcgttgt aaggaattgt atcagatgta
  4731001 gattggttat ccatgattaa cgtgtcacac tcgatgttag agcgagagtt tttcgctttt
  4731061 ggtccgaagt gtacgatacc acggtaagtt actttaccac catgcttcgc aatcgattta
  4731121 gaaacgattg ttgaagatgt gtttggtgct aagtgaatca ttttcgcacc agcatcttgg
  4731181 tgttggcctt taccagcaat cgcgatagat aatgttaaac cacgagcgcc ttcgcctttt
  4731241 aagataactg ctgggtattt catcgttaat ttagatccga ggttaccgtc aatccattcc
  4731301 atcgttgcgt tttcttcaca aaccgcacgt tttgtaacta ggttgtatac gttgttcgcc
  4731361 cagttttgga ttgttgtata acggcaatat gcatctttct taatgatgat ttctactacc
  4731421 gcactatgaa gtgagttagt cgtgtaaaca ggtgctgtac aaccttctac gtagtgtacg
  4731481 tgtgcgcctt cgtctacgat gataagcgta cgctcgaatt gtcccatatt ttcagagtta
  4731541 atacggaaat acgcttgaag tggtgtatca actttaacac cttttggaac gtagatgaat
  4731601 gatccaccag accaaactgc agagtttaat gcagagaatt tgttgtctgt tggtgggatt
  4731661 acttttccga aatgctcacg gaaaatatct tcgttctctt ttaatgcgct atctgtatct
  4731721 ttgaagacga ttcctagagc ttctaggtct tctttcatgt tgtggtatac aacttcagat
  4731781 tcgtactgtg cagatacacc cgctaaatat ttttgctcag cttctggaat acctaattta
  4731841 tcaaatgtag ctttaatttc atcaggtact tcatcccaag acttctcaga tttctcagat
  4731901 ggttttacgt agtacgtaat ttcatcgaaa tctaagtcgt ttaagtcgcc gccccattgt
  4731961 ggcattggca tttcatagaa cttatccagt gattttaaac ggaagtctaa catccactgt
  4732021 ggttcttctt tcatacgtga aatctcttca acgatttctt ttgttaaacc gcgtccagca
  4732081 cggaaaatcg aaacgtcttt gtctttgaaa ccatatttat aatcgccgat atctggcagt
  4732141 tgcttcgcca tgttggtgtg tccctcctta gataacctcg tttttaggaa cctttaacat
  4732201 tacttatctt cgtttaagcc cttttctaac gctttccacg ctaatgttgc acatttaata
  4732261 cgtgcaggga acttgcatac gccttgtaat gcttcaatat ctcctaaatc gatgctgtca
  4732321 tcgtactctt ttcctagcat catgtcagag aaaattttag aaagctgaag tgcctcttca
  4732381 attttcttac cttttactgc ttgtgtcatc attgaagctg aagacattga gatagaacat
  4732441 ccttctcctt caaacttcgc ttcttgcaca ataccttctt ctactttcat cgtaagttga
  4732501 atacgatcgc cgcaagttgg attgttcaag ttaacagtga cactatcttc taacacgcca
  4732561 tggttacgag gatttttgta atgatccata ataacttgac gatataacgt atctaaatta
  4732621 ttaaatgaca tttgtgaaat actcctttgt cttgattagc gattcaacaa atgtatcaat
  4732681 ttcttctttt gtattatata aatagaagct cgcacgtgct gttgaagaag ctttcagcca
  4732741 cttcataagc ggttgtgcac agtggtgtcc tgcgcgaacc gcgatacctt ctacatctaa
  4732801 tactgtcgct acatcgtgag gatgtacatc ttcaatatta aatgtaacaa gaccagcgcg
  4732861 atgctttgga ccataaattg taacgccatc tacttctgat agtctttcta aagcgtattg
  4732921 cgctaattca tgctcatgct tttcaatatt atcaagaccg atttcttcta ggaaatcaat
  4732981 tgccgcacca agtccgattg cattaccgat aatcggcgta cctgcttcaa acttccacgg
  4733041 aagctctttc caagtagatt cttgtaaatc tacgaaatca atcatttcac cgccaaattc
  4733101 aattggctcc atattgttta gcaattcttt cttaccatat aatacgccga tacctgtagg
  4733161 tccgcacatc ttatgagcag ataatgcgta gaaatcacaa tttaaatctt gtacatccac
  4733221 tttcatatga ggtgtacttt gtgcaccgtc aacgaccata attgcaccgt tttcgtgtgc
  4733281 gattgctccg atttctttta cagggttaat cgttccaagt acgttagata catacatgat
  4733341 agaaacgatt tttgtattcg gtgtaattgt ttgacgagca tcttctattg aaattgtccc
  4733401 atctggttga agcggaagat attttaaagt tgcaccagtt ttcttcgcaa cttgttgcca
  4733461 cggaatgatg ttactatgat gctccatgta agaaataacg atttcatcgc cttcttttac
  4733521 attttcaaga ccataactag ccgctactgt atttaatgca gttgtcgttc cgcatgtgaa
  4733581 aataatctct tccattgatt tcgcattaat aaacttgcga actttctcac gtgcaccttc
  4733641 atacgcatcg gtagctttcg taccgagcgt atgaacaccg cgatgcacgt tagaattata
  4733701 ttctttatag taacgttcta acgtttcaat gacttgaatt ggtttttgag aagttgctgc
  4733761 actatcgaaa taaacaagtt gtttgccgtt cactttttga tcaagaattg gaaactgttt
  4733821 gcgtatttca tgaatattca ttagcgaact ttcctttcaa ttacctcaac aagctgtgct
  4733881 tttactcctt caattggaag ctcattaact acaggtgcta agaatccatg gatgactaaa
  4733941 cgttctgctt cgcgttttgg aataccacgg ctcatcaagt agtatagttg gactggatct
  4734001 acgcgaccta ctgacgctgc gtgacctgcc attacatcat cttcgtcgat taaaagaatt
  4734061 gggcttgcat caccgcgagc tttttcatct aacataagaa cgcgagaaga ttgttgtgca
  4734121 tttgatttag atgcaccgtg ttcaatctta ccaattccgt taaagataga tgttgcacta
  4734181 tctttttgta caccgtgttt taaaatccaa ccttcagaat gtttaccgaa gtgaacaact
  4734241 ttagttgtaa agttttgtgt ttggttacca cggccaattg ttactgtttt cgtatcagca
  4734301 tatgaaccgt cgcccattaa gtttgtaacg ttctctgaaa ttgtgtttcc gtcgttcata
  4734361 aggcctagag cccaatcaat acggccgtcg cgtcctacaa ccccgcggcg gttaacgtaa
  4734421 gttgttacgt cttttgctaa tagatcaacc gcaccgaatt tcacttgtgc gccttgttcc
  4734481 acgattactt ctgctacgat atttgcaata cctttagcat tttcatttgc aacgtagttt
  4734541 tctacataag ttgcagtact gttcgcatca gctacgaata atacgtggtt atatacgtta
  4734601 gcttcttcgc cgtctactaa gaatacagct tgaagtggag tttcaagaac aacgtttttc
  4734661 ggaacatata cgaatgcacc gccgttgatt aatgcagcat gaagtgcagt tagacgatgc
  4734721 tcgtctacct tcacgccgtc tttcattaag tacttttgta ctagttcagc atgctcagtt
  4734781 gcagctgtta cgatgtctgt gaaaataaca cctttttctt ttgcttcgtc tgctaacgaa
  4734841 acgaatgcag ttgtaccagt acgttgcact aatacgctgt tattttcatc aattaagttt
  4734901 ttcactgctt ctggaagctc tgttaaagaa cttacaggct cttgcttagc agcgtcgcct
  4734961 tttccgataa agtcccattt ttcaattttc gttttatcag gcgttggcat tggaagttca
  4735021 gttgcttgtg caagagcttg taagcggaac tcagtcaacc aagctgcttc gtttacttcg
  4735081 cttgcgcgtt gacggattgt ttcttgatcg aaaggtaatg taccgattgt catgtttatg
  4735141 ctcctctctt acgcttcttg ctctgttgtt tcgtcttcaa tacctaattc ttttttaatc
  4735201 cagtcgtaac cttcagcttc tagacgttgt gcaagctcag ggccaccaga tttaacgata
  4735261 cgaccgttca tcataacgtg aacgaagtct ggagtgatgt agtttaataa acgttggtaa
  4735321 tgcgtaatca ttaggcaacc gaattcttcg ccacgcattt cgttaatacc tttagataca
  4735381 acttttaacg catcgatatc aagacctgag tcgatttcgt ctaagattgc gatttttggc
  4735441 tcgatcatca ttaattgaag aatttcgtta cgttttttct ctccaccaga gaaaccttcg
  4735501 tttaagtaac gttgtgccat ttctggatcc atttctaaga attccatgtt tttatctaat
  4735561 ttacggataa atttcataag agaaatttca tcgccttctt cacgacgtgc gttaattgca
  4735621 gaacgtaaga agtcagcgtt tgttactccg ctaatttcac ttggatattg cattgctagg
  4735681 aatagacctg cttgcgcgcg ctcgtctact tccatttcta atacatcttc accgtcgatg
  4735741 atgatgctac cttctgttac ttcatacttc gggtgaccca taattgcaga agataaagtt
  4735801 gatttacctg ttccgttagg tcccataatt gcgtggattt ctccaccttt tacttcaagg
  4735861 tttacacctt ttaaaatttc tttgccatca attgatacgt gtaagtcttt aaccgttaat
  4735921 gtagaaccag ccatctcaat acctccatta atcctatata tacattttaa aaattcctaa
  4735981 aacgttcata ttctcatttt attctcattc taattttata tcaaataaaa tgatatcgca
  4736041 aacgacgaaa aaagtaacaa ttttttcaca aatgtatata agtatttcct tttcaccttt
  4736101 ctatgataca cctttcttct tatttatata aagaaaaaag gactggaaaa ttaccagtcc
  4736161 tttccttcat atttattcac ttactggtag tacagcaccc ttatattctt tattaataaa
  4736221 atcttgaatt tcttttgaat gtagtacttc tactagctct ttaatttctt ttttcttctc
  4736281 gtcaccttta cgaactgcaa taatatttgc gtatggagag tctgatcctt caatcgcaat
  4736341 tgcatccttt gttggattta gttttgcatc aattgcatag tttgaattaa taaataaagc
  4736401 atctccttca ttattttcat ataattttgg tgaaagccca ggctctacat ctgttttaaa
  4736461 ctttaagttt tttggatttt ctacaacatc ttttactgtt gctttcacaa catctacacc
  4736521 gtcttttagt ttaataacgc cgcctttttg taacaatgct agcatacggc cacgctccgc
  4736581 tacgttatta ctcataatta ctgtcccgcc atctggtaag tcttttaagc ttttatatct
  4736641 tttagaataa atacccattg gctctaaatg gatttttcct gcgtttacaa ttttatatcc
  4736701 tttttcttgg atttctttat ctaaatacgg aatgtgctgg aagtagtttg catcaatttc
  4736761 cttatccgct aacgccttat ttggcaacac ataatcttgg aattttttaa tttctaattt
  4736821 aattcccttt ttctctaata tcggctgtgc cttttctaaa ataacagcgt gcggtacgtt
  4736881 agaagctcca acgacaagct tattctcctc ttttcccccg caagcagcta atgtaaatac
  4736941 agacagcgct gtaacaactg acaatagaat ctttttcata tgatgtcccc ttctcccgta
  4737001 taattatgta gttataaaaa gggccggcat acaccagccc ttccccagca attattcttt
  4737061 tacaggaaca actgcccctt tatattcttt attaataaag tcttcaattt cttttgaatg
  4737121 tagcacttct actagctctt taatttcttt tttatcttta tcgcctttac gaacagctac
  4737181 tacgtttgcg tacggtgaat cattgctttc aattgcaatt gcatcttttt ctggatttaa
  4737241 cttcgtatcg attgcatagt ttgagttaat taaaacagcg tcgccttctt tattgttata
  4737301 cacttgtggt aataaaccag gctcaatatc cgttttgaat tttaagtttt tcggattatc
  4737361 cgcgatatct ttcggagttg ctttaactgg atctactccg tctttaattt ttaaaatacc
  4737421 ttctttttgt aaaattgcta aaccacgtcc atggtcagca actgaattac tcataataat
  4737481 tgtcgctccg tctggaagct cttttaagct cttatatttt tgagagtata caccaattgg
  4737541 ctctaaatga atctttcctg ctacttcaaa ttcatacttt ttatctttaa tttctttttc
  4737601 taaatacgga atgtgctgga agtagttagc gtctaaatcc ttatccgcta acgatttatt
  4737661 tggcaacacg taatcttgga attttttcac ttctaattca attccttttt tctcaagtaa
  4737721 cggttttgcc ttttctaaaa tttcagcgtg cggtacgtta gaagctccaa caactagttt
  4737781 cttttcatcg ttatctttcc ccccgcaggc agctaaccca aaaattgaag ttgaaataag
  4737841 tgctgtcagt aataattttt tcatttgaaa catcctcccg ttttttatta tcgtttatct
  4737901 attcgagtcg ttacacgatc accaatccac tgaatgaaaa atacaactag taatacacaa
  4737961 attgtcgcaa cgattgttac atcgttattt cctcgttgga atccttctaa ataagcaagt
  4738021 gttccaagac caccagcacc aacaactccc gccattgctg tatagcccac taaagcaatt
  4738081 gtcgtaaccg taataccaga tactaatgct ggtaacgatt ctggaatcaa tacttttaaa
  4738141 ataattgtgc ttgtttttgc tcccatcgct ttcgaagctt caattacacc tttatcaatt
  4738201 tcacgaagtg cgatttcaac cattctcgcg taaaatggtg ctgctccaat aattaaagct
  4738261 ggaagtgctg cacttgctcc aagaattgtt ccaagcagaa tctttgtgaa tgggattaat
  4738321 aaaatgatta aaatgatgaa cggtatcgag cggaaaatgt ttacgaacgc tccaatcgcc
  4738381 gtgttaaccg ctttgttttc ccataaatta tctttcgctg tcataaagag caacaatcct
  4738441 aaaataagtc ctaaaataaa tgtggcaaga gctgcgattg ccgtcatata taacgtttca
  4738501 ccagttgctt ctaacatttg attccaatca acattcgtga gtaacttatc catgtgcaat
  4738561 cacctccagc tctacttgat cttgatgtat tccctctatt gcttgctgaa tcgctgtttc
  4738621 ctcaccattt aaatgaacaa ctaaactacc gtaagaacca ttattcgttt gtgcaatatt
  4738681 cccttgcaaa atgctaactt ctatatcact gcgttgcatt aatctttgaa gcactggtct
  4738741 ttctacagcc tcaccgataa actgcaagcg aattactttt ccatctggat atttttcaat
  4738801 taaactttca atcgtttcat ttgtatcttc agaatccgtt aactgctgta caaatcgttt
  4738861 cgtaatatct tgctgtggat tacggaacac atcaagtact ggacctgttt ctacaatctt
  4738921 ccctttctcc attaccgcaa ctcgattaca aatctttcga attacgtgca tctcgtgtgt
  4738981 aataagtaca attgttaaac caagacgttt attaatatct aataataaat ctaaaatttg
  4739041 atctgtcgtt tctggatcaa gagctgacgt tgcttcatca cataaaagta cttgtgggtt
  4739101 gttagctaat gctcttgcaa tcccaacgcg ttgcttttgc cctccgctca gctgagatgg
  4739161 atacgcgtct cctcttcctt ctaatccaac aagatgaatt aactcatcaa cgcgttttct
  4739221 tctcttcgcc ttatcaacgc ctgcaatttc aagtgggaac tcgatatttt cacgtacagt
  4739281 tcgtgaccaa agtaagttaa agtgctgaaa gatcattccg atttcttgcc ttgccttacg
  4739341 aagctcgctt cctgtaatgg ctgaaatgac acgatttgca attgtaattt ggccagaagt
  4739401 tggtttctcc aactgattga acaatctaat taaagaactt tttccagcgc cactatatcc
  4739461 gataacacca aatatttcac ctttatctat ttttaaattg gcgttatcta cagcagtgac
  4739521 atcaccgctt tttgctttat atattttctt tacattctct aatagaatca tggtgtatca
  4739581 cccctttttt taataaaaag cgtaagcggc tcgcttagaa caagagggcg ttggaatccc
  4739641 agacttagag gcgctttttg cctcatagga agggatgaaa cgaccgactg ttctagccgc
  4739701 tggagctaga tttttgattg actccgcaat tttttatttt tgatacggta gcccaccgtt
  4739761 ctcattactt ttattatttg aatgtcctcc acattcaaac aacaaaaaaa cctttccgct
  4739821 ttagagaagc agaaaggttt atatgcgtat ataacaacat tatccctctc tctcatctct
  4739881 caaagcattt gctttgcagg aattggcacc atttcaacat aagttgacgg ttgccgggct
  4739941 tcacagggca cagtccctcc acctctcttg ataagagaaa tcagattaca ttttcgtctg
  4740001 atttgtaatt tatgaaattg tctatatttt atgaattgaa ttgtatcaat atccacacac
  4740061 catgtcaaca gaaattttcg taaaaaacga aacttcagaa ttttaagcac ctactgacat
  4740121 cggtttacat atatgaaaca tcgattcaat taataacatc gttcgatacg ttcccgaata
  4740181 ttgtatacgt ccatcgttca ttaacgtttg caatcgtaca tggccattca ccaattgttt
  4740241 tacatcttct tcatccacac aaacgatttg ctccgttcct ctttcctcat gtagcaactc
  4740301 tatataatct tttgaaattt gtaacgaaca actttcatcc ccaaagcgga aattaacagt
  4740361 tttttctcct tgtcttaaaa gcggctctaa atgatattga ccattagcgt aatttacaaa
  4740421 tgattgcagc aaagaatata atttcatcct aaatcacatc cttcatatca ctttctatta
  4740481 cacataccat tccctctcac taaagagcaa tcctgttact ttcgctcgac aaatactgta
  4740541 accaccctgc atctcgacat atttcccaag aaatatgtcg aggcggcaaa aactttgccg
  4740601 cctactttaa ttccgtatat aaatattcaa ccgaatgaaa tgcatatatc ttctttatca
  4740661 gtgtcccatt ttcaaaaaca agtaaacaag gtacactttc aatcccatac tctttcgcga
  4740721 aatgcggggc ataatttaaa tctaacatcc caattttcaa atcttcaatt gtcatctcaa
  4740781 cgactgttaa catctttttt gctaattggc atgttccaca cattggagta tatacatata
  4740841 acactgtttt ttcttcgttc tctattaggg ctgtagcttc ggctcctgtc caatcaatca
  4740901 cttctatcat tccttaccgt aaatattctg tataaacgtc aatgtcagct ccccataata
  4740961 catttgctaa gtgtgaagat ggcgcagttg ccacctctcg gtacgagcga tcaatataaa
  4741021 tatgctctgc ttgcggaaat tcttttcgaa attgtttcct taacttttct ccagcatcat
  4741081 cagcatccac tagcacatac acttccttat caaaaaactg atcaacgagc tcatccattg
  4741141 tcgacaaacc aattgtacca tttgtacaaa caatttccac tggttcccga ataatagatt
  4741201 caatctttct tctatctgat gtaccttcta caataatgac tttttctaca taaatcatat
  4741261 gtcatcaccc gatcaccata tactatacaa cctttaactt agtatatagt atattcgtta
  4741321 ttttcatgtt gtttcctgtt tatttttgca aaagaaaagc ggaaccgact gcttagccct
  4741381 gttggctaag gttctttcgc acagaagacg ctttttgtct tctcgtgcgg aaggttctta
  4741441 gacatgaagg gctaggaggt ggagctagac aatgaaaagc gcaagcggct cgttcagatt
  4741501 gtgaggggga tggagcttct gacgtaaagg cgctttttgc cttgcaggaa gaagcgaagc
  4741561 caccgaacaa tctagccgct ggagctggac aacgaaaagc gcaagcggct cgttcagatt
  4741621 acaaagcccc atgaaacctt atcgaaaaac attcattccc ataatagctt attcatttgc
  4741681 gctcgttttt aaatgcatta tgtaacacaa aataaaaaag gacagcacaa aggctgtcct
  4741741 tcagtcgact ataattagtc ttggtttgtc atttctgcat atttttcagc agttaataac
  4741801 ttctcaactt ggcttgcatc agaaagttca actttaacca tccatgcacc ctcgtatgga
  4741861 gattcgttaa caagttctgg ttggtcactt aattcttcgt ttactgctac aactttaccg
  4741921 cttacaggtg cgtataattc agaaactgtt ttaacagatt ctacgcttcc gaatggctcg
  4741981 tcagcttcga ttgttgcacc tacttcagga agttcaacga atacgatatc gcctagttca
  4742041 ttttgtgcaa agtgagtaat accgataaca acttcattac cttcagtttt tacccattcg
  4742101 tgttcttcag agtaacgtaa attatttgga atgctcatga ctgtacctcc agtgaatgta
  4742161 ttaattatgt aaaaatacct tattggtact ttttccacac actttcaaac tgctcttcgt
  4742221 taaaaccaag tgttaccttc gttccatctg ttacaattgg acgtttaatc aacatgccat
  4742281 cagatgctaa aagctcgtac atttcgtctt cacttgcatc ttttaactta tctttcagac
  4742341 caagttcacg gtaacgcatt ccacttgtat taaagaattt ttttaatggt aattcacttt
  4742401 tttcatgtaa attacgtaaa tcttcttttg atggtggatt ttcaacaata tgaatcatct
  4742461 catatgctac atcgtttgcc tcaaaccatt tctttgcttt ttgacatgtg ccacactttg
  4742521 gatatgaata aaatgttact gtcataaatt cacctacttt tttactaacc tttaccttta
  4742581 tcatatagaa aacgttttat tatttcaaac gattattcgc taaactttta cttatttcgt
  4742641 gataaatttt aataatcctg cgaatttttc ttatttttcc gccatttgtt aagaaaaaaa
  4742701 taaatatata tttttttaga tttttctctc attctgtatc gaacatatat gttaaacaaa
  4742761 cgtttgatta actccctatt tttctttgtt cactctttta gctacatcgt tttctttcta
  4742821 ccgaacatac atcttaaaca aacgtttgat taaattccta ttttcccttg ttcacccttg
  4742881 agctgtatca gttttttcct accgaacata catcttaaac aaacgtttat ttaaccattt
  4742941 cagcctatag tcacaaaacc cggaaacact ttacatgaca aaggcgtaca gataaaagga
  4743001 actaacgatt ttggccgtaa taatgagagt attccatgat gttaaagaaa ttactgcaaa
  4743061 gaaaaaaaga cgcatttaaa tagatgcgtc ttttggcgat gtttcttttg tgaaatcata
  4743121 taaagcaatt gcgcctaaaa taaccaatat actttcaggg gcatctaaca aaatagttct
  4743181 ccaagtttct gatactaccc atttaatacc tgctgattca agatatgttt gaaaataact
  4743241 gattgtaaaa tcaattaccc ataaacatac aagtaatgtt agaccgaatc gaattaattt
  4743301 cttgtttgta aacatgtaac acctctcaaa attcattgga tatttctgtt ttcagttctt
  4743361 catatacgaa aatccttata tttaatttta tcatgaaaaa tatccaaata aatacaatat
  4743421 gcatatttgc atatttcttg tatattaaga aattactgtt aataaaaagg ccctactagt
  4743481 atagggcaaa atagctttag caatcccaac aaatactcgc ataaataacg aaatcatttg
  4743541 aaccactata tagacaatcc cagcccttga aataagggga aatccctgtt cctggctacc
  4743601 tacccataat aaatagcccg ccgcataacg tagaaccaac aggtaagaaa ttgttgccaa
  4743661 gaaaaagcca tgtatacaca tgactttcat agcatgatta ataatcaaaa tcccttttcc
  4743721 ttcaccagca aattttgctt gctgaaactt ttcttttccc ccatctcttt ggaaaccatt
  4743781 caaatcctaa gaacataata ctagtcctct acttattaac ttaactactt ttcttttttc
  4743841 catgatattt caaattctcc accatgttct tctgttataa ttttaacttt atatgtatca
  4743901 tctttagaca ctttaatatt atttttactg tttccactat taacttccag tattgtatta
  4743961 tcatttgaat ctaaaacata agcctttatg gttccttgct tagttttatc ctcaaaggta
  4744021 aatgtccagc tttcaccttt ttttacatcc atatcttgag ttgcaaaacc tgtgaaactt
  4744081 ttatactttc catctatact atttgaacct ccatgaacct taccaccaac aatcgttccc
  4744141 tctcttgtaa aacaaccact aagaaccacc aaacatagaa aaaataataa tgtattttta
  4744201 atagttttca acatcatcca cccttatccc cacaataaat accccctatt tacattcaaa
  4744261 aaaactatag catctataat attattttaa ctcttcacgc aacttcattt acatatccag
  4744321 taaaaatcac ctctgatata tgttcatgat taaaaaacat attatattca gttgaaatat
  4744381 ttccgatagg ataataacaa gctatatact cccaagtttc cttagttttt gaatcttctt
  4744441 attttcatta atggctgttc ccatgtttta aacctcacaa ctgaataaat cggaagtaat
  4744501 gtatctttca ctaccttttc cattttaatt cactacttta tttaatgaaa aatttaccta
  4744561 ttttatataa aataaaaaaa ctaataggaa ctgtaattaa atatattaat gaaaagatta
  4744621 ttttttcttt taaattatat gtagcatcaa acattgtaaa aataatagta cccaaaaaac
  4744681 aaatcacaaa aagaactttt aaattttttt caaactttct aaagtcatac aagatactcc
  4744741 tttttacttt atctctactt caacacctgt acccacagga ctagcgccag gtccccaagg
  4744801 gaacttaact ttaaatccac ttgaacttac ctttagtgaa ccaccaagat gtaaatcatg
  4744861 atctgtaaat ggtataggta tatctatacc cgcttcatat cttgctaaag aggcctcctc
  4744921 cccaagttca aaaccatttt tatctatttt atcagcaact tctgcattcc ccatacttaa
  4744981 actagcttct acataaaaaa ataagaagcc tcgtttacag gctccctcat cctctattca
  4745041 aataatctgc aattgtttgg aatacgacga tatacatatt atgaatactt tcttctacat
  4745101 ttccaccatt tgataatcca attccccatt gttgtccttc accacttccg atatttgcaa
  4745161 acccttgcgt atacatggca tttacatctt ttcgggcact gttatactct atcccttttg
  4745221 taataaaaat cgaatatgat ttatcttgta aaccgataaa aaacactggt ttctttagcg
  4745281 atgaaaatac atttttatac tgatctgttg aggcttcttg aaagtgagct ttcattatta
  4745341 gaaaaccatc cacttcctta gatttctttt ccagttcctc taacttcatt tcctcaaact
  4745401 ttacattcct aaacgtatct ttcggttttt ctccaacaac tccaattacg agtgctcttc
  4745461 cgttatattc taatttctct ccttctttat cctttgcaca cccagcactg actaggcata
  4745521 tcaatataaa aactaagaaa tacgataaac gcttcattta gcaccctccc cttcttttca
  4745581 gtcaagtgac aaaaacgtaa ggttcattca agaaaatgta agcaaaatcg atagcccaaa
  4745641 ttacgtttct atattataat caattgaatt tacttacatt actaaacata ggagattatc
  4745701 atgaagaaat ttaaactttc atcttttctt ccgttaagtt atatacttct actcgtactc
  4745761 gtaagtcccc tttacgatgt attaaataaa tcgactgtac acgcagtaga tgtcacaact
  4745821 gtagtagatg attggattcc atttgtgaaa gcatttatta ttccttattt aatttggttt
  4745881 ccttacttat acggtgcact tatttattac tgctttgcag atcgaaaaca atattatgtc
  4745941 actttaagta gtatcattct tggaaaactt gcttgtttct cgatttatta tttttggcag
  4746001 acaactgtac cacgtccaac cgtcgttgga acagacgtat tttccgaact agtccgctat
  4746061 atttatagta tcgatcaacc ggtaaattgt ttccctagca ttcatgttct tactacattt
  4746121 gtcattatgc tagctgcctt taaacgtaga gaacaacatg cttttgaata ttacactctt
  4746181 accttcttcg gtacgcttat tattttatca acgctattta cgaagcaaca tgcatttgta
  4746241 gacgccatct ctggaatgac gcttgcaagc gtactttact tcggcgttca gctgttatta
  4746301 gcaaaagaaa ccgtacgtgt tccagtaaaa caacatcata aaatgtaaaa agcagactgt
  4746361 ggcttctcag tctgcttttc tttatataaa aggagatgtt caatttaaga ttgcggtaca
  4746421 gtcatatcac cagagtgaat acgacctgct tttttaagag caatgtaaag tatataagaa
  4746481 acagctactg gaatgatgat ataagtgatt accatcgctg ggacaacttc ccatccttca
  4746541 ctggaaatta aattaattgg tgcgataaga gaacttaatc caaggcctgc aatttctttt
  4746601 cctgcttcca gttggaaaat taatgcggat actggaccaa ctatcgcact ggcgacaaca
  4746661 gttgggacga ggatcattgg atttttagtg atatttggca gctgtacttt cggagtacaa
  4746721 agagcttgag ctaatatacc acctaaatta ttttctttcg cagagatgac agagaatccg
  4746781 ataaactgag caacgcagcc tgcaagagca gcaccacctg caacaccgtc taagctaagt
  4746841 gcgatcgcta gcgcagctga tgaagctgga gagataagta atagtcccca aacgactgca
  4746901 atgacgatag aagcgataaa cgggctacca gctgaactgt ctttaatgaa agctccaact
  4746961 gcatttaaaa caggagtgat attatgagat aaccaaatac ctactaaacc agaacctaat
  4747021 attgccgcaa atggaacgag catcatatct aacgcagttt ttccacttaa acgtttacca
  4747081 atatatacag ctaaagtcgc tgttaataat gcaccgattg gttcacctgt tttaataatt
  4747141 agacctgctt cagtaatgga aatggatccg gcaccaatcg ctccagctac catagccgag
  4747201 aaaattacaa gtccatttgc accgagcata aaagcaattc cggcaccaat ggctggtgcc
  4747261 ataagtgatt ttgcaacaac tccgattgta ataagcaacg ggatatcaac aattcttcct
  4747321 atattttcga ttagtaaacc aattccaagg gatacgaaaa taccttgtgc gattccagct
  4747381 gatgctttaa atacacgaga cattatatat tccttcattt gtttcacctt ctcctataag
  4747441 ttagtaacca attgttttca tataatcacg taaaatatcg tttgattttg cgaatcgaga
  4747501 ttcttcatcc tctgttaaat ttagttctac aatttctctt ataccatctc tagtaataat
  4747561 agctggtact cctgtacaaa tatcatattc accatactca ccatctaaaa tggctgatac
  4747621 agcaattaca cggtgatcat cgttaaagat tgagctcgca atatatgcta gagaatttcc
  4747681 aattccataa taagtagtac cttttcgttt ataaatttcc catccagctt ttgcagtctt
  4747741 ctcaacgatt tcatctaaat ctatttcacc aaatcgttct ttttgttctt ctaatatttg
  4747801 cagaattggt tttccaccaa cagttacgtg tgaccaagca accatttgag aatcaccatg
  4747861 ttctcctaat gaatacccat gaatactacg agggtctaca tgtaacattt cagataaaat
  4747921 tgttcgtaag cgagaagaat ctagtgatgt accagtacca atcacacgat ttctaggtaa
  4747981 tccagataat ttccacactt gatacgtaat aatatcaact gggttcgatg caagtaagaa
  4748041 aataccatca aatccacttt ccattacgcc gccaacaaca ctttccataa tcttcgcgct
  4748101 cgctcctaaa gtatctaagc gactttgtcc tggttttggt gctggtcctg ctgtaataat
  4748161 aacgatgtcc atatctttgc agtcttcata gcttcctgca tatacttttg ttcttgtatt
  4748221 tgtaaagtta atgcagtgcg ataaatccat cgcttcccca actgcacgtt catgatttat
  4748281 atcaattaat aatagctctt cgcaaatgcc ttgattgaca atggaatatg cacaacttga
  4748341 tccaactaac ccagtaccga taattgcaat ttttcttgta tgtcttttca tagcaatctc
  4748401 tcctaattga tcatataatc tatttctttt gttccttaca ctcctaatta tagaggttcc
  4748461 cacgatagaa accatggata ctttgtgaaa tattgagcaa agtttttgtc ctttttgtga
  4748521 attgttatat tccattttcg tcatatttgt tacaactgga aaaatattta ttatgtattt
  4748581 attgacatat acaaaaagaa aacgagcgaa tagattcgct cgttttcttt ttcctgttat
  4748641 tccgcactta attggctttt taattgttgt acaatcattg gattcgcagg tgccgctggc
  4748701 ttgtaataac tcttttgctt tgcatactca tacatattac gttgacgcat ttcatcttga
  4748761 ttacgaattt ggattaacgt ttggtgtaac tgttcattat cagactgagc aatataattt
  4748821 gcataacttg ttaaacttgc attcaatcct gctaaataat catttaccat atctttttca
  4748881 ttcatgttcc gcttcctcct atcctaggaa agtcattaat tgttgcttcg tatttcgtgc
  4748941 atcttgcgca tctttttgta gcatttgttt cagttgtgga tctgtacacg tttgtgcata
  4749001 ctgctccaac ttgttaataa ttgttgcgtg tccaccaatt aaatgacgta agttttctac
  4749061 ttcaagctct gttaagtttt gcataggata ctcctacctt tctttattcg ttcactgtta
  4749121 gtatttagct attttttgat tgtatacatg aattaacttt ttcacgtgca tacaaaataa
  4749181 aagatgaata gctaagccat tcatctttta tactagttat gtatttattt ttatagagat
  4749241 acaatcatac ttatactcac aagtaagttc catacaatgt gtaaaataat actaggtata
  4749301 atagattgcg tctttttgta taacattgca aataccattc ccataatcgt tgccgtaatt
  4749361 agaagacctc catgaagaat tccaaaaacg aaggaagaaa tcatgatact aactaaaaaa
  4749421 ttatatttct tttctaaaaa tcgatataaa atacctcgaa atagaatttc ttctttaacc
  4749481 ggtgtaatga tagcaacact taacacatat ataatacttt gtatgctatt ttgaagccct
  4749541 aaactcccta actgttcctt ttgttctgct gcactttcaa aactaaatac atgtaacatt
  4749601 aaatattgtg atactgcaat gataataaaa ccaactaata gatataaata tgtcttccca
  4749661 ctcttcaaaa cggataaatc ccaaatagat ttaataaaat gaagaaccgg tttataaact
  4749721 aataaaacga tagcaacaac agatgcatcg aataagagca aataatatcc ttctaattta
  4749781 gtacttaatg cttcttctcc ataaatccca aaggctaatc caaggaataa tcctcctagg
  4749841 agtgaaatcc ctataatcat tgctatcatt acaaatagat ttttatatgt tatattctct
  4749901 atttttcttt ccacactata cgcttctaac actgttttac tcacagtatc cctccagtta
  4749961 ttctcattta tctcaataaa atcatttaat ttaaatataa agataatata acaatttttt
  4750021 caaaaagaat aatatgcaat tttacatatt atgaaaactt tatattttat agttttagga
  4750081 atagaattgc tatgcaataa ttattatatg aaatttcaaa aaaacacttc ctatccatca
  4750141 taaccctcgc atcatataaa acttattagt taaaggagca atgaacatga aaacacatga
  4750201 cttccttaca aaaatccaga aaggctctga gcctaccccc tatcaagatc ctatcgtatt
  4750261 cagtttcgtt tgctttttct tagcaatata tacatttttc aaacctgcaa aataatatca
  4750321 tttaacaaga aagagcctct aaaccactag aggctctttc tcatctaata tcttcttttc
  4750381 aaaactacga tagttaaagc ataagaacaa agtactccag ctaataaaca tgcatttgct
  4750441 aatttatact gttcgcctgt taacgaatat agattcccta ttaaaaagat aactaaaaaa
  4750501 tcacttctaa ggtttttgtt tgcctcgctt cttattcacg taatccttta ataaacgttt
  4750561 ccaataatac atgtaaactt gtatctaaat ctaatggcaa accaaatccg ccctgctgtt
  4750621 caatcgacgc aaatccatgg caaatgcttc taaatccgcg tgtcgcatga agtgcattct
  4750681 ctccttctaa gccgtactgt tgtaaaacct gcagacaaag ctttacaatt ccgtcacctg
  4750741 cttttcttac ttcttcatct cgtaaaaagg ttgcttcata cagtccagga tgtttgcgta
  4750801 cgaatgctac atatgcttct cctaatgcat gaattgcttc atctatacgt ttatccttgg
  4750861 ctgcttcttc cagtctgtta tgcagctgtt gtattccgta aatgccaaga tgtttccgta
  4750921 catcttgtaa cccttttaca tgattatata gtgagggaga acgtatccct aacctttgcg
  4750981 ctaatgaagc taacgttact tcttgtattc catttgcatc tgcaatttct actgctgttt
  4751041 ctacaatttt cggtaatgta agtccgattc tcggcgacat caattaaccc tcttttctac
  4751101 tttctatatt ccgctttgct tcctgaatag caagctctat gacagcctct ggatcgttta
  4751161 tcatttttcc atgccctgcc gcaagcaagg acggctcata ttctcttaac ttctctgcac
  4751221 tttgtaatgc catttcttta ctccacgttg ccatcgcagg aaacggaaac caaaatttca
  4751281 tttgtcccga aacagccgta cctcctcttg tttgaaatgc atccccaaca ataagagctt
  4751341 tatttcgtac atcaagaaac gacatagagc ctggcgtatg tcccggtgtc ataatcgcaa
  4751401 gaagcgatcc aactcggtca ctatcttcta ataaaatatc aggtgccgtt ttcacctttt
  4751461 taggtacacc gccttttatt ggcgtatttg gttcattctt ttgtaacgtc gtatcgcctt
  4751521 ctaatagctt tgcgtctcgc ttagaaatat agactggaac atgaggaagt acttccttta
  4751581 atgcgtctaa tgcaccgatg tgatcatcat gcgcatgtgt taatacaata ttcgtaattg
  4751641 gttttcctat tttctcagcc gcctgtaaaa ttccttttgc gctatatggc aaagcagcat
  4751701 caattaaagt taaaccatct tcttcctcca caaagtaaca attcacagga aacactcttg
  4751761 gcaaaaatga caattgatat accgtttttt catgcatcat tctcatattc ccatctccct
  4751821 tttcacgaaa actaatacca ttagttttat tatactaatg gtattagttt tataccacta
  4751881 aaaatttcat tttttcagaa aaaagaacag tagccgtata aacgactact gttctttaaa
  4751941 ggtattaaac tgtataacgc tcatcttcta aaattttcgc agcgatttca cgcttcttcg
  4752001 gaattacgtt aagtggtgtg tggcgagtta atttacgtaa tgatgataac atcatgcgta
  4752061 acatgtcgcc gttttcaact gcgataagtg tttctttcgc atgtgcttcg atttcgttga
  4752121 acgcttcttg gcagaatact tcagtgtata acactttttg tttattcttt tcaagaccag
  4752181 ttgttttaat tgctttttct gtacgaagaa cagctgattc cattgcgtat aggttactta
  4752241 cgatgtcagc gatattcaca agaatttctt gctctttatc taatgcttta ccgtattttt
  4752301 gagcagctaa tccagctacc attaagccga ttttcttcgc gttatttact aaatattttt
  4752361 gaagtgctaa tggctcatcg cctacttctt ctggcatcat catcattaac tcttcttgta
  4752421 atttttgtgc cttttgaaga agtggtaatt cacctttcat cgctttacgt aagaacgtac
  4752481 ctggtacgat taggcggtta atttcattcg ttccttcgaa aatacggtta atacgagaat
  4752541 cgcgatacat tctttcaatc tcgtactctg ccataaatcc gtaaccaccg tggatttgaa
  4752601 caccttcatc tactgtatag tctagtactt cagaaccgaa tactttgttt aaagagcact
  4752661 cgattgcata ttcagcgata gaagctgcaa ctgctttacc gtcttttact tcttcttcag
  4752721 ataatgtgct catgcggctt tcgaataaac ctactgtacg atatacagag ctttcagctg
  4752781 catatgtttt cgctgccata ttcgcaagtt tctcttgaat taatgggaag cgagcgattg
  4752841 gttgtttgaa ctgttgacgt tggtttgcat attgtgctga aatttctact gcacgtttcg
  4752901 cagatccaac tgtaccaaca cctaatttat aacgaccgat atttaaaatg ttgaatgcga
  4752961 taatatgccc tttaccgatt tcaccaagta agttttcttt cggtactaac gcatcttcta
  4753021 aaattaacgt acgagttgaa gaacatttaa tacccatttt cttttcttct gggcttgtag
  4753081 atacaccagc gtagtctttc tctacgataa atgctgagaa gtgctctcca tcaatttttg
  4753141 cgtatacgat aaatacgtca gcgaatgcag agtttgtaat ccactgtttt tcaccattta
  4753201 atacgtaatg tgtaccttct gcatttaaac gtgctgttgt ttttgcacct agtgcgtcag
  4753261 atcctgaacc tggctctgtt aatgcgtatg cagctaattt ttcaccagtt gcaagcaatg
  4753321 gtaaatactt tttcttttgc tcttcgttac cgaataacac gattggtaaa gatccgatac
  4753381 ctacgtgagc accgtgagta attgcaaaac caccagcgcg agagaatttc tctgcgatta
  4753441 acgctgagct tactttatca agaccaattc cgccgtactc ttctggtacg tcagcgccta
  4753501 ataaaccaag ttccccagct tcttttaaaa gacgaacaga acgatcaaac tcatgttgct
  4753561 ctaaatattc aagctctgga agaacttcat ttacgataaa gtcctctgtc gtttttgcaa
  4753621 tcattttatg ctcagatgaa aaatcttctg gcgtaaacac ttgatcaatc gtaatctcat
  4753681 ctactaaaaa gctaccgcct ttaaccgcat ttcctactgt tttttccatg aaaatttcct
  4753741 ccttcatatt ttcataagcc gcttctctca ttttgaaaga agctggctct cccgtttatt
  4753801 ttttataaac ctttgttgct tccattcttt gcattgtcgg cgtctcgttc tcacattcta
  4753861 agcgagcctc ttccactttt tttataatcc agttccagtg gctagaatgt tcggtggctt
  4753921 cgcttcttcc tgcgaggcaa agtgcgcctc tacgtctgaa gctccatccc cctcacattc
  4753981 caagcgagcc gcttccactt tttttatagt aattcaaaca ctcctgctgc tcccattccg
  4754041 ccgccgatac acattgttac gataccgaat tgttcgttgc ggcgtttcat ttcgtgaata
  4754101 agagatagcg ttagttttgc tcctgtacag ccaagtggat gtccaagtgc gattgcaccg
  4754161 ccgtttacgt ttactttttc ttcatctaaa ccaagttcac gaataacttg gatcgattga
  4754221 gaagcgaatg cttcatttag ttcaaataag ccaatatcag atagctctaa gccagctagt
  4754281 tttaacgctt ttggaatggc agcgattggg ccgattccca ttacttctgg tggtacgcca
  4754341 gctactgcaa atgaacggaa tttcgcaagt ggtttcatgc catcgctcac tgctttttca
  4754401 cgatccatta atagtacaga tgctgcaccg tcactcattt gtgaagagtt accagctgtt
  4754461 acagaaccgc gaacgttaaa tgctggacgt aatttaccta aaatatctag cgtcgtctct
  4754521 gctcttacac cttcgtcttg cgcaaaagta attgtttctt cttgcagttt gttatttgct
  4754581 ccaacagtac gtaacgttac atctacagat actgtttcat cagcaaagtt tcctgcagct
  4754641 aatgctttcg cagcacgttg atgacttctt actgcaaatg catcttgctc ttcacgagaa
  4754701 attccatatt tcacagcaac ttgctccgct gtatgtccca tacccatata atattctgga
  4754761 gccgcttcta caaggcgact attcggacga acgacgtgtc ccatcatcgg aactaaactc
  4754821 attgattccg ctccgcctga taataccgct tccgagtgac caagcataat gcgctctgct
  4754881 ccgtaagcga tactttgtaa acctgaagaa cagtaacggt taattgtaat agctggaaca
  4754941 tcgtaagaaa gtcctgctaa tccgccgata ttacgagcca tatttaaacc ttgctctgct
  4755001 tctggcatcg cacaaccgaa aattaaatca tcgattggtc cttcataatt cgcacgcttt
  4755061 aacgtttcct ttactactaa cgcccctaga tcgtcaggac gaactgtttt taatgaaccc
  4755121 ctctttgctt ttccaattgg tgttcttgct cccgcaacaa tgacagcttc tctcatgaac
  4755181 gatatctccc ctcgttatta gttacgtaat ggctttcctt ttacaagcat gtgctgcatt
  4755241 cttgcttgtg atttcatctc acttactaag ctaataaatg cttcacgttc tacatctaat
  4755301 aaatactgct catcaacttc tgttccgtac ggcacttttc cgcccgcaat gacatatgca
  4755361 agtttcttcg caatgtgaag gtcgtactct gaaatgtaac cagataaatg cattgcttct
  4755421 gcaccaagtg caagagttgc atatcctgtt tcaccaacaa ccggtatctt tttacgaatc
  4755481 ggtgctttgt aaccagcttc atataaagca agtgctttct gttttgcatc gtatagtaag
  4755541 tgatcaccat tcacactaat accgtcttta tcacctaaga agttatgaga aaccgcttct
  4755601 tgtcctgaag ttaaaacttt cgccattgcg actgtttcga acactttatt tgcaactttt
  4755661 tgtagatcaa attctacgcc gtttgccatt ttattcaagt gtttaatgta taactcttta
  4755721 ttaccgcctc cgccagggat taagccaaca ccaacttcta ctaagcccat atacgtttca
  4755781 ctagaagctt gaatgctcgc tgctggtaag caaacttctg tacctccgcc aagcgtcata
  4755841 ccatatggcg ctgctacaac tggcttagaa gagtatttaa ttttcatcat tgcatcttgg
  4755901 aagtttttca caacccactc aatttcaaag tagttgtcgt cttgtgcttc cattaagatc
  4755961 attgctagat tcgcaccaac gcagaagttc ttcgattggt taccgataac aagaccttta
  4756021 taattctttt ctacttcatc aacagcgtag ttaatcattt gcgtaatatc cataccgatt
  4756081 gcattgctct tcgaatggaa ttctaagcaa aggataccgt cgcctaaatc gattaagctc
  4756141 gctccgctat ttttctttaa tacaccattt ttcgctttta attgtttaag agaaattgcc
  4756201 tttttattac actcaattag cttatattcg ccattatcgt aataatagct atctccgtta
  4756261 tcatgtttgt agaaagtagt gaaacctttc tctaacattt ctttcaccca agccggaata
  4756321 actgcgccgc tttcttccat cttttgaacg gacttttcaa cgccaattgc atcccaaact
  4756381 tcaaatgggc cttgctccca gccgaagccc cacttcatcg cttggtcaat tgcaacgata
  4756441 tcgtcagcaa tctctttatg aagttttgca gaatataaaa gagtcggtgt gatgatattc
  4756501 cataacaact ctcctgcgcg gtctttcgca tatacaagcg ctttcaattt attcgataaa
  4756561 cctttttctt gtttacttaa ctcaatcgat gcagctttta attttttacg agcttcgtac
  4756621 tccatcgttt ctggatttaa ttctaaaatt tcttttcctt gttttaagaa gaagccttga
  4756681 cctgttttgc ttccaagcca ttttttatca agcatgtcat gcatgaaagc tggtacttta
  4756741 aatacatcgc gctctttttc ttgtacgttt tcatatacgt tatttgcaac gtatacgaat
  4756801 gtatctaaac cgacaacatc taaagtacgg aacgttgcgc tcttcggacg accaataagt
  4756861 gggcctgtta ctgaatcaac ttctccaatg ctatagccgc gttttaccat ctcttgaaga
  4756921 gttactaata aaccgtacgt accgatgcgg tttccaataa agtttggtgt gtcttttgcg
  4756981 ataacaacgc cttttccaag aacgtcttcg ccaaatagtt tcatgaagct taatacttgt
  4757041 ggatcagttt ttttcgtcgg tattacctct agaagtttta aatatcgtgg tgggttaaaa
  4757101 aagtgtgtgc ctaagaagtg tttctggaag tcgtctgaac gaccttctgc cattttttca
  4757161 actgaaatgc ctgacgtatt cgagcttacg atagaacccg gtttacgaac agcatctact
  4757221 ttttcaaata gttttttttt aatatctaag ttttcaacta ctacttcaat aatccaatct
  4757281 acatcagcta gacgctcaag atcatcttct aagttacctg cttcaatcag tgctaaattt
  4757341 cctttcactg tcagaggagc tggtttttgc tttaatagtt tttgcacagc cgtattacta
  4757401 aaacgatttc tcacactttt atgttctaat gtaagtccct tcgcctcttc ttctttcgta
  4757461 agcgcaggtg gtacaatatc aagcaataat gtcggaatac caatattagc taagtgtgcc
  4757521 gcaattcctg aacccattac gcctgaccct agaacagcag cctttttaat ttggaacatc
  4757581 caattctccc cctattcttg aatgaatgct cattcaattt ttcgacataa gtcgcaatca
  4757641 atgagtgagc ctctactaat aaatatatga tactgtttaa attttcgcaa tatatttatt
  4757701 gataaaattt tctgaaataa atatttttct tttatttgcc catgctatat atgtattttc
  4757761 ttcactaaaa tacactttcc ctttttataa tctgacgaaa ctggaggaat atatatggca
  4757821 aaacttaaga agaacccttc aaaggctgga attagcgcag cgagtgtgac aggaaacgct
  4757881 ggaccaactg atcgaggcgt agaaaaagga cgtcaaggta ataaccaaca atataagaag
  4757941 cataatatgg gcgaaaaata acgctatatt tttgggcaga gaacgtggca taatgggtaa
  4758001 tggctgcttt ttctgcccaa tttatttgta acaaatgagg gaattataat gaaacgaaca
  4758061 atagttatga ttgtaatgat tgccacacta tttacaggga tgattttctt ctcttatgca
  4758121 caaagacaac aagctgtaag agccgatcag cccagcatca ctggacaata cggaattaca
  4758181 atcgatgcag acacaggtga aattttgtat ggaaaacgag aagacgaacg ctcttatccg
  4758241 gctagtatag ccaaaatgat gacaaccctt cttttactag aaaatgtaaa agaggatgaa
  4758301 gaaattacag ttacagaaaa cgcaattaaa acagaaagtc aaagtaagaa aattaaactt
  4758361 cgtgctgggg aaaagttaaa acgtgatgag gcattaaaac tgatgcttat cattagtgca
  4758421 gatccaatag ctgaatccat cgcagaacat attgcaggat caaaaaatga atttgtaaaa
  4758481 atgatgaatg ctagagcgaa ggaacttggt acaaaacatg cgactttcaa aaatgcaagt
  4758541 ggtgctgatg cattaggaaa caaagtatca ccatatgaca ttgctatgat tacgaaagaa
  4758601 gcattaaaat acccagttgt tttagaatat atgaattcaa cgcgtacaac tctacatact
  4758661 tcagaacgct ctccaaacat cgcaaactat ggacgagaag aactatatga cgatccatat
  4758721 gcaattggaa gtaaaagcgg tctatcagca ctcggaaaat atacagtcgt aacagtggat
  4758781 gagaaagacg gtaaacgcgt cattaatgtt gtattatctt ctactcgcaa gcaactgtat
  4758841 cctgatacga agaaaatggc acattacgca tttcagcaat taaaataacc aaggagtatt
  4758901 tactccttgg ttatttttta accatacctt ttaatacgaa cgcaacgttt gctggacgct
  4758961 ctgctagacg acgcatgaag tagccatacc agtcgtttcc ataaggtacg taaacacgca
  4759021 ttttgtaacc ttcttttact agctcaagtt gacgctcatt acgaatacca tatagcatct
  4759081 ggaattcaaa ttgatccctt ggaatgttgt gttcttcggc aagttttttc gtatattcaa
  4759141 taatcgcttc gtcatgtgaa gcaattgcag tataatttcc atttaataag tgcattttaa
  4759201 taattttttt ataattgtca tctacatctt tcttgtccgg gaacgccact tcttcaggtt
  4759261 ctttataagc cccttttaca agacgtaaat taggattata cgcatttaag tcttcaatat
  4759321 ctttttctgt acgatatagg taagcttgaa taacagtacc aatattatcg tactcagatt
  4759381 ttaactgttt aaagatatca attgtctttc cgcagcgtgt ataatcttcc atatcaattg
  4759441 taacgaacac accattttct tttgcagctt ctaaaatacg gcgcatattg ttcattacga
  4759501 tttcatcaga gatatctaat cccatagaag tcatctttaa agaaagttgc gaatcaagac
  4759561 cttctcttcc aattgcacgg attgcttcaa tcgattggtt agccatttca tttgcttccg
  4759621 cttcattatc aacgaattcc cctaaataat cgattgttac acaaagtcct tgcttgttca
  4759681 atgcctgaat agctgctgtc gctaattcaa ttgtctcccc tgcgacaaag cgacctgcac
  4759741 caaagcgtaa accgtacttt ttagccagtt ttgttagcgc tttattttta gataagaaaa
  4759801 gaaacgaatt tcgcattaat tgttccatgt aattcacccc tatgacttga tttatctgtt
  4759861 ttttacccct cttcaaaatt atatcattgt ttaaaattat tggatacaaa taattattta
  4759921 gataatttat aaaatactat aaaaacattt aaaaccctat atttccgctt ataaatatgt
  4759981 aggaaatatt tttcgacatt tagaaaaaac gagtttacta ggcacaaata agcatgtcga
  4760041 aaatattcga catgcttata aaacccttta tattccatgt aaattatatg aggatattaa
  4760101 tacagaaaac ttgagattat atttacctca agttttttta ttgctcattt ctcttctctt
  4760161 cattcagctt tttaatattt gtaattaact gtaccatctc ttcttttgca tcaggatacg
  4760221 tctcattcca gtgcttcact aaagccggca tcgtcttagc tatataagaa tatagtgccc
  4760281 acttctgtac ctgttctttt ctctcttcat tgctctctcc aagtaatagt tccgtgtatt
  4760341 tctctaacaa cccgtcaaac tgttcgttaa acttttcact catcttatct acctcctata
  4760401 tgaaaaaagc agcgaagatc gctgcttttc tttataattt tgatcgaaca gagtttaatt
  4760461 ttttctccat tgtgcttact ttatcacgac gatcatcgat acgaattgtt gttgcaacgc
  4760521 gctgtgcacc tttcgtatat ggaacttcat gcatttgttg aattacttct agaatgacag
  4760581 gaagatctcc ttcaataact gtattcattg gtgttaattg atacttcacg cgatctgcat
  4760641 ttttctctag caccttttgt acttctgcta catattcact aacacttgga ttacctgttc
  4760701 ctactggaat aatcgatacg tcaacaattg ccatagtagt cttcctccta taattgcttc
  4760761 ttatatatcc attatctatt ttaccgaaat acgcatcatt ttactaattt gttattcctc
  4760821 tattttaaat tgctcaacca atctttccaa gtctctcata tgctccgtca aactttccat
  4760881 cgtatgagct accttttcta aatgattcac ttgtgattca gttgcagcat ttacttcttc
  4760941 cgaaacagct gcactttctt gactcgtacc agcaattgta tgcattaccg ctgtaatttc
  4761001 tccttgctcg tgaccgatgt tatgtacctc ttctacaatt tgttccactg aagtactaat
  4761061 gatattaaca actgacataa ttgtacggaa ctccgcctct gcttctgtcg taacattatt
  4761121 ttgtatatcc gcaatatctt ttaatttact tacaacttct acaactcgtc ttacctctac
  4761181 ttgtacatca ccaatcatcg tcgcaatttc tactgttgct tcttttgatt gttccgctaa
  4761241 ttttcgaacc tcttcagcaa caacagcaaa gcctttacct tgttcacccg cacgtgccgc
  4761301 ctcaattgaa gcatttaaag caagtaaatt cgtttgatcc gaaatacctt ttataagctc
  4761361 tacaacattt tgaatcgatc caaccctttg ctccaacttt ccagatgctt cctctgtatg
  4761421 aacaacaatt gaagaggatt gttctcttgt acgaactaaa tttcgcatcg tattcaatcc
  4761481 ttgcttagat gcctcttctg ctttgccagc tactcctttt atttcaccaa cggagctatt
  4761541 catttgttcc actgactgta tcatattttc aagctgctct gaaacttcat ctacactatt
  4761601 tgcaagagtg gatgctcctc cgcttacatc atccattgca cctgacactt ctttactagc
  4761661 tgctacagtt tcattcgtta aataatgtag attattcgtt gatcgttgca cggttgatac
  4761721 actattttta attttactta ccatttcatt catttgctca accatatgat taaaatggtt
  4761781 cgtcagttct ccaacttcat ccttacttgt cactttcatt tgcaacgtta aatcaccttc
  4761841 tgctactttt tgaacgtgat tcgttaatag ttgcagtggt cttgctaatc ttcttgagaa
  4761901 caagtatgaa gctacaattc caacgaataa gctaatacat gccattataa tgactgtatt
  4761961 tctcgtacta tttaatagcc catcaatcgt ttctttcgga taaacaatcc caattttcca
  4762021 tttcatctta tcaaacagtt gactataggc tactacatct tttccgccta atgttgtcac
  4762081 cgcaaatttt gtttcatctt tattcaaact ttttaaaagt ggttcctttg aaacatcttt
  4762141 tcctactttc tctgggtata caatggcaat atttttatca tttacgataa acatttctcc
  4762201 gccgttatta tattgaatat tgtggagtag cttttgaatt gttcctaatg atacatccat
  4762261 tgctactacc cctaatacag atccatcttg tccgacaatt gcttttgaca ctccaatgct
  4762321 taacttacct gtcgcgattt catattgtgg ttgtccccaa ataatcgatt tcgtatcgga
  4762381 ttctgatgct ttataccact gacgactcgt tggatcatac ccttctggta cttttcctcc
  4762441 gtcagcgaga tttgcgctca acgttttttt atcttttgtc ccaatgtata catctaaaat
  4762501 atcaggatgg ttctttttaa atcttgaaaa ctcttttaaa ataaagctct cttcttctag
  4762561 agtaactcca tcttgtagca tgttttgaat atcatcatga cttccataat gccccatatc
  4762621 ttcttcaatt cgctgcataa atgcagttaa ctgttctgtc acaagatcca tcgtattttg
  4762681 agaatactgg tctaaggagc gcacttcctt ctctttctgt aattgataca tagctgtacc
  4762741 taatattacg aacatcatag aaataagtac cgaaaatact accgcaattt ttaaacgtaa
  4762801 acttcttaac atatccccca aagcatcccc ttcgcattga attcaaatct tattaatcat
  4762861 tatattaagt ataatagata aaattaaaaa attgaaacta attctcactt caatctgagt
  4762921 agaaaaccta ctactacttg tgcaaaaaca aatagttcat tatccttaaa ctatataatc
  4762981 tcattcgttc ggagggaact atgttacaaa aattcggttt ctcacaatat gaaagccaag
  4763041 cttacgaagt tgtcgtatca agcaacgagc cattagatgc tacaacgatt gtgaagcatt
  4763101 ctggcgtgcc aaaagcaaaa atatatgaag tgcttgcacg cttaatcgat aaaggaatgg
  4763161 taatggattc tgtttcagag aagaaaaaga tgtatacagc attaccactc aagctagcaa
  4763221 ttgaaaaatt aacgacagaa tttcaatcca atattaaaga actagagaca actatatcga
  4763281 aaaaatcatt tacagatgac cgtgtatgga gcttaaaaat gcaatcttct attcgcgttc
  4763341 aaagtaaaga actcatcgaa aatgcaaaag aatcaattcg catttcagct tggaacgata
  4763401 ctcttttaga atatcttccg ttattagaag aaaaagcaaa acaaggcgtc aaaaccgaat
  4763461 cccttatagt tggaaaagta gaaacagact tagaaaacat gcattttcta atcccagccg
  4763521 aagagcctaa cgcgctagag cgatacttac tgctcatcgt tgacgaccgt gaaattttat
  4763581 ttgctggcgt agagcaagag tcatggcaag caatgaaaac aatgtcacaa cctttcgtga
  4763641 agttctttac agaattcttt tatcacgacg ttgcacttgc aaagattacc cagaaacacc
  4763701 atgatctctt tatggaagat gaggaaatta agagtttatt aatgaagttg agatactaaa
  4763761 aaaacgcctc tattacaagg cgtttttttc tacatttctt ttctattttt cattcttaac
  4763821 acataagcac ccgcaataat aaaactaatt cctaaaacga ataaagacgt aaattgattg
  4763881 ctgacaccgc cagtagctgg taaacgcact tcattatgag tactaggttg ttgcattggc
  4763941 ttcacatcag cagaaggttt cacttctcca ttcggtgttg gcttatttgg cttagaagga
  4764001 aacgatgcct tttcttcttt cttatttttc acaatatgtt taataatttc tccattctct
  4764061 tttatttcaa atccgaactt ctcttcattt attacatatc catttggcgc tatcgtttct
  4764121 ttatacgtgt actttccgta tggtagtttg aatttcgcta taccttgctc atttgttttt
  4764181 ccttttacta cttctttccc ttgttcgttg tagattgtaa actctgcatt tggtaatttc
  4764241 gtattcccat ctgctacatc tactttcgtt atttctaact caccttctac cttcttatct
  4764301 tgaacgatat gtttaataat ttctccattc tcttttattt caaatgcgaa tgtctcttca
  4764361 tttattacat atccatttgg tgctattgtt tctttatacg tgtattttcc gtatggtagt
  4764421 ttgaatttcg ctacaccttt ttcatccgtt tttcctttta ctacttcttt cccttgttca
  4764481 ttgtagattg taaattctgc attcggcagt ttcgtatttc catccgctac atctactttt
  4764541 gttatttcta attcaccttt tacattttca tttttcagct ctaatacagc agtttcacca
  4764601 gttttcactt caattttttt aacacttctg tctaacacat atccagctgg cgcttgaatt
  4764661 tctttgacgc tatatatacc gattggaaga ttacctaact ccgcaatccc cttatcacta
  4764721 gtcgtaacat tttgtttaaa gttttcattc gaaacttcaa acaccgctcc ttttaatact
  4764781 tccttttttt ctcctaattt cataatcttt aaagagccta ctgattccca atttacaact
  4764841 aaatctgtac tgattttctc actatttctt tgtaacaata ccgttgtatt ttgaactttt
  4764901 tctgatcctt taaaagctat tgcttgtaaa tttgttaaag tagacttcac tttcatttta
  4764961 aagttaccac tactcgtatc tttcggaagt aaaattttga atttttcgtt aattgataac
  4765021 gtacttttct cttcaccatt ttcatttaca attcgaagcc ctttaggagc attttcagga
  4765081 agaattgtat aagagccaga aaccgcattt gtttgcactg cataaaatcc tgtttctaaa
  4765141 taatcaccat tttgtgtagc agtttgtgaa tctacaggat taactttaaa gaatacatct
  4765201 tgtgatccag tttctttctt tgaagcctct actaaacgct tcataagatt atgtacacgt
  4765261 tcattttttg caactaaatc ttcttccgtt aattcatttg ctgcaatcca tactgctaat
  4765321 tgtgtagcat aatgcgcttc ttccgttgtc gctacaccta attcagatgg gcctttttga
  4765381 ggatatccat ttaataaaac acgatatacg gcatcagatg ttttccccat ttcaggcaaa
  4765441 tcttctccat tgggagaacg taaatcaggc gttaaacaat acgcaatact ccccgaagcc
  4765501 gttttaatta tttcggtctt tatttcacgc tgtttcgaat tactatagct ccaatccatc
  4765561 ttatatgttt ccctgttcat tacttctgcc tttacttgtg gcattgcaat tcctaataaa
  4765621 ataataagag cacttaaaaa actaaaccat tttcctacca tctttcgttt cattctctcc
  4765681 accaccatat ataaatttct acatgaagca atcttactgt ttcattgtac ttatagtgaa
  4765741 aaaaagagaa taggtggttt ttttgtagta tcttgtcgaa ttgttgagaa agttccaaag
  4765801 taataagcca ctttaaaact gtttgttgtc atggtgctat tgacaaataa atattacatg
  4765861 ttttacattt tcaaacataa taaaaaaggc actttataag tgccttctta acttacggga
  4765921 aacaaatttc aaacgaatac atattactta tccttatcct ttatctccgt caacaactca
  4765981 attattttct cattttgctc cacttgtttc tctgaatttt gatagatgaa acgaacccat
  4766041 cttaatacaa aaacaactat caatatcggt agtagcgcaa ttatcatgcc gaataccgag
  4766101 aaattagaca tcattttcca tcacctcgct atatacacct ttctccatct acccaccaaa
  4766161 cccttccatt ttttacaaat aaaaaagaac ctatcaaacg atagattctt cttttgcaaa
  4766221 ctgagtagaa cgtcctctcg taatcgagaa aatcgcacaa agcagcgcta atataataaa
  4766281 gccgcctcct acccaagcat tatatataac agacgatttc tcaataacaa ctccgcctac
  4766341 tgttgaaccg agcgcaatcc ctaagtgaag ggcagagtta tttaaacttt gctgaatacc
  4766401 agctgattct ggtgcaattt caatcaaata attttgttgt gctggcgaaa tagcccagct
  4766461 cagcatactc caaattccca tcataataat gaacagcggg aacgagaatg tcattaatgg
  4766521 caataggaag atcgcacacg caaatacgat aataattgaa ataatacttt tcttcgatcc
  4766581 ccatttatca gcaagccagc ctccgaagcc gcccccaatt actgctgcga ttccgaagat
  4766641 gaagtaaaat acactaatcc aattcgcttc cacatgcatc acatctttta agaaaggtgt
  4766701 taaatatgca tatagtgtta aatggcccgt taaaaataag aatgatgtta actgtgcact
  4766761 tacgattttt ttatctttta acgtagcaat ttgttctctt attgataata ccgatgtcgg
  4766821 tggtactttc gttaagaata atgaaataca agcgattgcc ataactgtta agattgaaat
  4766881 gagtacaaat ggtgcacgcc atccatatgc atttccgagt acaaggccaa gcggtactcc
  4766941 aagtacaagt gatccactaa tccccatgaa aataattcca attgcacgcg cacgaaaatg
  4767001 cggttctaca acgctagaag caagtgttac tgacagtgca ataataagcg aaccactcgc
  4767061 cgcacaaatc acccttgaga acattaacat gccgtaattc acactacatg ctgaaataat
  4767121 atttccgatt aagaaaattg ataatgcccc aacatacaat gtttttcttt caaacttccc
  4767181 tgttaatgct aataaaacag gacctgataa agcaaatact actgaaaata ttgtgataag
  4767241 ctgaccagct gcactaatag atactcctaa atcattggca actaaatcaa gcgttcctcc
  4767301 tataattagc tcaactgttc cgactacgaa agccgcgata gctaaaatat acacacgaaa
  4767361 attcaagtct ttccccacgc tttctatttt ggttactacg actatagtaa ccaaaataga
  4767421 agttgaacac aagtacaatt tttttacagc aaaaaaggta ggcgtatgat acgcctacct
  4767481 ttcaattatg acacttcagt tttgttcttc ttatttaaat accaatatac cggaagtccc
  4767541 gtaaagacaa ttccaattga taagaaacaa cttagtggat cgttaataat cgcactaccg
  4767601 attacaaaga gtgagcccaa aatcgcaacg attgggacga ttgggaataa cggtacactg
  4767661 tatgcacgct ctttattctt attacgtttt cttaaaatga agacaccgat aaacgtcatt
  4767721 acgtagaaaa tataaataat gaatacggaa atctcagata gcttatttgg atcactaata
  4767781 atcattaaaa taattcctaa aatgatttca acagtaatcg catttgctgg tgttttaaat
  4767841 cttggacttt cctttgcaat aaacttagca aatggaagtt gtccacgttc tgccatcgac
  4767901 atcgggatac gtgggaacgt taaaatcttt ccatttaaac aaccgaaaat agatacgata
  4767961 ataccgatac taataatttt cccgccatat tccccaagta gcatgcccgc agctgtcgct
  4768021 gttgcatttt ctccaagttc tacaatttgc gttgctggta atacattcag taacgctaag
  4768081 ttaattaata cgtaagcagc tgttacaatt aaaatcccaa ctgtcattgc tttcggtaat
  4768141 agctttgttg gattcttcat ttctccgcca atcgaagcaa gtaaaatcca gccgtcataa
  4768201 gcaaataacg ttgctaagat cgccatcccg atactttgat tttctgatat cggcacaact
  4768261 acgttaaaga tatcgctatt ccctttccaa aaacctaaca caacaattaa tacgattgga
  4768321 atcatcttcc cgattgtcgt gatcgtttgg acgatacctc cgtattttgt tcccatacta
  4768381 tttacaacgc caaggaacac aactgttcca attgcgattg gtaaattcca tactttatct
  4768441 aaatagaaaa aattaatcat taaagaacta aagtataacc ctaatgttcc aataatagct
  4768501 ggcccataaa caatcgtttg catccagcct gataaatatc cccaaaaact tccgtaaatc
  4768561 tcctctaaat acgtatacaa cccaccattt ttcgggattt gcgctccaat ttcagctact
  4768621 gttaaaccac ttgctaacgt taacagacca ccaattaccc aagcaagaat cgccatatta
  4768681 gaactccccg agtaatctaa tacgctccct ggtttcataa acacaccaga cccaataatc
  4768741 gttcctacta cgatagaaag tgctaccgtt aaaccaattt tgttcttctc atcatgatgc
  4768801 atgctgcgta tcctccttcc aatcctagtg tgatgcaaaa atgaaataaa aaaacactcc
  4768861 tccctaaaaa agggacgagt gttatattcg tggttccacc cttgtttcaa ttcgcaaagt
  4768921 aacacacttc accaatttct caagtctaaa ataacggttt ttgccggcaa gcaattacta
  4768981 gatgttcgtt cactgctgca gttcagaggt ggtaatccat tttttcgtat taggaagctc
  4769041 acagccaaag gcttccctct ctgagaatcg taaaaaattg atcgtgtcct catcatcact
  4769101 tctcgatgtc gaattttgta gttattgttc attatattga attgttagaa aaaatcaata
  4769161 tattttttta tataacatac gaaatatttc tcttcttata ttataacaga agttacgaca
  4769221 cttctctaat ttcctagtat cttcggaaca gtgtagcgat aaaaaattat atcagcgatt
  4769281 tttcagatat atcgatttac caacaaaaaa cgacaataag taaggggaga ctttctaaaa
  4769341 gaaagtctcc ccacatacat accttccggt tgcccacacg aaagctacgt aattcgatta
  4769401 tttatcttct ttgttcataa aaaacttgtg atgcggaagc tccacattta atgcctccaa
  4769461 ctgtttcttt tcattgtcta aaattgcttt tgcttttgtt tttgttgcct catctaatcc
  4769521 tgcaaatata tcttcatgct tctttttctc tgggagtttt atacctagtt ttgttaattc
  4769581 ttcttttgat tgctcatgcg ttaatttgcc ggatttttct tgttcaaaaa ttgacttcac
  4769641 tttttctttc gcctgttcat ctaaattagc aagcatatct ttacgcttac ccttctccgg
  4769701 catgttcacg cctaacttcg ttaattcctc ttttgcttgt tcacgtgtta atttcccgga
  4769761 cttttcttgc tctaaaatcg acttcgcttt ttctttcgcc tgttcatcta atcccgcaaa
  4769821 catttctcca tgtttaccct tctccggcat ttttacacct agttttgtta attcctcttg
  4769881 cgcttgttca cgtgttaatt tcccggactt ttcttgctct aaaatcgact tcgctttttc
  4769941 tttcgcctgt tcatctaatc ccgcaaacat ttctttacgt ttttctttct cgggaagctt
  4770001 tacacctagc tcctctaact gcttctttgt atcatccata atcgttttta ctttttgttt
  4770061 tgtagcgtca tctaaatcct ttttcgccgt ttttgtcgct tgctcagctg ctggagtatt
  4770121 cgttgctgcg aatgctggaa taccgactcc tccaatgatt ccgaatgata aagcacctgc
  4770181 aatcgctaaa taccccactg ttttcttctt cataggaaat ttcctccttc atatttctaa
  4770241 tgcatgtaca ctttcgtata caatgcctat cgtaatgagg gtttcttaac atttccttaa
  4770301 cgacttaaca aaaaaacacc gctcatcacg agcggtgttt ctctaagctt tttgtaattg
  4770361 taactcttca cgttccatta tttttcttaa tacgattgtt tgcatcattg taaataagtt
  4770421 acctgttatc cagtacaaca caagtccgga tggcgccgca aatcccataa atagaatcat
  4770481 tgcgggcatc ataatttgct gcatctttag catttgtact tgttctccag acgtactatt
  4770541 cgattggaaa actttcatct gaataaatgt cgttaacgct gcaataatcg gtaatatatg
  4770601 ataaggatct gcatgtccta agttcaccca taaaaatgta gatgtgcgaa tctcttctgt
  4770661 tcggctaatc gcataataca aagcagagaa aatcggcatt tgtattaata gtggccagca
  4770721 accagcaagt ggattccaac cgcctgattt cattagttct gacatttctt tttgatactg
  4770781 tttttgtttt tctagatctt tgcttacatc accgtatttc tgctttagct tctgcaattc
  4770841 aggttgcatt tttttcattt tcgcttggct acgatattgc gaaacagcta atggaatcat
  4770901 tgctgaacga ataacgagcg tcataataat gatagcaatc ccaaagctag ctcccggtat
  4770961 atgatgagca acaaattgaa tcataaacga gattggatat acaaagtaat gatcccaaat
  4771021 tcccgtacta tgtgcatcaa ttggggttgc attactgcaa ccagataaaa caaaaacaag
  4771081 taataatgat aaactaacga gcacagctcg gtatgatttt aacatgttca ttcctccaat
  4771141 gtttcgtaat tatttagcga aacattggtg tatacggacc gacctcgtca ttctcttcac
  4771201 ttgattcttg tctacgtaca gaacgaatca ttccatattt ataaaaaata gaaaatagcg
  4771261 gtacattccc tgcactatct tcacatgtat caactaacgc aaaagctctt tgtctaccgc
  4771321 tcgatgcttg ctgacgcaca aagcgagaaa cgttagcaag gaagaaaact tctaataaac
  4771381 aaagtgctgt cgttacaaac gatatatata gaattgcatc ctgcaataaa aattccatcg
  4771441 cttcacatcc ttaataaggt cattttagca cattcggcaa acattctcta tttcctttta
  4771501 tcgtcaaaaa aagtattttg catattttct caagaaaata ataattgaga aacattgtat
  4771561 tcgctttctt tagtatattc acacacatca atgaataggc ttgatttatt agaaatttat
  4771621 aaaatttttg cattataata aaactattgc cagtttttga aaaaaccttt attctcttct
  4771681 tgtaatcaaa aatgaatatg gagatgaaac atactatggg tcaactagga gacgccgatt
  4771741 acgttcccga caccgccttt ttatccttcc cagcagctaa aacatttcac ttagaattta
  4771801 tcatacagtt ggttgttatt ttcgtagctt ctattttgta tgcaatttct atgaatatgt
  4771861 tctttatccc gcataatatg attagcggtg gattcgctgg cgtagggatg attatcggtt
  4771921 atttaatgca ctacaatatc ggtgcactta tctttttact aaacattcct cttcttattt
  4771981 taagtcactt ttacttaggc aagaagacaa cctttttaac agcgtacttt gtagctgtat
  4772041 catcgttagc gatgaacatt atccctgtac accaagtttc agacgatatt ttactttctt
  4772101 ctgtattcgg tggtgtaatc tgcggagcag cttccggaat catattccga tttgcttctt
  4772161 caacaggtgg ctttgatgtt gttggattga ttgtagcgaa atatcgagat gtttccattg
  4772221 gagcaattat tttcggattc aacttaatct tacttgttgt agcaggattt attttcggat
  4772281 gggatattac actttatacg ttaatcagtc gatttgtagt cagcaaagtg atcgatgctg
  4772341 tgcatacgaa acatattaaa ttaacaataa tgacaattac tgaaaaaggc gaggaaataa
  4772401 aaagcgccct actacatcac ggcatacgtg gcgtgacaat ggtagatgct gtcggcggct
  4772461 atacaaacca taagaaaaaa atgatttaca ctgtcgtgac tcgctatgag ttaggcgaaa
  4772521 tgaaacgtat tatccgtcaa gtggataaca aagcatttat gaacattact gaaacagttg
  4772581 aaattgtcgg ccgtttcaaa cgcatataaa aaagcgcaag gaactaatat tccttgcgct
  4772641 ttttattttt tacacttatt acaaaatcag ataattctat tattatgtct ctaaatgtgt
  4772701 tataataaaa acagactcac aaaaaaagag tatatagact tggaagtttc tcatatttta
  4772761 caaacaaaaa gaaacgagca gtcgggtata tttcaatcat catacacgta acggtttaaa
  4772821 aaaccgatca ctcttcaatg atctttttat aaaaagatac gtacaactaa aattcacttc
  4772881 aatatactat acctaccttt ttgacttcca aatcatctta ttacataggg agatgaacat
  4772941 atgaatcaat ctatacgata tacaatagct gtcctgtttg ctattatcgg cggaacaatc
  4773001 tgcttctgga caaacaatca gcttggagag aatatcattt ttaatggaat cgaaacactt
  4773061 gtaagcgctt caattttagg tggatacatt ttcttcctct ttaacccaga agaaaatgcg
  4773121 caaaaaacaa tgttattaac aatgatcgga atcgttggtg gatgtatttc ctactcaatg
  4773181 actaactata cattaccact tcaattaagc tcagctttct tccacggtct atggacttgg
  4773241 ttcattgcat tctgtctagc agatgtattc aacctattac aagacaatga agaagaaaac
  4773301 ggtcgccaaa ttgaaagtaa ctcgtaagct ggaagatatt cttccagctt ttttatgttg
  4773361 ttttgcatac cacggcatca caataaaaag aagttaccct cacagcaact tcttttccac
  4773421 ataccccacc cagtaccaac cggattatat caacgatttt tcaaatatat cgatcgtttc
  4773481 tccacttata tcaacgattt tttcattata tcggcgattc gacacaagat atcgatttaa
  4773541 cgacaacctt cgacactcga aacgcacaac ataccctatc ccccaagcaa tttactgccg
  4773601 agctctacga ttaaaaagat aactaataaa atcgcaagta tctttaatgc tacatatgcc
  4773661 actttaaaaa caacataaat gagcaagacg attaaaataa tcgttaaaat ttccatctag
  4773721 aattcctcca agctttgctc ctcacacctt attttactcg caccagactt tttatggaac
  4773781 ggcataagac gacatagaaa aaagaggata cctcacccat cgtaagatac cctcttcttt
  4773841 agctgctcaa accattctct ctctaattgt aaatatccca tctcactctt ctcagcgctc
  4773901 ttcaattctt tatcagcttt cctcatataa gtgcgagatg cttccatatc gcactctaaa
  4773961 tatttaataa ttccttgtgt acggtaatat ccgtttaaat ccattttggt gatagctttt
  4774021 gcatgttcct ttgcttcttg caaagaaaga ctatccatct cataaagggc tttatataaa
  4774081 aggtaccaac tatgaaaact actaacgaaa aacttatttt ctttcgttac aggttgtcga
  4774141 acaattggtt ctatatacgg tatagctctt tccattccct cttgatccgc acgagccaaa
  4774201 aagacgagca taagtctgct cattatatct cttatccctt tattctcttt tattttttcc
  4774261 tcactcagtt ctactaatct ttcatcccaa tctctcggtc ttttataact aaataactca
  4774321 ctcgatattt gaatctcata taaatgattt ctagctcttt catcatcttt aattagaata
  4774381 agaaattgca taccatcact cataagagtt ccttttatcg gcacaattgt aaccgcaaag
  4774441 attgcaaaat ggaaaaagga aaaatataaa agatattgat aataactcac catatatatg
  4774501 taaccgaaag taataccaaa tagtaaactc gtaatcggcc cacctaaagt gagccacgcc
  4774561 cattttttcg aaagattcgg tgtctctata gaaggtggta ctagtgttgc aacgcctcca
  4774621 aagtacgccc atagtttatt ttctcgagtg cgtaattttc ccttttctgt ttgaatagta
  4774681 atgggtccta ctgtcataaa tttaaatgtc aaaccaccta ttacaccaaa tactacatgt
  4774741 cctagctcat gaatggctaa cactaacaat gaaattccaa ctattgccca taggttcaaa
  4774801 attacttcta atttcccagt tcggattact ccgtataaaa tggacaaaac taacgccgcc
  4774861 gtcatagtac cagctggcct tcttaaaata tccacctttt tctcccctta ataaatcatt
  4774921 tttctatgca tttcgtacat aaattttccg atatgtaata tccaaataaa cgagattaaa
  4774981 ccaagcaaca cgaaattgat atcactaact gctgtatata taacggcagc ccaccacaca
  4775041 tatgccaata ctttattcgt aaattcgtac gctttatatc cagcttcatg cacaatgtgc
  4775101 tttaatcctt catcagcatt tttcttccac atctccatcg attccatata cgttacacct
  4775161 tgttcagggt aaagcttgtt ataacgattc ctcgccataa tcccaatgat tactataata
  4775221 atcgtaaaag cagtagcagc tatcatattc caaattgcga aggaaacatt tgcatcatgc
  4775281 atgaatgcac gtctacatgc aataactgca tatacaaacc atgcctgcgt aactatatca
  4775341 cctatacgta aatacataat tacaatcccc aattttctac cttgtacact ctcttcttca
  4775401 tcacgtgcct ccgctaacat acgtgtattc ttccaagtgt aatacatcat tatcattcca
  4775461 aaaagagtac atacacctat taatatattg ggtgataatt ttctcggttc atccgagagt
  4775521 aaatctaaag ctatataaga tgcaaaaaag ccacctacca tacttaatat gagtttgcaa
  4775581 aaactaataa attgttctcc cagtttactc ttcaccatca tcttccccct ccactaacgt
  4775641 gaatatttcc tccaccggta cattgaatat gtgtgcgatt tttaacgaca atacaataga
  4775701 tggtgcataa tccccgcgct caattaaact aatcgtttgc cttgatgatc caatcgcttt
  4775761 ccctaaatcc ccttgtgata aacgatgctt tgctcgcaat tccctcactc gattttgaag
  4775821 cttcatatct tccctctttt tcatttattt aattaaaatt gtaaataata tccttatttt
  4775881 tgtcaattat aattgtcatt ttgacgttaa taattgacaa aaataaagat atattatgat
  4775941 ggaaataacc tatataatga atgtgaaata ttaaacaaag gaagtgacct atgaataaaa
  4776001 catctacttt ttcctatatt cttactaaac ttacagcgac tttcttttta ttattactta
  4776061 ttagcacgct tctcttaaca actagtcaac caacattata tagtttctta gctggattac
  4776121 gagaactact atattttccc ttcgttcctt tccttgcggt atatgcaatt ttttgttcta
  4776181 tttgcataga taaattgaaa ttaaaaacat atacaagact gaagacatta ttactttaca
  4776241 ttttttgcgg ctatttattt tttcttccat tcttaatatt taaagaagct gatctaatac
  4776301 agttcttgtt cctcggatca atcggagcag tatgttctct ttctttctat ttatgcacag
  4776361 tcatagcaac aaaatttaag tggatacagt atttcgtacc aagcattatg tttattatat
  4776421 ttatcacaat tcacttagta gatatagcaa ggattggaac atcaaaagaa caatgggtcg
  4776481 aaacaaaaac cgataactct ttcgaagcat cttttcaaca ttttagtggt gaacataaag
  4776541 tcccaattga actaaaacga ggtgacatat tagaattcac tattgaatca caaggtgaaa
  4776601 attcgaatgg ctacataggg gacataaaaa tggctagtga gtttcaagag gaagaaaatt
  4776661 atttagctcc agctggccct aatacgtacc atttcgcagc aattaagaca ggcacttatt
  4776721 acattatagt tagcggaaat caatcaaaag gaaagttaaa aatcgattgg aacataaaat
  4776781 aaaaaaggca gtgcttttgc actgccttcc taaattctga catagaatgg attccatctt
  4776841 aacttgcgtt ttgtaataat gctcgtttta actgtttacg gaaacgaact cctaacgtaa
  4776901 ttgctacaat cacaatcact ccaaaaatga ttttaccgat atgaccttct agcgctccaa
  4776961 aaatatcatg taaattgcca cctaaccagt aaccaccgat taagaagaat gatacccaaa
  4777021 atagagcacc tgaataaatt gtaattgcaa agcggcggaa tggtaagtta ataattcctg
  4777081 caaagtatcc tgtaaagtga cgtacaccag gaataaagaa accgataaag attaggaaat
  4777141 atccatactt atcaaaccac attcttgtta agtcgatttt tctttgtgtt aaaaatacgt
  4777201 atttcccata cttttgaata aagggcatac ctaatttatt tcctaaaaag tattgaatcg
  4777261 tcattcctac acttgtccca ataaaggata gaatgattaa aatcggtaaa cttaaatcac
  4777321 ctttatgtgc taaaaatccc gcatatgcta acgttggctc tcccggaaac ggaagtgcga
  4777381 tatattctaa cagcaaaccg acaagtacaa catagtaccc gtattgctga aataattcat
  4777441 gaatccattc catgtcatct ctcctttcaa tcacgtgcaa catcttacta atattgtata
  4777501 aaaaaattgt cgaaataact atcacaatag cttacatttt attacatttt tgtaaggctc
  4777561 tcactaaact tttacgttct ttatttactt tcattttcag acaacttaac aagtatataa
  4777621 cgtgagaaac cagggcctta atatgcattt tttatccatt ttttaacact tgaaaatcgt
  4777681 tatattttgt tcttaataaa aaaccactac aaactcatac taacttcata ttagcttcat
  4777741 atacgtattg taagattata tcggaatttg ttgaaaaatt taaccaatat atgactaaac
  4777801 attaatttga ataaatatta atcgcttttc gaaattgaaa aaagggtgaa taagaaatgg
  4777861 aagcttataa aatgcacgat tttattaata caaatgttga atctcaccaa aatgaaaccg
  4777921 tttttaattt gcacatatgt gaaacaaatg aatttgacgt aagtttaaca aagtctacaa
  4777981 cactgtcttt tatcgtttca aaaaagaaca ttaagattgt tacgaaaaaa tggattaatt
  4778041 caaatcaaga aagcatgatt ggcaaaagct acatcattcc aacgaaagct tttcactact
  4778101 tcttaccaat tatttctgaa acggaagatg aattaaatat tcaagttcaa agttttggac
  4778161 tacatggtga acttttacta aatgaaagat tacttattga taaaaacaac aaacacgatg
  4778221 ccaaaattac taatttcttt gaaacattag atgaaaatgt aaataaagta ttacgaggat
  4778281 tgcaaattca ttgtatgtaa gactactaca atagtaaaaa ggagaacata atgaaaaaac
  4778341 tattattagg cgcactatta tcattaggat ttttaactat tccattcaca aatgctgagg
  4778401 cagctacaac gaaagatcaa ctgattgtaa acacgcagtt aaataaaatg gattattatc
  4778461 aaaacggaaa attcataaag agttttactg tcgctactgg aaaagcagct actcctacac
  4778521 ctaaaggtac tttcaaaatc gtaaataaaa ttaaaaatcg tccttattac acaggcaaaa
  4778581 ttaaaggcgg cgatccacgt aatccacttg gtgaccgttg gctcggacta aacatggcag
  4778641 gaacttacgg aacaacttat gcaattcatg gtacgaacaa taaccaagca attggtaagt
  4778701 ggacaacact aggttgtatt cgtatgtata acaatgatat acactggtta tttgagcgta
  4778761 ttccccagca agctactgtc actgtaaaat aacctcaaag tgcgatttac gtgtagccaa
  4778821 gaattttatg tcttggctta ttttatttct tcatttacag tagcaaaaca actgtattta
  4778881 catatataat aggaatagat tgtgttaagt aacatccaaa cattgataaa catggatatt
  4778941 aaaattatac agttataata ttttataaat tttataatac atactataat agaattactg
  4779001 taattcttaa atattcagtt tcactaaaca actccccttg ctactttcat gattatttta
  4779061 tggcgggggc ttattatatg tataaacaat ctgattcatc cgaaaaatga tgaattcgaa
  4779121 tattgcagtt aaaagcgtta tttaggaggt gttactatga cgcatatact ggtgattgaa
  4779181 gacaacccag atatacaaga actgattcgt gaatttctaa tggcacaaaa ctttactgtt
  4779241 gatgtcgttg gtgctgggac agaaggtata cttcttttcc aaaaaaattc atacgatctt
  4779301 gtcctccttg atgtgatgtt accagatata gatggctata gtatttgtaa aattatgcga
  4779361 ggacaatctg atgtaccaat cattatgtta acaggcttac ataatgaaga aagtgaaatt
  4779421 aaaggatttg aattaggtat tgatgactat attacgaaac cgttccatta caccgtattt
  4779481 attaaacgtg tagaagctgt attaagaagg gcagcaacga aggaagccga ggctgcaact
  4779541 atactacaat tccatgaatt gatgttaaat tctacagcat atgccgctta tgttcatggt
  4779601 aatcaaattg aattgacaac aaaagaattt gaaattattt atactttact gcaaaatcga
  4779661 ggaaaagtat tatcaagaag tgatttgttg aataaggtat ggggctatga acattatggt
  4779721 gatgtaagag ttatagatac acatattaaa aacttacgaa aaaaattagg aattccttat
  4779781 attaaaacgg tgaaaggcat tggctacaaa atcgaatcgt agcaaagaca acatcaccaa
  4779841 aaatattttc atcaaaacct tattattttg tattctttta tcactttgtc tttatcaaat
  4779901 tatttacttc ttagcttcag actacgataa agaacgtttt gcgaaagaaa atggaccgtc
  4779961 tactacagaa caagcggatt cagataaaca aaacgcccaa agtaaaacga atcaaaataa
  4780021 agctgtatca cagggagaca tgtttaattt tcaatcttct attatagatt ataacgctct
  4780081 ctctacagct atcaatcatc ttttgcagcc tagccaaact gcaaaagcaa aagaacatac
  4780141 tcaaaatatt tcggggaaaa atagcgcttc tgctccatct acagaaacgg aaaagcaagt
  4780201 cgctactaat gatgccttac ataaacaaaa tgcagcaagt aaaacaaatg atgcacaaga
  4780261 tgatccaaaa ttaacagatg cactgcagca gttagctcca catattggcg ctacaatgct
  4780321 tgcattatct ttgctcggat ctttaattta tgcaaaaata attgctaaac cttttcaata
  4780381 tatgagtgat gctttaaaag atattatgaa tcttgatttc tcagataaaa agctacttaa
  4780441 caaaaatact gatcaaacag attttaattt acaagtagct gcttcacaag taccaaatat
  4780501 agtgaagaat ttacatgcaa gcaatcaaga tttaagaaat gaactcaaaa aggagcaaca
  4780561 attagaacaa tctcgtaaag aatttatgtc tatggtttcc catgaattaa aaacaccaat
  4780621 cgcagccgtt atgggacaac tagatggtat gattcacgga attggagctt ataaagatcg
  4780681 agataaatat ttaaaacgtt cctatgaaat gatgcaagac attaacatat taacggaaaa
  4780741 aatgtcggaa ttatccaaaa tacaaaaccc tcaatttaaa cctgatttaa aagttatctc
  4780801 attgactaat attattgagg atgttatgaa gaaagtagat tatttcgtat cagtcaagca
  4780861 gttaaatgtt caatctaaca ttaaacaaga tgtacaagtt ttagctgatc ctaaatttat
  4780921 tcaaactgcc atttttaaca ttatttcaaa tgcaattcat tatacaattg accatcagca
  4780981 tgtatatata aagctttatg aaaagccaaa tggttacgca ctagaagttt taaatacagg
  4781041 ttcacaaata gatgaagata aacttgccca tttatttgag ccattctatc gcgcaaaccc
  4781101 tgacaaacac ggcttagtac aaggcagtgg tcttgggtta tacattgtaa aacaaatact
  4781161 agataaacat caatttcctt atgggataca aaacacgcct caaggtgtaa aatgttctat
  4781221 cgtattccca aaagcaatgt aaaaacctac tacaatctca taccccaaat tcatacttcg
  4781281 tatgagtggc ggaattttgt agagtatatt actctgtttc gttcgcccgt tatccttatt
  4781341 tggatagcgg gcgtttttta ttatttaaaa ggaggatttc catggaaaaa tttaagtatt
  4781401 cattactcgt tttattcgga gcttgtagct acggcgtact ttcaactatt ttcaaactag
  4781461 gattcattaa tggattttca gcacatcaac tattaggagg acaatatgtc ttcggatgga
  4781521 ttggtcttct cctgctcgtt cttttcgctt cacgtcataa agtaacaaaa aagcaattct
  4781581 tttccttact aacagttggt acaacgatga gtatgaccgg tatcttctac gctatttctg
  4781641 tagaagaact accagcatcg atcgctgtcg tcctactttt ccaattcaca tggattggtg
  4781701 tagtcattga agcaattgca aatcgaacat ttccaagccg tgaaaaagtt atatctatca
  4781761 ttattttatt cactggtaca ttgtttgcag gcggtgtctt tgaaggtctc ggacaaagct
  4781821 tttccacaaa agggattatc tttggtctat tagccgctgt ctctttttca ttctatgttt
  4781881 ttgcaagcgg gcgtgtcgct acagaagttc cgccttatac gaaaagtttt cttatgacaa
  4781941 caagcgctac tctaatcgta tgcctattct tcccgccaac ctttttaaca gacggtgctt
  4782001 tgcaagctgg cctatggaaa tatgctttct tcctcggatt attcggtgtt gtcgtacctg
  4782061 tcatttgttt ttcgattggc gtaccgaaag taggaacagg acttggtaca atactaggtg
  4782121 cagctgaatt accaacagcc attattgctt ctattacact tgtacatgaa gtcgtaacgt
  4782181 tcatgcagtg gattgggatt atcgttatat tacttgggat tttcactcct cagctactta
  4782241 ccgctaggaa agaaaagaaa catagtagcg tgcatagtgc ataacaaaag acctttcatg
  4782301 catttgaaag gtctttttct ctatctcact ttaccgctcc atatagcttt tctaactcac
  4782361 actcaatttg ttttacatcg attcgttcaa atagtggctg tacactatca attctacttg
  4782421 gcaacgtatg ttgaggctcc caatttcggt tcacaatcga taatgtgttt ctaattcttt
  4782481 cacttgaaaa tggtaaaaat ggttccagga gatttgcaaa attagcgatg agatacacac
  4782541 aattataaat cgtttcttcg catgaaactg gatcatcttc cctttctttc catggctgcc
  4782601 tctcatcaaa gtatttattt gcaaaacgta ctgcatcaaa tattgattct aatgccacct
  4782661 taaatttagt ttgctcaatc gcctctccta catgtttata taatctttct atcttatctt
  4782721 ttagctctac atcaatactt cccttcggca tgataccacc ataatatttt tcaataaact
  4782781 ttaatgttcg gttcacaaag ttcccgtatg cacctaacaa ttcactatta tgactgtaaa
  4782841 taaattcacg ccatgaaaag tcagtgtcac gattttctgg tgcatttact attaaaaagt
  4782901 aacgaataga atctggatca taacgttcta atatatcagg cacccatact gcccagtttt
  4782961 tactcgtaga taattttctt ttttcaactg ttaaatattc attcgaaacg atatgacgag
  4783021 gaattgtccc ttctcctatt ccaagtaaga ccgctggcca aatgacggaa tgaaacggaa
  4783081 tattatcctt tccgtgcaca taatatgttt tcgcttcgcc atcccaaaac tctcgatcat
  4783141 ctttccctgt ttcttcagcc caatgtttac ttgctgaata ataccctgtc actgcttcaa
  4783201 tccatacgta aattttctta tcttcatacc cttctactgg aattggtacc ccgattggta
  4783261 aatcacgtga tacggcccta tctagtaatc cttcctttac atatctctct gttagttgaa
  4783321 tcgcattgtc gcgccatgtt cctgtttgtt tagcgatttc tacagccctt ttaatttgct
  4783381 cctgaaatgt atgcaatgcg aaatagaaat gctctgtttc ctgtatggat ggtgtactac
  4783441 cacataactt acatttcttt tctaacaaat cgagtggatc taaaatagct gaacacgcat
  4783501 cgcattgatc tcctcttgcc tcttcatggc aatgtggaca aacaccttct acataacaat
  4783561 caggtaaaaa ctgtgtacac gtttcgcaat atgcttgttc tactgttttt ttataaatat
  4783621 gtccttcttc taataaacgt aaaaaaacat tttgaaccgt ttcatgatgg tgctcactat
  4783681 ctgtacgtgt atagcaatca tacgtaaaac caaggttacg aaaacatcgc tcaaactctt
  4783741 catgatactt attagcaatt tccttcgccg tcacaccttc ttgttttgcc cgaattgcaa
  4783801 ttggtgttcc attgcaatca ctccccgaaa catacaacac attctcacct tttgcccggt
  4783861 aataacgtgc taaaatatct ccaggtaaca aactcgcaat atgtccaaga tgtaacgaac
  4783921 catttgcata cggccaagcg cccccaataa aaatactcat cttacattcc tccttttaaa
  4783981 tataaaaagc cccgccctta tctaaaaaag ataagggcgg ggctgtataa acagtcgcgg
  4784041 taccacctta tttcgccaat tactcacata attagcctta acaagtacgg agctatatgc
  4784101 tcttatactg tggttttgat aacgagtacc aactctcgtc gccgcctact attatcattt
  4784161 gataagttca ggacgaagct caaaggccat tgttcaaatg aatattcttg cttcttctca
  4784221 gctaccgaag ctctctggaa agaatgtgtt catcctactt ttccttttca acgcttttac
  4784281 gtataacatg tattgtacga cttaattaca gaaaaatcaa acttttatcc ggaaagaaaa
  4784341 ggaaattcca tccccctgcc gaatacctat acgttcacaa aaggagtgat aacattgaac
  4784401 caaaaacaac taagcactat aaatgaaaaa agctggaatg cagctgctta tgaagcttgg
  4784461 acgaatcgcc atggggcgcc agccgattat gcgaaaaaaa tcatggaaga ccctatgcgc
  4784521 gaggtagatc actatttacc ttacatacaa tctccaaaag gaaaacgtat tattaattta
  4784581 ctcggttcaa aaggcaataa agccgttgct ctcgctcttt taggagctga cgtaacagtt
  4784641 gtggatattt cagcaagtaa tgcaaaatat gcaaatgaac ttgcggaagc agcaggtgtc
  4784701 tctatcgagt atgtcgtttc tgatgtatta catgtgcaac tctccgaatc atttgatatc
  4784761 gtattgctgg aactcggtgt actccattat tttttagatt taaaaccgct ctttcaaaaa
  4784821 attgctactt tacttaagcc agatggaacg ctgattcttc gtgactatca ccctgtttac
  4784881 acgaaattat taggagtaga ccacccatcg tttcgggcca atggaaatta ttttgatgaa
  4784941 gaattaattg aagatgatgt tgcttatagc atccttctta cagaagcgca gaaagaatcg
  4785001 ttaccgaaaa caaccatccg tcgctggacg ctaggagaaa ttattacaac acttgcgggg
  4785061 gaacatttta aaattgaaaa actagttgaa gaacacgggc ctcatcaaag atgggtcttc
  4785121 ccttctactg caccggaagg aattgaagag tttgtgccgg gtctctatac attaattgcg
  4785181 acagcatgca aaaaaggacc ccttcacgga taggatcctt tttgcatgct cacgcatata
  4785241 agttgaggtt ggagattacc ataattctgt agaataggac acaagatatt tcaacatttc
  4785301 gtctctgact tacgtcgtca aaaaggggta tgaccaacat aacgaagagt aatgtttata
  4785361 gttgatactg ataatcgtta tcaactaatt agaagtatac atgatgttat ttcaaattac
  4785421 aatagcattt cttattttta tttatgaatt ttttgatata caaatgtata cattttaaga
  4785481 acatttactc atatgaatct gccatattcc attatctgct ataattttta ttgaacagat
  4785541 taataacttc ataatgatgt ttttattaat tctgctctaa atatttataa attataataa
  4785601 atagttttta aaaggcaggg gtaacgatga aatatgttag tattcgaaaa aaactactgt
  4785661 tcacactctt aagcatttct tctttattta gcattgctct tattgttatt ctttcattcg
  4785721 ctatgagcca agcgagcgaa attgaaacgt taaaaaatga tgtttccaaa agagcaacca
  4785781 ttttaaaaga acgtggcgat tggttccaag cacaagttgc tggtttacaa gaatatttac
  4785841 tatcacatga tcaaaaagga ttagataaat tcaaccgtga aggaaaaaaa ctagctgata
  4785901 cgagagaaaa agtaacaagt gataaaaaac tcccagaagg aatgaaagaa gcgattctaa
  4785961 tggggggtaa atggcggagc gtcatagata atgaagttct ccctctcgct cgcgaaggaa
  4786021 aatgggacga agcatctaaa attgctttag cacaaaccga ttacgtaaac gatcttttaa
  4786081 gtcgttttac gaaatatgca aatgaagaaa atgataaacg tgacgcatta attgctgacg
  4786141 tggagtcttc ttcatccctt attcaatata ttatcttctt ctcactcatt acatgtacag
  4786201 taacgtctat tttattagca tggtggttct ctggtaaact cgttaaaccg atacaacaaa
  4786261 ttgatgagaa attaaaagaa ttagcttcgc aagatggtga tttaactgct agattgcacg
  4786321 taacgagtaa agatgaaatt ggtgatatcg ccaattcctt taatcaaatg ctcgctaatt
  4786381 tacagcgtat cataaaacaa gtgcaacaaa catcaacaag tgtaaaagaa gcatctgaaa
  4786441 atgtgtttat cgaaacaact gcttctatgg aaaacaccgc aaaaaccgaa gagaccatga
  4786501 atgctcttga gcataatatt cgttcacaag tttccagcat cgaagaaagt tcaactgcaa
  4786561 tggacgatat ggcagtaagt gttcagcgca ttgctgaatc tgccacatct gtaactgaac
  4786621 ttgctgtagc tacatccgaa caagctaacg acggaagtac tgttattcaa aaatccgttt
  4786681 cacaaatgac aacgatacac gacgctgtaa atgctacgtc agaagtggtc gaacgtctaa
  4786741 tcactcacac gaaatatatt gatacagctg tacaatctat ttctaatatc gcggaacaaa
  4786801 caaacttact tgctttaaat gcatctattg aagcagctcg tgctggcgaa caagggaaag
  4786861 gtttcgctgt cgtagctgat gaagttcgaa aacttgctga acaatctaaa actgcggcaa
  4786921 cagatattaa ccaattacta catcaaattc aacaagacac tgaaactgcg agctctatga
  4786981 tgtcacaagg tcgttctgag gcatttgaag gcattcatgt cattcgcgaa gctggcaatt
  4787041 ctttcacaac aattgtagag caagtaaata aagtatctac tcaaatgcaa gacatctcag
  4787101 caactgctga agaaatggct gcaagtgctg aagaaatgaa cgcttcactg aataacatcg
  4787161 cttctatttc gactgaagta tctagtgaaa cagcggcaac agcacaatct gctgagaaaa
  4787221 aagttgttac gatgaatgag atgacacaaa cagctaaaca aatgaaacaa acagttgaag
  4787281 aattagatca actcgtatca cacttcaaaa ctgaatagcc tttaaaaaat atccctcttc
  4787341 caaaagggat atttttttga gctcattccc tgcatattat acacatttcc gttataatga
  4787401 gaatcgatat cattaaaatg cagggggtgc tacttatgtc acaagaagca tttgaaaata
  4787461 aattatatgc caatttagaa gctgttattg atcctgaact aggtgttgat atcgttaatc
  4787521 ttggattagt ttatgacgtt acagcagatg aaaataataa tgctgtcatt acgatgacga
  4787581 tgacttctat cggctgtcca atggctgggc aaattgtatc agacgtaaaa aaagtattat
  4787641 caacgaacgt acctgaagtc aatgaaatag aagtaaatgt cgtttggaat ccaccatggt
  4787701 ctaaagaacg catgtcacgt atggcgaaaa tcgcattagg tattcgcgac taaatacaga
  4787761 aagacctgac attctagtca ggtctttttc tcttattatt ttacgctact gcatcataag
  4787821 ctttcgttac agcttgtaca gctttagaat ctttaccata taaatcttca gctgactgaa
  4787881 gtgccgcttg acgcatcatt ttgaagtcag agtttgcagt taaatatttc gtaagagcac
  4787941 ggtaataaat tttctctgtc gcttcacggc caactccagt tactttcaca ccgtaatgct
  4788001 ctccaccatc agacactaaa taggcagctt tattgttaat actactgtta atatgaacgc
  4788061 cgccattatc agctgttcca gtgtagcgtt tattgtaatg atcagggtaa ccttcacctg
  4788121 gttttaatgg atttggaata gacgctggat ctttcagaga acgaagtgca tcaccaggtt
  4788181 ttccaggtgt ataaatgtca gcacctaaat cccaactctt cttctcaacc atgacaccca
  4788241 taatatcaga taacgattca tttaacgcac ctgactcatt tttataaaca agatttgctg
  4788301 tatgttccgt tacagcatgc gttaattcgt gaccgataac atctaatcca gcagataatg
  4788361 aaataaatgt tgtaccatcg ccatcaccat acatcatttg cacaccattc caagctgcgt
  4788421 tattccagtt ttcacctacg tgaacagagg aaataagttt cgcaccttta tcatcgaacg
  4788481 agttacgatt aaatgtcttt ttgtagtaat catatacttt tcctgcgttt acatgcgcat
  4788541 caaccgccgc tttgtcatca aagaatttat ttttactttc tacttctaga cctgtatatc
  4788601 caaaccattg cgagaatatg ttaaataaat tttcatccat attatctgca tcaaatgtat
  4788661 gaacaccttg tcctcgtttc ccgtcaaata agttgaatgc tcctgttttc tcatcttgag
  4788721 caatttcaaa tgattgtcta gctcctagta cttcgtaacc aaatcctgta atatgatcta
  4788781 cagcattata tttctcaatc acatttccat tcgttgcatc aacaaaataa tgccaatatc
  4788841 ctggagctgg ttttgaaatc gacgctttca ctaaatatgc aagatagtat tttccatctt
  4788901 tttcataaac aaataaatct tttttcacac cgtcataatt ctttacttta cccaattctt
  4788961 tttcaatatc tgcctttgca atcgtttctg cttgttccgc actaatgctt gcaaactcag
  4789021 gaatattttt atcctctaaa ttcggaataa cttgtccgaa gaatgctttt acattatttt
  4789081 ctttatctag tgtaacagtt tggtctgaac catacacagg aatgttatta tgtttctcaa
  4789141 ctagcttcac gtgtgttgtg ccagattcag catctttttc ttccccaacg acattgaaat
  4789201 gtttatcaat atttcctgct aatttaaaca tgtctttttt actctctaaa tattgaaaga
  4789261 ctgtctcttt tttatctagt ccttccggtg ctttccattc ttcacctatg tatgcaggcg
  4789321 ttttaaattc ttgatgatat tgaatttttt gttcttccgc tttcgttgtc gttgctccaa
  4789381 atgttccaaa tcccccggcg ataacagtta acgctaatgc tgatgaaatg acttgctttt
  4789441 tcactataac attccccatt ccctaaagat ttttgacact tttatacaat tcttattttt
  4789501 tagccaatac ctttttccat aatttgagaa agttttttct gacaattcca ctcaaaaaaa
  4789561 gaggacatcc tatcggatgt cctctttttt ataaacattt tattgctttt tcaattcaat
  4789621 tgctaaatag tgtgattgct ctttcgcttc aatatgaata tcttcttcaa tcgcttctgc
  4789681 cgcatcacgc ataacaagtg tctcaccatt gattgcacta cttccttcaa tttgaaccag
  4789741 atacaactga cgaccttctt tcacaggaaa atgaatttct tttcctgctt ctaacgataa
  4789801 agaatataaa ttcgcatctt gatgaatttg aattggtgcc tctccttcta atggagatac
  4789861 catatggaac cattcgtttt cacgcttact ccaatcaaat ttaaactcac catagtttgg
  4789921 tttatgatcc tcacggtctg gtaaaatcca aatttgtaat aaacgtagtg tttcatttcc
  4789981 taaattatgc tcactatgaa acacacctgt gccagcactc atatattgaa catgtcctcg
  4790041 ctcaattgtt ccgcggttcc ccatgctatc ttcatgtgtt aaagcaccgt ctacaacgta
  4790101 cgaaatgatt tccatatcgc ggtgtggatg catatcaaaa ccagtttgcg gtgctactag
  4790161 gtcatcatta ataacacgta atgctccaaa gctcatgtta tttggattat aataattcgc
  4790221 aaaggaaaaa tgaaaatgcg tatttaacca accgtgattt gctcttccca tatttttatg
  4790281 atcaactttt ctaaacatat ccttcacctc atattatctc gaattcaaga tttatcccaa
  4790341 aaatttttct cactgtaatt tttttagtaa ttgtaataat tgatgttgtt cttctacatt
  4790401 taaattttga aactgttccg cttggaatct ttcttgaggc agaatgattt cttcatataa
  4790461 agctcttccc ttttctgtta acgaaatata tttcgtagta ccttcttgtt cacgacgaat
  4790521 ccaatcaagc tgttccattt tatttaaaag ctgcgtaata tttcctttcg taacaaatag
  4790581 cttatttcca agctcttgct gcgttaaacg atcatgccct ccaacttgag ctagtacatc
  4790641 aaactgcgcg gcagatacat tccatttctt caaatgctga tttgtctcac gaatactttt
  4790701 attataaaaa cgtgataaac gaaaccataa tagtaaacct agtctatctt cggttttcat
  4790761 tccatcacct cgctcgtttt atatcattag tttagaacta aactttataa aagtcaatta
  4790821 cttattttta gtaagaacta aagaaagcac agcgccattt ctccactatg ctttacatta
  4790881 actttctatt tttatattca tctaatttcc tctccgcgaa cttcctcgca tctttctcaa
  4790941 tccatctttc ttcgtaagtt tcacttccga catacaatat ttcactctta tgctgcatcg
  4791001 catgacgaaa ttcatgtagc aatgttttga gcacttgctc atactcttcc cacatacaaa
  4791061 caaaaattaa ttgcttttct ttatgataaa aaccacctat cgggaataga aactcttcct
  4791121 cctcttcccc taatgatcga agtacatgat tcgcatcaca cgtatcacaa aaaataactg
  4791181 gcgttttaca tatttcaata agtgaaaaca aatcatccct aagccttttg acatcccaag
  4791241 gaagctccga atccaacaca taccaattct ccacctgttg atatacattt tgaaactgga
  4791301 gttccatttc tctttattcc cctttccaag cacctttttc tatatgtatg ccacaatatg
  4791361 gtaaatatta aacgtattct ttcatcctaa aaaaatgcca ataaaaaaag ggatctatgt
  4791421 cgacatagat ccctttttca tacatatttt gtactttgat ttttaaaaat ttagctcttc
  4791481 ttcatatccc acttaaagat tttatttaac aatttatata cattctttga ctctttcgtc
  4791541 agaagtggac ctaagattga tagtataagc acgtatagtg ctgagaatgg ttttagtact
  4791601 gacattaaac caccggcgat accaatattg gccataatga tggaaaattc tcctcttgaa
  4791661 acaattgtta atccaatatt tgttgacgct ttatgagata atccagcttg tcgtcctgca
  4791721 atcatccccg ctacaaagtt tccgatgatt gtaagaagaa cagcacctaa cgttaaccat
  4791781 atcgccccgc ccaatgagaa cggatcaata cttaatccga aactgaagaa aaaaatagct
  4791841 ccgaaaaagt ctctaaatgg aacaacgaga tgttcaattc tgtcactatg ctctgtctca
  4791901 gagaaaacta accctaaaag aagtgctcca attgcttcgg ctacgtgaat tgtttccgag
  4791961 aaacctgcaa taaagaataa tgaagcaaat actacaataa taaagatttc atctgaacta
  4792021 atattaagca atttatttaa taaaggcgta gcctttctag cgacaataaa gaatagaagc
  4792081 atgtatccta aagcaattcc aattgaagta agggcaccta agaatgaagc atgatcccct
  4792141 agaactaagc ctgaaacgac tgataaatat acagcaagga atatatcttc aaacatgatg
  4792201 attcctaaaa ttaattcggt ctcattatta ccagttcttc ttaaatccac taacaccttt
  4792261 gcaacgatag cgctagaaga aatcgtaata atacccgcaa taattaagat ttctagtaaa
  4792321 gggaagccca ttataaatcc gtataatagt ccaagtgaaa agttaattaa aatatagatc
  4792381 gttccgccaa ttgcaataga acgtccagat ttaattagtt ttttcattga aaattctagt
  4792441 cctagataga acagaaggaa cagaacccca atccgtccaa ggaaggaaat gacacttgca
  4792501 ctttcaataa acttgaaatc gataacacct attgtcggcg catgtggtcc tactaacatc
  4792561 ccaagaacaa ttagaaacgg aattactgag aatttaaact ttccagcaat tactgccgca
  4792621 attgcaacta atactaacgc tgtaccaact tcaaaaatta acgtatccat ctagtcagtc
  4792681 ccctattcga aagtaactca ttaataattt ttttaatttc ttctctctcg cctgaaacta
  4792741 caagcatatc gccttcctca attaccgttt ccggtcctgg attaaatagc tttttcatat
  4792801 tcttcttcat aactgcaatg atcgttacgc tatatgtttt tcttatttca agatcgccga
  4792861 ttgtttttcc gattgctgga gcttccttct ccactttaaa ccactcaatc gccaaccctt
  4792921 caaaaaccat ttcaacattt tctaatgctc taggcttata taccattccg cctaatatgg
  4792981 ctgcaatttg tcttgcctct gagtcacgta atgaaatact tgagatactt tcttcatagt
  4793041 ctgaatcaaa atgatacatt tctctacgcc cgtcatcatg aattacaatc accatcttct
  4793101 cgttaccttt cgtcacgatt tgaaacttat aaccaatacc cggaagttca ctttctctaa
  4793161 tattcatatt tagctcctcc acaacgtttt tttatttgaa ttttctgttt ttctttcttt
  4793221 tattcaacca atcaacttta gaaattctaa ccattcagga tacctgtgat ttggaaatct
  4793281 tttattgtaa taataagtgg ctcctaaaaa gatacttaaa gatgtaatga taaaacatat
  4793341 attacttctc attttcaaac tctcaaggct tactttccat aaagattctt ctttcaaatc
  4793401 atcccctctt tctcgcttta catttagttt tttaaaatgt aaataattct aaaaatatta
  4793461 tgatgtaaca taatcataac ataaaataca tttaagtatc atgatttttt agaaaaattg
  4793521 attctcgtat attttttgca tataattttc ttattacgga aaaaaggaag tgtattatat
  4793581 ggttgatatc tttagcagat tccttgaggt aacgaataat attttatggt catatattct
  4793641 tattgcaatg ctaatcggct tcggtcttta tttctctttt aaattgaagt ttgtccaaat
  4793701 tactcatttc ggtgagatgg tcggtttaat tagtaaagga tttaatcgaa aagaaaaaaa
  4793761 gaaagatagt atctccccgt tccaagcatt ttgcttaagt gcagctgcac gtatcggtat
  4793821 cggaaactta gctggtgtag ctttagctat ttcaatgggc ggacctggcg cagtattttg
  4793881 gatgtggttt atcgctatcc ttggagcagc tactagtttc gtagaatgta cgctcgcgca
  4793941 aatttataag gtaaaagatg gaagtagatt ccgtggtggc ccagcatatt atatggaaaa
  4794001 aggattaaac aaacgctgga tgggtgtttg gttctcactt cttattacag ttgcgtacgg
  4794061 attaattttc aactctgtac aagcaaacac agtaacaata gcatttgaaa atgcttttgg
  4794121 actagagcga acgattgtag gagctctatt agctttatta gttgcagtta ttattttcgg
  4794181 tggtattaag agcatttcac gtattacaga aatgattgtt ccgccaatgg caatcattta
  4794241 tattggtgtg gctatttttg tcgtgattaa caacttcact atgctaccaa gcatttttac
  4794301 agaaatattt aacagcgcat ttggtttaga ccaagccgtc gctggtggta ttggagcagc
  4794361 aatcaagttc ggaattcagc gcggtttatt cgcgacagaa gcaggtatgg gtagctctcc
  4794421 taacgcagca gcaacctcag atgtatctca ccctgtaaaa caagggcttg ttcaagcatt
  4794481 aggtgttttc gtagatacat tcttagtatg tacatcaaca gcatttatcg tattatgttc
  4794541 tggactttac aaagggacaa atttagaagg tattgaatta acacaacaag cattaagttc
  4794601 acaaattgga ccgtgggcaa gcactttctt agcgattatt attttcctat tcgctttcag
  4794661 ttctttacta ggaaactact attatggtga aacgaacatc gcattcatta aagaaagtaa
  4794721 aacatggtta atgatttatc gcgtggcagt tgtcggaatg gtattcttcg gatcaatcgc
  4794781 tgcccttaaa acagtttgga gcttagctga tttattcatg ggactaatgg tattcacaaa
  4794841 cttaattgcc atctcattcc taagtaagtt cgcctatgca gcattagtag actatatgaa
  4794901 gcaaaagaaa caaggaaaag atcctgtttt cgttgcaagt tctatccctg gcttacagaa
  4794961 tacagagtgc tgggatggac aggatgtaga agagaataaa aaagcagtat aacaactaaa
  4795021 agcggaagcg gctcgttcag aacaagaact atatatcaaa caaaatccct attactctac
  4795081 agtaataggg atttttattt acacagttca taatttgttc aaattaattc cagcaaaagg
  4795141 gttgatttat acgaattaat agattataat aattataaat tagtaattgg tatcacataa
  4795201 taactcaaaa ggagattgat cataatgaac aaacaagtaa tcgaagtatt aaacaaacaa
  4795261 gtagcagact ggagcgtttt attcacaaaa ctacacaact tccattggta cgtaaaagga
  4795321 cctcaattct tcacattaca cgagaaattc gaagaacttt acacagaatc agctactcac
  4795381 atcgatgaaa ttgcagaacg tattttagca attggcggca aaccagtagc aacaatgaaa
  4795441 gaatacctag aaatatcttc tattcaagaa gcagcatacg gagaaactgc agaagggatg
  4795501 gtcgaagcaa tcatgaaaga ctacgaaatg atgctagtcg aactgaaaaa aggcatggaa
  4795561 atcgctcaaa actctgacga cgaaatgaca tctgacctac tactaggcat ctacacagaa
  4795621 ctagaaaaac acgcttggat gctacgcgcg ttcttgaatc aataataatt aaaagcggaa
  4795681 gcggctcgtt tagagtcgct tttttctatg aaatggtcgc ttttgttggt acatgaaatt
  4795741 tatatcagcg attttctaat tatatcggcg attccatcca atatatcagc gattttccca
  4795801 atatatcgac ttaccgacaa atcacgacaa tattagcaca ttagtacctc cccatccccc
  4795861 actttcatca atatattaca atctctttta tgctaaaata taggtaacac cctttagtaa
  4795921 aatagatcca aaaaagcttt tccatattca tcatttacta cttaaatggc gggagtggtt
  4795981 cagttgaaag actacttaat tagagcattt tttgcgttaa taacagttgg gattgtctta
  4796041 cttatagcta atattttcaa tatacgtatc gaggttaaag actatgcttt cctcattgtc
  4796101 ttagcaattg gtggcggctg gggtggctgg tacttgtata aaaaacaaag taatcaaaat
  4796161 gatagaggca ttccaaagta atacggaatg ccttccttat tgtttccgtc tataataaat
  4796221 aataacattc aaaccgctaa tacaaccaat cgcaataaac atacaaaacg attgtgcatc
  4796281 tccacctaaa ttatactcat caacaataaa cccagacata aacaacgtga tcgcggaaac
  4796341 accgatacat agtatcgaaa taaaccaaag cgaaaacgca ttaataagct ctttcttctg
  4796401 tgttgaaaca attaacataa caagaataga tgccgctaaa acacatttaa aaaccggcct
  4796461 taaaaatacg aattcctcca tctatttctc cttttccaaa aacattacac cttaacatta
  4796521 acatatttaa ccaaattaaa aacacatgtc tttcaagata aaatgacatg cgttttcaaa
  4796581 aaattctata caattgtatt atgatagttg cttccacttc gttcctaaaa caggacgctc
  4796641 gtaattttgt atcttatgaa tgagtgcatc tgccgtttca gcggcaacga ttaactcttt
  4796701 attcgatgga ttcatgaatc cttcttctgc tgcacgttca accatttgca gaattggtcc
  4796761 gtagaaatct tttatgttca ataaaccaac tggcttatta tgtataccaa tttgtgacca
  4796821 acatactgct tcaaatagct cttcaaacgt tccatatccg cctggcagtg caatgaaagc
  4796881 atccgcaagc tctgccattt tcgctttacg ttcatgcatc gtttctactt caattaattc
  4796941 tgttaaccct gtatgaacga tctctcctcg gaatagatcg cgcggcataa cacctgttac
  4797001 acgaccacct aaacgaagaa cttcatttgc tacttctccc attaatccga cgcaagaacc
  4797061 accgtataca agctcgtact cgttctcaac aaacattttt cctaacgcta tcgcctgctc
  4797121 tttgaactct ggtctctccc ctaagttgga acctgcaaac acacaaatct ttctcatcct
  4797181 tacaccccga aactatatat tgttatgata caatgaacat tgtacaacat attgagggga
  4797241 tgagaaagaa atggatatcg ttgcatttca aagatgggtg gaggaatttt acgaaaaacg
  4797301 aagctggtca cagtataatg cctttattcg gttaaatttc ttaacagagg aagtcgggga
  4797361 agtttcacgc gttgttcgcg caatcgaaat cggtcgggat cgtcctgatg aagacacgaa
  4797421 aacagaagaa gagctaaaac aagaactaaa ggaagaactt ggtgatgtac tatctaacct
  4797481 tattattctt tcacaaaaat atgatctaga tttacaagac attatgaacg cacacgtcac
  4797541 aaagctttcg aaaaggttcg agacatccaa atgagaatat tatcaattat ggtataatat
  4797601 tcttgtcaca atactaaggg ggattttatg ttatcaaaaa aattgcacga cgcactaaac
  4797661 gatcaaatga actttgagtt ttactctgcc cacgcttata tggcgatggc tgcttactgt
  4797721 acagccgaaa gctacgatgg attcgctaac tttttccttg tacaagctga agaagagcgt
  4797781 ttccacgcaa tgaagcttta caactatatt aatgaccgcg gtgagcgcgc tattattact
  4797841 ggatttgata atccaaataa cgaatatgaa tctgtactga acgcttttga agtagcactt
  4797901 gaacacgagc gtgaagtaac aaaacgtatt tacaacctat ctgatatcgc ctgggatgag
  4797961 cgtgaacacg caacaattac attcttaaaa tggttcgtcg atgagcaagt agaagaagaa
  4798021 gcttcattcg atagcatcat ccaaaaatta aaacgtatta caagcgattc aaacgcatta
  4798081 tttatgctag atgctgaatt agagaaacgt acatttacgc ctccagctga gtagtatttc
  4798141 aatcacctta atgaatggat taaggtgatt ttttattttc tctctagctt aaaatcacct
  4798201 taaatcttct cgtttttgac atagcactag ttttaaaatg gtattatttt caagataaaa
  4798261 caatatacga ggagagagaa aatgaatcaa cgtgtagaag ttgttgatgc aattcgtggt
  4798321 ttcgctttgt ttggcatttt acttgttaat atgacattaa ttcaattcgg tttctttgct
  4798381 catgaaaaac caacctatat atttggagaa ctcgataaag gtgctaattg gtttattcaa
  4798441 tttttcggca cacataattt tatctcccta ttctcttttt tatttggcct tagcattatt
  4798501 ttgctgcaaa aaagtattat tgcaaaagga aaaaattctt ccctacatac ataagacgta
  4798561 ttgtcattct tttactacta ggctatattc acggcacttt tgtttgggaa ggcgatattt
  4798621 tatttgctta cggaattgtc gggattttct taatgatgtt catcaatcga aagccaaaaa
  4798681 cgttgctcat ctgggcaact attctactcg cacttattac gcttatgtct tatcaaactg
  4798741 attcatctac gaatataaat gattttgccc cttatacaga caaagaacat aaggtccatg
  4798801 aaacaggaag ctatatggat catatcaact ttaggttaac tgaaaaccct tttgattata
  4798861 tcggtattga cggtttcctc ggaatattta tcatatcaat tttcacatta atttttatgt
  4798921 ctccactctt cttactaggc atatacgtag gaaaaaaggg atggctattt gagattaata
  4798981 aacatatacc tgctgtcaaa aaaatatggt ttgtcactgg cctcttctct tttacaatta
  4799041 aaatcttagc tatgtttgta aaacatccaa ttctaatcat gttacaagag gctcttacac
  4799101 cagtaaccat gaccttcttt tacggaagca cgattatttt attattccat tataaaaaag
  4799161 cgactcgtct cctaacatac atggcgaaca tggggaaaat gtcagttagt aattacttag
  4799221 ctcaatcaat tattgcaaca acaatttttt atgcatatgg atttggccta tacggaaaaa
  4799281 ttggctattt ctttggcatt cttttaacca ttggaattta cacgattcaa ctagttgtta
  4799341 gcacttactg gctacagaaa taccgaatgg ggcctattga atatatatgg aggtttggaa
  4799401 cttatttgga gaaaccacgt tttaaaagaa acttagataa agcaagttaa acaaaaaaag
  4799461 caatgagccc atacgctcat tgcttttctt attcttaaag cataacccca acgataaccg
  4799521 ctgataatat acttactaac gttgcaccgt atacaagttt taagccgaat gatgatacaa
  4799581 cgtttgcttg tttgccatcg atactcttcg ttgcacctgc gataattccg attgatgaga
  4799641 agttcgcaaa tgatacaagg aagatagata aaatacctac tgtacgagct gataaatcgc
  4799701 cagctacttt tccaaggtca agcattgcaa caaattcgtt cgttactaat ttcgttgcca
  4799761 taacttgtcc tgctgttagc atctctgatg ttgggatacc cattacgaat gctaatggtg
  4799821 agaaaatgta tcctaaaatg ctttggaatg tgattccgaa aattgaatcg aatacaccgt
  4799881 taattgctgt aattaatgct acgaaaccga ttaacatcgc cgctactgtt acagcgatag
  4799941 agaaaccaag cataatatat tcgcctaaca tttcaaagaa tgtttgtttt ttatcttctt
  4800001 gtaattctaa aatatcgtct tcttctttta cgtcatatgg attaataata tgaacgataa
  4800061 taaatccact gaataagttt agtacaagtg ctgttactac atattttgga tcaatcattt
  4800121 tcatataaga accgacgatt gacatcgata ccgttgacat agaagatgca caaagtgtgt
  4800181 ataaacgatt tttcggtagt ttgcttaatt gatcttttac tgtaatgaat acttcccctt
  4800241 gaccaacgat tgcagctgct accgcattat atgattctag ttttcctaaa ccgttaactt
  4800301 tgcttaatag gaaaccgact gcacgaatga taatcggtaa aattttaata tgttgtaaga
  4800361 tcccaattag tactgctaag aaaataattg gtaataatac tgttaagaag aatggtgctt
  4800421 gtccatcatt tgctagacca ccaaatacga aattaacccc tgcttccgca aattttaaaa
  4800481 tagccccaaa tccatctgca atccctttta ctaatacaaa tccgaccttt gtatttagta
  4800541 agaaatacgc aagtaccaat tgaatgacaa gcataagtgc aattggttta tatttaatct
  4800601 ttttacgatc tgaactgata aggaacccta gtacaaatac tacaagtaaa ccgactagaa
  4800661 acattacgaa cttcatatgt gaatcctcca cttctcccac gagttattgg tcttataacg
  4800721 aatgacgtct gaccattgat gttaaaaaaa tttaaaaccc ctaaatacta ttcaactgtt
  4800781 atctaaaatc agtaagcgtt tacataaatt acaatttatt aaaggtagcc tcttctctcc
  4800841 taccatactt gaaagtctga aattgatacc acctacaaat caaattgtaa gcgttatcta
  4800901 ggtgaaatgc aatataaatt ttaaaagatt tttatatgtt aatatattcc taattaattg
  4800961 gttttttcat gcaaatttac cataaaaaat agccctagct atgagctagg gccatctttt
  4801021 tctataacat aacaccaacg ataatcgctg atagaatact tactaatgtc gcaccgtaca
  4801081 caaggcgtag accgaatgat gatactacat ttgattggtt ctcatcgata cctttcgttg
  4801141 cacctgcgat aattccgatt gatgagaagt tcgcaaatga tacaaggaat acagaaagga
  4801201 taccaactgt acgagctgat aaatcaccag ctacttttcc aagatcaagc atcgcaacaa
  4801261 attcgtttga tactaatttc gttgccataa tttgtcccgc tgttaccatc tctgcttgcg
  4801321 ggatacccat tacgaatgct aatggggaga aaatatatcc taaaatcgct tggaatgtaa
  4801381 taccgaacat ggaatcaaac aagctattga ttgctgtaat taacgctacg aaaccaagta
  4801441 acatcgctgc tactgtaatc gcgattgtga aaccaagcat aatatattca cttaacattt
  4801501 caaagaatga ctgttttttc ttattttcta atttcagtgt atcttcttct tctgtaatat
  4801561 cgtacgggtt aataatatga ataataatga aaccactaaa taaatttaat acaagtgctg
  4801621 ttactacata ttttggttcg atcattttca tgtaagaacc gacgattgac atcgatactg
  4801681 tcgacatgga agatgcacat aatgtatata aacgatgttt tgggatttta cttaattgat
  4801741 cttttactgt aataaatact tccgcttgcc caacaatagc agctgctact gcgttatatg
  4801801 attctagttt tcctagacca tttactttac ttaacaaagt accaatagca cgaataaata
  4801861 tcggtaaaat tttaaagtgt tgcagaattc cgattaaaac ggcaaagaat acgattggta
  4801921 ataacgctgt taagaagaat gaaacctctc ctttattaac aaggccacca aatacgaaaa
  4801981 cgattccagc ttctgcatat ccaagaagcg cgccaaatcc atctgaaatt ccttttacta
  4802041 aaatataacc aacttgcgta tttaataaga aataagataa cgctaactga ataacaagca
  4802101 taattgcgat tggtttatac ttaatcttct ttcgatcggc acttataaga aaaccgagta
  4802161 caaatacaac gagtaatcct acaagaaaca taacaaactt cattaataaa atcctccatt
  4802221 taactcttca ttaacgttga acgtctgacc actcaaaacg agaaataatc cgaactttcc
  4802281 atttctcctt caaaaccttc aatcggatag gaaaaattat aaaacctctt gtttcaaagg
  4802341 catttcccat tctaacataa atcacaactc atatccgcac ttttctttaa aaaattacat
  4802401 tttattataa aacatctatt aatgttcgtc ttttactatc tgcaaatagc tgaataaaac
  4802461 aaaaaaatga gcatcaagtt tcacttgatg cccattccat tataccgctt tttctttatc
  4802521 tgctacttgt tcttcccagc actctgtatt tttcagacct ggaattgaat tcgcatagaa
  4802581 gactggatct tttccttgtt tcttttgctt tacataatct gataatgccg caaaagcgta
  4802641 cttagaaagg aatacgattg ccactaagtt aataacagcc ataataccca tgaataaatc
  4802701 tgctaaatcc caaacgattt gaattgttgc tacagaacct aacataacca taccaagtac
  4802761 agcaatgcgg tatgcattta atagtacttt acttccattt aagaactcga tatttgtttc
  4802821 accatagtag tagttaccta ctaatgaact gaatgcaaac aagaagattg ccactgctac
  4802881 aaatatagaa gcccatggac cgatatgttg acttaacgcc tgctgcgtta attgaatgcc
  4802941 atttaaatca gctgcattat gcacatctga taaaagaatg ataaatgctg tacaactaca
  4803001 aattaataat gtatctgtaa atacccctaa agtttgaatg aaaccttgtt taactgggtg
  4803061 cgttacgttt gcagtcgcag ccgcgttcgg cgcactaccc ataccagctt catttgagaa
  4803121 taatccacgt tttaccccta gtaaaatcgc agctcctaat cctccgccta ctacctcttt
  4803181 aattccgaaa gcatgtaaga aaatttcttt aaatacatat ggaattgccg taatgtttgt
  4803241 tacaacaacg aataatgcca ctgctacata aatgattgcc attactggaa cgatcatttc
  4803301 aaccgcgcga gcaattcgtt ttactccgcc gaaaataata actgcaagta gaccagccat
  4803361 tacaagacct actaatctac tatctgtttt gaatgcccca tcaaaagcag ctgctacagt
  4803421 attagattgt acagcgttaa aaattaatcc gaaacttact gttattaata cagagaaaat
  4803481 agctccaagc cagcgtttat ttaaaccctt ttccatataa tacgctgggc caccacggaa
  4803541 cgtattccca tcttttactt tataaatttg cgctaatgtg ctctctacaa atgcagaagc
  4803601 acccccaatt accgcgatta accacatcca aaatactgcg cctggtccac ctgctgagat
  4803661 tgcgatagct acaccagcta agttaccagt acctacacga gaagctgtac tcatacaaaa
  4803721 tgcttggaat gacgatacac cgctcttctc tttttgcgcc ttcctcgttt tcgagcttgc
  4803781 cccatcccca agcaatcgaa tcatttcacc gaagtaacga acttggacaa atttcacacg
  4803841 aaacgaaaag taaagtccta acccaattaa catcgcaata atgatatatg accaaaggac
  4803901 attatttata tccccaatta ccttagctaa aaaatccata attgcattgc cccctcttcc
  4803961 taacaataag aaaattatat tctaaaaact cttagtaatc aagaatttta tgttaggttt
  4804021 tctaacatga tcgagttaaa tcatttaaca taagtgtttt tttacgtaaa aatataacca
  4804081 gtacgcgcat ttatccaata ctaaatcact cttcctatgc gaccagccat acctttaaga
  4804141 caatacgttc cctacaaata atatgagaaa tgaacaaaca aaaattatat taatcattac
  4804201 ctctcaccct tttcatcctt tactacaaca aaaaaggcga gcatcgaatt caactcgatg
  4804261 ctcgcctttt catttatact gctttttctt tatccgttac cgctgactta tcccaacact
  4804321 ctgtattcgt taaaccagga atagaatctg cacggaagac aggatctttc ccttgtttct
  4804381 tttgccttac atagtctgct aatgccgcat acgcaaatcg gccaagaagt gtaatcgcaa
  4804441 ttaagtttgt gattaccatt agacccataa ataagtctgc catattccat acaacttgaa
  4804501 gcgtcgcaac agaaccgaat aataccattc ccactaccgc aatacggtaa attgttaacc
  4804561 aagttttact ttgtttaata aattcaatat ttgtttcacc ataatagtag tttcctagca
  4804621 gcgaactgaa agcaaataaa aaaataataa ttgctaagaa gctacttgcc catgggccaa
  4804681 tttgtgaact taatgcattt tgcgttagtt caataccttc taaattcgtt gctttatatg
  4804741 caccagaaca tagtacgata aatgctgttg atgtacatac taagaatgta tctactaata
  4804801 ctccaattgt ttgaataaaa ccttgttttg ctggatgcgt tacatcagct gttgctgccg
  4804861 cattcggagc actacccatt cctgcttcgt tcgcaaataa tccgcgctga ataccgtatt
  4804921 tcatcgcagc accgataccg ccacctacag ctgaatctaa accgaatgca cctttaaaga
  4804981 tttccgtaaa cacatctggt attaaataga agtttttaat gacaacaaaa atagctaccg
  4805041 caatataaat aagcgccatt ggcggaacaa tcatttccga catacgtgca atacttttta
  4805101 caccaccaaa aataataact gcaactaatg cagctaatgc aataccaaca atataacgct
  4805161 ctaaaccaaa tgcattttca aatgctaatg ttactgtatt cgcttgtact gagttaaaaa
  4805221 ttaaaccgta actaactgta ataaggatcg agaaccaaat tcccatccaa cgtttattta
  4805281 aacctttttc catataataa gcaggaccac cacggaagcc actaccatct tttattttat
  4805341 aaatttgtgc aagcgtactt tctacgaaac ttgaagaagc tccgataatc gcaatcaccc
  4805401 acatccaaaa tactgcgcca ggtcctccca tagatatggc taatgctaca ccagctaagt
  4805461 taccgatacc aatacgagct gctgaactca tacaaaacgc ttggaaagaa gatacactac
  4805521 cttttttacg cgtctttcca gttaatccat cactcattaa tcgaatcatt tcccctaaat
  4805581 gagtaatttg tacgaatttc aatttaacag aaaaataaag acctaaacca attaacattg
  4805641 caataagaat atacgaccaa agaattgtat tcgtcgatga aacgaattgt tccaaaacat
  4805701 tcatacaatt aacccctcct tttctccata aatcgaatta tatctaaaaa atattcaaaa
  4805761 atcaacattt ttcgacaatt ttcgatttcc aaatattaga ggtttcatga ctcctctttt
  4805821 tagcaaatgt acatactaaa acaaaaaaca aattcctaaa caacctattg acaaaaatac
  4805881 caacctgtaa ctataatgat tacatcaagt tgtaacaaac ctaattacaa cacattcatt
  4805941 cactttcaga tatacacgtt aacaaaacac tttggaggga tttattatga aaatcggaat
  4806001 tatcggagca gctggtaaag caggaagtcg cattttaaaa gaagcattag atcgcggaca
  4806061 tgaagtaact gcaatcgtaa gaaacactgc aaaaattaca gaagaaaacg taaaggtttt
  4806121 agagaaagac gtattcgctc ttacatctaa tgacttacaa gcattcgatg tagttgtaaa
  4806181 tgcattcggt gctccagcag gcgaagaaca ccttcacgta gatgcaggaa acgtacttat
  4806241 tgaagctatg aaaggtgcac caaatacaaa attacttgta gttggcggcg ctggaagctt
  4806301 atttgtagac gaagagaaaa caacacgtgt atttgaaaca ccaggtttcc cgaaagaata
  4806361 ccttgcaact gctcaaaacc aaggtaaaaa cttagaaatt ctgcaacaaa caaatgacat
  4806421 cacttggaca ttcatcagcc cttctgcact attcgcatta ggaaaacgca ctggttctta
  4806481 caaagctggt aaagacaatc ttcttgtgaa cgcaaaaggt gatagctacg taagttacga
  4806541 agacttcgca gtagcagcac ttgatgaaat cgaaaatcca aaacacgtaa acgaacgctt
  4806601 cacagttgtt tctgaagctg aataataaag aaaagctcgt aaaacatagt gttttacgag
  4806661 ctttttatta ttgtacttgt tctaaaccat ttggagtaat cttgaaggaa atctctttaa
  4806721 atttcttcgc atctcctttt ccaagtaact caccagtttt ataccaactt aaacgatcag
  4806781 attctgcatg atacactttt atcgtatccc catactggaa tggcgtaccg tttacttgct
  4806841 cagcaaaatt ctttgaagtt tcttgtcctt ctgctgttac atgttttttc tcttttccgt
  4806901 ctccatcgta taacgtaatt cccatgtata actcgttttt aaagtagcta tgaatttgtt
  4806961 catttgtatg tgttacatgt aatttctttt catcatgatt aaacgttaca attgaccgaa
  4807021 tactattact taatccctga tatactagac tgtctccata tgttacttct accgggactt
  4807081 ctgtcacttg cttatttcca aaacggtctt tcgtttctac ttttactgtt tgttttccga
  4807141 tttttgatgt atctagtttt cctacaaaac caattacttc tccagctttt acttcaacaa
  4807201 aatttttcgc ttctaatgtt tcactatttg ttccgattac tactttttgc ggttttgctg
  4807261 ttacttcttg ctgcgctccc atttgttcaa aaccgtgcgc tgtcacttta aagaacactt
  4807321 cgttaacacc atacttcgca tcaacgaatt cattcttttt atacacttta aaacgatcaa
  4807381 attctttttg ataaattttt actatatcac catattcaaa acccataccg ttgaattgtg
  4807441 ctgcaaattc ttttgtattt tcagatgctc ttactgataa agctttcttt tcttttccat
  4807501 ctttatcata tacagtcatt cccatatact tctcatctgc aaatgaagta tgcattggac
  4807561 cttctgaatc tgttgtactg aatttctttt cttcatgatt taatgtaaca atcgatttaa
  4807621 tattcgttcc atcgtgccat gtaccgaaga acataatgct atctccgtaa atcacttcca
  4807681 caggaacttc tgtcactttt ttattaccaa aacgatcttt cgtttctact tttacttttt
  4807741 gttcaccaat ttttgttgta ttcagttttt ctacaaaacc tactacttct ccatctttca
  4807801 cttgaacaaa gtcttttgca tttaattttt caacagctgt tccgattact actttttgcg
  4807861 gtactgttat tacttcttgc aacatatcca ttttctcaaa gcctttttct gtcactttga
  4807921 agaatagttc ttttgtccct tttttctcac cttgaccagt aagattgtta ttttgatacc
  4807981 atttcaaacg atctggttcc gcatgaaata ctttcactac atctccatac tcgaactgca
  4808041 taccattcac ttgcttcgca aagttctttg aagtttcttg cccttctgcc gttacatgtt
  4808101 ttttctcttt tcctgctcca tcatataacg tgattcccat gtatagctct ttatcaaaat
  4808161 atttatggat ttgactatcc atatcagtcg catggaattt cttatcatca tgctttaacg
  4808221 ttacgattga agcaatatca ttgtcatatc ccacatatgc aatactatct ccatacgtca
  4808281 cttctaatgg tacttctgtc acttgcttat ttccaaaacg atccttcgtc tctactttta
  4808341 ctttttgttc accgattttt gttgtaattg gtttctctac aaaaccaatt acttctccat
  4808401 ctttcacttc aacaaaagct tttggatcta acttttcaac atctgttccg actactactt
  4808461 gttgaggttt cgctgttact tcttgcaaca tatccaatct ctcaaagcct ttttctgtca
  4808521 ctttgaagaa tagttctttt gccccttttt tctcaccttg accagtaagg ttattatttt
  4808581 gataccattt caagcgattt ggttctgcgt ggaatacttt cactacatct ccatactcga
  4808641 actgcatacc attcacttgc ttcgcaaagt tctctgatgt ttcttgtccc tctgctgtta
  4808701 catgtttttc tcttttcctt ctccatcgta taacgtgatc cccatgtata gctctttatt
  4808761 aaaatactca tgaatttctc tatacatatc agttgcatgg aatctcttct cttcgtgctt
  4808821 taaagttacg attgaaacaa tatcatcgcc atatcctgca tatgcaatac tatctccata
  4808881 aaccacttct actggcactt ctgtcacttt cttattccca aaacgatctt tcgtttctac
  4808941 ttttactttt tgttttccga cttttgatgt agttggttct tctacaaagc caattacttc
  4809001 tccgtctttc acttcaacaa agtttttcgc ttctagcttt tctacttctg ttccgactac
  4809061 tactgtttgt ggctttgctg ttacttcttg caatgatttt actctttcaa atccattttc
  4809121 agtaattttg aagaataatt cttttatttc tttatttttc ccttctccta catataaacc
  4809181 tttttgatac caatgtaaac gtgaagactc tgcatgatat actttcacca catcaccata
  4809241 ttcaaatgct aacccattta attccttggc aaaagcttct gtattctcca agccttttac
  4809301 cgctacattt ttcttctctc ttccttcttt atcgtacagc gtgaactcaa aatacttttc
  4809361 atctttaaag taatcgtgaa ttaaattttt tgtatctgtt gcactaaatg ttttcgtacc
  4809421 atgatgtaga gttacggttg acttcaagtc ccccccaggt atagttcaat ccatatacaa
  4809481 gtaggctatc cccatatcca acattcacta caactggaat gaaattctta tttccttttc
  4809541 catctacaat ttctactttt acagtttttt ctccaacttc aggcgtatct tgcataatca
  4809601 cacctgttgt ctttacacct tctcctaaat tctgtacaag ttcctttgct ttttcctcat
  4809661 catatgtagt accgattacc atattttgta ttttttcatt atttggctcg ccatatggag
  4809721 cttcgtataa ctcaatttgt ttttcacgaa ttggattact atctgtagat aaccaaattt
  4809781 ctttttctaa ttttggtaaa tttaattttt caattttttc tcttgtagca tcatttgcac
  4809841 ttaatcccca tttatcaaag aaaggaatta aattttgtcc tgccactttt gacgtcatat
  4809901 aaataaacat ctgctttttc tcttcatccg atttaggcag ttctgtatca tgtaacaaac
  4809961 gatacatttg atgtaaattt ggatagaatt gatccccata ggctaaatgc aactgccaaa
  4810021 acataactaa tttctcaaat tcattcatct tttcttgtgc atccggttta cctaaataag
  4810081 caaatgcagc ttcatagcgc ccctcttgct ctaaccttgt tttatgcccg aatgtagttt
  4810141 gaactgccaa agaataaata ttaacggtta cttctccaag tccatcccat aaccaagtgt
  4810201 cttgttgatg ttgatgtcca acttcatgcc aaggccccca tccatcatta gttaactctt
  4810261 ctagatttag tactgactct aaattgcctt tactataagc tgttcgataa taagtcgcat
  4810321 acatataatc gtctgtatac cagtcttcaa caaaatgaat ggaatgttta ccttgattcg
  4810381 caacacccgc accatctttt gataaacctg acatcttatg ttctatatta attatttcat
  4810441 cgtgcttctt taatagcgca gctggatctt cttgcttcaa atgttccgcc acagtttcag
  4810501 gatgcatagt taataaacta ttttctccct tcatttctat tgcatatgga tcagggtttt
  4810561 ctgccaacat acgcttccaa tcttttgtcg tatgctttcc taaaataaat aaaggatttg
  4810621 gtgtaccacc ttttttcact ttagcgacta cttctcctgt gttgtgataa ttgtaaaagt
  4810681 ataatagtcc cccatttgaa gaagaaattt tattctcacc aggatgtaaa ttaaattgct
  4810741 taggtccttc tttttcataa gaatatgtac caatataagc tttaatctgt tgagtccctt
  4810801 ctacttgaat aactacttct tcatctggct ttacataaat gcccgttggt tcataaggag
  4810861 aaaaactcat tccacgctga tgcaactcac gcatcccttc tacatcacct tttggtagca
  4810921 attgatatac tcgctcttct tgctgtttct ccttgtcttc aactgccatc tctgcataca
  4810981 ccttaggtaa ttcaagtcca tatggcgtta acaacgtagc taaacaaaca ccagctacca
  4811041 ataccctact ctttttcttc ttcgacataa tctgtgtccc ctgttccttt atttagaaaa
  4811101 accatcctat atattcattt aatgaaaaat cctattattt ttataaaaac atttaataaa
  4811161 tagacgaaca cctcgcgcac ctgtatctat tactaccgca tttccctcca tgtattcgct
  4811221 ttcttacatt gtaaaatttt tatgtaatat gccctcctca cttctctcta tttgtgatga
  4811281 gttctcttcg tacataaaaa gagaatagca aaagatatca tttagtattg tcatctatac
  4811341 atctaaaaat aaaaatagta ataaaacctt acattttctt catatttgac catctatagg
  4811401 tagtttttcc aactgaattg tcggtgtacc tttatgcgca atgccttgta gtttcgttaa
  4811461 ttttcctatt actttaaagc taaatccacc agctggtgtt tgtttcggaa ctaaaatgcg
  4811521 gaacttttct cctacattaa attctgtttt tgcttcgcct ttttcattta caaatttggc
  4811581 tcccgttggt gcacctgttg cttgcacttt gtacgttccg ctttttgcat ttgtttctac
  4811641 tgtatataag cctgtttcaa agaaatcatt ttttaatact gcttcttgtt cttctgtagg
  4811701 agttacactc atcgtaattt cttgcaactc atcactagca cttgcttttg caacgatatc
  4811761 tttcgttacc ttttctacat ttttattgcg gaaatctaaa tcattaatat cgatttgctt
  4811821 taacgcattc catactgcaa gctgcgttgc ataatgtgct tctctccaat cagaaacacc
  4811881 taattcttgt ggactctttt gtggatatcc atttaataat acacggtata cgttaatatc
  4811941 cactttcccc atttccggta aatcttgacc gcttggagat ttcaaatcta catttaagca
  4812001 aaaagcaatt ttgccatctg ccgttttaat aagctctgtt cggattggtt tcttcttgga
  4812061 cttactataa ctccaatcca tttgatactt tgtatggtcc atcacttctg cgaatgcttt
  4812121 ttgaagtggg aataacacaa ataaaacact taaaaacata gctaaaagtt tgaacgattg
  4812181 ctttatattc atgtttacag ccccttaata acaaacttaa tactaagtag tatttattta
  4812241 gaaactgttt ttatgcacaa aaaaagagtg cttttacgca ctcttttttc ttaccttaat
  4812301 cttagaaatc gaagttatca ggatctggac ccacgcggtg attttggttt aacgcatcga
  4812361 ttttttccat atcttctttc gttaattcaa agttaaatac atcagcgttt gcaataatgc
  4812421 ggtgttcttt cgttgatttt ggaattgtaa ttactccatt ttgaagatcc caacgtaaaa
  4812481 taacttgcgc tgttgtttta ccgtgtttct cagcaatctc ttgtaatgtt tcgttatcta
  4812541 ataattgacc ttgcattaat ggtgaccatg cttccatttg aataccttgt tctttacaga
  4812601 aagcttgtac ttctttttgt gttaaacgag ggtggtattc tacttggtta atcattggtt
  4812661 taatttctgc atctttcatt acatcttgta agtgatgtac ttggaagtta cttacaccaa
  4812721 ttgcacgtac gcgcttttct ttataaagtg tttctaacgc tctccatgta tctttatatt
  4812781 ttccttctac aggccagtga acaagataca gatctaaata atctagttct aattttttta
  4812841 agctctcttc atatgcagca attgtttctt catatccttg atctgcgttc catacttttg
  4812901 aagtgatgaa taaatcttct cttgaaatac cagttgcttc gatacctgca cggattcctt
  4812961 cacctacagc tttttcattt ccgtaaattg cagctgtatc gatgctgcgg tatcctgctt
  4813021 taattgctga ttttacagct tctacaagtt ctggtccttc ttctacttta aatacaccta
  4813081 aaccgaacca aggcatttct acaccgttat ttaatactgc tttactttgt aagtttttca
  4813141 ttttattttc tctcctttta ttttacttga tctctttttt ctaatgtcat gctccacgct
  4813201 gttaaaataa cagcggctac taccataagg ccgcctaccc aagcagtatg gattaatcct
  4813261 aacgaattcg ttacaaggcc acctatataa gaacctaaag cgattcctcc gttaaatgcg
  4813321 gcaatattaa ttgctgaagc aacatccacc gcactcggaa caaagcgctc tgccaatata
  4813381 actacatata cttgtagccc cggaacattc ataaatgcga atagtcccat gaaaataatt
  4813441 gtgattaatc cagctacctt aaatggcgct gtaaatgtta aaacaaataa tataatcgct
  4813501 tgaattaaga acatgtaaaa tagcgctcga atcggattat gattcgataa ttttccgcca
  4813561 accatattcc ctatcgcaat ggcaattcca tacactaata aaatgatcgt aaccgtactt
  4813621 gcttcaaatc ctgttacttc ttgtaatagt ggtgataaat acgtaaatgt tacgaatgta
  4813681 ccgccatatc caagtgcagt aataatgaag acaagtaata gtcttccatt tttaattaat
  4813741 ttaaattgat cacgaaacga tacaggtaca ccatttttta aattagatgg gactagtatg
  4813801 ctgtttgcga taaaagcaat aattccaatt acgacaatcg ccataaatga cgctctccag
  4813861 ccaaattgtt gaccgataaa cgttccaatt ggcacacctg taatagtcgc aactgttaat
  4813921 ccagtaaaca taatcgcaat ggcgctagca cgtttattct ctgggacgat tgcggccgca
  4813981 attgtagatc ctatcgacat aaacacacca tgtgcaaacg cagatacaat ccttgcgata
  4814041 attaatatag tgaaacttgt tgctactgcc gcgatcccat taccaataat gaaaataacc
  4814101 ataatccaca ttaataatgt ctttctcgac atactagccg ttaacgctgt taaaacagga
  4814161 gctcctactg ccgcacctaa tgcatatagg gaaacagtta aaccagctgt tgtaaccgaa
  4814221 acatttaaat cttttgaaat agatggtaat aaaccgacac taataaactc ggtcgtccca
  4814281 attccaaatg cactaattgc tagtgctaat aaagcaaaca tacttcgtcg attcgtctga
  4814341 acttccgaag atggtactgt atatgaactc aattgaattc ctccttatta caagaaatcc
  4814401 aatcataata gtgccataaa aaggcctctt tatcttctaa aaaatatatt taatctctac
  4814461 aaatgctatt atgaatggtt tcattctttt tttgaagaac gcgctttaaa gtacgatagg
  4814521 caccaaaaag taacatagtc acttttcagt accgtactac tcatttgcct cttacatgtg
  4814581 ctattatgaa acatatttaa catgataaaa agtacgtact ttaaagtgct ataggtacta
  4814641 aaaagtaaca tttgtatgat ttaacttatt ttactcacaa tgggagggtt tcatatgaag
  4814701 caatacaata ttcctgtaga ggcaacttta gaagttatcg gcggcaaatg gaaagttgtt
  4814761 atcctttgtc acttaacgaa aggtacaaag agaacgagtg aattaaaacg ctcaatgcct
  4814821 ggtattacac aaaaaatgtt aacacagcaa ttacgtgaat tagaagacga cggcgttatt
  4814881 caaagaaaag tatacaacca agtcccgcca aaagtagaat attctcttac tgattacggt
  4814941 tggtctttag aatccattct tgattctctt tgttcttggg gcgaatgcca tcttgaaaaa
  4815001 gaaggtaaga catcgatgct aattgcggaa ggtgaataat aggaaaaagg aaaaaacgaa
  4815061 catgaatttg ttcatttttt cctttttttc ttattatata tgtacatttc taactgaaac
  4815121 aaaatatttt atacgctttc ataccttgtc agtactacgt tatacgctcg atatcaaata
  4815181 attaggaatc atttttatgt taacataggt gtatatagta tataatatag gatatatatt
  4815241 atatacactt tccggtaacg gagcttttcc attatgcgga caagccatat atcggacagt
  4815301 tcataaataa taagtaagac gttatggttt tagatttatg tttgcaactt agttgctgtc
  4815361 ataaatttaa aggcatttta ttgtgttttg tgaaactttg tataaagttt cgtaaccgtt
  4815421 tactatctta cttatcaaaa ataagagtat tgctatcgta aaggagaatt ggagatgcca
  4815481 gaaactatga ctcaaacaaa gccagaacaa gaaactgtac aaatttctgc tagccaagga
  4815541 caacttgatg tacttgatca gttgttaaaa cctgaggtac aagaatcatt aacaacacta
  4815601 gtagaacagc ttccaaaatt aactgagctt gttaacattt taactaagtc ttatgacttc
  4815661 gctcaaactg ttgctactga tgaagtatta aaaagcgaca ctgttggtgc aatcacagag
  4815721 cttgtagaac ctgtaaaaga tacagtgaaa agcatggctg ctactgcgat cgaagcgaaa
  4815781 gatcgtgctg acgaaagcaa cgaagttatc ggcctattcg gtctgttaaa attactaaaa
  4815841 gatccacaag cacaaaaaat gttccgcttt gtgaacgcat atcttcaaat tagtgcagaa
  4815901 cgtaacaata aataagttaa cttataacaa caattagtaa agacggggga tatcatacta
  4815961 tgtcaaaaca aattgtcatc ttaggcgctg gttatggcgg tcttcttgcc gctttaaacg
  4816021 tacgtaaata ttacagcaaa tcagaagcac aagttacagt gattaaccaa tacccaacac
  4816081 accaaatcat cactgaacta caccgccttg cagctggtaa cgtgtctgag caagcagttg
  4816141 caaggccact tacaaagctt ttcaaaggta aagatatcga tcttaaaatc gcaacagttg
  4816201 agtcattctc agttgatagc aaagaaatca aattagctgg cggcactact ttatcttacg
  4816261 atgcacttgt agttgcttta ggaagtaaaa ctgcttactt cggtattcca ggactagaag
  4816321 aaaacagcat ggtattaaaa tctgctgctg atgcaaacaa aatctacaaa cacgttgaag
  4816381 accgtattcg tgaatacgcg aaaacgaaaa acgaagctga tgctacaatc gtaatcggtg
  4816441 gtggcggatt aactggcgtt gagctagttg gtgagcttgc tgacattatg cctaaacttg
  4816501 caaaaagtca cggcgtaaat ccaaaagaag tgaaacttct tcttgttgaa gcaggtccaa
  4816561 aaatccttcc agtattacca gaccacttaa tcgaacgtgc aactactagc ctagaagcac
  4816621 gcggcgttac attcttaact ggtcttcctg taacaaacgt tgctggcaat gaaatcgact
  4816681 taaaagacgg tcaaaaactt gttgctaaca cattcgtttg gacgggcggc gttcaaggta
  4816741 acccactaat cggtgaatca ggtcttgaag taaaccgtgg tcgtgcaaca gttgatgcat
  4816801 acctacaatc tacttctcac aaaaacgtat tcgttgctgg agacagcgct gttgtcttcg
  4816861 ctccagacgg acgtccatac ccaccaactg cacaaatcgc ttggcaaatg ggtgagttaa
  4816921 ttggatacaa cttatatgct gcactagaag gcaaagcatt cgaagagttc gcacctgtaa
  4816981 actctggaac acttgctagt ctaggccgta aagatgctgt tgctacaatc ggagcaagca
  4817041 atactccact taaaggttta ccagcatcat taatgaaaga agcaagtaac gttcgttact
  4817101 tatcacacat taaaggtcta ttcagcttag cttactaatc tgaatataag cccgaatcat
  4817161 gccctgcatg gttcgggcta tttttatccg aaattttctc taacttattt attcggcaaa
  4817221 aaaattatat accctttaaa tttatctaaa tatactgact tttttataat gaaagctgtc
  4817281 ccgttcggaa cagctttatt gacgcttttt gtcggtaaat cgatatatcg ggaaaatcgc
  4817341 tgatataatt caaattacga tcgatatatt ttaaaaatcg ccgatataat tcgagttacg
  4817401 gtctatatat tcaaaaaatc gccgatataa tttttccacc ttcttcatta tcctaacttc
  4817461 acaaggctgt agttcttctt ccctttacga ataataataa atcgtccatc aaaggaattt
  4817521 tctaccgtaa catccgtacc tacatccgtt actttttcgc cattcataga aatagctccg
  4817581 ttattaatat cttcacgcgc ttgtcgtcta gatggttcaa ttcctaaatc aactagccat
  4817641 tctacgatgt ttttcgtctc ttttgaagac tggaatgttg gcatttcttt aaagccttgc
  4817701 tcaatttcat cagctgttaa cgatttaata tctccgctaa ataacgctgc tgtaattttc
  4817761 acagcttgca gcaatgcttc ttctccatga acgaatttcg tcatttcttc cgctaatact
  4817821 ttttgcgctt cacgtttatg aggctctgtt tctaccttca ctgccaattc atcaatacgc
  4817881 tctttcgtta agaacgtaaa gtattttaag tatttaacga catcacggtc atctgtattt
  4817941 acccagaact ggtaaaattc aaatggtgtt gttttttcag gatcaagcca aaccgcacca
  4818001 cctgctgatt taccaaactt tgtaccatct gatttcaata gtaacggaat cgtcaatcca
  4818061 aatacttttg cttcgtgccc ttctaactta cgaattaaat ctaaaccact cgtaatattt
  4818121 ccccattggt cactaccacc aatttgtagt tgaacatctt ctttcgtgta taaatgatgg
  4818181 aagtccatcg cttgcaagat ttggtacgta aattctgtga aagaaattcc tgtatctaaa
  4818241 cgacttgcta cgatgtcttt tgctaacatg ctattaatgc taaagttttt cccgtaatca
  4818301 cgtaaaaact caataatatt tatttcatgt gtccagtcgt agttatttac catcttcact
  4818361 tcgctatttc cgccaaaatc aaatagcttt ttcatttgcg ctgttaatgc atccacatta
  4818421 tgctgcacta cttctaacgt ttgcagttgg cgttctgatt gacgcccact cggatcacca
  4818481 attgttcctg ttgcaccgcc gattaaaata actggatgat gaccagctaa ttggaatctt
  4818541 ttcatcatca taaacggaat caaatgtccg atatgcatac tatcaccagt cggatcaact
  4818601 ccgcagtata gcgaaatctt tttctcctct actagcttac gtaaaccttc ttcgtcagtc
  4818661 tgttgattaa cagcaccgcg ccattctaat tcatcaatga tattcatctt ttgtcatccc
  4818721 ctttattttt ttaaaaacaa aaaatcccta tgtctatgac atagggacga ttattcaccg
  4818781 tgttaccacc cagtttgtat aaatagcata gctactcata ccactcttag caataatatc
  4818841 gattgccaat ccgcttagca ttacctaaga tactccagag tgtaattcgc aagtttgttt
  4818901 gtgctaggtt ccagcatccc ctagctctct cgttaacagt gacaaactgc tactgggctc
  4818961 tttcaacgta tgttatttgt taaattatta gccattatat tgaattgaaa acaaattgtc
  4819021 aacaataccc aaatattatt ttaaaataat tcgcaacttc atacgtatat gttattcttt
  4819081 atcttctcca ataatcctta cttcacgctc taacttcacg ccaaatttct cttcaactgt
  4819141 tttttgtacg aagtgaatta aatcgatgta atcttgtgct gttccgttat caacatttac
  4819201 cataaatcca gcgtgtttta aagaaacttc cactccacca attcgcttac cttgtaaccc
  4819261 tgattcttga atcaatttac cagcaaagtt atttggtggg cgtttaaata cgctaccaca
  4819321 tgaaggatat tctagaggtt gttttgactc acgtttaaac gttaaatcat ccatttttgc
  4819381 tttaatttct tcatatacac cttcttcaag ttcaaatctc gcttcaagaa taatgtaatg
  4819441 attgttcgca aatacactct tacgatatcc aaattcaaat gcttctttcg tcaaagtacg
  4819501 tagctctcca tcacctgtca ttacgacagc ttctgttaat acaaacgaaa tttcaccgcc
  4819561 gtatgcacct gcattcatat ataatgctcc gccaactgaa cctggaatac cacaagcgaa
  4819621 ctcaagaccc gttaagttat ggtctaacgc aatacgtgat acgtcaataa ttgctgcacc
  4819681 gcactgtgct acaattgtcg ttcctgttac agtaacacct gtaatatgaa ttaaacttac
  4819741 tgtaatcccg cgaattccac cgtctttaat aatgacattc gatccgtttc ctaaaaacgt
  4819801 aactggaata ttatatttgt tagcatattt aataacttct tgaatttcat cataatttgt
  4819861 cggcgcaacg aacacatctg cttttccacc aactttaata tgcgtatgat tctttaacat
  4819921 ttcatcttgt ttcacatgac cttcaggcaa taccgtactt aaatattcat aaacctcttg
  4819981 catattcatt ttacgattcc tctatttcta tattcttttt atcccgttat acgggcccat
  4820041 aatatcccca catacatgaa cgaacctaaa gtggtggata cagtgtaccc aaaatcaatt
  4820101 cgagacacct attaacctct taatttataa gaggtgccac tcatattaaa atatatattg
  4820161 cataataaag caacccaaat gggctactaa acttgacatg tcatcagaaa gacaacaatt
  4820221 tgtaaaatat attacttttt caaaacacta cccttcagta tcttactata ccacacgaaa
  4820281 ataaagtggt atttttttgt aatctttact ttattttcat caacaaaaaa gatgccttta
  4820341 cctatgtaaa agcatctttt tcattactta ttttaaatta cttttcgttc tcttcttttt
  4820401 ctttatcaaa ccatagcagt tcatcgttat ccacttcacc attataattg attaagattt
  4820461 cttctcccgc ttttatatct ttataagcat agaagttaaa tgtatgattc tcaaagacaa
  4820521 tatcatacgt cgcattcggt gtatatgaat gattgaataa catgccgtat cctaaaagga
  4820581 ttgccgtatg attaatccca tactcaaatg cgtagtcagc aagtaacgtt ttctcaatgt
  4820641 gttcatgctg ttcattcgga taagagataa ctggtgctgc gtgtatcaac tcaccttttt
  4820701 taatatcacg agttgcaaat acacctctat taaattctcc atcactaagt tcagaagtct
  4820761 taacttcgat catatgcgtc acctatataa ttctttcttt gaagtatttt aattccgcta
  4820821 ttagctgaat tttatctcct taagcttggc agaaaacgcg cagaaaagca attaaattcc
  4820881 gagcaagtct tcatttaaat gaaaaaagag cacaaacatt gtgctctttt taagtgatat
  4820941 tacttttcta aaatatcttc taacaatttc acttgctcgc taaccgtatg taatgtcttc
  4821001 acagatgtat cgtttcgatg tttttcttct tccacacttg ctaacacttc ttctgtagcc
  4821061 gcagaagttt gctggattac attggaagca tgtgtaacat cctttacgat attcgtcgtt
  4821121 ttaacttgga aactttcttg atgaccaacg atttctctca ttacatcatt aatctcatca
  4821181 ataaatttcc ctaaatccgt tacatttgtt aaaacacttg ctaacatttc attacattct
  4821241 tcttgtactc tttctgattt ctctacttgc acttctacct tacttgcttg attactaaac
  4821301 tccttcaaaa tcccttgaat tcttcccgca gaacgattcg attcctcagc aagctttagt
  4821361 acttcattcg ctacaatagc aaatcctttt ccatgctcac ctgctcttgc agcttcaata
  4821421 tttgcattta aagctagcaa actcgtctga cttgaaatat tcgttattac atctacaatt
  4821481 tcattaattt gtttcgattg catcattaaa tctctaaata taattcctaa ttgtgaaaca
  4821541 atatcattta aacttctcat attcgcttca aaacttcgta gagtatgtac actacccttt
  4821601 gaaatttcta agctttcatc aatacgaatc gatgcatttc ttacttgaga aatgatttgt
  4821661 tcaatatttc cctccatatc attcaatact tctaccgaac gatacatcat ctctgattgt
  4821721 gattgagtgc caactgctac ctcttcaaaa gcaaaattga tttcactcat cgactccatc
  4821781 gatgtattca tattttgtct taaataattg aaattactat ctagtttcac aaccgtttcc
  4821841 tcaataagtc tttgcgtttc ttctaactcc tgagcttttc tcattacttc ttgcttctca
  4821901 tcgcttaagc gagccagcaa gttagagcca atcttcgtga cgccccacat tgcaatcgta
  4821961 acgatcgcta acaaacttgc gaagtttgca gcttcagatg ctgctgtata agcaaaaaat
  4822021 tgcttcggcc aataactaca aagaataaat gtgatcacaa ccgctactcc gccgagaatt
  4822081 acaacgagac gctcacttaa ataaataagt gaaacggcta atgtaaaata gaccatttga
  4822141 aatacagccg ggctttcatt aaaagcttgt accataatga aagacatcgt aagtaacata
  4822201 aatgtcatga tatatttata catcgcttcc atgctttcta taaaagtaag aagtgtccca
  4822261 aatacaacga cagaaatacc acaaacccaa aacgcgattg ctctcgccgt aaaaatatat
  4822321 ccgtaatacc caatcgcgat gattccaagg aagaaactac aaatcgtaat aaacagcaat
  4822381 aaatgatttt tctgtgattc tttctcaagg ttagaaaaac aagttttctt taaccattcc
  4822441 atatatagtc ccaccttctg cacttaatta cttcaactta aataccgcac tcactgggtt
  4822501 atgatcacta ttctcaaact ttaaatcttt tccttgcaca tttacaatct caacattcgg
  4822561 tgaaacgata aagccatcaa taatcgtgac gaagttttca ccttctacat atttcttcac
  4822621 atcgtctctc accgtcataa cagaaggatc taccgcccat ttaaagccac catcagtaaa
  4822681 gtccttcggt aactctacta gccactcagg acgctccttc acaaactttg gatcacttaa
  4822741 ttgaacatcg gaaactaatt gattccaatc tccgcccatt attacgtaat caccattttt
  4822801 ataatgcttg ttcatatatt cttttaaaaa ctctacttgc tgttttctaa ttttcccgcc
  4822861 ttcatcgtac gcggacaaat gtaagtttac aagtctaaca tgctttccat tattaacagg
  4822921 gattgaatgt tcaacaatcg ctcgatctaa atcgaataaa cgcttcggcc aaggctccat
  4822981 tccagggagc tggaatctct tcgctgtttg aactgtatat ttagaaaatg tacttaatcc
  4823041 agcctccgca tatcccattg gatttgtaat tggaacggga acccatttcg tatcataatt
  4823101 ctttccgaac gacgaaacat aatcaggtaa tccttttttc aaaaattcat gcccatttac
  4823161 atcaaatgat cgaagtgatt ttatatcaac ttcttgtagt agcgcaaaat cactattctc
  4823221 attttgtaaa aacgaaagca tattctttaa attagtttcc gtttgctctt tactacttga
  4823281 accagatccc tttcccccat ccataaagaa atcttgatcc ttatctaatc cagcatatcc
  4823341 aatattaaat gttgtaactt taaattcatt tcctgtcgct aatacgcgct ctttattatt
  4823401 ttccacctgc aaacttataa catcagcagg ctgttcttta gtaagtgtca tatacgctaa
  4823461 aaaaccacct accactccca cccctactaa aatacatata agtactattt ttaataattt
  4823521 cttcaaataa acgccccttt tctaaaacac acaacttaat tatctttatt ttcagttaac
  4823581 taaaactgaa tgacaacata cgaaatattt tatcacaaca aaaatcttat atcattatat
  4823641 ttagtttata aataattgtt cttaccttta aatgatcaaa actccgactc cttcactgga
  4823701 aatcaagcga aatgtttagt acactatatg taataatcat aggcgatgga gttcgccata
  4823761 aacgctgctt agctaatgac tcctaccagt ataactactg gtaggagtct atttttttga
  4823821 gcaagctatt taaagaggtg agaaaattga tttatattat cgtcggcatt gccggtatat
  4823881 taggagccct ttctcgttat tatttaggtc ttactattca tgaattttgg catcatacat
  4823941 ttccactagc tacattactt attaacttag ccggatgctt cttattagct tggctgacta
  4824001 cgtatatcgc taagctcaac atcttacctt cagatgtaat cacaggcatt gggactggat
  4824061 tcatcggttc ttttacgacg ttttcaacac ttagtgtaga gactattcaa ttgatcaatc
  4824121 attctgagtg gggcatagcc ttcttatatg tatcatgcag catacttggt ggcctcatta
  4824181 tgtctggact tggctataca ctaggtgatt tcttacttaa gaaacatctt acggaaggtg
  4824241 atcacttatg atagaagctt tattagtagc aacaggagga tttttcggtg cgattacacg
  4824301 atttacaatt agtaattggt ttaaaaaaag aaataagact tcctttccaa ttgctacatt
  4824361 tctcattaat ataacaggag cgtttttact cgggtatata attggcaatg gcgtcactac
  4824421 aggttggcaa ttattattag gtactggatt tatgggtgca ttcacaacat tttcaacgtt
  4824481 taaactagaa tctgttcagc ttctcaatcg taaaaacttt agcacattcc ttttatactt
  4824541 aagcgctact tacatagttg gtatcctctt cgcgtttctt ggaatgaagt taggcggaat
  4824601 ataaaaaagc gactcttatc agtcgctttt tttataagaa gtaagtcccg ccatatggta
  4824661 tggaaaagaa actagctgga tacacattat aatgtacaat ttgcattgga atttgtgaat
  4824721 acggcatgta ctgaccctgt atcatttttg caacttgtgc ttgttgctgc atttgaatca
  4824781 cttgattcat agcatgaatg gtctcctgcg ccccagcaag cgtaatagct gctcccactt
  4824841 gtctaccact ataaaaataa tgattcatca ttattcaact cacttatgat ttttcttcca
  4824901 tatcgtatgt ttctatttca tgaggagtgt tttgtcccga ttaacagccc tatctattgc
  4824961 tctttttcag ctttgaagta ataaatccaa atagtaatac accaatacca ctaagggaca
  4825021 atacataact tatcggtact aagaaaaaga aaggttcttc aagaaatcca ttcgctccta
  4825081 ctttactgtt tgaagcatgt atcgttaaag aaataattgc taaaatcatg aaagaaataa
  4825141 ctactacgta tttatttttc atcatatact ctcctttaat tcccactgat cttattacca
  4825201 tcataataag cctggtaata tcacaagtca ataacatttt atcgtttaac aataaaaaaa
  4825261 cgctgttatt cgcatgacaa aaaagctata gataaaatat tatctatatc tcttccaatt
  4825321 agttattttg tgccaaagta tgccttttgg aacatacaca ttcttatcgc attatgatag
  4825381 ttaccatcaa cgaaaaactc gtctaacagt tcaccttcca ccataaatcc aaccttttta
  4825441 taaacatgta ccgctttttc attttcctta tccaccacta aataaatctt atgcatattt
  4825501 agtacagaaa aagcgtaatc catcgctaaa cgcgtcgctt ccgcagcata accatatcct
  4825561 tgataattcg gatcaataat aatttggaat tccgttctac ggtgaatata atcgatttcc
  4825621 actaactcaa ctaacccaac catttcatta tctttttcaa cgataaatcg gcgttcactt
  4825681 tgatcatgta tatgtttatc gtataagtct tgcagctcca caaatgcctc atacggctct
  4825741 tcaaaccaat acgacataat atgtgcatta ttattaagtt cgtgtacaaa ctttaaatct
  4825801 tctcgctcta atggacgcaa tttcaattcc tgactcattt ctataacctc caagtaaaag
  4825861 aaacctcttt acttaatttc tcaatttttt tcaatttcaa acgccctaat tttattgtaa
  4825921 actttcaagt aactttaagg tcaagatata aaaaaagtag tgcaaactta tgtctgcact
  4825981 actactcttt tctcaaatct ctcatattcg atatgtataa cgcaatgact aaaacaagaa
  4826041 ttgctcctgc gtataataac gtctccatcg gttcctcatg agatacgata attaaacgga
  4826101 ttaacgctgt aattccgata taaataaaat aacgtaacgg aaaatgatag ttcgatttaa
  4826161 aatacttaat aattaatgca atgaactcga agtataagaa atagacgata atactttcaa
  4826221 ctaatttata tgacgtatac ttcttcgctg aaaatatgta ttgaataaaa gtaatcgtct
  4826281 cattaattaa aaagatagat aagacaatgg ataatataat tagcgctata tttaatatcc
  4826341 actgtaaaac actcgcgata aaatgatcaa tattgaatga tttcattttc tcattaaact
  4826401 ccccttcgta taagtacgta tttattatag caaaattata attggaaaga agttaaatca
  4826461 tattttctcc ctttattagt gccggtgtgt gggatgttca ttgttttgag gagtctttta
  4826521 accgcagaac tagactgcac attaagaaag tccctcaatt tactattagt agttatcgtt
  4826581 ccaaacagaa gtgtgtagtc ttgtaaagca cgtaaatgag cacttttaga cgtactatta
  4826641 cagtttgagc aacgccatcc ctgtttttct tttaacattg ccattgtaaa acattcctca
  4826701 cactgcacgc cctttagcaa ttcctctttt ttcactttat attgtgcaag aatattttgt
  4826761 cgctgcggaa tgtgctcatt cataatttga tttataagtc catctacatt atcaattacg
  4826821 ccttctttat attgactttc catttgtttg attctattag gtaaatttgc accgtggata
  4826881 attttattag gaagcatttc atctgaagtt ttaataattg tacgaggaga actaattaca
  4826941 acgagagatt caatcggaat attatataaa ccatgcaaac tcagccattt tctcagctgc
  4827001 atctcttgcc gtttcacttg taaaagcgga tctggaaaac cctcttctga agtaccatct
  4827061 gcgattcgaa tgagttgatt aaactttgca tcaaaaatta acgtaccaat gatatttttt
  4827121 atttcaagaa aaagaagaaa atatgaggaa actatgaggg catcaatttg gaaataatgt
  4827181 ttctgatcaa acaatctgat gtcatgtaaa atgctatatt ttgtttcgga tagaaaacta
  4827241 agcggatatt caattgcctg ctctccttta tagccagcca taaatttcgc tagactttca
  4827301 accaccacat tcttttttgg atgatgagca ggcaatcttc taagtaaagc ttctaattga
  4827361 agcaaatgta cggacatttt ccgttctttt acaatcatct ttattcccct ccaaaatata
  4827421 tcagcgattt ttcaaatata tcagcgcaac tccaattata tcggcgattt tcgaaatata
  4827481 tcagcgcaac ccaatttata tcagcgattt tcataatata tcgacttacc gacaaaaaac
  4827541 gacacaacat acacacataa aatcctatac acagtatagc atcacatcta aaatcgcact
  4827601 gtgaacataa tatgaatccc cccatttaat tacgccgttt tcaaaatgag agatttacat
  4827661 tcacctcatg taaaagacct ttttataagt atgaaaaaat tttaggaatt agtttatcct
  4827721 tttttaatgt tttatttaga ggcagtttat actctgctat taacataata agcgtagtaa
  4827781 ttacattcag aaaaacgaac tatttaaaat cataaaataa ggagacgata aaaatgaaca
  4827841 aaaaaacgaa agcactatca tctatattac tcggattcac actagcacta acagggtgtg
  4827901 ctggtacgaa agctgaagaa aatcataata aaccaaaaca agaacaagct gctaaagaaa
  4827961 caaaaaagga aaataagtta acgaaaggcc aaaaaatggc taacattctt agcgatacaa
  4828021 attggcaagg cacacgagtg tatgacaaag ataaaaatga tgtaacaaaa gaaaatgcaa
  4828081 acttcattgg ccttgcaaaa tatgatgcaa agtcaggaag atatgaattc tttgatgcta
  4828141 aaacaggtgc aagtcgtggc gataaaggaa ctttctttat cacaaatgat gggaagaaga
  4828201 gaatattaat ttcagaatca atgaaatatc aagctgttgt tgacatgaca aaactaaata
  4828261 aaaatgtatt tacttataaa cgaatgggga aagacgctaa cggtaacgat gtagaagtct
  4828321 tcgttgaaca tgttccatat aaagaaaaag agctttcttt cactgatccg gataaggaac
  4828381 tgaacacgac tacaggcgat atcgttaaaa acattgatgg agataaaatt ttaggtggaa
  4828441 cactttggca cggaacaaaa gtattagatg aagctggtaa tgatgtaaca cagtttaact
  4828501 cgaattttat aagtctagca aaatttgatg acaagtctaa taaatacgag tttttcaata
  4828561 gcgaaacagg tcaaagccgc ggtgactatg gttacttcga tgttttacac gaaaataaaa
  4828621 taagagctca tgtatcaatt ggaaataata aatacggtgc ggctcttgaa cttactgaac
  4828681 tgaataagaa taaatttacg tataagagaa ctggtaaaga ccaagctggt aatgacatca
  4828741 ctatattcgt tgaacatgaa ccttatacag gtgatatgaa accacaattt agtttttaat
  4828801 ttgtttgatt aaaactccac tttttatatt cgaaacatga attagcataa gctgaccgtt
  4828861 ttggtcagct tatgcttctt tttacatgta acaaccacta cagctctcca attactttcg
  4828921 ttagcttttg aagcgctgat aaaaggtttg ttaattcttc aagtaaaaaa agctgctgcc
  4828981 tataaaatat agacagcagc ttttttacat gctcattttg taattaataa acagcgattg
  4829041 gcccataagg acccttgata atttctattc ttgtttcaaa aatatctgtc aaaagtgttg
  4829101 agtccataac ctcttctact gttccaaaag cagcaatttg tccatctttc attgcacaaa
  4829161 ttttgtcaga atatttagct gcaaaattta tgtcatgcat aacagtcaaa attgttcttc
  4829221 caaattcatt agccgcacgt ctcaagtgct ccatcatttg aacagatcga gcaacatcca
  4829281 ggttatttag cggctcgtcc aaaagtacat attcagtctc ttggcacaat accatcgcta
  4829341 catatgccct ttgtctttgc ccaccagaaa gctcatctaa atatctattc tctaaattag
  4829401 ttaaatctag gaagtcaata tatttagaga ttataacttc atcctctttc gttaatcttc
  4829461 cctttgaata aggaaagcgc ccaaatccaa ctaattgtct aacagtaagc ctcgttacaa
  4829521 aatgattttc ttgtcgcaat atagtcaaaa cttttgctaa gtcttttgat ttagattcag
  4829581 aaacatccat atttgctacc tggatttgac cttcgtccat atctaaaagt ctaccaatca
  4829641 tcaaaagtgt cgttgacttt ccagcaccat ttggtccgat taaagaagta aagcctgctt
  4829701 ttggtatttc aatatccaaa ggtcctattt ttaccttatc cgtatagaac tttttaacat
  4829761 tatcaatttt tatcataaag ccctcttcct taaaactata gttaagaata tgattccacc
  4829821 aaataattca ataataactg aaactacacc ttgagcatgg aacacatgat acattaaaaa
  4829881 gtatgcactc gtcattatta aaaatcctat tgcaaaggcc attgggaaaa tatatctatg
  4829941 atcatacgtc gctgccgcct gataactcaa agttgctact aaaaatccgt agaaagtaag
  4830001 cggcccaatt agagctgttg aaatggacat caatatagct actaatacaa gcgtataaat
  4830061 tacactcggt tgatatttaa ctccaaaaga agtagcaaca tcctttccta gtgacaaaac
  4830121 atttaaattc ttagaatgag caaaaattaa tactgctaca attatgatca taggaattac
  4830181 aataggaaaa tatgcaggat ctgcatgatt aacagaacca aataatctcg cttgtaaaat
  4830241 atcaaattct gaaggcgcaa gtagttttct catgaaagtt gaaacagaat ttagcccggt
  4830301 accaataata attccaacta acagcataag ttgtaagttc ccgtatttac cggaaagcaa
  4830361 ccatccataa agtatcaaac tcatgaagac cataacaacg acttgaaata aaaatgatcc
  4830421 aattccatta aaattaatca atgcactagc accaaaaaag aatactgtac tcgtttgaat
  4830481 tgctgaataa agtgattcga aacctaaaag tgaaggagta ataatcttat tattcgtaat
  4830541 ggattggaaa gcaactgtcg acaagctatg gcaaacagct gcaataatca ttgcaacaat
  4830601 agctactatc cttctcttaa cgaccgggat aaaagaaggt gaatctatcg gcactggatt
  4830661 gttatacact aaaagtccat atgaagaaag gaggcctaaa gcaatcaatg ttatcagtac
  4830721 aatccaataa cgtcttgctt ccttcttaga acgaaaagcg ctagctgatc tactttcatt
  4830781 atgaaggcta gaatcgactt cgacattttc tttatttcta taatctaatg tgatcatcgt
  4830841 agcctccttg gttttctttt tctcaataaa atagtaataa acacaactgc tcccactgat
  4830901 gcaagtatta aagaaacagg taattcaaaa ggctttataa ttgttcgaga aatgatgtca
  4830961 caggcagtta ttgtccccat tccgatgaca cacacccaag gtaaattact tctaagatca
  4831021 tcacctctaa acatggaaac aatatttgga acaattaacc ctaagaaagg taagtttcca
  4831081 ataacagctg caacaattcc aactgcaaca gagataagag cagtcccaaa aagaacaatt
  4831141 cgattgtaat taactccaag acttgttgcg acatcttctc ctagtccagc taaagtcaat
  4831201 ctattcgcat acataaaaat aagtaaagta acgataacga tcagccataa atattcgtat
  4831261 cttcctacct gaatgttagc aaatgaacct acaaaccaag tttcaatact ttgcgtcatt
  4831321 tgaaaaagga gtcccaaaaa agtagatact gcagaaataa ctgctccaag catcaatcca
  4831381 ataatcggga caattaaaga cgaacgaagc ttaactcttc ttaaaaatag aaagaaaatc
  4831441 atagttccta taaaagaaaa aatgattgca ccagtcattc tttgaactaa agtcggggca
  4831501 ggaaatagta aatacacaaa aagcaggcct aagcttgacc attcaatagt tcccgttgta
  4831561 gtaggttcga caaaacgatt ttgtgtaatg agttgcatga cgagccctgc catcgccatt
  4831621 gcagctccag tcagcattaa tgccactgtt ctcggaacac gagttatgaa aaacatctcc
  4831681 attccatcct cttgtccacg tatatcataa actccagtaa acagtgatat aatccctaaa
  4831741 attataacaa ctataatcgc tattataaaa ggttttgtcc atattttatt gtgattataa
  4831801 aactggggtt gagaaatatt ctcaacccta gaaatcatat tttttgacac tgtttcgtac
  4831861 tcctttacac tacttagcta aagtttttgc aaggtttcca aataactcta tataagtctg
  4831921 aattgattca tttgtgtaag tatctgctgg tgcataaaca acttgttttt tagaaacagc
  4831981 agttgtgttt tgaagagctg gtgatttaga aataacatcc tgagcaggag ctgacttagc
  4832041 tgcatcagat gttgctgcat cacgatctaa tacgaatagc caatcaggat ttgtttgtgc
  4832101 aatagcttca acagaaacgt cgtcaccttt atgacctgca gtagaatttg aaacttctaa
  4832161 tgctggagtc caaccgaaaa tttcatacat tggtccccaa acacgaccag agtgcggcgc
  4832221 agcaaaacca atattaccac cagtaacaat aacactcata actttatctt ttccgttata
  4832281 agcagatttt gctttttcaa tagatttatc aaaatcagct actaattgtt tagcttcttt
  4832341 atctttatta aagatttttc ctaaagtaat tgtagaatct ttaagtcctt ttactaaatt
  4832401 ttctccaggc ttagtagcct tctcagaaac atcaacgtta agatcaataa ctgctgcatt
  4832461 tggtactaat tttttgattt cttcgtagtg gtcagcaaat ctttgaccaa cgattacaag
  4832521 ttcaggattt gcagctgcaa tgatttcaag atttggttca cggtgattcc caatattttg
  4832581 aactttttca tcctttttat atgctgaatc agcaggcata atatcctttg gagcagctgc
  4832641 taatttaatt ccccaatcag ctaaagtttc aaacgttcta ttatctaaag caactacatt
  4832701 ctttggattt acaggaactt taacttttcc atgtgcatca gtgatttcaa ccgtttttgg
  4832761 cttatcacta ctattatctt tagtagcttt cgaagtttct ttacctgaat ctgagcaagc
  4832821 tactaacatt aaagtgaaaa ttgctagaat acttactaat tttaaaagca tagttttttt
  4832881 catacgtata ctccttatta tgtaatttat ttcgaaaatg ataacgtcca taggttgaat
  4832941 tagatagtaa ctgctatccg cccaaaccaa tattgataat cattttcaat tgaacatcct
  4833001 gttaattagt ataatcatta attctgtgaa aatcttgtga atggtttgaa ttaataaaac
  4833061 caagcataaa ttaaatatca aaagtaacat ttgaaatcca gcacgttgac taactatggt
  4833121 ttttcctaca aaaccggctc attaatagct agtattttca taatccctcg cctgatagaa
  4833181 atatactttt tacatctttt catacttctc aaaaactatt tggttattga tttaaagaaa
  4833241 aaaacgaata aaactaaatg caacgtttta ctcgtttttt ctattatctt atttctatca
  4833301 ttcaatcatt gaataacctc taccatgtat cgtttgaata tatctgtctt tcttctcgca
  4833361 ctttaacttt tttcttacat atccaatata taagtctact acattcggat ttacgactac
  4833421 gttatatccc catacttgat tcaaaagcat ttcacggctc aatattgtat ttttattctt
  4833481 aattaaaaat acaagtaaat cgtactcgcg cttagtaagt gaaagatttt taccaccttt
  4833541 tttcacaata ttgctagatg catcaacaaa gagatcttta aactgaaaaa aggttgtctc
  4833601 atgttgctgg ttacagccac ttctccttaa aatagcttga acccttgcta ctagttcttc
  4833661 tttcgcaaat ggttttctta tataatcatc agctcctgct tgtaaccctg ccacgcaatc
  4833721 cttactagaa atattgtcgg tcacaataat gatcggtgtc attttaacaa gtcgtatttg
  4833781 tctgcaaatt tctggtccgg atatgcttaa tgaatcccaa tctaatatga taatatccca
  4833841 atcttgttca tatattatat ttaaaccttc gttttcattg tgaagtttta aaatgaaatg
  4833901 gccttcttcc gttaaaccgc ttacgatttt ctttgctaaa gaccgttcat tcttaattac
  4833961 taacacctgc ctcaccgatg gttcacctct acttcaatat aacttagtta cataaaaaat
  4834021 catctcaaaa aaataattta agttttataa atgttaaatt cctaaaaaag ccattataac
  4834081 agcttattag gagaactcta tataatctta caataggtat gtgtagaaac acaaaacata
  4834141 ttaagatttg aataaaatga tttcattaat agaaactcac caatcgggcg tttacgatca
  4834201 gctatagtat ctatctactt atcatccata accatttctt tattttctgt tttaggggta
  4834261 ctgcctcatc cctatcaact taagtatttt ataaaagaac aaaacaaaaa gaaccacaac
  4834321 ctcaccaacc tggcaagatt atggttcata tcatacaaaa taaaaaacca ccaaatatgt
  4834381 attggtggag acggtgggag tcgaacccac gtccaaaaat atcggcactt aagcttctac
  4834441 gagtgtagtc gatatattag catttcgcga actcttcggc ctatcgacag gcttccaagt
  4834501 tgctagtctg gttgttctct tcctttgtcc tcagacggcg aactccggcg tagtccactt
  4834561 agtttgagtc ccttacccta ccacatggac gatggaggga ggaaccttta gtgcaattaa
  4834621 gcagctaaag aaagattgtt ttgtttgcca attataggct ttgacgtttt aacgaggccg
  4834681 atcccctcga ctcgcaacct aagctcgaac tatccctgtc gaatccgtaa cgtccccatg
  4834741 ataaaaatgg agcatacgaa gaaaatttcg tgatagctac taagagctgt ttttcaatgt
  4834801 gcaacaatct tacataagtt attataacat acgcgcgccg ttttacaaat gtaaatatct
  4834861 gtattacatc ttttggcgat cacggaacgc gcgtgcaatt tcacgtttag cttctttctc
  4834921 ttttaaatcg tgacgtttat cgtattgttt cttacctttt gctaaaccaa gtgccatttt
  4834981 cgcaaatcca tttttcaaat agattctaac tggaactagt gcatatcctg tttcttttga
  4835041 agcacccgct aacttctcaa tttctttttt atgaagaagt aactttctcg tgcgaagcgg
  4835101 atcgtggttg aaacgattcc cttgttcgta cgtactaata tgcatattat gaacccatac
  4835161 ttcaccatta tgtacacgtg caaacgcatc tttcaagttc acgcgtccag cgcgaatcga
  4835221 cttaatttcc gttccttgaa ggacaagccc tgcttcgtat gtttcttcga tgaaataatc
  4835281 atgaaatgct tttttatttt gtgcaataac cttacctgaa ccttttggca tataacgtcc
  4835341 ctcctctatt tttactattg taacaaatgt tactaaaaag cgaaagtggc tcgttcagaa
  4835401 tgtgaggtgg atggagcttc tgaccttgag gcgctctttg cctctcggga agaagcgaag
  4835461 ccgccgaaca ttctagccac tgtagctgga ttccaataaa agaggaaagt aactcgctct
  4835521 caagccacca ataaaaaaga aaaagcctcg cttttcatca aagcgaagcc atccttttct
  4835581 tacttacgct ttttcttttt cttcttgaat cctggtacgt tttcgaagaa tgcttttttc
  4835641 ttcttgccgt taccatcttt tttccctggc tggctagcgg acgtagatgc ggatgcagat
  4835701 cctcttcctt tccctttgcc accacggtca aattttcttc ctgtgccacg ttctccgccg
  4835761 cgctcattac tgcgctcgct acgtccaccg cgtttctttc tacctgttct tggctgttca
  4835821 ataacgactg ggcggtcttt gaacttacga cgaggtgtac ctttcatgcc aacgatttca
  4835881 aagtcgattg cacgctcgtc tttgtttaca ttaataacac gaattgtaat ttcgtcaccg
  4835941 atgcggaata cgttacctgt acgttctccg atcattgcga aatgctgctc atcgtaacgg
  4836001 tagtaatcat ccgttaagta gctaacgtgt acaagacctt caattgtatt tggaagctct
  4836061 acgaataaac cgaagtttgt tacagagcta atcataccgt catactcttc gccaatctta
  4836121 tcaagcatat attctgcttt tttcagctca tctgtttcac gttctgcttc aacagcacga
  4836181 cgctccatat tagaagagtg ctctgcaatc tcaggtaatt tttcacgcca ctttgcttgt
  4836241 gtttcattgt cgactttacc gttaatgatg tattcacgaa ttaatctatg aacaatcgta
  4836301 tctgggtaac gacgaattgg cgatgtgaaa tgtgtgtaga actcagttga taaaccgaaa
  4836361 tgtcctaagc tatctgcatc gtaacgtgct tgcttcatag aacgaagcat aactgttgag
  4836421 attactactt cttctggctg tccttgaacc atttcaagaa tttgttgtag cgcgcgagga
  4836481 tgtacttcat tcgcacgtcc ttttactgca tatccgaagt tcgttacaaa ctcgaagaaa
  4836541 cgctctaact tatcttcttt cggatcttca tggacacggt acatgaatgg tacgttcatc
  4836601 cagtggaagt gctctgctac tgtttcgttt gcaacaagca taaattcttc aattaacttc
  4836661 tctgatacag aacgatcacg cataacaaca tctgtcggtt ttccttcttc atctactaat
  4836721 actttcgctt ctttaaagtc aaagtcgatt gccccgcggc gcatacgttt ttcacgtaaa
  4836781 atttgtgcta attgccccat ctctttaaac atcggtacga gcggctcata gcgtttcatt
  4836841 aattcttcgt cctcatcttc taaaatgctt cttacgtcag catacgtcat acgctctgtc
  4836901 gttttaatca cactttggaa aatctcgtgt tttacaacgt cacctaaatt gttaatttcc
  4836961 atttcacaag ataacgtcag acggtctact ttcggattta atgaacaaat accgttagat
  4837021 agacgatgcg ggatcattgg aattacacgg tcaacaagat atacactcgt cgctctctcc
  4837081 gctgcttcta catcaattgg agaaccttct tgaacgtaat gacttacatc cgcaatatga
  4837141 acgccaagtt tatagttacc gttctcaagc tttgttactg taacagcgtc atctaaatct
  4837201 tttgcgtctg caccgtcaat tgttacgatc atttggtcac gcaggtcacg gcgatctttt
  4837261 aaatcttcct ctgaaatcgt ttctggtaca ctgtttgcgt gttccatcac ttcctctggg
  4837321 aatgctaaag gtaaatgatg tttatgaata acagataaaa tatctactcc tgggtcattt
  4837381 ttatgaccta gaatttgaat aacttcacct tctgcactta aacgattctc tggatagctc
  4837441 gtaattttca caactacttt atgaccttct acagcaccca ttgatgcact tttcaatacg
  4837501 aaaatgtcac tcgtccagcg cttattgtca ggtataacaa atccaaagtt tttcgattct
  4837561 gtatatgtac caactagttc tttcgttcca cgttctaaaa tgcgtacaat agaaccttct
  4837621 tgacgcgaac cactcgattg ggaactaagg cgtgctaata ctgtatcacc atgaagcgca
  4837681 ccgtttaatt ctgtaggtgg gatgaaaaga tcatcgtctc ccgttttctt ctcgtctggt
  4837741 acaacaaatg caaaaccacg tgcatgtcca attaacttac cacgtattaa attcatcttt
  4837801 tcaggaagac cgtaacggtt gctacgagta cgaataacga gtcccttttc ttccatcgtt
  4837861 acaagtgcct ttacgaaatc tttaaagccc tcggaacctt caatcccaaa tgcctcttct
  4837921 aactcttgta tcgttagcgg tttatacgct tcttctctca taaataataa caacttatca
  4837981 atatgttctt gtatgatttc ttccaagcaa aaatacctcc tttaaaacct tatattattt
  4838041 agtgtatccg aaagataggg gatgtataaa gcgaaacttc aatactcccc ttatgatttt
  4838101 tacagttttc acaaaaaatt ccttatgaaa aaagaggcaa ctagatctta ccaatctagt
  4838161 tgctccaaga agttatatac atcctcatgt agctcgtcac gctgcttatc aagtgtaatg
  4838221 acatgcgtag agtcttcata ccatttaatg tcttttaacg ttgattctac accgttataa
  4838281 ataatgttcg cactatctgt attaatcatt tcatcatgac gcgcttgtac aacaaatgtt
  4838341 ggtacataaa tcatgtccac attgttacgt acgtcagcaa ttaattgttg taatgctttt
  4838401 aatgtattca tcggtgtctt ttggaattcc aacatttctt gttcgatttg ctctggtgat
  4838461 ttttgctctc gctttttata ttcgcgggca tatgccaata taccttggta catcgtttct
  4838521 tcactcttaa tatacatcgg tgcacacatt ggtactacac ctaaaaccgg tactgtataa
  4838581 cctaatttta gagaaaatac tccgccaagt gacaatccaa cgacagcaat tttctcaaaa
  4838641 cctttatctt ttaaaagctg atatgcctct gttacgtctt gccaccaatc ttcaggacct
  4838701 gtatgaacaa gctcttctgg tgggacaccg tgccctttat aaattggcgc atgacaagtg
  4838761 tagcctttct tttctaagaa acgccctaac atacgtacat cagctgagtt tcctgtgaat
  4838821 ccatgtagta ataaaacagc gcggtctcca ccctcaaatg taaatggttt cggagatgct
  4838881 aatttcatca tgtacttctc ctctttctct tctgtaatct agtcgtattc tttctatatc
  4838941 tagtgtacca tatttgtatt tctataatct aattagaaac atctttcaaa tggcaaaaca
  4839001 aaaaaagaag aaccattagt acatcttact aacgcttctt ctttccattc tataagttta
  4839061 agtacgtaac accaattgtt aatgcgaaga acaatacagc taaaacaatt gtaatgcggt
  4839121 ttaataccgc ttcaattcca cgtgcttttt gcttaccaaa taattgctct gcaccgcctg
  4839181 aaattgcacc tgaaaggcct gagctattac tagactgcat aagtaccata acaatcatta
  4839241 aaatcgatac aataataagt aaaacggata ataacgtatg cacttggcgt acctcctaca
  4839301 aaaattcagt tattgtaact gtagcataaa ttctatagaa aagcgagagc tatacagtcg
  4839361 ctctcgcttt tcttctctta catgaacatc attgcaaata acggcccgag caaacatgtc
  4839421 aaaatggctg ttaatgtcat tgttaccgat ccaataacac cttcatgttc attatttttc
  4839481 atcgctctca tcacacccat aatatgagaa gcacatccaa atccgatccc tttaccaact
  4839541 gagtttgtaa cgcggctcca ttttaataaa agcgggcctg taatcgttcc agtaatacct
  4839601 gcaataacaa cgaaagctgc tgttagtgac ggtacaccac caacttgctc cgaaacactc
  4839661 atcgcaactg gcattgtcac cgattttggt aaagaagata aaattaagct tttatctgtt
  4839721 cccataagtg aggcaatagc aaagtcactc gcaatggcaa ctgttgtacc tactagtacc
  4839781 ccgcccgcaa tcggtacaac atacttttgc agaacgtgac gttgtttata aagaggaatt
  4839841 gcaaatgcta caacaccggg tccgagcagc tttgcaatcc agccgccgcc actttccata
  4839901 taatgttgat acggtatatc aagcacgatt aataagaaag ccattaatcc tgttgctaca
  4839961 agcattggaa tggtgaatgg tgttggaaat aatttataga tttttttaga taattgatat
  4840021 aatagcaccg taaaaagaac ccaaccaatt ccgattaata tttgactcat cgcgactctc
  4840081 tttcctttct attcgcaaga tattgtcctg tatgtcctgc gacaataata attaaaaatg
  4840141 tactcgctac aactgtaatg aaaagagaaa ttcctttact cataaaaaaa gcaccgtaat
  4840201 tcattaggcc aagcgttggc ggaattaata aaaacggcat aatagcaacg agtgtttctg
  4840261 ctcctaaatc gaaccatttc actggaagaa cttttaggct aagtaaaaca agtaagagga
  4840321 acattccaat caaacttcct gggattggaa tatttagcat ttcttgtacc cacgttccaa
  4840381 ccatataaaa aacgtaaaga gcagcaattt ggacaagaat ttttgtaaat ttcatgttca
  4840441 tcatccctct tgtttatacg atcttctgtt aatatcttta tcatagtata aattgtaaaa
  4840501 agctgcaatt tatcaacttg acagcaaaaa acgcctatgt tatacgctta caaccttgat
  4840561 atgactacat ttctaaataa aaattaagtc aaaaaccttg acctaatata agaagttttt
  4840621 attttctgaa ttttaaaggt tgttatttca ataaaataat ctttttattc ttaagcttac
  4840681 atatatataa agaagatagg tggtgaacat atgcccaaaa aagttcttat tttttgtgat
  4840741 cctgggattg atgatacgat ggctctcctc ttagcattct ttatcgatga aatagaaatc
  4840801 atcggcatcg ttgctgatta cggcaatgtt ccaaagaaga tggccgtaca aaatgctcat
  4840861 ttccttaaga atgaaacaag gaatagaaat attaagatat tcggtggttc agaacgccct
  4840921 cttactggtg ccccgcctgc tttttttaca gaagtacacg ggaaacaagg gcttgggcca
  4840981 attattccaa atgggaatgt gactaacgga gaaatggaga atttctttga agtcattcct
  4841041 cttattgaac agtataaaga tgaattaatc attgtaagtt taggaagact tacctctcta
  4841101 gcaattttat ttattatgtg caaacagcta atgaaacaaa ttaaatctta ttacgtaatg
  4841161 ggcggtgcct ttttacatcc tggtaacgtt acccctattt ccgaagctaa cttttatggc
  4841221 gaccctactg ctgctaacat tgttcttcaa tccgcagcta acatgtacat atacccgtta
  4841281 aacgttaccc aatactccgt cattacacca gaaatggccg agtacattga agcaaaagga
  4841341 aaagtcccac tcgtcaaacc attattcgat cattattact atggatatta taaaaatgcc
  4841401 ctgccagatt taaaaggtag ccccttccat gacacaatgc caatactcgc tttacttgat
  4841461 aactctatgt ttacgtatca caaatcacct atcgttgtca tggcagaatc ttatgcacaa
  4841521 ggagcaagca ttggagaatt tcgttcctta ggaaaaccta aaccatttat ggattggccg
  4841581 agtcatcaaa tcgcaattga ttttgattat aaccgtttct ttaaacattt catgtcactt
  4841641 atgacaggtg agcaatttta acataaaaaa acagaccgtg atttctcacg gtctgtcgtt
  4841701 attttctaca attatcgttt gatgttgtag aaagatttga taccatcgta aacagcgatt
  4841761 tcgcctagtt cgtcttcgat gcgtaataat tggttgtact tagcaatacg gtcagtatta
  4841821 ccaatgagct atcagctaca acccttgata tatcagcgtt tatcgacgtt ttgcctcttg
  4841881 tttatatgta attgtattgt taaattcaat accattataa tgtacgaaat tcagtgttgt
  4841941 attaacgtaa tcattataac atataacaaa aggtataaac atagatttct tgtcacaatt
  4842001 gactgatatg ttgcaaatat gccccgaatt tgtcaggcct ccgagaaaaa cggacgttca
  4842061 gatttgtttg tatcgtattt tcaaatacac attaatgtta tttgtcgtgg gcgcattaaa
  4842121 atgcgaaata cgacaaaata tgatgttttt aggaatccga tgacttttca tctacatatt
  4842181 taataattaa accatttaat tgtttatgtt ttgcatacct tgatttataa gcttgaccgc
  4842241 ttttaattaa acgtgcaatt gtccctcgac tgatattgta ttgctctttc atcacgttaa
  4842301 acatttcttc ccttgttgat gtgttaattg ttttaccatc tgggaatatc gctacagctg
  4842361 attttggtcc taatacattt ttatgctcgt aaaatggaga ttcctgttcc catattctag
  4842421 ctacagaacg ttgacttttc cattctggat atccactagc aactcgaaac tcatttattt
  4842481 gtcggaagca ttctccttga gatccaccgt taaacatttg aaactcgtta acgaatttcc
  4842541 acataatata attttctttt tctttttttg gtttatcggc aaaataaaga gcttctttct
  4842601 tagtcaatga cacttcaatt ttgccagctt cttcgtctat actaaatatc tgtagctcca
  4842661 ttgtttttcc cccgcttatc atattttcta aattcatttt aacacagaag gaaaaacgcg
  4842721 agctttttca atccacctat tatatttata tagctagatt tttatataca aggaactcat
  4842781 taaagagctc ccattgataa tttgttactt acttgttgtt atttaattgc ttctaaatac
  4842841 acattaccag cttcatcgtt gtattttgtt tcaaggcgtt ttgccagtga catgatagcc
  4842901 aaactagaag tgttaataac ttttttatcc gcttcaatca aattttcttg agctttaatc
  4842961 atcttttcct gagctttaat aattttatct tgtcgttcaa ggtcaaattt gctaccaaga
  4843021 atttcgtctt caagacaagt agcaacttct tgaataaaat gttcatcgaa taccccactg
  4843081 aaatctcgtt gaatatcaac atcggcatac gttcccattt caattatcca ctctgataaa
  4843141 tttttgattg atttctcacg agcttcaagt tttgctttca attctttatt ttcagcgtta
  4843201 agtttgcggg cttcatcaac aatagcttcg caacctttat agtccaattt tagtgttact
  4843261 tccatttctt ttttcataat aatttattct cctttaagtt gttttttatt tttgtttgtt
  4843321 gttactttac tattgtattg ataaaaaaat ttaggtaagg aagctaaagt aaaaaaatat
  4843381 atatttttta ccaatcccaa tcattgcaac atttccattc caaagtatca aatggcttgt
  4843441 cccataatcg actcagtgaa cggtgacctt tccatatctt gtagtgatta gctacacgaa
  4843501 attcatttat ttttctgtag cactccgctt gtgtacctag ctcatataat cggtatacat
  4843561 gaatgaactt tttcattcgg tacatttcta tttctttttt cgtaaagctt ctgattttga
  4843621 aattctccat ttcttgctct gtaatatcga cagcttcctt aaactttttt ccgtaatagt
  4843681 aacttttctc atattatatt ttctcctttt tgatagcttc attgaatacg cctattctat
  4843741 ttttcaaacg agatactgtt ttcccattaa cttcagcact ccattttgta gaagtttgct
  4843801 tgtgcacagt ttgtctggaa caattcaacg ctttagctgt ttgttcagct gtcgcaatcg
  4843861 caatcccatc aacttcatat gttttttcaa acaacttttc aaaacatttt gtagccaaaa
  4843921 tgaaaatctc ttgatctgac atttcttcat atttactttt aagtagtaca atgttatttc
  4843981 ctatcatcgc cactttatct tcatacctcc gcaccgttcc ttcataacaa ttcgatgctt
  4844041 ccgtaaagcc aatatgtgat gaaagaaatt caccgttggt gtttaataca acaacaggaa
  4844101 tagaaagttg ttcggagctt ttcaaacccg atttccaagc atggtcgctt tgctctttca
  4844161 tcgtcgccca ttcaaggttg ataactcggt tgtcgagctt attgtctttt ggggacaatt
  4844221 catcaatatt aatgtgattg acagttggtt tatttttcgg gttagaaatg aatgtcatag
  4844281 cgaccaatct gtgtacgtaa tgcgtcttct tgtttgttaa atttacaact aaataatcgc
  4844341 tgttattgat ggtttgtttc ataatcatgg atttcccgct atttttattc gtgctcttaa
  4844401 ctcgtcccat acttgatatt gtgtataata tgtgctcgct ttcatcgcat ttctcccaaa
  4844461 tttcatttgg caaattttct aagcttaaat ttttataaat catatttgtt atctcctttt
  4844521 gtttgtgatt acaattgcat tatattgcga agatgatgtt gggtaaggct ggctacatca
  4844581 acttttataa aaatttttat tggagacgag tttcttcata tatatataac aaaaaaacac
  4844641 caactctcat gagtcggtgc tttttcgttg aaaccaatta tatgtatttt tttagcattt
  4844701 tcaattgaaa cattctaacg ttctctgaat aatacttgta attcaccatt gaagcaaaaa
  4844761 ataccgcaag ttgaatagca agccctatcc aaaaatagta attgttcata aagctagata
  4844821 aatgcgtaag gacaataaaa gccgttgtta ataatgcaat cgatgagcta atgaacaatg
  4844881 accctagtgc atgtgtagtt cccaataaat gtctgtatcg tccttctatg tatgtacgag
  4844941 tctctgaatc ttgtttgagt agtaccatgt gccagacaaa ttcacaatga aaataatcat
  4845001 catttttgtc ttttccccat ccaccctttt tagggtattt cttttcaatg atgcttttga
  4845061 tttcatcaaa atttcgccat tgattcatca cccaagcaat tccaaaatat acttggtgca
  4845121 ttacataccc caaaggtaca cccacagcgg ctaaagagac cagtaacccc aaacctttgc
  4845181 tcatttgtga caaatccgct tctataggat tgattccttt taaaagtaga actgcatacg
  4845241 caatccacaa aatcgagacc catcctggta tcccccatct aatcagatac ttactttcga
  4845301 atgtcaaatc agtgttcccc cttgtttttt ctctataaat tgaataaata atcttagtcg
  4845361 ttttctaaga caacttcact atactgttat tttttttgaa aaacaatgta gtttgcatct
  4845421 tgaattaaaa aattttttat gaagccaatt tttcatatat gtatgaaaat aaaaacactc
  4845481 cataggagtg cttcttaaaa tccgattagt gcttttgccg attcaactaa caaatctttt
  4845541 acaatttcta ttggcaaact acgcaaatcc attcctttag attccgctgt ttcttccgct
  4845601 tttccccata ctttgtcgtt tctagcggca tctaaaaaat catgtccagc ccaagtcatg
  4845661 ccaactatat cgaaattgat tgtattatcc atataatgag ttttttctgc tttaattaaa
  4845721 cttgcctcaa tcattaagtc taaatgatat tctgtttttg aatcggtcgc aacataatca
  4845781 aagcgtgatt ctttttcttc aattttcaac aacaattcac gaataaattc catatcacgt
  4845841 ttcattaaaa ccaccacctc tcaaccttac atccttcgac aaataatgtt agattcctgc
  4845901 aaataaaata aaaaaccaac gcccaagttc gtcaattatt gcttttgaat gataaaatat
  4845961 aaatataaat caaatatcgg aggattagta tgaacgagtt aataaaagca gtgccatccc
  4846021 ttgtaggggt agtggttggg ggcttaatca cattttttat acaacaagcc acaattcgta
  4846081 aacaacaaga atgggataga aaaaagatgg agatagatac ccaaaataaa aatgaagcac
  4846141 gtaaatttga agtatttagt caaatactcc atgctcatgc taaacatatt gtcttagaat
  4846201 atagtatgca tggtccacct gaacttaatg aacttaaata tagtaaatat attagacctt
  4846261 tattatatga aatatatcat ttattggatg aatctattac tagaaaaatt gaaaagatag
  4846321 agtatattta tgaaaaacaa tttgcaatgg aagaagccga ggaaggcgat attgaaacgt
  4846381 tgacagagaa ttaccaaaga atcatagaaa taataaaaaa agattttgat aacttacgta
  4846441 aatcaacaaa caatagtgta cattaaaagt agggtgctcc gagcggagcg cctttaaaat
  4846501 aaaaaggtgt acttcattta aaagcacacc ttcattccat attttttaac cattcttcac
  4846561 gttgaatccg tctttcttct cgctctttct ccatgcgtat cgtgttttca tctttaacga
  4846621 ataggttatt gtacacttga tacataaaca acatcatcat tattatcact gacagaaata
  4846681 acaagatcag ctttattcgt tctttcattt tttattccgc tcttgatata atcgttcttg
  4846741 ccattcaact atagctagca tatctcgtat caattcatgt gtttcctcga agacaaatat
  4846801 ctggtatttt tcatttgaac gattcctcat cgtatggtgt aaattgtgat ttagctttat
  4846861 taattcaata gcgatgctct ttttatatat attctttagc ttcggttttt ccttcatttg
  4846921 tatcaactcc cattgggcga atatttagcc ctcaacacaa ttaattcttc aagtttcttt
  4846981 tctaaatctt cacgtaggaa cagggaagtg cacccgagct tcttaatcgg cgttattttt
  4847041 ccatctttta tcattcttga cattcttgaa cgtgaaacac caagataaga cagcgcttct
  4847101 ggagttgtgt agacattgtc ataaacccac tgacgtatat caacaggttg cattatatat
  4847161 tcgttcatgt tgtcgcacct ctcaagatat cttcaatccg ttcagcagcc acataatcga
  4847221 gcaacttaat tacattaata aggtcacaac attgtgtttg ttccattatt tccgctatta
  4847281 aactagcatt ttctaaaagt ccccattcaa tgtagcgttc taacgtggca atccccattt
  4847341 ccgaatcttt gtgtacataa aacagtgtcg taagtgcgcc tatacatgaa tgcacatttt
  4847401 ttcttttcat tttgaaacct cctaatattt gtaatttcta ttcttcgaaa ttatataact
  4847461 cgctggacaa cctctcaacc ttttttccag ccattgcctt acattttgca acggtcacaa
  4847521 taaaatgagt atgtaaacct tatagaaatg gagacatgcc aaatgggaga taaaaaacga
  4847581 attttcaaag ttaaagtagt caatttttta ttaaaacatg gagctgaact gttagaagtt
  4847641 cgtacagggg aagtggaaaa cgacccaaaa gcttgcacat ttttatttgc taacgatgac
  4847701 aagctttctg gagcattaat cgcattaaaa gaatacaaca aggcgaaacg attaacgctc
  4847761 aaataaagtt aaggagcaat tcacatgaaa caacttacta agattaaata tgatgccaaa
  4847821 caaatcgctg aaatgttagg aatttcatta caacgttttc gaaacaagaa agaacattac
  4847881 attaatatcc ttaaacagga ttattatgta acgattgaaa ttggatcacg aaacaaggag
  4847941 tttttcattc ttgagccaaa agaaaatgga gtgacggttt taaaagatgt tgcacctaaa
  4848001 acaaacgaac tcaaaagaaa cgatttaaaa aacatcgaat tgattcttaa agctgtattg
  4848061 attgataatg tgttaccaat gccagaagaa atttctaaaa gcatcggaaa aagtgaagca
  4848121 acagtgaaac gccacataaa aaaaatgcgt gataacgata tattgcttga accagatgaa
  4848181 gaaattgttc aaactgttaa taaatatact ggggaaatat ttgaacgtat cagaaagcaa
  4848241 tacagctata tttattatga caatttatca agtggtgaaa gaattgtcgt agatttacca
  4848301 accattcatg gtgcttatgg cgagttttac aatgaaaaaa tacaagaact gatgcacaaa
  4848361 cacaaacacc gttataatca taaaatagcg aacaatgtag cttattttta cacatgggaa
  4848421 caaatgaata aatcattcga tttacgtaaa ggcagaagag ctgaaaagtg gattatttca
  4848481 aatgaatatc gaaagtggat tattgaaaaa tacgggcgct aatatggtgg tcgtattttt
  4848541 ttatgttcta aagcaaaatg gaaagttgat attcaaactc acctctcacc tttttgagac
  4848601 ggctattaat ataaataata ggaagctcaa aaaggtgaga ggtcaaattg aaagttaata
  4848661 tacaaacaaa acaacagcgc acgaacgcca gtgacgtgca agggtacgac gccagtcgac
  4848721 ccagtcggag gctgtgcgac gacctgtcgg agaccatcca ccattaaata tattggaata
  4848781 actggcgtta ttcctgtctt cgtcactacg ttcctcagat acactttttg ttgtttgttt
  4848841 ttgttataac caattaaatg aacatcttct atttactttt ctatcagcac tatataaata
  4848901 ctatatacat actaaacaag gaggatagag ctatgaatga agataagcat tgtaaagcat
  4848961 cgactgatac aaaacaagat gataaagaac ctgttaaaca attacatgtg tatggtgtac
  4849021 cattttctgt ttgtaagaag cttgaggaaa aagctaaaca agacggatta aaacttacac
  4849081 catttatacg aatgaagttg attcaaattg ctgatgaaga atagtttttg aatattaata
  4849141 ttcaatctct tcattaaaat attacagttt aataacttaa tatacacaaa tataaacccc
  4849201 ctctaggtgg tttttttatt ttgttaggga aacaaaggac agaagggtgg tcagaaacta
  4849261 aaattttcat cccctttatt tcaaatttac gaaaggagct aattaatatg ggaaatgcgg
  4849321 ttaaatcagt cgctcaagtg aaacaaaaga tgtcaaaaga tactcgtgaa gcaagaattg
  4849381 aagcggaaaa acaagttgta accaatataa aaacgaaacc caaagcttac ccatttgtca
  4849441 gcaagcccat gaaaagaatc ttcaataaat taatcaagtt gaatgaaaac tttaccgaat
  4849501 ccgattctat gagcttatca atgctaacaa aaagtttata ccgttatgaa ctattgaaca
  4849561 ctgagttgga agagctagag atattcgacg agctttctgt ggatctggaa aaacgtattc
  4849621 atgcttacga acgttctata atagctcata tgaaggactt gtgtattcca ttatctcaac
  4849681 gtttacgatt aagtaacgat atagctaaat tgatgattga agagaaaaaa ctggaacaga
  4849741 tgaatcaaca aaataatcaa gctatcaatc cactgatggc attactggag gaggatgacg
  4849801 atgaataagt cggtagctta tgcaaaagct gtggttttcg gtgacatcgt tgcaccttca
  4849861 caagtgagac aagcatgtat taatttccta catgaatact acgtcctcca agaccaagct
  4849921 gattacatat acaaatggaa caccaaaata gaaaagaaaa ttgataaaat cattaagaat
  4849981 cttaacttcg cccgtggagc aaaatccgct caacctatgt tccccaacct tgctttgttc
  4850041 caatggttta tcattcagaa tacattttgc tgggtctaca aggagttccc aaccaaacgt
  4850101 aaaattcgtg aagttatttt cactgtagct cgtaaaaatg ctaagtcagt attaagctgt
  4850161 atcattcata tcctagcatt cttccttgat gaagctaacc aaacgcatta tatcggttca
  4850221 aatactaaac aacaggcgac aatcatcttt gatgaacttg tagcgattat caaagcttct
  4850281 cctaatatgt tgccattctt caatatcaag aagacatatg tagaatttac accaaagaac
  4850341 tgtaagattg tagctctttc aggtgatgcg tcaaaagccg atggaacaat ggtctactgc
  4850401 gctagcgtcg atgaacttgg agcttccaat gaaattttca aaatggtaag ttccttggaa
  4850461 acgggacaat ttggcccacg taatcctctc attattaaaa tttctacgtc ttatcctatc
  4850521 gagaatgggt tcaactattg gaatgaaacg gtagatgctt tacgtaaaaa cacgtttgct
  4850581 gacgagccta acccacgaca attcggtttg atatttacta ttgataatcc caaaaaacgc
  4850641 attcagttga acggtaggga cgctgaacga tgggaaaacc ctgaagtttg ggcagaagct
  4850701 aatccgttgg ttgctgaagt tcaagacctt gcagataaat tgctcgaaga ctacaaaact
  4850761 aagaaggata ttccaaagga ctttttccta tttaaagtta aaaacttgaa tatgtggtta
  4850821 ggagccaatg aaggtgatgg taacttcttt gtagataaac atactttaca aaaaagcttg
  4850881 tacaagccag cttctgattg ggaatggtgg agaggaaaac gtcaggtgat tattggactc
  4850941 gatttgtcgt tatctacaga taatacagct gttacattta tgtggtacga ccaacaaaat
  4851001 gaacatcatt atgctaaaaa ccttgtcttt tatccgaaga ataaggaaac tgacaaaacc
  4851061 cagaaagaac gtattcctta cgacaaatgg gcacgtgctg gatactgtca accaattggt
  4851121 gaagatacag ttgattatga tgaaatggcg gatataattg ttgatatttg cgagcaatac
  4851181 gatattcaaa taggctccat tgcatacgac acaaaataca gttatacgtt actaaaacgg
  4851241 ttagttaacg aactatcaat ggaagttgat ccagtcaaaa tcgaacaaga tgctcgacat
  4851301 ttgggcaatg ctatttcata ccttcaaaga atcatttatg aaggtacttt ttttatgccc
  4851361 caaatccatt aatggaatca gcttttatta atggattaat cgagttcaga caagggaaac
  4851421 catacattgc aaaatctgat aaacaccgca ataagattga taacttgttt agctcattca
  4851481 atgccatcaa agtatccatg ttcttcgaac aaaacaactt atatgaaacg gagcgcgaac
  4851541 ttttctttga actttaatac aatatgcaac acttgtggtc aattggtgaa agctggcgac
  4851601 aagtgttctt gtaaacgcag aaagacagat tcacagaaga aacaccccag cggaacatgg
  4851661 gagtttcaaa agctacggaa acgtgtcatt gaccgagacg ctgggcactg tcaacggtgt
  4851721 aggattaagt ttgggcttat gaatttcgat gatttgcaat gccatcacat caagtcatgg
  4851781 cgtgactacc cagacttggc ttatgatgaa ctaaatctca taacaatatg ccgacactgt
  4851841 aacttggact taggaaatag caacaagctc gatttctttt gggaaacacc tgaagagatt
  4851901 tcatatttct tgtagcaaat tatttcagaa aagttgtgat tccctattta ctttgtaccg
  4851961 cttggcatat aaatactata taagctacta aatcaatact aaatttagta gtttatcttt
  4852021 caactccaaa taagtaactt aaaccttcca tttttgttac gctcttttcg gttatagcga
  4852081 gtcttgtcaa tgttcaggga gtatgagttt tgaatattaa tattcaattt tccgtacttc
  4852141 ttccaatgtt gataacacaa cattaaatac aatcaaagga ggatagaacg ttcgtgttct
  4852201 atctttcgat taaagctaga catcagcaat ttattagctc tttattgttg gtgtcgatga
  4852261 tttaattgaa cccctaaagc tcgtaacttc ggttacgggc tttttatttt gatttagaaa
  4852321 ggaaagattg catgggactt tttagtggct tattttcaaa aaaacctgta ctggaagagc
  4852381 gttcaacata tgactcaatg gaagttgacg gagctttttc tcttgatagt ttactagtta
  4852441 cagatgctgt aactgaagaa aaagtattga aaattcctac agctcgttcg tgtgttgaat
  4852501 taattacaag ctcaatcgca cagatgcctg tttatttata caaggaaaat gctgatggct
  4852561 cagtcgagcg aattttagac gacaatcgtg ttcatttgct aaatcatgaa gccaatgact
  4852621 ttttaaacgg ttattcctta aagaaacaca tggtcaagga ttacttatta catggttcct
  4852681 cttatgtatc aatcattgag gcaggtaaca caattttaga gcttcaccca ttgctttcaa
  4852741 aagctattgt ggttaacaaa cgaattaagc acggttatcg cacagttggt gctgatattt
  4852801 tcttatcaaa cagtgaaaat ggcgctgtta acgagcttaa tcgccaacaa actaagttta
  4852861 aaccacatga gcttatgatt acattgcaag atacaaacga tggtttaaca agtcatggtg
  4852921 ttattaaaca tggtcaagac atttttaaac aagcactttc tgaatcagtt tacactcata
  4852981 acttgtatga aaatggagcg cttcctttgg gtcttcttaa gacagacgct cgactaaata
  4853041 aaaagcaagc ttctagttta cgagaagctt ggcaaaaact ttacggtgga gttaagaatg
  4853101 cagctaaaac tgttgtactt caagaaggta tgaaatacga agctctttca atgaatcctt
  4853161 cagaaattca aatgtctgaa actcgtaaag ctacaaactc tgaaatttgt aaattgtttg
  4853221 gtgtgcctga aagcatggtt aacgcaacaa ttggcaaaca gtacgtttca ctggagcaaa
  4853281 atcaattata tctcttaaag aatactctat ctccaatcat cgttgctatg gaaagctcga
  4853341 tggacaaagc acttttgctt gagtctgaaa aagacaaagg ttatttcttc agatttgata
  4853401 cttcagagct tatccgctcg actgaaaaag agctagttga tactgtggta actgctgttc
  4853461 aaggcggtat tttcacaatt aacgaaggac gagctaagtt taacttgcca tcgattgatg
  4853521 aaggcgacaa tgtactcgta acgcctggtg ctagtcaaat gggcgataaa aatacaaaag
  4853581 aaacaaccga tccacacgag gaggaacaat taaatgacaa aactggaact cagacagatt
  4853641 gacgttgaat tgtctggcgt gaaagaagaa tctggtgatt tgctggtttc tggttacgtt
  4853701 aaccaaactg ggcaatggtc acaaccgcta ggtcgtgaaa atcgttttat tgaacgcatt
  4853761 gaatcaggag cattcacacg tgctttagaa cgaggaaatg atgttcattt cttagctgag
  4853821 catgacaacg ccaaactatt ggcttcaact aaaaatggta gcttgcaact gcgtgaggac
  4853881 gataaaggtc tttacatgga agctcgtatt tcccctacat cttacgggaa agattaccac
  4853941 caattaattc aagacggttt gcttaccaat atgtcctttg gtatgcaagt tacagaacaa
  4854001 agatgggata aacgagatga cggaacatac aagcgtacaa tttctgattt acatttagct
  4854061 gaggtctccg tggtacgcaa tcaagcatac aggctcgttc gattgaagta atcgaaacgc
  4854121 ctgttttttt tatggaaaaa aacgataaaa actcaacgga ggaacctatt atgtctaaag
  4854181 aaaaagaatt aaaagaatta cgtgccaaaa tggaagcaat ggaagcggaa gttcgtgcag
  4854241 agcaagaaac agctcaagaa gtagaagttc gtgatgtaga agttgaccaa acagaagttg
  4854301 agctacgtgg agtagaacaa ttcttaaaag gcgacattca cggtgctgaa gttcgtacaa
  4854361 tgacaactgg tactggtgct atcacagttc caacatcttt atcaaacgtt atcgtagaaa
  4854421 aacttgttga agaagcagct ctatttggtc gtgctaaatc tttcacgcca gtatctggta
  4854481 ctttagaagt attacgtgag aaaaatatcg gagacgctac attcatcggt gaaatggaag
  4854541 atgcttcaat gtctgatttc acattcgaca aagtaactct tgaacaacgt cgtgctgcta
  4854601 cagctatcga attatctcaa caacttgtaa acgactcagg aattgacgtt gttaactatg
  4854661 ctgttggtgt aatgactcgt cgtcttgctc gtaagcttga tgaaacagtt cttaacggtg
  4854721 acaaaactaa aaagcaattc gaaggtatct taacttcaac tgttgctgaa gtagttggca
  4854781 ctcatgaagc tggtaagatt tctcttgaca atcttttaga tatgactctt gctgttcacc
  4854841 cagaccactt agctggttca gtgttcgtaa tgggacgtcc tgctttcaac caagttgcta
  4854901 agcttaaaga tgctcaagga aactaccatg tagttaaaga cgttgtaaat ggcaaaccag
  4854961 tttacaaaat cttcggacat gaaatcttaa tccaagacaa aatgccgtca gctgctgctg
  4855021 gttcaatcac tgtagtattc atcaacttcg ctgaagctta cgctactatg attaaaaaag
  4855081 gcgctcaaat gaaacgtatc tctgacgata ctaaacaagc tttacgtggc tctcatatgt
  4855141 taatgcttga tatgtattgt gacggaaaaa ttcttaatga agatgcaatt aagttcttaa
  4855201 aacaagctta atgacatctt cattttgttt atataagact cccatttggg agtcttattt
  4855261 ttttattatc aaatttaaga aatcgaggta gctatagatg gcaagtacaa taactaaccc
  4855321 caatatatta acaatagaca ttaaaaaaga tgtattagaa ggaaatccat acggctatta
  4855381 taacattcct tcattgttca aaattatccc aacagaagga aaaacaacta aacagatttt
  4855441 atccaatgag ccaaaaggaa ttcgtgctaa atttgttggt gaatatgaag aaattccgta
  4855501 tcaaaatgtc cgattacgtg aagcaatatt aaattcaaaa cgaattggag ccgcaattga
  4855561 attatcagag gaattcgtta acaatacagc cattgatatt gaagaatatc tcaaacaagt
  4855621 ttttacacaa cgtattttgg atgaaataga aaatcaaatg atttcaacag gaacaacaga
  4855681 tggtacagaa ccaaaaaaca ttcaaaaact tactccagga aggaatagaa cggcaactac
  4855741 tcaagaagga cagccactta gtttcgaaga tatggtagaa agttatgaat tattcattaa
  4855801 taatccagca aacaaaaaaa acgcattttg gatgatttca aaaagcgcca aattcagcat
  4855861 cttggatgaa aatgaaaatg aaagattgtc atttgaaaat atccctgaag gtgcagacgc
  4855921 aacattcctt ggtttacctg tttatcgtag aaatttaggc attacaggtt caggacaaaa
  4855981 tgtagcacat atcattacaa atcgtgaagc atatggcatt agcatgacga atattcgatt
  4856041 tacacgaatt aaaggcgata caaaacaaca aatcaacaac gctcacgtat acattggaga
  4856101 aagttatgtt gatggtaaac ttattaatga atttgctaaa acttcagcgg ttttcgcttc
  4856161 agaagttaca caagcatctg taacggaaca atcaattgat gagcctgttg aaaaagaagc
  4856221 tgttgagcca aaatcaacaa agcgtaaacc aacgaaagct acgattgaaa aagagtaaaa
  4856281 atcacgagcg ctccgtttgg aacgctcata tttttttata gtaaaatcca cattttactg
  4856341 aggttttaat gtaccgcatc ttccccatcc tctaaccaat tgtataacaa taccttccct
  4856401 tctcgagttg gatcagcgaa ttgttttttt ccattcttca aatcatattt gtgtgccata
  4856461 ttctttaatg agctataagc atacgctgat attttctctt gtggaatatt tacataccga
  4856521 ccactttcaa tcgtttccgt aacaaattta tcaatcagtg tactccatga tttctttatc
  4856581 cacctattcg gtgcaaattc cgtgtaaaat tcattacacg catttgttaa agcaatttta
  4856641 aaatcagcgg agcttatttc cttgttaata ttaacaatat ttcttttatc actattttgt
  4856701 ttatcagtat ttttttctgt ctttttattt aatagttgtc gtttttcaac atttgaaatt
  4856761 gaattattga aattcaattg ttcaaaatcg tcacttgaag aatcttcttc ttttttcaat
  4856821 tgctgatttt caccacttga aagcaaatgg ctaaatggag agcttatttc cataatttta
  4856881 aatccagctg tagctacttc ttgcataaat tcttttactt cgccatcgct aaaaggaata
  4856941 tcggaagcgt tataataatg gaaattcttt ttgccatcac ggtatttgat atccacccag
  4857001 tatttctttt cttccagttc agcgatacct tttgtaatgg cagctctacc gaatttttta
  4857061 tacagttgca tcttttttat cacccatgtt tcaggtaatg acatcaaatg tgcaattaat
  4857121 cctatcgagc gtacatcttc tagctgttgc aatgcgttgt tgtgtatttg agcataatca
  4857181 acggtcttcc tacgtttaat aattccatcc atggcatatt ctccttttgc ttcaaggagc
  4857241 ttatcatgat aaaatgtaat cacgatagca cttgagctat tgtgtggtaa cgagcggtag
  4857301 gacggccatc ctataatccg ttcgtttttt gtttttatcg taaattcatc aacgggcttg
  4857361 tcttttgagc catctccaaa atgttctcca tttccaatcc ctgtagatag cgttttgtca
  4857421 cttgaatatt ctcatgacca gcaatctttg agcatgaata caggtctaaa ccgttcctaa
  4857481 ggttcgactg aatggcataa tgtcgtaccg tatgcggtga acaacgaatg tcttctcgaa
  4857541 cgccagcacg taagccagcg attttgacga tgttctcaat ctgtacggta cagattggtt
  4857601 tgccagctct cgataaaaag taattatcat gttccaatgc tttcttttcg aaatacttcg
  4857661 ctttaatccg ttcgtaacgt atcatgtatt ttttcaacat taagctcatg ggaacatgtc
  4857721 gccattttga accttttcct ttaattcgca agctcgtatc atagatccag ctggattgta
  4857781 aatttatcaa ttcgctcatc ctcataccag tatccacaaa cattgcgatt attactttat
  4857841 ttcgtgcgtt taaatacgtt ttaaagtcgt aggcttcaat cattttagct acttcatcat
  4857901 cagtgaacgt ttttattact tccacatctt ccttcagcaa ctttattttg ttcatgatgt
  4857961 ttacactcac atattcttca accacaagat atttgtaaaa gctcctcaac gatttaatca
  4858021 atgtattaat gtaattggct tttttcccta agctaatttg atgctgtaca aattttttaa
  4858081 tatgaaatgt agctacatct tctacatcat ttacttcatg atgctcgttc aaatatgtta
  4858141 taagctgtcc cacattgtaa ttgtatgtgt cgattgtcct atcggaataa ttcttgattt
  4858201 tcaaatcaaa tacaaattcc ttcagcaaat ctttgagcaa aacaaaaaac ctcctgtcca
  4858261 tgtggattaa cacataaaca agaggtttgt gtacgactaa gtatttgctt ccgcattgct
  4858321 caattcaagc gttagcaaat tgctttgtat gacaaagttc agtcgatttt tttctcttta
  4858381 taattatcgt ttgatgttat aaaaagattt gataccatcg taaacagcga tttcgcctag
  4858441 ttcgtcttcg atgcgtaata attggttgta cttagcaata cggtcagtac ggctcataga
  4858501 accagttttg atttggccag cgttagttgc aactgcgatg tcagcaattg tagcatcttc
  4858561 agtttcacca gaacggtgag atacaactgc tgtgtaacca gcacgtttag ccatttcgat
  4858621 agcttcgaaa gtctcagtta aagtaccgat ttggttaact ttaattaaga ttgagttaga
  4858681 gatacctttt tcgatacctt cagcaagttt ttgagtgtta gttacgaata aatcgtcacc
  4858741 aactaattgt actttatcac cgatacgctc agttaataat ttgtgaccat cccagtcgtt
  4858801 ttcgtctaaa ccatcttcga tagagatgat tgggaagtct ttgcaaagct cttcgtagaa
  4858861 atcaaccatt tctgcagaag ttaagccagt acggccttca cctgcaaggt catatttacc
  4858921 agtttctttg ttgtagaact cagaagaagc aacgtccatt cctaagaata cgttctcgcc
  4858981 agctttgtaa ccagcttttt cgatagcttc gatgattact tctaatgctt cacggttaga
  4859041 accaaggttt ggagcgaatc caccttcgtc acctactgca gtgttaagac ctttgtcatg
  4859101 taatacagct ttaagtgcat ggaatacttc agcacccata cggattgatt ctttgaatgt
  4859161 tggagcacca actggtaaga tcatgaactc ttggaagtca acgttgttat cagcgtgaga
  4859221 accaccgttg atgatgttca tcattggagt tggtaattgt tttgcattga atccaccaag
  4859281 gtaacggtat aatggaagac ctacgaagtc agctgctgcg tgagctactg ccatagatac
  4859341 accaaggata gcgttagcgc ctagtttacc tttgtttgga gtgccatcta attcgatcat
  4859401 agcacggtcg ataccagctt ggtcagttac gtcgaaacca acgatttctg gagcgattgc
  4859461 ttcattaacg ttgtttactg cgttcataac acctttacca aggtaacgag atttgtcacc
  4859521 gtcacgtaat tctactgctt cgtgctcacc agtagatgca ccacttggta cgatagcgcg
  4859581 tccgaaagcg ccgctttctg tgtaaacttc tacttctaca gttgggttac cacgagagtc
  4859641 aaggacttcg cgagcataaa catcaataat tgttgacata ataaattctc tcctttttat
  4859701 ataagcaaat tatttaataa ttgttttacc tgtcatttct ttcggttgct caacaccaag
  4859761 aagtgtaagc attgttggag cgatatcacc taagatacca tcttcacgta attctacgtc
  4859821 gttcttagta acgatgaaag gaaccgggtt agttgtatga gctgtcattg gttctccttc
  4859881 agaagttaat tcttcatcag cattaccatg gtcagcagta ataagtgcta caccatcttt
  4859941 tgcaagaatc gcttctacaa cttttcctaa acattcgtca gttgcttcta ctgctttaat
  4860001 tgttggttcc atcatcccag aatggccaac catatcacag ttcgcaaagt taagaatgat
  4860061 aacatcatgt ttatcatttt cgatttcatt tactaaagcg tccgttactt cgtaaatgct
  4860121 catttcaggt ttcaagtcat acgttgcaac cttcggtgag ttaattaaga tacgctcttc
  4860181 tcctgggaat tcagcctcac gaccaccgct aaagaagaat gtaacgtgcg gatatttttc
  4860241 agtttccgcg atgcgaagtt gctttaatcc cgcttgcgca acaacttcac ctaaagtgtt
  4860301 atcaaggttc attggcttga atgccacgta accatccact gtttcactaa agtgtgtcat
  4860361 acatacgaat tctggaatgt gaggtacttt ttcaccacga tcaaactcac ggaagtctcc
  4860421 gtttgtaaat acacgagcaa tttgaattgc acggtctgga cggaagttat agaagataac
  4860481 tgcatcatca tcattgattg ttgcaactgg cgtgttatct tcgttaacaa ttacagacgg
  4860541 caatacgaat tcatcgtaga taccatttgc ataagagtct tctacacact cttctgctga
  4860601 tttataagta gggccttcac cattcaccat agcacggtaa catttttcta cgcgatccca
  4860661 acgcttgtca cggtccatgg agtaataacg accagagata gtcgcgaatt gtcctactcc
  4860721 tgtttctttt attacttcat ttgttgcatc gatatagctt tgtgctgttt ttggtccaac
  4860781 atcgcggcca tctaagaatg catgaatgta tactttctca acgccttctt tagctgctaa
  4860841 gcgaagaaga gcaaacatgt ggttcatgtg actgtgcaca ccaccgtcag aaagtaaacc
  4860901 gaataaatga agtgcagtac ctttttcttt tacgctttta attgcacttt ggaacgtttc
  4860961 gttcttatcg aactcacctt cacgaattgc aacgtttacg cgtgttaagc tttgatatac
  4861021 aatgcggcca gcaccgatat ttaagtgacc aacctcagag ttgcccattt gaccttctgg
  4861081 aagacctact gcctcgccac aagctgtaag cgttgtgtga gggaatttgt tccagtaacc
  4861141 atcaaaatta ggtttcttag cttgtgctac agcattcccg taagtttctt cacgaagtcc
  4861201 gaaaccgtca agaatgatta aagctgttgg ctttctcatt ttaccgcccc cagaagacct
  4861261 aagaacgaag caggctctaa gctagcaccg ccaactaaag cgccgtcgat gtcagattgt
  4861321 gccatgtact ctttaatgtt ttctggtttt acgctaccgc cgtattggat acgaacagct
  4861381 tctgcagcag ctggagaaac aacttctgca acaactttac ggatgtgcgc acatacttcg
  4861441 tttgcatctg cagaagaaga agatttacct gtaccgatag cccagattgg ctcataagcg
  4861501 ataacagttg ctttaacttg ctcttctgtt aaacctgcaa gtgcttttgt cacttgacct
  4861561 gctactagat caaatgtttt tccgctttcg cgctcttcta aagtctcacc acaacatacg
  4861621 attggtgtta aaccatgttc aaatgctgca atagtctttt tgtttactga ctcatctgtt
  4861681 tcagcaaaca tttcacgacg ctcagagtgg ccaagtacta cgtagcctac ttttaagtcg
  4861741 ctaagtgcta ctgggctaat ttcgccagtg aatgcaccat ttttttcgaa gtgcatgttt
  4861801 tgtgcaccta cttgtaaatc agttccttca gtcgctgcta ccaggcgctc taagaataga
  4861861 gctggagagc aaactactgc atcaacagct gaagctgctg ggatttgacc tttaacttcc
  4861921 tctacgaagc taactgcttc agatagagtt ttattcattt tccagttacc tgcgataatt
  4861981 ggtttacgca tgctttgcac cgtccttttt ctttggctgc tacttatttg tcgttaagac
  4862041 aaactacacc tggaagctct ttaccttcca tgaattctaa tgacgcaccg ccgccagtag
  4862101 aaatgtggct cattttatca gccataccga atttttcaac agctgctgca gagtcaccac
  4862161 cgccgataac agagtatgta ccttctgcat ctgctaatgc ttgtcctact gcttttgtac
  4862221 cttctgcgaa tggagtcatt tcgaatacac ccattggtcc attccataca acaagcttag
  4862281 agtttttaat tacatctgca taaatttcac gtgttttagg accgatgtcc acgccttccc
  4862341 agttagaagg gatagagtcg ataccaacga ttttagttgt tgcagtttca gagaattcct
  4862401 cagtgattac aacatcaact ggcatgtaga agtttacgcc tttttctttt gcaagttgca
  4862461 taaattcttt agctagttca atcttgtcgt cttcacatag agatagacca atttcatgac
  4862521 ctaaagcttt aacgaatgtg taagcaagtc cgccaccgat gattaagtta tctactttgt
  4862581 ctaatagatg acgaattaaa ccgattttat cttttacttt cgcaccaccg atgatagctg
  4862641 tgaatggacg ttctgggtta gaaagtgctt tacctaatac ttctaactct ttttccatta
  4862701 atagaccaga tactgctggt aggtagtctg cgattcctgc tgtagaagca tgagcacggt
  4862761 gagctgcacc gaatgcatcg tttacgaaga tgtcagcaag agctgcaaat tctttcgcaa
  4862821 gttctgcatc gttcttttct tcgcccgcat agaaacgtac gttttcaaga actaatacgt
  4862881 cgccttcgtt cattgctgca accatttctt gtgcaactgg tccgaatgct tcgtctgctt
  4862941 ttttaacatc tttaccaaga agctcgccta aacgtgctgc tactggagta agacgtaatt
  4863001 cttctactgc ttgacctttt ggacggccta agtggcttgc taaaataacc ttcgcacctt
  4863061 gctctactaa atattgaatt gtaggaagag ctgcacggat acgagtttca tctgtaattt
  4863121 tgccttcttt cataggtacg ttgaagtcaa cgcgacaaaa tacacgctta ccttttaaat
  4863181 ctacgtcacg aattgatttt ttgttcattg gatttccctc cgactactag ttaggattga
  4863241 caaaacccac tcaaaagctt aacacatttg cttttaaaac gaaagaagag agagagggaa
  4863301 caaaccctct ccctcgtttt gtcattgata acttatataa ttaagaatta aagacctttt
  4863361 gaagtcatgt aagctgctaa gtctactacg cggttagagt aacctgtttc gttatcgtac
  4863421 caagaaagta ctttaaccat gttaccttcc attaccattg tagataatgc atcgattgta
  4863481 gaagaagctg tacatccgtt atagtcgata gatactaatg gctcttcgct gtatccaagg
  4863541 atacctttta attcgccttc agctgctgct ttgaatgctg catttacttc ttcaactgtt
  4863601 acttctttgt caagttcaac aactaggtca actagagaaa cgttagcagt tggaacacgt
  4863661 acagcgccac cgtttaattt acctttaagt tctggtaata ctaatgctac agctttagct
  4863721 gcaccagtag atgttgggat catgttttca gctgctgcac gagcacgacg taaatctttg
  4863781 tgtggtaagt ctaagatttg ttggtcgtta gtgtaagagt gaattgttgt catcattccg
  4863841 cgttttacgc cgaatttttc gtttaatact ttagcgaatg gagctagaca gtttgtagta
  4863901 caagaagcgt tagatactac gttgtggtta gctgcatcgt attgttcgtg gttaacaccc
  4863961 ataactacag tgatatcttc gtcagaagct ggagctgaga tgataacttt cttaactgat
  4864021 ccacctaagt gtttttcagc gtctgatttt ttagtgaaac ggccagtaga ttctactact
  4864081 acttctactc cgtagtcgct ccatggtaat tgagctgggt cacgctcagc gataacttta
  4864141 atttctttac cgttaacaac gatgctgttt tcgttagcag atacttctgc atttaaagtt
  4864201 ccgtgaactg tgtcatattt taaaaggtga gctaatgttt tagcatctgt taagtcgttg
  4864261 attgctacta cttctacctc agagttgtta agagctgcgc ggaatacgtt acgtccgata
  4864321 cgtccaaatc cattaatacc aattttagtc atttgaattt cctccttggg ggattatatt
  4864381 aaagggtaat accctttgtt aactgttttg ctgcaccttc atctgtaatt agaattgaag
  4864441 tgtgcccttg tttaattaca gcctgtattg cctttgcctt tgaagaacct ccagcgactg
  4864501 caacaacgtg agatacattt tgtaaatcct caagttgcat accaactgtt cttactttat
  4864561 gaacaacatt tccttgttca ttaaagtaat aaccgaaagc ttcaccaact gcttcgcttg
  4864621 cctgaatctt taaccaatct gcttctgaag tatttctgcg gcgtgccatt gttaacgcat
  4864681 cacctattcc atgaatgacg atattggaag atcgaatcaa ctcaagaact tctttcacgg
  4864741 aaggctctgt cacaatagac gcatatgctt cgctgctaac atggtctggg acatacaata
  4864801 agcgataatt actcatcgta ttttgcgcca ttttggcaca aatggtattg gcttctaatt
  4864861 caacgccttc tccaattcca ccacgtgctg ggacaaatag catatgtaaa tctttgcaat
  4864921 caagctgcat catgtccgca acagcagcta gcgtagttcc tccagccaca gcaacgatat
  4864981 tattcgctgt cagacggtct tttatacaag tcacacaagc acggcccatc tccagtttga
  4865041 cccaaggcga ttcatcacta tcaccaggga caacgaaaac ttcatccaag tctaatgttt
  4865101 ccttaagttg cttttctaaa acctttaacc cggaaatttc tttcataaag tcttccaaag
  4865161 caagaactaa agctgttcct tcttctgtca atgtcattcc agaagaagcg acgtgaacta
  4865221 agttttgttc tttcaaaact tgaacttcac ttcgcaatac tcgttctgtc ataccgagac
  4865281 ttgctgataa gtttcttctt ccaatcggct gcatgagcct aatgtattga agaatttgca
  4865341 ttctcgtttg cataacaggt agcagatcag gtaataattt ttttgtgttc tgaatccatg
  4865401 agcgcatatc ttttctcctc actacattgg ttcatttttc ctctgtggtc actttacgtc
  4865461 ccgtagtgac attttgcgtc ccacataggt taaaaaaata atccctgcta cgtgtattat
  4865521 tgtaacagga gatagaaact tattcaactc ttaactgcat tctttatata gtttattatg
  4865581 acacctttgt gaatgttacc atattctact tgtttttcgt ctatttctac aactggaatc
  4865641 attagatgat atttttctaa aaggtcatta tcttcatata tatctatttc ctcgatttga
  4865701 aaagaatatt cacattgcac ttcctgtaaa acttgtttcg ccttcacgca aaggccacaa
  4865761 tctttttttg tatacagtac aactttcatc ttcttcacct atccgatcgt ttttcgtaat
  4865821 gacgacgccg ggatgtgcat ttgctctcta tacttcgcca ctgttcttcg agaaataaca
  4865881 atttcatgtt cttcttctaa caattttgaa atcttttggt ctgaaagtgg ctttttctta
  4865941 ttctccgcct caacaagcgt ttgaataaat tgttttacac gctttgtaga aaccgcttca
  4866001 tcttcagtcg tcgaaacggc attactaaag aacgatttca tctcaaataa accgtgtggt
  4866061 gtttgcacat atttatttcg cgttgcacga ctaattgtag attcatgcac acttagctct
  4866121 tctgctactt cttttaaagc aagtggcttt aaataatccg gacctttcca gaagaaatca
  4866181 cgttgttttt ccataataat ggtcatcact tgcagaaggg tttgttttct ctgcttcaaa
  4866241 ctacgcataa tccactgcac atgctgatac ttttctgata cgtaagatgc tacttcactt
  4866301 tcactattat taagaagcgc actatattca gaatgaatct caattctcgg catatttctc
  4866361 tcattcattt gtaaaacgag acgatcgcca tcttttttca ctgccatatc aggcacaata
  4866421 taaagtggtt tatcagaaga aaacgcaaga cctggttttg gttgtaatga cgttatacaa
  4866481 tttactgcat cctgtaattc ttcattacta cacttcaaca cttgaacaag ctttctccaa
  4866541 tctttcttca cgaaataagc gaaatgatct tctacaacct cttctgccaa tccattccgc
  4866601 ctttgtaagc gcttcaattg caaggttaga cattccttaa tattccgcgc ccctacccct
  4866661 gctggctcga gtgattggac aagctctaca gagcggtcga ctacatgcag tggtgcggaa
  4866721 agaagatttg ctaactcttc attcgtttct tgtaaatacc catttccatc catgttcata
  4866781 ataatgaaag aagctacttt tcgctcttct tcctctattt tataatactg tatttgattt
  4866841 aataaatgtt gctgaatcgt tgttgaatcc acactgtaga tttccatctg attctcgact
  4866901 tgtttgctgg tacttttact tgtgttagag ctctttttct tctccctctc aaaaccacct
  4866961 aactcaataa ggggattctc taacgattgc tcatacaaaa actccgataa ttcttgtaca
  4867021 ttatactgga gcattgtaat cgcttgcctt aactcttgtg tcattgccaa acgtaagctt
  4867081 tgttcttgta aaagacttgc cttcaaacta atctccccct tgtttctatt gtacaataag
  4867141 tttggtaaaa ggagaatcct atcacagaca cccattccaa aatattatta atttatatgt
  4867201 attaatgaga tttacaactt acaaccgaaa tttgaataat attgaaagga aataataagt
  4867261 cgataaatta ttatcaagta ctaatagtaa atcttattac tagatataac aagagggaaa
  4867321 taaaaaaagt cctaacctac aaaacgtaag ttaggacttt ttgacgcgcc cagagggatt
  4867381 cgaacccccg gcagacgtgg taccggaaac caccgctcta tccgactgag ctatgggcgc
  4867441 ataattataa aatatacttc attttcttct cataataata gcaataaaat ccatctaaat
  4867501 caataaaaat atccccataa tcctttatgc accttagtta tgattacatc aacaaagcac
  4867561 catcccctaa attttccaat cataaattcc ccccaactca caaattataa cctttgaatt
  4867621 gatattccaa agggggcttc attcaatgac tgtaattacg aaattaaagc aaactgtttc
  4867681 tggattaaaa agtgcacaag ctagcttaga gggattcgct cttgatacgg ataaccaaca
  4867741 agcgaagcaa cttttccaaa cagctgcgca gcaaacacaa acgattatcg attctttaaa
  4867801 ccctcgcgtt gaagaagtcc aacaagaaga accacaatac tcacagcaat aacggattcg
  4867861 tcatgctgtg aaatagaaaa aggatgatat gcagtcatcc tttttctatc acattacata
  4867921 ttgcaataga aatggaatga taattatgcg aaaactcggg ctcataaccg cattatttgc
  4867981 ccttctattt agctctttta ccggatgtga taatagtccc ttagataaaa aagtgaaaga
  4868041 agaagcaaaa cgaacggaga aagagaaagg tcctaaatta acaaagatga gtacggaatc
  4868101 ctttaatcaa tctatatcac aaggagccaa gaaaagggcc ctcgctatgg atgggattat
  4868161 aaaaagtgcg gcagtaaatt caaatttaga tctctatata gcagttatac cggagcatca
  4868221 cgaaaggttt ggattaaaac ctcttcgtaa gaagcttcaa aaacagctaa gtgatgagca
  4868281 tcctactttc gatgttcgtg tcagtacaga taaaaaaatc tttatgttac tcgaaaaact
  4868341 cgaaagaaaa attaaggaaa aagaagtatc taaagatgaa attaataaac aattaaaatt
  4868401 cattgggaaa aaaatggagt ctaacactta acgctttttt ttaagaaaag gaaggatcgc
  4868461 aatgtctagt aaagataaaa acttaacccc tgtgcaacag gagtataaaa aattcgaaca
  4868521 agaacgagaa ccgaagcgcc ctgtcttgaa aaattgtata aaagcctttt tcgtcggcgg
  4868581 ttttatttgc ttcatcggac aactcatttc tacattttat atcacatatt ttgatttcac
  4868641 tgaacgctca gcaggaaatc caacagtcgc aactcttatt ttcatctcca tgttattaac
  4868701 tggatttggt atatacgatc ggtttggtca gtttgccgga gcaggaacag ctgtacctgt
  4868761 cactggattt ggcaactctg ttatcgccgc atgtatcgaa caccgaacag aaggttttgt
  4868821 ccttggtgtt ggcggtaaca tgtttaaatt agctggttct gttattttat ttggtgtatt
  4868881 ttccgctttc gtcatcgcac ttattaaaac gattctcgtt caatggggag ggctataaat
  4868941 gttacaagga caccgaacat gggtatttga aaacaaacca gttattattt cgacgggagt
  4869001 cgttggtggg ccgtttgaag ctaaaggaaa aattccagaa gacttcgata ccctccatga
  4869061 agatttatgg ctcggacaag attcctatga aaaagcacat aaaattttat tcgaagaagc
  4869121 ttgtagccga gctactgaaa aagcaaacct tcgtaaagac gatattcaat ttgtactcgc
  4869181 aggcgattta attaatcaaa ttacccctac aagctttgct tgccgtacac tgggcactcc
  4869241 ttatctcgga ctattcggcg cttgttctac ttctatggaa ggtttagcac ttggagcaag
  4869301 tatcgtaaat gcaaaaggcg caaaatattt attaaccggg gcatcaagcc ataacaccgc
  4869361 tgtagaaaaa cagttccgct atcctaccga atatggtggg caaaaaccac ctaccgcgca
  4869421 gtggacagta accggtgctg gcgctgctat tttaagcgat actggacacg gtcctagggt
  4869481 aacatccgcc acaatcggac gagtggttga tatgggatta acagatccgt ttaatatggg
  4869541 aggggcaatg gctccagctg ccgttgatac aattgaagcc cacttacgcg aacgacaaat
  4869601 tgatgcttct tactacgatt taatcgtaac gggtgacctc ggacatgtcg gccgtgaaat
  4869661 tgcttatgac ttactacata aacatggaac gaaagtaacg agcgaacagt ttcaagattg
  4869721 cgggctactc atttatagag aagggcagcc tgtcatcgct ggtgctagcg gaccaggatg
  4869781 ctctgcaacg gtcgtatacg gtcacttatt aaatcgaatg aaaagaggag agtttaataa
  4869841 aatacttgtc gttgcgacag gcgctttact atctccactt acattccaac aagaagaaac
  4869901 gattccgtgc atcgctcacg ccgtttcgat tgaatttgga ggtgcaacgc aatgattttt
  4869961 ttctgggctt tcgtcattgg cggacttata tgtgtaatcg gccaacttat gtttgatgtt
  4870021 ggaaagctaa caccagctca tacaatggca acactcgttg ttgctggagc tatattagat
  4870081 ggattcaatt tgtatgaacc attaattgat ttcgccggag ctggggcaac cgtacctatt
  4870141 acaagcttcg gtaacgcact cgttcacggt gcaatggaag aagctgcaaa acatggcatc
  4870201 gttggtgtta ttactggcat gtttaaagta acgagcgccg gtgtatccgc agctattatt
  4870261 ttcggcttca tcggagcatt actattcaaa ccgaaaggat aagaggtgtt catatgactg
  4870321 ttatcgctag tgtaaaaacc tgccttgcta gtgtcagggg cgctcaagca agcttaagct
  4870381 ccctttcgct aaattctaca gacgatgaag caaaacgcgt atttcatgaa tgtatgttag
  4870441 aaatggatag catcatcgtt gatttacaaa atagagtttc cgtattagaa cgtgaagaac
  4870501 ctcaatataa agggttttaa gtagactgga ggaaatgact atgtctcacc tgccggaatg
  4870561 gacactggtc attcttcgct ctgtattcat attaatcatt ttattcacta ttacaaaatg
  4870621 cttaggaaaa aggcaaatct cccaactttc cttttttgaa tacatagcag gaatgacaat
  4870681 cggtgatatc gccgctcaaa tagctacagg gcttgatcaa aagtttttcc atggtgtctt
  4870741 tgccatactt attttcgcct cagtaccctt ctttgtcgga attctctccc taaaaaacaa
  4870801 aactgctaga gatttttttg aagggaagtc tacagtgtta ataaaagatg gcaaagtact
  4870861 tgaggataat ttaaaacaag aaaaatatac aagtgatgag ttacttgaac ttcttagagg
  4870921 aaatggtgca ttcagtatag ctgaagtcga atttgctgtc ttagaaccga gcggagaatt
  4870981 aaatgtatta ttaaagaaag attttcagcc acttactgca aaagatctcg gtttaaaagt
  4871041 gccgaatgaa aaagaaccac aaactgttat tatggatggg aatgtactag atgaaccact
  4871101 ttccgcaagc ggtcataacc gagcttggct acattctgaa ctagaaaaac tcggtgttgt
  4871161 cattgaaaac gtctttctcg gtcaagtgga ttcatatgga caacttacta tcgacattta
  4871221 taatgacaaa ctacaaatgc cttctcctca aaacaaacct ttattattgg catctttaaa
  4871281 aaaatgtcat gctgatcttg aactattttc cttagaaaca aagtcgaaat cagcaagcga
  4871341 aatgtatagt aaaaacgcga aacaaatcga aaagatttta aataaagtga cctatctttt
  4871401 aaaagaatag atatcgaaag aacgcttcaa taaaaaggcg ttcttttctt ttttcctatc
  4871461 gcttttctaa cgtttaaatt tatgtaattc ggttatgatg ttgaagatac ataagcaggg
  4871521 aattttaaaa acatagcgaa tatttcatgg tacaactaca tatttttttg atttaaagtg
  4871581 gtttcgtttg acctttattg accataattg tattataaga ctaagaaagc ttttgaagga
  4871641 ggaaataaca gatgaattta attcctacag taattgaaca aacaaatcgt ggagaacgcg
  4871701 cttacgatat ttactctcga ctattaaaag accgtatcat tatgcttggt agtgcaattg
  4871761 atgacaacgt agctaactca atcgtttccc agcttttatt cttggaatct caagatcctg
  4871821 aaaaagatat tcatatctac atcaacagcc ctggtggttc tatcacagca ggtatggcaa
  4871881 tttacgatac aatgcagttt attaaaccgc aagtatcaac aatctgtatc ggtatggctg
  4871941 catctatggg tgcattctta cttgcagcag gtgaaaaagg aaaacgttat gcacttccaa
  4872001 acagtgaagc aatgattcac caaccacttg gtggggcaca aggtcaagcg actgaaatcg
  4872061 aaatcgctgc taaacgtatc ctattcttac gtgaaaaact aaaccaaatt cttgctgacc
  4872121 gcacaggtca accacttgaa gtactacaac gcgacacaga ccgcgacaac ttcatgacag
  4872181 cagaaaaagc tttagaatac ggtttaatcg ataagatctt tacaaatcgt taatagatat
  4872241 ttaaagcgga agcggctcgt ttagaatcgc tggagctgga tacataaaaa agcgccctct
  4872301 cacagggcgc tttttttata cttagatctc tgcgcgcgta tactccaccc ggtatcgacc
  4872361 taaatatatc agcgattttt caaatatatc gaccgtaact ccaattatat cggcgattat
  4872421 tttcatatat cgacgtttcg acacaactta tcgacttacc gacaatcctc gacaagcatg
  4872481 cacactccac ataccctccc caccaatccg cgcaaataac aaaacaaaaa gctatcgcac
  4872541 atacgcgata gctttcttac tgtacatatg cagctaatgc ctctaaagcc tcttctgcat
  4872601 ctgaaccttc tgttgtaatt gttatcatgc taccagttcc aattgctaag ctcataatcc
  4872661 ccattatgct ctttgcattt actgtctttc catctttctc gatgaagata tctgcatgaa
  4872721 agcgattggc ctcttgtaca aacaacgcag ccggacgtgc ttgtaaaccg ttttttaatg
  4872781 aaacctgaac tcttttttga accacagctc catttcccct ttaacctctt atttttttgc
  4872841 taccgtttcc cccgcgcgta atttctctgc aatatcatcg attttacgca aacgatgatt
  4872901 aatacccgat ttactaattt tccccccgga taccatctca cctaactctt tcaatgttac
  4872961 atcttgataa tctcttcgta gttgcgcaat ttcgcgtagt ttatccggca atatatcaag
  4873021 accaaccgtc tcatcaatat agcggatatt ttcaatctgc cttagcgctg caccaattgt
  4873081 tttatttaaa ttagctgttt cgcaattcac taaacgattt acagaattac gcatatcacg
  4873141 tacgattcga atgtcttcaa atctcaaaag tgcattatgt gcacctataa tatttaaaaa
  4873201 ctctgtaatc ttttctgctt ctttcaaata cgtaatgtac ccttttcttc tttccaacgt
  4873261 cttactattt aaatcaaatc cgttcatcag ttcacatata gcatcattat gttccttata
  4873321 taacgaaaag atctctaaat gataagatga tgtttctggg ttatttactg aaccacctgc
  4873381 taaaaatgca ccgcgtaaat acgatcgttt acaacatttc ttctcaatta attcttgtga
  4873441 tatatttcga ataaatgaaa agtcatctcg tacgatatga agatcagcta atatttcgcg
  4873501 agacttctca acaagcctta cgatatatac attatttttc ttcaatcgca tttttttacg
  4873561 aacaagtaat tctaccgtca cgtcatatcc ttttttcaaa agcgtataaa tccttcttgc
  4873621 aattgccgca ttttccgttt gaatatcgat tgatagacga cggtttgaaa aagaaagtga
  4873681 tccgttcatg cgaagcaacg ctgataattc tgctttctca cagcattcct tcatctctag
  4873741 attcgtcaac tctttctttg tttctgatgc aaatgacaca gccaacacct ccttatacga
  4873801 ttattgtgga acaaaaatct tgtcctatat gaaatgagga gcgttacctc aaacgagata
  4873861 acgcacatct acaacagtga atataaaata gaagctaatt ttaatgtatc gtgccttaca
  4873921 acacggtcat catacttcgc taattgatct tgaatcacat caatattatt ttcaataaaa
  4873981 cgctcttcat ctactacaac tggtgccgac atttcttcct cgtataactg acgtaattca
  4874041 caaggaatat cacggttatt tacaattgca gtatcgataa atggtttacc taaatgatca
  4874101 tgtaacgcct gcacatggtc aaacgcagta tatcccattg tttcaccagc ttgcgtcata
  4874161 acattacaca catatacctt cttcgctttt gcagcaagaa cagcgtcccc aattttgtta
  4874221 acaactaaat tcggtaatat actcgtatac aaacttcctg gaccgaaaac aagtaaatca
  4874281 gctcgtttaa tctcagtcaa cgtttcatgt aacggctcta catcttctgg agttaaaaag
  4874341 acacggttaa tcttcttgcc gaaataagga atctttgatt cacctgttac aatttctcca
  4874401 tcttctagtt ccgcatgcag tactgcactt tgattcgctg ccggtaatac acgtcctcta
  4874461 acatttaaaa ctttacttgt ttctgtaatg gcatggaaga agtctcctgt aatcgaggtc
  4874521 atacctgcca ataataaatt tcctaacgca tgacctttca gcccatctcc ggttgtgaaa
  4874581 cgatgctgaa ataaagcttc caccagtggc tctacatctg ataacgcaac aagtacgtta
  4874641 cgaatgtcac ctgggggtgg aatttctagc tcatcacgta atctacctga actgccacca
  4874701 tcatcagcga ttgtaacaac tgctgtaata tcgaccggat attgttttaa ccctcgtaat
  4874761 aaaacagaaa gtcccgttcc gcctcccatg ataacaattt taggttttct ctcttttttc
  4874821 atcccttaat ggccctttct cttctccaca tcacgatgag atacatgaac gctatactct
  4874881 ggtttcaaat gtttcccaag gtattctgta agcgtaacag aacgatgctg cccacctgta
  4874941 catccaattg caattacaag ttgactcttg ccttctcttt tataatgagg cagcatgaaa
  4875001 gtgataagat ccgtcaattt ctctaaaaac ttatgcgtct cattaaattt cagcacatac
  4875061 gatgaaactt cttcatctag tcctgttaat ggcttcatat gtggaatgta atatggattt
  4875121 ggtaaaaaac gaacatcaaa tactaaatct gcatcaattg gaatgccgta cttaaatcca
  4875181 aatgacataa catttacacg aaacgcttgc tccgtttcag ttgaaaatag gtgaacaatt
  4875241 ttttcacgta attctttcgg ttttaaatcc gatgtatcaa gcacaatgtt agcgcgtgcc
  4875301 ttcatatcag ttaataagct gcgctctatc tcgattccct ttaacggcaa accagttggt
  4875361 gcaagtggat gcgaacgtct cgtttcttta tagcgagtta caagcgtgct atctttcgca
  4875421 tctaagaata aaatatgagg aataatccat gtgcgttctg ataaatcatc aagcgctccc
  4875481 cataaatgtt cgaaaaactc tcggccacgc aaatcaacgc caagtgctac tttattcatt
  4875541 ttcccttttg aatccgccat aagctcaata aacttcggca ataacatcgg tggcaaatta
  4875601 tctacacaga aatatcctaa atcttcaaaa ctttgtaaag ctactgtctt tccagctcca
  4875661 gacattcctg taataattac catttttata tcattattct ctgtcatcgt atcctctcct
  4875721 tgacggttta actcggatct aatcgatatg aaagcaactc aaaatctggg gtatatacaa
  4875781 atgtaccgta gattattcca tttcctttaa ttaaataatc aataatgtga taatctcctg
  4875841 gtgccattgc taaatcatca attttatcaa atgtatgcca gccaatgatg ccttcttcgc
  4875901 tctctagttt gttttctcct gcaaaatctg tcgctaaaaa ggagaacatc atccattcag
  4875961 aaacaacttt atcaccttct tggataacaa aggtgaagac cccctttaac gctgggttct
  4876021 ttaaataaat acctgtttcc tcacggtact cgcggacaac ggaatctctt accgtctcac
  4876081 cacgctccat tttcccgcct ggtgcaaccc accaatttcg acgaggtttt tggagtaaga
  4876141 gtacttcatt atctctaatt aacacacagt ttgtcactct ttgcatgttt cttcacctca
  4876201 gctacttgca gcaaatttct cactgcatac tcatttcatt atactatcaa aaacagtttg
  4876261 ctacaacgaa ggagccagtc ctctttccct aagcatatgc tactcaacaa ttttaaaaaa
  4876321 gctttctata acaagcaatg taaatgcctg gactttcaat gtatagcatg aaaaatcccc
  4876381 ttaacgattt ttatcgccaa ggggattaaa gccgttattt cttaccgaaa taagtaacaa
  4876441 tcgcaaatcc taaaataaag gtaataattg aacttataat tgaaaaccct tcagttggaa
  4876501 taccagggaa cacaattaca atcgaaccga taactagtcc aataattgcc gcaaatgtca
  4876561 tacttttata acgatctaat aagaaactaa ttcctttact acttacaaca aaccctacca
  4876621 taacaccagc accaataact gcaattaaag gcaagttgag tgtagttaaa gcattaattg
  4876681 ctgttggata cacaccaata attaataaaa taaatgatcc gctaattcca ggaagtaaca
  4876741 tagccatact agccatccat cctgcgaaaa ataaaccaat tgcatttaaa attgttaacg
  4876801 tcgtaattgg atctgctgtc ttatctggtt taaagaaagc tgtgatcgca acaagaattg
  4876861 ctgcaactat taataaaaca atgtgcttac ctttaaacga tgactttgca tcagcttccc
  4876921 tcattaacat cggtaatata ctaataatta aaccgaggaa gaaaaattga gtcggttcat
  4876981 aatgatttgc aagtaaatat ttaataacgt gacttaacgt taaaaacgct gctgccacac
  4877041 cagctgcaag tggaattaaa aatcctaaat gttttttcca ttcacgacta aagaatccac
  4877101 taattgccgc aagcaattgt tcataaatcc ctaacacaac agcgattgta ccgccgctca
  4877161 caccaggaat taaatcacta acgcccatac aaaatccacg atatatatta cgccattcca
  4877221 tactgaataa attcctcatt tcttatagtg attttttccg taaagttcag tatatcaata
  4877281 agaaagctta taatcccaat attttttgac aaaactttga cattttcaaa aaaaagaaga
  4877341 aagctcctat cggtagcttt cttctcaaaa ggtatgttat cccttatttt tctgatacag
  4877401 tttttagttc ttctaataat tcttctacgt aatgttgtgc actttgggct gcaatactac
  4877461 catcacctgt tgcagttaca atttgacgaa gcattttttc gcgaacatca ccagctgcga
  4877521 aaataccagg aactttcgtt tccatacgct cgttcgtttc aaggtaacca ttttcatttg
  4877581 taatacctag ttcaacaaat ggttttgata gtggtaacat accgatgtat acgaatacgc
  4877641 cgtcagtttt gacttctttc tcttctccac tgtttacatc tacaagtgtt acacttccta
  4877701 ctttaccatt tgcttcgtta atttctttta tcgtgtggtt ccaaatgaag tctacttttt
  4877761 cgttttggaa agcacggtct tgtaaaattt tctgtgcacg aagcgtgtca cgacggtgaa
  4877821 cgatcgttac ttttgatgcg aagcgtgtta agaacacacc ctcttcaaca gcagaatctc
  4877881 cgccgccaat aactacaagt tctttacctt taaagaatgc gccatcacat accgcacaat
  4877941 atgatacacc gcggccgcca agttctgttt cacctggtac accaattttt ttatactctg
  4878001 caccacttgc aacgataatt gcacgtgctt tatattcttt tttaccagca ataattgttt
  4878061 tgtattcttt accatcgatg acttctttca catcaccgta tgcatattca gcaccaaatt
  4878121 tcttcgcatg ctcgaacatt ttatttgata agtctggtcc taaaatagac tcataacctg
  4878181 ggtagttttc tacatcttct gtattcgcca tttgtccgcc cggaatacca cgctcaagca
  4878241 ttaatgtgct taaatttgca cgagatgtat atactgcagc tgtcatacca gctggtcctg
  4878301 caccaataat aatgacatca taaatttttt cttctgacac actattcact cctattcatt
  4878361 cctacacaat taagttaccc tcattatact gttcgcatca tttttttccc aatgatttgc
  4878421 ttacttatgt gtgcgtacgc ttaacagctt gcacatactt tcgaacagtc gctacagata
  4878481 cattatatac atctccgagc tctgactgtg tcatcttatt tccttgttcg ctgcgtacga
  4878541 tatattccac cgcagctgac cagccgtata catttgtaaa aactgcccca gatgtatata
  4878601 aacgtataaa cgtacaaaac caaaattgta aacactcttc gattaattca tcatcttttt
  4878661 gcgtataatt gtataaagca tccgcgatcc gtgcgcactg ttcaaattgc tgtaaatcag
  4878721 ctgggatgct cttatgacta ttcagtaaaa agaaatactt tgcaagttgc gatacgattg
  4878781 gaacaccatt ctttgcctgc gttacatcaa agaagaatcc caccttctcc ggcgttgata
  4878841 attcattcat taaatataaa gctagcattt gttcctctag cgttgcactt tgctgaaatg
  4878901 attttcgtaa ttcttcaaat aacacgtttt gtccttcatc ggctaaattc agtgcattcc
  4878961 acggttcttt tcccttttta tcagggtgca attctacaac atgttgccac attttttcag
  4879021 ctacttgctg atctttcacc atataagcgg aatatgcaaa ccaataataa aaactaacgt
  4879081 ctccttcgta tccttgacgt tttaatactt taaaccattt atacgcatgc tcaaaatgac
  4879141 caattgttgc aagtgtcgtt ccaagtttca aacgatgttc aaatgaaatt ggatatactg
  4879201 caactaactg agcagctaat acttctactt gtttatgctc tccaattgaa tatagaaaaa
  4879261 taagcgtatt acaaagcgca tgtatattcc ctggattttt atctaaaatc atttccgtta
  4879321 atttcagtgc cttatctaca ttgccagatt gaaaatgcgc aatggctaaa ttattatgcc
  4879381 ccgaccaaaa ttccggataa tctttcgtaa caatttctaa tgtagcaatt gcttcttcca
  4879441 attgtccgtt acgaatataa cgattcgctt cttcctgcat aacaattaaa tcatcttcat
  4879501 cttcgatctc ttccgcaccc atcgcttctt cttccataat ttcaagtaat tctaatgtat
  4879561 cttcaacaaa ttccttctct tctgcaactt ctaaatagcg atccgcatat ttcttcgcct
  4879621 gctggaatag tcccatatat gcataattat ttgcaataaa ataataacac tgttcaagtt
  4879681 ctggattaga tctaacaagc ttaaagaagg tttgattcga ctcttggtat tcaccagcct
  4879741 cagataatac tgttgctaat tgacataaaa taaacggctc cttctcactt tgtgccgctc
  4879801 ttcgaaaata tttaattgca tcttgcaatt tttgcccttt gtaagccctc atcccttttt
  4879861 tataaaagaa gtccgctaat tgattaaaag agataacttg tccgttctcc ttatatattc
  4879921 tttgattttt ccccatatat cctccagttt tttgttttct tcgttcacac attcttctat
  4879981 ctataagtat aaacgattcc gtaaaaaaca aaacagtata ttatactcaa ttatttcctt
  4880041 tttatgcatt aaaaaagaag agaaatgtta catttctagt atgaaccttc tctagcctcc
  4880101 atttgctctt tcgtataaat aacacgcatt ggattcccac ccacgaaagc accgctcggt
  4880161 acatctttat gaacaagtgt gccagctgaa acaatcgcgc catccccaat tctcacacct
  4880221 ggtaatatag tcgtatttgc tccgatcatc acttcgtttc caataacgat ctctccaagt
  4880281 cgatattcgc gaattaaata ttcgtgcgct aaaagcgtcg tattataacc aataatcgaa
  4880341 ttgtctccca cagttatctt ttctgggaac ataatatccg gcattaccat aagcgcaaac
  4880401 gatgttttct ttcctacttt catccgcaaa aatgtgcggt acaaccaatt tttgacggat
  4880461 aaaaatggtg tgtaacgcgc aatttggata ataataaaat tcttcattac cttccaaaaa
  4880521 gacactgttt tatacacatt ccatagtgaa ctttctcctg aaacaggata gcgcgttgtc
  4880581 cgtcgcactt aaatcgctcc tctacttatc tttacgaacg attcatgtcg gacaaaatca
  4880641 gcaataaatc actcatttta tctagcataa agtctggctt gtaagtttct aaatacgctc
  4880701 tacctttcaa tgtccatgaa accgccgctg ttttcgtacc cgcattttgt ccaccaacaa
  4880761 tatcatgatg attatcccca accatcaatg cttcttctgg tttcgcatct aataactgaa
  4880821 gcgctttttg aagcggctct ggatgtggtt tcacatgctc tacatcatca attgtcacga
  4880881 caacatcaaa aaactcatca agctttgata acttcaatcc catctcaaca gtttgtcgtg
  4880941 ctttcgttgt aacaatacca accttatagc cttgcttctt taactcttga actgtttcat
  4881001 atacagtttc atattcttct actaattcat catgatgatc atggttaaat tgacgataac
  4881061 tcgtaattaa ctcttcaacc ttactttcat caatcttact gaaagtatca tgtaaagatg
  4881121 gaccgataaa aggcaataca tcttcacgct tatattgatt tggataatat gtatgtaaag
  4881181 tatgtaaaaa agaagaaata ataagttcgt ttgtattaat taacgttcca tctaaatcaa
  4881241 ataacactgt atttattttc attgccttag tcctttctct ttcctgaata tgaaagaagc
  4881301 agcatcttat aataagatgc tacttgtctc taattttccg aatatctttt atcagcttgc
  4881361 cccatttttc gtctcacaat aatgaaaata atagaaataa caacaagtcc aattgacatt
  4881421 acttgtgcaa tacgaagcgg tcctagcatt aaactatctg tacgtaaccc ttctacgaaa
  4881481 aagcgtccta ttgaatacca aattaaatat gtgaagaata attccccacg gcgcaagttc
  4881541 acttttcgta atgcgagtag taaaatgaca cctgcaaaat tccatagtga ttcatataaa
  4881601 aacgtcggat ggtagtatac accatcaata tacatttgat taataataaa atccggtaaa
  4881661 tgaagacctt ctaaaaactg tctcgttacc tcatcaccat gtgcctcttg gttcataaag
  4881721 tttccccatc ggccaattgc ttgtcctagt aaaatacttg gtgcagcaat atctgccaac
  4881781 ttccagaacg aaaccccgcg gcgttttgca aaaagaattc ccgtaacaac agccccgatt
  4881841 aaaccaccat gaatcgccaa gccaccttga cgaatattaa taatttgact cgggttttgt
  4881901 gcgtaatatt cccattcaaa aataacatag tacattctcg caaatagaat agcgatcggt
  4881961 actgcaatta atacaaggtc aacaaatgta tcttttggaa tacctagcct ttctccctca
  4882021 cgagttgcta gccaaagacc taatagcaca cctgtaccga taataatccc gtaccaataa
  4882081 acaggaaacg gtccaagttg gacagctacg cggtcaagct gcggtacaga acctaacagc
  4882141 atatgtatga cctccctctc caatgtttac tcctgatttc ctaactcaat cgcactcatt
  4882201 aatcgttctg agaactgctg tgctgcattg actcccatac gttttaaacg gaagttcatc
  4882261 gctgccactt caataataac agctaagttt cgaccaggac gaactggaag tgtaatcttc
  4882321 gtaagttctg tatcaataat cttcatcttc tcttcatcaa gacctaagcg atcataattt
  4882381 ttcttttgat cccaaatttc aagattaata acaagtgtaa tacgcttata atttcgcact
  4882441 gctcctgcac cgaataacgt cataacgtta ataatgccta gaccacgaat ttctaataaa
  4882501 tgctcaatta aatctggtga gcttccgact aacatgtctt catcttcttg gcgaatttct
  4882561 acactatcat ccgcaacaag gcgatgacca cgttttacaa gctcaagagc tgtctcactt
  4882621 ttaccgacac cactttgtcc tgtaattaaa acaccaacgc cgtaaatatc tactaacaca
  4882681 ccatgaacgg cagttgttgg cgctaactta ccttctaaat aatttgttaa acgacttgat
  4882741 agtcttgttg tcgtttgaga agaacgtaat aaaggcatgc ctgattcacg tgatgcttgc
  4882801 agtaactcat ctggtacatc ttgattacga gttacaataa tacatggcgt ctcctcagta
  4882861 caaagcgctt tcattctctc ttgtttttga tctgacgtta acgtgtcaaa gaatgtaagc
  4882921 tccgtctttc caagaagctg cacgcgatca gctggataat atgtaaaaaa tcctgccatt
  4882981 tcaattccag gtcgtgataa atcacttgta tcaatcggac gatgaattcc ttcttcacca
  4883041 cttattaact ccaattgaaa ttgttcaatc aaatcttttg tccttacttt cggcatatgt
  4883101 ataaacctcc actccgctgc gggttcagtc tcatttgatg taaaattcca ttctaccgga
  4883161 tattgtacca tttttttctg gaaacaagaa atacggtttc taataaatag aaaaaaacat
  4883221 ttcatacaca tcatgaaatg tttttctttt tgtcattttc tctttttttc atataaaggt
  4883281 tccacaattg ccttttcaat aatcatatta aaaattgaaa tacaaatggc cgcaacaatt
  4883341 gctacaccga aacctgatat attaaatgca tctcctaata atgaatctgc tatttttaac
  4883401 gtaatcgcat taataacaat taagaagaac ccgaaagtta caactgtaat tggtagcgta
  4883461 attaaaatta aaaacggttt tacgaacaca tttaaaacag ctaatataat actcgcaata
  4883521 attgcagttt gtatatttgc tacgtaaaac gcgtcaggtg caatcccttt taaaagtccc
  4883581 gatacagcga ttaacacaac gctatttaca agaagtgata caatccatct catttcttta
  4883641 cacatccttt taacatatat atttcatcat acgctaatag ataataaacg caagtatcat
  4883701 gcaaacactt atatcaactt attctactct tcatgcttgt atacctacta acacttctta
  4883761 gcgaaatacg gcccacacca tctatgctca tgcgttttta caaaagtcca agtgaaatct
  4883821 ttatctacaa tataaacatc gcctttatac atatcatctg tttcacgcaa tatatcatcc
  4883881 atacttaata aactcgcatc ttttattagt agtacatcat cacagtgttg atagaagatg
  4883941 tagcaatcct ttttcacttc attatgaaac gcgttctccg cttcttctcc ctctaaacac
  4884001 ttctttctct cataactaaa tatgtgccat agatacccac atgcatgctt atctccataa
  4884061 aggaaaatat cttctttttc ctcatcactt acatgatttg caaaatgatc ctcccatcgc
  4884121 ttccgaaaat atacacccca cttttgaaac tctcttacct tcatattttt ctttcgcaac
  4884181 atatctaaaa actccatctt ctccccctat acaataaaaa ccgagcgtca cttccactcg
  4884241 gttttcattc atacacttat tgtgataact ctacttcttt tattttctct ttcattctcg
  4884301 ctttatcacg atttaaaatc tcttttaaat acttacctgt atacgagcgc tcttctttca
  4884361 ctacttgctc tggcgttccg gaagcaacga tttgtccacc tttgtctccg ccttctggtc
  4884421 caaggtcaac gatataatcc gctgttttaa ttacatctaa attatgttca atgacaagta
  4884481 ccgtctcacc gctctcaaca agacgttgca gcacttctag aagacgggcg atatcatgcg
  4884541 catgtaaacc agtcgttggc tcgtctaaaa tgtatagtgt acgtcctgta gaacgacggt
  4884601 gtaattcaga agctaatttc acacgctgtg cttcaccacc agataaagtc gtggctggtt
  4884661 gccctaattt catataacca agcccaacgt ctacaagcgt ttgaagttta cgtttaattt
  4884721 ttgggatatt agcgaagaac tctactccgt cttcaatcgt catccctaac acttcagaaa
  4884781 tgtttttatc tttatatttc acttctaacg tttcacggtt gtaacgttta ccgtgacaaa
  4884841 cttcacacgg aacgtatacg tctggtaaga agtgcatctc aattttaata attccatcac
  4884901 cacggcacgc ttcacaacgt ccacctttta cgttaaagct gaaacgccct ttttgatatc
  4884961 cgcgcacttt cgcttcattc gtttgcgcaa acacatcacg aatatcatcg aacacacctg
  4885021 tataggttgc tggattagaa cgtggtgtac gaccgattgg cgattgatca atatcgataa
  4885081 ctttatctaa atgctcaaga cctttaattt ctttatgagt acctggcttc gctttcgctt
  4885141 tatataactt ttgcgctaac gatttatata gtacttcatt aatcatcgta cttttacctg
  4885201 atccagatac acccgttacc gctacaaacg taccaagcgg gaatgacatc ttcgcgttct
  4885261 ttaagttatt ctcttttgca ccgacaatct ccactttacg tccatcacct ttacgtcttt
  4885321 caagtggaac tggaataaac tctttaccgc ttaaatactt acctgttagt gaattctcat
  4885381 cttgcatcac ttcagctggt gtacccgctg atacaacttg tccaccgtga atacctgcgc
  4885441 caggcccgat atccagtaaa taatcagctg ccatcatcgt atcttcatca tgctcaacaa
  4885501 caattaacgt attacctaaa tcacgcattt cttgcaatgt acgaataaga cgatcgttat
  4885561 cgcgctgatg caaaccgata gaaggctcat caagaatgta aagcacccca gtaagacgcg
  4885621 aaccaatttg cgttgctaaa cgaatacgtt gcgcctcacc accagataaa gttcctgcgg
  4885681 cacgacttaa cgttaaataa tctaaaccaa cgtttactaa gaacccaacg cgctcttgaa
  4885741 tttctcttaa aattaaatgg gcaatttttt gttgtttctc tgttagctcc acatttgaga
  4885801 agaattcctg tacttcttga acagaatact tcgttacatc agcaatcgtt tttccgccaa
  4885861 cgaaaacagc taaactttca ggctttaagc gtccgccttt acacttcgga caagcttgtt
  4885921 ctgccatata cttttccatt tgctcacgaa tgtaatccga actcgtctca cgataacgac
  4885981 gttcaatatt tggaataaca ccttcaaata aaatctcatt ttcctttact tgaccaaatt
  4886041 catttacata gcggaaataa actttctctt caccgcttcc gtacaacact ttatcaaata
  4886101 aatctttcgg tatatctttt acaggcacat ccatatccac gccataatga ttacatacag
  4886161 attgtaaaag ctgtgggtaa tattgtgaac ttgtcggttc ccaaggcgca atcgcatgct
  4886221 catttaatga taaatcccag ttcggaataa caagttctaa atctacctct aactttgagc
  4886281 caagcccatc acaagaagga catgcaccga acggactatt gaatgagaac atacgcggct
  4886341 ctaattctcc aattgaaaaa ccacaatgcg gacaagcatg atgttcacta aatagaagct
  4886401 cctcttctcc cataacatcg attaacactc gtcccccgcc aagctttaat gcactttcaa
  4886461 gagaatcagc aagacggctt gcgattcctt cttttacaac aatacggtca attacaactt
  4886521 caatagaatg cttcttattt ttatctaacg caatatcttc agacacatcg agcatttcac
  4886581 catcaacacg tacacgaaca taaccttgct tcttaatatc ttcaagtact tttacatgtg
  4886641 cacctttacg cccagaaacg ataggagcta acacttgtaa tttcgtacgt tcagggtact
  4886701 caagtacacg gtctaccatt tgctctactg tttgcgatgt aatttcaatg ccatgattcg
  4886761 gacaaattgg cgtaccaatt cgcgcaaata ataaacgtaa gtaatcataa atctccgtta
  4886821 ccgttccaac agttgaacgc ggattacgac tcgtcgtttt ttgatcgatt gaaatcgctg
  4886881 gagataagcc ttcaatcgta tctacatccg gcttatccat ttgccctaaa aactggcgtg
  4886941 catacgcaga taacgattct acgtatctgc gctgcccttc tgcataaatc gtatcaaatg
  4887001 ctaatgagga tttccctgaa ccagacaatc ctgttacaac gacaagttga tttctcggaa
  4887061 tggttacatc aatatttttt aagttatgtg ctctagcacc ttttacaacg ataaaatcct
  4887121 tgctcttact cactcttttc acccttccgc ttttaattct aatagtaaat ctcttaattc
  4887181 agctgcacgc tcgaagtcta atgcttttgc tgcttctttc atttctgctt ccatcttcgc
  4887241 aattgtcttt tcacgctctt ttttcgtcat cttcttagct ggcgtcgctt catatgtttc
  4887301 cggctcttca gcagctgtcg ttgcacggat tacatcacgc acaccttttt gaatcgtttt
  4887361 cggcgtaata ccatgctctt cattgtaagc ttcttgtata ctacgacgac gcttcgtctc
  4887421 ttcaatcgca atccccatcg atctcgttat acgatctgcg tacataataa cgcgaccgtt
  4887481 ttcattacgt gctgcacggc caattgtttg aattaacgaa cgctctgaac gcaagaatcc
  4887541 ttccttatcg gcatctaaaa tagctacaag ggatacttct ggaatatcta atccttctcg
  4887601 caataagtta ataccaacga gaacatcaaa cttaccaagg cgaagatctc gtataatttc
  4887661 aatacgttct aacgttttca cttcagaatg cagataattc accttaattc ctacatcttt
  4887721 taagtagtct gttaaatcct ctgacatctt cttcgttaaa gttgtaatta atacacgttc
  4887781 attttttgca atgcgatctt gaatctctcc taatagatcg tcaatctgcc cttcaattgg
  4887841 tcgtatatca attggcggat ctaaaagccc tgttggacga ataatttgtt ctattacttc
  4887901 tggcgactgc tctaattcat acggtcctgg cgttgctgaa acgtaaataa cttgattcgt
  4887961 tttctcttca aactcatcaa atgtgagcgg tctattatct aaagctgatg gcagacggaa
  4888021 tccatgatcc acaagcactt gtttacgcgc ttggtccccg ttatacatcg ctcttacttg
  4888081 cggcactgat acgtgggact catccataac gattaagaaa tctttcggga aatagtctaa
  4888141 taacgtatac ggcgttgcac ccgctggacg aagtgttaaa tgacgggaat agttttcaat
  4888201 ccctgaacaa aagcccatct cgcgcatcat ttctaaatca taacgtgtac gctgttctat
  4888261 acgctgcgct tctaacaact taccgttatc atttaattcc tttaaacgct cttctaattc
  4888321 tttttcgata ttttcaatag cgaccttcat cttttcttca cgtgtaacga agtgagatgc
  4888381 tgggaagatt gctacatgat cacgttctgc taatacttct cccgttaaag catttacttc
  4888441 gcgaatacga tcaatttcat cgccaaaaaa ctcaattcga atgcaatgct cgtcaagtga
  4888501 tgccgggaag atttcaacta catctccgcg cacgcggaat gtaccacgct tgaaatcaat
  4888561 atcattacgt ccatactgca catcaacaag ttcacgaagc aattgattgc ggtccttttc
  4888621 cataccaact cgaagtgaaa caactaactc gcggtattct tctggagaac ctaaaccata
  4888681 tatacacgaa acactcgcaa caataattac atcatcccgt tcaaataatg cggacgttgc
  4888741 tgagtgacgc aatttatcga tttcatcatt aatctgcgcg tctttttcaa taaacgtatc
  4888801 tgtttgtggc acatacgctt ctggctgata ataatcgtaa taactaacaa aatattcaac
  4888861 tgcattattc gggaaaaagt ctttcaactc actatataac tgtcctgcta acgttttatt
  4888921 gtgagccatg acaagcgttg gcttttgcac ttctttaatg acatttgaaa tcgtaaatgt
  4888981 cttacccgtt cctgtcgccc caagcaacac ttgctttttc tttccactat taattccctc
  4889041 tacaagcttc tctatagcta ccggctgatc accttgcggg gaatacgctg agacaatttc
  4889101 aaattgacgt tccaagaaaa tccgacctgc tacaaaaaat atagacaaat gtatattctt
  4889161 agagtgttcc tgcttctacg tgtcctgcct tgccaaccac tcgctactac agtttgatct
  4889221 aacactccac aggcgtaaat tccgatgtag cccaccgtac atatatacaa tctatttacg
  4889281 ttagtattgt atattttttt gcttgtaaaa ggtttattga cgcgttcaaa tctctatcca
  4889341 ttacatttcc acagttacat gtatatactc ggtcggatag ctttaagtct actttctttt
  4889401 gaccacagta tgaacatagc tttgaagatg gatagaacct gtctacttga cgtaattcaa
  4889461 ttccatattc ctcacatttc gtcaataacc atgttttaaa tgtataaaag cactgcttag
  4889521 caactgcttt agatagatgt ttattcttca tcataccttt tacattcaaa tcttccactg
  4889581 taataaacgt tggcttggtt ttcaccacat catttacaac agattttaca tacgctaatc
  4889641 gaatatttgc tagcttggca tgtagttttt gcaccctaag aatattttta tctatattcg
  4889701 ctcttttgtt agtagcagat tgttcacctc tctttcttat attttcaaat ttgcgtgata
  4889761 aagagcgttg ttcacgtttc aaccgttttt ctatcttttt tacttgtatt gttttgttca
  4889821 tattttcata aacgatacca tcgctacgta tagcgaaatc ctttaccccc aaatcaatac
  4889881 ctagacctgt ttgattgagt attggcttca tttctgcttc tttccattcg caaagcacag
  4889941 atacaaaata tcttcctgct cttttaccta tcgtcccact ttttacaatc gtattttttg
  4890001 ggatataccc atattctttt aacctcatcc aaccaatcgt tggaactttt actctatgtc
  4890061 tttctactgt ccaatctgtt ttgttgtttt taggaaaata gcatttcaca tcttgattct
  4890121 tctttttctt ataacgtgga aatccagata aaccctgaaa gaatctttta aaagctttat
  4890181 ctccattcat aatggcctgt tttaccgctt tactagatac ctttttaatc cattgactac
  4890241 attcttttgt ataaacattg tttagccatt tagaaaaatc atatccacta aggaaccttc
  4890301 cctctgattc atacatctct ttgtttttgg agagatacag attgtaaacg tacctacaaa
  4890361 ccccaatcgt ttgattgatc ttggttattt gttcatgtgt cggttttatc tctataaaat
  4890421 atgctcttct catgtctctt tatccctcga cattttttgt attttctcaa tcatatatct
  4890481 tacaactaca tacacgaatg atagatagca aatcttgaac aatttcttct tgtagagatt
  4890541 gtttttcatt tatttttttg actttgataa gtagttaaaa catctggatt atcctatctt
  4890601 ttcaatagac atgtgaatca ttccccaaaa ctctttcaat atatgctctt tcataattac
  4890661 atttttatac atctgtctat catagtttgc ttttttgaat actgtttaat gttcctcata
  4890721 aaaatctgta ttattatttt accacgaatg cccataaaaa acctaaaaaa acgaacagat
  4890781 attcggtaaa gttttcgaca atatatacat agaaaaagga aggagtatat acttccttcc
  4890841 tctactaact ctatttttta ggtacatata atacgtcata tccattgggc ccaccttcat
  4890901 tcgtacaatc tattagccta taagtggttc ctgattcgcg ctcgtctttc acaatacttt
  4890961 tacaactatc tttatataac cctttattat caccgtcaaa ttggtctttt ctattatctg
  4891021 acgcataaag tatatcgttc ttactacgct ctaacgtttg aaaaatcggg tcaccttcat
  4891081 gcgtgtaatg tacaattctt attttatcaa ctttcacttg ctccacattc aaaacgaatt
  4891141 gctcgaattt atctagattg gaaattcctg ttccctttac aacgacatca ttcttcttat
  4891201 caattgtagt gttaggtggt gagcatgcta ccaaactaaa gagaaatatc catataaaac
  4891261 tggttctttt tcttattgtc atcctctcct ataaaaatta tttgtatacc agaaaagcta
  4891321 ctttcaacta tgaaagtagc ttttctttcc ctttctcctt cttcggaaaa agaacatatg
  4891381 aaaatgaaat agctgtatcc actaaaagta taatcgccca aacttggcta acgcgactcg
  4891441 ctgctttatt taaaacgatt cctgattcta accaattccc ccattgttcc aatggtacaa
  4891501 aaccgtacag aaagaaaaag aaaatatgca caacaacaaa caaactaagg tgcaatgccc
  4891561 aattttttat ttcctgcttc gcataggccg tacctgttaa ttctatctgt tcttccataa
  4891621 ttggcgctgg ttcattcctc cgtttcgcaa ctagcttttg cgcaaacata tcaagcttct
  4891681 tcaaatcctt tttcccgtag aagactgcat acaataaaat aattaccgta atgatttgaa
  4891741 agttagagaa ctttcctgtt tgataatagt ccactacccc taaggttaaa atgaatactt
  4891801 cgtttacgag tagtacaatc cccataataa aactcgcctt tttcaaacga aatccgtaac
  4891861 ggagtaaaaa gaaaccgata gccgataacc aaaatacaat ttctgcccca attaaaaaat
  4891921 accaacgata ttctgcgagc atactcattt atccctctcc ttttcatcat aaacacgaaa
  4891981 agcttcatcc atatatagta aaagttcttc ttcaatcgga tacaggctca ttttctgtga
  4892041 atcttccttc gattttctaa cttcccataa cttatctaaa aacgcttcat caccattagc
  4892101 catttctaaa catttctgca ttaatttctt cgttgcccct tgtacctcat cactagctac
  4892161 ttctttacca tctttcataa aagtacgaaa ttgctttaat aaatctaccc attctaaaac
  4892221 attcaggtct tccttactca tgtttggtaa attatgaagc aatttttgtt cttcctttga
  4892281 aaacacttca ttttgaaata tttcacgtat acgagaagac tgcttcgaaa gctgaatcag
  4892341 ttcaaacata actttccaat cgagttctcc ttccacatct accgaataaa caactgcttg
  4892401 taaaacactc tccattcgat taaatttctt ttgttcttcc tgtacaaacc gaagttgttt
  4892461 ttcaagcgaa ttttttaaat cgagctcacc ttttactaac atattcgcag tttcttttaa
  4892521 tgaaaatccc atttccttta aaaacaaaat ttgttgcaaa cgaataacgt cagcttcact
  4892581 atataaccga tgtccaccct ctgttttacc actcggcttc aataaatcta tttgatcata
  4892641 ataacgtaat gtacgtaccg taacccctgt ttctctcgtc aattgttgta ttgaaatcac
  4892701 taccatcacc tcttcccctt cattataaaa gatgacgtta cgtaactttc gagccttttg
  4892761 taaaaaaata caaaaagctg tttatactct ttgtataaac agcttttatg gaaataaccc
  4892821 cttgtgtaca gcacgcccac aaaataaaat aagtgctcca acaacaacgc tcgttgctgt
  4892881 tttatgataa tgagctaata gtaataaata atacgataaa cctacagtac caatcacaat
  4892941 acaaatgctt ggcactggat tacgagaaaa attttacatt ccccaaagaa gcgcaaatat
  4893001 gactgtagcg acacataaca ccggtaatcc catcccagtt cccctttttc tatctattcc
  4893061 ttgttgcgaa aatactcgtt gatgccatac ttattaataa accaaaaata acaatatata
  4893121 ataactcatt tacatgtact actggcctat ctaaatactt atttacgcaa agatacataa
  4893181 tgaacaaaaa aacgaagctt gtcatacaaa tcgtaaaata tgacttcatc ttattcacaa
  4893241 cacgctcatc aatcgacggc actccctctt ctttcaaacg cttctgttct ttatattctg
  4893301 aaactccata taaaataact agcgctacat tcgatatgaa aatagttccc cacgaaatac
  4893361 ttaacattat taaactcgca tttaaaataa gccccgctat aaataaactt cctataaacc
  4893421 ttataacatc ttgcttactc atacatgatc agcctctttt tgatttctat atttccattt
  4893481 cggccaatag ttcacaaaga aataaacaaa ctgccctagt acaaataaca caaacggcat
  4893541 accagcactt ccgtaaatga ttaaattgta caaactccac acagctaaac taatcgcgaa
  4893601 aaataaccct acatatttaa acgctttatc tgactgaaat ctctcaaact catcctgcat
  4893661 ttttctctcc ccttactcta gcgtaaatat ttcttccacc ttcactccaa aatatttggc
  4893721 gatttttaag gataactcta gactcgggtt gtaatgatgg ttttcaatcg ccacgattgt
  4893781 ctgccgcgtc acctgcatcg cctttgccat ttcaacttgc gttatatgat gttgctttct
  4893841 taattcttta attttatttt ttacacccat aggctccacc ttcaaaagta aagatatctt
  4893901 tacttaaatt ataaatattt tccagttgta agtaaagata tctttacaaa ttttagaaaa
  4893961 acatttcact gaacatcttt tctaacaaag tacagaggga attaaattta tatcagcgat
  4894021 ttcctaaata tatcagcgca actgaaatta tatcggcgat tccccaaata tatcagcgca
  4894081 actccattta tatcggcgat tttttcaata tatcgactta ccgacaaata ccgacatccg
  4894141 tagcactata aacataagaa agaagctgtc ccaaaatatc ttttggaaca gcttcttctt
  4894201 cctactacat aaatcctaac gcatatacaa gaacgtatcc aagaaccgat agacaaaccg
  4894261 agccgatcag ccccgccacg aatgctttgc ttcctaactt acggaacgtt ttaaactcta
  4894321 catttaaacc aagtcccgcc atcgccattg cgataagcat gtaagcaaga acaacgatgt
  4894381 agccagcaac aacttctgga ataatcccga gcgaatgcac tgcactcatt gctaaaaatc
  4894441 cgaagatgaa ccatggaatt ggaaggtcac gccacgatct tttttccttg ctaccttcac
  4894501 tcttcccaaa ccatactcca attaaaatcg ctaccggtac aagcattgtt acgcgcgtta
  4894561 atttcacgat aactgcgatg tctacagccg tgcttcctcc tggcgccgca gctgcgatga
  4894621 catgagcgat ttcatgcagc gtcgcacccg agaatacacc gtagccgtac ggagaaaagc
  4894681 caagcactgg atataataac gtataaataa gtgtaaatat cgtacctaaa atcgcaataa
  4894741 ttgcagctcc aactgccgtt tcatcgtcct tcgctttcac ttgcggtgca attgccacga
  4894801 ccgcggccgc cccgcaaatt gctgtcccac atgctgttaa aatcccaagt tttttctcta
  4894861 ctttaaacac tttcgttagc ccatatacaa cgaaaagcgt gaatgtaata acaaccgctg
  4894921 cgatgaccaa tactttcggc cctgccttcg caatatcaac aagatttaac cgcattccaa
  4894981 gtaagataat cccaaagcga agcaatttct tactcgcaaa gttcgtccct gcaatcgcat
  4895041 cgtgaggaac tccaattgcc gcacgccaaa ccatcccaat tagaatagca attactaatt
  4895101 gtcccataat atttaaaaat ggaagctccg ctaaatattt cgccacgatt gcgattaata
  4895161 gtgtaatccc aattccttgc gaaaatccaa aacgcttctt cttttgtata acaagtgttt
  4895221 gttccacttt gaaccactcc aataatcgta ttggaacatg catgttcttt ctacttacat
  4895281 tataagaaag tttctataat aagtttaata ccaataccaa atctctatca tcagaaatac
  4895341 ttatgataag atgatagaaa agaaaggagc cgattatatg aacgtagata ttttaaaaat
  4895401 ctttgttact gtcgttgagc agaaacattt ctcccgtgca gcagaattat taaacctttc
  4895461 acagcctggc gtaagtatgc atatacgcaa cttagaaaat gaatttggaa ctacacttat
  4895521 tcagcgctca ccgaagcacg ttcaagtgac cgaggccgga aacatcttat atatacatgc
  4895581 aaagcaaatg ctctctcttt acgaagatgc taagcaagaa attaacgagc tacataacgt
  4895641 tgtaacagga actcttcgca tcggtgctag ttttacaatt ggcgaatact tacttccgaa
  4895701 aatactagct gactacgcga atgaaaatcc acacgtcgaa gttcacacct tcatttcaaa
  4895761 tacagaagac gttttgcaaa gccttcgctc taatcaaatt gatatcggct tagtagaagg
  4895821 gcaagtcgta tacgctgacg ttgacgttga aacatttatg caagatgaaa tgaagctcgt
  4895881 cgttccacca aaccatccac tgctccgcac aaataaaata aatgaaagga cactccaaga
  4895941 tcaagtatgg gtattaagag aaagtggttc tggtacacgc gcttatagtg accgctttat
  4896001 tcatcaacac catttaaaaa tgaagcgatt ttttacattc agcagtatac aaagcgtgaa
  4896061 ggaagcggtt agtgctgggc ttggcatcgc tatcctttct gattggactg tacggaaaga
  4896121 gctacttgca aaagaactat tccacgtcga agttccaaat gaacaactca tccgaccatt
  4896181 ttccatcgtc cgcggcaaat atttcatccc atctaaagct attcaagtgt ttttaaatca
  4896241 tgtgaattct tttgcgaaaa aacagcattg accttcacat tagtgtgaag gtttacaatg
  4896301 catgtaaaag gagtgaaaca cattgcgaat tggagagtta tcaaaagaaa ctggcgttag
  4896361 tgagagatca ctaagacatt acgaagaaaa gggattactc ccttctaagc gcctcgcaaa
  4896421 cggctaccgt gattttgatg aaagtgccat caaaaaagtg gagcttattc aaatgtactt
  4896481 acaaatcggc ttaaatttag aagagacagc aaggatgctg cgctgccttg aaatagagcc
  4896541 acacctatat gacaatccgt gcagcatcct tacactttac gaagataaac tcaatgaagt
  4896601 aacaaagcaa atctcattgc tttccaacat tcaaacgaat ttgcaaaaac acgtttcact
  4896661 cctaaaacaa gcaaaagaaa aggaatgata acatgtttgt tatacatggc agttcaagac
  4896721 aaaacggaaa tacagaagct ttaacacata tgatgataga gggcattgaa acagaacaaa
  4896781 tttacttgcg agaccataca atccatccta ttacagacca acgtcataat gcagaaggat
  4896841 tccaacctgt agatgatgac tacgagcagt taatgaaacg catgttagag cacgacacaa
  4896901 ttatctttgc tacaccgcta tactggtacg gaatgagcgg acatatgaaa aacttctttg
  4896961 atcgctggtc acaaagctta cgcgatacat cacttcattt caaagagaaa atgaaaggta
  4897021 aaaaaatgta tgttgtcatc gttggcggag ataacccaaa gctaaaagca ttaccgctta
  4897081 ttgctcagtt ccaatatatc tttgatttta ttggttcatc gtttgagggt tatattattg
  4897141 gagatgcgaa tgggttagat gaaattcaaa atgatgctga ggcgctggcg aaggcacaaa
  4897201 tttataataa agaattcaaa aatcacaagc agaaataatt ttgacaaact cgtttgtatg
  4897261 cgcatacaat aaaggtaata ttatgaaagg aaggtacttt gaccaatgaa tttctaattc
  4897321 tcttatttat ttcatccatc acaaatagtg aacaaaaatg atgaaaacta gcaggggatt
  4897381 agtctgtcca tttgtcgata ctttctttcg aaacgatcat gtaaaaaaat cgtttattta
  4897441 tgtacgattt ttacatgcaa gggcgacgtt tatcctctct agtgaaacta gggaggtttt
  4897501 tttatgacta ttttattcgc acgtaatatt gagaagggct ttggtgatcg cacactattt
  4897561 acgttaccgt cactggaaat tcaagcacag gatcgcatag gaattgtcgg cgtcaacggg
  4897621 gctggtaaat ctacgttact acaaatatta agtaaagaaa tagaagctga caaaggcata
  4897681 gtaactcacc atagctctat cagcatcatt cctcaaatta gcgaggaatt acccaaagtc
  4897741 gcttcttcta cagcaaaagg aaaatggaat atttcaaaca tctcaaattc aatgagcggc
  4897801 ggggaacgaa tgcgtctaaa gattgcccat gctctcgaac aagatgcagg cattctattc
  4897861 gctgatgaac caacaagcca cttagatatg ttcggtacag agcaattaga aaaggcactt
  4897921 ttatcttata aaggtgcact tgttttaata tcacatgatc gtgaatttct agataatata
  4897981 tgtacaaaaa tcattgaaat tgaagacggg ataattcaag aatataaagg aaactattcc
  4898041 aactatcgaa agcaaaaaga acgtgaacga acacaaaaac aagcagaata cgagcagtat
  4898101 ataaacgaaa aagagcgttt agagaagtcc attttacaaa aaaagcaacg tgcttctagc
  4898161 atgacaaaaa tcccaacacg gttcagttca tctgaatcta aactttataa attaagtggg
  4898221 gctaatggcc aagaacaggt tagtaaagca gcaaaagcat tagagacacg tcttgaaaaa
  4898281 ctagaaaaga aagaaaagcc aaaggagctt tctcaagcac agtttgacgt acaataccat
  4898341 acacccattc atagtaaagt ggcagtacag ttcaataaag caacaaagaa aataggtgac
  4898401 ctcacactat ttaaaaatat gaatggaacg attgctcctg gtgcaaagct tgctatttta
  4898461 ggggcaaacg gaagtggaaa aacgaccctg tttaacatgc ttctcgcaaa tgagcgtggc
  4898521 attcagcttt caaaaagttg taagattggg tactttgaac aaacactatc cattttaaaa
  4898581 acagataaaa ccattttaga aaatgttcta gaagaaacaa actatacaga gtcgttcgtt
  4898641 cgcacaatac ttgcaaggct tctattccgc cgtgaagatg ttcataaacc tgtgcacgtt
  4898701 ctaagcggag gtgagcgaat gaaggttgca ctcgcaaaag tatttttagg aaactataat
  4898761 atgcttctgc tcgatgaacc gacaaactat ttagacttag cgacgcaaga agaattagaa
  4898821 agcatgctac aagaatatcc tggcactata cttttcatta gccatgaccg tgccttcatt
  4898881 cgttctgttg cagaccatat tctacaagta gatgaaagtg aaccaagagt attccacggt
  4898941 aattacgagc aatacacaaa cagaacagcc gatgcttctg taaacgttac tgcacaagaa
  4899001 ttattacgat tacaaacaaa attaacagaa atcatcggcc gaatttccat accaaatcat
  4899061 cacgatgata tcacatctct cgaacaagaa tacgaaacat tattagttaa aatccggaaa
  4899121 tgtaaagaag cactctaatg tcttccctat atatcgacgg gaccttccgc atttcccaag
  4899181 aaatattgaa tcttcgacat agcatacaaa aagccgtgca gttcatcagc acggcctttt
  4899241 actttatata cggacagcag tcccgctcac agcaaccatt agcatccctt cgcgaactac
  4899301 ttcgtaatcc acatcgatac caacgatggc attcgcattt tttgtcttgc gagagttttc
  4899361 atctcttcca ttgcgatgtc acgtgcttct ttcaatttgc tctcgtaagc gcctgagcga
  4899421 ccaccgacaa cgtcacggac agaagcaaaa aggtcacgaa cgatattcgc ccccataatc
  4899481 gcttctccat tcacgatatc gacataatca ataatttctt tcccttgaat tgtagaaatt
  4899541 gttgttacaa tcatactgta tagcctccat ataagatttc cacttactta tggtgcgcta
  4899601 attcggcaaa aattatattt acgaactaaa ctgcgcttcg tataacctgc tgtatcctcc
  4899661 gccttgctca attaattcat catgtgaacc ttgttctgca atcccatctt tatttacaac
  4899721 gacgatgcga tctgcatttt taatcgttgc aagtctatga gcgataacta atgttgtacg
  4899781 accgacagat agttcagcaa gtgatttttg aatcgctagt tccgtctctg tatctagcgc
  4899841 agaagttgct tcatctaata ttaaaattgg cggatttttc aagaacatac gagcaatcgc
  4899901 taaacgttgc ttctgtccgc ctgaaagttt cacgccgcgc tcaccgataa cagtatctaa
  4899961 accgtctggt tgtgagtaaa ttaaatcttc taattgagct ctctttaccg cctgccaaat
  4900021 ttcagcctct gatgctttta aatttccgta agcaatattt tcacgaatcg ttcctgagaa
  4900081 taagaacaca tcttgctgca caattccgat ttgcttacga agtgaagata acgtcatatc
  4900141 tttcgtatca ataccatcaa tttgaatcga tccagatgat tgctcataaa aacgtggtaa
  4900201 taggctacat aacgtcgttt tcccagctcc agatggtcca acgaacgcaa ccgtttcacc
  4900261 tgcgtggatt ttcaaactaa tatcatttaa aatccgttct ttattttcat aaccgaacgt
  4900321 aatgttgtta tattgaatat caccgtgtac atgcttcact tccattgcat ctttagagtc
  4900381 tacaatgtca ggctctgttt caagaagctc tacatacctt ttaaaaccgg cgatcccttt
  4900441 cggatagctt tcaattaccg cattaatttt ttcaattggg cggaagaaaa tattcgttaa
  4900501 tagaacgaat ccgataaatc caccgtatgt taattcacct tgcagaacaa accatgtacc
  4900561 gcatattaag acaaagagcg ttacgagacg cataagcata taactaatcg atgaatttaa
  4900621 tgccataatt ttatatgcca ttaatttcgt tgtacggaaa cgagcgttgt tcacagcaaa
  4900681 ttgctctttc tcaaactttt catttccgaa tgcttgtaca acgcgaatgc caccaacgtt
  4900741 gttctcaata catgcattga aatcagcaac gtctgagaat aaacgtctaa atgtacctgt
  4900801 cattttttta ttgaagtaaa gtgctaacca taataagaat ggaatgacaa agaacgttaa
  4900861 tagcgctaac ttccagttga tcatcatcat aaatgagaac gccccaacta aagtcataac
  4900921 agcgataaat aaatcctctg gcccgtggtg agcaatttcc ccaatttcca ttaaatcgtt
  4900981 tgtaagacgc gaaattagat gaccggtttt attattgtca aaaaatctga atgatagctt
  4901041 ttgaatatga tcaaataatt tctgcctcat atctgtttca atgttaacac caagcatatg
  4901101 tccccaatat gtaacaacgt attgcaaacc tgcatttaac atataaactg caagtaaccc
  4901161 gaaacaagcc cataaaataa gcgtccagtt ttgccctggc aataacttat caataaattg
  4901221 atttacgata agcgggaagc caagctctag taatcctgcg acaactgcgc aagaaaagtc
  4901281 gagtataaat aaacctttgt acggtttata gtaagaaaaa aatttacgta gcatatcttc
  4901341 cctccatttt ccaaaattaa aaagactccc taaatgataa ccattatcaa ataattattc
  4901401 aagttatccg tctataaaac tgaaaataag gtttgcgata gttgtcgttt tttgccggaa
  4901461 agtcgatata ttccaataat cgccgatata atttcagttg cgctgatata ttttcaaaat
  4901521 cgccgatata tttcaagttg cgctgatatg ttcggaaaat cgccgatata aatttcattt
  4901581 actaactacc ttcctccgcc cccaacaaaa aagggcgtca cctcaaggtg acaccctcac
  4901641 ttctattaca tcgcttccga atcccactca tgctcctgct gaacaaatac aatacctagt
  4901701 tcatgatgtc ctccggcgta taatgccgtt tgagcaaggc gaagctcacc atttgtatct
  4901761 aatacttcta atttacaaaa tgctcctgtc gtcttcgttt gaagcgcatc ataaaattcc
  4901821 tcagcgcttc ttggaatgac tccatttact ttcgtaatca tttctccggg tagtaaattc
  4901881 agctctgccc caattgtatt cgggattgta tctaatacaa cgagtccatc attacgtgca
  4901941 gcgaaatacg ctggtcttgt ctcatcagaa attttctctt gcatggaaat cgtgaatcgt
  4902001 ccaagcatcg caacacccat tgcgataatt gcaagcacgt gccaccaata acttgcgatt
  4902061 cctaaaacga gtacaagtcc tgctaatccg tacacacgtc ttcctgtaaa taataaagct
  4902121 tccgtcggct cataacttct aatccttctc ataaatccaa ttaaaaatgg aacgaggaat
  4902181 agggaatatg tatcagaacc gattgaaacg acaggccacc atgaaataaa ctgcgttact
  4902241 gcgtcacctg gtacgagaat aaaaatagga atgatccata aacgctttga ttcgtgtaaa
  4902301 ccaatcttta gtccacgctt acccttccta atcttcggcg tcgaatatcc tactgcattt
  4902361 ttagaaatca acaagccctc tacaacgagc ataatgccta gcaaaatagc aagggacaca
  4902421 attgtattct cttcaccttc cccaagctgt aagaaggaaa ctggtagctt agaagataat
  4902481 agaacacata caatcgcgat actaaacgta taagctgctg ataaatatcg gtacatagca
  4902541 gttaatccaa atagtaatgt ccaaagtaaa atggcccata agctcgcttt agaaacgaca
  4902601 agtccgagcc caatcgtaat aatagatact actaatccat acccaatccc cgcaaataaa
  4902661 gctgttcgca gttcaaacca aatatcataa actttaaaag aaaaatcttt tcgttctcgt
  4902721 aacatacgta agtatccaac gaagatacta cttattaaaa atacatagac agcagggtgt
  4902781 aagaaaaaac gtccaactgc ccgcattatt tcaaaaatcc atgcctccac gaacccattc
  4902841 accaccattt atatcattct ttctttttat attatcataa ctggacaagc gtttgtttaa
  4902901 cacaaaaaaa tacaggcagc aaactgcctg tatttctttt tatttcgcca ttaattttaa
  4902961 tgctgactgt aattggagat cattttctcc agaacggatt ttttcaataa ttttcgtttg
  4903021 aatcgcctca gctgtctttt tatctagctg ccctgtcgct tccatcttat tcgcattttg
  4903081 gaatgctttc agtgctgatt ctgtctcttt actaaagtat ccatcttcac gtcctggtac
  4903141 atatcctaaa ctcttaagca tttcttgtgc gtgttttact tgtacatcat ttgcattgta
  4903201 tgaaagtgtc ttttcaattt gaattggtgt cgcatgataa taatctggtt gtttcacttc
  4903261 tacagttggc ttgattcctt ttttatgaat ccagtttcca tccggtgtta accatttgaa
  4903321 catcgttaat ttgatattgc tgccatcttt aaatggaaca gcttgctgaa cagtaccttt
  4903381 accaaacgtt ttttcaccaa ttaaatcgta tccttctccc tcttttagcg cacccgctaa
  4903441 aatctctgaa gcagaagcac ttccgttatc aattaatact gaaattggat atggctttct
  4903501 ctctttcagt tccgtagaga atttcttctt ctcaccattt ctttgctcta cttgtagcat
  4903561 cggcttttta tccgtcataa tttcccctag tatctcttct acactattta agtagccacc
  4903621 aggattaccg cgcacgtcaa taactagccc ttttatgttt ttcttctcta actcttttaa
  4903681 ctgatcctta aattctttcg ctgtattttc agcaaaagaa gtgatttgca tataaccgat
  4903741 atcttttcca ctctcttgtt tcacagagct aaacactgtg aagattggaa ttttttcacg
  4903801 cttaatttta aatacaatcg gatcagctac tcctgcacgc ttaatttcaa tcgcaacagt
  4903861 cgttcctttt ttaccacgaa tctttaatac tgcttcttca cgtgataaat ctttcacact
  4903921 atttccatct acagataaaa tttggtcatt cggtttaatt ccaatctttt ctgccggtga
  4903981 gcctttaatt ggagatacga taataagctt accgtccgtt ttgttcacct cagccccgat
  4904041 cccttctaac tcaggatcaa gcgattcact aaactgttta gccgtttctt tatccatata
  4904101 cgtggaataa gggtccttca gcgtagacaa catgccttgt attgcacctt cgactaattt
  4904161 ttcatctttc acgtcttcca cataacgtga atcaattagt gcatacgcct cattaatttt
  4904221 tgccaaattc ccttgcgcag tgctagcgtt tccactcgaa attgtttgcg ttacttctgc
  4904281 tggattaacc ccaaataaag acatacctgc aaacattccg ccagcaccaa ttaaaaatgc
  4904341 aacaaccatt ccaataattg caactctacg tttcaatgcg gaattcccct ttccaaaaca
  4904401 cacaggtggt gtagcaaaag gcatcacaca gcgtgtgatg cctttaccta tttctactat
  4904461 atgataagct tgtacgaatt atgtttgcaa ctttttatac ttttaagaaa cgacgaattg
  4904521 acattacgct tccccacata ccgattaaag ccccaattaa tactagtaaa ccagctaatt
  4904581 ggaatacgaa cggactatat ggtagaagtt cgaaaattgt tccgccaagt ttttcgttaa
  4904641 acataccttg tagtgaatta tacgtaacaa gaattaagcc aattggaata attgatccta
  4904701 atactcctag gaataatccc tctaacaaga acggccaacg aataaaccag tttgttgcac
  4904761 ctacaagttt cataatttcg atttctgtac tacgagcata aattgtaatt ttaattgtgt
  4904821 tagagattaa gaacatcgct gtgaataaaa gaccagcaat taacacaata ccaatgttac
  4904881 gaccagtttt tacagtatca aataatcgtt caacttgccc ttttccgtac tgaacattac
  4904941 ttacaaactg cattttttca atctttttcg caattgttgc tgtatctgtt ggttctttcg
  4905001 cttttacaac gaacacgttt ttcagtgggt tatcttgttc aaataactca aacgtctttc
  4905061 cgctatcgcc taagctttta attaaacgtt ttaactcttc ttctttagaa gaatatttaa
  4905121 tagattctac ttttgcaatc ttactcatat catcttctaa tttcttttga tcagcttctt
  4905181 ttgctgctgg atcaatgtgt acacgaatct caacatcttg ctctactttc gtcgcaaaat
  4905241 ggttcatatt cataatcgct gttaaaaaga cacctacaag taatagtgta actgttactg
  4905301 cactaacaga agcaaacgtc atccatccgt tacgggatag atttttcaca ccttctcgca
  4905361 aatgtcgact aagggtctta gccttcatat ccgtatcctc cctcaatctc atctcgaaca
  4905421 atttttccgc cttcaatcgc gattacacga tgacggattg tatttacgat atctgcgtta
  4905481 tgtgtcgcca taacgattgt tgtgccacgc tcattaatac gcgtgaaaat cttcataata
  4905541 tcaagagctg tttcaatatc taagttacct gttggctcat cggcaattac gactttcggc
  4905601 ttgtttacaa ttgctctcgc aatcgcaaca cgttgctgct ccccgcccga aagttcactt
  4905661 ggaagtgcgt ctgcacgatc ttcaagacct acaagaccta aaacttctgt tacacgctca
  4905721 cgaattgcat caggctcttc ttcaattact tctaaggcaa acgcaacatt ctcatatact
  4905781 gttaacttag gtaacaattt aaaatcttgg aaaattacgc ctaattgacg acggaaatat
  4905841 ggaacatctc tttctgctaa tgtttcaata acaagtccat ttacattaat tgatcctgta
  4905901 gatggcttct cttcacgata catcatttta ataaatgtag atttcccggc tccactcggt
  4905961 ccaactacgt atacaaactc accttgttta atgttaactg taagaccagc aatggctttc
  4906021 ataccattcg ggtactcctt ataaacattc gtcattttta tcattattta tcacccaata
  4906081 cttaatgatt tttttcgaaa tacttttctg tacatttgaa aataaaagat gaacttttat
  4906141 tttcgtttaa accactcttg ttgaaggtag cctacttatg ctctttttat aagcaatact
  4906201 actatgtaat atatttcagc aaaattctac aaacctcatt gtaacatcaa acggtttcca
  4906261 attcggatac atttttgtta cagttatgtt acattccaaa aaaagggaaa cgagttgact
  4906321 atatgaatca actcgtccat tttatgcctt ttatttatgt tcagctaacc actcagctac
  4906381 ttttttcgca tcctcacctt ggatgattcc tggtgacata gaaccgcgac ctttttcaat
  4906441 aatcttttca atgtctgccg catcatattt ctgtcctact tttcgtaaat ccggtccagt
  4906501 tgctccggat aaatctttcg catgacaccc tatacaactt ttttgataaa tttgctctgc
  4906561 gctatctgtg cttgcagatt gttttgaagg cttactctct tctttatttc cacatgctcc
  4906621 taaagcaaaa acgactgatg ttcctagcgc aatagccaac aatttctttt tcacttctat
  4906681 cgctccccat tgttgatatt cttttcattc ctaacacact cattttcatt ataagcatta
  4906741 tctttatata gaaaaactaa ggtatatttc atattcttca aaaatacagt gagaacccta
  4906801 ataatataaa gcttttataa gttgtttcaa ttctgtgaac aacgtaaaaa cttctataaa
  4906861 gaatcctttt tgaacgggaa attagaaaat ttctgtataa agtgtcactc tattgtcact
  4906921 ctgttttact attttctact ttttacaaaa caatatacaa cattgtatgc tacatataat
  4906981 cccatcaaaa agagaagttg tcgtttccaa cttctcttcc tctttacttc atctatagaa
  4907041 ataaaatcaa actctgtata tcctctattg tcctcaacat gcgccaacaa ttttgttggc
  4907101 ctttttctca ttagatgcga gaacgtaagt aagcatcaat gaatgggtca atttctccat
  4907161 ccataactgc ttgcacgtta ccgacctctg tatttgtacg gtggtctttc acaagagaat
  4907221 acgggtggaa tacgtaagaa cggatttgac taccccatcc aatttccttt tgttctccgc
  4907281 gaatttcatc taactccgct tgttgctctt ctaatttctt ttgatataat ttcgctttta
  4907341 acatcttcat cgcatgctca cggtttttaa tttgagaacg ctctgactga cacgttacaa
  4907401 ccgtatttgt cggcgtatgc gtaatacgaa ctgctgaatc tgtcgtatta acgtgctgtc
  4907461 caccagctcc acttgcacga tacgtatcaa ttttcaagtc ttctgtacgc acttcaattt
  4907521 caacttcatc attgaactca ggtacaactt cacaagatac gaacgatgta tggcgacggc
  4907581 ctgaagaatc gaatggagaa atacgtacaa gacgatgtac acctttctct gcctttaagt
  4907641 aaccgtaagc gttatgacct ttaattaata acgtaacact cttaatacca gcttcatcac
  4907701 ctggtaagta gtcaactgtt tctactttaa atccacgttt ttcagcccaa cgtgtgtaca
  4907761 tacgtagtaa catagagccc cagtcttgtg actctgttcc accagcacct gggtgtaatt
  4907821 ctaaaatcgc tttattttta tcataaggat cgctaagtag taactgaagt tcatactcat
  4907881 tcatttcttg aattaaacct tttacttctg attcaagctc ctcatgtaaa tcttcatcat
  4907941 actcttcttt taaaagctca tgcgtaattt ctagattctc gaacgtctca tctagctgac
  4908001 ggaactttcc aaccatatct ttcagtgcat tcgcttcatt aattacagct tgtgcgcctt
  4908061 gttggtcatc ccaaaatcct gcgcccatca ttttctcttc taattctgca atttgtttct
  4908121 ccttagtagg gaggtcaaag agacccccta aaagccgcta atctcttagc cattttctct
  4908181 aattcctgtc taatttctac taattccatt tccttcacct ctatgtaatt gctgttactt
  4908241 tcgtatgaaa acaagggaaa ctctctccac ttatgacgga gagagtttaa tccttcttaa
  4908301 ttatacattt ttgatgtaaa agtttgcaaa gtagccaaag ctagcgccct gtattacttc
  4908361 ccgataccac agcagttttt atatttttta ccgctaccac atttacataa atcgttgcgg
  4908421 ccgacttggt caccttttac aactggtttt ttcttcgctt cttcgccatc actagatggg
  4908481 tgaacagctt caccttgaac aacttcttga cgctctaagt tttgttcaat ttcagctttc
  4908541 ataatgtaac gagaaatttc ctcttcaata gaagcaatca ttgactcgaa cattgcgaat
  4908601 ccttccattt gatactcacg aagtggatca atttgaccgt aagcacgtaa atgaatacct
  4908661 tcacgaaggt gatccatcgc atcgatatgc tctgtccatt tcgtatctac aacacggaat
  4908721 acaacaactt tttcgaactc acgcatttgc tcttctggca taagcttttc tttgtcattg
  4908781 taacgctcta ttaatttcgc gataattggt tcgctcattt cctctggagc aaggcgacgt
  4908841 aattcttctt ctttcacatc tccttcttgc agaaggtttg tatttaagta gtcaacaaga
  4908901 cctttaatgt tccaatcttc ttcaatttcc tcttgtgtat gaagcgcaac cgcacgctct
  4908961 actgtagatt tcatcatacc ttcaataata ccgcgtaagt tctcagactc cattacctct
  4909021 tgacgctgtt tgtaaataac ttcacgttgc tgacgaagta catcatcata ttgtagtaac
  4909081 tgcttacgtg catcatagtt atttccttct acacgttttt gcgcagattc tactgcacga
  4909141 gaaaccattt tactttcgat tggctgagaa tcatccatac caaggcgatc catcattgct
  4909201 ttcatattat cagaaccgaa gcggcgcatt agttcatctt ccattgataa gtagaactgc
  4909261 gtaacacctg ggtccccttg acgaccagca cgaccacgta actgattatc aatacgacga
  4909321 ctttcgtgac gctctgtacc gataactgct aaaccaatgt ttttaatatc gtctccaagc
  4909381 ttaatatcag taccacgccc tgccatattc gtcgcgatcg ttacagcacc tttcatacca
  4909441 gcttctgcaa tgatatccgc ttcacgcgca tggtttttcg catttaagat gttatgacgt
  4909501 acgcctttac gcgttaacat ttttgaaata agctctgacg tttcaatcgc cactgtaccg
  4909561 acaagaacag gttgcccttg tttatgacga tttacaatat cctcaacaac agcattaaat
  4909621 ttacctttca ttgatttgaa gattaaatcc gcacggtcat cacgaataat cggtttgttc
  4909681 gttggaatta caataacgtt catattgtaa atgttacgga attcctcttc ctctgttttc
  4909741 gctgtaccag tcataccaga taacttttcg tacatacgga agtagttctg gaacgtaatt
  4909801 gtcgcaagcg tcatactttc attttgaatt tctacgcctt cttttgcctc gatagcttgg
  4909861 tgtaaacctt cactataacg acgacctttc ataagacgac cagtaaattg gtctacaatt
  4909921 acgatttcgc cttcttgtac aacataatct gtatcacggt gcattacaac gtgcgcacga
  4909981 agtgcttgat taatatggtg aagaagtgct acatgtttta aatcaaataa gttttcaata
  4910041 tggaaagctt tctccgcttt cgtaatacca tcttctgtta acattacatt tttcgtcttc
  4910101 acatcaaatg aataatcttt ttcattttct aacgtacgaa cgaatgcatt tgcaaacatg
  4910161 tacagctctg ttgatttttg agcttgtcca gaaataataa gtggcgtacg cgcttcatcg
  4910221 actaagatag aatcgacttc atcgataata gcaaagtgaa gcgggcgttg aacgcactgc
  4910281 tctttatata aaaccatgtt gtcacgtaag taatcgaatc caagctcatt atttgtgcta
  4910341 tacgtaatat cagcagcata agcctcttgt ttctcttcgc gtgacatact gtttaaatta
  4910401 attcctactg ttaagcctag gaactcatga agttgtccca tttcgttcgc atcacgttgc
  4910461 gctaagtatt cattgactgt aacgacgtga acaccttttc ctgttaaagc atttaaatat
  4910521 acaggtaatg tagatgttaa cgttttacct tcacccgttt tcatctcaga gatattccct
  4910581 tcatgtaagg caataccacc cattaactgt acgccatacg gacgcattcc aagaacacga
  4910641 gtcgcagctt cacgaacaac cgcaaaagct tcaggtagta gatcatctac tgtttcacct
  4910701 tttgttagac gttctttaaa ttcaagcgtc ttccctttta attgttcatc agttagtggc
  4910761 ttaatagatg actctaatgc atcaatttgc tcaactgttt tctgcatacg tttaatttgg
  4910821 cgttgattta catcaaacac cttttttaaa ataccgatca taggaaatac gctcctcttt
  4910881 ttattaaaat aaaacttccg attgtttttt ctttttctct attacaatca gtcgttataa
  4910941 aaatcaaatg tatgttatgc caatttttct cctaattaaa aaaactaaaa tgtatatacc
  4911001 taatgataat tgtaacactt gtcttataac tatgacaaca atcggccgaa tgtcacgttc
  4911061 taaattaaga aaactttttt aaaaaaatct attttcagca aaaaaagcgc agccatttcg
  4911121 gctgcgcttt tgaattatta tttagtttcg attaaaccat atttcccatc tttacggcca
  4911181 tatacaacat tagtttcatt tgtatcagca tttgtgaaga cgaagaaatt atgtcctagc
  4911241 atatccattt gtaggattgc ttcctcaacg tccatcggtt ttaaatcgaa tcgttttgta
  4911301 cgtacaagct ctaattcatc ctcttctacc gcatccagaa cagctactgc ttctggaagg
  4911361 ataaagttcg ttttcataga acctttctca cgtaacttac gatttacttt tgttttatgt
  4911421 ttacgaattt gtcgctctag tttatcaact actaaatcga tagcagcgta catatcgcta
  4911481 ttagtttctt ctgcacgaag taataaatca gtaaatggaa ttgttacctc gacacgttgc
  4911541 ttgtcagagt atacttttaa attaacttta atctctggga atgtatcaaa ataacgctct
  4911601 aacttactta gttttttctc tacatattcc tttaatgctg gagttacttc aatattttca
  4911661 ccacgaatgt tgaatttcat agatgaattc ctcctttcaa gcctatgtac tataatttcg
  4911721 acactggctt aaaaactcct tctaactttt ttaaaaaaat tagtggaatt gcgatttttt
  4911781 tatcgttttt tgttgaaatg aaaagatgca tcgtttctat ctttatttta tcctattaac
  4911841 atcgtgaata acgaatataa ctgtggataa ttcgttacag aaaagaaaca actttttgac
  4911901 aactcatttt ataacaaaaa ccccttgcaa aaaaacaaga ggttctacta catatatata
  4911961 acgttgccac aaacgcagct ttctcttccc aaaaacaata tacctacagt tttacaacat
  4912021 tagctgcttg tggtccacgt gctccatcta caatatcaaa ctcaacttgt tgcccttctt
  4912081 ctaatgactt atatccatct tgttgaatag cagaaaaatg aacaaacaca tcatcaccat
  4912141 cttcacgctc aataaaccca aatccctttt ctgcattaaa ccatttcact cttccttgca
  4912201 tgttcattcc attcccttca ctctaaaaat catggcattc gccccataat ttgactataa
  4912261 cgaatgacaa catacgaagt caaagaagac ttatcgcctt tttattatca ctttcgacag
  4912321 ttacagatca acttctacag agcgtcaaac tagaaacttc ccttgctcct ctatcataca
  4912381 aaagacttcc aatttgtctc actgtaattc ctgtcgtata tacatcgtca acaagtaaaa
  4912441 tgcgttgacc atgaaacatc tcttctcttt gaaaataaaa aggattactt cccgaaagtc
  4912501 tttctttacg tgacttctta ctttgctttt ctgtttccct tcttcttaat gatagataag
  4912561 aaatttcgac aggcaaacaa gctgctaata actctgcttg attaaaacca cgttcatatt
  4912621 cccgttccct actaagcgga acaggaataa cagttgaaac gttcgtaaaa tacttttgaa
  4912681 atagctcccg aaaagatcga taaaaaatac gaactaattc cgcatcacct cgaaacttaa
  4912741 actgtgctaa tactgctttc atctcatcat cgtatacata taaagaacga ttttttaaag
  4912801 gtcgatactt ctcttccttc atccaccgta tacaatccat acaaatatca tcctttttaa
  4912861 atacagtaga gagaagttct aaaggtcgcc cgcactccat gcaaatctct cctataatat
  4912921 aggaaagttt ccgctcacat ctatcacata catatttttt atgagacttt acaaagaaag
  4912981 tgtaccaact aactgtttcc aacatatatt catcacaaag taaacaatgc attaatcaat
  4913041 taatccttgt tctttcgcac ttttgttcat actttgaata tgtcttttcg cacgtaccat
  4913101 cgactctgtc ttaccgtaat gaaaataaac aacctcacca tacggttctt caaaactacg
  4913161 acctgctcgg cctgcaattt gtacgagcgc actttctgaa aatatttctt cttcagcccc
  4913221 taacacagcc acttgtaagt tcttcacaat tacccctctt tctaaaattg tcgttgtaac
  4913281 taataacgga atgtctccct ttctaaacgc ttccactttt tcttttctca tcggatcttc
  4913341 tgcatgtacg ccatcgattc tatgatccaa ccctttcaat aacaggccta tttcttctat
  4913401 atatcgcaca tgaggaacaa ataaaaaaat agggtatttt ttgtttacgt acatttttaa
  4913461 ccattgtagt aacacacgag gaattttttt atgatggagg cttttcttcc aatttccgca
  4913521 ccaactaaat agaggaactg gtaacggatg acgatggtat cgtccagaga caatgatacc
  4913581 tttttgtttc cccgttctga aattgcgctt ccacttttca tcaggggttg ccgttaaata
  4913641 aatacgcgct gctttctctt tcatcgcttg ctgcactgca tactgtaaca tttgatccac
  4913701 atgatacggg aaggcatcaa tctcatctac aatcattaca tgaaacgctc tataataacg
  4913761 taacaattga tgcgtcgttg caacgactaa cgctgcatct ttttcacgat ctacactccc
  4913821 tccgtataaa gcagctacat ttatacttgg aaacacttct tgtaatctcg gtactaattc
  4913881 cagtacaacg tccgtccttg gcgttgcgat acacactctt tctccttttt gaagtgcctc
  4913941 ttctataccg taaaataaca tttctgtttt tccagccccg cacacagccc aaataaaaaa
  4914001 agattctttt tgcttaatag cttctataac accttgcgcc gccagctcct gaccaagaga
  4914061 caaactccct ttccactgta acgaatgtaa ttccctttct ccttttcttt catgaatccc
  4914121 gcgaacaagt acagcacatt cactaactct ccccatcgtt atacacttcc ggcaatacgt
  4914181 acatacttta ctgcaccttt tacataaaaa tgatgcaaat agccgctgct ctatattccc
  4914241 gcagcgctga catatatatt tagaagcctt ctttattacg ccttgtacac atatgacctc
  4914301 tccctccttt ttcaaatcac ttaattctct ccgtaaatct gaagggagtt cttctaatag
  4914361 taactgcttt ccagcgagca tcagcaacca cccccagcat tactataaac ctttcttata
  4914421 atctcgtaaa aactcaaaaa agccgataac ctacttataa aatagtaagc tatcgacttt
  4914481 atacacatgt tttattcgat tataaatcct agaatctacc gtatcctaag aaatgttttt
  4914541 ggttgtagct actgcttaag ctagagtaag caataccttt atcaccagca tgaatcattt
  4914601 ggccattacc aacataaata ccgatgtgag atggaccatt tttataagta ttttggaaga
  4914661 atactaagtc ccctggctgt gggctactta cttttgaaac tgaatgccag taaccattaa
  4914721 cgtcttgacg acctacaccg aatacgtaag aaataaatcc actacagtca aaaccaccgt
  4914781 ttgatggaga tgcacttccc caaacatatg gtaaacctaa gtattgttgt gctttaccaa
  4914841 ttacgccagg agccggagct ggacctggtg tcggttctgg ttttttatct tcttttttag
  4914901 gtgcttcttt tttaggctct tcctttttag gctcttcttt ttgagcttgt ccaccgttgt
  4914961 ttgctggcgc tgctggctga gcaggtgccg cttgtgctgg ttgagcttgc gcatctttag
  4915021 cagcttgctc tgcttgtttt tgtgctgcag cttcttgtgc agctttttct tgcgcttctt
  4915081 gttcagcaat acgttgtaat tgtaatgctt gtttttcaag atctttcaat tgactttccg
  4915141 tacttgtcat tgaagttaca actgtatcca ttttaccgct taaatcattt actgctgttg
  4915201 cttttttcgc tttttcagcg tcaagttctt tcttagcagt ttcaatttga gcttgtgctt
  4915261 cttttaattc tttttgcttc gtttttaccg tttcaacatc ttttttcacg ttcgcttgat
  4915321 cttcttgttg tgttttcata atatcttcat cagactcaag aattttagaa acagaagtta
  4915381 aacgatcaac taaatctgca acgtttttag agtttacaag aacttctgtt acaacgttcg
  4915441 tgtttggttg ctcttgaagt gcaactaaac gttttcttaa taactcttca cgttttgcaa
  4915501 ttttcgtttg taattctgca atatctttat ttttcttttc gattaattgc tcagtatctg
  4915561 caactttttt cgttgtttca tcaagttttg cagcattctc ttgaacagac ttatctaaac
  4915621 cttgaattgt tttgtttaag tcattcattt gtttttgtaa ttcatcacgc tcttgttgtt
  4915681 gtttatgtaa agtgtcattt tgtgtattaa tttgtgattt cacgtcagaa attttatctt
  4915741 ctgcaaatgc atttggtgtt agccctgaaa acattaaccc tgcaactaat gcgcaagatg
  4915801 ccatttttag ctttttcatt ttatttttta caccgctttc ttttttcttt tttccgtata
  4915861 taacctataa aatttatacc ataattcggg atttttttgc taatgttacg cttttgtaaa
  4915921 acaaatgtaa tattatatgt aactctatcg caaaatatgc atatttttgt atgtatgtgt
  4915981 agagttttaa aaggttttta taagcaaaga aaaaacgcaa ggtttccctt acgttttatt
  4916041 aaatatacta atacggatga aatcaaaacg ttatttcatc catttctcag cccaattttg
  4916101 gacttcatcc ataacacttt ctaacgcttt tcccttgtcc gttaagccgt actcgattcg
  4916161 aactggtact tctggataaa cattacgaac tacaatgcct tcgctttcca attcctttaa
  4916221 acgctctgat aacatacgat cgctcatatt cggtataata tctgcgattt ccctaaaacg
  4916281 ttttgactct tccagcaaag atttaataat taagccagtc cacttcttac taagcaaagt
  4916341 aaaagctgac tcaaactttg gacataaaca agaattatgc tccacatgtt tcacctctct
  4916401 tctattataa tatagtttct tgtaaaaagt aagttataaa actttcctca ttattttatt
  4916461 ttacgtacat tttaccattt ccaaatatta acttgtcaac tgaacgtaaa atatccgtaa
  4916521 aaaaaccctc ttccgaaaga gagcttttta tatctttatt acttcgtata ccatccaaga
  4916581 cctagtgcac cttcacctaa atgcgttcca attacagcac cgaaataacc ggtacgaatt
  4916641 gtaacatgtg gatattttgc ttctaattct ttcttccatt cattcgcttc ttcttcacgt
  4916701 tgtgcatgaa tgataactgc ttccataggt acacctttac tcgcttgctc atcaaaaatt
  4916761 tcaatgatac gttttaacgc ttttttacgc gtacgaatct tttcaaacgg aataatgatt
  4916821 ttgtctctaa aatataaaac cggctttact tgtaacagac taccgatgaa agcttgcgcg
  4916881 ctatttaatc gtcctccacg ttgtaaatgg tgtaaatcat ctactacaaa ataagcgtcc
  4916941 atcgttttct tcatttcatc aaaacgggcg ataatctctt ttggatcctt tccttcgctt
  4917001 gctagccttg caccttcacg cacatagaat ccttgcactt cacaactaat ttcagagtcg
  4917061 tacgtatata catcgatacc ctctaccatt tgtccagctg tcgttgacgt ttgatatgta
  4917121 ccactaattc cacttgaaag atgaatgcta ataactgcat cgtaatcctt agataattct
  4917181 tcatatagct caacaaactt cccgattgct ggttgagatg ttttcggaag ttcttcttgc
  4917241 tcacgtactt ttacataaaa atcatctgct gaaatttcag cttcttcttg ataagattcc
  4917301 gttccaaaca caacgtttaa tggaatcata tatatattga gttcatcacg aatatgcttc
  4917361 ggtatatatg ctgtactatc agtaacaata gctgttttca ttttcgtacc tgccttataa
  4917421 aaaagttttt atttcctaat tttacacgaa aactaaaaat ggtgcatcca tacatgaaaa
  4917481 tgcgggtttg aaattatact catcatctcg acaaattaca acaaaaaggt aaaatactca
  4917541 ccaaaaattt cagcttattt ataaaaaatg tttgaatata aaaacgcccg cttttaaaat
  4917601 gtaaagtact agtcactttg atggataggg gcgtatacaa gtgttattac aatatttaac
  4917661 aataaaaggc tacggtgaac acgaaattgt tattcaaaaa tcaagattca tctgttatgt
  4917721 tagtcgtgct acaaccgaag aagaagctca agaattcata caaaaaatca aaaaacaaaa
  4917781 ctggaatgca acacataatt gttctgcgta tttaattggc gaacaagatc aaatccaaaa
  4917841 agcaaatgat gatggggaac ctagtggtac agctggtgta cctatgttag aggtactcaa
  4917901 aaaacgcggt ttaaaagata ccgtcgttgt cgttacccgc tattttggtg gcatcaaact
  4917961 gggcgctggt ggattaattc gtgcatatgg aaaatgtaca agcgaaggca ttaatcatgt
  4918021 cggtgttgtc gagcgaaagc taatgcgtgt tatgcagacc gaaattgatt acacattact
  4918081 tggcaaaatt gaaaatgaat tacgtaattc aaaatatgcc attaaagata tacattacct
  4918141 cgaaaatgtc acatttgata cgtatgtaga agaagatgga aaacaaacat tcacggattg
  4918201 gatgattgaa ttaacaaatg ggaaatgtac aattacagaa ggagatatgt tgtacttaga
  4918261 aaaagatgtt atctaagaat aactacttta tcgcctttaa agattaatgt agtgaattac
  4918321 tttcctacaa atgaactaag gagattatat atggaagaac gttattatca tctccaaaat
  4918381 agcagaataa aaaagaaacg aagaagaaag tttttctact tccttatttt cttattttta
  4918441 tttggtagtg taggacttta tatattaaat tcctactctt ctctcatggg gatgtatagt
  4918501 ggttttactc gtgaaaagtc ggatttgaga accgaagatg tagaaattac aaaggagcct
  4918561 tttacactcc ttattatggg gatagaagat tatgcaacag acggtcaaaa cggtcgtaca
  4918621 gattcaataa tgtttgcgac agtcaatccg aaaacgcaaa aaatttcgct tatgagtatc
  4918681 cctcgtgata gtcgcgttcc aattgtcgga aagaataaag aggacaaaat taacgctgcg
  4918741 catgcttacg gcggagaaga aatggcaatc aaaactgtcg aaggttttct aaaagtgcct
  4918801 gtagaccatt atcttaaaat tgatttccaa ggctttaaag gtattgttga tgctgttggc
  4918861 ggtgttactg ttgatgtccc cttcgatttt tgggagcgtt cagacgtgga ttactacaaa
  4918921 aaaatcgaat ttaagcaagg gcaacaagaa ttaaatggtg aagaagcact cgcttacgtt
  4918981 cgtatgcgaa agcaagatcc gaatggcgac tatggtcggg ccgctagaca aagacaatta
  4919041 ctagctgctg ttgctcaaaa actaaattct acctctaccg tatttaaaat taaagatttg
  4919101 acagcagtcg ttggaaaata tataaaaact gacattccta tttcagatgg ccttgctctt
  4919161 tacaataaac tctctggatt tgatccttct acaatacaaa cgttcaaact ggaaggagaa
  4919221 gataaaaaaa taggtggtat ttattacttc cttccagatc caaacggtgt tgaggcagta
  4919281 cgtaacgaaa ttaaaaaaga attaggagaa aaggtaagca cgcaagaaaa tacaacaaca
  4919341 aaaaccgaat caaatccttc ttcaaattct aactctaacg aaaaagcgaa gaaagaaacg
  4919401 aatcaggaca aaacaccaac tgatccccct ccttctacga atgctcatgc agagtggatt
  4919461 atgagaaatc agcaataaaa aaaggccaaa tcgcatgcga tttggctttt tttacttatt
  4919521 aaagtgtttt aaaattgctt ctacaatacg ctctgatgca cggccatcac cgtacgggtt
  4919581 agatgctttt gacattttat catgagcttc tttgtctgat aacaactcat cagcaagact
  4919641 aaagattgtc tcttcgtctg ttcccgctaa tttcaacgta cctgcttcaa taccttcagg
  4919701 gcgctctgtt gtatcacgaa gaacaagagc cggtacacca agtgacggag cttcctcttg
  4919761 taccccacca gaatcagtta acattaagta tgaacgagct gcaacattgt ggaaatcaat
  4919821 tacatctaac ggctcaatta aatgaatgcg gccatgatcg cctaaaatat catttgcagt
  4919881 ttcacgaaca acaggattca tatgaacagg atatacaact tgtacgtctt catgcttatc
  4919941 aacaagacgc ttaattgcac ggaacatatt acgcattggc tctcctaagt tttcacgacg
  4920001 gtgagctgtc ataagtacaa gacgatcatt tccaagtttc tctagtacag gatgactata
  4920061 tgtttctttt acagtcgttt ttagtgcgtc aatcgctgta tttcctgtta tgaaaatgcg
  4920121 tgactcatct ttattttctt tctgtaagtt cgttgccgat tttgctgtag gtgagaaatg
  4920181 aaggtccgcc attacgcctg ttaattgacg attcatctct tctgggtatg gagaatattt
  4920241 atcccatgta cgaagtcccg cctcgacatg acctactgga atttgattat agaaagcagc
  4920301 taagcttgcg ataaacgttg tcgttgtatc accatgtaca agtacgatat ccggctttgc
  4920361 ttctttcatt actttatcca aaccttctaa acctcgtgtt gtaatatcaa ttaaagtttg
  4920421 gcgatccttc ataatattca aatcgaaatc tggtgtaatt ccaaagatac ttaatacttg
  4920481 gtctaacatt tgacgatgtt gcgctgttac agtcacaatc gactcaattt tctctggatg
  4920541 cttttgcaac tctaatacaa gaggtgccat tttaattgct tctggacgtg tcccgaaaat
  4920601 tgtcattact tttaaacgtt cagtcatttc attgcctctt ttctttcact agttacaaat
  4920661 cctattatga catataagaa tatacatgaa tacatacctt tttaacgaat aacggaaaaa
  4920721 tccctcttat aaatactttc tcttccaaca gaataataat ctattccttg cttcttgaca
  4920781 tcttcattag tatagcaatt tcttccatcg aataaaatag gttctctcat aagttgtacg
  4920841 taattttcta acggataagt ccggatatct tcccattctg tcatgataaa agccgcactc
  4920901 gctcctctaa tcgattcatc tatacattca ctatattgta tagtctcccc aaagatattt
  4920961 ttcatatttt gaatcgcctt cgggtcatat agaactatgt ccgcacctag atttattaac
  4921021 tcttgtatca taataaggga cggtgcatct cttatatcat ctgtattcgg tttaaatgcc
  4921081 gctcccagca ccgcaatccg cttcttgttc atatttatta ctttcttcgc tttctcaatc
  4921141 aataataact gttgtttatt attcacttca atgacggctt ttaacaagcg aaaatcatgt
  4921201 gccacattcc ctgcaatttg cacaagcgct ttcgtatctt tcggaaaaca cgatcccccg
  4921261 taaccaatgc ccgcatttaa aaaagacgct ccaattcttt tatccattcc catccctttt
  4921321 gcgacgtcta atacatttgc tcctaccttc tcacatatat ttgaaatttc attgataaaa
  4921381 ctaatttttg tcgctaaaaa agcattcgat gcatatttaa tcatctctgc actttttata
  4921441 tctgtaacat atgtttttaa gtgtaattca ctatataaat tctccacttt tcgtgccgct
  4921501 tcctcattat cggccccaat tacaatacga tctccctgaa aaaaatcgta aatccctgaa
  4921561 ccctcccgta aaaattcagg attcgataca atatgtaatt catgtctgtt ttgtaatgtc
  4921621 tcctcaatcc atcccctcat agcaccattc gtccctacag gaacagtact ttttgtaaca
  4921681 acaataatgt ctttagtcgc atatgtccca atatcaacac atgcgttttg aatatatgtt
  4921741 aaatccgctg tcccatctaa taacgatggc gttccaactg caataaatat aaattctgca
  4921801 tctttaaatg cttcctcttt acttgttgta aaagttaaac gattattctc acacgcatca
  4921861 tgtattaatt catataagcc agcttcataa ataggcagat ccccttgttt tatccgttca
  4921921 attttctcat catttatatc aaaacatgta accgaatgtc ccaatactgc caatcctacc
  4921981 ccagtaatca atccaacata tccggtacct attatcgtaa ttttcatttc cttttcgcac
  4922041 aggaatatac aatagaaaat atacgaatac atagaattct ccctgtgcat cctcctctca
  4922101 ccttaaaaat gagaaaactc ttttacttct ttattatatg aattactttc ttcattcttt
  4922161 tttaagtttt tgtaaaatta gatattcttc attaaaccaa tagaaatctt accgaaatta
  4922221 aagctgcccg ttcaggctgg ataaattccc acattttaac acggaactta ctcatttcta
  4922281 cgtgtaacac ttataatatt gaaataaaag tattcgctat taaagaaaaa gagaaaatgt
  4922341 catattccaa agcccaatac gattaacctt cttaaatgat tcaacattct gtatacaatt
  4922401 gtcatatatt ctatctgctt ccatttaccg taaaacgaaa aaaagattga attctaatct
  4922461 ttttgtgata ccatatgtta tgagcctgca aataaacatc ataattttca gataaatata
  4922521 ttaaaaaaaa ttacgttaga ctataaaagg gtggggtatt aatggactca caagtgattt
  4922581 atgccatttt ggcatctttc atcactgtac tcgtcgttac tcctttagtt attaagttag
  4922641 cttttaaaat aggagcaaca gataagccaa acgcacgtaa agtgcaccaa aagattatgc
  4922701 ctcgtcttgg cgggttagcg atatttattg gtgtggctgt tggatttgtt gtcggtggct
  4922761 tatacgaaca aagaatgtta tcgataacgc taggtgcgat tatcattgta atcatcggta
  4922821 ttttagatga tatgtacgag ttatctgcga aggtaaaatt cggtggacaa ctattagttg
  4922881 ccattatgat tgtaaaaagt ggattattag tgcaagtatt atatattcca atcctcgggg
  4922941 atactgaact tggatggctt gcttacccaa ttacagtatt ttggattgta ggtattacaa
  4923001 atgcaatcaa cttaattgat ggcttagatg gattatctgc tggtatttca tctatcgtac
  4923061 ttgcaacgct agcgtatatg gccttcacta gcccatgggg cactggaaca gctatcattt
  4923121 tacctctagc actaattgca cttgcaagta cacttggatt tttattctac aacttccatc
  4923181 cggcaaaaat tttcatggga gatacaggag cactattttt aggatactgt atttctgtta
  4923241 tatcgttact tggattatac aaaagtgtaa cgttattcag ctttatcgtt ccagttatca
  4923301 ttttaggcgt acctgtattt gatacgacat ttgcaattat ccgtcgtatc gtaaataaaa
  4923361 aacctatttc agcaccagat aaatcgcatt tacatcaccg tttacttgca atgggcttct
  4923421 ctcatcgtaa aacggtacta attatatacg cattcggtat tttctttagt gtaaatgcaa
  4923481 tcattttctc tagtgcgaca ttatggttat ccattattct tcttttcatt ttaatcttct
  4923541 ttacagagat tattgctgaa gtaatcggtc ttgtacatga acgttacaaa ccacttattt
  4923601 ccttttataa aaaagtgaaa aaacgcgaag actaattgta gtatagcctt tactattatg
  4923661 aaatattcaa atagcatcct ctttcttata agaggatgct attttttatt cattatttta
  4923721 catttccaaa atatagcttg tttgagagtt tcactattgg agaaagatat acataataag
  4923781 aaaaggatta tattttcttt tttacatctt gattgtcaaa ctgagggtga atgttatgat
  4923841 caagcgagta tttcaataca ttattttatt tttaacgatt actatgtacg cgtcacctca
  4923901 tgcaggagca actactattc cccctgctga acatcatcca aatactgaga ctacttcttc
  4923961 tacaaaaaaa atcgcgtact taacatttga tgacggacca aacaaatata ctacgcaaat
  4924021 tttaaacatc ttaaaagaaa agaacggaaa agcaactttc tttgttattg gtggaaaagt
  4924081 accacattat aaaaagacaa tgcaacgatt aattaaagat ggacactata ttggacttca
  4924141 cagtatgtcc cacgatgtaa aacgtcttta cactggtgat ccatctgctt taattacaga
  4924201 aatggaacaa acacaaaaca ttgtccaaca agttacagaa ttaaatacac atctcgttcg
  4924261 tgtcccgtac ggtagcatgc cttatttaaa aaagaattac cgtgatgcac ttgtatcagc
  4924321 ccagtataaa atgtgggatt ggacaatcga tacatacgac tggaaaagct atgacaatcc
  4924381 ttctgccata ctagaaagag tacgtaatca gagcgatgaa caagtcgaag taattttaat
  4924441 gcatgattcg agtgtaaccg tacaaatatt gccacaagta attgattact tacagtcaca
  4924501 aggatacaaa cttcttccct ataatccatc ttctcatctc aaagtaaact tttggaaaga
  4924561 cacaagattg taacagcttt agtacctata tactaaagct gttttatttt tctcttccca
  4924621 cccttcctat ttttgtgtaa aattttaaat agtgatgaag tttcgaggtg aatagaaatg
  4924681 aaacgaatag atctcatttt taacgcaata caagaaggca agtatacaga aggtgtaact
  4924741 gcatcagaac tcgctaccct gttgcaacta gatcgcgcca atgtaagtag cgacttaaac
  4924801 aaacttgtaa aagataaacg tttattaaaa acaaatacgc gtcctgttcg tttttatata
  4924861 gaaacgaacg ctttgttgga aacgcattca aaagaagtaa cttcattaga tacatttgca
  4924921 attgaaaata cgagccttaa aatcgcaatt gaaaaagcga aagcttctat tctctaccct
  4924981 ccaaacggta tgcatacttt actgctcgga gaaacgggcg tcggaaaatc tatgtttgct
  4925041 tctttaatgc acgaatatgc aattgaagtt gaacagcttc ctaaaaacgc accatttatc
  4925101 gtctttaact gtgctgatta tgcaaataat ccacagctac tactcgggca gttatttggg
  4925161 attaaaaaag gagcttatac aggggcaagt gatcaaaaag ggttaattga aaaagcacat
  4925221 gaaggaattc ttttcttaga tgaagtacat cgccttcctc cagagggaca agaaatgctt
  4925281 ttcaccttta ttgaccgcgg agtatatcgc cgccttggag aaacagaaaa cgaacgtaaa
  4925341 gcacaagtat taatcattac tgcaacaaca gaagaaccaa attcattttt attaaaaaca
  4925401 tttacaagac gtataccaat gactgtcaca ttgccaccac ttcgtgagcg tacacataaa
  4925461 gaacgttttg ctttactaca actatttttc acaaatgaag caattcgctt gcgaaaagaa
  4925521 attcacgtga gtccgaatgc aatgcgtgct ttcgtctttt acaattgtcc taataatatc
  4925581 ggtcaattaa aaacggatgt acaaattgcc tgtgcgaaag cctattctga cttcgtgaca
  4925641 aagaaacgtg actctgtcta tgtttcaagt acagacttac cttggtatat gaaagaagga
  4925701 ctattcattg aaagaaagag ccgtcatcta taccaaatac caaatgaaac atttatattt
  4925761 acaagtgatg aaggttggag taatcataaa atagaaaatg aaaaacaatc ttctatttac
  4925821 gattatattg attataaata tgaagaactt caagcgcgtg gtattgaaga ggaagaatta
  4925881 gagttactaa tagaaaatga tattcaaagc tttttcgtac aatattttaa ccaaatgtca
  4925941 aaaaagacaa gtcatgaaaa tgtttttaaa attgtggatc gtaatatcgt ttccgtttgt
  4926001 gaaagaattg cagaactggc tgaaaaacat ttatccaaga cgtttgatga aaaagtattt
  4926061 ctcgctttaa gtttacatgt acagacaact ctacaacgtt tacaagctgg aaaacaaatt
  4926121 catcatccac aattaaatca aattcgtacg aaatataaag aagctttttc cgtagcaatg
  4926181 caatgcattc aactactgga ggacgaatta caaataacaa tgcctattga tgaagcaggc
  4926241 tttttaacaa tgttcttcgt tgttgatccg attcctgcct cacaaacaga agtaaaagta
  4926301 ttaatattag cgcacggcaa cggcatagca acagaaatgg caaacgtcgc aaacgaactg
  4926361 ctcggcattg atgaagtaac cgggatcgat atgccgttac atgaatcgcc gaaagatttc
  4926421 ttagagcgtg tgaaagtgta tatgaaaaca ctccaaaatg taaacgggct tctcttactc
  4926481 gttgatatgg gatcactcgc ttacattggt gatatattag aaactgagtt caaaatcccg
  4926541 gtacgtgttc tttccatgac gagcactcca catgcactag aagctgctcg aaaggctcag
  4926601 cttggctact cgttagatgc attatatgaa acagtgaaga acttaacacc gttttactta
  4926661 aacgtacaag aagaaaagaa aaagccgcta tcaccaatga aatctgttat tttgacagct
  4926721 tgtttaactg gggaaggcag tgctttagct attcaaaaaa tgttggagaa ctatttgcga
  4926781 tttgacaaag acttaattga aatcattccg attagtatcg tccatgaaaa agatttaaca
  4926841 aaaatgattg agaacataaa aaaagagcgg aatatcattt gtattgttac gaattttgat
  4926901 gtgcaagtgc catgcttaac ttatcatttc caagacattg taaactacac agcaattcag
  4926961 ccaattcaag aattaattac gtatgaagaa acatatgcaa aaatggctga tattcttgaa
  4927021 caacaaatgc agcgtaacga cggagcacta cttatcaaaa caattcgtta cgcattaaat
  4927081 acaattcaag aattaatttc cttacagcta actcctgata gtttaatggg tgttattctg
  4927141 catatgagct gtatggttga ccgtcttcaa aaaggagaaa gcctcctccc tcatccggat
  4927201 aaagagaaac gaagacaaga tgaatactgg atgtatatga aagtaaaaaa agcattgcag
  4927261 ccaattgaaa atacatttga aatacaaata cctgatgacg aagtgtttta tgtaatggac
  4927321 ttcttcatta agaatcagcc tataaaaaat tagtcacggc agttttttag tatattgatc
  4927381 ttaactcaga ttttatcagc gattttcagg atatatcagc gcaactcggg ttttatcagc
  4927441 gattttcaaa atacatcagc gcaactcgag ttttatcagc gatttttcta atatatcgat
  4927501 ttaccgtcaa taatcgctaa aattcgcacc ttatagcaga aaaggctgtt caatatgaac
  4927561 agcctttttt ctacttcttt actttcctga ttctacccct gatttcgccc ttcttattgg
  4927621 acttcgtata aacatttaca tatacattcg cctgaatgat ttcttgaagt aagctatcaa
  4927681 acgctcgccc ctgtaaaggc ccttcaaact cctccacatt gactacacca gtcacgactc
  4927741 cttcatttac actaatacct tgctttagcg gacccaataa acttaaaaca attggaccaa
  4927801 tttgatctga tttccctaga tgaatttggc atgatgtaac tttttcgatg tttttcaata
  4927861 tgacccgata ttgcaacttc tttaaatcct cactaaatat aaactctgct acgccataag
  4927921 cttctgtatt tacaggaggt atttccctct tacctgttaa cctcgcaaag aaatgtgttg
  4927981 tcatacgggc attctcctta tataaatttc ccagcactac ttctactact ttatggttta
  4928041 tacataatca tttatgactt tttccacttc taatttcaat gtaaagtttc acaaaatctt
  4928101 tacattagaa tcgttccttt tactttacta tctcttgtat aatgcactta gaaaaacatt
  4928161 ctaggagggc attttgaaaa ataacaaata cacttttcac acattattag agatttttct
  4928221 cgtttcattt aaattaggac ttacttcatt tgggggtcct gtcgcccatc ttgggtattt
  4928281 ccaccacgaa tatgtgcaaa aaagaaaatg gatggatgaa cggagctatg gagatttagt
  4928341 agcactaagt caattccttc ctggtcctgc tagcagtcaa gttggtatgg gggttggatt
  4928401 attaaggggc ggcctattag gagctattat ttcatggatt ggattcacac taccgtctgt
  4928461 gctcgtttta gttttcttcg cctcattcct taatcagctc aatcttggaa gtgcgggctg
  4928521 gattcatgga ctaaaacttg tagcagtcgc tattgtcgct catgcaatat ggggaatggc
  4928581 gcaaaaatta acgccagacc gaaatcgtgc gacgattgct attgtaactg ccgcaatcgc
  4928641 cttattatgg ccaagtagct ggacacaagt cactctcatt atcatatctg gctgtatcgg
  4928701 ctggttttta tatcgcaacc aaccaattag ccaatctcaa agtataaaag tgcctatttc
  4928761 aaaaaaaata gcagtttcgt gtctcgtctt attcttcgga ctattactac tgctaccaat
  4928821 tttaagaccg ttctcttatt acatcgcctt attcgatagt ttctatcgct ctggcgcact
  4928881 tgtatttgga ggcggacacg tcgtgctacc tcttcttgaa ggtgaattcg tacaaaatgg
  4928941 aatgatgaca aaagaacagt ttctagctgg atacggatta acacaagcaa tgccaggacc
  4929001 actgtttaca ttcgcttctt atataggagc agtgttaaac ggaacgcttg gagcaatact
  4929061 cgcaacaatt gcaatttttc ttcctgcttt cttactcgtt attggtgttt taccattttg
  4929121 ggacagtgta agaagaatat ctttcataca aggcgcacta cttggagtca atgcggccgt
  4929181 tgtagttatt ttactagcag ctttttatga tccgatttgg acaagcacga ttatggacgc
  4929241 tgtagatttt gtttttgcat ctcttctatt ttgcttgctc gctttttgga aaacaccacc
  4929301 ttgggttatc gttatacttg gagcctttgg cggatatgtt ctatccattt tgtaaataaa
  4929361 aaaagacggc ataatgtagc cgtctttttt ctattaaaac tttacaagct ctattccttc
  4929421 aggcaactca ctctctgtta aaatacgcaa ttctttcaca cgatccatta cgtaagaaga
  4929481 acgcttcaca agctctggat caatataagc tggatgaacc ataatttcta ccgtttgttc
  4929541 accttgtact ctttctttta actttacgaa ataatcttcc gtcacaccat ccgcataaaa
  4929601 atcactgtaa aacaagtcag aaaatggacg cactgctcgc tcttcttcac aacgacgaat
  4929661 tggaacatta tatgtagcag ctaatctttc caaaacatcg tgcaagatcg gtaatccatg
  4929721 cacgtgatga tgactatcta aatgagttgg ttttaatccg taagataaga atttctcaat
  4929781 ttgagcagtc cactctctct caacttcctc tggatttacc ttcccttccc atacgacgct
  4929841 ttgtttatga aacaatccat cgctacttac aagtgatggt acatctccaa gaagcggttt
  4929901 ccctgccgtt aatacgagat gtactcctac ccctaacgtt ttatactctt ttgctaagtg
  4929961 taccgcatgc tctgtccctg gcatattcat catcatcgtc gttgaattta caagtccatt
  4930021 tatatgtcca tcaataatgc cataatttgt accttctgta agaccgaaat catctgcatt
  4930081 tacaattaat ttaatcatcg taatacctcc taatagaata aaaaaagcgg gctaaatagc
  4930141 gccgctttta tttctctacc tttttgaaga actgcggaag atattcttta tgcgcttcca
  4930201 acatttcatc taaaatttgt tttgcaactt tatctgatgg tacaagtgga ttaattgtca
  4930261 tagcaagcag cgctttatga taatcccctg taacagcagc ttcaattgtt gtgcgctcaa
  4930321 atgatttaat ttgttgtact aaaccgcgaa ctggtaccgg aagatctcca actgcaattg
  4930381 gttttggacc ttctttcgta ataatacagt tcacttcaac agcagaatca tgtggtaagc
  4930441 ttgcaatcgt tccgttgttt cgtgtattaa caggctggat atcaccttta ttattgtaaa
  4930501 tagacgtaat taagctacat gctgcatcac tataataagc gcctccacgt ttttctaatt
  4930561 gtggtggttt aatatctaag ttcgggtctt tatataactc gaataaatca tcttctaatt
  4930621 gttttactac ttctgcacgt gtaccttttt caaccgaagc ttctttctct tcttctaaca
  4930681 tttcacgtgt tttgtagtag taacggtgat atggacatgg aattgcacga aggccacgaa
  4930741 taaagtctgg ttcccagtta agcgctgcga tattttccat cgtaatttgc ttttctggat
  4930801 ctgttacaag ttctaacaca cgatccatta cacttacgcc atctaaatac acgtctagtc
  4930861 cgtataccat atggtttaaa cctgcgaagt caacgtgtac acgacttgca tctacttcaa
  4930921 gtaatctcgc aagacccata cggattccaa ttggaacgtt acatagacca actactcttt
  4930981 gaatatttgt ataacgaaga acagcttctg ttaccatacc agctgggttt gcaaagttaa
  4931041 ttaaccatgc attcggacaa agctcctcca tgtccttaca aatatctaaa ataacaggaa
  4931101 tcgttctcaa cgctttgaat aaaccaccag gaccattcgt ttcctgaccg attacatcat
  4931161 attttaacgg gattgcttca tcttttgcgc gagcttctaa taaacctact cgaagctgcg
  4931221 tcgttacgaa gtcagcatct tttaatgctt cgcgacgatc aagcgttaaa tgtacctcaa
  4931281 ttggtaaacc agattttttc accatacgtt tcgctaagtt accaacgatt tctaactttt
  4931341 cttttcctgc ctcaatatct actaaccaaa tttcacgaac aggaagctca tcataacgtt
  4931401 taataaatcc ttcaattaac tctggtgtat aactagatcc accgccgatt gtagcaattt
  4931461 taattccagt catgctttat tcccctttcg cttctaattt tttataaaga tcgataaact
  4931521 ctgccgctaa ttcttttact gtaatcgcat tcattaaatg atcttgtgcg tgaattaaaa
  4931581 gaacactaat ctctgttttt tctcctcttg cttctgattg tatgagctct gtttggaaat
  4931641 gatgcgcttc attgatcgct tctttcgcct ttaccatcgc ttcatcagcc tctgccattt
  4931701 tcccctgttt ggcaaattga agtgcctcca tcgcaaagct tcgtgcatta ccactattta
  4931761 aaatcaattg gaatggaatt tgttctgctg tagtcatcat aattaccgcc ctctctatta
  4931821 tggttcaacc gattgaaata ccccttcagt ttgaacatgt ctattaaatt attattttat
  4931881 gaatgatagt ttggtgttct tgtagatgga tttcatcttt ttgaacatga tataaaggta
  4931941 attgttctca cagatcctgt tatctgtgag aacaattatt atgttacata ggtacagagt
  4932001 tgttatttcc ttgtgctgct gctttttcag tacgaacaac tgaacggtca cataacacaa
  4932061 cgaatggata atagattacc attgcaatta caaagttgaa taactgtaga attgcacctg
  4932121 aaagatgtcc acctgttaca agataaccac taataattgg tggtgttgcc catggaatca
  4932181 ttgcaactgt ttttggtacc cagccaatag atatagctgt ataagaagta attaccaata
  4932241 caattggtgt tatgataaac ggcaagaata aaactggatt taaaataatt ggtgtaccaa
  4932301 agattactgg ttcgttaatg ttgaacgcac ctggaccaat tgataagcga gatacaccgc
  4932361 gtaattgtgc actttttgct acaagtaata ccactactaa gaacgctaat gttgcaccag
  4932421 aaccaccaag atatacgaaa gtatcaaaga atggttttgt aacaatgttt ggaacatcaa
  4932481 atgcagaagt gccaccttgg aataacttca tatttttctc taatgctggt aagtataacg
  4932541 gctcaataat accaccaacg atatttggac catgtaaacc gaagaaccaa agaagatgaa
  4932601 caaggagtac aataacaatt gcacttggta atgtccctgc taaactttgc agtggcgatt
  4932661 gaatcgtatt aaagataaat tcatgaacac ttgtaccggc taatttcact gctaattgaa
  4932721 tacctgcaac tactgttaaa ataacaaatg ctggaactat agctgcgaaa gatcttaaaa
  4932781 ctgctggtgg tactccatca ggcattttaa aagtaatgtt tctttgtacg aagaaacgga
  4932841 atacttcagt aacaaggagt gctacaataa ttgctacgaa taacccttgt gcacctgtcc
  4932901 aagctaagtt caatccgcct tctttcggtg ttgttggcgt aagaataatt aacgcaccaa
  4932961 atgaaataat acctgctgac aaaccatcaa cgccgtaaga ttttgctaag ttataacttg
  4933021 ttgtaaatgc tatgattagt gctagaatcg cgaaagaacc agtccacatt ccaccgccaa
  4933081 cttgtttcca cgtttcacca aacaaacctt tcatgaaatc ttggaaagcc tcagatggaa
  4933141 aaccattaat tagtgatgcc agtgcaccaa ctaaaataag tggcataact gcgataaatc
  4933201 cgtcacggat cgcagctaaa tgacgttgcg acccgatttt accagcgaca ggaacaatat
  4933261 atttctccat aaatgcaata aatttttgca tttcgcttcc cccctaatta ttttttaagt
  4933321 gttaatgcgt gatctaaaac tgcttctcca ttcatcatgc cgtagtgcat tggattgata
  4933381 acgtcgattc caacgtttct ctcgtcagca agcgttttca ttgaagaaag catgtagcga
  4933441 acttgtggtc ctaataataa tacgtctgct tgatcgatat ttgtttttac tgcatcccca
  4933501 gatacagccc aaatctttcc ttctaaaccg cgagcttttg cagccgcttc catttttgta
  4933561 actagtaaac ttgtagacat ccctgctgag caacataata aaatattcat ttgaaaatcc
  4933621 cccttgtgta gtataaaaat tttatgtttt atttattttt ctttacgcta tttattaatg
  4933681 caattagcgt gccaactttt taaaaccact aaaatcagca ctttttcgac tattttcttt
  4933741 gtgtgttaac gctttcaatt agtgtgtcac tcaaaaaaca cacagtgtgt tataaaacaa
  4933801 cacgctttta acacataact gtatgaaaat agattagtgt ttagttgtct agttgtgttt
  4933861 aaaataaaaa aacactaaaa aaattttttt agcgtgaaaa tctattaaaa aaactcctct
  4933921 atctattgtc caagcaaact ctactaaatt acatagaata gaataaaata aaacaattcg
  4933981 aaaggggatt cctatgccaa aacatagaaa acaaagcaaa ataaagattt atagaataac
  4934041 aaactataaa aaagacaagc gttctgaatt agactctaac aaatttgaac tagaacagca
  4934101 ggcggtagaa aataagcagg acaagcaggg caaacaagat aatcaagtac aatcggaaaa
  4934161 tgtagtcata gtacccacag attcacacaa cttagatata tgggatgaaa tttctctaaa
  4934221 ggaaatacaa gctggtgaac atacaaattt atttgcggaa caaagtaatt atcaaaatat
  4934281 taatttgttg caagttagcg atatccgttt atatttggac aagcaactac aattcagttc
  4934341 cgtcgatgag caaatttatc atgaagcact tgtgcatcca attatgtcaa aagtaattga
  4934401 tccaaaacgt gttctcatat taggcggtgg cgatggcctt gccctgcgag aagttttaaa
  4934461 atatgaaact gtactacatg tagaccttgt tgacttagat ggatcgatga ttgatatggc
  4934521 tcgtaatgtt cctgaattag tttctttaaa caaaagtgca ttttttgata atcgtgtaaa
  4934581 tacacacgta tgtgatgcaa aagaattttt aagctctcct tcctctttat acgatgtaat
  4934641 cattattgat tttccagatc cagcgacaga gttgttaagt actttatata caagcgaact
  4934701 ttttgctcgt atagctacat ttttaacaga agacggcgcg ttcgtctgcc aatctaattc
  4934761 acctgctgat gcacctctag tatattggag tatcggtaac acaattgaac atgcgggatt
  4934821 aactgtgaaa agttatcata caatcgttcc ttctttcgga actgactggg gatttcatat
  4934881 cgctgctaat tctgtctatg tactcgatca aattgagcaa ttatacgtag taccaactcc
  4934941 tcgaacatta ccttcccttc tttttccttt atttcaattt aaagaagaac atttagaaca
  4935001 acgtaatttc gctctcctaa actcagaatc gaaccttatc ctacaccaat gttacaaaaa
  4935061 ggaaatggag ttttgacgat atcacaggaa ggagtgctac cttatggaat attctacttt
  4935121 cggtaagcat ataatagtag atttgtgggg agtggatttt tccctattag atgatatgta
  4935181 ctttttagaa catcatttaa ttcacgctgc cgatctctcg ggtgcccatg ttttaaacgt
  4935241 aagtacaaaa gaatttgatc cgcatggcgt tactgtttta gttttactat cagaaagcca
  4935301 cctctctatt cacacttatc cagaacaaaa ctttgccgcc attgattgtt atacgtgcgg
  4935361 tacaaccgtt gaaccgcaaa tagcgattga ttatatcgta agtatattga aaccaaatga
  4935421 gatgcatata agaagattaa ttcgtggtat aggagagatt gtaaataccg attaaatatc
  4935481 actcttactc atttgtaaaa aggagggttg taaataccat cagtggaacg aatcctccac
  4935541 tgatggtaca gacacataca taaaaaaacc ttgcatacgc aaggttcatt cagtcactga
  4935601 catcttccta tataattcta caaattcact cgctaattcc ttcaccgtaa tcgcattcat
  4935661 taaatgatct tgcgcatgca ccatcagaag agttacttca gttttttcac caccagcttc
  4935721 tttctgtatg agatccgttt gtacacggtg cgcctctttt aattcctcta acgcttcttg
  4935781 taatttcgct tctgcttctg taaactcccc acgcttcgcg caatcaattg cttccattga
  4935841 acaacttctc gcatttcccc catgcaaaat caaatgaaaa gctttcgtct ctatcgtatc
  4935901 cattttcctt ctttactccc ccttttcttc cgctactttt tgtttatccc atatttttaa
  4935961 gaacggtaaa taaatgaaga atgcaagcgc aaagttaaca agttgtaaaa caacgcctga
  4936021 aattttcccg cccgatccta aatatccact aaaaagaata ggtgtcgtcc aaggtacagc
  4936081 agctccactc gggcgagcaa ctaatcccca ttccattgca aagtaagaaa cgatcgttaa
  4936141 cacaaccgga actaatataa atggaattaa taaaattggg ttcattacaa tcggcatacc
  4936201 aaaagttacc atctcattaa tattaaatat accaggtgca attgacaatc tccctaaact
  4936261 ttttaattgc tgacttcgtg caaacaataa cattccgaca actaaagcta gtgttgcgcc
  4936321 ggaaccgccc atataaatcc ataaatcaaa aaactgtgcg gtaatcgtat ttggtacatc
  4936381 ttgccccgct tggaaagcaa ctcggttttg atccattaac gacaaccaaa caggactcat
  4936441 tacaccacca acaatagtag caccatgaat tccacaagac caaaggacat gaacgagaat
  4936501 aactgctatt attgcgcccc aaagactagc accaagtaca ctaagtggtt cctgcaaaat
  4936561 ttgccctaca atattatgga tactgccaaa agaagtattt tctataatta agcgtacaat
  4936621 ccaaataacc gttacaacaa taaatcctgg aacaagtgcc gcaaatgagc gcgtcacggc
  4936681 tggtggaact gtttctggca tctttataat tatctttttt tgtacaataa accgataaag
  4936741 ttcagtagat ataagtgcaa taatcattgc tacaaacaac ccttggcttc ccattaatgc
  4936801 agctgggata gcaccttcta caagtacact ctcttttgta cttggtataa tatatgcaac
  4936861 ttgaaatggc gtcacaagta aaaacgtcac aagggacaat gctccggatg ctaaagcatc
  4936921 cactttataa tattccccaa gcctgtaagc gattccaaaa acagctatta aagccattat
  4936981 attaaaagtc gcactaactg gataccccaa agccctctgc caattctccc caaacaaacc
  4937041 tgccataaaa tcattatagc ctggtattgg taatgcacta ataataagga aaaatgatcc
  4937101 aatgattaaa aaaggcatcg ttaaaataat tccatctcga attgcttgca agtgcctctg
  4937161 ctctgcaacc ttccctgcta ccggcattac atatttctct aaaaaccgta tcatctatcc
  4937221 cactctcctc atggtttcat tgacaacgct gcttgcaaga tagcttcccc attacaaagt
  4937281 ccgtaatgga cggattgaat tacatcaaca ggtactcctt tccccttaca taattctttc
  4937341 attttcggta ataaataacg tacttgtggc ccaagtagca gtacatccgc ttcatcaatg
  4937401 tgactattta cttcagaacc tgatacagcc caaatcttta cctctattcc tcttgcctct
  4937461 gctgctttct ccatttttgt aacaatcaag ctggaagaca ttcccgctgc acagcaaagc
  4937521 aaaatattca ttccgcttcc ctcccccttt ttctaaacct aaattatggt gcatccctta
  4937581 ccaccactag gttacaaata tatatgtcta gatttctaac tgtatgccga gcttaaaaac
  4937641 aaaaatttct cggttttcgc gctattccat ctatcagtat tctcctagta aagaggactc
  4937701 taactcgcta taataattca gtatgatttt ttatgattga taggagggta tatttatgaa
  4937761 ggcatatcgc tttccactta ttttattatc ttctatccta attggtggtt tcattggtta
  4937821 tttcatgggt accgatgccg ttgctttaaa gccgcttggt gacattttct taaacttaat
  4937881 gtttacgatt gttgtaccgt tagtgttctt tagcatcgcg tcatctattg ctaatatgga
  4937941 tggattaaaa cgtttcggta aaattatgtc tagtatggct gggactttct tatttacaag
  4938001 tattttagct gctattttta tgattattgt cgtgaaagta ttcccgccag cacaaggtgt
  4938061 tgtattagaa ttaacacaac ctgacaaagc tgaaaaagct gttagcgttg cagatcaaat
  4938121 tgttggtatt ctaacagtat ctgacttctc gaagttacta tctcgtgaaa atatgttagc
  4938181 tcttattttc ttctctattt taatggggat tgcaacttca gcagttggtg aaaaaggaaa
  4938241 accattcgct acattcttac aagctggtgc agaaatttca atgaaagttg tatctttcat
  4938301 tatgtactac gctccaattg gacttgctgc ttacttcgca gcattagttg gtgaattcgg
  4938361 accacaactt cttggaactt acttccgagc agcaatggta tactatccag cgtctctcat
  4938421 ttacttcttt gtattcttta cgttctatgc ataccttgca ggtcgcaagc aaggtgtaca
  4938481 agtattttgg aagaacatgg tctctcctac agttacatca ctagcaactt gtagtagtgc
  4938541 tgctagtatt ccagcgaact tagaagcaac gaagaaaatg ggtatctctt ctgatgttcg
  4938601 tgaaacagtt atccttcttg gatctacact tcataaagac ggatctgttt taggcggcgt
  4938661 attaaaaatt gctttcttat tcggtatttt caacatggaa ttcgaaggac cgaaaacatt
  4938721 agcaatcgca cttgttgttt ctctattagt aggaacagta atgggcgcta ttccaggcgg
  4938781 cggtatgatt ggtgaaatgt taatcgtttc tctatacgga ttcccgccag aagcattacc
  4938841 aattattgca gcaattagta caatcattga tcctcctgca acaatgttaa acgtaacagc
  4938901 agataacgct tgtgccgtaa tgacagctcg ccttgtagaa ggtaagaact ggatcaaaaa
  4938961 caaatttgct taatagatag aaagaggatg ctcctaacga gcatcctctt tttttgatgt
  4939021 taagccactc cgccacaaat ttgttaaaat cttcacaaat attccacatc cattatccat
  4939081 tctccgtact ataatcatgt atggaaaagg agatggaaat aatgactcaa agcgcaccag
  4939141 aatttaaagt tttgcaaagc attgcattcc ttgctgtcgt tttgcaaagt tcgttattat
  4939201 atacaatgaa tcaaggaaat gtcttacttg agcaatctct cattatgggc atgctattta
  4939261 accttgcaaa attttcggca cctgcattca tatttatcgt tggatttcat ttaattcgtc
  4939321 actatacaaa gcaattagta tacaaagaat atatttctga aaaagccgca catttactca
  4939381 ttccttattt cttctggtct attctttact tattaacaac aaacgatatg atcacattac
  4939441 aaggcggaat aaaaagtgta ttactcggaa cggctgcacc tcacctttgg tacgtaatta
  4939501 tgatgttcca aattcactta ttgttccctt tgctgtgcac actattttat tggtttcaaa
  4939561 aacgaacaga aaataaaaaa gacatatata aatatatgac catctttgct tgtctatatt
  4939621 tcctcttaat gtggtattct tcgcactaca tttttaatgg agagaaattg actagctcaa
  4939681 ccattttaca ttatacagat cgttccttct tcttctattc gttctatttc gtcatgggag
  4939741 gaatcgctgc tgtagcacta aaaacatggc ggctattcgt catgaaacat atcccgctta
  4939801 tcacaatctt atttttcatc ttatttttat tcatcaatta tgagttattt agtttttacg
  4939861 gcgcaaactc tattcattta accgtttcga cttatttaaa accgtctatg tttttatata
  4939921 tcgtatgcga aattattata ctttacgtgc tttctattac aatcgtacag cgacgcggtt
  4939981 tcttatataa agctttacga tttatcggga attacacgta tggtgcttat ttagctcact
  4940041 ttttcttctt gcaactatgt acaaagtttc tttctttatt cacactgcaa gaaaacacaa
  4940101 tattatatag cttattatta tttacaataa cggctacaat ctcaatttca gcaatggtcc
  4940161 tttgtagtac actaccattt catacgtgga ttacaggacc gtctcctagg gcaactgtga
  4940221 gatgggcgaa gatcgtactt cggaaacatc atgaaaaagt atgtaaacca tatctttgat
  4940281 ataatagaat tccatacaag aaaagaaagt aggatacacc tatgattaat caaattggac
  4940341 aaattatgtt atatgtaaat aatcaagata aagccgtaca tttttggact gagacagtag
  4940401 ggttccaaat tattgcagaa gaaaataatg gacaaggatt tcgctggatt gaaattgcgc
  4940461 cagcaaaaga agcaggaaca agcatcgtcc ttcacgataa agcgttaatt gcaaagatgc
  4940521 aacctgaatt aaacttaggt actccttcac ttatgttctt ctctaacaac ttagatcaac
  4940581 tatataaaga tctttctgag aaaaacgtta ctgttggaca agttgtagaa ttacctactg
  4940641 gcagagcatt taactttgct gataatgaaa acaattactt tgcagtaatg gaacgcaaat
  4940701 aaaaaagaag ctatccgaaa aaaccggata gcttctttca ttttaggaaa cttgttctac
  4940761 attcgtttcc ctatgttgta tatggctcgt gatccaagca attccaccag caacaacgag
  4940821 atagcataac aatattaaaa tttgcatttg taattgcgac caatctccta aagaaatcac
  4940881 atcttgtagt cctctaagag aatgagacat tgggagaaat tgtccaattt tgctaagaac
  4940941 agctatattt aattctcctg ggaaagtccc cccgctcgtc gctaactgca ggacaaggag
  4941001 cgttaccgct aagaactttc caacaagacc aaatactgtt actaacataa gaataaacgt
  4941061 cataaacgta aaggaaataa cgatacttga taaaacaaag agtggcacac ttgcaacttc
  4941121 taatttcata actcctagca caactacatc tacaagcaat gcttgaataa gtccaattac
  4941181 atataccaat cctaatttat taataaaatg tactgttcca cttactttca tattttgtct
  4941241 acggccaagc ggtaaaatat tcgacgccat aattccgcca acataaaacg caagcgataa
  4941301 gaaatatggt gcaatacctg aaccgtaatt aggtgcgtca gaaactgttg atttcactaa
  4941361 ttgaaccggc tctgagaaca tcgtattgcg tgcatcatca ttgcgaacat ctgctatctt
  4941421 cgctgcgccc tctcctaatt tcgtagaaag ttctttcgca ccatcgtcaa gtttaacaag
  4941481 tccgttcgtt aactgatcaa caccatgatt cagctctgtt ccgccactcg caagttgatt
  4941541 gacaccttct tgtaatgatg taaatccagt cccccatttc gtaaatccac tagctaaatt
  4941601 cgccgcacca tctgctatct ttttcgttcc agcagtagcc tcatttaact taactccgaa
  4941661 tgtatttata ccttcttcaa tcttatgttg accatccgca agcttctttg caccttgcgt
  4941721 caattgttgc tggctattat ttaaggtgtt tgttgcttga gctaatccat tagacgtagc
  4941781 aataatcttt tgaaaagcag gatcttgctg cacttctgga tgacttttca cgtactcttc
  4941841 taattgttgt tttacactat ttgctgcatt gtccgctttc acttgccctt cagcaagttt
  4941901 ctcgcttccg ttcacccatt catttgtacc agcacttaat tcactaaccc ctgattgtaa
  4941961 agttttttca ccttgtgtca ataactccat cccgctatga agtgaggttg ctccttgact
  4942021 tagcccattt gctccgtcag ttaaggcaga ttggctagaa gcaagtttgt cactttcctc
  4942081 tttcactttt gatgtcccgt cacttaaacg atgaatacca tctgcgagct gatttgctcc
  4942141 atttcttgct tctgtcgttc cttcatgtaa cttcccagca ccatgacttg catcattcaa
  4942201 cccttgtgct aagtcttgaa actttgaaaa gacaccttct gtataagatt ttgtaatact
  4942261 atttgaaatt tttgttttca tattttcaac agctgtcgtt ccaatttgcg ctgctacaaa
  4942321 gtttttaccc ggatttactt tgtactgaag ctgcgctggc tctggtttct catccataag
  4942381 tgtacttacc tttttagaga aatcctctgg aatcgtaaca accatatagt acttatcttc
  4942441 ttttagccct tcatcagcat ttttttctga tacgaaatga aaagctagtt ccttattctc
  4942501 ttttaaattt tttacaaaat cgtctcctgc acgaattgtt ttctcatcca tcgcagcacc
  4942561 cttatctaaa tttataatcg caacaggtaa tttatctaat cgtccgtacg gatcccaata
  4942621 tccagctaaa aagaatcctg aataaattaa aggaacgatt aataaaaaaa ttaaagcgat
  4942681 acgtccatgt ttatggtgcc acatcgcttt ccaatcttta aatataagtt gaattccttt
  4942741 catgaaacat actccttctc caaatttaac accattagaa tggtttaaca gatttactat
  4942801 acacgtccat tttcatactg tataatacat ctttaattat caattcattc cttttggtct
  4942861 atagaaagga gagtcaaaat ggaacttctt caactaaaat actttcaaac agtcgcaaga
  4942921 ttagagcata tgacaaaagc cgctgaagaa ttgcatatcg cacaaccttc gctcagcaaa
  4942981 acaattgcta gattagaaaa ggacttaggc gttccgttat ttgaccgcca agggcgacaa
  4943041 attacattaa accctttcgg gaaagtattt ttaaaacgag tagagcgcat ttttcatgaa
  4943101 ttaagtgaag gcgaacgaga aattaaagat ttagctgact tacaacaaag ctctattacg
  4943161 ctggctgttt ctattccaag aatattacca gaactaatcg gttctttttt actagaacat
  4943221 cctaacgttc gattccagca atttctcgca tctactcctt ctatgaaacg acaactagat
  4943281 aatatagaaa ttgacttttg tatttcttct gtgccaattg aaggcgagga aattatttgg
  4943341 gagccactta ttacagaaga aattttctta gtcgtccctt caggccatcg tttatcagga
  4943401 cgtgaaagta tctatctgca tgaagtaaaa gacgaaccgt tcattagtat gaacactggt
  4943461 tacggatttc gacacttaac agatgaattt tgtaaagaag ctggattcac gccacatatc
  4943521 gcttttgaag tagatgaacc aaccgtgatt agcgatctta ttaagcaagg cctcggcatc
  4943581 gcctttgtcc caagtttaac tttattaaaa aactctactt tagcattaaa taagttacgt
  4943641 attatggaac ccgtttgtaa gcgaacgatt ggcttaagct ggtccaaaaa acgttactta
  4943701 tcgaaaaccg ctcagcaatt ccgtgaattc gtgatagatt acttctccaa tattaaggcg
  4943761 taaaatgata tcaataaata aaagatgcca tcccgatagg gtggcacctt ctattgttca
  4943821 cttttctcta attctatttc agctaaaagc ggtagtacgt tatcgaaaat atgcgtatta
  4943881 ttattttcac ctgttacgta tccaccgtaa tatctactaa atacgttgtc atttcggaat
  4943941 gtggacatat ggtcatacaa ttcctttgca aactttgtat cacctgtttg tagtacgtac
  4944001 aaaattgtta atccgtaagc ggctggtgat tcatacttca cggtttgttt tcccgtttct
  4944061 aaattgtaac gaccgtataa ctttccatcc tcctggaact tcttctttat aaattccaaa
  4944121 taagcatctg atgaaaggcc acctaaacta cggtgatatg caacgtatga ttggtcaata
  4944181 agattcactt ctttatcgta cgtaaatgta ccatcttctt tatactcttt cgggaatgcc
  4944241 catccatgcc ttgggtaatc tgctaaaaat tgaacgactt cctgatattg ctgagcagaa
  4944301 actttaccat actttttcat ataagagaat gcgcgcggat ttatatatga cgttgttgca
  4944361 aaatcatttt gtttccttgc atctgcatca taataatcaa cataataatt atccttctta
  4944421 ttataacgaa ttacagcatc actcaattga tctgccaagt ttttataacg ctcttccttg
  4944481 tacatttcat aagcgcgata taactgttct ataatacgaa gatcgtcaat aagtgcattt
  4944541 gtagctgatt gcatttctcc cttttcagag attttccata aaacaatttg gtccttatgt
  4944601 acaaagttat tttgaataac cttaacttgt tcatcgaata acgcttgatc atctttatcc
  4944661 aatgtatatt gtagccaaag tcctgctgat tccgataaag cttcacggcc tttcgcttca
  4944721 ccggtacctg cttttgtatc ttctaaacga tatgtagcaa gcatcccatt ttcattcatc
  4944781 atatgtctta aaataaaatg ctccgtacgg tttccttgca aagctgacca aaatacaatt
  4944841 ccacctaaag cgattaaaag aataactcca atcactatat atatacgttt ccgcaaactt
  4944901 ttcacctggt ttgaaattct tataaaaatc tataaattgt tggcgaacca agtcaaatgc
  4944961 caaccaccga aaaggaatct cacctttttc ctgtccgtaa gggttgtgac cttttcatcc
  4945021 acctattgtg aaagaatgac ggcaggttcc tgttaggaac gatctgtcct tgcatactac
  4945081 cattcatcca agtcagtagt atgcaagagg ttataagaaa taaaccagta cccccccttc
  4945141 tcatttaaat tttaaatacg aattgttgat tgttcatata aacagttttg tgaagaatgc
  4945201 tccacaattt ccaattatga tattctttcc acgtttgaat tgtttgtaac cattttttat
  4945261 atactttttt cgtattcttt ttactttctt ccatggaagc aacaagaata cgcagttttg
  4945321 ttgtaatttg tttttttaat aataatataa tctcttttgg taattattct tgcaattcta
  4945381 atccacgtct tgcgatcgtg aaggcggctg cttcatgaac gctaataccg aaattttgac
  4945441 tgtattttaa ttttccaatc acacttgtat aagcggggtt tactgtttta acagaaaatc
  4945501 cgttacgaag agacatacga attaaactgt tcaacatctt tttatacgta aattgatgga
  4945561 aattacgatt actgtattta tcagtatcat gagattgttg aaactttaaa tcttctaaaa
  4945621 caattccacc tacattgttt tccaataacc atgttttaat ttgttgtacg atttgtccaa
  4945681 ttatcgttgc gcgtttgttt gttaaaaacg cattcagatt gtgtagataa aaaatttttg
  4945741 aacctttaaa attaccttgt tttgtacata aactaactgc aatgcggtcc ggatttacat
  4945801 caattcctgc aattacatct gattgtggtg tttccttgaa atctagtaca cgacctattt
  4945861 ctgtttcatc aaacgtaata tttacataaa attcattttg tttacgaatg atttctacac
  4945921 tatatttttg atgctctata atcggttttc cttttggatt tacaccgatt tgctttccca
  4945981 taacgacatt tgtaatttga tgataaaaac gatatggaat cataatcgga actttgattc
  4946041 gtgggctttt tgtttttcca tttgttcgtc ctaatggatt tgcaatttct aaccatcctt
  4946101 gcccacaatc atcaactgta atgcgcatgt tcaaattccc ttttttactt ttatctccgc
  4946161 gagaatataa ttgccttgta cgtaaatctt tccattcttg attggatatc ttatctttca
  4946221 ttctttcata gaaatttttc cgtccaccaa aaataatagg aggtaatgtt ccatttttaa
  4946281 tatgtgtttc atacatttca attttttgtt ctaatttttg ttgtcttttt cttaatccaa
  4946341 ttagacaaat ttctaatgaa acttttttgg ggtttttcct gccactttca taatcatctt
  4946401 tttttgtaat gttttttcta attttttttg attgttttct aggtaaacag gaagaagttc
  4946461 tttttgggtg gaaaggatgg tttgtgcttg caaaactgca tcttcacaaa agcgtttgtt
  4946521 taacaaatat ttaagttgta gttttttaat caattctttc tcgttttctc cttcaattaa
  4946581 acgattaaaa ctatatcgtt ttgcactttc gaacgtacgg atcaaagtaa ttaaagcttc
  4946641 cgtttgttct tttgtaatag aattgatttt acaagcacgt gttgttttca tccttttccc
  4946701 ccttttcatc acctgaaaat attataggtt gaattctgta aaatataaaa cctgtaattg
  4946761 taaattttta tagtttttta tagattctta tttactgtta tttcctccct agtaaggcta
  4946821 tccttaattt taccagaaca tacgtaaatg taaaaaagac aatctattag attgtctccc
  4946881 gttcctctat ctctcacaag cctctttaga aggtctatat agcgattcta cgagtcgatc
  4946941 atactcacta cgcgtaatct ctttattata cagcttcaat aataaatctc tatgctcttt
  4947001 tgaaaatgcc atctttttaa tgacttcagg atacataaaa catcctctcc atttcacata
  4947061 aacttcttca ccctaaatca gaacttatgt tcgcataaaa gattataaaa tattccttcc
  4947121 taaaaaacaa acaaaatatt attaaacgtt aacttctttc tatttagaat attcaatcat
  4947181 catattaaca tatccacttt ttaaatacat atatattttt ggtagttttt ttgaataaat
  4947241 cttccaattc aatcagaaaa taatggcaaa aaagaagagg agtttacata tggatacggt
  4947301 aacattagca agagcatttt tcggttcttc actagcattc cacattatct tcgcaacact
  4947361 tggtgtcgga ctttcattga tgatttttat aagtgaaata ctctatcact ggaagaaaga
  4947421 ttccgactac gccattatgg cgaaaaggtg gacaaaggct tttgccatcc ttctcggtgt
  4947481 agcaattcca actggaacaa ttgtcggtgt gcaaatctca cttctttggc ctggttttgc
  4947541 caaaattgtt gggcaagtta tttctgttcc ctttcaaatt gagattttcg ccttcttttt
  4947601 agaggctttg ttcatgtcca tttatgtata tgcagctgac aaactacctc cattcatgag
  4947661 attaatctcg ttattcttcg tcatgattgg tgccacggca tccgccgtgc ttattacatc
  4947721 agcaaataca tggatgaata cacccgcggg cttctcaatg gggccagatg gatcagtttt
  4947781 taacgttgat ccgtggaaag ctttctttaa tccgagtttt ggcacaagcg cattccacgt
  4947841 tgtgattaca gcctatgcaa ctggagctgc cgtcattgcc tctatcgctg gatttaaatt
  4947901 attaaagaag aatttaagtg aacgtgaagt ggcgtatcat aaaaaagggc tactattagg
  4947961 actcgtcgtg acatttatta caggtgctac gatgtggctt tcgggacatg aatcggcaat
  4948021 tgccttacat aagcattccc ctgaaaaact ggcatctgct gaagctttat ttgaaacgac
  4948081 atcacatgca ccgttatcca ttggcggcgt tgtagatcct aacacacttg aactaaacta
  4948141 tgcactagaa attccgaaca tgcttagcct actagtggga ctagacccta acaccgtcgt
  4948201 aaaaggtcta aatgaatttc cacaagaaac atggccacca ttttacacac atacactgtt
  4948261 caatttaatg gttggcactg ctgcctttac ctttgcagtt gcagcaattg ccctcttata
  4948321 ttggtacttt gtttaccgaa aaaaaggggc cgaactaccg aagtggcttc tttggggagc
  4948381 tgccgcatgt ggaccagtta tgatgcttgg cattgaattc ggatggattt tcagctgtag
  4948441 cggtcgtcaa ccgtggacca tttacggtat gcaacgtaca gtcgacgctt ctacacgcgc
  4948501 tgattttgtc ggtcctttat ttattctatt catcatttta tatattggac tcggtatttt
  4948561 aacagtcttt gtgctacgga cattctttaa gaaacatccg cttacaaatg atttacatca
  4948621 cgaaggaggc gattctcgtg catgaggaaa gtattgcaat catcatctta tgggccctta
  4948681 ttttcgtata cagtatatta ggatccatcg attttggggc aggtttttgg ggcatggtat
  4948741 acgcaaaaca tccaacgctc gctgccaagc ttgccaaccg atacttatca ccgacttggg
  4948801 aggtaacaaa tacgtttctc gtctttgtcg ttgtcgcatt tcttggcttc tttccgaaag
  4948861 cagcctttac tcttgcgaca gtaatgttcg taccagttat gttaatttta gtactcgtgg
  4948921 caattcgcag tacatttatg gtatttgctt attccctacc gaagtaccaa caccttcttc
  4948981 gtatcatttc aggtattaca gggctcttaa ttccagctct attaattacc gttttacccg
  4949041 ttacagaagg cgcctatatt acaatgtctg aaggaaaaga agtactcctg tatggaaaac
  4949101 ttctttctag tcctgttatt tattgttata tgctcttcgg actaacttcg gaactctttc
  4949161 tatcttctct ctttcttgct gattttgcga gagaacaagg ttcagaagat gcatataaaa
  4949221 tttatagaag aaacgcgatc atccttggtc ctgcaacgct cgttacggcg attatcgccc
  4949281 tcgttgtaat ggatccagaa acacactggc ttatgcaagg actaataaaa caattcccgt
  4949341 ggtttacagt ttctatcgtt ttattcgtta tcgggtactc ttccctttgg tggacaaaca
  4949401 agaagtatag cacactagga ttccctcgca ttgctgtttt agctgtcgtt gctcaatatg
  4949461 catttgcaag ttacgcttac ggcgttgcgc atttaccgta tattatttac cctgatgtaa
  4949521 ctgtatttac aagctttaca acggtcgaaa cattctatgc attgcttatt ttatatgcaa
  4949581 ttgggatcgc aattttatta ccaggattta ttttcttctg gaacttattc ttgaaggatc
  4949641 gaactttttt gaaggaaaaa taatattgtg gggggcctgt tccaaaaggt atttcgggat
  4949701 gggctccctt tgtcacgttt tggcggtaaa tcgatatatt ttaaaaatcg ctgatatatt
  4949761 ttaagttgcg ccgatatatt tcaataatcg ctgatatatt ttaagttgcg ccgatatatc
  4949821 tccataatcg cccatataaa tttcatttcc tatcttactg ccccattaag ttatagactc
  4949881 ctctcataat agttatttca ctagtagtga cgcttgtcct ctagcacgaa aaacacatat
  4949941 tcgcttcatc ccattatacg tctagttcct attacttttt gctgaatata ctaccattat
  4950001 aaacttgaga caagctacat ctgttcaagg gaaaatagaa aggtaggcaa aatatgagcg
  4950061 ttgaaatatg gattactatt attgtatttt tcttaacgat gattgttatc ttttggcgac
  4950121 ctcgtggttt aaatgaggcg tggccggcag caattggtgc tggcattatc ctgattactg
  4950181 ggcttgtatc aaaaccagac gtcatggaca ttattagtaa aattggcggt gcctccataa
  4950241 caatattagc gaccattgtt atggcagtta tattagaaag cttcggcttc ttccactggt
  4950301 ctgcggcgaa acttgcaaac ttagcaaaag gttccggtcg ccgtttatac tggtatattc
  4950361 aattattatg ttttcttatg actcttttat ttaataacga cggtagtatt ttaattacaa
  4950421 ctccaatttt aattcttctt ctaaaaaatc ttcaattaaa accacatcaa caaatccctt
  4950481 atttattaag cggtgcttta attgctactg catctagtgc accaattggt gtaagtaata
  4950541 tcgtaaactt aatcgcatta aatatcgtga atatgactct ttatatgcat actgctatga
  4950601 tgtttgtacc tgcaacatta gggctattgt ttatgtcatg gcttatgtat acggttttga
  4950661 agaaaaaaat tccgaaaaaa ttgcctgttt cttcatatga tatcgaagaa atattcttca
  4950721 cgaaaaactt ccatccgtta aaaggaaaaa attctgttga tacgaaacaa aaacggacaa
  4950781 gatttatgtt gaaagtatta ggcttcgtct tccttatgcg ctgtcttcta ttcgtcgcat
  4950841 ccttcttatc tatcccaatt gaaattgttg cggtactcgg ctcactcgtt cttctcatct
  4950901 ggagatggta ctacttacga acaaatcctg tcgacatttt gaaaaaaaca ccgtggcaca
  4950961 ttttaatttt tgctttctct atgtacgtca ttatttacgg acttcacaac gcaggattaa
  4951021 caacagcact tgtaaattgg ctcgaaccag ttgtaagtca gcatctactt tatgctagct
  4951081 ttgcaatggg cggactcgtt tccctcctct ccaacatctt caataatcac cctgcactta
  4951141 tgattggtac cattacatta actgaaatgg gactagaccc gattacatta aaaacgatct
  4951201 atctcgcaaa cattattggt agtgacatcg gttcactatt attaccaatc ggtacgctag
  4951261 cttccctcat ttggatgtat atcctgagac aaaacaaaat taaagtaaaa tggaaagact
  4951321 atttaagtgt atcccttatc gtcattccgc tcacaacagt cgttacatta ttcctcttat
  4951381 actactgggt acacttattc ttcgccttat aaacgacaga agcccacttt gctaccgtct
  4951441 tagcaaagcg ggcttcttct atatttaagt taggtactac agtgtgatca atcaagtaaa
  4951501 gaggtgtaac gtattattgg tataaatgac taccagtttc tttaaattct ttcgctttct
  4951561 ctttcattcc tttttcaatt gcttctgtcg tttctaaatc attttctttt gcgtattcac
  4951621 gaatatcatg tgaaattctc atactacaaa acttcggtcc acacatggaa cagaaatgag
  4951681 ccgttttcgc tccttctgct ggcaatgttt catcgtgata ctccatcgcg cgttcaggat
  4951741 ctaaagataa attaaattga tcgcgccaac ggaattcaaa gcgtgctttt gaaagggcat
  4951801 catcacgctg atgagccgtt ttgtgacctt tcgctagatc agccgcatgt gcagcgattt
  4951861 tgtacgtaat aacaccttct cgaacatcat ctttatttgg taaacctaaa tgttctttcg
  4951921 gcgttacata acaaagcatc gccgttccaa accaaccaat catcgcagct ccaatcgcag
  4951981 atgtaatatg gtcataacct ggtgcaatat ctgtcgttaa cggcccaagt gtatagaacg
  4952041 gcgcgccctg acaaatatca agttctttct ccatattctc tttaattaaa tgcatcggta
  4952101 catgcccagg cccttcaatc atcacttgca catcatgttt ccaagcaatc ttcgttaatt
  4952161 caccaagtgt ttcaagctca gaaaactgtg cttcgtcatt tgcatctgca atcgaacctg
  4952221 gacgtaatcc atctccaaga gagaacgaaa catcgtactg cttcataatt tcacaaatct
  4952281 cttcaaaatg agtgtatagg aagttttctt tatgatggaa taaacaccac tgtgccataa
  4952341 ttgaaccacc gcgtgaaacg atacctgtcg tacgtttcgc cgtaattgga atgtaacgaa
  4952401 gtaatacgcc agcgtgaatc gtaaagtaat ctacgccttg ctccgcttgc tcaattaacg
  4952461 tatcacgata cacttcccac gttaaatctt ctgcaattcc gtttactttt tccagtgctt
  4952521 gatagattgg tacagttcca actggtacag gtgcgttacg aataatccac tcgcgcgtcg
  4952581 tatgaatgtt tttacctgta gataaatcca taatcgtatc tgcaccccag cgagttgccc
  4952641 acgtcatctt ctctacttct tctgcaatag aagaagatac agcagagttt ccgatattcg
  4952701 cattaacctt cacatggaaa ttacgcccaa taatcatcgg ttctgcttca ggatggttaa
  4952761 tattcgctgg taaaatagcg cgaccttccg cgatttcctt acgaacaaat tccgggtcta
  4952821 ctccttcacg aatcgcaaca tattccatct cagacttaat gatgccatta cgtgcataat
  4952881 gcatttgcgt aacatttgca ccttgcttcg ctctaagcgg tttgcgatcc atttgcggga
  4952941 aaacaggtgt atgtttcgaa gccaccttca caccgtcatc ctctggtttc acttcgcgcc
  4953001 cttcgtatgc ctctacatct ccgcgctcta gaatccaaga gtggcgcggc gttggaatcc
  4953061 ccttctctaa ctcgacttta tacgcaggat ctgtgtaagg accgcttgta tcatacacac
  4953121 gaattggcgg atttggaacg ccatttgtat cactttgttc aatctcacgc atcggcactt
  4953181 tcataccttc tcgtggtcca tccacataca ctttcttact tcctggtaaa ctcgatttca
  4953241 attcaatttg ctcagctgaa acagactgtt tcataacctt tgttgccccc ctgtacgtga
  4953301 caaggacgag atatggccag cgtatgccaa aataaaaaga gccaggtcca taaaaaaata
  4953361 aggacctggc tcataaagac atcattatgt aaagccgtta acttccctac gctggtacga
  4953421 gccagatcag gtccaaaggg ttaagaagtt tacgcgcttc tctctcagcc tacgcatacg
  4953481 ttaggcaccc ctagtttatc actgatttaa ttttcaatac tttctcatca tacacgataa
  4953541 tctgaaaaat gaaaagttta tttcttttgc tctttatgga atcatccaag ttaaataata
  4953601 agcctgtaca tacgtcataa taccaacaat aattacgaaa aataaactat gctttactgt
  4953661 aaagcggaat aaatctgatt cttttccagc aagtccaact gctgcacaag caatcgcaat
  4953721 cgattgcgga gaaatcattt ttcctgttac accgcccgtt gtatttgctg caacgagaag
  4953781 tacttcagat acaccgactt gttgtgctgt aatcgcttgt aaatttgaga ataatgcatt
  4953841 tgctgacgta tcagaccctg ttaagaatac accaatccag cctaagaatg gtgagaagaa
  4953901 cgggaatagc ccgccagttc ctgctaacgc taatgctagt gtagaagata gtccagaata
  4953961 gtttgcgata aatgcaaatc ctaatacaaa tccaatagat agaattggca ttttcaattc
  4954021 gcttaaagtt tctttaaatg ttactgctgc atcttttaca ctcattttca aaatcagcat
  4954081 ggaaatgaga caagcaatta aaattgctgt tccagttgct gataatacat cgaacttcaa
  4954141 aattgcctcg taaggcgtcg gtttatttac aatcggctct gctttcatta ctaaattgtg
  4954201 caagcccgga atttcaaact taaatacaag actttctaac gcgcctcctg gagcaaataa
  4954261 tgctttaaag aaactttgac tccaaatgac taccataact gttaacacga taaatggaga
  4954321 ccatgccttt acaacttttc ctatcgttaa tttcggcatc gatgccgctg ttgtcgcagc
  4954381 tgcttcacta tttgcttgcc ctgattgata gatttctttc ggttgccata cttttaagaa
  4954441 cagcgctaaa ctaactaaac ttacaagtgc tgacgtaata tccggaagtt ctggccctaa
  4954501 gaatgtcgcc gtaatgaact gcgtaatggc aaacgaacta cccgctacaa gtaaagcagg
  4954561 ccatgtttgt cttacccctt ttaacccatc cattaaaaat acgataaaga acggaacaaa
  4954621 taatgataag aacggtaatt gatgtccagc catttgtcca attttatgtg gatcaatacc
  4954681 tgttacttgt ccagcaactg taattggaat tcccatcgct ccaaaagcga ctggtgctgt
  4954741 atttgcaatt aaacaaagac ccgctgcata taaaggattt aacccaagac ctgcaagaag
  4954801 tgctgccgta atcgctactg gtgcaccaaa tcctgctgct ccttctaaaa atgctccgaa
  4954861 tgaaaaaccg attaaaataa cgagtaaacg atggtcattc gtaatggata atacagatgc
  4954921 acgaatcaca tcgaattgac ctgttttcac agaaatttta tataaaaata ccgacataat
  4954981 gataatccaa gcaattggcc ataatccgta taagaaacca tatccggtcg ctgccatcgc
  4955041 catcgtgaac ggcatcttat aagcgaataa cgccactaaa attgtcagta caactgtaat
  4955101 aaatcctgcc acatacccct tcatgcggaa aactgctaaa gctaagaaaa aaaagataat
  4955161 cggaataagt gcgaccgctg ccgaaatcca aatgtttccg aacggatcat aaacttgtgt
  4955221 ccatgtgttc attgttctct ccccctaaag aatccccttt taaatagaat aacctcatca
  4955281 atagactatc aggtcatcat acctttcagc ctaaaaataa aaaaacgttt aagaaaacgt
  4955341 tttcaataac tttcatttat actgtaccat aacaatttct atttaaaaag atttttttga
  4955401 aaattttatt atttaacgaa aaaatcttac aaaatcgtca tgttcttgta atgttcatcg
  4955461 atagaaagct tgccaaaact attgcataat aatagtataa caacggacat tatttatgag
  4955521 gtgatatata tgaacggaaa caaaatatta gcagctttat catactttag tgtattattt
  4955581 gcccctatct tattccctat tattgtgtgg attgtaggcg atgcggaaac gaaaccacat
  4955641 gcaaaacgtg ctctatggac acacattatc ccaagtatcg ctacattcat tggcgtaact
  4955701 attttaggaa ttatgggtct tggatctgat caaccggatg taacactggg catcggtaca
  4955761 atgattgtct tatgtatttg cggaattatt agcttatact acttcatttg gaacatcgtg
  4955821 aaaggtatta aagtactgaa agcttaattt taaacaaacg tttgattaat aagaaaaaac
  4955881 cgtcccaaaa tactttttgg gacggttttt ttatcttctg cgtttcttct tttttctcat
  4955941 cattttcttg cgtcgcgtat ttactttatc cgctataatg tgaagcgtgc ttgctacaac
  4956001 aatccccatt acgaacgtta caatttcaac ctcatgttcc ttcgcaattt ctattaaatt
  4956061 cccgtcaagc gcgattacat ttaataggaa taaaaacgga gaaaacacaa ttaacatgta
  4956121 tgcaatacga atcacatcac caagtataat tgtgtgtgta aagaaggagc gatgcggcat
  4956181 cactttctta tacggatacc aaaatatacg caggaatccc catttattat acgcattact
  4956241 atacgtatct aaatccggtg ttaaaaatgt agtacctact aaaaagccaa ttgcaaaagt
  4956301 taataaaaaa tcaaaatttg ttaatccata cgaaaagagc agaaacaaaa caaccggaag
  4956361 ggatattaag tttattttcg tatgcgttct tcctgatggc ataatgcact tcctcgctta
  4956421 cgttcgccct gtcaagatgt gacagctctc acctattgat ctaatttctg atcgataaag
  4956481 gatgtgtcta tatcagaacc aaaccattct gccaacttta ctcgtgcctt atctttcaca
  4956541 tcatcattga cgtataacga cgcttgtaat agagcagcca ttaacgcccc taaatcatcc
  4956601 gtataaccaa ttccagcaac gaaatctgga atcgcatcaa tcggtgcaat aaaataagca
  4956661 agtgccccaa ttacaataat tttcactcgt tttggaacat ccggtttctg caaaacgtaa
  4956721 aacaataata aacttgcata aatgaccgac tgtcctgcct gctttgcgac atgttttact
  4956781 ttcttccaaa acgcttcaac tgaaaatttt tgttccatgt aaaagccccc ctatttttta
  4956841 aaagaaataa gctacaatat gttttcagta aaagttcatc aaatttacac ataatctatc
  4956901 aatgaacttt cattgtaaca aacaaactaa aaaagaacaa gtgttcgtta atttttacat
  4956961 actccccttc atataatagg tttctagata accacttacc cattgtcatt tcttatttct
  4957021 caacaaagaa aattttcact ttcacttaac attctgctct acctttgtta tattttctag
  4957081 ttgacggaca tataaacgaa tgttaaagtt ttctctggta gtgacaaata tcatacaaaa
  4957141 aatgtaaaat gttatagtgt ttctcagaaa tgaattttgt tgtataatac agaaatgacg
  4957201 ttatgcttat gagcaacaca agaaactaaa agggtatgca tagttatagt cgtatatggg
  4957261 tgaatataga acctctaatt atggccaaga aaactatgta ttttttattt tagcattttt
  4957321 cgctccaaaa tcgaccaagc ctgatagaga aagggtggaa atgaatgaaa gaaaccttga
  4957381 aatcacaatt tcaaaatgtg cgtttcactg tattcgtagc tttagccgta tggttgaaga
  4957441 catatcttat tacacgcaca agctttgatt taaaacttga atctttcatg caagaattca
  4957501 ttttattcct tagcccatta gcagcatcat tactgcttgt tagtcttgca ttatttgcaa
  4957561 aagggaaaaa acgtaactat atagcacttg gaattaattt tgttttaaca attattcttg
  4957621 ttggtaacgt aatgttctac ggattctata atgacttcgt tactttaccc gtactaggac
  4957681 aaacatctaa cttcggaagt ttaggttcta gtgtgaaaga attatttaac tacaaaatca
  4957741 tccttgcatt tgctgatatt atcgtattct tcattttatt gaagaagatg aagaattttg
  4957801 caccgacaga acgtgtagca cgcccaatgc gttccctata cttcgtgtca acaattgcta
  4957861 ttttcttcgc aaacttagga ctggcagaag ctgagcgtcc tgaactatta acacgttcat
  4957921 tcgaccgcgt tatgctcgtt aaaaacttag gtttatatgt acaccaagtg tatgaccttg
  4957981 gcttacaagc aaaatcaagt tcacaaaaag catttgctga cggtagtaag ttacaggaaa
  4958041 cagagaacta cgtaaaaaca acgcaaagca aaccagatcc aaatatgttt ggtactgcaa
  4958101 aagggaaaaa cgtaattgtc gtctctcttg agtcattaca aacattctta attggtgcaa
  4958161 cagttaacgg acaagaagtt acaccattct taaaccaatt tacgaaagaa agttattact
  4958221 tcgataactt cttccatcaa actggtcaag gaaaaacatc tgacgctgaa ttcttagtag
  4958281 atacttccat gtatccacta gaccgtggtg ctgtattctt cacacacggt aacaacgaat
  4958341 acacagcaac tccagaaatt ttacgtgagc aaggatatca cacatctgta ttccacgcga
  4958401 acaatgcaac gttctggaac cgtaacatta tgtatccggc acttggttat gaccgttact
  4958461 acaacgagct tgactacaag attacgccag aaacaaaatt aaattgggga ttaaaagata
  4958521 tcgagtactt cgatcaatct atcgatatgt taaaagaagt gaagcaaccg ttctacactc
  4958581 gcttccttac gttaacaaac cattacccat tcacttatga tgaaagcaca aaattaatcg
  4958641 atgaatacaa ttctggtgat ggcgtatttg accgttacat ggtaactgct cgctatttag
  4958701 acgaagcaat gaaacacttt attgagcgtc taaaagcaga gggtatttac gacaactcaa
  4958761 ttatcgtatt ctacggtgat cactacggta tttctgaaaa ccataaccgt gcaatggcac
  4958821 agttcttagg aaaagaagaa attactgcat ttgaccatat gaacttacaa aaaacaccga
  4958881 tgtttattca cgttccaggt caaaaagaag gtaaaacaat ttcaaaacca actggtgaaa
  4958941 ttgacattaa accaacaatt ctaaacttac ttggtataga ttctacgaat caaattcaat
  4959001 ttggtcatga tgtattctca ccagaaaata aaggatttgt tgttcttcgt gacggtagct
  4959061 tcgttacaga taagtacatg tatacgaaca gtacattcta cgaccgtgct actggcgaag
  4959121 ttgtacaatt accaaaagaa gaatctcaac cactcattga tcgtgctcaa aatgaattga
  4959181 acatgtctga caaaatcatt gaaggtgact tacttcgctt ctctgaaagc aacaagacaa
  4959241 aaactggtga agtaaagaca gctattaaag aagaaaagaa gagcgctgag taatctcagc
  4959301 ctcttttttt atatttctcc atacaatcac ttatattcat taactttaac attacataat
  4959361 ctttaccaaa tattcacata gagttaatga agcatctcta taataaaata tgtaaacaag
  4959421 gttctatata tttcttatct ctcatctgta ataagatccc ttaaagaaat atgtgaatcg
  4959481 tttatttcta ctttcttata attgtctttc aatatgtttt gtttccatac acaaaacatt
  4959541 caataagacg atgtccctat gaaagatagc taccctcctt gtgcagcatt ccataagaat
  4959601 gttgcttttt tttatttaaa agcaggattc ttatttctta ttttcgaatt tgtatataca
  4959661 aaatgctata aatcaccact acttctctac catttatcaa tacatatacg tcatatgtaa
  4959721 agagttactc acataaaaat tactatagtg atttttattc cgaatgaatt acagtttcac
  4959781 tttacttatg cacttacgaa aggatgggac gaaaattggc atatgaaaga tttgtacttt
  4959841 ggaatgatgc aattattgat acaacgaagc aaaaaacgta catagaactt gaagaaagag
  4959901 gcttgcagtt tggagatggt gtctacgagg ttattcgtct atataaaggg aacttccact
  4959961 tattagatcc ccatatcaca agattatatc gcttcatgga agaaatagaa ttaacactcc
  4960021 ctttctcaaa agcagaactg attaccctac tttataaact aatcgaaaat aataatttcc
  4960081 acgaagatgg aacgatttat ttgcaagtat ctcgtggtgt acaagctcgt acccatacgt
  4960141 tctcatatga cgtccctccg acaatctatg cttatattac aaagaaagaa agaccagcgc
  4960201 tatggattga atatggtgta cgtgctatat cagaaccgga tacacgctgg ctacgctgtg
  4960261 atatcaaatc attaaattta ttaccaaata tattagctgc tacgaaagcg gaacgaaaag
  4960321 gttgtaaaga agcccttttc gtacgaaatg gtactgtaac tgagggaagt cactctaact
  4960381 tctttctcat taaaaacgga actctttaca cacatccagc taatcacctt attttaaatg
  4960441 gcattattcg tcaatatgtc ctttctttag cgaaaaccct tcgtattcca gtacaagaag
  4960501 agcttttcag cattcgtgat gtttatcaag cggatgaatg tttctttaca ggaacgacga
  4960561 ttgaaatttt gccgatgact caccttgatg gaaccgcaat ccaagatggt caagttggcc
  4960621 ctatcactaa aatgctgcaa agatcatttt ctcaaagttt gttacaatcc aacatgtcat
  4960681 cctcttaaac acgaataatt tctatccttt ctacattcaa tatatgtatt taaatggaaa
  4960741 tcaaggtata gatttatgcc ttgatttttt cttgtaatct ttttgtcata ttcagattcc
  4960801 cgcataagtc ttgacagtaa tcgacatgct ctttagaatt tttaacagtt ggtaaatatt
  4960861 tcttcactac attacagaca gaaaggaatc gacaaattat gaaaaaatac cttgccggtc
  4960921 ttgcggcagt gtctgtagca ggaggagcag cacctacact tgatagtgtt caagctgccc
  4960981 ctgaacaaaa tacacaaaaa aactgctaca actgtccaag cttctgcatc aaacagctca
  4961041 tcttatacgg taaacgctag cgtattacat gttcgtgcag gatcaagtac ttctcacgac
  4961101 atcatctctc gcgtttataa cggtcaatca ctaaacgtga ttggcgaaga aaatggttgg
  4961161 tacaaaatta acattaatgg aaaaacaggc tttgttagtg gtgaatttgt atcaaaaaat
  4961221 ggtacaagca attcaaatgt aagtacaaca ggtggaaaaa ataaagttac tgctgatgta
  4961281 atgtattacg tgtacgtacc gctcctaaca cttctagttc tgtttcagga cgtgtatatg
  4961341 aaggacaaac attaaacgta attggtcaag aaaatggttg ggtaaaaatc aatcataatg
  4961401 gacaagttgg ctatgtaagt ggcgaattcg tatctggtgt ttcttctaat gcaggttctt
  4961461 caaacagcaa tacgaataat aataaccaag aatctgtaaa accagcaagc ggaaactata
  4961521 cagtaaatgt atcttccctt cgtgttcgta caggccctag cacttctcac acaactgtag
  4961581 gttctgttac aaaaggacaa gtagtacaag ttgttggcga agtgcaagat tggttcaaaa
  4961641 tcaattatgc aggtcaaacg gcttacgtaa gtaaagacta cgtaacaaaa ggcggttcta
  4961701 gcgataacgt tacacaagga aacaaccaaa ataataatca aaacaataat gtaactgttc
  4961761 aaactggtgg tacttacgtt gttaacgcaa catctctacg cgttcgtaca ggtcctgcta
  4961821 cttaccatag cgtaattggt ggcgtattaa atggtacgac attaaacgta attggctctg
  4961881 aaggtagctg gtttaaagtt aactatcaag gaaaaacagg ctacgttagt agcgaattca
  4961941 tgaaattcgt taaaggtggc actactactc ctgagcaacc aaaacaacct gaacaaccta
  4962001 atcaaggtgc aattggtgac tactacatta atgcttctgc cttaaatgta cgtagtggtg
  4962061 aaggtacaaa ttatagaatc ataggcgcac ttccacaagg acagaaggtt caagtaatct
  4962121 ctgaaaactc tggatggagc aaaattaact acaacggtca aactggttat atcggaacac
  4962181 gttacctctc taaaacacca gttggaggcg cagtagataa taataagcct aacaacaacc
  4962241 aaaataacaa tcaaaacaat aacaacaata caggtaataa tagcggcaac agttcttcca
  4962301 tacttgcata tgcaaaagga atgcaaggcg taccatacgt ttggggcgga acttctgcta
  4962361 acggtgtgga ctgcagtggc tacatctacc atgtatttaa gaaatttggt cataacatta
  4962421 gccgtcaaag tgttgcggga tattggggta gcctaccaca aacttcaaat ccacaaccag
  4962481 gcgacttaat ttatttccaa aacacttata aatcgggtcc ttctcacatg ggtatttacc
  4962541 ttgggggcgg atcatttatc caagctggag ataaaggtgt agcaatcgct tcattaagca
  4962601 attcttattg gagtaagcac ttcttaggtt atacgaaagc accttaagtt atatttttag
  4962661 agccttctag attactagat ggctcttttt attatgtttc acctatatcc ctcaaaaaat
  4962721 aatgtatcta ttttcctatt tcatacacta tattctacaa taatgatcca taacgttatc
  4962781 ataatgtata ttttcacata aaaaacataa cctatttcat gcctattcat tttatatgtg
  4962841 ttttttcaaa gaattttctt tttatttaaa cttttcgtta gacgtttgac ctccgatgtc
  4962901 cattatgata agttacttaa gatgttatat ttgcagaagt atagacaact gtgttataca
  4962961 tttttttact atgaggaagg agcatacact gcatgaatct tttatgggga attggcggcg
  4963021 tgattggagt attagcaatc gcttttttac tatcttccaa ccgcaaagct attaattggc
  4963081 gcacaatttt aatcgcgcta gcattacaaa tgtcattttc atttatcgta ttacgctggg
  4963141 atgccggaaa agcaggttta aaacacgctg cagatggcgt tcaaggatta attaattttt
  4963201 cttacgaggg aattaagttc gttgctgggg atttagtcaa cgcaaaaggc ccttggggat
  4963261 ttgttttctt cattcaagca ctacttccaa tcgtatttat tagttcatta gtagcaatct
  4963321 tatatcattt cggtattatg caaagatttg ttagtgtcgt tggtggcgca ttaagtaaac
  4963381 ttcttggaac ttctaaagca gaaagtttaa actcagtaac aactgtattt ttaggacaaa
  4963441 ctgaagctcc aatcttaatc aaaccttact tagcacgttt aacaaatagt gaattcttcg
  4963501 ctattatggt aagcggtatg acagctgttg ctggatcagt tcttgtcggt tatgcagcaa
  4963561 tgggtattcc gttagaacac ttattagcag cagcaattat ggcagctcca tcaagtttat
  4963621 taattgcaaa attaattatg ccagaaacag aaaaagtaga taataacgtt gaactttcta
  4963681 cagaacgtga agatgcaaac gttattgacg ctgcggcacg tggtgcatct gaaggtatgc
  4963741 aacttgttat taacgtagca gcaatgttaa tggcttttat cgcattaatc gctttactaa
  4963801 acggtttatt aggattaatt ggctctctgt ttgatattaa acttagtctt gatttaatct
  4963861 tcggttattt actatcacca tttgcaattt taatcggggt ttctcctggt gaagctgtac
  4963921 aagcagcaag ctttatcggt caaaaacttg caatcaacga attcgttgca tacgcaaact
  4963981 taggaccaca catggcagag ttctctgaca aaacaaattt aattttaaca ttcgcaatct
  4964041 gtggattcgc aaacttctct tctatcgcaa ttcaattagg tgtaacagga acattggctc
  4964101 ctactcgccg taaacaaatt gcacaattag ggattaaagc agttatcgct ggtacattag
  4964161 caaacttctt aaatgcagca gttgcaggta tgatgttcct ataaaataaa gcaaagtccc
  4964221 ctctttctaa agaggggact ttttattata ttttctcgat atatattaaa tactttatgt
  4964281 cgaaatataa agacattatg atacaataat tagtaagtct gtttattttt tcttacaaaa
  4964341 gagaaatact acttgttgtt gctctacaaa ataacctagt catccggtct atttcttaat
  4964401 aattgcgcat actacaagta tccttgcatg aattaccttt aaggaggaaa gttttgtgaa
  4964461 agataactac tataaattcc tctctatgtg gattttacaa attttatttt attttatttt
  4964521 acaattgtac atgtaacaca atatgagcat gctctcattt ttacaattat atatgtaatt
  4964581 gttaatgtac tatttctatt tttgcctgat aaaactgcat ttgttctctt catattagga
  4964641 accattattt cggtattcta cctgttctac caagcatggc tttacttgtg gagtacatca
  4964701 gaacaatggc aatacattat tactcacttc ctaatggcag caaacttctt cattgtatat
  4964761 atctccactc atctattaaa gaaggttatt catgaaaata aagaattaac cgaacgtgtg
  4964821 agaacgttag aacaatacat tggagaatcg aaattattaa caagacaaga gttcgaaaga
  4964881 cgacaagcat tattaatcaa tgcaatgaat cgtcgtaatg aaacaggcgt tatgatttat
  4964941 tttgacttca cttcctttag taaatatacg aaggaaagtg ttatggatcg cgtagcttca
  4965001 ttattagttg gaacggtaag agctgacttt gaccttgctg ctaaatataa taataatacg
  4965061 ctcgttattt tattacagaa tacaaatgaa gccggtgctg acattgtaat gaaccgccta
  4965121 aagccaaaaa tggagcaatg gcttgctgct gaagcgatcc aagatataaa aatttcacgc
  4965181 gagcaaattg ggaacaaagg acagacgtta ttatgatgac gctcgttata cttcttttat
  4965241 tcctcctgtt ttgcgtactt gttttttgga ttagcatcac attttcgatt aagtatgtac
  4965301 ttatttttac agcctttcta ttctctggct tacttgttta ctattccttc ttaacactcg
  4965361 caggtctagt tcaccgaaat agtaaacgaa aagatcgtac gctagaacat tacccaagcg
  4965421 tcgatatttt aataccagct cacaatgaag gggtcgttat taaagatact ttagaggcga
  4965481 tggcgaagat tgaatatcca ggcaagctaa ctgtttattt attaaacgat aactcgcaag
  4965541 atgagacacc tgaaattggt gacgattttg acaaagctta tgctcatatt cgtcacattc
  4965601 gtgttccacc tggtgaacca aaaggaaaat cacgtgtatt aaactatggc cttagtattt
  4965661 cagatggtga atacttctgt gtttatgatg cagataacca gcctgaacca catgcactac
  4965721 gaatgctcgt agaacacgct gaaacaaccg aggatgctgt tggagctgtt ggacatgttc
  4965781 gtactgtaaa tgaaaacaga aactggctaa cacgaatgat ttcgttagaa tttcaaatct
  4965841 tccagctcct tatgcaatcc ggacgctgaa ttaacattac gaattacaca aaaaggctat
  4965901 cttttaccaa tcgttccaga atcggttaca tgggaacaag aacctgaaca tttaaaaatc
  4965961 cttattaagc agcgtacacg ttggctccaa gggaacttgt acattttaga aaaaatgttc
  4966021 tcttcattaa gtttctttaa aggaaaactt ctcgtccatt ctttacaaca agttttagtg
  4966081 tatgttgtct tttggttatt cttaatcatt tcgaacgttt ggtttgtaat tgggttactc
  4966141 gggatattcc aaattcaata tagcattccg ctactattca tgtggtatgt cgcatacatt
  4966201 acatatgttt ctcaattatt tagtgcccag agtgtggaac gaacctttac accaactaat
  4966261 atttttatta gtgtgatcat gtactttacg tacgcacagc tctttacgta cttattcatt
  4966321 cgtagcttaa tcttatactt acgtgcaaag agcaagaaac aagtcattgg ctgggacaaa
  4966381 actgttcgat tcaaaaaaga taaataaaaa taagcacaga gcgccgtatg ctctgtgctt
  4966441 atttattgcc gtataaaata tatatcagac aatacccctt agctgaaagt aatttcacgt
  4966501 ccatccccca acgaacgatc gaccttcatt tatatacgaa aaagtgattg ctatttttgt
  4966561 agaaccaatt gcttctcttg ttgctcttta cgcgtttcag tcttaggttc cgtgctttct
  4966621 tggacactac gatgtgccac acgtttcaaa caaatatgct tccactttct ttcgtaacgt
  4966681 ttcattattc tagatgtccc ccttgaatac gctttaaaac tatttgaaat cgcttacagg
  4966741 aaataatata gcacatatat ataaacgtga caacacattt ccgacaattt tttgtcaaaa
  4966801 atacgaatag aatttgcaaa acatcgaaca ttgtcgaaat atatcgattt tcattcgtat
  4966861 aaaaggcata ctactaatat agtaaagtat tttatttccc ttacttgcag ttcaagttcc
  4966921 ttctattatt tatgacgctt catacgtcct tctttttgta actctttaaa taaggctgcc
  4966981 atcataaaga aaataacaaa aacgaatggg aatgctgcaa tgatagctgc cgtttgtaag
  4967041 gcctctaagc cacctacata taataagata gaagctaagg ctgctaaaac gataccccag
  4967101 atcattttaa tgcggtttgg cggatttaaa ctaccatgtg ttgttaacat tcctaaaacg
  4967161 aatgtcgctg aatctgcaga tgtaataaag aatgtagaaa taagaagaat agctagaaca
  4967221 gataaagccg atccaaagct tcccatctgg tcaaacatag cgaataaccc tacttctgtt
  4967281 cccatctctt tcactttttc aaaaatatgt gcatcaccga acagctccat atgaatacca
  4967341 gttccgccga aaacagagaa ccaaagggca ccaattacgg tcggtacgag taacacaccg
  4967401 ataacaaact cacgaatggt acgtcctcgt gaaacacgag caataaatgt acctacgaat
  4967461 ggtgaccatg caatccacca tgcccaatag aaaattgtcc acgattgaat ccattggttt
  4967521 ccaccttcat ctaatggact taatcggaaa ctcatgcttg gtaattcctg aatgtaagca
  4967581 ccaattgttg aggtgaagta attcataata aagtttgttg gacccacaaa taatacaata
  4967641 atcataagtg caaatgccaa aataatattc gtattactta aatatttaat tcctttatca
  4967701 agacctgttt gcgcagataa cataaataac actgttacga ttgcgataat aactaactga
  4967761 gtcgttaatg aattcgggat ggatgttaaa taactaacac caccggcaat ttgttttgca
  4967821 ccaagaccta atgatgttgc cacaccaaac acagtcgcga aaacagctaa cacatcaaat
  4967881 aaatgagcaa tacgtccatg gtccccgcct ttaaataacg gtcctactgt cgcactaatt
  4967941 gtacttgctt ttccttttct aaaagtaaag taagcaatac aaagcgctac aaatgcatat
  4968001 agtccccaag gatgtaatcc ccaatggaaa aatgaaaaac gcagtgcaag acgtgcactt
  4968061 tcctcagttg cactctctcc aaacggaggt gcatacaaat ggtttaatgg ttccgcaacg
  4968121 ccccagaaga ctaagccgat acccatacca gcactaaata acatagcaaa ccatgtcata
  4968181 taactataat caggctcgtc atcatcttta cctaaacgaa tagaaccgta tttcgaaaca
  4968241 attaaaaaga tagacacacc taaaataata gaaacagaaa taatatagga ccatccaaac
  4968301 ttactaacta atgcagtttg aattgcggtt gttacatttc ctaggctacc ttttccaata
  4968361 atagattcgg gaataatccc ccaaagtgta aatgcaatac ataatgttaa tgaaacgatg
  4968421 aatgtttttg tcagtttcct catcaaatcc cccttcgtag gtttcacttt tgtaaataac
  4968481 ataaattccg atatgtaaaa tcggatagaa aactatgatt tttgtggtga ttttcttact
  4968541 ttcaccttca ccaattcgaa ttcttatgga cagccttacc ttccgtataa ccttttcact
  4968601 ctacaagagc tataagatcg aaatactgct gtcaaattgt gcgagaaaaa tgcggatggg
  4968661 aatgtatttc cccaaaaaaa ggtgtgttac agatgtaaaa aagggcattt ttcttccttg
  4968721 caaccctttc tttttgtaac aattatgcgg tttttttgct agtatatagc acgtgtttat
  4968781 agtttcacaa atgaaatgtt tatgtttata taactatatt acccataaaa cggtaaaata
  4968841 ctcaaggaat gtaatcgttt agtaaacatc atgtaacact cctgtaatat ttttatttac
  4968901 gacgaaaaca atatgttgta ttaaatattt tgaatataag tagaaaccta ctaatcatat
  4968961 agagtgaaaa acgctttcct atattttttg ttatattaca gcatgttaac gacttattac
  4969021 gaatggtttg taattgtgtg ttttcccgaa atccgaaaaa atctgttgct ataatgagga
  4969081 cacgaaaaca aacgcaatgg aggctatcat gaaaaaatta attggaatag caacagcagc
  4969141 agtttttggt cttgggattt tcacatcatc tgctaatgca gaaactgttg taacaacaga
  4969201 cgtactaaat gtacgcgaaa accctactac tgaatcaaaa gttgtcggta aattactaaa
  4969261 cggtaataaa atagatgttc aaaatacaga gaacggatgg tcaaaaatca ctttagatgg
  4969321 taaagacgca ttcgtaagtg cagagttcac aaaaagcatc tactacgtaa cagctaacgt
  4969381 attaaacgta cgtgctgaag cgaacacaga ctcagaaatc cttggaacgt tgaagaaaga
  4969441 tgatatgatc gaaacaacga accaagtaca aaatgagtgg ttacaatttg aatataacgg
  4969501 gaaaacagct tacgttcacg ttcctttctt aacaggtaca gcacctgtta ttgagaaaca
  4969561 agaacaacct gctcctgcta aagctgtagc gccagctaaa gcacctgcag cacaagcaaa
  4969621 acaagctgct aagcctgctg taaaagctgc taacactagc gcacctgctg gtggtcgtga
  4969681 gttaacagtt gtagctacag catatacagc tcatccgagc gaaaacggtg gcacatacgg
  4969741 cggccgtgta ttaactgcaa tgggtcatga cttaacagcg aacccaaaca tgaaaatgat
  4969801 tgctgttgat ccgaaagtaa tcccattagg atctaaagta tgggtagaag gttacggaga
  4969861 agcgatcgct ggagatactg gcggtgcaat taaaggtaac cgtatcgaca tcctacttgg
  4969921 atcagatagc gctgctcaaa aatggggacg caaaactgtt aaagtgaaaa ttttaaaata
  4969981 accaatgact gctgaagcca gttctctttg ttgagagctg gcttttattt ttttataata
  4970041 gctataaggg ggctatactc atgaatgtac aagcaaaagt agactggatc ggtacaccaa
  4970101 aaccgtatat atataaagat gcagtaacat atgacgctac ttctattgat ttttcactca
  4970161 ctggcgacga caatcgctat aaattaattg tgctcaagtc tgaagaaaat acacattaca
  4970221 aatttgtcca atatggagtc aaacccggct cacaaaagcc attccctatc gacattccat
  4970281 ttgaacaaaa tatggtacca attatagagc aaatattaca tgatccatat gtacaagcga
  4970341 tattaaaaga gacgcgctca taattgtaaa aaaatatatc aacggtttga cacgaaatat
  4970401 tgagtagata caaaataaag aggctgttca aatattgaac aacctctctc atattaacga
  4970461 gttggattag atatttcctc tgacttaagc gtattattcg ctccaagaga atggtacaat
  4970521 atctttccat ttccattcac agtaacgata tgttcattat taaagctttt gaacttcaca
  4970581 gagccatcac cgtaacgaat atgatattct tcatatgttg ttactttata tttcgtagca
  4970641 ctttgacgct ctacattacg aatttccatt gttaataaat cttctgtaat tccttttttg
  4970701 tgtaaatatt gtatgtaatc acggtcttcc ttgtacgatt ttccgctctt atcataatta
  4970761 ttttcaatta gactaaaatc atttaatgaa atcgcacgca cattatcata aagatgattt
  4970821 cgtacaaagt caccgacagc cgaacttgat gtttctttcg ggaattttaa gtaatacgtg
  4970881 ctttggtctc caattttaat actttcagat ttcactacac cgaaatcagt agctttctct
  4970941 aagtgtacct ccactgtttc gtctgtcgat acaggaccaa gattataact tccataattt
  4971001 aatttcccac gttttttacc gttcacaaac acagttgcat cattttcatc agaagaaatc
  4971061 gttacatact ttccttctaa tgataattta acatccactt tcgcctcttt tccatctgcc
  4971121 aagtccactt ctttttctgt ttctaactca gttagttccg tcttcgcttt tgcctttaca
  4971181 acgtaagagc cagggaagta tggaccgact tcttttgaag ttttatcact tgatagctct
  4971241 gtctctttct tatcattcac atatatttca gcacttttcg cagttgtgct tacattcata
  4971301 taataagatt tcatgttaaa tttatacttt ggatataaaa accattcttt cccgtcttct
  4971361 ataatttgac catctttaaa tgatgcttta tcacttgcta gcttttgatc tactgtctct
  4971421 ctttgtaaat aagatagcag ttctttatta taagaaggat tttcttttaa ataacgaata
  4971481 tatcccttaa tatcgtcagc tttcattttc aaacccggat catctacttt tacaaactca
  4971541 tcaattgcat tcgcatcttt cttttggaat gcttcaatca tagcattgac ctgcttttct
  4971601 tttgaaaact tacttccccc aaatttatac gcaccaaaca atatagcaaa gataacaaca
  4971661 aagcctataa gtaacattat atttttctta cttttcactg gctttatttc tcgttgtact
  4971721 tctgaacgag aagaagcagc ctgatcagca attacatcta ccttacttcc acactcggaa
  4971781 caaaagttca aatgatccgc aactttttta ttacatttcc cacaaaactt caaatggctc
  4971841 tcccccttat tttttcccta acttcatacc tgcgaatgtt aatgcgtacg aaagaagaaa
  4971901 actccctacc attaaataca gcgtgctact ttgaatagag aacaatggtc cggaaatccc
  4971961 agcaaattct ttcataactt ctttactccc tgaggcctca atacgaattt tggccaaccc
  4972021 atttacacaa agcatcatca cagtatacac cgcactaaac acagcaatag ttacgtacat
  4972081 atttttcatt ggatattgag ccagtttcat ccctgctcta aatagtaaaa tgcatggtag
  4972141 tacaattaat aacccccacc agtgcatgta ggaattgaaa tcatcaattt cttttactcg
  4972201 tttaagattc gctccattag cgatttccag atcttttaat gacgtaccat ttattgatat
  4972261 tcctgacgta taagatagat gcaatggacc tttttccatt gagtatcttc tcatttctct
  4972321 atccatatct ccccattcaa ttgctgttgg agcaaagtga gccatattcc acatgtatgg
  4972381 tgttgcttct aatgaaatga atgttttata tgttttctct ggaaaatcaa ttggtccgac
  4972441 tgactttgaa ctgctaaata aaattgtaat aagtataata ccaaatgtaa taagcaatcc
  4972501 ttttaataca gttaccacac tataataaat agatgttgca tatggaatac ttcgactcat
  4972561 agaagataat agatggtgtg gccctgcctg aatacacata ccaataaagg taaataataa
  4972621 accaaatata atgccataca ataaactact aacatgtgaa taaccaatac tgattgtcat
  4972681 cgttttatag aattgagaaa ttgtcgtaga agaacttgcg ataaagctga caatacacaa
  4972741 gaaaacccca tatacaatgc cgataacact tgatgttagt aacttctcac gccaaataac
  4972801 agaagggttg cttctctcta caaagaatcc aattccacct aatataagtg ctggaattac
  4972861 taacaagatg aacaatggga aatgaaggat aaatgacatc gcatattccc cgctcccact
  4972921 aacttcaaga cctattaagt gatacattaa aattaatggt gctatgccaa cgaaagattg
  4972981 attaacagta tccatattta gcataccatt catctttgta aacatcgttc tcactaggtc
  4973041 gttaatcgct gcatcgacaa ttaggctacc aatccacccc gctataaaca tacatgcaat
  4973101 tgcaagccca ccaccaagta aacctttttt caaagtgctt ccagatggac ttacatgtaa
  4973161 ttggaaactt tcgtctggta atctcgtttt catttctttt ttcataatac ctaataagga
  4973221 atccccgcat ttctcacaat acgtagcagt ccctttactt tctatcccgc acgttcggca
  4973281 atactttgag tctttcggtg ctaacgtaac ttcactttct acactacctg tacttgatcc
  4973341 atcatgtgta caataattcg ctacatccga ttgttctaaa ccacaagttt tacaatacat
  4973401 gttcctcact ccttactttg cttcatacca caaactggac agaatgtagc ctctgttgca
  4973461 atttgttcac cacatgaagt acatgattca ttttcatcat tttttgattg aaggagtaac
  4973521 tcattttctt tcccacactg tccacaaaac ttatcattta ctgataatgg gccgccacaa
  4973581 ctacattgcc ctttctgtcc ttgattctgt aaattagcta tttgcttacg cgtattataa
  4973641 atagctacat ccagctcttg tactggttct ataatatttt ttaacatatc tactcgaact
  4973701 tcatcattgc ggagttgcat atatgtcgtt tgaccaagtt ccagcaaaat ttccgttttc
  4973761 gcctgtagtt tctcttgcgt aattttcttt aattgcgcaa cctcttgagc tacttgtaat
  4973821 ttcatcttcc cttgctctat tccctcttgc aatttgttca taccgctacc aaacttcgat
  4973881 tgtaaatctg acaaaactta atccatccat aaatatatag taatatacaa aattaacatt
  4973941 ttatatatta ccatgatttt caagtaatgt aatctaaatt tcattttttc tgttttgagc
  4974001 attttttgtt tataatggta aaggaaagaa atatgtgtac ggaggaatat tatgctgcaa
  4974061 cactcaatta cgaaagatga aattatgatg attgcgaatg agttcgttca aggactagat
  4974121 ccacagcaaa cagctgatca ggaacatgtc gctacagctc ggcacctata tcgtagtggt
  4974181 gttgtctaca acgttgactt tgatggctat acgctatcag gaactgtaga tgctgaaggc
  4974241 agcgtatata gcgtccatat cccgattcgc aacgtcgctg aaagctattg cgattgcttc
  4974301 gcaccaacgc aatgcgagca tatgctcgct gtgttactat cggcagcatc tagtttcggg
  4974361 caagtaggag atgtattaac tttatttaaa aataatacga aaccttccct tcctcctatt
  4974421 cgaactgcaa gacaagtatt gcaatcatca gcttttgaag aaacggatta taaaagttgg
  4974481 caatcgtatt ttgataacga atatgaatca tttaaaaaag aacaagctcg gcttacttat
  4974541 aaacaaatgt attttcttat gagtattttt acggacttct atacaaaact cgagcggaaa
  4974601 gctccacgta tcgttgtgat acatgagttg ttcaggctac atgcagcact ttattgcttt
  4974661 caaaaattat tagaagaaat tcaggaattt gaaacaaata aaacgtattc ttatcaccag
  4974721 cctgttaacg tcgttcgtat ctttgtagat aaagtggaat ccatcgttcg ggacttacaa
  4974781 tcagaagcga cttcttcaga gtctgaagca attttgcaag aaacagctcg tctcgttcat
  4974841 gaagtattct tctcgaccga cgcctatacg caagagagat tttttattta tcgtcacata
  4974901 tggagtgaac ttttacacaa taaagagcaa attcgtgaag aagaaaaacg aatcgatacg
  4974961 aaaatgaatc cactttccaa agcgttagca tcttctcatc tactcttttt aaatgacgaa
  4975021 gatctattag cgatggactt attaaaaaaa catcctgctt ctgttgtaag tctgtacttt
  4975081 tactggttag aagagctatt aaatgcaatg aagtgggatc gcgcgaaaag ctggctttcc
  4975141 tttacgtata aacaagtaaa aacaacgata caggagcaag aaaatacgat tttcataaaa
  4975201 gatatcgttc gcttatttgt tatcatgtat gaaacgtatg caacccatac aaatgaacaa
  4975261 gcaggactcg aaatgatttt gcaggagcta ttaccatata gtttcgcaaa ctatgaacaa
  4975321 tacgtgctcg cgaaaaagca gtatcgcaca tggacggaac ttcagctctt acacggtttt
  4975381 gaagcgattg aacttttaaa agagccgctg aaagatattg aaaaggaagc accagaagca
  4975441 gcacttcctc tttatcacct ggctgctacc gaagccattg aagagcgaaa tcgtaaagca
  4975501 tatagacgtg cagttcgtta cttaaagaaa ttacgtacat tatataaacg attaaagcgt
  4975561 accgatgaat gggatgcttt cattattcac atcgcaaact tacattcacg tctgcgtgca
  4975621 ctacaagagg aattacggaa aggaaaatta atcgatgatc aatcaaactg aagtaacaat
  4975681 taggctccag cacgttagtc acggttggtt cctttgggga gaagatgata gcggtactcc
  4975741 attatccgta acaagttgga aacgaaatgc atttacatgg cactccactt ccttctacgg
  4975801 cacgtttcta aaagaagcaa cctttgaagg aaaacaaggt gttatgctaa caaacgcaca
  4975861 agcatttgaa tacatcgcga atcaaccgat gaactccttt gcccgtattc aaatgaacgg
  4975921 ccctattaca gcacttacga aagatgcgaa cgaattgtgg gatgccttca caagcggtag
  4975981 cttcgtacct gatatggagc attggcccaa acaaccatct tggaaagtac aacatacacc
  4976041 gattgaagat gacacattag catctctttt ctcatccgcg gtaaatgaaa gcatattaca
  4976101 agataaccgt tcaaacgacg gatgggaaga tgcaaagaga ctttatgaac attacgactt
  4976161 tacgaaaaga caattagacg cagcactaca tgaagaagat tggcttcgaa aaattggtta
  4976221 cattgaagat gaccttccct ttacaatcgg actacgacta caagagccgc aagaagaatt
  4976281 tgaaatgtgg aagcttgaaa caattattac accaaagcgc ggggcacatc gcatatatgt
  4976341 atatgagagt atcgattatt taccaaaacg atggcacgat tatgaagaac gtattcttga
  4976401 aacacaagaa ggcttcagta agctcgtacc gtggttaaaa gacggggata cattccgaag
  4976461 tgaactcttt gaaacagaag cttggaactt cttaacagaa gcaagtaacg aactactcgc
  4976521 cgcaggtatt acaatcttat taccatcgtg gtggcaaaat ttaaaagcga caaaaccaaa
  4976581 attacgtgtg cagttgaagc aaaatgctac gcaaacgcaa tctttcttcg gtatgaatac
  4976641 actcgttaat tttgactggc gcatttcaac gaacggtatt gatttatcag aaagcgaatt
  4976701 tttcgaactc gttgaacaaa acaaacgatt attcaatata aatggtcaat ggatgagact
  4976761 ggacccagcc tttattgaag aagtacgaaa actcatgaac cgtgccgata aatatgggct
  4976821 cgaaatgaaa gatgtccttc agcaacattt atcaaacacc gctgaaacag aaattgtaga
  4976881 agaagatagt ccatttaacg atattgaaat tgaactagat ggatattatg aagagctatt
  4976941 ccaaaaacta ttgcacattg gagatattcc gaaagtagat gtcccttctt cactacatgc
  4977001 tacactccgc ccgtatcaac aacatggcat tgagtggtta ttatatttaa gaaaacttgg
  4977061 attcggcgca ttgttagctg acgacatggg acttggaaaa agcattcaaa cgatcactta
  4977121 cttactatat ataaaagaga acaatctcca aacaggacct gccttaatcg tggcaccgac
  4977181 atctgttctt ggaaattggc aaaaagaatt tgaacggttc gcaccgaatt tacgtgttca
  4977241 gttacattat ggaagtaata gggcgaaagg cgaatcattt aaagacttcc ttcaatcagc
  4977301 agatgttgta ttaacatctt atgcattagc tcagcttgat gaggaagaac ttagtacgtt
  4977361 atgctgggat gctgttattt tggatgaagc acaaaatatt aaaaacccac atacgaaaca
  4977421 gtccaaagca gtgcgaaact tgcaagcaaa tcacaaaatc gcattaactg ggacaccgat
  4977481 ggaaaaccgc cttgccgagc tttggtctat tttcgacttc attaatcatg gatatctagg
  4977541 tagcttagga caattccagc gccgcttcgt ctcaccaatt gaaaaagacc gtgacgaagg
  4977601 aaaaatccaa caagttcaac ggtttatctc gccgttttta ctgcgccgta cgaagaaaga
  4977661 tcaaacagtc gcattaaact taccagataa acaagaacag aaagcttatt gtccacttac
  4977721 cggggaacaa gcttccttat atgaacaact tgttcaagat acattgcaaa atgtagaagg
  4977781 attaagcgga attgaaagac gcggatttat attactcatg ctgaacaaac ttaaacaaat
  4977841 ttgtaatcac cctgctcttt atttaaaaga aacagagccg aaagacatca tcgagcgttc
  4977901 catgaaaacg agcacgctaa tggaactcat tgaaaatata aaagatcaaa atgaaagttg
  4977961 tttaatcttc acgcaataca ttggtatggg gaacatgcta aaaaatgtgt tagaagaaca
  4978021 tttcggtcag cgcgtcctct tcttaaacgg tagtgtaccg aagaaagaac gtgacaaaat
  4978081 gatcgagcag ttccaaaacg gaacgtatga catcttcatc ttatcgttaa aagcaggtgg
  4978141 tacagggtta aacttaacag ctgccaacca tgtcattcac tacgatcgtt ggtggaatcc
  4978201 agctgtagaa aaccaagcaa cagaccgtgc atatcgcatt ggtcaaaagc gtttcgttca
  4978261 cgttcataaa ctgattacaa cggggacact tgaagagaaa atcgatgaaa tgttagaaag
  4978321 aaaacagtca ttaaacaacg ccgtcattac aagcgatagt tggatgaccg aactatctac
  4978381 agatgagcta aaagaattgc tcggtgtata aagtgaaact ttaatcagtg ggggttttct
  4978441 tcatcccaca ctgattatca gccctaacca atcggacttt aatgggcagc ccgcccccca
  4978501 cctaacttct ttgctctcgc tgaattttga ggtgggggtc ttactgccca ttaaagcggg
  4978561 ataaacaaaa ggagctaatc tcacaagatt agctcctttt tctattccaa aaccaattac
  4978621 ttattataat ccctgttagt ccgccgcacg tatccagtaa tgaatcttgc cacatcggtg
  4978681 tacgatcccc cgtagtccat tgatgaattt catcaaatgt agcataaccg gcaacgaaaa
  4978741 ggagagcgta taggaaacac ctttttcttg aataacccga tcgatgaaaa gcataatacg
  4978801 tcaatgaacc gagcataaag aataccataa aatgagcacc tttacgaagg aaaaactcaa
  4978861 taaatccgcc tacaccttta tttgcaatgc taacaggtgt accaccgccg taatcgatag
  4978921 atacccatga aaaatgctct ttcacaaact caacatttac atattgttca atatccgaac
  4978981 gcatatcctg ctttttatat ggttgtgccg aggaataaaa aatcagcccc atccatagta
  4979041 aaacaggaat ccaaaataac catttacgat tcattcttcc gaaacccctc tcttattctt
  4979101 ttaagagtac caaaaaaaag aataaatttc acgccaaaac atgacattca caccctattt
  4979161 atatagtgaa agggggtgat aaacatgcca gtcgaaacaa tcgtaatgga tttaacttta
  4979221 cgtcttgtct taaacaatgg cttagataag aacggaaaaa cagtttttaa gaacaaacaa
  4979281 tttaagcgcg taaaaacaaa cgcaaactta gagcaaatac aaaccgtagc tcgtgctcta
  4979341 gcttctttac aagcatcacc acttcacgct gtacaacttg ttagcacatc agatctttct
  4979401 agcctataag gtgaaacttt aatcaacact cacagctcga tcaataaaaa ggaggaaata
  4979461 acatatgcaa gtactagaat tgattttcgc gaaagaagac gggaaaacgg ttgttttttc
  4979521 tatcgagaaa ccaatcacac ccgtcgatgc acaagtcgta aatcaagtaa tggatacgat
  4979581 ccttgcctca tctgtatttt catcaattaa tgaaaatacc cgaaaaaagg gagctcgtct
  4979641 cgtagaaaga aatgtatctg aagttcccat tactttataa acaagaagac gaatctgcat
  4979701 cattttgcag attcgtcttt tttcttcggc atttcaattg gaataaagat ttttgaaaaa
  4979761 ccgacgcata catatttata atgttctccg ccgatatcaa attccgtctt atatgttgag
  4979821 aagaatatat aatcatctcg cttcgtataa tggtcgatta ataatccaac ttgcggctca
  4979881 acatattttt tcgccaactt cttaccagcc gatgctaaat caccaaggag accctcttca
  4979941 ttttcctttt gcacttcgtc tagcttctta cttacatcat tacgtttcat aaactgcttc
  4980001 gctgcccaat ccgtatattc acctttactt ggattactat ttgctaaata tactaaaaga
  4980061 acaacaacta gagccataat aatatacctt ttcttcatac tatctcaccg cctactcttt
  4980121 tctattttca tatatatgta caagcgatgc aaattagaaa gactaacatc tattgattgt
  4980181 aaacgaatag ccaaaattta caatatgaaa taaaagatta acaattaatt tacttaattc
  4980241 gtatataatt atattgagaa ttattatcat ttataaaggg ggaattaaat ttatgaatga
  4980301 cgaaaatgct attattattt ctaattctac aatgatgcta gagccttaca agcatccttc
  4980361 ttattgcaca aaaatgatcg acagtagtgg gaaccatctt tactcctgtc aaaccgctct
  4980421 ccagctcata aagaaatctt gtctaaccaa tgttcacact acttatcaag gcagacgtaa
  4980481 agcagttcaa acaaacttta atttcaaaca aaatgtccca attccaatta atcatagaga
  4980541 atatatttgt gctttcccaa cagagtctcc ttcttctcca aactgtatat ggctatttta
  4980601 taatcatata gatgacatag aatttttcaa acagagtaaa aaagctacta ttcatttttc
  4980661 aaatggcacg actacaacca tacatatcag tccccatagg ttaaaacaac aattattaaa
  4980721 agccggatat gtattatcac gtatgaacat gcaagattca ctacagttta aaaacctctt
  4980781 attacattta ctaccttaac aaaataagta gaatggaaag caatatccct tgccttccat
  4980841 tcttatgata ctatttatcc tcttaagcta tttcgcattt tctcaagcgc ctgccgatat
  4980901 atccacctca cttgataata ggtcatctct gtctctaaag cgatttcccc catcgtcttt
  4980961 cctacaaaaa aacgttcaaa aataatatac ttctccttct catctaatac actcataaaa
  4981021 tccttcgctt tcatttcaat atcttcaaaa tgaaagtgag cctcatactc tcctacacat
  4981081 acacactttt cttgcactgc aaactctttc ttcaatcttt ctaatatata accacgtaca
  4981141 gttataactg catatgcggg aaaacttccc ttcttcgcat catatctttc atacgcatgc
  4981201 caaagaccaa ttaacccaca ttgataatac tcttcataat cttgataaat ccctaacttc
  4981261 tttatttgat tcacaattaa tccttcatac aacacaactg cctctttaaa agtcgctggt
  4981321 ttcacacagt acccgtttct aaaaggtata cctttctaat attccgcggt accttcacaa
  4981381 tataaaaata aagaaaggat ttcactgtgg gtaattttaa atactatcac tgaaatttga
  4981441 aattacatga agtagaattt gaaattctgt tagtggtatt tgaaataggg gtaaaaataa
  4981501 aaaaggtgac tccgaagagc caccttttaa ttcaatcata ttattataca ggcaaaccag
  4981561 gtaagaactt tgcaatcaat acaacaatcg cagctaagaa tcccgcttta ataatgaata
  4981621 aaacaataat tggaatagct gctttcactt tacttaatcc ggctgtaact tgtaatccta
  4981681 accaaattaa aactaaattc cataaataga acaattcaat tgtattacca attccatatg
  4981741 caagtgaacc ttgatcgaat agtggtccta aacttgtata cgcagttggt ccagcaccta
  4981801 aaattaaagc tataacacca ttaataagtc caccaataat aacaataata tctgcgtata
  4981861 caataatcat tactattttt ttataagaag tatcattccc gtaaaacatc atgaacactt
  4981921 tataaatagc tgcaacaact aatgttgcaa tcataacacc tactattccc catatcgtac
  4981981 tagaaattac atctgataca agcgaatcct tatttgcaaa ttcgcctcct aatttctttt
  4982041 gcatttcaat catttcaggt gatgtatacg taatatacga atttaaacca cctacaagcc
  4982101 cttgtaatat tgccactatg aagaacatac cccaaacttt ctcagtcgtc ttcattctct
  4982161 caaactgtaa accaggagaa gtaatcattc caaacaatga tggcttctcg ccaccagctt
  4982221 tttgcgtatt cacattagct tccattataa cgcctccttc tatttatata acccgttcta
  4982281 acgggcggtt cacttcctca tatagaggct acgaaccgcc cactagaacg gtagtgtgta
  4982341 gttctactac acgattactt actcataacg aagtgcttca attggatcta atttcgcagc
  4982401 tttgtttgct ggaattaatc caaagataat accgagtgtc atagagaaca gtacgcctcc
  4982461 aacgacaact tcccatgaaa cgagtggtgg ccattttgcg aatgtggaaa cgatatatgc
  4982521 tccgccatat ccaagaccaa ttccgatcaa accacctaga agcgttaaca taacggcttc
  4982581 aattaaaaac tgtaataaaa ttttactacg tgttgctcca agcgctttac gtacaccaat
  4982641 ttcgcgcgta cgctccgtta cagatacgag cataatgttc ataacaccaa ttccaccaac
  4982701 aactaatgaa ataccagcga taccaccgat gatcattgtc ataataccag tcatcttcga
  4982761 aataccttct tgaatttctt ttaaattcat aacttcatat ttaccagttg catcagtcgg
  4982821 tttacgacta tttaaaacat ctgcagcttt tttacctgct ttttctagat tatctacatt
  4982881 ttttgcttga acagaaatat tttgaatttc atcttttcca tacagtgtcg gccataatga
  4982941 aattggcact agtgcttctg atggtcccat tcccataaac tcattatctg atttgtagac
  4983001 accgataatt tgcatcggtt gacctttcat ttcaataatt ttaccgactg gattggcatc
  4983061 cttaaacacc ttttcttcca tttgtttact aatcatgaca acgttattac cttgatccac
  4983121 atctgattct tgtaaagaac gtccctttaa caactttact ttatttactg caaagtactc
  4983181 actatctaat ccagtaatac tcaccatttc ttttttatct tcaatatcaa gtggttccat
  4983241 actggaattt gttgttacca catgtgaaat ttctggaatt tttttaattt caaaaatgtc
  4983301 ttcttcagtt atcttcggtg cttctaccat tcccataccg aaaggatcgt ttatatctgc
  4983361 actataatga atcggaaccg tttgattacc tgccccaacg aactgcgatt tcaatgcagc
  4983421 ttccccgcct tgcccaatcg caacgacagt aataatggaa ccaacaccga taataatacc
  4983481 gagcatcgta agagctgaac gcagtttatg agctaaaata gaagagaggg caatttttat
  4983541 actatctagt aaactcatac cgcacacctt ctatcttctg taattttccc gtctcgcagt
  4983601 acgatgcggc gggaagaata cgctgctact tcctcttcat gcgtaaccat aacaattgtt
  4983661 gtaccttctg cattaagctt cgtgaaaata tccataactt gctcaccaga cttcgtatca
  4983721 agcgcaccag tcggctcatc ggccataatg aacgttggat tattcgcgat tgctcttgca
  4983781 attgcgacac gctgcttctg tccacctgac aattcgttcg gtaaatgatg cacgcgatct
  4983841 gctaatccaa ctttaccaag cgcctctaaa gcacgcttgc gacgctctgc cttctttatg
  4983901 ccgccatata cgagcggaag ctcaacattt tcgactgccg aaagacgcgg aagcaaatta
  4983961 aagtgctgaa acacaaaacc gatatattca ttacgaatta aagcaagctt tgactcgtct
  4984021 gctgttaaga tattcacatc attcagcata tattcgcctt ctgttggacg atctaaacaa
  4984081 ccgataatat tcataagcgt tgatttacca gaaccagacg gtcccataat cgaaacgaac
  4984141 tcgccgctct gaatcgttaa actaatacca tgcaaaatcg gcactgccaa ttttccttga
  4984201 taatacgttt tagcaatatg atttagcgta atcatttctc tttcacttcc attccgtcat
  4984261 acacatcgtc ggaaggattt ttaaccacct tttgccccac tgttacgcct tcagtaatct
  4984321 ctgtccagtc cccatcagta gaaccttttt tcacattttg tttacgaagc tttcctttat
  4984381 cctcaacata aacaaatgca tcatcatctt tttctacaat actcttagtc ggaacagcaa
  4984441 ccatcgtctt attctctaaa tttacttgca gagaaacgtg ataacctgga gataaaccat
  4984501 cttgactatc aaggcttgct ttatatgtat attgagacat attttgagtc gcttcaccca
  4984561 taccaccggc ttgcgccatc tctgcactcg ttgggaattc acttacttct gtaatcttac
  4984621 ctgtccactt cttcttatta tttgctttcg cagtaacagt aaatgtttga tctttttgaa
  4984681 tttgtgactt ttgaagctca gttaacgtcc cttgaatttg gaacggatct ttagaagcca
  4984741 cttgtaagaa ggctttccct tgaccaccta acgcttgaga tgaactttgc gccgcatctt
  4984801 tatctaactt ttgaacaaca ccagcaaagt tactataaat cgtaagctct ttctgctttt
  4984861 tacttaactc ttctttctgc aacttccctt tttctttctc cagatccgtt gtcttttgcg
  4984921 ccatctctaa ctcacttact tgctcttcca tcggatctgt tacttctttc ccagctccgc
  4984981 tatcttttgc cttcttaatt tctttcttca acgaatcaat cttcttcttc ccttgatcat
  4985041 aacgcatatc tgccatcttc tgatcaagat cagcttgctt catttgcaaa ttaatctctt
  4985101 cattatcata agagaataac ttcgcacctt tctctacctc ttggccttct tttacctcaa
  4985161 tatctttcac tttccctttg gccggatccg cataaaaact ttcgatattc ccaggcttca
  4985221 cctgaccaga aattaacttc gtattattca actttcgctc cgttaccttc tcaaaactta
  4985281 cagcatcagc agatgttgat gcccccttct tcttaccttg cataacaaaa atattaactg
  4985341 ctgctacaat aacaattagt gcaataactc cgataataat ccatttcttc ttcttgtttg
  4985401 gagtacgaac cgtatttggt accatattct cgctcctttt ataacttaat agtttaatat
  4985461 aaaaattgta taaaactttc tgaaaaataa ttgcatatta ttacattctt tttacaaagt
  4985521 tttacacatc catttatatt gtaacaaaaa ttccaatgat tagaaatatg acattatgtc
  4985581 ttttaagata gatttaagga aagattatag taatataaga aaagccatcc tttattgata
  4985641 aactcctcac caagataaat tattttccta attacactgc tgccattttt gtcatatata
  4985701 tttgacattt aatttattca attataaaat gtcacatata aatgacattc tggtacacaa
  4985761 ggtctacaac tattaatagg aggtttatat ttgaataacg ttaaacaata tcgaaaatct
  4985821 gaaggtctct cgcagctaga attagctaaa agagttaaag tggcgagaca gacaataaac
  4985881 ttaattgaaa acaataaata taatccctct ttagccttat gtatcgaatt agcaaaagca
  4985941 ctaaaaacag atttaaacag tctattttgg gaggggaact aaatgatgaa aattgaatgg
  4986001 aaagaaaggg tttataataa tttcgttgga acaatgagtg agcgagatga atatcaaaaa
  4986061 caagaaatca ataaagaatt atctgtggct ggaattggtt tatggtggtt aaatatgttg
  4986121 ataatgctta ttatgttact tgttgatact atgaaccaca caatatctat aggaactata
  4986181 ttaatttttc tatctaatat gatttacgct aattatttaa cctttaagtt taagaaaaaa
  4986241 ggtttaaacg agactgaatg tacaacaaaa gaagagtatt tgcaacataa gaaaacttta
  4986301 agaaaagctg gcttaaaagc aggtatactt tggggctttc aaatgtttgt ttttatgaat
  4986361 tatatctttc cctatgtagg ttcagaagaa atctctattt ctttatttga tgttgtgctt
  4986421 tggagttgcg ccggtggatt ttttggtcta actatgtaca tattcggttt atggaaccta
  4986481 aaaagattat attaaataac aaaaattatt tacatattaa acttcaattt tacatactgt
  4986541 ttgtttttcc taatataaaa gctatccaat cacaattgga tagcttttca aacaaaatat
  4986601 tacgccgctt taggagcttt gctctcatgt ccacgttgaa cgatgaacaa gaagattgtt
  4986661 gataaaatgg cacctgttaa tagtaagatg aaacaaccat cccagccaga acgatcaaca
  4986721 ataacaccga ttgctgcgtt tgctacaaga cttccgccta cataaccgaa tagaccacac
  4986781 ataccaactg tcgtacctac tgcaaatttc ggtactaatt ccatcgcact taaaccgatt
  4986841 aagaactgtg gtacataaat taaacaaccg ataatagaaa ctgcaatact tacaacaagt
  4986901 atgctagttg cttgccaata tacaaacgta ccaataacaa ctccgaccat actaataata
  4986961 catagtggca tacgttttcc tttaaataat ttatcactta aaagaccaac gattaatgaa
  4987021 cttggaattg ccataccttc aaagattgcg tatgctgcat gtgcttcatt ttttgagaag
  4987081 cctttaactg tcgttaaata aagtggaacc cagttaataa caccgaagcg aattaaataa
  4987141 acaaatgcat ttgcaataca taagaaccat acaaatttat tttttactac atacttcatt
  4987201 aaaatttctt ttggtgacat cttgttagcg ttgtctgctt tttcaagatt ttcatagtca
  4987261 ttacgatact catcaattgg aggaagacct tctgattctg gtgtatcctt cgcattaatc
  4987321 caaacaagaa ctgcaattac catcgcgata atcgctggga aaataaacac gccgccttgc
  4987381 caatgatttt caccaaaaat acctacacca attccgacaa gtggtggtac aagcattcca
  4987441 ccaacgttat gtgaaatatt ccaaatacct gttttcgtac cgcgctcttt cttcgagaac
  4987501 catttcgtca taacaatact acaaggtggt gctcccatac cttgtacaat accgttaacg
  4987561 acaagtaatg taacaatcat cccaaatgaa gatgcaaaac cgaagcaaat atttacaagc
  4987621 cctgataaaa ataaaccgac tgcgataaag cgctgggcga aagctttatc tgataaattc
  4987681 cccataaaga acttactaaa tccataaaca attgccatta ctgaacctag tagaccaatt
  4987741 tcagctgtac taaaaccata ttcttgtact aagtacgtac ttgataacgt aaagttacta
  4987801 cgaactaaat aataagcagc atatccaact gaaattccga ttaacacgcg aatacgtagt
  4987861 aatcgataca cacggtcgat catatccgct ggtaaacgtt caattgcagg tgctggcttg
  4987921 agccatttaa acatattctt tcgtctcctt ttctcacttc tgagagagac gttgtctatt
  4987981 ccatatctcg attattccgc tatttgatat attttggttt gttcttctaa ccggctgtcc
  4988041 ttctatttct ttctcgttct tcgcaaacat cgttggcacg ccaaacgaaa ccttttctaa
  4988101 aatgtgaccc gcttcttctg ataaacaata atcaataaat aaatccgcaa taataccatt
  4988161 cggtgcacgt tttagtttcg aaatcgcatt aacagataac cctgtttgct caggtacgat
  4988221 acttacaact ggaaagcctt gtttttgaag cattctctgg tctcccatga aattaatgcc
  4988281 aatcatatac tcaccgctcg caacaagctc tacaggcatg taaccattta ccgttacttc
  4988341 accaacttgc cctgcaaaac tcttaacata ttctttcgct tcctcttcac ctacagtatc
  4988401 aataagtgat tgaaaaaacg tatatgctgt tcctgaaaca tttggatctg gcataacaac
  4988461 cttttcctta tatactggat ttaataaatc ttgccacctt gatggataag gaagtccaag
  4988521 cggtgctatt tcttcgttcc accgctcttt attgatcgca atcgccagct tctctacttc
  4988581 ataaccgtac caataaccat ctttatcttt aacagttttt gaaatacggt tcgcatgctg
  4988641 actcgtaaca ggaatagata ggtttttttg cttcatcatt tgatgcgcat ctaccgtacc
  4988701 gccaataata atatccgctt tcggatttcc agcttcctct tctaccctcc gaagaagctc
  4988761 ttctgtcgaa agacgaataa actcatacgt acagccgcgt ggtttacaaa atgatgaaag
  4988821 caacgcttcc cccacttcct cgcgagccgc tacatacgca acaagatgac gatcatccaa
  4988881 aatagggaga ccacttttat tatatttaat agaggtcgta tctcgagagc aactagacat
  4988941 cgctcctcca attactagca aaaagaagaa aaaggctatc tttctcatga cacattctcc
  4989001 tttacaaata aatttgcgag ggagcttttc atatacatga cattcccatt attatcaccg
  4989061 agatattgca caacaaaata cgatggatac acagaaatag taagaatgtc ttcacgctca
  4989121 ttctttatat gcttacctgt tttataagcg gtaatataag cgatcggttc attctgtgat
  4989181 tgtaataatt tctggatttc tccgtaatct gtaatttgct ttgcataccg aatcgaatca
  4989241 agtatgtgcg taagattcat cgcacgttct acatcacctt ggcgtactat gacatcttgt
  4989301 gctgacgcaa aaaaatcacc aatacgttct ggtgtgtaat acaggcttaa caaatacgtt
  4989361 tgaaatgctg aaatcattgg atccgtacca ttctttccgt acatatcagc cccgtactgg
  4989421 aacaagtcac ctactgcaaa agtacgtttc tgaccattca agtacgttac ttctccagta
  4989481 aatacttgtt cttgattctt agcttcactc ggattgattt gaattcggtc aaagaatgaa
  4989541 acaatcgtat gcaaacgaac ttcatccgtt ataacaattt ctccccactt ttcatgccta
  4989601 accttcattt cagtaggcag ggattcattc actctttgta aaacagtttg tttgtcattc
  4989661 acgattgtga tccgattata tatttgcttc tccatcacat aaaataaaat aagagaaaca
  4989721 attatacaaa ggacaaacat aagaatttga aatgatagcc ttttcatttc tgcctacctc
  4989781 caagataaaa aaacgttgtt tcgaaaatac cgcataattg tttcataaat gtatcattta
  4989841 accgctttca gattttttat atcttccatt cgtctcggaa gcaagaatgt aataaatatg
  4989901 gtagtgccta tttcttcact actctcaatc cgcatacttc cgccctgctt atccataatc
  4989961 tcctgacaaa tatacaaacc gtaaccatgc ccgtaactag aaggaagaat cttcccttct
  4990021 ggcgattcat tccactctgc cagcacacct tcatcgatac cgatgccatc atcatgaaca
  4990081 aaaacctttg cctcacgttc atttacaatg acattcatac gaatttgcgt agcatcgcta
  4990141 tattttatcg cattatcaag cacatttaag aagatctgtt tcgtcttatc gaaatctgca
  4990201 acaacatgta catctgttaa ctcattgata acttcaatct caaatttctg caggcgaggt
  4990261 ttcacaattg aaactgcttc ttcggctaat tcctttatat tcacaactgt aggtgatatt
  4990321 tcaaacgtac tcgttccgta ctttgaagac ttaagtaatt cctctacaag tgacaataaa
  4990381 cgctcacttt ctacagccac ataacgcaag ctctccttta catcttcctt cgcttttaac
  4990441 ttcggaatta aatccacata gccaataatt gccgttagcg gtgttttcag ctcatgcgta
  4990501 atgcggtcta ggaaatcttt ctgcttctct ttctcctctt tcaattgctt aatatgcagt
  4990561 tcaattccat cggccattgc attaaaagat gcggaaagct gagcaatttc cacatattca
  4990621 tttagctcaa tcttactttt ataatcacca ttcgcaagcc ggtgcgccat ttgtcttaac
  4990681 tgatcaatcg gcttatggag agactttgcc aaacgaattg caaagaaaat acccgcagct
  4990741 acgagacaaa gagacgtcat taagaacgtc caaccgacat ttgttaaaac ttccttctca
  4990801 cccgttaact catttataaa acgaacactt ccaatgacat cgtttccata ataaaccggg
  4990861 cttgaaaaca aaagaattgg agccgggtct ccctcttcaa aaacataaga tttcttccct
  4990921 ttcaaagaac tctcaatatc aatattccga tgaagaagtg ctcctttttg tgtatccgca
  4990981 acaacatctc cattcttccc aatcatctgt acacggacat ccatgcgctt cgctaaatac
  4991041 gaagcaatta aaagtgaatt cggaccgagc gtctctacct ctgcttcctt ctctaaataa
  4991101 ttcatcgtgt aaatttgagc ttctacactt aacttttcta aagaatttgc tgcgttatga
  4991161 tacatattct tttctaacgt aatataaaca actgcgtaca aaagaacgaa tatcgggatt
  4991221 aacagtccaa cgattccaaa caccatattt cttttcaaag acataccatc accacttaac
  4991281 aatctagttt atagccaacg ccataaattg tcttaatata ttccccgcta ttccctaact
  4991341 tcttccgcaa tctttgcacc ataatatcaa ccgctctcgt atttccgata tactcaaatc
  4991401 cccatacttt ctcaagtaac tcatctctca taaatacacg ctgcggatta gaaacaaaca
  4991461 actgacataa attaaactct ctgtacgtta actgaatctc ttgttcactc acatgcactt
  4991521 ttctttcctt aggacagatc gttatctctc ctgcctcgat tacttcatga cttaccgtta
  4991581 cctctttctt cttcacacgc cgcgtcatat tcttgacccg aagaataagc tccgcataat
  4991641 taaatggctt cgtcacgtaa tcatcagcgc ccagctgcaa accaagcaat ttatcattca
  4991701 tttgactctt cgcagttaac atgagtactg gaatatccct atccttctca cggaacaaac
  4991761 gaagtaattc atacccatct gtatctggaa gcataacatc caaaatcaaa acatccggcc
  4991821 cttcattcca tctctctaaa acttctctcc catcagccgc cgtgagcact tcatatcctt
  4991881 ccatctcaag ctgcatccga atcaaattac gaatactcga ctcatcatcc actacaagta
  4991941 tcttcattat tctcctcctt ccatcccgta ttatagtaca gtttagtata gcaaaaatca
  4992001 tacaaaaaaa gagagggtat tgtcgaacat atattgaacg acaatacccc tctttcactt
  4992061 attaaagttt cactttattt ctcataccca ttaggttgct tctgatgcca attccaagca
  4992121 tgctcaatga ttgtcttcac atttacatac cgaggatccc agcctaactt ctctttcgct
  4992181 ttctgagaag aagcaactaa acgtgctgga tctcccgcac gacgtggtgc tacttcagca
  4992241 ggaatttcat gatttgtaac ttcacgaact gcatcaacga tttcttttac actgaaacca
  4992301 ttaccatttc ctaagttata gaaatcactc tctccaccgt tctgtaggtc cttaagtcct
  4992361 aagaagtgag ctgccactaa atcttcaaca tgaatataat cacgaataca agtaccatct
  4992421 ggtgtattat agtcatcacc aaacatcata atcttctcac gttgacctaa cgccacttgc
  4992481 aatacaagag gaattaaatg cgtctccgga cggtgatctt ccccgataat accatttgga
  4992541 gttgcaccag ccacgttaaa gtatctgaaa atcttataac gtaaattaga agcttggcta
  4992601 taccaatgaa gcatcttctc gattgctaac ttcgtttctc catacgtatt cgttggattt
  4992661 gtcatcgttt cctcagtaat aaggtctaca tctacctcac catacgtcgc cgcagtagaa
  4992721 gagaaaataa acttatctac cttaaactca tccattacct ctaataagca aagtgcacca
  4992781 tacacattgt tattataata ttgaagaggc ttctccatac taactccaac taaagaatca
  4992841 gctgcgaaat gcataacagc ctcaatattt tcttgtgtaa aaacatctct taaaaatgct
  4992901 ttatcacgaa ggtcgccatt ataaaacttc gcaccttccg taattgcatc ctcatgacca
  4992961 gtttgtaagt tatctactac tactacagat aaaccttcgt ctactaattt tttcacagcg
  4993021 tgagaaccga tataaccagc tccgccgcag attagaattg aattcatagt cttcctccta
  4993081 catatattag gatttcttat tcactctctt attataaaag gtatacgatt gctcgtatac
  4993141 cttttgtgta cctttattac ttcgcaacga aataatccgt tacatattgt gcccaaactt
  4993201 cgtgaccttt agcactttgt ctaaagaagt tgaatcatta cttattactt agtcacttca
  4993261 agatgcgttc ttaatttatt cgttaaatct tgttttgctg catctggaac atagtaatac
  4993321 caaatgccat cagcagcctt gtgaccgtca cctgggattt gaatatcctc actatttttc
  4993381 aagcaatctt tatagttctt ttgcatatca aacatttgat cttgcgttaa gtttgtcttc
  4993441 acattctttt gaattgctga taatacatct ccataacctg ttaaagaaga gaagcttgca
  4993501 ccctttttga taacaccttg catcacttga cgttgacgca tctgacgacc aaagtcacca
  4993561 cgtgggtctt gtttacgcat acgtgtgaat gctagagctt ggtcacctgt taaatgaata
  4993621 tttcctttcg caaaatgatg tccatcctgc gtaaattcta aatcattctt tacatctaca
  4993681 ccgccaactg catcaacaat atctttaaag ccctccatgt tcacttcaat ataataatta
  4993741 ataggaacat tcaagaagtt ttctactgtc gctacagaca tatcaactcc gccgaatgca
  4993801 taagcatgat tgattttatc gcttttacct tttccaacaa tttctgtata cgtatcacga
  4993861 ggaatactta ctgttttcat agagttattt ttaggattta atgtaatcac cattaaagaa
  4993921 tctgaacgcc ctttatcctc accgcgctca tctgctccta gtaataaaat tgacactggt
  4993981 tcactcttac tcactttttc tccaacatta ctgttgtttt gatcacgttt taaaggttga
  4994041 tgaacttcct ttaatgtatt agatacagaa gaatatacat tataagcata aattcctcca
  4994101 cctatgatta gtaccccaag gataccgagt acccaaaata aaattttctt tttcatacct
  4994161 ttaccctctt tatcaaaatt taaaaataat atatctattt ttatactcct cactatatta
  4994221 cattattctt gattaaaaat aaaagataaa ttaaaaaggg caattagtat ttgccatcaa
  4994281 aacaagaaaa actccatcaa ttaaatgatg aagttttttg ttatcttcta tattcatata
  4994341 agtgtaattt ccccataaaa caatacgatt tacacttctt atttctaatt atttttcagt
  4994401 ttggccatct tctcgcatta agatggattt cttctatatt tatagaaatt ccttgttccc
  4994461 cacatatcaa ccttaaataa cttaatattc agataataat tcccaataaa cccttatgca
  4994521 tggtaccttt aacccttcac tacttttctc tgatatacca aatatctttt gaaatatctt
  4994581 tgcaattaac agctacatgg tcatcgctcc aaacaaaatt acccgattta aaaattgcaa
  4994641 tcatccttgg attattttga tataaaaaca tatcgccatc tttaaacttt ccattctctt
  4994701 aatcatgtaa aacctcgtat agcttcacat tcatcatctc ttttctctat tttgataaac
  4994761 tcattttata tttcttttcc taaaaagttg tgtttttctt atgaaatcgc tgtgaacttt
  4994821 tataatgttt taaaagtttt gtcccctata catttaacaa tttaatgtat aacttcttac
  4994881 ctttacttta ttctttcatc acactataaa tacctttaaa tttttattga ttgccttctt
  4994941 aattatttaa tcaaaactct tattaacatt ctaaaggatt cctactacta atcttctttg
  4995001 ctaaataaat cacatattac tacttacaaa taaaataggt ggacacaagg ctacaaattc
  4995061 agcctggtat ccacctatct gtataaaaaa cattttacgt ttactattct tttttatctc
  4995121 caagagcgaa cgttatttct gtctcacaag caatttcacc atctacagta gcaattgctt
  4995181 ttccttttcc aatcgctcca cgtacacgcg tcatttcaac ttctaaacgt agttggtcac
  4995241 ctggacggac ttgtctttta aaacggcaat tatcaatgcc tgcgaagaat gctaagcgac
  4995301 cacgattctc ctcttttttc aacatagcaa cagcaccaac ctgtgctaaa gcctctacaa
  4995361 ttaaaacacc tggcattaca ggataatctg gaaaatgtcc attaaaaaat tcttcattag
  4995421 ctgtaacatt ctttatccca atagcacgtt ttccttcttc tacttctaaa actttatcca
  4995481 ctagtagaaa tggatagcga tgaggaatta tttctttaat ttgttgaata tctagcatac
  4995541 acttctctcc ttaaacaaga ttggtcatac caccagaagt tatactatca ttatcccatt
  4995601 ttaaatctca tttgtcatta taaaaaagga tttcaagatt tctcttctaa ataaaaaaat
  4995661 gtatacactc ttttcaatat gtattatcac tgacacggag gttgaaaaga gtgtataccc
  4995721 aagttaggga aaggcaaatt atatcaaata ttattagcct ttaatgtcgt attcataaat
  4995781 cattatatag gagaaaatct tgaaagaaaa acctaatatt acaccttttt tgtttttttt
  4995841 tagtataatt attagcattt tctcttttta tctcctattt tctttaaatt attatatttt
  4995901 aacattaaaa tgaaaaatac caaaaaatat gctatcttat cgttatcact tttacatatg
  4995961 tttttcagtt catttgttaa aatgtttttc aaaaaatcaa cctaatatca atatctctcg
  4996021 tactctttaa tttcatgata caaaaatgcc attcaattag atttcgagat cttctatata
  4996081 agagtgattc ctccttttcc ttataacttt catgtataat aatacagtaa caatactacc
  4996141 agatttttta aatggtaaag gaaagaggca ataaaatgac tgaacgttta aaagtaatga
  4996201 cgatttttgg gacacgtcca gaagcaatta aaatggcacc tcttgtatta gagttgcaaa
  4996261 agcatccaga gaaaattgag tcaattgtga ctgtaacagc gcaacatcgt caaatgttag
  4996321 accaagtatt aagtatcttt ggaattacac cagatttcga tttgaatatt atgaaggatc
  4996381 gccaaacttt aattgatatt acaacgcgtg gtttagaagg tttggataaa gtaatgaaag
  4996441 aagcaaagcc ggatatcgta cttgtacatg gtgatacaac gacaacgttt atcgcaagct
  4996501 tagctgcttt ctataatcaa attccagtag gtcatgtcga ggcgggactt cgtacatggg
  4996561 ataaatattc tccataccca gaagagatga atcgtcaatt aacaggcgta atggcggacc
  4996621 ttcatttctc acctacagca aaatcggcaa cgaacttaca gaaagaaaat aaagatgagt
  4996681 cacgcatttt cataacagga aatacagcga ttgacgcact aaaaacgact gtaaaagaaa
  4996741 catatagtca tcccgtacta gagaaacttg gaaataatcg tcttgtactt atgacagctc
  4996801 accgtcgtga aaacttagga gagccaatgc gtaatatgtt ccgtgcaatt aagcgtcttg
  4996861 ttgataagca tgaagacgta caagttgtat atcctgttca tatgaatcct gttgttcgtg
  4996921 aaactgcaaa tgatatttta ggcgattatg gccgcattca tttaattgag ccgttagatg
  4996981 taattgattt ccacaatgtt gcagctcgtt catacttaat gttaactgat tctggtgggg
  4997041 tacaagagga agcaccgtca cttggtgtac cggttcttgt tcttcgtgat acaacggagc
  4997101 gtccagaagg tattgaagca ggtacgttga aattagcggg aacagacgaa gagacaatct
  4997161 ttagtcttgc tgatgagttg ttatcagaca aagaagctca tgataagatg tcaaaagcat
  4997221 ctaacccgta cggtgatggc cgtgcatcag agcgtattgt agaagcaatt ttaaaacact
  4997281 ttaataagta aaaaagagcc aaatcgcatg cgatttggcc cttttttact tatttcttta
  4997341 caatcgatat tgattgaatt tctttatgcg tctgatctga acgggctgca atatagtaac
  4997401 tttttgtttc atagaagtag tttttctctg catcattact taagctttct tttcctaata
  4997461 attcatgtaa ctttgcaatc gacattgaaa tatcttggaa tacaacctcc actaccttat
  4997521 cttgtgaaat cccaaattga atattgccat ctttaacaat cgtttttccc gtcatacttg
  4997581 gtaatggatt taaaggttga ggataagttg tctctaactc atttagtgtt ttaccaaaat
  4997641 aagtaggagc acttaccata ttccctccat atacacgttt taacaacgca gttacatctg
  4997701 ctaacttagc atcctcgatt atgttattat tcgatttaaa cggttcaata aactttgtgc
  4997761 ttatccatcc aatttcacca tttgataatg taatttgtat ccattcaaca tcttttttct
  4997821 catttttatt gctatcagat atagtaaaaa tatccccgaa gtttgctata gctaatcgtt
  4997881 tactgcttgc atctgcttct tcacgaatac tgattccatt actatttaca atatactttg
  4997941 ctgctccttt ttccttcttt accatttgct tagattcagt cacattctct tttgaagcaa
  4998001 ctttttcggc atatttattt tcactgttga atggtagtaa atttttataa taatagcctg
  4998061 ttgaaattat acctgttaat agagctatac aaactcctgt aatcagaacc ctcttctttt
  4998121 taaactttcg gcttgttttt tttccttttt tacgttttct ctccctaccg gtttgatcct
  4998181 cttgtagtaa gccatgttga aattgagata tttgttcttt tcttaagtct tttctttcct
  4998241 caacactcat ttgattatat ttcttcagaa attcatcata atgatcgaca atctctttta
  4998301 tatccccgta ttcttttact tgaccataat gaagccataa cgcttttgta cagaaacttt
  4998361 tcacttgaga aagtgaatga ctaataaaga agattgtttt cccttgctct ttaaattcat
  4998421 tcatcttatc taggcacttt ttcgtaaacg tttgatcacc aacagaaagt gcctcatcta
  4998481 tcactaaaat atcaggatta atatgaactg atatcgcaaa tcctagtcta gatttcattc
  4998541 cacttgaata agttttaaca ggttgataca taaactttcc aatatcagca aagtcaatga
  4998601 tttcaggaat aatttcctta atcttctctt ttgtaattcc catcattaaa ccttttaatt
  4998661 cgatattttc aatccctgtt aattgaccat taagccctga agaaattgct atcaatgcag
  4998721 ctgaaccttt aatatccact gttcctttat taggcatcgt aacaccagca attaaattcg
  4998781 acaatgtact cttcccagaa ccatttaaac ctacaattcc aacaatttca ccctctggaa
  4998841 cttcaaaaga aatattattc aaagcataat gatattctcc atctttgctc ctaaaaaata
  4998901 aatccttaag cttatcaaaa ggcttgttgt acagcttata cttttttgta acgtgctcaa
  4998961 acttaacttt ataattcatt gaatcattca ccttttataa gtagtcaaca aactgcttgc
  4999021 ggaatcgaat atgaagcata gatccagcaa taaacaatat gattacagct ccccaaaagt
  4999081 ataatgtgta ccatgataaa actatagacg tatcattata aattagagct ccgcgatata
  4999141 cttctactat ataatatagc ggattaatct taataataaa taacaataaa ttcgacatat
  4999201 tttccttggg ttcccaaaaa ataggtgtta aaaagaacaa catacgtgtt actgattgaa
  4999261 ttaataattg aatatccctt aacatagtcg ataatgtaga tgttaaaaaa gataatgcta
  4999321 ttaaaaatag agtagatgca actaatccat acattaactc taatatatta attgtactaa
  4999381 atcccaaatt aaagataaca ataaccaatg caaatataat taaaatcaaa tgtgtatata
  4999441 attgtgagat taccacatat gtaggaataa tactcaatgg aaaattcatt ttagatacag
  4999501 tattaagcct actatatatt gaattagcac tttgagtaat tgttgttcct acaaaaaacc
  4999561 atgtaactaa cccacaaact agccaaacaa agtaaggaac gccatgtact ggcgctcctc
  4999621 ctctaatccc taatccaaac actaaccaat acacaccaat ttgtgataaa ggattcaaaa
  4999681 acacccataa taatcctaat aaattacctg cataagcctg ttttaattca tataatgata
  4999741 atcttcggat taaatataga ttttcatatt gttctttaat aatagttttt aacgatttca
  4999801 taccatcatc acatttttat tcaatgcctc atataaagta ccgaaattga tgattttcat
  4999861 ttcacccgtt gatactgctt gtacacaatt acgtgtatca aaaacaacag ttttcgccat
  4999921 gtacggtgcc aatgaatcat aattcattgt tttaaattca tcatgatctg ttaatacaag
  4999981 aatcaaatgg gcgtccttaa cagcttcttc tgcagaatgt aattcaaaga aatcagattc
  5000041 tacatgcgga tcatgtgctg aaactgtgat tccttcattt cggattaaat caattacatc
  5000101 cattgctgga ctttcacgca tatcatctac attcccttta tatgtcacac caaatgctgc
  5000161 tacctttgga ttttcaacac ctgcaagcaa ttcttttact ttttcagtca cataatgtgg
  5000221 catagaaaca tttgtttcac gagacaattt tataatgttt gctaactcag gtgcttttgc
  5000281 aacaataaaa tatggatcaa ctgctaaaca gtgcccacct accccagggc ctggatagtg
  5000341 taagtttaca cgtggatgtt tattagccat ttcaattaca tctaatacat tgatatctag
  5000401 tgagttacac acttttgtta actcatttgc aagcgcgata tttacatcac ggaatgtatt
  5000461 ttccataagc ttcgacattt ctgctgtttt tgcatttgtt ttaataattt cgccttctac
  5000521 aaacacacca taaacacgag caccagcttc tgcacaagca ggagttacgc ctcccacaat
  5000581 acgattattg tgtactaact catgtaaaat ttgtcctgga agaactcgct ctgggcaatg
  5000641 aacaaggtaa atatcctctc ccaccgtaaa tccagcttct tctactaagg gttttacata
  5000701 atcatccatg ctacgcggtg caattgtaga ctcaacaatg attacatttc ctttttttac
  5000761 aaatggtaat actttttctg tagctgttaa aacatatgat aaatcacaag acttatgttc
  5000821 atcatcatga tttggtgttg gaacagaaat aataaatgca tctgcttctt ctggtgttaa
  5000881 agatgcacgg aattttccat ttgcaactac ttcctttaca acttctccaa gacctggttc
  5000941 ttcaatatga atttcaccat tatttagctt atctactact ttctgatgga tgtctacacc
  5001001 cactacctct gttccatatt ttgcaaacat tgctgatgtc ggtaatccga tataacctag
  5001061 tcccattgta caaattttca taattaattt ccccaatctt ataaatatat tattttatta
  5001121 atagattatt aaacaaccag taataacatc tttaattata ctttaccaaa cttgaaagtt
  5001181 tttgtaataa ttctattgta ctgatcttta acaaaaactt taaacatata ttcacctaag
  5001241 tcttttaatt cataatatag gtgtgatttc atagtataca taaatttatc aattgtatga
  5001301 ccatctttat aaacgtaata tgcgtagtgt atattacttc ccgtagcatc gcatgtcaaa
  5001361 ataatattac ttccttctat atacctaatg tcaatcgaat ggataatagg ttcttcaaag
  5001421 ttagataaag aagaatgttt tttatctaga atttcttcca ctttattttg taaataaagt
  5001481 ggaaaatgga cttttaaatc tgcatgagtt aaatcttctt ctatttcaag ttgaacttca
  5001541 tatccatttt caaccaacac ttcatataaa ggcattacat ggttcaaata gtgatgatct
  5001601 ttggttccca ctataaggtt tatgctaggc gaaatatcat tgggctgatt taataattga
  5001661 aatactaatt gatccagata gaagcaatct gactcttcat ccccacctgc aatatacctt
  5001721 gctatatttt tatgattggc ttgattaatt aaaaaatgtc caagcttact ctgtggtgca
  5001781 ccagctataa catttccaaa atagtatttt agtgcaaagt agactgctgc atatcctcct
  5001841 tttgaggatc ctattgcagt aacctgttca tgacaaatct tatatttagc cataatatat
  5001901 tgaattaatg aagatactgc agtttcaata gcatgatctc tcttattccc taaataataa
  5001961 gcgccctggt ccccgaaatc atctaaaata aataacttat taacatctac gtcctttaaa
  5002021 gatctcatat agttgaaagc aaacttatat tccggtgcca tagcagaaaa aacaacaaat
  5002081 aatttatctt tgtgtttctg attcttagct tcctcaaaat gataccttaa attacgtgta
  5002141 ctcttgaatg ttttctctaa attataggga atcaaatcgt ctctacctaa tttaaaatcc
  5002201 ttcaatcgaa actctgttat acactctaca ttagaaccac taatgtccac ctcaattgtt
  5002261 gtagcacctc gtttttcccc catttttgga aatacccagc cactcacctg aggctttgtt
  5002321 tgttcattta atgctcgtat actaacacca gtaactgtag ttacttccat ttccattact
  5002381 ttatggttgt tacgaaataa ctcaacaata cgatctctta catgtactgt aatatctgat
  5002441 gcaacatgcc ataataactt atattcatga cgtttatcag atttcaccaa atccttcact
  5002501 actatttttt cttcgtcttt catgtaactt acagtacgac tatgttcaac acctgtataa
  5002561 cgtaaattaa ttcccgtcgc ttcaacttta tctttgttga tttcataatc tgataaatag
  5002621 actttttcat actgacgatc agttctaggt aacccctttc cgtcaacaat cagtgtatta
  5002681 tgagcaaatg atgaatacgc atattcagta aaaggatctt tataattata tccattagga
  5002741 cccgcttctg taataatttc accatttgaa taaatatata aatttaaatc atcactatgc
  5002801 ttatggtaat ctacatgata agcagctgta aataaaacat aagtagcctt ctcttcttta
  5002861 ctccaatcat tcctaaagat tgcataccct gatttaggaa ataccttatc atcttctgta
  5002921 ggggcttttc cctttttgcc cttagtaact acataaagat actgatcact ctcatataaa
  5002981 tccttataat tatttcccac taaatttgct tccgtatcac atattggtgg taaagaacca
  5003041 tctggacgaa tgatatgtat ggcatactct tctgtttttt tataaatctt attaaaaatc
  5003101 aaacttactt ccttatcgaa ttctttcatc cagtttgcta acttcttgat attagaagct
  5003161 actaataaat gataagatgg tgaatgctcc ttatgaaccc cttcttcagt aaagaccttt
  5003221 tcaaaataat cctttaaacg tgttacagcc aactttatat atttttcaag ggaaggattt
  5003281 tctcctttaa aatacgatgc ataagtaagt agcgctctat cttgaaacat accatgattt
  5003341 gtattagtag catgaaaaaa gtcctctgat aaaagtttcg cagtatcttc catacttttt
  5003401 tctaacaata taatttcttc ctctgataac acttgacgtg taaaaatgta gaatcttaac
  5003461 caatactgta gacgtagcgc tgtagtttca tcatgaaaag ccattgaatg ttggtgaagt
  5003521 tcaaatgaat gattattaat ccaatcttta attaactcta tagatttttt tatatacttc
  5003581 atatcaccag tatcattata cgcggctatt aagcatccta aaaacgtatg accgtgtatt
  5003641 aatcttaaat atccccgttc tctttgttca ttccagttaa ttaaattaga atatgaacta
  5003701 cttccgaatg gaggaatcat ataagtattt ttttctatca ttaagttggc agcttttaca
  5003761 taatctttat ttctatttcc cggcaagacc gtaagaattg cttgtacctt ttccactgtc
  5003821 atgcctgcag gaatatataa ttccataaag aacaactcct cattttcatt aaaataaggc
  5003881 atgattcata ctttaatcat taaatacatt ctattattta ccaaaagcaa catctaatct
  5003941 aaagatatta taaatatgtt agatgcattt tataaatatg catttaacat tccacttttt
  5004001 taccttaatc ttgctattaa ttcttcccaa tcaccaaaga tcttttcaat atcaaagcga
  5004061 ttcctcacat aagttcttac atctatatca ttaggcccca taacttgatt tctcttcaat
  5004121 atgaaagttg ctgcctcatc aacattttcg aaaataaaat cttcatcata aatcgtatga
  5004181 caaccttccc accttataat tataggaaag gcacccgacg ccattccttc agctggagca
  5004241 agatggaaac tttcaaaatc actagttgat aaaatatagc ctattttttg aaaccacgta
  5004301 tccatgtcgt tcccaaaacc atcaaaaata atagaatcac gccatttact actattaata
  5004361 cgcttaaata cttgttcata atatttcttt tcttcttctt ttttccataa ccaaggataa
  5004421 tgtgttggca attgtccctt aatgtgtaat gtataacgag aatccttttc ttttagcttc
  5004481 tcaaaaatat caattgcacg atctaatcgt tttcgagatg gacaaatccc tgtaattcct
  5004541 aaattaaatt gagtatcttc gtacttctct aaatcaaatt tcttacagtt cacggcattg
  5004601 taaatcatga ccatattatc acttggtata ccacagttat ttacaaattc atcacgaata
  5004661 tatggtgaaa ttgcaataat tgaatcgata gcatcataat tgaactttaa gtagtgttta
  5004721 gtctctctct cctgtaggtg cattcttaca attaatgttt ggccttgtct aaccctatga
  5004781 gaataccaaa ctgcattacc taatccccac tcacaaaaaa taacatctgc ccaatttaaa
  5004841 cagtttgtac tgtgtgattc gtcatttaca ctatgtccct tccactgatc aatctctact
  5004901 tcataacgcg ttctagatgc aaaacgatca ataaacattt ttgcaaattt caaatcatgg
  5004961 ccagcaaata caagcctaat ccttttatcc tttgcctccc aaagaaaagg agatattctc
  5005021 tcgtaagttt tagcaaacgt aaaatcggtg caaaccttat ataccgtttc agctgcactt
  5005081 gcataaatat catcattagt taaagactgg gtaatacaag aaataaattc ttcttcacta
  5005141 tttgcataga atggatactc agatccaaat agtctttcat gcataggagt acgatttaaa
  5005201 ataaccggtt ttcccaacgc cccatactct aatgcttttg tagacaattc taaactatca
  5005261 ttaagactat tgttccgcca cccaatacca atatcacttt gctggattaa tttttgtacc
  5005321 tcttccctag taactccacc aacccaatct acattcttat aagttttcaa tttttgagtt
  5005381 acttcttctt taaaatttgg attttcagga tgaagattaa atttatctcc agctactatc
  5005441 aaccgaaaat cagggttagt tcgcacaatc tttgcgaatg cttctaaaat ctcatctgaa
  5005501 ttccaatcct tagcaaactt ccctgtataa attaaagatt ttttcccaat aataaaattt
  5005561 ggcttattag aatccatgtt aggaatcatt ggattcaaaa taaaaaactt ttctccagat
  5005621 acatctaata cttcctttaa atattctttc atttcatgtg tttggcatat acagtatcgt
  5005681 gaattatgat aaatggattt taaagattct aattgctttt cgtcaatctt atccttatca
  5005741 tgttggaaat cggttatata cgaatatatt tttttgataa aaatggtatt ttagaaagtt
  5005801 tatacgctaa ttcaaaccca cgaactaaaa tcacatcata attatgctgc ttctcttgct
  5005861 ctttaatttt ttgaatagca tcatcaacaa gtagacgttt tcttttatac catccttcac
  5005921 tccctttagc acatgagaaa ggatcaataa aattaaccct ttcctttttt aataaaggct
  5005981 tgaccagctt attgttaata ataggtcgct tctgaagtat atcaatatca atatttctat
  5006041 cttcatgtaa aacttgagtt aatgaaacta accacatagc tgatccatct attaagttta
  5006101 agtctacatc accatataat aaaattttta atcgctctgt cattactttt aatcctttca
  5006161 gttatagatt aaagaatgta ggaataatat ttttataatt caacttcctg aatattccct
  5006221 aatactgaat cactaacatt tttaacaaaa ttatatttat cggcactaaa taaacgaact
  5006281 cctattttga ataaaaagtc catagattgt ttttcttcta atagttccat tcgcttttca
  5006341 tgttctagat ttaaaattac ctctcggcta attaaagaag ctgctggctc taaatcgtgt
  5006401 acataagtat acgtttgttc atctttacca accattgatt ttacatttcc attataataa
  5006461 gtagcttttc cgtttacttc agctttagag tattgagccg caatagccaa atctcgaatg
  5006521 taattagcac cataaaaatt attcggacta aataaagcgt aatattgtaa tgaagactct
  5006581 tcttctataa aactttctac cgcatccttt ttaatagtta ctacatctgc atacacctta
  5006641 atattcacat cagttactaa aattaatttt ttttgttgat aattttgtcg ttggaactca
  5006701 ttatatacct tttcagcttc tttatctgtt tgaacgaaag ctattacgcc tactgaatga
  5006761 ttgtctctct ctttaacatc aatccctatt ttatcaagaa taaaccacaa tctctcttca
  5006821 tacgtatgct tttcataaac cacacgtatt ccttgtaata cgcgtttatt atattcagtt
  5006881 ggattttgaa ttactgaaac atatgtctct tctaattttt caagttcttc atccattatg
  5006941 attaattcag aaccaaagat ttcatcgatt ccaacagaat acgtacttac aattggtgtg
  5007001 ccacatgcta atccttcaaa cacacgacgt gaaaacatag tcggtgactc tttcacggaa
  5007061 ttaacattaa acataaattt atacccttta tacgcctgat caatttgaga atatggtaac
  5007121 gacggcttaa ctgctgattg atattggata gggaatcgaa aatcaggatt ttcattatga
  5007181 taatttcgat cataaattgt aaaaccatgt ttcattccaa cttcaaatag atcatccata
  5007241 tctttacgac gtgcttcatg acggttacca taataagaac ctgcaaacac agctccttct
  5007301 tgtctctcat taattaactg aattggatta tgcagatttg gttgaataga gaatggtaat
  5007361 gcatatacat tttcatgctt aactacttct ttatatcttg gaatcacatt tgcatctgta
  5007421 gtaaaaatat gatcaaacat agaagctgtt tcaataaact tttcaaaatg tattggatct
  5007481 tctttattcc agaaaatcgt tggtatttta ttttctctac accaatttat taactctctt
  5007541 agctctgatt tatcctgatt attatattta gcaattttat attgccatgc tcccccattt
  5007601 cctttccatg ctgattcaac aaataataaa tgaggtcgct ttattgaaaa tacttccttc
  5007661 caattatcct gtctaaatgt aatgagatcc acttcatttt tatagcaatt cattgtaaac
  5007721 tcatcaaaaa tacaagctat ttttaactct tttaatgatt gtggtgtctc atacccaact
  5007781 aattttaaaa ggctatttgg gctaagagta aaaacttcac tatctatagc tgaatttaca
  5007841 ccttgcttca ctgcatctgc tatttctatc tcaatacatt ttgtaggtaa ggttcccgta
  5007901 tcctttacaa aaaaggatag ggtctcttct aaaatatcgt tgtttcttag ggacactgct
  5007961 ttagtttcgc ccaaacttat cctaatagtt tgaatccctt cctgttcatt atgtactaat
  5008021 aaattcacat aacctgtaag cttgttattt ttaggttgag ctactttaat aattagactt
  5008081 ttgatttctt tcttctcttg ttttaatgat aatttgcgaa aaagaaatgc tccctgccct
  5008141 gatgtattaa ttttagttat atttgcttga tctttatgct caccgtgtat cgttatcttt
  5008201 ttagtatcat aaacccactc tttatcgctt agcgcatata tgtttgcatc attatatcta
  5008261 gcacttttaa tttcaagagg aatacctgtt ataaaaacat tatctatttg caaagtacca
  5008321 gtacctttta caaataaaac tatgcgtgct ttttcacatc cacttggaat cgttaattcc
  5008381 ttagcttcat tcaatcttat agtctctcgt tttaatactc cttcttttcc atagaaaaag
  5008441 atatatatag aagtatcttg caaacccttt tgatttccct ctatatttat atttacagat
  5008501 tgaatatttt caactgtaaa tgaagacatt accggagcag atgagaatcc ctctccttca
  5008561 ttattgtgaa gaatatagac tcctctatca cctgttttga cactatataa tccattttgt
  5008621 acctttttga tttgaccagc ctttttagag tatgaccaac ttgaattcgc taaatcaaag
  5008681 ttaacataaa accctaaatc tttagcgatt ttttctctaa gacttattag ctgattaatt
  5008741 tttgttgaaa cactcatcat ttacccacct tattcttctt tttcttaaat gaccagtacc
  5008801 ataaagttaa tcttcctaat ttcgagttac ttaaggactt gtaccttcta tccaatactt
  5008861 ttaattcttt ctcttgtttt ttcgaaagtt tgtttaactc tttattttcc tctcgaactt
  5008921 tctgtaaatc ttctactgta ttcatatatt tttctaccaa ctgtaaataa tcgtaacgaa
  5008981 aggcttcata ttgatgtaat ctctcatttt cttctatcac ttcagatgat aatttgtaaa
  5009041 attcactcag taactctaca gaactttctt cattatctac actattagtt aattttttag
  5009101 ggtgaaacct ttttttacca cagctatacc tccatattta aataaacaat tagaaaattc
  5009161 tataataaaa ttaaaaagat aatgtaaaaa ttatataaaa tttatacatt tcaatcgcta
  5009221 tactatccct aaagaaaaac cgttatttta ttcaattaga cacaggaaaa ttttatataa
  5009281 tttcttcata aatttttata aaatcctttt tttctctttg ccaattatac ttttcccttg
  5009341 cacttaaaca atttaccatc attttttccc tatcatcctg attatttaat aagtagttta
  5009401 ccccatcagc aattgaaact ggatcatgcg agtcaacaca aactcctatg ttttcttttt
  5009461 caactacacc ttgaatttca ggaaaactac aagcaactac aggtacacca ctcatcatat
  5009521 attcaaataa tttattagaa gaagcagaat aatggttaaa acaaacatta tttaatactt
  5009581 gaaatcctaa ataagcattt tttgtataat gaattaaatc ctgtacgggc acttttggta
  5009641 taaactttac tcgatcttct aattccattt cttttaccat ttttttcaat tcaggtttga
  5009701 tacgaccatc tccaatgaat accacaacac ctcgtttaaa taaaggaact gcttgtacca
  5009761 atttatcaag accacgtcca atttgaattc caccttgata taaaagaatc ggttcatctt
  5009821 gtgaaatatt taatattcca tgtaaatcaa ttgatttact cagttccgga cgcgaaacaa
  5009881 atggataatt atgaatgact tttggataaa atccatataa ttcttctata tactttgctc
  5009941 ttgtatgatt ttccataatc attacatcac aaaatttaat aaaaaatttc tccatgaccc
  5010001 cataaatatt actgttatat cccgtcctac tcgtctgtac ttcatgagaa tcataaatta
  5010061 actttttcct tctcaatatt ttcgcacata taaacccttg cggtaatgta tttaaatcgt
  5010121 tcgagtgata tatatcatac ttctttttta atcccgctcg aaccatccta aacaaaattg
  5010181 ctcctctcac caataaagta gcaacctttc tctgcgaaaa taataaagct agtaataata
  5010241 aactaactgt tatcataggg aacttccaaa ttcctaatgc caatagtaga ccaagtacag
  5010301 tcattgtagc gatatttttc atcgccactc ttttggcacg tttagccaac ccaaatattt
  5010361 tctgtaatac tggtactcta ttcttcacac gagttactgt aaagccctct tgacgttttt
  5010421 cccataaagg aagatcctct tgtttccaat cgtgaataca aattaaatca acctcatatc
  5010481 cagattctgc taaggctgta cattctctta atacacgtgc atcatttgtg aagtgattcc
  5010541 atacaaacat gcacactttc ttctgtgaca tctctttcct ccaatatttt caataaagtt
  5010601 tcaatatttg ttttccagcg taatgttcga aatgcatatt gatatccatt ctcccctagt
  5010661 cgatttcgta actgcttatc ctgtgctaac ttgataatgt aatcgcttag ttcagcaacc
  5010721 gttctatctt cagtgacaaa accacactga gcgtcttcaa taacctcttt tgcataacca
  5010781 gcaacatctg caacaatcgg ttttctcata ctcatataat ccattacttt ccttgggaga
  5010841 acctttttaa atacatcttt ttctactaaa ctcacatatg ctatatctgc atcaacaatt
  5010901 tcagcgaggg tatcttcacg atttttgggc tcaatcaatt gcatatttgg aagttgcttt
  5010961 gcttcaatac tctctccaag ctctttcttt tgataaccat atccaataat cttaaatgaa
  5011021 atattcttat actctttcaa atgctctgca atcaaaatta atttttctat atcttgcgct
  5011081 aatcctatat tccctgtata aatcactgtt aattgatcac taatgttctt ctttggaaca
  5011141 gtagataatt ctttttccgt taaagaatta ggcataaatg aaatgcgatt aggggcaata
  5011201 cctgtagagg aaatataaga ataaaaacct ttactattaa taataatgtt atcggcagca
  5011261 tgatatattt tatactctaa tttataagca aattttagta tccaattttt attaaaaaaa
  5011321 cctatgccta ttaaggactc cggccataaa tcccttacat ctacaattaa tttcgccttc
  5011381 atttttcgtt tcgcaaacat ccctgctaca ggtataaaga tggatggtgt ggaaacaaat
  5011441 atataatcat atttctcttt atctttacat attgccaaaa ttaacctaaa ggcaacttct
  5011501 atgtacaaaa ttaaccttcg aaaaagattt cttgtatatt ttcgtgtttt tggatggata
  5011561 cgtactatat ctttttctat attttcatca taccaataac tcgaatcttt gtataaatta
  5011621 cgatttggat aactaggatc agaagttaat atcttgacat cataacctcg ttcatttaat
  5011681 tccaagtata tatttttcat cctattagag gcactaccga tttctggata aaaattttgt
  5011741 gttaccatta aaattttttt catactaaat taatctccgc tcacttatga tgttagtatt
  5011801 acttaaacaa tcattgttat ttaaatcttc aaatcaaata ttctcaaaaa atctaaatgt
  5011861 aagatttaca catatctaag aatactatga aacattcatg agttaaatac ctttccaaaa
  5011921 atccgtaaat tcatatttaa taataaaact agttttcaac taaaaaaatt tatatatata
  5011981 aattacataa aaccagcaaa aagtacccat gcaaaacgaa atacactctc atgttttgca
  5012041 taggtacttt ttaattttat tttagtgcac gacgtggtaa tttatcaata ttctctaaca
  5012101 taatacctgt accaaccgca acgcagtgca ttgggttttc agcaattaat actggtactt
  5012161 ttagctcttc tgctagaagc atgtcaatgc cgtgtagtaa agctccaccg cctgttagaa
  5012221 taacaccgcg gtcgatgata tccgctgata attctggtgg tgtgcgctct agtacgcctt
  5012281 ttgcagcttg tacaataaca gctgcatttt cttttaatgc ttctgtaatt tcttcagaac
  5012341 atactgtaat tgtgcgtggt aaacctgtta ccatgtcacg tccgcgaatt tcaagttctt
  5012401 cactacgtgc acctgggaat actgtaccaa ctttaatttt aatatcttct gaagtacgtt
  5012461 ctccgattaa tagcttatac ttacgtttaa tgtagtttaa gatctccata tcaaacttat
  5012521 cgccagccat tttgatagag gaagaggtaa caatatcacc catagatagt acagcgatat
  5012581 ccgttgtacc tccaccaata tcaacaacca tgttaccgct tggttggaag atttccatac
  5012641 cagcaccaac tgcggctact tttggttctt cttctaaaaa tactgtttta ccacctgaac
  5012701 gttcagcagc ctcacgaatt gctttttgtt ctactgatgt gatatttgtt ggacaacaaa
  5012761 ttaaaatgcg aggttttgaa aagaagctct ttacgtccaa tttgttaatg aaatacttta
  5012821 acattgcttc tgtaatttcg aaatctgcga ttacaccatc ttttagtgga cgaatggcta
  5012881 caatattacc aggcgtacgt cccaccatac ttcttgcttc ttcacctact gctaatactt
  5012941 tacctgtgtt acgatcaata gcaacaacag atggctcatt taatacaata cccttacctt
  5013001 taacatggat taatacgtta gccgtaccta ggtcaattcc gatatctcgc gcaaacattc
  5013061 ccgttttttc ctcctcgata ttcaaaatca ggttacaccc gaattctttt acacctaatt
  5013121 tctgatttta tcataaattt aacagaaacg taatattcgc aaaaagaatt cttctgaaaa
  5013181 atattaccga attgaaacgg aatgttcacg attgtacctt tattgacgta ccggcttttc
  5013241 tacatcttct tttctatact tttgctttgt tgcttctccg cctcttaaat gacgaataga
  5013301 cttatgataa tcaagaattt ctttcacttc atttgcgagc tctggattaa tttctggtag
  5013361 acgttctgtt aaatctttat ggactgtact ctttgatacc ccaaattcct ttgcaatgac
  5013421 acgcactgtc tttcttgtct ccacgatata cttaccaatc ttgatagttc tctctttgat
  5013481 gtaatcgtgc acaccactcg cctccctaaa ttggatgtga gaagtgtgaa atgagcctcg
  5013541 ctgcatacga cttagaagta agtgtgagtg ctgtttgtaa gcgttaaaca ttcttgggtt
  5013601 tataatgaaa tgattcacga tttctcacct caaacactct ctttgctttg gtttatacca
  5013661 ttgtattgcc cgcactactg atatatgcta catgttcact ttttttgcgg actaaataaa
  5013721 aaggtttagt gcttatggtg aaaaatcatc atttcaattc actctcaata ctttaccact
  5013781 ctttatttga aaccgtgcgt tctaacgcat ataactattt aaacaaacaa aaaaataccc
  5013841 aaaaatatta atgggtattc ctttttgttt gtctaaaacc tatgaataaa atataattac
  5013901 ttttctatcg tcacttcgtt tgtatacaca gaatctatct tcttattcgc atctttagca
  5013961 tacgctttaa ctttatattt acctggttct tttacttcat actttaagga gttctcaggt
  5014021 ttataccaaa ttttttctac tatttcttct cctttataaa tgtaatatgc atacgttagc
  5014081 ttttctcctt ttgcttttac atctaccatc aaagtttttc cattaaccgt attaatctta
  5014141 acctcatcga tttttaaagg cgtatttttt ttatgttgct ctactttatc cttcgggctt
  5014201 tctttaacta cttccttgtt acaaccagaa attaatactg ttgcagcgaa caatggtaca
  5014261 aacactttct taaacatttg cttcctcctc taattcatta caatttatac acaaattatt
  5014321 tctaacaagt aagcattata tcatcttttc atcaacactt cttactatga cattgatttc
  5014381 tctcatgtat aagcgtgaat cataaaaaat aacgccctat aacaaaaagg cgtcattctt
  5014441 ctcgttcaaa ctcttcttct aacaattgat ggtggggaac ctctttctta ctggcaatgt
  5014501 aataatataa agtgaataaa acaaacaata aaataatagc agtcgacaga acaaacaaaa
  5014561 atgacacagt atcccctccc ttttgtaata tatattcgag aatctcgtca tttttccttg
  5014621 ttattgcaac ttttttctcg aaattgagta tttttatata aaaataaaaa aatcagctct
  5014681 cctagtgaga actgattttt tcactttctt attcttgtga agaagaacta ttagatgatt
  5014741 ctgtagaacc atttgttgat ttttcttctt tcttcggttc ttcttttttg tcactagtcg
  5014801 aaccgcttgt tgatttctct tctttttgag acttatcttc tgtgttactt tctggtgtcg
  5014861 tgctcgttga cttctcttct ttttgagatt tgtcatcagc ttttttacca gaggcattcg
  5014921 ttgcctttgc agcacctgca tcagctttaa tttctgctac tgatttattt aagtagcgct
  5014981 cagggttcac agccacgttg tctttacgta cttcaaagtg aacgtgagaa cctgcttctt
  5015041 tattcattgc acttaaaccg gattttccta atacttcacc ttgtacaact cgtgcacctt
  5015101 tttctacttt tacactgcct aagctttgat aagaagctgc tacaccattt ccgctatcaa
  5015161 ctgttacaac ataaccaaga agtgaatctt tttcagcttt cgttactgta ccacttaaag
  5015221 cagctgtaac attgaattct tttccattct tcgcagcaat gtcaattcct ttatttgggg
  5015281 aatatgtgtt gttataaaag acaagtgctt tttcttgttc cgcctcagtt gctgcatctt
  5015341 catagaattt cttctgtacg actacttccg cattagcagg agctggcatt ttcactactt
  5015401 ctgaagactt cgttaccggt actgctggat cttccgtttg tgtatacggc gttgcttgat
  5015461 cttggtttgg agtcttcttc ggattagctc cttggaacca tagcgcaacc attaagatta
  5015521 ccgctgcaca agcaatgtat agtgccggaa atacccatct tttttgaaat aaatgtacta
  5015581 ccttttgcga ctttttatta tttcttcctc gcattccatc atcacctcag caatcatttt
  5015641 gaacaatatt cacgtatcct atacaacgta taactaatta cttttcgaca aaatctgtaa
  5015701 aaatatgtat aggaattgca aaatttccga ggaaatgata gaaaaaagaa aaaactgagc
  5015761 gcttcggctc agtttttagt ctaattgttt ctttttatat acgattaaac atgcaataag
  5015821 tgaaataata agccaagctc caacatttat catatgtcca ctaatactac taaacccagc
  5015881 gccctctact aagcttttaa ttgctttttc aagatgagat gttggaagat aactaattat
  5015941 tgtcttaatt actttattct caaccattgg ttcaaattgc acagctaaat acatcgtcat
  5016001 taatattggc attccaatta gtgatgtttg tgggacagaa tcagctagta atccaatcat
  5016061 tgtaccaatt aaagtaaata gaattgttcc acataagaaa acaaatgcta gtaataagaa
  5016121 atttccactt aattgatcta aaatgaataa gtttataata gagataccta gcgttaaaca
  5016181 tgctgttaat atactttttc caagaaggac ttcaacagaa gaagctggtg atagcattaa
  5016241 cacacgtaac gtatgttttt ctttctcttc tgcaattacc attgattgta caaagcctgc
  5016301 aacgaataga aaggccatta aagtaataat accaactcct gcactccctt gcccaaacct
  5016361 gctaaatatg aatgcaaata taattggtaa agatgccatt agcaacactt gtgaatttgt
  5016421 cttaaaatct tgtacctctt ttctaaaaat agctgataca cgtctcattg aaaatgtcat
  5016481 tataatcccc tcccagtaac ttcaataaag atatcaccta acgttggctc ataagaatga
  5016541 atggataata gttctccttt tttcatccat tctgaaatgc gttttgcacc taattcatct
  5016601 ttttgtaccg tttctttctt cttatccttt aacacgactt gtatttggtc tttcgcgtac
  5016661 tgtaagcgaa ggttctctgg tgtatcaagc gctacaattt ctccgctaca tagaaaggca
  5016721 atacggttac aaagcgtttc tgcttcgtcc atgttgtgcg tcgttaagaa aatcgtcgtt
  5016781 ccttctctat ttaagtcttt taagatttta tgaatgtttt gtacgttaac tggatcgagt
  5016841 gcagatgttg gttcgtctaa gaagagaata tctggtttat gaaggattgc tctagctaat
  5016901 gtgacgcgct gcttcattcc ttttgataat ttctttacta atgttttttt atcttctaat
  5016961 agattcactt gtgctagcac ttcatcgatt cgttcttttt tgcaatcata taagtcacaa
  5017021 aataatagta agttatcata aatgctaagt ctttcatata agccactgtt gtctgttaaa
  5017081 ataccaattc gtttgtaatc gatactactt ggccctgtaa tatcttttcc tagtactctt
  5017141 accgttccaa cactatgaag taattgagaa gttaaaattt ttactgttgt tgtttttcca
  5017201 gatccactcg gtccgaggaa tccaaaaatc tctccttgct tcacctcaat atttacattt
  5017261 cgaagtgccg ttttttcgtt gaaacttttc attacatctt tcatttcaat tgccaatgtc
  5017321 atctcgtcag cccctttgtt tttttctttt atagatgaaa gtcgctttag cgcttttcgt
  5017381 ttgtttattt cgcttttctt gactccatca tatgaaaaac aaaggattta cgcagtaaaa
  5017441 taccggtaaa aggagtattt ttaccggtga atgaatcgta ttttgagctt ataggagcac
  5017501 tttttatagc ccaatcacgc cttttaattc atccattcgt cctttcgaaa gcggaattaa
  5017561 actttttctt tcgtcatcca aaattaaact aaaactatta cgagtccacg taatcacttc
  5017621 tcgtactctt tgtagattta caagataaga gcggtggcat ctaaagaaac caaaacctgt
  5017681 taatctcgtt tctagttcgc ttaatgttaa tacacatacg aaatcacctt cgcgcacatg
  5017741 aatatgtgtt actccgtttt gcgtttcaat gaaatgaatt tccatcgggt ctaataaaat
  5017801 gattttatcg ttcactttcg ctggtattct ttctaacttc atttgcggaa tcatttgaat
  5017861 gactttttct tcatcgactt cttctgcttc ttcttgttcg atttctattt ttttcacacc
  5017921 atcattattt aatatgtata catcttctgt taacgaaagg gcatccgata gaaatgatga
  5017981 cgtaataaaa attgcctttc cttactcttt cattttcata atcgcttttc gaataataat
  5018041 cgtactctct gtatctacat tttgctccgg ctcttccaaa ataactaaat ctggattatg
  5018101 aatcattact cgcccaatat gaagacgacg tttctctgaa aatgatagtt tttctatttt
  5018161 aacgtttaat ttatctagga gaccgacaga ttgtactact tcttccgtac tcatatttga
  5018221 tttataaagc cctattaaga acttgaagta ttcctttacc ttcaaacgat catatgcctc
  5018281 atctttcaaa aaacaaaaac cgatgcggga ataaattttc tttccaatca cttcatcttc
  5018341 aaatagcaca ttgccagttg aagcttcttc ctcaccaata ataatgcggt gcaaaatttt
  5018401 tgctgtatgg ttattacact gcaaaacaac acattgtccc ttctcaacct tcagttcaac
  5018461 tgccggtaac tgatttgtct ttcctaactg tttcaactcc agtagtgcca ttccgtctcc
  5018521 cccgaatact tttttatcct attataccaa acaattaatg gaagatttag atattttatg
  5018581 aagtgttata aaaaagaagg accgtcccaa cgtatctctt aggacggtcc ctttccccct
  5018641 acttcttcac catcaatttt ccttcataat cattcatcgt ctttatttca acacctttat
  5018701 agtaatgagc gacgatatct gtatatttct tgccttctgc tgccatgccg ttcgcgccgt
  5018761 attggctcat gccaacgccg tgaccgaagc ccttcgtcgt aacaacgatt ttatctcctt
  5018821 cttgtttcca cgtgaaatca gaggagcgta gttctaattt gtcacgtaca tctcttccgg
  5018881 ttaatgtttt cccttgaaat gctacatctt ttacacgttt tccttccgta cgccctttaa
  5018941 tatcaccaac ttttccgtct gctagcactt ttacaccgag acgtttttga aagtcagcta
  5019001 cggtaaagat ttgctcgctc gtaaatttcg gagaagcttg atcccacgga ctatctacgc
  5019061 tctttaagta cggataatcg tttccccaat aatcagccgc attttctgtc cggccattac
  5019121 tcgttgagaa gaaggatgct gagattggtt ttccctcata cgttaaaact tgtcctgcgg
  5019181 ttttcgaaac agcttcttcg attttcttca aattattttc gtagttattg ccccattgtt
  5019241 ttttcaattc ttctttactt ttgtacactt gatctttcac cgtatctgtc acgtccgcat
  5019301 tgtttttctt acctccgctt agcatacgct ggactacaaa tgttctcgct gctaatgcct
  5019361 gcgcctttag cgcctctatt tcaaaactgg cattcatctc agaagctact acaccggtca
  5019421 catactcctc cataggtaat gattctacct tcttttgttt ctcgcgatat acagcaacct
  5019481 gaaccgctgt atccactttt cctggagctg gtatactttc tatcgctgga ggagttttag
  5019541 aagctgcttt ttcccctact ttcgctttcg caaacggaat aacaagagca gcaggtacaa
  5019601 tgataacgag cgctatgaga agcactaccg tgataaaaaa tggctttgaa aatttcatct
  5019661 tatttccccc aatataaaaa agctttactc cattcattct tatggaacaa ctctttcttt
  5019721 tagaacatac ttcaggggga acagtataaa gtgaaacttt tctaaatatt tttactggta
  5019781 cgtgcataag tatagaattt cttgactata acagtaataa ccaaaaaaat agcctctacg
  5019841 tcaaaagacg tagagactat ttcaattaag cgtgaagatc agaaacttct tgttctttca
  5019901 cttcttctac tttttcgttt acacgttcaa tagttgcacc taatgcagct aatttcttat
  5019961 ggaaatctac ataaccacgg tcaagatgct ttaactcagt tacacgagtg taaccttctg
  5020021 atactaaacc agctaagatt aatgcagctg cagcacgtaa atcagttgcg cctacttcag
  5020081 caccttgtaa gctgtttgga ccgttcataa taacagaacg accttcgatt ttaatatcag
  5020141 cattcatacg acggaattct tcaacgtgca taaagcggtt ttcaaatacc gtttctgtaa
  5020201 tcatacttgt gccatcagct tgtagtaata atgccatcat ttgtgattgc atgtctgttg
  5020261 ggaaacctgg gtgaggcata gttttaatat caaccgcttt taacttatct gggccgataa
  5020321 cacgtacacc ttcattttct tcgataattt taacacccat ttcttccatt ttcgctgtaa
  5020381 ttgagcgtaa atgttcaggt acagcatttt caattaagat gtctccacca gtaattgctg
  5020441 ctgcaaccat gaatgttccc gcttcaatac ggtcaggaat aatagagtgg tttgcaccat
  5020501 ataatttatc aacgccttcg atacgaatcg ttccagttcc agctccgcgt actttcgctc
  5020561 ccatcgcatt taagaagtta gctaagtcaa cgatttctgg ttctttcgct gcgttttcaa
  5020621 ggattgttgt cccttttgct aatgtagctg cagacataat attttctgtt gcgcccacgc
  5020681 ttgggaagtc taaataaatt ttagctcctt ttagttctcc ctcaacgtat gcctcaacaa
  5020741 aaccgttacc aacctgtact tttgctccca ttgcttcgaa gccttttaaa tgttggtcaa
  5020801 ttggacgtga accaattgca catccaccag gaagtgcaat acgagcacga ccgttacgtg
  5020861 ctaataatgg tcccattact tgaacagatg cacgcatttt acgtacatat tcaaatggtg
  5020921 cttcaatgtt tagctcttta gaagcatcga ttgttacttg gttattttca aatacgactt
  5020981 cagcatttaa atgacgtaat acctcattaa ttgtgtatac atcagacaaa actggtactt
  5021041 cagatagtac attctttcca tcactcgcta atagggctgc agcgattata ggtaatacag
  5021101 cattttttgc gccctcaaca cgcactgtgc cgtttaaccg ctttccgcca cggacgatga
  5021161 tcttttccaa attattcccc tccgtgtcct tttttcagta tctattcact caatactcag
  5021221 aagttatgat cggtgtgcca accacaattg tatctttgtt gtctgtagaa cgtattgcta
  5021281 tttgcacatt tattttctct ctatttgttg aaagagcgtc atcccacttt ttattgtatg
  5021341 cggagactga cacaaatgct ctttcttcta tctgttcgat cgctcttgct gaaagatctt
  5021401 tcaaaacctg attggtttta ttttgcaaaa caccttcaat cttatcattc agtacacctt
  5021461 gaacacaagt gtaaattata ggtttttcac taaaaatttt attcgttttt tgaatatact
  5021521 tcgggtccca ttttgccccg ctcacttcaa aaataatgaa agtgttttct ttagtatttt
  5021581 ccttactcca agttactact actcgttctt cataagaaga aaatttttta taggatgtag
  5021641 ctttatatcc atctggagat tgctctaatt cccacttttg aatattcgcc ttctccttca
  5021701 catcgtttaa caacttttga aacgtatgta tattagaaat tgtttttgtt tctcgcgcta
  5021761 accatgacca tttctctact ttcgcatcat ttttctctaa ggatgcgatc atgctttcca
  5021821 tcttctgctc atcactgatt ggtttcatct ctctataccc aaccaaaaat aaaacaacac
  5021881 taagtgcaac aataagaatg gctttaagct tcaatttcat cccctcctat ccccattgtt
  5021941 aacggagata tgaggttcta tacacttact ttactaaata cgttaaactc tttgaatagc
  5022001 ctaaataatc aaggaaaaag ttacttacag atgtcccaat tgcaattgta attaagatga
  5022061 gtaatactct cgtctgcatc acctttccag gcttcattaa acgctcaatg tgaatacctt
  5022121 gtaaggccca ccacgtgatg gtaataaaca ataaatgcga aacaatggca atcagtgctt
  5022181 gttgccctaa aagatgtgcc aaaaaaccga ccccttttta cccagctact acttacgaag
  5022241 tcatataaag tgaaacttta atcagtgggg gttttcttca tcccccactg attattagtt
  5022301 gaaccaatcg gacttttatg ggcagttgat tccccaccta acttctttgc tttcgctgaa
  5022361 ttttgaggtg ggggtcttac tgcccattaa agtcggataa aaacgatacc ataataagta
  5022421 ggagccacac tttttcaaat acaaataagc atcttacatt ttacatcgaa atttttctct
  5022481 ttaaaaacgt atacctatat gtattttcaa ttgtagttca caaaaaataa aaagcgcaga
  5022541 gtaacgactc cacacctttt attttcacta ttgtaccacg ttccctaaga agaagaaatc
  5022601 tttcattaat ggaaaatatt cataaaagaa attgtatcca atcatcggca caatccctag
  5022661 tattacaatc gaaattgcac aaaagctcat cacaatcttt atattgagcg gcaagcgaat
  5022721 tttctcttct acttctcccg tccggaaaaa catttgctgt aaaatacgga aataatatac
  5022781 gaatgaaatg actgtcgtcc ccatcataat agaagctagt acgtaatgag ctggctctac
  5022841 atgaagagcc cctaaaaaga tgttaatttt cccaatgaaa ccagctgttc ctggtatccc
  5022901 cgctagcgat aaaataaaaa tcgtcatcac aatcgctgta aatggcgacc ttttatataa
  5022961 tccagtgaaa atggtaatat tttctttatt gctttgtaag attaagccgt ggataattgc
  5023021 aaacgcgcct atattcataa gcatatacgc aagcatgtaa aaccacatac tatccatcgt
  5023081 aaatggtgat aatgcgacaa gcggaacgag taaatatccc gcatgggcga ttcccgaata
  5023141 agcaaatagg cgttttacgt tatattgctt taatgcgact acatttccaa taatcatcgt
  5023201 aatgctagct agcacagcga tatatatgct catacgtccg tataaagatt gcatatctcc
  5023261 ttgcactgat acacttgcaa aaaccatgag gaacaaacga ataatgagta agaaacccgc
  5023321 cattttagaa attgttccaa gaaaagcagt aacaggtgta gccgctccct catacacatc
  5023381 aggtgcccac atatgaaacg gcactgtcgc aattttgaat gagagcccaa cgagtaagag
  5023441 taggaatgcg agagctagca ataactgaat gccactagcc agttccccgg caaatacttt
  5023501 ttgcatatcc acgatattag ttgaccctgt aatgccgtat aagtaactca ttccaaagag
  5023561 tgtaattgcc gttccaattc ctccattaat gacatatttc atggccgcct catttgatgc
  5023621 acggttcttt tttcgtattc ctactaaaat gtaggaagaa agtgaaagca attctaaacc
  5023681 gacgaaaagt gtaacgaaat caacgctaga agccataaac atcgccccaa gaagcgccat
  5023741 taaaaataag taataatact ctcccttatc ttcaattgga tttttcttat catcgctcat
  5023801 tgcggtgcat aagatgaggg cggctccgcc taacaacaac gttttaaatc cttttgaaaa
  5023861 tccatctaac acaaacgatc catttaaaat atctcccgct ggttcgctat atagcgtaat
  5023921 tagtgacacg attgctaata cgaccgccgc gattgcacca agcgctacat atctatggtt
  5023981 cagcttaaaa aacaaatcac atatggaaag aaggatggca gccccgagaa tgatgaattc
  5024041 tggcaccatg agatgccacg ataagctaag taacgtattc atatccatcc tacttcaccc
  5024101 ccaatgtttt caatgtattt tgaagcggat cccctagtat ttctggcatt acgccaattg
  5024161 caataatgca gaagataagt agcaagatag gaacatactc ccatccgtgt atatcagctt
  5024221 tcgcttccca ctctttctta ccaaatgtta cttgcagtgt tgctcttaat acgtatacag
  5024281 ctgttaaaat gatgccaagt actccggccg cagcaatgac tggctctcct tggaataaac
  5024341 cgagaaaggc aagaaactcg ctaacaaatc cagacattcc cggcaatcca agcgatgcca
  5024401 ttcctcccgc taagaagaaa ccgctaagta ctggtacact ttttgcaagt ccgccaagcg
  5024461 ctgtaatatc cgacgttcca aaacgctgtt ctataacacc aagtaagaaa aagagtaagg
  5024521 ctgcaattaa gccatgcgac acaacttgga atagtgcccc ttgtgtacct ggtgcattta
  5024581 acgccgcaag gcccattaat acaataccca tatgcgaaat actagaataa gcaagcacct
  5024641 tccgaaagtc tgtttgaatg agcgctaaga aggctccgta caataaattg ataaccccta
  5024701 aaatcgcaat gagcgttgca aactcgcgaa agtattccgg gaatagcccc tgcccgaagc
  5024761 gaattatacc gtacgctcca atcttcagta aaacacctgc atgaagcatt actacagccg
  5024821 gatgcgcttc aatatgtaca ttgaccatcc agcgatgtaa cgggaaaacg ggtaatttaa
  5024881 ttgcgaaagc aatcattatg gcaagaaaca agccgaactg taagctactt gggacaacca
  5024941 ttcctccccc agcacctaca ctcgctaata tttctttcag ttctgtaata tttgttgtac
  5025001 ctgttttcgc aaataaaacc gagaaaacga tgagtaaaat agcggagcca ataccgttat
  5025061 atattaaata actataagca gccttttcac tcgacaattt cccccacttc ccaattaata
  5025121 aaaacatcgg cggcaatgta atttcaaaga agataaagaa caacattaaa ttttgagcag
  5025181 cgaagacgcc gagcatccct atttctaaca tgagtaacag catataaaat gctttcaaat
  5025241 ttcttttaat tgtaaatgct gcaagcatcg ctagaagggc cgtcagcacc atcataacga
  5025301 gcgataaacc atctatacca agttcgtaat aaatggaaaa ccacctttta tctaccgctg
  5025361 caaaatcccc gaatttaatc catttcactt tttcatcaaa tagagacaaa tcccttccag
  5025421 aagcatatgt acaagcgagg acgatagcca ttccaaatgg aagcactgtt ccaaataaac
  5025481 cgagcgctcg cactgtacgc gattcttttt tcggtgttaa tgcaagtaag agaattccta
  5025541 aaagcgggga aaaaatgaag aacgttaata acaaatcatt catcgtaaat ccgctcccgt
  5025601 atagagcaaa ataatgaaga gcactgcaag tgaaacagct gttacagtcc cgtacacttg
  5025661 tacatttccg ttttggagtc tagagccgac tccgctcacc cctttaacta aactccctat
  5025721 taaaacggca atcccttcga ctacatacac ttcaaataag tgaagcacat gagcgattcc
  5025781 tttcgtgata ggaatgactg tcatattgta tagttcatcc acataatatt tttcttgcaa
  5025841 aattttataa agaggtgctt cctcgccacc agcccaatct ctagcaatag atttcttgcc
  5025901 atatatgaaa tatgcaagag caatcccagc caaagaaacg agcgtcgcaa caatcataat
  5025961 ccaaactggg ccgtgtgctt cttgcacttt aaatgctaca tctttcgtaa gccaacctcc
  5026021 gagaaacgtt ccaaaccacg gtgtatttat ataacctgcc acgactgcaa ggacgccaag
  5026081 gacaatcatc ggatatgtca tgatgcgagg cgattcatgc acatctacct tcgtcttcgc
  5026141 ttcccccgta aagacgagaa agtataagcg gaacatgtag aacgctgtta ggaatgctgc
  5026201 aattactgct aatatgaata aaacgtaatt gccgttcatc caagtcgccg ccaaaatttc
  5026261 atctttacta aagaaaccgg aaaggagcgg cacaccactt attgcaaggg taccgattaa
  5026321 aaatagcgca gcagttactt tcatcttctt ctgtaagccg cccattttat taatgttttg
  5026381 cgtatgcacg gcatgaatga cacttcctgc cgccaaaaat agcaacgctt taaaaaaggc
  5026441 gtgtgtcgtt aaatggaaca caccagctac ataaccggca gatcctaatg caagcatcat
  5026501 atacccaagc tgactaactg tagaataagc aagcactctc tttatatccg tttgcacaag
  5026561 accgatggaa gccgcaaaga tcgcggtgaa agctccaacg attgccaccg tttgcatcgc
  5026621 caccgcactt gctgaaaata gcggaaacat cgttgccact aaatatacgc cagctgcgac
  5026681 catcgtcgcc gcatgaatga gtgccgaaac aggcgtcggc ccttccatcg catccggtaa
  5026741 ccacgtatga agggggaact gacctgattt tcccatcgcc ccgataaaaa ttaatatcgc
  5026801 cgttattgta atcatcgtag gggtaagatc acccgtatga atcgccctaa atattgcgtc
  5026861 atattcaaaa ctacctgcat gccagaaaat taagatcatc ccaataaata aaccgatatc
  5026921 tccaatacgt gtcataataa aagccttctt cgcggcagcc ctcgcttctt ctttaaagaa
  5026981 ataaaaaccg atgagtaaaa atgagccaag gccaactaac tcccaaaata tataaagctg
  5027041 taataaattt ggtgatataa cgagcccgag catcgcaaat gtaaagagcc ctaaataggc
  5027101 ataaaaggtt ggtaatcttt cctcaccttt catataacct ttcgaataca catgtacaag
  5027161 taaactcaca agtgtaacga taaacaacat taaagcccct aatgctgtca cttcaaagcc
  5027221 aaacgatata tcaatatctc cagttctaag ccatacccac ttatgcttca ctggtactgt
  5027281 cgaaagtctt tctattaata caagtaccgc acatataaag gagagaaaga cgaagaaaat
  5027341 actaagtaca ctgcttcctt ctctaatttt cttcccgaat ataattaata acaaaaacga
  5027401 aacaagcggg aaaagcggta tgagccatac ataatcgatc attgtttcct tccccctttt
  5027461 cggtcacaat gctatccttt gagcgtatcc atttcatcta catgaactgt cgtacggtta
  5027521 cgatataaag caattaaaat ggcgagtcct accgcggctt ccgctgctgc tacagccatc
  5027581 gtaaacagag agaaaatttg ccctgttaaa tttggaaaca aacctaattt actaaacgct
  5027641 acaaagttta aattggctgc gttaagcatt aattcaatac aaactaatac aatcactgta
  5027701 tttcgcttcg ttaaagctcc aaacaaaccg atgcaaaaca aaataatcgc aagcgttaaa
  5027761 tatgcagaag caggtacgct actcattgga atcctcctct ttctcatcct tcttcgcaag
  5027821 aataattgcg ccaacaagtg ctacaagtaa aataactgag gttaactcaa atggaataat
  5027881 atattttgaa tagagaagtg taccgatttg aagtgtgttt ttttcatgga gaggtaaact
  5027941 tccttgtgcg ctctcatttg caaaatcaat attgttaaca gcgaaataca taactgcccc
  5028001 aaatgctaca accgcaaaga agataatcca ttttcgaaga gtaagacgtg attcattttc
  5028061 cgcgttatgt ttcgttaaca taatgccaaa aatcataata attgtgatcg cacccgagta
  5028121 aagtaaaatt tgtgcaaccc ctataaattc agctgataaa agaaagtaca aacccgcaat
  5028181 gctgagaaat gtcagaacga gagctagcat catatgcatg actttcgtta aattcaacat
  5028241 aagaacgccg ccgataattg cagacaagga tagtataaag aatgctataa actcgccatt
  5028301 catgctttat tctccttcct gacgttttcg tcgttttcat caagccactg caaattttta
  5028361 aataagtcat cccgtgaata ctccgcaagt tcaaagttat ttgtcataac gattgcctct
  5028421 gtcggacaaa cttctgtaca taaatcacaa agaatacaaa tttcaaaatt aatatcgtac
  5028481 gtgtcgataa tttttccttt tttcgtagga tccggatgtt ttttccccgt taactgaata
  5028541 cagtctgtcg gacaaatatt ggagcactgg ttacaaacga tacatttttc tggataaaac
  5028601 ttttgaatcc ctcgaaaacg gtccggcaat ggcaacggtt gatttggata atcatacgtc
  5028661 accttcttct tactcaaatt gcttagtgta tattttaacc ctttaaatag ccctttcatc
  5028721 tcttactggc acccccctca tagattagaa gaataactcc ttaatcaatg ccgttaagaa
  5028781 aatatttgca agtgcaattg gcaataatac tttccagcca aactccatta actgatcacc
  5028841 tcttatacgc ggaaacgtaa cgcggaacca aattaataga aaaactacgc tgctaaactt
  5028901 taaagcaaac catacggcac ctggaataaa tccaaggaac ataactggat tccatccgcc
  5028961 taaaaaaagc actgtaatta acgatgccat cccgaaaaaa tatacgtact ctgaaagcat
  5029021 gaaaaacgcc cagcgaaacc ctgagtattc cgtatgatat ccagaaacaa gttccgattc
  5029081 tgcttctggt aaatcaaacg gcgtcctatt taactctgct accgctgcga ttaaaaacac
  5029141 gacgaaaccg attggttgca cgaaaatgta ccaaacattc tcctgcgctg ctacgatttc
  5029201 atttaaattt aagctaccag ctaataaaac gatgccaatt acactcatta cgagtggaat
  5029261 ttcataagaa atcatttgcg ccgccgcacg catccctcct aaaagggaat atttattatt
  5029321 ggatgcccat cctcccgtta cgacgccaat cgtcgtaatg ccagaaacag caatgtaata
  5029381 tagtaagcct acgccaatat ctgcgaactg aaatttatca gtaaacggga tgactgcaag
  5029441 caccataaat gctggcgcga atgcaataac aggcgctaat ataaacaacg gtttatctgc
  5029501 cgctttcgga atactatctt cttttagtag tagttttaaa acatcagcta ccgtttgcag
  5029561 cagaccgaac cggcccccga cttggtttgg cccaatccga ccttgcataa aacccatcac
  5029621 tttccgttct gccaaaatac catatgtaac gaagccaagg actgcaaata ataggagcac
  5029681 cgctaatccg aaaaaaatga agaaattcgt ccagctagaa ggtgattgta agagcgtttc
  5029741 aatcattagc catcaacctc cccaagtaca atatccactc cacctaaaat cgtaattaaa
  5029801 ttggcgatgt tttcaccttt caataacttc ggtaaaattt gcaaattgta aaaagacggc
  5029861 ctgcgaaact tcaaacggta tggctctttc ttcccatcac tagcaatata acaaccaatc
  5029921 tctccgcgcg gcgattctat acggacgaac gcttcccctt taggcgcctt aataattttc
  5029981 ggtactttcg ccagtacagc tccttctttt gggaactgct ggactgcttg ctcaacaatc
  5030041 tttaaagact cctcaatttc ctgcatgcgg caaacgtagc gatcccaggc atcccccacg
  5030101 ctcccaacag gaatatcaaa gtcaaaacga tcataaatgg aatatggttc atccttgcga
  5030161 agatcccagt ttactccggt acaccgcaaa ttcgctccgc ttaaagaata cgaaatcgct
  5030221 tcctccgcgc tatatatacc aacgcctttt acacgattta agaaaatctc attgccgcta
  5030281 acaagatcat gataccctgc caattgttct ctcatatacg gaacaaattc tttcactttt
  5030341 tcaatccaac catccggtgc atcccatttc acaccgccga ctctcatata attaaaagta
  5030401 agccgtgcac cgcataattc gtttaataaa ttaataatca tttctcgctc acggaacgcg
  5030461 tacaaaaacg ggctaactgc tcctatatca agaagatttg tcccccacca aacgaggtgg
  5030521 ctcgcaatcc ttccaagctc cattgcaagt actcgcaagt attcggcccg ctccgggatt
  5030581 tcaagcccca tcatcgtctc tacagcatgg caaatgacgt aattattcgt catagccgat
  5030641 aaatagtcca tccgatctgt ataagggata atttgcgtat actgtaagct ctctgcaatc
  5030701 ttttcggttc cgcgatgcaa atatccaata actggtgtag cttctttaat aatttccccg
  5030761 tcaatcttaa taacaagcct gaacacaccg tgggtactcg gatgctgagg acctacattc
  5030821 aaaagcattt cttccgtacg gatcatttag ctacacctcc acatcatacg gttcataatc
  5030881 tttcctaagc gggtgcccta cccaatcatc aggcattaaa atacgtgata aatttggatg
  5030941 ccccttaaat acaataccaa gcaaatcata cgcttcccgc tctggccagt ccgctccttt
  5031001 ccaaagcgct gtcaccgatt ccacttgcgg cgcttcccta tccagcttca ccttcaccgc
  5031061 tactgactgt ttctttccat atgaaaataa atgaacatac acttccatat gtgtcacaaa
  5031121 atccgtcgca tgtagctctg acatataatc aaatgcaagt ccctcatgga atcgcagtaa
  5031181 ctccattact tcataatatt ttgcaggttc caccacaaga gttggtacat cttttgacag
  5031241 tttattaatg tagaaatcta ctaatatatc ctctcctatc tttcccttaa taacttcaac
  5031301 atactgattt aaatacggtt cattcacgga tggctcttcc tgcttcagct cctcttcctt
  5031361 cttaccttca gcaccctttg tcttcgctct tgcagccgct gccgcttttg cctttgctgc
  5031421 tgcaattgcc ttcgcctttt catctcccga atctccatta ccttgcgatg ctttctgctt
  5031481 cgctaacgct gctgcttttg ctttcgcggc tgccgctgcc ttcgctttga ccttttcctc
  5031541 ttccgttact tcttctattc cttctctttt ctgcttcgct aacgccgctg cttttgcttt
  5031601 tgcggccgcg gctgcacgtc gttttgcttc ttctatagtc atatcgtcat tttttggtag
  5031661 cgctttctct ttttcgcgat tttcttcctc aagtttactt atttccacac catgtttcgc
  5031721 aacgagacgc tttctcgcct cttctttcgc acgcctagcc gcttctcttt ttaaatcctc
  5031781 taagtctttg ttaggatcac tcatttattc gtcacctgct ttccagtctt tgcttcgtaa
  5031841 cgaatttttt cttttaattt attaattcca taaattaaag ctgcaggatt tggtgggcaa
  5031901 ccagggatat acacgtcaac tggcacaatt tgatctacac ctttcacaac agcgtacgaa
  5031961 tttacatatg gaccacctgc tgtcgcacaa gatcccattg caataaccca ttttggttca
  5032021 ggcatttggt catataagcg ccgaacaata ggagccatct tcttcgttac cgttcccgac
  5032081 acaatcataa cgtccgattg ccttggtgaa gtccgaaaaa atgacccaaa tcgatctaaa
  5032141 tcataatgtg atgaacctac tcccatcatt tcaattgcac agcatgccag tccgaatgtc
  5032201 atcggccata aagaattact tcgcgcccat cctttcaact gttccaatgt agaaaaaaag
  5032261 atatttcgtt ctaattccgc tcgctcattt ggatgtaatt cctcaaaatt tataaccatt
  5032321 gtaacacctt ctttttccaa gcatacgcta atccaactag caacattaca acaaagatga
  5032381 gcatttcaat cagtgcaaat aaaccgaggt tgtcatatgc aacagcccat ggatataaaa
  5032441 ataaagtttc tacatcaaag atgacaaaca ataaagcaaa aatataataa cgagcatgaa
  5032501 accgaatatt cgcatcatga aaaggctcaa tcccgctctc atacgtcgtc gctttcgctg
  5032561 cacttggttt atttgggcgc agcatccttc ctaatgtaag agccactacc ggcagcaata
  5032621 tacctaatag caagaaaatc aaaacgatca tataactatt ttcatataca cttgccattg
  5032681 tgaaaccctc ccccctaaat taagaacaag ttcacttagt aaacaatatg tcctagttgc
  5032741 agtaattatt atttttaaat ttttctaaat aacgcaacta ttctaatcat tatagcaaac
  5032801 ttcaaattcc tatgtcgata tgttggggac agaaacgaaa attattaaaa tctgttttta
  5032861 taacttgcta tacttgcgca aaataagtat ataggttata tatgtttttt aagaaattat
  5032921 aaaaaataca aaagaggaat ttatatgtat ataccgtggg tgagatagat gaaaaaacaa
  5032981 gcacatgtaa gtattcttat aagcattaca ttgctatcta tagtgattca ttatgtggca
  5033041 atgccttttc tatatgaata ctcatttccc tttcaaatat taattggaat gagtacttta
  5033101 ttcattgata ttatcgcttg tagttatata ctttattttt caaacatgaa agaagggtta
  5033161 cctcgtttat tttggacgat attatgcgtt ggaactctct cttatttcat tggagatatc
  5033221 gtcgttgcct atcaacgttt aattttaaag gactactata cattcgttga tccgtccgac
  5033281 tttttttatt tacttttttt aattagcttt gcattcgcct ttctatatga aatcatttat
  5033341 aaccgagatt tattagaaaa gctttttatg atatgtgata tttgcattat tgttacagca
  5033401 caattcactt taagttacta tttacttatt gaacgaacca ttcacgtttt tacaacatcc
  5033461 tatatcgaca tatttgttca acttacctat ccaatggcag acttactctt ccttctcata
  5033521 ggaatcaatc ttttattcag accattatcc ttattaccga aaaaagttgg agcgcttctc
  5033581 ggcagtgctt tacttttata tgcgactaca gatgcaattt atgcttttat caaatacttt
  5033641 acaccagagt attctatgtt tacagttact cctctttatc aagtaacttt agtactagta
  5033701 gcaatcgcct gtattatcca tacaaaagaa cctgaaaaac aagaacaaat actattaaca
  5033761 cctaaacttg gtgagtcaat cagattgtca ttaccttata tttctgtcgt aatgctgatt
  5033821 gtttttatat tagttgaata cgtttttgca cctattgtag taatcgggct tatcataacc
  5033881 ttctccttcg tccttatacg ccatagttta gttcgtaaac aaaataaatt attattacta
  5033941 gcccaaatgc aattcaactc agaactcgaa aaacaaattg aactgcgtac agaagattta
  5034001 gtagaacaaa aaaatgagct ctatcataac caacaaatgt ttaagtcttt atacgagcat
  5034061 catccagatc caatcttcac attagatttg tatggtaatt ttctcaaagt gaataatgcc
  5034121 ggtacgactt tactcggcta tcaaacaaac gaattattaa atcaacctta ctactcactc
  5034181 atatacgaag aagatttaga agaaattatt aacacctttc atcgcgtaaa aaaagggcat
  5034241 tctatttctt tagaaatacg ggcttatcat aaaaatagag atatttacta cttgcatgtt
  5034301 acggctgttc ctatcttttt aaaagatcat atttcgggag tttatttaat gattaaagat
  5034361 attacggaaa gcaagcaaca acaagagcaa attaattttc tagcatatcg tgatacctta
  5034421 acagagcttg caaaccgacg tgcatttcac caatatgtag aacaagcaat tgctcgatcc
  5034481 aaaatatcaa aaagaccttt tgctgttatg tttctagatt tagaccgttt taaaattatt
  5034541 aatgataccc tcggtcatag ggtaggagac ctcctattaa tcgcagtagc gaaaagactc
  5034601 gaaagaatgg ccacaccaaa tatgaagctc gcccgtctag ctggggatga gttcacaatc
  5034661 cttattgaga actataataa aagaccagat gtaaaaagaa tggctgatac gattgtagaa
  5034721 gctatgaatg aaccatttga aattgaaaat caacatttac aaatctcacc gagcatcggg
  5034781 attgccatat atcctgaagc aggtgaagac ccattgtcga ttctacaaca tgctgatatg
  5034841 gccatgtatg aagcaaaaaa taggggcaaa aacggtagct ctctatacac gaaagaactg
  5034901 tacaaaaaaa tggaacgaaa agctcgaatt gaaaaagatt tgccacttgc tttagtgaat
  5034961 aaagaattct atctcgtata tcaaccacaa attgatatta caacgaaaaa gatcattggt
  5035021 gctgaagcat tactacgttg gaagcatcca ctattaggcg atattccacc gtgtgagttt
  5035081 attccaattg tagaagaaac tccacaggtc attccacttg gacattgggt attacaggaa
  5035141 tcttgtcggc agttaacaat ttggcattcc ttcggttaca aagatttaaa cataagtgtt
  5035201 aacttatcag caaaagaatt ccagcaagat catttaatcg agaacatttc acaaatacta
  5035261 acagatgtta aagtcgatcc aaagtatgta acacttgaat taacagaacg aattgcgatg
  5035321 atcgatgaaa aagaaacatt atcaagacta aaacaattaa aggaatatgg tattcaaacg
  5035381 tccattgatg acttcggcac cggctattct tctctcgctt atttatctat tttccctatc
  5035441 gatacattaa aagtaccgag agaatttaca caactagctg atcatcgacc agaagagaga
  5035501 gccatcgttt ccactatcct ttcccttgca aatactttaa acctttctgt cgttgctgaa
  5035561 ggaattgaaa cagaaaaaca acttaagttt ctacaaagga acaactgtaa atatatgcaa
  5035621 ggttactatt tcagtaaacc acttactagc cagcaattta taaaatttct acaaaaaaca
  5035681 cccagtatga accaatagct catactgggt atttttatca tactatttgc ggacagtaaa
  5035741 actagtcatc aatgcggggt tcccccactt tataatgctg gaatttcttt ctcgtaatat
  5035801 tcctctgcaa tttcttcata aaaagctgct gatgtcgtat aaaaatatgg aattaaccat
  5035861 aagaatccaa tcccgagtgt aatacaactt aatataaacc aaccaataaa gcttaaacat
  5035921 aaaatgaaat actccatctt atgcccatcc atcatacgac gactttctgt aatcgcttga
  5035981 tttatagaat actcagggtg gtcatttatt ataaagtacg tcatcgcata agaaaatgat
  5036041 ttaataatgc ctggaataat aaatagtaaa caccataaga aaatataaat attcactact
  5036101 atatataata aaaatgactt tataaactta cttccgcctg taaaccatct gaatatattc
  5036161 ccaatacgtg cgtctttctc acgaatgata tgtagtgcta aataataacc acctagcgtt
  5036221 agtggaccta tcaccaatat tgtaataaca tctactgaaa gcgagttctt tacttctttc
  5036281 caatcccaaa actgagagaa aatgaaatca acactaaaac taaatgctga aataagaatt
  5036341 gaaataagta atgtcgcccc aacagctaat ccccatttcc cttctaatga atctaatgcc
  5036401 tctcctttta aatcaccaat catacgtagc ctcctataca caataactct attagtatag
  5036461 catgttccta ctacaattca tcttttgaaa tatagcgata aaaatgcgct gtcgttgtac
  5036521 ttacatacgg gctaagccaa agaaaaccta ttccgagtgt aagaattgct aaaagtgccc
  5036581 aacctataaa actcagccat aaaaggaata aatctaactt atgtcccttc atcagattct
  5036641 tactttcttt cattgcttgt gaaacactat attccggttt ttcaaccatc acataatatg
  5036701 tcatcgaata tgaaaaatac aaaatggcca ttacaataaa cgaaatagct aatagaataa
  5036761 agaaaacaat tataaatgat ggatttgcat tctcatcaag aaaacctaat agcccaaata
  5036821 caatcattcc taacatcgga acccatgtac ctgtatataa caaaattgca agcatagccc
  5036881 acatcgtttt catcattctt ttaaagccac gaaatccttc aaataaataa tccactctag
  5036941 catcttctcg tttgcttatt tgtagaaaca aattcgtatg accatatgtg gtaatgccat
  5037001 aagcggcata acttaaaatt atcataagac agtaaaaaat cccaaacgta atagcagctc
  5037061 caattgccat cacgtcctct tcaattgaac cagctgaaat agatgctaaa agaactatta
  5037121 taactcctgg aattaatagt ataagcatta cagccattga aacgacgtaa cttacaatat
  5037181 gatataaaat cgttgatcca acacctagcc cccattttcc ttttaaagag tgcaatgctt
  5037241 ctcgtttcat ttcaccgatc atttattcat cccctttata aattgttgta cattctctac
  5037301 ttatacaagc atcaacataa gtataccatt tttgtaaaat tatccataaa aaaaccgtaa
  5037361 aggcaaagcc tttacggttt tttttatttc atatcggaaa cgtttaaacg gttcacagca
  5037421 cgttgtaatg ccatttctgc acgtttaaag tcaacatgtg cttgcttatc ttgcatacgt
  5037481 tgctcagcac gacgcttcgc ttcatttgca cgatggatat cgatatggtt tgcttcttca
  5037541 gcagatgatg ataatacagt tactttatct ggacgaactt cgataaagcc accacttact
  5037601 gctacataat cagtatgtcc accatttttc agacgaactg cactaatttt taatggtgca
  5037661 acagttggaa tgtgacctgg taaaatcccc atttccccac tctctgcttt tacacttacc
  5037721 atttctactt ctttttcgta aaccggtcca tcaggagtta caatactgac tggaaatgtc
  5037781 ttcatacttc gtccctccta aggccttacg ccatcatttt cttcgcgttt tcaataactt
  5037841 cttcaatgcc accaactaag cggaatgcat cttctggaag gtcatcatat tttccttcta
  5037901 gaatttcttt gaaaccacga actgtttctt ttacaggtac ataagaacct ttttgacctg
  5037961 taaactgctc cgctacgtgg aagttttgag ataagaagaa ttgaatacga cgagcacgat
  5038021 gtacaactaa cttatcttct tcagataact catccatacc taagatagcg atgatatctt
  5038081 gaagctcttt gtagcgttgt aaagtttgct gtacttgacg agccacttca taatgctctt
  5038141 ctcctacgat ttctggagaa agtgcacgag atgtagatgc taatggatct acggctgggt
  5038201 aaatacccat ttgtgttaaa cgacgctcta agtttgttgt tgcatctaag tgagcgaacg
  5038261 ttgtagctgg tgctgggtca gtatagtcat cggctggtac atataccgct tggatagacg
  5038321 tgatagaccc tttatttgta gatgtaatac gctcttgtaa ttgacccatt tctgttgcaa
  5038381 gtgttggttg gtaacctacc gcagatggca tacggccaag aagggcagat acttcagaac
  5038441 ctgcttgcgt gaaacggaag atattatcga tgaacagaag tacatcttgt ccttgctcat
  5038501 cacggaaatg ctcagccatt gttaaacctg ttaacgcaac acgttgacgt gctccaggtg
  5038561 gctcgttcat ttgtccgaat accatcgcag ttttcttaat tacgccagaa tcgctcattt
  5038621 cgtggtataa gtcattaccc tcacgagtac gctcacctac accagcgaat acagagatac
  5038681 caccgtgttc ttgtgcgatg ttattgatta attcctgaat taataccgtt ttacctacac
  5038741 cggcaccacc gaatagaccg atcttaccac ccttaatgta aggagcaagt aagtctacta
  5038801 ctttaatacc agtttcaaga atttctactt tagtagataa ttcttcgaat gcaggtgctt
  5038861 gacggtgaat tggatcacga cgtacatccg caggaacctc accatctaag tcaattgcat
  5038921 cacctaatac gttaaataca cgaccaagtg ttgcatcacc aactggtaca gagattgctt
  5038981 taccagtatc ttctacttct gtgccacgaa caagtccatc tgtggaagac attgcaactg
  5039041 tacgaactgt gtcatcacct aaatgaagtg caacttcaaa tgttaagtta atgcttgttc
  5039101 cgttttcgtt gctctgtttt accgtaaggg cgttgtagat ttctggtagc tttccgccat
  5039161 caaacttaac gtctacaacc ggacccatga tttgcgtaac gcgcccttta ttcatcgggt
  5039221 tccctcctag ctttctttta attagccaac tttctacgag cagttagctt ttcatttttt
  5039281 attagtttat agcttacgcg actcttttga cagagccgct tccacttttt attactattc
  5039341 taacgctgct gctccaccaa cgatttccgt aatttcttgc gtaatcgctg cctgacgcgc
  5039401 acggttgaat gaaagtgtaa gtgaatcgat aacttccatt gcgttgtctg tagcactctt
  5039461 cattgctgtc atacgcgctg cgtgctcact tgctttaccg tctagtaatg caccgtacac
  5039521 taagctttct gcgtattgtg gcaatagtac ttttaaaatt tcttcttcag aaggttcgaa
  5039581 ttcataagct gtcgtcggtt tatcagacgc cacatcagta agcggtaaaa ttttattttc
  5039641 cgttacttct tgtgaaattt tacttacgta atggttgtag taaatataca gctcatcata
  5039701 agcaccatct gcgaacatcg caattgctcg agaagcaagg tctttaatat cagtaaatga
  5039761 tgggtggtca gataatccaa ctacttcatc aatgatgtta aagccgcgac gttttaaata
  5039821 atcacgtcct agtcgtccaa gcacaataat tgaatattgg tttgaatcca tattatgacg
  5039881 ttcacgaatt acgttactta ctgtacgtaa tacgttactg ttataaccac ctgctagtcc
  5039941 gcgatcagat gtaataacga tgtatcctgt acgctttaca gggcgcgcat ttagcattgg
  5040001 atgattaatt cctttacttc cttgcgcaat gctcgctact acttcttgaa tcttttccat
  5040061 atacggaacg aaagatttag cattttgctc tgcacggttt aacttagatg cagataccat
  5040121 ctccatcgct ttcgtaattt gactcgtttt ctttgtcgag ttaatcttcg cttttatatc
  5040181 gcgtaaagat gccacaggtt ttcaccacct tttttccgga agttggcacg attagtaaga
  5040241 atcctcttcc taatctacgt tgcaagatat tcttgctcat gattgaagga aaagaatagg
  5040301 tgcacctact cttttccttt acataaccgt cagcaatctc agaaattgag acgccttata
  5040361 tatactatct agctccagcg gcttgaacga gccgctcccg cttttattaa tctagttccg
  5040421 cctcctagcc cctttcgtct aagaaccttc cccacaagaa ggtaaaaagc accttctgtg
  5040481 ggaaagaacc ttagccgatg gggctgaaca gtcggcttca ctttttatta ttattcagaa
  5040541 gctacgaata cttttttaaa tccgttaatt gctgctgcaa atttgtcgtc atccgcaagt
  5040601 ttcttagttg tgcggatttc ttctaataag tcagtcgcat tagaatctaa ccaagcatgg
  5040661 aattcttctt cgaaacgagt gatatctact actgggatat catctaggaa tccacgtgtt
  5040721 aaagcgtaaa gaatgataac ttgtttctct acacgtaacg gtttgtgtaa tccttgtttt
  5040781 aatacctcaa cagtacgagc accacggttt agtttcgctt gagttgcttt atctaagtca
  5040841 gaaccgaact gagcgaacgc ttctaactca cggtaagatg caaggtcaag acgaagtgta
  5040901 cctgatactt tactcattgc tttaatctga gcagatccac ctacacgaga tacagaagta
  5040961 cccgcatcga tcgctggacg tacgccagag aagaataggt cagattgtaa gaagatttgt
  5041021 ccatccgtaa tcgagattac gtttgttggg atgtaagctg atacgtcccc tgcttgtgtt
  5041081 tcgatgaaag gtagtgccgt taaagaaccg ccgccttttg catcacttaa ttttgctgca
  5041141 cgctctaata agcgagaatg taagtagaat acatcccctg gataagcttc acgacctgga
  5041201 ggacgacgta atagtaatga cagctcacgg taagctgctg cttgttttga taagtcatca
  5041261 tatactacta atacgtgttt accattgtac atgaactctt cacccattgt tacaccagca
  5041321 taaggagcta ggtataataa tggagctggt tgagaagcag atgcagttac aacgattgtg
  5041381 tactctaatg caccatgctt acgtagtgtt tctactacgt tacgtacagt tgattctttt
  5041441 tgtccgattg ctacgtagat acaaatcata tcttcatctt tttggttaat gattgtatca
  5041501 agtgcaactg ctgttttacc tgtttgacgg tcaccgatga ttaactcacg ttgaccacgg
  5041561 ccaattggta caagagcgtc gatcgcttta atacctgttt gaagcggctc atgaacagat
  5041621 ttacgatcca ttacacccgg tgctggactt tcgattggac gagtgtttgt tgtattgatt
  5041681 gggcctaaac catcaactgg ttgacctaat gggtttacaa cacgaccaat taattctttt
  5041741 cctactggta cttgcatgat gcgaccagta cgacgaactt catcgccttc acggatttct
  5041801 gtgtaaggtc ctaaaatgat aatacctacg ttgttttcct ctaaattttg tgctagcccc
  5041861 ataacgccgt tagagaactc tacaagttca ccagccataa cgttatcaag accatgagca
  5041921 cgcgcgatac cgtcaccaac ttggataact gtaccaacat cactaacttc gatttcagac
  5041981 tgatagttct cgatttgttg ctttatcagt gcgctaattt cttcagctct gatgctcatg
  5042041 tgcttcaccc ctatctattc ttcattaatt cacgctgaat acgtgctaat tttccttgta
  5042101 aacttccgtc gtaaatgcga tttccaatac gtactttaat accgcctagt aaatcttcat
  5042161 ctacaacatt ttttacgcga attgcatctt ttcctgttct ctttgcaaat gcttctgcaa
  5042221 tgttaagctt ctcttcttct gatagaagac gagtagagta tactgttgcg tccgctacgt
  5042281 tacgttcttc attcgcaaga actacgtatt catttgcaat gtcagataag atatcaatgc
  5042341 gtttgttatc aattaaaata tataacgtat ttaaaataga ttcagaaaca gatccgaata
  5042401 cgtttgcaag aaacgtcttc ttctgctctt ttgaaatgtt cggttgtgtt aaaaagctat
  5042461 gtagttctcc gttcttctca taaacgtttt gtacaaggcg taattcctct tcaaacattt
  5042521 ctaatacgtg tttttctttt gcaattttaa aaagagcgac agcataacgt tttgctacaa
  5042581 tcccattgct catcgcgctt ctcctacttc tttaatataa tcgcgaatta acttcacttg
  5042641 atcttcttct tttagttctt tttcaattac tttagaagca atttgaacag ataaagaagc
  5042701 aacttgttct tgtaaagcag caattgcttg ctctttttcg cgttgaattt cttgtacagc
  5042761 agatgcttta attgattctg cttcttcttt cgcagcagca acaataacat ccttttgatc
  5042821 tacagcttgc tttttcgctc tttcgattaa ctcttgtgct tcaacacgcg attgttttaa
  5042881 catctcacgt tgttcttcca ctaatttctt cgcctcagca ttatttcttt ctgcagcgtc
  5042941 gatttcatta gcaacgtgct cttcacgttc tttcataatt cccattaaag gaccccacgc
  5043001 aaatttgcgt agcattacta atagaagtaa gaaaatgaac aatgtgtaag caatcgttcc
  5043061 aaatggaatg gcagccccta ataataaagt tggcacaagg attcactccc ttcaaaatat
  5043121 ctaaattgat catatgaaaa aaagacatac gtttcgttca taaagcaatg gcgaagaaag
  5043181 ttcggaaaaa cactcttcgc catctatgta aggggagtct cccttatttg ttcattacga
  5043241 tgaatgcaat aactacaccg atgattggaa gtgcctcaac taaagcaacc ccgatgaaca
  5043301 taattgtttg aagtgcgcct tttaattctg gttgacgagc aacaccttcg attgtacgtg
  5043361 atacgataag accgttacca atacctgcac ctaatgctga taaaccaatt gcaattgcag
  5043421 ctgcgattac acctaaactc atttaatttg tcctcctttg tattataaaa aaataaattt
  5043481 tttcttactt aaattatatt aatggtcatg gcttacttta tgagccatat aaaccatcgt
  5043541 taacataacg aaaataaatg cttggattga tccaacgaat acactgaatc ccatccatgc
  5043601 taacatcggt acaagtgcac ctaatgctcc aaggaatgtt gctccaccta acttagcaag
  5043661 taatcctaat aagatctcac ctgcataaat gttaccgaat aaacgaagac ctaacgttaa
  5043721 tgtgttagca aactcctcaa taacctttaa tgggaataag aatttcatag gttggaaata
  5043781 accttttacg tattctttcg tacccttcat cttaattcca taataatggg tgagggtaac
  5043841 taccatcacg gctaatgtta atgtaactgc tggatcagac gttggtgatc tccaccatgc
  5043901 aatatgttcg ccagcctcaa ctgttgaata catgaatggt aaaccaagga agttcgatac
  5043961 gatgataaac atgataagcg taacgccaag cgttaagaaa cgtccacctg ttttccagtc
  5044021 catcgtacta ttgataatcc ctttcacgaa gtcaaacacc cattccatga agttttgcat
  5044081 tcctgttggg cgaagagcta agctgcgagt tccgataaca gcgattaaga aaacaataac
  5044141 tgctgctaca gtaaccatca taactgacga caaatcgaac gttaaaccta gaaattcaac
  5044201 taatttaccg tgttccacta gtaattcacc tctcttccct gctcttatac tctaaataaa
  5044261 gaaaatctat gatcatgaca aggtatcctg tcagcaatcc tacacctaag ccccacatcg
  5044321 caattaactc ttgatatttg gctgcaaata aaattaataa cccaatcgtg gcgaatcttg
  5044381 aatatgtact taccgctgtc gccttaaact ttacgttttc tccatttgtc acgcgatcca
  5044441 gcagcttgtc tgttctacgt gcaatgatgc gcaaactaag aaaactgaaa atcgtcccga
  5044501 taatcagtcc aagaaataca tccttgtaag aggtgaatcc ccatcctagc actagaagcg
  5044561 caagcaagta gtacatatat ttcttttgtc tttggacaag tccatgtacg tctatcatca
  5044621 ttgctctccc gaatagtaat gtcgaatgag tcgaatcatt gcgtataccc ctgttcctaa
  5044681 tccgagtaat aaccctatta taagaaacaa tggaaacgtt ccaaccttat tatcaatcca
  5044741 ctgcccacca aagatcccaa caagaataga accgactaac tgagcaagaa tacctgacat
  5044801 taaagcataa gcttttatat ggctgcgatc gtttttttgc aaggattcat ccctccaata
  5044861 tgtaaccctc attcacgatg tgttaataat aactcatttt tttgcataaa tcctatacaa
  5044921 aataaaaagt ttacattttc gtcacggaat agatgtattt ttgtcactga aagccctacc
  5044981 atctatcccc gttgttagca tacaataggg tattaacagt gtcaacgaga aatcgtaaaa
  5045041 aatcaaaaaa tttgagtatt agtcatttcc tcccaaaaat gaaaacgttc cccttctaaa
  5045101 tactggttag agatatgcaa tttctaacag ttttcctttt ataatagaag gaaatgttca
  5045161 caagtttgtc actattatat ttttacgata taacgctttc cttccataat atagtgctct
  5045221 ttagacgtaa gacttctata ttatatgtga tgtgtatgca acttatgttg tatatactat
  5045281 gtatatttat ccccctcccc tacctcacca aggtacaaaa aaacgagagg ggaatcccct
  5045341 ctcgtcagtt gtcttacttc gttccgaata aacggtcacc agcatcacca agacctggta
  5045401 ctacatatcc gtggtcattt aatttctcat ctaatgctgc tacataaata tcaacatcag
  5045461 gatgttcttc ttgtactact tttactcctt ctggagctgc aacgatacac attaatttaa
  5045521 tttgttttgc accgcgcttt ttcagagagt taattgcttc agctgcagaa ccacctgttg
  5045581 ctagcatcgg atctagtacg ataaagtcac gctcttctac atccgttgga agtttcacat
  5045641 agtattctac cggttgcaat gttttaggat cgcggtataa accaacgtgt cctacttttg
  5045701 ctgctggaat taatttcaga attccatcaa ccattcctaa acctgcacgt aaaatcggaa
  5045761 ttaaaccaag ttttttacca gcgatcactt ttgttgtcgc tttgcttaca ggcgtctcaa
  5045821 tttcaatgtc tttaagtgga agatcgcgag taatttcaaa agccattaag cttgctactt
  5045881 cgtccactaa ttcacgaaaa tctttcgtac ctgtattctt gtcgcgaata tatgtaatct
  5045941 tatgttgaat taacgggtga tcaaatacat acagttttcc catgtgaatc tctcctttag
  5046001 atgatattca tgcgtttgca cgctttttta cactatttac gattgtaaag aaaacgctac
  5046061 taatattcaa gggcaaattt ggcaaaatca tgatttccga tgaatctatc tagtatcttt
  5046121 accaattatg ggagctgtat ccttcattat atcgccaaaa tttattcatc atttgtatac
  5046181 atacttcaag aacaatatat gtccacaaaa aagactgcca aaacaattac gtttcagcag
  5046241 tctacttcaa tctattatag atctgtgtac attgggaatt tgctcgttaa cgcttctaca
  5046301 cgcttacgtg cttcttctaa tgcagcttca ttttcatgat tttttaatgt gtaagcaata
  5046361 agtgaagcaa tttcatccat gtcttctaaa ccgaaaccgc gagatgttac agctgctgta
  5046421 ccgatacgta caccacttgt tacaaatggg cttgctgttt caaatggaat tgtatttttg
  5046481 ttcacagtaa taccaacttc gtctaatacg tgctctgcta ctttacctgt gatttctaag
  5046541 ttacgaacat caattaagat taagtgattg tctgttccac cagaaacaag tgtaagtcct
  5046601 tctttttgaa gaccttcagc taagcggttc gcattgttaa tgatattttg tgcatatgtt
  5046661 ttgaaatcat cttgaagtgc ctcaccaaac gcaacagctt ttgcagcgat tacgtgcata
  5046721 agtggaccac cttgaatacc agggaagatt gatttatcaa tttgttttgc aaattgttct
  5046781 tcacataaaa tcataccacc acgtgggcca cgtaacgttt tatgtgttgt cgttgtaacg
  5046841 aaatgtgcat gtggtactgg gtttggatgt aaaccagcag ctactaaacc agcgatatgt
  5046901 gccatatcaa ccattaagta tgcgcccact tcatctgcaa tctcacggaa tcgtttgaaa
  5046961 tcgataacac gagggtatgc acttgcacct gcaacgatta attttggttt atgttctttc
  5047021 gcttttgcta atacatcatc gtaattaata cagtgagatt cagcatccac gccatattct
  5047081 acgaaattat attgtactcc actgaagtta acagggcttc cgtgtgttaa gtgaccacca
  5047141 tgagataaat tcataccaag tactgtatcg ccttgctcta aaatcgtgaa gtatactgcc
  5047201 atgttcgctt gtgcaccaga atgcggttga acatttacgt gctctgcgcc gaaaatttct
  5047261 tttacgcgat cacgtgcgat atcttctact acgtctacgt gttcacaacc accatagtaa
  5047321 cgtttcccag gatatccttc agcatactta ttcgttaaaa cagaaccttg cgcctccatt
  5047381 accgcttcac ttacgaagtt ttccgaagca attaactcaa tcttcgaacg ctgtcttcct
  5047441 agttctgcct caattgcagc aaataccttt tcatcttgac gttttaaatg atccaccaaa
  5047501 atcccccttt tctgaacgaa ttacatcgat tcccaacagt tttttcttat ttattcagaa
  5047561 aaaacgaaaa ttcaggttgt aattctttcg aaccttcatg ttttcaacta cattctaaca
  5047621 tgactttcta tatcataaaa gaaaaaaaag accgaaaatc ggtcttttct ttcttctatg
  5047681 ataaagtcag acaacatacc ttattcgtaa ctttaacggc aagtgatagt ctcttccttc
  5047741 gccgcataaa cagcacgtgc tccaccaatt agctttccac gtgttgttgc catcgttaca
  5047801 tgtgcacttc caatttcctt cacactagta cgaaccggaa cagctacgtg ctttaaatgc
  5047861 ataccgataa atgtatcacc aatatccatt cccgcatctg ctttaataaa ctcaattact
  5047921 accggatctt tcaaattgtg ataagcatat gttgctaatg caccacctgc tgatctaaca
  5047981 ggcgtaactg ttacaatttc aaattgatat ttcatcgcta actctctctc aactactaaa
  5048041 gcacgattta aatgctcaca acattgaaac gccaactcaa tacctgtttg ttcttgaaat
  5048101 tgttttaact cagaaaaaat cgcctctgct acttccatcg ttcctgatgt cccaattctt
  5048161 tctcctagca cttcgctcgt actacacccc actacaaaaa tttgaccact ttgtaatgaa
  5048221 gcttgttctt ggaaatcaga aagcgaaatt tgtagctgtt ctcttacctt tacgatttct
  5048281 gtcattacgc ctcttccttt cacaggttgg ttcaccaaat tatatttcct actgcttcta
  5048341 gttagaatct attactttgc ttcgtatgtt ttaatttttc ctacgcggtt ttcgtgacgg
  5048401 ccaccttcaa attcagttgt taaccaaatt tttgcgatgt cacgtgctag accagcacca
  5048461 attacacgct cgcccattgc taacatgttt gtatcattat gctctcttgt tgctctcgca
  5048521 ctgaaagtat catgaactaa cgcacaacga ataccattta ctttgtttgc agcaattgac
  5048581 ataccgatgc ctgtcccaca aactaaaata ccacggtcta cttcgccatt tgctaccatt
  5048641 tccgctgctg gaaacgcaaa atcagggtaa tcaacagaac cagcttcaca ttcacaacct
  5048701 aaatcaatat attcaatatt taactcttct aataaactta caagttcttt acggatattc
  5048761 ataccgccgt gatcagatgc tattactact ttcattttta cccctccaaa gtttcaatcc
  5048821 attatcttca tttctcactc gctcctacga tgggacgaag tgatctccaa tatcgtatta
  5048881 tacacgaaac atcaaccttc tgaatgtttt ttcagtaaag tttgtacaag tttttccatc
  5048941 tcttctaacg tttctttata aatagaaagc gatccgccaa atgggtctga aatatcctta
  5049001 cttatcccct cagttactcc atataacgta tctactttct tttcaacacc cggataatgt
  5049061 ccaagtacaa tttgtctatg gttttctgtc attgttacta taatatctgc ccaatcaatc
  5049121 aaagtttcgt ttatctgctg tgcggtatga tcaattgcaa ttcccatttc agctaaagct
  5049181 tcctttgcat gtaccgacgc atcacttcca ggataggcaa aaacaccagc agattgcact
  5049241 tcaaacttac cttccccatg atgacgaagt aacgcctcgg ccatcgggct acggcatgta
  5049301 tttccagtgc aaacaaataa tactcgtttc atctaaaccc accccttttc tctatttctt
  5049361 accttttatc atagcgtaca ttacaataga acaaaagaaa tgtgaatata cgaaaggcgc
  5049421 atttctctta tattttttct aagaaaaatg cgccttatcc acatatatgt gaaaccctat
  5049481 ttccaagtgc ccaaagtatt ttaccataca taaagaacag actacaaaaa caaaataagg
  5049541 aatccatttc atacgaaacg gactcccttc atgtaataat tatttcattg taactttcat
  5049601 tacttctgtt gaaccttttg tagcagttac acctacagtt gtcttaatag actcagctgc
  5049661 atctgtgttt gtaataacga ttggagtaat tgtgcttttc gctttttcac gaattaattc
  5049721 taaatcgaat gagattaatt tatctccagc ttttacagct tgtccttcag aaacgtgagc
  5049781 ttcgaaacct tcaccttcca tttttacagt ttctaatcca acgtggatta aaatttctgt
  5049841 accgtttttc gctttaattc caatcgcatg tttcgtgtgg aataattgta cgatttcacc
  5049901 atcaactgga gatacaacta caccttcagt aggatcgatt gcaacaccgt cacccatcat
  5049961 acgaccagcg aatactggat ctggtacttc ttcaatattt ttcactgctc cagttaatgg
  5050021 agctacaatt gtttcttcat ttgtttttga accaagaccg aataattttt taaacatagg
  5050081 atagtcctcc ttataattta cctaaaagtt tatagggcaa tctctattaa agatcagaat
  5050141 aaacgtaaga cttcatactt cgaatattat actgtaaaaa cgctttcgaa ataaattacg
  5050201 tcattgctac tagactctta ttgtagcgtc tcacaaaatt ccagtcaatt ctgattgtct
  5050261 gaataacaat aagaagttaa cttctactta tattttctct tttttactca acttgtctag
  5050321 aggtctttac tacattttat tttttgtcgc taatttgtaa aattaatttc aaactttttt
  5050381 cgaaatccac ttgactaaag taagtaacta ttttattatt acttacgtaa ggtaagttaa
  5050441 taacttttag gaggttttca aaaatgatgg atttcggtct tcttattatt cgtcttatta
  5050501 taggtattac attcatgggt catggtgctc aaaaattatt tggttggttc ggcggttatg
  5050561 gtttaaaagg aacaggcggc tggatggaat caatcggttt acgccctggt gtattcatgg
  5050621 catttatggc tggtgcaact gaattattag gtggtttctt attcgcatca ggtattttca
  5050681 ctgcaattgg ttcattattt atcgttggaa caatgttaat ggcaatcttc actgttcatg
  5050741 gaaaaaatgg ttactgggta acccaaaacg gatatgaata caacttaatg ttaatcgcag
  5050801 ttgcgattgg tgtagcttta atcgggcctg gcgcatacgt tttactataa tttttatctt
  5050861 gaatccgaga ttgtttagat ggaacttact tcaataataa tgaagtaagt tctttttatg
  5050921 taataaaaat attattttca gcaggagttt tccactaaca tcttgtaaac aaacaataag
  5050981 tcgtcatatt tagaaagggg atttcaagca tgttatccat taatccaaat gaacaaacag
  5051041 aaaaagagaa ttacaaatta cttacaggaa gtattattcc acgccctgtc gcattcgtta
  5051101 cttctgtaac aaaagacggc gtattaaatg gagcaccata tagttatttc aatattgtcg
  5051161 ctgctaatcc gccacttatc tcagtttctg tacaacgaaa agctggagaa agaaaagaca
  5051221 cttctcgaaa cgcaattgaa aaaggggaat ttgtcgtaca tatctctgat gaatcatatg
  5051281 tagcggcaat taacgaaaca gcagcaaatc tcccgtcaaa cgaaagtgaa attgaactag
  5051341 caaaattaac accaattgaa agtgatgtca tctccgttcc aggtgtaaaa gaagcaaaca
  5051401 ttcgaatgga atgcgtacta gaacgcgcaa tcccccttgg cggaacagaa gactcaccag
  5051461 cttgcgatct actaattgga cgcgtcgttc gtttccacgt cgcagaacac ctatacgaaa
  5051521 atggccgcat tcatgcagaa ggactaaaac cagtaagccg cctagcagga cataactacg
  5051581 caaaactagg agaacaattt gaattagtga ggccactcta aaagcggaag cggctcgttc
  5051641 agaatcgcag ggcattggag ctctcgatct tgaagcgctt tttgcctcgc aggaagaagc
  5051701 gaagccaccg accattctag ctgctggagt tagataatat ttaaaagtgg tagcaactca
  5051761 attccttcca tcactcaaac ataaaatccc ctgctaaata gcaggggatt ttatcattgt
  5051821 aattcttcct ttttttcctc taaattcggg aatttctctt ttttcggttt cccaagctta
  5051881 attacgaaga agtatagaga aagcaatgta ataagaaaaa caattaaaaa cgggtatgga
  5051941 gaataaaagg cacgcgccgc ctccgttttc cccgcaacaa acttcaatga ctcaatatct
  5052001 aaaaactcag caaacatttg tacaccgagc atactaaacc aaaaaacaaa aaaactaata
  5052061 ataacaccaa aaacttgctt caatctcgtc atccatctca tcctttctat atgtgtaatt
  5052121 tttagcgcca tcagtatagt acaaacaaaa ctatgcacag aaaggaacta tcttatcatt
  5052181 cacgaattaa tttaatccaa cctaaaattg aaatttgtaa aataacaccc caaataataa
  5052241 gcagtcataa ccatctcgga aaaaagttac aaatcgaata taccattcca ataacgtgtt
  5052301 cataacgccc tcccccttaa aattatatag gaaaaaggag atataatcca aatccaacca
  5052361 aaatgatacc acctactatc tcaccatatg taccgagcat acctttcgca tgcctaccaa
  5052421 tgagtaaacc aatccacgct aataacatac taacaaatcc aaagagtaat atcgtaataa
  5052481 ttgtctgtgc cccgtaaata ccaagactaa gccctactga aaaactatct atactaacac
  5052541 caaatgcaaa tacgaataaa ctaattccaa taggggctgt tctagtctct tcattctcta
  5052601 aaatagagga atacacaata taaaatccta gtcctattaa taaaatagca cctgcaaaat
  5052661 gtgcaatgtc tccatactgc tctgataaaa aacgacctaa taccatccca ataaatggca
  5052721 tgataatatg aaatatccct atcgtcacac cgatatacag gatttgtctt atctttaagg
  5052781 ccatcattcc cataccaaga ctcaccgaaa atgcatccat ccctaaggcg aatgccataa
  5052841 ttattaaagg tattagctgt tcaaacgtca ttcatgtccc tcctcggacg tgctacttca
  5052901 caatatgctt atccgaggag aaatattctg tttgctaatc gtaccttatc attcagtaat
  5052961 aatatgatgt cctgccgctt ttgttaagcg attcataatc gcgtttccta ttccttcatt
  5053021 cgggaacgat tcactaaaaa taacatccac ttcacttgca tcaaacgttc taagtacatc
  5053081 atataattta gtcgcaacgc tagctaaatc acttcgaaca ccacatgata atacaacatc
  5053141 cgcattatat atatggtgat actcttctgt cgttaataca cctactttga atccttcttc
  5053201 cttcttctca tccacaaggc gctgaataaa ctcacgtgat ccttcaacga tactgagcgg
  5053261 agctttcggt gcataatgtg tatatttcat tccaggtgat ttcggttttt ctttctcatc
  5053321 ctttaaagct ggatctaacg aaaccgtacc aatcactgct tccaattgtt ctttcgtaat
  5053381 cccacctggg cgtaaaatcg ttggaacggc acttgtacaa tcaattacag ttgattccac
  5053441 acctactcct gttgcaccac catctacaat acctgcgatc ttctcattta aatcttcata
  5053501 tacatgagat gctaacgtcg gacttggacg accagaacga ttcgcactcg gtgctgcaac
  5053561 aggtacattt gcctcttcaa taagagcaag cgctactgga tgatcaggca tcctcactcc
  5053621 aactgtatga agtcctgccg tcaccttctc tgaaattcct tcttttctag gtaaaataat
  5053681 tgttaacggc cctggccaaa aatgctccat taacttctct gcaactggtg gaatttcctt
  5053741 cacaatccca tctaactgcg attttgtccc gatgtggaca ataagtggat tatcactcgg
  5053801 tcttcctttt gcttcaaaaa ttttggcaat cgcttcatca ttcatcgcgt ttgcacctag
  5053861 tccatatacc gtttctgtcg ggaaggcaat cgcctcattt tcccttaata attttgctgc
  5053921 ttcttgtaac tgtggataat atttttttct ttccacaaca ttatccacaa cccacatatt
  5053981 tgtatgcatt ttttcccacg tccttttcta ccctgaaata cttgtctatt tttagtttac
  5054041 tatgagattt atccaaaaga caaacaaggt ttatccacaa aatgtggata aacctaatta
  5054101 atccgtggat aactttgtga atagctgaca atttagtatt attgcatttg gctcttttat
  5054161 atttttacaa aagtgttcta actgtcgaat tccctctggt acgttttctt tctctatagt
  5054221 aacaaagtca aaaaactgaa agattgttat agattgtgga tgatttgtta gtaagtacaa
  5054281 ttgtcgaata tttttttctt tcatatactg caaaaacatt tcaaaaaaat ataagaaagt
  5054341 ctgtttatcc acattaggtg tgaataaaca agaacgaatc agtgcgtttt cttcactttg
  5054401 ttcatatcca atgactgccc ttatttcttc cgcctcttcc aaaatcataa attgcgcgta
  5054461 caactcattt attttatcat cttttttatt agcttgtccg aaaaaagaat gcaatctttc
  5054521 cacatctgct ttcgtcgcaa aatatacctt cttcataata aatccctcct cttttttata
  5054581 tatgagaagg gatttacgaa tagtactatt tagagaataa agatgtaaaa gcttctacaa
  5054641 taaataactt aacttctggc tcttcttctt cctcttctac ttttacatac tcattttgtt
  5054701 tttcttgttt ttgctccaca ggtttctcca ctttttccac agtttttgtt tcctctttac
  5054761 ttacaggttg ttcttctact tttgtttcat tttttactac tttcttttca gaagctgtta
  5054821 cttttgttgc gacttcctgc tttacaactt tcttttcttt cacctcatcc tcctttttct
  5054881 cttctgtatc tactacctct tcatcatcta tttgttttac ttgctcctct tctggagatt
  5054941 cagccttcac aacatgttct tctttcctta cagctgtacc acttgaaaaa tctaagaaac
  5055001 acatcggtgg aaataataca caccaccagt ttgccccttc tccttcccca attgtaatta
  5055061 aaactgcttc atattcccct gctggataaa taaaattccc atataccttt gtaggaaact
  5055121 ttacattttt actgaatttc acttggaatg aatctttgct tccttctttt ttcaacgtat
  5055181 ttgccactgt tttttcgatt tctggaatat gactttgaat gactttgcgc gcttcttcaa
  5055241 atgaagttaa atcagctacc catccatcaa tttgtgcttt tacttcatca cgcactttgc
  5055301 gctttaacgc ctgatcttta tctgaatcac tatttgctaa aatccgtaat cgaacggcct
  5055361 ctttcggaat aactgaaggt cctttcgcat cagctttcat atatccaaac tgcacaagta
  5055421 actgtgcacc aattaataat aaaagaagat aagcaataac ttgttttttc atttcctcca
  5055481 ccgtcccttc tacaaacagt gtggacagac tttcatcttt ctaaactatt aaattcaaaa
  5055541 tctatatgaa tttttccaca aaaaaataga gtaaggtgta atccttactc tatttctgca
  5055601 aataccatac gatcttttcc attaatatca aaaacaacct caacatgagc atgtggaaaa
  5055661 gcttgttgta acagcccttt cacgtcctca ccttgcccta ctcctatttc aaatgctaca
  5055721 attgctttct tctgcagcac attcggcaat tcttccataa agcggcgata gaaatctaat
  5055781 ccgtcttcac caccaacaag cgctctcttt ggctcatgct ctttcaccac aggagaaaga
  5055841 ccacgccaat cttcttccgg tatatatgga ggatttgaaa caacaacatc taacttttga
  5055901 cccgtttcat aaaatggtga taataaatca ccatgataga acgttacttc tgcgcccaaa
  5055961 gttttcgcat tttcttttgc aacttcaatt gactcctgtg caatatctac cgtatataca
  5056021 tgaagatttt tattttctaa agcaagcgta atcgaaatcg ccccgctacc cgtaccgata
  5056081 tccgctacat gtagtttctc atcaccaaaa tggcgctcga ttctttctaa cactcccact
  5056141 ataagctctt cggtttccgg tcttggtatt aatacttctt cattcacaaa gaacgatctt
  5056201 ccataaaaca tttcatgacc aatcatatat tgaatcggaa taccttctac atgcttgtgg
  5056261 ataaactctg taaaacttgt ttcttgttcc gcagttattt cttcacgcat gttcatcaat
  5056321 aatcctgttc tattcgtctt taatacatga caaaggacaa tttctcccgc attttcatct
  5056381 cgcccattct cctgtaaaaa agaagaagcc catttcaggg cttcatagac acgcattact
  5056441 cagctgcctc catcctttga gcctgatctt ccatcactaa ggcattgatg aaatcatcta
  5056501 acttaccttg taagatttga tctagctttt gaatcgttaa accgattcga tggtctgtaa
  5056561 cacggttttg cgggaagtta tacgtacgaa tacgctctga acgatcaccc gtaccaacag
  5056621 cttgtttacg gttttgatca tactcagctt gtgcttcttg tctaaactta tcataaacac
  5056681 gtgcgcgtaa tactttcatc gctttttctt tattcttaat ttgtgatttc tcatcctgac
  5056741 acgatacaac tacaccagtc ggtaaatgcg ttaaacgtac cgctgacatc gttgtattaa
  5056801 cgctctgtcc accaggtcca ctagaagcga atgtatcaac acgaacatct ttctcatgaa
  5056861 tatcaatttc tacttcttct gcctctggta atacagctac agttgctgta gatgtatgaa
  5056921 tacgtccacc agattccgtt tcaggaacac gttgtacacg gtgagcgcca ttctcaaatt
  5056981 tcaacttcgc gaaagcacct ttaccgttaa tcataaagat aatctcttta tatccaccta
  5057041 actctgtata gctagcctcg ataatctccg ttttccaacc ttgtacctca gcgtaacggc
  5057101 tatacatacg gtataaatca ccagcaaata aagcagcctc gtcaccaccg gcagctccac
  5057161 gaacctcaac gataacgttc ttatcatcgt taggatcttt tggtacaagt aaaattttca
  5057221 gacgctctga taatgttttt tcttgtgatt ctagctcaga aacctcttct tttaccattt
  5057281 cacgcatttc tgcgtctaac ttatcttcta acattgcttt cgcatctttt aattgctcac
  5057341 gaacatcctt atactcacga tacacctcta ccgtttcctg tatatcagac tgttcctttg
  5057401 aatattcacg aagcttattt gaatcactaa taattgctgg gtcgcttagc aattcattta
  5057461 acttctcata acgattttct acagcttgca aacgatctaa cacatcattc acctctacat
  5057521 cctagtatct aatacaaata gtatatggta cttactcaaa aaaacgcaaa ttatatttaa
  5057581 aagtggcggt ggctcgttca gctctgacca gctaaggttc tttcgaccta aaggtgcttt
  5057641 ttacctttcg ggcggaaggt tcttaggtgc gaagagctag ccaccggaac tagatattat
  5057701 ttaaaagcgt aagcggctca caccactcac actctctatt ctgaaaaaaa cccgccttgc
  5057761 acagcgagtt tacttatctt tgttttgtag gaactgcatg acaatgacga cagcgtggtt
  5057821 catacgactc tgaagcacca actaaaataa ttggatcatc aaatgccgct ggttctccat
  5057881 caattaatcg ttgtgtacga cttgccggag atccacatgc agaacataca gcttgtagtt
  5057941 ttgttacatg ttcagcaatc gccatcagct gaggaacttg tccaaatggt agaccacgga
  5058001 aatcttggtc taaaccagct acaatgacac gatagccacg atttgccaat acttgcacca
  5058061 cttccacaat gtccccatca aagaattgca cttcatcaat tgcaattaca tccatttctt
  5058121 cagtgatatg tttaaatata tcttttgaag ctgaaacagg aactgctttt acctttaatc
  5058181 cgttatgtga tacaacgtct tcttcactat agcgattatc aatacatggt ttaaatacaa
  5058241 ttgcatgttg tttcgcaaat tgcgtacgac gaacacggcg gataagctct tctgatttac
  5058301 cagaaaacat actaccgcaa atcacttcaa tccaaccgtt ctgatttatt aagtacatga
  5058361 agctctcctt tcatctactt tttcgttaaa agtagggtaa aggtataata ttttcgcaaa
  5058421 aaaaacagac aagcgaatag atacacttgc ctgttttatg tttttattac ttaagaccgt
  5058481 atttcttatt gaagcggtca acgcgtccgt ctgcagtagc aaacttctga cgtccagtgt
  5058541 agaatgggtg agaatcagaa ctgatctcaa cttttagtaa tggataagtg ttaccatctt
  5058601 cccactcaac agtttcgtta gatcctttag tagatccgct taagaatttg aagcctgtgt
  5058661 ttgtgtccat gaatacaact ttcttgtaat ctgggtgaat tcctgctttc attcttttca
  5058721 tctccttccg ccctgaatca ttttcgaaac agagtttttc atctttagct gcatacacaa
  5058781 ctatattgat gaaacacata tgatgaaatt ataacaaggc taacttcatt ttgcaactac
  5058841 ctgtttttgt cttttgaaat ttaaagtgga ggtggctcgc tcagctctga ccagctaagg
  5058901 ttctttcgcc ctaaaggtgc tttttacctt tcgggcggaa ggttcttaga tgcaaagagc
  5058961 tagccaccgg aactggatat tacttaagaa tccaggacac ttcgagcgag agagtgaaat
  5059021 gaccggagat tcttccacgc atctctcttt aacatcacct aaaaaacata aaaaactcgc
  5059081 ttaccacaaa ataagcgagt cccaatcttt tccctttact tagttgttac atatcttttt
  5059141 gaatctgcaa caatgttttg taaaaattct tcatttgtct ttgtttgacg aagtttacgt
  5059201 aagaaacttt caacaaagtc tggtgtatca cgcattgttt tacgaatacc ccacagcttg
  5059261 tctaaatgtt ctttcggaat taatagatcc tctttacgtg taccagaacg gcgaatatca
  5059321 attgccggga agatacgacg ctcagctaat gaacgatcta agtgaagttc catatttcca
  5059381 gttcctttaa attcttcgta aattacatca tccatacggg atcctgtatc aacaagcgct
  5059441 gttgctaaaa tagttaagct accgccttct tcaatattac gtgcagctcc aaagaagcgc
  5059501 ttcggtctat ggaaggcagc tgggtcgata ccacccgata atgttctacc acttggcgga
  5059561 ataacaaggt tgtaagctcg cgctaaacgg gtaatactat ccattaaaat gataacatct
  5059621 tttttgtgct ctacaagacg cattgcacgt tctaacacaa gttccgctac tttaatatga
  5059681 ttttctggta cttcatcaaa agtagagctt acaaaatctc ctttaacaga acgttcaatg
  5059741 tctgttactt cctctggacg ctcatcaatt aaaagtacaa ttaattcagc ttccggatga
  5059801 tttgttgtaa cactgtgcgc gatttctttt aatagacttg ttttaccagc ctttggaggc
  5059861 gcgacaatta aaccacgttg tccaaatcca actggtgcaa ttaaatccat gatgcgtgtc
  5059921 ggtaactttt tcggttccgt ttccaatttc atttggcgat ctgggtataa tggtgttaat
  5059981 gcagggaaat gcacacgctc ttttgctgac tctggatcat ctccgtttac agcttcaact
  5060041 tgtaataatc caaagtagcg ttcattttct ttcggaggtc gtactttacc agaaacttta
  5060101 tctccattac gtaaatcgaa acgacgaatt tgcgaagctg agatataaat atcttctgag
  5060161 cttggagagt agttgatagg acgtaggaat ccaaatcctt ctgattgaat aatttctaat
  5060221 acgccttcca tgaagaagaa accttctttt tctgctcgag cttttaaaat ggcgaagatt
  5060281 aactcttttt tcgttaattt gctataatac gaaatcttaa attctttcgc aagctcgtat
  5060341 aactctttta atttcatgtt ttctaatgct gcaattgaca aattcattca gacaccacac
  5060401 tttaacgtta ttctcttttc acatgggtaa agggaaaaaa tacggaaggc aaataattaa
  5060461 taatgaaagg caataagttc aagtagggta atattcacta ttgtaaccct tttatctagt
  5060521 tttaatcaat acgttgaaac acaaatacaa gaagcgaaga caagaaaatt tgtcttcgct
  5060581 ttttatttaa tctagttcca gcggctagaa tggtcgacgg tttcgattct ccccttctga
  5060641 gcaagctgct tccacctttt acttaatcca gctccggtgg ctagaagggt cagtcatttc
  5060701 accccttctg agcaagccac ctccgctttt tatttaataa ccaagttcgg ttttttattt
  5060761 aagctatgac gtccgtctac gaagcgtact gtgcctgatt ttgcacgcat aacaagagat
  5060821 tgtgttgttc ctacgctacc tttaaattga acgccgcgta atagttctcc gtctgttaca
  5060881 cctgttgctg caaagattgc atcgtcacct tttactaagt cctccatgcg aaggatgcgg
  5060941 ttgatgtctt ctatgcccat ctttttgcaa cgcgccaatt cagcttcgtt ttgtggtaat
  5061001 agctttccgt gaatttcgcc acctaaacat tttaatgcaa ctgctgctaa tacaccctca
  5061061 ggcgcaccac cagatccgaa taaaatatct acacctgtac gatcaaatgc agtattaatt
  5061121 gcacctgcta cgtctccatc attaatcaat ttaatacgag caccagcttt acgaatttct
  5061181 tcaataatcg cttgatgacg tggacggttt aaaactgtcg ctacaacatc ttcaatatcc
  5061241 ttgtttttcg ctttcgcaac tgcacgtaag ttatcgataa taggcgcatc aatatcgacc
  5061301 gccccaaccg cttctgggcc aaccgcgatt ttatccatgt acatgtcagg agcatgtaac
  5061361 aaattaccgt gatctgcaat tgcaataaca gcaagagcat tccatccacc agctgctaca
  5061421 atgtttgtcc cttctaaagg atcaactgca acgtctacac gtggaccata tcctgtacct
  5061481 aatttttctc cgatatatag cattggtgct tcatccattt caccttcacc aattacaact
  5061541 gtacctttca tcggaattgt atcaaataca tcacgcatag ctgatgttgc tgcaccgtct
  5061601 gcctcatcct ttttcccgcg tcccatccaa cgcgctgatg ataaagctgc agcctctgtt
  5061661 acacgtacta actccataga taaacttctt tccacgataa tccctctcct ttaagtcttt
  5061721 atatttctgc cgtattttgt gaaccgtgtt ttttctataa agtgtacttc cgcaagtagt
  5061781 gatgcttcgc ttcccccttg cggaagtatc acttatgcgt tcttcatttc ttcaatttct
  5061841 tgctttgtca tttgttctcg ccaaatgttt gcaccaagcc ctttaagctt gtctactata
  5061901 ttttcataac ctcgatcaat atgctcaagt ccggttactt ctgtaattcc atccgccatt
  5061961 aatcctgcga taacaagtgc tgctccagct cgcaaatcac tcgctttcac ttttgcacct
  5062021 tgcaataaaa caggaccagt tacgatagct gatcgacctt ctactttaat ttgtgcattc
  5062081 atacgacgta attcatcaat atgtttaaaa cgtgcaccat aaatcgtatc cgttacaaca
  5062141 cccgttccat gcgcctttgt taaaagtgtt gtaaacggct gttgtaagtc tgttgggaaa
  5062201 cctggatata caagcgtttt tatatcaact acttttaatc ttctatcacc gttcactgta
  5062261 atctggtcat cattcgtttc aacctggaca ccagcttctc ggagcttcgc cgtaactgac
  5062321 tctaagtgct gaggaataac attatcaact gttacttctc ctcctgatgc agcacctaaa
  5062381 atcatatacg tacccgcttc aatacgatct ggaatgatcg tatgatgaca accgtgcaat
  5062441 gaatccacac catcaattcg gattacatct gtaccagcac ctttaatacg tgctcccatg
  5062501 ctagttaaca gtgtagctac atcaataatc tctggttctt tcgctgcgtt ttcaataaca
  5062561 gttctacctt tcgctcgtac agctgctagc ataatattaa tcgtagctcc tacactaaca
  5062621 acatctaaat aaatacgagc cccgcgtagt tcatctgctc ttaaatagat agcaccttgt
  5062681 tcattcgtaa catgtgcacc taacgcttca aaccctttaa tatgctgatc aattggcctc
  5062741 ggtcctaagt gacatccacc tggaagccca ataacagctt ttttaaaacg gccaagcatc
  5062801 gcacccatta aataataaga agcacgcaat tttttcactt ttccgtttgg taaaggcatt
  5062861 gcaaccatgt tagaaggatc gactaccatc tcttcctcct gtccatacgt tactcttcct
  5062921 ccaatttcct ctagtaagtc tcctaacatt ttcacgtccg aaatattagg gacaccacca
  5062981 atagttactg gagtatctgc taaaattgtc gctggaatta atgcaacggc gctgttcttt
  5063041 gcaccactca cgcgaattgt tccatttaaa gctcttccgc cttcaattag caatttttcc
  5063101 atattgagct cccttcttgt gaatgtattt actttctata tttttataga aagctccccc
  5063161 ttaagaatct caattacttt tccatcccaa aactcaataa ataggaaacc attatcttca
  5063221 cttctcctgt catacaaaaa gataaagatt aactatgtat cgaatttact ttatcaattt
  5063281 agatacgtta tcacatttat taataggact ctgcacatta ttttctattt caaaaacaaa
  5063341 atgataaaat ctttagactt gttcacgctt tcattataca acgaaaggaa accgtctaaa
  5063401 agagtagacg gtttccaaaa cggaatttta ttcttacgct ttaccgttag aaccgaattc
  5063461 gcgaatttta ccaataacag tagctttgat agcgtcgcgg ccaggtccga taaatttacg
  5063521 aggatcgtaa acttcttggt ctttgtttaa tacttcacga acagcttttg taaactcgat
  5063581 ttggttctca gtgtttacgt tgatttttga agtacctaaa gagatagctt tttcgatatc
  5063641 agcagttggg ataccagtac caccgtgtaa tactaaaggt acaccagtga agtcacgaac
  5063701 ttgttccatt tcagcgaatc ctaagttagg ctcacctttg taaggaccgt gtacagaacc
  5063761 taaagctgga gctaggcaat cgatacctgt tgcttcaaca aggtgcttac actcagctgg
  5063821 gtcagcgtaa attacgcctt cagcgattac gtcgtcttct tgtccgccaa ctgttccaag
  5063881 ctcagcttca acagatacgt tacgagcgtg tgcgtattct actacttttt tagtagtttc
  5063941 tacgttttct tcgaatgggt ggtgagaagc gtcgatcatt acagatgtga aacctgcatc
  5064001 gattgcttct ttacattttt cgaagcttga accatggtca aggtgaatcg ctacaggaac
  5064061 agtgatgttc atttcttcga ttaaagcttt aaccatagct acaactgttt tgaaaccagt
  5064121 catatgacga gctgcaccct cagatacacc taggattaca ggagattttt cttcttccgc
  5064181 agcagctaag atagcttgag tccactctaa gttgttcatg ttgaattgac caactgcgta
  5064241 ttttccttct agtgctttgt ttagcatttc tttcatagaa actaaaggca tggtgaatcc
  5064301 tcctaaaaaa cgttttttgt atccgataag ttcttatcgc tggtagtatg accagaataa
  5064361 ggtaaaatat gtatatctac gtaccggact tttttctaca ctcaatagga taacaacttg
  5064421 tactcaaaaa ctcaaccgta ttcacctgca caatagtcca tgtaaacgct tttttccata
  5064481 ttttttataa aaaattcatt tttaagcctc tacagcgagc tcatttctca ccgcttgacg
  5064541 aatttcatca atatcaaatg gtttagcaaa atgcattaaa gcacctaaat cttttgcttc
  5064601 ttggatcata tcaagctcac cataagcagt cattaaaatc actttaatac tctcatcaat
  5064661 ttcttttaca tgctttaaaa tctctatacc atccatacct ggaattttca tatctaacac
  5064721 aactaaatct ggattatctt ttttcacgat atctaaagct tgaaatccat tcgctgcttg
  5064781 gaatgtctga taaccttctt tttggaacac ttcatgtaat aacacacgaa tgccatattg
  5064841 atcatcaacg attaaaattt tcccttccat aactcccaac ctttctgtgt aaatacaaga
  5064901 tttaaagctt cttatatctt aacgatttat tttcgctatt tcttgccaaa ttccttccta
  5064961 ttctttctta ttttaccgtt tcctattttt ttatgccacc attcgatttc acctttctaa
  5065021 aaaaataaac tataatgaaa tccggtaaac acgtacgaag ggagtaacat tatgttaaaa
  5065081 attttttcaa cccaattaag tggttatttc tccagagttt ctcaaaaaga ggaaatgaat
  5065141 atagaagata gcgcccgtct acttgctcaa gcattagttg gcgaaggttt catttattta
  5065201 catggtacaa atgaaatgga cggcattgtt gctgaagcac tattcggcgc tgaaccaatg
  5065261 aagcaagcaa aacgattatt tgaaaatggg aaagaagtag aagtaacttc tgcagatcgt
  5065321 gtacttctta ttagccgttt ttcaacagat gaagaagttg tagcaatagc aaaaaaactt
  5065381 caagcagatg gacactctat tgtcggcatc tctgctattc aagaaggtac tgaatcacta
  5065441 gaacaatata cagatgtaca tattgataca aagctattaa aaggtcttat tccagacgat
  5065501 gaaggtaatc gctacggatt cccaagctta atgatagctt tatttgcata tcacggtatc
  5065561 aaatttacaa tcgatgaaat gttaaatgaa tattaaaaaa agcgccctat ttcaggcgct
  5065621 ttttttatta cttgctctct ttattcgtaa gagaagcttt tacaaagtca tggaacaatg
  5065681 gttgtggacg gtttggacga gaaactagtt ctgggtggaa ctgtgctgcc acgaaccaag
  5065741 ggtgatcttt taattcaatg atttcaacta gacggccgtc tgggcttgta ccagagaata
  5065801 caaatcctgc tttttccata tccggacgga attgattgtt gaactcataa cgatgacgat
  5065861 gacgctcata tacaaccggc tcattgtaag cattgtaagc atttgtttct tcagaaagct
  5065921 tacatgggta taaaccaaga cgaagtgtac cacctaagtc ttctacatct ttttgttctg
  5065981 gtaataagtc aatgattgca taaggtgtgt caggattaat ttcagaagag ttagctcctt
  5066041 ctaatcctaa tacgttacgt gcgaattcga ttgatgcaag ttgcatacct aagcaaattc
  5066101 ctaagaatgg aactttgttt tcacgagcat attgaattgc aacgatttta ccttctacac
  5066161 cacgatcgcc gaagccacct ggtacaagga taccgtctgt gtcaccaact aattcttgta
  5066221 cgttctctgc tgttacgtgc tcagcgttta cccatttcac ttctacatct gtgtcgaaag
  5066281 agtaacctgc atgacgaagt gcttctacaa cagaaatgta tgcatcttga agctctacgt
  5066341 atttaccaac aagagcgatt tttgttttct tagaaaggtt acgcactttt tcaactagcg
  5066401 cagtccactc tgtcatatct gcagctggat tgtctaattt taagtgatcg caaacgattt
  5066461 ggtccatatt ttgctcttga agagataatg gaaccgcata taaagtatct gcatcgcgtg
  5066521 cttcaataac tgcttttgta tcaatgtcac agaataatgc aagcttgtct ttcatatctt
  5066581 gagaaacagg catttctgta cgaacaacga taatatttgg ttgaatacct aagctgcgaa
  5066641 gctctttaac gctatgttgc gttggttttg ttttcatttc acccgctgct tttaagtacg
  5066701 ggattaacgt acagtgaatg tacattacat tgtcacgacc gatgtcgctc ttaatttgac
  5066761 ggattgcttc taagaatggt agagactcga tgtcaccaac agttccacca atttctgtaa
  5066821 taacaacatc cgcgtttgtt tcgcgaccag aacggtatac gcgctcttta atttcgttag
  5066881 taatgtgagg aataacttga actgttcctc ctaggtattc accgcgacgc tctttttgaa
  5066941 gaactgaaga gtaaatttta cctgttgtta cgttgctgta tttgtttaag ttaatgtcga
  5067001 tgaaacgctc atagtgacca aggtctaagt cagtttctgc gccatcatct gttacgaaca
  5067061 cctcaccgtg ttggtatggg ctcatagtcc ctgggtctac gttaatgtat ggatcaaact
  5067121 tttgaatcgt tacgtttaaa ccacgatttt ttaaaagtct tccaagagat gctgctgtaa
  5067181 taccttttcc taaagacgat actacaccgc ctgttacaaa aatatactta gtcatgaaaa
  5067241 agctcccttc tattttgctg ttatataatc accgttgcaa agcgcaacgt atgtagataa
  5067301 cactgtatcc atcttattgt tagactcttt ttattttcta aacaaaaaac aaaaaagaaa
  5067361 attgctcccc tcatcacata aagtaataag tagggagcaa ttttctttta tatttacact
  5067421 ttaaaagtat tatcgtcctt ttttaaagag cccaaaaatg attctacatg gacgataatg
  5067481 aaaagtcaag aactacagtt cttcctcttc ttcttcagtt tcgtcatact caagttcttc
  5067541 ttcggcgaag tcgtcttcat cttcatctaa atcatcaaga tcatcgtcat ctccgtcttc
  5067601 atcttcaaga accttgtcca aatcttctac atcatcatct tcgtcttcag ttacgtctgc
  5067661 atcgtcgaag tcttcatctt cttcaatgta gtcgtcaaaa ccgtcgtctt caactttacg
  5067721 tttcttcttc ggttttggtt gaggcaagat ttcttcatca atttgctcgt atgggtacca
  5067781 gctgcgtagc ccccaacgat tttctcctaa attaatgaaa cgtccatcaa tgtttaagtc
  5067841 tgtataaaat tgtgcgattt tcgcattaac ttgctcttga gatagtccca gcacttgagc
  5067901 gatttcttga accaactcat tgaatgtcgt tgcttgtctt ttatccccta aaacgctatg
  5067961 tacaacttca atcattgaac attcttttag ctcttctggt gaatattgct taaaatccac
  5068021 ttatgcggca cttcctttca tcaaatataa ccttatatat aacggcctgc ttaaaaaaat
  5068081 ccatactatt cattataaac aaaagtcgca caaatatgct acaaaaaaaa cgggaaactt
  5068141 ttatagggta ataaatttat aatttgtcca ttccttattt cggaagcata tgagcccctt
  5068201 gcaatacata cctaatttgc atttctgtat attcctcgag cgtatatagc ttttgcaacg
  5068261 cccaacgtct aaatccccac atctgtcctt gtataaaaat attatgcgca agaagctgta
  5068321 tttctttttt atttaatgta aatgttccat tttccgtaca ctgttctaaa atattctcaa
  5068381 acattcctac catttgaaac tccttttcta atacgtacgg gagtgattct ttcggtaaaa
  5068441 agcgtacctc ttgatacatg attaatactt cttcctgcaa ttcgtccatc actttaaaat
  5068501 aattcgttat tgctatcttt aaactttcta cacttccttt ttctgtacaa actacttcct
  5068561 ctaatctttc ttttacatgt tcataaatac tatcacaaac taaatacaaa acatcatctt
  5068621 ttgtacggat atattcataa agtgttccaa tactaaaccc agcagccttt gcaatctctc
  5068681 tcgttgttgt acgcggaaat cctttttgct taaacaattg caccgcacct ttaatcattt
  5068741 gttcacgtct taacgcgact aatttttcat ctttcactga tgcgtgcaca ttatgtttaa
  5068801 ccatcccctt cacccctcta ttattttttg gaaggaaaaa gcgtaggaaa atacctacgc
  5068861 cttcgatcct acttcgttaa catacgagaa attacgagcc tttgaatctc ttgcgttcct
  5068921 tcatatatct gtgtaatctt tgcatcccgc atataacgct ctactggata atctttcgta
  5068981 taaccgtaac caccaaatac ttgtaccgct tccgtcgtca ccttcatcgc tgcatcgcct
  5069041 gcaaatactt ttgacatcgc tgactctttc ccatacggaa gcccttccga ttcaagccaa
  5069101 gctgcttggt atgttagaag gcgcgccgcc tccacatccg ttgccatatc tgcaagttta
  5069161 aagccaattc cttgttgcgc cgcaattggc ttcccaaact gatagcgctc tcttgcatat
  5069221 gctacggaag catctaaagc cccttgtgca ataccgaccg cttgcgccgc aataccgtta
  5069281 cggccgccat ctaatgtttg catcgctatc ttaaaccctt gcccttcttc ccccagtaaa
  5069341 ttttctacag gaatgcggca atcttcgaac ataatttcag ttgttggtga agagcgaatc
  5069401 cctaacttac tttccttctt cccaactgaa aatcctggtg tatcactttc cactataaat
  5069461 gcactcgtgc cacgctgctt cgattcagga tcagttaacg caaagacaac ataaatatca
  5069521 gcaataccac cattagtgat aaatattttt gatccattta atacataatg gtctccatct
  5069581 cttttagcaa tcgtcttcat tccaccagca tccgatccag atcctggctc cgttaagccg
  5069641 tacgcaccaa ttttcttccc ttcagccatc ggtcgtaaaa acgtttgctt ttgctcttct
  5069701 gttccaaatt taaaaattgg ccaaccagca agcgaagtat gtgcagacaa tgttacacct
  5069761 gtagaagcac atacacgcga taattcttca atagcaatta catacgctaa gtaatcgctt
  5069821 ccaattccgc cgtattcttc aggccacgga ataccagtta aaccaagctc ggccatttga
  5069881 tcaaatattg cacgatcaaa tctctcttct tcatcacgct cagctgccgt cggtgctact
  5069941 tcattcttag caaagtctcg aaccattttt cttatcattt catgttcttc tgatagttta
  5070001 aaatgcatac ccgtctcccc cttgtgcttt tacaaagctc ggctaataac aagtttctgt
  5070061 atttcgctcg ttccttcata tatttgcgtg attttcgcat cacggaaaaa tctttctact
  5070121 ggatagtcct tcgtataacc gtatccccca aatacttgca ccgcttcaat cgcaacttca
  5070181 acagctgttt tagaagcgaa taatttcgca atagatgctt ccttaccaca tggtaatcct
  5070241 tgcgctctta gcgatgccgc cctatataca agtaatcgcg ccgcttctac actagtagcc
  5070301 atatcggcaa gtttgaagcc aatcccttgc tgctccgcaa ttggttttcc gaattgctca
  5070361 cgttctttcg cataatcaat tgcacatgca agcgccgctt cagcaattcc tagtgcttgc
  5070421 gctccaattc caattcgtcc aacatctaaa ttcgccatcg caaccttaaa tccttgtcct
  5070481 tcttcaccaa gtaaattctc agccggcact ttcatatcct cgaacgtaag ttgtaccgtg
  5070541 cgagaaccga gaagtcccat tttatgctca tcttttccaa taattaagcc tggtgtatct
  5070601 ttctctacta taaatgcaga aatcccactt tttcctgcct ctggatttgt agaggcgaat
  5070661 acaatgtatg tacttgcttc accgccattt gtaataaata ctttcgaccc attaataatg
  5070721 tagtgatcgc ctttctttac agctcttgat ttcaaactcc ctgcatccga tcctgcattt
  5070781 ggttctgtta atgcaaatgc gcctaaatat tcaccagtcg caagtttaga aacgtatttc
  5070841 tctttctgtt cttctgttcc aaaatataaa attgggttca tcccaactga cgtatgtaca
  5070901 gctaaaatta caccaactgt tgcgcttacc tttgaaattt cttcaattgc taaaatgtaa
  5070961 gagataaaat ccatttctga accgccgtat tttgcaggcg ctggaattcc cattaatcca
  5071021 agctcaccca tcttctgcaa aatctctgtt gggaacaccc cttgttccat actaggaaca
  5071081 aagggagcta tttccttctg cgcaaaatct cgaaccattt tcctcatcat ctgttgctct
  5071141 tcattaaaac gaaagttcat ataccccgcc tccatttgct atatatcctt ttaacaattt
  5071201 ggtaagacca ctattttgta acaaagggga attttattcg taaacgtaga aaccacgacc
  5071261 tgttttacga cctaaccatc ctgcatttac gtacttgcgt agcaatggac atggacgata
  5071321 tttactatca cctaagcctt catgcaacac ttccataatg tataaacatg tatctaaacc
  5071381 gataaaatca gcgagcgtta aagggcccat cgggtgattc ataccaagtt tcattacttc
  5071441 atcaatcgct tctttcgtcg ctacaccttc atataacgta tagatcgctt cgttaatcat
  5071501 cggtaataaa atacggttcg atacaaatcc tggaaaatca ttcacttcaa ctggtacttt
  5071561 cccaatcttc ttcgtaatat cttcaattgt ttcgtatacc gcatcatctg tagccaaacc
  5071621 acgaatgatt tcaacaagtt tcataaccgg aacgggattc ataaagtgca taccgattac
  5071681 tttttccggg cgcttcgtta ctgcggcaat ttctgtaatt ggcagggatg acgtattcgt
  5071741 cgctaaaatt gcgtgttctg gagcaatttc atctagattc gcaaagattt tctttttaat
  5071801 atccattttc tcaacagctg cttcaataat aagatccgct tccttcacac aatctaaatc
  5071861 aagcgttact gtaagacgat ttaaagtggc ttctttctct tcttccttca tgcgtccttt
  5071921 ttctacttgg cgcgctaagt ttttcgtagt gatagccaat cctctatcta attgctcttg
  5071981 ttttaaatct tgtaccttca cgtcatatcc tgccattgca catacttgcg caattcctga
  5072041 ccccatttgt cctgcaccaa ttacaacaat tttttgtaca cccatttctt cttccccctt
  5072101 aatttttaat aaactatata tcttctaatc ttaattagtg aacttcaatc atcactgcat
  5072161 cgccttgacc gccaccacta caaatcgaag caattccaat tccaccgccg cgttgcttaa
  5072221 gtgcatggat tagtgtaacg ataatgcgcg ctccgcttgc tccaatcgga tgtcccatcg
  5072281 ccactgcgcc gccatttaca ttcaattttt ctgggtcaat tcctgcgatt tctgtacttg
  5072341 caattgctac cgctgcaaat gcttcattaa tctcaaataa atcgatgtct tcaattttct
  5072401 ttcctgtttt ttcaagcaat gcgttaattg cataacctgg cgtcctcggg aaatctttag
  5072461 actccactgc aattgctgta tgtgccaaaa ttgtcgctaa cggctttctt ccttcttgct
  5072521 tcgctctgtc ttcgctcatt aatacaagtg cagcgccacc atcgtttagc cctggtgcat
  5072581 taccagctgt caccgtcgct gtcttatcaa atacaggttt taattttgct agtttttcaa
  5072641 ttgttgtatc ttcacgcggc gcctcatcct ttgcaacgac aataggatcg ccttttcttt
  5072701 gtggaatcgt tactggcacg atttcctctt caaaacgtcc ttctttatgc gctgaaactg
  5072761 cacgctgatg gctacgatat gcccattcat cttgcgcttc gcgagaaatt ccatcctcct
  5072821 tcgcaacttc tccgccataa acacccatgt gtatacctga aaatgcgcat gttaaaccgt
  5072881 cagcaacgtt taaatcaatg acttcgttgt tacccattct gtatccccat cttgctcctc
  5072941 gtaaaatgta aggactgtta ctcatcgact ccataccacc agctacaatt agtgattgat
  5073001 cgccagtacg aataatttga tccgctaaag tcaccgcacg aagccctgat gcacaaactt
  5073061 tattgacagt ttccgtctgc acttcccaag ggattccagc agcccttgca gcttggcgtg
  5073121 atggaatttg tccctgtcca ccttgaataa ccgttccgaa tataacttcc tcaacatcac
  5073181 tagctgaaac attcgctctt tcaagcgctg ctttaattgc gattcctcca agttctgttg
  5073241 cttttacatc ttttaaagat cctccaaatt tccccaccgg tgttcttgca gcacttaaaa
  5073301 taactgtttt actcatgttt ctttccccca tttctttttt agcaccgagc gcttgctcgg
  5073361 cattgttacg ctgagaagag gtgcaatgat tgcacctctc tctaaagttg tattcatgct
  5073421 tgcagattac atcgcttctt tcttctgtcc gataacagag cgttctaaaa tctctgttac
  5073481 atcaagcgtt tgaaccttct cttctacttc tttcgctttc gtcccatcac taatcatcgt
  5073541 taagcaatat ggacaacctg taccgataat ggatggttgc acagctagcg cttgttctgt
  5073601 acgagcaacg ttaatacgag aacctgttgt ttcctccatc cacattaagc caccacctgc
  5073661 tccacagcac attcccgttt cacggttacg tgccatttct acaagattca caccaggaat
  5073721 cgctttcaaa atgtcacgcg gggcttcgta tacttcgttg tatcttccta agtaacagga
  5073781 atcatggtac gtaactgttt cctcaatagc gtgaacaggt tttaagcgtc cttctttcac
  5073841 ccactgagct aacagttctg tatgatgata gacttctgct tgcaagccaa agtctggata
  5073901 ctcattttta aatgtgttat aagcatgagg gtcaatcgta acgattttct tcactcctgc
  5073961 tttttcaaat tcctcgatat tttttgtcgc catctcttgg aagacgaatt catttcctag
  5074021 gcggcgcggt gtatctccag agttcttctc tttattaccg agaatcgcaa atgaaatgcc
  5074081 tgcttcgttc atcaacttcg cgaatgatat cacaatcttc tgactacggt tatcgtacga
  5074141 tcccattgaa ccaacccaga ataaatattc gaactcctcg ccagctttcg atttttcttt
  5074201 tacagttgga accgttactt catcatcacc ttggcgccaa gtttcacgct ctttacggtt
  5074261 tagaccccac ggattccctt gacgctcgat gtttgtcatc gcacgctgtg cttccgcgtc
  5074321 catctttcct tctgttaaaa cgagataacg gcgtaaatca ataattttat caacatgctc
  5074381 attcataacc ggacactggt cttcacagtt acgacacgtt gtacaagccc aaatctcttc
  5074441 ttctgtaata acatccccga ttaaacttgg atcgtaagcg agtgttgcag ccgctgattc
  5074501 ttgttgccct ttcccagctg ccatcatcgc taactgattt ccttgtgtat tattaaaagc
  5074561 aactactgga acccaaggcg cttttgatgt tactgctgct cctttgtcag ttaaatgatc
  5074621 gcgaagtttt aaaattaaat ccatcggcga taacattttc cctgttcctg ttgccggaca
  5074681 catatttgta caacgaccac actctacgca agcgtataag tcaataagct gattttgtct
  5074741 aaagtcttcg attttaccaa caccaaatgt ttcttgtgtt tcatcttcaa agtcaatctt
  5074801 ttcaagtttc cctggatttg aaagacgacc gaagaaaacg ttagctggtc cagcaattaa
  5074861 atgtgcgtgt tttgattgtg gaacataaac taaaaacgtt aacaaaatta gtaaatgcac
  5074921 ccaccaagag aaatagaaca cagaaatggc tgcggtttca tttatccctg agaaaacgta
  5074981 agcgattgca gaagcgattg gctcactcca tgaaagctcc tcgccatgcc atataattcc
  5075041 cattccatta ccgagtagca cagaaatcat taagccacca ataaagataa gaacaagacc
  5075101 tgatttgaaa ttacgtttta aacgaactag cttttcaaca tagcgtctat gaaaagccca
  5075161 aaagactgca attaaaataa caagtgtgac aatttcctgg aagaatgtaa atgcagggta
  5075221 tagtggtcca agtggaagat gtgatcctgg tgcgagtcct ttccaaacga agtcaattgc
  5075281 tccaaattgg acaagaataa atccgtaaaa gaacataacg tgaataatgc cgctcttttt
  5075341 atctttcagc agctttttct gaccgaaaac attgacctta aggagatccc aacgctcttt
  5075401 aaaacgacgg tcaaattcaa tcttttttcc taactgtatg taggccatcc tcgttcgtat
  5075461 aagatacaca aacaaatatc ccgcataagc aataacagca atggcagcca gccaattaat
  5075521 gatcagtaag ctattcattt ttatgctacc cctctctttg taagccctct ttctttttta
  5075581 gaatcttcaa aaacatataa ttttctgaat tttatcccct atcttcatta tataatgagt
  5075641 gagcattcag tcaacagttt tttgttatac aacaacatat tttttcataa agctgtttat
  5075701 ttcggtgaaa ctataaagtg aaactttaat cagtagaagg tatttattcc ctactgatta
  5075761 ttagcctgca aataacagga taatatgaat gttttattta taaaaaacga atggtgaaaa
  5075821 gaccgtgaag gagggaattt gctcatgttc ttcttacctc tcttattaat aggtattgct
  5075881 ctctggatta taatcgatct ttcttatggg agaattgttc atttaaggcg tgtacgttct
  5075941 cgttctttcc ctttacgtca aagtgatttt cacctttata catacggaaa agatttgtat
  5076001 gacactctat ttactgatat aaaacaggcg aaacaccatg tgcatgtttt gttcttcatt
  5076061 gtaaaaaacg ataaaatcag ccgggaattt ttaaagttac ttattgataa ggcaaaggaa
  5076121 ggaattgaag taagactttt actcgataga ttgggaagcc atcatttatc aaacgaggcc
  5076181 attcgctccc tgcaaaaaca tggtgtctct ttttcatttt gtcacaaagt aaagtttcct
  5076241 tttcctttct tttctgcaaa tcaaagaaac catagaaaaa ttacagttat cgacgggaaa
  5076301 attggttaca ttgggggatt taatattggt gaagagtatt tgggacataa tgaacggtta
  5076361 ggattatgga gggactatca tttacgtctt acaggcgaag gagtacaaga tttacaaaag
  5076421 caatttttac atgactggtt tgatgataca aaccaaaatt tattggtcgc ttctctttat
  5076481 tttccgaaac agcaacccgg tactatccaa catcaattta ttccgactga tggtgcctat
  5076541 ttacaacata cttttttaca tttaattgaa ggggcaaaaa aggaactctt tatcggcaca
  5076601 ccctatttca ttcctggaag gaaaattatg aacgcattat tagaagcacg aaaacgcggg
  5076661 gttcaaatca cgattctcgt tccagaaaaa gcggatcatg cccttgttcg agaagcaaaa
  5076721 ttcccgtatt gccgaaagtt aatacaagct ggatgtaata tttacgcatt tcaacaaggt
  5076781 ttttttcacg ctaaagttat tatagttgat gactacattt gtgatatcgg aactgcaaac
  5076841 tttgatatga gaagtttata tattaaccat gaaattaact gccttttata tgataaacat
  5076901 tttatacaaa cagtaagaaa caaattccat aaggatctag gaaacgcatc attactttcc
  5076961 tttaaagatg ttagcccgca ttctcttatt gatagaggaa aagaatggat aggaacaata
  5077021 ctcgctttct tcctatagga aagataatgc ataaaggatg tgtattcatt atgattatgc
  5077081 ggttcggata tgtctcacat gcaatggcac tctgggactg ctctccggct aaaacgataa
  5077141 catttacaag ctttcaaaag ctcagtaaac aagagcgaga agataaatta tacgatgtta
  5077201 caaaacaaaa tcttgagcat acaatacgta ttctccatta caatatagct catgaaattc
  5077261 cgttatatcg cttgtcttct tccatcgtcc cacttgcaac acatcccgaa gtcgagtttg
  5077321 attatatcgg ggcatttaca ccgctttggc gtaaaattgg ggcattaatt aaagaacata
  5077381 atttaagaat aagttttcat ccaaatcaat ttacactatt tacaagcgac aaaccacata
  5077441 ttacgactaa cgctattaca gatatgacct atcattataa agtattagat gcaataggca
  5077501 ttgcagattc ttcttatatt aacatccatg taggtggggc ctacggaaat aaagaaaaag
  5077561 caatcgagcg tttccatgaa aacataaaaa aacttcctgc acatataaaa aagcaaatga
  5077621 cacttgaaaa tgatgataaa acatgtacaa cagctgaaac gttatctatt tgccaaaaag
  5077681 aaaagatccc attcgtattt gattatcacc atcacatggc aaatctttgc gaggaaccgt
  5077741 tagaagagtt gcttcctgca atttttgaaa cttggtcaca tacaaatatc gttcctaaag
  5077801 ttcacatttc ctctcctaaa tcaaaaaaag aatttagggc tcacgcggaa tatattgatt
  5077861 tagaatttat taaacctttc ttacacgttg caaaaaaaat caatcataat ttcgatatta
  5077921 tgattgaaag taaacagaaa gatttagcga tgctgcaatt catacaggaa ttatcctcta
  5077981 taagagggat aaaaagaata agtagctcaa cattacaatg gtaaattgta atgttgagct
  5078041 atttttttca aaaaaagtaa ttttttagta aaaaacaccc tattttatat gctatgattg
  5078101 gaattagcat tttccacctg tgattcaact ttattgaaac ggagtcataa tatgattaat
  5078161 caaaaaaaat acgtacactt tgtcacgatg tacataatta tattttctct ttggatattt
  5078221 cttatcccta aggacttaaa tataaaagaa attggaattc tcttcttatt ttgtttcgct
  5078281 acactctttt cttgctattg cctatataaa gcaattaaga aaatgaagcg cggtgacaaa
  5078341 ttattttggg ttttagtact atgcacttgc ctatgtggat tgacaatgga gataactcta
  5078401 tttcttcatt cactttctat atatgaccaa gtcatattct catataaggc attgcccttt
  5078461 tttatcgtac aatatatttt gctcttttct ggctttgcta taaagttcat aaaacattac
  5078521 tctattagag gactagctca attttcattc gatagcatct ttatcgttat tatgaatatt
  5078581 tattttacct taacttttat tttggacatt tcaagctttc gtatgttaac aacggatact
  5078641 tgggttttaa ttggatattt tattgcacaa tcattagtaa tttacgccgt aattagtcta
  5078701 tatagaagag aagaatattc ttctagcaga atttcattaa ttatcggctt tactattata
  5078761 ctcgtgtacg gatatataca cctgtttcaa ttaaacgcag ggataaaacc ttcttctgaa
  5078821 gtctcttact taatacatac tgcttcaatt ttattaatcg gtttgtcgtc catactatat
  5078881 attttagata aaccaataca gcacgaaacg aaaacaaagt attatcgatt tgattatgtg
  5078941 cgcttcatat taccctattt tagtataatc attacttttt cttttattat ctttcaacct
  5079001 tgggatgata agttcatgtt aatcggtcta gtattatcac tcatcttatt attcttacga
  5079061 caactttata tgtggaaaga taatcaggca ctaatcgata catacgaaca gctgactaca
  5079121 caactagaag gcaaagtaga agaaggggca tctgcgttat caaagagtga acaacgttat
  5079181 aaatctttat tcgaagatca cccggatgct gttttctctt taaatatgta tggtattttc
  5079241 caacaatcta atacagcttg tgaaagctta tttactgcct actattgtga agtagaaagc
  5079301 tattctcttt tacactttat tgacccaaaa gaccatgatt tactacagaa agctttacaa
  5079361 ctaacgaaag aaggtagccc acaaacttta gaagttcgta caaaagaaaa agaaggttat
  5079421 tactattacc ttcacattac actcatccct actttcataa acaaagaagt tgtcgggatg
  5079481 ttcggtatag cacgtgatat tacaacttta tatgaaaaac aaaaacaagt agaacattta
  5079541 gcctttcatg atgcacttac cggattacca aatcgccgca agtttgaaaa agatttaaaa
  5079601 aatattttaa atacagctca ggctagcgca aatgatgttg ccgtcatgtt ccttgattta
  5079661 gatcgattca aaaaaattaa cgatagactc ggtcatggca tcggagactt attattaatt
  5079721 gaagtcgcaa aaaggttacg tggttgctta cgttcaaagg atgtcgttgc tcgtcaaggc
  5079781 ggagatgagt ttacaattct attaccagat atgtactcag aaaaaagtgc ggcttttata
  5079841 gctgaacaga ttttaaatat tttaaacaag ccattcttca ttaaagatga agaactgtct
  5079901 attacaccaa gtatcggaat tgcgatgtac cctgattgtg gaactgatgt aacagaatta
  5079961 atgaaaaatg ctgatatggc tatgtatcgc gcgaaagcaa atggaaaaaa ccgatttgtt
  5080021 ttcttctcaa aagaaatgag tatcgctcaa aatgagagta acttcttaga aggagaactt
  5080081 tcaaaagcat tacaacaaaa tgaatttttc cttgaatacc agccgcaagt aggcacaaaa
  5080141 acaaaacaaa ttatcggttt tgaagcatta attcgttgga agcatccaaa actcggcatc
  5080201 gtatctcctg cccaattcat tcctctagca gaggaaactg gatttattat tgaacttgga
  5080261 aattggattt tacgtactgc ttgcttagaa gcaaaaagat ggcataatca aggtttctct
  5080321 cacttaaaag tcggtgtgaa tttatctgtt gttcaattta accatgcaga tttaatccca
  5080381 actatttcaa aggttttaga agaaacagag ttaaaaccag aagcactaga tattgaaatt
  5080441 acagaaagta tcgccattaa tcaaaatcaa tctgtagttg caaaactaga acagcttcaa
  5080501 aacctcggta ttcaaatttc aattgatgac tttggaaccg gttatagttc tttagcttat
  5080561 ttaacaaaat atccaatcaa cacattaaaa attgctcgag aatttatttg cggaattaca
  5080621 actagccctt tagaggaagc gattatttct tccattatta cactatcaaa agaactaaat
  5080681 ttagaggtta ttgcagaagg tgtagagacc gaagaacaat ggaagttttt atatgaacaa
  5080741 aactgtgacc acattcaagg attctttatt agcaagcccg tttctagtaa agacgtttgg
  5080801 aggttactcc acaaaaaaac aaccgtctaa gtaagacggt tgtttttttt aatattcaaa
  5080861 aggtacatct gaagctaatt gtacttcttg atcattatga gaaattactt ggtttttctc
  5080921 taaagctgta tctcctaatg aaatacccca tgccattgct aacgttaaca gactaccaat
  5080981 aagtagtttt ttcatattcc atcacccgca ttttttcttt aaatatatca tgaaaattta
  5081041 tccacacctt atgcaattat gcatatttgc tttttaaatc ttttttattt cttcattctt
  5081101 tttataattg attcttttaa tgtatggttt cctaatatat cgaaaaagaa gtaagctttt
  5081161 tcgtaagcat cttcaatttc tgctctatca cactctagct tttctaggca ttcaactttt
  5081221 cgatagtata actgtccaat caatgtcata ctattaattt gacacgatag ttcaatagct
  5081281 ttatttgcat gacaaagcgc ttattcgtat tgattgtcca agtataatgc ttttgcatga
  5081341 ttatgtctca ccttcacatc aaactcttta ttatcatgta atacttctaa ttgctttaat
  5081401 atattttcat ataactcaat actcttctta aaatggccat tttcagcgta aatgtttgca
  5081461 attgcgtttt caatatacag gttctgatat acatctattc ctgccaattg ttgattgagc
  5081521 aatttcttta attctaaaat gcaatattcg taatcaattt ttttcaatat gtaagcagcc
  5081581 acatgatatt gccattgaag aaactgctga agctcaggat gatattcttc ttttttcaac
  5081641 tcattccata ctttattata aatttcttta tatttctttt gcttacaaag cataataatt
  5081701 cggtctttta gctgcttatt cctttcaatg tcagaataga taagtacctc ataaaaatgg
  5081761 ataatgggaa cttgtaactt tgctgcaata ccttgtaata tgtccatact tgggtatacc
  5081821 gcgcccgatt caattcggct cacttccgat tggtgacata tattctcgga taactgtttt
  5081881 tgtgttaatc ctctcatcac cctaattttc ttaatttcac ttcctaattt ttctgcgtgc
  5081941 atacttactc accatcccac tataacaatc taatttttcg agttgtcata ccactacaat
  5082001 aatgtgaatt cgacaatttt tgatatgaaa taatgcataa tatatataaa attcggcaaa
  5082061 tttttcatac aattcatccc acatacaata atagattagg agtattatat ataaattata
  5082121 gaaaacttgc ccatgctttc attacactcg gtctttttta tcctttatcg gcaaaagcta
  5082181 tccacaccca agaattagac aaaatgaagt aaaagttgaa attgctcagc ctagtttaac
  5082241 aatttggaaa ttaacacaac ctcaaaatga tacgaaagaa aatattgcaa aaaggtattt
  5082301 aaaaggtgag gtaaataggg ctagggctca acaagagcaa gtaacaactg aaaaaatgga
  5082361 gaatttcaac ctaccgataa agaaaatcaa accgaatttc atcttgcaca atcttacaaa
  5082421 aactataaag tatatggtca agatctcatt gtaaaagtag ataaaaatgg agtaattaca
  5082481 actgttagtg gtaaagttgt ccagaattca gaccaataac ctaatcttac tataacaaat
  5082541 tttttgtcga aaaatgaagt aaaatctaca tgacgccata caaccctaat taaggactat
  5082601 gtaactaaga cggaattaca agaaaaagaa gtttaccatt cataggtaaa cttcctttca
  5082661 tatccatccc ttttcttccg caattgtaat tgcctcaatt ctatttttcg catcaagctt
  5082721 cgttaatact tcagaaatat aattacgcac tgtaccaggt gaaagataaa gtgccttggc
  5082781 gatttcattt gccgtctttc cctctttcgc aagtagcaat acttcttttt cacgatctga
  5082841 taacggattt tgctcctgcc ataagccgaa cattaaatct tgagagatct ctcgttttcc
  5082901 tttcattaca ttacgaatcg atgcagctaa atcttcactt gggctatctt ttaataaata
  5082961 tccgtgcaca ccagctttca tcgcacgttc aaagtatcca gggcgcgcaa atgtcgttaa
  5083021 aatcattact ttgcacgctg acttttcttt ctttaacgtt tccgcaacat ctaacccgct
  5083081 ttgaattggc atttcaatat ccataatgct tacatcaggc tttaacgatt caattagttt
  5083141 tagtgcttct tccccgttcg cagcttgccc aattacttca atatcatctt ctaaatcaag
  5083201 cagggcccct aatgcaccac gaagcatccg ctgatcttct gcaataataa ttcgaatcat
  5083261 gccctcaccc catcttttcc tgttcgaata acaactggaa cttttactgt taatagtgtc
  5083321 cctggattaa tcatatccag ttcaacagat ccatcaataa gagcaatacg ctctttcata
  5083381 ccacgaatgc catttccatc atggttttga tctgctaagc caattccgtt atcttctacc
  5083441 gtcaaaatta attcgccttg tgattctagt acagaaactg tgcaacgcgt cgccttacta
  5083501 tgctttacaa cattcgtcac tgcctcacgt aaacacattc ctaaaatatt ttgttcaatt
  5083561 ggtgataaag aactcgcact cgtttcttgt ttaatctcta atctaatatt agcagcttgt
  5083621 aagattgctt ttatttgctc aagctcttct tctactgtaa tcatacgcat atcagaaatt
  5083681 aattccctta gctgctttaa agcagtgcga gatgtttgtg taatttcctt cgcttccgta
  5083741 cttgcacgct ccggattttt tacaattaac ttctccacga gctgactttt taaagtaatg
  5083801 agtgataatg tatgccctaa cgtatcatga agatctcttg caatccgctg ccgttcttca
  5083861 cgttttacta agtctttaat ttgctcattc gcttcattta attgatttct taacattttt
  5083921 ttctgattaa agttgcgcat accaaatggt gtaagaatca ttaaaataaa cattggaacg
  5083981 atatttacta aacttgtcgg tgttagttga ttcatattta caaatacaaa tgctccaagc
  5084041 attataacta acaaacatag taatacccga aatactttct tacttggtgc aaatcccatc
  5084101 gcacttgccg tgaaaaagcc aaagaatatc ataaaaggat tgtaaaataa agcaaataaa
  5084161 aagatgagta tcatttgaat acatgccaaa aaaataaacg ttctctgcac aaaataaagt
  5084221 tgacggtatg tgataataaa aattatcaac ataccgctcc caattataag cttccaccct
  5084281 gacgcctgca ctaaatggta aattggaaat aatagataaa cgaaccacat atacgggaag
  5084341 aaacccatat gtttcggaaa aatctcaatc ctcttcttct ctatcattta taccgcttcc
  5084401 tgtctttttc ttatatatat tgatattaca acaaatataa ggaaataacc tcctagtacc
  5084461 gcgatatttt cccatccaat tgattttcca gctacaatgt cccacgcacc acttccaaaa
  5084521 tgatatgtcg gtgtccattc accaattgtt ctcaatattt ttggaaatac ttcaatcggc
  5084581 atccatagcc caccaattac agctaaactc atatttaaaa tattcgctaa gccagcagct
  5084641 gcatctgcct tcttaataga gcctattact gttccaagtg ctaaaaatgg tgttacccct
  5084701 aacaataacc ataatccagc accaatccac tgccctaccg ttaactccac atgattaatt
  5084761 aatacccctg caataaagat aactaatatt gaaaaagcat ttactactgt ttgagcgatg
  5084821 atctttgctg ttaaatatgc accttctgga agcggtgtaa tttttaaaag atgtgtccat
  5084881 ccttgccctt tttcttgaga aattctaaca ccgaaactaa aaagtgccgt ccctacaata
  5084941 ctgaaggttg ccatcgaaat taaatagtgt gctttccatg catcaccgtt ttgcggcact
  5085001 tgaacaacat ttgtgaaaat atagtaaaac ataactggca ttaataatga gaaaaagata
  5085061 aacaatttat tacgaaatgt acgtaaaact tctattttgc actgcatcca taacgccctc
  5085121 atgcgatttc ctccttctga tttgcgacaa actgttcaaa tgcttcatca agacttccac
  5085181 gttcaacaga aacatctgtt acaggtaagt tcttttgata aattgctttt aacgttgcat
  5085241 ctgtatcttc agttgttaaa gtgaagtgcc cttcttttgc ttgtacttct gttacgtttg
  5085301 gtaattcttt tagtaatttt gccggtatac tttccttcga ataaaacgaa atcgtttttc
  5085361 gtgaaatcgt tgctttcatc tcatctggtg taccatctgc gataatcttt ccattcacaa
  5085421 acagtaaaat acgatctgcc aatgcatctg cttcttctaa atagtgcgtt gttaaaataa
  5085481 ttgttttccc ttcacttact aattttcgaa ttgtttccca aaacgttctt cgagacgtaa
  5085541 tatccattcc aactgtcggc tcatctaaaa ataacaagtc tggatttcct gcaagtgcga
  5085601 gtgcaaagtt taaccttctt ttttgcccac ctgataattt ctcacatctt tgctttcgct
  5085661 ccaattctaa atttgataac tgtagtaacg tttctttcgc taccggattc gtataataac
  5085721 tacggaataa ttcaattgcc tcttccactg taatgctatc aatgacactt acttcctgta
  5085781 acatcgcacc taggctatta cgaacatctc tatgctttgg attctttcca aatatagaaa
  5085841 ccgttccttc cgtcggatcc tttaatccaa gcatcatcga catcgtcgtc gtttttcctg
  5085901 caccatttgg tccaagtagt gctacgattt ctcctttatt cacatgaaat gaaacgttat
  5085961 ttactgcttt tttatgttta aatgttttag aaacactatt tacttcaata atcttttcca
  5086021 tctctccacc cccgctgttt cttatattta cattgtaaac tttggaaaac ttaggaaaca
  5086081 gtacgatgcg tcatgacatc gatatgacat ttgtcatgta ttccatatga gacgaatcaa
  5086141 cccgcatact gcaagcgagt agcaggacga aaataaacat gatacaatcg ggtaagatat
  5086201 atattcgagg aaggacagtg gttttcatga ttattcgtaa tgaacaagat ttagaaggct
  5086261 tacgaaaaat cggccgcatc gttgcgcttg cacgtgaaga aatgaaaaaa gaagcgaagc
  5086321 caggtatgac aacgaaagag cttgatttga tcggtaaaaa agtattagat gagcatggtg
  5086381 caatttctgc acctgaaaaa gaatatgatt tccctggtgt aacttgcatc agtgtaaacg
  5086441 aagaagttgc tcacggtatt ccaggtgatc gcgtattaaa agaaggcgac cttgtaaatg
  5086501 tcgacgtatc tgcagcactt gatggttatt atgcagatac aggtatttca tttgtacttg
  5086561 gagaagatga agcaaaagaa aagctttgcc aagcagctgt tgatgccttt tgggcagcaa
  5086621 tgaaaaaagt gaaagctggt tcaaaacaaa accaaattgg tcgtgctgtt tcaaactttg
  5086681 cacataaaaa tggatacaat gttattcaaa atttaactgg tcacggtatt ggtcttagct
  5086741 tacatgaagc accaaaccat attttaagtt actttgaccc aatggataat gcgcttctaa
  5086801 aagacggtct tgttatcgct gtagaaccat ttatttctat gaaagctgat cacattatcg
  5086861 aacgtggcga tgatggttgg acattcgtta cacctgataa aagtcttgtt gcacaatgtg
  5086921 aacatacagt tgtcgtaact cgcggcgagc cgattatttt aacagaaata taaaattaaa
  5086981 aatgaccgtt ttttagaatt tttctactaa aacggtcatt tttaattttt ggaaaatatt
  5087041 tgttaaaccg ctgttgaact ctttatcatt taagtatata atctttagcg aaggttattc
  5087101 ataatcatct ttaagagaag ataacactat tatcaaaaga gataccttct tttttcttat
  5087161 gtaaaacagc ttcaaaaatg accgcagtaa tgatttagcc gaatattata aataacttat
  5087221 attccactaa atccgaaaag gaactgtacc atcttaactt cggtccacaa attgtacaac
  5087281 tctctctagg cagaaagtta attttcataa atgtaataag tgacattctt aagatacaat
  5087341 tatctcaatt tcatattaca taaatgaata ttttcaaagt gcatattgtc ttcaccctaa
  5087401 ccaaaatcaa ccctattcag attttttcca cataatttta aaacaaaaaa caaactttta
  5087461 acttgggata cattactttg gttagcatgt atcgtaaaac ctacctttat gactatccag
  5087521 ttcataacac attcacaaga aaatgctctt gtatataaag gtctgatatc gttcctttta
  5087581 tcagcatact ttcgacattt tttgtcgaat tatgtatatt ccagattttt acgttacttt
  5087641 atatatgcct ttaattaaac atctattctg tcagagaacg tacatagaaa cggagggata
  5087701 gtagcaacaa atactttata ataattaact tttttatatt ccatttgttc atgtggaata
  5087761 tattcctcag tgaacaaatg aatgttcaaa ggaggcaaaa tgaaaaaact tttcaatata
  5087821 tgtttaattg tatttgtact attttcacag tttattagtt tcccgtacaa tcaggcaaaa
  5087881 gctgagactt taaaggaaac ttcattattt gacactgttg agatgaaaga tgcaacggat
  5087941 cagattattg acgaagcaaa aaatcctaac aacttaataa agataggatc aaccattcaa
  5088001 gtagaatatg cttggtcaat aaaggatcaa caagttgtac atgcaaacga tacagcagta
  5088061 cttcaaatac cacttgcatt aaaagtatct aaagatttac aaggagattt agtaacagat
  5088121 caaaaaaata ttggtcaata ttttataaca gctaaagata ataaattaaa actaatattt
  5088181 aatgatcaag tagaaaattc gaaagacgct aaaggaaaaa ttaaaattga tactgtgttt
  5088241 aacccaactt taaagactga agaaaaatca gttcaaatcg cttttccttt aggaacactg
  5088301 gttcagccta taacagttcc tattcaagta gaagattcta aagaagatgg aaccaaacag
  5088361 gatactaata aacaagtgca agatcaagta gctaaaccta ctactgataa tccggaacaa
  5088421 aattcagcaa ctaaacctgc tactgacaat ccggaacaaa atccagcaac taaacctgct
  5088481 actgacaatc cggaacaaaa tccagcaact aaacctgcta ctgataatcc ggaacaaaat
  5088541 ccagcaacta aacctgctgc tgataaccca gaacaaaatc tagcaagcga tcctgctgag
  5088601 attacaaatt caggtccaaa gcaaataaca acaaacattt taacgggtgt aaagttgacg
  5088661 gacaaagacg gaaaaccatt tacagaggat aaccgtccaa gtacagattc ccctgccaat
  5088721 attgagttta catgggaact tttaaaatca atgaatgtga aaagcggaga ttactatatt
  5088781 tttgatcttc ctaaacattt taagatttac aatacaatta acagcccttt atacgatagt
  5088841 gaaaacaatc caattggtaa ttttactgtt acaaaagatg gaaaagtcac aatgacattc
  5088901 aacgattatg ttgaagaaca tccagatgtt gttggtaacc tacaattaaa gacagaattt
  5088961 aataaagctg aaattaaggg tacaacaaca caggaaattc ctttcccaat taaagataaa
  5089021 gatgtttcta ttacagttga ctttaaacct aatgtacaaa cggctacaaa taaaaaaggg
  5089081 ttacctgata gaccaattaa tacaaatgag attaattgga cagtagagat gaacaaaacg
  5089141 aaagacaccc ttaaaaacgc tgtttttaaa gataacatcc cacaaggtac aagtttaaat
  5089201 aaggattcta ttaaagttta ttatttagaa gttgatgtta acgggaatgc aacacgtggt
  5089261 caagaagctg atccagcaga ttacaaaatt atttcatcag atggttcaaa attggagatt
  5089321 gcttttaaag attctattaa aaaagcatat caaatcgaat atgtcacaaa aatcactgat
  5089381 gaaaacgtaa aaagcttcca aaataacgtt acgataacaa gtgataatca agggcaacaa
  5089441 aaagcaagct ctactgtaac agtctctcgt ggtacacatt taaacaaaac aagtaaatat
  5089501 gatccaaaga cccaaacaat tgaatggacg attacttaca acggtgatca aagaaatatc
  5089561 aaaaaaaaca gatgcacttt taaaagatat ttttgacgat acacatgaat tagatgtaaa
  5089621 ttctatcgtt gtgaaaaacg cttcatacga cgataaagga aggcttgtaa caggagacac
  5089681 tgttaataat tacactgtaa ctaacaagaa gaatggattc gacttacagt ttaatgaaga
  5089741 tattaatagt gcgtatgtaa ttacctataa aacaaagcca actaataatg tcataaaaga
  5089801 tggaaaaata aagaatacag ttacagctga taatggctca agtaaagaaa atgaggctgg
  5089861 tttccagcag caaaatatta ttaaatctaa taataaagct gaaacaaact ataaagacaa
  5089921 aacaacaacc tggacaatta cggtaaataa taacaactat ccattaaaca acgcgatcat
  5089981 tacggatacc tttgaccacg gtggattaca attaaaagat aaaaaactag aaattaaaga
  5090041 cggagattat acccttcagg ctgagactga ttatgtttta gatgtaacag ataaaggttt
  5090101 caaaattacc cttataggta catatcagtc taatatgaca aagacattaa tcgtaaaata
  5090161 tacgacagac tttgactata caaaactaga aagtggtaaa acttcattta aaaatacagg
  5090221 taacctatct tggatagatg cagggtccaa tccacaatca aataaagttg aagcagactt
  5090281 tgatcctgat actttcacaa aggcaaatgg ctataaatac ggttcttata acgcccaaac
  5090341 gaaagaaatc acttggataa taggttttaa ttataataat gttgagatta aagatcccta
  5090401 tgttatagac gtaatacaag ataaacaaaa gttagtacca ggatccattg aagtgcgcca
  5090461 tatgatttta aatggaagtc cggataatgc aagacctggt gatgctgtac caattgagca
  5090521 gtatgaactt gaagaaccta cagataaaaa taaaaacacc ctacaggttc atttcaagca
  5090581 atcaattaat tcaccttact atattatctt taaaacaagc cttgatggtg aacttatcca
  5090641 aaacacctac aaaaacgagg cagagttaaa agatggctct aaaattgtaa acactcttaa
  5090701 aggtgacgct caagtaaata aaggtggcag tttcgttact aaaaaagcgg tgcaagatga
  5090761 caactatatt aattggagta ttgcaattaa cgaaagccaa tcgaccattg cagacgcagt
  5090821 tgtaacagac gatccaacag acaatcaagt acttgtggaa gattcattcc acttatatcc
  5090881 tacaactgtc gattactatg gaaatgtaac aaaagataca gcaaatgaat taaaacaagg
  5090941 aacagactat aagttaacga tcacaacaga caataatacc ggaaagcaac atttcgaaat
  5091001 tgccttcttg aaaaaaattg atcgagctta tattttagaa tatcgctcac ttattaatgc
  5091061 agacgataaa gaaaaagtga gtaataaagc aaaaatcgct ggcaatcagt taacagttaa
  5091121 gaatacagaa actgttgaaa cgattgaagt gagaatgtct tccggttcag gtggaggatc
  5091181 tgctactaat gggcgcggaa accttgaaat tataaaggta gataacgaca ataagaaagt
  5091241 accattgtcc ggagcagaat ttactttata tgatcgtaca ggaaaaaccg ttatccgcaa
  5091301 aataacaaca gacaaagatg gtattgctaa gtttaataac ttaaagcgtg ataaatattt
  5091361 attaaaagaa acaaaagctc ctgagggcta tgtaattagc tgggatttaa aacagggaaa
  5091421 aattgttgaa cttggttcac aagagactac aacatataaa cttgcaaata agaaatttgt
  5091481 cggtaaagta gttttaacaa agtctgatga cctgaataaa aacgtaacac tgcaaggtgc
  5091541 cgttttcaca ctacttgata aagataaaaa aataatttca gaacacgaaa aattaacaac
  5091601 aaatgatcaa ggacaaatta ctgtagataa tttaaaacca ggaacttact acttacaaga
  5091661 aacaaccgct cctgagcact ataaattaga cagtacacct attcaattca caatcaaaga
  5091721 agatcaaaca acagtaataa accgaactgc aacaaacagt ttgattccag gatcggccat
  5091781 tttaacaaaa gtcgataaag atggaaaaac tttagcaggt gcggagttta gtgtacgcga
  5091841 tcgacataac aatgtaattc gtggatatga aaaattaacg acaaatgatc aaggacaaat
  5091901 cgaagcaaca aatttacgtc ctggagacta tcaatttgtt gaagaaaaag ctcctaaaga
  5091961 ttacgacata gataaaacac caattgagtt tacaattgta aaaagtcaaa agaaagcagt
  5092021 tactgttact gcgacaaatc acctcattaa aggtggcgtc actttaacaa aaactgatga
  5092081 tatcgatggt acagctcttg caggtgctat atttaaaatt gtcgatgcta atgatgaaaa
  5092141 gaaagtcatt cgcgaaaatg taaaaactgg tgcggatggt aaagtaactg ttaaagactt
  5092201 ggagcctggt acgtataaat ttattgaaac agaagctcct aaggattatg tgttaaatgc
  5092261 aaatcctatc gagtttacaa tcgataaaag ccaacagtct tttgctactg ttacggcaac
  5092321 aaacagttta aaaacaggag aagttgaatt attaaaagtt gatgaattcg gtgataaaaa
  5092381 acctctaaaa ggtgccgtat ttaaaattgt tgatgtaaat aataatgatg ttcgtactga
  5092441 tctaactaca gatgctgatg gaaaaacaaa agctgataag ctacgtcctg gtacgtataa
  5092501 atttattgaa acagctgctc ctgaacatta cgttttacga gcagaaccta ttgaatttac
  5092561 aatcgataga agtcagaaag aaaccctact tgtgaaagct gaaaatgctt taaaaccagg
  5092621 cgatgttgaa ttaacgaaag ttgatgatat cgatggtaca gctcttgcag gtgctgtatt
  5092681 taaaattgtt gatgctaatg atgaaaagaa agtcattcgc gaaaatgtaa aaactggtgc
  5092741 ggatggtaaa gctatcgcta ctggcttacg ccctggcaat tataaattta tcgaagtatt
  5092801 acgataagaa tacaagtcca atcaagttca caattacaga aagtcaaaca acgtcagcta
  5092861 ctgttactgc taaaaacagc ttaacaaaag gcggtattga attaacaaaa gtgaatgctg
  5092921 cagatgaaaa ggaaacactt gaaggtgcag tatttaaaat cgttaataga gatacgaatg
  5092981 aagatgctcg tacgaacctt gttacgaata gtgaaggaaa gttagttgta gacgacttac
  5093041 gtcctggtaa ctataaactt atcgaaacaa aggctccaac ttattatgat gtaaatgtag
  5093101 aaccaattga atttacaatc gaaaaaggac aacaaacact tcttccactt acatttaaaa
  5093161 atagtttaac gaaaggaaaa gttaaactta ttaaagaaga tgatgtggag agtagtatcg
  5093221 ctcttgctgg agcagtgttc acattacaag acgcaaacgg tacagaaatt gcgaaagatt
  5093281 taaaaacaga tgagcacgga gtactagtta ttcctgactt agcaccagga gattaccaat
  5093341 ttattgaaac agccgctcct gaacattata aattagatca aacacctatt aagttcacaa
  5093401 tcgaaagaag tcaaacgaaa catgtcttcg ttacagctac taacagctta acgaaaggta
  5093461 gtgtggagtt aattaaagtt gatgatgttg aagaaaacac aacactcgag ggtgctgtat
  5093521 ttaaaattgt taataaggat ggacacgatg tccgtactga tttaactact gataaaaacg
  5093581 gccgtttagt tgttgatgaa ttaccacctg gagactatga gtttatcgaa acaaaagctc
  5093641 ctactcatta tgacttaaac gaaacaccta ttaagttcac agttaaaaaa ggacaagaaa
  5093701 aaatcgcttc cgttactgct acgaatagct taacgaaagg cgctgtggaa ctttctaaag
  5093761 tagatgacat tgacggttcc actcttaaag atgcagtatt taaaatcgtg gatatgaacg
  5093821 gcaatgacgt tcgcactgat ttaactacta ataaagatgg caaaatctct gtttctgatt
  5093881 tacggccggg tgactatcag ttcgttgaaa cgaaagctcc tactcattac gacttaaatc
  5093941 aaactcctat caactttact gttgaaaaga gtcaaaccgc tacagcttct gttaccgcta
  5094001 agaatagctt aacgaaaggc gctgtggaat taacgaaagt tgatgacatc gacgggacta
  5094061 ctcttgaagg agctatcttt aaaattgttg atcaaaatgg caatgatgtt cgcactgatt
  5094121 taactactga taaagatggc aaaatctctg tttctgattt acggccgggt gactatcagt
  5094181 tcgttgaaac gaaagctcct actcattacg acttaaatca aactcctatc aactttactg
  5094241 ttgaaaagag tcaaaccgct acagcttctg ttactgctac aaatagctta acgaagggcg
  5094301 ctgtggaatt aacgaaagtt gatgacatcg acggggctac tcttgaagga gcagtattta
  5094361 aaatcgtgga tatgaacggc aatgacgttc gcactgattt aactactgat aaagatggca
  5094421 aaatctctgt ttctgattta cgtccgggtg actatcagtt catcgaaacg aaagctccta
  5094481 agcattatga cttaaatcaa aaccctatca actttactgt tgaaaagagt caaaccgcta
  5094541 cagcttctgt tactgctaca aatagcttaa cgaaaggtgc tgtagaatta atgaaagtcg
  5094601 atgatattga cggaactact cttgaagggg ctatctttaa aattgttgat tctaacggac
  5094661 atgatgttcg cgctgattta actactgata aagatggcaa aatttctgtt tctgatttac
  5094721 gtccaggaga ctatcagttt attgaaacaa aagctcctac tggatacgat ttaaacgcta
  5094781 agccaattcc tttcactatt acgaaaggac aatctcaagt tacttctgtg actgctttaa
  5094841 atagtttaac aacaggttcg atggagttaa ctaaagttga tattgatcat aacggaacac
  5094901 ttgaaggtgc cattttcaat attttagatc aagatggaaa agtagtacga gaaggcttaa
  5094961 aaacagatgg gcatggtaaa ttaatcgtaa atgatttgaa acctggtaat tatcaactag
  5095021 tggaaacaaa ggctcctgaa ggctatcaat tagatgcatc accaataagc tttactattg
  5095081 aaaaagccca agcttcacca ctacaaatta cagtttcaaa taaaaaggtt gagtcttcat
  5095141 caggcgggga taataaacca attactcctc cgaataaaga agaaaaacca ggtaaggaaa
  5095201 cttccgaaga actagaaaac ggaaatccta aaacacagac aaacaaacag caagatgacc
  5095261 gaaatacagg taaagaactt ccaaatacag gtcacaaaaa tgattctacc caaacagtcg
  5095321 gtatcattct tctattagct ggattgttaa gtgttttagc tacaaaacga aaaaaatatt
  5095381 attaatagtt tttacaccca atcaagtgaa catttgattg ggtgtttttt tatacaaaaa
  5095441 agaacgatat atagcgtatc gttcttttaa cggggtgagg ctgtccaaaa gtacggaaaa
  5095501 cctttgaaca gcctcgtatt ttcatatgga tgccttacat atatcactga tgataattat
  5095561 gaaatgcgga aacatattta tcatcacatg attcaaacat gagaaaagaa accctacagt
  5095621 ggattctttt ctctacataa tctaaagttt gggtacacta gattcatgca atgtaggagc
  5095681 tttccaagta gaaagcgaac cttcatttaa gatgatagca tacatatctc caccaaacat
  5095741 atgcaaatat gcatatgttt ttttatttct caatgtcaga atattgaaaa attaaaaata
  5095801 taaaggtaaa atgaagtcgt tatccgtctt cttttgtcag tcagagagaa tagaagaata
  5095861 ggagaggaaa aaatgaaaaa atctttgaaa caaaaaatag taagctcctt gcttgctgta
  5095921 tcactcgctg ttagcttagc tccgattgga caagctaacg ctgattccac gtcagaaatc
  5095981 aagcagactt catctatcac aaaacaagtt gatgcaagcc gcgctatcga acacatccgt
  5096041 ttcttatccg aaacaattgg tcctcgacct ggtgggacaa aatcagaaga atgggcttct
  5096101 cgctacgttg gtatgcagct taaatcaatg ggctacgaag tagaatatca accatttcaa
  5096161 gtgccggatc aatacgttgg atttattgaa tcaccattat ccacaaagcg taattggcaa
  5096221 actggtgctg cccctaatgc actaatttct acagaatctg ttacagctcc tcttatcttt
  5096281 gttcaaggtg ggacaaaatt agaggatatc ccaaatgaag taaatggaaa aattgttcta
  5096341 ttcgaaagag gaacaacagt agctgactat aataaacaag ttgaaaatgc tgttagcaaa
  5096401 ggagcaaaag gtgttctttt atacagttta attggtggac gtggaaacta cggacaaact
  5096461 ttcaatcccc gcctaacgaa aaagcaatct atccctgtct ttggtcttgc ttatgcgcaa
  5096521 ggaaatgcat ttaaagaaga aatcgctaaa aaaggaacaa caattctttc cctaaaagcg
  5096581 agacatgaat ctaatttaac atcattaaac gtcatcgcta aaaagaaacc aaaaaacagt
  5096641 acaggtaatg aaaaagctgt cgttgtaagc tcacactacg atagtgtcgt tggagcacct
  5096701 ggagcaaatg ataatgcttc tggtacagga ttagtattag aattagctcg tgcttttcaa
  5096761 aatgtagaaa ctgataaaga aattcgtttt attgcttttg gttctgaaga gactggctta
  5096821 cttggctccg attattacgt taatagctta tccccaaaag aacgcgatcg aattttaggt
  5096881 gtctttaacg cagacatggt cgcaacaaat tacgataaag caaagaattt atatgctatg
  5096941 atgcctaacg gttctccaaa ccttgtaaca gacgcagcct tacaagcagg taaacaatta
  5097001 aataatgacc tcgttctgca agggaaattt ggctctagtg atcacgtacc gtttgctgaa
  5097061 gttggtattc ctgcggctct atttatttgg atgggtgtcg atagttggaa tccattaatc
  5097121 taccatatcg aaaaggtata tcacacacct caagataacg tatttgagaa tatttcacct
  5097181 gaacgtatga aaatggcact agaagtaatc ggaactggtg tttataacac tcttcaacaa
  5097241 tctgttacgc aaacagaaca gaaagctgct taatcatttt tgaaagacca ctgataaaaa
  5097301 tcagtggtct tttattgaga aaaaatatat atgcataaaa gcatattttc tcctcctcat
  5097361 tatcgtatac aatattaact gtaacgacaa tgattacaac taataaggag gattttctac
  5097421 tatgaaaaaa atgattttag ctggtgcgtt aactttagca ggaattactg gtgctaccgc
  5097481 gtttattact gaaacaaagg ttgctgccgc tactcaagaa caaaagttta caaaatttta
  5097541 ttctttgcaa actgggggta gttctgagca agaacctatt ttccttcaaa agggacaaga
  5097601 gttaacaatt caacctaaca gcaaaactcc tagttacagt gtttatgact caaatcataa
  5097661 tcttattgga cgttattctg atggttacgg ccgcattttc actgcaaaaa cagatggaaa
  5097721 tatgtacgtt caatttcatg caccttacgt ttactatagt cctgtgagct tttctgttac
  5097781 ttatactatt caatagaaaa gggcccttta cagggcctct tttatttctc ttgccaattc
  5097841 acttttacaa atccatcttt tacttttaat ccacttatat tcaatacata ttcttcattt
  5097901 gctttcaacg taactgtaaa agtacctttt ttcgattcac agatttcctt taattcactt
  5097961 ataccttctc cttgtctttc atacaagcta aagcataagt tccctctttt tgcatctgtc
  5098021 tcataagaaa atgtcatttc tgtatcctta tcatactgaa gttcaatatc tttaccggca
  5098081 atatcccatg atgagaattt cgcctcgtaa cctgtctccc cttgcttctc attttctaaa
  5098141 tatatatctc ctgctctcca cgcatcatct aacgtttgtg caaaagtaaa accactaagt
  5098201 aatacaaaca ttgtacttgc caatatcgca actaatgtta ctttctgttt tttaacaaaa
  5098261 ttcatcttat attctccttc aactttcttt ttacttcttc ttaccatata taataaaaac
  5098321 ccgaaaaaga atggcaatat aaccgctaaa acactccatc ctttactcat ttgatgtact
  5098381 ttagcatctg tatataccca tgatgcaaca catattaaaa gtgctataaa agctaaaaac
  5098441 attgtcactc cagctacttc aaatattaca aactgattag cgaactcttt catgtaattt
  5098501 atactccttc tttaaaaatg actgtattac aacatatatc ggaatgtata cgtgcatcat
  5098561 aataacaact gctataataa ttggaatttt attatctaaa tgagtaacaa actgttctat
  5098621 aacaactgtt aataaaacaa tccaaataac gtgaatacaa atcatccatc tcttctctaa
  5098681 cttctgagct tttcgcacgc cctgcttcgt gttatctatc agctcttcgc ttggaattat
  5098741 ctcttctgct aagctactct ttatcttctg ttcaaactta tcttccttca tgaacaaacc
  5098801 cctccaaatg ttctcgcatt tgcttcttgg cataattaag acggtatttc accgtaccaa
  5098861 ttggtatatt taatatttca ctcatttctt tgtaagaata ttgttcataa tagtagagta
  5098921 cgagcactgt tttatatttt tcgtttaata actgtataac ttctcgtatc atttctgctt
  5098981 cgactttttg aatgaattct tctgatatat tcacatcatc tgcaaactct atttctccac
  5099041 catcttcttt atgaaataaa tccaatacac gatctttcca ccttttcttt ttgctataaa
  5099101 aatcataaaa tgtacgaaca caaatcgtag taatccactt tttataattc tccacgtaag
  5099161 aaagttggtg ccgcgatgaa aaaactttta tccatgtctc ttgaaaaata tcttccgcgt
  5099221 cttctttcgt cttcgctaac ttatagcata aggaatatat ttgctgctta tatatatcaa
  5099281 ttaattcttc taccttttct tccatctgaa acctcctgtc atttatataa gacgacgcaa
  5099341 attctccttt tgtttgataa aattttattt ttttattatt tccatacaaa aaggcaatca
  5099401 caatatcgtg tgattgcctt ttactgaaag cgaaaagccg cttccgcttt tctttatgtc
  5099461 cagctctgcc tcctagcccc tcctgtctaa gaaccttccc cacgagaaga taaaatgcat
  5099521 cttctgtggg aaagaacctt agccttcggg actaaacagt cggctccgct tttcttaatt
  5099581 gtccagctcc agcggctaga atactcggtg gcttcgcgcc ttcctccgag gcaaagtacg
  5099641 cctctctgtc aggagctcca tccccctcct attctgaacg agccgcttcc gcttttctta
  5099701 attacatttt ttctggtgca gatactccta cgattgctaa tgcgttttga agcgtagtgc
  5099761 gtactgcttt cattaactca taacgagctt tacttaattc taagttatct tggtttaata
  5099821 ctttttctgc attgtagaag ctgtgtaatg ttgccgctaa ttcaaatgca taatttgtaa
  5099881 tacggtgtgg cagacgtttt tgtgctgcat ccgcaactac tgctgggaat tcaccaagtt
  5099941 ttttcagtaa ttctacttct ttctcagaag taacaagttt gtagttcaca tctccgcctg
  5100001 tagctaatcc taattcttca ccttgacgaa ggatactgca tacacgagca tgagcgtatt
  5100061 gtgcatagta tactgggttt tcattagatt ttgatacagc taagtccata tcgaaatcta
  5100121 aatgagaatc gccgctacgc attgcgaaga agtaacgcat tgcgtccacg cctacttctt
  5100181 ccataagctc acgaagtgta actgctttac ctgtacgttt actcatcttc attttttcac
  5100241 cgttttggta tagttgtacc atttggatga tttctacttc aagtgtttct ttatcgtaac
  5100301 ctagcgcttg aatagcagct ttcatacgag gaatgtaacc gtggtggtca gcaccccaaa
  5100361 tgttgattaa cttatcgaaa ccacgctcta atttatcacg gtgatatgcg atatctggcg
  5100421 ttaagtatgt gtaagaaccg tcgtttttaa ttaatacacg gtttttgtca tcgccgtaag
  5100481 tcattgaacg gaaccaagtt gcaccgtctt cttcaaagat ttcatcgcgc tcttttaata
  5100541 cagcaagagc ttgatcgatt tttccgtttt tgtataatga tgtttctgag aaccatacat
  5100601 caaatttaac acggaagctt tctaagtctt tttgaagctt tgctaactca tattttaaac
  5100661 cgtactcacg gtagaattca tagctttctt tttcatcagc tttcgcataa cgatcgccaa
  5100721 actcttctgc taaacgttta ccgattccaa tgatgtccgc accatggtat ccgtcttctg
  5100781 gcatttcttt ctctaagcct aaagcttgca tgtaacgagc ttcaacagaa agagctaagt
  5100841 tatgaatttg gttaccagcg tcattaatgt agtactcacg agatacatcg tatcctgctt
  5100901 ttgctaatag attacataaa gtgtcaccta ctgcagcacc acgtgcatgt cctaagtgaa
  5100961 ggtcacctgt tggattcgca gatacgaact caacttgtac tttttcacct ttaccagtat
  5101021 tcgtttcacc ataagcttca ccagcattaa cgattgttgg gattaagtct gttaagtagc
  5101081 tattatccat gtagaagtta atgaaaccag gacctgcgat ttcaatcttt tcagtagaag
  5101141 cttttgcttt atcgaagttt gcaactaatt cttctgcaat catacgaggt gcttttttcg
  5101201 caacgcgtgc aagttgcatt gccatatttg tagagaagtc accatttgtt ttatcttttg
  5101261 gagattctaa tactacgttt ggaatctgtt cttctgtcgc taattctgcc tttaatacag
  5101321 cagcttgaat ttcttcttta attaatcctt ttacttgttc taaagaattc attattttgc
  5101381 ctccttcaaa ttaatcgtaa ttgtatatct gccagcttct tgttcactta gaagcaatgc
  5101441 gtacgttaag aagagttgtc cttttttctt ttcatccgac catttaaaaa gaacgttatc
  5101501 agttttcgtt tgcaatgcaa acgtaccaag ttcactcgta tacgtaccag ttgtccattc
  5101561 acctttcaca tgcgtctgac gcatcgaaac agcacctgaa cgcataataa gaacttgttc
  5101621 atcttgaatt ttaataattg ttttcacttc gccttgttcg ttcggctctt ggaatgttac
  5101681 atatgtacct tgacctttta catagtattg accatttgct tcaaaagcaa cggtttcctt
  5101741 cctcgcccct tcacggattt ctgttacgaa atgaacgtgt accggcaagc ctgcaagttg
  5101801 tttctccacg tcttgcacac ctttcaaatg ttatagatat taaatactac ttataataaa
  5101861 tcacttttcc tatcatatca aaaaaaacct ctgtctgtct gctgaaaaat caggaaaact
  5101921 ccatttcaaa aaataattca ctttcacttt atttcatatg ctaaaatatt ttttaagtct
  5101981 aaatattctt tcatttaaag aggtgaaata gatgctacca acaaaattaa aaaagggtga
  5102041 tgaaattaga gttatttcac catcctgtag tttaagtatt gtctcaactg aaaacaggag
  5102101 gcttgctgta aaaagattaa ccgaactcgg ctttcacgtt acattctcaa cacatgctga
  5102161 agaaatagat cgattcgctt cctcttctat ttcttcacgc gttcaagacc tccacgaagc
  5102221 atttagagat ccaaatgtca aagccatttt gacgacactt ggcggataca actctaatgg
  5102281 tttattaaaa tatctcgatt acgatttaat tcgtgaaaat ccgaaatttt tctgtggtta
  5102341 ttcagatatt actgctttaa ataatgcaat ttacactaaa acaggacttg ttacatattc
  5102401 aggcccccat ttctcttcat ttggaatgga gaaaggactc gagtatacaa ccgattactt
  5102461 tttacaatgc ttaacttcta ataagcctat tgaagtcctg ccatctgaaa catggagcga
  5102521 tgattcttgg tatatagatc aagaaaatcg aaaatttatt aaaaatgaag gatacgtttc
  5102581 gattcacgaa ggagaagcta ctggagatat tatcggtggt aatatgagca cattgaactt
  5102641 actgcaaggt acatcatata tgccaaactt aaaggataaa attttatttc ttgaagagga
  5102701 tagtttaact ggaacatcta ctcttaaaac ttttgatcgc tatttacact ctcttatgca
  5102761 gcaacaaaat tttaaacatg taaaaggcat cgttatagga aagatgcaaa aaggcgcaga
  5102821 atgtacgata gaagacattc aagaaatgat tgcttcaaag cctgaactgg cacatatccc
  5102881 tatcattgca aatgcaagtt tcggtcatac aaccccgatt tttactttcc caattggcgg
  5102941 acgtgcaaca atcatttcta gtaaagaaaa gacatctatc actattttaa cgcactaaaa
  5103001 aaggagcgaa tgagtcgctc cttttatcgt ttttctattt tttccaacgc tttttgcgga
  5103061 attgactctt tcgggatttc agcccatcct tttccttgca taccttttgc ataaattttt
  5103121 ataaaagcac ccgtatgcaa ttcacggttc atcattcttt tcacaacttg taactttccg
  5103181 tcttctgtat atcctttaaa tgtatacaaa tactctccgt cttttttctc acctttatct
  5103241 ataaccgcat aataatcttg tatttcttta tttgaaaaga agttgtctac aaaagcatgt
  5103301 acaccttctg tttttgtgtt caaataatac gctgttccac ctagaataat ggcgaataca
  5103361 actaaaactt taattaccaa tttcatatat gagcctcctg tttgcacttc tttttcccta
  5103421 gtcatatatc tgtacttgta ttatacgaaa aatgacatac tatactctat ctaaacacct
  5103481 tacactttcc ttacattatt gtaaggcatc ttcaccttat ggcaatttcc caataaaaaa
  5103541 tttttccgtt tcatgaactt ttatattatt attgaatgat acaaattttt attacaaaaa
  5103601 tcaaaggaga cagttttcaa atggctatct tgcaaggttt agcactatta cttgttgtac
  5103661 tttgtctatt tacacttttt agttaccgtg ctccttacgg catgaaagca atgggtgctt
  5103721 tagctaatgc agcaatcgca agttttctta ttgaagcatt tcaccgttat atcggtggag
  5103781 aaatgtttca taataaattt ttacaatcag taggagaagc ttctggtagt atgagcggtg
  5103841 tggcagcggc aattttagtc gcactagcaa tcggtgtttc acccgtatat gctgttttaa
  5103901 ttggtatcgc tactagtgga ttcggtattt taccaggatt tttcgctgga tacgtttgcg
  5103961 ctttcgtcgt gaaatttctt gaaaagaaat taccagctgg tgtagagttt ttagcaattt
  5104021 tatttattgc tgcaccaatc tcacgcggaa tggcaatgct tatggatccg ctcgtaaacg
  5104081 caacgctcgg taaaatcggt tctatgattt cagttgcaac tacagaaagt cctatcatta
  5104141 tgggtattat gcttggtgga ttaatcacag ttatttctac ctctccactg agttctatgg
  5104201 cactaactgc aatgctcgca ttaacaggtt taccaatggc aattggtagt cttgccgtag
  5104261 cagcctcagc tccaatgaac tttattttct ttaagcgact aaaaatttgc tcaaaaaaag
  5104321 acacaatcgc tgtagcaatc gagcctttaa cacaagccga tgttgtttca gcaaatccaa
  5104381 ttccaattta tgcaacaaac ttcgttggcg gtgcacttgc tggtattatt acatctctgt
  5104441 tccagctcgt taataacgca ccaggaacag catcaccaat cccaggactt cttgtcttat
  5104501 tcgggtttaa tgacgttgta aaagtaacga ttgccgctgt attatgtgga atcgttacca
  5104561 ctattgttgg gtacatcgga tcaatcttgt tccgtaaata cccaattcgt tctgctgatg
  5104621 aaattcgcgg catttcttcg gaagagaagg ttgcataaga aaaagagcta ttctcatcgt
  5104681 ttgagaatag ctcttttttg tttgttacgt gacagtcaat aaaattatat cagcggtttt
  5104741 tcaattatat cggcgcaact cgaattatat cagcgatttt tttaatatat cagcgtaact
  5104801 cgaattatat cggcgatttt tttaatatat cgacttaccg acacataacg acaaaataag
  5104861 agccccctaa tcatataggg gctcttattt tatctagctg catcggctag aatgatcggt
  5104921 ggcttcgctt cttccttcga ggcaaaaaac gcctctatgt ctgaagctcc atccccctca
  5104981 cattctgggc gagccgattc cgcttttact ttacccaacc gagcagcatt tcccgcacga
  5105041 atttgcttgc tgcgactggt gtttgatcac tatggtcgta gacaggagct acttctacta
  5105101 agtctgctcc aactacattt atatttgaat ttgcaattgc tacgatggaa tctaataatt
  5105161 ctttagatgt gataccacca gcttctaacg ttcctgttcc tggagcgtga gctgggtcta
  5105221 atacatcaat gtcgattgtg acatagactg ggcgtccctc aagtttcggt aatacttctt
  5105281 ttaacggttc taatacgtca aatttgtata agttcatacc tacttctttc gcccattcaa
  5105341 attcttcctt cattccagaa cgaattccga aagaatatac gttttccgga ccaattaaat
  5105401 cacacacttt acgaataggt gtagagtggg ataaaggctc cccttcatac gattcacgta
  5105461 aatcagtatg agcatccata tggatgattg ctaaatccgg atattttttt gccattgcct
  5105521 taaaaattgg ccaagacact aggtgctcac cgccgagacc tagtggaaac ttaccggcat
  5105581 ctaaaagttt tgatacatat tcttcaatca tgtctaagct gcgttgtgca tttccaaatg
  5105641 gtaatgggat atcacccgca tcaaaatatt ttacctcttc tagttcacga tctaaatacg
  5105701 gactatattc ttcaagaccg attgatactt cacgaatacg tgcagggcca aagcgagatc
  5105761 ctggacggta acttactgtc caatccatag gcatcccgta aataactacc tctgactctt
  5105821 caaaacttgg atgactttta ataaatactt tacctgaata agcttcatca aaacgcatat
  5105881 tcttttcctc cttatgtgga acttaaggta tcccaacctt tcattatttc tcaaatttgg
  5105941 agcgagttgc tcctctttct cgatttaccg ggtcttctgt ttcataaaaa gaagacaatt
  5106001 ttctttacag aagtgtaaat agctagcatg ttcaagtctt ctggacaaac accttaaatg
  5106061 agctacttac actttatttg ttccgtgcga ttctcttact taattagatc gccaacaaat
  5106121 ttcggtaatg cgaatgctgc attgtgtaat tcttttgtat agtatttcgt ttcgatttcg
  5106181 tggaaacgct cttcacttac ttctaatgga tcatgttttt tagatccaat tgtgaacgtc
  5106241 caaagaccac ttgggtaagt tggaatgttc gctgtgtata aacgagtaat tgggaagatc
  5106301 tcttttacgt ctttaaacac agttgtaatt aattctggtg taaaccaagg gttgtccgtt
  5106361 tgtgcaacga aaataccatc ttcttttaac gcttttgaaa ttccagcgta gaagcctttt
  5106421 gtaaataggt ttactgctgg tcctactggc tcagtagaat ctaccataat tacgtcatat
  5106481 tcattttcgc tttctgcgat atgtaggaaa ccgtctccta ctttcacttc tacacgctca
  5106541 ttatctaatg cacctgcaat tgatggtaag tattgtttag agtactcaat tacttttcca
  5106601 tcgatttcaa caagagttgc tttctttacg cttgggtgtt ttaacacttc acgaataaca
  5106661 ccgccatcac cgccaccaac aactaatacg ttttcagggt ttggatgtgt aaataaaggt
  5106721 acgtgtgcta ccatttcatg gtacacaaac tcatcttttt ctgtcgtcat aaccatgcca
  5106781 tctaaaataa gcatgtttcc gaactcttcc gtttcaacca tatcaagttt ttggaattct
  5106841 gtttgctccg tatgtaatgt gcggttaata cgcgccgtaa tcccaaaatg ttttgtttgt
  5106901 ttttcagtga accatagttc catcgtacaa tcacgccttt caatgcaaat ttataatagg
  5106961 gacatcatta atgtccccta acaaaaataa aacaaaacat acaaaatgta tagttaaaag
  5107021 tacaaaaata ccgaaaatat attttagtca gagcgttcta acatatgtgc agaaaggatt
  5107081 tgcaccttaa aaggaaagaa aaccctttct taagaaaggg cttttgtctc tatttctact
  5107141 ggtttacgaa ttggaattag gatcataata caaccaacta acaccacaat tccgcctact
  5107201 aaaaacggac tttgtggtga aacagtatga ccgataattc ctgataaaat cggagcaatt
  5107261 gcgcccccta accaacgaac gaagttataa acaccagatg taacagatct ttcataaggt
  5107321 gaaatatcca ttacataact tgtaaataat gcattattta atccagatgc taatcctgat
  5107381 agaacaatta atacaatttg taaccacata actttcacaa agaataatgc aattaagaaa
  5107441 atcgcaaata cgagtaaact ggctttcaat aatgctttcg gctcatattt cccttctagc
  5107501 ttatgtgcta aaattgcaga accgtaagct aacgcaagtc cccatccgca aaatacaaat
  5107561 cctaattgaa tagcagataa atgcataata agtggtgagt atgctaacac aacgaaaaat
  5107621 ccgtagtagt ataacattcc tgaaatcgca ccttgcataa acggtttata tttcaccagg
  5107681 ttaagtaatt ctcctacgcc tgccgcttta cgcttcactt ttcgctctgg ttctttcaca
  5107741 aaaaagaaaa ctaaaataaa tgctaagaaa attaaaatac tcgttgcgaa aaatggatac
  5107801 cgccaagaat gtccacctaa tatcccgcct aataacggtc cgcccgccat acctaagccg
  5107861 atagctgctt catataatcc tactgcttca tgaacttcct tacttaatgc aatcaataaa
  5107921 gtcatcgccg ttgcgaagaa catcgcattt cctaatcccc atccagcacg gaaaagagat
  5107981 aattgagcaa tcgtttgcga tataccgcat ataaacgcaa atatagttac gattgcaaga
  5108041 ccgattgtca tcattcgttt atcaccaaat cttgatgcaa atataccggc tggtaacatc
  5108101 ataattgcca tcgttaaaat atatgctgta aataacatct ctacttgcca atgcgatgca
  5108161 ccaatctttt cagcaataat cggcaaaatt gggtcgacta ctcctatacc tgaaaaggca
  5108221 aggaaagtag ccaacactgt aattaatctc cctagttttt gtttgctctc cattttgatt
  5108281 actctccttt tgtattctct aaaaatgtca ctgcacgatg taagctatcc tcaagttcgg
  5108341 ccttcacacg ctgcatttgc tccattttct cgtctagcgt ttgcacttgt ttttcaagca
  5108401 tctctttaat ttcttgaatc acttcacgat cacgaggatt ctcgctattt cttctctgtt
  5108461 ccattctttc ttttaacgat aagaaatgct gcatttcttg tagcgtaatt cctagtactt
  5108521 ctttcgcttc tacaatcctt ttaattcttg cgatatcttc atctgtatat aggcgaatgt
  5108581 tcccctcact acgttctggg ggatgaatta aaccaatttc ctcataataa cgaagtgtac
  5108641 gttttgttaa accaacttgc tttgtaactt catcaatctt atacatgttt attcctccct
  5108701 tcttcaatta ttacatttta cgttaacgtt aacttttgtg caactgttag acttttgtaa
  5108761 atgtttgtca tattaaattg tattttttca aaagcagttt cataatgaaa gaaaagaaat
  5108821 gataaggaga atttcacatg agtaaaccac ttattttcgc tcaccgcggc gtaaaaggaa
  5108881 cacatcccga aaatacgatg atcgccttcc aagaagctga acgcattggt gcccatggaa
  5108941 ttgagcttga tgtccaccta tcaaaagatg gtgaacttgt cgtaattcac gatgaaacag
  5109001 tcgatcgtac aacaaatggc ataggacttg tttctgaaaa aacagtagag gagttacaag
  5109061 ctttagatgc tggtagtcat aaagacgctt ctttccatga agcaaaaatt ccgacgttac
  5109121 gagaagtatt tatttggcta tctacaacaa actttcaact caatattgaa ttaaaaaccg
  5109181 acgtgattca ctatccaaat attgaagaaa aagctgttgc tctcgttcga gaataccatc
  5109241 tgtcgaatca aattgtattc tcctcattta accatgaatc tgtttcatta ttagcagaaa
  5109301 tagctcctga aatcccaaga gcaattttat atgacacacc tcttgctgat cctatcgctg
  5109361 aagcaaaaac tagagaagca actggtttac atccaaactt tcaactacta acaaaggaat
  5109421 ttgttcaact cgcgcaaaaa caagggtacg ttttccgccc ttataccatt aacgaataca
  5109481 aagatttaca aactatgttg gattatggcg tagatgtcat tattaccgat tggccagcac
  5109541 gcgcctttga gctcctttct taattgaagg agctttttgt tttcaaaatt tcattgttta
  5109601 aaataaccga aaaccctcaa tactaataca ataatgtttg tatgaatgag gggctgaaaa
  5109661 agatggatca aactatgaat ccgaaactta aaaaatataa acgtcttttc ttcaccgtaa
  5109721 tgttttcttc tgttcttttt ttcgttttct ccttttttgt tattattata gttgcaaaaa
  5109781 ttatgggacc tcctcctgtt gctgtcccgc aaacaagtgt cttttacgct aatgatgaca
  5109841 ctgttatagg acaaagtaat caggtacaaa aacgctacaa tgtatctctc aatgaaattt
  5109901 ctccttatgt aaaagaggca acactatcta tcgaagatca acgattctac aaacatcatg
  5109961 gctttgatat gaagcgtatt gctggtgcca ttgttgccga tttaaaagcg atggcaaagg
  5110021 tccaaggtgc tagtacgatt acacaacaat acgcacgtaa tctgtattta gatcatgata
  5110081 aaacgtggaa acgtaaacta ttagaagcaa tgtacacaat ccgccttgaa gtaaactata
  5110141 ataaaaatca tattttagaa ggatatttaa atacaattta ttacgggcat ggtgcttacg
  5110201 gaatcgaagc tgcgtctcgt ctatatttcg ataaaacagc aaaagaatta acattagcgg
  5110261 aggctagtat gctcgcaggt atcccgaaag gacctagtgt ctattctccc tttttaaaag
  5110321 aagatcgtgc gaaaggacga caatctctca tattagatga aatggtagaa caaggttata
  5110381 ttacgaagaa acaagcagct tcagcgaaga aggagccact aactttcgcc tcattagata
  5110441 cgaaaaaggt ggcagaggtt gcaccttatt tccaagatgc tgtacaagct tctcttcttc
  5110501 gtgatgtcgg attagatgag caagcgttac aaaaaggtgg cttgcgtatt tatacaacac
  5110561 tagacccgaa attacaatcg gttgcagagc aagctgtaaa agaccacata cctgacacaa
  5110621 caaacataca aaccgctctt gtctctatga atccaaaaac aggtgaagta gctgcccttg
  5110681 ttggtggaac tgattataat acgagtcaat ttaacagggc tacacagggc gctcgccagc
  5110741 ctggttctac gtttaagcca ttcctatatt acgcggcatt agaacgagga ttcacccctg
  5110801 ctacgcgctt aaaaagcgaa tacactgttt tcactttagg tgatggtgtt tcaaagtata
  5110861 aaccgaaaaa ctataaggac tattatgcag acgattttgt aacaatggcg caagctcttg
  5110921 cagtctctga taacgtatac gccgtgaaga ccaatttatt tttaggcgaa gacattctta
  5110981 caaaaacagc gaagcaattc ggaattaaga gtgcattaaa agatgtaccg tctcttgctc
  5111041 tcggcacatc tcctgtaaaa ccaattgaaa tggttaacgc ttatagcatg ttcgcaaacg
  5111101 gtggaaaaga agtaaaacct actttcattc gccgcattat ggatcatgaa ggcaatatat
  5111161 tatacgatgc tcatttagag agtaaacaag ttcttgataa gaacaaagcg tttgtaatgg
  5111221 aagaaatgat gacaggcatg tttaataaaa aactaagtag ttatgccgct gtaactggtc
  5111281 aatcgatgtt atctaaacta tccagaacct atgccggaaa atctggttct actgaaacag
  5111341 atagttggat gattgggttt accccgcaaa tcgtaacggg tgtatgggtt ggatatgatc
  5111401 aaccaaaatc aatttcaaac gtagcagaac aaggatatgc gaaaagaata tggaccgata
  5111461 cgatggagaa aggcttagat ggacaaccta aaaaagaatt taaacggcca agtgacgtcg
  5111521 ttgcagtcga tattaaccct gaaaacggga aaatcgctac aaaaaattgt ccaatttcag
  5111581 tgaaaatgta ttttgctaaa ggtaccgagc ctacagaata ttgtatggat catgtcgatg
  5111641 ataaagaaga atttgaaaag acaagtgaag aaaagaaaaa aacaagttgg tggaaaaaat
  5111701 atcttccttg gtgaaacacg aggctattcc aataaaatgt ggaatagcct ttattgtcat
  5111761 tctttgtcgg taaatcgata ttccttgtcg aatcgtcgat atattaaaaa aatcgttgat
  5111821 atattttaag ttatgataga tatattcgaa aaatcgtcga tatattttca tacaacaagc
  5111881 caaaataaaa aggatgtcac ctagtcaaca atcgactagc gagacatcct tttcttttat
  5111941 tcacttaata atgcacggcg caattcttca ctagactcgt tccaaatcgc ttcattatgt
  5112001 tctttcaaga atgtaccaag tactttttta gatgattcat ccatatggtc aaccataatg
  5112061 tgacgcttca atgatttatc cattttgttt acgtgctctg gaagtgactt atatccgcga
  5112121 cgaatttcac ggtcaactgt catttcacaa gctgttacac ctgcataata agcacctgtc
  5112181 gccgttcttt caatcgttac ccacacaagc caaaatggtt ttccgtttgg aacttcatct
  5112241 ttatttgtta aaaacttaat acctttttcc actgtactac gtgcatgcat cgcaccgata
  5112301 tcaacgaatg ctgtcttctc tagtacatcg acgaatacag gtgaaatgtt ttctagactt
  5112361 aatgccccaa caccaaatcc accatgtcca tccgttgaat catttttcac gatattaaaa
  5112421 ccgatttttt tctttttctc tgtcatatgt aaattcctcc tcacttaatg attataaaag
  5112481 gccaaaaata ggcgcaatga tactatttaa aaatgcaaat acatatggaa tgacaacatt
  5112541 aaaaataggt tggattgtgt aattgctaag cggtgtaata acaagaatta ataacgcaat
  5112601 cgccccgtat ttttcatact gtgtcatttt cgcacgaata tttgttggtg ctaaatcctc
  5112661 cactacacga tatccatcaa gtggcgggat tggtaataag ttaaagacca gtaaaacgat
  5112721 attcaacata ataaaaatct ggaaaaattg agctaacgta tctgctactg caaatggaat
  5112781 tgagtctaat acaccaaatg ttaataagct ataccaaata attaaaccaa ttgcacttaa
  5112841 aatcaagtta ctaattggtc ctgcaattga aactaatata ccagcaagac gtggtctttt
  5112901 aaaattgtac gggttaacag gaactggtct tgcccaaccg aaaccaagaa ttaatacagc
  5112961 aatcatcccg atagggtcta agtgagccat cggtgataaa gttaagcgac cttgccgctt
  5113021 tgcagtatcg tctccaaatt tatatgcaac atatgcatgc gcaaattcat gcacagataa
  5113081 cgcaataata atggccattg ctaccaaagg aatttggtgc aacgggtatc taaataactg
  5113141 atccatgctt catctcctct tcaatatgtc aaaaaaagaa attatttgtt ttttgattgt
  5113201 tcttccccat aatccgctat aataagagtg taacttacat aaaaggagcg attatatatg
  5113261 ccatacgtaa cagtgaaaat gctagaagga cgcacagagg aacaaaagaa agctcttgct
  5113321 gagaaagtaa cagcagcagt aagcgaaaca actggtgctc ctgaagaaaa catcgttgtt
  5113381 ttcatcgaag aaatgtctaa aaaccattat gcagttggcg gaaaacgctt aagcgacaaa
  5113441 taatttcaag ttctttcata agaagcagct cttagctgct tcttattttt ttccttcgag
  5113501 taactcgatg attctctctt tatattttcc ttttcttcca tcttcataga ttaaatcatg
  5113561 tggatagaat aatttctggt cccttctctt cttaccagta atcgcctcaa caatatccga
  5113621 ttcacgtgaa agctctctaa gctctccatt tggcataaga agtaagattg gcagacgttc
  5113681 ttcttcttca ccagcacggt aaaagtcgta cggtaagtct gatgttgaat caactactaa
  5113741 atagtattct ggatcaagtc caatcttttt gaataagcta cttaattcca tccaattatc
  5113801 taaaccgtgc ttatctgtaa actctacata tttaaatagg tttcgattca taaaacggcg
  5113861 acataaatca cttaaaattg gatcctcttc gtcttgccat acttggaagt aataatacat
  5113921 aacgttctcg tctaacttta aataatcctc tactgttact tcttcttcaa ataaagaata
  5113981 gaaatgaacc ggatgatttt taaatgtata gtacttctcg tgcaatgatt ttgcacggtg
  5114041 taaaatcttc gttaaaataa cttcagcact gcgtgttact ggatggaaat atacttgcca
  5114101 gtacatttga taacgactca taatataatg ttcaacagca tgcataccac tatttttaat
  5114161 aactacttga tttccgtacg gacgcataac gcgcagtata cgttccatat caaagtttcc
  5114221 atactttacg ccagtaaaat acgcatctct taataagtag tccatgcgat ctgcatcaat
  5114281 ttgactggaa atcatgctaa tcgctaattt attattagat gtttttgcga ttacatccgc
  5114341 taccttttgc ggaaagtctt tatccacacg acttaatacg cgattaattt ctgtatctcc
  5114401 aacgataatc ttttgcgtaa atttctcatg atctaatgaa aatactttct caaacgaatg
  5114461 agaaaatggg ccgtgaccga catcatgaag taatgccgca cataagcata acaatctatc
  5114521 ttcagcattc cagttcggtc tgccatcaaa cacatcatca atcatacgac gaataatttc
  5114581 atatacacct aacgaatgag taaagcgact atgctctgca ccgtgaaatg taaaaaatgt
  5114641 cgttccaagc tgcttaatac ggcgcaagcg ttgaaattct ttcgttccga ttaaatccca
  5114701 aataacacga tcgcgcacgt gcacatattt atgtaccggg tctttaaaca cttttgtttc
  5114761 gctgagtttg tcgtttaaat ataccacttt ccgacatccc cctttcttta ctgcattctt
  5114821 actatatatt ataaacgaaa taggaaacag aaagaaatga aagactatat gaattgcctt
  5114881 tataaaaaga aaaaatcacc tttaccggag taaaagtgat ctctttttat acattatttc
  5114941 cctaaaacga actcagcaac ttcatctaag atcatttctt tacctagtgg gaagtaacct
  5115001 ttgtttaatt cttcgttttt aattgtaaat acgtggttgt ttttaacagc gttcatattt
  5115061 ttccaaattg attcttcttg gaattctttt aggcgctgag aaccgtcacc agtcgtaaat
  5115121 acgaataagt aatctgggtt gtaatcaatt aaagcttctt tttgcacttg tactaacggt
  5115181 ttatcagttg gtgtaccttt aactgctggt aattttaaat cattaaagat tacgctaccg
  5115241 taaccgtagt caccatatac acggaaagca tttggatatg cagccatttt catgaattta
  5115301 gcatcgccag ttttcgcaac gattttgtca tgtaatttgc ttgctttttc atcatactgt
  5115361 ttgaaccatt cttttgtttc tttctcttta ccgaagattt gacctacttc ttcgaatttt
  5115421 ggacgccatt ggtctaatgg agtttttaac ataactgttg gtgcaatttt agataattga
  5115481 tcataaatct tttcttgacg attgtttaca agaattaagt ctggttttgc agcagctact
  5115541 gcttcgatgt taattttatc gccccaagca gaaccaactg gttttacgtc ttttaatttc
  5115601 ttttcaatat gtgcatcaat tttttcttga gatgtattag cagtaataat tggtttcata
  5115661 ccaaagatta ataattcttc tgttgaacca ctaaggtcag caattttctt tggatttgca
  5115721 gggattttaa tttccccttt tgcatgttgt acagtgcgct cttcagtctt cgcatccttc
  5115781 gcatctgctt tcttttcttc tttgttagaa caagctgcaa atagtacaga agtaacgact
  5115841 agtaccattg ctaataacgc cattttaaaa ttcttcatgt tcccactcct tctagctgta
  5115901 tttctcttat aagttacggt gaactataag aaacaagatt aacaattaat caatatatat
  5115961 ttattaattg ttatttatgt cccgttctaa cgggtgttca acttcctatt tagtaataag
  5116021 aagctcaaca tccattagaa gtcccccctc tttaagaggg gaattctact tatgcttttt
  5116081 tacgcaattg attactaatc attgctaaat catatgttaa acaaattggc ttacagttta
  5116141 ctggacacgg aacgatttga gccttaatct caaatacatt acgaagtgtt tcactcgtca
  5116201 tcacttcatc tggcgttcct tgtttcatta acttaccagc ttttaatgca atcatatgat
  5116261 ctgagaaacg agaagcatgg tttaagtcat ggataaccat aacaatcgtt ctaccttctt
  5116321 cttcatttaa ctttttcaat aagtttaata cttctaattg atgagccata tctaagtacg
  5116381 ttgtcggttc atctaatacg agtaattctg tcccttgtgc aagagccatc gcaatccata
  5116441 cgcgttgacg ttgcccacct gataatgcct ctgctggacg atttgcgaat tctgtcattc
  5116501 ctgtcacttc aagtgcccaa tgaatgtagc gataatcctc ttccttcaac gttccaaatc
  5116561 ctttttgatg aggaaagcgt ccatatgaaa cgagttcaaa cacagtaagg ccagttggca
  5116621 cttctgcagt ctgtggtaaa atcgccattt tctttgcgat ttctttcgtt ggctgtttct
  5116681 caattgcttt tccgtcaaga taaacagtac ctttttttgc tttcaaaata cgagaagccg
  5116741 tttttaataa tgtggacttt ccacaaccat ttggtccaat aattgttgta attttccctt
  5116801 ccggaatttc aactgttaat ccatcaataa ttaacccttc attatagcca acagataccg
  5116861 catcaactgc taaagttgcc atacaaaaag cctcccttta ctttgtcctc ataagtaagt
  5116921 atataaaata cggtgcacca attacagaaa taacaagacc gaccggtatt tctgaagttg
  5116981 gtaacacact tcttgaaatt acgtctgcga ataaaagtaa aaacgttcct attagtgcag
  5117041 ctgtaggcag cataatttga tgtttcccac caacaaggcg cctcgctaaa tgtggagcca
  5117101 ttaaaccgat aaaaccaatt cctccggcaa cagcgacaga tgcacctgct aaacaaactg
  5117161 caataaataa taatttacgt ctttcctttt ctacgtttac accaagacca actgctgtag
  5117221 agtcgcctag gttcattaca tttagtatgt gtgctttact aatagctagt ggcaagaaaa
  5117281 taaccatcca tggaaggaca cttagcacga acttccaatc tgtgccccaa agacttcccg
  5117341 ctaaccaaat cgtagcaaaa cggaaatcgt tagatgtcat cttcatagaa aaaattaaac
  5117401 taacagcacc aaaccctgct gcaacggcga taccaacaag tatcaatcga gtagatgaaa
  5117461 cgccgtcttt ccatgctagt aaataaataa taaccgctgc taatatcgct ccaactaacg
  5117521 cgaagaatgg aaggataaat acagataaaa atgtaccagt cccaactttc ccgaagaaaa
  5117581 agtagacgaa tataacaact gttaatcctg ctccagcgtt aataccgata atacccggat
  5117641 cagcaagtgg atttcgtgat aaaccttgca aaatcgcacc tgacatagct aaagcagatc
  5117701 caactaatat agcgataacc atacgtggca tacgaaattc aaataaaata acagactgat
  5117761 cttcagcccc aagtccaacc aatgacttta atacgtccat tggcggtatt ttaaatgtcc
  5117821 ctgtatttaa actcactaaa aatacagtaa cgattaatcc tactaaaatt gttaaaacag
  5117881 aaacgttctt ttttgttaag acacttgtcc tcacattttc cctctccctt cgttacgtgc
  5117941 taagtagagg aagaatggaa ctccaattag cgctgtaatt gctccaattg gcgtttcaaa
  5118001 cggcggatta ataacgcgag ataacatatc tgcacattca attaacagcc cacctaaaac
  5118061 tgcagaacat gggataaccc atctatagtc tgagcctaca aggaaacgag tcatatgcgg
  5118121 gattacaaga ccaacaaatc caaccgaccc tgccatagaa actgcagaac cagttaacac
  5118181 aagaacaagt actgttccga taaatttaat taatgtcgta ttttgaccaa gtccaatcgc
  5118241 aatttcttca ccgaagctca aaatcgtaat atacctcgac atcataatcg cgataaagag
  5118301 acaaactaga ccgattggca ctagcatatt gatgctttcc catttcactc cagcaactcc
  5118361 gcccgcattc cacatactca cctcttgggc aagattgaag tacagtgcaa tgccagatga
  5118421 aatggcccct aataaagcac taattgctgc tcctgctaaa gctaatttca caggcgttaa
  5118481 tccacctggt gaagaagacc caattccata tacaatgctc gctccaaacg ctgcaccaat
  5118541 aaaagatgcg ataacgaaca ttaaataagg tgaattaggg aagaatgcat aattgcaatt
  5118601 ccaaatacag ccccatctgt aatacccatt aatgatggag aagcaagtgg atttcgcgtc
  5118661 atcccttgca taattgcccc tgataccgct aaaaaggcac ctgcaactac gccccctatt
  5118721 gctctaggca tgcgaagttc ttgaattacg ttatgatgcg tcaacgaccc atcaaactga
  5118781 aatacagctt gccataccgt ctttaaacta atatctgcag caccaaacga aatagacaat
  5118841 gccatgctta aagctaacaa aattgtaccg gctactaaaa taatagaagc aatgagcggc
  5118901 ctgctcttaa tctctttaac attcacatct tgctgttcta tactctttgc gctcgcttcc
  5118961 atccctcaac catcctaacc aacaacatat atttaatgaa atgaaattta ttctcaaata
  5119021 gcaataaaaa aattagatga attattttct ctgataatga ttctcagaat cagacacctt
  5119081 ctattctacc tatcgcttcc aaagactgtc aactattatt ttgaaataca aattcatata
  5119141 ggtcgagacg ttaatgaata gataccattc ctctgtcagt aactattatc atcaccagct
  5119201 aagctttctc agaataaatc cttcctctta tgggcataaa aaaagaagag taatctgttc
  5119261 actcttcttt tccttactta tttaactttg cttcaatttt tacaattaat tcgtcttctg
  5119321 ttggcgccgc aactggacga ttatttacaa atgcgaatga ttttttacgg ccaggaccac
  5119381 agtaagactg acatccaact tcaatcgttg cacatgaatc tacttttttt aactttggaa
  5119441 tcaacgtttt aacattcgtt gcctggcaat catcgcacac acgaaattcg tttcccatca
  5119501 tataacactt cctctatttt aaacttttct caagtacatt taaaaataaa cactaaatgg
  5119561 tattttaccg ctctttgaag ctcgttgcaa gtttccttgc gacgctcttt cttcatataa
  5119621 tgttacatat ttatatgttc tcctacagaa gcttccgtca ttcttggcaa aatttatacc
  5119681 tttcatcgaa atctaccata tttttaaaag ctttgtataa aagctcattt ttttgcccat
  5119741 tataaaaata ggaagttcat aaaaagaaag ggagttgaat ctatgaaagt aagacaagat
  5119801 gcttggacgg atgaggatga tttattactc gctgaaactg tacttcgtca cgttcgagaa
  5119861 ggaagtactc aattaaatgc atttgaagaa gtaggagaca agttaaatcg tacatcggct
  5119921 gcctgtggtt tccgttggaa tgctgttgtt cgctatagct atgaacaagc tcttcaacta
  5119981 gcaaaaaaac atcgtaaaga taaaatgcgt gctgcaagtg gtgaacaagc gaaaaaacgt
  5120041 ttactttata caccaccagc ttctggagca ataacggatt atgatgaatt agttcaagaa
  5120101 gaaacaactg tacaatataa agaagctatt ccatatcaag aatctaccgt acctgctgca
  5120161 aaaggctcta tgacaatgca agatgttatt tatttcttac aaacagtcgg atcttcaaat
  5120221 ataaaagtga cagctcttga aaacgagaat acgagattga aacaagaaat gaaagcacaa
  5120281 atccttcgaa atgaagaatt agaaaagaaa ctagaaaagt tagaaaagca atctcatact
  5120341 gtacaagaag attacgaaac acttatgaac attatgaacc gagctcgtaa gttagcagtc
  5120401 atggatgacg aagagcgttc tcaaacatct ttccgaatgg atcgaaacgg taatttagaa
  5120461 aaaattgcag agtaaaaagg atgcattaca tgcatccttt ttgttatttc acttcaacca
  5120521 tatgtgcttc ttctacttta gaacccctct ttatatctgg gaaaatcttt tcctttggat
  5120581 tctctttaaa agatgctaaa ccaattgttt ttaccggttc acttattttt gcatattctg
  5120641 catcactaac aactgcatac atatctgtat atttacgcgc atcaccaatt actacattac
  5120701 cttcgtactt cattttcttt ccatcgatta ccacatcttt ttgttcctct ttagcaaata
  5120761 caattccagc ttcatcagaa atagccggca atgctttaat aggttctaca tcttctttta
  5120821 ctactttttt cagcatgttt tcctttacca tcttctcagc cgttgtttta ttcatgatta
  5120881 aaaccttttt ctcattaaca gtacctagtt tggcttcaaa tttattttga gattcaattt
  5120941 tatccttata ttgatccatt gtttgttgaa cgcctgtttc atctccgtac ataacaatac
  5121001 ctgttgcttg cggtgcaatc atatccataa tagaacaacc actaaataca gcagctgaca
  5121061 taatcgctac gagtcctaat ttcacctttt tcatttgtat gcctcctaaa atcaataatt
  5121121 acatctctta gtttagccat catagatcat ttaaccaatt cactttcctt acaacaacct
  5121181 tacaattcag taaggtttcc tcttaaaaac tactttcatt attttttgct ataatagagg
  5121241 ttgtcatttt aaagataagg ggttagttat atgagcaatt cccgttccat tttatctcag
  5121301 ccagagtggc gtattgtaga tcagtctagt ttaggaccaa cattccatgc acttcaatca
  5121361 ttcgcaatgg atgatacatt atgcacaagc attggaaagg gcgagtcagc tgcaacaatg
  5121421 cgctcttggg ttcatcacaa tacaattgtt cttggcattc aagattcacg cctaccacac
  5121481 ttagaagaag gtatttcctt tttaaaagaa aacaacttca atgttatcgt tcgtaattct
  5121541 ggcgggcttg cagtcgtact tgatgaaggt gtgttaaacg tatcactttt attccaagaa
  5121601 acagaaaaag gtattgatat tgatcttgga tacgatacga tgtggcattt aattcaggag
  5121661 atgctaaaag attatgacgt tacgattgag gcaaaggaaa ttgttggttc ttactgccct
  5121721 ggcagctacg atttaagtat tcgcgatcaa aaatttgctg gcatttcaca gcgacgtatt
  5121781 cgcggtggtg tcgcagttca aatttacctt tgcgctacag gaagtggttc tgagcgtgcc
  5121841 gcactcgttc gtgattttta taatctagca atccaaggag aagaaacacg ctttacgtat
  5121901 cctgaaattg tgccgagtac gatggcttca ctttcagaat tacttgatga aaccattaca
  5121961 gtacaagact taatgatgcg ccttttaaaa acattgcaac aattcgctcc aaagttaaca
  5122021 ccatctcaat taacaataga tgaaatacct ttatatgaga cgaatttaca gcgtattatt
  5122081 gatcgtaata ataaagcact tggcttagaa aaataaagac cgtcgctata atagcgacgg
  5122141 tctttatttc aattcattat agaattaaag tgcttgagct gctgtaatta aagctaactt
  5122201 gtacacttct tcttcgttac atccacgaga taggtcattt acaggcatgt ttaaaccttg
  5122261 taagattggt cctactgctt cgaagttacc taaacgttga gcgattttgt aaccgatatt
  5122321 accagcttct aaacttggga atacgaatac gttagcatca cctttaattg tagaacctgg
  5122381 agcttttttc tcagctacag atggtacgaa tgctgcatcg aattggaatt ctccatctaa
  5122441 agttaattct ggagccattt cttttgcaat gcgagttgct tctacaactt tttctgtttc
  5122501 tggagatttc gcagaacctt ttgtagagaa gcttaacata gcaacgcgtg ggtcaatacc
  5122561 gaatagttca gcagttttcg cactctcgat accaatttca gctaaatctt ggctatttgg
  5122621 tgcaatgtta attgcgcaat cagcaaatac atatttctct tcttcacgta ccatgatgaa
  5122681 tacgccagaa gtttttgtaa cgcctggttt tgttttaata atttgaagtg ctggacgaac
  5122741 tgtatcagct gtagagtgag ctgcaccact tactaaaccg tgtgctttgc ccatgtatac
  5122801 aagcattgta ccgaagtaat tttcgtcttt aaggattttg cgagcgtctt cttctgttgc
  5122861 tttaccttta cggcgttcaa cgaaagatgc taccattgca tccatttctt cgtatgtagc
  5122921 tggatcgtaa atatcaacgc ctgctaatgt taaattcatg ctagcagctt ttgcgctaat
  5122981 ttcttcttta ttaccaacta agattggttt tactaactct tcttttgcta aacgctctgc
  5123041 agcgcctaaa attctttcat cagttccttc aggaagtacg atagaaatgc cttttccttg
  5123101 aactttttct tttactgttg taaataagtt gctcacgaat aaaccctcct acatatgtta
  5123161 aaaaaactct atctttaaga atactgcttt tcttctatat tttaaactta tagctcccaa
  5123221 aaaatagata aaataaaaat gattatattt tcataaaatt cagccgttaa attcaccttg
  5123281 cttaaacact taaatgtgac aattttatgc gccaaggttt tatatagata attttaaaac
  5123341 tatatatgct atagttaacg tgtaaaacta tcattaactg aggtgaatag aatgagtgaa
  5123401 gcaacaacaa cgttagatgg ctggtattgt ttacatgatt tacgttctat tgattgggct
  5123461 gcatggaaaa cattatctag cgacgaacgc ggacaagctg tgtctgaatt tttaaatgtc
  5123521 gttgaaaaat ggaacgacgt agctgctgca aaaaaaggca gtcatgcaat gtatacagtt
  5123581 gttggccaaa aagctgatat tatgcttatg attttacgtc caacaatgga agagttaaac
  5123641 gaaattgaga cagaattgaa taaaacaaca ttagctgaat atatggttcc tgcatactct
  5123701 tacgtatctg ttgttgaact aagcaactac cttccagctg atgaagatcc ataccaaaat
  5123761 ccacaaatct tagctcgctt atatccagag ttaccgaaag caaatcacat ttgcttctac
  5123821 ccaatggaca agcgtcgcca aggtgatgac aactggtaca tgcttcctat ggaagaacgt
  5123881 aagaaaatga tgtacagtca tagtaaaatc ggccgccagt acgcagggaa agtacgccaa
  5123941 gtcatttcag gatcagtcgg attcgacgat ttcgagtggg gtgtaacatt atttgctgac
  5124001 gatgttcttc aatttaaaaa gcttatatat gaaatgcgct tcgatgaagt aagtgctcgt
  5124061 tatggtgaat ttggaacatt tttcgtcggc aacattttac cagacgaaaa ggtagagaaa
  5124121 tttttacaca tataaatcgt gaaaaaggaa cgaaattcgt tcctttttta ttatcctcta
  5124181 tatttctcca caaaaaactt cttttctccg cgaatttgaa caaaaatcga caaatccttt
  5124241 tcaaatttct tgtaaaattg taaccttttc atatccaaat ttatgctaaa atggtacgag
  5124301 ctacatgcta ataacgatgc gaaggtgata atttatatga agaaaatctt gtctatttta
  5124361 ctagcgcttt tattgtcaat ttcttcctta ggagtaacaa catcccatgc agaagagaaa
  5124421 atacacattg aggcggcggc tgcacttcta tttgatgcag atacaggaaa aatactgcat
  5124481 gaacaaaatc ctgatgaatt actagctatc gctagtatgt caaagttaat tgttgtttat
  5124541 gctgtattag aagcaattaa agaaggaaaa atcacatggg atacaaaggt aaacatttct
  5124601 gattatgctt atgaagtttc acgtaataac gaattctcta acgtaccgtt cgaaaaagga
  5124661 cgtcaatata ctgtaagaga actatatcat tctatcgtta tcttctctgc aaacggatct
  5124721 agtattgcct tagcagagct tcttgcagga agtgagaaaa acttcttaaa ccttgcaaat
  5124781 gaacatgcaa aaaaactagg gttaaagaaa tataaatttg taaacgctac tggtttaaat
  5124841 aacactgact taaaaggaaa acatcctgag ggtactgatc caaatgcaga aaactctatg
  5124901 tcagctcgcg atatgggtat actttcaaaa gcaatgatta caaagtatcc ggaaatgcta
  5124961 gaggatacaa aacaaagatt tagaaacttc ccagataatc atccgaaacc aattcgtatg
  5125021 gaaaactgga actggatgtt accaggggct gctttcgctt atgaaggtac tgatggttta
  5125081 aaaaccggaa gttctgatac agctggatac ggatttacca ttactgctaa acgtggtgat
  5125141 gtacgtctta tttcggttat tattaaaaca aaatcaatgg acgagcgctt cacagaatct
  5125201 cgtgaattaa tcgaatacgg gtttaataac tttgaaaaac aaaagctaaa ggttgataaa
  5125261 aacaatacac tctctgtcgc acaagggaaa gaggatcaag taactgttgc accggaaaaa
  5125321 gaaataaccg taattgcgaa gaaaggtagc aaaaatcctt ataaaattgg aactgaagta
  5125381 gataaatctc ttgctgaaga tgggcattta gttgctccta ttaagaagga tgccaaagta
  5125441 ggctcaatta ctttagaatc aactgataaa tatggtttct tagacggtag taacagtatg
  5125501 aaagttactg caaaaacgac agaagaagtt gaaaaagcaa attggtttgt tttaacaatg
  5125561 cgctctattg gagatttctt ctcaaactta tggtctaaag ttttttaata aaaaagctgg
  5125621 ctcacgctag ctttttttat tttccactct cattgtaaaa cttcgtttgg ttgtcatatc
  5125681 tgagtccttt ttctcatacg tatgaactag taattgttac acacttcatc tagagataaa
  5125741 cctctttcca caaggtattc caaaaagaga ggtgacacat aatgggcgtt atcgcgtata
  5125801 acgaagcaga tgtaaagcta ttagctagac tgatgcgtgc tgaagccgaa ggagaagggc
  5125861 aacaaggcat gttaatggtc ggaaatgttg gagtaaatcg tgtccgggga aattgtttag
  5125921 attttaaaaa aatacgtaat ttacgtcaaa tggtgtatca aaatcctggt ggttttgagg
  5125981 caacgcaaaa aggatatttt tatcaacgtg caagagaaca ggatatcgct ttagcaaggc
  5126041 gaacgattca aggacaacgt ttttggcctg caaattttgc cttatggttt tttagacctg
  5126101 aaggcccctg tccaccaact tggtataatc aacaaaactc tggtcgcttc aaaaagcact
  5126161 gcttcttcca gccatctggc gaggattgtc ctagcgtata ttaaggattg ataatgagga
  5126221 gggatttttg aatggcacag caacaaaacc cgtattatgg aacaggattt tatcaaccat
  5126281 ctggaactta tgtacaaccg caacaaatga ctgctggaca gcaacaacaa cagcaagcga
  5126341 tgcaacaaca agcagctcaa gctgcgcaag cccaatatgc aatttctcaa ggcatgttac
  5126401 ctctagaaca atcctatatt gaaaacatcc ttcgcttaaa caagggcaag caagctacag
  5126461 ttgtaatgac ttatgagcgc ggtagctcac tcggtacaca atcgtataca ggtattatcg
  5126521 aagctgctgg tcgtgatcat attgtaatta gtgaaccaca atcaggtaaa cgttatttac
  5126581 tattaatgat ttacttagat tatgtagaat tcccagaaga aattacgtat ttaccgagtc
  5126641 aacaagcaac ttatgctcca agaccataaa aaaagctggc atatgccagc ttttgttctt
  5126701 tatagccctt ttacaactgc agttccaact aagatccatg ccacgataaa cgctacacca
  5126761 ccaagaggtg taattggacc aaaaaactta atccctgttg tgcttagcgc atacagacta
  5126821 cctgagaaca taataatccc agctaccata agccaaccag cagtagttaa aagtgatgat
  5126881 tgtatcttat ccatcaataa tgcaactacg aatagcccac ctgcatggaa catttgatat
  5126941 gtaacacctg ttttccaaac ttctaacatt tttgcagaaa ttttattttc taaaccgtgt
  5127001 gctccaaatg ctcctaacgc aacagatagc cccgctacaa tacaacctag taaaaagaaa
  5127061 attttcatct taattcccct tttttacctt tatcataagc aatttttaca tataagccaa
  5127121 acgatttatc tcctaaaaat caaataaaga attaccgttt gcatcacttt cttttatata
  5127181 aactggttct ccagaaaccg gtgcgattgg ttgcatcgtt actggctgtg atccaattat
  5127241 ttgtgattga atttgcggct ctctatacgt agaagattca acttgctcat ctaataataa
  5127301 atcgcataaa gcacgtacaa ctaataaatg ctcttttgat ttttgtcctt cactactttt
  5127361 tgcctttgca atttcattcg ccattttatt taaaatctta tcgcttgata tttgcatccc
  5127421 ttatcacctc gtactttgta gttctttctc aaattgtccc agcttctcta ctgaaccaaa
  5127481 tactattatc atatcatgtt cttgcaactt ttcctgcccc gttggattat gtataacatt
  5127541 cccatttctc aaaatcgcta aaattgttac atcaaattga tttctaacat cactctctaa
  5127601 taacgattta ttagttaaaa tagagccctt gcctactgca atttcttcaa ttacaaatga
  5127661 ctgttccacc ccatacagta ctgtatcaat ataatgaacc gttagcggat tcgcaatgcc
  5127721 ttttgcaata tgaatgccgg ccatactaga tggattaatc accttatttg ccccagccct
  5127781 ctttaacttg tcttcggttt ctggtttttc tgctcttgcc acaattttaa ttgcatcgtt
  5127841 taatcctctt gccgttaatg taataaatac attttcagca tcgtttgcta cgatggcaac
  5127901 taaaccagct gcctttgaaa ttccagcatg atgtaacact ttgtcttccg ttgcatctcc
  5127961 atgtacatac aaaagttttt ccttctctaa tatgctttct ctttatccac gacaacaaat
  5128021 ggtattttct tttcttgcaa ttcatgtaca acttgaagcc ctactctacc gcaaccacat
  5128081 acgataatat gattttgtaa ctgtgctatt tgtttatcca tcttcttcct ccgtactgca
  5128141 tgaaataaat tcccttcaat aatcatagct gccactacac caattgcata cgtaacaata
  5128201 ccaactccaa ccggtatgat aagaagcgca aatacttttc ctgcatgtgt tacaggaatg
  5128261 gcatctccgt atccaaccgt taatacggta atcatcgtca tccaaaatgc ttgaaataaa
  5128321 ctaatctctt caattgtcat aaatcctaat gttcctagaa ttacaacaaa agtcatacat
  5128381 ataactgcta tccataattg tttacgtgca ttcatatcgt gtttcaactc ttttctctac
  5128441 ctacaatctt tgccagtgga aatgaaatac gtatatacta gatacggaat ctatgaaaga
  5128501 ggttgatata atgaagacat ttctttccgc cttacaatgg gcactattta ttttagctgg
  5128561 aagccttatt gtaccaatta gtgtcgcaac tagttatggc ctagatggcg ctgaagctat
  5128621 tgcattcgta cagagaacat tatttgttct tggctttgct ggcttattgc aagctatatt
  5128681 tggacataaa cttcctattc aagaaggtcc tgcaggcctt tggtggggaa ttttctccct
  5128741 ttatgcaagt ttaggtgtcg tattatttgg atccagcaat gaaacgctta aagtccttca
  5128801 gtacgctttc ctattaagtg gtatcatttg tattattctt agcgtttttg gactcatcga
  5128861 taaactagtt cgctatttta caccgacagt cattggaacg tatttatttc ttcttgtcgc
  5128921 gcaacttagc ggggccttct taaaaggaat gtttggtctt gacggacaac atacagaagt
  5128981 acaagctgac gtatttattc tttcactcat tgttatttta ctatcctttt tcattatgaa
  5129041 gctacctatt atcggacaat attctgttct tttcagtatc gtctgcggct ggattttatt
  5129101 tgcatgcttc ggattatcca atccaataac acctgtgaca gatataatcc gtctgccatc
  5129161 tctatttgtt ttcggcatgc ctcgcattga atggaacatg gccattacgg tcgttttcgt
  5129221 tacattatta cttctaacaa atatgttagc aagtattcgt gttgtgcaaa aggttgtctc
  5129281 taaatatgaa gaaaatgcaa cgccagatcg tttcaaacaa gccggcatca taacagggat
  5129341 caatcaatta ctaggcggtc tattctcagc tattgggcct gtcgccattt ctggatcagc
  5129401 aggttttatt gcaacgacta atatttataa gcgactccca tttatgttgg gatcaagctt
  5129461 tattattgtc gttagtatat tcccaaagat cacttcattc tttgcagcaa tcccagttgc
  5129521 agttggttat gctgctatct atcctgtatt tgcaagtatg attggtctag ctttccgtga
  5129581 atacgacaca gtacaaaata aagaacgatt atttaaagta gcgggtcttt ccatctttac
  5129641 aggagtcggg gttatgttcg tcccagcagg agcattttct acgctcccac catttctagc
  5129701 atcattttta agtaacggcc tcgttcttgg atctgtaatg gcaattctgc tcgaaatact
  5129761 attttctcgt tctacagaga aacaactatc gtaaattgga aaacttccat tattgcactc
  5129821 tacctgtaga gttgttacga taaattatca tgggcaatac gcctatgata atttatctac
  5129881 ttctttccta agaagttcga tgtcttacta ttattcctta acatcttcat taacatgtaa
  5129941 tttaaataaa gaagggaact ttcaatatga cttataaaat gattgtttta gatttagatg
  5130001 atacgttatt acgtgatgac catactattt cacctcgtac gaaagaagct ctaatgactg
  5130061 cgcaagagca aggagtaaaa gtggtacttg cttccggacg tccaacattc ggtatgcgca
  5130121 atgtagcgaa agaacttcgt ttagaagaat acggtagttt cattctatct tttaatggcg
  5130181 caaaaattat taactgtaaa acaaatgaag aaatctttag tagtacgctt tctcctgaaa
  5130241 tcgttcacaa tctatttgaa attagtaaaa ctgaaggtgt atggattcac acttatattg
  5130301 gcgatgatat cgtaacagaa gaaaataatc cttatactga aattgagggc gatattactg
  5130361 gtatgccaat tgttgtagta gatgacttta aagctgctgt taaagagcct gtagtaaaag
  5130421 tattaatgaa taaagaagct gaacgccttg ttgaagtaga aaagaaacta caaaaacaac
  5130481 tagaaggaca attaagcgtt atgcgttcta aaccattctt cttagaattt actgaagctg
  5130541 gtgttacaaa aggaacgagc ttaaaccaat taatccaaaa gcttggcatt aagcgtgaag
  5130601 aagttatcgc aatgggcgat agctataacg atcaggcgat gattgaattt gctggtcttg
  5130661 gtgttgcaat gggcaatgca cctgatgata ttaaggaaat tgcaaactat gtaacagata
  5130721 caaatatgaa cgatggcgtt gcaaaagttg tagagaagtt tgtactaaaa agagaagcgc
  5130781 ttgtttaata tttccaccca taaaacctat ttgaagtcaa atacttcaaa taggttttta
  5130841 tttaaattac catgcttttg tgactatatt ttgaactttg cactattctc gtagtgtaaa
  5130901 ctttcttttt gtatataatg aaacaaaata gactatttta ttttgaaaaa gaatacaaat
  5130961 ttactataaa caagcataca ttaaaggagg ctacttcatg ttatctacac caatcggacg
  5131021 attaagagca atcggcttaa ttgagggaat ttctttccta ttactattat ttgtagcaat
  5131081 gccattaaaa tatttcgcag gatttgcaac agctgttaaa attacaggca tggctcacgg
  5131141 cattctattt attctattca tcttcgcagt aattcaagta acaatcgtac accgtaagtc
  5131201 aattgcatgg gcacttgggg cattcgtttc atcagttatc ccatttggta catttgtact
  5131261 agatgcaaaa ttaaagaacg aacaacaata ataaaaaggt agttaacgac agttaactac
  5131321 cttttctatt tataaatttg gaatttccca atcaatttct ccctcgccca tattagctaa
  5131381 aatcgtattt actttagagt atggcttact cccaaagaaa cctcgccttg ctgatagtgg
  5131441 acttggatgt acagattcga taatttgatg atttggattc gtaattaact tcttcttcgc
  5131501 ctgtgcatgg cgtccccaca atatgaaaat aactggtttt tcacgttcat tcaatagctc
  5131561 aattacacga tcagtgaaat gctcccatcc ttttccctta tgagaatttg cttcgccttg
  5131621 tcgaactgtt aatacagtat ttagtagtaa tactccttgc tctgcccatt tcactaaata
  5131681 accgttattc ggaatgtcat acccatattc atctcgaagc tctttataca tatttaacaa
  5131741 tgacggtggc gttttaacac caggttgtac agaaaagctt aaaccatgcg cttgattcgg
  5131801 cccatgatat gggtcttgtc ctaaaataac gacctttgta ttttcataac ttgtatactc
  5131861 tagagcgtta aagatatctt ctatctttgg ataaacaaca tgtgtactgt actcttcttt
  5131921 caaaaaaaca tccagctcgc gataatactc tttctcaaat tctggtgcca ataacggccc
  5131981 ccaatcattt ttcaaaacat gtttcacact ttcacttccc gtctaattaa ttcaccatat
  5132041 cctgctttgt aaatactaca aatgaaataa taagagatac aattccccaa acagttaaat
  5132101 tcattaaaga aaaccccatc gataaacctt gtaatgcagg tagttttcct gatagataat
  5132161 ctgttaatga taaattcaca ctaaaaatat atttcgcacc ttcccaagat gttgcgaatg
  5132221 agcttaaaat gccacctgca attaatgacg ctaacataac acccatccca gctggtgtat
  5132281 ttcgaattaa aaccgaaacc ataaatgata tagttccgac gacgatagca acaaaccaag
  5132341 ctaatccata cgccatcaag atatattgcc attgcggaat aagatgtaca aaattcgtat
  5132401 ttaacgtttc cttatcaata ataaacccag ttaaaacagg taaattccat cccgagtatc
  5132461 caaatacaag ccctgataat atgtatgcaa acacacctac aagaagcagt ataagtgaaa
  5132521 tgaagaataa catcgtcacg tacttactaa ggagtatttt ccagcgccga atcggccgag
  5132581 taagtaacat cttcatcgtt ccatcacttc gttctcctga aacaatatca atggcgacaa
  5132641 tcatgacgag aagcggaata aataatgtaa ttccttgctc aataaatgcc cttacaaaag
  5132701 ttggtgcgcc cggtgccatt ggattaatat cataatctaa ataatattgt tgctgctcta
  5132761 ctcttacctt taaccaatca cgccattctt ctggcaatct agagttgttc aaacggtttt
  5132821 gagaatcaac aatttgttgc tgcagcgaaa ccttccaatc cgttgtacct agcctttttt
  5132881 gtgtcgtttc tatttcacga tactgcgcat atacgaagag cgggattaat attgctaaaa
  5132941 taagcataac aacaaaaata cgcttcttac gataaatttt ctccgattcg tttaaaacta
  5133001 gattcgcaaa ttcacgcatg ctgctcaccc cttgtgagtt caataaataa atcttctagt
  5133061 gtaaacacaa gctctttaac actatgtaca tctatcccgt tttctacaaa ggttttattc
  5133121 caattactta tagatgaaat atgcatccgg catagtaatc gatcaccttc tatactcact
  5133181 tctcttactt cctcagcatc tactagcata tcctttgtct tagagattgg tgtaacaatc
  5133241 cattctacgc gatcacttgc tgttttaatt aactcttcaa ccttggcaac tgttatcatt
  5133301 tttcctttat gaataatagc aacgcgatcg catatcattt gtacttcgct tagcaaatga
  5133361 cttgaaataa acacgctcat attttcttct ttcacaagct tatgtataaa ttccctaagc
  5133421 tctctaattc cagctgggtc taaaccattt gttggttcat ctaatatgag tagtttcgga
  5133481 tttccaagaa gcgcttgcgc aatgccaagg cgctgtttca taccgagtga gtatgttttt
  5133541 accttatcat gaattctctc atccaaatga accatgtgag caatttcaat aatacgttca
  5133601 tctgatatac cacctaacat acgggcaaat tgttttaaat tttcccatcc tgttaaatat
  5133661 gtatacagtt ctgggttttc aacgatactc ccaatttgac gcatcgcttc cctgaaattt
  5133721 tccttaatag aataaccgcc gatagaaatc gtaccttctg tttctttaat caatccgact
  5133781 aacattcgaa tggtagtcgt ttttccggcg ccattcggtc ctaggaagcc gaacacttct
  5133841 ccttgtttta catcgaagga aatattctct acaattgtct tctttccaat taccttcttc
  5133901 acgtctcgta cggaaagtat cgttgtcatt ttacccctcc ttgttctagt tttaatttac
  5133961 ttacaacatt ttgaactaat cggtccgcca tatatgtata ccctacttca ttcggatgga
  5134021 aatgatcgga gtataataaa tctttcccac gattttggaa taaatcaaat gtcggtgtaa
  5134081 tatacacatt tttattattt atcgctaact tttctaaaga tgcattccag tctacaacaa
  5134141 tgtttgaaga cccctttaaa tcttctacat cttcaaaagg attatataaa cctagccaaa
  5134201 aaatagggct atctgtattt aatttacgaa tttcttctat aattttcttc gcttcattct
  5134261 ggaatgtttc cgtatccgga cgatatgttt ctaaatctat ctttccaagc gattcccagc
  5134321 ccggaaataa atcatttcct ccaatcgtta aaacgattac atctgcttgt ttaattgaat
  5134381 attgagcgcc attactctca atttgtttta ataagtcagg cattttcgca ccactaacag
  5134441 ctaagttcgt taaagcaacc ttttgcttat aatctttttg taaatcttct ttcattcgtc
  5134501 caatatagcc aattccttct ttatcaccaa caccgcgtgt taatgaatca cctaaactaa
  5134561 cgatttgtaa cgttcctgtt ttctttttct cttttgctac tacatcggtt tttttaatta
  5134621 aatttgaagc tctcggattt aatacatcat ttacacctga aacaaagcca tatgcaaata
  5134681 aacagaaaga tgcaattgta atgagtagaa ttacttttac cacttttgat ctcatatcaa
  5134741 aacccctttt agccctcata gattgtccat aattatacca aacgcaattt tgaaaagcga
  5134801 ttttcacacc ttatctatta tgtcgtttcc ctttttacga attctggcaa taactccacg
  5134861 tgctttacat ctatttgctc atcattaatc ttttcatata ataattcaaa tgccttcacg
  5134921 ccaacatttt tactagaata tgaaatcgtc gtaataccta aaatgtctgc tacatcttga
  5134981 tcatcacaac caataatcgt aatatcttct ggaatacgaa ttccttgttt tttcgcctcc
  5135041 gttaccattc ccgctgcaat atggttacaa gatacaagaa acgcagttgg ctttactgac
  5135101 atacaggccc attccctaat tacattacgc ccgtcttcca ccgtaaaaca gcctttaaac
  5135161 ttccaggtct ctaacggtgt tacagcaatc tgttgaagtg aatcttcata tgcttgtttt
  5135221 cttctttggc tattaatgct attacttctt ccaatgcaat acccaatacg tgtatgacca
  5135281 gcatctatta agtttttcac cccttgtgaa aacactttat agtaatcaac atgtacactt
  5135341 gaaatgtatt ttgaatctat ttcctcacac ataacgattg gaccaaattt cgtatattct
  5135401 tcaagctttt ccttactatt tgtccgggaa catataataa ccccatcaag ctttttcatt
  5135461 tttaacatat tcaaaatttc taattctttt tcctcactat aattcgtctg acaaagcatc
  5135521 atattataac tgttctttgc tgtttccttc gatatgcctt caataatagc gctataatat
  5135581 tgatcattta cgtgcggtaa taaaacgcca attacattcg tttttccttt cactaaatga
  5135641 attgcattca cattttgcgt ataatttaat tcttctataa ttgctaaaat ctcttttcgt
  5135701 ttctgttcat tcacataagg atgattattt agtacacgtg aaacagttga aacagatacc
  5135761 ccagcaagtt cagcaatctt tcttatattt gtcatctcat tttccccttc cctgcaaaaa
  5135821 ttctcccttg acctggtaag ctttccacaa tatatccttt cctagcaaat acattttgaa
  5135881 aggatataca actatgtttc gattcaaatt agaatatata tttttcattg gcggtctact
  5135941 cattctcgcc atcggtatta atatgatgac gaccattact tcctttggac ttagccctta
  5136001 tgattccttc tttattgcac tatatcaaaa tttcgggata agtatcggtt tttggatttt
  5136061 catgattaac ttcgctttta cacttatcgt actcttttgg aataaaaaag aaataacaat
  5136121 tggtactatc gtaacgatgg ttcttatttc tctttttgtt gattggattg gttccactac
  5136181 aactattatg gatgctatcc gctctcttcc aaaatatata acacttattt gcggaaatct
  5136241 attcgttgga gctggaattg gtctttacgt ctctacaaat ctttgcgcag cgcctcaaga
  5136301 agctttcgtt ttaacggttg ctgagaagaa aaaatggacg tttagaagaa cagagatttc
  5136361 attagctttt ttatttttaa cgttaagttt cttattagac gggcccattt atttcggtac
  5136421 aatcatctta tcctttacaa ctggctggat tattcaagca tttattcaag ttggcacgca
  5136481 cagtttaaat agaaaagaac ctattaagca agccgcttaa taggttcttt attagtggag
  5136541 atactacttt gcatcccctt caattcgata gtttgctttc aaacaatcta tttcttcata
  5136601 cccttgcaac gtatgtagaa tataatcata atcagcaaga gacgcacggt gcgttacaat
  5136661 gacaatttca gcctttcctt tctcttcaag cggcatttga ataatctttt caaagctaac
  5136721 accacgctca gagaataagg aagtaatttt tgcaaataca acaatttcat ctggctcttt
  5136781 taataccttt tgatattgag gaactacagc actatttcct gttactccta atctaatgtt
  5136841 ttgcattaca gctactaaat cagaaacaac agcggttgct gtcggtaagc ttcctgcacc
  5136901 tggtccataa aacatcgttt ctccaactgc ttcaccatac acatatacag cgttatattc
  5136961 gttttgcacg gccgcaagag gatgtgtatt tggaagtaaa gtcggttcaa ctgtaacctc
  5137021 taatttttca ccatctcgct tcgcaagacc gattagttta atcgtgtacc ctaaactctt
  5137081 actgtattcg atatcttcct ctgtaataga agtaatccct tttaccttga catctccaag
  5137141 ctctacattt gtagagaaac caagggtagc caatattgtc atttttcttg ctgcatctaa
  5137201 accttctaca tctgatgttg gatccgcttc tgcaaatcca agttgctggg cttcttttaa
  5137261 cacgtcgtta tatgctctcc cttcatctga cattttcgtc aaaataaaat tagtcgttcc
  5137321 atttacaatt cccattactt tcgtaataag atctgaagaa agcccttcta cgatacttcg
  5137381 taaaattgga atccctccgg ctacacttgc ttcgtaaaac aaatctgctt tattatcttt
  5137441 tgctaccgct agtagttccg ccccgtgcaa cgccattaaa tctttattcg cagtcacaac
  5137501 gtgcttccca ctttgtaaag cttgcagaat atatgctttt gcatcatcaa tgccacccat
  5137561 tacttcgatg acaacgtcaa tatttggatt atctaaaatt tcatgtgcat cttgtgttaa
  5137621 tagagtagag ggtacctcta cttctctctc tttttcaata ttttgcacta gtactttcgt
  5137681 tactttcaca ggacaaccta cttggtgtat aagtcgctct tgatgatctg taatgatacg
  5137741 aactacaccg ctaccaaccg tcccaagacc taataaacca acttgaattt ctttcataat
  5137801 actgtccacc cctcaaaaat tgtgtttaga tgaaattata tgagtaaaaa atctgaaaaa
  5137861 caatgttttt agaacattcg gaataatata gattaacctt tacaaagaaa acgttgccac
  5137921 gtgtgacaca atcttttttt ataatacata aggggtttct tgatacacgt aataattcag
  5137981 ccaattagag aataatagat tcccatggct cctccaccgt acaagtggct tctcatttgg
  5138041 attattatgt ttaaaatagt ttttcggcac atcaatattt aacccttttt ggcggtcccg
  5138101 ttcgtattct tgctttaacg tatcacaact atattcacta tgcccaagcg caaacacttg
  5138161 ccttccttcc ggtccaataa caaggtgaac acctgcctct tcagagtttg ctaacaatgt
  5138221 taattctttc actcctctaa tatcattctc tcgtacttct gtatgacgag aatgcggggc
  5138281 gaaaaacaat tcatcaaacc cttgtaacaa tttcacatgt tgctcacgga cttcatgttc
  5138341 aaatacacca aacatttttt ccttaagagg atactttgga acgccataat gataatacaa
  5138401 accagcctgt gctccccagc aaatatgaag cgtagatgtt acattcgttt ttgaatactc
  5138461 cataatacgt ttaagttctt cccaataatc tacctcttca aaagaaaggg tttcaactgg
  5138521 tgctcctgta ataatgagtc catcaaattt ctcattctca atatcacgga atgttttata
  5138581 aaaacttgtt aaatgttcct gtgctacatt acgggacaaa tgtgattcca tatgaagtaa
  5138641 atgaacatct aattgcaagg gtgtatttcc aattaaacga agtaattgcg cttctgtttc
  5138701 ttgcttcgta ggcattaaat ttaatatagc aattttcaat gcccggatat cttgtgtttc
  5138761 tgctcgctct tttgtcatta caaaaatatt ttcctcctgc aatactttgc gagctggtaa
  5138821 atctttatca attatgatcg gcatgttgtt tgcctccgac tagcgctgct tctaaatctg
  5138881 caataatatc agaaacatct tctatgccaa ctgataaacg aattaaatct gatgtgacgc
  5138941 cagctaaacg ttgatcttca gcacttaatt gtctatgcgt tgtactagca ggatgtataa
  5139001 cgcaagttcg tgcatcagct acatgcgtta caagagttgc tagttttaca tttgcgataa
  5139061 attcttttgc tgcttctaat cctcccttaa tgccgaatgt taaaacacca ctcgcacctt
  5139121 ttttcaaata cttttgtgct aacgaataat tttcattact atctaatccc ggataattca
  5139181 cccattcaat acgttcatga tcagcaagcc atttagcaac tgcgagagca ttttcactat
  5139241 gacgctccat tcgtaaatgc aatgtttcta agccaatatt gctaatatac gcattaaatg
  5139301 ggctcataca gtttccatag tctcttaata attgaacacg tgccttcaca atataagctg
  5139361 ccgctccaaa attttgaacg taacttacgc catgataact tggatccggt tcaacaagtt
  5139421 caggatattt tccatttgtc caatcgaagt ttcctccatc aatgacaatg ccgcccaaag
  5139481 aacttgcatg accatcaata tatttcgtcg tagaatgaac gataatattt gctccgtgtt
  5139541 caaatgcttg gcataaataa ggagttgcta atgtattatc cacgataaaa ggtacttcta
  5139601 gctctttcgc tgcatctgaa aactctttga aatttaaaac gttcatcgct ggatttccta
  5139661 gcgattctgc ataaacgagt ttcgttttat cattagcaag ggccacaatt tcatcagcag
  5139721 ttaaattcgg attaaagaac gtaacatcaa taccaagctt acgcaaactc accccaaata
  5139781 aattaaacgt cccgccataa actgtggaag aacaaagcaa gtggtctccg ctactacaaa
  5139841 tatttaaaac ggcgagcata atagcagcct gcccagaagc tgttgcaaca gcccctacac
  5139901 cgccctctaa ttccgccagc ttttgctcaa atgcagctaa agtaggatta ccaatacgcg
  5139961 tataaatata tccttctgcc tctaaattaa ataatgctgc taaatcatcc gaagtatcat
  5140021 atttatacgt cgtgctttga taaagcggta aaacacgcgg ttctccattc tttggcgtat
  5140081 agccaccttg cacacaaatc gttcctttcc cccatgattc tcccatttct cattctcctt
  5140141 tcttttatac aaaataaaaa actgcccctt tcctgaaaac aagaaaggag cagtttgaaa
  5140201 acacgctcta aaggctcttt cttatctctc aggatttatt acctgcagga tttggcacaa
  5140261 ttccgttata cggctgttgc caaggtttca tcgggcctgt ccctccacct tttcttgata
  5140321 agactatgca attaccgttg attttatagc aataatttcc taatgtcaat tagtttttct
  5140381 gaatgttcta aattaactac aaagaatttg atgtacataa caaaagaaat atattctata
  5140441 tccatttgaa aaagaccttt taaaacctac gattactata tagaattaag taagtatttt
  5140501 aactgtatac atttcaaatt ctcacgagac ctcaatagat tgaataagcc gacctctcaa
  5140561 aaagatacta tacatattca tttcatttca cagtagcata ttgaatcctt tcgacattcg
  5140621 aacttacata acggaggtat aacatgacaa acacaaagga catgcactat atgctcgtcc
  5140681 tatacggcat tcttttaggc tctatagtag gagcaacagt ttggctattt ttagttacaa
  5140741 taaatatcgg cattcacttt atttgggagt acttacctac tattttcgct tctccccctt
  5140801 attacactat ttgcgtaaca actatcggtg gtattctcgt tggtttaact caaaagtatt
  5140861 tcggcacata tccacgtctt atgccagaag tgatgggtga atataaaaaa acaggtagaa
  5140921 ttgaataccg ctttgtacat aaagctactt taactgcgat tatcgtttta atctttggag
  5140981 ctagtttagg tcccgaggca gcacttgttg gtattatcgg tggactttgt acatgggtag
  5141041 gggatcgctt tacattcgcc ttaaaaggaa tgaacggact aacagaggtt ggaattggcg
  5141101 ctactttaag tgtaattttt aacgcgccat tattcggtta tttagctcca aatgaaaatg
  5141161 agggtgagca aattaacgaa ttttctaaag gaaaaaaagc aattgtatac ttagctacta
  5141221 ctttcgctgg tttttccgtt tatttattac ttagtaaatt cgataatcgc ggatccttta
  5141281 tcgttgattt cggaaaaggt tctctttctc tcaatgaatg gattgccttt ctcccccttg
  5141341 ctagtattgg cgctatagtt ggattctttt atttcaaatt agagtttaca ttagagaaat
  5141401 taatccaccc cttaaaagaa tataaactag cacttggtat tatcggtggt attttattag
  5141461 gaattacagg cacgtttctc ccgtacacgt tattctcagg agaacatcaa ttaaaagatt
  5141521 tagtcgtgga atggagccat ttatccttct gggtactact tctttcaggg attttaaaat
  5141581 tatgtattac tgccgtttgt ttaaatacag gttggcgcgg cggacatatt ttcccaatca
  5141641 tatttgctgg atctagtatc ggatatgcta tagcttccat tatcccgata gatccaatcg
  5141701 cttcggtagc cgtcgtcacg acagcaattt caagctatgc attaagaaaa ccaattgcta
  5141761 taacattact actactcatg tttttcccgc tcaatttgct attaccgatg cttggagcgg
  5141821 cagcaattgg taatgcattt ccacttccta aaaacaacga agctacaaac gaataaaaat
  5141881 gggcagtagg gactaaagtt ccactgccta ttttttatta cacacgttgc ttcaataaca
  5141941 cgtataactc ttcaaaattt tgcacttcat atgtcggcac aatcttgcta tcatttaatt
  5142001 tcttttctgg attaaaccaa caagtatcaa ttcccgctac atatccacct ctcatatcag
  5142061 cgcttaacga atccccaata atgagccctt cttcaggagc aaaattagga attctttcaa
  5142121 aaacataatc aaaatactct ttcattggct tttgataacc tgtatcttca gaaacgaaaa
  5142181 tatctttaaa cattgaatgt aaccctgcat tacgtaaacg tttatattgc gtcttcgaaa
  5142241 caccgtttgt cactatatat aaatcatact cactttcaat ttgatttata aattcaaatg
  5142301 caccttgtat gagttgattc ccttcttcta agtagttgcg ataattattt tcaaataata
  5142361 tcccatccac ttcttgtcca tattctttaa ataaaactga aaatcttgta tttactactt
  5142421 catcacaatt tattttacct tcttcaaaat catcccaaag acctttatta acttttttat
  5142481 actgcgcttc aatctcacta gttagaggaa ttcctttctc ctcaaaaagc atacgtaacg
  5142541 ctatcctctc agccttttga aaatctaaca atgtatcatc cacatcaaat aatagtgttt
  5142601 tatatttttt cataagcccc tcacactctc ttttctacaa aaacaaattt acgtaaatcg
  5142661 tagcattctt tcttgtaaaa ataataggag atatctcata ctaaatatga ggtgaaaaca
  5142721 tgaaagtcag taaaaatagt gaagaaatct ctcattacat acaaacttac aacttccata
  5142781 ctcttttttc ttttgacatt ttaccgtatg ctgaactaca ttcctttcag aagagagaaa
  5142841 aaatatgtaa tgaaggggtt gatgttcctt atctttatta cttaatttct gggaaagcaa
  5142901 aaatatatat gagtcacaaa aacggaaagg tctccttaat taactttatt caagcacctt
  5142961 cgttcattgg ggaattagga ttaattggcg tagaatccgt cacgaaaacg gtggaagtaa
  5143021 tggaagattg tatatgctta gcgcttcctc ttaaagattg tcagcatatt ttattacaag
  5143081 atgctatttt tctacagaaa ctatgcaaat ttatcggtga aaaaacaatt acccgaacag
  5143141 aaagttatgc caaaaataat agttatccgt tcgaaaatcg attagcagcg tttattctat
  5143201 taacagaaca aaataacagt tatacagaaa aacataccga ggcttcggaa tatttaaatg
  5143261 ttagctaccg tcacctttta tatgtattaa atcaattttg ccaacaaaat tatttaaaga
  5143321 aagatggaag aacctattac atacaagatc gcaatcaatt agaaaaactt gctgatgagt
  5143381 taaaaatata aagaaacagc attaacataa acgttaatgc tgtttctttg agtgacgatt
  5143441 ataatttcaa ttagaattta tttgctactt tagctgcttc ttcaagacca gccgtaatga
  5143501 tttcttccgc tttatctggg aattggttat gtccttcaat aactactgtt tccatgtttg
  5143561 ttgcgccgaa gaagcccatc atgcttgcta catatttaac agccatttct acttctgctg
  5143621 ctggaccttc agagtataca ccgccgcgcg cgtttaataa tgcaatcttc ttatctccaa
  5143681 ttagaccaac tgggccttct ggcgtatatt taaacgtttt accagcacgg tttaaataat
  5143741 caatatatgt gtgtaacact gctggaatcg ttaagttcca taatgggaaa ccgaaaacaa
  5143801 ctttatcagc ttctaaaaat tgatttaaat acttatcagc aactgctact gcttttgctt
  5143861 cttcttctgt taaatcaaat cctttacctg ctttgaatgt accattaatc atgtctacgc
  5143921 ctacgtatgg taattcttct ttatataaat caagttctac tactgtatca tttggatgcg
  5143981 cttctttgta acttgctaaa aacgcttcat ataatttcac actaactgct tgttccgctg
  5144041 gacggttgtt tgcttttacg aataaaactt ttgtcattat cttttcctcc tagtactagc
  5144101 tcttctgttg ttatatgctt tcaaaaaagg tatcccttgt aattgttgtt tgttgcttac
  5144161 aaaatatatt ttatcttcat atcgagacaa tttcgtcctc acatagacgt atttttccat
  5144221 aaaaaaagtc caccttctaa aggcgaacta ggtcttacga cttttgtctt atacaattcc
  5144281 gtttttcact gcatataatg ccgcttgcgt gcgatcagat aaatgcaact tactcaaaat
  5144341 actacttaca tgagctttta ctgttttttc tgtaataact aaaacagaag cgatttcttt
  5144401 attactcatc cctttcgcta atagctgcaa tacttcattt tctctcgctg ttagcacatc
  5144461 tacttgaata gaaggctctt cttccttttc ttccacaggt aacgtttggg agagaagagc
  5144521 atttgctata tctggatgta attgaatatt acctttatat gcgcttcgaa tagcttcaac
  5144581 aagctgatcc ggttctacat cttttaaaat atacccgctt gctccagccc ttaatgctgg
  5144641 taacacatgc gcctgatcag aaaagctagt caatacaatt actttcacat ccggatattc
  5144701 ttttttaata cacgctgtcg cttcaacacc atccatttcg ggcatatata aatccattag
  5144761 tacaacatca ggatttgtct ctcctacttt cactagtgcc tctttcccat tacttgcttc
  5144821 tcccactaac tctatatctt cctgtgtact taagaaaaat gctaatcctt ttaaaacgac
  5144881 tgtatgatca tcaactaata atacttttat tttcacaaac ttccctcatt ttcacatcat
  5144941 aatggtacgt ttacttttac acttgttctt tttttatcac ttacaatttt aattgttcca
  5145001 ccgactaatt ctactctttc gcgcatcgta gtcatgccaa gtgatttctt ctcttttata
  5145061 ttcttttcta caaagccgtt tccttgatcg actatttcta atgatacatt cttctcggtc
  5145121 actttgaaat aaatcgtcgc ttctctaaca ttcgcatgct tacttacgtt atttaaagct
  5145181 tcttgtccaa ttctccataa cgcttcctct actacgcgcg gtaaatctcg gacacctgta
  5145241 acttgttccc gaattttcag ccccaaactt tcaccatatt gctttaaagc tggtaataat
  5145301 cctttctcta aacctgctgg acgtagttgc caaatcaacg tcctcatttc ttttaaagat
  5145361 ccttgcgcta gttcacgcat ctcatgcaaa gatcggtcca ccttttcatt ttgacctttt
  5145421 aagactgcct cagcgccctt tgtcataaag gttaacgaaa atagcttttg tgagacggaa
  5145481 tcatgtaagt cccttgctaa ccgatttctt tcttccattc gtacaagttc gcgtcattgc
  5145541 tcatttaacc ttaaattttc tatcacgaag gaaatatgat ttgttattgc ttgaagtaca
  5145601 tctatcgtat tcacatcaaa ttcaccatga tttgaactaa cacataaaac accaaatatg
  5145661 tgagtttgaa tctgtattgg tgtggcaata accgttctat tagaggctgc cttatgactg
  5145721 atttgatcgt ttaataaaat aagttcacct ttttctaatg cttctttcgc tgcttctttt
  5145781 atatcctcgt gcaattcttc ctggcaataa gatgcccgca aagataattc tttctcttcc
  5145841 ctaataaaaa acgccacttg attccactga aacacttcac ctaattgatt tacaactttt
  5145901 tcaggcaata tattaaattg atgaatcgtt cttaaaactt gaatgaaacg ttctaatttc
  5145961 acataataat gcgctcttcg cttttcattt tcatataact ttgctcgttt taaagccgtt
  5146021 ccaatttgga aagcaactga ttgaagcaat actaattctt cttctgaaaa atgtgtttta
  5146081 cctgggcttg ccacatttaa caaaccaaat ttttctcctc cagcctttaa aggaaccgta
  5146141 gcatgatgaa gaatcccttc tgtatctccc caattatatt caattgcatt attaattctt
  5146201 ttacattcaa taatattaac agctctctct aactttccat ccacaaagcc acgtaaacac
  5146261 caacattccc cttcacacat cgggcgttta ttttcatatg taagtgcctc tggtaattga
  5146321 taatcaatta attttgtata tctaccattt tcatccgcaa gaaatatcca tcctgtcgtt
  5146381 aaacctgtta cactaagtaa tttttctagc actgcttgca atacatgata tgtatcattt
  5146441 gatgtattta gcgtttctgc aatttctttt aatataacta attcatttgt acgattctct
  5146501 tgaaacataa ttcgtctcct acatacaaga ttttacatag ttcctaacat aaatcatcta
  5146561 cttttcactt tgtacttatt cataacattg atataatggt gaaaacatag ttttcattat
  5146621 atcacctgag ggggctttca taatgacatt aaataaagca cttactatcg ctggttctga
  5146681 cacaagtggc ggtgctggta tacaagcaga tttaaaaaca ttccaagaac ttggtgtata
  5146741 cggaatgaca tcacttacga caatcgtaac gatggatcca cataacggtt gggcacataa
  5146801 cgtattccca atcccagctt ctacattaaa accacaatta gaaacgacaa ttgagggcgt
  5146861 tggtgtagat gctttaaaaa cgggtatgct tggatcggta gaaattattg aaatggttgc
  5146921 agaaacaatc gaaaaacata atttcaaaaa tgtagtagtt gaccctgtta tggtatgtaa
  5146981 aggtgctgat gaagcattac accctgaaac gaatgattgc ttacgtgacg ttcttgttcc
  5147041 aaaggcatta gttgtaacac caaacctatt tgaagcttac caattaagtg gcgtaaagat
  5147101 taattctctt gaagacatga aagaagcagc gaaaaagatc cacgctttag gtgcgaaata
  5147161 cgtcctaatt aaaggcggta gcaagcttgg tacggaaact gcaatcgacg tcctatatga
  5147221 tggagagaca ttcgatcttc tagaatcaga aaaaattgat acgacaaata cacacggcgc
  5147281 aggttgcaca tattccgctg caattacagc agaacttgca aaaggaaaat ctgtgaaaga
  5147341 agcagtaaaa actgctaaag agtttatcac agctgctatc cgttattcgt tcaagattaa
  5147401 cgaatacgta ggcccaacac atcacggtgc atatcgtaaa ttcgtcgtat caaaagaact
  5147461 tgtctaacta aacgaaaaca cccacagggt tcatatattt cctctctgtg ggtgtttttt
  5147521 ataaactctt ctggtcatcg tatctttaag atgcagaact aacctgattt ctaccatttc
  5147581 ttttggagta atataatgca tcatcagcag cttgaataaa tcgctctggt gattgttcat
  5147641 atactgaaat tcctactgaa actgtaattt ttatttttgt tccatctaac aattggaatg
  5147701 aatgtttttc aacagctgcg cgaacttgtt cccccatacg cattccgtaa gctaatccct
  5147761 tctgcggtat aagaagcgcg aactcctctc caccctttcg aaaagccaaa tctggaaacg
  5147821 ttgaaacttc tcgtaaaata cgccctattt gttttaatac ttcatctcct gcaggatgcc
  5147881 cgtacgtatc gtttacagac ttaaaatgat caatatctat aagtagtaaa caaagtgaat
  5147941 tatttttcat gcgcttatta ccaatatgat gattcatttc taaatcaaac tgccttacgt
  5148001 ttcctaaacc tgtcaatgca tctatcgttg catattgctt catcttttga aataactcat
  5148061 tggattgcaa tacataattg gcgcttataa atgtgatata tgctgcaaca ctactacaaa
  5148121 ctaaatataa tgctactata gacatatcct taaacagcat agaaagtggc accgctaaaa
  5148181 taaataaact atatacatta aaccagatcc accttgtaaa catagaaact ttcatccgcc
  5148241 aaatgaaagt aaccccaata cctatcaata caatagtata acaagccaat tcagaggcta
  5148301 aagagtactc ggttaaaaat aatcgggtaa ttaaaatgat cgtaactgtt atactactag
  5148361 ctatcggacc tccgattata attgccaaaa taaccgctaa ataacgtaga tccaacataa
  5148421 tattttcaat atgtacacca aaatacatca acagtacact taatattcca gtaagaatac
  5148481 caactacaca tttctgccaa aaggagaact cttcttttaa cggtttatct cttaaaagct
  5148541 gacctccaat aaaaataaag gaaagaataa ttgttgtatt tacaaataag tcccttaaca
  5148601 taaaataatc tccctacttt tctatctatc cctttcctta ttttattgta tacgaaatgc
  5148661 ctataattcc caaagctttt tatatatttt ttgctgttcc acgtgaaaca gcaaaaaaat
  5148721 aaaaaggacg caaattcgtc cttctcatta acaacagcgt gatatttttc caccctttgc
  5148781 attaaatcta gcttcttgcg cttctgcaaa aaattgtttt tgacatacaa cttcttcttc
  5148841 tggatgatgc tttttcatat gctctacata tgtttcatag cttggtaccc caacaagtaa
  5148901 actaataaag tgtttccttt gtccccatac ttgccgtagt cttttaagca tagttcctcg
  5148961 actcactttc atctctagga atatatggtg cctcttttaa cggcattggc ttgtttctta
  5149021 atacttgaat ccaaattcga agcgcagaaa ttaatactgc aattacaact atcataaaga
  5149081 tcccacacag tgctgcgtca atataatcat tgaaaataat ttgcttcatt tgagcaacat
  5149141 ttttagctgg tgctaacact ttcccctcat ctaacgctcc ttgaaacacc tttgcgtgag
  5149201 atagaaatcc tattttaggg ttttcatgaa atagcttttg ataacccgcc gtcatcgtta
  5149261 caataagcaa tccgacagtt ggaataagcg tcacccaaac atatgccttt tttcccattt
  5149321 tgaacaaaat tgtcgttcca agtaataatg caatacctgc taacatttgg tttgcaatac
  5149381 cgaaaagtgg ccataatgta ttaattccac caagtggatc cactactcct tgatataaga
  5149441 aatagcccca tcctaataca cataacgttg tagctattac attcgctaat gtggaatccg
  5149501 ttttcccaaa cggcttatat acatgcccta aaatatcttg aatcataaat cggccgacac
  5149561 gcgttccagc atcaatcgtt gttaaaatga atagagcttc aaagagaatc gcaaaatgat
  5149621 accaaaatgc catcatggct gttccaccta ttacttgtga gaaaatatat gccataccta
  5149681 tcgctaacgt tggcgcacca cctgtacgtg ataaaatcgt ttgctctcca acgtttacag
  5149741 cgagatcttt tagttcattt ggtgtaatag caaatcccca tgaggaaata acttgagctg
  5149801 cttgcgagac atctgtaccg ataagtgctg cgggactatt aattgcaaaa tacgttcccg
  5149861 gtgttaatac acaagctgca atcattgcca tcgccgctac aaacgattcc attaacattg
  5149921 ctccatagcc gattggctgt gcgtgtccct cttgctcaat catcttcggc gtcgtgcctg
  5149981 atgaaacgag agcatggaat ccagacactg caccacaagc aatagtaata aataaaaatg
  5150041 ggaataagtt tccggagaac acagggccag ttccatcaat aaattttgaa actgctggca
  5150101 tttgtaaatc tggtgctaca attaaaatac cgattgctaa tcctacaatt gttccgactt
  5150161 ttaaaaatgt acttaaataa tcacgtggtg ctaaaagcat ccacactggt aatgccgatg
  5150221 cgataaaccc gtatacaata agcataatag caattgtttc tccgctaaac gtgaacatgc
  5150281 ttgcaagcgc cggattctcc gctacatact gccctccaat aagagacagt ataagtagga
  5150341 taattccgat tgctgaccct tcaccaaccc gtccgggcct aatgtagcgc atatatactc
  5150401 ccatcaaaat agcaatagga atcgttgctg ctatcgtaaa cattccccaa gggcttccga
  5150461 caagcgcctt tactactact aatgctaata ccgctaataa aataatcatt atgcctaaaa
  5150521 taccgatcat ggcaataagt cctgtaacag gaccaatctc atctttaatc atttcaccga
  5150581 gagatttacc attacgtctc atcgaagcaa ataaaatgat aaaatcttgc acagctccag
  5150641 cgacaacgac cccaacaata atccatattg tccctggtaa atatcccatt tgtgccgcca
  5150701 aaatcggtcc tactaaaggc ccagctccag caattgctgc aaaatgatgc ccaaataata
  5150761 cccatttatt tgttggaaca taatctttcc catcatttaa tgtatgggct ggcgtttgcc
  5150821 gattattatc taaaccgaat acctttctcg ctataaatct actataaaag cgataagcaa
  5150881 ctgcatacac acataccgca gctactaaga gccatacggc attaatagtt tcaccttgtg
  5150941 ataaagctat tacaccgaaa gcacctgctc ctactgccgc aataactccc caaagtaaaa
  5151001 tcgacttcaa tgttctcaca tacaatcccc ccaatactat ttcttagtgg gattgtacta
  5151061 aattttctga atatttaact tgaatcctcc ctatcatgaa ggatttttag tttatcatgt
  5151121 taaaaaaatt gcattatctg ctacaattca attttatttc gaagtcgttt cacataatta
  5151181 cgactaactg gaatcggttg ctcatcatat ttatctaaat atagattata tgtgccatta
  5151241 tagtaaggct ttaactcttg tacatatgac atattaatta aataactttt atgcacacgt
  5151301 aaaaaatcat atgcatttag cttattttct agctcctgaa gtgtatatgt tgaaatatac
  5151361 tgattatttg ttgtataaat tgaaactgtt ttgttttcct tatttttgct tacatataca
  5151421 atatcttccg gaaaaatata ccgaattcct tcttgacctt ctatcggtag ttttcgcaaa
  5151481 taactctttg ctttctctcc ttgctcttta cccattctat ataaaaggaa ttgcaaatct
  5151541 tcttcgcgaa atgggcgtag taaataataa aatgcttgaa aacgaaatgc cgtaatggat
  5151601 tcttctatat cttcacccat aaaaataaat tttgcataac aatttacttc ccttaataaa
  5151661 ttcacatatt caaatccagt tccatccatt aattttgagt ttaaaaaaac aaaatctggt
  5151721 gtatgctttt tcatgataaa tagtgcttct gttcccatac ttgcttcaaa acattctaca
  5151781 ttctttatat tttcaataaa tttttcagcc aaacttcttc gctcttctgc ttcttccata
  5151841 atcagtaaaa ttttcatttc ttcaaccacc taattctttt gtccgtatgt cctgttgtat
  5151901 acattcgctt ttataaagaa cattcccttt ttcttactat accattattt atctaaaaaa
  5151961 acagaaaaaa ggaaaccttc acggttcccc ctgccttttt attccactat cggtaaggac
  5152021 caataatcag cgtgggaata accccctcac tgattaaagc ctcatcttat actaattctc
  5152081 gttgtttcgt ttcttgccca agtataatta cagcaaatac gcctattaaa atggatccac
  5152141 agaaaatcgt aaatattagt gatagtgaag cctgtgaagc aactaaatat cctactaata
  5152201 gcggtccaag aataccacca atacgaccaa atgctgctgc catccctgca cctgtaccac
  5152261 gaataactgt tggatattgt tcaggtgtgt aggcatataa tgcaccccaa gcacctaaat
  5152321 taaagaagga tagtaacatg cctgctacga ttaatactgt taatgactct gctactccaa
  5152381 ataagtaagc actgcatgct gtaccaatta aatacgtaac taaaacaaac ttacgaccaa
  5152441 gacgttcaat aaaccaagca gctgtgaaat aacccggcaa ttgagctaac gtcataataa
  5152501 gtacgtattg gaaacttttt attaaactaa atccttttaa taccattaca ctaggtaacc
  5152561 aaaggaacat tccataatag gaaaagacaa cagaaaacca taaaatccat aacataattg
  5152621 ttgccttacg gtattctcca gaccaaactg actttatatt ttcgataaca gatggccttt
  5152681 tttcaacctt ttggaatctc ggagaatccg gtaaattcca tcttaaatat aaagcatata
  5152741 gcgccggaat cgcacttaat atcatcgcaa cttcccaacc atatttcggt ataacaaaat
  5152801 acgagataag agccgcaatt aaccatccac ctgcccaaaa actttctaat aacacaacta
  5152861 ttttgccgcg ttcatgtgct tcaacactct ctgatactaa tgtagaggca actggaagct
  5152921 ctccccctag ccccataccg attaaaaatc ttaaaacaag gaacatagca agtgttgtcg
  5152981 ttaaagccgt taaaccacta ccgatagaaa ataataataa tgtaataata aagactgatt
  5153041 tccgccctat tttatctgat agtattccaa aaacgagcgc tccaactgcc ataccaattg
  5153101 aattaatgct gcctatccag cccatttctt gcgtacttaa tccccaatct ttttgcaatg
  5153161 ccaccattac aaatgaaagc attccaacat ccattgcatc aaataaccat ccaagccccg
  5153221 ctataccaag tagctttcgc ttcgaaattt ctttcacctt gcccacaaga agtcctcctt
  5153281 acacagctgt ctttacacat cattttacat gtgtgaattg tataagtaaa atactttcgt
  5153341 gtaaaaattc tccttcatca ttcccaaaaa gtaaaatact tatccgacta tttgagggca
  5153401 gtaagatcca cgctaggggt tagattaaaa atccattgcc agtaaacacc cgtttcgtga
  5153461 ggattcgcaa ttgatggtaa acgaacaaaa ccttacttta tcaaaaatgg aaaaataaaa
  5153521 aagtagcgat attccgctac tttttcgaac gcataacttc ttttaaaaat tccgctaata
  5153581 ctaactgacg acgccaacgc gttggattgc tacacaatct ataaaaccac tctaaatgga
  5153641 tcgcttgaat ccattttggt gcacgtttta cctctccagc ccatacatct aaacttccgc
  5153701 ctactccaac agccattttc gtttctaaac gatacttatt cgtttggatg aagttctctt
  5153761 gtctcgggaa accaagtgca acaagcaata agtctggttt tgcctcttga atacgagaaa
  5153821 caacattctc ttcttcttct tgtttaaagt atccatcttg tatacccaca atagatacag
  5153881 ctgaatacgt cttcgttaaa tgatctgctg cagcttgtac aacatgtggt tttgcaccaa
  5153941 gtaagaaaac agatactggt ttattctctt ctgatagctt cgcaaataaa ttacacatta
  5154001 aatcaaaacc tgctacacgt tcctttaaag gtgtgcccag cataccactt gcttttacaa
  5154061 ccccaattcc gtcaggcgta attaaatctg tatttaataa tgttttatag aatgcttcat
  5154121 ctttttttgc acacataaca atttcaggat ttgctgttac tacctgaaaa gtatgcgttc
  5154181 gctccacttc tagttgtccc ttcaaatatt ggattgtttc atccattgtc attgtagaaa
  5154241 aaggaacacc tagaatatca accgttttta cttgcatgat taactatcct ctctatttca
  5154301 gtaaaagtgt tttatatgca ttataagtat cttcatacaa attctttagc gagaagtgag
  5154361 tagatgcgtg agtatataaa cgatttccca tcgcttctaa ttcaccattc aaccattttt
  5154421 cataagcatt ttctaatgca tttgctaacg agtctgcatc accaatcggt acaatccatc
  5154481 catacgtatc atcaactatt aactttttca tatcacctac atttgttgca atagatgtta
  5154541 agcgttgatt agccgcttct aataaaacga gagggaaact ttcgctataa gaggttaaca
  5154601 aattaatgtg tgcagacgca tataattcct ttgaatctat acgaaaacct agaaacatta
  5154661 ctttatcctc tagacccttt tgtttcacca tctcttttaa ttctgcttct ataggaccat
  5154721 caccaagcaa gagtaccttt atattgggaa ttttaatttt ttgtaatgct tcaaataaaa
  5154781 tatcatgacc tttaacagga tgaagacgtg ctacttgaat ggctgtaaat attccttcat
  5154841 cgatgccaaa ttcactctta tcataaggtt ttgccggatt actatcatac tcaattccat
  5154901 tataaacagt acaaatcttc tcttctggta cacctagttt tattatattt ctcttaaagt
  5154961 tctccgtaat tgcaaagaat aaatctacct tcctgaaaga acgtaaattt aacttcgtaa
  5155021 atacccatcc ttttaatccc ctcttcataa aatccaaagt tggatcactg tggacagtca
  5155081 ttatccattt cgcttttata ccttttttca agagggagag atagaaattt gctcgtgcgc
  5155141 catgtgtatg cacaatgtca aattgatttt cattaataaa tgcttttatt tttgaaagaa
  5155201 ttgataggtc gtaccgagat gattgggtaa aaacatgtac ttgaatacca aggtttctcg
  5155261 cctctctagc aatcgcacct tcttcaaata ccattaattc cacttcttcc tttgaaaatt
  5155321 gagataaaag tgaaataata tgtgtttttc ccccaccttc ttccgcacca gcattcatat
  5155381 gcaacacttt catttcttac atcccccatt tttttctttt tatttactat aacaaaataa
  5155441 aagctaacat atgctagctt ttatttttct atcattcaat ttccaggtca actattaaat
  5155501 atgccatgat tactactaag tagaaactca ctccaggtgc aattaaaata tgaccagcca
  5155561 tgaatgagat acctaatcca agaagtatcg ccgcaatcac cattgcatat ttcacagtga
  5155621 atatttgttt aaatttagta aatatacatg caataaattt aataccgaag tataagaatg
  5155681 gaattacaag taaaatgaac cctatgattc cgaaagaata gaaccaatcg tggaaatcac
  5155741 gttcaattaa tttcggctgt tctttatagt tacccgcata acccattcct aataattttt
  5155801 gagacattgg ggcttcatta tagaaatctt tatacatttg ttcaaatagt tgacgcccac
  5155861 taaaaataag agcttgcgtt tcttcttttt tctctgctac tttttctttt tctttctctt
  5155921 tttctttttc ttgctgtgtc acaggaggtt tgtgttcttt agcttcctcc ttctttttct
  5155981 cttccttttt cgcactctgt tcttgttcaa ttaattggaa atggaatccc atatttttca
  5156041 taaatggtga aaaaggtgta tatgccaata tgcctacaaa tacagtcatt gcaagaaaac
  5156101 catttaataa ataggcatgt ttctttccat ctttacgttg tgtaaatgct tgaataaagc
  5156161 acataacaac tgcgatagcc attgatccaa aaattgctcc tacgccaacc tttgtcccaa
  5156221 ttgcaaatag tgaataaaca actaaaattg aaggaatcca ataatatgct ttacctatac
  5156281 tttttgtttt ttcgattgag tacaaaataa caattggaca catgatagct aaaatagatc
  5156341 ctagctcgtt acctgcataa aaccaaccgc gtgatcctaa ctttacccat tcgtaactat
  5156401 tataatctgt gccagtagta atcgaagcta ccattactac tcctataatt agcgatgcat
  5156461 acgtaatgta gttacgcatt ttcgaatgac ttttttcttt taaagactta aacacaaaca
  5156521 cataacaagt aagcataaca aacggatata aagcttttgc tataaacttc atttcttctg
  5156581 taagtaccat aggatctttt gtaagcttat tatttaccaa tccgatagta aagactattc
  5156641 ctactaagat tatatacaat atatatttta tatttccttg tttcttcgtt tgaattaaaa
  5156701 tatatatccc gcctaggaac ataacgaata agcgtgtaat aactccaatg gtcgtatcaa
  5156761 tttttaaaac catgatacag aacgctgtaa gtaaatctaa aatcggttgc aacaaaataa
  5156821 agattagtag aaaattttca aatttattac ttttactatt ttcgcttaac atctagaacc
  5156881 tccataacta ttacctaatt tcaatctata cagttaatat ttttttctca tctcaaatat
  5156941 ttattataac atatattttt taattaaacg tctcacattt ctaccccaac cttacctttc
  5157001 aaaaaaagat tatttgtatt ttcaagcgct ttctttcctc attttttctt tttttctaca
  5157061 tgtaacgaaa atgcattgtt atttacataa ctttagtgta tattttttct ctggaacatc
  5157121 tttaggagga agggattaca gcaatgttat taatcgacat atttacgttt cttggcatta
  5157181 tcgccgctgc tatttccggt acattagttg gtttaaaaaa agatttagat ttattcggtg
  5157241 tcctttgttt agctgtagct actgcgctcg gcggcggtat tattcgtgat attatgatcg
  5157301 gtaacctgcc tcctgtcgca tttgttaaac ctatttactt tttcgtaagc gtattatcag
  5157361 cactatttac ttgtatgttt tttgagcgta tcaataaact gcaagtcgtt attatgctct
  5157421 ctgatgctgt tggcttaggt gtttttacag ctatcggtgc aaatgcggca atgtcacatc
  5157481 atgttgacgc ctcatttcta gtcgtttcaa tgggagtcat tacaggtatt ggaggcggta
  5157541 ttttgcgtga catttgcgct caagatatcc cctacgtctt ccgaaaagaa atttacgcaa
  5157601 tcgcttctat tttaggagca attagtttcc taatcacata tgcaatgggg gcacacatat
  5157661 tagctttcta tgtttgttta ttagtaacat tcattattcg tgttgtcact gtaatatata
  5157721 atgtacattt cccagttttc tttaaaacac atgctaaaat taataaaggc cattaagaga
  5157781 attctacata gaattctctt aatttatata ctattctaca cactaatgta gagtaattgt
  5157841 atataaaaat atataattat attagaaaca aaaaatgaaa acgcttcaca tacaggggga
  5157901 agaacgatgc ttggggtttt taaaaaacat acaaataaaa caaacgccag tatacttgaa
  5157961 ttaagtaagg atcaacaaat cacttttaac gtgcctacta attctgaact aaaagtgcaa
  5158021 atggatatgc tacatatttc aaaagaagat ttacaaatcg taaaggtact acagcccttt
  5158081 atttatgaag aaattgattg gattacagaa aaattctatg ccaatattac aaaacagcct
  5158141 aatttaatta ccattattga acgttatagc tctattccaa agctaaagca aactttaaaa
  5158201 acacatataa aagaattatt cagcggagat atgcatgaag atttcattga gcaacgtgtt
  5158261 aaaattgcaa aaagacatgt acaaattggg ttacatagaa aatggtatac agctgcttat
  5158321 caagaattat tccgctctat tatgaagatt ttaaaaacaa aaattacaac aattgatgat
  5158381 ttttcttact ctataaacgt aataaataaa ttatttacac ttgaacaaga acttgttatt
  5158441 gcggcctatg aatctaaata tgaaagaatg caaaaagaac ttgaaaaaga aaaagaaata
  5158501 acatctatga ccattacgca tattgcaaca gaattagcat ctgtatctga aaaaacgagc
  5158561 gcttctattc aacaattaac cgctaaatct gaaactattg tagaaattgc caaaacaggt
  5158621 acatcattag ctacaacatc ggaagaaaaa gcaaataaag gtaaagaaca attaaatcag
  5158681 caaaataaac gaatggaata cattcaagca aacatggaaa cgattattac tgatactcat
  5158741 gaacttctcg atatttctaa caaaattaat gaaattatag atattgtaaa atcaattgca
  5158801 gagcaaacaa atttgctcgc actaaatgct gctattgaat ctgcacgtgc tggggaattt
  5158861 ggtaaaggct tctccgttgt agctggagaa attcgaaagt tatcggagca gacgaaagaa
  5158921 tctatattca acgttacaaa gctcgttgaa aaaacaaatg aacaaattat tcgtgtctct
  5158981 tcttcagtga aacaaattag ctccctcgta tctgaaggaa cagatagtat gtctgcaaca
  5159041 gatcaatact tccaagaaat tgtaaaagac atgtctaact cgaaagaaca gaataaaaaa
  5159101 atcgaaaatg aattagagac catttcacaa gtaatgaaag gaatccaaga cgattcctca
  5159161 aaaatggctc taacagccga tagtttacaa ctggaactca accgatagat tgaagctcat
  5159221 gtcagtacat attctttatc tccgctgcct cttagtcttc atcttccatt caaaaaaaaa
  5159281 gaatccaatt tggattcttt ttattttcta aagaatattt tttgacagta catataactc
  5159341 atataaacac caaagctttg caaaataaac aatgctggca caataagatt gtaataggtc
  5159401 atatctactt gtaagagtct taacaatacg tacccgctaa ttaacaataa gaataacata
  5159461 tacccttcgt tttgttgttt cttaataaga aagtgtaata aggcgataga cataaacaat
  5159521 gttaccgcta tatatataag tttttcacat ttaaatagaa tagaatgtat tccttcatct
  5159581 gagaattgat taattactgg ttttaaaagt ttaaatcttt cttcttccat ctctttttgc
  5159641 ttttgatcaa tatgttctgt tacgcttcga ttctttgtta ctttctcctc atttttacct
  5159701 tttccaatta aaacagattg aacatacgtc tcattcgaaa ccgtatattg tgacattccc
  5159761 attgtctgaa ttccataact cacaccaaaa tgggcactat aaaatagaat aagtatccct
  5159821 atcatcttta gtaatacttt ttgcttcatt gctgattgaa aaagttcaat taacaacaca
  5159881 tatacagcaa taaaaatagg gagaaataat cccattggaa aaatcatatt actacatgca
  5159941 aataaaattg ctgaaagcac ccacatataa ggatgatcta agcctttata tagaagtatg
  5160001 taacaagcta aataaaataa aaatattgca agcgattctg atgttaataa agcactcgta
  5160061 aatatatttg gaatatataa agcgtaaaat acagaagcaa tacggccgca ttcttctcca
  5160121 aaaaccattg ctgcaatgcg ataaatgaaa aatgcagtcc ctgtgcaaaa taaaatatta
  5160181 aatagctgca atgcgaatac cgtatcgcca aatacacgaa taataattga ttcataaata
  5160241 ataaaaggta actgcgcaac attctctacg ctattaccaa ttgcaatctg ctttgcagac
  5160301 tcaaacatag ctttcatatc atcgattacc ggaacatcta caaataaaac catactcagt
  5160361 ctcacgacaa tagatgtacc aataagaaaa ataagaaatt gtttatctgt aaaacgatac
  5160421 tgtaaaatcg atgctactaa cagcatgaga ataacaaaaa taatcaatac aattgttaca
  5160481 cttgttgtac tgcctccaaa aaactgttta cttgtttcaa acgcagacca acaactataa
  5160541 acaaaaaatg cgagcatcgc accgatcatt attttactga aaaaagacga aaaatttgtt
  5160601 tgtatatgat tcatatgtcc attgcacctc tatttccatt cataacaaaa cgattctatc
  5160661 atgaataggt gcacggctga tagggaattt ctatgacaaa tacagggtcc taattttttc
  5160721 acttgcaatg taagcgacta ctcttttaca ctacatttta tatatgataa attttctttc
  5160781 agttacatga atacaaatac agaagtttta ctaatcctct tctggaattc tttacttcat
  5160841 taaatatcta tagattttta atatttttgt actccactta caatacatgt cattctgaat
  5160901 gaaaacagaa aataggggct gaccatatgg aaaagaaatt catgcgagaa tctaaagcaa
  5160961 ttaaaacaac acgtgttttt ccgaatgatt taaataatca tcaaacactt ttcggaggaa
  5161021 aattattagc agaaattgat agtattgctt caattgcagc tgcaaggcat agtcgtaaac
  5161081 attgcgtaac agcatctatc gattctgttg attttttaac tcccattcac caagcagatt
  5161141 ctgtttgtta cgaagcattc gtatgttata caggaaaatc ttcaatggaa gtgttcgtaa
  5161201 aagtaattgc agagaattta ttagcaggag aacgtagaat agctgcaaca tgtttcatta
  5161261 cattcgttgc attaaaagat ggaaaacctt cttctgttcc acaagtacta cctgaaacgg
  5161321 aagaggaaca ttggctacac aaaactggcg ctgagcgtgc agaaagtaga aaaaaagggc
  5161381 gtgtaaaaag caaagaaatg gctgaagttc taactttaag taaaccttgg agtatgtagg
  5161441 ccttcaccat taagacatct tctgagcgaa taacgatcat gtattcgctc attttttata
  5161501 aacaatttcc cgtcttcata caactattcc tccttttcac acatactatg taatattttt
  5161561 atacataccc gctcgctatt cactttttct aatgaataaa acctcattta taatacggtt
  5161621 ctatgccatc aacagttgct ttacaaagtt tatgtagggt acacttatac gggtggtcaa
  5161681 caaaacaatt taagaatttg taaatcgtgt aggaaacacc ttacacttca ttatattgac
  5161741 agaattaact gtagttaaaa accttactat gacatagcaa gtattttaat taaattggat
  5161801 tattttaatg gaaaggtgaa attatgcaga aatcaattgc ttcaaatatt ttttataaaa
  5161861 tactgctcaa tacgtttaat attatccttc caattttagt tggtccttac gcatatcgaa
  5161921 cgttaggagc aacttcaatc ggaaccgtta atcttgctga aacttttttc aattacttct
  5161981 tcgtgtttgc cgtatttggc gtatatcaat atggtttacg cgaaattagc ttaattaaaa
  5162041 acgataagaa gaaagtttct aagttattta caagtctcta tgtaattaac ttcacaacta
  5162101 gtattttagc tttatcatcc tttgtgctct ttagctatat tggatatgga catgaaagtc
  5162161 tatttcctgt tcttcttatt ttcggtttta attttatatc taacatgttt tatgtggaat
  5162221 ggtttaatga agcatatgaa aattatgact tcatcactaa aaaaacagtt atcgttcgat
  5162281 taatctatgt cgtacttctt ttctctttca ttcatggggt tgacgattat aaaacatatg
  5162341 ctggtttatt agtattatca acatttttaa accactctat tagctttgta tatgtgaaac
  5162401 gccaagtgaa atttgatttt tccgacttaa cgattattcc tcatttaaaa ccgttactat
  5162461 tagtattgat tttttcaaat gctaatattt tatatactca attagatcgt cttgttttag
  5162521 gagtatatgt tggaaaagaa gaagttgcat attacgtaat ggcttttcaa attatgatga
  5162581 ttattaacac acttatgtta agtgttgtac aagtaaccgt tccaaggcta tcttacttat
  5162641 caggaaatgc atctgaaatg gagtatgaat ctttactaaa taaaatttca aaagtatatt
  5162701 tcattaccct attccctgct gcaattggtt taatgctcat tgctcatgga gctgttgtta
  5162761 tttacggtgg acaacaattt gctgcagctg gtaatacatt aattgtcttc gccttctata
  5162821 tgattacggt tggtattgag tccattttat cgaatcaaat tatttatgtg aaaaagaaag
  5162881 aaagcatttt agtgcgattt ttattcattt gcggatttat caacttagca tctaatattg
  5162941 cactcatatt cttccatgta cttacaccaa caacagcgat tttcacaaca acaattgcga
  5163001 actgcttctt aattacattt gaatatattt atgtgaaaaa gaaactaaaa gtgaattata
  5163061 cgttattcga tatacaaaaa cttaaatatc tattttattc cctaacattt ataccgatag
  5163121 cattcgttat tgatatgatt gtatctggac aaatactaca agttatccta gtaataataa
  5163181 cgtgtggatt aacgtatgcc cttatcctct ttataacaaa ggatgaaatt ctcttttcgc
  5163241 tacttgaaaa gatactagca cgattcaaaa aggcttaaac gcaatctcta aaaggagctg
  5163301 ttaaacttga aattttcttt aatcatggct acttgtggca gacgtgatga tattcttgac
  5163361 ttactaaaat cacttgaaca acaaacttac aaaaactttg aacttatcgt agtagatcaa
  5163421 aatgatacgc caatctctga tttatttgat gaatataaag ataaattttc tattaattac
  5163481 atttatacac ctattaaagg actatcaaga gctcgcaatg cgggcttaaa agtagcagat
  5163541 ggcgatttta tcgcttttcc agatgatgat tgtatttatg aaaagaatgt tttagagagt
  5163601 atattagaaa ctttcaactc taataaagat gtgcatttca tctcaacaaa cacgacaaat
  5163661 gttgaaggaa ctggttcttt aatacacgca ccgaatacag acattatttt aaataataaa
  5163721 tatggattca tggggccttc tttcacccta ttcttcacaa agcaatttgt acaagatgta
  5163781 ggtacatttg atgaagattt aggtgttggt tctggaacga tttatggagc cggtgaagaa
  5163841 actgactttg tgttacgcgg tatgaaacaa aattatactg gtctatttag aaaagatctg
  5163901 ttcgtatacc atcctgtaaa agaggaaatt attaatgaac aatcattaaa acgtgccatt
  5163961 tcttatgctg gtggttttgg tagaattatt cgcttacact atggattccc ttatttcttg
  5164021 cgtgctgtcg ctgctgcaac attccgtatg acacaaaata tttctaatga taaacgcaaa
  5164081 ttccatgcaa atcgcttacg cggaattgtt cgtggatatt taaaataaaa aataaggtgt
  5164141 aaccacttat ataaaatggt tataccttat ttttatttct ctcacatcac agcaatccat
  5164201 catccttttg tcatcgtata ccctactatt caattacatt atatattttg gaaatgatag
  5164261 cattctaccc aagaatttag tatcatgatt caagacacta tttagaaatg aacggaggac
  5164321 attatgagct tattaactgt tgaaaaatta ggccatacat ttggtgatcg tacattattt
  5164381 aaagatgtat ccatgcgctt acttgcagga gaacacgttg gattagttgg agcaaacggt
  5164441 gttggtaaat caacatttat gaatataatt actggtcagc ttatccatga cgaaggtcgc
  5164501 gttgaatgga cacctggtac gaattacggt tacttagacc agcatactat tttaacacct
  5164561 ggtcgcacaa ttcgtgatgt attagcagat gcgtttttac ctttatttga aaaagaaaaa
  5164621 gctttaaatg aagttacaga gaaaatggga actgctacac cagaagaatt ggaggaactt
  5164681 cttgagcaaa tggcagaaat tcaagatgct cttgaagcag gtggcttcta tttattagat
  5164741 attaaaattg aagaagcagc gcgtggtctt ggaattgacg caattgggct agatcgtgat
  5164801 gttgtggcat taagtggtgg acaacgtaca aaagtattac ttgcaaagtt actacttgag
  5164861 caaccagaag tactactatt agatgagcct accaactatt tagacgttga acatattcat
  5164921 tggttaacaa attatttaaa agagtatcca catgcgttcc tattgatttc ccatgatacg
  5164981 gaatttatga ataaatgtgt tgatgttatt ttccatctag aattcacaaa aatgacgcgt
  5165041 tacacagcaa catatgaaaa attcttagag ctagcagaaa tcaataaaaa tcaacatatc
  5165101 aacgcctatg aaaagcagag agaatttatt aaaaagcaag aagactttat cgccaaaaat
  5165161 aaagctcgtt actcaacgac tggccgtgca aagagccgtc aaaaacaact tgatcgtatg
  5165221 gagcgtattg atcgtcctga aacagctatt aagcctgagt tctcctttaa agaaagtcgt
  5165281 gcaagtagtc gatttgtctt tgaaggggaa aatgtagaga tcgggtatac acatccgtta
  5165341 ttaccgaaat taacaatgac aattgaacgt ggcgaaaaaa ttgcaattgt tggatgtaac
  5165401 ggtgtcggta aatcaacact gttaaaaaca attttaggta agattaaacc attaagcgga
  5165461 aagacaagtc ttggtgactt cttaaatcca tcatacttcg agcaggaagt aaaagctgat
  5165521 aatataacac caattgatga tgtttggaat acattcccta gcttagacca acatcaaatc
  5165581 cgtgcaatgt tagcaaaatg cggtttaaag aatgaacata tctctcgtcc actgaatcaa
  5165641 ttaagtggtg gcgaacaagc aaaagttcgt ttatgtaaac taatgggtga agaaagtaac
  5165701 tggttactct ttgatgagcc aacaaaccac cttgatgtta cagcaaaaga agagctgaaa
  5165761 aaggcgatga aagcatacaa aggaacaatt cttcttgtat gccacgaacc tgatttttat
  5165821 gaagattggg taacaaaaac ttgggatgta gagaaatggg cccaagaaaa ttcttaatcc
  5165881 cctaaaaaca tccctttaca ctgatattta atgtgtaaag ggatttcatt ttaaaataac
  5165941 catgcaattt gacaaggagt ttttaataat gcaacacaca ttccccctaa agcttaatac
  5166001 gttttttgta aagtgcttat tagtactatg tctaattatt tctgctgcta taacgtggca
  5166061 atcaataggc atcattcaag aaaaagtcga cacgcattcc tttattataa tcccgattat
  5166121 tattttaata ggtcttctat ttttgcttat tggctatatt tctaacaagt atatgtctac
  5166181 atttatattt accgtttcac tcattgtttt agctttttct gttcgattaa tttgggttct
  5166241 caacgttcca acccctatcg aatcagattt ttcagtgatg tacaatagtg ctattcaagc
  5166301 tactaaaggc gattttagtt ttgcacaaga cgactattat acttcatggg tttatcaact
  5166361 tggctttaca atgtaccaag ctttcattat taagttattc ggcgaaggac ctttccttct
  5166421 aacttttaaa tatcatgtat tgcacaggaa caacatggct agtttacaaa ataacttcat
  5166481 atgtttttaa tgaatgggct ggaagaatgg ctggattact atatgcatta tatatcccta
  5166541 gcattgtatt gagctcttta ctaacgaatc aacatattgc cacattccta ttttatcttg
  5166601 gattttactt attaattaca aaaggtctaa cccataaata tatgtggatt tttataggga
  5166661 tattcctagc cttaggagat attatgcgtc cacttggcgc tttcgtcttg attgcagtag
  5166721 ctctttacgt ctttttacaa ggtatattag gaaaatcaaa acaggatatt ttaacttcta
  5166781 taaaaaaact ttctgggatt ttcatcgttt tttatcttgt tcattacatt ataagctctt
  5166841 catttatata tgccggaatt acacaatatc cgctatctaa ccgagatcct ctttggaaat
  5166901 tcacagtagg acttaatcac gaaacaagag gtggatattc ttcagcagat gtagaatatg
  5166961 ttatgtcctt taagcttgga aaagaacgag aagccgttga gaagaaattg attcaagagc
  5167021 gactagctga tccagaaaag gttttatctt tatttggtga taaattcacg attatgtggg
  5167081 cagattatga ttccgcccca gtatggagcc tggcaacact aagtaacaca gagagtgata
  5167141 tggttacctt acaagatgat cttaaaacat acgacaagta tatttatatt acaacgatgt
  5167201 tatttagtac gttagcaact ctttatctct tattaacgaa gcagaacaac acacattaca
  5167261 cactattttt attattaata attggttata taacgattca cttcttaata gaatatcaaa
  5167321 caagatatcg atactttatc atccctagct ttacaatcat tcaaggttat gggttatatg
  5167381 tagtttatcg tctcatgtct aaaagaaagg ccaaataaaa agcgtaagct cggtgcaatt
  5167441 accgagctta cgctttttat ttatattctt tttttattgt aaatatgctt aatgccaaaa
  5167501 gcagctaaaa agatcatagg tattgtagcc gaataatgat atctcggtgc tacttctact
  5167561 atcatttgtg ccattgttag cccaatcaca tataaacaaa taattaaaag tgaagattta
  5167621 tttttatttt ttatagctac taacgctccg aacagtgaag taactagtaa aaagtaatag
  5167681 aaaacattag aaattatagt atagcgtact ttatggtcca taattggatc tgcatattta
  5167741 acagcttgat catcattacc taaaaagata ataaatttat catacattag tttcccgaaa
  5167801 tctatatcat cgtttttgat tctctttttc gcttcttcaa gcatttgctt ttgaacgtcc
  5167861 tgagcactcc atcctggttg accactataa tgatatagta acgctgaatc tcctggattc
  5167921 catgttcctg aggctccctt attaaatcct acatgaatat tgtatcccgg cactgttgct
  5167981 atctcttcac ctaaacgtaa tgttacataa tgatttgccg ctgaagacat cactaagtat
  5168041 ccaataatga taacccctac gtatgccaac ttattaataa gtagcttttt attcccgata
  5168101 tgctttgtat ctataataaa catccatatc gctaaggcta taattggcac tgctgcaatt
  5168161 ggtcttgcca tatttattaa tacaagtaat gcagctaata gaattgaata cataagaacc
  5168221 tttgcaatct tcatattttc aattttatca taaacaatta tcataattgc ccaggctaat
  5168281 aacagtattg tacaatacaa cggttctgaa agtgcaaaca tgttatacat cgtttgtgat
  5168341 ggtaagagaa tccataaaac acttgctgtt atcgctgttc tcactccacc aattcgtcta
  5168401 gctataaaat atattaatcc catcgaaatt gtagttaaaa caacattaat aattggcgga
  5168461 atcataaagt ttgccccaaa tatttttagg aagatactta agaatgaagc ataaccaaaa
  5168521 atatgtggaa atagtgctac atatctatca tgaataacaa agttatcacc taatgctttt
  5168581 gcagtattga aaaaggcttc ataatcacca atcggatcaa tcttatatgt aacaatccat
  5168641 gcagttttca ctgctaaaca aataattagt agtacaaaaa aacatatttt ttcatttact
  5168701 ctttcaagat atagcgatcc actgctaagt ataaagtttc caattgtaca taataataaa
  5168761 actccaacta atatcattac ataattatac ttttgagtat ctgaaaaata atcaaaaatt
  5168821 aatattgcaa cgaaaaagct ataaatgccg tatatggcac gtgtagaaaa agttgaaaat
  5168881 aatccagaaa aacgttccaa aaaaattcac tccttaacat atttatatgg gaaaacatta
  5168941 tatttcctaa aaaattacac taccagctac tatacattaa tattaccatg atttccatgt
  5169001 ttgcttttat atttcaaagt ataccaattt taaataacca tttttattat tgacagattt
  5169061 attctatatc ctaaaatggt attcgcccaa aacatataac atcttagcat aaattatgct
  5169121 ataattgata gttgttatgt acgagtaacc tttctacatt tcctgttttg tttatacatt
  5169181 ttataaagtt gaggatacta ttatggagaa actcttaaag tttggtttag tagggatctt
  5169241 taatacactc attacaatta ttagcttttg gatattatta aaattcggga tgaactacct
  5169301 gattgcgaat accattgcct atttaattgg tgttgccaat agctactatt ggaataaaaa
  5169361 ttgggtgttt aaacctaata ataaaagcac gtcaatgttc tttaaatttc taactgtaaa
  5169421 tttaattgta ttgggtttta atacattatg tttatttata ttggtagata aacttactgt
  5169481 caataaatta attgcacaga tcttcgcaat tggtgtcgga atggttataa attttgtcct
  5169541 taataaaatt tggacattca accaaacgga aaaggctact aattaaactg aaacaattta
  5169601 ttaaaaatac ggaggataca acatgcaaaa attaatctcg gttgtagttc ctatgtactt
  5169661 cgaggaagaa gtagcacagg aatgttataa ccgtttaaag tccgttatgc ttcaaaatga
  5169721 tattaattac gagtttgtct ttgtaaacga cggtagtaca gatcgtacaa tggaaatctt
  5169781 atctgagatt gcagcaaatg attaccgtac aaaaatcgtt aacttcgctc gtaactttgg
  5169841 tcaccaagta gctgttacag ctggtatcgc tgctgcaaaa ggtgacgcta ttgtaattat
  5169901 agatgcagac ttacaagatc cgcctgaagt tattcctgaa cttattgcaa aatgggaaga
  5169961 aggatatgaa gttgtttatg caaaacgtaa gcaacgtaaa ggtgaaactt ggtttaaact
  5170021 tttaacagct aaatatttct ataagttctt aaactacatg tctgatatcg atatcccaaa
  5170081 agatactggt gatttccgaa tcatcgatcg caaagtagct gatgttttca atcaaatgac
  5170141 tgagcgaaat cgcttcatcc gcggtatgat gtcttgggtt ggcttccgcc aaacgtatgt
  5170201 tgaatatgaa cgcgatgagc gctttgctgg tgaaacaaaa tatccattaa agaaaatgat
  5170261 taaatttgca tctgacggca ttattgcatt ttcgacaaag ccattacgca tcgttatgtc
  5170321 tttaggttta ttatcagttc taatttctat aattgtctta ctatatacaa ttactgtgaa
  5170381 aattatcggc aatggtacac aaacaggttg ggcatctatt atggttgcta ttacattctt
  5170441 tagcggtatt caattacttg gtcttggaat cgttggtcag tatatcgctc gtatttatga
  5170501 cgaaagtaaa aaccgtccga tttatatcgt aaaagaaaca atcaacattg accaagaaga
  5170561 gactgcactg aaaaaagaaa aagtgaatgc ataataaaaa aggtaacaat gaaaactatc
  5170621 attgttacct ttttatattg taatagccca taagtctcaa acgaaattct tttaaatttg
  5170681 gatatacttc taaattagac agcattcctt gtataaccgg aatccttgga tttggcaacc
  5170741 tcatttctgc ctctaaaaca tctaacgtaa caagcaattc ctcatcttct aattgatcag
  5170801 ctaatgtacg tttaaacaca ataatttctt ttaaaaagtg ttccttaacc tgctccttaa
  5170861 taagctctga tttacaaaga aattctccaa gcttttcttc atgtaacaca ggttcttccg
  5170921 aagattttac caatccatct actaaatcgt ctactctttt caaaataaac gcagagacgt
  5170981 aagataagtc gatttctggc gcttgtaaaa taattaattc taaatatcca cggcatatgc
  5171041 cttctaccat aatgactaaa tctaataaat atggcataac cttatcacca taaatagaca
  5171101 gtaaactatt tcgataaaag gcgtgagact ctaacttcat ccgcatcata aattcttcta
  5171161 cttctttatt aaagggaata gcattttctc tggcatgcat aataatgaat tctttatgct
  5171221 tttgtatatc gttaaactgg caatgcagtt gttttgcaaa tttttcacgt ggcaataacg
  5171281 actctttttc aatatccatc attttgtttt gaatcttgtc atagtaatat cggagtgttg
  5171341 ctaataaaag ttcctctttc gatttaaagt ataaataaaa ggctccctta gatatgccac
  5171401 aagctgtcac aatttcctgc actgatgtcg catttacacc cttagtcgca aataacttca
  5171461 tagccatctc tataattaag cgctcttttt ctttcatatc gtctctccta aatttaatct
  5171521 cgcatcttat tatgaattca ttataccatt ccttttcatt gacggctgac caatcagtca
  5171581 gttatattat gtattagact gaccggttgg tcaatacaat acaaagggag cgcaaacatg
  5171641 aacaaaatta ttaatttttc gttaaaaaat aagttcgcgg tttggctact aaccattatc
  5171701 gttaccattg cagggattta ttctgggcta aatatgaagc tggaaacaat tcctgatatt
  5171761 acaacacctg ttgtaacagt aaccacggtt tatcctggtg ctacaccaga agaagtagct
  5171821 gataaagttt caaaaccgat ggaagagcaa ctgcaaaatt taagtggtgt aaatgttgtt
  5171881 agttcatcat cttttcaaaa tgcatcttct attcaggtag aatatgattt tgataaaaat
  5171941 atggaaaagg ctgaaacgga aataaaagac gctcttgcaa atgtaaaact gccagaaggc
  5172001 gtaaaggatc cgaaagtttc acgtgtaaac ttcaatgcct ttcctgttat ttcattaagt
  5172061 gtagcaagta aaaatgaatc tttagctacc ttaactgaaa atgtagaaaa aaatgttgtt
  5172121 ccaggattaa aaggacttga tggggtcgca tctgttcaaa tttcaggtca acaagtagat
  5172181 gaagtacaac ttgtctttaa aaaagataag atgaaagaat taggtttaag tgaagatact
  5172241 gtaaaaaatg taattaaagg atcggacgta tctttaccac ttggcctata tacatttaaa
  5172301 gacacagaaa aatcagttgt tgtagatgga aatattacaa caatgaaagc attaaaagaa
  5172361 ctaaaaatcc ctgctgttcc ttcatcagca agcagtcaag gaagtcaaac tgctggagct
  5172421 ggtgcacaaa tgccgcaaat gaatccagcc gctatgaacg ggattccgac agttacatta
  5172481 agcgaaattg ctgacattaa ggaagtcgga aaagcagaat ctatttctcg aacaaatgga
  5172541 aaagaagcaa ttggaattca aattgtcaaa gctgctgacg ccaacacagt tgatgttgta
  5172601 aatgcagtga aagataaagt aaaagaactt gagaaaaaat ataaagactt agagattatt
  5172661 tcaacattcg accaaggtgc acctattgag aaatcagtag aaacaatgct gagcaaagcc
  5172721 atttttggtg ctatttttgc gattgttatt attatgctgt tcctacgaaa tatccgaaca
  5172781 acattaatct ctgtcgtttc cataccactt tctttattaa ttgctgtatt agtcataaag
  5172841 caaatggata ttacacttaa cattatgacg ctcggagcaa tgacagtcgc tatcgggcgg
  5172901 gttgtggatg actctattgt tgttattgaa aatatttacc gacgtatgtc attgtcagaa
  5172961 gagaaattac gcggaaaaga tttaattcgt gaagctacga aagaaatgtt tatcccgatt
  5173021 atgtcttcta ccattgtaac aattgctgta ttcttaccac ttggactagt aaaaggcatg
  5173081 attggcgaga tgttcttacc attcgcctta actatcgtct tcgctttatt agcatcatta
  5173141 ctagtggcag ttacaattgt gccaatgcta gctcattctt tatttaaaaa agagagcatg
  5173201 agagaaaaag aagtacatca tgaagaaaaa ccaagtaaat tagcaaatat ttataaacgc
  5173261 atacttgcat gggctttaaa tcacaaaatt attacatcaa gtattgctgt ccttctatta
  5173321 gttggtagtc ttgcacttgt gccaattatc ggtgtaagtt tcttaccatc tgaagaagaa
  5173381 aaaatgatca ttgcaacgta caaccctgaa ccaggtcaaa cgttagaaga cgttgaaaaa
  5173441 attgcaacga aagctgagaa gcacttccaa gataataaag acgtcaaaac aattcaattc
  5173501 tcattaggtg gcgaaaaccc aatgagtcct ggtcaatcaa accaagcaat gttcttcgta
  5173561 caatatgata acgacacaaa aaactttgaa aaagagaaag aacaagtcgt taaagattta
  5173621 cagaagatgt ctggaaaagg cgaatggaaa aaccaagact tcggagcaag tggcggtagt
  5173681 aacgaaatca aactatacgt ttacggagat agctcggaag acattaagcc tgtcgtaaaa
  5173741 gatattcaaa atatcatgaa gaaaaataaa gacttaaagg atatagactc tagtattgca
  5173801 aaaacatatg cagaatacac tttagtcgct gatcaggaaa aactaagtaa aatgggtcta
  5173861 acagctgcac aaatcggaat gggactttct aatcaacatg atcgccctgt tctgacaaca
  5173921 attaaaaaag acggtaaaga tgtcaatgta tatgtagaag ctgaaaaaca aacttatgaa
  5173981 acaatcgatg acttaacaaa tcgtaaaatt acaacgccac ttggtaatga agtggctgtg
  5174041 aaagatgtca tgactgtaaa agaaggagaa acttcaaata cagtgaaaca ccgcgatggc
  5174101 cgtgtttatg cggaagtaag tgcaaaacta acatctgatg atgtttcaaa agcatccgcc
  5174161 gcggttcaaa aagaagtaga taaaatggat cttccttctg gcgtagatgt ttctatgggc
  5174221 ggcgttacaa aagatattga agaatcattc aaacaacttg gcttagcgat gttagctgcg
  5174281 attgccattg tatacttcgt tcttgtcgtt acatttggcg gtgctcttgc accattcgca
  5174341 attttattct cgctaccatt tacaatcatc ggagctcttg ttgccttact aatctctggt
  5174401 gaaacgttaa gtgtctctgc aatgatcggt gcgcttatgt taatcggtat cgttgtaaca
  5174461 aacgcaatcg tgcttatcga ccgcgttatt cataaagaaa atgaaggtct atcaacacgt
  5174521 gaagctttat tagaagctgg tgcaacacgc cttcgcccga ttttaatgac tgcaattgca
  5174581 acaatcggtg cccttatccc gcttgcatta ggatttgaag gtagcggctt aatttctaaa
  5174641 ggacttggtg taacagtaat tggtggatta acaagttcaa cattattaac acttcttatt
  5174701 gttccaatcg tttatgaagt attaagcaag ttcaaaaaga aaaaagcaaa ataacaaaaa
  5174761 aataacctcg ctaactgcga ggttattttt tatttccaaa caacattagg aaatcaccat
  5174821 agccttcttt ttctaattcc tctttcggaa taaatcgaag agctgctgaa tttatacaat
  5174881 aacgaagtcc attcggtcct ggaccgtctg gaaatacgtg cccgagatgt gaatctcctt
  5174941 ccttacttct cacttctgta cgcgtcatat tatgactcac atccattttt tctttcacac
  5175001 ttgctgacat aaccggcttc gtaaaactag gccaaccaca tccactatca aatttatcta
  5175061 tagaagtaaa taacggttca cctgaaacga tatctacata aagaccttct tctttatgat
  5175121 tccaatactc atttcgaaat ggtggttctg taccattttc ctgtgttaca taaaattgca
  5175181 tatcattcag tttttctttt aaatgagcat tatcctttgg ccaatgttgc ttaataaatg
  5175241 catctcgccc tgagccctta cggtataact cgtagcggaa tgtgtttttc ttatgatatc
  5175301 cttggtgata ttcttcagct ggataaaacg tagcagctgg caatattttt gtcgcaatcg
  5175361 gctttgaaaa gcgcccgcac tttgcaagct cttcttttga agcctctgct tttttatgtt
  5175421 gttcttcatt atgataaaaa atcactgttt cgtaagactg tccgcgatcg tggaattgcc
  5175481 cgcctacatc agtcggatca atttgtctcc aatatatatt taataactcc tcatacggca
  5175541 ttttatttgc atcaaatgta atttgtactg cctcataatg tcccgtcgtt tctgaacata
  5175601 cttctttata tgttggattc tctttatgac cacctgtata gccagaaaca acctttataa
  5175661 ttcctaccat ctcttcaaat ggcgaaacca tacaccagaa gcatcctcca gcaaatgtag
  5175721 ctaactctac cttttcattt acagccatta cttcacccct attctatctt ctccttacag
  5175781 tatggcataa gaaacatcat gttataaaag aaaaagcatc gaaaatcgat gctttttctt
  5175841 ttcttcgctt tattttgttc taacgtcctt ctccatttca tcacttgtca catctaagac
  5175901 atctaataag aaaataaaga ttggaatacc gataattaat ccccacacac ctaagaagtg
  5175961 ttctgagaag attaatacca taaacgtata gaaaataggt aagtttgttt tttgcgacat
  5176021 aaacttcgga tttaacacgt aactttcaag cgcatgaatg actgttacga taactaaaat
  5176081 ataaaccacg tacataatac cgccgatatt gtaagcaatc atacaaagcg ggaataacga
  5176141 aatgataacc ccagctactg gaattaaacc aagtaagaag atcattaatg ctaaacctaa
  5176201 taattgtggg aatcctaata tccatagtgc aataacggat aaaacgcagt taacaactgc
  5176261 aattaaaaat tgggcttcga ttacttttcc gaatgaacgt gcaaatttct taccgaagta
  5176321 ctcgatttca gtatagaaaa ttgcaagtcg actttcttta aattttgcag taaaagcaac
  5176381 gatgcgagct ttctccaata agaaaaataa acttaagatt aaagaaagta acacttgaag
  5176441 gccaaatttt ccaacattcg taatcgattt atacaaaatg tcaacgcctt gtcctacata
  5176501 cttcgaaagt tccatatgat tgacagcatt aactgcatac ttaattaatt cactatctgg
  5176561 tgggtttctt aaaaatacgt taaattgata aattaattgt gaaatttgta ttgttaacac
  5176621 tggtaaatat ttaaatagcg taatagcaat tccaccaatt aacatgacat atagaaatgc
  5176681 tataatgagc tttcgattaa tgggcataaa gtggtctaat ttgcgagaaa taaacttttg
  5176741 gaatcgatcc attaaatacg taagaataaa cgtaattaat attaaattca acatactttg
  5176801 cagcccatat aacacgagag caagtattac taatacgagt aacctctgaa atcctttgct
  5176861 ttgaaacagg ttttttattt gcataatcga cgagtactct ctcctgtcct ataaagtaaa
  5176921 acgttaataa gtagattttt ctctcttttc tacttttaat tattcattca tattaagatt
  5176981 tttataagct cactatacgc ctaccttagc agatctatag tagcttactt cttattttac
  5177041 aatacaatga cctaattcaa aacgtattct acaaagtatt aataaagatt taaggaaact
  5177101 tacattttgt taaaagaggt cttaccacta ctgtaacata aaaagcaagc tatcagtaga
  5177161 aatctgtcct acaaatagct tgcttttctc atttttttaa gtaagttttc ctatccaata
  5177221 aacggcataa acatcggtat gacaactaca gttacaaccc caactaccgt tacagcaata
  5177281 cttgccatag ctgcctctac ttcacccatt tcaattccta ctgccactcc taatgcgtga
  5177341 cccgctgttc caagtgctaa accttttgca attggatgtt tcactctaaa tgtttttaag
  5177401 aataatgctc ctaatgcgta tacaataact gcgttaaaga ttactgcaaa cgatgtaatt
  5177461 gctggtatac caccaatgct ttcagagatt ggtaacgcaa ttgctgttgt tgctgcttgt
  5177521 ggtaacattg aattcattac tgctgtatct aaaccaattg cttttgcaac aatgaatacg
  5177581 acaattactg agcaaataga tccaactacg atagctgata aaatttgcca ccaatatttt
  5177641 tttaacttat caacctgttt atataatgga attgcaaagg cgatagttgc tggttctaag
  5177701 aagaagctaa tcatttttcc gccagtatta tactcttcaa aagtgaagtt acctaccttt
  5177761 agaaagacaa tccctaaaac cattgctacg aataacggtg taaataagaa gaagcctttt
  5177821 gaatgcttaa acaataatgt tccgattccg tatgcgatta atgaaacgac gattccgaaa
  5177881 tatggagtca ttgtgcttgc catgttcatt acctcctaac aatatatact acaatggtta
  5177941 cgcaactttt ccgtgcttgc gtcctttatt tactactttc aattcttttg tatcttctgt
  5178001 ttctttttca tcttttccta aaataaattg tgcaaataat cctgttacag caagtaaaat
  5178061 aactgttgcg acaacaatta cagttaagat ttgtacaaaa tattgtccca ttacaccaag
  5178121 ggaattaata actgaaatac ctgatgggac gaaaaggaat ccgataatac ctgttaaagc
  5178181 tgttccaagt gattcaactt gttccaattt aataaccttt aagcataata gactaaataa
  5178241 aatgactaac ccgattaccg atgagggcat tggaattggt aaatgtgttg caataatatt
  5178301 agaaattaac ataatagctg agaatatgaa tgcttgtgat aagaaactat atactttttt
  5178361 tgtactcatt ttggccacct ctttcgattt ggtaccttta ttgtatagga tataaccgct
  5178421 atagtaagcg tttacataac ggaacgtcaa atatacagaa tcagttacaa atataaaagg
  5178481 atgaaataca aaagctgctt cttaaatacg aagcagcttc ttgagttctt ttgcatatgt
  5178541 acgactaaca ggtacttttg atccttcttt cataattaaa ttataagtag agttgaacca
  5178601 tggctgaatt tcagtaatat gattaatatt tgcaataaag ctacgatgga cacgcatgaa
  5178661 acttgcttgt ggcaacttct tttccaaaat tacaagcgta tcgtgtgtta catatgtttc
  5178721 cctcactgtt tttactgtca cttttccgtc cacaagccct acatatacaa tatcttcaat
  5178781 atttacaaga acaatcgatt cctcaattgg taatgctaat ttatgcatct ctgccgttac
  5178841 atctgcccct tttatttctt gcttcatttc tatttgcgat tgtttttgtt ttttatattt
  5178901 ctttaatgtt tgtacaatac gttcttcatc aaatggcttt aaaatatagt ctaacgcatc
  5178961 tacttcaaat gcttgcaacg cgtattgatc ataggcagtc gcaaatacaa ttgcaggtgg
  5179021 atttttcatc ttctttaata tattcgcgat ttcgaatccg ttatcatccg ataattgaat
  5179081 atctaggaaa acaatatctg gtttgttttt cattaactct tctaatgcgt cctctacaca
  5179141 atcagcctca ccaattatct caacttcctt cgttctctct aataaatact ttagttcatc
  5179201 acgtgctaac atttcatcat caactactaa tacttttaac aatctgctct tcctccccta
  5179261 ctttttttgg aataacaaaa gtaatctctg tcccctcatt tacttcactt tcgatatgaa
  5179321 gcatcgtttc cttcccaaat aacccaataa gacgttcatt aatattatat aaagctgttc
  5179381 cagtcccttt ttttgacgaa actaccatct ttcctaattg ttctaaacgt tcttcctcaa
  5179441 tcccttgtcc attatccttt acttcaaaat gaaccatacc ctctttttca aaaacatgca
  5179501 cttccacttc acatacgggt tgcttctttg gaaaagcgtg tcgcaatgca ttttcaacca
  5179561 atagttgaag aacaaacggt ggtactaaag ttgtcttgag ctcatcctca atatacatct
  5179621 ttacttcata cttatttggg aaccttgctt gttctagtga taagtatgcc tgtacatggt
  5179681 ttaattcttg ttctagtgga atcaataact gacgtgcccc ttgcaaatta caacggaaat
  5179741 acacgctaag ctgtaataat aactttcttg ccttttctac atctgttcgg cataaagctg
  5179801 atactgtatt aattgcatta aataaaaagt gtgggttaat ttgtgcttgt aatgccttta
  5179861 tctccgcatc ttgcaatagt ttactttgca actcagcttc acctaattca agttgtgtag
  5179921 agaatatttt tgctaaccct tctgctaatt cctcttccac acgacttaac tggttaggat
  5179981 ttttgaaata tagttttaat gtccctatcg tatttccatg tgaagttagc ggaataacaa
  5180041 tcgccgcttg caaaggacag ccttcatgtt gacaattaat gacctcacgt gatttcgctt
  5180101 tcattatttt ccctgtatgt aacacttctt tcgacaaacc ggttattaaa ctatgtgaag
  5180161 gaatatggtg atctgacgct aatccaacat gagctaatat tttctctgta tctgttaagg
  5180221 ataccgcatc tgttcctgta aagcggtgaa taatttgtgc cacatgctta caagattctt
  5180281 ctgttaagcc ttggcgaaaa tacggtaacg ttttatctgc aatacgtaat accttatgag
  5180341 tctgaagtgc ctttgcgttc tcttcctggc gcaaaatagc ttgtatcata gaaagtaaaa
  5180401 taaaacttcc aaagctattt acaaggatca ttggtatcgc aattgttttc acaatgctaa
  5180461 tgccatcctc tacaattaat agaatcataa tcatttctaa agaaacgata aacacactta
  5180521 aaactgctga aaatttaggc gtaattgtac gattatactt tttaaaaatg tatccaatat
  5180581 acccagttat aacgcctgct aaaattgaag agatcgcgca acttagcgct gtcgtcccgc
  5180641 caagcatata acggtgaata ccagcaatcg atcctactcc aattccgacg ataggaccgc
  5180701 caagcaatcc actaattcca acacccataa tacgtgtatt tgcaatggta ctcgatgatg
  5180761 aaacaccctg tagccaattt tcattcataa tcgtattccc tgctatttca atcccggtgt
  5180821 aattgcttac aattgtaaac accgaaaaaa tacaaataag cttaagctta tctacataac
  5180881 catcttgctt atgaagaagg cgcctgaatg ttttaatatg cgaaagtaaa aatcctagaa
  5180941 taacaataag tccgacgcgt tcaatcatca taagtactaa atttagcatc tgtgattcat
  5181001 tcctttttat agtagttagt tttattatcg gaaaatagtg aagtgggcgt caagaagaat
  5181061 gaaatacctt ttgcaatatt ttacacataa caattccctc tttatttgac aatctaatag
  5181121 aagagtgcta aaaataaagt aatataatac agtcctttaa cccaaccccg tgaggttgag
  5181181 aaggaagtcg gaatacaata tacgtatgtt cttttttaga aatacgtatg cttttttggc
  5181241 cttctcatca tatcaggtga gaaggccttt tgttattctt ccatagcgac tgtagaagaa
  5181301 aataaggagg aataatgatg aacgtcacta ctgatgtaca atcaacaaca gaggagacga
  5181361 aagagaaaag atataaaaca ttatttggtt ctgcgctagg atatgcagca gaaggtttag
  5181421 atatgttgct cttatctttc gtactcgttt acattttaaa agaatttcac ttaagccctg
  5181481 ttgaaggtgg aaacttaacc ttagctacta ccataggaat gctgatcggg tcttatttat
  5181541 ttggatttat tgctgattta tttgggcgta tccgtacgat ggcctttaca atcttactat
  5181601 tttcactagc gacagcactt atttatttcg caacagatta ttggcaatta ttaattcttc
  5181661 gctttttagt aggaatggga gttggtggtg aattcggaat tgggatggcc atcgtaactg
  5181721 aaacttggtc taaagaaatg cgcgcaaagg cgacatcagt tgttgcactt ggatggcaat
  5181781 ttggcgtatt aattgcttca ctcctaccag catttatcgt tccacatttt ggatggagag
  5181841 ctgtgttctt atttggactc attcccgctt tactagctgt ctatgtccgt aagagtttaa
  5181901 gtgaaccgaa aatatgggaa caaaagcaac gatacaaaaa agaattgtta caaaaagaag
  5181961 ctgaaggtaa tttaacaact actgaggcag cgcaattaaa gcaaatgaaa aagttcccac
  5182021 ttcgaaagtt atttgcaaat aaaaaagtaa cgataacaac aattggtctt attattatgt
  5182081 cattcatcca aaacttcgga tattatggaa ttttcacatg gatgccaacc attttagcga
  5182141 ataaatataa ctacacatta gcaaaagcga gcggttggat gttcatctct acaatcggca
  5182201 tgctcattgg aattgcaact tttggtattc tagctgataa aattggtcgc cgtaaaactt
  5182261 ttacaatcta ttatgtcggt ggtactatat actgtctcat ttacttcttc ttattcacag
  5182321 attcaacatt attgttatgg ggcagcgcat tgcttggatt cttcgcaaat ggcatgatgg
  5182381 ggggattcgg ggcagtttta gccgaaaact atcctgctga agctcgctct acagcagaaa
  5182441 actttatttt cggtacagga cgtggtttag ctggatttgg gcctgttatt atcggcttac
  5182501 ttgctgcagg tggtaattta atgggagcat tatctctcat cttcattatc tatccaattg
  5182561 gtttagttac gatgttatta tgtgttccag agacgaaaga taaagtatta gaatagattg
  5182621 aaactgtatc cttcaaaaaa aatagttgga taaataggaa agaggaagta tcccaaatga
  5182681 gatgcttcct ctttttatat aaatacaatt atttactttg atttactagc tttttggaac
  5182741 aagaaggagg ttttctcttc ttcttttaca ataccttgct ttaaagctaa ttcccccgca
  5182801 acttttggcg ctagccatag cattgggaat aacagaatgg atactgggac agctgttact
  5182861 acgatgaatg attgcaatgc attaatacta ccctcaccca tgtataaaag aatcgctgca
  5182921 acggttccca taataagcga ccaaaaaact cgcaaactaa ttctaggatc cccatctcca
  5182981 gttactgcca ttgaaatcga atacgccatt gaatctcctg ttgtcactac aaataaaatt
  5183041 gttaataaaa gaaatgcagg tccaataata tgagagagtg gcagttgctc tgtaattgca
  5183101 atcatagcag ctggcatacc cgattcactt agtgcgcttg agatagaacc aggcttcatt
  5183161 aactcataaa acacacctga tcctcccaga atcgtaaacc aaaacgttgt aataatcggt
  5183221 gcgataattc caattgcaac gatgatttct cgaattgttc ttcctcttga aatacgactc
  5183281 actaaaattg ccatcatcgg tccataccca ataaaccatc cccagaaaaa gattgtccac
  5183341 gaccctaacc aagttgtatc accacgatat gtgctcattg gaataaattc atttatataa
  5183401 aatccaaacg aagaaacaaa tgaatcaata ataaatccac ctggtccaaa tagtaatacg
  5183461 aataccatta ataaaattgc caatctaaca tttaaattac ttataatttg aatcccttta
  5183521 tcaataccag tcaccgcaga tatagtagaa acagctacta cacaaacaat aatggctaat
  5183581 tgagttgtaa acacatccgg gatgttaaac aatgcttgta ggccataact tgcttgtaga
  5183641 cctaaaaatc cgattggacc aatcgtccct gcagccactg caataatggc aaatgcatca
  5183701 attagtgttc caagccaact ctttcgcaat ttctctccaa aaataggata taaaagcgtt
  5183761 cgaggtttta acggcatacc tttatgataa tgcccataca tcataactac cgcactaatt
  5183821 gtccctaaaa tcgtccaagc taggaaaccc cagtgcatat aactttgtgc taaagcaggc
  5183881 attactgctt ctttcgttcc agcagttata ccttcatgta ttggtggcac cgtcattaaa
  5183941 tggtacatcg gctctgccgc tgcccagaaa acaccacctc cggccagtaa tgtagacatt
  5184001 ataatagcga gccatttcgt cgtactaatc tcaggttttt ctaatccccc aagtttaact
  5184061 ctcccatact ttgagaacgc catacacatt gcaacaacaa atgtaccaat taataaaatc
  5184121 tgccaaaaag caccaaagta tttaattgaa gctgcaaaac tgctattaat gactccctct
  5184181 acgtaacttt tatttaaaaa aaccgcaatt acaaataata aaagtgagcc accactaata
  5184241 agaaatacag gccaatccgt tttccgactc ttcatcctca ttcacacttc ctccttcctc
  5184301 agcaatctaa aaaaacaact ttattatgtt ttattgttta cacccaaaac acaatgatta
  5184361 tataagtata ataattcatc tattttctac acacttatgt tgtccctaaa aatatgctaa
  5184421 atcccttatt taaaagaaaa tttctatttc tattacataa aaaagcaaaa taaaagacct
  5184481 tatatttcta taaggtcttc gaaacagaaa tttgattata acataaggaa ctccttggtt
  5184541 caaaaagctc cttccaaaaa taaccgagag taaaggcttc catttgctac gtaacagtaa
  5184601 ttaaaaaaat tatattttta tagaaaatgc cttatactac aaactattta tgaaagaaat
  5184661 tcggcttcaa aatttcattt ggatacggtt tatgataaat atgagtggta gctggagata
  5184721 acggtggaat gagccacacc caattgccgg ttacaacacg accacaagca gcttcttgct
  5184781 tctcaaattg ctgaaattgt tgtgcagcag tatgatgatc aacaatacta actccttgtt
  5184841 ttttaaagga atgtaaaaca gccacgttta attcaattaa tgccttgtct ttccataatg
  5184901 taccgtttct cgatgtatct agatccatca tctccgcaac ggcgggcagt aaattataac
  5184961 gatcatgatc cgctaagtta cgcgccccaa tttccgtacc catgtaccat ccattaaacg
  5185021 gagctgctgt ataggaaata ccaccaattt ctaagcgcat atctgaaatc attggaaccc
  5185081 cgtaccattt tgctccaagt gatgaaatcg ggtattctgg gtgttcaatt ggcacttctt
  5185141 ttacttcttc tttcggaatt tctttatata taggcgcttt tccatctata gaaaacacaa
  5185201 gtggcaatac atcaaaattc gtgccttctc cttgccagcc aagttcctga caaaaatctg
  5185261 taaatgcagt ggaatgagag tcaccagtca ctcccatttc tgttttatat cctgcatatc
  5185321 gaattaattg atgattataa attcgtatat tattttcttc accttgatat tgcttaaaaa
  5185381 ttgtaattgt cggtttcact tttccgtcgt tcgttgcata tttaatatga tgaattaatg
  5185441 catgatatac accttcctca tcgtttactt cacgtgcatc taatatgtgc atcttactcc
  5185501 aaaatagtct tccgatacat cgattactat tgcgccatgc cattcgcgat ccatgaacaa
  5185561 gttcttcaaa tgtatgctca tatgtccctg tcttctctat ctcagcttga atttctttca
  5185621 tgcgttcttc tatgaaatgt tctttactaa gctctttata gcaaatcgta ataaaatgac
  5185681 tcgcttcctc tattaattgt ttcgttttac tcataaacga tctccttcta tttcaacaaa
  5185741 acattactac tttacagtat aagcaaaaag aacgagagtc acaaatgaaa gtcgcagtgt
  5185801 tacttttatt gtaatatttt tcaaaaaatt aaagagatta ctattgactt ctataaaaaa
  5185861 taggtgtatt tttgactcag gtaaattatt tttacctaga ccaacttttt gggtgaaagg
  5185921 agggaatgtc atgtcttcat ttcaattgcc aaaactttca tatgactatg atgaactaga
  5185981 gccatatatc gatagcaata cactttctat tcatcatgga aagcaccatg cgacatatgt
  5186041 aaataatttg aatgccgcat tagaaaacta ttcggaatta cataataaat ctttagaaga
  5186101 gttactatgt aatttagaaa ctttaccaaa ggaaattgtt acagctgtca gaaataacgg
  5186161 tggtggacat tattgtcata gtcttttttg ggaagtaatg agcccacggg gtggcggtga
  5186221 gcctaatgga gacgttgcaa aagtaattga ttattatttc aatacctttg acaacttaaa
  5186281 agatcaactg tctaaagcag ctattagccg ttttggaagt ggttatgggt ggcttgttct
  5186341 tgacggtgaa gaactttctg ttatgagtac accgaatcaa gatacacctt tgcaagaagg
  5186401 caaaattcca ttactcgtca ttgatgtatg ggaacatgcc tattatttaa aatatcaaaa
  5186461 tcggcgccca gaatttgtta ccaactggtg gcatacagtg aactgggacc gggtaaatga
  5186521 aaagtattta caagcaattc aatcacaaaa acattagtcg tgcgtataag gtaagtttgg
  5186581 taatgtaaaa ttagtattgt cgaaatcctc cagaatcccc cggattgcca ccgggggatt
  5186641 tatgattatt tcattacatg tatgtaataa cgtaatactt tttctatttc tactttcaac
  5186701 tctcggaact ggaatcctaa ttcattagct tttccattat gtaacgtaca attagtcact
  5186761 tcattataag gtgctacatg atctcctact tcttgaacga gtgattttat tcccgtattt
  5186821 tcttctatga aatgaagaat ttcacgacta gaaactaccc cgttgctaca agcattaatt
  5186881 ggcccttcta tgtctttcat cccgcaccaa gctaaaaatt ctcctgctgc ttcttcattt
  5186941 ataaacgaca actctccatc tagatgattc acggcgacag gttctttcct cacaatatgt
  5187001 tcaacgtaaa attgtaacct tttcgtataa tcgttttctc caataacaac tggaaaacga
  5187061 actgcaacga ctgggaatgt tgcttgttga aatacaactg cttcggctac tctctttcct
  5187121 tcaccataat cgaagtcatt cctatctcca tacacgattg catactcgta cggattgaag
  5187181 tcctcttctg ataggtttag tgcaggggta tagacggcca ttgaagatgt cataatatac
  5187241 ttgttcgttg tgcctttcaa aaattcacat actatctttg ccgcattcga gctatagcat
  5187301 aaattatcgt atacgatatc ataacttttt ccttctaaac aacttgctag ttgtttttcg
  5187361 tcttccctat ctacaataag tctttttact gtacctccaa aagaatcttc cgtaattcct
  5187421 ctcgtcgcaa tcgttacatc gtgtccatct tttaagagtg cttctactaa atgtttccca
  5187481 aaaaatcttg ttccccctag taccaatact tttttcaact tcatcatccc cgttttaata
  5187541 aattgtaaaa tactacctct ctattataaa tgctaacata taaaaagcat ggaattcgtt
  5187601 taacgattcc atgcttttct acagaaaata tattaacgta ctcgatattt ataaatacaa
  5187661 taacagaagt ataaaataga aattacagat acataaaccc ataattcata tacgaatccc
  5187721 tctccccata ctcccataaa ataaaagagt gaaggtaacg tcaatgttac ccatgattgc
  5187781 acaaaggcaa tccttccaag atattgatta atgttctttt tttgtgtatt taatacaaag
  5187841 aataaatacc aaagtaatgc ccacataaac cacgttaacg cattaacaac atcgtggaat
  5187901 tgaacaaatg aaacaaccat ataaaataaa gcaataattg ctacccaaat acaaaaccac
  5187961 cctagaccgc tactatccat tccttttata aaggtaacgc ccacatataa ataagttaat
  5188021 ccaaataaga aagtagctgc atatgaatac actgtccaat tgctttggtc agaaatcatg
  5188081 atcaaataga acggaataat aatttgcagt gcacccacaa ataaattaaa aacacccgca
  5188141 cttttcatct ctgcttttcc taatataaca agactattta aaaataaagc tgcaccagaa
  5188201 cgtaataatc ctacgtaacc catatatcct catgtgaaaa ctttacattt tcacactgta
  5188261 ccctccctat cttgtaaaaa ttacattatt ccttattctt cttcttactt acaactccat
  5188321 acaaagtttt ttcgaaaata agtcagactt cctaccttaa aaaacaataa aaaaatccct
  5188381 tcgatacatg tcatacagta gtgatatcaa tcaaaacgca tcacaaaata aaaacgcttt
  5188441 caataataca caacgcaatc aaaaagctaa tgggattatt tgattataaa cgcactttaa
  5188501 caacgataca agtattgaaa tattattcaa tattacattt tttatttcta taaaaaatta
  5188561 atagaataat acattttccc tatctcaatc tatcaatgat ctgcatagaa tattgtacaa
  5188621 tcatattaaa ttagaaaggt ctgatattta tgcctcttca ttatccacat cccgctgtta
  5188681 ttcattcaac aggtgtatta acaagagaac ctgcaacagt ttcagcagta ataaacattg
  5188741 taaatttaga tgcatattac gcacacaatg taaatataga agtgtgggat tggtctaact
  5188801 attctaatcc tgtaaaatta cctgtactaa ttggtgaaga tacagtggta gaattcccct
  5188861 accttttaca aggcaacaac ctagcagtgt tttatgctaa tttagatgaa gcaattaatt
  5188921 tgtatgaaat tcgtatttct tatcctactc actccaatat tattgcaaat tgtttcggac
  5188981 gaagcgtacc gccttataca agtcaagaag gtaatacggt gtatcataaa caacttgttc
  5189041 gcattcatta aaggttcttt tctctattct caatttatat aactagttac tattcaaacg
  5189101 ctatggtcag taatatttta ttacattctc tttcctaaaa tgaacatatt actgacctca
  5189161 agcaacataa taagagcatg ctttactagg taccctaaat catttgatag ccatttttat
  5189221 tatttacttg ccatctccaa gaatctacac acatctcttc taacccatat tccgcttccc
  5189281 atcctaattc tcgtttcgct ttagatacat ccgcaaaaca gattgctaca tcaccaggac
  5189341 gacgccctat cactttataa ggtatttttt tacccgaaac cttctcaaaa gcctttacca
  5189401 tctccaatac actataccct ttacctgtgc caagattata tgcctcgatt cctttcgtct
  5189461 taagtacttt ctcaagtgcc tttacatgcc ccttcgcaag gtcaacaacg tgaatataat
  5189521 cacggacacc cgtcccatct ttcgttggat aatcgtttcc gaatatattt agctccttta
  5189581 acttacctac cgctacttgc gttacatatg gcattaaatt gttcggaatc ccatttggat
  5189641 cttctccgat acggccactt tgatgagctc caaatggatt aaaataacga agtaatgcaa
  5189701 tgctccactc atcatcagcc tttgctacat cacgcataat ttgctcaatc attaattttg
  5189761 tttgtccata cggatttgtc acactcagcg gaaattcttc tgtaattggt aatgtttttg
  5189821 gaattccata tacagttgca gatgaactaa aaataaaatt tttaacattg tgtttttgca
  5189881 tcacatcaca tagtacaatt gcacttatta tattgttata ataatatgca agtggtgttg
  5189941 tggtagattc tcccactgct ttaaaccccg caaaatgtat aaccgcttca atgttatttt
  5190001 ccaaaaagat ctcattcatt ttttcacgat ttaaaacatt ttctttataa aattcaaatt
  5190061 gttttcctgt tatttctttt actcgattta aagattcaat tgaactattt gaaagattat
  5190121 ctacgactat aattttataa ttattattta ataattctac acatgtatga ctaccaatat
  5190181 accctgctcc acccgttata agtatcgcca tatctatagt cccccactaa ttattaatta
  5190241 taaaatttta taatctcaat gcacatatat cttaccacga aaaagactga taattctaaa
  5190301 aattattttc aattattatt tatataaaaa agagccacat aacctttacg ttatgcaact
  5190361 cttcaacata catatgtgtc tatatctttt tttattaatc aagaaaaata aaaatcaatc
  5190421 ggaaatttta tattgttaaa ttacatagca atatacactt aaaaagtgag ctaggcttcc
  5190481 caataacacg aaaacgtgaa aaatttcatg atgtcccata tatttaaact ctaaccactt
  5190541 tggctttgtt ccgtaaataa atccaccaat tgtataaaga atgcctccaa gtactaggag
  5190601 caccatacct cctgtactta agttagcggc taacggtgca aagaacagaa caattaacca
  5190661 gcccattgta atataaattg ctgttgataa ccatctcgga caattaaacc aaaacatttt
  5190721 aaaaacaata ccacaaatgg cagttgcgta aactaaacaa aataataata aaccgtttgc
  5190781 ggaatgtaat gtaattaaac aaaatggtgc atatgtacct gcaatcaata taaaaatcat
  5190841 agagtgatca agcttcctaa agaaataaat aacacgttca ctagctacaa cactatgata
  5190901 tacagctgat gctgtataca gaaccatcat tccgatacca aacaaaataa tagctgtaat
  5190961 tgccgcaaaa gatggcatct taatagaaac ttttacaagc atagctagta atgcaataaa
  5191021 tgataataca gctcctccca aatgggtaaa agcattaacc ggttctctta tgtaagtatt
  5191081 catataaaca cccctcatat aattacatgt agttttgata actatatgta attatatact
  5191141 tattaatatt tgaggtcaac atttacaatt catttgtttc gtaataccat atttagagat
  5191201 acgataaaca ttatgctccg ctaagttata aaagtgaggg attctacgtg gaaaatataa
  5191261 ataaattgct tgaaacatta catttagaaa aaaatattac acttgaagac attccaaatg
  5191321 tcgacttgta tgtagaccag gttgtccaac tatttgaaaa cacttatgca gatacaacaa
  5191381 gaactgatga tgaaaaagta ttaacaaaaa caatgattaa caattatgca aaaggtaaat
  5191441 tgtttattcc aatcaaaaat aaaaaatact caaaagagca tatgatttta atcagtttaa
  5191501 tttatcaatt aaaaggagct ctttccatta atgacataaa aagttcctta gaacatataa
  5191561 atgagtcctt attaagcgat gattcattcg aattaaatat gctatataaa gattatctta
  5191621 ctattaccga aaacaacgtc gaaagcttta aacaagacat aaataaccgt gtttcagaag
  5191681 taagtgagat ttcttcctta gaagattcaa aactagaaaa gtttctatta ctaaactcct
  5191741 tagtgaacat gagtaatatg tatagacgtt tagcagagaa gttagtcgat gatttaaagg
  5191801 gatcttaaac aaaaaaacta tccacctatt aaagtggata gtttttttgt ttacttattt
  5191861 gcctcatgaa ctttcaattg tttacctttt atcgttgtat ttctcataac ctttaaaaca
  5191921 agtggccctt ttccatttaa tatttcaaca tacgaaacat tatcttgtat tgtaataatg
  5191981 cctatatctt cagcagaaac accttgaatt ttagcaattg taccgacaaa atccaccgct
  5192041 ctaattttct ttttctttcc gccattaaag tacaatttca taattccttt atttatatcc
  5192101 gcacttttat ccttctttat agttggttta gcttgtattt tttcttcaaa tgcagcttta
  5192161 cctttcataa cttcttcttt tgaaggggcg tttgccttcg gaattgcaaa accgatgtac
  5192221 gcctcaatct cttctaaaaa tcgatcttca taaggcgtta taaatgtgat ggcctttccg
  5192281 ctattaccag ctcgtcctgt tctgcctgta cggtgtacat aactttcttt ctctaatgga
  5192341 atatcataat taataacatg tgtaatatta tcaatatcaa ttcctctcgc agctacatcc
  5192401 gttgctacta aataacggaa ctttcctttt ctaaaatcat ccatcacccc aaaacgatct
  5192461 tcttgcacca tgccaccatg tattttatcg caagggtaat taactcgatc tagctgtcta
  5192521 tatacatgat ctacgttttc ttgtgtacga caaaaaataa tgcaactgtc tggattttca
  5192581 attgttgtta catctttaag aagtgacaac ttctcttctt ccctcacttc aaaaagggta
  5192641 tgttcaattt tatctgttgt aatcccagca gctttaattt caatatgagt tggtgcgttc
  5192701 atatacgtac gggataacct ttcaacatct tccggtaagg ttgctgaaaa tagcattgtc
  5192761 attctttttg taggtaattc atcaataatt gcctctactt ggtcgataaa gcccatgttt
  5192821 agcatttcat ctgcttcatc aatcactaaa tattttaatc gttctaatga aagagtccct
  5192881 ttttcaatat gatctagcac acgtcctgga gttcctacta caatatgcgt cttttgcttt
  5192941 aactctaatt tttgacgtgc aaatggcgat ttaccataaa ttgcagcagc tttaattctt
  5193001 ttgaatcgcc ctatatttgt aatatcttct tttacttgaa cagcaagttc tctcgttggt
  5193061 gttaaaacta acgcttgtgg tttattctct tcccactcta ccatttcaca aagtggtata
  5193121 ccgaacgaag ccgtttttcc acttcctgtt tgcgacttta caacaagatc cttcttttgt
  5193181 aatgcaactg gaataacctc tccttgtact tctgttggat gctcatatcc taaaccagta
  5193241 agtgctcgtc ttacttcttt acttaatgca taattactaa aacttttttt actcatatat
  5193301 aacctcattt gattttatat ttaacttatt atgttcttta tacctcactt tagactatag
  5193361 taagatacta tattaatcca ctgtttttca ttcgtttcaa tctaaattta tctaagtata
  5193421 attttaaaat aataaagggc agccttaata ataagtctgc cctatctata ccatattcat
  5193481 ttttacggaa ctagtttttt cacaactggt attctttgca atactaacgt aattaccata
  5193541 ctgagaacaa ttgtaatcgt tacattaata ggtattgcca atattgcatg cacatgatta
  5193601 tttactttag ggaaaaccat gtacaacaag ttatttaata agaagaagtg aagaatatag
  5193661 attccaaggc ttgcttgatt tataaaacgg aataacaatg gtaattctcg ttctgatttt
  5193721 tggaatgcat atttgaaaaa tataaacaat ccaatcgcca tcagtacgac acctggcgca
  5193781 aaatatccat accaaaactg ctctaactgt ccatttgctt ttactgtata gaaatacgta
  5193841 ataaagaatg tactaataaa tcctacaaat cctccaatgt aagaaatatt tctccacttt
  5193901 ttcgaaatat caaaattaga taagtaataa ccaagtagga aataccctac ataatttgta
  5193961 acgtaaaata attcaatatt aaagttgata ggataataat atttaactaa attgactaca
  5194021 acagacgcgt atagccataa aattaaaaag tattctatct ctcttttttt agcgttcttc
  5194081 acaaagactt ttaatagagg tgtaattaaa tatatcccta caatcatgta taagaaccat
  5194141 aaatgtcccc cgatagtatc cgttaaaaag tgctttatcc cttgctttaa agatgctgga
  5194201 aaataccctg cataggctcc atatgcataa aatatagcgc tccaagcgat aaaaggtata
  5194261 atcactttac ttgcacgctt ctgtaaaaat tccccgactg aaatatcttt tgtccccttt
  5194321 aatagtaaag ctccactaat cattacaaaa atcgggacac tcgcacgtga aatcgattca
  5194381 aatagattac cagccatcca gcgtgaagca ttatttgcat ctaaaacgga aacataacca
  5194441 gcagaaacgt gaattgtaac aactgcgatt gtcgctaata ctcgcaacca atccatatat
  5194501 actagacgct tcattagtac tcctcctaaa attccctctt taacttctat tttccaaaca
  5194561 taattttaca tcaaataata ctatgtttaa acatattttc attacaagaa ctgacaaaat
  5194621 acatagataa actttaattt tcaaatataa atatgaaaac ctttgactta tgagtgaaaa
  5194681 taatgtaaat tatcctttgg acgaacattt ttaaacaaac tgaataaaat attcgtattt
  5194741 taggggtgta aatgatggga aacgtattcg actatgaaga tattcaatta attcctgcaa
  5194801 aatgtattgt aaatagccgc tctgaatgtg atacaactgt cactttagga aaacataaat
  5194861 ttaaattacc tgtcgtacct gcaaatatgc aaacgattat tgatgaaaga attgcaactt
  5194921 atttagctga aaataattac ttctatatca tgcatcgttt ccaaccagag aaacgaatct
  5194981 cattcattag agatatgcaa tcacgtgggt taattgcttc tattagcgtt ggtgtaaaag
  5195041 aagacgagta tgaattcgtg caacaattag ctgctgagca tcttacgcct gaatacatca
  5195101 caattgatat cgcgcatgga cattctaatg ctgtaatcaa catgattcaa catattaaaa
  5195161 agcatttacc agaaagcttc gttatcgctg gaaacgttgg aactccagaa gcggtaagag
  5195221 aattagaaaa cgctggtgct gatgcaacaa aagttggtat tggacctggt aaagtttgta
  5195281 ttactaaaat taaaacagga tttggaactg gcggttggca actagctgca cttcgctggt
  5195341 gtgcaaaagc tgcaagtaaa ccaattatcg ctgacggtgg tattcgtaca aatggtgacg
  5195401 tagctaaatc tattcgattt ggggcgacta tggttatgat cggttctcta tttgctggtc
  5195461 atgaagagtc tccaggggaa acaatcgaaa aagatggtaa actttataaa gagtacttcg
  5195521 gttcagcttc tgaattccaa aaaggtgaga agaaaaacgt tgaaggtaaa aaaatgttcg
  5195581 ttgagcataa aggttcttta gaagacactt taatcgaaat ggaacaagat cttcaatctt
  5195641 ctatctctta cgctggtgga acaaaattag actcaattcg tactgtagat tatgtagtcg
  5195701 taaaaaactc tattttcaac ggtgataaag tatattaatt tttaaactta actcgaagga
  5195761 caagtatttt tatgcttgtc ctttttcata tatagaaatg taaaatattt tcattttact
  5195821 gaattttcta gtatcatgtt tttagatact tataataagg gggatataat atatgaaaga
  5195881 tgtaattgag aaacgccata ttcgcgcaga agttcctatt gaattaacat gggacctctc
  5195941 tgatttatac gaatctgata aaaagtggga aactgcatta cgtgtattaa cagatgatat
  5196001 aaaaaaactt gatgcgttta aaggacaatt acacactagc cctaccacct tattacattg
  5196061 cctactttta gaagaagagc ttttaatgaa gttaacaaaa ctatactcct atgcaaattt
  5196121 aaaagaatct actgatcgta caaatccagt tattcaagcg aactcttcca aaattgctgc
  5196181 tttatggacg aaagtacata cggcgctatc ctttattcat aatgaaattc tctcattaga
  5196241 agaaggcaca attgaaaaat atttaactaa agaaacaaaa cttgaacctt tccgtaaatc
  5196301 attactagac atattacaaa aaaggcagta cacgctctct cctgaaacag aagaagcact
  5196361 tgctgcactt ggcgaagtac atagttctcc atacaaaatt tacggtatga ctaaattagc
  5196421 cgatatggat tttaactcca tacaagacga acaaggaaat gaactccctg tctcattttc
  5196481 attatttgaa agtaaatatg agttttctcc aagcgtagac atacgcagaa aggcatactc
  5196541 atcatttgtg tccaccttga agcgatataa aaataccgtg gcaacaacat atgctaccga
  5196601 ggtaaaaaaa caagtaacac tctctcgttt acgcaaattt gaatctgtta ctcatatgct
  5196661 tttagagcct caaaacgttc cacttgaaat gtataacaat caacttgata ttatttataa
  5196721 agaattagcg cctcatatgc gccgttttgc agatttaaaa aagaaagtat taggactcga
  5196781 tcaaatgctg ttctgcgact tacatgcacc tttagatccc gaatttaatc cagcaattac
  5196841 ttacgaggaa gctggaaaac ttattcaaga ctctttacaa gtacttggcg atgaatatag
  5196901 tgccattatc aaaaaagggt tcaaagaaag atgggtcgat cttgcagata atgtagggaa
  5196961 atcaacagga gcattttgtt caagcccata tggttctcat ccatacattt taattacatg
  5197021 gcaaaatacg atgcgtggct gcttcacatt ggctcatgaa tttggacatg ctggtcattt
  5197081 ttatttagca aataaaaacc agcgtattat gaatgtacgt ccatctatgt actttgttga
  5197141 agcgccatct acaatgaatg aattactatt agcccagcat ttattagcga cgactgacga
  5197201 taagagaatg cgtagatggg ttattctgca actactcggc acgtattatc ataactttgt
  5197261 tacccactta cttgagggag aatatcaaag gagggtatat agcctagcag aagaaggaga
  5197321 agcacttaca gctacaactt taactgaaat aaaaacaaat gtcctttcaa cattctgggg
  5197381 aaattccgta gaaattgatg aaggtgctgg cttaacttgg atgcgtcaac ctcattatta
  5197441 tatgggctta tattcttaca cgtattccgc aggcctcact gcatctactg cggtagctca
  5197501 aatgattaaa gaagaaggac aacctgccgt tgatcgctgg ttagatgtac ttcgcgctgg
  5197561 tggtacgatg aaaccacttg aattaatgaa acatgccgga gtcgatatgt caaaaccaga
  5197621 tgcaatccgg aaagctgttt cttacgtcgg ttccttaatt gatgaattag aacgctctta
  5197681 tgaagaataa aaaataagcc ctcgctttat gagggcttat ttcatattta ctttccaaat
  5197741 cttttacggt atccacattt tctgcatagc tcttcaactg caactcttct agaaaatcca
  5197801 tcgacaatgt ttgttgctct ttcgccttct ataatgttag aaaatgaatc attattaata
  5197861 tttccaaggt taataatgcc ttcaccatct aaacaacaag gaataaccgt tccattcgct
  5197921 aaaataccag cttgatttcg aaggccgtga cagaatcctt ttccatcatc ctcttcttca
  5197981 tgcaatgctg gccactggaa ttcatagtct tgattaataa agacacgttc cgcaattttt
  5198041 ataccttttc ctggtgtaag cttctcttca atttgataag atagatcaaa ctcattttca
  5198101 atgatggata ataattctct atttttctgg atttcagcat tcgttttatt atcctgcgtt
  5198161 aaattccata atcttagtga aacaattaaa tctgattgac ttgtcgcctc tctaatgaag
  5198221 gaaagtatac ttcttacata gccctcttta tcttgcgaac ctgggtgtcc atcaaaactg
  5198281 tgcaatgaaa aattcatttg tcttaaagca ggcttattta acagtctatg ccttctctta
  5198341 ttaattaacg ttccgttcgt tgtaatatta actttaaacc ctttttcatg gcttaaatct
  5198401 aacagttgat ctatttttgg atgaagcaac ggctcaccct tcacgtgcaa ataaatgtag
  5198461 tctgtgtgtg gtttaatttg gtctaatctt ttcgcaaaat cctccacaga aatgaattgc
  5198521 ttctgtcttt ccgtcggcgg acaaaagctg cacgcaagat tacatacact cgtaatctcc
  5198581 aagtaaaatt tcttaaactt cttcaccttt aactcctcac ttctatgact acttatactt
  5198641 tttcctcttc atattacagc atactttttt agaaatagaa acatacttat tttaggaaat
  5198701 ctatataaca cctattaatg tgtaaaagac catcggtgat ttttgtccaa tggtcttttt
  5198761 tactcttttt atatgcaaaa agtaatttta cttatgatac ggttctccac gattaatacg
  5198821 aaatgctcta tacacttgct caagcaatac taatcgcatt aattggtgtg gtaatgtcat
  5198881 ctttgaaaaa gaaagagatt catttgaacg cttcattact tctgaactta gtccaagtga
  5198941 tccaccaatc acgaaggcaa ctttactttt tccatatgta gcaagacgat ctaagcttac
  5199001 tgcaaattct tctgatgatt tttgctttcc ttctatcgct aacgcaatga catgcgtatc
  5199061 atcagaaatt ttatctagta tacgtatacc ttctttttct tttacaatta gcatttctgc
  5199121 ttcacttaaa ttttctggtg ccttttcatc tggcaattca attacttcta cttttgcgta
  5199181 tgcagataat cgttttaagt attctgctat accttgtttt aaatattttt cttttaattt
  5199241 cccaattgaa ataatcgaga tattcacacg tattccccac cttacaaaca tgttatccac
  5199301 ataacttatc cacatatcca caattgttac ccacatattg tgtgagaatc tgtgttcgat
  5199361 acaacatatg tcgcctcatt ttgacaaaat tcacatgttt ttttctcttt ttctgagtta
  5199421 tccacattgt taataactgg cgcgacttca cactcatcca caataatatc taacgctaat
  5199481 tcaacatgtt ctaaacaaca aggtaaattc atattcttca cctcactttt ctacaataga
  5199541 aaacaggagg taggccctcc tgtttttaat acttttgaat gcctagttta accgttgttg
  5199601 ttgctcgttt cgtaccacga taaaacgtaa gagtcatttt atcattaatt tttttatcat
  5199661 ataaggccgt acggaatccg ataatatcac gaaccggttt tccatctact gctacaatta
  5199721 catcgtgttc tcgtaaacca gcatctgtgc ctggcgaagg acttttcaca tctaaaatgc
  5199781 aaactccctc tgttacattg cctggtaaat gcaatgtttt tgaccaataa tagtttggaa
  5199841 tctcatttaa tgatctcagt tcaattccaa catacggtct tcttactttt ccgtacttct
  5199901 ctaattcatt cataattgga acagctctag tcactggaat agctagacca attccttcta
  5199961 cttcttttgc ggcaattttc attgagttaa taccaattaa ttgacctgct gcatttacaa
  5200021 gcgccccacc actattaccc ggattaattg ctgcgtctgt ttgcaatact tctacttgcc
  5200081 aatcataatg tccatcttga tctaaatcta caggaacaat acgctcatta gccgaaataa
  5200141 taccttgtgt gacggttcca gaaaattgta gcccgagcgg gttcccaatc gcaatgactg
  5200201 gttctcctct acgaacagca ttagaatcgc caatctcaat gacctttttc acatgctttg
  5200261 catctatctc tagtacagcc aaatctgtga ctacatcggt tcctaatacc tttcctggaa
  5200321 ccttcttacc gtcacttaaa cttacttcaa tacgatttgc cccagcaaca acatgattat
  5200381 tcgttacaat ataagcttga tcatttgtct tcttataaat tacacctgag cctgtgccag
  5200441 cttctgaatc tgcctctgac aaattatctc gttgaatatt aataatacca acaacagctt
  5200501 cagatgcacg atcaacagca tccacaaagc taatctgttt aattccttga gcttcggcca
  5200561 tattacttcc acttgcttca gcttgcggaa gtgcgcccgt atcatttgaa aatataggag
  5200621 ctccaaatgc aaataacgaa gctcctacaa ttgttcctgc tatgctagaa ataacaatac
  5200681 ctttatgctt ctttttcctt gcacgtttca tacgataatt ttctccatca ataaaggaca
  5200741 tatttgttca cctatcttcc tgaaaacaac tatattcacc tttattgttt actaaaatgg
  5200801 agaattatac gtattgaatt tttgtaggca tttttggatc tgtatcgtga atttcaaaag
  5200861 cttctcccac tccaaatccc ttttcctcta atacttgtga taccgacata cgtgctagtt
  5200921 ctttcatgtt attatctaaa ctcaaatggg ctaaataaat atgctttgtc tcatctgtaa
  5200981 ttacatccgc cattgctaat gcagcatctt cattacaaac gtgccccaca tcacttaaaa
  5201041 tacgtcgttt aatactccat ggataacgtc ccatacgaag catttccacg tcatgattac
  5201101 tttcaaacac gaaagcatta gcccccttaa taacaccttt catacggtca ctcacgtatc
  5201161 ccgtatctgt aataagagct agctttctat tattgttatg aaaagcatag aacatcggct
  5201221 ctgccgcatc atgtgaaaca ccaaatgact cgacctcaat atcaccgaag gtttttacat
  5201281 ccccaactga gaaaataaac ttttggtcag ttgggatatt tcctattaag tgttccattg
  5201341 cattccatgt tttctcattt gcataaaccg gcaaatcata tttacgtgcc aatacaccta
  5201401 atcctttaat atggtcacta tgttcatgcg ttacaagaat acccgataca tcatttatat
  5201461 ttaattctgc ttgtttaaat aaagcctcag ttgctttacc gcttaaacct gcatcgacga
  5201521 gtaatttttt ttcatctgtt cctacatata gcatattccc tgtacttcca cttgcaagta
  5201581 cactaaaatg caaccccatt ctttctcact ccagtatgtt catcaaccac ttgattttcc
  5201641 ttttcaccta attccataac ttgtccttca attgcattta caaagaagtc ctgcttctgc
  5201701 tccgttttta aattccacgt tgaagcaagt acttggttat tagaagtaga tgcggtaagg
  5201761 ttggcataac caatttgcgc ttcttttaca tgtgtattcc catgaatttt attttttaaa
  5201821 tacagatttt ctaaagcagt ttgggcagta ataatttctt gctgtttcgt tttttcactt
  5201881 tcgcccattt cttttaaatc tgttagcatc gtctgtgtgt acgacacaag ttcatttttt
  5201941 tcatttagtt ccacaacaat cattgcctgc tcgttataga aaataggctt atctttatat
  5202001 ctttggaaga agtaaatttt agagtctttc atcgctccaa actcatactt ttgtccatct
  5202061 aatacatagt tcttcaaaaa atcattatac ttatctttgg ataaagattt tgtatttaaa
  5202121 aagggctctt ttagcttact ttctattttg tacatatttt gtatatgcgc cgtttgattt
  5202181 tttaaagcct gtacatcttc ttctttaaat gccttgtttt cagccctaat aaatgactct
  5202241 tttttcggtt ctttagggaa attacccata gtaattttgt ttgcttttaa ttcttgatct
  5202301 atctttgttt ctgcaataag ctccaattga ttactatctt gcttttgaat gaattgaaaa
  5202361 atgagaaaga gatccaaaac aaaaaaggtc acaataaata tggttttaat ccgatcccaa
  5202421 tccatttagt cctccctcac tccactcata tattttttgt ttgccagctt catcttcaac
  5202481 aaactttaca taccaaatcg gctgtagtcg cgctacttgc ccatctagtg ataatttgta
  5202541 tccaatccca atgtccttaa tgaatctttt atctacagcc gcattatttt ctaaggatgc
  5202601 tattacaacg tgacctgatg ggagagtaac cttctgttcg atacctttcg tattcaaaga
  5202661 cagcaacgat ctttcatatt ccattacttc ttctgatccc catacttgtc tcaattcagc
  5202721 taacccatct gtattaaata cgggatatcc atcttcctgt aagcggaaga ctgtctgtcc
  5202781 tttattcata tagtccaaac gatatgaatc caagcttcca ctgtgaccat ttacaaaatc
  5202841 aaaacttttt tgtaaaagca ttaaattatc tggctttttc tcacttaaaa cggaagaatt
  5202901 tttatacttt agcatatgct gattgttttc aatctccata gacctaatac catctgtaaa
  5202961 tatttctttc gattgctcgg taatcgggct taaataacgt gggtcactaa aaagagcatt
  5203021 cttaaatgta tcaaccgcta aattagatga aatatatgtt atattactta attctgtcgt
  5203081 tccatctggt aaaaatagct ttttcatatc attaatttga tagtcaaaat aaggtttcgc
  5203141 tgatactata aattgatttt gtgcatttac aatatctttt aaatacacac cacttaattt
  5203201 tgcttcatat attctagagt tatcaccatc ggaaacaaaa ttaattttaa tttcttgatc
  5203261 cctacttcta gaagggtcaa gaataattcg attaaagtgt ttaggcttat ctatactttt
  5203321 ttctttcata ctaaacatag atttaactgc atcaaatggg atattggtag ggaaaataag
  5203381 ttcaattttc ccttcaccat gcacataagg aaggaagtca gccttagcaa tcgatatctc
  5203441 tttgaactca tgtaattccc ctgcttccaa aggtttatag attgattcta tatctccctc
  5203501 tcttttgctc ccgtaatgat ttttatcttt atgcacgatg atagaagtag ggcggacaac
  5203561 atcagcgatt ttagtttgag tagttccttc attcccctgt acaaattttg cgttttgcat
  5203621 agacgtggaa tctggcacat acgtccataa gttaaaagta agaaatagac taattacaac
  5203681 taagttaatt aaaactatcg ttttaacatt ttccatactc attcccattc gtcctcttca
  5203741 tccgctgcca ttggtaatgt gaaataaatc gttgtccctt ttccttcttc actcttcgcc
  5203801 caaatcgagc caccatgtgc ctcaatcatt tctttcgcaa ttgctaatcc aagtcctgta
  5203861 ccacccattt gtcgtgagcg cgctttatct acacgataaa aacgttcaaa gattttatcg
  5203921 acgttttctt tcggaatacc cattccttgg tcacttacac taatctctaa taattctccg
  5203981 cgatcacgta aacgatatgt tactgttcca ccttctggtg aatactttaa tgcattcgaa
  5204041 ataatgttat acaatacttg cgtaatttta tccgtatcca tatcaataaa tcgagatttt
  5204101 ttagagaaag atcgtttgaa acttacgttt tgctctttag acatttcaaa acgatcaata
  5204161 atgttattaa agaagtcagt aaagtcgacc cattctttca ttaaacgatg ttctgtacta
  5204221 tctagtttag atagttgcaa taacgcattt acaagtctaa tcattctttc tgtttcttct
  5204281 tgtataactg ttaaaaattg cggtgcaata ttcggatctt gccatgcacc gtctgtaagt
  5204341 gcctctaagt agctgcgcat tgtcgttaat ggcgttctta attcatgaga gacgtttgct
  5204401 acaaactcgc ggcgttccct ttctatacgc tcctgctcag tcacatcata taatacggca
  5204461 attaaaccat ttgcttttcc tgtctctttt tgaataacag aaaaactagc gcgtaaaata
  5204521 tatggctcat ttctcgtact aaaatctaat aaaacagaat caggctcttc gtataaatga
  5204581 tcgagcgtaa attcttcttg tattcccaat acttctaaaa cagattgatc gagcgccgtt
  5204641 tcacgcgaaa catttagcat cttttccgca ggatcattta ataaaataat gtcccctttt
  5204701 cggtcagtag cgattactcc atctgtcata tgtgataata cagatgacaa tttacgtctt
  5204761 tcactttctg ttgaagaacg agcttgttgt aatttttttg ataaattatt gaaagataat
  5204821 gctaattgtc caatttcatc atggctatgc acttttactt ttcttgaata gtttcctttt
  5204881 gccatttcaa tcgcttgtct tcgcatatca gagattggtc tcgtaatcgt ttgagctaac
  5204941 aaaattccaa gtacagctgt tacgagtaat gcaataacgg ttccggtcgc aaagatttga
  5205001 ttaatatcct tcatctgctt ataaacatct tccatggatg caacaacgta aatggcacca
  5205061 agtgcatctt tgttgttatc atccataata ggagtaatca taacttgtac acggtgacct
  5205121 gtacgaccat ccttctcaat tttcacttct ggtttttttt gtaccaatac ccgctgaaca
  5205181 gctatatcag ttgatgttct atttaccttg ttttgctttg actcatctga aatagcgagc
  5205241 agctttctat tcgcatcaaa tacacttacc tcttgaatat ctttctttcg atcagaggca
  5205301 aattttcgaa tggaagtttt aatcgtttca tctgttgact ctgtctctgc ttttgtataa
  5205361 ctttttttaa actcttgttt caagttatac gataataagt tcgtttgttg cgttaaagaa
  5205421 tctctaaatc cttgtacaag actcttttct aactctctta cgaaatatac tccaataact
  5205481 tgcatagcta tcaatattaa tagcatatat atgagtacaa attttaaatg aatagattga
  5205541 aaaaaaccga ctttcttcat atactattcc tgctctgggt cacgcaagta ataccctact
  5205601 ccacgtctag tgacaattaa tgtaggatga cttggattat cttcaatttt ttcacgtaga
  5205661 cgacgtactg ttacatccac tgtacgtaca tctccaaagt agtcataacc ccaaactgtt
  5205721 tgcaataaat gttcgcgtgt cataacttgt cctaaatgtt ttgctaaata atgcagcagc
  5205781 tcaaattcac ggtgtgtaag ctcaatattt tcctcacgtt tcgttacact atacgcattg
  5205841 ggattgataa caattggccc aataaccatt tccgtatttt cttctttttc tgcagcacca
  5205901 ccttgctgat ggcgacgtaa attcgccttc acgcgagcaa gtaattccct cgtactaaat
  5205961 ggcttcgtta cataatcatc tgccccaagc tccaaaccta atactttatc gatttcagag
  5206021 tccttcgctg taagcataat aatcggcatt tctgagcttt tacgtatttc acggcaaacc
  5206081 tctaagccat ccttacctgg tagcataata tctaataaaa ccatatctgg ctgttcttca
  5206141 gtcgcttttt caatcgcttc atcaccatcg tgtgccatta caatttcaaa accttctttt
  5206201 tctaggttga acttcaaaat atctgcaatc ggcttttcat catcaactac taaaattttc
  5206261 tttcccatca tcgtctattt cctccttata aagtgaaact ttaatcagcc ctcaccaatc
  5206321 gggcttttac gggaagctcg cttcccacct aacttctttg ctttcgctaa attttaaggt
  5206381 aggagtctta ctgcccggta aatagcgggg taaaaatatg gtcaatatcc ttaaacacat
  5206441 tgatgtctac atagtatgtc cctatatgac cgcatctttt gcttaagtaa cttctactct
  5206501 attctcacag actcatgtat aatccacttt tacacggaat cctatacgat ctatagaaaa
  5206561 acctctagct tcaactgcta gaggctcctc attctatttt aaaataacta ctcaattttg
  5206621 taaaattaca caaataaaaa ggatattaag tgggcccact taatatcctg agagtggctc
  5206681 gggacggaat cgaaccgccg acacgaggat tttcagtcct ctgctctacc gactgagcta
  5206741 ccgagccaaa actatatata aaaccactaa tggtggtata aacaaaagtg gcggtcccga
  5206801 ccggggtcga accggcgatc tcctgcgtga caggcaggca tgttaaccac tacaccacgg
  5206861 gaccaaaaat gaacataaaa aacatgaccc gtacgggatt cgaacccgtg ttaccgccgt
  5206921 gaaagggcgg tgtcttaacc acttgaccaa cgggccacga aaaataaaat ggtgagccat
  5206981 gaaggactcg aaccttcgac cctctgatta aaagtcagat gctctaccaa ctgagctaat
  5207041 ggctcatact caccaacgtc atattttcgt gacgacaaga tgtatcataa catgttttct
  5207101 ttatattttg caataccttt ttttattttt tataaaagat aagaaaaaac tcatgcggac
  5207161 atgagttttt ctcaaaaata tcaattaagc ttcgtatacg ttacgaacga tatttgtttg
  5207221 gttacgatct ggtccaactg agaacataga taattgaatt cctgttaact cagaaacacg
  5207281 ttctacgtat tttcgtgcat tttcaggaag ctcatctaat gatcttacac cagtaatatc
  5207341 ttctgtccaa cctggaagct cttcgtatac aggctcacat ttcgctaaaa tgtttaagtt
  5207401 tgctggaact tcatcgataa ctttcccatc gcatttgtaa gcaacacaaa ttttaagtgt
  5207461 tggaatacca gttagaacgt cgatagagtt taatgataaa tctgttaaac cactaacacg
  5207521 acgtgcatgt cttacaacaa cgctatcgaa ccaacctacg cggcgtggac gaccagttgt
  5207581 cgttccatac tcacgaccaa cttcacgaat ttgatgacca atttcgtcat gaagctcagt
  5207641 agggaatgga ccatcaccaa cgcggcttgt atatgcttta catacaccta caacgcgagt
  5207701 aactttcgca ggaccaactc cagttccaac tgttacacca ccagcaattg ggttagaaga
  5207761 tgtaacgaac gggtacgtac cgtggtcgat atcaagcata acaccttgtg caccttcaaa
  5207821 taatacacgg tgattgttat ctaatgcatc atttaacaca acagacgtat cacatacata
  5207881 ttgtgcgatt tgctgtccgt actcgaagta ctcttcgaag atttcgtcta cactgaaacc
  5207941 ttctgtatcg tacatttttt caaataaacg atttttttgt gctaaatttt gctcaagctt
  5208001 ctctttaaat gcttcacggt ctaaaagatc agccatacga ataccgatac gagcagcttt
  5208061 gtccatatat gcaggaccga tacctttttt cgttgtaccg attttgttat cacctttact
  5208121 tgcttcttct aactcgtcct gttttaagtg ataaggtaaa ataacgtgcg cacggttact
  5208181 tacgcgtaaa ttatcagtac ttacaccacg atcgtgtaag tattttaact cttcaagtaa
  5208241 tgctttcgga tctactacta aaccgtttcc gattacacaa attttctctt tatagaaaat
  5208301 accagatgga attaagtgta atttatattt aactccacca aaaacgattg tatgtcctgc
  5208361 gttatttcca ccttgatatc ttgcaactac ttccgcatgc tcagaaagaa aatcagtaat
  5208421 tttacctttt ccttcgtcgc cccattgtgt tcctacaact actactgaag acattattaa
  5208481 agcacctccg caattttcaa acgatctatt caaacaatat aattgtacca aaacggaaaa
  5208541 agaagtcaac caaaaagcga acattttttt ataaaaaaac tttttcgttc gtaagaatta
  5208601 tatttttaca ttatgaaagc cttatctttt atataaaaaa aaagaaacac atcttattat
  5208661 aagaaatgcg tttctttttt atactatctt tatgccggcg gtgcatgccc atcttcgaag
  5208721 cgacgttcta agttaacgaa cttattgaac tccttaacga atgcaagctc tactgagcct
  5208781 actggaccat tacgctgctt tgcaataata atttcaatcg tatttttatt ttccgtttct
  5208841 cggtcatagt aatcctcacg atatagaaag gctacaatat cagcatcctg ctcgatactt
  5208901 cccgattcac gaatatcaga catcatcgga cgtttatctt gacgagattc tacaccacga
  5208961 gataactgtg acaaggcaat aacaggcact tgtaattcac gcgcaatccc ttttagtgta
  5209021 cgagaaatct cagatacttc ctgctgacgg ttctctcctg atttcccact tccttgaata
  5209081 agctgcaagt agtcaatcaa gatcatacca agaccctgtt cttgttttaa tctacgacat
  5209141 tttgctcgaa tctcatttac tttaatcccc ggcgtatcat caatatagat tccagcatta
  5209201 gaaaggctac ccattgccat cgttaatttc gcccaatcat cagaagttaa tgatccagta
  5209261 cgaagtcttt gcgcatcaat atttccttct gcacatagca tacgcataac aagctgatca
  5209321 gcacccatct ctagactaaa aatcgctaca ttttcatctg ttttcgtcgc tacgttttgt
  5209381 gcgatattta atgaaaatgc cgttttccct accgatggac gtgccgccac gatgattaaa
  5209441 tcatttcgct ggaaccctgc cgtcatctta tctaattcag taaacccagt tggtatcccg
  5209501 gtaacttcac ctttttgatt atgcaaaagt tcgattttat cataagcatc tacaagaacg
  5209561 tctttaatat tttgaaatgc tttcgcattc gtctgatgag atacttctaa tatttttttc
  5209621 tcagcctcat ttaaaaggcc atccacatca tcttctctct catatccatc agacacgata
  5209681 tgagttgccg ttcgaattaa acgacgtaac agtgcttttt cagctatgat tcgtgcataa
  5209741 tattctacgt tagcagcagt cggaacaact tctgctaatt ctgctaagta agaaacccca
  5209801 ccaacttctt ctagtaatcc ctgatcagcc atcgctgacg tcatcattac taagtcgatt
  5209861 ggttccccct tatccgataa tccaagcata acttcaaaaa tcttttgatg ttttgttcga
  5209921 taaaatgagt caggtaccaa tagttccgat gctgaagtta atgcatcctg atcaatcaat
  5209981 atagcaccta ggactgcctg ctcggcttct atattatgcg gaggggtacg atcagccatt
  5210041 acatcactca tacgcaatcc tccttgctta acgtattttt attgttcact aacatgaact
  5210101 tttactgttg ctgttacttg cggatgcaat ttcacagtaa catttgtata gcctagtgca
  5210161 cgaattgcat catccatttc aaatttacgc ttatcaagtt taatcttgtg agatttttgc
  5210221 attgcatcta cgatttgttt acttgtgatt gaaccaaata gacggccacc ttctccagat
  5210281 ttagccttta attctacagt tagtttctct aacgtttctt ttaattgttt tgcactttca
  5210341 agctctgctg ctgcatcttt ttcttctttg cgtttttgag cttctaaagt tttcatactg
  5210401 ctatttgttg cttcagcagc taatccttgt tttagcaaga agttatttgc ataaccatct
  5210461 ggtacgtttt ttacttctcc ttttttccct ttacctttta cgtcttttag aaaaattact
  5210521 ttcatgattg tgtgcctccc tgtaaatagt catcaataac aaatcgaagc ttctcctcag
  5210581 cttcatctac tgtaacattt ttcatttgtg tggctgcatt tgttaaatgc ccaccaccac
  5210641 ctaaattttc cataattagc tgcacattca cttcacctaa agacctgccg ctaattccaa
  5210701 tgaaattctc gccacgtttt gcaataacaa atgatgcaat aattcctgtc attgttaata
  5210761 atgtgtccgc tgattgcgca ataagcactt gatcgtagta atcatcgcta tcaacttttg
  5210821 caatcgcaat tccatttgta taaatgtacg catttttaat ggcttttgca acccgtaaat
  5210881 actgatccat atcttctttt aaaagctctt gtacaagtac agtatctgca ccgtgtgagc
  5210941 gtaaataaga agcagcatca aacgtacgag cacctgtccg gaatgtaaag cttttcgtat
  5211001 caacaataat acctgctaat aatgctgtcg cttctaacat tgtcattttt aaatttttcg
  5211061 gttggtattc aagtaattcc gtaacaagtt ccgccgtgga agaagcgtat ggctccatgt
  5211121 aaacaagcaa tggatcttca ataaaatctt ctcctcggcg atgatggtca ataacaacta
  5211181 cattttcaat tttgcgtaac agtttttctt ccatcaccat tgaaggctta tgcgtatcaa
  5211241 caacaacaag taatgaatca tcatttgcaa attccatcgc ttgttctggt gtaataaagt
  5211301 gagaccataa ctcttcattt tgtttcactt tatccattaa acgtttaatt cccttatcag
  5211361 aatcattttc atcgagcaca atatatcctt ttcgttcatt taattgcgcc acttttaaaa
  5211421 taccaatcgc agcaccaatt gcgtccatat caggagccct atgccccatt ataatgacat
  5211481 tgctactttc tagtactaaa tcctttaatg catgagaaat cactctggca cgtacacgag
  5211541 tacgtttttc cactggattt gtcttaccac cataaaactt aactttacct gtcgcttgtt
  5211601 taatagctac ttgatctcca ccacgtccaa gcgcaaggtc taaacctgat tgagccatag
  5211661 ctccaagctc agataaaggt aaatcacctg atccaacacc tacacttaat gtaagtggta
  5211721 tattcctttt ggatgtttct tcacgtactt gatctaaaat actaaatttc cctttctcca
  5211781 tctgtgctaa aatactttca tttagtacaa cgaagaatct ttccgaagat gcacgtttta
  5211841 aatacgcccc atacttaacg gcccattcat ttagacgcga tgtcacaaga cttgttatat
  5211901 tcgtacgtaa ttgatcatct aatccttgtg taacttcatc ataattatct aaataaatta
  5211961 cagctaaaac agtacgttga tcttcgtaca ttttttcgat ttctgtttgt tctgttacat
  5212021 caaagaaata aattaacttt tcttctttcc ttacaaagac acggaacttt cgattattta
  5212081 aagaaactat atcatcggaa gtttctccct taataaaaag aagtaacgtt tctgatacat
  5212141 cataaaggtg ccatccagct aatgcatgct gtcccagaca tgaagataaa taaggatttg
  5212201 cccaatcaat cccataatcc ttattgtata acaaaatacc aatcggcatc tggttaaatg
  5212261 cttcattact cactttcttt acccttgtaa tcatatctgt cgtatgtttt tcaaaattct
  5212321 tttggaaagt aagttcaaat cgtacaacaa caaaaaggac gatacaaaaa ataaaaaagg
  5212381 agattatccc catcattaaa tgaaagtagc agaggattga aatgagcaca aacacaaaaa
  5212441 atgccaatac ataaacagga tataaaaacc actgtttctt ataaaattca ggcatgtata
  5212501 caactcctat aaagtaaaac taacttatct tccagttagt taaacagatt aaaatagtat
  5212561 aaggaatatt actttatcct cctattttag aacgtaatga aatccctaaa tcaattatac
  5212621 ctaagattgt cacaagagga aacagcatcg gaataaacat gcaggcaata aaactaataa
  5212681 taggaacccc tttcgtaaaa cctttgctat gcgccagaaa ggcgataaat gtcagacctt
  5212741 gcagcacgag taataaagca aatatgacat ataggttaga aaataccata tgtaaatatg
  5212801 atgtcggttc tacttttata aaagttgata ataaaataaa tataacgtaa taccaaacaa
  5212861 tacttttcgg taattgtata tctttaaatt taggccaagg tatgacatca tgttttagct
  5212921 ttcttaaagc actacctgat attattacgg tgatccacga aagacataca gaaaccatca
  5212981 caagtatact ggggaatacc gtttgtaata tatcattcat ttgtacaaat agctcttttt
  5213041 gccctttact aatcggcata cccgcagcag taactatctt ttcactttgc gtcatacttt
  5213101 cattaaacat attttgcatt tgcttcatta aatctatgtt aaaaaacttt atacttgcaa
  5213161 cataaatgag cataatacca attaagtaag caagcgtccc tgccatcaaa atttctacgg
  5213221 gctttttttg ttttttatac atatacccta aaacgatccc tatcaaccca aacatagttg
  5213281 tctttactaa gttcatcggt tggctgacga taacagtaat aaaaagcgcc gccgtaaaaa
  5213341 ttacaaaggc actggataat ttatatctta tcgttagcaa tataaatggc aacggcaatg
  5213401 caaacgttac aactgcacct aaaattggga catacataga tataagcaat agcattgcat
  5213461 atatcgctaa caacgctgca ccttcagtaa taaattttgt gtttttcatc atctaacctc
  5213521 tctttcaaaa aagaaaagca tagcaaaatg cacagtagag tccgactcta ctgtgcattt
  5213581 catacgctat tattcaccaa catatggtaa aagtgccatt tgacgagcac gtttaattgc
  5213641 aactgtaagt ttgcgttggt attttgcgct tgttcctgtt acacgacgag gtaaaatttt
  5213701 accacgctca gaaacgaaac gttttaataa atcaacatct ttataatcga tgcgagtgat
  5213761 gccgttagat gtgaagaaac acaccttacg acgtttcgca cgtccacctt tgcgtcctgc
  5213821 catgtctatt tccctccatt ctttgttaaa actaacaaat ttactgtatt agaacggtaa
  5213881 atcgtcgtcg gaaatgtcga tcggttgacc tacatttgaa aatggatcgt cattcttcgt
  5213941 aaatccagag tttccttggt taccttggtt gcccgaatta ctagattgac caaatgggtt
  5214001 agagctttgg ttaccgaaac cagctcctga tggttgctga ttaaatgaac cacgttgctc
  5214061 cccaccgcca ttacgcggct ctaaaaattg tacgctttcc gcaagaactt ctgttacata
  5214121 tacacgctta ccatcttgtc cctcgtaatt acgagtttga agacgtccat ctacgcctgc
  5214181 taagctacct ttttttaaat aatttgctac gttttctgct tgtttacgcc atattacaca
  5214241 attaataaag tcagcttcac gctcaccttg ttgattcgca aatgcgcgat tcacagctaa
  5214301 cgtaaaagta gctactgcaa caccattggg cgtgtaacgt aagtcagggt ccttagttaa
  5214361 acgaccaacg aggataacac gattcatcaa tcgaaccact ctcccttata tatcaattat
  5214421 ttttcttctt ctttaacaac gatatgacga aggatatctt cgttgatctt agctaaacga
  5214481 tcgaattcgt taattgcttc tgcgttagca ttcacgttta agatcatgta gaaaccttca
  5214541 cgtaagtcgt tgatttcgta agctaaacga cgcttacccc actctttcgt gttaatgatt
  5214601 tctgcaccat tgtttgttaa aacacctgca aaacgttcaa ctaaagcttt ttgagcttct
  5214661 tcttcaacgc caggacgaat gatgtacata atttcgtact ttctcattac actttcacct
  5214721 ccttttggtc taaacggccc gtaatgggca aggagcaatt aatttatagt aattactcac
  5214781 gagtttagat tatatcatag taagttagat gaatcaactc acccatacat aaaaaacttg
  5214841 gcaaacacat aatatatttg ccaagttcat atctttattt ttcctaggaa atattaaatt
  5214901 aaacgttgaa acggaaatgc ataacgtctc cgtcttttac gatatactct tttccttcta
  5214961 aacgaacttt accagcttct tttgcagctg tcatagaacc gtttgtcatt aagtcttcgt
  5215021 aagaaactgt ttctgcacga ataaatccac gctcaaagtc tgtatgaatt acgccggcac
  5215081 attgtggtgc tttcatacct tgtttgaacg tccatgcacg tacttcttgc acacctgctg
  5215141 tgaagtaagt agcaagtcct aataaatcat atgcagcacg aattaattga tctaaaccag
  5215201 attcctcaat gcccagttct tcaaggaaga cttttttctc ttcctcgtct agctcagcaa
  5215261 tttctgattc gatttttgca catacaacga ttacttgaga attttcattt gcagcaaatt
  5215321 cttttaccat ttgtacgtat ttgttttcag aaggatcgat aacatcgtcc tcgcttacgt
  5215381 ttgctacgta taacatttct ttcgttgtca gtaaatgaag acctttaaca atcttcattt
  5215441 gctcttctgt aaattcaaca gtacgagctg gtttcccctc ttcaaaagct tcttttaaac
  5215501 gtactaaaat ttcatgctca tatactgctt ctttatcctt ttgtcttgct aatttcgcaa
  5215561 cacgttcgat acgtttatca acagattcta agtctgctaa gattagctct aagttgattg
  5215621 tttcaatatc atcaattgga tctactttac ctgaaacatg cgtaatattt tcgtcttcaa
  5215681 aacaacgaac aacttggcaa attgcatcta cttggcgaat gtgagataag aatttatttc
  5215741 ctaaaccttc acctttactc gcacctttta cgatacctgc aatatcagta aactcaaata
  5215801 cagtcggaac agtttttttc ggttctacta attccgttaa tttatttaaa cgctcatctg
  5215861 gtacttctac aattcctacg tttggatcaa ttgtacagaa tggatagttc gcagattctg
  5215921 ctcctgcttg tgtaattgca ttaaataaag tggacttccc tacgttaggt aatccaacaa
  5215981 tcccagccgt taatcccata tttttcactc ctatgtctca atctttcatc attatagata
  5216041 gtaacgaaaa aaatgacaag tttcctccaa acgaaaaaaa gtaacagcta cccactgcaa
  5216101 ctgttacttt ctctctattc ttcgtgcttc acaagtattt ttttcacctt acgatcaaac
  5216161 tctcttcgag gaatcattac tgaatggtca catccctcgc acttaatgcg gatatccatt
  5216221 cccatacgaa taatcttcca acgattctcc ccacatgggt gggctttctt catttccaca
  5216281 acatcgtaca agttatactg cttttgctcc attctccaaa cccctctcca tattaaattg
  5216341 cttttccact cactaactct tcacgattat ataaaaccat acgtggatat ggaatttcaa
  5216401 taccatgtaa atctaggcga tttttaattt ctttacgaag tgctcttgca ataaccgcat
  5216461 gttgcatcgg ctctacttct gcaataacac gtaatataac ttctgatgca gctaatgttt
  5216521 gcacgcctaa taactgaggc gttgttacca tttgctcata ttgtgcaggt aattcttcta
  5216581 ataattcttc aatgacttgc tctgcttttg ctatatcagc ctcatacgaa atagatacgt
  5216641 caacaaatgc tacactatta ctaactgaat agttggtaac ctgaacgata cttccgtttg
  5216701 gtaaagtatg aatttcgcct gtccaacttt tcactttcgt tgtacgaagt ccaatttcta
  5216761 aaacgacacc ttcaaactga ccaattttca catagtcacc aactgaaaat tgatcttcta
  5216821 acaagataaa taatcctgta ataacatctt tcactaaact ttgagcacca aatccgactg
  5216881 ctaaaccaat taccccagca ccggctaata aacctgatgc attaatattg aacacaccta
  5216941 aaatcgcaat taacataata aacataacaa cgtatgccac aatattttca agtaacttcg
  5217001 ctactgtaac tgtacgacgt tctgaaattt gaattggcga acgacttccc atacgaaacg
  5217061 catttcgtac aaccgctctt gcaattcgta ctacaattgc accaattgtt aaaatgatac
  5217121 atatttttaa tgctgcaatt ccaatatcag cccaacgatc agcatctaat aaatactgtt
  5217181 tcgtagcatt aaaccacttc gttaatacat ccatgtacct ctacctctcc agccaaaatt
  5217241 tctttttagt tatccttctt attgtatcag aagtctccta attgctgaaa aaattttatg
  5217301 tctttaatta catttgttaa cttccatgca ggtataaaat ggaacgaata tatatatact
  5217361 agtactatta tttccgtttt cacttaagtt ttagagcaag tacgcactta tagttttcca
  5217421 tttcactcac catataacat attttgaaaa tttattaaaa ggatgggtgc ttcatgaata
  5217481 ttggaagttt tcgcttacct tttttcgaaa aagaaactca aaacgttatg caccaagatt
  5217541 tagaagcctc tgagacaatt agtaacttct tactttccca catccctata aaaactcata
  5217601 taccaattat tctcgtttgt atcggaacag atcgttctac aggtgatgca cttggtccat
  5217661 tagtcggtac gaagctagaa caagtaggaa ttaaaaattt ccaagttttc ggcacactag
  5217721 atgaaccagt acatgcgcta aatttagagg aaaaaattca gaatatacag aaagataatc
  5217781 ctgcttcatt tatcattgcg gttgatgcct gtttaggaaa gtctcaaagt attggctcca
  5217841 tcactaccgg aatgggacct agtaaacctg gagccgcaat gaataagaaa ttacctgcag
  5217901 ttggtgattt acatattcat ggcatcgtaa atttaaatgg ttttatggag tttttcgttc
  5217961 tacaaaacac aagattaagt ttagtcatga aaatggctga cgtaatcgca cagagtataa
  5218021 aagaaacgga tcaaaaaata tgtgcattaa aaaaagcaaa ccatctataa ataataagat
  5218081 ggtttgcttt ttagtttttc tgcgctaata attctaaaat acgatttaaa tcttctttat
  5218141 taaaaaattc aatttcgatt ttaccttttt cttttttcgt ttctttaatt ttcacatctg
  5218201 tgccaaactt ttctctcaag aacgtttcgc gctctatgaa aaatatgttt ctctcttttt
  5218261 tcacttgttt tgtttcacgt gaaacgcttt gattaatctc ctgaacaatt ttctctaatt
  5218321 gacgaacatt tagtccttct ttttcgattc ttttcaataa agatttcaat tgttcttcat
  5218381 cttttatcgt aagcaaggtt ctcccatgag ccattgaaag ttgaccattt gcaatcatat
  5218441 cttgaacaaa agaagggagg ctcaataacc gcgtatagtt tgcaatgtaa ggtctgcttt
  5218501 taccaagaca ttttgctaat tgttcttgcg tcacatttag ctcgttcatt aacatttggt
  5218561 atgccattgc ttcttccatt ggatttaaat cttctcgctg taagttttca agcaatgcaa
  5218621 actccatcat ttgctgctca tttaattgtc ttacaacagc aggtaccttt tcgagtcctg
  5218681 cttctttagc agcacgatat cttctttcac ctgcaacaat ttcatagcct ttaatactct
  5218741 ttctagcaat taacggttgt aatatgccgt gctctttaat ggaagccgat aattcctgaa
  5218801 tcgcctcttt attaaagtgt ttacgtggtt gatatggatt cggccttaat tcagttatca
  5218861 caatctcctg aactgtctct tcttctttca catctaaatc aggaaaaaat acattgattc
  5218921 ctcttcctaa tcctttagcc acctgcaatc acttcctctg ctaaatctat atatacttct
  5218981 gcccctcttg atttagcgtc atactgcata attggtttcc catgacttgg tgcttcactc
  5219041 aaacgaacat tacgagggat aattgaacga tatactttat ccctaaagta ttttttcact
  5219101 tcatctataa cttgaatgcc taaatttgta cgggcatcca acattgttag caatacacct
  5219161 tgaattgcta gatttttatt taagtgcttt tgcacaagtc gaactgtatt taatagctga
  5219221 cttaaccctt ctagtgcgta atattcgcat tgaacaggaa taataacaga atccgctgca
  5219281 gttaatgcat taatcgttaa taaccctaag gacgggggac agtcgataat aatataatca
  5219341 tattcatcac gaactggctg taatgccctt tgcaaacgta cttcccggga aatagtcggt
  5219401 accaattcaa tttcagcacc tgctaattga attgtagcgg gtagaacatc taagttttca
  5219461 gttgcggttt tctgtataac cccttgaaca tctgcatctt ccacaagaac attgtaaata
  5219521 cattgatcta attcggattt ttcaattccc acaccagtcg ttgcatttcc ttgagcgtca
  5219581 atatctacaa gaaggacctt tttacctact tgtgccaatc cagcccctaa attaacagat
  5219641 gttgttgttt tcccaacgcc acctttttga ttggcaatag caatgatttt tcccatgatg
  5219701 tcacctactt tcaacctttc tatcatattt ctaataacaa ttacgtttat tgtaacatga
  5219761 aataaaagtt tttcttttac gtccttatta aacttcaaaa tttatttgta aactccttct
  5219821 tcatctaaca agaaaatata gtaaaagaga cctatccaat aggattaggt ctctagcacg
  5219881 ccattattat tttttcttcg gaatttgaat tgtaatttga tagtattcat caaattcttc
  5219941 ttcctcagaa ttaacattta aaccactgtc agcaaccatt tgtaatgact gcctaattgt
  5220001 attcatagca attctcgtat ctcgactgac cgccttttgc tttgccttac gcttcggttt
  5220061 tgcttcctct agtaatttcg taattcgttc ctctgtttgc tttacattca gttgtttttc
  5220121 cacaatttcc tgtaaaacct tcagttgtaa ttcctcattc tttaaaggaa taagcgcgcg
  5220181 ggcatggcgt tctgtaatac ttttttctaa taacgcactt tttatttctt caggcaactt
  5220241 taacaatcgc aacttatttg cgattgtaga ttgtcctttt ccaagtcttt gtgccaatgc
  5220301 ttcttgcgtt aaattatgta actcaattag cttttgatac gccacagctt cctcgattgc
  5220361 tgttagttcc tcacgttgca agttttcaat taaagctaca gaagctgttt ctgtatcatt
  5220421 taagtttttt ataattgcag gaaccttttc ccaccctaac tttgttgctg cacggaaacg
  5220481 cctttctcca gcaataatct cgtacttatc atcctcatat tgcctcacaa caattggctg
  5220541 aataagtccg tgtgtacgaa ttgttaatgc taattcctca atacgcgcat catcaaaaac
  5220601 tgttcgtggt tgataacggt taggggtaat atttactatc ggaatttctt gtatttcttc
  5220661 atataccttt ttatctattt cttcatggct ttcgtcttgt aattcgaatt cgctctcttt
  5220721 atctccaaag ccaaataaac gagaaaacgt atttttcata catattccac cacctttagg
  5220781 cctattgact attctccata aaatgtttcc tttgaaacat ttacgttttc atttatataa
  5220841 tttaatctta cgtctaataa gatttatttt tcaataggta atttattggg tgttcccggt
  5220901 ttgcgtggat atttctttgg tgtcttgcgc tttttctcga ttaataaaat attacgttca
  5220961 ctttcttcaa acggtaattg gaacgtagac atttccttta gatccccgcc tagcacctct
  5221021 aaagcatact tgccattttc aatttcttcg tttgctgcgg cacctttcat tgcaatgaat
  5221081 gttcccccaa cttttacaag cggtaaacat agctcactta atactgaaag acgcgcgact
  5221141 gcacgtgcca ttacaatgtc gtacgcttca cgtacacctt cttttttccc aaatgtttca
  5221201 gcacgatcgt gacaaaacgc gacgtcactt aattccaact tttgtgctaa atgatttaag
  5221261 aaattaatac gtttttgcaa tgagtctaca attgtcactt ttaaatgcgg gaaacaaatt
  5221321 tttaaaggaa tacttgggaa tccagctcct gcgccaacat cacaaattga gaatggtttt
  5221381 gaaaaatcat aataaaaagc agctgtaatg gaatcaaaaa agtgttttaa atatacttcc
  5221441 tctttctccg taatagccgt taaattcatt ttttcattcc attctactaa tgtttcgaag
  5221501 tagatttcga actgctctaa ctgtctagaa gagagggtga tacccttctc ttctagcata
  5221561 gattgaaatt gttctatgtt catctaacaa tatctcctta ctatttattg gttcgatact
  5221621 cgcgcaattt ttccttgttc aatatacaca agtaaaatgg aaatgtccgc tggatttacg
  5221681 ccagatatac gtgaagcttg ccccattgaa agcggacgaa catctttcaa tttctgtcta
  5221741 gcttctgatg caaggctaga aatcgcatca taatcaatat ctacagggat ttttttattt
  5221801 tccattttct tcatacgctc tacttgttgt aaagattttt cgatatatcc ttcgtactta
  5221861 atctgaattt caacttgttc tttaacttca tcacttaatt ctacttcact tggtactaaa
  5221921 agatgaatat gctcatatgt catctctgga cgacgtaata agtcacttgc acgtatccca
  5221981 tctttcaatt cacttccgcc aatattgcga attaattctt gaacttcagg acgtggttta
  5222041 ataataatgc tgcttaaacg ttccttttct tgttcaattt gtaatttttt atttgtaaat
  5222101 cgttcatagc gctcctctgt aattaatcca atttcatgac caacttcagt taaacgaaga
  5222161 tccgcattat catggcgtaa taatagacga tactctgcac gagacgttaa taaacgatat
  5222221 ggttcattcg ttcctttcgt tacaaggtca tcaattaaga caccaatata agcatcttca
  5222281 cgacctaaaa taacttcttt tttacctaaa gaacgacatg ctgcattaat tccggccata
  5222341 agcccttgtc ctgctgcctc ttcgtaacca gaagttccgt taatttgtcc tgctgtatat
  5222401 aaatttttaa tttttttcgt ttcaagtgtt ggccatagtt gcgttggcac aattgcatca
  5222461 tattcaattg cataacctgt acgcatcatt tcaacatttt ctaaaccagg gattgttcta
  5222521 agcatatcac gctgtacgtc ttctggtaag cttgtagata aaccttgtac gtacacttct
  5222581 tgtgtattac gtccttctgg ctctaagaaa atttgatgac gtggtttatc attaaacctt
  5222641 actaccttgt cttcaattga aggacaatat ctaggccctg ttcccttaat cataccagaa
  5222701 tacatagctg agcgatgtag attttcatct attaaacgat gtgtttccgt acttgtatac
  5222761 gttaaccaac atggaatttg atccataata aattttgttg tttcaaaaga gaaagctcgt
  5222821 ggtttatcgt cacctggctg aatttctgtt ttactgtaat caatcgtatt actatttaca
  5222881 cgcggaggtg tacctgtttt aaatctaaca agatcgaatc caagctcctc taaatgttct
  5222941 gataaagtaa tagatggttg ttgattattt ggaccactcg aatatttcaa atctcccata
  5223001 ataatctcac cacgtaaaaa cgttccagtt gtaattacga ctgtttttgc tgtatattca
  5223061 gcaccagctt gcgtaattac acctttacat tcgccatctt caacaattaa acgctctacc
  5223121 attccttgga acaacgttaa gtttggtgtt tcttcaattg ttttctttaa ttcatgctgg
  5223181 taagagaact tatctgcttg tgctcgaagt gcacgtacag ctggcccttt acctgtattt
  5223241 aacatacgca tttgaatatg cgttttatca atgttgcgcc ccatttctcc gcctaatgca
  5223301 tcaatttcac gaacaacaat cccttttgct ggtccaccaa cagaagggtt acatggcata
  5223361 aacgctacca tatctaagtt aattgttaac attaatgttt tggagcccat tcgtgctgcc
  5223421 gcaagaccag cttcacatcc tgcatgacct gcaccgatta ctatgacatc gtatgaaccg
  5223481 gcattgtatc ccattgttta ttcctcctaa taatctttat ctttctgaaa catcactata
  5223541 ttattttcct aaacaaaatt gagagaacaa ctggtcaatt aggctttcat gaacggtatc
  5223601 accagtaatt tcaccaagta tttcccacgt tcttgttaaa tcaatttgca ccatatcaat
  5223661 tggaacacca ttttctatcg cctcgattgc atctccaatt gtttttcctg cttgtgttaa
  5223721 taatccaata tgtctcgcat tagaaacata tgttacatct gcagaatcaa ttgttccttc
  5223781 aaagaataaa tcagctattg ccttttcaag ttcatctatt ccttgttctt caattaacga
  5223841 tgttgtaata acacgatttc ccgctgccaa ttctataaca cgttccatat caattgcttg
  5223901 cggtaaatct gtcttattta caataacaat gaaatctttt ccttgtacgg cacggaatag
  5223961 ctcttcatcc tcattcgtta aagtttcact ataattaacg acaactaaca ctaaatcagc
  5224021 ttgactcatc atttcttttg aacgctctac gccaattcgt tcaacaacat cttccgtttc
  5224081 acgaatcccc gctgtatcta taagtttaag tggtacacca cgcacattaa cgtactcttc
  5224141 aataacatca cgagttgttc ctgcaatatc agttacaatt gcctttttct cctgaacgag
  5224201 actatttaat agcgatgact tcccaacatt aggtctaccg atgattgcag tagcaatacc
  5224261 ttcacgtaaa atctttcctt gcttcgatgt ttctaatatc tttgcaattt cagcacgaac
  5224321 atgtgtagct ttctcaatta aaatattatg tgtcatttct tccacatcat catattctgg
  5224381 gtaatctatg tttacctcaa catgagctaa cgtttctaat atatcttggc gcagacgacc
  5224441 aattaattta gataatcgtc cttccatttg attaatcgct acgttcattg cacgatctgt
  5224501 ttttgcacgg attaagtcca taacagcttc tgcttgtgat aaatcaatac ggccatttaa
  5224561 aaaagcacgt tttgtaaatt caccaggctc tgctaatcgt accccttgcg ctaaaataag
  5224621 ctgcaatact ttatttaccg aaacaagtcc accgtgacag ttaatttcta ctatattttc
  5224681 acgtgtaaaa gtccttggtg cacgcataat agataccatc acttcttcaa taacctgatt
  5224741 tgtatctaaa tccacaatat gaccataatg aatcgtgtga gaaggaacct ctgttaaatc
  5224801 cttcccttta aaaatacgat taactttttc aaccgcatca tctccactta ctcgaacaat
  5224861 ggcaattgca ccctctccaa gcgctgtgga aatcgcggca attgtatcaa attccatgtc
  5224921 ctttcacctc acttgcttat ttatctctat ttcaacatga ttattttctt cactaaatta
  5224981 ttagaatacc ataacgaacc tatctacaaa agaataataa ctcattttat tatgtcctca
  5225041 tgtaaaaaac actaaactta ttcacagtgg ataagtttag tgttttttag ttatccacac
  5225101 ctattttccc ctcaaaaaaa ccggcactca attgagtaac cggtcacttg gaagatatta
  5225161 caacatgtcg atgtggttct tttccttcag aagttgtaat gatattttga tgattagaca
  5225221 atgcttggtg gataatcttt cgttcaaaag atggcatagg ctccaacaca actctttttt
  5225281 tcgtacgtac tacttgtttg gctaatcgat aagaaagtgc ttctaacgta gcttttcttt
  5225341 tactacgata attttcagca tctaatgtga taccgatgta ctgcttcgta ttacgattcg
  5225401 ctacaagttt tgttaaatac tgtaaagaat tcaaggtgtt tcctcttttt ccaatcaaaa
  5225461 cacctacatt ttcgccgtaa attgtaaatt caacttcgcg tccctttaca attttactaa
  5225521 tctcagcttc cacacccata tcgtgaataa cattttttaa atattcttca cattcttgaa
  5225581 ttggatcttt cttcaataca acttctacta ctgcaggtcg gttcccaaat aaacctaaga
  5225641 accctctctt accctcatcg ataatactta tatctactcg gtcttttgaa acatttagtt
  5225701 gccttaaagc atcctgtact gccagctcga ctgtttgtcc tttagcagta attatactca
  5225761 cttgcttgat cctcctgcct tactagcctt aatttccggc cctttgatca agtacatttg
  5225821 agcgatacca aagatattac caacaaccca gtaaagtgat aaggcagctg ggaagttaat
  5225881 tgcaaagatt aaaatcatga ttggcattaa ccaaagcatc attgccattt gcggattttg
  5225941 accagcagtt cctgccattg caagtttttg ctgaataaat gtcgtaattg ccgcaacaac
  5226001 cggtaagata tagtacggat ctgcctgtcc taagtcgaac cataagaatg tatgcttact
  5226061 aatttctgat gttctcataa tcgcatggta aaacgcgaat aaaataggca tctgaacaaa
  5226121 gattggtaaa catcctgcta atggatttac accatttttt tgatataact gcatcatttc
  5226181 ttgttgtagt ttttgctgtg ttgcttgatc tttagagcta tatttctctt ttaacttcac
  5226241 catttctggt tgtaacgctt gcattgcttt cgtactcttc gtttgtttaa tcattaatgg
  5226301 taataatgca aaacgaataa taagagtcgt aacaacgatt gctaaaccgt aattactacc
  5226361 aaataagttg gcaaaatacg taattaactg agaaagcggg tatacgaagt attcattcca
  5226421 aattccagtg ctctttggtg taattggctg atttacttca ctacagccag cagtaatcgc
  5226481 cattaatgca acaaccatgg ctagtaaacc taatttcttt ttcaaagcct actcctcctt
  5226541 gtatcggtat gtatatagtg taattcattt ccttacgcta ctttttattc ttttcatacc
  5226601 agagcgttta aagacatgaa ttaagctttt ctttaattct tcatatgtca tctctgcaca
  5226661 aggcttcctt gctattataa caaaatcttt tccagaatct atctcatctt ttaattctgt
  5226721 gatcgactgg cgaatcatac gtttaattcg gttacgcact actgcatttc ctatcttctt
  5226781 gctgacagaa aggccaatac gaaagtttgg ctgctcttct ttatctagtt gatagacaac
  5226841 aaattgacga ttcgcattcg attttccttt ttgaaaaacc gtctggaatt catcattctt
  5226901 ttttatacga tgttttttct tcatatcaat tgacactcct gtagttcatc agcggaaatt
  5226961 cactattatt agaaaaaaag accactgaac gatcagtggt ctacgcagat aatacttttc
  5227021 ttcctttacg acgacgagct gctagcactt tacgtccgtt tgctgtgctc atacggctgc
  5227081 ggaaaccatg tactttgctg cgcttacgtt tatttggttg gtaagttctt ttcattatat
  5227141 gacacctccc tgaggaatat ctgttaaaga cagtcttata aattatagtt aatcaactag
  5227201 gaaaatgtca atggttctag aaattttcat caaatattca ttttgaacct attcacatac
  5227261 tttttcacaa atcctatatt tccttgtgga taa
//